chrom	chromStart	chromEnd	ID	fimo.pval	Strand	recognition.sequence	MotifModel	mcv
chr1	16178	16328	id-1	2.01e-05	+	TCTCAGTTGCACACACGAGCCAGCAGAGGGGTTTT	UpstreamP1_CTCF	19
chr1	237684	237834	id-2	3.41e-07	+	TCCTCAGTTTCTCTGTGCAGCACCAGGTGGCAGCA	Upstream_CTCF	40
chr1	521467	521617	id-3	2.06e-07	+	TCCTCAGTTTCTCTGTGCGGCACCAGGTGGCAGCA	Upstream_CTCF	33
chr1	714205	714355	id-4	1.73e-05	+	GGCCGCCGCCGCACATAAGCCACGAGGAGGAGCTT	V_CTCF_BR	38
chr1	785865	786015	id-5	1.39e-05	-	GCAGGGAGTGCAGGAAGAGCCAGCAGGGTGCAGCA	V_CTCF_BR	26
chr1	793458	793608	id-6	1	+	NA	NONE	39
chr1	805232	805382	id-7	1.73e-11	+	GCGGCTCCGGAGCCGGCTGCCACCAGGGGGCGCGC	V_CTCF_BR	40
chr1	826062	826212	id-8	3.88e-06	+	CTAGATAGAGGATGGAGAGACTGCAGGGGGCAGGA	V_CTCF_BR	4
chr1	840082	840232	id-9	9.02e-13	+	CGGCGCAGGCCGCACTCCGCCACCAGGGGGCGCCA	V_CTCF_BR	40
chr1	843503	843653	id-10	4.24e-07	-	CCTGCTCCACACCTGCTGTCCACGAGGAGGACCGG	Upstream_CTCF	1
chr1	848322	848472	id-11	2.67e-06	-	CCTGCAGTTCCTCCGCTGGCCTCCACGCTGCCCCA	Upstream_CTCF	36
chr1	855101	855251	id-12	1.82e-07	+	CACCTAGGCCCACGTCCGCCCAGCAGGTGGCAGCT	V_CTCF_BR	20
chr1	856505	856655	id-13	3.42e-08	-	GGCTGGAGCCTGCCTCCCGCCGCCAGAGGGAGGAG	V_CTCF_BR	39
chr1	858510	858660	id-14	9.81e-06	-	TGGCAGAGTGCACGGCCTCCCACTAGGAGGAGCAA	V_CTCF_BR	19
chr1	860334	860484	id-15	1.41e-06	-	GCTGCAGCGCCCCCTCGGCCGAGCCGGAGGCTCCC	Upstream_CTCF	23
chr1	861010	861160	id-16	8.71e-06	+	GGGACGCCCAGGCCCTTCGTCGGGGGAGGGCGCTC	V_CTCF_BR	14
chr1	867070	867220	id-17	1	+	NA	NONE	17
chr1	873555	873705	id-18	2.25e-08	-	CTTCAGCCCCAAACACAGCCCAGCAGGTGGCAGAG	UpstreamP1_CTCF	40
chr1	874590	874740	id-19	2.01e-05	-	ATGCTGGGCCCCAGCTCCCGCGGCAGCAGCAGCGC	UpstreamP1_CTCF	12
chr1	875672	875822	id-20	1	+	NA	NONE	11
chr1	886872	887022	id-21	2.6e-06	-	AGTACTGTGGCCTCTTTGGCCAGGAGGGGGCATCT	V_CTCF_BR	40
chr1	911521	911671	id-22	2.77e-07	-	CTGCCATCCGCTACTTCCGCCGGCAGGTGGGGCAA	UpstreamP1_CTCF	40
chr1	919631	919781	id-23	4.81e-13	+	CGTGCTGTGCCCCTAGCGGCCACCAGAGGGCACCA	Upstream_CTCF	39
chr1	933963	934113	id-24	3.73e-06	+	GTTGAGCTTCCCACCTGAGCCTCCGGGGGGACCCC	Upstream_CTCF	11
chr1	937339	937489	id-25	9.51e-07	-	AGCTCCCCTGGGATGACCCCCAGCAGGAGGCGGCG	V_CTCF_BR	40
chr1	950868	951018	id-26	1.21e-06	+	TGTGTGTGCCCGCATGTGCCCAGCAGGGGGTGTCC	Upstream_CTCF	40
chr1	954690	954840	id-27	4.65e-06	-	CTGCAGCTTGGCCTGGCTGGGTGCAGGGGGAAACT	UpstreamP1_CTCF	40
chr1	967895	968045	id-28	2.66e-05	+	AGGTGAGGCCTGGGTGTGACCACGCGGTGGCACTG	V_CTCF_BR	17
chr1	968411	968561	id-29	4.99e-07	+	CCGGACGTTCCCGGAACGGCCTCTTGGGGGCGTTC	Upstream_CTCF	39
chr1	970623	970773	id-30	2.1e-05	-	CCGAACTCAGCCCTACTCACCATCAGGAGGCGTCG	UpstreamP1_CTCF	8
chr1	976105	976255	id-31	3.05e-07	-	GCTGCAGCTCGCATTCGTTGCTGTAGGTGGAGGCG	Upstream_CTCF	24
chr1	976589	976739	id-32	8.56e-05	-	CGTCGCTGCCGCAGACGGTCCCCTCGGGGGCGCCA	UpstreamP1_CTCF	0
chr1	985260	985410	id-33	4.3e-06	+	CCTGCCAGCCCAACCCCTGCCATGGGGCGGCGCCC	Upstream_CTCF	1
chr1	986648	986798	id-34	7.91e-05	-	ACGCCCCGCCCCCACATACCAGCTGGATGGCACCG	UpstreamP1_CTCF	0
chr1	990049	990199	id-35	4.14e-06	-	CACCCCAACGAGCAGGTGACCAGCAGGGGGCCCAC	V_CTCF_BR	18
chr1	994717	994867	id-36	2.38e-07	-	CCTCCACTGCGGACCGGGGCCGGAGGGGGGCGCTC	V_CTCF_BR	36
chr1	999277	999427	id-37	4.27e-13	-	GCGCTGCAGGGGCGGGCGGCCACCAGGTGGCGGCC	V_CTCF_BR	39
chr1	1022449	1022599	id-38	7.17e-05	+	TGTGGCCTGCTGAGACTTACCAGGATGTGGCCGCC	Upstream_CTCF	0
chr1	1057577	1057727	id-39	1.97e-06	+	TGCCAGGTCCCTGAGCCCGCCTGCAGGTGGCGTCT	V_CTCF_BR	40
chr1	1058642	1058792	id-40	3.22e-07	-	CCTTCACTTCTGCCTTTGTCCACAAGGGAGGGGCT	Upstream_CTCF	18
chr1	1063945	1064095	id-41	4.7e-06	-	TGGTCTTATCTCTGCCCGGCCGGCGGAAGGCGGCG	V_CTCF_BR	1
chr1	1081563	1081713	id-42	1	+	NA	NONE	0
chr1	1109458	1109608	id-43	1	+	NA	NONE	1
chr1	1132344	1132494	id-44	1.39e-07	-	TCACCCCGAGCCCACTGGGCCAGCAGGAGGCAGAG	V_CTCF_BR	5
chr1	1142478	1142628	id-45	3.18e-06	+	TCCCCGGGGCTTGGGAGGGGCACCAGGAGGAGCTG	V_CTCF_BR	14
chr1	1157593	1157743	id-46	2.55e-06	+	GCTGTGCCTCACAACTGGGCCAGCAGGGGCTTCTG	Upstream_CTCF	2
chr1	1166181	1166331	id-47	1.22e-07	-	ACTGTAGTTAGTGGAGTCAGCACCAGGAGGAGGTG	Upstream_CTCF	37
chr1	1174691	1174841	id-48	3.31e-06	-	ATGCGGCTGCCCTGGCCTGGCCCCTGGGGGCGCCT	UpstreamP1_CTCF	4
chr1	1179729	1179879	id-49	1.56e-05	-	GCTGAACTTTGTCCGGCGGCCGGACGACGGCGCCT	Upstream_CTCF	4
chr1	1180732	1180882	id-50	1	+	NA	NONE	2
chr1	1182542	1182692	id-51	6.27e-08	+	CAGCAGCCTCTGCAGCCAGCCACCGGAGGGCAGCT	UpstreamP1_CTCF	5
chr1	1185732	1185882	id-52	1	+	NA	NONE	34
chr1	1200502	1200652	id-53	1.48e-06	-	ACTGCTTTCCCAGAAAAGGCCTGTGGGGTGCGCTA	Upstream_CTCF	39
chr1	1203101	1203251	id-54	3.63e-08	+	ACTGGGGCACCAGGCTCGCCCAGCAGGGGCCGGCA	Upstream_CTCF	1
chr1	1208384	1208534	id-55	2.37e-05	+	GTGGCAGGCACTGAAAAGGACGCCAGGAGGTGACA	Upstream_CTCF	7
chr1	1209386	1209536	id-56	4.14e-06	+	ACGGCCCAGGGCGGCAGGCCCGGCTGAGGGCGACC	V_CTCF_BR	18
chr1	1209818	1209968	id-57	3.63e-05	+	GGCGGGGCGCTGGGGTGGGACGCTGGGGGCAGGCG	V_CTCF_BR	5
chr1	1219347	1219497	id-58	1	+	NA	NONE	19
chr1	1220253	1220403	id-59	1.95e-07	+	TCTGCTGGCCTGGCAGCCCCCACTAGGGGGATGGT	Upstream_CTCF	3
chr1	1221795	1221945	id-60	2.18e-07	-	TCCCGAGGGCCCTGGTGTCCCTCCAGGGGGCAGTG	V_CTCF_BR	0
chr1	1225644	1225794	id-61	3.34e-10	-	CTGCAGTACTCAGCCCCCGCCGGCAGAGGGTGGAG	UpstreamP1_CTCF	40
chr1	1227331	1227481	id-62	9.51e-07	-	GCACACAGGCACACACTGGCCGCCAGGTGGAGTCA	V_CTCF_BR	40
chr1	1235517	1235667	id-63	1.32e-05	+	CCTGCAGAACATTGATCTGCCAGAGGGGGAGCCCA	Upstream_CTCF	40
chr1	1237430	1237580	id-64	6.53e-09	+	ATGGAAGGCCCCATCCTCACCAGCAGAGGGCACTG	V_CTCF_BR	40
chr1	1240705	1240855	id-65	1.17e-05	+	CAGAGAAGGGACCATCCTCCCAGGAGAAGGCAGCA	V_CTCF_BR	31
chr1	1241581	1241731	id-66	3e-06	+	TTCCAGCACCCCCACACGACTGGAAGAGGGCAGTA	UpstreamP1_CTCF	37
chr1	1245501	1245651	id-67	2.38e-07	+	GCACTGTCCCGAGGGCCACCCACCAGGTGGCAGCT	V_CTCF_BR	10
chr1	1254449	1254599	id-68	6.84e-06	-	TGCGTCCAGCACCGTGGGGACACCAGGAGGCGTCA	V_CTCF_BR	1
chr1	1280096	1280246	id-69	1.38e-06	+	CCCACGGACACCGAGGCCACCACTAGCTGCCGCCA	V_CTCF_BR	39
chr1	1280555	1280705	id-70	5.01e-06	-	ACTTGTTACACCCTGTTGGGCTGAAGAGGGCGGAG	V_CTCF_BR	27
chr1	1284726	1284876	id-71	3.42e-08	+	CCCGGGGTCCTGAGCGTGGCCGCGGGGGGGCGCCC	V_CTCF_BR	36
chr1	1285264	1285414	id-72	3.83e-09	+	CCAGCAGGAAGCGCGGAGGCCACTAGAGGGCGGCC	V_CTCF_BR	40
chr1	1297539	1297689	id-73	3.4e-06	-	AGTGTCCTGACTCTGTTGTCCAGGAGGAGGAGACA	Upstream_CTCF	22
chr1	1307537	1307687	id-74	6.47e-09	-	AGTGCGCTTCCCCAGACCACCACAGGGGGGCAGCA	Upstream_CTCF	40
chr1	1310571	1310721	id-75	6.98e-07	-	AGAATCGGGGGCCGCGAGGACGCCAGCGGGCGCTG	V_CTCF_BR	40
chr1	1311819	1311969	id-76	2.8e-05	-	TGCTCATTTACGGCCAAATCCACTAGGGGAAGCTG	Upstream_CTCF	26
chr1	1334866	1335016	id-77	2.6e-05	-	CAGCACGGCACCCGCGCCTCCGCTAGGGACAGACA	UpstreamP1_CTCF	40
chr1	1337472	1337622	id-78	3.18e-06	-	AAATCTTTGGCTGCCTTGGCCAGTAGGAGGCGACA	V_CTCF_BR	40
chr1	1343216	1343366	id-79	4.01e-05	-	CCTGTAATCCCAGCAGAAGCCAGCAGTCCGAGAAC	Upstream_CTCF	31
chr1	1352868	1353018	id-80	7.23e-07	+	GCTGCTGTTCTCTTAACTACCGTAGGGGGGAGGGG	Upstream_CTCF	10
chr1	1355472	1355622	id-81	2.62e-07	+	GCGCAGCGCCGCCCCGCGCCCCGCAGCGGCAGCCA	UpstreamP1_CTCF	9
chr1	1365672	1365822	id-82	1	+	NA	NONE	15
chr1	1365886	1366036	id-83	6.84e-06	+	CCCGGGCTGGCTCTGGTCGCCACTAGGGGTTGAAG	V_CTCF_BR	31
chr1	1370756	1370906	id-84	3.4e-06	+	GTGGGCCGCACAGCCTCGGCCGGGAGAGGGAGACT	V_CTCF_BR	16
chr1	1373572	1373722	id-85	5.08e-07	-	TGCACTGGGTGACCTGGGGCCACTAGGGGCCAGAC	V_CTCF_BR	8
chr1	1374990	1375140	id-86	1.18e-05	+	CCGCCGCCTTCCGCTCGGGCCGCGAGAGCGCGCTG	UpstreamP1_CTCF	0
chr1	1376380	1376530	id-87	3.83e-09	-	GGTGCAGGGTGTGGCTTTGCCAGCAGAGGGAGCCC	V_CTCF_BR	40
chr1	1377066	1377216	id-88	1.67e-07	+	GGCCCAGCTCACGGAGCACCCTGCAGGTGGCAGCG	V_CTCF_BR	19
chr1	1440390	1440540	id-89	9.4e-06	-	GGGCCACTACCGGTCTCCACGTCTAGGTGGCAGTG	UpstreamP1_CTCF	40
chr1	1440956	1441106	id-90	4.7e-08	-	CCGTTACGCCCGGACAGGGCCACCAGAGGGCTCCT	V_CTCF_BR	22
chr1	1486490	1486640	id-91	1	+	NA	NONE	39
chr1	1503318	1503468	id-92	1	+	NA	NONE	1
chr1	1509292	1509442	id-93	3.86e-05	+	CGTTGTATTCCAGAAACTACCGGTTGGAGGCGTTC	Upstream_CTCF	38
chr1	1533129	1533279	id-94	9.88e-07	-	CTTGCAGTTCCTAGCAGGACAGGCAGGGTGCCCCC	Upstream_CTCF	40
chr1	1534892	1535042	id-95	9.71e-06	+	GCAGCGGCTGCAGGCACAGGCGGTAGAGGACGCTG	Upstream_CTCF	17
chr1	1555570	1555720	id-96	3.18e-06	-	CCCACACTGTGATCCTTCTGCAGCAGGGGGCGCCT	V_CTCF_BR	39
chr1	1564015	1564165	id-97	3.09e-05	-	CCACACTTCCTCACCCTGGACAGCAGCTGCAAGGG	UpstreamP1_CTCF	6
chr1	1597238	1597388	id-98	3.88e-06	-	ACAACAAAGCCAGGCAACACCAGCAGGAGGCGCTG	V_CTCF_BR	39
chr1	1610443	1610593	id-99	2.06e-07	-	GGTGCTGTGACAGCGTCCCCAGCCAGGGGGCAGCC	Upstream_CTCF	35
chr1	1619435	1619585	id-100	1.73e-05	+	GGAATGAACTCAGGGTTGGCCGAGGGAGGGCGCAG	V_CTCF_BR	0
chr1	1624326	1624476	id-101	4.41e-06	-	TGCAACGGCCCGGGCTGGACCACCAGGCGGCAGCG	V_CTCF_BR	14
chr1	1624594	1624744	id-102	5.3e-05	+	CGGTTCCGCCCGGGCTGTTCCACCAGCGGCACTTC	UpstreamP1_CTCF	10
chr1	1625898	1626048	id-103	3.56e-05	+	GGAGGAGGGGCACGGAGCGCCCCCGGGAGCCGGTC	Upstream_CTCF	0
chr1	1683692	1683842	id-104	4.21e-05	-	CCCTGCCATCCAGCCCTCCCCGCTTGAGGCCAGCA	V_CTCF_BR	1
chr1	1684862	1685012	id-105	1.03e-06	+	AGCTGTGTCTACAGGCCAACCGCAAGAGGGCAGGC	V_CTCF_BR	1
chr1	1689455	1689605	id-106	4.03e-06	+	CTGCTCCTGTTCCCAGAAGCCAAGGGAGGGCGCAG	UpstreamP1_CTCF	0
chr1	1695804	1695954	id-107	9.29e-06	+	AGCGCTGTGGGCACTCTTGGCACAGGAGGGAGCCA	Upstream_CTCF	19
chr1	1707434	1707584	id-108	1.13e-05	-	CTGCAGGTGTGGTAGGATGACAGCAAGAGGGAGTG	UpstreamP1_CTCF	8
chr1	1709619	1709769	id-109	2.43e-06	-	AGCAGACCCGGCCTGCCGTCCGCCTGGGGTCGCCC	V_CTCF_BR	7
chr1	1710532	1710682	id-110	1.93e-05	+	GCTTGGGATCCCAAGGCTGGCAGTGGAGGGAGGAC	V_CTCF_BR	32
chr1	1720586	1720736	id-111	9.27e-07	+	CAGCACGAAGGTCAAACAGCCTGCAGGTGGCGTCG	UpstreamP1_CTCF	39
chr1	1726545	1726695	id-112	1.17e-05	-	CGACAGCAAGCTGCAGGGCACTACAGGGGGCGCCA	V_CTCF_BR	14
chr1	1728018	1728168	id-113	3.41e-07	-	CCTGCCCCTCTGCAGGCTTCCAGAGGGTGGCAGCA	Upstream_CTCF	39
chr1	1748503	1748653	id-114	1	+	NA	NONE	8
chr1	1756294	1756444	id-115	1	+	NA	NONE	1
chr1	1764429	1764579	id-116	7.6e-05	+	ATGTGGTCCCACCACCAAGCAGCAACAGGGCAGTC	UpstreamP1_CTCF	3
chr1	1773294	1773444	id-117	3.67e-07	+	TAGCAGCAGTACTCAGCAGCCAGAAGGTGGAGACA	UpstreamP1_CTCF	26
chr1	1787168	1787318	id-118	4.21e-05	-	GAAATAGCCAAAGAAGCAAACACCAGGTGTCTCTC	V_CTCF_BR	11
chr1	1790157	1790307	id-119	1.03e-06	+	CGAGGGGGTTCGTGCTCCAACAGCAGATGGAGCTA	V_CTCF_BR	40
chr1	1805342	1805492	id-120	1	+	NA	NONE	28
chr1	1807113	1807263	id-121	2.34e-06	+	CTTCATTTCACAAGGCTGGCCACAAGGGGAATGGG	UpstreamP1_CTCF	3
chr1	1823071	1823221	id-122	8.58e-06	+	GTGAAGTGGGCCTCGGGCTGCGGAGGAGGGCAGCA	UpstreamP1_CTCF	8
chr1	1830726	1830876	id-123	3.88e-06	+	CAACACAAAGGCAGGGCTGTCGCCAGGGGGAGCAG	V_CTCF_BR	30
chr1	1837778	1837928	id-124	1.81e-06	-	CGGGACGTTCTCCTCTCAGCCGCCAGAGGGGGTCA	Upstream_CTCF	40
chr1	1838890	1839040	id-125	1.1e-05	-	ACCTGCAGGCCCAGCCTCCCCAGGAGGGGCAGCAC	V_CTCF_BR	8
chr1	1840501	1840651	id-126	1.3e-07	-	TCGGAAGCTCCGCGCTTTCCCACCAGACGGCGCTC	Upstream_CTCF	40
chr1	1850452	1850602	id-127	2.4e-05	-	TCCCGGGCTCACCCTTGTCCCCACAGGTGGCGCTG	V_CTCF_BR	17
chr1	1867260	1867410	id-128	3.18e-06	+	CACACACACACACACACGAACTGCAGGGGGCTCTG	V_CTCF_BR	6
chr1	1875533	1875683	id-129	1.05e-08	+	GGTGCCATGTCCCCGCTGGCCACTGGGGGGCTCAC	Upstream_CTCF	40
chr1	1878261	1878411	id-130	1	+	NA	NONE	3
chr1	1886367	1886517	id-131	5.17e-06	-	GCCGCACTTCCTGTCCTCACCACTGCGTGGCGTTT	Upstream_CTCF	35
chr1	1891589	1891739	id-132	3.65e-07	+	TGCTGCCGCCAGTACCTGGCAGGCAGGGGGCGCTC	V_CTCF_BR	40
chr1	1905816	1905966	id-133	2.6e-07	-	CAACGGACACAGCCTCAGGCCGGCAGGTGGCACGC	V_CTCF_BR	3
chr1	1912702	1912852	id-134	1.84e-05	-	AGGCGCTTTCCCGCTGGGTCCCGTTGGAGGCAGCG	UpstreamP1_CTCF	0
chr1	1914375	1914525	id-135	1	+	NA	NONE	1
chr1	1918347	1918497	id-136	2.4e-05	-	GGCGGGACCTGATCGACAAGCAGCAGGAGGCTGTG	V_CTCF_BR	1
chr1	1969127	1969277	id-137	2.19e-05	-	CCTGCCTCTGTGTTCTCCTCCTCTAGAGGGACACA	Upstream_CTCF	5
chr1	1974930	1975080	id-138	1.39e-07	-	CCTGGTCCAGGGACACACACCAGCAGGGGGCAGGG	V_CTCF_BR	23
chr1	1976365	1976515	id-139	9.14e-09	-	CGCGCAATGCGGAGCTTGCCCAGGAGGGGGCGCAG	Upstream_CTCF	39
chr1	1978008	1978158	id-140	1.55e-08	-	GCTTGGGGTAGGGTGCTGACCGGCAGAGGGCAGTG	V_CTCF_BR	40
chr1	1980961	1981111	id-141	3e-08	-	CCTGCAGGACCTCACCCAGGCACCAGGTGGACACC	Upstream_CTCF	36
chr1	1986214	1986364	id-142	2.11e-06	+	GGTAACGTTGCCGGACCTCCCACAAGAGGGCACTT	V_CTCF_BR	1
chr1	1987454	1987604	id-143	3.24e-06	-	CCTGCAGGGCTGTACCCAACCCAACGGGGGCGCTA	Upstream_CTCF	15
chr1	2015244	2015394	id-144	1	+	NA	NONE	1
chr1	2023174	2023324	id-145	3.18e-06	+	CACCGATTACCAGGTGGGAGCAGCAGGGGGCGTCC	V_CTCF_BR	39
chr1	2029934	2030084	id-146	3.97e-07	-	TTCTACAAGGCCGGGGGTGACGGCAGAGGGCACCC	V_CTCF_BR	1
chr1	2036148	2036298	id-147	1.21e-06	+	CCTGCGGGGCTCACTGCTGCCCCCCGGGGCCGAGC	Upstream_CTCF	17
chr1	2040166	2040316	id-148	5.86e-07	+	GCCGCTGTAACAGTGGCCGCCACTGGGGGGCTTAA	Upstream_CTCF	40
chr1	2046179	2046329	id-149	4.21e-05	+	AAAAAGAAAAAGCTAAGATGCAGCAGGTGGAGCCG	V_CTCF_BR	2
chr1	2062587	2062737	id-150	1.82e-06	+	GTGTCCTGCCTCAAGCCAAGCTCCAGGCGGCACCC	UpstreamP1_CTCF	4
chr1	2063017	2063167	id-151	1.21e-05	-	TAAGTCCTGCCCCTGGCTGGCTGCCGGGGGCAGTG	Upstream_CTCF	0
chr1	2063769	2063919	id-152	1.64e-07	+	GCAGCAGTGGGGCTGCCGGGCCCTAGGGGGAGCAA	Upstream_CTCF	38
chr1	2067018	2067168	id-153	8.33e-05	-	GATGGAATGCGGCCGCCCCACTCTGGATGCAGGCA	Upstream_CTCF	15
chr1	2071410	2071560	id-154	1	+	NA	NONE	34
chr1	2094762	2094912	id-155	1.03e-05	-	CAGCAGGTGTCCTCAGAGACCAGATGATGGGCCCA	UpstreamP1_CTCF	24
chr1	2105089	2105239	id-156	5.68e-06	+	CGGTGGCAGGGAGGCCGAGCTGCCAGGTGGAGGTG	V_CTCF_BR	9
chr1	2105828	2105978	id-157	3.8e-12	-	GGGTGCCTCTGCAGGCTGGCCACCAGAGGGCACCG	V_CTCF_BR	40
chr1	2107554	2107704	id-158	8.19e-06	-	CTGCAGTCACCGCCCCTCATCACAGGAGAGTACTG	UpstreamP1_CTCF	3
chr1	2120811	2120961	id-159	2.67e-06	+	TCCGCTGTCCACAGTGGGGGCGCCAGGGGAAAGGG	Upstream_CTCF	4
chr1	2125954	2126104	id-160	3.11e-05	-	CCTCCCGCTCTATTCTCCCCCTGGGGAGGGCTCCC	V_CTCF_BR	0
chr1	2126436	2126586	id-161	2.43e-06	-	CGGGAGCTGTTGGGTGCAGCCGGGAGGAGGCAGTG	V_CTCF_BR	5
chr1	2126722	2126872	id-162	5.51e-07	+	TCTGCGACCTCAAAGTCGGCCACGTGGTGGCAGCA	V_CTCF_BR	40
chr1	2131085	2131235	id-163	1	+	NA	NONE	32
chr1	2136815	2136965	id-164	1	+	NA	NONE	6
chr1	2139864	2140014	id-165	1.28e-06	+	CCCGCAGGGCAGTGCCTGGCCTGGAGGTGGACCCG	Upstream_CTCF	11
chr1	2144243	2144393	id-166	2.15e-05	+	TGGCGGGCGTGGCAGGCTCCCAGCAGGAGGCGTCT	V_CTCF_BR	33
chr1	2144587	2144737	id-167	1	+	NA	NONE	29
chr1	2159018	2159168	id-168	9.78e-07	+	GCGCAGGAAGCGGCCTCGGCCGGAAGGGGGGCCCC	UpstreamP1_CTCF	3
chr1	2160682	2160832	id-169	1	+	NA	NONE	26
chr1	2169243	2169393	id-170	1.04e-05	-	ATGGGCCAACCTCAGACCTCCCACAGAGGGCGCCA	V_CTCF_BR	34
chr1	2173545	2173695	id-171	3.65e-05	-	ATACATTTACAGAGGTTCACCACTAGCGGCTGGGG	UpstreamP1_CTCF	3
chr1	2199887	2200037	id-172	4.44e-06	-	CTGCAGTGACGGCTCAGCACCGCTGGGGAGGCCAG	UpstreamP1_CTCF	1
chr1	2206051	2206201	id-173	1	+	NA	NONE	6
chr1	2207586	2207736	id-174	1	+	NA	NONE	15
chr1	2230516	2230666	id-175	1	+	NA	NONE	7
chr1	2238108	2238258	id-176	1	+	NA	NONE	0
chr1	2243021	2243171	id-177	4.96e-08	+	AAGGCACTGCCTCCAGCAGCCACGTGGGGGCAGGG	Upstream_CTCF	40
chr1	2246715	2246865	id-178	9.62e-05	+	CTGCAGCTCGGCCGAGCTCGGGGTTGGGGGGTCCC	UpstreamP1_CTCF	40
chr1	2247611	2247761	id-179	2.34e-06	-	CTGCCTTACAGCCCAGGAGTCCCCAGGGGGCAGGC	UpstreamP1_CTCF	12
chr1	2253805	2253955	id-180	1	+	NA	NONE	22
chr1	2258058	2258208	id-181	8.43e-09	-	TGGTGCGGACTTACTGGGGCCTCCAGAGGGCAGCC	V_CTCF_BR	6
chr1	2262470	2262620	id-182	1.59e-06	-	GGTGGACGGGATGGCCCTCCCTGTAGTGGGCGGTA	V_CTCF_BR	18
chr1	2279579	2279729	id-183	3.42e-05	-	GATGAGACCTCAGACACGGCCACACGGGGGAACCT	Upstream_CTCF	2
chr1	2305513	2305663	id-184	1.48e-05	-	CCTCTGCACTGTGATGTGGCCACAGGGTGGCCTCG	UpstreamP1_CTCF	24
chr1	2313287	2313437	id-185	6.53e-09	-	ACCAGGGTGCTCAGCGCATCCACCAGGGGGCAGCC	V_CTCF_BR	40
chr1	2313654	2313804	id-186	2.66e-05	+	GCCCCCAGGGCTGTGTTGCCCTGGTGAGGGAGCCT	V_CTCF_BR	1
chr1	2314148	2314298	id-187	3.18e-09	+	CCCGCAGCACCAGCCCAGGCCAGCAGGGGCAGCAA	Upstream_CTCF	40
chr1	2316503	2316653	id-188	1.38e-07	-	CCCGCAGTGCCTGCGGAGCCCGGTGGGAGGAGCCG	Upstream_CTCF	4
chr1	2333518	2333668	id-189	1.38e-07	+	GCTGCAAGGCTGGAGGCGGCCGGCAGGTGCCCGGT	Upstream_CTCF	0
chr1	2338270	2338420	id-190	2.27e-05	+	GCTGCGGACACGGAGCTGTAAGGCAGATGGCGCCA	V_CTCF_BR	28
chr1	2339944	2340094	id-191	1.17e-05	-	CGGCCACCCTGACTGAGCAGCAGAGGAGGGCGCTG	V_CTCF_BR	0
chr1	2344138	2344288	id-192	4.43e-05	+	CGGGGCGGGGCCCGCGAGCCGAGGTGGGGGCGGGG	V_CTCF_BR	2
chr1	2345926	2346076	id-193	7.42e-09	+	CGGTCCTATCCTGGGATGGCCGGCAGGTGGCAGCG	V_CTCF_BR	40
chr1	2361603	2361753	id-194	5.77e-08	+	GGCTGCAATGCAGCGCCTGCCAGCAGGGGTCACTG	V_CTCF_BR	39
chr1	2373441	2373591	id-195	8.23e-05	+	CCTCGGGAGCGGAGCTGGCCCTGCAGGCGGCAGGA	UpstreamP1_CTCF	1
chr1	2375374	2375524	id-196	2.91e-05	+	CCTGCCGCTGCGCCGCTGCCAACCGGGATGCGCGG	Upstream_CTCF	27
chr1	2391250	2391400	id-197	9.62e-05	+	GGCCAGTTTCTGCTCAGCGCCTCATGGTGGGGCTG	UpstreamP1_CTCF	27
chr1	2398709	2398859	id-198	1.64e-06	+	GGTGTCCTCCCTTCCCACTCCAGCAGAGGCTGCTG	Upstream_CTCF	5
chr1	2414576	2414726	id-199	5.37e-06	-	TGGCCACACCGACACCCAGCCAGCAGGTGTCCGCC	UpstreamP1_CTCF	1
chr1	2431888	2432038	id-200	1	+	NA	NONE	4
chr1	2435458	2435608	id-201	1.55e-05	-	TCTCGGGGCTCCTCAGTGTCCTCTAGGGGGCTTGC	V_CTCF_BR	10
chr1	2445472	2445622	id-202	3.88e-06	+	ATAGGCGCTGGGGACAGACACGGCAGAGGGCGCTG	V_CTCF_BR	0
chr1	2446742	2446892	id-203	1.13e-05	+	ACGCCACGTCCTCACTGACCCACCAGGTGGCCAGG	UpstreamP1_CTCF	32
chr1	2452798	2452948	id-204	1	+	NA	NONE	0
chr1	2455220	2455370	id-205	1.82e-07	-	GCGCGGGCAGCCCGGAGAGCCGCCAGGAGGCACTC	V_CTCF_BR	16
chr1	2457138	2457288	id-206	3e-06	-	CTGCACTTCTGCCCTGGCCTCTCCAGGGTCCGCTG	UpstreamP1_CTCF	12
chr1	2457602	2457752	id-207	4.01e-05	-	GGCGACGGCCGGACTACAGCTACCGGCAGGCGCCG	V_CTCF_BR	23
chr1	2460516	2460666	id-208	1	+	NA	NONE	8
chr1	2460795	2460945	id-209	2.08e-07	-	CTGCGGGCGCGCGGCCCGACGACCAGAGGGCGAGC	UpstreamP1_CTCF	3
chr1	2470875	2471025	id-210	9.67e-08	+	TGTGCAGTGCAGGCTTGAACCTGCAGGGGTCCCCC	Upstream_CTCF	40
chr1	2475305	2475455	id-211	3.16e-05	+	GGAGCAGTCGTCCCAGCGGGCGGCAGGGCCCCCTC	Upstream_CTCF	11
chr1	2478271	2478421	id-212	2.1e-05	+	GAGCAGCGCCCAGCAACCCCGCCCACAGGGGACCC	UpstreamP1_CTCF	28
chr1	2478958	2479108	id-213	1.97e-06	-	AGCAGCCCTGACGGGCTTTCCAGCAGGGGCCAGGG	V_CTCF_BR	6
chr1	2479558	2479708	id-214	6.51e-11	-	TGCCTGGACAGGCCGCTAGCCACCAGGGGGCAGCA	V_CTCF_BR	39
chr1	2486433	2486583	id-215	1.92e-05	+	ATGTGAGTGCACCAGGGAAACAGCAGATGGGGCTC	UpstreamP1_CTCF	40
chr1	2487356	2487506	id-216	2.04e-05	+	TCCCAGTCCGCGCAGCGTCTCTGCAGGGGGAGCAA	V_CTCF_BR	9
chr1	2487778	2487928	id-217	4.01e-05	-	CTGGGGGACACAGGTGGGCCCTGCGGGAGGCAGGA	V_CTCF_BR	22
chr1	2488759	2488909	id-218	3.18e-09	+	TCAGCAGGTCCAACCTAGGCCAGCAGGGGGGCCGG	Upstream_CTCF	15
chr1	2493455	2493605	id-219	2.31e-07	-	CCTGTCCTGCTCCCCACATCCCACAGGGGGCAGGC	Upstream_CTCF	39
chr1	2509991	2510141	id-220	4.31e-07	-	CTCCAGCAGAGTGGAGCTGCCGCCAGGGGTCACAG	V_CTCF_BR	31
chr1	2530062	2530212	id-221	1	+	NA	NONE	11
chr1	2564000	2564150	id-222	9.84e-06	-	CTGTAGTAACCTGGAGAGGCCACGAGTGTCCCCAG	UpstreamP1_CTCF	2
chr1	2570629	2570779	id-223	3.65e-07	-	GGATCGCTGTGTTTCTCCCCCACCAGGGGGCTGCC	V_CTCF_BR	5
chr1	2572946	2573096	id-224	1.97e-06	-	CAGGGGCCTTTGCCCAGGCCCTGAAGCTGGCGCCC	V_CTCF_BR	3
chr1	2574712	2574862	id-225	3.63e-05	-	AGAATACGGCTGGGCTGCGGCGCCAGGAGGCGGCT	V_CTCF_BR	34
chr1	2576684	2576834	id-226	3.4e-06	+	TGTGCCATGAGAATGTCTGCCAGGAGGAGGTGCCA	Upstream_CTCF	0
chr1	2688957	2689107	id-227	2.28e-05	-	GCTGTCATATGCTCATCTGCCAGTAGGGGTGCTGT	Upstream_CTCF	8
chr1	2703296	2703446	id-228	7.99e-11	-	CCCGTGTGCCCACCAGCAGCCAGCAGGGGGCAGCA	V_CTCF_BR	32
chr1	2704123	2704273	id-229	7.49e-07	+	AGGCGGTACAGGGCATCAGCCGCCAGGAGGCGAGA	UpstreamP1_CTCF	8
chr1	2717275	2717425	id-230	3.36e-07	-	AGCTCGTGGCCTGCCTCTGCCGGGAGGGGGAGCAG	V_CTCF_BR	2
chr1	2718292	2718442	id-231	5.72e-07	+	CTGCAGCGCCCCGCTGTGGCCAGAGGCTACCAGGC	UpstreamP1_CTCF	25
chr1	2738660	2738810	id-232	2.74e-08	+	CGGTCACTGCTCGTGGACACCAGCAGAGGGCGGCC	V_CTCF_BR	27
chr1	2757082	2757232	id-233	1.38e-07	-	TTTGAACTTCCTGCCAGCACCGCCAGAGGGGGACC	Upstream_CTCF	9
chr1	2775345	2775495	id-234	1.27e-06	-	GTGCAGGGCGTGTGCATGGCCACTGGGGCGTCCCC	UpstreamP1_CTCF	5
chr1	2776496	2776646	id-235	2.38e-07	-	CGAGTCTAGGCCATTCCTGACTCCAGGGGGCACCA	V_CTCF_BR	6
chr1	2778482	2778632	id-236	3.28e-07	+	CTGAGCCTCCCGCCTGCGGCCCCCAGGAGGAGCTC	UpstreamP1_CTCF	5
chr1	2784523	2784673	id-237	3.09e-07	+	CTTTCTCACACCCTGGGTGCCTCAAGGGGGCAGTG	V_CTCF_BR	9
chr1	2792603	2792753	id-238	2.97e-06	+	CCCGGTGCCGCCTGGCCGGCCAGTAGGTGGTGTCT	V_CTCF_BR	24
chr1	2829903	2830053	id-239	4.73e-07	+	GCTGCCTGTGCTGAGGTCTCCACAGGGGGGCGGCC	Upstream_CTCF	5
chr1	2831392	2831542	id-240	3.47e-07	+	TTGCAGGAGCTTCCAGAGAGCTCTAGAGGGAGGCA	UpstreamP1_CTCF	8
chr1	2838702	2838852	id-241	1.08e-08	-	CCGCGCTGGCAGCCACTCACCACCAGGGGGCTCGG	UpstreamP1_CTCF	30
chr1	2845342	2845492	id-242	2.34e-06	-	CAGCAATGCTCGCCCGGATCCGGCAAGTGGAGCTT	UpstreamP1_CTCF	1
chr1	2862935	2863085	id-243	5.28e-05	+	ACTCACATTCTACGGCTGGCCACCAGGGGCTCCTT	Upstream_CTCF	9
chr1	2929146	2929296	id-244	1.12e-09	+	GTGGCAGTCCCACCACGCGCCGGCAGGGGGCGAGA	Upstream_CTCF	39
chr1	2940706	2940856	id-245	1	+	NA	NONE	22
chr1	2976836	2976986	id-246	2.53e-05	-	AGCCCCACTACAGTCATGCCACCCAGAGGGCGCTC	V_CTCF_BR	1
chr1	2977836	2977986	id-247	1	+	NA	NONE	3
chr1	2982837	2982987	id-248	3.4e-06	+	TCTCCGCTTCTAAGTCTGGCCACGCGGGGGCAGGG	Upstream_CTCF	30
chr1	2986260	2986410	id-249	2.19e-05	+	AGAGCACCGCCTTTGGCGTCCGCCAGCCGGGCGCA	Upstream_CTCF	33
chr1	2999812	2999962	id-250	1	+	NA	NONE	3
chr1	3029748	3029898	id-251	1.84e-06	+	GCGGTGGCCTGGCTGTGGGCCACTGGAGGGAGCAT	V_CTCF_BR	4
chr1	3036509	3036659	id-252	1.55e-07	-	GAGGCACCAGCAGCCTCGGCCACCAGGCGGGGCTC	Upstream_CTCF	16
chr1	3047024	3047174	id-253	1	+	NA	NONE	5
chr1	3089135	3089285	id-254	3.88e-06	-	GCACAAGGTCCTCAAGTTTCCTCCAGGTGGTGGCG	V_CTCF_BR	5
chr1	3168707	3168857	id-255	5.08e-07	-	CGGGAGCACTCAACCTGCACCACGAGAGGGAGGTA	V_CTCF_BR	1
chr1	3200645	3200795	id-256	8.13e-06	-	CGAGATGTCCCCCAGGCAGGCGATAGAGGGCGCCT	Upstream_CTCF	39
chr1	3210255	3210405	id-257	1.81e-06	+	TGTGCAGGATGCTCAGTGGTCGCCAGGGGTCCGGG	Upstream_CTCF	4
chr1	3236622	3236772	id-258	6.94e-09	-	GCTGCAATACAGCTAACAAACAGTAGAGGGCAGGC	Upstream_CTCF	40
chr1	3266390	3266540	id-259	1.09e-06	-	GGAGCAGAGCTAAACATTCACGGCAGAGGGCGCCT	Upstream_CTCF	32
chr1	3267484	3267634	id-260	3.4e-06	+	AGACCATTTCCAAAAATAGCCAGCAGAGAGCGGGA	Upstream_CTCF	13
chr1	3273158	3273308	id-261	4.41e-06	+	AGCCTGCCCCAGAGCGGCCCCAGGAGGAGGCACTG	V_CTCF_BR	0
chr1	3308397	3308547	id-262	2.81e-06	-	AGTGATGATGCCCTAAGCGCCAGCAGGGGCAGCAC	Upstream_CTCF	9
chr1	3316411	3316561	id-263	6.48e-05	-	CCGCAGACCTGGGAAGCTGCCTGTGGGTGGATTCC	UpstreamP1_CTCF	1
chr1	3320036	3320186	id-264	3.42e-08	+	AAGGCACCAGCCCTGCTCCCCACCAGGTGGCAGCG	V_CTCF_BR	34
chr1	3326817	3326967	id-265	1.97e-06	-	GTGCCAGCATCTTCTCTCAACAGGAGAGGGCAGTG	V_CTCF_BR	36
chr1	3330724	3330874	id-266	9.27e-07	+	CTGCACTTAGCACCCATGACCTGCAGGGGTGCTGG	UpstreamP1_CTCF	10
chr1	3333789	3333939	id-267	2.06e-09	+	CTGCAATTATGGCATGCTGCCACTTGGTGGCAGTG	UpstreamP1_CTCF	39
chr1	3339284	3339434	id-268	4.88e-05	-	CTGGCCATCCACAAAGCCTGCCCTGGGCGGCGCTG	Upstream_CTCF	3
chr1	3341366	3341516	id-269	3.83e-09	-	GGCGACATGCTCCTTGCAGCCTCCAGAGGGCGGCC	V_CTCF_BR	40
chr1	3347932	3348082	id-270	1.15e-06	+	CCTGGGACAGCGCGTGCAGCCACTAGAGGGCCGTG	Upstream_CTCF	38
chr1	3356360	3356510	id-271	6.15e-05	+	GATTCTGCTCTGACCCAGAAGCCTAGGGGGCGTAA	Upstream_CTCF	0
chr1	3369789	3369939	id-272	7.44e-09	+	GGTGCAGTACCCATCATGGACTCAGGAGGGCAGCA	Upstream_CTCF	40
chr1	3370836	3370986	id-273	2.27e-05	+	GGGGCCTGGAAGGACAGTGACGCAGGAGGGAGCCG	V_CTCF_BR	39
chr1	3374243	3374393	id-274	1	+	NA	NONE	3
chr1	3388455	3388605	id-275	1.19e-06	-	TGCTTGCCCTTGAGAATCCCCAGCAGATGGAGCTG	V_CTCF_BR	38
chr1	3394676	3394826	id-276	1.92e-06	+	ATGCTCTACGTGACACTCGGGGGCAGGTGGCGCTC	UpstreamP1_CTCF	1
chr1	3399180	3399330	id-277	1.9e-06	-	CCTGCGCTTCCTGACTCTGCCGGGAGGGGCTCTCG	Upstream_CTCF	34
chr1	3400534	3400684	id-278	2.2e-09	-	CCAGCAGTGCCTCTGCCAGACACCAGGTGGCGTGA	Upstream_CTCF	40
chr1	3407887	3408037	id-279	1.81e-11	+	GGTGCAGTACCACAGATGACCACTAGATGCCGCTG	Upstream_CTCF	40
chr1	3408376	3408526	id-280	9.25e-06	+	TCCAGGACAGCCTCAGGGTCCTGAAGGTGGTGCTA	V_CTCF_BR	17
chr1	3434872	3435022	id-281	2.1e-12	+	GGTGCAATTCCAACCTCTGCCAGCAGGAGGCGGCA	Upstream_CTCF	40
chr1	3441507	3441657	id-282	2.6e-07	+	CTTGGGTTCAGAATCCTGGCCTCCAGATGGCGACA	V_CTCF_BR	9
chr1	3447090	3447240	id-283	1.41e-05	+	CTGTAACCTGCTTCCCAGGCCACCAGGGTTCTCAG	UpstreamP1_CTCF	24
chr1	3450143	3450293	id-284	5.12e-06	+	CTGCGGAGGCAGCATCCATCCTCCAGGAGGTGCAC	UpstreamP1_CTCF	13
chr1	3458724	3458874	id-285	2.55e-06	-	GAAGCAGTGCTGCCTTTGGCCTCCAGGGCCGGGTG	Upstream_CTCF	10
chr1	3481901	3482051	id-286	1.55e-10	+	CTGCTCTGGCCTCTCAAGGCCACCAGGGGGTGCCA	UpstreamP1_CTCF	40
chr1	3503838	3503988	id-287	1.32e-05	+	CTTGTAAGGCCCACGGAGGCCGCCAGGGCCAGACC	Upstream_CTCF	7
chr1	3504371	3504521	id-288	4.38e-09	+	CAGGAGGGGGCAGGAGTGGCCAGGAGGGGGCAGGA	V_CTCF_BR	2
chr1	3504531	3504681	id-289	4.38e-09	+	CAGGAGGGGGCAGGAGTGGCCAGGAGGGGGCAGGA	V_CTCF_BR	21
chr1	3505031	3505181	id-290	1.55e-08	+	TAGGAGTGGCCAGGAGTGGCCAGGAGGGGGCAGGA	V_CTCF_BR	20
chr1	3508157	3508307	id-291	2.43e-06	+	TCTCAGAGCTCACAAGGGACCTGATGGGGGCGCCA	V_CTCF_BR	17
chr1	3531817	3531967	id-292	8.91e-07	-	GTTCTAATACCTGCGCTCTGCACCAGGGGGCAGTG	Upstream_CTCF	40
chr1	3535680	3535830	id-293	1.15e-07	-	GGAGCTATTTCCATTTCTGTCAGCAGGTGGCAGCA	Upstream_CTCF	40
chr1	3537898	3538048	id-294	1	+	NA	NONE	17
chr1	3542301	3542451	id-295	1.59e-06	+	ACTTCATCAGTCTCCAGTGCCAGCAGGTGGTGCGG	V_CTCF_BR	14
chr1	3544999	3545149	id-296	1.04e-05	-	AGTCCCACGTAGGTCTCGATGAGCAGGGGGCGCTC	V_CTCF_BR	2
chr1	3553562	3553712	id-297	6.15e-05	+	CGCGCCGTTCTGCCAGCGCCATGTAGCGGCCGTCC	Upstream_CTCF	0
chr1	3566513	3566663	id-298	4.7e-06	-	GGGTCCCGCGGGTTTTCGGGCGCAGGGTGGCGCCC	V_CTCF_BR	36
chr1	3589979	3590129	id-299	8.46e-07	-	ATTGTAGTGCCTCCTAGAAGCGCTAGGTGGAATGA	Upstream_CTCF	2
chr1	3592180	3592330	id-300	3.16e-06	+	CAGCCCTGCGGCCAGGGCCCCTGCAGGTGGGAGTG	UpstreamP1_CTCF	0
chr1	3593742	3593892	id-301	8.21e-06	-	CAGCCTGCTTGGATCCTCAACTCCAGGGGCCGCTG	V_CTCF_BR	2
chr1	3606536	3606686	id-302	2.31e-06	+	TGTGCCAAGGCCGTCCACGCCTGCAGGGGGCCCCA	Upstream_CTCF	9
chr1	3612289	3612439	id-303	2.01e-10	+	CTGCAGTGCTGGGGATAGACCACAGGGGGGCAGGG	UpstreamP1_CTCF	40
chr1	3619658	3619808	id-304	4.14e-06	-	CACCGCCCCTGTCACACCCCCAGTGGGTGGCAGAG	V_CTCF_BR	20
chr1	3641080	3641230	id-305	3.06e-08	-	AACTGCTGTCACACGGCAGCCACCAGGGGGCGATA	V_CTCF_BR	40
chr1	3643964	3644114	id-306	4.44e-06	-	GTGCCGGCAGCGAGTGTTCCCGCTAGAGGGAGTCA	UpstreamP1_CTCF	36
chr1	3649366	3649516	id-307	2.8e-05	-	GCTGCAGTTCCCCTGAGCCGCCGATGGAGATGGTG	Upstream_CTCF	9
chr1	3692598	3692748	id-308	1	+	NA	NONE	36
chr1	3696235	3696385	id-309	4.7e-06	-	CACGCTGGTGCTGCAGTGACAGGCAGGTGGAGCCC	V_CTCF_BR	4
chr1	3702124	3702274	id-310	1.73e-06	+	CCGCCATGCTCTGTCGCTGCCACTGCGGGGCGCAC	UpstreamP1_CTCF	37
chr1	3713073	3713223	id-311	1	+	NA	NONE	17
chr1	3713957	3714107	id-312	8.02e-05	-	GCAGGAATTCCAAAACAAGCCGGTCGGGGCACAGT	Upstream_CTCF	4
chr1	3718104	3718254	id-313	1	+	NA	NONE	17
chr1	3723066	3723216	id-314	7.91e-05	+	CTGCTAGACCACGGTCTGCCTGGCAACGGGCATCT	UpstreamP1_CTCF	8
chr1	3727560	3727710	id-315	5.23e-10	-	CAGCTGAGGTGGGGCCCAGCCAGCAGAGGGCAGTG	V_CTCF_BR	12
chr1	3731577	3731727	id-316	1.47e-05	-	TGGAGAGAGCCAGAGAGCACCGCCGGGAGGCGCTC	V_CTCF_BR	0
chr1	3738266	3738416	id-317	1	+	NA	NONE	4
chr1	3744402	3744552	id-318	2.53e-05	+	GCTGCCTGCTGTATTTCCACAGCCAGATGGCGCCT	V_CTCF_BR	17
chr1	3773829	3773979	id-319	1.48e-06	+	GGGGCCACGGCACCTGGGCACACCAGGTGGCGTCG	Upstream_CTCF	26
chr1	3774887	3775037	id-320	7.44e-06	+	GGTGGTGTTCAGCTCCTGGCAGCAGGGAGGCGGCG	Upstream_CTCF	36
chr1	3786566	3786716	id-321	2.68e-05	+	GCTGCCATAACAGATGACCCCTGCTGGGGAGGCTG	Upstream_CTCF	17
chr1	3803452	3803602	id-322	1	+	NA	NONE	0
chr1	3807764	3807914	id-323	7.31e-05	-	GTGGTGTGGAGCTGTAACGCCACTAGGGAAAACTG	UpstreamP1_CTCF	4
chr1	3815296	3815446	id-324	1.77e-05	-	TCTGTGGTCATTTCCTTAGCCAGCAGGGGTTTGCT	Upstream_CTCF	0
chr1	3816243	3816393	id-325	4.7e-06	-	CTCACAGTTCACGTCCTGGGCAACAGGGGGCTCCC	V_CTCF_BR	37
chr1	3823876	3824026	id-326	3.81e-05	+	CAGTAAAGGCCATGAGGGCCCCCTAGGGGCAGCAA	UpstreamP1_CTCF	26
chr1	3827451	3827601	id-327	6.46e-07	+	GCAGGTGTCTGCAGTCCTGACGCCAGGGGGCAGGA	V_CTCF_BR	40
chr1	3830129	3830279	id-328	1	+	NA	NONE	3
chr1	3830973	3831123	id-329	1.23e-05	-	ATGAAGGGCCCAGCCAAGTCCACAGGGGCGCTCTC	UpstreamP1_CTCF	4
chr1	4061136	4061286	id-330	7.07e-08	-	GAAGGCGCTGCCTCCCCAGCCAGCAGCTGGAGGTC	V_CTCF_BR	1
chr1	4077600	4077750	id-331	3.45e-05	-	TTGGGAGGGGAATGGGGCAGAGGCAGAGGGCGCCA	V_CTCF_BR	3
chr1	4108229	4108379	id-332	1	+	NA	NONE	3
chr1	4120973	4121123	id-333	1.21e-05	-	GCCGTGATTCCACTCACCACCGTGAGGAGGCACAC	Upstream_CTCF	7
chr1	4210385	4210535	id-334	2.39e-05	+	GTGATCTAACACAGAACAGTGTCCAGGGGGCAGCA	UpstreamP1_CTCF	3
chr1	4232900	4233050	id-335	1.23e-05	+	GTGCCATGCCAGGCACCGGCATCCTAGTGGCAGCA	UpstreamP1_CTCF	5
chr1	4233331	4233481	id-336	4.14e-06	+	CTTTGATCCTCATAGTCGCCCTGCAGGGGGTGCTG	V_CTCF_BR	11
chr1	4329046	4329196	id-337	1	+	NA	NONE	1
chr1	4332309	4332459	id-338	1	+	NA	NONE	1
chr1	4377375	4377525	id-339	1.22e-07	+	ATGCAGGGATGGAGGGCTGCCACCAGGAGCCTGGG	UpstreamP1_CTCF	7
chr1	4422794	4422944	id-340	3.86e-05	+	CAAGTTAGCCCAAAATGTGACACTGGGGGACGCTC	Upstream_CTCF	4
chr1	4427688	4427838	id-341	5.68e-06	-	GGGTTTAGGAACTCTGAGCCCACTAGGGGGTGGCC	V_CTCF_BR	2
chr1	4482701	4482851	id-342	1.55e-05	+	AACCGAGGTTCTCACTCTGCCCACAGAGGGAGCTC	V_CTCF_BR	10
chr1	4554736	4554886	id-343	1.19e-06	-	CATTCAGAGGGCTCTGTGGCCACCTGGTGGCTGGA	V_CTCF_BR	9
chr1	4615719	4615869	id-344	2.12e-06	+	ATGAAATGTGAGCACATCACCGGCAGAGGTCAGTC	UpstreamP1_CTCF	12
chr1	4623915	4624065	id-345	5.34e-06	+	CTGGGCTCCCTGGTACCCAACAGCAGCTGGAGGGC	V_CTCF_BR	3
chr1	4645379	4645529	id-346	1.52e-09	-	GAGGCAGTACCGAGCTGCGCCACCAGGGGCAGGAG	Upstream_CTCF	30
chr1	4654513	4654663	id-347	6.98e-07	-	TGGCCGATGGCTGCTGTTTCCACTAGAGGGCTCAG	V_CTCF_BR	12
chr1	4687527	4687677	id-348	3.1e-07	-	GTGCAGGCTCAGCTCCCTGCCTGCAGAGGCTGCCC	UpstreamP1_CTCF	8
chr1	4712739	4712889	id-349	1.05e-08	+	GCAGCACCGCCTCCTCACACCGCTAGGTGGCAGCA	Upstream_CTCF	40
chr1	4716452	4716602	id-350	3.67e-07	+	GTGCGGTTCTCGAGTTTGTCCACTGGGATGCACTG	UpstreamP1_CTCF	39
chr1	4733712	4733862	id-351	2.01e-05	+	TTTGTGTCTCTGGAATTGGCCAGATGAGGGCGAGT	Upstream_CTCF	2
chr1	4754712	4754862	id-352	1.43e-05	+	AGTGCTGGTGCCCCATGTGGCTGCAGAGAGCAGGT	Upstream_CTCF	11
chr1	4760980	4761130	id-353	5.17e-06	-	CAAGCAGTGTGTGGGCAGGACGGTGGGTGGCAGTG	Upstream_CTCF	8
chr1	4802204	4802354	id-354	1.59e-06	-	GGAGAGGGGGTGACTTGGATCACTAGGGGGCAGAG	V_CTCF_BR	11
chr1	4828710	4828860	id-355	1.19e-06	-	AGTGAGGGAGTCCGCCAAGCCCGCAGGTGGCAGCA	V_CTCF_BR	4
chr1	4838150	4838300	id-356	5.08e-07	+	GCCGAGAATCTCCTTCCAGGCAGCAGAGGGCAGAA	V_CTCF_BR	26
chr1	4886251	4886401	id-357	8.58e-08	-	TGTGCATTGACATTTATTGCCAGTAGGTGTCAGGC	Upstream_CTCF	29
chr1	4996006	4996156	id-358	6.05e-06	-	TGTGTGCAGGCACTGTTCCCCGCTAGCTGGCAGTA	V_CTCF_BR	5
chr1	5159818	5159968	id-359	2.4e-05	+	CCACTGCCACCTGTCAGGGCCTCTAGGTGTCTCTT	V_CTCF_BR	3
chr1	5179687	5179837	id-360	2.58e-07	-	CCTGCAACTCTCCCTGCAGCCACAAGGATGCGGAT	Upstream_CTCF	11
chr1	5216102	5216252	id-361	3.6e-07	+	GATGTAGCAAGAGGTCCCACCAGCAGGTGGCCCTG	Upstream_CTCF	4
chr1	5346438	5346588	id-362	5.72e-09	+	GTGCCAAAGTCACAGTGGGCCAGCAGAGGGCACAC	V_CTCF_BR	14
chr1	5411581	5411731	id-363	6.84e-06	-	TCACATGTCTTCCTCTCTGCCAGGTGAGGGCGACC	V_CTCF_BR	2
chr1	5454310	5454460	id-364	7.55e-07	+	GCACCGCCTCCTTACCCTGCAACTAGAGGGCACCA	V_CTCF_BR	7
chr1	5487421	5487571	id-365	1.15e-08	+	GTGCAGTGTGAACACATGGCCAAGAGAGGGCAGGC	UpstreamP1_CTCF	7
chr1	5504580	5504730	id-366	1.5e-05	-	GGTGCATGCCCAACCTCTGTCGCATGGTGGAGCAG	Upstream_CTCF	4
chr1	5508671	5508821	id-367	7.23e-07	-	TCTGCCGTGCCAAATCCCACCCTCGGGTGGCGATG	Upstream_CTCF	9
chr1	5516273	5516423	id-368	5.08e-05	+	CCAGCAGGGTCACGTCGGGCCACTGGCTTGAACTT	Upstream_CTCF	4
chr1	5542084	5542234	id-369	1	+	NA	NONE	11
chr1	5570046	5570196	id-370	1.86e-13	+	CTGCAGTGTGCAGAACTGGCCACCAGGTGGCAGCA	UpstreamP1_CTCF	40
chr1	5574725	5574875	id-371	3.18e-09	+	CCTGCAATTCCACTAATGGCCACCGGGGGCGCAGC	Upstream_CTCF	40
chr1	5657369	5657519	id-372	1	+	NA	NONE	3
chr1	5658720	5658870	id-373	9.88e-07	-	AGTGTGATTTATATATGGGCCTCCAGGGGGCTCCT	Upstream_CTCF	13
chr1	5680594	5680744	id-374	1.38e-06	-	TGCAGAGGGACCACTGTCCCCACCAGGGGGCTACC	V_CTCF_BR	6
chr1	5681212	5681362	id-375	3.28e-07	-	CTGAATTTCCCTAGGTGGCCCAGCAGAGGGAGTGC	UpstreamP1_CTCF	21
chr1	5697359	5697509	id-376	1.96e-08	+	CAAGGTATGCCAGGGGCTGCCAGCAGATGGCAGAA	V_CTCF_BR	31
chr1	5701047	5701197	id-377	6.9e-05	+	AGAACTCTACCACAACACGTCACTAGGGGGAGATT	Upstream_CTCF	19
chr1	5750508	5750658	id-378	1	+	NA	NONE	3
chr1	5779356	5779506	id-379	6.39e-05	+	TCCGCATCCATGGAATCTTCCACTGGGCGCCGCTG	Upstream_CTCF	5
chr1	5805965	5806115	id-380	5.93e-10	-	GTGCCATGCCCCATGGCTGCCACCAGGGGTCAGCA	UpstreamP1_CTCF	40
chr1	5812515	5812665	id-381	1	+	NA	NONE	9
chr1	5828172	5828322	id-382	1.84e-06	-	GAAGCATCCTTCCCTAGTGCCTGCAGAGGGAGCCT	V_CTCF_BR	7
chr1	5890934	5891084	id-383	1.83e-05	-	TGGGAGGACTTCCCGGCTGGCAGCTGATGGTGGCG	V_CTCF_BR	14
chr1	5905747	5905897	id-384	1	+	NA	NONE	2
chr1	5919067	5919217	id-385	6.49e-06	-	CTTCAGCTGCTCCGATGCCCCACAAGGCGACAGCA	UpstreamP1_CTCF	5
chr1	5920405	5920555	id-386	2.81e-08	-	CCTGCTGTTCCCCGTCGTACCACGCGAGGGCAAGG	Upstream_CTCF	3
chr1	5937559	5937709	id-387	1.23e-05	+	ATCCAACGCTGTCAACACACCACCAGGGGGTTTTC	UpstreamP1_CTCF	8
chr1	5948785	5948935	id-388	1	+	NA	NONE	16
chr1	5953851	5954001	id-389	1.21e-09	-	CTGTTATGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	39
chr1	5968209	5968359	id-390	4.21e-05	-	TGGAGCAGTTTCCACGTGACCCCGAGTGGTCACGA	V_CTCF_BR	0
chr1	5968650	5968800	id-391	6.9e-05	-	GTGGCACTGCTGAGAACCACAAGCTGCTGGCAGTT	Upstream_CTCF	2
chr1	5976157	5976307	id-392	3.36e-07	-	CAGAAGAGTGTGCATTGAGCCGCTAGAGGGCACTC	V_CTCF_BR	40
chr1	5981885	5982035	id-393	3.8e-07	-	GCAGCAGTTACTCCGCTTACCGCAAGGAGTAGCAG	Upstream_CTCF	5
chr1	5999422	5999572	id-394	7.9e-07	-	CTGCAGTGCCCACATGCCAGCCGCTGGGGCCCAGA	UpstreamP1_CTCF	4
chr1	6009594	6009744	id-395	1.61e-05	-	GTGCTGTTCCCCGCCCTTGCCACCGTGTCTCCAGC	UpstreamP1_CTCF	33
chr1	6010716	6010866	id-396	1.56e-06	-	CTGCAATGAGTTGGCTGGTCCGCTGGGGGCTGCTG	UpstreamP1_CTCF	1
chr1	6021843	6021993	id-397	1	+	NA	NONE	2
chr1	6026826	6026976	id-398	6.84e-06	-	GTGACCAGCCGTTCCCAGGCAGCCAGAGGGAGCCA	V_CTCF_BR	2
chr1	6033949	6034099	id-399	6.21e-06	-	CCTGTGCTCTTGCTGTTGCTCGGCAGAGGGCAGGC	Upstream_CTCF	18
chr1	6035342	6035492	id-400	1.41e-09	-	GCTGCTATGCCCCGTGTGGGCAGCAGAGGCCAGTG	Upstream_CTCF	40
chr1	6040551	6040701	id-401	6.75e-05	+	CCGCAGCTGCCATGTGGGGGCGGGAGTGGAAGCAG	UpstreamP1_CTCF	28
chr1	6051527	6051677	id-402	1	+	NA	NONE	3
chr1	6052389	6052539	id-403	6.05e-06	-	GCCGCCTTCCGAGGCTCCTCCCGCGGGTGGCAGCG	V_CTCF_BR	11
chr1	6052706	6052856	id-404	1	+	NA	NONE	19
chr1	6055228	6055378	id-405	9.88e-07	+	CCCGCCAGTCCCCCTCCCACCACCAGGAGGACTTG	Upstream_CTCF	22
chr1	6061503	6061653	id-406	6.18e-07	-	CCCTCAGCACCCATACAGCCCAGCAGGTGGCCAGG	Upstream_CTCF	7
chr1	6061761	6061911	id-407	1	+	NA	NONE	1
chr1	6063193	6063343	id-408	1.82e-07	-	GGCTCTGGAGCCCCTGCAGCCAGCAGGGGCCAGGC	V_CTCF_BR	14
chr1	6065714	6065864	id-409	5.55e-07	-	GAGGCTGTGCCCTGTCTCCCCACGTGGGGGCCCTG	Upstream_CTCF	3
chr1	6070848	6070998	id-410	1	+	NA	NONE	0
chr1	6088726	6088876	id-411	5.08e-05	+	GTTGGTGTTGCTCCACTGACCTCCAGGATGGCCTC	Upstream_CTCF	7
chr1	6094608	6094758	id-412	1.38e-07	-	GGTGCAATGCCCACTGTGTCCAGTGGGGGTGCTCA	Upstream_CTCF	40
chr1	6095861	6096011	id-413	3.63e-05	-	TCTTCCTGCTCATCGCTGTCCTCCAGTGGCTGCCC	V_CTCF_BR	28
chr1	6097365	6097515	id-414	5.67e-06	-	GCTGCATAAGCAAACACGGCCCACGGGAGGCAGGA	Upstream_CTCF	4
chr1	6101619	6101769	id-415	2.5e-09	+	CCGGGTCTCTGCCCCGTGGCCACCGGGTGGCGCTG	V_CTCF_BR	40
chr1	6108241	6108391	id-416	1.34e-06	-	CTGTGGAAAGAAAAATCCACCACCAGGGGCCAGCA	UpstreamP1_CTCF	11
chr1	6113090	6113240	id-417	4.88e-05	+	AAACACTTCTCCTGTGAGTCCATTAGATGGCAGTG	UpstreamP1_CTCF	40
chr1	6140762	6140912	id-418	2.6e-07	-	AGTGAGGACGGAGTAGCCACCACTGGGGGGCACCC	V_CTCF_BR	36
chr1	6142484	6142634	id-419	8.89e-06	+	TGCTGAACTCCCCGTGGAGCCACCAGGGGGACCAC	Upstream_CTCF	39
chr1	6155740	6155890	id-420	8.08e-08	+	GCAGCTGTTCCCACCTCGGTCTGCTGGGGGCGGGC	Upstream_CTCF	0
chr1	6159907	6160057	id-421	4.23e-08	-	CTTGGGACACAGGCCTGGGCCTGTAGGTGGCACCC	V_CTCF_BR	27
chr1	6165356	6165506	id-422	3.16e-05	+	TTTTCTCTCCCATGTGGGTCGGGCAGGTGGCCCGG	Upstream_CTCF	11
chr1	6165850	6166000	id-423	2.89e-07	-	CCTGTCCTGCCCCTGCTGTCCTGCTGGTGGCAGAC	Upstream_CTCF	24
chr1	6169002	6169152	id-424	3.97e-07	+	TGCACTTGCCCAGAACCGGGCACCAGGGGGTGCCC	V_CTCF_BR	40
chr1	6170006	6170156	id-425	4.14e-06	-	CCGACGCTGCGCCCCGCCCCCAGCTGCTGGAGCAG	V_CTCF_BR	0
chr1	6197919	6198069	id-426	2.6e-06	-	AGCACCCAGGTCCAGGCCCCCACCAGGGGGAGTAG	V_CTCF_BR	18
chr1	6201784	6201934	id-427	2.77e-07	+	GGCCAGTGAACCCCTGCCGCCACCAGGAGGCTGGA	UpstreamP1_CTCF	30
chr1	6214889	6215039	id-428	4.7e-06	+	TCTTCTTGGCAATGAGTGGCCTGTAGGGGGAGAGG	V_CTCF_BR	4
chr1	6222914	6223064	id-429	1.22e-07	+	CAAGCAGTCCCCTCGGCGACCTGCAGGGGAGACCA	Upstream_CTCF	20
chr1	6231695	6231845	id-430	1.52e-07	-	CTGGGCCTCTGCTCTGTCCCCACCAGATGGAGCCA	V_CTCF_BR	40
chr1	6240470	6240620	id-431	1.15e-07	+	GTGGGGACCGGGGGGCGCCCCGGCAGGGGGAGCCG	V_CTCF_BR	22
chr1	6241575	6241725	id-432	1	+	NA	NONE	14
chr1	6243661	6243811	id-433	2.93e-07	+	AGGCAGTCCTCACCTCCTTCCTGTAGGTGGAGGGC	UpstreamP1_CTCF	30
chr1	6245964	6246114	id-434	5.08e-07	-	CAAACTGTCACTTTCGTCTCCAGCAGAGGGAGCTG	V_CTCF_BR	39
chr1	6265034	6265184	id-435	1.08e-05	+	ACGCATCTGCCAGGCCCAGACGGCAGAGGGGGCAC	UpstreamP1_CTCF	27
chr1	6265364	6265514	id-436	8.16e-07	-	CGCCTCATTTCCTCGGCGGCCAATTGGGGGCGCCA	V_CTCF_BR	40
chr1	6268827	6268977	id-437	1.56e-05	+	GCTGCGGTTCCCGCGCTGGCCGCGGTCGGGCTCTG	Upstream_CTCF	32
chr1	6269356	6269506	id-438	1	+	NA	NONE	30
chr1	6269825	6269975	id-439	8.81e-07	+	GGAGAGATACCTAGTGTAACCAGCAGGTGGCTGGG	V_CTCF_BR	38
chr1	6287383	6287533	id-440	1	+	NA	NONE	5
chr1	6298805	6298955	id-441	3.33e-09	+	GCTCCAGGACACCTCAGGACCACCAGAGGGCACTC	V_CTCF_BR	40
chr1	6305210	6305360	id-442	2.89e-09	-	CTGCCGGCGGCGCTCTCGGGCACCAGGGGGCAGCG	V_CTCF_BR	40
chr1	6306881	6307031	id-443	3.09e-07	+	GGACAAATCCCTCTGCAGTCCACCAGGTGGCGGTG	V_CTCF_BR	40
chr1	6309306	6309456	id-444	1	+	NA	NONE	3
chr1	6312707	6312857	id-445	1	+	NA	NONE	5
chr1	6320615	6320765	id-446	1	+	NA	NONE	7
chr1	6328578	6328728	id-447	9.4e-06	+	GCGCGATTTTCCCCACTCCCCGCCAAGAGGCGCTA	UpstreamP1_CTCF	17
chr1	6333032	6333182	id-448	2.34e-06	+	GAGCAGAGCCTTCTGTAAACCTCCAGGGGGAGAAC	UpstreamP1_CTCF	34
chr1	6340974	6341124	id-449	2.72e-06	-	CTGCATGAGTCCTGTCCTGTCAGTAGGGGTCAGAG	UpstreamP1_CTCF	39
chr1	6360980	6361130	id-450	1.83e-05	+	GACCGGACCTGACCTTGGGCCACCAGAGGCAATGC	V_CTCF_BR	13
chr1	6391025	6391175	id-451	5.67e-06	+	CTTGCAATTCTGCGGAGAACAGCCAGGAGCCCCCA	Upstream_CTCF	6
chr1	6392018	6392168	id-452	1	+	NA	NONE	12
chr1	6403597	6403747	id-453	3.33e-08	-	CTGCCCTAACAGCCTTTGGCCAATGGGTGGCGCCA	UpstreamP1_CTCF	40
chr1	6408101	6408251	id-454	1.55e-08	+	AGGCCCACCCTCCCCACAGCCACCAGAGGGTGCTC	V_CTCF_BR	40
chr1	6417423	6417573	id-455	2.6e-06	-	CTCTGGTTTGAGGCCTTTGTCAGAAGGGGGCAGTA	V_CTCF_BR	36
chr1	6419151	6419301	id-456	1	+	NA	NONE	7
chr1	6419731	6419881	id-457	2.96e-05	-	GGATTCCTGGGAAAGCAGCCCTGGTGGGGGCAGCA	V_CTCF_BR	21
chr1	6423215	6423365	id-458	8.17e-10	+	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	24
chr1	6438263	6438413	id-459	3.36e-07	-	TCGAGGAGCACCCCGGCCACCAGCAGAGGGCATGC	V_CTCF_BR	32
chr1	6454094	6454244	id-460	1	+	NA	NONE	36
chr1	6457184	6457334	id-461	6.8e-06	-	CAGTGGCTGTTTACAGGAGCCATCAGAGGGCACTG	UpstreamP1_CTCF	30
chr1	6464829	6464979	id-462	1.1e-06	-	CGCTTGGGAATTTGCTCGGCCCCTAGGTGGAGCCA	V_CTCF_BR	40
chr1	6469234	6469384	id-463	1	+	NA	NONE	14
chr1	6474477	6474627	id-464	1.29e-05	-	GTGTCTTGTTACCCGAGGTCCATTGGGGGGCAGCA	UpstreamP1_CTCF	40
chr1	6479567	6479717	id-465	2.81e-05	+	GGCGCGCTCACCTCCCGGCCCAGCAGCGGCAGGAT	V_CTCF_BR	0
chr1	6483612	6483762	id-466	2.19e-08	+	GAGGCCATCACGCAGGTCGCCACTAGGTGGCAGGC	V_CTCF_BR	40
chr1	6484222	6484372	id-467	2.31e-06	+	CCTGCCCTCCCCGCTGGAACCTCTGGGGGCAGTTC	Upstream_CTCF	15
chr1	6497189	6497339	id-468	1.82e-07	-	GGCACCAAGCAGGATCTGAGCAGCAGGGGGCAGTG	V_CTCF_BR	38
chr1	6498185	6498335	id-469	1.42e-10	-	GTGCAGTTACCACCGAAGGACACTAGGTGGAGCCA	UpstreamP1_CTCF	40
chr1	6500827	6500977	id-470	3.33e-09	-	CCGTGCTGAAAGCGCGGTGCCAGCAGAGGGCGCGC	V_CTCF_BR	22
chr1	6505291	6505441	id-471	1.01e-08	+	TTGCAATGCCTGCTTCACGCCGCCAGATGGTGGCC	UpstreamP1_CTCF	40
chr1	6507909	6508059	id-472	2.81e-05	-	CCCCCCAGCCGTCGCGGATGCCACAGGGGGCGCCA	V_CTCF_BR	7
chr1	6508317	6508467	id-473	9.49e-08	-	GCGGGGTGGCCCAGCCCCGACGCCAGGGGGAGCTG	V_CTCF_BR	31
chr1	6508877	6509027	id-474	1.69e-05	+	TCGAAGGCCCCTCCGCTCCCCCGCAGGCGGCGCTG	UpstreamP1_CTCF	23
chr1	6515192	6515342	id-475	1.64e-05	+	AGGCGGCGCTGCCTGAGCCCGAGCAGCTGGCGCGC	V_CTCF_BR	10
chr1	6516254	6516404	id-476	9.81e-06	-	CTCTTCCTGCTGCTTCCAGCCTCTGGAGGGCGTCA	V_CTCF_BR	14
chr1	6516965	6517115	id-477	2.53e-05	-	GTAACCCAGACCCTCATGTCCTACAGGAGGCACCA	V_CTCF_BR	13
chr1	6524696	6524846	id-478	5.08e-05	-	TCCCTGCACCCCCACCAGCCTCCCAGGTGGCGCTG	UpstreamP1_CTCF	12
chr1	6531197	6531347	id-479	1.38e-06	+	TACTGCACTTGGGCGACCACCCCAAGGGGGCAGCA	V_CTCF_BR	3
chr1	6532577	6532727	id-480	1.26e-07	-	TGACCCGGCGGCAGTGCCACCAGCAGGAGGCGGTG	V_CTCF_BR	37
chr1	6535666	6535816	id-481	3.11e-10	-	GATGTGACTCCCGTGTTGGCCACCAGAGGGCGCAC	V_CTCF_BR	40
chr1	6540969	6541119	id-482	1.1e-05	-	AGCGGGATTTTCGGGCTGACCAGATGGGGGCATAA	V_CTCF_BR	1
chr1	6543189	6543339	id-483	1.1e-06	+	CAGGGCACAGGACTGGCAGTCGGCAGGTGGCACTC	V_CTCF_BR	7
chr1	6545947	6546097	id-484	2.15e-05	+	GGGAGCTCCTTGAATGCTGGAGGCAGGGGGCGCTG	V_CTCF_BR	28
chr1	6546630	6546780	id-485	1.96e-08	+	GTTCTAGGCCAGGTCCCCACCGCCAGGGGGCACTC	V_CTCF_BR	40
chr1	6550031	6550181	id-486	1.38e-08	-	CGGAAAAGCCCTCTCGAGGCCGGCAGGGGGCGCCA	V_CTCF_BR	40
chr1	6571709	6571859	id-487	1.23e-08	-	CTGCAGTGCCCACTCCAGGCCTGGAGGTGAAGCCA	UpstreamP1_CTCF	3
chr1	6573443	6573593	id-488	6.43e-06	-	ACCTCAGGCTGAAAAATCCCCGGCAGGTGGCAGCT	V_CTCF_BR	10
chr1	6583789	6583939	id-489	1.84e-06	-	CAGTAAAGAAAAATCGTTGCCTCTAGAGGGAGCTA	V_CTCF_BR	40
chr1	6607455	6607605	id-490	2.66e-05	-	TATAATTGTCTCCCATGGGCCAGTAGGTGGAGTCT	V_CTCF_BR	27
chr1	6614283	6614433	id-491	1.1e-05	-	TGGACTGGAGGGAGGGAGCCCGCCAGGTGTCGCGC	V_CTCF_BR	9
chr1	6614594	6614744	id-492	3.95e-09	-	AGTGTGCTTCCGGAGGTTGCCGGCAGAGGGCGCCG	Upstream_CTCF	40
chr1	6640991	6641141	id-493	3.09e-06	-	GTGGCTGTTCACATTCTGGGAGGCAGGGGGCCCCA	Upstream_CTCF	34
chr1	6644295	6644445	id-494	7.16e-08	-	TCAGCACTGCCCGATTCAGCCACCAGGAGACACGT	Upstream_CTCF	38
chr1	6648595	6648745	id-495	2.91e-05	+	GGTGTCCTGTGCAGTAGTGACCCTGGGTGGCACTG	Upstream_CTCF	7
chr1	6659532	6659682	id-496	1	+	NA	NONE	4
chr1	6661705	6661855	id-497	1	+	NA	NONE	27
chr1	6663940	6664090	id-498	1	+	NA	NONE	17
chr1	6664116	6664266	id-499	1	+	NA	NONE	5
chr1	6669772	6669922	id-500	1.06e-05	-	TGTATTGTACTACTCCTGGGCTGCAGGGGGCGAAT	Upstream_CTCF	34
chr1	6672757	6672907	id-501	1	+	NA	NONE	12
chr1	6673937	6674087	id-502	2.43e-06	-	GCGCAGGGCGAGGGCGGACCCGGGAGGGGTCGCCC	V_CTCF_BR	0
chr1	6685079	6685229	id-503	8.71e-06	-	TGGTGACGGGCCTGGCTCGCCTCCAGGGCGCGCTC	V_CTCF_BR	13
chr1	6685653	6685803	id-504	1.64e-06	+	GTGCAGTGGAGGAGTGGAACCCCCAGGGGCGTCCT	UpstreamP1_CTCF	18
chr1	6694769	6694919	id-505	1.22e-08	-	CAGGCCCGGCCCGTGGTACCCAGCAGGTGGCACTG	V_CTCF_BR	40
chr1	6696303	6696453	id-506	8.46e-07	+	CCAGCACTCCTCCTCACTACCACCGGAGGGGCAGT	Upstream_CTCF	26
chr1	6700370	6700520	id-507	9.81e-06	+	GAGAGGACAGGAATGGGCTCCTCCAGATGTCACTG	V_CTCF_BR	2
chr1	6706682	6706832	id-508	1.73e-06	-	ATGAAATACCTCTTTTCAACCAGAAGATGGGGCTG	UpstreamP1_CTCF	40
chr1	6748439	6748589	id-509	1	+	NA	NONE	10
chr1	6761890	6762040	id-510	3.8e-08	-	GGGCGCGGACGGCTCCGGGCCGCCAGGGGCCGCTG	V_CTCF_BR	40
chr1	6780159	6780309	id-511	6.39e-08	+	ATGCTTGCATGTCCCTTAACCAGCAGAGGGCAGAC	V_CTCF_BR	40
chr1	6787651	6787801	id-512	8.02e-05	-	CATTTATTGCCAAATGTCCCCTGCAAGGGGAAGAG	Upstream_CTCF	40
chr1	6818147	6818297	id-513	4.94e-06	-	ACAGCGTCTCCAGAGGTTTCCACTCGAGGGTGCCC	Upstream_CTCF	2
chr1	6818315	6818465	id-514	1	+	NA	NONE	7
chr1	6843415	6843565	id-515	1	+	NA	NONE	12
chr1	6846178	6846328	id-516	4.34e-05	+	GGGGTCCCCGAGCTTCTCCCCGCCAGGGGGACCCC	Upstream_CTCF	34
chr1	6854339	6854489	id-517	1	+	NA	NONE	36
chr1	6856751	6856901	id-518	1	+	NA	NONE	1
chr1	6948478	6948628	id-519	1	+	NA	NONE	10
chr1	6950053	6950203	id-520	3.83e-09	-	GCCTGACGTCCTCTGTGTGCCACCAGAGGGCACTA	V_CTCF_BR	40
chr1	6979337	6979487	id-521	1.64e-05	-	CACAGCCCCACATGCCCATCCACCAGAGGCAGCAT	V_CTCF_BR	7
chr1	6991962	6992112	id-522	1.48e-06	-	AATGGTGTTCCCTGAGGTCACACAAGGAGGCACCA	Upstream_CTCF	3
chr1	7004585	7004735	id-523	9.88e-07	-	GGTGCAGTCACTGGGGCAAACACTGGAGGGTGGTG	Upstream_CTCF	3
chr1	7020425	7020575	id-524	2.15e-05	-	GCCTGGAAAATCAATCCAGCCACCGGGAGGAGGGG	V_CTCF_BR	7
chr1	7023434	7023584	id-525	1	+	NA	NONE	16
chr1	7048109	7048259	id-526	2.43e-06	-	ACTGCACAGCCAATGGTGGCCACTAGGAGAACTCT	Upstream_CTCF	21
chr1	7058438	7058588	id-527	1	+	NA	NONE	11
chr1	7069654	7069804	id-528	1	+	NA	NONE	0
chr1	7102888	7103038	id-529	8.81e-07	+	TGCAATATCTGATTCTTGACCACCAGAGGTCACTG	V_CTCF_BR	40
chr1	7130569	7130719	id-530	7.8e-08	-	CCACTCCCTTTGCTGGTGACCACTAGGGGGCAACA	V_CTCF_BR	40
chr1	7144427	7144577	id-531	1.16e-05	+	CCTGCAGTGCATAGCTCCTTCTGGGGAGGGAGTGG	Upstream_CTCF	4
chr1	7172049	7172199	id-532	2.53e-05	+	TGTATGGGTCTCTCTCTGTCCAGAAGGGGGTGTTG	V_CTCF_BR	0
chr1	7177596	7177746	id-533	4.04e-08	-	GTGCTAGAGTCACCCGTGCCCACTAGGGGGGAGCC	UpstreamP1_CTCF	34
chr1	7181040	7181190	id-534	2.53e-05	-	TCCATTTGTGGCCACCAGGCCCCTAGGAGGCAGTA	V_CTCF_BR	37
chr1	7187512	7187662	id-535	3.63e-06	-	TGACCGGCACATATCAACACCAGCAGGTGGCAGTT	V_CTCF_BR	8
chr1	7212672	7212822	id-536	3.22e-05	+	CAGCAGGCTTCTCCACCTCCCAGGAGGCGCCTCTG	UpstreamP1_CTCF	1
chr1	7246887	7247037	id-537	6.18e-07	+	GGTGCAGTTCAGGAGTCTTCCCGGCGGGGGCGTGA	Upstream_CTCF	21
chr1	7252593	7252743	id-538	8.16e-07	-	GACCCCCATCATCACTGCTCCTGCAGGTGGCACTC	V_CTCF_BR	1
chr1	7261488	7261638	id-539	1	+	NA	NONE	7
chr1	7268073	7268223	id-540	1.15e-07	-	CTGCAATGCTCCCCAGTTGCCTGGAGGGTGTGCTG	UpstreamP1_CTCF	40
chr1	7278410	7278560	id-541	3.86e-08	-	ACTGCACTTCGCTGCACTGACAGAAGAGGGAGCTC	Upstream_CTCF	40
chr1	7284919	7285069	id-542	4.7e-08	+	TGCATCCTTATTGCCGCAGCCAGCAGATGGCAGAA	V_CTCF_BR	27
chr1	7306096	7306246	id-543	1.71e-06	+	TCAGGGTGGTAATGATCACCCAGCAGGTGGAGCAG	V_CTCF_BR	6
chr1	7344949	7345099	id-544	1	+	NA	NONE	4
chr1	7347211	7347361	id-545	3.45e-05	+	GCAGTGTGACCTCAGTGAGCAGCCAGGGGGAGACA	V_CTCF_BR	12
chr1	7361117	7361267	id-546	3.65e-07	+	GGTGACAGAGGAGCCACAGCCAGCAGGGGCCAGAC	V_CTCF_BR	5
chr1	7363055	7363205	id-547	1	+	NA	NONE	30
chr1	7406393	7406543	id-548	3.91e-06	-	GCTGTAGTTCCCCCGTCCTCAGCAGGAGGCAGCTC	Upstream_CTCF	23
chr1	7416240	7416390	id-549	3.42e-08	-	ACAGAGGCCCCAGGAACTGCCTGCAGAGGGCACAC	V_CTCF_BR	7
chr1	7449292	7449442	id-550	4.14e-06	-	TCCAGGGAGACCCAGCAGGGCTGCAGGGGGAGCAC	V_CTCF_BR	11
chr1	7470802	7470952	id-551	1	+	NA	NONE	7
chr1	7509932	7510082	id-552	8.5e-06	+	ACCACACTTCGCAACAAGACCACCAGGTGGCTTGG	Upstream_CTCF	11
chr1	7514238	7514388	id-553	6.8e-06	+	ACTTCCTGGGCGGGAGTCCCCACTAGGTGGCCGCC	Upstream_CTCF	39
chr1	7520950	7521100	id-554	3.4e-06	-	AGTCCTAGCAGCCAGGCCACCGGTAGGGGTCAGAG	V_CTCF_BR	11
chr1	7530746	7530896	id-555	3.97e-07	-	GGAGCGAGTTCACAGTGGGCCGGCAGGAGGCGGCC	V_CTCF_BR	3
chr1	7534999	7535149	id-556	3.65e-07	-	CCGGGTGGAGAGGTCCCCACCACCAGGAGGAGGCC	V_CTCF_BR	13
chr1	7535267	7535417	id-557	7.11e-06	-	CCTGCCCCAGCGATAGATGGCAGTAGAAGGCCCAG	Upstream_CTCF	26
chr1	7553956	7554106	id-558	4.41e-06	-	GCTAGCCCTCCCGAGATGGGCAGGAGAGGCCGGCG	V_CTCF_BR	3
chr1	7576449	7576599	id-559	3.48e-06	-	CTGAAGAGGCTTCTCCCAGCCAGCAGAGGGGCGTG	UpstreamP1_CTCF	24
chr1	7593278	7593428	id-560	4.7e-08	-	CCCTCTCTTCTGTCAGCTGCCTGCAGAGGGCACAG	V_CTCF_BR	3
chr1	7599044	7599194	id-561	3.66e-06	-	CTGTGCTTGCAACCCTGGCCCTGAGGGTGGCAGGC	UpstreamP1_CTCF	10
chr1	7599553	7599703	id-562	1.84e-05	-	ATGTGCTGTGCAATGCACAACTCTAGGAGGCGCCA	UpstreamP1_CTCF	32
chr1	7599902	7600052	id-563	5.51e-07	-	TGCAAAAGTAAGGGACAGCCCAGCAGAGGGCGCTG	V_CTCF_BR	39
chr1	7613463	7613613	id-564	3.63e-05	+	GGACCCATCCCACAGGGCTCCCCTGGAGGGAGCTC	V_CTCF_BR	11
chr1	7621598	7621748	id-565	1.65e-07	-	CTGCATGTAACCAGCTCTGCCTGCAGAGGGTGCTG	UpstreamP1_CTCF	40
chr1	7637424	7637574	id-566	1	+	NA	NONE	37
chr1	7641870	7642020	id-567	1.38e-06	+	GTCTCAGTCTCCTCATCAGTCACCAGAGGGCAGGA	V_CTCF_BR	20
chr1	7644815	7644965	id-568	2.11e-06	-	CAGTGTCCCCGGCCTCCACCCACCAGATGCCACTA	V_CTCF_BR	2
chr1	7646169	7646319	id-569	3.47e-07	-	CTGCAGGGAGGGGCCGCCCACACTGGAGGGTGCCC	UpstreamP1_CTCF	1
chr1	7646894	7647044	id-570	2.47e-05	-	GGCACAACCCCTCCCCTAGCCACAAGGTGGGGACG	Upstream_CTCF	5
chr1	7647703	7647853	id-571	1	+	NA	NONE	1
chr1	7666292	7666442	id-572	6.05e-06	+	CTGGGGCAGGGCCTGAGACCCAGCAGCTGCCGGCC	V_CTCF_BR	7
chr1	7690634	7690784	id-573	6.43e-06	+	GGGAAGGGCTGCCGGCCTGACTCCTGCTGGCGCAC	V_CTCF_BR	2
chr1	7692302	7692452	id-574	1.04e-05	+	GGCAGGCCCGCCCCCCGCGCCCCCAGCGGCAAGTG	V_CTCF_BR	2
chr1	7701818	7701968	id-575	7.62e-07	-	GCTGCAGTTAAGAAGGTTGCCACTGGGTGTGGTCT	Upstream_CTCF	18
chr1	7704246	7704396	id-576	2.93e-07	+	TTGCAGCTGTGCCCTTTGGTCAGAAGGGGGCTTCC	UpstreamP1_CTCF	7
chr1	7707399	7707549	id-577	1.54e-12	-	GCGGGGCCGCTGCCACTGGCCACCAGGTGGCGCTG	V_CTCF_BR	40
chr1	7712770	7712920	id-578	1.77e-05	-	TCAGCTCTGCCAGGACCAGCTCCTAGGAGGAGGTG	Upstream_CTCF	4
chr1	7727700	7727850	id-579	7.58e-10	+	CCTGCAGTTCAGCAGCTCGCCACACGAGGGCGGCC	Upstream_CTCF	40
chr1	7729634	7729784	id-580	6.51e-07	+	GCGGCCTTCTCCAGCCTGGACACTAGGTGGTGCTC	Upstream_CTCF	40
chr1	7741101	7741251	id-581	1	+	NA	NONE	3
chr1	7755662	7755812	id-582	1	+	NA	NONE	0
chr1	7812988	7813138	id-583	8.43e-09	-	CATGTTGGCGATTACATGACCAGCAGAGGGCACCA	V_CTCF_BR	40
chr1	7815626	7815776	id-584	6.37e-07	-	CTTTTGTACAGCCTATGGTCCACCAGGGGGCTTTA	UpstreamP1_CTCF	39
chr1	7845305	7845455	id-585	2.93e-07	-	GTGCTCTACCGGCATCAGTCCACAGGGTGGTGACC	UpstreamP1_CTCF	15
chr1	7858522	7858672	id-586	1	+	NA	NONE	2
chr1	7862818	7862968	id-587	1	+	NA	NONE	0
chr1	7868438	7868588	id-588	1	+	NA	NONE	39
chr1	7916577	7916727	id-589	6.49e-06	-	CTCGCCCTGGGCTCTCCTGCCAGCAGGGGTCCCCC	Upstream_CTCF	26
chr1	7962927	7963077	id-590	5.96e-07	-	GAGAACAAAAAACGCTCTACCACAAGAGGGCAGTA	V_CTCF_BR	40
chr1	7992968	7993118	id-591	1	+	NA	NONE	7
chr1	8002466	8002616	id-592	2.04e-05	-	TGATCTCCGAGTCCCTCTGCCTGCAGGCGGCGGCA	V_CTCF_BR	35
chr1	8021445	8021595	id-593	1	+	NA	NONE	39
chr1	8035437	8035587	id-594	1.32e-05	+	GTGGTCATTTTGCATGTTACCACAGGGTGGTGCTG	Upstream_CTCF	40
chr1	8042469	8042619	id-595	4.89e-09	+	GGTGCATGTTCTGTCTTCGCCACTAGGTGGAGGCA	Upstream_CTCF	40
chr1	8075165	8075315	id-596	3.88e-06	+	TTATCTTCTGAATCTGTTGCCACTAGGGGTCAGGC	V_CTCF_BR	40
chr1	8076718	8076868	id-597	3.16e-05	-	AGTGTATATGTACGTGCCCCCAAAAGGGGTCAGTG	Upstream_CTCF	21
chr1	8091376	8091526	id-598	1	+	NA	NONE	35
chr1	8121732	8121882	id-599	1	+	NA	NONE	20
chr1	8137391	8137541	id-600	1	+	NA	NONE	11
chr1	8174026	8174176	id-601	1	+	NA	NONE	14
chr1	8220043	8220193	id-602	1	+	NA	NONE	2
chr1	8225832	8225982	id-603	8.81e-07	-	GGGGAAGCAGGCAACTTCTCCACAAGGTGGCAGGA	V_CTCF_BR	39
chr1	8234589	8234739	id-604	1	+	NA	NONE	10
chr1	8271992	8272142	id-605	1	+	NA	NONE	10
chr1	8272902	8273052	id-606	9.66e-05	-	GATGCAGAGTCCGTTTCCAGCCTGAGATGGAGCTG	Upstream_CTCF	4
chr1	8274941	8275091	id-607	8.91e-07	-	AGAGCAGTTCCCGATGCCTCCTGCAGCAGCCAGTG	Upstream_CTCF	20
chr1	8284933	8285083	id-608	4.43e-05	-	AATGTCTCTTATCTGTTTGCCTCTAGAGGCAGGAA	V_CTCF_BR	6
chr1	8299087	8299237	id-609	8.21e-06	-	TCACTGCACTCCAGCCTGGGCAGCAGAGGGAGACT	V_CTCF_BR	39
chr1	8374465	8374615	id-610	1.97e-06	-	ACCTGCCATCCCTGGGTGTCCACAAGGTGGTGGAA	V_CTCF_BR	40
chr1	8376008	8376158	id-611	6.23e-05	-	GAGAGGCGCAGGGCAGAGGGCCCCAGAGGACACCA	UpstreamP1_CTCF	36
chr1	8377720	8377870	id-612	1.82e-06	-	GCGCAGTGGGGCAGCCGGGCCTGCTGGAGGCGTCG	UpstreamP1_CTCF	11
chr1	8402519	8402669	id-613	8.58e-08	-	GCTGCACTGCAGATGCCAGACACGAGAGGCCGCAG	Upstream_CTCF	19
chr1	8409155	8409305	id-614	8.62e-10	-	GAGTCCATCCCCATCCTGGCCACCAGGTGGCAGTC	V_CTCF_BR	39
chr1	8411837	8411987	id-615	5.75e-09	-	CTGCAGGGTGTGGACATGGCCACAGGGGGGCAGGC	UpstreamP1_CTCF	40
chr1	8413543	8413693	id-616	8.81e-07	+	GTCCTGGCAGGAAGCAGGGCCGACAGAGGGCAGAC	V_CTCF_BR	4
chr1	8419414	8419564	id-617	3.48e-06	-	TTGAAGGAGTCGGGGAGAAGCACAAGGGGGCGCCT	UpstreamP1_CTCF	9
chr1	8434979	8435129	id-618	2.18e-07	+	CCTTCACTTCACTCCCCCACCACTGGATGGCATCA	Upstream_CTCF	40
chr1	8439688	8439838	id-619	1.41e-06	+	GCTGCTATGCATGTGGGGCCCACAGGGGGCACGCG	Upstream_CTCF	11
chr1	8458863	8459013	id-620	7.78e-06	+	GGTGCATCAATGTGCGCGGCCACTAGGAGTACATG	Upstream_CTCF	30
chr1	8469302	8469452	id-621	1	+	NA	NONE	36
chr1	8472275	8472425	id-622	8.64e-05	-	TTTGCTGTATGAGTGAACCACCACAGAGGGTGTCG	Upstream_CTCF	19
chr1	8491236	8491386	id-623	1	+	NA	NONE	26
chr1	8499643	8499793	id-624	1.77e-05	-	TCAGGGAATCCACCTGGAACCGCCAGGGGGTGTGG	Upstream_CTCF	28
chr1	8503689	8503839	id-625	8.71e-06	-	TGGGAAGCAGTGTCCCAAAGCTGCAGAGGGCAGCA	V_CTCF_BR	35
chr1	8504014	8504164	id-626	1.97e-06	-	ATGGCCCCTTCCCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	22
chr1	8520355	8520505	id-627	4.34e-05	+	TAAGTAATTCCTTGACCGGCCGCACGGGTTCACTG	Upstream_CTCF	15
chr1	8523507	8523657	id-628	5.08e-05	-	CCTGCAGCGCCTGCTTGTAACATCAGGCAGCTGTT	Upstream_CTCF	6
chr1	8525160	8525310	id-629	5.12e-06	+	CAGCAATGCCTTTTACAAGTCACAAGATGGAGATG	UpstreamP1_CTCF	16
chr1	8611209	8611359	id-630	8.33e-05	-	AGTGCATTCTCCAGTATTGATTGTGGAGGGCAGCA	Upstream_CTCF	3
chr1	8621225	8621375	id-631	5.72e-07	+	ATGCAGTACTATGCAATAACCAGGGAGTGGCAGCA	UpstreamP1_CTCF	40
chr1	8631302	8631452	id-632	8.81e-07	-	TGGTACAAAAAGCATATCACCAGGAGAGGGCGGAA	V_CTCF_BR	39
chr1	8643798	8643948	id-633	8.64e-05	+	TTAACACTGCATAAAAACAACAGAAGGGGGAGCTC	Upstream_CTCF	9
chr1	8658219	8658369	id-634	1	+	NA	NONE	35
chr1	8660546	8660696	id-635	1	+	NA	NONE	3
chr1	8663015	8663165	id-636	1	+	NA	NONE	4
chr1	8676900	8677050	id-637	1.43e-05	+	TATGTTAATACCACTCTGTCCACTAGAGGTTGACA	Upstream_CTCF	21
chr1	8731481	8731631	id-638	3.63e-06	-	TGGTGTATTTCCCTGTGAAACAGCAGGGGGAGGTG	V_CTCF_BR	40
chr1	8761586	8761736	id-639	3.56e-06	+	GATGCATTGCTTTCATCAGCCACGGGGAGGGAAAA	Upstream_CTCF	27
chr1	8763398	8763548	id-640	1	+	NA	NONE	27
chr1	8779139	8779289	id-641	1	+	NA	NONE	30
chr1	8786686	8786836	id-642	2.15e-05	-	TAAAAAATATTAGAAGGAGACTCTAGAGGGCAGTA	V_CTCF_BR	39
chr1	8799535	8799685	id-643	1.83e-05	-	GGCACGATGTTTAGTTTTGTCAGTAGAGGGTGCTG	V_CTCF_BR	23
chr1	8824132	8824282	id-644	8.21e-06	-	CCCTGGGGATATTCTTTGACCTGGAGGAGGCAGTG	V_CTCF_BR	18
chr1	8836315	8836465	id-645	9.25e-06	-	CCACCATACTCCAGCCTGGGCTACAGAGGGAGCCC	V_CTCF_BR	11
chr1	8854795	8854945	id-646	4.66e-08	+	CTTGTAGTCCTAGCTACTGCCAGAAGGTGGGGAGG	Upstream_CTCF	18
chr1	8864684	8864834	id-647	1.03e-05	-	CATCAGTTCTGCATTCTCACCAGCAGGAAGGAGGA	UpstreamP1_CTCF	9
chr1	8875063	8875213	id-648	4.65e-05	+	GATCTTTCCAAACAATTAACCAGTAGAAGGTGCTA	V_CTCF_BR	31
chr1	8877640	8877790	id-649	4.01e-05	-	GCCGCGGCTCCGCCACCATCGCGGAGGTGCCGCTG	Upstream_CTCF	21
chr1	8891520	8891670	id-650	9.81e-06	+	AAAAAATCCCCTCATGCTTCCAGCAGGGGGAGAGG	V_CTCF_BR	36
chr1	8905647	8905797	id-651	5.48e-05	-	TCAGCCTCAATCCATCTCTCCGCTTGGTGGCCCCA	Upstream_CTCF	1
chr1	8909067	8909217	id-652	5.01e-09	-	GCCCAGGAGCTTCCTTCAGCCGCCAGGGGGCGCAG	V_CTCF_BR	40
chr1	8919578	8919728	id-653	3.18e-06	+	TAACAATGAACAAGAATGTCCACAAGAGGGCTCCC	V_CTCF_BR	40
chr1	8922629	8922779	id-654	9.49e-08	+	GGGGTCCCATTCTTTCTCACCAGAAGAGGGCAGCA	V_CTCF_BR	40
chr1	8926209	8926359	id-655	2.78e-06	+	GGCAGGTGTGGACGACCCCCCAACAGAGGGAGCTG	V_CTCF_BR	6
chr1	8931720	8931870	id-656	4.14e-06	+	CACACACCAACTTTCCTGTCCACAAGGTGGTGCAC	V_CTCF_BR	39
chr1	8939461	8939611	id-657	3.81e-05	-	ATGAATTAACACTGGGGAAGCACGTGGGGGCGCGC	UpstreamP1_CTCF	32
chr1	8940217	8940367	id-658	1	+	NA	NONE	12
chr1	8949711	8949861	id-659	5.12e-06	-	TTGGAATTCTCCAGACCCTCCTACAGAGGGCCCCC	UpstreamP1_CTCF	8
chr1	8962880	8963030	id-660	1	+	NA	NONE	29
chr1	8964131	8964281	id-661	1	+	NA	NONE	10
chr1	8970505	8970655	id-662	6.46e-07	+	GTTGGAGATGCCTGCTAGACCTCCAGGGGGAGGCA	V_CTCF_BR	16
chr1	8975352	8975502	id-663	1.76e-05	+	CTGATATCAAAGATATTTTACTGTAGAGGGCACCA	UpstreamP1_CTCF	10
chr1	8978253	8978403	id-664	1.84e-05	+	CTGCACAGTATTTTTCTGACCACTGGGTGTCATGA	UpstreamP1_CTCF	40
chr1	9023075	9023225	id-665	4.01e-09	+	GTGTTCTTCCGTCCCCTCTCCTCCAGAGGGCGGCG	UpstreamP1_CTCF	40
chr1	9048209	9048359	id-666	8.86e-10	-	CCTGCTGTCCTCACAGACGCCACTGGAGGGCAGCA	Upstream_CTCF	40
chr1	9053476	9053626	id-667	1.21e-06	-	CTGTGATTGCTTCTGTCAGACACCAGGAGGTGCCA	UpstreamP1_CTCF	32
chr1	9065279	9065429	id-668	8.08e-08	-	CCTGCCATACCCAGATCCGCCATAGGAGGGCGGCA	Upstream_CTCF	40
chr1	9070192	9070342	id-669	6.67e-08	+	CCGCAGATGCCGTAGCCGGCCAGCAGGAGGTGCCG	UpstreamP1_CTCF	40
chr1	9084854	9085004	id-670	1.1e-06	-	CGTGGAGGCTGCCATCTTGCCTGTAGGAGGCACCA	V_CTCF_BR	6
chr1	9098280	9098430	id-671	1.09e-06	-	GCATCTCTTCCCCCGTCCACCGCAAGGGGGTGGGT	Upstream_CTCF	0
chr1	9118673	9118823	id-672	6.15e-05	-	GCTGCAGTTGGCAAATGCCCCACGTGGCAGGAATG	Upstream_CTCF	31
chr1	9127429	9127579	id-673	3.71e-05	+	TACTCAGTTTCAGGGCCTGCCACGTGGGGGTGTTT	Upstream_CTCF	28
chr1	9129748	9129898	id-674	1.97e-06	-	GACAATGCTGGGCCTGCAGTCCCCAGGGGGCACCC	V_CTCF_BR	3
chr1	9159752	9159902	id-675	2.34e-06	+	GTGTCCCAGCAGTCCCTGACCACCAGGAGGCCTGC	UpstreamP1_CTCF	25
chr1	9161715	9161865	id-676	2.62e-07	-	TGGCTGTGGTCAGGAAAGGCCTGTAGAGGGAGCTG	UpstreamP1_CTCF	40
chr1	9170133	9170283	id-677	2.68e-05	+	CTTGCACTTCTGCCTCTCTCCAGGAGGGCAGGATC	Upstream_CTCF	33
chr1	9170921	9171071	id-678	1.22e-08	+	AGCAGCCACCACAGGCCGTCCACCAGGGGGCAGGA	V_CTCF_BR	40
chr1	9177362	9177512	id-679	1	+	NA	NONE	12
chr1	9188791	9188941	id-680	7.73e-05	+	TCTGCAGCACTCCGTAGAAGTAGGAGGCGGCCGAG	Upstream_CTCF	35
chr1	9202413	9202563	id-681	5.05e-10	+	CAGTAGTTCTGCCTTCTCACCACCAGGAGGCACTG	UpstreamP1_CTCF	40
chr1	9241438	9241588	id-682	5.23e-10	+	AGGCTGGACAGGGCTCCAGCCAGCAGGGGGCGCGC	V_CTCF_BR	40
chr1	9242422	9242572	id-683	9.51e-07	+	GGCGCAGATGCGGTGCGCACCGCAGGGGGGCGGCG	V_CTCF_BR	31
chr1	9246796	9246946	id-684	1	+	NA	NONE	9
chr1	9256613	9256763	id-685	4.48e-07	-	GCTGTAATTTAGGCTTCCTCCATCAGAGGGCTCCC	Upstream_CTCF	40
chr1	9258797	9258947	id-686	5.96e-07	+	CGGCGCCGGCTGCGCGCAGCCGCCAGGAGGTGGCC	V_CTCF_BR	30
chr1	9277448	9277598	id-687	1	+	NA	NONE	17
chr1	9279753	9279903	id-688	8.89e-06	-	AGGGAAATGCAAATCAAAACCACTAGGAGACACCA	Upstream_CTCF	17
chr1	9293382	9293532	id-689	1.17e-05	-	GTCACACTGAGTGGGCCTGGCAGAGGGGGGAGCCA	V_CTCF_BR	25
chr1	9294580	9294730	id-690	1.37e-08	+	ACAGCTCTAGGACGCACGGCCACCAGGGGGCCGAA	Upstream_CTCF	40
chr1	9307429	9307579	id-691	2.78e-06	-	GACGCGAGGGGGAGTGCCCCAGGCAGGGGGCGCCA	V_CTCF_BR	8
chr1	9310211	9310361	id-692	1.34e-06	-	CTGCCAAGTCCACCAAGCTCCAGTAGGAGGCAGCA	UpstreamP1_CTCF	40
chr1	9327271	9327421	id-693	6.18e-07	+	GTGGAAGTTCCACAGCTGGCCGCGTGGGGGGGCCC	Upstream_CTCF	40
chr1	9329222	9329372	id-694	2.34e-06	-	GTTCAGTTCAGCCAGCGGACGGCCAGGGGTAAGCG	UpstreamP1_CTCF	1
chr1	9333494	9333644	id-695	1.96e-08	-	GCCATCCCTGCTGCAGCGTCCAGCAGTGGGCGCTG	V_CTCF_BR	19
chr1	9335597	9335747	id-696	4.01e-05	+	CACAGCTTGGAGGTTGCCACCGCAAGAGGGTAAGA	V_CTCF_BR	8
chr1	9340771	9340921	id-697	1.61e-05	-	ATGTGCTTGCTCTTTCCTGCCTACAGAGGGTAGAA	UpstreamP1_CTCF	28
chr1	9349173	9349323	id-698	9.14e-09	+	AGTGCAATATCATGCTTTGCCAGCAGGCGTCGCTG	Upstream_CTCF	40
chr1	9352609	9352759	id-699	5.93e-06	+	CACGCGTTTCCCAAAGACGCCTCCGGAGGGACCCG	Upstream_CTCF	23
chr1	9355170	9355320	id-700	2.81e-06	+	TCTGCAGGGAGCACTTTACCCAGTAGATGGAGTGT	Upstream_CTCF	36
chr1	9374333	9374483	id-701	1	+	NA	NONE	3
chr1	9383110	9383260	id-702	6.04e-07	-	TGGCAGCAGGAAGGAATGTCCGGCAGGTGGCTGCA	UpstreamP1_CTCF	1
chr1	9392477	9392627	id-703	1	+	NA	NONE	0
chr1	9398994	9399144	id-704	1	+	NA	NONE	7
chr1	9412939	9413089	id-705	1	+	NA	NONE	3
chr1	9420046	9420196	id-706	1	+	NA	NONE	1
chr1	9427429	9427579	id-707	1	+	NA	NONE	0
chr1	9435098	9435248	id-708	1	+	NA	NONE	1
chr1	9437152	9437302	id-709	1	+	NA	NONE	6
chr1	9460810	9460960	id-710	5.68e-06	+	CTGAGGCTCCTGCAGGCTGCCTCCTGGGGGAGCGT	V_CTCF_BR	24
chr1	9461681	9461831	id-711	1	+	NA	NONE	9
chr1	9464718	9464868	id-712	4.41e-06	-	CTGTGACAGGAGGTGGGTGGCTGCAGGGGGCAGCT	V_CTCF_BR	13
chr1	9473601	9473751	id-713	7.6e-05	-	GCTCAGGTGGGGATACTTGCCACCAGGCTGTGCCA	UpstreamP1_CTCF	12
chr1	9488772	9488922	id-714	1	+	NA	NONE	36
chr1	9493804	9493954	id-715	1.21e-06	-	ACAGTACTCTTACTGAGCGCCTGCAGGAGGCGAAC	Upstream_CTCF	4
chr1	9508327	9508477	id-716	3.4e-06	-	CACTCATGCATCCTTTGTCCCAGGAGGTGGCACTC	V_CTCF_BR	33
chr1	9515945	9516095	id-717	3.18e-06	-	GAGGGACTCAGCCCCACTCTCGCCAGAGGGCGCCA	V_CTCF_BR	39
chr1	9525920	9526070	id-718	7.1e-07	-	CTGCACATCCCACCATCGGCCAGGAGGGGTGCGGG	UpstreamP1_CTCF	12
chr1	9551230	9551380	id-719	2.18e-07	-	GCTTTCTATGGCTCAGTGTCCGCCAGGGGGAGCCC	V_CTCF_BR	40
chr1	9555398	9555548	id-720	2.78e-12	+	GCGGCCACTCCTCGTGCGGCCACCAGGGGGCGCAG	V_CTCF_BR	38
chr1	9606817	9606967	id-721	2.08e-07	+	GAGCAGTGCATCAGTGTCACCAGGAGGGGCCCACC	UpstreamP1_CTCF	15
chr1	9633073	9633223	id-722	1.39e-05	-	TCCCTTCTAGTCTTTTCAACCTGTAGGTGGTGGTG	V_CTCF_BR	33
chr1	9633908	9634058	id-723	7.73e-06	-	AACATTATTCTAAAAAGGGCCTGCAGGTGTCACCA	V_CTCF_BR	40
chr1	9637085	9637235	id-724	1.84e-06	+	TTTGGGAAGAAAAGAATAGCCAGGTGGGGGCGGCA	V_CTCF_BR	16
chr1	9648574	9648724	id-725	1.17e-05	+	CGCCGCCTTCCACCTCCGGCCGCGCGGGGGCGCTC	V_CTCF_BR	40
chr1	9654023	9654173	id-726	9.39e-07	+	CTGGCTGTTCATGTAGTCGGCGCCCGGTGGCGCTG	Upstream_CTCF	16
chr1	9664302	9664452	id-727	4.14e-06	-	GAGATGTCGCTTCCGGACCCCGGCAGAGGGCAGGA	V_CTCF_BR	8
chr1	9675750	9675900	id-728	6.84e-06	+	CCGGCCTGGCGAGGAGAGGCCAAGTGAGGGCAGCA	V_CTCF_BR	40
chr1	9687109	9687259	id-729	4.38e-09	+	ACGCGGCGCCGCCGGGCGGGCAGCAGGGGGAGCCG	V_CTCF_BR	40
chr1	9712838	9712988	id-730	8.21e-06	+	GGCGAGATTTCCGGGGTCGCGGGTGGGGGGCGCCC	V_CTCF_BR	8
chr1	9747225	9747375	id-731	1.55e-05	-	GTTCCTCCACCCCCATTCCCCACGTGTGGGAGCCC	V_CTCF_BR	34
chr1	9750253	9750403	id-732	2.11e-06	-	TAAGGAGCCAGGACAAAATCCACAAGAGGGCGGCC	V_CTCF_BR	29
chr1	9751976	9752126	id-733	1.43e-05	+	AGTGTTGCTTCTCAAGGAGTCCCTAGGTGGGGCCG	Upstream_CTCF	22
chr1	9753968	9754118	id-734	6.8e-06	+	GATGGTTCCCTTCCCCACCCCAGCAGGTGGCAGGT	Upstream_CTCF	9
chr1	9762418	9762568	id-735	3.97e-07	+	CTGTGGACTCCTCTGTGTGCCTCTAGATGGCAGCA	V_CTCF_BR	40
chr1	9777435	9777585	id-736	1.38e-06	-	CCTATGGTGAGGCCCGTGACCACTTGGGGGCGGGT	V_CTCF_BR	7
chr1	9778026	9778176	id-737	5.41e-06	+	AGGGCTGCACCTGCCTCAACCTCTAGGGGCTGAGC	Upstream_CTCF	5
chr1	9779168	9779318	id-738	1	+	NA	NONE	6
chr1	9780486	9780636	id-739	2.37e-05	+	GCTGCTGTGGATGCGCCTCCATGCAGAGGACAGCG	Upstream_CTCF	17
chr1	9781957	9782107	id-740	1.38e-08	+	CCGCCGCCCTCCCATCTGCCCACCAGGGGGAAGCA	V_CTCF_BR	40
chr1	9785206	9785356	id-741	6.17e-09	+	CTGCGGGGCTTTCAGGTGTCCACTAGGGGGCCGCG	UpstreamP1_CTCF	40
chr1	9813378	9813528	id-742	1	+	NA	NONE	6
chr1	9835565	9835715	id-743	1.41e-05	+	CAGCAGTATCTCCACACGCACACTGGGGGCCCTGT	UpstreamP1_CTCF	8
chr1	9844713	9844863	id-744	3.73e-09	+	CTGCAATTAAGGAACACTGCCAGCAGGTGGTGACA	UpstreamP1_CTCF	40
chr1	9849084	9849234	id-745	5.61e-08	-	GCAGCATTGTTCACAATGGCCAAAAGGTGGAAGCA	Upstream_CTCF	0
chr1	9852362	9852512	id-746	3.65e-05	+	GTGTGATGTGGCAGCCTCTCCAGCAGAGAGCCTCA	UpstreamP1_CTCF	23
chr1	9885547	9885697	id-747	2.43e-06	-	GAAGCAATGGCAACACCCGTCACCAGGGGAGAGGA	Upstream_CTCF	21
chr1	9888052	9888202	id-748	8.46e-07	+	ACCGCAGCACCCAGAACCACCACCAGGGTCCCCCT	Upstream_CTCF	40
chr1	9902772	9902922	id-749	2.83e-07	-	GCGGGTGGCCCCAGGCTCACCTGTAGGGGGCTGAG	V_CTCF_BR	13
chr1	9906825	9906975	id-750	4.65e-05	+	CCCCGCAGGCTCAGCCTGGCCCCCTGCTGTCTCTG	V_CTCF_BR	5
chr1	9921551	9921701	id-751	3.56e-05	-	GTGGTGGTTGTCAGCCTGGAGCCCAGGAGGCGCCC	Upstream_CTCF	10
chr1	9927640	9927790	id-752	2.75e-09	-	CCTGGCGTGCACCTCCTGCCCACTAGGTGGCGCTG	Upstream_CTCF	40
chr1	9935031	9935181	id-753	1.98e-08	+	GTGAAATACAAGGACCTGGCCACTAGGTGTCGCCA	UpstreamP1_CTCF	40
chr1	9946338	9946488	id-754	1.41e-06	+	AGGCATTCCTGGCCTCCACCCACTAGATGCCAGTA	UpstreamP1_CTCF	6
chr1	9960805	9960955	id-755	1.46e-07	+	CTGCAACTCCAGCGATCGGCCAGAGGAAGGCTATG	UpstreamP1_CTCF	3
chr1	9974584	9974734	id-756	1.69e-05	-	AAGTATTTGCCAAGGCACAACACAAGAGGGTGACA	UpstreamP1_CTCF	22
chr1	10002506	10002656	id-757	2.43e-06	-	AGTGCACCACATTTAGTGACTACTAGGTGGTGCCA	Upstream_CTCF	40
chr1	10010479	10010629	id-758	2.43e-06	+	GGAGATGGTCGTGTGATGGCCGATAGGTGGCAGTG	V_CTCF_BR	40
chr1	10075838	10075988	id-759	2.11e-06	-	ATTTGGCATAAAGCTGCAGCCACAAGTGGGCTCTG	V_CTCF_BR	15
chr1	10092647	10092797	id-760	6.39e-08	-	TCGCGTCGGGGAAGATCCACCAGAAGGTGGCGCTG	V_CTCF_BR	40
chr1	10093726	10093876	id-761	1	+	NA	NONE	25
chr1	10094572	10094722	id-762	4.88e-05	-	TAGGCTAAAGAGGGTATGGCCAGTAGGGGTCCTGA	Upstream_CTCF	40
chr1	10118639	10118789	id-763	6.49e-06	+	TCAGTGCTGCATCCTGAGCCCACCAGCTGCCGCCT	Upstream_CTCF	2
chr1	10128842	10128992	id-764	1.18e-05	-	GGGCAGCGTTCTGGGCTGCCCACAGCAGGGCTCTC	UpstreamP1_CTCF	3
chr1	10162135	10162285	id-765	1	+	NA	NONE	28
chr1	10196444	10196594	id-766	6.27e-08	+	CTGCACTGCAGCCTAGGTGACACTAGGTGACAGAG	UpstreamP1_CTCF	5
chr1	10206525	10206675	id-767	1.54e-05	+	GTGTAATTCTGTCAACAGGCCTCTAGGTAGGAATT	UpstreamP1_CTCF	2
chr1	10211742	10211892	id-768	2.73e-07	-	CCTGCTGAATCATCAGAGACCAGTAGGTGGAATGG	Upstream_CTCF	18
chr1	10213113	10213263	id-769	7.23e-07	-	CCCGCCCTCTCTAGGGTTGCCAATAGGGGGTGCTG	Upstream_CTCF	40
chr1	10233737	10233887	id-770	1.38e-06	-	GCAGCCACAGCACAACCACCCTGGAGAGGGCGCAC	V_CTCF_BR	2
chr1	10270336	10270486	id-771	1.04e-11	+	GGTTGAGCCGGCCCGAGGGCCACCAGGGGGCGCTC	V_CTCF_BR	40
chr1	10398218	10398368	id-772	1.81e-06	-	ATGGCAGAACCCAAAGCAGCCTCTTGGTGGCACCA	Upstream_CTCF	40
chr1	10437572	10437722	id-773	6.49e-06	+	CATGTCATACACAAATGTTCCACAAGGCGGGAGTG	Upstream_CTCF	40
chr1	10447950	10448100	id-774	9.66e-05	+	CCTGGCTTGATTCTGTTCATCCCCAGGGGGAGACT	Upstream_CTCF	24
chr1	10459085	10459235	id-775	1	+	NA	NONE	20
chr1	10475454	10475604	id-776	8.21e-06	-	TCACAAATAATGATGGCTCCCAGCAGGGGGTGGGC	V_CTCF_BR	9
chr1	10484095	10484245	id-777	1	+	NA	NONE	13
chr1	10488227	10488377	id-778	4.11e-07	-	AAGTAGCCCTATAATCTGGCCACTAGATGTCAGTG	UpstreamP1_CTCF	39
chr1	10490356	10490506	id-779	3.06e-08	+	GAATCCCCTCAACGGAGCGCCGCCAGGGGGCGCGC	V_CTCF_BR	40
chr1	10490810	10490960	id-780	3.45e-05	+	TGCGGGCGCCGGGGTCCGGCGGCGAGAGGCCACCT	V_CTCF_BR	12
chr1	10516267	10516417	id-781	1	+	NA	NONE	18
chr1	10554809	10554959	id-782	2.32e-08	-	AGTGGAGAACCAGATTCCACCACCAGGGGGCCCCA	Upstream_CTCF	40
chr1	10555192	10555342	id-783	1	+	NA	NONE	19
chr1	10567599	10567749	id-784	3.22e-07	+	GGTGCTATGCCCCTGGTAGCTTCTAGGGGGCAGCA	Upstream_CTCF	40
chr1	10574605	10574755	id-785	1	+	NA	NONE	39
chr1	10578285	10578435	id-786	4.96e-08	-	TGTGGAGCACCCCTGCCCACCACCCGGGGGAGGCA	Upstream_CTCF	3
chr1	10579059	10579209	id-787	1.5e-05	+	CCTGTATACTACACGTTGTCCAACAGGGGGTGAAT	Upstream_CTCF	21
chr1	10590434	10590584	id-788	6.18e-07	+	CCTGCGCCTCCGCCGGCTCCGGCTAGGGGGCACTT	Upstream_CTCF	35
chr1	10596310	10596460	id-789	7.6e-05	-	CTGCCCCAGCCCCAGTCCCCCTGTAGGCCGTGCTG	UpstreamP1_CTCF	13
chr1	10622136	10622286	id-790	3.97e-07	-	TGTAATCCCAGCTACTGGGGCAGCAGGGGGCAGTG	V_CTCF_BR	37
chr1	10646336	10646486	id-791	9.29e-06	-	ACAGCAATTCACACTCCCACCAGCAGAGTAGAAGA	Upstream_CTCF	23
chr1	10658484	10658634	id-792	8.71e-06	+	CTCTCCACATGGCATAGCCACTGCAGATGGCGCCC	V_CTCF_BR	13
chr1	10690108	10690258	id-793	6.49e-06	-	AGTGTGACTCCCCACACTGCCACCAGGCCGCAGTG	Upstream_CTCF	16
chr1	10694595	10694745	id-794	1	+	NA	NONE	4
chr1	10695149	10695299	id-795	3.16e-06	-	CAGCACTGACTCCTGGGGCCCAGGGGAGGGAGAAT	UpstreamP1_CTCF	14
chr1	10699236	10699386	id-796	4.03e-06	+	CGGCGGCGCCCTCGCGCGGCCCGGGGGCGGCGGCG	UpstreamP1_CTCF	0
chr1	10699463	10699613	id-797	1.37e-05	-	ACTGCACCTTCCCGGGCTGCCGCCACACGGTGGTG	Upstream_CTCF	3
chr1	10707709	10707859	id-798	5.67e-06	-	GGAGTAGGTGCTAGCAAGGGCGCTAGGAGGCCCTG	Upstream_CTCF	2
chr1	10725446	10725596	id-799	8.81e-07	-	CCATCTGCGCCAAGCTGAGCCGCCAGGTGGTGGTG	V_CTCF_BR	1
chr1	10746884	10747034	id-800	4.31e-07	-	TGACCCGGCTCTCCACTGCCCGGCAGGGGGTGCCC	V_CTCF_BR	10
chr1	10750663	10750813	id-801	2.43e-06	-	TTTAAAGGGATGGCCACGGACTGCAGGGGGTGCCG	V_CTCF_BR	14
chr1	10752538	10752688	id-802	1.04e-05	+	GACACCTTTACCACTTTGCCCAGCAGGGGGTGTCA	V_CTCF_BR	36
chr1	10811334	10811484	id-803	1.59e-06	+	CACACTGACCTCAGAGTAGCCGACAGAGGGCAGAG	V_CTCF_BR	5
chr1	10813395	10813545	id-804	2.01e-05	+	TGTCCAATACCACAGCTCACCTGCGGGGGTCCCCT	Upstream_CTCF	19
chr1	10815920	10816070	id-805	1	+	NA	NONE	22
chr1	10848913	10849063	id-806	1.55e-05	-	GGCTAGAGCTCAGCTCTGGACACTAGGTGGCTTAG	V_CTCF_BR	36
chr1	10854001	10854151	id-807	2.18e-07	-	CGGGGCTGCGCTCCACGTGCCCGGAGGGGGCGCTG	V_CTCF_BR	24
chr1	10896189	10896339	id-808	6.49e-06	-	TTTGTTCCCCCTCTGGCCTGCTCTAGGTGGCAGTG	Upstream_CTCF	14
chr1	10927274	10927424	id-809	3.33e-09	-	CCCGCGCCGCCCGCGGCCGCCGGTAGGGGGCGCCT	V_CTCF_BR	39
chr1	10938569	10938719	id-810	1	+	NA	NONE	0
chr1	10948370	10948520	id-811	7.6e-05	-	CTGTGATCCTGGGCGGGGACCTGGGTAGGGCGCGA	UpstreamP1_CTCF	6
chr1	10948816	10948966	id-812	2.11e-06	+	GCCCGGGGTCGACGCGGGGGCACCAGCTGCCGGCG	V_CTCF_BR	0
chr1	10970082	10970232	id-813	1.04e-07	-	CCTCTGGTGCCCCCGCCCGTCACTAGGTGGCGCCA	V_CTCF_BR	40
chr1	10997814	10997964	id-814	2.66e-05	-	TGGCCGCTAGGGTGGGCATCCGGGTGTTGGCGGAG	V_CTCF_BR	1
chr1	11002122	11002272	id-815	7.42e-12	-	GCTGCAGTTCAGAGAGCGAGCAGCAGGGGGCAGCG	Upstream_CTCF	40
chr1	11006085	11006235	id-816	4.7e-06	-	CTGACACCTAGAGGGAAAGCCAGCAGGAGGAGGCC	V_CTCF_BR	6
chr1	11008635	11008785	id-817	5.41e-06	+	TTGGCAAGACTGGACGTGGCCGCCAGGGACTAGCC	Upstream_CTCF	1
chr1	11021167	11021317	id-818	1.3e-07	-	CCTGTGATTCTGGAAGCCGCCGCTAGGGGGACGGT	Upstream_CTCF	40
chr1	11040439	11040589	id-819	6.39e-05	+	TGCGGAATTCCTCTCCCAGCAGCGGGGAGGCGCTA	Upstream_CTCF	32
chr1	11092280	11092430	id-820	1	+	NA	NONE	8
chr1	11097763	11097913	id-821	3.88e-07	+	TTGCACAGGTGAAACGTGGCCATTAGGTGGCGCCA	UpstreamP1_CTCF	40
chr1	11113086	11113236	id-822	1	+	NA	NONE	11
chr1	11114057	11114207	id-823	4.34e-05	+	CTTGCTTTCTCAATTTGTCCACATAGGGGGCGGGG	Upstream_CTCF	1
chr1	11114611	11114761	id-824	8.02e-05	+	CGTGTTTGGTGAGTGAGGGGCAACAGAAGGCAGAG	Upstream_CTCF	6
chr1	11115021	11115171	id-825	1.84e-06	-	CGGTGCAGCCGCTGACACAGCAGCAGGTGGCGCAG	V_CTCF_BR	0
chr1	11119667	11119817	id-826	2.81e-05	-	CGGGCCTCTCCACGCCGGGACCCAAGCGGGCTGGA	V_CTCF_BR	10
chr1	11120153	11120303	id-827	2.02e-06	-	CCGCACTACCCTGCTGCCGCCGACGGACGGCGCGC	UpstreamP1_CTCF	36
chr1	11122135	11122285	id-828	1	+	NA	NONE	15
chr1	11124077	11124227	id-829	4.34e-07	+	CGGCCCTGGCAGCCTCCAGGCTCTAGGTGGCACTG	UpstreamP1_CTCF	23
chr1	11132797	11132947	id-830	1	+	NA	NONE	3
chr1	11136450	11136600	id-831	1	+	NA	NONE	3
chr1	11193086	11193236	id-832	2.1e-05	-	GTGCTGCAGTACTACAGCGCCGCCACAGAGCACGA	UpstreamP1_CTCF	4
chr1	11218458	11218608	id-833	2.62e-07	-	CAGCAGAATTAGTCTAGGGGCAGCAGAGGGCACCG	UpstreamP1_CTCF	19
chr1	11236356	11236506	id-834	4.17e-05	-	CTTGCTGCCTGAGGACTTTCCGACAGGCGCCGCCT	Upstream_CTCF	5
chr1	11238105	11238255	id-835	1	+	NA	NONE	5
chr1	11301865	11302015	id-836	3.09e-06	+	TGTACATTTCTACAACAATCCAGCAGATGGCAGTA	Upstream_CTCF	39
chr1	11308287	11308437	id-837	6.8e-06	-	TCTGCTGCTGCTTTATTGTTCAATAGGTGGTGCTC	Upstream_CTCF	17
chr1	11322882	11323032	id-838	1	+	NA	NONE	39
chr1	11332834	11332984	id-839	1	+	NA	NONE	37
chr1	11346381	11346531	id-840	2.81e-06	+	TTTGTTTTATTAATAATTTCCACTAGAGGGTGTTC	Upstream_CTCF	39
chr1	11368672	11368822	id-841	1	+	NA	NONE	1
chr1	11380332	11380482	id-842	1.38e-08	+	GACCCTCGGGGCCTGTCTGCCACTAGAGGGAGCTC	V_CTCF_BR	40
chr1	11385970	11386120	id-843	2.96e-05	-	CTGCACTGCACCCAGCCCCAGCCCCGGGGGCAGTG	UpstreamP1_CTCF	0
chr1	11397680	11397830	id-844	5.96e-07	+	ACTCTCATCTCCTCTCAGGCCCCCAGGGGGCGCAC	V_CTCF_BR	40
chr1	11402734	11402884	id-845	1	+	NA	NONE	3
chr1	11412251	11412401	id-846	3.42e-08	-	CAGCCCAAAGCCCCTCCTACCAGAAGGGGGCACTG	V_CTCF_BR	13
chr1	11416037	11416187	id-847	1.48e-06	+	GTGCAACTCCTCTCAGCCACCCCCTGCTGGAAGTC	UpstreamP1_CTCF	3
chr1	11424365	11424515	id-848	5.72e-07	-	CAGCTATATCACTACCCCTCCTCTAGAGGGAGCTC	UpstreamP1_CTCF	33
chr1	11440078	11440228	id-849	3.28e-05	+	TAACCGCCTGGCAAAGACCCCAGGAGATGGTGCTA	V_CTCF_BR	1
chr1	11440682	11440832	id-850	1	+	NA	NONE	3
chr1	11458645	11458795	id-851	6.34e-08	+	GGGGCAGGCCTGCAACTGAGCACCAGGAGGCAGCC	Upstream_CTCF	13
chr1	11475411	11475561	id-852	1	+	NA	NONE	9
chr1	11518891	11519041	id-853	1.84e-06	-	CTTCAGAGATTTGCCAGGCCCAGGAGGGGGCAGGA	V_CTCF_BR	3
chr1	11538823	11538973	id-854	1.12e-09	+	CTGCAGGGGCGGGGACCGACCCCCAGGGGTCGCTG	UpstreamP1_CTCF	40
chr1	11541195	11541345	id-855	2.19e-05	+	GGGATGTGGGCACAGCTGACCCTTAGGGGGAGCTG	UpstreamP1_CTCF	4
chr1	11595134	11595284	id-856	1.26e-05	-	CTGTCTGTTCCCGTCCCTACCAGCAGGGTGCCTGC	Upstream_CTCF	7
chr1	11595482	11595632	id-857	1	+	NA	NONE	0
chr1	11595962	11596112	id-858	2.27e-05	-	TGAACATGTCCTCACCAAGCCACCAGGGGCTGGAG	V_CTCF_BR	16
chr1	11632352	11632502	id-859	1	+	NA	NONE	31
chr1	11654336	11654486	id-860	1.31e-05	-	TAGCTTCACGACATTCCTGCCTAGAGGGGGCAGGG	V_CTCF_BR	37
chr1	11672115	11672265	id-861	7.62e-07	+	ATGGCTATATCAGGGGTTCCCAGCAGAGGGCCTGG	Upstream_CTCF	6
chr1	11677481	11677631	id-862	9.81e-06	+	TGAGAACACAGGGCAGTCACCACCAGGAGGCTCTT	V_CTCF_BR	13
chr1	11702589	11702739	id-863	6.18e-07	-	GGGCCAGTTCCTCCAAGTACCACTAGGTGTCAGCA	Upstream_CTCF	40
chr1	11705842	11705992	id-864	9.55e-09	-	GGAAAAACCTGTGTGGCGTCCAGCAGGGGGCACCC	V_CTCF_BR	40
chr1	11708869	11709019	id-865	6.49e-06	-	CTGCAGGTCGGTCGGTGTACCGGGGTGGGGCGGCA	UpstreamP1_CTCF	8
chr1	11710581	11710731	id-866	1.93e-05	+	CCTGCTGGCACTTGAGCAGCCACAGCGGGGCGCCG	Upstream_CTCF	39
chr1	11724178	11724328	id-867	1.46e-07	+	GGTGCTGAGCCGCCCGCCGCCTGGAGGGGGAGACA	Upstream_CTCF	40
chr1	11733443	11733593	id-868	1	+	NA	NONE	0
chr1	11734585	11734735	id-869	8.79e-07	+	TTGCGGCATCCCTCACTGCCCTCCTGGGGGAGGCA	UpstreamP1_CTCF	0
chr1	11735445	11735595	id-870	1.1e-06	+	CCAGGATGAGCTGGGGGCCCCAGTAGGTGGCTCCA	V_CTCF_BR	7
chr1	11736843	11736993	id-871	1.01e-05	+	GGGGCAGCCCACCTGATGGACAGCAGTGGAGGCTG	Upstream_CTCF	14
chr1	11745412	11745562	id-872	1	+	NA	NONE	8
chr1	11750632	11750782	id-873	8.9e-05	-	AAGCAGCGCTCCCACCTGGCGCCCTGAGCTCGCCA	UpstreamP1_CTCF	5
chr1	11767411	11767561	id-874	3.73e-06	+	AGATCAGGTCCTGCCTCCACCACTAGGGTGTGGCC	Upstream_CTCF	25
chr1	11771253	11771403	id-875	2.58e-07	-	ACCGCACCTTCTAGGCTGGCCTGCAGGGGGCCTTG	Upstream_CTCF	40
chr1	11779951	11780101	id-876	2.2e-09	-	GTTGCAGTGCTGGAGTCGGACAGTAGAGGGCACTC	Upstream_CTCF	40
chr1	11796447	11796597	id-877	5.96e-07	-	CCGCTGGGAGGGTCTGAGTCCGGGAGGGGGCGGCC	V_CTCF_BR	33
chr1	11802105	11802255	id-878	1.08e-05	-	AACCAGTGCACCCAACCTCCCCGCTGGGGGCGCAG	UpstreamP1_CTCF	4
chr1	11807957	11808107	id-879	4.34e-05	+	CCTGCCCCACCGAAACCTCCCACAGGGGGAGCTTC	Upstream_CTCF	1
chr1	11809336	11809486	id-880	5.41e-07	-	AGGCCATTCCCACCCTCAACCAGCTGGTGGCAGTC	UpstreamP1_CTCF	40
chr1	11813987	11814137	id-881	1	+	NA	NONE	5
chr1	11845324	11845474	id-882	4.31e-09	+	ACGCTCTGGCCCCGGATGGCCAGCAGGGGGAGCCT	UpstreamP1_CTCF	40
chr1	11862754	11862904	id-883	1	+	NA	NONE	13
chr1	11863710	11863860	id-884	2.66e-05	+	GGGGGACTCAGGGGCAGAGACTGCAGGGGTTGGTG	V_CTCF_BR	12
chr1	11864499	11864649	id-885	8.71e-06	+	CCACCAGGGCACAGACAGGCCAACAGAGGGCATAG	V_CTCF_BR	1
chr1	11883567	11883717	id-886	1.03e-06	+	CAGCTGTGGTTCTGCAAGCCCTCCAGGTGACGCTC	UpstreamP1_CTCF	0
chr1	11898829	11898979	id-887	1.87e-09	+	GGACCCTTTCCCCTGCCTGCCAGCAGATGGCACCA	V_CTCF_BR	40
chr1	11905977	11906127	id-888	4.94e-06	-	TTTGCAGTACTGAAGATAACAGCCAGGGAGGACAA	Upstream_CTCF	14
chr1	11915043	11915193	id-889	1.48e-06	+	GATGTTGAACTGAGTGATGCCACCAGGAGGGGGAC	Upstream_CTCF	5
chr1	11919456	11919606	id-890	1	+	NA	NONE	37
chr1	11925666	11925816	id-891	3.16e-06	+	CTGCAGTAACAAAGAACCACAGACAGGGGGCTTGA	UpstreamP1_CTCF	40
chr1	11928951	11929101	id-892	3.24e-06	-	GGGGAAGTGGTAGGTGCCAACGCTAGGTGGCACGG	Upstream_CTCF	5
chr1	11935237	11935387	id-893	2.55e-06	-	TTGGAGATTCAATCTGCCGCCACTAGGAGGAGGCC	Upstream_CTCF	9
chr1	11942114	11942264	id-894	1	+	NA	NONE	5
chr1	11954104	11954254	id-895	2.46e-08	-	GGGCGCTGCTACTGCATCTCCAGCAGGTGGCGCTG	V_CTCF_BR	40
chr1	11967829	11967979	id-896	1.43e-05	-	AGCGCTGCGCCTGAGGCCACCACCGCGGGGCAGAG	Upstream_CTCF	40
chr1	11991171	11991321	id-897	2.66e-05	+	CCTCCTGGCATTTCCTCTTCCTCCAGGGGTCTGGA	V_CTCF_BR	5
chr1	12027335	12027485	id-898	1	+	NA	NONE	40
chr1	12042167	12042317	id-899	7.1e-07	-	ATGCCATTCAAGAGACTTGCCACCAGAGGTCCAGG	UpstreamP1_CTCF	26
chr1	12056339	12056489	id-900	1.97e-06	+	GCTGGCTGTCAGCCCTGTGCCTGCTGGGGGAGCAA	V_CTCF_BR	6
chr1	12061759	12061909	id-901	1	+	NA	NONE	40
chr1	12062074	12062224	id-902	1	+	NA	NONE	3
chr1	12064793	12064943	id-903	1.38e-06	-	GGCGGTGCAGCTCCTGCCACCAGAAGAGGGAAGTT	V_CTCF_BR	2
chr1	12065606	12065756	id-904	3.66e-06	+	AAGCTGTTCAGCATCCCTGGCAGTAGCTGGTAGAG	UpstreamP1_CTCF	2
chr1	12074417	12074567	id-905	1.38e-06	-	GGCTGCTGCCTTGAAACAGCCACAAGATGGCGAGG	V_CTCF_BR	29
chr1	12091421	12091571	id-906	6.67e-08	-	CTGCTGCGAGGTCTCTGTCCCTCTAGGGGGCACCC	UpstreamP1_CTCF	40
chr1	12109723	12109873	id-907	1.08e-05	-	TAGCAGTCCCTGTATTAGTCCACTAGGGCTGAGTA	UpstreamP1_CTCF	24
chr1	12112035	12112185	id-908	1	+	NA	NONE	1
chr1	12113184	12113334	id-909	1.22e-07	+	CCTGGAGTACAAGGAAGGGACCCCAGGGGTCAGTG	Upstream_CTCF	17
chr1	12113478	12113628	id-910	3.22e-05	-	TTGCACTGACACTGCACAGGCGCCAGGGTTCTTTC	UpstreamP1_CTCF	16
chr1	12119812	12119962	id-911	1.21e-05	+	ACTTTCATACCACCTGAAACCTGCCGAGGGCACCC	Upstream_CTCF	2
chr1	12123921	12124071	id-912	1	+	NA	NONE	5
chr1	12139752	12139902	id-913	2.89e-07	-	TCGGTAAATCCATAGCTTGCCACCGGAGGGCAGTC	Upstream_CTCF	40
chr1	12141786	12141936	id-914	1	+	NA	NONE	2
chr1	12167004	12167154	id-915	4.03e-06	-	GGGCAGCTGGGGTCCAGGGGCAGCAAAGGGAGGCC	UpstreamP1_CTCF	40
chr1	12173977	12174127	id-916	1	+	NA	NONE	15
chr1	12178778	12178928	id-917	5.01e-09	+	AGCATGCAGTTAAGCCTTGCCAGCAGAGGGCGCTA	V_CTCF_BR	40
chr1	12184944	12185094	id-918	2.55e-09	+	CTTGCAGTTCTAGTGGCTGACACGAGGTGGCAGTA	Upstream_CTCF	40
chr1	12203786	12203936	id-919	2.66e-05	+	CTGGAGACTCGTGGACTTACCGCCTGGAGGCAGGC	V_CTCF_BR	18
chr1	12213665	12213815	id-920	2.4e-05	+	GGGCTGGCTGGGCTGGTAGGTCCCAGGGGGCAGCA	V_CTCF_BR	7
chr1	12224833	12224983	id-921	1.48e-06	+	GGGAGGTGGTGAATTGTGGCCAGCAGGAGGTGCAG	V_CTCF_BR	11
chr1	12244449	12244599	id-922	2.2e-06	-	GCTCCAGCCCCCCCGGTAGCCGGCAGAGGGGGTAG	Upstream_CTCF	28
chr1	12256893	12257043	id-923	1	+	NA	NONE	22
chr1	12259656	12259806	id-924	6.98e-07	-	GGCTGAGACCTCCTGCCTCCCTCCAGAGGGAGCTA	V_CTCF_BR	18
chr1	12269017	12269167	id-925	2.64e-08	-	GAGGTTCTCCCAGGACTGTCCACCAGGGGGCAGGT	Upstream_CTCF	40
chr1	12289186	12289336	id-926	1.1e-05	+	TTCTGTAGCTCTGGATTGGCCACAAGAGGGTATTG	V_CTCF_BR	14
chr1	12289930	12290080	id-927	4.24e-09	+	ACTGCAGGAGCGGCCGCCGGCGCCAGGGGGCGCCT	Upstream_CTCF	40
chr1	12292781	12292931	id-928	2.41e-08	-	CTGCATTACTGGTACCTGGGCACCAGATGACGCTG	UpstreamP1_CTCF	8
chr1	12304271	12304421	id-929	1.54e-05	-	ATGGAGATCACCCAAGGGTCCACATGGGGGCGATA	UpstreamP1_CTCF	40
chr1	12332240	12332390	id-930	4.89e-09	+	GGTGCACTGCTACAATACAGCAGCAGGTGGCACAG	Upstream_CTCF	39
chr1	12335553	12335703	id-931	2.18e-07	+	GTGGGGAGGCAGCATTGGGTCAGCAGGTGGCGCTC	V_CTCF_BR	40
chr1	12336435	12336585	id-932	1.61e-05	-	ATACAGTTCACTTTAAATTCCGCCAGGAGGAGCTG	UpstreamP1_CTCF	40
chr1	12374503	12374653	id-933	7.1e-07	+	TTGCAGTTTCATTTATTGGCCAAAAGATGTCTCTG	UpstreamP1_CTCF	35
chr1	12399545	12399695	id-934	1	+	NA	NONE	35
chr1	12436241	12436391	id-935	1	+	NA	NONE	20
chr1	12466138	12466288	id-936	1.65e-07	+	GTGTAGTAAGTTAATGTTTCCAGCAGGGTGCGGGG	UpstreamP1_CTCF	28
chr1	12467598	12467748	id-937	3.63e-06	+	CTTTGACTGTCCAGATTAACCTGAAGGTGGCAGAA	V_CTCF_BR	35
chr1	12482658	12482808	id-938	3.81e-05	-	GGTCTCTCACCAAGCCTAACCAACAGGAGGTGCTC	V_CTCF_BR	13
chr1	12514726	12514876	id-939	1	+	NA	NONE	17
chr1	12599997	12600147	id-940	3.4e-06	+	GCTGCTTTGAATTTCCCTTCCAGTTGGGGGAGCTG	Upstream_CTCF	24
chr1	12654594	12654744	id-941	9.31e-05	-	TTTGCACCAACTGTTCCCTCCACCAGGGATGCTCT	Upstream_CTCF	20
chr1	12656135	12656285	id-942	3.88e-06	+	CCCGGCAGCCCTCGCCGCCCCTCTGGCGGGCACCC	V_CTCF_BR	5
chr1	12661359	12661509	id-943	8.21e-06	+	TGGAAAGGTTACGTTACGAGCAGCAGGGGGCAGGT	V_CTCF_BR	39
chr1	12679036	12679186	id-944	1	+	NA	NONE	15
chr1	12679964	12680114	id-945	1.62e-08	-	GCGCAGTATCCTATCTGGGCCACCAGGCGGCTCCG	UpstreamP1_CTCF	40
chr1	12691238	12691388	id-946	2.4e-05	+	CCTCTCCGCTAGGAGCTGAACACTTGTGGGAACAC	V_CTCF_BR	1
chr1	12703222	12703372	id-947	1.35e-05	-	AAGAAGTTGCTCAACTGCTACACCAGGGGGACTCA	UpstreamP1_CTCF	20
chr1	12719097	12719247	id-948	4.64e-09	-	CTGTCCTTCGTCACTCCCACCACCAGGTGGCAGTA	UpstreamP1_CTCF	40
chr1	12820443	12820593	id-949	8.52e-08	+	ATGCAGGTGCACCTTGAGACCGCCAGGGGCTGGCT	UpstreamP1_CTCF	23
chr1	12820765	12820915	id-950	1	+	NA	NONE	2
chr1	12824304	12824454	id-951	1.19e-06	-	GAAGGTGAAGCAGTGCTGACCAGGTGAGGGCAGTC	V_CTCF_BR	2
chr1	12839271	12839421	id-952	1	+	NA	NONE	2
chr1	12841755	12841905	id-953	3.56e-06	-	TTTGTAACTCAGAAAAAATCCGGCAGATGGCACAT	Upstream_CTCF	31
chr1	12844024	12844174	id-954	6.17e-09	+	ATGCAGTGTACTACCTTGTCCACTAGGTGGTGATG	UpstreamP1_CTCF	37
chr1	12858625	12858775	id-955	1	+	NA	NONE	4
chr1	12866630	12866780	id-956	1	+	NA	NONE	6
chr1	13038624	13038774	id-957	3.18e-06	+	GAGTGGAAAACAAAAAATCCCAGCAGGGGGCAGCA	V_CTCF_BR	25
chr1	13785545	13785695	id-958	2.4e-05	-	CGGCTCACTGCAAGCTCCGCCGCAGGGAGGCAGAA	V_CTCF_BR	1
chr1	13795904	13796054	id-959	1.69e-05	+	AATTACTTAACACTCAAGGCCGCTAGAGGCCACTA	UpstreamP1_CTCF	22
chr1	13840487	13840637	id-960	4.04e-08	-	GTGCTTTGGCACCAGGCGGGCGCGAGGGGGCAGGG	UpstreamP1_CTCF	7
chr1	13843822	13843972	id-961	8.79e-07	+	CTGCCCTTTTTAGCTACCACCGCTAGGGAGCACCA	UpstreamP1_CTCF	31
chr1	13866295	13866445	id-962	4.31e-07	-	GCAGGTTATATACCGCACACCTCCAGGGGGCACCA	V_CTCF_BR	18
chr1	13866721	13866871	id-963	1	+	NA	NONE	4
chr1	13870551	13870701	id-964	5.61e-08	-	TTTGCAGTGACTGTCCTGGCCGCGAGACGGCAGCA	Upstream_CTCF	31
chr1	13897541	13897691	id-965	1.06e-05	-	GTTGCACTGCTTTAGCTGACAGTTAGGGGGTGCTG	Upstream_CTCF	31
chr1	13990785	13990935	id-966	1	+	NA	NONE	13
chr1	13992272	13992422	id-967	2.58e-09	+	CTGCAACTCTTCCTGATGCCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr1	14006086	14006236	id-968	1.32e-05	+	CATGTGACACCATACCTTCCCACAGGGTGGCTCCT	Upstream_CTCF	2
chr1	14024377	14024527	id-969	1.75e-07	+	GAGCAATTCTCTGCTAGAGACTCCAGAGGGAGCCC	UpstreamP1_CTCF	20
chr1	14030440	14030590	id-970	1.04e-06	+	GCAGCATTAATGCAGCTTTCCTCTAGGGGGAAAAG	Upstream_CTCF	22
chr1	14041495	14041645	id-971	3.97e-05	-	TTGAATTTACTAACATTGGCCACCAGGAGTTCTCT	UpstreamP1_CTCF	35
chr1	14052450	14052600	id-972	3.06e-08	-	ACTTTGCCCATAGTCCCAGCCAGCAGGTGGCAGAG	V_CTCF_BR	40
chr1	14075595	14075745	id-973	7.55e-07	+	CGCGGGTGCGGTCCTCCCTCCAGCAGAGGGTTCCG	V_CTCF_BR	25
chr1	14085685	14085835	id-974	1	+	NA	NONE	26
chr1	14087507	14087657	id-975	1	+	NA	NONE	6
chr1	14091115	14091265	id-976	1	+	NA	NONE	19
chr1	14091601	14091751	id-977	2.15e-05	-	GGGAGACTTGGGCAGAAGGACTGATGGGGGCACCA	V_CTCF_BR	9
chr1	14115386	14115536	id-978	1	+	NA	NONE	20
chr1	14128256	14128406	id-979	1.55e-05	-	TGGGGAGACCACAGAATGACGGCCAGGTGGCGCAT	V_CTCF_BR	7
chr1	14133821	14133971	id-980	9.29e-06	-	ACTGTCTGTCTAGCAGGCTCCATGAGGGGGCGCAT	Upstream_CTCF	38
chr1	14135316	14135466	id-981	4.31e-07	+	CCTGACCAGGGCCATGTTGCCTCAAGAGGGCGACC	V_CTCF_BR	7
chr1	14136330	14136480	id-982	1	+	NA	NONE	16
chr1	14137808	14137958	id-983	5.77e-08	-	CAAGGGGATGCCCCATCAGCCAGCAGGGGGCGAGC	V_CTCF_BR	40
chr1	14140227	14140377	id-984	3.42e-08	-	TGCAGCAACCATAGCGTCTCCACCAGGGGGCGCGC	V_CTCF_BR	39
chr1	14151668	14151818	id-985	4.59e-07	-	ATGTGGTTCAACTCACTGGCTGGCAGGTGGCAGAG	UpstreamP1_CTCF	27
chr1	14155451	14155601	id-986	4.11e-08	+	GCTGTGATGCCACCTCCCACCAGCAGATGGGGTCC	Upstream_CTCF	40
chr1	14199820	14199970	id-987	8.64e-05	+	CTTGTCACATTTCATCCTGACGGAAGAGGGGGCTC	Upstream_CTCF	0
chr1	14256780	14256930	id-988	9.55e-09	+	CTGAAGCCAGGGTGAACCACCAGCAGAGGGCAGCC	V_CTCF_BR	25
chr1	14277266	14277416	id-989	4.23e-06	+	ATGCAGTTCCCACTGGCTGCCTCTTGGGGCGTTTC	UpstreamP1_CTCF	31
chr1	14286994	14287144	id-990	7.44e-09	-	CATGCCATTCATGCTTTGACCACCAGAGGTCACTG	Upstream_CTCF	40
chr1	14292405	14292555	id-991	5.9e-06	+	TGGTTATTGGAGATGGAGCCCAGGAGGGGGAGGCA	UpstreamP1_CTCF	39
chr1	14319085	14319235	id-992	1.56e-05	+	CATGAAAGTAAAAGGAAAGCCTCCAGGAGGCACTC	Upstream_CTCF	5
chr1	14347602	14347752	id-993	6.37e-07	+	CAGCATCCTTGGCCTCTGTCCACTAGATGCCAGCA	UpstreamP1_CTCF	6
chr1	14421630	14421780	id-994	1	+	NA	NONE	34
chr1	14437767	14437917	id-995	1	+	NA	NONE	5
chr1	14440445	14440595	id-996	4.14e-06	+	ACAAACTGGCAGCAAACGTCCAGGGGAGGGCACTC	V_CTCF_BR	35
chr1	14451298	14451448	id-997	1	+	NA	NONE	3
chr1	14454661	14454811	id-998	1.06e-05	+	TGTGCTTTGGTGCACAATGCCACCAAGGGGTGCTG	Upstream_CTCF	3
chr1	14465208	14465358	id-999	1.81e-06	-	ACAGCCTTGCCCATTCATTCCACTAGTGGGAGTCG	Upstream_CTCF	16
chr1	14467716	14467866	id-1000	4.23e-06	-	CGGCCAGGTCCCCATGTGACCACTTGGGGCAAGCA	UpstreamP1_CTCF	7
chr1	14476087	14476237	id-1001	4.23e-06	-	GAGCATAAACCCACAGTCACCACAAGGAGGCTGTC	UpstreamP1_CTCF	24
chr1	14555288	14555438	id-1002	5.72e-07	+	CTGCATTGTCATCTCCATGCCATTAGGTGGCCCAG	UpstreamP1_CTCF	7
chr1	14592457	14592607	id-1003	1	+	NA	NONE	2
chr1	14690688	14690838	id-1004	1.32e-05	-	CCCTTAGTTCCACAAGTGGCAGGTAGAGGGAGTTT	Upstream_CTCF	29
chr1	14692953	14693103	id-1005	1.93e-05	+	CTAGCCAGCTGCTTCGGCGCCAGCAGGGGCAGACT	V_CTCF_BR	22
chr1	14719042	14719192	id-1006	1	+	NA	NONE	2
chr1	14722221	14722371	id-1007	2.18e-07	+	GTGAAGACATTTAACGTGAACAGCAGGGGGCACCA	V_CTCF_BR	20
chr1	14741979	14742129	id-1008	2.38e-07	-	CCTTAGCAGGTCTGGTCTACCACCTGGGGGCAGCA	V_CTCF_BR	25
chr1	14761452	14761602	id-1009	1	+	NA	NONE	1
chr1	14761879	14762029	id-1010	1.48e-06	+	AAACACCCCAGCTCCTTTGACACTAGGGGGCAGCT	V_CTCF_BR	27
chr1	14763678	14763828	id-1011	8.19e-06	-	CGGCAGTGAGCTGGAGCCCCCAGCTGTGGGATGTG	UpstreamP1_CTCF	1
chr1	14769263	14769413	id-1012	1.3e-07	-	GTGCTGTAGGGCTAAACTGCCACAAGGCGGCAATG	UpstreamP1_CTCF	8
chr1	14804468	14804618	id-1013	1	+	NA	NONE	2
chr1	14849432	14849582	id-1014	4.5e-05	+	CTGTAATTCCCCCAACTCCCCAGCATGTACGAGCT	UpstreamP1_CTCF	4
chr1	14854840	14854990	id-1015	9.39e-07	-	TTTGTAGTTCCAAGAACTAGAACTAGAGGTCAGCG	Upstream_CTCF	20
chr1	14864946	14865096	id-1016	7.02e-05	-	CTGTCCTTCTCACCTTCCACCATGTGAGGACAGCA	UpstreamP1_CTCF	35
chr1	14893690	14893840	id-1017	2.97e-06	+	GAAAGAAATGGGGAAACGGCCAGTTGGTGGAGCTG	V_CTCF_BR	27
chr1	14898465	14898615	id-1018	8.34e-07	-	AAGAAGTACCTCCCCCGAAGCTGCAGGGGGCAGCC	UpstreamP1_CTCF	33
chr1	14924113	14924263	id-1019	1	+	NA	NONE	8
chr1	14933245	14933395	id-1020	6.37e-07	+	CAGCATTCCTGGCCTCTACCCACTAGATGACAGTA	UpstreamP1_CTCF	34
chr1	14934927	14935077	id-1021	1	+	NA	NONE	21
chr1	14973116	14973266	id-1022	1	+	NA	NONE	0
chr1	15056197	15056347	id-1023	4.7e-06	+	ATAACAACACTAAGGCCCTGCAGCAGGGGGCACAA	V_CTCF_BR	2
chr1	15058507	15058657	id-1024	6.34e-08	-	CCAGTAGTTCACCCAGGGTCCGACAGGTGTCGCTG	Upstream_CTCF	40
chr1	15096098	15096248	id-1025	3.2e-08	+	CCTGCCCTTCCAGGTCTTACCAACAGAGGGCTCTT	Upstream_CTCF	23
chr1	15105743	15105893	id-1026	1.84e-06	+	ATGACTCCTACACATCCTGCCACTAGGAGGCAGTG	V_CTCF_BR	39
chr1	15109514	15109664	id-1027	1	+	NA	NONE	28
chr1	15109753	15109903	id-1028	1	+	NA	NONE	20
chr1	15114158	15114308	id-1029	1.97e-06	-	CACAGGGCTGTTGTGCACAACTGCAGGGGGCGCCA	V_CTCF_BR	20
chr1	15131262	15131412	id-1030	3.22e-07	-	TGGGGAGTTCCTCCAGGGGTCCCCAGAGGGAGCCG	Upstream_CTCF	37
chr1	15152696	15152846	id-1031	1	+	NA	NONE	16
chr1	15160253	15160403	id-1032	8.16e-07	+	TGATGACATCCATGCTTCACCAGCAGGTGGTGGCC	V_CTCF_BR	8
chr1	15177205	15177355	id-1033	1.28e-06	-	GTGGCAGGGCCACCTTCCTCAGGCAGGTGGCAGCC	Upstream_CTCF	24
chr1	15241961	15242111	id-1034	9.78e-09	+	GAAGAAGTTCCGCTAGTAGCCACCAGGGGCAGCAG	Upstream_CTCF	40
chr1	15251096	15251246	id-1035	7.82e-06	-	GCGCGCTGCGAGAACTTTGCCACCAGCGGCTTCCC	UpstreamP1_CTCF	23
chr1	15251564	15251714	id-1036	1	+	NA	NONE	16
chr1	15252214	15252364	id-1037	2.96e-05	+	CCCAGGAGATGGAATGCCGCCTCTGGGTGTCAGGG	V_CTCF_BR	25
chr1	15272647	15272797	id-1038	8.98e-06	+	ATGTGATTGCCGGAAACGCCCACTAGGTGTGTACC	UpstreamP1_CTCF	14
chr1	15284307	15284457	id-1039	1	+	NA	NONE	0
chr1	15309903	15310053	id-1040	2.58e-05	+	AATGCAAAGTGACGTGACCCCTGTGGGGGGAGCAA	Upstream_CTCF	21
chr1	15319968	15320118	id-1041	1	+	NA	NONE	0
chr1	15323051	15323201	id-1042	1	+	NA	NONE	3
chr1	15326676	15326826	id-1043	1	+	NA	NONE	22
chr1	15348107	15348257	id-1044	1	+	NA	NONE	6
chr1	15354102	15354252	id-1045	9.27e-07	-	CAGACGATCCCAGCTGCTGCCAGCAGGGGGCCCCC	UpstreamP1_CTCF	40
chr1	15359961	15360111	id-1046	1	+	NA	NONE	32
chr1	15364740	15364890	id-1047	7.82e-06	+	GAGCAGAGTCCAAGAGGATCCAAAAGATGGCGCTG	UpstreamP1_CTCF	38
chr1	15373135	15373285	id-1048	4.68e-07	-	TCCTGCCCAGCAGTTCTCACCACTAGGGGTCAGCA	V_CTCF_BR	40
chr1	15389094	15389244	id-1049	9.14e-09	+	CTTGCAATTCCAGAAATAACCACCAGGAGTCTCCC	Upstream_CTCF	39
chr1	15391095	15391245	id-1050	1	+	NA	NONE	19
chr1	15426971	15427121	id-1051	7.78e-06	-	GCTGTCATTCCGCTGCTCGCCACACAGTGGCAGCC	Upstream_CTCF	40
chr1	15437215	15437365	id-1052	1.21e-05	+	AGTTCAATTTCCATCCCTGCCACTGGGTGTCTTGT	Upstream_CTCF	6
chr1	15437454	15437604	id-1053	2.18e-07	+	CTGGACCTGGGGAATTTCGCCTCCAGGTGGAGCAG	V_CTCF_BR	17
chr1	15455125	15455275	id-1054	1.76e-09	+	CTCGCAGTCCCAGAACTCGCCACTAGATGGCAGGA	Upstream_CTCF	40
chr1	15468852	15469002	id-1055	3.56e-06	-	ATAGCTATACAAGATGTTACCACTGGGGGAGGCTG	Upstream_CTCF	18
chr1	15478912	15479062	id-1056	2.27e-05	+	GTCTGGAGGCGGTGGATTCCCGGTAGGAGGCGCCT	V_CTCF_BR	40
chr1	15480651	15480801	id-1057	8.21e-06	+	AGGCAGCTGGCCTTGGGGGCCCCCTGTTGGCGGGA	V_CTCF_BR	40
chr1	15494136	15494286	id-1058	1	+	NA	NONE	4
chr1	15495187	15495337	id-1059	3.11e-05	+	GAGCAGACAAACTTGCTTCCCACAAGAGGGCTTCA	V_CTCF_BR	20
chr1	15517931	15518081	id-1060	1.55e-07	-	CTGCCCTTCCCAGCAGGGGCCTCTGGGGGCCAGGT	UpstreamP1_CTCF	3
chr1	15526921	15527071	id-1061	7.12e-06	-	CTGAGGCCTCTCTCTGTGGCCTGTAGATGGCCACC	UpstreamP1_CTCF	22
chr1	15528772	15528922	id-1062	4.3e-06	-	ATGGCAGACCCAGGCAACTCCTGCAGGTGGCATTC	Upstream_CTCF	5
chr1	15530406	15530556	id-1063	2.27e-05	-	AGAATTTATCAAATCAGGGACTGCAGAGGGTGCTG	V_CTCF_BR	27
chr1	15556515	15556665	id-1064	3.8e-07	+	ACAGCATCCCTAGCCTCCACCACTAGATGCCAGAA	Upstream_CTCF	3
chr1	15599150	15599300	id-1065	2.11e-08	-	ATGCAACTCCAAGAAATGCCCAGAAGAGGGTGCTA	UpstreamP1_CTCF	40
chr1	15607598	15607748	id-1066	5.01e-06	-	CAGACAGAAGAGCCCCAGGGCAGCAGAGGGTGCTA	V_CTCF_BR	3
chr1	15608247	15608397	id-1067	2.11e-06	-	ACACATAAGTAATCCCCAACCAGGAGGTGGAGCTG	V_CTCF_BR	0
chr1	15610143	15610293	id-1068	3.6e-07	+	ACTGCAGTTCTCTGAGTGGCATCCAGGGTGCTGCA	Upstream_CTCF	33
chr1	15614705	15614855	id-1069	3.73e-06	+	TCATCAGTGCCACCTTCAACCACTAGGCACCAGGG	Upstream_CTCF	24
chr1	15631335	15631485	id-1070	2.14e-11	-	CGGTGTGCCCTGCACCTGGCCACCAGGTGGCGCTC	V_CTCF_BR	40
chr1	15650145	15650295	id-1071	4.42e-12	+	CTGCAGGGTCCTGTAATGGCCAGCAGAGGGCAGCA	UpstreamP1_CTCF	40
chr1	15651996	15652146	id-1072	1	+	NA	NONE	13
chr1	15655655	15655805	id-1073	3.97e-05	+	CTGAGTCCTCCCAAGGCGGCCAATACGTGGCGCTG	UpstreamP1_CTCF	24
chr1	15691371	15691521	id-1074	2.81e-05	-	GACAACTTCCCCTCCCACACCCCTGGAGGGCAGCA	V_CTCF_BR	22
chr1	15707741	15707891	id-1075	4.14e-06	+	CCATGAAATACCTCTCCCGCCAGGAGAGGGAGAAG	V_CTCF_BR	2
chr1	15712684	15712834	id-1076	5.37e-06	+	CTGTGGGGAAGAGAAAAGGCCACTCGGGGGCGGGG	UpstreamP1_CTCF	1
chr1	15717286	15717436	id-1077	7.23e-07	+	TCTGCAGCCCCTTCCACTTGCTCTGGGAGGCGCTG	Upstream_CTCF	13
chr1	15730529	15730679	id-1078	1	+	NA	NONE	14
chr1	15747603	15747753	id-1079	3.8e-08	+	ACTTGACCAGGTCACTCTGCCAGCAGGTGGCAGAG	V_CTCF_BR	22
chr1	15748104	15748254	id-1080	3.03e-05	-	AGTGCATGGGTTTCTTCTGCAGCCAGGGGCAGCTC	Upstream_CTCF	7
chr1	15753585	15753735	id-1081	1	+	NA	NONE	17
chr1	15757738	15757888	id-1082	6.05e-12	-	GCTGTAGTACCATCCCTGGCCACCTGGGGGCAGCG	Upstream_CTCF	40
chr1	15759343	15759493	id-1083	1.34e-06	+	CAAGGAACACTCCCCATGTCCAGCAGGGAGCTCCC	Upstream_CTCF	6
chr1	15769028	15769178	id-1084	1	+	NA	NONE	6
chr1	15828010	15828160	id-1085	1.28e-06	-	CTGGTGCTTAACGCAGTTACCACATGGTGGCGCCA	V_CTCF_BR	40
chr1	15852967	15853117	id-1086	6.49e-06	-	GAAGGTGTTTCCGCTCCTACCGGGAGATGGCCCTC	Upstream_CTCF	37
chr1	15911030	15911180	id-1087	1.32e-05	+	CTTCCAACTCGACCCGGGGCCAGCAGGGGCGCCTG	Upstream_CTCF	39
chr1	15921708	15921858	id-1088	2.58e-09	+	ATGCAGTTTCAGAATCAAGCCAGGAGAGGGCACAG	UpstreamP1_CTCF	40
chr1	15945461	15945611	id-1089	1	+	NA	NONE	12
chr1	16011417	16011567	id-1090	3.29e-05	+	GCTGCATCCCCGGGTCCCCCCGCCAGGCTGGCGTC	Upstream_CTCF	26
chr1	16029718	16029868	id-1091	1	+	NA	NONE	37
chr1	16046306	16046456	id-1092	2.66e-05	+	ACTCCGTCACCTCCACCAACCTGGAGTGGGATGAC	V_CTCF_BR	4
chr1	16052169	16052319	id-1093	1	+	NA	NONE	2
chr1	16058584	16058734	id-1094	1.38e-08	+	ACCTGAGGGCCAAGACGGACCTCCAGGGGGCAGCC	V_CTCF_BR	4
chr1	16063016	16063166	id-1095	5.01e-06	+	TGGTGAAGACGCGGCTGCAGCTGCAGGGGGAGCTG	V_CTCF_BR	11
chr1	16066364	16066514	id-1096	2.27e-05	+	GGCCCATGGGCCCGGACTGCCCATAGGGGTCACTG	V_CTCF_BR	36
chr1	16067959	16068109	id-1097	9.38e-09	-	CTGATGCTCCTCCCTGGGTCCACTAGGTGGCAGGC	UpstreamP1_CTCF	40
chr1	16084108	16084258	id-1098	2.27e-06	+	CCAGATCCTGTCTGGCCACCCCGCAGATGGCGCTG	V_CTCF_BR	7
chr1	16087589	16087739	id-1099	1.01e-05	-	TCGGCATGTTCCGGGCTGGTCCCCAGGGGCTGCTG	Upstream_CTCF	8
chr1	16110779	16110929	id-1100	1	+	NA	NONE	8
chr1	16118624	16118774	id-1101	2.46e-08	+	AAGGCAGGTGCGCACACAACCACTAGAGGGCAGCA	V_CTCF_BR	40
chr1	16125557	16125707	id-1102	9.66e-05	+	GCTGAAGCAGGAGAGAAACCCATGAGGGGTCACCC	Upstream_CTCF	3
chr1	16129960	16130110	id-1103	2.34e-06	+	CTACAATTCTAACAACCTCCCAGCAGATGTCAGTG	UpstreamP1_CTCF	39
chr1	16142130	16142280	id-1104	1.52e-07	+	CACACAGATGCAGCTGTGACCTCGAGAGGGCAGCA	V_CTCF_BR	40
chr1	16156916	16157066	id-1105	1	+	NA	NONE	13
chr1	16173897	16174047	id-1106	1	+	NA	NONE	2
chr1	16203080	16203230	id-1107	1	+	NA	NONE	34
chr1	16212262	16212412	id-1108	1.55e-05	+	TCCCATCAGTGGCAGACAAACTGCAGAGGTCACTG	V_CTCF_BR	35
chr1	16251328	16251478	id-1109	4.1e-06	-	TAAGCACTGCCAACTGAAACCACATGGGGCAAACC	Upstream_CTCF	36
chr1	16264367	16264517	id-1110	1	+	NA	NONE	13
chr1	16270863	16271013	id-1111	8.16e-07	-	CCTCGGGCAACCTCAAGCGCCACCAGCTGGTGCAC	V_CTCF_BR	1
chr1	16274632	16274782	id-1112	7.82e-06	-	GCCCTGTGCCATGCTAGGCCCTCCAGGGGCAGCAC	UpstreamP1_CTCF	4
chr1	16275519	16275669	id-1113	1	+	NA	NONE	15
chr1	16277864	16278014	id-1114	9.55e-09	+	CAAGAGCAGCTCGAGGGGGCCAGGAGGGGGCGGAC	V_CTCF_BR	11
chr1	16278814	16278964	id-1115	1	+	NA	NONE	18
chr1	16284062	16284212	id-1116	1.38e-07	+	ACTGCAGTGCAAAGACAGACCGCAAGGAGGCTTAG	Upstream_CTCF	38
chr1	16285458	16285608	id-1117	5.63e-06	-	CAGCTAAACCCTTCTAGGGCCACCTGGGGGTGACA	UpstreamP1_CTCF	24
chr1	16288744	16288894	id-1118	3.81e-05	-	AGTAACCTCCTCTGGAGTCTCAGCAGATGGAGCTG	V_CTCF_BR	10
chr1	16302040	16302190	id-1119	2.15e-05	-	GAGGGTGGGCGTTCTGCGGCCGCGAGGGAGCGCAG	V_CTCF_BR	33
chr1	16321140	16321290	id-1120	1.62e-08	-	CCGCAGTGTGACCAGCCTGCCAGCAGGTGGCCAGC	UpstreamP1_CTCF	40
chr1	16333670	16333820	id-1121	1	+	NA	NONE	34
chr1	16335617	16335767	id-1122	8.76e-09	+	CTGCACATCCGGCTTTTCACCAGCAGGTGTCGCCC	UpstreamP1_CTCF	40
chr1	16339097	16339247	id-1123	1	+	NA	NONE	25
chr1	16339666	16339816	id-1124	2.19e-05	-	TCAGCGAGCCCTCCCTCGGCCGGCCGGTGCTGGGA	Upstream_CTCF	1
chr1	16344133	16344283	id-1125	1	+	NA	NONE	16
chr1	16359432	16359582	id-1126	2.41e-08	-	CTGCAATGTCCAGTGTGGGCCACTGGGGGATGCCA	UpstreamP1_CTCF	40
chr1	16368694	16368844	id-1127	1.48e-06	-	CAGGAGGCTGAGAAGAGGGCAGCCAGGGGGCGCAG	V_CTCF_BR	25
chr1	16373510	16373660	id-1128	1	+	NA	NONE	16
chr1	16375346	16375496	id-1129	1	+	NA	NONE	25
chr1	16375502	16375652	id-1130	1	+	NA	NONE	14
chr1	16382686	16382836	id-1131	6.47e-09	-	CCTGCAATGTCCAATGTGGCCACTGGGGGATGCCA	Upstream_CTCF	40
chr1	16399547	16399697	id-1132	6.21e-06	+	AGAGCTGGTTCCCAGGCACCCGGCAGGGGGTGTGT	Upstream_CTCF	35
chr1	16400089	16400239	id-1133	7.44e-09	+	CGCGCAGTGCCCGCCGCTGCCAGGGGAGGGCGACA	Upstream_CTCF	36
chr1	16405473	16405623	id-1134	4.48e-07	+	AGTGTGAGGCAGCCGCTGGCCATCAGGGGGCAGCC	Upstream_CTCF	40
chr1	16408933	16409083	id-1135	1.87e-09	+	GGGTCAGTGTCTGGTCTGACCAGCAGAGGGCACTC	V_CTCF_BR	40
chr1	16444267	16444417	id-1136	6.48e-05	+	GTCCACTTAAAGACAGAAGGCGAAAGGGGGAGCTA	UpstreamP1_CTCF	1
chr1	16465537	16465687	id-1137	3.71e-05	-	TGGGCCAGGACAGGACTGGCCACTGGGGGAGGAAG	Upstream_CTCF	15
chr1	16472706	16472856	id-1138	2.15e-05	+	TCCTGCTGGGCTGATCTTCCCAACAGGGGGCTGCT	V_CTCF_BR	13
chr1	16477781	16477931	id-1139	1	+	NA	NONE	21
chr1	16481243	16481393	id-1140	8.81e-07	-	AGCGAGGTTTCCGCAGGCTCCACAAGGGGGAAGCC	V_CTCF_BR	40
chr1	16482218	16482368	id-1141	1.99e-07	+	GCGCGTCAAGGAGCGCCGGGCTCTAGGGGGCACTG	V_CTCF_BR	3
chr1	16511467	16511617	id-1142	8.21e-06	+	CACCCCCTGTCTTCAGGATCCAGTTGGGGGAGGTC	V_CTCF_BR	5
chr1	16514350	16514500	id-1143	3.11e-10	-	AGCATCCTTCCCAGCCCAGCCACCAGAGGGCGGCA	V_CTCF_BR	40
chr1	16531599	16531749	id-1144	2.73e-07	+	CTAGCATTGCACTCCTGCACCAGCTGGGGGAGCCG	Upstream_CTCF	39
chr1	16546764	16546914	id-1145	7.27e-06	+	CTGGTCAGAATTCTATTGGGCGCAAGGGGGCAGGC	V_CTCF_BR	3
chr1	16555008	16555158	id-1146	1	+	NA	NONE	1
chr1	16562753	16562903	id-1147	2.44e-07	+	CGTGCACTGTGTAACGTGCCCAACAGAGGGCCTGG	Upstream_CTCF	37
chr1	16563750	16563900	id-1148	1	+	NA	NONE	21
chr1	16570992	16571142	id-1149	8.53e-09	-	GGTGTGATTCCCCAAAAGGCCACCTGAGGGCACCC	Upstream_CTCF	40
chr1	16573628	16573778	id-1150	1	+	NA	NONE	2
chr1	16575985	16576135	id-1151	1	+	NA	NONE	3
chr1	16616599	16616749	id-1152	5.34e-06	+	TACCTCCAATACCACTCTTCCTCCAGATGGAGCAC	V_CTCF_BR	16
chr1	16678978	16679128	id-1153	1.15e-07	+	GCGGCGGGATGGCGAGGGGCGGCCAGGGGGCGGCG	V_CTCF_BR	39
chr1	16689965	16690115	id-1154	1.09e-07	-	TTGTCGTTATGCCATATTACCAGCAGAGGGAGATG	UpstreamP1_CTCF	40
chr1	16694022	16694172	id-1155	1.84e-05	+	CTTTCCTGACCCCCCGCGCCCACTTGCTGGCCGTG	UpstreamP1_CTCF	10
chr1	16720134	16720284	id-1156	3.45e-05	-	GTGCCCCCGGTGACTACCAACCGCAGAGGGAGCAT	V_CTCF_BR	11
chr1	16735629	16735779	id-1157	3e-08	+	TCTGCTCTTCCGGCTCCTGCCTGCAGAGGACAGAA	Upstream_CTCF	2
chr1	16767041	16767191	id-1158	2.46e-08	+	CGTGTCTTGAGCCGGGTTTCCAGCAGAGGGCGCAC	V_CTCF_BR	39
chr1	16767476	16767626	id-1159	5.08e-05	+	TCTCAGTTCGACGCACGGGACTCCTGGCGGCGGGG	UpstreamP1_CTCF	14
chr1	16801527	16801677	id-1160	1.64e-07	+	AGTGCAGCTGCTCAGCAGGCCTCAAGGTGGAGACC	Upstream_CTCF	37
chr1	16817311	16817461	id-1161	6.86e-07	+	TCTGCGGCTCCTCCTCCAGCCGGATGAGGGCACTC	Upstream_CTCF	3
chr1	16824093	16824243	id-1162	4.51e-05	-	GTTGGAGAAAACGGAACAGCCACTGGAGGGACCTC	Upstream_CTCF	20
chr1	16825549	16825699	id-1163	1.73e-05	-	TCCGGGCGAAGGAGGCCGCTCGCCTGGGGGCGGGC	V_CTCF_BR	22
chr1	16835707	16835857	id-1164	6.05e-06	+	CTGACAATGACAGACATGGGCTGCAGTGGGAGCCC	V_CTCF_BR	27
chr1	16859240	16859390	id-1165	2.01e-05	-	CAAGCGGAACAGATGATTGCCTGAAGGCGGCGCAA	Upstream_CTCF	23
chr1	16862104	16862254	id-1166	2.58e-07	+	GGAGCCGCGCACCAGGTTGCCAGGAGGAGGCGGGA	Upstream_CTCF	15
chr1	16918363	16918513	id-1167	4.31e-07	+	AACTGCTGTTTGTTCTCTGCCAGCTGGGGGCGCAA	V_CTCF_BR	40
chr1	16939773	16939923	id-1168	1	+	NA	NONE	10
chr1	16945357	16945507	id-1169	1	+	NA	NONE	10
chr1	16947622	16947772	id-1170	2.12e-06	-	TGGTGGTTATCACGCTTCTCCATCAGGGGGCGGTA	UpstreamP1_CTCF	40
chr1	16950791	16950941	id-1171	3.45e-05	-	AGACGCTGGGGCAAGTGGCCCGGGAGAAGGAGGCG	V_CTCF_BR	3
chr1	16951550	16951700	id-1172	2.89e-07	+	CCTGCACTCCCTACCCCATCCTCTAGAGGCACCTC	Upstream_CTCF	38
chr1	16970894	16971044	id-1173	4.41e-06	-	GCTTGGGGCCAGGCGGGGGCGACTTGGGGGAGCCA	V_CTCF_BR	17
chr1	16971210	16971360	id-1174	6.9e-05	+	ACCGGCCCGCGCCCAGCCTCCGCTAGGGGACCCCC	Upstream_CTCF	40
chr1	16978283	16978433	id-1175	1	+	NA	NONE	18
chr1	17003288	17003438	id-1176	8.79e-07	+	CTGCGCTGTGGGCTAAACTCCAGAAGCTGGCGCCC	UpstreamP1_CTCF	2
chr1	17011367	17011517	id-1177	1.51e-08	-	TAGTAGTTGCAGAAATTGAACACTAGGTGGCACTC	UpstreamP1_CTCF	19
chr1	17011569	17011719	id-1178	1	+	NA	NONE	13
chr1	17017917	17018067	id-1179	2.27e-05	+	GTAACCCAGACCCTTGTGTCCTACAGGAGGCACCA	V_CTCF_BR	23
chr1	17020410	17020560	id-1180	1.64e-05	+	TCATGAGCTCGCCAAAGGGCCAGAGGATGGCGTTG	V_CTCF_BR	2
chr1	17024019	17024169	id-1181	1.26e-05	+	GGTGCATTTTCTGGCTTAGCCGGAGGAGGCGAATG	Upstream_CTCF	1
chr1	17026188	17026338	id-1182	2.39e-05	-	TCGAAGGCCCCTCCGCTCCCCCGCAGGCGGCGCAG	UpstreamP1_CTCF	1
chr1	17026747	17026897	id-1183	6.39e-08	+	GCGGGCCGGCCCAGCCCCGACGCCAGGGGGAGCTA	V_CTCF_BR	34
chr1	17027690	17027840	id-1184	1.04e-07	-	GTGGCGTCGGAGCCTCCGGGCTGCAGGGGGCGCGG	V_CTCF_BR	8
chr1	17029748	17029898	id-1185	1.52e-09	-	TTGCAATGCCTGCTTCACGCCACCAGATGGTGGCC	UpstreamP1_CTCF	40
chr1	17033930	17034080	id-1186	7.33e-10	+	CCGTGCGGAGAGCGCGGTGCCAGCAGAGGGCGCGC	V_CTCF_BR	34
chr1	17036385	17036535	id-1187	1.42e-10	+	GTGCAGTTGCCACCAAAGGACACTAGGTGGAGCCA	UpstreamP1_CTCF	40
chr1	17037400	17037550	id-1188	1.38e-06	+	GGCATCAAGCAGGATCTGAGCAGCAGGGGGAAGTG	V_CTCF_BR	7
chr1	17038713	17038863	id-1189	1.09e-06	+	CTGTGCCTGGGAGGACCAGCCACCAGGGGGGTCTA	UpstreamP1_CTCF	27
chr1	17045421	17045571	id-1190	4.65e-06	-	GTGCCTGCAGGGCCCCTGGCCACCAGGGAGCAAGC	UpstreamP1_CTCF	1
chr1	17077091	17077241	id-1191	1	+	NA	NONE	13
chr1	17082036	17082186	id-1192	1	+	NA	NONE	36
chr1	17084216	17084366	id-1193	9.29e-06	+	CCTGCAATCTCACACTTGGTCCCTGGAGGCACCAC	Upstream_CTCF	24
chr1	17199654	17199804	id-1194	4.23e-06	+	GTTCGCTGACCCAACAAGGACAGCAGGTGGAGTAG	UpstreamP1_CTCF	29
chr1	17201570	17201720	id-1195	1	+	NA	NONE	14
chr1	17209402	17209552	id-1196	1	+	NA	NONE	1
chr1	17215684	17215834	id-1197	3.11e-05	+	CCCCGTGCGGAACACAGGATCCGAAGATGGCAGCG	V_CTCF_BR	22
chr1	17227373	17227523	id-1198	1	+	NA	NONE	31
chr1	17229710	17229860	id-1199	1	+	NA	NONE	16
chr1	17234948	17235098	id-1200	2.86e-06	-	CTGCAACAGGAGGACGCGGCCCAGAGGAGGCGGAC	UpstreamP1_CTCF	1
chr1	17236404	17236554	id-1201	1.1e-06	+	CAGAAGAGGAGGTATAATGCCACTAGATGGCACTG	V_CTCF_BR	38
chr1	17238435	17238585	id-1202	1.48e-06	+	TGGTGACAGGACAGGGTGACCGGTGGGTGGCAGCA	V_CTCF_BR	15
chr1	17240309	17240459	id-1203	1.56e-05	+	CCTGGTATCCTCGTTCGTGCGTGTAGGAGGCGCCT	Upstream_CTCF	10
chr1	17240701	17240851	id-1204	5.37e-06	+	CCGCGACTGCCGCGGCCCGGCACCGGAGGCCAGGA	UpstreamP1_CTCF	21
chr1	17242125	17242275	id-1205	6.39e-05	+	GTTGGAGAAAATGGAACAGCCACTGGAGGGACCTC	Upstream_CTCF	33
chr1	17249655	17249805	id-1206	4.21e-05	+	CGGATGGTCCCTGCTCCTCTCAGTGGGTGGCGCAC	V_CTCF_BR	1
chr1	17251555	17251705	id-1207	6.27e-08	+	ATGCACTGTCTGCTTTGGGCCTCCGGGTGGCCGGG	UpstreamP1_CTCF	31
chr1	17252137	17252287	id-1208	1	+	NA	NONE	4
chr1	17255551	17255701	id-1209	7.55e-07	+	CATGAGCCACTGCACCCAGCCAGAAGGGGGCATTA	V_CTCF_BR	16
chr1	17256740	17256890	id-1210	4.02e-07	-	TCTGCTGCTCCTCCTCCAGCCGGATGAGGGCGCTT	Upstream_CTCF	8
chr1	17274118	17274268	id-1211	1.46e-07	-	AGTGCAGCTGCTCGGCAGGCCTCAAGGTGGAGACC	Upstream_CTCF	35
chr1	17278287	17278437	id-1212	1.75e-07	+	TGGTTGTTACCACGCTTCTCCAGGAGGTGGCGGTA	UpstreamP1_CTCF	40
chr1	17286277	17286427	id-1213	3.4e-06	-	GGAGGCATACCACACGGGGCCACACGGGGGCTGTG	Upstream_CTCF	6
chr1	17287252	17287402	id-1214	5.55e-07	-	TTTTCAGTGCCACGCGCCTCCTCCAGGGAGCCCAG	Upstream_CTCF	38
chr1	17290074	17290224	id-1215	5.24e-09	+	CCTGCAGTTCCAGTGCCAGCCTCCAGGTAGTGCCC	Upstream_CTCF	40
chr1	17298043	17298193	id-1216	1.84e-06	+	AGGCTCGGGAGCGGGCCCACCGCCAGAGGGTGCGT	V_CTCF_BR	2
chr1	17311267	17311417	id-1217	6.15e-05	+	TCTGGCAGGCCTGGGGATAGCACCAGGGGTTCCAG	Upstream_CTCF	12
chr1	17313253	17313403	id-1218	1	+	NA	NONE	1
chr1	17313585	17313735	id-1219	1	+	NA	NONE	39
chr1	17326472	17326622	id-1220	1	+	NA	NONE	28
chr1	17331569	17331719	id-1221	5.41e-06	-	GCCTTGATTTCTGCCTTCTCCAGCAGGGGCCGCCT	Upstream_CTCF	33
chr1	17350187	17350337	id-1222	1	+	NA	NONE	13
chr1	17355235	17355385	id-1223	6.9e-05	-	AGTGCTGCCCCTGATGGCACAGCAAGGAGGATCCA	Upstream_CTCF	2
chr1	17359076	17359226	id-1224	1	+	NA	NONE	6
chr1	17372694	17372844	id-1225	2.72e-06	-	TCTCACTTCCTCCCAAATACCACAAGGTGGCATTA	UpstreamP1_CTCF	39
chr1	17386258	17386408	id-1226	6.49e-06	+	TTGCAGCCATTCTGGTCTACCCACAGAGGGTGCTG	UpstreamP1_CTCF	40
chr1	17402026	17402176	id-1227	6.46e-07	-	AATATATTACCCGCCCCTGCCAGCAGAGGGCAAGA	V_CTCF_BR	39
chr1	17446681	17446831	id-1228	8.46e-07	-	TCTGTGAGACACACGATGACCTCTGGGTGGCACCC	Upstream_CTCF	6
chr1	17447645	17447795	id-1229	1	+	NA	NONE	5
chr1	17452354	17452504	id-1230	5.21e-08	+	AGGCCGCAAGAGGCGGAGACCACAAGGTGGCGCCA	V_CTCF_BR	40
chr1	17496007	17496157	id-1231	2.84e-05	-	CTGCAGTGCCATGATTGTACCACTGCACTCCAGCC	UpstreamP1_CTCF	7
chr1	17538665	17538815	id-1232	3.42e-05	-	GGAGCCCCACAGGTGCCAGCCGCTAGGTGTCCTGG	Upstream_CTCF	8
chr1	17563648	17563798	id-1233	1.74e-08	-	TGAGTCATCATCAGATCTGCCACCAGGGGGCGGAA	V_CTCF_BR	40
chr1	17564277	17564427	id-1234	2.27e-06	+	CCCATCCAAGCTCACCCAGCCTGCAGGTGTCAGGA	V_CTCF_BR	7
chr1	17586099	17586249	id-1235	4.43e-05	-	AAGTCGCGTCAAAGCGCCACCGCCTGGTGTCTGCA	V_CTCF_BR	3
chr1	17591754	17591904	id-1236	1	+	NA	NONE	15
chr1	17600810	17600960	id-1237	4.11e-08	-	GCTGCCTTATCACGGCAAGACAGCAGGGGGCGCTC	Upstream_CTCF	40
chr1	17603268	17603418	id-1238	9.26e-05	+	AGGAAAAGCAGAAGTGTGGCCACGGGAGGGCCCTC	UpstreamP1_CTCF	14
chr1	17662703	17662853	id-1239	9.55e-09	-	GCCAGCATTTGCCCCATCACCACAAGGGGGCGCCC	V_CTCF_BR	40
chr1	17665763	17665913	id-1240	3.63e-05	-	GAACTCCCTAGAACAATGACCAGCAGGCGGCAGGC	V_CTCF_BR	29
chr1	17685616	17685766	id-1241	1.08e-05	+	CTGTCCCAGGTCCTACCCTCCGGCAGGGGGCCTCA	UpstreamP1_CTCF	10
chr1	17697198	17697348	id-1242	1.55e-07	-	CTGCCCTGTGCCTTACCCACCTGCAGGTGGAGGTA	UpstreamP1_CTCF	34
chr1	17699577	17699727	id-1243	9.49e-08	-	ACGTGGGATCAGACAGGGGCCACCAGATGGTGGCG	V_CTCF_BR	6
chr1	17727513	17727663	id-1244	1.31e-05	+	GTGAGCTGGGTTTCACTGACCTGGAGGAGGCGGCT	V_CTCF_BR	6
chr1	17727959	17728109	id-1245	1	+	NA	NONE	6
chr1	17732765	17732915	id-1246	1.38e-08	-	AGGCATTGTGGCCAACTGCCCACCAGAGGGCACCA	V_CTCF_BR	40
chr1	17734879	17735029	id-1247	1.5e-05	+	AACACAGATCCCCAATCCCCCACCAGGGGGGACAC	Upstream_CTCF	4
chr1	17746448	17746598	id-1248	2.46e-13	+	GCTGCAGGAGCGCGCGCGGCCAGCAGAGGGCGCCC	V_CTCF_BR	39
chr1	17753747	17753897	id-1249	5.01e-06	+	AAGTGGGCAAGACTCCTGGCCGCAGGCGGGCAGGG	V_CTCF_BR	0
chr1	17766207	17766357	id-1250	2.58e-10	-	CCGGCAACGGGTCCGCCGGCCGGCAGGGGGCGCGC	V_CTCF_BR	26
chr1	17768304	17768454	id-1251	1	+	NA	NONE	11
chr1	17803962	17804112	id-1252	1	+	NA	NONE	40
chr1	17811898	17812048	id-1253	1.99e-07	-	CCAACCCACCTCCCTGCTACCAGCAGGGGGCAAGC	V_CTCF_BR	40
chr1	17816082	17816232	id-1254	1	+	NA	NONE	7
chr1	17820856	17821006	id-1255	7.97e-09	+	GCTGGTCTTTTCCCTGCTGCCAGCAGAGGGCGCCT	Upstream_CTCF	40
chr1	17828917	17829067	id-1256	5.96e-07	+	AGGTGCTGCTCAGTGCACGACGCCAGGGGGCGCCA	V_CTCF_BR	40
chr1	17834536	17834686	id-1257	1.56e-06	+	GGTGCAGTTCCAGGAGCAGCCTCCGGTGGTTACAT	Upstream_CTCF	38
chr1	17899249	17899399	id-1258	5.41e-07	-	CCCCAGTTCACCCTCCTCACCTCCAGGGGTCAGGC	UpstreamP1_CTCF	33
chr1	17901167	17901317	id-1259	1.37e-05	+	TCTCCCCATCCCGGACTCTCCACCAGGTGGCCCTT	Upstream_CTCF	35
chr1	17918675	17918825	id-1260	1	+	NA	NONE	3
chr1	17928284	17928434	id-1261	6.43e-06	-	GATAAGCACCAAGCACTCTCCGCAAGGGGGCTGTC	V_CTCF_BR	9
chr1	17928547	17928697	id-1262	1.62e-08	+	CTGCAGTGCCATCTCTTGCCCGCAGGGTGCCAGCC	UpstreamP1_CTCF	1
chr1	17933450	17933600	id-1263	1.04e-07	-	ACGTGCAGCCTGGGATCTTCCAGTAGGGGGCGCAG	V_CTCF_BR	40
chr1	17944375	17944525	id-1264	1	+	NA	NONE	3
chr1	17954012	17954162	id-1265	1.28e-06	+	CCCCTGCCCCACGCCACCCACACTAGGTGGCAGTG	V_CTCF_BR	18
chr1	17956033	17956183	id-1266	2.38e-07	-	CACGTGGATGGGGACATCCCCAGGAGAGGGCGCTG	V_CTCF_BR	40
chr1	17959058	17959208	id-1267	5.28e-05	+	CCTGCTCTGCCACTGGTCCCCAACGCTGGGAAGTA	Upstream_CTCF	8
chr1	17973487	17973637	id-1268	1.15e-06	-	GCAGCCGGAGCCTGCCCCTCCCCTAGGAGGCGCCA	Upstream_CTCF	17
chr1	17973658	17973808	id-1269	3.81e-05	-	CGTGGCCAGGCCACAGCCATGGCTAGGGGGCAGCA	V_CTCF_BR	8
chr1	17980369	17980519	id-1270	1.38e-08	+	ACGGCTGGGGCCTTTAGCACCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr1	17988177	17988327	id-1271	7.8e-08	+	GAACACTACTCACCTCTGGCCACTGGGGGGCGCTC	V_CTCF_BR	40
chr1	17990999	17991149	id-1272	1.32e-05	-	AGTGCAGTACCTGAGGCTGCAGGGTGGTGGCTTCC	Upstream_CTCF	10
chr1	17998454	17998604	id-1273	1	+	NA	NONE	12
chr1	18023049	18023199	id-1274	7.44e-05	-	ACAGAAACCACCTTATACACCACACGGGGGAGCCT	Upstream_CTCF	38
chr1	18023546	18023696	id-1275	5.51e-07	+	CTCCATGCGGGAGCCGGCGCCTGCTGATGGCGCAG	V_CTCF_BR	3
chr1	18050292	18050442	id-1276	3.73e-06	+	CAATCATTCTCTCCCGTGGCCAGCAGGGGCCTTGA	Upstream_CTCF	33
chr1	18050892	18051042	id-1277	1	+	NA	NONE	4
chr1	18052782	18052932	id-1278	1	+	NA	NONE	16
chr1	18054741	18054891	id-1279	1.48e-06	-	CTGTAGTCCCACTGCTTGGAGTGGAGAGGGCGACA	UpstreamP1_CTCF	9
chr1	18067709	18067859	id-1280	2.39e-05	-	GTCTGCTTGTCTGTTTTCCCCACTAGGGGGTGACT	UpstreamP1_CTCF	14
chr1	18071762	18071912	id-1281	5.9e-06	-	GTTTTGTGTCCTCAACTTGCCGCAGGGTGGCGTCC	UpstreamP1_CTCF	14
chr1	18073533	18073683	id-1282	1	+	NA	NONE	5
chr1	18081695	18081845	id-1283	3.33e-09	+	GCAGGCATGCTGGGCTTTGCCAGTAGAGGGCGCTG	V_CTCF_BR	37
chr1	18085691	18085841	id-1284	1.38e-09	+	GGCAGCAAGCTGGGCTTTGCCAGTAGAGGGCGCCG	V_CTCF_BR	36
chr1	18092728	18092878	id-1285	1	+	NA	NONE	9
chr1	18100514	18100664	id-1286	1.84e-06	-	TGCAGTCCTCAAGTGTGAGACAGAAGGTGGCGCTA	V_CTCF_BR	4
chr1	18152705	18152855	id-1287	1.22e-08	-	CAGGCCATCACGTGGGAGACCAGCAGGGGGCGCAG	V_CTCF_BR	39
chr1	18159040	18159190	id-1288	1	+	NA	NONE	10
chr1	18171074	18171224	id-1289	9.81e-06	+	AGGCTTGGAAAAGGGAGGACAGGCAGATGGCACCC	V_CTCF_BR	6
chr1	18175841	18175991	id-1290	2.91e-05	+	GGTGCCTTTCTCTCTCCAGCCATGGGGAGGGGCTC	Upstream_CTCF	30
chr1	18208330	18208480	id-1291	2.77e-07	-	CTGCTCTGCCAGGGTCTGGGCGGTAGGAGGCCTGC	UpstreamP1_CTCF	24
chr1	18236273	18236423	id-1292	7.55e-07	-	GGCTTCTGGTGGGATTTAGCCAGTAGGAGGCACTG	V_CTCF_BR	36
chr1	18246474	18246624	id-1293	1.18e-09	+	AGGCCATGAGTCCCTGGGGCCAGCAGATGGCACCC	V_CTCF_BR	32
chr1	18249456	18249606	id-1294	1.73e-05	+	CTAACACAAGTTCTCCAGATCTCTAGAGGGCGCCA	V_CTCF_BR	37
chr1	18269529	18269679	id-1295	2.89e-07	-	TCTTCAGAGCAAAGGATGGGCACCAGGGGGCCCAC	Upstream_CTCF	11
chr1	18277343	18277493	id-1296	4.14e-06	+	CAGTCAGGCAGACTGTCCGCCTCGTGGGGGAGCTG	V_CTCF_BR	5
chr1	18311114	18311264	id-1297	3.67e-09	+	GTTGCAATTCCACAATCTACCTACAGAGGGCGACG	Upstream_CTCF	39
chr1	18325478	18325628	id-1298	4.68e-07	-	AGCACCACCTTCTCACTCACCGGCAGGGGGCACTT	V_CTCF_BR	33
chr1	18368297	18368447	id-1299	4.31e-07	-	CCTGGGTACATTCAGTGCACCAGGAGGTGGCGGTG	V_CTCF_BR	27
chr1	18427088	18427238	id-1300	7e-10	-	GCTGCAATATCACACATTGACAACAGGTGGCGCCA	Upstream_CTCF	40
chr1	18436819	18436969	id-1301	9.51e-07	+	ACGCAAGAGGCGGGCTGTGCCGGAGGAGGGCGCCC	V_CTCF_BR	25
chr1	18465820	18465970	id-1302	1.99e-07	-	AGGGAGCCTGCACGATCTTCCAGCAGGGGGAGGTG	V_CTCF_BR	10
chr1	18475606	18475756	id-1303	1.18e-05	-	GCCCATGTCCCAGCATTGGCCAGCAGGGGCTGTGC	UpstreamP1_CTCF	14
chr1	18509458	18509608	id-1304	2.38e-07	-	GAGGCGAGGGCAGCCAGGCCCAGGAGGGGGCAGGG	V_CTCF_BR	5
chr1	18510209	18510359	id-1305	9.25e-06	-	CTTCCCCCCGCACCACCCGCCACCCGAGGGAGCTG	V_CTCF_BR	3
chr1	18526739	18526889	id-1306	1	+	NA	NONE	9
chr1	18544013	18544163	id-1307	6.46e-07	-	GTCACAGGACACAATGCATCCACAAGGTGGCAGCA	V_CTCF_BR	36
chr1	18558677	18558827	id-1308	2.75e-09	+	GGTGCAATTCCATATTTCACCAGTAGGAGGCTGTC	Upstream_CTCF	36
chr1	18561376	18561526	id-1309	6.74e-08	-	ATTGTGATTCACACTCTGGCCTCTAGAGGGAGCTG	Upstream_CTCF	40
chr1	18573142	18573292	id-1310	3.28e-05	-	ACAGGGCAGCTCTTTGGTGCCGCCAGGGTGCGCTA	V_CTCF_BR	11
chr1	18616228	18616378	id-1311	3.31e-06	-	GTGATTTTGCTCACCCTAACCACCAGGGGACATAC	UpstreamP1_CTCF	14
chr1	18626323	18626473	id-1312	1.79e-08	+	GTTGCAGGTCTCCTCCCAGCCACTAGGGGGATGCT	Upstream_CTCF	39
chr1	18629428	18629578	id-1313	1.15e-07	-	GTTGCCATACCCTAGTGCATCACCAGAGGGCAGCA	Upstream_CTCF	33
chr1	18649060	18649210	id-1314	1.34e-06	-	GACGCCATCCCAGGACTGGCAGGCAGGGGGCGTGG	Upstream_CTCF	26
chr1	18650869	18651019	id-1315	3.83e-09	+	CGCCAAGCCTCCCCAACCGCCTGCAGGGGGCGGTC	V_CTCF_BR	24
chr1	18686243	18686393	id-1316	1	+	NA	NONE	1
chr1	18686824	18686974	id-1317	1	+	NA	NONE	6
chr1	18691696	18691846	id-1318	2.23e-06	-	CTGTAGGGGGCCGGAGCTCGCAGCTGGTGGCTCTG	UpstreamP1_CTCF	5
chr1	18700504	18700654	id-1319	9.55e-09	-	GCGGCATTGTTGGCTGCAGCCAGGAGAGGGCGCTG	V_CTCF_BR	20
chr1	18725790	18725940	id-1320	3.71e-05	+	GGGAGAGTACCACCTCAGCCCAGCAGAGGGACTGA	Upstream_CTCF	8
chr1	18795218	18795368	id-1321	1	+	NA	NONE	5
chr1	18808370	18808520	id-1322	8.64e-05	+	GGTTCCATCCCCTAGGCCACCGCCAGGGTCCCTGG	Upstream_CTCF	0
chr1	18809493	18809643	id-1323	9.81e-06	-	TGGCGCACTCGTACCAGAGCCGGGTGCTGGCGCTG	V_CTCF_BR	2
chr1	18812839	18812989	id-1324	2.43e-06	-	GCCCCTGTCCTTCTTCCTACCCCAAGATGGCGCTC	V_CTCF_BR	17
chr1	18838081	18838231	id-1325	1.48e-06	-	CTCCATGCTTCCTGTGCTCCCACAAGATGGCAGTA	V_CTCF_BR	15
chr1	18857541	18857691	id-1326	2.67e-06	-	TCATCAGGTCTGGCCTGAGCCACCGGATGGTGGCG	Upstream_CTCF	16
chr1	18883000	18883150	id-1327	1.64e-05	+	ATTCTCATGAGCTGACATTCCAGCAGGGGGAGACA	V_CTCF_BR	39
chr1	18884236	18884386	id-1328	5.63e-06	-	CTGCAGCGACCTCTGTGTGCCGACACCGGGCTGAG	UpstreamP1_CTCF	12
chr1	18887286	18887436	id-1329	1	+	NA	NONE	16
chr1	18896461	18896611	id-1330	7.16e-08	-	ACTGCTGCATCCCCAATGCCCAGGAGAGGGCCTGC	Upstream_CTCF	2
chr1	18902185	18902335	id-1331	5.68e-06	-	GGAAGAACAACACAGATGGCCACTGGGGGCCAGCA	V_CTCF_BR	35
chr1	18908034	18908184	id-1332	1.67e-08	-	GCTGCAGGGCTGCGGAAGGACGCGAGGTGGCGCCA	Upstream_CTCF	39
chr1	18911358	18911508	id-1333	8.21e-06	-	GTCAGGCTATTTTTAGGTTCCAGCAGATGGTGCTG	V_CTCF_BR	31
chr1	18924008	18924158	id-1334	1.72e-06	+	GGAGAAGGGTGCGGAGTGGCCACTAGGTGACAGCA	Upstream_CTCF	40
chr1	18926315	18926465	id-1335	4.51e-05	-	CCTGAAGTCCTCGGATCCACCACCAGGTTTGCTGT	Upstream_CTCF	29
chr1	18935153	18935303	id-1336	8.02e-05	+	TCATTAGATCATAAGTTATCCACCAGGGGCAGTAT	Upstream_CTCF	26
chr1	18962958	18963108	id-1337	1.1e-05	-	AGCCGGCATCCGGGGTGCGCACCGAGGGGGCGCTG	V_CTCF_BR	11
chr1	19000590	19000740	id-1338	5.55e-07	-	ATTGCTTTATCCTCAATGCCCAGAAGAGGGCCTGG	Upstream_CTCF	30
chr1	19007993	19008143	id-1339	4.68e-07	-	AGCATGGTACTGTCCTTAGACACTAGAGGGCACTG	V_CTCF_BR	40
chr1	19029515	19029665	id-1340	2.15e-05	+	ACCTCTCTTGGGTCTCTCTACAGATGGGGGCAGCA	V_CTCF_BR	7
chr1	19054523	19054673	id-1341	4.7e-06	+	GGCTGGGAACAGGCAGCCGCCAGTAGGGGCATGCG	V_CTCF_BR	5
chr1	19069897	19070047	id-1342	1	+	NA	NONE	10
chr1	19121147	19121297	id-1343	2.27e-06	-	GGCGGCTGGAGAGAATCATCCTGCAGGTGGTGCCC	V_CTCF_BR	27
chr1	19132983	19133133	id-1344	9.14e-09	+	CCTGGAGCTTCCAGAGTGCCCAGCAGAGGGCCCAC	Upstream_CTCF	12
chr1	19147369	19147519	id-1345	4.96e-08	-	AGGGCACTTCCAGAAGCTGACAGCAGATGGTGCTG	Upstream_CTCF	40
chr1	19149833	19149983	id-1346	3.88e-06	-	TCTGTCCCCTATGCCCCTGCCAATAGAGGGCAGTT	V_CTCF_BR	4
chr1	19154893	19155043	id-1347	3.4e-06	+	TGTGCTATCCCCACCTTAACCACTAGAAGAGCCAC	Upstream_CTCF	12
chr1	19165680	19165830	id-1348	3.12e-08	+	CTGCTGGTGCCCACTGTGACCGCCAGATGCGGCTA	UpstreamP1_CTCF	1
chr1	19181247	19181397	id-1349	7.73e-05	+	GCAGCTGGCCATTGTCGCGGCCATAGGTGTCGCTG	Upstream_CTCF	1
chr1	19201823	19201973	id-1350	8.58e-08	-	ACAGCACCACCAGCTATGGCCTCACGGGGGCAGTG	Upstream_CTCF	40
chr1	19210734	19210884	id-1351	3.63e-08	+	GCTGTCATACCAGCTCTGTGCAGCAGAGGGGGCGC	Upstream_CTCF	40
chr1	19229434	19229584	id-1352	1	+	NA	NONE	18
chr1	19233613	19233763	id-1353	1	+	NA	NONE	36
chr1	19239632	19239782	id-1354	1.08e-08	-	GGGGAGCCGGCCCGGCCTGACTCCAGGGGGCGCTC	V_CTCF_BR	40
chr1	19240721	19240871	id-1355	1	+	NA	NONE	20
chr1	19245000	19245150	id-1356	7.11e-06	-	CCCGCACCACCCCTGCTGACACCTAGGGGTCTCCC	Upstream_CTCF	16
chr1	19246877	19247027	id-1357	1	+	NA	NONE	0
chr1	19248131	19248281	id-1358	1	+	NA	NONE	23
chr1	19248952	19249102	id-1359	1	+	NA	NONE	24
chr1	19250467	19250617	id-1360	2.15e-05	+	GGACAGACCCCGCATGTGGACAGCAGCTGGCTTGA	V_CTCF_BR	1
chr1	19253240	19253390	id-1361	1	+	NA	NONE	24
chr1	19264192	19264342	id-1362	1.15e-07	+	CAACGGCCTGGCCCAGCCGCCACTGGAGGGCAGAG	V_CTCF_BR	9
chr1	19272062	19272212	id-1363	2.66e-05	+	TCCCAGAGTCGGAGCACGCAGGCCAGAGGGCGCTG	V_CTCF_BR	6
chr1	19275589	19275739	id-1364	2.43e-06	-	GCTGCTGTGAGCTAGTAGGCCTCCAGGAGGATGGG	Upstream_CTCF	17
chr1	19276659	19276809	id-1365	1	+	NA	NONE	34
chr1	19282318	19282468	id-1366	3.33e-08	+	GTGCTGCGGGTGCGAGCCGCCGCCGGGGGGCAGGC	UpstreamP1_CTCF	17
chr1	19292348	19292498	id-1367	5.48e-05	-	CTTTCCTTTCAGTCACCTCCCAGGAGGTGTCTCCA	Upstream_CTCF	12
chr1	19299097	19299247	id-1368	6.84e-06	-	TATTAGCTAACCACCTCCACCAGGAGGTGGCAAAC	V_CTCF_BR	35
chr1	19302417	19302567	id-1369	8.71e-06	+	GGAACAAGATGTGGATGGGCCAGCAGGGGTCATGA	V_CTCF_BR	4
chr1	19338912	19339062	id-1370	1.52e-07	+	GGAAACGGCATCCGTGAGGCCACCAGGGGGTAGCC	V_CTCF_BR	38
chr1	19356054	19356204	id-1371	2.43e-06	-	GGCAGGCGGCAGGCGGCAGGCGGCAGGTGGCTGGC	V_CTCF_BR	5
chr1	19359398	19359548	id-1372	1.9e-06	+	ATTGCGCTTCCCTCCTCATCCTCCAGGAGGGGTGC	Upstream_CTCF	11
chr1	19369999	19370149	id-1373	6.73e-07	+	TCGCAGTAGCCAGGTCTTGGCAGGAGGAGGAGCTC	UpstreamP1_CTCF	7
chr1	19384036	19384186	id-1374	1	+	NA	NONE	10
chr1	19393660	19393810	id-1375	6.23e-05	+	GTGAACGAGCAGATTCCCGCCACATGAGGGGGTAG	UpstreamP1_CTCF	20
chr1	19401689	19401839	id-1376	1	+	NA	NONE	1
chr1	19405209	19405359	id-1377	1.63e-05	+	CTTGGAATATGGGGAGCGACAGGCAGGGGGAGACT	Upstream_CTCF	2
chr1	19407426	19407576	id-1378	1	+	NA	NONE	5
chr1	19422845	19422995	id-1379	3.28e-05	-	ATGGCCACTGTGTCATTTTACCCTAGAGGGCAGCA	V_CTCF_BR	40
chr1	19440227	19440377	id-1380	1.64e-07	-	GTTGCAGGATGACTCAGGAACAGCAGGGGGCATCA	Upstream_CTCF	40
chr1	19479802	19479952	id-1381	5.55e-07	+	GCTGCAGGGATGGCTGCAGCCAGTAGGAGGTGTTC	Upstream_CTCF	29
chr1	19506155	19506305	id-1382	6.43e-06	+	TCAACAAGGCTGTTCTTCACCTCCAGGTGGAGCAT	V_CTCF_BR	39
chr1	19559060	19559210	id-1383	2.27e-05	+	TGCCTCACCTTGTCCTTCACCAGCAGGGTGCACTG	V_CTCF_BR	33
chr1	19567851	19568001	id-1384	1.85e-10	-	CTGCAGTGCTCCTGGCCTGCCTGGAGGGGGCAGCC	UpstreamP1_CTCF	40
chr1	19578620	19578770	id-1385	1	+	NA	NONE	8
chr1	19596071	19596221	id-1386	3.18e-06	+	AGAGCTCCGTTTCCACCTGCCGGGTGGTGGCGCTG	V_CTCF_BR	19
chr1	19638772	19638922	id-1387	1	+	NA	NONE	21
chr1	19652046	19652196	id-1388	4.1e-06	+	TCTGTCAGATGCTCTACCAGCAGCAGGGGGCAGTT	Upstream_CTCF	1
chr1	19657308	19657458	id-1389	1	+	NA	NONE	2
chr1	19665000	19665150	id-1390	1.03e-06	+	CTGGTGCTTCTGCCCTCCAACGGCAGAGGGCGGAA	V_CTCF_BR	31
chr1	19665820	19665970	id-1391	1	+	NA	NONE	1
chr1	19668076	19668226	id-1392	1.03e-07	-	GGTGCAGTTCCCTGGCCGCCCACTGGGGGCGTCCT	Upstream_CTCF	40
chr1	19670955	19671105	id-1393	4.22e-11	+	CCTGCAGTCCCCAGTGTGGCCACTGGAGGGTGGCA	Upstream_CTCF	40
chr1	19700935	19701085	id-1394	8.52e-08	+	CTGCTCTTCCAACCCCCAACCACCAGGGGCGCAGG	UpstreamP1_CTCF	39
chr1	19713742	19713892	id-1395	3.09e-07	-	GCTAGGAGAGGGCTGTTTGCCACCAGAGGGTGCCT	V_CTCF_BR	15
chr1	19717418	19717568	id-1396	1	+	NA	NONE	9
chr1	19717933	19718083	id-1397	1.15e-08	+	ATGCTGCAGCTGCCGACGTCCAGCAGAGGGCTCTG	UpstreamP1_CTCF	40
chr1	19722309	19722459	id-1398	3.73e-06	+	CCTGCAGCCGGCCAGCCAGCCGGCAGGAGAAGCTG	Upstream_CTCF	22
chr1	19725050	19725200	id-1399	1	+	NA	NONE	32
chr1	19731462	19731612	id-1400	1.28e-06	-	GACTCAAGGGCTGGTGGTCCCGGCAGGTGGCAGTA	V_CTCF_BR	6
chr1	19731819	19731969	id-1401	7.73e-06	-	TTCCTAGTCCCAAACGCTGCCTGTAGGGGCAGCCA	V_CTCF_BR	33
chr1	19737011	19737161	id-1402	3.66e-06	-	ATGTTCCTCCAGAGCTTGACCAGCAGAGGAGCCGC	UpstreamP1_CTCF	20
chr1	19745025	19745175	id-1403	5.48e-05	-	TGTGTGACACAGAGCGGAGCCTGTGGAGGGAGTTG	Upstream_CTCF	7
chr1	19751262	19751412	id-1404	1	+	NA	NONE	3
chr1	19766435	19766585	id-1405	1.19e-06	+	GGACAGGACCACAGCGTGGCCAGGTGGGGGTGCTA	V_CTCF_BR	38
chr1	19772340	19772490	id-1406	1	+	NA	NONE	39
chr1	19814339	19814489	id-1407	7.62e-07	+	GCTGCTGTGTTCTGAATGGACTGTAGGGGGACTAG	Upstream_CTCF	40
chr1	19822701	19822851	id-1408	2.4e-05	-	GGATACAAATACTTCTGGTCCAGCAGAAGGCAGCT	V_CTCF_BR	9
chr1	19827861	19828011	id-1409	1	+	NA	NONE	0
chr1	19908852	19909002	id-1410	4.7e-08	-	TGGGAGGATGCCAGTCCCTCCAGCAGAGGGCAGTG	V_CTCF_BR	40
chr1	19965836	19965986	id-1411	1	+	NA	NONE	18
chr1	19967313	19967463	id-1412	1.34e-06	+	ATGCCCTGTGCCAGCCAGGCCTGTAGGGGCAGCTG	UpstreamP1_CTCF	19
chr1	19969642	19969792	id-1413	4.21e-05	+	GAGGGAAGGGCGCAGGCAACAGCTAGGAGGCGCAG	V_CTCF_BR	34
chr1	19970580	19970730	id-1414	3.36e-07	-	GGCCTCTCCCTCCGGGTGCGCAGGAGGGGGCGCCG	V_CTCF_BR	2
chr1	19975332	19975482	id-1415	4.68e-05	+	GAGCCAGGGTCAGCCATGGCCACAAGACGGTTGGC	UpstreamP1_CTCF	39
chr1	19977774	19977924	id-1416	1	+	NA	NONE	40
chr1	19980288	19980438	id-1417	2.55e-06	-	AAAACAATACCAGGATCTGCCAAAAGGTGGCGCTG	Upstream_CTCF	40
chr1	19986426	19986576	id-1418	1.67e-08	-	GATGCAACTCCCTCCATCCCCGGAAGGTGGCACAC	Upstream_CTCF	40
chr1	19988344	19988494	id-1419	1.39e-07	+	CAAGATAATAACAGTATGGCCACAAGGTGGCACCA	V_CTCF_BR	40
chr1	19991812	19991962	id-1420	5.08e-07	+	CCTATCTTGCCGCCCGCCCCCTCCAGGGGGCTCTG	V_CTCF_BR	3
chr1	19992714	19992864	id-1421	5.01e-06	-	AGGACAAAAGGCAGGCTGGCCAGCAGGCGGCACTG	V_CTCF_BR	9
chr1	20029816	20029966	id-1422	4.31e-07	-	AAGGGAAAGGAAGAGAGTGCCACAAGGGGGAGGCA	V_CTCF_BR	4
chr1	20031134	20031284	id-1423	3.73e-09	-	CTGCTATTACCACCGCTGGCCACAAGGGGTCCCAG	UpstreamP1_CTCF	40
chr1	20042203	20042353	id-1424	6.74e-08	+	TGTGCACACCAGAGAGCTGCCACCAGGTGGTGCTG	Upstream_CTCF	40
chr1	20057607	20057757	id-1425	1	+	NA	NONE	1
chr1	20063943	20064093	id-1426	1.39e-05	+	GTTCTAGCAAAACATCAGGCCTGAGGAGGGCAGCC	V_CTCF_BR	26
chr1	20072300	20072450	id-1427	1	+	NA	NONE	0
chr1	20088801	20088951	id-1428	2.17e-09	+	CCGAGGGATCTCGGCTCTGCCACCAGAGGGCAGAA	V_CTCF_BR	40
chr1	20126065	20126215	id-1429	2.27e-06	+	GGCTCTGAAAACAAACCAACCACCAGCAGGCGGCC	V_CTCF_BR	39
chr1	20137833	20137983	id-1430	2.89e-09	-	GGCTTGTTCAGCTTGACAGCCAGCAGGGGGCAGCC	V_CTCF_BR	40
chr1	20198759	20198909	id-1431	4.14e-06	-	GAAGGCTGTTCCACAGGCCACACGAGGGGGCAGCA	V_CTCF_BR	27
chr1	20208683	20208833	id-1432	1.39e-07	+	TCACGTTGAGTACCATCCACCACTAGAGGGCGGAA	V_CTCF_BR	40
chr1	20219209	20219359	id-1433	1	+	NA	NONE	10
chr1	20244604	20244754	id-1434	3.09e-07	+	AGTGGCCTGAATGAAATGGACACCAGAGGGCGCCT	V_CTCF_BR	40
chr1	20284422	20284572	id-1435	1	+	NA	NONE	34
chr1	20301386	20301536	id-1436	6.86e-07	+	CCTGCTTTCTCCCAGCAGGCCAGTAGGAGCTGCTA	Upstream_CTCF	40
chr1	20325439	20325589	id-1437	3.18e-06	+	TGTTCCCTGGAAAGCAGAGCCAGGAGAGGGCGTAG	V_CTCF_BR	24
chr1	20414293	20414443	id-1438	2.28e-05	+	CCTGTGCTGACTGAAAGAGCCCCCAGTGGCCAACC	Upstream_CTCF	32
chr1	20427513	20427663	id-1439	2.08e-07	+	GTGCACTTCCCCTGTTTCCCCAGCAGAGGTTCTCC	UpstreamP1_CTCF	40
chr1	20435817	20435967	id-1440	4.66e-08	-	CCTGGAATGCATGGTTCCACCTCCAGGGGGCCCAG	Upstream_CTCF	19
chr1	20442095	20442245	id-1441	4.68e-07	-	TGGGGACACGGGTTCTTCTCCAGTAGGGGGAGCAG	V_CTCF_BR	11
chr1	20478934	20479084	id-1442	1.62e-08	-	CGGTTGTGACCCGTGATGTCCACTAGGTGTCGCCC	UpstreamP1_CTCF	40
chr1	20484958	20485108	id-1443	3.45e-05	+	TAGAGGCAGTATGGAAGCCCCAAAAGGTGGCAGTC	V_CTCF_BR	4
chr1	20491144	20491294	id-1444	1.47e-05	-	TGGGTGAATCACGGGCTCACAGGCAGAGGGAGCAC	V_CTCF_BR	13
chr1	20492031	20492181	id-1445	1.23e-08	+	CTGCACTTTGGCCGAGTCACCACTAGATGGGAACC	UpstreamP1_CTCF	39
chr1	20511169	20511319	id-1446	1	+	NA	NONE	13
chr1	20513778	20513928	id-1447	1	+	NA	NONE	4
chr1	20521780	20521930	id-1448	1.59e-06	-	CCCCAGCCCCTCAACACGGCAGCCAGAGGGCGCCT	V_CTCF_BR	40
chr1	20536670	20536820	id-1449	1	+	NA	NONE	0
chr1	20539441	20539591	id-1450	6.98e-07	+	TGGGGCTTTTTTCTCTCTTCCACTAGATGGCGCTG	V_CTCF_BR	40
chr1	20543242	20543392	id-1451	8.91e-07	+	TCTGCACTCCTCTGGGTGTCCTCTGGGTGTCTCTG	Upstream_CTCF	40
chr1	20559976	20560126	id-1452	1	+	NA	NONE	36
chr1	20569722	20569872	id-1453	1	+	NA	NONE	6
chr1	20593237	20593387	id-1454	1.48e-06	-	TGTGCTGTGGTTACAGGGGGCAGAAGAGAGCAGCC	Upstream_CTCF	15
chr1	20598083	20598233	id-1455	1.73e-05	+	TTTTACATGCCTGTCTCTCCCACTAGATGGTGCAA	V_CTCF_BR	25
chr1	20628060	20628210	id-1456	6.46e-07	-	CCGTGTGCTGAGGGGCTCACCGGCTGGTGGCGCAC	V_CTCF_BR	1
chr1	20656411	20656561	id-1457	1	+	NA	NONE	38
chr1	20662714	20662864	id-1458	2.46e-06	-	CTGTACCGGCGCCTCTTGTCCTGTAGGGAGAAACA	UpstreamP1_CTCF	9
chr1	20688402	20688552	id-1459	2.05e-09	+	CCTGCTGTTCTGATACCGTTCAGCAGAGGGCGCTG	Upstream_CTCF	40
chr1	20693751	20693901	id-1460	1	+	NA	NONE	39
chr1	20703499	20703649	id-1461	3.22e-07	+	GAGGCATTACCACCACAGGCCTGAGGGTGGCAGTG	Upstream_CTCF	40
chr1	20757019	20757169	id-1462	1.74e-08	-	CCACAGACTCTTCCTGCCACCACTAGAGGGCGCTG	V_CTCF_BR	40
chr1	20759542	20759692	id-1463	2.97e-06	-	CAGGGAGGCAGGGAAAGCTCCAGGAGGGGGCGAAG	V_CTCF_BR	3
chr1	20760690	20760840	id-1464	8.97e-05	+	TCCTCATTTCCTCAACTCCCAGGGAGGTGGTGCTG	Upstream_CTCF	19
chr1	20796024	20796174	id-1465	2.06e-07	+	GCTGCACCATCATCCCATGGCACAAGAGGGGGCCA	Upstream_CTCF	34
chr1	20810407	20810557	id-1466	3.45e-05	-	CGGGCCAGTGCGCGCCCTGGCTGCAGCAGGAGCGG	V_CTCF_BR	27
chr1	20810587	20810737	id-1467	1.26e-05	+	GGTGCGGAGATGAGCGGAACCAGGAGGGGACGCCA	Upstream_CTCF	21
chr1	20820390	20820540	id-1468	1.81e-11	-	GCTGCAGTCTCCACAATGCCCTCCAGGTGGCGCTA	Upstream_CTCF	40
chr1	20820847	20820997	id-1469	1.48e-05	-	GAGCCAGTGCCACTGGTGTGGGGCAGGGGGCGCTG	UpstreamP1_CTCF	31
chr1	20848927	20849077	id-1470	6.43e-10	+	CTGCAGTTGACATTTTTAGCCACAAGGAGGCACCA	UpstreamP1_CTCF	40
chr1	20901841	20901991	id-1471	9.55e-09	+	CCCTGAACGGCCCCGGGGTCCAGTAGGGGGCGCAC	V_CTCF_BR	40
chr1	20913846	20913996	id-1472	2.81e-06	+	GGTGGAGAGGCCCTCAGCCCCAGCAGGAGGCAATA	Upstream_CTCF	17
chr1	20959812	20959962	id-1473	1.28e-08	-	GCGGCAGTTCCCCGACTCGGCGCGTGGGGGCGCTA	Upstream_CTCF	40
chr1	20966761	20966911	id-1474	2.27e-06	+	AATAAACTGAACTCTGTCCCCACCAGAGGGAACAC	V_CTCF_BR	40
chr1	20980903	20981053	id-1475	3.63e-06	+	CAAAACGACCCTGGCCCTACCTGAAGGGGGAGCCT	V_CTCF_BR	16
chr1	20982722	20982872	id-1476	8.16e-07	-	AGCCTCTCCCTCATTGTGGCCCCCAGAGGGTGCTG	V_CTCF_BR	3
chr1	20987951	20988101	id-1477	1	+	NA	NONE	40
chr1	20989231	20989381	id-1478	1	+	NA	NONE	0
chr1	20990016	20990166	id-1479	2.81e-05	-	CACTCTATCCCAGGCCAGTCCTGTGGGGGGCTCCA	V_CTCF_BR	18
chr1	21023020	21023170	id-1480	2.17e-09	+	CGTCGCTACTCCCTGGTGACCACCAGGGGGAGGCA	V_CTCF_BR	40
chr1	21023418	21023568	id-1481	7.46e-06	+	CTGCAGGGGCGGACGGCGTTCACTGGGGGCACCAT	UpstreamP1_CTCF	37
chr1	21029041	21029191	id-1482	9.51e-07	+	ACCCCTATGCCCAAGGCAGCCAGCAGAGGGCTTTG	V_CTCF_BR	40
chr1	21038343	21038493	id-1483	6.8e-06	-	ATGTAAACCTCCTGGCAGTCCAGGAGGAGGCACCG	UpstreamP1_CTCF	22
chr1	21054562	21054712	id-1484	1.19e-06	-	GAAGCCAGTGAATGAATGGCCTGTGGGGGGCACTC	V_CTCF_BR	32
chr1	21059651	21059801	id-1485	1	+	NA	NONE	40
chr1	21119828	21119978	id-1486	1	+	NA	NONE	0
chr1	21164413	21164563	id-1487	2.47e-05	+	ACTGCACTGCCTCTAGCTGCAGACGGAAGCAGGTA	Upstream_CTCF	3
chr1	21203169	21203319	id-1488	3.81e-05	-	GTGCTCTTCCCGCCTTGGCCTCCCAAAGTGCAGGG	UpstreamP1_CTCF	0
chr1	21211845	21211995	id-1489	2.68e-05	-	GTAGCAGTTCAAAGTTCCAGCTCTGGAGGCAGAGT	Upstream_CTCF	8
chr1	21225795	21225945	id-1490	1	+	NA	NONE	1
chr1	21256579	21256729	id-1491	1	+	NA	NONE	0
chr1	21291382	21291532	id-1492	1.24e-05	-	AAGACAGCAGGGAACTCACCCAGCAGGTGGAGAGA	V_CTCF_BR	7
chr1	21308522	21308672	id-1493	4.02e-07	+	TAAGCAGTTTTTTTCCTCTCCAAAAGGTGGCACAA	Upstream_CTCF	37
chr1	21310131	21310281	id-1494	1.04e-05	+	GAAAGATCCTTTGAAATCAACTGTAGAGGGCAGCC	V_CTCF_BR	15
chr1	21314091	21314241	id-1495	1.28e-06	-	AGAGGCGGGGGGACAACAGACAGTAGGTGGAGCAG	V_CTCF_BR	9
chr1	21375119	21375269	id-1496	3.63e-05	+	CGAACAGCTTTCCCTCGGCACCCTAGAGGGCAGAA	V_CTCF_BR	4
chr1	21378647	21378797	id-1497	3.63e-05	-	GATTGATTGGTAGACACTTCCACTAGGGGTCTGAG	V_CTCF_BR	5
chr1	21384710	21384860	id-1498	1	+	NA	NONE	5
chr1	21399293	21399443	id-1499	1	+	NA	NONE	14
chr1	21517293	21517443	id-1500	1	+	NA	NONE	4
chr1	21521773	21521923	id-1501	3.79e-08	-	TTGCTAGTTTCAAGATTTACCACCAGAGGGCAGAA	UpstreamP1_CTCF	40
chr1	21543466	21543616	id-1502	3.79e-08	+	GTGATGTGCATCATTCTCACCAGCAGGGGGTGCTC	UpstreamP1_CTCF	40
chr1	21544504	21544654	id-1503	2.58e-07	+	GAGGCCGCTCCAGGTGCTTCCACTTGGTGGCGCCC	Upstream_CTCF	40
chr1	21558570	21558720	id-1504	4.58e-08	+	ATGTTTGAACCCCTATAGTCCACCAGGGGGCACCA	UpstreamP1_CTCF	40
chr1	21571599	21571749	id-1505	1.05e-08	+	GCGGCCCTTCCCCTGCTGGCCCCTAGGGGGCTCTC	Upstream_CTCF	40
chr1	21581252	21581402	id-1506	3.88e-06	-	CAGGGTCAGGGGAGCCTGGCCTCCTGCTGGTGCTG	V_CTCF_BR	6
chr1	21581805	21581955	id-1507	2.5e-09	+	ACCCTCAAGAACCAAGCAGCCACCAGAGGGCAGCC	V_CTCF_BR	39
chr1	21594764	21594914	id-1508	1.41e-06	-	CTGCCACTCCCCCAAGTGGCCAGCATGGGCTGTCC	UpstreamP1_CTCF	13
chr1	21596791	21596941	id-1509	1.63e-09	-	TCCGCAGTGCCTGCAAGAACCTGCAGGGGGCGCAG	Upstream_CTCF	40
chr1	21629279	21629429	id-1510	3.88e-06	+	ACAGGCTTGTCCAGATGAATCACCAGGGGGCAGGA	V_CTCF_BR	34
chr1	21632214	21632364	id-1511	1	+	NA	NONE	2
chr1	21645922	21646072	id-1512	5.12e-07	+	ATGCTGCCCCCACCTCTGTCCACCAGGGCACCCCC	UpstreamP1_CTCF	31
chr1	21648544	21648694	id-1513	3.36e-05	+	CTGCCCCACCTGGCTCATGTCAGGAGCTGGAACAA	UpstreamP1_CTCF	34
chr1	21649272	21649422	id-1514	9.81e-06	-	CACCAAACATGCACAAATTCCAGCAGAGGGCGGAT	V_CTCF_BR	14
chr1	21660924	21661074	id-1515	6.39e-05	-	AGGGCATAGGAAGTGATGGCCGCAAGGGGATGCCC	Upstream_CTCF	17
chr1	21661313	21661463	id-1516	3.2e-08	-	GCTGCTGTGTAGAGCATGGACTGTAGGGGGCAGGA	Upstream_CTCF	40
chr1	21668086	21668236	id-1517	1	+	NA	NONE	12
chr1	21695088	21695238	id-1518	1.23e-05	-	AAGTCTTCACTTTAGATCGCCACCAGGGGACAGCC	UpstreamP1_CTCF	40
chr1	21697148	21697298	id-1519	2.01e-05	+	AGGTCTTCTAAGAAACTGACCAGCAGGGGACAGCA	UpstreamP1_CTCF	40
chr1	21710459	21710609	id-1520	7.49e-07	+	GCGTAGCTATCCTGGTCCCCCAGCAGATGGCTGAC	UpstreamP1_CTCF	21
chr1	21795218	21795368	id-1521	5.96e-07	-	AACTGCTGTTTGTTCTCTGCCAGCTGGGGGCGCGA	V_CTCF_BR	38
chr1	21798969	21799119	id-1522	9.25e-06	+	CTGGGAATCAGACCTGTAGCCAGATGGGGGAGACA	V_CTCF_BR	1
chr1	21815305	21815455	id-1523	1	+	NA	NONE	30
chr1	21817418	21817568	id-1524	8.43e-09	-	ATGGAGCGGCTGCCCTCCACCAGCAGAGGGCAGAG	V_CTCF_BR	39
chr1	21824321	21824471	id-1525	1.34e-06	-	ATTCTGGACTCTTCACATACCTCCAGGGGGCGGGA	UpstreamP1_CTCF	23
chr1	21835664	21835814	id-1526	4.7e-08	+	CCCGTTCCTAGCTCCGCTCCCGGCAGGGGGCGCCC	V_CTCF_BR	40
chr1	21836587	21836737	id-1527	4.41e-06	-	GGAGGCCCACCTCGCAAAGCCTAAAGGGGGCGGCA	V_CTCF_BR	5
chr1	21837824	21837974	id-1528	1	+	NA	NONE	35
chr1	21861393	21861543	id-1529	1.93e-05	-	AGTAAGTAAAAGCAATAGAACGCCAGGTGGCGGTA	V_CTCF_BR	40
chr1	21866448	21866598	id-1530	1.09e-07	-	CCAGCACTTCCCTCAGCCCTCTGCAGGGGGAGCCT	Upstream_CTCF	40
chr1	21868627	21868777	id-1531	2.53e-05	-	GGGGGCACCTGCATAGCTGCCTAGGGAGGGAGCCC	V_CTCF_BR	5
chr1	21879221	21879371	id-1532	1	+	NA	NONE	2
chr1	21900657	21900807	id-1533	1.38e-08	-	ACAGGTAGAGGTCACACCGCCAGCAGATGGCAGCG	V_CTCF_BR	39
chr1	21901356	21901506	id-1534	4.88e-05	+	CCCTCCAAGCTGGGAGTGTCCACCAGGCAGCGCCC	Upstream_CTCF	11
chr1	21913491	21913641	id-1535	1.61e-05	+	GTGCTGTGACTGCAGGCGGAGAGGAGGGCCCAACG	UpstreamP1_CTCF	23
chr1	21922137	21922287	id-1536	2.06e-07	-	AGTGAATCCCCTGATATGGCCACAAGGCGGCGCCA	Upstream_CTCF	40
chr1	21931547	21931697	id-1537	1.15e-07	+	GTGCAGTGTCCTGGGGTGGCCACTAGGCAGTGGAC	UpstreamP1_CTCF	20
chr1	21936422	21936572	id-1538	1	+	NA	NONE	2
chr1	21982326	21982476	id-1539	2.01e-05	+	GGGAAGATCTCAGGTCTGGGCTCTAGGTGGGGCTG	UpstreamP1_CTCF	29
chr1	21984390	21984540	id-1540	3.97e-07	+	TCAACAAGGGTGGCTCTGCCCCCCAGAGGGCGCCA	V_CTCF_BR	23
chr1	21985687	21985837	id-1541	5.52e-10	-	CCTGCAGTTCTTATGACGGCCAATTGGTGGCGCCC	Upstream_CTCF	40
chr1	21990156	21990306	id-1542	1.03e-06	-	CCGCAGCCAGGCTGTGGGGGCAGCAGAGGGAAGGT	UpstreamP1_CTCF	8
chr1	21995246	21995396	id-1543	1.84e-06	-	GCCCAAGCCCTAGCGCCCCCCAGAGGGTGGCGCTC	V_CTCF_BR	17
chr1	21996429	21996579	id-1544	2.53e-05	+	ACAAGAGTGAAAACCCAGGCAGGGAGGGGGCGGCA	V_CTCF_BR	30
chr1	22026642	22026792	id-1545	1.21e-06	-	TCTGTATTTCAGTCAGTCAACACTGGAGGGCCCTT	Upstream_CTCF	3
chr1	22029917	22030067	id-1546	1.81e-06	+	TGATCATTACTAGTCATTGCCACAAGAGGGACCAG	Upstream_CTCF	38
chr1	22069173	22069323	id-1547	2.01e-05	+	ACTCTGTAATCATACCTAACCAGCAGAGGCCCCAA	UpstreamP1_CTCF	8
chr1	22109002	22109152	id-1548	8.16e-07	-	GGAAGGTTTGGGTTCCCATCCAGAAGATGGCGGTG	V_CTCF_BR	38
chr1	22141091	22141241	id-1549	3.2e-08	+	CCTGCAGTTCTACGAGGGCCCGCCGGGGGCGCCCC	Upstream_CTCF	37
chr1	22150338	22150488	id-1550	4.7e-06	-	CTGGGGGCAGGCGAGTGCCCCAGGAGTGGGAGGAA	V_CTCF_BR	0
chr1	22160626	22160776	id-1551	1	+	NA	NONE	30
chr1	22179596	22179746	id-1552	2.28e-05	+	CAGGCCCTAGTGGGGACGGCCGACAGGTGGCCTTT	Upstream_CTCF	3
chr1	22181864	22182014	id-1553	6.04e-07	-	GTGTTCTCACAGGACTCTGTCTGCAGGGGGCGGTG	UpstreamP1_CTCF	3
chr1	22192578	22192728	id-1554	2.8e-05	+	AGTGTAATGACAATGACCACCATGGGGAGGCTGCG	Upstream_CTCF	25
chr1	22199037	22199187	id-1555	1.72e-06	-	CCAGCTCTGCCTACACACGCCACCTGGTGAGAGCC	Upstream_CTCF	3
chr1	22202263	22202413	id-1556	2.1e-05	+	GGGCCTGCCCGCACCCCTACCCCCAGGGGACAGTA	UpstreamP1_CTCF	5
chr1	22208719	22208869	id-1557	1.18e-05	-	GTGCTCATTTTAGCTTATACCTCTAGGAGGCAGGC	UpstreamP1_CTCF	35
chr1	22211033	22211183	id-1558	1	+	NA	NONE	0
chr1	22225354	22225504	id-1559	6.98e-07	+	CCAGGGAGCAGGGAGCTGGTCAGCGGGTGGCGGCG	V_CTCF_BR	14
chr1	22226775	22226925	id-1560	8.16e-07	+	TGGGATGCAGGCAGGGTGACCCCCAGTGGGCAGGC	V_CTCF_BR	6
chr1	22228038	22228188	id-1561	5.52e-05	-	GCTCAGTCCCAGGCTTGGGCTACAAGGAGGGTGGG	UpstreamP1_CTCF	12
chr1	22253253	22253403	id-1562	1	+	NA	NONE	10
chr1	22266249	22266399	id-1563	1	+	NA	NONE	37
chr1	22268039	22268189	id-1564	1	+	NA	NONE	0
chr1	22273447	22273597	id-1565	8.97e-05	+	ACACCAAGGCCACTCCTGAACACAAGGGGGACAGT	Upstream_CTCF	13
chr1	22279562	22279712	id-1566	3.41e-07	+	ACTGCCTGGTCCCCGCCTGCCACCAGGGGCCTCTC	Upstream_CTCF	20
chr1	22283777	22283927	id-1567	1	+	NA	NONE	6
chr1	22290578	22290728	id-1568	1.09e-07	-	GATGCAACATCCCAAGTTACCAGCAAGGGGCGCCC	Upstream_CTCF	40
chr1	22307147	22307297	id-1569	3.88e-06	-	ATAGGTTGTGCACTGTGCAACTCTAGAGGGCGCCA	V_CTCF_BR	11
chr1	22308660	22308810	id-1570	1	+	NA	NONE	14
chr1	22331770	22331920	id-1571	3.88e-06	-	ATAGGTTGTGCACTGTGCAACTCTAGAGGGCGCCA	V_CTCF_BR	40
chr1	22345884	22346034	id-1572	1	+	NA	NONE	39
chr1	22349461	22349611	id-1573	1	+	NA	NONE	38
chr1	22351062	22351212	id-1574	4.51e-05	-	TGCGCCATTGCACTCCAGCCCGGACGAGGGAGCAA	Upstream_CTCF	20
chr1	22366145	22366295	id-1575	5.74e-05	+	ATCCACGGTTCATCAGTGACCACTAGGTGCTATGT	UpstreamP1_CTCF	25
chr1	22379873	22380023	id-1576	4.5e-05	-	CGGCAGGGAGCGGGCTGGAGGAGCGGATGGAAATG	UpstreamP1_CTCF	17
chr1	22418935	22419085	id-1577	1	+	NA	NONE	14
chr1	22432241	22432391	id-1578	7.55e-10	+	CTGTAATGATCCAGAGCAGCCACTAGATGGCAGAG	UpstreamP1_CTCF	40
chr1	22437063	22437213	id-1579	1.63e-05	-	CCAGCTATTCTATTACTGCCCCCAAGGGGAGCTGG	Upstream_CTCF	8
chr1	22458495	22458645	id-1580	1.18e-09	+	TCCCACCTGTTGCTCTTGGCCTGCAGGGGGCGCCA	V_CTCF_BR	40
chr1	22468801	22468951	id-1581	2.39e-05	+	CTGCACGCCTCCAGCCCAGCCCGCAGCGCGGCGCA	UpstreamP1_CTCF	11
chr1	22469880	22470030	id-1582	9.14e-09	-	GCTGCAGTGCCCGCAGCGGCGGGTTGGGGGAGCTG	Upstream_CTCF	26
chr1	22498911	22499061	id-1583	1	+	NA	NONE	6
chr1	22534883	22535033	id-1584	5.77e-08	-	TCTGGCAAGTGCTGCCCGGCCGGTAGTGGGCGCTC	V_CTCF_BR	32
chr1	22545269	22545419	id-1585	3.88e-06	+	AAGTAAAGTGCTTTGGTGTCCGGCAGGTGGAAGTG	V_CTCF_BR	4
chr1	22558573	22558723	id-1586	1.84e-06	+	GGACCCTCATGTCAAGTCAACACTAGAGGGAGGCA	V_CTCF_BR	24
chr1	22564301	22564451	id-1587	4.7e-05	-	TCATCCCTTTTTACTTTGGCCACTAGGGAACTCAA	Upstream_CTCF	8
chr1	22571649	22571799	id-1588	3.09e-05	-	CTGCACTGGAATGAAGACCCCTGCGGGGGATATTA	UpstreamP1_CTCF	3
chr1	22601693	22601843	id-1589	1	+	NA	NONE	7
chr1	22602447	22602597	id-1590	8.58e-08	-	GCTGCACTGCCTTCCTTGGGGCCTAGGTGGCGATG	Upstream_CTCF	40
chr1	22613172	22613322	id-1591	3.4e-06	+	GCTGCTCAGGGGTGAGCACCCTCCAGGGGGCGTGG	V_CTCF_BR	15
chr1	22623341	22623491	id-1592	7.55e-07	+	CCCACAGCAGGTGGCTGGGCCCCTAGAGGGAGCAC	V_CTCF_BR	8
chr1	22643878	22644028	id-1593	7.97e-09	-	TTTGCATTACCCGCCCAGACCTGCAGGGGGCTGTG	Upstream_CTCF	40
chr1	22651596	22651746	id-1594	3.18e-06	-	ACGTTGCTGGGCTATTTGGGCTCCTGGGGGCACCC	V_CTCF_BR	1
chr1	22691387	22691537	id-1595	6.46e-07	+	GCTGAGCTGGAGAGCTGGTCCTGCAGGGGGCTCTG	V_CTCF_BR	16
chr1	22704497	22704647	id-1596	6.84e-06	-	AGATGGTCAAGGGAAACTCCCTGGAGGGGGCAGAA	V_CTCF_BR	3
chr1	22707150	22707300	id-1597	8.81e-07	-	TGCTCAGGGGAAGAGACCACCTGTAGGGGGCACCT	V_CTCF_BR	24
chr1	22716937	22717087	id-1598	2.6e-07	-	CAGGGCAAAGGATGGGTGGCCGGAAGGTGGAGGCA	V_CTCF_BR	12
chr1	22719742	22719892	id-1599	1.83e-05	+	TGTTTTAGTGCTTCCTTCTCCAGGAGGGGGTAGGC	V_CTCF_BR	1
chr1	22742125	22742275	id-1600	9.62e-05	-	CTCCCCCTGGGTCACCCAGCCACTGGGTGGCCTTA	UpstreamP1_CTCF	3
chr1	22743186	22743336	id-1601	1.67e-07	-	CCTCGCTGCTGCGCAGAGGCCACTGGAGGGCGCTG	V_CTCF_BR	40
chr1	22747047	22747197	id-1602	6.46e-07	+	GCTGGCAACCCTGATGCTGGCACGAGATGGCGCCC	V_CTCF_BR	40
chr1	22778991	22779141	id-1603	1	+	NA	NONE	20
chr1	22783929	22784079	id-1604	4.94e-06	-	GAGGTCGCTCATGCAAACGCCTCCAGGGGTCAGAC	Upstream_CTCF	20
chr1	22815901	22816051	id-1605	2.53e-05	+	TCCGTCTACATATTTATCTCCTCTAGGTGGCTGAG	V_CTCF_BR	12
chr1	22826738	22826888	id-1606	4.24e-07	-	TCTGCTGGACACACCTTGTCCTCCAGAGGTCTCAG	Upstream_CTCF	5
chr1	22834189	22834339	id-1607	6.48e-05	+	GAGCAATTGCTAGCTCCTACCACCAGGCACTGACT	UpstreamP1_CTCF	1
chr1	22840458	22840608	id-1608	1.52e-07	+	GTGTGCCCATAGCTTGTGGCCTGAAGGGGGCAGGG	V_CTCF_BR	3
chr1	22853766	22853916	id-1609	3.45e-05	-	CAGCAGGCCACTCACAAGGCAGGGAGTGGGCGGCA	V_CTCF_BR	10
chr1	22854497	22854647	id-1610	2.78e-06	+	CTCAGAAGCCAAAAACTGACCAGAAGATGGTGCTC	V_CTCF_BR	28
chr1	22859146	22859296	id-1611	8.02e-05	-	AAGGTCAGAGTCCCTGTCTCCAGCAGTCGGCAGCA	Upstream_CTCF	9
chr1	22869465	22869615	id-1612	4.14e-06	+	CACTTCACATGGGGATCAGGCAGGAGAGGGCAGGA	V_CTCF_BR	3
chr1	22958174	22958324	id-1613	1	+	NA	NONE	0
chr1	22965895	22966045	id-1614	1	+	NA	NONE	20
chr1	22968624	22968774	id-1615	5.72e-09	-	GCGCCTGGGTTCGGCTTGTCCAGCAGGTGGCAGCC	V_CTCF_BR	39
chr1	22981195	22981345	id-1616	8.98e-06	+	GTGACACTACAGGCTCCCGCCACCAGGTGAATGTG	UpstreamP1_CTCF	33
chr1	22982577	22982727	id-1617	5.92e-05	+	AGGGGAGTGCGTTGAGGCACCACACGGGGGACCTT	Upstream_CTCF	0
chr1	22984991	22985141	id-1618	1.13e-05	-	CTGCCCTCCTGGACTTGTGCCCCTAGTGGGGACAG	UpstreamP1_CTCF	33
chr1	22992364	22992514	id-1619	6.43e-06	+	GCCTGTTCCAGGCTTGCTGCCACCAGGGGGGAGCA	V_CTCF_BR	40
chr1	23000747	23000897	id-1620	1.22e-08	+	CTCTACTTGGGGTACACTGCCACCAGGTGGCGGTA	V_CTCF_BR	40
chr1	23003449	23003599	id-1621	9.62e-05	+	CAGCTGTGACCCCTGCGCCCCCAGAGGCGGCCAAA	UpstreamP1_CTCF	1
chr1	23016175	23016325	id-1622	2.1e-05	+	CTGTGACTGCAGAGGCAGGAAACCAGGTGTCAGTG	UpstreamP1_CTCF	3
chr1	23025161	23025311	id-1623	5.41e-06	-	GGTTCAAATCCCTGCTCCACCACTTGGTGGCTGTG	Upstream_CTCF	3
chr1	23031048	23031198	id-1624	6.39e-08	+	GGTGAATTCACTTCCAGGACCACCAGGTGGCAGTC	V_CTCF_BR	40
chr1	23035853	23036003	id-1625	8.34e-07	-	GTGTCATCCTGGAAGGCCACCAGGAGGAGGCAGCC	UpstreamP1_CTCF	39
chr1	23039536	23039686	id-1626	1.19e-06	+	GGTATGGCTACTTGGACTGCCACTTGGGGGCAGGG	V_CTCF_BR	15
chr1	23058459	23058609	id-1627	4.5e-05	+	CTGCCCTGGAAGGCAGCCCCCTCTAGCGGAGGAGA	UpstreamP1_CTCF	39
chr1	23073790	23073940	id-1628	1.59e-06	-	CCTTGGGCAAGCCACTTCACCACCTGGGGGCAATG	V_CTCF_BR	12
chr1	23076116	23076266	id-1629	2.67e-06	+	GATGCTGTCTCCTCCCCGTCCACAGGGTGGCTTAT	Upstream_CTCF	22
chr1	23077740	23077890	id-1630	2.27e-06	+	TGCACGCAGGACTGATGGGGCGCCAGGTGGCAGGA	V_CTCF_BR	6
chr1	23087023	23087173	id-1631	1.38e-06	+	CTGCCTCATGTCATCCTGGCCACAGGAGGGAGGAC	V_CTCF_BR	13
chr1	23102884	23103034	id-1632	6.39e-05	-	TGTGACGGTGACAATCTCTCCTGCAGGGGAAGCTG	Upstream_CTCF	10
chr1	23135357	23135507	id-1633	5.3e-05	-	AGGCAGGATGCCCAGCAGCCCGCAGGGTGGCCAGC	UpstreamP1_CTCF	7
chr1	23141397	23141547	id-1634	4.34e-05	-	CTGGCAGCCTTCACGCGTGGCCATAGAGGGCGACT	Upstream_CTCF	2
chr1	23156935	23157085	id-1635	1.46e-07	+	CAGAACCTCCCTCACAGGGCCACCAGGAGGCAAGG	UpstreamP1_CTCF	24
chr1	23161425	23161575	id-1636	1	+	NA	NONE	14
chr1	23188699	23188849	id-1637	5.61e-08	-	CCTGCAGTACCAGGGCCAGCCTAAGGAGGGCACTG	Upstream_CTCF	40
chr1	23208621	23208771	id-1638	8.81e-07	-	CAGAGCCAGTCTCGGGGAGCCGACAGGGGGCAGAG	V_CTCF_BR	0
chr1	23215828	23215978	id-1639	3.05e-07	-	GATGCAGTACCAGACATGGACACTAAGTGCCACTG	Upstream_CTCF	40
chr1	23256921	23257071	id-1640	2.33e-07	-	CGGCCATTGCCTGCCCCATCCCCCAGGGGGCAGAA	UpstreamP1_CTCF	40
chr1	23290798	23290948	id-1641	1.46e-08	-	ACCGCTATCCCAGACCTGTCCACAAGGTGGCAGTG	Upstream_CTCF	40
chr1	23303022	23303172	id-1642	2.12e-06	+	GTGTCATACAGCACAGTGGCCCCAGGATGGCAGTA	UpstreamP1_CTCF	40
chr1	23303329	23303479	id-1643	1	+	NA	NONE	11
chr1	23345770	23345920	id-1644	1	+	NA	NONE	33
chr1	23346144	23346294	id-1645	1	+	NA	NONE	0
chr1	23374298	23374448	id-1646	3.55e-08	+	CTGCACTTCAGGAGCCTGGACAACAGAGGGAGACC	UpstreamP1_CTCF	31
chr1	23406050	23406200	id-1647	2.58e-05	+	CATGTTGGCAGTACGACTGCCAGCAGGGGTGAGCT	Upstream_CTCF	1
chr1	23408003	23408153	id-1648	1.41e-05	+	GTGCAGTACCTCAGGTAAGTAGGTAGGTGGGGCAA	UpstreamP1_CTCF	39
chr1	23412071	23412221	id-1649	1.64e-05	-	CCGTCAGTGGAGTGTTCGGGATGCAGGGGGCACTA	V_CTCF_BR	4
chr1	23424989	23425139	id-1650	1	+	NA	NONE	1
chr1	23425324	23425474	id-1651	6.17e-09	+	CTGCACTATAAGCCTAGAACCACCAGATGGAGCCC	UpstreamP1_CTCF	40
chr1	23427112	23427262	id-1652	1	+	NA	NONE	19
chr1	23504183	23504333	id-1653	2.2e-07	+	CCGCAGTGACAGCTCCGCGCCGCCAGCCGGCCGCG	UpstreamP1_CTCF	26
chr1	23505554	23505704	id-1654	2.1e-06	-	CATGCAATATGTAATGTGGCCACAGGGAGGAAAAT	Upstream_CTCF	40
chr1	23505875	23506025	id-1655	6.75e-05	+	ATCTGCCAATCAGATGTCAACACCAGGGGGCCCTT	UpstreamP1_CTCF	12
chr1	23511277	23511427	id-1656	1.26e-07	-	TAATTTATTTTAGATATGGCCACCAGGTGGCGCAG	V_CTCF_BR	40
chr1	23524876	23525026	id-1657	1	+	NA	NONE	24
chr1	23533883	23534033	id-1658	1.1e-06	+	ACAGATATCTAGGCCTCACCCTCCAGGGGGCAGAG	V_CTCF_BR	24
chr1	23536836	23536986	id-1659	8.13e-06	-	ACTGCTACCCCTCACACAACCACCGTGTGGCAGGC	Upstream_CTCF	35
chr1	23543332	23543482	id-1660	4.27e-13	+	GCGCCGCGCCCGAACCTGGCCAGCAGGGGGCAGCG	V_CTCF_BR	40
chr1	23637741	23637891	id-1661	1	+	NA	NONE	0
chr1	23670978	23671128	id-1662	8.9e-05	-	TTGCAGCCACCAAGGGCTTCCACCACAGACCCCTT	UpstreamP1_CTCF	8
chr1	23680810	23680960	id-1663	1.56e-05	+	TGAGCCCCACTCATAGCGACCCCCTGGTGGTGGTT	Upstream_CTCF	31
chr1	23695477	23695627	id-1664	3.63e-06	+	GGGCGTGCGACTGCGTCCTTCTCAAGGGGGCGCCC	V_CTCF_BR	31
chr1	23696834	23696984	id-1665	1	+	NA	NONE	14
chr1	23697660	23697810	id-1666	3.16e-05	-	GCCTCTCTTCTCTTTCCAACCTCTAGAGGGTCCCA	Upstream_CTCF	23
chr1	23721359	23721509	id-1667	9.78e-07	-	AGGCTGTGTTCCCCGAGCTCCTCCAGAGGGTGGAG	UpstreamP1_CTCF	17
chr1	23730540	23730690	id-1668	7.44e-09	-	GATGCAGTAACTGAAATGCCCTCGAGGTGGCGCAC	Upstream_CTCF	40
chr1	23748284	23748434	id-1669	1	+	NA	NONE	24
chr1	23751437	23751587	id-1670	4.21e-05	-	GCCCTCCGCGCCGCGACCGCCGCCTGTGGCCAGGT	V_CTCF_BR	14
chr1	23778040	23778190	id-1671	1	+	NA	NONE	12
chr1	23809987	23810137	id-1672	3.18e-06	+	GGCCAAATCTCCGAACCAGCCGCAAGCGGGAGGGG	V_CTCF_BR	33
chr1	23810634	23810784	id-1673	5.34e-06	+	CGCTGAGCCGGCCTCACCGCCGGCCGGGGGCGCCG	V_CTCF_BR	25
chr1	23823660	23823810	id-1674	3.68e-10	+	TCTGCATTTGGCAGAGTGGCCAGCAGAGGGCAGTG	Upstream_CTCF	40
chr1	23834125	23834275	id-1675	1.63e-05	+	CAGGCAAGGTGTGAAAGGGACAGTAGAGGGGGACA	Upstream_CTCF	5
chr1	23854515	23854665	id-1676	1	+	NA	NONE	28
chr1	23857159	23857309	id-1677	2.96e-05	-	CTTCGGCCGCTGGGCAGACCCCGAAGGTGGTGCCC	V_CTCF_BR	11
chr1	23857922	23858072	id-1678	1	+	NA	NONE	33
chr1	23866411	23866561	id-1679	3.55e-08	-	TGGCAGGTGCCAGAGTTCACCTCTAGGTGGCAGCC	UpstreamP1_CTCF	40
chr1	23871297	23871447	id-1680	6.8e-06	+	TGACAATTGCAGCAACTGGCCGCCAGAGGGGAGTC	UpstreamP1_CTCF	40
chr1	23881535	23881685	id-1681	5.98e-05	+	CGGCTGTCTCCGGGGAGGTCTGGGAGTGGGCAGAG	UpstreamP1_CTCF	39
chr1	23882074	23882224	id-1682	1	+	NA	NONE	20
chr1	23892844	23892994	id-1683	5.51e-07	-	CACTCAGGGATAGCTGTGGCCAGCAGGAGGCTCTC	V_CTCF_BR	38
chr1	23923284	23923434	id-1684	1	+	NA	NONE	0
chr1	23961546	23961696	id-1685	1.69e-05	-	CTGTCTTTCCCCTTTTTCTCCACTAGGGGTGCTGC	UpstreamP1_CTCF	40
chr1	23964022	23964172	id-1686	1.74e-08	-	GTTGAGCTCTACGTTTTGGCCAGCAGATGGCGCGA	V_CTCF_BR	40
chr1	23984289	23984439	id-1687	9.62e-05	-	AAGCAGCTTGCACCTTCAGCCCCTAGGGGCGCTGT	UpstreamP1_CTCF	40
chr1	23991838	23991988	id-1688	1	+	NA	NONE	40
chr1	23999634	23999784	id-1689	1	+	NA	NONE	18
chr1	24018096	24018246	id-1690	4.58e-08	+	CTGCAGTGGCTAGCACTACCCACAAGGGAGAAGCC	UpstreamP1_CTCF	40
chr1	24018737	24018887	id-1691	1	+	NA	NONE	18
chr1	24042964	24043114	id-1692	8.33e-05	-	GGATCTATGCTTCGTATCTCCTCTTGGGGCAACAG	Upstream_CTCF	10
chr1	24045085	24045235	id-1693	3.63e-05	+	AGGAACAGCAAGGCGAAGGCCAGAAGCAGGAGCGC	V_CTCF_BR	40
chr1	24053813	24053963	id-1694	1	+	NA	NONE	4
chr1	24071612	24071762	id-1695	1	+	NA	NONE	22
chr1	24072153	24072303	id-1696	1.7e-05	-	CTTGCAATTTCACATACAACCTGTAGGAGCTTGTT	Upstream_CTCF	40
chr1	24077903	24078053	id-1697	2.78e-06	-	GTCCTTCTCTTTCTTTACGCCACTAGAGGGCGGTT	V_CTCF_BR	40
chr1	24098727	24098877	id-1698	6.94e-09	+	ACTGCAGTTTCCCATCCAACCAGACGAGGGCGCCG	Upstream_CTCF	40
chr1	24117340	24117490	id-1699	9.81e-06	+	TCTCCTTCCGGTCGGCCCTCCTCCAGGAGGCGCAT	V_CTCF_BR	16
chr1	24123357	24123507	id-1700	1.38e-06	-	CGAACTGACCTGATCTCCACCTCCAGGTGGCGATC	V_CTCF_BR	22
chr1	24125142	24125292	id-1701	3.65e-07	-	GTGGCCTACATGTACCCTACCAGGAGGGGGCTCCC	V_CTCF_BR	29
chr1	24127719	24127869	id-1702	2.96e-05	-	TGCAGACCGACCCTTCCCGGCAGGTGGGGGCTGAG	V_CTCF_BR	14
chr1	24130797	24130947	id-1703	4.88e-08	+	GGTCAGTTCGGGGCTGTCGCCACCAGGGGGTGGGT	UpstreamP1_CTCF	36
chr1	24136307	24136457	id-1704	5.37e-06	+	GTGGGGCGGCAGTGGCTGGCCTTTAGGGGGCAGCA	UpstreamP1_CTCF	40
chr1	24137381	24137531	id-1705	3.73e-06	+	AATTCAGTGCCAGGAGGAGGCAGTAGAGAGCAATG	Upstream_CTCF	40
chr1	24181176	24181326	id-1706	1.73e-05	-	TAACATCCCTGGTCTCTACCCACTAGATGGCATAC	V_CTCF_BR	36
chr1	24194857	24195007	id-1707	2.18e-07	-	TGCGTCTTTCCCTTCTTGAGCACCAGAGGGCGCTC	V_CTCF_BR	40
chr1	24243406	24243556	id-1708	1.28e-06	-	CAGCATGGGGTAGATCCATCCTGTAGATGGCGGCA	V_CTCF_BR	40
chr1	24275746	24275896	id-1709	3.97e-07	+	ATGAGGTTTCTTCACCCCTCCAGTAGAGGGCGCAC	V_CTCF_BR	39
chr1	24285479	24285629	id-1710	1	+	NA	NONE	37
chr1	24306759	24306909	id-1711	1	+	NA	NONE	36
chr1	24330074	24330224	id-1712	1	+	NA	NONE	5
chr1	24345627	24345777	id-1713	1	+	NA	NONE	8
chr1	24354688	24354838	id-1714	1.11e-05	-	ATGTCAACTCTTCCCTCCACCAACAGATGGCATTA	Upstream_CTCF	40
chr1	24363134	24363284	id-1715	8.13e-06	-	ACTGGAACATCAGATCTTGCCAGTAGGAGTCTAAA	Upstream_CTCF	5
chr1	24373831	24373981	id-1716	2.04e-05	+	TGGTTCTGTGGACTCCTCACCTGGAGGGGGCATCT	V_CTCF_BR	8
chr1	24397439	24397589	id-1717	3.86e-08	+	ACCGTCATTTCTGAAATGGCCACTAGGGGGAAGTA	Upstream_CTCF	40
chr1	24401910	24402060	id-1718	8.81e-07	+	GGGCACCTGAGGGCGAGATCCAACAGAGGGCAGCG	V_CTCF_BR	13
chr1	24421198	24421348	id-1719	1	+	NA	NONE	11
chr1	24438671	24438821	id-1720	6.75e-05	-	CTCCACCTGTCGCTGCTGCCCAGCAGGCTGGAGAC	UpstreamP1_CTCF	10
chr1	24439142	24439292	id-1721	2.62e-07	-	GAGCAGTTTGCACAGTGAAGCAGTAGGTGGCTCCC	UpstreamP1_CTCF	40
chr1	24469142	24469292	id-1722	9.25e-06	-	TCAGTGAATGGAGAATTGGCCTGGAGGAGGCAGAC	V_CTCF_BR	8
chr1	24477061	24477211	id-1723	1.12e-08	+	CCTGACATACCACCACCGTCCAGGAGGTGGCAGCA	Upstream_CTCF	40
chr1	24482022	24482172	id-1724	8.79e-07	+	CTGCAACTGCAGCCCAAGGCCTCTGGGGGACATGG	UpstreamP1_CTCF	38
chr1	24484524	24484674	id-1725	2.37e-05	-	CCAGTGGCTCCCTGAGTTGCCAGCAGGATTAAGTG	Upstream_CTCF	38
chr1	24486545	24486695	id-1726	8.71e-06	+	ATGGTTCAAAAGCAGCCTACCACTTGGGGTCGCCC	V_CTCF_BR	2
chr1	24525871	24526021	id-1727	2.73e-11	+	CTGCATTTCCTAAGAGTGAGCACCAGGGGGCACCA	UpstreamP1_CTCF	40
chr1	24528454	24528604	id-1728	1.91e-08	+	AGTGTAATGTTGGGGCTGTCCAGCAGGAGGCACTG	Upstream_CTCF	40
chr1	24528749	24528899	id-1729	8.71e-06	-	GCTTTGGGGAAGTTGGCGGCCGCTAGGGGCCTGGA	V_CTCF_BR	15
chr1	24580186	24580336	id-1730	1	+	NA	NONE	25
chr1	24592942	24593092	id-1731	9.66e-05	+	GCTGCAGTAGTCACACTGGCCTCTGGCCTCTGGAA	Upstream_CTCF	26
chr1	24613193	24613343	id-1732	5.51e-07	+	CCATCTGCTGGGTTACCTGCCAGGAGAGGGCAGTT	V_CTCF_BR	5
chr1	24621247	24621397	id-1733	1.03e-06	+	GACTGGGAGTGGAAGATGCCCAGTAGGGGGAGGGA	V_CTCF_BR	33
chr1	24631414	24631564	id-1734	1	+	NA	NONE	13
chr1	24635276	24635426	id-1735	1.41e-06	-	TTTGCAAGACTTTCTGGAGCCACAAGGAGGCCTCA	Upstream_CTCF	39
chr1	24643270	24643420	id-1736	5.63e-06	+	TTGCTCAGCCCCACAGGAGCAGGAAGGGGGCAGCA	UpstreamP1_CTCF	19
chr1	24643770	24643920	id-1737	3.5e-05	-	CTGCAAAGCTTATTGCAGTCCAAAGGATGGCACAC	UpstreamP1_CTCF	4
chr1	24647798	24647948	id-1738	1.1e-06	-	GCCGGGTGCCCTCCCCTTACCAGTAGGGGCAGCTG	V_CTCF_BR	16
chr1	24648661	24648811	id-1739	5.17e-06	-	TCTGCGAGGCTGAGGGGAGACTCCAGGCGGCAGCG	Upstream_CTCF	11
chr1	24649986	24650136	id-1740	1	+	NA	NONE	5
chr1	24711808	24711958	id-1741	3.18e-06	+	GCCATGGAGAGTGAGGCAGGCAGCAGGAGGCACTG	V_CTCF_BR	40
chr1	24716667	24716817	id-1742	8.79e-07	-	CTGACTTTCTCCTCTCTCACCAGCAGGGGACAGAA	UpstreamP1_CTCF	40
chr1	24717874	24718024	id-1743	1.01e-08	-	CTGCTGTGTCTTTCTGTGGACAGTGGAGGGCAGTG	UpstreamP1_CTCF	40
chr1	24718919	24719069	id-1744	1.84e-07	-	TTTGAACTTCCAGCTGGTGCCACAGGAGGGAGCTC	Upstream_CTCF	40
chr1	24741992	24742142	id-1745	1.43e-05	+	CGCACCATTCTTCCTGTGGCCGCTAGGGGGTCCCC	Upstream_CTCF	40
chr1	24742416	24742566	id-1746	1	+	NA	NONE	15
chr1	24748112	24748262	id-1747	6.37e-07	-	ATTCATTTCATCCTCACCACCACCAGGAGGCAGTT	UpstreamP1_CTCF	33
chr1	24765037	24765187	id-1748	8.19e-06	+	AAGCCTCGGCCAGCTCTGGCCACTGCGGGGCAGCT	UpstreamP1_CTCF	10
chr1	24797394	24797544	id-1749	8.61e-08	+	ATAGTTCCTGCCCTCCAGGCCAGCAGAGGGAGGCA	V_CTCF_BR	4
chr1	24810675	24810825	id-1750	2.6e-07	-	CCCTGGCAGTGGGAGGTGAGCAGCAGGGGGCTGCC	V_CTCF_BR	0
chr1	24812228	24812378	id-1751	1	+	NA	NONE	1
chr1	24818548	24818698	id-1752	1	+	NA	NONE	25
chr1	24853785	24853935	id-1753	2.47e-08	-	AGTGGACTGCAAGCTGCTTCCAGCAGGGGGCAGTT	Upstream_CTCF	39
chr1	24868582	24868732	id-1754	1.87e-09	+	GCTGTGTTCTGTGGGGCTGCCTCCAGGGGGCGCCA	V_CTCF_BR	40
chr1	24869701	24869851	id-1755	9.31e-05	-	GCATGAGATCTAAAAATGCCCTGTAGGGGTCTGGA	Upstream_CTCF	15
chr1	24882379	24882529	id-1756	1.04e-05	+	GGACCCAGGAGCGGGGACACCACGGGGAGGCGCCG	V_CTCF_BR	13
chr1	24894345	24894495	id-1757	1	+	NA	NONE	15
chr1	24894647	24894797	id-1758	3.79e-08	-	GTGAGGTGCCCCGTGCGGGCCTCCAGGAGGCAGGG	UpstreamP1_CTCF	17
chr1	24913816	24913966	id-1759	8.46e-07	-	ACATCAATGTTACCTCCCACCAATAGGTGGCGATA	Upstream_CTCF	40
chr1	24920094	24920244	id-1760	5.68e-06	+	GTCCAGAATCTCTCTTTCTCCAGTAGATGGCTGTG	V_CTCF_BR	40
chr1	24961841	24961991	id-1761	1	+	NA	NONE	40
chr1	24968974	24969124	id-1762	1	+	NA	NONE	34
chr1	25010485	25010635	id-1763	3.36e-05	+	GGGCTATGGATACCTCTCACCAGATGGGGCAGGAG	UpstreamP1_CTCF	9
chr1	25012241	25012391	id-1764	2.47e-05	+	GGGGCTTGGCTTCTGTAGCCAACCAGAGGGAGGTG	Upstream_CTCF	9
chr1	25015144	25015294	id-1765	4.68e-07	+	TCTTCGTTTTCTGAGCCTTCCACTAGGTGGCACCC	V_CTCF_BR	40
chr1	25069898	25070048	id-1766	1	+	NA	NONE	17
chr1	25071378	25071528	id-1767	1	+	NA	NONE	36
chr1	25074771	25074921	id-1768	1	+	NA	NONE	5
chr1	25087319	25087469	id-1769	1	+	NA	NONE	4
chr1	25094636	25094786	id-1770	1.5e-05	-	CCAGCACTTTGGGACGCCACCACAAGGGGATTACT	Upstream_CTCF	7
chr1	25106286	25106436	id-1771	5.01e-06	+	GCACATTTCACCACAACTACCACAAGAGGCCACCC	V_CTCF_BR	28
chr1	25157295	25157445	id-1772	1.73e-05	-	AAGAAAATGTCAAAATTAACCACTAGAAGGCAGTA	V_CTCF_BR	40
chr1	25161530	25161680	id-1773	2.18e-07	-	TTTCTTAGATGAAACATAACCAGCAGAGGGCACTG	V_CTCF_BR	39
chr1	25174512	25174662	id-1774	4.7e-08	+	GGGTGCGGTTCCGAAGTGGCCAGCAGGGGCCGCGG	V_CTCF_BR	40
chr1	25176297	25176447	id-1775	1.47e-05	+	TTCACGCAACTCCCTGCCGTCTGCAGAGGTCACTG	V_CTCF_BR	37
chr1	25184284	25184434	id-1776	5.34e-06	+	TACTTGAGTGAGGCAAGGACCTGCTGGGGGAGCTG	V_CTCF_BR	23
chr1	25188825	25188975	id-1777	1	+	NA	NONE	31
chr1	25192816	25192966	id-1778	1.1e-05	+	TTGGAAATTACTCACCAAACCAGCAGTGGGTGCCA	V_CTCF_BR	11
chr1	25224703	25224853	id-1779	7.58e-10	-	GCTGCAGTAGCCACAGCAGCCTGCAGGTGGCAATA	Upstream_CTCF	40
chr1	25236146	25236296	id-1780	2.18e-07	-	AGCCCTGGAGAAGCTGCAGCCACTAGGGGGTGCGA	V_CTCF_BR	39
chr1	25253583	25253733	id-1781	1	+	NA	NONE	9
chr1	25256869	25257019	id-1782	1.47e-05	-	TGTGGCACTGGGGCCTCCTCCGCGGGGTGGCGCCT	V_CTCF_BR	17
chr1	25258461	25258611	id-1783	5.68e-06	+	TGGCCAGGTAGGGCCCTGGCCGGGGGCGGGCAACA	V_CTCF_BR	19
chr1	25258831	25258981	id-1784	5.21e-08	+	GGCACAGTGGCGGGAGCCGCCGCTAGTTGGCGCCC	V_CTCF_BR	39
chr1	25260137	25260287	id-1785	8.81e-07	-	TCTGCCCACAGGAGGGCGGCCGGCTGGGGGCGAAA	V_CTCF_BR	4
chr1	25261197	25261347	id-1786	1	+	NA	NONE	18
chr1	25274675	25274825	id-1787	3.31e-06	+	CAGCCTCCCTCAGACCACGCCACCAGGTGGCCCTT	UpstreamP1_CTCF	9
chr1	25279144	25279294	id-1788	1.04e-06	+	GATTCAGCCCCCACAGCGGCCTGGAGAGGTCACTA	Upstream_CTCF	3
chr1	25286771	25286921	id-1789	2e-06	+	GAAGTAACTCATGCAGGTGACGGCAGAGGGCAGAG	Upstream_CTCF	2
chr1	25288830	25288980	id-1790	5.96e-07	+	GGGTCGGTGGGTTAGGGACCCTGTAGGGGGCAGCG	V_CTCF_BR	13
chr1	25290120	25290270	id-1791	1.7e-05	+	CCTGCTAGGGAGGAGGAAGGCAGCAGGGGGTGTCT	Upstream_CTCF	8
chr1	25296669	25296819	id-1792	1	+	NA	NONE	4
chr1	25297005	25297155	id-1793	4.3e-06	-	GCCTCAGTTCCTGGGCTGGACGCTGGGGAGAGCCG	Upstream_CTCF	24
chr1	25317832	25317982	id-1794	5.67e-06	+	ATTGCAATCCTGCCAGCCTGCAAAGGGGGCAGCCC	Upstream_CTCF	13
chr1	25334273	25334423	id-1795	1.84e-06	+	TTTTCCTGCCTCAGCCCCGCAAGCAGATGGCACTA	V_CTCF_BR	6
chr1	25338784	25338934	id-1796	2.37e-05	+	CCTGGAGTCCAGGGCCTGGCACCAAGGAAGCAGCA	Upstream_CTCF	12
chr1	25343982	25344132	id-1797	8.56e-05	-	GTGCCACATCTCCAGATGGCCAGTGGGGGCTCTGT	UpstreamP1_CTCF	18
chr1	25353354	25353504	id-1798	5.52e-05	+	CCACAGTGAGTGTGCAGAGCCAGCAGGGGAGGCTG	UpstreamP1_CTCF	14
chr1	25358984	25359134	id-1799	2.19e-05	+	GCTGTCTTTGAGACTGAGGCCCCCAGCTGGTGTCC	Upstream_CTCF	4
chr1	25363766	25363916	id-1800	1.3e-09	+	GCTGTAGTTCTACTGCCAGCCAACAGAGGGCAACA	Upstream_CTCF	40
chr1	25364290	25364440	id-1801	1.05e-08	-	TGCGTACTGCCAGTCACAGACACCAGGGGGCGGCC	Upstream_CTCF	40
chr1	25365829	25365979	id-1802	7.49e-07	+	GGGCTGTATCTCAAGTCCACCAGCAGGGGAGAGTG	UpstreamP1_CTCF	31
chr1	25382561	25382711	id-1803	1	+	NA	NONE	2
chr1	25395427	25395577	id-1804	1.38e-06	-	AAACTGGGGGTGACAGTGACCAGCAGAGGGAGTAG	V_CTCF_BR	31
chr1	25415562	25415712	id-1805	2.01e-05	+	TGGGAGTGTGCAAGCATGGCCCACAGGAGGCAGTG	UpstreamP1_CTCF	8
chr1	25428026	25428176	id-1806	1.13e-11	-	TTGCAGTACCAGCCAACGGACAGCAGAGGGCGCCA	UpstreamP1_CTCF	40
chr1	25444052	25444202	id-1807	6.39e-08	+	GACGTCATGTCCAGGTGAGCCACCAGGTGGCTCCA	V_CTCF_BR	33
chr1	25456010	25456160	id-1808	8.97e-05	+	TGATTAGTGGTTTCTGTGAGCCAAAGAGGGCGCTG	Upstream_CTCF	4
chr1	25475286	25475436	id-1809	5.68e-06	-	AGTTATGCTCTTGGTTGTGCCAAGAGAGGGCACTG	V_CTCF_BR	38
chr1	25495375	25495525	id-1810	6.49e-06	-	CCTGCCATATCTGGGGCTACCCCTAAGGGGCCCTG	Upstream_CTCF	9
chr1	25517930	25518080	id-1811	3.88e-06	-	AGTGCCAACACAGTGCTTGGCGCAAGAGGGCACTC	V_CTCF_BR	0
chr1	25525371	25525521	id-1812	2.91e-05	+	GCTGTAATTCCATCAAAGGGCTCTGGGGACCCTGT	Upstream_CTCF	22
chr1	25531456	25531606	id-1813	8.17e-09	-	GGGTACTTCTAGGAACTTCCCACTAGGGGGCAGTG	UpstreamP1_CTCF	39
chr1	25544216	25544366	id-1814	2.43e-06	-	ACAGTTGCACAGCTTTTGGCCAGGTGGTGGAGCTG	Upstream_CTCF	7
chr1	25544961	25545111	id-1815	1	+	NA	NONE	4
chr1	25566478	25566628	id-1816	2.5e-05	+	AGACACTGGGACTGGGTCGCCAGCAGAGGGCCTCG	UpstreamP1_CTCF	39
chr1	25574337	25574487	id-1817	5.51e-07	-	AGGCCGGGTCTGCGACTTGCCGGTGGGTGGCGGCA	V_CTCF_BR	35
chr1	25586353	25586503	id-1818	3.31e-06	+	TTGCAGGACAAACAGACGGACAGCGTGTGGCAGTG	UpstreamP1_CTCF	30
chr1	25593379	25593529	id-1819	1	+	NA	NONE	23
chr1	25616618	25616768	id-1820	1	+	NA	NONE	27
chr1	25656504	25656654	id-1821	3.31e-06	+	TTGCAGGACAAACAGACGGACAGCGTGTGGCAGTG	UpstreamP1_CTCF	23
chr1	25663704	25663854	id-1822	1	+	NA	NONE	32
chr1	25729584	25729734	id-1823	1	+	NA	NONE	39
chr1	25768643	25768793	id-1824	3.4e-06	+	AATGTTCTAGAGGTGATGTCCAGTAGGGAGAGGTA	Upstream_CTCF	17
chr1	25813200	25813350	id-1825	5.86e-07	+	TGTGTGATCCTGCCTCCCCCCAGCAGATGGCTGAG	Upstream_CTCF	35
chr1	25814175	25814325	id-1826	1.15e-07	-	AACTGAACATGTACTATGTCCAGCAGGGGGCGGTG	V_CTCF_BR	40
chr1	25818958	25819108	id-1827	2.4e-05	+	GGGGAGCGTGGGTACTCTGCAGGCAGAGGGTGGGG	V_CTCF_BR	4
chr1	25828342	25828492	id-1828	2.18e-07	-	TTGCGGCAGGTCTGCGCTTCCACCTGGGGGCGCTG	V_CTCF_BR	39
chr1	25830406	25830556	id-1829	2.19e-08	+	CAAAGCCACCCCCCAGCTGCCACCAGAGGGCACAT	V_CTCF_BR	40
chr1	25844004	25844154	id-1830	5.68e-06	+	AAAACAGGAGATGCTGCTGACACCTGGGGGAGGCC	V_CTCF_BR	12
chr1	25847060	25847210	id-1831	2.74e-08	-	CTGTGACTTTAGTATGCTGCCACCAGGTGGCGGTG	V_CTCF_BR	40
chr1	25850136	25850286	id-1832	1.55e-07	-	ATGCACCTTTGGGCCGTGGCCTGAAGAGGGGACCC	UpstreamP1_CTCF	23
chr1	25852464	25852614	id-1833	1	+	NA	NONE	1
chr1	25859625	25859775	id-1834	3.91e-06	+	CCTGTTGTTCAAAAAGCAGACAAAAGGGGTCATTA	Upstream_CTCF	4
chr1	25868467	25868617	id-1835	1	+	NA	NONE	2
chr1	25869901	25870051	id-1836	1	+	NA	NONE	0
chr1	25893195	25893345	id-1837	1.82e-07	-	TGGCGCGCCCCAGGGTCAGACGCGAGGGGGCACCA	V_CTCF_BR	26
chr1	25894868	25895018	id-1838	1.72e-06	-	CTTGCTCCGACAAGCCAGGCCACTGGGAGGCACCT	Upstream_CTCF	30
chr1	25899326	25899476	id-1839	1.82e-06	-	CTGCAGCTCCATGCCCCCTCTTCTAGGTGTCTGGC	UpstreamP1_CTCF	40
chr1	25907629	25907779	id-1840	1	+	NA	NONE	7
chr1	25916773	25916923	id-1841	2.6e-06	+	CAGGCAGGAAGAAAATGAGCCACCAGGGGCCTCCA	V_CTCF_BR	32
chr1	25935196	25935346	id-1842	7.07e-08	+	GTCACACGGCTCCACTCAACCACAAGGGGGCGGGG	V_CTCF_BR	39
chr1	25937497	25937647	id-1843	1.73e-06	+	TAGCATCTCTGACCTCCACCCACTAGATGCCAGTA	UpstreamP1_CTCF	39
chr1	25942687	25942837	id-1844	1.64e-05	+	GCTGAGAAGCCCGGGGCAGCCGCCAGGGCGCGGGC	V_CTCF_BR	40
chr1	25945669	25945819	id-1845	1.68e-11	+	CTGCAGTGACACCCCCAGGCCACGAGGGGGCCGTG	UpstreamP1_CTCF	40
chr1	25968596	25968746	id-1846	6.43e-06	-	ATGAGAATAGCAGAGGCAGCCACAGGAGGGAGGGC	V_CTCF_BR	5
chr1	26019206	26019356	id-1847	2.01e-05	+	GTCCTGTACACCACTGCCCCCAGTGGAAGGCCAGG	UpstreamP1_CTCF	40
chr1	26021140	26021290	id-1848	4.88e-05	-	CTGCAGTTCCCAAGGCAGCCACACTGGTGGAGTAA	UpstreamP1_CTCF	25
chr1	26021745	26021895	id-1849	5.01e-06	-	CGACTTTTATATCCTCTGGCCTCCGGATGGCGCTT	V_CTCF_BR	35
chr1	26024084	26024234	id-1850	3.24e-06	+	GCTGCACCATTTTAAATTCCCACCAGGGGTGTTTA	Upstream_CTCF	12
chr1	26027246	26027396	id-1851	1.81e-06	-	TCTGCAGCACCAACACTGCCCAGCAGGGCCTCCTA	Upstream_CTCF	37
chr1	26052128	26052278	id-1852	9.25e-06	+	GCCTCGCCTCCCACTTTGCCCTCTAGATGGCATTA	V_CTCF_BR	24
chr1	26070709	26070859	id-1853	4.14e-06	-	GTTCATCCCAGCTGCTTCCCCTGTAGGTGGCAGGG	V_CTCF_BR	40
chr1	26081127	26081277	id-1854	4.01e-05	-	AATGATGTCCTACCCCAGACCCGGGGAGGGGGAGC	Upstream_CTCF	15
chr1	26081509	26081659	id-1855	2.78e-06	+	CTCGCTGTGGGCAGCCCCAACAGGAGGGGGAAGAA	V_CTCF_BR	9
chr1	26085302	26085452	id-1856	6.05e-06	+	AGTAGCTACCTATACCCCAACGCCAGGTGGCAGGG	V_CTCF_BR	4
chr1	26101749	26101899	id-1857	1	+	NA	NONE	7
chr1	26117471	26117621	id-1858	5.61e-08	+	TCTGCCCTTCTGCCTCTGGCCACAAGTGGACGCAG	Upstream_CTCF	5
chr1	26123427	26123577	id-1859	1.03e-06	-	CACCAGGAAAGGCCTTCTTCCCGCAGGGGGCGCTG	V_CTCF_BR	40
chr1	26124601	26124751	id-1860	7.55e-07	-	GTGGAGCAGGGCTGGTTTCCCACTGGAGGGCGCCC	V_CTCF_BR	40
chr1	26129560	26129710	id-1861	1	+	NA	NONE	5
chr1	26131857	26132007	id-1862	2.33e-07	+	CTGCTGTCCAGGCATACAGCCTGCTGGGGGAGCAG	UpstreamP1_CTCF	12
chr1	26136589	26136739	id-1863	1	+	NA	NONE	10
chr1	26137434	26137584	id-1864	1.34e-06	-	AGTGCAATCTGCAGATCCGCCGCACGAGGGAGCCC	Upstream_CTCF	40
chr1	26140658	26140808	id-1865	2.6e-06	+	CTCGGGGCCCCGGGAGCAACCAGCAGGAGGCGTGG	V_CTCF_BR	13
chr1	26144710	26144860	id-1866	2.97e-06	-	GCATTCCAGCTCAACTCTGCCCCAAGAGGGAGCCA	V_CTCF_BR	34
chr1	26163879	26164029	id-1867	3.24e-06	+	AATGCTTCTCTGGTGAATGCCTGTAGATGGAGCTC	Upstream_CTCF	39
chr1	26190021	26190171	id-1868	5.68e-06	-	AGGCCGTGAATGTCTGGACCCACCTGCTGGCGGCC	V_CTCF_BR	7
chr1	26198420	26198570	id-1869	1	+	NA	NONE	3
chr1	26201683	26201833	id-1870	5.72e-09	-	CGCCCGCCCGGGGAAGCAGCCAGCGGAGGGCGCAG	V_CTCF_BR	30
chr1	26216091	26216241	id-1871	2.37e-05	-	TGTGTAAAGAATTCTTCAGCCACCAGGAGGAGAAT	Upstream_CTCF	33
chr1	26221999	26222149	id-1872	2.25e-08	+	CTGCAGAACACAAGTCCCGCCTCAAGGGGGCAGCA	UpstreamP1_CTCF	40
chr1	26231516	26231666	id-1873	1	+	NA	NONE	30
chr1	26232357	26232507	id-1874	2.6e-06	+	GAGCGCCGCCCCTCAATCACCAGCTGCGGTCGCCA	V_CTCF_BR	20
chr1	26284277	26284427	id-1875	5.67e-06	+	ACAGAAACTTCACATTATACCACTAGGAGGCCTCC	Upstream_CTCF	26
chr1	26324727	26324877	id-1876	4.24e-09	-	GCGGCGGCACCTCTTCAGGCCACCAGGGGGAGGAA	Upstream_CTCF	40
chr1	26331022	26331172	id-1877	5.41e-06	-	GCTGCACATTTCAGTTCTGCCACTAGGTTGGGTGG	Upstream_CTCF	32
chr1	26336370	26336520	id-1878	1	+	NA	NONE	15
chr1	26336737	26336887	id-1879	1.21e-06	-	GTTGCTGCTGGTCAGACCACCACCAGATGGCCCAT	Upstream_CTCF	35
chr1	26356476	26356626	id-1880	6.8e-06	-	TTTGCTTTCCCACTCCAGTCCCCATGGAGGCGCTC	Upstream_CTCF	27
chr1	26361790	26361940	id-1881	1.59e-06	+	GGGGCGACCCGCGGAGACCCCAGCAGAGGTCGCAG	V_CTCF_BR	24
chr1	26362552	26362702	id-1882	4.62e-11	+	CCTGCACTACCAAGGCCGACCACTAGAGGTCAGCG	Upstream_CTCF	40
chr1	26372389	26372539	id-1883	2.6e-06	+	CCTGAAAGTTGCGCGCGGGACTCCGGGTGGCGCTC	V_CTCF_BR	0
chr1	26380500	26380650	id-1884	1	+	NA	NONE	3
chr1	26392830	26392980	id-1885	2.73e-07	-	GCTGCAAATCCCTACTGGACCAGCCGGGGCAGCTC	Upstream_CTCF	0
chr1	26421246	26421396	id-1886	1.83e-05	+	CCCTAGTGGGTGGTGAGAGCCAGAGGGAGGCACGC	V_CTCF_BR	32
chr1	26431554	26431704	id-1887	9.14e-09	+	GCTTCACTAATGGAACCTGCCACCAGGGGGCAGGC	Upstream_CTCF	40
chr1	26445441	26445591	id-1888	1	+	NA	NONE	9
chr1	26468776	26468926	id-1889	3.48e-06	+	TGGGTGTGATGGCGTGTGTCCACCAGGAGGCTGAG	UpstreamP1_CTCF	17
chr1	26471711	26471861	id-1890	2.6e-07	-	GAGTTTGAACAAGGGTTATCCACCAGAGGGCGGGC	V_CTCF_BR	40
chr1	26488187	26488337	id-1891	1	+	NA	NONE	24
chr1	26488430	26488580	id-1892	1.15e-07	-	GCGTTGCGCTCCACCACCGACACCGGGGGGCGCCG	UpstreamP1_CTCF	18
chr1	26490790	26490940	id-1893	1.18e-09	-	GGCTTCTGGGACGCGTTCGCCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr1	26496235	26496385	id-1894	8.89e-06	+	CGGTCACTGACGTCGACGGCCGCCTGGCGGCGCTC	Upstream_CTCF	40
chr1	26503728	26503878	id-1895	8.34e-07	-	GGGCTCTGGCATCTCGCGCCTGCTAGGGGGCAGTG	UpstreamP1_CTCF	15
chr1	26504566	26504716	id-1896	2.91e-05	+	ATGGCAGTAGCCCAAGAGGCCTCTAGGGTGATAAT	Upstream_CTCF	7
chr1	26516349	26516499	id-1897	2.73e-07	-	AGAGCACTCACCCCAGTCCCCACAGGGGGGCAGAT	Upstream_CTCF	18
chr1	26516984	26517134	id-1898	1.24e-05	+	AGAGGCCTCTGTGATATCACCACGAGGGGGAGTGA	V_CTCF_BR	38
chr1	26527763	26527913	id-1899	1.06e-05	-	CGCGCACCTCCTCCACAATCCTGGGGGTGGAGCAG	Upstream_CTCF	29
chr1	26530569	26530719	id-1900	3.56e-06	+	GCTGCTGCTGTTGCTACTTACTGGAGATGGCGCCC	Upstream_CTCF	10
chr1	26560362	26560512	id-1901	9.51e-07	-	TGCCCCTTGCCGCGTTTTACCTGTAGGTGGAGCTC	V_CTCF_BR	40
chr1	26560910	26561060	id-1902	1	+	NA	NONE	38
chr1	26561668	26561818	id-1903	5.7e-05	+	GATGAATTGAACACTGGGATAAGTAGGGGGCGGTG	Upstream_CTCF	32
chr1	26602131	26602281	id-1904	1.15e-07	+	CATGCACTAAACAGAGCTGTCAGCAGGGGGCAACC	Upstream_CTCF	40
chr1	26602442	26602592	id-1905	4.7e-05	-	ACAATATGACAGCTAGTAGCCACTAGGTGGGGGGC	Upstream_CTCF	28
chr1	26606133	26606283	id-1906	1.55e-05	-	GCCACGAGAGCCGCTCTCTCCAGGAGGAGGTGCTC	V_CTCF_BR	40
chr1	26611677	26611827	id-1907	1.01e-09	+	CGAGGCTGTCTCCAGGGTGCCAGCAGAGGGCGCTG	V_CTCF_BR	40
chr1	26612435	26612585	id-1908	1.61e-05	+	CAGCAGCCTGTCAAAGTCCACCTCAGGGGGCGCCA	UpstreamP1_CTCF	39
chr1	26629190	26629340	id-1909	1	+	NA	NONE	2
chr1	26648141	26648291	id-1910	2.31e-07	-	GATGTTAGGCCTCCTTCTGCCATCAGAGGGCGCCC	Upstream_CTCF	39
chr1	26654654	26654804	id-1911	3.03e-05	-	ACTGGCTGACCTACAGCGGCACCCAGAGGGTGGGC	Upstream_CTCF	4
chr1	26657336	26657486	id-1912	2.6e-05	+	CTGTTCTGACTGGGTACTGCCCCCACTGGCCACAC	UpstreamP1_CTCF	3
chr1	26665797	26665947	id-1913	4.68e-07	-	GCCTCTTCTCTGAGGAGGGCCTCAAGGGGGAGCAA	V_CTCF_BR	12
chr1	26685282	26685432	id-1914	1.55e-07	-	CTGCAAGACCCGGCTCCTAGCTGTAGGTGCCACTG	UpstreamP1_CTCF	4
chr1	26687213	26687363	id-1915	4.68e-07	-	GGGGTTCTCTGGCCAACTTCCAGGAGATGGCACCG	V_CTCF_BR	2
chr1	26688222	26688372	id-1916	6.98e-07	-	TGGCCTGCCTTGCCCAATGGCACCAGGGGGCACTA	V_CTCF_BR	10
chr1	26690419	26690569	id-1917	2.5e-09	-	GCCTCACCATCCGCATCGCCCAGCAGGGGGCGCCC	V_CTCF_BR	40
chr1	26718084	26718234	id-1918	5.93e-06	-	CCCTGGGTACTCTCAATGTCCAGCAGGGGACACCC	Upstream_CTCF	40
chr1	26722859	26723009	id-1919	3.79e-08	-	CTGCAGTTCATGCTCCTAACCACTAGGGCACACTG	UpstreamP1_CTCF	40
chr1	26743630	26743780	id-1920	4.23e-08	-	AGCTCCTGCCTGGAGTTCTCCACCAGATGGCGCTG	V_CTCF_BR	40
chr1	26794439	26794589	id-1921	6.8e-06	-	GCAGCAGTTATCATCCCAAGTACTAGAGGGCAGAG	Upstream_CTCF	1
chr1	26796904	26797054	id-1922	4.02e-07	-	CTTGCAAGATTTCACCTCTCCCCTAGAGGGAGCTG	Upstream_CTCF	40
chr1	26798522	26798672	id-1923	1.48e-06	+	GCAAACCCCTCTTCTGGGGCCCCCAGCGGGAGCAG	V_CTCF_BR	12
chr1	26826773	26826923	id-1924	9.11e-08	+	CAGGCGCTGCCCCCTTCGGCCACACGGTGGCGGCG	Upstream_CTCF	40
chr1	26856504	26856654	id-1925	1.81e-06	+	GCTGCAGTCCGGCGGGCGCCCGCGAGGGCGCGAGT	Upstream_CTCF	4
chr1	26856870	26857020	id-1926	1.73e-05	-	GCCATCCCACACTCCGCATCCGCCAGGGGTCAAGA	V_CTCF_BR	8
chr1	26857734	26857884	id-1927	5.08e-07	-	GCGGGGTGGCAGTACAGGGGCTGCAGAGGGCAGTG	V_CTCF_BR	38
chr1	26864588	26864738	id-1928	2.06e-09	+	TTGCTGTGGCAACCTTGGACCAGCAGAGGCCAGTA	UpstreamP1_CTCF	40
chr1	26865296	26865446	id-1929	1.14e-06	+	GCCCACTTCTGGGCTTAATACACCAGGGGGCGCTC	UpstreamP1_CTCF	40
chr1	26868434	26868584	id-1930	3.63e-08	+	GCTGTCCTCCCCCCGCCCGCCACCAGAGGCCTCAG	Upstream_CTCF	36
chr1	26869630	26869780	id-1931	1	+	NA	NONE	2
chr1	26910728	26910878	id-1932	6.84e-06	+	AGTGTGAGCTACCAGCTCACCTCCTGGGGGTGCTG	V_CTCF_BR	31
chr1	26924166	26924316	id-1933	2.73e-07	+	ATGGTAATTCTCAGAGTCACCACAAGAGGGAATAG	Upstream_CTCF	40
chr1	26928964	26929114	id-1934	1.67e-08	+	GCTGTTGTTTCTCTTTTGAACAGCAGATGGCAGGA	Upstream_CTCF	39
chr1	26935499	26935649	id-1935	1	+	NA	NONE	16
chr1	26946843	26946993	id-1936	6.39e-08	+	GGGGCGCAGAGCACTGTGGGCGGCAGGGGGCAGCA	V_CTCF_BR	40
chr1	26989839	26989989	id-1937	1	+	NA	NONE	7
chr1	27004139	27004289	id-1938	5.08e-05	+	CCACTACTTCAAGAAATGGGCATAAGGTGGCAGCA	Upstream_CTCF	36
chr1	27019031	27019181	id-1939	4.65e-06	+	CTGCTGTTCCGCGGCGGGAACGTGTGGGGGCAACA	UpstreamP1_CTCF	36
chr1	27021880	27022030	id-1940	3.73e-06	+	CCCGCTCCCCTCGGTACGGCCGGGAGGGGACAGAC	Upstream_CTCF	25
chr1	27045825	27045975	id-1941	1.17e-05	-	TTCCTTAGCCAAACAATGGTCTGAAGAGGGCAGTG	V_CTCF_BR	24
chr1	27050034	27050184	id-1942	1	+	NA	NONE	7
chr1	27077015	27077165	id-1943	1	+	NA	NONE	14
chr1	27087823	27087973	id-1944	1.34e-06	-	CATGATGCTGTCCGACTGGCCACTGGGTGGCCGAG	Upstream_CTCF	33
chr1	27089631	27089781	id-1945	2.78e-06	+	TGGGTCAGGGATGTGTCCCCCACCAGGGGGCATGA	V_CTCF_BR	5
chr1	27097736	27097886	id-1946	9.51e-07	-	GCCGCTGACCCCATCCTTACCAGGAGAGGGAGGCT	V_CTCF_BR	5
chr1	27100985	27101135	id-1947	4.21e-05	+	CACAGCTGCTACTGAGCGCCGACCAGCAGGCGGCC	V_CTCF_BR	0
chr1	27110715	27110865	id-1948	1.71e-06	-	CCTAGTGGGAAGGCCTTAGCCACTTGGGGGTGGCA	V_CTCF_BR	6
chr1	27113952	27114102	id-1949	1	+	NA	NONE	1
chr1	27114619	27114769	id-1950	8.97e-05	-	CCTGCAGAGCCCCACCAGGCCACAGGGCCGGAAGC	Upstream_CTCF	23
chr1	27115760	27115910	id-1951	3.48e-06	-	CAACAGTACTCTTTCCTTGGCACAAGGGGGCGCCT	UpstreamP1_CTCF	40
chr1	27126049	27126199	id-1952	1.24e-05	-	GCCAGGCTGACCAGAAGCTCCAACAGAGGGTGCTG	V_CTCF_BR	17
chr1	27136644	27136794	id-1953	4.96e-08	+	TTGGCTTTCCCAATAAGGGCCACCAGAGGGAGACA	Upstream_CTCF	40
chr1	27147306	27147456	id-1954	4.48e-07	+	TTGGCTCTGCTAATAGGGGGCACTAGAGGGAGACC	Upstream_CTCF	34
chr1	27152978	27153128	id-1955	5.48e-05	-	GCCGGAGGCCCAGCTCTGACCCGCGGCGGGGCCCC	Upstream_CTCF	40
chr1	27160222	27160372	id-1956	4.88e-06	-	GGGCTCTGACATTTACAGGCCACTAGATGTCTTCA	UpstreamP1_CTCF	5
chr1	27165209	27165359	id-1957	9.84e-06	-	CTGTGGATACAGGAAGAGCCCGCCTGAGGGCAGAG	UpstreamP1_CTCF	3
chr1	27175760	27175910	id-1958	1.06e-05	+	TGTGTAGTTCTGATGGGCACCCTGAGAGGGTGTTG	Upstream_CTCF	6
chr1	27177903	27178053	id-1959	3.11e-05	+	GGTTGCTTTTCTCCACAGCCCTGCAGGAGGCAGTA	V_CTCF_BR	35
chr1	27179688	27179838	id-1960	7.07e-08	+	TCACTCCCTGTTCATCCTGACACCAGGGGGCACCA	V_CTCF_BR	40
chr1	27186171	27186321	id-1961	1	+	NA	NONE	10
chr1	27187774	27187924	id-1962	3.29e-05	-	GACGAGATCCTTCTCTTTGCCACAAGGAGGAGTAG	Upstream_CTCF	38
chr1	27189319	27189469	id-1963	3.05e-07	+	CATGTGATGCCAGCCCCGAACAAGAGGGGGCAGCC	Upstream_CTCF	38
chr1	27191092	27191242	id-1964	2.81e-05	+	ACCGGGAGGGTCGGGTGAACCCACAGGAGGCGCCG	V_CTCF_BR	19
chr1	27204520	27204670	id-1965	3.28e-07	-	TTGCAGTTGTAACCTGGTGGCAGAAGGGGCAGGAC	UpstreamP1_CTCF	40
chr1	27213721	27213871	id-1966	8.16e-07	-	TTTTCTGGGCAGAAACAGGCCACTAGGGGGAAGTC	V_CTCF_BR	40
chr1	27286887	27287037	id-1967	1	+	NA	NONE	19
chr1	27293503	27293653	id-1968	1.85e-07	+	GTGTGCTTCTCCCATAAGGGCACTAGGGGACAGCA	UpstreamP1_CTCF	40
chr1	27318243	27318393	id-1969	1	+	NA	NONE	16
chr1	27324230	27324380	id-1970	8.43e-09	+	GATAACCATGTGAGCGTTGCCACCAGAGGGCAGTG	V_CTCF_BR	40
chr1	27326172	27326322	id-1971	1.03e-06	-	CCCTTCAACTTGAAATCTGCCTGAAGGGGGCGGGG	V_CTCF_BR	30
chr1	27332659	27332809	id-1972	1.95e-07	+	TCTGCCCCACCGAAGTGGGCCTCCAGGTAGCGCTC	Upstream_CTCF	7
chr1	27336530	27336680	id-1973	1	+	NA	NONE	17
chr1	27357791	27357941	id-1974	1	+	NA	NONE	4
chr1	27365406	27365556	id-1975	1.28e-06	-	TGCAGGCTGGCAGAAACAGCCAAAAGGGGGCACAA	V_CTCF_BR	0
chr1	27371130	27371280	id-1976	2.88e-10	+	TTGGCAGTTCCAGGAATGGCCACGAGATGGCGCCT	Upstream_CTCF	40
chr1	27372511	27372661	id-1977	2.89e-09	+	CAGCCAGGGTCAGTAACCGCCAGCAGGTGGCGCTG	V_CTCF_BR	40
chr1	27396935	27397085	id-1978	3.4e-06	-	CTCAGGAGAACCATGGTTTACAGAAGGGGGCGCAG	V_CTCF_BR	14
chr1	27423994	27424144	id-1979	5.8e-11	-	GTGCATTTCCTGGATCCAACCACCAGAGGGCAGTG	UpstreamP1_CTCF	40
chr1	27426061	27426211	id-1980	8.97e-05	+	CTAGCAGCTTCCCCTGAGGGGCCCAGTGGTCCCCG	Upstream_CTCF	9
chr1	27429293	27429443	id-1981	1.21e-09	+	CCTGTGGTTCCATGAGCAGCCAGGAGGTGGCGCCC	Upstream_CTCF	40
chr1	27435726	27435876	id-1982	2.18e-07	+	GCCCTCTCCCGATTCCTGGACCCCAGGGGGCGCTG	V_CTCF_BR	37
chr1	27438665	27438815	id-1983	6.8e-06	+	CAGGCTATTCTACCCAGCCCCATGAGGAGGCGTGG	Upstream_CTCF	40
chr1	27446381	27446531	id-1984	4.14e-06	-	AGTTAACTTAGGAGAGCTTCCTGGAGAGGGCAGCC	V_CTCF_BR	16
chr1	27454025	27454175	id-1985	3.05e-07	+	CCTGCTGAGCCAGGCAGAGCCACTGGAGGGCTCTG	Upstream_CTCF	34
chr1	27462531	27462681	id-1986	1.18e-05	+	CTGCAGAGCCTTCTGGGCCCCTCTAGAGGCAGTCT	UpstreamP1_CTCF	31
chr1	27481640	27481790	id-1987	5.08e-05	-	GCGATACTTCTTTCCCTCGGCGACAGGGGCCGCTG	Upstream_CTCF	40
chr1	27524524	27524674	id-1988	1.62e-08	+	ATGCAGGGTTCATAGTGAGCCACAAGGTGGCACTG	UpstreamP1_CTCF	40
chr1	27611272	27611422	id-1989	1.04e-07	-	GCATCACACACCATAGTCACCACCAGGGGGAGCGC	V_CTCF_BR	40
chr1	27614375	27614525	id-1990	1	+	NA	NONE	4
chr1	27623287	27623437	id-1991	2.5e-09	+	AAGTTGTGTCCCTCGCCAGCCAGCAGAGGGCGCAC	V_CTCF_BR	40
chr1	27627392	27627542	id-1992	1.64e-12	+	GTGCAGTTGCACTCTGTGCCCAGCAGAGGGCAGCC	UpstreamP1_CTCF	38
chr1	27633383	27633533	id-1993	7.73e-06	+	AGTGGGCAAGACCAGGCCACCTGCTGAGGTCGCTG	V_CTCF_BR	34
chr1	27648613	27648763	id-1994	5.7e-05	-	AGAGAACTCCCTTCCGCTTCCGCCATGCGGCGCGC	Upstream_CTCF	28
chr1	27659377	27659527	id-1995	9.27e-07	+	AAGCCATTCCCCTACACAACAGCCAGGGGGCGCCC	UpstreamP1_CTCF	40
chr1	27665855	27666005	id-1996	2.6e-06	+	CCAGAGTGGCCTTGTGTGGCCGCAAGGAGGCAGGA	V_CTCF_BR	7
chr1	27677890	27678040	id-1997	3.29e-05	+	TCCGCAGGCGCAGGACTGCCCCCGAGCGGGGAGCT	Upstream_CTCF	22
chr1	27683536	27683686	id-1998	6.98e-07	+	TTGCGGAGGATCTGCTTCACCTGCAGGGGGAGGGA	V_CTCF_BR	16
chr1	27684102	27684252	id-1999	2.6e-10	+	GTGTCCTGACCCTTTGCGACCACCAGGGGGCGCTA	UpstreamP1_CTCF	40
chr1	27693041	27693191	id-2000	1.32e-05	-	CCTGCCCCGCCCCCGGTTCCCAGTGCGCGGCGCCC	Upstream_CTCF	39
chr1	27693420	27693570	id-2001	3.5e-05	-	GTGGAGCTTTCTGGGTCGGCCGGGAAAGGGCTGGG	UpstreamP1_CTCF	19
chr1	27695494	27695644	id-2002	5.63e-06	-	TTCCAGTTACTGGGAAAAAACCCTAGAGGGCAGAG	UpstreamP1_CTCF	36
chr1	27699486	27699636	id-2003	1.54e-05	-	GGTCACTTCTCCCCCTTGGCCCCTAGGGGAGCCAG	UpstreamP1_CTCF	39
chr1	27706179	27706329	id-2004	3.88e-06	-	CTGCCAGCAGGGAAGAGAACCAGTAGGTGCCAGCC	V_CTCF_BR	4
chr1	27715000	27715150	id-2005	3.23e-12	-	CCTGCAGTTCTCCAGGTGGCCACCAGATGGCTGTG	Upstream_CTCF	40
chr1	27718145	27718295	id-2006	1	+	NA	NONE	32
chr1	27718850	27719000	id-2007	7.42e-09	+	GCGCCTCTGAAACCCCCGGCCCGCAGAGGGCGCCG	V_CTCF_BR	38
chr1	27719421	27719571	id-2008	1	+	NA	NONE	36
chr1	27721995	27722145	id-2009	3.83e-09	-	TGCAGTTTTCCCCAAATGGCCACCAGAGGGCAGTC	V_CTCF_BR	40
chr1	27728937	27729087	id-2010	5.01e-09	+	TGCCCTGGCCACTGGGCAGCCAGGAGGGGGCAGTG	V_CTCF_BR	40
chr1	27729562	27729712	id-2011	2.4e-05	+	AAAGATATGCAGTCTTTGGCAGGTAGTGGGCGCTC	V_CTCF_BR	38
chr1	27731643	27731793	id-2012	1	+	NA	NONE	5
chr1	27743125	27743275	id-2013	3.65e-07	+	GCATCCACATACACCCCAACCACAAGAGGGCTCCA	V_CTCF_BR	40
chr1	27755103	27755253	id-2014	3.29e-05	+	TTCGCATTACCTAGGGAAGGCAGATGGGGGAGAAA	Upstream_CTCF	4
chr1	27757871	27758021	id-2015	1	+	NA	NONE	14
chr1	27815512	27815662	id-2016	1	+	NA	NONE	7
chr1	27823424	27823574	id-2017	1	+	NA	NONE	38
chr1	27834854	27835004	id-2018	1.37e-05	+	CATGTCCTTTGCTCAGGCTACTCTAGGTGGCAGAA	Upstream_CTCF	32
chr1	27849185	27849335	id-2019	1.26e-05	+	CATGTGCTACCTCCTGTGTGCACAGGTGGCCGCTG	Upstream_CTCF	8
chr1	27849706	27849856	id-2020	8.33e-05	+	CATGTGTTTATGCATGTTGGGGGCAGGGGGTGCTG	Upstream_CTCF	39
chr1	27854652	27854802	id-2021	4.31e-07	-	TGCGTGCCCGTGCGCGCCGCCACCTGTGGGAGGAG	V_CTCF_BR	9
chr1	27857638	27857788	id-2022	1	+	NA	NONE	4
chr1	27863419	27863569	id-2023	1.64e-06	+	CCGCGGTGCCTGCGGCCAGGCAGCAGGAGGCTTTC	UpstreamP1_CTCF	23
chr1	27873877	27874027	id-2024	2.72e-06	+	GGGTACCTGTAGGCGGTGTCCTGCAGGGGCAGCAG	UpstreamP1_CTCF	32
chr1	27879549	27879699	id-2025	8.98e-06	-	CAGCACCCCCAGCTGACAGCCAGCGACTGGCAGAG	UpstreamP1_CTCF	19
chr1	27883352	27883502	id-2026	8.53e-09	+	GATGCACTACTCTCCCTCGCCACTAGGTGTCCCCT	Upstream_CTCF	40
chr1	27883955	27884105	id-2027	1	+	NA	NONE	30
chr1	27891628	27891778	id-2028	3.56e-05	+	GCTTTGTTCCCCCCACCCACCCGCCGAGGGGGCCC	Upstream_CTCF	0
chr1	27895158	27895308	id-2029	1.38e-08	+	CCGGCCGCGGCGCGGGTGCCCGGGAGGGGGCGCTC	V_CTCF_BR	38
chr1	27901931	27902081	id-2030	1.48e-06	-	CAGGGGCGCCTGGCGCCCGACCCTAGGGGGCGCCT	V_CTCF_BR	38
chr1	27902514	27902664	id-2031	7.73e-06	-	TCTCTGCAGGAGGGGCGTGCAGGTAGCGGGCGCCC	V_CTCF_BR	23
chr1	27926178	27926328	id-2032	3.28e-05	-	GGGACCCGGGGGGGCGTGGCCTGTGGCAGGTACTG	V_CTCF_BR	11
chr1	27927145	27927295	id-2033	1	+	NA	NONE	22
chr1	27928996	27929146	id-2034	6.49e-06	+	TCTGCCCGGGGACCCAGACCCAGCAGGGGAAGGCG	Upstream_CTCF	14
chr1	27930473	27930623	id-2035	1	+	NA	NONE	15
chr1	27932435	27932585	id-2036	1	+	NA	NONE	39
chr1	27932976	27933126	id-2037	5.41e-07	-	AAGCAGAAACGAAGATTAGACACTAGGTGGCAGCA	UpstreamP1_CTCF	40
chr1	27935240	27935390	id-2038	1.46e-07	+	GATGTAGTACTCAGAGTCACCACTAGAGAGAGTGT	Upstream_CTCF	40
chr1	27943094	27943244	id-2039	1	+	NA	NONE	37
chr1	27943679	27943829	id-2040	1	+	NA	NONE	2
chr1	27961609	27961759	id-2041	1.64e-06	-	GCGGCTTCCTCCTCCCTGCCCAGCAGGGGCGGCGG	Upstream_CTCF	1
chr1	27970503	27970653	id-2042	2.73e-07	+	TGAGCACTTCTTCTCTGCACCACCAGGGGTCCTGT	Upstream_CTCF	40
chr1	27983210	27983360	id-2043	3.28e-05	-	TCACCTAATCCTGAAAGAGCCCCTAGGTGTCAGCA	V_CTCF_BR	15
chr1	27989774	27989924	id-2044	1.09e-10	-	GTGCTATGTGCGGATCTGACCACCAGGTGGCAGTA	UpstreamP1_CTCF	40
chr1	27995751	27995901	id-2045	4.48e-07	+	AAAGCGATACCGCCTTCTGCCGCATGGTGGCGCCG	Upstream_CTCF	39
chr1	27998866	27999016	id-2046	2.2e-06	-	CTTGAAGTGCATTTTTCTGCCAGCAGGCAGCACAC	Upstream_CTCF	40
chr1	27999427	27999577	id-2047	1.38e-06	+	GTCTGAAATAATTGACCTGCCACCAGATGGCTGGC	V_CTCF_BR	12
chr1	28045888	28046038	id-2048	1	+	NA	NONE	0
chr1	28046192	28046342	id-2049	9.71e-06	-	GCTGCTAGGAGGAGAAAAGACAGCAGGGGGCCAGA	Upstream_CTCF	40
chr1	28052198	28052348	id-2050	1.55e-08	+	CCCGGCCGGGAGCCTGTCCCCTCCAGGTGGCGCCC	V_CTCF_BR	40
chr1	28071200	28071350	id-2051	1.46e-07	+	GTAGCTCTTCTCGTGCTGGCCACCAGGAGAAGGAG	Upstream_CTCF	13
chr1	28087026	28087176	id-2052	1	+	NA	NONE	16
chr1	28154371	28154521	id-2053	1	+	NA	NONE	0
chr1	28184657	28184807	id-2054	1.28e-08	+	GGTGCAGTTCCAGCCTCTGCCAGCAGGCTGGGCCC	Upstream_CTCF	40
chr1	28187541	28187691	id-2055	1.29e-05	+	CCTCACTTGAGTGTAAGCTCCACTAGGGGCAGGGG	UpstreamP1_CTCF	0
chr1	28196527	28196677	id-2056	9.25e-06	+	GAACGGTCATTTTCTCTGGCCTGCAGGAGGAGCCT	V_CTCF_BR	4
chr1	28218054	28218204	id-2057	5.72e-07	-	ATGAAGTTCTGCGGTAGTGCCTCCAGGGGCAGAGG	UpstreamP1_CTCF	3
chr1	28255286	28255436	id-2058	6.05e-06	-	TGCTTCTTCCTGGGCCTGACCAGCTGGAGGCGCCT	V_CTCF_BR	23
chr1	28261440	28261590	id-2059	1.26e-05	-	CTGGCTCTTCCTCCTTTGCCCAGCAGGGTATGATC	Upstream_CTCF	33
chr1	28266925	28267075	id-2060	2.43e-06	+	ATTTTAATTCTCACGAGGGCCCCAAGGGGTAGGGG	Upstream_CTCF	38
chr1	28274165	28274315	id-2061	1	+	NA	NONE	28
chr1	28276696	28276846	id-2062	2.1e-05	+	GCTTGGTTTCCTTTGTCTTCCAGCAGGGGTCAAAC	Upstream_CTCF	1
chr1	28286637	28286787	id-2063	6.05e-06	+	AGTATGCGCTCGGCGGCCGCTACCTGTGGGCGGCG	V_CTCF_BR	36
chr1	28306231	28306381	id-2064	2.97e-06	-	TATATATTACAGTGATTTTCCAGCAGATGGCAGTC	V_CTCF_BR	39
chr1	28333237	28333387	id-2065	1	+	NA	NONE	23
chr1	28363062	28363212	id-2066	4.41e-06	+	TTTAAGTCAGGGCATACTGCCACTAGTTGGTGCCA	V_CTCF_BR	20
chr1	28414456	28414606	id-2067	2.72e-06	-	TTGATCCTTCCTCCTGGGACCAGTAGGTGACAGTG	UpstreamP1_CTCF	36
chr1	28417826	28417976	id-2068	1.04e-07	+	GCAAACTGAGCCACCACCTCCACCAGAGGGAGCCC	V_CTCF_BR	40
chr1	28439667	28439817	id-2069	6.05e-06	-	CTGTGGAATTGATCACTGGTCTCTAGGGGGCAGGA	V_CTCF_BR	38
chr1	28447888	28448038	id-2070	1.67e-07	+	CCCAGAGCAACACGGGCGGACCCCAGGGGGCGGCA	V_CTCF_BR	0
chr1	28501652	28501802	id-2071	1.47e-05	+	CGTGAGCCACCATGCCCGGCCCACAGAGGTCAGTA	V_CTCF_BR	3
chr1	28503195	28503345	id-2072	5.74e-05	+	ATGCTGTGGCCCTAGGGCCTCTCAAGGGGTACCAC	UpstreamP1_CTCF	1
chr1	28535488	28535638	id-2073	1.97e-06	-	TCATCCTTAGGCTTCCTGACCACAGGGTGGCAGTA	V_CTCF_BR	40
chr1	28575090	28575240	id-2074	5.89e-08	+	TAGCTATAGCAGGATCTGGCCTGCAGGGGGCGTTG	UpstreamP1_CTCF	40
chr1	28609692	28609842	id-2075	2.72e-05	-	GGGAAGGGGAACACAAAGTCCACTAGGGGAGGCTG	UpstreamP1_CTCF	1
chr1	28656080	28656230	id-2076	5.48e-05	+	GCCGCAGTGTGGTCTCCCGCCTGTAGTAGTCCCAG	Upstream_CTCF	24
chr1	28686280	28686430	id-2077	3.12e-08	+	CTGATATTGAGAGATGTGGCCGGCAGGTGGCAGCA	UpstreamP1_CTCF	40
chr1	28694744	28694894	id-2078	2.39e-05	-	TCGCTACACTCCAGCCTGGACGACAGAGGGAGACC	UpstreamP1_CTCF	37
chr1	28696704	28696854	id-2079	1.06e-05	-	TCCGAAGCCCCCGTTCTGCCCAGCAGGGGTGCAGA	Upstream_CTCF	29
chr1	28696961	28697111	id-2080	1	+	NA	NONE	31
chr1	28718657	28718807	id-2081	1	+	NA	NONE	7
chr1	28736362	28736512	id-2082	2.43e-06	+	AGATCCATCCTTAGTTTGAACACAAGAGGGCAGTC	V_CTCF_BR	39
chr1	28739404	28739554	id-2083	5.12e-07	+	CTGCACCACTACCCCCGGGCCACAGGAGGTGAGCA	UpstreamP1_CTCF	21
chr1	28762831	28762981	id-2084	3.16e-06	-	CTTCAATAAAAGACAGCTACCACTGGGTGGAGTGG	UpstreamP1_CTCF	16
chr1	28798070	28798220	id-2085	2.84e-05	-	GTGTTGTTTCAGCAAAGTCCCTTTGGAGGGCTCCA	UpstreamP1_CTCF	27
chr1	28813263	28813413	id-2086	1	+	NA	NONE	5
chr1	28818213	28818363	id-2087	6.19e-06	-	GTGCTTTCCAGGTACCTTGTCAGCAGGGGTCAGTT	UpstreamP1_CTCF	1
chr1	28844617	28844767	id-2088	5.98e-10	+	CATGCAGATCCTGGGATGGCCGCCAGGGGCCGCCG	Upstream_CTCF	40
chr1	28845026	28845176	id-2089	1	+	NA	NONE	7
chr1	28864459	28864609	id-2090	1	+	NA	NONE	0
chr1	28867329	28867479	id-2091	1	+	NA	NONE	35
chr1	28871111	28871261	id-2092	1.93e-05	+	CATGTGAGTCACGTGTCCACCAGACGGGGGGGCCC	Upstream_CTCF	3
chr1	28907821	28907971	id-2093	3.63e-06	+	ACCGTGTCTACCAGGGCGACCTCCAGAGGTCTCGC	V_CTCF_BR	29
chr1	28929461	28929611	id-2094	1.03e-06	-	CTGGATTGTAGCTCTCTAGTCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr1	28967413	28967563	id-2095	4.1e-06	+	CCTGCAGTCCCAGGAGGCTGAGGCAGGAGGAGTGC	Upstream_CTCF	40
chr1	28969625	28969775	id-2096	1.93e-05	+	AGGCGCAGACTGCCCTCCGACACGTGGTGGCGATA	V_CTCF_BR	35
chr1	28975685	28975835	id-2097	6.15e-05	+	GGTGATCCGCCCACCTCGGCCTCTAGGAGTGCTAG	Upstream_CTCF	36
chr1	28980489	28980639	id-2098	4.68e-07	-	TCTAGAGGGAGGAATGCTGCCACCAGGAGGCACAA	V_CTCF_BR	40
chr1	28995143	28995293	id-2099	2.8e-05	-	TCAACACTTCCGGCCGCCGCCGCCGGAGAGCTGGC	Upstream_CTCF	4
chr1	29045904	29046054	id-2100	1	+	NA	NONE	17
chr1	29063185	29063335	id-2101	5.51e-07	+	CGGCTTCCGCTCCTCCAATCCGCCAGAGGGCGCAG	V_CTCF_BR	40
chr1	29083483	29083633	id-2102	1.81e-06	-	ACTGGAACTAGAATTTGGTCCAGGAGGTGGCAGCA	Upstream_CTCF	37
chr1	29102224	29102374	id-2103	2.97e-06	-	GAGTACACTCACACGCACACCTGGAGAGGGCAGCA	V_CTCF_BR	3
chr1	29110006	29110156	id-2104	5.3e-05	+	TTGCTTGCCCTATGGGGGCGCACTAGGCGGCTGGG	UpstreamP1_CTCF	4
chr1	29111711	29111861	id-2105	3.18e-09	+	GCTGTCATACCCCATCTTGCCAGGAGGTGGCAGTA	Upstream_CTCF	40
chr1	29119271	29119421	id-2106	2.66e-05	+	ACATGTGGCCAGAGAAGAAACTGCAGGGGGTGGAA	V_CTCF_BR	35
chr1	29123469	29123619	id-2107	1	+	NA	NONE	10
chr1	29167545	29167695	id-2108	1.83e-05	-	ACAAAATGTACACCTCTGGTCCCAAGGGGGCAGCA	V_CTCF_BR	14
chr1	29172833	29172983	id-2109	2.83e-07	+	GTGAGGGCTGTCTTCCTGGCCTCTAGATGGCTGCC	V_CTCF_BR	39
chr1	29189703	29189853	id-2110	3.65e-05	+	CTGCACCCCGTCCGATGGTCCCGGCGGTGGCGCTG	UpstreamP1_CTCF	0
chr1	29203806	29203956	id-2111	4.34e-07	-	ATGCTAATGCAAGATATAGCCGGTAGGTGGCAGCA	UpstreamP1_CTCF	40
chr1	29208659	29208809	id-2112	4.7e-08	+	CGCCCCAACTGCTCCATGACCTCGAGGGGGCAGCA	V_CTCF_BR	40
chr1	29210606	29210756	id-2113	1.39e-05	-	ATAGAGGGTGTGAAGGTGACAGGCAGGGGGCAGCT	V_CTCF_BR	29
chr1	29220008	29220158	id-2114	2.97e-06	+	GTTCACAGGGACGCTGCTGCCTCTAGTGGGCTGGG	V_CTCF_BR	6
chr1	29220349	29220499	id-2115	8.58e-06	+	ATGTCCTGTGGCTCTGAGGCCACTGGGAGGCGTAA	UpstreamP1_CTCF	39
chr1	29303132	29303282	id-2116	2.4e-05	-	TGAATAGGGCTACAACAGGGCAGCAGGGGGAGATA	V_CTCF_BR	0
chr1	29310200	29310350	id-2117	1	+	NA	NONE	6
chr1	29354992	29355142	id-2118	8.56e-05	-	CTTCAGTACTTGTAAGTGGCCAGCCAGTGTCTCCC	UpstreamP1_CTCF	3
chr1	29360478	29360628	id-2119	3.11e-05	-	AATAATTAGCCATTATTCACCAGCAGATGGTGATA	V_CTCF_BR	39
chr1	29444051	29444201	id-2120	1	+	NA	NONE	34
chr1	29447818	29447968	id-2121	1.71e-06	-	ACTTGGAGACGCGACGGCTCCGCCAGGGGGTGCTG	V_CTCF_BR	35
chr1	29448102	29448252	id-2122	1	+	NA	NONE	3
chr1	29448649	29448799	id-2123	2.53e-05	+	GGCCTCGGGAAACGTGCGGCCCCCAGCTGCCGCGT	V_CTCF_BR	1
chr1	29451039	29451189	id-2124	9.49e-08	+	CTGCGACCCCGCCGGCGAGCCCGAAGGGGGCGGCC	V_CTCF_BR	39
chr1	29463954	29464104	id-2125	1	+	NA	NONE	14
chr1	29503111	29503261	id-2126	1.84e-05	-	TTGTTGTGTATGTCACTGCTCACTGGAGGGCATTA	UpstreamP1_CTCF	6
chr1	29508488	29508638	id-2127	1.92e-05	+	GTGCGGCGGGGCAAGGTGATCGACAGGCGGCGCTG	UpstreamP1_CTCF	37
chr1	29524145	29524295	id-2128	1.97e-06	-	CTCCCAGGAGCTACTTTCTACAGCAGGTGGCAGTC	V_CTCF_BR	40
chr1	29529483	29529633	id-2129	3.71e-10	-	CCCTGCGGTGCCCAGTTGTCCACCAGAGGGCGCCC	V_CTCF_BR	40
chr1	29557487	29557637	id-2130	2.47e-05	+	CGTTTCCTTCCTTCGCTGCCCAAGTGGTGGCGCCT	Upstream_CTCF	35
chr1	29562874	29563024	id-2131	2.1e-12	+	GCTGCAGCACCCGCCGTGGCCAGCAGGGAGCGCCG	Upstream_CTCF	39
chr1	29564123	29564273	id-2132	1	+	NA	NONE	0
chr1	29565279	29565429	id-2133	1	+	NA	NONE	15
chr1	29566899	29567049	id-2134	2.81e-05	+	AGGTTCAGAGGTGGAGATGCCAGATGGGGGTGCAC	V_CTCF_BR	29
chr1	29572413	29572563	id-2135	1.46e-07	+	ATTGCAGCACTGCACCGTGCCAACAGATGGCATGC	Upstream_CTCF	40
chr1	29583087	29583237	id-2136	9.88e-07	-	ACTGTGATACCCACTAACACCTGCAGAGGCAGAGA	Upstream_CTCF	16
chr1	29583571	29583721	id-2137	3.86e-05	+	GATGTAGTGAGCCGAGGAGGAGGCAGAGGGAGCAG	Upstream_CTCF	12
chr1	29585844	29585994	id-2138	5.77e-08	+	TGGGCGGCCGCGGCTCCTGCCTGCAGGGGGTGCAG	V_CTCF_BR	15
chr1	29613015	29613165	id-2139	2.47e-05	+	ATGGCAAGCCCCTGACTTTCCCCCAGCAGGGGGCC	Upstream_CTCF	7
chr1	29624089	29624239	id-2140	4.43e-05	+	AGGTGTGACTGCACTAAATCCTCCAGTGGGTGCTA	V_CTCF_BR	4
chr1	29632583	29632733	id-2141	4.7e-06	-	TCCAAGTCCTGCTGCTGCTGCAGCAGGGGGCAGGA	V_CTCF_BR	11
chr1	29639713	29639863	id-2142	1	+	NA	NONE	12
chr1	29658828	29658978	id-2143	4.73e-07	+	AGAGCAATGTTAGGCTTTGTCAGGAGAGGGCGCTA	Upstream_CTCF	40
chr1	29665825	29665975	id-2144	1	+	NA	NONE	4
chr1	29667538	29667688	id-2145	3.05e-07	+	GGTGCAATGTTAATCTCTGTCAATAGAGGGCAGTG	Upstream_CTCF	40
chr1	29668545	29668695	id-2146	4.34e-07	-	CAGCATCGCTGGCCTCTACCCACTAGATGTCAGTA	UpstreamP1_CTCF	37
chr1	29670726	29670876	id-2147	1.93e-05	+	CATAATTCAGTGCTGCCTTCCAGCAGATGTCGCTT	V_CTCF_BR	3
chr1	29696193	29696343	id-2148	2.18e-07	-	GCAGTAATGGTAGGTGAGCCCAGCAGGGGGCCTGG	Upstream_CTCF	16
chr1	29706105	29706255	id-2149	4.88e-08	+	CTGTTGCTGCCTCTTTTTGACACTAGATGGCGCCT	UpstreamP1_CTCF	40
chr1	29723309	29723459	id-2150	1.03e-06	-	GCAGAGAACTGAGTCTCTGCCTCCAGATGGCGATG	V_CTCF_BR	37
chr1	29738511	29738661	id-2151	2.33e-07	-	CTGCTGTGTGCTGTACCCTCCACTAGGTGAGAGCA	UpstreamP1_CTCF	29
chr1	29742065	29742215	id-2152	4.1e-06	-	GATGTCACCTTCCTCATTGCCACTGGGGGTCAGTG	Upstream_CTCF	31
chr1	29742966	29743116	id-2153	1.55e-05	+	TGGTAACTGCTCATTCCTGCCAGTTGGTGGATCCC	V_CTCF_BR	36
chr1	29780136	29780286	id-2154	5.63e-06	-	TTGTATTTAATGCTAACCGCCGGAAGGGGGAGTAA	UpstreamP1_CTCF	40
chr1	29781576	29781726	id-2155	6.43e-06	-	ACGCGCCTGCTCTCAGGAGCCTCTAGGGGGTGAAG	V_CTCF_BR	6
chr1	29816828	29816978	id-2156	7.73e-06	-	CCTCTCCCACCTCCTCCTTCCCCTAGAGGGCTCTC	V_CTCF_BR	17
chr1	29823233	29823383	id-2157	5.08e-07	+	AGGCCCAGCCACTCCTCCTCCTGCAGGGGGCTCTG	V_CTCF_BR	4
chr1	29839904	29840054	id-2158	4.41e-06	+	ACACACAGACAGGCTCTCTCCTCTAGATGGCTCCA	V_CTCF_BR	40
chr1	30050549	30050699	id-2159	3.81e-05	-	CTGAGTGTCCACACTGACCCCAACAGGGGGCCAGC	UpstreamP1_CTCF	3
chr1	30117798	30117948	id-2160	2.55e-06	-	CTTGCACTTCTCTTTCCTGCCACCATGTGCAGAAG	Upstream_CTCF	16
chr1	30129435	30129585	id-2161	5.51e-07	-	CTGTGTGCCCCTCCGACGCCCACTAGGGGGCTGGA	V_CTCF_BR	39
chr1	30150258	30150408	id-2162	1	+	NA	NONE	1
chr1	30155637	30155787	id-2163	1.48e-05	+	AGGCCCCTTCTCCATCCCTCCAGCAGGAGACAGCA	UpstreamP1_CTCF	2
chr1	30162314	30162464	id-2164	3.09e-07	+	CGGCGTTACAGCTCCCACGACACCAGGTGGCACCC	V_CTCF_BR	27
chr1	30170943	30171093	id-2165	3.63e-08	+	ACTGCCCTTCCCCACTTCCCCACAAGGAGGCTCAC	Upstream_CTCF	40
chr1	30176502	30176652	id-2166	7.12e-06	+	CTGCTGCTCCTTCCTGGAGCCCCTAGTGGCAAAGC	UpstreamP1_CTCF	40
chr1	30180007	30180157	id-2167	7.42e-09	+	GCACCGCTCCCGGCCACGGCCTGAAGGTGGCGGCG	V_CTCF_BR	39
chr1	30181871	30182021	id-2168	5.74e-05	+	GGGCTTGGTCTTCTGGAGAACAGCAGGGTGCAGAC	UpstreamP1_CTCF	5
chr1	30182844	30182994	id-2169	1	+	NA	NONE	4
chr1	30186839	30186989	id-2170	6.94e-09	-	GCAGCATTACTCACAATAGCCAGAAGGTGGAAGCA	Upstream_CTCF	38
chr1	30232074	30232224	id-2171	1	+	NA	NONE	5
chr1	30259672	30259822	id-2172	2.47e-05	-	GATGCATTTCCTACCGCATTTTGCAGAGGGCAGCA	Upstream_CTCF	3
chr1	30261996	30262146	id-2173	1.26e-05	-	GCTGGACCTGCCTATATTCCCACCAGCAGGGGAGG	Upstream_CTCF	16
chr1	30265969	30266119	id-2174	1.38e-06	+	AGCACGATATCAAGCTTTGTCAGTAGAGGGCGCCG	V_CTCF_BR	40
chr1	30278185	30278335	id-2175	5.93e-06	+	CTTGCAAGCTCCCTGAGAGCCACTGGGTGTCTCAG	Upstream_CTCF	3
chr1	30279584	30279734	id-2176	1	+	NA	NONE	1
chr1	30308754	30308904	id-2177	9.29e-06	+	TATTGCATGTCCACTGTGGCCAGCAGGGAGGGCTG	Upstream_CTCF	8
chr1	30322044	30322194	id-2178	9.51e-07	-	TCAAACCCTTTAAGTTCTGTCACCAGGGGGCACCA	V_CTCF_BR	40
chr1	30349843	30349993	id-2179	1.03e-05	+	GAGTAGTAACTTGAACACACCCCTAGATGCTGCTG	UpstreamP1_CTCF	13
chr1	30353527	30353677	id-2180	3.16e-05	-	TCAGTGAATCTGCATTTTTCCATCAGAGGGAGCAA	Upstream_CTCF	7
chr1	30385386	30385536	id-2181	1.97e-06	+	CACAGCATGAAGGCCCTCACCAGATGGTGGCACTA	V_CTCF_BR	37
chr1	30481882	30482032	id-2182	9.71e-06	+	CATGTTGCAAATCCAGTGGCCGGGGGAGGGGGGCG	Upstream_CTCF	2
chr1	30506098	30506248	id-2183	3.41e-07	-	ACTGCAGCCTCTCCCTAGGCCAGCAAGGGGCATCA	Upstream_CTCF	3
chr1	30525190	30525340	id-2184	6.04e-07	+	AAGCAATACTCAGCAGATGTCAGCAGGTGGCTCTG	UpstreamP1_CTCF	18
chr1	30556086	30556236	id-2185	1	+	NA	NONE	1
chr1	30558897	30559047	id-2186	3.83e-09	-	GCACCGCTCCCGGCCGCGGCCTGAAGGTGGCGCTG	V_CTCF_BR	39
chr1	30560470	30560620	id-2187	4.51e-05	+	GAGGCACTGGCAGATCTGCACTGAAGGTGGGATGC	Upstream_CTCF	39
chr1	30579074	30579224	id-2188	2.31e-06	-	GGTGTTGGGAACCCGCCATCCACCAGGGGGACCAC	Upstream_CTCF	40
chr1	30584421	30584571	id-2189	1.32e-05	-	GTGGCTGGAGGAACCGTGGCCATAAGAGGGCGATC	Upstream_CTCF	40
chr1	30606625	30606775	id-2190	2.06e-07	-	GCTGAAGCCTTCTCTGGTCCCACCAGGTGGAGCTA	Upstream_CTCF	9
chr1	30642286	30642436	id-2191	1	+	NA	NONE	2
chr1	30652868	30653018	id-2192	9.55e-09	+	GGTGAGCGAGACCTCATAGCCACCAGAGGGAACCA	V_CTCF_BR	6
chr1	30705267	30705417	id-2193	1.15e-06	-	GATGTAATGTTACACCTGGTCTGTAGGGGGTGCTG	Upstream_CTCF	39
chr1	30763266	30763416	id-2194	7.23e-07	+	AGAGAAATCACCCTATGTTCCAGCAGGGGGAGGAA	Upstream_CTCF	19
chr1	30779678	30779828	id-2195	1	+	NA	NONE	4
chr1	30791305	30791455	id-2196	1	+	NA	NONE	3
chr1	30795855	30796005	id-2197	6.8e-06	+	CAGCTGTGGGGCCACCGGAGAGGGAGGGGGCGCTA	UpstreamP1_CTCF	21
chr1	30803242	30803392	id-2198	1.59e-06	+	CCTCTCCTTCCTCTCCTCTCCCGGAGGGGGCGCCC	V_CTCF_BR	13
chr1	30813903	30814053	id-2199	1.46e-07	-	AATGCAGTTCCTAAAAGGTACACCGGAGGACAGTC	Upstream_CTCF	14
chr1	30826580	30826730	id-2200	1.21e-06	+	AATGCAGCTTTCTTTATGAACAGTAGAGGGACTCA	Upstream_CTCF	36
chr1	30827385	30827535	id-2201	3.42e-05	-	GTTGATGTGCAGGCCATGACAGCTGGGTGGCTCTA	Upstream_CTCF	4
chr1	30852875	30853025	id-2202	1.41e-06	+	CGTGCACTGCAGGAGTTGGACACTAGAGGAGCCAC	Upstream_CTCF	37
chr1	30853341	30853491	id-2203	1.48e-06	-	GGCATGACATTAAATGTGGTCAGTAGAGGGCAGCA	V_CTCF_BR	40
chr1	30881637	30881787	id-2204	9.39e-07	+	CGTGAGCCACCACACCCGACCACTGGGGGGAGCTT	Upstream_CTCF	33
chr1	30900604	30900754	id-2205	1.35e-05	-	TATCTCTTCCTCCTTTTTGGCACTAGATGGTGCCT	UpstreamP1_CTCF	7
chr1	30923579	30923729	id-2206	1	+	NA	NONE	4
chr1	30945500	30945650	id-2207	1.18e-05	-	CAGCACCTCCCATTGTCTGAAGCTAGATGGAACTG	UpstreamP1_CTCF	3
chr1	30958752	30958902	id-2208	1.97e-06	+	GATCACTGCAGGAGGTCCGGCTGCAGGGGGAGCTC	V_CTCF_BR	2
chr1	30995005	30995155	id-2209	1.39e-05	-	TGCTGTTTCCTGGCATCCGGCAACAGAGGGCTCCA	V_CTCF_BR	8
chr1	30996107	30996257	id-2210	1	+	NA	NONE	4
chr1	31006112	31006262	id-2211	2.01e-05	-	ACTGTGCTTCCCCTGGTGGTGGCTAGAGAGCAGGA	Upstream_CTCF	10
chr1	31042349	31042499	id-2212	2.96e-05	-	ATTGGCAGGAGTGATTTGGCCACTAGGAGTCTGTG	V_CTCF_BR	13
chr1	31045132	31045282	id-2213	1.65e-07	-	ATGCCATCCTGCCATGTGCCCAGAAGAGGGCAAGG	UpstreamP1_CTCF	18
chr1	31074440	31074590	id-2214	5.89e-08	-	CTGTAGCTCACCCATTCCACCTGCAGAGGCAGCTG	UpstreamP1_CTCF	19
chr1	31102701	31102851	id-2215	7.55e-07	-	GCATCTGGAAGTCCAGCCTCCAGCAGTGGGAGCTC	V_CTCF_BR	1
chr1	31128627	31128777	id-2216	4.65e-05	+	GGATGGCTGCTGCCTGCACATTCTAGGGGGCGCCC	V_CTCF_BR	10
chr1	31158054	31158204	id-2217	1	+	NA	NONE	13
chr1	31170998	31171148	id-2218	8.98e-06	-	GCTCAGTCCCACCTGGTTTCCTGAAGGTGTCACTC	UpstreamP1_CTCF	19
chr1	31177958	31178108	id-2219	1	+	NA	NONE	1
chr1	31180328	31180478	id-2220	1	+	NA	NONE	2
chr1	31181062	31181212	id-2221	1.09e-07	-	CTGCTAGGGAGGAAGCTGGCCACAGGATGGCACCA	UpstreamP1_CTCF	40
chr1	31188181	31188331	id-2222	3.18e-09	-	CTTGCAATTCCAGCAGCTGCCAGCAGGAGGTGTCT	Upstream_CTCF	40
chr1	31192171	31192321	id-2223	4.2e-14	+	GTGCAGTTCTGCGCTTTGGCCACCAGATGGCAGCC	UpstreamP1_CTCF	40
chr1	31194860	31195010	id-2224	1	+	NA	NONE	25
chr1	31197148	31197298	id-2225	4.7e-05	-	TCCTTTGCTCCTTGAATCAACCCTAGGAGGCGCTA	Upstream_CTCF	38
chr1	31203058	31203208	id-2226	1.92e-06	-	GGGCTGCTTCCAGGCCTGGGCAGGTGAGGGCAGCC	UpstreamP1_CTCF	0
chr1	31224983	31225133	id-2227	4.1e-06	+	CATTCCACACACCTGTGTGCCAGCAGGGGGACCTG	Upstream_CTCF	13
chr1	31228709	31228859	id-2228	1.15e-06	-	TGGGCAGGCCATGTGAGTGACAGCAGGGGGCAGAT	Upstream_CTCF	2
chr1	31233398	31233548	id-2229	9.66e-05	-	AAAGTGATTCCCTTTCGAGCCTCTAGAGGAGAAGC	Upstream_CTCF	2
chr1	31234663	31234813	id-2230	3.36e-07	-	TGACCTTCAGCCTGGGTGAGCTGCAGGGGGCACCC	V_CTCF_BR	9
chr1	31234863	31235013	id-2231	2.27e-06	+	TGCCCCGAACCCAGCACGGTCACCAGGGGTCAGGG	V_CTCF_BR	1
chr1	31242208	31242358	id-2232	5.08e-05	-	CTGCAGGCCTGGCTGACTGCTTTCAGGTGTAGCAG	UpstreamP1_CTCF	5
chr1	31250779	31250929	id-2233	1.71e-06	+	ATGGCCACCTCCAGTTTTCCCGGCAGGGGGAGCAG	V_CTCF_BR	35
chr1	31252543	31252693	id-2234	1.35e-12	-	GATGGAGTTCCCCAGATGGCCAGCAGGGGGCGCCC	Upstream_CTCF	40
chr1	31255272	31255422	id-2235	2.01e-10	+	GAGCAGTGTTCCTGAGTAGCCACCAGAGGGCGCAC	UpstreamP1_CTCF	40
chr1	31255832	31255982	id-2236	3.41e-08	-	GCTGCTGTACCCAAACCTGGCTCCAGGGAGAGCAG	Upstream_CTCF	30
chr1	31270613	31270763	id-2237	5.72e-07	+	CAGCAGGTTTCTCATCAGGCCAGCAGGTGTCCCAT	UpstreamP1_CTCF	30
chr1	31274680	31274830	id-2238	1.46e-10	+	GTTGCAGTCCGCGGAAAGGCCAGCAGAGGGCACCC	Upstream_CTCF	40
chr1	31281251	31281401	id-2239	7.02e-05	-	ATGAAGAGCTGCATTCCAGGCAGCAGGTGGTCAGT	UpstreamP1_CTCF	4
chr1	31318875	31319025	id-2240	4.65e-06	+	CTGCCAGCCCCTTGCTCCACCACCAGGTGCTGTGG	UpstreamP1_CTCF	28
chr1	31326366	31326516	id-2241	2.31e-07	+	CCTGCATGACCAACCCTCCCCAGAAGGGGCTGTCC	Upstream_CTCF	9
chr1	31329077	31329227	id-2242	7.91e-05	-	TTACTATTAACGAGATTAGTCACCAGGGGGCCTCC	UpstreamP1_CTCF	15
chr1	31331439	31331589	id-2243	2.5e-05	+	CTGTCTGTCCTCCCTGCTACCACCAGAGTGATCTT	UpstreamP1_CTCF	19
chr1	31349767	31349917	id-2244	1.19e-06	+	TCTTCCGGGACTTCTGTCACCACCAGGGGGCTGGT	V_CTCF_BR	34
chr1	31384319	31384469	id-2245	4.41e-06	-	TGACCAGTGTCTTTGAAGAGCAGCAGGTGGCGCTC	V_CTCF_BR	40
chr1	31392435	31392585	id-2246	1	+	NA	NONE	17
chr1	31402357	31402507	id-2247	1.14e-06	-	ATGTAGTTACCATCTGTAGCCACACGAGGGTGCTG	UpstreamP1_CTCF	40
chr1	31450194	31450344	id-2248	2.19e-05	-	TGGTAATAGCAGTCCTTGCCCAGTAGAGGCTCGCT	UpstreamP1_CTCF	38
chr1	31455997	31456147	id-2249	3.88e-06	+	GTCCACCCAAGAGGGGCAGCCAGGAGTGGGAAATA	V_CTCF_BR	23
chr1	31457159	31457309	id-2250	1.24e-05	-	GCAGAGCTCAGTGCTTTGCCCAGCAGATGGCATTT	V_CTCF_BR	17
chr1	31600254	31600404	id-2251	1	+	NA	NONE	17
chr1	31628246	31628396	id-2252	3.8e-08	+	GCGGGTGGCCCGGGAGAGGCCGGGAGGGGGCGCAG	V_CTCF_BR	39
chr1	31635628	31635778	id-2253	1.99e-07	+	AGCGGAGATATAGCGCCAGCCAGCAGGTGTCGCTG	V_CTCF_BR	40
chr1	31639454	31639604	id-2254	2.78e-06	+	GCCTCTCCTGACTCCCCACCCAGGAGAGGTCGCTC	V_CTCF_BR	0
chr1	31654390	31654540	id-2255	2.2e-09	+	GCTGCAGTGAGCGCGCGGGCCACCAGGGGGACACG	Upstream_CTCF	39
chr1	31654616	31654766	id-2256	6.49e-06	+	ACGCCCAGGCCTCCCCAAGCCAGCAGGGGGCCGTG	UpstreamP1_CTCF	7
chr1	31655422	31655572	id-2257	2.6e-07	-	CAGTCAGAGCGTACAGGGCCCGGCAGGGGGCGGAG	V_CTCF_BR	38
chr1	31656922	31657072	id-2258	2.37e-09	+	CCTGCAAGTCCATATTTGACCAACAGGTGGCACTT	Upstream_CTCF	40
chr1	31658626	31658776	id-2259	3.4e-06	+	ACATGTTCCAGGTGGTAAGCCACTAGAGGGCGAGG	V_CTCF_BR	40
chr1	31668047	31668197	id-2260	3.5e-05	+	CTGCAATTACAGGCACCCGCCACCATGCCCGGCTT	UpstreamP1_CTCF	17
chr1	31668214	31668364	id-2261	2.19e-05	-	GTGCAGGTGGCGGGGGCCAGCCGCGGCGGCAGGGC	UpstreamP1_CTCF	12
chr1	31687717	31687867	id-2262	3.88e-06	-	GCCTCCAGCATGATGTTTGGCCCTAGGGGGCGCCC	V_CTCF_BR	32
chr1	31769567	31769717	id-2263	1	+	NA	NONE	33
chr1	31807990	31808140	id-2264	2.34e-06	-	TTGCCAAAGCCAATCTTTACCACCAGATGGCAAGA	UpstreamP1_CTCF	40
chr1	31846441	31846591	id-2265	4.43e-05	+	CGCTCTCCCTTCACTCTCACTGCCTGGTGGCGGAG	V_CTCF_BR	17
chr1	31867582	31867732	id-2266	2.83e-07	+	TTGGCACGCACCAGTTTGTCCACCGGGGGGCACTA	V_CTCF_BR	40
chr1	31869575	31869725	id-2267	5.77e-08	+	GTCTCTTCTCCCAAAGTGACCTCCAGGGGGCAGAC	V_CTCF_BR	40
chr1	31874184	31874334	id-2268	1.48e-06	+	CTTGCAGTTCACTAGTGCTACTGCAGAGGGAACGT	Upstream_CTCF	26
chr1	31894377	31894527	id-2269	3.28e-05	+	GAGGGGAGGCAGATGCCCGCCAGCAGGGTGTGCTG	V_CTCF_BR	40
chr1	31895688	31895838	id-2270	1.67e-08	-	GAGGCTATACCAGCACTAGACAGCAGGTGGCGGTC	Upstream_CTCF	40
chr1	31920170	31920320	id-2271	1.09e-06	+	GCAGCAGATGTCACACTTGCCATTAGGGGGCTGAG	Upstream_CTCF	8
chr1	31932987	31933137	id-2272	1.37e-05	+	CTTTCTTTTAAGGGAGGTACCACAAGGGGGGGCAA	Upstream_CTCF	38
chr1	31936711	31936861	id-2273	1	+	NA	NONE	5
chr1	31973665	31973815	id-2274	1.04e-05	+	AAGAGCTATTCCCCCGAGTCCACCAGGGGCCTCCC	V_CTCF_BR	11
chr1	31979904	31980054	id-2275	7.55e-07	+	CACTGGGCCCTTCGTCCCACCAGCAGAGGGAGAGC	V_CTCF_BR	4
chr1	31983041	31983191	id-2276	1.55e-05	+	TGGTACCCTGCTGCTCAAACCTCTAGGGGGAGCAT	V_CTCF_BR	13
chr1	32014584	32014734	id-2277	1.6e-10	-	GGTGCAACACTGAGAATGGCCAGTAGGTGGCAGTA	Upstream_CTCF	40
chr1	32014893	32015043	id-2278	1	+	NA	NONE	3
chr1	32029765	32029915	id-2279	8.97e-05	+	GAGAGAATTCCTAGATCAGCCATGAGGGGGCAGTG	Upstream_CTCF	40
chr1	32053479	32053629	id-2280	1.52e-07	+	GACGCTGAGTCAGCTGCCGCCTGAAGGGGGAGCCC	V_CTCF_BR	40
chr1	32059698	32059848	id-2281	1.38e-09	-	GGGGGAGGTGTGGACTCAGCCACCAGGGGGCAGGG	V_CTCF_BR	40
chr1	32083838	32083988	id-2282	3.67e-07	-	CCGCGACGCTCCCCGACGGCCGCCAGGAGCCGCTG	UpstreamP1_CTCF	40
chr1	32098840	32098990	id-2283	1.26e-07	-	GATGGCCTTCACACCCCTTCCTCCAGGTGGCGCCC	V_CTCF_BR	40
chr1	32105911	32106061	id-2284	1	+	NA	NONE	16
chr1	32106547	32106697	id-2285	1	+	NA	NONE	3
chr1	32112905	32113055	id-2286	1	+	NA	NONE	8
chr1	32129546	32129696	id-2287	1.12e-09	+	TCTGTAATGCCACCAGCCACCAGGAGGGGTCAGCA	Upstream_CTCF	40
chr1	32131809	32131959	id-2288	2.6e-07	-	CTGGCTGGCTTGCAGTGAGCCAGGAGGTGGCAGGA	V_CTCF_BR	17
chr1	32135780	32135930	id-2289	1.7e-05	-	CCTTCCTCTTAAGCTGGTGCCTCTAGGGGGCCCCT	Upstream_CTCF	35
chr1	32145534	32145684	id-2290	4.03e-06	+	CTGAAGCTGGTCCTCTCCCCCAGTTGGGGGAAGGC	UpstreamP1_CTCF	8
chr1	32147139	32147289	id-2291	1	+	NA	NONE	14
chr1	32149724	32149874	id-2292	3.67e-09	-	GCTGCACTGCCTGCCCCAGCCTGCAGGGGACAGTG	Upstream_CTCF	40
chr1	32157658	32157808	id-2293	5.96e-07	-	CTAGAAGGCAGTTGTCCCTCCACCAGATGGAGCTG	V_CTCF_BR	18
chr1	32160383	32160533	id-2294	2.84e-05	-	CTGCAAGTTCTCCCCCTGCCCTGGTGGAGGCTTCC	UpstreamP1_CTCF	3
chr1	32169447	32169597	id-2295	1	+	NA	NONE	17
chr1	32170896	32171046	id-2296	2.5e-05	-	GGCCAGCTCCTCACTGGGACCACAGTGGGGCGCCT	UpstreamP1_CTCF	38
chr1	32173466	32173616	id-2297	4.23e-08	-	GACGAGGGGCAAATCCTCGCCAGCAGAGGGAAGAG	V_CTCF_BR	35
chr1	32180058	32180208	id-2298	1.83e-05	+	TGCAGACGTGACTGTCCTGCCAGGCGGGGGCGCCG	V_CTCF_BR	38
chr1	32181345	32181495	id-2299	1.09e-07	-	TCCGCGATTCCCAAGCTTCCCGCTAGGTGGAGGGC	Upstream_CTCF	40
chr1	32198635	32198785	id-2300	1.84e-06	+	GCAGACATCCAGGTGAGCGCCAGCAGGGGCAGCAC	V_CTCF_BR	3
chr1	32211333	32211483	id-2301	4.33e-10	-	GCTGCAGAGCCCGGGCTGGGCAGCAGGGGGCAGGA	Upstream_CTCF	40
chr1	32216491	32216641	id-2302	5.96e-07	-	GCTCTCGAGGAGCTTCTGGCCACATGGGGGAGGTG	V_CTCF_BR	9
chr1	32222990	32223140	id-2303	1.71e-06	+	CGCACAACCTGAGCCATGCCCACAGGAGGGCACTG	V_CTCF_BR	23
chr1	32225307	32225457	id-2304	1.15e-06	+	TGTGTATAGCCAGGCCTGTCCTCCTGGGGGCACTG	Upstream_CTCF	17
chr1	32227721	32227871	id-2305	3.71e-05	+	AGAGTGATACAGAAAGGGGGCAGAAGAGAGAGCGG	Upstream_CTCF	15
chr1	32228345	32228495	id-2306	4.68e-07	+	AGGACGCCCAGGAGCCCGGCCGGCAGCTGGCGAGG	V_CTCF_BR	40
chr1	32229938	32230088	id-2307	3.63e-05	+	GGGGCGCGCGCCGGGCCGGGCGCGAGGAGCCGCGG	V_CTCF_BR	14
chr1	32230128	32230278	id-2308	5.74e-05	+	ATGCCGGAGGCTTGTCGCGCCGCCAGGGTGTCCCG	UpstreamP1_CTCF	19
chr1	32230903	32231053	id-2309	8.16e-07	+	GCTTTGGTCAGAGGAGAAACCAGCAGGGGGCAGCT	V_CTCF_BR	39
chr1	32237821	32237971	id-2310	1	+	NA	NONE	20
chr1	32244410	32244560	id-2311	1.56e-05	-	AGTGTCTTGGAGACAAACCCCTGCTGGGGGCGCCC	Upstream_CTCF	6
chr1	32254905	32255055	id-2312	1.28e-08	-	GCTGCCCTACCCGCGGACGACAGCAGAGGGGGCCC	Upstream_CTCF	40
chr1	32261801	32261951	id-2313	1	+	NA	NONE	18
chr1	32281652	32281802	id-2314	1.04e-07	+	GCGTGCTGGCGTTCCTGCCCCGGCAGAGGGCGCCC	V_CTCF_BR	40
chr1	32300256	32300406	id-2315	1.73e-05	+	CCATATAGGACTGCTGTCACCAGGTGGGGGCGTTG	V_CTCF_BR	9
chr1	32309192	32309342	id-2316	1.47e-05	-	ATCCAAGTTAGAGGTTTGGCAGCCAGAGGGAGGAG	V_CTCF_BR	12
chr1	32327109	32327259	id-2317	1.38e-07	+	TCTGCTCTTCCCCCTTGTGCCACGTGAGGGTGTCG	Upstream_CTCF	6
chr1	32403906	32404056	id-2318	4.34e-07	-	CCGCAGCGCCCCCTGAGGGGCGGCGGCGGGAGCTG	UpstreamP1_CTCF	38
chr1	32405527	32405677	id-2319	1.83e-05	-	TAGAATACCCCCTCCTGGGCCACCTGGTGGTGAAC	V_CTCF_BR	40
chr1	32421766	32421916	id-2320	3.42e-08	-	TGAAAGCTCACCAGAGGGGCCAGCAGAGGGAACTG	V_CTCF_BR	39
chr1	32429806	32429956	id-2321	2.08e-07	-	AAGCTCTGACCTGTTCTGACCACAAGAGGACAGTA	UpstreamP1_CTCF	40
chr1	32443433	32443583	id-2322	2.97e-06	+	ATCAAGGATACCCTGTCAACCTGTAGAGGGAGCAA	V_CTCF_BR	40
chr1	32446563	32446713	id-2323	1	+	NA	NONE	1
chr1	32469291	32469441	id-2324	2.34e-06	-	AAGCAATAACTAGCTTCTGCCTTTAGATGGCACTA	UpstreamP1_CTCF	40
chr1	32529108	32529258	id-2325	8.58e-08	-	TCTGTAATGCACATCTTAACCACCAGAGAGAGCCT	Upstream_CTCF	40
chr1	32538218	32538368	id-2326	5.34e-06	-	TGGACCGGGGCGGCGGCGACCGGAGGAGGGTGCGG	V_CTCF_BR	24
chr1	32538940	32539090	id-2327	3.97e-05	+	GTGCAGTCGGCGTTTCTGGGTTGGAGGGGTTACAC	UpstreamP1_CTCF	37
chr1	32569913	32570063	id-2328	3.81e-05	-	CTGAACCCTCCATCCTATGCCCATAGGAGGCAGTG	UpstreamP1_CTCF	13
chr1	32575038	32575188	id-2329	3.42e-05	-	CCCTTTTCTCCCTGCCCAACCACTAGAGGGCCAGG	Upstream_CTCF	40
chr1	32593612	32593762	id-2330	7.6e-05	-	CTGCCACTACCACTAGGTACCACAAGGGACTAAAA	UpstreamP1_CTCF	20
chr1	32599188	32599338	id-2331	1	+	NA	NONE	34
chr1	32645610	32645760	id-2332	3.91e-06	+	CCGGTTGTGCCGGGAAGTGGCTCCAGGGAGAAGAG	Upstream_CTCF	21
chr1	32656896	32657046	id-2333	1	+	NA	NONE	4
chr1	32666661	32666811	id-2334	1.61e-05	-	CTGCTCCGAGGTCCCCGGTCCAGCAGCGCCCCCCA	UpstreamP1_CTCF	24
chr1	32669360	32669510	id-2335	1	+	NA	NONE	1
chr1	32670994	32671144	id-2336	7.91e-05	-	CCGCAAGGGGCACTCCAATCCCGCAGGCGGTACCT	UpstreamP1_CTCF	18
chr1	32681327	32681477	id-2337	1.3e-07	+	TCTGTATGGCCTTCCACCTCCTGCAGAGGGCAGCA	Upstream_CTCF	40
chr1	32684791	32684941	id-2338	3.29e-05	+	CCAGCACTCCCAGGGCTCGCCTGTGTGAGGCAAAG	Upstream_CTCF	3
chr1	32689454	32689604	id-2339	6.43e-06	+	GCTGTTTCCCAAGAAATAAACAGAAGAGGGCAGAA	V_CTCF_BR	16
chr1	32700629	32700779	id-2340	4.65e-05	+	ACCAGGCGCATGAAGCTCTCCTGCAGGGGACGCCC	V_CTCF_BR	2
chr1	32705056	32705206	id-2341	6.49e-06	-	TGATCTGTTCCCTCTGTCTCCAGGCGATGGCAGTG	Upstream_CTCF	3
chr1	32706074	32706224	id-2342	1.59e-06	+	CCGGGAAGCGACCTCCCTGACGGAAGCGGGCGCTG	V_CTCF_BR	32
chr1	32707223	32707373	id-2343	1	+	NA	NONE	22
chr1	32713883	32714033	id-2344	8.53e-09	-	CCTGCATCTCCCGCTGCGGCCGAGAGGGGGCGTGA	Upstream_CTCF	40
chr1	32756251	32756401	id-2345	3e-06	-	CAGCATCCTTAGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	3
chr1	32782186	32782336	id-2346	4.59e-07	-	CAGCATTGGCTTTGTGAGGGCGCTAGAGGGCAGAA	UpstreamP1_CTCF	39
chr1	32800835	32800985	id-2347	1.15e-07	+	GAGCGCGCAGAGGGCGCGACCGGCAGGAGGCGCTG	V_CTCF_BR	40
chr1	32816760	32816910	id-2348	1.83e-05	-	AGAGCCGGTGAGGGGCGTGGCCACAGGGGGCGCTG	V_CTCF_BR	39
chr1	32817572	32817722	id-2349	1.17e-05	-	GATAAAGCGCCCTGGTCTGGCAGCTGGGGGAGGAG	V_CTCF_BR	28
chr1	32827785	32827935	id-2350	1.56e-05	+	GGGGTCGCGCAGACCCCGGACACCCGAGGGGGGCG	Upstream_CTCF	32
chr1	32837927	32838077	id-2351	5.08e-05	-	CTGAAGAGACAGTTTCAAGTCCCTAGAGGGCAACC	UpstreamP1_CTCF	17
chr1	32856582	32856732	id-2352	6.84e-06	+	CAAGTGTCCTCAGACACTACCTGTAGGGGGCAAGC	V_CTCF_BR	9
chr1	32866535	32866685	id-2353	8.52e-08	+	GAGCCCTGACACCCAGGTGCCACCAGATGGTGCTG	UpstreamP1_CTCF	40
chr1	32879664	32879814	id-2354	1.71e-06	-	CATGGAGAGGATCCCTATTCCACTAGGTGGCGCTG	V_CTCF_BR	40
chr1	32914022	32914172	id-2355	2.93e-08	+	CTGTCATGCCTGGACAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	39
chr1	32914854	32915004	id-2356	4.23e-08	+	TTTCTCACCCCTGAGGCCACCACTAGGGGGCGGGG	V_CTCF_BR	37
chr1	32936727	32936877	id-2357	8.91e-07	-	GTGGCAGTCTCCGCAGTCACCGCAAGGGGACTCTC	Upstream_CTCF	29
chr1	32952976	32953126	id-2358	2.96e-05	-	AGGCTGGTATCCAACCTCTGCACCATGTGGCCCTC	UpstreamP1_CTCF	12
chr1	32966356	32966506	id-2359	1.04e-07	-	CCCGCCGCCGCCGCCGCCGCCGCCAGGAGGCTCCG	V_CTCF_BR	12
chr1	32986129	32986279	id-2360	6.86e-07	+	AGAGCAATGTTAGGCCCTGTCAATAGAGGGCGCCA	Upstream_CTCF	40
chr1	32986918	32987068	id-2361	6.19e-06	+	CCTCAATGAACTTCACCATCCAGCAGGCGGCAGAC	UpstreamP1_CTCF	18
chr1	33004718	33004868	id-2362	2.43e-06	-	CTTTACGTTGGGAAAGGCGCCTCCGGAGGGCAGAA	V_CTCF_BR	21
chr1	33077815	33077965	id-2363	1.34e-06	+	CCTGACCTCGCCGCGGCGGCCAGTAGGAGGTGTCG	Upstream_CTCF	33
chr1	33085806	33085956	id-2364	3.11e-05	-	AGAACATAAGAAAAAATTGCCACTGGGTGGTGCTA	V_CTCF_BR	32
chr1	33164315	33164465	id-2365	1	+	NA	NONE	7
chr1	33169704	33169854	id-2366	9.81e-06	-	CCCTTGCTGCCTTAGCTCTCCTCTGGCGGGCAGCA	V_CTCF_BR	3
chr1	33174636	33174786	id-2367	3.36e-07	+	TGAGCTGGGAAGTGGAGAGGCACCAGAGGGCAGCA	V_CTCF_BR	9
chr1	33175211	33175361	id-2368	2.19e-05	-	CTGTACCACCCTCCTCCCACCTCTAGACGGGTTGC	UpstreamP1_CTCF	15
chr1	33177864	33178014	id-2369	9.48e-11	+	CGGGCAATGCCGAGCACTGCCTCCAGGGGGCGCCG	Upstream_CTCF	40
chr1	33194973	33195123	id-2370	4.7e-06	+	CCGGAGGACACTTGCTTCCCCAGCAGGGGCAGCTG	V_CTCF_BR	18
chr1	33207111	33207261	id-2371	3.8e-08	-	GGGCGGGTCGTGGGGCCGCCCGGGAGGGGGCGGCA	V_CTCF_BR	40
chr1	33215453	33215603	id-2372	4.14e-06	+	AAAAATCTGCATTCTCTTGTCAGCAGAGGGCAGAG	V_CTCF_BR	15
chr1	33219780	33219930	id-2373	2.11e-06	-	CACTCACACCCTCCAAGCCCCGGGAGGGGGCAGCA	V_CTCF_BR	9
chr1	33235789	33235939	id-2374	8.56e-05	-	GCCTAGGGCCACCACGTCCACTGTAGGCGGCAGCA	UpstreamP1_CTCF	2
chr1	33237689	33237839	id-2375	3.73e-06	-	GGAGTTCTGCCACCAGATTCCGCTGGAGGTCAGCC	Upstream_CTCF	0
chr1	33238706	33238856	id-2376	8.62e-10	-	CAACTCTGCAGCCTCAGGGCCAGCAGGGGGCGCAG	V_CTCF_BR	40
chr1	33252623	33252773	id-2377	1	+	NA	NONE	40
chr1	33283784	33283934	id-2378	8.13e-06	+	GCGGGAATTCGCGGTGTCCCCGGGGGAGGGAGACG	Upstream_CTCF	18
chr1	33294090	33294240	id-2379	9.51e-07	+	TCAATTTATTCTCTGGTTGCCAGGAGATGGCAGTA	V_CTCF_BR	29
chr1	33336265	33336415	id-2380	5.9e-06	-	CTGCGCCGCCCCGGGCCTGCCGGCCGGAGGAGCCA	UpstreamP1_CTCF	0
chr1	33338340	33338490	id-2381	3.63e-08	-	TAGGTTTTACCCAAAGAGGCCAGCAGATGGCGCCA	Upstream_CTCF	40
chr1	33342350	33342500	id-2382	1.21e-10	+	CTGCACAGCCTGGGCACAGCCAGCAGAGGGCGCCA	V_CTCF_BR	40
chr1	33346786	33346936	id-2383	1	+	NA	NONE	3
chr1	33352268	33352418	id-2384	4.7e-08	-	CGCCCGGCGCGTGGCCCCTCCTGGAGGGGGCGCTC	V_CTCF_BR	40
chr1	33353825	33353975	id-2385	6.37e-07	-	CAGGTGTGCCCAACAAGAGGCAGCAGAGGGAGGTG	UpstreamP1_CTCF	0
chr1	33358564	33358714	id-2386	1.21e-09	-	GCTGCGGGGCCGTCTGCTGCCGGCAGGGGGCGCGG	Upstream_CTCF	38
chr1	33358950	33359100	id-2387	9.26e-05	+	ATTCCCCACTCCACCTTGCCCAGGCGGGGGCAGCA	UpstreamP1_CTCF	27
chr1	33366461	33366611	id-2388	4.3e-06	+	CCAGCGTCTCCTCTGCCGCCCACCCGGGGGTCCCC	Upstream_CTCF	1
chr1	33366663	33366813	id-2389	2.43e-06	+	GGCAGAGCAGGTGGCCTGGCCCCCTGGGGGCTCGG	V_CTCF_BR	18
chr1	33366974	33367124	id-2390	1	+	NA	NONE	1
chr1	33390480	33390630	id-2391	6.74e-08	-	CTTGCAGTGCCTGACGGGGCCTGGAGGCGGGGCGG	Upstream_CTCF	12
chr1	33391132	33391282	id-2392	1	+	NA	NONE	13
chr1	33399125	33399275	id-2393	4.99e-07	+	AATGCATTATTTGTGTTCGCCTCTAGGTGGTGATG	Upstream_CTCF	40
chr1	33405185	33405335	id-2394	1	+	NA	NONE	8
chr1	33419197	33419347	id-2395	1	+	NA	NONE	8
chr1	33454403	33454553	id-2396	1	+	NA	NONE	6
chr1	33467023	33467173	id-2397	1	+	NA	NONE	36
chr1	33471791	33471941	id-2398	5.68e-06	-	AACCCCCAGGCCATGACTACCACCAGCAGGAGGTG	V_CTCF_BR	9
chr1	33472908	33473058	id-2399	3.81e-05	-	TGGTGTTGCATTATTCATAACTCCAGGGGGAGCAG	V_CTCF_BR	40
chr1	33480184	33480334	id-2400	6.8e-06	+	CAGTACGCGCCTGCACTCCACTCTAGGGGGCTCCA	UpstreamP1_CTCF	11
chr1	33516311	33516461	id-2401	1.74e-07	-	GGTGCAATTCCAGGTTATGCCTTTAGAGGGAAGGG	Upstream_CTCF	33
chr1	33520839	33520989	id-2402	7.55e-07	-	TTTTCCTTCTTGTTTCTCCCCACCAGAGGGCAGAC	V_CTCF_BR	40
chr1	33521323	33521473	id-2403	2.43e-06	-	ATTCATCAGGTGTGCGGTGCCACCAGAGGGCATCT	V_CTCF_BR	17
chr1	33546487	33546637	id-2404	2.8e-05	+	CCTGTAGTTCTGACTTCCAGCGTGAGGTAGCCACC	Upstream_CTCF	15
chr1	33552064	33552214	id-2405	1.96e-08	-	GGCCACCCACTACAGACGACCAGAAGAGGGCAGCC	V_CTCF_BR	40
chr1	33558784	33558934	id-2406	1.18e-05	+	GTGGGGCGACAGGGTTTGTCCAGCAGAGGGGCACT	UpstreamP1_CTCF	16
chr1	33560716	33560866	id-2407	2.55e-09	+	CTAGCAGTTCCCACTCCAACCACTAGAGGTCGCCT	Upstream_CTCF	40
chr1	33565340	33565490	id-2408	8.89e-06	-	TATGCAATGTCTTATTCCACCGCCAGGCTGTGGGC	Upstream_CTCF	32
chr1	33577696	33577846	id-2409	3.45e-05	+	GTAGTTGGGTCCTTAGGCACTGCTAGGTGGCAGTG	V_CTCF_BR	38
chr1	33585591	33585741	id-2410	4.21e-05	+	CTAGGGAAGCGCTGCGAAGGCAGCTGATGGCTGCA	V_CTCF_BR	26
chr1	33592891	33593041	id-2411	8.43e-09	-	AGTCGGTCCCTCCTCCCAGCCGCCAGAGGGCGCGA	V_CTCF_BR	40
chr1	33597785	33597935	id-2412	1.31e-05	+	GGCAGCGTGAGCTCTCCAGTCTCTAGGGGTCAGCA	V_CTCF_BR	13
chr1	33603532	33603682	id-2413	6.46e-07	+	TGGGCTTCTACTTACTGCACCGGTAGGTGGCGCCG	V_CTCF_BR	40
chr1	33606462	33606612	id-2414	1	+	NA	NONE	28
chr1	33613627	33613777	id-2415	8.21e-06	-	CTCACCAATTTCCCCATTCCCCCTAGGGGGCAGTA	V_CTCF_BR	40
chr1	33627118	33627268	id-2416	2.81e-05	+	CACCCAGAACGCCAGGCAGACAAAGGGGGGCGGAC	V_CTCF_BR	6
chr1	33634361	33634511	id-2417	1.38e-06	-	TTCTGTGGACCCATGGGGGCCACCAGGGGGAGAAT	V_CTCF_BR	23
chr1	33649265	33649415	id-2418	6.64e-05	-	GTTGCAATTCCAAGCATTGCCACCAAACATATCCC	Upstream_CTCF	14
chr1	33684392	33684542	id-2419	4.71e-06	+	GGAACAGTTCTGCCTCTGGTCAGTGGAGGGCAGCA	Upstream_CTCF	40
chr1	33685602	33685752	id-2420	2.78e-06	+	GGTGGATGAATCATCAGAGCCAGCAGAGGGAGAGC	V_CTCF_BR	20
chr1	33722032	33722182	id-2421	4.88e-06	+	TTGCAGAACCCAGAAGTGAACAGCAGGCGACCCGG	UpstreamP1_CTCF	25
chr1	33742334	33742484	id-2422	1.04e-05	-	TGACCGGCTCCTGTCGTGTCCACTGGGGGGAGAAG	V_CTCF_BR	0
chr1	33761192	33761342	id-2423	2.91e-11	+	GCTGCAACCCCCATTGTGGCCACAAGGTGGCGCAG	Upstream_CTCF	40
chr1	33761780	33761930	id-2424	2.12e-06	+	CAGCATTCCAGGCCTCCATCCGCTAGATGCCAGTA	UpstreamP1_CTCF	4
chr1	33764372	33764522	id-2425	2.01e-10	-	CTGCAGTTCCCACCAGCAGCCACTGGAGGGCTCTT	UpstreamP1_CTCF	40
chr1	33793801	33793951	id-2426	1	+	NA	NONE	18
chr1	33805106	33805256	id-2427	1.04e-05	-	AGGAGCCTCCCTGCCTCTGCCTCTAGAGGTCATCC	V_CTCF_BR	35
chr1	33808173	33808323	id-2428	1	+	NA	NONE	12
chr1	33829762	33829912	id-2429	8.13e-06	-	AGTGGAGACTTGCAGTGGGCCAGTAGGAGGGGGTA	Upstream_CTCF	15
chr1	33833474	33833624	id-2430	1.38e-09	-	TGGCACAGCCTCCCTGTGTCCAGCAGAGGGCGCCA	V_CTCF_BR	40
chr1	33836021	33836171	id-2431	7.31e-05	-	CAGCAGCCTCAGGCATCGCTCAGCAGGCTGTGCTC	UpstreamP1_CTCF	6
chr1	33838433	33838583	id-2432	6.64e-05	+	GGTGGAGGGAAGAGCCAAGTCAGCAGGGGGCCTAC	Upstream_CTCF	25
chr1	33844673	33844823	id-2433	5.41e-07	-	CTGCAGTAAGTCTCTCTCCCCTGCATGGGGAGCAG	UpstreamP1_CTCF	21
chr1	33880082	33880232	id-2434	1	+	NA	NONE	0
chr1	33895985	33896135	id-2435	6.75e-05	+	CGGCTGCGCTGTCACGCCGCGGCTGGGGAGCGGGC	UpstreamP1_CTCF	10
chr1	33896591	33896741	id-2436	4.14e-06	-	GCGGGCAGCGTCCGAGCAGCCAGCAGGGTGCGCGG	V_CTCF_BR	34
chr1	33897123	33897273	id-2437	1	+	NA	NONE	11
chr1	33921534	33921684	id-2438	3.8e-07	-	CAGGCTCTGACTCCTTCCAGCACCAGGTGGCACTA	Upstream_CTCF	40
chr1	33928195	33928345	id-2439	2.19e-05	+	GGGTTGGTCACAAGTCTGTCCTCCAGGAGGACAGG	UpstreamP1_CTCF	1
chr1	33936188	33936338	id-2440	3.88e-06	-	AGGAGAGGACATCATTAGGACACAAGAGGGCGCGC	V_CTCF_BR	40
chr1	33966246	33966396	id-2441	1.26e-07	-	CCCTTCCCGTGGCCCTCGCCCTCTAGGGGGCACAA	V_CTCF_BR	30
chr1	33967555	33967705	id-2442	3.56e-05	+	CCTGCGTTCCATGGGGCCCCCTGGAGGGAGGAGTG	Upstream_CTCF	2
chr1	34078590	34078740	id-2443	5.63e-09	-	GCTGCAGCTACATGCTGCTCCACTAGATGGCGGTC	Upstream_CTCF	40
chr1	34090651	34090801	id-2444	3.95e-09	-	AATGCAACTCCGGCTATGCCCTGCAGGGGTCGCCA	Upstream_CTCF	39
chr1	34098720	34098870	id-2445	4.68e-07	+	CCAACAGGAGAAGGCTACACCACAAGGGGGCGGTG	V_CTCF_BR	40
chr1	34100550	34100700	id-2446	1.55e-07	-	GCTGCAGAATACATTCCGGACACAAGAGGGCAGAA	Upstream_CTCF	40
chr1	34106808	34106958	id-2447	1.05e-08	+	CCTGCTGTATTCTCAACACCCAGCAGAGGGCATGG	Upstream_CTCF	40
chr1	34119980	34120130	id-2448	9.88e-07	-	ACTGTGCTCTCCCTGCTGGCCAGCGGGGAGAAGCA	Upstream_CTCF	38
chr1	34149554	34149704	id-2449	9.71e-06	-	CCAGCAAGTGGGCAGCTGGCCCAGAGGAGGCAGAA	Upstream_CTCF	11
chr1	34190016	34190166	id-2450	1	+	NA	NONE	13
chr1	34201340	34201490	id-2451	1	+	NA	NONE	29
chr1	34205779	34205929	id-2452	2.66e-05	+	GCATGTTCCCTGCCTTCCTCCAGCAGGGGCATCAC	V_CTCF_BR	14
chr1	34308050	34308200	id-2453	1	+	NA	NONE	12
chr1	34339188	34339338	id-2454	5.9e-06	-	CGGCAGTCATCTCAAAGCTCAACTAGAGGGGAGGA	UpstreamP1_CTCF	6
chr1	34341584	34341734	id-2455	2.34e-06	+	GTGCCAGGCCAGCTTGCAGCCATCAGGGGCTGCTG	UpstreamP1_CTCF	19
chr1	34479702	34479852	id-2456	1.34e-06	-	ATGCAGCAATGCAGGTGAGAAGCCAGGGGGCGCTC	UpstreamP1_CTCF	33
chr1	34502837	34502987	id-2457	2.39e-05	+	CTGTATTGCACCCTCCCCGCCCCCACCGGCGGCAC	UpstreamP1_CTCF	4
chr1	34532564	34532714	id-2458	1.37e-05	+	GTTGTGGTGCCTCCCTCAGCCTGCAGGGAAGGCAC	Upstream_CTCF	5
chr1	34579140	34579290	id-2459	2.02e-06	+	GGGCAGTGGGGGAAAGGTGCCTGGAGGAGGTGCCA	UpstreamP1_CTCF	16
chr1	34579639	34579789	id-2460	1.59e-06	+	ACCTGAGTACCATAATCAGACACCAGAGGGAGCAA	V_CTCF_BR	38
chr1	34595247	34595397	id-2461	5.01e-06	-	CTGGCACATGTGCATGTCTGCAGTAGAGGGCAGTG	V_CTCF_BR	11
chr1	34604278	34604428	id-2462	1.26e-05	-	TGGGCACTTCAATAAACTGCCTGTAGGGGTGTAAA	Upstream_CTCF	5
chr1	34622452	34622602	id-2463	2.59e-06	+	CTCTAGGAGAGAGACTCGCCCAGCAGAGGGGGCCA	UpstreamP1_CTCF	18
chr1	34628877	34629027	id-2464	5.98e-05	-	GAGTCATAGCCACCGACACCCAGAGAGGGGCGCCC	UpstreamP1_CTCF	37
chr1	34642953	34643103	id-2465	6.43e-06	+	GAAAGTTGTCACGGCGGCGTCGCAAGGGGGCAGTG	V_CTCF_BR	5
chr1	34682775	34682925	id-2466	3.42e-05	-	CATGATCTAGACAGTATGTACGCTAGAGGGCCAGG	Upstream_CTCF	0
chr1	34758213	34758363	id-2467	1.82e-06	+	CTGCAATGTGGAGACCAGACAGCTAGGAGGCAAGA	UpstreamP1_CTCF	21
chr1	34808066	34808216	id-2468	1.31e-05	+	ACAGTTTGTGCTCTACACAACTCTAGGGGGCACCA	V_CTCF_BR	9
chr1	34827509	34827659	id-2469	1	+	NA	NONE	1
chr1	34837559	34837709	id-2470	3.91e-06	-	CCTGAGGTGTCCAGGGATGCCTGTAGAGGGCCTTG	Upstream_CTCF	6
chr1	34864609	34864759	id-2471	5.17e-06	-	CCTGTCCTATCAGAGGCAACCGTCAGAGGGCGTCT	Upstream_CTCF	13
chr1	34867422	34867572	id-2472	3e-06	+	CAGCATCCCTGATCTCTACCCACTAGATGTCAGTA	UpstreamP1_CTCF	5
chr1	34885418	34885568	id-2473	5.41e-07	-	AAGCTTTTGCCTCCGAAGGGCACCAGAGGGAGACA	UpstreamP1_CTCF	24
chr1	34892267	34892417	id-2474	1	+	NA	NONE	2
chr1	34925950	34926100	id-2475	2.6e-07	+	CTTGCCCAAGGACATACCACCACTAGGTGGCAGAA	V_CTCF_BR	39
chr1	35012734	35012884	id-2476	4.23e-06	+	GTGTGATTCCCATGGAGAGCCACTAGGTGCTGTGA	UpstreamP1_CTCF	28
chr1	35014935	35015085	id-2477	6.46e-07	+	ACCACTGTGGACACTTGAACCGGCAGGGGGAGCTG	V_CTCF_BR	29
chr1	35057955	35058105	id-2478	1.24e-05	-	GGTGAGGGCACACGAAGCTTCGGCAGGGGGAGCCC	V_CTCF_BR	26
chr1	35063621	35063771	id-2479	4.41e-06	-	TCAGTGAGCACCAAGTTGCCCTCTAGGGGGTGCTG	V_CTCF_BR	39
chr1	35108412	35108562	id-2480	1.5e-05	-	CCTGCTAGCCTCCTTTACTCCCATAGTGGGCAGTC	Upstream_CTCF	15
chr1	35111652	35111802	id-2481	1	+	NA	NONE	1
chr1	35147194	35147344	id-2482	1.2e-08	-	CCTGCATTCCCCACTTTTACCACTGGGTGTCAGGC	Upstream_CTCF	40
chr1	35161958	35162108	id-2483	9.27e-07	-	CTGCACTGGTCATGAACTGCCTGTAGGGGAATGAG	UpstreamP1_CTCF	28
chr1	35206185	35206335	id-2484	3.29e-05	-	ACTGCTGTTAGGCAATTGCGCTGTTGTTGGCGCTG	Upstream_CTCF	12
chr1	35208382	35208532	id-2485	3.36e-07	-	CCCGGGCTGCTCCATTCAGCCGCTGGGGGGCAGCA	V_CTCF_BR	40
chr1	35218753	35218903	id-2486	1.64e-05	-	AGCCTTCGTGTGCTTAGAAACACTAGATGGCACTT	V_CTCF_BR	8
chr1	35225434	35225584	id-2487	8.33e-05	-	TTGGCACTTCCCTGGGGATCCTCTAGGGACACTGA	Upstream_CTCF	13
chr1	35247373	35247523	id-2488	3.63e-06	-	GGCTCAAGCCCCAGCCCTGCCGCAGGGGGTCGCCA	V_CTCF_BR	9
chr1	35247851	35248001	id-2489	2.91e-05	-	GACACACTCCCATGGCTGCCCACCAGGGTGCAGCT	Upstream_CTCF	14
chr1	35252161	35252311	id-2490	7.23e-07	+	GTTGGGATTCTAGCTGTGGCCACAAGAGTGCGCTG	Upstream_CTCF	40
chr1	35253830	35253980	id-2491	4.43e-05	+	GCCAGGGCACATTAAGTCACCACAAGGTGGCCCTC	V_CTCF_BR	35
chr1	35291283	35291433	id-2492	1	+	NA	NONE	2
chr1	35311078	35311228	id-2493	1	+	NA	NONE	3
chr1	35318430	35318580	id-2494	3.24e-06	+	TTGGTAATGCCCAGGACTGCCATAGGGTGGCAGCA	Upstream_CTCF	40
chr1	35325428	35325578	id-2495	1.82e-07	-	TCACTGAGAAACCTCCCGGCCAACAGAGGGCGCGA	V_CTCF_BR	40
chr1	35331707	35331857	id-2496	6.8e-06	+	AAGGAAGCGGCGCGCTTGGCCGCCAGGAGCCGCTT	Upstream_CTCF	10
chr1	35332051	35332201	id-2497	8.62e-10	-	CGAGCTGTTGAGAACGGCGCCACCAGGGGGCGCTC	V_CTCF_BR	40
chr1	35344930	35345080	id-2498	1	+	NA	NONE	5
chr1	35350589	35350739	id-2499	2.38e-07	-	CACTGACTCCTCCACCCTGCCACCAGGTGGAGACG	V_CTCF_BR	25
chr1	35362342	35362492	id-2500	1	+	NA	NONE	26
chr1	35370470	35370620	id-2501	4.99e-07	-	ACTACCATACCAGCGAGGGCCAGCAGGGGCAGGGC	Upstream_CTCF	4
chr1	35384812	35384962	id-2502	4.65e-06	+	AGGCCTTGACCACTCCCCTCCACCAGAGGTCCCTG	UpstreamP1_CTCF	8
chr1	35395726	35395876	id-2503	1.11e-05	+	TCTTCGGCCCCAGCCCCTGCCAGGATGGGGCGCTG	Upstream_CTCF	10
chr1	35450950	35451100	id-2504	3.84e-06	+	CTGAGCTACCGTCCCCCACCCTCCAGGGGGTCGCG	UpstreamP1_CTCF	23
chr1	35497597	35497747	id-2505	1	+	NA	NONE	20
chr1	35512755	35512905	id-2506	1.32e-05	+	CCTTGGGCTCCCCCTCTCTCCAGCAGAGAGAACAA	Upstream_CTCF	8
chr1	35578381	35578531	id-2507	1.03e-05	-	CTGAGTTACAGTATGAGCTCCACTAGGGGGAAACG	UpstreamP1_CTCF	28
chr1	35625810	35625960	id-2508	4.31e-05	+	TTGTTAGAATTGAGATTTAACACTAGGAGTCACTA	UpstreamP1_CTCF	11
chr1	35652637	35652787	id-2509	1	+	NA	NONE	12
chr1	35657644	35657794	id-2510	8.97e-05	-	GCTTCCATTTTGTCGGCTGCCGGAAGGGGCGCTTG	Upstream_CTCF	20
chr1	35667811	35667961	id-2511	8.21e-06	+	CCGTGCAGTAAAACCCTCACCACTAGGTGTCTCAG	V_CTCF_BR	40
chr1	35681134	35681284	id-2512	1	+	NA	NONE	3
chr1	35686712	35686862	id-2513	6.49e-06	+	CTTGTGTTTCTTCACATGGCCACTAGGAGCATAGG	Upstream_CTCF	40
chr1	35734097	35734247	id-2514	1.41e-06	-	CCTGCAAGTCTCTTTGCTGCCAGCAGCTGCTCCCA	Upstream_CTCF	25
chr1	35736289	35736439	id-2515	2.23e-06	+	CTGCACTCTAGCCTAGGTGACAGAGGGAGGCACTG	UpstreamP1_CTCF	1
chr1	35764255	35764405	id-2516	5.68e-06	-	GGCACAATGTTAACCTTTGTCAGTAGATGGCACTG	V_CTCF_BR	39
chr1	35811030	35811180	id-2517	5.34e-06	+	TTTTACTCCTGTTGCCCAGGCTCTAGAGGGCAGTG	V_CTCF_BR	11
chr1	35820374	35820524	id-2518	1	+	NA	NONE	4
chr1	35899965	35900115	id-2519	1	+	NA	NONE	2
chr1	35909776	35909926	id-2520	1	+	NA	NONE	30
chr1	35916771	35916921	id-2521	1.9e-06	+	GCCGTCATTCTCAAGCCTGACAGCAGGTGTCACTG	Upstream_CTCF	40
chr1	35917882	35918032	id-2522	8.81e-07	-	TGCAGGCAAGTCTCTGAGGCCACAAGGGGGAAGAA	V_CTCF_BR	31
chr1	35920479	35920629	id-2523	6.8e-06	-	GTTGCAGAACCTGTACAGACCTGAAGGAGACAGTA	Upstream_CTCF	33
chr1	35972263	35972413	id-2524	1.14e-06	-	CTGCTGTATCTTCCAGTGACCAGCAGAGCTTAATC	UpstreamP1_CTCF	6
chr1	36010743	36010893	id-2525	1.56e-06	-	CCAGCATGCTCCTCTTGCCCCCCTAGAGGGCACTG	Upstream_CTCF	36
chr1	36022622	36022772	id-2526	7.27e-06	-	GCGCTGGCCGGATGTTGGGTCCGGAGGTGGCGCCC	V_CTCF_BR	11
chr1	36024619	36024769	id-2527	2.6e-05	-	TCGCCTTGCCCAACTGTGAACACAAGAGGGACTGA	UpstreamP1_CTCF	28
chr1	36030347	36030497	id-2528	2.19e-08	-	GCACCATTTGATCCTTGGGCCAGAAGAGGGCGCCA	V_CTCF_BR	40
chr1	36034639	36034789	id-2529	8.84e-10	+	CTGCAGTTGTGAGATCTAACCACGAGATGGCGCCT	UpstreamP1_CTCF	40
chr1	36081133	36081283	id-2530	9.88e-07	-	CTTGCTGTGACTTTAGCTTCCGCCAGATGTCACAC	Upstream_CTCF	0
chr1	36111795	36111945	id-2531	4.31e-05	-	GCGTTGGTGTCCTCATCATCCTCTAGGTGGTGAGT	UpstreamP1_CTCF	39
chr1	36146641	36146791	id-2532	7.78e-06	+	TGTTCACTTCTCAGTCCCTCCAGTAGGGACCCCTT	Upstream_CTCF	0
chr1	36168255	36168405	id-2533	8.52e-08	+	GTGTGGCGATTAGGTGAGGCCTGCAGGGGGCGGGG	UpstreamP1_CTCF	19
chr1	36181193	36181343	id-2534	7.8e-08	-	AGGAGCTTATTCGCTGTCTCCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr1	36192553	36192703	id-2535	1.15e-07	-	GGATACTGTCTCTTTATGCCCACCAGAGGGCAGCA	V_CTCF_BR	40
chr1	36234932	36235082	id-2536	1	+	NA	NONE	36
chr1	36240403	36240553	id-2537	1	+	NA	NONE	40
chr1	36320990	36321140	id-2538	1	+	NA	NONE	17
chr1	36323557	36323707	id-2539	3.4e-06	+	GCTTGAGAAGAATCTGCAGTCTCCAGAGGGCAGTG	V_CTCF_BR	39
chr1	36348616	36348766	id-2540	7.97e-09	+	GCTGCATGGCGACGGGTGACCGCCAGGGGCCGCTG	Upstream_CTCF	33
chr1	36354220	36354370	id-2541	2.96e-05	+	CAGAAAGGTAAAAGAAAAACCAGTAGAGGGTAGTA	V_CTCF_BR	0
chr1	36365657	36365807	id-2542	6.8e-06	+	TGGCAGGATGTTTCTCACACCAGCAGAGGACACTG	UpstreamP1_CTCF	28
chr1	36404627	36404777	id-2543	3.63e-05	+	CTGTGTAGTTATATTTCCAACTCTAGTGGGCAGTA	V_CTCF_BR	7
chr1	36501758	36501908	id-2544	3.88e-06	-	AGAAGGCTTCTTTCCATCACCAGCAGGTGGATGAG	V_CTCF_BR	4
chr1	36547830	36547980	id-2545	4.88e-06	+	GTGGAGCACAGCAGAGTGTCCTCTGGGTGGGGCCA	UpstreamP1_CTCF	11
chr1	36549705	36549855	id-2546	3.28e-05	-	AGTACCCCGGTCCAGCGCGGAGGAAGGGGGCGCCC	V_CTCF_BR	11
chr1	36550567	36550717	id-2547	2.29e-05	+	GAGATGCTTCCCATCAGATCCGCCAGGAGGCCCGG	UpstreamP1_CTCF	9
chr1	36552899	36553049	id-2548	5.01e-06	+	GATGAGAAGCCGCATGCCCCCGCCAGGAGGCACTG	V_CTCF_BR	11
chr1	36554316	36554466	id-2549	4.71e-06	+	GCGGCGCCGCGACTCCGGGCCGCTGGGCGGCGCTG	Upstream_CTCF	40
chr1	36562726	36562876	id-2550	1.74e-07	+	GAGGCCGTGCCCCTTTCCTCCAGCAGGTGCCATCA	Upstream_CTCF	38
chr1	36565307	36565457	id-2551	3.71e-10	+	TGACCTGAAGGTGGAGTGGCCACCAGGTGGCACCA	V_CTCF_BR	40
chr1	36565686	36565836	id-2552	6.46e-07	+	CGCCGCCCCACCGGCCCCGCCACCAGAGGACGCCC	V_CTCF_BR	33
chr1	36600432	36600582	id-2553	1.67e-07	-	CTCGGTCTTCAGCCTTTGGCCACCAGGGGTCTCCA	V_CTCF_BR	40
chr1	36615227	36615377	id-2554	8.34e-07	+	GCGCTGGGCAGCATCCTGGCCGCTGGGTGGCGTCC	UpstreamP1_CTCF	40
chr1	36626809	36626959	id-2555	4.51e-05	-	GGGGCCGGGAGAGGAGGGACCCTTAGGGGGCAGCA	Upstream_CTCF	40
chr1	36635251	36635401	id-2556	8.97e-05	+	ACAGAAGCTTCTGTTTGGGAGACCAGGAGGCTTCA	Upstream_CTCF	12
chr1	36642027	36642177	id-2557	1.5e-05	-	CTTGCGGCGCTCCCCGCGCTCACCGGCGGGGGCGC	Upstream_CTCF	2
chr1	36653420	36653570	id-2558	1.47e-05	+	GCTCCTCTGAGACAGCAGGGCCCTAGGGGGCAGTG	V_CTCF_BR	32
chr1	36653868	36654018	id-2559	3.36e-07	-	TGCCAATGTGCTCATGTAACCACCAGGTGGAGCGA	V_CTCF_BR	40
chr1	36674979	36675129	id-2560	6.84e-06	+	GCATCCCTGGCCTCAATACCCAGTAGATGTCAGCA	V_CTCF_BR	4
chr1	36675490	36675640	id-2561	8.9e-05	+	CTGCTTTTCCACAGGTGGAGGTAGAGAGGGAAGTG	UpstreamP1_CTCF	22
chr1	36683343	36683493	id-2562	2.11e-06	-	GGAGAGAAACAGGGAATGGCCAGTTGGTGGAGCAG	V_CTCF_BR	38
chr1	36690507	36690657	id-2563	1	+	NA	NONE	40
chr1	36751170	36751320	id-2564	3.97e-07	-	ACATGATCTTAACTAGGTGCCACAAGAGGGCACTA	V_CTCF_BR	40
chr1	36765583	36765733	id-2565	3.18e-06	-	TAGTGGAGGTTACTGAATACCTCTAGGGGGCAGCA	V_CTCF_BR	40
chr1	36771929	36772079	id-2566	4.41e-06	+	CGTCAGAGGGAGCTGCCAGGCTCTGGAGGGCGCCC	V_CTCF_BR	33
chr1	36786528	36786678	id-2567	6.43e-06	+	AGGTGAGGCGCGGGTCCCGGCGGGAGGGGGCTGAC	V_CTCF_BR	1
chr1	36808409	36808559	id-2568	3.73e-09	+	TTGCTCGGCCAAGCCCTGCCCTCCAGGGGGCACCC	UpstreamP1_CTCF	40
chr1	36816839	36816989	id-2569	1	+	NA	NONE	25
chr1	36818400	36818550	id-2570	6.05e-06	+	GTTTCTGTCTGCAGCCCCAGCACCAGGTGGTGCTA	V_CTCF_BR	25
chr1	36821517	36821667	id-2571	5.17e-06	+	GATGCAGTACTCCCGACAGTCACATGATGGCTAAG	Upstream_CTCF	10
chr1	36832145	36832295	id-2572	2.37e-05	+	CAAGTGGTCCACAAACACTCCTCTAGAGGGCCTGC	Upstream_CTCF	22
chr1	36834729	36834879	id-2573	1.13e-10	-	GCTGCACTACAGAAAGACACCACCAGGTGGCAGGC	Upstream_CTCF	40
chr1	36851787	36851937	id-2574	7.73e-05	+	CCTGCCGAGGTTGAAGTCCCCAGCGGTTGGAAGAT	Upstream_CTCF	7
chr1	36866618	36866768	id-2575	3.91e-06	+	GCAGCTCTTCACCACACGAGGAGCAGGGGCGGGGC	Upstream_CTCF	10
chr1	36877998	36878148	id-2576	5.67e-06	-	ACTGAGGCCAGCAGGTTTCCCAGCAGGGGGCCCCG	Upstream_CTCF	16
chr1	36886521	36886671	id-2577	9.49e-08	-	GGTGTGTTCCCGGCCGTCACCACCTGAGGGCAGTG	V_CTCF_BR	40
chr1	36912044	36912194	id-2578	3.18e-06	+	AAGGCAGGCAGGCTGAACGCCAGCAGGGGTCTCTG	V_CTCF_BR	36
chr1	36914318	36914468	id-2579	8.64e-05	-	TCTGCAGTCCCTTCTTCCACCACTGCCTGCCTCCT	Upstream_CTCF	12
chr1	36915563	36915713	id-2580	5.7e-05	-	AACTTAATACTCCCAGTGGACACTAGGGTGCCTGA	Upstream_CTCF	34
chr1	36937640	36937790	id-2581	1.48e-06	-	GCCCCCACTGTCAGACTGGACACATGGTGGCGGCA	V_CTCF_BR	6
chr1	36939831	36939981	id-2582	1	+	NA	NONE	2
chr1	36941577	36941727	id-2583	1.31e-05	+	GCAAGCCAGCACCAGCACACCACCAGATGGAGACT	V_CTCF_BR	22
chr1	36943372	36943522	id-2584	2.37e-05	-	GCAGGACAATGGCGTGAGCCCAGCAGGCGGCGCTT	Upstream_CTCF	1
chr1	36951394	36951544	id-2585	4.03e-06	-	GGTCAGGAACAGGACTCAGCCAGCAGGAGGTGACA	UpstreamP1_CTCF	10
chr1	36982058	36982208	id-2586	5.08e-07	+	TGTATCGTCCTCCTAATGGTCAGCAGGTGGCGCTG	V_CTCF_BR	40
chr1	36994110	36994260	id-2587	1.59e-06	+	GGAGTCTCCTCTTCACTGGGCTCCAGAGGGCGCTT	V_CTCF_BR	32
chr1	37008626	37008776	id-2588	8.71e-06	+	AGGAGGATCTACTGTTTCACCAGAAGGTGGAGCAT	V_CTCF_BR	37
chr1	37019536	37019686	id-2589	1.55e-08	+	CTTCGGATAGTCACGATTACCACCAGAGGGCGCTC	V_CTCF_BR	40
chr1	37027914	37028064	id-2590	1	+	NA	NONE	0
chr1	37041775	37041925	id-2591	1.91e-08	+	CCTGAGGTGCCCCGGATGACCTCTAGATGGCAGCA	Upstream_CTCF	40
chr1	37057017	37057167	id-2592	2.27e-05	-	GGCCAATGTGCAGGGAAGGGCTGAGGGGGGCGCCA	V_CTCF_BR	5
chr1	37074968	37075118	id-2593	2.6e-06	+	CATGCGGACTGCAGTCTTTCCACTAGGTGGTGCTA	V_CTCF_BR	40
chr1	37078613	37078763	id-2594	8.81e-07	+	AAAGGCAAGATACGTGCCCCCAGCAGAGGGAGCAG	V_CTCF_BR	29
chr1	37105052	37105202	id-2595	1	+	NA	NONE	0
chr1	37116171	37116321	id-2596	2.15e-05	+	CTTTTGGGGACCTCTAGCACCTCTAGTGGCCACCC	V_CTCF_BR	40
chr1	37119570	37119720	id-2597	2.78e-06	-	GGCACGGGCAAGCAGCCATGCACGAGGGGGCAGAC	V_CTCF_BR	15
chr1	37124570	37124720	id-2598	1.04e-05	+	TGTCCCCTTGCTCCTTCAGCCCCAGGGTGGCAGCA	V_CTCF_BR	1
chr1	37134691	37134841	id-2599	1	+	NA	NONE	4
chr1	37169410	37169560	id-2600	3.8e-08	+	AGCGCAGCGATGCCTGTGGCCAGTTGGGGGCAGCA	V_CTCF_BR	40
chr1	37171353	37171503	id-2601	2.81e-05	+	ATCTGGGGATGGAGGTCATCCAGCAGGCGGCACCC	V_CTCF_BR	8
chr1	37184255	37184405	id-2602	1	+	NA	NONE	2
chr1	37197418	37197568	id-2603	9.06e-08	-	AGGCACCACCTGATCCTGAGCAGCAGGGGGCAGTT	UpstreamP1_CTCF	18
chr1	37229490	37229640	id-2604	1.48e-06	+	TGGCTGCCGTGGGTGGTGGACAGCGGGTGGAGGTG	V_CTCF_BR	2
chr1	37243932	37244082	id-2605	5.86e-07	-	TGTGTATCTCTTCCCAGCTCCACTCGGTGGCACCA	Upstream_CTCF	0
chr1	37267720	37267870	id-2606	2.97e-06	-	TGCTGCACAAACTAATCATCCTGCAGGTGGCAGAG	V_CTCF_BR	1
chr1	37290648	37290798	id-2607	1	+	NA	NONE	0
chr1	37312547	37312697	id-2608	1	+	NA	NONE	1
chr1	37325705	37325855	id-2609	1	+	NA	NONE	2
chr1	37329907	37330057	id-2610	5.08e-07	+	GAAGAGAAGCTGAGCTCTGCCTACAGGGGGCGCCC	V_CTCF_BR	34
chr1	37351227	37351377	id-2611	5.98e-05	-	CTGTAAGCCCTGCCCTGGTCCCTGTGGGGGCAGCA	UpstreamP1_CTCF	8
chr1	37376077	37376227	id-2612	4.01e-05	-	CGCCCCCCCACCACTGCTGCTGAGAGAGGGCACAG	V_CTCF_BR	2
chr1	37376588	37376738	id-2613	3.56e-05	+	TGTGGAAGGAACACAGCAACCAGCAGGGGCACTGG	Upstream_CTCF	1
chr1	37382414	37382564	id-2614	3.88e-06	-	TGGCCCTCTTCTCATAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	5
chr1	37467422	37467572	id-2615	1.32e-05	+	TCAGTCTTACCACTGGGGACCTCTAGGAGACAATG	Upstream_CTCF	6
chr1	37468635	37468785	id-2616	4.99e-07	+	GTTTCCCTTTTCCCTTTGGCCACCAGGGAGCGTAG	Upstream_CTCF	7
chr1	37483465	37483615	id-2617	1.47e-05	-	AATGGCAGCATCAGCATGACCTGAGGGTGGAGCTC	V_CTCF_BR	5
chr1	37486357	37486507	id-2618	6.43e-06	+	CCCATACTAGAAAAGCCAGCATGCAGATGGCGCCA	V_CTCF_BR	20
chr1	37494629	37494779	id-2619	2.27e-06	-	TGCTGATTCTTCAGCAGCAGCACCAGAGGGCAGTG	V_CTCF_BR	12
chr1	37501748	37501898	id-2620	6.46e-07	+	GGAGGAAGTGCAGGAGAGGGCAGCAGAGGGCGCGG	V_CTCF_BR	10
chr1	37503951	37504101	id-2621	1.39e-05	-	AGCTGAAGGTAGGCAGGCCTCGGCAGAGGGCACTC	V_CTCF_BR	21
chr1	37535352	37535502	id-2622	5.51e-07	+	GCCTGTAGTGCAGGAGGGGCCAGGAGGTGGCGAGG	V_CTCF_BR	3
chr1	37551101	37551251	id-2623	2.8e-05	-	GGGTCGAGGCCTGAAAAGGCCAGTAGGGGGACTTC	Upstream_CTCF	21
chr1	37562267	37562417	id-2624	2.64e-08	+	ATTGCAGTTCTGAAAGAAGCCTCCAGGAGGCATTG	Upstream_CTCF	24
chr1	37642978	37643128	id-2625	3.09e-07	-	CCATTTACCCTTGAGCCTGGCACCAGAGGGCAGCA	V_CTCF_BR	36
chr1	37721225	37721375	id-2626	1	+	NA	NONE	4
chr1	37774315	37774465	id-2627	1	+	NA	NONE	9
chr1	37789490	37789640	id-2628	1.32e-08	-	CTGCAATATGCACTCATTGTCACCAGGTGGCAGTA	UpstreamP1_CTCF	40
chr1	37808456	37808606	id-2629	1.93e-05	+	CTTTCTCTGCTCTCTGTAACCCCTAGAGGGGAACT	Upstream_CTCF	8
chr1	37856927	37857077	id-2630	3.18e-06	+	CCCACAGGGACCAGGCAGGCCAGCAGGAGGTGCAG	V_CTCF_BR	31
chr1	37859554	37859704	id-2631	4.68e-05	+	GGCCAAGTCCAGGTCCTCAGCAGAAGGGGACAGAG	UpstreamP1_CTCF	1
chr1	37860579	37860729	id-2632	3.56e-06	+	ACTACACTTGGCACCCAAGCCAGCAGGTGGGGCTG	Upstream_CTCF	9
chr1	37860853	37861003	id-2633	1.24e-05	-	GCCCAAGTGGCTGCGGGAGCCTCTAGCTGCAGCCC	V_CTCF_BR	6
chr1	37868879	37869029	id-2634	3.28e-05	-	CTGATCCACGATCAGTGGGGCAGGAGGTGGAGGAT	V_CTCF_BR	7
chr1	37898371	37898521	id-2635	3.28e-07	+	CTGTTGCTGGCTGCATCGGCCGCAAGGAGGCTCTG	UpstreamP1_CTCF	4
chr1	37899998	37900148	id-2636	2.89e-09	-	TGGGCCTGACTGGCTCTGTCCAGCAGGGGGCAGCC	V_CTCF_BR	40
chr1	37913869	37914019	id-2637	8.89e-06	+	CCTGAAGTACTCAGCTCAGCCTGCAGGGATGCCAG	Upstream_CTCF	14
chr1	37920546	37920696	id-2638	1.61e-09	+	ATCCTTCTCCCTGCAGTCACCAGCAGGGGGCGCCA	V_CTCF_BR	40
chr1	37924269	37924419	id-2639	3.11e-05	+	GACACAGGTGAAGCAAGTTACTCAAGGTGGCAGCA	V_CTCF_BR	19
chr1	37939361	37939511	id-2640	1	+	NA	NONE	28
chr1	37944064	37944214	id-2641	1.52e-07	+	AATGAAGCCATATATCTGGCCACCAGCGGGAGCTC	V_CTCF_BR	8
chr1	37953079	37953229	id-2642	1.76e-09	-	GTAGCAGTACCAGGAAGCACCGGCAGGTGGCAGGC	Upstream_CTCF	39
chr1	37974911	37975061	id-2643	1	+	NA	NONE	38
chr1	37980329	37980479	id-2644	5.23e-10	+	GTTGGGGGCGGTCCCTGCGCCGCCAGGGGGCGCCC	V_CTCF_BR	40
chr1	38027497	38027647	id-2645	1.34e-06	+	CATGCCAGGCACTGACCTCCCACTGGGTGGCAGTA	Upstream_CTCF	39
chr1	38037213	38037363	id-2646	2.8e-05	-	AAGTCAATATGCTGAGACACCACCAGGTTGCAGCA	Upstream_CTCF	10
chr1	38068838	38068988	id-2647	1.1e-06	+	TAGCTGATGCTTTCATAGACCAGCAGGGGGCTCTC	V_CTCF_BR	40
chr1	38086567	38086717	id-2648	1	+	NA	NONE	2
chr1	38087945	38088095	id-2649	1	+	NA	NONE	10
chr1	38121019	38121169	id-2650	1	+	NA	NONE	8
chr1	38132909	38133059	id-2651	1	+	NA	NONE	6
chr1	38142212	38142362	id-2652	1	+	NA	NONE	11
chr1	38148160	38148310	id-2653	5.21e-08	-	AGCCAATTTCCAGAACCTGCCACCAGGGGGAGGTG	V_CTCF_BR	40
chr1	38155459	38155609	id-2654	6.84e-06	+	TTCAGCGCCTCCTGCACGGCAAGCAGAGGCCGGTC	V_CTCF_BR	8
chr1	38157990	38158140	id-2655	4.21e-05	+	GCCTCGCTGTCGCACTCAGGCTATAGGGGGCGCAT	V_CTCF_BR	39
chr1	38171153	38171303	id-2656	2.81e-06	+	AGAGATCTTCCTCACTGTGCCAGTGGGCGGCGGAG	Upstream_CTCF	6
chr1	38207453	38207603	id-2657	1	+	NA	NONE	0
chr1	38218449	38218599	id-2658	6.43e-06	-	GCGCCTGCCGCCCCTGCGCCCTCTTGGGGCCGCCC	V_CTCF_BR	0
chr1	38231810	38231960	id-2659	2.04e-05	-	TTCTCCCCTCAAGTTCAGCCCAGATGGTGGCGCTC	V_CTCF_BR	19
chr1	38244435	38244585	id-2660	9.84e-06	-	TTGTTGTTGAAGATGAAGACCTCCTGGAGGAGCTG	UpstreamP1_CTCF	5
chr1	38260598	38260748	id-2661	1.28e-06	+	GAACTGCTAGGAGTTTGCACCAGGAGAGGGAGGCA	V_CTCF_BR	17
chr1	38274604	38274754	id-2662	8.56e-05	-	CCGCCTCTGGCGGAGACAGCCGGCTGGGGGGGCGC	UpstreamP1_CTCF	25
chr1	38276848	38276998	id-2663	7.12e-06	-	ATGCAAGCCTTCCCTGTGTGCCCCAGGGCGCCCCC	UpstreamP1_CTCF	40
chr1	38283299	38283449	id-2664	8.58e-06	+	ACGTAGTTAGCTTTGTACGCCACTAGTTGGCTGGC	UpstreamP1_CTCF	9
chr1	38325873	38326023	id-2665	3.8e-08	-	GGTGAAAGGAAGGGAGTGGCCGGTAGGTGGCGCTA	V_CTCF_BR	40
chr1	38333609	38333759	id-2666	3.71e-05	-	CGTGTAGTACCTGATTACCCCCAAGGGAAGCAGCG	Upstream_CTCF	6
chr1	38341641	38341791	id-2667	3.4e-06	-	AAAAAGTTCTCACTGCTGGCCTGTTGGTGGCAGCA	V_CTCF_BR	36
chr1	38356168	38356318	id-2668	1.1e-05	+	AGACAGATTCTGGAGATATTCAGTAGGGGGCACTG	V_CTCF_BR	39
chr1	38385079	38385229	id-2669	1.93e-05	+	AGATCATGCCCTGCACACACCACCAGGGGGACATT	Upstream_CTCF	40
chr1	38388675	38388825	id-2670	8.97e-05	+	GATGCAGAGCATGCTCAAAGAGGAAGGGGGCAGGA	Upstream_CTCF	1
chr1	38401775	38401925	id-2671	7.55e-07	-	GGGTGTGGAGAGAGCTGAGCCAGGAGGGGTCAGCA	V_CTCF_BR	37
chr1	38420119	38420269	id-2672	3.03e-05	+	TTTGCCTCTCATGTTGCTGCCACCAGGGACACACA	Upstream_CTCF	6
chr1	38440805	38440955	id-2673	3.09e-07	-	GAGCATTTTGCTTTCCCTGCCAGGAGATGGCACTA	V_CTCF_BR	40
chr1	38455256	38455406	id-2674	9.29e-06	+	CGTTCTGGAGTAGAAAAGGCCGCCCGAGGGCGGAG	Upstream_CTCF	1
chr1	38455761	38455911	id-2675	6.53e-09	-	CGCTCCACCACACCTCCCACCAGCAGGTGGCACTG	V_CTCF_BR	39
chr1	38464932	38465082	id-2676	4.43e-05	+	TATTGTCATAGCAGGGCACACAGTAGGGGCCGCTG	V_CTCF_BR	6
chr1	38466911	38467061	id-2677	9.27e-07	+	CTGGGCTGTCAGCCACGGGGCAGCAGGGGGCCACA	UpstreamP1_CTCF	8
chr1	38470198	38470348	id-2678	2.02e-06	+	CTGTATCTTGACTGGCTGTCCCCCAGGGGGCCCAT	UpstreamP1_CTCF	27
chr1	38475197	38475347	id-2679	2.19e-05	-	CTGCAAGAGCTCTAGGCAGCCAGTAGGTAAGAGTG	UpstreamP1_CTCF	10
chr1	38479997	38480147	id-2680	1.92e-05	+	CTGCAGATCCTTCAGTAGGGCAGCAGGGGAGCTAC	UpstreamP1_CTCF	24
chr1	38482104	38482254	id-2681	1	+	NA	NONE	4
chr1	38484685	38484835	id-2682	4.14e-06	-	TGTTGCTTCCCCTGGAAATCCAGCAGATGGAGCTC	V_CTCF_BR	40
chr1	38492398	38492548	id-2683	3.97e-07	+	TGCCAGGGTGGAAAAGGGCCCAGCAGGTGGAGCTG	V_CTCF_BR	40
chr1	38494355	38494505	id-2684	2.8e-05	-	TCTACAATGCTACCAGCCAGCAAGAGGAGGGGGTG	Upstream_CTCF	30
chr1	38494868	38495018	id-2685	1	+	NA	NONE	27
chr1	38503446	38503596	id-2686	2.6e-06	+	ACTGAACACAGTGTTTGCCCCAGCAGGGGGTGCCA	V_CTCF_BR	39
chr1	38506279	38506429	id-2687	1.03e-06	+	CCAGGTCCCAGTTCAGGGACCAATAGAGGGCAGTC	V_CTCF_BR	38
chr1	38512846	38512996	id-2688	1.26e-05	+	CGGGCAGCAGGGATTGCCGGCTCCGGGAGGCGCTC	Upstream_CTCF	7
chr1	38516621	38516771	id-2689	2.01e-05	+	GACACAGGTCACCGAGCCTCCAGCAGATGGGGCCC	Upstream_CTCF	4
chr1	38529992	38530142	id-2690	1	+	NA	NONE	16
chr1	38537653	38537803	id-2691	2.19e-05	-	ACAGTCTCTTCTAACTATGACACTAGGAGGCAGTA	Upstream_CTCF	40
chr1	38554196	38554346	id-2692	1.1e-05	-	AGGGCTGGGGCAGGCGTCACAGCCAGAGGTCGCTA	V_CTCF_BR	12
chr1	38578818	38578968	id-2693	3.71e-05	+	CTTGTATTGCTGTGTACGGCAGCCAGGCGGACTTG	Upstream_CTCF	0
chr1	38595270	38595420	id-2694	1.19e-06	+	AGATAGGCTGCCCATTCTGCCAGGAGGGGGCGTTG	V_CTCF_BR	32
chr1	38604227	38604377	id-2695	1.11e-05	+	GCAGCAGTACTTGCTGTGGTGAGATGGGGGTACTG	Upstream_CTCF	30
chr1	38605776	38605926	id-2696	1.01e-05	-	ACAGCACTTGGGTCATCCAGCGGGTGGGGGCAGCA	Upstream_CTCF	10
chr1	38618506	38618656	id-2697	1.69e-05	-	GTGCAATCCTTTCATGTGTTCAGCAGGTGCATTGC	UpstreamP1_CTCF	29
chr1	38654574	38654724	id-2698	1	+	NA	NONE	0
chr1	38675041	38675191	id-2699	1	+	NA	NONE	8
chr1	38721860	38722010	id-2700	9.81e-06	+	GAACCCCCGGAGGCAGGGGGCGCCAGTGGGTGGGC	V_CTCF_BR	7
chr1	38739248	38739398	id-2701	4.44e-06	+	AAGCAGCATCACCCATCAGCCGCTGGGGGTGGCTG	UpstreamP1_CTCF	0
chr1	38791945	38792095	id-2702	7.31e-05	-	CTGATGTTATTCAACCACTCCATGAGATGTCAGTA	UpstreamP1_CTCF	4
chr1	38796617	38796767	id-2703	1.08e-05	-	CCGCAGTCCTGCATGTCAGTCACTGGAGGAAGGCC	UpstreamP1_CTCF	1
chr1	38826609	38826759	id-2704	1.21e-06	+	GCCCAGTGCCTGTCAGATTCCAGCAGGTGTCAGCC	UpstreamP1_CTCF	13
chr1	38869463	38869613	id-2705	3.65e-07	-	TGTGTTGGTTGGCCTCCAGCCAGGAGGTGGCGCTT	V_CTCF_BR	9
chr1	38922077	38922227	id-2706	1	+	NA	NONE	1
chr1	38955580	38955730	id-2707	4.17e-05	+	TGGGCAGACCACCATCCAGCCACAAGGGGCGCTAG	Upstream_CTCF	38
chr1	38966114	38966264	id-2708	1.09e-07	+	GGTGCAGTTCCCATCCGTAACAGCAGAGGCATGAA	Upstream_CTCF	40
chr1	38968607	38968757	id-2709	2.27e-05	-	TGCCTGGGCAAGTTCCTGAGCACTGGGGGTCGCTC	V_CTCF_BR	13
chr1	38987849	38987999	id-2710	1.31e-05	-	ATTGACGGCTTCCTTTTCCTCAGGAGGGGGCGCTC	V_CTCF_BR	22
chr1	38991820	38991970	id-2711	1.18e-05	-	GTTCATTCGGTCTTTGTGGCCAGGAGGTGGTGTTG	UpstreamP1_CTCF	2
chr1	38993065	38993215	id-2712	5.34e-06	+	CCTGAGAGAATTTAACCAGCCACCAGGGGTAGGCT	V_CTCF_BR	7
chr1	38994393	38994543	id-2713	2.77e-07	-	CTGCTGTTCTGGAGGCTGTCAGCTAGAGGGAGAGA	UpstreamP1_CTCF	7
chr1	39024270	39024420	id-2714	1.04e-05	+	CCAGGCTTCTGCCTCCCTTACAGCTGGGGGCGCCT	V_CTCF_BR	4
chr1	39042016	39042166	id-2715	1	+	NA	NONE	1
chr1	39052836	39052986	id-2716	2.11e-08	-	CTGCAGTAGGGGCTCCTGACAGCAAGGGGGCAGCC	UpstreamP1_CTCF	40
chr1	39074048	39074198	id-2717	1.03e-06	+	GAGGCGTTGGTGCTATTCACCAACAGGGGGCAGGG	V_CTCF_BR	40
chr1	39081494	39081644	id-2718	1.1e-06	-	AGCAGCAATATCCCATTTGCCAGCAGGTGCCACCA	V_CTCF_BR	33
chr1	39091711	39091861	id-2719	2.53e-05	+	ACCCAGGAGGCAGTACAGGTCACAAGTGGGAGCAC	V_CTCF_BR	2
chr1	39192330	39192480	id-2720	6.98e-07	-	TTTGTCCAAGCTTATGTGGCCAGCAGGAGGCAGAA	V_CTCF_BR	3
chr1	39249678	39249828	id-2721	2.04e-05	+	GCTTCCGGAAGCGCAGCCACCGCAAGGGGTCTCCT	V_CTCF_BR	7
chr1	39281794	39281944	id-2722	7.73e-05	-	GGGGGAGCGCCTGCACAGCTCTGCAGGGTGCGCGC	Upstream_CTCF	3
chr1	39283661	39283811	id-2723	9.71e-06	+	CCGGCATTGCCCAAGAGGGGCTGAAGGCGCCCCCG	Upstream_CTCF	5
chr1	39283931	39284081	id-2724	1.18e-09	-	CCGACGGCGCCCCGCGTGGCCGCTAGATGGCAGCC	V_CTCF_BR	40
chr1	39284237	39284387	id-2725	1	+	NA	NONE	18
chr1	39284900	39285050	id-2726	1	+	NA	NONE	1
chr1	39301023	39301173	id-2727	2.18e-07	-	CCAAGTCCTTAGTGTATGGCCTCTAGGTGGCAGTG	V_CTCF_BR	40
chr1	39312012	39312162	id-2728	1	+	NA	NONE	2
chr1	39330854	39331004	id-2729	1	+	NA	NONE	15
chr1	39338980	39339130	id-2730	9.11e-08	+	GGAGCAGCACTGCTCATGCGCGGAAGGGGGCGCGC	Upstream_CTCF	21
chr1	39357518	39357668	id-2731	1.38e-07	+	TCTGTCATTCTTCCACAGCCCTCCAGGTGGAGAGA	Upstream_CTCF	32
chr1	39384862	39385012	id-2732	4.5e-05	+	AGGACATGAATCCCAGGGAACAGCAGGTGGCCCTA	UpstreamP1_CTCF	19
chr1	39406836	39406986	id-2733	1	+	NA	NONE	8
chr1	39425477	39425627	id-2734	3.4e-06	+	GATGAAATTCCCTAAATGAACGAAAGAGGGTGGCC	Upstream_CTCF	1
chr1	39429937	39430087	id-2735	7.55e-07	-	GGTGGTGGCTTTTCTTAGGCCACCAGAGGTCACTC	V_CTCF_BR	28
chr1	39454417	39454567	id-2736	1.11e-05	+	AGTGCTATTTAGAATGACTACCCAAGGGGGCATAC	Upstream_CTCF	4
chr1	39472534	39472684	id-2737	5.68e-06	+	GAGAGTACAAGAATTTAAGCCAGCGGGTGGCGCAC	V_CTCF_BR	6
chr1	39510575	39510725	id-2738	2.94e-06	+	CCTGCACTACCCAGCCCAGTCAGTGGGAGGACTTC	Upstream_CTCF	6
chr1	39516991	39517141	id-2739	3.63e-06	-	CCACTGTGCTCCAGCCTGGACAGCAGAGGGAGACT	V_CTCF_BR	25
chr1	39554471	39554621	id-2740	6.21e-06	+	CATTTATTATTACAAGTTTCCTGCAGATGGCAGTA	Upstream_CTCF	11
chr1	39555566	39555716	id-2741	5.08e-05	+	CTTGTAACCTCCCTGGCAGCCAGATGAGGCAGTGG	Upstream_CTCF	13
chr1	39558140	39558290	id-2742	2.81e-05	-	GGCATATTGTACATGTTGAGGGCCAGGGGGCGCCA	V_CTCF_BR	39
chr1	39564428	39564578	id-2743	7.49e-07	+	GAGATGTTGCACTTTCTGAACAGAAGAGGGCAGCA	UpstreamP1_CTCF	40
chr1	39568299	39568449	id-2744	3.09e-06	+	CTTGTATTACTCTTCTCTTCCACTAGATGCCCTTC	Upstream_CTCF	40
chr1	39593405	39593555	id-2745	1	+	NA	NONE	3
chr1	39595274	39595424	id-2746	6.05e-06	+	CAGGACCTCCTTGCATTTGCCAGTAGAGGTTGCTA	V_CTCF_BR	39
chr1	39598874	39599024	id-2747	1	+	NA	NONE	26
chr1	39602437	39602587	id-2748	4.43e-05	+	AACAGATTAAATATGAACGACAGTAGGGGGCACTT	V_CTCF_BR	10
chr1	39623979	39624129	id-2749	1	+	NA	NONE	13
chr1	39626579	39626729	id-2750	2.2e-06	-	GATTCCCTTCAACAGTTACCCACTAGATGGAGGAA	Upstream_CTCF	28
chr1	39638915	39639065	id-2751	7.82e-06	+	TTGCACCACTGAACTCCAGCCTGGTGATGGAGCCA	UpstreamP1_CTCF	33
chr1	39649452	39649602	id-2752	9.81e-06	+	GCGAGAGTAGCTGCAGAAACCTCTGGGTGGCACCC	V_CTCF_BR	40
chr1	39650121	39650271	id-2753	1	+	NA	NONE	2
chr1	39657390	39657540	id-2754	1.15e-07	+	CTGCATTGCCACCTGGCTGCCATTAGAGGGAATTC	UpstreamP1_CTCF	40
chr1	39658280	39658430	id-2755	3.24e-06	+	TGTGTCTATCTATCTTTGTCCAGTAGGGGTCACTG	Upstream_CTCF	39
chr1	39670122	39670272	id-2756	5.7e-05	+	CATGTACTTTGCTTTCTCCCCGCAAGAGGTTCCCT	Upstream_CTCF	33
chr1	39724433	39724583	id-2757	8.53e-09	-	CCTGTTGTTCTATCTTTAACCAGCAGGTAGCGCCA	Upstream_CTCF	40
chr1	39732057	39732207	id-2758	1	+	NA	NONE	34
chr1	39820358	39820508	id-2759	8.5e-06	-	TGTGCGTTTTCAAGCCTAGCATCTAGAGGGCAATA	Upstream_CTCF	22
chr1	39844072	39844222	id-2760	1.1e-05	-	TACACTGCCTACAGAGCTTCCTACAGAGGGCAGTA	V_CTCF_BR	37
chr1	39853310	39853460	id-2761	1.05e-08	-	GCAGCACTATTCAATATTTCCAGCAGGGAGCGGCG	Upstream_CTCF	36
chr1	39864461	39864611	id-2762	7.17e-05	+	TGTGTATCTCAGGCTGCTTCCTGTAGGGTGTGTTA	Upstream_CTCF	27
chr1	39873533	39873683	id-2763	4.85e-07	-	GGGCAACCCAGGAAACTGTCCACCAGAGGCAGCTG	UpstreamP1_CTCF	25
chr1	39876693	39876843	id-2764	8.89e-06	-	TCCACAGTGCAGGCTGTGTCCCCAAGGGGGTGCTG	Upstream_CTCF	40
chr1	39934926	39935076	id-2765	2.96e-05	-	AGTCCCCACACACCCCCTAGCTGCAGATGCCACCA	V_CTCF_BR	14
chr1	39972985	39973135	id-2766	6.43e-06	+	TGGACCCTCAAATCAGCAGCCACTGGGAGGCAGCA	V_CTCF_BR	36
chr1	39974714	39974864	id-2767	1	+	NA	NONE	9
chr1	40004983	40005133	id-2768	8.16e-07	-	AGACTGCAGTTTCTGGTAGCCCCTAGGGGGCAGTA	V_CTCF_BR	40
chr1	40042608	40042758	id-2769	1	+	NA	NONE	40
chr1	40071960	40072110	id-2770	8.84e-10	+	ATGCCGTTATTCCAACTGACCACTAGAGGGCAGTA	UpstreamP1_CTCF	40
chr1	40075385	40075535	id-2771	3.83e-09	-	CAGCCCCCGCTCCTCCCGGCCGCCAGAGGGCGCTT	V_CTCF_BR	40
chr1	40081930	40082080	id-2772	1	+	NA	NONE	0
chr1	40088964	40089114	id-2773	2.6e-07	+	AGCCTCCCCGCAAAGTTGGCCAGCAGGGGGTTCAC	V_CTCF_BR	7
chr1	40105642	40105792	id-2774	1.93e-05	-	TGTGTCTGCTGCCTCCAGAACACCAGGAGGCAGGA	V_CTCF_BR	39
chr1	40111983	40112133	id-2775	1.03e-05	-	CTGCACATTCCGTCAGTGACCAGCTGTGGCAGCAG	UpstreamP1_CTCF	17
chr1	40113481	40113631	id-2776	1.08e-05	-	CTGCAGTTACTCCATCTGTACAGCAGGACTGTGGC	UpstreamP1_CTCF	19
chr1	40118645	40118795	id-2777	1	+	NA	NONE	8
chr1	40119307	40119457	id-2778	1.04e-07	-	CAAAACCACCTCCTTTCTGCCAGTAGGTGGCACTG	V_CTCF_BR	40
chr1	40123814	40123964	id-2779	6.53e-09	-	CATACAAACTCTCCTCCAGCCAGCAGGGGGCACTG	V_CTCF_BR	40
chr1	40138431	40138581	id-2780	1.09e-07	+	CTTGCTGGCCCTTTGGTGGTCAGCAGAGGGCGCGC	Upstream_CTCF	40
chr1	40165223	40165373	id-2781	1	+	NA	NONE	27
chr1	40167637	40167787	id-2782	7.1e-09	+	GTGCGGTGAGAGGCAGCTGCCAGCAGAGGGGACTG	UpstreamP1_CTCF	38
chr1	40177353	40177503	id-2783	1	+	NA	NONE	8
chr1	40183586	40183736	id-2784	4.3e-06	-	GGTGCAGTGACTCTACTGCCCACCAGCAGCGCTCA	Upstream_CTCF	12
chr1	40185799	40185949	id-2785	3.33e-08	-	GAGCAGTATTTTAATTTTACCTCTAGGGGGCAGTC	UpstreamP1_CTCF	38
chr1	40194704	40194854	id-2786	1	+	NA	NONE	4
chr1	40254257	40254407	id-2787	7.73e-05	-	GGTGGCGTCCGCGTCCTCTCGTCCAGGAGCCAGGA	Upstream_CTCF	0
chr1	40265001	40265151	id-2788	1	+	NA	NONE	40
chr1	40265437	40265587	id-2789	1.03e-09	-	GGTGCTAGGCTGCCGGCGTCCACCAGGGGGCAGAG	Upstream_CTCF	37
chr1	40282586	40282736	id-2790	5.63e-09	+	GATGCTAGGCTGTTTGTGTCCACCAGGGGGCAGAG	Upstream_CTCF	39
chr1	40283258	40283408	id-2791	1	+	NA	NONE	13
chr1	40292353	40292503	id-2792	4.88e-06	-	TTGCTTCCCCACAGCCTCACCAGCTGGGGGCCTTG	UpstreamP1_CTCF	9
chr1	40292839	40292989	id-2793	1	+	NA	NONE	2
chr1	40362565	40362715	id-2794	1.76e-05	+	TTGCATCACCCCAGAGACACCAGTTGGGAGCATCC	UpstreamP1_CTCF	7
chr1	40367320	40367470	id-2795	1.73e-05	+	CTCCCAGGGCCCGGCGGGGCCGGGCGGGGGCGCGC	V_CTCF_BR	2
chr1	40368010	40368160	id-2796	3.36e-07	-	CCAAGTTCAGGGCTGAGGGCCGCCAGGTGGCGCGT	V_CTCF_BR	40
chr1	40383624	40383774	id-2797	9.25e-06	-	TGGTCCCTTCCCCAGGTTGGCTGCAGAGGGAGACA	V_CTCF_BR	31
chr1	40385277	40385427	id-2798	1.28e-06	+	CTGGAAATAACAATTCTGTCCACTAGAGGGAAACC	Upstream_CTCF	40
chr1	40415888	40416038	id-2799	1	+	NA	NONE	5
chr1	40418648	40418798	id-2800	1	+	NA	NONE	0
chr1	40439288	40439438	id-2801	5.21e-08	-	GAGGTGCTGCTCCTTTCTTCCAGCAGGTGGCGCCA	V_CTCF_BR	40
chr1	40483997	40484147	id-2802	1	+	NA	NONE	11
chr1	40498069	40498219	id-2803	2.38e-07	-	ACAATGTGCCAGTGAGTCACCACAAGATGGCAGCC	V_CTCF_BR	40
chr1	40498763	40498913	id-2804	9.25e-06	-	GCCACATTTTCCCCTAGAGCCTCCAGAAGGAGCAC	V_CTCF_BR	3
chr1	40505031	40505181	id-2805	1.18e-05	+	ATTCAGCTTCCTCATTTGAAAACTAGAGGGCATAA	UpstreamP1_CTCF	26
chr1	40524997	40525147	id-2806	8.21e-06	+	GATTGGAGAGGGCAGTGGGCCGCCTGGAGGCAGTA	V_CTCF_BR	12
chr1	40542959	40543109	id-2807	1	+	NA	NONE	7
chr1	40544306	40544456	id-2808	1.21e-06	+	AGGTCATTACCATCAGACACCAGCAGAGGGAGTAA	Upstream_CTCF	40
chr1	40550474	40550624	id-2809	1.01e-08	+	CTGTCATGCCCGGACAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	40
chr1	40563007	40563157	id-2810	1.43e-05	-	AGCGCAGAGCCCCACTCGGCCAGCGGGGTCTGGCG	Upstream_CTCF	32
chr1	40599638	40599788	id-2811	8.5e-06	-	AATGTATCATCTTCAGTGACCGCAGGGTGTCAGCA	Upstream_CTCF	4
chr1	40609783	40609933	id-2812	4.7e-06	+	TTGTCCCAGAAACAGAAGTCCTCTAGGGGGCAGTG	V_CTCF_BR	40
chr1	40618803	40618953	id-2813	4.43e-05	+	GCTGCTTGCGAAAATAGCTCCTCAAGGTGTCACTC	V_CTCF_BR	40
chr1	40627540	40627690	id-2814	1	+	NA	NONE	32
chr1	40633083	40633233	id-2815	1.39e-05	-	TCCATGGAAGAAACAGAAACCACTAGAGGTCACAG	V_CTCF_BR	2
chr1	40648778	40648928	id-2816	1.03e-06	-	CACTACAAGAGGTAGACTTCCAGGAGAGGGCAGCA	V_CTCF_BR	39
chr1	40663451	40663601	id-2817	1.83e-05	-	AAATATGTTAAATATCTGGCCTGCAGGGGCAGCAG	V_CTCF_BR	33
chr1	40771272	40771422	id-2818	1	+	NA	NONE	31
chr1	40776698	40776848	id-2819	8.71e-06	-	GGATTCTGGGTGATCCTGGCCACCAGGGGAAGCCG	V_CTCF_BR	20
chr1	40776967	40777117	id-2820	1.92e-06	-	CTGCAGTGCAGGGGTTCCACCAGGTGAGGCGGAGG	UpstreamP1_CTCF	6
chr1	40778115	40778265	id-2821	9.49e-08	-	ACTCTTGGGGGAGAGGGGACCTGCAGAGGGAGCCA	V_CTCF_BR	6
chr1	40781062	40781212	id-2822	8.19e-10	-	GATGTAGTGCCCCTCGTCGCCAATAGGCGGCGCCG	Upstream_CTCF	40
chr1	40782746	40782896	id-2823	1.15e-06	-	CCCGCAGCCTCCTTGTTCTCCTCCAGGTGGTAGTG	Upstream_CTCF	9
chr1	40804484	40804634	id-2824	1.67e-08	-	GGTGTGCTGCCGCAGAGGACCACTAGGTGCCGCCA	Upstream_CTCF	40
chr1	40810397	40810547	id-2825	2.43e-06	+	CTTGGAGCTCAGGGTGGGGGCGGCAGAGGGAGAGA	Upstream_CTCF	16
chr1	40829482	40829632	id-2826	7.44e-06	-	ACAGCTGGTCTAAATGCTGCCTCTGGGGGCACCAG	Upstream_CTCF	20
chr1	40848388	40848538	id-2827	1	+	NA	NONE	14
chr1	40870620	40870770	id-2828	1.1e-06	-	GCTCACATTCTCCTTATTACCACCAGGTGGTGCTC	V_CTCF_BR	40
chr1	40904194	40904344	id-2829	3.18e-06	-	AGAATGCCTGGTCTGCTCACCACTAGGTGGCATAA	V_CTCF_BR	40
chr1	40915619	40915769	id-2830	1.54e-05	+	CTGCGCTGGCGGAGCGGCTCCCCGGGAGGACGCTG	UpstreamP1_CTCF	21
chr1	40998620	40998770	id-2831	2.55e-06	+	CTAGAAATGTCATTCTCCCCCACTAGGTGGCATTT	Upstream_CTCF	39
chr1	41057954	41058104	id-2832	4.94e-06	+	AGTGAAGAAACCACTGAAACCAGCAGATGGAGACA	Upstream_CTCF	40
chr1	41061480	41061630	id-2833	1.17e-05	-	TAACCCAATCAAGACAGTCCCTCAAGGTGGCAGCA	V_CTCF_BR	4
chr1	41067742	41067892	id-2834	7.44e-05	-	AAAGAAATAACACTGAAGGAGACCTGGTGGCAGCA	Upstream_CTCF	4
chr1	41078053	41078203	id-2835	4.14e-06	+	AGAACAGTGTTGGGTTTTGTCAGTAGATGGCGCTG	V_CTCF_BR	40
chr1	41090860	41091010	id-2836	6.43e-06	+	GGTGCCTGGAGCAGATGGCTCTGCAGAGGGCAGCA	V_CTCF_BR	40
chr1	41096300	41096450	id-2837	3.2e-08	+	CCTGTCCTTCCCTGGTCTGACACCAGGGGGTACCA	Upstream_CTCF	40
chr1	41098784	41098934	id-2838	2.02e-06	+	GGGTAGTGGGGAAGATGAACCTGCAGGAGGAGGCA	UpstreamP1_CTCF	2
chr1	41114451	41114601	id-2839	8.97e-05	+	CCAGCATCTCAGCTCCTGACCCCTTGCTGGATGCT	Upstream_CTCF	1
chr1	41115802	41115952	id-2840	6.84e-06	+	AACAAGGTTCCTGAAGGCTCCACTAGGGGCCGCTG	V_CTCF_BR	39
chr1	41117198	41117348	id-2841	1.55e-05	-	CCTATTTTTAACCAGCTCACAGCCAGGGGGCGGGG	V_CTCF_BR	21
chr1	41131609	41131759	id-2842	3.11e-05	-	AACTGCTTCAGGGCAGGGCAGGGCAGGGGGCGCCG	V_CTCF_BR	24
chr1	41134663	41134813	id-2843	1.91e-08	-	ATTGCAGTTCTTAGGATGGCCACGCGAGGGAAGTG	Upstream_CTCF	40
chr1	41169153	41169303	id-2844	1	+	NA	NONE	13
chr1	41188421	41188571	id-2845	9.25e-06	-	TATGAATACTCAGCTGCGAACAGTTGGGGGCACTA	V_CTCF_BR	7
chr1	41220980	41221130	id-2846	2.27e-05	-	TTCTGACTAGTTCCTTTTCCCAGCAGTGGGAGGTT	V_CTCF_BR	8
chr1	41225362	41225512	id-2847	3.8e-08	+	GTGGGAAAGGGTGGTATTGCCAGTAGAGGGCACAG	V_CTCF_BR	5
chr1	41235572	41235722	id-2848	4.31e-09	-	CAGCTCTTCTCCCTTTTGAGCAGCAGAGGGCACAA	UpstreamP1_CTCF	38
chr1	41236533	41236683	id-2849	7.55e-07	-	TAGTGCACCAGTGTCCTAGCCTGCAGGAGGCGCTG	V_CTCF_BR	29
chr1	41239962	41240112	id-2850	2.19e-08	+	CAGCTCAGGTCTGCGGAGGCCACAAGGGGGCAGCA	V_CTCF_BR	39
chr1	41248409	41248559	id-2851	2.11e-06	-	CCCGACCTCCATCTCTCTGGCTGTAGGGGGCAGTC	V_CTCF_BR	27
chr1	41264831	41264981	id-2852	1	+	NA	NONE	2
chr1	41286167	41286317	id-2853	1.84e-06	-	TGGGGGCAGCAGTGGGTCTCCACCAGAGGCCTCCC	V_CTCF_BR	19
chr1	41306332	41306482	id-2854	1	+	NA	NONE	14
chr1	41314317	41314467	id-2855	2.47e-07	+	CTGTTGTGTGTCCCCACGGCCACAAGGCGTCAGTA	UpstreamP1_CTCF	40
chr1	41315783	41315933	id-2856	3.47e-07	-	ATGCAACACCCATCTTTTCTCGGCAGGTGGCAGCA	UpstreamP1_CTCF	40
chr1	41321288	41321438	id-2857	2.72e-05	-	CTGTAAGGCTCACCATCGCCCCCTGTGTGGCTCAG	UpstreamP1_CTCF	39
chr1	41328245	41328395	id-2858	3.91e-06	+	GGGGTAGAGCTTGAACTGACCAGAAGGTGGGGTGG	Upstream_CTCF	35
chr1	41363388	41363538	id-2859	2.86e-06	-	CCTCAGGTCCCACAAGTGAGCAGTGGAGGGCATTC	UpstreamP1_CTCF	1
chr1	41386686	41386836	id-2860	1	+	NA	NONE	6
chr1	41410063	41410213	id-2861	3.88e-06	-	TTATTTGGAAGGAGCAGAGCCAGCAGAGGGTGCTT	V_CTCF_BR	24
chr1	41414702	41414852	id-2862	7.27e-06	-	AGATGCCATTTCCATTAGCCCTGTAGGGGGCACTG	V_CTCF_BR	40
chr1	41418266	41418416	id-2863	4.31e-09	-	GTGCAGAGCTGAGATGTTGGCACCAGAGGGCGCTC	UpstreamP1_CTCF	40
chr1	41444974	41445124	id-2864	3.36e-05	+	GAGATGCGCTGGCGCATCACCGCCAGGAGCCCACA	UpstreamP1_CTCF	32
chr1	41463674	41463824	id-2865	2.53e-05	+	TGGGGCATGGCCCTGCTTGTCTGTGGGTGGCAGTA	V_CTCF_BR	8
chr1	41469531	41469681	id-2866	8.21e-06	-	TGGATTAATGAATGATGAGCCACTAGGTGGAGACA	V_CTCF_BR	40
chr1	41474844	41474994	id-2867	1.76e-05	+	CTGGACAGGAGGCCTTCAGCCAGGAGGGGACAGCA	UpstreamP1_CTCF	0
chr1	41487734	41487884	id-2868	5.3e-05	-	CAGCACAGAGAAGGGCCTGGCGTCAGGGGGAGCCC	UpstreamP1_CTCF	19
chr1	41489034	41489184	id-2869	1.48e-06	+	CATGTTATCTGGACAGTGTCCACTGGGTGGCCCAC	Upstream_CTCF	38
chr1	41490803	41490953	id-2870	4.3e-06	+	AATGACATGCCCAGTGTAGCCTGCAGGGGTCTGGA	Upstream_CTCF	11
chr1	41503887	41504037	id-2871	6.48e-05	-	GTACAGTGATTGGGTGCTGCCGCCTGGTGTTGGGC	UpstreamP1_CTCF	35
chr1	41588878	41589028	id-2872	5.63e-09	-	AATGCTCTTCTGTTACCTGCCACCAGAGGGCATGG	Upstream_CTCF	39
chr1	41618195	41618345	id-2873	8.58e-06	-	CTGCTCCATCATGGGGTCACCTCTAGGTGGGTATT	UpstreamP1_CTCF	6
chr1	41623993	41624143	id-2874	1	+	NA	NONE	7
chr1	41657157	41657307	id-2875	4.65e-06	-	CTGTAGTTCTATGTTTATACCAGCAGAGTGGTAAG	UpstreamP1_CTCF	6
chr1	41706041	41706191	id-2876	2.06e-07	-	TTTGCTCTAGTTCTAACTGCCAGCAGGAGGCCCAA	Upstream_CTCF	38
chr1	41728813	41728963	id-2877	1	+	NA	NONE	40
chr1	41733949	41734099	id-2878	2.78e-09	+	CTGCAAGAACCCAGACTGGACACGAGGTGGCGCTG	UpstreamP1_CTCF	40
chr1	41745992	41746142	id-2879	4.59e-07	+	CCGCATCTCTGGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	13
chr1	41748476	41748626	id-2880	2.74e-08	+	CTGCAGTGGGGGCTGAGTGCCCCTAGGTGGTGCAG	UpstreamP1_CTCF	40
chr1	41779414	41779564	id-2881	6.51e-07	+	GCTGAAGAACCTAGTTTCTCCACTAGGTGGCCTCT	Upstream_CTCF	40
chr1	41788662	41788812	id-2882	2.08e-07	+	CTGTAGCAGGTGGCCCCCATCACAAGGGGGCACTG	UpstreamP1_CTCF	39
chr1	41797057	41797207	id-2883	1	+	NA	NONE	27
chr1	41809953	41810103	id-2884	1.31e-05	+	GGCAGTGTTTTGATACGTGTCTGCAGGTGGCGGGC	V_CTCF_BR	3
chr1	41820833	41820983	id-2885	1	+	NA	NONE	4
chr1	41826854	41827004	id-2886	1.81e-06	+	CCAGCCGCTCCGCCCCTGCTCCGTAGGCGGCGCTG	Upstream_CTCF	36
chr1	41832930	41833080	id-2887	2.27e-06	+	GGATGTGGGTGCATCAGCTACAGCAGGGGGAGCCC	V_CTCF_BR	3
chr1	41860762	41860912	id-2888	1.64e-05	+	CACCCCAGGGCTGCGCATGCCTGGTGAGGGCTCTG	V_CTCF_BR	19
chr1	41882863	41883013	id-2889	8.35e-11	-	CAGCAGTTTCTGCCGCATGCCACCAGAGGGCACCA	UpstreamP1_CTCF	40
chr1	41884550	41884700	id-2890	7.44e-05	+	CCAGCACTGCCACCGCTGGCCATGGCGAGGCTGAG	Upstream_CTCF	28
chr1	41889187	41889337	id-2891	3.65e-07	-	ACGTGCGAGGGGGCCGCGGCCACAAGAGGGCATCT	V_CTCF_BR	35
chr1	41897473	41897623	id-2892	1.73e-06	-	TGGTCCTGCCCTCCAGACCCCGGCAGGGGGCACCT	UpstreamP1_CTCF	8
chr1	41898499	41898649	id-2893	3.71e-10	-	AAGGCAGACGTGGTCTGGGCCAGCAGGGGGCGCTG	V_CTCF_BR	40
chr1	41901460	41901610	id-2894	2.72e-05	-	TGGCAGGGGGCGGCACAGGGCAGGAGATGACAAAG	UpstreamP1_CTCF	3
chr1	41901897	41902047	id-2895	3.28e-05	-	GGCACTTCATTTTAGGTGACCACAAGGGGCAAACC	V_CTCF_BR	3
chr1	41910037	41910187	id-2896	2.68e-05	+	GTTTCTGCTTCTATTGCTGCCGCATGGGGTCGCTG	Upstream_CTCF	37
chr1	41934845	41934995	id-2897	1	+	NA	NONE	1
chr1	41939541	41939691	id-2898	2.96e-05	+	TGCTGGCCTCAGTGTCCTGCCTGTGGAGGGAGTCA	V_CTCF_BR	5
chr1	41941958	41942108	id-2899	2.38e-07	-	AACACTAGGCAGAGACAGGCCAGAAGGGGGCACAG	V_CTCF_BR	28
chr1	41950041	41950191	id-2900	5.08e-07	-	GGCTGCAGTGCCTCCCAAGCCAGCTGGGGGCAGAC	V_CTCF_BR	39
chr1	41958057	41958207	id-2901	1.38e-08	+	GGGTAAGTTTAGTGCTCGGCCTGCAGAGGGCGCTC	V_CTCF_BR	39
chr1	41960951	41961101	id-2902	1	+	NA	NONE	22
chr1	41961343	41961493	id-2903	2.2e-06	+	CTTGTGATTTTCCCAACAACCCCTGGGGGGCCCCC	Upstream_CTCF	40
chr1	41961905	41962055	id-2904	6.43e-06	+	CGCGAGCAGCCGCGGCGGACCTGCAGGCGGCGGCG	V_CTCF_BR	8
chr1	41966917	41967067	id-2905	1.08e-05	-	GTGTGTATGTCCCCTGTGGCCTGCAGGTGGGGACA	UpstreamP1_CTCF	4
chr1	41969565	41969715	id-2906	5.08e-05	+	ACGTAAAAGCATTTACTTGCCAGTAGGAGGCCACG	UpstreamP1_CTCF	32
chr1	41979169	41979319	id-2907	2.02e-06	+	CCGCAGTGCATGTGGTGGGCCAGGCGGGGGCGCCT	UpstreamP1_CTCF	39
chr1	41981866	41982016	id-2908	3.24e-06	+	CGGGCGCCGCTGGGAGAGGCCACACGGTGGCGCTA	Upstream_CTCF	40
chr1	41995848	41995998	id-2909	2.33e-07	-	CTTCAGTTCGTCCTCTCGGACGCAAGGTGGCGCGT	UpstreamP1_CTCF	2
chr1	42039880	42040030	id-2910	1	+	NA	NONE	40
chr1	42044743	42044893	id-2911	2.96e-09	-	GCTGCAGTATCCCTCCTTACCAGTGGATGGCAATG	Upstream_CTCF	40
chr1	42049532	42049682	id-2912	1	+	NA	NONE	14
chr1	42065720	42065870	id-2913	1	+	NA	NONE	37
chr1	42078685	42078835	id-2914	3.81e-05	+	GAGCAGTGGAGGACAGCCAGGAGCACTGGGCGCGG	UpstreamP1_CTCF	10
chr1	42108752	42108902	id-2915	1.23e-05	-	GAGCTGTGATGCAGAAGTACCGCTTGGGGCAGCAG	UpstreamP1_CTCF	4
chr1	42123509	42123659	id-2916	5.17e-06	-	CCTGGGATGAGAAGCCCAGCCAGCAGGAGGCCCAG	Upstream_CTCF	23
chr1	42192610	42192760	id-2917	1	+	NA	NONE	9
chr1	42220235	42220385	id-2918	6.84e-06	+	CTTCAGAGGGAAAAAGGAGTCAGCAGGGGTCGCCA	V_CTCF_BR	30
chr1	42227993	42228143	id-2919	1.19e-06	+	GTAACCCTCCCATTCTCCATCAGCAGAGGGCAGCC	V_CTCF_BR	9
chr1	42231894	42232044	id-2920	1.64e-05	-	CAACATCCCTGGCCTTTACCCACTAGATGCCAGTA	V_CTCF_BR	6
chr1	42238708	42238858	id-2921	3.5e-05	-	CAGCACAGCATCTGGCTGACCAGTAGGTGTTTCCT	UpstreamP1_CTCF	11
chr1	42245122	42245272	id-2922	4.58e-08	-	CTGCACTCCCGCCTGCTGGGCAACAGAGGGAGACT	UpstreamP1_CTCF	28
chr1	42250613	42250763	id-2923	1	+	NA	NONE	14
chr1	42261168	42261318	id-2924	9.81e-06	-	GATATATACTACTCCCCTTCCAGCAGATGGAGCTT	V_CTCF_BR	36
chr1	42276152	42276302	id-2925	1.81e-06	+	TTGGCAATGGAAGCCCACACCAGTAGGGGCTGGCC	Upstream_CTCF	14
chr1	42277248	42277398	id-2926	1	+	NA	NONE	9
chr1	42277759	42277909	id-2927	1.38e-06	+	TGGAATCCCAGCCAGCTATCCTCTAGGGGGAGCTA	V_CTCF_BR	40
chr1	42306690	42306840	id-2928	1.92e-05	+	GTGCAGTTAATGACTGTAGCCTGGAGGGCCGTGCA	UpstreamP1_CTCF	5
chr1	42308073	42308223	id-2929	5.93e-06	+	GCAGTAGGACTGAACTCTTCCACCAGGAGGTTTGC	Upstream_CTCF	9
chr1	42309136	42309286	id-2930	1	+	NA	NONE	11
chr1	42334348	42334498	id-2931	2.04e-05	-	CATGTCCAGAATCAGACCACCTATAGATGGCAGTG	V_CTCF_BR	34
chr1	42344209	42344359	id-2932	1	+	NA	NONE	5
chr1	42357356	42357506	id-2933	7.12e-06	-	ACGTAATTAACCCCGATCTCCTCTGGAGGGCTGCC	UpstreamP1_CTCF	27
chr1	42382364	42382514	id-2934	1	+	NA	NONE	14
chr1	42384507	42384657	id-2935	2.01e-05	+	CATGCCTCGCTTGTCTTTTCCACTAGGAGTCCAGA	Upstream_CTCF	32
chr1	42402052	42402202	id-2936	5.68e-06	+	CACACCACTGAGCTTTTGTCCACCAGGTGGAAAGC	V_CTCF_BR	10
chr1	42450435	42450585	id-2937	1	+	NA	NONE	11
chr1	42480606	42480756	id-2938	1.15e-06	+	ACTGTCAGGCCTGTTTTGGCCTCCAGAGGTCCGTG	Upstream_CTCF	7
chr1	42501332	42501482	id-2939	7.8e-08	+	AGCTGCGGCGCTGACACGGCCCGGAGAGGGCGCCC	V_CTCF_BR	37
chr1	42572053	42572203	id-2940	1	+	NA	NONE	1
chr1	42612636	42612786	id-2941	1.03e-09	+	TCTGCAGTCTTCCCTGCCATCACCAGGGGGCAGCC	Upstream_CTCF	40
chr1	42623385	42623535	id-2942	1	+	NA	NONE	22
chr1	42639103	42639253	id-2943	3.56e-12	-	CTGTAGTGAGTGCCTGTGGCCACTAGGGGGCGGGG	UpstreamP1_CTCF	40
chr1	42642714	42642864	id-2944	1	+	NA	NONE	40
chr1	42693499	42693649	id-2945	5.3e-05	-	ATGTGCTGCCTACTCGGCCAAAGAAGAGGGCACGA	UpstreamP1_CTCF	5
chr1	42706816	42706966	id-2946	1	+	NA	NONE	4
chr1	42732300	42732450	id-2947	9.66e-05	-	CACTTTCTTCCTGTTTATGCCACTAGGGGAGACTT	Upstream_CTCF	25
chr1	42780235	42780385	id-2948	6.75e-05	+	GCTCTGCTGACCCAAACATCCTCTAGGGTGCACTG	UpstreamP1_CTCF	40
chr1	42793821	42793971	id-2949	9.31e-05	+	GCAGGAGGATCGCTTGAGCCCTGCAGTTGGGAGGT	Upstream_CTCF	1
chr1	42799847	42799997	id-2950	3.31e-06	-	TTGTACTCTGAAATTGAGGCCAGTAGGGGACATAA	UpstreamP1_CTCF	31
chr1	42800212	42800362	id-2951	8.97e-05	-	TCTGCGGCTTCTTCCCTTTAAGCTTGGGGGCGCTT	Upstream_CTCF	21
chr1	42801020	42801170	id-2952	3.11e-05	-	AGTCGCTCGGAACTGCCGGCCGCTAGATGACACCG	V_CTCF_BR	17
chr1	42810058	42810208	id-2953	1	+	NA	NONE	39
chr1	42869791	42869941	id-2954	1.1e-05	+	GGGATTATACAAGGAGCTTACACCAGGGGGCAGAT	V_CTCF_BR	25
chr1	42922036	42922186	id-2955	1.13e-05	-	GTTCACTACCCTTCTTTTGACACTAGGTCCCGATC	UpstreamP1_CTCF	15
chr1	42945363	42945513	id-2956	2.73e-07	+	TATGCTATGCTATGCAGGGCCACAAGGGGTTACTC	Upstream_CTCF	35
chr1	42977371	42977521	id-2957	1.47e-05	+	CATGGAGAGGATTTTTATTCCTCTAGGTGGCGCTA	V_CTCF_BR	38
chr1	42999255	42999405	id-2958	3.88e-06	-	AAATACTGCCTGGTCATCACCTGTAGGTGGAAGCG	V_CTCF_BR	5
chr1	43043694	43043844	id-2959	9.27e-07	+	CTTCATTTTAGATTGCCCGACACTAGGTGGCAGTA	UpstreamP1_CTCF	40
chr1	43047346	43047496	id-2960	1	+	NA	NONE	15
chr1	43061301	43061451	id-2961	9.81e-06	+	AGGTTGCTTGCTGGTTCTCCCAGGAGATGGTGCCA	V_CTCF_BR	2
chr1	43112375	43112525	id-2962	1.17e-05	-	GATCCCTGCCTCCTTTTTGGCTCTAGGTGGCACCT	V_CTCF_BR	13
chr1	43123875	43124025	id-2963	1.77e-05	+	CTAGCAGTCTCAGCACACACCGCACGGGGCGACAG	Upstream_CTCF	39
chr1	43145814	43145964	id-2964	5.52e-05	+	TAACAGTGGCTAAAGGACTCCACTAGATGACAGTC	UpstreamP1_CTCF	1
chr1	43147076	43147226	id-2965	1	+	NA	NONE	17
chr1	43156596	43156746	id-2966	1.72e-06	-	GCTGCAGTGCAGCTTTCTGGGTGCAGGTGTCACTC	Upstream_CTCF	31
chr1	43195821	43195971	id-2967	5.17e-06	+	GTTGCGGTGACCTCATGGGCCACCATGTGGCTGAA	Upstream_CTCF	8
chr1	43196846	43196996	id-2968	4.71e-06	-	TTTGCTACTCAAAGCACAGCCCTCAGATGGCAGCA	Upstream_CTCF	25
chr1	43201919	43202069	id-2969	3.73e-06	+	GGCTCATTTCCTGATCTGGCCAGTGGAGGGGGCAT	Upstream_CTCF	40
chr1	43203039	43203189	id-2970	6.84e-06	-	AGCAGGGCTGAGATGACTTCCTGCAGGAGGCAGCA	V_CTCF_BR	26
chr1	43212925	43213075	id-2971	2.18e-07	-	CCACATGGAGTGAAGGCTGTCACCAGGGGGCAGCG	V_CTCF_BR	40
chr1	43222754	43222904	id-2972	1.51e-08	-	TTGTAGTTGTCCTCTTTAGCCACTAGATGGTGACC	UpstreamP1_CTCF	40
chr1	43224923	43225073	id-2973	1.13e-05	+	AAGTATTCTTGCAGCGCCGCCTCTAGGTGGGGCAC	UpstreamP1_CTCF	22
chr1	43229987	43230137	id-2974	6.48e-05	+	TTGCAGTAAGCCAAGGTCGCCACTGCACTCCAGCC	UpstreamP1_CTCF	31
chr1	43231647	43231797	id-2975	4.23e-06	-	ATGTGAGGTTGCCACGTCGCCAGCAGGGGCTGCCT	UpstreamP1_CTCF	40
chr1	43243644	43243794	id-2976	5.55e-07	+	GATGTACTCCCTGCACTGACCACCAAGGGGTGTCA	Upstream_CTCF	40
chr1	43282508	43282658	id-2977	1	+	NA	NONE	8
chr1	43296405	43296555	id-2978	6.73e-07	+	CGGCAAGTTCCACGTGGCCCTACTAGGGGGCACAG	UpstreamP1_CTCF	4
chr1	43312217	43312367	id-2979	1.43e-05	+	GCTCCAGCTCCTTCCCTCGCCTACAGAGGCGGCGC	Upstream_CTCF	40
chr1	43326450	43326600	id-2980	2.18e-07	+	CCTGCAGTACCTCAGACAGACACTAGAAAGAACAG	Upstream_CTCF	27
chr1	43379143	43379293	id-2981	1.84e-07	+	CTTGCAGTACTGTAGACAGACACCAGAGAGAGCAA	Upstream_CTCF	40
chr1	43388715	43388865	id-2982	3.4e-06	+	CAAAATGTTCACAAAACAGCCACTAGTTGGCAGGA	V_CTCF_BR	40
chr1	43390137	43390287	id-2983	5.68e-06	-	TCGGTCCCCTGACGCCTTTCCTCTAGGGGCCGCAA	V_CTCF_BR	33
chr1	43391122	43391272	id-2984	1	+	NA	NONE	7
chr1	43396808	43396958	id-2985	7.1e-07	+	TTGTAGAACTCCTCGATCACCTGCAGGGGGAGATG	UpstreamP1_CTCF	40
chr1	43403054	43403204	id-2986	7.31e-05	+	AAGTGAGACCACACACTGCCAGCTAGGTGGCAGTT	UpstreamP1_CTCF	26
chr1	43424028	43424178	id-2987	6.39e-05	-	AGCGCAGCGCCCCGCCGGGCCGCTGGCCGCAGTGG	Upstream_CTCF	10
chr1	43458386	43458536	id-2988	1	+	NA	NONE	4
chr1	43473895	43474045	id-2989	7.6e-05	-	TGGCTGGAGAGTGTATCCGGCAGAAGGGGCAGCCT	UpstreamP1_CTCF	11
chr1	43480982	43481132	id-2990	1	+	NA	NONE	2
chr1	43507413	43507563	id-2991	1	+	NA	NONE	13
chr1	43524808	43524958	id-2992	6.9e-05	-	TCATCTATCCCCACAACAGCCTCTGGGCAGCAGTC	Upstream_CTCF	2
chr1	43539411	43539561	id-2993	1.84e-06	-	AGGACATATCACATATAGAACACCAGGGGGCGGCA	V_CTCF_BR	40
chr1	43540042	43540192	id-2994	4.01e-05	-	GAGTGAGCCATAAGGGCTGCCACAATGGGGCAGTG	V_CTCF_BR	34
chr1	43609090	43609240	id-2995	1	+	NA	NONE	5
chr1	43609391	43609541	id-2996	1.27e-06	-	CTGCGTCTCTGAACAGGATCCTGTAGGGGGCGCTT	UpstreamP1_CTCF	40
chr1	43618498	43618648	id-2997	1	+	NA	NONE	1
chr1	43663150	43663300	id-2998	1	+	NA	NONE	13
chr1	43690896	43691046	id-2999	1.17e-05	+	CTCACAGCTCCCCATTGCTACAGCAGGGGTCAGCA	V_CTCF_BR	13
chr1	43693039	43693189	id-3000	1.61e-09	+	GCAGCTATTGGGCATTTGGCCACCAGAGGGCAGTG	V_CTCF_BR	39
chr1	43703884	43704034	id-3001	1	+	NA	NONE	40
chr1	43751283	43751433	id-3002	1.1e-05	+	CGGGGCTGAAGCTGCAGGTCTGGCAGAGGGCGGGC	V_CTCF_BR	15
chr1	43774710	43774860	id-3003	9.26e-05	+	GGGCAGCATAGAGCTACGCAAGCCAGACGGCACTG	UpstreamP1_CTCF	2
chr1	43782666	43782816	id-3004	1.09e-06	+	CCTGTCTGTCCCTGGCTGACCACCAGGGTGCCCTC	Upstream_CTCF	36
chr1	43823824	43823974	id-3005	1	+	NA	NONE	39
chr1	43833467	43833617	id-3006	1.15e-06	+	CGGGCTGGGCCGGGCTGGCCAGGCAGGGGGCGCCG	Upstream_CTCF	17
chr1	43833975	43834125	id-3007	4.3e-06	-	GCCGCTCTGCGCTCGCCCTGCAGGAGAGGGAGCTC	Upstream_CTCF	38
chr1	43849288	43849438	id-3008	1	+	NA	NONE	29
chr1	43880406	43880556	id-3009	3.8e-07	-	ACTGGGCTTCCCCAACCCCCCACATGGGGGCACTA	Upstream_CTCF	40
chr1	43920196	43920346	id-3010	1	+	NA	NONE	21
chr1	43938749	43938899	id-3011	1	+	NA	NONE	6
chr1	43965661	43965811	id-3012	6.39e-05	-	AGTGTCATGGCCGGTGAGGCCACTGGGGACACTCG	Upstream_CTCF	10
chr1	43986150	43986300	id-3013	2.66e-05	-	GAGGACACAGCAGCTGCCTCCAGGGGAGGCCACCA	V_CTCF_BR	9
chr1	43991789	43991939	id-3014	1	+	NA	NONE	10
chr1	43994897	43995047	id-3015	1.38e-06	+	AGTCCCATCCCCTCCTCATACGCCAGGGGGCGCAC	V_CTCF_BR	40
chr1	43997166	43997316	id-3016	2.31e-06	-	GCTGCGGATCCCCCGCCGGCTGGGAGGGGGCGCCT	Upstream_CTCF	10
chr1	44016085	44016235	id-3017	6.21e-06	+	TGGGTTTCTCTTCCCTGGTGCAGCAGGGGCCGCGG	Upstream_CTCF	3
chr1	44018414	44018564	id-3018	2.96e-05	-	GACAGTCTCCTCAAGGTGTCCACAGGGAGGCAGAG	V_CTCF_BR	3
chr1	44020221	44020371	id-3019	1	+	NA	NONE	40
chr1	44047976	44048126	id-3020	7.12e-06	+	CTGCAGCTCCACCCACAGTCTAGCAGGCCCAGGCA	UpstreamP1_CTCF	20
chr1	44056176	44056326	id-3021	7.02e-05	+	TGCCTATTACACATACTTTCCACCAGGTGGGCTCA	UpstreamP1_CTCF	35
chr1	44065852	44066002	id-3022	5.08e-05	-	CAGCTGTGGCCACTGGCCCCCTCAGAGAGGAGGGG	UpstreamP1_CTCF	6
chr1	44068447	44068597	id-3023	4.3e-06	-	CCTGCAATACCTCTTGAGAAAGGCAGGGGAGGGGC	Upstream_CTCF	15
chr1	44068864	44069014	id-3024	1.19e-06	+	CTACCTGCCTGCTTCCTCTCCAGCAGAGGCCACCA	V_CTCF_BR	2
chr1	44106039	44106189	id-3025	3.5e-05	+	GTGATCCTCTCACCTCAGTCTCCCAGGTGGCTGGA	UpstreamP1_CTCF	11
chr1	44115551	44115701	id-3026	9.81e-06	-	AGGGACCGCGGCCAGTGAGCCTCTAGCTGGATCGC	V_CTCF_BR	20
chr1	44119181	44119331	id-3027	4.24e-07	+	GCTGCTGTTGTGCCTCAGCCCTCTTGGTGGAGCTG	Upstream_CTCF	37
chr1	44135650	44135800	id-3028	2.46e-06	+	GTGGAAGGCAGCTGTGTGACCAGAAGGTGACGCTG	UpstreamP1_CTCF	1
chr1	44170632	44170782	id-3029	3.03e-05	-	CATGTTATCCCCATGTTCTCCTTTAGGGGAAGACA	Upstream_CTCF	36
chr1	44195585	44195735	id-3030	1	+	NA	NONE	4
chr1	44229219	44229369	id-3031	4.58e-08	+	ATGTAGCAGTCACCCTGAGCCACAAGAGGGCAGAA	UpstreamP1_CTCF	40
chr1	44242306	44242456	id-3032	1	+	NA	NONE	14
chr1	44245062	44245212	id-3033	1.13e-05	+	AAGCACTTCCTCATTATCACCACTAGTTGACTTCC	UpstreamP1_CTCF	17
chr1	44299385	44299535	id-3034	1	+	NA	NONE	0
chr1	44347225	44347375	id-3035	9.51e-07	-	GAGAGGCTGAGCCAGAGGCCCTCAAGGGGGCAGTG	V_CTCF_BR	19
chr1	44365224	44365374	id-3036	1	+	NA	NONE	0
chr1	44374665	44374815	id-3037	3.16e-06	+	ATGCTCCTCTTCTTATAAGCCTCAGGAGGGCAGCA	UpstreamP1_CTCF	20
chr1	44386840	44386990	id-3038	1.29e-05	+	CTGCAGTTCCTGCCTTCCCCCAGAGGACGCTATTT	UpstreamP1_CTCF	5
chr1	44396245	44396395	id-3039	8.79e-07	+	TTGCCATGCAGGAAGAGGCCCACTAGAGGGCCCAT	UpstreamP1_CTCF	40
chr1	44399975	44400125	id-3040	3.24e-06	-	GCAGCCTTAGGAGCCCTCTGCGCTAGGGGGAGCCC	Upstream_CTCF	39
chr1	44400520	44400670	id-3041	5.72e-09	-	GGGTCATGGCTTCCTGTGGCCACAAGGGGGCAGAG	V_CTCF_BR	40
chr1	44402487	44402637	id-3042	1.47e-05	-	GGATGATATCCATCACCCACCGGCAGGGGCCTCTC	V_CTCF_BR	26
chr1	44405067	44405217	id-3043	1.55e-05	+	ACATAGTAGCTATAACCTGTCACCAGGTGGCACAT	V_CTCF_BR	3
chr1	44412137	44412287	id-3044	2.91e-05	-	GCAGGCATTCCGGGTCAGACCGGCGCGGGGCGCTG	Upstream_CTCF	39
chr1	44435331	44435481	id-3045	1	+	NA	NONE	12
chr1	44435760	44435910	id-3046	1	+	NA	NONE	27
chr1	44440455	44440605	id-3047	5.74e-05	-	GCGCAGCGCCGCCGCCCGTCTAGAGCAAGGCGACG	UpstreamP1_CTCF	36
chr1	44441898	44442048	id-3048	4.5e-06	+	TCATCAGTTTTTTATCCTTCCACCAGGGGCATCTA	Upstream_CTCF	23
chr1	44452433	44452583	id-3049	5.01e-06	+	AGGCGAAAGCCTGGCATAGCCGCTGGGTGGAGCAG	V_CTCF_BR	24
chr1	44456547	44456697	id-3050	5.96e-07	-	CCCCTCCTGGGGCTGCTCCTCAGCAGGGGGCGCAC	V_CTCF_BR	27
chr1	44457495	44457645	id-3051	5.28e-05	-	CGTGCTCCTCCACCAGCTCCCACAGCGAGGGGGAG	Upstream_CTCF	18
chr1	44460571	44460721	id-3052	2.41e-08	+	ATGCTGGGTCAGCCCCCAAGCAGCAGAGGGCAGTG	UpstreamP1_CTCF	39
chr1	44468397	44468547	id-3053	4.59e-07	+	CTGCAATACACACATAACCCAGGTAGGGGGCAGGG	UpstreamP1_CTCF	40
chr1	44471428	44471578	id-3054	2.38e-07	+	GGGCCATTTCCCTGGATCTCCAGGAGAGGGCAGCA	V_CTCF_BR	40
chr1	44487577	44487727	id-3055	1	+	NA	NONE	23
chr1	44496470	44496620	id-3056	1.38e-06	-	TGGTTCTGCGCTCTGGGGGCCTGCAGGGGTCGACA	V_CTCF_BR	38
chr1	44501649	44501799	id-3057	4.23e-08	-	CATCCCTGCTGGGGAGCTACCAGCAGATGGAGCCC	V_CTCF_BR	36
chr1	44502349	44502499	id-3058	1.09e-07	-	CTGCCATGTATGGCTTTTGTCACCAGAGGGCACCA	UpstreamP1_CTCF	40
chr1	44513464	44513614	id-3059	1.03e-06	-	ATGTAAATTCACAAAGTGTCCACTAGAGGACACTA	UpstreamP1_CTCF	40
chr1	44557977	44558127	id-3060	4.48e-07	+	CTTGTACTTCACTACACTGACAGAAGGGGACGCCA	Upstream_CTCF	39
chr1	44569198	44569348	id-3061	4.7e-06	+	CCTCGCCCTCTAGCAGCTTCCTGTAGGTGGCGATC	V_CTCF_BR	31
chr1	44634550	44634700	id-3062	1.04e-05	-	ACCACCAATGCCACGCACACCACCTGGGGGTGCAA	V_CTCF_BR	13
chr1	44636259	44636409	id-3063	5.41e-07	+	TTTCAGCCCCATCCCCAGACCTCTAGGGGGAGGAG	UpstreamP1_CTCF	27
chr1	44678969	44679119	id-3064	1	+	NA	NONE	30
chr1	44683502	44683652	id-3065	2.17e-08	+	GTGGCAAGTCCCACTGTGCCCACTGGGTGGCAGTA	Upstream_CTCF	40
chr1	44685987	44686137	id-3066	7.46e-06	-	ATGATCGTTCCTGCTGCAGGCACTAGAGGGAGAGG	UpstreamP1_CTCF	16
chr1	44686310	44686460	id-3067	1.37e-05	-	CCCTCCTTGCCCACCCTTCCCACTAGGGGCATCAG	Upstream_CTCF	18
chr1	44688204	44688354	id-3068	9.81e-06	+	TGTTTCACCACCACCACCACCAGCAGCAGGAGGTG	V_CTCF_BR	3
chr1	44690187	44690337	id-3069	1	+	NA	NONE	18
chr1	44694273	44694423	id-3070	3.65e-07	+	ATTACCCGCCAGCTCACAGCCACTTGGGGGCAGTG	V_CTCF_BR	0
chr1	44702297	44702447	id-3071	7.55e-07	+	GGAGAGTGGCTTAAGGGGGGCAGGAGAGGGCAGCA	V_CTCF_BR	9
chr1	44703923	44704073	id-3072	4.34e-07	-	CTGCGATAAACCGGAGCTGCCGCAGGGGGGAGCCC	UpstreamP1_CTCF	38
chr1	44705272	44705422	id-3073	1.71e-06	-	CCAGACCCCAGGATTCCTGCCCACAGGGGGCACCC	V_CTCF_BR	28
chr1	44707828	44707978	id-3074	1	+	NA	NONE	3
chr1	44715348	44715498	id-3075	6.21e-06	+	GAGGCAGTGAGGGAAGCAGCCAGTGGGTGGTGCAT	Upstream_CTCF	13
chr1	44756068	44756218	id-3076	6.9e-05	-	GCAGTTATGAGCTGCAGGGCCGCTAGGGACAGCAT	Upstream_CTCF	3
chr1	44759447	44759597	id-3077	3.36e-07	-	GGCCAGAGGTGCGTGTGTACCAGTAGGGGGAAGTG	V_CTCF_BR	7
chr1	44760500	44760650	id-3078	6.98e-07	-	AGGATGCCTCTCTGCGGAGCCTCCAGAGGGCATCA	V_CTCF_BR	37
chr1	44780210	44780360	id-3079	2.43e-06	+	TGGAAGACCAAAGAACTGCCCAGTAGAGGGAGGGC	V_CTCF_BR	36
chr1	44784027	44784177	id-3080	8.61e-08	-	CCCCTGGGATTTACCTATACCACCAGGGGGCGCTA	V_CTCF_BR	40
chr1	44813175	44813325	id-3081	4.34e-05	-	GATGGAGTGTCAGAGAAAGCCACCAAAAGGGGGGA	Upstream_CTCF	2
chr1	44827282	44827432	id-3082	1.1e-06	-	CTTTTGACCAGAAACAGAGCCACCAGGAGGCAGCA	V_CTCF_BR	37
chr1	44827860	44828010	id-3083	2.47e-05	+	TGTGCTCCACTGGTTTCTACCACTAGGTGCGTTGT	Upstream_CTCF	8
chr1	44843980	44844130	id-3084	1.26e-07	+	GGAAATGGTGCCTCAGATACCACCAGGGGGCACTA	V_CTCF_BR	40
chr1	44870877	44871027	id-3085	1	+	NA	NONE	15
chr1	44949820	44949970	id-3086	8.71e-06	-	TCTATGCCAGTTACAGCATCCAGCAGGGGGATCCT	V_CTCF_BR	14
chr1	44951918	44952068	id-3087	4.41e-06	+	CTGAGAGAGCTCAGAGGCTCCAGCAGGGGCCAGAG	V_CTCF_BR	9
chr1	44966417	44966567	id-3088	5.08e-07	-	GGCTCCCTTATTTTCCTGGACACCAGATGGAGCTC	V_CTCF_BR	34
chr1	44973175	44973325	id-3089	1.64e-05	+	CAGAGCCTTTAGGGGGCAACAAGTAGCGGGCAGGC	V_CTCF_BR	0
chr1	44974349	44974499	id-3090	1.1e-05	+	TTCTCACTCCACATAGTGACCAGAAGAGGGCTTTC	V_CTCF_BR	1
chr1	44989851	44990001	id-3091	1	+	NA	NONE	0
chr1	44990821	44990971	id-3092	1	+	NA	NONE	7
chr1	45000590	45000740	id-3093	1	+	NA	NONE	2
chr1	45008626	45008776	id-3094	1.47e-05	-	TCTCCAGGCAGAGCCTTGGCCAGCCGGTGGCAGGC	V_CTCF_BR	0
chr1	45008887	45009037	id-3095	5.68e-06	-	TGTCAACAACACTAGCCAACCTGCAGGTGTCACTG	V_CTCF_BR	2
chr1	45012483	45012633	id-3096	2.6e-06	-	TGGGGCAGGTGAGAGAGGACCGCCAGGAGGCGCCT	V_CTCF_BR	15
chr1	45019148	45019298	id-3097	1	+	NA	NONE	10
chr1	45037855	45038005	id-3098	2.78e-06	+	AAAACATAGCTGTCTCCTCCCACTAGGTGGCAGAA	V_CTCF_BR	40
chr1	45057890	45058040	id-3099	3.28e-05	+	GCCTGGGACTGGCACTTTTCAGCTAGGGGGAGCTG	V_CTCF_BR	12
chr1	45060913	45061063	id-3100	9.49e-08	-	GTGGCCTAGGTGTCCGTGGCCAGTAGGTGTCGCTG	V_CTCF_BR	40
chr1	45073957	45074107	id-3101	9.71e-06	-	ACAGATGTTTACTGGATGCCCATTAGGGGTCGCTA	Upstream_CTCF	38
chr1	45075235	45075385	id-3102	7.73e-06	+	CCATTCCCAACAGAGGGGGGCAGCAGAGGGCTGAT	V_CTCF_BR	40
chr1	45079664	45079814	id-3103	1.83e-05	+	CCCTCCTCTAGGCCAAGAAGCCCTAGAGGGCAGCA	V_CTCF_BR	4
chr1	45082401	45082551	id-3104	1	+	NA	NONE	2
chr1	45102478	45102628	id-3105	4.5e-05	+	GAGCAAGGCTTGACACCCCCCACCAGGTCAGACAG	UpstreamP1_CTCF	8
chr1	45106037	45106187	id-3106	1.77e-05	-	CCATCAGTTGCCACGGGGGACAGAAGGTGCCTTGC	Upstream_CTCF	1
chr1	45116865	45117015	id-3107	2.53e-05	-	GGCCGAGCTCCCAGCCAACCCTGAAGGAGGCGCTG	V_CTCF_BR	5
chr1	45118641	45118791	id-3108	1.34e-10	-	GCTGCATTCCTAGCCATGGCCAACAGGTGGCAGTG	Upstream_CTCF	40
chr1	45121328	45121478	id-3109	1.03e-09	+	CTGCAGGCGCCAGCCCTGACCACCAGAGGCCACTT	UpstreamP1_CTCF	40
chr1	45140477	45140627	id-3110	1	+	NA	NONE	25
chr1	45142927	45143077	id-3111	1.84e-06	-	ACTAACCTCTGTGTACCCACCACTAGGTGGCTGAA	V_CTCF_BR	39
chr1	45160660	45160810	id-3112	1	+	NA	NONE	1
chr1	45173669	45173819	id-3113	5.08e-05	+	ATGCGTATGCAATGATTTCCCACTAGGGAGCACTG	UpstreamP1_CTCF	40
chr1	45180752	45180902	id-3114	2.58e-09	+	GCGCACTTCTCATATGTGTCCAGTAGGTGGCAGGC	UpstreamP1_CTCF	40
chr1	45187386	45187536	id-3115	1	+	NA	NONE	0
chr1	45195045	45195195	id-3116	1.67e-08	+	GCAGTAATTCTCCAGGATGCCACAAGAGGGCATCA	Upstream_CTCF	40
chr1	45197062	45197212	id-3117	3.42e-08	+	TTTTCTAGGCGTTAGGCCACCACCAGGGGGCAGAG	V_CTCF_BR	40
chr1	45213690	45213840	id-3118	6.75e-05	+	CTGTGGGTTGTTTAGAAGTACAGTTGGTGGCGCTA	UpstreamP1_CTCF	26
chr1	45246573	45246723	id-3119	9.66e-05	-	CTTGAAACTGAGGAACATGGCAGGTGGGGGCAGAC	Upstream_CTCF	5
chr1	45249826	45249976	id-3120	1	+	NA	NONE	7
chr1	45250522	45250672	id-3121	1	+	NA	NONE	30
chr1	45251872	45252022	id-3122	3.67e-09	+	GGTGCAGTTGCACCCTCTGCCGCCAGGGGAGGCTG	Upstream_CTCF	40
chr1	45259455	45259605	id-3123	5.93e-06	+	CTTGTCCTACCGACAGGTCACGCCAGGGTGCAGCA	Upstream_CTCF	40
chr1	45265444	45265594	id-3124	1.83e-05	+	CTGTGCCTTCCTTCCAGGCCCTAAAGAGGGCAGCA	V_CTCF_BR	40
chr1	45266004	45266154	id-3125	1.93e-05	+	GTAGCAAATCCAGGCAGCGCCACGCGCGGCCGGGG	Upstream_CTCF	10
chr1	45271489	45271639	id-3126	1	+	NA	NONE	19
chr1	45271881	45272031	id-3127	1.82e-06	-	CTGCGCGTGCACAGCGTGCCCTGGAGGCGGCGCTG	UpstreamP1_CTCF	0
chr1	45274983	45275133	id-3128	3.88e-06	-	GACACCACTGGCATCCCGGCCAGCAGGGAGCAGCC	V_CTCF_BR	21
chr1	45276904	45277054	id-3129	1.09e-06	+	GGGGGACTCTCCAGTCCCGCCACTAGGGAGAGGAG	Upstream_CTCF	14
chr1	45280776	45280926	id-3130	1	+	NA	NONE	23
chr1	45285888	45286038	id-3131	3.05e-07	-	GGTGCGGGTCCCAGGAGGACCAGCAGAGAGGAGCA	Upstream_CTCF	18
chr1	45293056	45293206	id-3132	3.66e-06	+	GTGCGGGGTGCCTGGGTGGCCGGTGGGGGCAGCAC	UpstreamP1_CTCF	11
chr1	45296268	45296418	id-3133	1	+	NA	NONE	0
chr1	45296813	45296963	id-3134	3.24e-06	+	ACTGCCAGGCTGCATGGGCCCACCAGGGTGCTACA	Upstream_CTCF	18
chr1	45301629	45301779	id-3135	4.7e-06	+	TTGGCCAGATGGAGATTGGCCACAGGGTGGTGCTG	V_CTCF_BR	40
chr1	45321562	45321712	id-3136	1	+	NA	NONE	9
chr1	45373754	45373904	id-3137	9.31e-05	+	GTTGCCAAAGCACATTCAAACACAAGGTGACACTC	Upstream_CTCF	14
chr1	45390868	45391018	id-3138	2.17e-08	+	GCAGCACTATTCACAATAGCCAAGAGGTGGCAGCA	Upstream_CTCF	38
chr1	45476759	45476909	id-3139	1.63e-05	+	CCAGCGCTGCTGGCAGCGGCCGCCCGGCGCGGAGG	Upstream_CTCF	2
chr1	45480254	45480404	id-3140	3.41e-08	+	CCTGCATGGACTGGAGTGACCACTGGAGGGCAGCA	Upstream_CTCF	40
chr1	45482488	45482638	id-3141	1	+	NA	NONE	3
chr1	45484422	45484572	id-3142	6.98e-07	+	GCACAGTGCACACTCTTCACCACCAGGGGGATGAG	V_CTCF_BR	40
chr1	45530875	45531025	id-3143	1.48e-06	+	GAACAGCAATGGTGCTCCAGCAGCAGAGGGCAGAG	V_CTCF_BR	8
chr1	45696343	45696493	id-3144	6.43e-06	-	GGCTGCTTCCTACCTACCTGCTCCAGGTGGCAGCA	V_CTCF_BR	18
chr1	45766044	45766194	id-3145	1.15e-07	-	CTGCAGTTTTTTCATATGACCTGTAGATGTCATCA	UpstreamP1_CTCF	40
chr1	45769724	45769874	id-3146	2.11e-06	-	CAAAGCGGATGGGATGACGCCACTGGAGGGCGCGC	V_CTCF_BR	40
chr1	45792521	45792671	id-3147	5.92e-05	+	CCAGCAGCTCGGCTCACTGAGACCCGGTGGTCCAG	Upstream_CTCF	15
chr1	45800312	45800462	id-3148	2.58e-05	+	AGTATAGCTGAGCAAGTGGCCTCAAGGGGGCCGGC	Upstream_CTCF	16
chr1	45810981	45811131	id-3149	5.96e-07	-	CTTGGACCCATACTACCGGCCACGAGATGGTGCTG	V_CTCF_BR	0
chr1	45825566	45825716	id-3150	7.27e-06	+	ATATAAGCACCAAAAAGAACCAGTTGGGGGCAGCA	V_CTCF_BR	40
chr1	45826818	45826968	id-3151	7.44e-06	-	GTTGCTCTTGTCTCTGCTTCCTGCAGAGGGATTTG	Upstream_CTCF	21
chr1	45841189	45841339	id-3152	2.89e-07	-	GCTGGAATTTATATTTTAATCAGCAGGGGGCGGGC	Upstream_CTCF	22
chr1	45877325	45877475	id-3153	4.21e-05	+	TTGTCCATAAAAACTCTAACCTCTAGAGGGCTTCA	V_CTCF_BR	11
chr1	45880601	45880751	id-3154	1	+	NA	NONE	0
chr1	45949276	45949426	id-3155	9.38e-09	+	CAGCAGTAGTTAAGTTTTGCCGCGAGGGGGCGGCG	UpstreamP1_CTCF	4
chr1	45956786	45956936	id-3156	9.88e-07	+	ACTGAAACGCCTACCCGGCCCAGCAGGGGGGTTGG	Upstream_CTCF	24
chr1	45958908	45959058	id-3157	4.7e-06	-	AAAATTGTTATTTGAGCTGTCACCAGGTGGCAGCA	V_CTCF_BR	40
chr1	45965588	45965738	id-3158	1	+	NA	NONE	32
chr1	45974209	45974359	id-3159	1	+	NA	NONE	35
chr1	45978370	45978520	id-3160	1.59e-06	+	TAATGCTGAACCTCATCTCCCACAAGGGGGCAGTC	V_CTCF_BR	40
chr1	45987702	45987852	id-3161	7.73e-05	-	CGTTCGGGTTCGGGAGCGGCCACAAGGGCGCCTCA	Upstream_CTCF	35
chr1	46016128	46016278	id-3162	3.56e-05	-	GCTGCAACACCAAGATTGGCCAGAATACAGAAGAC	Upstream_CTCF	20
chr1	46016452	46016602	id-3163	1	+	NA	NONE	14
chr1	46035839	46035989	id-3164	5.93e-10	-	ATGCAGTGCTTAAGATGTGCCAGTAGATGGCGCTA	UpstreamP1_CTCF	40
chr1	46039129	46039279	id-3165	1	+	NA	NONE	16
chr1	46049986	46050136	id-3166	5.98e-05	-	CTGCTGCGCGAGGCTCTCAGCAAAAGAAGGACTGC	UpstreamP1_CTCF	29
chr1	46050758	46050908	id-3167	6.9e-05	+	GGCGTAATCTGTTTTTTGAACAGTGGAGGGAAACA	Upstream_CTCF	13
chr1	46084937	46085087	id-3168	5.41e-06	+	CCTGTTGTGCTCTCACTGGTGTCTAGGGGTCAGGG	Upstream_CTCF	1
chr1	46109820	46109970	id-3169	1	+	NA	NONE	27
chr1	46151705	46151855	id-3170	1	+	NA	NONE	14
chr1	46154078	46154228	id-3171	1	+	NA	NONE	32
chr1	46215946	46216096	id-3172	8.02e-05	+	TCAGGATTCCCCAGTTGGGGCGGGGGAGGCAGGAG	Upstream_CTCF	12
chr1	46216478	46216628	id-3173	1	+	NA	NONE	33
chr1	46259991	46260141	id-3174	8.98e-06	-	ATCTAATGCCGCTGATCTAACAGGAGGTGGAGCTC	UpstreamP1_CTCF	16
chr1	46268454	46268604	id-3175	3.81e-05	+	ACATGTGGCAGACCAGCTGAAGCCAGAGGGAGGCC	V_CTCF_BR	14
chr1	46278460	46278610	id-3176	1	+	NA	NONE	4
chr1	46279597	46279747	id-3177	9.26e-05	-	TTGCACTACAATGTTGTAATAGCTAGATGTCACTA	UpstreamP1_CTCF	9
chr1	46290397	46290547	id-3178	1.17e-05	+	GATATTTCTTGGTTGATCACCACTAGTGGTCACTC	V_CTCF_BR	16
chr1	46309383	46309533	id-3179	6.23e-05	-	CTCATATACCCTTCAAAAGACACTAGATGGCATTA	UpstreamP1_CTCF	30
chr1	46320521	46320671	id-3180	1.31e-05	+	TAAATTGGATACAGATGAACCACCAGGTGGAGAAG	V_CTCF_BR	10
chr1	46325103	46325253	id-3181	1	+	NA	NONE	0
chr1	46347381	46347531	id-3182	1.04e-05	-	AATACATGCAACATTTTTCCCACTAGATGGAACCA	V_CTCF_BR	40
chr1	46379040	46379190	id-3183	9.31e-05	-	GTTGCAACCTCCAACCCTGAGGCCTGGCGGCAGTA	Upstream_CTCF	18
chr1	46440754	46440904	id-3184	1	+	NA	NONE	6
chr1	46474356	46474506	id-3185	2.53e-05	-	TCTCTATCAAATGAATATGCCACCAGAGGGCAAAT	V_CTCF_BR	5
chr1	46483649	46483799	id-3186	1.11e-05	-	TGTGCTCCACCGAGAGGTGGCAGAAGATGGGAACT	Upstream_CTCF	2
chr1	46487241	46487391	id-3187	1.83e-05	-	CTGGTCCCATGCTTTCCATCAGCCAGGTGGCACTG	V_CTCF_BR	10
chr1	46500610	46500760	id-3188	8.16e-07	-	ACACTCCTGGCTCCAACTACCTCCAGAGGGCTCAC	V_CTCF_BR	4
chr1	46501826	46501976	id-3189	5.3e-05	+	GTGAATAAAACAGTTTCCACCACCAGGGGAGGGCC	UpstreamP1_CTCF	33
chr1	46502828	46502978	id-3190	9.87e-11	+	TTGCCTGGGAAGGCTGTGGCCACCAGAGGGCGCAC	V_CTCF_BR	40
chr1	46595945	46596095	id-3191	3.97e-05	+	ATGTATCTAACATGCTTTACCGTTAGGGGGAAACA	UpstreamP1_CTCF	14
chr1	46639237	46639387	id-3192	7.55e-07	-	AGGCTCCCAGAGGCAGCAGCAGCCAGAGGGCACCC	V_CTCF_BR	10
chr1	46645319	46645469	id-3193	6.39e-08	-	TACACCCCTTCTCTTTCTGCCAGTAGGTGGCACCA	V_CTCF_BR	40
chr1	46646031	46646181	id-3194	9.49e-08	+	TGTGGGGATCGGTCTCCAGGCAGCAGGGGGCAGCA	V_CTCF_BR	27
chr1	46649326	46649476	id-3195	2.6e-07	+	TCCTCCCTCTCCAAGGTTGCCAGCAGGTGGAACCT	V_CTCF_BR	9
chr1	46654151	46654301	id-3196	1	+	NA	NONE	35
chr1	46663790	46663940	id-3197	1.04e-05	-	ACGAGGGTTGAAGACTGGGGCAGGAGAGGTCGCTC	V_CTCF_BR	34
chr1	46676828	46676978	id-3198	1	+	NA	NONE	4
chr1	46689244	46689394	id-3199	2.39e-10	-	CAGCAGTGGTGCATAATGGCCACAAGAGGGCGGGC	UpstreamP1_CTCF	40
chr1	46691920	46692070	id-3200	4.5e-06	+	AATGCCTCCTGTACCATCACCACCAGGGAGAGCCA	Upstream_CTCF	13
chr1	46710679	46710829	id-3201	1.19e-06	+	AATTCCAAATCAATCATCTCCAGCAGAGGGCAGAA	V_CTCF_BR	40
chr1	46713908	46714058	id-3202	3e-06	-	GTGTAGGACCAGGGTCTAATCTGTAGAGGGGGCTG	UpstreamP1_CTCF	24
chr1	46767811	46767961	id-3203	2.1e-05	+	ACTCCCATTCAGCCCAAGGCCTCTTGGCGGCGCCG	Upstream_CTCF	35
chr1	46768849	46768999	id-3204	1	+	NA	NONE	23
chr1	46769922	46770072	id-3205	1	+	NA	NONE	10
chr1	46770530	46770680	id-3206	3.4e-06	+	CTGTCCGTCTGTTCTCTGGTCACTTGGGGGCAGCC	V_CTCF_BR	8
chr1	46778152	46778302	id-3207	1.85e-05	+	TGTGAGATACCATGCCTGGCCTCAAGGGGTTGTTT	Upstream_CTCF	12
chr1	46799280	46799430	id-3208	7.49e-07	+	ATGAAGAAACCGGCAGGAACCAGCAGATGGCAACA	UpstreamP1_CTCF	40
chr1	46806344	46806494	id-3209	9.25e-06	+	CCCTTTTTTCGCTCGTGTCCCGCCGGGTGGCGCTC	V_CTCF_BR	40
chr1	46807834	46807984	id-3210	9.11e-08	-	GCTGCCATGGTAAAAGCTGCCAGTAGGTGGGGAAG	Upstream_CTCF	40
chr1	46813871	46814021	id-3211	5.96e-07	-	AGGTCGTAAGGACAGACGTCCAGGAGGTGGCACAC	V_CTCF_BR	40
chr1	46832851	46833001	id-3212	2.58e-07	-	GCTGCAGTTTCTGGCATGGGCAGCAGGGTAAAGGG	Upstream_CTCF	10
chr1	46838223	46838373	id-3213	2.29e-05	+	TAGATATTCCTAATTTCTCCCACCAGATGGCCTAA	UpstreamP1_CTCF	12
chr1	46872117	46872267	id-3214	1.21e-09	+	GTTGCTCCTCCACAGACGGCCACCAGATGGAGCCC	Upstream_CTCF	40
chr1	46876828	46876978	id-3215	4.24e-07	-	CCTGCTTTTCCAGCCCCAGCCACTAAGGGGCAAGT	Upstream_CTCF	10
chr1	46877769	46877919	id-3216	2.58e-07	+	ACCGCAAAACCGTGATTGCCCAGTGGAGGGCGCTG	Upstream_CTCF	40
chr1	46879385	46879535	id-3217	4.88e-06	-	ATGTCATACCCATGGGCTGCCACATGGGGGTGGAG	UpstreamP1_CTCF	39
chr1	46897502	46897652	id-3218	5.37e-06	-	ATGTTCTCCTCTGCCTCTGCCCCCAGTGGCCAGCC	UpstreamP1_CTCF	14
chr1	46903449	46903599	id-3219	1.85e-05	-	GAAGTGAGGCCAGGACAAGCCACTGGGGGCAGGGG	Upstream_CTCF	1
chr1	46908052	46908202	id-3220	1.59e-06	+	CAGAAGAGCTGTCCTTTCAACTCCAGGTGGCGCTG	V_CTCF_BR	38
chr1	46908413	46908563	id-3221	2.44e-10	+	GCTGAAGTTCCCAGAAGGACCGGGAGGGGGCGCCC	Upstream_CTCF	39
chr1	46911671	46911821	id-3222	1	+	NA	NONE	34
chr1	46912623	46912773	id-3223	4.23e-08	+	TGCTGGCGCGGCATTCTGGGCACCAGGGGGCAGAA	V_CTCF_BR	40
chr1	46918216	46918366	id-3224	3.97e-05	-	TTGCATAGCAGGTCAGTGACCACATGGGGCCTGAA	UpstreamP1_CTCF	2
chr1	46921710	46921860	id-3225	8.71e-06	-	ATCAGCGTCGGCGCCGGCGCCACGAGCTGGTGATG	V_CTCF_BR	0
chr1	46925762	46925912	id-3226	1	+	NA	NONE	3
chr1	46943197	46943347	id-3227	3.31e-11	+	GTGCAGTTCTGAGAGCCAGACAGCAGGGGGCGGCC	UpstreamP1_CTCF	40
chr1	46953556	46953706	id-3228	2.78e-06	+	GTTTGTGTGTGGAGGGCAGCCAGATGGGGGCGCAT	V_CTCF_BR	39
chr1	46982979	46983129	id-3229	2.12e-06	-	AGGCAGTCAATGGCTCAGGCCAGGGGAGGGAGCAG	UpstreamP1_CTCF	12
chr1	46989338	46989488	id-3230	6.98e-07	+	TCCCTCTCCCACACTCCAGCCACCAGGGGCCTGCA	V_CTCF_BR	3
chr1	46993804	46993954	id-3231	5.23e-10	-	TCGGCACTGTTGGGGACTGCCACCAGAGGGCACCC	V_CTCF_BR	40
chr1	46994316	46994466	id-3232	5.01e-06	-	TAGAATAGTCTAACTGCAGACTCCAGGGGGAGCAG	V_CTCF_BR	29
chr1	46996574	46996724	id-3233	8.02e-08	+	ATGTAATTCCAGGCATCTAACAGCAGGTGGGAGAG	UpstreamP1_CTCF	37
chr1	46997110	46997260	id-3234	1.04e-05	+	GATGGGCAGGGAGTCATAGCCAGCCGGGGGCAGTG	V_CTCF_BR	2
chr1	46998594	46998744	id-3235	2.74e-08	+	GTCACGGCGGGGCCCTGGTCCGCTAGGGGGCGGCG	V_CTCF_BR	37
chr1	47000878	47001028	id-3236	1.15e-07	-	GCCACCTCTCAGCATGGTGCCAGGAGAGGGAGCCC	V_CTCF_BR	39
chr1	47010302	47010452	id-3237	1	+	NA	NONE	21
chr1	47013777	47013927	id-3238	5.68e-06	-	CTTTTAAGTCTCACAACAACCACATGAGGGCAGCA	V_CTCF_BR	40
chr1	47019320	47019470	id-3239	1	+	NA	NONE	10
chr1	47022541	47022691	id-3240	1	+	NA	NONE	20
chr1	47069704	47069854	id-3241	8.81e-07	-	TGTGAGTGAGCTCGTGTGCCCGGAAGGGGGCAGTC	V_CTCF_BR	33
chr1	47088258	47088408	id-3242	9.25e-06	+	GCTGCCTGGAACCAACCCTCCTCAGGGGGGAGCCC	V_CTCF_BR	40
chr1	47131728	47131878	id-3243	8.52e-08	-	ATGCATTGACCAGGAAAGTCCACCAGAGGGATAGC	UpstreamP1_CTCF	22
chr1	47158184	47158334	id-3244	6.23e-05	+	ATGCCATTTTACATTCCCACCAGCAGGGAATGAGA	UpstreamP1_CTCF	35
chr1	47191024	47191174	id-3245	2.6e-07	-	AAGCACAGTGTCCAAGAAACCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr1	47201536	47201686	id-3246	1	+	NA	NONE	40
chr1	47213484	47213634	id-3247	6.39e-08	+	TGGAGACTGCCTCTTTTGACCAGCAGAGGGAAGCA	V_CTCF_BR	40
chr1	47238379	47238529	id-3248	2.27e-05	-	GCTGCTTGTGGGTGGGGCTCCACAGGGTGTCACCA	V_CTCF_BR	7
chr1	47341915	47342065	id-3249	1	+	NA	NONE	23
chr1	47343992	47344142	id-3250	2.34e-06	+	TTGCAATATTGGTTTGCCTCCATTAGGTGTCGCTG	UpstreamP1_CTCF	40
chr1	47400647	47400797	id-3251	4.23e-08	+	GGCGCGGTGTGTCCAGCGGCCAGCAGAGGTCAGGC	V_CTCF_BR	30
chr1	47435012	47435162	id-3252	4.94e-06	-	GCTGCCAATTGGTTTGCTGCCACTAGAGGACAGGA	Upstream_CTCF	26
chr1	47456834	47456984	id-3253	1.24e-05	-	TGATAAAATTTAACGTAGGCCAGTAGGTGGCAATA	V_CTCF_BR	29
chr1	47467998	47468148	id-3254	7.23e-07	-	GCTGCCAATCATGTCACTGCCACTAGAGGACAGGA	Upstream_CTCF	35
chr1	47555127	47555277	id-3255	1.14e-06	-	TTGCAATATTGGTTTGCGTCCATTAGGTGTCGCTG	UpstreamP1_CTCF	40
chr1	47565932	47566082	id-3256	1	+	NA	NONE	18
chr1	47609462	47609612	id-3257	4.23e-08	-	GGCGCGGTGTGTCCAGCGGCCAGCAGAGGTCAGGC	V_CTCF_BR	31
chr1	47612873	47613023	id-3258	3.73e-06	+	CCTGCAAATCATGTCGCTGCCACTAGAGAACCGGA	Upstream_CTCF	10
chr1	47639616	47639766	id-3259	1.46e-08	-	CTTGCAATATCTTGAACAGCCACAAGATGGCAGAA	Upstream_CTCF	40
chr1	47641122	47641272	id-3260	3e-08	-	CCTGCAATATCTCGAGCAGCCACTAGATGACTCCA	Upstream_CTCF	40
chr1	47644915	47645065	id-3261	2.89e-09	+	CTTCCTTTGGAGCGTGCAGCCACCAGGTGGCAGCC	V_CTCF_BR	40
chr1	47658670	47658820	id-3262	3.68e-10	+	TCAGCCATTCCACTCACTGCCAGCAGGTGGCAGTG	Upstream_CTCF	40
chr1	47662471	47662621	id-3263	4.23e-06	+	ATGCCAGAAGCCCGGCCTGCCAGCAGAGGTCCCAA	UpstreamP1_CTCF	11
chr1	47728609	47728759	id-3264	1.09e-06	-	CATGTGTTTACAGACTGGACCAACAGGGGGTGCCA	Upstream_CTCF	39
chr1	47756599	47756749	id-3265	1	+	NA	NONE	2
chr1	47784271	47784421	id-3266	1	+	NA	NONE	23
chr1	47799268	47799418	id-3267	1.71e-06	+	GCCTCCAGCTCAGCACCAGACACTTGAGGGCGCAG	V_CTCF_BR	34
chr1	47799980	47800130	id-3268	1	+	NA	NONE	36
chr1	47805233	47805383	id-3269	1	+	NA	NONE	36
chr1	47839604	47839754	id-3270	1.21e-05	-	AAGGCTGCAGCAAGATTCTCCACCAGGGGCACATT	Upstream_CTCF	6
chr1	47854546	47854696	id-3271	1.15e-07	+	GGTGTAGTTATCAGTATGGCCACCAAGAGGCGCCC	Upstream_CTCF	40
chr1	47871389	47871539	id-3272	4.14e-06	-	TCAGACAGCCCTAGACCAGCCGCTAGATGTCACAG	V_CTCF_BR	4
chr1	47889405	47889555	id-3273	3.97e-07	+	GATGGTTCCTCCACTGCTCCCACCAGAGGGCACCT	V_CTCF_BR	28
chr1	47890149	47890299	id-3274	8.03e-07	-	TCAGGTGCACACGAGGTGGCCAATAGGTGGCGCTT	Upstream_CTCF	40
chr1	47898159	47898309	id-3275	5.34e-06	+	TCTGTGTGGATGAGAGGCTCCTCCAGAGGTCGCTG	V_CTCF_BR	40
chr1	47902224	47902374	id-3276	3.36e-05	+	TCGCACGCCCGAGCTTTAGCCACTGTGCGGCGCTG	UpstreamP1_CTCF	40
chr1	47903117	47903267	id-3277	8.21e-06	+	GACCGCCGCCACTTCCCTGGCTGCGGCTGGCGCCC	V_CTCF_BR	5
chr1	47903571	47903721	id-3278	3.11e-10	+	TGAGCGCGGCCGAGCTGGGCCGCCAGGGGGCGCTG	V_CTCF_BR	39
chr1	47907262	47907412	id-3279	1	+	NA	NONE	1
chr1	47915694	47915844	id-3280	9.55e-09	+	GAGCGCAGGACGGGCCCAGCCACTTGGGGGCGCCG	V_CTCF_BR	39
chr1	47935718	47935868	id-3281	2.15e-05	+	GTATCGGAGATGTGGACTGCCCCCAGCGGCCAGTC	V_CTCF_BR	6
chr1	47957291	47957441	id-3282	5.68e-06	+	GAAAGGCCACCAGCTAAGACCGCCAGGGGTCAGAG	V_CTCF_BR	5
chr1	47969625	47969775	id-3283	1.17e-05	+	CTCTTGCTGGGTTTAGCAGCAGGTAGGTGGCAGCC	V_CTCF_BR	25
chr1	47974646	47974796	id-3284	4.7e-06	+	AGCCGCAGTCTTCAGCGGGCAGGCAGAGGGCTCCC	V_CTCF_BR	14
chr1	47981175	47981325	id-3285	6.21e-06	-	ACCGCTATTCTAGGGCCACCAGCCAGGTGGCCCCC	Upstream_CTCF	7
chr1	47993455	47993605	id-3286	5.01e-06	+	GATTGGGCAGAATGAGCAGACTCTAGGGGGCGACA	V_CTCF_BR	38
chr1	47995290	47995440	id-3287	1.05e-08	+	CCTGCAATACTTCTTGCTGCCACCAGGTAGTGATA	Upstream_CTCF	40
chr1	48006033	48006183	id-3288	1	+	NA	NONE	4
chr1	48011859	48012009	id-3289	2.81e-05	+	GCTCAAGTGGCTGAGCTCACCCATAGGGGGCACCT	V_CTCF_BR	17
chr1	48015314	48015464	id-3290	6.43e-06	-	GGACAGGTTCTAAGGGTAACCAGCAGGAGGAGCCT	V_CTCF_BR	17
chr1	48016949	48017099	id-3291	2.78e-06	-	AGCACAGAGGATCAGCACCCCAGCAGATGGCAGAG	V_CTCF_BR	2
chr1	48026796	48026946	id-3292	2.04e-08	-	GCAGCAGTAGCCCCCCAGGCCACCAGGGGTGTCAG	Upstream_CTCF	14
chr1	48035628	48035778	id-3293	4.01e-05	+	GCTGGGAGCTCCACCCTGACCCCAAGAGGAAGGAA	Upstream_CTCF	36
chr1	48053989	48054139	id-3294	1	+	NA	NONE	4
chr1	48084514	48084664	id-3295	1	+	NA	NONE	2
chr1	48090309	48090459	id-3296	1.19e-06	-	GGAAGCAGAGGCTGTGAGTCCAGGAGGTGGCAGCA	V_CTCF_BR	22
chr1	48092815	48092965	id-3297	8.58e-08	-	AAAGCTCTCCCTACTCCAGCCAGCAGAGGGAAGGC	Upstream_CTCF	17
chr1	48116075	48116225	id-3298	6.23e-05	-	ATGAAATAATGTATGTGGCCCACCAGGCGCTGAGC	UpstreamP1_CTCF	6
chr1	48140848	48140998	id-3299	2.27e-05	+	GAAATAAAAAGGACATTCTCCTGCAGGAGGCAGCA	V_CTCF_BR	10
chr1	48154005	48154155	id-3300	4.01e-05	+	GCTGAGCTGCCCCCGTGTGGTGCCAGGGGGCCCAG	Upstream_CTCF	2
chr1	48170036	48170186	id-3301	3.11e-05	-	CACTTTATTCTCAGGACAGCCCCAAGAGGGAGACA	V_CTCF_BR	38
chr1	48174837	48174987	id-3302	7.73e-05	+	TACGCAGGACTCGCGGCAGACTGGAGGGAGTGGGG	Upstream_CTCF	9
chr1	48175330	48175480	id-3303	1.76e-05	+	CTGGCGCAGCTCGAGCCGACCGCTAGGGGAGAGCG	UpstreamP1_CTCF	37
chr1	48176268	48176418	id-3304	4.11e-08	-	CCTGCGCCTCCGGCCACGAACGCAAGAGGGCGCCA	Upstream_CTCF	40
chr1	48190801	48190951	id-3305	3.71e-05	-	GCTGCGCCGCGCGCTCCGGCCGCTGGGCGCTCCCA	Upstream_CTCF	21
chr1	48192040	48192190	id-3306	5.72e-09	-	GCTGTCAGCACAGCCATGGCCACCAGATGGCAGGC	V_CTCF_BR	40
chr1	48204377	48204527	id-3307	2.27e-06	+	TGGCCCATCTCATAGATGAACTCTAGGTGGCGCTG	V_CTCF_BR	40
chr1	48221207	48221357	id-3308	1.01e-09	-	TCCTGCCATCCAGCAGCTGCCACCAGGGGGCAGTG	V_CTCF_BR	39
chr1	48225681	48225831	id-3309	7.44e-05	+	GCTGCCGAAGGAAGAGTGGACTGGAGGGGCCTGGC	Upstream_CTCF	8
chr1	48231415	48231565	id-3310	2.6e-07	-	CCAACTGCTCCTGCCACCACCTCCAGGGGGTGCCC	V_CTCF_BR	3
chr1	48233766	48233916	id-3311	3.11e-05	-	TTGAAAGGAACCTTATGCAACTGCAGGGGGTGCTG	V_CTCF_BR	5
chr1	48246312	48246462	id-3312	1.03e-06	+	CACAGTGGGGGAGGCTGTTCCAGTAGGGGGAACAG	V_CTCF_BR	11
chr1	48247341	48247491	id-3313	2.4e-05	+	GGTGGCTACTCCTTGCACAACTCCAGGAGGCGCCA	V_CTCF_BR	9
chr1	48251335	48251485	id-3314	8.5e-06	+	CCTGTGATGGGTTCTGTGAACTGCAGGAGGCAGTG	Upstream_CTCF	29
chr1	48396046	48396196	id-3315	1	+	NA	NONE	4
chr1	48397210	48397360	id-3316	2.31e-06	-	GCTGCGATACTTGCCCTCCCCACGTGGTGTCTCCA	Upstream_CTCF	29
chr1	48413872	48414022	id-3317	9.29e-06	+	GATGGCTTGCCAGGGATGTCCTTTAGGGGGAGCAG	Upstream_CTCF	32
chr1	48417626	48417776	id-3318	1.84e-06	+	CGCTCAGCACCCTCAGTGCCCTGAAGAGGGAGCAG	V_CTCF_BR	20
chr1	48438836	48438986	id-3319	9.87e-11	+	CAGGCACACAGGGCCTGGGCCAGCAGGGGGCAGCC	V_CTCF_BR	38
chr1	48456885	48457035	id-3320	1.83e-05	-	AATTCCACGTGCCAGGCACCCTGCAGGAGGCTCCA	V_CTCF_BR	10
chr1	48463389	48463539	id-3321	4.3e-11	+	CCGCAGCTTCCCCGTGCGGCCGCCAGAGGGCGCCC	V_CTCF_BR	40
chr1	48489352	48489502	id-3322	2.6e-06	-	GGGCCCAGGCCCACAGAGCCCAGCAGGTGTCAGTG	V_CTCF_BR	11
chr1	48526966	48527116	id-3323	2.04e-05	-	GAATCTAATCACCTTTCTGTCTGTAGGTGGCAGCA	V_CTCF_BR	39
chr1	48559463	48559613	id-3324	9.48e-11	+	CCTGCAGTACCTTCTATGTGCACCAGGTGGCAGGT	Upstream_CTCF	40
chr1	48570965	48571115	id-3325	2.78e-06	-	CAGCTTCTGACTGCTCTAACCACAGGAGGGAGCCA	V_CTCF_BR	33
chr1	48575189	48575339	id-3326	3.97e-07	+	CACTGCAGTGCTAGTTTTGCCTCTAGATGGCACTC	V_CTCF_BR	40
chr1	48589423	48589573	id-3327	1	+	NA	NONE	1
chr1	48642854	48643004	id-3328	1	+	NA	NONE	16
chr1	48656716	48656866	id-3329	1	+	NA	NONE	3
chr1	48667444	48667594	id-3330	1.35e-05	+	CTGCACTTCCTCCCCTTCTCCACTGTGAGAAACTT	UpstreamP1_CTCF	13
chr1	48667948	48668098	id-3331	2.78e-09	-	GTGCAATATCAAGGGTTGGGCACAAGGTGGCGCAA	UpstreamP1_CTCF	40
chr1	48669105	48669255	id-3332	1.15e-06	-	TATGCAGTACAAAAGATGACCACAGTGGGGAGGAG	Upstream_CTCF	39
chr1	48682714	48682864	id-3333	3.18e-06	+	TCCCACAATCTTTGCCCAACCCCTAGGGGGCAGGC	V_CTCF_BR	26
chr1	48693960	48694110	id-3334	1	+	NA	NONE	26
chr1	48702641	48702791	id-3335	5.28e-08	-	GGTGCAATAACACATATGACCAGTAGATAGAGCAC	Upstream_CTCF	39
chr1	48715646	48715796	id-3336	1.93e-05	-	CCTGCACAAATACACCTGGACAATAGGGGCATGTG	Upstream_CTCF	12
chr1	48750467	48750617	id-3337	8.81e-07	-	TCCTGACTGGAGACACCTGCCAGCAGGGGTCGACA	V_CTCF_BR	13
chr1	48822678	48822828	id-3338	1	+	NA	NONE	16
chr1	48916202	48916352	id-3339	1	+	NA	NONE	31
chr1	48936356	48936506	id-3340	8.23e-05	-	CTGCATTTCCTTCCTGTACACCCTACTGGCCAGGC	UpstreamP1_CTCF	11
chr1	48938090	48938240	id-3341	1	+	NA	NONE	12
chr1	48954309	48954459	id-3342	1	+	NA	NONE	6
chr1	48963872	48964022	id-3343	2.25e-08	-	TGGCAGCAGCCGGGCCTCACCAGCAGGGGGCGTCT	UpstreamP1_CTCF	40
chr1	48964279	48964429	id-3344	1.38e-07	+	CTGCCGTGGCGTCCTGCTCCCACGTGGTGGCACTG	UpstreamP1_CTCF	39
chr1	48996519	48996669	id-3345	3.42e-08	-	GCTACTAGCCCACCTGGCTCCAGCAGGGGGCGCAC	V_CTCF_BR	39
chr1	49018210	49018360	id-3346	4.94e-06	+	GCAGCATCCGTGGTTTCTCCCACTAGATGTCAGCA	Upstream_CTCF	37
chr1	49030296	49030446	id-3347	1.41e-06	+	GTGCAATGATAAGTATGAAACAATAGAGGGAGCAG	UpstreamP1_CTCF	18
chr1	49038436	49038586	id-3348	8.61e-08	+	CAGCCATGCACCCTGGGGGCCAGGAGAGGGCACTT	V_CTCF_BR	39
chr1	49139490	49139640	id-3349	1	+	NA	NONE	30
chr1	49143107	49143257	id-3350	2.11e-06	+	AGCACCTGCTCTGTGCCAGGCGCCAGGGGGCGCAT	V_CTCF_BR	39
chr1	49146214	49146364	id-3351	3.5e-05	-	GAATTCTTCTTCGGCCTTGCCACAAGGTGGCCGTC	UpstreamP1_CTCF	21
chr1	49153058	49153208	id-3352	1.32e-05	+	GCGGCACCCCCACAGGCTGACGCAGGGAGGCCCTG	Upstream_CTCF	2
chr1	49154161	49154311	id-3353	1.11e-05	+	GATGTTATGCAGTCCTTGGCCTCTAGGGACCCAGA	Upstream_CTCF	39
chr1	49162885	49163035	id-3354	5.72e-09	-	GGCGCCATGCTGGAAGTCACCAGCAGGTGGCAGCA	V_CTCF_BR	39
chr1	49183902	49184052	id-3355	3.88e-06	+	TCCACCTGCCCTCCTGGGCCCTGTGGAGGGCAGCA	V_CTCF_BR	7
chr1	49209244	49209394	id-3356	1	+	NA	NONE	8
chr1	49228037	49228187	id-3357	4.31e-05	-	CTGAACACAAAGTATTTTACCACAAGGGGACAGTC	UpstreamP1_CTCF	14
chr1	49283304	49283454	id-3358	3.63e-06	-	CTGTGGAAGCTGGCTCCAGACAGGTGGGGGCAGCA	V_CTCF_BR	39
chr1	49330718	49330868	id-3359	1.1e-05	-	TGCTACCTTTCTTGCGCTGCCAGTAGGAGGTACTG	V_CTCF_BR	4
chr1	49335320	49335470	id-3360	1.1e-05	-	GTTCTCAGGGAGTTCTACACCAGAAGAGGGAGCCT	V_CTCF_BR	28
chr1	49336396	49336546	id-3361	2.27e-06	-	CTACGCATATCTGCTTGTGCCACTAGGTGGTGCAC	V_CTCF_BR	38
chr1	49341898	49342048	id-3362	3.65e-05	-	AGGCATGTTTCATTTCTCTCCAGCAGGAGTAAGGG	UpstreamP1_CTCF	15
chr1	49369205	49369355	id-3363	4.21e-05	+	TTGTTCAGCACTTCTCCTACCACTAGAGGCATGCA	V_CTCF_BR	22
chr1	49381900	49382050	id-3364	3.66e-06	-	CAGAAATCTGCCCATTAGGACACTAGATGGAGCCA	UpstreamP1_CTCF	34
chr1	49382327	49382477	id-3365	1.32e-05	+	TGGTCATGTTCTGTAACCTCCACCAGGGGGTATCC	Upstream_CTCF	39
chr1	49406736	49406886	id-3366	1.48e-06	+	AAGCAGCCATGGACCCTGAACATCAGAGGGCAGTG	UpstreamP1_CTCF	10
chr1	49482394	49482544	id-3367	2.55e-06	+	CCTGTCATTCTGCACATTGCCACTTGGAGCCCACC	Upstream_CTCF	14
chr1	49502486	49502636	id-3368	2.72e-05	+	AAGAACTTGCAAGGTAGGCCCAGAGGGTGGGGCTA	UpstreamP1_CTCF	19
chr1	49526443	49526593	id-3369	1	+	NA	NONE	5
chr1	49570364	49570514	id-3370	1.24e-05	+	TCACTCTAGGCATGAACGGGCTCCAGGAGGCACTA	V_CTCF_BR	18
chr1	49663068	49663218	id-3371	1	+	NA	NONE	1
chr1	49695400	49695550	id-3372	6.75e-05	+	CTGTCATAGCACTAGGCCAACACCAGGGCTGGGAA	UpstreamP1_CTCF	15
chr1	49717196	49717346	id-3373	1.27e-06	+	ATGCAACCATGCACAGTCTCCAGCAGGGGCCCTGC	UpstreamP1_CTCF	3
chr1	49764184	49764334	id-3374	7.73e-06	-	ACCCCTCAATGATCCAGGGCCACTGGGAGGCAGTG	V_CTCF_BR	2
chr1	50095950	50096100	id-3375	3.65e-07	-	CTTACCAGAAGACTATGTGCCACAAGAGGGCACAC	V_CTCF_BR	11
chr1	50116995	50117145	id-3376	1.48e-06	-	GGGCAGTTAAGTCTTCAGTCCAGTAGGTGGTGTTT	UpstreamP1_CTCF	8
chr1	50230875	50231025	id-3377	5.12e-07	-	ATGTGGTTTGACCTACATGCCAGTAGATGGCACTT	UpstreamP1_CTCF	12
chr1	50461532	50461682	id-3378	5.93e-06	-	ACTGCTCTTCTCAGTCTAGCCACCTAGTGGAGATA	Upstream_CTCF	16
chr1	50513606	50513756	id-3379	1.52e-07	-	CGCCGCCACCCCCTGCCCACCTCGAGGGGGCGCTT	V_CTCF_BR	19
chr1	50546696	50546846	id-3380	8.81e-07	-	TTGGGCTATTTTGGCACCTCCACAAGAGGGCAGTC	V_CTCF_BR	27
chr1	50546976	50547126	id-3381	7.44e-06	-	TGTGCATCTAGCACTTCATCCACCAGAGACCGCTC	Upstream_CTCF	7
chr1	50565471	50565621	id-3382	5.9e-06	-	CTGTAAATTCTGTATTCTGCCACCAGGTGATAACA	UpstreamP1_CTCF	12
chr1	50571216	50571366	id-3383	2.68e-05	-	GTAACAGTTCACTATATAACCACCAGGTGGGTAGA	Upstream_CTCF	22
chr1	50684117	50684267	id-3384	2.19e-05	+	CAGTTGTCCTTGGATTCTTTCTGTAGGGGGCGTTG	UpstreamP1_CTCF	0
chr1	50737750	50737900	id-3385	9.81e-06	-	TGCTGTCAGGTGGCAATGCCCACTAGGGGGAGTGG	V_CTCF_BR	38
chr1	50738776	50738926	id-3386	1	+	NA	NONE	2
chr1	50745493	50745643	id-3387	1	+	NA	NONE	1
chr1	50795354	50795504	id-3388	2.27e-06	+	TAGCCAGCAACCAAAATCCCCAGCAGGTGGCGGTT	V_CTCF_BR	15
chr1	50798772	50798922	id-3389	7.07e-08	-	GGAGCGGAGCGCCCGGAGCCCGGCAGGGGGCGCTG	V_CTCF_BR	38
chr1	50799340	50799490	id-3390	2.89e-09	-	GCGGCGACTCTTCCTTCCGCCAGTAGGGGGCAGCC	V_CTCF_BR	37
chr1	50814484	50814634	id-3391	3.86e-08	-	CCTGTCATCTCTGTATGTACCACTAGAGGGCAGCA	Upstream_CTCF	40
chr1	50834229	50834379	id-3392	6.21e-06	+	ACTGACTTTCTATATTATACCACACGGGGGCAGCA	Upstream_CTCF	36
chr1	50835624	50835774	id-3393	4.14e-06	+	GCATGCCAAACAGATGTCACCAGGAGAGGGAGCAT	V_CTCF_BR	35
chr1	50881606	50881756	id-3394	1	+	NA	NONE	8
chr1	50885085	50885235	id-3395	7.78e-06	+	GCTGTCCTCCTCGCCGCCGCCGCCAGGGCCAGCGC	Upstream_CTCF	25
chr1	50886779	50886929	id-3396	3.45e-05	-	CGGCGCAGGTGGCGCTGCGCAGGCAGCAGGCGCAG	V_CTCF_BR	5
chr1	50890826	50890976	id-3397	1	+	NA	NONE	5
chr1	50891479	50891629	id-3398	9.81e-06	-	AGAGAAGAGTGAGATGCCGCCACTAGGGGTTGGGC	V_CTCF_BR	26
chr1	50904773	50904923	id-3399	2.91e-05	-	TCTGCAGTTCTTCCTCCTACCATTAGGCTTCCTTG	Upstream_CTCF	29
chr1	50941188	50941338	id-3400	3.31e-06	+	ACGCCGCTCCAAGAACTCGCCACTGGGGGTCCGGA	UpstreamP1_CTCF	8
chr1	51048157	51048307	id-3401	6.64e-05	-	AGTGCATCCCACAGGTTTACCACTAGGGCTGAGGC	Upstream_CTCF	17
chr1	51070368	51070518	id-3402	5.68e-06	-	ATCCCAGCACTTTGAGAGGCCAAAAGGGGGAGCCC	V_CTCF_BR	29
chr1	51071273	51071423	id-3403	8.81e-07	-	CTTTTCCCTCTTCTGCCCTCCACCAGAGGGTGCTC	V_CTCF_BR	40
chr1	51086350	51086500	id-3404	3.1e-07	+	TTGCAGTTTGAGCTGCGATCCAGTAGATGGTGCTT	UpstreamP1_CTCF	40
chr1	51086859	51087009	id-3405	1	+	NA	NONE	6
chr1	51132716	51132866	id-3406	1	+	NA	NONE	19
chr1	51149982	51150132	id-3407	1.38e-06	+	TTCTGAAATTCGGTCTCTGCCAGCAGGGGTCAGGC	V_CTCF_BR	29
chr1	51169829	51169979	id-3408	6.18e-07	-	AGTGTGTTTCAGCTTTCTCCCACAAGAGGGCAGAA	Upstream_CTCF	40
chr1	51201162	51201312	id-3409	4.5e-06	-	TCTTAACTTGATTTTACTGCCACTAGGGGGTGCCT	Upstream_CTCF	37
chr1	51215764	51215914	id-3410	6.46e-07	+	CCTAACTCCAAAGATCTTACCACAAGATGGCACTG	V_CTCF_BR	40
chr1	51240555	51240705	id-3411	6.05e-06	+	TAACAACCCAGTGAAATTACCACTAGGTGTCACTG	V_CTCF_BR	40
chr1	51313356	51313506	id-3412	1	+	NA	NONE	0
chr1	51339144	51339294	id-3413	6.98e-07	+	CTTAAGAAAATGGCCAGAACCTGCAGATGGCGCCA	V_CTCF_BR	40
chr1	51339377	51339527	id-3414	4.7e-06	+	CCTATAGGTTAGCCCTGCTCCGCAAGGTGGCAGTG	V_CTCF_BR	7
chr1	51395173	51395323	id-3415	8.21e-06	+	CTTACATTATCTTTTCTATCCACAAGAGGGAGCAA	V_CTCF_BR	39
chr1	51426054	51426204	id-3416	1	+	NA	NONE	39
chr1	51433221	51433371	id-3417	7.91e-05	+	TTGCTTGGTTTCATTTTGACCACTGGGTGCATCAT	UpstreamP1_CTCF	18
chr1	51433789	51433939	id-3418	1.93e-05	-	GCTGCGGCTGCTGCTGCCTCCTCTAGGCGCGCGCG	Upstream_CTCF	32
chr1	51434515	51434665	id-3419	1	+	NA	NONE	15
chr1	51435436	51435586	id-3420	8.34e-07	-	CAGAACTGCAGGGGCAGGTCCTCCAGGGGGCTCGG	UpstreamP1_CTCF	29
chr1	51452460	51452610	id-3421	2.86e-06	-	GTGTACTTCCCACTGTATCACATCAGGAGGCAACG	UpstreamP1_CTCF	7
chr1	51510632	51510782	id-3422	2.04e-05	-	CCGACTATTTAATAAATATCCACAAGATGGTGCCA	V_CTCF_BR	21
chr1	51524548	51524698	id-3423	2.72e-06	-	CTGCCATCACTTGCACCAACCTGTAGGTGACAGTC	UpstreamP1_CTCF	40
chr1	51552733	51552883	id-3424	5.08e-05	+	GGGCAGGACACAGCAATCACTGGGAGGGGTAGGGC	UpstreamP1_CTCF	16
chr1	51554279	51554429	id-3425	1	+	NA	NONE	36
chr1	51590381	51590531	id-3426	1	+	NA	NONE	7
chr1	51605275	51605425	id-3427	1.47e-05	-	AAAATCTAAGACAATAGCAACTCTAGGGGGCACCA	V_CTCF_BR	22
chr1	51655210	51655360	id-3428	1.38e-07	-	CTGTTGTGTTGCTGCACAACCAACAGAGGGAGCCC	UpstreamP1_CTCF	40
chr1	51657984	51658134	id-3429	3.31e-06	+	AAGCAGGGCGCACTACTGGCCTCTAGTGGACAGAA	UpstreamP1_CTCF	40
chr1	51684367	51684517	id-3430	9.39e-07	+	TCTGCTGTTCCACATGAAGTCAGTTGGGGTCACTG	Upstream_CTCF	12
chr1	51762582	51762732	id-3431	1.67e-08	-	GCTGTGGTTCGGGGCTTGGCCACTTGAGGGCAGCA	Upstream_CTCF	40
chr1	51765023	51765173	id-3432	4.7e-06	+	CTGACCTCGGAGGATCCTGGCAGAGGGGGGCGCTG	V_CTCF_BR	4
chr1	51776693	51776843	id-3433	4.88e-06	+	CATCACTTCCCTTTGAGCCCCGCCAGGGGCAGGAG	UpstreamP1_CTCF	14
chr1	51779256	51779406	id-3434	1	+	NA	NONE	38
chr1	51781789	51781939	id-3435	1.73e-05	+	GCACCCAGCACACTGCCGGGCCCAGGAGGGCGCTC	V_CTCF_BR	3
chr1	51807710	51807860	id-3436	3.56e-05	+	TTTTTGGTGCTGTCTCCTACCACAAGTGGGGGCTA	Upstream_CTCF	27
chr1	51810678	51810828	id-3437	1.67e-07	-	TCCACGGCCGCCGCCGCCGCCGCGAGGGGCCGCCC	V_CTCF_BR	14
chr1	52000788	52000938	id-3438	2.43e-06	-	AAAGACATTTGGGCCACCACCACTTGAGGGCAGTA	V_CTCF_BR	40
chr1	52032060	52032210	id-3439	1.41e-06	-	ATGAGGTTAAAATTGACAACCAGCAGGTGGCAGCT	UpstreamP1_CTCF	26
chr1	52034055	52034205	id-3440	1	+	NA	NONE	8
chr1	52035019	52035169	id-3441	2.66e-05	+	AGGTCTTTGAAGAGTCCTGCCACATGGAGGCGGGG	V_CTCF_BR	35
chr1	52093469	52093619	id-3442	1	+	NA	NONE	40
chr1	52123265	52123415	id-3443	1	+	NA	NONE	17
chr1	52131900	52132050	id-3444	1	+	NA	NONE	4
chr1	52172944	52173094	id-3445	1.32e-05	-	TAAGAAGGTATTGAAGCAGGCACCAGAGGGCCCCC	Upstream_CTCF	2
chr1	52184942	52185092	id-3446	1.03e-05	+	AGGAAGTTCCTTGAAGGGGAGACCAGAGGGCGTGC	UpstreamP1_CTCF	1
chr1	52217923	52218073	id-3447	1	+	NA	NONE	5
chr1	52234763	52234913	id-3448	1.91e-09	-	CAGCAGTAGCAGCTGATGACCAGCAGGTGTCACAA	UpstreamP1_CTCF	39
chr1	52251038	52251188	id-3449	1.14e-06	-	CTGTGGTGAGCTTACATGGGCACTGGGGGTCAGGG	UpstreamP1_CTCF	5
chr1	52258607	52258757	id-3450	1	+	NA	NONE	12
chr1	52345214	52345364	id-3451	1	+	NA	NONE	9
chr1	52362634	52362784	id-3452	3.42e-05	+	TAGGTGATTTCTTGATAAACCTCAAGGTGGAGCTA	Upstream_CTCF	40
chr1	52390220	52390370	id-3453	1	+	NA	NONE	9
chr1	52391969	52392119	id-3454	8.71e-06	-	GTGGGGAGACGTATTCTTCCCACAAGGAGGCACTG	V_CTCF_BR	39
chr1	52402342	52402492	id-3455	1.84e-06	-	GCATCAGGGCTGTGGGAACCCAGCAGAGGGCTCTC	V_CTCF_BR	31
chr1	52423300	52423450	id-3456	5.51e-07	-	AGGCCCATTCTGGGTGTTGACACCAGGGGGAAGAG	V_CTCF_BR	8
chr1	52428592	52428742	id-3457	6.05e-06	-	AGCAGAAGCTGTTCACTGGCCAGTAGAGGGATAAG	V_CTCF_BR	12
chr1	52468072	52468222	id-3458	2.81e-06	-	AGTACAGTTCCAATTTCGGACACAAGAGGGAGTAT	Upstream_CTCF	40
chr1	52537383	52537533	id-3459	1.77e-05	+	CCTGCAGTTCCTTCTTCCTCCAGCTAGAGCCTCAG	Upstream_CTCF	22
chr1	52563719	52563869	id-3460	1	+	NA	NONE	2
chr1	52593217	52593367	id-3461	1.71e-06	+	TAATGCTTCCTTACTGGCACCAGAAGATGGCAGTG	V_CTCF_BR	40
chr1	52607645	52607795	id-3462	1.03e-06	+	ACGCCGTAGCCGGACGTGGGGTCCAGGGGGCGCTG	UpstreamP1_CTCF	40
chr1	52608348	52608498	id-3463	6.9e-05	+	CGGGCCCTGCACGTACATCCCGGAGGGAGGCAGAT	Upstream_CTCF	14
chr1	52656663	52656813	id-3464	2.23e-06	+	CTGCCTTAGCCCCCTAACGCCTCCAGTGGGTGGGA	UpstreamP1_CTCF	14
chr1	52730287	52730437	id-3465	2.27e-06	-	CAGAGCAGATAAGTTCCAGCCTCCAGGAGGCACAC	V_CTCF_BR	27
chr1	52762048	52762198	id-3466	3.88e-06	-	CAGTCCATATTCAGATCCATCAGCAGAGGGCAGTA	V_CTCF_BR	40
chr1	52796244	52796394	id-3467	3.63e-05	+	TGATAATGAGCAGTGAGGACCTCCAGTGGTCACTT	V_CTCF_BR	16
chr1	52798673	52798823	id-3468	3.91e-06	-	TTTGCAACTCTGAGTCTGGCCACTTGGGGAGTCAA	Upstream_CTCF	23
chr1	52814436	52814586	id-3469	2.02e-06	-	GTGCTAAACCCAGCACTAGCCACTGGGGAGCAGCC	UpstreamP1_CTCF	39
chr1	52825685	52825835	id-3470	1.21e-05	+	TCTGCAGATACCTGACTCCAAGGCAGGGGGAGCTG	Upstream_CTCF	22
chr1	52830028	52830178	id-3471	1.59e-06	+	GTGTCTAAGGGCTCTGCCACCTCCAGGAGGCACTG	V_CTCF_BR	27
chr1	52831768	52831918	id-3472	3.4e-06	+	GCGGTAGCGACAGGAAGCGCCAGCAGGGGAGGTGG	Upstream_CTCF	29
chr1	52834093	52834243	id-3473	1.85e-05	-	GCTGGCTTTACGTGAACCGCCTCGGGGAGGCAGCG	Upstream_CTCF	35
chr1	52870510	52870660	id-3474	3.09e-07	-	CTCGGTCAGGAGAAATGGGCCACAAGGGGGCTGAG	V_CTCF_BR	40
chr1	53018387	53018537	id-3475	4.41e-06	+	GAAAGAAAGAAGTGTCAGGCCCCCAGGGGGCGGCT	V_CTCF_BR	30
chr1	53019260	53019410	id-3476	1	+	NA	NONE	9
chr1	53033842	53033992	id-3477	3.63e-05	-	ACTTAGCAAGAGGAGAGAGACAGTTGGGGGAGGAG	V_CTCF_BR	5
chr1	53094940	53095090	id-3478	1	+	NA	NONE	10
chr1	53128328	53128478	id-3479	1	+	NA	NONE	11
chr1	53132117	53132267	id-3480	4.88e-06	-	ATGATCTGCCTAAGGTCACACAGCAGGTGGTGCTA	UpstreamP1_CTCF	36
chr1	53152011	53152161	id-3481	2.57e-08	-	CTGTTGTCTCCCCAGCTTGTCACCAGGGGGCGAGC	UpstreamP1_CTCF	40
chr1	53156192	53156342	id-3482	1	+	NA	NONE	33
chr1	53166666	53166816	id-3483	1.92e-06	+	TTGAAATGAGATCACCTGAGCGGTAGAGGGCACAA	UpstreamP1_CTCF	40
chr1	53213911	53214061	id-3484	3.36e-07	-	CATATCAGAGATAAAACAGCCAGCAGATGGCAGAG	V_CTCF_BR	30
chr1	53291634	53291784	id-3485	5.98e-05	-	ACGAAATAATGTAAACATACCATTAGAGGGCAGGA	UpstreamP1_CTCF	33
chr1	53308348	53308498	id-3486	7.23e-07	+	CGGGCATTTCAAAAGCTCGCCGGCAGGGCGCGGCG	Upstream_CTCF	38
chr1	53367168	53367318	id-3487	2.27e-06	+	CCCTATCAGAGTGGTTTGTCCACTAGATGGTGGCC	V_CTCF_BR	19
chr1	53370640	53370790	id-3488	1.09e-07	+	CTGTAGTTGCGATTACCTGCCCCCGGGAGGAGCCC	UpstreamP1_CTCF	40
chr1	53379372	53379522	id-3489	5.12e-06	+	CTACACTGATGCACTGTCGCCACCCGGGGGCCCTA	UpstreamP1_CTCF	27
chr1	53387378	53387528	id-3490	1.73e-05	-	GGAGGCAACAGACGCTTGGCCCATAGGTGGAGCAA	V_CTCF_BR	38
chr1	53402963	53403113	id-3491	1	+	NA	NONE	0
chr1	53409435	53409585	id-3492	4.03e-06	+	ATGAGGTTTCTTCACCCCTGCAGTAGAGGGCACAC	UpstreamP1_CTCF	4
chr1	53435847	53435997	id-3493	6.84e-06	-	ACCCCATTCTACTACACTTACAGAAGAGGGCACCA	V_CTCF_BR	33
chr1	53487988	53488138	id-3494	1	+	NA	NONE	12
chr1	53528363	53528513	id-3495	1	+	NA	NONE	22
chr1	53531204	53531354	id-3496	5.41e-06	-	CAGGCAGGTTTGTGGGTGGACACGAGGGTGCGCAA	Upstream_CTCF	2
chr1	53552236	53552386	id-3497	1.82e-06	+	CTTCTGTGTGCCCTGCAGGCCTCCTGGAGGCAGCC	UpstreamP1_CTCF	7
chr1	53553570	53553720	id-3498	6.34e-08	-	GCTGCAGGGGCAGGCGAGGCCTCCAGGGGCAGGGT	Upstream_CTCF	11
chr1	53557915	53558065	id-3499	1.31e-05	-	GTCCTCAAGCTCACTGAGTCCGCATGGGGGCGGCC	V_CTCF_BR	1
chr1	53587554	53587704	id-3500	4.68e-07	+	CGGGGCGGGGTGTGTGTGTCCTGTAGAGGGCAGCT	V_CTCF_BR	20
chr1	53591384	53591534	id-3501	1.74e-07	-	CCTGCTGCTCTGGTTCCCTCCACGGGGTGGCCCTG	Upstream_CTCF	17
chr1	53603502	53603652	id-3502	1.23e-05	+	TTGTCATTCTGGGACTTGTCCTTTAGAGGGCCCCC	UpstreamP1_CTCF	30
chr1	53638508	53638658	id-3503	7.73e-05	-	GCTTAAAGTCTTATTTGGGTCACTAGATGGACCTA	Upstream_CTCF	35
chr1	53642549	53642699	id-3504	1.04e-05	-	GCAGAGCTCCATGCTGCTGTCAGTGGGTGGCAGCA	V_CTCF_BR	36
chr1	53647794	53647944	id-3505	1	+	NA	NONE	39
chr1	53651497	53651647	id-3506	2.78e-09	-	CTGTTATGCCCAGACAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	40
chr1	53651705	53651855	id-3507	1	+	NA	NONE	13
chr1	53652334	53652484	id-3508	1	+	NA	NONE	4
chr1	53655932	53656082	id-3509	2.1e-05	+	CAGCATTACCTCCTGAGCTCCGCCTGCTGGTGCGA	UpstreamP1_CTCF	15
chr1	53662261	53662411	id-3510	3.48e-06	-	CTGCTCGTCTCCCTTCCCTTCCCTAGGAGGCGGGA	UpstreamP1_CTCF	30
chr1	53688805	53688955	id-3511	4.5e-05	-	GGTCACTGCAGCTGTAACTGCATTAGGGGGCACCC	UpstreamP1_CTCF	0
chr1	53720836	53720986	id-3512	4.65e-06	-	TAGTTCTTACCACTTGAGGCCAGTAGGGGCTTGGA	UpstreamP1_CTCF	32
chr1	53731830	53731980	id-3513	5.86e-07	+	CTTGTGCTTCCATATTAGGCCTCCAGAGGTCAGAC	Upstream_CTCF	40
chr1	53744012	53744162	id-3514	7.61e-08	+	GTGGCAGCACCAGATCTTTCCACGTGGGGGCGCCC	Upstream_CTCF	40
chr1	53757343	53757493	id-3515	1	+	NA	NONE	23
chr1	53781888	53782038	id-3516	8.5e-06	+	CCTGATGTACCACTTGGCCCCTACAGTAGGCAGTA	Upstream_CTCF	27
chr1	53787153	53787303	id-3517	1.38e-06	-	GAAGCCAGAGAGAGAGAGACCCCCAGGGGGCAGTG	V_CTCF_BR	38
chr1	53794460	53794610	id-3518	2.11e-06	+	GGAAGGGATGCCATCCCTGCCGCTAGGGGCCGCGC	V_CTCF_BR	21
chr1	53829114	53829264	id-3519	2.58e-07	-	GGTGCAGCACCTGGGCTGGCCACATGTGGGAGATG	Upstream_CTCF	11
chr1	53841841	53841991	id-3520	1.08e-05	+	CTCTTGCCCCCTCCACCGCCCACCAGGCGGCCTTC	UpstreamP1_CTCF	8
chr1	53858209	53858359	id-3521	9.84e-06	-	CTGCACTGGCTGTGTTAGGGTGAGAGAGGGCAGCC	UpstreamP1_CTCF	5
chr1	53859095	53859245	id-3522	7.99e-11	-	ACGCCGTTTTTGTCTGTGGCCAGCAGGGGGCGCCC	V_CTCF_BR	40
chr1	53875930	53876080	id-3523	1.27e-06	-	AAGCTGCAGCACTAGGGGGCCAGCGGGAGGAGCGG	UpstreamP1_CTCF	12
chr1	53910352	53910502	id-3524	1.98e-08	+	CTGTTACACCCGGACAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	40
chr1	53916045	53916195	id-3525	1.96e-08	+	GAAGGGGGGTGGCCATCGGGCAGCAGGGGGCACTG	V_CTCF_BR	38
chr1	53935101	53935251	id-3526	1	+	NA	NONE	21
chr1	53935865	53936015	id-3527	5.08e-05	-	CCGGCGGCGCCCTGCCAGGGCACCGGGGTCAGGGA	Upstream_CTCF	35
chr1	53939241	53939391	id-3528	1.21e-05	-	GTAGTTTTGCACAATGTCACCATCGGGGGGAGCTG	Upstream_CTCF	32
chr1	53946452	53946602	id-3529	1.84e-06	+	GGGAAGTCTATGGCCATGTACGCCAGGGGGCGGGC	V_CTCF_BR	5
chr1	53951237	53951387	id-3530	5.01e-09	+	GGGGAAGGCAAAGGAGTGGCCGCGAGGGGGCGCCA	V_CTCF_BR	40
chr1	53951848	53951998	id-3531	2.81e-05	+	TGCAGATACACAAACCAGCCCAGTAGAAGGCGGTC	V_CTCF_BR	32
chr1	53965174	53965324	id-3532	1.47e-05	+	GTGTTTCCAATGCGCAGCAGCAGTGGGGGGCGCTC	V_CTCF_BR	4
chr1	53966855	53967005	id-3533	2.6e-06	-	TTTCAGAGCAGGTGGCAGGCCAGCAGCAGGCAGCA	V_CTCF_BR	7
chr1	53976772	53976922	id-3534	1	+	NA	NONE	9
chr1	53982917	53983067	id-3535	1	+	NA	NONE	2
chr1	53991325	53991475	id-3536	1.82e-06	-	CTGCGGTGCCGGGAGATGGCCTGTAGGGCACCAGG	UpstreamP1_CTCF	15
chr1	54007550	54007700	id-3537	1	+	NA	NONE	38
chr1	54023035	54023185	id-3538	1	+	NA	NONE	6
chr1	54042994	54043144	id-3539	1.83e-05	-	GAGAATCAGGAGGGACAGGTCACCAGGAGGCAGTG	V_CTCF_BR	14
chr1	54058435	54058585	id-3540	5.52e-05	-	CTGCAGCTTCAGGAGGCTGGGTCTTGAAGGAGGAG	UpstreamP1_CTCF	29
chr1	54059873	54060023	id-3541	6.47e-09	-	ACTGCTGTGCAGCCTATGAGCAGCAGGAGGAGCTG	Upstream_CTCF	33
chr1	54066321	54066471	id-3542	2.94e-06	+	GCTGCGCTGCTGCCCACAGGCTGGAGGGAGCAGTG	Upstream_CTCF	2
chr1	54082647	54082797	id-3543	4.59e-07	+	ATGCAATCCTCTCTGCCCTCCTCCAGAGGGCCTAG	UpstreamP1_CTCF	34
chr1	54088357	54088507	id-3544	2.6e-07	+	CAAAGATTCTCCCCCGGAGCCTCCAGAGGGAGCAA	V_CTCF_BR	9
chr1	54102370	54102520	id-3545	9.84e-06	-	ATGCAGGTGAGTGCATGGGCTCCCAGAAGGCCCAG	UpstreamP1_CTCF	3
chr1	54104975	54105125	id-3546	1.73e-05	+	CTTCCCATCTCCCATTGGCCCGCAGGGTGGCAGCA	V_CTCF_BR	15
chr1	54121943	54122093	id-3547	2.39e-05	-	CGGCTGATCTGCAGCTTGGCCAGGAGGAGGTCTCA	UpstreamP1_CTCF	8
chr1	54147887	54148037	id-3548	3.18e-06	-	ATGCCTAACACACAACCTGCCACCAGGTGTCAGCT	V_CTCF_BR	39
chr1	54149982	54150132	id-3549	1.24e-05	+	GCGTGGGAAAGCCTAGAAGCCTCTAGGGGTCTCCC	V_CTCF_BR	32
chr1	54153156	54153306	id-3550	1	+	NA	NONE	4
chr1	54154486	54154636	id-3551	2.53e-05	+	ATTTGGGGGCACCTTGAGGACACCTGCTGGCAGAA	V_CTCF_BR	25
chr1	54159050	54159200	id-3552	2.43e-06	-	TTAGCAGTTCTGGCCTCTGGCCACAGGGGCTGCTG	Upstream_CTCF	5
chr1	54181260	54181410	id-3553	4.38e-09	+	CAGGACTGAGGCAGGGACGCCAGCAGGGGGCGGCA	V_CTCF_BR	40
chr1	54184203	54184353	id-3554	7.73e-06	+	CACCATGCTGAAAAAGTAGACTCCAGAGGGTGCTA	V_CTCF_BR	18
chr1	54191228	54191378	id-3555	2.97e-06	-	CCTGGGACACCATGGAGAACCAACAGATGGAGCCC	V_CTCF_BR	33
chr1	54194756	54194906	id-3556	3.16e-06	-	GTGTTACTTCCCATCCCTGACAGCAGGGGTATCCA	UpstreamP1_CTCF	4
chr1	54200118	54200268	id-3557	7.73e-06	-	GATTTGCTCAAAGCTGCAGACAGTAGGTGGCAGTT	V_CTCF_BR	8
chr1	54205307	54205457	id-3558	1	+	NA	NONE	15
chr1	54220486	54220636	id-3559	1.26e-07	-	GGCTTGTGTTTTCCACTGGCCAGCAGAGGTCACTA	V_CTCF_BR	40
chr1	54229247	54229397	id-3560	2.6e-07	+	GTGAGCAGGGAGAGCATGACCACTTGAGGGCGGTC	V_CTCF_BR	22
chr1	54277376	54277526	id-3561	2.83e-07	-	GTGCTGATTGGGCCTCCTGCCAGGAGGTGGCGCTT	V_CTCF_BR	37
chr1	54287173	54287323	id-3562	1.09e-06	+	ATTGCACTATTCTGTGTAGCCACTGGGTGCTACCA	Upstream_CTCF	25
chr1	54292162	54292312	id-3563	4.7e-06	-	TAGTGGCTTAAAGCAGTGTCCAGCAGGGGGATCCT	V_CTCF_BR	37
chr1	54304097	54304247	id-3564	3.18e-06	-	CTTCGAAGGGACCGTTTGGTCGCCAGAGGGCGGTT	V_CTCF_BR	29
chr1	54326667	54326817	id-3565	4.01e-09	+	CAGCTCTGCTCTCTATCAGCCAGAAGGGGGCACCA	UpstreamP1_CTCF	40
chr1	54344291	54344441	id-3566	1.21e-05	+	TTTGGTAGTATTCAAATGTCCAGAAGGGGGAGCTT	Upstream_CTCF	38
chr1	54361437	54361587	id-3567	7.17e-05	-	AGGGGAAGGGCATTCTTGACCAGCCGATGTCAGCA	Upstream_CTCF	0
chr1	54384985	54385135	id-3568	1.04e-05	-	GCTCCAAGTTGTTTCTTGTCCTCCAGGGGGCTAAC	V_CTCF_BR	25
chr1	54412151	54412301	id-3569	3.88e-06	+	GCTGCCCCGGGCAGGGGCACAGGTAGGTGGCGGCC	V_CTCF_BR	35
chr1	54414816	54414966	id-3570	3.97e-07	-	ACTAGAAGTCTGATTCCATCCAGCAGAGGGCACAA	V_CTCF_BR	40
chr1	54418875	54419025	id-3571	1.03e-05	+	ATGTAGTTCCCGTCTTTGTTATACAGATGGCAGCA	UpstreamP1_CTCF	5
chr1	54425444	54425594	id-3572	4.02e-07	-	CATGCAGTACTAATTTCAGAGGGCAGAGGGCACTA	Upstream_CTCF	38
chr1	54433136	54433286	id-3573	1	+	NA	NONE	1
chr1	54445543	54445693	id-3574	3.48e-06	-	CTCCTTTACCTGCTCTGGACCAGGAGGCGGCGCTG	UpstreamP1_CTCF	5
chr1	54457859	54458009	id-3575	1.71e-06	+	TGATAGAACCCCTCAGTCTCCTGCAGGGGGCAGCT	V_CTCF_BR	37
chr1	54474713	54474863	id-3576	1.16e-05	+	ACAGCGCCACCACCCAGGGCCGCAGGGTGGGCACA	Upstream_CTCF	1
chr1	54482028	54482178	id-3577	7.6e-05	+	GTGCAGCACAGACCATGCACAAGGTGGGGCCATGG	UpstreamP1_CTCF	4
chr1	54520180	54520330	id-3578	1	+	NA	NONE	14
chr1	54535536	54535686	id-3579	1	+	NA	NONE	12
chr1	54535843	54535993	id-3580	8.19e-06	+	TTGTCTTTATAGGTTATAATCACTAGGGGGCAATA	UpstreamP1_CTCF	38
chr1	54547441	54547591	id-3581	7.1e-09	-	GTGGAGTCACTGCTTTTGGCCTGCAGGGGGCAGTA	UpstreamP1_CTCF	40
chr1	54569751	54569901	id-3582	1	+	NA	NONE	0
chr1	54572940	54573090	id-3583	2.23e-06	+	GTGCCTGTCTCATCACTTCACAGCAGGGGGCACAT	UpstreamP1_CTCF	37
chr1	54587336	54587486	id-3584	5.51e-07	+	CGGAGCCCTCCTTGTGGTCCCACAAGATGGCGCTG	V_CTCF_BR	40
chr1	54591453	54591603	id-3585	8.61e-08	+	TGGATGGGCTTGGAAGAAGCCAGCAGAGGGCAGTG	V_CTCF_BR	37
chr1	54597577	54597727	id-3586	8.71e-06	-	GCCCTCACTTCAGCCCCTGCCACATGGTGTCAGTG	V_CTCF_BR	3
chr1	54627946	54628096	id-3587	1	+	NA	NONE	0
chr1	54647480	54647630	id-3588	1.64e-07	+	GCAGCAAGATTGCTTTAGCCCAGTAGGTGGAGCTG	Upstream_CTCF	40
chr1	54684914	54685064	id-3589	4.7e-06	+	GCAGTTAGTGTGGGAACTTCCAGCAGCTGGAGGAG	V_CTCF_BR	14
chr1	54693838	54693988	id-3590	1.55e-05	+	GCCGTGGGGACGAGAGCAACAGGCAGGGGGCGAGG	V_CTCF_BR	16
chr1	54738706	54738856	id-3591	1	+	NA	NONE	35
chr1	54739285	54739435	id-3592	7.27e-06	-	CCTTAGCTTGCTCCTCTGTCCAGTGGGGGGTGCTG	V_CTCF_BR	28
chr1	54740197	54740347	id-3593	5.34e-06	+	CTCCTTTAGGCTCCAACATCCACTAGAGGCCACCA	V_CTCF_BR	23
chr1	54741056	54741206	id-3594	3.06e-08	-	CTCCAGCGGGAAGCAGGAGCCAGCAGAGGGAGCGG	V_CTCF_BR	25
chr1	54743634	54743784	id-3595	1.03e-06	-	CTGGACCCTAGTTTTCTCACCAGTAGATGGAGCAG	V_CTCF_BR	9
chr1	54763625	54763775	id-3596	3.28e-05	-	GGTTGGGGAGCATGAGGGGGCAGAAGAGGCCTGCG	V_CTCF_BR	2
chr1	54764024	54764174	id-3597	7.44e-05	+	CCAGACCTGCCTACTCCCACCACTCTGGGGAGCCA	Upstream_CTCF	1
chr1	54771814	54771964	id-3598	7.73e-05	-	TGTGTAATATCCACTCACTCCTTGGGAGGGACCCA	Upstream_CTCF	4
chr1	54776776	54776926	id-3599	1.04e-06	+	CTGGCCATCCCAGAAGGGGGCAGCAGAGGGAAGGT	Upstream_CTCF	40
chr1	54788988	54789138	id-3600	5.9e-06	+	CTCGAATCCCAAGACCCCTCCAGCAGGTGGGGCTG	UpstreamP1_CTCF	27
chr1	54803739	54803889	id-3601	3.16e-06	-	GGGCAGTCACAGGCAACTTCCTGGAGCAGGCAGTG	UpstreamP1_CTCF	1
chr1	54809121	54809271	id-3602	1.92e-05	-	AGGCAGACCTGCTCCCCTGCCACTGGGTGGCCTGG	UpstreamP1_CTCF	13
chr1	54822578	54822728	id-3603	1	+	NA	NONE	7
chr1	54825224	54825374	id-3604	2.81e-05	+	CCACCTACTCTTCTTCCCGGCTGTAGAGGTCACTG	V_CTCF_BR	9
chr1	54826200	54826350	id-3605	1	+	NA	NONE	20
chr1	54827124	54827274	id-3606	1	+	NA	NONE	21
chr1	54836252	54836402	id-3607	3.11e-05	+	GTCTGTCACTGCCCCAGGACTGCTAGAGGGTGCCA	V_CTCF_BR	1
chr1	54841504	54841654	id-3608	1.26e-07	+	CATCCGCTGCCCAGGGGGGCCACAAGGTGGTGCTG	V_CTCF_BR	21
chr1	54851428	54851578	id-3609	1	+	NA	NONE	0
chr1	54856460	54856610	id-3610	9.62e-05	+	GCGCTGCCAAGAGGAAGAGCCTCCAGAGAGAGGAG	UpstreamP1_CTCF	2
chr1	54870935	54871085	id-3611	7.27e-06	+	CTCCGGGTGCTTGGCGCGCTCTGGAGAGGGCAGCA	V_CTCF_BR	21
chr1	54871168	54871318	id-3612	9.81e-06	-	GCACTTTGCCCACCGGGTGCGGGCAGGGGGCGCGT	V_CTCF_BR	8
chr1	54872329	54872479	id-3613	3.09e-06	-	GCCGCAGCGCCCCCCTAGCCCCCCAGTGGTCCACG	Upstream_CTCF	18
chr1	54887305	54887455	id-3614	1	+	NA	NONE	0
chr1	54891030	54891180	id-3615	2.12e-06	-	ATGCAGTGAATTGCCCAAGCCACAAGGAGAGGCCA	UpstreamP1_CTCF	29
chr1	54934491	54934641	id-3616	1.18e-05	-	TGGCTTTCTTCTCACAACTCCACTAGGTGGTGCCC	UpstreamP1_CTCF	32
chr1	54953760	54953910	id-3617	3.03e-05	+	TGTGCAGGAACCAAACACACAGACAGGGGGTGGTT	Upstream_CTCF	34
chr1	54954107	54954257	id-3618	1	+	NA	NONE	18
chr1	54955174	54955324	id-3619	7.07e-08	-	TGCAAACCTCCGGCGGCGGCCCCTAGGGGGCAGTG	V_CTCF_BR	40
chr1	54965261	54965411	id-3620	8.03e-07	+	ACTGCGGCTTCCGGCTGCTCCAGGAGGGAGCAGGG	Upstream_CTCF	40
chr1	54976499	54976649	id-3621	7.27e-06	+	TCAGGTGAAGTGCAGGCAGCCTCTGGGGGGCAGAT	V_CTCF_BR	6
chr1	54985482	54985632	id-3622	7.49e-07	-	GTGCCATGACACAGTCAGGCCTGGGGGTGGCAGGA	UpstreamP1_CTCF	33
chr1	55007901	55008051	id-3623	7.27e-06	-	CCGAGGTCCCCGAGCCCAGCCAGAGGCGGGAAGCT	V_CTCF_BR	36
chr1	55013560	55013710	id-3624	1	+	NA	NONE	11
chr1	55037633	55037783	id-3625	1.59e-06	+	GGCTGCAGCCAGAATTTGGCCAGGGGAGGGCAGCT	V_CTCF_BR	12
chr1	55038425	55038575	id-3626	1	+	NA	NONE	11
chr1	55040919	55041069	id-3627	9.51e-07	-	GCCCCTGTCCCAGAGGTGACCACCAGGGGCCTGGG	V_CTCF_BR	22
chr1	55129522	55129672	id-3628	2.96e-05	-	TGGAACTTCAGATTCTCGATCACCAGAGGACGCTG	UpstreamP1_CTCF	13
chr1	55134357	55134507	id-3629	2.34e-06	+	TTGCACCAATGCTGGCTTGCCTGTAGGTGTCGGGT	UpstreamP1_CTCF	8
chr1	55137807	55137957	id-3630	3.41e-08	+	CTTGTAGTATCAGATTTAGCCAGCAGAGGACAGTG	Upstream_CTCF	40
chr1	55148376	55148526	id-3631	1	+	NA	NONE	0
chr1	55181450	55181600	id-3632	1.47e-05	+	TGAGGGAAGGGAACCCGCGCCGCCGGAAGGAGCCG	V_CTCF_BR	18
chr1	55231339	55231489	id-3633	4.3e-06	+	GTGGCGTTTTTAGCAAAGACCAGAAGGGGGTGAGA	Upstream_CTCF	15
chr1	55233876	55234026	id-3634	2.01e-05	+	CTTGAAAGTATAATTGGCACCACAGGGAGGCAGCC	Upstream_CTCF	32
chr1	55235420	55235570	id-3635	4.01e-05	-	GGGCCTTCAAGGAAGGGCTCCTGATGGGGGTGCCA	V_CTCF_BR	5
chr1	55252513	55252663	id-3636	1	+	NA	NONE	0
chr1	55257689	55257839	id-3637	5.93e-10	-	CTGCAATTCAGGCATAGTGCCACCAGGTGGTGGTA	UpstreamP1_CTCF	40
chr1	55260635	55260785	id-3638	1	+	NA	NONE	14
chr1	55266916	55267066	id-3639	1.27e-06	-	GGGCACTCCTCGGGCCCACCCACCTGCGGGAGGCG	UpstreamP1_CTCF	6
chr1	55267197	55267347	id-3640	1	+	NA	NONE	37
chr1	55271623	55271773	id-3641	1.54e-05	-	GAGCTGTGGGCCTCGCCCTCGCCCACGTGGCGCCC	UpstreamP1_CTCF	1
chr1	55274215	55274365	id-3642	1.3e-07	+	GGTGTTATTCCAGGTGCTGCCGGGGGAGGGCAGTG	Upstream_CTCF	20
chr1	55274606	55274756	id-3643	8.97e-05	+	TGTGTGTGACTGGACAGCAGCCCCTGAGGGCGGAC	Upstream_CTCF	31
chr1	55276265	55276415	id-3644	3.48e-06	+	CAGCAGTGACCCCGCATGGCTAAAAGGTGCAGAGC	UpstreamP1_CTCF	40
chr1	55313885	55314035	id-3645	1	+	NA	NONE	20
chr1	55326762	55326912	id-3646	1	+	NA	NONE	9
chr1	55333491	55333641	id-3647	5.26e-07	+	CCAGCACTTACCGCAGTGTCCCACAGGGAGCAATG	Upstream_CTCF	1
chr1	55337740	55337890	id-3648	1	+	NA	NONE	21
chr1	55404740	55404890	id-3649	1.24e-05	+	GGGGAAGCAGACACCTTCTTCACTAGGTGGCAGGA	V_CTCF_BR	23
chr1	55410877	55411027	id-3650	1.67e-07	+	GAAAGCTCTCCCTGTGAGGCCACAAGGTGGCAGCA	V_CTCF_BR	40
chr1	55416445	55416595	id-3651	1.04e-06	+	CATGTGATGGCGGAACTCATCACTAGGTGGCGCTC	Upstream_CTCF	40
chr1	55438914	55439064	id-3652	2.39e-05	+	CTGTGATTTTTAGAATCTGTCAACAGAGGGAGCAG	UpstreamP1_CTCF	40
chr1	55448468	55448618	id-3653	1	+	NA	NONE	17
chr1	55462177	55462327	id-3654	2.74e-08	-	GCGCGGAGTCTTTCATCGTCCAGCAGAGGGCGCGC	V_CTCF_BR	40
chr1	55476582	55476732	id-3655	4.59e-07	-	CTGCAGTGAGGGCTTACTTCCGGAAGAGGGCCTCT	UpstreamP1_CTCF	14
chr1	55487851	55488001	id-3656	1.9e-09	-	GCAGCCTTGCCCAGCTAGACCAGCAGAGGGCGCCA	Upstream_CTCF	40
chr1	55501651	55501801	id-3657	4.3e-08	-	CTGCAATCACACCAAGTGCCCAGAAGGAGGAGAAA	UpstreamP1_CTCF	24
chr1	55515304	55515454	id-3658	4.23e-08	-	CAGGAGGCTGCAAGCATGGCCAGCAGAGGGCAGGT	V_CTCF_BR	14
chr1	55529769	55529919	id-3659	1	+	NA	NONE	32
chr1	55537277	55537427	id-3660	6.84e-06	+	TGCATATGCTGAGCTGAGATCACTAGAGGGCAGCG	V_CTCF_BR	39
chr1	55606316	55606466	id-3661	5.01e-06	+	AAGACTCTATGAGTACCCATCACTAGAGGGCAGCA	V_CTCF_BR	39
chr1	55609450	55609600	id-3662	5.53e-08	+	CTGCTCTGCATTCATGTGGCCACAGGAGGCCACTG	UpstreamP1_CTCF	32
chr1	55675127	55675277	id-3663	1	+	NA	NONE	7
chr1	55738848	55738998	id-3664	1	+	NA	NONE	3
chr1	55743319	55743469	id-3665	1.99e-07	-	GTCACAGTTGTGCGCATGTCCACAAGAGGGCAGTG	V_CTCF_BR	40
chr1	55750564	55750714	id-3666	2.39e-05	+	CCCCTCTTTCTGCTTCTTGGCACTGGGGGGTGCTG	UpstreamP1_CTCF	40
chr1	55751653	55751803	id-3667	1.13e-05	+	CTGTACTGTGTCCTGCTTACCGGAAAAGGGTGCTG	UpstreamP1_CTCF	10
chr1	55755450	55755600	id-3668	8.91e-07	+	CCTGCTTCATGCCCCGTGTCCACTGGGGGCAGGGG	Upstream_CTCF	21
chr1	55803900	55804050	id-3669	8.21e-06	-	GGTATTATATTAAGCTTTGTCAGTAGAGGGCACTA	V_CTCF_BR	40
chr1	55841443	55841593	id-3670	1.55e-07	+	TTGCTCTTTCTTCTCCACACCAATAGGGGGCAGCA	UpstreamP1_CTCF	40
chr1	55844288	55844438	id-3671	4.43e-05	+	TCTACCTCTCCAGCTCCTTCCAGGAGGAGTCGCTG	V_CTCF_BR	40
chr1	55891130	55891280	id-3672	1	+	NA	NONE	20
chr1	55909472	55909622	id-3673	1	+	NA	NONE	4
chr1	55932761	55932911	id-3674	3.86e-05	-	CCTTCCAATCCACTTTGCACCACAGGAGGGCTGCT	Upstream_CTCF	9
chr1	55934507	55934657	id-3675	9.31e-05	-	GCTGCAGAACCAGCAGGCCACCCCAGACAGTTCCC	Upstream_CTCF	1
chr1	55938526	55938676	id-3676	2.1e-05	+	ATGGAAAGCTCCAGGCGGCCCAGCAGGAGGAGAGG	UpstreamP1_CTCF	13
chr1	55944520	55944670	id-3677	3.56e-05	+	TGTACAATTAACCCATCAGTCACTAGAGGGCATTA	Upstream_CTCF	36
chr1	55949316	55949466	id-3678	1	+	NA	NONE	19
chr1	55949923	55950073	id-3679	1	+	NA	NONE	10
chr1	55969720	55969870	id-3680	1	+	NA	NONE	5
chr1	55970112	55970262	id-3681	1	+	NA	NONE	8
chr1	56009867	56010017	id-3682	1	+	NA	NONE	2
chr1	56050286	56050436	id-3683	2.81e-05	-	AACCTCAATGAACACGCTGCCTCTAGGTGGTGGGT	V_CTCF_BR	21
chr1	56076828	56076978	id-3684	1	+	NA	NONE	18
chr1	56077044	56077194	id-3685	5.52e-05	+	CTGCATCAGCCTCTCTGTGCCTGTAGGGTGTGTGT	UpstreamP1_CTCF	15
chr1	56085240	56085390	id-3686	2.89e-07	+	CCTGCACTTCTCCTTGCTGCCACCATGTGAAGCAG	Upstream_CTCF	15
chr1	56136460	56136610	id-3687	6.75e-05	-	TTGGAATTCCACACTGGCAGAGCTAGAGGGCTCTT	UpstreamP1_CTCF	12
chr1	56145465	56145615	id-3688	1	+	NA	NONE	2
chr1	56167854	56168004	id-3689	7.82e-06	+	AGGCAGTACATAGAATTGGCCAGTAGGGTATGACA	UpstreamP1_CTCF	39
chr1	56184638	56184788	id-3690	1	+	NA	NONE	15
chr1	56207251	56207401	id-3691	1.21e-06	-	CTGCAGCTTCATTCAATAGCCACAAAGGGGATAGA	UpstreamP1_CTCF	9
chr1	56314711	56314861	id-3692	3.11e-05	-	AGGAGTAAGCAGATAGCTAACAGGAGGAGGCAGCC	V_CTCF_BR	36
chr1	56326549	56326699	id-3693	7.12e-06	+	TTGTATTTTCTGCCCAGCTCCTCAAGAGGGAGAAA	UpstreamP1_CTCF	4
chr1	56326920	56327070	id-3694	3.65e-07	+	GCATCGTTCTGGCTTCTGCCCAGGAGGTGGCGGTC	V_CTCF_BR	12
chr1	56333705	56333855	id-3695	1	+	NA	NONE	23
chr1	56336158	56336308	id-3696	3.18e-06	-	AAATTCTTACCTCTTGGAGCCAGGAGAGGGAAGAC	V_CTCF_BR	3
chr1	56358963	56359113	id-3697	3.81e-05	-	CGACTTTTTGGAGCATTATCCAGTAGGTGGCGTTT	V_CTCF_BR	37
chr1	56360411	56360561	id-3698	7.12e-06	-	GATCTCTTACCTCATAGGACCACTGGGGGGATCGA	UpstreamP1_CTCF	8
chr1	56495149	56495299	id-3699	1	+	NA	NONE	8
chr1	56523839	56523989	id-3700	1	+	NA	NONE	2
chr1	56564399	56564549	id-3701	1	+	NA	NONE	2
chr1	56614273	56614423	id-3702	9.62e-08	-	TTGCTATGTTACCTCCTGCACACCAGAGGGCTCTG	UpstreamP1_CTCF	22
chr1	56655692	56655842	id-3703	1	+	NA	NONE	39
chr1	56701656	56701806	id-3704	1	+	NA	NONE	2
chr1	56769545	56769695	id-3705	9.66e-05	+	TTAGCTAGCTGTCCTCTGGCCACATGGTGGCCACT	Upstream_CTCF	5
chr1	56786643	56786793	id-3706	1	+	NA	NONE	2
chr1	56844296	56844446	id-3707	1	+	NA	NONE	10
chr1	56874859	56875009	id-3708	4.24e-07	+	GCTGTGTTACCCAGCCCCATCAGCAGGTGGGGCCG	Upstream_CTCF	37
chr1	56877222	56877372	id-3709	7.46e-06	-	ATGAGACTGTGGGAATTGACCAGAAGGCGGCACCA	UpstreamP1_CTCF	9
chr1	56882315	56882465	id-3710	4.5e-06	+	TGGGCAGCAATAAGTATGACCAGCAGGGTGACCAG	Upstream_CTCF	24
chr1	56900453	56900603	id-3711	5.26e-07	+	GGATCAGTACCCAGTTCTGCCTGCAGGAGGTGGGC	Upstream_CTCF	30
chr1	56924052	56924202	id-3712	1.48e-06	-	GGCAAGAACTAGCATGGAGCCTGTAGAGGGCTCTG	V_CTCF_BR	1
chr1	56926988	56927138	id-3713	5.01e-06	-	CAACAAATCCCCCTCTACACCAGAAGGGGGAGGAA	V_CTCF_BR	9
chr1	57042908	57043058	id-3714	2.6e-05	-	ATGCTATGTAAAGGAATTGTCACTGGGGGGCCTAC	UpstreamP1_CTCF	40
chr1	57045103	57045253	id-3715	5.34e-06	-	CGCCGCGGCAGCAGCACCAACAGCAGGAGGAGCAG	V_CTCF_BR	27
chr1	57045374	57045524	id-3716	1	+	NA	NONE	37
chr1	57050702	57050852	id-3717	9.39e-07	-	ATGGCACTTTCCTATAATGACACAAGATGGCAGCA	Upstream_CTCF	40
chr1	57053817	57053967	id-3718	9.88e-07	-	TCTGCACTTCTCCTTGCTGCCACCATGTGAAGAAG	Upstream_CTCF	2
chr1	57175074	57175224	id-3719	2.27e-06	-	TAAAAATTACCTTTTGGTGCCACAAGATGGCAGTC	V_CTCF_BR	38
chr1	57223930	57224080	id-3720	8.16e-07	+	TAATCAGGTTGCTATGCTGCCTCCAGGTGGCACCT	V_CTCF_BR	22
chr1	57246625	57246775	id-3721	7.82e-06	+	TTTCACCTCTTGAATATCACCACAAGGAGGCTGTT	UpstreamP1_CTCF	9
chr1	57269350	57269500	id-3722	2.62e-07	-	ATGCAGGAAAACAAGGCCCACACTAGAGGGAGCCC	UpstreamP1_CTCF	40
chr1	57272746	57272896	id-3723	6.84e-06	-	AGTGACTGTTCTGTCTGCAGCAGGAGAGGGCAGCA	V_CTCF_BR	12
chr1	57286818	57286968	id-3724	3e-08	-	AGTGTAGGCTGGCCTGAGGCCACTAGGGGGAGCCC	Upstream_CTCF	40
chr1	57297666	57297816	id-3725	6.97e-10	+	CCGCAATCCTGCACTATGACCACCAGGGGGAGCGC	UpstreamP1_CTCF	40
chr1	57298032	57298182	id-3726	1	+	NA	NONE	4
chr1	57434034	57434184	id-3727	5.21e-08	-	GGTGAGCTGCACTGGGAAACCACCAGGGGGCGCGA	V_CTCF_BR	40
chr1	57443715	57443865	id-3728	4.7e-06	-	TCCAGTGCCTATACAGCATCCACTTGGTGGCACTG	V_CTCF_BR	14
chr1	57444585	57444735	id-3729	1	+	NA	NONE	7
chr1	57483514	57483664	id-3730	3.18e-06	-	CCCACAAATTTTCTAGCCACCCCTAGGGGGCAGTA	V_CTCF_BR	38
chr1	57490706	57490856	id-3731	6.18e-07	-	GCTGCACCAGCTGAAGCTGCCGGGAGGGGACAGCT	Upstream_CTCF	7
chr1	57527199	57527349	id-3732	4.14e-06	-	CCAAGTCCTGGAACTGAGACCAGTGGGTGGCACTA	V_CTCF_BR	23
chr1	57538549	57538699	id-3733	3.22e-07	+	TCTGTTTTGCCCAAAGTCACCACTGGGGGTAGAGG	Upstream_CTCF	30
chr1	57545557	57545707	id-3734	3.6e-07	+	TGATCAGTGTCTGCCTCCGCCACTAGAGGCAGCAG	Upstream_CTCF	36
chr1	57571688	57571838	id-3735	5.08e-05	+	ATTGTCATGTCTTGTGAGGCCCCTAGCAGGTGCTC	Upstream_CTCF	1
chr1	57590873	57591023	id-3736	2.97e-06	-	TCATTTATCCTGTGCCCTGCCAGAGGAGGGAGCCC	V_CTCF_BR	24
chr1	57698281	57698431	id-3737	8.71e-06	+	ATCCAAAGCTCTTTCCAATACACCAGATGGCGCCC	V_CTCF_BR	24
chr1	57718819	57718969	id-3738	2.58e-07	+	TGTGCATTAACAGAAGCGGCCACGGGAGGACGGAA	Upstream_CTCF	2
chr1	57788886	57789036	id-3739	1.39e-05	+	GCTAAGATGCATAAACAGCCCAGAAGAGGGCACCT	V_CTCF_BR	10
chr1	57806416	57806566	id-3740	1.54e-05	-	GTTCAGAGCCCAGGTGCTGGCATCAGATGGTGCTG	UpstreamP1_CTCF	7
chr1	57833830	57833980	id-3741	1.93e-05	+	GAGAGCAGCTCAGTGCTGGCCTGCAGGGGGCCCCT	V_CTCF_BR	1
chr1	57843630	57843780	id-3742	7.6e-05	+	CATCAGCTTCACTCATGCCCTACCAGAGGCCTCCT	UpstreamP1_CTCF	6
chr1	57888142	57888292	id-3743	1	+	NA	NONE	8
chr1	57888519	57888669	id-3744	2.78e-06	+	AGAGAAAAGATGCGCCCTCCCACCAGGGGTCACAA	V_CTCF_BR	28
chr1	57890299	57890449	id-3745	1.39e-07	+	GTTGCCCCCACGCCCCTTGGCAGGAGGGGGCGCTC	V_CTCF_BR	35
chr1	57934974	57935124	id-3746	1.1e-05	+	GGCTTCCAGTCACATTTGACCAGCAGGGGCATCAA	V_CTCF_BR	23
chr1	57955153	57955303	id-3747	1	+	NA	NONE	13
chr1	57985174	57985324	id-3748	6.8e-06	+	CTGTAACTCCACATCAAAGCCCCTAGATGCAGTGG	UpstreamP1_CTCF	22
chr1	58095392	58095542	id-3749	1	+	NA	NONE	4
chr1	58103006	58103156	id-3750	1	+	NA	NONE	8
chr1	58148821	58148971	id-3751	6.04e-07	-	ACGTTCTTTCAAGACAGGCCCAGCAGAGGGAGGCA	UpstreamP1_CTCF	6
chr1	58177069	58177219	id-3752	3.63e-05	+	GACAGGGGGAGTGGTGGGGATAGCAGTTGGCTCCA	V_CTCF_BR	2
chr1	58236572	58236722	id-3753	5.28e-05	-	GTTGTAATACCATCTTCATAGGCTAGGGGGATTAA	Upstream_CTCF	37
chr1	58301401	58301551	id-3754	1.24e-05	+	AGGGTTACTACTTAAGCAGCCACCAGATGCTGCTG	V_CTCF_BR	18
chr1	58376498	58376648	id-3755	3.56e-05	+	ACAGGAATGATACTGCCTACCTACAGGGGCAGATG	Upstream_CTCF	2
chr1	58382674	58382824	id-3756	1.03e-05	-	GGGCCATTCCTTCTAGGTACAACTAGGAGGCAGGA	UpstreamP1_CTCF	4
chr1	58442022	58442172	id-3757	2.1e-05	-	GGTGTCATTGCATACTGGAAAAGCAGATGGCAGTC	Upstream_CTCF	18
chr1	58479037	58479187	id-3758	1.47e-05	+	ATCAGGCACTTCAGAGACCACAGCAGGGGGCGCCT	V_CTCF_BR	25
chr1	58501308	58501458	id-3759	2.53e-05	-	TTTGATTGTACATCTCACAACTCCAGGGGGAGCCA	V_CTCF_BR	31
chr1	58513041	58513191	id-3760	5.89e-08	-	ATGCCACTCACCTGTACATCCACCAGAGGGCAGCA	UpstreamP1_CTCF	40
chr1	58531361	58531511	id-3761	7.73e-06	+	GGGGAAAAGGAAGCAGGGGTCAGCAGAGGGAGATG	V_CTCF_BR	13
chr1	58621140	58621290	id-3762	3.63e-06	-	GGCTCCCTCTTAGGCTCTGCCAATAGGGGGTGCTA	V_CTCF_BR	39
chr1	58628759	58628909	id-3763	2.6e-07	-	GGCTCCCTCTTAGGCTCTGCCAGTAGAGGGTGCTA	V_CTCF_BR	40
chr1	58670087	58670237	id-3764	5.12e-07	+	GAGGTGTTCCCCAGAAGCACCAGTAGGGGGTAGAG	UpstreamP1_CTCF	35
chr1	58716187	58716337	id-3765	6.39e-05	-	CTTCCTGCAGCAGCATTCCGCGCTAGGTGGCGAAA	Upstream_CTCF	10
chr1	58717441	58717591	id-3766	1.22e-07	+	GCTGCTGTGCAGAGAATGTACTGAAGGGGGCGTGG	Upstream_CTCF	38
chr1	58824132	58824282	id-3767	7.11e-06	-	GATGCAATTTAGTAGCTGGGCTAGAGGGGGACCGG	Upstream_CTCF	3
chr1	58829451	58829601	id-3768	7.78e-06	+	TCTGTTGCTGCACTGGGGAGCCTCAGGGGGAGCCC	Upstream_CTCF	7
chr1	58898531	58898681	id-3769	4.94e-06	-	GAGGCAAAGCTGGCAGCCAGCAGGAGGGGCCAGCC	Upstream_CTCF	25
chr1	58899124	58899274	id-3770	2.47e-05	-	CTTGCCCTTCAGCCTTCTACCATGGGATGTCGCAG	Upstream_CTCF	13
chr1	58981606	58981756	id-3771	1	+	NA	NONE	38
chr1	59012492	59012642	id-3772	1	+	NA	NONE	40
chr1	59042513	59042663	id-3773	1	+	NA	NONE	11
chr1	59043861	59044011	id-3774	1	+	NA	NONE	3
chr1	59118377	59118527	id-3775	1.19e-06	-	AAAATGTTAATGCTTACGGCCACTAGAGGGTGCTC	V_CTCF_BR	40
chr1	59165811	59165961	id-3776	1	+	NA	NONE	40
chr1	59205642	59205792	id-3777	3.36e-07	+	TGTTTCCTGTAACACTCTTCCAGCAGAGGGCACTA	V_CTCF_BR	39
chr1	59228283	59228433	id-3778	6.21e-06	+	GCTGCAATAATGGGAATGAACACAAGGCAGGACAG	Upstream_CTCF	7
chr1	59235039	59235189	id-3779	8.16e-07	-	TTGGACTCGAAAAACAGTGCCGGTAGATGGCGCCA	V_CTCF_BR	40
chr1	59247499	59247649	id-3780	1.39e-05	+	GCCGCTCCCTGGCTCCACGCCAAGGGAGGGCGCGC	V_CTCF_BR	39
chr1	59248121	59248271	id-3781	1	+	NA	NONE	24
chr1	59250182	59250332	id-3782	2.23e-06	+	TTGTGGGGCCCGAAGTCATCCACCGGCGGCCGCCA	UpstreamP1_CTCF	24
chr1	59250881	59251031	id-3783	1	+	NA	NONE	40
chr1	59270640	59270790	id-3784	2.72e-05	-	AGGCCATGGTGATGAGAAGCCACCGGAGGGAGTGG	UpstreamP1_CTCF	6
chr1	59281906	59282056	id-3785	1.84e-05	-	CTGCGATTACTCAGAATCGCCCCCACTTGGCTGGC	UpstreamP1_CTCF	30
chr1	59289590	59289740	id-3786	4.68e-05	+	ATGCTGTTCTAGGGGCTCACAGAGGGGAGGCGGTG	UpstreamP1_CTCF	13
chr1	59305880	59306030	id-3787	1	+	NA	NONE	7
chr1	59307263	59307413	id-3788	2.89e-07	-	CTGGCACCATCTTTACTCACCAGCAGGGGTCAGTG	Upstream_CTCF	38
chr1	59314560	59314710	id-3789	1	+	NA	NONE	28
chr1	59314897	59315047	id-3790	1	+	NA	NONE	8
chr1	59364741	59364891	id-3791	2.47e-07	+	CTGCTGGTCCTGGGAGCCCCCAGCAGATGGACTGC	UpstreamP1_CTCF	9
chr1	59416688	59416838	id-3792	6.84e-06	+	GTGCCACTGGCATTGCAATCCTGCAGAGGGCTCTC	V_CTCF_BR	5
chr1	59482277	59482427	id-3793	1.38e-07	-	CCTGCTGTTTCACTTTTAAACACAAGAGGGGAGAG	Upstream_CTCF	22
chr1	59507851	59508001	id-3794	1	+	NA	NONE	18
chr1	59508608	59508758	id-3795	1	+	NA	NONE	21
chr1	59512493	59512643	id-3796	1.29e-05	+	CTCCTGGCCCCTGCACTTACCAGAAGGGGCAGTGG	UpstreamP1_CTCF	29
chr1	59522942	59523092	id-3797	1	+	NA	NONE	23
chr1	59527741	59527891	id-3798	1	+	NA	NONE	12
chr1	59538264	59538414	id-3799	1	+	NA	NONE	9
chr1	59542333	59542483	id-3800	3.56e-05	-	ATTTTCCTTATCTATAAAACCAGCAGGGGGAGAGA	Upstream_CTCF	35
chr1	59557725	59557875	id-3801	3.81e-05	-	TTGCATGCTCACATTCATGCCAGAAGGTGGGATGT	UpstreamP1_CTCF	4
chr1	59566717	59566867	id-3802	2.4e-05	+	GTGATCCACCCTCTGGATGTCTCCAGTTGGCAGCC	V_CTCF_BR	2
chr1	59612499	59612649	id-3803	1.11e-05	+	GCCGCGCTCCCCACCAGCGCGGCGCGGGGGCGCTA	Upstream_CTCF	20
chr1	59612896	59613046	id-3804	1	+	NA	NONE	18
chr1	59616927	59617077	id-3805	1	+	NA	NONE	14
chr1	59652468	59652618	id-3806	6.15e-05	-	CAGGCAGTGTCTAACATACACCCCGGGGGCCTTAG	Upstream_CTCF	18
chr1	59681613	59681763	id-3807	1	+	NA	NONE	5
chr1	59724387	59724537	id-3808	1	+	NA	NONE	3
chr1	59755956	59756106	id-3809	5.08e-05	-	CGTGTTTTCCACAACAAGGCCACAGGTGGCAGAAG	Upstream_CTCF	40
chr1	59758411	59758561	id-3810	2.01e-05	-	GTGTCATTATCCACTAAGCACACTGGAGGTCACAC	UpstreamP1_CTCF	12
chr1	59783553	59783703	id-3811	1	+	NA	NONE	6
chr1	59795256	59795406	id-3812	1	+	NA	NONE	2
chr1	59880467	59880617	id-3813	1.35e-05	-	ATGCTGATGGGTGTGGAGCACACCAGAGGGCTCTT	UpstreamP1_CTCF	4
chr1	59897654	59897804	id-3814	1	+	NA	NONE	15
chr1	60033966	60034116	id-3815	3.36e-05	-	TAGTAATGATGCTACTCAACAGGCAGAGGGAGATG	UpstreamP1_CTCF	31
chr1	60039792	60039942	id-3816	1.47e-05	-	AACAGGTTTTCCCCTGGAACCTCCAGAGGGAGTAC	V_CTCF_BR	18
chr1	60061551	60061701	id-3817	1	+	NA	NONE	18
chr1	60104087	60104237	id-3818	4.7e-05	-	ACAGCAATGCATCTGCACAAAGCCAGAGGGCTGTT	Upstream_CTCF	18
chr1	60111759	60111909	id-3819	1	+	NA	NONE	5
chr1	60131935	60132085	id-3820	2.4e-05	-	AAGATGAACTGTGATGTGGCCATAAGGGGGCAGCC	V_CTCF_BR	22
chr1	60165028	60165178	id-3821	1.74e-07	-	CATGCAATGTTCTCTACAGCCCCTAGGTGTCACTA	Upstream_CTCF	40
chr1	60171739	60171889	id-3822	1	+	NA	NONE	7
chr1	60183002	60183152	id-3823	7.12e-06	-	ATGCCATAGCTGCCCATTGCCTGTGGTGGGCAGTA	UpstreamP1_CTCF	9
chr1	60183853	60184003	id-3824	1.93e-05	-	GTTGTAAAATGCTTTCACACCAACAGGAGGCAGTG	Upstream_CTCF	36
chr1	60225237	60225387	id-3825	6.18e-07	-	CTTGCAAATCTCTGGGTTGCCTGCAGATGGTGCTA	Upstream_CTCF	40
chr1	60243283	60243433	id-3826	2.97e-06	-	AGTGGGAGGCACTGGTGGAACACTAGAGGGAGGGA	V_CTCF_BR	33
chr1	60245741	60245891	id-3827	9.66e-05	+	TGATCCAGGGGATACGTGACCACAAGGGGGCCAAG	Upstream_CTCF	32
chr1	60344151	60344301	id-3828	2.43e-06	-	AATACCCGTGATCAAGCAGCCACTGGAGGGAGCAG	V_CTCF_BR	10
chr1	60345344	60345494	id-3829	1.84e-06	+	ACTTACTCTACGTGATCCAACGCCAGAGGGCACCA	V_CTCF_BR	40
chr1	60366424	60366574	id-3830	1.21e-06	-	GTGCGACTCACTCCATCTTGCTGTAGGGGGCAGCC	UpstreamP1_CTCF	24
chr1	60368945	60369095	id-3831	2.64e-08	+	TGTGCAATGTGGGGAGAGGGCACTAGAGGGCACAG	Upstream_CTCF	40
chr1	60413111	60413261	id-3832	7.62e-09	-	CTGTAGTTGCACCTTAAGACCACATGGGGGCGGAC	UpstreamP1_CTCF	40
chr1	60433047	60433197	id-3833	5.67e-06	+	GCTGCATTAACATGGCCTACCACAAGCAGCAGGGA	Upstream_CTCF	5
chr1	60437157	60437307	id-3834	1.26e-07	+	CGCAGATTTCCTTCGCCTTCCACTAGAGGGCGCTG	V_CTCF_BR	40
chr1	60442594	60442744	id-3835	1.03e-09	+	CGTGCTGTTTCAGTTCTGGGCAGCAGAGGGCGATG	Upstream_CTCF	40
chr1	60451667	60451817	id-3836	1	+	NA	NONE	4
chr1	60463231	60463381	id-3837	8.9e-05	+	CTGTGTTACTCAGATCACACAGGTAGAGGGCATTT	UpstreamP1_CTCF	6
chr1	60465569	60465719	id-3838	1	+	NA	NONE	2
chr1	60501745	60501895	id-3839	1	+	NA	NONE	19
chr1	60554404	60554554	id-3840	3.56e-05	+	CTGCCAATTTTAATCTAGACCACTCGGTGGCAGTA	Upstream_CTCF	31
chr1	60578856	60579006	id-3841	5.28e-08	+	CATGCAGTGTTGGGCAAGAGCAGCAGGGGGCCTGG	Upstream_CTCF	15
chr1	60592540	60592690	id-3842	6.98e-07	-	ATTTTCATGTTGTGATCTGCCACCAGATGGCTGCC	V_CTCF_BR	25
chr1	60595706	60595856	id-3843	1.92e-05	+	ATGCATTGTTACCAGCTTAAAGCTAGAGGGGGCCA	UpstreamP1_CTCF	21
chr1	60622661	60622811	id-3844	4.14e-06	+	CCTCGGGAGGCTGACTTGGCCACATGGTGTCAGTC	V_CTCF_BR	40
chr1	60636526	60636676	id-3845	1	+	NA	NONE	27
chr1	60637707	60637857	id-3846	1	+	NA	NONE	6
chr1	60747138	60747288	id-3847	3.33e-08	+	CTGCAGTGAGCTCTGGATTCCAGCAGGGGACATCC	UpstreamP1_CTCF	40
chr1	60852088	60852238	id-3848	2.55e-06	-	CAAGTTGGTCCACATAGCCCCAGTAGAGGGAGATT	Upstream_CTCF	10
chr1	60891316	60891466	id-3849	1	+	NA	NONE	39
chr1	60980105	60980255	id-3850	9.71e-06	-	ACTATAGTGTGAGCCCCTGACAGCAGGGGGAGTTG	Upstream_CTCF	11
chr1	61062608	61062758	id-3851	1	+	NA	NONE	18
chr1	61165100	61165250	id-3852	6.05e-06	-	TGCCTTTTCTGTAAAGCCTCCTGCAGTGGGCAGGC	V_CTCF_BR	7
chr1	61230992	61231142	id-3853	5.01e-06	-	ATAACATCGCCTCTACTGCCCAGTAGGGGGCATTC	V_CTCF_BR	38
chr1	61291457	61291607	id-3854	1.11e-05	-	GGTGCTGTTCAGGGCACTTGCACAGGGTGCTGAAG	Upstream_CTCF	21
chr1	61314372	61314522	id-3855	3.63e-06	+	CTTATAATACTACAGATAGACACCAGAGGGAGCAA	V_CTCF_BR	40
chr1	61324111	61324261	id-3856	1	+	NA	NONE	36
chr1	61327023	61327173	id-3857	1.93e-05	+	GACTAGCAGGCAGATGATTCCAGAAGAGGGTGCTA	V_CTCF_BR	8
chr1	61391228	61391378	id-3858	7.07e-08	+	CCAGACCTGCTGCGCCTGGCCGGGAGGTGGAGCCC	V_CTCF_BR	5
chr1	61435826	61435976	id-3859	1	+	NA	NONE	39
chr1	61444748	61444898	id-3860	4.7e-06	+	GGGGTGAAGCTTGTCCTGCCCTGGAGGTGGCGACA	V_CTCF_BR	39
chr1	61508719	61508869	id-3861	1.18e-09	-	ACCCGGCCGCCGCGAGCTGACACCAGAGGGCGCCG	V_CTCF_BR	40
chr1	61515661	61515811	id-3862	5.77e-08	+	GCCTGCTATCTAGAGCTCGCCTGTAGGTGGCGCCC	V_CTCF_BR	40
chr1	61519623	61519773	id-3863	7.12e-06	+	TTGCAGCGCTCCACAGCCGCCTCCTGCAGCCTCGC	UpstreamP1_CTCF	10
chr1	61545724	61545874	id-3864	1	+	NA	NONE	37
chr1	61587387	61587537	id-3865	3.4e-06	-	CCAGTCCTTCATGCTATCACCACCAGGGTCCAGCT	Upstream_CTCF	10
chr1	61618531	61618681	id-3866	1	+	NA	NONE	13
chr1	61647811	61647961	id-3867	3.28e-05	+	GACCTTTCTGTCCACCAGGGCAGCAGGAGGAAGCA	V_CTCF_BR	9
chr1	61665788	61665938	id-3868	1	+	NA	NONE	12
chr1	61673271	61673421	id-3869	1	+	NA	NONE	1
chr1	61676423	61676573	id-3870	6.98e-07	-	GAAGTCCACCTGAGTGTTGCCTGTAGATGGAGCCA	V_CTCF_BR	30
chr1	61736466	61736616	id-3871	1	+	NA	NONE	6
chr1	61751275	61751425	id-3872	3.81e-05	+	ATATCTCAAATAGGGGTGGAGGGTAGGGGGCACTA	V_CTCF_BR	7
chr1	61802867	61803017	id-3873	1	+	NA	NONE	35
chr1	61803987	61804137	id-3874	1	+	NA	NONE	39
chr1	61815806	61815956	id-3875	8.71e-06	-	GCATCTAATATAGTCCCTGACACCAGGAGGCAGTC	V_CTCF_BR	12
chr1	61901766	61901916	id-3876	9.25e-06	-	TGGTAAGCACTCTGGAGGGCACCCAGGGGGCACTG	V_CTCF_BR	30
chr1	61919157	61919307	id-3877	1.1e-06	-	AGGCCTGGCACCCAGTGAGTCAGCAGGGGGAGCAG	V_CTCF_BR	40
chr1	61984751	61984901	id-3878	1	+	NA	NONE	19
chr1	62013087	62013237	id-3879	4.31e-07	+	TGTGTTGGTTGGCCTCCTGCCAGGAGGTGGCGCTT	V_CTCF_BR	16
chr1	62054448	62054598	id-3880	5.77e-08	-	CCCGCAGGTTGGCCAAGAACCACTAGGTGGCAGCA	V_CTCF_BR	40
chr1	62107513	62107663	id-3881	1.5e-05	-	CTAGGTTTGCCTTCTGATTCCTGTAGGTGGAGCCA	Upstream_CTCF	40
chr1	62124897	62125047	id-3882	3.71e-05	-	ACTGGGCTAGAGTTTTTCATCACTAGAGGGAGACA	Upstream_CTCF	37
chr1	62308697	62308847	id-3883	1.1e-05	-	ACAGACTAGATGTTTGGTACCAGAAGGAGGCAGCA	V_CTCF_BR	39
chr1	62317912	62318062	id-3884	1.1e-06	-	GCCGCTTTAGACTAAATAGCCAATAGAGGGCACCA	V_CTCF_BR	39
chr1	62319380	62319530	id-3885	1	+	NA	NONE	25
chr1	62365638	62365788	id-3886	4.14e-05	-	TAGCACAAACGTGGACTCTCCACCAGGGGAGGAAG	UpstreamP1_CTCF	10
chr1	62387237	62387387	id-3887	5.51e-07	+	AACTTCCCACCTTCCTTGGCCTCAAGGGGGCACTT	V_CTCF_BR	27
chr1	62416182	62416332	id-3888	1.43e-05	+	GTAGTTGATCTCTACCTTGCCAATAGGTGTCACTA	Upstream_CTCF	27
chr1	62504707	62504857	id-3889	1.81e-06	+	GTGGCAGTACACAAAATGGCCTCTTGATGGCTCGT	Upstream_CTCF	29
chr1	62536204	62536354	id-3890	1.95e-07	-	CTTGTAATTCTTCCCTTAGCCCCTGGGTGGTGCCC	Upstream_CTCF	39
chr1	62548522	62548672	id-3891	1.41e-09	+	GTGCATTAGCTGCAGCTGACCAGCAGATGGAGCCC	UpstreamP1_CTCF	40
chr1	62576860	62577010	id-3892	4.5e-06	-	TGAGTTATTTTCCTGTATTCCAACAGATGGCACAC	Upstream_CTCF	17
chr1	62596895	62597045	id-3893	2.11e-06	-	GAAGAGCTGCACTGTACTGCCTCTAGGGGTCAGCA	V_CTCF_BR	40
chr1	62601535	62601685	id-3894	4.99e-07	+	GTGGCATTTGAGGTGTGTGCCACTAGGTGGCAATG	Upstream_CTCF	40
chr1	62610024	62610174	id-3895	1.76e-09	-	ATTGCAATTTCAGAAAAGGCCAACAGAGGGCACAG	Upstream_CTCF	40
chr1	62641360	62641510	id-3896	3.65e-07	+	AAAGCTACTCACATCTTAGCCAGAAGATGGCGCAG	V_CTCF_BR	39
chr1	62675952	62676102	id-3897	1.83e-05	+	GGAAGAAAAAGTTGGTGAAACACCAGGTGGTGCAC	V_CTCF_BR	5
chr1	62694353	62694503	id-3898	3.71e-05	-	CCTGCATTACCTCCACTGCCCACTAAGGAAGGAGT	Upstream_CTCF	6
chr1	62695823	62695973	id-3899	1.04e-05	-	GCCCCATCCAGGATCCCCGACTGCAGGAGGAGCTG	V_CTCF_BR	6
chr1	62711060	62711210	id-3900	8.64e-05	+	TGGGTAGTTTAAATGTGGCCCAGTAAGAGGTGCTG	Upstream_CTCF	7
chr1	62737691	62737841	id-3901	2.59e-06	+	TTGCAATGTGCTCAACAGGACAGGAGGCGGCTCCC	UpstreamP1_CTCF	12
chr1	62738144	62738294	id-3902	1.09e-06	-	GCTGCAGCACCACATCCACCCAGAGGGGGCTGTTC	Upstream_CTCF	22
chr1	62759980	62760130	id-3903	1.47e-05	+	AAGGGTAGGCACAAATACTCCACAGGGGGGCACCC	V_CTCF_BR	34
chr1	62784882	62785032	id-3904	3.63e-06	-	GGGCCAGGGCCGAGACCGTCGGCCAGAGGGCGCCT	V_CTCF_BR	4
chr1	62800212	62800362	id-3905	4.94e-06	+	GGTGCAGTTCATATGATCACCTACAGGGTCTGGAC	Upstream_CTCF	25
chr1	62801443	62801593	id-3906	3.91e-06	-	TCTGCATTTCCTCTGCAGCCCTGCAGGAGAAAAGT	Upstream_CTCF	18
chr1	62804000	62804150	id-3907	1	+	NA	NONE	20
chr1	62857160	62857310	id-3908	2.94e-06	+	ATGGTTGTGCATGCTGAGCCCTACAGAGGGCGCTG	Upstream_CTCF	40
chr1	62873196	62873346	id-3909	1.15e-06	-	TGTGCTTTTAAGTTTCTTAACAGTAGGTGGCGCTC	Upstream_CTCF	40
chr1	62900042	62900192	id-3910	1	+	NA	NONE	31
chr1	62905794	62905944	id-3911	1	+	NA	NONE	11
chr1	62947041	62947191	id-3912	1	+	NA	NONE	3
chr1	62973956	62974106	id-3913	2.27e-05	+	TTTATTCTAAGTGACACTGACACTAGGTGGTGCTA	V_CTCF_BR	39
chr1	62996310	62996460	id-3914	5.26e-07	+	CCTGCACTTGGTGCTTTGCCCGTGAGGTGGCACCA	Upstream_CTCF	38
chr1	63212319	63212469	id-3915	1.84e-06	-	AACAGATTTCAATGAGTTGCCAGTAGATGGCTCTC	V_CTCF_BR	40
chr1	63250123	63250273	id-3916	7.44e-05	-	CCTGCAACATCTAAGAAAACCACAAGGAAAGGAGG	Upstream_CTCF	20
chr1	63307366	63307516	id-3917	1.41e-06	+	GTTGAAAGTATTGATTGGTCCACTAGGTGGCACTG	Upstream_CTCF	40
chr1	63314856	63315006	id-3918	1	+	NA	NONE	31
chr1	63372149	63372299	id-3919	3.48e-06	-	CTGTTGTTGCCTTTCACACACTTCAGGGGGCGCAG	UpstreamP1_CTCF	40
chr1	63372387	63372537	id-3920	1	+	NA	NONE	8
chr1	63377808	63377958	id-3921	1.1e-06	+	CAGCCACACTCTCTGGGAACCACTAGGTGGTGCTG	V_CTCF_BR	40
chr1	63392470	63392620	id-3922	2.04e-05	+	TGATAAAACCTATGAAGAAACAGTAGAGGGAGCTG	V_CTCF_BR	34
chr1	63428977	63429127	id-3923	1.19e-06	+	AACTGAGCCACCGACCTGACCACTAGGAGGCAGGA	V_CTCF_BR	40
chr1	63455309	63455459	id-3924	1	+	NA	NONE	32
chr1	63470663	63470813	id-3925	7.27e-06	+	TCTAAGGTGGACAGTCAGCACACTAGAGGGCACCA	V_CTCF_BR	34
chr1	63477523	63477673	id-3926	1	+	NA	NONE	0
chr1	63529155	63529305	id-3927	7.44e-06	+	AGAGACATTTTTGTTGTCACCACTGGGGGGTGCTA	Upstream_CTCF	25
chr1	63539829	63539979	id-3928	2.8e-05	-	TCAGATGCGCGGTTTCTCACCTCCAGAGAGCAGCA	Upstream_CTCF	24
chr1	63553756	63553906	id-3929	1.63e-05	-	ACTGCATTGCCGGCAGCTAGCGCTAGGGAAGTCTG	Upstream_CTCF	19
chr1	63609295	63609445	id-3930	1	+	NA	NONE	16
chr1	63614829	63614979	id-3931	2.31e-06	-	TTTACATTCCCTGTGCTGGGCACTAGGGGGCAATC	Upstream_CTCF	40
chr1	63655547	63655697	id-3932	5.26e-07	+	ACTGCTGCCACATTGAACAACACCAGGGGGCATCA	Upstream_CTCF	37
chr1	63695098	63695248	id-3933	1	+	NA	NONE	6
chr1	63782710	63782860	id-3934	8.43e-09	+	TGAGGTCCTGCCAGCCCGGCCGCCAGAGGGAGCTG	V_CTCF_BR	38
chr1	63789377	63789527	id-3935	4.41e-06	+	GCCGGAAACGCTTCAAGCGCCACCAGCAGGAGCAC	V_CTCF_BR	10
chr1	63793360	63793510	id-3936	1.57e-08	+	GATGCGATGGCAGATGTGGCCTGTAGGGGGCGACG	Upstream_CTCF	40
chr1	63828367	63828517	id-3937	3.4e-06	+	CTCTACATACATGAAATGGCCACCAGAGGTTGCTC	V_CTCF_BR	22
chr1	63833323	63833473	id-3938	2.53e-05	+	TGCCGGGGGCTCGGACGCGCCACGAGCCGGCGCAG	V_CTCF_BR	22
chr1	63879147	63879297	id-3939	1	+	NA	NONE	9
chr1	63907406	63907556	id-3940	5.08e-05	-	GAGACATGAGCCTCTACCACCACTAGGAGTCCCCA	UpstreamP1_CTCF	40
chr1	63920072	63920222	id-3941	1	+	NA	NONE	36
chr1	63932554	63932704	id-3942	9.51e-07	+	AAGGCCATGGCTCTTTCGGCCTGCAGATGTCAGCC	V_CTCF_BR	30
chr1	63989989	63990139	id-3943	1	+	NA	NONE	6
chr1	64003744	64003894	id-3944	4.3e-06	-	CTTGTAATTCTTATATAGGGCATGAGGTGGTGCTG	Upstream_CTCF	35
chr1	64023180	64023330	id-3945	9.49e-08	+	CAAGAACCACAAACTGTGACCAGGAGAGGGCAGCA	V_CTCF_BR	40
chr1	64041043	64041193	id-3946	1.41e-09	+	TGTGTATTTCCCATTTTGGCCACCAGAGGGTGAGC	Upstream_CTCF	37
chr1	64078403	64078553	id-3947	1.17e-05	-	CCCAAAGCACAAGGTGTCTACAACAGAGGGCACTC	V_CTCF_BR	8
chr1	64081614	64081764	id-3948	1.03e-07	+	CTTGTTTTTCCATTTTCCACCACAAGAGGGCAACA	Upstream_CTCF	40
chr1	64090799	64090949	id-3949	1	+	NA	NONE	29
chr1	64101988	64102138	id-3950	9.81e-06	+	CCACGAGTGGTGCTCTGGACCGGTAGGTGTCTCCA	V_CTCF_BR	2
chr1	64140186	64140336	id-3951	1.19e-06	+	GCCAGAGTGGACCTTGCTCCCAGGAGATGGCAGTG	V_CTCF_BR	40
chr1	64157705	64157855	id-3952	7.12e-06	+	AGTCACCTTCCATTTGTCACCAGTAGAAGGCGACA	UpstreamP1_CTCF	40
chr1	64239530	64239680	id-3953	8.16e-07	+	GTGCGGGCGTTGAGAGGCTGCAGCAGAGGGCGCTG	V_CTCF_BR	40
chr1	64243039	64243189	id-3954	2.47e-05	+	CCTGAAAATCCTCCCTGGCTGGCTAGGGGGAGCCG	Upstream_CTCF	25
chr1	64267907	64268057	id-3955	3.09e-05	+	ATCCACGGAGCATCCTTGGACACTAGGTGGGGTGC	UpstreamP1_CTCF	23
chr1	64309635	64309785	id-3956	1	+	NA	NONE	7
chr1	64313110	64313260	id-3957	1	+	NA	NONE	8
chr1	64334310	64334460	id-3958	8.19e-06	-	CTGATCCTCTCACTTCTGTCCACGGGGTGGAGACT	UpstreamP1_CTCF	22
chr1	64335961	64336111	id-3959	1	+	NA	NONE	24
chr1	64339556	64339706	id-3960	1	+	NA	NONE	9
chr1	64380921	64381071	id-3961	1.28e-06	-	GTATCCCACCTTAGACTATACACCAGGGGGCAGTG	V_CTCF_BR	38
chr1	64383667	64383817	id-3962	7.8e-08	-	GGGCTAACAACAAGCATGGCCTCAAGGGGGCACTA	V_CTCF_BR	37
chr1	64386586	64386736	id-3963	8.21e-06	+	TCCAAATTCATTTAACTCTCCAGAAGAGGGAGCAG	V_CTCF_BR	37
chr1	64390392	64390542	id-3964	1	+	NA	NONE	25
chr1	64400961	64401111	id-3965	1.74e-08	+	GAGGACCAGGTCCTGTTTACCAGCAGAGGGCACAG	V_CTCF_BR	37
chr1	64434633	64434783	id-3966	1	+	NA	NONE	2
chr1	64479199	64479349	id-3967	5.98e-05	-	GTGTTATTCAGAAGTATGTCCATTAGGGGCACTGC	UpstreamP1_CTCF	7
chr1	64602883	64603033	id-3968	3.6e-07	-	TGCGCGATACCCTAAATAGTCACTAGGGGGCACAG	Upstream_CTCF	39
chr1	64627314	64627464	id-3969	1	+	NA	NONE	4
chr1	64629797	64629947	id-3970	4.43e-05	-	CAGGTTGGGAAATCATTACACTCAAGGGGGAGCTA	V_CTCF_BR	38
chr1	64675038	64675188	id-3971	1	+	NA	NONE	19
chr1	64705992	64706142	id-3972	7.44e-05	-	TACTAAGTTCATCCCTCTCCCACAAGAGAGAGCCC	Upstream_CTCF	23
chr1	64708784	64708934	id-3973	1.24e-05	-	CTAAATATATTCTCATCAACCACCAGATGGCATAA	V_CTCF_BR	38
chr1	64712133	64712283	id-3974	1.48e-06	-	ATGCTAATTCACTTGTTAACCACAAGATGGCAGTC	UpstreamP1_CTCF	37
chr1	64717806	64717956	id-3975	4.34e-05	+	CCATTCCTTTTCACTACCTCCTGTAGGGGGCCTTC	Upstream_CTCF	36
chr1	64734853	64735003	id-3976	1.1e-06	+	TTGTTTAGACTCCACTTCCCCTCCAGATGGCGCCA	V_CTCF_BR	40
chr1	64844551	64844701	id-3977	3.67e-07	+	TTGTTGTTGTTATTTTTTGCCAGTAGAGGACACTG	UpstreamP1_CTCF	18
chr1	64862598	64862748	id-3978	1.19e-06	+	GCTGCGACTGGAGAGTCTGCCTCTAGATGGCTCAC	V_CTCF_BR	26
chr1	64935780	64935930	id-3979	6.64e-05	+	GCCGGAGCGCAGCGTGGTGGCACCAGACGCCTCCC	Upstream_CTCF	35
chr1	64936221	64936371	id-3980	1	+	NA	NONE	8
chr1	64952872	64953022	id-3981	1	+	NA	NONE	27
chr1	64965721	64965871	id-3982	4.71e-06	+	ACTGTGACGTTAAGATTTGCCTCAAGAGGGCAAGA	Upstream_CTCF	14
chr1	64971829	64971979	id-3983	1	+	NA	NONE	4
chr1	65019094	65019244	id-3984	1	+	NA	NONE	12
chr1	65045640	65045790	id-3985	1	+	NA	NONE	9
chr1	65050287	65050437	id-3986	3.8e-07	-	GGTGTAATTCCTGCCCAGAACAGAAGGGGAGGCCA	Upstream_CTCF	36
chr1	65120297	65120447	id-3987	8.5e-06	-	ACTGCGATAATCTGGCTGCCCAGAGGGAGGCTGTG	Upstream_CTCF	19
chr1	65129499	65129649	id-3988	2.73e-07	+	GGTGTCCCCCTCCACAGGCCCAGCAGGGGGTGCTG	Upstream_CTCF	38
chr1	65141544	65141694	id-3989	1.38e-07	-	TTGCCAGTGCACTCATTGACCTCTAGAGGGCACTC	UpstreamP1_CTCF	40
chr1	65152536	65152686	id-3990	3.22e-09	+	CTGCAGTTACTCTCTGTGGCCACGAGATGGTGAGT	UpstreamP1_CTCF	40
chr1	65185365	65185515	id-3991	1.93e-05	+	ATTGCAATGTGAACAGTGTCCCCTGGAGGTGTGCA	Upstream_CTCF	9
chr1	65210173	65210323	id-3992	1.84e-06	+	ACCATCGGGAGCCAGCCGGGCTGCAGGAGGCGCCC	V_CTCF_BR	40
chr1	65210493	65210643	id-3993	1.17e-05	+	GGCCCCGCCTGCGGACCCGCGAGAGGCGGGCGCGG	V_CTCF_BR	3
chr1	65221132	65221282	id-3994	8.64e-05	-	AGAGCAGATAGGGTGGGGTACGGTAGGGGCAGGAG	Upstream_CTCF	4
chr1	65289977	65290127	id-3995	1.59e-06	-	GTCTGTCTGCATTATTTGACCACTGGGTGGCAGCA	V_CTCF_BR	40
chr1	65322389	65322539	id-3996	2.39e-05	+	CTGCATTGCATCACCCAGGACACTTGGCAGCGCTG	UpstreamP1_CTCF	3
chr1	65327383	65327533	id-3997	1.1e-06	+	GGGGCTATGAGGAAGGAGGCCTGGAGAGGGCAGGG	V_CTCF_BR	33
chr1	65350354	65350504	id-3998	2.96e-05	-	GGAGGTTCAGAGATGGCTTCCTGCAGGAGGCGATA	V_CTCF_BR	8
chr1	65371478	65371628	id-3999	1.11e-05	+	CCAGCATTCTCATTCTCAGAGGCCAGAGGGAGCTC	Upstream_CTCF	4
chr1	65420932	65421082	id-4000	1	+	NA	NONE	7
chr1	65421528	65421678	id-4001	1	+	NA	NONE	2
chr1	65435383	65435533	id-4002	6.64e-05	-	CCTGTTTAGTCGGTGGCATCCAGTCGGTGGCATCC	Upstream_CTCF	18
chr1	65449918	65450068	id-4003	4.21e-05	+	TACTTTTCCTCCCCTATATCCCCTAGAGGGCAATA	V_CTCF_BR	5
chr1	65466926	65467076	id-4004	2.94e-06	+	GCAGTGATTCCCCTTGTTACCAAAAGGGGCCCAGC	Upstream_CTCF	15
chr1	65486575	65486725	id-4005	3.48e-06	-	GTGGACTGGCTCTGTCTTTCCACTAGAGGTCATAG	UpstreamP1_CTCF	38
chr1	65507255	65507405	id-4006	1	+	NA	NONE	30
chr1	65525723	65525873	id-4007	3.8e-07	+	ACTGTAATACAGAGTTGAAACACGAGAGGGCAACG	Upstream_CTCF	38
chr1	65528838	65528988	id-4008	4.44e-06	+	GAGTAGAATCACTAAAATGCCACCAGGTGTCACAA	UpstreamP1_CTCF	26
chr1	65541172	65541322	id-4009	8.81e-07	-	AGAGCACAGAATGACTGAACCACAAGAGGGAGCCA	V_CTCF_BR	40
chr1	65614304	65614454	id-4010	4.7e-06	+	GCTCGTACGTGCCGGGGCGCATGCAGCTGGCGGCC	V_CTCF_BR	7
chr1	65675069	65675219	id-4011	1.15e-06	-	AATGCACCCTCAAATTTTGTCAACAGGTGGCAGCA	Upstream_CTCF	40
chr1	65681359	65681509	id-4012	2.01e-05	+	GTACACTTTGCATTTTACTCCTCCAGAGGGCTCTA	UpstreamP1_CTCF	39
chr1	65695766	65695916	id-4013	5.68e-06	-	GGAACTCATCTGAGTTTGGCTGCTAGAGGGCAGCA	V_CTCF_BR	5
chr1	65696427	65696577	id-4014	5.92e-05	+	CTGGTAGTTGCACACTGTATCTACAGAGGGCGTGT	Upstream_CTCF	5
chr1	65701686	65701836	id-4015	5.93e-06	+	ATTGCATTTTACTGTATCTACTGAAGAGGGCACTC	Upstream_CTCF	39
chr1	65720247	65720397	id-4016	1.32e-05	+	TGTGGAGGCCACGCTCAGCTCGCCAGGCGGCGCAG	Upstream_CTCF	32
chr1	65731371	65731521	id-4017	3.81e-05	+	CACGTGTTCCCCGATCCCGTTTCCAGGGGGAGCCC	V_CTCF_BR	33
chr1	65731778	65731928	id-4018	1	+	NA	NONE	11
chr1	65772243	65772393	id-4019	1.85e-05	+	AAGGGAATGATTGCTGTCCCCAGAAGAGGGCATCT	Upstream_CTCF	3
chr1	65775033	65775183	id-4020	8.21e-06	+	GCTTCCGGGCACTCCTCAGCCAGGAGGTGCTGGCC	V_CTCF_BR	8
chr1	65777548	65777698	id-4021	2.6e-05	+	GTGAATGAGATCCTTCTGGCCTCTAGGGGACTCTC	UpstreamP1_CTCF	9
chr1	65888009	65888159	id-4022	8.02e-05	-	TCAGCAGCGCCACCACACTCCCTCTGAAGGCTGTA	Upstream_CTCF	9
chr1	65890075	65890225	id-4023	1.19e-06	-	TGAATTCCCTCTGTATTTGTCACCAGAGGGCAGCC	V_CTCF_BR	2
chr1	65896902	65897052	id-4024	2.67e-06	+	AAAGTAAAACAAAAAATGCCCACTAGAGGGTACTC	Upstream_CTCF	39
chr1	65900020	65900170	id-4025	3.16e-05	+	ATTGCACTTCCAAAATTGGCCACAAGTAAATAATC	Upstream_CTCF	24
chr1	65900767	65900917	id-4026	1	+	NA	NONE	13
chr1	65901849	65901999	id-4027	1	+	NA	NONE	3
chr1	65915260	65915410	id-4028	4.14e-06	+	AGCTTCCCTCCGGCAACTACCTGTAGGTGGCAATC	V_CTCF_BR	28
chr1	65925180	65925330	id-4029	2.27e-06	-	TGGACAATGGTAAGCTTTGCCAGTAGAGGGCATTA	V_CTCF_BR	40
chr1	65933248	65933398	id-4030	1.37e-05	+	TTTGTTCTACTATACCCTGCCCCCAGAGGTGGAAT	Upstream_CTCF	17
chr1	65940885	65941035	id-4031	3.16e-05	+	TCAGCATTCATTCTGCTCTCCTCTGGAGGCAGCAC	Upstream_CTCF	0
chr1	65965271	65965421	id-4032	1	+	NA	NONE	0
chr1	65993965	65994115	id-4033	3.36e-05	-	TTGTACATACTGAGTGTGGCCAGTAGGTGAACATT	UpstreamP1_CTCF	33
chr1	66046933	66047083	id-4034	5.51e-07	-	TCAGGCCAGAACCTGGCACCCAGAAGGGGGAGCCA	V_CTCF_BR	35
chr1	66089698	66089848	id-4035	1.81e-06	-	AGTGCTTTGCACATAAAGAACAGCAGGAGGAGTAC	Upstream_CTCF	15
chr1	66153470	66153620	id-4036	5.63e-09	-	TCTGCCTTCTCTGAGATGACCAGCAGGTGGCAGCA	Upstream_CTCF	40
chr1	66159674	66159824	id-4037	1.24e-05	+	ACCAACCTGGACCCATTAGCCAGCAGGTGGAGTGT	V_CTCF_BR	4
chr1	66183617	66183767	id-4038	7.17e-05	+	TATGATCTAAGCTGTATCCACTCTAGGGGGCATCC	Upstream_CTCF	33
chr1	66236774	66236924	id-4039	1.03e-06	-	ATGGGTGGGAACCTGTGTACCAGCAGAGGGAGGCT	V_CTCF_BR	1
chr1	66258707	66258857	id-4040	1	+	NA	NONE	5
chr1	66277699	66277849	id-4041	1	+	NA	NONE	14
chr1	66414738	66414888	id-4042	1	+	NA	NONE	27
chr1	66418598	66418748	id-4043	1	+	NA	NONE	3
chr1	66424642	66424792	id-4044	4.1e-06	+	TCTTTTGTTTTATTTTCCAACACAAGAGGGCAGCA	Upstream_CTCF	40
chr1	66458277	66458427	id-4045	1	+	NA	NONE	15
chr1	66550264	66550414	id-4046	2e-06	+	GGTGCTGTTCCAAATCAATGCTCTAGGGGTCTGGA	Upstream_CTCF	18
chr1	66603233	66603383	id-4047	1	+	NA	NONE	1
chr1	66705674	66705824	id-4048	3.4e-06	-	GATGTGCTACCAAATACCACCTGCAGGGAGGGGCT	Upstream_CTCF	23
chr1	66708479	66708629	id-4049	2.19e-08	-	TGAGCTGGTGACACGTGAGCCAGCAGATGGCAGCA	V_CTCF_BR	38
chr1	66719113	66719263	id-4050	1.84e-05	+	TTGTAATGTGCTGGCTTTGTCACTAGATGTTGCTC	UpstreamP1_CTCF	40
chr1	66748120	66748270	id-4051	5.41e-06	+	TGAGGTGTGTCTTGCTTGAACACAAGGAGGCAGCC	Upstream_CTCF	33
chr1	66797959	66798109	id-4052	8.56e-05	+	GAGCACCACTGTGATTTGTTCTCCTGGTGGAGAGA	UpstreamP1_CTCF	32
chr1	66809702	66809852	id-4053	9.66e-05	-	ACAGCAGACAAGGCTACAGGCATTGGGGGGCACTG	Upstream_CTCF	15
chr1	66817236	66817386	id-4054	1	+	NA	NONE	9
chr1	66820122	66820272	id-4055	1	+	NA	NONE	16
chr1	66826194	66826344	id-4056	3.73e-06	+	GCTGCATTAACTCTTTCAGCCACAGGGTGTCATTT	Upstream_CTCF	32
chr1	66840916	66841066	id-4057	1	+	NA	NONE	16
chr1	66869116	66869266	id-4058	1.5e-05	-	CCAGTGGTTGCAAACATTGCCTGCTGATGGCCCAT	Upstream_CTCF	21
chr1	66902125	66902275	id-4059	3.03e-05	-	TTGGCTGGTCCAGCACCTACCACAAGGGGAGCAGT	Upstream_CTCF	38
chr1	66909563	66909713	id-4060	2.04e-05	-	TTACTTCACTCCAGTCTGGGCAATAGAGGGAGGCC	V_CTCF_BR	13
chr1	66911255	66911405	id-4061	1	+	NA	NONE	7
chr1	66912212	66912362	id-4062	4.14e-06	-	GCGACAGTATTGCTTTCTACCACTAGATGGTGGTG	V_CTCF_BR	36
chr1	66918022	66918172	id-4063	7.44e-05	+	CCAGACCAGCTGGGTCTGACCACAAGGGGAAGCAT	Upstream_CTCF	34
chr1	66919809	66919959	id-4064	2.28e-05	-	CATGCAATGCACAAAGCGGGGTAAAGGGGGACCTC	Upstream_CTCF	0
chr1	66969651	66969801	id-4065	2.58e-05	-	GCTGTCAAATCCACTTTGTCCTCAGGAGGGTGCTG	Upstream_CTCF	40
chr1	67018728	67018878	id-4066	1	+	NA	NONE	2
chr1	67073287	67073437	id-4067	7.27e-06	+	CCACCCCCCTACACCATCACCACCAGGGGACACCC	V_CTCF_BR	30
chr1	67118415	67118565	id-4068	1	+	NA	NONE	6
chr1	67177238	67177388	id-4069	3.28e-05	-	TGACAATGCAGGGATATAACCAACAGATGGAGACA	V_CTCF_BR	36
chr1	67191850	67192000	id-4070	2.27e-06	-	GGAACCATGCTTAGTTTTGTCAGTAGAGGGCGCTA	V_CTCF_BR	40
chr1	67199150	67199300	id-4071	1.11e-05	-	GGTGTTGGTAGATTAATATCCACGAGGAGGAGCTA	Upstream_CTCF	19
chr1	67217948	67218098	id-4072	2.83e-07	+	GCAGCCCGGCTCAGAGTGACCCCCAGTGGGCAGTG	V_CTCF_BR	24
chr1	67227039	67227189	id-4073	1	+	NA	NONE	26
chr1	67230793	67230943	id-4074	1.22e-07	+	TGTGCACTCTGAAATATCACCACTGGGAGGCAGCA	Upstream_CTCF	40
chr1	67241451	67241601	id-4075	3.03e-05	+	CCTGTGAGGCTGGAGCAGTCCACAAGAGGGGCACT	Upstream_CTCF	2
chr1	67342456	67342606	id-4076	2.66e-05	+	ACACTCCTAAAGGTTCTTCCCAGAGGAGGGAGCTC	V_CTCF_BR	9
chr1	67379661	67379811	id-4077	1	+	NA	NONE	9
chr1	67391058	67391208	id-4078	1	+	NA	NONE	30
chr1	67395754	67395904	id-4079	1	+	NA	NONE	34
chr1	67461849	67461999	id-4080	3.09e-07	+	CTGCCAAAAGCAGGTGTTGCCACAAGAGGGCACTT	V_CTCF_BR	40
chr1	67580116	67580266	id-4081	1	+	NA	NONE	0
chr1	67592148	67592298	id-4082	5.68e-06	+	TGGGGGACTTCTGCTTCTGCCAATAGATGGAGCAC	V_CTCF_BR	35
chr1	67610532	67610682	id-4083	4.01e-05	+	TGATTGCTACCAAACATCTCCACTGGGGGTCCCAC	Upstream_CTCF	39
chr1	67614979	67615129	id-4084	1	+	NA	NONE	40
chr1	67677400	67677550	id-4085	2.38e-07	-	CAAGATGGCCTATGTAGCACCACCAGGGGGAGCAG	V_CTCF_BR	30
chr1	67678979	67679129	id-4086	1	+	NA	NONE	40
chr1	67680178	67680328	id-4087	2.38e-07	+	CAAGATGGCCTATGTAGCACCACCAGGGGGAGCAG	V_CTCF_BR	35
chr1	67699791	67699941	id-4088	7.27e-06	+	TTAAAAAGAAATGACGTAGCCACGTGGTGGCAGTA	V_CTCF_BR	37
chr1	67727493	67727643	id-4089	1	+	NA	NONE	35
chr1	67751917	67752067	id-4090	1	+	NA	NONE	5
chr1	67764576	67764726	id-4091	2.28e-05	-	GCTGCATTCTCTTCTGGTGCCTCTAGGAGAGAATT	Upstream_CTCF	23
chr1	67813482	67813632	id-4092	1.74e-08	+	CTGCGCACCGCTCTCACATCCACCAGAGGGCACTC	V_CTCF_BR	40
chr1	67833519	67833669	id-4093	1.47e-05	-	TTCCACCACGTACTCCTGAACAGCAGAGGGATCTT	V_CTCF_BR	20
chr1	67955457	67955607	id-4094	1.31e-05	-	AGGTTTGCACACTCAGATGCCTACAGAGGGCAGAC	V_CTCF_BR	36
chr1	67966236	67966386	id-4095	2.19e-08	-	GTGTGGGATCCACTCTTGGCCTGTAGAGGGCGCTC	V_CTCF_BR	40
chr1	67970420	67970570	id-4096	1	+	NA	NONE	1
chr1	67989956	67990106	id-4097	1.55e-05	+	ATAGAATTTCAGGGAAGTGTCTGCAGGGGGCAGAA	V_CTCF_BR	36
chr1	67997301	67997451	id-4098	1.19e-06	+	TGGACACCCTGTACAAGCAGCACCAGGGGGCAGTC	V_CTCF_BR	18
chr1	67998187	67998337	id-4099	1.95e-07	+	AATGAAATACTGAATTCATCCAGCAGATGGCAGAA	Upstream_CTCF	40
chr1	68001189	68001339	id-4100	5.55e-07	+	GGTGGTGTTCACACTTTTGCCACATGGGGACGCCA	Upstream_CTCF	40
chr1	68018203	68018353	id-4101	7.78e-06	-	TGTGGTGTCTAGGGAGATACCACTGGGGGCAGCCC	Upstream_CTCF	18
chr1	68027458	68027608	id-4102	9.81e-06	+	GACGGTGGCGCCAGAGAGGCAGGCAGGTGGCAGGA	V_CTCF_BR	40
chr1	68114442	68114592	id-4103	7.73e-05	+	TGGACAGCACCTAAAGATTCCTGGAGGTGGCGTTG	Upstream_CTCF	18
chr1	68151014	68151164	id-4104	1	+	NA	NONE	6
chr1	68152140	68152290	id-4105	1	+	NA	NONE	9
chr1	68166594	68166744	id-4106	4.17e-05	-	AGTGACGTAATGACTCTGACCTGTGGAGGGCTGTT	Upstream_CTCF	37
chr1	68194200	68194350	id-4107	1	+	NA	NONE	0
chr1	68205093	68205243	id-4108	1	+	NA	NONE	0
chr1	68215920	68216070	id-4109	1	+	NA	NONE	7
chr1	68226049	68226199	id-4110	8.91e-07	-	CATGTTTGTGCTCCACTGGCCACTAGGTGTCGTGG	Upstream_CTCF	40
chr1	68227529	68227679	id-4111	2.6e-06	-	TGTGGGAGAGAGTGGTCTGACTGCAGGTGGCAGGA	V_CTCF_BR	5
chr1	68231896	68232046	id-4112	6.49e-06	+	TAAACAATTCTCTGGTCCTCCTCTAGGGGGCGAAG	Upstream_CTCF	40
chr1	68237065	68237215	id-4113	1	+	NA	NONE	37
chr1	68260990	68261140	id-4114	1.21e-06	-	CTCGCAGTTCAGACAGCAGCCTGCAGAGGCAAGGT	Upstream_CTCF	12
chr1	68268050	68268200	id-4115	2.37e-05	-	CATGAAATCTCATGGCAGAGCAGCAGGAGTGGCTG	Upstream_CTCF	1
chr1	68270536	68270686	id-4116	6.05e-06	+	GAAAAATCCCCTCATGCTTCCAGCAGGGGGAGGGT	V_CTCF_BR	29
chr1	68315845	68315995	id-4117	7.55e-07	+	AAAAGTATTGGCTGGGTGTCCACCAGGTGGCAACA	V_CTCF_BR	38
chr1	68319424	68319574	id-4118	2.47e-08	+	GATGCTGCCCCAGACCCCTACACCAGGGGGCAGGC	Upstream_CTCF	40
chr1	68475906	68476056	id-4119	1.83e-05	-	TCCTTCTTCCTCTACCTAGCCACCAGAGGGTGTAT	V_CTCF_BR	33
chr1	68510945	68511095	id-4120	1	+	NA	NONE	1
chr1	68512435	68512585	id-4121	1	+	NA	NONE	11
chr1	68517397	68517547	id-4122	1	+	NA	NONE	30
chr1	68523371	68523521	id-4123	3.86e-08	+	GCAGCCATGCACACCCTCACCAGCAGGGGCCCCTG	Upstream_CTCF	28
chr1	68523881	68524031	id-4124	1	+	NA	NONE	29
chr1	68531619	68531769	id-4125	9.81e-06	+	GCCTTGCCTCTAAATGGCACCTCCAGCTGGAAGGA	V_CTCF_BR	1
chr1	68577617	68577767	id-4126	2.29e-05	-	CTGTACATTCCCAGAGTGTCCCAAGGAGGGCACTG	UpstreamP1_CTCF	39
chr1	68582449	68582599	id-4127	5.01e-09	+	CAGCCATTGTTTATCTTGGCCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr1	68585958	68586108	id-4128	1.46e-07	+	GATGTCATTCTCGATTTGGCCTGAAGAGGGCAGAC	Upstream_CTCF	40
chr1	68627747	68627897	id-4129	1	+	NA	NONE	28
chr1	68628596	68628746	id-4130	1.87e-09	+	TCGCGGCCGTCCAGCAGCGCCACCAGGGGGCAGGA	V_CTCF_BR	36
chr1	68640653	68640803	id-4131	1	+	NA	NONE	5
chr1	68660623	68660773	id-4132	1.37e-05	+	ACAACATTTACCCAAAATCCCACTAGAGGGAAGTA	Upstream_CTCF	3
chr1	68671032	68671182	id-4133	1	+	NA	NONE	6
chr1	68698142	68698292	id-4134	4.34e-05	-	CCTGCTCCTTTAAGCGTCCACAGGCGGCGGAGCGG	Upstream_CTCF	24
chr1	68698697	68698847	id-4135	1	+	NA	NONE	21
chr1	68748020	68748170	id-4136	1.43e-05	-	CTGGCTGGGGAAGTTGCTGCCACAAGGGGCAGTCC	Upstream_CTCF	19
chr1	68786888	68787038	id-4137	5.21e-08	-	ATCCATGGGCCAGGGTGAGCCGCCAGAGGGCAGAG	V_CTCF_BR	38
chr1	68808541	68808691	id-4138	1.52e-07	-	AGGCCCATTCCGTATGTGGCCACTAGCTGGCAGGA	V_CTCF_BR	40
chr1	68812015	68812165	id-4139	1	+	NA	NONE	40
chr1	68838277	68838427	id-4140	5.51e-07	-	AGGCCAAGCCCAAGATCAACCAGTAGGGGGAAGAA	V_CTCF_BR	13
chr1	68848874	68849024	id-4141	4.31e-05	+	CTGTTCTTTACAGAACACTGCCCCAGCTGGTGGAG	UpstreamP1_CTCF	16
chr1	68850285	68850435	id-4142	1	+	NA	NONE	32
chr1	68907813	68907963	id-4143	7.31e-05	-	CTGCCTCATCCCTCAGTCTGGGCTAGATGGCGCTT	UpstreamP1_CTCF	20
chr1	68908872	68909022	id-4144	4.48e-07	-	CCTGACATTTCCGTATCTTCCCCTAGGGGGCAATA	Upstream_CTCF	40
chr1	68914139	68914289	id-4145	4.31e-05	+	CTGATCCCTCTCCCTGTGACCCACAGGGGGAGTCT	UpstreamP1_CTCF	14
chr1	68920318	68920468	id-4146	8.33e-05	+	TCTGCTATACCTCTCCTCTCCAGCAGGCCAGCCAG	Upstream_CTCF	28
chr1	68921799	68921949	id-4147	8.33e-05	-	CAAGAGGGCACTCTGACATCCACTAGAGGGGGGAA	Upstream_CTCF	3
chr1	68936164	68936314	id-4148	2.83e-07	+	AGAGCTGCATCAGAGGAGGCCTGCAGATGGCACTG	V_CTCF_BR	40
chr1	68951420	68951570	id-4149	4.17e-05	-	CTTTATATTCCTTTGTTGTCCACTGGGTGTCAATA	Upstream_CTCF	10
chr1	68962253	68962403	id-4150	1	+	NA	NONE	12
chr1	68962948	68963098	id-4151	1	+	NA	NONE	20
chr1	69029742	69029892	id-4152	9.26e-05	-	CTGTAATTACACATGTTAGCCACCATGCCTGGCTG	UpstreamP1_CTCF	17
chr1	69036609	69036759	id-4153	1	+	NA	NONE	7
chr1	69056277	69056427	id-4154	8.58e-06	-	GTGGAATAGTTCATTTCTAACAACAGGTGGCAGGC	UpstreamP1_CTCF	11
chr1	69065842	69065992	id-4155	1.01e-05	+	CAATCAGTTTTACTACTATCCTGAGGGGGGCAGTG	Upstream_CTCF	39
chr1	69217520	69217670	id-4156	2e-06	+	CTTGCCCTTCCACTGTTCATCACAAGGAGGCTCTC	Upstream_CTCF	20
chr1	69248668	69248818	id-4157	1	+	NA	NONE	17
chr1	69257616	69257766	id-4158	3.97e-07	+	AGGGTTCTATAGGGCATGAACACCAGGGGGCAGGA	V_CTCF_BR	22
chr1	69274137	69274287	id-4159	1.03e-06	+	CTGGGCAGTGCAGTTACAGCCAGAAGAGGGAGGCT	V_CTCF_BR	9
chr1	69285223	69285373	id-4160	1.34e-06	+	CTGTAAGGGTGCTCACAGTCCAATAGGGGGAGATA	UpstreamP1_CTCF	34
chr1	69440348	69440498	id-4161	1	+	NA	NONE	2
chr1	69482259	69482409	id-4162	5.3e-05	-	TCTCAGATATCATTCTTCACCAGCAGAGGACAGAA	UpstreamP1_CTCF	15
chr1	69538966	69539116	id-4163	2.11e-06	+	TGGCCCTCTTTTCATGCCTCCACTAGGTGGTGCCC	V_CTCF_BR	22
chr1	69543520	69543670	id-4164	1	+	NA	NONE	0
chr1	69550510	69550660	id-4165	4.01e-05	+	TGGAGACAGTTCTTATCAGCCCAGAGATGGCACCA	V_CTCF_BR	4
chr1	69640928	69641078	id-4166	9.84e-06	+	ATATTGTTATAAAAGGTGACCAGGAGGAGGCAGTG	UpstreamP1_CTCF	11
chr1	69687303	69687453	id-4167	1	+	NA	NONE	12
chr1	69725897	69726047	id-4168	1	+	NA	NONE	5
chr1	69771429	69771579	id-4169	8.71e-06	+	CAGTGCCCCGCAGCTCAAACCTCTAGGGGGAGCAT	V_CTCF_BR	26
chr1	69806827	69806977	id-4170	5.93e-06	-	CCCGTGATTCAATTACTTCCCACCAGATGTCTCCC	Upstream_CTCF	6
chr1	69843307	69843457	id-4171	1	+	NA	NONE	7
chr1	69848584	69848734	id-4172	1	+	NA	NONE	5
chr1	69925038	69925188	id-4173	1.06e-05	+	GGAGTAATGCTAGACTTTGTCAATAGAGGACACTG	Upstream_CTCF	7
chr1	70032915	70033065	id-4174	1.83e-05	+	AGGCGGGCGGGGGAGGAAACCCCGAGGAGGCGCTC	V_CTCF_BR	9
chr1	70109421	70109571	id-4175	1	+	NA	NONE	3
chr1	70114340	70114490	id-4176	4.3e-06	-	GGTGGAGGAGCTGAGAAGCCCAAGAGAGGGCAGAG	Upstream_CTCF	2
chr1	70166582	70166732	id-4177	1.1e-05	-	GTTAACAACAGTGAGGAAGTCACAAGGGGGCGCAG	V_CTCF_BR	38
chr1	70203385	70203535	id-4178	1.71e-06	-	AATCAAGGAAAAGACACAACCACAAGATGGCAGTA	V_CTCF_BR	39
chr1	70252978	70253128	id-4179	1.38e-06	+	TGGCCCTCTTCTCACAGCTCCACTAGGGGGTGCCC	V_CTCF_BR	11
chr1	70361435	70361585	id-4180	8.91e-07	-	GAAGCAACACAAATATTCACCACTAGGTGAAAGAA	Upstream_CTCF	9
chr1	70500227	70500377	id-4181	5.93e-06	+	TGTGTGCTCACAGCTGAGCTCACCAGGAGGCAGCA	Upstream_CTCF	39
chr1	70578660	70578810	id-4182	1	+	NA	NONE	34
chr1	70598738	70598888	id-4183	5.05e-10	+	CTGCAGTTCAGAAGAGCCACCACTAGATGGAGACC	UpstreamP1_CTCF	40
chr1	70606516	70606666	id-4184	1	+	NA	NONE	4
chr1	70607924	70608074	id-4185	2.37e-05	-	CATTCATTGCATTCCACTGACGCTAGGTGTCATCA	Upstream_CTCF	29
chr1	70608875	70609025	id-4186	1	+	NA	NONE	31
chr1	70662141	70662291	id-4187	2.04e-05	+	CCACTGCATGCTAGCCTGGGCAACAGAGGGAGACA	V_CTCF_BR	2
chr1	70671616	70671766	id-4188	1	+	NA	NONE	14
chr1	70687475	70687625	id-4189	1	+	NA	NONE	25
chr1	70780518	70780668	id-4190	2.31e-06	+	CCAGCATACCCAGCTCTTACCACAAGGAGGTAGGA	Upstream_CTCF	20
chr1	70790497	70790647	id-4191	1.38e-06	+	TCTCCATAGCTGATGGCTTCCGCCAGAGGGCTCCA	V_CTCF_BR	12
chr1	70820028	70820178	id-4192	4.41e-06	+	TTCTCCCCGGTCATCGCCGCCGCCAGGGGCAAGGG	V_CTCF_BR	34
chr1	70876460	70876610	id-4193	1	+	NA	NONE	10
chr1	70902382	70902532	id-4194	1.37e-05	+	CCTGCTAGTAAGTTTGGATGCACAAGAGGGCACAC	Upstream_CTCF	31
chr1	70952987	70953137	id-4195	1	+	NA	NONE	22
chr1	70953703	70953853	id-4196	1	+	NA	NONE	40
chr1	70975899	70976049	id-4197	2.31e-06	-	TATATATTTCCCTCAAGGACCACTAGATGGCACTT	Upstream_CTCF	40
chr1	70994536	70994686	id-4198	3.63e-05	+	ACTGAGTGCGATCATAGTCTCACTAGATGGCAGCA	V_CTCF_BR	37
chr1	71083544	71083694	id-4199	5.48e-05	-	GTAGCTATTCTTTGCAAGACCTCATGGAGTCACTC	Upstream_CTCF	8
chr1	71094724	71094874	id-4200	8.64e-05	+	GCTCAAATACTACGTGCTGCAGCCAGGTGGAAATG	Upstream_CTCF	3
chr1	71151093	71151243	id-4201	2.78e-09	+	ATGCAGTTCAACCTCTAGGCCAGTAGGTGGTGCTT	UpstreamP1_CTCF	40
chr1	71179928	71180078	id-4202	1.59e-06	+	GCAAGCGAATCACTTCTGGCCAGGAGAGGTCAGGG	V_CTCF_BR	2
chr1	71202960	71203110	id-4203	6.9e-05	-	CCTGCAGTGTCATTAGGAACCATGTGGGGAGCCAG	Upstream_CTCF	14
chr1	71210950	71211100	id-4204	6.04e-07	+	GTGTAATTCAGGCTATCATCCAGTAGATGGCTTGC	UpstreamP1_CTCF	38
chr1	71326624	71326774	id-4205	8.56e-05	+	AAGTCATAGAGTGGTATGGCCACTAGGAGTGGGAA	UpstreamP1_CTCF	0
chr1	71332326	71332476	id-4206	1.21e-05	+	CTGGCCATCAAACAGGCCACCATCAGAGGGCACTG	Upstream_CTCF	11
chr1	71362004	71362154	id-4207	1.64e-05	-	ATTCCTAGGCATTTCTTGACCTGTAGATGGCATTA	V_CTCF_BR	29
chr1	71429220	71429370	id-4208	1.72e-06	-	CCTGCAGCTGCTCCAGCCATGGCTAGAGGGAGCCA	Upstream_CTCF	12
chr1	71431828	71431978	id-4209	2.31e-07	+	TCTGCAATACCTTCATCTGCCTGTAGGTGTAAAGT	Upstream_CTCF	38
chr1	71436202	71436352	id-4210	2.1e-05	+	TCATCGCTTCCCAAGATGTCCTATAGGTGACAGCA	Upstream_CTCF	3
chr1	71515807	71515957	id-4211	3.24e-06	-	CATGTTATTAGCCTTTTGGTCACTAGAGGGTGGTG	Upstream_CTCF	40
chr1	71546913	71547063	id-4212	1.48e-06	-	TTACTCTTGGGTCCTCCCACCTGTAGGGGGCTCTC	V_CTCF_BR	40
chr1	71552891	71553041	id-4213	1.56e-06	+	GTGTAATGTATAGACCTGACTGCTAGGAGGCACTC	UpstreamP1_CTCF	10
chr1	71559722	71559872	id-4214	5.41e-07	+	GTGTACTGGGTGAACAAATCCAGTAGATGGCAGTT	UpstreamP1_CTCF	35
chr1	71636732	71636882	id-4215	2.33e-07	+	CAGCATCTCTGGCCTCTGCCCACTAGATGTCAACA	UpstreamP1_CTCF	17
chr1	71662491	71662641	id-4216	2.27e-05	+	AATTTGTCCAGTTGTATATCCAGTAGATGTCAGCA	V_CTCF_BR	30
chr1	71809814	71809964	id-4217	4.88e-05	-	CTTGTGCTCCATATGGTGTCCACTGGGGGCACTCT	Upstream_CTCF	39
chr1	71823500	71823650	id-4218	1.48e-06	-	GATGCTTGCCTGGTGGCTCCCGCAAGAGGGCGCGC	V_CTCF_BR	20
chr1	71987466	71987616	id-4219	4.7e-06	-	CACAGCCAGCAGAATGCAGTCACTAGGTGGCACCT	V_CTCF_BR	39
chr1	72053771	72053921	id-4220	1	+	NA	NONE	31
chr1	72059290	72059440	id-4221	7.78e-06	+	CCAACAGTCTCTGGATTTACCACCAGAGGCCCTCA	Upstream_CTCF	32
chr1	72187322	72187472	id-4222	1	+	NA	NONE	10
chr1	72261849	72261999	id-4223	1	+	NA	NONE	10
chr1	72387963	72388113	id-4224	3.29e-05	-	TATGCTCTATGTTGCCCCCACACCAGAAGGTGCAT	Upstream_CTCF	14
chr1	72503545	72503695	id-4225	2.6e-07	-	ATGAGTGTAAAGAATACCACCAGCAGGTGGCAGCA	V_CTCF_BR	39
chr1	72652520	72652670	id-4226	8.03e-07	+	TTTGTGGGATCTTCATTCACCACTAGAGGGAAGTG	Upstream_CTCF	37
chr1	72746514	72746664	id-4227	1	+	NA	NONE	13
chr1	72748156	72748306	id-4228	4.41e-06	-	TTCCCGGGAAGACTCGCCAGCACCAGGGGGTGGGG	V_CTCF_BR	21
chr1	72748441	72748591	id-4229	1	+	NA	NONE	25
chr1	72750109	72750259	id-4230	3.81e-05	+	GCGCACCGAAGCAAGACTCTCTGCAGGGGTCAGCA	UpstreamP1_CTCF	32
chr1	72750893	72751043	id-4231	9.31e-05	+	TCTTCAGTGTCCACGGGGGTGGGTTGGGGGTGGTA	Upstream_CTCF	8
chr1	72788339	72788489	id-4232	8.34e-07	-	GTGTAGGCTAACTTACAGACCAGCAGGTGGCATTT	UpstreamP1_CTCF	5
chr1	72837046	72837196	id-4233	2.47e-07	+	GGGTACTTTCCTTCCCCAGACAGCAGGGGGCTGTG	UpstreamP1_CTCF	17
chr1	73023224	73023374	id-4234	6.34e-08	+	GAAGCTCTGCCAATCTTGGGCACTAGAGGGAGAGA	Upstream_CTCF	34
chr1	73089002	73089152	id-4235	2.43e-06	+	ATCTTCCTATCAGGATCTGCCAATAGAGGGCACTA	V_CTCF_BR	39
chr1	73157659	73157809	id-4236	4.88e-05	+	GAGGGTATTCTCATGGCAACCTGAAGAGGGGGTTG	Upstream_CTCF	1
chr1	73190686	73190836	id-4237	1.83e-05	+	GAGGAGCTATTGCAACTGAACTCTGGAGGGCAGTC	V_CTCF_BR	8
chr1	73311157	73311307	id-4238	7.23e-07	-	CTTGTTGCTGCTAACCAGACCACCAGGTGGCTCAT	Upstream_CTCF	30
chr1	73566039	73566189	id-4239	1.23e-05	-	TTGTAGTTTGGGCGTTGATTCACTAGATGGTGCTT	UpstreamP1_CTCF	6
chr1	73671418	73671568	id-4240	3.56e-06	-	TTTGTAGTTGGGCTGTGATCCAGCAGATGGTGCTT	Upstream_CTCF	16
chr1	73792285	73792435	id-4241	1.64e-06	+	GTGAGGCTGGACCTGCAGACCAGTAGGTGGCACGT	UpstreamP1_CTCF	0
chr1	73867476	73867626	id-4242	4.65e-05	+	GACTTCCATTTGAGTGTGTCCAGTAGGAGGCATTA	V_CTCF_BR	8
chr1	73918338	73918488	id-4243	1.09e-06	+	CTGCTTGAAACTATCTCTCCCACCAGAGGGCATTC	UpstreamP1_CTCF	17
chr1	74093547	74093697	id-4244	4.68e-05	-	GGTCTGTGAAGCTGTATCTGCATTAGGGGGCACTC	UpstreamP1_CTCF	6
chr1	74100824	74100974	id-4245	3.42e-05	-	CCTTTGATTGCTGCTGGTATCAGTAGAGGGCATCA	Upstream_CTCF	9
chr1	74140743	74140893	id-4246	3.63e-05	-	ACCTGTTGTTATTTAGTCACCACTAGATGGTGTCC	V_CTCF_BR	39
chr1	74279494	74279644	id-4247	2e-06	-	ACTTCAGGATGGATGAAGGGCAGCAGGAGGCGCTG	Upstream_CTCF	10
chr1	74305733	74305883	id-4248	8.61e-08	+	TTCTCATCAGAAACACTGGCCGCCAGGTGGCAGTG	V_CTCF_BR	35
chr1	74464167	74464317	id-4249	2.67e-06	-	TTTGATTTTGTAGTATTTACCAGTAGATGGCAGTA	Upstream_CTCF	38
chr1	74934805	74934955	id-4250	2.06e-07	-	TCTGCAAAATCCTATATATCCACTAGGTGGAGATC	Upstream_CTCF	40
chr1	74969945	74970095	id-4251	1	+	NA	NONE	40
chr1	74978276	74978426	id-4252	2.1e-06	-	CAGGCACTAAAGGATGAAGCCAGGAGGGGGTGGTG	Upstream_CTCF	3
chr1	75032964	75033114	id-4253	6.75e-05	-	CAACAGTCTCAAGGACAGCCCGGAAGAGGCCGCTC	UpstreamP1_CTCF	1
chr1	75155609	75155759	id-4254	4.14e-06	-	CAATGCACTTTATTTCTTACCAGCAGGTGTCGCAA	V_CTCF_BR	40
chr1	75198731	75198881	id-4255	1	+	NA	NONE	20
chr1	75198919	75199069	id-4256	1	+	NA	NONE	15
chr1	75199502	75199652	id-4257	3.91e-06	-	GTTGTAATAATGGAGGGGCTCACTAGGAGGCAGTA	Upstream_CTCF	38
chr1	75200244	75200394	id-4258	1	+	NA	NONE	27
chr1	75233305	75233455	id-4259	4.3e-08	-	AAGCAGTTGTGTCAGGGAACCAGTAGGGGGTGCTG	UpstreamP1_CTCF	39
chr1	75237728	75237878	id-4260	7.61e-08	+	TCTGATTTTTCACAATTATCCACCAGGTGGCAGAG	Upstream_CTCF	40
chr1	75241517	75241667	id-4261	1	+	NA	NONE	14
chr1	75300825	75300975	id-4262	1.1e-06	+	CCCTGTCTACCTCCTGCCCCCTGCAGAGGGAAGCA	V_CTCF_BR	6
chr1	75323466	75323616	id-4263	4.71e-06	+	CAGTCAGTGTCAGATCTCTGCACCAGGGGCAGGCT	Upstream_CTCF	1
chr1	75349704	75349854	id-4264	1.83e-05	-	CACATGATTCAATTACCTTCCACCAGGTGTCTCCC	V_CTCF_BR	4
chr1	75519008	75519158	id-4265	1.31e-05	+	AGCACAGTGCTAAACTTTGTCAGCAGAGGTCACTG	V_CTCF_BR	19
chr1	75533761	75533911	id-4266	3.63e-05	+	GCAAGTATACTTATGCAAACCGCCTGGGGGAGCAG	V_CTCF_BR	4
chr1	75570655	75570805	id-4267	2.02e-06	-	CAGCCACGCCCCCATCCTTCCAGTAGCTGGGACTG	UpstreamP1_CTCF	4
chr1	75590341	75590491	id-4268	1.24e-05	-	GCTGGAGGGAGCGATACGGCCGGGTGAGGCCGCTG	V_CTCF_BR	7
chr1	75593998	75594148	id-4269	9.81e-06	+	GGCACCCCCCAGCTGCTCAGCGGAAGTGGGCAGAG	V_CTCF_BR	5
chr1	75668553	75668703	id-4270	1	+	NA	NONE	2
chr1	75669507	75669657	id-4271	1.55e-07	-	ACTGCTGTAAAGCGAGTATACAGCAGATGGCGGTG	Upstream_CTCF	39
chr1	75699126	75699276	id-4272	2.11e-08	+	GTGTAATTCGGAATACTTGCCTCTAGAGGGCAATG	UpstreamP1_CTCF	40
chr1	75723177	75723327	id-4273	7.27e-06	-	TTTGTGTTGGGAATGTGGACCACTAGGGGTCTCTC	V_CTCF_BR	13
chr1	75731492	75731642	id-4274	1.28e-08	+	GCTGAAGTTTTTGTAGTAGCCAGTAGGTGGCATCA	Upstream_CTCF	40
chr1	75889536	75889686	id-4275	1.26e-05	-	AAAGCAACACCCTTTCTAACCACTTGATGGTGTCT	Upstream_CTCF	19
chr1	76048717	76048867	id-4276	1	+	NA	NONE	8
chr1	76080131	76080281	id-4277	1	+	NA	NONE	2
chr1	76080499	76080649	id-4278	5.41e-06	+	TCTGCAGTGCTGCAGACAACCTCTAGGGCTCTGCG	Upstream_CTCF	38
chr1	76098154	76098304	id-4279	1.28e-08	-	GGTGCAGTTTCTAGAATGGTCAGCAGAGGGTGAAG	Upstream_CTCF	40
chr1	76105952	76106102	id-4280	1	+	NA	NONE	0
chr1	76230091	76230241	id-4281	1	+	NA	NONE	4
chr1	76308299	76308449	id-4282	8.17e-10	+	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	29
chr1	76374416	76374566	id-4283	1.47e-05	+	GATTGCTGCCTCATTTTCAGCACTAGATGGCACCT	V_CTCF_BR	39
chr1	76430549	76430699	id-4284	4.5e-06	-	AATGTAGGAATGCCAGCAACCACCAGATGCTGACA	Upstream_CTCF	13
chr1	76457315	76457465	id-4285	8.61e-08	+	TTGTGTCTGCTTGATGTGGACACCAGGTGGCGCTG	V_CTCF_BR	40
chr1	76500882	76501032	id-4286	1	+	NA	NONE	33
chr1	76558491	76558641	id-4287	5.74e-05	+	CTCCAGAGTGATTGCCTGGCCTCCAGGGTGTGCTC	UpstreamP1_CTCF	3
chr1	76606044	76606194	id-4288	1.38e-06	-	GTAAGCAGGGACCATGTGACCAGCAGGGGCAGCAA	V_CTCF_BR	27
chr1	76619915	76620065	id-4289	4.64e-09	+	ATGCAGGGCCCTTTCTCCCCCACGAGAGGGCGCTC	UpstreamP1_CTCF	40
chr1	76620463	76620613	id-4290	1	+	NA	NONE	19
chr1	76668843	76668993	id-4291	1	+	NA	NONE	3
chr1	76747062	76747212	id-4292	1.5e-05	-	GGAGCTACCCACACACTCCCCAGCAGGCTGCAGGC	Upstream_CTCF	3
chr1	76796802	76796952	id-4293	8.84e-10	+	ATGCAGTGGTGTCCCCCTACCACTAGGGGGAGATG	UpstreamP1_CTCF	39
chr1	76811707	76811857	id-4294	8.33e-05	+	TTCTCCATACTACTTATCACCACCAGGGGTATAAT	Upstream_CTCF	8
chr1	76917068	76917218	id-4295	4.71e-06	+	CCTGTGATTCAGTTACCTCCCACTGGGTGTCTCCC	Upstream_CTCF	9
chr1	77013756	77013906	id-4296	1.28e-06	-	AGTGGGAGGATAAACAAGACCAGCAGAGGGAGGAG	V_CTCF_BR	16
chr1	77206700	77206850	id-4297	8.58e-06	-	CTTGACTGGGAGACATCTCCCAGCAGGGGTCGACA	UpstreamP1_CTCF	14
chr1	77333035	77333185	id-4298	3e-06	+	ATGTAGAGGTCTTTAGGACCCAGCAGGCGGCGGCA	UpstreamP1_CTCF	19
chr1	77333872	77334022	id-4299	5.74e-05	-	CCGCCGCCGCCCAGATCTCTCGGTAGAGGGCAGGT	UpstreamP1_CTCF	31
chr1	77342493	77342643	id-4300	1.64e-06	-	CTGCCTTCTCTCCCTCAGCCCAGCAGATGGCCTCA	UpstreamP1_CTCF	10
chr1	77367001	77367151	id-4301	3.11e-05	+	GAGATTGTCTCCAGCCCAGGAAGCAGTGGGCACTG	V_CTCF_BR	39
chr1	77484132	77484282	id-4302	2.4e-05	+	TTTGTGCAAATCCACACAGCCAGGAGGAGGCAGAT	V_CTCF_BR	4
chr1	77497070	77497220	id-4303	1	+	NA	NONE	25
chr1	77525802	77525952	id-4304	3.56e-05	+	TGTGCATGGCAGGCTGCAGCCACTTGGGGAACTGG	Upstream_CTCF	6
chr1	77533834	77533984	id-4305	1.03e-06	+	GTTCAGTTACATCCCAGCTACAGGAGAGGGCAACA	UpstreamP1_CTCF	3
chr1	77546202	77546352	id-4306	1	+	NA	NONE	14
chr1	77550294	77550444	id-4307	5.34e-06	-	TTGTTTCAGGTGATCTTCTCCTGCAGGGGGAGGGA	V_CTCF_BR	8
chr1	77550910	77551060	id-4308	1	+	NA	NONE	0
chr1	77592036	77592186	id-4309	3.86e-05	-	ACTACACTTCAGTGAAGCCACAGAAGAGGGTGCTG	Upstream_CTCF	40
chr1	77609327	77609477	id-4310	5.01e-06	-	ATTTGGAAATTGTGTTGTACCAGAAGATGGCAGTA	V_CTCF_BR	31
chr1	77614022	77614172	id-4311	1	+	NA	NONE	34
chr1	77684830	77684980	id-4312	2.96e-05	+	CTGGGTCAGGGGCTGATTGACTCCAGGAGGCGTCC	V_CTCF_BR	32
chr1	77747626	77747776	id-4313	3.31e-06	-	GGGCTGCCAGGCAGCGCGGCCGCCAGGGGTGGGGC	UpstreamP1_CTCF	13
chr1	77776775	77776925	id-4314	1.1e-06	-	GGCAGGCAGGTGTGAGGGTCCTGAAGGTGGCAGTG	V_CTCF_BR	4
chr1	77779297	77779447	id-4315	3.22e-05	-	ACCCACAAACCCAGTTCTGCCAGCAGAGGGCCATA	UpstreamP1_CTCF	40
chr1	77863079	77863229	id-4316	4.65e-05	+	TTACTTTGAGTCCACTTCTCCAACAGGGGGAAACA	V_CTCF_BR	1
chr1	77877816	77877966	id-4317	1	+	NA	NONE	11
chr1	77882866	77883016	id-4318	8.81e-07	-	GAGGGTGAATACAGGTTGTCCAGGAGGGGGAGCAG	V_CTCF_BR	40
chr1	77937926	77938076	id-4319	2.96e-05	+	GGGATGCCTCCTTTTGTGGTCGCAGGGTGGCAGTG	V_CTCF_BR	1
chr1	77981311	77981461	id-4320	1.1e-06	+	GTGAGAGGTCTGGCTCCTGCCAGAAGGGGGAAACA	V_CTCF_BR	33
chr1	77999490	77999640	id-4321	1.71e-06	-	AAAAAATGACCCTTGTTCACCAGCAGAGGGCGAGC	V_CTCF_BR	40
chr1	78001321	78001471	id-4322	1	+	NA	NONE	4
chr1	78005635	78005785	id-4323	2.5e-05	-	CAGCATTGCTGGGTAGAGGCCTGAGGGCGGTGCTT	UpstreamP1_CTCF	6
chr1	78045365	78045515	id-4324	1	+	NA	NONE	10
chr1	78104953	78105103	id-4325	1.41e-05	-	TTGTTATTTTTCCATACATCCTCTGGGTGGCAACT	UpstreamP1_CTCF	12
chr1	78148065	78148215	id-4326	1.1e-05	-	GCAACACTGCCCTCCCCATCCCCCTGCGGGCGCTC	V_CTCF_BR	18
chr1	78149160	78149310	id-4327	2.31e-07	-	GCTGCACGGGCCGCGGTTACCAGCAGGCGGTGTAG	Upstream_CTCF	40
chr1	78153378	78153528	id-4328	1.61e-05	-	TTGGAGGGTTGCACAGCGGCCAGCAGAGGCGCTCC	UpstreamP1_CTCF	31
chr1	78210384	78210534	id-4329	5.37e-06	+	GTGAGAGGATCACCTGAGCCCAGTAGATGGCAGCT	UpstreamP1_CTCF	10
chr1	78262560	78262710	id-4330	1.61e-05	-	AGCTAGCGGTCAGAGGTGACCACAAAGGGGCAGCA	UpstreamP1_CTCF	9
chr1	78291063	78291213	id-4331	2.4e-05	+	TGAATGTGAGATGTTGAAATCACTAGAGGGCAGCA	V_CTCF_BR	37
chr1	78353850	78354000	id-4332	7.27e-06	+	CCCCAGAGCAAACTGGTTGCGGGTAGGGGGAGCCA	V_CTCF_BR	27
chr1	78366492	78366642	id-4333	4.17e-05	-	GATGCAATGTCCTTGGCCACCTTAAAGGGGCAGCA	Upstream_CTCF	40
chr1	78414877	78415027	id-4334	9.81e-06	+	TGCACTATAATCTGGCTGACCACCTGGAGGAGCCC	V_CTCF_BR	39
chr1	78443121	78443271	id-4335	3.5e-05	+	CTGCACTCCAGTCTGGGCGACAGAGGGAGACTCCG	UpstreamP1_CTCF	22
chr1	78445132	78445282	id-4336	3.05e-07	-	GACGCACTTCTCCTGGCGCCCTCCGGGCGGCAGCG	Upstream_CTCF	40
chr1	78518192	78518342	id-4337	1	+	NA	NONE	3
chr1	78526658	78526808	id-4338	1.3e-07	+	CTTGCAGTGTCTCATAGGGCCACCAGGGAGTCCTT	Upstream_CTCF	25
chr1	78580151	78580301	id-4339	6.98e-07	-	AAATTCTGGCTTGGACCAGCCTCCAGAGGGCAGTT	V_CTCF_BR	40
chr1	78596563	78596713	id-4340	1.67e-08	+	GTGGCAGTAATAAAAATGGCCACTAGAGGTCAGCA	Upstream_CTCF	40
chr1	78610844	78610994	id-4341	1.15e-06	+	TTTTTTCTACCTTGGCTGACCAGTAGGTGGCATTG	Upstream_CTCF	40
chr1	78631755	78631905	id-4342	1	+	NA	NONE	6
chr1	78741748	78741898	id-4343	2.27e-05	-	TATATAGCAGCAGATGATGCCAGGAGGGGCCAGTG	V_CTCF_BR	18
chr1	78799212	78799362	id-4344	9.78e-07	+	AAGTACTTCCACAGACAGTCCACTAGGGGGGCAGC	UpstreamP1_CTCF	40
chr1	78818799	78818949	id-4345	3.03e-05	+	GAAGCACTTGCAATAGCGACCTCTGGAGTGTGAGC	Upstream_CTCF	9
chr1	78903218	78903368	id-4346	9.51e-07	-	GCAACGAGGAGCTGGCTGGACTCAAGGGGGAGGCA	V_CTCF_BR	9
chr1	78938970	78939120	id-4347	1	+	NA	NONE	2
chr1	79019668	79019818	id-4348	8.79e-07	-	GTGTAATTCAGGCTTCAATCCAGTAGGTGACACTT	UpstreamP1_CTCF	32
chr1	79036355	79036505	id-4349	2.8e-05	-	TAATAAATGTTTACAAAGGCCAGAAGGGGGCCTCA	Upstream_CTCF	19
chr1	79073136	79073286	id-4350	4.41e-06	-	GGAAAAAAATCTTCTCTGGCCACAAGGGGGTTCTC	V_CTCF_BR	37
chr1	79073838	79073988	id-4351	8.13e-06	+	ACTGCCTTTATAGATTCCACCTCTGGGGGCAGGGC	Upstream_CTCF	19
chr1	79083319	79083469	id-4352	4.14e-06	+	GGCATAAACTTAACTTTTGTCAGTAGAGGGCGCTG	V_CTCF_BR	40
chr1	79138923	79139073	id-4353	8.91e-07	+	ACTGTCATTTGGCTTCCAGCCAGGAGGTGGCACTT	Upstream_CTCF	6
chr1	79142160	79142310	id-4354	6.39e-08	-	GTAGGTTGTAGAGCATTGACCACTAGGGGGCAGAC	V_CTCF_BR	39
chr1	79154487	79154637	id-4355	2.53e-05	+	AAACAAGTAATTGAAAGGACCAGTAGATGGCATAA	V_CTCF_BR	31
chr1	79209476	79209626	id-4356	1.17e-05	+	GTTAGTAAGGAAAGATTCACCAAGAGGGGGCAGAA	V_CTCF_BR	22
chr1	79305500	79305650	id-4357	3.8e-07	+	CTTGCTTTTAAAGATTTGTCCAGGAGGTGGCACTA	Upstream_CTCF	40
chr1	79349859	79350009	id-4358	1	+	NA	NONE	2
chr1	79510815	79510965	id-4359	1.47e-05	-	AGCTGGTTAACACAAGCTGCCTATAGATGGCAGAC	V_CTCF_BR	22
chr1	79535644	79535794	id-4360	1	+	NA	NONE	16
chr1	79663224	79663374	id-4361	9.51e-07	-	GCATTCAAGACAAATTCTGCCACCAGATGGAAGAC	V_CTCF_BR	35
chr1	79725543	79725693	id-4362	2.96e-05	+	GTGTTATTACTAACTCCTTCCAAGAGAGAGCAGTA	UpstreamP1_CTCF	37
chr1	79788359	79788509	id-4363	2e-06	-	TATGCAATTCCACTCACTGACAGAGGGGGACCAAA	Upstream_CTCF	17
chr1	79819047	79819197	id-4364	6.43e-06	-	TAACAAAAAAAACAGTTAAGCAGCAGGTGGCGCTA	V_CTCF_BR	40
chr1	79828286	79828436	id-4365	9.71e-06	-	GATGCTATCATTAGTTTGTCCACCAGGGAAAGAAG	Upstream_CTCF	15
chr1	79962969	79963119	id-4366	2.81e-06	+	ACTGCTATTCTGTTAGGCAGGGCTAGGGGGTGCTA	Upstream_CTCF	40
chr1	80022029	80022179	id-4367	1	+	NA	NONE	6
chr1	80053032	80053182	id-4368	2.94e-06	+	TCTGATCTGCCTTTGAAGTCCACTTGAGGGCAAAC	Upstream_CTCF	10
chr1	80083571	80083721	id-4369	1.84e-07	+	GATGTAGTTACTTTAGCCTCCACAAGGGGCCATCA	Upstream_CTCF	37
chr1	80317823	80317973	id-4370	1	+	NA	NONE	34
chr1	80340089	80340239	id-4371	1	+	NA	NONE	13
chr1	80365764	80365914	id-4372	1	+	NA	NONE	16
chr1	80435735	80435885	id-4373	1	+	NA	NONE	1
chr1	80440469	80440619	id-4374	2.66e-05	-	GGCACAAGAATCGCTTGAACCGGGAGGTGGAGGTT	V_CTCF_BR	8
chr1	80448110	80448260	id-4375	1	+	NA	NONE	7
chr1	80461748	80461898	id-4376	1	+	NA	NONE	16
chr1	80621176	80621326	id-4377	2.66e-05	+	CTTGTTACCAGTGGCCAGTCCACTAGGTGGCTCGT	V_CTCF_BR	30
chr1	80629977	80630127	id-4378	1	+	NA	NONE	9
chr1	80683162	80683312	id-4379	1.48e-06	+	AAACAGCAGGAGTGTCTTGTCACTAGAGGGCAGCC	V_CTCF_BR	38
chr1	80683914	80684064	id-4380	1.43e-05	+	TTTTCAGGATCTTTTGATCCCAGTAGAGGTCAGTA	Upstream_CTCF	40
chr1	80907474	80907624	id-4381	9.81e-06	+	CAGACATTGCCAAATGTTTCCTGGAGGGGGAGCAA	V_CTCF_BR	19
chr1	81121847	81121997	id-4382	1	+	NA	NONE	33
chr1	81245114	81245264	id-4383	6.8e-06	+	CTGCAGAGCAACCACCACACCCCCTGGTGGAACTT	UpstreamP1_CTCF	13
chr1	81265273	81265423	id-4384	1	+	NA	NONE	15
chr1	81395944	81396094	id-4385	1	+	NA	NONE	2
chr1	81486937	81487087	id-4386	4.99e-07	+	TCTACACTTCTGGAAGCTGCCAGCAGATGACGGCA	Upstream_CTCF	22
chr1	81580007	81580157	id-4387	1.55e-05	+	AAAACTCAGGGCAATGTTACCAGTGGAGGGCGTCC	V_CTCF_BR	24
chr1	81640938	81641088	id-4388	1.92e-05	+	GAGTGCTGGGTCAACTCAAGCACTAGAGGGCATGA	UpstreamP1_CTCF	11
chr1	81709486	81709636	id-4389	2.96e-05	-	GGAGTGGCATGAAATGGCTCCACATGGGGGTGCTG	V_CTCF_BR	6
chr1	81719897	81720047	id-4390	1	+	NA	NONE	0
chr1	81720310	81720460	id-4391	1.56e-05	+	GCAGCAATTCAGGAACATACCAGCAGGGCTCCAGC	Upstream_CTCF	38
chr1	81771717	81771867	id-4392	1	+	NA	NONE	34
chr1	81843237	81843387	id-4393	1	+	NA	NONE	7
chr1	81880216	81880366	id-4394	1	+	NA	NONE	40
chr1	81937054	81937204	id-4395	4.59e-07	+	CTGTTATCAGCCTCTGTAGCCACTAGATGTCAATA	UpstreamP1_CTCF	6
chr1	82015337	82015487	id-4396	1.19e-06	+	GGATGAGAAATTCACACAACCTGTAGAGGGCACTA	V_CTCF_BR	38
chr1	82023393	82023543	id-4397	4.3e-06	+	GAAGTCTGGCCCCGGAGGGCCAGTAGGGGCCCCTG	Upstream_CTCF	0
chr1	82025443	82025593	id-4398	8.02e-05	+	TGTGTAGTACCTCACACGGCCACCACATCTAAGGG	Upstream_CTCF	31
chr1	82083118	82083268	id-4399	6.39e-05	+	GTTGCAATCTCCCCAATTGCCAGCAGAGCTGCTTT	Upstream_CTCF	16
chr1	82161652	82161802	id-4400	8.64e-05	+	AGTGCTGCTTACCAGACCACACCCAGAAGGACCTA	Upstream_CTCF	1
chr1	82197837	82197987	id-4401	7.82e-06	-	CAGCAATACATCAACTAGTGCACTAGGGGTGGATC	UpstreamP1_CTCF	11
chr1	82226305	82226455	id-4402	8.21e-06	-	GTATTTTTAAGCACCAGCTCCTGAAGAGGGCAGCA	V_CTCF_BR	32
chr1	82247556	82247706	id-4403	7.23e-07	-	TCTGCTCTTCCCCATCCTGCCTGCAGGAGGTTTTC	Upstream_CTCF	28
chr1	82265989	82266139	id-4404	7.17e-05	+	CCTGGAGCGTCCCCCGCGCGCCGCAGCCGGACGGA	Upstream_CTCF	17
chr1	82268628	82268778	id-4405	5.63e-06	-	CTGCTGCCCTCTCACTGCGGCTCCGGGAGGCTCTC	UpstreamP1_CTCF	35
chr1	82274658	82274808	id-4406	1	+	NA	NONE	23
chr1	82277826	82277976	id-4407	7.46e-06	+	TTGCTAAACCTTGTTATTACCTGCAGAGGGAGCTT	UpstreamP1_CTCF	30
chr1	82479506	82479656	id-4408	3.28e-05	+	TTGATTGCTAAGTATATGTCCACAAGAGGGAGAGA	V_CTCF_BR	20
chr1	82481265	82481415	id-4409	1.73e-05	+	ACTGTGCCTGCAGTACTGACTGCGAGATGGCAGCA	V_CTCF_BR	4
chr1	82525636	82525786	id-4410	1.18e-05	-	ATGTACTGCCCCCAAGAGCCCAGTGAAAGGAAGCT	UpstreamP1_CTCF	8
chr1	82555905	82556055	id-4411	5.08e-05	+	CAAATAGTTCCACCTTTGGCCACTGGGAGCTCCTG	Upstream_CTCF	35
chr1	82557487	82557637	id-4412	1.24e-05	+	ATTCAAAAGACTTGAAAGGCCTCCAGGAGGCACTG	V_CTCF_BR	12
chr1	82706183	82706333	id-4413	1	+	NA	NONE	2
chr1	82798291	82798441	id-4414	1.21e-06	-	AAAGTTATCCCTATATATGCCAGCAGAGGGAATTG	Upstream_CTCF	9
chr1	82843284	82843434	id-4415	1	+	NA	NONE	23
chr1	82983377	82983527	id-4416	1	+	NA	NONE	18
chr1	83031016	83031166	id-4417	1.64e-06	-	ATTGCAAGGATACTTCTACCCACCAGAGGACACTG	Upstream_CTCF	26
chr1	83070333	83070483	id-4418	6.19e-06	-	GAGCTGCTAACCCACCTCACCAGCAGGCGATGCTC	UpstreamP1_CTCF	24
chr1	83128116	83128266	id-4419	4.7e-06	-	TAGATATGTATACTCTCTGCCTGCTGAGGGCACTA	V_CTCF_BR	13
chr1	83224836	83224986	id-4420	4.14e-06	+	TGCACATGTACTCACCGGGCCAGCAGGTGGCTTGG	V_CTCF_BR	20
chr1	83241206	83241356	id-4421	1.74e-08	+	AGACAGACACTGGCAGGAACCAGCAGGTGGCGCCA	V_CTCF_BR	38
chr1	83244406	83244556	id-4422	1.82e-06	+	GAGCATTCCAGACGGCTTGCCACTAGGTGGCTTTT	UpstreamP1_CTCF	37
chr1	83261548	83261698	id-4423	1	+	NA	NONE	16
chr1	83354888	83355038	id-4424	8.16e-07	+	TTGGCCAGTGTGCCACCATCCACTAGTGGGCAGAC	V_CTCF_BR	22
chr1	83386092	83386242	id-4425	3.42e-05	+	TGAGTTTTCTGAAAAACCAGCACAAGAGGGAGGAA	Upstream_CTCF	10
chr1	83710627	83710777	id-4426	1	+	NA	NONE	7
chr1	83809587	83809737	id-4427	3.09e-05	+	GTGCAGCGCTGCCGCCCAGAGGGGAGAGGCAGCCT	UpstreamP1_CTCF	5
chr1	83934146	83934296	id-4428	8.21e-06	-	AAGATGAATCTCTTTATGGCCACAAGATGGCTACC	V_CTCF_BR	20
chr1	83963383	83963533	id-4429	2.1e-06	-	GCTACACTACACTTTTTGGCCAGCAGCAGGAGGCA	Upstream_CTCF	33
chr1	83986635	83986785	id-4430	1	+	NA	NONE	6
chr1	84011238	84011388	id-4431	5.08e-05	+	CTTCCAATCTGCTCCTTGACCAGAAGGGGGACACT	Upstream_CTCF	33
chr1	84019985	84020135	id-4432	4.01e-05	+	GGAACATCTCACAGTCAGGCCACCAGGGGAGAGCA	Upstream_CTCF	17
chr1	84049464	84049614	id-4433	2.15e-05	-	AAGCAACCCAAATGTCTACCCACATGATGGCAGTG	V_CTCF_BR	24
chr1	84058875	84059025	id-4434	1	+	NA	NONE	3
chr1	84105638	84105788	id-4435	1	+	NA	NONE	6
chr1	84170140	84170290	id-4436	8.97e-05	-	CATGGGATTTTTTTTTAAACCACTAGGGGTGGAAT	Upstream_CTCF	9
chr1	84300669	84300819	id-4437	3.48e-06	-	TTGCAGCAATTACATTTCTCCACTAGGAGAACCCA	UpstreamP1_CTCF	25
chr1	84315004	84315154	id-4438	1	+	NA	NONE	13
chr1	84322969	84323119	id-4439	1	+	NA	NONE	30
chr1	84326217	84326367	id-4440	4.23e-08	-	CGAGGTGGGTAGAGAAGGGCCGCGAGGGGGCGCTG	V_CTCF_BR	35
chr1	84348671	84348821	id-4441	2.01e-05	+	AGGCACTGTTTACAAAGCTCCACTAGGCGCTGGCA	UpstreamP1_CTCF	37
chr1	84371110	84371260	id-4442	1.1e-06	+	GTTTTTATCCTATAACTGGCCACTAGATGGTGCCC	V_CTCF_BR	40
chr1	84397466	84397616	id-4443	3.16e-06	+	AAGCACCTTCTACCTTATTCCACTTGATGGCGCCA	UpstreamP1_CTCF	40
chr1	84408628	84408778	id-4444	1.9e-06	+	TTTTCAATACCAGTACGGTCCTGGAGGGGGTAGAA	Upstream_CTCF	11
chr1	84456540	84456690	id-4445	3e-08	+	GAAGCAGTGTTCACAACAGCCAACAGGTGGAAGCA	Upstream_CTCF	16
chr1	84464213	84464363	id-4446	3.29e-05	+	GACGGAATTACAGAATAAACCAGCAGGGAGCCTCC	Upstream_CTCF	17
chr1	84543329	84543479	id-4447	1	+	NA	NONE	23
chr1	84588597	84588747	id-4448	5.51e-07	-	TTATAAGCTACGGAGTCAGCCAGAAGGTGGCAGAA	V_CTCF_BR	38
chr1	84599286	84599436	id-4449	2.34e-06	+	CTGCTGCCCTCTACCCCTTGCGGGAGGGGGAGCAC	UpstreamP1_CTCF	0
chr1	84606979	84607129	id-4450	6.27e-08	+	CTGCAGTTGTTTCTTTCTAGCAGTAGATGCCAGTA	UpstreamP1_CTCF	35
chr1	84651860	84652010	id-4451	5.12e-07	-	CCGCTGTACTCCAGCCTGGGCAACAGAGGGAGACT	UpstreamP1_CTCF	14
chr1	84764682	84764832	id-4452	1	+	NA	NONE	16
chr1	84853551	84853701	id-4453	1	+	NA	NONE	26
chr1	84855001	84855151	id-4454	3.81e-05	+	GCCACGGTCTGACAACTAGCCACGAGGCGGCAGGA	V_CTCF_BR	5
chr1	84899592	84899742	id-4455	1.97e-06	-	AATATCCTGGACTTCTTGGTCAGCAGGGGGAGCAC	V_CTCF_BR	39
chr1	84908013	84908163	id-4456	1	+	NA	NONE	38
chr1	84970361	84970511	id-4457	1.01e-05	+	ACAGCATTTCAAGGACTGGACGTGAGGGGGATCCC	Upstream_CTCF	23
chr1	85007508	85007658	id-4458	2.89e-07	-	CCTGCATTTCACTACAGCAGCAGAAGAGGGTGCTC	Upstream_CTCF	30
chr1	85025643	85025793	id-4459	3.45e-05	+	GGAGGCAGAGGGTGCAGTGAACCCAGAGGGCGCCA	V_CTCF_BR	15
chr1	85042727	85042877	id-4460	2.01e-05	-	CCTGCTTCCTGAAGGTTGGCCTGTAGGTGGATTTG	Upstream_CTCF	9
chr1	85070073	85070223	id-4461	2.84e-05	+	CTGTTTTTGTGACTTTCTACCGACAGGGGGATTTC	UpstreamP1_CTCF	21
chr1	85070370	85070520	id-4462	5.7e-05	-	GATGGAAAGGATTCCTATTCCACTAGGTGACGCTG	Upstream_CTCF	35
chr1	85086584	85086734	id-4463	1	+	NA	NONE	29
chr1	85110296	85110446	id-4464	1	+	NA	NONE	19
chr1	85118965	85119115	id-4465	1.24e-05	+	GGTAGCCACCACCACTAAACCACAAGAGGGCATAG	V_CTCF_BR	25
chr1	85134001	85134151	id-4466	1	+	NA	NONE	36
chr1	85155540	85155690	id-4467	1	+	NA	NONE	38
chr1	85190142	85190292	id-4468	4.34e-07	-	CCGCTGTTGCAAAAGGGAACAGCCAGGGGGCGCAA	UpstreamP1_CTCF	39
chr1	85219340	85219490	id-4469	2.78e-06	-	TGTGGGTAATGCGGACTGGCCACTTGGTGTCGCTG	V_CTCF_BR	40
chr1	85223122	85223272	id-4470	6.15e-05	-	TGCGGCAGTCTGGATTTGACCAGCAGGTGGACTTT	Upstream_CTCF	33
chr1	85225589	85225739	id-4471	4.68e-07	-	GGAGGAGAAACAAACCTGGCCAGCTGGTGGCAGGA	V_CTCF_BR	11
chr1	85237515	85237665	id-4472	3.18e-06	+	ATGAGCAACTTGCATTTGGCCAGTGGTGGGCAGAG	V_CTCF_BR	32
chr1	85237694	85237844	id-4473	1.16e-05	-	GATGATACACGGGCGTGGGCCACAAGGTGGCCTCT	Upstream_CTCF	9
chr1	85238137	85238287	id-4474	1.67e-07	-	AAAAAGGCCTCTGAGTCCACCACTAGGTGGCGCAA	V_CTCF_BR	40
chr1	85241021	85241171	id-4475	1	+	NA	NONE	13
chr1	85248265	85248415	id-4476	5.51e-07	-	TGGCCCAACAGCAGAGCCTCCGCTAGGGGGAGCCG	V_CTCF_BR	40
chr1	85350433	85350583	id-4477	2.34e-06	-	ATGCAAATTCCAGGAACATCCAACAGAGGGAAGTG	UpstreamP1_CTCF	28
chr1	85358856	85359006	id-4478	8.71e-06	-	CCGGCGGGGCGGGGCGGGGCAGGGAGGGGCCGCTG	V_CTCF_BR	8
chr1	85402016	85402166	id-4479	3.47e-07	-	AAGCTTTTCCACCTCTTTGTCACTAGAGGGCAGTG	UpstreamP1_CTCF	40
chr1	85410610	85410760	id-4480	1	+	NA	NONE	18
chr1	85439337	85439487	id-4481	3.81e-05	+	TAAAGATTCTTGCAAAAGCCCAGAAGGTGGAGCAA	V_CTCF_BR	12
chr1	85463335	85463485	id-4482	2.31e-07	-	CCGGGAGTGCCAGGTGCGGCCGCCCGGGAGCGGTG	Upstream_CTCF	2
chr1	85464781	85464931	id-4483	1	+	NA	NONE	4
chr1	85490539	85490689	id-4484	1.47e-05	-	TAGAATTTAGTCAATCCTAACTGCAGAGGGAGCCA	V_CTCF_BR	10
chr1	85493518	85493668	id-4485	4.5e-05	-	AAGTACTTTCTTTTTTTTGTCAGCAGAGAGCAGTC	UpstreamP1_CTCF	26
chr1	85544717	85544867	id-4486	9.29e-06	-	GTAGTTTTGTCTGAGAAAACCACTAGGTGGGACTG	Upstream_CTCF	33
chr1	85570017	85570167	id-4487	1	+	NA	NONE	0
chr1	85575189	85575339	id-4488	3.81e-05	+	TGACAGTTTCTCTTTCCAGCCACCAGGATGCAGTG	UpstreamP1_CTCF	40
chr1	85612875	85613025	id-4489	1	+	NA	NONE	31
chr1	85667231	85667381	id-4490	7.73e-06	+	TTAGCCGCGAGGCTCACCCCCGCCAGGGGGAGAGG	V_CTCF_BR	11
chr1	85696428	85696578	id-4491	1.85e-07	-	CTGCCATGTCTTCACCCAGCCAGCAGGAGGAGAGA	UpstreamP1_CTCF	40
chr1	85706103	85706253	id-4492	2.6e-05	-	AAGCATTACCCATGGTGGCCCAGCAGGCAGCCCTC	UpstreamP1_CTCF	35
chr1	85710648	85710798	id-4493	1	+	NA	NONE	13
chr1	85714491	85714641	id-4494	5.68e-06	+	TGGCCCTTTTCTTACAGCTCCACTAGGTGGTGCCA	V_CTCF_BR	21
chr1	85720552	85720702	id-4495	6.18e-07	-	AAAGCAATGCCTTGTCATGACACTAGATGGCATAG	Upstream_CTCF	40
chr1	85724586	85724736	id-4496	9.81e-06	-	ACAGTGTCTGCTGCAGCCTCCTGAAGGGGTCAGCC	V_CTCF_BR	35
chr1	85724901	85725051	id-4497	2.18e-07	+	GGGGATGGACAGCAGGTCCCCAGCAGGGGGCTCAG	V_CTCF_BR	24
chr1	85725368	85725518	id-4498	5.72e-09	-	GAGCAGGAGCGTGGCGCAACCGCCAGGGGGCGCAG	V_CTCF_BR	40
chr1	85748201	85748351	id-4499	7.09e-08	-	CTGCACTCTTCAAACCAGTCCTCTAGGGGGAAGAC	UpstreamP1_CTCF	30
chr1	85759141	85759291	id-4500	1	+	NA	NONE	18
chr1	85773915	85774065	id-4501	4.23e-08	+	GGGCCCAGGCGTCCAAAGCCCACCAGGGGGCAGCG	V_CTCF_BR	40
chr1	85780552	85780702	id-4502	1	+	NA	NONE	4
chr1	85796415	85796565	id-4503	2.4e-05	-	ACACTGCCATTGTGCTGAGCCCGAAGGGGGCGTAC	V_CTCF_BR	11
chr1	85810038	85810188	id-4504	1.01e-09	+	TGCTCCTCCTGCTGCCCGGCCAGCAGATGGCACAG	V_CTCF_BR	39
chr1	85864501	85864651	id-4505	2.39e-05	-	GGGATGTTGCTGAAGTTACCCACTAGGTGGACTAA	UpstreamP1_CTCF	35
chr1	85882851	85883001	id-4506	2.38e-07	+	TGTGAAGCACAGCGTGCAGCCAGGAGTTGGCGCTG	V_CTCF_BR	3
chr1	85929951	85930101	id-4507	7.8e-08	-	CGGGTGGAGGCTGGGCGTCCCTCCAGGGGGCAGCG	V_CTCF_BR	22
chr1	85960666	85960816	id-4508	6.86e-07	+	TTAGCAGTTCCAGCAGAGGGCAGGCGGGGGAAAGG	Upstream_CTCF	36
chr1	85968594	85968744	id-4509	2.84e-05	-	CCGTGTTCAATGAGATCCACCACCAGGGGGACATC	UpstreamP1_CTCF	38
chr1	85987303	85987453	id-4510	1	+	NA	NONE	14
chr1	85991407	85991557	id-4511	1	+	NA	NONE	14
chr1	86000189	86000339	id-4512	1	+	NA	NONE	8
chr1	86021877	86022027	id-4513	1	+	NA	NONE	3
chr1	86034483	86034633	id-4514	1	+	NA	NONE	12
chr1	86042737	86042887	id-4515	6.23e-13	+	GGGCGCGCGGGCGGGGTGGCCGGCAGGGGGCGGCG	V_CTCF_BR	40
chr1	86043665	86043815	id-4516	1.56e-06	+	CTGCGGCTCCCAGCGGAGGCGGCGAGAAGGCGACG	UpstreamP1_CTCF	16
chr1	86046410	86046560	id-4517	1	+	NA	NONE	7
chr1	86047008	86047158	id-4518	2.5e-09	-	CCCGGCGCGCACTTGGGCGCCTCCAGGGGGCAGTG	V_CTCF_BR	39
chr1	86048200	86048350	id-4519	3.91e-06	-	GCTGCTGTACACTGGCTGTCCACAAGGCCGCACCT	Upstream_CTCF	39
chr1	86064694	86064844	id-4520	3.66e-06	+	CGGTAATACGAGCTGCCAGCCGGCAGAGGGTGAAT	UpstreamP1_CTCF	4
chr1	86068344	86068494	id-4521	4.43e-05	+	ACGGGGACCAGGGAACGGTCAGACAGAGGGCGCTC	V_CTCF_BR	10
chr1	86071828	86071978	id-4522	5.63e-06	+	TAGCACCAGAGATGGCATGGCACTAGATGGCACTA	UpstreamP1_CTCF	20
chr1	86072198	86072348	id-4523	4.65e-06	-	CTGCACTAGGCTGAGCTCACCACAGGGGTGAATTG	UpstreamP1_CTCF	3
chr1	86078366	86078516	id-4524	2.81e-05	+	CAGGGATAGAAAGCCCCTGTCACCAGGGGCTGCCG	V_CTCF_BR	6
chr1	86078864	86079014	id-4525	2.58e-07	+	ACAGAAGTTCCAAGAGTCAACAGTAGCTGGCAGCA	Upstream_CTCF	40
chr1	86096300	86096450	id-4526	1	+	NA	NONE	11
chr1	86158525	86158675	id-4527	2.1e-05	-	AATCTGTTTTAGAAGCAAGCCACTAGGTGTCCCTC	UpstreamP1_CTCF	34
chr1	86160482	86160632	id-4528	8.02e-05	+	GGAGGAGGTGGTAGGTATTCCCATAGGGGGCAGTA	Upstream_CTCF	31
chr1	86174221	86174371	id-4529	1	+	NA	NONE	40
chr1	86174669	86174819	id-4530	1.54e-05	+	GTGTAAACAGTGGAGGAGACCGGCAGAGGGAGAGA	UpstreamP1_CTCF	7
chr1	86205501	86205651	id-4531	1	+	NA	NONE	6
chr1	86212566	86212716	id-4532	4.17e-05	-	TAATTAAAACCCATAATCACCAGCAGGGGACCAAG	Upstream_CTCF	15
chr1	86289897	86290047	id-4533	4.14e-06	+	CAGGAGTGTGGCCCTAGAGCCTCTAGAGGGAGCGT	V_CTCF_BR	17
chr1	86305308	86305458	id-4534	1.55e-05	+	AGCCAGCACTCCAGCCTGGGCAACAGAGGGAGACA	V_CTCF_BR	4
chr1	86316135	86316285	id-4535	6.49e-06	-	AGTGCAACTACCATTTCTACCTCTGGATGCAGCTA	Upstream_CTCF	31
chr1	86350428	86350578	id-4536	1.39e-05	-	GAAAAATTCCCTCTGACTTCCAGCAGAGGGAGAGG	V_CTCF_BR	37
chr1	86360463	86360613	id-4537	7.1e-07	+	ATGTTATTGTGGGAAACAGCGGGCAGGGGGCAGCA	UpstreamP1_CTCF	37
chr1	86377559	86377709	id-4538	8.46e-07	-	CCTGTTATGAGACTTTTTGCCTCAAGAGGGCAGGG	Upstream_CTCF	38
chr1	86484102	86484252	id-4539	2.18e-07	-	GCTTTGTGGTTGGATTTTGCCACTAGAGGGCTCCA	V_CTCF_BR	39
chr1	86548023	86548173	id-4540	1.54e-05	+	GTGTAGATAGCATACTTGTCCACTAGGTGCAGTAT	UpstreamP1_CTCF	33
chr1	86612371	86612521	id-4541	4.43e-05	+	GTTTTGAAAATAGCAATGGCCTGTAGATGTCAACA	V_CTCF_BR	26
chr1	86635430	86635580	id-4542	6.84e-06	-	CCCTTCCTAGAAGACTAATCCAGTAGAGGGCTCCA	V_CTCF_BR	28
chr1	86672061	86672211	id-4543	3.65e-05	-	CTGAAATTTGTCATAAAGACCAGCAGGGGATCTAC	UpstreamP1_CTCF	7
chr1	86821982	86822132	id-4544	1.14e-06	-	ATGCTTTGGAATGATTTCACCAGTTGAGGGCACTC	UpstreamP1_CTCF	29
chr1	86828617	86828767	id-4545	6.37e-07	+	CTGCTAATACTGAATGCTGCCTGCAGGGGCCAGGG	UpstreamP1_CTCF	16
chr1	86846067	86846217	id-4546	1	+	NA	NONE	40
chr1	86861164	86861314	id-4547	1	+	NA	NONE	30
chr1	86861789	86861939	id-4548	2.81e-05	+	GTCGGCTAGGAGGGAGCGGGACGCAGGGGGCACTA	V_CTCF_BR	16
chr1	86885078	86885228	id-4549	6.43e-06	+	AGATACCTGCACCCCAAGAACAGAAGGGGGAGCCC	V_CTCF_BR	39
chr1	86914482	86914632	id-4550	1	+	NA	NONE	2
chr1	86939844	86939994	id-4551	3.13e-10	+	CCTGCAATTCATACAATAGCCACCAGATGGCGTAT	Upstream_CTCF	40
chr1	86944114	86944264	id-4552	8.23e-05	+	CTGCACTACATGGACCACAGCACAGAGGGGCTTCT	UpstreamP1_CTCF	1
chr1	86965833	86965983	id-4553	3.11e-05	+	CTAAATGTATTTTAGACTTCCTGTAGGGGGCGATA	V_CTCF_BR	36
chr1	86967917	86968067	id-4554	1.63e-05	-	CTTGTTAAACTACAAACATCCACTAGATGGCCTCT	Upstream_CTCF	36
chr1	86968463	86968613	id-4555	1	+	NA	NONE	16
chr1	86973879	86974029	id-4556	1	+	NA	NONE	22
chr1	86981425	86981575	id-4557	1	+	NA	NONE	40
chr1	87079640	87079790	id-4558	2.31e-06	-	CCTGCTTCTGTAGACTCTACCTCTAGGGGCAGGGC	Upstream_CTCF	2
chr1	87087085	87087235	id-4559	1	+	NA	NONE	11
chr1	87115886	87116036	id-4560	1	+	NA	NONE	6
chr1	87153404	87153554	id-4561	6.48e-05	-	TTGAATGACTATGATAATTCCACTAGATGTCAGAC	UpstreamP1_CTCF	10
chr1	87170128	87170278	id-4562	2.67e-06	+	GGGGCTGCGCCGCCGCAATCCTCAAGGGGTCGCTG	Upstream_CTCF	40
chr1	87170525	87170675	id-4563	1	+	NA	NONE	9
chr1	87207749	87207899	id-4564	9.26e-05	-	CTAAAGCTCCTTAATACCACCACTCGGTGGCGCTG	UpstreamP1_CTCF	39
chr1	87219498	87219648	id-4565	2.27e-06	-	ATCTGGAGAGCTTATTGAACCACAAGATGGCAGAG	V_CTCF_BR	37
chr1	87229177	87229327	id-4566	1	+	NA	NONE	4
chr1	87246720	87246870	id-4567	2.81e-08	+	TCTGCAATATTCCAGACAAACACCAGAGGGAACAA	Upstream_CTCF	40
chr1	87277358	87277508	id-4568	4.17e-05	+	AGTGCAGGGAAAGCAAAGTTCACCAGGAGAGGGGG	Upstream_CTCF	20
chr1	87299387	87299537	id-4569	2.38e-07	+	TTATTTTAACTTAATATGGCCAGCAGATGGCAGCA	V_CTCF_BR	40
chr1	87431050	87431200	id-4570	5.21e-08	-	CAACACCCTAAGGTCTCAGCCAGAAGAGGGCAGCA	V_CTCF_BR	40
chr1	87491001	87491151	id-4571	2.67e-06	-	TAGGTTCTGCCAATAAGGAACACTAGAGGGAGACT	Upstream_CTCF	40
chr1	87550055	87550205	id-4572	9.27e-07	-	AAGAATTGCCAATTTATGAACACTAGAGGGCAGTA	UpstreamP1_CTCF	36
chr1	87559812	87559962	id-4573	1	+	NA	NONE	1
chr1	87582181	87582331	id-4574	1.56e-06	+	CCTGGCATTCCCTCAATGTCCACCAGGTTGCTTTC	Upstream_CTCF	16
chr1	87586578	87586728	id-4575	3.97e-07	+	TTCTCTTATTCCCCTCCATCCTCCAGGGGGCAGCA	V_CTCF_BR	39
chr1	87597522	87597672	id-4576	1.67e-07	+	AGCGTTGTCTGCACCTCCGACACTAGGTGGCGCCA	V_CTCF_BR	40
chr1	87617686	87617836	id-4577	1.24e-05	+	GGCCCGATGACAGGGTCGACCGCTGGGGGTCAGGA	V_CTCF_BR	30
chr1	87634030	87634180	id-4578	7.44e-06	+	AATTCAGAAATCAATTGCACCACCAGGTGGGGCAC	Upstream_CTCF	30
chr1	87732084	87732234	id-4579	1	+	NA	NONE	17
chr1	87745967	87746117	id-4580	1	+	NA	NONE	30
chr1	87758727	87758877	id-4581	2.83e-07	+	TAAGTGTTTAATCGGAGTACCAGCAGATGGCGCCA	V_CTCF_BR	39
chr1	87783226	87783376	id-4582	2.15e-05	+	TCTAGACATTGCCAAATGTCCACTGGGGGGCAAAA	V_CTCF_BR	8
chr1	87791764	87791914	id-4583	5.67e-06	+	AATGCAGAAATAAAGATTACCCAGAGGTGGCGCTG	Upstream_CTCF	40
chr1	87797676	87797826	id-4584	1.67e-07	-	CGCAGCCTGCGCACCGCTTCCAGGAGAGGGAGCCG	V_CTCF_BR	34
chr1	87800168	87800318	id-4585	3.73e-06	+	GGAGTAATCTGCTCGCCCGCCGCCAGGTGAAGGGG	Upstream_CTCF	24
chr1	87801068	87801218	id-4586	4.31e-07	+	CCGGCGGGCGGTCTCGGGCCCACGAGGGGGCGAGC	V_CTCF_BR	30
chr1	87916659	87916809	id-4587	1.28e-06	-	TCCATTGCCAGCAGCCTGGACTCCAGGAGGCGCCC	V_CTCF_BR	17
chr1	87944074	87944224	id-4588	3.63e-06	+	ATTCTGGCATGTTCTTGCTCCTGCAGAGGGCAGGC	V_CTCF_BR	30
chr1	87960930	87961080	id-4589	1	+	NA	NONE	7
chr1	87967557	87967707	id-4590	4.68e-05	-	AAGCAAACGAACAAAAGGCCCACTAGGTGGAGTGA	UpstreamP1_CTCF	32
chr1	87989078	87989228	id-4591	1	+	NA	NONE	2
chr1	88064206	88064356	id-4592	3.45e-05	+	GCCCCTTCCTTCTCTCACACCAGTAGGAGGCGTCC	V_CTCF_BR	30
chr1	88087781	88087931	id-4593	1	+	NA	NONE	0
chr1	88139557	88139707	id-4594	4.1e-06	+	GGTGCTAACACAGAAAAGGCCAGCAGAGAGAGCTG	Upstream_CTCF	28
chr1	88253367	88253517	id-4595	3.16e-05	+	AGAACATTACAGAGTTAGCCCAGCAGGTGGAAAGC	Upstream_CTCF	23
chr1	88257895	88258045	id-4596	2.15e-05	+	TATTTCACAAATGATTTGAACACCAGAGGTCAGAC	V_CTCF_BR	11
chr1	88336806	88336956	id-4597	1	+	NA	NONE	24
chr1	88419543	88419693	id-4598	2.83e-07	-	CTCTCTTGCCCCTAACTGGGCAGCAGGGGGAGCTA	V_CTCF_BR	40
chr1	88436374	88436524	id-4599	6.18e-07	+	CCTGGAATGAAAAGCATGGCCTCTAGAGGGTGTCA	Upstream_CTCF	5
chr1	88451943	88452093	id-4600	1.85e-05	+	AAAGCAGAAACACCTGCTGTCAGCAGAGGGAGTAT	Upstream_CTCF	15
chr1	88455167	88455317	id-4601	2.72e-05	+	TCGCCATTACTCTTTGCTGACTCCAGGAGGTGCTA	UpstreamP1_CTCF	11
chr1	88475727	88475877	id-4602	4.65e-06	+	GTGTATTTACAGAAGGCTGACACAAGGGGTGAGCT	UpstreamP1_CTCF	14
chr1	88494959	88495109	id-4603	5.93e-06	-	ACTGTAAGTCAAATCCAGCCCACTGGGGGCAAAGT	Upstream_CTCF	20
chr1	88495704	88495854	id-4604	2.96e-05	+	AAACACAGCAGTCTAGCAGCCACTGGAGGGAGTAG	V_CTCF_BR	12
chr1	88527267	88527417	id-4605	1.38e-06	-	TTCATCAGAGCTCAGTCAGCCACTGGAGGGAGCCA	V_CTCF_BR	39
chr1	88544837	88544987	id-4606	9.11e-08	-	CCTCCTCTTCCTGGTAAGGCCACCAGGGGGCTGTG	Upstream_CTCF	39
chr1	88646313	88646463	id-4607	4.68e-07	+	GACAGAGACTGCAGATTGACCAGCAGATGGTGCTA	V_CTCF_BR	40
chr1	88688153	88688303	id-4608	1.48e-06	-	GGCTACATGTCAATCTTCCCCACCAGAGGGAGGGC	V_CTCF_BR	5
chr1	88693998	88694148	id-4609	1	+	NA	NONE	24
chr1	88705016	88705166	id-4610	5.26e-07	-	CTTGCAGCTTATGTTTTCCACAGCAGATGGAGCCC	Upstream_CTCF	5
chr1	88768933	88769083	id-4611	6.18e-07	-	ACTGTAGTACATTTAAACATCAGCAGATGGGGCCC	Upstream_CTCF	38
chr1	88945151	88945301	id-4612	1	+	NA	NONE	8
chr1	89015338	89015488	id-4613	1.31e-05	-	GAAAAACTTGTTATATTCCCCACCAGAGGGAGACA	V_CTCF_BR	29
chr1	89018031	89018181	id-4614	1.59e-06	+	TAATCAGTAGGAGCTGCCACCACCAGATGTCACTA	V_CTCF_BR	27
chr1	89033132	89033282	id-4615	1	+	NA	NONE	4
chr1	89061177	89061327	id-4616	1.84e-07	-	ACAGCAATACCCTAAAATCCCACAAGATGGGGATA	Upstream_CTCF	37
chr1	89073929	89074079	id-4617	3.41e-08	+	ACTGCACTTTCAGGAATTGTCACTAGGTGGTACAC	Upstream_CTCF	40
chr1	89121494	89121644	id-4618	9.88e-07	+	AAAGTCATATAACGGTTCACCACTAGGTGGAGCAA	Upstream_CTCF	38
chr1	89149935	89150085	id-4619	2.58e-05	+	GAGGCGGCTCCTGGCGTCGCCCAGAGGGAGCGACT	Upstream_CTCF	35
chr1	89150739	89150889	id-4620	1	+	NA	NONE	28
chr1	89202435	89202585	id-4621	2.43e-06	+	GGCCACTATCACTGTTTCAGCACTAGATGGCACCG	V_CTCF_BR	40
chr1	89266202	89266352	id-4622	5.86e-07	+	CTAGTAGTTCTCACAGTGTCCCATAGATGTCGCTG	Upstream_CTCF	40
chr1	89343167	89343317	id-4623	1.46e-07	-	ATGTCGTTTTAAAAGTTGAACACTAGGTGGCAGTA	UpstreamP1_CTCF	39
chr1	89401723	89401873	id-4624	2.74e-08	+	CTGAAATACCTTTTAACATCCAGCAGGTGGCAGCA	UpstreamP1_CTCF	38
chr1	89439334	89439484	id-4625	4.31e-09	+	ATGAAGTTCTAGAAATTCACCACCAGGTGGCAAGC	UpstreamP1_CTCF	39
chr1	89449647	89449797	id-4626	8.81e-07	+	GGAAAATTACTTTCTTTTGCCACTAGATGGCAGAG	V_CTCF_BR	40
chr1	89464490	89464640	id-4627	2.43e-06	+	GGAAAAATAAAAATTCTGGCCACTAGATGGTGCTC	V_CTCF_BR	40
chr1	89512600	89512750	id-4628	2.78e-06	+	GAGGAAAAGCAGGGCATTGCCCCTAGAGGGAGGTG	V_CTCF_BR	12
chr1	89531323	89531473	id-4629	1.99e-07	+	CTTAATGCCCAGCACACAGCCAGGAGGGGGCTCCA	V_CTCF_BR	8
chr1	89538307	89538457	id-4630	2.4e-05	-	CCCTGTTTGCCTGGTATCACCGGCAGAGGCTGCAC	V_CTCF_BR	5
chr1	89551591	89551741	id-4631	3.36e-07	+	GAGGAAAAGCATGGTGTCACCACTAGAGGGAGGTG	V_CTCF_BR	34
chr1	89615040	89615190	id-4632	1.46e-07	-	GGGCAGCCAACCACTACAGCCAGCAGATGGCCCAG	UpstreamP1_CTCF	36
chr1	89742459	89742609	id-4633	1	+	NA	NONE	19
chr1	89823964	89824114	id-4634	7.62e-07	-	CGTGCTTCTCAGCAGATGTCCACGTGAGGGCAGCA	Upstream_CTCF	40
chr1	89847317	89847467	id-4635	1.02e-07	+	GGGCAGCTGACTACTACAGCCAGCAGATGGCCCAG	UpstreamP1_CTCF	6
chr1	89899745	89899895	id-4636	1.84e-06	-	GAGGAAAAGCAGGGTGTCGCCCCTAGAGGGAGGTG	V_CTCF_BR	5
chr1	89920842	89920992	id-4637	1.31e-05	-	AATAAATTACCAAACATAGCCACATGATGGCAGTG	V_CTCF_BR	36
chr1	89948925	89949075	id-4638	7.55e-07	+	ATAAGTAGATGAACTCTGGCCACAAGAGGGCGATA	V_CTCF_BR	40
chr1	89985471	89985621	id-4639	2.47e-07	+	CTGCACCAACCTCAACTCCCCTGTAGGAGGCTGTG	UpstreamP1_CTCF	40
chr1	89990932	89991082	id-4640	5.68e-06	-	AGGGGGCAAAACAGAGCGACCAAATGGGGGCACCC	V_CTCF_BR	14
chr1	90016543	90016693	id-4641	6.49e-06	-	CTGCAGAGGATCTTCACGGCCAGAGGGGGACGACT	UpstreamP1_CTCF	2
chr1	90064709	90064859	id-4642	4.88e-06	-	TTGACATTTTCTCCTCTCAGCAGCAGAGGGAGGTA	UpstreamP1_CTCF	40
chr1	90081615	90081765	id-4643	5.08e-07	+	CTACTCCCTTGTGCCTCCACCACTAGGGGGCTGGG	V_CTCF_BR	40
chr1	90088556	90088706	id-4644	1.15e-06	-	GATGAACTGCTTCCAGTGACCAAAAGGAGGAGCAT	Upstream_CTCF	36
chr1	90095781	90095931	id-4645	1	+	NA	NONE	7
chr1	90098499	90098649	id-4646	2.19e-05	+	GTGGCGACCCCGGGGCCGGGCGCTGGGCGGCGCTG	Upstream_CTCF	36
chr1	90159881	90160031	id-4647	1	+	NA	NONE	4
chr1	90174659	90174809	id-4648	1	+	NA	NONE	5
chr1	90185246	90185396	id-4649	1	+	NA	NONE	4
chr1	90228623	90228773	id-4650	1.91e-09	-	CTGCCCTGCAGCACCTTGGCCACTAGGAGGCAGGC	UpstreamP1_CTCF	40
chr1	90246326	90246476	id-4651	9.25e-06	+	ATTCATAGTGCTCATACAACCAACAGATGGCAGAA	V_CTCF_BR	38
chr1	90270321	90270471	id-4652	4.48e-07	+	TGAGTCATTACAGCATCTGACACTAGAGGGCGCTC	Upstream_CTCF	40
chr1	90276659	90276809	id-4653	9.81e-06	-	TAAAACAGGGAAGGTTCTACCAACAGAGGGAACAG	V_CTCF_BR	0
chr1	90286985	90287135	id-4654	1	+	NA	NONE	24
chr1	90299783	90299933	id-4655	1	+	NA	NONE	13
chr1	90308908	90309058	id-4656	3.4e-06	+	GTGGCTGGCAGCGAGGCCACCAGCAGGGGGGGCCC	Upstream_CTCF	39
chr1	90309537	90309687	id-4657	1.08e-05	+	CTGGACTGCCCCGGGCTGCGCTGGAGCTGCCAGTG	UpstreamP1_CTCF	11
chr1	90351783	90351933	id-4658	1.48e-06	+	GGTGCTCTTCTCAAGAGCCCCGGACGGGGGAGGTC	Upstream_CTCF	0
chr1	90362089	90362239	id-4659	4.88e-05	-	GGGTTCTCACTACCTTTGTCCTCCAGGGGTGGTAA	UpstreamP1_CTCF	1
chr1	90418871	90419021	id-4660	1	+	NA	NONE	32
chr1	90427750	90427900	id-4661	1	+	NA	NONE	7
chr1	90452879	90453029	id-4662	3.1e-07	-	AGGCACCATCCTAGAATAGCCAGTAGAGGGCATCA	UpstreamP1_CTCF	40
chr1	90466645	90466795	id-4663	8.97e-05	-	GAAACATTTTTGGTTGTCACAACTAGGGGGCAGAT	Upstream_CTCF	24
chr1	90511642	90511792	id-4664	1.55e-07	+	TAAGCAGTTTTTATAGTGGGAAGCAGGGGGCAGCA	Upstream_CTCF	40
chr1	90580208	90580358	id-4665	1.93e-05	+	AGCCTTTAACAGAGTTTTCTCACTAGAGGGCAGCA	V_CTCF_BR	39
chr1	90598698	90598848	id-4666	1.39e-05	+	GCAATCTGGGCACTGGAAAACTCTAGGGGGAGCCA	V_CTCF_BR	38
chr1	90614798	90614948	id-4667	2.66e-05	-	TCACTCACGCCTTTCCCCACCAATAGGGGGAGTCA	V_CTCF_BR	22
chr1	90738166	90738316	id-4668	1.34e-06	+	TGTGCCATGCTTATGCTAGACACTGGGGGGAGTAG	Upstream_CTCF	1
chr1	90747867	90748017	id-4669	1.41e-05	+	ATGTAGTGACAAGTACATGCCACAAGGTCTTGAGA	UpstreamP1_CTCF	2
chr1	90802219	90802369	id-4670	7.6e-05	+	TTGCAGCTCCCCCGTGTGTCCTGGGGGTAAACGCA	UpstreamP1_CTCF	3
chr1	90812449	90812599	id-4671	1.69e-05	-	TAGAACTTCATCTCCCTGGCCACAAAAGGGCACAT	UpstreamP1_CTCF	1
chr1	90900157	90900307	id-4672	1	+	NA	NONE	33
chr1	90941317	90941467	id-4673	5.93e-06	+	GCTGCTACTGCATAGCTTACCACTAGATGTCCTGT	Upstream_CTCF	34
chr1	90967920	90968070	id-4674	1	+	NA	NONE	0
chr1	91016692	91016842	id-4675	1	+	NA	NONE	18
chr1	91027642	91027792	id-4676	4.5e-06	+	ATAGCCTCCCTCAGACAGCCCACTAGGAGGCAGAA	Upstream_CTCF	13
chr1	91044894	91045044	id-4677	2.08e-07	+	CTACAATTCAAAACATTTACCACTAGATGGCACTA	UpstreamP1_CTCF	38
chr1	91045808	91045958	id-4678	1.06e-05	-	CAAGCTGGAACCTGCAGCAGCTGCAGGGGGAGGGC	Upstream_CTCF	3
chr1	91057641	91057791	id-4679	1.48e-06	-	ATGCAGTTCAGGATGCAGTCCAGTCGATGGCGCTT	UpstreamP1_CTCF	3
chr1	91080529	91080679	id-4680	2.58e-07	+	TGTGCAATGTCACTGCAGGCCCCTAGGGGTCTATA	Upstream_CTCF	36
chr1	91082037	91082187	id-4681	8.21e-06	+	GTGGTGATGAGCTCCAGCTCCAGGGGGTGGCAGCA	V_CTCF_BR	32
chr1	91187089	91187239	id-4682	9.88e-07	+	GGTGCAAAGACGCTTCCCTCCACTGGGCGGCGCCA	Upstream_CTCF	40
chr1	91189380	91189530	id-4683	1.92e-05	+	GGGTAGGAGGCAGTTCAGCCCGAGAGGGGGCGCTC	UpstreamP1_CTCF	31
chr1	91195121	91195271	id-4684	1.04e-06	+	GCTGCAGGGCCGCGGGTCACCGCAGGGGGCGCCGG	Upstream_CTCF	34
chr1	91266005	91266155	id-4685	6.84e-06	+	GGGCTCATCACCTTGGAGCCCAGAAGGTGGCTCTG	V_CTCF_BR	10
chr1	91297552	91297702	id-4686	2.47e-05	+	CGTGCTGTCCTCAGCAGCGCCGTGGGGTGGTGACT	Upstream_CTCF	2
chr1	91317141	91317291	id-4687	7.16e-08	-	GCTGCAGGTCCGCCGCCGGACGGTAGAGGCCTCCC	Upstream_CTCF	39
chr1	91430123	91430273	id-4688	8.71e-06	-	TTGGAAAAAGAATTTGTTACCACTTGGTGGCACTA	V_CTCF_BR	36
chr1	91463783	91463933	id-4689	4.43e-05	+	CCTAACTGGGAGGCACCCACCACTAGGGGCAGACT	V_CTCF_BR	11
chr1	91472803	91472953	id-4690	1	+	NA	NONE	3
chr1	91473541	91473691	id-4691	1	+	NA	NONE	12
chr1	91476239	91476389	id-4692	1	+	NA	NONE	7
chr1	91483685	91483835	id-4693	2.8e-05	+	GGAGAAATCTTTTAGCCAACCAGCAGGGTGAGCTA	Upstream_CTCF	38
chr1	91486943	91487093	id-4694	1	+	NA	NONE	3
chr1	91492416	91492566	id-4695	5.37e-06	-	GTTCTATTTACCTTCACATCCTCCAGGGGGCATGC	UpstreamP1_CTCF	38
chr1	91541106	91541256	id-4696	1	+	NA	NONE	2
chr1	91630928	91631078	id-4697	9.55e-09	-	TAACAGTAGCCGCAGCCTACCAGCAGGTGGCGCCC	V_CTCF_BR	40
chr1	91631795	91631945	id-4698	1.55e-08	+	AGCACATTGTGCTTTGCAGCCAGCAGGTGGCAGCG	V_CTCF_BR	40
chr1	91710433	91710583	id-4699	4.24e-07	-	CCTGAAGTACCTCCTTATGACAGTAGATGGCTTCA	Upstream_CTCF	17
chr1	91744449	91744599	id-4700	2.46e-06	-	TAGTAGTCATCTGTGTTAGCCAGAAGAGGGGGATG	UpstreamP1_CTCF	35
chr1	91748368	91748518	id-4701	6.74e-08	+	GATGCATGTCTAAACGCTGCCACAAGGTGGTGCAC	Upstream_CTCF	40
chr1	91804001	91804151	id-4702	8.81e-07	+	CACCACCATAGCTCCTTAGCCAGCAGATGCCACTG	V_CTCF_BR	1
chr1	91852824	91852974	id-4703	1	+	NA	NONE	40
chr1	91866025	91866175	id-4704	1	+	NA	NONE	8
chr1	91867638	91867788	id-4705	1.83e-05	-	CTTGGTAATGCGTATTTCTCCACTAGATGGCATTA	V_CTCF_BR	38
chr1	91869909	91870059	id-4706	4.34e-05	-	TGTGGCGCCCCCTGAGCGAGCGCTGGGGGGGACGT	Upstream_CTCF	20
chr1	91872481	91872631	id-4707	4.71e-06	+	CTCTCTCTGCACCCAGCTCCCACTAGAAGGCGCGC	Upstream_CTCF	37
chr1	91893357	91893507	id-4708	1.59e-06	-	CCTGACTGGTTGATACCTCCCAGCAGGGGTCGGCA	V_CTCF_BR	6
chr1	91906529	91906679	id-4709	1	+	NA	NONE	36
chr1	91966945	91967095	id-4710	5.93e-06	-	TTTTCACCTATCAGAAACACCGGCAGGGGGCTGCA	Upstream_CTCF	39
chr1	91968543	91968693	id-4711	1	+	NA	NONE	30
chr1	91972993	91973143	id-4712	1	+	NA	NONE	16
chr1	91977078	91977228	id-4713	3.66e-06	+	AAGTTCCTTGTGCATTTTTCCACTAGGGGGCAAGA	UpstreamP1_CTCF	40
chr1	91978853	91979003	id-4714	3.5e-05	+	TAGAAATATACTCCTTCAACCAACAGAGGGAGATA	UpstreamP1_CTCF	26
chr1	91984904	91985054	id-4715	1	+	NA	NONE	10
chr1	91995536	91995686	id-4716	1	+	NA	NONE	36
chr1	92001193	92001343	id-4717	1.48e-06	+	GAGGCGGGCGCCGCGCCGGCAGCTAGGGGGAAGTC	V_CTCF_BR	0
chr1	92004713	92004863	id-4718	1.56e-06	+	CATGCCACACCACAGGGGGCCACTCGGGGAAGCAC	Upstream_CTCF	0
chr1	92012562	92012712	id-4719	2.8e-05	-	TGTTGAGCGCCCAGGGCAGCGACCAGACGGCGTCC	Upstream_CTCF	14
chr1	92020745	92020895	id-4720	6.05e-06	+	ATACTGGTCACCCGGATGGTCTCTAGGGGGCTCTA	V_CTCF_BR	23
chr1	92055188	92055338	id-4721	2.01e-05	-	CCTGAATTTCTTCCTTTTGCCACAAGGAAAAAACA	Upstream_CTCF	13
chr1	92077136	92077286	id-4722	1.92e-05	-	GTCTACTGATGTGCAGTGACAGCGAGGTGGCGGAC	UpstreamP1_CTCF	12
chr1	92083183	92083333	id-4723	5.96e-07	+	TGCAGGTCGGGAGAAGGGGCCAGCAGAGGGCTAGA	V_CTCF_BR	28
chr1	92110659	92110809	id-4724	1	+	NA	NONE	2
chr1	92117162	92117312	id-4725	7.6e-05	+	TTGCTCCCCTCTCCCCCGTCCACCAGGGCCTCATT	UpstreamP1_CTCF	6
chr1	92166030	92166180	id-4726	3.18e-06	-	AGGGCCACTATGTTGCACAACTCCAGGGGGCACCA	V_CTCF_BR	25
chr1	92166544	92166694	id-4727	1	+	NA	NONE	4
chr1	92208745	92208895	id-4728	1	+	NA	NONE	5
chr1	92210598	92210748	id-4729	1.11e-05	+	CCTGCTATTCAGGTTACAGGCCCTTGGGGCTGCTC	Upstream_CTCF	20
chr1	92230135	92230285	id-4730	6.46e-07	-	AGACTTGCATCAGTAGTGGCCTGCTGAGGGCACTA	V_CTCF_BR	10
chr1	92245401	92245551	id-4731	1	+	NA	NONE	3
chr1	92256841	92256991	id-4732	1	+	NA	NONE	6
chr1	92258216	92258366	id-4733	3.4e-06	+	AATTAAACTCGGGAGTCCGACACAAGGGGGCGGCT	V_CTCF_BR	17
chr1	92264918	92265068	id-4734	1.34e-06	-	CCAGGAGGGCAGGATGAGGGCAGCAGAGGGAGCAC	Upstream_CTCF	4
chr1	92270821	92270971	id-4735	1	+	NA	NONE	6
chr1	92272672	92272822	id-4736	1	+	NA	NONE	1
chr1	92295884	92296034	id-4737	1	+	NA	NONE	32
chr1	92302046	92302196	id-4738	1	+	NA	NONE	14
chr1	92310510	92310660	id-4739	1	+	NA	NONE	12
chr1	92310808	92310958	id-4740	1	+	NA	NONE	11
chr1	92349063	92349213	id-4741	5.3e-05	-	TTGTTATTTTGAATATTAGTCAATAGGGGGAGCAT	UpstreamP1_CTCF	39
chr1	92351514	92351664	id-4742	3.91e-06	-	TGCGCGATTCCCGGAGCTCCCTGCAGGAGGTGAGA	Upstream_CTCF	40
chr1	92352344	92352494	id-4743	2.2e-06	+	TCAGCATTACCGGCGTTACCCGGAGGTGGGCGCGA	Upstream_CTCF	22
chr1	92392957	92393107	id-4744	1.48e-06	-	AAATGATTTCTTCTTTTAGCCACGAGGTGGCAGAA	V_CTCF_BR	39
chr1	92398057	92398207	id-4745	1	+	NA	NONE	14
chr1	92417906	92418056	id-4746	1	+	NA	NONE	4
chr1	92463289	92463439	id-4747	1.47e-05	+	ACATGGTTTACATTTGCCAACTGTAGGTGGCACTA	V_CTCF_BR	40
chr1	92495893	92496043	id-4748	8.58e-06	-	CTCCTCCCCTCCTGCCAGGACACTAGGGGACGCTG	UpstreamP1_CTCF	29
chr1	92506633	92506783	id-4749	2.31e-06	+	TCTGCAGTTCCATGATCAAGCAGAGGGGGAATGCC	Upstream_CTCF	5
chr1	92530711	92530861	id-4750	3.36e-07	-	AGTGGGATCATGGGCTTTACCACCAGATGGCTCTA	V_CTCF_BR	28
chr1	92545939	92546089	id-4751	3.16e-05	+	CGAGAGGCGTCAACCTTTTACCCTAGGGGGCGGAT	Upstream_CTCF	17
chr1	92757073	92757223	id-4752	1	+	NA	NONE	40
chr1	92763856	92764006	id-4753	1	+	NA	NONE	26
chr1	92764153	92764303	id-4754	1	+	NA	NONE	32
chr1	92775768	92775918	id-4755	4.01e-05	+	TCCATGCTATTTAATGAATCCACTAGAGGTCACTG	V_CTCF_BR	39
chr1	92795099	92795249	id-4756	1	+	NA	NONE	9
chr1	92795588	92795738	id-4757	1	+	NA	NONE	3
chr1	92927401	92927551	id-4758	2.91e-05	+	AAGGTATTTAAGAAAGTGACCACATGGGGGAATAA	Upstream_CTCF	8
chr1	92950685	92950835	id-4759	1	+	NA	NONE	17
chr1	92951455	92951605	id-4760	5.86e-07	-	CCTGTTCTGCGCCTCCTGCCCTGGTGGGGGCGGCC	Upstream_CTCF	38
chr1	92952488	92952638	id-4761	4.94e-06	+	GCTGCTAGGCTGACTCCGCCCTGCCGGGGCAAGCC	Upstream_CTCF	12
chr1	93050014	93050164	id-4762	5.7e-05	+	ACTGAAATATCAATAGCAACCACTAGGCTTTAGTA	Upstream_CTCF	17
chr1	93064864	93065014	id-4763	3.81e-05	-	CTTAGATCATATTCAAGTTCCACTAGGGGGAGAAC	V_CTCF_BR	34
chr1	93088872	93089022	id-4764	1	+	NA	NONE	36
chr1	93089813	93089963	id-4765	1	+	NA	NONE	0
chr1	93119735	93119885	id-4766	1.96e-07	-	GTGCATTTCAGCCTCCAGGACAGTAGGTGGTGGTT	UpstreamP1_CTCF	4
chr1	93202112	93202262	id-4767	3.42e-05	-	TATGCAACTTTTATTTTTGTCCTTAGGTGGCGACA	Upstream_CTCF	37
chr1	93213820	93213970	id-4768	8.89e-06	+	GCTGAGGTTCCAGCCTCAACCACCAGGCACAAATG	Upstream_CTCF	20
chr1	93214679	93214829	id-4769	8.81e-07	+	ATAAGGCTTCTTCACTCCTCCAGTAGAGGGCACAC	V_CTCF_BR	40
chr1	93249256	93249406	id-4770	5.74e-05	+	TTGCAGTGAACCAACGTCGCCACTGCACTCCAGTC	UpstreamP1_CTCF	26
chr1	93250992	93251142	id-4771	1	+	NA	NONE	35
chr1	93284029	93284179	id-4772	8.08e-08	-	CTTGCAGTGCTTCTACTCACCAGAAGGAGGAGTGT	Upstream_CTCF	40
chr1	93285705	93285855	id-4773	1	+	NA	NONE	13
chr1	93297419	93297569	id-4774	3.2e-08	+	GCAGGCATTCACCCTCCTTCCAGCAGGGGGCGGAA	Upstream_CTCF	40
chr1	93324522	93324672	id-4775	2.62e-07	+	CTGCACATACCTCATCAAACCAGGAGATGGCACTC	UpstreamP1_CTCF	40
chr1	93367986	93368136	id-4776	7.23e-07	+	AGTGCAGTAGCCATGAGGCCCACAAGGAGTGGAGC	Upstream_CTCF	11
chr1	93379132	93379282	id-4777	1	+	NA	NONE	0
chr1	93393557	93393707	id-4778	7.78e-06	+	GCTGCAATACTGTACACTTCCACCAGCAGTGTATG	Upstream_CTCF	18
chr1	93416766	93416916	id-4779	1	+	NA	NONE	22
chr1	93426016	93426166	id-4780	4.01e-05	-	GCCTAAGTGTACTGTTTGGTCACCAGGGGGACCTA	Upstream_CTCF	40
chr1	93426730	93426880	id-4781	7.42e-09	+	GCGCGCCGCCAGGTGCCGGACGGCAGGGGGCAGCG	V_CTCF_BR	29
chr1	93434114	93434264	id-4782	7.54e-08	+	CTGTATTCACCTTCTCAGGCCACTAGATGGTGCAG	UpstreamP1_CTCF	39
chr1	93459787	93459937	id-4783	8.61e-08	-	GGACAATGTAATCAATCTGCCACCAGGTGGCAGTC	V_CTCF_BR	40
chr1	93487239	93487389	id-4784	3.36e-05	+	AGACAGTTACTATGACTTGCCACTAGGAGGTGTCA	UpstreamP1_CTCF	40
chr1	93521958	93522108	id-4785	1	+	NA	NONE	12
chr1	93527890	93528040	id-4786	4.21e-05	+	GCCACCTGGTGGTATTTAGCAGGCAGATGGCTGGA	V_CTCF_BR	40
chr1	93546069	93546219	id-4787	1	+	NA	NONE	39
chr1	93645456	93645606	id-4788	1.32e-05	+	TCTTCACCACCAGGGCCGTCCACCAGAAGTTTCTA	Upstream_CTCF	33
chr1	93645993	93646143	id-4789	8.19e-06	-	GGGCGGCGCTCACGCCTGGCCTGAGGGGGCCGAGA	UpstreamP1_CTCF	8
chr1	93770303	93770453	id-4790	5.53e-08	+	ATGCAGGAAATCTAAACAGCCACTAGAGGGTGCCA	UpstreamP1_CTCF	39
chr1	93899370	93899520	id-4791	9.29e-06	+	CAAGCAGCTTCCACTAGGGGCACTGGGGAACACGG	Upstream_CTCF	35
chr1	93903642	93903792	id-4792	1.23e-05	+	ATATAGTTCAACATTCTTGCCATTAGATGGCAGTC	UpstreamP1_CTCF	37
chr1	93914183	93914333	id-4793	1	+	NA	NONE	21
chr1	93914808	93914958	id-4794	9.62e-05	+	GTGCGGCCGGGAGAACTGGGGGCGTGGGGGCGCTG	UpstreamP1_CTCF	29
chr1	94036222	94036372	id-4795	4.41e-06	-	ACTGCCTCCATCTGGGTCACCAGGTGTGGGCAGTC	V_CTCF_BR	5
chr1	94050363	94050513	id-4796	1	+	NA	NONE	10
chr1	94074335	94074485	id-4797	1.5e-05	+	AGTGAGCAACTAGCAGCTGCCACGAGGAGGGGCTG	Upstream_CTCF	17
chr1	94078528	94078678	id-4798	2.66e-05	+	TAATGAATGAGCCAGTCCCACAGGAGAGGGAGCTC	V_CTCF_BR	6
chr1	94079179	94079329	id-4799	1	+	NA	NONE	25
chr1	94085175	94085325	id-4800	1.27e-06	-	CTGTTCCTGGCTGGTAAGGCCTCCAGAGGGCCTCG	UpstreamP1_CTCF	25
chr1	94086402	94086552	id-4801	1	+	NA	NONE	15
chr1	94089571	94089721	id-4802	1	+	NA	NONE	10
chr1	94095141	94095291	id-4803	2.32e-08	+	ACTGTTGTGACACTGATGAGCACTAGAGGGCAGAG	Upstream_CTCF	40
chr1	94097302	94097452	id-4804	1.71e-06	+	GACCATGTTCCTTTCAGCACCTCCAGAGGGCAGCT	V_CTCF_BR	37
chr1	94106692	94106842	id-4805	7.12e-06	-	CTCCAGTAGAACCACTTGGCCACTTGGGGCGGTCG	UpstreamP1_CTCF	1
chr1	94110069	94110219	id-4806	2.27e-05	+	GGGGCACATTCTTTCAAGACCTCCTGAGGGCTGTG	V_CTCF_BR	4
chr1	94146359	94146509	id-4807	4.71e-06	-	ACTGTCCTTACCCACTTAGGCCGCTGAGGGCGCCG	Upstream_CTCF	40
chr1	94147344	94147494	id-4808	6.21e-06	-	GCCGCGGAGCCGCAAATCACCAGTTGAGGGCCGGA	Upstream_CTCF	38
chr1	94168478	94168628	id-4809	9.78e-07	-	CCGCGGTGGCCAGCCTTGGACCACAGAGGGCAGGC	UpstreamP1_CTCF	24
chr1	94171514	94171664	id-4810	1.39e-05	-	CCCAGAGTGCAGGGCAGAAACTGCAGCTGGAGCTG	V_CTCF_BR	9
chr1	94188006	94188156	id-4811	1	+	NA	NONE	17
chr1	94196279	94196429	id-4812	1.77e-05	+	TGTGTCGGTACTCCCTCATCCGGAAGGTGGAGCTT	Upstream_CTCF	2
chr1	94198198	94198348	id-4813	2.43e-06	+	TCAGCAGTTGCCTTGAGGCCCCCTAGGGGAGATCC	Upstream_CTCF	34
chr1	94200665	94200815	id-4814	4.88e-05	-	TCTGACCAGGCCAGAGGGGGCACCAGAGGCCCGGA	Upstream_CTCF	39
chr1	94201349	94201499	id-4815	4.34e-05	-	TCTGCTCTGCCTGCAGAATCCATAGGAAGGCCACC	Upstream_CTCF	25
chr1	94203941	94204091	id-4816	1	+	NA	NONE	7
chr1	94215704	94215854	id-4817	2.39e-05	-	CAGTGGTTTTCCGTTCCTTGCTGAAGGAGGCAGTC	UpstreamP1_CTCF	37
chr1	94219617	94219767	id-4818	1	+	NA	NONE	9
chr1	94224397	94224547	id-4819	3.86e-05	+	ACTGTGAACCTTTCTCAGGCCATCAGGGGGCTGGT	Upstream_CTCF	18
chr1	94245300	94245450	id-4820	7.73e-05	+	GCTGCAATACCCACCTCCAGCCCAGCAGGGCCTCT	Upstream_CTCF	20
chr1	94278686	94278836	id-4821	1	+	NA	NONE	16
chr1	94279663	94279813	id-4822	4.11e-08	-	GATGCAATGTTGAGAATAACCAGCAGAGGACAGCC	Upstream_CTCF	40
chr1	94309513	94309663	id-4823	1	+	NA	NONE	23
chr1	94309921	94310071	id-4824	1.83e-05	-	AGAAAGCAACCTCTTCCTGCCAACAGAGGGAGTCA	V_CTCF_BR	40
chr1	94311853	94312003	id-4825	6.9e-05	+	GCGGCCGCCCTGCGAATCCTCCGTAGGCGGGGCCG	Upstream_CTCF	38
chr1	94313051	94313201	id-4826	6.8e-06	+	TAGCAGATGCGCTGAGACTCCAACAGGTGGCTCCG	UpstreamP1_CTCF	20
chr1	94316384	94316534	id-4827	1	+	NA	NONE	37
chr1	94316623	94316773	id-4828	1	+	NA	NONE	13
chr1	94339740	94339890	id-4829	1.21e-06	-	CAGCATCCCTATCTTTTGCCCACTAGATGTCAGTA	UpstreamP1_CTCF	40
chr1	94371494	94371644	id-4830	1	+	NA	NONE	5
chr1	94375224	94375374	id-4831	3.81e-05	+	GAGGTAGACACCGCCTCCGCCTGGTGAGGTCTCCC	V_CTCF_BR	40
chr1	94446141	94446291	id-4832	1.15e-07	-	GCAGCACAGTCCCCTTAGACCACTAGGTGGCCCAA	Upstream_CTCF	40
chr1	94486830	94486980	id-4833	1	+	NA	NONE	2
chr1	94488271	94488421	id-4834	1	+	NA	NONE	8
chr1	94491535	94491685	id-4835	8.81e-07	+	CAAAGGTGCATGGGTTTGTCCACCAGGTGGCAATA	V_CTCF_BR	40
chr1	94505173	94505323	id-4836	4.23e-08	+	GCCGTGCATCACCATGCTTCCACTAGAGGGCGCCA	V_CTCF_BR	40
chr1	94511186	94511336	id-4837	9.27e-07	+	CCGAAATCTCCGCGATCAACCACTAGAGGGAAACA	UpstreamP1_CTCF	40
chr1	94511403	94511553	id-4838	2.27e-06	+	GGCGGGCCGTGTTCTCCTCTCAGCAGATGGCGCTC	V_CTCF_BR	7
chr1	94527091	94527241	id-4839	2.17e-08	+	CATGCACTTCTGGGACTAGCCACCAGAGGACTCTC	Upstream_CTCF	39
chr1	94528996	94529146	id-4840	1	+	NA	NONE	40
chr1	94560822	94560972	id-4841	1	+	NA	NONE	15
chr1	94562439	94562589	id-4842	1.43e-05	-	AGTGCTGGTGTTTGCAGAGCCACCAGAGGCTCCCT	Upstream_CTCF	6
chr1	94591820	94591970	id-4843	1	+	NA	NONE	6
chr1	94702474	94702624	id-4844	1	+	NA	NONE	35
chr1	94703436	94703586	id-4845	1	+	NA	NONE	22
chr1	94706503	94706653	id-4846	2.59e-06	-	CAGTATCCCTGTCCTCTGCCCACTAGATGTCAGTA	UpstreamP1_CTCF	39
chr1	94738125	94738275	id-4847	5.7e-05	-	GCCACAAGTCTCAGCCAGGCCAGTAGAGAGCTCCA	Upstream_CTCF	5
chr1	94786579	94786729	id-4848	1	+	NA	NONE	0
chr1	94788461	94788611	id-4849	2.96e-05	-	GCCTGGAGGTGGGGAGGAGACTGCAGGGGCTGCTG	V_CTCF_BR	10
chr1	94795621	94795771	id-4850	5.12e-06	-	GGGCACTGTGTTCTCAGAAACAGCAGAGGGGGCTA	UpstreamP1_CTCF	37
chr1	94801556	94801706	id-4851	3.28e-05	-	CTCCCAGTTTTGTAACACATCACAAGAGGGCGCGA	V_CTCF_BR	37
chr1	94842109	94842259	id-4852	4.24e-07	-	TCAGTTATGTCCCCTTCAACCTGTAGGGGGAGGAG	Upstream_CTCF	22
chr1	94861967	94862117	id-4853	8.21e-06	+	CCTCGTTTTCTAGAATCCCCCTGCAGGGGTCACCA	V_CTCF_BR	33
chr1	94895329	94895479	id-4854	2.43e-06	-	TGGCCCTCTTCTCATGGCTCCACTAGGTGGTGCCC	V_CTCF_BR	12
chr1	94905797	94905947	id-4855	1	+	NA	NONE	21
chr1	94929398	94929548	id-4856	1	+	NA	NONE	40
chr1	94947137	94947287	id-4857	1.71e-06	+	GGGCTAATTCTTCTTGTGACCACAAGATGGCGATA	V_CTCF_BR	40
chr1	94979780	94979930	id-4858	4.44e-06	+	AAGCATCCCTGGCCTCTGCCCATTAGATGGCAGTA	UpstreamP1_CTCF	40
chr1	94987975	94988125	id-4859	9.25e-06	+	TTATCTGTCCTTCTCAGGAACTCAAGATGGCGCCA	V_CTCF_BR	39
chr1	94993017	94993167	id-4860	1	+	NA	NONE	28
chr1	94993944	94994094	id-4861	1	+	NA	NONE	21
chr1	94997745	94997895	id-4862	1	+	NA	NONE	23
chr1	95003895	95004045	id-4863	1.83e-05	+	TTCTGCACAGCAGTAGTGTCCTGCGGCTGGAGCCA	V_CTCF_BR	23
chr1	95007126	95007276	id-4864	4.7e-06	+	CAGGCAGGGGTCTCCATGTCTACCAGTTGGCGGCG	V_CTCF_BR	28
chr1	95010375	95010525	id-4865	6.86e-07	+	TCTGCACCACCAGAAAATCTCACCAGGAGGAGAGA	Upstream_CTCF	25
chr1	95026052	95026202	id-4866	2.68e-05	+	TTTGGAATACCAGTGCTGTCCAACAGAGATATGTG	Upstream_CTCF	13
chr1	95060025	95060175	id-4867	1.01e-05	+	AGTGCCTAACCCAGCCTGGCCAGCAGGTGCTTGGT	Upstream_CTCF	8
chr1	95061963	95062113	id-4868	1	+	NA	NONE	12
chr1	95065123	95065273	id-4869	2.1e-05	-	TACCAGTGACCACTGGCTAAAGCCAGGTGGCAGTG	UpstreamP1_CTCF	38
chr1	95086027	95086177	id-4870	1.97e-06	+	TACCTATTAAGTGCTACAGCCAGCAGGTGCCACCA	V_CTCF_BR	8
chr1	95094903	95095053	id-4871	1	+	NA	NONE	2
chr1	95100806	95100956	id-4872	1	+	NA	NONE	30
chr1	95149929	95150079	id-4873	3.56e-05	-	GCAGGTGTGCTCGGTGGAGCGGGAAGAGGGCAGGT	Upstream_CTCF	4
chr1	95158715	95158865	id-4874	8.34e-07	+	AAGTTGTGAGGAGCTCTGTCCAGCAGGGGGATGGT	UpstreamP1_CTCF	31
chr1	95164771	95164921	id-4875	3.73e-06	+	CCTTCCTTTGACAGTAAACCCAGTAGGGGGCAGGA	Upstream_CTCF	18
chr1	95167987	95168137	id-4876	8.71e-06	+	TCTCATTCTTTCCTCAGACCCAGCAGGGGTCAGTC	V_CTCF_BR	3
chr1	95186480	95186630	id-4877	1	+	NA	NONE	3
chr1	95204031	95204181	id-4878	1	+	NA	NONE	7
chr1	95207185	95207335	id-4879	7.02e-05	-	CAGTATTTATTGACTCCTGCCACATGAGGGTGTGT	UpstreamP1_CTCF	21
chr1	95212533	95212683	id-4880	1	+	NA	NONE	11
chr1	95249175	95249325	id-4881	1	+	NA	NONE	4
chr1	95258103	95258253	id-4882	2.19e-05	-	CTGCATGCTCATCAGTCCTCCTGTAGGTGGGAAGT	UpstreamP1_CTCF	32
chr1	95267657	95267807	id-4883	9.71e-06	-	CAAGTACTCATAATTCAAACCAGAAGATGGAGCCA	Upstream_CTCF	39
chr1	95267954	95268104	id-4884	1	+	NA	NONE	14
chr1	95271489	95271639	id-4885	2.06e-09	-	CTGTAGTTGCCACTTCTTTACAGCAGATGGCACTG	UpstreamP1_CTCF	40
chr1	95273752	95273902	id-4886	3.65e-05	-	GAGCAGTGTCATGAAAGGCAGGGCAGGGGCCCACA	UpstreamP1_CTCF	12
chr1	95285739	95285889	id-4887	3.63e-05	-	CGCCTCTGCGCCTGGCCCGGCGACTGCGGGCGCTG	V_CTCF_BR	37
chr1	95286106	95286256	id-4888	1	+	NA	NONE	14
chr1	95318422	95318572	id-4889	2.66e-05	+	AATTGAAATGTCTTTTAGACCACCAGATGGAGATG	V_CTCF_BR	19
chr1	95320055	95320205	id-4890	9.11e-08	+	CCTGCATTCACACAGCCATCCAGGAGAGGGCAGTC	Upstream_CTCF	40
chr1	95385745	95385895	id-4891	1	+	NA	NONE	19
chr1	95391196	95391346	id-4892	4.14e-06	+	CTGACAATGCCAGTGCCTTCCACCAGCGGTCGGAC	V_CTCF_BR	27
chr1	95391980	95392130	id-4893	1.93e-05	-	GACTGCAGAACGCGCCCTCCGGGAAGGGGGCGCTC	V_CTCF_BR	36
chr1	95392486	95392636	id-4894	2.19e-05	-	CGGCCGTCTCCTGCGCCTCCCAGAGGAGGGAGTTC	UpstreamP1_CTCF	24
chr1	95507238	95507388	id-4895	1	+	NA	NONE	40
chr1	95509081	95509231	id-4896	1.23e-08	-	ATGTCACTCCCTCATCCTGCCACCAGGTGGCAGTG	UpstreamP1_CTCF	39
chr1	95550256	95550406	id-4897	5.51e-07	+	CAACCTTCCCTGTCAGCTACCACTAGGTGGCTCTC	V_CTCF_BR	40
chr1	95555349	95555499	id-4898	1	+	NA	NONE	4
chr1	95582348	95582498	id-4899	8.13e-06	-	GCTGCAGGTGCATACCAAACTGGTAGGGGGCGCGT	Upstream_CTCF	40
chr1	95583339	95583489	id-4900	6.64e-05	-	CCCGGAGCGACGCCGTGGCCCGCCGGGCGGGGACG	Upstream_CTCF	2
chr1	95699620	95699770	id-4901	5.09e-10	-	GGAGCAGCACTGCCCGCGGCCACCCGGGGGCGCCC	Upstream_CTCF	39
chr1	95752759	95752909	id-4902	1	+	NA	NONE	14
chr1	95774655	95774805	id-4903	2.23e-06	+	CTGAAACAACTGCTGAGTTCCACCAGGGGCTGCTG	UpstreamP1_CTCF	40
chr1	95793589	95793739	id-4904	2.27e-05	+	ATATCCATGGCCATATTCAACACTAGAGGGTGGAA	V_CTCF_BR	4
chr1	95916694	95916844	id-4905	1	+	NA	NONE	23
chr1	95932724	95932874	id-4906	4.7e-06	-	TTCAAAGGATCATTAGTGGCCACTAGGAGGAACTA	V_CTCF_BR	15
chr1	95965847	95965997	id-4907	1	+	NA	NONE	3
chr1	95998019	95998169	id-4908	1.93e-05	-	CACTTAGAAAGGACAACCAACACCAGGTGGCATTA	V_CTCF_BR	12
chr1	96144977	96145127	id-4909	9.84e-06	+	CTGCACCACATCTCTCCCAACACTAGGTGTGCCAC	UpstreamP1_CTCF	10
chr1	96188095	96188245	id-4910	1	+	NA	NONE	5
chr1	96259583	96259733	id-4911	1	+	NA	NONE	27
chr1	96368835	96368985	id-4912	1	+	NA	NONE	1
chr1	96382285	96382435	id-4913	1.56e-06	+	CAGCATCCCTCATCCTTATCCACTAGATGCCAGTA	UpstreamP1_CTCF	34
chr1	96418681	96418831	id-4914	1	+	NA	NONE	28
chr1	96546592	96546742	id-4915	1.47e-05	+	TAGAAGACATCTTATGCCTCCACAAGGAGGCAGCA	V_CTCF_BR	32
chr1	96561806	96561956	id-4916	5.12e-07	+	GTGCAGTGCATTAAATACTACAGCAGATGGTGCTT	UpstreamP1_CTCF	2
chr1	96701819	96701969	id-4917	8.91e-07	+	GCTGAAAATTAATCAGCTGCCACAAGGTGGCGAAA	Upstream_CTCF	39
chr1	96721802	96721952	id-4918	8.89e-06	+	CCTGCAAAACCAGAACTGTCCAACAGGGATTGAAT	Upstream_CTCF	13
chr1	96812387	96812537	id-4919	2.66e-05	+	ATCATTGGCCTATCCTTCACCACTGGTGGGCAATG	V_CTCF_BR	20
chr1	96823734	96823884	id-4920	1.24e-05	+	TCTTGGTTTTCACTCATGGTCACAAGATGGCTCCA	V_CTCF_BR	4
chr1	96989754	96989904	id-4921	5.63e-06	+	AAGCTGGAAAACTCTCCATCCACTAGAGGCAGCCA	UpstreamP1_CTCF	18
chr1	97003847	97003997	id-4922	1	+	NA	NONE	24
chr1	97061904	97062054	id-4923	3.88e-06	+	CGTCCCACCTCCAGGTCTGCCCCTAGGGGCCGCTG	V_CTCF_BR	39
chr1	97140588	97140738	id-4924	1	+	NA	NONE	16
chr1	97151102	97151252	id-4925	3.11e-05	+	TTCACCTTCAAACAGTTTTACTCTAGAGGGAGCCC	V_CTCF_BR	11
chr1	97154432	97154582	id-4926	4.7e-06	+	CTGTCCCTGTGTGATGCTGCCTCCAGCTGTCACAG	V_CTCF_BR	7
chr1	97222463	97222613	id-4927	5.34e-06	-	TCCCCTTTATCAACATCTCCCACCAGATGGCACAT	V_CTCF_BR	18
chr1	97307890	97308040	id-4928	1.35e-05	-	CAGCAAATCTTGCAAAGTACCAGCAGAGGAGGCTG	UpstreamP1_CTCF	37
chr1	97311127	97311277	id-4929	3.18e-06	-	GGTGGCCTGCAGTTCAGAGACAGTAGGGGGTGCTG	V_CTCF_BR	39
chr1	97338439	97338589	id-4930	1.27e-06	+	ATGCAGCTTGATATCTAATCCAGTAGGTGGTGCTT	UpstreamP1_CTCF	19
chr1	97432224	97432374	id-4931	2.96e-09	+	GGTGAAATGCTCATTCTGTCCAGCAGAGGGCACTA	Upstream_CTCF	39
chr1	97444107	97444257	id-4932	1	+	NA	NONE	2
chr1	97453980	97454130	id-4933	5.98e-05	+	CTGTTGCTCAGACTAGAGGGCAGTGGTGGGATCTT	UpstreamP1_CTCF	3
chr1	97483597	97483747	id-4934	6.23e-05	-	ATTAGGCTCTGATAATAGCCCAGCAGGTGGGGCTC	UpstreamP1_CTCF	23
chr1	97513537	97513687	id-4935	3.88e-06	+	CTAATGAGATGTAGCATTGACTGTAGAGGGCACCA	V_CTCF_BR	14
chr1	97516129	97516279	id-4936	1.72e-06	-	ACAGTTGCTTCTCATCTCTGCACAAGAGGGCAGCC	Upstream_CTCF	36
chr1	97603941	97604091	id-4937	1.04e-06	+	GTGGTAGTATTGCTCTTAAGCAGTAGGGGGCATGG	Upstream_CTCF	39
chr1	97652050	97652200	id-4938	1.55e-07	+	GTTTCACTTAAAATAATGGCCTCCAGAGGGCACAG	Upstream_CTCF	37
chr1	97658440	97658590	id-4939	1	+	NA	NONE	26
chr1	97709624	97709774	id-4940	3.48e-06	+	ATGTTCTTTCTATTTTCAACCTGTAGGTGGCCACC	UpstreamP1_CTCF	37
chr1	97710726	97710876	id-4941	1	+	NA	NONE	13
chr1	97737238	97737388	id-4942	1	+	NA	NONE	7
chr1	97930495	97930645	id-4943	1.21e-06	+	AGGGCTATACCCTGCAAAGCCACAGGATGGAGCTG	Upstream_CTCF	5
chr1	97991204	97991354	id-4944	2.93e-07	-	GGGCAATTACTTACTCTTCCCACTAGATGGCTCTT	UpstreamP1_CTCF	39
chr1	98016818	98016968	id-4945	4.71e-06	-	CTTGCAACTCAAGTAACTGTCAACAGATGGTAGTG	Upstream_CTCF	3
chr1	98134631	98134781	id-4946	3.4e-06	+	TAATGTTCTTTCCATCTGCACACCAGGTGGCACTG	V_CTCF_BR	34
chr1	98244403	98244553	id-4947	1	+	NA	NONE	18
chr1	98286126	98286276	id-4948	1	+	NA	NONE	36
chr1	98467488	98467638	id-4949	1.7e-05	+	TTAGCAGTGGCTTAAATGTCCATGGGGTGGTGCAA	Upstream_CTCF	29
chr1	98510059	98510209	id-4950	5.34e-06	+	GTGCCTGAGAAAGGCCCATCCTCCAGGGGGAGAAG	V_CTCF_BR	5
chr1	98513906	98514056	id-4951	5.7e-05	-	AGTTCTGCTGCGAGTGCTGCCGGCAGTCGGCCCGG	Upstream_CTCF	27
chr1	98516739	98516889	id-4952	7.55e-07	-	GCCTGCACTTTCAGCCTAACCTGCAGGGGGCAATA	V_CTCF_BR	40
chr1	98519799	98519949	id-4953	3.41e-11	-	CCGCGCCTGCCGCGTCCGGCCAGCAGGGGGCTCCG	V_CTCF_BR	39
chr1	98569288	98569438	id-4954	2.66e-05	-	TCCCCAATAAGCCTACTAACCCCTTGGGGGCAGGA	V_CTCF_BR	21
chr1	98717147	98717297	id-4955	3.88e-06	-	TGGCCCTCTTCTCAAAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	8
chr1	98726521	98726671	id-4956	5.86e-07	-	GTTGCTATGCTGCTTAGGACCAATAGGGGTTACCC	Upstream_CTCF	23
chr1	98818251	98818401	id-4957	1.08e-05	-	CTGGTGGATGGTCAGGGGGCCACTAGGGGACCCAG	UpstreamP1_CTCF	1
chr1	98872371	98872521	id-4958	5.92e-05	-	GCTGTTTTTGCTAAGAAGTAAAGGAGGTGGCGCTT	Upstream_CTCF	8
chr1	98933799	98933949	id-4959	1	+	NA	NONE	40
chr1	99022223	99022373	id-4960	8.13e-06	+	AATTTAATTTCACCAAGAAACTCTAGGGGGCATTG	Upstream_CTCF	39
chr1	99119742	99119892	id-4961	3.56e-05	-	CCAGAGGGCCACTACTGCCCCACCAGAGGGCCACT	Upstream_CTCF	0
chr1	99127264	99127414	id-4962	2.2e-06	+	GGCGCCCTCCTCGGGCCTCCCGGCCGGGGGCGCCA	Upstream_CTCF	32
chr1	99214821	99214971	id-4963	1	+	NA	NONE	36
chr1	99226928	99227078	id-4964	1	+	NA	NONE	30
chr1	99257881	99258031	id-4965	8.71e-06	+	TCGTTTTCCTCTGGCTAAGCCAGTAGGGGGTTCCC	V_CTCF_BR	12
chr1	99259950	99260100	id-4966	6.37e-07	+	ATGTTAGTGGCCATTCTAGCCACTAGGAGGAGCTG	UpstreamP1_CTCF	40
chr1	99350561	99350711	id-4967	6.49e-06	+	CAAGAAATAATGAGAATTAACAGCAGAGGGCAGAT	Upstream_CTCF	13
chr1	99405753	99405903	id-4968	1	+	NA	NONE	16
chr1	99456811	99456961	id-4969	7.73e-05	+	TAAGGATGAAACAAATTGACCACAAGGTGTCGTTA	Upstream_CTCF	37
chr1	99470578	99470728	id-4970	1	+	NA	NONE	21
chr1	99470855	99471005	id-4971	1	+	NA	NONE	19
chr1	99471141	99471291	id-4972	2.39e-05	+	AGGCACTGAGCGGTCCCAGCCACCAGGGTAGGAAA	UpstreamP1_CTCF	12
chr1	99636793	99636943	id-4973	3.16e-06	+	TTGAAGCACCTGTGAGGTTCCAGAAGGTGGAGCCT	UpstreamP1_CTCF	6
chr1	99643151	99643301	id-4974	2.67e-06	+	CCTGGATTATTATACTTTTCCACAAGAGGGCTCTT	Upstream_CTCF	18
chr1	99645939	99646089	id-4975	4.31e-09	+	CAGCATTTCTCAATTGCCGCCACTAGGTGGCAAAC	UpstreamP1_CTCF	40
chr1	99729914	99730064	id-4976	3.63e-05	+	TGCATGCAGCGCGCTGGCTCCAGCGGTGGCCGCGG	V_CTCF_BR	14
chr1	99772324	99772474	id-4977	1.19e-06	+	TACCACCATCCGCGTCACCCCAGTAGAGGGCAGCG	V_CTCF_BR	4
chr1	99791896	99792046	id-4978	6.18e-07	+	CCTGTGATTCAGCAGGCCGCCACCAGGAGATGGTA	Upstream_CTCF	38
chr1	99812985	99813135	id-4979	2.93e-08	-	GTGTACTTAGCAAGGCTGGCCACCAGGAGCAACTA	UpstreamP1_CTCF	6
chr1	99930970	99931120	id-4980	3.45e-05	-	GCAGGGGAACAAACGAAGAACAGCAGGAGGAGCTG	V_CTCF_BR	19
chr1	99947066	99947216	id-4981	1.82e-07	-	ACCTGAGAGGCACATACCACCACAAGGGGGCAGAG	V_CTCF_BR	39
chr1	99961698	99961848	id-4982	1.63e-05	-	TGTGCTATATTTCTCAATGCCAGCCAGGGGCACTG	Upstream_CTCF	2
chr1	99992783	99992933	id-4983	2.96e-05	-	TTGAAAGTTTTATAAGAGACCAGATGGTGGCAGCA	UpstreamP1_CTCF	37
chr1	100046128	100046278	id-4984	2.4e-05	-	GATCCGCCCTGCCAGTTCAGCGGCAGTTGGAGGAA	V_CTCF_BR	9
chr1	100113762	100113912	id-4985	1.5e-05	-	ACACCACTGCTCCACTTTTCCTCTAGGTGGTGACA	Upstream_CTCF	35
chr1	100147236	100147386	id-4986	3.88e-06	+	CACCATCCCTGGCCTCTACCCACTAGATGTCAGCA	V_CTCF_BR	20
chr1	100151014	100151164	id-4987	1	+	NA	NONE	9
chr1	100151372	100151522	id-4988	8.16e-07	-	GCGTGTCAGATTCAAATGAACTCCAGGGGGCAGCA	V_CTCF_BR	40
chr1	100173223	100173373	id-4989	1.85e-08	-	GTGCTATGAGGACTTCTAGCCAGTGGGTGGCGCTG	UpstreamP1_CTCF	39
chr1	100194486	100194636	id-4990	1	+	NA	NONE	38
chr1	100202691	100202841	id-4991	1.43e-05	+	TCTGCTCTTCCACACCACAGCACAAGGCTGCCACC	Upstream_CTCF	40
chr1	100232159	100232309	id-4992	1	+	NA	NONE	18
chr1	100239477	100239627	id-4993	1	+	NA	NONE	10
chr1	100274322	100274472	id-4994	1	+	NA	NONE	39
chr1	100422572	100422722	id-4995	5.3e-05	-	CTGAAATTACATTCCATGGTCCATAGAAGGCAGGC	UpstreamP1_CTCF	22
chr1	100500162	100500312	id-4996	4.02e-07	-	ACTGCACTTCACCATGCTAACAGAAGAGGGTCCTC	Upstream_CTCF	39
chr1	100504582	100504732	id-4997	1	+	NA	NONE	1
chr1	100600571	100600721	id-4998	5.37e-06	-	CAGCATTTCTGGTCTCTATCCATTAGATGTCAGTG	UpstreamP1_CTCF	15
chr1	100743530	100743680	id-4999	1.69e-05	+	GTGTACATTCCACTGTATCACGGCAGGGGGCACAT	UpstreamP1_CTCF	7
chr1	100785987	100786137	id-5000	1	+	NA	NONE	3
chr1	100797983	100798133	id-5001	2.04e-05	+	ACACTGGATAGAGTGGCGGACACAAGGAGGAGCGC	V_CTCF_BR	0
chr1	100806392	100806542	id-5002	1.16e-05	-	ATTGTAACTCTTTCACTGACCGGCTGGTGATGCCA	Upstream_CTCF	1
chr1	100816812	100816962	id-5003	1	+	NA	NONE	39
chr1	100817606	100817756	id-5004	1	+	NA	NONE	15
chr1	100818562	100818712	id-5005	2.96e-05	-	CTGCAGGACACTGGCAGCCTCAGGAGAAGGTGGGG	UpstreamP1_CTCF	9
chr1	100823864	100824014	id-5006	8.02e-05	-	AACCCTACACCCATGACCACCACTAGGAGGGGCAC	Upstream_CTCF	39
chr1	100882941	100883091	id-5007	7.73e-06	-	AACATGGGATACAACGCAGCCAGCAGGAGGTGGAA	V_CTCF_BR	1
chr1	100889790	100889940	id-5008	1	+	NA	NONE	11
chr1	100909995	100910145	id-5009	5.74e-05	-	GAGTACGTACAGTGAAGTAACAGGAGATGGGGCTA	UpstreamP1_CTCF	7
chr1	100915983	100916133	id-5010	1	+	NA	NONE	1
chr1	100921144	100921294	id-5011	9.29e-06	+	TGTGTTAAATATTGTATTTCCAGTAGGTGGAGCTA	Upstream_CTCF	37
chr1	100925190	100925340	id-5012	8.16e-07	-	CGACCCTTACTCCATCTGGCCACAAGATGGTGCGC	V_CTCF_BR	40
chr1	100927085	100927235	id-5013	1	+	NA	NONE	4
chr1	100929382	100929532	id-5014	9.39e-07	+	TGTGCAGCTCCTCCTAGTGTCGCTGGGTGGTGCTG	Upstream_CTCF	40
chr1	100988637	100988787	id-5015	4.68e-05	+	TTGCATCTGCTGAGTGTGACCAGCAGGATTGGAAA	UpstreamP1_CTCF	7
chr1	101004695	101004845	id-5016	1.38e-07	-	CGAGCACCGCCTCCTGCGGCATCCAGAGGGCGCAG	Upstream_CTCF	29
chr1	101009331	101009481	id-5017	3.45e-05	-	GAGGGGCTAGGAAAGGATGCCTCTAGAGGGCGTAT	V_CTCF_BR	39
chr1	101041093	101041243	id-5018	1	+	NA	NONE	11
chr1	101072121	101072271	id-5019	3.28e-05	+	CTACCATCCCGCAGGAGGGAAGCTAGGTGGCACTG	V_CTCF_BR	39
chr1	101087675	101087825	id-5020	1	+	NA	NONE	3
chr1	101137243	101137393	id-5021	1	+	NA	NONE	19
chr1	101215676	101215826	id-5022	4.14e-06	+	TGCACAGGACAATGGTTATCCAGCAGAGGTCAGAA	V_CTCF_BR	15
chr1	101285927	101286077	id-5023	1	+	NA	NONE	16
chr1	101300681	101300831	id-5024	2.97e-06	+	TGAAATATCTGCTACCTAACCACCAGGGGGCTATC	V_CTCF_BR	40
chr1	101301603	101301753	id-5025	1	+	NA	NONE	4
chr1	101332064	101332214	id-5026	3.88e-07	-	GGGTAATTATTCTATGTGGCCAGCAGGTGTCATTC	UpstreamP1_CTCF	38
chr1	101334042	101334192	id-5027	5.55e-07	-	TATGGAATTTACTGTCTGACCAGCAGATGTCAGTG	Upstream_CTCF	35
chr1	101349711	101349861	id-5028	1	+	NA	NONE	28
chr1	101386768	101386918	id-5029	8.46e-07	+	ATGGTAATAATTGTAATCACCAGCAGAGGGCTCTG	Upstream_CTCF	38
chr1	101393845	101393995	id-5030	1.24e-05	-	TGCTCTACCTGAAAACTGACCAATGGAGGGCACTG	V_CTCF_BR	27
chr1	101397410	101397560	id-5031	1	+	NA	NONE	15
chr1	101509412	101509562	id-5032	1.43e-05	+	TGTGCAGTTCTCATTCTTGAAGCCTGATGTCACTA	Upstream_CTCF	28
chr1	101564561	101564711	id-5033	1	+	NA	NONE	0
chr1	101602503	101602653	id-5034	1	+	NA	NONE	28
chr1	101666288	101666438	id-5035	1	+	NA	NONE	6
chr1	101701457	101701607	id-5036	3.16e-06	-	GCGGAGCAACTGCAGCTGCCCAGCAGGAGCCGGCA	UpstreamP1_CTCF	17
chr1	101703012	101703162	id-5037	2.27e-05	-	AATCCCAGCAACTCCGCGAACAGCAGAGGCTGCTC	V_CTCF_BR	22
chr1	101704408	101704558	id-5038	1.04e-06	-	GTGGCGCTACTCCAGACGAACGCTAGAGGGCGAGG	Upstream_CTCF	40
chr1	101754088	101754238	id-5039	3.06e-08	-	GCTGGCACAGCCCTAATGACCACTAGGTGGCAGTA	V_CTCF_BR	40
chr1	101774898	101775048	id-5040	3.34e-10	+	CTGCAGCTTCGCAGCTTTACCAGGAGAGGGCGCCG	UpstreamP1_CTCF	39
chr1	101783328	101783478	id-5041	3.8e-08	+	TGGGTTCAAGATCAGATGGCCAGAAGGGGGCAGTG	V_CTCF_BR	24
chr1	101823047	101823197	id-5042	2.18e-07	-	ATTGCTATTCTTTACTCTGCCACATGGTGGCACTG	Upstream_CTCF	40
chr1	101904065	101904215	id-5043	3.63e-05	-	TCTATCAGGATCAAGGCTACCACGTGGGGGAGATG	V_CTCF_BR	35
chr1	101920851	101921001	id-5044	2.01e-05	-	AGAGAAGAAACTGTATCTGCCACCAGGGGACTCAG	Upstream_CTCF	6
chr1	101931640	101931790	id-5045	3.63e-05	+	AGGACAGTGCACAATGTGACCACTGGATGTCTCTG	V_CTCF_BR	6
chr1	101939715	101939865	id-5046	6.49e-06	+	GTGATGTTCCCCAGCATGTTTGCTAGATGGCGCTA	UpstreamP1_CTCF	38
chr1	101972226	101972376	id-5047	2.11e-06	+	TTTGCAAAGTGTTAGATGTCCAGGAGGTGGCAGTA	V_CTCF_BR	40
chr1	101985908	101986058	id-5048	1.03e-06	+	GGTCACTGCCTCCTTTTGGTCACTAGATGGCAGCT	UpstreamP1_CTCF	39
chr1	102033252	102033402	id-5049	5.72e-09	-	TGCCACTGGCACGTCCTGGCCACTAGGGGGAGGTG	V_CTCF_BR	40
chr1	102119048	102119198	id-5050	3.11e-05	+	GATTGCTGCCTCTTTTATGGCACTAGATGGCTCCC	V_CTCF_BR	35
chr1	102162798	102162948	id-5051	1.54e-05	+	CTGCAAATCACTTTAAAAACCCCAAGAGGGAGATA	UpstreamP1_CTCF	4
chr1	102235200	102235350	id-5052	4.1e-06	+	ATTATAATATTCTCTATGGCCACCAGGTGGCTTCC	Upstream_CTCF	37
chr1	102285754	102285904	id-5053	4.01e-05	+	TGTAATAGAACCTAATGCTTCACTAGATGGCACCA	V_CTCF_BR	34
chr1	102411621	102411771	id-5054	1	+	NA	NONE	2
chr1	102436996	102437146	id-5055	1	+	NA	NONE	15
chr1	102458884	102459034	id-5056	1	+	NA	NONE	1
chr1	102459375	102459525	id-5057	9.26e-05	+	TTTCAAGTAACTTATCTTACCATAAGATGGCGATA	UpstreamP1_CTCF	7
chr1	102462503	102462653	id-5058	1	+	NA	NONE	5
chr1	102504707	102504857	id-5059	8.89e-06	-	GGTGCAGATCACCAAGGCCACACTAGAGGCAATCT	Upstream_CTCF	0
chr1	102519877	102520027	id-5060	4.31e-07	-	TGACCTGTCCCCAAGTCTCCCAGCAGTGGGCAGCA	V_CTCF_BR	5
chr1	102639941	102640091	id-5061	1	+	NA	NONE	31
chr1	102657413	102657563	id-5062	2.15e-05	-	ATAATGTGCTAAGTGTTGAACACTGGAGGGAGCCA	V_CTCF_BR	29
chr1	102900161	102900311	id-5063	1.21e-05	-	CATGGAGAGGATCCCTATTCCACTAGGTGGTGCTG	Upstream_CTCF	29
chr1	102921625	102921775	id-5064	1	+	NA	NONE	8
chr1	103016467	103016617	id-5065	1.82e-07	+	CGGTGGCCCTCTCATAGCTCCACTAGGTGGCACCC	V_CTCF_BR	39
chr1	103094008	103094158	id-5066	4.51e-05	-	GCGGTAGTTCAATGTTAGCAGGGCTGGTGGCAGCA	Upstream_CTCF	8
chr1	103238517	103238667	id-5067	3e-06	+	CTGCAGTTCTCTGCGTTCACCTGTTGGGCTCTCCA	UpstreamP1_CTCF	10
chr1	103256672	103256822	id-5068	2.78e-06	-	GAAATGGTGGATAAAATAGCAACCAGGGGGCACTG	V_CTCF_BR	26
chr1	103318221	103318371	id-5069	1	+	NA	NONE	22
chr1	103337777	103337927	id-5070	3.84e-06	+	TGGCCCTTTTCTCATAGCTCCACTAGGTGGTGCCC	UpstreamP1_CTCF	25
chr1	103436171	103436321	id-5071	1.15e-07	-	CAGTTAGAAGCTCGGATTACCACTAGAGGGCACTA	V_CTCF_BR	40
chr1	103571992	103572142	id-5072	5.68e-06	+	TTCTAAATAATAAACAAAACCAGCAGAGGGCAGAA	V_CTCF_BR	39
chr1	103716157	103716307	id-5073	1	+	NA	NONE	3
chr1	103733592	103733742	id-5074	1	+	NA	NONE	31
chr1	104003928	104004078	id-5075	5.72e-07	-	ATGCTATTGTTATGATTGACCTGTAGAGGTCACTA	UpstreamP1_CTCF	37
chr1	104057667	104057817	id-5076	2.33e-07	-	CTGTAATTACCAGTCATTGTCACTAGATGGCAAGT	UpstreamP1_CTCF	39
chr1	104068687	104068837	id-5077	1.13e-05	+	GAGCTCCTCCTCGCTTTCCCCGCCTCGGGGCGACC	UpstreamP1_CTCF	21
chr1	104331107	104331257	id-5078	1.83e-05	+	TTATTTTGAAATGTCTTTGTCACAAGGTGGCACTG	V_CTCF_BR	19
chr1	104491251	104491401	id-5079	3.88e-07	+	TTGCTATTTTAAAATTTGTCCTGAAGGTGGCAACA	UpstreamP1_CTCF	15
chr1	104496147	104496297	id-5080	6.84e-06	-	CAAGCCCATATAATGCAGAACACCAGAGGGAACTC	V_CTCF_BR	6
chr1	104561681	104561831	id-5081	5.93e-06	-	CTGGCAATACCCCTCTTGGCCTGTGGTGGCAGTGG	Upstream_CTCF	6
chr1	104663241	104663391	id-5082	5.08e-05	+	TTCAAGGACATGAGTTTGGCCACTAGATGACAATA	UpstreamP1_CTCF	9
chr1	104675112	104675262	id-5083	3.24e-06	-	CATGAACTCTACTCATTGACCAGCAGATGGCCTGT	Upstream_CTCF	30
chr1	104706684	104706834	id-5084	1	+	NA	NONE	2
chr1	105179372	105179522	id-5085	1	+	NA	NONE	6
chr1	105190893	105191043	id-5086	1.81e-06	+	TTTGAATTGCATATGTGGGCCAGCAGATGTCACTC	Upstream_CTCF	31
chr1	105323227	105323377	id-5087	3.66e-06	+	GAGTTGTAGCAAGAAAAAATCAGAAGGGGGCAGCA	UpstreamP1_CTCF	39
chr1	105421251	105421401	id-5088	2.97e-06	-	TGGGCCTCTTCTCACAGCTCCACTAGGTGGTGCCA	V_CTCF_BR	14
chr1	105522771	105522921	id-5089	2.37e-05	+	TTAGGGATTGTGAAATTGACCACTAGGTGGATTCA	Upstream_CTCF	5
chr1	105570830	105570980	id-5090	3.97e-05	-	TGGTCATGCAGCCATATCTGCATTAGGGGGCACCC	UpstreamP1_CTCF	8
chr1	105615597	105615747	id-5091	2.41e-08	+	CTGCACTACATGGCTGCTGCCAGTGGATGGAGCAG	UpstreamP1_CTCF	5
chr1	105680167	105680317	id-5092	2.01e-05	-	CTGCTAAGAGGGGCTGCAGCCAGAGGAGGCAGCAG	UpstreamP1_CTCF	27
chr1	105954003	105954153	id-5093	5.67e-06	+	CCAGCAACTCCAGCTGTGACTGAAAGGGGGCAATG	Upstream_CTCF	10
chr1	106005029	106005179	id-5094	1.92e-06	+	CTGTCACCTTCCACATTCTCCACCAGGGGTCAAGG	UpstreamP1_CTCF	7
chr1	106151464	106151614	id-5095	4.21e-05	-	GGCTCTCATATTCATATATCCAGTAGGGGTTGCTC	V_CTCF_BR	24
chr1	106253830	106253980	id-5096	2.58e-07	+	TTTGTACTTCAAAACTTTGCCAAAAGAGGGCAAAC	Upstream_CTCF	4
chr1	106336288	106336438	id-5097	1.03e-06	-	CCTATGAGCCCACTGAACACCACAAGGGGGCAGAG	V_CTCF_BR	38
chr1	106452549	106452699	id-5098	1	+	NA	NONE	13
chr1	106508542	106508692	id-5099	3.81e-05	+	GAGAATCTCCTCTGGGTGAACGCTAGGGGCAGGGA	UpstreamP1_CTCF	1
chr1	106565037	106565187	id-5100	4.41e-06	+	TTTTAAAATTTATTAATCACCACTAGAGGGCAGGG	V_CTCF_BR	29
chr1	106570612	106570762	id-5101	1	+	NA	NONE	4
chr1	106580981	106581131	id-5102	8.13e-06	+	ACAGCAGTTCCACTGTCCAACACCAGGAAATGTTC	Upstream_CTCF	8
chr1	106671551	106671701	id-5103	1	+	NA	NONE	2
chr1	106732524	106732674	id-5104	1.17e-05	+	CACACAATCTACTGAGATACCACCAGGGGTAGCTA	V_CTCF_BR	6
chr1	106736953	106737103	id-5105	1	+	NA	NONE	8
chr1	106760526	106760676	id-5106	8.97e-05	-	GTTGCATTTTACATTCTCACCAGTAGGATATGAGA	Upstream_CTCF	19
chr1	106810833	106810983	id-5107	4.71e-06	-	TGTTCAATGTGTCCAACCCCCACTAGGAGTCACCT	Upstream_CTCF	25
chr1	106903005	106903155	id-5108	8.13e-06	-	GATGTAATTCCACTCCTATCCACCAGAGTATGTGC	Upstream_CTCF	24
chr1	106962065	106962215	id-5109	4.94e-06	+	CAGGTAGGGGTTAAAGTGAGCACTGGGTGGCAGCA	Upstream_CTCF	7
chr1	107077353	107077503	id-5110	3.63e-05	-	TCTTGTGGCTAAAATACTACCAGAAGGGGGAGTGC	V_CTCF_BR	26
chr1	107163439	107163589	id-5111	1	+	NA	NONE	14
chr1	107190071	107190221	id-5112	1.93e-05	+	GTTTCTGTCCCTTTTTCAGCCTCTAGAGGCTGCCT	Upstream_CTCF	23
chr1	107194140	107194290	id-5113	1	+	NA	NONE	6
chr1	107341726	107341876	id-5114	3.81e-05	+	TCCTCGTGCACTGAGTTTACCTCTAGATGGAGACT	V_CTCF_BR	20
chr1	107500527	107500677	id-5115	1	+	NA	NONE	26
chr1	107504307	107504457	id-5116	1	+	NA	NONE	6
chr1	107518713	107518863	id-5117	2.34e-06	-	GATCACTGCCTCCTGTTTGACACTAGATGGCTCCT	UpstreamP1_CTCF	26
chr1	107561692	107561842	id-5118	1	+	NA	NONE	1
chr1	107590248	107590398	id-5119	1.47e-05	+	GACCCAGTCATTTCTGTTACCAGTAGAGGGTGTCA	V_CTCF_BR	24
chr1	107599528	107599678	id-5120	1	+	NA	NONE	22
chr1	107670196	107670346	id-5121	8.13e-06	-	TTTGTGGTACCACTGCAAACCAGTAAAGGGCAGCA	Upstream_CTCF	26
chr1	107684821	107684971	id-5122	9.51e-07	-	GGTGAGGGTACTAAAATTAACAGCAGAGGGCGCAG	V_CTCF_BR	40
chr1	107695812	107695962	id-5123	1.26e-07	-	CTCAAGGGTCACCTGACAGCCACCAGATGGCAACC	V_CTCF_BR	23
chr1	107719486	107719636	id-5124	6.49e-06	+	CCTGTATAGCAGCTTACTGGCACTAGATGCCAGTA	Upstream_CTCF	6
chr1	107739704	107739854	id-5125	3.4e-06	+	AGTTGCTTAATCTGACCAACCTACAGGGGGCGCTG	V_CTCF_BR	37
chr1	107819698	107819848	id-5126	2.43e-06	+	GGAATCTTCCAAAGATCGCCCACCAGAGGGAGCTT	V_CTCF_BR	39
chr1	107861673	107861823	id-5127	2.86e-06	+	CAGTAACTAAGCTATAAGACCTGAAGGGGGCACCT	UpstreamP1_CTCF	8
chr1	107973384	107973534	id-5128	5.34e-06	+	TGCGTGAGCTGTAAACACAACACTAGAGGGCAGCA	V_CTCF_BR	38
chr1	108007559	108007709	id-5129	3.31e-06	-	TTGTATTGTGGTGAGAAGGGCAGTAGAGGGAGATA	UpstreamP1_CTCF	21
chr1	108019982	108020132	id-5130	5.96e-07	-	AGTTGTCTGCTGGATCCCACCAACAGGGGGCACTA	V_CTCF_BR	33
chr1	108023375	108023525	id-5131	7.23e-07	-	GCTGGAGGTGACACCTAGAACACCAGGGGGCTGGC	Upstream_CTCF	20
chr1	108033474	108033624	id-5132	1	+	NA	NONE	0
chr1	108058454	108058604	id-5133	1.7e-05	-	TGCGCAGATTCCATCATTGTCACTAGATGGGGTGC	Upstream_CTCF	8
chr1	108072284	108072434	id-5134	8.08e-08	-	ACTGTCATGCTCCTTGTGGCCACAAGATGTCAGGC	Upstream_CTCF	40
chr1	108113045	108113195	id-5135	5.98e-05	+	TTCAAGGGCCCTCCAGAGCTCACCAGATGCCGCTG	UpstreamP1_CTCF	8
chr1	108232516	108232666	id-5136	1	+	NA	NONE	10
chr1	108268923	108269073	id-5137	1	+	NA	NONE	2
chr1	108282380	108282530	id-5138	4.01e-05	-	GTGGTGGTATCAAGAGTTGGCCAGAGGGGGAGCCT	Upstream_CTCF	22
chr1	108291298	108291448	id-5139	1	+	NA	NONE	37
chr1	108293119	108293269	id-5140	3.65e-07	-	ATCTTTGGAGAAGCGAAAGCCAGTAGGGGGCAGCA	V_CTCF_BR	39
chr1	108299354	108299504	id-5141	1	+	NA	NONE	1
chr1	108324942	108325092	id-5142	4.31e-07	+	TGATTTTTTTCATGAGTGTCCACCAGAGGGAGCCA	V_CTCF_BR	40
chr1	108330018	108330168	id-5143	5.08e-05	+	GGCCAGTTGCACCCCTTCGTGGGCAGAGGGAGCTA	UpstreamP1_CTCF	27
chr1	108440456	108440606	id-5144	1	+	NA	NONE	7
chr1	108478217	108478367	id-5145	1	+	NA	NONE	2
chr1	108505792	108505942	id-5146	1	+	NA	NONE	4
chr1	108508207	108508357	id-5147	3.28e-05	-	CTTTGAGGGTGCCAAAACACCACTAGGGGCAACTA	V_CTCF_BR	31
chr1	108592277	108592427	id-5148	2.58e-07	+	GCAGGAGTTCCACCAGCAGCCACCAGGGACACGTC	Upstream_CTCF	39
chr1	108664107	108664257	id-5149	1	+	NA	NONE	21
chr1	108668265	108668415	id-5150	1.65e-07	-	TGTCAGTGCCCTCTACTTTCCACTAGATGGCAGAC	UpstreamP1_CTCF	40
chr1	108741874	108742024	id-5151	1	+	NA	NONE	0
chr1	108743508	108743658	id-5152	1	+	NA	NONE	39
chr1	108757418	108757568	id-5153	4.88e-06	+	ATGTAATGTTGCTAACAGCTCAGTAGAGGGTGCTG	UpstreamP1_CTCF	39
chr1	108859293	108859443	id-5154	3.16e-05	-	TCTTTCATTCTCTTTTTCCCCATAAGGTGGCGTGC	Upstream_CTCF	36
chr1	108870440	108870590	id-5155	8.79e-07	+	TTTCTGCTCTTGTTTCCTCCCACCAGAGGGCAGTT	UpstreamP1_CTCF	25
chr1	109054519	109054669	id-5156	1.04e-05	+	TTAGGCATTATGGAGCTGAACAACAGAGGGAGCCA	V_CTCF_BR	14
chr1	109055220	109055370	id-5157	6.04e-07	+	ATGTAATTTGGCTCACTGAGCAGTAGAGGGTGATA	UpstreamP1_CTCF	38
chr1	109076093	109076243	id-5158	4.44e-06	-	TTGCTGTGTGGAAATCAGACCGGAGGATGGCAGGT	UpstreamP1_CTCF	4
chr1	109102582	109102732	id-5159	1.72e-06	+	CGTGCGCTGCAGGCCGCGGCCGCTGGGGGCGCCCC	Upstream_CTCF	40
chr1	109103677	109103827	id-5160	1	+	NA	NONE	36
chr1	109104480	109104630	id-5161	1.15e-07	-	CCGTAGACAAGTGCCCTGACCACCAGGTGTCACCA	V_CTCF_BR	40
chr1	109112880	109113030	id-5162	1	+	NA	NONE	39
chr1	109186278	109186428	id-5163	1.28e-06	-	AATCAACAGACGTTCAAGGCCAGAAGGTGGCACAC	V_CTCF_BR	39
chr1	109188517	109188667	id-5164	2.81e-05	+	ATGAGCACTTAAAATGTTTCCACATGGGGGCTCCA	V_CTCF_BR	9
chr1	109205654	109205804	id-5165	1	+	NA	NONE	8
chr1	109235390	109235540	id-5166	4.7e-06	+	TCTACGAGCTCAAGACCTACCACGAGGTGGTGGAC	V_CTCF_BR	38
chr1	109251752	109251902	id-5167	5.96e-07	-	TTCGCTGAAGCCCAGAGTTCCAGAAGGGGGCAGCA	V_CTCF_BR	36
chr1	109289057	109289207	id-5168	8.16e-07	+	CTCGGGCGACAGCAGCCTCCCGCTAGGGGGCTCCC	V_CTCF_BR	34
chr1	109289410	109289560	id-5169	4.17e-05	-	GCGGCGGCTCCTCAACAGACCGCTGGGTTGGGGCT	Upstream_CTCF	3
chr1	109360462	109360612	id-5170	7.12e-06	+	TGGCACCAGTGAGCTTTCACCCCAAGGAGGCAGAA	UpstreamP1_CTCF	6
chr1	109370844	109370994	id-5171	3.97e-07	+	TGATTTTAGTTGCACATGGCCACCAGGTGGCGTCA	V_CTCF_BR	40
chr1	109385361	109385511	id-5172	1	+	NA	NONE	0
chr1	109418869	109419019	id-5173	1.7e-05	+	AGCGCAGCACCAAGTCTTCCAAAAAGGCGGCGCTG	Upstream_CTCF	7
chr1	109419577	109419727	id-5174	2.38e-07	+	GACCGGCGGAGCGGCGGGACCCCTAGGTGGCGGAG	V_CTCF_BR	39
chr1	109423591	109423741	id-5175	1	+	NA	NONE	10
chr1	109440853	109441003	id-5176	6.8e-06	-	TTGACATTTCTTGCTTTTGCCACTAAGTGGCACTG	UpstreamP1_CTCF	39
chr1	109570559	109570709	id-5177	1	+	NA	NONE	27
chr1	109618658	109618808	id-5178	1	+	NA	NONE	38
chr1	109624325	109624475	id-5179	1	+	NA	NONE	4
chr1	109631941	109632091	id-5180	9.55e-09	+	GTAACCAAGCAGGCTGCAGCCAGCAGATGGCACTG	V_CTCF_BR	39
chr1	109642599	109642749	id-5181	2.68e-05	+	ACCTATGTTCCCCTCCGAGCCACGCGAGGGCAGCA	Upstream_CTCF	40
chr1	109654776	109654926	id-5182	3.63e-05	-	GGAGAGAATCCTCTGAAAGCCACCAGAGGTCATGC	V_CTCF_BR	39
chr1	109655392	109655542	id-5183	1.18e-09	-	AGGGGCCTCCCGTGGTCAGCCGCCAGGTGGCGCCC	V_CTCF_BR	40
chr1	109734041	109734191	id-5184	1.39e-05	-	CTAACCCTCCCCTGGAGGCCCTCTAGCGGGCAAAG	V_CTCF_BR	32
chr1	109736392	109736542	id-5185	7.16e-08	-	ACTGTCATTCCCTCCCACAGCAGCAGAGGGAGCTC	Upstream_CTCF	40
chr1	109740844	109740994	id-5186	1	+	NA	NONE	15
chr1	109743848	109743998	id-5187	4.14e-06	+	AAGTCAGGCTCTCCTTTGACCAGTGGGGGGTGCTG	V_CTCF_BR	40
chr1	109782161	109782311	id-5188	1.56e-06	+	GGTGCCTGTCACCTTCCTACCAGTAGGAGGCTCTG	Upstream_CTCF	40
chr1	109791423	109791573	id-5189	1	+	NA	NONE	11
chr1	109796520	109796670	id-5190	1	+	NA	NONE	14
chr1	109797398	109797548	id-5191	1.39e-05	+	TCCTGAGACTTCAGTTTCCCCTCCAGGAGGCGGAA	V_CTCF_BR	15
chr1	109798006	109798156	id-5192	1	+	NA	NONE	23
chr1	109806318	109806468	id-5193	7.16e-08	+	GGTGTCCTGCTGCAGGCCATCACCAGGGGGCGCAG	Upstream_CTCF	40
chr1	109815712	109815862	id-5194	7.46e-06	+	CCTCATCTACTTCCTTTCCCCACCAGATGGGGGCC	UpstreamP1_CTCF	10
chr1	109820169	109820319	id-5195	6.47e-09	+	TGTGCCATGCCCTCTCCAGCCGCCAGGTGGCAACA	Upstream_CTCF	40
chr1	109826006	109826156	id-5196	2.18e-07	-	AGACTGGGTGCTCGGCGGCCCAGCAGAGGGAGCGG	V_CTCF_BR	40
chr1	109838763	109838913	id-5197	5.01e-06	-	TCTCCCCGGGTGAGTGGGGGCTCTGGGGGGCACTG	V_CTCF_BR	3
chr1	109850110	109850260	id-5198	1	+	NA	NONE	2
chr1	109851723	109851873	id-5199	4.5e-06	+	AAAGCTGAACTTCTCAGTGCCGCCAGGGGTCAAAC	Upstream_CTCF	1
chr1	109911202	109911352	id-5200	1.08e-05	-	CTGATATACAGCTGGGCTCCCACTAGGAGGACACG	UpstreamP1_CTCF	19
chr1	109925292	109925442	id-5201	1	+	NA	NONE	0
chr1	109940249	109940399	id-5202	1.7e-05	+	CCCGCAGCCCCCAGCTCACCCCGATGGGGCCAGAC	Upstream_CTCF	1
chr1	109940827	109940977	id-5203	4.3e-06	+	CTTGCCGCACCTCTAGCGCCCTCAAGTTGGGGCTG	Upstream_CTCF	21
chr1	109942103	109942253	id-5204	6.18e-07	-	AGTGTATTTGGTAATTTCTCCAGGAGGTGGCACTG	Upstream_CTCF	39
chr1	109995743	109995893	id-5205	1	+	NA	NONE	24
chr1	110009336	110009486	id-5206	3.63e-05	-	TGGTGGCTTGGCTCTCTGGCCGGGAGGCGGCGGAC	V_CTCF_BR	6
chr1	110015958	110016108	id-5207	1	+	NA	NONE	0
chr1	110019316	110019466	id-5208	6.46e-07	-	CATATTGGATCCGGTGCAACCTGCAGGTGGCAGGG	V_CTCF_BR	4
chr1	110021611	110021761	id-5209	1	+	NA	NONE	7
chr1	110026040	110026190	id-5210	6.48e-05	+	CTGCACCTACCCTATTCGATCTACAGGGGAGCGGA	UpstreamP1_CTCF	21
chr1	110030945	110031095	id-5211	1.63e-05	-	GATTTATTACCCCACACTGCCTGTTGAGGTCGCAC	Upstream_CTCF	29
chr1	110033343	110033493	id-5212	1.12e-08	+	CCCTCAGTTCCAGCATCTCCCAGCAGATGGCAGCA	Upstream_CTCF	40
chr1	110036545	110036695	id-5213	3.8e-08	+	ACTCGCGTTTCCCCCCCAGCCCCCAGAGGGCGCTG	V_CTCF_BR	40
chr1	110041030	110041180	id-5214	2.11e-08	+	CTGCAGTGTAGGGAATAGGTCACCAGGAGGAGCCC	UpstreamP1_CTCF	40
chr1	110042653	110042803	id-5215	4.31e-07	+	TTCTGTTTACCTGGCTTGGCCTACAGGGGGCACCC	V_CTCF_BR	40
chr1	110075017	110075167	id-5216	4.64e-09	-	CTGCCTTGACAGCCAGCAACCACAAGGGGGCAGTG	UpstreamP1_CTCF	40
chr1	110075575	110075725	id-5217	2.57e-08	-	CAGCAGTGCCTGGTGTCTGACTCTGGGGGGCACCC	UpstreamP1_CTCF	40
chr1	110076774	110076924	id-5218	8.16e-07	+	GTCTGGCTTCTCAGCCTGGCTTGCAGGGGGCGCAG	V_CTCF_BR	1
chr1	110088993	110089143	id-5219	1.39e-07	+	TATTAGATCCAAGGAATTGCCAGCAGGTGGCAGTG	V_CTCF_BR	40
chr1	110091545	110091695	id-5220	2.81e-06	+	GTTGGGGTTCCTAGCTGAGGCCCCAGAGGGCGTGA	Upstream_CTCF	14
chr1	110141375	110141525	id-5221	1.18e-05	+	ATGCTTTTACCTAGCAGGACCACCAGAGGCTCTGT	UpstreamP1_CTCF	34
chr1	110153324	110153474	id-5222	3.67e-07	+	CAGCATTCCTGGCCTCTACCCACTAGAGGCCAATA	UpstreamP1_CTCF	7
chr1	110160288	110160438	id-5223	7.73e-06	-	GACCTACCTACCTCAGCAGCCAATAGGTGGCAATC	V_CTCF_BR	22
chr1	110168859	110169009	id-5224	6.43e-06	-	CACCCTGTTCCTTGTAGAGCCTGCAGGGGGTGCAT	V_CTCF_BR	14
chr1	110172876	110173026	id-5225	1	+	NA	NONE	9
chr1	110173061	110173211	id-5226	1.74e-08	-	ATTGGCCAGCTATGCTCTACCAGCAGGGGGCAGCA	V_CTCF_BR	37
chr1	110173321	110173471	id-5227	1	+	NA	NONE	17
chr1	110182955	110183105	id-5228	5.98e-10	+	TGTGCAGTACCCAACTGGTCCACAGGGTGGCGGTA	Upstream_CTCF	40
chr1	110186055	110186205	id-5229	2.11e-06	+	CTGGGAGGTGCACGGTTGGCCACCAGGGCGCGCTG	V_CTCF_BR	40
chr1	110192389	110192539	id-5230	2.81e-05	-	AAATGAGATCTGCTTGTTACCAGTGGAGGGCGTTC	V_CTCF_BR	34
chr1	110198707	110198857	id-5231	1	+	NA	NONE	22
chr1	110230270	110230420	id-5232	3.88e-06	-	AAGGCGCCATTCTGGAGGCCCGGGAGAGGGCGCCT	V_CTCF_BR	18
chr1	110246939	110247089	id-5233	8.5e-06	-	ATTGTAGTTTGGTCTGGAGCCATTAGATGGCTCTG	Upstream_CTCF	19
chr1	110261209	110261359	id-5234	5.17e-06	+	ACAGTAGCAATCTGTGTGGTCAGCAGGTGTCAGTA	Upstream_CTCF	18
chr1	110310515	110310665	id-5235	1.9e-06	-	CATTCAATGGCTCTACTCACCACCAGGTGATGACG	Upstream_CTCF	2
chr1	110315040	110315190	id-5236	1	+	NA	NONE	4
chr1	110316403	110316553	id-5237	3.36e-07	-	TGACTGCGACTCACTATTTCCAGCAGAGGGAGCCG	V_CTCF_BR	39
chr1	110319564	110319714	id-5238	5.47e-10	+	GAGCCATTCCCTGCAATGGCCAGCAGGGGGCAGAA	UpstreamP1_CTCF	40
chr1	110331837	110331987	id-5239	1	+	NA	NONE	40
chr1	110333593	110333743	id-5240	1.64e-05	+	TGTCTTGAGGCCTTCGTGGACCCCAGCTGGCTCTG	V_CTCF_BR	36
chr1	110334762	110334912	id-5241	1.04e-05	+	CGGAGAAGCATGTTCGCTGCCGGCAGAGGCTGCTG	V_CTCF_BR	32
chr1	110336140	110336290	id-5242	1	+	NA	NONE	8
chr1	110349360	110349510	id-5243	5.9e-06	-	CAGACACGCTCCACTACTGACACCAGGGGGCCCAC	UpstreamP1_CTCF	21
chr1	110358559	110358709	id-5244	3.4e-06	+	CAGGGAATGCTGGCAGCCACCAGAAGCTGGAAGAG	V_CTCF_BR	12
chr1	110361185	110361335	id-5245	4.85e-07	+	AGGCAGTGTCCCTGCTGGGCCTGTAGAGGAAGCTG	UpstreamP1_CTCF	6
chr1	110366581	110366731	id-5246	1.38e-06	+	GTGACTCAGCAGTTCTTGGCCAGAGGGTGGAGCCC	V_CTCF_BR	18
chr1	110373577	110373727	id-5247	4.96e-08	-	ACAGCATTACTTACAATAGCCAAGAGGGGGAACCA	Upstream_CTCF	2
chr1	110381548	110381698	id-5248	2.39e-05	-	TCGCTCTGGCTTCTTCCTGCCAACAGAGGACGTAG	UpstreamP1_CTCF	21
chr1	110415002	110415152	id-5249	1	+	NA	NONE	7
chr1	110420180	110420330	id-5250	6.84e-06	-	ATAGTGTCCTACAGCCTGGCCAGCAGGAGGAGAAA	V_CTCF_BR	33
chr1	110426375	110426525	id-5251	1.32e-05	+	ACTGCAGGCCAGCAACCTGTCCCCAGAGGCTGAAG	Upstream_CTCF	2
chr1	110453094	110453244	id-5252	2.97e-06	+	CGCGGAAGGAAAGGGTCGGTCCGCAGAGGGCGCGG	V_CTCF_BR	15
chr1	110453883	110454033	id-5253	1.04e-07	-	GGCTGAGCGGGGGCTCCTGCCTGCAGGTGGCTCAG	V_CTCF_BR	3
chr1	110455845	110455995	id-5254	1.35e-05	+	CTGAATCTGGGGGCATCAGCCGCCAGGAGGCTTGG	UpstreamP1_CTCF	6
chr1	110460988	110461138	id-5255	4.65e-06	+	TTGCTATGTGGAGGATAGACCACAGGGGGCAGGAA	UpstreamP1_CTCF	34
chr1	110466156	110466306	id-5256	1.57e-08	+	AGAGCTTTCCCCCTCCAGGCCAGGAGGGGGCAGCA	Upstream_CTCF	40
chr1	110473305	110473455	id-5257	1.82e-06	+	CTGCAGAAGCTCTTTTTGAGCACTTGGTGGCATCA	UpstreamP1_CTCF	11
chr1	110473887	110474037	id-5258	2.91e-05	-	CCAGCAACCTCTGCCCTGGTCAGCAGGGCTCAGCA	Upstream_CTCF	4
chr1	110476989	110477139	id-5259	1	+	NA	NONE	17
chr1	110503110	110503260	id-5260	7.78e-06	+	TCTGCCCTGTGTGTTCCCACCACAGGGGGGACATA	Upstream_CTCF	26
chr1	110523392	110523542	id-5261	5.08e-07	-	TCCCTGCCAGTCAGGCTCCCCACCAGGGGGAGGCT	V_CTCF_BR	39
chr1	110527136	110527286	id-5262	7.42e-09	-	GTGAGCAGGACCCTTTGTGCCACCAGGTGGCACCA	V_CTCF_BR	40
chr1	110554340	110554490	id-5263	3.24e-06	-	CAGTCACTTTTACTCTGCTCCAGCAGAGGGTGCTC	Upstream_CTCF	40
chr1	110572307	110572457	id-5264	2.11e-08	+	GCGTAGCTCTCCACTACAACCACCAGATGGCGCGT	UpstreamP1_CTCF	40
chr1	110590234	110590384	id-5265	1.03e-07	-	TGAGCAGTCCTCCTGTTGGTCTGCAGGTGGCAGGA	Upstream_CTCF	22
chr1	110596558	110596708	id-5266	8.61e-13	+	GCTGCAGTGCTCCCATCCCCCACCAGGTGGCAGCA	Upstream_CTCF	40
chr1	110602809	110602959	id-5267	6.2e-10	-	GCCCTGCTTCCCCTCCCCACCAGCAGGGGGCGCAC	V_CTCF_BR	40
chr1	110630805	110630955	id-5268	1.95e-07	+	GTTGCAATATGATAAAACGCCACCAGGGTGCAGGA	Upstream_CTCF	40
chr1	110648852	110649002	id-5269	1.41e-08	-	GGGCTGTAGCCTGCTGTGACCACTAGATGTCACTG	UpstreamP1_CTCF	40
chr1	110659173	110659323	id-5270	8.76e-09	-	CTGCACCATGCTGCAAGGGACAGCAGGGGGCGCAC	UpstreamP1_CTCF	40
chr1	110673024	110673174	id-5271	1.93e-05	+	ATCGTGCGCGGTATGTCGGCCGGCAGGTGGGGCTG	V_CTCF_BR	26
chr1	110691704	110691854	id-5272	4.7e-06	-	CAGCAAACAGAACTGCTCTCCACTAGAGGGAGACG	V_CTCF_BR	38
chr1	110693034	110693184	id-5273	4.17e-05	+	CCTGCGTCACGGCGCCCCGCCGCCAGGGTGGCCTT	Upstream_CTCF	20
chr1	110698610	110698760	id-5274	3.56e-06	-	CGGGCTATTCTGCGAGCCAGCCCCAGGTTGCGCAG	Upstream_CTCF	16
chr1	110708814	110708964	id-5275	2.5e-05	+	CGGCACTGGTGTCCAGGGGCCCCCTGGTGATGGCT	UpstreamP1_CTCF	1
chr1	110716161	110716311	id-5276	1	+	NA	NONE	11
chr1	110726500	110726650	id-5277	1.69e-05	-	GCACACTCCTGACCCCTAGCCTCCAGGGGGCCCTT	UpstreamP1_CTCF	0
chr1	110739638	110739788	id-5278	1.12e-09	+	GTGCACTTCTACTGCTTTTCCAGCAGGGGGAGCCT	UpstreamP1_CTCF	40
chr1	110745715	110745865	id-5279	3.68e-10	+	AGTGTTGTTCCAGGAATAGCCACCAGATGGCAGGA	Upstream_CTCF	40
chr1	110750482	110750632	id-5280	3.06e-08	+	GAGCCAGGATGTTCTAGCACCACCAGAGGGCAGCA	V_CTCF_BR	40
chr1	110754866	110755016	id-5281	1.77e-05	-	TGTGTAATTCCCCTGCGAGCCACGGAGGGGGGTTG	Upstream_CTCF	7
chr1	110761492	110761642	id-5282	1	+	NA	NONE	13
chr1	110776019	110776169	id-5283	9.25e-06	-	TGCGGCTAGTGAAGCAGTGACCCTAGGGGGCAGTC	V_CTCF_BR	0
chr1	110797382	110797532	id-5284	3.09e-06	+	TTTGCAGAGCCAGCCAGAGCCTCTGGGAGGCCCAC	Upstream_CTCF	1
chr1	110805561	110805711	id-5285	1	+	NA	NONE	5
chr1	110822797	110822947	id-5286	1	+	NA	NONE	5
chr1	110852592	110852742	id-5287	1	+	NA	NONE	16
chr1	110855318	110855468	id-5288	5.01e-09	-	CAAGCCTCCTGCCTGGTGACCAGCAGAGGGCAGGA	V_CTCF_BR	40
chr1	110861892	110862042	id-5289	1	+	NA	NONE	8
chr1	110881075	110881225	id-5290	1.63e-05	-	GCTGTGGTAGCTGAGTGAACAGCCGGGGGGAGCCC	Upstream_CTCF	39
chr1	110882165	110882315	id-5291	9.88e-07	-	GCTGCTGCTCCCATTGCTGCCACCAGAGCCCCCTA	Upstream_CTCF	39
chr1	110932810	110932960	id-5292	1	+	NA	NONE	21
chr1	110950377	110950527	id-5293	5.3e-05	-	GTGCAGGTCACCTCGACGGTCACCGCGCGGGGAGC	UpstreamP1_CTCF	28
chr1	110955243	110955393	id-5294	3.83e-09	+	TGGAATGAGCCCTCATGTGCCACCAGGGGGCACCA	V_CTCF_BR	40
chr1	110968175	110968325	id-5295	1	+	NA	NONE	0
chr1	110976546	110976696	id-5296	2.15e-05	-	GCAACAAAGCCAGAACCTCCCAGCAGGTGGCTTTC	V_CTCF_BR	34
chr1	110997930	110998080	id-5297	3.03e-05	-	GCTGTGATTGGGAGAGAAACCGCTGGAGGACGCTC	Upstream_CTCF	23
chr1	111002989	111003139	id-5298	1.12e-08	-	TGTGCTGTCCCCACTTCAACCACTAGATGGTAGCA	Upstream_CTCF	40
chr1	111005699	111005849	id-5299	9.25e-06	+	TGCAAGGAATTTTTGTTTTCCACTGGAGGGCACTG	V_CTCF_BR	30
chr1	111008022	111008172	id-5300	2.06e-07	+	GATGCAATGCTCAGGGTCTCCAGGGGGTGTCAGAG	Upstream_CTCF	7
chr1	111008423	111008573	id-5301	6.73e-07	-	ATGCTTTGCAGTTAGGCCACCTCCAGGGGACACTG	UpstreamP1_CTCF	1
chr1	111010428	111010578	id-5302	8.19e-06	-	GGTCAGATGCTAACCCCAGCCACCAGATGGCCACC	UpstreamP1_CTCF	37
chr1	111013885	111014035	id-5303	3.73e-06	+	GGTGCTAATGCCTCATTGTCCTGCAGAGGGCTCGT	Upstream_CTCF	23
chr1	111018094	111018244	id-5304	6.37e-07	-	CTGCAGACCAAGCTCCTGACCACCAGGAGTCTGGC	UpstreamP1_CTCF	14
chr1	111020122	111020272	id-5305	1	+	NA	NONE	19
chr1	111020405	111020555	id-5306	5.12e-07	+	TTGCCACTTCCCGGGGCTACCACCAGGGAGCAGGG	UpstreamP1_CTCF	34
chr1	111038730	111038880	id-5307	4.31e-07	-	GCTGGCATCTGAGATTTGGTCACTAGAGGGCGCTC	V_CTCF_BR	40
chr1	111044111	111044261	id-5308	7.9e-07	-	TTGCCAGTGTGGAGCTGGACCAGCAGAGGGCATGG	UpstreamP1_CTCF	4
chr1	111052773	111052923	id-5309	2.86e-06	-	CTGCTGGTCAGCCTTTGTGCCCCTGGAGGCAGGCA	UpstreamP1_CTCF	13
chr1	111067196	111067346	id-5310	2.83e-07	+	TGACACCTCTTGTGACTGGACAGAAGAGGGCGCTG	V_CTCF_BR	40
chr1	111075979	111076129	id-5311	1.84e-06	+	TGCCAGGGCAGCTGAGCTGCCGCTGGTGGGCACTG	V_CTCF_BR	7
chr1	111080947	111081097	id-5312	1	+	NA	NONE	2
chr1	111091121	111091271	id-5313	8.02e-08	-	TTGCAGTTCCCTTCACTCACCACAGGTGGGCAAAG	UpstreamP1_CTCF	40
chr1	111097982	111098132	id-5314	6.27e-08	+	CTGCACAGGCTCAGTCGGACCAGCAGAGGTCACTG	UpstreamP1_CTCF	39
chr1	111149117	111149267	id-5315	1.11e-05	-	GTGGCGCTAGCGGCCGCGGCCAGCGGGAGGGTCTG	Upstream_CTCF	8
chr1	111149951	111150101	id-5316	1.1e-05	-	CGGCGCTGCGTGGCGCGGTGCGGCTGCGGGCGGCG	V_CTCF_BR	1
chr1	111154703	111154853	id-5317	1	+	NA	NONE	1
chr1	111158501	111158651	id-5318	6.8e-06	+	CAACAGTGCCACCCAATGGCCACATGGGTGCAGGG	UpstreamP1_CTCF	40
chr1	111162066	111162216	id-5319	9.87e-11	+	ACGCACGAGCTGCCACTGGCCGCCAGGGGGCGCCA	V_CTCF_BR	40
chr1	111173490	111173640	id-5320	3.33e-08	+	CTGGTCTTCCTTTCCACCACCACCAGATGGCAGCA	UpstreamP1_CTCF	39
chr1	111180245	111180395	id-5321	6.49e-06	-	TCAGTCACTCCATGCCGCTCCAGCAGAGGGCTTCT	Upstream_CTCF	5
chr1	111180800	111180950	id-5322	9.81e-06	+	GGCTGGCTGAGGAAGCTGGGCAGCAGGAGGCAGAT	V_CTCF_BR	3
chr1	111216001	111216151	id-5323	1	+	NA	NONE	3
chr1	111216958	111217108	id-5324	1.04e-05	+	GGTCGAAGTACCTCATGCGCCGCTTGGGGTCGCCC	V_CTCF_BR	7
chr1	111228928	111229078	id-5325	6.19e-06	-	CAGTGGAGACATGCACTCTCCAGCAGGTGGCCACC	UpstreamP1_CTCF	15
chr1	111308785	111308935	id-5326	5.08e-05	-	CTGAATAATTTCCTACTTACCAGCATGTGGCGCTG	UpstreamP1_CTCF	40
chr1	111323300	111323450	id-5327	1	+	NA	NONE	2
chr1	111323606	111323756	id-5328	2.81e-08	-	TGGTCATTTCTACCTCTTACCACCAGAGGGCAGCG	Upstream_CTCF	40
chr1	111326040	111326190	id-5329	6.17e-09	-	CTGCACTTCCCCGTATACACCACATGAGGGCGACA	UpstreamP1_CTCF	40
chr1	111330434	111330584	id-5330	1	+	NA	NONE	1
chr1	111367744	111367894	id-5331	2.94e-06	-	GATGGTCTACTAGATGCAGCCAGGAGGAGGAGCTT	Upstream_CTCF	0
chr1	111372712	111372862	id-5332	1.62e-08	-	GGGTAGTACCCCTAGATAGCCTCTAGATGGCACTG	UpstreamP1_CTCF	40
chr1	111390503	111390653	id-5333	1.84e-05	+	ATGCCTCTGCTCCCACAGTCCACCAGATGAAGCAT	UpstreamP1_CTCF	2
chr1	111401246	111401396	id-5334	5.98e-05	+	TATCTGTGGTTTCAGGCATCCACCAGGGGTCTTGA	UpstreamP1_CTCF	0
chr1	111436653	111436803	id-5335	6.19e-06	+	ATGTAGTGCTCTGATAGGCACAGCAGGTAGGAGAG	UpstreamP1_CTCF	11
chr1	111505803	111505953	id-5336	1	+	NA	NONE	28
chr1	111506066	111506216	id-5337	1	+	NA	NONE	19
chr1	111506454	111506604	id-5338	4.7e-05	-	GCTGTGAGGGCGCAGTCCACCGCCAGGAGCCTTCC	Upstream_CTCF	40
chr1	111534048	111534198	id-5339	1	+	NA	NONE	11
chr1	111535081	111535231	id-5340	7.78e-06	-	ATTTCATGACAAACAGATGCCACTAGATGTCACTA	Upstream_CTCF	36
chr1	111557965	111558115	id-5341	1.1e-06	+	ATGTCTTGGATGAGGTTGGCCACCTGCTGGCAGTA	V_CTCF_BR	14
chr1	111573240	111573390	id-5342	8.16e-07	+	GATGTGGCAGGATCACTGTCCTCTAGGGGGAGCTC	V_CTCF_BR	40
chr1	111575028	111575178	id-5343	1.85e-08	-	TTGCAATACCGGTTTTCCTCCACTAGATGTCGCTG	UpstreamP1_CTCF	40
chr1	111585536	111585686	id-5344	1	+	NA	NONE	32
chr1	111740269	111740419	id-5345	1.19e-06	+	AGCACAGACCAGAGCCTGACCAGCAGCGGGAGAAG	V_CTCF_BR	34
chr1	111745514	111745664	id-5346	4.11e-08	+	ACTGGAATGTCTCCTCTGGGCTGCAGGGGGCAGAC	Upstream_CTCF	17
chr1	111765589	111765739	id-5347	5.21e-08	+	TTGAGCTGCCTACCAACAACCACGAGAGGGCGCCC	V_CTCF_BR	40
chr1	111813408	111813558	id-5348	4.14e-06	-	GGGACTCACCGGTGGGTCACCGCTTGGGGGCGATG	V_CTCF_BR	2
chr1	111876909	111877059	id-5349	1.21e-06	-	GGTCACTGCCTCCTTTTGAGCTCCAGGTGGTGCCC	UpstreamP1_CTCF	40
chr1	111888763	111888913	id-5350	1.04e-06	-	TGGGCAACGCCCCAGCAGAGGAGTAGGGGGCGGAG	Upstream_CTCF	36
chr1	111925773	111925923	id-5351	1	+	NA	NONE	0
chr1	111942537	111942687	id-5352	6.39e-08	-	TTGTAAGCTAGGAATATTGCCACCAGGTGGCAGCA	V_CTCF_BR	40
chr1	111965574	111965724	id-5353	2.04e-05	-	AGGAGCTCCTGTTTGCCTTCCGGAAGGAGGCACTG	V_CTCF_BR	8
chr1	111984306	111984456	id-5354	8.61e-08	-	CTAGCCCTCCAGCGCTCTCCCACAAGGGGGCGGCA	V_CTCF_BR	40
chr1	112006740	112006890	id-5355	1	+	NA	NONE	0
chr1	112011114	112011264	id-5356	1.7e-05	+	ATTTTTTTTCCTCATTCACCCACCAGGGGTCCCTT	Upstream_CTCF	16
chr1	112024374	112024524	id-5357	2.28e-05	-	TGTGCACTTCCTACAGTCAGCGAACGGGAGAAGGC	Upstream_CTCF	40
chr1	112050406	112050556	id-5358	2.4e-05	+	ACAAGTGCTCAGGGTCAGCCCTGAAGGTGGCGCTT	V_CTCF_BR	38
chr1	112050940	112051090	id-5359	1.52e-09	+	GCGCTATGCTCAATGGTGGCCACCAGAGGGAAGCA	UpstreamP1_CTCF	39
chr1	112058833	112058983	id-5360	1.97e-06	-	AGTTCCTCCTCCTGACTGACCTGGAGGGGGTGCTA	V_CTCF_BR	37
chr1	112099033	112099183	id-5361	4.24e-07	+	GCAGCATTACTCACAGTTGCCATAGGGTGGAGGCA	Upstream_CTCF	12
chr1	112113450	112113600	id-5362	1	+	NA	NONE	40
chr1	112114816	112114966	id-5363	2.66e-05	+	GCACACAGCACTCTTTTCTCCTCAAGATGGCAAAC	V_CTCF_BR	11
chr1	112199146	112199296	id-5364	4.5e-06	-	GATGCGACTGAGAACTTGACCACTGGAGGTCACTG	Upstream_CTCF	40
chr1	112257607	112257757	id-5365	3.63e-08	+	CCAGCTGTAATCTTACCCTCCACCAGGGGGAGCTT	Upstream_CTCF	39
chr1	112263663	112263813	id-5366	7.16e-08	+	TCTGTCCTTCAGACTCTGAGCAGGAGGTGGCGGTG	Upstream_CTCF	4
chr1	112282476	112282626	id-5367	1	+	NA	NONE	20
chr1	112282933	112283083	id-5368	1.17e-05	+	GGCCGATGGGCTCCGCAGACCGGTGGGGGGTGCTC	V_CTCF_BR	20
chr1	112289358	112289508	id-5369	4.7e-06	+	GAGATGAGGAGACAGTAGATCACCAGAGGGCAGTG	V_CTCF_BR	22
chr1	112289971	112290121	id-5370	3.11e-05	-	GGACAAACAACTGGAAATACCACCAGGGGGCGTGT	V_CTCF_BR	40
chr1	112298222	112298372	id-5371	3.11e-10	-	GGTGAGTCGCTGCCTGTGGCCTGCAGAGGGCGCCG	V_CTCF_BR	37
chr1	112301152	112301302	id-5372	1	+	NA	NONE	34
chr1	112312288	112312438	id-5373	1.03e-05	-	ATGCTCACATCCTTATCACCCACTAGGTGTCACTG	UpstreamP1_CTCF	39
chr1	112332675	112332825	id-5374	3.22e-05	+	TTTCAACAACTTATAAAAGCCAGAGGGAGGCAGCA	UpstreamP1_CTCF	13
chr1	112337881	112338031	id-5375	1.93e-05	-	TCTGTCCCGTCTGGGTCCACCCCTAGGTGGTGTCT	Upstream_CTCF	12
chr1	112343558	112343708	id-5376	1	+	NA	NONE	1
chr1	112344193	112344343	id-5377	2.02e-06	-	GTGCTCTGAAGAGTGGGGGACACCTGGTGGCCATA	UpstreamP1_CTCF	15
chr1	112356490	112356640	id-5378	1.03e-06	-	CGTTGGTGGGGCACGGCCCCCAGCAGAGGGAGATG	V_CTCF_BR	34
chr1	112375957	112376107	id-5379	3.56e-05	+	ATGGCCTTTCCCAATGAAGCCCATAGGGGCAGTCA	Upstream_CTCF	14
chr1	112382860	112383010	id-5380	8.16e-07	-	GCTCCATACCAGAGGAGCAGCACCAGGGGGCACAG	V_CTCF_BR	3
chr1	112427519	112427669	id-5381	2.81e-06	+	GCAGCACCCTGGCCTCTACCCACTAGATGCCAGTA	Upstream_CTCF	9
chr1	112444164	112444314	id-5382	1	+	NA	NONE	0
chr1	112467535	112467685	id-5383	6.05e-06	-	CCTGGATAGGTCGGGTTGCCCACAAGGTGGAGATG	V_CTCF_BR	3
chr1	112469794	112469944	id-5384	1.03e-06	-	TGTGGGCACCCCATAGCCCCCACTGGGGGGCAGCC	V_CTCF_BR	1
chr1	112496533	112496683	id-5385	8.46e-07	+	TCAGCAGGCTCCCTGCCCTCCACAGGGAGGCACCA	Upstream_CTCF	4
chr1	112502173	112502323	id-5386	3.36e-07	-	CTTGGGTTTACTGCCATCCCCAGCAGGGGGCAGGA	V_CTCF_BR	20
chr1	112509786	112509936	id-5387	5.51e-07	-	GCTGTCTTCAGCACCCTCCCCAGCAGAGGGCAACA	V_CTCF_BR	7
chr1	112511660	112511810	id-5388	2.28e-05	-	GCAGGCAGGCAGTGGTTCACCAGCAGGGGAAGCAC	Upstream_CTCF	2
chr1	112534148	112534298	id-5389	1	+	NA	NONE	35
chr1	112601819	112601969	id-5390	1	+	NA	NONE	17
chr1	112784876	112785026	id-5391	1.83e-05	+	GGCTCCTGGAACTGACTTGACTGTAGGGGGCGTGA	V_CTCF_BR	3
chr1	112841306	112841456	id-5392	2.11e-06	+	TTAGCCTATAGAATGTGCACCCCCAGGGGGCAGCA	V_CTCF_BR	39
chr1	112871350	112871500	id-5393	2.12e-06	-	CAGCAAGCCCACTGATGGCCCACTAGGAGGCCTTG	UpstreamP1_CTCF	3
chr1	112879691	112879841	id-5394	3.09e-05	-	CGGTGCTCTTCTGTGGAGGCCACAAGGGGGCCTGT	UpstreamP1_CTCF	40
chr1	112879972	112880122	id-5395	2.1e-05	+	TTCCTCTGCCAGAGAACAGCCGCTAGGGGAGAACA	UpstreamP1_CTCF	9
chr1	112901522	112901672	id-5396	7.07e-08	+	CAGAATTACCAGCAAGCCGCCAGCAGATGGAGCCA	V_CTCF_BR	40
chr1	112903170	112903320	id-5397	1.69e-05	-	CTTCATTTTCTTTCAATTTCCAGTAGGGGACCAAG	UpstreamP1_CTCF	14
chr1	112912414	112912564	id-5398	3.84e-06	+	CTGCGACTCCACAGCCCCACCTGCTGGAGGCTGCC	UpstreamP1_CTCF	40
chr1	112933552	112933702	id-5399	2.4e-09	+	CTGCAGGATTCACTATTCGACACTAGGGGGCACAA	UpstreamP1_CTCF	40
chr1	112937237	112937387	id-5400	1	+	NA	NONE	39
chr1	113008856	113009006	id-5401	7.55e-07	-	GAGATTCACAGCATGTGAAACACCAGGGGGCGCAA	V_CTCF_BR	40
chr1	113044539	113044689	id-5402	1.77e-05	+	CATGCCTTTCCCGCGAACGCCACGGCGCGGCGCCC	Upstream_CTCF	40
chr1	113051255	113051405	id-5403	1.64e-05	+	CAGGGACTGGGCGCTTGGGGCGCAGGAGGGAGCCG	V_CTCF_BR	15
chr1	113067077	113067227	id-5404	1.29e-05	+	AAGCAATCCTGCAGAGCCGCCCCCTGGGTGCAGAA	UpstreamP1_CTCF	6
chr1	113157206	113157356	id-5405	1	+	NA	NONE	40
chr1	113215497	113215647	id-5406	1	+	NA	NONE	1
chr1	113216331	113216481	id-5407	3.47e-07	-	GTGTTGTTCTCCATAGTAGCTACCAGCAGGAGGCC	UpstreamP1_CTCF	40
chr1	113217128	113217278	id-5408	2.4e-05	+	TCCCGGGCTGTTCAGAGGGCCCCAAGCGGTAGCCA	V_CTCF_BR	14
chr1	113217705	113217855	id-5409	1.64e-05	-	CGCCCCGGGACTGGCCTGAGCCGCTGGGGGAGCTG	V_CTCF_BR	24
chr1	113221749	113221899	id-5410	1	+	NA	NONE	0
chr1	113243562	113243712	id-5411	3.65e-05	-	CTACAAAGCAGGCCAGTGGCCAGCAGGGTGGAGTC	UpstreamP1_CTCF	33
chr1	113250024	113250174	id-5412	2.74e-08	-	GGAGCGGGTGGCCGCTTGGCCACAGGAGGGCAGCA	V_CTCF_BR	40
chr1	113257511	113257661	id-5413	5.68e-06	+	GCCCCATCCTGGTTTGGGTGCCCCAGGGGGCGCTC	V_CTCF_BR	29
chr1	113258997	113259147	id-5414	1.38e-07	+	TGAGCAAGTTCTGTGTCTACCGCCAGGGGGAGACA	Upstream_CTCF	40
chr1	113261403	113261553	id-5415	1.39e-07	+	CCCTTCCTCTTGCCCTCGGCCGCCAGGGGCCGCTG	V_CTCF_BR	39
chr1	113265783	113265933	id-5416	8.21e-06	-	CGGGTATGAAATTGTATCCCCAGCAGATGGCGAGG	V_CTCF_BR	16
chr1	113270463	113270613	id-5417	2.97e-06	+	GGTCAGTGCAGTCAGGCTGACACTAGATGGCTCAG	V_CTCF_BR	25
chr1	113280326	113280476	id-5418	1.55e-05	+	TCCCCAGACTGAATAGCCACCACTTGGTGGCAGGT	V_CTCF_BR	18
chr1	113287010	113287160	id-5419	1.1e-05	-	CTCCGCGGTTGCAATCCTGCCGCGAGGGGTTGCTG	V_CTCF_BR	28
chr1	113333975	113334125	id-5420	1.03e-06	-	CAGCTTTGGAGCCAGCTCACCAGGAGGGGGTGGAG	UpstreamP1_CTCF	5
chr1	113346909	113347059	id-5421	9.25e-06	-	TGTTGCTCTGGCCTAGCCGCAGCTAGATGGCACTG	V_CTCF_BR	40
chr1	113351942	113352092	id-5422	5.41e-07	+	CTGCAGGGCCTCTCTGCCCACACGAGGGCGCCCCA	UpstreamP1_CTCF	40
chr1	113375575	113375725	id-5423	4.38e-08	-	ACTGCACTGTCCGGTCTGGGCAACAGAGGGAGACT	Upstream_CTCF	17
chr1	113411436	113411586	id-5424	1.97e-06	-	ATTCTTTTAACCACCAGGGCCAGGTGGTGGCGCCA	V_CTCF_BR	8
chr1	113420982	113421132	id-5425	1	+	NA	NONE	8
chr1	113423677	113423827	id-5426	1.21e-10	+	GGCTGCAGGGCCGCTCTGGCCACAAGAGGGCACCC	V_CTCF_BR	40
chr1	113466698	113466848	id-5427	4.23e-08	-	GCTGTGAGTGGTGGTACATCCACCAGAGGGCAGCC	V_CTCF_BR	9
chr1	113467756	113467906	id-5428	1.7e-05	-	ATTGCGCTACTGCACTCCAGCCACAGAGGGAGACT	Upstream_CTCF	29
chr1	113490768	113490918	id-5429	2.86e-06	+	GGGCAATGAGAGCGAAACTCCAGCCGGGGGCGGCG	UpstreamP1_CTCF	0
chr1	113497984	113498134	id-5430	1	+	NA	NONE	21
chr1	113498455	113498605	id-5431	2.83e-07	-	TCCGGCGGAGGGAGGCGGCCCAGCAGAGGGCATCG	V_CTCF_BR	39
chr1	113498898	113499048	id-5432	3.81e-05	-	GGCGCCGGCGCGCGCGGGCGAGCTAGAGGGCGCGC	V_CTCF_BR	25
chr1	113564473	113564623	id-5433	1	+	NA	NONE	25
chr1	113585361	113585511	id-5434	1.24e-05	-	GAGTGTTATTTATCAGTCAGCAGCAGAGGGCGATC	V_CTCF_BR	40
chr1	113599670	113599820	id-5435	1.84e-05	+	CTGCAAGGCCAGTTTACTGTCCCGGGAGGGTGCTG	UpstreamP1_CTCF	7
chr1	113601836	113601986	id-5436	8.9e-05	+	GTGCACTGGCCTTCAGCTCCCTCTTGGGCATGCAC	UpstreamP1_CTCF	3
chr1	113615443	113615593	id-5437	1	+	NA	NONE	20
chr1	113616143	113616293	id-5438	1.54e-05	+	CTGCAGTCGCAGGAAATTGCCCGCACCGAGCTGGA	UpstreamP1_CTCF	40
chr1	113617022	113617172	id-5439	7.78e-06	-	CCTGCTGTTGTTCCTAATACCACCAGGCTGACTCA	Upstream_CTCF	7
chr1	113652904	113653054	id-5440	1	+	NA	NONE	32
chr1	113672256	113672406	id-5441	1	+	NA	NONE	7
chr1	113683239	113683389	id-5442	4.41e-06	+	TGGTTTGGGCTAGAACTGGCCTCTAGGTGGCGATT	V_CTCF_BR	40
chr1	113721275	113721425	id-5443	4.14e-05	-	GTATAATTCAGGCTGCATTCCAGTAGATGGAGCTT	UpstreamP1_CTCF	35
chr1	113762135	113762285	id-5444	1.48e-06	+	AGCTGCTCTGGGAGTTGGACCTGCAGGGGGAGACA	V_CTCF_BR	39
chr1	113786877	113787027	id-5445	1.76e-05	-	GAGCACTGGCCTGCCATGAGCACTGGCTGCAATGA	UpstreamP1_CTCF	2
chr1	113790527	113790677	id-5446	1	+	NA	NONE	2
chr1	113913393	113913543	id-5447	1	+	NA	NONE	4
chr1	113931250	113931400	id-5448	8.71e-06	-	AATGGCCAAGTCCAACCAGACGCCAGAGGGCAAGG	V_CTCF_BR	22
chr1	113934037	113934187	id-5449	8.97e-05	+	TAGGGTGTGCCAGACTCCTTGACGAGGGGGAGGGG	Upstream_CTCF	31
chr1	113995658	113995808	id-5450	1.61e-05	-	ATCCTATACATACAAGAGAACACTAGGTGGCATTC	UpstreamP1_CTCF	38
chr1	113996453	113996603	id-5451	2.94e-06	-	AGTGGCATGCTAATACTTCCCACAAGGGGAAGCAG	Upstream_CTCF	22
chr1	114031492	114031642	id-5452	2.01e-05	+	ATGACTGTGCGCACAGTCACCAGCAGGGGCCCCCT	UpstreamP1_CTCF	28
chr1	114089308	114089458	id-5453	1	+	NA	NONE	6
chr1	114212732	114212882	id-5454	2.96e-05	+	TGTTCACACCCAAGCCCAGCAGCCAGAGGGCGTAG	V_CTCF_BR	11
chr1	114217098	114217248	id-5455	1.41e-06	+	TTTGGATTTCCTTTCCCTGCCACCAGTAGGCATCA	Upstream_CTCF	3
chr1	114220624	114220774	id-5456	5.72e-07	-	TTGTAATTGAACAGACTTGCCACCAGGTGTCATTT	UpstreamP1_CTCF	39
chr1	114257632	114257782	id-5457	1.92e-05	-	GGTCACTGCAGCTGTATCTGCATTAGGGGGCACCC	UpstreamP1_CTCF	17
chr1	114355181	114355331	id-5458	1	+	NA	NONE	23
chr1	114378428	114378578	id-5459	2.58e-07	+	ATGGTATTACAAGAAACTGCCACCAGATGGCACAT	Upstream_CTCF	34
chr1	114417298	114417448	id-5460	1	+	NA	NONE	38
chr1	114447807	114447957	id-5461	4.7e-08	-	CCGATTGCCCGCCGCAGCTCCACCAGAGGGAGCCG	V_CTCF_BR	40
chr1	114456911	114457061	id-5462	1.01e-05	+	GCTGGACTTCCTCTAGCATCCTCTAGCTGTCTGAC	Upstream_CTCF	1
chr1	114472324	114472474	id-5463	1.55e-07	-	GAGCCGTCCCCGCGCCCGTCCCGCAGGGGGAGCCT	UpstreamP1_CTCF	4
chr1	114472594	114472744	id-5464	2.4e-05	+	GCTCTCCTGGAGCGCCCAGCCTGCCGGGGGCGCCT	V_CTCF_BR	35
chr1	114491873	114492023	id-5465	2.81e-05	-	ATGACAATGCCAAAAATAGCTGGCAGGGGGAGCAC	V_CTCF_BR	39
chr1	114500747	114500897	id-5466	1.41e-05	+	CACCAGTTCCTGGAGTTGCCCAGCAGGGTGTTTCC	UpstreamP1_CTCF	9
chr1	114506224	114506374	id-5467	2.6e-06	-	AGATGTAGCAAGAACACAGCCACAAGATGGCACAT	V_CTCF_BR	31
chr1	114519621	114519771	id-5468	9.71e-06	+	ATTGCTCATCCATTGTCCTCCACTAGAGGGGCTAA	Upstream_CTCF	39
chr1	114521492	114521642	id-5469	2.11e-06	+	AGATGACACCAGCTGCTTAGCACAAGGTGGCGCCA	V_CTCF_BR	40
chr1	114522138	114522288	id-5470	1.83e-05	-	AGTCGGCGTTCCATGTACTCCACAAGGTGGTGCTG	V_CTCF_BR	38
chr1	114544123	114544273	id-5471	4.14e-06	+	GCCTTTTCCTTCCTCTCCTCCTGCAGGTGGCTGTC	V_CTCF_BR	7
chr1	114576016	114576166	id-5472	4.85e-07	+	CAGCAGGTCAGCTTCCATTCCACTAGGGGGCTTTG	UpstreamP1_CTCF	40
chr1	114592298	114592448	id-5473	1	+	NA	NONE	3
chr1	114631241	114631391	id-5474	1	+	NA	NONE	0
chr1	114636293	114636443	id-5475	3.63e-06	+	CACCAGGTACTTACTCCTAACTCCAGGTGGCAGTC	V_CTCF_BR	26
chr1	114647704	114647854	id-5476	3.45e-05	+	GAAGTGGAATATAAAATGACCAGCAGGAGGCTACA	V_CTCF_BR	13
chr1	114648655	114648805	id-5477	8.34e-07	+	GTGCCCTGGCATGGGTCCTGCGGCAGGGGGCAGAT	UpstreamP1_CTCF	2
chr1	114650522	114650672	id-5478	3.09e-05	+	TGGTAATGAGCTCTCTGGTGCAGGAGAGGTCACTG	UpstreamP1_CTCF	12
chr1	114666074	114666224	id-5479	5.17e-06	+	AGTGCAAAGCCTTTTGGGGGCAGCAGAGAGGAGCC	Upstream_CTCF	15
chr1	114674538	114674688	id-5480	1.71e-06	-	TGAACTCATGATCCTTGCACCGCCAGAGGGAAGCA	V_CTCF_BR	16
chr1	114695156	114695306	id-5481	1	+	NA	NONE	1
chr1	114695514	114695664	id-5482	1	+	NA	NONE	2
chr1	114696280	114696430	id-5483	2.66e-05	-	GGGGGGCCGGCGGGCCTCGGTGCCAGGAGGCGCTC	V_CTCF_BR	8
chr1	114735095	114735245	id-5484	1.7e-05	+	CTAGGAGCAGCTGCATGGTCCACCTGGAGGAAGCC	Upstream_CTCF	13
chr1	114758182	114758332	id-5485	6.18e-07	-	TCTGTAATGTACCAAATATGCACCAGATGGCTCTA	Upstream_CTCF	16
chr1	114758496	114758646	id-5486	1.04e-05	+	AAACCACCTATCTCCTCCTGCAGGAGAGGGCAGCA	V_CTCF_BR	1
chr1	114762221	114762371	id-5487	2.23e-06	-	CTCCTCCAGCCCCTTCTTGCCCCTAGATGGCACCT	UpstreamP1_CTCF	36
chr1	114825543	114825693	id-5488	2.6e-07	-	TAACACACACCCAACTCTGCCTGCAGGGGGAGCTC	V_CTCF_BR	40
chr1	114828927	114829077	id-5489	1	+	NA	NONE	17
chr1	114834925	114835075	id-5490	1	+	NA	NONE	1
chr1	114842081	114842231	id-5491	6.05e-06	-	ATTCTTGCTTTCTCTGCTGCCGCAAGAGGGCTGGA	V_CTCF_BR	18
chr1	114878022	114878172	id-5492	6.48e-05	+	CAGTAAGTGTGAGAAATGCCCTCTATGGGCCAGAC	UpstreamP1_CTCF	11
chr1	114887428	114887578	id-5493	1.64e-06	+	CTGCAGTTGCTGATGGGACCCGCCAGAGCTCTCTG	UpstreamP1_CTCF	3
chr1	114889261	114889411	id-5494	2.23e-06	+	GCGTCCTGTTCGGCAGTGTCCATTAGAGGGCGCCA	UpstreamP1_CTCF	38
chr1	114892607	114892757	id-5495	1	+	NA	NONE	0
chr1	114912419	114912569	id-5496	7.44e-05	-	GGTGCAAGAGAAAGGAGAGACAGCAGAAGTAAATG	Upstream_CTCF	5
chr1	114921130	114921280	id-5497	1.47e-05	-	GTGAATAGCTGTGCCTCATCCAGGAGGTGGCATTG	V_CTCF_BR	10
chr1	114932450	114932600	id-5498	1	+	NA	NONE	7
chr1	114970835	114970985	id-5499	9.88e-07	-	ACTTCATTCTCATGCCATACCAGGAGGTGGCACTG	Upstream_CTCF	38
chr1	115009091	115009241	id-5500	4.01e-05	+	TAAGCCATACCGTGTTTGACCTCTGGGTGCACTGG	Upstream_CTCF	7
chr1	115053735	115053885	id-5501	1	+	NA	NONE	6
chr1	115094082	115094232	id-5502	1.09e-06	+	CTGCAAGTCAAAATGTTGCCCAGCAGGAGGATTGC	UpstreamP1_CTCF	4
chr1	115101299	115101449	id-5503	9.39e-07	-	CCTGTAGTATTCTTGTTTGACCATAGAGGGCACAA	Upstream_CTCF	34
chr1	115152586	115152736	id-5504	1.1e-05	+	ACACCTAAAGCAATTCAGGCCAGTGGAGGGAGCAC	V_CTCF_BR	5
chr1	115163182	115163332	id-5505	1.28e-06	+	TTTGTTGTGCCAACATGATCTACCAGAGGGCGCAG	Upstream_CTCF	13
chr1	115191239	115191389	id-5506	1	+	NA	NONE	8
chr1	115212299	115212449	id-5507	4.3e-06	+	TCCGCCACAACCCGTGCGGCCACGAGAGGACGTCC	Upstream_CTCF	31
chr1	115212733	115212883	id-5508	3.42e-05	-	GTGGTGGTTCCCCTCACCGCCGGCCGGGGCGGTGT	Upstream_CTCF	28
chr1	115214097	115214247	id-5509	1	+	NA	NONE	34
chr1	115300754	115300904	id-5510	2.34e-06	+	GTTTACTGACTCCTCCTGGACACTAGGGGTGGCGG	UpstreamP1_CTCF	40
chr1	115307473	115307623	id-5511	1.7e-05	+	ATTGTAGTTCCCATAATGTCCACATGTCGTGGGAG	Upstream_CTCF	33
chr1	115323063	115323213	id-5512	1	+	NA	NONE	25
chr1	115499319	115499469	id-5513	3.09e-05	-	GACCACTGCAGCCATCTCAGCACTAGAGGATGCTC	UpstreamP1_CTCF	39
chr1	115522037	115522187	id-5514	1.72e-06	+	TGTCAAATTCCAGATATGGCCACAAGGTGGTGCAG	Upstream_CTCF	39
chr1	115583254	115583404	id-5515	1.35e-05	-	GTTCAATTTGATGTTCCTGCAGGTAGGGGGCCCTA	UpstreamP1_CTCF	25
chr1	115584404	115584554	id-5516	9.62e-05	-	TGTCATTACAGCTATTTCAGCACTAGAGGGTGTCC	UpstreamP1_CTCF	40
chr1	115594662	115594812	id-5517	3.42e-05	-	GCTGCAGTTCTGCAGCTCCCCAAAGGACAGTCCTG	Upstream_CTCF	7
chr1	115595230	115595380	id-5518	1.32e-08	-	GCGTAGTGCATCCAGACCACCACCAGGTGGCTCTG	UpstreamP1_CTCF	40
chr1	115604869	115605019	id-5519	1	+	NA	NONE	3
chr1	115632661	115632811	id-5520	1.41e-06	+	CTGCCCTCAACCCAGCCGGCCAGTGGAGGGAGTCT	UpstreamP1_CTCF	31
chr1	115655526	115655676	id-5521	6.04e-09	-	CCTGCAAAGCTGCTGTCTGACAGCAGGGGGCGCCA	Upstream_CTCF	40
chr1	115677837	115677987	id-5522	1	+	NA	NONE	26
chr1	115681622	115681772	id-5523	5.51e-07	+	TGGTGAGCGCTCGTTCCCCCCGCTAGAGGGCACTC	V_CTCF_BR	40
chr1	115685310	115685460	id-5524	1	+	NA	NONE	27
chr1	115725877	115726027	id-5525	6.05e-06	-	GGGGCCAAGGAAATTGGGGTCAGAGGAGGGCGCCA	V_CTCF_BR	15
chr1	115727027	115727177	id-5526	1.17e-05	+	CTGAGTGCTGCCCCTATAGTCAGCAGCTGGAAGAG	V_CTCF_BR	21
chr1	115733683	115733833	id-5527	1	+	NA	NONE	10
chr1	115753304	115753454	id-5528	1	+	NA	NONE	3
chr1	115780122	115780272	id-5529	1	+	NA	NONE	6
chr1	115817948	115818098	id-5530	1.97e-06	+	TATTAGTCCCATACTCTAACCTCTAGGGGGAGCTC	V_CTCF_BR	40
chr1	115820922	115821072	id-5531	1.01e-05	+	GTGGAAACTCCACATATGGCCATCAGGAGGCCTGG	Upstream_CTCF	1
chr1	115822928	115823078	id-5532	3.71e-05	-	TACGTACCATGCACCCCTGGCTCCAGGGGGAGACT	Upstream_CTCF	8
chr1	115860659	115860809	id-5533	2.01e-05	+	TGGGGCCTCCCTTCCATGGCCTGCAGGGGCTCCCA	Upstream_CTCF	5
chr1	115873156	115873306	id-5534	1	+	NA	NONE	30
chr1	115880361	115880511	id-5535	1.26e-07	-	GGGCGCGGAGAGGGATGCGCCGGCAGCTGGCGCGC	V_CTCF_BR	5
chr1	115888065	115888215	id-5536	4.71e-06	-	TGTGTGATCCCCCCCGATTCCGCCAGGGGCATATG	Upstream_CTCF	4
chr1	115906826	115906976	id-5537	3.97e-05	+	ATGTCACACACTGAGGCTGCCAGCAGAGCACACTG	UpstreamP1_CTCF	14
chr1	116004310	116004460	id-5538	8.23e-05	+	ATTCATAACTGACTGTCCACCAGCAGAGGGGTGAG	UpstreamP1_CTCF	26
chr1	116006101	116006251	id-5539	4.23e-06	-	AGGGAGTGGCCAGAGGAAACCAGCAGGTGTCCCTG	UpstreamP1_CTCF	27
chr1	116009176	116009326	id-5540	1.09e-07	-	GTGCAGGGGCCGCAGAGCTCCAGCAGGAGTCCCCA	UpstreamP1_CTCF	37
chr1	116012414	116012564	id-5541	1.37e-08	-	GAGGCAGTGCCACATGGGGCCTATAGGTGGCAGCA	Upstream_CTCF	40
chr1	116019298	116019448	id-5542	2.66e-05	-	GGACAAAACCAGCACTCAGGCCCTAGAGGGCTCCA	V_CTCF_BR	32
chr1	116049923	116050073	id-5543	1.64e-05	-	TTGTTCGAAGCATGCTCTGCCCCTAGATGGTGCTG	V_CTCF_BR	40
chr1	116085994	116086144	id-5544	8.64e-05	+	AATTCCATCTGCATTCCAGCCAGCAGGAGTAAGGA	Upstream_CTCF	21
chr1	116088879	116089029	id-5545	1.04e-05	+	AGCCACAGGAGGCTGTAATACACTAGAGGGCAGTG	V_CTCF_BR	40
chr1	116135042	116135192	id-5546	1	+	NA	NONE	17
chr1	116138557	116138707	id-5547	2.18e-07	-	GGGTGCAGGAGGGCCTCGATCACTAGGTGGCGCCA	V_CTCF_BR	40
chr1	116150884	116151034	id-5548	1.64e-06	+	ACTGAACTTCATTATATCATCAGAAGAGGGCACTG	Upstream_CTCF	36
chr1	116166983	116167133	id-5549	1	+	NA	NONE	1
chr1	116167625	116167775	id-5550	2.15e-05	-	GAACTAATTATTTGGACTGACACCAGGTGGCATTA	V_CTCF_BR	19
chr1	116185366	116185516	id-5551	6.9e-05	+	CGCGCCGGGGCAGCCTTCGCCACCGGCAGGACCTC	Upstream_CTCF	34
chr1	116190189	116190339	id-5552	3.97e-05	-	GGGCTAGACCACTACAAAGCCTCCAGGTGTCCTCA	UpstreamP1_CTCF	1
chr1	116211858	116212008	id-5553	1	+	NA	NONE	10
chr1	116214212	116214362	id-5554	5.98e-05	-	CTGCACTGCGCCTCCCCTGCCTGGGATGGGAACTT	UpstreamP1_CTCF	15
chr1	116220320	116220470	id-5555	2.6e-05	-	GAACAGGACCCCTGTATTACCATCAGGGGGAGCCT	UpstreamP1_CTCF	24
chr1	116222076	116222226	id-5556	1.16e-05	-	AGAGCAGTGGCTTCTGTCTCCAGCAGGGCTCCCGG	Upstream_CTCF	6
chr1	116248206	116248356	id-5557	2.8e-05	-	AGAGCAAATGTTATTGGGGACTCTAGGGGACAGCA	Upstream_CTCF	11
chr1	116249563	116249713	id-5558	1.31e-05	-	AAAAAAAGGAACTATTTCTCCACTAGAGGTCGCTG	V_CTCF_BR	39
chr1	116256001	116256151	id-5559	2.43e-06	-	CCTGTACTCCCACCTCCACCTGCCAGGAGGCAGAG	Upstream_CTCF	4
chr1	116260260	116260410	id-5560	1.15e-07	+	ACTCATACTTAATGGGCGACCACCAGGGGGTGCCC	V_CTCF_BR	36
chr1	116261110	116261260	id-5561	6.64e-05	+	GGGACACTGCTAGAAGTGGCCTCTAGGTGACTTCC	Upstream_CTCF	9
chr1	116307314	116307464	id-5562	3.63e-05	-	GAAAAAGGCAAGTAATATGACACCAGGAGGCAGCA	V_CTCF_BR	39
chr1	116314593	116314743	id-5563	3.81e-05	-	AGGCCATTTTCTGTTTTGTCCACTGGGTGGAGTAT	UpstreamP1_CTCF	40
chr1	116336111	116336261	id-5564	1	+	NA	NONE	22
chr1	116350478	116350628	id-5565	5.08e-07	+	AGGCTTAAGGACATCATGCCCAGTAGGGGGAGCCC	V_CTCF_BR	40
chr1	116370967	116371117	id-5566	2.81e-06	-	CACGCACTCTCAGGACGCCACACCAGTGGGCGCCT	Upstream_CTCF	12
chr1	116376547	116376697	id-5567	7.55e-07	+	ACGTGTTCATGGGGCAGGGCCACTGGAGGGAGCTC	V_CTCF_BR	25
chr1	116422710	116422860	id-5568	1.38e-08	-	CCCAGGACTCTCTGGGGAGCCAGGAGGGGGCACTC	V_CTCF_BR	21
chr1	116524134	116524284	id-5569	6.84e-06	-	CAACAACTTTATCTGCTTTACACTAGGGGGCAGTG	V_CTCF_BR	40
chr1	116563414	116563564	id-5570	1.96e-07	-	AAGTAGTACCTGCAAGTGCCCAGTAGGCGGTGCCC	UpstreamP1_CTCF	40
chr1	116578996	116579146	id-5571	1.16e-05	-	GCTTCAGATTTCAATCCTAACTCTGGGGGGCGCTA	Upstream_CTCF	18
chr1	116606869	116607019	id-5572	1	+	NA	NONE	0
chr1	116621442	116621592	id-5573	2.19e-05	-	GTAGTCCCTCCAATTCCTCCCACAAGGAGGCTATG	Upstream_CTCF	20
chr1	116668425	116668575	id-5574	2.2e-07	+	CTGCAGGGCAGGGTGTGGGCCGGCAGGGTGTGGGC	UpstreamP1_CTCF	7
chr1	116676882	116677032	id-5575	4.21e-05	-	TCTCCACCATTAGGTGGCATCCCCAGGGGGAGGTC	V_CTCF_BR	39
chr1	116681759	116681909	id-5576	1.38e-08	+	TGCGTATTCCCAATTCTTGCCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr1	116694734	116694884	id-5577	1.52e-07	+	TGCGCGCCGCGGCTCGGAAGCGGCAGGGGGCGCCC	V_CTCF_BR	40
chr1	116711090	116711240	id-5578	1.96e-08	-	CCGCGGACCCTCCGGGCGGCCGGCAGGAGGCGCTG	V_CTCF_BR	34
chr1	116746206	116746356	id-5579	1	+	NA	NONE	22
chr1	116759857	116760007	id-5580	4.88e-05	+	GAGCTGCTTCTCTCTGCCTCCATGAGAGTGCGGTG	UpstreamP1_CTCF	3
chr1	116761624	116761774	id-5581	4.43e-05	-	AAATGTAGTTGGCTGACAGCCTGCAGCTGCCACCT	V_CTCF_BR	7
chr1	116775624	116775774	id-5582	1	+	NA	NONE	16
chr1	116813401	116813551	id-5583	1	+	NA	NONE	6
chr1	116903532	116903682	id-5584	1	+	NA	NONE	30
chr1	116915634	116915784	id-5585	5.9e-06	+	CTGCCGGGAGCCAGGACTGGCCGCAGCAGGCGCTG	UpstreamP1_CTCF	33
chr1	116952494	116952644	id-5586	1	+	NA	NONE	4
chr1	116958893	116959043	id-5587	1	+	NA	NONE	24
chr1	116971447	116971597	id-5588	1	+	NA	NONE	3
chr1	117000030	117000180	id-5589	3.88e-06	-	ATGGGCAGTGCATGAAGCAGCAGCAGGTGGCGGGA	V_CTCF_BR	1
chr1	117012528	117012678	id-5590	2.28e-05	+	GTAGATTTATTGGGAGTGGCCTGTAGGGGGTGTGC	Upstream_CTCF	19
chr1	117013972	117014122	id-5591	1	+	NA	NONE	7
chr1	117027980	117028130	id-5592	3.33e-09	-	TCTGGAAGCAGCGCTGTGACCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr1	117041784	117041934	id-5593	2.67e-06	-	ACAGTGATACCAGCAATATCCACTGGGGGTCTCTC	Upstream_CTCF	40
chr1	117061211	117061361	id-5594	5.96e-07	+	TCATGCCTCTGCCTCCTGACCACCAGTGGGATCTG	V_CTCF_BR	0
chr1	117099177	117099327	id-5595	1	+	NA	NONE	12
chr1	117113018	117113168	id-5596	2.2e-06	+	ACGGCACCGCGCGGGGAGGGCAGCAGGCGTCGCCC	Upstream_CTCF	34
chr1	117117345	117117495	id-5597	7.54e-08	+	GCGCAATGAGGTCTCACAGCCACTGGAGGGCACCA	UpstreamP1_CTCF	40
chr1	117119705	117119855	id-5598	1	+	NA	NONE	3
chr1	117138197	117138347	id-5599	1	+	NA	NONE	38
chr1	117138997	117139147	id-5600	9.27e-07	-	CTGATTCTTCCAGCTTCTGCCACAAGGTGGCTCTA	UpstreamP1_CTCF	15
chr1	117160601	117160751	id-5601	1.51e-08	+	GTGCAGCTCTCTGCCCAGCCCAGCAGGGGACTGTG	UpstreamP1_CTCF	13
chr1	117169934	117170084	id-5602	1	+	NA	NONE	2
chr1	117172800	117172950	id-5603	1	+	NA	NONE	18
chr1	117189102	117189252	id-5604	7.73e-05	+	TCCTTAATTCATTGAGAAGGCAGAAGATGGCGTTA	Upstream_CTCF	3
chr1	117207015	117207165	id-5605	6.23e-05	-	TGGCAGGGTGGGGCCCAGGGCAGGAGAAGTAACCA	UpstreamP1_CTCF	0
chr1	117215287	117215437	id-5606	3.63e-05	-	AAATCCAGACCCTTCTCTAACGCTAGATGGCGCAT	V_CTCF_BR	37
chr1	117221956	117222106	id-5607	1.15e-07	+	TCCCCCAGCCTGCTTCTGGCCACCAGATGTCAGAC	V_CTCF_BR	15
chr1	117224210	117224360	id-5608	1	+	NA	NONE	0
chr1	117240616	117240766	id-5609	1	+	NA	NONE	2
chr1	117263429	117263579	id-5610	5.08e-05	+	ATGGACTTGCAGCACCTTGACAGTTGGGGCCCCCT	UpstreamP1_CTCF	14
chr1	117267491	117267641	id-5611	1.34e-06	+	TCTTTATTCCTTCATCCTGCCTGCAGGGGGCGTCT	Upstream_CTCF	39
chr1	117270807	117270957	id-5612	1.7e-05	-	CATGTCATGTCCAGCTCCCCCAATGGAGGGACGTG	Upstream_CTCF	9
chr1	117280013	117280163	id-5613	1.03e-06	+	AGTGTGGCTCAGGTTGCTGCCAGAGGGTGGCAGCA	V_CTCF_BR	40
chr1	117306835	117306985	id-5614	4.96e-08	+	AGAGCAGTTTCCCAAAGAGCCTGCAGAGGGAGCTT	Upstream_CTCF	39
chr1	117360308	117360458	id-5615	1.82e-07	-	TGAGTGAGTTTCTGCTCTCCCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr1	117368650	117368800	id-5616	2.31e-06	+	CCTTCTGCCGCTCCTGTCACCAGCAGGCGGTGGTG	Upstream_CTCF	7
chr1	117385378	117385528	id-5617	3.11e-05	+	ATAATGTTAAACATTTTTGCCAGTGGAGGGTGCTG	V_CTCF_BR	36
chr1	117391520	117391670	id-5618	8.91e-07	-	AGATCTGTTGCCAGAGTTACCTCTAGGGGGCAAGA	Upstream_CTCF	34
chr1	117397013	117397163	id-5619	8.21e-06	+	AAAATAAAACTTACAGAAGCCAGCAGATGGCACTT	V_CTCF_BR	15
chr1	117398672	117398822	id-5620	1	+	NA	NONE	10
chr1	117403892	117404042	id-5621	1.48e-05	-	TTGAACTTTAATCCCTTCCCTCCTAGGGGGCACTG	UpstreamP1_CTCF	0
chr1	117415928	117416078	id-5622	1.11e-05	+	CATGTAGGACACAATCCCTCCTCAAGGGGAAGAAA	Upstream_CTCF	6
chr1	117420955	117421105	id-5623	1.63e-05	+	ACAGCATTACCCCTCTCCACGGAAAGAGGGCATAT	Upstream_CTCF	34
chr1	117421809	117421959	id-5624	4.94e-06	+	GCTGTCAGTCCGGCATTGTGCTGCAGGGGTCTCAG	Upstream_CTCF	26
chr1	117424518	117424668	id-5625	2.02e-06	-	CTGCGACATTAGGGCAAGGCCAGCAGGGTGAGCAA	UpstreamP1_CTCF	37
chr1	117453936	117454086	id-5626	2.1e-05	+	CTGCACTTATGGTCAGAGGGTTCCAGAGGAGGCCT	UpstreamP1_CTCF	8
chr1	117454563	117454713	id-5627	1	+	NA	NONE	9
chr1	117462553	117462703	id-5628	2.11e-06	-	CCAAGAGGCCACATGGCCAACAGCAGGGGTCAGCA	V_CTCF_BR	13
chr1	117477607	117477757	id-5629	2.8e-05	-	GAAGCTAAGCAGAAAATAAACACTAGGGGGCTAAA	Upstream_CTCF	38
chr1	117525378	117525528	id-5630	9.51e-07	+	AAGCGAGAGCAGTTCATAACCTCCAGGTGGCGGCT	V_CTCF_BR	5
chr1	117529441	117529591	id-5631	1.72e-06	-	CCTGAACCTCCTTCTTACAACACCAGTGGGAGCTG	Upstream_CTCF	8
chr1	117551462	117551612	id-5632	1	+	NA	NONE	15
chr1	117554034	117554184	id-5633	9.66e-05	-	AGTGCTTGTCCAGTGGGCCTCCTTAGATGGCGCCC	Upstream_CTCF	4
chr1	117578857	117579007	id-5634	1	+	NA	NONE	6
chr1	117598076	117598226	id-5635	2.04e-08	-	CCTGCCATTTTATAAATGACCACTAGGTAGCAGCC	Upstream_CTCF	39
chr1	117602635	117602785	id-5636	1	+	NA	NONE	33
chr1	117610511	117610661	id-5637	8.02e-08	+	GTGCAGATCTCTAACTGAAACACCAGATGGCACCA	UpstreamP1_CTCF	39
chr1	117612229	117612379	id-5638	1	+	NA	NONE	16
chr1	117634306	117634456	id-5639	1	+	NA	NONE	0
chr1	117636712	117636862	id-5640	2.58e-05	-	GATGTCATTACAGTGGTCACCACATGGGGCTGCTT	Upstream_CTCF	40
chr1	117661314	117661464	id-5641	8.19e-06	-	CTGTTACTGATTCTGTTTGCCCCTAGGCGGCAGAA	UpstreamP1_CTCF	4
chr1	117664782	117664932	id-5642	5.68e-06	+	CGGGCTCCCGAGGTCTCGGCCGCTCGGGGGCGCCA	V_CTCF_BR	40
chr1	117671323	117671473	id-5643	1.59e-06	-	CGTTTTTATTGAGCTGTTTCCACTAGATGGCACTA	V_CTCF_BR	38
chr1	117693130	117693280	id-5644	1	+	NA	NONE	12
chr1	117714861	117715011	id-5645	1	+	NA	NONE	3
chr1	117827344	117827494	id-5646	1.28e-06	-	AAAGATTCCCTTCAATTGACCAGAAGAGGGAAGCA	V_CTCF_BR	38
chr1	117855235	117855385	id-5647	7.1e-07	+	CTGCACTTACACTGTCTTGCCTACAGTAGGCACTC	UpstreamP1_CTCF	39
chr1	117882743	117882893	id-5648	2.47e-05	-	TCAGTCGGTCCTGTTCCTGCCACCAGCAGGTTCAG	Upstream_CTCF	28
chr1	117909341	117909491	id-5649	1	+	NA	NONE	3
chr1	118046754	118046904	id-5650	1	+	NA	NONE	0
chr1	118055440	118055590	id-5651	2.96e-05	+	CTTGCCAATTTCTTTTGCTACAGTAGAGGGAGCTA	V_CTCF_BR	39
chr1	118077727	118077877	id-5652	3.09e-07	+	AAGAGTCTAGAAATTTTTGCCACTAGAGGGCAGTA	V_CTCF_BR	40
chr1	118080216	118080366	id-5653	4.17e-05	-	CCTGCAATACCAAACTTTTCCTCTCTGAGGGAGTA	Upstream_CTCF	14
chr1	118084266	118084416	id-5654	2.04e-05	+	TCCTTGGCCTCTCCAGGAGCCAGTGGATGCCGGAA	V_CTCF_BR	0
chr1	118111744	118111894	id-5655	1.04e-07	-	CCAGCCCTAGGTCACACAGCCTGTAGGGGGCAGAG	V_CTCF_BR	15
chr1	118129857	118130007	id-5656	3.56e-05	-	GGAACAATGCCTGGAATCCCCACATGGTGGCTGGC	Upstream_CTCF	16
chr1	118133293	118133443	id-5657	5.74e-05	-	CTCCTGCTGATCAAAACCGCCACTTGGGGCATGCA	UpstreamP1_CTCF	12
chr1	118137185	118137335	id-5658	7.12e-06	+	CTGTTACAGGAAACCTGCACCCCCAGAGGCCAGGC	UpstreamP1_CTCF	6
chr1	118148647	118148797	id-5659	1.39e-05	+	TCGGTGCCGCTGCCTAGGGGCTGTAGAGGTCGCGC	V_CTCF_BR	7
chr1	118149043	118149193	id-5660	1.81e-06	+	CCTGCAGGCTGCGCGCTGGCCAGGCGCGGGCAGGG	Upstream_CTCF	23
chr1	118165415	118165565	id-5661	6.84e-06	+	TTCCCCAGCCAGAACATCCCCTGAAGATGGCAGAG	V_CTCF_BR	22
chr1	118179455	118179605	id-5662	5.34e-06	-	AGCAGCTTGGTCACCTTCGCCTCCTGATGGAAGTC	V_CTCF_BR	3
chr1	118186972	118187122	id-5663	5.68e-06	-	GAATCTGGGGAGATCAAGGCCTCTAGAGGGTGCAG	V_CTCF_BR	1
chr1	118214756	118214906	id-5664	2.18e-07	-	GCCCATGGCACAGAGCTGAGCGGCAGGGGGCACCC	V_CTCF_BR	29
chr1	118217279	118217429	id-5665	3.18e-06	-	GCTAGTGGGGTGATGTGGGCCTGTGGAGGGAGCTC	V_CTCF_BR	37
chr1	118217727	118217877	id-5666	5.86e-07	-	GTTGCCACACCCTCGTTGGCCACCTGGAGGTAGCC	Upstream_CTCF	4
chr1	118223771	118223921	id-5667	5.28e-05	-	TGTGTGGTTGAGGAGGAGGCCACCATGAGGGAGCA	Upstream_CTCF	11
chr1	118229132	118229282	id-5668	1.98e-08	-	CTGCACTTGGTGGGGCCAACCAGCAGTGGGCAGAG	UpstreamP1_CTCF	27
chr1	118253479	118253629	id-5669	3.09e-07	+	AATCTGAGTCCCTTCTCTTCCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr1	118256716	118256866	id-5670	1.41e-05	-	CTGCCCTTTCCAGGGCTATCCACATAGGGGCTCCC	UpstreamP1_CTCF	23
chr1	118296818	118296968	id-5671	3.11e-05	-	TGATTTTATCACTCTCTTGCCCATAGATGGCGCCC	V_CTCF_BR	40
chr1	118301575	118301725	id-5672	3.42e-08	-	ATGTGGGAATTGAGAGTGGCCACTAGGTGGCAGTA	V_CTCF_BR	40
chr1	118337823	118337973	id-5673	1	+	NA	NONE	20
chr1	118352503	118352653	id-5674	1	+	NA	NONE	15
chr1	118353234	118353384	id-5675	6.51e-07	-	GGTGCAAGGCCACCAGAGGCAGCTAGCGGGCAGAA	Upstream_CTCF	19
chr1	118358725	118358875	id-5676	2.29e-05	+	TTATTGCTAAGCGATAGAACCACCAGGGGGCCCGC	UpstreamP1_CTCF	36
chr1	118366086	118366236	id-5677	1	+	NA	NONE	27
chr1	118371009	118371159	id-5678	1	+	NA	NONE	17
chr1	118385581	118385731	id-5679	5.37e-06	-	ATGCAGCTGTTGGGGAAGACGGCCAGAGGGGCCCC	UpstreamP1_CTCF	30
chr1	118438256	118438406	id-5680	1.26e-07	-	AAAAACAAAAGCGTATGAGCCACTAGGGGGCACCA	V_CTCF_BR	40
chr1	118471502	118471652	id-5681	1.35e-05	-	TTGTGTTTCCGCTCTCTGGCCGCTTGAGGGGGAAG	UpstreamP1_CTCF	36
chr1	118510172	118510322	id-5682	1.93e-05	+	GATGCATAAAATAATGAAACCAGTAGAGGGAGATA	Upstream_CTCF	36
chr1	118564407	118564557	id-5683	1	+	NA	NONE	10
chr1	118565914	118566064	id-5684	1	+	NA	NONE	4
chr1	118620043	118620193	id-5685	1.84e-06	+	ACCAATTTATGTAGTTTGACCACCAGGTGGCAAAA	V_CTCF_BR	40
chr1	118674722	118674872	id-5686	9.81e-06	+	GGAGAGTCAGCAAAGGCTCCCTGCAGGTGTCACTC	V_CTCF_BR	7
chr1	118682621	118682771	id-5687	2.28e-05	+	CCTGTGCTACCTCAGGACTCCGCATGGAGTCGCAC	Upstream_CTCF	2
chr1	118694078	118694228	id-5688	4.17e-05	+	GGTTTTCTGATTGAAGTAGCCGCAAGGCGGCAGTA	Upstream_CTCF	39
chr1	118696968	118697118	id-5689	7.12e-06	+	ATGCACTCATTGTGAGCTGCAGCAGGGGGGCAGTA	UpstreamP1_CTCF	37
chr1	118728116	118728266	id-5690	1.47e-05	-	AAAACGGCATGGGCTGCCTCCTGAAGGGGTCAGTA	V_CTCF_BR	33
chr1	118766084	118766234	id-5691	6.46e-07	+	GGGAACAGGCTTTCTTAAACCTCCAGGGGGCAGCC	V_CTCF_BR	36
chr1	118776611	118776761	id-5692	2e-06	-	ATTGCTTTTCTAGATCTAGCCACCAAGTGGAGCTA	Upstream_CTCF	11
chr1	118790379	118790529	id-5693	1.54e-05	+	CAGTGCTGCCACCAATAGGCCAGATGATGCCACAC	UpstreamP1_CTCF	38
chr1	118847689	118847839	id-5694	3.03e-05	+	CAGTCAGTTCTCCTTTCATACTCTGGGGGGCTGCA	Upstream_CTCF	38
chr1	118860994	118861144	id-5695	1	+	NA	NONE	3
chr1	119003897	119004047	id-5696	2.47e-07	+	GTACAGTTCCACTTGCTGGCCAGTAGGTGGTGATT	UpstreamP1_CTCF	30
chr1	119080246	119080396	id-5697	1	+	NA	NONE	2
chr1	119106732	119106882	id-5698	9.81e-06	+	GAAAATGGGTTCCTTTTTCCCAGCAGGAGGCAGTG	V_CTCF_BR	15
chr1	119259524	119259674	id-5699	3.63e-06	-	CATATATTGGCCACATTGGTCACTAGATGGCACAC	V_CTCF_BR	27
chr1	119311163	119311313	id-5700	7.91e-05	+	TTGCCATGTCATACTGCTTACTATAGAGGGCTCAC	UpstreamP1_CTCF	10
chr1	119369327	119369477	id-5701	1.31e-05	+	TTCAACATTTACCAGCATACCGCTAGAGGGAACCA	V_CTCF_BR	10
chr1	119450173	119450323	id-5702	1	+	NA	NONE	8
chr1	119488235	119488385	id-5703	3.5e-05	-	GATTAACACACCCATCTGAACAGTAGGGGGGGAAA	UpstreamP1_CTCF	11
chr1	119494470	119494620	id-5704	4.11e-07	-	CTGCAGCCCTACATTCCTGCCAGCTGAAGGCATGG	UpstreamP1_CTCF	2
chr1	119527021	119527171	id-5705	6.8e-06	+	GAGCAGGGGCTGAGGTCCGAGCGCAGATGGCGCCG	UpstreamP1_CTCF	8
chr1	119544232	119544382	id-5706	1	+	NA	NONE	5
chr1	119546496	119546646	id-5707	2.11e-06	+	AAGAAGAGGGTATCAGCATCCTCTAGGTGGCAGCA	V_CTCF_BR	19
chr1	119551413	119551563	id-5708	1.34e-06	-	ATGTTATTCCTGAAAACCATCACCTGGGGGCAGTC	UpstreamP1_CTCF	38
chr1	119623209	119623359	id-5709	3.63e-06	-	GTCAGGCCGCCTGCTGACTCCTGCAGAGGGAACAG	V_CTCF_BR	7
chr1	119682591	119682741	id-5710	2.4e-05	+	ATAGAGCAGTGCTGTGGAGCCACCAGGAGCAACCA	V_CTCF_BR	15
chr1	119682861	119683011	id-5711	2.78e-06	+	GCGGCGCTCCGCTCCCAGAACTGGAGGTGGCGGCA	V_CTCF_BR	9
chr1	119683292	119683442	id-5712	1.56e-06	+	TTGCTGGGCGCGGCTTGGGCCTCCAGGCTGCGCAG	UpstreamP1_CTCF	27
chr1	119683724	119683874	id-5713	2.04e-05	+	GCCTCCTGAGTAGCTGGGACCACAAGGGTGCGCCA	V_CTCF_BR	39
chr1	119768598	119768748	id-5714	1.19e-06	+	ATGCCAACTTCTAGGTCAACCTGCAGGGGGTGCCC	V_CTCF_BR	29
chr1	119818146	119818296	id-5715	1.48e-06	+	AAGCCAGCTCTATCCACAACCAACAGATGGCGCTA	V_CTCF_BR	40
chr1	119819308	119819458	id-5716	4.7e-06	-	TGAAGAGGAAGAAATTCCACCTGCAGATGGCAGCT	V_CTCF_BR	20
chr1	119829348	119829498	id-5717	3.18e-06	+	TGCAAAACACCTAGTCAAACCACTAGGTGGAGCCA	V_CTCF_BR	40
chr1	119855277	119855427	id-5718	1	+	NA	NONE	7
chr1	119859608	119859758	id-5719	5.89e-08	+	GTGAAGCTCCACCGCACGACCACAAGGTCGCGCCA	UpstreamP1_CTCF	29
chr1	119870100	119870250	id-5720	4.3e-06	-	CATGCTCGCCCCGGGGCTGCCACTTGGAGTCAGGA	Upstream_CTCF	20
chr1	119870612	119870762	id-5721	2.6e-06	-	GTGGCCAAGGTGAGGCCTGCGGGTAGGGGGCGCAG	V_CTCF_BR	38
chr1	119901440	119901590	id-5722	1.17e-05	-	AACATCTAGCCCCGGCTTGCCTGTAGGGGCTGCCA	V_CTCF_BR	10
chr1	119910244	119910394	id-5723	4.21e-05	-	ATCCCTACCTGCTATCTAGCCACTAGAGGACAGTA	V_CTCF_BR	39
chr1	119915251	119915401	id-5724	4.23e-06	+	AAGTAGTTATCCACTGAAACCATAAGGTGGTGCCA	UpstreamP1_CTCF	31
chr1	119990873	119991023	id-5725	9.78e-07	+	CTGCACCTCACGCAATGCATCACATGGGGGCAGCA	UpstreamP1_CTCF	33
chr1	119992718	119992868	id-5726	5.01e-06	+	CGCCCTTCCTTAAATCGAACCACTGGGTGGAGCCC	V_CTCF_BR	20
chr1	120018571	120018721	id-5727	4.5e-05	+	CTGCACCTCACGAGACTCACCACACAGCGGCAGCA	UpstreamP1_CTCF	40
chr1	120020421	120020571	id-5728	5.68e-06	+	TGACCTTCCCTAAAACCAACCACTGGGTGGAGGCC	V_CTCF_BR	5
chr1	120059417	120059567	id-5729	5.9e-06	+	CTGCTGCACCTCACCTGATGCACCACATGGGGGGC	UpstreamP1_CTCF	14
chr1	120086904	120087054	id-5730	8.43e-09	+	CCTCCCCATGCAGGTGTTACCAGCAGAGGGCACAC	V_CTCF_BR	39
chr1	120092366	120092516	id-5731	4.41e-06	+	CTCCCTTCCTTAAAACCAACCAATAGGGGGAGCCC	V_CTCF_BR	40
chr1	120125549	120125699	id-5732	4.41e-06	+	TGCCCTTCCTTAAAACCAACCACTGGGTGGAGCCC	V_CTCF_BR	40
chr1	120154343	120154493	id-5733	7.9e-07	+	CTGCACCTCACGTGGTGCACCACACGGGGGCAGCA	UpstreamP1_CTCF	40
chr1	120156495	120156645	id-5734	3.36e-07	+	CGCCCTTTCTTAAAACCAACCACGAGGGGGAGCCC	V_CTCF_BR	40
chr1	120174098	120174248	id-5735	4.44e-06	+	CCGCACCTGGCAGCCCCGACCAGCAGGGACGGCCA	UpstreamP1_CTCF	7
chr1	120190301	120190451	id-5736	1	+	NA	NONE	39
chr1	120190729	120190879	id-5737	1.56e-06	+	GCGGCGGCGGCTGCAGCGGCCGCTGGGTGGCCCGC	Upstream_CTCF	25
chr1	120205933	120206083	id-5738	1	+	NA	NONE	40
chr1	120217546	120217696	id-5739	5.53e-08	-	CAGCAACCCTGGCCTCTGCCCACTAGAGGCCAGTA	UpstreamP1_CTCF	22
chr1	120218288	120218438	id-5740	7.8e-08	-	TTGGGTGATGGAAATCTGTCCACCAGATGGCGCTC	V_CTCF_BR	40
chr1	120219316	120219466	id-5741	7.73e-06	+	ACTGAGTGGTCCCAAGTGGGCACTAGAGGCCAGTG	V_CTCF_BR	27
chr1	120268102	120268252	id-5742	7.17e-05	-	GAAGAACTTCAGTACCAAGCCACATGGGGGACAAG	Upstream_CTCF	3
chr1	120286808	120286958	id-5743	4.24e-07	+	TGGTCATTATCCTAAAGCGCCACCAGAGGGCGTCC	Upstream_CTCF	40
chr1	120313778	120313928	id-5744	8.91e-07	-	CAAGCAGTACAACCAGTGCACACATGGTGGTGCTG	Upstream_CTCF	17
chr1	120324059	120324209	id-5745	1	+	NA	NONE	13
chr1	120351702	120351852	id-5746	7.33e-10	+	CCTGTTAGCTTCAGGAGGGCCAGCAGAGGGCGCCC	V_CTCF_BR	40
chr1	120369776	120369926	id-5747	5.63e-06	-	CCTCTATTACCCAAGCTGACCACTAGGGGATAAAA	UpstreamP1_CTCF	39
chr1	120386945	120387095	id-5748	6.46e-07	+	AACTGTTGTTTGTTCTCTGCCAGCTGGGGGCGCAA	V_CTCF_BR	39
chr1	120413643	120413793	id-5749	3.18e-09	+	CTTGCAGTCCCCACGGGGGCCACAAGAGTGCGCCA	Upstream_CTCF	40
chr1	120428904	120429054	id-5750	2.19e-08	+	CACGCATCAGCAATCCTTGCCACAAGGGGGCACTG	V_CTCF_BR	38
chr1	120438949	120439099	id-5751	1	+	NA	NONE	25
chr1	120491357	120491507	id-5752	2.53e-05	+	TTAGGTTGCAGCCTTCCAGCCGCTAGGGGGCCCCG	V_CTCF_BR	39
chr1	120497507	120497657	id-5753	3.16e-05	-	CTTGTAGTACTGGTGACAGCCTGAAGTTGTCAAAT	Upstream_CTCF	15
chr1	120510730	120510880	id-5754	1.05e-08	-	CATGCATCAGCAATCCTTGCCACAAGGGGGCACTG	Upstream_CTCF	38
chr1	120688477	120688627	id-5755	2.93e-07	-	AGGCTATGACTTCATGTTCCCAGAAGAGGGCAGCA	UpstreamP1_CTCF	39
chr1	120867092	120867242	id-5756	8.21e-06	+	GTCTCTCTAGCCTGGAAATCCACTAGGTGGAGCAA	V_CTCF_BR	38
chr1	120925519	120925669	id-5757	2.83e-10	+	CTGCAACCTCCACAGACGGCCGCCAGGTGGCGCCA	UpstreamP1_CTCF	40
chr1	120925963	120926113	id-5758	7.1e-07	+	CTGCAATATGCACATGCGGCCACAGTGTGGCTCCA	UpstreamP1_CTCF	38
chr1	121138347	121138497	id-5759	4.41e-06	-	GAGGGGCAAAAAGCCGCGGCAGCGAGGGGGCAGAA	V_CTCF_BR	19
chr1	121189312	121189462	id-5760	1	+	NA	NONE	36
chr1	121328311	121328461	id-5761	3.42e-05	-	CCTGATTGGGAGACACTTCCCGGTAGGGGCCGACA	Upstream_CTCF	2
chr1	121346741	121346891	id-5762	1	+	NA	NONE	11
chr1	121355698	121355848	id-5763	1	+	NA	NONE	0
chr1	121357140	121357290	id-5764	1	+	NA	NONE	0
chr1	121484124	121484274	id-5765	1	+	NA	NONE	0
chr1	121484418	121484568	id-5766	1	+	NA	NONE	0
chr1	121484627	121484777	id-5767	6.23e-05	+	CTGCACGTAGATATTTTGACCACTTAGAGGCCTTC	UpstreamP1_CTCF	0
chr1	121484963	121485113	id-5768	5.9e-06	-	ATCCCGTTTCCAACGAAGGCCACAAGATGTCAGAA	UpstreamP1_CTCF	0
chr1	121485195	121485345	id-5769	1	+	NA	NONE	0
chr1	142535489	142535639	id-5770	1	+	NA	NONE	31
chr1	142536008	142536158	id-5771	1	+	NA	NONE	5
chr1	142618924	142619074	id-5772	8.79e-07	+	GTGCAGGTGCGGGCAGCGGACCCTGGCGGGGGCTG	UpstreamP1_CTCF	4
chr1	142639238	142639388	id-5773	1.34e-06	-	CAGCAACATCCACTCCCAACCACTAGTGGGCCACC	UpstreamP1_CTCF	20
chr1	143500111	143500261	id-5774	1.24e-05	+	TAAAACATACAACATATTGTCACAAGAGGGCAGCC	V_CTCF_BR	15
chr1	144008190	144008340	id-5775	2.96e-05	-	TTTCTCCTTGATGTGCCAGCACCCAGGGGGCAGGA	V_CTCF_BR	10
chr1	144010626	144010776	id-5776	1	+	NA	NONE	9
chr1	144094811	144094961	id-5777	1	+	NA	NONE	32
chr1	144535340	144535490	id-5778	1.7e-05	-	TCTCCATTCCCTCATCTGTCCACTGGGGTGCACAC	Upstream_CTCF	40
chr1	144572771	144572921	id-5779	1.38e-06	-	ACTCTCTCAGGCTCCCTCACCACATGGTGGCAGCA	V_CTCF_BR	6
chr1	144692712	144692862	id-5780	1	+	NA	NONE	24
chr1	144697623	144697773	id-5781	2.08e-07	-	TTGCAGTATTAAGGAGTGGCCAGGAGAGGCCGTGT	UpstreamP1_CTCF	39
chr1	144811785	144811935	id-5782	4.31e-07	-	AACTGCTGTTTCTTCTCTGCCAGCTGGGGGCGCAA	V_CTCF_BR	4
chr1	144836614	144836764	id-5783	9.62e-08	-	AAGTACTTCCCAGTTTTGGCCAGAAGATGGAGAAA	UpstreamP1_CTCF	10
chr1	144859870	144860020	id-5784	9.49e-08	+	CTCAGAGCTCGTACCTCTGCCACCAGGTGGCTCAG	V_CTCF_BR	33
chr1	144865197	144865347	id-5785	1	+	NA	NONE	26
chr1	144876905	144877055	id-5786	1.84e-06	+	TGCAGTGGAGATGTGGTGGCCACCAGGGGCTGGAA	V_CTCF_BR	19
chr1	144918116	144918266	id-5787	1.09e-07	+	GATGCACTGCCTAACTCTGCCTGAAGGTGTCAGTA	Upstream_CTCF	36
chr1	144921858	144922008	id-5788	1	+	NA	NONE	1
chr1	144932404	144932554	id-5789	1	+	NA	NONE	38
chr1	144932827	144932977	id-5790	1	+	NA	NONE	25
chr1	144972937	144973087	id-5791	2.08e-07	-	TTGCAGTATTAAGGAGTGGCCAGGAGAGGCCGTGT	UpstreamP1_CTCF	40
chr1	144988421	144988571	id-5792	1	+	NA	NONE	4
chr1	144989327	144989477	id-5793	1	+	NA	NONE	1
chr1	144989518	144989668	id-5794	1	+	NA	NONE	17
chr1	144989861	144990011	id-5795	1	+	NA	NONE	35
chr1	144998279	144998429	id-5796	1	+	NA	NONE	0
chr1	144998820	144998970	id-5797	1	+	NA	NONE	3
chr1	145004476	145004626	id-5798	1	+	NA	NONE	5
chr1	145014587	145014737	id-5799	1	+	NA	NONE	40
chr1	145016739	145016889	id-5800	1	+	NA	NONE	0
chr1	145022423	145022573	id-5801	1	+	NA	NONE	1
chr1	145039025	145039175	id-5802	1.48e-06	-	GCAGCACTCATCTCCACAACCTCCAGTTGGAGCCC	V_CTCF_BR	18
chr1	145054707	145054857	id-5803	1	+	NA	NONE	4
chr1	145059078	145059228	id-5804	2.38e-07	-	AGTCTCTAGGATAGTACCACCAGCAGGGGGCACCT	V_CTCF_BR	40
chr1	145059431	145059581	id-5805	1	+	NA	NONE	4
chr1	145061917	145062067	id-5806	8.08e-08	+	GCTGCTGGTCTGCTGATCGACAGGAGGTGGAGCTC	Upstream_CTCF	31
chr1	145062649	145062799	id-5807	1	+	NA	NONE	0
chr1	145065484	145065634	id-5808	1	+	NA	NONE	0
chr1	145084218	145084368	id-5809	1	+	NA	NONE	9
chr1	145092543	145092693	id-5810	7.27e-06	-	TGCCTGCCCTCCGGCCACGCCTCCGGTGGGCTGCA	V_CTCF_BR	7
chr1	145093994	145094144	id-5811	1	+	NA	NONE	8
chr1	145115595	145115745	id-5812	1	+	NA	NONE	0
chr1	145126880	145127030	id-5813	1.28e-06	+	AGGCTAAGACTTCATGTTCCCAGAAGAGGGCAGCA	V_CTCF_BR	4
chr1	145129294	145129444	id-5814	2.1e-05	-	GAAGCAGGGTATGTTTGAAACACTAGAGGTCAGTG	Upstream_CTCF	27
chr1	145209881	145210031	id-5815	9.71e-06	+	GCAGCCAGCCTCGCCTTTGCCAGGGGGCGGCACAT	Upstream_CTCF	26
chr1	145263537	145263687	id-5816	1	+	NA	NONE	9
chr1	145293408	145293558	id-5817	4.31e-07	-	AACTGCTGTTTCTTCTCTGCCAGCTGGGGGCGCAA	V_CTCF_BR	40
chr1	145293657	145293807	id-5818	1	+	NA	NONE	16
chr1	145376502	145376652	id-5819	9.62e-08	-	AAGTACTTCCCAGTTTTGGCCAGAAGATGGAGAAA	UpstreamP1_CTCF	19
chr1	145382511	145382661	id-5820	1	+	NA	NONE	8
chr1	145395804	145395954	id-5821	1	+	NA	NONE	37
chr1	145397117	145397267	id-5822	5.3e-05	+	CGGCGGCGGGCCAAGGTCCTGACTAGAGGGCAGAA	UpstreamP1_CTCF	8
chr1	145402109	145402259	id-5823	8.81e-07	-	TGTCCTTAACAAAAAATTACCAGCAGGTGGCAGAA	V_CTCF_BR	40
chr1	145414377	145414527	id-5824	2.78e-06	-	TGGAGGGAAGGTTGAGTGAACTCAAGGGGGCAGAG	V_CTCF_BR	7
chr1	145421747	145421897	id-5825	1.73e-05	+	CTTTCCACTTCACCAAGAGTCAGCAGGTGGTGCTA	V_CTCF_BR	39
chr1	145427507	145427657	id-5826	2.27e-06	+	TGACAGTATATTAAACTGCCCACTAGGTGGCAGAG	V_CTCF_BR	40
chr1	145437084	145437234	id-5827	9.62e-05	+	CTCCTAAAGCATCTCACAGCCAGCAGGGGAAAATC	UpstreamP1_CTCF	15
chr1	145455922	145456072	id-5828	1.83e-05	+	AGGCTCAGAAGTCAGCTGTACTGCAGGGGGCGTAG	V_CTCF_BR	39
chr1	145457328	145457478	id-5829	7.55e-07	-	TTGCTAGATGTCATAGTGGCCACATGAGGGCAGCA	V_CTCF_BR	40
chr1	145470183	145470333	id-5830	1	+	NA	NONE	17
chr1	145474367	145474517	id-5831	2.27e-05	-	CAGACTCTCCTGGGACTGGCGCGGAGAGGGAGCCG	V_CTCF_BR	28
chr1	145484100	145484250	id-5832	3.8e-07	+	TGTGCAGTTCTCATTGCCTGCTGCAGGGAGCATAA	Upstream_CTCF	7
chr1	145507797	145507947	id-5833	4.68e-07	-	CGGTCACGCCCTCCCTTCTCCTGAAGGGGGCGGAA	V_CTCF_BR	40
chr1	145515206	145515356	id-5834	1.41e-05	-	CTGTGGTCATTGGATTGGACCGCCAGGCAGCAGTA	UpstreamP1_CTCF	25
chr1	145524773	145524923	id-5835	2.18e-07	+	TCTGGATATAGAGATGAGGCCTCCAGGGGGCAGCA	V_CTCF_BR	40
chr1	145533476	145533626	id-5836	1.26e-07	+	CTGTGAGGGTTGCCCAGAGCCTCCAGGGGGAGCAG	V_CTCF_BR	28
chr1	145541417	145541567	id-5837	2.59e-06	+	CAGCACCTTTGAGCTGGGAACCGAAGAGGGCAGTG	UpstreamP1_CTCF	1
chr1	145542965	145543115	id-5838	1.46e-08	-	CCTGCTATTCCAGCTCCAGCCACCTGAGGGCTCCT	Upstream_CTCF	40
chr1	145575243	145575393	id-5839	3.31e-06	+	CCGAACTTCTGCCGTGCGGACAGCAGGAGCAGCGC	UpstreamP1_CTCF	20
chr1	145576401	145576551	id-5840	1.24e-05	+	ATCAAGGCCAAGAGATGCAACAGTAGGGGGCACAT	V_CTCF_BR	17
chr1	145579251	145579401	id-5841	1.82e-07	-	AAGAAGGGGAGAGCATTTACCGGCAGGGGGCACAG	V_CTCF_BR	26
chr1	145585425	145585575	id-5842	2.89e-09	-	CACAATGCTGCTGACACGGCCAGGAGGGGGCGCCG	V_CTCF_BR	39
chr1	145588643	145588793	id-5843	9.14e-09	-	ACTGCAACTCCCTCTGTGTCCACTGGAGGGGAGAG	Upstream_CTCF	40
chr1	145589391	145589541	id-5844	3.83e-09	-	GTGGGGAAGCTTCTCTAGGCCACCAGAGGGCGCCA	V_CTCF_BR	40
chr1	145608724	145608874	id-5845	2.01e-05	+	CTGCACTTATTTCCTCTCTCCACTGGAGGAGCTAA	UpstreamP1_CTCF	22
chr1	145682943	145683093	id-5846	3.81e-05	-	CAGAGCTGCTGGTACACTACCAGCAGAGGTCCAGA	UpstreamP1_CTCF	19
chr1	145703910	145704060	id-5847	2.19e-05	-	TGCTCAAATACTCCTAATGCCACCAGGTGGGACAG	Upstream_CTCF	14
chr1	145713679	145713829	id-5848	1.38e-08	+	CGCTGATTTCGCACTCTGGCCGCTAGAGGGCGCTG	V_CTCF_BR	40
chr1	145743446	145743596	id-5849	2.28e-05	+	TCATTTCTTCTGTGTCTATCCACCAGAGGGGTCTG	Upstream_CTCF	1
chr1	146009490	146009640	id-5850	4.14e-06	+	AACCGGTGGGCGGCGCCGTGGAGCAGGGGGCGGCG	V_CTCF_BR	26
chr1	146348411	146348561	id-5851	2.78e-06	+	ATTCTGGCATGTTCTTGCTCCTGCAGAGGGCAGAC	V_CTCF_BR	10
chr1	146552482	146552632	id-5852	3.63e-05	-	AGCCACCGGATAGCTCGGGCGGAGAGAGGGCGCTC	V_CTCF_BR	9
chr1	146570071	146570221	id-5853	8.17e-10	-	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	36
chr1	146628354	146628504	id-5854	1	+	NA	NONE	3
chr1	146644204	146644354	id-5855	3.83e-09	+	TCGCACGCAGCCTCCAGCGCCAGGAGGGGGCGCCA	V_CTCF_BR	40
chr1	146649781	146649931	id-5856	7.73e-06	-	CAAGTCTCTTGCAGTGTCCACACCAGGGGGCGAAG	V_CTCF_BR	15
chr1	146650447	146650597	id-5857	6.49e-06	-	CCATCATTACCCTGTTTCTCCAGTAGTTGGAACCT	Upstream_CTCF	5
chr1	146696821	146696971	id-5858	1	+	NA	NONE	35
chr1	146714162	146714312	id-5859	2.38e-07	-	CCCACCTATGAGCGAGGCGCCGCCAGAGGGCGCGT	V_CTCF_BR	40
chr1	146714696	146714846	id-5860	1.26e-07	-	TCCAACTCTTCAGCGGAGGCCTGCAGGTGGCGCTG	V_CTCF_BR	40
chr1	146745496	146745646	id-5861	4.7e-08	+	TCTGTGATGAGTCATGTTGCCACCAGATGGCAGTG	V_CTCF_BR	39
chr1	146861774	146861924	id-5862	1.96e-07	-	GTGTAATTCATGTCATGATCCAGTAGATGGCACTT	UpstreamP1_CTCF	40
chr1	146963053	146963203	id-5863	2.86e-06	+	CTGCTTGCCTCTCCTGTTTCCTCTAGGGGCCCCCC	UpstreamP1_CTCF	4
chr1	146964143	146964293	id-5864	2.04e-05	-	GTAACTTAGTGTAAATAAAGCACCAGGTGGCAGCA	V_CTCF_BR	4
chr1	146966895	146967045	id-5865	1.03e-06	+	ACTTGGTTCCTGCAAAGCACCACTAGAGGGCTGCA	V_CTCF_BR	40
chr1	146968554	146968704	id-5866	1.15e-06	-	TGGGCAGCACCTCAAGGGGCCAGATGGGGCGGCCC	Upstream_CTCF	39
chr1	146976853	146977003	id-5867	1	+	NA	NONE	11
chr1	146987311	146987461	id-5868	1	+	NA	NONE	27
chr1	147064852	147065002	id-5869	2.84e-05	+	CTGTTGTGTGCAGGGCACTGCACGAGGTGCTGAGA	UpstreamP1_CTCF	0
chr1	147071933	147072083	id-5870	5.08e-07	+	GCCGCCGCCGCCGCTGCCGCCGCCGGGGGGAGACG	V_CTCF_BR	10
chr1	147090035	147090185	id-5871	2.2e-06	-	CTTGCAGCTCTGTATTCTACCAGCCGAGGAAGCAG	Upstream_CTCF	0
chr1	147097496	147097646	id-5872	1.99e-07	-	AGAGGGAAGCAGAGGGTCACCAGCGGGGGGCACAA	V_CTCF_BR	14
chr1	147099407	147099557	id-5873	8.29e-12	-	CTGCACTGCCCCAAGTTCTCCAGCAGGGGGCTGCG	UpstreamP1_CTCF	40
chr1	147112655	147112805	id-5874	7.42e-09	+	GGCTGCAAAGTCCCCTTGGCCACTAGAGGGCAGGG	V_CTCF_BR	40
chr1	147113898	147114048	id-5875	4.7e-08	-	TGCACTCTCCTTCCACTCACCACCAGGGGGAAGCA	V_CTCF_BR	40
chr1	147137711	147137861	id-5876	1	+	NA	NONE	39
chr1	147141638	147141788	id-5877	4.88e-05	-	CCGGAACTTCCAGTTTTGCCCTGATGGCGCAGCCA	Upstream_CTCF	21
chr1	147172167	147172317	id-5878	8.71e-06	+	GAAAGGATGCCTCTGACTCCCTCTAGAGGGCACTT	V_CTCF_BR	40
chr1	147196157	147196307	id-5879	1.41e-05	+	AGGTTCTCACACAGTCTGGGCAGTGGGTGTCGCTG	UpstreamP1_CTCF	38
chr1	147287668	147287818	id-5880	2.6e-06	-	AAATACAGCACAATAATGGCCAGCAGAGGGAGAGA	V_CTCF_BR	22
chr1	147313157	147313307	id-5881	9.06e-08	+	CTGCTGTTCACTGAGGCCTCCACCAGGAGATGCTG	UpstreamP1_CTCF	32
chr1	147327623	147327773	id-5882	5.01e-06	+	CCTGACTGGGAGACACCTCCCAGCAGGGGTCGACA	V_CTCF_BR	6
chr1	147362437	147362587	id-5883	1.39e-07	-	CGCAGAGCTTGGCCCTGCGCCACGAGGGGGCGATG	V_CTCF_BR	39
chr1	147364366	147364516	id-5884	6.48e-05	+	GTAAATTGGCAGTCGTCAGACAGCAGAGGGCCCTA	UpstreamP1_CTCF	31
chr1	147364951	147365101	id-5885	1.96e-07	-	GAGTCATGCTGCACTCCTACCACTAGATGGCACGA	UpstreamP1_CTCF	40
chr1	147384800	147384950	id-5886	3.28e-05	-	TCAAGTGATTAGCCCTTTTCCTCTGGAGGGAGCTG	V_CTCF_BR	3
chr1	147553587	147553737	id-5887	1.79e-08	-	GATGCACTGCCTAACTCTGCCTGCAGGTGTCAGTA	Upstream_CTCF	40
chr1	147718675	147718825	id-5888	2.19e-05	-	TCCGCGATCCGGGCCCGAGCAGCCAGGGGGCCCAA	Upstream_CTCF	23
chr1	147727248	147727398	id-5889	2.59e-06	-	TGGCTCCCACTGTTTCTAACCACCAGGTGGCCACA	UpstreamP1_CTCF	40
chr1	147752736	147752886	id-5890	1	+	NA	NONE	23
chr1	147811621	147811771	id-5891	1	+	NA	NONE	6
chr1	147817864	147818014	id-5892	9.51e-07	+	ACTCTCCCAGGCTCCCTCACCACATGGTGGCAGCA	V_CTCF_BR	30
chr1	148000309	148000459	id-5893	3.11e-05	+	CCCCGTGCGGAACACAGGATCCGAAGATGGCAGCG	V_CTCF_BR	40
chr1	148247623	148247773	id-5894	3.11e-05	+	CCCCGTGCGGAACACAGGATCCGAAGATGGCAGCG	V_CTCF_BR	27
chr1	148247951	148248101	id-5895	2.19e-05	-	TTGCATCCTCAGGGCCCGCCCGGCAGGAGGACTGA	UpstreamP1_CTCF	32
chr1	148346603	148346753	id-5896	6.84e-06	+	AACTGCTGTTTGTTCTCTGCCAACTGGGGGCGCAA	V_CTCF_BR	9
chr1	148532126	148532276	id-5897	1	+	NA	NONE	29
chr1	148604248	148604398	id-5898	2.27e-06	+	CTGGGCGGACCACTTGAGCCCAGGAGGTGGAGCCC	V_CTCF_BR	9
chr1	149043610	149043760	id-5899	2.29e-05	+	TTTTTCCTCTCTTTAGAGACCAGTAGGAGGTGCTG	UpstreamP1_CTCF	5
chr1	149105918	149106068	id-5900	4.31e-07	+	AACTGCTGTTTGTTCTCTGCCAGCTGGGGGCGCAA	V_CTCF_BR	23
chr1	149192791	149192941	id-5901	7.58e-10	+	AGTGCCGTCCCCAGGGTAGCCACCAGGGGACGCCA	Upstream_CTCF	39
chr1	149204375	149204525	id-5902	8.19e-06	+	TGGTTCCCACTGTTTCTAACCACCAGGTGGCCACA	UpstreamP1_CTCF	40
chr1	149222312	149222462	id-5903	9.4e-06	-	CCGTTGCACCCCAGCCTGGGCGACAGAGGGAGACT	UpstreamP1_CTCF	2
chr1	149224514	149224664	id-5904	1	+	NA	NONE	31
chr1	149272957	149273107	id-5905	1.55e-05	-	GTAAAGAAGCTGACCAAAACCAGCAGATGGAGACA	V_CTCF_BR	37
chr1	149297763	149297913	id-5906	3.4e-06	-	AGTGCGCTTCAGCACCATTGCGCCAGGTGACGCTG	Upstream_CTCF	38
chr1	149300093	149300243	id-5907	3e-06	-	GTCCAGTTTAGGATGCAGTCCAGTAGATGGTGCTT	UpstreamP1_CTCF	38
chr1	149379166	149379316	id-5908	9.27e-07	-	CTGCAATATGCACATGCGGCCACAGTGTGGTGCCA	UpstreamP1_CTCF	21
chr1	149379610	149379760	id-5909	2.6e-10	-	CTGCAACCTCCACAGACGGCCGCCAGGTGGCGCCG	UpstreamP1_CTCF	40
chr1	149400185	149400335	id-5910	6.64e-05	-	AGAGCTCGGCCGTGATGGCGCTGCAGGAGGCCAGA	Upstream_CTCF	27
chr1	149431174	149431324	id-5911	9.62e-08	+	AAGTTGTTTCTGGCTTCAGACAGCAGGTGGCAGCA	UpstreamP1_CTCF	15
chr1	149658558	149658708	id-5912	1.55e-05	-	GTAAAGAAGCTGACCAAAACCAGCAGATGGAGACA	V_CTCF_BR	30
chr1	149685021	149685171	id-5913	2.53e-05	+	CACTGGCATGGCACCAATCGCAGAAGGGGGCAGCA	V_CTCF_BR	15
chr1	149764096	149764246	id-5914	1.38e-07	-	CTGCAATATGCACATGCGGCCACAGTGTGGCGCCA	UpstreamP1_CTCF	40
chr1	149764540	149764690	id-5915	2.6e-10	-	CTGCAACCTCCACAGACGGCCGCCAGGTGGCGCCG	UpstreamP1_CTCF	40
chr1	149857390	149857540	id-5916	2.01e-05	+	ATGAAACAGACCCAAGGAGCCACCAGGGCGCGTGT	UpstreamP1_CTCF	29
chr1	149860072	149860222	id-5917	7.16e-08	+	TTTGTCATCCTCCTCTTGACCTCCAGGAGGCGGCC	Upstream_CTCF	40
chr1	149899405	149899555	id-5918	5.51e-07	-	GCGCGAGACCGGCCCTCTGCCTGTTGGGGGCGGGG	V_CTCF_BR	22
chr1	149909192	149909342	id-5919	1	+	NA	NONE	25
chr1	149914270	149914420	id-5920	5.34e-06	-	TGGGAGTGGGGATGCGGACACAGTAGGGGGAGCTC	V_CTCF_BR	38
chr1	149934074	149934224	id-5921	2.43e-06	+	CCTGTTTTAATGTACACAGCCACTAGGTGGTGTAC	Upstream_CTCF	40
chr1	149939098	149939248	id-5922	3.66e-06	+	CAGCCCCTCCACAAGGCTGCCTGTAGGTGGAGAGT	UpstreamP1_CTCF	8
chr1	149982684	149982834	id-5923	6.64e-05	-	GGGGCTGCGACGGGGCGGAGCGGGAGGAGGCCCGG	Upstream_CTCF	16
chr1	149994469	149994619	id-5924	6.48e-05	-	CTGCATTTCCAATGAGCTCCCAGGTGAGGCACTAC	UpstreamP1_CTCF	8
chr1	150022690	150022840	id-5925	8.02e-05	-	TTTGGATTTTTTCAGCACTCAGACAGAGGGCGCCC	Upstream_CTCF	40
chr1	150039609	150039759	id-5926	1.83e-05	-	GAGACGGCCTGGGCCGCTGCCACGCGCGGGCGCTA	V_CTCF_BR	23
chr1	150045161	150045311	id-5927	2.6e-05	+	TAGAAGTTACATCTATTCTCCTCTAGATGTCATTA	UpstreamP1_CTCF	32
chr1	150055871	150056021	id-5928	9.71e-06	-	GTTGCTATTCTTCTAAAATCCTCCGGGAGCCCCCA	Upstream_CTCF	12
chr1	150089779	150089929	id-5929	2.4e-05	+	GTAGCCAGGTGTGGTGGCGCCACCTGTGGTCTCAG	V_CTCF_BR	7
chr1	150127675	150127825	id-5930	1	+	NA	NONE	0
chr1	150130396	150130546	id-5931	1	+	NA	NONE	13
chr1	150133559	150133709	id-5932	3.28e-05	-	CCAAGAGACCATAGAATGACATGAAGGTGGCACTC	V_CTCF_BR	5
chr1	150134491	150134641	id-5933	1	+	NA	NONE	37
chr1	150135027	150135177	id-5934	7.11e-06	+	ACTGCAGTCCCGGCTCCCTCCATTAGGAAGAATGT	Upstream_CTCF	34
chr1	150138299	150138449	id-5935	4.24e-09	-	TCTGCATTGCCTTTCCTGGGCAGCAGGTGGTGCTA	Upstream_CTCF	40
chr1	150141286	150141436	id-5936	1.22e-08	-	TCAGGGACTGGGGCAATGACCACCAGGTGGAGCCA	V_CTCF_BR	40
chr1	150159668	150159818	id-5937	1.64e-05	-	TTTTATTATAAAAGTATAAACACTAGAGGGCAGTA	V_CTCF_BR	39
chr1	150186256	150186406	id-5938	1	+	NA	NONE	35
chr1	150193980	150194130	id-5939	1.3e-07	-	TCTGTACTTCATGATATGGCCACAAGGGTGCATAG	Upstream_CTCF	39
chr1	150207733	150207883	id-5940	1.71e-06	-	ATCGAGTCGGGCGTCCTGACCTCGTGGGGGCGGGA	V_CTCF_BR	16
chr1	150208849	150208999	id-5941	1	+	NA	NONE	36
chr1	150227859	150228009	id-5942	4.23e-06	+	TTTCAGTATATCTACAAGGACAGGAGATGGCGCCA	UpstreamP1_CTCF	40
chr1	150228395	150228545	id-5943	3.63e-06	+	TTAAAAATTCATAGACGAGCCAGGAGGTGGCGCCT	V_CTCF_BR	40
chr1	150235457	150235607	id-5944	1	+	NA	NONE	14
chr1	150235890	150236040	id-5945	1.04e-06	-	GCTGCTGTGCCTGGGAGAATCCCCCGGGGGCACCC	Upstream_CTCF	1
chr1	150245064	150245214	id-5946	6.64e-05	+	GCTGCAGCTCCTTCCCTGCTTTGGAGGAGGAGGGG	Upstream_CTCF	28
chr1	150253753	150253903	id-5947	7.55e-07	-	AGATAGGACGTCGGAGAGACCGCAAGGGGGCAGCC	V_CTCF_BR	40
chr1	150336256	150336406	id-5948	1	+	NA	NONE	17
chr1	150362094	150362244	id-5949	2.28e-05	+	GGAGTTATGCCGTCTACCTCCTTGAGGAGGCAGCA	Upstream_CTCF	9
chr1	150402410	150402560	id-5950	1	+	NA	NONE	35
chr1	150436927	150437077	id-5951	1.22e-07	+	TCTTGAGTTCATCTTTCTGCCACCAGGGGTCAGTC	Upstream_CTCF	39
chr1	150457460	150457610	id-5952	1.56e-06	+	TTGTATTTCAGGGTGTCTACCAGAAGATGGACCCA	UpstreamP1_CTCF	35
chr1	150459717	150459867	id-5953	2.31e-06	+	GGTGTACCTCTTCGGAGTTCCTGGAGGTGGTGCCA	Upstream_CTCF	29
chr1	150484169	150484319	id-5954	2.5e-05	-	CAGCAGCGCTGGAACTCCCTCTCCAGCTGGATCAG	UpstreamP1_CTCF	0
chr1	150487778	150487928	id-5955	1	+	NA	NONE	20
chr1	150488286	150488436	id-5956	1.31e-05	+	CCTGGGTCGCCCCAGCCCACGGGGAGCGGGCGGAG	V_CTCF_BR	14
chr1	150488748	150488898	id-5957	1.01e-05	+	AGTGCAGCGCCAAATGCTGCAGAGAGGTGGGAGTC	Upstream_CTCF	29
chr1	150489280	150489430	id-5958	1	+	NA	NONE	19
chr1	150504709	150504859	id-5959	1	+	NA	NONE	19
chr1	150505141	150505291	id-5960	2.8e-05	-	CAGTCACTGTTTGTCTTCACCGTTAGGGGGCGAGC	Upstream_CTCF	39
chr1	150510291	150510441	id-5961	1	+	NA	NONE	34
chr1	150521373	150521523	id-5962	1	+	NA	NONE	38
chr1	150521655	150521805	id-5963	2.04e-05	+	GGGGGCGCCCGGCGCGCAGCCCGGGGTGGGTGGTC	V_CTCF_BR	6
chr1	150522122	150522272	id-5964	1	+	NA	NONE	21
chr1	150525176	150525326	id-5965	2.15e-05	-	CAGTCCAAGGTCACATTCAGCAGCAGAGGGAGAAC	V_CTCF_BR	9
chr1	150532495	150532645	id-5966	3.12e-08	-	ACGCAGAGCCGGGCCTGTACCACCAGGGGGCAATG	UpstreamP1_CTCF	40
chr1	150533485	150533635	id-5967	5.28e-08	+	CCTGCAGGCTGGTCATGGGCCACTAGAGGTCACCA	Upstream_CTCF	40
chr1	150533955	150534105	id-5968	4.14e-05	+	GAGAACTTGCTAGAGGCGGCCTGAGAGGGGCAGGC	UpstreamP1_CTCF	35
chr1	150535929	150536079	id-5969	1	+	NA	NONE	1
chr1	150540615	150540765	id-5970	1	+	NA	NONE	12
chr1	150551972	150552122	id-5971	1	+	NA	NONE	27
chr1	150592384	150592534	id-5972	8.98e-06	+	TTTTAATCTCCCTCAAGACCCAGTAGAGGGCATTA	UpstreamP1_CTCF	39
chr1	150594103	150594253	id-5973	1.15e-07	-	CAAGTCTTTCTGCTGGTGGCCAGCAGGAGGCAGAG	Upstream_CTCF	40
chr1	150595138	150595288	id-5974	5.72e-07	-	CTGCTTTTGCAGCCAGGGGTCAGGAGGTGGCTCGG	UpstreamP1_CTCF	21
chr1	150622915	150623065	id-5975	8.98e-06	+	CTGTTAGGAACCCGGCTGCACAGCAGGAGGTGAGC	UpstreamP1_CTCF	2
chr1	150669705	150669855	id-5976	2.01e-05	+	GTTGCGATCCAGACAAACACCACCAAAAGGAGGCA	Upstream_CTCF	36
chr1	150744889	150745039	id-5977	8.71e-06	-	CTTGTTCCAGGCCTTATAACCAATAGATGGCAGAA	V_CTCF_BR	6
chr1	150785691	150785841	id-5978	6.8e-06	-	AGGACAATTCCAGACACGGACAGCAGAGGGTGTGG	Upstream_CTCF	40
chr1	150802341	150802491	id-5979	1	+	NA	NONE	40
chr1	150842325	150842475	id-5980	3.09e-06	-	GGTGAAATACCACATTAGGCAGCCTGGGGGCAAGG	Upstream_CTCF	20
chr1	150895060	150895210	id-5981	1	+	NA	NONE	40
chr1	150898702	150898852	id-5982	1	+	NA	NONE	23
chr1	150923136	150923286	id-5983	1	+	NA	NONE	0
chr1	150944720	150944870	id-5984	2.12e-06	+	AGGCACTACCCCCATCTCCCCAGCAGGGAGGCCCC	UpstreamP1_CTCF	33
chr1	150946860	150947010	id-5985	5.01e-06	-	GGCGAGGAGGGAGGCGGCGCTGGCGGGGGGCGCTG	V_CTCF_BR	1
chr1	150952044	150952194	id-5986	1.04e-07	+	AGCCAGAGACCTCAAGGGGCCACTAGGGGGCTCGA	V_CTCF_BR	40
chr1	150968494	150968644	id-5987	5.28e-08	-	CCTGTCATTTCTAATATAGCCTGCAGGGGGAACCA	Upstream_CTCF	40
chr1	150979277	150979427	id-5988	7.46e-06	+	TTTCTCTTCCCTCTGCCTGCCTCTAGAAGGGACGG	UpstreamP1_CTCF	40
chr1	150986141	150986291	id-5989	1	+	NA	NONE	11
chr1	150997150	150997300	id-5990	5.51e-07	+	CCCTGGTGACCGAGAGAATCCTGCAGGGGGCACCA	V_CTCF_BR	40
chr1	151021037	151021187	id-5991	3.42e-05	-	GTGTCAGTACAGAGACTTGTGTCCAGGGGGCACTC	Upstream_CTCF	40
chr1	151030312	151030462	id-5992	1	+	NA	NONE	24
chr1	151032088	151032238	id-5993	5.97e-08	-	AGTGCAGTGCCTCCGCAGTCCAGAGGGGAGCAGTG	Upstream_CTCF	40
chr1	151033065	151033215	id-5994	2.27e-05	+	TGGGGGACAGCTGAAGAGGAGAGAAGGGGGCGCTA	V_CTCF_BR	15
chr1	151042919	151043069	id-5995	2.2e-06	-	CTTGCGCGTCTGAATAGTTCCAGCAGGGGACGGAT	Upstream_CTCF	35
chr1	151043191	151043341	id-5996	9.26e-05	+	TTTTGTTGCCTCTGTTTCTCCACGAGGGGGGGTTA	UpstreamP1_CTCF	35
chr1	151043623	151043773	id-5997	3.41e-11	+	GCCCAGGCCGCGGAGGTGACCACTAGGGGGCGGCG	V_CTCF_BR	40
chr1	151044790	151044940	id-5998	1	+	NA	NONE	21
chr1	151072378	151072528	id-5999	7.09e-08	+	AAGCTTGACCCCAACATGCCCACCAGGGGGCAATA	UpstreamP1_CTCF	40
chr1	151074024	151074174	id-6000	2.4e-05	+	GAAAAGAATACAGGAATAGCCAATAGAGGGTGCAG	V_CTCF_BR	6
chr1	151103620	151103770	id-6001	6.51e-07	+	GCAGCAAGAGTTGGCCCGACCCCCAGGCGGAGCCA	Upstream_CTCF	14
chr1	151108058	151108208	id-6002	2.78e-06	+	CTCAGGTCCCCCGGATCGCCCACCTGGGGTCAGCA	V_CTCF_BR	12
chr1	151115656	151115806	id-6003	1	+	NA	NONE	2
chr1	151128582	151128732	id-6004	4e-10	-	GCTGCTGCACCACAGGTGACCAGCAGGTGCCAGCA	Upstream_CTCF	40
chr1	151137796	151137946	id-6005	1.31e-05	-	AGCTTGGAGGGAGGAGAAACCGGGAGGGGGCAGAT	V_CTCF_BR	21
chr1	151138382	151138532	id-6006	8.98e-06	+	ATGCAGTTCCCTCCGAGCACCAGAGAGTGGATTTC	UpstreamP1_CTCF	18
chr1	151144706	151144856	id-6007	7.6e-05	+	CAGTGTTGCAGATTTCTCCACTGCAGAGGGCATCA	UpstreamP1_CTCF	4
chr1	151148540	151148690	id-6008	5.9e-06	-	ATGCCATGGCTGTTAATGACCACTAGAGGCTCTCA	UpstreamP1_CTCF	40
chr1	151162617	151162767	id-6009	2.12e-06	+	CATCACTACCTGCGGGTGGCCACCAGCGGCGGAAG	UpstreamP1_CTCF	17
chr1	151168879	151169029	id-6010	1.97e-06	+	CCAAAGGAAGACGAATAATCCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr1	151200251	151200401	id-6011	2.43e-06	+	GCAGTGAGGTCAAATTGTGCCACTTGGTGGCACTA	V_CTCF_BR	10
chr1	151224299	151224449	id-6012	1.03e-06	-	AAGCACTAGTCGCTGCTCACCGCTAGAGGGACCCT	UpstreamP1_CTCF	40
chr1	151227429	151227579	id-6013	1	+	NA	NONE	19
chr1	151253650	151253800	id-6014	1	+	NA	NONE	35
chr1	151254308	151254458	id-6015	1	+	NA	NONE	29
chr1	151265035	151265185	id-6016	4.02e-07	+	GTGGTAATACTGACACAGACCAGGAGGGGCAGGGA	Upstream_CTCF	29
chr1	151273456	151273606	id-6017	4.96e-08	+	GGTGCAGGTCACAAAAGGGCCAAAAGAGGCCGCTG	Upstream_CTCF	40
chr1	151274347	151274497	id-6018	3.28e-05	+	GCCGCCAATTGGGGAGATGGCCGTAGGGGGAGCCC	V_CTCF_BR	3
chr1	151282581	151282731	id-6019	1	+	NA	NONE	4
chr1	151313449	151313599	id-6020	6.98e-07	-	CATTAAATCTATTCTGTATCCACCAGGTGGCAGCA	V_CTCF_BR	40
chr1	151318663	151318813	id-6021	1.64e-05	-	CAAGACTGGGGGAAGGGCCCCCCCAGGTGGTGCTG	V_CTCF_BR	4
chr1	151325636	151325786	id-6022	1	+	NA	NONE	9
chr1	151337601	151337751	id-6023	2.1e-05	+	GGAGAGGCTCTTACCTTGACCACTAGGGGCTCTGG	Upstream_CTCF	22
chr1	151342129	151342279	id-6024	2.62e-07	+	GGGCAATTACCTTTCATGGCCTCCAGAGGGGTGGA	UpstreamP1_CTCF	8
chr1	151368449	151368599	id-6025	1	+	NA	NONE	0
chr1	151370849	151370999	id-6026	1	+	NA	NONE	4
chr1	151371859	151372009	id-6027	1	+	NA	NONE	39
chr1	151416436	151416586	id-6028	7.62e-07	+	GTAGCAGTTTGCAAGAAGCCCAACAGATGGCATTG	Upstream_CTCF	40
chr1	151435623	151435773	id-6029	1	+	NA	NONE	1
chr1	151458285	151458435	id-6030	1	+	NA	NONE	18
chr1	151474080	151474230	id-6031	3.56e-06	+	TCCTCCATGCTCCTAGGAGCCACTAGGGGCAGGTC	Upstream_CTCF	36
chr1	151484247	151484397	id-6032	1	+	NA	NONE	31
chr1	151485732	151485882	id-6033	1	+	NA	NONE	5
chr1	151492878	151493028	id-6034	5.3e-05	-	ATCCAGAGAAGGCCACTCACCACTAGAGGCTGCAT	UpstreamP1_CTCF	29
chr1	151507275	151507425	id-6035	3.65e-07	+	CCCATGATGCCACATCTGGTCAGTAGAGGGCGCTG	V_CTCF_BR	40
chr1	151508000	151508150	id-6036	2.34e-06	+	CTGGTCCTCTCACCCATCCCCACTAGGTGGATCAG	UpstreamP1_CTCF	13
chr1	151512804	151512954	id-6037	1	+	NA	NONE	8
chr1	151554602	151554752	id-6038	2.11e-06	-	GGAGGCCAGGGCAGCGTAGGCTGCAGATGGAGCAA	V_CTCF_BR	1
chr1	151566736	151566886	id-6039	1.01e-09	+	CTGCGCGCCCAGGATGCAGCCACTAGAGGGCAGCA	V_CTCF_BR	40
chr1	151665654	151665804	id-6040	4.41e-06	+	CCCACTTGGCTCGTAGTTACCACTAGAAGGAGCTA	V_CTCF_BR	39
chr1	151678342	151678492	id-6041	1	+	NA	NONE	4
chr1	151688650	151688800	id-6042	6.46e-07	+	CTAGGCAGACGCTGTCATGCCACCAGGGGGCATCG	V_CTCF_BR	29
chr1	151694164	151694314	id-6043	3.81e-05	-	GGATCAGACGCCTAGAGGTCCGCCGGGGGTCTCCC	V_CTCF_BR	5
chr1	151707637	151707787	id-6044	3.65e-07	-	GTCAACTCTGCAGACATGCCCAGGAGAGGGCAGCA	V_CTCF_BR	40
chr1	151712598	151712748	id-6045	8.71e-06	+	CTGGCAGGGAGGGCCACTGGCAGTAGGTGGAGCAT	V_CTCF_BR	7
chr1	151735532	151735682	id-6046	1	+	NA	NONE	12
chr1	151762798	151762948	id-6047	1	+	NA	NONE	34
chr1	151798611	151798761	id-6048	1	+	NA	NONE	1
chr1	151803352	151803502	id-6049	6.98e-07	-	GAGCCACCAAGCTCCAGGGCCACCTGGTGGAGGAA	V_CTCF_BR	26
chr1	151809022	151809172	id-6050	4.31e-07	-	GAACTCTTGCTCCAGGTGTCCACCAGGTGGTGGCA	V_CTCF_BR	40
chr1	151818770	151818920	id-6051	2.6e-06	-	ACACTAGAGACAGTAAGGGCCTGCAGGGGTCAGAG	V_CTCF_BR	31
chr1	151826157	151826307	id-6052	1	+	NA	NONE	6
chr1	151854086	151854236	id-6053	1.84e-05	-	AAGCAGTCTTGCTTTTTAGAAGCAAGAGGGCACCA	UpstreamP1_CTCF	23
chr1	151861558	151861708	id-6054	1.09e-06	+	ATTGTAGTCCATGTACAGGACACATGGGGGCAGTG	Upstream_CTCF	39
chr1	151880961	151881111	id-6055	1.04e-05	+	TGAAAGCCAGAAATATTGGCCGCTTGGTGGAGCTA	V_CTCF_BR	28
chr1	151881907	151882057	id-6056	1	+	NA	NONE	37
chr1	151906589	151906739	id-6057	9.51e-07	+	GTTTTCTTCCTTTTTCCAGCCTCTAGAGGGAGCCC	V_CTCF_BR	40
chr1	151917437	151917587	id-6058	7.31e-05	+	GTGCCCTTGCTCCCCTCTGCCAGCAGGATAGGTTC	UpstreamP1_CTCF	8
chr1	151920497	151920647	id-6059	1	+	NA	NONE	5
chr1	151934417	151934567	id-6060	8.89e-06	+	GTTGCATTCCCCTCTGGAGGCTCTAGGGGAGGATC	Upstream_CTCF	7
chr1	151940554	151940704	id-6061	1.56e-06	+	ACAGCAATGTTTAGCTTTGTCAATAGAGGGAGCTG	Upstream_CTCF	40
chr1	151941378	151941528	id-6062	1	+	NA	NONE	27
chr1	151949454	151949604	id-6063	1	+	NA	NONE	2
chr1	151966618	151966768	id-6064	2.94e-06	-	CCAGCAAGTAATTCCTAGACCCGTAGGTGGCCGCA	Upstream_CTCF	6
chr1	151969389	151969539	id-6065	1.3e-07	-	CTGCTATGCTCTAGCCTGGGCGACAGAGGGAGCCC	UpstreamP1_CTCF	40
chr1	151974306	151974456	id-6066	2.05e-09	-	CAAGCTATTCCCACTGTGGCCACCAGAGGGTCCCA	Upstream_CTCF	40
chr1	151976652	151976802	id-6067	1.71e-06	-	TCCCAATCTAATGCCCTCACCACTAGATGGCTGAG	V_CTCF_BR	38
chr1	151986231	151986381	id-6068	6.46e-07	-	ACGCTCCCAGGCTGCCTCACCACATGGTGGCAGCA	V_CTCF_BR	40
chr1	151991142	151991292	id-6069	1.59e-06	-	AACTGCTGTTTGTTCTCTGCCGGCTGGGGGCGCAA	V_CTCF_BR	40
chr1	152007124	152007274	id-6070	1.12e-09	-	CTGTAATTGCGGCTTCTACCCACCAGAGGGAGGCC	UpstreamP1_CTCF	40
chr1	152020424	152020574	id-6071	1	+	NA	NONE	39
chr1	152023821	152023971	id-6072	1.41e-05	+	TTTCACTGCTTGTGTGAGTCCTCTGGGTGTCACCC	UpstreamP1_CTCF	10
chr1	152025143	152025293	id-6073	2.46e-08	+	GAGACATTGCAGTCAGTCACCACCAGGTGGCGCAC	V_CTCF_BR	39
chr1	152114561	152114711	id-6074	2.53e-05	+	GTCTTAAGGAATCCATTGACCAGCAGGCGGCACTA	V_CTCF_BR	40
chr1	152134233	152134383	id-6075	3.09e-05	-	CTACATTTTATCTCAGTGCCCACAAAAGGGCGCCC	UpstreamP1_CTCF	0
chr1	152135718	152135868	id-6076	1	+	NA	NONE	13
chr1	152144830	152144980	id-6077	1	+	NA	NONE	0
chr1	152155028	152155178	id-6078	2.59e-06	-	TGGTTGTTTCCAGGTGCTTCCTCAAGGAGGCACTA	UpstreamP1_CTCF	39
chr1	152158160	152158310	id-6079	3.67e-07	-	ACGTAATTCCTCCAAACTGCCACCAGGTGTCTACA	UpstreamP1_CTCF	40
chr1	152161172	152161322	id-6080	1.21e-10	+	GTGGTGGGAGTCCGACGGGCCAGCAGGGGGCGCAC	V_CTCF_BR	40
chr1	152162415	152162565	id-6081	1.96e-07	+	AGGTACCTACTAAGAGTTGCCAGCAGGTGGCCCCA	UpstreamP1_CTCF	39
chr1	152199922	152200072	id-6082	2.27e-05	-	TTTAGAATTTCCCTATGACCCAGCAGATGGTGCAA	V_CTCF_BR	28
chr1	152319722	152319872	id-6083	1.12e-08	-	TCTGTAATTCCATATTCTACCGCTAGACGGCGGTG	Upstream_CTCF	40
chr1	152321051	152321201	id-6084	1.61e-05	-	GTTTTCTTCCACCTCCACACAGCTAGATGGCAGTG	UpstreamP1_CTCF	33
chr1	152365368	152365518	id-6085	2.6e-07	-	GCACCTAGGTGGATGTGGGCCTGCAGGTGGCTCTG	V_CTCF_BR	7
chr1	152370086	152370236	id-6086	6.73e-07	+	GTGCAGTTCACAATAGTGTTCGACAGGAGGCAGAG	UpstreamP1_CTCF	24
chr1	152371656	152371806	id-6087	3.8e-07	+	CAGGTATTAGTCGTAACTGCCACCAGGGGACAGCA	Upstream_CTCF	37
chr1	152371917	152372067	id-6088	9.71e-06	+	GCTGCAGCGGCAGAGGCAGCATCCAGAGGTGGCGC	Upstream_CTCF	2
chr1	152381288	152381438	id-6089	2.01e-05	+	TCGCTCTTTCCCTACACAGCCACTGGGGGCCTTCT	UpstreamP1_CTCF	7
chr1	152413455	152413605	id-6090	4.04e-08	-	CTGCTACACGTTGACTTGAACACTAGGTGGCAGCC	UpstreamP1_CTCF	40
chr1	152416577	152416727	id-6091	1	+	NA	NONE	10
chr1	152423859	152424009	id-6092	3.16e-06	-	CACCACCTTTAGCCCGTGGCCAGCAGGGAGCGCCT	UpstreamP1_CTCF	34
chr1	152430990	152431140	id-6093	2.58e-07	-	GATGCATTTCAGGAGTTTCCCTGAAGAGGGAGCCA	Upstream_CTCF	40
chr1	152432864	152433014	id-6094	1.55e-08	-	AGGCGGTTTATGCACACAACCAGCAGGTGGCGCCC	V_CTCF_BR	40
chr1	152434165	152434315	id-6095	8.46e-07	-	TTTTTAATTCGCTGATTCCCCACGAGAGGGCGCCT	Upstream_CTCF	40
chr1	152452664	152452814	id-6096	4.7e-08	-	ACAGAGAAAGCCAAAATCACCACCAGGGGGCGGAG	V_CTCF_BR	39
chr1	152459003	152459153	id-6097	6.04e-07	+	GGTCAGTTCAGTCCCCCTTACAGTAGGGGGCAGCA	UpstreamP1_CTCF	37
chr1	152464133	152464283	id-6098	5.96e-07	-	ACAATTAATTACCTGGCAGCCAGTAGAGGGAGCAG	V_CTCF_BR	32
chr1	152467674	152467824	id-6099	2.89e-07	+	TTTGCCTTACACACATGGGACGGTAGGGGGCGACA	Upstream_CTCF	39
chr1	152469877	152470027	id-6100	3.56e-06	+	AAAGGATTTTCCTACCACACCACCAGGGGGTGTCT	Upstream_CTCF	31
chr1	152505924	152506074	id-6101	6.18e-07	-	CTTGAAATTCCCCGAGGTGTCTGTAGAGGGCAGCA	Upstream_CTCF	40
chr1	152516415	152516565	id-6102	6.43e-06	-	TGATGTCCTGCTGCTCGAACCGCTAGGGGGAGCAT	V_CTCF_BR	28
chr1	152558157	152558307	id-6103	1.82e-06	-	GATCAGTTTGACCTACAGGCCAGTAGATGGTGCTT	UpstreamP1_CTCF	12
chr1	152595819	152595969	id-6104	2.77e-07	-	GCGTTGTGTTCACGGGACGCCTGCAGGGGGAGCTG	UpstreamP1_CTCF	28
chr1	152626607	152626757	id-6105	2.6e-06	+	AGTCCTCTATTAGGTTTTGTCACTAGGGGGCGCAA	V_CTCF_BR	40
chr1	152708244	152708394	id-6106	3.36e-07	-	GCTTTGGGGAGCCTAATGGCCCCTAGAGGGCAGTG	V_CTCF_BR	30
chr1	152717806	152717956	id-6107	2.81e-05	+	TTCGGAAATGATTATTTTCCCACTAGGTGGCATCA	V_CTCF_BR	13
chr1	152741387	152741537	id-6108	1	+	NA	NONE	7
chr1	152741855	152742005	id-6109	1	+	NA	NONE	6
chr1	152747488	152747638	id-6110	3.65e-05	-	ATTCTGTCCTTGGGTGCTGCCTCCAGCGGTGAGAC	UpstreamP1_CTCF	15
chr1	152750141	152750291	id-6111	2.15e-05	-	TGGAGGTTTCCTGAAGTCTCCGCCAGTAGGCGGAG	V_CTCF_BR	34
chr1	152758561	152758711	id-6112	1	+	NA	NONE	5
chr1	152795908	152796058	id-6113	2.31e-06	-	CATGTAATTCTAATGAAAACCACAAGAGAGAGTTC	Upstream_CTCF	3
chr1	152842411	152842561	id-6114	5.61e-08	+	GGTGTTGTTACACACCAGACCACAAGAGGGCAATC	Upstream_CTCF	40
chr1	152843649	152843799	id-6115	1	+	NA	NONE	35
chr1	152843954	152844104	id-6116	2.43e-06	+	TTACGGATGGCTGTGTTTTCCACCAGGAGGCAGCA	V_CTCF_BR	37
chr1	152850618	152850768	id-6117	2.43e-06	+	AAAGAGACAGACTCTCCAGCAGGCAGGGGGCGCCA	V_CTCF_BR	34
chr1	152853517	152853667	id-6118	1	+	NA	NONE	5
chr1	152890394	152890544	id-6119	1.64e-05	+	TGCAGTTACATTCTGAAAGCCAGTAGGTGGAGACC	V_CTCF_BR	30
chr1	152896751	152896901	id-6120	1	+	NA	NONE	2
chr1	152898687	152898837	id-6121	9.67e-08	-	CCTGCAATTCTACATCACAGCCCTAGAGGGTAGCA	Upstream_CTCF	36
chr1	152913609	152913759	id-6122	2.93e-07	-	CTGAAATTCTGCAGTTCTGCCTCCAGGAGGCTCCT	UpstreamP1_CTCF	17
chr1	152922223	152922373	id-6123	1	+	NA	NONE	7
chr1	152924961	152925111	id-6124	7.82e-06	+	TTGCTCATAGTGGTAATGGCCTGTAGGTGGTAGGA	UpstreamP1_CTCF	3
chr1	152933249	152933399	id-6125	2.66e-05	+	TGCACCGGCTTAGCCCTGCCCAGCAGGTAGCGCTC	V_CTCF_BR	16
chr1	152946978	152947128	id-6126	1.47e-05	+	GACCAGAGAATTTATGGGTGCTCTAGGGGGCGGTC	V_CTCF_BR	4
chr1	153005486	153005636	id-6127	5.68e-06	-	TGGATGCCCAAAGCAACAGCCTCTAGGTGGCATTA	V_CTCF_BR	33
chr1	153030771	153030921	id-6128	1	+	NA	NONE	11
chr1	153063906	153064056	id-6129	7.27e-06	+	CAGCAGACCATGGGGCCTACCACAGGGTGGCAGTT	V_CTCF_BR	5
chr1	153153174	153153324	id-6130	1	+	NA	NONE	7
chr1	153162978	153163128	id-6131	1.41e-08	-	TTGCAGGAATCTCATATAGCCAGCAGAAGGCAGTG	UpstreamP1_CTCF	28
chr1	153165304	153165454	id-6132	2.58e-05	-	CTTTTGATACCACCAGTTCCCAGGTGGTGGTGCTA	Upstream_CTCF	28
chr1	153195645	153195795	id-6133	7.07e-08	-	AGGCCAAGTGCCTCTATGGCCAGCAGGTGGTGCTG	V_CTCF_BR	27
chr1	153201860	153202010	id-6134	7.07e-08	-	AGGCCAAGTGCCTCTATGGCCAGCAGGTGGTGCTG	V_CTCF_BR	22
chr1	153203248	153203398	id-6135	5.01e-06	+	CCCAAGTTTATGGCTTAGGCCACTAGGTGGATGCA	V_CTCF_BR	13
chr1	153211138	153211288	id-6136	1	+	NA	NONE	23
chr1	153224436	153224586	id-6137	4.01e-05	-	TGCCTGCAGCAGGGAATCCCCTGGTGGTGGAGCTG	V_CTCF_BR	2
chr1	153238068	153238218	id-6138	1	+	NA	NONE	8
chr1	153250465	153250615	id-6139	1.9e-09	-	GGTGCAGTGCTGCTCTTCACCAGCAGGGAGCAGGT	Upstream_CTCF	39
chr1	153261249	153261399	id-6140	1.38e-07	-	GGAGTCCTGCCCTGCCTCGCCAGTAGGTGGTGCAG	Upstream_CTCF	40
chr1	153265283	153265433	id-6141	1	+	NA	NONE	8
chr1	153265665	153265815	id-6142	1	+	NA	NONE	0
chr1	153285198	153285348	id-6143	5.01e-06	+	CAGGCCTTCACTCCCCCTGGCCCTAGAGGGCACTC	V_CTCF_BR	14
chr1	153321092	153321242	id-6144	8.5e-06	+	CCAGCCTTCACTCTCCCTAGCCCTAGAGGGCACTC	Upstream_CTCF	9
chr1	153325022	153325172	id-6145	2.25e-08	+	CTGTCCTGATGCAGATAGGCCACAAGGTGGCAGCA	UpstreamP1_CTCF	40
chr1	153326174	153326324	id-6146	5.51e-07	+	GGAGAGGGACCTGACTTCACCTGCAGGTGGAGCAA	V_CTCF_BR	40
chr1	153327125	153327275	id-6147	1.43e-05	-	CAGACAATTCCTGGCATGATCAGTAGGTGGCCGAC	Upstream_CTCF	19
chr1	153328064	153328214	id-6148	2.77e-07	+	GAGAAGTGCTTTGTCAGAGGCAGCAGAGGGCGCCA	UpstreamP1_CTCF	40
chr1	153337863	153338013	id-6149	1	+	NA	NONE	5
chr1	153366660	153366810	id-6150	1.04e-06	+	AGAGCTGGTGAAGAAACCCCCAGAAGGGGGCAGGA	Upstream_CTCF	16
chr1	153372903	153373053	id-6151	2.84e-05	+	CTGAATCTTCCAGAATGGGGCGCCAAAGGGCAGGT	UpstreamP1_CTCF	29
chr1	153377329	153377479	id-6152	1.34e-06	-	TTTTCTGTTTCCCAAGCTTCCACACGGTGGCGCCA	Upstream_CTCF	37
chr1	153401414	153401564	id-6153	8.21e-06	+	GCTCAAGTCCTCTTACGATGCTCCAGGGGGCACTG	V_CTCF_BR	22
chr1	153438318	153438468	id-6154	1.34e-06	+	TTTTCTGTTTCCCAAGCTTCCACACGGTGGCGCCA	Upstream_CTCF	38
chr1	153462768	153462918	id-6155	1.73e-05	-	TGGTGGCTTTTCAGACTTGACAACAGGTGGCGGCT	V_CTCF_BR	20
chr1	153466018	153466168	id-6156	1	+	NA	NONE	3
chr1	153467486	153467636	id-6157	1.18e-09	-	AGGCCATTGCCAAGATTGGCCAGCAGGGGGCGGAG	V_CTCF_BR	40
chr1	153476729	153476879	id-6158	1	+	NA	NONE	3
chr1	153482330	153482480	id-6159	1.59e-06	+	GCCATGCTCCCTCTTTCTGCCAGCAGGGGGTGTCC	V_CTCF_BR	40
chr1	153483496	153483646	id-6160	5.01e-06	+	ACGATTGGAGACTGGGTGGTCAACAGGGGGAGCCA	V_CTCF_BR	40
chr1	153485660	153485810	id-6161	2.2e-06	+	CCTTCTCTGCTCCAAGCACCCACCAGCTGCCAGCC	Upstream_CTCF	19
chr1	153505706	153505856	id-6162	3.65e-07	+	GCAGCGCCCTGCTCTCTGTCCACAGGAGGGCGCTC	V_CTCF_BR	40
chr1	153507707	153507857	id-6163	2.72e-06	+	GAGTACTTGTGGAAGATGGCCACGAGGAGGCCAAT	UpstreamP1_CTCF	24
chr1	153510892	153511042	id-6164	3.71e-05	+	CCTGTTATTGCCAGGCCCTCCTCTGGGCGTCTCTC	Upstream_CTCF	17
chr1	153519570	153519720	id-6165	1.62e-08	-	ATGCAGTGGCCTCCAGGGTCCAGCAGGAGGGCGTG	UpstreamP1_CTCF	12
chr1	153521961	153522111	id-6166	1.17e-05	-	TTTGCTCCCAGCAGGGGGCCCAGCAGTGGGCAAAT	V_CTCF_BR	30
chr1	153524952	153525102	id-6167	1.08e-05	+	TTGCAGCACCTTGGTTTGTCCACTGGGAGAGGACT	UpstreamP1_CTCF	30
chr1	153533947	153534097	id-6168	1	+	NA	NONE	14
chr1	153541111	153541261	id-6169	1.84e-12	-	CTGCAATGACACGCCTTAGCCACCAGAGGGCACGA	UpstreamP1_CTCF	40
chr1	153545080	153545230	id-6170	3.81e-05	-	GGCCTATGCCCTTGCCAGGACAGCAGCGGCCTCTA	V_CTCF_BR	40
chr1	153587088	153587238	id-6171	6.98e-07	-	CTCATGGGTGGAGGAGTCTCCACCAGAGGGAGGCT	V_CTCF_BR	30
chr1	153590181	153590331	id-6172	9.49e-08	-	CATATGGTGTACACGGCCACCACCAGAGGGAGCAG	V_CTCF_BR	27
chr1	153600086	153600236	id-6173	1.03e-06	-	AGGCAGCTCCTCTCCCTGACCAAGTGGGGGCGCTC	UpstreamP1_CTCF	40
chr1	153600714	153600864	id-6174	3.65e-05	+	CTGCTCCTGGCCCCTTGCCCCACAGGGTGTTCGTC	UpstreamP1_CTCF	16
chr1	153619838	153619988	id-6175	6.23e-05	-	ACCCTGGGAACTGTAGTGAGCAGTAGGTGGGGCTG	UpstreamP1_CTCF	6
chr1	153631064	153631214	id-6176	7.78e-06	-	CGCGCCGCACTGCCCCGCCCCGTGAGGGGGCGCCC	Upstream_CTCF	37
chr1	153643600	153643750	id-6177	1	+	NA	NONE	32
chr1	153644570	153644720	id-6178	1	+	NA	NONE	27
chr1	153650267	153650417	id-6179	7.49e-07	+	CGTCAATAACCCCCGATGACCATTAGAGGGCACAC	UpstreamP1_CTCF	40
chr1	153651169	153651319	id-6180	1	+	NA	NONE	26
chr1	153651859	153652009	id-6181	1	+	NA	NONE	16
chr1	153652069	153652219	id-6182	1.9e-06	-	AGTGCTCTTCGTCACCCGGCCGGTAGGCGTAGAGC	Upstream_CTCF	30
chr1	153700554	153700704	id-6183	2.1e-06	-	GCAGCGCCTTTGGATCCGGCCCCTAGGGGGTGAGG	Upstream_CTCF	34
chr1	153721993	153722143	id-6184	1.98e-08	-	CTGCACATCCGTGCCCAGAGCACTAGGTGGCACTG	UpstreamP1_CTCF	40
chr1	153722634	153722784	id-6185	2.44e-07	+	CCTGCAGTTCCCTGCCTTCCAACAGGGGGGCCAAA	Upstream_CTCF	28
chr1	153744493	153744643	id-6186	4.02e-07	-	CATGCCATGTGGCTTCGGACCACTAGATGTCGCCC	Upstream_CTCF	39
chr1	153748449	153748599	id-6187	1	+	NA	NONE	9
chr1	153755878	153756028	id-6188	6.15e-05	+	GCTGCGGCTGCTTCCGTGAGCCCCGGGAAGGGGAG	Upstream_CTCF	30
chr1	153764389	153764539	id-6189	3e-06	+	CAGCAGCAGGGGAAGCTGGCCGGGAGATGGGGCGT	UpstreamP1_CTCF	10
chr1	153769801	153769951	id-6190	1.74e-07	+	AAAGTCATGCCTGAATCAGCCACTAGGGGGCTCCA	Upstream_CTCF	40
chr1	153782059	153782209	id-6191	1	+	NA	NONE	0
chr1	153793904	153794054	id-6192	2.4e-05	+	GGTAGAAATACAGAAAAAGCCACTAGAGGGAGAAA	V_CTCF_BR	39
chr1	153800187	153800337	id-6193	1	+	NA	NONE	27
chr1	153892842	153892992	id-6194	9.25e-06	-	TGCTGTGCTTAGCATAGGGCCACAGGGTGGTGGCA	V_CTCF_BR	38
chr1	153895089	153895239	id-6195	1.47e-05	-	GGCCAGCCTGGCCGCCCGCCCGCCCGGGGGCGGTG	V_CTCF_BR	32
chr1	153902847	153902997	id-6196	3.5e-05	+	TTGTACTTCTTATCGAAGGCCACTAGGGAAGAAGG	UpstreamP1_CTCF	20
chr1	153919150	153919300	id-6197	9.38e-09	-	GTGCAGGGGGCCCTCCCAGCCGCCAGGGGTCGGGC	UpstreamP1_CTCF	40
chr1	153930610	153930760	id-6198	1	+	NA	NONE	19
chr1	153935074	153935224	id-6199	3.86e-05	+	ACTGGAGGCTCTGAAGCTACCGCCTCGGGGCGCCA	Upstream_CTCF	17
chr1	153939685	153939835	id-6200	3.65e-05	-	GTGGAGCGGTGATCCTCGCTCGGCAGGCGGCAGGA	UpstreamP1_CTCF	21
chr1	153940250	153940400	id-6201	7.02e-05	-	TACTAGGGCATCCCCTCGCCCACCGCGTGGCGCTC	UpstreamP1_CTCF	39
chr1	153940861	153941011	id-6202	2.53e-05	+	GGAGCAGAGGAGCCCAGAAACTGTAGGGGGTAGTA	V_CTCF_BR	6
chr1	153959309	153959459	id-6203	5.96e-07	-	TTTACGTTTTCACCCTGTTCCACCAGGGGGCAGAC	V_CTCF_BR	40
chr1	153987053	153987203	id-6204	1	+	NA	NONE	4
chr1	154077015	154077165	id-6205	7.02e-05	-	CTGCCCTGTGTTGCTTTCCACTGTAGTAGGCAGCA	UpstreamP1_CTCF	25
chr1	154077283	154077433	id-6206	9.4e-06	-	AAGCACTCTCTTGGCCACCCCAGCAGGTGTCTCAC	UpstreamP1_CTCF	9
chr1	154090277	154090427	id-6207	2.58e-05	-	AATGTAATGTGTGTTTTCACAGGTAGAGGGTGGCA	Upstream_CTCF	10
chr1	154118607	154118757	id-6208	2.19e-05	-	CAGGTTTTTCCAGCTTTGGCCACTGGGGGCTCTTT	Upstream_CTCF	40
chr1	154155226	154155376	id-6209	1	+	NA	NONE	25
chr1	154155703	154155853	id-6210	1.84e-05	+	AGGCAGGCGGGAAGGCAGTCCACTGGAGGGAGAGC	UpstreamP1_CTCF	26
chr1	154158670	154158820	id-6211	2.27e-06	+	TTTGTCATCTGGGTGCTGCTCAGCAGGGGGCACTA	V_CTCF_BR	37
chr1	154171607	154171757	id-6212	2.67e-06	+	ATAGTAAATCCCACTATGACCACAAGGCGTCACTC	Upstream_CTCF	40
chr1	154172085	154172235	id-6213	1.82e-07	+	TGGTAGCAGAGAGGCTGAACCAGCAGAGGGAAGCC	V_CTCF_BR	32
chr1	154229508	154229658	id-6214	1	+	NA	NONE	1
chr1	154244744	154244894	id-6215	1.39e-07	-	GGATGGCACCCGGATAAAGCCGCCAGAGGGCAGCC	V_CTCF_BR	40
chr1	154249388	154249538	id-6216	1.61e-05	+	ATTCTGTCACACAGGCTGGAGTGTAGGGGGCGATG	UpstreamP1_CTCF	38
chr1	154293515	154293665	id-6217	1	+	NA	NONE	9
chr1	154297160	154297310	id-6218	2.57e-08	+	ATGTAGTTGCTCGAGGTAACCGCTAGAGGGTGCGC	UpstreamP1_CTCF	40
chr1	154298803	154298953	id-6219	1	+	NA	NONE	40
chr1	154301721	154301871	id-6220	2.27e-05	+	TGGGAGTGAAGTGGCTTGGTAGGCAGGGGGCACTG	V_CTCF_BR	36
chr1	154307650	154307800	id-6221	7.8e-08	-	GGAGATTGGTGCCCAATGGCCACCAGGGGGCGACT	V_CTCF_BR	40
chr1	154317820	154317970	id-6222	4.31e-07	-	TAGGACCAGCGCCCATGCACCAGCAGGAGGCGCTG	V_CTCF_BR	40
chr1	154321009	154321159	id-6223	7.46e-06	+	CTGGAAAGGCCTCATGTGAACACTGGGGGGCTCTG	UpstreamP1_CTCF	28
chr1	154325256	154325406	id-6224	4.31e-07	-	AGAGGTGGAGCTCCTCCCGACGGCAGTGGGCGCCC	V_CTCF_BR	23
chr1	154325673	154325823	id-6225	1.47e-05	+	ACCGCCTCCCACCCTGCCCTCAGCAGATGGTGCTG	V_CTCF_BR	25
chr1	154326193	154326343	id-6226	1.31e-05	-	AAGAGAAAGTGGAACAAAGTCAGCAGAGGGCAGAG	V_CTCF_BR	40
chr1	154377592	154377742	id-6227	1	+	NA	NONE	36
chr1	154378051	154378201	id-6228	6.43e-06	-	GGCGCGGCCAGCAGGGCAGCCAGCAGCGCGCAGCC	V_CTCF_BR	7
chr1	154378300	154378450	id-6229	2.78e-06	-	CCGGACCAAGGGAGCAAGCGCAGCAGGGGGCGCAA	V_CTCF_BR	38
chr1	154414963	154415113	id-6230	2.89e-09	-	GCGGGGGGCCAGGCCCCAGCCTCAAGGGGGCAGCA	V_CTCF_BR	39
chr1	154439399	154439549	id-6231	9.81e-06	-	CCGGACACCCTCTCCATAACCACCTGGGGGAGTAG	V_CTCF_BR	31
chr1	154442477	154442627	id-6232	8.13e-06	-	GTGGCTTTCCTCTGACTGCCCAGGTGGGGGCCCAG	Upstream_CTCF	5
chr1	154451261	154451411	id-6233	1.19e-06	-	TAAACATTTATGTAAGTTGCCACCAGGTGGAACAA	V_CTCF_BR	27
chr1	154452412	154452562	id-6234	4.96e-08	+	ACTGCAGTTTTCTCTTTTCCCATTAGATGGCAGTA	Upstream_CTCF	40
chr1	154453704	154453854	id-6235	1	+	NA	NONE	3
chr1	154456882	154457032	id-6236	7.11e-06	-	TGTGAAATTTCTGAGAGTACCACTAGAGTGTGGAA	Upstream_CTCF	11
chr1	154506841	154506991	id-6237	1.84e-06	+	GCAACTTTCCCGTTGCTTACCACGAGGTGGCAGTT	V_CTCF_BR	38
chr1	154518997	154519147	id-6238	1.3e-07	-	ATGCAATGACCCAAGACAACCTCTGGGTGGTGCTC	UpstreamP1_CTCF	40
chr1	154527533	154527683	id-6239	2.6e-05	-	TAGCAATAACAGTTGGTGGCCACTGGGGACCCAGG	UpstreamP1_CTCF	18
chr1	154532084	154532234	id-6240	1.14e-06	+	AGGTAGTGCCTCCGGACCCTCGCTAGGTGGCACTA	UpstreamP1_CTCF	40
chr1	154540343	154540493	id-6241	6.21e-06	+	CCGGCACCACCTGGACCCAGCTCCAGGCGGGCGCG	Upstream_CTCF	2
chr1	154544351	154544501	id-6242	4.01e-05	-	CGGCCCCTGGGGCTTCGCGGAAGAAGAGGGCTCCA	V_CTCF_BR	0
chr1	154556844	154556994	id-6243	4.01e-05	+	GACTGAAACCTAATCAAGACCGCAAGAGGTCAGTG	V_CTCF_BR	8
chr1	154558636	154558786	id-6244	2.53e-05	-	TACGCTGGAACGTGCTGGGCCTGCAAGGGGCACTG	V_CTCF_BR	4
chr1	154580006	154580156	id-6245	1	+	NA	NONE	25
chr1	154586832	154586982	id-6246	2.43e-06	+	CCCTAGGATCCAGATCCAGCCTGTAGGGGGCTGCT	V_CTCF_BR	20
chr1	154587511	154587661	id-6247	4.71e-06	+	AATGGATTCTCCCCTACAGCCTCTGGAGGGAGCAC	Upstream_CTCF	29
chr1	154597399	154597549	id-6248	2.8e-05	-	TGAGGCATTGTTATTTCTGCCAGAAGGAGGCCCAG	Upstream_CTCF	10
chr1	154636225	154636375	id-6249	4.21e-05	+	CGGATTACAGCTTTGGCATCCACTAGGGGCTGGAG	V_CTCF_BR	15
chr1	154642262	154642412	id-6250	5.68e-06	+	CACTGTGTCTCACTTCTGCCCACAGGATGGCAGCA	V_CTCF_BR	40
chr1	154649817	154649967	id-6251	1.28e-06	+	AGTGTTGTTTTTACACTAACCAGTAGGGGATAGTA	Upstream_CTCF	22
chr1	154668617	154668767	id-6252	5.67e-06	+	ATTGCCCTATTCCCGTTGGTCTGCAGGGGGTGTTC	Upstream_CTCF	36
chr1	154689187	154689337	id-6253	1	+	NA	NONE	10
chr1	154699528	154699678	id-6254	2.4e-05	-	CGGCGCAGGGCACAGCATGCAGGCAGAGGGCGATG	V_CTCF_BR	5
chr1	154714430	154714580	id-6255	2.97e-06	-	CAGTGAGCCGCTGCAGATGCCAGAGGAGGGCAGTG	V_CTCF_BR	25
chr1	154721650	154721800	id-6256	1.34e-06	-	ACTGCCTATGCAGCACTTCCCTCCAGGGGGTGCCA	Upstream_CTCF	40
chr1	154723990	154724140	id-6257	2.86e-06	+	CTGGGGTGCCTGAAATGGGGCAGGAGAGGGCGTGC	UpstreamP1_CTCF	0
chr1	154725139	154725289	id-6258	1.48e-05	-	TTGCTTAATTGCCTCGCCCCCAGCAGGGGGCATGT	UpstreamP1_CTCF	26
chr1	154733000	154733150	id-6259	5.77e-08	-	GGAGAGGCCGAGGCTCGCTCCGCCAGGGGGCGCAG	V_CTCF_BR	40
chr1	154738583	154738733	id-6260	3.63e-05	-	CTAGACCCAGGAACCCTGCCCTCTAGCTGGAGAAG	V_CTCF_BR	40
chr1	154745222	154745372	id-6261	3.97e-07	+	GGGTGGGGATCCAGGGTGGCCTCAGGATGGCGCTG	V_CTCF_BR	7
chr1	154747238	154747388	id-6262	8.5e-06	-	CATGCATGGCCTGCTCTCCCAGCCAGGAGGTGCTG	Upstream_CTCF	11
chr1	154750886	154751036	id-6263	7.31e-05	+	CGGAAGGCATGCATCAGACACACCAGAGGGGGCAG	UpstreamP1_CTCF	4
chr1	154763843	154763993	id-6264	1.09e-06	-	CTAGAAGTGTTAGCCACAGCCAGCGGGAGGCAGCC	Upstream_CTCF	6
chr1	154779676	154779826	id-6265	1.84e-05	-	GGGCTCGAGTTGTCCACAGCCACCAGGGGACATTT	UpstreamP1_CTCF	5
chr1	154786121	154786271	id-6266	1	+	NA	NONE	3
chr1	154792207	154792357	id-6267	2.93e-08	-	TTGCACTTACCAGCTGGGTCCACCAGGTGGTCACT	UpstreamP1_CTCF	40
chr1	154836196	154836346	id-6268	8.46e-07	-	GCGGCATTACCCAGGTGCTCCGCCAGGGGCATCCT	Upstream_CTCF	39
chr1	154839717	154839867	id-6269	1	+	NA	NONE	16
chr1	154851072	154851222	id-6270	2.93e-07	-	AAGCTATGTGCATACGCCACCAGCAGAGGCCGCCA	UpstreamP1_CTCF	40
chr1	154879218	154879368	id-6271	1.04e-05	+	CGGAGAAACCCCAGCCCTACCAAGAGAGGGTGCTC	V_CTCF_BR	39
chr1	154909073	154909223	id-6272	1.03e-05	-	GCGTGGCGGCCCCATGGCCCCGCTGGGAGGCGCCC	UpstreamP1_CTCF	38
chr1	154910120	154910270	id-6273	5.08e-05	+	CTGCAACTCATTACTGCCTCCACTAGAGAAAAAGT	UpstreamP1_CTCF	36
chr1	154911732	154911882	id-6274	2.08e-07	+	TAGCACTTCCCTCCCAAGTCCACTAGCTGGTGGAA	UpstreamP1_CTCF	4
chr1	154916357	154916507	id-6275	1.55e-08	-	GGCTGGGGAGGTGAGGGAACCACTAGGTGGCACCC	V_CTCF_BR	40
chr1	154928186	154928336	id-6276	1.23e-05	+	CTGCTATTTCTAAAAAACAGCTAAAGGGGGAGCTC	UpstreamP1_CTCF	40
chr1	154933923	154934073	id-6277	7.12e-06	+	GTGCTGGGCGGCGCAGGGGGCGGTGCGGGGCCGCC	UpstreamP1_CTCF	18
chr1	154934344	154934494	id-6278	1	+	NA	NONE	38
chr1	154946015	154946165	id-6279	8.21e-06	+	AGATGGGAACTTTGACTTCCCACCTGGGGGAGCAC	V_CTCF_BR	35
chr1	154960662	154960812	id-6280	2.46e-06	+	CCGCTTCACCCATGTCCTCACAGCAGGGGGCATCG	UpstreamP1_CTCF	21
chr1	154965689	154965839	id-6281	1.97e-06	+	TGTCAGCCTCAGCAGGAGCCCACCAGAGGGCGAAA	V_CTCF_BR	38
chr1	154968269	154968419	id-6282	3.97e-07	-	AAACTGGTAACCATGGTTGCCTCCAGGGGGAGCGC	V_CTCF_BR	40
chr1	154970761	154970911	id-6283	4.44e-06	-	ATTCCCCCACCCCCTGTGACCATTAGAGGGCACCA	UpstreamP1_CTCF	25
chr1	154971683	154971833	id-6284	1.67e-07	-	TCAGCCTCCTTCCGATCAGCCACCAGGAGGCGCAG	V_CTCF_BR	40
chr1	154972028	154972178	id-6285	1.93e-05	-	AAAACCCGCCGCCCAGGAAACCGCTGGGGGCGCTC	V_CTCF_BR	2
chr1	154972517	154972667	id-6286	7.1e-07	-	CTGGAGGGCAAGTGAGGGGCCTGCAGGGGCCGCCT	UpstreamP1_CTCF	7
chr1	154973400	154973550	id-6287	1	+	NA	NONE	15
chr1	154973678	154973828	id-6288	1.23e-05	+	GAGCTGGTGTCCCGAGAAGCCACCTGCTGGAAAGG	UpstreamP1_CTCF	11
chr1	154974476	154974626	id-6289	1.39e-05	+	TCTTGAAGGAGAGGGAGCCCCTGTAGGGGGTGCTC	V_CTCF_BR	36
chr1	154975434	154975584	id-6290	1	+	NA	NONE	9
chr1	154990066	154990216	id-6291	2.5e-09	-	TCGCCCACTCAGAGCATGGCCGCCAGATGGCGCCG	V_CTCF_BR	40
chr1	155007216	155007366	id-6292	1	+	NA	NONE	4
chr1	155017495	155017645	id-6293	1.82e-07	+	ACCACCTCTGTGAGCCTCTCCACAAGAGGGCACTC	V_CTCF_BR	40
chr1	155020600	155020750	id-6294	1.23e-08	-	CTGCTGTACTTAGACCCAGCCAGGAGCTGGCAGCA	UpstreamP1_CTCF	2
chr1	155023023	155023173	id-6295	2.93e-08	-	CCGCGGTGCAGGATATCCGCCAGCGGGTGGCGCTG	UpstreamP1_CTCF	40
chr1	155025071	155025221	id-6296	6.39e-08	+	GTCTTGGGGTGTCCTGGGACCTGCAGGTGGCACTG	V_CTCF_BR	40
chr1	155030525	155030675	id-6297	1.32e-05	-	GGTGCAGGACACATAACTGCCACTGGGGTTGCGCC	Upstream_CTCF	36
chr1	155034078	155034228	id-6298	1.35e-11	-	ACTGCAGTCCCGCCATTGACCACCAGATGGTGGTA	Upstream_CTCF	40
chr1	155034752	155034902	id-6299	1	+	NA	NONE	37
chr1	155035241	155035391	id-6300	4.55e-09	+	GCTGCGGTTCCAGGTTTGGCCGCCAGAAGACGCTG	Upstream_CTCF	40
chr1	155043533	155043683	id-6301	3.56e-06	-	CCTGCAAGGGGCTGGGCGGCCGGCAGGGGCGTGTG	Upstream_CTCF	38
chr1	155056661	155056811	id-6302	9.81e-06	-	AGGCTCCCAGGAACTTTAAACACATGAGGGCGCTA	V_CTCF_BR	37
chr1	155057263	155057413	id-6303	2.96e-09	-	TCTGTCCTTCTCCTGTTGGCCACCAGAGGGTAGCA	Upstream_CTCF	40
chr1	155058626	155058776	id-6304	3.73e-14	-	GCTGCGGTTCCAGCAGTGGCCACCAGAGGGCGCTG	Upstream_CTCF	40
chr1	155059803	155059953	id-6305	1	+	NA	NONE	21
chr1	155064021	155064171	id-6306	1.23e-10	+	CCTGCAAGTCTGCCGATATCCACCAGGTGGCGCAG	Upstream_CTCF	40
chr1	155066479	155066629	id-6307	2.15e-05	+	GACTACGAGGGGAGACAGGCCAGCAGAGGGGGCAG	V_CTCF_BR	27
chr1	155066978	155067128	id-6308	1.38e-06	+	AAATAGGCTGGATTTACTGCCAGAAGGTGGCAGGA	V_CTCF_BR	39
chr1	155085239	155085389	id-6309	1	+	NA	NONE	10
chr1	155098078	155098228	id-6310	3.84e-06	-	GAGCAGGTGGCCCGGGTTGCCTCCTGGAGGAGACA	UpstreamP1_CTCF	8
chr1	155108271	155108421	id-6311	3.16e-06	+	CTGCAGTAGGTCCCGGCAACCGCAGGCTCGCGGCG	UpstreamP1_CTCF	29
chr1	155118061	155118211	id-6312	1	+	NA	NONE	25
chr1	155139917	155140067	id-6313	1.55e-08	-	GGGGAGACTGGGGATCCGGCCACCAGAGGGCATCA	V_CTCF_BR	39
chr1	155140448	155140598	id-6314	3.55e-08	-	AGGCAGTTTATCCAAAACGCCTGCAGGGGGCGCTA	UpstreamP1_CTCF	40
chr1	155145297	155145447	id-6315	1.77e-05	+	AGCGAGGTGCCCGTACCCACCACTGGAGGGGATGG	Upstream_CTCF	18
chr1	155145780	155145930	id-6316	7.73e-06	-	ACGCATTATTTCCTCCCTGTCGCAAGAGGGCGCTG	V_CTCF_BR	40
chr1	155148504	155148654	id-6317	3.41e-08	+	CCAGTTGTGCAAGCCCCCACCACTAGAGGCCACCA	Upstream_CTCF	31
chr1	155149193	155149343	id-6318	1.22e-07	+	TCTTTGATGCCAGTATGTACCACCAGGTGGCACTG	Upstream_CTCF	40
chr1	155158067	155158217	id-6319	1	+	NA	NONE	9
chr1	155163365	155163515	id-6320	9.58e-10	-	CCCGCAAGGCTCCCGGTGACCACTAGAGGGCGGGA	Upstream_CTCF	40
chr1	155176734	155176884	id-6321	3.65e-07	+	CCACAAATTTGAGATGCCCCCACCAGGTGGCGCAA	V_CTCF_BR	40
chr1	155196511	155196661	id-6322	9.51e-07	-	AGGTGTGTGAGGTGGGGAGGCGGCAGGGGGCGCGG	V_CTCF_BR	40
chr1	155197156	155197306	id-6323	7.31e-05	-	CTCCAGTCCCGCCCACGCGCCTTTGGAGGCTGCGG	UpstreamP1_CTCF	19
chr1	155197758	155197908	id-6324	2.91e-05	+	CCTGCATCCTCCCTGTCTTCCTTGGGAGGGCACCA	Upstream_CTCF	14
chr1	155214217	155214367	id-6325	2.01e-05	-	CTGCTGTTTCTCTTCGCCGACGGTAGGCGTAATGA	UpstreamP1_CTCF	36
chr1	155220589	155220739	id-6326	1.59e-06	+	CCTCTTCTCCCAAGCCCAGCCTCTAGGGGCCACTG	V_CTCF_BR	40
chr1	155223113	155223263	id-6327	1.92e-06	-	ATGTGATGCTGGTCTGGGACCAGGAGAGGGTGCTT	UpstreamP1_CTCF	32
chr1	155225075	155225225	id-6328	1.21e-06	-	GCGGCGCCGCGGCCTCTCCCCACCAGGCGGCCCCG	Upstream_CTCF	15
chr1	155231482	155231632	id-6329	5.93e-06	-	CTGGGAATTCCCCTAGGTGGCACTGGGTGCCAGCT	Upstream_CTCF	24
chr1	155247111	155247261	id-6330	6.98e-07	+	CCCGGTCTTGGCGCGGCCCTCGCCAGGGGGCGCCG	V_CTCF_BR	39
chr1	155248279	155248429	id-6331	1.35e-05	+	GTGTACCTCTACATCAAGGTCGCTAGGGGAAGACA	UpstreamP1_CTCF	39
chr1	155257684	155257834	id-6332	9.62e-05	-	TTGGAGGTCACAGCAGCTGCCTGAAGGGGCGCATG	UpstreamP1_CTCF	0
chr1	155277283	155277433	id-6333	2.78e-06	-	AGGAGTATAGCGTTGAAGACCACCAGAGGTCACTC	V_CTCF_BR	39
chr1	155279558	155279708	id-6334	2.6e-07	-	GCCACCTCTCCCGGGGTGCCCAGTAGGGGGCTGGC	V_CTCF_BR	14
chr1	155293176	155293326	id-6335	4.7e-08	-	GCGCCTGCGCCCCCACCCTCCAACAGGGGGCGCCC	V_CTCF_BR	39
chr1	155295025	155295175	id-6336	2.47e-07	-	CGGCTATCACCCAACTGGGCCTGGAGGTGGCGCGA	UpstreamP1_CTCF	40
chr1	155474124	155474274	id-6337	4.5e-05	-	TTTATCTTACAGAACTGCAACAGCAGGTGGCATTA	UpstreamP1_CTCF	39
chr1	155483503	155483653	id-6338	5.92e-05	+	GAAGCAATACCAGTGGCCATCCATAGATGGACTAG	Upstream_CTCF	18
chr1	155532894	155533044	id-6339	2.38e-07	-	CAGCCGCCGCGGCCTCCAACCACCGGTGGGCAGAG	V_CTCF_BR	11
chr1	155561710	155561860	id-6340	5.01e-06	-	AAAACAAACTATTCAAGGGCCACAAGGTGGTGCTA	V_CTCF_BR	39
chr1	155568823	155568973	id-6341	1	+	NA	NONE	21
chr1	155618410	155618560	id-6342	2.86e-06	-	CTGTTCTGCAATTCATGAGCCACTAGGAGCCGTAA	UpstreamP1_CTCF	39
chr1	155621406	155621556	id-6343	4.17e-05	+	GCGGTTATTCCTAGTCCTACCAAAAGGAGTATGAG	Upstream_CTCF	21
chr1	155682544	155682694	id-6344	1	+	NA	NONE	28
chr1	155699013	155699163	id-6345	1.9e-06	-	GCATTGATTCCATCCACGGCCACTAGGAGGTGAAA	Upstream_CTCF	40
chr1	155701681	155701831	id-6346	1	+	NA	NONE	16
chr1	155715250	155715400	id-6347	6.8e-06	-	CTCCGCCGCTGACTTGGGGCCGCCAGGGCGCGGGC	UpstreamP1_CTCF	19
chr1	155829126	155829276	id-6348	4.7e-06	+	GTCCCCTCCGGGAGAGCTTCCTGAAGGGGGCGAGG	V_CTCF_BR	19
chr1	155852783	155852933	id-6349	1.15e-07	-	CTGTAGTTCCTCCATCCCTCCACCATGTGGTAAGA	UpstreamP1_CTCF	4
chr1	155880669	155880819	id-6350	1	+	NA	NONE	28
chr1	155880983	155881133	id-6351	1.09e-06	-	GTGTTCCAGTCCCCACTGACCAGTAGGAGCAGCAG	UpstreamP1_CTCF	18
chr1	155881244	155881394	id-6352	1	+	NA	NONE	14
chr1	155904058	155904208	id-6353	1.47e-05	-	CGCGGGGAGCGCGACACATCCTGGAGCTGGCGGGT	V_CTCF_BR	30
chr1	155908033	155908183	id-6354	7.31e-05	-	ATGTAGCACCACCATCTGGAGAAAAGGGGACTGAA	UpstreamP1_CTCF	40
chr1	155914558	155914708	id-6355	1	+	NA	NONE	10
chr1	155915753	155915903	id-6356	2.47e-07	-	GTGCACGAAGCTTGCCAGGCCAGGAGGGGGCCGGC	UpstreamP1_CTCF	37
chr1	155931887	155932037	id-6357	3.86e-05	+	TTGGTGATGCGCTGAGTCACCAGCAGGATGCACTC	Upstream_CTCF	36
chr1	155936054	155936204	id-6358	4.68e-05	+	GTGCTATGCCTGGGAACAACCTTAGTGGGGCAGCA	UpstreamP1_CTCF	34
chr1	155948470	155948620	id-6359	6.49e-06	+	TCTGCCTATTTCCCCTCCAGCGCCTGGGGGCGCCC	Upstream_CTCF	39
chr1	155953645	155953795	id-6360	1.26e-07	-	GGCAAGGGCTGTGGAGCTCCCAGCAGAGGGCAGGG	V_CTCF_BR	32
chr1	155959277	155959427	id-6361	7.55e-10	-	AGGCAGTACTGCCCTTTGACCAGCAGGGGCCACTC	UpstreamP1_CTCF	40
chr1	155971464	155971614	id-6362	2.39e-05	+	CTGATCTTCCTGTCCACTGCCAGAGAGTGGTGCCA	UpstreamP1_CTCF	16
chr1	155973216	155973366	id-6363	1	+	NA	NONE	11
chr1	155978374	155978524	id-6364	1.41e-05	+	TGCCAGGCACCGGTGTTCACCACTAGGTGACAGAG	UpstreamP1_CTCF	37
chr1	155981960	155982110	id-6365	2.8e-05	-	CATTCCACGCACACCTTGCCCTGTAGAGGGACCAG	Upstream_CTCF	8
chr1	155984748	155984898	id-6366	1.18e-05	+	GTGAAGTTGAAATAACCAGCCTTGAGAGGGCGCAG	UpstreamP1_CTCF	5
chr1	155995799	155995949	id-6367	9.62e-05	-	ATGCAGTGGCAGAGCAGGACCACAGCGCAGAGGCT	UpstreamP1_CTCF	40
chr1	156022780	156022930	id-6368	1	+	NA	NONE	22
chr1	156023154	156023304	id-6369	5.68e-06	-	AGCTGAAGGCAAGGAGAGGCGGGTAGGGGGCGCCC	V_CTCF_BR	38
chr1	156023590	156023740	id-6370	8.79e-07	-	GCGCTGTGGCTGCGGCTGGTCCGGAGGGGGCGGTG	UpstreamP1_CTCF	39
chr1	156030912	156031062	id-6371	1	+	NA	NONE	4
chr1	156036227	156036377	id-6372	1	+	NA	NONE	40
chr1	156045137	156045287	id-6373	1	+	NA	NONE	12
chr1	156060269	156060419	id-6374	1	+	NA	NONE	4
chr1	156060603	156060753	id-6375	7.42e-09	+	ACACATCTTTAAACATTGGCCACCAGGTGGCGCCG	V_CTCF_BR	40
chr1	156065927	156066077	id-6376	9.81e-06	-	TGTGTTCCAGGCAGAGGAAACGGAAGGGGGAGCCC	V_CTCF_BR	10
chr1	156066505	156066655	id-6377	5.33e-11	+	GGGGCTGGTCTCCGCTGGGCCAGCAGGTGGCGCCA	V_CTCF_BR	40
chr1	156075099	156075249	id-6378	1.56e-06	+	GTGCAGTCCCTTCCCCATCCCACAGGGCGGAGACC	UpstreamP1_CTCF	14
chr1	156083978	156084128	id-6379	1	+	NA	NONE	12
chr1	156089859	156090009	id-6380	1.32e-05	-	CCTGCATCTCCCTGCCTGTCCACACTGGGGCTGCA	Upstream_CTCF	27
chr1	156093043	156093193	id-6381	3.18e-06	-	AGACACAGCTCTCTCCTAGCCAGCAGAAGGTGGCA	V_CTCF_BR	16
chr1	156093287	156093437	id-6382	6.05e-06	-	TAAGAAGATAGTAGAATGTCCTGAAGGGGGCGGGA	V_CTCF_BR	36
chr1	156095847	156095997	id-6383	1	+	NA	NONE	39
chr1	156097200	156097350	id-6384	2.8e-05	+	GCAGTGCTAGTCAAAACCTCCACCAGGGAAAGACA	Upstream_CTCF	5
chr1	156100215	156100365	id-6385	1.9e-09	-	GCTGCTATGCCTGCAATTACCAGGAGAGGGCATCC	Upstream_CTCF	40
chr1	156106991	156107141	id-6386	4.59e-07	-	CAGCTGGCTCCGATGTTGGCCATCAGGGGGAGCCT	UpstreamP1_CTCF	37
chr1	156111085	156111235	id-6387	4.66e-08	+	CCTGCAGTTCCTGGGTCGGGCACCTTGGGGCGCCA	Upstream_CTCF	40
chr1	156115884	156116034	id-6388	1.55e-05	+	GAACTAATTTTCACTTTAACCACTAGTGGGCAGGT	V_CTCF_BR	40
chr1	156131245	156131395	id-6389	1.61e-05	+	CTTCACCTCCCAGTGGTGAGCAGCAGGGCTGGACC	UpstreamP1_CTCF	13
chr1	156142625	156142775	id-6390	9.31e-05	-	TACTCCACGCCAGATTTCACCAGCAGGGGCGTCCC	Upstream_CTCF	25
chr1	156163780	156163930	id-6391	1.67e-07	+	GACAGCTCATCCTCCGCCCCCTGCAGGGGGCGGTA	V_CTCF_BR	40
chr1	156186422	156186572	id-6392	4.5e-06	+	CGTGCGCTCTCCGCTGCGGGCGCCCGGGGCGGCCG	Upstream_CTCF	20
chr1	156195319	156195469	id-6393	5.77e-08	-	GGCCTGTTTCACAGACTGTCCACCAGAGGGCAGGC	V_CTCF_BR	40
chr1	156217172	156217322	id-6394	2.84e-05	+	CAGCTGGGCAGGCGGAGCCGCCCCAGGAGGAGGAC	UpstreamP1_CTCF	0
chr1	156222666	156222816	id-6395	1.95e-07	-	CCTGTCATCCGCCAACTGGCCACCAGTGGCCGCTT	Upstream_CTCF	7
chr1	156229708	156229858	id-6396	7.55e-07	-	CCACATGGGCCATCTGGGGGCAGCAGAGGGAAGTC	V_CTCF_BR	34
chr1	156251189	156251339	id-6397	2.04e-05	+	TGGGGACTGCTTGGGGCAGCCCATAGTGGGAGCCC	V_CTCF_BR	24
chr1	156289506	156289656	id-6398	4.96e-08	-	TTAGTAGTATAGCTTGTGGCCAGTAGATGGAGCCC	Upstream_CTCF	40
chr1	156306182	156306332	id-6399	1	+	NA	NONE	37
chr1	156307826	156307976	id-6400	8.21e-06	+	GCAACACTGAAAAGTATGGACAGAAGAGGGCGAAA	V_CTCF_BR	27
chr1	156326822	156326972	id-6401	7.8e-08	+	GGGCGTGGACTTCGCTCCGCCGCTAGGTGGCGGGC	V_CTCF_BR	39
chr1	156329866	156330016	id-6402	1.17e-05	-	CCGTGAGGTAGGAAGTAAACCAGGAGAGGGCGTTG	V_CTCF_BR	40
chr1	156345972	156346122	id-6403	4.65e-05	+	AGAGTCACCATGTTGCACAACTCCAGGGGGCATCA	V_CTCF_BR	15
chr1	156349403	156349553	id-6404	3.28e-05	-	CCCACACTCACATTTGCATCCTGTAGGTGGAGCGT	V_CTCF_BR	29
chr1	156352861	156353011	id-6405	6.94e-09	+	CCTGTGCTGCTCCCTCTGCCCACTAGAGGGAAGCC	Upstream_CTCF	40
chr1	156355498	156355648	id-6406	1.55e-08	+	TTGTCCTGAAGTCATTTGACCACCAGAGGGCGCAC	V_CTCF_BR	39
chr1	156365065	156365215	id-6407	1.63e-05	-	GAGGCAGGATCGCTTGAACCCGGGAGGTGGAAGTT	Upstream_CTCF	0
chr1	156389793	156389943	id-6408	2.14e-10	+	GCCCCATCCTGAGCGGGGACCACCAGAGGGCACCA	V_CTCF_BR	32
chr1	156414328	156414478	id-6409	1.48e-06	-	GATATTTTAAGGTCTTGGGACACTAGGTGGCGGCA	V_CTCF_BR	40
chr1	156415714	156415864	id-6410	1.62e-08	-	CTGCCATAGCCTGGTGCGGCCACCAGGAGGAGCAT	UpstreamP1_CTCF	40
chr1	156421731	156421881	id-6411	1	+	NA	NONE	25
chr1	156426323	156426473	id-6412	1	+	NA	NONE	40
chr1	156427437	156427587	id-6413	1	+	NA	NONE	38
chr1	156431834	156431984	id-6414	6.84e-06	+	GGTAACCAACAGGGAGCCTCCTCTAGAGGGTGGTA	V_CTCF_BR	4
chr1	156435640	156435790	id-6415	2.97e-06	+	CTCTCCAACTGGGAGGAAACCCCAAGGGGGCGCCG	V_CTCF_BR	40
chr1	156449793	156449943	id-6416	1.21e-05	-	GCTGAGGACTAACCCACCTCCACTAGGGGGTGTCC	Upstream_CTCF	39
chr1	156450613	156450763	id-6417	1.67e-07	+	GCGCGTCGGTACTTGTCCTCCAGCAGGGGGCTCTG	V_CTCF_BR	40
chr1	156458924	156459074	id-6418	1	+	NA	NONE	33
chr1	156460316	156460466	id-6419	1	+	NA	NONE	12
chr1	156466546	156466696	id-6420	2.97e-06	-	GCCATTAGGCCCCTTTCCCCCAGTAGTGGGAGCTA	V_CTCF_BR	12
chr1	156471149	156471299	id-6421	1.31e-05	-	GACCGGAGGGGGCCTGTCACAGGTAGAGGGAGCAA	V_CTCF_BR	33
chr1	156474762	156474912	id-6422	1.24e-05	-	CCCACATCCTGCCCACTCTCCTGCAGCTGCCACCA	V_CTCF_BR	2
chr1	156481823	156481973	id-6423	1	+	NA	NONE	0
chr1	156518691	156518841	id-6424	1.29e-05	+	CAGCAGTCAATGAAGCACTCCTGAGGGAGGCAGCG	UpstreamP1_CTCF	1
chr1	156519344	156519494	id-6425	1	+	NA	NONE	7
chr1	156553933	156554083	id-6426	7e-10	+	ACTGCAGTTCCCTAAATGGCCACAGGATGGAGATG	Upstream_CTCF	40
chr1	156554730	156554880	id-6427	3.47e-07	-	CTGCGACAGCCCCCAACACCCTGCAGAGGGCGCAT	UpstreamP1_CTCF	36
chr1	156569719	156569869	id-6428	1	+	NA	NONE	26
chr1	156572567	156572717	id-6429	1	+	NA	NONE	39
chr1	156577969	156578119	id-6430	3.56e-05	-	GCTGAACCTGCACTAGATGGCATCAGAGAGCAGCA	Upstream_CTCF	40
chr1	156578988	156579138	id-6431	4.73e-07	-	CATGTAATAAGGCAGAGAGCCAGCAGGTGGGGCAG	Upstream_CTCF	40
chr1	156586324	156586474	id-6432	2.04e-05	-	CAACTCAAACAAACAGCCTCCGGCAGAGGGAGAAG	V_CTCF_BR	25
chr1	156589243	156589393	id-6433	5.51e-07	+	AAAGGCAATGCGCACTCAGGCACCAGAGGGCAGAG	V_CTCF_BR	40
chr1	156594243	156594393	id-6434	5.01e-06	+	GCGGAGCTGTCTCAGGGGCCCGAGAGAGGGCGCCA	V_CTCF_BR	40
chr1	156595295	156595445	id-6435	6.64e-05	-	GGGTCACCTCTGCATCTCGCCGCCGGAGGCGCCCC	Upstream_CTCF	7
chr1	156595726	156595876	id-6436	4.11e-08	+	CATGTTGTTGCGCCAGGCGCCACGCGGGGGCGCCG	Upstream_CTCF	40
chr1	156597313	156597463	id-6437	1.19e-06	+	ATCACATGGCCCCACCCAACCACAAGGGGGCAAGA	V_CTCF_BR	40
chr1	156627350	156627500	id-6438	3.39e-10	-	CGTGCAGTGAGCGCAGCCGCCAGCAGATGGCGGCC	Upstream_CTCF	40
chr1	156629889	156630039	id-6439	5.92e-05	+	AGTGCCGTGTACGCGTGCGCCGGTGGAGACGGGCA	Upstream_CTCF	40
chr1	156643206	156643356	id-6440	4.65e-05	+	GAGGGAAGTCTTGGAGCCACCGCCAGGTGTTTGCA	V_CTCF_BR	1
chr1	156647934	156648084	id-6441	1.41e-06	-	CTGCTTCCACTTCTGAAAGCCGCCAGAGGGCGTCC	UpstreamP1_CTCF	40
chr1	156652099	156652249	id-6442	1.03e-06	+	CTGTCCTGCTTTTCCCCGGCCACAGGAGGGAGGCT	UpstreamP1_CTCF	33
chr1	156654140	156654290	id-6443	3.1e-07	+	GGGTTCTGTTGGGGCATGGCCACCAGGGGCCATTA	UpstreamP1_CTCF	34
chr1	156658889	156659039	id-6444	2.18e-07	+	TCTGTCCTGGAACGAACTGCCACCAGAGGGAGTGA	Upstream_CTCF	40
chr1	156659393	156659543	id-6445	3e-08	+	GGTGTGGTGTCTCGAGAAGCCACTAGGTGGAGCCA	Upstream_CTCF	39
chr1	156661654	156661804	id-6446	1	+	NA	NONE	33
chr1	156673661	156673811	id-6447	1.48e-06	-	CCACGTGCCCTCCTCAGGCCCTGCAGGGGGCAGAT	V_CTCF_BR	11
chr1	156675847	156675997	id-6448	1.91e-08	-	CCAGCCTCTCCGAGTTGTTCCAGCAGGGGGCGCCG	Upstream_CTCF	40
chr1	156695687	156695837	id-6449	1.38e-08	-	ACCTGCTGGTCTCAGGAGGCCGCCAGAGGGCGCCC	V_CTCF_BR	40
chr1	156696479	156696629	id-6450	9.31e-05	+	ACTTTCACTGCTTCTTCCACCGACAGGGGGCCTTC	Upstream_CTCF	40
chr1	156698806	156698956	id-6451	2.34e-06	-	ATGCCCGGCATCCCGGGGTCCAGCAGGGAGCGCGG	UpstreamP1_CTCF	15
chr1	156717232	156717382	id-6452	1	+	NA	NONE	40
chr1	156721519	156721669	id-6453	1.04e-05	-	AGCTGCACGCATCAAACCGCCGCGGGAGGGAGCGC	V_CTCF_BR	25
chr1	156737398	156737548	id-6454	1.38e-06	+	GACTTTTCGGTTCCCCGCCCCGCCAGGTGGCGGGG	V_CTCF_BR	10
chr1	156742099	156742249	id-6455	3.03e-05	+	AGCGTAGTACCAAATTCTCCCTCCAGGCGTATTCC	Upstream_CTCF	19
chr1	156743554	156743704	id-6456	1.7e-05	+	GTAGCAATACTCCCAGTAGCCAAAGGTGGCAACAA	Upstream_CTCF	28
chr1	156767208	156767358	id-6457	9.88e-07	+	TCTCCTATTCTCAGAGCGGCCACTAGGAGGGGATA	Upstream_CTCF	40
chr1	156771196	156771346	id-6458	1	+	NA	NONE	27
chr1	156783652	156783802	id-6459	1.56e-05	+	GCAGCAGCAGGTCCTGCAGCCGCGCGTGGGCGCTG	Upstream_CTCF	38
chr1	156785294	156785444	id-6460	7.6e-05	-	AAGCCCTCCCTCATTCTGGCCTCTAGGGTGACTTC	UpstreamP1_CTCF	27
chr1	156802338	156802488	id-6461	1.93e-05	-	CCCTTCACACCCATACCATCCTCCAGAGGGCTTTG	V_CTCF_BR	21
chr1	156803497	156803647	id-6462	2.27e-05	+	CCCGTTCTGTTAGGTTCTGCCAGTAGCAGGTGCTG	V_CTCF_BR	8
chr1	156808790	156808940	id-6463	1.15e-07	+	GCTGCGGTTCTGCTGGTAACCATTAGGGGTCACTG	Upstream_CTCF	40
chr1	156814018	156814168	id-6464	1.34e-06	+	CTCCTCTGGCAGTCAGAGGGCAGCAGAGGGTAGAG	UpstreamP1_CTCF	7
chr1	156815429	156815579	id-6465	4.88e-06	+	CAGCGGGGGCAGAACCTGACCAGGAGGTGGGTGCT	UpstreamP1_CTCF	12
chr1	156824516	156824666	id-6466	7.11e-06	-	GCTGCAGAGTGGAGAATGGCCCATAGAGGGACAAG	Upstream_CTCF	31
chr1	156829982	156830132	id-6467	1.04e-06	-	ACCGCGCCTCCAAGAGAAGCCACAGGGTGGCGCGA	Upstream_CTCF	40
chr1	156834703	156834853	id-6468	3.28e-05	-	AGTGAGATGGCAAGGAGGACCTCTAGCTGTCAGGG	V_CTCF_BR	8
chr1	156846125	156846275	id-6469	1.61e-05	+	CTGCCGCTTCCATCCAGGCACTGAAGGAGGCGTCC	UpstreamP1_CTCF	23
chr1	156855454	156855604	id-6470	2.37e-05	-	TCTGCAGCCTGGCAAGTCCCCTGCAGCTAGAGGGA	Upstream_CTCF	15
chr1	156860016	156860166	id-6471	1.39e-07	-	TCAGTGTCACCAAGAGGCTCCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr1	156862163	156862313	id-6472	1.04e-07	+	TCTGGGAAGCGGATGCTAGCCGCGAGGTGGCGCTC	V_CTCF_BR	40
chr1	156863573	156863723	id-6473	2.62e-07	-	CCGCACCACCGGGCCTCCCCTGCCAGGGGGCGCGC	UpstreamP1_CTCF	10
chr1	156877105	156877255	id-6474	1	+	NA	NONE	22
chr1	156880136	156880286	id-6475	8.17e-10	+	CTGCCCCTTCCACCTGCCACCAGCAGGGGGCAGTG	UpstreamP1_CTCF	40
chr1	156881486	156881636	id-6476	1	+	NA	NONE	8
chr1	156883156	156883306	id-6477	5.86e-07	+	CCTGCAGAACCCTGAGCGGCCAGGTGGGGCCCAAG	Upstream_CTCF	16
chr1	156890287	156890437	id-6478	3.8e-08	-	CCGCAGAGAGCACGCGGGGCCGACAGGGGGCGCCG	V_CTCF_BR	40
chr1	156894610	156894760	id-6479	2.96e-05	+	GTGTGGGGAGGGTTTTCCAGTAGGAGGGGGCGCTC	UpstreamP1_CTCF	4
chr1	156897685	156897835	id-6480	1.17e-05	-	CGCTCCTGTGTCCCTTTTTCCAGCAGGAGGCGTCG	V_CTCF_BR	40
chr1	156918616	156918766	id-6481	2.27e-06	-	CAGAGGCAACGTGAACTGGCCACTAGGGGCAGGGA	V_CTCF_BR	39
chr1	156931597	156931747	id-6482	2e-06	-	CCAGTAGCACCGCACTTGCCCAGTAGTTGTAACAA	Upstream_CTCF	36
chr1	156939937	156940087	id-6483	1	+	NA	NONE	37
chr1	156967199	156967349	id-6484	9.67e-08	+	ACTGCAGTGACTAGAGTGGCCTGGAGGAGGAAAGG	Upstream_CTCF	13
chr1	157044138	157044288	id-6485	4.7e-06	-	CCTCGCCCTCCAGTAGCTTCCTGTAGGTGGCGATC	V_CTCF_BR	40
chr1	157060031	157060181	id-6486	5.33e-11	+	CCGCCGGTACTGACTCTGGCCACCAGAGGGCACTC	V_CTCF_BR	39
chr1	157074737	157074887	id-6487	2.19e-05	+	GGAGACATTGCGTTGGTGACCTCCAGGGGGTATTT	Upstream_CTCF	3
chr1	157094764	157094914	id-6488	8.33e-05	+	TCCTCACTGTCTTCAGTCACCTCCAGAGGTTCTCC	Upstream_CTCF	25
chr1	157106032	157106182	id-6489	9.78e-07	-	CTGTAGCATCGTGGAAAAGCCAGAAGGAGGTGGAG	UpstreamP1_CTCF	37
chr1	157125913	157126063	id-6490	3.95e-09	-	GCTGTCGCTACAATACTTTCCACCAGGGGGCGCTG	Upstream_CTCF	40
chr1	157133544	157133694	id-6491	1.79e-08	+	GCGGCAGTTTGGTCTTCAGCCACGAGGTGGCACTA	Upstream_CTCF	40
chr1	157140629	157140779	id-6492	9.49e-08	+	AAATTTGGTAAACGCAGAGCCACGAGGGGGCGCCC	V_CTCF_BR	40
chr1	157141808	157141958	id-6493	5.86e-07	+	TGGGCAATTCTGAGCACAGCCACTAAGTGGCGACA	Upstream_CTCF	40
chr1	157160428	157160578	id-6494	1.26e-05	+	GCTGCACTCATCTGAGTCCCCAGTACGTAGCGCTG	Upstream_CTCF	4
chr1	157163528	157163678	id-6495	1.52e-07	+	AAAAATTGGAAATGCAGAGCCACGAGGGGGCGCCC	V_CTCF_BR	40
chr1	157166755	157166905	id-6496	1	+	NA	NONE	40
chr1	157170565	157170715	id-6497	1	+	NA	NONE	1
chr1	157255700	157255850	id-6498	1.03e-05	-	TTGTTCCCAACCCATGGGGTCAGCAGAGGGAGATG	UpstreamP1_CTCF	0
chr1	157272770	157272920	id-6499	2.78e-06	+	ATCCCCACTCCCATACTCGCCACAGGAGGGCACTT	V_CTCF_BR	2
chr1	157281031	157281181	id-6500	1.04e-05	-	GTGTATGGAGAGTTGATGACCCCTAGTGGGAGCTG	V_CTCF_BR	35
chr1	157333462	157333612	id-6501	5.9e-06	+	CCACAGTTCTAACTAATGGCCAATAGGTGTCACTA	UpstreamP1_CTCF	40
chr1	157339817	157339967	id-6502	4.24e-09	+	GTTGCAGTTCTTGCTTGAACCACTAGGTGTCACTG	Upstream_CTCF	37
chr1	157341620	157341770	id-6503	8.5e-06	-	GGAGCAGAGCCTAAAGAAAACAGCAGGCGGCTGGG	Upstream_CTCF	0
chr1	157347152	157347302	id-6504	5.86e-07	+	TGGGCAATTCTGAGCACAGCCACTAAGTGGCGACA	Upstream_CTCF	32
chr1	157369978	157370128	id-6505	1.47e-05	+	GTGTATAGGGAGGTGATGACCACTAGTGGGAGTGG	V_CTCF_BR	22
chr1	157459269	157459419	id-6506	5.86e-07	-	TGGGCAATTCTGACCACAGCCACTAAGTGGCGATA	Upstream_CTCF	40
chr1	157460489	157460639	id-6507	1.52e-07	-	AAATTTGGAAAATGCAGAGCCACGAGGGGGCGCCC	V_CTCF_BR	40
chr1	157465952	157466102	id-6508	4.24e-09	-	GTTGCAGTTCTTGCTTGAACCACTAGGTGTCACTG	Upstream_CTCF	34
chr1	157475561	157475711	id-6509	5.37e-06	-	CCACAGTTCTAACAAATGGCCAATAGGTGTCACTA	UpstreamP1_CTCF	40
chr1	157539557	157539707	id-6510	5.3e-05	-	GTGTAATTACTAAAAGCTGCAGACAGAGGGAGTGT	UpstreamP1_CTCF	16
chr1	157550099	157550249	id-6511	4.7e-06	+	AAGCAAAGACGCATTTTTGTCAGCAGAGGGAGCTC	V_CTCF_BR	40
chr1	157551181	157551331	id-6512	1	+	NA	NONE	1
chr1	157596023	157596173	id-6513	1	+	NA	NONE	27
chr1	157632168	157632318	id-6514	2.81e-06	-	CCTGTTTGCCTGGGTATCACCAGCAGAGGCTGCAG	Upstream_CTCF	0
chr1	157661228	157661378	id-6515	4.99e-07	-	GGTGCTATCTTTCTTGCAGCCAGCAGATGGCTCAT	Upstream_CTCF	39
chr1	157709549	157709699	id-6516	1	+	NA	NONE	9
chr1	157721196	157721346	id-6517	1	+	NA	NONE	12
chr1	157740357	157740507	id-6518	2.44e-07	+	GATGCTGTCTCCTTCGAAGACAGAAGAGGGCGCCA	Upstream_CTCF	38
chr1	157743613	157743763	id-6519	1.41e-08	-	CTGCAGTTCTCCTCTATACCCTCTGGGGGTCAGCA	UpstreamP1_CTCF	23
chr1	157847967	157848117	id-6520	2.27e-06	+	GCTTCTTTCTTAACGAGTGCCACCAGATGTCACTC	V_CTCF_BR	37
chr1	157880663	157880813	id-6521	1	+	NA	NONE	15
chr1	157918459	157918609	id-6522	6.73e-07	-	CAGCAGGAATGTGTCTGTGTCAGCAGAGGGCACTC	UpstreamP1_CTCF	40
chr1	157930686	157930836	id-6523	1.82e-06	+	TTGCAGTAGCTATCTTGTGGCCTCAGGTGGCGGTC	UpstreamP1_CTCF	17
chr1	157933532	157933682	id-6524	7.33e-10	+	GGGCAGCGGGTGCCTCCTGCCAGCAGATGGCAGCA	V_CTCF_BR	40
chr1	157939659	157939809	id-6525	5.48e-05	+	TCCTCCCCTTGACCATCCTCCACTAGGTGGCCATA	Upstream_CTCF	39
chr1	157948945	157949095	id-6526	7.17e-05	+	CACACAGGGCCTCAGTCCGCCGGCAGGGAGCGACT	Upstream_CTCF	22
chr1	157961854	157962004	id-6527	7.1e-07	+	GAGCTGTGGCCGCTACACATCAACAGAGGGCACCA	UpstreamP1_CTCF	40
chr1	157963986	157964136	id-6528	1.63e-05	-	GCCGAGACACCCCTCCCTTCCTCTAGAGGGGGCAG	Upstream_CTCF	33
chr1	157965758	157965908	id-6529	2.15e-05	+	TGGGGCAGTGAGAGAGGAAACGGAGGGGGGCGCTA	V_CTCF_BR	24
chr1	157972224	157972374	id-6530	2.72e-05	+	GAGTCCTTTGAAGAGGGTCCCACCAGGGGGGGTGA	UpstreamP1_CTCF	24
chr1	157980607	157980757	id-6531	1	+	NA	NONE	3
chr1	157989287	157989437	id-6532	1	+	NA	NONE	9
chr1	157992151	157992301	id-6533	8.19e-06	-	GTTCTGCTTCTGTCAGAATCCGCTGGGTGGCACTG	UpstreamP1_CTCF	9
chr1	158005899	158006049	id-6534	5.34e-06	-	TTCTGTATTCTAATTCTGTGCTCCAGGGGGCGCCA	V_CTCF_BR	40
chr1	158057211	158057361	id-6535	1.82e-06	-	GACTAATGACCCACTGTGGCCACTAGGCGTCAGTG	UpstreamP1_CTCF	40
chr1	158065652	158065802	id-6536	2.31e-07	+	GCTGCACAGCAGTGAACCAACACTAGAGGGAGCCA	Upstream_CTCF	40
chr1	158083408	158083558	id-6537	2.5e-09	-	GACCTCGGGCTCCGGGCGGCCGCCGGGGGGCGCCG	V_CTCF_BR	35
chr1	158087671	158087821	id-6538	1.97e-06	+	CACCCTCTGCACTGCTTCTCCCCCAGGGGGAGCTG	V_CTCF_BR	39
chr1	158091549	158091699	id-6539	1.01e-08	-	CTGTAGCTCACCTCTCTCACCACCTGAGGGCAGAA	UpstreamP1_CTCF	40
chr1	158094875	158095025	id-6540	4.98e-09	-	CTGCACTGTAAGCTTATGGCCATCAGATGGCAGCA	UpstreamP1_CTCF	40
chr1	158149634	158149784	id-6541	1	+	NA	NONE	1
chr1	158173723	158173873	id-6542	2.33e-07	+	ATGATGCTTGTGAATGTCACCACTAGGTGGCACTG	UpstreamP1_CTCF	39
chr1	158216566	158216716	id-6543	7.27e-06	+	GATAACTTTGCTTTAAATTCCACCAGGTGGCACAC	V_CTCF_BR	11
chr1	158299710	158299860	id-6544	1.1e-06	-	TGCTTCATGTGTGCCTTCCCCAGAAGGTGGCAGCA	V_CTCF_BR	24
chr1	158466293	158466443	id-6545	4.21e-05	-	TGAATACTTTCTGATGACAACACAAGAGGGAGCTC	V_CTCF_BR	23
chr1	158476279	158476429	id-6546	1.38e-06	+	TGTCACCACAGCAATATCAGCACTAGGGGGCACCC	V_CTCF_BR	37
chr1	158497113	158497263	id-6547	5.72e-07	-	GTGCAATTTGACCTGTGGAGCAGTAGATGGGGCTT	UpstreamP1_CTCF	34
chr1	158618882	158619032	id-6548	1	+	NA	NONE	4
chr1	158624441	158624591	id-6549	2.43e-06	-	TCAGCAACAACAGGCTGCACCAGTGGAGGGAGTTG	Upstream_CTCF	0
chr1	158763479	158763629	id-6550	9.4e-06	+	GAACAGTTTAGGCTTCAGGCCAGTAGGAGGTGCCC	UpstreamP1_CTCF	29
chr1	158768411	158768561	id-6551	4.88e-05	+	ATCTTTATTCCATGTGCCTCCAGTAGGTGGACCTT	Upstream_CTCF	13
chr1	158853319	158853469	id-6552	9.78e-07	+	ATCCTGTTACTCAGACAGTCCAGCAGGTGGGAGGA	UpstreamP1_CTCF	4
chr1	158914977	158915127	id-6553	3.11e-05	+	TTTGTGCAACGATTGCTGACCACAAGAGGGCTAGT	V_CTCF_BR	7
chr1	158932916	158933066	id-6554	4.5e-06	-	ACTGCAGTTCCTTCCCCAGTCTGAAGGCAGCAGGG	Upstream_CTCF	3
chr1	158942763	158942913	id-6555	1	+	NA	NONE	24
chr1	158968584	158968734	id-6556	4.28e-10	-	GTGTAGTGCTTAGGTATTGCCACAAGGTGGCAGTA	UpstreamP1_CTCF	40
chr1	159026204	159026354	id-6557	1	+	NA	NONE	30
chr1	159041891	159042041	id-6558	1.38e-07	-	GTGTAGTTCTTAGAGATGGCCCTTAGATGGCAGTA	UpstreamP1_CTCF	40
chr1	159059105	159059255	id-6559	9.14e-09	-	GTTGAACTTCTTCATCTTGCCACCAGGAGGCAGTG	Upstream_CTCF	39
chr1	159102195	159102345	id-6560	1.15e-07	+	GTGACATTGTGCAAGCCTCCCAGCAGGTGGCGCCC	V_CTCF_BR	40
chr1	159130900	159131050	id-6561	1	+	NA	NONE	40
chr1	159166441	159166591	id-6562	6.49e-06	-	GCTGCTATACGCCAGGTGGCCTCTTGGGGTTCGTT	Upstream_CTCF	40
chr1	159167879	159168029	id-6563	9.14e-09	-	GATGCAGTAGCTCCTTCTACCACCAGGCGTCAGCA	Upstream_CTCF	40
chr1	159175179	159175329	id-6564	1	+	NA	NONE	12
chr1	159181437	159181587	id-6565	5.28e-08	-	ACTGCAGAGACATCAATTGCCACAGGGGGGCGACA	Upstream_CTCF	40
chr1	159184061	159184211	id-6566	1.23e-08	-	TTGAAGTGACAGCTTCTGACCACTAGAGGGACCCC	UpstreamP1_CTCF	40
chr1	159220753	159220903	id-6567	1	+	NA	NONE	21
chr1	159391760	159391910	id-6568	2.4e-09	+	CTGCAATGCGCTGTACAGGCCTGCAGGTGGCACAT	UpstreamP1_CTCF	32
chr1	159557552	159557702	id-6569	1	+	NA	NONE	3
chr1	159670226	159670376	id-6570	3.4e-06	-	TGGAGAGAAAGGAAGTGGGGCACTAGAGGGAGCAC	V_CTCF_BR	4
chr1	159745640	159745790	id-6571	5.01e-06	-	CATTTTAATATAGGTCTTTCCACAAGATGGCACTG	V_CTCF_BR	16
chr1	159750400	159750550	id-6572	4.34e-07	+	ACGCAATGACTGCAACATGCCGCCAGGGTGCAGCA	UpstreamP1_CTCF	39
chr1	159760225	159760375	id-6573	1.22e-07	-	AGTGATGTTTAAACTATGACCAGTAGGGGTCAGTA	Upstream_CTCF	40
chr1	159767477	159767627	id-6574	5.08e-05	+	ATGAAGAACTTCTTCATAGCCACTAGAGGAGGGAG	UpstreamP1_CTCF	5
chr1	159767810	159767960	id-6575	6.46e-07	-	TCTGTGTGGGGCCACACTTCCAGCTGGGGGCAGCC	V_CTCF_BR	29
chr1	159768751	159768901	id-6576	1	+	NA	NONE	40
chr1	159773814	159773964	id-6577	6.43e-06	-	GTGAGAATGCGGGGAGCAGCCTCCAGTGGTAGGAG	V_CTCF_BR	13
chr1	159791390	159791540	id-6578	2.67e-06	-	CCTCAAATACCTGAGAGCGCCACCAGACGGCAGCC	Upstream_CTCF	21
chr1	159799159	159799309	id-6579	1.04e-07	-	GCAGGATAGGGAAGTGTCACCGGCAGAGGGCACAG	V_CTCF_BR	38
chr1	159805756	159805906	id-6580	1	+	NA	NONE	2
chr1	159806040	159806190	id-6581	2.04e-05	+	CCCACAGCCCAACAGCAGGACTGTAGAGGTCACTC	V_CTCF_BR	35
chr1	159815842	159815992	id-6582	1	+	NA	NONE	6
chr1	159820833	159820983	id-6583	9.25e-06	+	TGGAGTGCAACCACTTTGTCCACTAGAGGCAGCTG	V_CTCF_BR	31
chr1	159821303	159821453	id-6584	7.62e-07	+	AATGCCAATCCCCTTCCCACCAAAAGGGGGAGCTG	Upstream_CTCF	29
chr1	159861434	159861584	id-6585	1.99e-07	-	CACGTGAAAGCAGAGATGGGCACCAGGTGGCAGCA	V_CTCF_BR	40
chr1	159862859	159863009	id-6586	2.97e-06	+	CTACATTTTTGGGCCTCTGCCTGCAGGTGGCATCA	V_CTCF_BR	23
chr1	159870249	159870399	id-6587	9.31e-05	+	ATTACTCTTGCCCCATTGCCCAGGAGGCGCCAAGC	Upstream_CTCF	4
chr1	159886329	159886479	id-6588	4.01e-05	+	GAATTGGCATTGGGCCTCGCCCCTAGTGGGTGCTT	V_CTCF_BR	17
chr1	159894447	159894597	id-6589	9.49e-08	+	GCCACCACCGGCTTTCCCAGCAGCAGGGGGCACCC	V_CTCF_BR	30
chr1	159897945	159898095	id-6590	6.8e-06	-	AGGCAGCTACCTCAGCCCTGCTCCAGGAGACACCA	UpstreamP1_CTCF	17
chr1	159902590	159902740	id-6591	9.4e-06	+	AGGCTGTGACTGCACAACTCCAGGGGGTGCCACTC	UpstreamP1_CTCF	10
chr1	159906307	159906457	id-6592	6.09e-13	+	CCTGCACTTCCGAGTTTGGCCAGCAGAGGGAGGCA	Upstream_CTCF	40
chr1	159912788	159912938	id-6593	5.34e-06	+	GACATGCAGGGGGGGCCGGCCGGCCGGGGGCAGCA	V_CTCF_BR	0
chr1	159915520	159915670	id-6594	5.96e-07	-	CGCTTGGCTGTGCAGAGGTCCACGAGGGGGCGACC	V_CTCF_BR	37
chr1	159940869	159941019	id-6595	1	+	NA	NONE	2
chr1	159976229	159976379	id-6596	8.81e-07	-	AAGGCCTCTACTGCTGCTGCCGACAGAGGGCGCAG	V_CTCF_BR	40
chr1	159977502	159977652	id-6597	4.11e-08	-	GATGCAATATCACAATTGACCAATAGATGTCACTA	Upstream_CTCF	40
chr1	160010768	160010918	id-6598	4.65e-05	+	AACTTCATGGTGGTGGTGGGAGGTAGGGGGCAGTC	V_CTCF_BR	2
chr1	160016582	160016732	id-6599	4.01e-05	+	AAAATAAAACATACTCTTTCCTCTAGAGGGTGCTA	V_CTCF_BR	39
chr1	160027977	160028127	id-6600	1.3e-07	+	TTGAAGTTTCAACGTTTGGACACTTGGGGGCACTG	UpstreamP1_CTCF	39
chr1	160031394	160031544	id-6601	5.01e-06	+	TGTTATAACCAGTGTCAGAGCAGCAGAGGGCAGCA	V_CTCF_BR	7
chr1	160048508	160048658	id-6602	7.42e-09	-	CTGGCACCACCCTGTGAGGCCTGCAGGGGGCGCCC	V_CTCF_BR	40
chr1	160053978	160054128	id-6603	1.21e-10	-	CGCGGCCGTAGGCGATCAGCCACCAGATGGCGCCG	V_CTCF_BR	40
chr1	160055510	160055660	id-6604	2.46e-08	+	CGGGTGGAGGACCAAAGGCCCACTAGGGGGCGCCG	V_CTCF_BR	40
chr1	160070877	160071027	id-6605	3.71e-10	+	CTGCGGGTTCCAGAGGCGGCCAGCAGAGGGAGCCC	V_CTCF_BR	40
chr1	160078838	160078988	id-6606	4.41e-06	+	CCCAGAGGGCACTCACATTCCTCAAGGGGGCAGTG	V_CTCF_BR	39
chr1	160083329	160083479	id-6607	4.11e-08	+	TGGGCAGTACTGGGAGGTGCCAGCAGGGGTGAGGG	Upstream_CTCF	23
chr1	160094514	160094664	id-6608	2.46e-06	-	CTGTAGTTATGAAAATGCACCTCCTGGGGTCATTC	UpstreamP1_CTCF	31
chr1	160094988	160095138	id-6609	8.71e-06	-	TTCAGGATTCAGACTCTTTCCTACAGGGGGCAGCC	V_CTCF_BR	33
chr1	160132183	160132333	id-6610	1.65e-07	+	CTGTTATGGCCCGTGCTACCCAGCAGAGGTCAGAT	UpstreamP1_CTCF	40
chr1	160133561	160133711	id-6611	5.3e-05	-	TTGGTGGGTTCCTGGATAGCCACAGGATGGGGCTG	UpstreamP1_CTCF	24
chr1	160137597	160137747	id-6612	1.21e-06	+	CTTGCAGTTCTAGTGACTGCCAGCGGGTAGGCGAT	Upstream_CTCF	22
chr1	160138907	160139057	id-6613	7.11e-06	+	GCTGCCTTCCTTAGCTTGCCCTAAAGGTGGAGACT	Upstream_CTCF	11
chr1	160160739	160160889	id-6614	7.09e-08	-	CTGCAGTGCCCCCAACTCACCTCCAGGATCAGCTC	UpstreamP1_CTCF	5
chr1	160162983	160163133	id-6615	1.96e-08	+	TGGTTGTTAGAGCAGTCAGCCACTAGGGGGCAGCA	V_CTCF_BR	40
chr1	160188894	160189044	id-6616	1	+	NA	NONE	12
chr1	160189485	160189635	id-6617	4.7e-06	-	GCTCATGTTTCCAAGTCAGACAGCAGGGGGCATTG	V_CTCF_BR	40
chr1	160221836	160221986	id-6618	1.23e-05	-	ATGTTTGCTTACACATAGGCCACTGGGTGGTGCCA	UpstreamP1_CTCF	39
chr1	160252673	160252823	id-6619	3.16e-05	-	GGAGCAGTTCCAAAAGCTCTCAGAGGCTGCAGGGA	Upstream_CTCF	18
chr1	160261211	160261361	id-6620	1.67e-07	-	CATGTGTTCCTTTTTCTGTCCACCAGATGGCAGCC	V_CTCF_BR	40
chr1	160261650	160261800	id-6621	7.73e-05	+	ATGGTGATGAGCTGCTGGGCCTGTAGAGGGGGCAG	Upstream_CTCF	29
chr1	160313057	160313207	id-6622	3.11e-05	+	GAGACGGTGTCAGTGGTAGCCTAGAGAGGCCGCTA	V_CTCF_BR	19
chr1	160324301	160324451	id-6623	1.39e-07	+	CCTGAGTTCCTCAGGGTTGCCAGCAGAGGGCATCA	V_CTCF_BR	40
chr1	160329531	160329681	id-6624	4.7e-05	+	TGTGTCTGAGCCATAAGCATCAGCAGGAGGCGAGG	Upstream_CTCF	15
chr1	160345023	160345173	id-6625	1.59e-06	-	GGACTGGAAGAGGGCATGGACAGCTGGGGGAGCTA	V_CTCF_BR	1
chr1	160346418	160346568	id-6626	4.01e-05	-	AAAATGTTTCTGCTAGTAGCCAGCAGGGGACAGTG	V_CTCF_BR	40
chr1	160381455	160381605	id-6627	1	+	NA	NONE	23
chr1	160386310	160386460	id-6628	1.22e-07	-	GACGCCATTCTACAGGCTGACACCAGAGGGCACAG	Upstream_CTCF	39
chr1	160398485	160398635	id-6629	8.81e-07	+	CTTGTTAGGGAGGGAATGGGCAGGAGGGGGCAGTG	V_CTCF_BR	40
chr1	160464512	160464662	id-6630	1.52e-07	+	AGCAGATTGCCCGCTACAGCCTCCAGAGGGAGCAC	V_CTCF_BR	39
chr1	160489738	160489888	id-6631	4.24e-07	-	TCTGCAATCTCCAATGTGACCTCCAGGTGTTCATG	Upstream_CTCF	12
chr1	160505133	160505283	id-6632	1	+	NA	NONE	9
chr1	160514584	160514734	id-6633	9.51e-07	+	CCTAACCTACTAGAACTTTCCACCAGAGGGCTCTG	V_CTCF_BR	38
chr1	160520363	160520513	id-6634	2.6e-06	+	GCTCCTCTGTTGTGTGGCCCCTCTAGGGGGCGCCT	V_CTCF_BR	17
chr1	160548085	160548235	id-6635	1	+	NA	NONE	1
chr1	160557672	160557822	id-6636	1	+	NA	NONE	7
chr1	160575172	160575322	id-6637	1.17e-05	-	AGCCTGGAGCCTGGTAGGTCCACTAGGTGGCTAGA	V_CTCF_BR	8
chr1	160575700	160575850	id-6638	4.65e-05	+	GGCTGGCAGAAAAAGACCATCAGGTGGGGGCAGAG	V_CTCF_BR	7
chr1	160577012	160577162	id-6639	5.41e-06	-	GATGAGTTTCACACACCAGCCACAAGAGGGTGATA	Upstream_CTCF	39
chr1	160581805	160581955	id-6640	6.84e-06	+	ACTCTCAGGGAAACACTGGCCAGCAGGGGGTTAGC	V_CTCF_BR	6
chr1	160588659	160588809	id-6641	1.15e-08	+	GTGTAATAAGCCCTCCAGGCCACTAGGGGACAGCA	UpstreamP1_CTCF	40
chr1	160633305	160633455	id-6642	1	+	NA	NONE	8
chr1	160645473	160645623	id-6643	1.96e-08	+	TAAACTTGCTGCGCTGGAGCCAGCAGAGGGCAGTG	V_CTCF_BR	40
chr1	160651413	160651563	id-6644	3.09e-07	+	CAGTGAAGCTAAGCTGCGTCCTGGAGGGGGCGCCA	V_CTCF_BR	39
chr1	160662369	160662519	id-6645	2.77e-07	-	ATGTAATTCACTACCCTGTCTACTAGGTGGTGCCA	UpstreamP1_CTCF	17
chr1	160675568	160675718	id-6646	1.09e-07	+	CAGCATTCCTGGTATCTGCCCACTAGGTGCCAGTA	UpstreamP1_CTCF	9
chr1	160696712	160696862	id-6647	3.63e-06	+	AACCTGCTTTTCAGTTATACCAGGAGGGGGCAGTA	V_CTCF_BR	40
chr1	160710849	160710999	id-6648	2.6e-05	+	TTTCTGGGATATGGGTGTACCAACAGGGGGCCACC	UpstreamP1_CTCF	1
chr1	160711475	160711625	id-6649	1	+	NA	NONE	11
chr1	160718052	160718202	id-6650	4.7e-08	+	CCCTCTTGTCACCATACAGCCAGAAGGGGGCACTA	V_CTCF_BR	31
chr1	160738229	160738379	id-6651	1.1e-05	-	GCATGGTTTGCCAGCTGGGCCAAGAGGAGGCAGCA	V_CTCF_BR	37
chr1	160747380	160747530	id-6652	6.51e-07	+	GTTGTAATTACATATTTTCCCCGTAGGGGGCTCTG	Upstream_CTCF	38
chr1	160749955	160750105	id-6653	4.43e-05	-	TTCCAGAGGGACCACAGCACCCCTAGTGGTCACTG	V_CTCF_BR	38
chr1	160776153	160776303	id-6654	1.92e-05	-	ATGCTGAGAGAATTTGTTACCACTAGATGGGGTCT	UpstreamP1_CTCF	10
chr1	160777599	160777749	id-6655	7.46e-06	-	TAGCTGGTGTTTGCTTTCACCACTGGGGGGCCTGA	UpstreamP1_CTCF	3
chr1	160791542	160791692	id-6656	5.96e-07	+	AAAGAGAAAGAGGGGCCAGCCGGGAGGGGGCAGGA	V_CTCF_BR	31
chr1	160800454	160800604	id-6657	6.98e-07	-	TTTACCTCTGGCCAGTTGGCCACCAGGGGGAGTGG	V_CTCF_BR	40
chr1	160804865	160805015	id-6658	8.81e-07	+	GAAAGTCTTTTATTACTGGCCACCAGGAGGCAGTG	V_CTCF_BR	39
chr1	160807395	160807545	id-6659	3.56e-06	+	GCTGGGTCTCCACAGCAAAGCGCCAGGGGGCAGTG	Upstream_CTCF	10
chr1	160847087	160847237	id-6660	6.39e-05	-	GGAGAGGGAGATAGGTCCTCCACTAGGGAGCAGCA	Upstream_CTCF	20
chr1	160854548	160854698	id-6661	8.76e-09	-	CTGCTGTTTCTCATAGCGACCACCAGAGGATGGAG	UpstreamP1_CTCF	27
chr1	160912785	160912935	id-6662	4.23e-06	+	CAGCATCTCCAGCCTCTATTCACTAGATGTCAGTA	UpstreamP1_CTCF	33
chr1	160921274	160921424	id-6663	3.65e-07	-	GATTTCTGGCCTCTCCTGGCCACAGGGTGGCACTG	V_CTCF_BR	40
chr1	160924115	160924265	id-6664	3.55e-08	-	CTGTTATTCTTCTCTGTGGCCACCAGTGGGTGCAG	UpstreamP1_CTCF	40
chr1	160951961	160952111	id-6665	1.43e-05	+	AGAGCAAGAAGACGAGCGGCCACTCGGTGTCCCCC	Upstream_CTCF	0
chr1	160960149	160960299	id-6666	4.11e-08	-	TCTGCAACTAGATATGCTACCACTAGGTGGAGCCA	Upstream_CTCF	40
chr1	160963478	160963628	id-6667	2.15e-05	+	TTAAGTTTTATCCTTTACTCCAGAAGGTGGCACTC	V_CTCF_BR	39
chr1	160967219	160967369	id-6668	4.7e-08	+	CCAGCAAAGGAAGGCCTGGCCACAAGAGGGCTCTG	V_CTCF_BR	40
chr1	160969340	160969490	id-6669	2.2e-06	+	GGGGCAGTACAAAGGAGAGCCTCTGGGGGCAGATA	Upstream_CTCF	10
chr1	160990485	160990635	id-6670	4.1e-06	-	ACCGCACCCCTCACGGCCACCAGGAGGGAGCTGAC	Upstream_CTCF	34
chr1	161008482	161008632	id-6671	1	+	NA	NONE	7
chr1	161011377	161011527	id-6672	1.46e-07	+	ATGCAATATCTCACCAGTGCCAGGAGGGGTCGCCT	UpstreamP1_CTCF	40
chr1	161022979	161023129	id-6673	1	+	NA	NONE	3
chr1	161024712	161024862	id-6674	1.46e-07	-	TCTGTGGTCCCTGGGGCACCCACAGGGTGGCGCCA	Upstream_CTCF	30
chr1	161041722	161041872	id-6675	1.9e-09	+	CATGCAGCAGGCCCAGAGGCCACCAGAGGGCAGAG	Upstream_CTCF	39
chr1	161043650	161043800	id-6676	1.96e-07	+	CTGCAAGTGTGAGTGTGTGGCTGCAGGTGGCAGTG	UpstreamP1_CTCF	14
chr1	161049670	161049820	id-6677	7.33e-10	+	CTCACCCGCGGGGCACCGGCCTGCAGGGGGCAGAG	V_CTCF_BR	15
chr1	161059143	161059293	id-6678	1	+	NA	NONE	3
chr1	161067520	161067670	id-6679	9.67e-08	-	AGAGTCCTTTCAGCTCTGGCCACTAGAGGGTAGCA	Upstream_CTCF	40
chr1	161068146	161068296	id-6680	2.11e-06	+	TGGGAACCCCGGCTGGCGTCCGGTAGGGGGAGGTT	V_CTCF_BR	32
chr1	161088891	161089041	id-6681	8.13e-06	-	GATGTTACCTGGCACACAGCCACCAGGGGCAGTTC	Upstream_CTCF	18
chr1	161089533	161089683	id-6682	9.26e-05	+	CTGATATTCCTTCTTTCTTACTGTAGGGGCAGTAG	UpstreamP1_CTCF	40
chr1	161102694	161102844	id-6683	5.48e-05	-	CCAGTGGGTCTTGAAGTCGCCACCAGCCAGCTGTG	Upstream_CTCF	27
chr1	161109712	161109862	id-6684	1	+	NA	NONE	39
chr1	161128928	161129078	id-6685	1	+	NA	NONE	38
chr1	161135531	161135681	id-6686	9.25e-06	+	GACCCAAGTTCCCTCTCTAACAGGTGGGGGCGCTC	V_CTCF_BR	39
chr1	161135949	161136099	id-6687	5.01e-06	+	AAGCGCTCGCCGCCTCGGTCCTGAGGAGGGCAGTG	V_CTCF_BR	37
chr1	161141089	161141239	id-6688	9.49e-08	+	CCAGCCCCCTGAGCCAGGACCAGAAGAGGGAGCTA	V_CTCF_BR	39
chr1	161147583	161147733	id-6689	8.71e-06	-	TGATACTAAGTGGCACTAGGCTGCAGGGGGTGCCA	V_CTCF_BR	24
chr1	161150552	161150702	id-6690	1.64e-05	+	CCCAGATTTCTAATTTGGACCACTGGGTGGTGCCA	V_CTCF_BR	39
chr1	161162400	161162550	id-6691	5.2e-08	+	TGGCACTGTCCCTAAATGGACGCTAGAGGGCAGCC	UpstreamP1_CTCF	40
chr1	161163788	161163938	id-6692	6.98e-07	+	GGCCATTGAGGTGGCCAGAGCACCAGAGGGCAGCA	V_CTCF_BR	15
chr1	161168110	161168260	id-6693	7.6e-05	+	CTGCAAGCGGCACAACAGCCTGGCAGGGGCGCCCG	UpstreamP1_CTCF	26
chr1	161172355	161172505	id-6694	8.64e-05	+	GATGCAGTGGCGCCCACTCTGGCGAGGGAGGGGAG	Upstream_CTCF	39
chr1	161179708	161179858	id-6695	2.38e-07	+	AGGCCTATTTTCCCTGTGGCCACTGGAGGGCAGTG	V_CTCF_BR	40
chr1	161195438	161195588	id-6696	1	+	NA	NONE	40
chr1	161197255	161197405	id-6697	4.31e-07	+	AGAGTGTGTCTTTGTGACTCCACCAGGGGGCGCTG	V_CTCF_BR	40
chr1	161199813	161199963	id-6698	7.6e-05	+	TATCAGAGGTTCCAAAGGTCCTCCAGGGGGCCTCG	UpstreamP1_CTCF	32
chr1	161261445	161261595	id-6699	8.71e-06	-	CCACAGATACCCAAAACATCCCCTAGAGGGCAGTG	V_CTCF_BR	40
chr1	161276126	161276276	id-6700	1.34e-06	-	GAGCTGTGATCGGGGGTGTCCTCGGGGTGGTGCTG	UpstreamP1_CTCF	35
chr1	161284600	161284750	id-6701	1	+	NA	NONE	40
chr1	161337711	161337861	id-6702	1	+	NA	NONE	29
chr1	161344280	161344430	id-6703	2.58e-05	-	AGAGATGTAACAGCAGTCTCCGAGAGAGGGAGCCT	Upstream_CTCF	38
chr1	161352031	161352181	id-6704	2.81e-06	-	TTAGTTGTAAAACTAGTCTCCACTAGAGGGAGACT	Upstream_CTCF	40
chr1	161358552	161358702	id-6705	1.93e-05	-	ATTGCCTAGCTTCTTCTGGCCACAAGGTGAGGCAG	Upstream_CTCF	11
chr1	161369248	161369398	id-6706	1	+	NA	NONE	40
chr1	161391891	161392041	id-6707	1	+	NA	NONE	18
chr1	161410151	161410301	id-6708	8.71e-06	-	CGGCGAGTGAGCGAGAGCGCCCCCAGAGGCAGGCG	V_CTCF_BR	40
chr1	161453264	161453414	id-6709	6.49e-06	-	AATGTAGTAGGATTGCTGTCCTCTAGGGGAAACCT	Upstream_CTCF	16
chr1	161454529	161454679	id-6710	7.23e-07	+	TCTGTATTAATATTAGCTTCCACCAGGGGAAGACA	Upstream_CTCF	39
chr1	161456907	161457057	id-6711	3.4e-06	+	CATGGAGAGGATTTCTATTCCACTAGGTGGCGCTG	V_CTCF_BR	40
chr1	161510099	161510249	id-6712	1	+	NA	NONE	20
chr1	161536082	161536232	id-6713	2.37e-05	+	ACTTTTGTTTCAACAGAGGGCAGTAGAGAACAGCA	Upstream_CTCF	34
chr1	161612667	161612817	id-6714	9.06e-08	-	CTGCAATATCTAGAAACTACCACTGGAAGGCAACA	UpstreamP1_CTCF	29
chr1	161617475	161617625	id-6715	2.37e-05	+	ACTTTTGTTTCAACAGAGGGCAGTAGAGAACAGCA	Upstream_CTCF	37
chr1	161695910	161696060	id-6716	2.01e-05	+	GCGGAAGTTCAAATAGCTGCCACTTGGAGGGTTTC	Upstream_CTCF	38
chr1	161696661	161696811	id-6717	4.21e-05	-	ACGGACTGCGTTTCCGGACACTGCGGGTGGCGGTA	V_CTCF_BR	12
chr1	161708644	161708794	id-6718	8.71e-06	-	TCCTAAAAAGAAGCAGTGTCCACTAGGTGCCAGCA	V_CTCF_BR	40
chr1	161711358	161711508	id-6719	9.67e-08	-	TCTGTATTTAGGATTTTAGCCACTAGGGGGCATTA	Upstream_CTCF	39
chr1	161719440	161719590	id-6720	1	+	NA	NONE	32
chr1	161719992	161720142	id-6721	1.37e-05	+	CGTGAACCTCCTCCCGCTGCCTCCCGCAGGAGGCG	Upstream_CTCF	33
chr1	161733405	161733555	id-6722	2.01e-05	+	TTTTCTAGGATCCCCTTGGCCACAAGGGGGCCTAT	Upstream_CTCF	40
chr1	161736232	161736382	id-6723	2.83e-07	-	GGTTGGTCCACACCTGTCACCACGAGTGGGCGGAA	V_CTCF_BR	19
chr1	161757312	161757462	id-6724	1	+	NA	NONE	30
chr1	161762564	161762714	id-6725	3.4e-06	+	TGTGTGTTTCGTATTTTATCCACCAGATGGCCTCA	Upstream_CTCF	38
chr1	161834494	161834644	id-6726	1	+	NA	NONE	36
chr1	161875176	161875326	id-6727	3.91e-06	-	GGTGTGTTACCAAAGCAGACCACAGGGGGTCAGGT	Upstream_CTCF	38
chr1	161909363	161909513	id-6728	2.62e-07	-	CTGAAGCAGCCATCTGGGACCAGAAGATGGAGACA	UpstreamP1_CTCF	11
chr1	161932113	161932263	id-6729	1	+	NA	NONE	8
chr1	161935000	161935150	id-6730	1.08e-05	+	GGGGAGTGTCATGAAAAGACCCCCTGGTGGCAGGA	UpstreamP1_CTCF	17
chr1	161959040	161959190	id-6731	1	+	NA	NONE	12
chr1	161994105	161994255	id-6732	6.21e-06	-	GAAGGAATTCAATGATTTTCCTCTGGGTGGAGGTA	Upstream_CTCF	36
chr1	162006840	162006990	id-6733	7.73e-06	-	GTTTGAAGAATGACACCAGACACCAGGTGTCACTA	V_CTCF_BR	39
chr1	162010518	162010668	id-6734	4.7e-06	-	AGCAGTTACTCCATTGCAGCCAGAAGAGGGAGTCC	V_CTCF_BR	40
chr1	162025046	162025196	id-6735	1	+	NA	NONE	17
chr1	162025868	162026018	id-6736	1.59e-06	+	GCACCACTACTCAGTTCTGCCTCTTGAGGGCACCA	V_CTCF_BR	40
chr1	162035351	162035501	id-6737	8.02e-05	+	CTTGCATTAGAGACCATTGGTGATAGAGGGCGCTA	Upstream_CTCF	40
chr1	162039690	162039840	id-6738	8.79e-07	-	GAGCGGTGCCGAGGGCCGAGCGGCAGCGGGCTGAG	UpstreamP1_CTCF	7
chr1	162139158	162139308	id-6739	1	+	NA	NONE	4
chr1	162167465	162167615	id-6740	9.78e-07	+	CTGCCTGGGCTCTTTTCCACCACCAGGGGCCAACT	UpstreamP1_CTCF	17
chr1	162177075	162177225	id-6741	1	+	NA	NONE	6
chr1	162200072	162200222	id-6742	9.81e-06	-	GGCACAACATTGGGTCCTGTCAGTAGAGGGTGCTG	V_CTCF_BR	35
chr1	162209753	162209903	id-6743	6.39e-08	+	GCCTGGATTGGTGCTCCTGCCACCAGATGGCAGCT	V_CTCF_BR	27
chr1	162246410	162246560	id-6744	1	+	NA	NONE	40
chr1	162270415	162270565	id-6745	1.34e-06	-	GTGCTGGACTGGGCTCTTACCTGTAGATGGGGTCC	UpstreamP1_CTCF	3
chr1	162327592	162327742	id-6746	1	+	NA	NONE	40
chr1	162342734	162342884	id-6747	1.84e-06	-	TGCCTCCCTCAGGGCTTGGCCAGCAGGTGGTGTGG	V_CTCF_BR	14
chr1	162358821	162358971	id-6748	3.63e-05	-	CCCCCAGTGCAAACAGTAGCAGGGAGGGGGCGTCC	V_CTCF_BR	3
chr1	162362004	162362154	id-6749	6.17e-09	-	CTGCAATACCTGATGCCAGCCACAAGAGGCCAGAC	UpstreamP1_CTCF	40
chr1	162365149	162365299	id-6750	1	+	NA	NONE	0
chr1	162366839	162366989	id-6751	1.28e-06	-	GAAGATGTTCTGCCCACCAGCACCAGAGGTCACTC	Upstream_CTCF	25
chr1	162426209	162426359	id-6752	3.29e-05	-	GACGTAATTACAAGATCATCCCCTTGGAGGCAGTA	Upstream_CTCF	6
chr1	162445722	162445872	id-6753	3.42e-05	-	ATCGCTGCAGCCATTATCAGCATTAGGGGGTGCCC	Upstream_CTCF	12
chr1	162478890	162479040	id-6754	1	+	NA	NONE	21
chr1	162534574	162534724	id-6755	1	+	NA	NONE	21
chr1	162583574	162583724	id-6756	3.8e-07	+	CCCGCAAGGCTATTTCTGTGCAGTAGAGGGCAGTA	Upstream_CTCF	40
chr1	162597618	162597768	id-6757	8.5e-06	-	AAAGTGATCCAATTACAAACCCCTAGGGGGCAGAG	Upstream_CTCF	39
chr1	162598640	162598790	id-6758	5.37e-06	-	GTGCATCCTCTATCTCTAAACTGTAGAGGGCAATG	UpstreamP1_CTCF	2
chr1	162603125	162603275	id-6759	2.04e-05	+	AGAGTTCGTACTGTTCAAGCCAGTAGGGGGTTCAG	V_CTCF_BR	21
chr1	162647530	162647680	id-6760	2.2e-06	-	GAGGGAGTTACATTCATATCCAGCAGGTGGGGAAG	Upstream_CTCF	15
chr1	162669309	162669459	id-6761	1.56e-05	+	TATGGTTTCTACACACTGTCCAGCAGGTGGTTGGA	Upstream_CTCF	13
chr1	162723236	162723386	id-6762	1	+	NA	NONE	23
chr1	162725256	162725406	id-6763	8.64e-05	-	CCAGCAGGACTCCATCTGGACACCGAGGGAAGACT	Upstream_CTCF	4
chr1	162726425	162726575	id-6764	1.73e-05	-	GTCTTCACCCAGGGGATGGCAGCTAGAGGGCAATA	V_CTCF_BR	26
chr1	162742416	162742566	id-6765	9.31e-05	+	CCTTTGGTCCCAGAATCAGCCACTAGGGAATGAAT	Upstream_CTCF	15
chr1	162770161	162770311	id-6766	1	+	NA	NONE	40
chr1	162792189	162792339	id-6767	4.01e-05	+	GTCCCCACGCGCCTCGCGGCCAGCAGAGGCCCCCT	V_CTCF_BR	19
chr1	162792570	162792720	id-6768	5.74e-05	+	AGCCACCTCCCAACAGCGCCCAGCTCGGGGAGCTC	UpstreamP1_CTCF	22
chr1	162801329	162801479	id-6769	8.71e-06	-	GGAAGTGTAGCAGTGAGGACCACCAGAGGTCATTC	V_CTCF_BR	2
chr1	162810233	162810383	id-6770	1	+	NA	NONE	20
chr1	162817752	162817902	id-6771	1.03e-09	+	CTTGAACTTGCCACCTTCGCCACTAGGGGGCAGCA	Upstream_CTCF	39
chr1	162824137	162824287	id-6772	1.74e-08	+	GAATAGCTATGCCGTTTTGCCAGCAGGTGGCACCA	V_CTCF_BR	40
chr1	162844226	162844376	id-6773	4.31e-07	-	GAGAGATCTGCCTCTAGAGCCTCCAGAGGGAGCAC	V_CTCF_BR	30
chr1	162847902	162848052	id-6774	5.93e-06	+	GTTGTAGTTTCTGAGTCTGACATGGGGTGGCGCTC	Upstream_CTCF	40
chr1	162852141	162852291	id-6775	1	+	NA	NONE	2
chr1	162888616	162888766	id-6776	2.66e-05	+	GTCAGGGAGAATTGGCCTGCCACAGGGTGGCTGAT	V_CTCF_BR	2
chr1	162908947	162909097	id-6777	1.14e-06	+	CTTCTCTGAACTCTAATAACCAGTAGAGGGTGCGC	UpstreamP1_CTCF	19
chr1	162947888	162948038	id-6778	5.52e-05	+	AATTAGTGGTACAGTCCTACCAGCAGAGGAGGAAA	UpstreamP1_CTCF	4
chr1	162958786	162958936	id-6779	1	+	NA	NONE	25
chr1	163017765	163017915	id-6780	4.23e-06	+	CAGCATCCCCGGCCTTGACCCGCTAGATGCCAGTA	UpstreamP1_CTCF	1
chr1	163039130	163039280	id-6781	1	+	NA	NONE	36
chr1	163041693	163041843	id-6782	6.8e-06	+	TGGAAATAGCAATCACCTGCCAGAAGGTGGCGTGC	UpstreamP1_CTCF	40
chr1	163132122	163132272	id-6783	9.31e-05	+	TGTTAACCACCTAACTGAATCAGCAGAGGGCATTG	Upstream_CTCF	8
chr1	163140990	163141140	id-6784	1.02e-07	-	CTGTAATACTGCACATTAGTCAGCAGAGGGTAGCC	UpstreamP1_CTCF	40
chr1	163144706	163144856	id-6785	6.46e-07	-	TGCTCACGCCTTCCCACAGCCAGCAGGGGGCATCT	V_CTCF_BR	40
chr1	163285694	163285844	id-6786	9.66e-05	-	TTTTGAATATACAGCATATTCACTGGGTGGCGCTG	Upstream_CTCF	38
chr1	163329051	163329201	id-6787	1.1e-06	+	CATCTTCCTATCCATATTGCCACCAGGGGGCATAA	V_CTCF_BR	40
chr1	163331028	163331178	id-6788	6.8e-06	+	TTGCAAATTTCGCTTGGCTCCACTGGGTGTCACTG	UpstreamP1_CTCF	40
chr1	163379877	163380027	id-6789	6.51e-07	+	CCTGCATCTAGCGTTCACACCTCTAGAGGGCACTG	Upstream_CTCF	40
chr1	163382117	163382267	id-6790	1.64e-05	-	GTAGAGGGGAGACTGCTGACCTCTTGTGGGCTGTA	V_CTCF_BR	7
chr1	163498633	163498783	id-6791	6.98e-07	-	TTAAAGGCTGCCGCTATCACCACCTGGTGGCAGCA	V_CTCF_BR	40
chr1	163505716	163505866	id-6792	4.99e-07	+	TCTGAAGTGACCGTGTTCCCCAGTAGATGTCACTA	Upstream_CTCF	36
chr1	163531454	163531604	id-6793	1.38e-06	+	CTTTCTTTCTTTCTTTTGGCCAGGAGGTGGCTCTG	V_CTCF_BR	38
chr1	163625926	163626076	id-6794	4.21e-05	+	ACTTATGACCCACTTCTAGCCACTGGAGGGCATTT	V_CTCF_BR	1
chr1	163671633	163671783	id-6795	3.5e-05	-	GTGGTTTGTCTAATATTGACAACTAGGTGACGCTA	UpstreamP1_CTCF	8
chr1	163717212	163717362	id-6796	5.92e-05	+	CCTGTGAAAAAAAGTTTATCCAGTAGAGGGAGATT	Upstream_CTCF	9
chr1	163727084	163727234	id-6797	1	+	NA	NONE	8
chr1	163790119	163790269	id-6798	7.73e-06	+	TTATAGGTTTTATTTTTGGCCACTGGAGGGCTCTC	V_CTCF_BR	23
chr1	163843497	163843647	id-6799	5.26e-07	-	AGTGCAGTGTGACTGCCTGCCACCAGGAGTCCTCT	Upstream_CTCF	39
chr1	163845004	163845154	id-6800	1	+	NA	NONE	4
chr1	164056581	164056731	id-6801	1	+	NA	NONE	12
chr1	164061968	164062118	id-6802	4.68e-07	+	TAGCCTTCTTCTCACAGCTCCACTAGGTGGCGCCA	V_CTCF_BR	36
chr1	164103009	164103159	id-6803	5.01e-06	+	AACAGATTCTCCCTTAGAGCCTCCAGAGGGAGCAT	V_CTCF_BR	20
chr1	164135831	164135981	id-6804	1.31e-05	+	CCTAACTGGGAGACACTTCCCACTAGGGGTCGACA	V_CTCF_BR	37
chr1	164209446	164209596	id-6805	2.81e-05	+	CACTTCAGGCCTGAGGTGAGCAGTAGGTGTCGCTT	V_CTCF_BR	26
chr1	164409562	164409712	id-6806	2.33e-07	+	CAGTAACTAAGCTCTCTGGCCAGCAGAGGGAAACT	UpstreamP1_CTCF	36
chr1	164479792	164479942	id-6807	1	+	NA	NONE	32
chr1	164488059	164488209	id-6808	4.21e-05	+	TAGGTCATCTGCTGCCCAACCTCATGGTGGCAGAT	V_CTCF_BR	14
chr1	164504566	164504716	id-6809	1	+	NA	NONE	9
chr1	164571942	164572092	id-6810	1	+	NA	NONE	22
chr1	164587183	164587333	id-6811	4.88e-06	-	ATGCTCTGTCCACTGGGAGGCAGCATAGGCCGCTG	UpstreamP1_CTCF	40
chr1	164594369	164594519	id-6812	2.31e-07	+	CTTGCAGTATCACACTTCACCACCAGGTAAAGCTT	Upstream_CTCF	40
chr1	164631842	164631992	id-6813	1	+	NA	NONE	13
chr1	164642984	164643134	id-6814	5.01e-09	+	CGGCACATGCTACCCCCAGCCACTAGGGGGCAGAG	V_CTCF_BR	38
chr1	164655133	164655283	id-6815	1.03e-05	-	CTCCAAGGCCCAGACTCTTCCCCTGGGTGGTGCTG	UpstreamP1_CTCF	2
chr1	164672796	164672946	id-6816	1.15e-06	-	ACGGAAGCGGTAGCTATGACCAGCAGGGGCAGACA	Upstream_CTCF	11
chr1	164674314	164674464	id-6817	6.51e-07	+	GCTGCATTCCTGGCTTCCACCCATAGATGCCAGCA	Upstream_CTCF	37
chr1	164740269	164740419	id-6818	1	+	NA	NONE	3
chr1	164743751	164743901	id-6819	1.84e-07	+	GCTGTAATTGCTTCTGTGACCAAGTGAGGGCGGAG	Upstream_CTCF	31
chr1	164748831	164748981	id-6820	1	+	NA	NONE	11
chr1	164756658	164756808	id-6821	1.69e-10	-	GAGCAGCTCCAGCCAATGCCCACTAGAGGGCACTC	UpstreamP1_CTCF	40
chr1	164793060	164793210	id-6822	2.78e-06	-	ACTATAACAAGCTTAGCCTCCTGCAGGTGGCACAA	V_CTCF_BR	15
chr1	164861016	164861166	id-6823	1	+	NA	NONE	6
chr1	164883606	164883756	id-6824	1	+	NA	NONE	33
chr1	164890613	164890763	id-6825	1.11e-05	+	TCTGGTTTTGTTTAGTTTGCCGCCAGGAGTCACTA	Upstream_CTCF	2
chr1	164899611	164899761	id-6826	2.55e-06	+	TCTCCTGTCCCTCAAGTGGACACTAGGGGACGTTG	Upstream_CTCF	22
chr1	164919427	164919577	id-6827	1	+	NA	NONE	6
chr1	164922487	164922637	id-6828	1	+	NA	NONE	28
chr1	164923147	164923297	id-6829	4.3e-06	-	GCCACAGTCCCCTCCATAGCCAGCAGGGGCAATTC	Upstream_CTCF	7
chr1	165042757	165042907	id-6830	1.64e-06	-	GGGTAATTCTAGAGAACCTCCACTGGAGGTCACTA	UpstreamP1_CTCF	40
chr1	165045118	165045268	id-6831	1.15e-07	-	TAGCACTCCTGGCCTTCACCCACTAGGGGCCAGTA	UpstreamP1_CTCF	39
chr1	165083641	165083791	id-6832	9.67e-08	+	GCTGCAGTTTTGTTTTTGACCACACGATGGAGCCT	Upstream_CTCF	40
chr1	165098910	165099060	id-6833	1	+	NA	NONE	39
chr1	165112807	165112957	id-6834	5.96e-07	-	AGTTGAAGGCAGCACATGGGCACTAGGTGGCAGCA	V_CTCF_BR	40
chr1	165114160	165114310	id-6835	1.26e-07	+	GCTACTTTCCAACAAATGCCCACCAGAGGGCACTC	V_CTCF_BR	40
chr1	165119025	165119175	id-6836	4.88e-05	+	TCACGTCTTCCACACCTGACCGGTAGGGAGCACAC	Upstream_CTCF	1
chr1	165122051	165122201	id-6837	2.27e-06	+	TCTTCCTGACTCCGAGGAGCCTGTAGGGGTCAGCA	V_CTCF_BR	32
chr1	165227279	165227429	id-6838	7.07e-08	+	TCATTCAGTTTCCACCTCTCCACCAGGGGGCAGCA	V_CTCF_BR	40
chr1	165259482	165259632	id-6839	3.91e-06	-	AATGGAATCTTCCCTTAAGCCTCTAGAGGGAGCGT	Upstream_CTCF	31
chr1	165275893	165276043	id-6840	5.34e-06	+	CTCTGAATATCCCCAACAGCCTGTTGGTGGCACTC	V_CTCF_BR	5
chr1	165336738	165336888	id-6841	1.12e-09	+	CCTGCAGAACCACAGTTGTCCACAAGAGGGCAGTA	Upstream_CTCF	40
chr1	165338599	165338749	id-6842	2.62e-07	-	GTGTCTTTGCAGCCACTTGCCAGCAGGGTGCGCTC	UpstreamP1_CTCF	40
chr1	165362232	165362382	id-6843	6.62e-09	+	ATGTGATGCCCCTGAGCGGACAGCAGAGGGCGCCC	UpstreamP1_CTCF	40
chr1	165373238	165373388	id-6844	6.37e-07	+	ATGCACTTCTGAAATGTTTCCACAGAGTGGCAGCA	UpstreamP1_CTCF	40
chr1	165377857	165378007	id-6845	7.62e-07	+	ATTGCATGTCTAGAAAAACACAGCAGAGGGCAGCA	Upstream_CTCF	39
chr1	165423607	165423757	id-6846	8.79e-07	-	GTGCAGGACCAAGTGGCCTCCTGTGGAGGGGAGAG	UpstreamP1_CTCF	1
chr1	165562293	165562443	id-6847	8.46e-07	-	GCCGTACTTCCATTTTTGGTCGATAGGTGGCAGCA	Upstream_CTCF	40
chr1	165570966	165571116	id-6848	2.97e-06	+	GATGAGAAGTGATAAGTGGCCACAAGGTGGCATAG	V_CTCF_BR	39
chr1	165601149	165601299	id-6849	1	+	NA	NONE	30
chr1	165619009	165619159	id-6850	1.01e-05	+	CGTGTTCTTTCTTCCACAGACGCAAGATGGCTGTC	Upstream_CTCF	0
chr1	165648640	165648790	id-6851	1	+	NA	NONE	11
chr1	165655468	165655618	id-6852	3.45e-05	+	CCACAGAGCAGGGAGGAGGAAGCTAGGTGGCGCCC	V_CTCF_BR	31
chr1	165667139	165667289	id-6853	1	+	NA	NONE	39
chr1	165687248	165687398	id-6854	5.55e-07	+	CAGGCAGGGCCAATTTTTGTCACTAGGTGGCATGC	Upstream_CTCF	40
chr1	165737947	165738097	id-6855	1.93e-05	+	TTCGTCTCTGCACTCTCACCCGCCAGGGGGAAAGC	V_CTCF_BR	37
chr1	165796576	165796726	id-6856	1.43e-05	+	TGTTTCTTTCCCCCAGGGTCCACTAGGGCGCGTCG	Upstream_CTCF	8
chr1	165797044	165797194	id-6857	9.71e-06	+	CCTGCAGAACCACCAGCAGCCCAACGGCGGCGAGC	Upstream_CTCF	17
chr1	165797255	165797405	id-6858	2.97e-06	+	GCGCCGAGTGCGCCCCGCGCGGCCTGGGGGCGCTG	V_CTCF_BR	29
chr1	165798296	165798446	id-6859	1	+	NA	NONE	7
chr1	165814327	165814477	id-6860	1	+	NA	NONE	1
chr1	165838715	165838865	id-6861	1	+	NA	NONE	35
chr1	165840776	165840926	id-6862	3.36e-07	-	CAACCACATCAAAGGCAGACCACAAGAGGGCACCA	V_CTCF_BR	36
chr1	165851801	165851951	id-6863	3.66e-06	+	ATGCAACTGGTTGCTGAATCCTCTAGAGGGGACTA	UpstreamP1_CTCF	12
chr1	165863970	165864120	id-6864	1.01e-05	-	AGGTCAGTATCAACGGCCAGCTCAAGAGGGTGCCG	Upstream_CTCF	19
chr1	165867962	165868112	id-6865	3.22e-05	-	CAGAGCTGGCCCTAAGAAACCCCCAGAGGGCCAGC	UpstreamP1_CTCF	5
chr1	165883536	165883686	id-6866	1	+	NA	NONE	39
chr1	165894036	165894186	id-6867	1.96e-07	+	CCGTTATTCTTAAAAGTGGCCACTAGAGGGTGAGA	UpstreamP1_CTCF	40
chr1	165897443	165897593	id-6868	4.02e-07	+	TGTGCTAGGCTTCAAAACCTCACCAGGGGGCGCAA	Upstream_CTCF	40
chr1	165912612	165912762	id-6869	2.91e-05	+	TGTTTGTTACTCAGAGTTCCCTCTAGGTGGCCAGA	Upstream_CTCF	26
chr1	165957640	165957790	id-6870	2.93e-08	+	CTGCAGTCATCCCAAGACTCCACAAGGGGGAAAGT	UpstreamP1_CTCF	12
chr1	165986762	165986912	id-6871	1.84e-06	-	TCCAGACCCTCTGTGAAATCCTGCAGGGGGCGCAC	V_CTCF_BR	23
chr1	166033731	166033881	id-6872	1	+	NA	NONE	1
chr1	166059172	166059322	id-6873	2.89e-07	+	GCAGCAATTATAAAGTTGAACAGCAGAGGCAGGGG	Upstream_CTCF	5
chr1	166091266	166091416	id-6874	1	+	NA	NONE	9
chr1	166102612	166102762	id-6875	5.75e-09	+	CTGCAATTTGCATATTCTGCCAGCAGGTGACAGCG	UpstreamP1_CTCF	38
chr1	166109090	166109240	id-6876	2.96e-05	+	CTGGGCTTTCCCACATGCAAAGCCAGGTGGCAGCC	UpstreamP1_CTCF	9
chr1	166111331	166111481	id-6877	2e-06	+	AGAGCTATACCCAGGCAGGTCACTAGGGGACATTA	Upstream_CTCF	9
chr1	166134212	166134362	id-6878	5.96e-07	-	GATCGCCGCGGCTCCTCAACCGCCAGGGGCCGCAG	V_CTCF_BR	38
chr1	166135411	166135561	id-6879	2.37e-05	-	CGCGCCGTGCCGGCACCGGGCTGCAGGATGGGCTG	Upstream_CTCF	0
chr1	166135952	166136102	id-6880	4.23e-06	+	GTGCAGCGCACCCAGCGGCGGGCGAGCGGGCGGCC	UpstreamP1_CTCF	9
chr1	166136411	166136561	id-6881	5.98e-05	+	CAGTGGGGAACCCGGTAGCCCAGTAGGGGCTGTAG	UpstreamP1_CTCF	22
chr1	166136925	166137075	id-6882	1.03e-05	+	GTGAAATACTGACTAACAGGCCGCAGGAGGTGCTA	UpstreamP1_CTCF	13
chr1	166144021	166144171	id-6883	1	+	NA	NONE	5
chr1	166227405	166227555	id-6884	1.61e-05	+	ATGCAATGGCTACTTGTCCCCAGTGTAGGACACAC	UpstreamP1_CTCF	10
chr1	166270127	166270277	id-6885	1	+	NA	NONE	7
chr1	166319910	166320060	id-6886	2.43e-06	-	ACTGCAATATGATCAGAAAGCTGCAGGGAGCAGCC	Upstream_CTCF	2
chr1	166323765	166323915	id-6887	1.93e-05	+	TCTTTGGTGACTCCTTTGGGCACTGGGAGGCGTAA	Upstream_CTCF	4
chr1	166403036	166403186	id-6888	1.18e-05	-	AAGCATCAACATTTATCATGCACTAGAGGGTGCCA	UpstreamP1_CTCF	27
chr1	166448389	166448539	id-6889	1.63e-09	-	TGTGATTTTCCCAGAATGGCCAGCAGAGGGCGGAC	Upstream_CTCF	40
chr1	166455651	166455801	id-6890	1	+	NA	NONE	11
chr1	166460168	166460318	id-6891	1	+	NA	NONE	0
chr1	166554215	166554365	id-6892	1	+	NA	NONE	1
chr1	166587292	166587442	id-6893	1	+	NA	NONE	0
chr1	166646336	166646486	id-6894	2.37e-05	-	CATGCTGGGGACAGAAAAAACTGCAGGGGGAGCTT	Upstream_CTCF	12
chr1	166668967	166669117	id-6895	1	+	NA	NONE	1
chr1	166699712	166699862	id-6896	6.84e-06	-	CAACACTTTCCAGGCTGGCCCTGCAGAGGGAGGCT	V_CTCF_BR	5
chr1	166699980	166700130	id-6897	8.19e-06	-	TTGTGGTTTGGCCTGTGATCCAGTAGATGGTGCTT	UpstreamP1_CTCF	14
chr1	166755344	166755494	id-6898	4.59e-07	+	TTTCACTGGCTTACTGCAGCCAGGAGGAGGCACTA	UpstreamP1_CTCF	12
chr1	166791741	166791891	id-6899	4.24e-09	+	CCTGCCCTACCCAAAATGGACAGCAGGGGCAGGGC	Upstream_CTCF	40
chr1	166809366	166809516	id-6900	2.53e-05	+	CACCTAGGAATTGCCCGCGCCCATAGAGGGCAGGA	V_CTCF_BR	39
chr1	166845732	166845882	id-6901	1	+	NA	NONE	37
chr1	166853648	166853798	id-6902	3.05e-07	+	GTTGGAGTCTGCCCGGCTGCCGCCAGGGGGTGATG	Upstream_CTCF	36
chr1	166879726	166879876	id-6903	2.4e-05	+	TCACTCTCTTGGATGTGTGCCACTAGATGGCGTGT	V_CTCF_BR	40
chr1	166944725	166944875	id-6904	4.21e-05	+	CTCCCCGCCGCAGAGCCCGCCGCGCGGGGGAGCTC	V_CTCF_BR	6
chr1	167021827	167021977	id-6905	4.94e-06	+	TCTGTCCTATTCCCAGCAACCACTAGAGGCACTGC	Upstream_CTCF	39
chr1	167026588	167026738	id-6906	4.68e-07	-	TCTTAGGGATGGCGTGTAACCACCTGGTGGCAGCA	V_CTCF_BR	39
chr1	167028493	167028643	id-6907	3.95e-09	-	TGTGCATTCCCCTTTCTGACCACAAGGTGTCGCCA	Upstream_CTCF	40
chr1	167029850	167030000	id-6908	7.1e-07	-	CTGCAGTTCTCTCCTGCCTCCACAGGGAGACTCTT	UpstreamP1_CTCF	39
chr1	167035965	167036115	id-6909	2.44e-07	+	CCTGCGACTCCCGCTACAGACGTCAGGGGGCGCCA	Upstream_CTCF	40
chr1	167055382	167055532	id-6910	2.43e-06	+	TCTGACTTGTGCTCAGGTGCCAGCAGGTGGGGCCC	Upstream_CTCF	3
chr1	167093403	167093553	id-6911	1.39e-07	-	TATTGCCAAGAGCCAGCAGCCACTAGAGGGAGGTA	V_CTCF_BR	39
chr1	167095684	167095834	id-6912	8.19e-06	+	GAGCTGAACCGCCCGGACCACGGCAGGAGGCGCCG	UpstreamP1_CTCF	0
chr1	167098199	167098349	id-6913	6.05e-06	-	AAATCAGAACTGAGCATTGCCAGGAGAGGTCAGAC	V_CTCF_BR	20
chr1	167140860	167141010	id-6914	1	+	NA	NONE	13
chr1	167167019	167167169	id-6915	5.41e-07	+	TAGCAATGGGCCTACGTGCCCAGGAGGAGGCAATA	UpstreamP1_CTCF	7
chr1	167177752	167177902	id-6916	1	+	NA	NONE	37
chr1	167189258	167189408	id-6917	1	+	NA	NONE	29
chr1	167189924	167190074	id-6918	4.73e-07	-	CCTTCCTCTCCCCGGGCGCGCGCCAGGGGGCGCGC	Upstream_CTCF	40
chr1	167191068	167191218	id-6919	1.64e-05	-	GCAAAGGGGCTGCCGACCGCCGGCCGGGGGCGCGC	V_CTCF_BR	5
chr1	167195278	167195428	id-6920	1	+	NA	NONE	3
chr1	167237176	167237326	id-6921	4.24e-07	+	ACTGCTAATCTGTGTTTACCCTGCAGGTGGCGCTG	Upstream_CTCF	40
chr1	167312188	167312338	id-6922	1.39e-05	-	CTGACATCTATTAAATCAAACACTAGAGGGAGGTC	V_CTCF_BR	25
chr1	167343364	167343514	id-6923	1.81e-06	+	GCTGCAGTGCAGCAGCACTCCGCCAGCCAGCAGCA	Upstream_CTCF	5
chr1	167370612	167370762	id-6924	5.68e-06	+	TCCATGTTTTCATTTCTGACCTCAAGGTGGCGACC	V_CTCF_BR	40
chr1	167378545	167378695	id-6925	1	+	NA	NONE	29
chr1	167408845	167408995	id-6926	1	+	NA	NONE	34
chr1	167411496	167411646	id-6927	3.83e-09	-	CCTCATCTGGGTCCAAAGGCCACCAGAGGGCGCCC	V_CTCF_BR	40
chr1	167461510	167461660	id-6928	1	+	NA	NONE	1
chr1	167490167	167490317	id-6929	2.01e-05	-	GGCCACTGCCAGCACCCTGGCACATGGGGGCCCTC	UpstreamP1_CTCF	10
chr1	167503142	167503292	id-6930	9.62e-08	-	CCGCAGTTCGACAAAACAGCCGCTAGAGGTCCCCA	UpstreamP1_CTCF	40
chr1	167507977	167508127	id-6931	1	+	NA	NONE	25
chr1	167509720	167509870	id-6932	7.07e-08	-	CTGTTAATATTCCAGTTAGCCACTAGGGGGCACTG	V_CTCF_BR	38
chr1	167525461	167525611	id-6933	1.87e-09	-	GGTGTGTGACATCATTTGGCCACCAGAGGGCACTG	V_CTCF_BR	40
chr1	167569392	167569542	id-6934	6.84e-06	+	AAGGTGCGTTGTGCTCCTGACACATGAGGGCACTA	V_CTCF_BR	39
chr1	167577398	167577548	id-6935	6.43e-06	+	GGGGCTGAATCCTGGAAAGCCACTGGGTGGAGCTG	V_CTCF_BR	5
chr1	167606682	167606832	id-6936	1.48e-06	-	GTTCTGCACCCTAGGGCTGCCAGGAGGTGGGGGAA	UpstreamP1_CTCF	5
chr1	167630490	167630640	id-6937	7.31e-05	-	AGGCCCTCAACCAGGGACTCCACCAGGGGAGGATG	UpstreamP1_CTCF	5
chr1	167638910	167639060	id-6938	7.12e-06	-	CTGCAAGCCTCAAGAGGGGGTACTGGAGGGAGACA	UpstreamP1_CTCF	2
chr1	167645448	167645598	id-6939	7.02e-05	-	AGGCTGATGCACTGTCTGCCCTGGAGGGTGCACTA	UpstreamP1_CTCF	2
chr1	167657265	167657415	id-6940	1.3e-09	-	AGTGCAGTTCCTGGAAATGACAGCAGGTGGCATCA	Upstream_CTCF	40
chr1	167677329	167677479	id-6941	1.71e-06	-	ACTCACCTAGCTCCTAGCTCCAGGAGAGGGCACGC	V_CTCF_BR	4
chr1	167684253	167684403	id-6942	4.43e-05	+	CGCCTTTAACTCCTCCAAACGAGCAGGGGGCGTCA	V_CTCF_BR	29
chr1	167684782	167684932	id-6943	1.59e-06	-	AATCCTAACATGCGAGCAACCACTTGAGGGCGCAG	V_CTCF_BR	40
chr1	167690306	167690456	id-6944	8.21e-06	+	TCCCCTATTGATTGGACAACCCGTAGGTGGCAGAC	V_CTCF_BR	39
chr1	167715744	167715894	id-6945	1	+	NA	NONE	7
chr1	167761295	167761445	id-6946	1	+	NA	NONE	19
chr1	167766382	167766532	id-6947	1	+	NA	NONE	23
chr1	167772682	167772832	id-6948	6.2e-10	-	TGGGCGAACCTGCTCTTGGCCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr1	167802054	167802204	id-6949	1.61e-09	-	GTCAGCCCCCAAAGCCTGGCCTCCAGGGGGCACAA	V_CTCF_BR	9
chr1	167825479	167825629	id-6950	1	+	NA	NONE	0
chr1	167848140	167848290	id-6951	2.28e-05	+	GGTGTCAGTTGGTCTTCTGCCACAAGGTGGACAAG	Upstream_CTCF	16
chr1	167874011	167874161	id-6952	1.27e-06	-	CAGATGTGCTCCACTGAGAACACAAGAGGGAGGAA	UpstreamP1_CTCF	9
chr1	167895813	167895963	id-6953	1.64e-06	-	CAGCATCCCAGGCCTCTACCCACTAGACGGCAGCA	UpstreamP1_CTCF	12
chr1	167904804	167904954	id-6954	2.96e-05	-	AGAGGCCCTCTGACAACTGCCTCTAGAGGCATCCA	V_CTCF_BR	27
chr1	167988754	167988904	id-6955	1.93e-05	-	AGGTCAGTACCAGCAGACTCCACAGGGTGCTGTCA	Upstream_CTCF	9
chr1	168038763	168038913	id-6956	1	+	NA	NONE	12
chr1	168051597	168051747	id-6957	4.31e-09	-	CTGAAGTTCAGGCCCTTAGACACTAGGTGGCAGCG	UpstreamP1_CTCF	40
chr1	168054093	168054243	id-6958	4.55e-09	+	GTGGCTGTCCCTATTAGCACCAGCAGGTGGCGCCA	Upstream_CTCF	40
chr1	168055759	168055909	id-6959	2.44e-07	-	GTGGCAGCTCCAAAGGCACCCTCCAGGTGGTGCAA	Upstream_CTCF	18
chr1	168062350	168062500	id-6960	8.21e-06	+	TGCAGGGCTGACCTATCTGCCACATGGTGGTGCTG	V_CTCF_BR	38
chr1	168080558	168080708	id-6961	2e-06	+	CTTGCAGTTCTGGCAGTCGCCACCTGTAGTTAGGC	Upstream_CTCF	14
chr1	168105507	168105657	id-6962	2.11e-06	+	CGGGACGTGGAGTCTCTTGGCCCCAGGGGGCGCGG	V_CTCF_BR	10
chr1	168106529	168106679	id-6963	1	+	NA	NONE	16
chr1	168115143	168115293	id-6964	1.81e-11	-	GCTGCAGTTCCACCATTGGCCACTAGGGGCCCTCT	Upstream_CTCF	40
chr1	168130732	168130882	id-6965	1	+	NA	NONE	2
chr1	168148109	168148259	id-6966	5.23e-10	+	GAGCCCGCGTCCGGGTCGGCCGGCAGGGGGCGGGG	V_CTCF_BR	40
chr1	168204583	168204733	id-6967	7.78e-06	+	CTACCAGTTCTGAAAAGCACCTCTAGAGGGCATTG	Upstream_CTCF	40
chr1	168206123	168206273	id-6968	1.93e-05	+	CTATCAACCCAGCCCACTGCCAATAGATGGCATTA	Upstream_CTCF	7
chr1	168256107	168256257	id-6969	1	+	NA	NONE	19
chr1	168284562	168284712	id-6970	6.84e-06	+	GCCTGGCCAGCGCTCTGGGCCACTAGTTGGCGTGT	V_CTCF_BR	0
chr1	168291259	168291409	id-6971	1.39e-05	-	GGACACAGAGTGGAAATGTCCTGTAGGTGGTAGTG	V_CTCF_BR	38
chr1	168312041	168312191	id-6972	2.74e-08	+	CGTCATCCTCCTCGGTCGGACACCAGGTGGCAGCA	V_CTCF_BR	39
chr1	168312937	168313087	id-6973	1.17e-05	-	CCCACTTGTCCTTGTCCTTCCTCTAGGAGGCAGCA	V_CTCF_BR	39
chr1	168332396	168332546	id-6974	6.84e-06	-	AGCACTTCCTTTCCTTCAAACACCAGATGGTGCCA	V_CTCF_BR	4
chr1	168335078	168335228	id-6975	5.34e-06	-	AGCACTTCCTTTCCTTCAAACACCAGGTGGTGCCA	V_CTCF_BR	30
chr1	168351217	168351367	id-6976	5.41e-07	-	TTGTTGTGCATATTGCACAACTCCAGGGGGCACCA	UpstreamP1_CTCF	13
chr1	168356681	168356831	id-6977	8.97e-05	+	CTATCAAGTACTCATGCAACCTGTAGGTGGAGACT	Upstream_CTCF	17
chr1	168391579	168391729	id-6978	5.51e-07	-	CTGACCTTGGGAAGTAGGGCCAGCAGGAGGCAGAG	V_CTCF_BR	7
chr1	168408036	168408186	id-6979	1	+	NA	NONE	5
chr1	168409107	168409257	id-6980	1.84e-06	+	ATGGTCTTGCAGTCCAGAGACAGGAGGTGGCGCTC	V_CTCF_BR	40
chr1	168421688	168421838	id-6981	5.28e-05	+	AGATAATTTCCAGAGCTGACCGCTAGATGGTGTAT	Upstream_CTCF	37
chr1	168440468	168440618	id-6982	7.91e-05	+	ATGGAGTTCCAGGGTCTAACCACTAAGGCAGAGCA	UpstreamP1_CTCF	13
chr1	168515291	168515441	id-6983	3.4e-06	+	AATTACATTCCTGCGTCTCCCACTAGATGGCAGAC	V_CTCF_BR	39
chr1	168543631	168543781	id-6984	3.4e-06	-	AATTACATTCCTGCGTCTCCCACTAGATGGCAGAC	V_CTCF_BR	26
chr1	168572840	168572990	id-6985	3.63e-06	+	ATGCTTACTGTCCAAACAGCCGCTTGAGGGCAGCA	V_CTCF_BR	39
chr1	168579501	168579651	id-6986	4.01e-05	-	TCTTACCATTATCCTGCCAGCCCTAGAGGGCAGTA	V_CTCF_BR	23
chr1	168592602	168592752	id-6987	1.64e-06	+	GCTGCTGGGCTCTTCTCTGCCACCAGCTGGGCTCA	Upstream_CTCF	21
chr1	168605541	168605691	id-6988	1	+	NA	NONE	26
chr1	168606750	168606900	id-6989	7.54e-08	+	CTGCTATGTTACATGGCATCCTGTAGGGGGAGCTA	UpstreamP1_CTCF	40
chr1	168612550	168612700	id-6990	1.39e-05	+	ATGAGCTAGAGCAGTTAACCCACAAGTGGGCAGCA	V_CTCF_BR	6
chr1	168639684	168639834	id-6991	1	+	NA	NONE	3
chr1	168657131	168657281	id-6992	1	+	NA	NONE	27
chr1	168679477	168679627	id-6993	8.81e-07	+	CATGCCTTCAGAAATAGAACCAGCAGGTGGAACCA	V_CTCF_BR	4
chr1	168704300	168704450	id-6994	8.79e-07	+	CAGCATCCCTGGCCTCTATCCACTAGATGCCAGTA	UpstreamP1_CTCF	17
chr1	168758871	168759021	id-6995	3.81e-05	-	TTCCCATTTCTTCCTTCTCTCTCCAGGGGGCAGGC	V_CTCF_BR	18
chr1	168935565	168935715	id-6996	1.97e-06	-	CCAGCACACTCCAGTCAAGCCTCCAGGTGGTGCCA	V_CTCF_BR	8
chr1	168956711	168956861	id-6997	1.84e-06	-	TTGCCCAGAGAAAAGCAGACCAGGAGGTGGCAGAC	V_CTCF_BR	12
chr1	169040347	169040497	id-6998	8.58e-08	-	ACTGCCATCACCACCACCGCCACCAGGAGCAGCAC	Upstream_CTCF	21
chr1	169050765	169050915	id-6999	1.1e-05	+	AAATATTTTTGGCAAGTAAACAGCAGGGGGCTGAG	V_CTCF_BR	7
chr1	169074864	169075014	id-7000	9.25e-06	-	TCCTGACTGCCCGGCTGTGCCCCTTGTGGGCGGCC	V_CTCF_BR	25
chr1	169075426	169075576	id-7001	1.96e-08	+	CCGGCGATTGGCCACCGGGCCGCTAGAGGGCGGGG	V_CTCF_BR	40
chr1	169078250	169078400	id-7002	1.16e-05	-	TTTGCATGCTGTGATTTCTCCAGCAGGTGACAGGC	Upstream_CTCF	21
chr1	169078558	169078708	id-7003	4.5e-05	-	TGGCTCACTCAGACACAGGCCACCAGGGGCTCCCC	UpstreamP1_CTCF	37
chr1	169080826	169080976	id-7004	1	+	NA	NONE	8
chr1	169100577	169100727	id-7005	4.7e-06	-	AGATTGGTGAACTGTACGGCCAGCAGGGGCTGCAG	V_CTCF_BR	12
chr1	169103533	169103683	id-7006	9.62e-05	-	ATGTAAGAACACCCCAAGGGAGATAGATGGCACTG	UpstreamP1_CTCF	32
chr1	169162849	169162999	id-7007	4.31e-07	-	CATTAGGAATGGAGCATAGCCACCAGCTGGAGCTG	V_CTCF_BR	15
chr1	169240541	169240691	id-7008	1	+	NA	NONE	18
chr1	169257332	169257482	id-7009	5.08e-05	-	TTTGGGGGAACAAAGGTTGCCGGAAGGAGGCATCA	Upstream_CTCF	16
chr1	169281401	169281551	id-7010	1	+	NA	NONE	2
chr1	169317792	169317942	id-7011	1.04e-06	-	TATGTTAAATCCACATTGAACACTAGGTGGCACTC	Upstream_CTCF	39
chr1	169429642	169429792	id-7012	4.68e-07	-	CCTGCGCATTACCGGCTAGCCGGCGGCGGGCGCTG	V_CTCF_BR	8
chr1	169435621	169435771	id-7013	2.78e-06	+	AGAACTTCTCTATTTTTCCCCAGAAGAGGGCAGCG	V_CTCF_BR	38
chr1	169455105	169455255	id-7014	1	+	NA	NONE	39
chr1	169478730	169478880	id-7015	1	+	NA	NONE	22
chr1	169515755	169515905	id-7016	9.06e-08	-	CAGTACTATACTGTTTTGTCCTCCAGAGGGCAGCA	UpstreamP1_CTCF	40
chr1	169519586	169519736	id-7017	9.29e-06	+	GTAGCCATTAGATAATGCTCCACTAGAGGCCACTA	Upstream_CTCF	40
chr1	169555662	169555812	id-7018	3.24e-06	+	GCTGCAATGAGCTCTAGAGGCTGTGGGTGGCAGCG	Upstream_CTCF	40
chr1	169558151	169558301	id-7019	7.11e-06	-	TCTGAGGCTTCCAGAGAGTCCTCTGGATGGCACCA	Upstream_CTCF	5
chr1	169570435	169570585	id-7020	7.23e-07	+	CTTGTAGTATATCTTTTTGACAGCAGATGGTAGCA	Upstream_CTCF	39
chr1	169663505	169663655	id-7021	1.03e-06	-	GAACCACCTGTTTTAATTGCCACTAGATGGAAGCA	V_CTCF_BR	8
chr1	169669071	169669221	id-7022	1	+	NA	NONE	3
chr1	169680822	169680972	id-7023	1.26e-05	-	TCAGCAGTTCATTTTTGTCTCAGTGGGAGGCAATA	Upstream_CTCF	36
chr1	169681277	169681427	id-7024	1.14e-06	-	GTGCCACTAACAAGGACGTCCACTAGGTGGTGAGC	UpstreamP1_CTCF	40
chr1	169695557	169695707	id-7025	1	+	NA	NONE	4
chr1	169722810	169722960	id-7026	2.5e-05	-	CTGCCACCTCTACACTGGGCCTCTAGGGGACCACT	UpstreamP1_CTCF	14
chr1	169763741	169763891	id-7027	1	+	NA	NONE	4
chr1	169778877	169779027	id-7028	1.11e-05	-	AAATAAATATTAATAGTGAACAGCAGAGGGCGTCG	Upstream_CTCF	37
chr1	169898165	169898315	id-7029	3.09e-06	+	TTTGTCATTTATAGACCAACCACTAGATGGAGAGC	Upstream_CTCF	38
chr1	169979702	169979852	id-7030	2.84e-05	+	CATTAACACCAATCTCACAACAGCAGGGGTCGCAA	UpstreamP1_CTCF	36
chr1	170036400	170036550	id-7031	3.28e-05	+	GAAAACGGCAGAGTAGGGACCTCTAGAGGCTGGCA	V_CTCF_BR	17
chr1	170043926	170044076	id-7032	1.28e-06	-	CAGCCCTTTCTATTCCCATCCTCAAGGGGGCGGTG	V_CTCF_BR	40
chr1	170096013	170096163	id-7033	1	+	NA	NONE	25
chr1	170169956	170170106	id-7034	1	+	NA	NONE	15
chr1	170236573	170236723	id-7035	4.14e-06	-	CCAGGCAGCACAGCTTGCAGCTCCAGGGGGAGCTC	V_CTCF_BR	28
chr1	170324566	170324716	id-7036	1	+	NA	NONE	5
chr1	170406171	170406321	id-7037	3.81e-05	+	AACCCAAGGATGTAAATGGCCTCTAGAAGGTGGAA	V_CTCF_BR	13
chr1	170426550	170426700	id-7038	2.38e-07	-	CCTGACTGGGAGACACCTACCAGCAGGGGTCAGCG	V_CTCF_BR	30
chr1	170470797	170470947	id-7039	1	+	NA	NONE	15
chr1	170552461	170552611	id-7040	1.1e-05	+	GCAGGCAGGTGGAGGCAGGCAGGCAGGTGGAGGCA	V_CTCF_BR	4
chr1	170628661	170628811	id-7041	2.8e-05	-	ACAGCACATACTCATCTCCCAAGCAGGCGGCAGGC	Upstream_CTCF	6
chr1	170629440	170629590	id-7042	5.7e-05	-	GCAGTGCTTTTCTCAGAATCCCGCGGAGGTCACCA	Upstream_CTCF	3
chr1	170631403	170631553	id-7043	1	+	NA	NONE	21
chr1	170632494	170632644	id-7044	1	+	NA	NONE	10
chr1	170634123	170634273	id-7045	6.46e-07	-	CCCATTTGCGGTAGAGGCAACAGCAGGGGGCAGAG	V_CTCF_BR	30
chr1	170640595	170640745	id-7046	4.41e-06	+	TCCTCCTTGCCTTCTTTCGCCGAAAGGGGGCGCGC	V_CTCF_BR	35
chr1	170658778	170658928	id-7047	1.72e-06	+	GTAGTTTTCTTGCTTTTGGGCACCAGGTGGCGATA	Upstream_CTCF	39
chr1	170702036	170702186	id-7048	1	+	NA	NONE	7
chr1	170711879	170712029	id-7049	1	+	NA	NONE	7
chr1	170734972	170735122	id-7050	1.64e-06	-	AGTGCAGTTCTTTCCAGAGCCACCATGTGGTATTG	Upstream_CTCF	38
chr1	170736861	170737011	id-7051	3.28e-07	-	TAGCACCCCTGACCTCTCCCCACCAGAGGCCAGTA	UpstreamP1_CTCF	4
chr1	170759455	170759605	id-7052	5.92e-05	+	TTAGTGGTAATGGAAGTTTCCACGTGGTGGTGCTG	Upstream_CTCF	23
chr1	170761119	170761269	id-7053	4.43e-05	-	TTTCGTAGTCAGATAACTGCCAACAGATGGTGCCT	V_CTCF_BR	3
chr1	170851175	170851325	id-7054	3.03e-05	-	ACAGACTTGCATATTCTACCCAACAGGTGGCATTG	Upstream_CTCF	37
chr1	170897227	170897377	id-7055	1.04e-05	-	GAAATAAGGGAGGTCCTGAACACAAGAGGTCACTC	V_CTCF_BR	23
chr1	170899016	170899166	id-7056	1.93e-05	-	TTCTCATTACAACATGAAACCACTAGGTGTCACTC	Upstream_CTCF	40
chr1	170936315	170936465	id-7057	5.93e-10	+	CTGCAATGTTCACTAAGTGCCACCAGGTGGAAGTA	UpstreamP1_CTCF	40
chr1	171021406	171021556	id-7058	2.72e-06	-	AAGCTGGTACTTATGACTACCACTGGGGGGCCACG	UpstreamP1_CTCF	9
chr1	171025574	171025724	id-7059	2.43e-06	+	AGATCTCCCTGGGCCTGAGCCTCTAGTGGGAGGAA	V_CTCF_BR	8
chr1	171050483	171050633	id-7060	3.4e-06	+	TTTACCTAAGGTCAAACATCCAGTAGGTGGCAGAA	V_CTCF_BR	32
chr1	171076529	171076679	id-7061	1	+	NA	NONE	6
chr1	171106263	171106413	id-7062	1	+	NA	NONE	2
chr1	171110999	171111149	id-7063	4.65e-05	+	CTCCTTCTTCTCACAACCATCAGTAGAAGGCGCTA	V_CTCF_BR	24
chr1	171111686	171111836	id-7064	1	+	NA	NONE	11
chr1	171157912	171158062	id-7065	5.51e-07	-	GTCCCATGGTCCATATGTGCCACTAGGGGGTGCTG	V_CTCF_BR	40
chr1	171183326	171183476	id-7066	1	+	NA	NONE	13
chr1	171189727	171189877	id-7067	1	+	NA	NONE	18
chr1	171196006	171196156	id-7068	6.8e-06	+	TCTTCAGTCCCAATGTAGGCCCTCAGGGGCTAGGA	Upstream_CTCF	40
chr1	171214730	171214880	id-7069	1	+	NA	NONE	40
chr1	171220965	171221115	id-7070	6.46e-07	-	GTGCATATGCGGCAGCGCTCCTCGAGGGGGCACCA	V_CTCF_BR	39
chr1	171224737	171224887	id-7071	1.04e-06	-	CCTGAAACTAGAGAGGAGGCCAGTAGAGGGGGGCC	Upstream_CTCF	4
chr1	171236238	171236388	id-7072	1	+	NA	NONE	8
chr1	171283055	171283205	id-7073	4.7e-06	-	GTCGCTTTTGCCATTATAGTCTGTAGAGGGCGCCA	V_CTCF_BR	40
chr1	171329433	171329583	id-7074	5.86e-07	-	GCTGTTTGCCTGGATATCACCAGCAGAGGGTGCAG	Upstream_CTCF	38
chr1	171374358	171374508	id-7075	5.72e-07	-	CTGTCATGCCCAGACAGGGTCACTAGAGGGCTCCT	UpstreamP1_CTCF	40
chr1	171454452	171454602	id-7076	8.34e-07	+	TTGCAGAAACTCCCTCCGTCCAGCAGGAAGCGCCA	UpstreamP1_CTCF	40
chr1	171455031	171455181	id-7077	8.89e-06	-	CCAGAACTCCCGCTGCAGACCACATGGGGCGGGTC	Upstream_CTCF	31
chr1	171455767	171455917	id-7078	1	+	NA	NONE	26
chr1	171535754	171535904	id-7079	2.15e-05	+	ATAGAAAAGTAAAAGATGCCCAACAGGTGGAGCCA	V_CTCF_BR	37
chr1	171610380	171610530	id-7080	2.6e-07	+	GGGAAGCACCAGGGTTGCTCCAGAAGAGGGCACCA	V_CTCF_BR	10
chr1	171614165	171614315	id-7081	2.19e-05	+	AGCGCGATGTTGAACTATCTCAGTAGAGGGCGCTG	Upstream_CTCF	40
chr1	171624755	171624905	id-7082	4.7e-08	+	GCCTCCGGGCACGATGGAGGCAGCAGGGGGCGCTA	V_CTCF_BR	40
chr1	171685128	171685278	id-7083	5.61e-08	-	TCAGCAGTACCTTAAAAGACCAGAAGATGGGGATA	Upstream_CTCF	40
chr1	171710486	171710636	id-7084	4.11e-08	-	CCTGCTGTGTTTATAATGACCGGAAGGTGGGGGTG	Upstream_CTCF	33
chr1	171733701	171733851	id-7085	5.67e-06	-	GCTCCAGTTCCTTCAGGACCCTCCTGAGGGAGCAC	Upstream_CTCF	5
chr1	171748697	171748847	id-7086	3.5e-05	-	CCGCACTCCATCCTGGCCAACAGAAGGAGACTCCC	UpstreamP1_CTCF	4
chr1	171750286	171750436	id-7087	1	+	NA	NONE	12
chr1	171769607	171769757	id-7088	8.56e-05	+	TAGAGCTTCCCTAGAGCTTCCAGCAGGGAGTGCAA	UpstreamP1_CTCF	32
chr1	171770662	171770812	id-7089	7.55e-07	+	CACTTGGTTCCTGTGCTTCCCACTAGATGGCACTA	V_CTCF_BR	40
chr1	171771505	171771655	id-7090	8.97e-05	+	GAATGATTCTCCCTCAGAGCCTCCAGAGGGACCCA	Upstream_CTCF	20
chr1	171820160	171820310	id-7091	2.96e-05	-	CTGAGAAGACCAGCAGATGACAGCAGAGGCCAGAC	V_CTCF_BR	15
chr1	171898385	171898535	id-7092	2.44e-07	-	TCCGCAATCCTGTTCCTCACCACCAGGTGCAACTT	Upstream_CTCF	38
chr1	171952843	171952993	id-7093	6.05e-06	-	TCTCTACTCTGAAAAATTTCCAGAAGATGGCAGTC	V_CTCF_BR	40
chr1	171954129	171954279	id-7094	5.51e-07	-	ATGTGGATCTCCTTTGTTGCCACTAGATGGCACCT	V_CTCF_BR	40
chr1	171954901	171955051	id-7095	1.56e-06	+	TGGTACTGGGAAATCTTTGCCACCAGAGGGCCTGA	UpstreamP1_CTCF	39
chr1	171972002	171972152	id-7096	1.04e-05	+	TGCGTTCATTCCTTTTTTGCCACTGGGGGTCACTG	V_CTCF_BR	40
chr1	172010959	172011109	id-7097	5.34e-06	+	GAGTGCAATGTTAACTCTGCCAGTAGGTGCCACTA	V_CTCF_BR	33
chr1	172059476	172059626	id-7098	9.51e-07	+	GTGCGCCAGGGCATGAGGGCAGCCAGAGGGCGGTG	V_CTCF_BR	40
chr1	172104336	172104486	id-7099	6.19e-06	+	TTGTTTGTTCCCTGTCCTACCACCAGGGGACATAG	UpstreamP1_CTCF	40
chr1	172128724	172128874	id-7100	3.63e-05	-	AAGACACTCAAGAAACTCAACAACAGAGGGAGCAC	V_CTCF_BR	5
chr1	172238861	172239011	id-7101	7.17e-05	-	GCTGTCTCACTACTGGCTTCAGCCTGGGGGCCCCA	Upstream_CTCF	3
chr1	172256027	172256177	id-7102	7.27e-06	+	GCTGAGCAACCACAGACCTCTACCAGAGGGCAGAG	V_CTCF_BR	12
chr1	172289913	172290063	id-7103	1	+	NA	NONE	16
chr1	172291618	172291768	id-7104	1.19e-06	-	GGGTAAAGACACAGAACCGCCAGCAGCAGGCGGCA	V_CTCF_BR	21
chr1	172325821	172325971	id-7105	1	+	NA	NONE	20
chr1	172368510	172368660	id-7106	1	+	NA	NONE	19
chr1	172368738	172368888	id-7107	1	+	NA	NONE	39
chr1	172371132	172371282	id-7108	5.86e-07	-	CTTGCAGCTTTCCACAGCACCTGCTGAGGGCAGTG	Upstream_CTCF	35
chr1	172383276	172383426	id-7109	1	+	NA	NONE	0
chr1	172398557	172398707	id-7110	3.63e-06	+	AAAGGGAAATCAATCACTTCCACAAGATGGCACTG	V_CTCF_BR	40
chr1	172413219	172413369	id-7111	5.01e-09	-	CCGGAGGTCCTTCGAGCAGCCAGGAGGGGGCAGCA	V_CTCF_BR	40
chr1	172419163	172419313	id-7112	1.02e-07	+	CTGCAATATTCATAGTTAGCCACTAGATGACAGTT	UpstreamP1_CTCF	40
chr1	172445379	172445529	id-7113	7.44e-05	+	TGGGAAATGCCACACACTTGCTGCAGGCAGAGGCC	Upstream_CTCF	1
chr1	172502471	172502621	id-7114	1.92e-05	-	CTCCTCCTTCTTCCCCCTGCCAGAAGGCGGCACAT	UpstreamP1_CTCF	35
chr1	172552154	172552304	id-7115	1.85e-05	+	TGTGAAGCAGTCAGTTTTGACTATAGGTGGCAGTG	Upstream_CTCF	23
chr1	172576409	172576559	id-7116	7.23e-07	-	CTTGCAGTCCAAATTATCATCACCTGGTGGCCCAA	Upstream_CTCF	4
chr1	172578788	172578938	id-7117	7.11e-06	+	AATACTGTTTTACTTTTCACCAGGAGGTGGCACTT	Upstream_CTCF	37
chr1	172591005	172591155	id-7118	1	+	NA	NONE	5
chr1	172670450	172670600	id-7119	4.94e-06	+	TGGGTTTTTCCTTCTTTCCCCACCAGGGGAAATAA	Upstream_CTCF	14
chr1	172688881	172689031	id-7120	7.61e-08	-	TAAGTAATACCTACAATTGCCACTAGGTAGAACCA	Upstream_CTCF	39
chr1	172697201	172697351	id-7121	9.38e-09	-	ATGCAATTTGACCTCCTGGCCAGTAGGTGGTGCTT	UpstreamP1_CTCF	40
chr1	172711859	172712009	id-7122	2.04e-05	+	GCATGATTCTATTTTATGGTCGCTAGATGGCAGTA	V_CTCF_BR	40
chr1	172714211	172714361	id-7123	5.86e-07	+	CTTGTTGTGTTACGAACTTTCACCAGGTGGCAGAA	Upstream_CTCF	39
chr1	172739822	172739972	id-7124	1	+	NA	NONE	0
chr1	172748008	172748158	id-7125	4.11e-07	+	TTGCAGTGAGATTACAGCTCCACAAGGGGGTACAT	UpstreamP1_CTCF	35
chr1	172790312	172790462	id-7126	4.43e-05	+	AAAAATCTAATTCCTGTCACAACTAGATGGCAGAG	V_CTCF_BR	3
chr1	172792145	172792295	id-7127	1.83e-05	-	GAATATTTTCCTCCAGTAGCCAACAGATGGCTCCT	V_CTCF_BR	5
chr1	172795258	172795408	id-7128	6.37e-07	+	ATGCTATTCTCAAGAGTAGCCACATGGTGGTGGAA	UpstreamP1_CTCF	40
chr1	172828561	172828711	id-7129	1	+	NA	NONE	10
chr1	172929725	172929875	id-7130	1	+	NA	NONE	9
chr1	172974453	172974603	id-7131	8.03e-07	+	GTTGTTATAGTCTGGTGTTCCAGCAGGGGGAACAA	Upstream_CTCF	33
chr1	173033280	173033430	id-7132	1	+	NA	NONE	2
chr1	173043570	173043720	id-7133	6.51e-07	+	CCTGCATTTGTAGACTCCACCTCTGGGGGCAGGGC	Upstream_CTCF	6
chr1	173157107	173157257	id-7134	1	+	NA	NONE	16
chr1	173171620	173171770	id-7135	1.04e-05	-	AGTGAGTCTAATCTGAACAGCACTAGGGGGCACCA	V_CTCF_BR	39
chr1	173176073	173176223	id-7136	2.47e-05	-	TCTGCTCTTCAGGTAAGATGCACCACTGGGCGCTG	Upstream_CTCF	8
chr1	173179491	173179641	id-7137	1	+	NA	NONE	4
chr1	173182930	173183080	id-7138	1	+	NA	NONE	11
chr1	173222310	173222460	id-7139	1	+	NA	NONE	9
chr1	173224460	173224610	id-7140	5.96e-07	+	ATGGGACTGTAATTGCTGACCTCTAGGGGGAGCTC	V_CTCF_BR	39
chr1	173228124	173228274	id-7141	2.11e-06	+	AACTGGGTGAGACCCCCAGCCAACAGGGGTCACTA	V_CTCF_BR	7
chr1	173378115	173378265	id-7142	1.21e-05	-	TATGGTCTTCTCATTGCATCCTACAGGTGGTGCAC	Upstream_CTCF	22
chr1	173381337	173381487	id-7143	1	+	NA	NONE	5
chr1	173389592	173389742	id-7144	9.19e-12	+	TTGCAGTTAAAGAATATGGCCACCAGGTGGCAGTA	UpstreamP1_CTCF	40
chr1	173398735	173398885	id-7145	6.43e-06	+	GCACCCAGCACTGTGCCTGCCGCGTGGTGGCGCTT	V_CTCF_BR	37
chr1	173400435	173400585	id-7146	5.51e-07	+	TTCTTGAGGAAGTTTCTGGGCACTAGAGGGCGCTC	V_CTCF_BR	40
chr1	173436655	173436805	id-7147	1	+	NA	NONE	7
chr1	173446161	173446311	id-7148	4.14e-06	-	GGTGGCGCCGCCGGGCCTGCGACTAGGTGGCATCC	V_CTCF_BR	12
chr1	173458468	173458618	id-7149	9.4e-06	+	TTGTTGTATCCTCACATGACCAAGAGAGGGATCAT	UpstreamP1_CTCF	16
chr1	173472698	173472848	id-7150	1	+	NA	NONE	8
chr1	173475732	173475882	id-7151	6.49e-06	-	ACTGTAATACAGGTGCCCTACACAAGGGTGTGCCC	Upstream_CTCF	25
chr1	173499923	173500073	id-7152	4.01e-05	+	GGGAGAAGAAAAAAGTGAACCGGGAGATGGCATCA	V_CTCF_BR	1
chr1	173514970	173515120	id-7153	1	+	NA	NONE	12
chr1	173532067	173532217	id-7154	1.41e-05	-	TTGTCCCTGCTGTCCGCCTCCACCAGGGGAGGCAC	UpstreamP1_CTCF	29
chr1	173549185	173549335	id-7155	8.71e-06	+	AACCCAGTTCAAGGTTGGGGCGGTAGAGGGAACCC	V_CTCF_BR	1
chr1	173598160	173598310	id-7156	1	+	NA	NONE	15
chr1	173638645	173638795	id-7157	6.48e-05	+	GGGCAACGGACACTTCAGGGCACCAGAGTTTGCTC	UpstreamP1_CTCF	18
chr1	173660392	173660542	id-7158	3.42e-08	+	TTTCTCACCCCTGAGGCCGCCAGAAGGGGGCGGGG	V_CTCF_BR	17
chr1	173684325	173684475	id-7159	1	+	NA	NONE	22
chr1	173793947	173794097	id-7160	2.66e-05	-	AGGCGCGAGCCCAAGACAACCAGAGGCGGTCACAA	V_CTCF_BR	15
chr1	173794278	173794428	id-7161	1.77e-05	-	AGGGAAGTACATGTTGGAGCCACACGATGGCGAAA	Upstream_CTCF	39
chr1	173837854	173838004	id-7162	1	+	NA	NONE	12
chr1	173840599	173840749	id-7163	3.63e-05	+	TTATCACACAGGTAGGTGGCCTCCAGGAGTCTCAC	V_CTCF_BR	3
chr1	173883534	173883684	id-7164	1	+	NA	NONE	40
chr1	173883796	173883946	id-7165	3.86e-05	+	TGGACAGTTCCCAGACACGCCGGTTGGTGGCCTCC	Upstream_CTCF	2
chr1	173943288	173943438	id-7166	1	+	NA	NONE	12
chr1	174044025	174044175	id-7167	3.31e-06	-	TTGTTATACTATGACTGTTTCAGCAGAGGGCACTA	UpstreamP1_CTCF	38
chr1	174063049	174063199	id-7168	1	+	NA	NONE	28
chr1	174084093	174084243	id-7169	2.31e-07	-	CTTGCAGTAACCTCTATTGCCACTAGGAGAGAGAA	Upstream_CTCF	40
chr1	174113649	174113799	id-7170	7.27e-06	+	CCTGACTGGGAGATACTTCCCAGCAGGGGTCGACA	V_CTCF_BR	14
chr1	174134684	174134834	id-7171	4.41e-06	-	TGTGCCTATATAGTCCCAGCCACTTGGGGGCTGAG	V_CTCF_BR	16
chr1	174158921	174159071	id-7172	9.81e-06	-	TTCTGTCACCCAGCCTGGGACTACAGGTGGCACTA	V_CTCF_BR	10
chr1	174186961	174187111	id-7173	1.84e-07	-	GCTGCAATATTCCATTTTGCCATTAGGTGACACTA	Upstream_CTCF	40
chr1	174227317	174227467	id-7174	1.19e-06	+	CAGTGGAATTTAAGGTAGTCCAGCAGGTGGCAGCC	V_CTCF_BR	40
chr1	174231931	174232081	id-7175	7.73e-05	+	AGCACAATATTAAATTATGCCAGTAGAGGGTGTTG	Upstream_CTCF	40
chr1	174266462	174266612	id-7176	2.27e-05	-	GAACCTGGAATTTGAAGAGCCGGCGGGAGGCGCTC	V_CTCF_BR	1
chr1	174266691	174266841	id-7177	1	+	NA	NONE	21
chr1	174270554	174270704	id-7178	1.38e-09	+	GTGGGGCAGCTGCCCTCTGCCAGCAGAGGGCAGAG	V_CTCF_BR	11
chr1	174328070	174328220	id-7179	5.86e-07	+	GGGGCAGTATTTAACCCAGCCAGAAGAGGGTAACC	Upstream_CTCF	11
chr1	174382862	174383012	id-7180	2.47e-07	+	GTGCAATTTAATGTACAAGCCAGTAGATGACGCTA	UpstreamP1_CTCF	36
chr1	174420676	174420826	id-7181	1	+	NA	NONE	3
chr1	174435896	174436046	id-7182	2.66e-05	-	AATAAAAAATTTCAGTTTGACTCTAGAGGGCAGGC	V_CTCF_BR	5
chr1	174628994	174629144	id-7183	5.08e-05	-	ATTGCTGTTCTGGTGGTAGACAACAGGTATTACCT	Upstream_CTCF	6
chr1	174661542	174661692	id-7184	6.15e-05	-	ACTGCAGTTTCAAGGTTCTCCACATGGTTTTGTAT	Upstream_CTCF	29
chr1	174695773	174695923	id-7185	3.4e-06	-	TATAAAATACTTCCCACAAACAGCAGATGGCACCA	V_CTCF_BR	38
chr1	174713212	174713362	id-7186	3.91e-06	-	TGGGTTTTGTTCTGAATGTCCACTAGAGGTCAGGA	Upstream_CTCF	40
chr1	174716903	174717053	id-7187	9.39e-07	-	AATGCATAGCTCTCTGGGTCCACTTGGGGGAGCCA	Upstream_CTCF	27
chr1	174739218	174739368	id-7188	7.46e-06	+	ATGAAGGAATGCCTATTGTCCTGTTGGTGGCAGTA	UpstreamP1_CTCF	38
chr1	174768863	174769013	id-7189	1	+	NA	NONE	19
chr1	174837825	174837975	id-7190	1.32e-05	+	TTTGCATTGTAGTCAGGAAACCGGAGAGGGCAGCA	Upstream_CTCF	0
chr1	174852609	174852759	id-7191	2.4e-05	+	GAAACTTGAAGCCTTCTGCCCTGAAGATGGTGCTG	V_CTCF_BR	28
chr1	174901894	174902044	id-7192	1	+	NA	NONE	22
chr1	174952474	174952624	id-7193	1.15e-07	-	ATCAACATAATGCATTTTACCACCAGGGGGCAGCA	V_CTCF_BR	40
chr1	174956183	174956333	id-7194	7.11e-06	-	CTTGCCATTCCAGGCCAAATCCCTAGGGGTCACCT	Upstream_CTCF	32
chr1	174967724	174967874	id-7195	1.83e-05	-	GGACAATGACATGAAAGAGCCACCAGGGGGCTTTT	V_CTCF_BR	40
chr1	174969095	174969245	id-7196	4.68e-05	-	CTGCGCCCACACCGACCCTGCGCAAGATCGCGGCC	UpstreamP1_CTCF	6
chr1	174998984	174999134	id-7197	4.01e-09	+	GTGCTGTGCACCACGCTGAACACGAGATGGCAGTA	UpstreamP1_CTCF	40
chr1	175042942	175043092	id-7198	3.84e-06	-	GTTCAGCAGGAGTGTGCCACCCCAAGGGGGCGACT	UpstreamP1_CTCF	11
chr1	175086223	175086373	id-7199	7.6e-05	+	ACACGGTGCACGTGTGGGCCCAGAAGGGGGCCCAG	UpstreamP1_CTCF	2
chr1	175094526	175094676	id-7200	1.03e-07	-	TATGTACTTCCTCACCCAAACACTAGAGGGAACGC	Upstream_CTCF	40
chr1	175099409	175099559	id-7201	1	+	NA	NONE	15
chr1	175115804	175115954	id-7202	1.82e-07	+	CCCGTCTAACCCCAGCTGCCCAGCAGAGGGCGCGT	V_CTCF_BR	40
chr1	175120182	175120332	id-7203	4.94e-06	+	CGCTCACTACCTGTCGGCGGCGGCAGGGGGCCTCC	Upstream_CTCF	7
chr1	175121271	175121421	id-7204	2.47e-08	+	TTTGCTATATTCAGCCTGGCCAGGAGATGGCAGTG	Upstream_CTCF	40
chr1	175124114	175124264	id-7205	2.17e-09	+	ACGCTTTCTCCTGATCTGGCCACCAGGTGGCACTG	V_CTCF_BR	40
chr1	175132958	175133108	id-7206	2.1e-06	-	TACGCATCTTCAAGGTCGTCCCCCAGGTGGCTCCA	Upstream_CTCF	6
chr1	175147325	175147475	id-7207	2.91e-05	-	GCTGCCCCCCTGCCTCCTGGCAGTGGATGGAATGT	Upstream_CTCF	5
chr1	175148457	175148607	id-7208	3.65e-05	-	CTGTGATTGCTCTGCCTGACCGGTTGGGGCAGATT	UpstreamP1_CTCF	1
chr1	175154834	175154984	id-7209	6.84e-06	+	AGCACACTATTCACAATAGCCACAAGGTGGAAACA	V_CTCF_BR	3
chr1	175162003	175162153	id-7210	1	+	NA	NONE	21
chr1	175162258	175162408	id-7211	1	+	NA	NONE	20
chr1	175190957	175191107	id-7212	1	+	NA	NONE	18
chr1	175195055	175195205	id-7213	1.43e-05	+	TGATAAGTTCCCGGGGTCACCTGCAGGGGCATCTG	Upstream_CTCF	12
chr1	175254047	175254197	id-7214	3.36e-05	+	CAACAATTCTTCGTGCAGGCCACAAGGGGTTGCTT	UpstreamP1_CTCF	11
chr1	175286480	175286630	id-7215	2.73e-07	+	AGTGTATTTCCAACATTTGCCTGTTGGAGGCAGTG	Upstream_CTCF	36
chr1	175288881	175289031	id-7216	2.19e-08	-	GGGGACTTGCTAAGTGTGGCCACAAGGTGGCAGTC	V_CTCF_BR	39
chr1	175307744	175307894	id-7217	2.62e-07	-	CTGTAGTGCACCGGTTCTGCCACTAGGGTATACTG	UpstreamP1_CTCF	37
chr1	175343049	175343199	id-7218	4.14e-06	+	GGGTGCCTTACCAAAGTGACCACTTGGGGTCACTG	V_CTCF_BR	40
chr1	175345422	175345572	id-7219	5.37e-06	+	ATGTATTGCCTCATGAATGCCTCATGATGGCACTG	UpstreamP1_CTCF	34
chr1	175403521	175403671	id-7220	1.1e-06	-	AAGGTCACAGTGTTACAGGCCAGTAGGGGGTGCCA	V_CTCF_BR	30
chr1	175450374	175450524	id-7221	5.93e-06	+	GTGGTAATACTATGTCTGGTCGGTAGAGGCCACTG	Upstream_CTCF	40
chr1	175450940	175451090	id-7222	1.27e-06	-	CAGATATGGTTCCCAACTTCCAGCAGGAGGCAGCA	UpstreamP1_CTCF	31
chr1	175484774	175484924	id-7223	1.56e-05	+	TAGGCAGGGATGTGAACAGCCACCAGGGTGCTGTG	Upstream_CTCF	6
chr1	175498810	175498960	id-7224	2.5e-05	-	GGTCAGTGGGTGGAAGCAAACAGGAGGGGGAGTTG	UpstreamP1_CTCF	1
chr1	175501094	175501244	id-7225	1.29e-05	-	TTGTTGGATCTCACCTGGCCCAGCAGGTGTCTTTC	UpstreamP1_CTCF	2
chr1	175538388	175538538	id-7226	2.46e-08	+	CCCCACCCCTTCAGTCTGACCAGCAGAGGGCTGTC	V_CTCF_BR	17
chr1	175573860	175574010	id-7227	1	+	NA	NONE	1
chr1	175616090	175616240	id-7228	4.85e-07	+	AGGCAGGATGGGGCAGGCACCAGCAGAGGCCAGCC	UpstreamP1_CTCF	0
chr1	175678039	175678189	id-7229	4.43e-05	-	ACATGATATAACATGCTCGCCACGTGGGGGTGCTT	V_CTCF_BR	11
chr1	175712825	175712975	id-7230	4.7e-06	-	GGATGCTTTTCTTTTCTGTCCACTAGGGGGCTGCT	V_CTCF_BR	40
chr1	175714122	175714272	id-7231	1	+	NA	NONE	27
chr1	175726645	175726795	id-7232	8.71e-06	+	GCAGGCCGCTCCAAGAGCGCCTCCAGAGGCCGAGC	V_CTCF_BR	40
chr1	175793459	175793609	id-7233	4.14e-06	-	AAGCCCATTGAGACAGCTGCCAGCAGGAGGCGTCA	V_CTCF_BR	28
chr1	175814143	175814293	id-7234	8.16e-07	-	AGCAATAGAGAGAATTGAGCCAGGAGAGGGCAGAC	V_CTCF_BR	10
chr1	175857192	175857342	id-7235	1.32e-05	-	AGCACAGTATCTCCAAAGGCCACTAGGGGCAGTGT	Upstream_CTCF	40
chr1	175903025	175903175	id-7236	1	+	NA	NONE	9
chr1	176042796	176042946	id-7237	2.97e-06	-	TAAGACCATACCCTTCAGTCCACAAGGTGGCAGCA	V_CTCF_BR	40
chr1	176088822	176088972	id-7238	4.14e-06	+	ACTCCTGACTCATCCACAGTCACTAGATGGCAGTA	V_CTCF_BR	36
chr1	176176659	176176809	id-7239	1	+	NA	NONE	25
chr1	176176841	176176991	id-7240	3.16e-05	-	AATGCAGTGCTGTCTGCAACCGCTCGGAGCTTCTA	Upstream_CTCF	9
chr1	176218342	176218492	id-7241	6.15e-05	-	GCAGGAGAATCGCTTCATCCCAGGAGGAGGAAGTT	Upstream_CTCF	3
chr1	176221416	176221566	id-7242	1.16e-05	-	TCTGCTATCTTCTGTGTCACCACAAGGAGCACACT	Upstream_CTCF	11
chr1	176283434	176283584	id-7243	7.73e-06	+	TGCATCGCTCACCCTGGGAGCTGTAGAGGGAGCTG	V_CTCF_BR	4
chr1	176344229	176344379	id-7244	5.08e-07	+	GGCCACATACAGACACTCACCGCCAGAGGGTGCCC	V_CTCF_BR	40
chr1	176413514	176413664	id-7245	1	+	NA	NONE	10
chr1	176435797	176435947	id-7246	1	+	NA	NONE	36
chr1	176529063	176529213	id-7247	3.4e-06	+	AGGATACTTTCTACACGGAACACTAGGTGGCAGTG	V_CTCF_BR	39
chr1	176534954	176535104	id-7248	1.1e-05	-	TGAGGATACCTTCAAGAAGCCAGAAGAGGGAGCTT	V_CTCF_BR	4
chr1	176574466	176574616	id-7249	1	+	NA	NONE	5
chr1	176625421	176625571	id-7250	2.96e-05	+	CAGTTTATAGGACCTGCTGCCACTGGTAGGCAGCA	V_CTCF_BR	16
chr1	176640141	176640291	id-7251	3.45e-05	-	TGACAGCGTCCTTGTCCCAAGGCCAGGTGGCAGCA	V_CTCF_BR	6
chr1	176660888	176661038	id-7252	4.41e-06	-	TGGTTGCTTATTCAGCAAACCACAAGATGGCAGTG	V_CTCF_BR	39
chr1	176674832	176674982	id-7253	9.4e-06	+	CTGCAATATATGTTAGCTGTAACCAGGTGGTAGTA	UpstreamP1_CTCF	7
chr1	176686325	176686475	id-7254	1.34e-06	+	GTGAAGAAGCCAGCCAAAACCAGCAGATGGCAATA	UpstreamP1_CTCF	8
chr1	176702934	176703084	id-7255	1.24e-05	+	AGGAGAACTGAAACAGCCCCCGGCAGGTGTCAGCA	V_CTCF_BR	3
chr1	176714262	176714412	id-7256	4.01e-05	+	GGTATCATGTTACACATCATCAGTAGAGGGTGCTA	V_CTCF_BR	14
chr1	176715238	176715388	id-7257	2.1e-05	-	TAGCATGTCACTTTTTTCTTCAGTAGATGGCACTG	UpstreamP1_CTCF	30
chr1	176734873	176735023	id-7258	1.67e-07	+	AGGGGATTTGCCCTTCAGGCCAGCAGTGGGCAGTA	V_CTCF_BR	7
chr1	176768621	176768771	id-7259	6.19e-06	+	GTGCAATTTCACCTCCAGTCCTGGTGTGGGCACTC	UpstreamP1_CTCF	8
chr1	176790109	176790259	id-7260	7.31e-05	+	CTGCTGCTCCCCCCAATGGCTAGGATTTGCAGGAA	UpstreamP1_CTCF	6
chr1	176812975	176813125	id-7261	9.26e-05	-	TTGAAATTCTTCTGTCTCCCCACAGAGTGTCACCC	UpstreamP1_CTCF	38
chr1	176847957	176848107	id-7262	3.36e-07	-	AGAAGGGGGCTCACTCGGGCCCCTAGAGGGCAGTG	V_CTCF_BR	23
chr1	176850241	176850391	id-7263	2.18e-07	-	AGGAAGAAACAGCAAATCTCCACCAGGTGGCGCTG	V_CTCF_BR	40
chr1	176866591	176866741	id-7264	3.66e-06	+	AAGAATTTCCACGACATGACCGCTAGATGGTGATA	UpstreamP1_CTCF	40
chr1	176867031	176867181	id-7265	4.38e-09	+	GTGCTCATGACAAATGCGGCCACTAGAGGGCGCTG	V_CTCF_BR	40
chr1	176918298	176918448	id-7266	2.46e-08	-	GCTGTGAGCAGCTGTGCCTCCAGCAGATGGCGCCC	V_CTCF_BR	38
chr1	176923497	176923647	id-7267	1.15e-07	-	ACTGCAATTCTTTCTGGAGGCTCTAGGGGGAATCC	Upstream_CTCF	36
chr1	177046237	177046387	id-7268	1.26e-05	+	TCTGCTGGGGGTGAAACCACCTCGAGGAGGTGCTG	Upstream_CTCF	7
chr1	177107057	177107207	id-7269	1	+	NA	NONE	7
chr1	177150917	177151067	id-7270	1.48e-06	-	CTTGTAACACAGCTTTTCGCCTCTAGGGGTCTCTA	Upstream_CTCF	40
chr1	177154479	177154629	id-7271	2.06e-07	-	GCTGCAATATCACCCTCCTCCTGTAGGTGGTTCCT	Upstream_CTCF	39
chr1	177198087	177198237	id-7272	2.4e-05	-	ACCATGCAGCTTGAGAGCACCACGAGGGGCAGGGC	V_CTCF_BR	29
chr1	177206916	177207066	id-7273	1	+	NA	NONE	1
chr1	177225432	177225582	id-7274	2.5e-09	+	GGCTCCTAACAAGCACTTGCCAGCAGGGGGCACTC	V_CTCF_BR	39
chr1	177247857	177248007	id-7275	9.81e-06	-	TGCTGAGCTCTGGCTGTAGCAGCCAGGGGGTGCTC	V_CTCF_BR	11
chr1	177303564	177303714	id-7276	1	+	NA	NONE	25
chr1	177312723	177312873	id-7277	1.82e-06	+	AAGCAGCCATAGGCAATCACCAGTAGGTGTGGCTG	UpstreamP1_CTCF	7
chr1	177324836	177324986	id-7278	1.37e-08	-	AATGCAGTGATGTTATTGACGACCAGGGGGCAGCA	Upstream_CTCF	39
chr1	177398491	177398641	id-7279	2.43e-06	+	CACACACACACACAAGTCACCAGCAGGTGGCTCAT	V_CTCF_BR	19
chr1	177400382	177400532	id-7280	1	+	NA	NONE	8
chr1	177402142	177402292	id-7281	8.5e-06	-	TAAGAACTACTTCTTTGTGCCACTAGAGGCAGAAT	Upstream_CTCF	33
chr1	177420507	177420657	id-7282	4.01e-05	+	CTGGCAACAGCCTCAGCCTACACTACAGGGCGCTG	Upstream_CTCF	4
chr1	177448894	177449044	id-7283	1	+	NA	NONE	1
chr1	177459530	177459680	id-7284	1	+	NA	NONE	7
chr1	177465160	177465310	id-7285	1.54e-05	-	GATCATTGCAGCTCTCTCAGCACTAGAGGGAGTTC	UpstreamP1_CTCF	24
chr1	177520017	177520167	id-7286	4.01e-05	-	CAAATTGTATCAGATTTGACCAGTGGGGGGAGTCC	Upstream_CTCF	20
chr1	177536666	177536816	id-7287	1.08e-05	+	GTGCCATTTCCCATCTTCACCAGAGGAGGCTGCAT	UpstreamP1_CTCF	37
chr1	177537991	177538141	id-7288	8.16e-07	+	TCTAGACACAATCACCCCACCACTAGGGGGAAGAA	V_CTCF_BR	27
chr1	177600997	177601147	id-7289	3.63e-05	+	AGAGAAAAAAAAAAGTTTACCACCAGAGGGAGAAT	V_CTCF_BR	4
chr1	177747090	177747240	id-7290	1	+	NA	NONE	9
chr1	177749358	177749508	id-7291	1.31e-05	-	TCGGGAGCATACTTTCAAGCCTCTAGGTGGCAATA	V_CTCF_BR	39
chr1	177752321	177752471	id-7292	9.25e-06	-	AAGAGGTTCGTTCTGTGCAACGCCAGGGGGCAGCT	V_CTCF_BR	22
chr1	177787111	177787261	id-7293	1	+	NA	NONE	10
chr1	177789501	177789651	id-7294	1.61e-05	+	CTGCGTACTCTTCAGCTGGACACCAGGAGGCCCCA	UpstreamP1_CTCF	6
chr1	177817868	177818018	id-7295	1	+	NA	NONE	7
chr1	177824140	177824290	id-7296	2.01e-05	-	GTGTTGGAAACACAGCTGGGCACCAGAGCCTGGCC	UpstreamP1_CTCF	6
chr1	177850428	177850578	id-7297	3.4e-06	+	CCTGAATCCTCCCTCTGGCCCTGCAGGAGGCACTC	Upstream_CTCF	6
chr1	177882938	177883088	id-7298	3.06e-08	-	AGGAGAGCCCTGACTCCTGCCACCAGATGGAGCTG	V_CTCF_BR	39
chr1	177891470	177891620	id-7299	1	+	NA	NONE	12
chr1	177897440	177897590	id-7300	8.58e-06	+	CACTAATGCCACAGCACCACCACTGGATGTCAGCA	UpstreamP1_CTCF	33
chr1	177915206	177915356	id-7301	6.27e-08	-	GTGGTATTGTGCCCTTTGGCCACTGGGTGGCACCC	UpstreamP1_CTCF	39
chr1	177917610	177917760	id-7302	5.53e-08	+	ATGCAGAGGCAGCAGAATTCCACCAGGGGGCAAAA	UpstreamP1_CTCF	40
chr1	177928958	177929108	id-7303	2.81e-06	+	AAAGCAGTCCTAGTTCAGTACTGCAGAGGGCTCAC	Upstream_CTCF	36
chr1	178001058	178001208	id-7304	1.55e-08	+	GACAATTGTGTACTGTCCACCACCAGGGGGCACCA	V_CTCF_BR	39
chr1	178006606	178006756	id-7305	7.02e-05	-	GGGCAACTTCGTCCTGGGATAGCTAGGGGGCTGAA	UpstreamP1_CTCF	25
chr1	178007035	178007185	id-7306	1	+	NA	NONE	29
chr1	178024361	178024511	id-7307	2.11e-06	+	GACCTGGTGGCGCCTTGGCTCACTAGAGGGCACCA	V_CTCF_BR	37
chr1	178025169	178025319	id-7308	1.47e-05	-	CTCTCCAACTGAACTGTAAACACATGAGGGCAGCA	V_CTCF_BR	32
chr1	178030239	178030389	id-7309	8.97e-05	-	TCAGCAGGTGTGAGTCAGACACACAGGGAGCAGCA	Upstream_CTCF	15
chr1	178062435	178062585	id-7310	4.3e-06	-	GCTGCTTTATCTTACAGTCACCCAAGGGGGAGCGC	Upstream_CTCF	31
chr1	178063109	178063259	id-7311	4.23e-08	-	GCTGGGCTTGGGGGCGTCGCCGCCAGGGGCCGCCC	V_CTCF_BR	18
chr1	178063630	178063780	id-7312	1	+	NA	NONE	35
chr1	178096735	178096885	id-7313	1.21e-05	-	GGTGATCTTTTAAAGATCACCACTAGAGGAATGTA	Upstream_CTCF	12
chr1	178106514	178106664	id-7314	1	+	NA	NONE	9
chr1	178121226	178121376	id-7315	3.81e-05	+	TTTCAGTTTCACTCACCAACCTCTGGGGGAAGTAG	UpstreamP1_CTCF	9
chr1	178159077	178159227	id-7316	2.02e-06	-	CAGCATCCCTGGCATCCACCCACTAGATGTCAGTA	UpstreamP1_CTCF	40
chr1	178211033	178211183	id-7317	1	+	NA	NONE	20
chr1	178212329	178212479	id-7318	2.31e-06	+	GCTGGAGTTCCTACCGATCCCTGCTGGTGCTGCCC	Upstream_CTCF	10
chr1	178252117	178252267	id-7319	6.43e-06	-	AAACAACAGCATCGTATTACCACTAGAGGCCAGCA	V_CTCF_BR	36
chr1	178253429	178253579	id-7320	3.81e-05	-	GCCTTCGAGTTAGATTTGGCCAGTAGGTGACACTG	V_CTCF_BR	13
chr1	178264020	178264170	id-7321	1	+	NA	NONE	23
chr1	178269160	178269310	id-7322	6.94e-09	+	GGGTCAGTTTCCCGAGTACCCACCAGAGGGCGCCA	Upstream_CTCF	40
chr1	178279889	178280039	id-7323	1.02e-07	+	TAGCTGTTTCATAAAATTTCCAGTAGATGGCAGTA	UpstreamP1_CTCF	40
chr1	178313685	178313835	id-7324	1.11e-05	-	CAAGAATGACCATGAACAACCACTAGGGAGCGTGA	Upstream_CTCF	38
chr1	178331070	178331220	id-7325	2.78e-06	+	TGATGCCACCACTGATCTAACAGGAGGTGGCGCTC	V_CTCF_BR	18
chr1	178349058	178349208	id-7326	6.34e-08	-	CCTGTCGTCCCAGCTACTACGGGTAGGGGGCGCTG	Upstream_CTCF	37
chr1	178366039	178366189	id-7327	2.5e-05	+	ATGAAATACCACTTGATGCCCACTAGGATGACCAC	UpstreamP1_CTCF	9
chr1	178461401	178461551	id-7328	1.55e-05	+	TGATTCTCCCCATGGGGTTCAGCCAGGGGGCAGCA	V_CTCF_BR	4
chr1	178469652	178469802	id-7329	1	+	NA	NONE	38
chr1	178470377	178470527	id-7330	1.37e-05	-	TCTCCAGTTCACAGCGCCTCCCACAGGGAGAGGAG	Upstream_CTCF	22
chr1	178470986	178471136	id-7331	1.82e-07	-	GCCCAGTACTGAGTGTTTGCCCCTAGGGGGCGCCC	V_CTCF_BR	40
chr1	178482497	178482647	id-7332	2.18e-07	-	TTGGCAGTGCTCCTCATCCCCAGAGGGAGGCAGCA	Upstream_CTCF	33
chr1	178482845	178482995	id-7333	1.39e-05	+	TCCACGCTGGCGCCTCCAGCAGGGAGAGGGCTGCC	V_CTCF_BR	14
chr1	178498536	178498686	id-7334	1.38e-07	-	CTGTAGTCCTGGCCTGGCCACAGCGGAGGGCGCCT	UpstreamP1_CTCF	6
chr1	178501550	178501700	id-7335	5.21e-08	+	AGTCGACTGTGAGAACACGCCAGCAGAGGGCGCTG	V_CTCF_BR	40
chr1	178511302	178511452	id-7336	4.51e-05	+	CAAGAGGGCCCCGGGAGAGCCACTGGGCGGCAGGC	Upstream_CTCF	18
chr1	178511733	178511883	id-7337	5.24e-09	+	AGCGCAATTCCCACCGCGCCCGCTGGGTGGCGCTA	Upstream_CTCF	40
chr1	178511953	178512103	id-7338	1	+	NA	NONE	15
chr1	178512217	178512367	id-7339	1	+	NA	NONE	34
chr1	178517380	178517530	id-7340	2.2e-06	-	CCAGCCAGGTAACCTCTGCCCACCAGGTGTCTCCA	Upstream_CTCF	11
chr1	178541872	178542022	id-7341	1.56e-05	+	TCTATCTTACCCTGGTGGGCCACCAGGAGGAGTGA	Upstream_CTCF	15
chr1	178557224	178557374	id-7342	1.85e-05	-	GCTAAAGCACAGCTCCTGACCACCAGGGGCTCCCA	Upstream_CTCF	21
chr1	178583605	178583755	id-7343	3.88e-06	+	CCATTCATGCTCTCTTAGGCCACAAGATGGCTGTC	V_CTCF_BR	6
chr1	178598761	178598911	id-7344	5.72e-07	+	CTGTTGCTCAGTCCATGTGGCAGAAGATGGCAGTG	UpstreamP1_CTCF	25
chr1	178662672	178662822	id-7345	4.17e-05	-	CCAGAAATTCCCCTGGATGGAGAAAGGGGGAGCCA	Upstream_CTCF	27
chr1	178679920	178680070	id-7346	1	+	NA	NONE	0
chr1	178693964	178694114	id-7347	1.1e-05	+	GCGTTCCGGGAGCGGGTGGCCAGGCGGTGGCGGAC	V_CTCF_BR	9
chr1	178694798	178694948	id-7348	1	+	NA	NONE	17
chr1	178703251	178703401	id-7349	1	+	NA	NONE	34
chr1	178722640	178722790	id-7350	1	+	NA	NONE	37
chr1	178737580	178737730	id-7351	2.6e-10	+	ATGCAGTTCTACCTATCAGCCAGTAGATGGCGCTT	UpstreamP1_CTCF	40
chr1	178743521	178743671	id-7352	8.71e-06	+	AATTAAAATCTTTTTCTTAGCACTAGGGGGCACCC	V_CTCF_BR	31
chr1	178781897	178782047	id-7353	3.81e-05	+	TGTATTCTAACATTCTATGGCACTAGGTGGCAGAG	V_CTCF_BR	21
chr1	178855132	178855282	id-7354	2.97e-06	-	AGTAGAACTTTCAGCTTGGCCTCGAGATGGCGCAT	V_CTCF_BR	12
chr1	178915732	178915882	id-7355	8.16e-07	-	GGATGAGGCGAGGTGAGGGGCAGCAGGGGGCGCGT	V_CTCF_BR	0
chr1	178938499	178938649	id-7356	9.25e-06	+	CCGTGGAAGACTCAGGGAGCCAGCAGGGGACGCTA	V_CTCF_BR	5
chr1	178969448	178969598	id-7357	2.15e-05	-	ATCACTGCACTCCAGCCTGGCAGCAGAGGGAGACT	V_CTCF_BR	31
chr1	178971925	178972075	id-7358	2.17e-08	-	GCTGCACCTCCAAACATGACCACACGGGGTCAGTG	Upstream_CTCF	40
chr1	179038353	179038503	id-7359	1.64e-05	-	TCTTTCCCCTAAAGCATTCTCACTAGAGGGCGCAA	V_CTCF_BR	33
chr1	179048400	179048550	id-7360	1.09e-07	+	TCTGTAGTTTTCCCAGCAGCCTCTAGATGTCCCCG	Upstream_CTCF	40
chr1	179059674	179059824	id-7361	6.46e-07	-	TCCCACCTCCTCTCTCCTGCCACCAGGAGGAAGCC	V_CTCF_BR	29
chr1	179074626	179074776	id-7362	4.01e-05	+	CATCTGAGTTCTCTTCCAACCACTAGGAGGAGATG	V_CTCF_BR	39
chr1	179090340	179090490	id-7363	1.64e-05	+	TCTCAGACAAGAATTCTGTCCAGCAGGGGTCGTTC	V_CTCF_BR	40
chr1	179097778	179097928	id-7364	1.01e-05	-	ACCGCTGCACTGCCGCGTGGCGACAGAGGGAGACC	Upstream_CTCF	2
chr1	179106923	179107073	id-7365	1	+	NA	NONE	12
chr1	179144946	179145096	id-7366	1.47e-05	-	CCACTGTATTCCAGCCTGGCCGACAGAAGGAGCCC	V_CTCF_BR	8
chr1	179163082	179163232	id-7367	3.56e-05	-	AAAACTGTTCCTCACCAGTCCACTAGGGGATACTC	Upstream_CTCF	40
chr1	179220958	179221108	id-7368	1	+	NA	NONE	39
chr1	179261587	179261737	id-7369	1	+	NA	NONE	40
chr1	179262892	179263042	id-7370	1	+	NA	NONE	33
chr1	179334945	179335095	id-7371	7.73e-05	-	GGGGCTGCCTTCAGCGGTGCCGGCGGAGGAGGGAG	Upstream_CTCF	25
chr1	179338999	179339149	id-7372	3.18e-06	-	AGCAAATACACATGAATATCCAGCAGAGGGCGATC	V_CTCF_BR	39
chr1	179416742	179416892	id-7373	1.15e-07	-	GCCTACAAAGTCTCCCCCTCCACCAGGTGGCAGTA	V_CTCF_BR	39
chr1	179475460	179475610	id-7374	3.4e-06	+	ACCATAATGGAAATGAGGACCTCTAGCTGGCGCTC	V_CTCF_BR	2
chr1	179544653	179544803	id-7375	8.97e-05	-	GCTGTTGGAGAGCGAGCGGCCCGAGGAAGGTACGG	Upstream_CTCF	0
chr1	179555537	179555687	id-7376	2.33e-07	+	CTGCAGGTAGGGGCGCGCTCCAGGTGGGGGCGCGC	UpstreamP1_CTCF	33
chr1	179561302	179561452	id-7377	4.3e-06	-	AACGCAATGCCGCCTCCGCCCTGCAGGGCGAGGGC	Upstream_CTCF	16
chr1	179568898	179569048	id-7378	3.09e-07	-	TGTTACAACAGCTACATCACCACCAGGTGGCAGGA	V_CTCF_BR	38
chr1	179675586	179675736	id-7379	1.39e-05	+	GGGTTTTGCTTTTTCCTTGCTGCTAGGTGGCGCTC	V_CTCF_BR	40
chr1	179678930	179679080	id-7380	1	+	NA	NONE	1
chr1	179712037	179712187	id-7381	1	+	NA	NONE	4
chr1	179734867	179735017	id-7382	6.05e-06	-	GACCATGTGTCATTCCCAGGCACTGGGGGGCACTA	V_CTCF_BR	6
chr1	179739681	179739831	id-7383	1	+	NA	NONE	0
chr1	179740110	179740260	id-7384	3.09e-07	-	CCGGAAAAAGCAGGCCCTGTCAGCAGAGGGCAGCA	V_CTCF_BR	28
chr1	179751155	179751305	id-7385	1	+	NA	NONE	2
chr1	179766181	179766331	id-7386	2.4e-05	-	AGAAACACACTCTGACTTCTCTGCAGGGGGCAGTC	V_CTCF_BR	10
chr1	179779069	179779219	id-7387	5.75e-09	-	CAGTTATGACTCTGACAGACCACCAGGGGGCAGCA	UpstreamP1_CTCF	40
chr1	179784004	179784154	id-7388	3.97e-07	-	ACAAAATGAAAAAACTTCTCCAGCAGGGGGCGCTG	V_CTCF_BR	40
chr1	179807623	179807773	id-7389	1	+	NA	NONE	33
chr1	179836977	179837127	id-7390	1.04e-05	+	AAACCTCTGTAGGCAAGAGCCACCAGGGGGCCCCA	V_CTCF_BR	40
chr1	179846840	179846990	id-7391	9.81e-06	-	GACATTCGGGCCGCGGCGGCCGCTGGGTGCAGCCG	V_CTCF_BR	28
chr1	179851878	179852028	id-7392	1	+	NA	NONE	20
chr1	179852081	179852231	id-7393	1	+	NA	NONE	8
chr1	179923104	179923254	id-7394	6.64e-05	+	ATCGGAGTTCAGAAGGTGGACAGAAGTGGTGGGCG	Upstream_CTCF	31
chr1	179942439	179942589	id-7395	1	+	NA	NONE	5
chr1	179998120	179998270	id-7396	2.6e-06	-	AGGCAGACACTCCTTTTCACCACCAGATGGAACAT	V_CTCF_BR	25
chr1	180031756	180031906	id-7397	1	+	NA	NONE	0
chr1	180123972	180124122	id-7398	1.01e-05	-	GCAGCAGCAGCGACGGCGGCGGCCCGGAGCCGCTG	Upstream_CTCF	30
chr1	180137253	180137403	id-7399	1	+	NA	NONE	18
chr1	180137937	180138087	id-7400	1.77e-09	-	GTGCAAGGACAGGCTCCAGCCCCCAGAGGGCAGCA	UpstreamP1_CTCF	40
chr1	180145849	180145999	id-7401	1.93e-05	+	ATCCATGTACCAGCAGGAGCTGCTAGAGGGAGCCC	V_CTCF_BR	3
chr1	180148077	180148227	id-7402	1.23e-10	-	CCTGCACTTCCCATGGCTCCCAGCAGGGGTCAGGC	Upstream_CTCF	40
chr1	180150325	180150475	id-7403	4.43e-05	-	ACGTCTCACTCTTCACCATGGAGCAGGTGGCGCCC	V_CTCF_BR	39
chr1	180157428	180157578	id-7404	3.28e-07	+	GAGCAGCTGGTAGGAGTGGCCACTGGGTGGCGTGT	UpstreamP1_CTCF	40
chr1	180182675	180182825	id-7405	2.78e-06	-	TACGGGCATCATTTCCTTTCCGGGAGGTGGCGCTC	V_CTCF_BR	14
chr1	180198073	180198223	id-7406	3.56e-05	+	GGTGGGCTTCCCGCGCCTGCAGCCCGGAGGCGTCG	Upstream_CTCF	0
chr1	180200864	180201014	id-7407	6.49e-06	-	CCTGCCATGGAAACCCGAGGCGCAGGAGGGCGCGC	Upstream_CTCF	23
chr1	180212761	180212911	id-7408	4.41e-06	-	TGGGATGGATGCCTAATGTCCACAGGAGGGCGGGA	V_CTCF_BR	11
chr1	180218573	180218723	id-7409	2.96e-05	+	CAGTCACACCAGCCTGGGTGGCCCAGGGGGCGCCA	UpstreamP1_CTCF	34
chr1	180221875	180222025	id-7410	2.89e-07	+	GTGGCGATCCTGGTAACTGGCAGCAGGGGGCGATG	Upstream_CTCF	40
chr1	180223202	180223352	id-7411	4.43e-05	-	GTCACTCCACGCCCCCTGACGGGCAGATGGAAATA	V_CTCF_BR	1
chr1	180225848	180225998	id-7412	1	+	NA	NONE	0
chr1	180228517	180228667	id-7413	4.1e-06	+	GGTGGAGGTGCATGGTTCACCTGTGGGTGGCAGGC	Upstream_CTCF	2
chr1	180239480	180239630	id-7414	1	+	NA	NONE	40
chr1	180334298	180334448	id-7415	1.83e-05	+	CTGAAGAGTTCAAAGCCTGTCAACAGAGGGCAGTA	V_CTCF_BR	34
chr1	180385261	180385411	id-7416	9.25e-06	-	AGATGTTTCTTCATTTTGGCCACTAGATGGTGACA	V_CTCF_BR	39
chr1	180447427	180447577	id-7417	4.88e-06	-	TTGTTGTTTAATTCAGTGGACTATAGAGGGCAGTG	UpstreamP1_CTCF	38
chr1	180451685	180451835	id-7418	1.09e-07	-	CTAGTAAAACCTTTAGTGACCACCAGAGGGAGCAA	Upstream_CTCF	39
chr1	180455341	180455491	id-7419	3.73e-06	-	TTTTGTGTCCCTGCTGTGACCAGCAGGTGGTCCTA	Upstream_CTCF	18
chr1	180471141	180471291	id-7420	1.11e-05	-	CAAGGCCTGATTCAGGTGGCCAGCAGGGAGCAGCT	Upstream_CTCF	23
chr1	180471998	180472148	id-7421	1	+	NA	NONE	38
chr1	180477132	180477282	id-7422	1.5e-05	-	CAAGAATGACTCATTGTTACCAGAAGATGGGGCTG	Upstream_CTCF	27
chr1	180485067	180485217	id-7423	9.88e-07	+	AGTGGAATATACATATTGACCAGATGATGGCGGCA	Upstream_CTCF	38
chr1	180491332	180491482	id-7424	1	+	NA	NONE	4
chr1	180502746	180502896	id-7425	2.83e-07	+	AGGCATCATGCCCAAGTCGCCACTTGGGGGCAGTC	V_CTCF_BR	40
chr1	180554826	180554976	id-7426	2.55e-06	-	TCTGTGATTCTTGCCTTGCCAAGCAGATGGCTGGA	Upstream_CTCF	5
chr1	180593197	180593347	id-7427	1	+	NA	NONE	39
chr1	180600893	180601043	id-7428	1.85e-05	+	ACTGCTGCTTCCCAGACAGGCGGTAGAAAGCAGCT	Upstream_CTCF	37
chr1	180601710	180601860	id-7429	5.08e-05	-	GGGCGCTCGCCCAGGGTGGGGACGAGAGGTCAGGG	UpstreamP1_CTCF	38
chr1	180605349	180605499	id-7430	7.62e-07	+	TTTGAAATATCCAGTTTGGCCACCCGATGGGGCAC	Upstream_CTCF	22
chr1	180748060	180748210	id-7431	7.55e-07	+	CTGACCTCACCTCCTATCACCACCTGGTGGCAGTA	V_CTCF_BR	39
chr1	180770185	180770335	id-7432	1	+	NA	NONE	0
chr1	180829755	180829905	id-7433	1	+	NA	NONE	9
chr1	180832435	180832585	id-7434	6.47e-09	-	GATGCAATTTTAACTTTTGCCATCAGGTGGCAGCC	Upstream_CTCF	39
chr1	180851168	180851318	id-7435	2.43e-06	+	TAATTATCCTTGTTAGTTACCAGCAGAGGGCAATC	V_CTCF_BR	40
chr1	180858589	180858739	id-7436	2.01e-05	+	CCTGCACTTCCCTGATTGCCCTGTAGCAACACCAG	Upstream_CTCF	9
chr1	180885681	180885831	id-7437	6.8e-06	-	GTTGCAGTACTCACGTCCAGGGGCAGGCGGCCTGG	Upstream_CTCF	3
chr1	180886521	180886671	id-7438	1.32e-05	-	GGATTCCTGTCTGCTTGCCCCACCAGAGGGCCCTC	Upstream_CTCF	21
chr1	180889963	180890113	id-7439	4.7e-06	-	TGGCATGGGCTTTTGCCTACCACTAGGAGGCTCCA	V_CTCF_BR	40
chr1	180902421	180902571	id-7440	3.48e-06	-	CAGCCTTTATCACACCAACCCAGAAGAGGGCACAG	UpstreamP1_CTCF	20
chr1	180913449	180913599	id-7441	5.74e-05	+	CCGCAATATTGTCCCTTTCTCATCAGGTGTCACCC	UpstreamP1_CTCF	4
chr1	180914442	180914592	id-7442	7.55e-07	+	GCCTGGCTCGCACCGTGGGCCGCCTGGTGGAGGTG	V_CTCF_BR	1
chr1	180916411	180916561	id-7443	1	+	NA	NONE	5
chr1	180923228	180923378	id-7444	1	+	NA	NONE	8
chr1	180973646	180973796	id-7445	2.1e-05	+	GTGGAGGTTCCTGGAGGCACCTGAAGAGGGCCTGG	UpstreamP1_CTCF	2
chr1	180980152	180980302	id-7446	1	+	NA	NONE	8
chr1	181007676	181007826	id-7447	9.06e-08	+	AGGCAGTGAGTCATCCTTGACACAAGGGGGCAGGA	UpstreamP1_CTCF	40
chr1	181049178	181049328	id-7448	4.43e-05	+	TGTCAAGTACCTTTTTTATCCTCTAGTTGGCTGCG	V_CTCF_BR	3
chr1	181053491	181053641	id-7449	6.15e-05	+	TGTACTAATCTGCCTGTGCCCAGCAGAGGGGTGAA	Upstream_CTCF	40
chr1	181058960	181059110	id-7450	6.86e-07	-	CCCGCTGCTCCACCTCCTCCCCGCAGGGGGGCCAA	Upstream_CTCF	17
chr1	181065653	181065803	id-7451	1	+	NA	NONE	7
chr1	181073842	181073992	id-7452	1.73e-05	+	TGCAAGGTGGAAACCCTTCCCTCCGGGGGGCGATC	V_CTCF_BR	37
chr1	181104620	181104770	id-7453	2.2e-06	-	CCAGCAGTTCCAGATGTCCCCACAAGGGCTCTCAA	Upstream_CTCF	40
chr1	181110515	181110665	id-7454	4.5e-05	+	TCTCAGCCACTGCCATTCTCCACTGGGGGCCTCTC	UpstreamP1_CTCF	14
chr1	181111723	181111873	id-7455	2.89e-09	-	GGGCTGTGTCTGCGAGCCGCCTGCAGGGGGCAGCA	V_CTCF_BR	40
chr1	181122285	181122435	id-7456	8.9e-05	+	CTGCTCTCAGGGCCTACAGCCCCCGTGTGGTCGTC	UpstreamP1_CTCF	33
chr1	181135826	181135976	id-7457	6.49e-06	-	GAGTTGATGCCTGGGTTGACCACTAGAGAGCAGTG	UpstreamP1_CTCF	40
chr1	181151875	181152025	id-7458	1	+	NA	NONE	0
chr1	181159116	181159266	id-7459	2.74e-08	+	CCGCCGATTCCGCAGATGGCCACTGGGTGGCGCCC	V_CTCF_BR	40
chr1	181159879	181160029	id-7460	1	+	NA	NONE	15
chr1	181184507	181184657	id-7461	8.71e-06	+	TTTCTGGGTGTCTCATTTGCCACTAGGGGCCTCAA	V_CTCF_BR	2
chr1	181201801	181201951	id-7462	1	+	NA	NONE	12
chr1	181224994	181225144	id-7463	1	+	NA	NONE	3
chr1	181281572	181281722	id-7464	1	+	NA	NONE	3
chr1	181284302	181284452	id-7465	1	+	NA	NONE	3
chr1	181320659	181320809	id-7466	9.25e-06	-	AACACATTCTCCTCTACAGCCCCCAGAGGGAGCTT	V_CTCF_BR	10
chr1	181329957	181330107	id-7467	4.43e-05	-	GCCCGCTTTCCCAGGTAGAACCCTAGGGGGCAACA	V_CTCF_BR	6
chr1	181360728	181360878	id-7468	1.14e-06	-	TGGCTCTAGCAAGGTTTGACCACTGGGAGGCCCCA	UpstreamP1_CTCF	18
chr1	181392816	181392966	id-7469	5.96e-07	-	CGAGTGATGTCTGATGCTGGCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr1	181394181	181394331	id-7470	3.22e-09	-	CTGCAATACACAGAAACAACCACTTGGGGGCACCA	UpstreamP1_CTCF	40
chr1	181399991	181400141	id-7471	2.37e-05	-	ATTGCAAAGCACATATTGTCCTATAGATGGTGAAA	Upstream_CTCF	9
chr1	181448397	181448547	id-7472	1.55e-07	+	AAGCACTCGTGCTCAGTGACCAGTAGATGGTGCTC	UpstreamP1_CTCF	40
chr1	181455163	181455313	id-7473	3.16e-06	+	CTGCAAAGACACCGCCTTTCCACCAGGCGTTGCGA	UpstreamP1_CTCF	10
chr1	181467076	181467226	id-7474	8.5e-06	+	GCTGCAGTTCCTTTATCTGTCTGCAGAGCGCGTTT	Upstream_CTCF	13
chr1	181473536	181473686	id-7475	2.27e-06	-	CAAACATGCATCTCTATCACCACCAGGGGGCTCAT	V_CTCF_BR	36
chr1	181483588	181483738	id-7476	6.04e-07	+	GTGCAGCCTCCTTACCAGGCCACCTGGTGTCCCCC	UpstreamP1_CTCF	4
chr1	181486512	181486662	id-7477	1	+	NA	NONE	0
chr1	181516591	181516741	id-7478	6.23e-05	+	CAGCTTCTTTCCAGAGTCCCCGCAAGGGGCAGTAA	UpstreamP1_CTCF	2
chr1	181552881	181553031	id-7479	1.29e-05	-	CAGTTTTGCATTCCTTCCACCAGAGGAGGGAGGGA	UpstreamP1_CTCF	21
chr1	181557109	181557259	id-7480	8.33e-05	+	TTTGATGCTCGCACTGCCCCCAGTGGAAGGAGAGT	Upstream_CTCF	22
chr1	181601880	181602030	id-7481	2.27e-05	-	TTATGTTTCCTCCAAGTGCCCTGTAGATGGCAGAT	V_CTCF_BR	10
chr1	181643932	181644082	id-7482	2.31e-07	+	CGTGCCAGGGCATGAGTGTCCCCCAGGTGGCAGGG	Upstream_CTCF	12
chr1	181645536	181645686	id-7483	7.49e-07	-	GGGCAACAATATCAAACAAGCACAAGGGGGCAGCA	UpstreamP1_CTCF	33
chr1	181706283	181706433	id-7484	1.73e-05	+	GGAGAGTAGACATCGAGATACAGCAGAGGGTGCTA	V_CTCF_BR	11
chr1	181880188	181880338	id-7485	1	+	NA	NONE	22
chr1	181888854	181889004	id-7486	6.62e-09	-	TTGCAATGCCCGCAAATGAACAGCAGCAGGCAGTA	UpstreamP1_CTCF	16
chr1	181898614	181898764	id-7487	1	+	NA	NONE	9
chr1	181906212	181906362	id-7488	3.22e-07	-	ACTGCATTACACAAGATTGCCATTGGATGGCACTG	Upstream_CTCF	34
chr1	181906497	181906647	id-7489	7.12e-06	-	GGGCAAGTTGCATATCACGGCGGCAGGGGGTGCTG	UpstreamP1_CTCF	10
chr1	181973474	181973624	id-7490	3.65e-07	-	TGTGTTGGTTGGCCTCCAGCCAGGAGGTGGCGCTT	V_CTCF_BR	10
chr1	181984613	181984763	id-7491	1.38e-06	-	TCCCATACATTGAGAAGAGCCAGCAGGAGGCAGCA	V_CTCF_BR	23
chr1	181999149	181999299	id-7492	7.42e-09	-	GGCTGCCCGCAGGCCGAGACCACAAGGGGGCGGCG	V_CTCF_BR	39
chr1	182004624	182004774	id-7493	2.27e-05	-	CCCAAAACAGCGCCCCCTGTCAGCAGGAGGCAGTT	V_CTCF_BR	24
chr1	182021178	182021328	id-7494	1.17e-05	-	GACTCAATGTTTCATCAAACCAGAAGAGGGCAGCT	V_CTCF_BR	14
chr1	182023961	182024111	id-7495	3.81e-05	-	TCTAAATAGCATTCTCATGACACATGGGGGCGCCA	V_CTCF_BR	39
chr1	182025849	182025999	id-7496	5.68e-06	-	GGGAGTTCGCTGTGGCCAGCCGCATGGTGGAGCAC	V_CTCF_BR	0
chr1	182034659	182034809	id-7497	5.67e-06	-	CCAGTCCTGGTCCCATTCACCACTAGGTGGACTAT	Upstream_CTCF	8
chr1	182038195	182038345	id-7498	7.73e-05	-	GCGGCAATGTTCCAGGGAGCCAAAGGGGGAGCCAG	Upstream_CTCF	40
chr1	182050226	182050376	id-7499	1.13e-05	-	CTCTTCCACATCCCTCCTACCACTAGGTGGGGCAA	UpstreamP1_CTCF	40
chr1	182053622	182053772	id-7500	1.04e-05	+	AAAAAGGTTTGTAGTCTGTCCTCTTGGGGGCAGCA	V_CTCF_BR	40
chr1	182054153	182054303	id-7501	1.04e-07	+	GGGACAGTTCTAAGACTGACCAGGAGGTGGCAGCG	V_CTCF_BR	40
chr1	182079905	182080055	id-7502	2.96e-05	-	AAAACATGGTCTGGTGCAGTAAGCAGAGGGCAGCA	V_CTCF_BR	5
chr1	182112411	182112561	id-7503	1.73e-11	+	CCAGGCTTGGCAGTGGTGGCCACCAGAGGGCGCTA	V_CTCF_BR	40
chr1	182113539	182113689	id-7504	1	+	NA	NONE	8
chr1	182167230	182167380	id-7505	6.8e-06	-	GTGTCTCTCAATTTGTCTCCCACTAGGAGGCAGCA	UpstreamP1_CTCF	35
chr1	182170260	182170410	id-7506	1.61e-05	-	ATTCATTGCCATAATACAACAGCTAGGGGGTACTG	UpstreamP1_CTCF	4
chr1	182226568	182226718	id-7507	3.97e-05	-	ATGCTGATAAGGCCCTTAACCTGCTGGTGGGAGTG	UpstreamP1_CTCF	2
chr1	182229773	182229923	id-7508	1	+	NA	NONE	2
chr1	182238365	182238515	id-7509	1	+	NA	NONE	13
chr1	182250701	182250851	id-7510	1	+	NA	NONE	2
chr1	182257923	182258073	id-7511	2.47e-05	+	CAGGTGTTTCCAGAAAGGGTCAGTAGGAGGCCACC	Upstream_CTCF	2
chr1	182271005	182271155	id-7512	4.3e-06	+	ACTGTTATTTTCTGAGCAAGCACTTGGGGGTGGTG	Upstream_CTCF	21
chr1	182290831	182290981	id-7513	2.66e-05	+	CCACTGTACTCCAACCTGGCCGACAGAGGGAGACT	V_CTCF_BR	15
chr1	182308261	182308411	id-7514	1.56e-06	+	TGTTCAGCACCATACCCCACCACTAGGAAGAGCTG	Upstream_CTCF	1
chr1	182360439	182360589	id-7515	5.72e-07	+	GCGCAGGCCGGCCCAACGGCCTCCAGGGGCGGCGC	UpstreamP1_CTCF	32
chr1	182365968	182366118	id-7516	5.12e-07	-	TTGTCATTCTCACAAAATTCCACAAGAGGGCACTA	UpstreamP1_CTCF	40
chr1	182368419	182368569	id-7517	1	+	NA	NONE	25
chr1	182374024	182374174	id-7518	3.36e-05	+	CAGCATCTGTGTGCTGACACCCCCAGTGGGGACAA	UpstreamP1_CTCF	31
chr1	182379392	182379542	id-7519	1	+	NA	NONE	2
chr1	182413701	182413851	id-7520	2.4e-05	-	AACCAGGAAAAGGGCAGAACCTACAGGGGGTGCTG	V_CTCF_BR	28
chr1	182415276	182415426	id-7521	3e-09	+	GTGTAATGTTCAACACCGTGCACCAGAGGGCACCA	UpstreamP1_CTCF	40
chr1	182453730	182453880	id-7522	4.02e-07	+	TGTGCCATTTCAGTTCAGGCCCCTAGGGGCAGGGT	Upstream_CTCF	36
chr1	182484171	182484321	id-7523	2.4e-05	-	ACGGGTGTGGGCTGCAGTGACACCTGTGGGTGGCA	V_CTCF_BR	6
chr1	182493757	182493907	id-7524	2.38e-07	+	AGTGCCAGCCATCTTGCTGCCAACAGAGGGCACTG	V_CTCF_BR	13
chr1	182496952	182497102	id-7525	1.41e-05	+	GAGCAGTACAGAGCAGCAGCCACATGGGGCAATAT	UpstreamP1_CTCF	26
chr1	182520094	182520244	id-7526	1	+	NA	NONE	0
chr1	182564894	182565044	id-7527	3.56e-06	+	CTTGCATTGCCTGGCATGGCCACAGTGAGGCAGTA	Upstream_CTCF	40
chr1	182568617	182568767	id-7528	1.09e-06	+	AACGCAGGGTCAGGGGCCACCTGCAGGGGGCCACC	Upstream_CTCF	40
chr1	182570570	182570720	id-7529	3.33e-08	+	AGGCATTACTCTTATCTTTCCACCAGGTGGCGCTG	UpstreamP1_CTCF	40
chr1	182584142	182584292	id-7530	1	+	NA	NONE	6
chr1	182585910	182586060	id-7531	1	+	NA	NONE	11
chr1	182597908	182598058	id-7532	1.69e-05	-	TGGCTGGACCTCACCATTGCCCCCAGAGGCCTTTC	UpstreamP1_CTCF	9
chr1	182614092	182614242	id-7533	1.69e-05	+	TAGCAGTGCAGTGGCCCTAGCACTAGTGGGACTCA	UpstreamP1_CTCF	1
chr1	182631767	182631917	id-7534	1.56e-05	-	AATGCAGTGTGCTGACTACACGCTGGGTGGCCTCA	Upstream_CTCF	17
chr1	182644834	182644984	id-7535	3.65e-05	-	GGGCTGTCAGAGGGCCTTACAGCAAGGTGGTGCTA	UpstreamP1_CTCF	4
chr1	182669607	182669757	id-7536	1.64e-06	-	ATGCACCCTGTGTCTTCTGCCGCCAGAGGCAGCCC	UpstreamP1_CTCF	13
chr1	182687558	182687708	id-7537	1.18e-05	+	TCGCACTTCCTGAAGCAGCCAGGCAGATGCCAGCA	UpstreamP1_CTCF	21
chr1	182689731	182689881	id-7538	1	+	NA	NONE	35
chr1	182740811	182740961	id-7539	1	+	NA	NONE	29
chr1	182751554	182751704	id-7540	2.6e-07	-	TGACCCCCCTGCCACGAGGCCACTGGGGGGCAGTG	V_CTCF_BR	40
chr1	182752335	182752485	id-7541	3.11e-05	-	CCCTGTAATGACGGTCAAGACTCTGGGGGGCAGCA	V_CTCF_BR	30
chr1	182753830	182753980	id-7542	1	+	NA	NONE	40
chr1	182755929	182756079	id-7543	3.88e-06	-	CAGAAGATCCTTTGGGATCCCAGGAGGGGGCAGCA	V_CTCF_BR	40
chr1	182775511	182775661	id-7544	4.11e-07	-	AAGCAGTTTCCCAGCGGAACCTCTGGGTGGCAGGT	UpstreamP1_CTCF	20
chr1	182778840	182778990	id-7545	1	+	NA	NONE	14
chr1	182781597	182781747	id-7546	6.46e-07	-	ATCCTTTGTCCCTCTGTGCCCTGCAGATGGCACTG	V_CTCF_BR	26
chr1	182808772	182808922	id-7547	1.9e-06	+	CCAGCGTTTCCCGCTGCTGCCTCTAGCAGGCAAAG	Upstream_CTCF	34
chr1	182879443	182879593	id-7548	8.16e-07	+	GCTTGCTGGTGCCAGCAGGCCACCAGGTGGTAGGG	V_CTCF_BR	17
chr1	182931730	182931880	id-7549	1.82e-06	+	CTGTACCTCCTTATTTTGACCAGAGGAGAGCACTA	UpstreamP1_CTCF	40
chr1	182989053	182989203	id-7550	4.7e-06	-	AAAGGAAAGCTTGCTGTTACCAGAAGAGGGCAGGT	V_CTCF_BR	34
chr1	182992620	182992770	id-7551	1	+	NA	NONE	20
chr1	182993123	182993273	id-7552	1.46e-07	-	CCAGCATGGTCTGGCTTTGCCACCAGGTGGTGTCG	Upstream_CTCF	39
chr1	182995071	182995221	id-7553	3.22e-05	+	CAGTTACGTTAGATTGCTCCCACTGGGAGGCAGAT	UpstreamP1_CTCF	9
chr1	183155374	183155524	id-7554	2.66e-05	-	CCGCTCAGTCTCTGTCTCCGCTGCAGGGGTCGCTG	V_CTCF_BR	27
chr1	183197218	183197368	id-7555	7.62e-07	-	GTTGCAGAACACAGTAGCGCCACTAGGAGGCTTAA	Upstream_CTCF	39
chr1	183200225	183200375	id-7556	5.28e-05	+	GAATCAAATCCTTAAGTGTCCACTGGGTGGTTCTG	Upstream_CTCF	12
chr1	183204232	183204382	id-7557	8.79e-07	-	CAGCTCTAAACTGGGCCCACCACTAGGGGGACAAA	UpstreamP1_CTCF	40
chr1	183208437	183208587	id-7558	1.9e-06	+	TCTTCATTTCAGAGTTTGACCTGCAGGTGGACAAC	Upstream_CTCF	15
chr1	183210401	183210551	id-7559	1.84e-05	+	AAGTTATACCTTGATGTAACCAGTGGGAGGAACTT	UpstreamP1_CTCF	2
chr1	183250391	183250541	id-7560	1.15e-07	-	CAGCACTCCTAGCCTCCACCCACTAGATGCCAGTA	UpstreamP1_CTCF	26
chr1	183250714	183250864	id-7561	9.67e-08	+	CTTGAGATCCCACATATGGCCACTGGAGGGCAGCA	Upstream_CTCF	40
chr1	183275819	183275969	id-7562	2.59e-06	-	CTGTAAACATGCTCTGTTGCCTCTAGGGGGAGGTT	UpstreamP1_CTCF	39
chr1	183287753	183287903	id-7563	1.32e-05	-	TGTGTGTCTCTACAAGCTCTCAGCAGATGGAGCCC	Upstream_CTCF	40
chr1	183300731	183300881	id-7564	1.21e-05	-	CCTGCATTACCAGCAGCAGCAGCGTGCAGGCGCCA	Upstream_CTCF	16
chr1	183386008	183386158	id-7565	1.34e-06	+	CTGCATTTCAGCACCGCCGCCTCTGGAGAGCGCCT	UpstreamP1_CTCF	6
chr1	183439315	183439465	id-7566	4.14e-05	+	CGGAAATGAGAATAATCCCTCACTAGGTGGCTCTC	UpstreamP1_CTCF	40
chr1	183440210	183440360	id-7567	1	+	NA	NONE	36
chr1	183441261	183441411	id-7568	1.08e-05	-	CTGTGCGGCTTCTGAGAGACCGGCTGGTGGCGCTT	UpstreamP1_CTCF	24
chr1	183442181	183442331	id-7569	1.39e-05	+	GGGGTGTTGGGGCGGGGGAACCGCGGAGGGCAGAC	V_CTCF_BR	15
chr1	183453489	183453639	id-7570	1	+	NA	NONE	21
chr1	183512850	183513000	id-7571	1	+	NA	NONE	40
chr1	183549676	183549826	id-7572	2.94e-06	-	CATGCAATGCCAGATAGACCCAGGTGGTGTCACTT	Upstream_CTCF	35
chr1	183578488	183578638	id-7573	6.04e-07	+	TTGCATGCTCCATAGCAGGCCACCAGGCGGCACTT	UpstreamP1_CTCF	40
chr1	183592456	183592606	id-7574	6.05e-06	-	AGGTACAGCATGTCATCTGCCTCAAGGTGGTGCTA	V_CTCF_BR	40
chr1	183602780	183602930	id-7575	5.67e-06	+	GATGTAATAATTCATATGTCCCTTAGGTGGCAGCT	Upstream_CTCF	4
chr1	183602994	183603144	id-7576	1	+	NA	NONE	40
chr1	183604237	183604387	id-7577	2.31e-06	+	TCGGCACCAGCCTTCCCCACCAGCCGGGGCCGCCT	Upstream_CTCF	9
chr1	183624728	183624878	id-7578	7.8e-08	+	GGGGTTATAAACAAGATGGCCACAAGGTGGCAGCA	V_CTCF_BR	40
chr1	183639459	183639609	id-7579	1	+	NA	NONE	34
chr1	183654359	183654509	id-7580	2.11e-08	-	TTGTAATTCAAGGTATTTACCACAAGATGGCACTG	UpstreamP1_CTCF	40
chr1	183681341	183681491	id-7581	4.23e-06	+	CTACAGTGTGAGGCCTGTGACAGCAGGAGGAGGCC	UpstreamP1_CTCF	17
chr1	183708335	183708485	id-7582	1	+	NA	NONE	6
chr1	183820474	183820624	id-7583	1	+	NA	NONE	12
chr1	183854403	183854553	id-7584	7.78e-06	-	GATGTAATGCCTCCAGGTACTGGGAGGGGGCATAG	Upstream_CTCF	10
chr1	183885220	183885370	id-7585	3e-09	-	CTGTTCTTATAGAAGTTAACCAGCAGGTGGCAGCA	UpstreamP1_CTCF	39
chr1	183887831	183887981	id-7586	9.81e-06	+	TGTGGCCCTTTATATTGCACCAGGTGGTGGCACTC	V_CTCF_BR	4
chr1	183891508	183891658	id-7587	3.56e-06	-	CTTGCACTATCAAAAACCACCACTAGGTCCCAATA	Upstream_CTCF	37
chr1	183912119	183912269	id-7588	1	+	NA	NONE	24
chr1	183925894	183926044	id-7589	1	+	NA	NONE	37
chr1	183964616	183964766	id-7590	6.15e-05	+	TCTGCCAGTGGAGGCGCAGCCTCCGGAAGCCAGAG	Upstream_CTCF	4
chr1	183998471	183998621	id-7591	2.04e-05	+	CCTAGGGTTCCTTCAGCAGCCTGAGGTGGGAGCAA	V_CTCF_BR	2
chr1	184004912	184005062	id-7592	1	+	NA	NONE	3
chr1	184006233	184006383	id-7593	1	+	NA	NONE	14
chr1	184044676	184044826	id-7594	5.08e-07	+	ACTAAAACAATTCATTTGGACACCAGAGGGCACTG	V_CTCF_BR	39
chr1	184079457	184079607	id-7595	4.17e-05	+	GCCGTTGAGAAAGGAAAGCCCACTAGGGGACAGGC	Upstream_CTCF	33
chr1	184112623	184112773	id-7596	1.77e-05	-	TAGGCAGTTTGAAATATTCCTGGCAGATGGCGCTA	Upstream_CTCF	29
chr1	184180015	184180165	id-7597	5.3e-05	+	CATCTCTTTCTCACTTTCTCCATTAGGAGGCAGGT	UpstreamP1_CTCF	11
chr1	184191814	184191964	id-7598	3.95e-10	-	CCGCAGTACCTATCGATGGCCAGCAGAGGGCAGAT	UpstreamP1_CTCF	40
chr1	184211682	184211832	id-7599	1	+	NA	NONE	24
chr1	184310250	184310400	id-7600	4.14e-05	+	CTGAATCAATCCAGACAAGACCACAGGGGGCAGTA	UpstreamP1_CTCF	40
chr1	184319573	184319723	id-7601	2.4e-05	-	AAGTGGACTTTCTGCTTATCCCGAAGGGGGCTCCA	V_CTCF_BR	9
chr1	184348599	184348749	id-7602	1.71e-06	+	GAGGGGGAGCTTCTGTTAGCCAGTAGGTGGCATGG	V_CTCF_BR	36
chr1	184357078	184357228	id-7603	1	+	NA	NONE	20
chr1	184397827	184397977	id-7604	1.54e-05	-	CTGTCTGGGCCCATTTTATCCACCAGGGGCACAAG	UpstreamP1_CTCF	28
chr1	184435008	184435158	id-7605	5.08e-05	-	AGAACATGCCTGAGGCTGACCACCAGGAGACGGCA	Upstream_CTCF	30
chr1	184452510	184452660	id-7606	1.24e-05	-	TAACTGTAAGAGTTTCTCCCCACTTGGGGGCGGGC	V_CTCF_BR	25
chr1	184467248	184467398	id-7607	1.84e-06	-	TCAGGCCCCCACCCCCAAGCCACCTGGTGGAGGAG	V_CTCF_BR	17
chr1	184489685	184489835	id-7608	9.26e-05	+	ATCAAACAATCTCTGCTGGCCAGGAGATGGCCATC	UpstreamP1_CTCF	2
chr1	184517507	184517657	id-7609	6.19e-06	-	CCGCTGCACTCCAGCCTGGGCGACAGAGGGAGACT	UpstreamP1_CTCF	1
chr1	184532577	184532727	id-7610	1	+	NA	NONE	39
chr1	184553074	184553224	id-7611	3.66e-06	-	CAGCTCGGATAAAGCAGACCCAGCAGAGGGGGCTG	UpstreamP1_CTCF	11
chr1	184566473	184566623	id-7612	4.65e-06	-	ATGCCTTATCCTTTAGGGGCCACAAGGAGGGGCAC	UpstreamP1_CTCF	28
chr1	184591401	184591551	id-7613	4.68e-05	-	GTCTTGCCCCACCCACTGGCCACTAGGCAGCTGGA	UpstreamP1_CTCF	16
chr1	184599929	184600079	id-7614	2.83e-07	-	GGACCACGTAAAGAGCTGGCCAGCAGATGGAAGCT	V_CTCF_BR	10
chr1	184633208	184633358	id-7615	6.46e-07	-	GCGTCGATCCCTCCTGCGGACGGCTGGGGGCGCTG	V_CTCF_BR	40
chr1	184660967	184661117	id-7616	2.96e-05	-	TGCCACTCTCTTCCTTTGGCCATTAGAGGGAGGTG	UpstreamP1_CTCF	40
chr1	184759039	184759189	id-7617	1	+	NA	NONE	3
chr1	184774819	184774969	id-7618	9.49e-08	+	TGCTGAGGACCAGCAGTGGCCGCTAGATGGCAGAA	V_CTCF_BR	38
chr1	184807834	184807984	id-7619	1	+	NA	NONE	13
chr1	184920740	184920890	id-7620	4.1e-06	-	ACTGTTGTGTAGAGAATAGACTGTAGGGGGGACAA	Upstream_CTCF	0
chr1	184923385	184923535	id-7621	6.39e-08	-	GACTACCCCTTTTTCCTAGCCAGGAGGTGGCACCG	V_CTCF_BR	24
chr1	184942794	184942944	id-7622	8.91e-07	-	CATGCCGTTCCCTTCCCGCCCCGGAGAGGGGCGAA	Upstream_CTCF	10
chr1	184943093	184943243	id-7623	4.1e-06	+	CGGGCGGGGGCGGCACTGACCCCGAGGCGGCGGGA	Upstream_CTCF	4
chr1	184943575	184943725	id-7624	3.4e-06	-	GATCATCAGAAGGCGCGGACCTGGAGGAGGCGCCC	V_CTCF_BR	8
chr1	184951387	184951537	id-7625	7.07e-08	-	GGGGAGCATCATCGGTGGCCCAGCAGGTGGCACTC	V_CTCF_BR	40
chr1	184955538	184955688	id-7626	2.15e-05	+	TTCCACGGAGTGAGGAAGTCCTGAAGAGGGCAACA	V_CTCF_BR	38
chr1	185014402	185014552	id-7627	3.09e-05	-	GTGCGCCGCCGCGTGTTGGCCTGGAGAACCCGCGC	UpstreamP1_CTCF	12
chr1	185123101	185123251	id-7628	1	+	NA	NONE	34
chr1	185139407	185139557	id-7629	2.72e-05	-	GCGTACAAAGGCTAGAGAACCACCAGAGGGGGCTA	UpstreamP1_CTCF	33
chr1	185139668	185139818	id-7630	7.55e-07	-	CAAACTGTCACTTTGGTTTCCAGCAGAGGGAGCTA	V_CTCF_BR	39
chr1	185176441	185176591	id-7631	3.63e-05	+	GAAAGATTGAAGGGGGAGCCCAGTAGGTGGTGCCT	V_CTCF_BR	12
chr1	185207702	185207852	id-7632	2.46e-06	+	ATGCTTTTCTCTTGAGCTACCAGTAGGGAGCATTG	UpstreamP1_CTCF	40
chr1	185259758	185259908	id-7633	2.96e-05	-	TGCATGGTATATTCCATCTCAACCAGCTGGCGGCA	V_CTCF_BR	0
chr1	185286105	185286255	id-7634	4.01e-05	+	GGAATCGGCCCAACGGAAAGCGCCAGAAGGCGGCG	V_CTCF_BR	32
chr1	185286588	185286738	id-7635	1	+	NA	NONE	33
chr1	185287183	185287333	id-7636	7.44e-05	+	GTGGTAGTTCCTATCCTAACCTACTGGGGCCCTTT	Upstream_CTCF	12
chr1	185378587	185378737	id-7637	5.52e-05	-	CTGCTCTGCTACCACACCTGCCGGTGGAGGAGGGA	UpstreamP1_CTCF	6
chr1	185381824	185381974	id-7638	1	+	NA	NONE	4
chr1	185395901	185396051	id-7639	2.19e-05	+	GTAGAAATATCCATCCAGGTCAAAAGGTGGCAGGC	Upstream_CTCF	7
chr1	185420170	185420320	id-7640	2.68e-05	-	CCCGTGAATCCAGTTCTTCCCACAAGGGGCAGTGG	Upstream_CTCF	14
chr1	185423453	185423603	id-7641	1	+	NA	NONE	5
chr1	185529100	185529250	id-7642	8.16e-07	-	CAAGGACTCCTATGCTGATCCAGTAGAGGGCAGTG	V_CTCF_BR	39
chr1	185565314	185565464	id-7643	3.28e-07	-	CAGCTTCTACCAATAGTGGCCGCTAGAGGGAGGTT	UpstreamP1_CTCF	40
chr1	185614429	185614579	id-7644	1	+	NA	NONE	3
chr1	185621619	185621769	id-7645	2.78e-06	+	CGCATGGTTTTGCTGCCAGGCAGTAGATGGCAGAA	V_CTCF_BR	33
chr1	185625918	185626068	id-7646	9.81e-06	+	TTAACTACTCAGTCTCCAGCCCCCAGAGGTCAGTG	V_CTCF_BR	8
chr1	185639592	185639742	id-7647	1.63e-05	-	ACTATAGCAGCTGCTCTAACCACCGGAGGGGGCCA	Upstream_CTCF	39
chr1	185650289	185650439	id-7648	1.19e-06	-	AGCAAACCCAAGCCAATATCCACAAGAGGGAGCCA	V_CTCF_BR	40
chr1	185664562	185664712	id-7649	2.81e-05	-	TTACATTTTAAACATGTAACCACAAGGTGGAGATC	V_CTCF_BR	22
chr1	185688313	185688463	id-7650	7.11e-06	+	AATGCAACGTCCAAAGTGGAGGGCAGGGAGCACTA	Upstream_CTCF	36
chr1	185689896	185690046	id-7651	1.1e-06	+	TTTTTACTTGAGGAATCTGCCAGCAGAGGGCAATA	V_CTCF_BR	37
chr1	185703030	185703180	id-7652	3.8e-08	-	AGCCCACAACTCGGCCCAGCCAGGAGGGGGAGCTG	V_CTCF_BR	40
chr1	185768830	185768980	id-7653	4.66e-08	+	TGTGCAGGTGACCTCCTGGCCAGTAGGTGGCTCTT	Upstream_CTCF	15
chr1	185782631	185782781	id-7654	1.48e-06	+	ATATATGGATCTGTCAGTACCAGCAGGTGGAGCTG	V_CTCF_BR	39
chr1	185791237	185791387	id-7655	2.81e-05	+	ACCCATACAGTGTACAACACCAAGAGGGGGAGCCC	V_CTCF_BR	22
chr1	185967636	185967786	id-7656	1.24e-05	+	AGTGTTCACTCCCACTGGACCCGCTGGTGGCAGTG	V_CTCF_BR	24
chr1	186124886	186125036	id-7657	1	+	NA	NONE	39
chr1	186181874	186182024	id-7658	1.3e-07	-	CTGCAGTTATAATTGTACACCAGTGGATGTCACCC	UpstreamP1_CTCF	40
chr1	186214059	186214209	id-7659	1.3e-07	-	GGAGCTGTACCCTGCAAAGCCACAGGGTGGAGCTG	Upstream_CTCF	37
chr1	186241787	186241937	id-7660	2.46e-06	+	TTGAAATTTGAATGAATTGCCACTAGATGACACCA	UpstreamP1_CTCF	12
chr1	186266716	186266866	id-7661	1	+	NA	NONE	8
chr1	186274221	186274371	id-7662	6.27e-08	+	CTGTAGCAGGACTGTGGAACCACAAGATGGCACCA	UpstreamP1_CTCF	40
chr1	186294494	186294644	id-7663	1.23e-05	-	TTGTAACAGCAGTTCACAACCAGAGGAGGTCAGTC	UpstreamP1_CTCF	40
chr1	186299743	186299893	id-7664	1	+	NA	NONE	7
chr1	186300029	186300179	id-7665	2.94e-06	-	GGTGTCATTCCTAGCTCCACCACTAGGAAGCTTTG	Upstream_CTCF	40
chr1	186344556	186344706	id-7666	1.5e-05	+	TCGGCCCCGTAACCGCTGTCCGCACGGTGGCGCCA	Upstream_CTCF	39
chr1	186344746	186344896	id-7667	1.67e-07	+	GCCACGCTCTCTATGGCGCCCAGAAGGGGGCGGGG	V_CTCF_BR	0
chr1	186373689	186373839	id-7668	1.21e-06	+	TTGCAGTAATATTCTTCTACAGCTAGGAGGCAGTC	UpstreamP1_CTCF	40
chr1	186451919	186452069	id-7669	4.85e-07	+	TTGCAGTTCACAACGTCTGTCACGTGAGGGCAGCA	UpstreamP1_CTCF	40
chr1	186456529	186456679	id-7670	4.5e-05	+	TAGTCATATGGCCAGCTGAACAGCAGGGGGTATGA	UpstreamP1_CTCF	12
chr1	186481261	186481411	id-7671	1	+	NA	NONE	3
chr1	186574995	186575145	id-7672	7.27e-06	+	GACTGCTGCCTCCTTTTTGGCACTAGATGGTGCCC	V_CTCF_BR	40
chr1	186587130	186587280	id-7673	7.73e-05	+	AGTGCTGATCTACAGTTTTGAGACAGAGGGCAGTG	Upstream_CTCF	15
chr1	186589761	186589911	id-7674	9.26e-05	+	CAGCTTTTCTCACATTGTCACACAGGGTGCTGGCA	UpstreamP1_CTCF	3
chr1	186649418	186649568	id-7675	2.81e-05	+	GAGGGCGTCTGGCTGTGGAGCTGAAGGAGGCGCTG	V_CTCF_BR	36
chr1	186651997	186652147	id-7676	1.93e-05	-	GTTGACAAAATTTCAAGCAGCAGAAGGGGGCAGTA	V_CTCF_BR	27
chr1	186691965	186692115	id-7677	1.28e-06	+	GTGTTAATGAGCACTCCAACCTCTAGGGGGAGCTC	V_CTCF_BR	39
chr1	186775743	186775893	id-7678	1	+	NA	NONE	34
chr1	186872625	186872775	id-7679	1.84e-05	-	ATGTAATGCCACCGCTGATCTTACAGGAGGCGGAG	UpstreamP1_CTCF	1
chr1	186884859	186885009	id-7680	1	+	NA	NONE	10
chr1	186886346	186886496	id-7681	5.41e-06	+	TGTGTAATTTTTCCTAAAGCCTGTAGCTGTCGCTG	Upstream_CTCF	40
chr1	186895230	186895380	id-7682	1	+	NA	NONE	4
chr1	186955145	186955295	id-7683	7.17e-05	-	TTAGAATGTGCAAGTTGATCCACTAGGTGGCATAT	Upstream_CTCF	40
chr1	186957013	186957163	id-7684	3.91e-06	+	CCAGCAATGCCTTCTTCCTCCACTAGGAAAAGCTT	Upstream_CTCF	36
chr1	187010349	187010499	id-7685	1	+	NA	NONE	4
chr1	187011825	187011975	id-7686	1	+	NA	NONE	1
chr1	187020859	187021009	id-7687	8.21e-06	+	GTTTTTTTTTTTTAGGTGTCCACCAGATGTCACTG	V_CTCF_BR	38
chr1	187072638	187072788	id-7688	1	+	NA	NONE	1
chr1	187154679	187154829	id-7689	7.44e-06	-	TGTGAGCTTTCAGAGATCACCACAAGGTGACATCA	Upstream_CTCF	1
chr1	187234256	187234406	id-7690	1.65e-07	+	CTGCTATTCTAAGGCTTTATCACTGGGTGGCACCC	UpstreamP1_CTCF	37
chr1	187294625	187294775	id-7691	1	+	NA	NONE	5
chr1	187308252	187308402	id-7692	5.51e-07	-	TCAGTCTACTATTACACCACCAGCAGAGGGCTGCC	V_CTCF_BR	4
chr1	187352622	187352772	id-7693	1	+	NA	NONE	26
chr1	187365465	187365615	id-7694	1	+	NA	NONE	3
chr1	187383040	187383190	id-7695	1	+	NA	NONE	23
chr1	187445916	187446066	id-7696	7.27e-06	+	GGGGTCTCTAAATTAATGTCCACTTGGTGGCAGTA	V_CTCF_BR	26
chr1	187482479	187482629	id-7697	3.09e-06	-	ACAGTGTTTTCATGTGCAGCCAACAGAGGGCAGTT	Upstream_CTCF	9
chr1	187520358	187520508	id-7698	4.38e-09	+	CTCCCTCCACTTCTCCCCGCCAGCAGAGGGAGCCA	V_CTCF_BR	15
chr1	187665275	187665425	id-7699	1.61e-05	-	TTTCTGCTCTTAACTAAGGCCTGCAGAGGCTGCAG	UpstreamP1_CTCF	1
chr1	187787037	187787187	id-7700	2.78e-06	+	TGGCCCTCTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	22
chr1	187897545	187897695	id-7701	2.11e-06	+	CGTCAGAAATGGGAGGCGGCAGCCAGAGGGAGCCC	V_CTCF_BR	35
chr1	187969233	187969383	id-7702	4.01e-05	-	TTGTGCACTCTTTCTCAGCCCTGTAGATGGCAGCT	V_CTCF_BR	27
chr1	188040099	188040249	id-7703	5.08e-05	+	ATGTTGTGTTCCCATGGTGGCAGCAGTGAGCTGAG	UpstreamP1_CTCF	11
chr1	188098091	188098241	id-7704	8.34e-07	-	GTGCTGTTTGACCTATAAGCCAGTAGATGGTGTTT	UpstreamP1_CTCF	28
chr1	188157569	188157719	id-7705	2.27e-05	+	TGGTATTGTGCTGCCTTATTCACTAGAGGGCACCT	V_CTCF_BR	11
chr1	188264470	188264620	id-7706	1	+	NA	NONE	5
chr1	188324334	188324484	id-7707	1.92e-06	+	GAGCCATTGCAGGAACCTGCCAGCAGAGGCAAACT	UpstreamP1_CTCF	8
chr1	188335117	188335267	id-7708	6.84e-06	+	TTTCCTTCCCACTTAGCTTCCACTAGGTGGAAGGA	V_CTCF_BR	14
chr1	188355440	188355590	id-7709	3.65e-05	-	GAGTAATTGTTCGCCACTTCCACTAGGGAGGATTC	UpstreamP1_CTCF	2
chr1	188433190	188433340	id-7710	7.27e-06	+	ATATCTCTGAGGTTTTCTGCCACCAGATGGCGAGT	V_CTCF_BR	13
chr1	188458598	188458748	id-7711	1	+	NA	NONE	13
chr1	188563778	188563928	id-7712	7.73e-06	-	TCACTGCACTCCAGCCTGGCCAACAGAGGGAGACT	V_CTCF_BR	24
chr1	188568564	188568714	id-7713	4.41e-06	+	AAATCAAAATGGGGCCCCACCAGTAGGGGGATGAA	V_CTCF_BR	12
chr1	188637332	188637482	id-7714	4.01e-09	+	CTGTAGTACACTACCAAGGCCACCAGAGGGGAATG	UpstreamP1_CTCF	23
chr1	188675908	188676058	id-7715	1	+	NA	NONE	21
chr1	188684813	188684963	id-7716	5.41e-07	-	AGGCTCTTACAGAGGGAGGCCAGTAGGAGGCTACA	UpstreamP1_CTCF	26
chr1	188704825	188704975	id-7717	9.88e-07	-	CAAGGAATACAGATGGCCTCCAGAAGGTGGCGAAA	Upstream_CTCF	7
chr1	188751483	188751633	id-7718	4.85e-07	+	ATGAATTGTCATCTGTTGTCCACCAGAGGGGGCAA	UpstreamP1_CTCF	37
chr1	188881488	188881638	id-7719	1	+	NA	NONE	8
chr1	188907407	188907557	id-7720	1.24e-05	-	GAACTCCAATCTTGCTTAGCCACCAGGGGACACCG	V_CTCF_BR	28
chr1	188927722	188927872	id-7721	1	+	NA	NONE	9
chr1	188957766	188957916	id-7722	1	+	NA	NONE	1
chr1	189118982	189119132	id-7723	2.58e-05	-	GTTGTCCCCAGAAGCTGGGCCGCTAGATGGCCCCA	Upstream_CTCF	11
chr1	189190009	189190159	id-7724	3.28e-05	+	CAATGACCCTAAAATTTTGACTCTAGAGGGTGCTA	V_CTCF_BR	27
chr1	189398767	189398917	id-7725	2.27e-06	+	ACCTGTCACTGAACCTTTGTCAGTAGGGGGCAGTA	V_CTCF_BR	36
chr1	189589197	189589347	id-7726	7.23e-07	+	GAGGCAGCCCAGCTATTTAACAGCAGATGGCAGAA	Upstream_CTCF	15
chr1	189631531	189631681	id-7727	8.13e-06	+	CCTGTGCATCTAACACTATCCAGTAGGGGAAAGAC	Upstream_CTCF	6
chr1	189642490	189642640	id-7728	2.4e-05	-	TTCTTGTGATTGTCTGGGGCCAAGTGGTGGCAGCA	V_CTCF_BR	11
chr1	189648031	189648181	id-7729	5.08e-05	-	GTACCATTTTACATTTCTACCAGCAGGGGATGCCA	UpstreamP1_CTCF	32
chr1	189658734	189658884	id-7730	1	+	NA	NONE	1
chr1	189662406	189662556	id-7731	1.37e-05	-	TCCTCTTGTCCTTTCAGGTCCAGCAGAGGGCCCAA	Upstream_CTCF	20
chr1	189677898	189678048	id-7732	3.88e-06	+	GCTTGCTATAGCTCTTTGACCAGCAGATGTCACCT	V_CTCF_BR	26
chr1	189772619	189772769	id-7733	1.76e-05	+	CTGCTATACCCCCAAACTACCACCAGTCTCCAAGG	UpstreamP1_CTCF	12
chr1	189828624	189828774	id-7734	1.41e-09	+	AGGCAGTTCAGCCTCCAGGCCAGCAGGTGGCACCT	UpstreamP1_CTCF	40
chr1	189933902	189934052	id-7735	1	+	NA	NONE	7
chr1	190049077	190049227	id-7736	2.11e-06	+	TACACTGGCTATGTGGGAGACACTAGGTGGAGCCC	V_CTCF_BR	6
chr1	190053778	190053928	id-7737	2.78e-06	-	TAATCTTAACTGCTTCCTGCCAAAAGGGGGCGCTG	V_CTCF_BR	30
chr1	190093319	190093469	id-7738	7.78e-06	-	TATGTCATTCCATAGCAGAACAGAAGAGGGTGAGA	Upstream_CTCF	16
chr1	190290204	190290354	id-7739	6.05e-06	-	CTATTCTTCAGTGTTCTGACCACTAGATGGTAGGG	V_CTCF_BR	28
chr1	190335342	190335492	id-7740	1.93e-05	+	GAAGCAAGCATGTCTTTCTTCACAAGGTGGCAGCA	V_CTCF_BR	8
chr1	190342949	190343099	id-7741	3.24e-06	-	TCTGCTCATACAAATATAGACAGTAGGAGGCAGTG	Upstream_CTCF	34
chr1	190385504	190385654	id-7742	1	+	NA	NONE	24
chr1	190405865	190406015	id-7743	4.68e-07	-	AATGACACAATAAGAGCTTCCACCAGATGGCACCC	V_CTCF_BR	30
chr1	190422812	190422962	id-7744	1.1e-05	-	TTTATTTTATGTTTTATGTGCACCAGAGGGCACTG	V_CTCF_BR	19
chr1	190447351	190447501	id-7745	1	+	NA	NONE	15
chr1	190448796	190448946	id-7746	1	+	NA	NONE	3
chr1	190460626	190460776	id-7747	1.93e-05	+	AATGTTATGACCTTCACGGTCAATAGGGGGAGAAT	Upstream_CTCF	5
chr1	190585089	190585239	id-7748	9.81e-06	+	TGGCGCTCTTCTCACAGTGCCACTAGGTGGTGTCC	V_CTCF_BR	14
chr1	190602744	190602894	id-7749	6.19e-06	+	GGTCACTGCAGCTGTATCTACAGTAGAGGGCACCT	UpstreamP1_CTCF	14
chr1	190724017	190724167	id-7750	4.21e-05	+	TGAGTATATAGCTGTCTTTCCACAAGAGGGCTTCA	V_CTCF_BR	24
chr1	190829437	190829587	id-7751	8.71e-06	+	TGGTCTTCTTCTTACAGCTCCAGTAGGTGGTGCCC	V_CTCF_BR	10
chr1	190832916	190833066	id-7752	3.5e-05	+	TTGTCATTTGAACTGTGATCCAGTAGATGGCATTT	UpstreamP1_CTCF	12
chr1	190926821	190926971	id-7753	7.44e-05	+	AAACCAGTATTAAATACTCACACTAGAGGGAGTGA	Upstream_CTCF	17
chr1	191096083	191096233	id-7754	8.19e-06	-	TTGCCATTTGGGATGCAATCCAGGAGATGGCGCTT	UpstreamP1_CTCF	29
chr1	191422831	191422981	id-7755	5.17e-06	-	AGGGTAACAGCAAGCTGGAGCTGCAGGGGGCAGCT	Upstream_CTCF	8
chr1	191487079	191487229	id-7756	1	+	NA	NONE	4
chr1	191599097	191599247	id-7757	6.64e-05	-	GATGCAAGCACCTCTGTGACCACCACTAGGAGGAC	Upstream_CTCF	14
chr1	191721600	191721750	id-7758	1.17e-05	-	GGGGAAACAAGGACCTTCTCCACATGGTGGCAGGA	V_CTCF_BR	11
chr1	191787191	191787341	id-7759	4.88e-05	+	ACAGAAGTGTGATATATGGCCACAAGAGGAGCCAT	Upstream_CTCF	12
chr1	191800834	191800984	id-7760	1	+	NA	NONE	27
chr1	191858120	191858270	id-7761	1	+	NA	NONE	3
chr1	191868577	191868727	id-7762	2.27e-05	+	TCCTTGTTTAGTTCTTGGACCACCAGGAGGCATTG	V_CTCF_BR	2
chr1	191898630	191898780	id-7763	2.29e-05	-	TAGCCACTGCCAACCCTGGCCACAAGGGGTACTTC	UpstreamP1_CTCF	5
chr1	191962803	191962953	id-7764	1.85e-05	+	CTTGTTAACCCAAAAAGGGACACTAGAGAGAGCTA	Upstream_CTCF	34
chr1	192077318	192077468	id-7765	2.1e-05	-	GTGCTGCTGAGGGATATCACCTGGAGAAGTAAGTC	UpstreamP1_CTCF	1
chr1	192137168	192137318	id-7766	1	+	NA	NONE	3
chr1	192204348	192204498	id-7767	3.4e-06	-	CTCATCTTGTGGTCCCTTGACAGCAGGAGGCACTG	V_CTCF_BR	3
chr1	192207677	192207827	id-7768	5.9e-06	-	CTGTGTTTTGGCAGGACTTCCAGCAGATGGGGGAA	UpstreamP1_CTCF	10
chr1	192244423	192244573	id-7769	7.44e-05	+	CCAGTATTACCAAAAGCCTCCACTGGGAAAACCAG	Upstream_CTCF	3
chr1	192280542	192280692	id-7770	1.64e-05	-	CCCTGCCTGCCTACTTTTGCCAATAGATGTCAGTG	V_CTCF_BR	35
chr1	192332411	192332561	id-7771	1	+	NA	NONE	24
chr1	192351993	192352143	id-7772	4.51e-05	-	TCTGTAGTTCTCCCATGAGCCACTAGGCTCTCTTT	Upstream_CTCF	16
chr1	192415099	192415249	id-7773	4.99e-07	-	AGTGTCATATGAAAAGAAACCACAAGGTGGCGCCA	Upstream_CTCF	38
chr1	192443323	192443473	id-7774	1.95e-07	+	GATGTAATTGAGAGATTGGCCACTTGAGGGCACTT	Upstream_CTCF	40
chr1	192446859	192447009	id-7775	1.24e-05	+	CTTAGACTTTATTCTGCAATCACTAGAGGGCAGAC	V_CTCF_BR	37
chr1	192457327	192457477	id-7776	2.43e-06	-	TGGGTAATACCACAGTTTGCCTACAGGGGACATAG	Upstream_CTCF	37
chr1	192461097	192461247	id-7777	5.08e-05	-	CAACTGTTCCACAGTTTCGCCAGTGGGAGCTGCTC	UpstreamP1_CTCF	17
chr1	192475921	192476071	id-7778	1	+	NA	NONE	35
chr1	192515493	192515643	id-7779	5.7e-05	-	TGTGTAGTACTGTCACTGACCACATGAAAAAGAGA	Upstream_CTCF	32
chr1	192549674	192549824	id-7780	3.28e-05	-	TTCAGGAAATGCCTTCTGATCAGTGGGTGGCAGTG	V_CTCF_BR	38
chr1	192578285	192578435	id-7781	5.41e-06	-	AGTGCTGTGGGATCCAGTAGCAGCAGATGGTGCTT	Upstream_CTCF	1
chr1	192579359	192579509	id-7782	2.81e-05	-	TTCAAAATATGCCCATTAGCCACTAGGTGTCATCA	V_CTCF_BR	36
chr1	192637596	192637746	id-7783	2.91e-05	-	ACTGCCTCTATAGATTCCACCTCTGGGGGCAGGGC	Upstream_CTCF	15
chr1	192664349	192664499	id-7784	1	+	NA	NONE	13
chr1	192702037	192702187	id-7785	1	+	NA	NONE	30
chr1	192736126	192736276	id-7786	1.56e-05	-	ACTGCCATTGTTCCGTGACCCTGCTGGAGGCGATA	Upstream_CTCF	15
chr1	192775019	192775169	id-7787	2.4e-05	+	ATCTGTTCAATCAATCTCTCCAGTAGAGGGCATGG	V_CTCF_BR	39
chr1	192776768	192776918	id-7788	2.43e-06	-	ATATTCTTACGGTGAGCTGCCAGTAGTTGGAGCTC	V_CTCF_BR	33
chr1	192777727	192777877	id-7789	4.01e-05	-	GAGCCGAAGTTGGCGGCGGCCCGGCGGGGGCGCCG	V_CTCF_BR	20
chr1	192778210	192778360	id-7790	8.64e-05	+	CAGGCAGTGGCCACAAGAGCGAGGAGAAGCGAGAA	Upstream_CTCF	9
chr1	192848750	192848900	id-7791	1	+	NA	NONE	5
chr1	192967786	192967936	id-7792	8.17e-10	-	GTGCAGTTTGACCTCCAGGCCAGTAGGTGGCATTG	UpstreamP1_CTCF	38
chr1	192988695	192988845	id-7793	2.27e-06	-	CTTAGTTCACATTTTTTGGACACAAGGTGGCAGCA	V_CTCF_BR	39
chr1	193000648	193000798	id-7794	6.43e-06	-	TGTACTATGTATAGCATAACCACTTGGTGGCACTA	V_CTCF_BR	37
chr1	193028483	193028633	id-7795	1	+	NA	NONE	24
chr1	193039251	193039401	id-7796	1.48e-06	+	TAAGCAAATCAGCTCCTTGCCAGTAGGCGGCAGAT	Upstream_CTCF	38
chr1	193074432	193074582	id-7797	1.54e-05	-	CTGCAGATCCGGGCTCTGACCATGATTTGGCGCCG	UpstreamP1_CTCF	21
chr1	193090980	193091130	id-7798	1.38e-08	-	CTCCAGCGAGGCACATCCGCCGCCAGGGGGAGCCG	V_CTCF_BR	40
chr1	193091439	193091589	id-7799	1.47e-05	-	GGAGGGGTTAAGAAAGAGGTCGCCTGGGGGCGCCC	V_CTCF_BR	34
chr1	193112546	193112696	id-7800	2.53e-05	+	AGTGAACAGTTTTCTTTGAGCTCTAGGTGGCAGGA	V_CTCF_BR	32
chr1	193152281	193152431	id-7801	6.34e-08	+	AGTGCTATTATAGTAGCAGCCACTAGGAGGAGCAA	Upstream_CTCF	40
chr1	193155956	193156106	id-7802	1	+	NA	NONE	0
chr1	193159615	193159765	id-7803	1	+	NA	NONE	36
chr1	193224057	193224207	id-7804	5.41e-06	+	GCTGTAAGTGATTTTTTAACCACCAGTTGGTGCTG	Upstream_CTCF	36
chr1	193240160	193240310	id-7805	1	+	NA	NONE	3
chr1	193245029	193245179	id-7806	2.06e-07	+	TGTGCTGGTTGGTCTCTTGCCAGGAGGTGGCGCCT	Upstream_CTCF	19
chr1	193307338	193307488	id-7807	2.96e-05	-	AAAACAAAACCATTTGAAGGCACCAGAGGGCAACC	V_CTCF_BR	28
chr1	193327685	193327835	id-7808	1.14e-06	+	ATGCATGTGAGGTGCATGGGCAGCTGGGGGCAGTG	UpstreamP1_CTCF	13
chr1	193350930	193351080	id-7809	2.44e-07	-	GGTGTAGTTACTGTAATGAACAGCAGAGGCAGAGC	Upstream_CTCF	37
chr1	193361927	193362077	id-7810	5.92e-05	+	GGTTGTGGCTCAGACGTCACCAGAAGGGAGCAGTA	Upstream_CTCF	9
chr1	193364694	193364844	id-7811	7.55e-07	-	TCTTGGGGCTCCTCTCTGGCCACTAGAGGCAGGCA	V_CTCF_BR	30
chr1	193376066	193376216	id-7812	2.66e-05	+	CAACGTGTGTCTTGGATGACCACTAGAGGTCGTCT	V_CTCF_BR	40
chr1	193377979	193378129	id-7813	6.64e-05	+	AGGGAAGTTCCCCAAACCATCCAGAGATGGGGCTG	Upstream_CTCF	17
chr1	193489177	193489327	id-7814	1.48e-06	-	ACTGGCTGACGTGAGGCCACCGCCAGGTGGCTCCT	V_CTCF_BR	15
chr1	193557426	193557576	id-7815	5.68e-06	-	GAGCCTGGCCCCTGGTGCACCAGCAGATGGCTTGG	V_CTCF_BR	8
chr1	193577034	193577184	id-7816	1	+	NA	NONE	8
chr1	193724290	193724440	id-7817	8.52e-08	-	CTGTTGGTTCTGCTATCCCCCACCAGATGGCTCTA	UpstreamP1_CTCF	31
chr1	193756214	193756364	id-7818	1.5e-05	-	TTAGCTGATGCCAGTCAGACCACCAGGAGGCCTAT	Upstream_CTCF	6
chr1	193763394	193763544	id-7819	1	+	NA	NONE	5
chr1	193854470	193854620	id-7820	8.21e-06	+	CCCAAGCTCTTGCCTGCTTCCTGGAGTGGGAGGCC	V_CTCF_BR	10
chr1	193970700	193970850	id-7821	6.39e-05	-	CTGTCACCTCCCAATCCCACCACTAGTAGTCCCCA	Upstream_CTCF	6
chr1	194014133	194014283	id-7822	4.5e-06	-	TCTGGATTTTGCTCCTTGGCCTGTAGATGGCTATC	Upstream_CTCF	7
chr1	194071851	194072001	id-7823	3.33e-08	+	GAGCTCTTCAAGCTCCAGGCCAGTAGGTGGCACTT	UpstreamP1_CTCF	29
chr1	194086847	194086997	id-7824	2.31e-07	+	GGTGCCCTGCTGCTCAAAACCCCTAGAGGGAGCAG	Upstream_CTCF	24
chr1	194129195	194129345	id-7825	8.71e-06	+	AGGACTAGTAGAACTTATTCCACAAGAGGGCACAC	V_CTCF_BR	24
chr1	194249666	194249816	id-7826	1	+	NA	NONE	5
chr1	194264941	194265091	id-7827	3.91e-06	-	AGTTAACTTCTCAGTTCCTCCAGTAGGAGGAGACC	Upstream_CTCF	34
chr1	194312123	194312273	id-7828	1.55e-05	-	TGAGGTCCCACTGCTCAAACCTCTAGGGGGAGCAT	V_CTCF_BR	23
chr1	194435961	194436111	id-7829	7.1e-07	-	ATGCTCTGATATTATGCAGCCACTAGATGGGAGAT	UpstreamP1_CTCF	29
chr1	194494026	194494176	id-7830	1	+	NA	NONE	4
chr1	194507731	194507881	id-7831	1.1e-05	+	GGGGAAGCAGACACTTTCATCACAAGGTGGCAGGA	V_CTCF_BR	16
chr1	194537861	194538011	id-7832	1.59e-06	+	GATGCCACTGTGCATCAGGCCTGGAGGGGGAGCTG	V_CTCF_BR	18
chr1	194668303	194668453	id-7833	1	+	NA	NONE	2
chr1	194778912	194779062	id-7834	1	+	NA	NONE	7
chr1	194794630	194794780	id-7835	6.51e-07	+	ATTGCAATTTTAGACAGTGCCTGCAGGGGAGACCA	Upstream_CTCF	20
chr1	194840098	194840248	id-7836	1	+	NA	NONE	2
chr1	194905115	194905265	id-7837	1.3e-07	-	CTGCCCTCTTTCCACAGCTCCAGTAGGTGGCGCCC	UpstreamP1_CTCF	16
chr1	195074548	195074698	id-7838	1.09e-07	+	AAGCAATGTCCTGAGGCAGGCTGCAGAGGGCAGCA	UpstreamP1_CTCF	12
chr1	195143015	195143165	id-7839	7.91e-05	-	ATCTAGTTGTGTCATCTGACCTCTATAGGCAGGCA	UpstreamP1_CTCF	11
chr1	195314396	195314546	id-7840	1	+	NA	NONE	18
chr1	195345455	195345605	id-7841	9.81e-06	-	AAATGAAATATGATGATGACCACAAGGTGGCATCC	V_CTCF_BR	27
chr1	195402333	195402483	id-7842	2.29e-05	+	CTGCCTTGCTTCCAATAAAACTCTAGATGTCACAA	UpstreamP1_CTCF	3
chr1	195550284	195550434	id-7843	1	+	NA	NONE	22
chr1	195554139	195554289	id-7844	2.28e-05	+	CTGGCAGTACTCCTCATGGCCTGGGGTGGCGGTGG	Upstream_CTCF	12
chr1	195578083	195578233	id-7845	5.34e-06	-	GAAGCAAGGAATGGATTCTCCTCTAGAGGGAGCAG	V_CTCF_BR	34
chr1	195630119	195630269	id-7846	4.02e-07	-	TTTGCTGTTTCTCCAGCTTGCAGAAGATGGAGCTA	Upstream_CTCF	4
chr1	195655165	195655315	id-7847	1	+	NA	NONE	14
chr1	195686910	195687060	id-7848	1	+	NA	NONE	38
chr1	195703092	195703242	id-7849	1.91e-08	-	CCTGCTTTTCAGTTAACTGCCACAAGGGGGCTGGA	Upstream_CTCF	38
chr1	195732316	195732466	id-7850	1	+	NA	NONE	6
chr1	195773813	195773963	id-7851	1.1e-05	-	TTCATAATAGAATTTTTTGACAGTAGATGGCACTA	V_CTCF_BR	4
chr1	195855267	195855417	id-7852	1	+	NA	NONE	27
chr1	195866319	195866469	id-7853	3.4e-06	+	AAGTCCTTGGCCAGATATTCCAGGAGGGGGCACTC	V_CTCF_BR	14
chr1	195900726	195900876	id-7854	1.93e-05	-	ACGGCACATTCAGAATTATGCTGAAGAGGGCAGCA	Upstream_CTCF	2
chr1	195909107	195909257	id-7855	2.46e-06	+	AGGAAGTTTTCCCTCTTGGTCACAAGGTGGAGGCA	UpstreamP1_CTCF	21
chr1	195998678	195998828	id-7856	1	+	NA	NONE	10
chr1	196028455	196028605	id-7857	2.27e-06	+	AAAACAGCATGCAATGTGTACACCAGGGGGAGGCA	V_CTCF_BR	17
chr1	196113217	196113367	id-7858	3.22e-05	-	GTCTAGCAAAAAACAGTGCCCCCTAGGTGGCTTCC	UpstreamP1_CTCF	31
chr1	196113853	196114003	id-7859	2.27e-05	-	TGTGTGTCTATTCATCTAAACTCTAGAGGGAGCAC	V_CTCF_BR	16
chr1	196117633	196117783	id-7860	2.66e-05	+	AAAACTATTTTAAATTTAACCACAAGATGGTGCTG	V_CTCF_BR	37
chr1	196148181	196148331	id-7861	1	+	NA	NONE	2
chr1	196278644	196278794	id-7862	1	+	NA	NONE	25
chr1	196287170	196287320	id-7863	4.55e-09	+	GCTGCTTTACACAGTGTGGCCAGCAGATGGGAGCA	Upstream_CTCF	39
chr1	196324443	196324593	id-7864	8.81e-07	+	CATGGTAATCAATTTTCTACCACCAGGTGGAACCG	V_CTCF_BR	39
chr1	196342200	196342350	id-7865	6.21e-06	-	ATTACACTACTGGTTCATACCTCTAGAGGGCAGTA	Upstream_CTCF	36
chr1	196394767	196394917	id-7866	3.86e-05	+	TTTTGACCTTTTAGTTTGGCCAGCAGAGGGACTAA	Upstream_CTCF	30
chr1	196496186	196496336	id-7867	1	+	NA	NONE	2
chr1	196568195	196568345	id-7868	1	+	NA	NONE	2
chr1	196577793	196577943	id-7869	1	+	NA	NONE	20
chr1	196578366	196578516	id-7870	1	+	NA	NONE	22
chr1	196630167	196630317	id-7871	1	+	NA	NONE	36
chr1	196692591	196692741	id-7872	5.93e-10	+	GTGCAGTTCAACATTCAGGACAGTAGGTGGCACGG	UpstreamP1_CTCF	40
chr1	196701759	196701909	id-7873	1.41e-06	-	AAGATGTGGCACATTCTAACCTCCAGGGGGCCACA	UpstreamP1_CTCF	33
chr1	196712477	196712627	id-7874	2.81e-06	+	GATTTGCTACTCAAAATGAACACTAGGTGGAACCA	Upstream_CTCF	36
chr1	196748342	196748492	id-7875	1.16e-05	-	AATGTAATCCCAGTAACTTCCTGAAGGAGTCTCAA	Upstream_CTCF	12
chr1	196797095	196797245	id-7876	2.81e-06	+	GATTTGCTACTCAAAATGAACACTAGGTGGAACCA	Upstream_CTCF	32
chr1	196847279	196847429	id-7877	1	+	NA	NONE	9
chr1	196859939	196860089	id-7878	3.63e-05	-	TTTCTAAAAATCGTTTCTCCCACTAGAAGGCACTG	V_CTCF_BR	12
chr1	196866691	196866841	id-7879	1	+	NA	NONE	19
chr1	196871601	196871751	id-7880	3.09e-06	-	AATGTAATCCCAGTAACTTCCTGAAGGAGTCACAA	Upstream_CTCF	19
chr1	196879464	196879614	id-7881	3.09e-06	-	AATGTAATCCCAGTAACTTCCTGAAGGAGTCACAA	Upstream_CTCF	27
chr1	196966746	196966896	id-7882	1	+	NA	NONE	11
chr1	196982510	196982660	id-7883	1	+	NA	NONE	2
chr1	197035988	197036138	id-7884	1	+	NA	NONE	14
chr1	197099987	197100137	id-7885	1	+	NA	NONE	16
chr1	197125958	197126108	id-7886	4.7e-06	-	CTCATTTAAGCTCACATGGTCAGTAGGTGGCAGAG	V_CTCF_BR	32
chr1	197148250	197148400	id-7887	1.64e-06	-	TAGTAGTGATAGCTAAAAGCCTGCAGAGGTCAGTC	UpstreamP1_CTCF	26
chr1	197149535	197149685	id-7888	6.84e-06	+	AAATAAAAGTAGAGTTTTGCCAGTAGATGGTGCTC	V_CTCF_BR	39
chr1	197165295	197165445	id-7889	1	+	NA	NONE	0
chr1	197193443	197193593	id-7890	1	+	NA	NONE	26
chr1	197283848	197283998	id-7891	1	+	NA	NONE	5
chr1	197297037	197297187	id-7892	1.64e-06	+	GTAGAATTTCTTAAAACAGCCAGTAGATGGCAAAC	Upstream_CTCF	40
chr1	197304437	197304587	id-7893	1	+	NA	NONE	11
chr1	197304978	197305128	id-7894	3.71e-05	-	TAGACATTGCCATCAGAGGGCAATAGAGGGCAGAG	Upstream_CTCF	32
chr1	197326190	197326340	id-7895	1	+	NA	NONE	40
chr1	197335944	197336094	id-7896	1	+	NA	NONE	10
chr1	197355218	197355368	id-7897	1	+	NA	NONE	0
chr1	197361091	197361241	id-7898	7.78e-06	+	TGAGAAATTAGGAATGAGGCCAGCAGAGGGCTTAC	Upstream_CTCF	28
chr1	197369294	197369444	id-7899	1.91e-09	+	CTGCAATTAACCGGAGTAACCACTAGATGGTGGTG	UpstreamP1_CTCF	40
chr1	197488958	197489108	id-7900	1.95e-07	+	CTTGCAGTTATCCTCTTAATCACTAGATGGCAGAC	Upstream_CTCF	40
chr1	197490393	197490543	id-7901	4.55e-09	+	CTTGCAGTTACCATTTTGATCACCAGGTGGCAGAC	Upstream_CTCF	40
chr1	197496019	197496169	id-7902	2.6e-07	+	GGAAAGTACTACATAATGTCCACTAGAGGGCACCC	V_CTCF_BR	38
chr1	197584411	197584561	id-7903	3.16e-06	+	ATGCGATATCCATCCATGGTCACAAGATGGCATTA	UpstreamP1_CTCF	40
chr1	197588281	197588431	id-7904	5.98e-05	+	AATTAGAGCCTACAATATGCCACTAGGAGGCATTC	UpstreamP1_CTCF	36
chr1	197662221	197662371	id-7905	4.11e-07	+	CTGCATTTTACAAAAATGACCACTAGATTGCATTG	UpstreamP1_CTCF	38
chr1	197700668	197700818	id-7906	1.77e-05	+	ATTGTCATTCACTCATTATACACCAGGGGCGTCCA	Upstream_CTCF	10
chr1	197744556	197744706	id-7907	2.73e-07	+	CTTGCAAATCAGGAAGTCGCCGGGAGGGGGAAGGG	Upstream_CTCF	25
chr1	197767388	197767538	id-7908	1	+	NA	NONE	3
chr1	197810412	197810562	id-7909	1	+	NA	NONE	6
chr1	197838166	197838316	id-7910	7.6e-05	-	TCACAGTTTTCTAAACCTGCCTCTGGGAGGCAGTA	UpstreamP1_CTCF	40
chr1	197878081	197878231	id-7911	1	+	NA	NONE	9
chr1	197884999	197885149	id-7912	1.15e-06	-	GCCGCAGACCCGCTTCCCTCCGCCCGGGGGAGCCC	Upstream_CTCF	40
chr1	197893763	197893913	id-7913	4.7e-06	-	TGAAGTGATCCCTGGAAGACCACTAGGGGTCAGTG	V_CTCF_BR	40
chr1	197913381	197913531	id-7914	2.19e-05	-	TAGGGACTTTAACATGTTTCCAGTAGGGGGTCTAA	Upstream_CTCF	0
chr1	197967364	197967514	id-7915	1	+	NA	NONE	19
chr1	198025501	198025651	id-7916	1.63e-05	-	TAGCCAGTACCTGCACACACCACTGGGGGTCGTGA	Upstream_CTCF	40
chr1	198041446	198041596	id-7917	1.64e-06	+	AGTGCTTTAGTGTGTTTTACCACTGGATGGAGCTG	Upstream_CTCF	36
chr1	198057572	198057722	id-7918	2.84e-05	+	AAGAAATGAATTGACTTTGTCACTAGGGGGAGACC	UpstreamP1_CTCF	40
chr1	198075311	198075461	id-7919	1	+	NA	NONE	11
chr1	198123046	198123196	id-7920	1	+	NA	NONE	6
chr1	198125351	198125501	id-7921	3.56e-06	-	CATGAACTACTCGAGGAGACGGCTAGGAGGCAGTA	Upstream_CTCF	40
chr1	198175512	198175662	id-7922	6.84e-06	+	GGAAGAAGATAAAATTGAACCAGCAGGTGTCAGCA	V_CTCF_BR	5
chr1	198181847	198181997	id-7923	1.38e-06	-	TGTGCTGGTTGGCCTCCAGCCGGGAGGTGGCACTT	V_CTCF_BR	10
chr1	198223761	198223911	id-7924	1.29e-05	-	TTGCAGTACACATGCATCCCCTGTGGGATGCAGTC	UpstreamP1_CTCF	30
chr1	198244858	198245008	id-7925	1	+	NA	NONE	15
chr1	198245927	198246077	id-7926	5.26e-07	-	TCAGTTTTTACACCTGTGACCAGCTGAGGGCAGGC	Upstream_CTCF	7
chr1	198319713	198319863	id-7927	4.43e-05	+	ATATTTCCAACTGCACTGCCCCCTAGGTGGCTGAA	V_CTCF_BR	25
chr1	198328280	198328430	id-7928	9.81e-06	-	AGTCATGATTCTTGTTATTCCTGCAGGGGGCAGTG	V_CTCF_BR	36
chr1	198353627	198353777	id-7929	1.39e-05	+	CAAACAAATGAAATGCCCACCAATAGGGGGCTGCA	V_CTCF_BR	3
chr1	198409416	198409566	id-7930	1	+	NA	NONE	1
chr1	198434808	198434958	id-7931	1.55e-05	-	CCGATAATTCTGTTTTGAAGCACTAGATGGCACTA	V_CTCF_BR	40
chr1	198437516	198437666	id-7932	3.48e-06	-	ATGCAAGGCTCTGTGCTGTCCTCTAGATGATGCAG	UpstreamP1_CTCF	7
chr1	198522279	198522429	id-7933	8.89e-06	+	CTGGCAATACCCTTGACATACAGTAGTAGGCGCTT	Upstream_CTCF	17
chr1	198571524	198571674	id-7934	1	+	NA	NONE	6
chr1	198602809	198602959	id-7935	4.7e-06	+	TAATGCCACCGCTGATCTGACAGGAGGTGGAGCTC	V_CTCF_BR	0
chr1	198655388	198655538	id-7936	1	+	NA	NONE	30
chr1	198668674	198668824	id-7937	1.24e-05	-	GAATGTCTGCGTGTCAGTTCCAGCAGAGGGCGTCT	V_CTCF_BR	39
chr1	198725718	198725868	id-7938	1	+	NA	NONE	22
chr1	198740809	198740959	id-7939	1.64e-06	+	GTTGCAGAAAACAGAATCACCACCAGGTTGCACTA	Upstream_CTCF	40
chr1	198757977	198758127	id-7940	5.41e-07	-	CAGCACTAGATGAAATCTCCCAGAAGAGGGAGCTG	UpstreamP1_CTCF	31
chr1	198768030	198768180	id-7941	8.21e-06	+	CAACCTCCCTGGTCTCTAGCCACTAGATGTCAGGT	V_CTCF_BR	12
chr1	198799259	198799409	id-7942	7.46e-06	+	CTGAATCTGCAGTTCTCAGCCAGCAAGGGTCGCTC	UpstreamP1_CTCF	34
chr1	198806842	198806992	id-7943	3.91e-06	-	GCAGTGTCACTTCCAGCTGCCAGCAGGTGCTGCTC	Upstream_CTCF	9
chr1	198807550	198807700	id-7944	1	+	NA	NONE	2
chr1	198854223	198854373	id-7945	6.8e-06	+	TAAACAGTATTTACAATTACCAGAAGGTGGAGCAA	Upstream_CTCF	3
chr1	198876630	198876780	id-7946	8.03e-07	+	CCTGTAATACACGCTGAGCCCACTGGAGGAAAACA	Upstream_CTCF	10
chr1	198879147	198879297	id-7947	3.29e-05	+	TTTGCGTTTCCAGAGGAAGCCGGTAGGGAAAAGAA	Upstream_CTCF	4
chr1	199015896	199016046	id-7948	6.19e-06	-	TTGTAGTTTGGGCTGTGATGCAGTAGATGGTGCTT	UpstreamP1_CTCF	30
chr1	199082510	199082660	id-7949	2.2e-06	-	GCCACAGTGCAAGTGCATGCCAGTAGGTGGCGATA	Upstream_CTCF	40
chr1	199191013	199191163	id-7950	1	+	NA	NONE	3
chr1	199212695	199212845	id-7951	4.66e-08	-	TGAGCAATGCCCAGATCCTCCTCCAGATGGTGCTG	Upstream_CTCF	40
chr1	199249132	199249282	id-7952	1.83e-05	-	TGTAACTGTGCTGATCTGTACTGCAGGGGGCAATG	V_CTCF_BR	18
chr1	199256914	199257064	id-7953	2.19e-05	-	GTGCATAGTTCCAACATCACCACTTGGTGGTTCTC	UpstreamP1_CTCF	18
chr1	199306608	199306758	id-7954	1.13e-05	+	CTGCATCTGCTAGTACTCTGCTGCAGCTGCCAGAC	UpstreamP1_CTCF	15
chr1	199391469	199391619	id-7955	4.44e-06	-	GTTCTATCACTGGAGCATTCCAGCAGGAGGAGCTG	UpstreamP1_CTCF	38
chr1	199430306	199430456	id-7956	1	+	NA	NONE	20
chr1	199432775	199432925	id-7957	2.04e-05	-	GATAACTGCAGTTGTCTTAGCACTAGAGGGTGCTC	V_CTCF_BR	39
chr1	199514993	199515143	id-7958	1.96e-07	+	CTGCAACCCAGCCCAACCACAGCCAGAGGGCACTA	UpstreamP1_CTCF	38
chr1	199519808	199519958	id-7959	5.34e-06	-	GGCAGTTCATGGCTTTCTGCCTCTGGATGGCAGTA	V_CTCF_BR	29
chr1	199521220	199521370	id-7960	9.51e-07	-	TTAAACCTGAGGCAGAAAACCAGTAGAGGGCGCTG	V_CTCF_BR	40
chr1	199645229	199645379	id-7961	1	+	NA	NONE	15
chr1	199653910	199654060	id-7962	1.85e-07	+	CAGCACCACTGGCATATATCCACTAGGTGTCAGTC	UpstreamP1_CTCF	40
chr1	199660865	199661015	id-7963	1	+	NA	NONE	10
chr1	199698880	199699030	id-7964	1	+	NA	NONE	4
chr1	199923948	199924098	id-7965	3.65e-07	+	CCCCTCTTCCCTCTGCTCTCCAGCAGGGGCCGCCC	V_CTCF_BR	39
chr1	199925257	199925407	id-7966	1	+	NA	NONE	5
chr1	200002628	200002778	id-7967	7.6e-05	-	GACCAATTTTCTTTCCATTCCTGTAGAGGCCGCTG	UpstreamP1_CTCF	23
chr1	200011189	200011339	id-7968	1.7e-05	+	GCTGGGATTCAGGCTGGCACCGCTGGGAGGACCTC	Upstream_CTCF	0
chr1	200059805	200059955	id-7969	9.26e-05	+	CTGTGAGACTGTACTCCTGGAGGTAGGGGGCATCA	UpstreamP1_CTCF	38
chr1	200100757	200100907	id-7970	5.08e-05	-	GCCCTGGGGTGTCCAGAGTCCACTAGAGTGCAGCA	UpstreamP1_CTCF	16
chr1	200108890	200109040	id-7971	1.3e-07	+	ATGCAAGTCACTGTACAGAACTCTAGGGGGCACCA	UpstreamP1_CTCF	40
chr1	200150123	200150273	id-7972	1	+	NA	NONE	24
chr1	200223081	200223231	id-7973	7.27e-06	-	CAAGAGCAACTCCACTTTACCACCAGGTGCAGCAG	V_CTCF_BR	8
chr1	200227672	200227822	id-7974	1.48e-06	+	TATCATTTCCAAGTGGTGACCACTAGGGGCAAACA	UpstreamP1_CTCF	40
chr1	200231563	200231713	id-7975	1	+	NA	NONE	18
chr1	200245714	200245864	id-7976	5.72e-07	-	ATGCTGTTAGCAGTGGTCACCTGCTGGGGGTGCAG	UpstreamP1_CTCF	37
chr1	200249031	200249181	id-7977	5.97e-08	+	CCCGGACTTTCAATGAAGGCCACTAGGGGGTGGTA	Upstream_CTCF	40
chr1	200259589	200259739	id-7978	7.12e-06	+	TAGCAATCCCATCAAAAGGCCTCTGGGTGGCCTGA	UpstreamP1_CTCF	27
chr1	200271483	200271633	id-7979	1.13e-05	-	TTGTTTTGCAAAGGCTTGCCACCCAGGGGGAGCTA	UpstreamP1_CTCF	32
chr1	200271942	200272092	id-7980	1	+	NA	NONE	22
chr1	200276726	200276876	id-7981	2.18e-07	-	GATGTATTTCCTTATAAGGCCGAGAGGTGGCAGCA	Upstream_CTCF	40
chr1	200283479	200283629	id-7982	1	+	NA	NONE	10
chr1	200310573	200310723	id-7983	1.71e-06	+	TCATAAGGGCCAGACTCCCCCAGGAGAGGGCAGGG	V_CTCF_BR	3
chr1	200321536	200321686	id-7984	5.98e-05	-	AGGCAGGACATCAAAACAACCACTAGAGCCGAGTG	UpstreamP1_CTCF	15
chr1	200335430	200335580	id-7985	3.86e-08	+	TGTGCTGGGCCTGCCATGTCCAGCAGGGGACCCTG	Upstream_CTCF	35
chr1	200376930	200377080	id-7986	1	+	NA	NONE	2
chr1	200378323	200378473	id-7987	1	+	NA	NONE	26
chr1	200452998	200453148	id-7988	6.98e-07	-	ATGGAAGAGAGTGGGAGGGACAGCAGGGGGAGGAG	V_CTCF_BR	21
chr1	200457931	200458081	id-7989	2.58e-07	-	TCCGCATGGCCATTTATCTCCACCAGGGGGTGTTG	Upstream_CTCF	40
chr1	200459695	200459845	id-7990	1	+	NA	NONE	29
chr1	200466196	200466346	id-7991	6.86e-07	-	GTTGTAACTCTGTCAGTCACCAGCAGGCAGCAGGC	Upstream_CTCF	21
chr1	200479369	200479519	id-7992	1.03e-09	-	ACTGTTGTGTTCACATTGGCCACTAGATGGCAGTG	Upstream_CTCF	40
chr1	200504862	200505012	id-7993	7.23e-07	+	TCTGCAGTTGTTTACTTTGCCTCTGGGTGTTGCCA	Upstream_CTCF	34
chr1	200518265	200518415	id-7994	1	+	NA	NONE	14
chr1	200525258	200525408	id-7995	1	+	NA	NONE	32
chr1	200528102	200528252	id-7996	1.64e-05	+	AATGACAACCAGAAAGCGAACACTAGGTGTCACTA	V_CTCF_BR	40
chr1	200591529	200591679	id-7997	4.65e-05	+	AGCAAGTATTTTTTTAAATCCACCAGAGGGAGACA	V_CTCF_BR	38
chr1	200603699	200603849	id-7998	4.41e-06	+	GCAGACACCTCATTGCACAACTCCAGGGGGCACTG	V_CTCF_BR	33
chr1	200607353	200607503	id-7999	2.6e-05	-	TTACAACTCTTCCCTGTGCTCCCCAGGTGGCAGCA	UpstreamP1_CTCF	10
chr1	200643705	200643855	id-8000	1	+	NA	NONE	1
chr1	200749842	200749992	id-8001	1	+	NA	NONE	10
chr1	200772130	200772280	id-8002	2.2e-09	-	ACAGCAGTGTACATTGCAACCACCAGGTGGCAGAG	Upstream_CTCF	40
chr1	200807215	200807365	id-8003	3.84e-06	-	CATTAATTGTACTATTTGGCCACAAGATGTCAGTA	UpstreamP1_CTCF	36
chr1	200842930	200843080	id-8004	1.26e-07	-	AGGCCCCAGCGCAGCGCCAGCAGCAGGGGGCACGG	V_CTCF_BR	8
chr1	200860032	200860182	id-8005	1.03e-06	+	ACACAGCAGCTCGCAGCGGGCAGCAGGAGGCGCTC	V_CTCF_BR	39
chr1	200860739	200860889	id-8006	6.23e-05	+	GCGCAGGGGCAGGCGGGCGGCGCCAGAGCTCCATG	UpstreamP1_CTCF	14
chr1	200864342	200864492	id-8007	4.41e-06	+	GTTGCCTAGGCCTTAGTTTCCACCAGAGGGAGAGC	V_CTCF_BR	21
chr1	200876984	200877134	id-8008	1	+	NA	NONE	1
chr1	200885435	200885585	id-8009	4.41e-06	-	CTCAGGTCCGGGCACAGCCTCTCCAGGGGGCGCTG	V_CTCF_BR	30
chr1	200939250	200939400	id-8010	8.81e-07	-	GATGTGGTGGAGGGAGACACCAGCAGGTGGCTGCA	V_CTCF_BR	22
chr1	200941188	200941338	id-8011	1.03e-09	+	CTGTAATTCCAGAGTTCCCCCAACAGGGGGCGCCA	UpstreamP1_CTCF	40
chr1	200948819	200948969	id-8012	1.38e-09	+	GGGAGGGGAGGGATGTCAGCCACTAGGGGGCGCAG	V_CTCF_BR	39
chr1	200959358	200959508	id-8013	7.27e-06	-	AAAGGGAGGAGCTGTTCCTCCTGCAGGAGGCACTG	V_CTCF_BR	1
chr1	200990218	200990368	id-8014	2.96e-05	-	CAGATGGTACCAGTGATGGGCTGTAGGGGGAGTTT	UpstreamP1_CTCF	39
chr1	200992247	200992397	id-8015	1.61e-05	+	CTCCCCTGCGGCAGACTGGCCAGCGCGCGGCGCCC	UpstreamP1_CTCF	17
chr1	200994979	200995129	id-8016	1.05e-08	+	GAAGTAGCTCCCTCCTGGGCCACCAGGGAGCAGCA	Upstream_CTCF	39
chr1	201012145	201012295	id-8017	9.55e-09	-	ATGGCAGAGGCTTCTTTGGCCAGCAGGGGGAAGCC	V_CTCF_BR	40
chr1	201013383	201013533	id-8018	1	+	NA	NONE	8
chr1	201022393	201022543	id-8019	1.93e-05	-	AAGGCAGAGCCCTGGGGAGCTAACAGAGGGCAGGG	V_CTCF_BR	16
chr1	201049380	201049530	id-8020	4.43e-05	+	TTGGTCATTAACCATTTTCTCAGTAGGTGGCACTA	V_CTCF_BR	9
chr1	201055145	201055295	id-8021	2.74e-08	+	TCCATGAGGGATCTTCAGGCCAGCAGAGGGCAGCC	V_CTCF_BR	40
chr1	201058190	201058340	id-8022	1	+	NA	NONE	7
chr1	201083357	201083507	id-8023	6.49e-06	-	GTTACCATGCCACTGCTCTCCACCAGATGGCCTCA	Upstream_CTCF	40
chr1	201088468	201088618	id-8024	1	+	NA	NONE	40
chr1	201095970	201096120	id-8025	1.97e-06	+	GTGGGTGCCGTAACCCCAGCCAGCAGGTGGCTTGG	V_CTCF_BR	28
chr1	201097263	201097413	id-8026	1	+	NA	NONE	4
chr1	201112607	201112757	id-8027	1.92e-05	-	CTGCTGTACTGTGCTTCCAGGCAGAGGGGGCGCAG	UpstreamP1_CTCF	5
chr1	201113903	201114053	id-8028	9.81e-06	+	ACCTGTGATCCCAAGGCTACCAGATGGTGGAGGTG	V_CTCF_BR	2
chr1	201118642	201118792	id-8029	9.81e-06	+	ATATGGTCATAATCTCTCAACACTAGGTGGCAGGA	V_CTCF_BR	40
chr1	201139969	201140119	id-8030	1	+	NA	NONE	15
chr1	201140297	201140447	id-8031	7.78e-06	-	CACGCTTTTAGCCCGCCGTCCGGCAGGGGGCCTGG	Upstream_CTCF	40
chr1	201154154	201154304	id-8032	6.8e-06	-	AGTGGAGTTGCTCTTCCATGCTGAAGAGGGCACTC	Upstream_CTCF	40
chr1	201166554	201166704	id-8033	1	+	NA	NONE	2
chr1	201183675	201183825	id-8034	3.45e-05	+	TGCCATCGTCTCATCCCAACCAGAAGGGGGCCCTC	V_CTCF_BR	35
chr1	201192125	201192275	id-8035	3e-08	-	GGTGCAGTAGCTGAAGCTACCACTAGAGGGATTTG	Upstream_CTCF	40
chr1	201198986	201199136	id-8036	1	+	NA	NONE	27
chr1	201223787	201223937	id-8037	1.49e-11	+	CCTGCCATCCCAGACATGACCACCAGGTGGCACCA	Upstream_CTCF	40
chr1	201228078	201228228	id-8038	1.75e-07	-	GAGCGGTCGTGCGCACTCAGCACCAGGTGGAGGCG	UpstreamP1_CTCF	13
chr1	201228571	201228721	id-8039	3.18e-06	-	GGGAGGCTCACGCTGTCGACCTCTAGGGGGAAAGC	V_CTCF_BR	16
chr1	201228902	201229052	id-8040	4.03e-06	+	AGGAAGGGCTGCCCTTTCCCCACCAGGAGGCCAGG	UpstreamP1_CTCF	10
chr1	201236980	201237130	id-8041	1.38e-07	+	GCAGCATTACTCACCATAGCCAAAAGGTGGAAACC	Upstream_CTCF	6
chr1	201252583	201252733	id-8042	1	+	NA	NONE	6
chr1	201258151	201258301	id-8043	1.35e-05	+	CCACGGTGCTCCCAGCAGCCCAGCAGAGGGGGCAG	UpstreamP1_CTCF	9
chr1	201259047	201259197	id-8044	2.4e-05	-	GATGAGTGGAAATCTCTCTCCAGTAGGGGCAGGTG	V_CTCF_BR	14
chr1	201278734	201278884	id-8045	1.52e-07	+	TGGCGGTGAAGCTCTCCCACCTGCAGCGGGCGCAC	V_CTCF_BR	30
chr1	201281529	201281679	id-8046	3.28e-05	-	TGGTCCCACATGGTACAGTCCAGGAGGGGGAGTTG	V_CTCF_BR	12
chr1	201294840	201294990	id-8047	7.82e-06	-	TTGCTGGACCACATGTCAGACAGGAGAAGCCGGGC	UpstreamP1_CTCF	8
chr1	201315838	201315988	id-8048	5.63e-09	-	CCTGTAGTTGAAGTTCCTGCCAGCAGGGGGAAGTT	Upstream_CTCF	40
chr1	201317340	201317490	id-8049	7.54e-08	+	GTGCAGGGCTCCCAAACCACACCCAGGGGGAGCTC	UpstreamP1_CTCF	40
chr1	201323393	201323543	id-8050	7.78e-06	-	TCTGCTGCCCTCCAGCTGCCCACCTGGGACCTGAC	Upstream_CTCF	7
chr1	201330875	201331025	id-8051	3.73e-09	-	GGGCACTTCTTGCTGTGAGCCACCAGAGGGCAGGA	UpstreamP1_CTCF	40
chr1	201344422	201344572	id-8052	5.51e-07	-	TCACTGTCCTCACCCTGCTCCAGCAGAGGGAGCAG	V_CTCF_BR	38
chr1	201346088	201346238	id-8053	8.5e-06	+	AATGGAATTCCCGCGTTGGCCTGGAGAGGCGCTGC	Upstream_CTCF	40
chr1	201354531	201354681	id-8054	3.42e-09	+	CATGCAGCCCTGGCCTTGCCCACTAGGTGGGGCTG	Upstream_CTCF	40
chr1	201377441	201377591	id-8055	1.81e-11	-	CTTGCAGTTCCAGGCCTGGCCACCAGGTGACGCCT	Upstream_CTCF	40
chr1	201404916	201405066	id-8056	1.48e-06	+	GATAAAGTTCTTCTTCTTGCCACCAGAGGGAGCAT	V_CTCF_BR	40
chr1	201405723	201405873	id-8057	1.24e-05	+	CTTGGAGAGAAGGCGGCTGACCCTAGAGGGAGGTG	V_CTCF_BR	37
chr1	201413893	201414043	id-8058	8.56e-05	+	ATGTTGTTCTGTTCTATCAGCCCCAGCTGACTAAG	UpstreamP1_CTCF	6
chr1	201417331	201417481	id-8059	6.53e-09	+	TGGGTGAGTGCAGGTTAGGCCACCAGGGGGCAGCC	V_CTCF_BR	40
chr1	201424976	201425126	id-8060	2.11e-06	+	TTTATTTTGAAATATCTGTCCAGCAGTGGGCACTA	V_CTCF_BR	38
chr1	201432232	201432382	id-8061	4.14e-05	-	GGGTCATTCTCAGAGCTTGGCTGCAAAGGGCAGTG	UpstreamP1_CTCF	39
chr1	201445964	201446114	id-8062	1	+	NA	NONE	6
chr1	201449382	201449532	id-8063	1.41e-06	-	TCAGCGCTTCCTGATGGAGGCACCAGGGAGCCCAG	Upstream_CTCF	24
chr1	201450965	201451115	id-8064	5.96e-07	-	GCTTGCGCCGTCCCGGGAGACACCAGGTGGTGCTG	V_CTCF_BR	31
chr1	201451301	201451451	id-8065	4.4e-10	+	GACAGGCCCTCCCGATCAGCCAGCAGAGGGCAGCC	V_CTCF_BR	40
chr1	201467874	201468024	id-8066	1	+	NA	NONE	17
chr1	201472571	201472721	id-8067	1	+	NA	NONE	11
chr1	201474680	201474830	id-8068	1	+	NA	NONE	18
chr1	201476119	201476269	id-8069	1	+	NA	NONE	6
chr1	201482174	201482324	id-8070	9.11e-08	-	GGTGTCTTTCACAAGTTCACCAGCAGGTGGCAAGC	Upstream_CTCF	40
chr1	201499986	201500136	id-8071	3.09e-07	+	TGGCGTGGAGAGAAAAGCGCCAGCAGGGGTCAGCA	V_CTCF_BR	40
chr1	201515349	201515499	id-8072	1	+	NA	NONE	28
chr1	201528887	201529037	id-8073	1.62e-08	+	TTGCATCTTCCTGTTGCCGCCACCAGAGGGTGCAG	UpstreamP1_CTCF	40
chr1	201538350	201538500	id-8074	7.73e-06	+	GCCACCTCCTGGTAGGCAACCAGCAGCTGCAGCAG	V_CTCF_BR	2
chr1	201547628	201547778	id-8075	1	+	NA	NONE	6
chr1	201551555	201551705	id-8076	8.21e-06	+	CTTCTCCTTTCCTCCAGTGCCTCCTGTGGGCAGAA	V_CTCF_BR	22
chr1	201567105	201567255	id-8077	1.08e-05	+	GTGCCAGGCATGATACCAGGCGCCAGGTGGCCAAA	UpstreamP1_CTCF	5
chr1	201594633	201594783	id-8078	1	+	NA	NONE	21
chr1	201617709	201617859	id-8079	5.52e-05	-	CTGCTGCCCAGCATTCTGCCCGCGAGGAGCGCATG	UpstreamP1_CTCF	6
chr1	201619421	201619571	id-8080	1	+	NA	NONE	17
chr1	201624567	201624717	id-8081	2.29e-05	+	CTGCGTGGGCAGGTTCCCTCCTATAGGAGGCAGAC	UpstreamP1_CTCF	29
chr1	201665731	201665881	id-8082	1	+	NA	NONE	18
chr1	201666467	201666617	id-8083	5.68e-06	+	GGGGAAGAGGGAGGTGTGAACGGCAGAGGGAGCAT	V_CTCF_BR	5
chr1	201673433	201673583	id-8084	3.97e-07	-	GGCTTGTTGCTGAGAATGGCCACAAGGGGGCGTTG	V_CTCF_BR	40
chr1	201678712	201678862	id-8085	8.08e-08	+	AGCGGCATACCCATGATGGCCACCAGGGGCCACTG	Upstream_CTCF	40
chr1	201708924	201709074	id-8086	1	+	NA	NONE	18
chr1	201733078	201733228	id-8087	1	+	NA	NONE	7
chr1	201739119	201739269	id-8088	1	+	NA	NONE	5
chr1	201744200	201744350	id-8089	1	+	NA	NONE	15
chr1	201752832	201752982	id-8090	1.97e-06	-	CGTCTCTTCTTCTGTGGGAGCAGCAGGGGGAGCAG	V_CTCF_BR	31
chr1	201762267	201762417	id-8091	1.64e-07	-	GAGGCATTCCACCGTTTGGCCACTAGGTGTCAGGT	Upstream_CTCF	40
chr1	201764307	201764457	id-8092	1	+	NA	NONE	38
chr1	201796057	201796207	id-8093	1	+	NA	NONE	17
chr1	201798104	201798254	id-8094	4.7e-06	+	AGGTGCAGTTCTCGTTCAGGCAGCAGGAGGCGCTG	V_CTCF_BR	40
chr1	201845389	201845539	id-8095	2.6e-07	-	AATAATGTTTCTGGACTCGCCAGCAGAGGGCTCTA	V_CTCF_BR	40
chr1	201847090	201847240	id-8096	1	+	NA	NONE	40
chr1	201851937	201852087	id-8097	1	+	NA	NONE	32
chr1	201859435	201859585	id-8098	6.39e-08	+	GCCATGGCCCCCCTGCTGGCCAGGAGTTGGAGCCA	V_CTCF_BR	6
chr1	201865131	201865281	id-8099	4.31e-07	+	GAATCTGGGTTGCGGTCCACCCCCAGGTGGCGCTG	V_CTCF_BR	40
chr1	201866062	201866212	id-8100	2.15e-05	+	AGGTGGCAGTTCCACAGTGCCAAGGGGTGGCAGCA	V_CTCF_BR	28
chr1	201886533	201886683	id-8101	3.11e-05	+	GGGGGTTATGCAGAACCCATCACTAGGGGGATGAA	V_CTCF_BR	16
chr1	201909588	201909738	id-8102	2.27e-05	+	CCAGTAAGGAGAAGGCAGGCACCCAGAGGGCAGCA	V_CTCF_BR	8
chr1	201910852	201911002	id-8103	3.29e-05	+	GGTTTGCTTCTCGAGTTTACCTCTAGGGAGAGCTT	Upstream_CTCF	7
chr1	201914453	201914603	id-8104	1.21e-06	-	TTTGCACTCTCCAGAGGAGCCTCTGGAGGGAGCAT	Upstream_CTCF	40
chr1	201915502	201915652	id-8105	3.65e-05	-	AAGGAGCTGCAGTCCTCGACCAGCAGGAGGTTTGC	UpstreamP1_CTCF	17
chr1	201916893	201917043	id-8106	3.5e-05	+	CTGAAGAGGGGAATGGTGTCCACTGGGGGGACTGA	UpstreamP1_CTCF	20
chr1	201941875	201942025	id-8107	1	+	NA	NONE	40
chr1	201951975	201952125	id-8108	1	+	NA	NONE	3
chr1	201952130	201952280	id-8109	1.55e-07	+	CCTGCCGCGCCGCCGAGCGCCTCCAGGTGCTGCTC	Upstream_CTCF	26
chr1	201952390	201952540	id-8110	1.63e-05	+	CCTTCTGGACTTCCTCCAGCCACTGGGCGGTGCAT	Upstream_CTCF	27
chr1	201968868	201969018	id-8111	4.66e-08	+	GTCGCTGTTCTTCTTGAGGCCACAAGGAGGCAGCA	Upstream_CTCF	40
chr1	201971697	201971847	id-8112	1.72e-06	-	AATGCAAGCCTCCAACCGAACAGTAGGTGCTGCTA	Upstream_CTCF	11
chr1	201975256	201975406	id-8113	1	+	NA	NONE	38
chr1	201978773	201978923	id-8114	1.22e-08	+	CAGGTAGTCAGGCTTCTGACCACTAGAGGGCAGCA	V_CTCF_BR	40
chr1	201979694	201979844	id-8115	7.17e-05	-	GCGGGAGAGAAATCCAGTTCCGCCAGGTAGCGCTG	Upstream_CTCF	7
chr1	202025094	202025244	id-8116	7.11e-06	-	CCTGTCTATCTTCACATGGCCACCAGAGTGAGCTT	Upstream_CTCF	3
chr1	202060269	202060419	id-8117	3.18e-06	-	AAGGAATAATGGTGAGTCACCAGCAGGTGGTAGAG	V_CTCF_BR	25
chr1	202070433	202070583	id-8118	5.7e-05	-	TGTGGAAGCCCACAGGCTTCCGGAGGAGGCCAATG	Upstream_CTCF	11
chr1	202088192	202088342	id-8119	4.48e-07	-	ACGGTTGGAACATCAGAGGCCACTAGGTGGAACCA	Upstream_CTCF	40
chr1	202091846	202091996	id-8120	2.96e-05	+	AGCAAAGAGTGCTATGTGTCCAGCAGAGGGCCCTG	V_CTCF_BR	36
chr1	202102203	202102353	id-8121	1.65e-07	-	ATGTAGTCCCAGCTTTGAGCCAGCAGCTGCCACTT	UpstreamP1_CTCF	6
chr1	202104413	202104563	id-8122	1.55e-07	-	CTGCTGTTCTTAGTATTAGCCACACGGTGGCAGCA	UpstreamP1_CTCF	40
chr1	202124064	202124214	id-8123	4.68e-05	+	ATGTCTTACCCACATTGAGTCACTAGAGAGCGCTG	UpstreamP1_CTCF	40
chr1	202128442	202128592	id-8124	3.65e-05	+	CGGCTGTGCTCTGGAGCGCCCCCCATGGGCTTGGA	UpstreamP1_CTCF	11
chr1	202129774	202129924	id-8125	9.11e-08	+	CCTGTGCCTGCTGCCGCTGCCACCAGGGGTCGGCT	Upstream_CTCF	17
chr1	202134610	202134760	id-8126	1	+	NA	NONE	2
chr1	202139932	202140082	id-8127	1.59e-06	-	CTTGTCCAGAGATGCATAGCCACTGGGTGGCAGAA	V_CTCF_BR	5
chr1	202146436	202146586	id-8128	2.53e-05	-	GTGTGGAGATGGAAAATGGGCTAAAGGGGGCACCA	V_CTCF_BR	7
chr1	202152936	202153086	id-8129	1	+	NA	NONE	26
chr1	202153913	202154063	id-8130	4.7e-08	+	TTACAGGCTCCTGGAAAGGCCACCAGGTGGCGCAC	V_CTCF_BR	40
chr1	202158158	202158308	id-8131	6.51e-11	+	GGCAGCACCACCCGGGTAGCCACCAGGTGGCGCTG	V_CTCF_BR	40
chr1	202159254	202159404	id-8132	4.24e-07	-	TGTGTCCTCCCAGGGCCTTCCACCAGGGGCAGTTA	Upstream_CTCF	38
chr1	202162062	202162212	id-8133	1.85e-11	+	CTGCAGGTGCAGCACCCGGCCTCCAGGTGGCACCA	UpstreamP1_CTCF	40
chr1	202163017	202163167	id-8134	2.1e-06	+	GCCGTGCGTCCGCGCCCGGCCGCCAGGTGCCCCAG	Upstream_CTCF	7
chr1	202169272	202169422	id-8135	1.03e-05	-	TTCCTCTTTGGAGAGTCTCCCACCAGGCGGCAGGC	UpstreamP1_CTCF	15
chr1	202175067	202175217	id-8136	7.42e-09	+	CCCCTAGTATGGGTCTCCGCCTGCAGGGGGCGCTC	V_CTCF_BR	37
chr1	202176519	202176669	id-8137	9.4e-06	+	GTGCATTGTGCTAGAGTGGGCACAGGGGGCACACC	UpstreamP1_CTCF	35
chr1	202179597	202179747	id-8138	5.12e-06	+	TAGCACTAACCTGGCTCCACCACAGGCAGGAGCCC	UpstreamP1_CTCF	30
chr1	202180862	202181012	id-8139	2.08e-07	-	TTGTGGGGGTGGGTAGTGACCAGCAGAGGGCATGG	UpstreamP1_CTCF	5
chr1	202182672	202182822	id-8140	8.13e-06	+	ACTTTATAGCCCTGCTTCTCCACCAGGAGGGGCTC	Upstream_CTCF	36
chr1	202205033	202205183	id-8141	1	+	NA	NONE	28
chr1	202205588	202205738	id-8142	9.78e-09	+	CCTGTAGTTCCCTTCTTGTCCAGCAGGGGCATCGT	Upstream_CTCF	40
chr1	202206335	202206485	id-8143	1.15e-06	-	TCTGGTCTTCCGACGTTGGCCTCTAGGGGCACACT	Upstream_CTCF	40
chr1	202212651	202212801	id-8144	6.9e-05	+	CCTGCAGGGGAGGTGTAGAGCAGGAGGTGACTTGC	Upstream_CTCF	10
chr1	202237403	202237553	id-8145	1	+	NA	NONE	2
chr1	202243863	202244013	id-8146	4.38e-09	+	TCCAAGGTGACAAGCCTTGCCAGCAGAGGGCACTC	V_CTCF_BR	40
chr1	202244645	202244795	id-8147	7.02e-05	-	CTTCTTGCTCAGTTGATGACCTCTAGGAGGCCCCT	UpstreamP1_CTCF	1
chr1	202255655	202255805	id-8148	1	+	NA	NONE	9
chr1	202256035	202256185	id-8149	8.89e-06	-	GCTGGGGTGCCTGGAGCAGTCGGCAGAGGGGGTAG	Upstream_CTCF	21
chr1	202275846	202275996	id-8150	4.01e-05	-	TCCGCTCCATGCCCCCCGAGCACTGGGAGGAAGAA	Upstream_CTCF	0
chr1	202284839	202284989	id-8151	1.01e-08	-	GTGCTCTGGCCCCAAGCTGGCACTAGAGGGCGTGC	UpstreamP1_CTCF	40
chr1	202299197	202299347	id-8152	1	+	NA	NONE	24
chr1	202313014	202313164	id-8153	1.48e-05	+	ATGTACAGTTTCCATTTGTCCACCAGAGGGGGTAT	UpstreamP1_CTCF	39
chr1	202349452	202349602	id-8154	1	+	NA	NONE	36
chr1	202365140	202365290	id-8155	1	+	NA	NONE	2
chr1	202371117	202371267	id-8156	1	+	NA	NONE	12
chr1	202416119	202416269	id-8157	5.68e-06	-	ACTTCTCAAAGTCTCCTGGCCACTAGAGGTATCCA	V_CTCF_BR	1
chr1	202433420	202433570	id-8158	1.46e-07	+	GTGTAGTGATCTTCTATGCCCATAAGATGGCAGCA	UpstreamP1_CTCF	38
chr1	202469249	202469399	id-8159	1	+	NA	NONE	8
chr1	202470530	202470680	id-8160	2.27e-05	+	TGTTGTATAATTGAATTTATCACTAGAGGGCACAA	V_CTCF_BR	40
chr1	202531389	202531539	id-8161	1	+	NA	NONE	36
chr1	202535012	202535162	id-8162	2.34e-06	-	CTGTATTTATAAACCACTGCCAATATGTGGCGCCA	UpstreamP1_CTCF	5
chr1	202540980	202541130	id-8163	3.84e-06	-	CAGATGCTTCTCCCTTAGTCCTCTAGGGGGTGCTG	UpstreamP1_CTCF	38
chr1	202547446	202547596	id-8164	1	+	NA	NONE	5
chr1	202558617	202558767	id-8165	5.86e-07	-	TCTGCAGACCTTACTACAACCAGTGGGGGTCAGAA	Upstream_CTCF	23
chr1	202563174	202563324	id-8166	4.7e-05	+	ATATCAGGACCAGCTGGGACCTGAGGAAGGCACTG	Upstream_CTCF	4
chr1	202569380	202569530	id-8167	7.78e-06	-	CGTGGAGAGCTTCTGGCTGCCATTGGGTGGCACCA	Upstream_CTCF	40
chr1	202583645	202583795	id-8168	1.1e-06	-	CCATTATAAATGCTCACCACCACCAGATGGCTCTC	V_CTCF_BR	33
chr1	202585055	202585205	id-8169	1.48e-06	-	TTGTACTGTGGGGGGATTTTCACCAGGGGGCTCAG	UpstreamP1_CTCF	8
chr1	202592857	202593007	id-8170	5.96e-07	+	CAGAGTGCGTGGGCAACTGCCAGCTGGGGGAGCGC	V_CTCF_BR	1
chr1	202594658	202594808	id-8171	1.87e-09	-	GCGGCAGCCTCCTGGACGGACAGCAGGGGGCACCG	V_CTCF_BR	40
chr1	202602664	202602814	id-8172	1	+	NA	NONE	11
chr1	202619232	202619382	id-8173	5.92e-05	-	GCTGCAGTTTACATACCCGCAGACAGGGGAGTTGA	Upstream_CTCF	15
chr1	202625311	202625461	id-8174	3.16e-06	-	CAGCAATGACCAGCAGGGGACCCCAGAGTTCAGCC	UpstreamP1_CTCF	38
chr1	202626544	202626694	id-8175	8.58e-06	+	ATGCAGTGACTGGGGGCTACCACAAGGCTCTGGGA	UpstreamP1_CTCF	35
chr1	202629223	202629373	id-8176	1.97e-06	+	TAAGGGAGACCTGAGTTAGCCACAAGGGGGAACAT	V_CTCF_BR	19
chr1	202630390	202630540	id-8177	6.67e-08	-	CTGCTTCTGCTTGGCATAGCCAGTAGGTGGCCCCA	UpstreamP1_CTCF	36
chr1	202662184	202662334	id-8178	1.31e-05	+	TTGACCCTACTGTCTGTGAGCAGAGGAGGGCAGCA	V_CTCF_BR	39
chr1	202666347	202666497	id-8179	4.94e-06	+	CCGGTAAGTGGCGTGTGGACCAGGAGAGGGGGCCA	Upstream_CTCF	6
chr1	202688832	202688982	id-8180	6.05e-06	-	GAGGAGCTTCTAATAAGCAACAGAAGAGGGCAGCA	V_CTCF_BR	40
chr1	202701092	202701242	id-8181	1.15e-06	+	CTTGCATTACCCAGGCAGGCAACCAGGGGAAAAAA	Upstream_CTCF	5
chr1	202720009	202720159	id-8182	8.97e-05	+	CTAGAGATACTAATTTATGTCACAAGATGGAGCAG	Upstream_CTCF	8
chr1	202758927	202759077	id-8183	1	+	NA	NONE	30
chr1	202821533	202821683	id-8184	3.65e-07	-	CACTCCTCCCGCCTGATGGCCAAGAGAGGGCAGTA	V_CTCF_BR	40
chr1	202832291	202832441	id-8185	1.48e-05	-	TTTTAACTGGCTGACTCTACCAGCAGGTGGAATGA	UpstreamP1_CTCF	9
chr1	202854216	202854366	id-8186	5.41e-07	+	CAGCAACCCTGGCTTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	23
chr1	202858051	202858201	id-8187	1.23e-05	-	TTGCGGCTCCCGGGTGCTGCAGCCAGGGACCGCTC	UpstreamP1_CTCF	38
chr1	202895933	202896083	id-8188	3.36e-07	+	ACCAGGCATATGGCCGCCACCGCCAGGTGGAGGTA	V_CTCF_BR	40
chr1	202907628	202907778	id-8189	4.1e-06	+	GCGGCTGCAAACCGAGATGCCTGCAGAGGCCAGCA	Upstream_CTCF	3
chr1	202927352	202927502	id-8190	3.48e-06	+	CTTCAGCGCCCTCCCCGCGCCGGAAGGGGCGCGCG	UpstreamP1_CTCF	20
chr1	202938223	202938373	id-8191	1.14e-06	-	CCTCTCTTGCCACATCTATCCACTAGAGGGAGGAA	UpstreamP1_CTCF	40
chr1	202968491	202968641	id-8192	3.36e-07	-	AGTTTCTGGGCACTCTGCACCACAAGAGGGCAGTA	V_CTCF_BR	40
chr1	202994868	202995018	id-8193	1	+	NA	NONE	8
chr1	202995495	202995645	id-8194	2.53e-05	+	GGTCGCGGCAGCCCAGCCCCGCCTAGGGGGCGGAG	V_CTCF_BR	1
chr1	203000728	203000878	id-8195	1	+	NA	NONE	30
chr1	203007698	203007848	id-8196	4.43e-05	-	CCTTCTCTTAGACTGAGTGCCGGAGGCTGGCAGAG	V_CTCF_BR	25
chr1	203008559	203008709	id-8197	3.33e-09	+	CTACAGTGAGCTCAGGCGGCCAGTAGGTGGCACCC	V_CTCF_BR	40
chr1	203009366	203009516	id-8198	2.8e-05	+	ATGGCATAGCCTACCCTGACCCAGTGGGGGCGCTG	Upstream_CTCF	39
chr1	203018044	203018194	id-8199	8.98e-06	+	CAGCACCACCACAAGGTACCCGGCTGCGGCCAGCC	UpstreamP1_CTCF	9
chr1	203024431	203024581	id-8200	3.09e-07	-	CCACTAGCCCCAGCCAGGACCAGCAGGAGGCAGTG	V_CTCF_BR	29
chr1	203025815	203025965	id-8201	3.8e-08	-	AGGCACTACAGGGTGACAGCCAGAAGGGGGCGGAA	V_CTCF_BR	30
chr1	203052698	203052848	id-8202	3.65e-07	+	GCCCCCTGAGCTGGGGCATACACGAGGGGGCGCTC	V_CTCF_BR	13
chr1	203053749	203053899	id-8203	3.34e-10	+	GTGCACTGCCCCACTCTGGACTGCAGGAGGCGCTG	UpstreamP1_CTCF	39
chr1	203059010	203059160	id-8204	6.84e-06	-	CAGTAGGGGATAAGGGCTTCCTCTGGAGGGCGCAG	V_CTCF_BR	3
chr1	203085206	203085356	id-8205	3.42e-08	-	CCCCGCCAACTTCCACCTGCCAGGAGAGGGCGGGA	V_CTCF_BR	1
chr1	203087048	203087198	id-8206	1.61e-05	+	CGCCCAGGCTTCCGTTAGGCCAGCAGGGGGACCCC	UpstreamP1_CTCF	40
chr1	203095580	203095730	id-8207	1	+	NA	NONE	39
chr1	203097474	203097624	id-8208	5.74e-05	+	CTGCCTCTGGGACCCCTGCCGGCCAGCAGGCAGGA	UpstreamP1_CTCF	29
chr1	203105688	203105838	id-8209	3.73e-06	-	CCTGCCATCCCCACTCCCACCACAGGTGGGGTGAG	Upstream_CTCF	32
chr1	203117343	203117493	id-8210	1.81e-06	+	GTTGCAATGACAATTCTGGCCACTAGCTGTATGAC	Upstream_CTCF	40
chr1	203135715	203135865	id-8211	5.01e-06	+	AGGTGCTGGCCTCAAACAGCCACGAGGTGGTAGCT	V_CTCF_BR	33
chr1	203141446	203141596	id-8212	8.81e-07	-	CAGGTGCAGCACCTGCTCCCCAGCAGGGGGAGACA	V_CTCF_BR	40
chr1	203142750	203142900	id-8213	1	+	NA	NONE	3
chr1	203165697	203165847	id-8214	3.5e-05	+	GCGCTGTGCACCATTTCTGCCTGGATGTGGGACAG	UpstreamP1_CTCF	25
chr1	203185437	203185587	id-8215	1.48e-06	-	ACGTGTTATTCCCAAAATGCCACTAGATGGCAGCA	V_CTCF_BR	40
chr1	203186541	203186691	id-8216	1.46e-07	-	TTGTTGTAACCGTGGCTTCCCTCCAGAGGGCCCCC	UpstreamP1_CTCF	33
chr1	203236500	203236650	id-8217	3.4e-06	+	GGCACAGTGTTAAACTGTGTCAGTAGAGGGCGCTA	V_CTCF_BR	40
chr1	203236916	203237066	id-8218	1	+	NA	NONE	8
chr1	203238305	203238455	id-8219	8.79e-07	-	CAGTCATTACATACTTCTACCAGCAGAGGACGCCA	UpstreamP1_CTCF	40
chr1	203239668	203239818	id-8220	2.29e-05	-	CTGCACAGCTACCCCTGTGGCAGGTGAAGGCAGTG	UpstreamP1_CTCF	11
chr1	203242300	203242450	id-8221	8.43e-09	+	GTGTGCACGCCCAAGCTCACCGGCAGAGGGCGCCA	V_CTCF_BR	40
chr1	203242559	203242709	id-8222	1.95e-07	+	CCTGGACTCCCGGCAGCGGCCGGCAGAGGCGGTGC	Upstream_CTCF	2
chr1	203250325	203250475	id-8223	7.82e-06	+	CAGCCCAGCCCAGCTGCCTCCAGTAGAGGGCTTGG	UpstreamP1_CTCF	37
chr1	203255470	203255620	id-8224	5.41e-07	-	GTGAACTGAAAGGCAGCTGCCTGCAGGAGGAGCTC	UpstreamP1_CTCF	15
chr1	203275813	203275963	id-8225	1	+	NA	NONE	36
chr1	203290265	203290415	id-8226	1	+	NA	NONE	4
chr1	203296669	203296819	id-8227	1	+	NA	NONE	18
chr1	203297007	203297157	id-8228	1	+	NA	NONE	39
chr1	203298020	203298170	id-8229	4.14e-06	-	AGGTGATAGGACTGGACAGCCGCCAGGGGTCTGTG	V_CTCF_BR	13
chr1	203307659	203307809	id-8230	1.04e-07	-	TCACAGTTCTGCCTTCTAGCCACTAGTGGGCAGCA	V_CTCF_BR	39
chr1	203309302	203309452	id-8231	3.8e-08	+	CCTCAGATCTGCACAGTTGCCACTAGAGGGCAGAA	V_CTCF_BR	40
chr1	203311711	203311861	id-8232	6.51e-07	+	GGAGTCATACTTACTGGCGCCACTAGGGGCAGAAC	Upstream_CTCF	40
chr1	203315665	203315815	id-8233	2.27e-05	-	TCTTCCTGGAGTACAAGGACCCCCTGGTGGCAGGG	V_CTCF_BR	29
chr1	203320607	203320757	id-8234	1	+	NA	NONE	34
chr1	203328283	203328433	id-8235	1	+	NA	NONE	9
chr1	203333704	203333854	id-8236	1	+	NA	NONE	5
chr1	203338355	203338505	id-8237	1	+	NA	NONE	33
chr1	203364961	203365111	id-8238	8.21e-06	-	ATATACGTGCCATCAGAGTCCAGAAGAGGGAGCAG	V_CTCF_BR	14
chr1	203410067	203410217	id-8239	1.84e-07	-	CGTGCACTTCAAGGAAGGCCCAGGAGGAGCTGCCA	Upstream_CTCF	40
chr1	203413559	203413709	id-8240	2.1e-05	-	CTGTGATATGGCAGTTTCATCGCCAGGTGTCAGTA	UpstreamP1_CTCF	9
chr1	203420000	203420150	id-8241	4.3e-06	-	ATGGGAGTTGCTGGGACGACCTAGAGGTGGCGGTG	Upstream_CTCF	21
chr1	203432598	203432748	id-8242	2.43e-06	+	AGGGCTGGCACAGAAGCCCCCACAGGAGGGCAGCA	V_CTCF_BR	30
chr1	203444929	203445079	id-8243	1	+	NA	NONE	23
chr1	203449276	203449426	id-8244	1	+	NA	NONE	19
chr1	203456588	203456738	id-8245	1.73e-08	-	GTGCTATGTTCACCCTGGAACAGAAGGGGGCGCCC	UpstreamP1_CTCF	40
chr1	203456991	203457141	id-8246	1.3e-10	-	CAGCTGTTACTCCCACCAGCCACTAGGTGGCACCG	UpstreamP1_CTCF	39
chr1	203473910	203474060	id-8247	6.53e-09	+	TTCGCTCCTACATGTTCGACCACCAGAGGGCAGCC	V_CTCF_BR	40
chr1	203477759	203477909	id-8248	3.65e-07	-	TTGTCCATGCTGCCGGCGGCCACAGGAGGGAGGCG	V_CTCF_BR	19
chr1	203478348	203478498	id-8249	1	+	NA	NONE	12
chr1	203497386	203497536	id-8250	1	+	NA	NONE	17
chr1	203499863	203500013	id-8251	1	+	NA	NONE	3
chr1	203533348	203533498	id-8252	1	+	NA	NONE	1
chr1	203562867	203563017	id-8253	1.65e-07	+	CTGCCCTTGGGGTTTCTTGCCACCAGGTGGGGCAT	UpstreamP1_CTCF	36
chr1	203569965	203570115	id-8254	6.84e-06	-	AGCTAGCTGGTGGGGGCAGCCTAGAGGGGGAACAG	V_CTCF_BR	1
chr1	203578656	203578806	id-8255	3.56e-05	+	CCAGAATTAAGGCACAAGCCCTGCAGAGGGACCCC	Upstream_CTCF	32
chr1	203584445	203584595	id-8256	3.63e-05	-	GACCATAGGATACCACTCACCACAAGAGGTCATAG	V_CTCF_BR	6
chr1	203594878	203595028	id-8257	1	+	NA	NONE	37
chr1	203597514	203597664	id-8258	2.96e-05	-	TGACATTCCCCCTGCCCGGCCAGCAGGCGCCGGCA	UpstreamP1_CTCF	31
chr1	203601139	203601289	id-8259	7.73e-05	+	TGTGAGCCACCAAGCCCAGCCACAAGGTGGTTTTT	Upstream_CTCF	4
chr1	203608098	203608248	id-8260	4.65e-06	-	GCGTAGGGCCAAGAATACCCCGGCAGGAGGAGATC	UpstreamP1_CTCF	21
chr1	203619695	203619845	id-8261	1.04e-06	+	GCTGCAGGTCCGAACTCGGCCGGCCCGGGGCGAGG	Upstream_CTCF	9
chr1	203627567	203627717	id-8262	1.1e-06	+	CCACTGCACTCCACCCTGGCCAACAGAGGGAGACC	V_CTCF_BR	3
chr1	203632429	203632579	id-8263	4.3e-06	+	TTTGTACCTCCACAACACACCAGGAGGTGTACCGC	Upstream_CTCF	15
chr1	203643304	203643454	id-8264	2.53e-05	+	GATGGCATTGTCACTTCCACCTGAAGGTGGCTCTT	V_CTCF_BR	38
chr1	203645730	203645880	id-8265	3e-06	+	CCTCTGTGCTTCTCCCAGATCACCAGGGGGAGCAA	UpstreamP1_CTCF	24
chr1	203661670	203661820	id-8266	1	+	NA	NONE	16
chr1	203662446	203662596	id-8267	1	+	NA	NONE	10
chr1	203667496	203667646	id-8268	1	+	NA	NONE	0
chr1	203671337	203671487	id-8269	2.55e-06	-	CATGACATTCTGTGAGCCAACAGCAGAGGGTGCTG	Upstream_CTCF	40
chr1	203720466	203720616	id-8270	1	+	NA	NONE	15
chr1	203745905	203746055	id-8271	2.01e-05	-	GCATGAATTTAAATGCTGGCCACTTGGTGGAGTGA	Upstream_CTCF	34
chr1	203767181	203767331	id-8272	2.53e-05	-	TTCAAAGCTTCCATTGCTTCCAGAAGAGGGAGATA	V_CTCF_BR	25
chr1	203776447	203776597	id-8273	6.9e-05	-	CCAGCTACTCAGGGGGCTGACGCTGGAGGAAGCCT	Upstream_CTCF	13
chr1	203804787	203804937	id-8274	3.24e-06	+	TCTGGTTTTGTTTGGTTTGCCACCAGGAGTCACTG	Upstream_CTCF	27
chr1	203830493	203830643	id-8275	4.88e-08	+	AGGCACCTCCTCCCGCCTCCCTCCAGGTGGCGCTG	UpstreamP1_CTCF	40
chr1	203840265	203840415	id-8276	1.9e-06	+	CATGCAAAGAAAACATTGGGCAGCAGAGGGAGTTA	Upstream_CTCF	40
chr1	204006218	204006368	id-8277	4.14e-06	-	AATCCCATCCCTTCCTCAGCCAGCAGGGGCAAGGC	V_CTCF_BR	24
chr1	204042201	204042351	id-8278	3.16e-05	-	AGTTCAGTTCCAAGCCGGGACTGGAGAAGGGCGCT	Upstream_CTCF	35
chr1	204043716	204043866	id-8279	1	+	NA	NONE	7
chr1	204044159	204044309	id-8280	1	+	NA	NONE	9
chr1	204049270	204049420	id-8281	1	+	NA	NONE	13
chr1	204058602	204058752	id-8282	5.7e-05	+	GCAGCTGTGTGAGGGGACCCCGGAAGAGGGGTAGC	Upstream_CTCF	8
chr1	204082272	204082422	id-8283	1.9e-06	+	TCGGCTGGGCAGGCCCACTCCCCTAGATGGCAGCA	Upstream_CTCF	20
chr1	204092619	204092769	id-8284	2.06e-07	-	AGAGACGTCCCCTACTTGACCAGCAGGAGGCACTG	Upstream_CTCF	39
chr1	204096879	204097029	id-8285	5.35e-09	-	CTGAAGCTCCTGCAGGCTGCCACCAGGGGACAGTG	UpstreamP1_CTCF	40
chr1	204098268	204098418	id-8286	4e-11	-	GGGCAGCTCTCCATCGTGACCACCAGGGGGCAGGC	UpstreamP1_CTCF	40
chr1	204100565	204100715	id-8287	1.73e-05	-	TTGTCCCCCTGCTGGGGGGACAGGAGAGGGAGTGG	V_CTCF_BR	34
chr1	204111843	204111993	id-8288	1.21e-05	-	CCTGTCCTCTCTTCCTTCTCCAGAGGGGGCAGAGG	Upstream_CTCF	18
chr1	204121659	204121809	id-8289	3.16e-05	-	CTGGCTGTTCAGTGGCCTGCCAGGGGACAGCGCAG	Upstream_CTCF	8
chr1	204131727	204131877	id-8290	2.6e-07	+	GAGACAGTGCCATGGGAGGCCGCTAGGTGGCAGCA	V_CTCF_BR	40
chr1	204145631	204145781	id-8291	1	+	NA	NONE	3
chr1	204167838	204167988	id-8292	3.88e-06	-	TGACAGCAGGAAAAGCTGTCCTGCAGGTGGCAGAT	V_CTCF_BR	27
chr1	204175392	204175542	id-8293	1.55e-05	-	CTAAGAGATTTAATTCAGGCCAGCAGGAGGAGGTA	V_CTCF_BR	35
chr1	204176316	204176466	id-8294	1.22e-08	-	GTGACAGCCCTGGCCGCCTCCAGCAGAGGGCGCGC	V_CTCF_BR	39
chr1	204183449	204183599	id-8295	7.49e-07	+	CTGCTATTGCACATGCTAGGCGCTGGGAGGCGATG	UpstreamP1_CTCF	40
chr1	204210347	204210497	id-8296	4.5e-06	+	CCAGCCCTGAATTTCTTGAACAGCAGAGGGAGATG	Upstream_CTCF	8
chr1	204227617	204227767	id-8297	5.96e-07	+	CAATGCGCAGCCGCTCAGGCCACTAGAGGGCAGGT	V_CTCF_BR	40
chr1	204249910	204250060	id-8298	8.64e-05	-	AGTGTATTTTCTCCTGGAAATGGCAGGGGGAGCTT	Upstream_CTCF	8
chr1	204256103	204256253	id-8299	1	+	NA	NONE	5
chr1	204257179	204257329	id-8300	3.88e-06	-	AAAGGAGTCAGGGCTAGAGGCAGCAGAGGGAACAG	V_CTCF_BR	11
chr1	204265640	204265790	id-8301	1.23e-05	-	CTGGAATGCAAGGGGCCAGGCAGCTGGGGGGAGCT	UpstreamP1_CTCF	12
chr1	204271999	204272149	id-8302	3.81e-05	+	ACCATCATTCATCTGCCCAACCCTAGGTGGAGCCA	V_CTCF_BR	16
chr1	204276777	204276927	id-8303	3.45e-05	-	AGGGTTTCAGGAGTTGCTGCAGCTAGAGGGCTGTC	V_CTCF_BR	24
chr1	204293202	204293352	id-8304	1	+	NA	NONE	12
chr1	204310399	204310549	id-8305	1	+	NA	NONE	3
chr1	204315198	204315348	id-8306	6.84e-06	+	TGGATAGCCCCCTCCTCAATCACAAGTGGGCAGCA	V_CTCF_BR	1
chr1	204326681	204326831	id-8307	6.8e-06	+	GAGGCACAGCTCCAACCTTCCTCTGGGGGGCCCCA	Upstream_CTCF	19
chr1	204327403	204327553	id-8308	2.39e-05	-	CAGCAGGACATGAGCAGACCCTGCTGGTGGAGGGG	UpstreamP1_CTCF	5
chr1	204328429	204328579	id-8309	6.21e-06	-	GCTGGCAGCTTCCTAGGGTCCAGCAGGGGTCCCCC	Upstream_CTCF	7
chr1	204329200	204329350	id-8310	6.05e-06	+	CCTCCTGGGCCTTCCACCACCAGGAGAAGGCTGCC	V_CTCF_BR	37
chr1	204332896	204333046	id-8311	1.01e-08	-	ATGCACTTACCGCAAGAATCCACAAGAGGGCTCCA	UpstreamP1_CTCF	40
chr1	204336013	204336163	id-8312	1.38e-08	-	GCCTCCTGGGGCAATGGCACCACCAGAGGGAGCCC	V_CTCF_BR	40
chr1	204352763	204352913	id-8313	1	+	NA	NONE	4
chr1	204367783	204367933	id-8314	1.21e-06	-	TAGTGATGCTCTGTTGTCTCCACCAGATGGCGTTA	UpstreamP1_CTCF	40
chr1	204400560	204400710	id-8315	2.89e-09	+	GCGTGCAAGGAGAGCTTGGCCAGCAGGGGGAGCAC	V_CTCF_BR	40
chr1	204415124	204415274	id-8316	4.58e-08	+	CAGCTGGGGGCGCTGGCGAGCACCAGGGGGAGCGA	UpstreamP1_CTCF	39
chr1	204415616	204415766	id-8317	3.8e-08	+	GGCACCACGCTCAATAGAACCACCAGAGGGCAGTG	V_CTCF_BR	39
chr1	204445801	204445951	id-8318	8.13e-06	+	AATGCCACTATGTCACACAACTCTAGGGGGCACCC	Upstream_CTCF	22
chr1	204447727	204447877	id-8319	5.52e-05	-	GTGCGGCTGCTTTAGTTTAGCTATAGAGGTCACTA	UpstreamP1_CTCF	23
chr1	204449163	204449313	id-8320	1	+	NA	NONE	2
chr1	204449657	204449807	id-8321	2.1e-06	+	GAGGCAGGGCCAGCAGCTCCCAGGTGGTGGTGCTG	Upstream_CTCF	6
chr1	204450694	204450844	id-8322	1.84e-06	+	AGGAAAACAGGCCCTCTCAGCACCAGGGGGCAGCT	V_CTCF_BR	31
chr1	204463756	204463906	id-8323	1.3e-07	-	CGTGCAGTGCGCCGGGTGTCCGGGAGATGGCTTCC	Upstream_CTCF	38
chr1	204464095	204464245	id-8324	1	+	NA	NONE	5
chr1	204472393	204472543	id-8325	1.95e-07	-	ACTGTTGAACTTAATTTTCCCACTAGAGGGCAGGC	Upstream_CTCF	39
chr1	204473386	204473536	id-8326	1	+	NA	NONE	3
chr1	204482648	204482798	id-8327	3.42e-05	-	ACAGGTGTAATCTTATAATCCTACAGGTGGCACCC	Upstream_CTCF	3
chr1	204498622	204498772	id-8328	6.39e-08	+	GGCAGGACCCCCATAGCCACCACCAGGGGGTAGCA	V_CTCF_BR	31
chr1	204535061	204535211	id-8329	2.18e-07	+	CAGACGTAACCTTTATCTCCCACCAGAGGGCACCA	V_CTCF_BR	39
chr1	204535506	204535656	id-8330	3.22e-07	+	CCAGCCTTCCTTCCAGCAGGCAGTAGGGGGAGGGA	Upstream_CTCF	10
chr1	204544860	204545010	id-8331	1.27e-06	+	CTGTGGCTGGCATTGGGAGCCGGCAGGGGGCCACC	UpstreamP1_CTCF	5
chr1	204545740	204545890	id-8332	1.69e-05	-	CTGTAATTCCCCTGTCTAGGCAGCAGGGAAGGTGA	UpstreamP1_CTCF	3
chr1	204570187	204570337	id-8333	3e-06	+	GGGTAATGCCTGAGGTTGGCCACCAGGGCAGGGAG	UpstreamP1_CTCF	37
chr1	204589046	204589196	id-8334	2.04e-05	+	AGAGTGGGGCCACGAGAAGCCTCATGGTGGAGCTG	V_CTCF_BR	13
chr1	204590218	204590368	id-8335	6.05e-06	+	AACAGCCTGGCAGTGTTGCCCAGGAGGAGGCAGTG	V_CTCF_BR	6
chr1	204593223	204593373	id-8336	6.46e-07	-	GGAACAGGAGCTGAGGGGCCCAGCAGGGGGCAGGT	V_CTCF_BR	38
chr1	204606478	204606628	id-8337	3.18e-06	+	AGAGGGTGGTGGCTGCTGGCAGCCAGAGGGAGCGG	V_CTCF_BR	4
chr1	204609821	204609971	id-8338	4.01e-05	+	GACTGAGCAACAGCTGCGGCCACTAGGTGACACCT	Upstream_CTCF	8
chr1	204641695	204641845	id-8339	1	+	NA	NONE	1
chr1	204647132	204647282	id-8340	2.4e-05	-	AGTTATATAGGGAACGCTTCCTCAGGGGGGCGCGG	V_CTCF_BR	0
chr1	204661539	204661689	id-8341	1.48e-06	-	AGTCTGCCATGAGCAAGGCCCTCCAGTGGGCACTC	V_CTCF_BR	24
chr1	204684000	204684150	id-8342	1.1e-06	+	AGCTGGAAACGTTGGCTTGCCAGGAGGTGTCGGCC	V_CTCF_BR	16
chr1	204700709	204700859	id-8343	1	+	NA	NONE	2
chr1	204716089	204716239	id-8344	3.6e-07	+	CCTGCACTACCTCACCTAGCCTCTAGGGGTGCTCT	Upstream_CTCF	40
chr1	204721103	204721253	id-8345	1	+	NA	NONE	10
chr1	204733053	204733203	id-8346	5.08e-07	-	GCCTAGTGCTCTGCGCCCACCGCTGGAGGGCGCCA	V_CTCF_BR	40
chr1	204761010	204761160	id-8347	1.03e-06	+	TCTCAGGGCTGGACCAGTTCCGCTAGGGGGCAGTG	V_CTCF_BR	40
chr1	204776178	204776328	id-8348	6.04e-07	-	CCGCAGATGGCAGAAGCTGCCATTAGGGGGCAGCA	UpstreamP1_CTCF	39
chr1	204776439	204776589	id-8349	5.08e-07	-	TGCCACTGACCCAGCAGAGGCACTAGGTGGCGCCA	V_CTCF_BR	40
chr1	204777309	204777459	id-8350	1.56e-06	+	ATGAACTTCTCCTGTTCTAGCACAAGGCGGCAGCA	UpstreamP1_CTCF	40
chr1	204796209	204796359	id-8351	8.81e-07	+	TAGTCCCCAGAGTCCATCACCAGCAGGGGGTGCCT	V_CTCF_BR	36
chr1	204797637	204797787	id-8352	5.08e-05	+	CCTGGTCCCCGCTCAGCGGCCGCTAGGAGCGCGAA	Upstream_CTCF	19
chr1	204798796	204798946	id-8353	8.33e-05	-	ACATCAGGGCTCAGGCCAAGCCCCAGGAGGAGTCT	Upstream_CTCF	4
chr1	204803992	204804142	id-8354	1	+	NA	NONE	3
chr1	204806634	204806784	id-8355	3.56e-05	-	GGAACTATCCCCTCAGAAACCACCAGGTGCCTGGG	Upstream_CTCF	26
chr1	204829359	204829509	id-8356	1	+	NA	NONE	4
chr1	204855300	204855450	id-8357	3.16e-05	+	CAAGAACTGCATCATTAAAACAGCAGGTGGTAGGC	Upstream_CTCF	3
chr1	204910971	204911121	id-8358	8.98e-06	-	CTCACGTTTCCCCAGAAAACCACCAGGCGGCGCAG	UpstreamP1_CTCF	40
chr1	204928657	204928807	id-8359	1	+	NA	NONE	3
chr1	204931057	204931207	id-8360	2.19e-05	-	ATGCAAAGCCAGAAAAACAACTGAGGAGGGCAGCA	UpstreamP1_CTCF	12
chr1	204940883	204941033	id-8361	2.81e-05	-	TCCTATTAAGACGGAGAGAACTGTAGAGGGCAGGC	V_CTCF_BR	2
chr1	204941295	204941445	id-8362	1	+	NA	NONE	8
chr1	204943552	204943702	id-8363	7.62e-07	-	TCGGAGGGTCTGCCTCTAGCCACCAGGTGGCCCTG	Upstream_CTCF	10
chr1	204944874	204945024	id-8364	2.55e-09	+	TTTGCAGTACCCCTAATCTTCAGCAGAGGGCAGGG	Upstream_CTCF	40
chr1	204958541	204958691	id-8365	1.98e-08	+	CTGCACCTGCCTGAGGACTCCACTAGAGGGGGCTC	UpstreamP1_CTCF	40
chr1	204998214	204998364	id-8366	2.12e-06	-	CTGCAATGTCAGACAAGTCCCTGCTGGAGGAGCAA	UpstreamP1_CTCF	3
chr1	205000389	205000539	id-8367	8.61e-08	+	TCTGGGCTAATGTCCAGGGCCTCCAGAGGGCAGGG	V_CTCF_BR	1
chr1	205030814	205030964	id-8368	4.89e-09	-	GCAGCAGCACCTGTGCCAGACAGCAGAGGGCGCCA	Upstream_CTCF	40
chr1	205035384	205035534	id-8369	4.5e-06	-	GGTACAGTACCAAGACAGGGCAGCAGAGGATGCAG	Upstream_CTCF	31
chr1	205049161	205049311	id-8370	1	+	NA	NONE	13
chr1	205075602	205075752	id-8371	1.39e-05	+	GGAGGCAGAAGTTGCAGTGACCCAAGATGGCGCCA	V_CTCF_BR	11
chr1	205091410	205091560	id-8372	4.01e-05	-	AGCGGCGCTACACACCCGAGCACTAGGGGACGACC	Upstream_CTCF	40
chr1	205110871	205111021	id-8373	1.96e-08	-	GACTGCAACACAAGGTTAGCCAGCAGATGGCAGCA	V_CTCF_BR	40
chr1	205168748	205168898	id-8374	1	+	NA	NONE	7
chr1	205180778	205180928	id-8375	1	+	NA	NONE	23
chr1	205196167	205196317	id-8376	1	+	NA	NONE	21
chr1	205196844	205196994	id-8377	3.88e-06	-	GGTTGCACCGTGCGATCCCCCAGGAGAGGGCTGGA	V_CTCF_BR	15
chr1	205198689	205198839	id-8378	1	+	NA	NONE	39
chr1	205225402	205225552	id-8379	1.09e-07	-	CAGGAAATTCTGTGAGTGGCCAGCAGAGGGGGACA	Upstream_CTCF	40
chr1	205227376	205227526	id-8380	1.7e-05	+	CATGCTCTGCCCTTCGAATCCCCCATGTGGCAGCT	Upstream_CTCF	4
chr1	205238782	205238932	id-8381	1	+	NA	NONE	0
chr1	205240615	205240765	id-8382	2.83e-07	+	GTTTCCAGGCTCCAGCCTGCCTCAAGAGGGAGCCA	V_CTCF_BR	37
chr1	205242695	205242845	id-8383	1.62e-08	+	CAGCCATACCCAAGTGAGGCCACGAGAGGGCAGCA	UpstreamP1_CTCF	40
chr1	205244400	205244550	id-8384	1	+	NA	NONE	9
chr1	205253884	205254034	id-8385	6.05e-06	+	TGTCTCTTTCAGTCGCCCTCCCCCAGAGGGAGCAG	V_CTCF_BR	32
chr1	205286631	205286781	id-8386	6.98e-07	-	AGAGGGGGCTGGAGGATGGCAAGGAGGGGGCAGCA	V_CTCF_BR	23
chr1	205290434	205290584	id-8387	4.7e-08	+	AGCCGGAGCCCGCCCCGCGCCGCGAGAGGGAGCCG	V_CTCF_BR	38
chr1	205294675	205294825	id-8388	2.31e-06	-	CATGCTAGGCTTAGTTTGGTCAGAAGAGGGCAGCT	Upstream_CTCF	39
chr1	205304822	205304972	id-8389	3.63e-06	+	AGGCCTCTCTGCAGTCTCCTCACTAGGGGGCAGCA	V_CTCF_BR	40
chr1	205312582	205312732	id-8390	1.13e-05	+	TAGACCTGGCCCCCGGTCTCCAGCAGGGAGCAGTA	UpstreamP1_CTCF	30
chr1	205312967	205313117	id-8391	1.03e-07	-	AGTGCAGGGTGTGGTGCTGCCCCCGGGGGGCGCCC	Upstream_CTCF	20
chr1	205317439	205317589	id-8392	1.26e-07	-	CCTCCAGCCAGCGTGGTACCCTGCAGAGGGCACTC	V_CTCF_BR	6
chr1	205321557	205321707	id-8393	2.19e-05	-	GCTGCAGCAGATTGCCGTCTCCCTAGGGAGCGGGG	Upstream_CTCF	13
chr1	205323527	205323677	id-8394	5.21e-08	+	AAGCGCTTACAATCCCTCACCAGCAGAGGGCAGAC	V_CTCF_BR	40
chr1	205345452	205345602	id-8395	1	+	NA	NONE	31
chr1	205366257	205366407	id-8396	1.82e-06	+	CTGTAATACCATGGAAAGGACACTGAGGGGAGCTA	UpstreamP1_CTCF	40
chr1	205392494	205392644	id-8397	3.65e-07	+	GCTTTCAACAAAAAAGCAGCCAGCAGGTGGAACTG	V_CTCF_BR	21
chr1	205400047	205400197	id-8398	3.22e-07	-	GCTGCATTTTAGGGAGCATCCTGCAGACGGCGCTC	Upstream_CTCF	38
chr1	205407947	205408097	id-8399	1	+	NA	NONE	40
chr1	205408160	205408310	id-8400	7.46e-06	+	CCGCTAGGGAAACACATGCCCTCCAGGAGGCTCTC	UpstreamP1_CTCF	1
chr1	205413502	205413652	id-8401	1.35e-05	+	GAGCATCCGTCCTCCCCCACCACTAGGAGGTTCCT	UpstreamP1_CTCF	14
chr1	205416847	205416997	id-8402	1	+	NA	NONE	1
chr1	205419342	205419492	id-8403	5.28e-05	-	GCCCCTCTGCACCAATAGCCCGGCAGGGGGACGTG	Upstream_CTCF	26
chr1	205424074	205424224	id-8404	4.3e-06	-	CCTGCCAGTGCTGAGCTGGTCAGGAGAGGGCGTCT	Upstream_CTCF	16
chr1	205446655	205446805	id-8405	1.7e-05	+	GCTGACATTCTCAGTCCTTCCAGCAGGGTACATCC	Upstream_CTCF	8
chr1	205451526	205451676	id-8406	7.44e-05	+	GGAGCTCTGGAAATAGCTCCCCCAAGGGGAAACAT	Upstream_CTCF	3
chr1	205454735	205454885	id-8407	2.19e-10	-	GTGCACCTCCTAACTATGTCCACTAGAGGGCAGGA	UpstreamP1_CTCF	40
chr1	205457344	205457494	id-8408	9.49e-08	+	CAGTCTTAACCTTTGGTGGCCAGGAGGTGGCAGTA	V_CTCF_BR	40
chr1	205463376	205463526	id-8409	1	+	NA	NONE	7
chr1	205474379	205474529	id-8410	6.51e-07	+	GGTGAACTTTCCAGAGCGGCAGGCAGGGGGTGGGA	Upstream_CTCF	24
chr1	205493533	205493683	id-8411	1.82e-07	-	CTAGTTGAATGCACTCAAGCCAGCAGGTGGCACCA	V_CTCF_BR	40
chr1	205495548	205495698	id-8412	5.01e-06	-	TACCCACACCCCGTTTCCACCACAAGAGGGAGAGG	V_CTCF_BR	11
chr1	205498185	205498335	id-8413	6.51e-11	+	CGCTGCTCCGTCCCTCTCACCACCAGGGGGCGCCG	V_CTCF_BR	40
chr1	205513277	205513427	id-8414	1	+	NA	NONE	14
chr1	205517459	205517609	id-8415	8.46e-07	-	GCTGCAGTGCTTGTTCCCCACTGGGGGGGGGGCCC	Upstream_CTCF	8
chr1	205538314	205538464	id-8416	3.09e-07	-	ACGCCCCCGAGGGCGCTGCCCAGCAGGAGGCAGAG	V_CTCF_BR	26
chr1	205546092	205546242	id-8417	2.94e-06	-	CCTGTCATTCTTGAGAAGGACACTAGGTGCCCACT	Upstream_CTCF	14
chr1	205554069	205554219	id-8418	3.8e-08	-	TCTGGGGGTGAAGGGTCCCCCAGTAGGGGGCGCCC	V_CTCF_BR	40
chr1	205557928	205558078	id-8419	1.52e-07	+	CCAGGGAGCTTACGGCCGGCCAGAGGAGGGCAGTG	V_CTCF_BR	40
chr1	205561053	205561203	id-8420	2.05e-09	+	ACTGCGGTTCCCGCCTGGTCCACGGGGTGGCGCGC	Upstream_CTCF	40
chr1	205569342	205569492	id-8421	7.78e-06	-	GTTTCTCTGCCATTCTGTGGCTCTAGAGGGAGCAA	Upstream_CTCF	32
chr1	205601177	205601327	id-8422	6.05e-06	-	GACGGAGAGCGGCGAGACGACTCCAGGAGGCGCCC	V_CTCF_BR	39
chr1	205626786	205626936	id-8423	1.12e-09	-	CTTCACTTCCCAGTGGCCACCAGCAGGTGGAGGCA	UpstreamP1_CTCF	40
chr1	205628152	205628302	id-8424	3.56e-06	+	GCAGCTACGCACCTCAGCAGCACAGGGTGGCAGCA	Upstream_CTCF	40
chr1	205638231	205638381	id-8425	2.6e-06	+	CGAGGACTTTGCAGGCCCAACTCCAGAGGGAGCAG	V_CTCF_BR	21
chr1	205641365	205641515	id-8426	2.25e-08	-	CTGCAGTGACCTCTCCTCACCTGTTGGGGCCAGCA	UpstreamP1_CTCF	30
chr1	205641749	205641899	id-8427	9.49e-08	+	AGGTGCTCTGAACTGGGAGCCAGGAGAGGGCAGTC	V_CTCF_BR	22
chr1	205658803	205658953	id-8428	1	+	NA	NONE	1
chr1	205680359	205680509	id-8429	1.39e-07	-	GTATAGCAGTTACAGTCTGCCAGTAGAGGGCAGTG	V_CTCF_BR	40
chr1	205709089	205709239	id-8430	1.73e-05	-	CCACTGTACTCCAGTCTGGACAACAGAGGGAGACA	V_CTCF_BR	38
chr1	205712987	205713137	id-8431	1	+	NA	NONE	8
chr1	205718681	205718831	id-8432	7.8e-08	+	CGGCCCCGAGGAGGTGGGGCCTCTTGGGGGCGCTG	V_CTCF_BR	11
chr1	205719494	205719644	id-8433	5.68e-06	-	ATCTGCAACTCTGGAGTGGAAACCAGGGGGCGGGC	V_CTCF_BR	33
chr1	205756689	205756839	id-8434	1.48e-06	-	AAATAGGAGAAAGAGCCGTCCTGCAGAGGGAACCA	V_CTCF_BR	0
chr1	205760817	205760967	id-8435	2.04e-05	+	AGCCTATAGCCATCCTCTCTCTCCAGGGGGAGCCA	V_CTCF_BR	40
chr1	205779299	205779449	id-8436	1.34e-06	+	TTGCTCTGGCTCCCGTTCTCCAGCAGGGCGTCCTC	UpstreamP1_CTCF	4
chr1	205779752	205779902	id-8437	1	+	NA	NONE	39
chr1	205793490	205793640	id-8438	7.91e-05	-	CCACTGCGCCCCAGCCTGGGCAATAGAGGGAGACT	UpstreamP1_CTCF	2
chr1	205796919	205797069	id-8439	5.12e-06	+	CTCCTGTGGTGAGACAGTAGCAGCAGGTGTCAGGA	UpstreamP1_CTCF	17
chr1	205810660	205810810	id-8440	2.96e-05	-	TGCCAGTACCACCAGCACAACTTCAGGGGGCACCA	UpstreamP1_CTCF	7
chr1	205827848	205827998	id-8441	1	+	NA	NONE	22
chr1	205877012	205877162	id-8442	6.67e-08	-	GTGTAGTGGCTACTGGCCCCCAGAGGAGGGCACAC	UpstreamP1_CTCF	39
chr1	205888207	205888357	id-8443	1.05e-08	+	AGTGCAATATCAGTTTTGGACGGCAGAGGGCAACA	Upstream_CTCF	40
chr1	205889285	205889435	id-8444	1	+	NA	NONE	4
chr1	205895402	205895552	id-8445	5.51e-07	+	CTTGCTATTGGCCATGGAGCCAGCAGATGGCTGAG	V_CTCF_BR	5
chr1	205902791	205902941	id-8446	1	+	NA	NONE	15
chr1	205909001	205909151	id-8447	2.58e-07	-	CCTGCTATTTATCCCTGGCCCGGTAGGGGGATGGA	Upstream_CTCF	33
chr1	206165611	206165761	id-8448	1	+	NA	NONE	38
chr1	206166587	206166737	id-8449	8.21e-06	+	GTCTCTCTAGCCTGGAAATCCACTAGGTGGAGCAA	V_CTCF_BR	35
chr1	206223480	206223630	id-8450	8.81e-07	+	TCCTGCACCGGCTAGCCGGCTGGCAGAGGGCGCGC	V_CTCF_BR	19
chr1	206234488	206234638	id-8451	3.97e-07	+	CTTCGAGTTTGCCATAGGACCACAAGGTGGCAGTG	V_CTCF_BR	40
chr1	206239689	206239839	id-8452	2.67e-06	-	TCTGTAATCCCATTCCCTGCAGACAGGTGGAACAA	Upstream_CTCF	12
chr1	206266274	206266424	id-8453	3.86e-05	-	TGGCCCATTCCCACAATGCCCCACAGGGGGCCAAA	Upstream_CTCF	24
chr1	206292937	206293087	id-8454	1	+	NA	NONE	5
chr1	206300757	206300907	id-8455	9.26e-05	+	CTGCAGAGAGAACTGACCTCCCCTAGCGGTGTCTG	UpstreamP1_CTCF	9
chr1	206310474	206310624	id-8456	6.46e-07	-	AGCCATTGCTACAGCACAGTCAGCAGAGGGCGCAG	V_CTCF_BR	39
chr1	206535687	206535837	id-8457	8.33e-05	-	CTTGCTAAAATGAGCTGAATCACCAGGGAGCAGCA	Upstream_CTCF	3
chr1	206554345	206554495	id-8458	2.53e-05	+	GTAGTCCCAGCCCAACCCTCAGCCAGAGGGAGCAG	V_CTCF_BR	17
chr1	206557826	206557976	id-8459	1	+	NA	NONE	40
chr1	206603478	206603628	id-8460	1	+	NA	NONE	21
chr1	206633693	206633843	id-8461	2.28e-05	-	CATTTCCTTCCAGCCATCACCACCAAGGGGACCAA	Upstream_CTCF	1
chr1	206635288	206635438	id-8462	6.47e-09	+	GTGGCAGTTCACACAGTAGCCACCAGGGGTCTCTG	Upstream_CTCF	39
chr1	206642049	206642199	id-8463	1	+	NA	NONE	26
chr1	206643774	206643924	id-8464	2.11e-06	+	TGAGCTTGGTGTCCCACCGCCACAAGGAGGCAGGG	V_CTCF_BR	35
chr1	206652954	206653104	id-8465	8.76e-09	+	AGGTAGTTCTCAAAAGTGGCCGCAAGGTGGCAGTG	UpstreamP1_CTCF	40
chr1	206656111	206656261	id-8466	1	+	NA	NONE	2
chr1	206663519	206663669	id-8467	1.99e-07	+	AGGCCCATTCCTGCGAAGACCAGGAGGGGGCAGCA	V_CTCF_BR	40
chr1	206679414	206679564	id-8468	3e-06	+	GTGAAGATTCCCCTACGAAGCACTAGGGGGAGACC	UpstreamP1_CTCF	40
chr1	206684852	206685002	id-8469	1	+	NA	NONE	4
chr1	206698526	206698676	id-8470	1	+	NA	NONE	8
chr1	206718229	206718379	id-8471	2.73e-07	+	CGTGTTGAACCCAGGATGACCACGTGGGGGAGCCA	Upstream_CTCF	40
chr1	206735805	206735955	id-8472	4.34e-05	-	CGGACAATACTGGGAAGGGCCAGAGGAGGCAGCGG	Upstream_CTCF	3
chr1	206757113	206757263	id-8473	5.01e-09	-	AGCCAGCTGATGCCAGCCACCAGCAGGGGGCAGTG	V_CTCF_BR	40
chr1	206763924	206764074	id-8474	6.19e-06	+	ATTCTGGGCCTGATAACAGACGGTAGGAGGCGCCA	UpstreamP1_CTCF	36
chr1	206776605	206776755	id-8475	8.43e-09	+	AGCCAACAGGCAGGAGTGGCCAGGAGGGGGCAGAG	V_CTCF_BR	18
chr1	206780360	206780510	id-8476	6.49e-06	+	GAGGCAACCTCAATGTCCACCAGGAGAGGGCCTCT	Upstream_CTCF	39
chr1	206781574	206781724	id-8477	1.15e-08	+	CTTCTGTACCTGAGGCAGACCAGCAGGGGGCATCA	UpstreamP1_CTCF	40
chr1	206785808	206785958	id-8478	5.61e-08	-	GCTTTAGTTCCAGGTACCGCCACTGGGGGCGGCCG	Upstream_CTCF	40
chr1	206804530	206804680	id-8479	5.34e-06	+	AAATCCAGCTCAGACTTGTCCACATGGTGGCAGCA	V_CTCF_BR	40
chr1	206807734	206807884	id-8480	4.31e-07	+	GACAATAAGCGTTCTAGTCCCACCAGGTGGCGCCC	V_CTCF_BR	40
chr1	206808663	206808813	id-8481	1	+	NA	NONE	28
chr1	206831922	206832072	id-8482	2.39e-10	+	CTGCACTTTCACGGGGCTCCCCCCAGGGGGCGCCA	UpstreamP1_CTCF	40
chr1	206837641	206837791	id-8483	6.8e-06	-	AATCTTATCCCGATATTCACCACCAGGGGGGGTAG	Upstream_CTCF	40
chr1	206859546	206859696	id-8484	1	+	NA	NONE	1
chr1	206881478	206881628	id-8485	1.1e-06	-	GTTTCAGCCAACACAGGGGCCTGCGGAGGGCAGAA	V_CTCF_BR	6
chr1	206897498	206897648	id-8486	7.23e-07	-	AGGGCACTGCCAGAGGCCACCAGCAGAGCGAGGCG	Upstream_CTCF	23
chr1	206899029	206899179	id-8487	9.51e-07	+	GGGCTCCAGTTCCTGTGTGCCTGTAGGGGGCGATC	V_CTCF_BR	40
chr1	206899731	206899881	id-8488	3.12e-08	+	ATGAGGTGTCCTCATATGGCCACAAGGTGGCAGTG	UpstreamP1_CTCF	40
chr1	206907989	206908139	id-8489	9.67e-08	+	AGTGTAGTACCGGCACTCTCCAGGAGGCGGTGATA	Upstream_CTCF	40
chr1	206912417	206912567	id-8490	4.21e-05	+	CCTTGGAATTTACTTGTCTCCTCTAGAGGGAGTCA	V_CTCF_BR	40
chr1	206934899	206935049	id-8491	1	+	NA	NONE	36
chr1	206971566	206971716	id-8492	4.41e-06	+	CCAGTCTTGACCTCGCTAGCCTGCAGGGGGCGTGT	V_CTCF_BR	40
chr1	206974922	206975072	id-8493	3.81e-05	-	TCAAAAGTGCTGGGACAGCACAGAAGAGGGAGCTC	V_CTCF_BR	12
chr1	206982090	206982240	id-8494	1	+	NA	NONE	39
chr1	206982952	206983102	id-8495	1.59e-06	+	AAGGCGGGTTGTGCAATTGGCACTAGATGGCACTG	V_CTCF_BR	40
chr1	207002260	207002410	id-8496	1	+	NA	NONE	21
chr1	207030085	207030235	id-8497	1	+	NA	NONE	12
chr1	207030285	207030435	id-8498	6.04e-07	+	AGGCAGGGTCCTTCTGATACCACTAGGTGGCTAGA	UpstreamP1_CTCF	37
chr1	207038380	207038530	id-8499	2.83e-07	+	AGTGCCTGACTACAGTCCTCCTGCAGAGGGCGCTG	V_CTCF_BR	40
chr1	207038879	207039029	id-8500	1	+	NA	NONE	1
chr1	207051969	207052119	id-8501	8.03e-07	-	ATTGCCATTTCTGCTGTTACCACCAGGTGGGTTCT	Upstream_CTCF	31
chr1	207055980	207056130	id-8502	1.35e-05	+	ATGCAGTAACACTACACATCCACTAGGACGGCTCA	UpstreamP1_CTCF	30
chr1	207079004	207079154	id-8503	1	+	NA	NONE	16
chr1	207080942	207081092	id-8504	8.79e-07	-	ACCTAGTTAGCCACGATGGCCGCCAGGGGGCCCAG	UpstreamP1_CTCF	39
chr1	207082978	207083128	id-8505	1	+	NA	NONE	10
chr1	207084543	207084693	id-8506	1.3e-07	-	AAGGAAGTACTGCAATATACCACTAGGGGGAAGCA	Upstream_CTCF	40
chr1	207085333	207085483	id-8507	1	+	NA	NONE	2
chr1	207085957	207086107	id-8508	1.52e-09	-	CTGCAGAACTTACATATTACCACCAGGTGGCACCA	UpstreamP1_CTCF	40
chr1	207098830	207098980	id-8509	3.48e-06	+	GTGCAGTGGAGATGAGCCACCGCCACTGGGTGGAG	UpstreamP1_CTCF	14
chr1	207102960	207103110	id-8510	1	+	NA	NONE	2
chr1	207105210	207105360	id-8511	5.48e-05	+	GGTGCAGCTCTGACTATGACCCAGGGGGATGGAAA	Upstream_CTCF	32
chr1	207106790	207106940	id-8512	4.38e-09	-	GGGGCCCATCGCCAGGCTACCTCCAGGGGGCAGCA	V_CTCF_BR	40
chr1	207108945	207109095	id-8513	1.18e-09	+	ACCCACCCCTCGCTGTCCACCAGCAGGGGGCAGCG	V_CTCF_BR	39
chr1	207111046	207111196	id-8514	5.67e-06	+	CCTGCAGGATGAGGGGTGCAAGGTAGGGGGCAGGC	Upstream_CTCF	6
chr1	207125252	207125402	id-8515	1	+	NA	NONE	4
chr1	207134405	207134555	id-8516	1.26e-05	-	GGAACAGCGTCTCCAGTGGCCAACAGATGGACCCC	Upstream_CTCF	15
chr1	207137226	207137376	id-8517	2.97e-06	+	ATAGTCCCCTCTGGGTGGCCCTCTAGGTGGAGGCC	V_CTCF_BR	3
chr1	207152853	207153003	id-8518	5.08e-05	-	TGTTACCTTCCTTTCCTTAACACTAGAGGGTGCTT	Upstream_CTCF	40
chr1	207155576	207155726	id-8519	3.18e-06	-	TAGCCATGGAGTCTTTCTGGCACAAGGTGGCAGCA	V_CTCF_BR	40
chr1	207178446	207178596	id-8520	6.43e-06	-	AACTAGGAACGTGCATCGTCCAGTAGGTGGCGTAC	V_CTCF_BR	40
chr1	207181500	207181650	id-8521	1.03e-06	+	GTCTACACTTGGTCTGGGGCCCCTAGAGGGCAGAA	V_CTCF_BR	11
chr1	207194101	207194251	id-8522	1	+	NA	NONE	1
chr1	207194488	207194638	id-8523	1	+	NA	NONE	3
chr1	207223336	207223486	id-8524	1.47e-05	+	GTGCTCACTACAGAGTAGGCCGCTAGGGGGTTCTC	V_CTCF_BR	40
chr1	207226559	207226709	id-8525	1.74e-07	+	ACTGTAGCGCCGGTCCCGGCCACAAGCTGTCGGCT	Upstream_CTCF	29
chr1	207232978	207233128	id-8526	8.56e-05	+	CTCCATTTCTCCCTCCTCACCACTAGGGTCACTCT	UpstreamP1_CTCF	23
chr1	207251255	207251405	id-8527	5.28e-08	-	AATGTTCTTCCTATCTTCCCCAGAAGGTGGCAGAA	Upstream_CTCF	40
chr1	207258151	207258301	id-8528	2.94e-06	+	CTTGTTACACCACAAACATCCACCAGATGGCTTTT	Upstream_CTCF	40
chr1	207265020	207265170	id-8529	1	+	NA	NONE	9
chr1	207332370	207332520	id-8530	1	+	NA	NONE	0
chr1	207355289	207355439	id-8531	1	+	NA	NONE	33
chr1	207393794	207393944	id-8532	7.82e-06	-	TTGCACGGCTAGGTAGGGGGCGCCAGGTCACGGTA	UpstreamP1_CTCF	4
chr1	207432829	207432979	id-8533	6.21e-06	+	CTTTTCCTTCTGCTTTTCTCCAGCAGGAGGAGTCA	Upstream_CTCF	38
chr1	207489560	207489710	id-8534	7.44e-05	-	TGTGTGAGAACAGGCTCAGCAGCCAGGGGGAAATG	Upstream_CTCF	7
chr1	207494143	207494293	id-8535	9.31e-05	+	ATTGTTATCCCACCCCACACCGCCCCGAGGCGCGC	Upstream_CTCF	16
chr1	207494457	207494607	id-8536	5.93e-06	+	CTGGCCTTTGACAGACCTCCCAGTAGAGGGCCCAA	Upstream_CTCF	40
chr1	207494988	207495138	id-8537	1	+	NA	NONE	24
chr1	207509283	207509433	id-8538	2.58e-05	+	TCGGCACTACCCAATACTGCCTCAACAGGGGACTT	Upstream_CTCF	11
chr1	207571133	207571283	id-8539	1	+	NA	NONE	33
chr1	207574641	207574791	id-8540	2.78e-06	+	AACATGGCTTTGTATTTATCCACCAGAGGGTGGCC	V_CTCF_BR	2
chr1	207575056	207575206	id-8541	1.39e-05	+	CTGAGCAGGTTAGGGACAGAAGGCAGGGGGCGCTC	V_CTCF_BR	15
chr1	207578378	207578528	id-8542	8.71e-06	-	TCCTTAGAGTACTTACCTACCACTAGATGGAGACA	V_CTCF_BR	39
chr1	207579334	207579484	id-8543	1	+	NA	NONE	3
chr1	207597058	207597208	id-8544	2.96e-05	+	AGCAGCTACAGAGCCAAAAGCACTGGGGGGCGCTG	V_CTCF_BR	6
chr1	207617657	207617807	id-8545	4.17e-05	-	TCGGGTCATCCTATGTCTGCCTCCAGAGGTGGCCG	Upstream_CTCF	0
chr1	207627970	207628120	id-8546	1	+	NA	NONE	28
chr1	207668742	207668892	id-8547	3.09e-05	+	CATCATTCTCAGCAAACTACCGCAAGGGGGCTAAC	UpstreamP1_CTCF	7
chr1	207672963	207673113	id-8548	1.71e-06	-	ACCAGATCCTATATGAGGACCACGTGAGGGCGCCA	V_CTCF_BR	40
chr1	207738996	207739146	id-8549	2.83e-07	-	GGATTTTGAGGATCTGAGGCCAGCAGATGGCAGAG	V_CTCF_BR	39
chr1	207752771	207752921	id-8550	2.27e-06	+	AGTGAAAAAACAGCAGGAACCAGCAGATGGCGATG	V_CTCF_BR	40
chr1	207778917	207779067	id-8551	1	+	NA	NONE	7
chr1	207786197	207786347	id-8552	1	+	NA	NONE	3
chr1	207793776	207793926	id-8553	7.9e-07	-	TTACAGTACCTTCCAGTTGCCAGCAGAGGGCTACT	UpstreamP1_CTCF	40
chr1	207827783	207827933	id-8554	2.34e-06	+	ATGTTATTACACTAAGAGTCCAGAAGGAGGAGAGA	UpstreamP1_CTCF	25
chr1	207846002	207846152	id-8555	1	+	NA	NONE	38
chr1	207872347	207872497	id-8556	1.26e-07	-	GGATTTTGAGGACCTGAGGCCAGCAGGTGGCAGAG	V_CTCF_BR	40
chr1	207884739	207884889	id-8557	1	+	NA	NONE	28
chr1	207916112	207916262	id-8558	1	+	NA	NONE	0
chr1	207935894	207936044	id-8559	1.47e-05	+	AGACCCTGCCCTCCTGCAGCCGGCAGGGGCAGTCA	V_CTCF_BR	0
chr1	207970786	207970936	id-8560	1.1e-05	-	TGTCAAATGCCGTGACAGTCCACAGGAGGGCAGCA	V_CTCF_BR	40
chr1	207985325	207985475	id-8561	7.1e-09	+	GTGCAACTTCAGACCCCTGGCAGCAGATGGCAGTG	UpstreamP1_CTCF	40
chr1	207997381	207997531	id-8562	9.27e-07	-	CTGCAGTTCTGCTCTTGCAACACAAGGAGCAGACT	UpstreamP1_CTCF	40
chr1	208002030	208002180	id-8563	4.68e-05	+	AGACAGTTCCCAAGGCCAGCCACCAGGCTGTGCCA	UpstreamP1_CTCF	40
chr1	208013887	208014037	id-8564	1.48e-06	+	CTGCAGTTCCACCACTGACCAAGCAGAAGGGATTC	UpstreamP1_CTCF	25
chr1	208037390	208037540	id-8565	7.62e-07	-	GCTGCAGAACAGCAGCAGCCCAGCAGTTGGGGCAG	Upstream_CTCF	4
chr1	208042494	208042644	id-8566	2.24e-10	-	CGTGCAGCGCCCGACGCGGCCGCTGGGTGGCGCCG	Upstream_CTCF	40
chr1	208045748	208045898	id-8567	1	+	NA	NONE	2
chr1	208049608	208049758	id-8568	1.7e-05	-	CTTGAGCTGCACCGAGCGGCCACATGGTGTCGTGG	Upstream_CTCF	36
chr1	208058518	208058668	id-8569	1.64e-09	+	CAGTAGGACCTCAATAAGGCCAGCAGGTGGCGCCA	UpstreamP1_CTCF	40
chr1	208062026	208062176	id-8570	2.8e-05	+	CCAGTGATGCCCAAGACAGCCAGCAGGGCTCCCGA	Upstream_CTCF	29
chr1	208067256	208067406	id-8571	1	+	NA	NONE	15
chr1	208070586	208070736	id-8572	6.37e-07	+	TTGTTATTGTCTTTTTTGCCCACCAGATGGGGCCT	UpstreamP1_CTCF	38
chr1	208081508	208081658	id-8573	2.11e-06	+	GACAAGGGAATGAGGAGGCCCAGGAGGTGGAGCCA	V_CTCF_BR	10
chr1	208096967	208097117	id-8574	1	+	NA	NONE	1
chr1	208136985	208137135	id-8575	9.57e-10	-	GTGCCATGGCGCCTTGCGGCCACGAGAGGGCAGCC	UpstreamP1_CTCF	39
chr1	208138817	208138967	id-8576	8.03e-07	-	AGAGGAATACCTTATCTGCCCAGCTGGTGGCAGCT	Upstream_CTCF	19
chr1	208155444	208155594	id-8577	1.48e-05	-	CTGCTACATCTATTGATGGCCTGCAGGGGCGGTAT	UpstreamP1_CTCF	40
chr1	208166950	208167100	id-8578	8.21e-06	+	AGACAGATTTCCACATTGGTCACCAGGAGGCACTG	V_CTCF_BR	40
chr1	208171245	208171395	id-8579	3.47e-07	-	GTGTTGAAGCTGACAGTGACCAGCAGAGGACACCA	UpstreamP1_CTCF	40
chr1	208172910	208173060	id-8580	2.11e-06	+	ATGGGCTGCTCCCTTGTCCCCAGCTGGTGGCAGTA	V_CTCF_BR	7
chr1	208195258	208195408	id-8581	5.93e-06	+	GCTGTATTCTGAGGTCTTGGGGCTAGGGGGCAGTG	Upstream_CTCF	40
chr1	208209670	208209820	id-8582	1.76e-05	+	TGGTTTTTCTCTGTCTTAACCAACAGGTGGTGCAA	UpstreamP1_CTCF	40
chr1	208214955	208215105	id-8583	5.98e-05	-	GTGCTGTCCGGCACAGCGGCCCCTAGCCACAGGTA	UpstreamP1_CTCF	5
chr1	208219130	208219280	id-8584	4.31e-07	-	ATTCTGAAGGTAGGAGTGCCCGCCAGAGGGCAGTG	V_CTCF_BR	20
chr1	208228425	208228575	id-8585	5.67e-06	+	GCTGGACAAGTTCATTAGGCCAGCAGGTGACACTG	Upstream_CTCF	2
chr1	208255576	208255726	id-8586	1	+	NA	NONE	18
chr1	208267218	208267368	id-8587	3.36e-07	-	CCCAAATGTAATCAGAGCCCCACCAGGTGGCGCCA	V_CTCF_BR	40
chr1	208280917	208281067	id-8588	1	+	NA	NONE	2
chr1	208282717	208282867	id-8589	1.17e-05	-	CTCTGTCCATACAGCAGCCCCAGCAGGGGTCTCTC	V_CTCF_BR	2
chr1	208285841	208285991	id-8590	3.11e-05	+	GTGTCTAGATGCAGACCCCACTGAAGGTGGCAGTG	V_CTCF_BR	2
chr1	208297315	208297465	id-8591	6.43e-06	+	TACCAACATTGCCCCGTGGCCACTAGATGTTAGTC	V_CTCF_BR	15
chr1	208305636	208305786	id-8592	7.55e-07	+	GCCTTCTGCAGCCACAGGGCAGCCAGGGGGCGCTG	V_CTCF_BR	40
chr1	208338039	208338189	id-8593	4.59e-07	+	CGGCAGCGGCTCCCTGGGGGCAGAGGAGGGAGCTC	UpstreamP1_CTCF	3
chr1	208340914	208341064	id-8594	1.48e-05	-	GTGGTCTTGTGAAAAGCTTCCACCAGGGGTCCTGA	UpstreamP1_CTCF	4
chr1	208346262	208346412	id-8595	1	+	NA	NONE	12
chr1	208364250	208364400	id-8596	2.58e-07	-	AGTGCCCCACCTGCAAATCCCAGCAGATGGCAGGT	Upstream_CTCF	8
chr1	208378259	208378409	id-8597	1.43e-05	-	CCTGCAGGGCTCCTCACAGAAGCTGGGGGGTAGTG	Upstream_CTCF	23
chr1	208390265	208390415	id-8598	6.46e-07	+	GGCTTGGCCAGGTAAGCAGCCTGCAGGAGGCGGTA	V_CTCF_BR	7
chr1	208401477	208401627	id-8599	5.08e-05	-	AGAGCACTTCAGTGGCCAGCCATGTGAGGTCACTG	Upstream_CTCF	2
chr1	208409413	208409563	id-8600	7.17e-05	-	CAGGCTCCTTCCCCGTCCACAGGCAGGAGGCCCCT	Upstream_CTCF	12
chr1	208410679	208410829	id-8601	8.5e-06	-	CTGGTACTTCTGGAGCTGGCGTGTAGAGGCCAGTG	Upstream_CTCF	10
chr1	208412486	208412636	id-8602	3.88e-07	-	CCGAAGTAGCAGGTTATCTCCACTAGAGGGGACTC	UpstreamP1_CTCF	40
chr1	208416637	208416787	id-8603	2.4e-05	-	CCCGCCGGCTTCCCGAATGCGGGCTGAGGGCGGCA	V_CTCF_BR	25
chr1	208418693	208418843	id-8604	2.19e-08	-	ATACCACTGAGGACTGTGGCCACGAGAGGGCAGTA	V_CTCF_BR	40
chr1	208425843	208425993	id-8605	3.36e-05	-	AGGAAACTTCCCTGTCATTCCACCAGGGGTGGGTG	UpstreamP1_CTCF	35
chr1	208458310	208458460	id-8606	1	+	NA	NONE	5
chr1	208619445	208619595	id-8607	1.61e-05	+	CTGCAGTAGCAGTGTGCTTCCTTCAGAGGGTCTGT	UpstreamP1_CTCF	3
chr1	208623401	208623551	id-8608	2.96e-05	-	TTTTAGAACCTGTTGGCTGCCGACAGGAGGCGCAA	V_CTCF_BR	4
chr1	208635148	208635298	id-8609	1.13e-05	+	ATGTAATTACTGAATTTGGTCACAGGGGGCAGAGC	UpstreamP1_CTCF	37
chr1	208639840	208639990	id-8610	1.27e-06	-	GTGTGCTGCGCATTGCACACCTCTGGGGGGCACCC	UpstreamP1_CTCF	8
chr1	208649703	208649853	id-8611	1	+	NA	NONE	33
chr1	208652927	208653077	id-8612	8.98e-06	-	TCTCAGTAAGAAGTCCAGTCCAGCAGACGGCACTC	UpstreamP1_CTCF	1
chr1	208669459	208669609	id-8613	3.11e-05	+	TATTGGGCTAACCTACAAGCCAGTAGATGGTGCTT	V_CTCF_BR	6
chr1	208714123	208714273	id-8614	8.89e-06	-	AATGAATTTCAGAGCCCCCCCTGCAGGAGGCAAGT	Upstream_CTCF	2
chr1	208748790	208748940	id-8615	2.15e-05	-	CGCCAAAGATTGCCAGCAACCACCAGGAGCCAGGA	V_CTCF_BR	12
chr1	208781428	208781578	id-8616	1.81e-06	-	GATGTAATCCCAAACTTTGCCAATAGGTGTTATAG	Upstream_CTCF	11
chr1	208825766	208825916	id-8617	3.73e-09	+	CTGCTGTTTGTCACAGTGACCACTAGGTGTCACCT	UpstreamP1_CTCF	40
chr1	208827685	208827835	id-8618	2.67e-06	+	GAGTCAATTTACAAATCTGGCACTAGGTGGCGAAA	Upstream_CTCF	39
chr1	208911359	208911509	id-8619	1.17e-05	+	CAGTGCCCCACTGCTCAAACCTCTAGGGGGAGCAT	V_CTCF_BR	10
chr1	209048419	209048569	id-8620	1.39e-05	+	AATGGCAGGAGCCCTCCAGCCTCTAGGGGGAAAAT	V_CTCF_BR	1
chr1	209116146	209116296	id-8621	6.48e-05	-	AAGAAATGATTTTCTCCATCCAGAAGGGAGCACTG	UpstreamP1_CTCF	6
chr1	209171379	209171529	id-8622	2.15e-05	-	ATATGCTACAGGAAGTTGACCTCTAGAGGGAGTAG	V_CTCF_BR	37
chr1	209203243	209203393	id-8623	1	+	NA	NONE	25
chr1	209250158	209250308	id-8624	1.03e-06	+	TGCAGCTGCTAGACAAGGAACTCCAGGGGGCACTA	V_CTCF_BR	36
chr1	209267840	209267990	id-8625	5.93e-06	+	CTAGTGCTACCATTTGACTCCACCAGAGGGGTCTA	Upstream_CTCF	23
chr1	209279771	209279921	id-8626	1	+	NA	NONE	20
chr1	209364093	209364243	id-8627	4.34e-07	-	CTGCACAAGACCGTTGATGACACTAGAGGGCGCAG	UpstreamP1_CTCF	40
chr1	209376285	209376435	id-8628	2.08e-07	+	TTGCAAATTTATTCTCCTGCCACTAGGTGGCAGGC	UpstreamP1_CTCF	40
chr1	209381110	209381260	id-8629	1.19e-06	-	CTGACGGGGAACACAGAAGCCACAAGAGGGAGCGC	V_CTCF_BR	40
chr1	209422125	209422275	id-8630	1.74e-10	-	GGTGTAGTGCAATTAATGGCCACTAGGTGGCAACA	Upstream_CTCF	40
chr1	209424707	209424857	id-8631	8.71e-06	+	CATTCCAGGTGGCATTGGAACACCAGGTGGCATTG	V_CTCF_BR	12
chr1	209493000	209493150	id-8632	2.4e-05	+	ACTAGGTCAGACATTGTCACCAGAAGGAGGCAGTT	V_CTCF_BR	6
chr1	209508550	209508700	id-8633	7.09e-08	-	CTGCTGATACACCAAGTGGCCAGAAGGGGCAGCAA	UpstreamP1_CTCF	40
chr1	209527768	209527918	id-8634	8.52e-08	-	CTCCTGCACCTGCTTCTGAACACTAGGTGGCAGCA	UpstreamP1_CTCF	40
chr1	209530592	209530742	id-8635	5.37e-06	+	CTCCTCCACCCAGCAGAGCCCGATAGAGGGCGGTG	UpstreamP1_CTCF	3
chr1	209609148	209609298	id-8636	1.3e-09	-	GCTGTATTTCCCCCACTGCCCACCAGGTGTCCCAC	Upstream_CTCF	40
chr1	209663481	209663631	id-8637	2.33e-07	-	GTGTACTTCTTCCTTATGCCCACAGGAGGTCAGTG	UpstreamP1_CTCF	35
chr1	209686775	209686925	id-8638	9.27e-07	-	CTGTAATGAGGTGTAAGTACCATTAGGTGGCGATA	UpstreamP1_CTCF	40
chr1	209707969	209708119	id-8639	1.19e-06	-	AGCCCAGAAGATGCTCCTGCCAGTAGAGGGCTCTT	V_CTCF_BR	19
chr1	209723046	209723196	id-8640	1.92e-06	+	ATGTTTTCTTCCTCCTTGACCACTAGGGGTCTGAG	UpstreamP1_CTCF	36
chr1	209728471	209728621	id-8641	2.72e-06	-	ATCTTGTGGTCCTGTTAGTCCAGTGGGGGGCAGTG	UpstreamP1_CTCF	21
chr1	209739521	209739671	id-8642	2.33e-07	-	GAGAAGTGAGAGCCTGTAGTCAGCAGGGGGCAGTG	UpstreamP1_CTCF	40
chr1	209742899	209743049	id-8643	2.46e-08	+	AGCTGCAAAGAGCCTCTGGCCAGCAGAGGGCGATA	V_CTCF_BR	40
chr1	209749833	209749983	id-8644	1	+	NA	NONE	9
chr1	209750174	209750324	id-8645	8.03e-07	+	GTTGCTAGACAGGGCACTGTCACTAGAGGGCAGTG	Upstream_CTCF	40
chr1	209759064	209759214	id-8646	1	+	NA	NONE	24
chr1	209763902	209764052	id-8647	1.69e-05	+	CCGTCATTCCATGGAAGCTCCAGAAGAGGGAGTGA	UpstreamP1_CTCF	36
chr1	209775516	209775666	id-8648	1.12e-08	+	GCAGCATTTCCGCCTCTACCCACTAGATGCCAGCA	Upstream_CTCF	39
chr1	209785296	209785446	id-8649	1.09e-07	-	CAGGCAGTTGAGGGACCTGCCACCAGGGGCAGTGG	Upstream_CTCF	23
chr1	209790748	209790898	id-8650	1.15e-07	-	AGCTCCGCCACCAAGCCCGGCAGCAGGGGGCAGAG	V_CTCF_BR	1
chr1	209801101	209801251	id-8651	1.46e-10	-	GATGCTGTGCCACTGGCCTCCAGCAGGTGGCAGCA	Upstream_CTCF	40
chr1	209817013	209817163	id-8652	7.17e-05	+	CCAGCTCCCTCCCATGAGGAAGCCAGAGGGCTGTC	Upstream_CTCF	3
chr1	209819996	209820146	id-8653	4.68e-07	+	CCTCTGCATGTGGATGCAGCCACCAGGAGGCAGGC	V_CTCF_BR	40
chr1	209826055	209826205	id-8654	9.81e-06	+	ACTCAGCATTTTCCCAAAGCCAGCAGGGGTCAGCT	V_CTCF_BR	8
chr1	209848916	209849066	id-8655	2.43e-06	-	CTCTCGGAGGCGGGAATGACCTGCAGGAGGAGCAG	V_CTCF_BR	20
chr1	209849300	209849450	id-8656	1	+	NA	NONE	3
chr1	209866364	209866514	id-8657	1.67e-07	-	GAATTTTAACATGCTTCTGCCAGCAGAGGGAGCCC	V_CTCF_BR	40
chr1	209898708	209898858	id-8658	3.4e-06	-	ATTGGACTATCAGGAAACTCCACCTGGAGGAGGTA	Upstream_CTCF	10
chr1	209921194	209921344	id-8659	1	+	NA	NONE	8
chr1	209943492	209943642	id-8660	1	+	NA	NONE	8
chr1	209965641	209965791	id-8661	1.06e-05	-	ATTGCAGTGTGGGCAACTGCAGCCCGGAGGCAGTG	Upstream_CTCF	2
chr1	209971470	209971620	id-8662	6.84e-06	-	CCCCCTAGTGTCTGCTCAGCCACCTGGGGCAGCAG	V_CTCF_BR	34
chr1	209978898	209979048	id-8663	8.71e-06	+	CCAGCCGCAAGTTGGTAAGACTGAAGGGGGCGCGG	V_CTCF_BR	9
chr1	209996552	209996702	id-8664	2.41e-08	+	ATGTAGTTATACCAACGTCCCACTAGAGGGAGCAA	UpstreamP1_CTCF	40
chr1	210001148	210001298	id-8665	7.11e-06	+	CCCGTGCTTTCAAAGAGCTGCGGTAGGGGGCAGAA	Upstream_CTCF	39
chr1	210001585	210001735	id-8666	1.63e-05	-	CGTGAAGCACTCCATCTCCCGGCGGGATGGCGCCA	Upstream_CTCF	13
chr1	210010066	210010216	id-8667	4.5e-06	-	AAAGCTGGCCCAGAATAGGCCACTAGGGGAGAAAC	Upstream_CTCF	19
chr1	210023866	210024016	id-8668	2.19e-05	+	CTTGGGTGTACACCACCCCCCACCACAGGGCGGCA	UpstreamP1_CTCF	40
chr1	210033758	210033908	id-8669	1.55e-07	+	GGGCGCTTATGCGTTAGGAACACCAGGTGGCGCTG	UpstreamP1_CTCF	39
chr1	210049001	210049151	id-8670	1.64e-06	+	GTTTCACTTTCCTCCTTCTCCAAAAGGTGGCATCA	Upstream_CTCF	37
chr1	210057031	210057181	id-8671	2.29e-05	-	ATGCTGTAGCCACTGCAAACCACTGGGTGAGCATC	UpstreamP1_CTCF	28
chr1	210059603	210059753	id-8672	5.72e-07	+	CAGCATTCCTGGTCTTTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	28
chr1	210073435	210073585	id-8673	5.01e-06	+	AGCTCTGTGTTGGGCTCTGCCAATAGGGGGTGCTA	V_CTCF_BR	40
chr1	210111844	210111994	id-8674	4.7e-08	-	CGACCTCCACTCCGCGCGGCCGGCAGGAGGCGGCG	V_CTCF_BR	24
chr1	210163048	210163198	id-8675	1	+	NA	NONE	20
chr1	210198461	210198611	id-8676	2.11e-08	-	CAGCTTTGCCAAGGGGCAACCACCAGGTGGAGACG	UpstreamP1_CTCF	28
chr1	210199343	210199493	id-8677	1.63e-05	+	TTTGTTGATCATGTTTTCTCCTCTAGGTGGCCATA	Upstream_CTCF	18
chr1	210316933	210317083	id-8678	4.7e-06	+	ATATTTTGGAGAAACTGGGTCGGCAGGGGGCAGCA	V_CTCF_BR	38
chr1	210358536	210358686	id-8679	3.67e-07	-	CTGTAATTGGGGTAGACTGACACTGGATGGCGGTG	UpstreamP1_CTCF	3
chr1	210373558	210373708	id-8680	1	+	NA	NONE	12
chr1	210413280	210413430	id-8681	2.46e-06	+	ATGCTACTTCCCTGTGTGTCCACATGGGGGTGGTT	UpstreamP1_CTCF	39
chr1	210420460	210420610	id-8682	1	+	NA	NONE	9
chr1	210424580	210424730	id-8683	7.27e-06	-	AGTCGCTAGGGCTGCCCGCCCTCCAGGTGCCAGGG	V_CTCF_BR	3
chr1	210431505	210431655	id-8684	1	+	NA	NONE	10
chr1	210435521	210435671	id-8685	7.27e-06	-	CCCCAGGCAGCTGGAGCTGCCAGGAGGGGCAGACC	V_CTCF_BR	5
chr1	210438434	210438584	id-8686	1	+	NA	NONE	34
chr1	210465944	210466094	id-8687	1.39e-07	+	TAGGCGGGGCACAGGTGTCCCAGGAGGGGGCGCCC	V_CTCF_BR	34
chr1	210468843	210468993	id-8688	6.15e-05	-	CCAGATGTGCCCGATTTCAACAGTAAGAGGAGCCA	Upstream_CTCF	4
chr1	210484550	210484700	id-8689	4.98e-09	-	CTGCAGGGGTGAAGAGACACCACTAGGTGGCTGCA	UpstreamP1_CTCF	40
chr1	210502038	210502188	id-8690	8.97e-05	-	ACCGCGTTTGCCCCGCCGGCGGCCCGGGGCCCCTA	Upstream_CTCF	23
chr1	210534259	210534409	id-8691	1.1e-05	+	GCTATGGGGTTCCTTTCTCCCACTAGAGGGAGATA	V_CTCF_BR	40
chr1	210547817	210547967	id-8692	2.18e-07	+	CCGGGTGCCTTTGGTGCTACCACTAGGGGGCGAAG	V_CTCF_BR	40
chr1	210574051	210574201	id-8693	7.54e-08	-	TTGTAGCAACCCTGTACGGCCACTATGGGGAGCCC	UpstreamP1_CTCF	39
chr1	210580672	210580822	id-8694	9.55e-09	+	GCAGGAGAATGACGCTGCACCACCAGGGGGCAGCA	V_CTCF_BR	40
chr1	210589458	210589608	id-8695	1.31e-05	+	GCCGTGTAGCTCTCTCTTTCCCGCTGGGGGCAGTG	V_CTCF_BR	12
chr1	210621753	210621903	id-8696	2.6e-07	+	GTAGACATACTAGAAGGGGCCAGGAGGTGGCAGTA	V_CTCF_BR	40
chr1	210650987	210651137	id-8697	3.81e-05	+	AAATATACATCGTGGGTATCCTACAGGTGGCGCCT	V_CTCF_BR	11
chr1	210757818	210757968	id-8698	1.59e-06	+	TACACCAATGACCAAGCAGCCTCTGGGGGGCAGCA	V_CTCF_BR	39
chr1	210855511	210855661	id-8699	1	+	NA	NONE	0
chr1	210870102	210870252	id-8700	1	+	NA	NONE	5
chr1	210870666	210870816	id-8701	3.4e-06	-	AGGCCTGGAGCCCAGTCCCCCTGCAGGAGGCAGCA	V_CTCF_BR	6
chr1	210885284	210885434	id-8702	8.02e-08	+	CTGCTCAGGGCCACATCGGCCACCAGGTGGAATCA	UpstreamP1_CTCF	18
chr1	210895823	210895973	id-8703	1.64e-06	-	GAGCCATACAGAGGCAGGAGCAGTAGAGGGCAGGA	UpstreamP1_CTCF	2
chr1	210916461	210916611	id-8704	1	+	NA	NONE	8
chr1	210929578	210929728	id-8705	1	+	NA	NONE	4
chr1	211123411	211123561	id-8706	1.12e-08	-	CTTGCCCTCCCCTGCCTGGGCACTAGGTGGCACTC	Upstream_CTCF	40
chr1	211183415	211183565	id-8707	1	+	NA	NONE	11
chr1	211291910	211292060	id-8708	1.43e-05	-	TCAGTTGGAGAAACTTTACACAGTAGGGGGAGGAA	Upstream_CTCF	11
chr1	211307604	211307754	id-8709	2.4e-05	-	ACACATTTCCCGGCTGAACCCAGAGGGTGGCGCTG	V_CTCF_BR	37
chr1	211308804	211308954	id-8710	1.72e-06	-	TTTGTAATAGAACAAAGAACCACTAGACGGAGCTA	Upstream_CTCF	40
chr1	211431732	211431882	id-8711	1.11e-05	-	CCTGCGGTCTCCGCTTGGAGCGCTGGGGGAGAGGG	Upstream_CTCF	32
chr1	211432341	211432491	id-8712	5.08e-05	-	GAGCGCGGGCGGGAGATGCACACGAGGGAGCGGGA	UpstreamP1_CTCF	40
chr1	211432909	211433059	id-8713	1.1e-05	+	GGCAGCGGCGCCTCGTCCACCAACGGCGGGCTGCA	V_CTCF_BR	17
chr1	211433660	211433810	id-8714	1.39e-05	+	TCCCTTCGGAGGCCACTTGCCCGCTGGGGGCATCG	V_CTCF_BR	4
chr1	211492023	211492173	id-8715	2.28e-05	+	GAAGCCAGAGGAGGAGCTACCAGCAGATGGGGATA	Upstream_CTCF	7
chr1	211496904	211497054	id-8716	1.21e-05	+	AATGCATCCATCTACTATTCCAGTAGGCGGCGTCC	Upstream_CTCF	40
chr1	211508675	211508825	id-8717	1	+	NA	NONE	0
chr1	211526345	211526495	id-8718	7.8e-08	-	CAACAGTGACAACCTCCTGCCACTAGGGGGCTCCG	V_CTCF_BR	39
chr1	211589635	211589785	id-8719	1.31e-05	+	CCCGGCAGCTACGGGCCCAGCGCCTGTTGGCGGCG	V_CTCF_BR	27
chr1	211590120	211590270	id-8720	1.11e-05	+	GCTGCGCTGCGGCCACCTTCCTGCTGGGGACCCTG	Upstream_CTCF	4
chr1	211643515	211643665	id-8721	7.61e-08	+	CTGGCTGAGCCGCCCGTGACCACCAGGGGGCCTTC	Upstream_CTCF	40
chr1	211649666	211649816	id-8722	8.81e-07	-	CCCAGCTCAATACCACTAGCCACTAGAGGGCGTGG	V_CTCF_BR	40
chr1	211664339	211664489	id-8723	7.73e-06	+	TTCTGAGGCAGAGGTGCAGCCAGGAGAGGGCGTGT	V_CTCF_BR	3
chr1	211677048	211677198	id-8724	1	+	NA	NONE	0
chr1	211687425	211687575	id-8725	2.27e-06	-	AGGTACATTCTGTCCCTCACCACAAGATGTCGCCG	V_CTCF_BR	40
chr1	211688865	211689015	id-8726	3.42e-08	+	GGTGCGCCGCCGCCCACAATCAGCAGGGGGCGCCC	V_CTCF_BR	40
chr1	211690405	211690555	id-8727	1	+	NA	NONE	17
chr1	211694094	211694244	id-8728	1	+	NA	NONE	24
chr1	211741288	211741438	id-8729	1	+	NA	NONE	4
chr1	211751234	211751384	id-8730	3.45e-05	+	CTGGGCACCCCAAACCCAACCACCTGCGGCAGCGA	V_CTCF_BR	37
chr1	211752082	211752232	id-8731	5.96e-07	-	GGAGCTGCGCGGCGCGGCGCCGCCGGCTGGCGGAG	V_CTCF_BR	4
chr1	211761281	211761431	id-8732	2.96e-05	+	GAAAGGATTCTCCCCTATGCCTCTGGAGGGAGCAG	V_CTCF_BR	1
chr1	211798529	211798679	id-8733	1	+	NA	NONE	40
chr1	211800799	211800949	id-8734	4.65e-05	+	GGACTGTTCTGGGGCATCTGCTGAAGGGGGCGATG	V_CTCF_BR	6
chr1	211802220	211802370	id-8735	1	+	NA	NONE	1
chr1	211803574	211803724	id-8736	8.56e-05	+	GTGTTCCTGCAGATAGAGGGCTCCAGGCGCCCTCC	UpstreamP1_CTCF	20
chr1	211804667	211804817	id-8737	3.88e-06	+	GGCAGGGTCTCTGGCCCCATCAGGAGAGGGAGCTG	V_CTCF_BR	0
chr1	211810399	211810549	id-8738	4.7e-06	+	TGCACTATCTGGGACAGGGGCTCTAGGGGGAGGCA	V_CTCF_BR	0
chr1	211817463	211817613	id-8739	1.71e-06	-	GAGACCAGGCAGCCGTCAACCCCCAGATGGCGGCT	V_CTCF_BR	10
chr1	211822471	211822621	id-8740	1.64e-05	-	CTTATTTTACCATGGGGACCCAGTGGAGGGCAGTA	V_CTCF_BR	32
chr1	211828656	211828806	id-8741	3.41e-07	-	ACTGTCCTGGCCGACAGAACCGCAAGGTGGCGCCA	Upstream_CTCF	40
chr1	211854154	211854304	id-8742	1.93e-05	+	TTTATGTTGCATTAAAGACCCACTAGAGGGCTGTA	V_CTCF_BR	40
chr1	211871931	211872081	id-8743	1.91e-08	+	GCTGCCATGCTGCCTGTAACCAGGTGGGGGCGCCC	Upstream_CTCF	40
chr1	211895875	211896025	id-8744	1.24e-05	-	GGTAGGGGGAGCAGCTGCACCTGCAGTGGGAGAGA	V_CTCF_BR	0
chr1	211914582	211914732	id-8745	9.25e-06	+	CTACTTGGACAAGCCCTTAACACTTGATGGCGCCA	V_CTCF_BR	14
chr1	211993419	211993569	id-8746	1	+	NA	NONE	21
chr1	212002749	212002899	id-8747	1	+	NA	NONE	29
chr1	212004133	212004283	id-8748	1	+	NA	NONE	40
chr1	212034894	212035044	id-8749	1.48e-06	+	CTGTTGTTCCACATTCTCACCAGCATTTGGTGCTG	UpstreamP1_CTCF	25
chr1	212118173	212118323	id-8750	1.99e-07	-	CCATTGCTGTCCAGAATAACCAGCAGCTGGCGCTA	V_CTCF_BR	37
chr1	212185409	212185559	id-8751	2.4e-09	+	CTTCAGTTCACCACAGTTGCCACTAGGGGACACTG	UpstreamP1_CTCF	40
chr1	212208554	212208704	id-8752	4.68e-07	+	TCTTCTCCCAAAGCAACCACCACCTGGTGGCGCCA	V_CTCF_BR	34
chr1	212236310	212236460	id-8753	3.31e-06	+	TAGTGATTTCATCTGATTACCACCAGGGGGCATGT	UpstreamP1_CTCF	40
chr1	212244171	212244321	id-8754	2.27e-06	+	CATACCAGCCTTTCTTAGACCAGCAGAGGGCAATA	V_CTCF_BR	40
chr1	212246945	212247095	id-8755	1	+	NA	NONE	7
chr1	212284123	212284273	id-8756	4.31e-07	+	AGAAGACAGCAAGGGGTGGCCAACAGAGGGAGGTC	V_CTCF_BR	28
chr1	212311834	212311984	id-8757	1.1e-05	+	TTCCAAAGGGACAATGCTTCCACCAGGAGGAGGTA	V_CTCF_BR	7
chr1	212395163	212395313	id-8758	1	+	NA	NONE	6
chr1	212434878	212435028	id-8759	1	+	NA	NONE	13
chr1	212442788	212442938	id-8760	1	+	NA	NONE	22
chr1	212458129	212458279	id-8761	5.92e-05	-	AGGGCTGGGGCGCGAAAGAGCGCCAGGTGTTACAC	Upstream_CTCF	35
chr1	212464964	212465114	id-8762	5.92e-05	-	TCAGGAAAGCAGCTAATAAGCTATAGGGGGCAGCA	Upstream_CTCF	40
chr1	212467051	212467201	id-8763	1	+	NA	NONE	36
chr1	212482785	212482935	id-8764	1.73e-05	-	AGAAGTAAAGAAGGGCTTTTCACAAGATGGCGCCG	V_CTCF_BR	3
chr1	212489283	212489433	id-8765	2.27e-06	-	AAGAAAGACCAGGAAATGGCCAGTTGGTGGAGCCA	V_CTCF_BR	38
chr1	212541442	212541592	id-8766	2.02e-06	-	AGTCACTGCAGCTGTTTCAGCACTAGAGGGCAGTC	UpstreamP1_CTCF	40
chr1	212554796	212554946	id-8767	9.25e-06	-	TGAGGGCAGAGATGAGGCTCCAGCAGGGGGAGTGG	V_CTCF_BR	11
chr1	212588268	212588418	id-8768	1	+	NA	NONE	23
chr1	212617536	212617686	id-8769	2.53e-05	-	GCAGAGTAACCAGGAGCTTGCACGTGGGGGCGCTC	V_CTCF_BR	0
chr1	212625344	212625494	id-8770	1	+	NA	NONE	3
chr1	212625959	212626109	id-8771	1	+	NA	NONE	3
chr1	212629327	212629477	id-8772	1.38e-09	-	GGAGAGTTCCCGGAATTGACCACCAGGGGGCACTG	V_CTCF_BR	40
chr1	212631214	212631364	id-8773	5.51e-07	+	TGCTTCCTATCGGATTCAGCCAGTAGGGGGTGCTA	V_CTCF_BR	40
chr1	212637841	212637991	id-8774	1	+	NA	NONE	0
chr1	212650597	212650747	id-8775	1.1e-05	+	CCCGGCTTCTGGACTCTGGCCACTAGAGAGCAGTA	V_CTCF_BR	40
chr1	212687026	212687176	id-8776	1	+	NA	NONE	1
chr1	212687497	212687647	id-8777	6.84e-06	+	GAAGGCAGGAGGAGGACTTCCTGTGGAGGGCGCAG	V_CTCF_BR	19
chr1	212732746	212732896	id-8778	1	+	NA	NONE	15
chr1	212761596	212761746	id-8779	1	+	NA	NONE	11
chr1	212765186	212765336	id-8780	1	+	NA	NONE	3
chr1	212767436	212767586	id-8781	3.5e-05	+	GAGCAGCTGGCCAGCAGCCCCTGCAGATGAGGCCT	UpstreamP1_CTCF	0
chr1	212769308	212769458	id-8782	1	+	NA	NONE	40
chr1	212782765	212782915	id-8783	3.36e-07	+	GGAGGCGTCCCGGGCGCGGCCGCTGGGGGTCGCCC	V_CTCF_BR	39
chr1	212787049	212787199	id-8784	2.27e-05	+	GGAGGAGGGGAAATGGCCACCACTGGAGGGAGTAC	V_CTCF_BR	13
chr1	212803489	212803639	id-8785	1.46e-07	-	CTGCAGTAACAGCACAGGGCCACCAGAGGCTCTAT	UpstreamP1_CTCF	40
chr1	212809396	212809546	id-8786	2.27e-05	-	TGGCCCCACGGTGACAGCACACCCAGGTGGCACTC	V_CTCF_BR	1
chr1	212838680	212838830	id-8787	2.19e-08	+	AAGGCAGACCTGCCAGCAGCCACGAGATGGCGCTG	V_CTCF_BR	40
chr1	212842603	212842753	id-8788	1	+	NA	NONE	36
chr1	212850573	212850723	id-8789	2.15e-05	-	CAGTTGCTTACCTGAGCACCCAGATGCTGGCGCTG	V_CTCF_BR	2
chr1	212872696	212872846	id-8790	3.09e-07	+	CGGCGCCCTCGGGCTTCTTCCCCCAGAGGGCGCAG	V_CTCF_BR	39
chr1	212874518	212874668	id-8791	1	+	NA	NONE	34
chr1	212875382	212875532	id-8792	3.81e-05	+	TTGCACCACTGCACTCCAGCCTCCAGGGCAACAGA	UpstreamP1_CTCF	19
chr1	212891971	212892121	id-8793	1	+	NA	NONE	34
chr1	212923290	212923440	id-8794	1.09e-07	+	TTTCACTTTTTCAAAGGGTCCACTAGAGGGCAGTA	UpstreamP1_CTCF	40
chr1	212933604	212933754	id-8795	1.19e-06	-	GAATGAGGCTATTCCTGGGCCCCTAGATGGCGCTC	V_CTCF_BR	38
chr1	212955894	212956044	id-8796	8.79e-07	-	GTGCCACTTCTTAGTATATGCAGCAGGTGGCAGTA	UpstreamP1_CTCF	40
chr1	212988461	212988611	id-8797	3.88e-06	+	CCATTACAAAATCGAATCAACTGCAGGGGGCAGCA	V_CTCF_BR	37
chr1	213031038	213031188	id-8798	2.58e-05	+	AGTGCACCAACAGCCCCTACCTTTAGTGGGCACAT	Upstream_CTCF	18
chr1	213088749	213088899	id-8799	1.5e-05	-	GCAACAGTTCATGAAATGACCAGTAGAGAGGGTGA	Upstream_CTCF	39
chr1	213090161	213090311	id-8800	1.47e-05	-	CCCGGCCCTTGCGGGGGCGCCCGTGGGTGGCTGAA	V_CTCF_BR	13
chr1	213094380	213094530	id-8801	9.11e-08	+	ACTGTTGTTCACTTTATGGCCACTGGAGGACAGTA	Upstream_CTCF	39
chr1	213124211	213124361	id-8802	3.16e-06	+	CTGCTGCAGCGCCCTCGCGCCAGCTCTGGGCGCTC	UpstreamP1_CTCF	22
chr1	213141250	213141400	id-8803	7.44e-05	+	GAGGCATACATCATCACCACCACTAGGGGACTGCT	Upstream_CTCF	40
chr1	213144488	213144638	id-8804	1.15e-06	-	ACAGCATCATTTGCAATAGCCAGAAGGTGGAAACA	Upstream_CTCF	0
chr1	213153431	213153581	id-8805	1	+	NA	NONE	23
chr1	213168941	213169091	id-8806	4.5e-05	-	TTGTCATGCTGACAGAAGTTCACTTGGTGGCAGGA	UpstreamP1_CTCF	40
chr1	213190993	213191143	id-8807	1	+	NA	NONE	1
chr1	213224897	213225047	id-8808	1.61e-05	-	CTCCGACACCCAAGTCCCGCCAGTAGGAGCAGCAC	UpstreamP1_CTCF	32
chr1	213234722	213234872	id-8809	8.33e-05	-	CCCGCTCTTCCCTGCAGAGCCACAGGTGGCACTGG	Upstream_CTCF	21
chr1	213243811	213243961	id-8810	1	+	NA	NONE	38
chr1	213295963	213296113	id-8811	1	+	NA	NONE	37
chr1	213305290	213305440	id-8812	7.73e-06	+	AGAACATTTCATAATGTTACCACTTGATGGCACCA	V_CTCF_BR	14
chr1	213309042	213309192	id-8813	1	+	NA	NONE	10
chr1	213315929	213316079	id-8814	4.23e-06	+	TTGAAGTTTGGGCTGCCATCCGGTAGATGGCGATT	UpstreamP1_CTCF	2
chr1	213418044	213418194	id-8815	1.3e-07	+	TTACAATTCTCTTAGTTGACCAGCAGGTGGCAGTC	UpstreamP1_CTCF	39
chr1	213459702	213459852	id-8816	2.11e-06	-	CAAATTGTCCCACCTGTGGCCAGTAGGAGGCTCTG	V_CTCF_BR	37
chr1	213474336	213474486	id-8817	1	+	NA	NONE	0
chr1	213547754	213547904	id-8818	1.03e-06	+	AGGGGGATTCATTAGGCCACCACTAGGGGGTGCGC	V_CTCF_BR	40
chr1	213592899	213593049	id-8819	1	+	NA	NONE	12
chr1	213737671	213737821	id-8820	2.27e-06	+	GGCTTAGTGTTAGGTTCTGCCAATAGAGGGCACAA	V_CTCF_BR	33
chr1	213843692	213843842	id-8821	3.73e-06	+	AGAGCAGCTCCACAGGTGAGCAACAGAGACAGCTA	Upstream_CTCF	1
chr1	214032115	214032265	id-8822	1	+	NA	NONE	10
chr1	214105270	214105420	id-8823	3.71e-05	+	GTTGTCATCTTTCCAAAGGCCACACGGGGCACCCC	Upstream_CTCF	17
chr1	214150981	214151131	id-8824	1	+	NA	NONE	2
chr1	214153150	214153300	id-8825	1	+	NA	NONE	5
chr1	214156315	214156465	id-8826	3.88e-06	-	GGCTGCCGCGGCGCCGCGCTCCGCAGAGGGCGCGC	V_CTCF_BR	6
chr1	214161313	214161463	id-8827	1	+	NA	NONE	28
chr1	214163007	214163157	id-8828	1	+	NA	NONE	2
chr1	214167440	214167590	id-8829	1	+	NA	NONE	3
chr1	214260386	214260536	id-8830	1.21e-05	-	CAGGCATCTTCTCCACAAGGCAGCAGAGGGAGTGT	Upstream_CTCF	12
chr1	214274733	214274883	id-8831	1	+	NA	NONE	2
chr1	214296625	214296775	id-8832	1.97e-06	-	ATTACACTCCGCTTAGTTACCACCAGATGTCAGCA	V_CTCF_BR	39
chr1	214386748	214386898	id-8833	8.64e-05	-	TCTGGAGCCCTCTTTATTACCTCCTGCTGGAATAA	Upstream_CTCF	6
chr1	214387388	214387538	id-8834	1.64e-07	+	AGAGTATTTTGTGCTATGGCCAGTAGATGGCAGAA	Upstream_CTCF	40
chr1	214403255	214403405	id-8835	1.55e-05	+	AGGATCATCCCTGAAAGATCCGGCAGAGGGCAAGC	V_CTCF_BR	10
chr1	214417745	214417895	id-8836	1	+	NA	NONE	1
chr1	214434959	214435109	id-8837	1.67e-07	+	GCGGCCTTGGCCTGACACGCCTCTAGAGGGCAGCA	V_CTCF_BR	40
chr1	214444966	214445116	id-8838	3e-06	+	GCCCAGCCCCCTCCTTCAGCCACTAGATGACACTG	UpstreamP1_CTCF	17
chr1	214454005	214454155	id-8839	1	+	NA	NONE	14
chr1	214491201	214491351	id-8840	2.29e-05	-	AAGCTACTCAAGGACTCCACCACTAGGGCTCTCCA	UpstreamP1_CTCF	26
chr1	214493395	214493545	id-8841	5.17e-06	+	AAGGAAATACTATAAATGGCCAGTAGTGGGAGTTT	Upstream_CTCF	34
chr1	214502280	214502430	id-8842	1.3e-07	-	GTGCAACATGCGGAAGCTTCCAGAAGATGGCGACA	UpstreamP1_CTCF	40
chr1	214505288	214505438	id-8843	5.67e-06	-	CTCGCAGATCTCCAGCAGCTCACTAGGGGGTGCTG	Upstream_CTCF	40
chr1	214506383	214506533	id-8844	3.33e-09	+	CCCACTGTGCCCTGATTAGCCAGCAGGGGGAGCCC	V_CTCF_BR	40
chr1	214506907	214507057	id-8845	1.56e-06	-	GATGTTCTTTCCCCATTGTCCAGCAGGGGCTTTAG	Upstream_CTCF	38
chr1	214510405	214510555	id-8846	1	+	NA	NONE	2
chr1	214515391	214515541	id-8847	1	+	NA	NONE	18
chr1	214516051	214516201	id-8848	6.43e-06	+	TACATAAAGCTTTGGGTCACCAGCAGGGGGTTGAG	V_CTCF_BR	16
chr1	214522460	214522610	id-8849	7.11e-06	+	CTTGCAAGGTGGCAAGCGGCCACCACAGGGGGCGA	Upstream_CTCF	7
chr1	214562068	214562218	id-8850	1.55e-05	+	CAAACCAAGAAACCCAAATCCAGCAGGGGTCACAC	V_CTCF_BR	40
chr1	214622000	214622150	id-8851	1.38e-06	-	CAGGTAGCCCATGTGGTATCCTGTAGAGGGAGCCA	V_CTCF_BR	13
chr1	214625880	214626030	id-8852	6.9e-05	-	CATAATCTGCCAAGAACAGCCACCAGGGGCTCCTG	Upstream_CTCF	34
chr1	214644630	214644780	id-8853	2.72e-06	+	ATGCAAGTACTGGCTTTAACCAGAGAGGGGCAGAA	UpstreamP1_CTCF	16
chr1	214678532	214678682	id-8854	1.64e-05	+	ACCTACATTCAATGGGTGACCAGCAGGAGGAGAAC	V_CTCF_BR	18
chr1	214723425	214723575	id-8855	8.97e-05	+	ACCGGCCTTCAAGTTTCCTCCACTAGGCTGCAGAC	Upstream_CTCF	35
chr1	214725217	214725367	id-8856	2.97e-06	-	AGTGTGCGACTTCTCCGGGCCTGCAGAAGGAGCTC	V_CTCF_BR	36
chr1	214758617	214758767	id-8857	2.8e-05	-	AAAGCTTTTTCTATTCCTACCACTAGGTGATTCTC	Upstream_CTCF	40
chr1	214764174	214764324	id-8858	1.93e-05	+	CTAGGCTCAAGTAATCCTCCCACCTGGTGGCTGTC	V_CTCF_BR	26
chr1	214776349	214776499	id-8859	1	+	NA	NONE	39
chr1	214801608	214801758	id-8860	1.3e-09	+	ATTGCAGTTTGAAGGAGTGCCAGTAGAGGGCGCCA	Upstream_CTCF	39
chr1	214808517	214808667	id-8861	1	+	NA	NONE	2
chr1	214811199	214811349	id-8862	1.3e-07	-	TTGATGTTCTTGAGTTCTGCCTCCAGGTGGCAGAC	UpstreamP1_CTCF	40
chr1	214832276	214832426	id-8863	7.27e-06	+	TGCAGAGTCCTCCAAACCAACAGCTGGTGGCAGCA	V_CTCF_BR	38
chr1	214834378	214834528	id-8864	1	+	NA	NONE	35
chr1	214892679	214892829	id-8865	1.23e-05	-	CTGCATATCTGCTATCTGGCCAGTAGGGCTATCTG	UpstreamP1_CTCF	30
chr1	214965445	214965595	id-8866	1	+	NA	NONE	5
chr1	214982316	214982466	id-8867	2.6e-06	+	CACTGGTCTCATGGATTAACCAATAGGTGGCACCA	V_CTCF_BR	37
chr1	214990079	214990229	id-8868	1	+	NA	NONE	23
chr1	214996694	214996844	id-8869	1	+	NA	NONE	12
chr1	215008938	215009088	id-8870	2.11e-06	-	CACAGGTCATGGGGTGTCACCAGAGGGTGGCACAA	V_CTCF_BR	2
chr1	215126144	215126294	id-8871	1	+	NA	NONE	16
chr1	215139867	215140017	id-8872	7.46e-06	-	CAGCACTAACAATAGCAGCCTGGCAGGAGGAGCTA	UpstreamP1_CTCF	5
chr1	215249782	215249932	id-8873	3.4e-06	-	AGAGGTTCATGTGAGTAAGCCTGCAGGTGGAGCTC	V_CTCF_BR	39
chr1	215255966	215256116	id-8874	2.11e-06	+	AGCAAGCCCTGGCGGTGAGACAGGAGGGGGAGGAG	V_CTCF_BR	17
chr1	215319711	215319861	id-8875	5.41e-07	-	CTGCAGTTCAAACAGTATTTCACAAGATGGCTCCC	UpstreamP1_CTCF	40
chr1	215354980	215355130	id-8876	1.9e-06	+	TATGCTGTCAACTTATAAGCCAGTAGATGGCACTT	Upstream_CTCF	27
chr1	215443425	215443575	id-8877	8.89e-06	-	TCTGCTTTGTTAGGCTCTGCCAGTGAGGGGCACTA	Upstream_CTCF	24
chr1	215513553	215513703	id-8878	2.73e-07	-	GCTGCAGTGTTCCAGTGTGACTGCAGAGGGGAGAG	Upstream_CTCF	14
chr1	215691046	215691196	id-8879	5.63e-06	-	CAGCATCCTTGGTCTCCACCCACTAGATGCCAGTA	UpstreamP1_CTCF	35
chr1	215696953	215697103	id-8880	1	+	NA	NONE	22
chr1	215700013	215700163	id-8881	3.2e-08	-	AGTGAATTTCTCAATTTGACCACTAGATGGAAGCA	Upstream_CTCF	39
chr1	215741172	215741322	id-8882	2.12e-06	+	CTGGAGGGGAACGTGGGGGCCTCCAGGCGGCAAGA	UpstreamP1_CTCF	17
chr1	215755344	215755494	id-8883	1.73e-05	-	ATCTAAAGTGGAATATAAGCCCCAAGGGGGCAGCA	V_CTCF_BR	8
chr1	215780039	215780189	id-8884	2.43e-06	-	ATTACATATGTGTTAATATCCACCAGGTGGCAGAA	V_CTCF_BR	31
chr1	215810819	215810969	id-8885	1	+	NA	NONE	10
chr1	215845933	215846083	id-8886	5.34e-06	+	GACTATTTCTTCTTACTGACCAGCTGGGGGTGCTG	V_CTCF_BR	24
chr1	215850595	215850745	id-8887	1.47e-05	-	TAAACACGAATAGAAATAACCAGTAGAGGGAGATA	V_CTCF_BR	12
chr1	215855689	215855839	id-8888	2.15e-05	+	AGCTGAGAATTCCATTCAGCCCCTAGATGGCAATA	V_CTCF_BR	26
chr1	215883819	215883969	id-8889	5.51e-07	+	GCGTGGTAAGTAAACATACCCAGTAGAGGGCGCTC	V_CTCF_BR	40
chr1	215966738	215966888	id-8890	3.4e-06	+	AAATTCACACTTGTCTTCACCAGTAGATGGCTCTG	V_CTCF_BR	37
chr1	215997672	215997822	id-8891	3e-06	+	GGTCACTGCCTCCTTTTTGGCACTAGATGGTGCCT	UpstreamP1_CTCF	35
chr1	216037283	216037433	id-8892	1	+	NA	NONE	5
chr1	216061615	216061765	id-8893	2.96e-05	+	AACAAATGCGTTTGTTTAGTCAGTAGATGGCTCTG	V_CTCF_BR	23
chr1	216085120	216085270	id-8894	1	+	NA	NONE	15
chr1	216145442	216145592	id-8895	1.04e-05	+	GGCCTTCTATTGGGTTTTGCCAGTGGGAGGCACTG	V_CTCF_BR	2
chr1	216166086	216166236	id-8896	4.14e-05	+	ATGCAGTACACAAAAACTATCAAAAGGGAGCACTT	UpstreamP1_CTCF	37
chr1	216174387	216174537	id-8897	1.04e-05	+	ACTCCTTGCTGTCACCCCAGCACAAGATGGAGCTA	V_CTCF_BR	11
chr1	216208013	216208163	id-8898	4.03e-06	+	TACCACTGACTGCCAGAAACCACTGGAGGGCGGGA	UpstreamP1_CTCF	28
chr1	216285308	216285458	id-8899	7.17e-05	+	TTTTCTTTTTACTTGACTGCCATTAGGTGGTGCTA	Upstream_CTCF	29
chr1	216293062	216293212	id-8900	3.88e-06	-	ATATCAACATTGCCTGCTACCAACAGATGGCACTG	V_CTCF_BR	39
chr1	216349153	216349303	id-8901	6.43e-06	-	CAGCCAAGGGAAGTTCTACGCAGAAGGGGGCAGCC	V_CTCF_BR	9
chr1	216367528	216367678	id-8902	1	+	NA	NONE	30
chr1	216394613	216394763	id-8903	8.21e-06	-	AATCGGGGAAAACCAAACTCCTCTAGAGGGCACTG	V_CTCF_BR	40
chr1	216480289	216480439	id-8904	5.34e-06	+	TGTGTTGGTTGGCCTTCAGACAGGAGGTGGCGCTT	V_CTCF_BR	14
chr1	216484215	216484365	id-8905	8.64e-05	+	AAATTGCTTCCTCTAGGGAGCTATAGGGGGCGCTT	Upstream_CTCF	37
chr1	216692670	216692820	id-8906	1	+	NA	NONE	3
chr1	216735851	216736001	id-8907	9.78e-07	-	CGGCACCCATGGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	27
chr1	216740268	216740418	id-8908	1.39e-05	-	CACTTCTAATTCAGATTCTCCAGGAGGGGTCACTG	V_CTCF_BR	36
chr1	216769725	216769875	id-8909	1	+	NA	NONE	6
chr1	216774590	216774740	id-8910	1.5e-05	+	CAGGGACTTCCTGGGAGCCACCGCGGAGGGCGCTG	Upstream_CTCF	37
chr1	216800732	216800882	id-8911	3.11e-05	-	TACTGTAAAAATCAGCATTCCACTAGATGGAGCAG	V_CTCF_BR	10
chr1	216843546	216843696	id-8912	4.68e-05	-	CTGAATTGTATGACTCCTTCCTGAAGCAGGCAGTG	UpstreamP1_CTCF	17
chr1	216895387	216895537	id-8913	1.08e-05	-	GTGCATTATAGGTAGATGTCCACTAGCTGTCCTTA	UpstreamP1_CTCF	6
chr1	216899884	216900034	id-8914	5.92e-05	+	TATACACTTCACAATCTTACCACAAGGAGTCTACC	Upstream_CTCF	17
chr1	216916099	216916249	id-8915	3.4e-06	-	AATTGTCTGGGAGAGTCCAACACCAGAGGGCGATG	V_CTCF_BR	36
chr1	216923482	216923632	id-8916	8.71e-06	+	TTCTGCAGTTCTCCTGTGAACAATAGAGGGCACTG	V_CTCF_BR	39
chr1	216966783	216966933	id-8917	6.43e-06	+	CTGAGACCTCCAGCTACAGCCACATGAGGGAGCCT	V_CTCF_BR	18
chr1	217005655	217005805	id-8918	3.36e-05	+	TAGTCTTGGCCAGGTTTCTCCGGTAGGTGGAGAAC	UpstreamP1_CTCF	8
chr1	217056937	217057087	id-8919	6.9e-05	+	CCTGCAGTATAAGGTTTCATCAGAGGCAGGTAGAA	Upstream_CTCF	2
chr1	217118330	217118480	id-8920	1	+	NA	NONE	9
chr1	217134969	217135119	id-8921	1	+	NA	NONE	4
chr1	217221791	217221941	id-8922	1.21e-06	+	GGTGCTATTCCTGCAGAGGGCAGCAGTGAGGACCC	Upstream_CTCF	34
chr1	217326818	217326968	id-8923	7.12e-06	-	CTGGAATGCTGGGCAACTTGCACCAGGAGTAGACA	UpstreamP1_CTCF	3
chr1	217485243	217485393	id-8924	4.43e-05	-	CTGGATGGGTTTTGGGTACCCACTGGGAGGCAGAC	V_CTCF_BR	33
chr1	217506165	217506315	id-8925	3.11e-05	-	GTTTCATTCACTCCTGCATCCACCTGATGTCACTC	V_CTCF_BR	7
chr1	217507400	217507550	id-8926	1.21e-06	-	GTTGCAATGGAGACACGAAACTCTAGGGGGAGCTC	Upstream_CTCF	39
chr1	217522748	217522898	id-8927	3.81e-05	-	AATGGAAAGCAGTAAAGGGACGCTAGGGGTCAGAC	V_CTCF_BR	2
chr1	217567321	217567471	id-8928	5.01e-06	-	AAGTGAAAAGTCTGGCCAGCAAGTAGAGGGCACTA	V_CTCF_BR	30
chr1	217604846	217604996	id-8929	4.71e-06	+	ATTTCAATTCTAGCACTTCACAGCAGGGTGAGCTA	Upstream_CTCF	29
chr1	217689746	217689896	id-8930	1	+	NA	NONE	6
chr1	217695745	217695895	id-8931	2.97e-06	-	TTAAGAAGCCTTTGGTCAGCCAGTAGAGGCCACTC	V_CTCF_BR	13
chr1	217725747	217725897	id-8932	2e-06	+	AAGGTAGTAGTAAAAGTAGCCACAGGAGGGCAAAG	Upstream_CTCF	5
chr1	217753038	217753188	id-8933	1	+	NA	NONE	16
chr1	217763996	217764146	id-8934	3.81e-05	+	ATGTATATTATCTGCCTGGCCACTAGAAGGCATTT	UpstreamP1_CTCF	12
chr1	217804359	217804509	id-8935	8.97e-05	+	TGAGATGAGCTTCCGGAAGCCGACAGGCGGCGGAA	Upstream_CTCF	38
chr1	217834253	217834403	id-8936	1	+	NA	NONE	38
chr1	217892374	217892524	id-8937	3.91e-06	-	AATGCATTGTTCTAGTAGCCCACTAGGGGCCTATT	Upstream_CTCF	28
chr1	217920633	217920783	id-8938	1.48e-06	-	AGGCCTTTGCATATATCCACCAGTAGGTGGAGCAG	V_CTCF_BR	39
chr1	218024108	218024258	id-8939	1.56e-06	-	CCTGCAAATTTCATCTCATCCACTAGATGGTAAGG	Upstream_CTCF	1
chr1	218055421	218055571	id-8940	1	+	NA	NONE	7
chr1	218062865	218063015	id-8941	4.68e-07	+	AGCTGGCCAGAGGACAGGGACGGTAGGGGGCAGCG	V_CTCF_BR	31
chr1	218085359	218085509	id-8942	1.26e-07	-	GCTGCTTGCAGTACAGTGGCCTCCTGGGGGCAGCA	V_CTCF_BR	30
chr1	218090951	218091101	id-8943	2.01e-05	-	TTGCCATTGGCAGACAGTGCCACCAAATGGAATTC	UpstreamP1_CTCF	2
chr1	218094918	218095068	id-8944	1	+	NA	NONE	3
chr1	218118545	218118695	id-8945	9.4e-06	-	AAGCACCATACATAATTCACCACCAGAGAGCCCCA	UpstreamP1_CTCF	7
chr1	218223858	218224008	id-8946	1	+	NA	NONE	5
chr1	218330057	218330207	id-8947	4.14e-05	-	CTGCAGGTGTCGCTGACGGCCGGTGAGTGATTGCA	UpstreamP1_CTCF	5
chr1	218337961	218338111	id-8948	3.1e-07	+	GTCCTGTTCCGCACTTTACCCAGCAGGGGTCCCAG	UpstreamP1_CTCF	19
chr1	218344781	218344931	id-8949	1.02e-07	-	CTGATGCTCCTCTTTCTGACCACCAGATGTCAGAC	UpstreamP1_CTCF	39
chr1	218406240	218406390	id-8950	1	+	NA	NONE	10
chr1	218423971	218424121	id-8951	7.02e-05	+	ATGTGGATGAATACGGTAACCGTTAGGGGGCACTA	UpstreamP1_CTCF	22
chr1	218433218	218433368	id-8952	5.12e-06	+	AGGGTGTTTTGCAGCATACCCACTAGGTGGCAATA	UpstreamP1_CTCF	34
chr1	218454725	218454875	id-8953	2.81e-05	-	GGCCAGATGTTCAGATTTGTCAGTAGAGGGCATTA	V_CTCF_BR	15
chr1	218472888	218473038	id-8954	2.19e-05	+	TTGCAGTTCTGACATGTTACCAGGAGCTAGTCAAG	UpstreamP1_CTCF	39
chr1	218503499	218503649	id-8955	1.34e-06	+	TTGTATTACTTAATTGATACCACAAGGTGGTACTG	UpstreamP1_CTCF	37
chr1	218512704	218512854	id-8956	6.21e-06	+	TAAGACATACCACAGCTTTCCTCTAGGTGGCATGA	Upstream_CTCF	39
chr1	218518821	218518971	id-8957	1	+	NA	NONE	33
chr1	218519170	218519320	id-8958	2.01e-05	+	CAAGCGGGTCAGCGCGCGCCCGCCAGGGTGTAGGC	Upstream_CTCF	25
chr1	218520608	218520758	id-8959	1.28e-06	+	CCTGAAGTTCTTTAGTCGGCCACCAGCTAGGAGTC	Upstream_CTCF	20
chr1	218520785	218520935	id-8960	1	+	NA	NONE	12
chr1	218525013	218525163	id-8961	2.55e-06	-	AGTGCAACTCCTCGAGTAGACCACAGGGGTTGCTG	Upstream_CTCF	38
chr1	218534795	218534945	id-8962	9.81e-06	+	GCACCACGGCGTACACTGGCCTGAAGAAGGTGCTG	V_CTCF_BR	40
chr1	218612881	218613031	id-8963	1	+	NA	NONE	7
chr1	218636661	218636811	id-8964	8.98e-06	+	CTGCACCGCTGCTCCCGACACGCTGGAGGCCAGGC	UpstreamP1_CTCF	8
chr1	218690387	218690537	id-8965	7.73e-05	+	GCAGTACTATGGCAAGAGATCCCCAGAAGGAAAGA	Upstream_CTCF	8
chr1	218695039	218695189	id-8966	1.28e-06	-	ACTGAATGAAAGTGTGCTAACACTAGGGGGCGCTG	V_CTCF_BR	40
chr1	218719783	218719933	id-8967	1	+	NA	NONE	29
chr1	218726676	218726826	id-8968	1.48e-06	-	GACACAGAGGAGGCAGTGACCGCAAGAGGGAGCCT	V_CTCF_BR	22
chr1	218831752	218831902	id-8969	4.94e-06	+	CCAGTAGTTTGTGGTAGAGCCAGTAGGAGCAGTAG	Upstream_CTCF	20
chr1	218847946	218848096	id-8970	1	+	NA	NONE	24
chr1	218852300	218852450	id-8971	1	+	NA	NONE	10
chr1	218856681	218856831	id-8972	1	+	NA	NONE	15
chr1	218910286	218910436	id-8973	1	+	NA	NONE	1
chr1	218952879	218953029	id-8974	3.42e-05	-	TATTATTTGCCCACAAGCTCCACCTGAGGGCAAGA	Upstream_CTCF	8
chr1	218990462	218990612	id-8975	6.8e-06	-	CTAGCTGTTCTTAACAGAGCCACAGGGAGCAGGAC	Upstream_CTCF	9
chr1	219157319	219157469	id-8976	3.56e-06	-	GGTGGTCCATCAGAAGAAGCCACTAGGGGGACACC	Upstream_CTCF	37
chr1	219169821	219169971	id-8977	5.34e-06	-	GCTAATATAGTGACTAGCACCAGTAGGGGGTGCAA	V_CTCF_BR	27
chr1	219238910	219239060	id-8978	5.9e-06	+	CTTTAATTTCATTTTTCTAACACAAGAGGGAAGTG	UpstreamP1_CTCF	3
chr1	219240512	219240662	id-8979	8.97e-05	-	ATTACAGTACTTCATTATTGCCACAGGGGGAACTG	Upstream_CTCF	39
chr1	219262470	219262620	id-8980	1	+	NA	NONE	5
chr1	219324932	219325082	id-8981	2.19e-05	-	GATTCCGTTCCTAAACCCACCACCAGGGAAATCCT	Upstream_CTCF	8
chr1	219347209	219347359	id-8982	2.8e-05	+	GCAGCGCTGTATCGTGTCGCCGGCAGGGAGGCATA	Upstream_CTCF	7
chr1	219347409	219347559	id-8983	2.4e-05	-	AGACTAACGGGGGAGGCTGGGGGCAGGTGGCGCTG	V_CTCF_BR	25
chr1	219378081	219378231	id-8984	1.04e-05	+	TAATACCTTCCTTTATTGGCCACTAGGTGGTGATA	V_CTCF_BR	39
chr1	219394509	219394659	id-8985	1	+	NA	NONE	25
chr1	219477685	219477835	id-8986	1	+	NA	NONE	22
chr1	219491216	219491366	id-8987	9.84e-06	-	TTGCTTTTGCTTCTTGCTGCCGCTTGGTGACACTG	UpstreamP1_CTCF	34
chr1	219559278	219559428	id-8988	6.46e-07	-	CATGCTTGGAGTCCCCCATCCACTAGAGGGCTCTC	V_CTCF_BR	40
chr1	219590078	219590228	id-8989	6.46e-07	-	GAGAAAAAACCAGCAGCAACCAGCAGATGGCGACA	V_CTCF_BR	40
chr1	219622527	219622677	id-8990	1	+	NA	NONE	6
chr1	219626892	219627042	id-8991	1	+	NA	NONE	10
chr1	219717689	219717839	id-8992	1	+	NA	NONE	24
chr1	219740810	219740960	id-8993	3.88e-06	-	CTGTCAAAGCATGCAATAGCCAAAAGGTGGCACTC	V_CTCF_BR	39
chr1	219831030	219831180	id-8994	3.86e-05	+	CCTGTGCAGCCTTCTCATTCCAGAGGGAGGCAGTG	Upstream_CTCF	19
chr1	219833962	219834112	id-8995	5.68e-06	-	GGTTCTCAGCCCAGCGCTGCCCCCAGGGGCCTCCC	V_CTCF_BR	15
chr1	219834501	219834651	id-8996	4.41e-06	-	ACAAAGAGCTCCCATGTACACGGCAGAGGGCGCTC	V_CTCF_BR	40
chr1	219841404	219841554	id-8997	1.37e-05	+	ACTGGACAAGGCCCAGGGAACACCAGGAGGCATCA	Upstream_CTCF	27
chr1	219876737	219876887	id-8998	1	+	NA	NONE	13
chr1	219882377	219882527	id-8999	1	+	NA	NONE	2
chr1	219897949	219898099	id-9000	1.55e-05	-	TGGAAAGGCCAGGGATGTGTCTGCAGGGGGTGCTG	V_CTCF_BR	6
chr1	219905210	219905360	id-9001	2.68e-05	+	TCTGCCTTCCCAGAAATAGCCAGCAGGTTAGAAGA	Upstream_CTCF	3
chr1	219978675	219978825	id-9002	7.82e-06	-	ATTCTGTCTAGGTCTCTTCACACTAGGTGGCAGAA	UpstreamP1_CTCF	29
chr1	219986078	219986228	id-9003	3.88e-07	-	TGGCTGTAGCTCTGCATAACCACAAGAGGGCAAGA	UpstreamP1_CTCF	40
chr1	220011189	220011339	id-9004	1.39e-05	+	TACTTAGAATAAAGATCGTCCAGTAGATGGTGCTG	V_CTCF_BR	40
chr1	220050139	220050289	id-9005	1	+	NA	NONE	33
chr1	220079794	220079944	id-9006	1	+	NA	NONE	0
chr1	220101495	220101645	id-9007	8.21e-06	+	CCACCTCGGCGCGGGCGTAGCCGTAGGTGGCGCTG	V_CTCF_BR	23
chr1	220102054	220102204	id-9008	8.9e-05	+	GTGCAGAGAGGGGCGCTGCGGAGGAGAGGGGGCGT	UpstreamP1_CTCF	7
chr1	220135361	220135511	id-9009	1	+	NA	NONE	0
chr1	220164458	220164608	id-9010	2.31e-07	+	ACAGCTATTTTTTCAGCAGCCACTAGATGGAAACA	Upstream_CTCF	38
chr1	220185742	220185892	id-9011	9.66e-05	+	ACTTGACTAATTTTAATCACCACTTGGGGCAGTTG	Upstream_CTCF	31
chr1	220211285	220211435	id-9012	1	+	NA	NONE	13
chr1	220219894	220220044	id-9013	4.44e-06	+	CTGCTACCCCTCCTCTTGGCCGCCAGGGTTAGAAC	UpstreamP1_CTCF	40
chr1	220259628	220259778	id-9014	1.38e-06	-	AGGCAGGAGAATCGCTTGAACTCTAGGGGGCGGAA	V_CTCF_BR	30
chr1	220263440	220263590	id-9015	2.01e-05	-	GCTGAAGCCTGTCCACGGACCGCTAGGGGTTCGAA	Upstream_CTCF	15
chr1	220286598	220286748	id-9016	2.81e-05	+	TAGAGATTTTGCCATTCTGCCAATAGGTGGTGCTA	V_CTCF_BR	40
chr1	220297360	220297510	id-9017	1.38e-06	-	GCCAAGAGCATGGATCCTGCCAGCAGGGGGCTTTA	V_CTCF_BR	40
chr1	220363193	220363343	id-9018	6.8e-06	+	TTGTTATGAATTATAACACCCTCTAGATGGCACAC	UpstreamP1_CTCF	38
chr1	220390852	220391002	id-9019	2.96e-05	-	ATATAAGCCATAGGCTTTGCCAACAGAGGGCGTCT	V_CTCF_BR	38
chr1	220392103	220392253	id-9020	8.56e-05	+	AAGCTCTTTGGATCCACAACCACACGGGGGAGCAG	UpstreamP1_CTCF	39
chr1	220409743	220409893	id-9021	6.8e-06	-	TGGCACTGAGTAGAAATAGCCACAAGGGGCGGAGC	UpstreamP1_CTCF	3
chr1	220423426	220423576	id-9022	1.64e-06	+	AAGGCTGTACCCTGCAAAGCCACAGGGGGGGAGCT	Upstream_CTCF	1
chr1	220445517	220445667	id-9023	1	+	NA	NONE	15
chr1	220454511	220454661	id-9024	1	+	NA	NONE	39
chr1	220469691	220469841	id-9025	4.88e-06	+	CTTCCCTGCTTTAAATGAACCACTAGAGGGGGCAG	UpstreamP1_CTCF	40
chr1	220500618	220500768	id-9026	3.73e-06	+	TCAGCCTTTCCAGGAACATCCAAGGGAGGGAGCCC	Upstream_CTCF	2
chr1	220513029	220513179	id-9027	1.16e-05	+	TATGCATTTCATTCCTTGTGGTCTAGATGGAGCTC	Upstream_CTCF	18
chr1	220527078	220527228	id-9028	4.65e-06	-	GTGCCCCGCTGCTCAAAACCCCCTAGAGGGAGCAG	UpstreamP1_CTCF	20
chr1	220544840	220544990	id-9029	4.71e-06	+	CATGCTCCCTTACGATTAACCACAAGGTGGTGTAG	Upstream_CTCF	19
chr1	220604093	220604243	id-9030	1	+	NA	NONE	5
chr1	220627627	220627777	id-9031	6.8e-06	+	AATGTCATTCTAAATTCTACCACTAGGAGAAAATC	Upstream_CTCF	31
chr1	220636105	220636255	id-9032	5.08e-05	-	CTGCACTTCCCTGCTGCAGCCGGCATGATGGCAGC	UpstreamP1_CTCF	6
chr1	220658647	220658797	id-9033	1	+	NA	NONE	9
chr1	220685271	220685421	id-9034	1.02e-07	-	GTGCCATGTCCTCCTGTGCCCTCCAGGGGCCGTCA	UpstreamP1_CTCF	35
chr1	220699775	220699925	id-9035	2.4e-05	-	TTAACTATTGCGACGGCTGCCTGTAGGGGCTGCCA	V_CTCF_BR	27
chr1	220702374	220702524	id-9036	1	+	NA	NONE	12
chr1	220718501	220718651	id-9037	3.88e-06	+	GAGAAGAGGAGAACATCACCCTGAAGAGGGCAGCA	V_CTCF_BR	39
chr1	220853521	220853671	id-9038	8.02e-08	+	CTGTTATTACCAGAGAGAACCACTAGAGGTCAGGG	UpstreamP1_CTCF	40
chr1	220859344	220859494	id-9039	1.74e-07	-	GCTGTAGTGAGGAAGCTGGGCACCAGGAGGCTGCC	Upstream_CTCF	22
chr1	220863554	220863704	id-9040	4.99e-07	+	AACGCTATCCCGGGCCCCACGGCCAGGGGGCGCTG	Upstream_CTCF	40
chr1	220900055	220900205	id-9041	6.18e-07	+	CCTGTAGTTCCTGGTTATGCAGGTAGGGGGCTGGT	Upstream_CTCF	39
chr1	220906524	220906674	id-9042	2.93e-08	-	GGGCAGTTGCTCCGGATTTACACGAGGGGGCGCTG	UpstreamP1_CTCF	40
chr1	220941758	220941908	id-9043	3.4e-06	-	AGTGCAAGTCCTCACTTGGCCACACGCTGGCTATG	Upstream_CTCF	12
chr1	220948707	220948857	id-9044	2.19e-08	+	ACTGCGGAAAGGTTGATTACCAGCAGGGGGCGCAC	V_CTCF_BR	40
chr1	220950159	220950309	id-9045	2.96e-05	-	CAGGAAGGCTGGGCACCTACCACACGAGGGCGCTG	V_CTCF_BR	40
chr1	220960193	220960343	id-9046	3.09e-07	-	GCGCCCATGGCTGGCTTCTCCGCGAGGTGGCGGCG	V_CTCF_BR	25
chr1	220969957	220970107	id-9047	8.02e-05	-	ACTTCAGGAAGCTGGTTATCCACTGGGCGGTGGCC	Upstream_CTCF	1
chr1	220977091	220977241	id-9048	1.09e-07	-	CTGTCCTGTGAACATTTCTCCACAAGGGGGCACTA	UpstreamP1_CTCF	40
chr1	220977780	220977930	id-9049	1	+	NA	NONE	10
chr1	220983583	220983733	id-9050	1.67e-08	+	CTTGCAATACCTCTTAGTGCCACAAGGCGCCGCTA	Upstream_CTCF	40
chr1	220986415	220986565	id-9051	2.04e-05	+	GCAGGCTGTTCACTGCCCCACTCCAGGAGGCGCTG	V_CTCF_BR	20
chr1	221014764	221014914	id-9052	4.73e-07	-	ACAGCCATGCTGTCAACTGCCTCTGGAGGGAGGCA	Upstream_CTCF	23
chr1	221047659	221047809	id-9053	8.21e-06	+	AAAACAATGTAGAGATGGTCCAGCAGGTGTCAGCA	V_CTCF_BR	40
chr1	221052277	221052427	id-9054	6.84e-06	+	CCAAAGCGCGCTCCGCTCTCCACCGGGAGGCGGGC	V_CTCF_BR	21
chr1	221053428	221053578	id-9055	1.84e-05	-	CTGCGGGAAGCCAGCCGGGACTTCGGAGGGCGCCA	UpstreamP1_CTCF	29
chr1	221055653	221055803	id-9056	7.27e-06	+	TGGCTCCAGCGCACAGCGCCCTCGGGCGGGCAGCA	V_CTCF_BR	13
chr1	221060783	221060933	id-9057	1	+	NA	NONE	10
chr1	221082180	221082330	id-9058	1.01e-08	+	ATGCAGTTTTGAGACCCGTACACCAGGTGGTGGTA	UpstreamP1_CTCF	40
chr1	221157676	221157826	id-9059	1.39e-05	-	CAATGCTCGGCAGCTCACACCTCTAGGGGGAGCAT	V_CTCF_BR	33
chr1	221163830	221163980	id-9060	6.75e-05	-	ATGGAGATAATAGTAATACCCAGCAGAGGGGGAGA	UpstreamP1_CTCF	28
chr1	221165929	221166079	id-9061	1	+	NA	NONE	5
chr1	221206143	221206293	id-9062	1	+	NA	NONE	10
chr1	221258034	221258184	id-9063	1	+	NA	NONE	3
chr1	221262659	221262809	id-9064	1	+	NA	NONE	2
chr1	221348040	221348190	id-9065	1.63e-05	-	TCTGTCAGTTGCTTGTGAGCCACTAGAGGCCAATG	Upstream_CTCF	28
chr1	221365493	221365643	id-9066	1.84e-06	+	CAAGATTTGACTCCTGCAGCCTCTAGATGGCTGCC	V_CTCF_BR	7
chr1	221366020	221366170	id-9067	1.64e-05	-	ATTGAGATCCACTGGGATAACAGCAGATGGCTCCC	V_CTCF_BR	3
chr1	221376917	221377067	id-9068	1.61e-09	-	CGCATCTTTCCCTCCCCAGCCAGCAGGGGGCAGTA	V_CTCF_BR	40
chr1	221437217	221437367	id-9069	3.97e-07	+	AGTATCTCAAGCTCATTCTCCACCAGATGGCAGCA	V_CTCF_BR	40
chr1	221437819	221437969	id-9070	1.85e-05	+	AGTGGACTTTGCTGTTAAACCACAGGGAGGAGCCC	Upstream_CTCF	18
chr1	221446368	221446518	id-9071	1	+	NA	NONE	25
chr1	221530155	221530305	id-9072	2.4e-05	+	CTATCGCAGTATTAGGCATCCACTAGGGGGCTTAG	V_CTCF_BR	27
chr1	221555244	221555394	id-9073	1	+	NA	NONE	6
chr1	221604773	221604923	id-9074	1	+	NA	NONE	31
chr1	221608874	221609024	id-9075	4.65e-10	-	CTGCAGTTCTACATATTGACCACCAGGTGTCTATC	UpstreamP1_CTCF	40
chr1	221614051	221614201	id-9076	5.9e-06	-	CTGTCATTTCTCAAATGACCCACGAGAGGCAGCCA	UpstreamP1_CTCF	26
chr1	221651462	221651612	id-9077	9.88e-07	-	TGTGCAGTTGCAGCCCCAGCCTTCAGAGAGCAGGA	Upstream_CTCF	40
chr1	221717171	221717321	id-9078	1.55e-05	+	CCAACATTTCACAGAAGCAACAGAAGAGGGAGCTC	V_CTCF_BR	40
chr1	221810957	221811107	id-9079	1	+	NA	NONE	6
chr1	221811220	221811370	id-9080	1.31e-05	-	AAGACAATGTAAGGTCTGTCCAATAGAGGGAGGCA	V_CTCF_BR	24
chr1	221837734	221837884	id-9081	1	+	NA	NONE	10
chr1	221866517	221866667	id-9082	1	+	NA	NONE	21
chr1	221887934	221888084	id-9083	1	+	NA	NONE	1
chr1	221896494	221896644	id-9084	1	+	NA	NONE	4
chr1	221914824	221914974	id-9085	4.14e-05	+	GAGCTATCCCCTCTCCCTTCCACCACTAGGCAAGA	UpstreamP1_CTCF	18
chr1	221915272	221915422	id-9086	1.17e-05	-	CCATAGCTGAAGAGGAGCGCCAGATGGTGGAGGAA	V_CTCF_BR	23
chr1	221916160	221916310	id-9087	7.55e-07	+	TCCGCCTCCCGCCCGCCCGCCCGCAGATGTCGCTG	V_CTCF_BR	31
chr1	221916539	221916689	id-9088	3.31e-06	-	CGGCAGGGGCCGTGCGGGACCGAGGGGTGGCGGCC	UpstreamP1_CTCF	16
chr1	221941912	221942062	id-9089	1	+	NA	NONE	25
chr1	222012798	222012948	id-9090	7.6e-05	-	CTGATTTAGCCTCACCTGAGCTCTTGGTGTCACTA	UpstreamP1_CTCF	4
chr1	222019259	222019409	id-9091	3.86e-05	+	GAAGCAATGTCTGATGCCTCCACTTGGCAGCCACA	Upstream_CTCF	16
chr1	222030586	222030736	id-9092	3.28e-05	-	CCCTCAAAGAACTTGCAAACTAGCAGGTGGCAGAC	V_CTCF_BR	35
chr1	222048150	222048300	id-9093	6.84e-06	-	AACTTGAGGACTGCTGCTTCCTCAAGGGGGAGGAG	V_CTCF_BR	11
chr1	222058281	222058431	id-9094	1.84e-05	-	CTTCACTGCACTCATGCTGCCTGCAGGAGTTTGGA	UpstreamP1_CTCF	4
chr1	222060203	222060353	id-9095	1.83e-05	-	AACACACCTCCTGTGGCCGACAGGAGATGCCAGCA	V_CTCF_BR	17
chr1	222060565	222060715	id-9096	8.21e-06	+	TTACTCACTTGTTTGCCCTCCAGCAGGGGCAGCCG	V_CTCF_BR	29
chr1	222065531	222065681	id-9097	1	+	NA	NONE	15
chr1	222088004	222088154	id-9098	8.23e-05	-	GATCAATTTATTAGTTTAGCCACTAGTGGGCTTGG	UpstreamP1_CTCF	3
chr1	222090247	222090397	id-9099	1	+	NA	NONE	0
chr1	222113066	222113216	id-9100	1.31e-05	-	TTTATGACATCAGTCACCACCAGCAGGGGCTGCCA	V_CTCF_BR	3
chr1	222119149	222119299	id-9101	7.44e-05	+	TAACCAGTGCCACCCCAGGCCACAAGGAGTACTAC	Upstream_CTCF	11
chr1	222153156	222153306	id-9102	2.27e-06	-	GCTCTATTTTATGAAGCAGCCACCTGGTGGCAGGA	V_CTCF_BR	33
chr1	222167026	222167176	id-9103	5.12e-06	-	CTTTTCTAATTCATCCTTTCCACCAGGGGTCTCCA	UpstreamP1_CTCF	22
chr1	222182588	222182738	id-9104	1	+	NA	NONE	38
chr1	222231747	222231897	id-9105	2.78e-06	-	TGTGTGCAGCTCTGGGCAGCCAGCAGGTGGATATG	V_CTCF_BR	3
chr1	222246991	222247141	id-9106	3e-06	-	ATGTCCCTCCCTCCCACTTCCACCAGAGGCCTACC	UpstreamP1_CTCF	20
chr1	222258350	222258500	id-9107	1	+	NA	NONE	9
chr1	222269628	222269778	id-9108	8.86e-10	+	CCCGCAATTCCCCTCCTTGCCTCTAGGGGGCAAAC	Upstream_CTCF	40
chr1	222278798	222278948	id-9109	4.65e-06	-	TAGCTGTGCTCTCCTTTGCTCCCTGGGTGGCGGTA	UpstreamP1_CTCF	6
chr1	222298069	222298219	id-9110	5.41e-07	+	TTGCAGGGGTTGGCTCAATCCACAAGGAGGAGCTC	UpstreamP1_CTCF	38
chr1	222340473	222340623	id-9111	1.81e-06	-	ATTAGAGTACCATGGGTGGCCTCCAGGTGGCGTGA	Upstream_CTCF	40
chr1	222344510	222344660	id-9112	4.64e-09	-	GTGCAGTTCAACCTACAGACCAGTAGATGGTGCTT	UpstreamP1_CTCF	40
chr1	222407255	222407405	id-9113	1	+	NA	NONE	5
chr1	222560894	222561044	id-9114	1.46e-07	-	ATTGCAATGCAGCAGCGCAGCAGAAGGGGGAGCTG	Upstream_CTCF	37
chr1	222627745	222627895	id-9115	1.69e-05	-	GTCCTGTATCCCAGCTCTGCCACCAGTGAGCTCTG	UpstreamP1_CTCF	3
chr1	222628576	222628726	id-9116	1.55e-07	-	GCCGCTGTTGAGCAAGTGGTCAGTAGGTGGCGCTA	Upstream_CTCF	40
chr1	222628923	222629073	id-9117	1	+	NA	NONE	14
chr1	222638773	222638923	id-9118	4.65e-10	+	CTGCAGTTACGGCGCGTGGCCGGCGGGCGGCGCTG	UpstreamP1_CTCF	40
chr1	222649963	222650113	id-9119	5.55e-07	+	TGAGCTTGGCCTAGAGAGGCCACTGGGTGGCAGGA	Upstream_CTCF	11
chr1	222717267	222717417	id-9120	2.11e-06	+	TAGTCCTTGTCAGGAAGGTCCAGGAGGTGGCAGAA	V_CTCF_BR	10
chr1	222720515	222720665	id-9121	4.17e-05	-	AGGGCATCTCTGGCGTCACCCTGGCGGTGGCAGGG	Upstream_CTCF	28
chr1	222735076	222735226	id-9122	1	+	NA	NONE	22
chr1	222807870	222808020	id-9123	1.09e-07	-	AGTCCAATTCCACCGAGTACCACAAGGGGGAGCTA	Upstream_CTCF	40
chr1	222828289	222828439	id-9124	1	+	NA	NONE	9
chr1	222880275	222880425	id-9125	1.61e-05	+	ATGGAGTGACTGCAAATGAACACTAGGTGTCTTGT	UpstreamP1_CTCF	25
chr1	222886746	222886896	id-9126	1.11e-05	-	GCTGTAAGCTAACACACTTCCACAAGAGGACTCCC	Upstream_CTCF	9
chr1	222912134	222912284	id-9127	8.89e-06	+	ATAGCATATTCTAAAATGCCCATTAGGTGGCAGAA	Upstream_CTCF	37
chr1	222923370	222923520	id-9128	1	+	NA	NONE	9
chr1	222942632	222942782	id-9129	8.21e-06	-	TAGTTGGCAGTAACCTTTGTCAGTAGAGGGAGCTA	V_CTCF_BR	30
chr1	222966209	222966359	id-9130	2.12e-06	+	ATGTTGTTTTCGGAACTGATCACTAGGTGTTGCTA	UpstreamP1_CTCF	38
chr1	222968045	222968195	id-9131	2.37e-05	+	GCTGCCATCATGCCAGCTGCAGCAGGGAGGCGCAG	Upstream_CTCF	32
chr1	222979186	222979336	id-9132	9.81e-06	-	TGCTGTCCAGTAGACTTTGCCAATAGGGGGCAAAA	V_CTCF_BR	14
chr1	222987689	222987839	id-9133	1	+	NA	NONE	9
chr1	223002408	223002558	id-9134	3.28e-05	-	TTTCTCAGATTTTTTTCTTCCTCTAGAGGGCAGTT	V_CTCF_BR	30
chr1	223079700	223079850	id-9135	6.98e-07	-	AACCTCCTGGGAATGCAGCCCAGCAGATGGCAGCG	V_CTCF_BR	12
chr1	223088604	223088754	id-9136	1	+	NA	NONE	17
chr1	223097007	223097157	id-9137	1	+	NA	NONE	6
chr1	223101768	223101918	id-9138	4.14e-05	+	CTGCTGTGCTGTGATCCTGCAGTCAGTTGCCGCTG	UpstreamP1_CTCF	13
chr1	223160999	223161149	id-9139	1	+	NA	NONE	9
chr1	223175704	223175854	id-9140	3.4e-06	-	TTCCCAGTGTCCAGCTGGGGCAGCAGGAGGCAGCA	V_CTCF_BR	30
chr1	223190344	223190494	id-9141	3.09e-07	-	CCCTTGGATGCACCAAGACCCAGCAGTGGGCGCCG	V_CTCF_BR	7
chr1	223250964	223251114	id-9142	2.28e-05	-	CCTGCGCGAGGCACAGGTACCGACAGATGGCCACG	Upstream_CTCF	6
chr1	223254862	223255012	id-9143	1.15e-07	+	AGGCTGTGGTCCTGCAGCACCACCTGGGGGCGGCG	UpstreamP1_CTCF	34
chr1	223263522	223263672	id-9144	4.31e-07	-	CCTGAGCTGTGTCCAGCCTCCAGCAGGGGGAGCCT	V_CTCF_BR	40
chr1	223297159	223297309	id-9145	1.99e-07	-	CTCTTTCCTCCCTCTATAACCACTAGATGGCGCAC	V_CTCF_BR	40
chr1	223302745	223302895	id-9146	2.46e-08	-	TGTCCGGCCGCACGGATGACCGGTAGAGGGCAGCA	V_CTCF_BR	40
chr1	223307111	223307261	id-9147	1.63e-09	+	GATGCGCTTTCCCTAGAGACCAGCAGAGGGCGCAA	Upstream_CTCF	40
chr1	223309581	223309731	id-9148	2.23e-06	+	CAGTGGTAACCCGAGTGGACCAGATGGGGGAGCAG	UpstreamP1_CTCF	12
chr1	223314539	223314689	id-9149	3.86e-05	+	ACTGTTCTGGAAACACCGTCCTCCAGAGAGGCGCT	Upstream_CTCF	10
chr1	223316293	223316443	id-9150	1	+	NA	NONE	38
chr1	223334830	223334980	id-9151	4.68e-05	-	TGTCACCTCCCTCTCTCCACCACCAGGGCAAGCTC	UpstreamP1_CTCF	24
chr1	223348478	223348628	id-9152	3.45e-05	+	CACACAGTATTTGCTCTGGCCTCTGGGAGGAGCTG	V_CTCF_BR	37
chr1	223359976	223360126	id-9153	3.29e-05	+	GGTGGATTCTCCCCTAGAGTCTCTAGAGGGAGTGC	Upstream_CTCF	1
chr1	223397937	223398087	id-9154	2.97e-06	-	CCAGGAACTGTGTGCGCGCCCACGTGAGGGAGCCC	V_CTCF_BR	1
chr1	223406744	223406894	id-9155	1	+	NA	NONE	14
chr1	223418297	223418447	id-9156	6.39e-05	-	GTTGGTGCACCAGTAGGGTGCACCAGTGGTCTATG	Upstream_CTCF	30
chr1	223428979	223429129	id-9157	2.97e-06	-	GGGAGCTTCTTTCCATGGGACAGTAGAGGGAGGGC	V_CTCF_BR	2
chr1	223493872	223494022	id-9158	1	+	NA	NONE	2
chr1	223519210	223519360	id-9159	4.7e-06	-	GAGACATGGAAGCTAGTAGCCAGGAGGAGGAGCTC	V_CTCF_BR	12
chr1	223532253	223532403	id-9160	1.84e-06	-	TGTAGTGCTGTGCTCTGTGCCAGCAGGTGGAAACA	V_CTCF_BR	12
chr1	223602844	223602994	id-9161	1	+	NA	NONE	8
chr1	223659858	223660008	id-9162	2.2e-07	+	CTGTAGCAACAGCTTTCATCCAGAAGGGGTCCCCA	UpstreamP1_CTCF	28
chr1	223671925	223672075	id-9163	2.47e-05	-	GGTGTAGTTAATACCGTTACAGCCTGAGGCCACTA	Upstream_CTCF	2
chr1	223705193	223705343	id-9164	8.61e-08	+	CATTCCATGCCAGGGTCTGCCAGTAGATGGCGCGA	V_CTCF_BR	40
chr1	223723252	223723402	id-9165	1.97e-06	+	GATTTGCTCAAGGTCACAACCAGTAGGGGGCAAAG	V_CTCF_BR	9
chr1	223798587	223798737	id-9166	1	+	NA	NONE	11
chr1	223805182	223805332	id-9167	1	+	NA	NONE	9
chr1	223815997	223816147	id-9168	1.12e-08	-	TCTGAATCACTTCCTGCTGCCACTAGGTGGCGCTG	Upstream_CTCF	40
chr1	223819186	223819336	id-9169	2.43e-06	+	TTCACTCATCTCGGCATCCCCAGCAGGTGGCTGAC	V_CTCF_BR	4
chr1	223837064	223837214	id-9170	6.49e-06	+	GTTCCTTTTTCCACAGCCACCAGCAGGGGCTAGGG	UpstreamP1_CTCF	3
chr1	223858289	223858439	id-9171	4.68e-07	-	GGTCAACAGGATCTGTAGGCCTCTAGGGGGCAGTC	V_CTCF_BR	40
chr1	223872002	223872152	id-9172	6.84e-06	-	TAGGGGGCAGCAGAGACCACCAGTTGCTGGAGCCA	V_CTCF_BR	40
chr1	223884237	223884387	id-9173	1.05e-08	-	GAAGGAGTTTGCCCAGTGTCCAGCAGGGGGCAGTA	Upstream_CTCF	40
chr1	223886004	223886154	id-9174	1.17e-05	+	ATAACAATACTGCTTTTTGCCACGTGGTGGAGCCA	V_CTCF_BR	40
chr1	223895855	223896005	id-9175	3.09e-05	-	GGGCAGGTACCACCGTCCACCACCAGGCTTTGCTT	UpstreamP1_CTCF	37
chr1	223897461	223897611	id-9176	1	+	NA	NONE	38
chr1	223900001	223900151	id-9177	3.63e-06	+	CGCGCCATCCCGGGAGCTGTCCGCAGATGGCAGCA	V_CTCF_BR	40
chr1	223901632	223901782	id-9178	1	+	NA	NONE	5
chr1	223902554	223902704	id-9179	1	+	NA	NONE	5
chr1	223903155	223903305	id-9180	4.01e-05	+	AGGGGAGCAGGTTAGCCTTGCAGCAGGAGGAGCTG	V_CTCF_BR	20
chr1	223936947	223937097	id-9181	7.94e-12	-	CTGGCGCCGGCCACTGCGGCCACCAGGTGGCAGCG	V_CTCF_BR	40
chr1	223943862	223944012	id-9182	7.44e-06	+	ATTGCAGTCTCCTCTCCGCCCTCAGGCTGGGGCTG	Upstream_CTCF	7
chr1	223947180	223947330	id-9183	5.68e-06	+	CCACTGGTCTGTTCCTCGGCCCCTAGAGGGCTCTT	V_CTCF_BR	21
chr1	223990514	223990664	id-9184	1	+	NA	NONE	0
chr1	223993758	223993908	id-9185	1.08e-05	+	CCGTTATTGGTGCCAAGCTCCAGAAGGGGACAGTA	UpstreamP1_CTCF	11
chr1	223999449	223999599	id-9186	8.19e-06	+	TTGTTTTATCCCAATTTCAACACTATGTGGCACTG	UpstreamP1_CTCF	40
chr1	224019438	224019588	id-9187	1	+	NA	NONE	14
chr1	224020487	224020637	id-9188	1	+	NA	NONE	10
chr1	224033813	224033963	id-9189	1.17e-05	-	CCTTCCAATTGCCCCGGCTCCGCTAGGAGGCGCGC	V_CTCF_BR	40
chr1	224108629	224108779	id-9190	2.6e-07	-	TCTTCTGCAGTGGCCCCCAACAGCAGGTGGCAGCC	V_CTCF_BR	32
chr1	224192359	224192509	id-9191	1.03e-07	-	CGTGTACTACCCAAACCTGCCTGAAGGTGGGAGTC	Upstream_CTCF	40
chr1	224238626	224238776	id-9192	5.2e-08	-	CTGTAATTTTCTGATATAGCCACCAGGTGGCCTTT	UpstreamP1_CTCF	40
chr1	224249151	224249301	id-9193	1	+	NA	NONE	3
chr1	224294549	224294699	id-9194	6.21e-06	-	GGCGCAGTGTGAAGCTATGTCAGTAGAGGGCTCTG	Upstream_CTCF	40
chr1	224302292	224302442	id-9195	2.1e-05	-	GACCAACTCCGCTACCCCTCCCGTAGAGGGCCCGC	UpstreamP1_CTCF	3
chr1	224303948	224304098	id-9196	4.7e-06	+	AGAAAGATGTTCTTTTTTGCCACTAGGTGTCAGCA	V_CTCF_BR	37
chr1	224340656	224340806	id-9197	3.56e-06	-	TTTGCAATTCCAGTAAAGACCTGTAGGGTGATTTA	Upstream_CTCF	39
chr1	224346182	224346332	id-9198	8.64e-05	+	CTTCCACCGCAACAGCTTGCCTCTAGAGGGGGAAT	Upstream_CTCF	3
chr1	224358486	224358636	id-9199	8.03e-07	+	AAAGCAACAGTTCCTTCTGCCACCAGAGGGTGTGC	Upstream_CTCF	40
chr1	224363390	224363540	id-9200	3.63e-05	+	ACAGTGCAGCGCGAGAGGGCCGGGAGAGGACGCCG	V_CTCF_BR	13
chr1	224370737	224370887	id-9201	1	+	NA	NONE	5
chr1	224371406	224371556	id-9202	6.98e-07	-	TGGTGAGAGGAAAGGGCGCCCACCTGAGGGCACAG	V_CTCF_BR	17
chr1	224400439	224400589	id-9203	1	+	NA	NONE	1
chr1	224437876	224438026	id-9204	3.63e-06	+	TTTTAAGATGGCAAGGCGATCTGCAGGGGGCGGTA	V_CTCF_BR	15
chr1	224521152	224521302	id-9205	1	+	NA	NONE	39
chr1	224539273	224539423	id-9206	1	+	NA	NONE	1
chr1	224622513	224622663	id-9207	1	+	NA	NONE	32
chr1	224644626	224644776	id-9208	1.18e-05	-	GGGCAGTTACACCACCCTTCCTCCAGGGCAGAGGC	UpstreamP1_CTCF	27
chr1	224645335	224645485	id-9209	4.7e-10	-	AGTGCAGTTTTTGAAATGACCACCAGGTGTCAGAG	Upstream_CTCF	40
chr1	224685815	224685965	id-9210	1	+	NA	NONE	20
chr1	224691102	224691252	id-9211	4.03e-06	-	CAGCAGCGACAGCCCTCCTCCTGCAGGGGAGCCAC	UpstreamP1_CTCF	36
chr1	224701520	224701670	id-9212	4.38e-09	+	CGTCTTTGTCAGAAAAGGGCCAGCAGGGGGCACCA	V_CTCF_BR	40
chr1	224710105	224710255	id-9213	3.56e-05	-	GCTGCAATACCTTCTCCCACCTGTGGCTTGGGCTT	Upstream_CTCF	33
chr1	224803788	224803938	id-9214	3.48e-06	+	GTGCACAGCTGCAGTGGCGGCGGCAGCGGCCACCA	UpstreamP1_CTCF	9
chr1	224817433	224817583	id-9215	5.08e-05	-	TTGCTCCAGCCGAGAGAGGACAGCAGAGAGACAGC	UpstreamP1_CTCF	1
chr1	224820846	224820996	id-9216	1	+	NA	NONE	11
chr1	224828826	224828976	id-9217	1.48e-05	-	TTGCTGTACAGCAGGTGCTGCAGCTCAGGGCAGCA	UpstreamP1_CTCF	22
chr1	224832369	224832519	id-9218	7.55e-10	+	CTGTAATGCTCAACCGTTGCCACTAGAGGGCTGAG	UpstreamP1_CTCF	40
chr1	224838407	224838557	id-9219	1	+	NA	NONE	11
chr1	224840046	224840196	id-9220	1	+	NA	NONE	35
chr1	224888778	224888928	id-9221	2.94e-06	+	GCATAAGCTTCTGGAGAGGCCACTAGGGGGTGTCA	Upstream_CTCF	40
chr1	224922347	224922497	id-9222	1.95e-07	-	GCTGCAGGAGTCAAAACCACCAGGAGGGGCAGATA	Upstream_CTCF	29
chr1	224962239	224962389	id-9223	6.51e-07	-	CATGCCATGCCACACAGGGCCACATGGGGAAGCAC	Upstream_CTCF	37
chr1	225039294	225039444	id-9224	1.55e-08	-	CGAGCATGGATCCACATCACCAGCAGAGGGCACTA	V_CTCF_BR	40
chr1	225040771	225040921	id-9225	1.85e-07	-	TTGCAATTTTCTTTTACTACCACTAGATGGGGACC	UpstreamP1_CTCF	40
chr1	225082781	225082931	id-9226	4.68e-05	-	AAGAAAATTACAAGTGTGGCCTCTAGGGGGGACTC	UpstreamP1_CTCF	40
chr1	225110304	225110454	id-9227	1.32e-05	-	CCTGCCCTTTCCAGCATAACCTGGAGTTAGCAGTA	Upstream_CTCF	39
chr1	225133767	225133917	id-9228	8.81e-07	-	CAAAGCAGCCAGGAAGCTCCCACTAGGTGGAGCCC	V_CTCF_BR	11
chr1	225192238	225192388	id-9229	1.26e-05	-	ATTGCCCTCATAACAATCACCACTAGGAGTGCCCC	Upstream_CTCF	36
chr1	225441013	225441163	id-9230	2.86e-06	-	CTGCAATTAGAGGAAGTGGCAGCCAGAGGAAGTAA	UpstreamP1_CTCF	11
chr1	225506786	225506936	id-9231	6.51e-07	+	ACTGCAAAGTTGGACATTACCACAAGGTGTCACTA	Upstream_CTCF	40
chr1	225531439	225531589	id-9232	5.51e-07	-	TTTGCTCCCTAAGAAGTTACCAGCAGATGGCTCCA	V_CTCF_BR	34
chr1	225581147	225581297	id-9233	2.28e-05	+	GATGCATTCCTCTACATCATCGCTAGGTGATAGGA	Upstream_CTCF	0
chr1	225594771	225594921	id-9234	7.44e-06	-	TGAGCAGCAGGTCAGGAGGGCAGCAGAGGGTGTAG	Upstream_CTCF	2
chr1	225601807	225601957	id-9235	1.31e-05	+	AATGATAAGTATTAAGCACCCACCAGGGGTCAGAC	V_CTCF_BR	12
chr1	225606496	225606646	id-9236	3.22e-05	-	CGGCAGGGGCCAGCAGTGGGCCTCAGCTGCCTGCA	UpstreamP1_CTCF	1
chr1	225625858	225626008	id-9237	1.1e-06	-	TCTGACTAGCCTGCCTTGGCCAGGAGGAGGAGCCC	V_CTCF_BR	40
chr1	225629334	225629484	id-9238	1.04e-07	-	GTAGCTGGCTGAGGCAGAGCCAGTAGAGGGAGCTC	V_CTCF_BR	39
chr1	225630689	225630839	id-9239	1	+	NA	NONE	16
chr1	225634452	225634602	id-9240	2.11e-06	-	GCTTTCTGGAGCTTTAGGGCCAGCAGGGGCAGCAA	V_CTCF_BR	10
chr1	225639638	225639788	id-9241	3.36e-05	-	AAGCACCCACTCCCAGGCTGCTTTAGGGGGCGCTG	UpstreamP1_CTCF	8
chr1	225647961	225648111	id-9242	7.62e-07	-	CCCTCTGCTCCTCCTTTTGCCACCAGGGGCCTGAA	Upstream_CTCF	18
chr1	225658410	225658560	id-9243	1	+	NA	NONE	14
chr1	225662723	225662873	id-9244	7.33e-10	+	AGGCAAGGACGCCCGTCGGCCGGCAGAGGGCGCTG	V_CTCF_BR	40
chr1	225668723	225668873	id-9245	8.91e-07	+	AGTGCAGTTCCCATGGGGCCCTGTGTGGGGCACTG	Upstream_CTCF	40
chr1	225705628	225705778	id-9246	2.96e-05	+	TGTCTGAAGATGGAGCTGGACAGAAGGTGGAAAGC	V_CTCF_BR	22
chr1	225742038	225742188	id-9247	3.79e-08	+	ATGCAATTCATGACTGATACCACCTGAGGGCACTC	UpstreamP1_CTCF	39
chr1	225755619	225755769	id-9248	1.64e-06	+	ATGGAGTGGCCGCTAACAACCAATGGATGGCAGTG	UpstreamP1_CTCF	36
chr1	225760228	225760378	id-9249	1	+	NA	NONE	38
chr1	225799598	225799748	id-9250	2.29e-05	-	GTGTGATTTCACATTCTCACCAGCAGTGGATGAGG	UpstreamP1_CTCF	4
chr1	225836639	225836789	id-9251	1	+	NA	NONE	0
chr1	225843581	225843731	id-9252	1.29e-05	-	TTGCCCTTCCACAGAATGACCTTTGGGGGTCAGGC	UpstreamP1_CTCF	16
chr1	225853257	225853407	id-9253	2.97e-06	+	ATTCTTTGGAGTTCTTCCTCCAGAAGGGGGCAGGA	V_CTCF_BR	4
chr1	225880017	225880167	id-9254	1	+	NA	NONE	1
chr1	225888999	225889149	id-9255	1	+	NA	NONE	2
chr1	225923669	225923819	id-9256	1.39e-05	+	AAGCCTGTCTTGAAAACTGACAGTAGATGGCTGTG	V_CTCF_BR	26
chr1	225934439	225934589	id-9257	4.65e-05	+	TCTGGAGCTGGCTTCTCACACTGGGGAGGGCGCCC	V_CTCF_BR	25
chr1	225958741	225958891	id-9258	5.48e-05	+	CTGGCCTGACCCAGCTTCCCCCAGAGGAGGCAGCA	Upstream_CTCF	8
chr1	225960112	225960262	id-9259	2.27e-06	-	GGCAGCTTTGATTCAGTGTCCAGTGGAGGGCAGTG	V_CTCF_BR	40
chr1	225965301	225965451	id-9260	3.11e-05	-	GCTCGAGAGCTGAGCGAGACAAGCGGAGGGCACGG	V_CTCF_BR	40
chr1	225996775	225996925	id-9261	1	+	NA	NONE	8
chr1	225997997	225998147	id-9262	2.72e-06	-	GCGCAGTCTCCTGGCCGGGGCAGGAGCTGGGGGCG	UpstreamP1_CTCF	39
chr1	225999442	225999592	id-9263	1	+	NA	NONE	39
chr1	226029903	226030053	id-9264	3.56e-06	-	GGTGTGATGTGTGGCACTGGCCGCAGAGGGCGGGG	Upstream_CTCF	0
chr1	226033598	226033748	id-9265	3.83e-09	-	AGAAGCCTCCTCCCTGCTGCCTCCAGGGGGCACCA	V_CTCF_BR	40
chr1	226043515	226043665	id-9266	4.01e-05	+	TTGGCAATACTCACTCCAACCTGATGGAGGCCTCC	Upstream_CTCF	19
chr1	226065486	226065636	id-9267	1	+	NA	NONE	40
chr1	226070107	226070257	id-9268	1	+	NA	NONE	34
chr1	226071739	226071889	id-9269	2.78e-06	-	GACCCATGGCACAGACCAGACAGGTGGGGGCACCA	V_CTCF_BR	6
chr1	226099136	226099286	id-9270	1.18e-09	-	CGAGGAGGACCTCCCCGCGCCGCCAGAGGGCGCCA	V_CTCF_BR	38
chr1	226138853	226139003	id-9271	2.6e-05	-	TGTCTGTCCTGCCCTGTGCCCAGCAGGGGACCTAG	UpstreamP1_CTCF	3
chr1	226143280	226143430	id-9272	6.39e-05	-	ACTCCCATACCTCTAATGACCGCTAGGTTCAACCA	Upstream_CTCF	2
chr1	226150189	226150339	id-9273	1.87e-09	+	CCCGAGCCCGGGCCGGCAGCCAGCAGGGGTCGCTG	V_CTCF_BR	40
chr1	226154735	226154885	id-9274	3.4e-06	+	TACCCTTGGAAGGTAGTGACCAGAAGGGGTCTCCA	V_CTCF_BR	0
chr1	226163788	226163938	id-9275	4.23e-08	-	AGGAAGAGTCTTCCTGTAACCACTAGAGGGCGCTG	V_CTCF_BR	40
chr1	226166154	226166304	id-9276	1	+	NA	NONE	3
chr1	226175322	226175472	id-9277	7.1e-07	-	TGGCATTTATACTATGTTGCCACTAGGTGGTGTCC	UpstreamP1_CTCF	39
chr1	226252071	226252221	id-9278	3.97e-07	-	ATGAGGTTTCTTCACCCCTCCAGTAGAGGGCGCAC	V_CTCF_BR	17
chr1	226252614	226252764	id-9279	1.65e-07	+	GTGTTGTTAAGGGCATCTGCCATTAGAGGGCAGAA	UpstreamP1_CTCF	40
chr1	226270689	226270839	id-9280	1.01e-05	+	CACGCTAGCTCCAGACTGGTCAGCAGATGGCCGCG	Upstream_CTCF	12
chr1	226271617	226271767	id-9281	1	+	NA	NONE	14
chr1	226284102	226284252	id-9282	3.88e-06	-	TAGAGGGAGAGGGCACCTGCCAGTGGAGGTCAGCC	V_CTCF_BR	1
chr1	226288158	226288308	id-9283	1	+	NA	NONE	4
chr1	226295661	226295811	id-9284	2e-06	-	ACTGCAGGGTTCTTTCTGAGCAGAAGAGGGACACC	Upstream_CTCF	10
chr1	226297483	226297633	id-9285	1	+	NA	NONE	15
chr1	226305533	226305683	id-9286	6.84e-06	+	ATGACAGTGACAGCCAAGGCCAGAGGAGGGCAGGA	V_CTCF_BR	0
chr1	226309265	226309415	id-9287	8.93e-15	-	CGCCTGCTGCGCGCGGCGGCCACCAGAGGGCGCCC	V_CTCF_BR	38
chr1	226310218	226310368	id-9288	1.26e-05	+	GAAGCACTGCACGCACGGCCGGCGCGGGGGCAGAG	Upstream_CTCF	19
chr1	226312165	226312315	id-9289	3.86e-05	+	CCCGAAGTAACCAATGAATCCTCTAGGGGGTATTT	Upstream_CTCF	13
chr1	226312972	226313122	id-9290	1.2e-08	+	CCCGCAGACCCAGATGCGTCCACTAGATGGCGCCA	Upstream_CTCF	40
chr1	226315708	226315858	id-9291	1	+	NA	NONE	16
chr1	226337630	226337780	id-9292	4.68e-05	-	GAGCAGGACTGTAGCAGATTAGCCAGGGGGCACTA	UpstreamP1_CTCF	29
chr1	226369830	226369980	id-9293	1	+	NA	NONE	40
chr1	226374628	226374778	id-9294	1.65e-07	+	GTGCTGCGGCTGTCAGTGCCCAGCAGGGGCGGGGT	UpstreamP1_CTCF	33
chr1	226383158	226383308	id-9295	5.7e-05	+	GAGGCTGCAGGAGAGGCTGGCAGCAGGGAGCTCAG	Upstream_CTCF	0
chr1	226384784	226384934	id-9296	2.37e-09	-	GCAGCGCTACCGTCTCCGGCCAGCAGGTGGGGCCG	Upstream_CTCF	40
chr1	226388851	226389001	id-9297	4.02e-07	+	GGTGCTTTCCTGGCCTGGCCCAGCAGAGGTTGCTG	Upstream_CTCF	40
chr1	226401827	226401977	id-9298	3.16e-06	+	TGGCAAATCCTCCGTTAGGCCTGCAGGAGGCAATG	UpstreamP1_CTCF	20
chr1	226408416	226408566	id-9299	1.97e-06	-	CAGTCTGGGCAGGATGGGGCCACTTGGGGTCACTG	V_CTCF_BR	3
chr1	226411607	226411757	id-9300	2.04e-05	-	GTCCGGCGGAAGACGAGCTCCAGCAGCTGCAGCTG	V_CTCF_BR	20
chr1	226496441	226496591	id-9301	3.91e-06	+	GCCGCTCTTCCCTCCACCTCGGCTGGGGGCCGGAG	Upstream_CTCF	14
chr1	226497116	226497266	id-9302	2.96e-05	-	CTGCAGTTCCCGCAGCTGCAGCGCGGGCCGCGGAA	UpstreamP1_CTCF	32
chr1	226521230	226521380	id-9303	2.97e-06	-	ACTCTCTGCCGCTTCTCAGCCTGATGGTGGCGCTC	V_CTCF_BR	40
chr1	226552229	226552379	id-9304	1.1e-05	+	AGGTGGACCCATCTAGAATCCAGCAGGTGGCATCA	V_CTCF_BR	6
chr1	226563665	226563815	id-9305	1	+	NA	NONE	1
chr1	226573532	226573682	id-9306	9.26e-05	-	CTTCATTTCTAAATCACTGAGGGTTGGGGGCGCTG	UpstreamP1_CTCF	1
chr1	226591220	226591370	id-9307	5.26e-07	+	TGTGTAATCCCACAATCTGCCTCTGGGTGGGAACC	Upstream_CTCF	40
chr1	226595787	226595937	id-9308	6.2e-10	-	GGGAAACTCCGCCCCCCGGCCGGCAGGGGGCGCGC	V_CTCF_BR	40
chr1	226612299	226612449	id-9309	2.37e-05	+	AAATAAATTGCCCTATTGTCCACTAGATGGTGTTC	Upstream_CTCF	40
chr1	226625835	226625985	id-9310	6.49e-06	+	GTTGCATTAATTTATACCACCACCAGGAGTATCTA	Upstream_CTCF	33
chr1	226632702	226632852	id-9311	2.66e-05	-	GCCCACATTCTCTCTGCAACCTCAAGGTGGTGCAT	V_CTCF_BR	11
chr1	226645230	226645380	id-9312	2.04e-05	+	GAAGAGCTTTAATGTAAGGTCTGTAGGGGGCGCTG	V_CTCF_BR	29
chr1	226664671	226664821	id-9313	2.28e-05	+	AGTGTGCTACCAGTCATGGGAAAAAGGGGGAGAAA	Upstream_CTCF	6
chr1	226675680	226675830	id-9314	2.55e-06	+	TCTTTATTCCCCCTTTTCCCCACTTGGGGCCACTG	Upstream_CTCF	4
chr1	226707812	226707962	id-9315	3.16e-06	+	CTGCAGGAACCGCTGTCCTACCACAGGGGGAGTCC	UpstreamP1_CTCF	21
chr1	226735505	226735655	id-9316	1	+	NA	NONE	40
chr1	226737716	226737866	id-9317	3.18e-06	-	CGACAGGGGCACGCTTTCTCCCGGAGAGGGCACTG	V_CTCF_BR	31
chr1	226738252	226738402	id-9318	1	+	NA	NONE	17
chr1	226756292	226756442	id-9319	7.44e-06	-	ACAGCTGGGACAGTGGCTGCCAGAGGGGGCAGCAG	Upstream_CTCF	39
chr1	226757719	226757869	id-9320	8.91e-07	-	CCTGGAGCCCTGCAAACATCCAGCAGGGGGCTTGT	Upstream_CTCF	37
chr1	226784633	226784783	id-9321	3.4e-06	-	TGTCCCTGGCCACTCCCCACCCCCAGGAGGCGCAG	V_CTCF_BR	12
chr1	226796542	226796692	id-9322	2.18e-07	-	AATCTGGAACCCTGCTTGGCCCCTAGAGGGCGCTG	V_CTCF_BR	40
chr1	226799262	226799412	id-9323	1.43e-05	+	GATGCCTGTCTAAGGGTCCCCAGCAGAAGAGGCCA	Upstream_CTCF	11
chr1	226814269	226814419	id-9324	2.06e-09	+	TTGTAATGCACCCGACCGTCCAGAAGGGGGCAGCC	UpstreamP1_CTCF	40
chr1	226821925	226822075	id-9325	5.01e-09	+	AGCACTCTAACAGCACTGGCCGCCAGGGGGCAGCA	V_CTCF_BR	40
chr1	226825449	226825599	id-9326	6.43e-06	-	AGCACATTCACGGGAGGGACCACTAGAGGCCGCAT	V_CTCF_BR	33
chr1	226832063	226832213	id-9327	4.68e-07	+	GACAGGCCAGCCCAGGGAGCCAACAGGTGGCAGGC	V_CTCF_BR	2
chr1	226837583	226837733	id-9328	2.53e-05	+	GTCCCCAAAATACACCCGTCCTCAGGGGGGCGATG	V_CTCF_BR	37
chr1	226838023	226838173	id-9329	1	+	NA	NONE	10
chr1	226845989	226846139	id-9330	1	+	NA	NONE	6
chr1	226849715	226849865	id-9331	6.48e-05	+	AGGCAGCCTGGCAGGAGAGCCACTAGAGGCTCTCG	UpstreamP1_CTCF	19
chr1	226865205	226865355	id-9332	1.41e-05	-	GTGCAGCTCTGAGCTGGGCCCTTAAGGGGAAGAGG	UpstreamP1_CTCF	11
chr1	226875327	226875477	id-9333	6.18e-07	-	CCCTCTGTGCCAAGCAAGGCCACAGGAGGGCAGGA	Upstream_CTCF	21
chr1	226896668	226896818	id-9334	2.11e-06	+	ATGGTACAGCAAGCAGGTGGCAGCAGTGGGCAGCA	V_CTCF_BR	24
chr1	226899018	226899168	id-9335	2.89e-07	+	GATGCAGTACCTGCCTCCAGCCCTAGAGGGTGTTT	Upstream_CTCF	40
chr1	226924970	226925120	id-9336	2.66e-05	-	GCAGCGAGACGCCCCCGCCCCCGAGGAGGGCAGTG	V_CTCF_BR	17
chr1	226926295	226926445	id-9337	1.69e-05	+	CTCTAGCTCTGCAAACCTCCCAGGAGCCGGCGCTC	UpstreamP1_CTCF	31
chr1	226950803	226950953	id-9338	9.81e-06	+	AAACACAAATTCCTGTCTGCCTGAGGGGGGCAGTC	V_CTCF_BR	10
chr1	227015874	227016024	id-9339	5.08e-07	-	CCGCGAAGCAGCTTGTCTCCCGCTAGAGGGCGCTG	V_CTCF_BR	40
chr1	227058461	227058611	id-9340	3.09e-05	+	GCGCTCCTGGCCTCTGCGGCCAGCGCGGGGGCGGA	UpstreamP1_CTCF	32
chr1	227100412	227100562	id-9341	1.26e-07	+	TAGCTCCACTCCAGGGTGGCCACATGAGGGCAGCC	V_CTCF_BR	40
chr1	227132566	227132716	id-9342	1	+	NA	NONE	10
chr1	227161737	227161887	id-9343	1.47e-05	-	CATCAGAGCCAAACAGGGCCCTCCTGTGGGCAGTC	V_CTCF_BR	17
chr1	227188892	227189042	id-9344	1.71e-06	+	AGCTGGGCTAGTCTTGAAGCCAGCAGGAGGCACTC	V_CTCF_BR	8
chr1	227314028	227314178	id-9345	1.84e-06	-	TGGCTCCTGTCACCAGCAGCCACCAGAGGCCTGAA	V_CTCF_BR	2
chr1	227319045	227319195	id-9346	8.98e-06	+	TGGTACCTTGAGAAGAAGTCCACTAGGGGGCTTCA	UpstreamP1_CTCF	38
chr1	227353454	227353604	id-9347	1.56e-05	+	ATAGAATTGAATATAGCTGCCACTAGGGAGCAGGC	Upstream_CTCF	9
chr1	227354384	227354534	id-9348	1.41e-05	+	TTCCAATTCCCATTAGTGCTCACTAGGGGCGGGAG	UpstreamP1_CTCF	3
chr1	227407748	227407898	id-9349	1	+	NA	NONE	17
chr1	227422774	227422924	id-9350	1	+	NA	NONE	40
chr1	227433834	227433984	id-9351	1	+	NA	NONE	1
chr1	227445730	227445880	id-9352	5.48e-05	+	GTGGGAGGGCCACTTTAGCCCAGGAGATGAAGGCT	Upstream_CTCF	26
chr1	227448121	227448271	id-9353	1.47e-05	-	CTATGTTCCTACCACCTGGCCAGTAGTTGTAGGGA	V_CTCF_BR	1
chr1	227477920	227478070	id-9354	1	+	NA	NONE	8
chr1	227505396	227505546	id-9355	3.16e-05	+	GCGGCAATTTCTCCAGCGGGAAAGGGAGGGGGCGA	Upstream_CTCF	30
chr1	227506443	227506593	id-9356	1	+	NA	NONE	2
chr1	227554295	227554445	id-9357	1	+	NA	NONE	0
chr1	227623809	227623959	id-9358	1	+	NA	NONE	6
chr1	227625514	227625664	id-9359	1.93e-05	-	TGTGTTTTAATACACTTCGCCATTAGATGGTAGCA	Upstream_CTCF	37
chr1	227635517	227635667	id-9360	5.63e-09	-	CCTGCAGGTCTCACATCCCCCGGGAGGTGGCAGAG	Upstream_CTCF	35
chr1	227636892	227637042	id-9361	4.31e-07	+	AGGTTATACATGCTCTTGACCCCCAGAGGGCACCC	V_CTCF_BR	40
chr1	227653085	227653235	id-9362	1.55e-05	+	GCAGCCTGCAGGAGGCATACAAGCAGATGGCAGAG	V_CTCF_BR	27
chr1	227669348	227669498	id-9363	2.74e-08	+	ATGCTGTTCTGCACAGCAGCCACTGGGAGGCTCTC	UpstreamP1_CTCF	40
chr1	227730338	227730488	id-9364	5.33e-11	-	CGCCACCTCCCGCTGGCTGCCACCAGGGGGCGCGC	V_CTCF_BR	38
chr1	227748523	227748673	id-9365	6.05e-06	-	GCCCTGCTGCCGGGCGTGGGCGCCAGAGGCCTCTG	V_CTCF_BR	7
chr1	227849325	227849475	id-9366	2.11e-06	+	GGACATCTCCAAGTCACAGCCAATAGGTGGCAGTC	V_CTCF_BR	7
chr1	227918153	227918303	id-9367	2.32e-08	+	GCTGCAGTTCAGCCGTTGCCCTGTGGAGGGCTCTA	Upstream_CTCF	40
chr1	227930818	227930968	id-9368	2.44e-07	-	TAGGCGACACCATCTCTCACCACCAGGAGGAGGCC	Upstream_CTCF	18
chr1	227941855	227942005	id-9369	1	+	NA	NONE	8
chr1	227942337	227942487	id-9370	7.1e-07	-	CTGCAATGCTCCTGTGCCTCCTGAAGGAGCAGGGC	UpstreamP1_CTCF	8
chr1	227950229	227950379	id-9371	1.15e-07	+	AGCGCTGGTGCACGTGTGGCCACAGGGTGGCAGCC	V_CTCF_BR	40
chr1	227962534	227962684	id-9372	1	+	NA	NONE	2
chr1	227977463	227977613	id-9373	3.31e-06	-	CAGCCTGTGAGAGCTATGGCCACCAGATGGCCAGC	UpstreamP1_CTCF	27
chr1	227980492	227980642	id-9374	1.67e-07	+	CAGTGGGGATGTCAGCGGCCCAGCAGAGGGAGCTG	V_CTCF_BR	30
chr1	227993325	227993475	id-9375	3.63e-05	+	TATTATCTGCTTCTGCTAAGCACGTGGGGGCACTA	V_CTCF_BR	12
chr1	228003322	228003472	id-9376	3.18e-06	+	ACATGTCGGGAGCTAGTCACCCGCTGGGGGCGCTG	V_CTCF_BR	4
chr1	228033072	228033222	id-9377	1.41e-05	-	CAGCTCGTCTGAGGTCTCACCTGTGGGAGGAGGGC	UpstreamP1_CTCF	2
chr1	228073612	228073762	id-9378	4.41e-06	+	TCTAGCCTGTGAGAACTTACCTGTTGGGGGCAGCC	V_CTCF_BR	4
chr1	228080724	228080874	id-9379	1	+	NA	NONE	0
chr1	228083675	228083825	id-9380	5.3e-05	+	CGGCCTGGTTTCCTGCATTCCAGCAGAGGGCCAGA	UpstreamP1_CTCF	7
chr1	228089906	228090056	id-9381	1	+	NA	NONE	33
chr1	228093604	228093754	id-9382	8.89e-06	+	CCAGCACTGCCCCTGGAGGCTCCCAGGGGACTGAA	Upstream_CTCF	6
chr1	228098373	228098523	id-9383	1	+	NA	NONE	5
chr1	228105200	228105350	id-9384	3.4e-06	+	CTGGGAGGGCACAGACCAGACGCGAGGTGGCAGGA	V_CTCF_BR	4
chr1	228129515	228129665	id-9385	6.15e-05	+	GGAGCCCGTGCCGCAGCTGGGATCAGGTGGCGCGA	Upstream_CTCF	3
chr1	228130083	228130233	id-9386	4.58e-08	-	CTGGACTGGGACCCCGTGGCCAGTAGAGGGACCCA	UpstreamP1_CTCF	23
chr1	228134407	228134557	id-9387	1.03e-06	-	CCAGCGCGCGGCGGGCTGGCCGGCAGAGGGCCCCG	V_CTCF_BR	40
chr1	228141706	228141856	id-9388	3.83e-09	-	AGGCACCTTCTCTAGCTGGCCTGCAGGGGGCAGCC	V_CTCF_BR	40
chr1	228154537	228154687	id-9389	1	+	NA	NONE	34
chr1	228155623	228155773	id-9390	6.18e-07	-	TGAGCTTGGCCTAAAGAGGCCACTGGGTGGCAGGA	Upstream_CTCF	32
chr1	228187172	228187322	id-9391	1.84e-06	+	CCGCCCTCCTCTGGCATCTCCACTTGGTGGCAGTA	V_CTCF_BR	39
chr1	228192088	228192238	id-9392	1.97e-06	+	GGACAGCTCCCTTTAGGCAACAGCAGAGGGCGCTT	V_CTCF_BR	40
chr1	228192726	228192876	id-9393	8.81e-07	+	CGGTGGGCAGAGCTGGCATCCTCTAGGGGGCTCTA	V_CTCF_BR	13
chr1	228219384	228219534	id-9394	1.31e-05	-	GCTACAGCACAGCCCAGGAACCCTAGCGGGCAGCA	V_CTCF_BR	10
chr1	228248285	228248435	id-9395	1.93e-05	-	GGAGGGGCTGGGCAGCTGCAAAGAAGGGGGCGCAG	V_CTCF_BR	17
chr1	228248801	228248951	id-9396	5.34e-06	+	GGCGGGGCGCCCCAAGAGCCCAAAAGAGGGCACAC	V_CTCF_BR	6
chr1	228250632	228250782	id-9397	2.84e-05	-	GGGCAGAAGCCCTGTGCAGCCAGCAGGGTATGGTA	UpstreamP1_CTCF	16
chr1	228261667	228261817	id-9398	1	+	NA	NONE	35
chr1	228270123	228270273	id-9399	1	+	NA	NONE	14
chr1	228275513	228275663	id-9400	1	+	NA	NONE	12
chr1	228278582	228278732	id-9401	1.06e-05	-	GATGCACAGCTCTAACCACACACCAGGTGGACTCC	Upstream_CTCF	12
chr1	228285950	228286100	id-9402	1.97e-06	+	TAGGCCCATGGGCACCTGGCCTCCAGGAGTCGCTG	V_CTCF_BR	7
chr1	228290082	228290232	id-9403	1.1e-06	-	GCAAGGTGCGGGCGGGTTTCCAGGGGAGGGCAGCA	V_CTCF_BR	38
chr1	228297111	228297261	id-9404	3.56e-05	+	GCTGTGGCGGTACAAGAACCCAGGCGGGGCCGGCG	Upstream_CTCF	26
chr1	228310880	228311030	id-9405	1	+	NA	NONE	3
chr1	228318786	228318936	id-9406	1.84e-06	+	GACCTTCAGCCACTTGAGCCCAGCAGGTGGAGCTA	V_CTCF_BR	40
chr1	228327731	228327881	id-9407	1.16e-05	+	CCTGCGGTCGCGACAGGCCAGCGCAGGTGGAGGCG	Upstream_CTCF	36
chr1	228336093	228336243	id-9408	1	+	NA	NONE	5
chr1	228350436	228350586	id-9409	1.03e-06	-	CTGCTGTTCTCCTTATCAGCAGGCAGGGGACTGGG	UpstreamP1_CTCF	13
chr1	228352469	228352619	id-9410	1	+	NA	NONE	0
chr1	228353359	228353509	id-9411	4.7e-08	-	CAGCGGCCCCTGGCGGTGGCCGCCGGAGGGAGGCG	V_CTCF_BR	40
chr1	228353878	228354028	id-9412	1.26e-07	+	ACAGGGCGGGCGCCCGGGGCCTGCAGAGGGCGTGG	V_CTCF_BR	5
chr1	228354213	228354363	id-9413	9.25e-06	+	GACAAGGGGTTCAGGGGCCCCGCCTGGTGGCAGAG	V_CTCF_BR	39
chr1	228368105	228368255	id-9414	1	+	NA	NONE	37
chr1	228379564	228379714	id-9415	1.79e-08	-	GTAGCACTACTCACAATGGACACGAGGTGGAAGCA	Upstream_CTCF	31
chr1	228386470	228386620	id-9416	1	+	NA	NONE	9
chr1	228394824	228394974	id-9417	2.66e-05	-	GCCAGGCCCAGGCCACTGCCCACCCGGGGGCTCTC	V_CTCF_BR	0
chr1	228396643	228396793	id-9418	3.66e-06	-	GGGCACCCCACGAGCTTCCCCAGGAGGGGGAGACT	UpstreamP1_CTCF	1
chr1	228401300	228401450	id-9419	3.97e-07	+	CGCGGTGTACATCTGCGAGACGCCAGAGGGCAGCC	V_CTCF_BR	40
chr1	228405754	228405904	id-9420	5.89e-08	+	CTGCTGTGTCTCGTCCTCGCCGCCAGGGCTCACTC	UpstreamP1_CTCF	23
chr1	228415043	228415193	id-9421	1.11e-05	+	AGGGTGACACACGACTCAGACACTAGGGGGCCCAG	Upstream_CTCF	39
chr1	228424613	228424763	id-9422	4.31e-07	+	CCGAGTACAGTGATGTGTGCCTCTAGGGGGAGCCC	V_CTCF_BR	40
chr1	228425838	228425988	id-9423	1.81e-06	-	CTTGCAGTTTTCAAAAGCACCTACTGGTGGCTCCA	Upstream_CTCF	13
chr1	228447786	228447936	id-9424	7.11e-06	-	AATGGAATTCAACCATCTCTCCACAGGGGGAGCCC	Upstream_CTCF	34
chr1	228452618	228452768	id-9425	3.31e-06	-	ATGCACTGCAGGCACATCTCCACTGGGGCGCCACT	UpstreamP1_CTCF	18
chr1	228452976	228453126	id-9426	1.38e-07	+	GCTGTAGGTACTACACTGACCTCTAGATGCCACCA	Upstream_CTCF	34
chr1	228456424	228456574	id-9427	1.03e-06	+	GTCAGCAGCTCTCCTTCCGCCTGCAGGTGGCAGGT	V_CTCF_BR	14
chr1	228461621	228461771	id-9428	3.88e-06	-	CCTCTGCGCCCACACGGCAGCTGTAGATGGCGCTG	V_CTCF_BR	14
chr1	228462175	228462325	id-9429	1	+	NA	NONE	8
chr1	228470684	228470834	id-9430	1.28e-06	+	TCATCAAGCCCCTGGAAGACCAGTGGGTGGCGCCA	Upstream_CTCF	4
chr1	228477958	228478108	id-9431	3.66e-06	-	AAGCAACTGCCTCAGGCAGCCGGCAGGGGTCCACT	UpstreamP1_CTCF	5
chr1	228479960	228480110	id-9432	1	+	NA	NONE	7
chr1	228496852	228497002	id-9433	4.03e-06	-	ATGTCATTCATCTCGTTGGCCTGCAGGGGCACCCC	UpstreamP1_CTCF	28
chr1	228503651	228503801	id-9434	2.11e-06	-	GGCCGCAAGTTTTTGAGCAGCAGCAGGTGGCGCAG	V_CTCF_BR	0
chr1	228524344	228524494	id-9435	1.04e-05	-	ATGTCCAGAGACAGAGGGCACAGCAGGGGCCGCCA	V_CTCF_BR	4
chr1	228526371	228526521	id-9436	1.64e-06	+	CGAGCAGGCAACAGGCTGCGCAGCAGGAGGCGCTC	Upstream_CTCF	4
chr1	228528605	228528755	id-9437	3.8e-08	+	GGGCTTGTATCTGGGGCTGCCAGGAGGTGGCGGTG	V_CTCF_BR	38
chr1	228542448	228542598	id-9438	1.98e-08	+	GTGCAGTTCCCATCACTGGCCTGCAGGTAGTGGAC	UpstreamP1_CTCF	14
chr1	228549908	228550058	id-9439	9.25e-06	+	TATCCAGGCCTGGCTGCTCCCTGGAGGTGGCGACA	V_CTCF_BR	0
chr1	228558078	228558228	id-9440	7.54e-08	+	GTGCCCCAGCCCCCAACCCCCAGCAGGAGGCAGGG	UpstreamP1_CTCF	3
chr1	228566382	228566532	id-9441	1	+	NA	NONE	31
chr1	228581241	228581391	id-9442	2.74e-08	-	ATAGCGGGTGCCCCACTGCCCAGCAGAGGGCAGAG	V_CTCF_BR	40
chr1	228589621	228589771	id-9443	2.15e-05	-	TGAAGGTCCTGTATAGGAGACCCCAGGGGGCGATG	V_CTCF_BR	1
chr1	228593879	228594029	id-9444	1	+	NA	NONE	13
chr1	228596290	228596440	id-9445	1.01e-05	-	GAGGCGCTACCTCGGCTCTTCGCCGGAGGGCAGTG	Upstream_CTCF	0
chr1	228597606	228597756	id-9446	2.53e-05	+	AACTCTAGGCAGGGACTCTCATGCAGGTGGCGCGC	V_CTCF_BR	0
chr1	228598838	228598988	id-9447	7.8e-08	+	GGAGAAGCCCAGCATGTTGCCAGCAGGTGGCTCAG	V_CTCF_BR	3
chr1	228603995	228604145	id-9448	2.39e-05	+	CTGTCCTTCCCGCTCTGGTCCGCTAGGGTCCCGGT	UpstreamP1_CTCF	34
chr1	228643516	228643666	id-9449	1.24e-05	-	ACAAAACTGCAAGGACTGGCCAGGAGAGGGTGTAG	V_CTCF_BR	36
chr1	228645194	228645344	id-9450	2.6e-06	+	TCGTCGTTGCGGATGGCCAGCTGCAGGTGGCGCGG	V_CTCF_BR	37
chr1	228646248	228646398	id-9451	8.23e-05	-	ATTCGGCCGCACCCGGCAACCGCTAGGGTGCATGG	UpstreamP1_CTCF	39
chr1	228647015	228647165	id-9452	1.95e-07	-	AATGCAGAGCCAGGCACCACCGCCAGGGGAAAGTG	Upstream_CTCF	40
chr1	228651475	228651625	id-9453	5.08e-07	+	GCACGTCCTCCAGTCTCAGCCGCCAGGAGGCACTG	V_CTCF_BR	32
chr1	228659613	228659763	id-9454	2.08e-07	+	CTGCTGTCTTCTTAAGTCACCCCTAGGGGGCATTT	UpstreamP1_CTCF	40
chr1	228675396	228675546	id-9455	4.21e-05	-	GGGCCGGCGTCGGCGCGGCACAGCAGCTGCAGCGC	V_CTCF_BR	11
chr1	228681520	228681670	id-9456	1.03e-06	-	GCCTCCAGCTCTGGGACTGCCACGGGTTGGCGCCA	V_CTCF_BR	1
chr1	228688739	228688889	id-9457	3.55e-08	+	AGGCAGTTAGACCAACCGGACGCTAGGGGGAGCCA	UpstreamP1_CTCF	40
chr1	228703090	228703240	id-9458	1.97e-06	-	TGGTGCACTGACATCCATTCCTGCAGAGGGCACCA	V_CTCF_BR	40
chr1	228782733	228782883	id-9459	1	+	NA	NONE	20
chr1	228800247	228800397	id-9460	1.96e-07	+	AAGCAAGAAACCAAATTGTCCGGCAGAGGGCAGCA	UpstreamP1_CTCF	40
chr1	228827809	228827959	id-9461	3.4e-06	+	AAAGGGTAGAACAATTGGACCACAAGGTGGTGCCC	V_CTCF_BR	39
chr1	228838155	228838305	id-9462	9.26e-05	+	ATTTTGAGCTTGACTGTGCCCTGTAGGTGGTGATA	UpstreamP1_CTCF	6
chr1	228870747	228870897	id-9463	3.88e-06	+	CCCCTGGGTGGAGCCGTGGCCAGCCGGGGGCTCCA	V_CTCF_BR	27
chr1	228871026	228871176	id-9464	2.43e-06	+	GGTGCAGGCGCGCGGCGCGCAGGCGGGGGGCGCTG	Upstream_CTCF	35
chr1	228977880	228978030	id-9465	1	+	NA	NONE	3
chr1	228998590	228998740	id-9466	6.15e-05	-	GCGGCCCCCATCCCGCCCTGCGCTAGAGGGCGTGT	Upstream_CTCF	2
chr1	229002250	229002400	id-9467	5.12e-06	+	CTGCACCAGGCTGTGCCAGGAGCCAGAGGGAAGCA	UpstreamP1_CTCF	8
chr1	229003021	229003171	id-9468	4.94e-06	+	ACTGCGTTGACTTCACTGCCCCCTGGGAGGAGGCC	Upstream_CTCF	8
chr1	229121893	229122043	id-9469	3.91e-06	+	GAGGCTTTACCAGGCCCGGCAGCCAGGTGGCCGTT	Upstream_CTCF	7
chr1	229155750	229155900	id-9470	1	+	NA	NONE	6
chr1	229160549	229160699	id-9471	1	+	NA	NONE	18
chr1	229165083	229165233	id-9472	6.64e-05	-	AGGGGTCCACATGGACTCCCCAGCAGGGGCAGTGT	Upstream_CTCF	3
chr1	229198781	229198931	id-9473	9.29e-06	-	GGTGGCACTGAGACACTGGCCAGTAGGGGCACCTC	Upstream_CTCF	9
chr1	229234871	229235021	id-9474	4.44e-06	+	TTGCTGGGACTCCTTATCTCCACAGGGAGGCTGCT	UpstreamP1_CTCF	2
chr1	229238571	229238721	id-9475	2.02e-06	-	CAGCTGGACCAGAGCTGATCCTGTAGGTGGTGCTG	UpstreamP1_CTCF	31
chr1	229244842	229244992	id-9476	7.17e-05	-	GCTGCATTTCCTTTCTCAGGCGTTGGGGGACTGCT	Upstream_CTCF	6
chr1	229260288	229260438	id-9477	1.55e-05	+	TGGCTTGCAAGCCAGGGAGGCAGGTGATGGCGCTG	V_CTCF_BR	1
chr1	229284001	229284151	id-9478	1	+	NA	NONE	6
chr1	229290038	229290188	id-9479	3.4e-06	-	CATGCCACACCTATTTGTGCCCACAGAGGGCTCTG	Upstream_CTCF	6
chr1	229292699	229292849	id-9480	1.32e-05	-	ATTGTCCTGCAGCAGAAAAGCAGCAGGTGTCACTG	Upstream_CTCF	38
chr1	229353702	229353852	id-9481	7.46e-06	+	GTGTACAAACAGTCCACTGCCTGGAGGAGGCAGTG	UpstreamP1_CTCF	22
chr1	229361357	229361507	id-9482	1	+	NA	NONE	5
chr1	229363315	229363465	id-9483	1.82e-07	-	TTGATTGTTTTCGGAACAGCCGGCAGGGGGCGCGC	V_CTCF_BR	40
chr1	229367562	229367712	id-9484	5.34e-06	+	ACCAAGAGTAATTAAATGACCAGCTGTGGGCAGTG	V_CTCF_BR	18
chr1	229390782	229390932	id-9485	1	+	NA	NONE	37
chr1	229393882	229394032	id-9486	1.1e-06	+	GAAGAGTATGTCAGTGAACCCACCAGGGGGCACTA	V_CTCF_BR	38
chr1	229407279	229407429	id-9487	1	+	NA	NONE	33
chr1	229477174	229477324	id-9488	1.93e-05	+	CCGGCGCTTTCGGATCTGGACAGGCGAGGGAGGAT	Upstream_CTCF	11
chr1	229479017	229479167	id-9489	5.55e-07	+	TATGCAGCCCCCCCAGGCTGCGGCCGGGGGCGACA	Upstream_CTCF	4
chr1	229506464	229506614	id-9490	6.9e-05	+	GCAGACATTTTCAAACCAACCAGCTGGGGTCCTCA	Upstream_CTCF	7
chr1	229513128	229513278	id-9491	9.25e-06	-	GGAGCTTGGGCACAATTATACAGCAGGGGGCAGGT	V_CTCF_BR	0
chr1	229514651	229514801	id-9492	8.19e-06	-	ATGATGTACTGCTGTGTGGCCACTGGAGGCATATA	UpstreamP1_CTCF	29
chr1	229517190	229517340	id-9493	1.54e-05	+	GGGCTGACACACACATTAAGCAGCAGGTGGGGGAA	UpstreamP1_CTCF	6
chr1	229538901	229539051	id-9494	3.33e-08	+	CTGTTATTTCCCCCAGTGGCCAGCAGAGTGCTGGG	UpstreamP1_CTCF	7
chr1	229539449	229539599	id-9495	2.2e-06	-	GCAGCACAATCTCTTCCCACCACCAGGGGCTATTG	Upstream_CTCF	21
chr1	229546919	229547069	id-9496	7.44e-05	+	GCTGATATAAAAATAGAGGCAGGCAGTGGGAGCTG	Upstream_CTCF	11
chr1	229556598	229556748	id-9497	2.58e-07	+	GCAGCAACTTGAGCTCCTTCCAGCAGGTGCCGCCT	Upstream_CTCF	15
chr1	229566633	229566783	id-9498	1.09e-06	+	CTGAGGGGACCCAGGGCCACCAGCGGAGGCCGCCC	UpstreamP1_CTCF	19
chr1	229589078	229589228	id-9499	1	+	NA	NONE	39
chr1	229617843	229617993	id-9500	1.67e-07	-	TACTGAGCTTAGTTTGTCACCAGAAGGGGGCACCA	V_CTCF_BR	39
chr1	229636504	229636654	id-9501	2.96e-05	+	GTCGGCACTCCAGTGGAAATCACTAGGTGGCAGCT	V_CTCF_BR	8
chr1	229650533	229650683	id-9502	1.82e-07	-	GGCTGCTTTCACCCTACAGCCACAAGGGGGAGGAG	V_CTCF_BR	40
chr1	229693850	229694000	id-9503	1.83e-05	-	GGACAAGGGGCGGCTGCGCCCCGCAGCGGCCGGAC	V_CTCF_BR	31
chr1	229694633	229694783	id-9504	6.34e-08	+	CCTGCAGCGCCCCCAACTGCCCGCTGGCGGAGGAG	Upstream_CTCF	39
chr1	229709245	229709395	id-9505	1	+	NA	NONE	2
chr1	229714615	229714765	id-9506	1	+	NA	NONE	12
chr1	229733283	229733433	id-9507	1	+	NA	NONE	3
chr1	229797114	229797264	id-9508	4.99e-07	+	GGAGCAGTTCATCAGGCGTCCTGGTGGTGGCACTG	Upstream_CTCF	40
chr1	229825924	229826074	id-9509	1	+	NA	NONE	0
chr1	229830183	229830333	id-9510	2.37e-05	+	GCTGCTGTTGTGGCAGCAGCCAGGTGGTGAGTCGG	Upstream_CTCF	5
chr1	229846666	229846816	id-9511	3e-06	+	ATGTGGTTAGGATAAAACTCCACAAGGTGGAGCAA	UpstreamP1_CTCF	25
chr1	229850845	229850995	id-9512	4.41e-06	+	GTAAAAAAACCATCAGGAACCGCCAGGTGGCGACA	V_CTCF_BR	37
chr1	229869721	229869871	id-9513	1	+	NA	NONE	1
chr1	229917411	229917561	id-9514	1.48e-06	+	GTTTGCATGGCCGGACAAGCCACCAGGTGGCTCCT	V_CTCF_BR	15
chr1	229919154	229919304	id-9515	1.09e-06	-	CATGCCCTCCACCCTCATCCCTCTAGAGGGCCCAG	Upstream_CTCF	2
chr1	229920681	229920831	id-9516	2.97e-06	-	AAAGGGACTGGCAGGAACTCCACAAGAGGGCACAA	V_CTCF_BR	4
chr1	229975670	229975820	id-9517	1.06e-05	+	CATGCAGTCATGATGGAGGGCAGCTGTTGGAGGGG	Upstream_CTCF	7
chr1	229979626	229979776	id-9518	1.72e-06	+	CCTGCAACATCTTCCCTTGCAGCTGGGTGGAGCCC	Upstream_CTCF	35
chr1	229981602	229981752	id-9519	6.98e-07	-	GAACTAGGGCACAGCCCATCCTGCAGAGGGAGGCA	V_CTCF_BR	12
chr1	229983875	229984025	id-9520	5.86e-07	+	CCTGCATGGGCTGGGTTCACCACCAGGTGCCTCCT	Upstream_CTCF	15
chr1	229984951	229985101	id-9521	1	+	NA	NONE	40
chr1	230020723	230020873	id-9522	2.18e-07	+	GTTCACATCATGTGCAGGGCCAGCGGGGGGCAGTG	V_CTCF_BR	8
chr1	230036120	230036270	id-9523	1.03e-06	+	TGCCAGAAGTAATCAGCTGCCACTGGGGGGCAGAA	V_CTCF_BR	13
chr1	230079867	230080017	id-9524	2.72e-06	+	TTGCACCTGGGGAAGGCTTCCTGGAGGAGGCAGTC	UpstreamP1_CTCF	6
chr1	230108844	230108994	id-9525	1.82e-07	+	AGGCTCTCAGCCCCCACTTCCAGCAGGGGGCAGCT	V_CTCF_BR	38
chr1	230120524	230120674	id-9526	1.16e-05	+	AGCTCAGTCCTCAAGCTGATCAGCAGGAGGGGCAG	Upstream_CTCF	11
chr1	230204059	230204209	id-9527	1	+	NA	NONE	35
chr1	230204837	230204987	id-9528	1	+	NA	NONE	24
chr1	230210126	230210276	id-9529	1.14e-06	+	CAGCTTCCCCAGCCTCTCCCCACTAGATGCCAGTA	UpstreamP1_CTCF	31
chr1	230222919	230223069	id-9530	7.31e-05	-	CGGTAATTAGTACCGGTCATCAGATGAGGGAGCTC	UpstreamP1_CTCF	5
chr1	230227353	230227503	id-9531	5.34e-06	+	GGCTTCCGGGCCACCTCCATCAGCAGGAGGCGGTA	V_CTCF_BR	18
chr1	230240684	230240834	id-9532	1	+	NA	NONE	27
chr1	230245740	230245890	id-9533	2.27e-05	-	CAGAGAACGGCTGCATCAGCCTGTGGGAGGCACAC	V_CTCF_BR	9
chr1	230249168	230249318	id-9534	2.8e-05	-	TGTGCTATGCAGGCTTCTTGCCCCAGCAGGTGGGG	Upstream_CTCF	0
chr1	230256700	230256850	id-9535	2.55e-06	-	GATGCAGTACCAGGGAGAACCACTTGGTGCGTACC	Upstream_CTCF	40
chr1	230260614	230260764	id-9536	1	+	NA	NONE	10
chr1	230272292	230272442	id-9537	1	+	NA	NONE	5
chr1	230285847	230285997	id-9538	1.56e-05	-	CAGGCGATGGCTCTCCTGGCCCCAGGGCGGAGCCA	Upstream_CTCF	2
chr1	230303231	230303381	id-9539	8.86e-10	-	AGTGCAATGCTCCTTGTCACCAGTAGGTGCCACCA	Upstream_CTCF	40
chr1	230303448	230303598	id-9540	1.82e-07	-	TGGAGCAGCCGCAGGGAGGCCAGCAGGAGGCAGCC	V_CTCF_BR	3
chr1	230310411	230310561	id-9541	1	+	NA	NONE	0
chr1	230312928	230313078	id-9542	1	+	NA	NONE	11
chr1	230344356	230344506	id-9543	1	+	NA	NONE	0
chr1	230350942	230351092	id-9544	1	+	NA	NONE	39
chr1	230356351	230356501	id-9545	1.48e-06	-	TGGCACCACCATGCGCTGGCCTCCAGGGGATGCCT	UpstreamP1_CTCF	15
chr1	230358581	230358731	id-9546	5.48e-05	-	TGAGAAGTAAAGATTGCAGCCTCTGGGGGCAGGCT	Upstream_CTCF	27
chr1	230377821	230377971	id-9547	1	+	NA	NONE	0
chr1	230404168	230404318	id-9548	1	+	NA	NONE	5
chr1	230404773	230404923	id-9549	1.64e-06	-	GAGCAATCCCAGGATGTGGCCATTGGAGGGGGACA	UpstreamP1_CTCF	40
chr1	230412279	230412429	id-9550	1	+	NA	NONE	1
chr1	230416167	230416317	id-9551	9.51e-07	-	GCATCATTGGTCTGCCCTGTCGCCAGGGGGCAGCG	V_CTCF_BR	10
chr1	230428633	230428783	id-9552	1	+	NA	NONE	6
chr1	230438955	230439105	id-9553	1.38e-07	-	CCAGCAGCTGTGAATCTGTCCACCAGATGGTGAGC	Upstream_CTCF	25
chr1	230442060	230442210	id-9554	1.1e-06	-	CTTCCCTCCTCCACCCCCACCACGAGAGGGCATTG	V_CTCF_BR	3
chr1	230446431	230446581	id-9555	3.06e-08	-	AAGCCTTTCCCATGGCTGCCCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr1	230450908	230451058	id-9556	5.55e-07	-	TCTGCCTTTACTCTGTCTCCCACTAGAGGCAGCTG	Upstream_CTCF	16
chr1	230463361	230463511	id-9557	2.81e-06	+	GATGTTCTGCTGTCGGGAGCCTGCAGAGGGGGCGT	Upstream_CTCF	1
chr1	230501775	230501925	id-9558	3.8e-07	+	CCAGCAATAAACTAAAAGGCCAGGAGGGGACAGGG	Upstream_CTCF	24
chr1	230536962	230537112	id-9559	1	+	NA	NONE	0
chr1	230539319	230539469	id-9560	1.1e-06	+	CCCAGGCTCCAGGGGCAAAGCAGCAGGTGGCGCTG	V_CTCF_BR	11
chr1	230560209	230560359	id-9561	4.41e-06	+	TGCCCAGATCCAAGTCCAGGCACCAGCTGGAGGTC	V_CTCF_BR	3
chr1	230577550	230577700	id-9562	1	+	NA	NONE	10
chr1	230611740	230611890	id-9563	1.64e-05	-	CTTGACTAGGAGATATCTCCCAGCAGGGGTCGACA	V_CTCF_BR	11
chr1	230673317	230673467	id-9564	8.16e-07	-	GCAGGGGCAGGGCACTTAACCAGCAGGGGGAGTAC	V_CTCF_BR	20
chr1	230703818	230703968	id-9565	6.74e-08	+	AATGCAGAGCCGGACCTGGCCACCAGAGGCTGAAG	Upstream_CTCF	30
chr1	230717579	230717729	id-9566	4.14e-06	-	AACACGATGTTAAGCTTCGTCAGTAGAGGGCAGTG	V_CTCF_BR	30
chr1	230768139	230768289	id-9567	3.79e-08	+	CAGCACTCCTGGCCTTTAACCACTAGATGCCAGTA	UpstreamP1_CTCF	40
chr1	230777732	230777882	id-9568	1.59e-06	-	TCCCTGTGCGCGGTCACTGCCGCTGGTGGGCGCTA	V_CTCF_BR	2
chr1	230778036	230778186	id-9569	1.13e-10	+	GCTGCAGTACCGCCCTCCGCCACATGAGGGCAGCA	Upstream_CTCF	40
chr1	230781571	230781721	id-9570	5.08e-05	+	TAGTGCTGCCACTGATCTGACAGGAGGCGGAGCTC	UpstreamP1_CTCF	0
chr1	230815542	230815692	id-9571	4.1e-06	-	TCTGTAATTATTCCTCAGAACGCTAGGGGAAAGGA	Upstream_CTCF	0
chr1	230832625	230832775	id-9572	1	+	NA	NONE	4
chr1	230833983	230834133	id-9573	6.19e-06	+	CGGCAGTGCAGGGTCCTAGAGAGAAGGGGCAGGTG	UpstreamP1_CTCF	11
chr1	230851366	230851516	id-9574	9.27e-07	+	CAGTAACAAGTCCACCTGGACACAAGGGGGAGGTA	UpstreamP1_CTCF	18
chr1	230878429	230878579	id-9575	1.06e-05	+	AATTTTCTTTACCATTCCCCCAACAGAGGGCACTA	Upstream_CTCF	31
chr1	230896433	230896583	id-9576	3.18e-06	-	GAGGACTGGGGAAAGACCGGCTCCTGGGGGCGCCA	V_CTCF_BR	11
chr1	230908997	230909147	id-9577	6.74e-08	-	TCTGTGCTTTCCATTTCTGCCAGGAGAGGGAGGCC	Upstream_CTCF	38
chr1	230928869	230929019	id-9578	3.97e-07	-	ATGGTCAGAGGCTATGAGGCCTCCAGAGGGCAGGC	V_CTCF_BR	35
chr1	230933721	230933871	id-9579	8.81e-07	+	TGATGAAAGTCCTTGTTTACCACCAGATGGAGCAG	V_CTCF_BR	39
chr1	230993852	230994002	id-9580	1.47e-05	+	GGCAGAGGGCCAGCCTTCAGCTCTAGGGGGCTCCT	V_CTCF_BR	8
chr1	230994373	230994523	id-9581	7.46e-06	+	GGGCAGGACCACTGACTGGCCAGGGTGGGGCATGA	UpstreamP1_CTCF	1
chr1	230996838	230996988	id-9582	1.39e-05	-	CAACCGAAGTCTCTGGTTTACACTAGGGGTCGCTC	V_CTCF_BR	16
chr1	230997406	230997556	id-9583	3.36e-07	+	GGTGTGTGGATGGATAGCGCCTGCAGAGGGAGCTG	V_CTCF_BR	34
chr1	231036831	231036981	id-9584	1	+	NA	NONE	4
chr1	231053093	231053243	id-9585	3.09e-07	+	GTTACTTGCTAATAAACCGCCTCTAGGGGGCGCTG	V_CTCF_BR	40
chr1	231053620	231053770	id-9586	2.89e-07	-	CCATAAATTTCCCCAGCGCCCCCCAGGGGGCAGAA	Upstream_CTCF	39
chr1	231058507	231058657	id-9587	1	+	NA	NONE	30
chr1	231060870	231061020	id-9588	2.39e-05	-	ATGCAAACCTCCACTTGTTTCAGTAGGAGGCAGAG	UpstreamP1_CTCF	6
chr1	231061976	231062126	id-9589	1	+	NA	NONE	2
chr1	231073491	231073641	id-9590	1	+	NA	NONE	6
chr1	231114494	231114644	id-9591	4.48e-07	+	GCAGCAGCAGCAGCAGCAGCCGGCAGGTGCCATCT	Upstream_CTCF	28
chr1	231114843	231114993	id-9592	2.01e-05	-	CTGGCAGGAGGCCGAGGCAGCAGTAGGAGTCGCTG	Upstream_CTCF	36
chr1	231151314	231151464	id-9593	9.25e-06	+	ACTCTCATGAAACCGTCATCCAGCAGGGGTCAGCT	V_CTCF_BR	20
chr1	231155900	231156050	id-9594	1	+	NA	NONE	16
chr1	231181035	231181185	id-9595	6.84e-06	+	ATAGGCTGTATATGAGTGAACACTAGAGGGAGGGA	V_CTCF_BR	17
chr1	231215041	231215191	id-9596	4.21e-05	-	GGCTGGGACTAAGGTAGTGACGGTAGGTGGAGACA	V_CTCF_BR	2
chr1	231227801	231227951	id-9597	4.23e-06	-	CCTCTTTAGCATTCTGAGGCCAGCAGGGGACGCTG	UpstreamP1_CTCF	40
chr1	231229328	231229478	id-9598	3.18e-06	+	TTCACAGGCTCTGCAGCTCCCTGCAGATGGAGCTG	V_CTCF_BR	24
chr1	231245620	231245770	id-9599	9.26e-05	-	AATCAGAACCAGGATCCAAACTCTAGGGGGCGTCT	UpstreamP1_CTCF	13
chr1	231276152	231276302	id-9600	6.21e-06	-	ACATCACTCACATTGCTGAACACAAGGGGGAGGCT	Upstream_CTCF	17
chr1	231299458	231299608	id-9601	1	+	NA	NONE	0
chr1	231306811	231306961	id-9602	1	+	NA	NONE	34
chr1	231342799	231342949	id-9603	1	+	NA	NONE	21
chr1	231347172	231347322	id-9604	9.14e-09	-	GATGCTATTTGGACACCGACCACCGGGTGGCGGTA	Upstream_CTCF	40
chr1	231355883	231356033	id-9605	5.34e-06	+	AGGGCAAGGAGCTGCCTGGCCTCCAGTGGGTAAAA	V_CTCF_BR	2
chr1	231377751	231377901	id-9606	1	+	NA	NONE	6
chr1	231415407	231415557	id-9607	1	+	NA	NONE	0
chr1	231426826	231426976	id-9608	3.22e-07	-	GATGCAGTTGAGGCAGCAGCCTCCAGGAGGCTTTA	Upstream_CTCF	25
chr1	231451654	231451804	id-9609	7.8e-08	+	GAAGCAGGGGTCATGGGGGCCACTGGGTGGCGCCA	V_CTCF_BR	40
chr1	231458757	231458907	id-9610	4.48e-07	+	AGTGCAGTGGTGAGGTAGACCACCAGAGGCACTAG	Upstream_CTCF	36
chr1	231473826	231473976	id-9611	1	+	NA	NONE	27
chr1	231490218	231490368	id-9612	1	+	NA	NONE	2
chr1	231493676	231493826	id-9613	1.1e-05	+	TTACCATCTTGCTTAGTGAACACTAGGTGGTGCTC	V_CTCF_BR	40
chr1	231505128	231505278	id-9614	7.78e-06	+	TCAGAAAATCTTTACAGAAGCAGCAGGGGGCAGAG	Upstream_CTCF	21
chr1	231517565	231517715	id-9615	1	+	NA	NONE	2
chr1	231558273	231558423	id-9616	4.59e-07	-	TTGCGGCTGGCGCCCTCCTCCAGCAGGTGTAGGCG	UpstreamP1_CTCF	39
chr1	231629702	231629852	id-9617	2.96e-05	-	TGGAGGAAACCAAATGAAGACAGCAGAGGTCAGAG	V_CTCF_BR	3
chr1	231686212	231686362	id-9618	4.01e-05	-	GAGACAGCCACTTCTCTTTCCACCAGGGGGCCATG	Upstream_CTCF	40
chr1	231720033	231720183	id-9619	1	+	NA	NONE	36
chr1	231726444	231726594	id-9620	1.84e-06	-	ACACTACCTCTCAGGCTGGGCGCTAGAGGGCAGAA	V_CTCF_BR	40
chr1	231739861	231740011	id-9621	1.28e-06	-	AAGAGCCTCTCAGAAATGGCCACTAGGTGGTAGAA	V_CTCF_BR	40
chr1	231827518	231827668	id-9622	3.34e-10	-	CTGCAGTGTCCGGGCCCGACCGGCAGGGGCAGCAG	UpstreamP1_CTCF	40
chr1	231861023	231861173	id-9623	1.56e-06	+	GTGAAGAAACTGACGCAAACCAGCAGATGGCGACA	UpstreamP1_CTCF	40
chr1	231892646	231892796	id-9624	7.27e-11	+	ACTGCTGTTTTCACAGTGACCACCAGGGGGCCATG	Upstream_CTCF	40
chr1	231908908	231909058	id-9625	1	+	NA	NONE	14
chr1	231911815	231911965	id-9626	1.93e-05	+	GTTTTATGTGTCTGGAAAACCAGGGGAGGGCAGCC	V_CTCF_BR	11
chr1	231942529	231942679	id-9627	7.55e-10	-	CTGTAGTGCCACACTCTCGGCCCTAGAGGGCACTG	UpstreamP1_CTCF	40
chr1	231980716	231980866	id-9628	2.11e-06	+	TTTTCTCATGCAGCTGAAGCCTCCAGGTGGCAGGC	V_CTCF_BR	23
chr1	232002526	232002676	id-9629	5.96e-07	+	TGTCATTGCGGTTCTCTGAACACAAGAGGGCGCTG	V_CTCF_BR	40
chr1	232019242	232019392	id-9630	1.83e-05	+	AAGAGCTTTCTCCTGAAGGCCTCAAGGGGCCACTA	V_CTCF_BR	16
chr1	232067704	232067854	id-9631	1.28e-08	-	CTTGCAATTTGGGACACTGCCACCAGGTGTCAGTA	Upstream_CTCF	39
chr1	232085315	232085465	id-9632	1	+	NA	NONE	18
chr1	232102852	232103002	id-9633	9.88e-07	+	AATGAATGTCCAGAGGTGGCCAGCAGGGTGAGCAG	Upstream_CTCF	16
chr1	232119373	232119523	id-9634	1.47e-05	-	GACACAGTATTAAGTTTTGTCAGTAGAGGGAGCTA	V_CTCF_BR	30
chr1	232183347	232183497	id-9635	4.65e-05	+	CGACTGTTACTGAACTGAACCACCTGGGGCAGCAA	V_CTCF_BR	36
chr1	232193411	232193561	id-9636	9.25e-06	-	CTGGCTTCCTTGTGAATGGCCAGGAGGAGGCGAGA	V_CTCF_BR	5
chr1	232306787	232306937	id-9637	7.31e-05	+	GTACAGGAACCTAGCTGAACCAGCAGGAGATGCTG	UpstreamP1_CTCF	28
chr1	232319737	232319887	id-9638	1	+	NA	NONE	6
chr1	232347019	232347169	id-9639	5.41e-06	+	GGTGCACTGCCCAGCTCTGCCTCTAGGGCTGAGGC	Upstream_CTCF	39
chr1	232349289	232349439	id-9640	1	+	NA	NONE	4
chr1	232428575	232428725	id-9641	1	+	NA	NONE	9
chr1	232438511	232438661	id-9642	1.14e-06	-	AAGCTGTGAAATTGAGGCCCCAGCAGGGGCCAGAC	UpstreamP1_CTCF	5
chr1	232442007	232442157	id-9643	7.11e-06	-	AGGGAAGTGCTCGCTTAGTCCACAGGGAGGTGCTG	Upstream_CTCF	30
chr1	232521043	232521193	id-9644	4.65e-06	+	GTGCAGTACAGAGCTCTTCTCAGGAGGTGGTGAGT	UpstreamP1_CTCF	7
chr1	232564678	232564828	id-9645	1	+	NA	NONE	0
chr1	232602939	232603089	id-9646	5.48e-05	-	TATATACTACCATAAAGCACCACTAGGTGCTATTG	Upstream_CTCF	18
chr1	232644182	232644332	id-9647	3.42e-09	+	TGTGCAGTGCCAAGCAGGTCCAGAAGGAGGCAAAG	Upstream_CTCF	27
chr1	232665506	232665656	id-9648	4.99e-07	+	AAGGTATTGCCAACTTTGGCCAACAGAAGGCAAGA	Upstream_CTCF	8
chr1	232736737	232736887	id-9649	9.29e-06	-	CTGGCTGGTCCCTTGCTCTCCTCTAGGGGATACCA	Upstream_CTCF	5
chr1	232738497	232738647	id-9650	3.56e-06	+	CCTGCAATGCCCAGTATGGCAGCTACATGGGGCCG	Upstream_CTCF	33
chr1	232747708	232747858	id-9651	3.86e-05	+	CCTGTCACTCCAGCCGTGACTGAAAGGGGTCAGCG	Upstream_CTCF	23
chr1	232763515	232763665	id-9652	9.26e-05	-	TATCAGTACCCACATTCTACCTATAGATGGGGTGA	UpstreamP1_CTCF	37
chr1	232764464	232764614	id-9653	8.02e-05	-	GTCTCCATTCTAAACGTTAACACTAGATGGCTTTC	Upstream_CTCF	33
chr1	232766121	232766271	id-9654	1	+	NA	NONE	6
chr1	232766508	232766658	id-9655	4.51e-05	+	CAGGCAGTAAAACGTTAGGAGGACAGGGGGTGCCA	Upstream_CTCF	38
chr1	232769837	232769987	id-9656	8.98e-06	+	GAGCAGGTGCTCGTGATCACCAATGAGTGGCGCCC	UpstreamP1_CTCF	2
chr1	232771621	232771771	id-9657	4.44e-06	+	GAGCATCTGCTATTCTACACCACTAGATGGCGTTT	UpstreamP1_CTCF	40
chr1	232779105	232779255	id-9658	8.97e-05	+	TCATGCTTTCAGTGGCTTACCACTAGAGGGGACCT	Upstream_CTCF	25
chr1	232827845	232827995	id-9659	1	+	NA	NONE	2
chr1	232861182	232861332	id-9660	9.29e-06	+	TCTGCAGTACACCTAGTGGCCACTCGAGTTGCCTT	Upstream_CTCF	16
chr1	232929727	232929877	id-9661	5.7e-05	-	ATTGCTCAGTGCCCAGAAGACAGCAGGAGGCATGA	Upstream_CTCF	30
chr1	233016222	233016372	id-9662	1.27e-06	+	CTGCAACTGAAACACAGCGCCCCCAGAGGACTCCG	UpstreamP1_CTCF	40
chr1	233076197	233076347	id-9663	1	+	NA	NONE	8
chr1	233086156	233086306	id-9664	1	+	NA	NONE	27
chr1	233088781	233088931	id-9665	1.3e-07	-	GTGCACTGTCAAGCAAGTTCCACTGGGGGCAGCTG	UpstreamP1_CTCF	40
chr1	233116481	233116631	id-9666	6.84e-06	-	ACCTCAGCCGTGGCACCGACAGGGAGGTGGCGCTC	V_CTCF_BR	6
chr1	233126264	233126414	id-9667	7.27e-06	+	GTAGTGTAAGTGGCTGAGGCCAGGAGGGGTAACCA	V_CTCF_BR	2
chr1	233161053	233161203	id-9668	2.74e-08	-	CTCGGCCAGGAACCTACTGCCAGCAGAGGGAGGTA	V_CTCF_BR	40
chr1	233176368	233176518	id-9669	1.5e-05	-	ATTGACATCCCCAAGAGTGACGGCAGGAGGCGTGG	Upstream_CTCF	2
chr1	233250041	233250191	id-9670	1	+	NA	NONE	6
chr1	233308062	233308212	id-9671	1.64e-06	-	TTTGCAGCACAAGTTCAAACAACTAGATGGCACCA	Upstream_CTCF	36
chr1	233323928	233324078	id-9672	7.73e-06	-	AATGGGGACTGCAATCCGACAGCCAGGGGGAGCTG	V_CTCF_BR	13
chr1	233363757	233363907	id-9673	3.71e-05	-	CATTCTATTACCAACATCTTCACTAGGGGGACTAC	Upstream_CTCF	3
chr1	233365295	233365445	id-9674	1	+	NA	NONE	12
chr1	233374924	233375074	id-9675	1	+	NA	NONE	27
chr1	233376940	233377090	id-9676	1.28e-06	-	GTGGCAACAGCCACTGCTGCCACATGATGGCAGTC	V_CTCF_BR	40
chr1	233440360	233440510	id-9677	1.14e-06	+	TGGCTTTTACTCATTTGTAGCACTAGGTGGCACCA	UpstreamP1_CTCF	39
chr1	233500550	233500700	id-9678	7.54e-08	-	ATGTAGTGCCATCTTGTGGGCAGAAGAGGTAACTG	UpstreamP1_CTCF	40
chr1	233512558	233512708	id-9679	1	+	NA	NONE	13
chr1	233530730	233530880	id-9680	1.84e-07	+	TCTGCTGTCTTCTTTCTGATCACTAGATGGCACTC	Upstream_CTCF	40
chr1	233539685	233539835	id-9681	1.03e-06	-	AGTGAGAACTCACTCATTACCACAAGGTGGCACGA	V_CTCF_BR	15
chr1	233560699	233560849	id-9682	1.12e-08	-	GCAGCAGTACTCATAATAGCCAAGAGAGGGAAGCA	Upstream_CTCF	33
chr1	233576715	233576865	id-9683	1	+	NA	NONE	39
chr1	233613240	233613390	id-9684	3.28e-05	+	CCCCTATTTTTTCCTGTAACCTCAAGATGGCATAA	V_CTCF_BR	9
chr1	233615046	233615196	id-9685	1.85e-05	-	GCTTCAGTGGCAAATGTGGACCCCTGGTGGATATG	Upstream_CTCF	1
chr1	233654192	233654342	id-9686	1.08e-08	+	GGGTCCCTGTTAGGCTTTGCCAGGAGGGGGCGCTA	V_CTCF_BR	37
chr1	233757019	233757169	id-9687	4.65e-06	-	CTGCCTTAACAAAATATCACCAGTGGGTGGCTTAA	UpstreamP1_CTCF	4
chr1	233811859	233812009	id-9688	1	+	NA	NONE	15
chr1	233815872	233816022	id-9689	1	+	NA	NONE	2
chr1	233842922	233843072	id-9690	2.15e-05	+	AGCTTGGAGTTGCATAGTTCCAGGAGGAGGCACTG	V_CTCF_BR	4
chr1	233861307	233861457	id-9691	1	+	NA	NONE	7
chr1	233866706	233866856	id-9692	6.15e-05	+	CCATGCATTCCAGCCCTGGCCAGGAGGGGAGCAGG	Upstream_CTCF	21
chr1	233926957	233927107	id-9693	3.12e-08	-	GTGTTATGCTCCTGCAGTGCCACTAGAGGGAGCAC	UpstreamP1_CTCF	40
chr1	234011901	234012051	id-9694	1.03e-06	-	GTCCAATATAATTGACCTGCCACCAGGTGGCTGGC	V_CTCF_BR	6
chr1	234040325	234040475	id-9695	5.34e-06	-	GGGTCGGGGCGCACAGGGGCCAGGCGGGGGCGCTG	V_CTCF_BR	23
chr1	234048262	234048412	id-9696	3.05e-07	-	TCAGTACTATCCACAGTATCCACTGGGGGGCCTGG	Upstream_CTCF	7
chr1	234052459	234052609	id-9697	2.4e-05	-	ATGGGCTTCTAAAGAGGGACCACATGGTGGTGGTG	V_CTCF_BR	4
chr1	234091522	234091672	id-9698	7.78e-06	+	ACTGTGTTTCCATTGTTGACCACAAGGGAGTCAGC	Upstream_CTCF	12
chr1	234108943	234109093	id-9699	1.43e-05	-	CTTTCCATGGCACCTTTCACCACTAGAGGTGCCCA	Upstream_CTCF	18
chr1	234201698	234201848	id-9700	1.38e-08	-	ATACCAGAGCAGAATCGTGCCACCAGGTGGCGCCA	V_CTCF_BR	40
chr1	234205650	234205800	id-9701	8.97e-05	-	AGCTCTGTATGAGATTAGAGCACAAGGTGGTGCTG	Upstream_CTCF	31
chr1	234225253	234225403	id-9702	8.98e-06	-	CTGCTCATGTGCTTTCTGTCCACTGGAGGCAGCAG	UpstreamP1_CTCF	32
chr1	234230401	234230551	id-9703	1	+	NA	NONE	2
chr1	234246051	234246201	id-9704	2.27e-05	+	ACACCGGTTCTCAAATCAGCCGACAGGAGGCACTA	V_CTCF_BR	2
chr1	234247339	234247489	id-9705	9.25e-06	-	TCGTCACTGCTGGCTGGAGTCAGCAGAGGGAGCAT	V_CTCF_BR	32
chr1	234250449	234250599	id-9706	1.59e-06	+	GGCGTTTTTCATTGTGCAGACACAAGATGGCGCTA	V_CTCF_BR	40
chr1	234261142	234261292	id-9707	4.41e-06	-	CAGCCATGGACTTAGAGCGCCTCCTGGGGGAGGAG	V_CTCF_BR	36
chr1	234290543	234290693	id-9708	7.09e-08	+	ATGTAATGACAAAAGAAATCCACCAGGGGGAGAGA	UpstreamP1_CTCF	40
chr1	234324392	234324542	id-9709	1.38e-07	-	TGTGCTGGTTGCCCTCCTGCCAGGAGGTGGCGCTT	Upstream_CTCF	31
chr1	234348602	234348752	id-9710	8.81e-07	+	CGTATAATGTGGAGGGGTACCACTAGAGGGCTCTG	V_CTCF_BR	37
chr1	234352089	234352239	id-9711	8.02e-08	+	GTGCTGTGGCCTCAGAGGTGCTGCAGGAGGCAGTG	UpstreamP1_CTCF	3
chr1	234357050	234357200	id-9712	4.43e-05	+	ACAATTAATGCAACGGTGGCCTAGAGGAGGCAGCA	V_CTCF_BR	1
chr1	234367486	234367636	id-9713	2.38e-07	-	CGGCTCATCCCAGCGCCTGCCACCAGGGGCAGCTC	V_CTCF_BR	31
chr1	234445190	234445340	id-9714	1	+	NA	NONE	15
chr1	234445798	234445948	id-9715	3.07e-10	-	GGGCAGTGACAGCTCCTGGCCACAAGAGGGAGCCA	UpstreamP1_CTCF	40
chr1	234458843	234458993	id-9716	5.21e-08	+	AGTGAGGAAGAAGGAGGAGCCTGCAGAGGGCGCTG	V_CTCF_BR	38
chr1	234462470	234462620	id-9717	3.36e-07	-	TAATTGCTACCCAGACCCGCCTCTAGAGGGCAGAC	V_CTCF_BR	40
chr1	234504549	234504699	id-9718	8.19e-06	+	GAGCACCCACTCAAAATTTCCTCTGGATGGCAACC	UpstreamP1_CTCF	2
chr1	234509324	234509474	id-9719	1	+	NA	NONE	9
chr1	234529041	234529191	id-9720	1.29e-05	+	AATTACTTTCCACCCACCTCCACTAGAGGAAGCCA	UpstreamP1_CTCF	16
chr1	234545230	234545380	id-9721	2.81e-05	-	GGTGTCTTCCAGTGTGTATCAGCCAGATGGCAGTG	V_CTCF_BR	31
chr1	234573700	234573850	id-9722	2.2e-06	+	TGGCCAGTTCCCAGAGTGGCCAACAGATGGAATGC	Upstream_CTCF	11
chr1	234594316	234594466	id-9723	1	+	NA	NONE	1
chr1	234613907	234614057	id-9724	2.78e-06	-	GCAAGCGAGCGCGCTACCTGCTGCAGAGGGCGGTG	V_CTCF_BR	5
chr1	234614382	234614532	id-9725	1.56e-05	-	GAGGCGCTGCGCGATCTGCTCGCCGGGTGGCGCGC	Upstream_CTCF	32
chr1	234622808	234622958	id-9726	1	+	NA	NONE	40
chr1	234630885	234631035	id-9727	1	+	NA	NONE	13
chr1	234634916	234635066	id-9728	5.77e-08	+	GCCCAATGTCAGCCCGAAGCCACCAGATGGCGCGC	V_CTCF_BR	40
chr1	234642983	234643133	id-9729	5.63e-06	+	CTGCTTCACATATTTCCAGGCACTAGGAGGTGCCC	UpstreamP1_CTCF	5
chr1	234645914	234646064	id-9730	1.84e-05	-	ATGCTATAAGGGTCCTACCTCACCAGGGGGTGTGG	UpstreamP1_CTCF	14
chr1	234679459	234679609	id-9731	1	+	NA	NONE	11
chr1	234715826	234715976	id-9732	1	+	NA	NONE	37
chr1	234728149	234728299	id-9733	6.23e-05	-	GTTCAGGCTCCTACAAGCCCCACTGTGGGGAGCTC	UpstreamP1_CTCF	9
chr1	234733782	234733932	id-9734	4.41e-06	+	CAATGCATTTTCTGTGATGACAGCAGGGGGAGCCC	V_CTCF_BR	40
chr1	234741941	234742091	id-9735	1	+	NA	NONE	22
chr1	234742903	234743053	id-9736	3.81e-05	+	GCCCAGGGGACATTGGAGCCCACAAGAGGGCATTT	V_CTCF_BR	37
chr1	234744241	234744391	id-9737	5.3e-05	+	TGGCCGTGCTGGTGCAGCGCCAGCAGCGTGTCGCG	UpstreamP1_CTCF	17
chr1	234746455	234746605	id-9738	3.36e-07	-	TCCGAACCGCGCTCCCTCCCCTCCAGAGGGCTCCG	V_CTCF_BR	27
chr1	234747086	234747236	id-9739	1	+	NA	NONE	32
chr1	234752878	234753028	id-9740	3.1e-07	+	CTGCAGTTCTTTCTTTAGCCCACTGGTGGGCTACC	UpstreamP1_CTCF	33
chr1	234753079	234753229	id-9741	2.11e-06	-	TTCCCATCACCCCCACCCACCACGAGAGGTCAGAA	V_CTCF_BR	7
chr1	234755658	234755808	id-9742	1	+	NA	NONE	2
chr1	234756086	234756236	id-9743	1	+	NA	NONE	7
chr1	234792848	234792998	id-9744	1	+	NA	NONE	10
chr1	234793236	234793386	id-9745	1.63e-05	+	CCAGCTTTCACTTTCGAGAACAGCAGGGGGTGTTT	Upstream_CTCF	11
chr1	234827466	234827616	id-9746	2.1e-05	-	GAGGCAATATAAGTTTCTACCACAAGGAGGGTTGA	Upstream_CTCF	33
chr1	234852129	234852279	id-9747	1	+	NA	NONE	5
chr1	234862209	234862359	id-9748	1.81e-06	-	AGGGCAGGCCCAGACATCCCCGCCAGAGGCTGCTT	Upstream_CTCF	5
chr1	234866584	234866734	id-9749	1.31e-05	-	GAGCCTGTGCCATAAGCCGCCCCTGGAGGGAGCAG	V_CTCF_BR	15
chr1	234870769	234870919	id-9750	1.03e-06	-	AGGGAGATGAAAGGAAGAGCCAGGAGATGGAGCCA	V_CTCF_BR	4
chr1	234879594	234879744	id-9751	5.7e-05	+	CAAGCTTTTATGCCTCTGCCCAGTGGATGCGGCTT	Upstream_CTCF	16
chr1	234904155	234904305	id-9752	2.81e-05	-	CCTGGGACATGGGGCAGAACCAGAGGGAGGCAGAA	V_CTCF_BR	4
chr1	234905950	234906100	id-9753	2.97e-06	+	TCTCAGCAGGACCCCTAGCCCTGCAGAGGGAGCTG	V_CTCF_BR	10
chr1	234915209	234915359	id-9754	1	+	NA	NONE	3
chr1	234916296	234916446	id-9755	1	+	NA	NONE	5
chr1	234917197	234917347	id-9756	6.19e-06	-	CTGTCCTGACACAGGCTGTTCCCTAGGGGCCACTC	UpstreamP1_CTCF	22
chr1	234965480	234965630	id-9757	1	+	NA	NONE	0
chr1	234984707	234984857	id-9758	6.9e-05	-	CCGGCAATGCTCATGCCAACCCATGTGGGGAGCCC	Upstream_CTCF	28
chr1	235001580	235001730	id-9759	1	+	NA	NONE	2
chr1	235012077	235012227	id-9760	1.73e-06	-	AGGCTGTCAAAGGCAATTGCCACAAGAGGTCAACG	UpstreamP1_CTCF	2
chr1	235012748	235012898	id-9761	9.29e-06	-	CCTGTAATCCCACCATACGGGGCATGGTGGCGCCT	Upstream_CTCF	17
chr1	235048893	235049043	id-9762	1.55e-05	+	GCCCCAAAGCCATCACCCCCCCACAGAGGGCAGCA	V_CTCF_BR	17
chr1	235090990	235091140	id-9763	6.9e-05	-	TCTGCTGTTCCAGCACTTCCTGGAAGGCAGCTGCA	Upstream_CTCF	12
chr1	235099733	235099883	id-9764	1	+	NA	NONE	10
chr1	235105830	235105980	id-9765	6.98e-07	+	GCGGGACCACGTGACAGCGCCAGCAGCGGCCGCAG	V_CTCF_BR	6
chr1	235106484	235106634	id-9766	1	+	NA	NONE	11
chr1	235112811	235112961	id-9767	6.05e-06	-	AAATGAAACAGAGTGCTCTCCAGCAGATGCCGCCC	V_CTCF_BR	3
chr1	235114192	235114342	id-9768	3.65e-05	-	CAGCTGACCTGAGATGCTGCCTGTAGGGGGTTTCA	UpstreamP1_CTCF	27
chr1	235114600	235114750	id-9769	1.27e-06	+	CTCCTGCAATCAAGCAGAGGCAGCAGGGGGCAGGC	UpstreamP1_CTCF	28
chr1	235116199	235116349	id-9770	1	+	NA	NONE	19
chr1	235132141	235132291	id-9771	1	+	NA	NONE	3
chr1	235140156	235140306	id-9772	3.56e-06	-	GGTGCCTTAAACACTGCATCCTCCAGAGGGGAGCA	Upstream_CTCF	1
chr1	235148540	235148690	id-9773	1	+	NA	NONE	11
chr1	235156803	235156953	id-9774	1	+	NA	NONE	2
chr1	235190851	235191001	id-9775	5.28e-05	-	AGGGCCGTCTGCAGGCGGACCAGCATGCGGCGCTG	Upstream_CTCF	2
chr1	235247133	235247283	id-9776	1.48e-06	-	CCTGCGCCTGCTCCTCGAGCCGCTTGATGGCACTG	V_CTCF_BR	40
chr1	235253955	235254105	id-9777	6.05e-06	+	AAAATGGCAAGGCAGGGAGGCGCCAGAGGGAGCAC	V_CTCF_BR	9
chr1	235256728	235256878	id-9778	1	+	NA	NONE	39
chr1	235257252	235257402	id-9779	1.28e-08	+	ATCGCAGTGCCTGCGGTAGGCACTAGATGGCGCCC	Upstream_CTCF	40
chr1	235267603	235267753	id-9780	1.18e-09	+	CGGACGCACCCTAGGATCGCCGCCAGAGGGCGCCA	V_CTCF_BR	40
chr1	235319698	235319848	id-9781	1	+	NA	NONE	15
chr1	235324573	235324723	id-9782	6.8e-06	-	CCAGCGCCTCCCTTCGCCGCCGCCCGGCGGCCGAC	Upstream_CTCF	36
chr1	235362870	235363020	id-9783	1	+	NA	NONE	33
chr1	235416606	235416756	id-9784	1.22e-07	+	CAGCACTCCTGGCCTCTACCCACTAGATGTCAGTA	UpstreamP1_CTCF	40
chr1	235434103	235434253	id-9785	7.17e-05	-	TTTGAACTGCCTGAATCCTCCACTAGGCTCCTCTA	Upstream_CTCF	15
chr1	235479178	235479328	id-9786	2.94e-06	+	TGTGCACTTACAGTTCCAGCCACTAGAGAGGCTGA	Upstream_CTCF	18
chr1	235492269	235492419	id-9787	1	+	NA	NONE	34
chr1	235492594	235492744	id-9788	8.33e-05	-	TGTTCAGCATCTGTCCGTCTCACCAGGCGCAGGTC	Upstream_CTCF	26
chr1	235503191	235503341	id-9789	1	+	NA	NONE	6
chr1	235530884	235531034	id-9790	7.78e-06	+	CGGGCGTTGCCTGCTCCGTGCGCTGGGAGGCGGTC	Upstream_CTCF	36
chr1	235578752	235578902	id-9791	4.71e-06	-	AAATTTATCCTCACAGTGGCCACCAGGGGTCCTTA	Upstream_CTCF	39
chr1	235580529	235580679	id-9792	1.95e-07	-	ACTGTAGTTTGCACTGTGTCCGACAGATGTCGCTC	Upstream_CTCF	39
chr1	235597408	235597558	id-9793	1.59e-06	+	AACACCCGGGAAGAAACAGCCAGCAGAGGCCGCCT	V_CTCF_BR	14
chr1	235632387	235632537	id-9794	1	+	NA	NONE	26
chr1	235667882	235668032	id-9795	4.5e-05	-	TCGCGCTTCGCCCCCGCGGCCGCCGAGTGACGGAA	UpstreamP1_CTCF	37
chr1	235673492	235673642	id-9796	1	+	NA	NONE	4
chr1	235675110	235675260	id-9797	1.64e-05	+	TCTCTGGGAACTGCCCTTGGCTGAAGGTGGCTGCC	V_CTCF_BR	18
chr1	235677182	235677332	id-9798	1.17e-05	+	AGTGGGCTATTTTTTTCTGACGGTAGGTGGCAGTA	V_CTCF_BR	40
chr1	235709795	235709945	id-9799	1	+	NA	NONE	9
chr1	235715676	235715826	id-9800	1	+	NA	NONE	1
chr1	235717704	235717854	id-9801	1.76e-05	+	TTGGAACAACCACATTCCTCCTCTAGGAGCCACTG	UpstreamP1_CTCF	7
chr1	235720915	235721065	id-9802	3.4e-06	+	TTTAATTCTCTAGGAGCAACCTCAAGGGGGCGCCT	V_CTCF_BR	31
chr1	235747087	235747237	id-9803	1	+	NA	NONE	22
chr1	235749845	235749995	id-9804	3.71e-05	-	GAGTGACTTTCACTTATCACCAAAGGGTGGCGCTG	Upstream_CTCF	12
chr1	235761527	235761677	id-9805	8.97e-05	+	ACTTTGCTGTACATCTGAACCACTAGGGGGACTTT	Upstream_CTCF	40
chr1	235762940	235763090	id-9806	1	+	NA	NONE	11
chr1	235764512	235764662	id-9807	1.48e-06	-	TGTGCCTCAAAGCCGAGCACCACTAGGGGGCTCCT	V_CTCF_BR	40
chr1	235777942	235778092	id-9808	1.97e-06	-	CACCATGCGCTGAGCAGGGCCAGTAGGAGGCAGCT	V_CTCF_BR	6
chr1	235781243	235781393	id-9809	9.62e-05	-	TGCCACTGTGCAGATATCTCCACTAGGGGAGGATA	UpstreamP1_CTCF	39
chr1	235795233	235795383	id-9810	1.96e-08	+	GGGAGGGCCTGGGAGGTCACCAGCAGAGGGCTGTG	V_CTCF_BR	24
chr1	235796285	235796435	id-9811	1	+	NA	NONE	13
chr1	235799716	235799866	id-9812	2.91e-05	+	CCTGCATTCCCTCATCTTTGCCACATGGGGAGCAG	Upstream_CTCF	31
chr1	235814632	235814782	id-9813	1	+	NA	NONE	0
chr1	235895073	235895223	id-9814	2.97e-06	-	GAGAGTAGGCAAAATGAGGCCAGGTGAGGGCGCTC	V_CTCF_BR	36
chr1	235946594	235946744	id-9815	2.81e-05	-	ACTATTTTAAGTCATAATGCCACTAGATGGCAATA	V_CTCF_BR	39
chr1	235985062	235985212	id-9816	4.88e-05	-	ATTTAATAACCACTCTTTGCCTGCAGGGGAGGTGG	UpstreamP1_CTCF	16
chr1	235998575	235998725	id-9817	1.41e-05	+	CTGCTCTGACTACTACCACCCTCCAGCTTGGACTA	UpstreamP1_CTCF	15
chr1	236006812	236006962	id-9818	4.59e-07	-	TTGCAGTGATCTTTTTCTTCCTTCAGATGGCACTG	UpstreamP1_CTCF	40
chr1	236009236	236009386	id-9819	1.95e-07	-	TGTGCTGGTTGGCCTCCTGCCAGGAGGTGGCGCTT	Upstream_CTCF	14
chr1	236029458	236029608	id-9820	3.03e-05	+	CCAGTGATACCGGAGACAGACGGCAGATGTCTCAG	Upstream_CTCF	40
chr1	236081412	236081562	id-9821	8.81e-07	+	AGGACACTCCAGCAGGGATCCACCAGGTGGCTGTA	V_CTCF_BR	11
chr1	236083613	236083763	id-9822	1.41e-06	-	AGTGCAGTCTTTTCTGTCTACAGCAGGGAGGGACG	Upstream_CTCF	16
chr1	236096870	236097020	id-9823	4.7e-06	-	ACAGCCTGCAAATCTGCCACTGCCAGGGGGCAGCA	V_CTCF_BR	20
chr1	236109939	236110089	id-9824	5.08e-05	-	AATCAATAACCAAGACCTGGTTCTAGAGGGCAGTA	UpstreamP1_CTCF	37
chr1	236117975	236118125	id-9825	3.97e-05	-	GGGCACCTGTGCAAATGGCTCAGCAGGAGACGGAA	UpstreamP1_CTCF	9
chr1	236135142	236135292	id-9826	1.28e-06	-	AAGACAGTTCCAGAAGGGGCCACGTGAGGGCAGTA	V_CTCF_BR	40
chr1	236153965	236154115	id-9827	4.44e-06	-	ATGTAGTCCTGGGTGACCATCTCTAGATGGGGCCA	UpstreamP1_CTCF	12
chr1	236157151	236157301	id-9828	1	+	NA	NONE	0
chr1	236167647	236167797	id-9829	1	+	NA	NONE	5
chr1	236184881	236185031	id-9830	1	+	NA	NONE	10
chr1	236209772	236209922	id-9831	6.49e-06	+	AAGCAGGAGGAAGCTGCCACCTGTAGGGGGGTCAG	UpstreamP1_CTCF	9
chr1	236214969	236215119	id-9832	3.09e-07	+	GGCTCACTCTCTCGAGCCGCCAGAAGTTGGCAGTA	V_CTCF_BR	12
chr1	236216013	236216163	id-9833	8.21e-06	-	TGGACAGGTTGCTGTCCTATCACAAGGGGGCTCCC	V_CTCF_BR	9
chr1	236228555	236228705	id-9834	1	+	NA	NONE	36
chr1	236252894	236253044	id-9835	1.15e-06	+	TGTGCAGTTCACATCAAGTACTTCAGGGGGGACCA	Upstream_CTCF	11
chr1	236254695	236254845	id-9836	1.81e-06	+	AGTGCTTGGCACATAATGAGCACTAGATGTCGGTA	Upstream_CTCF	2
chr1	236267036	236267186	id-9837	4.38e-08	+	CATGCAGAAACAGAAGTTTCCAGTAGATGGCGCCA	Upstream_CTCF	40
chr1	236269886	236270036	id-9838	1	+	NA	NONE	0
chr1	236272786	236272936	id-9839	6.43e-06	+	TCTTATTGGTTAAAGATGTCCACTAGGTGGCGATA	V_CTCF_BR	38
chr1	236288409	236288559	id-9840	1.93e-05	-	CAAACTGTGCCAGGGAAGCCCACAGGAGGGAGCCC	V_CTCF_BR	30
chr1	236300884	236301034	id-9841	2.02e-06	-	AAGCATTACGCTTCTGCTTCCTGTAGGAGGCGGTG	UpstreamP1_CTCF	27
chr1	236304450	236304600	id-9842	1	+	NA	NONE	16
chr1	236308164	236308314	id-9843	1.84e-06	-	CTCAGCATTTACTCACCAACCAGCAGATGGTGCAG	V_CTCF_BR	13
chr1	236321312	236321462	id-9844	5.08e-07	+	TTCCTGGGAGCAAATGGCACCAGGAGGGGGCAGGC	V_CTCF_BR	21
chr1	236332513	236332663	id-9845	1.04e-07	-	TGAGACAAGGCGGGTAAGGCCACCAGGTGGCAGGC	V_CTCF_BR	21
chr1	236336758	236336908	id-9846	1	+	NA	NONE	3
chr1	236340018	236340168	id-9847	2.5e-05	-	TTCCACTCTCTCCATCCACACTGTAGGTGGCAGGG	UpstreamP1_CTCF	7
chr1	236445165	236445315	id-9848	9.66e-05	-	CCTGCCTCACTCGCAGCTGCCGGGTGTTGGGGAAA	Upstream_CTCF	16
chr1	236448697	236448847	id-9849	6.05e-06	-	TGGCTGAATAAAAATATATCCACTGGGGGGCGGCG	V_CTCF_BR	17
chr1	236466998	236467148	id-9850	9.81e-06	-	TGTCCACATCTTACTGGAGACTGCAGGGGGTGCTG	V_CTCF_BR	13
chr1	236470157	236470307	id-9851	2.43e-06	+	CATAAGCCACCATGCTGGGCCAGAAGAGGGCAACT	V_CTCF_BR	0
chr1	236470898	236471048	id-9852	4.88e-05	-	AATCCTATTCCCTTAACGGCCTCCAGGGAGATGTT	Upstream_CTCF	5
chr1	236474404	236474554	id-9853	4.94e-06	-	CCAGTTTTGACTGTCACAACCGGCAGGGGGCTACA	Upstream_CTCF	24
chr1	236500062	236500212	id-9854	3.28e-05	+	CATATGCTCCACACCTTGGCCCGCAGAGGTCATTA	V_CTCF_BR	0
chr1	236509137	236509287	id-9855	5.08e-07	-	AGTATTTGTAGCCTAGTGGCCAGCTGGGGGCTCCC	V_CTCF_BR	34
chr1	236511854	236512004	id-9856	1.32e-05	-	GGTGTAATTTCTAACATAGCCTGTAGGTATGAGGC	Upstream_CTCF	0
chr1	236588771	236588921	id-9857	8.71e-06	-	GCTTGGTGACCATCACTGGCCACTTGGGGCAGCTG	V_CTCF_BR	10
chr1	236615402	236615552	id-9858	2.78e-06	-	GATGAGGGCGTCAAGATCACCACTAGGGGGTGCTT	V_CTCF_BR	39
chr1	236653315	236653465	id-9859	4.7e-06	-	TGTGTATAGATGTTATATTCCAGCAGGGGGCAGTA	V_CTCF_BR	40
chr1	236673571	236673721	id-9860	6.8e-06	+	TTTGCATAGTTGGGAATCTCCACCAGGAGGGGTAG	Upstream_CTCF	17
chr1	236687078	236687228	id-9861	1	+	NA	NONE	14
chr1	236695173	236695323	id-9862	2.01e-05	-	AAGCACATCCTATGTGACTCCACTGGGAGGCGACC	UpstreamP1_CTCF	40
chr1	236706470	236706620	id-9863	1.21e-06	-	GAGGCAGTACTGTGTTCTGCCTGAAGGGGAAGCAG	Upstream_CTCF	38
chr1	236723664	236723814	id-9864	2.78e-06	+	ATCCCCCCACTGCTGCCAGCCTGAGGGGGGAGCTA	V_CTCF_BR	27
chr1	236768018	236768168	id-9865	1	+	NA	NONE	29
chr1	236772547	236772697	id-9866	7.23e-07	+	CCTGAAACATCTTTGGAAACCGGCAGGTGGCACCA	Upstream_CTCF	39
chr1	236806185	236806335	id-9867	3.88e-06	+	CAGAGGCTCCACTCAGTGGCCCGGAGGGGTCACTA	V_CTCF_BR	2
chr1	236911907	236912057	id-9868	1.56e-06	+	CCTGCAGTTCCTTCTCTCTCCATTAGGTAGGTGAC	Upstream_CTCF	38
chr1	236916959	236917109	id-9869	1.73e-06	+	TTTCAGCAGGCACTTGGTGGCACTAGATGGCAGTC	UpstreamP1_CTCF	37
chr1	236922661	236922811	id-9870	1.47e-05	+	AAACATGAATGATTCTTTGTCAGTAGGTGGCAGTA	V_CTCF_BR	39
chr1	236932015	236932165	id-9871	2.89e-07	-	ATGGCAGTGTTGGGGTGAGCCAGCAGGGGCCAGCT	Upstream_CTCF	11
chr1	236938359	236938509	id-9872	2.04e-05	-	GGAGATTGAGGTTGAGAATCCAGTAGGTGGTGCTC	V_CTCF_BR	39
chr1	237014174	237014324	id-9873	1	+	NA	NONE	3
chr1	237032278	237032428	id-9874	1.62e-08	-	CTGCAATTCACACATGCCACCACAAGATGGCATGT	UpstreamP1_CTCF	40
chr1	237051525	237051675	id-9875	1.69e-05	-	GAGCAGCACTGCCATCTGCCCTCCAGACTGTAGTG	UpstreamP1_CTCF	8
chr1	237053296	237053446	id-9876	8.58e-06	+	AGGTAGTAGCCAGATCAGAGCAGCAGGGAGGGGTA	UpstreamP1_CTCF	1
chr1	237053713	237053863	id-9877	5.68e-06	-	TATAAGGCACAGGCCCCGTCCCCCAGAGGTCGCTG	V_CTCF_BR	5
chr1	237063318	237063468	id-9878	1	+	NA	NONE	7
chr1	237070666	237070816	id-9879	2.46e-06	-	CTGAAGTGCAGCTTGTTAATCTGCAGGGGGAGATG	UpstreamP1_CTCF	7
chr1	237103720	237103870	id-9880	1	+	NA	NONE	0
chr1	237119965	237120115	id-9881	4.43e-05	-	AGTGGGGATTTTGGACCAAACACTAGATGGCATGA	V_CTCF_BR	2
chr1	237137426	237137576	id-9882	1.1e-06	+	AGAGAGGGAAGAAGGCCAGCCACCTGAGGGTGGCG	V_CTCF_BR	8
chr1	237205265	237205415	id-9883	1.31e-05	+	GCCCCGATTCCCAGCGCAGCCAGTAAGTGGCGCTG	V_CTCF_BR	25
chr1	237208721	237208871	id-9884	1.73e-05	-	CCAAGTGGGCAGGTTTCCAACAGATGGGGGAGCCA	V_CTCF_BR	6
chr1	237288285	237288435	id-9885	1.03e-06	-	GCACGTGTTAACTCTGCAGCCAGTAGAGGGAGACA	V_CTCF_BR	33
chr1	237383597	237383747	id-9886	7.62e-07	+	CCGGGACTTTTACCAGTGGCCTCCTGGGGGCTCTC	Upstream_CTCF	1
chr1	237550003	237550153	id-9887	4.34e-07	-	CTGCAATTTGATGCAAAAGCCATTAGATGGCGATA	UpstreamP1_CTCF	40
chr1	237655791	237655941	id-9888	1.15e-07	-	CTGCAATGACAGGCATGAGCCACTGGGTGCAGTCA	UpstreamP1_CTCF	14
chr1	237725640	237725790	id-9889	2.78e-06	-	ATAGCTAAGAAAATATATGCCACTAGAGGGCAGTC	V_CTCF_BR	38
chr1	237733932	237734082	id-9890	1.56e-06	-	CCAGCAGGGGCATCCCTAACCACCTGAGGGAATTG	Upstream_CTCF	23
chr1	237754779	237754929	id-9891	5.93e-06	+	GCAGCATCCTGACCTCCACCCACTAGATGCCAGTA	Upstream_CTCF	11
chr1	237836182	237836332	id-9892	1	+	NA	NONE	23
chr1	237841288	237841438	id-9893	1	+	NA	NONE	22
chr1	237900038	237900188	id-9894	4.34e-05	-	ATTGCTAGTTGTCCTCACACAGCCAGGGGGAGCAT	Upstream_CTCF	26
chr1	237960723	237960873	id-9895	1.73e-06	-	CTGCATAGACCTCTGCATGCCAATAGGGGGCACAT	UpstreamP1_CTCF	3
chr1	237963294	237963444	id-9896	3.88e-06	-	ACACAGCACTCATTTCTCACCCGTAGGTGGCAGCC	V_CTCF_BR	27
chr1	237970184	237970334	id-9897	2.47e-08	+	CTTGCTATTTTTCAAGTGTCCACTGGGTGGCGACA	Upstream_CTCF	40
chr1	237977737	237977887	id-9898	4.85e-07	+	CTCCTGTTTTTCATAATTTACAGTAGGGGGCGCCA	UpstreamP1_CTCF	35
chr1	238014646	238014796	id-9899	1.39e-07	+	TAGCATGACTACAGAGGAGACAGCAGGGGGCGCCA	V_CTCF_BR	38
chr1	238027668	238027818	id-9900	7.97e-09	+	GATGCTCTGCCTCCAAGCGCCACGTGGGGGCGCTG	Upstream_CTCF	38
chr1	238037187	238037337	id-9901	6.19e-06	-	TTGCAAAGCCCTATAGTAAACACTAGGGGATGGGG	UpstreamP1_CTCF	6
chr1	238041015	238041165	id-9902	1	+	NA	NONE	6
chr1	238064707	238064857	id-9903	1	+	NA	NONE	34
chr1	238076800	238076950	id-9904	3.73e-06	-	CATGCTGTGTATGCGGTGGCCGTTAGATGTCACTG	Upstream_CTCF	8
chr1	238101968	238102118	id-9905	2.18e-07	-	CATTGATCAAAGATCGCCACCGCCAGGGGGCAGTA	V_CTCF_BR	18
chr1	238116633	238116783	id-9906	1.71e-06	+	GGTCAGAAGTTGAAATTTACCACTAGTTGGCAGCA	V_CTCF_BR	18
chr1	238282481	238282631	id-9907	4.7e-06	+	TGGTCCTATGGGGAAATAGTCGGCAGGGGGCAGGA	V_CTCF_BR	4
chr1	238351136	238351286	id-9908	2.43e-06	-	TCCTTAGTCCTCCTGCTCACCTGCAGGGGTCAGAC	V_CTCF_BR	9
chr1	238354360	238354510	id-9909	1	+	NA	NONE	1
chr1	238401406	238401556	id-9910	7.31e-05	-	TTGTGATTTCATTTTACTTCCACTAGGGGCTCACT	UpstreamP1_CTCF	3
chr1	238402104	238402254	id-9911	9.55e-09	+	TCTTCCTTACAGATCCCAGCCAGCAGAGGGCAGCA	V_CTCF_BR	37
chr1	238415733	238415883	id-9912	1.39e-07	+	GCCGATTAAAAATATGTGGCCAGGAGGTGGCAGCA	V_CTCF_BR	38
chr1	238562986	238563136	id-9913	1	+	NA	NONE	20
chr1	238565102	238565252	id-9914	1	+	NA	NONE	1
chr1	238593129	238593279	id-9915	1	+	NA	NONE	10
chr1	238655725	238655875	id-9916	7.9e-07	-	TTGAAGCCCTCACTGTCTTCCAGCAGGCGGCGGTA	UpstreamP1_CTCF	10
chr1	238811219	238811369	id-9917	1	+	NA	NONE	5
chr1	238853855	238854005	id-9918	1.23e-05	-	GAGCTATAATACTAGGCAGCCTCTTGGGGGCATAC	UpstreamP1_CTCF	22
chr1	238860081	238860231	id-9919	1	+	NA	NONE	9
chr1	238874122	238874272	id-9920	2.31e-06	-	CAGGCAATTCCAGATTTGGAGGCTAGGAGGCAGTT	Upstream_CTCF	24
chr1	238953330	238953480	id-9921	5.34e-06	+	TGTTACTTACCGGTCCCGGAAAGCAGAGGGCAGCA	V_CTCF_BR	8
chr1	239107453	239107603	id-9922	6.86e-07	-	ACTGAGCTGCTAAGGGTCACCAGCAGGAGGGAGCC	Upstream_CTCF	5
chr1	239115229	239115379	id-9923	1.19e-06	-	GATACTTTAGGCGATTTTGCCTGAAGAGGGCAGTG	V_CTCF_BR	31
chr1	239116836	239116986	id-9924	9.66e-05	+	AGGTTAATATCAAGTTTGACCAGTAGGTGCTCAGT	Upstream_CTCF	21
chr1	239138181	239138331	id-9925	2.81e-05	+	TCCATTCCTCCACCAGCGAACACTGGGTGGCGTCC	V_CTCF_BR	2
chr1	239247923	239248073	id-9926	1	+	NA	NONE	3
chr1	239260344	239260494	id-9927	9.11e-08	-	ATAGCAATGCCAACCACCAGCAGTAGGAGGCCCCA	Upstream_CTCF	4
chr1	239383089	239383239	id-9928	6.73e-07	-	GTGTAATTCCCCAGAGCTTCCACAAGGGAGAATCA	UpstreamP1_CTCF	2
chr1	239401343	239401493	id-9929	3.22e-07	+	TGGGCACTGGGAGGAATGGGCACTAGGTGGAGCCT	Upstream_CTCF	10
chr1	239472123	239472273	id-9930	9.81e-06	+	AGTTAGAAGCGTGCATTCAGCTCTAGAGGGCGCGC	V_CTCF_BR	32
chr1	239549888	239550038	id-9931	2.43e-06	+	CCAGCAGTAGCCACGACCGCCACCACCAGGCAGAG	Upstream_CTCF	20
chr1	239568889	239569039	id-9932	7.55e-07	+	CTACCAATACTGATTTTTGCCAGTAGATGGCAGAC	V_CTCF_BR	40
chr1	239750477	239750627	id-9933	3.5e-05	+	TTGCAGATCCACGTACTTGCCACAGAGAGACAGTA	UpstreamP1_CTCF	3
chr1	239839949	239840099	id-9934	1	+	NA	NONE	3
chr1	239927293	239927443	id-9935	5.48e-05	+	ATTGCACCACTGCCCTCCAGCGACAGAGTGAGATC	Upstream_CTCF	5
chr1	239928595	239928745	id-9936	3.56e-05	+	CCTGCTACTTACGCACTCACCACTAGGGAAGTAAG	Upstream_CTCF	10
chr1	239965717	239965867	id-9937	1.28e-06	-	GTTTTACTGCTGCTGTTGGACAACAGAGGGCACTG	Upstream_CTCF	3
chr1	239977694	239977844	id-9938	1.93e-05	-	CTCCCGTGGTGAGGGCTGGGAGGCAGAGGGAGCTC	V_CTCF_BR	22
chr1	239979381	239979531	id-9939	1.35e-05	+	TTGCTGCCATCTAGGTGGCCTAGTAGCTGGCAGAG	UpstreamP1_CTCF	7
chr1	239982505	239982655	id-9940	4.48e-07	-	CCTGCCTGTCCAGAGATCTCCTGCAGGGGGACCTA	Upstream_CTCF	18
chr1	240031068	240031218	id-9941	1	+	NA	NONE	6
chr1	240031621	240031771	id-9942	1	+	NA	NONE	11
chr1	240061552	240061702	id-9943	2.64e-08	-	ATGGCAATACCACATCAAACCACTAGGTGGCAAAG	Upstream_CTCF	39
chr1	240078159	240078309	id-9944	9.66e-05	+	CATGTAACACTTCAAACTTCCTCTGGGCGTCTGCT	Upstream_CTCF	18
chr1	240114938	240115088	id-9945	4.31e-07	+	ATAAGACATAAATGAAAGGCCACCAGAGGGCAGTG	V_CTCF_BR	38
chr1	240116393	240116543	id-9946	3.63e-08	-	GGTGCAGTGCTAGCACCCACCACCAGGGAGGCTGG	Upstream_CTCF	40
chr1	240139768	240139918	id-9947	1.38e-11	-	ATGCAGGGCTCTCATGTGACCACCAGAGGGCAGTG	UpstreamP1_CTCF	40
chr1	240150565	240150715	id-9948	1.82e-07	-	AGACATAGTAAGTGAAAGGCCACCAGAGGGCAGTG	V_CTCF_BR	39
chr1	240161194	240161344	id-9949	2.43e-06	+	GGGAACGGGCTGGTGGCGGCCCCAAGCGGGAGGGA	V_CTCF_BR	28
chr1	240167529	240167679	id-9950	1.12e-09	-	CATGCCATTTTCTATATGGCCACCAGAGGGCAGTG	Upstream_CTCF	40
chr1	240167849	240167999	id-9951	1	+	NA	NONE	8
chr1	240168713	240168863	id-9952	8.16e-07	-	ATTTGGCTGGTAGAGGGAGACAGCAGGGGGAGCTA	V_CTCF_BR	30
chr1	240169676	240169826	id-9953	1	+	NA	NONE	2
chr1	240174687	240174837	id-9954	2.18e-07	-	GGTGCAGGGCTAGCACTGGCCACCAGGGAGGCTGT	Upstream_CTCF	16
chr1	240190380	240190530	id-9955	4.14e-06	+	CGCCACTTCACACTTCTGGTCTGTAGGTGGCAGTG	V_CTCF_BR	38
chr1	240194382	240194532	id-9956	1	+	NA	NONE	10
chr1	240236532	240236682	id-9957	9.66e-05	+	GCTTCCCTGCCTTTTCCAGCCTCCAGGGGCTTTAT	Upstream_CTCF	17
chr1	240241789	240241939	id-9958	3.22e-07	+	GAGGCTGTACCCTGCAAAGCCACGGGGTGGAGCTG	Upstream_CTCF	4
chr1	240256040	240256190	id-9959	4.41e-06	-	CCCGGGCTGAGGGGAGACGGCAGTGGGGGGCGCTG	V_CTCF_BR	24
chr1	240256507	240256657	id-9960	7.91e-05	-	CTGCCGGGCAGGGAAGCGGCCGCGGGGGCGTCAGG	UpstreamP1_CTCF	8
chr1	240275108	240275258	id-9961	5.67e-06	+	GCTGCAATCCCATGCCTCCCCACATGGGTGTACTT	Upstream_CTCF	15
chr1	240312905	240313055	id-9962	3.41e-08	-	TCTGCATAATTTGAAATGACCAGCAGAGGGCAGAG	Upstream_CTCF	38
chr1	240332625	240332775	id-9963	1.38e-06	-	TAGATAAATCTATCTCAGGCCAGCAGAGGGCTCTA	V_CTCF_BR	33
chr1	240352784	240352934	id-9964	1.01e-08	-	ATGTTGTACCCCAATTTCTCCTCCAGGGGGAGCAC	UpstreamP1_CTCF	39
chr1	240354195	240354345	id-9965	2.2e-06	+	CTTGCTTTTTCCTTCTTAGTCACTAGATGGCAGTT	Upstream_CTCF	38
chr1	240417437	240417587	id-9966	2.94e-06	-	ACTGCAACACCAGCGCAAACCACTTGGGAGCCTAA	Upstream_CTCF	3
chr1	240457952	240458102	id-9967	2.23e-06	-	CAGCAGGCTCACGGCTCAGCAGCCAGAGGGAGCAG	UpstreamP1_CTCF	15
chr1	240472935	240473085	id-9968	1.29e-05	+	TAGCAGTGCCCCTCCATCACCTCCTACTGGCAAAG	UpstreamP1_CTCF	6
chr1	240618634	240618784	id-9969	1.38e-06	+	GGCACATGCCTGTAGTGTACCACCAGGAGGCACAC	V_CTCF_BR	36
chr1	240650923	240651073	id-9970	2.1e-05	-	CTACAGTTATCCCTGGCCTACAGATGATGGCACTA	UpstreamP1_CTCF	9
chr1	240656147	240656297	id-9971	1.55e-08	-	CAGCCCCGCGCGCGCCCGGCCGCTGGGTGGCGCCG	V_CTCF_BR	12
chr1	240656523	240656673	id-9972	7.46e-06	+	AGGTACTTGCGCTCGGTGACCACCAGGGCCTCCTG	UpstreamP1_CTCF	26
chr1	240765660	240765810	id-9973	1	+	NA	NONE	25
chr1	240772152	240772302	id-9974	3.36e-07	-	ACACTCCTGTCTATACAGGCCAGGAGAGGGCAGCA	V_CTCF_BR	37
chr1	240855512	240855662	id-9975	8.89e-06	-	CTTGCTAGCAACAGAAAGTACAGCAGATGGCAGCA	Upstream_CTCF	37
chr1	240895726	240895876	id-9976	2.78e-06	+	CCTTAGATACACCGGTTGACCACTAGATGTCAGAC	V_CTCF_BR	39
chr1	240987663	240987813	id-9977	6.46e-07	+	ATGGAGGCCGACCACACAGCCAGGAGGAGGCGCTA	V_CTCF_BR	16
chr1	240994440	240994590	id-9978	1.26e-05	+	CCTGTAATTTCTAATGAGGCCTCATGGGACAGCTA	Upstream_CTCF	5
chr1	240995335	240995485	id-9979	2.97e-06	+	GATGCATATATAATAGGTACCACTAGCTGGCACCA	V_CTCF_BR	22
chr1	241017829	241017979	id-9980	5.92e-05	-	TTTTCATCCTTCTAATTGTCCAGTGGATGGCATCA	Upstream_CTCF	13
chr1	241047700	241047850	id-9981	2.96e-05	-	AAACATTCATCAGTGTTCTCCAGCAGAGGGAATAA	V_CTCF_BR	7
chr1	241051447	241051597	id-9982	2.83e-07	+	ACGTTAATTCTTCTGTCTACCTGCAGAGGGCGCCA	V_CTCF_BR	40
chr1	241110345	241110495	id-9983	1.35e-05	-	ATATAATGCAGTACTCTTCCCACCAGGGGGCATGT	UpstreamP1_CTCF	40
chr1	241130490	241130640	id-9984	1	+	NA	NONE	28
chr1	241154628	241154778	id-9985	5.55e-07	-	TAAGGAATCCTCCTGAGCTCCAGTAGAGGGCAGGA	Upstream_CTCF	4
chr1	241320848	241320998	id-9986	5.7e-05	+	GATGCAGAGACCATCATATCTGCTAGGGGTCAGCA	Upstream_CTCF	9
chr1	241432542	241432692	id-9987	6.21e-06	-	CAGGTATTGCTGTAGGCATCCGCCAGGAGGCGTCT	Upstream_CTCF	18
chr1	241447600	241447750	id-9988	8.58e-06	-	CTGCCAAACACTCCCCCCACCCCTAGGTGGCATTG	UpstreamP1_CTCF	5
chr1	241453130	241453280	id-9989	9.62e-05	-	CTTTCCTCTTCCGCACTAGGCACTAGGTGATGCTG	UpstreamP1_CTCF	2
chr1	241474784	241474934	id-9990	3.81e-05	+	AAGCTGGAGAGCTGTCATGCCAGTAGGAGGTGTTA	UpstreamP1_CTCF	22
chr1	241554564	241554714	id-9991	6.8e-06	-	GGGCAGTGCCCCACAGTGTCCACTAGAGCAGGTAT	UpstreamP1_CTCF	4
chr1	241571635	241571785	id-9992	1	+	NA	NONE	31
chr1	241587129	241587279	id-9993	5.34e-06	+	CGCTGTGGGAGCAGCAGTGGCGGCAGTGGGAGCCC	V_CTCF_BR	27
chr1	241587638	241587788	id-9994	1.17e-05	+	ATGGCACCGTGTTCCTGCGCCTCGGGAGGGAGGAG	V_CTCF_BR	8
chr1	241628417	241628567	id-9995	1	+	NA	NONE	12
chr1	241649126	241649276	id-9996	7.73e-06	-	TTTAAAAAGCAATACATGACCACAAGGTGGCAATA	V_CTCF_BR	40
chr1	241663319	241663469	id-9997	1.31e-05	-	AGACCTTCAGTGGGTAATGTCACTAGGTGGCACTG	V_CTCF_BR	37
chr1	241694705	241694855	id-9998	1.39e-05	+	AATACCTAATCATGCTTATCCACAAGGGGTCACTA	V_CTCF_BR	39
chr1	241694983	241695133	id-9999	1	+	NA	NONE	7
chr1	241706179	241706329	id-10000	4.43e-05	-	AGGTGTTACGTCGGTTCAGCCAGAAGGGGTAGTAA	V_CTCF_BR	0
chr1	241746283	241746433	id-10001	1	+	NA	NONE	2
chr1	241768596	241768746	id-10002	1.28e-06	+	TGCCGTAACCTGCGTACTACCAGCAGATGTCAGCA	V_CTCF_BR	38
chr1	241774418	241774568	id-10003	2.67e-06	+	AGTTATTTTCTCACTTTGGCCACTAGATGGCCACA	Upstream_CTCF	38
chr1	241775145	241775295	id-10004	1	+	NA	NONE	13
chr1	241790908	241791058	id-10005	2.11e-06	-	CAAATGTATTCACATTTCAACAGCAGGGGGCACAG	V_CTCF_BR	39
chr1	241803304	241803454	id-10006	7.12e-06	+	TTGTAGTAGAGGACGAGCACCAGCAGGTTGTTGCC	UpstreamP1_CTCF	21
chr1	241899840	241899990	id-10007	1	+	NA	NONE	3
chr1	241920005	241920155	id-10008	2.37e-05	-	TTGGTACTGCTTTCCTTTACAGACAGGTGGCACAG	Upstream_CTCF	5
chr1	241948606	241948756	id-10009	1	+	NA	NONE	12
chr1	241970246	241970396	id-10010	1	+	NA	NONE	4
chr1	241997420	241997570	id-10011	6.9e-05	-	TCCTCTTTGCTCTGAAAAACCAGGAGATGGGGCTA	Upstream_CTCF	14
chr1	241998193	241998343	id-10012	1	+	NA	NONE	40
chr1	242008703	242008853	id-10013	1.64e-05	+	CCAGGCAAAGGCAGGAGGCCATCTAGAGGGCACCC	V_CTCF_BR	2
chr1	242011090	242011240	id-10014	1	+	NA	NONE	38
chr1	242059775	242059925	id-10015	3.45e-05	+	TAAAAACTACTCCAAAACTCCACAAGAGGGCAGCT	V_CTCF_BR	40
chr1	242121181	242121331	id-10016	1	+	NA	NONE	3
chr1	242121659	242121809	id-10017	7.78e-06	+	ACTACAGTGCCTTGAAGCGGCAGCAGCTGGAACTG	Upstream_CTCF	2
chr1	242149238	242149388	id-10018	3.22e-07	-	AAGTCAATGCCGACAAAAACCAGCAGGTGGCAACA	Upstream_CTCF	40
chr1	242161871	242162021	id-10019	1	+	NA	NONE	23
chr1	242181044	242181194	id-10020	1.64e-06	-	TTGCAGTAACTCGATGTAGCCAACATGAGGAACAG	UpstreamP1_CTCF	40
chr1	242183251	242183401	id-10021	5.01e-06	+	AATAAAGTTGGTAATTTGGCCACTAGATGTCACAC	V_CTCF_BR	40
chr1	242292542	242292692	id-10022	1	+	NA	NONE	23
chr1	242302845	242302995	id-10023	1.29e-05	-	CTGCAAGGCGCAAAAGGAAACTGCAGGGAGAGGAG	UpstreamP1_CTCF	5
chr1	242353003	242353153	id-10024	1	+	NA	NONE	17
chr1	242481505	242481655	id-10025	4.14e-06	+	AGGACCAGAGGTGGGATGGCCTGCAGAGGGCATGT	V_CTCF_BR	4
chr1	242588679	242588829	id-10026	1	+	NA	NONE	18
chr1	242590122	242590272	id-10027	2.27e-05	-	AAAGTTCTTACTGGCTAGGCCTGGTGGTGGCGCAC	V_CTCF_BR	10
chr1	242594125	242594275	id-10028	1	+	NA	NONE	1
chr1	242605605	242605755	id-10029	5.3e-05	-	ACGTAATACCTGGATGCTGCACGTAGATGGAAATC	UpstreamP1_CTCF	1
chr1	242618186	242618336	id-10030	7.73e-06	+	TGCCTGTTCTTCTTTTTTACCACAGGAGGGAGCCC	V_CTCF_BR	40
chr1	242630962	242631112	id-10031	6.37e-07	+	TTGAAGTTACCATGAGGGCCCACCAGGTGGTGTGT	UpstreamP1_CTCF	40
chr1	242638693	242638843	id-10032	1.5e-05	-	TTGGTAGAGACTTCATTCCCCACAAGGTGGAGCCT	Upstream_CTCF	10
chr1	242687357	242687507	id-10033	1	+	NA	NONE	19
chr1	242687699	242687849	id-10034	9.27e-07	+	CAGCTGGGAGCGCGGCCGGGCGGGAGGGGGCGATC	UpstreamP1_CTCF	8
chr1	242688471	242688621	id-10035	1	+	NA	NONE	3
chr1	242804343	242804493	id-10036	6.05e-06	-	CTCAGACAGCAGCTATATGCCACTGGAGGGCAGAA	V_CTCF_BR	1
chr1	242815218	242815368	id-10037	4.02e-07	+	TGTGCTGGTTGGTCTCCTGCCAGGAGGTGGCGCTT	Upstream_CTCF	22
chr1	242853889	242854039	id-10038	7.73e-06	+	TTAAGAACTGTAACACTCACCACAAGGGGCCGCAG	V_CTCF_BR	4
chr1	242956786	242956936	id-10039	1.81e-06	-	ATTGCATTATACTTCATATCCACCAGAGGTAGTAA	Upstream_CTCF	9
chr1	242991651	242991801	id-10040	9.25e-06	+	GCAAGATGAGAAGGCCATGTCTGCAGAGGGCAGCC	V_CTCF_BR	10
chr1	243005505	243005655	id-10041	3.63e-05	+	AATAAGGTCACATTCACAGGCACTAGGGGTCAGGC	V_CTCF_BR	4
chr1	243100165	243100315	id-10042	6.43e-06	-	GCGATTGCTGGCTGTGTCACCACCAGGGGACGCCG	V_CTCF_BR	15
chr1	243216457	243216607	id-10043	1.39e-05	+	GTGTGAAGAGGGCCTTGGGCCACAGGGAGGCGCCT	V_CTCF_BR	17
chr1	243303915	243304065	id-10044	4.31e-05	-	TTGTATGTCTGTGATTTGCACTATAGATGGCAGTA	UpstreamP1_CTCF	19
chr1	243432321	243432471	id-10045	2.96e-05	+	ATGCTCTTCACAGGTCTCTCCAGCAGGGTAGTCAG	UpstreamP1_CTCF	14
chr1	243488730	243488880	id-10046	9.39e-07	-	CATGTGATACCCAAATGCCACACTAGATGGCAACA	Upstream_CTCF	40
chr1	243504603	243504753	id-10047	1	+	NA	NONE	3
chr1	243507362	243507512	id-10048	8.02e-08	+	TTGTATTTTATCTATATGACCTCTAGGGGGCACCA	UpstreamP1_CTCF	39
chr1	243508694	243508844	id-10049	7.6e-05	+	ATGAAACATTTTATTGCATCCAGTTGGGGGCGTGC	UpstreamP1_CTCF	26
chr1	243572725	243572875	id-10050	4.43e-05	-	ATTTAGAAATCAGGATCTGTCACTAGGTGGTGCTC	V_CTCF_BR	38
chr1	243599220	243599370	id-10051	1.5e-05	+	CCCGCATTATCAGTATCCACCACCAGAGTGGTATA	Upstream_CTCF	16
chr1	243628593	243628743	id-10052	7.91e-05	+	AGGCAGTAGCGAGCCAGGAGAACCAGCGTGAAGAA	UpstreamP1_CTCF	1
chr1	243633989	243634139	id-10053	4.17e-05	-	CTTGTGATGCTGTCTTGCCACAGGAGGGGGACAGC	Upstream_CTCF	12
chr1	243639433	243639583	id-10054	3.41e-07	+	CCTTCAGTTACCGTGGCAACCAGCAGATGGGGTTC	Upstream_CTCF	27
chr1	243646910	243647060	id-10055	4.31e-07	+	GGCTCCGCAGGGCGCTCCGCCACCAGGTGGCATTT	V_CTCF_BR	29
chr1	243655264	243655414	id-10056	8.81e-07	-	CAGGCCAGCCTGAGCCCCACCACCAGGGGCAGCGG	V_CTCF_BR	39
chr1	243773163	243773313	id-10057	1	+	NA	NONE	7
chr1	243871624	243871774	id-10058	3.97e-05	+	ATGAATTTACTTACCTTGGCCCTCTGAGGGCAGTA	UpstreamP1_CTCF	26
chr1	243876305	243876455	id-10059	3.03e-05	-	CGATTTGTTTCATAGCCTACCACTAGGGGTGAGGT	Upstream_CTCF	35
chr1	243912111	243912261	id-10060	5.41e-07	-	TAGTACTTCAATGGAGTTGCCACTAGATGTCACTC	UpstreamP1_CTCF	40
chr1	243927204	243927354	id-10061	3.28e-05	-	TGTTGTGCTGCAGAGCCAGCCACTGGAGGGTGTTC	V_CTCF_BR	5
chr1	243982936	243983086	id-10062	8.71e-06	+	CTGACTGAGAGAGACCCCCCCAACAGGGGTCGCCA	V_CTCF_BR	5
chr1	244081001	244081151	id-10063	1	+	NA	NONE	26
chr1	244081448	244081598	id-10064	1	+	NA	NONE	5
chr1	244110481	244110631	id-10065	7.54e-08	-	TTGGAGTTGGGGTGCATGAGCACTAGGGGGCACTG	UpstreamP1_CTCF	39
chr1	244136603	244136753	id-10066	1.17e-05	+	CTCACAGGTCCTGCATTCACCAGGAGAGGCAGCAG	V_CTCF_BR	14
chr1	244145882	244146032	id-10067	7.73e-06	-	TGCAATGAGGGTCTGTTCAACTGTAGAGGGAGCCC	V_CTCF_BR	29
chr1	244173603	244173753	id-10068	5.98e-05	-	GTTGACTTCTGGTGCACCTGCAGCAGGGGCCTCAG	UpstreamP1_CTCF	31
chr1	244178273	244178423	id-10069	8.21e-06	+	AAAGGAGGAAATAACAGTGACGGCAGAGGGAGCCA	V_CTCF_BR	12
chr1	244192558	244192708	id-10070	2.27e-05	-	GCAAATACTAATGTTGAAACCCCAAGGGGGCAGCC	V_CTCF_BR	22
chr1	244244025	244244175	id-10071	1	+	NA	NONE	1
chr1	244250628	244250778	id-10072	4.01e-05	+	TACCAACCACTACGGGGAGCCACCGGAGGCTGGAG	V_CTCF_BR	2
chr1	244267704	244267854	id-10073	4.43e-05	-	TGATCAGGGACTGGCATTCCAGCCAGAGGGAACCA	V_CTCF_BR	8
chr1	244281685	244281835	id-10074	1	+	NA	NONE	6
chr1	244286392	244286542	id-10075	1	+	NA	NONE	2
chr1	244374551	244374701	id-10076	3.09e-06	-	CCTGCACTGAAGCCTGCAGAAGGTAGAGGGCGCCA	Upstream_CTCF	39
chr1	244386343	244386493	id-10077	9.62e-05	+	TTGCAAATGATGGCTCTCTCCACAAGGGGAATGAT	UpstreamP1_CTCF	3
chr1	244397411	244397561	id-10078	1.09e-06	+	CCTTCAGTACCTAGTGTTGTCAGTGGAGGGCCACA	Upstream_CTCF	4
chr1	244435093	244435243	id-10079	1	+	NA	NONE	4
chr1	244436440	244436590	id-10080	9.49e-08	-	GTGTGCATCCCTCACATGGCCACAAGATGGCAGGG	V_CTCF_BR	40
chr1	244462863	244463013	id-10081	1.03e-09	-	CTGTAATTGAGGCCGGCCGCCTCCAGGTGGCACCA	UpstreamP1_CTCF	40
chr1	244505107	244505257	id-10082	8.98e-06	+	GGGCTGTGGTCCAACGGAGACAGGATGGGGCAGGA	UpstreamP1_CTCF	10
chr1	244546986	244547136	id-10083	1	+	NA	NONE	18
chr1	244557028	244557178	id-10084	1.72e-06	+	ACTGCGGTGCTGTAGCTGTCCACTTGCAGGCACTG	Upstream_CTCF	2
chr1	244559417	244559567	id-10085	7.17e-05	-	CCAGCAGATCTGTCAATGGCAGGTAGGGGAGCCTT	Upstream_CTCF	7
chr1	244577941	244578091	id-10086	1.64e-07	-	CATGCAGTACTCCCCACCAGCAGCAGAGAGTGCTT	Upstream_CTCF	30
chr1	244615249	244615399	id-10087	5.63e-06	+	CCGCTCTCCGCCACAGCCCGCTCAAGGGGGTACCA	UpstreamP1_CTCF	38
chr1	244615535	244615685	id-10088	8.21e-06	-	AAAGACAAATCCAGACAAACCTGCAGATGGCAGAC	V_CTCF_BR	32
chr1	244711969	244712119	id-10089	7.61e-08	-	TCAGCCGTTCAAGGTATTGCCACCTGGGGTCACTG	Upstream_CTCF	9
chr1	244746735	244746885	id-10090	3.22e-07	-	TCTGCTGCAGACATCTCGACCTGAAGGTGGCAGCC	Upstream_CTCF	4
chr1	244766835	244766985	id-10091	8.76e-09	+	ATGTAATTTACACTTATTGCCACTAGATGGCACTG	UpstreamP1_CTCF	39
chr1	244799111	244799261	id-10092	1	+	NA	NONE	1
chr1	244800302	244800452	id-10093	1.1e-06	-	AAGAGCACCACTCGAGAGGCCAGAAGGTGGAGCAG	V_CTCF_BR	7
chr1	244815920	244816070	id-10094	3.45e-05	-	AGCTGCGGCAGATCCCTTGCCGCCCGCGGGCGGTG	V_CTCF_BR	1
chr1	244816360	244816510	id-10095	5.52e-05	-	GAGCCGCTCCCGGGCGCCGCCGACAGGAGCGTCTG	UpstreamP1_CTCF	13
chr1	244816595	244816745	id-10096	8.61e-08	-	CCTGGGCCAGGGCTCGGGGCCGCCAGGGGCCGCAC	V_CTCF_BR	40
chr1	244893650	244893800	id-10097	1	+	NA	NONE	17
chr1	244960232	244960382	id-10098	6.34e-08	-	GATGTTATTGCATATCCTACCACCAGGTGTCGCCA	Upstream_CTCF	40
chr1	244964582	244964732	id-10099	4.5e-06	+	TGAGAAATACTCGTGTGGACCACTAGGGCGCACAA	Upstream_CTCF	40
chr1	244997179	244997329	id-10100	1	+	NA	NONE	38
chr1	244998783	244998933	id-10101	7.44e-05	+	ACAGCCCGGCCCCGTGCGGCCACTGCGGAGCGTTA	Upstream_CTCF	11
chr1	245027563	245027713	id-10102	1	+	NA	NONE	40
chr1	245082129	245082279	id-10103	2.19e-05	+	CGCGCACCGGCGCAGCCGGCAGCTCGGGGGCGCGC	Upstream_CTCF	14
chr1	245134071	245134221	id-10104	4.23e-08	+	GCGGGCTGCGCCGGAGGCGCCGGCAGGGGGTGCTG	V_CTCF_BR	40
chr1	245134572	245134722	id-10105	1.13e-05	+	CAGCCCCGCGCGGTGGCCGCCTGCAGAGGCGGGAC	UpstreamP1_CTCF	14
chr1	245183580	245183730	id-10106	1	+	NA	NONE	3
chr1	245204473	245204623	id-10107	1	+	NA	NONE	4
chr1	245206077	245206227	id-10108	1.41e-08	-	GTGTAGTATCAAGTTCCTGACACAAGGGGGAGCCA	UpstreamP1_CTCF	40
chr1	245224767	245224917	id-10109	1	+	NA	NONE	2
chr1	245242466	245242616	id-10110	1	+	NA	NONE	37
chr1	245248862	245249012	id-10111	9.26e-05	-	CTGTAATACTTCTCCATCGCCCACAGGATGAATTC	UpstreamP1_CTCF	26
chr1	245270900	245271050	id-10112	1.99e-07	-	AACCGAGCAGGACTGAGAACCAGGAGAGGGCAGCG	V_CTCF_BR	17
chr1	245284985	245285135	id-10113	6.05e-06	-	CGGAGGGGTTGATGCTTTGCCTCCTGCTGGAGGCA	V_CTCF_BR	20
chr1	245316393	245316543	id-10114	1.48e-05	+	CTCCGGTTATAAACTTTAATCAACAGAGGGCGCTC	UpstreamP1_CTCF	40
chr1	245318282	245318432	id-10115	1.31e-05	+	GCTCGGCTCTCCCACCTTCCCGGCAGCGGCCGCGA	V_CTCF_BR	19
chr1	245318698	245318848	id-10116	9.25e-06	+	AAAGAGAGGCTTGCGGTCTCCACCAGGGGCAAGAA	V_CTCF_BR	30
chr1	245319853	245320003	id-10117	3.4e-06	+	GGTGCGAGAACTGCAACGCCCGCCTGGTGGAGCTC	Upstream_CTCF	40
chr1	245329723	245329873	id-10118	1	+	NA	NONE	10
chr1	245342143	245342293	id-10119	1	+	NA	NONE	0
chr1	245386337	245386487	id-10120	1.55e-05	-	GCGTCCCTGGCCTCTACCCACACCAGATGTCAGTA	V_CTCF_BR	4
chr1	245388666	245388816	id-10121	3.09e-05	+	CTGCAGATTCCTGCAAAGAGCAGTCGATGGCCCTC	UpstreamP1_CTCF	9
chr1	245389333	245389483	id-10122	1.3e-07	+	ATGCAGTCAGCAGCGTTCCCCACGAGGGGCAGCAG	UpstreamP1_CTCF	15
chr1	245392493	245392643	id-10123	4.7e-06	-	ACACATGGGTAAGATAAATCCGGCAGGGGGCGGTG	V_CTCF_BR	4
chr1	245440704	245440854	id-10124	3.42e-08	-	CAAAGCAGCCCACAGGGCACCTGCAGGGGGCACCA	V_CTCF_BR	31
chr1	245448612	245448762	id-10125	2.19e-05	-	TGTGACTTTGCCGCTCCTTCCACTAGAGGCAGAAT	Upstream_CTCF	14
chr1	245486132	245486282	id-10126	1	+	NA	NONE	15
chr1	245494368	245494518	id-10127	6.84e-06	+	TGACGTAGGGTACGAAGGGCCTGGGGGTGGCAGAG	V_CTCF_BR	0
chr1	245501485	245501635	id-10128	1.13e-05	+	GTACAGGCTTCCATTATGTACACCAGGAGGCAGAA	UpstreamP1_CTCF	6
chr1	245508484	245508634	id-10129	9.27e-07	+	CTGCCCTACCCGCAGCTGGAGTGAAGGTGGCGCCC	UpstreamP1_CTCF	10
chr1	245527258	245527408	id-10130	3.81e-05	+	GTGAGTCACTACAGACTGGGCTAGAGGTGGCAGCA	V_CTCF_BR	10
chr1	245534302	245534452	id-10131	1.83e-05	-	CAGAACATACCCAGGATGACCACAAGTTGGTGGCT	V_CTCF_BR	1
chr1	245544225	245544375	id-10132	4.43e-05	-	AGGTTGGCTAAAGTATGTCTCACTAGATGGCAGCA	V_CTCF_BR	37
chr1	245597710	245597860	id-10133	7.23e-07	-	CCAGCAGTATCTGCTATGGCCACTAGGTTCTCCCC	Upstream_CTCF	27
chr1	245656454	245656604	id-10134	7.11e-06	-	AGTGCAATAACCGCACTTGCCTCTAGGGTACCCTT	Upstream_CTCF	38
chr1	245663999	245664149	id-10135	4.41e-06	+	CCGAAGAGCTGGGCAGGGGCCTCCTGATGGCGAGA	V_CTCF_BR	15
chr1	245666998	245667148	id-10136	1.1e-05	+	GGTTTTGCTCTCGGCGTTGCCGCAGGGTGGCTGTC	V_CTCF_BR	1
chr1	245676412	245676562	id-10137	1.64e-05	-	GGGTGCAGGTTGGAGCTGTCCACCAGGGGCAGTTG	V_CTCF_BR	36
chr1	245677936	245678086	id-10138	7.17e-05	+	ACATTTTTTCTCGTATCTTCCTCTAGGAGTCAGTG	Upstream_CTCF	3
chr1	245679600	245679750	id-10139	1.39e-07	+	GGCCAGTCCTCATGTAGAGCCACAAGATGGCGCAG	V_CTCF_BR	30
chr1	245772787	245772937	id-10140	2.6e-06	+	GCTTCTGAAGCCTGGCTCGCCCCAAGGTGGCTCCC	V_CTCF_BR	1
chr1	245777839	245777989	id-10141	2.15e-05	-	TCTCGGTTCTTCACAGCAGCCACTGGAGGCAGCTC	V_CTCF_BR	9
chr1	245837091	245837241	id-10142	1	+	NA	NONE	3
chr1	245850851	245851001	id-10143	1.28e-06	+	GGGCCTTTCAGAAGGCCAGCCGGCAGGAGGAGCCG	V_CTCF_BR	11
chr1	245851533	245851683	id-10144	3.88e-06	-	GGACCAGGGCGTGTGCTTCCCACCGGGGGGCGAGC	V_CTCF_BR	18
chr1	245865423	245865573	id-10145	5.92e-05	+	CCTGGATCCTCCATGGCTGGAGGTAGGGGGAGCTA	Upstream_CTCF	22
chr1	245868260	245868410	id-10146	1	+	NA	NONE	4
chr1	245878229	245878379	id-10147	9.51e-07	+	GTCGAGAGGAGGCTGGAGACCAGCAGGGGTCAGAC	V_CTCF_BR	8
chr1	245943220	245943370	id-10148	3.48e-06	+	GTGTAGTACCACCTCACACCCACTAGGATGGGGAT	UpstreamP1_CTCF	26
chr1	245948707	245948857	id-10149	1.01e-05	+	TGTGCCTTTCACATGCTGCCCGCTAGGTGCTCAAA	Upstream_CTCF	0
chr1	245950545	245950695	id-10150	1	+	NA	NONE	10
chr1	245958436	245958586	id-10151	2.15e-05	+	TGCAAATCCAGTCACTGAACCAGCAGGTGGCTTGG	V_CTCF_BR	2
chr1	245960996	245961146	id-10152	2.11e-06	-	GCATAGCTTTGAAAACCGGCCAGTAGGGGGCGTCT	V_CTCF_BR	40
chr1	245986286	245986436	id-10153	2.81e-05	-	CCTCGTCAGGGCCCTTGTGCCTGTGGGAGGCAGAA	V_CTCF_BR	7
chr1	245988532	245988682	id-10154	6.84e-06	+	CAACGGCTCCCAACAAGCTCCTCTAGATGGCTCCA	V_CTCF_BR	32
chr1	246020660	246020810	id-10155	1.73e-05	+	ACCCTGGGAAATTCCTCTCCCTCTAGCGGGAACAG	V_CTCF_BR	4
chr1	246022419	246022569	id-10156	1.31e-05	+	TCACACAACCCACAGGCACACACTAGGTGGAGCAA	V_CTCF_BR	37
chr1	246023960	246024110	id-10157	1	+	NA	NONE	19
chr1	246024533	246024683	id-10158	8.23e-05	+	GAGCTCTAGACCTAGCAGGGCTGGAGAGTGCACCC	UpstreamP1_CTCF	12
chr1	246035082	246035232	id-10159	1.55e-05	+	CCACCCTACAGGGCGGGGACCAACAGGAGGCTGAC	V_CTCF_BR	3
chr1	246039323	246039473	id-10160	1	+	NA	NONE	5
chr1	246052231	246052381	id-10161	1.17e-05	+	TTCTTCCAAGGATGCAATGTCACTAGAGGGCGCAG	V_CTCF_BR	39
chr1	246149717	246149867	id-10162	4.01e-05	-	AGTATAAAAGCAGCTGGGCTCACTAGGGGGCTGTG	V_CTCF_BR	17
chr1	246163696	246163846	id-10163	3.63e-06	+	GGGGTAGAAAGGGCTGTGGTCTGCAGGGGGCGTCC	V_CTCF_BR	4
chr1	246166558	246166708	id-10164	1.99e-07	-	CATGATAAGTCCCACCGCTCCACCAGATGGCGCTG	V_CTCF_BR	40
chr1	246175682	246175832	id-10165	4.11e-07	+	TAGCAATTCTCTGGTTTAAACAACAGGTGGCAGTG	UpstreamP1_CTCF	40
chr1	246195701	246195851	id-10166	4.68e-05	+	CTGCCCTAGCACTGAAGGAGAGACAGATGGCAGCC	UpstreamP1_CTCF	4
chr1	246280599	246280749	id-10167	8.21e-06	-	CCTACTGTGTTTTGTTGAAGCAGAAGGGGGCAGCA	V_CTCF_BR	38
chr1	246280818	246280968	id-10168	1.64e-05	-	GCAAGAGCGAGCACTGGGGTCAGGAGTGGGAGGGA	V_CTCF_BR	2
chr1	246311515	246311665	id-10169	4.3e-08	-	CTGCAGGTCTCTGAAGCTCTCAGCAGAGGGCAGCT	UpstreamP1_CTCF	3
chr1	246315570	246315720	id-10170	1	+	NA	NONE	20
chr1	246320410	246320560	id-10171	3.28e-05	-	AAACAGAGGCCAAGCAGTGGAGGCAGGGGGCGCCC	V_CTCF_BR	3
chr1	246366583	246366733	id-10172	9.81e-06	-	CATGGGGAGGTGCTGGCGTCCAGAAGCGGGAGAGA	V_CTCF_BR	11
chr1	246390535	246390685	id-10173	2.66e-05	-	CAAAGTTGTCTTCTTTAATCCTCCTGAGGGCGCCC	V_CTCF_BR	0
chr1	246409859	246410009	id-10174	7.44e-06	-	AATGCATATTATAAAGTGTCCAGTAGGTGGTATTC	Upstream_CTCF	9
chr1	246425068	246425218	id-10175	1	+	NA	NONE	35
chr1	246443993	246444143	id-10176	1.17e-05	-	AGAAACAGAAAAGATGAGGCCAGCAGGGGTCAGTT	V_CTCF_BR	38
chr1	246461301	246461451	id-10177	7.11e-06	-	TATGTTGTTTATTGTCTTTCCAGAAGAGGGTGTAG	Upstream_CTCF	11
chr1	246467933	246468083	id-10178	1.56e-05	-	AGAGTTGTACAGCGATTAGGCTGCAGGGGGTGTAT	Upstream_CTCF	3
chr1	246476683	246476833	id-10179	1	+	NA	NONE	11
chr1	246493526	246493676	id-10180	1	+	NA	NONE	2
chr1	246519064	246519214	id-10181	1.26e-07	-	CAGGGCTGGTAGAGAAAGACCACCAGGGGGCAGGG	V_CTCF_BR	21
chr1	246614179	246614329	id-10182	2.01e-05	-	TGGTAATATGCATTTATTTACACTAGGTGGTGGTA	UpstreamP1_CTCF	40
chr1	246656050	246656200	id-10183	1.1e-06	-	GGCTCCTTGCAGTGCTGACCCACGAGGTGGCAGTG	V_CTCF_BR	40
chr1	246660726	246660876	id-10184	1.3e-07	+	ATGCTTTTTACTCCATTGTCCACCAGAGGGAGCAT	UpstreamP1_CTCF	40
chr1	246670489	246670639	id-10185	2.78e-06	+	CTCAGACGGCTACCCGCGTCCAGCAGCGGGCGTCT	V_CTCF_BR	32
chr1	246672280	246672430	id-10186	3.97e-07	-	TCCCAGGAGGACCAGCTGGCCACCTGCTGGCAGGC	V_CTCF_BR	8
chr1	246692759	246692909	id-10187	4.51e-05	-	CATGGAGAGGATTCCTACTCCGCTAGGTGGCGATT	Upstream_CTCF	10
chr1	246695935	246696085	id-10188	5.55e-07	-	CCTGGATTCATATTACCTTCCACCAGGGGGAGAAA	Upstream_CTCF	34
chr1	246724217	246724367	id-10189	1	+	NA	NONE	15
chr1	246730269	246730419	id-10190	8.64e-05	-	GTGGTAGTGATGGGGGGGACCAGGTGTGGGGGGGA	Upstream_CTCF	15
chr1	246764696	246764846	id-10191	3.05e-07	-	CCTGCCTTCCCACTGGACTCCACCAGGGGTCTAGG	Upstream_CTCF	38
chr1	246772273	246772423	id-10192	2.6e-06	-	CCCCGGGTTGCACCCTCTGCCTGCAGAGGGAGTGA	V_CTCF_BR	38
chr1	246810508	246810658	id-10193	8.58e-06	+	CGGTAACTGCAGGAAAGGACCACATGGAGGAGCTG	UpstreamP1_CTCF	36
chr1	246850400	246850550	id-10194	1.84e-05	+	AGGCTCTGCACATGTGTGAGCTCCAGGCGCCACAC	UpstreamP1_CTCF	12
chr1	246852901	246853051	id-10195	7.73e-06	+	AGCTAGCACTGAAATCTTGCCAGTAGAGGGTGATA	V_CTCF_BR	40
chr1	246859878	246860028	id-10196	9.38e-09	-	ATGCTGTTCCTTTTGGAAACCACGAGGTGGCGCTG	UpstreamP1_CTCF	40
chr1	246862575	246862725	id-10197	1.38e-06	-	AGGAAGGGAACTTGTGGGGTCACTAGATGGCGCTC	V_CTCF_BR	40
chr1	246917328	246917478	id-10198	4.88e-06	-	GTGTGAATGCGAGGAGCCTCCAGCAGGTGGGGCTA	UpstreamP1_CTCF	40
chr1	246939152	246939302	id-10199	1	+	NA	NONE	0
chr1	246972899	246973049	id-10200	1.28e-06	+	GCGGCCTTGTGTGGAGATCCCACCAGGGGGAGCCT	Upstream_CTCF	25
chr1	247051104	247051254	id-10201	2.81e-05	+	TTAATGCCATTGATAGTGACCACTTGGTGGTAGTA	V_CTCF_BR	3
chr1	247070927	247071077	id-10202	1	+	NA	NONE	37
chr1	247123554	247123704	id-10203	1	+	NA	NONE	8
chr1	247134778	247134928	id-10204	4.31e-09	-	CTGTCATGCCCAGACAGGGCCACTAGAGGGCTCCC	UpstreamP1_CTCF	40
chr1	247171260	247171410	id-10205	1	+	NA	NONE	6
chr1	247206833	247206983	id-10206	4.41e-06	+	CACTTCAGCATTGGGAGCACCAGCAGATGTCAGAA	V_CTCF_BR	5
chr1	247240639	247240789	id-10207	4.68e-05	-	GTGAAGTTCCCTTTTGGAAACTTTAGAGGGTGATA	UpstreamP1_CTCF	23
chr1	247242203	247242353	id-10208	1.06e-05	-	TGAGCTTGAATGGGAAAGTCCCCCGGGGGGCGCCA	Upstream_CTCF	25
chr1	247282310	247282460	id-10209	1	+	NA	NONE	38
chr1	247288607	247288757	id-10210	1.13e-05	+	GCGCCATTATGCAATCCCACCAGCAGGGTGTGAGG	UpstreamP1_CTCF	9
chr1	247310084	247310234	id-10211	6.04e-07	-	TAGAAATTCTGCCTTGATGCCAGCAGAGGGAGACA	UpstreamP1_CTCF	34
chr1	247391604	247391754	id-10212	1	+	NA	NONE	7
chr1	247431834	247431984	id-10213	1	+	NA	NONE	7
chr1	247450954	247451104	id-10214	6.94e-09	-	CCTTCAGTTCCTGCTACTTCCCGAAGGGGGCGCTG	Upstream_CTCF	20
chr1	247455304	247455454	id-10215	6.43e-06	-	CCTGGGCGCCTCTCCCTCAGCTCCAGGTGGAGCCT	V_CTCF_BR	0
chr1	247495423	247495573	id-10216	5.7e-05	+	AGTGGACGCCCGGAACGGCCGACCGGGAGTCGCGG	Upstream_CTCF	9
chr1	247495632	247495782	id-10217	1	+	NA	NONE	8
chr1	247499335	247499485	id-10218	2.2e-06	-	GCAGCAAGTCGGAAGGCGCGCCGCAGGGGGAGTTC	Upstream_CTCF	3
chr1	247507223	247507373	id-10219	1.35e-05	-	ATGCACTGTGCCCTAGTCACCTGTAGGCTGCCCCT	UpstreamP1_CTCF	1
chr1	247522296	247522446	id-10220	1	+	NA	NONE	5
chr1	247536129	247536279	id-10221	1.21e-09	+	AAGTTGTACTTGGCTGTGACCACCAGAGGGCGCCG	UpstreamP1_CTCF	40
chr1	247537278	247537428	id-10222	2.18e-07	-	ACAGAAAAGCGAACACTTTCCACCAGAGGGCGCGG	V_CTCF_BR	38
chr1	247553508	247553658	id-10223	7.8e-08	+	TTGTCACTAACACCCAGGACCAGCAGAGGGCAGAA	V_CTCF_BR	40
chr1	247564108	247564258	id-10224	1.93e-05	-	CACACATTCTGCACTGGTTCCTCTAGAGGTCACTC	V_CTCF_BR	8
chr1	247595056	247595206	id-10225	1	+	NA	NONE	11
chr1	247611778	247611928	id-10226	6.05e-06	-	AGCTCTCTCCACCTGAGGGCCCCCAGCTGGAGGGA	V_CTCF_BR	20
chr1	247616066	247616216	id-10227	1	+	NA	NONE	4
chr1	247650518	247650668	id-10228	1.83e-05	-	GGAGACCTCTCAAACAGAAACACTAGATGGCAACA	V_CTCF_BR	38
chr1	247695358	247695508	id-10229	5.77e-08	+	TGACAGTGTAATGGAGTGGCCTGCAGATGGCAGCG	V_CTCF_BR	16
chr1	247739941	247740091	id-10230	9.25e-06	-	CTTCCGCACATTAAAATCACCACAAGAGGGCATAA	V_CTCF_BR	34
chr1	247844719	247844869	id-10231	1.15e-07	+	TGGCACCTCATGAACTCTGCCAGTAGGGGGCAATA	UpstreamP1_CTCF	40
chr1	247997014	247997164	id-10232	3.36e-05	+	GTGCTCAATCACGTTGGGACCACAGTGTGGCAGTC	UpstreamP1_CTCF	4
chr1	248017286	248017436	id-10233	3.81e-05	+	AAGCTCAGCAACTCTAGGACCAGCAGGGGAAGAAG	UpstreamP1_CTCF	0
chr1	248020905	248021055	id-10234	1.37e-08	-	ACCGCAGCGCCCGCAGCCCCCGCCGGGGGGCGCCT	Upstream_CTCF	12
chr1	248100298	248100448	id-10235	6.75e-05	-	CGGCAGCCCCAGCGAGTGAGCCCAGGGCGCAGGTG	UpstreamP1_CTCF	37
chr1	248315476	248315626	id-10236	2.38e-07	+	GGTTGTGGTTGGCCTCCAGCCAGGAGGTGGCGCTT	V_CTCF_BR	2
chr1	248406531	248406681	id-10237	9.27e-07	+	TTGAAGTTTGGGCTGTAATCCAGTAGATGGCGCCT	UpstreamP1_CTCF	40
chr1	248567466	248567616	id-10238	1	+	NA	NONE	8
chr1	248782321	248782471	id-10239	1	+	NA	NONE	37
chr1	248785896	248786046	id-10240	1.64e-06	+	ATGTCATATTACTAACTGGCCACAAGGTGTCAGGA	UpstreamP1_CTCF	35
chr1	248850264	248850414	id-10241	2.28e-05	-	CAGGTAATTTACAATTTAACCCAGAGGAGGCAGCA	Upstream_CTCF	15
chr1	248859663	248859813	id-10242	1.19e-06	+	AGCCCAGTCTTTGCCCATGACAGCAGGTGGCAGCA	V_CTCF_BR	17
chr1	248861319	248861469	id-10243	2.96e-05	-	AAGGTGGAGCTCCCCAGCGTCAGCAGGAGGAAGTG	V_CTCF_BR	5
chr1	249085304	249085454	id-10244	1	+	NA	NONE	1
chr1	249101442	249101592	id-10245	8.81e-07	-	CTGTCAAGGTCTTGCTGTGTCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr1	249106500	249106650	id-10246	9.51e-07	+	GTCACCTTGGCCTTGTGCTCCTGCAGAGGGCAGAG	V_CTCF_BR	27
chr1	249120831	249120981	id-10247	8.71e-06	+	AGCGAGCGCCTGCTTGTCACCTCTAGGTGTCGCTT	V_CTCF_BR	40
chr1	249136004	249136154	id-10248	1.29e-05	+	TTGCAGTGAGCCGAGATCACACTGAGATGGCGCCA	UpstreamP1_CTCF	40
chr1	249141850	249142000	id-10249	9.84e-06	-	CAGCAGGGTCAGAGGTTGTCCCCAAGGGGTGCGCC	UpstreamP1_CTCF	0
chr1	249145209	249145359	id-10250	8.9e-05	+	GTGCACCACCCCACCTCAGCCTCTAGGCTGGTTCT	UpstreamP1_CTCF	8
chr1	249152376	249152526	id-10251	5.63e-06	+	CGGCACTTGCTGCGGCGCGCGTCCAGCTGCCGCCG	UpstreamP1_CTCF	32
chr1	249152854	249153004	id-10252	4.41e-06	+	AAAGGTCGTGTCCTGGCGTGCAGCTGGGGGCGCTC	V_CTCF_BR	40
chr1	249167804	249167954	id-10253	1.73e-05	-	AGCCGCGACTGCAATGCAGCCAGGAGTGGCCGATA	V_CTCF_BR	16
chr1	249168230	249168380	id-10254	6.48e-05	+	CGGTTTTCCCTGTCTGCCGCAGCAAGGGGGCTACC	UpstreamP1_CTCF	13
chr1	249179222	249179372	id-10255	1.17e-05	+	TTTTTTGCAGTCCCCTTGGCCACAAGGGGTCTCTT	V_CTCF_BR	23
chr1	249200640	249200790	id-10256	1.15e-07	+	AACAATGGGATTCCGAGGGCCGCAAGGGGGCGCTC	V_CTCF_BR	40
chr1	249219030	249219180	id-10257	4.11e-07	-	TCCCAGTGCCTGCCAGAATCCACTAGAGGGCAGAG	UpstreamP1_CTCF	40
chr10	119796	119946	id-10258	1	+	NA	NONE	11
chr10	120081	120231	id-10259	1.97e-06	-	CAGAGATTCCCCAGAGCTGTCGCGAGGGGGCGCCC	V_CTCF_BR	39
chr10	122539	122689	id-10260	5.77e-08	-	CAGAGATTCTCCAGAGCTGCCGCGAGGGGGCGCCC	V_CTCF_BR	37
chr10	170592	170742	id-10261	2.5e-05	+	GTGAATTCTACACTCTTAAACACTAGGTGGCCAAA	UpstreamP1_CTCF	13
chr10	183175	183325	id-10262	6.51e-07	-	CCTGCACCACTCCCTCCTACCAGCAGGGTCCTGAA	Upstream_CTCF	40
chr10	194350	194500	id-10263	1	+	NA	NONE	1
chr10	224288	224438	id-10264	2.1e-05	+	GTTGTATTATTACAGTTCACCATTAGATGTCACTT	Upstream_CTCF	33
chr10	247017	247167	id-10265	1.32e-05	+	TCTGAGCCAGTACACTGAGCCAGTAGGGGGCCATA	Upstream_CTCF	14
chr10	255423	255573	id-10266	8.81e-07	-	ACATCCCATTTAGTTTTAGCCTCCAGAGGGAGCAA	V_CTCF_BR	34
chr10	276808	276958	id-10267	5.13e-05	-	GTACACATACACAGGTTGACCCCTAGAGGGAGTAA	V_CTCF_BR	40
chr10	280754	280904	id-10268	3.28e-05	-	ATTCTGCATGTCTCACAGGACTGCAGAAGGCGCTC	V_CTCF_BR	7
chr10	285139	285289	id-10269	1	+	NA	NONE	8
chr10	325496	325646	id-10270	1.34e-06	-	CCTGCACTGCCCCTTGGGGCCACCATCGGCTGCTC	Upstream_CTCF	1
chr10	325726	325876	id-10271	6.19e-06	+	AAGCACCACGGTCTAGAAGCCCACAGAGGGCACCA	UpstreamP1_CTCF	23
chr10	333883	334033	id-10272	1.03e-06	-	CATCATTTCCACATTCCAGCCAGCAGGAGGAGAAA	UpstreamP1_CTCF	38
chr10	369971	370121	id-10273	1	+	NA	NONE	19
chr10	375416	375566	id-10274	1	+	NA	NONE	30
chr10	425432	425582	id-10275	1.17e-05	+	GCCCTGCTGGCACCTGCAGCCACTGGGTGGCTTTC	V_CTCF_BR	2
chr10	438866	439016	id-10276	1.17e-05	-	GGGTCCCGTCCTTGGGTCACCGGCAGAGGTCGTGA	V_CTCF_BR	0
chr10	445084	445234	id-10277	6.43e-06	-	CTGACCCGCTCTGGCCTGTCCCACAGGTGGCACTG	V_CTCF_BR	4
chr10	462070	462220	id-10278	3.97e-07	+	TCTCAGGACAGAATTGTCACCTGCAGAGGGCAGAC	V_CTCF_BR	23
chr10	465750	465900	id-10279	2.4e-05	-	CACGTACGGCTTAACTTTATCTCCAGGGGGTGCTG	V_CTCF_BR	1
chr10	467280	467430	id-10280	1.84e-06	-	AGGCCAAACACCATCTCTGCCACTTGGGGGAAGCA	V_CTCF_BR	8
chr10	498821	498971	id-10281	1	+	NA	NONE	6
chr10	504693	504843	id-10282	1	+	NA	NONE	4
chr10	516720	516870	id-10283	2.44e-07	-	GCTTCAGTTCTCACAGAGGCCAGTGGGGGTCTATC	Upstream_CTCF	7
chr10	532220	532370	id-10284	2.96e-05	-	ACGCTCCCTTGCTTCCCAGTCGGCAGGAGGAGGCG	V_CTCF_BR	5
chr10	534069	534219	id-10285	1	+	NA	NONE	5
chr10	557059	557209	id-10286	2.5e-09	+	CGCGATGCTGCTTGGCCAGCCAGCAGGGGGCAGGA	V_CTCF_BR	40
chr10	563409	563559	id-10287	1.83e-05	+	AGCAGGTGTTTGGGAAAAGCCTCCTGCTGGCGGTG	V_CTCF_BR	7
chr10	572857	573007	id-10288	2.55e-06	+	CTTGCGACACCTATAGGCCTCAGTAGGTGGAGGCG	Upstream_CTCF	12
chr10	619316	619466	id-10289	5.13e-05	-	GGAGGCGGAGCTTGCAGTGAGTGGAGATGGCGCCC	V_CTCF_BR	8
chr10	631565	631715	id-10290	1	+	NA	NONE	13
chr10	634166	634316	id-10291	1.28e-06	+	AACCCCACATCCACACCAGCCACAGGAGGGCAGGG	V_CTCF_BR	35
chr10	729643	729793	id-10292	3.4e-06	-	AGTTGTAGCGCTCTCCTGAACTGCAGAGGGAGCGC	V_CTCF_BR	21
chr10	830425	830575	id-10293	1.83e-05	-	CTTGGGAGACAGTTTGTCGCCTGCAGGAGGCATTG	V_CTCF_BR	24
chr10	830843	830993	id-10294	6.64e-05	-	GGTGGAGTCGCTGTCGTCAGCGCTCGGAGGAAAGC	Upstream_CTCF	35
chr10	835036	835186	id-10295	9.39e-07	+	CTTGCAGAGCTCTGCTCCGGGGCCAGGGGGCGCTG	Upstream_CTCF	39
chr10	835488	835638	id-10296	1	+	NA	NONE	35
chr10	840637	840787	id-10297	1.96e-07	-	GTGCAGTTTGACCCACAAGCCAGTAGATGGTGTGT	UpstreamP1_CTCF	35
chr10	856328	856478	id-10298	8.81e-07	-	CGCGTGCATTAGCCAGTCGCCACTGGAGGGCTCTG	V_CTCF_BR	37
chr10	861740	861890	id-10299	1.14e-06	+	CTGCAATTCCTGCGCTCGACCAGCAGGAATCCAGC	UpstreamP1_CTCF	37
chr10	893863	894013	id-10300	7.27e-06	+	GGCTGATTGCATAGGCCAGACAGCAGGAGGAGCTC	V_CTCF_BR	33
chr10	911327	911477	id-10301	3.4e-06	-	CAAGGCCAGGGAGCAGTGAGCACAGGAGGGCGCTG	V_CTCF_BR	25
chr10	970513	970663	id-10302	5.7e-05	+	AAAGCACTCTGCACCTTTCCCACTTGGGGCACTAC	Upstream_CTCF	8
chr10	976807	976957	id-10303	1.39e-05	+	GCGGGTGCCGGCGCCCGCCCGGCCTGGGGGCGCTC	V_CTCF_BR	1
chr10	1001795	1001945	id-10304	7.11e-06	+	ACTGTTTCCCCTCTCACGCCCGCCTGAGGCCACTG	Upstream_CTCF	7
chr10	1034179	1034329	id-10305	1	+	NA	NONE	31
chr10	1096626	1096776	id-10306	5.93e-06	-	GCTGCAGTTCTTGCCACATCCCAGAGGTGTGCACG	Upstream_CTCF	13
chr10	1120111	1120261	id-10307	5.08e-05	-	GAGACAACTCTAGAACATGCCAGCAGGGGAGGCTG	Upstream_CTCF	31
chr10	1121041	1121191	id-10308	1.16e-05	-	AGAGAAATGAGGACTTGTCCCACTAGAGGGCAACT	Upstream_CTCF	39
chr10	1135339	1135489	id-10309	7.78e-06	+	GCAGCTTTTATAATTAATTCCACTAGGGGGTCTGA	Upstream_CTCF	10
chr10	1146964	1147114	id-10310	4.14e-06	+	CACCCTGTCAGCCACTCCTGCAGCAGAGGGCGCTT	V_CTCF_BR	16
chr10	1147728	1147878	id-10311	5.38e-05	-	AAAACAGGACAAGGGGCAGCTGGATGGGGGCGCTA	V_CTCF_BR	2
chr10	1156129	1156279	id-10312	9.62e-08	+	ATGCAGGATGAGGGCTTGGTCAGCAGGTGGAGCCG	UpstreamP1_CTCF	40
chr10	1188661	1188811	id-10313	4.24e-07	+	CCTCCACTGTCAGCATCCCCCACCAGAGGGTGCAC	Upstream_CTCF	40
chr10	1214882	1215032	id-10314	1	+	NA	NONE	3
chr10	1226855	1227005	id-10315	1.26e-05	+	TGTGGCTTCATGATGCTGGCCACTGGGTGGCCGAG	Upstream_CTCF	13
chr10	1273585	1273735	id-10316	7.49e-05	+	CGATGCATGGTTGCTACCATCACAAGGGGGAGAGA	V_CTCF_BR	9
chr10	1286063	1286213	id-10317	8.16e-07	-	TCGTCAACTTCTGGGACCCCCGCTAGGGGGCAGCC	V_CTCF_BR	12
chr10	1336018	1336168	id-10318	1	+	NA	NONE	3
chr10	1339850	1340000	id-10319	3.8e-08	+	CAGCCTGTGTGCGCTCCTGCCACCGGGGGGCACAC	V_CTCF_BR	13
chr10	1343478	1343628	id-10320	4.94e-06	+	TCATCAACTCTGGTTACCACCAACAGAGGGGGATA	Upstream_CTCF	14
chr10	1354461	1354611	id-10321	3.86e-05	+	CCAGCAGCTCCTGTGGCCACCTCCAGGTCAGAGTG	Upstream_CTCF	1
chr10	1368865	1369015	id-10322	1	+	NA	NONE	4
chr10	1402317	1402467	id-10323	4.88e-08	+	GTGCAGAGACTGCATCGTCCCAGCAGGAGGCGCTG	UpstreamP1_CTCF	21
chr10	1411157	1411307	id-10324	2.55e-06	-	CAGTCACTACAGCAAGAGGCCGCCAGGGGCGGCAC	Upstream_CTCF	32
chr10	1414527	1414677	id-10325	8.21e-05	+	TACACTAGCAGCCCAATCCCCACCAGGGTGCAGTA	V_CTCF_BR	15
chr10	1421998	1422148	id-10326	9.81e-06	+	GCTGTGGAAATAGATCCAACCAGGAGATGCCGCTC	V_CTCF_BR	11
chr10	1429771	1429921	id-10327	7.15e-05	-	TTTAAATATTTCTTGCAGTTCACCAGAGGGAGCTC	V_CTCF_BR	5
chr10	1442531	1442681	id-10328	9.66e-05	-	CTTGCTTTGCTGGTTGCTGGGAGCAGTGAGAGGCC	Upstream_CTCF	1
chr10	1445797	1445947	id-10329	8.91e-07	-	GCTGCAGCTCTGAGAATGACAGCTAGGGGGTCTGC	Upstream_CTCF	13
chr10	1463170	1463320	id-10330	1.52e-07	+	TGTGTTTGTGCAACACTCGCCTCCAGGGGGAGCTC	V_CTCF_BR	35
chr10	1544344	1544494	id-10331	8.91e-07	-	GATGCAGCATCACAGAGCCCCGCTGGGGGCAGCAG	Upstream_CTCF	7
chr10	1573448	1573598	id-10332	4.14e-06	-	TGCCTCTCGCGAAGGGCTGCCTGGAGGAGGAGCCC	V_CTCF_BR	1
chr10	1623477	1623627	id-10333	1.04e-05	-	AGATGGTGACATTTCTCTACCAGCAGAGGCAGCAC	V_CTCF_BR	6
chr10	1671907	1672057	id-10334	5.72e-07	-	GTGCAAGGCTGTTGTGTAACCCCTAGAGGCCACAC	UpstreamP1_CTCF	1
chr10	1698206	1698356	id-10335	1	+	NA	NONE	0
chr10	1735537	1735687	id-10336	1	+	NA	NONE	1
chr10	1758038	1758188	id-10337	5.51e-07	+	AGGGCTGCAGGGAATGCTGCCTGCAGGTGGTGCTG	V_CTCF_BR	21
chr10	1779814	1779964	id-10338	3.16e-06	+	GTGAAGCTCCCAGGACCGGCGGCTGGAGGGAGGCT	UpstreamP1_CTCF	2
chr10	1797857	1798007	id-10339	1.84e-06	+	CAGACTTTGTCCCGTGTGGCCACAGGGGGTCGCTG	V_CTCF_BR	22
chr10	1819556	1819706	id-10340	1	+	NA	NONE	6
chr10	1935564	1935714	id-10341	1	+	NA	NONE	5
chr10	2004363	2004513	id-10342	1	+	NA	NONE	14
chr10	2123745	2123895	id-10343	4.3e-06	+	GTGTCACTTCCCCGCCTGGCCCCTGGAGGTCGTTC	Upstream_CTCF	13
chr10	2173234	2173384	id-10344	1.43e-05	+	TGTGGTACTTAGAGTTCCTCCAGCAGGTGTCAGCT	Upstream_CTCF	2
chr10	2179833	2179983	id-10345	5.38e-05	+	GCTGTCAACTCACAGATGGCAGACAGAGGGAGCTC	V_CTCF_BR	22
chr10	2546224	2546374	id-10346	1	+	NA	NONE	1
chr10	2563098	2563248	id-10347	8.5e-06	+	CTGGCAATTTTCAACCTGACCTCTAGGGAACTGCC	Upstream_CTCF	2
chr10	2620834	2620984	id-10348	9.25e-06	-	CAATTCCGTAACTGGTGGGTCTGCTGGGGGCGCCA	V_CTCF_BR	1
chr10	2658541	2658691	id-10349	5.68e-06	-	GCCCCACCAGCAGTGGTGGCCTCCAGGTGGCCCTA	V_CTCF_BR	8
chr10	2661791	2661941	id-10350	1.21e-06	+	ACAGGAATATGTTCCAGGACCACTAGGGGACGCCT	Upstream_CTCF	30
chr10	2670894	2671044	id-10351	1	+	NA	NONE	0
chr10	2881403	2881553	id-10352	1.38e-08	+	CATGGCTGGGTTATCTTGGCCACCAGAGGGCGACG	V_CTCF_BR	40
chr10	2942852	2943002	id-10353	7.12e-06	+	CAGCAGGTGTCAGGAGAGGTCTCCAGGGCGCCCCG	UpstreamP1_CTCF	3
chr10	2964598	2964748	id-10354	3.73e-06	-	TGGGCGATGCCCATTCCTGCCGGAAGAGGGTACTT	Upstream_CTCF	8
chr10	2970560	2970710	id-10355	4.23e-08	+	TGGAGAATCCAAGAGGCAACCAGCAGGGGGAGCCA	V_CTCF_BR	40
chr10	2981198	2981348	id-10356	3.81e-05	+	ATCTTGGAAAATGATATTTCCAGCAGAGGGAGTAA	V_CTCF_BR	29
chr10	3020413	3020563	id-10357	2.81e-06	-	TCTGTATTCAGCATTTCAGACACTAGAGGGAAGCG	Upstream_CTCF	39
chr10	3027913	3028063	id-10358	5.65e-05	+	AACCTTGCCTCTACCACCTCCTGAAGGTGTAACCC	V_CTCF_BR	6
chr10	3035141	3035291	id-10359	1	+	NA	NONE	30
chr10	3052662	3052812	id-10360	2.44e-07	-	CTTGCATGAGCTTCGGAGGCCACCAGGGGAAGGCA	Upstream_CTCF	9
chr10	3071841	3071991	id-10361	8.64e-05	-	TCTCCAATCCCAAGTGCCACCGCAGGGGTGTGCTG	Upstream_CTCF	9
chr10	3085851	3086001	id-10362	3.28e-05	-	TCTATGCGCCTGCTCGTCACCACAAGATGGCCCCA	V_CTCF_BR	40
chr10	3088084	3088234	id-10363	3.56e-06	-	ACTGGACTTCCTTGTATGGCCAGAAGAGGAGCTGG	Upstream_CTCF	32
chr10	3108676	3108826	id-10364	5.93e-06	-	GCTGGAAAGTCAGAGTGGGGCAGGAGGAGGCGCAA	Upstream_CTCF	3
chr10	3110697	3110847	id-10365	3.24e-06	+	CCTGCAATGTGGAAGCTGCTCTCTAGGAGGGGCCC	Upstream_CTCF	35
chr10	3111359	3111509	id-10366	3.81e-05	+	GTGCTCTGGCGTTAGCATTCCAGTAAAAGGACCCC	UpstreamP1_CTCF	23
chr10	3120549	3120699	id-10367	1.31e-05	+	AGGTTTCATCTTGCAGGGCCCAGCAGGAGGCAGCT	V_CTCF_BR	12
chr10	3122905	3123055	id-10368	5.7e-05	+	GCTGTTGTAATCCTTCTGGCCACAGTGTGGCTCAT	Upstream_CTCF	27
chr10	3133175	3133325	id-10369	5.3e-05	-	GAGCTCAAGCAGCGGCCAGACAGCAGAGGTCCCTC	UpstreamP1_CTCF	13
chr10	3162382	3162532	id-10370	3.47e-07	+	CACCTCTTCTTCTGTGTGGCCACCAGGGGGACGTA	UpstreamP1_CTCF	40
chr10	3174691	3174841	id-10371	8.33e-05	+	AGTGCACTACACACACTGAGCAGGTGCAGAAGACA	Upstream_CTCF	3
chr10	3204933	3205083	id-10372	1.41e-06	+	CTGCACACTCCTCTGCCGTCCCCTAGAGGGTGCCC	UpstreamP1_CTCF	37
chr10	3235152	3235302	id-10373	4.64e-09	+	GTGTTATGACAGGATGCTGCCACTAGGTGGCTGCC	UpstreamP1_CTCF	40
chr10	3239653	3239803	id-10374	1.39e-07	+	CGCTGCTTCCAGCCGAAGGCCACCGGAGGGCAGCA	V_CTCF_BR	40
chr10	3264291	3264441	id-10375	2.15e-05	+	TCAGATTCTACTTTAAGAAACAGCAGGAGGCGCCC	V_CTCF_BR	32
chr10	3264929	3265079	id-10376	6.21e-05	-	AGGAGGGCGGAGGACAGAGCCTGGAGGAGGAAATG	V_CTCF_BR	1
chr10	3274208	3274358	id-10377	9.41e-05	+	CTCTTCCCTGTATCTTACTCCAACAGGGGTCAGTG	V_CTCF_BR	27
chr10	3281918	3282068	id-10378	1.56e-06	+	TCGCACCGCGAGGGAACGGTCACTAGGTGTCGCCG	UpstreamP1_CTCF	38
chr10	3301846	3301996	id-10379	1	+	NA	NONE	1
chr10	3306065	3306215	id-10380	9.25e-06	+	TCGGTGCCAGGAAGATCAGGCTGCAGGGGGCGTTG	V_CTCF_BR	8
chr10	3306384	3306534	id-10381	5.9e-06	-	AAGCTGTTAGATGAGTGGGTCAGGAGGAGGCGGTG	UpstreamP1_CTCF	1
chr10	3329845	3329995	id-10382	1	+	NA	NONE	5
chr10	3330424	3330574	id-10383	1.93e-05	+	CTCCCCCGCGCCGCCCTGGCGTCCAGGTGGTGAGG	V_CTCF_BR	0
chr10	3337202	3337352	id-10384	1.24e-05	+	CAGGGGAATCACTTGATTCCCGCCAGGAGGCGGAG	V_CTCF_BR	9
chr10	3375033	3375183	id-10385	4.88e-05	+	CTGCTTAAGGTGAAGGGAGGCAGTAGAGGGGGCTG	UpstreamP1_CTCF	1
chr10	3436745	3436895	id-10386	3.81e-05	+	TGGGTGAGGAATTGGACAGACACTGGGTGGCAATC	V_CTCF_BR	11
chr10	3474387	3474537	id-10387	1	+	NA	NONE	11
chr10	3480301	3480451	id-10388	1.71e-06	+	AACATGGTTCCTTCTGGGGGCTCCAGGGGGAGCCC	V_CTCF_BR	1
chr10	3494609	3494759	id-10389	4.71e-06	+	CAGGGACTACTGCTTTCTCCCAGTAGGGGTTACCA	Upstream_CTCF	32
chr10	3497794	3497944	id-10390	1	+	NA	NONE	7
chr10	3509612	3509762	id-10391	1.06e-05	+	GGGGCAGGACATCTCCCAGACAGCTGGGGACACCC	Upstream_CTCF	31
chr10	3517697	3517847	id-10392	1	+	NA	NONE	5
chr10	3518557	3518707	id-10393	1.23e-05	+	CAGAAGGAAGCAGCTCCCGCCAGCAGGAGGGCCCT	UpstreamP1_CTCF	11
chr10	3519505	3519655	id-10394	1	+	NA	NONE	23
chr10	3526788	3526938	id-10395	1	+	NA	NONE	7
chr10	3528608	3528758	id-10396	6.51e-05	+	GCCTGCCATGACCAGTCTGGAAGAAGGTGGCAGAG	V_CTCF_BR	14
chr10	3537674	3537824	id-10397	2.37e-05	-	AGCGCAGTTGCCTTTCTGGCCTGAGGGTGTAAACT	Upstream_CTCF	6
chr10	3554583	3554733	id-10398	4.5e-06	-	ACGGACATATCCCATGTGTCCTGTGGGGGGCGCCT	Upstream_CTCF	33
chr10	3566788	3566938	id-10399	6.39e-05	+	TGAGTGTTTCCCTGGCTGGCCACATGGAGAAGACA	Upstream_CTCF	12
chr10	3574912	3575062	id-10400	7.91e-05	-	CAGCTATGCCAGCCACAGAGCCCTGGGGAGGACGG	UpstreamP1_CTCF	1
chr10	3664784	3664934	id-10401	1	+	NA	NONE	10
chr10	3710705	3710855	id-10402	3.11e-05	-	AGAGTTTCCCCCAGGGCAGATGCAAGGGGGCACTC	V_CTCF_BR	10
chr10	3714473	3714623	id-10403	8.19e-06	-	CTGCAGTGACCAGGCCAGAGCATCAGAGCAAACTC	UpstreamP1_CTCF	2
chr10	3724526	3724676	id-10404	4.88e-05	-	GGGACCAAAATGTTGCCGTCCACTGGAGGCAGCTG	V_CTCF_BR	10
chr10	3735341	3735491	id-10405	1	+	NA	NONE	2
chr10	3777404	3777554	id-10406	1.14e-06	+	CCGCAGTGGCATGGAGGTGACACTGGGAGGAGACA	UpstreamP1_CTCF	16
chr10	3823720	3823870	id-10407	4.7e-08	-	CGCGGGCCCCGGAGGGCGGCCGCTGGTGGGCGCCA	V_CTCF_BR	35
chr10	3824174	3824324	id-10408	3.03e-05	-	ACTGAAGATATCTTCCAGTCCTCCAGAGGACACTC	Upstream_CTCF	15
chr10	3828283	3828433	id-10409	1	+	NA	NONE	20
chr10	3881524	3881674	id-10410	1	+	NA	NONE	2
chr10	3930413	3930563	id-10411	4.41e-06	+	CCAAATCAGGAGATCCTTACCTGCAGGGGTCAGAC	V_CTCF_BR	14
chr10	3944377	3944527	id-10412	1	+	NA	NONE	3
chr10	3977324	3977474	id-10413	1	+	NA	NONE	21
chr10	3997739	3997889	id-10414	3.65e-05	+	GAGCAAGGTGAACGATTGGTCAGCAGGGGTGATCG	UpstreamP1_CTCF	3
chr10	4106011	4106161	id-10415	1	+	NA	NONE	0
chr10	4116328	4116478	id-10416	2.2e-06	+	TGTGTCAGTCCAGAAGCTGCCGCCAGAAGTCACAC	Upstream_CTCF	8
chr10	4125836	4125986	id-10417	1	+	NA	NONE	9
chr10	4191481	4191631	id-10418	1	+	NA	NONE	1
chr10	4193745	4193895	id-10419	2.43e-06	-	AGCCGCTGCCGCATCCGGTACTGCAGAGGGCGCCT	V_CTCF_BR	18
chr10	4216494	4216644	id-10420	2.18e-07	+	TCCCTCTCACTGGTTTCTGCCAACAGAGGGCGGCC	V_CTCF_BR	32
chr10	4226249	4226399	id-10421	6.64e-05	-	AGGGAAGGTTCATCTTCCACCACTGGGGAGGAACA	Upstream_CTCF	12
chr10	4247386	4247536	id-10422	1	+	NA	NONE	1
chr10	4277006	4277156	id-10423	1	+	NA	NONE	13
chr10	4309692	4309842	id-10424	1.48e-06	-	AGGATCCTTGGAAATGTTTCCAGCAGGTGGAGCAC	V_CTCF_BR	37
chr10	4358452	4358602	id-10425	1	+	NA	NONE	18
chr10	4384854	4385004	id-10426	3.36e-05	+	ATGCGATTCCACCCCGTACCCACTAGGGTGGCTAT	UpstreamP1_CTCF	8
chr10	4386264	4386414	id-10427	6.21e-05	+	TTCAGAGTCTGCACTTGTGACAGAAGGGGGCATCT	V_CTCF_BR	6
chr10	4386876	4387026	id-10428	4.34e-05	-	TGTGTAATGGCTCAGAGCTCCTCTGGATGGATCTT	Upstream_CTCF	29
chr10	4396996	4397146	id-10429	1	+	NA	NONE	8
chr10	4401319	4401469	id-10430	2.01e-05	+	GGTGCGATCACAAGCCAGGCCACAAGGGATCTTCC	Upstream_CTCF	7
chr10	4433979	4434129	id-10431	1.92e-06	+	AAGTTCTGCCTTTCTAACACCTCCGGGGGGCACTG	UpstreamP1_CTCF	23
chr10	4512426	4512576	id-10432	1	+	NA	NONE	7
chr10	4541346	4541496	id-10433	1	+	NA	NONE	11
chr10	4555136	4555286	id-10434	1.64e-06	+	ACAGCATTTCCTCAAGTGGGCGCCAGAGGAACTTG	Upstream_CTCF	39
chr10	4583479	4583629	id-10435	1.92e-05	-	CTGTAACTGCCCAGAGTAAGAGCTAGGAGGAGCCT	UpstreamP1_CTCF	28
chr10	4692928	4693078	id-10436	1.17e-05	-	TGTTAAAAGTTCTGTCATGCCACGAGATGGAGCAA	V_CTCF_BR	16
chr10	4698893	4699043	id-10437	9.51e-07	-	GGACAGTTACTGAAGATAGACAGTAGGGGGCGGAA	V_CTCF_BR	40
chr10	4750708	4750858	id-10438	1.9e-06	+	AGTGCAGGCTGTTACTGGGACGCTAGGGGGCGACT	Upstream_CTCF	38
chr10	4775490	4775640	id-10439	2.28e-05	-	TTTTCTCCACCCATCTCATCCTCCAGGGGCTGGTC	Upstream_CTCF	4
chr10	4806444	4806594	id-10440	2.53e-05	-	AGGAGAGAGACATTCATATCCAGAAGAGGGAGTCG	V_CTCF_BR	21
chr10	4809355	4809505	id-10441	1.19e-06	-	TCAGACAGCCTCAGGACTACCAGCAGATGGTGCAA	V_CTCF_BR	40
chr10	4813484	4813634	id-10442	1.32e-05	-	TTTGTTTTATTTTCTGCTTCCTGTAGATGGAGCTA	Upstream_CTCF	33
chr10	4826984	4827134	id-10443	1.48e-06	+	TGTGCTTTTTCTTTATCTACCACAAGGAGGAAGAT	Upstream_CTCF	14
chr10	4857564	4857714	id-10444	7.27e-11	+	TCTGCATTTTGAGCAATGGCCACCAGAGGGCAGGA	Upstream_CTCF	40
chr10	4858182	4858332	id-10445	1	+	NA	NONE	37
chr10	4881668	4881818	id-10446	2.96e-05	-	CAGAGCAATCTCCAAGAGGCCAGCAGGTGTCATGG	V_CTCF_BR	17
chr10	4891947	4892097	id-10447	2.17e-09	+	GAAAACTGAGTGAAGCTGGCCACCAGGTGGCGCTG	V_CTCF_BR	40
chr10	4951457	4951607	id-10448	2.2e-06	+	CAGGAAGTTCATGGCCTGTGCAGCAGGAGGAGCCT	Upstream_CTCF	8
chr10	4985173	4985323	id-10449	5.72e-07	-	CTGCTATGCCATCGCCCAGCCAAAGGAGGGCTGCC	UpstreamP1_CTCF	24
chr10	5023891	5024041	id-10450	2.68e-05	-	CATGCACTTCCAGCTCTCCCCTGTGGATTCTGCTC	Upstream_CTCF	3
chr10	5024389	5024539	id-10451	9.71e-06	-	CTTGTTAAGCCACAAACATCCACTAGATGGCTTTA	Upstream_CTCF	39
chr10	5027322	5027472	id-10452	1.84e-05	-	GTGCATTGCAGACATGAGCGCAGAAGCTGGGTGTC	UpstreamP1_CTCF	13
chr10	5057292	5057442	id-10453	9.84e-06	+	TACTAGTTCCTTTGGTTGCCCAGTAGGTGTCAACA	UpstreamP1_CTCF	34
chr10	5061203	5061353	id-10454	5.72e-07	+	CTGCTATGCCATCGCCCAGCCAAAGGAGGGCTGCC	UpstreamP1_CTCF	26
chr10	5082540	5082690	id-10455	5.92e-05	+	GTTTTTGGAATCCCTTTGTCCTGTAGGTGTCTCTC	V_CTCF_BR	1
chr10	5132170	5132320	id-10456	6.67e-08	+	GCGCAGTTCAATTCACAGGCCAGTAGAGGGTACTT	UpstreamP1_CTCF	39
chr10	5136942	5137092	id-10457	5.72e-07	-	CTCCTATTGCAATTAATCTCCACCAGAGGGAGATG	UpstreamP1_CTCF	39
chr10	5137949	5138099	id-10458	1	+	NA	NONE	4
chr10	5241512	5241662	id-10459	3.31e-06	-	CAGCGTCATTCTGCTTCTGCCAGTAGGTGGCCCGC	UpstreamP1_CTCF	20
chr10	5252328	5252478	id-10460	3.88e-06	+	TGGCCCTTTTCTCAGAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	30
chr10	5294296	5294446	id-10461	1	+	NA	NONE	12
chr10	5294707	5294857	id-10462	5.01e-06	-	CAGGAGGCCAGCATGGTGGCCACAGGGGGGAGTTC	V_CTCF_BR	3
chr10	5303665	5303815	id-10463	5.08e-07	-	TGCCTGTGATACACCAGGGACACCAGGGGGCAGCT	V_CTCF_BR	6
chr10	5325574	5325724	id-10464	2.18e-07	-	GAGGTATGTTCTGCTGCAGACACCAGGTGGCACTG	V_CTCF_BR	40
chr10	5333704	5333854	id-10465	2.47e-05	-	TGTGCTGTGTCATCCCATGGCAGAAGGCAGGGGGC	Upstream_CTCF	13
chr10	5336185	5336335	id-10466	2.04e-05	+	AGAGAGGGCAGCACCCAGGGCAGAAGAGGCCGCTC	V_CTCF_BR	40
chr10	5347438	5347588	id-10467	2.47e-05	-	GATGTAATATCAGAGCCAGGCGTTAGACGGCAGCA	Upstream_CTCF	17
chr10	5385667	5385817	id-10468	1	+	NA	NONE	28
chr10	5404557	5404707	id-10469	1	+	NA	NONE	0
chr10	5407231	5407381	id-10470	3.63e-05	+	GAGATGAGAGCTGCTAGCGCCCCTGGGTGGAAGCC	V_CTCF_BR	8
chr10	5426093	5426243	id-10471	1.62e-08	-	GTGTTGTTTCTCTGTTCAGCCACTGGAGGGCACTA	UpstreamP1_CTCF	39
chr10	5476088	5476238	id-10472	3.45e-05	-	AAATCACCTTGTGAACACAACACAAGAGGGAGCTC	V_CTCF_BR	40
chr10	5480766	5480916	id-10473	2.01e-05	-	CATGAAGGTTCAGTGTGCTCCAGCAGCAGGGGCGC	Upstream_CTCF	0
chr10	5484141	5484291	id-10474	9.39e-07	+	ATTGCATTTCACAATATCTCGTGTAGAGGGCAGCA	Upstream_CTCF	38
chr10	5491893	5492043	id-10475	1	+	NA	NONE	31
chr10	5504961	5505111	id-10476	1	+	NA	NONE	7
chr10	5506598	5506748	id-10477	5.72e-07	-	CTGTTGTTCCACATCCTTGCCAGCAGCTGATGTTG	UpstreamP1_CTCF	12
chr10	5546645	5546795	id-10478	9.84e-05	+	GCGACAACAACCTGAAGTCACGCCAGGGGGTTCCC	V_CTCF_BR	1
chr10	5564984	5565134	id-10479	9.26e-05	-	GCCCAGGTTACAGCTCTGTCCACAGGGGGCTGCGC	UpstreamP1_CTCF	1
chr10	5576468	5576618	id-10480	9.51e-07	-	CCCAGCCTGGCCGACGGGTCCTGCGGGTGGCGCAA	V_CTCF_BR	2
chr10	5579297	5579447	id-10481	3.81e-05	-	GAACACAGACCCGAGGCAGCCTCTAGGGTGCAGCA	V_CTCF_BR	10
chr10	5593915	5594065	id-10482	1	+	NA	NONE	2
chr10	5602878	5603028	id-10483	9.62e-05	+	GTGCGTTTGGGGGCACCTGCTGGTATATGGCAGTG	UpstreamP1_CTCF	1
chr10	5609831	5609981	id-10484	1	+	NA	NONE	1
chr10	5624842	5624992	id-10485	1.04e-06	-	GCTGCCATATCCTGGGGAGCCAGAGGGGGGCATTT	Upstream_CTCF	28
chr10	5625969	5626119	id-10486	9.41e-05	-	AACAGTGGAGGCGCAGGCGCAGGCTGGGGGCTGGG	V_CTCF_BR	4
chr10	5627251	5627401	id-10487	2.29e-05	-	CTGGGTCCCCACGGACCAGCCAGCAGAGGGACAGC	UpstreamP1_CTCF	19
chr10	5632202	5632352	id-10488	1.31e-05	-	ATGAGACTGCTTAAATCAGCCACAAGGGGCCTGCC	V_CTCF_BR	39
chr10	5638909	5639059	id-10489	3.63e-06	-	ATGACGGGTGTGAGCTGGAGCAGCAGTGGGCAGGG	V_CTCF_BR	5
chr10	5648956	5649106	id-10490	3.88e-07	-	CTGTACCTCCCGGGGTTCCCCAGTTGATGGCATCC	UpstreamP1_CTCF	9
chr10	5665214	5665364	id-10491	2.18e-07	-	CCTGGTGTTTAGCGTTTGGCCACACGGGGGCACGA	Upstream_CTCF	40
chr10	5670637	5670787	id-10492	1	+	NA	NONE	7
chr10	5671949	5672099	id-10493	9.14e-09	+	TCTGCAGTGCACAGCCTGGGCAGCTGGAGGCAGCA	Upstream_CTCF	40
chr10	5705952	5706102	id-10494	1	+	NA	NONE	17
chr10	5708578	5708728	id-10495	2.91e-05	-	ACAGCGCCTCCGGGAACCTCGCCAAGGCGGCGGGA	Upstream_CTCF	13
chr10	5721667	5721817	id-10496	1	+	NA	NONE	24
chr10	5727601	5727751	id-10497	1.37e-05	+	CGAGCAACACAGAAGTTTGTCTGAAGGCGGCGCCA	Upstream_CTCF	40
chr10	5727955	5728105	id-10498	1	+	NA	NONE	19
chr10	5757874	5758024	id-10499	4.21e-05	-	GGTGTGTAGTAGGCTATGCCCTCTAGGTGTCTCTA	V_CTCF_BR	8
chr10	5779480	5779630	id-10500	3.73e-06	+	CCTGCAGCTAGATTTATCCCCACAGGGAGGCGTTT	Upstream_CTCF	20
chr10	5785816	5785966	id-10501	5.96e-07	+	GTGTGCTATCGCACTCCCTCCACCAGTTGGCACAC	V_CTCF_BR	4
chr10	5791423	5791573	id-10502	3.63e-05	-	TCTGACTCCACAACTGTTACCAGAAGGGGGCTTCT	V_CTCF_BR	3
chr10	5806564	5806714	id-10503	1	+	NA	NONE	13
chr10	5818139	5818289	id-10504	1	+	NA	NONE	31
chr10	5855216	5855366	id-10505	1	+	NA	NONE	5
chr10	5905081	5905231	id-10506	5.41e-06	+	CATGCAGATCCCACAGGAGAGGGAAGGGGGAGCTG	Upstream_CTCF	9
chr10	5915524	5915674	id-10507	1.39e-07	-	AGGACGTTGCTAGAATCCACCAGCAGGTGGCAGAC	V_CTCF_BR	40
chr10	5931173	5931323	id-10508	9.25e-06	-	AGGAGGGCCGGCTGCGCGCCCTGAAGGAGGAGCTG	V_CTCF_BR	23
chr10	5932134	5932284	id-10509	1	+	NA	NONE	13
chr10	5984432	5984582	id-10510	8.21e-06	+	ACTGGGAAGCTCCACGCGGCCTCCAGGGTGCACCA	V_CTCF_BR	1
chr10	5985387	5985537	id-10511	1.47e-05	-	CTGATTAAAGTGTTACCTGTCACCAGGTGTCGCCA	V_CTCF_BR	1
chr10	5987566	5987716	id-10512	5.92e-05	+	ACCTTCATGGTGAGGGCGTCCACCAGGAGGGAGTG	Upstream_CTCF	4
chr10	5991451	5991601	id-10513	3.22e-07	+	TGTGCTGTGAAATTCCAAGCCAGGAGGTGGCAGCC	Upstream_CTCF	40
chr10	6001670	6001820	id-10514	1	+	NA	NONE	2
chr10	6005194	6005344	id-10515	8.81e-07	-	CAATTCCCTCGTCCCCTAGCCAGCAGGGGCAGCAC	V_CTCF_BR	8
chr10	6020002	6020152	id-10516	2.14e-10	-	GCGCCGGGGGCCGCGGGAGCCAGCAGGTGGCGGGG	V_CTCF_BR	25
chr10	6027763	6027913	id-10517	7.17e-05	+	GCTGCAGCCAACCTGGAGACCTCAAGGCAGTGAGA	Upstream_CTCF	0
chr10	6041510	6041660	id-10518	3.55e-08	+	CTGCAGGTGCTGAGGATTCCCAGTGGGTGGCACCT	UpstreamP1_CTCF	1
chr10	6056230	6056380	id-10519	8.61e-08	+	AAATGCAGCATTTCTGTTGCCACAAGAGGGCACCA	V_CTCF_BR	40
chr10	6092885	6093035	id-10520	1.39e-05	-	TCTCCAGACATCTGTCTGACGCCCAGGTGGCGCTG	V_CTCF_BR	32
chr10	6128470	6128620	id-10521	5.96e-07	+	ACCGATGTTTGCTCTGCAGCCCCGAGGGGGCGCTC	V_CTCF_BR	40
chr10	6130759	6130909	id-10522	6.39e-05	+	TGTGGAATTTCGAAAATGTGCGCCAGGGCGACACC	Upstream_CTCF	39
chr10	6133647	6133797	id-10523	1	+	NA	NONE	11
chr10	6150999	6151149	id-10524	2.47e-07	+	CTGTTATATTCATGATCCTCCACAAGGTGGCAATG	UpstreamP1_CTCF	40
chr10	6156774	6156924	id-10525	1	+	NA	NONE	16
chr10	6178871	6179021	id-10526	1.31e-05	-	CAAACTCAGGACGCTAGATCCGCATGGGGGCACCG	V_CTCF_BR	18
chr10	6179123	6179273	id-10527	1	+	NA	NONE	9
chr10	6186609	6186759	id-10528	4.17e-05	+	GCTGCGGGCCGCCCCTGCGGGACCGGGGGGATCTG	Upstream_CTCF	0
chr10	6193481	6193631	id-10529	4.23e-06	-	GAGGACTTCCAGAATCTGATCGCCAGGGGTCAGTA	UpstreamP1_CTCF	39
chr10	6215238	6215388	id-10530	8.61e-08	+	GGCAGTGGTGTGCTTTCAGCCTGGAGGGGGCGCTC	V_CTCF_BR	36
chr10	6233227	6233377	id-10531	1	+	NA	NONE	4
chr10	6243631	6243781	id-10532	1	+	NA	NONE	20
chr10	6244668	6244818	id-10533	2.2e-09	+	GGTGCACCGCCGTCGCCGGCCCGCAGGGGGAGCTC	Upstream_CTCF	40
chr10	6245419	6245569	id-10534	1	+	NA	NONE	38
chr10	6298470	6298620	id-10535	1.24e-05	+	AGCCACCACACCTCTCTTTCCACAAGGTGGCTGTT	V_CTCF_BR	4
chr10	6316949	6317099	id-10536	5.52e-05	+	TTCCTGGACTGGGTGGTGTCCACTAGGGGACTTTT	UpstreamP1_CTCF	31
chr10	6323284	6323434	id-10537	2.15e-05	-	ACAGTCTGGGCTTCACTTGCAGCTAGATGGAGCCG	V_CTCF_BR	20
chr10	6337696	6337846	id-10538	1	+	NA	NONE	2
chr10	6341212	6341362	id-10539	2.91e-05	-	CCTGTAAATCCTAGTCAGGTCTGTAGGTGCCTGGG	Upstream_CTCF	5
chr10	6436860	6437010	id-10540	5.92e-05	+	GTGGGTTCACCTTGCCCGCCGCCTAGAGGGAGCCG	V_CTCF_BR	0
chr10	6443883	6444033	id-10541	1.04e-05	-	GCACTATTTTGGACTTGAGTCACTAGAGGGAGGCA	V_CTCF_BR	40
chr10	6448323	6448473	id-10542	2.73e-07	-	TCTGCAATCACAATTTTAGCCACTGGGGAGCGACT	Upstream_CTCF	39
chr10	6450882	6451032	id-10543	6.8e-06	+	GTTGCAGTTTACACTTTGATCAGCAGGGGATTCAT	Upstream_CTCF	36
chr10	6458960	6459110	id-10544	1.63e-05	+	AAGGAAATACAAGTTTGGGACACTAGAGGTCTCCA	Upstream_CTCF	40
chr10	6487762	6487912	id-10545	1	+	NA	NONE	40
chr10	6507251	6507401	id-10546	9.29e-06	-	GCCCTACTTCTGACTGTGGCCACTCGAGGGCCCCA	Upstream_CTCF	1
chr10	6515466	6515616	id-10547	1	+	NA	NONE	2
chr10	6520807	6520957	id-10548	1.5e-05	+	GAGGCAATGACTCGTGTCTCCTAATGAGGGCGCCA	Upstream_CTCF	7
chr10	6525686	6525836	id-10549	1	+	NA	NONE	9
chr10	6558373	6558523	id-10550	1	+	NA	NONE	3
chr10	6579803	6579953	id-10551	4.88e-05	-	CCCGGTGAGGAAGCGCTAAACTGCAGAGGCCTCGG	V_CTCF_BR	2
chr10	6621908	6622058	id-10552	1	+	NA	NONE	23
chr10	6622258	6622408	id-10553	1.74e-08	+	TGCGCCTAGAAGGCGGTGCCCGCCAGGGGGCGCTC	V_CTCF_BR	39
chr10	6666883	6667033	id-10554	3.97e-07	-	CCGCCAGAGCTTGCAGCACCCGCCAGCTGGCGCCA	V_CTCF_BR	1
chr10	6690008	6690158	id-10555	1.91e-08	-	GGTGTAGTCCCCACTTCTACCACTAGGGACCACTC	Upstream_CTCF	40
chr10	6709759	6709909	id-10556	7.55e-07	-	ATTTACAAATTGCACAGGGCCAGGAGGGGGAGCTA	V_CTCF_BR	40
chr10	6711351	6711501	id-10557	9.78e-07	+	TTGTCATTACCGGTCTCTGACACAAGAGGGAAGCA	UpstreamP1_CTCF	40
chr10	6720272	6720422	id-10558	8.16e-07	-	TGAGAGTGTGGTAATGGAGCCAGAAGGGGGCGCAT	V_CTCF_BR	40
chr10	6721038	6721188	id-10559	7.55e-07	-	CAGATGGCACTTTAAGTGGCCAGGAGATGGTGCCA	V_CTCF_BR	5
chr10	6742226	6742376	id-10560	1	+	NA	NONE	8
chr10	6743419	6743569	id-10561	8.46e-07	+	CCTGCTATTATCATCCGCACCTGCAGATGGGGTCG	Upstream_CTCF	31
chr10	6763475	6763625	id-10562	1	+	NA	NONE	32
chr10	6828545	6828695	id-10563	1	+	NA	NONE	35
chr10	6873654	6873804	id-10564	2.62e-07	+	ATGTAATTCACTACCCTGTCTACTAGGTGGTGCCG	UpstreamP1_CTCF	6
chr10	6880246	6880396	id-10565	2.94e-06	+	GCTGTCATTTTAAAACTGTCCTTCAGGTGGTGCCA	Upstream_CTCF	31
chr10	6885435	6885585	id-10566	9.81e-06	+	AAGGCCAAGACCACCTTCGCCAGATGGAGGCAGCA	V_CTCF_BR	19
chr10	6920020	6920170	id-10567	1.47e-05	+	CTCTTCCCTCCTCTTTCTTCCTCCGGGTGGCAGGA	V_CTCF_BR	7
chr10	6960411	6960561	id-10568	3.4e-06	+	TGATGAAGTAGGAGGAAAACCAGCAGGGGGTGCTG	V_CTCF_BR	39
chr10	6962068	6962218	id-10569	1.03e-05	+	GCGCAGATGCTGACAGACGCCCATAGATGGCAGCA	UpstreamP1_CTCF	40
chr10	7020169	7020319	id-10570	4.01e-05	-	CATCCCTGCCCTCTCAGAAACGAGAGGGGGCAGCA	V_CTCF_BR	3
chr10	7074084	7074234	id-10571	7.46e-06	+	GTGCAGTACCACCACACAGCCGCTAGGATGGCTAC	UpstreamP1_CTCF	39
chr10	7096978	7097128	id-10572	1.72e-06	+	CCTGCAGTTCAGATGAGGCCCATGAGGTAGTGCTC	Upstream_CTCF	36
chr10	7127947	7128097	id-10573	2.81e-06	-	GCTTCAGTTTCTGGTTCTAGCCACAGGGGGAGAAA	Upstream_CTCF	21
chr10	7153925	7154075	id-10574	6.49e-06	+	CTTCTATGTGCCCCCTTGCCAGCAAGGTGGCAGCA	UpstreamP1_CTCF	9
chr10	7156142	7156292	id-10575	1	+	NA	NONE	3
chr10	7163293	7163443	id-10576	6.46e-07	+	GGGGTCTTCTCACCCGACACCTCTAGAGGGCAGCA	V_CTCF_BR	40
chr10	7261072	7261222	id-10577	1.24e-05	+	TCCAAGAGCAGTTCACCCAACTCTAGGTGGAGCTG	V_CTCF_BR	17
chr10	7302456	7302606	id-10578	5.48e-05	+	AAACCTATTCCAGAAACTACCAGCAGATGTCCTCA	Upstream_CTCF	39
chr10	7309102	7309252	id-10579	8.16e-07	+	TGGGTGCTGTGTGACGCCTCCAGGAGGGGGCTCTG	V_CTCF_BR	1
chr10	7338777	7338927	id-10580	2.15e-05	+	CCCCTGAGCAAGAGGGAATCCTCCAGCAGGCGGCC	V_CTCF_BR	1
chr10	7343500	7343650	id-10581	1.41e-06	-	ATTGCAGTCTCTGGTTTGTCCTGTGGAGGCAGCGG	Upstream_CTCF	24
chr10	7450563	7450713	id-10582	2.04e-05	-	TTAGCCGGGAACAGGGTTCCCGACAGGGGTCGCCC	V_CTCF_BR	34
chr10	7451092	7451242	id-10583	4.88e-05	-	ACGCCAGCCGGATTTCGTGTGTGCAGGGGGCGCGC	V_CTCF_BR	11
chr10	7452882	7453032	id-10584	6.37e-07	-	CTGTAGTGGGAGCCGGAGGACCGGAGCGGGCGCGC	UpstreamP1_CTCF	32
chr10	7459152	7459302	id-10585	1.28e-06	-	AGCAAGTCAATGTCTGTTTCCAGTAGATGGCACTG	V_CTCF_BR	38
chr10	7561514	7561664	id-10586	1.21e-05	-	CCTGCAGTATTCAGTACGGCCACATGCTGTATAGA	Upstream_CTCF	4
chr10	7567486	7567636	id-10587	4.41e-06	+	GGGGGACTATGACAATAACCCAGTAGATGGCGCTC	V_CTCF_BR	40
chr10	7568139	7568289	id-10588	9.39e-07	+	GGTGTCCTGGCAGCGGTGGCCGCCAAGGGGCGGTC	Upstream_CTCF	6
chr10	7571708	7571858	id-10589	1.71e-06	+	CAGTGCCAATGCCGATCTGACAGGAGGGGGAGCTC	V_CTCF_BR	31
chr10	7577566	7577716	id-10590	1	+	NA	NONE	0
chr10	7583907	7584057	id-10591	2.93e-07	-	CTGCAGGTGGAGTTTGCAGCCAGCAGGAGGATTCC	UpstreamP1_CTCF	8
chr10	7594067	7594217	id-10592	8.02e-05	+	GCTGTAACCCTAGCAGGCCCCGCCAAAGAGGGGCG	Upstream_CTCF	2
chr10	7598963	7599113	id-10593	1	+	NA	NONE	3
chr10	7648031	7648181	id-10594	1	+	NA	NONE	4
chr10	7665023	7665173	id-10595	9.25e-06	+	AAGAGCCCCATGCTCACAGCCACGGGCTGGAAGCG	V_CTCF_BR	15
chr10	7729339	7729489	id-10596	1.64e-06	-	GTGAGGTGCTCGCCTGTTTCCAGCTGATGGAAGTG	UpstreamP1_CTCF	40
chr10	7798477	7798627	id-10597	3.63e-06	+	GACATGGCAACTGGAGATGCCACTTGAGGGCAGTA	V_CTCF_BR	39
chr10	7855597	7855747	id-10598	2.73e-07	+	TATGCAAGTCTTAAAACTTCCACCAGGGGTGAACA	Upstream_CTCF	22
chr10	7861177	7861327	id-10599	1.21e-05	-	CCAGTCTTGTAAGAAACGGCCGGTAGACGGAGCGC	Upstream_CTCF	39
chr10	7869037	7869187	id-10600	5.38e-05	+	AGTGTGCACACATAGAAGGCCTGAAGGGGCAGCAG	V_CTCF_BR	29
chr10	7914064	7914214	id-10601	4.3e-08	+	CTGCAAAGTTTCCAGTTTACCAGTAGAGGGCACTG	UpstreamP1_CTCF	38
chr10	8085569	8085719	id-10602	7.54e-08	-	CTGTGCCTCCCGCCTTCCGCCACCAAGTGGCAGAG	UpstreamP1_CTCF	20
chr10	8095383	8095533	id-10603	1.08e-05	+	ATGCAGTGGCTCAAAGGACCGAGCGGGCGGTGCAG	UpstreamP1_CTCF	40
chr10	8098885	8099035	id-10604	6.82e-05	+	CACGGATGACATAGCCCCTCCGGCAGCAGGCGTCC	V_CTCF_BR	7
chr10	8122514	8122664	id-10605	6.8e-06	-	CAAGCTTCCCCCAACCCCGCCCCTAGAGGCCATCA	Upstream_CTCF	3
chr10	8267375	8267525	id-10606	3.09e-05	+	TGTCTTTTGCAGCTTGTGGCCAGCAGAGGAGAGAG	UpstreamP1_CTCF	2
chr10	8365481	8365631	id-10607	1.93e-05	+	AGTGCAGTAGCTTGTGTGGCCAGCAGTTCCTGGTG	Upstream_CTCF	2
chr10	8408093	8408243	id-10608	1.06e-05	+	GCTGCAGCCCCTTCCAGCTGCAGTAGAGGCGTGAT	Upstream_CTCF	13
chr10	8446061	8446211	id-10609	1.26e-07	+	CTGGTGAGACCTTCAGGAGCCTGCAGGGGGCAGGA	V_CTCF_BR	18
chr10	8477162	8477312	id-10610	1	+	NA	NONE	6
chr10	8486720	8486870	id-10611	1	+	NA	NONE	17
chr10	8488620	8488770	id-10612	5.08e-07	+	ATGGTCACTAAGTCCACAACCTCAAGGGGGCGCTC	V_CTCF_BR	26
chr10	8515313	8515463	id-10613	1	+	NA	NONE	13
chr10	8555852	8556002	id-10614	3.4e-06	+	CCTCGCCCTCCAGCAGCTTCCTGTAGGTGGCGATC	V_CTCF_BR	6
chr10	8562470	8562620	id-10615	7.73e-05	+	ATAGTTATACCCCTGCCCTCCAATAGGGGAGCTAA	Upstream_CTCF	20
chr10	8578732	8578882	id-10616	1	+	NA	NONE	1
chr10	8915415	8915565	id-10617	6.82e-05	-	GGGAAGATTCTCCAACATTCCACATGATGGCAGAA	V_CTCF_BR	13
chr10	8949807	8949957	id-10618	1	+	NA	NONE	1
chr10	8950102	8950252	id-10619	1.71e-06	+	GAAACAACACACACTGGGGCCTGTTGGGGGCGCAG	V_CTCF_BR	6
chr10	8953453	8953603	id-10620	1	+	NA	NONE	3
chr10	9117497	9117647	id-10621	4.88e-05	-	GCTAGCATGATGAGTTAATGCACTAGATGGCACTC	V_CTCF_BR	9
chr10	9251274	9251424	id-10622	2.55e-09	-	CATGCAATACCGGATGTCGCCACTGGATGGCAATG	Upstream_CTCF	40
chr10	9253315	9253465	id-10623	9.84e-06	-	CTGCACTGCAAAATTCCAACCTATAGTTGTCAGCA	UpstreamP1_CTCF	39
chr10	9304192	9304342	id-10624	3.63e-05	-	AAACCAAACCTAAACCCATCCAGCAGGGGGAAAAT	V_CTCF_BR	6
chr10	9343226	9343376	id-10625	1.28e-06	-	AATGTAGTATTTTGGGAGGCCACTGGATGTCAGAC	Upstream_CTCF	34
chr10	9344246	9344396	id-10626	4.43e-05	-	AAATTCATAATCACTTCATCCACAAGATGTCACTG	V_CTCF_BR	36
chr10	9347132	9347282	id-10627	8.71e-06	-	AGGGAATTAACCTGAATTGCCAGTAGAGGTCTCTG	V_CTCF_BR	39
chr10	9353785	9353935	id-10628	1.39e-05	+	GAAGTTAGGTTTCTTACTGTCAGTAGAGGGAGCTG	V_CTCF_BR	37
chr10	9357011	9357161	id-10629	4.1e-06	-	TTGGCACTTCTCTCTCCTGCCACCATGTGGAAAAG	Upstream_CTCF	13
chr10	9373617	9373767	id-10630	3e-08	+	AGAGCAGTCACCTTTACTACCACTAGATGGCAGTC	Upstream_CTCF	40
chr10	9384936	9385086	id-10631	7.15e-05	+	AAAGGCTATCACATAGCAACCAGCAGAGAGCAGTA	V_CTCF_BR	39
chr10	9444147	9444297	id-10632	4.31e-09	+	CTGTTATGCCCGGACAGGGCCACCAGAGGGATCCT	UpstreamP1_CTCF	18
chr10	9469307	9469457	id-10633	1	+	NA	NONE	7
chr10	9650687	9650837	id-10634	1	+	NA	NONE	30
chr10	9723738	9723888	id-10635	3.88e-06	-	AGGCCCTCTTCTCATAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	27
chr10	9808852	9809002	id-10636	3.36e-07	+	GTTAGGGACTAGGGTATGCCCACCAGAGGGCTCTC	V_CTCF_BR	21
chr10	9895505	9895655	id-10637	2.47e-05	-	GTTGAAAATCTGCTATGTACCAGCTGATGGAGACA	Upstream_CTCF	9
chr10	9906503	9906653	id-10638	5.65e-05	-	AGAAAAGGAGAAAAATTGAGCTCTTGGGGGCACTG	V_CTCF_BR	2
chr10	9910489	9910639	id-10639	1.17e-05	-	TAGACCAACTCCTGCATTGCCAGCAGGAGGAGATG	V_CTCF_BR	8
chr10	10034709	10034859	id-10640	1.29e-05	+	AAGCAATTCATCGTTCTTGGCTGAGGGGGTCGCCA	UpstreamP1_CTCF	6
chr10	10042942	10043092	id-10641	1.41e-05	+	CTGCTGTGCATGTGGCTGACCACCAGGGTATTTCT	UpstreamP1_CTCF	10
chr10	10099083	10099233	id-10642	1	+	NA	NONE	14
chr10	10234228	10234378	id-10643	1.59e-06	-	TATCATTAAGGGTACACTGCCTGAAGGGGGCGGGG	V_CTCF_BR	0
chr10	10275336	10275486	id-10644	6.48e-05	+	CTAAAGTTTTAACAATCTGTCACCAGGTGGTGACA	UpstreamP1_CTCF	9
chr10	10358071	10358221	id-10645	6.51e-07	-	CATGCTATTCCCATCTCTACCTGAAGGTGGGATTC	Upstream_CTCF	7
chr10	10539354	10539504	id-10646	1.21e-05	-	TGTGTAGTGCCTTTCTCTTCCACTAGGCTGTGAAT	Upstream_CTCF	13
chr10	10586080	10586230	id-10647	1.64e-06	-	TTTGCTTCTCTGTTTGTGCCCACCTGGTGGCCCAA	Upstream_CTCF	2
chr10	10719557	10719707	id-10648	1.31e-05	-	CACAGTTGTAGAGAACAAACCACTGGGTGGCACTA	V_CTCF_BR	36
chr10	10840126	10840276	id-10649	1	+	NA	NONE	5
chr10	10931154	10931304	id-10650	1	+	NA	NONE	12
chr10	10944008	10944158	id-10651	7.6e-05	-	GTGCTATTTTACATTCCTACCAGCAGTGTCTGAGA	UpstreamP1_CTCF	11
chr10	10945711	10945861	id-10652	1	+	NA	NONE	11
chr10	10973443	10973593	id-10653	5.96e-07	-	CCCAATGATGAATTAGGGGCCACCAGGTGTCACTA	V_CTCF_BR	23
chr10	11047000	11047150	id-10654	1	+	NA	NONE	9
chr10	11078514	11078664	id-10655	4.41e-06	-	GCTAAAAGGGATCAATACACCACCAGGTGGCAACC	V_CTCF_BR	40
chr10	11087867	11088017	id-10656	5.26e-07	+	TCTGCTCTTTTCACTGAAGCCTCTAGGGGTAGAGG	Upstream_CTCF	5
chr10	11137417	11137567	id-10657	8.03e-07	+	GATGTTTTTAAATCCACGACCTGCAGGGGGAGGGC	Upstream_CTCF	7
chr10	11146797	11146947	id-10658	9.29e-06	-	CCTGCAGCTCAGTTTTCACACTCAAGAGGTCACCT	Upstream_CTCF	2
chr10	11147471	11147621	id-10659	7.61e-08	+	TTTGCATTTTTTCAATTGCCCACCAGAGGTGGCCA	Upstream_CTCF	7
chr10	11155249	11155399	id-10660	6.82e-05	+	ATTAATGTAATTATTACCACCACTAGATGGTGCAT	V_CTCF_BR	22
chr10	11183102	11183252	id-10661	1	+	NA	NONE	2
chr10	11184932	11185082	id-10662	9.25e-06	-	ACGAGGGGAGTGAGTCCCCCCAGTGGAGGGAGGAC	V_CTCF_BR	5
chr10	11189804	11189954	id-10663	8.19e-06	+	AGGCAAGATTTCCTTCCTCCCAGCAGGAGGCATGG	UpstreamP1_CTCF	4
chr10	11208148	11208298	id-10664	6.8e-06	-	GTGTCCTAACTATGTCAGGCCACTAGGGTGCTGCT	UpstreamP1_CTCF	39
chr10	11217513	11217663	id-10665	1.15e-06	+	GCAGCTCACCCAGCAGTCCCCAGGAGGGGGCCTCC	Upstream_CTCF	1
chr10	11220198	11220348	id-10666	4.14e-06	+	TACACAGGCCACCATACAGCTGCCAGGTGGCGCTG	V_CTCF_BR	8
chr10	11284437	11284587	id-10667	3.63e-06	-	GCTCTGCCAACAGCTGTCACCACCTGGTGCCGCCG	V_CTCF_BR	1
chr10	11302244	11302394	id-10668	1	+	NA	NONE	16
chr10	11312666	11312816	id-10669	5.89e-08	+	ATGCAGCAGCTCAACACTGCCACCTGGGGGAACCT	UpstreamP1_CTCF	40
chr10	11322323	11322473	id-10670	1	+	NA	NONE	1
chr10	11327272	11327422	id-10671	3.09e-05	-	CTGCTGCCGCCTGGAAAGTCCAGGGGGAGTGGCTG	UpstreamP1_CTCF	29
chr10	11361274	11361424	id-10672	1.15e-07	-	TCTGTCCCTGTTACTATGGCCACCAGAGGGCTGGA	V_CTCF_BR	14
chr10	11387924	11388074	id-10673	7.12e-06	-	GTGAAAAAACCAGCAGGAACCAGCAGATGGTGACA	UpstreamP1_CTCF	20
chr10	11397769	11397919	id-10674	5.7e-05	+	ACACCAGCGCCACAGAAGGCCACTGTGGGGCAGCC	Upstream_CTCF	6
chr10	11409632	11409782	id-10675	2.46e-08	+	CCGGTGCCTCCAGGGAGGGCCAGCAGGAGGCGCTG	V_CTCF_BR	10
chr10	11454049	11454199	id-10676	9.39e-07	+	AGTGCAATGTTAAATTTTGTCAGTAGAGGGTGAGA	Upstream_CTCF	32
chr10	11466590	11466740	id-10677	9.81e-06	-	GCCACTGCATGCATCATGACGTCCAGAGGGAACTG	V_CTCF_BR	40
chr10	11476461	11476611	id-10678	2.12e-06	+	CAGTATCCCTGCTGACTTCCCACTAGGGGTCAGCA	UpstreamP1_CTCF	36
chr10	11497326	11497476	id-10679	9.14e-09	-	TCTGCAGTTCCTGCGTTGGGCAGTAGGGTGAAGAG	Upstream_CTCF	38
chr10	11514258	11514408	id-10680	1.75e-07	-	TTGTAGTTGAGTGTGGCGTCCACTGGGGGGTGACA	UpstreamP1_CTCF	39
chr10	11524410	11524560	id-10681	1	+	NA	NONE	1
chr10	11537023	11537173	id-10682	8.21e-05	+	CCTGGCAACGGGCGTCTTCCCAGATGCTGGCGTTA	V_CTCF_BR	35
chr10	11557728	11557878	id-10683	6.46e-07	+	CAGGCATGCCTAGACCTCACCAGCAGAGGTCAGAA	V_CTCF_BR	40
chr10	11563030	11563180	id-10684	1	+	NA	NONE	8
chr10	11575564	11575714	id-10685	3e-06	-	GGGCTGGTTCCTTCTGGAGCCACTAGGGGAAAATC	UpstreamP1_CTCF	40
chr10	11589319	11589469	id-10686	1	+	NA	NONE	3
chr10	11655382	11655532	id-10687	2.27e-05	-	GCAAAGCAATCTGCTGGGTCCAGCAGGGGCTACAA	V_CTCF_BR	0
chr10	11706113	11706263	id-10688	6.9e-05	+	GCTGTTGGGTTTCCTAGGGCCGCTAGGGCTCAAGC	Upstream_CTCF	3
chr10	11740204	11740354	id-10689	3.88e-06	+	GCCTGGGACTCCCTGTCTTCCTCTAGATGGCGACA	V_CTCF_BR	26
chr10	11749304	11749454	id-10690	8.81e-07	+	CAGGTCCGGCCCTGTGCGGCCAGTAGGAGGTGCTC	V_CTCF_BR	30
chr10	11760363	11760513	id-10691	5.97e-08	-	GCAGCACTATCTGCAATAGCCAAAAGGTGGAAGCA	Upstream_CTCF	1
chr10	11767316	11767466	id-10692	5.93e-06	-	ATAGTAGTTCCCTCTAGAGACACATGGGGGTGACC	Upstream_CTCF	40
chr10	11800028	11800178	id-10693	1.41e-09	-	AAGCAGGTCCCTGCGGCGGCCAGGAGAGGGCACTA	UpstreamP1_CTCF	40
chr10	11824910	11825060	id-10694	4.89e-09	+	GCAGCAGTTATAAAATTCTCCAGCAGAGGGCAATG	Upstream_CTCF	40
chr10	11836162	11836312	id-10695	3.18e-06	+	TGTGAGCCTCTGAGAGGAGCCAGGTGGGGGAAGCG	V_CTCF_BR	8
chr10	11836732	11836882	id-10696	1	+	NA	NONE	4
chr10	11861918	11862068	id-10697	1.05e-08	-	ATTGTAATATATATCATGACCACTAGAGGGAGGCA	Upstream_CTCF	39
chr10	11865502	11865652	id-10698	8.21e-06	+	GGGACGCCGGCGGGTCGGGCAGAGAGGGGGCGCCG	V_CTCF_BR	12
chr10	11880453	11880603	id-10699	1	+	NA	NONE	4
chr10	11895584	11895734	id-10700	2.68e-05	+	CCTGGTGTTCTGTTAGTGTCCAGGTGGGGCGCCAT	Upstream_CTCF	37
chr10	11922501	11922651	id-10701	2.27e-05	+	CGAGGGAGAGGAGGACCGCCCAGTAGGGAGCGCCA	V_CTCF_BR	7
chr10	11922735	11922885	id-10702	8.03e-07	+	CCTGTACCACCCGGTGCCGCTAGGAGAGGGCAGCG	Upstream_CTCF	4
chr10	11923470	11923620	id-10703	1.46e-07	+	CCTGCACCTCCGTACGTGACCTCCGGGTGTCCCTC	Upstream_CTCF	15
chr10	11958132	11958282	id-10704	1	+	NA	NONE	34
chr10	12028716	12028866	id-10705	1.1e-06	+	TGTTTCCAACACAACAGCGCCACCAGGTGGTGCAA	V_CTCF_BR	40
chr10	12110621	12110771	id-10706	8.98e-06	-	CTGCAGCGCCTGTAGTCTCCCGCCAGGAGTGTTTA	UpstreamP1_CTCF	40
chr10	12111117	12111267	id-10707	1	+	NA	NONE	12
chr10	12172410	12172560	id-10708	1	+	NA	NONE	40
chr10	12198882	12199032	id-10709	1.35e-05	+	GCTCTGTTCCATTTGTTGGCCACCAGGACGGACAA	UpstreamP1_CTCF	2
chr10	12222336	12222486	id-10710	6.15e-05	-	TTAGGACTAACCTTAGGAGGCAGCAGAGAGAGCTA	Upstream_CTCF	12
chr10	12237797	12237947	id-10711	1	+	NA	NONE	27
chr10	12256783	12256933	id-10712	2.19e-05	+	TTTCAGAACTTATAGTTGCCCGATAGGGGGCAGCA	UpstreamP1_CTCF	40
chr10	12294994	12295144	id-10713	3.97e-05	+	GGGTAAATATGTGCTTTGTCCTGCAGGTGGTGTCA	UpstreamP1_CTCF	38
chr10	12306263	12306413	id-10714	1.38e-08	+	AGCCTGGGAAAGGGATGGGCCACAAGATGGCGCCG	V_CTCF_BR	40
chr10	12307877	12308027	id-10715	9.81e-06	-	TCATATTCTGTGAACTTGGCCTCAAGAGGGAGATA	V_CTCF_BR	10
chr10	12391136	12391286	id-10716	3.18e-06	-	CGGGGCTTTCCCGTCTCCGGCGGGAGGGGGCGCCT	V_CTCF_BR	38
chr10	12392628	12392778	id-10717	1.04e-06	+	GCTGCTGTTCCCTTTCTGCCCAGGAGTTGGGTCTT	Upstream_CTCF	18
chr10	12442624	12442774	id-10718	2.8e-05	+	CCTGATTTCTCTGGAATCCCCACTTGAGGGCTTTA	Upstream_CTCF	1
chr10	12448201	12448351	id-10719	1	+	NA	NONE	5
chr10	12448917	12449067	id-10720	1.14e-06	-	GAGCAGGACTCTTGGAAGTGCAGCAGAGGGAGCCT	UpstreamP1_CTCF	2
chr10	12470836	12470986	id-10721	4.31e-07	+	AGAAGGTGGCTGTCCATACCCAGAAGAGGGCGCTC	V_CTCF_BR	10
chr10	12489245	12489395	id-10722	1	+	NA	NONE	4
chr10	12508732	12508882	id-10723	1	+	NA	NONE	1
chr10	12527408	12527558	id-10724	3.63e-06	-	CCCTCTCCTCCACCTGGGACAGGCAGGTGGCAGCA	V_CTCF_BR	12
chr10	12591400	12591550	id-10725	1.56e-06	-	GAGGCATTATTCACAACAGCCACGTGGTGGCAACA	Upstream_CTCF	12
chr10	12659548	12659698	id-10726	1	+	NA	NONE	5
chr10	12675953	12676103	id-10727	1	+	NA	NONE	8
chr10	12676714	12676864	id-10728	1.18e-05	+	CAGCTTTCGCTTCTCTCTGCCGCTGGGAGGCAACA	UpstreamP1_CTCF	2
chr10	12698644	12698794	id-10729	1.38e-06	-	AAATCACCTCTCTTTGCTGCCAGAAGATGGAGCTA	V_CTCF_BR	40
chr10	12732849	12732999	id-10730	1	+	NA	NONE	6
chr10	12749694	12749844	id-10731	2.31e-06	+	GAAGCATGGCATAGCAAGAACACCAGGGGGCCTCG	Upstream_CTCF	40
chr10	12753209	12753359	id-10732	3e-08	-	TCTGTGTTTTCCCCCTTAGCCTGCAGGTGGCGCCC	Upstream_CTCF	40
chr10	12760426	12760576	id-10733	2.11e-06	+	TAATTAGTAGACACTCAAGCCACCAGATGGCTCCC	V_CTCF_BR	29
chr10	12772016	12772166	id-10734	1.05e-08	+	TGTGCTATGTTGAGAATGGACAGTAGGGGGCAGTG	Upstream_CTCF	39
chr10	12824563	12824713	id-10735	9.14e-09	+	GCTGGTGTTCCTTCCCCCACCAGCAGGGGGGGCAT	Upstream_CTCF	40
chr10	12842415	12842565	id-10736	8.58e-06	-	GTGTGCCCACATGTAGCGACCACTGGGTGGCCACT	UpstreamP1_CTCF	29
chr10	12852166	12852316	id-10737	7.11e-06	-	AGGGCAGTACCAGCCACAGCCACATGGGACACCAG	Upstream_CTCF	39
chr10	12889691	12889841	id-10738	3.42e-08	-	CCGTTGGAGTGTCCTCCTGCCAGCGGGGGGCGCTG	V_CTCF_BR	38
chr10	12926490	12926640	id-10739	1.31e-05	-	TGCTTCACACTTCCTTCCCTCGGCAGAGGGCACCA	V_CTCF_BR	10
chr10	12944224	12944374	id-10740	3.06e-08	-	TGAGGGGGTCTCATTTTGGCCAGAAGAGGGCAGTG	V_CTCF_BR	40
chr10	12949685	12949835	id-10741	6.43e-06	-	GCTAGTCAACAGGGGGCGGGCAGGTGGGGGCAGGG	V_CTCF_BR	3
chr10	12991401	12991551	id-10742	2.94e-06	+	GAGGCCATGCTCAGTGGAGCCACCCGATGGAGGGA	Upstream_CTCF	31
chr10	13017317	13017467	id-10743	2.43e-06	-	TCTAAGGTGGAATGAATGGCCAGCAGGTGGAGTTA	V_CTCF_BR	32
chr10	13098580	13098730	id-10744	1.97e-06	-	TCCCTGCTTTTTATTCTGAGCAGCAGATGGCACTG	V_CTCF_BR	38
chr10	13116935	13117085	id-10745	1.15e-07	-	TACGATTGTTTGTCCATGTCCAGCAGATGGCGCCA	V_CTCF_BR	40
chr10	13124641	13124791	id-10746	4.04e-08	-	CTGTCACGCCCGGATAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	36
chr10	13141214	13141364	id-10747	5.34e-06	+	GCAGAATCCTTCGGAGATACCAGGAGAGGGCGCAT	V_CTCF_BR	40
chr10	13141715	13141865	id-10748	7.11e-06	-	CCCGTAGTGGAGGCTGGAGCCGCAGGGGGTCGCTG	Upstream_CTCF	40
chr10	13146786	13146936	id-10749	1	+	NA	NONE	5
chr10	13203282	13203432	id-10750	1.67e-07	+	GGATGACTTAAACTTCCCGGCACCAGGGGGCGCCA	V_CTCF_BR	40
chr10	13248671	13248821	id-10751	9.49e-08	+	AGGGCATGATGCCTTTCAGCCTCCAGATGGCACTG	V_CTCF_BR	40
chr10	13262035	13262185	id-10752	5.68e-06	+	CCTTCCTGTGGACACACGACCGGCAGGTGGTGCAT	V_CTCF_BR	36
chr10	13313627	13313777	id-10753	1.74e-08	+	CCTCTCCCCACCTCTGCGGCCACCAGGAGGCAGCA	V_CTCF_BR	40
chr10	13319098	13319248	id-10754	1.48e-06	-	CAGCACCATATTTTCGGTACCAGCTGAGGGCAGCA	V_CTCF_BR	29
chr10	13344441	13344591	id-10755	2.33e-07	-	CAGCAGTGCCCACATTTCACCAGGCGAGGGCAGAA	UpstreamP1_CTCF	40
chr10	13390439	13390589	id-10756	1.1e-05	-	AGCGCCGCGCGGTCGAGCCCGGCCAGGTGGCGGAA	V_CTCF_BR	24
chr10	13394644	13394794	id-10757	1.55e-08	-	GGCAGGGACCAGCCTGGGACCGGCAGAGGGCAGTC	V_CTCF_BR	25
chr10	13404674	13404824	id-10758	3.65e-05	-	CAGCAGCGCCACTCAGAGGCCTGGAGGCTGAGTGG	UpstreamP1_CTCF	2
chr10	13405165	13405315	id-10759	1	+	NA	NONE	0
chr10	13413993	13414143	id-10760	1.41e-09	+	GTGCAGATCCCCACTATGGCCGGTAGGAGGCAGCA	UpstreamP1_CTCF	40
chr10	13425618	13425768	id-10761	3.63e-05	-	TGCTCGACAGGGTGCTCCGAGTGAAGAGGGCGCAC	V_CTCF_BR	5
chr10	13441365	13441515	id-10762	9.84e-05	-	GGGTCTCCCTCTGTCATCCAGGCTAGAGGGCGCAG	V_CTCF_BR	3
chr10	13451604	13451754	id-10763	2.86e-06	+	GTGTGGTGGTGAAGGACCCCCGTTAGGGGGCACTA	UpstreamP1_CTCF	39
chr10	13457062	13457212	id-10764	8.71e-06	+	AGAACCAAGAGCTTGGAAGTCACAAGGTGGCGCCA	V_CTCF_BR	39
chr10	13482582	13482732	id-10765	2.11e-06	-	GCTCGCTTCCCCTCTTTGAACACAGGAGGGCGCCA	V_CTCF_BR	39
chr10	13512358	13512508	id-10766	1	+	NA	NONE	35
chr10	13527756	13527906	id-10767	4.71e-06	-	ATAGTGATTCTTGCTATGTCCACCTGGGGCAGACC	Upstream_CTCF	37
chr10	13547452	13547602	id-10768	4.88e-05	+	CTGGCCTGCGTGTGTGTGGCCTCCAGGGGTGTGCT	UpstreamP1_CTCF	1
chr10	13560194	13560344	id-10769	3.18e-06	-	GCAGCCTGCTCGCCACGGCCCGCATGGGGGCAGCA	V_CTCF_BR	38
chr10	13571027	13571177	id-10770	8.52e-08	-	TGGCGGCGGCCGGGCTCCGCCAGCAGGTGGCCCTG	UpstreamP1_CTCF	9
chr10	13578870	13579020	id-10771	4.41e-06	-	GGCGGCACATTAGGTCTTGTCAACAGAGGGCACCA	V_CTCF_BR	40
chr10	13628789	13628939	id-10772	9.55e-09	+	GGCGCGCTGCCGGAGGGCGCCGCCAGTGGGCACTC	V_CTCF_BR	39
chr10	13631433	13631583	id-10773	1.1e-05	-	TGACTCTAAACTGCCACTGCAGCCAGAGGGAGCCA	V_CTCF_BR	33
chr10	13655093	13655243	id-10774	1	+	NA	NONE	25
chr10	13655627	13655777	id-10775	6.82e-05	+	AGCATTTAGATGTACTGAACCACTGGGTGGCATTG	V_CTCF_BR	38
chr10	13656602	13656752	id-10776	6.48e-05	+	TGTCTATACTCCTGAATGGGCTCTGGGAGGCAGCG	UpstreamP1_CTCF	21
chr10	13692247	13692397	id-10777	5.74e-05	-	GACCAGGTAAGACAGGATGCCTCTAGAGGGCCTCA	UpstreamP1_CTCF	7
chr10	13702083	13702233	id-10778	1.98e-08	+	ATGTACCTCAACAGTGTCGGCAGCAGAGGGCGCTG	UpstreamP1_CTCF	40
chr10	13749777	13749927	id-10779	1	+	NA	NONE	23
chr10	13820099	13820249	id-10780	1.52e-07	-	AATGAAAGGTGAGCAGTCTCCACCAGGTGGCAGCC	V_CTCF_BR	40
chr10	13826151	13826301	id-10781	6.48e-05	-	CATCACTGCTCTCTGACTCCCTCCAGAGGATTCTG	UpstreamP1_CTCF	33
chr10	13829856	13830006	id-10782	2.15e-05	+	GATTTTCAGGAGAGCCTCAGCAGTAGGTGGCAATG	V_CTCF_BR	40
chr10	13839281	13839431	id-10783	2.91e-05	+	TCTGAAAACGTTAAACTTACCGCCAGGGGCAGTGG	Upstream_CTCF	5
chr10	13869563	13869713	id-10784	1	+	NA	NONE	7
chr10	13872510	13872660	id-10785	3.88e-06	-	CGTGTCGCCTTGTGCTGGTTCTGCAGGGGGCAGCA	V_CTCF_BR	21
chr10	13886786	13886936	id-10786	8.23e-05	-	ATGTACTAACTGTTGCTTCCCAATAGGGGCTGTAT	UpstreamP1_CTCF	5
chr10	13889376	13889526	id-10787	5.67e-06	+	CGTTCGCTTCCTCCCTCCACCACCAGGGATACCTG	Upstream_CTCF	24
chr10	13988043	13988193	id-10788	1	+	NA	NONE	3
chr10	13999042	13999192	id-10789	1.56e-06	-	TCTGCGGAGTCGGAGCCATCCACTAGAAGGCGGGC	Upstream_CTCF	23
chr10	14033402	14033552	id-10790	2.81e-05	+	TGCCTGTAAACTGCCACTGCCTCTAGGGGCTGCAC	V_CTCF_BR	18
chr10	14037074	14037224	id-10791	6.9e-05	-	TTTTTTCTTCTGTCAATGGCCTTAAGGTGGCATAA	Upstream_CTCF	7
chr10	14074544	14074694	id-10792	2.5e-09	+	CCACCACTTCCAGTGAAGGCCACCAGGGGGCGCCA	V_CTCF_BR	39
chr10	14124759	14124909	id-10793	1	+	NA	NONE	9
chr10	14135827	14135977	id-10794	2.1e-05	-	GTTTCTTTCCCAGATAAATTCACTAGGTGGCAGTG	Upstream_CTCF	37
chr10	14136284	14136434	id-10795	2.58e-07	-	GCTTCAGTTCTGTGATCGTCCCCCAGGGGGTCTCG	Upstream_CTCF	23
chr10	14216122	14216272	id-10796	1	+	NA	NONE	4
chr10	14227640	14227790	id-10797	1	+	NA	NONE	18
chr10	14228394	14228544	id-10798	5.01e-06	+	TAAAACTACTCCCTTGAAGCCAGCAGAGGGAGACA	V_CTCF_BR	39
chr10	14239027	14239177	id-10799	4.38e-09	+	AAGCCAGCTCAGAAAGCTGCCACCAGGGGGCGCGA	V_CTCF_BR	40
chr10	14242770	14242920	id-10800	1.64e-06	+	GTGTCTCTTCTAGGTTCTGCCGGTAGGGGGCGTGG	Upstream_CTCF	40
chr10	14282930	14283080	id-10801	3.22e-05	-	GAGCCATTAAAAGGATCAATCAGTAGGGGGTGATG	UpstreamP1_CTCF	17
chr10	14286253	14286403	id-10802	1	+	NA	NONE	32
chr10	14344166	14344316	id-10803	3.81e-05	+	AAGACATGACAAATCTTGACCACTAGAGGCTGATC	UpstreamP1_CTCF	40
chr10	14367471	14367621	id-10804	9.25e-06	-	CTAACTCATCACCAAGTGAGCCCTAGGGGGCGCTG	V_CTCF_BR	40
chr10	14427702	14427852	id-10805	2.96e-05	+	TGATTTTGGAACGTTTTCCCCTCTAGATGGCAACC	V_CTCF_BR	28
chr10	14433991	14434141	id-10806	1.04e-05	+	AGCAGGAATGGGGCACAGGCCCACAGGTGGCAGCA	V_CTCF_BR	20
chr10	14438685	14438835	id-10807	2.47e-05	-	AGTGTGATTCCCCTCATGGCCACTAGGTCAATGAG	Upstream_CTCF	40
chr10	14481679	14481829	id-10808	1	+	NA	NONE	6
chr10	14514806	14514956	id-10809	1	+	NA	NONE	5
chr10	14520734	14520884	id-10810	2.15e-05	-	ATAGCATCCAGTGGACCTGCCTGGGGATGGCTGCC	V_CTCF_BR	38
chr10	14522796	14522946	id-10811	6.05e-06	+	AGAGCATCTGGTTTGGGTGCCAGCAGGAGGTGCTA	V_CTCF_BR	8
chr10	14541028	14541178	id-10812	1.64e-06	+	TAAGACGTTCTGCTGGTGCACACTAGATGGCAGCA	Upstream_CTCF	40
chr10	14575815	14575965	id-10813	2.6e-05	-	TCGCAGTGCCCGTGTCTCTCTAATAGGAGACAGGC	UpstreamP1_CTCF	3
chr10	14579025	14579175	id-10814	3.63e-06	+	CCGAGTGAGGTGGGAACGACCAATAGGTGGCGACA	V_CTCF_BR	39
chr10	14585132	14585282	id-10815	1	+	NA	NONE	28
chr10	14589939	14590089	id-10816	3.4e-06	-	TTGGTTGTTCACAGAAAGCCCACCAGGTGGTCTGA	Upstream_CTCF	28
chr10	14598474	14598624	id-10817	4.59e-07	-	GGGCAGTAGCACGGAGCACACAGTAGGTGTCAGTC	UpstreamP1_CTCF	23
chr10	14602418	14602568	id-10818	1.39e-07	+	ATTCAAGGAGCACCAATGGCCTGCAGGTGGCAGAA	V_CTCF_BR	27
chr10	14644150	14644300	id-10819	1	+	NA	NONE	14
chr10	14660015	14660165	id-10820	1	+	NA	NONE	34
chr10	14801365	14801515	id-10821	5.51e-07	-	GCACCAAGTGCCTGGCAGCCCAGGAGAGGGCACCA	V_CTCF_BR	29
chr10	14815684	14815834	id-10822	1	+	NA	NONE	16
chr10	14843854	14844004	id-10823	2.86e-06	+	AGGAATTGCCCAGAAGTGCCCACCAGGAGGAGTGC	UpstreamP1_CTCF	31
chr10	14862267	14862417	id-10824	1	+	NA	NONE	10
chr10	14865273	14865423	id-10825	2.55e-06	-	AATGTTTTGGCGATGCTGGCCACTAGAGGCCCTTG	Upstream_CTCF	40
chr10	14880214	14880364	id-10826	2.1e-05	+	AGGCTGTAGCGGCCGACCGGACGCAGGGGGCTGGC	UpstreamP1_CTCF	9
chr10	14916653	14916803	id-10827	1	+	NA	NONE	1
chr10	14920545	14920695	id-10828	1.04e-05	+	CGCCAAACGGGCCTGGCGAAGGGAAGGGGGCGCCG	V_CTCF_BR	13
chr10	14931418	14931568	id-10829	5.17e-06	+	GTTTAAATGCTAGTGAGAACCAGCAGAGGGAGATA	Upstream_CTCF	39
chr10	14946377	14946527	id-10830	8.13e-06	+	GTTGTAGGTTTACAGGTTGCCCCCAGTGGCCATAC	Upstream_CTCF	40
chr10	14993659	14993809	id-10831	1	+	NA	NONE	36
chr10	14994998	14995148	id-10832	5.37e-06	+	CAGCACGCTGCAAGGCCACACAGCAGGAGGCAGCA	UpstreamP1_CTCF	26
chr10	14995606	14995756	id-10833	2.37e-05	+	CTAGCAGTGCTTGACCAAGCCGGCCCGGGGCGCAA	Upstream_CTCF	30
chr10	15014004	15014154	id-10834	1.19e-06	-	GGAGGCAGGGGTTGCAGTGACTCTAGATGGCGCCA	V_CTCF_BR	38
chr10	15018020	15018170	id-10835	7.73e-06	-	CTGGGTATTACGATTCCCGTCGCAAGGGGGCGGAC	V_CTCF_BR	0
chr10	15033492	15033642	id-10836	1	+	NA	NONE	38
chr10	15111301	15111451	id-10837	5.67e-06	-	GGGGCATGAAACCCTCTCGCCACCAGGGTGCAGGT	Upstream_CTCF	18
chr10	15126441	15126591	id-10838	1	+	NA	NONE	20
chr10	15130835	15130985	id-10839	1	+	NA	NONE	35
chr10	15148512	15148662	id-10840	1.74e-07	-	TGTGACATCCCTGAGACTACCACCAGAGGGCGACT	Upstream_CTCF	40
chr10	15188545	15188695	id-10841	5.65e-05	+	AGCCCCAAGGATGGCAGAGCCACACGATGGCGCAG	V_CTCF_BR	6
chr10	15209845	15209995	id-10842	6.94e-09	+	GGTGCAAAGCCCAGTATCCCCAGCAGGGGCCGGGC	Upstream_CTCF	40
chr10	15210597	15210747	id-10843	1.28e-06	-	CCAAGCAGTACGGCGGGAGGCACTAGAGGGAGCTG	V_CTCF_BR	39
chr10	15251945	15252095	id-10844	9.49e-08	+	TACAGGTGGGGAAAACTCACCACTAGGGGGCGGGA	V_CTCF_BR	40
chr10	15287683	15287833	id-10845	3.66e-06	-	CTGCCTGTCCCCTGTAGCCCTCCCAGGGGGCGCTG	UpstreamP1_CTCF	39
chr10	15294133	15294283	id-10846	5.67e-06	+	AGTGCGATGCTCTCCGGTGAGAGGAGGGGGCCCCC	Upstream_CTCF	5
chr10	15304153	15304303	id-10847	4.65e-06	+	TTGTTTTTGCCCAATTCTGACAGCAGGTGGAGTAT	UpstreamP1_CTCF	36
chr10	15309609	15309759	id-10848	3.97e-07	+	GCTGCTTAGGCAGAAGGAGACTGCAGGGGGCACCC	V_CTCF_BR	36
chr10	15343482	15343632	id-10849	8.21e-05	-	CCAAGCATGCCTGCTCTTTGCTCTAGAGGGAGACA	V_CTCF_BR	18
chr10	15344555	15344705	id-10850	1	+	NA	NONE	8
chr10	15412715	15412865	id-10851	2.18e-07	-	CCTGCAGCACCCGCAACGCGCTCCCGAGGGGGCGG	Upstream_CTCF	1
chr10	15413281	15413431	id-10852	2.14e-10	-	GGCGCCCTCGGCGCCGCAGCCGCCAGGTGGCACCA	V_CTCF_BR	31
chr10	15420680	15420830	id-10853	1.22e-07	-	GGAGCAGCACCCCAGGATCCCAGGAGAGGGGGCTG	Upstream_CTCF	25
chr10	15454336	15454486	id-10854	3.42e-05	-	TGAGTGTTTACTAAACATCCCAATAGGAGGCAGCA	Upstream_CTCF	12
chr10	15461407	15461557	id-10855	8.17e-09	-	CTGTTGTTACATCAAATGGCCAGCAGGGGCAGCAT	UpstreamP1_CTCF	40
chr10	15469947	15470097	id-10856	1.41e-05	+	GTGTAGAATTAGTTAAGGTTCAGTAGATGGCGCTA	UpstreamP1_CTCF	40
chr10	15476180	15476330	id-10857	1.31e-09	+	CTTCAGTTTTGTCCGTCAGCCACCAGAGGGCAGTA	UpstreamP1_CTCF	40
chr10	15481388	15481538	id-10858	7.73e-05	-	CCTGCATTTCCCGTGGTGAAGGGAAGGGGAGCTCT	Upstream_CTCF	38
chr10	15503431	15503581	id-10859	6.43e-06	+	GGGTGGATCACCAGGCTGCTCAGCAGGGGGCAATA	V_CTCF_BR	36
chr10	15514789	15514939	id-10860	3.81e-05	+	GCATGTTCTTGTTTGTCCACATGCAGGGGGCTCTG	V_CTCF_BR	3
chr10	15570277	15570427	id-10861	1	+	NA	NONE	3
chr10	15600766	15600916	id-10862	1	+	NA	NONE	2
chr10	15627360	15627510	id-10863	1.64e-07	+	ATTGCTATTATTCTCTAATCCGCTAGGGGGCGCCC	Upstream_CTCF	40
chr10	15691516	15691666	id-10864	1.52e-07	+	GCAGTGGGCCGAGATCGCACCACTAGATGGCAGAG	V_CTCF_BR	33
chr10	15703164	15703314	id-10865	7.02e-05	+	CAGCGGTGGCATTATGTTCTCACCAGAGTGAGAAC	UpstreamP1_CTCF	19
chr10	15757937	15758087	id-10866	2.96e-05	-	AGAAAGTTCCCCATGTCGGCCATCAGGGGGTACTA	UpstreamP1_CTCF	40
chr10	15761946	15762096	id-10867	1.03e-06	-	GTCCCTGGCTCTAGACCAGCCGCGAGGAGGCGCCG	V_CTCF_BR	25
chr10	15762188	15762338	id-10868	1.16e-05	+	AATGTGAAAACCAACCCCACCACCAGGAGGGGCAA	Upstream_CTCF	36
chr10	15767840	15767990	id-10869	1.97e-06	-	CACTTGAATAAGATCACAGACACTAGAGGGCAGTC	V_CTCF_BR	40
chr10	15786372	15786522	id-10870	1.52e-07	-	AGTCAGTCCACGGACACGTCCACTAGATGGCAGCA	V_CTCF_BR	40
chr10	15790277	15790427	id-10871	1	+	NA	NONE	4
chr10	15866637	15866787	id-10872	2.73e-07	-	GATGTAGTATCTAATTGTAACACTAGGTGGTGGTA	Upstream_CTCF	30
chr10	15921104	15921254	id-10873	8.19e-06	+	ATTCAATTCTGCCATTCCATCAACAGGTGGTGCCA	UpstreamP1_CTCF	36
chr10	15940153	15940303	id-10874	4.88e-05	+	ATTGCACTAATATTTTTGGCCACTAGGTCGTTAGA	Upstream_CTCF	39
chr10	15944697	15944847	id-10875	7.12e-06	+	AGGATTTTTCTCCTTTTGACCAGTAGAGGGGGCTA	UpstreamP1_CTCF	37
chr10	16001604	16001754	id-10876	1	+	NA	NONE	2
chr10	16091171	16091321	id-10877	1	+	NA	NONE	11
chr10	16158493	16158643	id-10878	8.03e-07	+	GTTGCAAATTGCTTCAGGCCCACTAGAGGGCAGGT	Upstream_CTCF	39
chr10	16197485	16197635	id-10879	1.59e-06	-	TGAAACCTCAGAAGACCAACCAGCAGATGGCAATA	V_CTCF_BR	3
chr10	16197884	16198034	id-10880	1	+	NA	NONE	9
chr10	16356373	16356523	id-10881	3.63e-05	+	TCTCAGAACACTCCTGCCCCCTCTAGGTGTCAGGA	V_CTCF_BR	14
chr10	16456065	16456215	id-10882	1	+	NA	NONE	0
chr10	16465703	16465853	id-10883	1.47e-05	+	CCCACTATTCTGTGTCCTGCCTGCAGGAGGTGGTG	V_CTCF_BR	9
chr10	16560946	16561096	id-10884	6.98e-07	-	ACAAAAAGAGGAAAAATGGCCACCAGGAGGCACTG	V_CTCF_BR	35
chr10	16563026	16563176	id-10885	3.67e-07	-	GCGCTGAGCCGGCTGGTGGGCAGCAGGAGGCGCCT	UpstreamP1_CTCF	33
chr10	16587259	16587409	id-10886	5.89e-08	-	CTGCAGAGGGAGCCCTCAACCAGCAGAGGGAGCTT	UpstreamP1_CTCF	40
chr10	16733714	16733864	id-10887	1	+	NA	NONE	25
chr10	16807747	16807897	id-10888	5.74e-05	-	AAGCAGGTTGGTCTCCCAGCCTCCTGGGGCACCCC	UpstreamP1_CTCF	5
chr10	16819549	16819699	id-10889	5.68e-06	-	CAACCATTTTAAGACTTGTCCACTAGAGGTCACTG	V_CTCF_BR	40
chr10	16851446	16851596	id-10890	7.73e-06	-	GTCTAGATCAAGTGTGTGAGCAGCAGGGGTCAGTG	V_CTCF_BR	40
chr10	16858247	16858397	id-10891	4.1e-06	-	ATTGCAGATTCACATGCCTCCAAGTGAGGGCGGTC	Upstream_CTCF	9
chr10	16870252	16870402	id-10892	1.3e-07	+	TAGTAATTTAATGCAATGCCCACCAGATGGCACTC	UpstreamP1_CTCF	40
chr10	16885386	16885536	id-10893	2.78e-06	+	TAAAAGAAAAAGAAATGCACCACTAGATGGCACTG	V_CTCF_BR	38
chr10	16895326	16895476	id-10894	1	+	NA	NONE	39
chr10	16933402	16933552	id-10895	5.65e-05	+	GGAGGAAGGGGTGAGGAAGCCTGCAGAGGGGGCTG	V_CTCF_BR	37
chr10	16952826	16952976	id-10896	5.65e-05	+	TGCCCATTTCCTTGGGGAGCCGCAAGAGGGTATGC	V_CTCF_BR	3
chr10	16957403	16957553	id-10897	5.08e-05	+	AAGTATCTGCCTTATGCTACCACTAGGAGACATGC	UpstreamP1_CTCF	28
chr10	16958537	16958687	id-10898	1	+	NA	NONE	8
chr10	16976084	16976234	id-10899	1	+	NA	NONE	5
chr10	16985783	16985933	id-10900	1	+	NA	NONE	10
chr10	16994780	16994930	id-10901	1.64e-05	+	GAAGAGGGAGAGGCGGTCACCGCTGGAGGGCGTAA	V_CTCF_BR	20
chr10	17017336	17017486	id-10902	1.93e-05	+	TGGAAAACCCTCCTCATGACCACAAGAGGGAAAAT	V_CTCF_BR	7
chr10	17031969	17032119	id-10903	4.23e-08	-	AGGAAAGGAGGAGGGGGAACCAGCAGAGGGAGCCC	V_CTCF_BR	22
chr10	17034918	17035068	id-10904	8.13e-06	+	TCTCCTGTACCAATGCCCAACTCCAGGGAGCACCG	Upstream_CTCF	9
chr10	17043453	17043603	id-10905	7.17e-05	-	CCAGCTGGACTTCCTGGGTCCAGTGGGGACTCGGA	Upstream_CTCF	2
chr10	17043963	17044113	id-10906	1	+	NA	NONE	8
chr10	17067901	17068051	id-10907	1	+	NA	NONE	9
chr10	17157698	17157848	id-10908	8.33e-05	-	ATTGTATTTACTCAATCCACCACTTGGAGCACAGC	Upstream_CTCF	29
chr10	17220155	17220305	id-10909	1	+	NA	NONE	3
chr10	17225246	17225396	id-10910	7.11e-06	-	GAATTACCTCCAAATCTCACCACCAGGGGATAGCC	Upstream_CTCF	38
chr10	17242908	17243058	id-10911	1	+	NA	NONE	15
chr10	17269388	17269538	id-10912	1.26e-05	+	CCTGCAGTACCCCCTGCCGCCACCAAAAAAAAAGA	Upstream_CTCF	34
chr10	17270442	17270592	id-10913	3.11e-05	+	GGAGCCCTCAATCGGCGGGACAGCAGGGCGCGGTG	V_CTCF_BR	27
chr10	17271140	17271290	id-10914	4.43e-05	+	GGCGCGCTCCGCGGCTGGGATGGCAGTGGGAGGGG	V_CTCF_BR	4
chr10	17272134	17272284	id-10915	1	+	NA	NONE	27
chr10	17272758	17272908	id-10916	2.78e-06	-	CCAACCTGTGGTCTTCCCGCCACTAGAGGGCTTTA	V_CTCF_BR	40
chr10	17275828	17275978	id-10917	9.81e-06	+	AAAGTGTGGCTGCCAAGAACCTGCAGGAGGCAGAA	V_CTCF_BR	12
chr10	17276392	17276542	id-10918	1	+	NA	NONE	9
chr10	17277280	17277430	id-10919	6.43e-06	-	CCTCGCCTTCCAGCAGCTTCCTGTAGGTGGCAATC	V_CTCF_BR	35
chr10	17280831	17280981	id-10920	1	+	NA	NONE	6
chr10	17291873	17292023	id-10921	7.9e-07	-	AGGCAGTTCATCCTACCTACCACCTGGGGACAACG	UpstreamP1_CTCF	39
chr10	17292875	17293025	id-10922	6.8e-06	-	TTGTATCACATGTTAATGGCCACCAGAGAGCATCC	UpstreamP1_CTCF	22
chr10	17299815	17299965	id-10923	1.09e-06	-	CCTGTGACTTCCGAACCCACCAGTAGATGTCAGTA	Upstream_CTCF	40
chr10	17332333	17332483	id-10924	1	+	NA	NONE	36
chr10	17418091	17418241	id-10925	1.38e-08	-	AAGCGGATACTGCACGCAGCCTGCAGGGGGCGCAC	V_CTCF_BR	40
chr10	17451280	17451430	id-10926	2.94e-06	+	GGTTCAATACCTAGGAACTCCTGTAGAGGGTGTTG	Upstream_CTCF	39
chr10	17454470	17454620	id-10927	7.49e-05	-	GGCTCAAACAATGCATTGACCTTTAGAGGGCAGCC	V_CTCF_BR	25
chr10	17472841	17472991	id-10928	4.7e-08	-	GGCTTTGGGCCACTGTCTGCCACAAGAGGGAGCCC	V_CTCF_BR	40
chr10	17496536	17496686	id-10929	1.9e-06	+	ACTGCTGCTGCCGCCGCCGCCGCGCGGGGTCACCT	Upstream_CTCF	9
chr10	17516696	17516846	id-10930	1	+	NA	NONE	32
chr10	17633398	17633548	id-10931	1	+	NA	NONE	3
chr10	17641213	17641363	id-10932	7.02e-05	-	TTGCCATACTTCATTAAATGGGCCAGGTGGCGATA	UpstreamP1_CTCF	40
chr10	17649631	17649781	id-10933	1	+	NA	NONE	40
chr10	17659503	17659653	id-10934	2.15e-05	+	GGAAAGTGCACCCGCCTCGCTAGCTGCGGGCGCCT	V_CTCF_BR	36
chr10	17717864	17718014	id-10935	1	+	NA	NONE	7
chr10	18271595	18271745	id-10936	1	+	NA	NONE	15
chr10	18393315	18393465	id-10937	1.39e-07	-	TCAGTAAATACAGTCCAGGCCAGCAGAGGGCAGTG	V_CTCF_BR	40
chr10	18408685	18408835	id-10938	5.13e-05	+	GTAATGGCAAGAAGAACTTCCACTAGGGGCAAGAC	V_CTCF_BR	9
chr10	18429621	18429771	id-10939	5.52e-05	-	CTGCGCCACCGCCGCCGCCGCTGTGGGAGGCGACT	UpstreamP1_CTCF	2
chr10	18504009	18504159	id-10940	2.2e-06	-	CCTGCTATCTTGGGAGGGAACGCTAGATGTCACTG	Upstream_CTCF	40
chr10	18505546	18505696	id-10941	6.39e-08	-	ATGAGAGAATGGGAAGGAGCCAGCAGATGGCACTC	V_CTCF_BR	40
chr10	18522816	18522966	id-10942	7.49e-07	-	TTGCAGTCTTAGGTTTGCAACAGTAGGGGACGCCT	UpstreamP1_CTCF	25
chr10	18527938	18528088	id-10943	3.36e-07	-	CCCCATTTAGTCCTGGTGGCCACTAGATGGCAAAC	V_CTCF_BR	39
chr10	18560489	18560639	id-10944	1.01e-05	+	TGTGTCCTTCCTCCTTCCTTCTCCCGGTGGCAGCA	Upstream_CTCF	0
chr10	18601791	18601941	id-10945	2.66e-05	-	CATTTATTGCATTGAGTATCCTCTAGAGGTCAGCA	V_CTCF_BR	37
chr10	18634940	18635090	id-10946	9.29e-06	-	GTGGAAGATCTCTGAATGGCCACTGGAGGGGGAGC	Upstream_CTCF	3
chr10	18762015	18762165	id-10947	3.22e-07	-	AAAGTATTTCACAGAATTGCCAGTGGGTGGAGCTA	Upstream_CTCF	20
chr10	18769593	18769743	id-10948	3.71e-05	-	GATGTGCTAATTTTCATGCCCACCAGCAGGGGATA	Upstream_CTCF	8
chr10	18872598	18872748	id-10949	1.5e-05	+	AGTACAATTCTTAAAAATTCCACTAGAGGGGCTCA	Upstream_CTCF	34
chr10	18883852	18884002	id-10950	6.39e-08	-	TTGGGACCAGCAGGCTGGCCCAGCAGAGGGCAGTA	V_CTCF_BR	40
chr10	18890362	18890512	id-10951	1	+	NA	NONE	18
chr10	18905347	18905497	id-10952	3.24e-06	-	GGTGCCACTTTATTGCCTTCCAGCAGATGGACCTC	Upstream_CTCF	16
chr10	18940470	18940620	id-10953	1	+	NA	NONE	26
chr10	18978546	18978696	id-10954	8.71e-06	+	TTTTCTAGACAGTGTGTTTCCTCTAGATGGCAGAA	V_CTCF_BR	36
chr10	18988631	18988781	id-10955	1	+	NA	NONE	17
chr10	19012482	19012632	id-10956	1	+	NA	NONE	7
chr10	19082994	19083144	id-10957	1.06e-05	+	TGAGGAAGACAGCTGTTAACCAGCAGAGGGAGTGT	Upstream_CTCF	35
chr10	19317664	19317814	id-10958	5.63e-06	+	CTGTACCTCCTCCCTGTGGGCACTAGAGTACATCT	UpstreamP1_CTCF	2
chr10	19457626	19457776	id-10959	1.19e-06	-	AACACAAGGTGCTGAGCCACCAGCAGGGGGATGAA	V_CTCF_BR	30
chr10	19493310	19493460	id-10960	4.51e-05	-	TATGCCTGCAAACACTTCACCACCAGGGTGAACTG	Upstream_CTCF	8
chr10	19520086	19520236	id-10961	3.63e-05	-	CAACAAATACCTCAGCTAATCTCAAGGGGGAGCTG	V_CTCF_BR	9
chr10	19636634	19636784	id-10962	1.84e-06	+	TGGAAATATTTTCCAGGTACCTCCAGTGGGCGCTG	V_CTCF_BR	33
chr10	19700176	19700326	id-10963	1.85e-05	+	TGCTTAGTTCCAAAAACTACCACTAGCAGCAGCAG	Upstream_CTCF	18
chr10	19701573	19701723	id-10964	6.49e-06	+	AACCAATGTAAGAGATAAGCCACCAGGAGGCAGAG	UpstreamP1_CTCF	35
chr10	19777879	19778029	id-10965	7.23e-07	+	CCGGTTCTCCCACCATCCCCCGCCAGGGGTCTCAG	Upstream_CTCF	17
chr10	19909905	19910055	id-10966	9.41e-05	+	ATTCCATTTTACTACAATGACAGAAGAGGGTGCTC	V_CTCF_BR	9
chr10	19918565	19918715	id-10967	1	+	NA	NONE	22
chr10	19952402	19952552	id-10968	1.17e-05	+	TTTTCCTTTGGGTAGATAGCCAGTAGAGGGAGTGC	V_CTCF_BR	20
chr10	19973086	19973236	id-10969	1	+	NA	NONE	21
chr10	20002821	20002971	id-10970	1.28e-06	+	CGATGCCCCGCTGCCCAAACCTCTAGGGGGAGCAC	V_CTCF_BR	21
chr10	20046001	20046151	id-10971	5.98e-05	+	ATGCTTTGATCTACTGCAGCATCTAGAGGCAGAAC	UpstreamP1_CTCF	3
chr10	20056925	20057075	id-10972	3.24e-06	-	CTTGTTGCCATTGGCCAGACCACCAGGTGGCCCAT	Upstream_CTCF	12
chr10	20077141	20077291	id-10973	1.15e-06	-	TATGTCATGCCTGCAGATACCTCTAGGTGTCACTA	Upstream_CTCF	40
chr10	20100578	20100728	id-10974	6.23e-05	+	GTGCCAGGAGTAACAGCCTCCACTAGGGGCTCTGC	UpstreamP1_CTCF	37
chr10	20106281	20106431	id-10975	4.14e-06	+	TCGGGCTTACTTCACCTGGGCGGCAGGGGGTGGTA	V_CTCF_BR	21
chr10	20108490	20108640	id-10976	4.7e-10	+	GCTGCAGTTGATTTCATTGCCACCAGAGGGCAGAT	Upstream_CTCF	39
chr10	20122217	20122367	id-10977	2.19e-05	-	GCAGCCATGCAAGTCTGAGCCTGCTGGAGGTGCAG	Upstream_CTCF	6
chr10	20220448	20220598	id-10978	1	+	NA	NONE	4
chr10	20331054	20331204	id-10979	1	+	NA	NONE	2
chr10	20781437	20781587	id-10980	1.69e-05	-	CTGCATTAACTCTGCCAGGCCACAAGGGCATTGTA	UpstreamP1_CTCF	14
chr10	21057902	21058052	id-10981	1.18e-05	-	ATTTAATTATATGAAAGTGACACAAGAGGGCAGCT	UpstreamP1_CTCF	18
chr10	21144471	21144621	id-10982	6.04e-07	-	GTGTTACTCCGTGTATCTCCCACTAGGAGGTAGCA	UpstreamP1_CTCF	37
chr10	21147334	21147484	id-10983	2.6e-06	+	CAGACGAATTTACAAGGAGCCACTAGATGGTGCTG	V_CTCF_BR	37
chr10	21177979	21178129	id-10984	7.84e-05	+	TTCCAACATAATTTATGAAACACTAGAGGTCAGTC	V_CTCF_BR	12
chr10	21304846	21304996	id-10985	3.56e-05	-	TCAGCAACATTATAGTTCACCTGCGGGGGCATCAG	Upstream_CTCF	15
chr10	21309627	21309777	id-10986	2.83e-07	-	GCAGGAGACAGGGAAGGAACCACTAGAGGGAGCAG	V_CTCF_BR	39
chr10	21310879	21311029	id-10987	3.09e-05	-	AGGAAATGCCATCTCCTCACCACCAGGGGAGTCAT	UpstreamP1_CTCF	31
chr10	21332086	21332236	id-10988	5.08e-05	+	GTACAATGCTTCACATCCAACAGATGGTGGAGCCA	UpstreamP1_CTCF	3
chr10	21358840	21358990	id-10989	1	+	NA	NONE	2
chr10	21367720	21367870	id-10990	1.28e-06	+	CTTGCTTATTAGCTGGCTGCCACTTGGTGGCACTG	V_CTCF_BR	40
chr10	21379621	21379771	id-10991	1	+	NA	NONE	0
chr10	21411956	21412106	id-10992	1.39e-05	-	TATGTGACTTTCCAGGCCACCTGTAGAAGGCAGTC	V_CTCF_BR	4
chr10	21448771	21448921	id-10993	5.9e-06	-	AAGTAATTCTCAGAAGAGACCAGCAGGGGAATATT	UpstreamP1_CTCF	9
chr10	21460448	21460598	id-10994	8.91e-07	+	GCCGCAATTTCATTACCCGCCACATGGGGGTAATA	Upstream_CTCF	38
chr10	21463338	21463488	id-10995	3.45e-05	+	TCCCTCCCTCTTCTCTTCCCCAGCCGGGGGCACCC	V_CTCF_BR	5
chr10	21530192	21530342	id-10996	1.3e-07	+	AGAGCCAGCCTGAGCCAGGCCACCAGGGGGCCGCC	Upstream_CTCF	38
chr10	21549807	21549957	id-10997	1	+	NA	NONE	12
chr10	21558997	21559147	id-10998	2.81e-08	-	GTTGCAGTATCATTTATGTCCACCAGATGATGCCA	Upstream_CTCF	39
chr10	21567755	21567905	id-10999	3.06e-08	+	TGCTTCAAATCCAACGTTGCCTCCAGGGGGCGCTA	V_CTCF_BR	40
chr10	21598386	21598536	id-11000	6.21e-05	-	CTAAGGTAATCAGACACCACCTGGTGATGGAGGTG	V_CTCF_BR	6
chr10	21625490	21625640	id-11001	1	+	NA	NONE	29
chr10	21626557	21626707	id-11002	1.7e-05	+	GCAGCTATTAAGTCTCCAACCAGCAGGGGAGCACA	Upstream_CTCF	24
chr10	21675046	21675196	id-11003	4.21e-05	+	GTCACACTCATCTCATTCCCCTGTAGGGGTCTCCA	V_CTCF_BR	12
chr10	21783861	21784011	id-11004	5.92e-05	+	AGCAAAAGGAAGGGAATTTACTGCGGATGGCACCG	V_CTCF_BR	27
chr10	21784708	21784858	id-11005	2.89e-09	+	GCTGCGGAGGCGCCCGGCACCTGCAGGGGGCGCTG	V_CTCF_BR	40
chr10	21785606	21785756	id-11006	1.83e-05	-	GGGTGGCGCTGCAGAGGGTACGGTGGGGGGCGGGG	V_CTCF_BR	40
chr10	21789272	21789422	id-11007	9.81e-06	+	CCGGGCGAGGTTGACGCAGCTGCTAGGGGGCAGTT	V_CTCF_BR	8
chr10	21812072	21812222	id-11008	6.51e-05	+	CAAGGAAGGAATGGGGTGGGGGGAAGGGGGCAGGG	V_CTCF_BR	10
chr10	21822597	21822747	id-11009	3.31e-06	-	GTGTAATGAAGCATGGCTTCCTGCAGTTGGCCGCG	UpstreamP1_CTCF	36
chr10	21824118	21824268	id-11010	1	+	NA	NONE	13
chr10	21911935	21912085	id-11011	3e-06	-	ATGCTGTGTGGGTGGAGCACCTGGAGAGGGCATGG	UpstreamP1_CTCF	2
chr10	21914097	21914247	id-11012	1	+	NA	NONE	0
chr10	21964211	21964361	id-11013	2.18e-07	-	AGTGTGATGATGCTCTTGGCCTGTAGGGGGCAGGG	V_CTCF_BR	40
chr10	22011067	22011217	id-11014	1.06e-05	-	ACTGTAAGAATATAAGTTAACACTAGGGGAGGCTG	Upstream_CTCF	4
chr10	22021218	22021368	id-11015	6.37e-07	-	ATGTTGCTCTGCAGGTCACCCAGCAGGGAGCGCTA	UpstreamP1_CTCF	40
chr10	22022751	22022901	id-11016	5.48e-05	+	TCAGCAGGTCAATGGCGTGACAGTGGGGGCACTAG	Upstream_CTCF	4
chr10	22037163	22037313	id-11017	1	+	NA	NONE	0
chr10	22099638	22099788	id-11018	1.1e-05	-	GCATTGAGGTTGAAGTAATCCACCAGGAGGCACCA	V_CTCF_BR	13
chr10	22242561	22242711	id-11019	1	+	NA	NONE	34
chr10	22278629	22278779	id-11020	7.73e-06	+	TGCAATGGCCCCAATGTAACCTCAGGAGGGAGCCC	V_CTCF_BR	40
chr10	22282448	22282598	id-11021	3.28e-07	+	TAGCAATATCCAAAGAAGGCCACAAGATGGAGATA	UpstreamP1_CTCF	35
chr10	22292796	22292946	id-11022	2.66e-05	-	CGTGGGGCGTTCCAGATGGACGCGAGATGGCTATA	V_CTCF_BR	18
chr10	22299975	22300125	id-11023	6.05e-06	+	TTAAATAATAATAATTTCACCACCAGGGGGCAAAC	V_CTCF_BR	33
chr10	22356155	22356305	id-11024	1.75e-07	-	CTGCAAAGCAAAAAAGCAACCACCAGAGGGAAAAG	UpstreamP1_CTCF	11
chr10	22392718	22392868	id-11025	1.32e-05	+	GATGTGGAGCTGATCTTGACCACAAGAGGCAGTAA	Upstream_CTCF	38
chr10	22476158	22476308	id-11026	7.73e-06	-	CTCTAGGAATTAGCTAGCCCCGGGAGGGGGCAGTC	V_CTCF_BR	2
chr10	22484350	22484500	id-11027	1	+	NA	NONE	3
chr10	22507509	22507659	id-11028	8.46e-07	-	GCATCAGTAGCCTCAGCTGGCTCCAGGGGGAGCAT	Upstream_CTCF	30
chr10	22533062	22533212	id-11029	7.49e-05	+	TGCTGCCTCTCTGAGGCTCTATCCAGGGGGCGCCA	V_CTCF_BR	30
chr10	22533882	22534032	id-11030	1	+	NA	NONE	9
chr10	22548319	22548469	id-11031	1	+	NA	NONE	23
chr10	22590225	22590375	id-11032	3.81e-05	-	TTCAGTGGCTTCAGGCCCTCCAGCAGAGGCAACAT	V_CTCF_BR	30
chr10	22609475	22609625	id-11033	1.59e-06	+	GGGGAAGAGGCCGGCGCGGCCGCGGGCTGGCGGGC	V_CTCF_BR	0
chr10	22614932	22615082	id-11034	1	+	NA	NONE	18
chr10	22624340	22624490	id-11035	4.73e-07	-	ACTGAACTACCGAGATCCGCCACCAAATGGCGGCT	Upstream_CTCF	22
chr10	22630188	22630338	id-11036	6.51e-05	+	TGCCGGCGTCCGGCTTCGGCTCGAGGCGGGCGGCC	V_CTCF_BR	5
chr10	22634396	22634546	id-11037	5.08e-05	-	GCCGCTCGGCCTGCGAGTCCACCAAGGGGGCGATC	Upstream_CTCF	4
chr10	22689213	22689363	id-11038	2.01e-05	+	TTGTTGTGAAGCTTTCCAAACTGAAGGGGACAGCC	UpstreamP1_CTCF	1
chr10	22710155	22710305	id-11039	6.05e-06	-	TATTTATAAAGATAATTTTCCAGCAGATGGCAGTA	V_CTCF_BR	30
chr10	22725805	22725955	id-11040	2.47e-05	+	ACAGCAGTCACCGCAGGGGTCGCCGGGGCGCGGCT	Upstream_CTCF	26
chr10	22747659	22747809	id-11041	1.55e-05	-	TCCTGTCCTTCTCCAGAGCCCTGCAGGTGGCAGAT	V_CTCF_BR	5
chr10	22802518	22802668	id-11042	3.63e-06	-	CGTGACTGGGAGACATCTCCCAGTAGGGGCCGCCA	V_CTCF_BR	18
chr10	22839799	22839949	id-11043	1.84e-06	+	ATAGGAGAAGGCTTGAATACCACCGGGGGGCGCCA	V_CTCF_BR	40
chr10	22843443	22843593	id-11044	1	+	NA	NONE	5
chr10	22863012	22863162	id-11045	3.36e-07	+	ATGACCAAACTCCAGAGGGCCACAAGATGGAGCCA	V_CTCF_BR	40
chr10	22875273	22875423	id-11046	1	+	NA	NONE	40
chr10	22898790	22898940	id-11047	1.55e-07	+	GATGCTGGGTCCATGGTGGCCACCGGACGGCAGTG	Upstream_CTCF	16
chr10	22906585	22906735	id-11048	1.52e-07	+	TGGCGGAAGTGGCAGGGGGCCTGGAGGGGGAGCTA	V_CTCF_BR	19
chr10	22911457	22911607	id-11049	2.53e-05	+	CCTAGAAATATTAATAATTCCGCCAGTGGGCGGCA	V_CTCF_BR	1
chr10	22944042	22944192	id-11050	1.39e-05	+	TGATAGAAGCCCTGGGATACCACCAGGTGGAAAAA	V_CTCF_BR	10
chr10	22944773	22944923	id-11051	4.1e-06	+	TGTGTAGTGTTGCATCGTTCCACTGGAGGGGCACA	Upstream_CTCF	20
chr10	23029285	23029435	id-11052	9.41e-05	+	TAGACTATGCCTGACATTTCCACATGGTGGTGGAA	V_CTCF_BR	12
chr10	23094276	23094426	id-11053	2.19e-05	+	GTTCAGCTGGCTAGGGAAACCACATGGTGGAGACA	UpstreamP1_CTCF	25
chr10	23144024	23144174	id-11054	2.47e-07	-	ATGCAGGGTAGGAGTCCCTCCAGGAGAGGGAAGTG	UpstreamP1_CTCF	17
chr10	23201482	23201632	id-11055	1	+	NA	NONE	5
chr10	23266820	23266970	id-11056	1.04e-05	-	CCCTAATATTGTGTTCTGGTCAGAAGTGGGCAGTA	V_CTCF_BR	14
chr10	23276203	23276353	id-11057	8.13e-06	-	ACTCTAATTCTGATCAGATCCAACAGATGGCAGTG	Upstream_CTCF	34
chr10	23277916	23278066	id-11058	2.83e-07	-	CCAACGTCCTCCTAATCGGCCACTAGGGGTCAGTA	V_CTCF_BR	40
chr10	23324604	23324754	id-11059	7.15e-05	-	GTGGCCTATAGAGGAGTGGCCTGTAGGTGGTGTGT	V_CTCF_BR	39
chr10	23357213	23357363	id-11060	1.38e-08	-	AATTGGTGGCATGAAGGGACCACTAGGGGGCGCCC	V_CTCF_BR	40
chr10	23370958	23371108	id-11061	4.23e-06	+	ATGCTGAAATACTTCTCTGCCACAAGAGGGTGATA	UpstreamP1_CTCF	40
chr10	23447029	23447179	id-11062	3.29e-05	+	CATGTGTGACTCATCCAAACCATTAGAGGGCGACC	Upstream_CTCF	37
chr10	23447420	23447570	id-11063	2.31e-07	+	GGATGAGTTCTGCAAGAGCCCACCAGAGGGAGCCA	Upstream_CTCF	40
chr10	23462654	23462804	id-11064	9.84e-06	-	CTGCGGGGGACCGGGCCGGAGGCCAGGGGGACGGC	UpstreamP1_CTCF	4
chr10	23481706	23481856	id-11065	1.99e-07	-	GCCGGGCGAGTAGGGGAAGCCGCCTGGGGGCGCCC	V_CTCF_BR	2
chr10	23493848	23493998	id-11066	1.93e-05	+	GCATTGCAGCCTGCGGTCACCGGTAGGTGTCAATG	V_CTCF_BR	5
chr10	23582181	23582331	id-11067	1.38e-07	-	CTTGCAGTTCCCACAGCTGACAGATGGTGGGGACA	Upstream_CTCF	40
chr10	23583694	23583844	id-11068	1	+	NA	NONE	38
chr10	23603824	23603974	id-11069	1.84e-06	+	TACTTGTGACCTTAACTGGTCTCCAGAGGGCAGCA	V_CTCF_BR	40
chr10	23614175	23614325	id-11070	4.88e-05	+	CTACTGCATTCCACCCTGGGCAACAGAGGGAGACT	UpstreamP1_CTCF	18
chr10	23627272	23627422	id-11071	2.12e-06	-	GTTCAGTGCTATCAACCTGTCGCTAGGTGGCTGGC	UpstreamP1_CTCF	31
chr10	23647385	23647535	id-11072	1.59e-06	-	CTGCCAGCGTTCTCAGAGTCCAGCTGGGGGCAGCA	V_CTCF_BR	35
chr10	23727599	23727749	id-11073	1	+	NA	NONE	30
chr10	23805578	23805728	id-11074	1	+	NA	NONE	38
chr10	23812146	23812296	id-11075	9.84e-06	-	AGCCCCTGCCAAGGACAGGCCACGAGGGGGCCCAG	UpstreamP1_CTCF	15
chr10	23814462	23814612	id-11076	1	+	NA	NONE	36
chr10	23819106	23819256	id-11077	5.68e-06	-	TCATATCTCATGTATATTACCACTAGGTGGCTCAA	V_CTCF_BR	31
chr10	23824437	23824587	id-11078	1	+	NA	NONE	19
chr10	23945778	23945928	id-11079	8.46e-07	-	CAGGCAGTTCCCAAAACACCCTGTAGGTGACTCCA	Upstream_CTCF	32
chr10	23975774	23975924	id-11080	6.18e-07	-	CGAGCAATACTCCTGTTGTCCACAGGATGGATCTG	Upstream_CTCF	7
chr10	23982454	23982604	id-11081	2.43e-06	+	ATTGCACATTCTGCTCCAGCCGGGAGGCGGCGGGC	Upstream_CTCF	14
chr10	23991921	23992071	id-11082	4.68e-07	-	AGGGAAGATGTTCTAATCGCCACTAGGGGGAGGGC	V_CTCF_BR	40
chr10	24175427	24175577	id-11083	1	+	NA	NONE	14
chr10	24270977	24271127	id-11084	1	+	NA	NONE	15
chr10	24283513	24283663	id-11085	1.84e-06	+	AGCATAGTTCAGCATCATCCCACCAGGGGGCAGTA	V_CTCF_BR	40
chr10	24485476	24485626	id-11086	1.65e-07	-	CCCCTGTTTAGGCATATGGCCACTAGGGGGCGAGA	UpstreamP1_CTCF	40
chr10	24511892	24512042	id-11087	3.09e-07	+	GGGAGTGTAGCAGTGAGGACCACCAGAGGTCACTC	V_CTCF_BR	26
chr10	24538892	24539042	id-11088	7.6e-05	+	TTGCCATTTCAGTGATGCACCAAAGGGTGGAGTTG	UpstreamP1_CTCF	4
chr10	24576602	24576752	id-11089	2.47e-05	-	GCGGTAATGAATTTGATAGACAGCAGAGGTCAGAT	Upstream_CTCF	4
chr10	24599117	24599267	id-11090	1	+	NA	NONE	6
chr10	24608495	24608645	id-11091	5.97e-08	-	TGTGAAATTCTCACACTATCCACCAGGGTGCGCTC	Upstream_CTCF	40
chr10	24649565	24649715	id-11092	2.27e-06	-	GATTACGTTTCGAGTTGCACCACAAGGGGGTGCCC	V_CTCF_BR	40
chr10	24660147	24660297	id-11093	9.25e-06	+	GGCAACAGATTTAGCAGCTCCTCTAGGTGGAACCA	V_CTCF_BR	22
chr10	24672649	24672799	id-11094	1.56e-05	-	GGGGACATTCCCCAATCGGCCACAAAGAGGCGGTC	Upstream_CTCF	40
chr10	24683657	24683807	id-11095	4.1e-06	-	GGTGCTATTAATATTTTACCCAGTGGAGGGCTCTC	Upstream_CTCF	8
chr10	24685430	24685580	id-11096	6.9e-05	+	GTTGTAATTTTATGAAAGATGGACAGGGGGAGCCT	Upstream_CTCF	37
chr10	24707579	24707729	id-11097	1	+	NA	NONE	33
chr10	24752166	24752316	id-11098	6.46e-07	+	ACTGGTCAGCCAGGTCTGGCCACTGGAGGGCTCAG	V_CTCF_BR	34
chr10	24792686	24792836	id-11099	3.97e-07	-	GGTAACAATTTCGAAATGGCCAGCAGATGGTGCCA	V_CTCF_BR	40
chr10	24802233	24802383	id-11100	1	+	NA	NONE	40
chr10	24805513	24805663	id-11101	9.29e-06	-	TAATCAGTCCGGCACATGATCACCAGAGGGACCTC	Upstream_CTCF	9
chr10	24808043	24808193	id-11102	1.39e-07	-	GAACTTTCAGAAATGCGGACCACTAGGGGGCAGTA	V_CTCF_BR	40
chr10	24841449	24841599	id-11103	4.55e-09	-	GCTGAAGTTCCCGAAGGCACCAGCAGGAGGGGCGC	Upstream_CTCF	40
chr10	24846192	24846342	id-11104	3.12e-08	-	GTGCACAAGTTCCAGATGACCACCAGATGGCAGGA	UpstreamP1_CTCF	40
chr10	24863676	24863826	id-11105	1	+	NA	NONE	9
chr10	24866968	24867118	id-11106	3.81e-05	+	AGTGACAAATTCATTATCCACCCCAGGGGGCAGCC	V_CTCF_BR	3
chr10	24906804	24906954	id-11107	8.61e-08	+	AAAGCCCCTGCATCGCATGCCTCCAGGGGGCGCTC	V_CTCF_BR	40
chr10	24931931	24932081	id-11108	1.75e-07	+	CAGCAGTTTAAGTACAGTACCACTAGGTGTCGGAC	UpstreamP1_CTCF	40
chr10	24990603	24990753	id-11109	2.31e-07	-	CATGGTATTCTACCAGAGTCCACCAGAGGCTGCCC	Upstream_CTCF	12
chr10	25011846	25011996	id-11110	1.93e-05	+	GCTTCCCTTCCCCTGTGGCCACCTAGGGGGAAAAA	Upstream_CTCF	18
chr10	25012392	25012542	id-11111	1	+	NA	NONE	11
chr10	25016907	25017057	id-11112	2.2e-06	+	ATCTCACTTGTAAACACCTCCACCAGAGGGAGGGC	Upstream_CTCF	35
chr10	25158438	25158588	id-11113	1.56e-05	-	TTGGCATAACACCAAATAACCACCAGAAGTAGCCA	Upstream_CTCF	5
chr10	25171307	25171457	id-11114	1	+	NA	NONE	14
chr10	25173845	25173995	id-11115	1.15e-07	+	GTGCAGGAGGGTCCTGTCCCCACCTGGGGGCCCTG	UpstreamP1_CTCF	9
chr10	25193832	25193982	id-11116	5.48e-05	+	AATGTCCTGCTGGAAGTCTCCACATGGGTGTGCCA	Upstream_CTCF	1
chr10	25224406	25224556	id-11117	1	+	NA	NONE	10
chr10	25233975	25234125	id-11118	1	+	NA	NONE	20
chr10	25241411	25241561	id-11119	4.88e-05	-	GGAGAAACATGGCCGGGAGCAGCGAGGAGGCGCCA	V_CTCF_BR	31
chr10	25241809	25241959	id-11120	1	+	NA	NONE	30
chr10	25247704	25247854	id-11121	1	+	NA	NONE	14
chr10	25258868	25259018	id-11122	1.18e-05	+	TTGTTGCTCCCCCATGAGAGCTGCAAGGGGCCAGC	UpstreamP1_CTCF	5
chr10	25263950	25264100	id-11123	9.41e-05	+	CAGATTAAACCACATGTGGCCTCCAGGGTGCTCTG	V_CTCF_BR	22
chr10	25264271	25264421	id-11124	1	+	NA	NONE	4
chr10	25278936	25279086	id-11125	1	+	NA	NONE	14
chr10	25315548	25315698	id-11126	1.24e-05	+	TGTAATGGACTACTGTCAACCACAAGATGGCATTC	V_CTCF_BR	17
chr10	25366377	25366527	id-11127	3.31e-06	-	ATGTAGTCTCCGATGGAGACCGCATGGGGACACCC	UpstreamP1_CTCF	0
chr10	25370013	25370163	id-11128	2.97e-06	-	GTTTGCCTAGTGGCGCTGTCCACTAGAGGGAGTCA	V_CTCF_BR	40
chr10	25402184	25402334	id-11129	1.99e-07	+	GCCATGGCACAAACCTTTACCACTAGGGGGCGGCT	V_CTCF_BR	40
chr10	25499342	25499492	id-11130	2.37e-05	+	GCATCAGTTTCCAGACCCACCAGCAGGGTTCCTAT	Upstream_CTCF	10
chr10	25516133	25516283	id-11131	1.84e-06	-	CTCTCTCTCTTTCCCCCAACCACAAGATGGCGATA	V_CTCF_BR	40
chr10	25723068	25723218	id-11132	2.15e-05	-	CTCATAATTAGTATTGCTACCACCAGATGGAGTAG	V_CTCF_BR	4
chr10	25745042	25745192	id-11133	1	+	NA	NONE	13
chr10	25812000	25812150	id-11134	3.41e-07	+	CCTGCTGTTCCATTTTTCCCCATGGGATGGCACCA	Upstream_CTCF	30
chr10	25844924	25845074	id-11135	1.56e-05	+	GCAGCTTAGCTTGTGACAACCACTAGGTGACAACA	Upstream_CTCF	20
chr10	25927463	25927613	id-11136	1.59e-06	-	TTCGGCATAGCCATGGCTGCCAGCAGGTGGCTTCC	V_CTCF_BR	26
chr10	25928697	25928847	id-11137	7.55e-07	+	CAGTGATCTATCCACATGACCAGAAGAGGGCTCTG	V_CTCF_BR	15
chr10	25971194	25971344	id-11138	1.15e-07	-	CTCCCCTCCTGGAAGATGACCTCAAGAGGGCAGCA	V_CTCF_BR	22
chr10	25971629	25971779	id-11139	7.12e-06	-	TTGCACTTCTGGGCTGGAACCACTGAGGGATGCTG	UpstreamP1_CTCF	33
chr10	25985080	25985230	id-11140	9.51e-07	+	CATCTCCAATTTGCAGCAGCCACAGGAGGGCAGCA	V_CTCF_BR	19
chr10	25989871	25990021	id-11141	1.21e-09	+	GTGCAGTAACTGAGTTTGGTCAGCAGATGGCAGTG	UpstreamP1_CTCF	40
chr10	26002228	26002378	id-11142	1	+	NA	NONE	24
chr10	26014953	26015103	id-11143	1.03e-06	+	TAAATGTATCCATTCGAGGCCACTAGATGGCAGTC	V_CTCF_BR	40
chr10	26047025	26047175	id-11144	1.34e-06	+	TCTGCACTTCCCCTGTTGTGAACTAGAAGGAAATA	Upstream_CTCF	31
chr10	26057202	26057352	id-11145	1	+	NA	NONE	17
chr10	26113112	26113262	id-11146	1	+	NA	NONE	2
chr10	26164611	26164761	id-11147	1.05e-08	+	GCTGCATTTCCAGAGGGATGCACTAGAGGGCGCGT	Upstream_CTCF	40
chr10	26223069	26223219	id-11148	9.49e-08	-	CAGGGGAAGAACTGGGCCGCCTGTAGAGGGCGGGC	V_CTCF_BR	4
chr10	26223903	26224053	id-11149	6.39e-08	-	GGGACGGGCCGACCCAGCGCCACCTGTGGGCGGCG	V_CTCF_BR	23
chr10	26332212	26332362	id-11150	4.7e-06	+	AGGCATTGGAGTTCTACAATCAGCAGGTGGCACAG	V_CTCF_BR	1
chr10	26376369	26376519	id-11151	6.39e-05	-	AAAGGCATTCCAACCTCTGCCCCCAGAGGTTTAGG	Upstream_CTCF	8
chr10	26397608	26397758	id-11152	4.21e-05	-	GTAAGCCTGCAGCAAGGATACTCAAGATGGAGCCA	V_CTCF_BR	2
chr10	26446791	26446941	id-11153	4.14e-06	-	AGCATTCCCAGGCCTCTACCCACTAGAGGTCAGTA	V_CTCF_BR	18
chr10	26461199	26461349	id-11154	8.81e-07	+	CCCAGGCCGGCAGGGCTCTCCAGCAGATGTCAGAA	V_CTCF_BR	1
chr10	26505238	26505388	id-11155	2.27e-05	+	CTCCCACCCCCTCACTCTGACTCCAGCTGGCGTGC	V_CTCF_BR	1
chr10	26541054	26541204	id-11156	1	+	NA	NONE	2
chr10	26558822	26558972	id-11157	1	+	NA	NONE	28
chr10	26600433	26600583	id-11158	2.66e-05	+	TTGGAAACCTAGATTCCTGCCAGGAGAGGTCAGGT	V_CTCF_BR	11
chr10	26624114	26624264	id-11159	1.56e-06	+	GATCACTACCTCCTTTTTGGCACTAGATGGTGCCC	UpstreamP1_CTCF	40
chr10	26727270	26727420	id-11160	1	+	NA	NONE	10
chr10	26734361	26734511	id-11161	1.9e-06	-	CCTGTAATCCCAGCCCAGCCCTTTAGGAGGCCGAA	Upstream_CTCF	17
chr10	26737321	26737471	id-11162	1.77e-05	-	TCTGCACTGCCCAATTCAGCCACTAGCCACATGAG	Upstream_CTCF	11
chr10	26737946	26738096	id-11163	1	+	NA	NONE	2
chr10	26770386	26770536	id-11164	1	+	NA	NONE	4
chr10	26792907	26793057	id-11165	2.27e-05	+	TTTGCAAAATTCTTGGTTGATAGCAGGTGGCGCCA	V_CTCF_BR	24
chr10	26805720	26805870	id-11166	6.75e-05	+	CCGCGTTTTTATTTTCCTTTCACTAGAGGGCATCA	UpstreamP1_CTCF	5
chr10	26823434	26823584	id-11167	2.15e-05	-	CTGGGCGGAACCTTAATGAACGAGAGAGGGCGCTC	V_CTCF_BR	21
chr10	26839785	26839935	id-11168	1.85e-05	+	ACTTTTGTATGTCATTTCAGCACTAGAGGGCCTCC	Upstream_CTCF	19
chr10	26846117	26846267	id-11169	3.22e-09	-	CTGTAGTTTTCCAGTCTAGCCAGCAGATGACAGCA	UpstreamP1_CTCF	40
chr10	26862728	26862878	id-11170	2.47e-07	+	AAGCTGTGGGCACAGCACACCACAAGGGGGAGGAC	UpstreamP1_CTCF	31
chr10	26895421	26895571	id-11171	2.11e-06	+	AACTATAACTGAAACATGACCACTAGATGGAGCAA	V_CTCF_BR	24
chr10	26916380	26916530	id-11172	6.19e-06	+	AAGCTGTAGGCACAGCACACCACAAGGGGCAGGAT	UpstreamP1_CTCF	30
chr10	26932229	26932379	id-11173	1	+	NA	NONE	1
chr10	26936663	26936813	id-11174	8.81e-07	-	TAGCACAAGCAGTCCTGGGCCACGGGGTGGCACTG	V_CTCF_BR	11
chr10	26973705	26973855	id-11175	2.11e-06	+	AACTATAACTGAAACATGACCACTAGATGGAGCAA	V_CTCF_BR	33
chr10	27001271	27001421	id-11176	2.78e-06	-	GGCTGCAGCTCTGACATTCCCTGGAGAGGGCAGTA	V_CTCF_BR	28
chr10	27015147	27015297	id-11177	2.47e-07	+	ATGAAATGTTTCATGCTGCCCACTAGGGGGCATGC	UpstreamP1_CTCF	39
chr10	27018005	27018155	id-11178	3.86e-05	+	TCAATTATCCAACGTATGGCCAGTAGGGGAGGCCC	Upstream_CTCF	28
chr10	27135803	27135953	id-11179	1	+	NA	NONE	4
chr10	27147175	27147325	id-11180	1	+	NA	NONE	5
chr10	27150148	27150298	id-11181	1.48e-06	+	CCGGAGTTTCCTCACAGCTCCGGAAGGTGGCGCCA	UpstreamP1_CTCF	40
chr10	27171073	27171223	id-11182	1	+	NA	NONE	40
chr10	27179929	27180079	id-11183	5.51e-07	+	TTTTTGGCTCCCTGTGCTACCACAAGGTGGCAGAA	V_CTCF_BR	39
chr10	27311120	27311270	id-11184	1	+	NA	NONE	5
chr10	27361500	27361650	id-11185	1.28e-06	-	TGTGCTTGTTGAGTTTTAGCCAGGAGGTGGCGCTT	V_CTCF_BR	23
chr10	27389086	27389236	id-11186	1.1e-06	-	CGCGGGAGGCGGGGGCGAGCCGGGGGAGGGCGCCT	V_CTCF_BR	24
chr10	27443375	27443525	id-11187	1	+	NA	NONE	39
chr10	27512932	27513082	id-11188	5.65e-05	+	ACTTATAAATTGTGTATTACAGCTAGGGGGCGCAG	V_CTCF_BR	40
chr10	27531149	27531299	id-11189	1	+	NA	NONE	38
chr10	27541444	27541594	id-11190	3.4e-06	+	CCCGCCGCCCCCGCCGCCGCCGCCAGGGGCGCTGG	Upstream_CTCF	35
chr10	27574164	27574314	id-11191	1.24e-05	-	GGTACTTCTGGTGATAATTCCAGGAGGTGGCAGTA	V_CTCF_BR	39
chr10	27645231	27645381	id-11192	1.19e-06	-	GGAGGTGTGGGCAGCTTTTCCACTAGAGGGCAATG	V_CTCF_BR	32
chr10	27649618	27649768	id-11193	3.42e-08	-	GTGGCTTTTTGGCTCCCTGCCAGTAGGTGGCAGCA	V_CTCF_BR	39
chr10	27658878	27659028	id-11194	2.27e-06	+	TATTTTTACATATTTGTAACCACAAGATGGCACCA	V_CTCF_BR	34
chr10	27735093	27735243	id-11195	7.44e-06	+	CGTGACCTTATTAAACTAACCACAAGATGGCATCG	Upstream_CTCF	39
chr10	27778245	27778395	id-11196	1	+	NA	NONE	6
chr10	27793185	27793335	id-11197	5.74e-05	-	CCGCTCCGAGCCCAGCTGGCCGCCCGGGTGCGCCT	UpstreamP1_CTCF	20
chr10	27847560	27847710	id-11198	3.29e-05	+	AATGAGATCTCTCAGTTCTCCATGAGGTGGCAGCA	Upstream_CTCF	40
chr10	27945648	27945798	id-11199	1.32e-08	-	CTGCAAGTTGGGTATGCTGCCACCAGGTGGCGTAG	UpstreamP1_CTCF	40
chr10	27969859	27970009	id-11200	9.66e-05	-	TTTGCCACTGACCGAATTATCGTTAGGTGGCGCAC	Upstream_CTCF	9
chr10	28013335	28013485	id-11201	1	+	NA	NONE	39
chr10	28031145	28031295	id-11202	2.58e-07	+	GCTGCGCTCCCTCACGGGTCCGGGAGGTGTCGCGC	Upstream_CTCF	38
chr10	28033513	28033663	id-11203	1	+	NA	NONE	13
chr10	28036175	28036325	id-11204	1	+	NA	NONE	8
chr10	28048526	28048676	id-11205	1.64e-05	+	CTGTTAAATGTCATCTTTACCTGAAGGGGGCAGAT	V_CTCF_BR	17
chr10	28072696	28072846	id-11206	4.24e-07	+	AAAGCACTACACAAGAGATCCAGGAGGGGGCTGCA	Upstream_CTCF	37
chr10	28083195	28083345	id-11207	5.01e-06	-	GAAGGAAACATGTCCTTCTCCACATGGGGGCAGCA	V_CTCF_BR	39
chr10	28154227	28154377	id-11208	1	+	NA	NONE	16
chr10	28202755	28202905	id-11209	1	+	NA	NONE	2
chr10	28386689	28386839	id-11210	5.74e-05	+	CAGTGTCATTGGCTCCCAACCACTAGGGGACAAAA	UpstreamP1_CTCF	20
chr10	28424329	28424479	id-11211	5.9e-06	-	GAGCATCCCTGGCCTCAATACAGTAGATGGCAGTA	UpstreamP1_CTCF	20
chr10	28468549	28468699	id-11212	2.94e-06	-	TTTTTAATATTATGTGCCTCCACTAGGTGGTGCTC	Upstream_CTCF	39
chr10	28530839	28530989	id-11213	3.63e-08	-	CTTGCACTTCTGTGGTTGACCACTAGATGTCATGA	Upstream_CTCF	38
chr10	28539821	28539971	id-11214	8.91e-07	+	TCAGCAATTCCTTTCAAATTCAGTAGAGGGTGCCA	Upstream_CTCF	37
chr10	28569595	28569745	id-11215	1	+	NA	NONE	2
chr10	28589078	28589228	id-11216	1.39e-05	-	TTATGACACTACCTGACTTCCACTAGATGGTGCAC	V_CTCF_BR	22
chr10	28591669	28591819	id-11217	1	+	NA	NONE	40
chr10	28592193	28592343	id-11218	4.21e-05	+	CGCTCGCCCTTGGTTCCCACTCCCAGGTGGCTGCA	V_CTCF_BR	23
chr10	28670917	28671067	id-11219	2.6e-07	-	CATGCATATTGATGGCGTACCAGCAGGTGGCAGTG	V_CTCF_BR	40
chr10	28683003	28683153	id-11220	2.19e-08	-	TACGCTCCCCTTAGATCTGCCACTAGAGGGCGCAC	V_CTCF_BR	40
chr10	28699880	28700030	id-11221	2.58e-05	+	GGAGAAACTGTGTCCTCTTCCACAAGGTGGTGATA	Upstream_CTCF	35
chr10	28721183	28721333	id-11222	2.47e-07	+	ATGTTCTTCTCTTGAAACACCAGTAGAGGGCGAAC	UpstreamP1_CTCF	40
chr10	28761946	28762096	id-11223	1	+	NA	NONE	1
chr10	28792162	28792312	id-11224	7.11e-06	-	CTTGTCCTAGCAGCCCAGCCCAGCAGGGGCATATG	Upstream_CTCF	22
chr10	28800800	28800950	id-11225	1	+	NA	NONE	19
chr10	28821677	28821827	id-11226	3.29e-05	+	CGCGCCCCACCGTCCTCTTCCGGAAGGCGGCTCCC	Upstream_CTCF	30
chr10	28830719	28830869	id-11227	1.55e-05	-	AAGCAAAATGGACTCGGGAACACTAGGGGGCTCTT	V_CTCF_BR	30
chr10	28876914	28877064	id-11228	8.71e-06	-	TGAGACTAGTGGACAGAGGACACCAGAGGTCAGTA	V_CTCF_BR	29
chr10	28917163	28917313	id-11229	1.52e-07	+	GGCTTGTCGTGGGCCTTCAACACCAGGTGGCGGTG	V_CTCF_BR	40
chr10	28952888	28953038	id-11230	1.02e-07	+	GAGCGCTGCTTCCCTCTCACCACAAGAGGGCGAGA	UpstreamP1_CTCF	39
chr10	28965740	28965890	id-11231	1	+	NA	NONE	24
chr10	28966133	28966283	id-11232	1.84e-06	+	GTCACTGACGCGCAGGCCTCCGCAAGGGGGAGCGC	V_CTCF_BR	40
chr10	28969101	28969251	id-11233	1.35e-05	+	ATGTGACAGCGACCAGGGTCCACTAGGTGGATATT	UpstreamP1_CTCF	36
chr10	28975889	28976039	id-11234	1	+	NA	NONE	3
chr10	28978927	28979077	id-11235	1.61e-05	-	ATTCAATTTTTAGTAAGCACCACTGGAGGGGGATG	UpstreamP1_CTCF	10
chr10	28994480	28994630	id-11236	1.28e-06	-	CCTCCCAGACCCCACCCCGCCACCAGGAGTCAGTC	V_CTCF_BR	3
chr10	29003486	29003636	id-11237	4.88e-05	+	TGTTAATAGATGTTGGACTCCAGTAGAGGGCAAGA	V_CTCF_BR	3
chr10	29011364	29011514	id-11238	1.17e-05	+	CGCGTCCCATCAGCAGCAGCCGAAAGAGGGTGCTC	V_CTCF_BR	21
chr10	29027253	29027403	id-11239	3.09e-07	-	AGGAAGTCCAAAAAGTTGGCCTGAAGGGGGCAGTG	V_CTCF_BR	25
chr10	29087044	29087194	id-11240	4.94e-06	+	CTGGTAATTTTTCTCAAATCCACCAGAGGGTTCCC	Upstream_CTCF	20
chr10	29167664	29167814	id-11241	6.21e-05	-	ATAAAACCAAAAAAATCTAGCACCAGAGGGAGACA	V_CTCF_BR	4
chr10	29180072	29180222	id-11242	9.31e-05	-	GGTGTCAGCCAGCCAGGGTGCACTAGAAGCCAACT	Upstream_CTCF	6
chr10	29228286	29228436	id-11243	6.21e-05	+	AGGACCCTCATGTTGCACGGTTCCAGGGGGCGCTG	V_CTCF_BR	37
chr10	29264958	29265108	id-11244	1	+	NA	NONE	2
chr10	29280786	29280936	id-11245	3.05e-07	-	GAATCTCTCTCCGCAATGGCCACCAGGAGGAGCTG	Upstream_CTCF	40
chr10	29296695	29296845	id-11246	7.62e-07	+	TCTGCAGAGCAGCAGGAGGCCTCTAGAGAGCAGAA	Upstream_CTCF	5
chr10	29315200	29315350	id-11247	6.98e-07	-	CGAGGGCGCTACAGCTGCTCCAGCAGATGGCTCTA	V_CTCF_BR	1
chr10	29353247	29353397	id-11248	4.34e-07	-	CTGCAGTTACAAAGCACTTCCAGAAGGATGAAGTG	UpstreamP1_CTCF	21
chr10	29367753	29367903	id-11249	4.14e-06	-	AATTAGCTGTAAGAGGCAACCAGCAGGGGGAAAAA	V_CTCF_BR	11
chr10	29408426	29408576	id-11250	2.15e-05	-	GACTTTGTCTGAGGCTCTGCCATTAGGGGGCGGTA	V_CTCF_BR	39
chr10	29419207	29419357	id-11251	1	+	NA	NONE	31
chr10	29421868	29422018	id-11252	6.82e-05	+	ATTCTGACGCCGTCACCTGGGGCTAGGTGGCACTG	V_CTCF_BR	10
chr10	29432038	29432188	id-11253	1	+	NA	NONE	4
chr10	29463519	29463669	id-11254	6.51e-05	-	CACAAGAAGAACCCATGCAACTATAGAGGGCAGCA	V_CTCF_BR	9
chr10	29475067	29475217	id-11255	2.29e-05	-	AGACACTGGGAACCAGTGGACACCAGGGGACGCAC	UpstreamP1_CTCF	4
chr10	29494670	29494820	id-11256	4.43e-05	-	AATCAAAGGAAAACAATGGCCCCGAGTGGTCGCTG	V_CTCF_BR	1
chr10	29528918	29529068	id-11257	7.61e-08	+	CATGCAACTCTAGGAGGAGCCTCTAGGAGGAGCCA	Upstream_CTCF	40
chr10	29532852	29533002	id-11258	7.11e-06	-	TCTGACCTTTTCCCTTCATCAAGTAGGGGGCACTC	Upstream_CTCF	40
chr10	29555665	29555815	id-11259	1.93e-05	+	TGCGCTCTCTTGAAAGCAGCCACCAGCAGGGAGCC	Upstream_CTCF	6
chr10	29593585	29593735	id-11260	6.04e-07	-	GTGTTGTTACAAGAAATAGCCACAGAAGGGCAGCA	UpstreamP1_CTCF	40
chr10	29633568	29633718	id-11261	1.17e-05	-	CCCCGGGTCCTCCATGCAGCCTGTGGGTGGCATTG	V_CTCF_BR	9
chr10	29666405	29666555	id-11262	2.43e-06	+	GCTGGCTGACTCAGGATATCCACTAGGTGGTGCTA	V_CTCF_BR	40
chr10	29675413	29675563	id-11263	1.64e-09	+	CTGTAATTACTCCTGTCGGCCTCTAGATGGCAGTC	UpstreamP1_CTCF	38
chr10	29681453	29681603	id-11264	9.71e-06	-	TACATTATCCCCACATTTGCCAGTAGGGGGCCCCA	Upstream_CTCF	40
chr10	29688087	29688237	id-11265	8.34e-07	-	ATGTTATAGTAGGAATGGTCCAGTGGATGGCGCTG	UpstreamP1_CTCF	0
chr10	29698408	29698558	id-11266	7.27e-06	-	GGGTGCGCCTCTCAGCTATTCAGCAGCGGGAGCTG	V_CTCF_BR	13
chr10	29698682	29698832	id-11267	4.88e-05	-	GGGAGAGCGCGGCCCAGAGGCCGAGGAGGGCGCGG	V_CTCF_BR	14
chr10	29718662	29718812	id-11268	9.29e-06	+	AGTGACCTTATTAAAATAACCACAAGATGGCATCA	Upstream_CTCF	17
chr10	29734479	29734629	id-11269	1.19e-06	+	GCAGACAAAATATATGTCCCCAGCAGAGGGCAGGC	V_CTCF_BR	40
chr10	29738049	29738199	id-11270	3.71e-10	-	CGCTGAGGGAAGGCTATGGCCAGCAGGTGGCGCTG	V_CTCF_BR	40
chr10	29754435	29754585	id-11271	1.82e-07	-	GCGCCCCAGCCAGGTAAGGCCTGCAGGGGGCAGCT	V_CTCF_BR	38
chr10	29759343	29759493	id-11272	9.55e-09	+	GCAGTACAGCCGCCACTCACCTGCAGGGGGCACCG	V_CTCF_BR	38
chr10	29771540	29771690	id-11273	1.73e-05	-	ATCCTAAGGCCACACAAGACCTCCGGGTGGAGCTA	V_CTCF_BR	24
chr10	29776924	29777074	id-11274	1	+	NA	NONE	37
chr10	29785418	29785568	id-11275	5.72e-09	-	AGTGCCACTGCCTGAACCGCCAGCAGGGGGAGCCA	V_CTCF_BR	38
chr10	29802057	29802207	id-11276	3.8e-07	-	AATGTTATTTCACAAGTGACCAGAAGGCGTCGCTA	Upstream_CTCF	40
chr10	29806375	29806525	id-11277	1.73e-05	-	TGTAGCTGGGAGATTTCAGCCACTAGAGGGCCCCA	V_CTCF_BR	40
chr10	29818230	29818380	id-11278	2.78e-06	+	ACGGGCTGAGCATCACCGGCCAGGAGCGGGTGACC	V_CTCF_BR	7
chr10	29819120	29819270	id-11279	1.13e-05	+	TTGTTCTCCTACAGGACCTACAGGAGGGGTCACTA	UpstreamP1_CTCF	12
chr10	29822745	29822895	id-11280	2.84e-05	-	ATGAAATTACAGCGTTTGGTCAATAGGTGTCTGTA	UpstreamP1_CTCF	8
chr10	29824550	29824700	id-11281	1	+	NA	NONE	40
chr10	29842748	29842898	id-11282	8.56e-05	-	GTACAGGGAGCGGCTGCTCTCAGCAGGGAGCGCTA	UpstreamP1_CTCF	5
chr10	29843822	29843972	id-11283	1	+	NA	NONE	19
chr10	29879717	29879867	id-11284	3e-09	-	ATGCATTGATTCTTTTCTGCCACCAGGGGGAGGTA	UpstreamP1_CTCF	39
chr10	29922384	29922534	id-11285	1	+	NA	NONE	28
chr10	29923708	29923858	id-11286	3.16e-06	-	GGGAAGTTCAGCCTCGAGGACACTAGGGGACGAAA	UpstreamP1_CTCF	17
chr10	29924729	29924879	id-11287	2.91e-05	-	CCTGACACCCAGAGGCATACCACTGGGAGGCCCCG	Upstream_CTCF	14
chr10	29937513	29937663	id-11288	1	+	NA	NONE	4
chr10	29947948	29948098	id-11289	9.84e-06	-	TTGCACCTCGTCAGGCAAACCACAAGGGGAAATGC	UpstreamP1_CTCF	35
chr10	29958250	29958400	id-11290	1	+	NA	NONE	10
chr10	30024824	30024974	id-11291	3.33e-09	-	GGTGCTCCCGCCTGGTGGCCCAGCAGAGGGCGCCA	V_CTCF_BR	40
chr10	30073599	30073749	id-11292	1	+	NA	NONE	5
chr10	30147487	30147637	id-11293	1.67e-07	-	CTCCCTGCCCAGCTGGCCCCCTGCAGGTGGCACTG	V_CTCF_BR	40
chr10	30184505	30184655	id-11294	6.82e-05	+	TCCAGATGCTTCCCGAGGCTCCGCAGGGGGAGGTA	V_CTCF_BR	4
chr10	30215672	30215822	id-11295	6.74e-08	+	CCTGCCGCACTGCTGAAAGCCAGCAGGGGGCTGTT	Upstream_CTCF	39
chr10	30236754	30236904	id-11296	1.73e-06	-	TTGCATTGAGCCACCCTGTCCACAAGGTGAATCAG	UpstreamP1_CTCF	25
chr10	30240771	30240921	id-11297	4.21e-05	+	GGACAAGTCCAGGAACTCGCCAGCTGTTGCAGCTC	V_CTCF_BR	12
chr10	30244402	30244552	id-11298	7.49e-07	+	GGGCAGCCTCCGGCAACAGCCAGCAGGGAGCTGGG	UpstreamP1_CTCF	8
chr10	30255315	30255465	id-11299	5.21e-08	-	CTGAGCCCCCTGCATCCAGCCAGCAGGTGGAGGGA	V_CTCF_BR	24
chr10	30258290	30258440	id-11300	3.42e-05	+	CATGTTGTTGGCATTGCTAACAGCAGCAGGTGCTG	Upstream_CTCF	1
chr10	30287369	30287519	id-11301	5.35e-09	+	GAGCACTTCCAATAACCAGCCAGCAGGGGACAGCA	UpstreamP1_CTCF	40
chr10	30291469	30291619	id-11302	1.03e-06	-	GCCGCCTGCTGGCATTTCAACGCTAGAGGGCAGCG	V_CTCF_BR	40
chr10	30307609	30307759	id-11303	1	+	NA	NONE	11
chr10	30311486	30311636	id-11304	1	+	NA	NONE	10
chr10	30315595	30315745	id-11305	1.15e-06	-	GTTGCTATCTCGCCCAGCACCGGCAGATGTCCCCA	Upstream_CTCF	3
chr10	30316156	30316306	id-11306	3.66e-06	-	TGGCGGTGCACCTTTCTGCTCAGCAGATGGAAGCA	UpstreamP1_CTCF	27
chr10	30333451	30333601	id-11307	1	+	NA	NONE	0
chr10	30382337	30382487	id-11308	1.7e-05	-	TCTGCAGTCCTGCAGGGGGCCAGCTGTGAGTCTTA	Upstream_CTCF	11
chr10	30407693	30407843	id-11309	1	+	NA	NONE	14
chr10	30440928	30441078	id-11310	4.68e-07	+	CAGGGTGGGTAGAGAAAGGCCACCAGGTGGTGGCA	V_CTCF_BR	29
chr10	30467353	30467503	id-11311	1.21e-05	+	GGGGCCCCTCCCTGGCACCCCACCTGGTGGGAGGA	Upstream_CTCF	4
chr10	30475358	30475508	id-11312	3.11e-05	-	GTGGACTATGATTCTTCCTCCTCATGGTGGCAGCA	V_CTCF_BR	37
chr10	30477678	30477828	id-11313	2.78e-06	+	GTAAGGGACCCAGCACATCCCAGCAGGTGGCAGGA	V_CTCF_BR	5
chr10	30502013	30502163	id-11314	1	+	NA	NONE	10
chr10	30530170	30530320	id-11315	3.1e-07	-	CAGTTATTACTCTCAGGGACCTGCAGAGGGAGCTC	UpstreamP1_CTCF	39
chr10	30559291	30559441	id-11316	9.39e-07	+	CTTGTAATTTATCAAAGAACCAACAGAGGGCATAA	Upstream_CTCF	27
chr10	30594077	30594227	id-11317	6.21e-05	-	TGACTTCTCTCCTGGTATACCTGGTGGTGGCAGTG	V_CTCF_BR	4
chr10	30598473	30598623	id-11318	3.8e-07	+	GTAGCATTTCCCTACCACGGCACCAGGAGGCTCTA	Upstream_CTCF	7
chr10	30613497	30613647	id-11319	3.05e-07	+	CTTGTAATTTCTCCAAGAACCAACAGATGGCATAA	Upstream_CTCF	9
chr10	30637863	30638013	id-11320	1.85e-05	-	ACGGCTGTGGACCCTTTGGCAAGAGGGTGGGGCTG	Upstream_CTCF	14
chr10	30648707	30648857	id-11321	8.43e-09	+	CCTGTGAAGCTGGCTCTGGCCACTAGAGGGCAGGA	V_CTCF_BR	40
chr10	30648940	30649090	id-11322	6.86e-07	+	ATGGCAGTCCCTGTGAAATCCTCCAGGTGTCACCA	Upstream_CTCF	4
chr10	30653977	30654127	id-11323	3.28e-05	-	AGTGAGTGAGAGGCCAGGGAAGGCAGGGGGAGCTG	V_CTCF_BR	1
chr10	30669181	30669331	id-11324	1	+	NA	NONE	0
chr10	30673797	30673947	id-11325	1.61e-05	-	GTGCACTGGCACCCAGAGAAAGAGAGAGGGAGCCA	UpstreamP1_CTCF	40
chr10	30676629	30676779	id-11326	3.56e-05	-	ACCTTTCTTCAACCACATGCCGCTAGAGGGCTTGG	Upstream_CTCF	22
chr10	30681533	30681683	id-11327	3.95e-10	+	AAGCAGTTCCCCCACATAACCTGCAGGTGGCACCA	UpstreamP1_CTCF	40
chr10	30687771	30687921	id-11328	1.1e-06	+	GTCACTCCTCTCCCATCCGCCAGCAGTGGCCACTG	V_CTCF_BR	8
chr10	30703041	30703191	id-11329	3.8e-07	+	ACTGCTATTTCTATTATGGCCACATGGAGTCACTG	Upstream_CTCF	40
chr10	30723553	30723703	id-11330	3.18e-06	-	TGCGGCCGTCCAGGCGGCGTCGGCAGCGGGAGGCG	V_CTCF_BR	6
chr10	30748296	30748446	id-11331	7.49e-05	-	TACTCAGCAGCCTCTTGCGCTCCAAGAGGGCAGAG	V_CTCF_BR	2
chr10	30782819	30782969	id-11332	1	+	NA	NONE	26
chr10	30799595	30799745	id-11333	1	+	NA	NONE	32
chr10	30811636	30811786	id-11334	1	+	NA	NONE	15
chr10	30823572	30823722	id-11335	3.63e-08	-	CCTGCATTTTTACAGTTTGTCACTAGATGGCAGCA	Upstream_CTCF	40
chr10	30831875	30832025	id-11336	4.65e-05	-	TAGACAGGAAATGCAATCTCCAGCAGGGGCTACAG	V_CTCF_BR	4
chr10	30842050	30842200	id-11337	3.63e-06	+	TAATGCTGCCGCTGATCCGACAGGAGGTGGAGCTC	V_CTCF_BR	4
chr10	30870829	30870979	id-11338	8.13e-06	+	TACATTATCCCCACTTTGGCCAGTAGGGGGCCCTA	Upstream_CTCF	40
chr10	30876765	30876915	id-11339	9.29e-06	-	GGGGGGATCCCAGGGGCTGCCCCTAGGGGCCCCTC	Upstream_CTCF	5
chr10	30880240	30880390	id-11340	1.31e-09	-	CTGTAATTACTCCTGTTGGCCTCTAGATGGCAGTC	UpstreamP1_CTCF	40
chr10	30928986	30929136	id-11341	5.53e-08	+	GTGCATCAATTCTTTTCTGCCACCAGAGGGAGACA	UpstreamP1_CTCF	40
chr10	30960070	30960220	id-11342	7.9e-07	+	ATGTTATTTCACCAACTGACCAGAAGGCGTCGCTA	UpstreamP1_CTCF	40
chr10	30976712	30976862	id-11343	5.72e-09	+	AGTGCCACTGCCTGAACCGCCAGCAGGGGGAGCCA	V_CTCF_BR	40
chr10	30985468	30985618	id-11344	1	+	NA	NONE	29
chr10	30998320	30998470	id-11345	8.02e-08	+	GTGCCCCAGCCAGGTAAGGCCTGCAGGGGGCAGCT	UpstreamP1_CTCF	28
chr10	31007357	31007507	id-11346	5.13e-05	-	GGAGGCAGAGGTTGCAGCGAGCCCAGATGGCGCCA	V_CTCF_BR	15
chr10	31015825	31015975	id-11347	9.87e-11	+	CGCAGACGGAAGGCTGTGGCCAGCAGGTGGCGCTG	V_CTCF_BR	40
chr10	31016099	31016249	id-11348	2.39e-05	+	GTGCAGTGACATGAACGTGCCCAAAGTGGGAGTCT	UpstreamP1_CTCF	23
chr10	31040901	31041051	id-11349	3.66e-06	+	ATGCCATAGAGACAGGCCACCAGCAGAGGAGGCCG	UpstreamP1_CTCF	40
chr10	31072875	31073025	id-11350	6.21e-05	+	GAAAAGGCAGGGGAAGGGGCTTGGAGAGGGAGGCT	V_CTCF_BR	39
chr10	31111052	31111202	id-11351	3.36e-05	-	CTTCTGCATTAGGCCTGCTCCTCTGGAGGGAGACA	UpstreamP1_CTCF	12
chr10	31117274	31117424	id-11352	6.23e-05	+	CTGCCGTGGATGGACTTGCCCACGGTGTGTCTCCG	UpstreamP1_CTCF	5
chr10	31122594	31122744	id-11353	7.46e-06	-	CAGCTGTTCTCCACTTCAACCACATGGGGCTGAGT	UpstreamP1_CTCF	9
chr10	31131286	31131436	id-11354	4.01e-05	+	CTCTCATCTTCCTGCCTCCCCAGTAGGAGGCCCTC	Upstream_CTCF	19
chr10	31320531	31320681	id-11355	1.55e-05	+	CACCCCAGGTCCCTACCGCCCAGCAGGGCGCGCTG	V_CTCF_BR	40
chr10	31321409	31321559	id-11356	2.94e-06	-	TCTGCAAGAAACGGGCTGGGCTGGAGGCGGCGCCA	Upstream_CTCF	16
chr10	31372750	31372900	id-11357	8.16e-07	+	GGCTCCGTGTTTGATTCCACCAACAGAGGGCACTA	V_CTCF_BR	40
chr10	31392141	31392291	id-11358	3.45e-05	+	GAGGCTGGCTGTGGAGGAGCAGGCAGGAGGCAGTA	V_CTCF_BR	6
chr10	31433210	31433360	id-11359	2.58e-05	-	CCTGTTGCGCCCCCTCCCACCCCCTGTGAGCACTT	Upstream_CTCF	4
chr10	31446540	31446690	id-11360	9.81e-06	-	CAGAACAAAACCAGCCCCGCCAGAAGGAGGCTGAG	V_CTCF_BR	9
chr10	31475461	31475611	id-11361	1.64e-05	-	ATTTGAGGAGCAGGATGTGCCAAAGGGGGGCGCTG	V_CTCF_BR	27
chr10	31593209	31593359	id-11362	1	+	NA	NONE	3
chr10	31608383	31608533	id-11363	2.1e-06	-	GCGGCAGGGGCGGCGGGAGCCGCTAGGCGGAGAGA	Upstream_CTCF	39
chr10	31609278	31609428	id-11364	1	+	NA	NONE	16
chr10	31609773	31609923	id-11365	1	+	NA	NONE	20
chr10	31611740	31611890	id-11366	1.03e-06	+	TTGCTGTCATTGGAAACCACCAGTAGAGGATGCTA	UpstreamP1_CTCF	35
chr10	31642669	31642819	id-11367	2.1e-05	+	TGGCAATACATAGTTTTGGTCACCAGGAGAAGGAG	UpstreamP1_CTCF	27
chr10	31757311	31757461	id-11368	5.75e-09	-	GTGCAGTTCACCCTACAGGCCAGCAGGTGATGCCT	UpstreamP1_CTCF	40
chr10	31780169	31780319	id-11369	1.04e-05	-	GGGAGGGAAAACTTCCTCTCCAGTAGGAGGAGCTG	V_CTCF_BR	40
chr10	31909348	31909498	id-11370	2.46e-06	-	CAGTAAATCCTGGGACTGGCCGGTGGGGGGCGTTG	UpstreamP1_CTCF	32
chr10	31912069	31912219	id-11371	1	+	NA	NONE	19
chr10	31913053	31913203	id-11372	1	+	NA	NONE	3
chr10	31949519	31949669	id-11373	1	+	NA	NONE	3
chr10	31997999	31998149	id-11374	1	+	NA	NONE	24
chr10	32029092	32029242	id-11375	1.7e-05	+	ATTGCAATACATATGTAGACCATTAGGGTGCTGCT	Upstream_CTCF	24
chr10	32059347	32059497	id-11376	5.61e-08	-	CATGTGGTGCCTGTGTGGTCCTGCAGGGGGCAGAG	Upstream_CTCF	40
chr10	32097704	32097854	id-11377	2.43e-06	-	CCAAACATTTTAAATGTGACCACCAGATGTCACTG	V_CTCF_BR	36
chr10	32109296	32109446	id-11378	3.4e-06	-	AACCAGAGTTCACAGTGGACCTCAAGGGGGCAACA	V_CTCF_BR	7
chr10	32125856	32126006	id-11379	2.41e-08	+	AGGCAGTTCCCTGTGATGGCCATCAGAGGGTACTG	UpstreamP1_CTCF	40
chr10	32151281	32151431	id-11380	1	+	NA	NONE	36
chr10	32166031	32166181	id-11381	1	+	NA	NONE	5
chr10	32216848	32216998	id-11382	8.21e-06	+	GGAGCGAATGCACGTCCATCCAGCAGGGGCAGGGC	V_CTCF_BR	40
chr10	32236659	32236809	id-11383	2.97e-06	-	GGTAGTCAACCCTGTTTTTCCACCAGATGGCAATA	V_CTCF_BR	37
chr10	32250831	32250981	id-11384	1	+	NA	NONE	15
chr10	32294023	32294173	id-11385	5.08e-07	-	ATCAGAGACACGGAAATGACCAGCAGAGGGATCCA	V_CTCF_BR	40
chr10	32306015	32306165	id-11386	2.11e-06	-	GTCAGGTCAAAGAATATGGCCAGAAGAGGGCATTC	V_CTCF_BR	13
chr10	32344454	32344604	id-11387	1	+	NA	NONE	36
chr10	32384123	32384273	id-11388	1	+	NA	NONE	4
chr10	32390877	32391027	id-11389	1	+	NA	NONE	6
chr10	32428298	32428448	id-11390	3.28e-05	+	CCCACCCCCCTGCCGCTCCCCGCGGGGAGGCAGTC	V_CTCF_BR	31
chr10	32438659	32438809	id-11391	1	+	NA	NONE	19
chr10	32443997	32444147	id-11392	1	+	NA	NONE	13
chr10	32458438	32458588	id-11393	1	+	NA	NONE	4
chr10	32478482	32478632	id-11394	4.1e-06	+	CATGCTGTTCACTTTTTGGACACTGGGTGTCTTTA	Upstream_CTCF	37
chr10	32479930	32480080	id-11395	2.81e-08	+	TCTGCACTAATAATTAGTGCCACTAGATGGCAACT	Upstream_CTCF	37
chr10	32496534	32496684	id-11396	1.92e-06	-	TTGCCTCTACCTCCATAACCCACCAGGTGGGGCTG	UpstreamP1_CTCF	39
chr10	32499328	32499478	id-11397	4.41e-06	-	CATCTTTGCAGTTGTGCCTCCACATGAGGGCGCTG	V_CTCF_BR	35
chr10	32499793	32499943	id-11398	1.48e-06	-	CTGGATTTCCATGGGATTATCACTAGAGGGCAACC	UpstreamP1_CTCF	38
chr10	32542921	32543071	id-11399	1.11e-05	+	GATGTGGGACCAGACTGTGGCTCTGGAGGGCAGTG	Upstream_CTCF	17
chr10	32545696	32545846	id-11400	2.34e-06	+	CGCTCGTTCCCAAAGATTGCCACTAGGCGGCACCA	UpstreamP1_CTCF	40
chr10	32635194	32635344	id-11401	5.96e-07	-	CTACAGGCCTCTCCGTGGGCCGCTGGGTGGCGCTC	V_CTCF_BR	40
chr10	32636534	32636684	id-11402	1.48e-05	+	GCGCCGCGCGCCGCCGTCTGCCGCGGGGGGCGAAC	UpstreamP1_CTCF	5
chr10	32656857	32657007	id-11403	2.74e-08	-	CAGTAAGTGTGGACACTGGACAGCAGGGGGCAGCA	UpstreamP1_CTCF	39
chr10	32660739	32660889	id-11404	1.1e-05	+	CCACTGCACTTCAGACTGGGCAGCAGAGGGAGACT	V_CTCF_BR	13
chr10	32666617	32666767	id-11405	1	+	NA	NONE	39
chr10	32686577	32686727	id-11406	1.19e-06	-	TTCAAGGTCTGAGACTGCGCCTCCAGGTGGAAGTG	V_CTCF_BR	3
chr10	32735046	32735196	id-11407	1.24e-05	+	TGCCCGGCGGTCTTTGCTGCCGCCCGGGGGCGCAG	V_CTCF_BR	39
chr10	32866557	32866707	id-11408	5.74e-05	+	AGTCAATGGCTTGTTTAAAACAGCAGAGGGATCTC	UpstreamP1_CTCF	9
chr10	32935609	32935759	id-11409	1	+	NA	NONE	6
chr10	32939168	32939318	id-11410	2.01e-05	+	TTGTAGTTTGGGTTGCCATACGGTAGATGGTGCTT	UpstreamP1_CTCF	23
chr10	33002618	33002768	id-11411	7.1e-07	+	AGGCCATTGCCTGGATTGAGCAGCAGAGGGCACAT	UpstreamP1_CTCF	34
chr10	33084625	33084775	id-11412	5.72e-07	+	TTTCACTGCCTTATTTTTGGCACTAGGTGGAGCCT	UpstreamP1_CTCF	40
chr10	33182515	33182665	id-11413	1.23e-05	+	CAGCACTGCCTCCTCCAGGGCACCATGAGGATTCA	UpstreamP1_CTCF	32
chr10	33243131	33243281	id-11414	2.72e-05	+	CTGCTCCAGCCAACCAGCACCCCCAGCTTGTGGTC	UpstreamP1_CTCF	21
chr10	33250770	33250920	id-11415	1.85e-05	+	ATGGCATGTATCAGTGTATCCACCAGGCGGTACTG	Upstream_CTCF	31
chr10	33270040	33270190	id-11416	3.36e-05	-	CTGCAGTGAGCTAGGCTCGCCACTGCACTCCAGCC	UpstreamP1_CTCF	23
chr10	33297758	33297908	id-11417	7.62e-07	-	GGCGCAAATCCATTTTTGTCCACTAGGTGACAGAC	Upstream_CTCF	40
chr10	33299491	33299641	id-11418	9.88e-07	+	TAGGTAGTTCCTCCTCTGGCCACAGGATGGATTCA	Upstream_CTCF	36
chr10	33336687	33336837	id-11419	2.72e-06	+	CTTCAGTATCCATGCCTTTCCTCAAGGTGGGGATG	UpstreamP1_CTCF	21
chr10	33355821	33355971	id-11420	4.43e-05	-	TCAAGAAAGCCAGGAGCAGAAGCTAGAGGGCACTG	V_CTCF_BR	31
chr10	33362717	33362867	id-11421	1	+	NA	NONE	30
chr10	33395810	33395960	id-11422	6.27e-08	-	CTGTACTGGTCCACAGCAGCCTCTAGGGGTTGCCC	UpstreamP1_CTCF	9
chr10	33405257	33405407	id-11423	8.21e-06	+	GCTTAAAATATGCCGGATGCCAATAGAGGGCACTG	V_CTCF_BR	40
chr10	33417658	33417808	id-11424	6.8e-06	-	TTCCATGTGGCCTGACTGGCCACCAGGTGGGGACT	UpstreamP1_CTCF	25
chr10	33418342	33418492	id-11425	2.94e-06	+	ACAGCCATTCCCCTGAATGGCTGCAGAGGTCAATG	Upstream_CTCF	22
chr10	33421635	33421785	id-11426	5.72e-07	-	CTGCAGGTGGCGCAGTAGAACTGCAGAGGGGAGAA	UpstreamP1_CTCF	30
chr10	33444862	33445012	id-11427	2.18e-07	-	GGTGTATGCCCCATCATAACCAGTAGGGGTCAGAA	Upstream_CTCF	40
chr10	33482381	33482531	id-11428	2.11e-06	+	GTCACTGACTTTAGGCAGTCCACGAGGTGGCAGCA	V_CTCF_BR	40
chr10	33491046	33491196	id-11429	1	+	NA	NONE	3
chr10	33562230	33562380	id-11430	5.13e-05	-	ACGAGTGGAGCTGGTATCAACTCCAGAGGGAGACT	V_CTCF_BR	28
chr10	33568276	33568426	id-11431	5.55e-07	+	TCTGCCCTCTTTCTGGCTGCCAGCTGGGGGTGCTC	Upstream_CTCF	14
chr10	33579842	33579992	id-11432	1.39e-05	+	GCCCTGCGTGTTCTTTGCCACTGTAGGGGGCAGTG	V_CTCF_BR	31
chr10	33608848	33608998	id-11433	6.46e-07	+	CGGAAGGAATAAATTCCGGACACAAGGGGGCGCGC	V_CTCF_BR	17
chr10	33616849	33616999	id-11434	1	+	NA	NONE	38
chr10	33619520	33619670	id-11435	1.67e-07	+	CCCCCGTAGACAGGCGTGACCACTAGATGGTGCTG	V_CTCF_BR	40
chr10	33624071	33624221	id-11436	2.66e-05	+	CTCGCGTGCTCGCTCTGCACCCCTAGAGGGAGAGC	V_CTCF_BR	38
chr10	33625245	33625395	id-11437	9.88e-07	+	GGTGCAGGCCGTTCCCGGGCCAGTGGGAGGTGCAC	Upstream_CTCF	19
chr10	33626303	33626453	id-11438	1	+	NA	NONE	31
chr10	33776192	33776342	id-11439	7.78e-06	+	GTTGTTATGAATGCAAGAGCCAGCAGGGGATGGTA	Upstream_CTCF	33
chr10	33846607	33846757	id-11440	1.61e-05	-	CAGGATTTAGAAAGGGCGGGCACTAGGAGGCGTGG	UpstreamP1_CTCF	3
chr10	33848033	33848183	id-11441	1	+	NA	NONE	21
chr10	33930499	33930649	id-11442	7.73e-05	+	GGAGAACTTTTATATACTGCCGGTAGGGGTGTAAA	Upstream_CTCF	2
chr10	33984582	33984732	id-11443	7.27e-06	-	CCTGAGTGGGAGACAACTCCCAGCAGGGGTCGACA	V_CTCF_BR	4
chr10	34070111	34070261	id-11444	2.53e-05	-	TCATTCCGAAGCTGCCTGAGCACAAGGGGGCGAAT	V_CTCF_BR	7
chr10	34079512	34079662	id-11445	2.01e-05	-	TGTGGACTCCCTGAAGGGACCCCCTGGTGTCTCCT	Upstream_CTCF	1
chr10	34096824	34096974	id-11446	1	+	NA	NONE	5
chr10	34126811	34126961	id-11447	1.17e-05	-	GGGACAGAGTTGCTGTACAGCTCTAGGGGGCACCA	V_CTCF_BR	6
chr10	34190217	34190367	id-11448	1	+	NA	NONE	3
chr10	34229009	34229159	id-11449	2.15e-05	+	GGTGTCATATGCCCTGCCTCTGGCAGAGGGAGCCC	V_CTCF_BR	7
chr10	34290330	34290480	id-11450	1.24e-05	+	AGTAATCATTTCAAACTAGCCAGGAGAGGGAGAAG	V_CTCF_BR	12
chr10	34306338	34306488	id-11451	1.13e-05	+	TTGGAGGAGTGGAATCCAGGAACTAGGGGGCGCTG	UpstreamP1_CTCF	31
chr10	34313985	34314135	id-11452	6.21e-05	-	AGTTTCCCTTAGGGACCTGGAGGAAGGGGGCGCCA	V_CTCF_BR	23
chr10	34367080	34367230	id-11453	1	+	NA	NONE	27
chr10	34371019	34371169	id-11454	8.16e-07	+	ACGCTAGAAGACCGTATGGCCACCAGAGGTCTCAG	V_CTCF_BR	30
chr10	34405407	34405557	id-11455	1	+	NA	NONE	16
chr10	34408518	34408668	id-11456	1.76e-05	+	GAGCTGTACTGGCGCTGGGCCTGCTGGGAGCTCTC	UpstreamP1_CTCF	1
chr10	34446087	34446237	id-11457	1.64e-05	-	GTGGATGCATCTGACTCAGCCAGCAGAGGGATATT	V_CTCF_BR	30
chr10	34470536	34470686	id-11458	1	+	NA	NONE	5
chr10	34495104	34495254	id-11459	2.01e-05	-	GTGCAATGAATAGCTAGGGGCGCTAGAGCCCTGGA	UpstreamP1_CTCF	7
chr10	34502601	34502751	id-11460	1.43e-05	+	AAGGTAAAACCACTGCCTGGCAGCAGAGGACAGGA	Upstream_CTCF	2
chr10	34505371	34505521	id-11461	5.08e-05	-	GTGCAGTTTCCTGTCTCTGCCAGCAGTCAGATTGC	UpstreamP1_CTCF	2
chr10	34511433	34511583	id-11462	1.1e-06	-	GAACCACACTCTCCCTTCACCACCAGATGGATCTC	V_CTCF_BR	13
chr10	34512744	34512894	id-11463	1.08e-08	+	CACACTCAAGGACACACAGCCAGCAGGTGGCAGCC	V_CTCF_BR	22
chr10	34538674	34538824	id-11464	6.51e-05	+	CTCCGCATGAGAGCCATACTCCCTAGGTGGCAGCA	V_CTCF_BR	32
chr10	34551998	34552148	id-11465	1	+	NA	NONE	22
chr10	34570072	34570222	id-11466	1	+	NA	NONE	38
chr10	34577727	34577877	id-11467	2.81e-05	+	AAAGAGAAAACTTTACTACCCAGCAGGTGTCAGGC	V_CTCF_BR	7
chr10	34594202	34594352	id-11468	3.63e-06	+	AAAGGGAAACCCCAGAGCGCCTCCAGTGGGCGAGG	V_CTCF_BR	30
chr10	34680235	34680385	id-11469	2.39e-05	+	GCCTAGCGCCCTCCAGCTTCCAGCAGAGCGAAGGG	UpstreamP1_CTCF	31
chr10	34778993	34779143	id-11470	1	+	NA	NONE	19
chr10	34811609	34811759	id-11471	1	+	NA	NONE	40
chr10	34816076	34816226	id-11472	4.43e-05	+	TGTTAGGTCTAGAGATGATGCAGCAGGGGTCAGCA	V_CTCF_BR	33
chr10	34817080	34817230	id-11473	5.98e-05	-	TCTTTGTGCTTGACTAAGTCCATTAGATGGCACTA	UpstreamP1_CTCF	9
chr10	34818279	34818429	id-11474	3.03e-05	+	GGATCAGCAGTACTCAACACCACAAGGAGGCCCAT	Upstream_CTCF	9
chr10	34856942	34857092	id-11475	3.11e-05	-	TCAGGGTGGTTGCAGATGGACACTGGGAGGCAGAG	V_CTCF_BR	3
chr10	34862746	34862896	id-11476	1.83e-05	-	CACAATGTCAAAACACCTCCCACTGGGTGGCAGAG	V_CTCF_BR	18
chr10	34904842	34904992	id-11477	1.64e-06	-	GCTGTACTAATTTGCATTCCCACCAGGGGTGCACA	Upstream_CTCF	13
chr10	34926518	34926668	id-11478	1.11e-11	-	GCTGCTGTACCGGCAGTGCCCACTGGGGGGCAGCG	Upstream_CTCF	40
chr10	34927492	34927642	id-11479	9.78e-09	-	GGTGTGATTCATGGACTGTCCAGCAGAGGGCACTG	Upstream_CTCF	40
chr10	34944614	34944764	id-11480	3.4e-06	+	ATGACAATACAAAGAGTAGACACAAGGGGGAGCCA	V_CTCF_BR	40
chr10	34955322	34955472	id-11481	9.39e-07	+	AATTCAGTATTACCACTAGACTCTAGGTGGCACTC	Upstream_CTCF	39
chr10	34966656	34966806	id-11482	3.63e-06	+	TCACCGTTCTAATGAAAGACCACCGGAGGGCACAC	V_CTCF_BR	18
chr10	34973543	34973693	id-11483	1.26e-05	+	TCATTCATTCTTCACACAGCCACCAGGGGGATATT	Upstream_CTCF	40
chr10	34985724	34985874	id-11484	7.12e-06	-	TTGTAAGAAACACTTGGAGCCACCAGGGTGTGCAA	UpstreamP1_CTCF	10
chr10	34991341	34991491	id-11485	1.48e-06	-	CTGCAGTGAGCCGCCAGGGGCTGGGAGGGGCAGTC	UpstreamP1_CTCF	8
chr10	35012843	35012993	id-11486	2.68e-05	+	ATATTAAAACCCAAAGCCACCAGCAGAGAGCACTC	Upstream_CTCF	40
chr10	35021896	35022046	id-11487	7.73e-06	-	TTTTGATATCACCTTGTTTCCTGTAGAGGGCAGAA	V_CTCF_BR	38
chr10	35026888	35027038	id-11488	3.56e-05	-	CCTGTAGTAAGACCCATATCCTGTATGAGGCAGTC	Upstream_CTCF	6
chr10	35035210	35035360	id-11489	1	+	NA	NONE	6
chr10	35051708	35051858	id-11490	1.85e-05	+	CCAGCAAACCTACCAGCTACCACTAGAAGCACTAC	Upstream_CTCF	10
chr10	35075380	35075530	id-11491	1	+	NA	NONE	5
chr10	35081052	35081202	id-11492	6.64e-05	-	ACAGGTCTTCTCCCACCCAGCGTTGGGTGGAGCCA	Upstream_CTCF	10
chr10	35103175	35103325	id-11493	1.92e-06	+	CCGCCCCTGCCGGCCCCTACCAGCAGGGGACATGG	UpstreamP1_CTCF	19
chr10	35103622	35103772	id-11494	1	+	NA	NONE	9
chr10	35105733	35105883	id-11495	2.19e-05	-	CTAGTGCTGCAGCCAAACAGCAGTAGGAGGAGCCT	Upstream_CTCF	26
chr10	35113920	35114070	id-11496	1.59e-06	-	AGTGGCCATGCCAAGGAGGGCAGCAGAGGGAGCTG	V_CTCF_BR	39
chr10	35115264	35115414	id-11497	2.39e-05	-	ATGCAGTGGCTTGATCTCGGCTGTAGTGGTGAAGG	UpstreamP1_CTCF	17
chr10	35125297	35125447	id-11498	1	+	NA	NONE	4
chr10	35226968	35227118	id-11499	1	+	NA	NONE	32
chr10	35227154	35227304	id-11500	5.92e-05	-	GGAGGCCAAGGCAGGTGGATCACCTGAGGTCAGGA	V_CTCF_BR	7
chr10	35245769	35245919	id-11501	1.61e-05	+	TTTCTCCTTTCCCTCTTAGCCACTAGAGGTACCCA	UpstreamP1_CTCF	23
chr10	35248401	35248551	id-11502	2.4e-05	-	TCTAAAGGGCAGCATCAGCCCAGCAGGGGTCTGTG	V_CTCF_BR	20
chr10	35250086	35250236	id-11503	5.13e-05	-	TGCAGGACTCATGGGGAGACCTGAAGAGGGAGACT	V_CTCF_BR	40
chr10	35263413	35263563	id-11504	2.43e-06	-	TGTGCAATTTTTCCTAGAGCCTGTAGCTGTCACTG	Upstream_CTCF	25
chr10	35274898	35275048	id-11505	5.63e-06	-	ATGCTCTACTACAAAAGTGCCAGGGGAGGGAGTAC	UpstreamP1_CTCF	35
chr10	35283708	35283858	id-11506	1.24e-05	+	GTAATTTTGAGAGCTTAAACCACCAGAGGGAGACA	V_CTCF_BR	40
chr10	35316621	35316771	id-11507	1.41e-06	-	TTTGAATTGTCTCCAATTACCAGTAGAGGGAGTTT	Upstream_CTCF	35
chr10	35326175	35326325	id-11508	4.01e-05	-	ACAACCCAAGCATATGTGGCCACTTGATGTAAGAC	V_CTCF_BR	6
chr10	35409345	35409495	id-11509	3.11e-05	+	TTTGAAGAAAACAAAGTATCCACATGATGGCACTA	V_CTCF_BR	30
chr10	35415740	35415890	id-11510	1.63e-09	+	GCTTCACTCCTGCTGGCGGCCGGCAGGGGGCGGAG	Upstream_CTCF	40
chr10	35485091	35485241	id-11511	7.11e-06	-	CAAGCACTTCCCTGACTGAACACTAGAGGAGCTCT	Upstream_CTCF	40
chr10	35507507	35507657	id-11512	3.4e-06	-	CCGTTTGGAAGTCACACATACACTAGGTGGCGCTG	V_CTCF_BR	40
chr10	35512079	35512229	id-11513	4.41e-06	+	CTCGGAGGAGAAGAACCAGCCACTAGGTGGCAAGT	V_CTCF_BR	30
chr10	35517117	35517267	id-11514	1	+	NA	NONE	29
chr10	35525800	35525950	id-11515	1.29e-05	+	CAGAATTTTAACTCCTAGGCCACAAGGTGGAGTGG	UpstreamP1_CTCF	36
chr10	35529050	35529200	id-11516	1.71e-06	+	ACTAAAATTTGCTAACTGACCTCTAGAGGGAGCCA	V_CTCF_BR	39
chr10	35540785	35540935	id-11517	1.16e-05	-	AAAGCACCTCCTCTAGAGGGCTGTAGGTGTCTGAA	Upstream_CTCF	1
chr10	35541570	35541720	id-11518	4.88e-05	+	CTTCTTGTTTTACTTTTTGACAGCAGAGGGAGTAA	V_CTCF_BR	10
chr10	35554478	35554628	id-11519	4.7e-06	+	GAGAGGCCCACGCCAAGCGCCTGAAGGTGCCGCTC	V_CTCF_BR	1
chr10	35593663	35593813	id-11520	2.58e-05	+	GTTGCAACAACCAAAAATGTCTCCTGGGGGCATAA	Upstream_CTCF	14
chr10	35617022	35617172	id-11521	1	+	NA	NONE	11
chr10	35638604	35638754	id-11522	6.21e-06	+	AGCGGCCTCCCACCTCTGTCCACCAGATGCCATGC	Upstream_CTCF	2
chr10	35640786	35640936	id-11523	1.1e-05	-	AGCTCAGTGACTGCTCCCACCACAAGATGGCTAAA	V_CTCF_BR	11
chr10	35652099	35652249	id-11524	1	+	NA	NONE	0
chr10	35664111	35664261	id-11525	8.89e-06	+	GCTGTGTTTCCTGTTGTGGGCTCTAGGGGAGAATC	Upstream_CTCF	26
chr10	35668188	35668338	id-11526	2.55e-06	+	TTTGAACTTCCTGCAAGTGCCAAAGGAGGGGGCCC	Upstream_CTCF	14
chr10	35668475	35668625	id-11527	4.71e-06	-	GCTGAAACACATCACTTCGTCACCAGGAGGAAATG	Upstream_CTCF	13
chr10	35687510	35687660	id-11528	5.92e-05	+	GCTGTAAGTTTTGCTAACTGCTCTTGGTGGGGCTC	Upstream_CTCF	8
chr10	35698994	35699144	id-11529	1	+	NA	NONE	2
chr10	35712847	35712997	id-11530	1.32e-05	+	GAGGTAATTCCCATACCAGTAACAAGGTGGCAGAA	Upstream_CTCF	19
chr10	35714594	35714744	id-11531	1	+	NA	NONE	19
chr10	35759381	35759531	id-11532	1	+	NA	NONE	12
chr10	35769246	35769396	id-11533	1.59e-06	-	CCCGTGCCTCTCCGCTCCTCCTCAAGAGGGCTGCA	V_CTCF_BR	26
chr10	35790949	35791099	id-11534	1.56e-06	-	GGGCACCTGCACCTGGCCACCAGGGGAGGGAGACA	UpstreamP1_CTCF	38
chr10	35835742	35835892	id-11535	5.17e-06	-	GCTGCAACCTCCCAAGCTCTCCGCAGAGGTCAGTG	Upstream_CTCF	26
chr10	35852339	35852489	id-11536	9.14e-11	+	TTGCAGTGACGCCTGTTGACCACCAGACGGCGGTG	UpstreamP1_CTCF	40
chr10	35863848	35863998	id-11537	5.51e-07	+	TCCTCCCGTGCAGACACCAGCACTAGGGGGCAGCG	V_CTCF_BR	39
chr10	35887420	35887570	id-11538	2.27e-06	-	CTCTCCAACACACAGGTGTCCAGCAGGGGTCTCTG	V_CTCF_BR	40
chr10	35889246	35889396	id-11539	1.84e-06	+	CCAACTGCCTCAAAAACAAACTCCAGGGGGCACTG	V_CTCF_BR	39
chr10	35900808	35900958	id-11540	1.96e-08	+	AGGGGCTCCCTAGGCCTGGCCTCGAGATGGCGCTG	V_CTCF_BR	24
chr10	35902889	35903039	id-11541	5.01e-06	+	CTTCCTGCACTCTCTCTTACCAGCAGAGGCCTCTC	V_CTCF_BR	39
chr10	35921078	35921228	id-11542	1.59e-06	+	GAGAAGTTCTTTCTTGGGGCCAGGTGAGGGCACTC	V_CTCF_BR	15
chr10	35924545	35924695	id-11543	2.57e-08	+	GTTCTGGGACCCCGTACTACCACCAGATGGCAGTA	UpstreamP1_CTCF	40
chr10	35928956	35929106	id-11544	1.48e-05	+	ACGCTGGGCACAAGCCACGCGGCCAGGTGGAAGTA	UpstreamP1_CTCF	26
chr10	35929544	35929694	id-11545	2.8e-05	+	CCTGTCTTGACGCGGTTGTAGAGCGGGTGGCGCTC	Upstream_CTCF	40
chr10	35929878	35930028	id-11546	1	+	NA	NONE	8
chr10	35931503	35931653	id-11547	3e-06	-	CTGCAGATCACCCACATTTGCGGAGGGTGGCAGCA	UpstreamP1_CTCF	34
chr10	35932175	35932325	id-11548	1	+	NA	NONE	11
chr10	35939517	35939667	id-11549	1.84e-07	+	TGAGCCCTGCCTGACCTGACCACGAGGGGTCACTT	Upstream_CTCF	5
chr10	36053920	36054070	id-11550	4.41e-06	-	GGACCTACAGGCAGCAAGGACGGCAGAGGGAGCAG	V_CTCF_BR	6
chr10	36070012	36070162	id-11551	7.31e-05	+	GAGAAATGAGGAATGTCAGCCAGTGGAGGTCCACC	UpstreamP1_CTCF	23
chr10	36070674	36070824	id-11552	1.59e-06	-	CGAAGTCAGAATGAGACGCCCACCAGAGGGCGTTC	V_CTCF_BR	35
chr10	36083676	36083826	id-11553	1.06e-05	-	CCTGCAGCGGCACCAACCAGAAGCCGAGGGCCCTG	Upstream_CTCF	4
chr10	36111379	36111529	id-11554	8.98e-06	-	CCGCAGGGACCTGGAGACGCCACTAGGGCTGGAGG	UpstreamP1_CTCF	32
chr10	36171777	36171927	id-11555	1	+	NA	NONE	26
chr10	36205864	36206014	id-11556	1	+	NA	NONE	25
chr10	36289803	36289953	id-11557	4.7e-06	-	CCCTGCTCCCTGGCTTCCAGCAGGAGATGGAGCCA	V_CTCF_BR	20
chr10	36331196	36331346	id-11558	1	+	NA	NONE	14
chr10	36638706	36638856	id-11559	1	+	NA	NONE	13
chr10	36793817	36793967	id-11560	3.16e-05	-	TATTTATGACCAGTTTTAACCATCAGGTGGCAATA	Upstream_CTCF	18
chr10	36828012	36828162	id-11561	2.1e-05	-	CAGGCTAGTCCAGGCTTTTCCACATGGAGGCTGGG	Upstream_CTCF	8
chr10	36869391	36869541	id-11562	3.45e-05	-	TCCACTCAGTCACTTTCCTCCCCTGGGTGGCACCC	V_CTCF_BR	11
chr10	37014525	37014675	id-11563	2.34e-06	-	CTCTTCTGCCAGGTCTGTCCCAGCAGGTGTCACTA	UpstreamP1_CTCF	38
chr10	37068317	37068467	id-11564	3.28e-05	-	CTGGGGAGAGCATGTGTTGCCTCATGGGGTAGCTC	V_CTCF_BR	37
chr10	37169954	37170104	id-11565	1	+	NA	NONE	39
chr10	37178025	37178175	id-11566	3.97e-07	+	GTGGCTTTTTGGCTCCATGCCAGTAGGTGGCAGCA	V_CTCF_BR	36
chr10	37188692	37188842	id-11567	1	+	NA	NONE	8
chr10	37189101	37189251	id-11568	1.99e-07	+	TTGTTTGCTCCCTGTGCTGCCACAAGGTGGCAGAA	V_CTCF_BR	39
chr10	37435424	37435574	id-11569	9.31e-05	+	GATATTCTTCTCTGCCAGTCCAGCTGAGGGCGTCT	Upstream_CTCF	6
chr10	37552356	37552506	id-11570	8.89e-06	-	CTCTCACTGTCTCCCATCACCCCTAGATGGGGCTA	Upstream_CTCF	11
chr10	37723156	37723306	id-11571	1	+	NA	NONE	12
chr10	37784442	37784592	id-11572	6.18e-07	-	AATGGATTTTTCTTTTTTACCACAAGGTGGAGCTG	Upstream_CTCF	24
chr10	37814472	37814622	id-11573	1	+	NA	NONE	10
chr10	37996885	37997035	id-11574	1.03e-06	-	ACTACCAAGAGGGATGTTTCCAGCAGATGGAGCTG	V_CTCF_BR	7
chr10	38041349	38041499	id-11575	5.12e-07	+	TTACAGTGGTCCAGGAGGGCCACCAGAGGACACTC	UpstreamP1_CTCF	6
chr10	38043777	38043927	id-11576	6.98e-07	-	GATACATAACCTGCAGTGGGCACTAGAGGGCACAG	V_CTCF_BR	29
chr10	38147026	38147176	id-11577	3.29e-05	+	GATGCGGGGCTTGGAAGCGGCGCTAGACGGTGCCT	Upstream_CTCF	26
chr10	38228563	38228713	id-11578	1.48e-06	+	CTGCAAATCCCCACTCCCACCACTAGGAGATGGGT	UpstreamP1_CTCF	26
chr10	38265246	38265396	id-11579	5.72e-07	+	GCGCAGCCAGCCAACCTCCCCACCAGGCGGCTCCC	UpstreamP1_CTCF	35
chr10	38265642	38265792	id-11580	1.19e-06	+	AGTGATTGCTGTCGGGTTTCCGGGAGAGGGCGCTG	V_CTCF_BR	40
chr10	38277562	38277712	id-11581	7.73e-06	+	CAACTGCACTCCAGCCTGGCCAACAGAGGGAGACT	V_CTCF_BR	37
chr10	38281193	38281343	id-11582	1	+	NA	NONE	25
chr10	38299702	38299852	id-11583	2.67e-06	+	CGCGCGACTCCTGGGGCGGGCGGCAGGGGGCCGGT	Upstream_CTCF	31
chr10	38541602	38541752	id-11584	1.19e-06	+	GACTTCTTCCCAGACTTTACCTGAAGGTGGCGCTA	V_CTCF_BR	15
chr10	38569367	38569517	id-11585	4.14e-06	-	AGGACCAGAGGTGGGATGGCCTGCAGAGGGCATGT	V_CTCF_BR	5
chr10	38654971	38655121	id-11586	2.53e-05	-	TAAACGTCTGCTATGACAAACACTAGGAGGCAGCA	V_CTCF_BR	39
chr10	38679751	38679901	id-11587	2.18e-07	+	CATGTACTACCCAATCCTGCCTGAAGGTGGGAGTC	Upstream_CTCF	36
chr10	38692262	38692412	id-11588	8.64e-05	-	GTTGCTAGGCTGCTCTTGGCCTGAAGGGTCCTCCT	Upstream_CTCF	6
chr10	38692787	38692937	id-11589	1	+	NA	NONE	2
chr10	38770736	38770886	id-11590	3.97e-07	+	TATTCTGCAGTGGCCCCCAACAGCAGGTGGCAGCC	V_CTCF_BR	12
chr10	38774446	38774596	id-11591	1	+	NA	NONE	0
chr10	38776433	38776583	id-11592	1	+	NA	NONE	0
chr10	38872092	38872242	id-11593	1	+	NA	NONE	0
chr10	38881463	38881613	id-11594	1	+	NA	NONE	0
chr10	38881799	38881949	id-11595	1	+	NA	NONE	0
chr10	38898515	38898665	id-11596	2.62e-07	+	GCTCAGTACCAAAGAGGGGTCACCAGGGGGAGCTG	UpstreamP1_CTCF	6
chr10	39076096	39076246	id-11597	1.34e-06	+	AACGTCATACCTCGAACCACCACCAGATGGCTATG	Upstream_CTCF	26
chr10	39082297	39082447	id-11598	1	+	NA	NONE	0
chr10	39088260	39088410	id-11599	1	+	NA	NONE	0
chr10	39094281	39094431	id-11600	1	+	NA	NONE	5
chr10	39120426	39120576	id-11601	1	+	NA	NONE	0
chr10	39121374	39121524	id-11602	1	+	NA	NONE	0
chr10	39128824	39128974	id-11603	1	+	NA	NONE	0
chr10	39138106	39138256	id-11604	1	+	NA	NONE	0
chr10	42355777	42355927	id-11605	1	+	NA	NONE	0
chr10	42358225	42358375	id-11606	1	+	NA	NONE	0
chr10	42358953	42359103	id-11607	1	+	NA	NONE	0
chr10	42363344	42363494	id-11608	1	+	NA	NONE	0
chr10	42364697	42364847	id-11609	1	+	NA	NONE	0
chr10	42364994	42365144	id-11610	1	+	NA	NONE	38
chr10	42375885	42376035	id-11611	1	+	NA	NONE	0
chr10	42379192	42379342	id-11612	1	+	NA	NONE	0
chr10	42379845	42379995	id-11613	1	+	NA	NONE	12
chr10	42380198	42380348	id-11614	1	+	NA	NONE	0
chr10	42383496	42383646	id-11615	1	+	NA	NONE	0
chr10	42383656	42383806	id-11616	1	+	NA	NONE	0
chr10	42384109	42384259	id-11617	1	+	NA	NONE	1
chr10	42384645	42384795	id-11618	1	+	NA	NONE	0
chr10	42385126	42385276	id-11619	1	+	NA	NONE	0
chr10	42385487	42385637	id-11620	1	+	NA	NONE	0
chr10	42385745	42385895	id-11621	1	+	NA	NONE	0
chr10	42387246	42387396	id-11622	1	+	NA	NONE	0
chr10	42387794	42387944	id-11623	1	+	NA	NONE	0
chr10	42389259	42389409	id-11624	1	+	NA	NONE	0
chr10	42390455	42390605	id-11625	1	+	NA	NONE	0
chr10	42390957	42391107	id-11626	1	+	NA	NONE	0
chr10	42391137	42391287	id-11627	1	+	NA	NONE	0
chr10	42391409	42391559	id-11628	1	+	NA	NONE	0
chr10	42391937	42392087	id-11629	1	+	NA	NONE	0
chr10	42392665	42392815	id-11630	1	+	NA	NONE	0
chr10	42393361	42393511	id-11631	1	+	NA	NONE	0
chr10	42394421	42394571	id-11632	1	+	NA	NONE	1
chr10	42395819	42395969	id-11633	1	+	NA	NONE	0
chr10	42396098	42396248	id-11634	1	+	NA	NONE	0
chr10	42396383	42396533	id-11635	1	+	NA	NONE	0
chr10	42396815	42396965	id-11636	1	+	NA	NONE	0
chr10	42397825	42397975	id-11637	1	+	NA	NONE	0
chr10	42397975	42398125	id-11638	1	+	NA	NONE	0
chr10	42398573	42398723	id-11639	1	+	NA	NONE	0
chr10	42399409	42399559	id-11640	1	+	NA	NONE	0
chr10	42399636	42399786	id-11641	1	+	NA	NONE	0
chr10	42400211	42400361	id-11642	1	+	NA	NONE	0
chr10	42400564	42400714	id-11643	1	+	NA	NONE	0
chr10	42401780	42401930	id-11644	1	+	NA	NONE	0
chr10	42403061	42403211	id-11645	1	+	NA	NONE	0
chr10	42406471	42406621	id-11646	1	+	NA	NONE	0
chr10	42407513	42407663	id-11647	1	+	NA	NONE	0
chr10	42528981	42529131	id-11648	1	+	NA	NONE	0
chr10	42529507	42529657	id-11649	1	+	NA	NONE	0
chr10	42529864	42530014	id-11650	1	+	NA	NONE	0
chr10	42530581	42530731	id-11651	1	+	NA	NONE	0
chr10	42531006	42531156	id-11652	1	+	NA	NONE	0
chr10	42531873	42532023	id-11653	1	+	NA	NONE	0
chr10	42532520	42532670	id-11654	1	+	NA	NONE	0
chr10	42532675	42532825	id-11655	1	+	NA	NONE	0
chr10	42534677	42534827	id-11656	1	+	NA	NONE	0
chr10	42542119	42542269	id-11657	1	+	NA	NONE	0
chr10	42596766	42596916	id-11658	1	+	NA	NONE	0
chr10	42597818	42597968	id-11659	1	+	NA	NONE	0
chr10	42598164	42598314	id-11660	1	+	NA	NONE	0
chr10	42599889	42600039	id-11661	1	+	NA	NONE	0
chr10	42673881	42674031	id-11662	5.2e-08	+	TTGCTATGCCAAAATCCTGCCTCTAGATGGCAAAC	UpstreamP1_CTCF	29
chr10	42688018	42688168	id-11663	1.55e-07	-	AACGTCATACCTCGAACCACCACCAGATGGCGATG	Upstream_CTCF	40
chr10	42765379	42765529	id-11664	1.22e-07	-	CCTGCAGTACCACAGACAGATACCAGAGGGAGCAA	Upstream_CTCF	9
chr10	42797224	42797374	id-11665	1	+	NA	NONE	0
chr10	42799686	42799836	id-11666	1	+	NA	NONE	0
chr10	42799936	42800086	id-11667	1	+	NA	NONE	0
chr10	42801315	42801465	id-11668	1	+	NA	NONE	0
chr10	42817168	42817318	id-11669	1	+	NA	NONE	0
chr10	42817642	42817792	id-11670	1	+	NA	NONE	0
chr10	42856557	42856707	id-11671	1	+	NA	NONE	11
chr10	42924105	42924255	id-11672	1.39e-05	-	CAACACTGATGGCCTTTACCCACTAGATGTCAGTA	V_CTCF_BR	37
chr10	42970719	42970869	id-11673	1	+	NA	NONE	5
chr10	42971340	42971490	id-11674	4.88e-05	+	GTGGGGGCGGGGGTTGCGCGCCGGGGAGGGCGGCC	V_CTCF_BR	4
chr10	43134018	43134168	id-11675	1	+	NA	NONE	11
chr10	43170847	43170997	id-11676	3.11e-05	-	TTAAACTAGTGCAAATCAGCCAGTAGATGGAGTGG	V_CTCF_BR	1
chr10	43186125	43186275	id-11677	2.6e-07	+	CCTCACCTTGTCATGGTGGCCACTGGGTGGCAGTG	V_CTCF_BR	13
chr10	43186864	43187014	id-11678	8.71e-06	-	CGGGCATCACTGCCTGCAGCCAGGAGCGGGTTGGG	V_CTCF_BR	0
chr10	43202791	43202941	id-11679	1.31e-05	-	TGGGAATTTGTGTGGTGTGTCACCAGGGGTCACTA	V_CTCF_BR	1
chr10	43239715	43239865	id-11680	7.49e-07	-	CTGCAGTACTCCCCCTTTACCTGTGGGGCGTACTT	UpstreamP1_CTCF	18
chr10	43248704	43248854	id-11681	1.04e-05	-	CATTGACTCACAAGCGCCGCCTGGAGGAGGAGGCC	V_CTCF_BR	38
chr10	43249817	43249967	id-11682	2.75e-09	+	CCTGCAGCGCACGCCTTGGCCCCCAGGGAGCAGAG	Upstream_CTCF	18
chr10	43250764	43250914	id-11683	3.47e-07	+	GCGCTGTCCCAGGCGAACGCCGCCAGGGGCAGGCT	UpstreamP1_CTCF	20
chr10	43256653	43256803	id-11684	3.4e-06	-	AGGGTAATTAATGGAATTGCCTCTAGAGGGCAAAT	Upstream_CTCF	21
chr10	43322781	43322931	id-11685	1.64e-05	+	TGTAACAGTGGCCCACCGGCCACTAGGTGGGGGTG	V_CTCF_BR	31
chr10	43332209	43332359	id-11686	1	+	NA	NONE	30
chr10	43340414	43340564	id-11687	1.15e-07	-	GCGCTGGAAGTTTAGGCTGCCACCTGATGGCGCCA	V_CTCF_BR	8
chr10	43352677	43352827	id-11688	1	+	NA	NONE	10
chr10	43360161	43360311	id-11689	1.64e-06	-	CAGCTCCATTCCTGCTTGGCCTGCAGAGGGCCAAC	UpstreamP1_CTCF	31
chr10	43362217	43362367	id-11690	6.62e-09	+	GAGGAGTTCCACGCAGTAGCCACGAGGTGGCACCG	UpstreamP1_CTCF	39
chr10	43366859	43367009	id-11691	5.08e-05	-	TTGCATTAGCGAGGTCGCACCACCAGGACATAATC	UpstreamP1_CTCF	10
chr10	43447893	43448043	id-11692	1.03e-05	-	GCGCATCCCTAGCCTGGGGACAGCAGCAGGCTCTG	UpstreamP1_CTCF	11
chr10	43453397	43453547	id-11693	7.55e-07	+	GAAAACCAGAGGTGAGCAGCCACCAGAAGGCAGAA	V_CTCF_BR	5
chr10	43466277	43466427	id-11694	1.76e-05	-	CAGCAGCACGGCTCTGGGAGCTCCTGGTGGTGGGT	UpstreamP1_CTCF	3
chr10	43471201	43471351	id-11695	9.51e-07	-	GGCGAACAGGCATCCCTGGCCAGCAGGTGGCTTGC	V_CTCF_BR	20
chr10	43538069	43538219	id-11696	5.28e-08	-	CGTGCCTTGGCCCTGAGTGCCAGCAGGAGGCACCC	Upstream_CTCF	10
chr10	43566213	43566363	id-11697	5.92e-05	-	GTTGCAGTGCGCCCTCCGTCCTCTGAGAGGTGTCC	Upstream_CTCF	8
chr10	43571054	43571204	id-11698	1	+	NA	NONE	37
chr10	43571889	43572039	id-11699	1.38e-06	+	CCGCCTCCTGCCTCCGGCCCCAGCAGAGGCCGCGC	V_CTCF_BR	11
chr10	43574458	43574608	id-11700	1.73e-06	-	GTGCAGCGTCCGCAAGAGGGCGCTTGAGGCCGAGC	UpstreamP1_CTCF	39
chr10	43586245	43586395	id-11701	9.81e-06	+	TTGTGAGCCCTCACACCTGCCTAGAGATGGCGCGC	V_CTCF_BR	0
chr10	43588960	43589110	id-11702	1.71e-06	-	TTCCTCCTCTGCACCCTGTCCTCCAGATGGTGGCA	V_CTCF_BR	30
chr10	43601029	43601179	id-11703	7.44e-09	-	GCTGCAGGAAGGCCGAGGCCCAGCAGGTGGCGGTC	Upstream_CTCF	40
chr10	43605224	43605374	id-11704	1	+	NA	NONE	7
chr10	43605880	43606030	id-11705	2.47e-05	+	CAAGCAGCTGCAAGAGTTGCCAAGAGGTTGAAAGA	Upstream_CTCF	14
chr10	43610504	43610654	id-11706	5.2e-08	-	CTGAAGGGGCAGGCCACCACCAGGAGAGGGCAGAG	UpstreamP1_CTCF	13
chr10	43624937	43625087	id-11707	1	+	NA	NONE	11
chr10	43633200	43633350	id-11708	5.01e-06	-	GTGGGTGCCGGGCGCGTCACCGCGGGCTGGCGGGG	V_CTCF_BR	11
chr10	43652160	43652310	id-11709	9.4e-06	+	ATCCAGTGCAGCCACTGATCCGACAGGAGGCGGAG	UpstreamP1_CTCF	5
chr10	43666058	43666208	id-11710	8.91e-07	+	TATGTAGATACTCCCTCTTCCAGTAGGTGGAACTA	Upstream_CTCF	31
chr10	43692659	43692809	id-11711	4.88e-06	+	ACGCCATGCAGCCTCAGAGCCAGCAGGTGTCCCCC	UpstreamP1_CTCF	17
chr10	43693517	43693667	id-11712	9.11e-08	-	TCTGCAACTACCGTACAGCCCTGCAGGGGGCCACG	Upstream_CTCF	40
chr10	43697687	43697837	id-11713	4.65e-06	-	CAGCGCTGTCGCCCTTTCAACCACAGGGGGCAGAC	UpstreamP1_CTCF	39
chr10	43699518	43699668	id-11714	2.15e-05	-	ACCTGCAAGTCTACCCTGTCCACAAGCAGGAGCTA	V_CTCF_BR	22
chr10	43700486	43700636	id-11715	1.09e-07	+	CTGCAGCCCCGTTCAGTGGAAGCTAGAGGGCAGCA	UpstreamP1_CTCF	40
chr10	43703017	43703167	id-11716	1.69e-05	+	GCTCAGTGCTGCCCCCACTCCAGGACAGGGAGGTC	UpstreamP1_CTCF	3
chr10	43716956	43717106	id-11717	5.96e-07	+	AGGAGAATGGTGTGAGGTGACAGCAGGGGGAGCCA	V_CTCF_BR	37
chr10	43724837	43724987	id-11718	3.16e-06	-	CCGCTGGAGCACCTACTGCCCGGTGGGCGGCGCCC	UpstreamP1_CTCF	7
chr10	43725885	43726035	id-11719	3.42e-05	-	CTGGGTGCTCCAATCCAGACCCCCAGAGAGGGCGC	Upstream_CTCF	10
chr10	43751404	43751554	id-11720	2.96e-05	-	CTGTCTAAACACTATGGTAGCTCTAGGGGGCAGGA	V_CTCF_BR	40
chr10	43759011	43759161	id-11721	3.41e-07	-	CCTGTGCTGCCCAGGGCAGCCAGCAGGGGCTCCGA	Upstream_CTCF	38
chr10	43761418	43761568	id-11722	1.04e-07	-	GCTGCCTGCCTCTTGGGAGCCACCTGGGGGCAGAG	V_CTCF_BR	29
chr10	43788780	43788930	id-11723	4.23e-06	+	TGGTGCTTCCTTGATCATACCAGCAGGTGTCAGCA	UpstreamP1_CTCF	40
chr10	43791875	43792025	id-11724	3.63e-05	+	TTACCCTGGAGGAGAGAGACCACCAGCTGGTGAGA	V_CTCF_BR	2
chr10	43808164	43808314	id-11725	2.6e-06	+	GAGGGCAGACGCTCCTCCGCCGCATGGTGGCAGAA	V_CTCF_BR	7
chr10	43811403	43811553	id-11726	2.43e-06	-	GCACCAGCATCCCAGGCGGCCTCAGGATGGAGCTG	V_CTCF_BR	0
chr10	43812630	43812780	id-11727	1	+	NA	NONE	6
chr10	43814496	43814646	id-11728	3.24e-06	-	CCTGCACCACCAGCCATGTCCTCATGGTGTCATTT	Upstream_CTCF	9
chr10	43833660	43833810	id-11729	1	+	NA	NONE	13
chr10	43838020	43838170	id-11730	7.73e-06	+	AGAGAGTGGCTGACGCAAGCCAGCAGAGGGTGTCA	V_CTCF_BR	0
chr10	43844014	43844164	id-11731	1.38e-09	-	CTGAGCCCACCTCCTCTGGCCAGAAGGGGGCGGTC	V_CTCF_BR	40
chr10	43857862	43858012	id-11732	9.81e-06	-	CGGCCTCTGGGAGGCCTTCCCGCAAGGGGCCGCGA	V_CTCF_BR	34
chr10	43872434	43872584	id-11733	3.4e-06	+	CCAGAGAACAATGGAGTCCCCGCCAGGTGGCAGCT	V_CTCF_BR	10
chr10	43872886	43873036	id-11734	1	+	NA	NONE	21
chr10	43876200	43876350	id-11735	2e-06	-	ATAGCTATGCAAGAAGTTGCCACTGGGGGAAACTG	Upstream_CTCF	38
chr10	43886277	43886427	id-11736	8.52e-08	+	CTGCATCCCTGGTCTCTGCCCACTAGATGCCAGTA	UpstreamP1_CTCF	40
chr10	43903614	43903764	id-11737	1.21e-05	+	TCCGGCAGTCGCCAGCTCCCCGCCAGGGGGCCGGA	Upstream_CTCF	40
chr10	43905022	43905172	id-11738	1	+	NA	NONE	7
chr10	43916151	43916301	id-11739	1.87e-09	+	AGCCGCTCGGTAGCTGGGACCACCAGCGGGCGCCA	V_CTCF_BR	33
chr10	43932099	43932249	id-11740	1.23e-05	-	AGGCAGCTGACGCTTGAGGCCGCTGGGCGCCGCAA	UpstreamP1_CTCF	35
chr10	43933410	43933560	id-11741	1	+	NA	NONE	7
chr10	43951254	43951404	id-11742	2.01e-05	-	GGGCGGTGCCCGCCTCCTTCCTGGAGCGCGAAGCG	UpstreamP1_CTCF	40
chr10	43957452	43957602	id-11743	2.97e-06	-	AGGAAGACTGAAGATTTCACCACTAGAGGTCACTG	V_CTCF_BR	40
chr10	43966836	43966986	id-11744	5.96e-07	-	CGCTGGCCCTTTGTCCTCACCAGAGGAGGGCAGCC	V_CTCF_BR	0
chr10	44069755	44069905	id-11745	1	+	NA	NONE	0
chr10	44101571	44101721	id-11746	1.1e-05	-	AATTGGACAGGGCAGTGGGCCGCCTGGAGGCAGTA	V_CTCF_BR	15
chr10	44107443	44107593	id-11747	1	+	NA	NONE	0
chr10	44143225	44143375	id-11748	4.94e-06	-	GTTGTAACTTGAAGACCTCACAGCAGGTGGAGAGG	Upstream_CTCF	0
chr10	44162784	44162934	id-11749	2.66e-05	+	AAACCACTGTGCTGATGCGCCAGCAGAGGGCCGAG	V_CTCF_BR	38
chr10	44167200	44167350	id-11750	2.47e-08	+	ATTGTATTGCAACAATTGTCCAGCAGATGGCAGTA	Upstream_CTCF	39
chr10	44179057	44179207	id-11751	1.28e-06	-	AGGGCAGAACTCTCGCTGAACTCTAGAGGGAGCCG	Upstream_CTCF	39
chr10	44181998	44182148	id-11752	1	+	NA	NONE	31
chr10	44185612	44185762	id-11753	1.01e-09	+	AGCGGCGCTCTGGGCTGGGCCGGCAGAGGGCGCTG	V_CTCF_BR	40
chr10	44186051	44186201	id-11754	5.74e-05	+	CAGCTCGGTGTCCACGGTTCCGCAGGGGGCCGCTG	UpstreamP1_CTCF	28
chr10	44186992	44187142	id-11755	6.43e-06	-	GATGGCAAGCCCAGGGCTGCCAGCAGGGGCATGGG	V_CTCF_BR	26
chr10	44223861	44224011	id-11756	1.23e-05	-	ATGCAGTCCAGGAGGCGCTGCAGCAGCCGTCGGGC	UpstreamP1_CTCF	1
chr10	44280815	44280965	id-11757	1.83e-05	-	CCAAGCTCTCCCACAACCCACAGTAGATGGAGCAC	V_CTCF_BR	34
chr10	44292256	44292406	id-11758	1	+	NA	NONE	2
chr10	44341760	44341910	id-11759	1	+	NA	NONE	15
chr10	44380857	44381007	id-11760	6.05e-06	-	GATGGCTGAGCTTGGAGACCCAGCAGAGGGAGATG	V_CTCF_BR	6
chr10	44381406	44381556	id-11761	1.48e-06	+	GCTCCAATACCCTAGGCTGTCACCAGGTGGTGGGG	Upstream_CTCF	17
chr10	44396882	44397032	id-11762	1	+	NA	NONE	28
chr10	44399832	44399982	id-11763	8.59e-05	-	TTCCCAGACACCCACAACCCAGGCAGGTGGCGCAC	V_CTCF_BR	5
chr10	44400341	44400491	id-11764	5.92e-05	+	GGCTGGTAGAGGGGCACCTCCGAGAGGGGGAGCTT	V_CTCF_BR	7
chr10	44418246	44418396	id-11765	1	+	NA	NONE	5
chr10	44476058	44476208	id-11766	1	+	NA	NONE	0
chr10	44525744	44525894	id-11767	2.77e-07	-	CTGCAGTCCCACCTGACGAGGGGCAGATGGTGCTG	UpstreamP1_CTCF	22
chr10	44539980	44540130	id-11768	1.1e-05	-	GAGAGGATGACAGGAACAAACACCAGGGGGAGAAA	V_CTCF_BR	20
chr10	44542198	44542348	id-11769	1	+	NA	NONE	13
chr10	44551811	44551961	id-11770	3.4e-06	+	TCTGCAGGTCTGGACGTTCCCACAATGGGACACCA	Upstream_CTCF	6
chr10	44557749	44557899	id-11771	3.09e-06	-	ACAGGCCTTTCCCTACAGTACTGCAGGGGGCGGTG	Upstream_CTCF	0
chr10	44566995	44567145	id-11772	1	+	NA	NONE	15
chr10	44666993	44667143	id-11773	3.81e-05	+	CCAAAGAGGGAGAGGGCAGCCACCAGGGGACGTCA	V_CTCF_BR	6
chr10	44689153	44689303	id-11774	1	+	NA	NONE	7
chr10	44711024	44711174	id-11775	5.55e-07	+	GAGGCTGTACCCTGCAAAGCCATGAGGTGGCGCTG	Upstream_CTCF	18
chr10	44779727	44779877	id-11776	6.21e-06	+	CCGGCCCTCTGAAGGTGCTCCACGAGGTGGGGCTG	Upstream_CTCF	12
chr10	44802361	44802511	id-11777	2.97e-06	+	GTGAGAACTAGAAGAGTGCCCACAGGAGGGCACCA	V_CTCF_BR	38
chr10	44806558	44806708	id-11778	1.38e-09	-	CCCGCCGGCCGTGGCCGGTCCAGCAGAGGGCGCGC	V_CTCF_BR	39
chr10	44820105	44820255	id-11779	2.6e-05	+	CTTCATTTCTGCCTTCTGACCTCCAGAAGTGTGAG	UpstreamP1_CTCF	3
chr10	44820815	44820965	id-11780	4.17e-05	+	CCTACCTCACTCCTCTTCTCCAGCAGGAGGCAAGT	Upstream_CTCF	8
chr10	44829972	44830122	id-11781	1	+	NA	NONE	3
chr10	44834885	44835035	id-11782	1	+	NA	NONE	17
chr10	44839437	44839587	id-11783	2.66e-05	+	TTCCTGGAGGGCAGACAGGGCTGAGGAGGGCGCCA	V_CTCF_BR	7
chr10	44840290	44840440	id-11784	1.01e-05	-	ATGGCCTCTCATGCCCTCACCTGCAGGGGGCCTCC	Upstream_CTCF	12
chr10	44848865	44849015	id-11785	3.4e-06	+	GTTGTATGACCTGCACCATCCAGCAGGGGTCTGGT	Upstream_CTCF	6
chr10	44856722	44856872	id-11786	1	+	NA	NONE	1
chr10	44857584	44857734	id-11787	2.43e-06	+	CCTGTGGCTTCCTGAGAAGTCAGCAGGGGGCTCCA	Upstream_CTCF	21
chr10	44866177	44866327	id-11788	1.14e-06	-	CTGAGATACCAGCGAGGAGGCTCCAGAGGGCACTC	UpstreamP1_CTCF	13
chr10	44882108	44882258	id-11789	1.54e-12	-	AGCGGGGAGGGAGGCGCCGCCACCAGAGGGCGCCG	V_CTCF_BR	40
chr10	44915045	44915195	id-11790	8.98e-06	+	GGGGAGTTCTCAGGCCAGACCAGTAGATGGTCTCC	UpstreamP1_CTCF	0
chr10	44952815	44952965	id-11791	8.97e-05	+	ACTGAAAGAGCTCCTAGTGGCCACAGGTGGAATAA	Upstream_CTCF	29
chr10	44958986	44959136	id-11792	1	+	NA	NONE	10
chr10	44960062	44960212	id-11793	7.17e-05	+	GTTGCCACATTCTACATTCCCACCAGCAGGGCACA	Upstream_CTCF	25
chr10	44961023	44961173	id-11794	6.67e-08	+	GTGCAGCTTGCTAGCCCCGCCAGCTGGGGGCTCAA	UpstreamP1_CTCF	9
chr10	44974959	44975109	id-11795	1	+	NA	NONE	3
chr10	45001964	45002114	id-11796	2.19e-05	-	ACTGTGACCTGCAAACTGTCCTGTAGGGGGTAACC	Upstream_CTCF	2
chr10	45009234	45009384	id-11797	2.01e-05	-	GAGCAGACAATGTCAGGGACCACCAGCAGGGAGCG	UpstreamP1_CTCF	21
chr10	45013189	45013339	id-11798	5.26e-07	-	GTGGTTGTGCTCGTGTCTTCCTCTAGAGGGCACCA	Upstream_CTCF	37
chr10	45085118	45085268	id-11799	5.65e-05	+	TTTTGTAAACACACAGCGCCCCCAAGGTGGTGCCA	V_CTCF_BR	4
chr10	45123080	45123230	id-11800	1.83e-05	-	AGCTTCCTGTTGGGCTCTGCCAATAGATGGAGCTT	V_CTCF_BR	17
chr10	45147402	45147552	id-11801	6.23e-05	-	ATGCTGGCAGCGCTCCCCTGCCCTGGGCGGCAGCC	UpstreamP1_CTCF	17
chr10	45161756	45161906	id-11802	3.16e-05	-	ACTGCATTCCCTTTGTCCAGCTGTGGGTGTCCTCA	Upstream_CTCF	3
chr10	45184944	45185094	id-11803	4.88e-05	-	CTGCCTATGGTAGTGGCATCCACCAGGGGTGGCTA	UpstreamP1_CTCF	32
chr10	45229662	45229812	id-11804	5.63e-06	+	TGCCAGTAATCTTCCCTGACCACCAGGTGGACACT	UpstreamP1_CTCF	36
chr10	45305258	45305408	id-11805	5.68e-06	-	CAGGGAGCAGCATCCCAAGCCTGTGGAGGGCAGTG	V_CTCF_BR	32
chr10	45314175	45314325	id-11806	4.71e-06	+	TCTGCTCTTACCGCCCCATCCTGGAGGAGTCAGGA	Upstream_CTCF	3
chr10	45316146	45316296	id-11807	8.56e-05	+	GTTTGCTTGTCTGTGTTCAACACTAGATGGAGTGC	UpstreamP1_CTCF	17
chr10	45316860	45317010	id-11808	1.93e-05	-	TCTGCAATCACCTGCTAGGCTGGTTGGTGGCACCC	Upstream_CTCF	6
chr10	45320182	45320332	id-11809	2.91e-05	+	AGGGCTGGGCACATTGCTGCCTCTGGGAGGCCAAG	Upstream_CTCF	6
chr10	45348696	45348846	id-11810	1.64e-06	-	AGGCTTTGGCAACTGCTGTGCAGGAGAGGGCACCG	UpstreamP1_CTCF	33
chr10	45353311	45353461	id-11811	4.24e-09	-	CCTGCAGTGCACTCTCCTGACCCTAGGTGGCAGCA	Upstream_CTCF	40
chr10	45358877	45359027	id-11812	2.38e-07	+	CACGGTTTGCGGTTGGCCCCCACCAGGTGGCTCCC	V_CTCF_BR	12
chr10	45360381	45360531	id-11813	2.17e-09	-	CTGGGCTCCCGCGCGGCGTCCGCCAGGGGGCAGCA	V_CTCF_BR	40
chr10	45374154	45374304	id-11814	4.5e-05	-	CTCCAACGCCTCATCTCTGCCATTGGGTGGTGAGC	UpstreamP1_CTCF	9
chr10	45374581	45374731	id-11815	4.7e-08	+	AACCCGAGCCCCTCCTCAGCCTGGAGAGGGCACCA	V_CTCF_BR	28
chr10	45379193	45379343	id-11816	4.14e-06	-	CTGGCAGGCCCCGAGACAGCCTCAGGATGGAGCTG	V_CTCF_BR	2
chr10	45420737	45420887	id-11817	1.96e-08	-	GGGGGCTTGTGGCAGACGACCAGCAGATGGCAGGA	V_CTCF_BR	36
chr10	45428248	45428398	id-11818	3.06e-08	+	CACACACACGCAGGAATGGGCACCAGGGGGCACCA	V_CTCF_BR	40
chr10	45444942	45445092	id-11819	4.88e-06	+	CTGCCATAACAAATACCATACACTGGGTGGCTCAA	UpstreamP1_CTCF	23
chr10	45458988	45459138	id-11820	1.46e-07	+	CTGCACTTGCTGTCCTCCACCAGCGGGAGCAGCTC	UpstreamP1_CTCF	39
chr10	45462397	45462547	id-11821	1	+	NA	NONE	14
chr10	45470492	45470642	id-11822	3.83e-09	-	ATGTGGAGCGCGCCCGCGGTCACCAGGGGGCGCCC	V_CTCF_BR	40
chr10	45471026	45471176	id-11823	8.9e-05	+	CTGCTCTACAAGGGCCCCACCAGGAGGCTTAGCTT	UpstreamP1_CTCF	18
chr10	45474343	45474493	id-11824	3.63e-05	+	GCTTGGAGGTGTTTTTCTGCCTGTAGGAGGCTGGG	V_CTCF_BR	32
chr10	45476179	45476329	id-11825	1	+	NA	NONE	1
chr10	45477006	45477156	id-11826	5.9e-06	+	CTGCGGCTCTGGGTAGAGGGCAGCTGAGGTTGCTG	UpstreamP1_CTCF	8
chr10	45485943	45486093	id-11827	4.7e-08	-	AACCCGAGCCCCTCCTCAGCCTGGAGAGGGCACCA	V_CTCF_BR	33
chr10	45496279	45496429	id-11828	1	+	NA	NONE	25
chr10	45496475	45496625	id-11829	2.96e-05	-	CCCGGCGGCCAGGCCCTGCCCGGAGGCGGGAGACG	V_CTCF_BR	1
chr10	45496909	45497059	id-11830	6.49e-06	-	CCGTGCTTTGCATAGCTCCCCAGCAGGGGCAAGCA	UpstreamP1_CTCF	35
chr10	45504182	45504332	id-11831	2.02e-06	+	TTGACGTTACACAAAACTGTCACTAGATGGCAGCA	UpstreamP1_CTCF	37
chr10	45575996	45576146	id-11832	1	+	NA	NONE	5
chr10	45651362	45651512	id-11833	1	+	NA	NONE	11
chr10	45730755	45730905	id-11834	1.3e-07	+	TAGTAATTTAATGCAATGCCCACCAGATGGCACTC	UpstreamP1_CTCF	40
chr10	45745106	45745256	id-11835	1.11e-05	-	CCTGCAGTCCCAGCTACTCTCGGGAGGCTGAGGCA	Upstream_CTCF	6
chr10	45745621	45745771	id-11836	1.97e-06	+	CAAAAGAAAAAGAAATGCACCACTAGATGGCACTG	V_CTCF_BR	38
chr10	45777614	45777764	id-11837	3.29e-05	+	TTTGTTATCCCAAAAAAGTCCAGATGATGGTGACT	Upstream_CTCF	3
chr10	45804327	45804477	id-11838	2.1e-05	+	TTGTCACTGCCTGTGGGAGACACTAGGGAGAGCTG	Upstream_CTCF	19
chr10	45805661	45805811	id-11839	1	+	NA	NONE	0
chr10	45848152	45848302	id-11840	1.17e-05	+	CACATCGCATATCACTCAGCCTCTAGTGGGAGACA	V_CTCF_BR	9
chr10	45871586	45871736	id-11841	1	+	NA	NONE	0
chr10	45914484	45914634	id-11842	1	+	NA	NONE	12
chr10	45938135	45938285	id-11843	1.26e-07	-	GGGAAGGGTGCGCTCCCAGCCACAGGAGGGCAGCA	V_CTCF_BR	15
chr10	45960532	45960682	id-11844	4.43e-05	+	AGCTGAGGATGCACCACCACCGCTAGAGGGCCCCA	V_CTCF_BR	40
chr10	46016061	46016211	id-11845	1	+	NA	NONE	4
chr10	46053993	46054143	id-11846	3.56e-06	+	GCTGCACTTCTGGTGCCAGGCGCACGGTGGTGGCT	Upstream_CTCF	1
chr10	46090357	46090507	id-11847	1.48e-06	+	TGCAGCGCGCTGGGGGCGGGCTGCAGCGGGTGCCG	V_CTCF_BR	19
chr10	46168022	46168172	id-11848	1.09e-06	-	AGGCTGAGCTAGCGAGCGGCCGGCAGGGGGGGCGC	UpstreamP1_CTCF	38
chr10	46230430	46230580	id-11849	1.09e-06	-	CAGCAGAGAAACAAAACAAACAGCAGAGGGCAGAA	UpstreamP1_CTCF	27
chr10	46527008	46527158	id-11850	4.41e-06	-	GTCATGGCACTATGCATGCCCACTAGGTGGCGTTG	V_CTCF_BR	8
chr10	46951370	46951520	id-11851	7.07e-08	+	GCGGCAGGGAGGATGCTGAACAGTAGAGGGCGCTG	V_CTCF_BR	40
chr10	46962638	46962788	id-11852	8.16e-07	+	CTCTCTCGGGTGATTTGCTCCAGGAGAGGGCAGCA	V_CTCF_BR	40
chr10	46970946	46971096	id-11853	1	+	NA	NONE	3
chr10	46976080	46976230	id-11854	5.92e-05	+	CAGGCATGCATCCAATGAGCCATAAGAGGGCGGAA	V_CTCF_BR	22
chr10	46978064	46978214	id-11855	1	+	NA	NONE	3
chr10	46983748	46983898	id-11856	7.73e-06	+	AAGGATATGTGAAGAGGTGCCACTAGGAGGAGCTG	V_CTCF_BR	40
chr10	46999924	47000074	id-11857	1.61e-05	+	AGGTAACTCTGGGGTCCAGCCTGGAGGAGGTGCCG	UpstreamP1_CTCF	6
chr10	47004329	47004479	id-11858	6.04e-07	+	GGGAAGTTGTGCACAGAAACCACCAGAGGGAGTCA	UpstreamP1_CTCF	40
chr10	47008152	47008302	id-11859	2.81e-06	-	CCGGCTTGGAGCGAAATGCCCACCAGGAGGCGTCG	Upstream_CTCF	29
chr10	47024973	47025123	id-11860	9.88e-07	+	AGAGCAGATACTAGCTGGACCACAAGGGGCAGCCC	Upstream_CTCF	34
chr10	47046569	47046719	id-11861	2.23e-06	-	GTGCACATGTTCCAGCGTGCGGCCAGGGGGCAGGG	UpstreamP1_CTCF	20
chr10	47075173	47075323	id-11862	2.86e-06	+	CAGCATTGGTGAGAAGGGACAGGCAGGAGGCAGTA	UpstreamP1_CTCF	1
chr10	47075427	47075577	id-11863	5.13e-05	-	GATTCTGGCCAGCAGGGCTGCTGAAGTGGGCACAC	V_CTCF_BR	1
chr10	47081075	47081225	id-11864	2.6e-07	+	TTGGTGCAGGGCTCTGCTGCCTCCAGAGGGTGCTG	V_CTCF_BR	40
chr10	47082655	47082805	id-11865	3.88e-06	-	AGCATTCAGCCCCTGGAGACCAGGGGAGGGCAGTG	V_CTCF_BR	20
chr10	47083338	47083488	id-11866	1.7e-05	+	GGAGCGCTCTCGTGGGCGGGCGCAAGGGGCAGGCT	Upstream_CTCF	7
chr10	47087734	47087884	id-11867	8.58e-06	+	AGGCCCTGGTGCTGACTTGCCAGCAGAGCGCCCCC	UpstreamP1_CTCF	1
chr10	47089888	47090038	id-11868	5.08e-07	-	TGGTCACCTGGAGCAGCCAGCAGCAGATGGCACCA	V_CTCF_BR	34
chr10	47092803	47092953	id-11869	1	+	NA	NONE	11
chr10	47150940	47151090	id-11870	2.94e-06	+	GATTCAGAGCTTCTGCTGTGCAGTAGGGGGCATCA	Upstream_CTCF	7
chr10	47151462	47151612	id-11871	8.58e-06	-	AGGCAGCGCCGTCTCAGCGCCGCTTAGTGGCGCCA	UpstreamP1_CTCF	11
chr10	47336850	47337000	id-11872	5.92e-05	-	TTAAATACATACTAAATCACCGCTAGGTGGCATAG	V_CTCF_BR	36
chr10	47377549	47377699	id-11873	1	+	NA	NONE	38
chr10	47592156	47592306	id-11874	1	+	NA	NONE	34
chr10	47594439	47594589	id-11875	1.09e-07	+	GCTGTACTCGGCCTCCAAGCCACTAGAGGGCAACC	Upstream_CTCF	33
chr10	47599891	47600041	id-11876	2e-06	+	AGAGCCATTCTCCCTCTCTCCATGGGGTGGCGGCA	Upstream_CTCF	40
chr10	47600608	47600758	id-11877	3.01e-11	-	GTGCAGTTCAACCTGCAGGCCAGTAGGGGGCACTT	UpstreamP1_CTCF	40
chr10	47627436	47627586	id-11878	1.67e-07	-	CACGTCTCCCCTGCACCCCCCACTAGATGGCAGCG	V_CTCF_BR	40
chr10	47644903	47645053	id-11879	3.8e-07	+	AGTGTCCTGCATGTTGACAACACCAGGGGGAGGCA	Upstream_CTCF	26
chr10	47659346	47659496	id-11880	1.93e-05	-	AAGCACAGAGTATTACCACCCAGCAGGAGGAGCAG	V_CTCF_BR	6
chr10	47665632	47665782	id-11881	3.63e-05	+	AGGAGGCTGGAGCCCAGGCCCAGCAGGGAGCACAG	V_CTCF_BR	24
chr10	47696376	47696526	id-11882	3.81e-05	-	TTTAGGCTGGACTGGTTCACCACTAGAGGGGACCC	V_CTCF_BR	40
chr10	48119487	48119637	id-11883	7.15e-05	-	AGTGCTTGAGAGACAGGGAAAGGCAGGGGGAGCTA	V_CTCF_BR	29
chr10	48331744	48331894	id-11884	1	+	NA	NONE	8
chr10	48335039	48335189	id-11885	9.51e-07	-	CCTAGAGGGGTGCCCAGGCCCAGCAGGAGGCACTG	V_CTCF_BR	32
chr10	48335681	48335831	id-11886	1	+	NA	NONE	17
chr10	48363947	48364097	id-11887	3.36e-07	+	ACCGTGGCAAGCCCCCGCACCGGCAGGTGGAGCAG	V_CTCF_BR	8
chr10	48377892	48378042	id-11888	6.53e-09	-	CCTGCAGGAAGGCCTGCTGCCTCCAGATGGCGCCA	V_CTCF_BR	40
chr10	48378815	48378965	id-11889	5.12e-06	-	CTGCCCCGCACAGGCCTACACAGGAGAGGGCCCTG	UpstreamP1_CTCF	6
chr10	48384853	48385003	id-11890	5.68e-06	-	CTCACATGGTTCTTAGTGGTCACTAGGTGGCTCTC	V_CTCF_BR	38
chr10	48389062	48389212	id-11891	3.5e-05	+	AGGCTGCCTTCGGGTGTGTCCAGCAGCGGCACCGT	UpstreamP1_CTCF	1
chr10	48398529	48398679	id-11892	3.13e-10	+	GGTGCATTACCCACTGCTGCCTCCAGGGGGTGCTG	Upstream_CTCF	40
chr10	48399679	48399829	id-11893	2.11e-06	+	GGGTGCGAAGTGTGGCCAGGCAGCAGGAGGCAGCC	V_CTCF_BR	4
chr10	48406861	48407011	id-11894	6.8e-06	+	ACTGCTGTGCAGGTTTCTGCCTGGAGTAGGTGCTC	Upstream_CTCF	4
chr10	48425655	48425805	id-11895	6.05e-06	+	GAGGCTGAGACCCCAGCAACCACCAGATGGTGTAC	V_CTCF_BR	20
chr10	48426975	48427125	id-11896	6.46e-07	+	TGTCCCCAACACGGCAGGGCCACATGGGGGCGCCT	V_CTCF_BR	40
chr10	48429657	48429807	id-11897	7.78e-06	+	CGTGTAATCCTCACATGAAACTGATGAGGGCGCCC	Upstream_CTCF	40
chr10	48438422	48438572	id-11898	6.51e-05	+	CCCAACGTGGCGGCCGCGTCCCCAGGGTGCCGCTG	V_CTCF_BR	11
chr10	48449939	48450089	id-11899	8.5e-06	+	GCAGCTGTGGAGAGGGAAGCCTGTAGAGGACACTG	Upstream_CTCF	6
chr10	48453735	48453885	id-11900	8.16e-07	+	CAGCCCTGTGCAGAGCTGTCCTGCAGGTGGCTGTC	V_CTCF_BR	6
chr10	48469755	48469905	id-11901	2.1e-05	+	TGGGAAGGATCAATAGTTGCCAGGAGCTGGGGGAG	Upstream_CTCF	35
chr10	48478611	48478761	id-11902	8.02e-05	-	CATCCATCAGTTCGTTTGGCCAGCAGGCAGCAGCA	Upstream_CTCF	10
chr10	48501485	48501635	id-11903	2.2e-06	-	GCAGCACTTCCTGGGCTGCCATCCAGGGGAGGGAA	Upstream_CTCF	17
chr10	48513435	48513585	id-11904	1.97e-06	-	GGCCAGCGCCCCCACTTGTCCTGAAGGTGGAGGGG	V_CTCF_BR	11
chr10	48524666	48524816	id-11905	1	+	NA	NONE	7
chr10	48528091	48528241	id-11906	2.97e-06	+	GAAATAGACAGGGGAATGGCCAGTTGGTGGAGCAG	V_CTCF_BR	8
chr10	48546791	48546941	id-11907	2.96e-05	+	GAGAAAGCAAGCAGCCACACCCCTGGAGGGCACCA	V_CTCF_BR	2
chr10	48572103	48572253	id-11908	1	+	NA	NONE	6
chr10	48573211	48573361	id-11909	7.6e-05	-	AGGGTGTCCCGCACATCCCCCGCTAGACGGAACAA	UpstreamP1_CTCF	10
chr10	48573704	48573854	id-11910	2.23e-06	+	AAGTACTTCACCTCTCTGGGCAGCAGATGTCGTGC	UpstreamP1_CTCF	12
chr10	48586198	48586348	id-11911	1.72e-06	+	TGTGCTATTCCTTTTCTCTCCACCAGGGAAACGAA	Upstream_CTCF	40
chr10	48627755	48627905	id-11912	6.82e-05	-	CATGGGTAGCACAAGACAGACCATAGGGGGCAGTC	V_CTCF_BR	15
chr10	48714353	48714503	id-11913	4.41e-06	-	GTCATGGCACTATGCATGCCCACTAGGTGGCGTTG	V_CTCF_BR	22
chr10	49403958	49404108	id-11914	3.36e-07	+	TCCATCCACCTAGGAAGAGCCACCTGGGGGCAGTC	V_CTCF_BR	1
chr10	49423619	49423769	id-11915	3.97e-07	+	AAAGGTCTGCCTTTGGGGGCCACATGGGGGCAGCA	V_CTCF_BR	40
chr10	49441818	49441968	id-11916	1.48e-06	-	CCAGCCCCTGAGGAAGGCATCACTAGGGGGCAGTG	V_CTCF_BR	14
chr10	49450450	49450600	id-11917	9.71e-06	-	GTGTCTGTCCTTAAACTCTCCAGAAGGGGCAGGCA	Upstream_CTCF	7
chr10	49474699	49474849	id-11918	5.17e-06	-	TAGGGTGTGACGCAAGTCACCACTAGGTGGGAATG	Upstream_CTCF	14
chr10	49497806	49497956	id-11919	8.53e-09	-	GGTGGAGTTCCAGTGGTGACCACGAGGTGGTGTGG	Upstream_CTCF	40
chr10	49508717	49508867	id-11920	5.34e-06	+	TCAGGAACATGAGAATGCCCCAGCAGAGGTCGCTG	V_CTCF_BR	3
chr10	49514244	49514394	id-11921	2.27e-05	+	CATCACTCAGGTGTGTGTACCGGAAGGGGGTGCCT	V_CTCF_BR	6
chr10	49518087	49518237	id-11922	1	+	NA	NONE	36
chr10	49540688	49540838	id-11923	8.21e-06	-	TTTAGAAAGCCTCTTGCTTCCAGCAGAGGTAGCCA	V_CTCF_BR	5
chr10	49554393	49554543	id-11924	8.17e-10	+	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	25
chr10	49571675	49571825	id-11925	1.31e-05	+	AACTTACATTTTTCTCCATCCACTAGATGGCTCAA	V_CTCF_BR	40
chr10	49592313	49592463	id-11926	6.64e-05	-	GGGTCTTTACCTCACTGTACCTGGAGAGGGAGTGC	Upstream_CTCF	21
chr10	49608476	49608626	id-11927	1	+	NA	NONE	13
chr10	49614299	49614449	id-11928	1.76e-05	-	ATGGAACTGCGTTCACAGGCCACAAGGGGCACGAG	UpstreamP1_CTCF	13
chr10	49625040	49625190	id-11929	1.03e-06	+	TAGCATTCCTGGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	17
chr10	49652463	49652613	id-11930	1.04e-05	+	ATTTGCAGATCCTACTTAGCCAACAGGTGGCAGAT	V_CTCF_BR	39
chr10	49653080	49653230	id-11931	1	+	NA	NONE	20
chr10	49654136	49654286	id-11932	7.54e-08	-	ATGCAGTTCCTGGTGAGGGTCAGAAGGGGACGGTA	UpstreamP1_CTCF	0
chr10	49657897	49658047	id-11933	1.82e-07	+	GGGACAAGCCTGGGACCTGCCTCCAGGGGCCGCCC	V_CTCF_BR	5
chr10	49667788	49667938	id-11934	6.8e-06	+	ATGAAGTCCACACACTGCTCCACCAGCAGGGGCGC	UpstreamP1_CTCF	13
chr10	49671733	49671883	id-11935	2.19e-05	-	TGGGCAGTTCAGCAACCCAGCAGAGGGGAGTGTCC	Upstream_CTCF	11
chr10	49679214	49679364	id-11936	5.7e-05	+	AGTGCAGTTCCGATGATGACCACAGGCCTACTGCC	Upstream_CTCF	25
chr10	49680701	49680851	id-11937	1.7e-05	+	GCGTCAGTCTAGCACACTTCCACTAGATGTCCCCT	Upstream_CTCF	3
chr10	49712720	49712870	id-11938	2.23e-06	+	AGGAAGTTCTGGCAGGTGTCCAGGGGAGGGAAGCA	UpstreamP1_CTCF	0
chr10	49713572	49713722	id-11939	1.41e-05	-	CAGCCAGGTCCTGCCCCAACCACAAGGAGGAGTTC	UpstreamP1_CTCF	36
chr10	49714705	49714855	id-11940	4.23e-08	-	CACATAAGCTACCATGTTGCCTCCAGAGGGCACCA	V_CTCF_BR	40
chr10	49718089	49718239	id-11941	1.21e-06	-	CCTGGGTTCTCAGCTGTCCCCACGAGGGGGTGCAA	Upstream_CTCF	39
chr10	49732441	49732591	id-11942	3.11e-10	+	CCGCGCGCTCTCCCAGGAGCCGCCAGGGGGCGCCA	V_CTCF_BR	39
chr10	49743961	49744111	id-11943	1.13e-05	-	CTGCGCCTTTCTCCTTCCACAGCTAGGTGGCCACA	UpstreamP1_CTCF	37
chr10	49756964	49757114	id-11944	1	+	NA	NONE	2
chr10	49759663	49759813	id-11945	5.89e-08	+	AAGCAGTGGCAGGCCACAGCCACAAGAGGACAGAA	UpstreamP1_CTCF	10
chr10	49760004	49760154	id-11946	2.18e-07	+	CCAGAACTGGCAGATCTCTCCACTAGATGGCACTC	Upstream_CTCF	40
chr10	49763768	49763918	id-11947	1.55e-05	+	ATTGGAGGAGCTCTGCCCACAGGCAGGGGGAACTC	V_CTCF_BR	11
chr10	49816299	49816449	id-11948	2.19e-10	+	GTGCACTGCTCAAAGGTGTCCAGTAGAGGGAGGTA	UpstreamP1_CTCF	40
chr10	49822965	49823115	id-11949	1.13e-05	-	TTGCTCCAACTATTATCCACCACCTGAGGCAGCAG	UpstreamP1_CTCF	38
chr10	49857709	49857859	id-11950	1.19e-06	-	TCTGTGCTAAAAGTCTCACCCAGCAGTGGGCAGCA	V_CTCF_BR	33
chr10	49864403	49864553	id-11951	6.53e-09	-	GAGGCCGCCTCCCCGAGGCCCGCCAGGGGGCGCCG	V_CTCF_BR	40
chr10	49865428	49865578	id-11952	9.81e-06	+	CGGACACTTCTTAGCCGGGTCTCTAGGGGGCTCAG	V_CTCF_BR	3
chr10	49866419	49866569	id-11953	4.65e-10	+	CTGCAGTTGAGAGTTGAAGCCACGAGGTGGCGCCC	UpstreamP1_CTCF	39
chr10	49867995	49868145	id-11954	1	+	NA	NONE	35
chr10	49906534	49906684	id-11955	1	+	NA	NONE	5
chr10	49909308	49909458	id-11956	7.62e-07	-	ATAGCATTATTCTCAATGGCCAGAGGGTGGAGACA	Upstream_CTCF	5
chr10	49954006	49954156	id-11957	4.14e-06	-	TGAAGCAGGTACTGCTGGGCCGGAAGGTGGTGGTG	V_CTCF_BR	18
chr10	49959731	49959881	id-11958	5.08e-05	+	CCTGAAGTTTGATAGAGTCCACATAGGGGGCAGTC	Upstream_CTCF	3
chr10	49973242	49973392	id-11959	8.56e-05	+	CTGTGTTTACTGAACATTTACCATAGAGGGCAGAC	UpstreamP1_CTCF	14
chr10	50029257	50029407	id-11960	2.27e-06	-	ATGATGCCTGGAGGGACTGACGCCAGGTGGAGGCA	V_CTCF_BR	5
chr10	50093549	50093699	id-11961	7.12e-06	+	TGGAAGTGACACATGCAGGCAGGCAGGGGGCATCC	UpstreamP1_CTCF	39
chr10	50110329	50110479	id-11962	4.5e-06	+	CTTGCAGTCCCCCCCGCCGCCGCCAGGTCCCCTTT	Upstream_CTCF	6
chr10	50157482	50157632	id-11963	7.15e-05	+	TCCCTCCATCCCATCCTGCCTCCTAGGGGGAGGCC	V_CTCF_BR	5
chr10	50184370	50184520	id-11964	2.43e-06	+	AACTTCTGTACCCTGCCATCCACCAGGTGGCATCC	V_CTCF_BR	38
chr10	50185020	50185170	id-11965	5.63e-06	-	ATGCAACCTGCAGGTTTGGCCCCCTGGAGGAAGTG	UpstreamP1_CTCF	12
chr10	50189483	50189633	id-11966	5.21e-08	+	GCCTTGTTTCTCTGGGTCTCCAGCAGAGGGCACTG	V_CTCF_BR	40
chr10	50191813	50191963	id-11967	2.46e-08	+	TGCCCCATGGGTCGTCTGGCCTCCAGGGGGCAACA	V_CTCF_BR	12
chr10	50209483	50209633	id-11968	7.84e-05	+	GTGGTCAGGGACGGCCTCCCCAATAGGTGGCATCT	V_CTCF_BR	27
chr10	50220805	50220955	id-11969	1.1e-06	+	GGAGGGGGAGCAAAGGCAGCCAGCAGAGGGTGAGA	V_CTCF_BR	3
chr10	50245509	50245659	id-11970	1	+	NA	NONE	6
chr10	50264539	50264689	id-11971	5.21e-08	-	CCCTGGGCAGGGACAGGTGCCAGCAGGGGTCAGCC	V_CTCF_BR	6
chr10	50312389	50312539	id-11972	3.48e-06	-	CTGTTCTTCCTGGGCAGGGCCAGGAGAGGCGCATG	UpstreamP1_CTCF	0
chr10	50315702	50315852	id-11973	9.51e-07	-	GGCTGCGCCTGCTGGAGGAGCAGCGGGGGGCGCTC	V_CTCF_BR	0
chr10	50323121	50323271	id-11974	8.13e-06	+	GCTGCATCTCCCCTCGGGGCCTGCCGCTGGGAAGA	Upstream_CTCF	11
chr10	50323469	50323619	id-11975	5.93e-06	-	GGCGCTCTCCCGCGTCACAGCGCCGGGCGGCGGCG	Upstream_CTCF	4
chr10	50340435	50340585	id-11976	1	+	NA	NONE	1
chr10	50344024	50344174	id-11977	1	+	NA	NONE	4
chr10	50346472	50346622	id-11978	5.52e-05	+	CTGCGCCTCACTGCTGCAGCCAGCAGGGCTGGTGT	UpstreamP1_CTCF	10
chr10	50369735	50369885	id-11979	5.28e-05	-	ATTCGAGTTTCCAAAACTAACACTAGATGGAGTCA	Upstream_CTCF	38
chr10	50370698	50370848	id-11980	4.65e-06	+	CAGCAGAGGGCCCCTGAGGCCACATGGTGCCAGGG	UpstreamP1_CTCF	2
chr10	50372734	50372884	id-11981	1.15e-06	-	GGTGCAGAGGGCTGCATAGCCACTAGGAGGTGCAG	Upstream_CTCF	40
chr10	50375045	50375195	id-11982	7.12e-06	+	CTGCAGCTCCCTCTGCATTCCAGATGAGGTCCAAA	UpstreamP1_CTCF	1
chr10	50378673	50378823	id-11983	9.62e-05	+	CTGCGAGCCAGCCCCACAGCCACTCAGTGGCAGCC	UpstreamP1_CTCF	1
chr10	50385016	50385166	id-11984	9.11e-08	+	GGTGCAGCCCTGCTGCCTGCCGCCAGGGGAGGCAG	Upstream_CTCF	12
chr10	50392757	50392907	id-11985	3.09e-05	+	AACCAGCTGCAGGTGGGTTCCAGGAGGTGGGGCGA	UpstreamP1_CTCF	3
chr10	50426656	50426806	id-11986	1.9e-06	+	TCTGTGGTCCCAGGACAGCACAGTAGATGTCACTA	Upstream_CTCF	5
chr10	50430412	50430562	id-11987	2.55e-06	+	GGTGCAATGCTCTTTTAAACAACCAGATGTCGCAT	Upstream_CTCF	11
chr10	50436807	50436957	id-11988	8.81e-07	-	CCAGCTGCCCAGCCTCCTGCCGGCAGCTGGTGGCA	V_CTCF_BR	3
chr10	50476341	50476491	id-11989	2.15e-05	+	TTTGGTGAACTCTTCTTGGCCTATAGGTGGCTGTC	V_CTCF_BR	10
chr10	50482264	50482414	id-11990	6.43e-06	+	TGAGGAACAAATGGGGCCACCAGAAGCTGGAAGAG	V_CTCF_BR	2
chr10	50489603	50489753	id-11991	2.73e-11	+	CTGCAGGGTCGGCCAGCGGCCAACAGGGGGCAGCG	UpstreamP1_CTCF	33
chr10	50494852	50495002	id-11992	1	+	NA	NONE	0
chr10	50508643	50508793	id-11993	3.09e-05	-	CTGCCCTGCTCAGCCCAGGCCACATGGACACGCTG	UpstreamP1_CTCF	2
chr10	50516122	50516272	id-11994	1	+	NA	NONE	1
chr10	50532903	50533053	id-11995	8.71e-06	+	ACGCATGCCTGGAAAACCGCAGCCAGGGGGAAGCA	V_CTCF_BR	29
chr10	50535495	50535645	id-11996	9.81e-06	+	TCCTGTCTTCCTTCTGTGGGCAGTAGGGGTCAGGG	V_CTCF_BR	0
chr10	50568015	50568165	id-11997	1	+	NA	NONE	5
chr10	50573848	50573998	id-11998	1.7e-05	-	TTGGCAACAGATCCCGATGGCACTTGGTGGCAGCA	Upstream_CTCF	7
chr10	50587777	50587927	id-11999	2.96e-05	-	CTGCTGTAGGTCAAGTGCCCCGCGTGGTGCAGGCA	UpstreamP1_CTCF	40
chr10	50601956	50602106	id-12000	4.99e-07	+	TCTGCCTTACCCACTTTGACCAGAAGGGTGGGACA	Upstream_CTCF	21
chr10	50615711	50615861	id-12001	1.18e-09	+	CAGCCAGAGCCAACAGCTGCCACCAGGTGGCACCA	V_CTCF_BR	40
chr10	50616620	50616770	id-12002	1	+	NA	NONE	37
chr10	50617969	50618119	id-12003	3e-06	+	ATTCACCATCATCAAAGGAGCACTAGATGGCAGGA	UpstreamP1_CTCF	9
chr10	50626501	50626651	id-12004	7.73e-05	-	CAAACAATACCAAATGCAAGCACAGGAGGGCCCTA	Upstream_CTCF	25
chr10	50627104	50627254	id-12005	5.67e-06	-	CCTGGGTTTGCACACATCCCCGGCAGGGGCAGAAC	Upstream_CTCF	8
chr10	50672948	50673098	id-12006	3.88e-06	-	TGGCCCTCTTCTCATAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	13
chr10	50720397	50720547	id-12007	1.69e-05	-	AATTATTTCTCCTTTGAACACACTAGGGGGCACTA	UpstreamP1_CTCF	40
chr10	50727154	50727304	id-12008	8.52e-08	-	GTGCAATATTTAGGTATGACCACAGGGTGGTGCCA	UpstreamP1_CTCF	40
chr10	50747208	50747358	id-12009	4.5e-05	-	TCGCAAGCCACCCAGCTGACCGGCAGCGGAGACAG	UpstreamP1_CTCF	31
chr10	50766386	50766536	id-12010	1	+	NA	NONE	12
chr10	50799640	50799790	id-12011	1.17e-05	-	CCTCCCCTGTGAAGCTCCACCTGATGGTGGCAGGC	V_CTCF_BR	25
chr10	50801204	50801354	id-12012	5.89e-08	+	GTGCTGATTCTGCCTGGCACCACCAGGGGGAGCTT	UpstreamP1_CTCF	40
chr10	50802684	50802834	id-12013	2.43e-06	+	ACATCATTCTCAGGAGTGACCAGATGGTGGCAGCA	V_CTCF_BR	39
chr10	50819820	50819970	id-12014	5.34e-06	-	AGCGGCAGGCGGGCACGATGCACGAGCTGGCGCCG	V_CTCF_BR	1
chr10	50820961	50821111	id-12015	2.94e-06	+	AGCGCAGAGCCCGGGGATGCCGCCCGGGGGAGCCT	Upstream_CTCF	7
chr10	50824690	50824840	id-12016	2.25e-08	-	CTGTAGCCTGGGCCTTGTGCCAGTAGAGGGCAGGG	UpstreamP1_CTCF	13
chr10	50827822	50827972	id-12017	1.21e-09	-	CTGCAGGGTCTCGCCGAGGCCACCAGGGGCCCCAA	UpstreamP1_CTCF	21
chr10	50830614	50830764	id-12018	2.06e-07	-	CCTGCTCTCCTAAGCTTGGCCAGGAGAGGGACTTT	Upstream_CTCF	2
chr10	50854095	50854245	id-12019	6.8e-06	+	GATGTGGCTCACAGGAGCCCCAGTGGAGGGTGCTG	Upstream_CTCF	1
chr10	50854566	50854716	id-12020	8.5e-06	-	CGTGAAGGAGCTGGAGTGCCCTGTGGGTGTCGCTG	Upstream_CTCF	2
chr10	50857535	50857685	id-12021	3.36e-07	-	GGGAGCATTTCCACCGCAGCCTCCGGGGGGCGGGG	V_CTCF_BR	9
chr10	50872932	50873082	id-12022	1.73e-05	-	TCTCAGTAGGCGGCAGCAGACTGCAGAGGTCTCTC	V_CTCF_BR	2
chr10	50903222	50903372	id-12023	1	+	NA	NONE	2
chr10	50909125	50909275	id-12024	1.24e-05	+	CTTTACAGATAGGTACACTCCAGCGGAGGGCAGCA	V_CTCF_BR	7
chr10	50953057	50953207	id-12025	1.73e-06	-	CAGGAGTGCGGGAAGGCTTCCTGTAGGAGGCAGCC	UpstreamP1_CTCF	21
chr10	50970277	50970427	id-12026	7.12e-06	+	CTGCAGGTCAGGGGGCTGCGCGGAAGGGGTGCGCG	UpstreamP1_CTCF	3
chr10	50991826	50991976	id-12027	4.65e-05	+	ACTCGAAGCATTGCGTGGACCTGTAGCGGCAGCAC	V_CTCF_BR	14
chr10	51098177	51098327	id-12028	2.78e-06	-	AATTATCTATGCAGACTATCCAGTAGAGGGCAGGG	V_CTCF_BR	14
chr10	51488866	51489016	id-12029	1	+	NA	NONE	29
chr10	51497079	51497229	id-12030	6.18e-07	-	AATGTCCTGCATGTTGACAACACCAGGGGGAGGCA	Upstream_CTCF	6
chr10	51525793	51525943	id-12031	1	+	NA	NONE	4
chr10	51547445	51547595	id-12032	1.37e-05	-	TCTGTGTGCCTTCCAGTGACCAGCAGGGTGCCTGG	Upstream_CTCF	5
chr10	51559491	51559641	id-12033	9.66e-05	-	CTTGAGATCTGGGCAGCGTCCCATAGAGGGTGCAG	Upstream_CTCF	20
chr10	51565034	51565184	id-12034	2.46e-06	+	GTGCGCCTGCGCTCTGCGCCTCCTAGAGGGCAGTC	UpstreamP1_CTCF	40
chr10	51566969	51567119	id-12035	7.12e-06	+	AATCTATGACACGAGTTCTCCTCTAGGTGGCAAGC	UpstreamP1_CTCF	39
chr10	51572129	51572279	id-12036	3.24e-06	+	GCTGGCCTTACCCTGGGGGCCGGGCGGGGGCAGCA	Upstream_CTCF	39
chr10	51822953	51823103	id-12037	8.81e-07	+	AAATCCACCTTTGGTGAAGCCAGCAGAGGGCTCTG	V_CTCF_BR	23
chr10	51835427	51835577	id-12038	1.09e-06	-	CAGCAGAGAAACAAAACAAACAGCAGAGGGCAGAA	UpstreamP1_CTCF	29
chr10	52001984	52002134	id-12039	8.71e-06	+	GGGAGGCTTCCGCTCTCCTCCCCAAGAGGGAGCAA	V_CTCF_BR	0
chr10	52021354	52021504	id-12040	1.73e-06	+	ATGTTGCATCTGAAGAGTACCACTAGAGGGAAAAC	UpstreamP1_CTCF	7
chr10	52031739	52031889	id-12041	5.67e-06	-	CTTTCAGTGTGACTTCCCATCACTAGGTGGAGACA	Upstream_CTCF	8
chr10	52035545	52035695	id-12042	6.39e-08	-	ATTATGGCAGCCACGGAAGCCACCAGAGGGCAGTG	V_CTCF_BR	39
chr10	52051385	52051535	id-12043	1	+	NA	NONE	38
chr10	52070687	52070837	id-12044	1.21e-06	-	GAGGCAGTTCCAAGCACAGCCTGCAGGGTGTGTTA	Upstream_CTCF	40
chr10	52094958	52095108	id-12045	1	+	NA	NONE	0
chr10	52100692	52100842	id-12046	1	+	NA	NONE	3
chr10	52127631	52127781	id-12047	7.23e-07	+	TTTGGACTAAGGTAAAATACCACCAGGGGGCAACG	Upstream_CTCF	39
chr10	52137449	52137599	id-12048	3.81e-05	-	AACAAATTCTTTCCCAGGGCCTCCAGAGGGAGTAT	V_CTCF_BR	9
chr10	52153882	52154032	id-12049	5.08e-05	+	TTGTGATGTTTTCCTTTGGCCACCAGGAATCCCTG	UpstreamP1_CTCF	5
chr10	52176263	52176413	id-12050	1	+	NA	NONE	30
chr10	52181132	52181282	id-12051	5.61e-08	-	TCTTCAGTTTTATTTCCTGCCACCAGTGGGAGCCA	Upstream_CTCF	40
chr10	52261760	52261910	id-12052	1	+	NA	NONE	7
chr10	52305796	52305946	id-12053	8.56e-05	+	CGGATAGACTGCTTGATGGCCACCAGGTGACCTCT	UpstreamP1_CTCF	2
chr10	52312683	52312833	id-12054	2.78e-06	+	ATCAGATTCTCTCCTAGAACCTGCAGAGGGAGCAC	V_CTCF_BR	39
chr10	52314756	52314906	id-12055	9.51e-07	+	CTCCCCAAATGGGGTCACGCCAGCAGGTGTCACCA	V_CTCF_BR	24
chr10	52321647	52321797	id-12056	1.41e-06	+	TTGCAATGACATCTCCGAGCCACCAGAGAGCATAT	UpstreamP1_CTCF	39
chr10	52323663	52323813	id-12057	1	+	NA	NONE	5
chr10	52334219	52334369	id-12058	4.5e-06	-	GTTGCAATTTACATTCCCACCAGTAGTGTGCAAGG	Upstream_CTCF	35
chr10	52363985	52364135	id-12059	1	+	NA	NONE	9
chr10	52374401	52374551	id-12060	3.81e-05	-	TTGTAATACACAGGTTAGCCCAGCAGGGCATTCCC	UpstreamP1_CTCF	36
chr10	52381838	52381988	id-12061	6.05e-06	-	CCCAGGGATGTTTGGTGATTCAGCAGGTGGCAGCC	V_CTCF_BR	29
chr10	52382536	52382686	id-12062	1	+	NA	NONE	20
chr10	52383569	52383719	id-12063	8.58e-06	-	GGGCAGCGGCTGCGGGCGGCAGGCGGCGGGCAGGT	UpstreamP1_CTCF	15
chr10	52384235	52384385	id-12064	1	+	NA	NONE	11
chr10	52385061	52385211	id-12065	3.36e-07	-	GCACCATCGAAGCGGCCCACCAGCAGGGGCCGCGG	V_CTCF_BR	40
chr10	52388032	52388182	id-12066	1.56e-06	+	CTTCAGTTCCATGAAATGACCACTTGAGAGCTCCC	UpstreamP1_CTCF	8
chr10	52413050	52413200	id-12067	5.01e-06	-	ATTTGCATTTTGAGTGGGTCCAGCAGATGGTGCTG	V_CTCF_BR	40
chr10	52414165	52414315	id-12068	5.98e-05	+	AGCCACTGGCTGTGGGCCTCCAGCAGGGGCTGTGA	UpstreamP1_CTCF	1
chr10	52420021	52420171	id-12069	1.99e-07	+	CGCAGCTGCGGCTCATCTACCACTAGGTGGAAGCC	V_CTCF_BR	28
chr10	52427273	52427423	id-12070	1	+	NA	NONE	13
chr10	52428770	52428920	id-12071	5.96e-07	-	TGCACATGGGGCCACAAGCCCAGCAGAGGGAGCCA	V_CTCF_BR	20
chr10	52429682	52429832	id-12072	2.19e-05	+	CTGCAGCTCAGGAGTGCCCCCGACAGGAGCACAAG	UpstreamP1_CTCF	1
chr10	52443095	52443245	id-12073	8.56e-05	+	CTGCGGTTCAGGTGGTCCTGACCCAGCTGGGACCC	UpstreamP1_CTCF	4
chr10	52548829	52548979	id-12074	1.48e-05	+	GTGTCATTAGCCAAATAGGCCACTGGATGTCATAC	UpstreamP1_CTCF	40
chr10	52598179	52598329	id-12075	9.29e-06	+	GCTGGTCATATATCAGTTACCAGCAGGAGGAGCCT	Upstream_CTCF	2
chr10	52642319	52642469	id-12076	1	+	NA	NONE	1
chr10	52650805	52650955	id-12077	9.71e-06	-	TGTGTGCTTAATCAACTCAACACTAGATGGCTCCA	Upstream_CTCF	38
chr10	52692066	52692216	id-12078	5.68e-06	-	CAGGAGAGGGTGGGGAAAAGCAGCAGGTGGCAGAC	V_CTCF_BR	1
chr10	52697411	52697561	id-12079	2.53e-05	+	AAGACATCCCAAGTGCTGAACACTAGATGGCATGG	V_CTCF_BR	40
chr10	52748587	52748737	id-12080	2.55e-06	+	TTAGCAAATTTCTCCAAGGGCACTAGATGGCGACC	Upstream_CTCF	37
chr10	52752038	52752188	id-12081	1	+	NA	NONE	15
chr10	52761486	52761636	id-12082	8.46e-07	+	AGAGAGATTTCAACCATTACCACAAGATGGCAGCA	Upstream_CTCF	39
chr10	52770783	52770933	id-12083	9.51e-07	+	CAATAAATTTCCTAAGTTACCACAAGGGGGCAGTA	V_CTCF_BR	40
chr10	52807752	52807902	id-12084	4.5e-06	-	GCTGCATGAACTCTGAAAGACAGCAGATGGCTCTA	Upstream_CTCF	24
chr10	52823536	52823686	id-12085	1.15e-06	+	TATGGAGTAGAACATTTGGACAGTAGAGGGTGCAA	Upstream_CTCF	38
chr10	52833542	52833692	id-12086	1	+	NA	NONE	14
chr10	52843456	52843606	id-12087	5.98e-05	-	GGGCAGCAGTGAGGTCTGACCACAGGGTTTAGGAA	UpstreamP1_CTCF	17
chr10	52864322	52864472	id-12088	1	+	NA	NONE	6
chr10	52966314	52966464	id-12089	2.23e-06	+	GAGCTGTACAGGATTGTGGAAACTAGAGGCCAGCA	UpstreamP1_CTCF	7
chr10	53128821	53128971	id-12090	2e-06	+	AATGCACAATAAATGCCTGCCAATAGGAGGCGCTC	Upstream_CTCF	29
chr10	53149212	53149362	id-12091	4.31e-07	+	CCTTGGTATTGCCTGTCAGCCACTAGGGGGCATCC	V_CTCF_BR	40
chr10	53157636	53157786	id-12092	1.72e-06	-	GTTGATATATCAACTGCTGCCAATAGAAGGCACAG	Upstream_CTCF	11
chr10	53182477	53182627	id-12093	1.1e-06	-	TCATGACATTGTGGTACCTCCACTAGATGGCAGCA	V_CTCF_BR	40
chr10	53398595	53398745	id-12094	1.56e-05	+	AATGAAATACCTTAAATGGCCCATAGGGACAGACA	Upstream_CTCF	15
chr10	53546221	53546371	id-12095	1	+	NA	NONE	11
chr10	53635504	53635654	id-12096	3.63e-06	-	GGCCACAACGACTTGAAGAACTCCAGGTGGCACCA	V_CTCF_BR	5
chr10	53653173	53653323	id-12097	6.19e-06	-	TTGCAAATGTACAAAGGCACCTGCAGGGGGCCTGA	UpstreamP1_CTCF	38
chr10	53720276	53720426	id-12098	1.04e-05	-	TTACGTCGTCTTTATTTTACCAATAGGTGGCACTG	V_CTCF_BR	39
chr10	53764202	53764352	id-12099	8.08e-08	-	GATGCTGTTCACACATTATCCAGTAGATGGGGATC	Upstream_CTCF	39
chr10	53826278	53826428	id-12100	1	+	NA	NONE	23
chr10	53865199	53865349	id-12101	4.01e-05	+	TAGTAAGGTGCTATGCCGGACTGCAGAGGGCGTGT	V_CTCF_BR	4
chr10	53932484	53932634	id-12102	1	+	NA	NONE	30
chr10	53975625	53975775	id-12103	6.98e-07	-	GAGTATATTCTCCAGATGGCCACTGGAGGGCACAA	V_CTCF_BR	39
chr10	53976738	53976888	id-12104	1	+	NA	NONE	5
chr10	54068050	54068200	id-12105	7.1e-07	+	AAGAACTTCTACGGAAATTCCACCAGGAGGCAGCA	UpstreamP1_CTCF	40
chr10	54074277	54074427	id-12106	1.84e-05	+	CTGCCCCCACCGCTGGGCGGCGCTGCGGGGCACCC	UpstreamP1_CTCF	40
chr10	54106159	54106309	id-12107	1.64e-06	+	ACTGCCATCCCACTGACTACAGGGAGGAGGCGCCA	Upstream_CTCF	9
chr10	54128610	54128760	id-12108	7.84e-05	+	CAAATGGGTGAGGGTTTGGCCAGCAGGAGGGGCAA	V_CTCF_BR	20
chr10	54200805	54200955	id-12109	7.73e-06	+	GAGCCATGGATTCAAGCAGCCGAAAGAGGGCAGAC	V_CTCF_BR	18
chr10	54217789	54217939	id-12110	2.31e-07	-	GCCGCATTATTCACAATCGCCAGGAGGCGGAAGCA	Upstream_CTCF	0
chr10	54248773	54248923	id-12111	6.84e-06	-	TAGATTATAACACTATCTGCCACCAGGTGGAGAAA	V_CTCF_BR	37
chr10	54326854	54327004	id-12112	8.16e-07	-	AATTATCATCTACCCATTTCCAGCAGGGGGCAGAA	V_CTCF_BR	38
chr10	54355110	54355260	id-12113	1.09e-06	-	ATATCACTTCAAAAAGTCACCAGTAGAGGGAGTAA	Upstream_CTCF	39
chr10	54404542	54404692	id-12114	1.82e-07	+	TAGATGGTTCCTTACACTACCACCAGGTGGCAGTG	V_CTCF_BR	40
chr10	54413476	54413626	id-12115	1	+	NA	NONE	8
chr10	54489391	54489541	id-12116	7.11e-06	-	GGTGATATTTCTTGTCAAGACAGCAGAGGGTGCTC	Upstream_CTCF	38
chr10	54500721	54500871	id-12117	4.62e-11	+	AATGCAGTTCTTAACACTGCCAGCAGAGGGCAGAA	Upstream_CTCF	40
chr10	54506047	54506197	id-12118	5.92e-05	-	AGATTGTTTTCAGGAGTCCTCACTAGATGGCTCCA	V_CTCF_BR	17
chr10	54535067	54535217	id-12119	2.19e-05	-	GAGGCAGTTTTCTCTGCAGCCTCTTGGGGTGAGGT	Upstream_CTCF	1
chr10	54538587	54538737	id-12120	6.8e-06	-	GAGCACGATGCAAAGCTTCTCAGTAGAGGGCGCTA	UpstreamP1_CTCF	40
chr10	54539974	54540124	id-12121	2.19e-11	-	CCTGCAGTCCTAAGCATGGCCACAAGATGGCAGGG	Upstream_CTCF	40
chr10	54577807	54577957	id-12122	4.14e-06	+	TATTGTTTGCTGGCTTTGAACACTAGATGGCAGAA	V_CTCF_BR	39
chr10	54631328	54631478	id-12123	1.76e-05	-	GGGCGCCTCCCAGCGTTGCGCAGCAGGAGTGGGCA	UpstreamP1_CTCF	2
chr10	54644122	54644272	id-12124	9.84e-06	+	TTGTCATTTCACCTGTTATCCCCTAGATGGTAGTG	UpstreamP1_CTCF	40
chr10	54709791	54709941	id-12125	3.28e-07	+	TTGCAGTGAATTACAGCCACCTGCTGAGGGAGCCA	UpstreamP1_CTCF	21
chr10	54710464	54710614	id-12126	9.4e-06	+	CAGCTCACAGACAACTTGGCCACCAGGAGGCCTCA	UpstreamP1_CTCF	14
chr10	54711699	54711849	id-12127	5.01e-06	+	GGTGGTTAGCAGAAGCTGAGCAGTAGGGGGTGCTG	V_CTCF_BR	34
chr10	54969827	54969977	id-12128	5.55e-07	+	TGTGCATTCTCCAAATTTGTCACTAGATGGAAGAA	Upstream_CTCF	27
chr10	55058313	55058463	id-12129	1.24e-05	+	GATTCTGACTTAAAGACTGCCACTAGATGTAGCTA	V_CTCF_BR	10
chr10	55075602	55075752	id-12130	1	+	NA	NONE	9
chr10	55182372	55182522	id-12131	1.29e-05	-	AAGCCATTCCTGACTTTGTCCTGCAGGTGTCCTTG	UpstreamP1_CTCF	4
chr10	55213085	55213235	id-12132	1	+	NA	NONE	24
chr10	55340355	55340505	id-12133	8.02e-05	+	TAAGTCATTCCATCTTTGGCCACTGGGAGCTCTTT	Upstream_CTCF	15
chr10	55361150	55361300	id-12134	2.12e-06	+	TAGCTGCAGCTGTTACATGACACTAGGGGGAGCTC	UpstreamP1_CTCF	40
chr10	55546119	55546269	id-12135	1.97e-06	+	AACTCGCTGTTTAATCTTCCCTCTAGGGGGCGCTG	V_CTCF_BR	26
chr10	55568576	55568726	id-12136	2.04e-05	-	CCCTGAAGCTCAAGATATCCCTGAAGAGGGCAGTG	V_CTCF_BR	10
chr10	55599326	55599476	id-12137	4.7e-06	+	CATTACAAGACCCAGTTGGACACTAGGTGTCACCA	V_CTCF_BR	34
chr10	55606685	55606835	id-12138	2.66e-05	-	AATCTACGTCTACCAGCCACCAGCAGATGGAGTTT	V_CTCF_BR	22
chr10	55632294	55632444	id-12139	7.27e-06	+	CATCAGTTTACTCCTGGTGACTGAAGAGGGCGCAG	V_CTCF_BR	1
chr10	55678620	55678770	id-12140	1	+	NA	NONE	7
chr10	55757839	55757989	id-12141	6.49e-06	+	TTTTCTCTTGCCCATTATTCCACTAGAGGGTAGTA	Upstream_CTCF	18
chr10	55893086	55893236	id-12142	1.76e-05	+	GGGCTTTTTTGCTGTTAAACCAGCAGAGGGAGTAT	UpstreamP1_CTCF	26
chr10	56162469	56162619	id-12143	2.38e-07	-	GAGAAAGATGGGAGAATGGCCAGTAGGTGGAGCAA	V_CTCF_BR	30
chr10	56475981	56476131	id-12144	1	+	NA	NONE	9
chr10	56560947	56561097	id-12145	1.16e-05	-	CGTGCTGAGCTAATAGCGACAGATAGAGGGCAGAC	Upstream_CTCF	31
chr10	56700296	56700446	id-12146	7.97e-09	-	GCTGCAGTGTCCACTTTCAACAGTAGATGGAACAA	Upstream_CTCF	18
chr10	56745613	56745763	id-12147	4.01e-05	+	TGAATAGAATTAAAAGTTGACACTAGGTGGCGTTA	V_CTCF_BR	30
chr10	56851595	56851745	id-12148	5.34e-06	+	TAGTGTACTATTTATCTTACCACTAGGGGTCGGTG	V_CTCF_BR	39
chr10	56893873	56894023	id-12149	1	+	NA	NONE	18
chr10	56934288	56934438	id-12150	3.56e-06	-	GCAGCCTCTCCTGAGATGACCACTAGGAGGGCTAG	Upstream_CTCF	25
chr10	57023215	57023365	id-12151	1.28e-06	+	CAAAGCTCGCACCCAGCAGCCACGAGGGGGAGAGG	V_CTCF_BR	4
chr10	57023796	57023946	id-12152	6.98e-07	-	ACGAATTTGCAGTTATCAGCCAGCAGGGGTCACTC	V_CTCF_BR	39
chr10	57047241	57047391	id-12153	1	+	NA	NONE	20
chr10	57160649	57160799	id-12154	4.31e-05	-	CAGTAGGATTATATTTTTACCAAAAGGAGGAGACA	UpstreamP1_CTCF	3
chr10	57170489	57170639	id-12155	1.93e-05	-	GGAAATGGGACTGGGAGTGGCACAAGAGGTCACTG	V_CTCF_BR	19
chr10	57260832	57260982	id-12156	4.71e-06	-	ATTGCAATCCCTGCCTCTGCCATTATGTGGCAGTC	Upstream_CTCF	38
chr10	57388012	57388162	id-12157	1.43e-05	-	CGAGTTCCCCGCAGCCTCTCCAGCGGGAGGCGCTT	Upstream_CTCF	11
chr10	57389552	57389702	id-12158	1.03e-06	-	GAGACAGACTCCTTGACCGCCGCTAGAGGGAGGGC	V_CTCF_BR	36
chr10	57391100	57391250	id-12159	1.04e-05	+	GCTTCCGGGCGCGCCGGGAACTGCAGCTGGTGCGC	V_CTCF_BR	35
chr10	57428221	57428371	id-12160	1	+	NA	NONE	27
chr10	57500645	57500795	id-12161	3.84e-06	-	CAGTTTTTGGAAACATATTCCAGTAGATGGCAGTA	UpstreamP1_CTCF	27
chr10	57749060	57749210	id-12162	6.19e-06	+	TTGAAATGCATTAACCTTTCCACTAGAGGGACAGG	UpstreamP1_CTCF	8
chr10	57876580	57876730	id-12163	7.91e-05	-	TATCTATTTGTTTTTCAGACCAGTAGGAGGCATCA	UpstreamP1_CTCF	13
chr10	58109496	58109646	id-12164	5.17e-06	-	TATGTCATCCTTGGCACTAGCAGCAGGGTGCGCTA	Upstream_CTCF	21
chr10	58148046	58148196	id-12165	7.61e-08	-	CCTGCAATACCAGAGATAGACACCAGAAGGTCCAA	Upstream_CTCF	4
chr10	58209653	58209803	id-12166	8.59e-05	-	GTTAATACACACTAAATCACCACTAGGTGGTATAG	V_CTCF_BR	18
chr10	58229373	58229523	id-12167	8.98e-06	+	TTGCAGCCAGTTTAGCCCTCCACATGATGGCAGGC	UpstreamP1_CTCF	8
chr10	58248509	58248659	id-12168	1.77e-05	-	ACTGCCCAAGGTCATGTGTCCACAAGGGGCAGGTT	Upstream_CTCF	3
chr10	58346257	58346407	id-12169	1	+	NA	NONE	2
chr10	58542385	58542535	id-12170	4.94e-06	-	AGTGCCTTCTCCCTTAAAGCCTCTAGAGGGAATTC	Upstream_CTCF	8
chr10	58583765	58583915	id-12171	1.09e-07	-	TTGCAGTTTATGCTATGTGACAGTAGGTGGCAGTT	UpstreamP1_CTCF	31
chr10	58792198	58792348	id-12172	3.88e-06	-	TGGCCTTCTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	5
chr10	59093760	59093910	id-12173	1	+	NA	NONE	10
chr10	59098959	59099109	id-12174	5.12e-07	+	TTGTAATACCGGTCTGCCTCCACTAGATGTCATAG	UpstreamP1_CTCF	39
chr10	59339804	59339954	id-12175	2.47e-05	+	CATGGAGAGGATTCTTATTCCACTAGGTGGTGGTG	Upstream_CTCF	37
chr10	59353846	59353996	id-12176	1.64e-05	-	ACTTGTAACTATAGTATTACCTCTAGGGGGCAAAA	V_CTCF_BR	15
chr10	59417028	59417178	id-12177	3.79e-08	-	ATGTAATGCACCCATGTTACCTCTAGGTGGTGCCC	UpstreamP1_CTCF	40
chr10	59476777	59476927	id-12178	8.71e-06	+	CAAAATGTTCCTGATGTTGCCTCTAGATGGTACTC	V_CTCF_BR	37
chr10	59609600	59609750	id-12179	6.84e-06	-	AATGTGCAAACACATGTGGACAGTAGGGGTCACAG	V_CTCF_BR	31
chr10	59628423	59628573	id-12180	8.5e-06	-	CAAGCAAGAAGGAATTCTGCCAGCAGATGGCCTTC	Upstream_CTCF	8
chr10	59752692	59752842	id-12181	1	+	NA	NONE	4
chr10	59777652	59777802	id-12182	7.91e-05	+	ATGACTCAGGCAAAAAAGGCCACAAGAGGGCCATG	UpstreamP1_CTCF	26
chr10	59818589	59818739	id-12183	5.7e-05	-	GGAGCTCTTGCAAGGCAGGCCTGGTGGTGACGCAT	Upstream_CTCF	8
chr10	59825117	59825267	id-12184	4.94e-06	-	CCGTCATTTCAACTTTTAGTCACTAGATGGCACTC	Upstream_CTCF	38
chr10	59912584	59912734	id-12185	2.01e-05	-	AATTTTATGCTGGCTTTGAACGCTGGGTGGCAGAC	Upstream_CTCF	39
chr10	59937228	59937378	id-12186	7.44e-06	+	CTCGCTATCTACTTATACACCACTAGGTGGTACTA	Upstream_CTCF	39
chr10	60018871	60019021	id-12187	1	+	NA	NONE	38
chr10	60051445	60051595	id-12188	3.31e-06	-	TTTCATTATCAGAGACTCAACACTAGGTGGCATCC	UpstreamP1_CTCF	39
chr10	60059382	60059532	id-12189	2.06e-10	+	TATGCACTTGTTACCATGTCCACCAGGGGGAGGCC	Upstream_CTCF	40
chr10	60079518	60079668	id-12190	1	+	NA	NONE	10
chr10	60094494	60094644	id-12191	5.28e-05	-	CAGGCAGCTTAAGGTGAGAGCTGCCGGGGGCTGGA	Upstream_CTCF	13
chr10	60094851	60095001	id-12192	3.97e-07	-	ATGGCGGTGGGGACACCGGCCGGCAGGGGTCGGCT	V_CTCF_BR	35
chr10	60144945	60145095	id-12193	2.78e-06	-	GGAAACCGCAATCCTCTAGCCTGCGGAGGGCTCTG	V_CTCF_BR	38
chr10	60145327	60145477	id-12194	8.81e-07	-	GCACAGGCAAGCGGGCCTACCTGAAGGGGGAGCGC	V_CTCF_BR	38
chr10	60153201	60153351	id-12195	1.83e-05	-	TCCCACATGAATAAAGACAACAGAAGAGGGCACTA	V_CTCF_BR	21
chr10	60172592	60172742	id-12196	1.64e-05	+	TGATGCACTTCCCCCAGGCCATGCAGAGGGCAGCA	V_CTCF_BR	33
chr10	60174407	60174557	id-12197	8.5e-06	+	AAAGTAGTTTATTCCACAAACATCAGAGGGCAGCA	Upstream_CTCF	37
chr10	60195192	60195342	id-12198	1.73e-05	+	ACCACATCAGTGAGCCTGGCATGCAGGGGGAGACA	V_CTCF_BR	28
chr10	60224823	60224973	id-12199	5.38e-05	+	CAGGGCAGGTAGAGAACTACCATTAGGTGGCGGTA	V_CTCF_BR	6
chr10	60237619	60237769	id-12200	8.71e-06	+	CTGCCTGTGCCTCCTGTGGCCAAAGGTGGGCAGTC	V_CTCF_BR	19
chr10	60244406	60244556	id-12201	4.11e-07	-	GTGTGGTTCTTTGAAAGAACCACAAGGTGGAACAG	UpstreamP1_CTCF	10
chr10	60270381	60270531	id-12202	1.31e-05	-	CACAAGTAAAGACACTGTAGCAGAAGGGGGCAGTA	V_CTCF_BR	4
chr10	60272390	60272540	id-12203	1	+	NA	NONE	16
chr10	60276920	60277070	id-12204	1.15e-07	-	GCAGCAGTATCATAAAATCCCACCAGATGTCAATC	Upstream_CTCF	10
chr10	60290978	60291128	id-12205	9.67e-08	+	CCCGTAGTACTGCAAACAGACACCAGAGGGTGCAA	Upstream_CTCF	40
chr10	60291623	60291773	id-12206	3.22e-05	-	ATGTAATGCATATATTGATTCACTTGATGGCGCCC	UpstreamP1_CTCF	15
chr10	60348752	60348902	id-12207	1.39e-07	-	ATCACCGTCACCGGTGTCACCGGTAGAGGGCAGCA	V_CTCF_BR	26
chr10	60391644	60391794	id-12208	1	+	NA	NONE	10
chr10	60401112	60401262	id-12209	1	+	NA	NONE	34
chr10	60417170	60417320	id-12210	6.43e-06	-	TACTCTCAATCACAGTGTACCTGCAGGTGGTGCCA	V_CTCF_BR	2
chr10	60418446	60418596	id-12211	1	+	NA	NONE	11
chr10	60472863	60473013	id-12212	2.04e-05	+	AAACACACCCAGTTATTCAACACCAGGTGGCGACT	V_CTCF_BR	36
chr10	60474360	60474510	id-12213	3e-06	+	CTGTAAATTCCTGTCTTGGCCAGGAGATGGACACC	UpstreamP1_CTCF	15
chr10	60493874	60494024	id-12214	1	+	NA	NONE	23
chr10	60541761	60541911	id-12215	4.65e-05	+	TGATAATTTATATTTTTGGTCACTAGATGGTGCCC	V_CTCF_BR	40
chr10	60542883	60543033	id-12216	3.63e-06	+	TTGAGACCAAGAGCAGCCACCAGGAGAGGGTGGGG	V_CTCF_BR	4
chr10	60567478	60567628	id-12217	1	+	NA	NONE	12
chr10	60578727	60578877	id-12218	4.65e-06	+	ATGTAATATTTTATTAACTACAGCAGGGGTCAGCA	UpstreamP1_CTCF	27
chr10	60654795	60654945	id-12219	1.84e-06	+	AGAGGAGAGACTTCTCCATCCAGAAGAGGGAGCTG	V_CTCF_BR	17
chr10	60690481	60690631	id-12220	1	+	NA	NONE	1
chr10	60697161	60697311	id-12221	5.98e-05	-	CTGGGCTTTCCCTGTGCCTGCGCAGGGGGGCGTCA	UpstreamP1_CTCF	0
chr10	60712541	60712691	id-12222	4.66e-08	+	ATAGTACTACCCCGTAGCACCAGTAGATGGCAGAC	Upstream_CTCF	40
chr10	60722881	60723031	id-12223	1	+	NA	NONE	39
chr10	60887875	60888025	id-12224	2.66e-05	-	TCCAACAGAACTTCAGCTACATCCAGAGGGAGCTC	V_CTCF_BR	4
chr10	60936892	60937042	id-12225	1	+	NA	NONE	7
chr10	60941563	60941713	id-12226	1	+	NA	NONE	38
chr10	60951362	60951512	id-12227	1	+	NA	NONE	0
chr10	60987176	60987326	id-12228	1.04e-05	-	ACTCATGTTGAGGCTTGGTCCCCAAGGTGGCAGCA	V_CTCF_BR	18
chr10	60994711	60994861	id-12229	6.46e-07	+	CCATAACACAGACAGATGGCCAGAAGAGGGTGCTA	V_CTCF_BR	40
chr10	61000464	61000614	id-12230	1.28e-06	+	CAATATCTATTTTAGGTGGCCACTGGAGGGCAGTA	V_CTCF_BR	37
chr10	61050328	61050478	id-12231	1.76e-05	+	CAGTTCTGATTATCTTATCTCAGCAGGGGGCCCCC	UpstreamP1_CTCF	27
chr10	61148462	61148612	id-12232	1.48e-06	+	CTGAAAGAAGACCTTTGCACCAGCAGGTGGCCCCT	UpstreamP1_CTCF	19
chr10	61224934	61225084	id-12233	4.43e-05	-	TGTTAGATTTTATCAGAAGCAGCCAGAGGGCAGCA	V_CTCF_BR	34
chr10	61267288	61267438	id-12234	6.84e-06	+	GGGACTATGCAAGATGTGTACACTAGGGGGAAGAG	V_CTCF_BR	19
chr10	61296412	61296562	id-12235	2.15e-05	+	AAGAAGCTGTGGCCTGTGGCCTCAAGGGGTCTCAT	V_CTCF_BR	7
chr10	61340135	61340285	id-12236	1	+	NA	NONE	39
chr10	61346457	61346607	id-12237	1.85e-05	-	TATGGACATCCAAATGTCTCCTGAAGGTGGCCTCA	Upstream_CTCF	10
chr10	61364332	61364482	id-12238	1.64e-06	+	AGTGTTCTTATAAAAGAGGCCGCCTGAGGGAGCTG	Upstream_CTCF	3
chr10	61382193	61382343	id-12239	7.82e-06	-	CCGAAATAAAAATTTCTTCCCACTAGGTGGCGTAA	UpstreamP1_CTCF	40
chr10	61385918	61386068	id-12240	2.6e-06	+	ACAGAAAATGCTGCTTCAGCCTGCAGGTGTCACCA	V_CTCF_BR	39
chr10	61392937	61393087	id-12241	1	+	NA	NONE	25
chr10	61435695	61435845	id-12242	6.05e-06	-	TTCCTTGGAGGAAAGAATTCCGCCAGGGGGCAGAA	V_CTCF_BR	28
chr10	61460563	61460713	id-12243	2.58e-05	-	CTTGCAGTGGGCTCACGAAAGCCAAGGGGGCAGTG	Upstream_CTCF	14
chr10	61469604	61469754	id-12244	1	+	NA	NONE	37
chr10	61479239	61479389	id-12245	1	+	NA	NONE	31
chr10	61564941	61565091	id-12246	8.03e-07	-	CAAGAAGTTCCACCTGGTGCCACTAGGGTGGGTCG	Upstream_CTCF	40
chr10	61569237	61569387	id-12247	2.17e-09	-	GGTCAGGTGAGGCTGTGTGCCAGCAGGGGGCAGCC	V_CTCF_BR	40
chr10	61590496	61590646	id-12248	8.61e-08	-	CCAGAGGGTTTAGCTATGGCCACAAGGGGGAGGTA	V_CTCF_BR	40
chr10	61593697	61593847	id-12249	1	+	NA	NONE	6
chr10	61625005	61625155	id-12250	7.84e-05	+	ACCTCCTAACTTCAAAGAATCAACAGGGGGAGCTC	V_CTCF_BR	36
chr10	61640204	61640354	id-12251	1.26e-07	+	ACCCTTGGAGGGATAATGGCCGGAAGGGGGCACAG	V_CTCF_BR	6
chr10	61666313	61666463	id-12252	3.09e-06	-	AGTGCAATACTGCCCAAGCCCGGGCGGGGTCTCTG	Upstream_CTCF	39
chr10	61666733	61666883	id-12253	1	+	NA	NONE	38
chr10	61730909	61731059	id-12254	3.63e-05	-	TGGGGCAGGGTCTGGTAGGCCATTAGGGGGCAGGC	V_CTCF_BR	11
chr10	61768742	61768892	id-12255	1	+	NA	NONE	12
chr10	61770271	61770421	id-12256	1	+	NA	NONE	6
chr10	61781471	61781621	id-12257	6.49e-06	-	TTGCAGCTACCATTTTGCCCCACTAGGGTTAGAAG	UpstreamP1_CTCF	8
chr10	61792652	61792802	id-12258	3e-06	-	CTTCTGCCCTCACACCTTCCCATCAGATGGCGCTG	UpstreamP1_CTCF	40
chr10	61808048	61808198	id-12259	2.81e-05	-	TTCAGATCTTTTCAGCAGCACAGAAGAGGGCAGCA	V_CTCF_BR	39
chr10	61858943	61859093	id-12260	1	+	NA	NONE	38
chr10	61860029	61860179	id-12261	8.71e-06	+	AAACTGTTACTAGATTTCTCCAGCAGATGGTGCTG	V_CTCF_BR	39
chr10	61861730	61861880	id-12262	1	+	NA	NONE	3
chr10	61874644	61874794	id-12263	6.51e-05	+	AACAGATTTGTACTTTTAACCTACAGGGGTCACTG	V_CTCF_BR	40
chr10	61884424	61884574	id-12264	3.66e-06	+	TGGCACTATTGCCTAGTGGCCAGCAGGAGAATGGG	UpstreamP1_CTCF	11
chr10	61901128	61901278	id-12265	2.19e-05	-	GAGCAGCTGAGAAGGAAGGCCACTAGTGGAGAGAG	UpstreamP1_CTCF	12
chr10	61902035	61902185	id-12266	4.5e-05	+	CCGTCGCACCCTCTACTCACCATTAGGTGTCCCTC	UpstreamP1_CTCF	11
chr10	61916415	61916565	id-12267	5.08e-05	-	GGTCACTGCAGCCATTTCAGCACTAGAGAGTGCCC	UpstreamP1_CTCF	6
chr10	61963914	61964064	id-12268	5.38e-05	+	GTCTTGGCACCTTTTTCCATCAGCAGGGGGAGTAG	V_CTCF_BR	40
chr10	61968555	61968705	id-12269	2.46e-06	-	TTGCCTTTCCTCATCATAGACACATGGGGGCACCA	UpstreamP1_CTCF	40
chr10	61998329	61998479	id-12270	6.19e-06	+	CTGCAGGTGTGCAGAGAAAGCTCAGGGTGGAGCAC	UpstreamP1_CTCF	40
chr10	62012567	62012717	id-12271	7.46e-06	-	TGGTTGTCACTGCTTGCATCCAGGAGGGGACGCTG	UpstreamP1_CTCF	9
chr10	62048193	62048343	id-12272	4.14e-06	+	GTTACAGCTGGGAAAACAGCCAGTAGGAGGAGGCA	V_CTCF_BR	12
chr10	62059744	62059894	id-12273	1	+	NA	NONE	7
chr10	62087455	62087605	id-12274	1	+	NA	NONE	0
chr10	62095584	62095734	id-12275	2.43e-06	+	GTCCAAAATTACACAGCTACCTCTAGGTGGCAGAG	V_CTCF_BR	36
chr10	62173973	62174123	id-12276	1.48e-05	+	GTCCACTAACCCACTTCCTGCTGGGGAGGGCAGCA	UpstreamP1_CTCF	12
chr10	62194309	62194459	id-12277	8.89e-06	-	GTTGTTTTCTCTGAATATTCCACAGGGTGGCAGTG	Upstream_CTCF	40
chr10	62201401	62201551	id-12278	1.47e-05	-	AATTTATGTACTTGTATGAACACTAGAGGGAAGTG	V_CTCF_BR	36
chr10	62204334	62204484	id-12279	1.23e-05	-	CTCTAGTGACAAAAATTAGCCACAAGATGAAATTC	UpstreamP1_CTCF	39
chr10	62215940	62216090	id-12280	6.21e-05	-	GGAAGATGCGCTATGTTTCCCCAAAGGGGGCGCTG	V_CTCF_BR	32
chr10	62226171	62226321	id-12281	1	+	NA	NONE	24
chr10	62255254	62255404	id-12282	1.84e-05	+	ATGCTTAATTGCTCATTGTGCACAAGGGGGCTCCA	UpstreamP1_CTCF	17
chr10	62309578	62309728	id-12283	1	+	NA	NONE	39
chr10	62332783	62332933	id-12284	1	+	NA	NONE	8
chr10	62354517	62354667	id-12285	6.49e-06	-	ATGCATTACTCAGGCACAACCAGCAGGACTAACCC	UpstreamP1_CTCF	32
chr10	62371012	62371162	id-12286	1	+	NA	NONE	4
chr10	62378743	62378893	id-12287	6.46e-07	-	TGGGGGTGAAGGAGCTCTTCCAGAAGAGGGCAGAA	V_CTCF_BR	17
chr10	62407092	62407242	id-12288	5.08e-07	-	AAGAAAATTCAAGCAATAGCCAGTAGATGGCAGCA	V_CTCF_BR	40
chr10	62421482	62421632	id-12289	1	+	NA	NONE	3
chr10	62422884	62423034	id-12290	2.96e-05	+	TCGTATTGTACATTCTTGGCCACCAGGAGGTTTGA	UpstreamP1_CTCF	17
chr10	62483943	62484093	id-12291	1.7e-05	+	AATGGATTCTCCTCTAGCGCCCCCAGAAGGAACAT	Upstream_CTCF	0
chr10	62493191	62493341	id-12292	2.75e-09	+	CCTGCTGTGTCCGCTGCGACCGCCAGGTGCCCGCG	Upstream_CTCF	30
chr10	62528688	62528838	id-12293	4.01e-05	-	GGATATTATGACTGTGATTCCACTAGAGGGTAGTA	V_CTCF_BR	39
chr10	62576420	62576570	id-12294	1.19e-06	+	CAGTGTCTTCGGTGGTTGACCACTAGATGTCACTA	V_CTCF_BR	40
chr10	62580162	62580312	id-12295	6.46e-07	+	AAGATGATCTTACTCAGGACCACTAGAGGGAGGCC	V_CTCF_BR	38
chr10	62606118	62606268	id-12296	1	+	NA	NONE	24
chr10	62607998	62608148	id-12297	7.82e-06	-	AATCACTTTCAGAAAGGAGCCAGCAGAGGGTTCCT	UpstreamP1_CTCF	20
chr10	62630216	62630366	id-12298	4.7e-06	+	GGTGGTGAGATGTGACAAGCCTGTAGATGGCAGGA	V_CTCF_BR	37
chr10	62642963	62643113	id-12299	1.16e-05	+	GGTGAGGGACCTCATCTCTCCAGCAGGGTGTGCTA	Upstream_CTCF	40
chr10	62675905	62676055	id-12300	6.9e-05	+	CCTGCAGTTCCACCTTCTTCCTGTTGGAATGCTGC	Upstream_CTCF	32
chr10	62724031	62724181	id-12301	4.88e-06	-	TTGCTTATTTTCCATGTGTCCCCTAGAGGGCAGTG	UpstreamP1_CTCF	40
chr10	62784607	62784757	id-12302	1.82e-06	+	CTGTGGGCCTTTACTGTGGCCACTAGGGGTCTTTG	UpstreamP1_CTCF	40
chr10	62900660	62900810	id-12303	7.49e-05	+	TTGAAAACACTACATTTCACCAATAGGTGTCACTG	V_CTCF_BR	40
chr10	62902879	62903029	id-12304	1	+	NA	NONE	8
chr10	62919107	62919257	id-12305	5.68e-06	-	CACAGGGACTCCAGCATAGCCACGTGGTGGAAGAA	V_CTCF_BR	3
chr10	62926048	62926198	id-12306	4.41e-06	+	ACCCAATCTTTTTACCTTATCACCAGATGGCACCA	V_CTCF_BR	4
chr10	62950442	62950592	id-12307	9.55e-09	-	CCCTTCTCTACCAGCCTGGCCTCCAGATGGCAGCA	V_CTCF_BR	39
chr10	63031264	63031414	id-12308	1	+	NA	NONE	31
chr10	63044160	63044310	id-12309	1.99e-07	-	CTTGAGGAACTAAACATGACCACTAGATGGCACTG	V_CTCF_BR	38
chr10	63054823	63054973	id-12310	8.46e-07	-	GATGGAATGCCGTTCCCTGCCAGAAGGTGGACAGC	Upstream_CTCF	5
chr10	63160386	63160536	id-12311	1	+	NA	NONE	22
chr10	63170199	63170349	id-12312	3.63e-05	-	TGGTGGTGTTGCAACTCTACCGCTTGGTGGTGCTG	V_CTCF_BR	2
chr10	63224974	63225124	id-12313	2.84e-05	+	CTGTAAGGCTGCTGTAGTACCAGAAAGAGCCACTG	UpstreamP1_CTCF	22
chr10	63225692	63225842	id-12314	6.51e-05	+	TTCATAGAAAGAGGAAGAGACACTAGAGGTCTCTC	V_CTCF_BR	12
chr10	63231968	63232118	id-12315	6.21e-05	-	AAACGGGTGTGATTGTGAACCAATAGAGGGCGTGA	V_CTCF_BR	12
chr10	63238817	63238967	id-12316	1.04e-05	+	TACTCTGCCACTGCCATGGCCACAAGATGGAGTCT	V_CTCF_BR	29
chr10	63247533	63247683	id-12317	1	+	NA	NONE	2
chr10	63307173	63307323	id-12318	1.64e-06	-	TCTGCAAGTAAATATATATCCTGAAGGGGGCACAC	Upstream_CTCF	7
chr10	63317906	63318056	id-12319	9.66e-05	-	ATTGCAGCGCATGCCAGAGTATGTAGGGGGAGATA	Upstream_CTCF	7
chr10	63352459	63352609	id-12320	2.67e-06	-	GCTGTCATTGCTGTTGCTGCCACATGGTGTCACTG	Upstream_CTCF	39
chr10	63367215	63367365	id-12321	1	+	NA	NONE	39
chr10	63422525	63422675	id-12322	3.63e-05	-	GGCCCGAGCCTCTGCCCGCCGGGTAGAGGGCTGGG	V_CTCF_BR	32
chr10	63429032	63429182	id-12323	3.66e-06	+	TTGGAATAACTCTTAAAATCCACCAGGTGGTGGAG	UpstreamP1_CTCF	20
chr10	63442211	63442361	id-12324	2.27e-05	-	TTGCTAACATTCACATCATACACCAGGGGGATCCA	V_CTCF_BR	24
chr10	63461242	63461392	id-12325	1.55e-05	+	TATTTATGATATTATCTGGCCAATAGATGGCAGGA	V_CTCF_BR	23
chr10	63493221	63493371	id-12326	1.55e-05	-	TGAAGTTTTAACCAAACCTCCACAGGAGGGCACTA	V_CTCF_BR	40
chr10	63504367	63504517	id-12327	1	+	NA	NONE	35
chr10	63510810	63510960	id-12328	1.3e-07	+	GATGCAGGGAAAAGCTCCCCCAGCAGAGGGAGCAG	Upstream_CTCF	40
chr10	63528515	63528665	id-12329	3.63e-06	+	ACTCTCCATGATCGTACTGCCAGTAGGTGGTAGAA	V_CTCF_BR	1
chr10	63555351	63555501	id-12330	1.16e-05	+	TCTGCTATACCCTCACCCACCACAAGTCGCATGCT	Upstream_CTCF	33
chr10	63573156	63573306	id-12331	2.19e-05	+	AAGAGCTGAGGTCTGGTGGCCAGTAGGAGGGGCTG	UpstreamP1_CTCF	11
chr10	63579101	63579251	id-12332	5.51e-07	-	TGAGCCACACTCTGTGGGGGCAGCAGGTGGCAGAA	V_CTCF_BR	12
chr10	63594983	63595133	id-12333	1.34e-06	-	CTTGAAGTTGCAACAACAAACACCAGGTGTCTCCA	Upstream_CTCF	39
chr10	63627744	63627894	id-12334	7.23e-07	-	CCAGTGGGTCCTGCACCGGGCTGCAGGTGGAGCTG	Upstream_CTCF	9
chr10	63656812	63656962	id-12335	1.22e-07	+	GATGTAGCTCAACCTTTGACCACTAGAGGTCTCCT	Upstream_CTCF	40
chr10	63657534	63657684	id-12336	8.98e-06	+	CTGCAGTGGCAGATTCGAGCCACATGCGGTAGTGT	UpstreamP1_CTCF	40
chr10	63662240	63662390	id-12337	3.65e-05	+	CTTTTTTAAAGGGGTAGCGCCACTAGCTGGGGCTC	UpstreamP1_CTCF	33
chr10	63662992	63663142	id-12338	1	+	NA	NONE	17
chr10	63663229	63663379	id-12339	1	+	NA	NONE	34
chr10	63663713	63663863	id-12340	1	+	NA	NONE	5
chr10	63664685	63664835	id-12341	1.28e-06	+	CCAGCATTTACTGCTGGCACCTAGAGGGGGCAACA	Upstream_CTCF	39
chr10	63665118	63665268	id-12342	1	+	NA	NONE	12
chr10	63703511	63703661	id-12343	1	+	NA	NONE	26
chr10	63738853	63739003	id-12344	2.01e-05	+	GTGCTGCACCCAAACCTCTGCAGCACTGGACAGTG	UpstreamP1_CTCF	32
chr10	63775803	63775953	id-12345	1.11e-05	-	GTTGTAGTTTGCCTTATGGACAGTAGGCTGCAAAC	Upstream_CTCF	12
chr10	63798522	63798672	id-12346	7.55e-07	+	ACCGCATCCCATCGACTCACCACGAGAGGGCAATG	V_CTCF_BR	40
chr10	63836658	63836808	id-12347	1	+	NA	NONE	15
chr10	63840791	63840941	id-12348	1.43e-05	+	CGTGAGCTACCACACTTGGCCAGTAGTGGCATCTT	Upstream_CTCF	30
chr10	64004887	64005037	id-12349	8.16e-07	-	GCAGTTAGGAGACCCTTCACCACTAGATGGCACTT	V_CTCF_BR	39
chr10	64008395	64008545	id-12350	8.34e-07	+	CTGTAGGTAAATAAAATGACCAAAAGAGGGTGCCA	UpstreamP1_CTCF	34
chr10	64024643	64024793	id-12351	1.55e-07	+	TTGCAACAACCTTAAAGAACCAGCAGGTGGCTACA	UpstreamP1_CTCF	40
chr10	64155763	64155913	id-12352	4.1e-06	-	TCCTCTGCTCCCCCCATGAACACAAGAGGCCACTG	Upstream_CTCF	5
chr10	64174255	64174405	id-12353	5.26e-07	-	GATGCATTACCTGGATGATCCACCAGGTAGTACAA	Upstream_CTCF	31
chr10	64182221	64182371	id-12354	1	+	NA	NONE	22
chr10	64183922	64184072	id-12355	1	+	NA	NONE	20
chr10	64189503	64189653	id-12356	4.65e-05	+	AAGCTAGATGTTTTGCCTACCACTAGGAGTCACAA	V_CTCF_BR	4
chr10	64197488	64197638	id-12357	2.15e-05	+	CTGATAATTATATTCTCTACCACTAGGGGGTGACA	V_CTCF_BR	40
chr10	64251885	64252035	id-12358	2.33e-07	+	CTGCAAATTCACTTGAAATCCACCAGATGGCACAA	UpstreamP1_CTCF	40
chr10	64314501	64314651	id-12359	1.64e-06	+	GTGGATTAATCCTTCTCTTCCACTAGGTGGTGCTG	UpstreamP1_CTCF	40
chr10	64353885	64354035	id-12360	6.74e-08	+	TGAGTAATGCCTGTCAGAGCCACTGGGTGGCACTG	Upstream_CTCF	40
chr10	64370521	64370671	id-12361	6.04e-07	+	GGGCTGTTCCTCCAGTCGACCTAAAGAGGGAGCTG	UpstreamP1_CTCF	40
chr10	64377089	64377239	id-12362	1.08e-05	+	ATGCACTTTGATAAGCCTGCCACTGGGGTGGAAGG	UpstreamP1_CTCF	11
chr10	64396692	64396842	id-12363	6.46e-07	+	TAAAAACCCCATTGTAGGGCCTGCAGGGGGCTCTG	V_CTCF_BR	27
chr10	64441331	64441481	id-12364	2.74e-08	-	TGAGCCTTTGCTCTGGCGGCCAGCAGATGGAACTG	V_CTCF_BR	16
chr10	64450704	64450854	id-12365	1	+	NA	NONE	14
chr10	64551046	64551196	id-12366	1.73e-05	-	CACCTGGGCCATTTCCTCACCGCTAGGGGCAGGGA	V_CTCF_BR	7
chr10	64577807	64577957	id-12367	2.41e-08	-	CTGCAGCGCCGCGCTTCCTCCACGGCGTGGCGCCG	UpstreamP1_CTCF	40
chr10	64578580	64578730	id-12368	3.97e-07	+	CGGCGGTCGCCGCGCGCCACCCCGAGGGGGAGCTC	V_CTCF_BR	22
chr10	64611331	64611481	id-12369	9.31e-05	+	GGCGCATCGACAAGTGCTTCCCATAGGAGGTGCTG	Upstream_CTCF	40
chr10	64613548	64613698	id-12370	9.81e-06	+	ACTCCTGGGGTGAAAGGAACCACAGGATGGAGCTG	V_CTCF_BR	2
chr10	64719366	64719516	id-12371	4.14e-06	+	CACTTGGCCTTCAGTTTTCCCAGCTGGGGGAGCCA	V_CTCF_BR	3
chr10	64721821	64721971	id-12372	7.91e-05	-	ATGCAGTGACTCAGGGAGGCAGCCTGCTGCTGAGC	UpstreamP1_CTCF	6
chr10	64763940	64764090	id-12373	1.48e-05	+	GTTTGTTTACAACTTTAAGCCACTAGAGGGCAAGT	UpstreamP1_CTCF	38
chr10	64768488	64768638	id-12374	8.59e-05	-	AAAAATGTTCATTTCAGGTCCACTAGGTGTCAGTT	V_CTCF_BR	6
chr10	64843771	64843921	id-12375	9.27e-07	-	GTGTAGTTTCTAAATACGTCCTCTAGGTGTCTTCA	UpstreamP1_CTCF	40
chr10	64853166	64853316	id-12376	1	+	NA	NONE	6
chr10	64875744	64875894	id-12377	1	+	NA	NONE	5
chr10	64880319	64880469	id-12378	2.01e-05	+	TGTGCAGTAACAGACTGAGACAGCAGAGTTTGCAG	Upstream_CTCF	7
chr10	64892576	64892726	id-12379	1	+	NA	NONE	10
chr10	64893379	64893529	id-12380	5.67e-06	-	CCAGGACTTCCCGGGGATCCCCCAGGAGGGCAAAG	Upstream_CTCF	34
chr10	64918002	64918152	id-12381	2.83e-07	-	ACCAGAAGTTTCTTACTGTCCACCAGATGGCAGTG	V_CTCF_BR	40
chr10	64926182	64926332	id-12382	3.09e-07	+	CCTGGCAGGCTTTAGGGGACCAGCAGGTGGTACTC	V_CTCF_BR	14
chr10	64926670	64926820	id-12383	3.56e-06	+	AAGGCTATCCTCTCAATATCCTGCAGGTGTCAGTG	Upstream_CTCF	40
chr10	64976961	64977111	id-12384	5.12e-07	+	GAGTAATTATGCCAGTAAACCACTGGGTGGCAGAG	UpstreamP1_CTCF	39
chr10	65014077	65014227	id-12385	1	+	NA	NONE	0
chr10	65029091	65029241	id-12386	1	+	NA	NONE	37
chr10	65225139	65225289	id-12387	1.17e-05	+	CAAGGTACGTCTGCGAGAGCCGGGTGCGGGCGCGG	V_CTCF_BR	30
chr10	65264352	65264502	id-12388	1	+	NA	NONE	21
chr10	65355081	65355231	id-12389	9.66e-05	-	AATGCACTACTGAAATACACCACAGGGAGATTTGA	Upstream_CTCF	10
chr10	65389248	65389398	id-12390	4.43e-05	-	GCCTTGCAGTTGGCGGTCGGCCGAGGGGGGCAGTA	V_CTCF_BR	40
chr10	65389975	65390125	id-12391	1.06e-05	+	GCTGCGGCTCCTCCCTCGGGCAGAGGGAGTCCAGA	Upstream_CTCF	12
chr10	65393567	65393717	id-12392	2.27e-06	-	TGAGAACATGACAGGAGACCCACAAGAGGGCACAC	V_CTCF_BR	40
chr10	65397747	65397897	id-12393	7.44e-05	+	ATTGGATTGTGTCATCTGGCCGCTTGGCGGCTCTC	Upstream_CTCF	6
chr10	65431051	65431201	id-12394	3.81e-05	+	CTCTGCTAGATGTGGCATGAAAGCAGGGGGCAGTC	V_CTCF_BR	13
chr10	65458769	65458919	id-12395	1	+	NA	NONE	13
chr10	65472901	65473051	id-12396	9.41e-05	-	GGTTTGGGATGGCAAGCTGCTGCCAGAGGGAGACT	V_CTCF_BR	2
chr10	65479856	65480006	id-12397	5.09e-10	-	CCTGCAATGCTCCTGACTGACACTAGATGGCGGTA	Upstream_CTCF	38
chr10	65484796	65484946	id-12398	3.67e-07	-	GTGTAGTTCAGACTGCAGGCCAGTAGGTGACATAT	UpstreamP1_CTCF	25
chr10	65527407	65527557	id-12399	4.14e-06	-	AGAGTAAACCAAAGTTTGGACAGAAGGGGGAGCAA	V_CTCF_BR	38
chr10	65530396	65530546	id-12400	1	+	NA	NONE	7
chr10	65558763	65558913	id-12401	2.53e-05	-	TTCCCTATCAGTGGATTCACCACTTGAGGCCAGCA	V_CTCF_BR	11
chr10	65579636	65579786	id-12402	1.83e-05	-	GGAATAACAGTTGGGTCTGCCGGTAGGGGGAGTGC	V_CTCF_BR	40
chr10	65625104	65625254	id-12403	5.86e-07	+	ACTGTGGTGTCTGGCAGAAACAGCAGGGGGCCCAA	Upstream_CTCF	16
chr10	65626292	65626442	id-12404	1.55e-07	+	TTGCACTGTGGCAGTGCATCCTCTAGATGGCGATA	UpstreamP1_CTCF	40
chr10	65626737	65626887	id-12405	1.74e-07	+	GTTGTTGTTTTGCATTTATCCACCAGGTGCCACTA	Upstream_CTCF	35
chr10	65632196	65632346	id-12406	3.34e-10	+	GTGCACTGCCTGGCGTGGAGCAGCAGATGGCAGCA	UpstreamP1_CTCF	38
chr10	65647107	65647257	id-12407	7.9e-07	-	ATGAAGCATCCAGCGACTGCCATCAGAGGGAGCCA	UpstreamP1_CTCF	28
chr10	65661112	65661262	id-12408	2.73e-07	+	ACTGCAGATCGCTGCCCTACCTGAAGGGGGCAGCT	Upstream_CTCF	37
chr10	65695591	65695741	id-12409	2.43e-06	+	TGTTTATTATGATACATTTCCAGCAGATGGCACTC	V_CTCF_BR	24
chr10	65733236	65733386	id-12410	9.25e-06	-	AAGGGCGCACCAGCGAAGGGCGCCAGAGGGCAATC	V_CTCF_BR	0
chr10	65736414	65736564	id-12411	3.41e-07	-	TGTGCCATCTGAACTTTATCCAGCAGGGGGCCACG	Upstream_CTCF	38
chr10	65737197	65737347	id-12412	3.06e-08	+	AACCTCTGCCACATCCTAACCACCAGATGGCAGCA	V_CTCF_BR	40
chr10	65747091	65747241	id-12413	3.41e-08	-	TCTGTTTTTCAGCCAACTGCCACAAGGGGGCTGGA	Upstream_CTCF	17
chr10	65801091	65801241	id-12414	1.09e-07	+	GTGTGTTGCCACATTTTCAGCACTAGAGGGCGCGC	UpstreamP1_CTCF	40
chr10	65851776	65851926	id-12415	3.81e-05	+	ACCACTGTTTCCACCTCAAACTGTGGGTGGCAGCA	V_CTCF_BR	31
chr10	65875804	65875954	id-12416	1.97e-06	+	CTGTGGGGGGAAGAGGCTGGCTCTAGAGGGCAGAC	V_CTCF_BR	38
chr10	65890019	65890169	id-12417	5.3e-05	-	TTGTAGTGGCACCTATTCACCTGTAGAGTCCTTGT	UpstreamP1_CTCF	8
chr10	65957229	65957379	id-12418	9.51e-07	+	GGGCATCCTGGGATTACAAGCAGCAGAGGGCAGTG	V_CTCF_BR	5
chr10	66031866	66032016	id-12419	2.86e-06	+	TTGTAATGACGGCCACCTCCCAAGTGGGGGCAGTG	UpstreamP1_CTCF	21
chr10	66053478	66053628	id-12420	1.41e-05	-	CTGCACTCCAGCCTGGCCGACAGAGGGAGACTCTG	UpstreamP1_CTCF	7
chr10	66055885	66056035	id-12421	9.78e-07	+	CTGCATGTGTCCCTGTGCCCCAGTAGGTGGCCTAG	UpstreamP1_CTCF	1
chr10	66136080	66136230	id-12422	1.63e-05	-	TGTGAGGTACCTAAGAGGGAGGGCAGAGGGAGCTC	Upstream_CTCF	11
chr10	66139771	66139921	id-12423	5.92e-05	-	TGTTGAAGTTTCTGAGAAACCAGCAGGGGTCCCTG	Upstream_CTCF	18
chr10	66186623	66186773	id-12424	4.94e-06	+	TCTGCATTTAGTTATGATGACAGAAGAGGGTGCCA	Upstream_CTCF	2
chr10	66190601	66190751	id-12425	8.03e-07	+	TTTGCACTTCTGCCCTCTGCCATGTGAGGGCACAA	Upstream_CTCF	31
chr10	66295306	66295456	id-12426	8.33e-05	+	CTTGTACTACTAGTTCAGAACCATAGCTGTCACTG	Upstream_CTCF	1
chr10	66307029	66307179	id-12427	1.5e-05	-	CCTTCACAGTCAAAATGAACCAGTAGGGGGATGCT	Upstream_CTCF	6
chr10	66378957	66379107	id-12428	3.56e-06	+	CCTGAACCCTCACCTTTAACCAGCAGTAGGAGCCC	Upstream_CTCF	7
chr10	66408789	66408939	id-12429	1	+	NA	NONE	17
chr10	66441757	66441907	id-12430	2.78e-06	+	CAGGGCAGGTAGCAAAAGACCACCAGGTGTCGGAA	V_CTCF_BR	3
chr10	66493879	66494029	id-12431	1.48e-06	+	CCATGGGTAAGTGAGGTGGCCAATAGATGGCAGGC	V_CTCF_BR	33
chr10	66619811	66619961	id-12432	2.53e-05	+	GACAGCATCCAGATTCACAGCTGCAGATGGCACTC	V_CTCF_BR	2
chr10	66737805	66737955	id-12433	1	+	NA	NONE	9
chr10	66825166	66825316	id-12434	4.88e-05	-	CCAACATCAGCATAAATGAGCAAAAGGTGGCAGCA	V_CTCF_BR	2
chr10	67118440	67118590	id-12435	1.64e-05	+	ACGCTCCCACTGAATGCAGCCACATGAGGGAGTCC	V_CTCF_BR	32
chr10	67315107	67315257	id-12436	5.96e-07	+	CACAGTCAATGCACTGCAGCCTCTAGAGGGAGGTG	V_CTCF_BR	15
chr10	67330186	67330336	id-12437	1	+	NA	NONE	25
chr10	67728770	67728920	id-12438	3.31e-06	-	GTTCAGTTCCACCTACAAGCCTGTAGATGGTGTGT	UpstreamP1_CTCF	7
chr10	67871877	67872027	id-12439	3.18e-06	+	ACATATCTTTCTGTTATAGCCACCAGAGGGAGAAG	V_CTCF_BR	3
chr10	67940602	67940752	id-12440	4.38e-08	-	CTTGTATTTATGTAAGTGGCCACTAGATGGCAGAC	Upstream_CTCF	38
chr10	67974887	67975037	id-12441	1.48e-06	+	CAACTGTGGACACTGGATGCCACCAGGAGGCGGTG	V_CTCF_BR	29
chr10	68037370	68037520	id-12442	2.58e-05	-	CCCCCAGTTCCCTAAGCAGCCTCTAGGGGAACCTC	Upstream_CTCF	30
chr10	68067768	68067918	id-12443	8.59e-05	+	AAAACACATCTTTGTTTATACTGTAGGTGGCAGGA	V_CTCF_BR	18
chr10	68122396	68122546	id-12444	2.66e-05	-	ATTACCTTTTTTTTTTTGGTCGGCAGGGGGAAGTA	V_CTCF_BR	3
chr10	68215200	68215350	id-12445	1	+	NA	NONE	22
chr10	68345934	68346084	id-12446	5.89e-08	+	GAGTAGTTCAGGCTTCAGGCCAGTAGGAGGTGCCC	UpstreamP1_CTCF	31
chr10	68364024	68364174	id-12447	2.01e-05	+	GTGACTGCATGCACATTCGCCAGCAGGGGCCCCCC	UpstreamP1_CTCF	9
chr10	68387067	68387217	id-12448	2.4e-05	-	GAACAAAGAGTGATTCAGGGCTGTAGGTGGCACTA	V_CTCF_BR	27
chr10	68508111	68508261	id-12449	1	+	NA	NONE	11
chr10	68604462	68604612	id-12450	1	+	NA	NONE	14
chr10	68676969	68677119	id-12451	6.21e-05	+	TGCTCGAGTTACAATATTGGCACATGGGGGCTCTG	V_CTCF_BR	15
chr10	68685690	68685840	id-12452	1	+	NA	NONE	39
chr10	68691235	68691385	id-12453	9.78e-07	-	CTGTGGTTAGTCTAACCAGACACTAGAGGTCACTG	UpstreamP1_CTCF	39
chr10	68835317	68835467	id-12454	4.21e-05	+	ATCAGATGGGCCCAACCTACCACTAGGAGGAAAAG	V_CTCF_BR	6
chr10	69044492	69044642	id-12455	1	+	NA	NONE	9
chr10	69066452	69066602	id-12456	3.88e-06	-	TTTTTTTTAAAAAAATCCACCAGCAGAGGGCTCTA	V_CTCF_BR	40
chr10	69236035	69236185	id-12457	4.11e-07	+	GTCCTGTGCAAAAATCCAGCCATCAGGGGGCACTC	UpstreamP1_CTCF	15
chr10	69265957	69266107	id-12458	2.81e-05	-	TAGGTGAGGGAAAATGTCACCAGAAGATGGAGTAG	V_CTCF_BR	3
chr10	69280806	69280956	id-12459	1.38e-06	-	TGCTCCAGTTTCTTCACAGCCACTAGGTGTCAGCG	V_CTCF_BR	39
chr10	69290869	69291019	id-12460	2.78e-06	-	TGGCCCTCTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	15
chr10	69417644	69417794	id-12461	6.46e-07	+	AGAAAGGCCCACAGTTTGCCCAGCAGAGGGAGGGC	V_CTCF_BR	22
chr10	69426314	69426464	id-12462	1.47e-05	+	AACACAATTCCTCATTTAGCCAGCAGAGGGTATTA	V_CTCF_BR	38
chr10	69457513	69457663	id-12463	5.55e-07	+	GAAGTATTTCCCACTATAGCCACAAGAGGTCCCCT	Upstream_CTCF	40
chr10	69539357	69539507	id-12464	1.08e-05	-	ATGATGTTATAATGAATTGTCACTAGATGGTGGCC	UpstreamP1_CTCF	4
chr10	69539785	69539935	id-12465	1.15e-07	-	GTCACGTTTCTTTAGATGGCCACAAGATGGCAGCA	V_CTCF_BR	40
chr10	69548308	69548458	id-12466	2.83e-07	+	TTCCACCAGCAGGTACTCAGCAGCAGGGGGCGCTC	V_CTCF_BR	40
chr10	69609461	69609611	id-12467	1	+	NA	NONE	12
chr10	69615473	69615623	id-12468	1.27e-06	+	CAGCACTACCTCATCATCACCACTAGGGGAACTAG	UpstreamP1_CTCF	40
chr10	69644357	69644507	id-12469	1.64e-05	+	CGGGGGCGCCAGTGCCGCGCGTCGAGCGGGAGCAG	V_CTCF_BR	15
chr10	69644638	69644788	id-12470	5.08e-05	+	CGGCGGCGGCGGCGCTGTGGCGGGAGGCGGAGGCA	UpstreamP1_CTCF	3
chr10	69842666	69842816	id-12471	1.85e-05	+	CATGTAATGTAGCCCTTCACCAGTATGTGGGGATG	Upstream_CTCF	33
chr10	69910058	69910208	id-12472	8.13e-06	-	CTAGAAATTTATCACTTGACCTCTAGGGGTGGCTC	Upstream_CTCF	2
chr10	69913660	69913810	id-12473	1.29e-05	-	GATAAGTACTTCGCTGTCACCAGCAGAGGAAGGAG	UpstreamP1_CTCF	14
chr10	69916251	69916401	id-12474	7.84e-05	-	TTATGCATTGATATTGTGACAGCCAGGAGGCGCTG	V_CTCF_BR	40
chr10	69933858	69934008	id-12475	1	+	NA	NONE	1
chr10	69954191	69954341	id-12476	6.21e-06	-	AGCGCAGAACCCTGCGTCTCCACCTGGGGGTTGGC	Upstream_CTCF	9
chr10	69962397	69962547	id-12477	2.01e-05	+	TTGCCATTTTGGTTTTATACCACAAGGGGACAAGT	UpstreamP1_CTCF	20
chr10	69968310	69968460	id-12478	1.71e-06	-	AAGTGACCTGGAAACTCAGCCACTGGAGGGCAGGA	V_CTCF_BR	40
chr10	69972605	69972755	id-12479	3.16e-05	+	AGATAAATATTACATTTGGCAACTAGGTGGCGTTG	Upstream_CTCF	38
chr10	69983453	69983603	id-12480	1.56e-05	+	CATGTCACACCATGCAGGGCCACACGGGGAAGCAC	Upstream_CTCF	28
chr10	69991173	69991323	id-12481	1	+	NA	NONE	35
chr10	70062069	70062219	id-12482	2.86e-06	-	TTGCCATATTTCAAAACTGCCACAAGATGGGAGTA	UpstreamP1_CTCF	40
chr10	70092615	70092765	id-12483	3.73e-06	-	CCTGGCTTAAAACCCTTCGCCACCGGGCGGCAGAA	Upstream_CTCF	40
chr10	70108305	70108455	id-12484	4.3e-08	-	ATGCCCTTACAAGCTGCTTCCACTAGGTGGCTGTG	UpstreamP1_CTCF	40
chr10	70165010	70165160	id-12485	1	+	NA	NONE	2
chr10	70166997	70167147	id-12486	6.86e-07	+	GCTGCAGCCCACAGCGCCCCCGGCGGCGGGAGGGC	Upstream_CTCF	39
chr10	70299970	70300120	id-12487	8.13e-06	-	AGGTCACCTTCACCCACAAGCAGTAGGGGGCATAG	Upstream_CTCF	2
chr10	70310642	70310792	id-12488	2.62e-07	+	TTGCAGTACCAGGAAGTCTCCAAAGGAGGGAGCAG	UpstreamP1_CTCF	40
chr10	70321827	70321977	id-12489	1	+	NA	NONE	8
chr10	70336007	70336157	id-12490	2.81e-06	+	GAGGTTGCGCCACTGCACTCCAGCAGGGGCAACAG	Upstream_CTCF	22
chr10	70391277	70391427	id-12491	4.51e-05	+	ATTGCCTGTGGGGAAAGAGCCAGCAGGGGACGATT	Upstream_CTCF	3
chr10	70409866	70410016	id-12492	1.03e-06	+	CAGCATCTCTATCTTCCACCCACTAGATGCCAGTA	UpstreamP1_CTCF	20
chr10	70552000	70552150	id-12493	2.81e-05	+	TTTACAGTTTAGTACCAAGCCAGTAGATGTCAGTA	V_CTCF_BR	22
chr10	70586983	70587133	id-12494	1	+	NA	NONE	20
chr10	70630993	70631143	id-12495	1	+	NA	NONE	0
chr10	70637359	70637509	id-12496	1.67e-07	-	GGTGTCCCTGCTGTGTCCGCCTGCAGGTGGCTGCC	V_CTCF_BR	4
chr10	70639490	70639640	id-12497	3.09e-06	-	ATAGCATTATGGCCTCTACCCACTAGATGCCAGTA	Upstream_CTCF	11
chr10	70657326	70657476	id-12498	4.41e-06	-	CATTGTCACATCAGTCACCCCAGAAGAGGGCACCA	V_CTCF_BR	39
chr10	70661046	70661196	id-12499	4.1e-06	+	GTGGTTGTGGCCACTGTGCCCGGAGGGAGGCGGCG	Upstream_CTCF	23
chr10	70715551	70715701	id-12500	4.23e-06	+	GAGCAATACAACATAAAGCACTGAAGATGGCGCCA	UpstreamP1_CTCF	40
chr10	70740942	70741092	id-12501	8.21e-05	+	AATAAAATGTAGCTAATAGCCACTAGGGGGTTAGC	V_CTCF_BR	40
chr10	70748505	70748655	id-12502	2.53e-05	+	AAACATTGAGGAAAGCCAGGCAGTAGAGGCCGCTA	V_CTCF_BR	40
chr10	70764667	70764817	id-12503	4.14e-06	+	GTTGATTTCTCCAGGTCCTCCAGAAGAGGGCACTT	V_CTCF_BR	40
chr10	70767129	70767279	id-12504	6.21e-05	-	AACAGTGAGTGTCTTATGCCCTCTAGGTGGCTGGT	V_CTCF_BR	15
chr10	70817063	70817213	id-12505	1.31e-05	+	CCCACGATCGACGGCTCGGCAGCAGGGGGGCAGCA	V_CTCF_BR	4
chr10	70824812	70824962	id-12506	1	+	NA	NONE	10
chr10	70853160	70853310	id-12507	3.36e-07	-	TAAAAATCCAGCATCTTCTCCAGCAGAGGGCGGTG	V_CTCF_BR	40
chr10	70853905	70854055	id-12508	4.34e-05	+	CCTGCCTTATCCCCAGCCTCCAGGCAGTGGCAGAG	Upstream_CTCF	35
chr10	70868711	70868861	id-12509	4.34e-05	-	TCGCTAGTGCTGCCCAACACCGCCAGAGAGCATCA	Upstream_CTCF	0
chr10	70883444	70883594	id-12510	1	+	NA	NONE	40
chr10	70901204	70901354	id-12511	9.78e-07	+	TTGTTCGTACCTCACCCAGCCACAAGAGGGTAGGG	UpstreamP1_CTCF	23
chr10	70982070	70982220	id-12512	8.61e-08	-	GCAGCGCCTCCTTAAGTAGCCAGTAGAGGGCTCTG	V_CTCF_BR	38
chr10	70992167	70992317	id-12513	1	+	NA	NONE	18
chr10	70997441	70997591	id-12514	3.81e-05	+	CAGAAGTTAGGGAGAGCTGCCACACGGCGGCGCTG	UpstreamP1_CTCF	40
chr10	71001698	71001848	id-12515	1	+	NA	NONE	0
chr10	71072987	71073137	id-12516	7.82e-06	+	CTGGAGCTCCCCTACCCTGTCTAAAGGGGGCGGTG	UpstreamP1_CTCF	8
chr10	71086061	71086211	id-12517	6.21e-06	-	TCTGCAACACACAAGGCAGGCAGCAGGATGCCCTG	Upstream_CTCF	17
chr10	71093077	71093227	id-12518	1.48e-06	+	TGGCTGTTTGCTAAGCCATCCACCAGGAGGCTGAG	UpstreamP1_CTCF	34
chr10	71109214	71109364	id-12519	1	+	NA	NONE	12
chr10	71112020	71112170	id-12520	1	+	NA	NONE	28
chr10	71124096	71124246	id-12521	1.48e-06	-	GGTCACGGATCTCCACCAGCCACCAGGTGGAGTGG	V_CTCF_BR	14
chr10	71143387	71143537	id-12522	7.62e-07	+	GACGCCCTTCCCCACATGTCCAGCAGTTGGCTGTC	Upstream_CTCF	28
chr10	71152389	71152539	id-12523	7.44e-09	-	GCTGCAAAGCTCCACAAGGCCACTAGGTGGTGCAG	Upstream_CTCF	40
chr10	71167628	71167778	id-12524	7.8e-08	+	GGCCAGTGCTCCATGAGGGGCACCAGATGGCGCCC	V_CTCF_BR	36
chr10	71168413	71168563	id-12525	3.65e-07	-	TTACGGTCTCAAGGCCGGTCCGCAAGAGGGCGCCC	V_CTCF_BR	40
chr10	71168630	71168780	id-12526	9.55e-09	+	GCGCCCACCTTCTTCATGGCCTGCAGGTGGCGCAG	V_CTCF_BR	33
chr10	71173121	71173271	id-12527	5.01e-06	-	CAGAACATATTGAGACCGGCCACTTGGGGTCGGTA	V_CTCF_BR	40
chr10	71174941	71175091	id-12528	1.55e-05	-	GTCGGCTGATACTATGATATCAGCAGATGGCAGCA	V_CTCF_BR	2
chr10	71186656	71186806	id-12529	3.1e-07	+	CTGTAATACACAGATTATGACACTAGAGGCCAGGC	UpstreamP1_CTCF	16
chr10	71187015	71187165	id-12530	1	+	NA	NONE	39
chr10	71209666	71209816	id-12531	2.06e-07	+	AGTGTCGTTCCTGAAATCACCACCAGGGACCCCAC	Upstream_CTCF	40
chr10	71210995	71211145	id-12532	1	+	NA	NONE	4
chr10	71224901	71225051	id-12533	1.93e-05	+	TGTTGGGCTCTGGGCTTCCCCTGGGGGTGGCAGTG	V_CTCF_BR	11
chr10	71267721	71267871	id-12534	4.66e-08	-	CACGCAAGTCCCGGCATCTCCAGCAGGGGTCGACC	Upstream_CTCF	40
chr10	71273508	71273658	id-12535	1	+	NA	NONE	17
chr10	71275497	71275647	id-12536	2.78e-06	+	CTGACATGGGGACATGTGGTCGCTAGGTGGCGCGG	V_CTCF_BR	40
chr10	71276131	71276281	id-12537	1.18e-09	+	CCACCTGGGCATCATGTGGCCACCAGAGGGAGGCC	V_CTCF_BR	38
chr10	71332956	71333106	id-12538	5.7e-05	-	GCAGCTCAGCTGAACTTGGCGACCAGAAGCCCGCT	Upstream_CTCF	1
chr10	71348256	71348406	id-12539	4.65e-05	-	AGTTTTGACCATATAGGGGACACTAGAGGGAGACT	V_CTCF_BR	4
chr10	71389869	71390019	id-12540	7.58e-10	+	GGTGCAATTCCTCAGGCGGCCTACAGAGGGCGATG	Upstream_CTCF	39
chr10	71396807	71396957	id-12541	7.27e-06	-	TCTCTTGCTGCTCTTTTGGGCACTGGGTGGCAGCA	V_CTCF_BR	38
chr10	71399095	71399245	id-12542	4.64e-09	-	CTGCTCCTGTCCAAAAATTCCACCAGGTGGCGCCA	UpstreamP1_CTCF	40
chr10	71404415	71404565	id-12543	1.26e-07	+	CCATTTCTGATCATGGCTGCCAGAAGGTGGCGCTA	V_CTCF_BR	40
chr10	71410022	71410172	id-12544	2.91e-05	-	GGAGAAAGCTGCAGGATGTCCGGCAGGTGGCCTCA	Upstream_CTCF	24
chr10	71414929	71415079	id-12545	1.1e-05	+	GGGTGGGGGCGGGGGAACTCCTGAAGGGGGCGAGC	V_CTCF_BR	6
chr10	71423459	71423609	id-12546	3.88e-06	-	TCCTTATATTAACCTTCATCCTGCAGGGGGCAGGG	V_CTCF_BR	19
chr10	71425845	71425995	id-12547	1.09e-06	+	ACGCACGGCCCACAAACAGCCTGAAGGAGGCAGGA	UpstreamP1_CTCF	13
chr10	71428638	71428788	id-12548	1.83e-05	-	TTAGAAGCTCTGGAGACAGCCTGGTGGGGGAAGTG	V_CTCF_BR	2
chr10	71448449	71448599	id-12549	1	+	NA	NONE	20
chr10	71455996	71456146	id-12550	4.3e-06	+	CTGGTAGTGTGCGGAGCATCCGGCAGGTGTCACTG	Upstream_CTCF	40
chr10	71463669	71463819	id-12551	1	+	NA	NONE	12
chr10	71476821	71476971	id-12552	1.04e-07	-	ATGCTCAAACCCAAACCTCCCAGCAGAGGGCGCCC	V_CTCF_BR	40
chr10	71491068	71491218	id-12553	1.39e-05	+	GAGCTCCCTGTGGCTGAGGCCAGCTGTGGCCAGCA	V_CTCF_BR	18
chr10	71492299	71492449	id-12554	7.49e-05	+	GGCCATGGGCATGGTTCTGCCACTTGAGGCATCAG	V_CTCF_BR	7
chr10	71503059	71503209	id-12555	1.03e-06	+	TTGAAGCCAGCCAGGCCCAACAGCAGAGGGCGACA	V_CTCF_BR	40
chr10	71534482	71534632	id-12556	1	+	NA	NONE	18
chr10	71543395	71543545	id-12557	2.27e-05	+	GGAGGGTCTTGCATCATTGCAGCTAGAGGGAGCAC	V_CTCF_BR	23
chr10	71546651	71546801	id-12558	9.66e-05	+	GTTCCAGGATTTCAAATTGTCACTAGGGAGCAGTC	Upstream_CTCF	37
chr10	71548939	71549089	id-12559	1.52e-09	+	AGTGCAGTTGCTCTGGTTGCCTGAAGGGGGCACCA	Upstream_CTCF	40
chr10	71559977	71560127	id-12560	2.04e-05	-	ACTTGGATGGTATTGAAGAACACCAGGGGGCGTTG	V_CTCF_BR	40
chr10	71560948	71561098	id-12561	8.91e-07	-	TCTGGGGTGAAAAGTCAGCCCTCCAGGGGGCAGCA	Upstream_CTCF	40
chr10	71562444	71562594	id-12562	6.21e-06	-	GCTGAACAGTCTGGAGGCTGCGCGAGGGGGCGCCG	Upstream_CTCF	29
chr10	71586982	71587132	id-12563	2.31e-07	+	GCTGCCCGGCTCCCTCTGTCCAGTAGGAGGCAAAT	Upstream_CTCF	26
chr10	71620296	71620446	id-12564	8.16e-07	-	CAAGAGGAACGACAACCCGACAGAAGATGGCGCCA	V_CTCF_BR	2
chr10	71621336	71621486	id-12565	6.37e-07	+	TTGCTTCCCCTGAGTCTCACCTCCAGGTGGCTCTA	UpstreamP1_CTCF	38
chr10	71626587	71626737	id-12566	6.19e-06	+	CTGAGTTAACGTGGCCAGGGCACTAGGGGCCGGGC	UpstreamP1_CTCF	23
chr10	71630915	71631065	id-12567	4.34e-05	+	GACGCAGTGCCTGGGCTGTCCTTGTGGGGGCCTGG	Upstream_CTCF	4
chr10	71634277	71634427	id-12568	1.85e-05	+	CTGTCAGTACTGGAGGTGGCCGAGAGGAGGGAGGA	Upstream_CTCF	16
chr10	71643081	71643231	id-12569	1.22e-07	+	CTGAACTTCCAGTCCTCATCCACTAGGAGCCACCC	UpstreamP1_CTCF	27
chr10	71645150	71645300	id-12570	1	+	NA	NONE	40
chr10	71661473	71661623	id-12571	1.85e-07	+	GTGCACCAGGCCATCTCCTCCTCCAGGGGGAGCAT	UpstreamP1_CTCF	40
chr10	71664527	71664677	id-12572	9.71e-06	-	CTAGCCATACTTACAGTAGACCCTAGGGGCAGAGC	Upstream_CTCF	6
chr10	71668315	71668465	id-12573	1	+	NA	NONE	13
chr10	71670668	71670818	id-12574	1	+	NA	NONE	5
chr10	71674514	71674664	id-12575	2.4e-09	-	GTGCACAGCCGCTCTGTGGCCAGCAGAGGGCGTGA	UpstreamP1_CTCF	40
chr10	71677965	71678115	id-12576	1.64e-05	+	GACCTTTTTTTTTCTCTCTCTGCCAGGGGGCGCCC	V_CTCF_BR	5
chr10	71694668	71694818	id-12577	6.21e-06	-	AGTGGAATTAGAGCTTTCCCCTCTAGGTGGGGCAT	Upstream_CTCF	34
chr10	71695957	71696107	id-12578	2.19e-05	+	ATGGGGCCCCTGTGCATCACCCCTAGAGGGCCCCC	UpstreamP1_CTCF	40
chr10	71708116	71708266	id-12579	4.5e-05	-	CTGCTGCTCCCTCTTGTTTATAGAAGATGCGGGAC	UpstreamP1_CTCF	11
chr10	71712804	71712954	id-12580	1.48e-06	-	CTGTGGTTACAAAGCAAATCCAACAGCGGGCAGAA	UpstreamP1_CTCF	5
chr10	71718152	71718302	id-12581	5.96e-07	-	CTGTGAATCCCCTTTGTGGTCACTAGAGGGCACTC	V_CTCF_BR	40
chr10	71720901	71721051	id-12582	1.93e-05	-	GCCTTTTTTTTTTCTGTGACCACTAGGTGGCCTGA	Upstream_CTCF	40
chr10	71728708	71728858	id-12583	2.1e-05	+	GGCCTGTGACACACTCAGCTCAGGAGAGGGCAGCA	UpstreamP1_CTCF	36
chr10	71729521	71729671	id-12584	3.5e-05	+	GTGTCACATGAGCTGTCACCCAGCAGGGGTAGAGA	UpstreamP1_CTCF	3
chr10	71812453	71812603	id-12585	2.84e-05	-	CTCCTTCTCCACATAACCACCTCTAGGAGGAGTTG	UpstreamP1_CTCF	35
chr10	71813734	71813884	id-12586	7.11e-06	+	GGTGTCCTCCCCCGCCTTTCCTTGGGGGGGCGCCC	Upstream_CTCF	36
chr10	71820234	71820384	id-12587	1.08e-05	-	ATGCCTTGGTGTGCCTGATCCACCAGGGGCTTCCA	UpstreamP1_CTCF	12
chr10	71844036	71844186	id-12588	2.66e-05	+	GTATTTATTATGAGAATTTCCAGCAGATGGTAGTA	V_CTCF_BR	9
chr10	71856610	71856760	id-12589	5.38e-05	-	AAAGAGCTCCAGATGAAGGCTACTAGAGGGCGTCC	V_CTCF_BR	1
chr10	71867102	71867252	id-12590	2.93e-07	-	GCGTAGCAAGGGTCCGTGGCCACTAGGGGCAGCAC	UpstreamP1_CTCF	40
chr10	71874825	71874975	id-12591	7.54e-08	+	GAGCTGCTGTGTTAAGTGGCCACCAGGAGGAGGAG	UpstreamP1_CTCF	22
chr10	71876066	71876216	id-12592	9.55e-09	+	CGCCTGTTCCCATCTCTTACCACTAGGGGGCGGCC	V_CTCF_BR	40
chr10	71892372	71892522	id-12593	1	+	NA	NONE	23
chr10	71905430	71905580	id-12594	2.4e-05	-	CCGCGGGGGCGCTGGTGGCGCTGGTGGTGGCGCCG	V_CTCF_BR	39
chr10	71906362	71906512	id-12595	5.17e-06	-	CTTGCGCCTCTCGCTTCCAGCTGTGGGTGGCGCTA	Upstream_CTCF	39
chr10	71906844	71906994	id-12596	3.81e-05	+	AAGTAAACCCTATAGCAATCCACTAGGGGGCATGG	UpstreamP1_CTCF	37
chr10	71947720	71947870	id-12597	6.43e-06	-	AAATTCTCTTTCCTAAGGAACAGCAGAGGGAAGCA	V_CTCF_BR	0
chr10	71949964	71950114	id-12598	1	+	NA	NONE	6
chr10	71958948	71959098	id-12599	8.21e-05	-	AGTCCAACATCTCAGTAAAGCTGCAGAGGTCGCCA	V_CTCF_BR	21
chr10	71981390	71981540	id-12600	4.02e-07	+	GCAGCAGTACCCTAAAGATTCACAAGATGGAGCTG	Upstream_CTCF	40
chr10	71993556	71993706	id-12601	1	+	NA	NONE	33
chr10	72003406	72003556	id-12602	8.71e-06	+	TGGACATATGAATACTTCTCCTCTAGGGGGAACTA	V_CTCF_BR	6
chr10	72015111	72015261	id-12603	1	+	NA	NONE	16
chr10	72020116	72020266	id-12604	4.41e-06	+	AAGGCTACCTTCAGGCCTTCCAGAAGGGGGTGGTA	V_CTCF_BR	9
chr10	72024979	72025129	id-12605	1.29e-05	+	CAGAATCTGCAGGCTCAGACCTCTAGGGGTCTCCA	UpstreamP1_CTCF	33
chr10	72027535	72027685	id-12606	4.38e-09	+	ATCATCAGGGCTGCAGGGACCAGCAGGGGGCACTG	V_CTCF_BR	38
chr10	72032676	72032826	id-12607	1	+	NA	NONE	39
chr10	72034517	72034667	id-12608	5.92e-05	+	GCCAGGCAGCTGTGGGGAACCAGTAGGTCGCAGTG	V_CTCF_BR	16
chr10	72043708	72043858	id-12609	1	+	NA	NONE	11
chr10	72063437	72063587	id-12610	1	+	NA	NONE	3
chr10	72083703	72083853	id-12611	1.71e-06	+	AGGCGGTGTAGGAAGTTCCCCTCCAGGTGGAGCTC	V_CTCF_BR	12
chr10	72091279	72091429	id-12612	2.8e-05	-	AGATCTCAGCCCTCTCTGTCCAGAAGAGGGGGCAG	Upstream_CTCF	38
chr10	72091716	72091866	id-12613	1	+	NA	NONE	10
chr10	72108323	72108473	id-12614	3.63e-06	-	GCACCTAGGCATGTTTTTGACTCAAGGGGGCAGTA	V_CTCF_BR	40
chr10	72124368	72124518	id-12615	1.96e-08	-	TTGCTTCTTTCTGTACTAGCCAGCAGATGGCGCCC	V_CTCF_BR	40
chr10	72139454	72139604	id-12616	3.13e-10	+	CCTGCAATTCTACTAGCTACCACCAGATGGGGAGG	Upstream_CTCF	40
chr10	72142220	72142370	id-12617	1	+	NA	NONE	28
chr10	72147093	72147243	id-12618	5.63e-06	+	CTGTTTCTCACTCTGTCCTCCACCTGGGGCCGCAC	UpstreamP1_CTCF	13
chr10	72147419	72147569	id-12619	1.35e-05	-	CACAAGTGACTCCAGCTCACCACTGGGTGGGGCTC	UpstreamP1_CTCF	39
chr10	72162188	72162338	id-12620	1	+	NA	NONE	5
chr10	72163618	72163768	id-12621	9.41e-05	-	CGAGCTAAGTGTTTGTGAGCCTGGTGAAGGCGGAC	V_CTCF_BR	9
chr10	72190349	72190499	id-12622	2.81e-05	+	CGTAGCAAACACTGAGCTTTCAGCAGGGGTCAGCA	V_CTCF_BR	18
chr10	72194019	72194169	id-12623	1.73e-05	-	TAGACAAAGCCAGAGGCTGCCACTTGGTGCCACTA	V_CTCF_BR	19
chr10	72197641	72197791	id-12624	1	+	NA	NONE	4
chr10	72221255	72221405	id-12625	4.85e-07	+	TTGTCCTGCTGCCATCTGTCCAGCAGATGGCCTCC	UpstreamP1_CTCF	40
chr10	72238147	72238297	id-12626	1.21e-05	+	AGAGCGCTGCTGCCTCTCGCAGCCAGGAGGCTGGA	Upstream_CTCF	30
chr10	72239136	72239286	id-12627	8.5e-06	+	GATGGGGTCCTGGGACTCATCTCTAGGGGGCGTGA	Upstream_CTCF	13
chr10	72268828	72268978	id-12628	1	+	NA	NONE	16
chr10	72292367	72292517	id-12629	7.27e-06	+	TGTACCATAACACCGAGGACCTGTGGGGGGAGCCC	V_CTCF_BR	3
chr10	72294017	72294167	id-12630	1.26e-05	-	GCTGTCTCCACTCATATGGCCGCTGGGGGACACCA	Upstream_CTCF	4
chr10	72296347	72296497	id-12631	1	+	NA	NONE	11
chr10	72297521	72297671	id-12632	2.11e-06	+	GCGGCAGCCGACACAGCGTCTGGCAGAGGGCGCTG	V_CTCF_BR	40
chr10	72300345	72300495	id-12633	3e-08	-	AGAGCCCTGCAGCACAAGGCCACCAGGAGGCAGCA	Upstream_CTCF	40
chr10	72302383	72302533	id-12634	1.46e-07	-	GCAGCATTACTCATGACAGCCAAAAGGTGGAAGCA	Upstream_CTCF	33
chr10	72309728	72309878	id-12635	4.04e-08	+	GAGTCATTCTGGGATATGGCCACCAGGTGGTGCCA	UpstreamP1_CTCF	40
chr10	72311314	72311464	id-12636	4.5e-05	-	TATAAGTTGACTGCTGAAGCCGGCAGGGGGCCAGG	UpstreamP1_CTCF	15
chr10	72318907	72319057	id-12637	5.65e-05	+	GAAGGTGGTGTTGAACAGACCTGAAGGAGGAGCTG	V_CTCF_BR	28
chr10	72319192	72319342	id-12638	4.55e-09	+	GGTGCTGTGTTGAGAATAGACAGCAGGGGGCGGGA	Upstream_CTCF	40
chr10	72321268	72321418	id-12639	3.22e-05	-	CTGCCACAGAAGTGCTGGGGCCGCTGGGGGCAGGA	UpstreamP1_CTCF	3
chr10	72324778	72324928	id-12640	2.38e-07	-	GACCTGCCTAGTACAGGCTCCAGCAGATGGCACTG	V_CTCF_BR	29
chr10	72348672	72348822	id-12641	1	+	NA	NONE	0
chr10	72354544	72354694	id-12642	4.3e-06	-	GAAGTGATCCCAGGAGGCACCAGCAGGGGAGAGGG	Upstream_CTCF	30
chr10	72357938	72358088	id-12643	2.72e-05	-	TTGCAGGTCTGGGATCAGGACTCTGGCAGGGACGA	UpstreamP1_CTCF	0
chr10	72379156	72379306	id-12644	4.88e-05	+	AAAGACATTTTTCAGTACAACAGAAGAGGGAGCCC	V_CTCF_BR	39
chr10	72428713	72428863	id-12645	2.67e-06	+	ACAGCAGTGTCCACAGAGGGCTGCTGGTGGCCTGC	Upstream_CTCF	4
chr10	72431802	72431952	id-12646	5.3e-05	-	GTGGTGGACAGTGAACCTCCCGGTAGAGGGAGACT	UpstreamP1_CTCF	30
chr10	72444950	72445100	id-12647	1	+	NA	NONE	17
chr10	72455191	72455341	id-12648	3.8e-07	-	AAAGCAACACCCTACATAACCTGCAGGGGCCAGAA	Upstream_CTCF	14
chr10	72492206	72492356	id-12649	9.49e-08	+	GCATGGCCTCCTGCAGTTACCAGTAGAGGGAGGCC	V_CTCF_BR	3
chr10	72498352	72498502	id-12650	6.04e-07	+	GTGCAGTTACCCACATTGTCCAGTTGAGGAACAGG	UpstreamP1_CTCF	32
chr10	72503429	72503579	id-12651	8.13e-06	-	GAGGCAATGCTCATCTTCCCAGGCAGGAGGGGCTA	Upstream_CTCF	0
chr10	72518923	72519073	id-12652	1.15e-07	-	AAAAATGGAAAGCCAGTGGCCTCTAGATGGCGCCA	V_CTCF_BR	40
chr10	72519678	72519828	id-12653	1.82e-06	-	GCGCTGTGCTTTCACAAGCCCTCCAGGGGACTCCA	UpstreamP1_CTCF	8
chr10	72521176	72521326	id-12654	8.16e-07	+	GCCAGTTTGTCTTTGCTGGCCAGAAGATGGTGCTC	V_CTCF_BR	33
chr10	72534012	72534162	id-12655	1	+	NA	NONE	0
chr10	72575523	72575673	id-12656	2.32e-08	+	GGTGCAGCCCGCTGCCTGGCCGGTAGGCGGCGCGC	Upstream_CTCF	40
chr10	72580065	72580215	id-12657	5.68e-06	+	TGGGATAGGATAGCTCCACCCTCTAGGGGGCACTT	V_CTCF_BR	12
chr10	72581293	72581443	id-12658	4.59e-07	-	TTGCATCCCTAGCCTCTACCCACTAGATGCCAGCA	UpstreamP1_CTCF	13
chr10	72623644	72623794	id-12659	1.93e-05	-	GTGGCAAAACTAGCTTTCACCCTGAGGTGGCACCA	Upstream_CTCF	19
chr10	72639893	72640043	id-12660	2.38e-07	-	GGCACACACGATTGTTTCACCACCAGGGGGCAATC	V_CTCF_BR	40
chr10	72653083	72653233	id-12661	7.62e-07	+	GCTGGCGTGTCGGTCTGAGACAGCAGGGGGCCCAG	Upstream_CTCF	5
chr10	72662587	72662737	id-12662	5.7e-05	+	ACTGCCTTCCCGTCAGAGAAGGGCAGAAGGAGCTT	Upstream_CTCF	21
chr10	72663174	72663324	id-12663	1.76e-09	+	CCTGCAACACTTCTGTCCACCAGAAGGGGGCAGGG	Upstream_CTCF	40
chr10	72680560	72680710	id-12664	1.06e-05	-	GGGGTTTTTTTTTTCTATCCCTCCAGGTGGAGGCA	Upstream_CTCF	3
chr10	72685541	72685691	id-12665	5.52e-10	+	CCTGCCATTCCGACTCTGGCCGCTGGGTGGCAGCC	Upstream_CTCF	39
chr10	72691174	72691324	id-12666	1	+	NA	NONE	15
chr10	72716213	72716363	id-12667	6.43e-06	+	TGCCCTCACCCAGTTTCCACCACCAGGGGTATGTC	V_CTCF_BR	26
chr10	72764385	72764535	id-12668	1	+	NA	NONE	1
chr10	72770589	72770739	id-12669	3.48e-06	+	CTGCTGATCTAGGTCAGCCCAGCCAGAGGGCAGTG	UpstreamP1_CTCF	17
chr10	72793263	72793413	id-12670	5.37e-06	+	CTGCAGTGAATAGGAGTGACCACTAGGATGTTTTT	UpstreamP1_CTCF	22
chr10	72824265	72824415	id-12671	1.55e-07	-	CATGCTCTGCAGGAAGTTTCCAGAAGGAGGCACTC	Upstream_CTCF	29
chr10	72833972	72834122	id-12672	4.43e-05	-	TGGAGCAGCTCAGCCTTGACCGCTATGGGGCACTC	V_CTCF_BR	2
chr10	72884202	72884352	id-12673	1	+	NA	NONE	8
chr10	72884759	72884909	id-12674	2.91e-05	-	CCAGTGTGATGGTCACCAGCCAGCAGGGGCCCCCC	Upstream_CTCF	2
chr10	72894827	72894977	id-12675	1.17e-05	+	TATTACCGCAGGTGCAGAGCCTGAAGGAGGCAGTG	V_CTCF_BR	10
chr10	72947339	72947489	id-12676	6.19e-06	-	ATGAACTCCCTCTCTACCTCCACCTGATGGCTGGC	UpstreamP1_CTCF	13
chr10	72968925	72969075	id-12677	1.97e-06	+	AGGCGTAAGCGGCAGCGCGCCGCCTGGTGGCACCT	V_CTCF_BR	40
chr10	72972378	72972528	id-12678	1	+	NA	NONE	37
chr10	72977054	72977204	id-12679	1.97e-06	-	GATCGCAGACCCTAAGGGGGCGGGAGGTGGCGCCC	V_CTCF_BR	12
chr10	72977704	72977854	id-12680	1	+	NA	NONE	17
chr10	72982471	72982621	id-12681	1.09e-06	-	GCAGTAATGCCTCCAGATGCCGCTTGGGGCCTCTG	Upstream_CTCF	18
chr10	72998102	72998252	id-12682	1	+	NA	NONE	3
chr10	73002576	73002726	id-12683	1.28e-06	+	CTGGGTGTGTCCCAGCCTTCCAGCAGGTGGGGCCA	Upstream_CTCF	20
chr10	73004501	73004651	id-12684	1	+	NA	NONE	2
chr10	73019629	73019779	id-12685	9.39e-07	-	TGTGCTGTTCCAGGCACTGTCCCCAGCAGGCAGTG	Upstream_CTCF	31
chr10	73020657	73020807	id-12686	6.43e-06	-	GGCTGCTCTGCTGCCCTCACCAGAAGGTGGCTTTC	V_CTCF_BR	19
chr10	73028239	73028389	id-12687	2.43e-06	-	TTGCCTGCTGTCAGCACCACCACCAGGAGGCAGCT	V_CTCF_BR	40
chr10	73029666	73029816	id-12688	1	+	NA	NONE	23
chr10	73030171	73030321	id-12689	4.68e-07	+	AGCCGCAGGAGGCTGTACACCACTAGAGGGCAGGG	V_CTCF_BR	40
chr10	73035284	73035434	id-12690	4.01e-05	-	ATAAAGCTAGTAAGTGGCACCGCTAGGGGGCAAAT	V_CTCF_BR	10
chr10	73038927	73039077	id-12691	1.1e-06	+	CTTCCCCTGGGAGAGGAGACCTGCAGGGGGCTGAG	V_CTCF_BR	2
chr10	73044929	73045079	id-12692	8.76e-09	-	CTGATGTGCTACACTGTAGCCACTGGGTGGCAGTG	UpstreamP1_CTCF	40
chr10	73046888	73047038	id-12693	1.64e-05	-	CACTCCTCCCACCCATAGGGCCCAAGGGGGCAGCA	V_CTCF_BR	4
chr10	73063145	73063295	id-12694	1.71e-06	+	TGTATTTGCTGAGATATTTCCAGCAGATGGCAGTA	V_CTCF_BR	40
chr10	73074156	73074306	id-12695	5.2e-08	+	TTGCACTGATAGAGAAGTTCCACGAGATGGCAGCA	UpstreamP1_CTCF	40
chr10	73077636	73077786	id-12696	1	+	NA	NONE	10
chr10	73078812	73078962	id-12697	2.19e-08	+	CGCAGGCCCCAGCTCAGCGCCAGAAGGGGGAGCCC	V_CTCF_BR	40
chr10	73079379	73079529	id-12698	7.23e-07	+	AAAGCCGGTTCTGCCGCGGCCAGTAGGCGGTGCCC	Upstream_CTCF	40
chr10	73124336	73124486	id-12699	1	+	NA	NONE	8
chr10	73128536	73128686	id-12700	2.58e-05	+	CCTCCATTTTCTCATCTGAACACTAGGGGCGATTG	Upstream_CTCF	25
chr10	73132712	73132862	id-12701	6.64e-05	+	CAGGCATTCCTGTAACTGGGGAGCAGTGGGTGAGG	Upstream_CTCF	1
chr10	73137269	73137419	id-12702	3.97e-07	+	CCGGCAACGAGGTGGACGCCCAGTAGAGGGAGCGG	V_CTCF_BR	36
chr10	73138793	73138943	id-12703	1	+	NA	NONE	2
chr10	73140718	73140868	id-12704	8.97e-05	-	AATGTGTTGCCTCAAATTAATACTAGGAGGCAGGA	Upstream_CTCF	3
chr10	73144078	73144228	id-12705	1.87e-09	+	GGTGTCGTGCAGCACTCGGCCTGCAGGTGGCGCCC	V_CTCF_BR	40
chr10	73150386	73150536	id-12706	8.71e-06	+	TATGGTGGCAGGCGCTGCCCCGGGAGAGGGCGCAT	V_CTCF_BR	0
chr10	73155474	73155624	id-12707	1	+	NA	NONE	25
chr10	73156085	73156235	id-12708	3.18e-06	+	AGAGAGGGGGCGCTTAAAGCCAACAGATGGCGCGG	V_CTCF_BR	33
chr10	73189858	73190008	id-12709	2.37e-05	-	CCTCCTATCCCCTGGCTCACCAGCAGGGGAACAGC	Upstream_CTCF	33
chr10	73191727	73191877	id-12710	4.94e-06	-	CTTGCAAAGCTCCCCATGACCTGTAGGGGTTTCAC	Upstream_CTCF	37
chr10	73219369	73219519	id-12711	8.89e-06	+	CCCTTAATGCAGCTGCCTACCAACAGGTGGTGCAA	Upstream_CTCF	11
chr10	73222030	73222180	id-12712	2.97e-06	-	AGCAGATGGCGGTGGGGCGCCTGAAGAGGGAGACA	V_CTCF_BR	5
chr10	73244288	73244438	id-12713	2.18e-07	-	GGCACCCCCAAGGTCACCACCAGGAGATGGCAGAG	V_CTCF_BR	5
chr10	73246360	73246510	id-12714	5.96e-07	+	CATAGCCACAGTTGCATGGTCAGTAGGGGGCGCAG	V_CTCF_BR	40
chr10	73261235	73261385	id-12715	8.89e-06	+	ACTCTACTCCCTCTGACTTCCCCCAGGTGGAGATA	Upstream_CTCF	1
chr10	73270715	73270865	id-12716	1	+	NA	NONE	7
chr10	73282328	73282478	id-12717	5.68e-06	+	GTCCGCCTATACATTGCACGCACCAGGGGGAGCTA	V_CTCF_BR	21
chr10	73308304	73308454	id-12718	7.44e-05	+	TGTGTGATGCCAAACCTTGCCAAGGGGGGCACTGT	Upstream_CTCF	40
chr10	73309502	73309652	id-12719	3.56e-05	+	TCTTGACTGCAACTTCAAGGCACTAGAGGGTGTGA	Upstream_CTCF	1
chr10	73326221	73326371	id-12720	1.31e-05	-	CTTCTTCATTTTTTGATGGCCTCCTGGTGGCTGTA	V_CTCF_BR	15
chr10	73329866	73330016	id-12721	1.26e-07	-	GTGACTTTTCCCAATCCAACCAGCAGGGGGAGCTC	V_CTCF_BR	40
chr10	73369048	73369198	id-12722	1.38e-06	-	AAGGCAAGAGGCTGAGTGGCAGCTAGAGGGCGCCG	V_CTCF_BR	40
chr10	73369996	73370146	id-12723	5.38e-05	-	GTCAACAAAGTGGCTTCTTCCTCAAGAGGGAGTCC	V_CTCF_BR	23
chr10	73376098	73376248	id-12724	1	+	NA	NONE	2
chr10	73381319	73381469	id-12725	1	+	NA	NONE	12
chr10	73383239	73383389	id-12726	2.55e-06	-	CCTGCACATTTCAACACAGCCATCAGAGGGCTCCT	Upstream_CTCF	38
chr10	73391379	73391529	id-12727	2.01e-05	-	CCTGGTGTGCAAGAGGAGGGCTCTGGAGGCAGGAG	Upstream_CTCF	3
chr10	73393829	73393979	id-12728	3.24e-06	+	CCTGCTCCCTGCCTGGAGGCCTCTAGAGGGCCTGG	Upstream_CTCF	8
chr10	73403814	73403964	id-12729	2.01e-05	+	ATGTGACGGGACGCATTCCACACCAGGGAGCGCTG	UpstreamP1_CTCF	7
chr10	73407410	73407560	id-12730	2.1e-05	-	CTGACCCCAACCCCTGGGTCCACTAGGGGGAGTGT	UpstreamP1_CTCF	40
chr10	73420916	73421066	id-12731	1	+	NA	NONE	1
chr10	73423842	73423992	id-12732	2.74e-08	+	CAGCAAGAGGCCCCAGAGACCACCAGGTGGTGCCA	UpstreamP1_CTCF	31
chr10	73430588	73430738	id-12733	3.88e-06	+	TGGCAACAGAGACACAGAAACACCAGAGGGAGGAG	V_CTCF_BR	7
chr10	73435179	73435329	id-12734	9.41e-05	-	ATGAGCCTGACATGTAGTAACTGCGGCTGGCGGTG	V_CTCF_BR	0
chr10	73442152	73442302	id-12735	1	+	NA	NONE	1
chr10	73444213	73444363	id-12736	5.92e-05	-	TTCAGAGACCCAGGTCACACAGCAAGAGGGCAGCA	V_CTCF_BR	26
chr10	73456571	73456721	id-12737	4.31e-09	-	GTGCAGTGCCCACAAGGCGGCAGCAGAGAGCACCC	UpstreamP1_CTCF	40
chr10	73463440	73463590	id-12738	6.74e-08	+	TTGGCAGGTCCCCAAACTCCCAGCAGGGAGCGCCT	Upstream_CTCF	9
chr10	73465357	73465507	id-12739	8.46e-07	-	ACAGTACCCCGTCCCTTCACCAATAGAGGGCAGAG	Upstream_CTCF	19
chr10	73468071	73468221	id-12740	1.77e-09	-	GAGCAGTGTGGTGTTCTGGGCAGCAGAGGGCGCCA	UpstreamP1_CTCF	40
chr10	73468776	73468926	id-12741	3.28e-05	-	GAACTTCCCATCCACGTTGCCACCTGTGGGTGAAG	V_CTCF_BR	19
chr10	73473502	73473652	id-12742	1	+	NA	NONE	22
chr10	73485828	73485978	id-12743	4.73e-07	+	TGTGTTATGTGTACTACCGCCAGCAGGGGGATGAC	Upstream_CTCF	39
chr10	73499857	73500007	id-12744	2.27e-05	+	AAATCCCCGTCTGGCCTGCCCTGTGGAGGGAAGAA	V_CTCF_BR	16
chr10	73506534	73506684	id-12745	2.44e-07	-	GCTGCTGGGGACTTGCATACCAGAAGGGGGCGGTG	Upstream_CTCF	20
chr10	73508385	73508535	id-12746	4.7e-08	-	TGGGTGCGAGAACATGGCGCCTCCAGGGGGCGGGA	V_CTCF_BR	12
chr10	73512870	73513020	id-12747	9.4e-06	+	AAGCGATCTGCGTGTCTGTCCAGCAGATGGGGCCT	UpstreamP1_CTCF	9
chr10	73516100	73516250	id-12748	1	+	NA	NONE	5
chr10	73521352	73521502	id-12749	4.03e-06	+	CAGCAGTAGAGGCCGCTATCCAGCAGGGTCAGGTT	UpstreamP1_CTCF	26
chr10	73533277	73533427	id-12750	4.88e-08	-	AGGCAGTTCCCCCACACGGCCCCCCGGGGGCGCTG	UpstreamP1_CTCF	39
chr10	73536398	73536548	id-12751	6.9e-05	-	GCTGTGTTTCTCCTGCTTGGGGACAGGGGTCCCCC	Upstream_CTCF	1
chr10	73540592	73540742	id-12752	3e-06	+	GTGTAATTCAGAGGTGGAGCCAGTAGGATGTGCTA	UpstreamP1_CTCF	15
chr10	73571813	73571963	id-12753	7.33e-10	-	TGAAGGGAGGGTGGCCCGCCCACCAGGGGGCGCCC	V_CTCF_BR	40
chr10	73574715	73574865	id-12754	3.56e-06	+	CCTGCGCTTCCGCCACAAGCCACCAGTGGAGCTCA	Upstream_CTCF	25
chr10	73575376	73575526	id-12755	2.67e-06	-	ACTGGAGTCGGGTGTCCGGCCAGCAGGGGATGTCC	Upstream_CTCF	0
chr10	73585135	73585285	id-12756	3.4e-06	+	GCTGCCATGCACGGGACAAACTCCGGGAGGCAGTA	Upstream_CTCF	31
chr10	73591867	73592017	id-12757	1	+	NA	NONE	10
chr10	73597003	73597153	id-12758	6.05e-06	+	CGTGTCCTCAGGGCAGGCACCACTGGGTGGTGCTG	V_CTCF_BR	39
chr10	73648804	73648954	id-12759	2.55e-06	+	TCCGCGAGACTGCACGCGGCCAGGCGGGGGCACGA	Upstream_CTCF	27
chr10	73649356	73649506	id-12760	1.19e-06	-	GAGTGACTTGCCCAAAGAACCAGCAGGTGGTGGCA	V_CTCF_BR	15
chr10	73656250	73656400	id-12761	5.21e-08	-	GGTACTATACTGGGAGTGACCGCCAGAGGGCAGTG	V_CTCF_BR	40
chr10	73672331	73672481	id-12762	3.22e-05	+	CTGCCCTTAACTCCTGTTACCACTAGGGATGTCTC	UpstreamP1_CTCF	35
chr10	73675818	73675968	id-12763	1.84e-05	+	CTGTCATGCCTCAAGGAAGACACTAGGGGTCCTTT	UpstreamP1_CTCF	39
chr10	73715951	73716101	id-12764	6.27e-08	+	CTGTCACGCCCAGACAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	40
chr10	73717421	73717571	id-12765	1	+	NA	NONE	33
chr10	73730231	73730381	id-12766	4.38e-08	-	CCTGCAGCACAAGGACTGGCCAGCGGAGGGTGTGT	Upstream_CTCF	39
chr10	73738325	73738475	id-12767	1	+	NA	NONE	21
chr10	73742658	73742808	id-12768	1.97e-06	-	ACCCATGTCTGTCTGACTGCCAAGAGGGGGCAGTG	V_CTCF_BR	21
chr10	73745536	73745686	id-12769	1	+	NA	NONE	15
chr10	73804183	73804333	id-12770	8.16e-07	-	CGTGCGGCCAGGGAAGTGGCCAGCAGGTGCTGCTC	V_CTCF_BR	38
chr10	73808377	73808527	id-12771	7.94e-11	-	TATGCACTTCTGCCAGTAGCCACCAGAGGGCGTGC	Upstream_CTCF	40
chr10	73818235	73818385	id-12772	1	+	NA	NONE	0
chr10	73821350	73821500	id-12773	2.1e-06	-	CTTGCTGGGGTCCCCTCATCCACTTGAGGGCGCCT	Upstream_CTCF	40
chr10	73829610	73829760	id-12774	2.53e-05	-	GGGGAAGAAAGGAGGATTTCCACAGGGAGGCGCCA	V_CTCF_BR	36
chr10	73846234	73846384	id-12775	1.38e-06	-	GGCAGCAGCCCGGCCACAGCAGCGAGGGGGCGGCA	V_CTCF_BR	7
chr10	73855954	73856104	id-12776	2.19e-08	-	ACTCCTCCCTCACCACGGACCAGCAGAGGGAGGCG	V_CTCF_BR	25
chr10	73878917	73879067	id-12777	4.31e-07	+	TCTACTTGGCCTCCTGCTTCCAGCAGGGGGAGGAA	V_CTCF_BR	16
chr10	73886065	73886215	id-12778	2.43e-06	+	ATATAGCAAGTCCTTGTCAACACCAGAGGGAGCTA	V_CTCF_BR	39
chr10	73892257	73892407	id-12779	1.47e-05	+	GTAGAGTGTTAGACAGCACCCACTAGGTGCCAGCA	V_CTCF_BR	29
chr10	73924503	73924653	id-12780	1	+	NA	NONE	21
chr10	73982723	73982873	id-12781	1.09e-06	-	AATGTAATACCCAAACTTATCACTTGGTGGCATCC	Upstream_CTCF	39
chr10	74003903	74004053	id-12782	7.84e-05	+	CAAATGTGATTTTTGCAGACCACTAGGTGGTGAGC	V_CTCF_BR	38
chr10	74014980	74015130	id-12783	1	+	NA	NONE	22
chr10	74018499	74018649	id-12784	1	+	NA	NONE	15
chr10	74020208	74020358	id-12785	7.46e-06	+	GGGCAGTAGGGACTGCAGCCCTACAGGGGCAGCCC	UpstreamP1_CTCF	7
chr10	74020808	74020958	id-12786	3.45e-05	-	CTCCACAGCGGAGGTGCGACCTCAAGGGAGCGCTG	V_CTCF_BR	32
chr10	74033337	74033487	id-12787	4.31e-05	-	CGGCTGCAGCTGCCAAGGTCCCCGAGGGCGCTCGC	UpstreamP1_CTCF	4
chr10	74034601	74034751	id-12788	3.06e-08	+	CCTACAGCGAGCCGTGCGGCCTGCGGGGGGCGCTG	V_CTCF_BR	40
chr10	74038749	74038899	id-12789	1	+	NA	NONE	30
chr10	74065368	74065518	id-12790	2.81e-06	+	CCTGCCAGAACCACAAGAGCCACAGGGTGGCAACT	Upstream_CTCF	3
chr10	74068168	74068318	id-12791	3.36e-05	-	ATGTCCTGGCTCTTTTTGTCCACCAGAGTTTGCAG	UpstreamP1_CTCF	14
chr10	74081388	74081538	id-12792	9.41e-05	+	AGAACGATATCAAGTGTTCACAGTAGAGGCCAGCA	V_CTCF_BR	3
chr10	74087890	74088040	id-12793	3.83e-09	+	GCAGGCCATGGGCTGGCAGCCAGCAGATGGCAGAG	V_CTCF_BR	16
chr10	74088170	74088320	id-12794	1.64e-06	-	GGGCTTTTTCCTTTTCCTGCCTCCGGGGGGAAGCA	UpstreamP1_CTCF	40
chr10	74091754	74091904	id-12795	8.21e-05	-	TGCAAGCCGCCACTTGTTAGCTGCGGTTGGCAGAG	V_CTCF_BR	31
chr10	74094663	74094813	id-12796	1.93e-05	+	CAGCGCCCCCATTCGCCGGGCTGCAGAAGGAGGGA	V_CTCF_BR	19
chr10	74095270	74095420	id-12797	9.25e-06	+	AGGAGTGGGGAGGACAGCATCGCTAGAGGGCGGAA	V_CTCF_BR	16
chr10	74097018	74097168	id-12798	2.5e-09	-	CTGGCAGGACCCTTCTCAGCCAGCAGGGGGCAGAG	V_CTCF_BR	40
chr10	74100295	74100445	id-12799	7.97e-09	-	CTTGCCATTCTGCTGAGTGACACCAGAGGGCGCCA	Upstream_CTCF	40
chr10	74113572	74113722	id-12800	5.38e-05	-	CACGCTAGAGGGGAGAGAGACACCGGGTGGTGCTT	V_CTCF_BR	2
chr10	74124141	74124291	id-12801	7.8e-08	+	CTTGCACGGAGCCTTCTTGCCAGCAGGTGGCACTT	V_CTCF_BR	40
chr10	74134439	74134589	id-12802	1	+	NA	NONE	4
chr10	74135040	74135190	id-12803	1	+	NA	NONE	23
chr10	74135451	74135601	id-12804	1.38e-07	+	TAGGCTGTTTCCCCTCCGGGCTCCAGAGGGCCCCA	Upstream_CTCF	37
chr10	74186902	74187052	id-12805	2.31e-07	+	GCTGTTGTTTCCCTGTTGTTCCCCAGGGGGCTGCA	Upstream_CTCF	14
chr10	74327788	74327938	id-12806	4.71e-06	-	AAAGCAGTGTCAGCATTATAAGGTAGGGGGCAGCA	Upstream_CTCF	40
chr10	74371618	74371768	id-12807	7.02e-05	-	GTGCAGTGGCTATTCACAGTCACTGTGTAGCACTG	UpstreamP1_CTCF	5
chr10	74454358	74454508	id-12808	3.63e-06	+	GGAGACATCCTGTGTATGTGCAGCAGATGGCAGTC	V_CTCF_BR	40
chr10	74462762	74462912	id-12809	3.09e-05	+	CAGCACCAATCTGACATGACCTCATGAGGGAGTAA	UpstreamP1_CTCF	16
chr10	74594105	74594255	id-12810	1.48e-06	-	GTGGATTTGCTGAAACTCACCATCAGAGGGCACAA	UpstreamP1_CTCF	39
chr10	74635134	74635284	id-12811	2.44e-07	-	ACTGCTATTTTGCAACTTGTCACTTGGGGGCAGCA	Upstream_CTCF	38
chr10	74677785	74677935	id-12812	1.69e-05	+	CTGTGGAACCTTGCTACCACCTCCAGGGGCAGACT	UpstreamP1_CTCF	2
chr10	74685877	74686027	id-12813	1.1e-06	-	CCAAGAGCCTGCAGGCCACCCAGCAGAGGGCAAGC	V_CTCF_BR	5
chr10	74714853	74715003	id-12814	1	+	NA	NONE	2
chr10	74820916	74821066	id-12815	1	+	NA	NONE	40
chr10	74856554	74856704	id-12816	1.74e-08	+	CCGCTGGCGGCGCGACTGGGCAGCAGAGGGAGCCC	V_CTCF_BR	40
chr10	74918921	74919071	id-12817	1.28e-06	-	TGTAATTAACCACGTATTGCCAGCAGAGGGCGTTC	V_CTCF_BR	40
chr10	74927908	74928058	id-12818	5.21e-08	+	GTGACGGGGCGAGACGGGGCCGGTAGGTGGCGGGA	V_CTCF_BR	28
chr10	74978696	74978846	id-12819	7.73e-06	-	ACCTGGAACATGTTATTGGCCACTGGAGGGAGACA	V_CTCF_BR	39
chr10	74992744	74992894	id-12820	2.02e-06	+	CTGTCATACACAGTGCAGTCCACCAGGAGACGCAA	UpstreamP1_CTCF	39
chr10	75006761	75006911	id-12821	4.14e-05	-	GCGAGGTCCGACGAGGCTACCACAAGGTGTCCCTG	UpstreamP1_CTCF	26
chr10	75012352	75012502	id-12822	1	+	NA	NONE	11
chr10	75013060	75013210	id-12823	6.82e-05	-	GCTGAACAGAGAGGTCTTTGCTGAAGGTGGAGCTA	V_CTCF_BR	27
chr10	75023745	75023895	id-12824	1	+	NA	NONE	40
chr10	75157887	75158037	id-12825	4.23e-06	+	CTGTGGGGCACCAGGATAGCCTCCAGGGGCTGGAT	UpstreamP1_CTCF	37
chr10	75173872	75174022	id-12826	3.66e-06	+	GGGCTGTCCCTCAGTCCCGCCCCTAGGCGCCACCT	UpstreamP1_CTCF	37
chr10	75216335	75216485	id-12827	1	+	NA	NONE	0
chr10	75289212	75289362	id-12828	6.37e-07	+	CTCAAGTGCCTCTGTTCTTCCAGCAGAGGGTGCTG	UpstreamP1_CTCF	40
chr10	75352223	75352373	id-12829	6.39e-05	-	CCTCCTCCTCCACCTAGCACCACTAGGAGACCTGA	Upstream_CTCF	11
chr10	75404021	75404171	id-12830	2.38e-07	-	TGCCATTGCTCTGATTCTGCCAGCAGAGGGCACAT	V_CTCF_BR	40
chr10	75412873	75413023	id-12831	8.5e-06	+	GTGGTAGTAAGATCTTCTGCCACTGGGTGGGGAAC	Upstream_CTCF	2
chr10	75413660	75413810	id-12832	1.01e-05	+	ATTGCAGATACATTCAAGCCCTCTGGGAGGCAGAC	Upstream_CTCF	33
chr10	75424531	75424681	id-12833	9.84e-05	+	GGGACTTGAGGCTGCCTTGGAGCCAGAGGGCTGGG	V_CTCF_BR	8
chr10	75492319	75492469	id-12834	5.38e-05	-	GGCGCCTATCCTTCATGAACCTGTAGGTGTCGTCG	V_CTCF_BR	2
chr10	75503684	75503834	id-12835	1	+	NA	NONE	20
chr10	75528835	75528985	id-12836	1.28e-06	+	ATGAAGAGAGCGGAGCTCTCCTGCAGGTGGCAGGC	V_CTCF_BR	6
chr10	75531684	75531834	id-12837	7.15e-05	-	CCCTTGTCCTGCCCCCAAGCCAGTTGGGGTTGGAA	V_CTCF_BR	13
chr10	75532457	75532607	id-12838	1.31e-05	+	ACCAGAGCTGGGCGCTCCTCCACGAGGAGTCGCCC	V_CTCF_BR	31
chr10	75534614	75534764	id-12839	6.84e-06	+	CCTATAGAAACCGACTTGGACAGTGGATGGCAGCA	V_CTCF_BR	29
chr10	75545294	75545444	id-12840	9.84e-06	-	AAGCGCTCGGCGGCTGGGGCCTCTAGGCGGCTGCG	UpstreamP1_CTCF	28
chr10	75546231	75546381	id-12841	5.67e-06	-	TTTGCAATGCGGTGACAAGCCACAAGTGGTCACTT	Upstream_CTCF	13
chr10	75562176	75562326	id-12842	2.81e-06	+	GCTGCAGTTCTTCCCGAAGCCACGAGGGCACTGGC	Upstream_CTCF	21
chr10	75571481	75571631	id-12843	5.41e-07	-	CGGCAGTGCCATCGCGCGGAGAGGAGGGGGTGCGC	UpstreamP1_CTCF	20
chr10	75575084	75575234	id-12844	5.41e-07	-	ATGTAATGTGGCATCCTGGCCTCTGGAGGGCGTTC	UpstreamP1_CTCF	40
chr10	75578314	75578464	id-12845	4.5e-06	+	AGCGCAGCCAAAGGCACATCCAGGAGGGGGCCCCA	Upstream_CTCF	14
chr10	75579256	75579406	id-12846	6.51e-05	+	AGAAGGCTGGGGCTGCATGCCTGCAGAGGGGGCTG	V_CTCF_BR	22
chr10	75579672	75579822	id-12847	1	+	NA	NONE	22
chr10	75608892	75609042	id-12848	5.98e-10	+	TACGCAGTACCACTATCTGGCACCAGGTGGCGCCA	Upstream_CTCF	40
chr10	75610591	75610741	id-12849	7.17e-05	-	TTCGCACTTTTGCCATTTTTGGCCAGAAGGCGCTC	Upstream_CTCF	6
chr10	75618671	75618821	id-12850	6.21e-05	-	CATGTAGGCAGGAGAACAGCAGCTAGGGGTCAGTG	V_CTCF_BR	3
chr10	75627027	75627177	id-12851	5.92e-05	+	GCCCCAAGAAGGCAAGGCTCTGCCTGGGGGCACTC	V_CTCF_BR	2
chr10	75632232	75632382	id-12852	4.03e-06	+	CTGTTCTGCCGCCTGGTGGGCAGGGGAGGCTGGCT	UpstreamP1_CTCF	36
chr10	75634214	75634364	id-12853	2.2e-06	+	GGTGCACAGTCACCGCCGCCCGGCCGAGGGAGCAA	Upstream_CTCF	4
chr10	75639515	75639665	id-12854	4.3e-08	-	CTGTGCCCCTCACGTTTGCCCACCAGGGGGCCCCA	UpstreamP1_CTCF	40
chr10	75645935	75646085	id-12855	3.55e-08	+	GGGCAGTGATTCTGCTTGTCCACTAGAGGCCGCCT	UpstreamP1_CTCF	40
chr10	75647618	75647768	id-12856	3.29e-05	+	AGGGCAATGCCAGAGAGCTGACTCAGGGGGCGGCA	Upstream_CTCF	15
chr10	75661700	75661850	id-12857	4.66e-08	-	GCAGCACTGTTCACAATAGCCAAGAGGGGGAAGCA	Upstream_CTCF	1
chr10	75670322	75670472	id-12858	1	+	NA	NONE	25
chr10	75671235	75671385	id-12859	1	+	NA	NONE	8
chr10	75679970	75680120	id-12860	1	+	NA	NONE	15
chr10	75700463	75700613	id-12861	3.22e-07	-	GTCGCCTTTCACCGCCAGCCCAGCAGGGGCCGCCA	Upstream_CTCF	40
chr10	75706145	75706295	id-12862	6.18e-07	-	AGGGCAATTTTCCTTCCCTCCAGTAGAGAGAGCTG	Upstream_CTCF	17
chr10	75710465	75710615	id-12863	1.04e-05	-	AACAAGGCAGGATCCAGGACCCCCAGAGGGAGCAT	V_CTCF_BR	4
chr10	75717240	75717390	id-12864	4.21e-05	-	ACTAACAGAGAAGTGGTGGCCACCAGGGGGCCAGA	V_CTCF_BR	40
chr10	75758957	75759107	id-12865	1	+	NA	NONE	38
chr10	75786129	75786279	id-12866	1	+	NA	NONE	17
chr10	75795252	75795402	id-12867	6.05e-06	-	GTAAGTGCCAACTATGTGTCCACTAGGTGGTGGGA	V_CTCF_BR	36
chr10	75818522	75818672	id-12868	5.08e-05	-	TTGCAATCGGTCTAGTTGGACTAGGGAGGGCAGTC	UpstreamP1_CTCF	23
chr10	75841080	75841230	id-12869	2.59e-06	-	GTGTTGCACCACTAGTTTTCCACACGGGGGCACCA	UpstreamP1_CTCF	40
chr10	75863413	75863563	id-12870	7.27e-06	-	CCAAGCTTTCTCCTCTTTACCTACAGATGGCACTG	V_CTCF_BR	40
chr10	75882942	75883092	id-12871	3.16e-05	+	GCAGCAGTGCTCCCTGCCAGGGCCATGTGGAAGTG	Upstream_CTCF	2
chr10	75883229	75883379	id-12872	2.19e-05	+	TTACTGTTACAATGTGCAGCCGCCAGATGGTATCC	UpstreamP1_CTCF	0
chr10	75886941	75887091	id-12873	1.64e-05	+	AACTGCAGATTCAGTATCTACACAAGGGGGAGCTG	V_CTCF_BR	40
chr10	75911158	75911308	id-12874	1.38e-06	-	AGGGGTCGCGGCCAAGCGGGCAGCTGGGGGAGGTC	V_CTCF_BR	36
chr10	75912999	75913149	id-12875	9.78e-07	-	CAGCACCCCTGAATTCCATCCACTAGGTGCCAATA	UpstreamP1_CTCF	37
chr10	75962261	75962411	id-12876	1	+	NA	NONE	12
chr10	75973446	75973596	id-12877	1.93e-05	-	TATTTGCACTGTGATTTGCCTGGCAGAGGGCGCCA	V_CTCF_BR	39
chr10	75994450	75994600	id-12878	1.93e-05	-	GTTGCAATCTTATTGAAGTTCTACAGAGGGAGCTA	Upstream_CTCF	35
chr10	76003959	76004109	id-12879	6.05e-06	+	TTTAAAACGAAAGTGATGCCCACCAGATGGTGCTA	V_CTCF_BR	37
chr10	76025882	76026032	id-12880	3.45e-05	+	AGATAGTGACCAGTACAGGACGCTAGGTGGTGCCA	V_CTCF_BR	40
chr10	76075588	76075738	id-12881	7.44e-05	-	CTGGAAGTTCATAAAGTGACCACCAGGATGTTTTA	Upstream_CTCF	8
chr10	76179726	76179876	id-12882	5.77e-08	+	GTTATCACCCCAGACACTGCCACCAGGGGGAGGAA	V_CTCF_BR	39
chr10	76437807	76437957	id-12883	2.04e-05	+	CCACTGCACTACAGTCTGGGCAACAGGGGGAGACC	V_CTCF_BR	2
chr10	76497981	76498131	id-12884	8.33e-05	-	GCAGCCAAATTTTGACACACCATTAGGTGGCACTT	Upstream_CTCF	22
chr10	76498753	76498903	id-12885	3.63e-05	+	TAAAAGCAGAGAACTTTCTCCTGCAGGAGGCAGGA	V_CTCF_BR	39
chr10	76503188	76503338	id-12886	2.8e-05	+	CTAGCACTGCCACCTGGGCCTCCCAGGTGACCGCA	Upstream_CTCF	2
chr10	76510896	76511046	id-12887	1.43e-05	+	GCTTCACTTCTGCACTAATGCTGCAGGTGTAGCTC	Upstream_CTCF	5
chr10	76513303	76513453	id-12888	1	+	NA	NONE	10
chr10	76513819	76513969	id-12889	1	+	NA	NONE	3
chr10	76519927	76520077	id-12890	1	+	NA	NONE	6
chr10	76524094	76524244	id-12891	2.6e-07	-	ACTGACTTGACCTACTGAGCCAGCAGGGGGTGGCC	V_CTCF_BR	5
chr10	76530922	76531072	id-12892	5.65e-05	-	AGAGGATCTCTTGAGCCTGCCAGTAGAGGCTTCAG	V_CTCF_BR	17
chr10	76584774	76584924	id-12893	4.51e-05	-	GGAGCTGTGTCTACCCTGATCGGGAGGAAGAGGGA	Upstream_CTCF	18
chr10	76586436	76586586	id-12894	6.43e-06	-	GCGCGCCACCGCCACCGCGCCTGCCGGGGGCGCTG	V_CTCF_BR	37
chr10	76649241	76649391	id-12895	9.81e-06	+	AGAGGTTGAAATTCTCTCCCCACAAGGTGGTGCCA	V_CTCF_BR	36
chr10	76673485	76673635	id-12896	1	+	NA	NONE	3
chr10	76683567	76683717	id-12897	6.86e-07	+	GCTGCTGTGTTGAGAATAAGCTGTAGGCGGCACCA	Upstream_CTCF	7
chr10	76735640	76735790	id-12898	6.86e-07	+	GCAGCCTTACCACTAACAGCCAGCTGAAGGCACTC	Upstream_CTCF	1
chr10	76736413	76736563	id-12899	1	+	NA	NONE	11
chr10	76742161	76742311	id-12900	1	+	NA	NONE	4
chr10	76751348	76751498	id-12901	2.2e-07	-	CTGCACTTCTTAACTCACTCCAGTAGGGGCAATGC	UpstreamP1_CTCF	40
chr10	76779254	76779404	id-12902	1.31e-05	-	AAACAAACATCAACCACATACAGTAGGTGGCAGCA	V_CTCF_BR	40
chr10	76779674	76779824	id-12903	1	+	NA	NONE	0
chr10	76782163	76782313	id-12904	2.83e-07	-	GTTACTCTACTCCTGCAGACCAGCAGGTGGCAGTG	V_CTCF_BR	40
chr10	76794579	76794729	id-12905	2.31e-06	-	GATGTAATTCCGGGTGTCACCTGCAGAGAGGTGGA	Upstream_CTCF	17
chr10	76857809	76857959	id-12906	3.45e-05	-	AGCTTCATACATCTGCAGCTCAGCAGAGGGCAGGA	V_CTCF_BR	40
chr10	76859803	76859953	id-12907	1.21e-10	-	GCTGTGACACACCCATTGGCCACCAGGGGGCAGCC	V_CTCF_BR	40
chr10	76868505	76868655	id-12908	2.6e-10	-	GTGCAGTGACCAGGTATGGCCACCAGGGAGAGCAG	UpstreamP1_CTCF	40
chr10	76871127	76871277	id-12909	1.74e-08	-	GGCCGGGGACGGGGTTCTACCGGCAGGGGGCGGGG	V_CTCF_BR	32
chr10	76947756	76947906	id-12910	3.36e-07	+	CAACCTTTGCTGTTGGTTACCAGCAGAGGGTGCCA	V_CTCF_BR	39
chr10	76951588	76951738	id-12911	1	+	NA	NONE	33
chr10	76971182	76971332	id-12912	1	+	NA	NONE	10
chr10	76990437	76990587	id-12913	4.89e-09	-	GCTGACCTACTAGTGCTGGCCACCAGAGGGCGCTT	Upstream_CTCF	40
chr10	76994681	76994831	id-12914	1.38e-06	+	ATCTTGTGCTCCGCCTCGGCCTGCGGAGGGAGCGG	V_CTCF_BR	18
chr10	76995800	76995950	id-12915	1.12e-08	-	GGCGCAGTTCCCGGCGCGGCCACCAGATCGCGCCC	Upstream_CTCF	36
chr10	77000342	77000492	id-12916	1	+	NA	NONE	3
chr10	77035957	77036107	id-12917	3.24e-06	+	CCTGCAGCGGCTGCTGCGCGGCGCAGGGGGTGGTG	Upstream_CTCF	8
chr10	77044379	77044529	id-12918	1.71e-06	+	CTTCAAGCTGATGGTCTCACCACCAGGTGGATGTA	V_CTCF_BR	7
chr10	77054797	77054947	id-12919	2.96e-05	+	ACAGACAGGGCTGCGGCGGCCGGGAGGGGACGCGC	V_CTCF_BR	28
chr10	77054999	77055149	id-12920	4.11e-07	+	CTGCAGTCCCGCCCTCCTCCTCCTGGCGGGCGGCG	UpstreamP1_CTCF	26
chr10	77063309	77063459	id-12921	1	+	NA	NONE	3
chr10	77105608	77105758	id-12922	1.69e-05	-	CAGCAAGTGACGCTCTTGTGCTCCAGATGCCTGGA	UpstreamP1_CTCF	3
chr10	77107072	77107222	id-12923	1	+	NA	NONE	0
chr10	77110632	77110782	id-12924	1	+	NA	NONE	19
chr10	77116362	77116512	id-12925	3.05e-07	-	AAGGCAATGCAGCTATGGACCACCAGGGGCATGAG	Upstream_CTCF	27
chr10	77123309	77123459	id-12926	3.81e-05	+	GGTCGCTGTGTACTCCACAGCCCTAGGGGGCACTA	V_CTCF_BR	8
chr10	77143707	77143857	id-12927	5.65e-05	+	TTAGGAGACCTCAGAGGCTCCAGGAGGAGGTGCTC	V_CTCF_BR	13
chr10	77155174	77155324	id-12928	4.48e-07	-	CGGGCGGAGCGCCGCGTGTCCACCAGGCGGCGCTG	Upstream_CTCF	39
chr10	77159202	77159352	id-12929	5.96e-07	-	ACCCCACCAAGCCGGGCAGCCTGGTGGGGGCGCAG	V_CTCF_BR	10
chr10	77159719	77159869	id-12930	7.1e-07	+	CTGTCCTGGGCGTGAATGGCTGGCAGGTGGCGCTC	UpstreamP1_CTCF	40
chr10	77161145	77161295	id-12931	4.21e-05	+	GGGAGCAGCGGGGGGGAGGGCTCCGGGAGGCGCGG	V_CTCF_BR	4
chr10	77161943	77162093	id-12932	1	+	NA	NONE	34
chr10	77164541	77164691	id-12933	1.61e-05	+	CTCCACTCCGAGGGTCCGAGCGCATGGGGGCGCCT	UpstreamP1_CTCF	7
chr10	77165886	77166036	id-12934	1	+	NA	NONE	1
chr10	77167920	77168070	id-12935	1.24e-05	-	TGGCCCCGCAAGATCTCGGCTCCCAGAGGGAAGCA	V_CTCF_BR	6
chr10	77168532	77168682	id-12936	5.38e-05	+	GTCCCCGGACCCTGCTGGGAAACCAGGGGGCGTTT	V_CTCF_BR	4
chr10	77169115	77169265	id-12937	1.5e-05	+	TGTGCAGTCCCCGGCGGCGCCTGCAGCCGCGCAGG	Upstream_CTCF	11
chr10	77170491	77170641	id-12938	1	+	NA	NONE	2
chr10	77247396	77247546	id-12939	3.97e-05	+	GAGCTGTGACCACAACTCTCCACAAGCCAGTGCTG	UpstreamP1_CTCF	6
chr10	77252076	77252226	id-12940	8.79e-07	-	CTGCAGGCAGGCAATGACTCCACAAGGGGCAGATA	UpstreamP1_CTCF	7
chr10	77300466	77300616	id-12941	9.84e-06	-	ATGCCAGGCACTCTTCTGAACACTAGGGGCCCAAA	UpstreamP1_CTCF	30
chr10	77353489	77353639	id-12942	6.46e-07	+	GGCCAGCTCTCCCGCCTTGCCCCTTGGGGGCGCCA	V_CTCF_BR	28
chr10	77411373	77411523	id-12943	1.11e-05	+	CATGCTGCTGTTAACAGCACCTCCCGGTGGCCCAA	Upstream_CTCF	36
chr10	77474330	77474480	id-12944	1	+	NA	NONE	0
chr10	77477430	77477580	id-12945	4.14e-06	+	CATGTGTTCATCTTCAGAACCAGCAGAGGGTAGAG	V_CTCF_BR	16
chr10	77549184	77549334	id-12946	7.44e-05	-	CAATTAGCTTACACACCTACCCCTAGGGGCAGTGA	Upstream_CTCF	9
chr10	77605524	77605674	id-12947	1.55e-05	+	GCATCCTTTAATAAAAGAACCACATGGGGGCAGAG	V_CTCF_BR	15
chr10	77612973	77613123	id-12948	1.34e-06	+	GCTGCAGGCCTGCCCAATTCCCCTAGTGGCCAGTA	Upstream_CTCF	39
chr10	77669912	77670062	id-12949	5.34e-06	-	CACATAGGAATTACTTTGACCACCAGAGGGCTTTC	V_CTCF_BR	40
chr10	77682317	77682467	id-12950	1.21e-06	-	TGAGTTATGCCCACAGTGGGAAGTAGAGGGCAGTG	Upstream_CTCF	37
chr10	77686668	77686818	id-12951	4.7e-06	-	CCAGCTTTTAGGTTTGCTGCAGCCAGAGGGCAGCG	V_CTCF_BR	11
chr10	77772900	77773050	id-12952	1	+	NA	NONE	5
chr10	77786809	77786959	id-12953	5.65e-05	-	AAACACCATCCAAGGACAACCACCAGGAGGTGAAG	V_CTCF_BR	30
chr10	77793441	77793591	id-12954	1.37e-05	-	TCAGGACTGGGCCCGTTTACCACTAGGGGAGGTGA	Upstream_CTCF	33
chr10	77796197	77796347	id-12955	1.51e-08	-	CGGCATTACCCGGGACTTCCCACCAGAGGTCGCCC	UpstreamP1_CTCF	35
chr10	77800318	77800468	id-12956	1.64e-06	+	CACGCCATCCCCAACTCTTCCACCAGGAGGGGTGG	Upstream_CTCF	33
chr10	77811009	77811159	id-12957	4.31e-05	+	GAGTAATTGCCGGTTACTCTCTGTAGAGGGCCTTG	UpstreamP1_CTCF	3
chr10	77846837	77846987	id-12958	5.86e-07	-	TGTGTAATTCCTCTACCTGACACTGGGGTGCACTG	Upstream_CTCF	40
chr10	77863177	77863327	id-12959	3.88e-06	+	CAGAGCTGCCAAGGCATTTCCAGCAGGGGGTTCTG	V_CTCF_BR	35
chr10	78041327	78041477	id-12960	8.56e-05	-	GATCTACATGGAAATAAGGCCGGCAGAGGGCCCTT	UpstreamP1_CTCF	5
chr10	78061816	78061966	id-12961	3.24e-06	-	TGAGAAGTATGTTCCATGAGCACCTGAGGGCGCTC	Upstream_CTCF	33
chr10	78063610	78063760	id-12962	8.21e-06	-	TTGTCACACAGCTCAGTCGGCAGAAGGGGGTGCTG	V_CTCF_BR	40
chr10	78071601	78071751	id-12963	7.9e-07	-	CTGTTATGTGTAAGCAGAGCCAACAGGTGGCAGGG	UpstreamP1_CTCF	40
chr10	78075245	78075395	id-12964	4.68e-07	-	AAGTCTGGAGGGGGCCAAGGCAGCAGGGGGCGCTA	V_CTCF_BR	13
chr10	78136368	78136518	id-12965	1	+	NA	NONE	12
chr10	78157462	78157612	id-12966	1	+	NA	NONE	10
chr10	78182653	78182803	id-12967	5.37e-06	+	CTGTACAACTCAATCCTGCCCACAAGTGGGCAAAC	UpstreamP1_CTCF	21
chr10	78195075	78195225	id-12968	1.13e-05	+	CTGCTTAGATTCAGACAGGCCACTAGAGGCTGATG	UpstreamP1_CTCF	25
chr10	78307238	78307388	id-12969	2.17e-08	-	GCTGAAGTCGGGAGCATCACCACTAGAGGGCAGCA	Upstream_CTCF	40
chr10	78392551	78392701	id-12970	3.09e-07	-	GCCATGGCATCACCCAGGTCCAGGAGAGGGCAGTA	V_CTCF_BR	38
chr10	78432365	78432515	id-12971	3.22e-07	-	AGAGCAGGACCATCTTCCTCCTCAAGGAGGCACCC	Upstream_CTCF	12
chr10	78436152	78436302	id-12972	1.64e-05	+	CGGGCCAGGGAGGATTTAGCCGCCAGGGGCAGAGA	V_CTCF_BR	15
chr10	78457781	78457931	id-12973	2.1e-05	-	GTGGGAGGTTTGTATAACACCAACAGGGGGCCACA	Upstream_CTCF	27
chr10	78538947	78539097	id-12974	1.69e-05	-	CTGTGCTGCTTACAATTAGTCAATAGGGGGTGGAA	UpstreamP1_CTCF	25
chr10	78662827	78662977	id-12975	1	+	NA	NONE	35
chr10	78702469	78702619	id-12976	9.27e-07	-	CTTTAAGTACAGACAGAAGCCAGCAGGAGGAGGCA	UpstreamP1_CTCF	9
chr10	78730638	78730788	id-12977	1	+	NA	NONE	5
chr10	78744685	78744835	id-12978	6.53e-09	-	GGCCTGACATGCAGGTCCACCAGCAGGTGGCGCTG	V_CTCF_BR	40
chr10	78764811	78764961	id-12979	2.58e-07	-	GCTGCTCTTCCACATTGATCCACTAGATGTCCTCA	Upstream_CTCF	40
chr10	78767853	78768003	id-12980	1	+	NA	NONE	4
chr10	78797178	78797328	id-12981	1.59e-06	+	GTGACTATCCCAGTTAGAGCCTGTAGGGGGAGCAG	V_CTCF_BR	40
chr10	78842772	78842922	id-12982	1.15e-06	+	GAGGCAGTAAACCAAGCCACCGGTAGAGGGGGAAC	Upstream_CTCF	32
chr10	78871751	78871901	id-12983	9.38e-09	-	CTGCAATAACTATAGTAAGCCACAAGATGGCAGTG	UpstreamP1_CTCF	40
chr10	78916155	78916305	id-12984	1	+	NA	NONE	6
chr10	78925607	78925757	id-12985	1.5e-05	+	TGTCCATTCCTACTTTCCTTCACTAGGTGGCAGCA	Upstream_CTCF	40
chr10	78933747	78933897	id-12986	5.21e-08	+	CAGCAAATTGCAGGACCAGCCTCTAGGGGGCACCA	V_CTCF_BR	40
chr10	78945677	78945827	id-12987	5.92e-05	+	AGCGACAGACCTCCTCCCTCCAGGAGAGGGCCAGC	Upstream_CTCF	19
chr10	79003075	79003225	id-12988	1.93e-05	-	CAACAAGCCTGAGTTTATACCGCAAGAGGGCTGCA	V_CTCF_BR	27
chr10	79011149	79011299	id-12989	2.44e-07	+	GCAGCAACCTCGCTCCTTGCCAATAGGGGTCAGGG	Upstream_CTCF	40
chr10	79014642	79014792	id-12990	4.51e-05	+	AAAGCATTGTCCCACACAAGGGCTTGGGGGCAGCA	Upstream_CTCF	17
chr10	79056722	79056872	id-12991	5.93e-06	+	CTGGTTGTACCCAAGACATCCAACAGGGTGCAGAC	Upstream_CTCF	24
chr10	79074185	79074335	id-12992	2.6e-05	-	CTGCTCTTCTCCAAGCCATTCAGCAGGGGCGCAAT	UpstreamP1_CTCF	8
chr10	79092045	79092195	id-12993	1	+	NA	NONE	3
chr10	79110455	79110605	id-12994	1	+	NA	NONE	25
chr10	79137831	79137981	id-12995	1	+	NA	NONE	18
chr10	79151753	79151903	id-12996	5.51e-07	+	CATTTCATTTCCTGAAATGCCTCCAGGGGGCGCCA	V_CTCF_BR	40
chr10	79161372	79161522	id-12997	5.98e-05	-	CTTAAACACAAGAAAATGACCACTAGGTGGGCTGG	UpstreamP1_CTCF	5
chr10	79188632	79188782	id-12998	5.12e-06	+	GCGAGCTGCCCCAGCTTGGCCACTAGGGGTGGAAA	UpstreamP1_CTCF	40
chr10	79190383	79190533	id-12999	1	+	NA	NONE	10
chr10	79191187	79191337	id-13000	1.83e-05	+	CAGGAACAGCCAAGAGTCTCAGCCAGAGGGCAGAC	V_CTCF_BR	20
chr10	79216352	79216502	id-13001	2.81e-06	+	CCAGCTCTGCCTGCATCGAGCACTATGTGGCGCAT	Upstream_CTCF	23
chr10	79254325	79254475	id-13002	1.48e-06	+	TCATACGTGTGATTCTCAGACACCAGAGGGAGCAG	V_CTCF_BR	38
chr10	79261850	79262000	id-13003	1.1e-05	+	TGGGTTGCCATGAAACCTAACAGCTGGGGGCGCCT	V_CTCF_BR	18
chr10	79264858	79265008	id-13004	1	+	NA	NONE	27
chr10	79274470	79274620	id-13005	2.66e-05	+	GGCCCTGTACTTTCTCCTTGCACCTGTGGGCGCTC	V_CTCF_BR	3
chr10	79280181	79280331	id-13006	8.89e-06	+	AAAGGGCTTGGCACAGTGACCAGCAGGTAGCAGCA	Upstream_CTCF	12
chr10	79334313	79334463	id-13007	1	+	NA	NONE	34
chr10	79346898	79347048	id-13008	3.97e-05	+	CTGCCACACAGCCTTCCCACCACGTGAGGCCGTAG	UpstreamP1_CTCF	21
chr10	79347363	79347513	id-13009	1	+	NA	NONE	2
chr10	79362032	79362182	id-13010	3.45e-05	+	GCACATTTAGATGGAATGGCCACAAGGGGCAAATC	V_CTCF_BR	28
chr10	79365376	79365526	id-13011	3.73e-06	-	AAAGCTTTCCAGAAAGGGAGCAGGAGATGGCGCCC	Upstream_CTCF	30
chr10	79366597	79366747	id-13012	8.21e-06	-	AGGCCACTACCAAGGGCTGGCTGCAGAGGGTGCAA	V_CTCF_BR	20
chr10	79379825	79379975	id-13013	1.01e-05	+	CTGTCTGTTGCACCAGTGCCCAGGAGGGGCTGTCG	Upstream_CTCF	0
chr10	79385937	79386087	id-13014	2.72e-06	-	ATGATGTCTCTAGCTGAGCCCACAAGAGGGCTCAA	UpstreamP1_CTCF	15
chr10	79391480	79391630	id-13015	4.31e-07	+	GCTTTATCCCCCAGGCCAAACAGCAGGGGGCAGGC	V_CTCF_BR	12
chr10	79396537	79396687	id-13016	7.12e-06	+	ATGTGCTCCCTCTCGCCCACCGCCAGGAGCCGAGC	UpstreamP1_CTCF	26
chr10	79398365	79398515	id-13017	3.28e-05	-	CCAGTGTACCCCACCGCTCTCGGCTGGGGGCGCAG	V_CTCF_BR	9
chr10	79401682	79401832	id-13018	5.96e-07	-	TGTCATGTGCCAGGAAAATCCACCAGAGGGCGCTA	V_CTCF_BR	39
chr10	79403873	79404023	id-13019	9.27e-07	-	TTGCAAGTTTGTATCTTGGCAGGCAGGTGGCGCAA	UpstreamP1_CTCF	40
chr10	79420997	79421147	id-13020	1	+	NA	NONE	14
chr10	79431724	79431874	id-13021	2.04e-05	-	AAAGCTGACCCAGCACTGGCCTCCTGCGGCCAGAC	V_CTCF_BR	4
chr10	79437602	79437752	id-13022	6.21e-05	-	AATTTCCCTTAGTGAATGCCCACTAGATGGAGTGA	V_CTCF_BR	9
chr10	79445361	79445511	id-13023	8.19e-06	-	ATGCTTTGAAACGTTTTCACCAGCAGGCGGTCAGC	UpstreamP1_CTCF	13
chr10	79447517	79447667	id-13024	5.41e-07	-	TTGCAGGGTAGCCAGGTGGATGGCAGGGGGCAGGA	UpstreamP1_CTCF	10
chr10	79452531	79452681	id-13025	6.39e-05	-	TATGTGTTTCCAGACACCACCACCATCAGGCAGAA	Upstream_CTCF	21
chr10	79471284	79471434	id-13026	2.89e-07	-	GCGTCAGTCCCGCTCCCCGCCAGGCGGTGGCGCCA	Upstream_CTCF	40
chr10	79474966	79475116	id-13027	1.56e-06	+	TTGAATGTTCGTGACATCTCCACCAGGTGGCCCCC	UpstreamP1_CTCF	34
chr10	79479428	79479578	id-13028	7.12e-06	+	CTGCCATTGCTGGATGCTGCCACACGGTGTCGCTA	UpstreamP1_CTCF	40
chr10	79516336	79516486	id-13029	7.73e-06	-	GGTCGCTGCCTCCATTTCGGCTGTAGATGGCGCCT	V_CTCF_BR	40
chr10	79523901	79524051	id-13030	3.63e-05	+	GCCAGGCCTGGGAGAGCTGCCATCAGAGGCCGCTG	V_CTCF_BR	15
chr10	79577474	79577624	id-13031	1.67e-08	+	GGTGCAGTTACCCAGGCGGGCGCTGGAGGGCAGTG	Upstream_CTCF	1
chr10	79596881	79597031	id-13032	3.45e-05	+	CCACTGCACTCCAGCCTGGACAACAGAGGGAGACT	V_CTCF_BR	13
chr10	79597487	79597637	id-13033	7.73e-06	-	CCAGCACAGGAAGAAAGAGACTGCAGGTGGCGCTT	V_CTCF_BR	34
chr10	79603141	79603291	id-13034	2.27e-05	+	GGCCCTAGCCCTACCTCCTCAGGGAGAGGGCGCAC	V_CTCF_BR	4
chr10	79606510	79606660	id-13035	4.3e-08	+	CTGTCATTGCCTGAGTTCCCCACAAGGTGGCAGCC	UpstreamP1_CTCF	40
chr10	79608822	79608972	id-13036	8.21e-05	-	GAGGAAATGAGGCAGCCCTAGGGGAGGGGGCGCCA	V_CTCF_BR	2
chr10	79637615	79637765	id-13037	1	+	NA	NONE	17
chr10	79637833	79637983	id-13038	9.84e-05	+	AAGAGGCTGCCTCCCTCCCACACAGGATGGAGCGC	V_CTCF_BR	9
chr10	79649949	79650099	id-13039	2.01e-05	-	CTGATGGGCTCAAGAGCGCCCTCCAGCTGAAGACA	UpstreamP1_CTCF	34
chr10	79650410	79650560	id-13040	6.39e-05	+	TATGCTTTACACTTGGATGTCTCAAGGTAGCGCTG	Upstream_CTCF	7
chr10	79667725	79667875	id-13041	5.34e-06	+	CACCTACCTTTCACACAAGCCACAAGAGGGCGAGG	V_CTCF_BR	36
chr10	79671399	79671549	id-13042	1	+	NA	NONE	23
chr10	79674097	79674247	id-13043	1	+	NA	NONE	0
chr10	79685990	79686140	id-13044	9.41e-05	-	AGGAGCGGGACCACTTCCAGGACCTGCGGGCGGCG	V_CTCF_BR	25
chr10	79686888	79687038	id-13045	5.67e-06	+	GGAGGGGTCCCCGGCCCGCCCGCTAGGCGGGGACG	Upstream_CTCF	18
chr10	79694184	79694334	id-13046	1.03e-06	-	CTGACTTCCCTTTCTACTGCCTCCAGGTGGAGGAA	V_CTCF_BR	8
chr10	79699250	79699400	id-13047	1	+	NA	NONE	4
chr10	79725102	79725252	id-13048	1	+	NA	NONE	13
chr10	79731268	79731418	id-13049	4.34e-05	-	GCTGAGGTTCTAGGCATTCCAGCCAGGAGAAGGGG	Upstream_CTCF	8
chr10	79734272	79734422	id-13050	1.39e-05	-	AGATGCAGCTAATCCAGTCCCAGTAGGAGGCGCTG	V_CTCF_BR	39
chr10	79743811	79743961	id-13051	2.81e-05	+	TGTGGACGCCACAGGCTGGTCAATAGATGGCAGCT	V_CTCF_BR	14
chr10	79764101	79764251	id-13052	1	+	NA	NONE	15
chr10	79788330	79788480	id-13053	1.55e-05	+	GCCTCCCGAGTAGCTGGGACCACAAGGGCGCGCCA	V_CTCF_BR	24
chr10	79789333	79789483	id-13054	3.33e-08	-	GTGCGGCTTCCAGTAAGCGCCACCAGGTGACGGTG	UpstreamP1_CTCF	37
chr10	79789592	79789742	id-13055	2.6e-06	+	CTAAAATGAACCGGCCCATCCAACAGAGGGCACTA	V_CTCF_BR	27
chr10	79793934	79794084	id-13056	5.52e-05	+	CTGCAGTTCCTCATTGGGCTAGGTAGGCGGCTTGC	UpstreamP1_CTCF	17
chr10	79807148	79807298	id-13057	8.81e-07	+	TGATGCACTATGCAGACTCCCACAAGGGGGCACTG	V_CTCF_BR	40
chr10	79915620	79915770	id-13058	5.3e-05	-	GTGAGGTACCACTTCACACCCACTAGGAGGACTAT	UpstreamP1_CTCF	17
chr10	79925551	79925701	id-13059	4.31e-07	-	GAAAACGGAAACATCATTGCCAGAAGATGGCAGCG	V_CTCF_BR	30
chr10	79971341	79971491	id-13060	3.63e-06	+	GGGAGAGAATAGCCAGCCTTCAGCAGGTGGCACTG	V_CTCF_BR	40
chr10	79972093	79972243	id-13061	1	+	NA	NONE	4
chr10	79991846	79991996	id-13062	1.35e-05	+	CCTTATTTAGTCTTTCCAGCCACCAGGTGGGGCAC	UpstreamP1_CTCF	38
chr10	80018522	80018672	id-13063	1.82e-06	+	GTTCAGTTTCACAGGCTCACAGGTAGAGGGCAGTT	UpstreamP1_CTCF	20
chr10	80019937	80020087	id-13064	1.41e-06	+	GTGCCCTGGCCCAGACTTATCACTAGGGGTCTCTA	UpstreamP1_CTCF	18
chr10	80020284	80020434	id-13065	1	+	NA	NONE	2
chr10	80049970	80050120	id-13066	6.15e-05	-	TGAGTCATGCGCTGATTGACCATTAGGGGACTGAC	Upstream_CTCF	18
chr10	80062018	80062168	id-13067	1.17e-05	-	CTCAGGGACCATGCAAAGGCAGGCAGAGGGCAGTA	V_CTCF_BR	37
chr10	80062857	80063007	id-13068	1.47e-05	+	CGGCGGAAAGTGGAGCGGGGCTGTAGGTGTCAGCA	V_CTCF_BR	25
chr10	80063244	80063394	id-13069	2.47e-05	+	CCCGCGAGGACGCGGCTCCCCGCCAGGGGCAGTGC	Upstream_CTCF	40
chr10	80071347	80071497	id-13070	8.16e-07	-	GAGATGAGAATAGCTTTGGGCAGGAGGGGGCACCC	V_CTCF_BR	19
chr10	80072552	80072702	id-13071	1	+	NA	NONE	5
chr10	80095322	80095472	id-13072	5.08e-05	+	GCAGTGTTTAGGGCCTTTCCCACAAGGAGGCCAGC	Upstream_CTCF	8
chr10	80113376	80113526	id-13073	3.84e-06	+	AAGCTCTTTCCTTCTCTGGCCTCTGGGGGCCTCAG	UpstreamP1_CTCF	8
chr10	80122315	80122465	id-13074	1	+	NA	NONE	2
chr10	80140936	80141086	id-13075	1.22e-07	-	GCGGTCCTTACTCTCATGGCCAACAGGGGGCCGCG	Upstream_CTCF	38
chr10	80158274	80158424	id-13076	2.27e-06	+	TGCACCTGCCCTGGAGCCAGCAGCAGAGGGTGCTC	V_CTCF_BR	7
chr10	80168945	80169095	id-13077	1	+	NA	NONE	8
chr10	80179536	80179686	id-13078	1.01e-05	-	ACAGTCATTCCTCCAGTGTCCACTGGGGAACTGGG	Upstream_CTCF	13
chr10	80184611	80184761	id-13079	6.74e-08	+	GCTGCAGTATAATTGAGGTCCTGGAGAGGGAGCCA	Upstream_CTCF	39
chr10	80192461	80192611	id-13080	1	+	NA	NONE	20
chr10	80197981	80198131	id-13081	1.04e-07	-	CTCTCCTAAAGTCACACTGCCAGCAGGTGGCAGGG	V_CTCF_BR	34
chr10	80211330	80211480	id-13082	2.01e-05	+	CTGCTGCTCTGCAGGGCCCAGGGAAGGAGGCAGAG	UpstreamP1_CTCF	5
chr10	80231083	80231233	id-13083	6.8e-06	+	CTGCAGCATCAGTGAGCCCCCTGGGGGAGGAGATG	UpstreamP1_CTCF	5
chr10	80254726	80254876	id-13084	8.91e-07	-	TTTGCATTACAGGCCCCCGCCACCAGGGTTGGCTA	Upstream_CTCF	12
chr10	80270787	80270937	id-13085	8.21e-06	-	CTCGTTGCTGGGGTGATACCCACTAGGTGGAGATG	V_CTCF_BR	16
chr10	80280928	80281078	id-13086	1.21e-06	-	GGTGAACTGACTTTCCCAAGCACTAGGTGGCAGGG	Upstream_CTCF	39
chr10	80347878	80348028	id-13087	4.51e-05	+	CCTGAAGCATTTTTGGAGCCCAGAGGGAGCCAGGC	Upstream_CTCF	8
chr10	80358998	80359148	id-13088	1.64e-05	+	TCCTAAGTGATTCTTCATACCACCTGTGGGCAGCA	V_CTCF_BR	16
chr10	80362100	80362250	id-13089	3.45e-05	+	TCTTAGCACCTGCCTCAGGCCACAGGAGGGAGTCG	V_CTCF_BR	3
chr10	80365840	80365990	id-13090	8.71e-06	-	AAAAAAAATGGTTGGTCCACCTGTAGAGGGCACTT	V_CTCF_BR	28
chr10	80401143	80401293	id-13091	1	+	NA	NONE	3
chr10	80417437	80417587	id-13092	8.61e-08	-	TGAGCTCTCTGAACACCAGCCAGTAGGGGGAGCTC	V_CTCF_BR	40
chr10	80424797	80424947	id-13093	7.97e-09	+	GCTGCAATATCATACCTCACCAGTAGAGGCCACTT	Upstream_CTCF	40
chr10	80489236	80489386	id-13094	2.66e-05	-	AACATGTCAGTGGAGGTTGCCGCTGGGAGGCAGTG	V_CTCF_BR	1
chr10	80512669	80512819	id-13095	1.67e-07	-	GATAGATTCTCCCTAAGGGCCTCCAGAGGGAGCCC	V_CTCF_BR	21
chr10	80516566	80516716	id-13096	4.88e-05	-	GAAGTTTCCACATCATCAGCCTGGAGGAGGCTGAG	V_CTCF_BR	11
chr10	80532035	80532185	id-13097	6.19e-06	-	CTGTGCAGGCCTGAAATGGCCACTTGGGGCCAGGG	UpstreamP1_CTCF	7
chr10	80534715	80534865	id-13098	1.1e-05	-	AGAGGTCCTGCTATGAGAACCAGCAGGGGTCAGGT	V_CTCF_BR	26
chr10	80538646	80538796	id-13099	1	+	NA	NONE	5
chr10	80561933	80562083	id-13100	1	+	NA	NONE	3
chr10	80604856	80605006	id-13101	3.16e-06	+	CTGAAATGGCTGGCTTTCCCCACCAGGGCACCGCC	UpstreamP1_CTCF	22
chr10	80612718	80612868	id-13102	3.05e-07	+	TGAGAAATTCAAGACTGAGCCAGCAGGAGGCACTG	Upstream_CTCF	39
chr10	80623547	80623697	id-13103	3.65e-07	-	TGCAGGTCCTCTCCCTTGGCCTGCAGAGGGTGGGC	V_CTCF_BR	1
chr10	80629942	80630092	id-13104	7.44e-06	-	ACTTCCCGTCCACATGCTGCCTGCCGGGGGAGCAA	Upstream_CTCF	0
chr10	80674381	80674531	id-13105	3.63e-05	+	TGCTTCACGAAGGAACTCAAGTCCAGAGGGCAGCA	V_CTCF_BR	11
chr10	80679143	80679293	id-13106	4.73e-07	+	GAAGCACTTCGGCAAGAGGCCAGAAGTGGGCTCCA	Upstream_CTCF	3
chr10	80687026	80687176	id-13107	1	+	NA	NONE	4
chr10	80697587	80697737	id-13108	2.6e-06	+	ATGTGCTATGTCCCCATCCCCGGGAGAGGGCAGCA	V_CTCF_BR	28
chr10	80704937	80705087	id-13109	1	+	NA	NONE	18
chr10	80709914	80710064	id-13110	1.1e-05	-	TCTGTAGAGTAAGGAGGAGACTGTAGAGGGCTCCC	V_CTCF_BR	3
chr10	80712668	80712818	id-13111	3.88e-06	-	CCTGATGGTGGCCCGGCTGCCTCCAGCTGTCTCCA	V_CTCF_BR	18
chr10	80715514	80715664	id-13112	4.03e-06	-	TCGCAGTTTTGTGGGGATGCCGCCAGGGCTCAGCA	UpstreamP1_CTCF	3
chr10	80716274	80716424	id-13113	2.96e-05	-	CTGTAGCAGCCCATGCTGGGGAAGTGAGGGCGCTC	UpstreamP1_CTCF	1
chr10	80724362	80724512	id-13114	3.24e-06	-	CCTGAGCTTCTCCTTGCCCACTGCAGGAGGCACCA	Upstream_CTCF	14
chr10	80730997	80731147	id-13115	7.27e-06	+	CTGGAGAACATACACCCGGCCTGTAGGGGCCTCTG	V_CTCF_BR	28
chr10	80733730	80733880	id-13116	4.01e-05	-	CCCGATTGGGGGCGGGGAGCTGGGAGGAGGCAGCG	V_CTCF_BR	23
chr10	80734631	80734781	id-13117	1.41e-06	+	GCGCACCCTTGCACAGCGCCCACTAGGTGCAGGGG	UpstreamP1_CTCF	40
chr10	80741920	80742070	id-13118	1	+	NA	NONE	2
chr10	80761131	80761281	id-13119	1	+	NA	NONE	8
chr10	80809727	80809877	id-13120	3.63e-06	+	GACTCTCTGTGCAGCCCAGCCAGCAGGGGCAGACC	V_CTCF_BR	4
chr10	80812160	80812310	id-13121	6.39e-05	-	CCTTAATTACCCTTCTTCACCCATAGGTGGAATTT	Upstream_CTCF	39
chr10	80815987	80816137	id-13122	2.66e-05	-	AGGTGGCCAAAGTCCCCTCCCTGTAGGGGGTGACA	V_CTCF_BR	10
chr10	80826251	80826401	id-13123	3.63e-06	-	CTCTTCCACCCCCGCCCTCCCTGTAGGTGGCAGCT	V_CTCF_BR	40
chr10	80827022	80827172	id-13124	4.14e-06	-	GGGGCGCAGCCCCGGCCGGGCTGCGGGGGGAGCCT	V_CTCF_BR	37
chr10	80828195	80828345	id-13125	3.16e-05	+	AGTGTGATTTTGGCTTCCTCCCCAAGGTGGTCCCT	Upstream_CTCF	28
chr10	80828921	80829071	id-13126	4.5e-06	-	GCTGCGAGCGCCGCTGCCGCCGCTGGAGGACGCGC	Upstream_CTCF	30
chr10	80829292	80829442	id-13127	7.55e-07	-	AGCGAGGGCTGGAGGCGCGCCGGCAGGAGGCGGGC	V_CTCF_BR	20
chr10	80830876	80831026	id-13128	2.96e-05	-	ATCCTTCAGAAAACCCTTGGCACCAGGAGGCAGCT	V_CTCF_BR	18
chr10	80833116	80833266	id-13129	1.85e-05	-	GAGGTAATGAGTACCCTGTCCTGTGGGGGGCATGC	Upstream_CTCF	33
chr10	80838633	80838783	id-13130	1.16e-05	-	TCTTCAGTAGGTAAACCATCCGCTGGATGGAGCTG	Upstream_CTCF	0
chr10	80841158	80841308	id-13131	1	+	NA	NONE	12
chr10	80843318	80843468	id-13132	1.11e-05	+	ACTGAAGGGACAAGGGTGGCCACAAGGAGACCATC	Upstream_CTCF	15
chr10	80845246	80845396	id-13133	8.98e-06	+	GGGTGCCCGCCTCCCATGGCCACCAGGAGGGGAGA	UpstreamP1_CTCF	6
chr10	80858640	80858790	id-13134	1.31e-05	-	TACTCAAAGCCACTTCCAGCCTCCAGGGGCCAATG	V_CTCF_BR	6
chr10	80862350	80862500	id-13135	3.42e-05	-	GGTGCTAGGCCAGCACTGCTTCCCAGGTGGCGCCT	Upstream_CTCF	19
chr10	80865333	80865483	id-13136	1.48e-06	+	CCTGCAGGACCCGGAGCCTCCAGCAGGCAGGCAGC	Upstream_CTCF	25
chr10	80867292	80867442	id-13137	6.04e-07	+	GTGCACTGGGCACCACCGGGCGGTGGGAGGAGGGA	UpstreamP1_CTCF	0
chr10	80885786	80885936	id-13138	1.14e-06	-	TTGTGGTGGCGAACCTCTCACAGCAGGAGGCAGAA	UpstreamP1_CTCF	6
chr10	80886987	80887137	id-13139	2.55e-06	+	TTTGCAGAGCCTCCACTGACCTGCAGCGGCCTCTC	Upstream_CTCF	14
chr10	80887459	80887609	id-13140	4.11e-07	+	TTGCAGGAGCTGCTGGGGGCCAGCAGGAGAGGCCA	UpstreamP1_CTCF	8
chr10	80888236	80888386	id-13141	4.21e-05	+	AAGAGTGGAGCCCCTGGGGCCAGGAGGAGGCGTGT	V_CTCF_BR	0
chr10	80889266	80889416	id-13142	4.17e-05	+	TCTTCCCTCCCCTCTGCCAGCAGGAGGGGCATGAC	Upstream_CTCF	28
chr10	80902790	80902940	id-13143	5.01e-09	-	TACCCAGCCCGGGGCCTGGCCTGGAGGGGGCACTG	V_CTCF_BR	26
chr10	80906750	80906900	id-13144	9.78e-07	+	AAGCAGTTCAGGCCAGCTGCAGCCAGGAGGCCGTG	UpstreamP1_CTCF	19
chr10	80911677	80911827	id-13145	6.05e-06	+	GGCCCCCTGGGCTGCTCCACCAGGTGATGGTGCTC	V_CTCF_BR	25
chr10	80913627	80913777	id-13146	2.18e-07	+	GCCTGTTTGGGAAGCGTGACCGCCAGGGGGCTGGC	V_CTCF_BR	6
chr10	80915462	80915612	id-13147	4.65e-05	-	GCTTTGGGCTGAAGAGAGAGCTGCAGAGGGCATCA	V_CTCF_BR	32
chr10	80919204	80919354	id-13148	1	+	NA	NONE	6
chr10	80919789	80919939	id-13149	1	+	NA	NONE	3
chr10	80920742	80920892	id-13150	1.31e-05	+	TGCCCTCAGGGCTCTGTGGGCAGTAGGGGGCGTGT	V_CTCF_BR	12
chr10	80935470	80935620	id-13151	1.24e-05	-	GGAATGCCGGGGCTGCCTGCAAGGAGTGGGCTCCA	V_CTCF_BR	7
chr10	80938614	80938764	id-13152	5.41e-06	-	AGAGCAGAGCAGCGCTGAGCCAGGCGGGGGCAGGG	Upstream_CTCF	17
chr10	80939494	80939644	id-13153	4.68e-07	+	GGCAACAGCCATCTCAGGCCCACAAGGGGGCAGAG	V_CTCF_BR	29
chr10	80946647	80946797	id-13154	1	+	NA	NONE	11
chr10	80955302	80955452	id-13155	5.72e-09	-	GGTGACACGCACCTGGTGGCCAGCAGAGGTCGCCC	V_CTCF_BR	40
chr10	80956723	80956873	id-13156	1.04e-11	-	CCACCGGTGGCCCAGGCAGCCAGCAGGGGGCGCTG	V_CTCF_BR	40
chr10	80959956	80960106	id-13157	2.04e-05	+	GGCAGGAGGGCAAATCGAACTGGCAGCGGGCAGTC	V_CTCF_BR	18
chr10	80962382	80962532	id-13158	3.65e-07	-	GGCACGTCACTCCTGGCCACCGCTTGGGGGCGCCC	V_CTCF_BR	40
chr10	80963724	80963874	id-13159	1	+	NA	NONE	10
chr10	80981028	80981178	id-13160	2.58e-05	+	CAGGCAGTCACTGCAGCAGCCGCCAGGCAGGCGGC	Upstream_CTCF	16
chr10	80994546	80994696	id-13161	1	+	NA	NONE	11
chr10	81002486	81002636	id-13162	3.03e-05	-	CGAGCAGCACTCCAGCCTCCGGGCGGGGGCGGCGA	Upstream_CTCF	7
chr10	81005908	81006058	id-13163	1.28e-06	+	TTGGCCAGCACTCTGTCATCCAGCAGAGGTCAGCC	V_CTCF_BR	1
chr10	81006439	81006589	id-13164	3.36e-05	+	CAGCTGCCTCACGAGGGAGCCTGCAAAGGGAAAAA	UpstreamP1_CTCF	7
chr10	81023777	81023927	id-13165	1.02e-07	-	CTGCACTCCAGCTCTCATTCCAGCAGGAGCCACCC	UpstreamP1_CTCF	7
chr10	81026640	81026790	id-13166	6.8e-06	-	CAGCCCCATTCCACTGTGTCCAGAAGGAGGTGGGA	UpstreamP1_CTCF	9
chr10	81027365	81027515	id-13167	4.7e-06	-	AGTAATATGCTGTCTCCTGCCTCCAGGAGGCAGAG	V_CTCF_BR	35
chr10	81030771	81030921	id-13168	9.66e-05	+	CATTCTACCCCTAGGCGGCTCAGAAGGAGGCAGGG	Upstream_CTCF	9
chr10	81034508	81034658	id-13169	8.59e-05	+	TCCCTTTATGGAAACCACTCCACTAGGGGCAGGAG	V_CTCF_BR	16
chr10	81052872	81053022	id-13170	8.08e-08	+	GCTGCATCTCTCCTGTGCGGCTGCAGAGGGCAGCA	Upstream_CTCF	40
chr10	81058799	81058949	id-13171	3.36e-05	-	TTGCTGACCGCCAGGTTGTGCTCCAGGCGGAAGGG	UpstreamP1_CTCF	2
chr10	81076572	81076722	id-13172	1	+	NA	NONE	31
chr10	81077094	81077244	id-13173	3.97e-07	+	GGGAGGCTGCAGGGTGCTGCCTGTAGGGGGCTGGG	V_CTCF_BR	21
chr10	81107055	81107205	id-13174	7.97e-09	+	GCTGCGCTGCCCGCTGCGGCCGGCAGGGGTAGTCC	Upstream_CTCF	40
chr10	81127667	81127817	id-13175	1	+	NA	NONE	6
chr10	81134435	81134585	id-13176	1.04e-12	+	TTGCAGTTTTCAGCTTCGGCCACCAGAGGGCAGCA	UpstreamP1_CTCF	40
chr10	81142242	81142392	id-13177	1.97e-06	+	ACAGACACGGACGGGGTCACCGCATGGGGGCGGAG	V_CTCF_BR	3
chr10	81145834	81145984	id-13178	3.09e-07	+	GACTCCCTGCTTTCCCTGGCCTGTGGGGGGCAGCA	V_CTCF_BR	24
chr10	81150454	81150604	id-13179	8.21e-06	+	CTTCTTGAGGGGACCGGAGTCGGTAGGGGGAGCTG	V_CTCF_BR	19
chr10	81160339	81160489	id-13180	3.36e-07	+	GCCTGCAGGCCCCTCCTGCCCCCTAGGGGGCGCAC	V_CTCF_BR	40
chr10	81198277	81198427	id-13181	2.2e-07	+	CAGCAACCCTTCACCCAGGACTCCAGAGGGCACCA	UpstreamP1_CTCF	39
chr10	81227266	81227416	id-13182	3.81e-05	-	GCAACAGAGTCTGTGATCCCCCATAGGGGGCGCTG	V_CTCF_BR	40
chr10	81228040	81228190	id-13183	1	+	NA	NONE	15
chr10	81247459	81247609	id-13184	5.05e-10	-	CTGCAGTATCTCACTTCAGACACCAGGGGGAAGGC	UpstreamP1_CTCF	40
chr10	81251067	81251217	id-13185	1.72e-06	-	GTGGCAGGTCTTTTCCAGGCCACATGGTGGCGTGA	Upstream_CTCF	23
chr10	81262315	81262465	id-13186	3.88e-07	-	CTGCATTTCCCATCCTGGCCAGCTAGGTGGCCGTC	UpstreamP1_CTCF	40
chr10	81283365	81283515	id-13187	3.56e-06	-	CCTTGGGGCCTAAGAGGGACCACCAGGGGGCCACC	Upstream_CTCF	4
chr10	81296986	81297136	id-13188	2.47e-07	+	CTGCTAACCTAGAAAATGACCGGCAGATGGCAGCA	UpstreamP1_CTCF	40
chr10	81321990	81322140	id-13189	3.8e-08	+	GAGTGAGGCTTGCCACCGACCGCCAGGGGGAACCA	V_CTCF_BR	40
chr10	81368644	81368794	id-13190	1.74e-08	-	TCGTGAGGCCTACCACTGACCACCAGGGGGTGCCG	V_CTCF_BR	40
chr10	81444979	81445129	id-13191	6.39e-08	+	CGCAGCTGCGGCTCATCTGCCACTAGGTGGAAGCC	V_CTCF_BR	27
chr10	81453724	81453874	id-13192	5.96e-07	-	TGCACATGGGGCCACAAGCCCAGCAGAGGGAGCCA	V_CTCF_BR	15
chr10	81518466	81518616	id-13193	1.03e-06	+	AGCGGGCCCTGGGTGCTGGCCAATAGGTGGTGCTG	V_CTCF_BR	36
chr10	81539213	81539363	id-13194	5.96e-07	+	AGTCCGCGGCACACAAAGACCTCTAGGGGGCAGTG	V_CTCF_BR	40
chr10	81674487	81674637	id-13195	1	+	NA	NONE	32
chr10	81687991	81688141	id-13196	1	+	NA	NONE	4
chr10	81689273	81689423	id-13197	3.33e-09	-	GGCCTTGTCTTGGAGGCAACCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr10	81741464	81741614	id-13198	3.31e-06	+	CTGCGGTAGCAGCCACAGCCCCAGAGGAGGCGGTG	UpstreamP1_CTCF	30
chr10	81789099	81789249	id-13199	1.34e-06	-	CAGTCATGCCTTCCTCTTTCCAGGAGAGGGCAGCT	UpstreamP1_CTCF	30
chr10	81804856	81805006	id-13200	8.71e-06	-	CAGTCATGCATTCCTCTTCCCAGGAGAGGGCAGAT	V_CTCF_BR	21
chr10	81806743	81806893	id-13201	2.58e-07	-	GCTTCAGGCTGCATCCCTCCCACTAGGGGGCGCCT	Upstream_CTCF	40
chr10	81818687	81818837	id-13202	1.18e-05	+	TCTCAGTAACCTTGAAATCACACTAGGTGGCGACC	UpstreamP1_CTCF	40
chr10	81890121	81890271	id-13203	5.08e-07	-	TAGTCTAGGTAGGAATTGGGCTGCAGGGGGCGCCA	V_CTCF_BR	37
chr10	81903582	81903732	id-13204	4.3e-08	+	CTGTCATTTGGCAGAGATACCACCAGGGGGCGGAA	UpstreamP1_CTCF	39
chr10	81921486	81921636	id-13205	9.81e-06	+	GACAGTGTCTTTTAAATTCCCACCAGGGGGCTCTT	V_CTCF_BR	38
chr10	81925037	81925187	id-13206	1.48e-05	+	AGGGAGCTGCCTGCCCCTGCCTGCAGGGTGCACAC	UpstreamP1_CTCF	31
chr10	81928951	81929101	id-13207	4.23e-08	+	AGAGGGGGGCTGCCCAAAGCCGCCAGGGGGCACTG	V_CTCF_BR	38
chr10	81948489	81948639	id-13208	1	+	NA	NONE	1
chr10	81959731	81959881	id-13209	2.01e-05	-	TTTGCAATTCCTGCCCCTTCCTGTAGGTCCAAGAA	Upstream_CTCF	30
chr10	81963266	81963416	id-13210	3.88e-06	-	GGGGGCTGTTTCTGACTTACCTCTTGGTGGCAGCA	V_CTCF_BR	38
chr10	81967018	81967168	id-13211	1.15e-06	+	GCTCCAACACCCCCTACCCCCACCAGCAGGCGCGG	Upstream_CTCF	19
chr10	81967394	81967544	id-13212	1	+	NA	NONE	28
chr10	81982526	81982676	id-13213	2.38e-07	-	CTGCTAACGTAGAAAATGACCGGCAGGTGGCAGCA	V_CTCF_BR	40
chr10	82016702	82016852	id-13214	4.11e-07	+	CTGCATTTCCCATCCTGGCCAGCTAGGTGGCTGTC	UpstreamP1_CTCF	38
chr10	82020510	82020660	id-13215	3.13e-10	-	GCTGCAGTTTTTAATTCAGCCAGTAGAGGGCAGAG	Upstream_CTCF	40
chr10	82021527	82021677	id-13216	1.84e-06	+	GCTCTGGCCAGGACCCTTACAGCCAGGGGGCAGCA	V_CTCF_BR	20
chr10	82049359	82049509	id-13217	1	+	NA	NONE	21
chr10	82132556	82132706	id-13218	3.97e-07	+	GCTGGGCCAAGGGCAGACACCAGGAGGTGGCACTG	V_CTCF_BR	1
chr10	82138051	82138201	id-13219	3.86e-05	+	CCTCGACCATCCGCCCTCACCGCTAGGGAGCAGTA	Upstream_CTCF	40
chr10	82142909	82143059	id-13220	6.21e-06	+	GCTGGTTTTCCTCCCACAGCCATGTGGTGGCACCA	Upstream_CTCF	40
chr10	82189551	82189701	id-13221	1	+	NA	NONE	8
chr10	82203484	82203634	id-13222	2.38e-07	-	AGGCCCTTAGGAGAACTGGCCAGCAGAGGTCAGGA	V_CTCF_BR	39
chr10	82204544	82204694	id-13223	6.27e-08	+	TTGGAGTTTCCTCAGACTGCCTCTAGGTGGCAGTG	UpstreamP1_CTCF	40
chr10	82209407	82209557	id-13224	2.81e-05	-	CAGGTCAGGGTGAGATTGAACAGAAGAGGGAGTTG	V_CTCF_BR	2
chr10	82213212	82213362	id-13225	1	+	NA	NONE	18
chr10	82217795	82217945	id-13226	2.6e-06	+	ATCCGCTACCTGGATGTGGCCTGTAGGGGCAGCCA	V_CTCF_BR	27
chr10	82218843	82218993	id-13227	1	+	NA	NONE	32
chr10	82220635	82220785	id-13228	1	+	NA	NONE	11
chr10	82232542	82232692	id-13229	1	+	NA	NONE	16
chr10	82253608	82253758	id-13230	1	+	NA	NONE	6
chr10	82258695	82258845	id-13231	1.55e-05	-	GCAAGATCAAGGCGAATCACCAGCAGCAGGCGATG	V_CTCF_BR	24
chr10	82260424	82260574	id-13232	4.48e-07	-	CTTGCTGTTCTTCTCAAGGCCCCCAGGGAAAGCCC	Upstream_CTCF	11
chr10	82265428	82265578	id-13233	4.66e-08	-	GCTGCAGTCCCAGGGGAAGCCACACGGTGGTGCTG	Upstream_CTCF	40
chr10	82271275	82271425	id-13234	6.21e-06	+	TATGTTGTGCCTGGCAGTGGGGCCAGAGGGCTCCA	Upstream_CTCF	35
chr10	82290133	82290283	id-13235	6.49e-06	-	CTCCTCTGTGCCAGGGTAACCACTGGGGGTAACCA	UpstreamP1_CTCF	40
chr10	82295709	82295859	id-13236	1.46e-07	+	CGAGTGCCTCCCCGTGCGGCCGCCAGGGAGCGCCC	Upstream_CTCF	32
chr10	82296089	82296239	id-13237	4.23e-08	-	GGCCGCCAGATACCTACGACCACAAGAGGGCACGG	V_CTCF_BR	8
chr10	82327119	82327269	id-13238	2.33e-07	-	ATGCAGTGACTGGCTGGGACCTGAAGGTGTCCCCT	UpstreamP1_CTCF	26
chr10	82343549	82343699	id-13239	9.71e-06	-	CTTGCGTTGATTGTGTTGGCCACTTGGGGGTACTT	Upstream_CTCF	16
chr10	82356529	82356679	id-13240	1.12e-08	+	CCTGCAATGCTTCCTCCTGCCGCTTGGGGGAGATG	Upstream_CTCF	40
chr10	82359277	82359427	id-13241	1.91e-09	+	CTGCAGTGGCTCCTGGAGGCCACAGGGGGTCACTG	UpstreamP1_CTCF	40
chr10	82375093	82375243	id-13242	5.92e-05	-	TTTTCTGTCCCAGTTTCCATCCCTGGATGGCAGTA	Upstream_CTCF	8
chr10	82422512	82422662	id-13243	9.58e-10	+	ACTGTGATATTCCGTTTGGCCAGCAGGGGGCACCC	Upstream_CTCF	40
chr10	82423952	82424102	id-13244	9.49e-08	+	CACTGCTGAAGGATTTCTGCCTGCAGGGGGCAGTG	V_CTCF_BR	40
chr10	82446638	82446788	id-13245	2.37e-05	-	TTTTCTGGGATCCCTTTGGCCAAGAGAGGGGGCTG	Upstream_CTCF	5
chr10	82454775	82454925	id-13246	9.51e-07	-	GCAGGTGTAGACAATCATCCCAGCAGAGGGCACCC	V_CTCF_BR	12
chr10	82459376	82459526	id-13247	1.22e-08	+	GAGGAGACTTTCGGTCTGTCCAGCAGGTGGCGCCG	V_CTCF_BR	40
chr10	82490447	82490597	id-13248	1	+	NA	NONE	0
chr10	82499204	82499354	id-13249	2.84e-05	+	GTTTTGTGCTGCCGTCTGTCGACTAGGAGCAGGAA	UpstreamP1_CTCF	2
chr10	82548575	82548725	id-13250	4.21e-05	+	TACCCTTTATTATTTTGTGCCAGAAGAGGGCATCT	V_CTCF_BR	1
chr10	82589411	82589561	id-13251	5.26e-07	+	TCAGCAGAAACCCTACAGGCCAGGAGAGGGCATGA	Upstream_CTCF	1
chr10	82615245	82615395	id-13252	3.36e-07	+	CAGATTCCCTGGCAGATGAACAGCAGATGGCAGCA	V_CTCF_BR	25
chr10	82621759	82621909	id-13253	3.24e-06	-	TGTGCCTTATCTGGTCTGCACAGCAGAGGGTATCA	Upstream_CTCF	7
chr10	82651141	82651291	id-13254	1	+	NA	NONE	1
chr10	82684209	82684359	id-13255	8.81e-07	-	ATCAAGGAAAAAGATATGACCACGAGGTGGCAGTA	V_CTCF_BR	39
chr10	82689293	82689443	id-13256	9.41e-05	-	ACAAGAAGTTAGCAGTCTACCAGAAGAGGGCCCTC	V_CTCF_BR	1
chr10	82705129	82705279	id-13257	8.46e-07	-	TAGGCTCTGCCAGAAGAGGACAGTAGAGGGAAGCT	Upstream_CTCF	28
chr10	82779003	82779153	id-13258	6.67e-08	-	CAGCAACTCTTGCCTCTGCCCACTAGATGTCAGTA	UpstreamP1_CTCF	39
chr10	82779386	82779536	id-13259	3.63e-08	+	AGTGCAGTTTCCAGAAACAGCAGTGGGTGGCAGAA	Upstream_CTCF	23
chr10	82841754	82841904	id-13260	4.03e-06	+	TTGATGTTTGGGCTGCAATCCAGTAGATGGAGCTG	UpstreamP1_CTCF	18
chr10	82867687	82867837	id-13261	8.98e-06	+	CAGCTTTCCTTTTCTATTGCCGCTAGGTGGCCTGA	UpstreamP1_CTCF	4
chr10	82876871	82877021	id-13262	1.47e-05	+	TGTAAAGTTATTGAAGTGTCCACAAGATGGCAGAT	V_CTCF_BR	16
chr10	82939695	82939845	id-13263	2.97e-06	-	CAGAAAAGCTTAACCCTGCCCTCTAGATGGCAGTA	V_CTCF_BR	30
chr10	83107873	83108023	id-13264	4.17e-05	-	AATGATCCCTTCTAAAAGGCCACTAGATGGCTTTA	Upstream_CTCF	8
chr10	83173923	83174073	id-13265	1.1e-06	+	GATCTTCCTGCTGAATTGGCCAGGAGGAGGCAGCA	V_CTCF_BR	13
chr10	83239199	83239349	id-13266	3.09e-05	+	CTGTATGTACCAGGTTTGCCCACTAGGAGAGTGGT	UpstreamP1_CTCF	8
chr10	83535656	83535806	id-13267	6.8e-06	+	GCATTACTTTTTCAGGTAGCCACTAGGGGTTAGGA	Upstream_CTCF	2
chr10	83580307	83580457	id-13268	3.4e-06	-	AAACATCTGCATACACCAACCTCTAGAGGGAACTC	V_CTCF_BR	21
chr10	83598844	83598994	id-13269	3.18e-06	-	CCCTCCCAGTTTCCAGCTGCCACTAGATGTCTCTC	V_CTCF_BR	20
chr10	83602919	83603069	id-13270	2.66e-05	+	CCTCACAGAATTGAGTTGCCCTATAGAGGGAGCCA	V_CTCF_BR	15
chr10	83680100	83680250	id-13271	1.85e-05	+	CCCCTAATCTTAGCCCCCACCACTAGGGGGCCTCC	Upstream_CTCF	32
chr10	83800934	83801084	id-13272	4.43e-05	+	TCCCTTACTGGAATTCTTGCCACAAGAGGGATACT	V_CTCF_BR	9
chr10	83844781	83844931	id-13273	4.01e-05	-	TCAGAGCTGAGAGTTTTGGCCACTAGAGGCCCCTT	Upstream_CTCF	10
chr10	83849189	83849339	id-13274	4.88e-05	+	GCCAGAGAGGAGAAAGCAGCCAGGGGGTGGAGTGG	V_CTCF_BR	4
chr10	83909988	83910138	id-13275	1.47e-05	+	TTGCAAACATGTCAGTGTACCTGGTGGGGGCGCTC	V_CTCF_BR	24
chr10	83981641	83981791	id-13276	1	+	NA	NONE	11
chr10	84016098	84016248	id-13277	1	+	NA	NONE	3
chr10	84090586	84090736	id-13278	7.73e-05	-	GTAGAAAACACAGACTAGACCACTAGATGGCCAGA	Upstream_CTCF	14
chr10	84137578	84137728	id-13279	2.6e-07	-	GTTTTTACTGTAGCATTTGCCACAAGGTGGCACCA	V_CTCF_BR	30
chr10	84450066	84450216	id-13280	8.59e-05	-	TTGATAAAGCTTAGCAGGAGCTGAAGGGGGCAATC	V_CTCF_BR	1
chr10	84531185	84531335	id-13281	6.21e-05	-	ACTTCTGAAGATCAGCCAGACTGCTGGGGGCATCA	V_CTCF_BR	3
chr10	84556368	84556518	id-13282	5.65e-05	+	TTATTATTTTGCAAAAATGACAGGAGAGGGAGCCC	V_CTCF_BR	37
chr10	84571496	84571646	id-13283	1.59e-06	+	AGCTGCATTCACCAGCAGTCCTCCAGGGGGCAGGC	V_CTCF_BR	39
chr10	84694298	84694448	id-13284	1	+	NA	NONE	30
chr10	84713788	84713938	id-13285	9.4e-06	-	GTGTGATTACCACTCTCGTGCTCCAGGGGAGGCTC	UpstreamP1_CTCF	14
chr10	84729285	84729435	id-13286	1	+	NA	NONE	30
chr10	84797532	84797682	id-13287	1	+	NA	NONE	10
chr10	84810691	84810841	id-13288	1.06e-05	-	CATGCACTGTACTCTATTCCCTTTAGAGGTCACTG	Upstream_CTCF	9
chr10	84926210	84926360	id-13289	5.74e-05	-	ATGTTGTGGCAGCAGTCGACCAGAAGGGACGCCGT	UpstreamP1_CTCF	19
chr10	84972511	84972661	id-13290	3.65e-07	+	ATTGCCCACCACTGCCTAACCAGCAGAGGGAGGCT	V_CTCF_BR	7
chr10	85032903	85033053	id-13291	3.24e-06	-	GTAGCTGTGTTCTCTGCCTCCTCCAGGTGTCCCTA	Upstream_CTCF	16
chr10	85070531	85070681	id-13292	1.13e-05	-	CTGCCATTTCAATAAGTCACCACTTGGTGTTGGTT	UpstreamP1_CTCF	6
chr10	85133581	85133731	id-13293	1.26e-07	-	GGATGGGACACTGGGTTGACCAGCAGAGGGCAGGT	V_CTCF_BR	31
chr10	85185196	85185346	id-13294	1.37e-05	-	TCAGCTGGTCCTGTGGCCCCACCCAGAGGCCGACC	Upstream_CTCF	7
chr10	85322252	85322402	id-13295	3.65e-07	+	CTCAGATGGAGTTATGTGACCAGTAGGGGGCTGTG	V_CTCF_BR	15
chr10	85437680	85437830	id-13296	3.24e-06	+	TGTGCACTGCAGAACCTGGACACCAGAGAAAGTGC	Upstream_CTCF	9
chr10	85561860	85562010	id-13297	8.98e-06	+	GGTCACTGCCTCCTTTTTGTCAGTAGATGGAGCCT	UpstreamP1_CTCF	19
chr10	85631355	85631505	id-13298	4.31e-09	-	CTGCAGTGTGAAGCTTCTTCCAGCAGATGTCGCTG	UpstreamP1_CTCF	40
chr10	85677346	85677496	id-13299	1	+	NA	NONE	30
chr10	85721503	85721653	id-13300	4.43e-05	-	TGCAGGATCTGATTTTTAACCAGTGGATGTCACTG	V_CTCF_BR	9
chr10	85725386	85725536	id-13301	8.21e-05	-	AGCCTCATTCCCTCAGCTTACTGCTGGTGGAGCTA	V_CTCF_BR	8
chr10	85738884	85739034	id-13302	2.77e-07	-	CAGCATTCCTGGCCTTTTCCCACTAGATGTCAGCA	UpstreamP1_CTCF	11
chr10	85752277	85752427	id-13303	3e-06	-	GATCACTTTGCACAAGACCCCAGCAGGTGGTGCTA	UpstreamP1_CTCF	34
chr10	85768662	85768812	id-13304	6.51e-11	-	GGGCCGACAGCCTCAGGGGCCACCAGGTGGCGCTG	V_CTCF_BR	39
chr10	85786667	85786817	id-13305	1.09e-07	-	GGTGCAATCTTATGCTCTGCCAATAGAGGGCATGA	Upstream_CTCF	39
chr10	85787293	85787443	id-13306	1	+	NA	NONE	0
chr10	85814638	85814788	id-13307	1	+	NA	NONE	25
chr10	85819405	85819555	id-13308	4.14e-06	+	GGCAAAATGCTAGATTTTGTCAGTAGAGGGCACTG	V_CTCF_BR	26
chr10	85836403	85836553	id-13309	3.63e-05	+	TGCCAGACCCCTGCTAACTCCACTAGGGGCAGCAC	V_CTCF_BR	38
chr10	85857667	85857817	id-13310	1	+	NA	NONE	40
chr10	85873965	85874115	id-13311	5.41e-06	-	TGTGTAATTTTTCCTAAAGCCTGTAGCTGTCGCTG	Upstream_CTCF	34
chr10	85885786	85885936	id-13312	4.23e-08	+	TTTCTCACCCCTGAGGCCGCCACAAGGGGGCAGGG	V_CTCF_BR	16
chr10	85899229	85899379	id-13313	1.63e-05	+	ACTGTGCTCTTTGAGGCCGACGCTAGGGGCCCGGA	Upstream_CTCF	40
chr10	85907880	85908030	id-13314	1.09e-07	+	CTGCAAAACCTCATATATGGCAGTAGGGGGCACTC	UpstreamP1_CTCF	40
chr10	85920546	85920696	id-13315	2.97e-06	+	TCTTCTTATGCAGATGAAGCCTCCAGGTGGCAGGC	V_CTCF_BR	14
chr10	85961177	85961327	id-13316	8.52e-08	-	TAGCTCTGGCCTGGAGGGTCCAGCAGATGGCAATG	UpstreamP1_CTCF	9
chr10	85962153	85962303	id-13317	4.73e-07	-	CCTGTAAGCCAGGCTGTGACCAGCAGGGGCTTGCC	Upstream_CTCF	9
chr10	85963979	85964129	id-13318	1.38e-06	-	AGCCCCTGCTTCTTTCTCACCAGTAGGGGTCAGTA	V_CTCF_BR	40
chr10	85965463	85965613	id-13319	2.17e-08	-	CCTGAAGTTCTGCACAGGACCACAGGGAGGCGCAG	Upstream_CTCF	40
chr10	85973890	85974040	id-13320	5.51e-07	-	TGTTAGACTTCTTGTTGCGCCAGAAGGTGGCGGTG	V_CTCF_BR	6
chr10	85974452	85974602	id-13321	2.6e-07	-	AGCGCAACTTCTTGTTGCGCCAGAAGGTGGCGGTA	V_CTCF_BR	40
chr10	85982294	85982444	id-13322	1	+	NA	NONE	7
chr10	85997097	85997247	id-13323	1.15e-07	+	CCTGCAGGTCCAGCAGCCGCAGCTTGGGGGCGTCC	Upstream_CTCF	27
chr10	86016909	86017059	id-13324	6.34e-08	-	GCTGGGGTGCCGCCTGGGGCCATGAGGGGGCGCAA	Upstream_CTCF	39
chr10	86024452	86024602	id-13325	1.21e-09	+	GCGCAGTGCTCAGCAGGTACCACAAGGTGGCAGTG	UpstreamP1_CTCF	40
chr10	86027404	86027554	id-13326	1.71e-06	+	CCATGCCAGGCCTAAGATGCCACTGGGTGGCGCTC	V_CTCF_BR	39
chr10	86088635	86088785	id-13327	8.13e-06	+	GTCGCCCTCCCGTACCCGGCCTCCAGGGTGAGCCT	Upstream_CTCF	13
chr10	86101341	86101491	id-13328	1.97e-06	+	GTAGGATAAGGTCTCAGTCCCACAAGATGGCGCCA	V_CTCF_BR	23
chr10	86112114	86112264	id-13329	1.61e-05	+	ACATAGTTCATGGCACTGGCCATTAGGTGGCAGTG	UpstreamP1_CTCF	40
chr10	86134788	86134938	id-13330	6.27e-08	+	GTGCAAATGAAAAAGGTGTCCAGCAGATGGCAGCA	UpstreamP1_CTCF	40
chr10	86189789	86189939	id-13331	4.11e-08	+	CTAGTAAGTCTCCCAGCCTCCACCAGGGGGCTCTG	Upstream_CTCF	40
chr10	86282784	86282934	id-13332	4.17e-05	-	TTAGCTCATCCCAGCCTGGGAGGCAGGAGGCAGCA	Upstream_CTCF	15
chr10	86294045	86294195	id-13333	3.88e-06	-	TGGCCCTCTTCTTACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	38
chr10	86297291	86297441	id-13334	5.08e-07	-	AGGAAGGTTTCAGATTTTACCACTAGATGGCAGCA	V_CTCF_BR	40
chr10	86300369	86300519	id-13335	1.09e-06	+	CCTGCGTTCCCAGGCATGGCCACACGAGTGCGCCC	Upstream_CTCF	39
chr10	86301104	86301254	id-13336	1.61e-05	+	GTGTCATTTCCTCTCCGAACCTCTGGGTGTCACTC	UpstreamP1_CTCF	32
chr10	86308748	86308898	id-13337	4.68e-07	-	TGCTCCCTGTTGGACTTTACCAGTAGGGGGCACTT	V_CTCF_BR	39
chr10	86312358	86312508	id-13338	1.84e-06	+	ATGGATAGGACAGTTGTCAGCAGCAGGTGGCACTG	V_CTCF_BR	12
chr10	86333998	86334148	id-13339	4.24e-07	+	AGTGAATTTCTATGCTTAGCCAGCAGATGGTGCCT	Upstream_CTCF	23
chr10	86359140	86359290	id-13340	4.01e-05	+	AGGGAGATCTCAGTTTCAGCCAGTAGGTGGTGAAT	V_CTCF_BR	15
chr10	86366304	86366454	id-13341	1	+	NA	NONE	10
chr10	86373273	86373423	id-13342	1.24e-05	+	GGGCTGGCTGAATTCAAGACCACAAGATGTCAGTG	V_CTCF_BR	36
chr10	86373577	86373727	id-13343	2.67e-06	-	TCTGTCATTCTGTCATCCACCACCAGTAGGGGTGC	Upstream_CTCF	18
chr10	86425744	86425894	id-13344	3.42e-08	+	TTTATTATGCTGGGCTTTGCCAGTAGAGGGCGCCG	V_CTCF_BR	28
chr10	86475737	86475887	id-13345	2.18e-07	-	TGCACTGCCAAGTTGGCTGCCACTAGGGGGCAGAT	V_CTCF_BR	37
chr10	86499537	86499687	id-13346	1.83e-05	-	AGCACAATGTTGTGCTTTCTCAGTAGAGGGCACTG	V_CTCF_BR	6
chr10	86503364	86503514	id-13347	1.67e-07	-	TGCCCAGGTCTCAGAGTGGCCACTGGGTGGCACAC	V_CTCF_BR	34
chr10	86522880	86523030	id-13348	5.96e-07	-	GCCAGCAGCAGCTAGCCAGCCACATGAGGGAGCCA	V_CTCF_BR	9
chr10	86543162	86543312	id-13349	3.12e-08	+	ATGTGGTTCAATCCGTAGGCCAGTAGATGGCACTG	UpstreamP1_CTCF	37
chr10	86580000	86580150	id-13350	8.21e-06	-	TAATTACGGAGGCAATTTTCCTGTAGATGGCAGTC	V_CTCF_BR	26
chr10	86605531	86605681	id-13351	3.88e-07	+	CTCCTGTGTGTGCCACAGCCCAGAAGGTGGCACCA	UpstreamP1_CTCF	25
chr10	86687494	86687644	id-13352	6.49e-06	+	CTGTTGATACAGTGGGTTGCAGCCAGATGGCGCCT	UpstreamP1_CTCF	31
chr10	86726605	86726755	id-13353	1.32e-05	-	TGGTCAGTTCTTTTTTAGTCCACTGGGGGACACAT	Upstream_CTCF	8
chr10	86767662	86767812	id-13354	1	+	NA	NONE	1
chr10	86840808	86840958	id-13355	3.22e-07	+	ACTGTATTTCCTTGTTCTACCAGCTGAGGGGGACA	Upstream_CTCF	8
chr10	86865535	86865685	id-13356	4.17e-05	-	TGTGCTCCGTTTTCTCTGGCCACATGGGGCACCAT	Upstream_CTCF	20
chr10	86935511	86935661	id-13357	1	+	NA	NONE	8
chr10	86982177	86982327	id-13358	2.08e-07	+	CTGCCCTACTCAGAAAATCCCACCAGGAGGCACAT	UpstreamP1_CTCF	6
chr10	87002049	87002199	id-13359	1.84e-07	-	TTTGAACTTTTTGTGGGACCCACCAGGGGGCAGAA	Upstream_CTCF	10
chr10	87077720	87077870	id-13360	1.43e-05	+	ATATCCATGCCTTTGTTGGCCACTAGAGGCTGTCC	Upstream_CTCF	16
chr10	87191662	87191812	id-13361	1	+	NA	NONE	4
chr10	87264058	87264208	id-13362	2.6e-07	+	CCCTGTTGCCTGGGTATCACCAGCAGAGGGTGCAG	V_CTCF_BR	5
chr10	87270564	87270714	id-13363	9.78e-07	-	GTGCTGGATCAGGGGCCCAGCACTGGGTGGTGCTG	UpstreamP1_CTCF	9
chr10	87307276	87307426	id-13364	1	+	NA	NONE	6
chr10	87307909	87308059	id-13365	6.05e-06	+	TGACCAAGTCTCAAATCCACCACAGGGTGGCACAC	V_CTCF_BR	35
chr10	87372848	87372998	id-13366	7.44e-06	-	GCTGCAGTACCAGCCTTAGCCACTAAAGTCCTGTA	Upstream_CTCF	27
chr10	87484105	87484255	id-13367	1	+	NA	NONE	7
chr10	87515787	87515937	id-13368	1	+	NA	NONE	5
chr10	87546193	87546343	id-13369	1.59e-06	+	TCCACAGGGCAGCAGGGTGCCTCAGGAGGGCAGCA	V_CTCF_BR	22
chr10	87552069	87552219	id-13370	8.21e-06	+	TCCTGTATTCATATTTCCACCAGTGGAGGGAGCCC	V_CTCF_BR	26
chr10	87610964	87611114	id-13371	8.89e-06	-	GCTGTCTGGCATGGGTCTGCCACCAGGGGAAAGGT	Upstream_CTCF	8
chr10	87684787	87684937	id-13372	1	+	NA	NONE	4
chr10	87736147	87736297	id-13373	1.55e-05	+	GACCCATGTCTGGCTCTCTCCAGAGGATGGCACCT	V_CTCF_BR	10
chr10	87755667	87755817	id-13374	4.24e-07	+	CCATTAGGTTCCAGACTGGCCACTGGGTGGCACAC	Upstream_CTCF	35
chr10	87784435	87784585	id-13375	2.37e-05	-	TGAGTGATGGGGCAGGAAACCACTAGGGGCAGGGA	Upstream_CTCF	7
chr10	87796324	87796474	id-13376	1.92e-06	-	GTGCTGCAGTGAGAAGGTCTCACAAGGTGGCACTG	UpstreamP1_CTCF	2
chr10	87828559	87828709	id-13377	1	+	NA	NONE	5
chr10	87850687	87850837	id-13378	1	+	NA	NONE	6
chr10	87860345	87860495	id-13379	8.23e-05	-	GTGCAGTATACGCCACCTACAGGGAGGGGAGTGAA	UpstreamP1_CTCF	38
chr10	87863229	87863379	id-13380	8.19e-06	-	CTGCAGTTTCACTGCTTGTCCACATGGGCTCCAGC	UpstreamP1_CTCF	10
chr10	87863639	87863789	id-13381	8.19e-06	-	GTGCGGCAGGGGGAGCTGTCCTCCTGAGGCCAGGA	UpstreamP1_CTCF	7
chr10	87870261	87870411	id-13382	2.58e-05	-	ATGGCCATCTCAGTGATGGCCTAAGGAGGGCAGTA	Upstream_CTCF	23
chr10	87895838	87895988	id-13383	8.79e-07	-	CTGCACGAAGCCTTCCTCACCACCTGGAGGCATTG	UpstreamP1_CTCF	3
chr10	87898921	87899071	id-13384	3.56e-06	-	CCTGTTGGATGGCATCCAACCTGTAGGGGGAGACA	Upstream_CTCF	26
chr10	87914902	87915052	id-13385	2.93e-07	-	GGGCTGCACAGACCCAGGGCCACCAGAGGGCCTTC	UpstreamP1_CTCF	9
chr10	87938280	87938430	id-13386	9.78e-07	+	ATGCGCCACCTCCAGATGACCAGCAGGCGGCTCGT	UpstreamP1_CTCF	39
chr10	87941969	87942119	id-13387	4.21e-05	+	GATACCTCTCTCCCGGCCCCAAGCAGGGGGCGACT	V_CTCF_BR	4
chr10	87971524	87971674	id-13388	1.73e-05	+	TGCTGCAAAGAGAAAGTGGCCAGCAGGGGACAGAA	V_CTCF_BR	8
chr10	87986566	87986716	id-13389	1.61e-05	-	TGGTAATTCCCTGCAGTTGTCTCCAGGTGGCCTTT	UpstreamP1_CTCF	8
chr10	88021753	88021903	id-13390	1.67e-07	+	TGTGTCCAGCGTAACACAGCCAGGAGGTGGCAGTG	V_CTCF_BR	24
chr10	88049307	88049457	id-13391	2.43e-06	+	TTACCAAGCTCTAATGGCTCCTGTAGGGGGCAGCC	V_CTCF_BR	9
chr10	88051895	88052045	id-13392	2.43e-06	-	AGCAGGGCTGGAGGCAGAGCCTAGAGGTGGCGCCC	V_CTCF_BR	9
chr10	88085034	88085184	id-13393	2.38e-07	+	CTCACTCACCATCCTGCGGCCAGCAGGAGGCAGGG	V_CTCF_BR	20
chr10	88089000	88089150	id-13394	2.72e-05	+	CTGTCATACCATGGGCCCTCCTCTAGGGCCCTCCA	UpstreamP1_CTCF	11
chr10	88091243	88091393	id-13395	1.64e-07	-	TCTGTCTCTCCAGCCCTGTCCAGTGGAGGGCACTG	Upstream_CTCF	14
chr10	88094556	88094706	id-13396	9.55e-09	-	TGCCAGCACCGCTGGCTGGCCAGGAGATGGCAGTG	V_CTCF_BR	17
chr10	88104524	88104674	id-13397	2.41e-08	-	GGGCAGTTCCCGCCTGGTGCCAGCAGAGAGCCCCC	UpstreamP1_CTCF	15
chr10	88108685	88108835	id-13398	1.55e-05	+	CTCCTGCTTCCTCAGAGGCCCGCGTGGTGGCAGCA	V_CTCF_BR	31
chr10	88109339	88109489	id-13399	7.73e-06	+	AAGGGCTAGCACAGGCAGACCTACAGGGGGCAGGA	V_CTCF_BR	36
chr10	88122999	88123149	id-13400	5.96e-07	-	GGAGGCGCCGCCGCCTGGGCCGGAGGTGGGCGCTG	V_CTCF_BR	21
chr10	88125857	88126007	id-13401	8.19e-06	+	CGGCCGGTGCACAGCTCCTCCGCCGGGCGGCGCGG	UpstreamP1_CTCF	6
chr10	88131526	88131676	id-13402	2.01e-05	+	CTGTCATCTCAGTCCCAGGCCTCTGGGGGCAGCCT	UpstreamP1_CTCF	22
chr10	88137092	88137242	id-13403	5.23e-10	-	GGGCCCGTTCCCGCGGTTGCCGGCAGGGGGCAGCA	V_CTCF_BR	40
chr10	88147045	88147195	id-13404	2.58e-05	-	GGTGCTTCACCCACAGCAACGGGCAGGAGGGTGCG	Upstream_CTCF	19
chr10	88159659	88159809	id-13405	5.96e-07	+	GGCCCCTTGCAGGAGACGCACTGCAGGGGGCGCTG	V_CTCF_BR	40
chr10	88160969	88161119	id-13406	4.88e-05	+	CAGGAGCTGGACTTGGAGTCCACTAGGGGCAATCT	UpstreamP1_CTCF	37
chr10	88199339	88199489	id-13407	1	+	NA	NONE	11
chr10	88281856	88282006	id-13408	2.43e-06	+	GCTGTGCAGCTGTGCCGGGCCTGCGGAGGCCGCCG	V_CTCF_BR	12
chr10	88283221	88283371	id-13409	1	+	NA	NONE	35
chr10	88301680	88301830	id-13410	1	+	NA	NONE	18
chr10	88319492	88319642	id-13411	2.78e-06	+	TGGCCCTCTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	10
chr10	88326449	88326599	id-13412	1.21e-06	-	AATGCAGTTCATCCTTCTTCCACAAGGTTGAAAAC	Upstream_CTCF	31
chr10	88343873	88344023	id-13413	4.1e-06	-	GTTGCTCGCACACCCATCACCAGTAGGGTGCACCT	Upstream_CTCF	28
chr10	88345314	88345464	id-13414	1.46e-07	-	GCTCAGTACTGCAATTCTGCCACTGGGTGGCACTG	UpstreamP1_CTCF	40
chr10	88352199	88352349	id-13415	8.91e-07	+	CCTGCGCTCCTACCCAGCACCTCTAGGTGTCCACA	Upstream_CTCF	30
chr10	88371346	88371496	id-13416	1	+	NA	NONE	8
chr10	88392015	88392165	id-13417	2.23e-06	-	CCGCGCCTCCGCCCCTTGCCCGGGAGGCGGCGCTG	UpstreamP1_CTCF	27
chr10	88392831	88392981	id-13418	2.94e-06	+	AATGCAGTTCAGTTTTCTTCCACGAGGTTGAAAAC	Upstream_CTCF	10
chr10	88402413	88402563	id-13419	7.02e-05	+	CTGCTTAACAGGGATTACTCCTCGAGGTGTCACCC	UpstreamP1_CTCF	24
chr10	88404280	88404430	id-13420	9.4e-06	-	CGCCAAGGACTCTGTGTCCCCAGCAGGGGACAGGG	UpstreamP1_CTCF	33
chr10	88421539	88421689	id-13421	7.49e-05	+	CCCTTAGTGCTTCCTTTTGCCTGGTGATGTCAGTC	V_CTCF_BR	4
chr10	88422880	88423030	id-13422	3.63e-05	-	GGCGGCAGTCTTGCTGAGGCCCATAGAGGGCTCTG	V_CTCF_BR	4
chr10	88444110	88444260	id-13423	1.39e-07	-	CCTGACCAGCCCAGGGCCCCCTGCAGAGGGCAGTG	V_CTCF_BR	40
chr10	88447626	88447776	id-13424	1	+	NA	NONE	4
chr10	88448177	88448327	id-13425	4.31e-09	+	ATGCAGTACTTCCTCTAGGCCACCAGGGAGCAGAG	UpstreamP1_CTCF	40
chr10	88448541	88448691	id-13426	2.1e-05	+	CTGCTATCATTTGGTCTCACCACTAGGGCACCCAT	UpstreamP1_CTCF	28
chr10	88453647	88453797	id-13427	4.71e-06	+	GGTTCCTTCCAGCAACAGGCCAGCAGGGGGCCTTT	Upstream_CTCF	40
chr10	88458084	88458234	id-13428	1.22e-08	+	GCTGGATGGGGCCCTTTGGCCACCAGTGGGCACCT	V_CTCF_BR	31
chr10	88470947	88471097	id-13429	3.05e-07	+	CCGGCTGTCTTCGCCCAGCCCGCCAGGCGGCGTCA	Upstream_CTCF	40
chr10	88517204	88517354	id-13430	2.91e-05	-	TTTTCCTTGCCAAATCTTTCCACTAGGAGTCTGGA	Upstream_CTCF	36
chr10	88579474	88579624	id-13431	1	+	NA	NONE	1
chr10	88595828	88595978	id-13432	1	+	NA	NONE	4
chr10	88659560	88659710	id-13433	1.47e-05	-	CTCGGCTAACCTACCTATGACAACAGGGGGCAGTG	V_CTCF_BR	40
chr10	88699278	88699428	id-13434	1.26e-07	-	CCGGAACGAGGGCCTAGCACCGGTAGAGGGCGCTG	V_CTCF_BR	40
chr10	88701736	88701886	id-13435	1	+	NA	NONE	2
chr10	88702680	88702830	id-13436	1.18e-05	-	CGGCCGCGGCCGAGGCCCGCCACGAGGTGCGCCAG	UpstreamP1_CTCF	1
chr10	88705422	88705572	id-13437	1.14e-06	+	CTGCTGAGCCACACCCAGGTCAACAGGGGGTGCCA	UpstreamP1_CTCF	39
chr10	88720280	88720430	id-13438	7.09e-08	-	AAGCAGCACTGCTTTCTTACCACTAGGGGACGCTA	UpstreamP1_CTCF	39
chr10	88726419	88726569	id-13439	1.97e-06	-	GGGAAGAGACAGCCAGCCCCCAGCAGATGGTGGTA	V_CTCF_BR	40
chr10	88726912	88727062	id-13440	1.22e-07	+	GTGCACTTCCAAACAACTCCCTCTAGGGGCTGACC	UpstreamP1_CTCF	31
chr10	88731569	88731719	id-13441	5.93e-06	-	ACTGCAGCATCTGGACTGGCAGCCAGGTTGGGGAC	Upstream_CTCF	23
chr10	88814794	88814944	id-13442	1.83e-05	-	TTCACACCCTGACCACTAACCTCAAGTAGGCGCTC	V_CTCF_BR	29
chr10	88852804	88852954	id-13443	2.84e-05	-	TTGAGCGGTGCTGGTGTTCCCAGCAGGGGGGACAA	UpstreamP1_CTCF	2
chr10	88854567	88854717	id-13444	1	+	NA	NONE	13
chr10	88922558	88922708	id-13445	1	+	NA	NONE	19
chr10	88963326	88963476	id-13446	4.23e-08	+	GCGGCGGGGAGGATGCTGAACAGTAGAGGGCGCTG	V_CTCF_BR	40
chr10	88974563	88974713	id-13447	8.16e-07	+	CTCTCTCGGGTGATTTGCTCCAGAAGAGGGCAGCA	V_CTCF_BR	40
chr10	89061319	89061469	id-13448	1	+	NA	NONE	19
chr10	89102850	89103000	id-13449	2.46e-06	-	GTGCATCAAGAGGCTGGCCCCGCCAGGGGCGAGCG	UpstreamP1_CTCF	40
chr10	89196023	89196173	id-13450	1	+	NA	NONE	7
chr10	89264455	89264605	id-13451	5.01e-06	+	CGCCGGGACGCAAGACCCACCGCCAGAGGTTGGTA	V_CTCF_BR	15
chr10	89265175	89265325	id-13452	2.1e-05	-	AGTGCTGCCACAGCCCCTGCAGGAAGGCGGCGCTG	Upstream_CTCF	40
chr10	89293493	89293643	id-13453	6.21e-06	+	TGTGTAGTCCCATATTTTAACGTAAGATGGCAGCA	Upstream_CTCF	39
chr10	89382488	89382638	id-13454	1	+	NA	NONE	31
chr10	89416336	89416486	id-13455	5.53e-08	+	CAGCATTTATGCATTACAACCACGAGGGGGCAATA	UpstreamP1_CTCF	39
chr10	89418048	89418198	id-13456	1	+	NA	NONE	3
chr10	89419790	89419940	id-13457	5.68e-06	+	CACTTGGGTCCCACCCTCCCCGGGAGGGGGCGTCG	V_CTCF_BR	32
chr10	89495106	89495256	id-13458	1.46e-07	-	ATGCAGTAATTTATTCTGGACACTAGGGGTCCACC	UpstreamP1_CTCF	40
chr10	89527182	89527332	id-13459	1.84e-05	-	CTGTTAGGAACTGGGCCGCACAGCAGGAGGTGAGC	UpstreamP1_CTCF	3
chr10	89531755	89531905	id-13460	2.47e-05	-	TTTGTGTTTATATTTTCTTCCTCTAGGTGGCAAAC	Upstream_CTCF	39
chr10	89576015	89576165	id-13461	1	+	NA	NONE	27
chr10	89577708	89577858	id-13462	9.81e-06	+	AGATACTAAGGGCTGCGGGGCGCTTGGGGGCGGCA	V_CTCF_BR	40
chr10	89578443	89578593	id-13463	4.01e-05	+	ATCTCTGTGCTGACAAACACCTCGGGGTGGCGCCT	Upstream_CTCF	31
chr10	89602900	89603050	id-13464	7.84e-05	-	CCTTTATGTGAGTACTCTACCAGAGGAGGGAGAAA	V_CTCF_BR	14
chr10	89610637	89610787	id-13465	1.41e-06	+	TTTCATTGACTCCAACTCTTCAGCAGGTGGCAGCG	UpstreamP1_CTCF	40
chr10	89620034	89620184	id-13466	6.48e-05	+	TTGATGATCCTTTCATTCACCACTAGAGAGAAGTA	UpstreamP1_CTCF	39
chr10	89621398	89621548	id-13467	5.92e-05	+	AAGTCACTTGGCTGAGTCCACAGTAGGTGGGGCGC	Upstream_CTCF	32
chr10	89621729	89621879	id-13468	8.34e-07	+	CTGTAAGAATCGGCGGCAGCCAGCAGGCGGGGAGG	UpstreamP1_CTCF	16
chr10	89851496	89851646	id-13469	9.26e-05	+	CAGCATCATCAGAGTCATGCTTGGAGGTGGAAGGG	UpstreamP1_CTCF	7
chr10	89868214	89868364	id-13470	1	+	NA	NONE	10
chr10	89874213	89874363	id-13471	1.67e-07	-	TGGTGCTTACAGCGAAGAGCCACCAGATGGCTCCA	V_CTCF_BR	40
chr10	89878097	89878247	id-13472	1	+	NA	NONE	34
chr10	89891066	89891216	id-13473	1.24e-05	-	AGCAGCATCTCTGGCCTACCCACTAGATGCCAGTA	V_CTCF_BR	9
chr10	89891642	89891792	id-13474	1.06e-05	-	GCTGCCATTCCAGAAAGAACCACCAGCCAGCTTTG	Upstream_CTCF	21
chr10	90078658	90078808	id-13475	7.09e-08	-	GTGGAGTTCAAGCTCTAGTCCAGTAGGTGGCACTT	UpstreamP1_CTCF	37
chr10	90145479	90145629	id-13476	2.34e-06	+	CTGCCACGCCCTGCTTAGTCCACCTGGTGGTTGGG	UpstreamP1_CTCF	13
chr10	90149327	90149477	id-13477	1.28e-06	-	AAACTGTGCGAATTTCATTCCACCAGAGGGCACCA	V_CTCF_BR	38
chr10	90161809	90161959	id-13478	1	+	NA	NONE	39
chr10	90217582	90217732	id-13479	1.41e-05	-	AGGTAGGACACGCTTGGCACCAACAGGTGGCATGT	UpstreamP1_CTCF	6
chr10	90232425	90232575	id-13480	5.93e-06	-	AATGCTTTGTCAACAAGCTCCCCCAGGTGATGGGG	Upstream_CTCF	15
chr10	90283868	90284018	id-13481	1.64e-05	-	ACAAGCAGGGCCCAGGAAGCCATCAGGGGGCACTG	V_CTCF_BR	6
chr10	90313042	90313192	id-13482	1.3e-07	-	CTGCAGGACACACAGATGAACAGCATGTGGCAGTG	UpstreamP1_CTCF	39
chr10	90324960	90325110	id-13483	5.08e-05	+	ACTACAATATATATTTCACACACTAGATGGCAATA	Upstream_CTCF	36
chr10	90343025	90343175	id-13484	3.83e-09	+	TGAGCTTTCCTCCGGCCGGCCTGCAGGGGGCGGAA	V_CTCF_BR	39
chr10	90447735	90447885	id-13485	4.65e-10	+	ATGCAGTTATCCAGATTTGCCACTAGAGGGTAGGG	UpstreamP1_CTCF	40
chr10	90453288	90453438	id-13486	1.34e-06	+	CTTGCAGTTTTTGATTTAACCAAGAGAGGGCTTAA	Upstream_CTCF	34
chr10	90488300	90488450	id-13487	3.36e-07	-	CCTCGCCCTCCAGCAGCTTCCTGTAGGTGGCGCTC	V_CTCF_BR	38
chr10	90503897	90504047	id-13488	8.13e-06	-	GAAGGAGGTATGGCAGTGACCACAGGGAGGCACTC	Upstream_CTCF	18
chr10	90551812	90551962	id-13489	1	+	NA	NONE	40
chr10	90570140	90570290	id-13490	1.52e-07	-	CACATGCCAACAACATTGGCCACTAGAGGGAAGTA	V_CTCF_BR	40
chr10	90595487	90595637	id-13491	2.83e-07	+	TGTTATGAACTTGCGGTTTCCACTAGGGGGCAGCG	V_CTCF_BR	40
chr10	90598653	90598803	id-13492	6.15e-05	-	TCAGGTTGTCCAGAGCACGGCTCTAGGGAGCGCTG	Upstream_CTCF	7
chr10	90612402	90612552	id-13493	1	+	NA	NONE	9
chr10	90625380	90625530	id-13494	1.73e-05	-	TGTGTCACTTGGCAAAAATACACCAGATGGCACTC	V_CTCF_BR	33
chr10	90640104	90640254	id-13495	1.73e-05	-	TCCTCCCCCTTCTCCTCTGCCGACAGATGGAGCTT	V_CTCF_BR	39
chr10	90640736	90640886	id-13496	1	+	NA	NONE	12
chr10	90692525	90692675	id-13497	1.62e-08	-	CTGCTGTACTTCATATTTACCACCAGGCGGCATGA	UpstreamP1_CTCF	40
chr10	90694676	90694826	id-13498	7.8e-08	+	TGCCATGTGCTCAGCTGGACCACTAGAGGGAGCCA	V_CTCF_BR	40
chr10	90695227	90695377	id-13499	3.09e-07	+	TGTCATGTTCTTGGCAGGACCGCCAGAGGGAGCCA	V_CTCF_BR	40
chr10	90711364	90711514	id-13500	4.34e-05	-	GGTGCAGTTCCAAAAGCAGACACTCGAGCGTGTTT	Upstream_CTCF	34
chr10	90723206	90723356	id-13501	3.8e-07	-	GCTGAACTTCCCAGAGTGACCTCTAGGAGAGGGAC	Upstream_CTCF	20
chr10	90746830	90746980	id-13502	3.63e-05	-	CTACCAAAGAATTTTTCTGTCACTAGAGGGCGTCA	V_CTCF_BR	40
chr10	90751056	90751206	id-13503	1.72e-06	-	GCTGCAGGCTCTCTCCCCGCCCCCGCGGGGCGGCG	Upstream_CTCF	32
chr10	90789708	90789858	id-13504	1.23e-08	+	GTGCTTCACTTCCACATGGCCACAAGGTGGCAGTG	UpstreamP1_CTCF	40
chr10	90815285	90815435	id-13505	1	+	NA	NONE	12
chr10	90966797	90966947	id-13506	1	+	NA	NONE	15
chr10	90973086	90973236	id-13507	4.7e-06	-	AAAATCATTTTTTTGTATGCCACAAGAGGGCACTC	V_CTCF_BR	40
chr10	90976846	90976996	id-13508	4.3e-08	+	TTGAAATGGTAAGTTTTGGCCACAAGGTGGCGCCT	UpstreamP1_CTCF	40
chr10	90977548	90977698	id-13509	1.41e-08	-	TTGAAATGGTAAGTTTTGGCCACAAGGTGGCGCCC	UpstreamP1_CTCF	40
chr10	90984997	90985147	id-13510	5.68e-06	-	TTGCGTGGGTCTCAGGCCTCCGCGAGAGGGCGTCG	V_CTCF_BR	24
chr10	91005673	91005823	id-13511	1.95e-07	-	ACTGAAGTTTAACCAGACACCGGTAGGTGGAACAC	Upstream_CTCF	13
chr10	91020217	91020367	id-13512	5.01e-09	+	GTTGTCTCACCCTTCATTGCCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr10	91043363	91043513	id-13513	5.28e-05	+	CCTGCTGAAATCTCCTTTCCCTCCAGCAGGAAACC	Upstream_CTCF	11
chr10	91053313	91053463	id-13514	4.68e-07	+	GTGAGACCTCTCTTCCTGACCTGGAGATGGCAGCC	V_CTCF_BR	34
chr10	91129378	91129528	id-13515	7.23e-07	-	TGAGAAGTAGCAGCTGAAGGCAGTAGAGGGCGCAA	Upstream_CTCF	39
chr10	91149140	91149290	id-13516	1.18e-05	-	TTGTTAGAAACAAATTCAGCCCCTAGGTGGTACTA	UpstreamP1_CTCF	39
chr10	91151685	91151835	id-13517	7.49e-05	+	TGACAGTGTCCATGATGGAGCAATAGAGGGCTCTC	V_CTCF_BR	9
chr10	91174479	91174629	id-13518	1.31e-05	-	AGGCAAAGGAAAACCCTTACCTCATGATGGCAGCG	V_CTCF_BR	14
chr10	91179428	91179578	id-13519	1.43e-05	+	CTTTCAGTTTTAATATCCACCTTGAGGGGTCGCTG	Upstream_CTCF	36
chr10	91186124	91186274	id-13520	4.41e-06	+	GGAAGTGTTCTTGCTAATTCCAGCAGATGGCAGTG	V_CTCF_BR	40
chr10	91214859	91215009	id-13521	7.49e-05	+	ACAAGCTGAGAAAACAAATCCACAAGAGGGAGATG	V_CTCF_BR	14
chr10	91226375	91226525	id-13522	9.27e-07	+	CTGCATTCCCTTGTGGCAGCCATGAGATGGAGCCA	UpstreamP1_CTCF	40
chr10	91237874	91238024	id-13523	1	+	NA	NONE	14
chr10	91295359	91295509	id-13524	6.39e-05	-	GCTGCAGTGGTCCCGGCGAGGTGAGGAGGCGGCGG	Upstream_CTCF	11
chr10	91315534	91315684	id-13525	3.5e-05	-	ATGTAAGTTCCAATAGTAAACACAAGGGAGTAGTG	UpstreamP1_CTCF	34
chr10	91323733	91323883	id-13526	2.04e-05	-	TACATCTGCCCTGATTTTACCGCTAGATGGCATTA	V_CTCF_BR	40
chr10	91369844	91369994	id-13527	1.73e-05	+	AGAAGGCTATACTTTCTCACCTCCAGAGGTCACTT	V_CTCF_BR	7
chr10	91425128	91425278	id-13528	1.38e-06	-	TGCTGTGAACTAGGCTTGGCCAGCAGTTGGCGTAG	V_CTCF_BR	21
chr10	91432760	91432910	id-13529	7.73e-06	-	ATGAAAGCTGACCCCACAGCAGGTAGGGGGCAGCA	V_CTCF_BR	13
chr10	91460958	91461108	id-13530	1	+	NA	NONE	12
chr10	91461251	91461401	id-13531	1	+	NA	NONE	38
chr10	91505749	91505899	id-13532	1.37e-05	-	CCTGCCCGTCTGCATGCTCCCCCTAGGGGTTTGAG	Upstream_CTCF	17
chr10	91553529	91553679	id-13533	4.1e-06	+	ATTGTGAGGTTATGATTGTCCACCAGATGGAGACA	Upstream_CTCF	40
chr10	91597393	91597543	id-13534	7.84e-05	+	CTGAAGAAGCTCCCGGCGGCCCCCTGCTGTCTGCG	V_CTCF_BR	23
chr10	91612757	91612907	id-13535	3.31e-06	-	TTCCTGTGCTCCCTGTTGGCCTCTAGGGAGTGCCC	UpstreamP1_CTCF	22
chr10	91613790	91613940	id-13536	1.15e-07	+	ACGCACTCACCAGGCCGCGCCACTAGGGGACGCGG	UpstreamP1_CTCF	32
chr10	91650309	91650459	id-13537	8.21e-05	+	GGCTTCTGTCTGGGTCCTACCAATGGGAGGCACTG	V_CTCF_BR	2
chr10	91714655	91714805	id-13538	8.21e-06	+	AACAAAAATTTCTCAGTGACCACTAGATGGCATTA	V_CTCF_BR	32
chr10	91767029	91767179	id-13539	1	+	NA	NONE	5
chr10	91847177	91847327	id-13540	1	+	NA	NONE	12
chr10	91885764	91885914	id-13541	1	+	NA	NONE	12
chr10	91898723	91898873	id-13542	9.27e-07	-	CCGCAATACTGGTTTTCCTCCACTAGATGTTGCTG	UpstreamP1_CTCF	37
chr10	91908362	91908512	id-13543	4.14e-06	+	CCAGAGGATGTTTCTTCTGCCAATAGGTGGCAGAG	V_CTCF_BR	36
chr10	92048268	92048418	id-13544	1	+	NA	NONE	32
chr10	92190053	92190203	id-13545	1.11e-05	+	ACTGTACTTCTCCTTGCTGCCACCATGTGATAAAG	Upstream_CTCF	2
chr10	92197396	92197546	id-13546	3.22e-05	+	CAGCAGCAGTCAGTAGATGTCCCCAGAGGAAAGCC	UpstreamP1_CTCF	17
chr10	92264062	92264212	id-13547	2.73e-07	-	ACTGCAAATCAAGATGTTGCCACCAGGTGAAAATG	Upstream_CTCF	16
chr10	92339472	92339622	id-13548	2.38e-07	-	ATGTCCCGTAGGGAGGTAGCCACCAGGAGGCAGAC	V_CTCF_BR	31
chr10	92352796	92352946	id-13549	9.78e-07	-	TTGTTGGTACACTAGCTGGCCCCCAGGGGTCATGA	UpstreamP1_CTCF	38
chr10	92412401	92412551	id-13550	1.24e-05	-	AGCTGGATCTCTGCAGACACCAGTAGAGGGTGCCT	V_CTCF_BR	36
chr10	92418677	92418827	id-13551	4.01e-05	+	CAGTGGCTGCTCAGGAGCACCACCTGTGGGTGGTT	V_CTCF_BR	36
chr10	92472408	92472558	id-13552	1	+	NA	NONE	16
chr10	92478052	92478202	id-13553	1.73e-05	-	CCCTTCCTCCCTTTCTCTTGCAACAGAGGGCACCA	V_CTCF_BR	32
chr10	92483498	92483648	id-13554	1	+	NA	NONE	4
chr10	92511277	92511427	id-13555	1.41e-06	+	TACACAATTCCCCAGGAGGCCACCAGATGGCATTG	Upstream_CTCF	40
chr10	92539448	92539598	id-13556	2e-06	+	ATTGCATAACCTTGATGAACCACAAGGAGGCAGGG	Upstream_CTCF	39
chr10	92547775	92547925	id-13557	3.63e-06	-	TTCCTTGCCAGGCCTTTCTCCACTAGATGGTGCTA	V_CTCF_BR	40
chr10	92617482	92617632	id-13558	3.36e-07	+	GCCATGGGGCCCGCGCCGACCGCTGGGGGGCGCCT	V_CTCF_BR	40
chr10	92622787	92622937	id-13559	6.04e-07	-	GTGCTGCTGAATAGATTCCCCACTAGGGGGTATGC	UpstreamP1_CTCF	40
chr10	92625286	92625436	id-13560	1.1e-05	-	CATGGCTACGGATGGGACTCCAGTAGGGGTCAGTG	V_CTCF_BR	40
chr10	92631082	92631232	id-13561	2.2e-07	-	TGGCAGTCAACATCTTCAACCACAAGATGGCGGGA	UpstreamP1_CTCF	37
chr10	92639960	92640110	id-13562	2.62e-07	+	ATGTTTTTCCTAGATGTATCCAGTAGATGGAGCTG	UpstreamP1_CTCF	39
chr10	92671429	92671579	id-13563	6.51e-07	+	CATGCAGAAATCATTCTGACCACCAGGGGTCTCTT	Upstream_CTCF	40
chr10	92699514	92699664	id-13564	1	+	NA	NONE	5
chr10	92720406	92720556	id-13565	1	+	NA	NONE	9
chr10	92728526	92728676	id-13566	1	+	NA	NONE	10
chr10	92730173	92730323	id-13567	2.81e-05	-	CAAGCCTGCACTCATTTATCCTGCAGGTGTCACCT	V_CTCF_BR	24
chr10	92766127	92766277	id-13568	1.03e-09	+	GAAGCAATCCCAACCCCTACCACTAGGGGGTGGCC	Upstream_CTCF	40
chr10	92803144	92803294	id-13569	1.47e-05	+	TAGGGTTATCCCGTTTTTACCACTAGATGGAGAGC	V_CTCF_BR	40
chr10	92848610	92848760	id-13570	1.24e-05	+	TTGTTTTCTAATCTAATTGCCAGAAGAGGTCACAA	V_CTCF_BR	30
chr10	92851060	92851210	id-13571	4.68e-07	+	CAGACTGCACCGGTATTTGCCACTAGTGGGAGCAG	V_CTCF_BR	39
chr10	92863968	92864118	id-13572	7.6e-05	-	CTGTACTGTGGATCCAAATCCCCAGGGTGGGGAGG	UpstreamP1_CTCF	9
chr10	92923487	92923637	id-13573	3.06e-08	-	GGCACGCGCGCGGGCAGCGCCCGCAGGGGGCGCGG	V_CTCF_BR	13
chr10	92956909	92957059	id-13574	1	+	NA	NONE	5
chr10	92968521	92968671	id-13575	1	+	NA	NONE	14
chr10	92980395	92980545	id-13576	3.97e-07	+	CAGAGCCGGCGCGCTCCCGCCTGCAGGGGGAGAGC	V_CTCF_BR	37
chr10	93011326	93011476	id-13577	4.88e-08	-	GTGTGATTCTGGGCATTAGCCACTAGATGGTGGCA	UpstreamP1_CTCF	40
chr10	93056375	93056525	id-13578	4.68e-05	-	CTGTAAATTTCCCAGTTGACCAGGAGAGATCAGAC	UpstreamP1_CTCF	40
chr10	93058111	93058261	id-13579	5.72e-09	+	ACACAGTTTCCCATCACGGCCTCCAGAGGGCGCCA	V_CTCF_BR	40
chr10	93095030	93095180	id-13580	4.65e-05	-	CTCACTGTCACAAGGACAGCACCCAGGGGGCGATG	V_CTCF_BR	13
chr10	93100885	93101035	id-13581	1	+	NA	NONE	5
chr10	93129871	93130021	id-13582	8.76e-09	-	CTGCTGTGCAAAATATTGGTCACTAGGTGGCAATC	UpstreamP1_CTCF	40
chr10	93149489	93149639	id-13583	1.38e-06	+	GATGACTACCGTACTACCACCACTAGAGGGCAATG	V_CTCF_BR	40
chr10	93168993	93169143	id-13584	6.21e-05	+	AAGGAAATTGTCTAGGTGTCCTGGTGGTGGAGGTG	V_CTCF_BR	17
chr10	93170033	93170183	id-13585	2.17e-08	-	GCTGCTGCTGCCGCCGCGGCCGCGAGAGGGCTCTG	Upstream_CTCF	36
chr10	93174578	93174728	id-13586	1.48e-06	-	TTGCAATAGCTTCCCACTAACCGCAGGGGGAAAAA	UpstreamP1_CTCF	1
chr10	93253213	93253363	id-13587	7.78e-06	+	ATTGTATCCTTTAAACTTTCCACTAGGAGGTGCTA	Upstream_CTCF	32
chr10	93311684	93311834	id-13588	1.52e-07	-	CAAGAGCCTGCATCAACTGCCAGTAGATGGCAGTC	V_CTCF_BR	40
chr10	93312609	93312759	id-13589	1.03e-06	+	TGTCAGCCCTGCTGTGTCTCCTCAAGGGGGCAGAG	V_CTCF_BR	40
chr10	93351152	93351302	id-13590	1	+	NA	NONE	9
chr10	93364310	93364460	id-13591	1.85e-05	+	ATTGCAATTCAGAGCCCTGCCTCGTGTGGTCAGCT	Upstream_CTCF	29
chr10	93368741	93368891	id-13592	1	+	NA	NONE	15
chr10	93387666	93387816	id-13593	1.54e-05	-	CAGTAGGCGCCAGTCCTGGACTGAAGGGAGCAGCA	UpstreamP1_CTCF	24
chr10	93393041	93393191	id-13594	1.28e-06	+	GCCGGGCAGGCACGTACCGCATGCAGCGGGCGCCG	V_CTCF_BR	37
chr10	93395267	93395417	id-13595	2.18e-07	-	ACTTCTATGGCATTAGTCAACACCAGGGGGCAGGA	Upstream_CTCF	40
chr10	93403587	93403737	id-13596	4.48e-07	+	CCAGCGAGACCTGCAGCCACCACAAGGAGGCAGGT	Upstream_CTCF	37
chr10	93454061	93454211	id-13597	1.15e-07	-	CTGCATGTCCTACCTTCTTCCAGTAGGAGGTGCTG	UpstreamP1_CTCF	40
chr10	93505077	93505227	id-13598	3.16e-06	-	GGTCACTGCCGCCTTTGCAGCTCTAGGTGGCACCT	UpstreamP1_CTCF	37
chr10	93518433	93518583	id-13599	1.55e-05	+	AAAGTCAATAGAACTATTTCCACTAGATGGCTGTC	V_CTCF_BR	40
chr10	93616511	93616661	id-13600	2.38e-07	+	TCCAGGTGTGCTCTAGGAACCAGCAGGGGGCTGTA	V_CTCF_BR	39
chr10	93640161	93640311	id-13601	1	+	NA	NONE	24
chr10	93668635	93668785	id-13602	1	+	NA	NONE	39
chr10	93672706	93672856	id-13603	1.14e-06	-	TTGCAATTAGAGCATTATGCCACAAGATGTCATTC	UpstreamP1_CTCF	35
chr10	93692582	93692732	id-13604	1	+	NA	NONE	4
chr10	93720807	93720957	id-13605	1	+	NA	NONE	0
chr10	93834013	93834163	id-13606	3.45e-05	+	AAAAATAATTAATGTGTGTCCACTAGGTGTCAGGC	V_CTCF_BR	31
chr10	93840126	93840276	id-13607	5.92e-05	+	AGAGGTAGCACTCTTAATGTCTCTAGAGGGCAGGC	V_CTCF_BR	4
chr10	93847611	93847761	id-13608	5.01e-06	+	AAGAATATGCGAGCTTTAGCCACATGGTGGCACGG	V_CTCF_BR	40
chr10	93902310	93902460	id-13609	4.31e-05	+	GTACAATGCCATTCTTTAGCCACTAGGTTTCCCAG	UpstreamP1_CTCF	24
chr10	93941570	93941720	id-13610	1.84e-07	-	TCTGCATCTTCCATTCTTGCCCCTAGGGGCCATTA	Upstream_CTCF	39
chr10	93964194	93964344	id-13611	1	+	NA	NONE	1
chr10	93976473	93976623	id-13612	1.56e-06	+	GGTGCAGTCCCTGCCCCTACCCCTATGAGGAGCTC	Upstream_CTCF	21
chr10	94050680	94050830	id-13613	2.31e-06	-	GGCGCCCTCCCGTTTCCTTCCTCCAGGGGGAAAAA	Upstream_CTCF	40
chr10	94051948	94052098	id-13614	2.83e-07	-	CCCACGGACCAGAATTTCAACAGCAGAGGGCGGTG	V_CTCF_BR	40
chr10	94179983	94180133	id-13615	1.48e-06	+	CCTCTGGCAAAGGCGGCGGCCAGCAGAGGGCCGCC	V_CTCF_BR	34
chr10	94194878	94195028	id-13616	4.94e-06	-	ATTGCAAAGATAAGGTTGTCCACAAGATGGAGATA	Upstream_CTCF	40
chr10	94276878	94277028	id-13617	3.36e-07	+	ATTGGATGTCTACAGAAAGCCACCAGATGGCGCTC	V_CTCF_BR	39
chr10	94310823	94310973	id-13618	2.17e-08	+	GCAGCAGTACTGGCAACAGCCAAAAGGTGGAAGTC	Upstream_CTCF	22
chr10	94312189	94312339	id-13619	9.71e-06	+	GAGGCACTAGACTGGCCGGCCACTAGAAGCAATGA	Upstream_CTCF	39
chr10	94324961	94325111	id-13620	1.54e-05	-	CTGCAATTACAGGTGCCCACCACCATGCCCAGCTA	UpstreamP1_CTCF	15
chr10	94332887	94333037	id-13621	8.52e-08	+	GTGCAGTGGAGAGGGCACGCCGCCGGATGGCAAAA	UpstreamP1_CTCF	34
chr10	94334207	94334357	id-13622	5.01e-06	-	CGGTCCACGTCCCCACCGCGCTCTAGAGGGAGCCC	V_CTCF_BR	40
chr10	94334512	94334662	id-13623	8.89e-06	-	GGTGCAAAGCCCCATAAAGCCACTGGGGAGAAAAT	Upstream_CTCF	7
chr10	94334866	94335016	id-13624	1	+	NA	NONE	33
chr10	94350563	94350713	id-13625	5.34e-06	+	CTACTCAAAATAGAGATGACCAGCAGAAGGAGCTG	V_CTCF_BR	39
chr10	94353187	94353337	id-13626	2.84e-05	-	ATCCCTCTCCCTGGACCGCGCAGTAGGGGGCCCAG	UpstreamP1_CTCF	16
chr10	94387979	94388129	id-13627	3.03e-05	+	GGTGTTTGTGCGTGTTGCAGCAGCAGGGGGTGTAA	Upstream_CTCF	15
chr10	94399999	94400149	id-13628	7.46e-06	-	ATGCAATGACTCAACTTTGCCACTGCAGTGCAAAG	UpstreamP1_CTCF	22
chr10	94404387	94404537	id-13629	1.38e-07	-	ATGAAGTGACTCTCTATTACCACTAGATGGTACAC	UpstreamP1_CTCF	40
chr10	94448648	94448798	id-13630	1.17e-05	+	TCACCGCGAGGTGTGACGACCGCAGGAGGGCGTCA	V_CTCF_BR	30
chr10	94449859	94450009	id-13631	9.29e-06	-	TGGGCTCGTACACCGGGGTCCGGTAGGGGGACACG	Upstream_CTCF	9
chr10	94456422	94456572	id-13632	6.8e-06	-	CCAGAAGTACCCAACTCTACAACTAGAGGCCTCCT	Upstream_CTCF	15
chr10	94500684	94500834	id-13633	7.02e-05	+	CGGCAGATACCCTGGTTGGCCTCCAGGTCTCCAAT	UpstreamP1_CTCF	9
chr10	94516960	94517110	id-13634	1.23e-05	+	ATGCTGCCTCTATTGGCGGCCACAGGAAGCCAATG	UpstreamP1_CTCF	33
chr10	94575821	94575971	id-13635	4.88e-05	+	CAAGCACTGATCAACACTTCCTCTAGGGGCTTTTG	Upstream_CTCF	10
chr10	94582843	94582993	id-13636	7.46e-06	+	CGTATGTGCCAAAAATTGACCACTAGGTAGCACCA	UpstreamP1_CTCF	33
chr10	94598993	94599143	id-13637	4.5e-06	+	GGCTCCTTGCCAGCTCCTTCCGCTAGGGGGCGTGA	Upstream_CTCF	40
chr10	94602959	94603109	id-13638	5.75e-09	+	TTGCACTTACAGAGTGTGGCCACTTGGGGTCACCA	UpstreamP1_CTCF	40
chr10	94604635	94604785	id-13639	1	+	NA	NONE	17
chr10	94608423	94608573	id-13640	1.23e-05	+	CGGCCGCGCGCGAAGCTCCCCGACAGGTGGTGCGC	UpstreamP1_CTCF	12
chr10	94608866	94609016	id-13641	3.45e-05	+	CCCCCTACTCCCCCGCGCGGCCGCAGTGGGCGAGA	V_CTCF_BR	21
chr10	94640136	94640286	id-13642	2.4e-05	-	CTTAATAAAAAGAACAGGCTCACTAGAGGGCACCC	V_CTCF_BR	40
chr10	94644756	94644906	id-13643	4.7e-06	+	TTTTGTATTTATTTTACTACCACTAGGTGGAGCCC	V_CTCF_BR	35
chr10	94674341	94674491	id-13644	2.83e-07	+	TAATTTTCTCCAGTACCAGCCTCTAGGGGGCAGCC	V_CTCF_BR	40
chr10	94725090	94725240	id-13645	3.09e-07	+	TATGCTAGATACATTTCTGCCTCCAGAGGGCACTA	V_CTCF_BR	39
chr10	94766324	94766474	id-13646	1.47e-05	+	TTCTTCACCACCAGAAAAACCACTAGATGGTGCTC	V_CTCF_BR	39
chr10	94798600	94798750	id-13647	8.02e-05	-	TCTGCACCATCTAAATTAGAAGATAGGTGGCTCTA	Upstream_CTCF	10
chr10	94799595	94799745	id-13648	1.06e-05	-	CATGAAAGAATGCATCCTGCCACTAGAGAGAGCTG	Upstream_CTCF	40
chr10	94820119	94820269	id-13649	5.08e-07	+	TAGAAGCTCGAGGGCGGGGACGGCAGAGGGAGCCA	V_CTCF_BR	7
chr10	94822458	94822608	id-13650	5.01e-09	+	TGGAGCGCTACGTGCCGCGCCTGCAGGGGGCGCTG	V_CTCF_BR	31
chr10	94825913	94826063	id-13651	5.41e-07	-	CGGTAGCCCCCGGACACTGGCGGCAGGAGGCGCAG	UpstreamP1_CTCF	15
chr10	94828439	94828589	id-13652	1	+	NA	NONE	23
chr10	94831652	94831802	id-13653	1	+	NA	NONE	18
chr10	94833591	94833741	id-13654	1.71e-06	+	GTTTGAAGCGCTGGCGGCGGCGGCAGGTGGCGCGG	V_CTCF_BR	10
chr10	94833942	94834092	id-13655	2.84e-05	-	GAGAAGTGGGCATGAGGGGGCGCCGGGGAGCGCCG	UpstreamP1_CTCF	25
chr10	94840134	94840284	id-13656	4.66e-08	+	CCTGTTACTCTCCAGAGATCCACAAGGGGGCGGGC	Upstream_CTCF	40
chr10	94841372	94841522	id-13657	1	+	NA	NONE	3
chr10	94855151	94855301	id-13658	1.61e-05	-	CTGAGTCCCTTGGCTAAGTCCAGCAGGAGGCAGCT	UpstreamP1_CTCF	13
chr10	94875677	94875827	id-13659	8.61e-08	+	ATTGGGGCTGTGACTCTGCCCACCAGGGGGAGCTA	V_CTCF_BR	40
chr10	94886328	94886478	id-13660	2.62e-07	+	GACCAGTTCTTCATATCTGTCACCAGGGGGCAGCA	UpstreamP1_CTCF	39
chr10	94902391	94902541	id-13661	2.78e-06	-	ATCCTTGAAGTCCTGCAGACCCCTAGGGGGCACCA	V_CTCF_BR	16
chr10	94910825	94910975	id-13662	5.13e-05	+	GCCAGTAGGAGCCAGTATGCCCCAAGATGGTGCAG	V_CTCF_BR	5
chr10	94966531	94966681	id-13663	8.02e-05	-	CACGCACTTCCAGGACTGACCAGAGGCCGCGCGTG	Upstream_CTCF	14
chr10	94980784	94980934	id-13664	9.29e-06	+	CGCGGAGAGCAGGCAGGCGCCGCCAGGGGACGCCT	Upstream_CTCF	1
chr10	94983874	94984024	id-13665	1.28e-06	+	GATGGGGTAGAGGGCTCTTCCAGTAGATGGAGCTC	V_CTCF_BR	23
chr10	94984268	94984418	id-13666	1	+	NA	NONE	23
chr10	95048913	95049063	id-13667	5.97e-08	-	CCTGTGTTTCAAATACTGTCCACAAGATGGCAGCA	Upstream_CTCF	40
chr10	95112513	95112663	id-13668	6.46e-07	-	AGACATTTTCAAATATTTTCCACCAGGGGGCACTC	V_CTCF_BR	38
chr10	95117560	95117710	id-13669	1.92e-05	-	GTGCTTGAACGCTCTTCTTCCACACGAGGGCACCA	UpstreamP1_CTCF	40
chr10	95136249	95136399	id-13670	8.52e-08	+	TTTCAATTACCTGGCTTTACCACTAGGAGGCACAA	UpstreamP1_CTCF	40
chr10	95146649	95146799	id-13671	3.73e-06	+	CATGGAGAACCCAGTCCTGCCACAAGGAGACAGGC	Upstream_CTCF	16
chr10	95175574	95175724	id-13672	6.43e-06	-	CAGGAAAAATGGAGCAGTAACTGTAGGGGGCACCG	V_CTCF_BR	35
chr10	95194192	95194342	id-13673	1	+	NA	NONE	5
chr10	95197278	95197428	id-13674	1	+	NA	NONE	13
chr10	95198326	95198476	id-13675	9.26e-05	-	CTCCACTTTACTCCCACAGCCATTGGGAGTCACTG	UpstreamP1_CTCF	2
chr10	95221688	95221838	id-13676	7.84e-05	-	CAACCTCACACAATGAGTGCCAGGAGCTGCAGGAA	V_CTCF_BR	13
chr10	95228455	95228605	id-13677	1	+	NA	NONE	24
chr10	95242034	95242184	id-13678	1	+	NA	NONE	25
chr10	95242435	95242585	id-13679	1.43e-05	-	GCTGTCATTCGTTTGCCGTCCAGTAAGAGGCACCC	Upstream_CTCF	40
chr10	95245566	95245716	id-13680	2.96e-05	+	AAAAAAAAAAAAAATCTAACCAGGTGGTGGCAGCA	V_CTCF_BR	10
chr10	95253043	95253193	id-13681	1	+	NA	NONE	8
chr10	95271189	95271339	id-13682	1.64e-06	-	GGGGTAGTATTCTAAAAGGCCACATGATGGCGATG	Upstream_CTCF	40
chr10	95301868	95302018	id-13683	5.17e-06	+	CTGGAAATGCATGCTTTCACCCAAAGGGGGCGCAG	Upstream_CTCF	40
chr10	95312391	95312541	id-13684	1	+	NA	NONE	26
chr10	95314648	95314798	id-13685	1.48e-06	+	ATGGTCACTGTAGCCAATGACACCAGGGGGCAGTG	V_CTCF_BR	40
chr10	95356433	95356583	id-13686	1	+	NA	NONE	20
chr10	95440293	95440443	id-13687	1.83e-05	-	ATGTTAATATAATATTTGGACAGGAGAGGGCTCTC	V_CTCF_BR	37
chr10	95457101	95457251	id-13688	9.31e-05	-	ATTGCTGTGATCAGAATTGGGAGAAGGAGACAGTG	Upstream_CTCF	26
chr10	95462147	95462297	id-13689	4.65e-06	+	CTGCAGCGACGACCCACGGCCTGAGAGAGCCGCTG	UpstreamP1_CTCF	40
chr10	95505330	95505480	id-13690	2.11e-06	+	GCCCCAGTTATTCTGACAGCCTCAGGAGGGCGCTC	V_CTCF_BR	39
chr10	95506604	95506754	id-13691	5.12e-07	+	ATGTATGGGAAGCACCTGGCCTGCAGGGGGCCCAG	UpstreamP1_CTCF	37
chr10	95516946	95517096	id-13692	9.49e-08	-	GCCTGGAAGGAACTCCCTGCCAGCAGGAGGCGGCC	V_CTCF_BR	27
chr10	95535268	95535418	id-13693	4.3e-06	-	CCTGTGATACAGCGCCTGTCCTCTAGTGGACACTG	Upstream_CTCF	11
chr10	95543928	95544078	id-13694	7.27e-06	-	TTTCCAGGGCATGGAGGTCACACTAGGTGGCACTA	V_CTCF_BR	4
chr10	95573355	95573505	id-13695	7.07e-08	+	CAGACCAAGTCTGCTGTGGCCAACAGAGGGCAGCA	V_CTCF_BR	40
chr10	95575177	95575327	id-13696	1	+	NA	NONE	17
chr10	95576027	95576177	id-13697	3.97e-07	-	TGCTAATTGGAACCAGCTGCCACCAGGAGGCAGCC	V_CTCF_BR	40
chr10	95581255	95581405	id-13698	4.73e-07	+	ACTGCATTTCACTACACTGACAGAAGAGGGTGATC	Upstream_CTCF	39
chr10	95618918	95619068	id-13699	2.31e-06	-	CATTTAATATAAAATCTGCCCAGTAGGTGTCAGCA	Upstream_CTCF	38
chr10	95676440	95676590	id-13700	5.01e-06	+	GGCTTAGAGCTCAGTTTTACCAGTAGATGTCACTA	V_CTCF_BR	39
chr10	95677385	95677535	id-13701	3.5e-05	+	GACCAGGTTCTAACTTAGGCCTGTATGGGGCACTC	UpstreamP1_CTCF	2
chr10	95681221	95681371	id-13702	6.05e-06	-	TCTTGACCATAGCTCCACACCACAAGGGGGTGCTG	V_CTCF_BR	40
chr10	95737327	95737477	id-13703	1.99e-07	-	GTCAACCTGAGCTAAAGGACCAGGAGAGGGCAGCA	V_CTCF_BR	21
chr10	95752326	95752476	id-13704	1	+	NA	NONE	35
chr10	95753500	95753650	id-13705	5.93e-06	-	CTAGCGCCACCGCGGGCGGCCGGGCGGGGGAGCGG	Upstream_CTCF	7
chr10	95755752	95755902	id-13706	1	+	NA	NONE	4
chr10	95759223	95759373	id-13707	6.48e-05	+	ATGCAATGTTGGAATTGGTGAGAAAGAGGGCAGTG	UpstreamP1_CTCF	17
chr10	95798008	95798158	id-13708	1	+	NA	NONE	8
chr10	95801865	95802015	id-13709	1	+	NA	NONE	32
chr10	95813231	95813381	id-13710	1	+	NA	NONE	7
chr10	95836221	95836371	id-13711	1.11e-05	+	ATGGTTGTCTTTTTTCCTACCAGTAGGTGGAAATA	Upstream_CTCF	37
chr10	95848920	95849070	id-13712	3.4e-06	+	GCCTCTTAGGCAGAGAGCCCCAGGAGAGGGAAGCA	V_CTCF_BR	5
chr10	95954238	95954388	id-13713	1	+	NA	NONE	25
chr10	95985474	95985624	id-13714	7.84e-05	-	GCATTGAGTGCTGGCAGCAACCACAGAGGGCAGTG	V_CTCF_BR	35
chr10	95992539	95992689	id-13715	2.81e-05	+	GGAATCCTCTCTCCCTTTGCCACCAGGGAGCTCCA	V_CTCF_BR	6
chr10	96000904	96001054	id-13716	1	+	NA	NONE	3
chr10	96039961	96040111	id-13717	4.7e-08	+	CGTCCTTTCTCCTGCACCACCGGCAGGGGGCAGCA	V_CTCF_BR	39
chr10	96042499	96042649	id-13718	4.51e-05	-	ATGGCATTTACCTTCCTGACCGTTAGGAGCAGGGG	Upstream_CTCF	3
chr10	96074810	96074960	id-13719	1	+	NA	NONE	28
chr10	96080152	96080302	id-13720	3.8e-08	-	AAGTCAGAATAGATAACTGCCACCAGGTGGCGCCA	V_CTCF_BR	40
chr10	96109193	96109343	id-13721	1.55e-05	+	AAGCCTCCATGGACTTTCTCCACTAGATGCCAGTA	V_CTCF_BR	24
chr10	96122710	96122860	id-13722	1.26e-07	-	CAGGGCCGCGAGACAGTCACCGCGAGAGGGCGCGA	V_CTCF_BR	39
chr10	96199313	96199463	id-13723	5.74e-05	+	CTTCTACCCGATCCACTCTGCAGCAGCTGGAAACC	UpstreamP1_CTCF	25
chr10	96204179	96204329	id-13724	2.33e-07	-	TAGCAAGACCACCGTTTTGCCTCTAGAGGGCGAAC	UpstreamP1_CTCF	40
chr10	96259949	96260099	id-13725	2.27e-06	-	ACTCCAAACTTTCCCACGGACACTAGGGGGCAATC	V_CTCF_BR	40
chr10	96389884	96390034	id-13726	3.6e-07	+	GTGGCAATATACTAAATTACCACGAGGTGGCATAA	Upstream_CTCF	40
chr10	96399783	96399933	id-13727	1.04e-06	+	GTTGTAGCAGCCTTGCTGAGCTGCAGGGGGCTCCA	Upstream_CTCF	10
chr10	96437554	96437704	id-13728	2.55e-06	-	GAGGTAGTTCTGCTCAGCAGCCACAGGGGGCAAAA	Upstream_CTCF	30
chr10	96650497	96650647	id-13729	2.46e-06	-	AAGTAGCTCTGCTCAGCAGCCACAAGGGGCTGAAA	UpstreamP1_CTCF	7
chr10	96723691	96723841	id-13730	2.33e-07	+	GTGCAGTTTGACATACATGTCAGTAGATGGCACTT	UpstreamP1_CTCF	40
chr10	96892792	96892942	id-13731	3.18e-06	+	CATGGAGAGAATTCCCATCCCACTAGGTGGCGCTG	V_CTCF_BR	40
chr10	96935978	96936128	id-13732	1.38e-07	-	ATGCACTTACACTCTAGGGTCACAAGCTGGCACTG	UpstreamP1_CTCF	17
chr10	96943448	96943598	id-13733	5.72e-09	+	GAACCCGGGCCCCGCCGCCCCAGCAGGGGGCAGCA	V_CTCF_BR	39
chr10	96961583	96961733	id-13734	4.7e-06	+	CTAGCCTCTCAAGATCTAGCCACTTGAGGGTGCTG	V_CTCF_BR	37
chr10	96968572	96968722	id-13735	1	+	NA	NONE	37
chr10	96985001	96985151	id-13736	3.4e-06	-	ATTGCAATATTTCCTTCTTCCCCTGGAGGCAGGAG	Upstream_CTCF	18
chr10	96990891	96991041	id-13737	1	+	NA	NONE	2
chr10	96993616	96993766	id-13738	1.55e-05	+	GAAAAGCATAAAGTTCTGTACTGCAGATGGCAGTC	V_CTCF_BR	1
chr10	96996603	96996753	id-13739	1.13e-05	+	CTGTGATGTCAGCAACCAGCCTGAAGAGGGACTTA	UpstreamP1_CTCF	14
chr10	97002899	97003049	id-13740	6.43e-06	-	GAGAGAAAAAACCTTGAAGCCAACAGGTGGCACTG	V_CTCF_BR	40
chr10	97006388	97006538	id-13741	2.18e-07	+	TCACAGAATAAGAACATGGCCACAAGGGGGAGCTC	V_CTCF_BR	40
chr10	97044709	97044859	id-13742	5.68e-06	+	TTTGGACTTAGCTTGGCTACCGCAAGGTGGAACTG	V_CTCF_BR	2
chr10	97049471	97049621	id-13743	5.98e-05	-	CACCCATGGCCACTCCTTGCCTGTAGGCGGCACAT	UpstreamP1_CTCF	34
chr10	97050627	97050777	id-13744	2.39e-05	+	CGGCTGTGGCGGGCGACGACCCGCGGGGACAGACG	UpstreamP1_CTCF	36
chr10	97087281	97087431	id-13745	1	+	NA	NONE	8
chr10	97096591	97096741	id-13746	3.16e-05	+	GAAGCTATCTTGGTGGATGCCTGAAGATGGCGTGT	Upstream_CTCF	9
chr10	97123179	97123329	id-13747	1.57e-08	-	AGAGCTTTACTCTATTTGACCAGCAGGTGGCACTC	Upstream_CTCF	38
chr10	97134488	97134638	id-13748	3.09e-07	+	ATGCGTCCCTCTCCACTGGTCACTAGGTGGCGCTG	V_CTCF_BR	40
chr10	97149854	97150004	id-13749	1.83e-05	+	GGTGTCTTGAGTGACATCACCGAGAGGTGGCAGTG	V_CTCF_BR	7
chr10	97151844	97151994	id-13750	1	+	NA	NONE	29
chr10	97190244	97190394	id-13751	3.55e-08	+	CGTCAATGCCACACTGTAACCACTAGAGGGAGCTC	UpstreamP1_CTCF	40
chr10	97205730	97205880	id-13752	6.62e-09	-	TTGCAGTTGTGTCATTTTGCCACTAGATGGTACAC	UpstreamP1_CTCF	40
chr10	97216490	97216640	id-13753	1	+	NA	NONE	11
chr10	97227092	97227242	id-13754	1	+	NA	NONE	18
chr10	97239817	97239967	id-13755	2.66e-05	+	GGGGAGGCAGTGATGGCAGCCAGGAGGGGACGGGC	V_CTCF_BR	10
chr10	97240935	97241085	id-13756	1.1e-05	-	TGTGGCCTGGATGTGTAGGGCGGCAGGTGGAGCTA	V_CTCF_BR	2
chr10	97262298	97262448	id-13757	1	+	NA	NONE	2
chr10	97318784	97318934	id-13758	2.81e-05	-	TGGATGTGGAGATAGATTTGCTGTAGAGGGCACTC	V_CTCF_BR	4
chr10	97321045	97321195	id-13759	1	+	NA	NONE	1
chr10	97360179	97360329	id-13760	9.66e-05	-	GCTTCAAAACTCTTCACCACCACAGGGGGCATAGC	Upstream_CTCF	13
chr10	97361005	97361155	id-13761	2.78e-06	-	TGGCCCCAGGATTCCTCTAACGCTAGAGGGCAGTC	V_CTCF_BR	40
chr10	97448535	97448685	id-13762	2.77e-07	+	CTGTGATGCTGTCCCCTGCCCAGAAGATGGCAGGT	UpstreamP1_CTCF	17
chr10	97453381	97453531	id-13763	1	+	NA	NONE	8
chr10	97453864	97454014	id-13764	3.47e-07	+	AAGCCCTTGCGCCTTCCTTCCGCTAGGTGGCGGTA	UpstreamP1_CTCF	40
chr10	97488440	97488590	id-13765	8.02e-05	+	ACTTGAGCTCCCCACAATGGCAACAGAAGGTAGCT	Upstream_CTCF	10
chr10	97501595	97501745	id-13766	1	+	NA	NONE	20
chr10	97601793	97601943	id-13767	4.41e-06	-	TCAGTGTTCAATAATTCTGCCACTGGATGGCGCAA	V_CTCF_BR	39
chr10	97606279	97606429	id-13768	3.45e-05	+	TACCAATAAGATGGTCCTGGGAGTAGGGGGCGCTG	V_CTCF_BR	2
chr10	97625087	97625237	id-13769	6.49e-06	-	GGTTCTCTATTCCTGGATACCTGCAGGTGGTGCTA	Upstream_CTCF	40
chr10	97666818	97666968	id-13770	1	+	NA	NONE	39
chr10	97667268	97667418	id-13771	4.17e-05	-	GCTGCGGGGCGCCGTTGTGGCAAGAGCGGTCGCCC	Upstream_CTCF	34
chr10	97748593	97748743	id-13772	8.21e-05	-	CTATGCTAGGCACTAAGGATCTGTAGATGTCGCCC	V_CTCF_BR	9
chr10	97777079	97777229	id-13773	1.12e-08	+	CCTGCCGTAGTTGTAAGTGCCACTAGATGGCAGTA	Upstream_CTCF	38
chr10	97785475	97785625	id-13774	4.3e-06	-	CCTGCTATGTGAGTGTGAGCCACTGGAGGCAGTCA	Upstream_CTCF	40
chr10	97803251	97803401	id-13775	9.66e-05	-	GCCGCCCATTGTTAAAGGACCGGCAGGCGGCTCCG	Upstream_CTCF	34
chr10	97806925	97807075	id-13776	1	+	NA	NONE	19
chr10	97890362	97890512	id-13777	1	+	NA	NONE	25
chr10	97930082	97930232	id-13778	1	+	NA	NONE	1
chr10	97989399	97989549	id-13779	7.99e-11	+	TGTGCACGCGCGTGCGCAGCCAGCAGGGGGCGCAG	V_CTCF_BR	40
chr10	98053143	98053293	id-13780	3.56e-05	-	ATGGGAGTTCTACTTGTCACCATTTGGTGTCAGTA	Upstream_CTCF	38
chr10	98077306	98077456	id-13781	5.13e-05	-	AAGGACATTAATTTCTCATTCACTAGGTGGAGCCC	V_CTCF_BR	9
chr10	98081695	98081845	id-13782	1.03e-06	+	GGTCTGATTTCCCTCAGTTCCACCTGGGGGCGCCA	V_CTCF_BR	21
chr10	98094775	98094925	id-13783	2.38e-07	+	AATAGCAAATTGTTCCTTACCACTAGAGGGCACCA	V_CTCF_BR	40
chr10	98100168	98100318	id-13784	1.17e-05	-	CCAAGGATTCTTCTGTCAGCCATCAGAGGGCGCTC	V_CTCF_BR	40
chr10	98130438	98130588	id-13785	9.06e-08	+	CTGCAATTTGTCATTTCTGCCGACAGAGGGCGATA	UpstreamP1_CTCF	40
chr10	98134455	98134605	id-13786	9.71e-06	-	GGTGCGGCGCCCCTGGCGAGCGTTAGGGGACAGTC	Upstream_CTCF	14
chr10	98135189	98135339	id-13787	3.55e-08	+	TTGCCATTGCGAACATTTCCCAGCAGATGGCGGTC	UpstreamP1_CTCF	40
chr10	98155804	98155954	id-13788	9.49e-08	+	GGGGGAACAGCGCTTGCCACCACTAGGTGGCTCCG	V_CTCF_BR	40
chr10	98162314	98162464	id-13789	1.92e-05	-	GAGCACGTCTACTGCAGGACCAGTGGAGTCCGCCC	UpstreamP1_CTCF	4
chr10	98173347	98173497	id-13790	5.53e-08	-	CAGTACTTCCCAATGCACAGCTGCAGGGGGCGCCA	UpstreamP1_CTCF	31
chr10	98229994	98230144	id-13791	6.43e-06	+	TCCATCCTACCCCTGACAGCCTCATGGGGGAGCAG	V_CTCF_BR	40
chr10	98251186	98251336	id-13792	7.23e-07	+	CCTGCAACTGAGGGACTCATCACCAGGTGGTAGTG	Upstream_CTCF	38
chr10	98271080	98271230	id-13793	3.65e-07	-	ACACTGATGCTAAGAGTGGCCAGAAGAGGGCGATG	V_CTCF_BR	39
chr10	98273518	98273668	id-13794	1	+	NA	NONE	39
chr10	98274160	98274310	id-13795	8.59e-05	+	CCTAGTCGAGCCATGAAGGGCGCTTGCTGGCGGCA	V_CTCF_BR	38
chr10	98315884	98316034	id-13796	9.81e-06	-	TGCAGCTTCAGGATTAGTGACACTAGAGGGTGCTG	V_CTCF_BR	39
chr10	98330897	98331047	id-13797	8.33e-05	+	GAGGCACTACAGACCTCAAAAGCTAGGGGGACAGA	Upstream_CTCF	11
chr10	98346294	98346444	id-13798	9.29e-06	+	CCTGCTCCGCCAGGCCCAACCGGAAGGAGTCCTCG	Upstream_CTCF	24
chr10	98386696	98386846	id-13799	1	+	NA	NONE	33
chr10	98400727	98400877	id-13800	7.49e-07	-	CTTTAGTTTAGATATGCTGCCACCAGGTGGTAACT	UpstreamP1_CTCF	39
chr10	98402839	98402989	id-13801	5.65e-05	+	ATGGATAGGATGATGGGCAAGGCTAGGGGGCGCCA	V_CTCF_BR	40
chr10	98403809	98403959	id-13802	5.01e-06	-	CTCATAGATTTTCCAAACGCCCCCAGGGGGCAGTG	V_CTCF_BR	13
chr10	98451062	98451212	id-13803	1	+	NA	NONE	10
chr10	98479024	98479174	id-13804	4.14e-06	-	AAAAAGAAAATCTAGGTGGCCAGGAGAAGGCACTG	V_CTCF_BR	4
chr10	98479656	98479806	id-13805	1.97e-06	-	GTCTCCTGGGCTCCGTGGACCCACAGGGGGCGCTC	V_CTCF_BR	34
chr10	98481119	98481269	id-13806	5.98e-05	+	GTTCTCAACAATCCAGGGGCCAGAAGATGGACCCA	UpstreamP1_CTCF	11
chr10	98503878	98504028	id-13807	1	+	NA	NONE	36
chr10	98525525	98525675	id-13808	4.38e-09	+	CACGCACAGCAGGAGGCTGCCAGCAGGGGGCTCCA	V_CTCF_BR	40
chr10	98549507	98549657	id-13809	3.18e-06	+	TCCCTCTGGTGCAGGCTCACTACTAGGTGGCACTG	V_CTCF_BR	17
chr10	98561372	98561522	id-13810	1	+	NA	NONE	40
chr10	98590408	98590558	id-13811	1.73e-06	-	CTGAAACTTCCTTTTTTCGCCGCTAGGTGGTGGGT	UpstreamP1_CTCF	40
chr10	98592893	98593043	id-13812	8.34e-07	-	CTGCGGCTCCGGCCAATCCCCGGGAGGGGACGAGA	UpstreamP1_CTCF	4
chr10	98670384	98670534	id-13813	3.18e-06	+	CTGGAGAATATGGTAATAGCCAATAGGTGGCAGCA	V_CTCF_BR	40
chr10	98742036	98742186	id-13814	3.36e-07	+	CCTTCCTGAAGAGGACCTGCCAGAAGGTGGCTCCA	V_CTCF_BR	6
chr10	98760239	98760389	id-13815	9.55e-09	+	AGGGTCCGACCCTCCCTGGCCAGCAGGAGGCGGCA	V_CTCF_BR	21
chr10	98781745	98781895	id-13816	4.51e-05	+	AATGCACTGCCTCCAGTGTGCATGGGGAGAAAGCA	Upstream_CTCF	6
chr10	98785508	98785658	id-13817	6.8e-06	-	GATTCTGTGACTTGTAAGACAGCCAGGGGGCGCTA	Upstream_CTCF	40
chr10	98795412	98795562	id-13818	4.5e-06	-	GGGGCTAGACCCAGGAGTGCCGACAGGTGGCCAGC	Upstream_CTCF	2
chr10	98797215	98797365	id-13819	5.93e-10	+	ATGTAATTGCCAATCGTGGCCACTAGGTGGCAAAA	UpstreamP1_CTCF	40
chr10	98819412	98819562	id-13820	2.17e-08	+	TGTGCAGTCTGAGGGCTGGGCAGGAGGGGGCACTC	Upstream_CTCF	25
chr10	98827962	98828112	id-13821	1.65e-07	-	GTGCCTTGCAGATGTATGGCCAGGAGGGGGAGGGC	UpstreamP1_CTCF	26
chr10	98832715	98832865	id-13822	6.47e-10	+	TCTGTTGTTTCAAGCTTTCCCACGAGGGGGCGCCA	Upstream_CTCF	40
chr10	98841489	98841639	id-13823	1.73e-05	+	CCAGAGGAGCTACGAGGAACCACAAGGAGTCGCTG	V_CTCF_BR	39
chr10	98861093	98861243	id-13824	1	+	NA	NONE	18
chr10	98877254	98877404	id-13825	2.11e-06	-	ATTTACCCCTGGTACACTGTCACCAGGTGGCAGTA	V_CTCF_BR	38
chr10	98898057	98898207	id-13826	1.56e-06	+	CCTGCATTCACCTCCACTATCAACAGATGGCGCTT	Upstream_CTCF	25
chr10	98930147	98930297	id-13827	7.46e-06	+	CTCTAGGACCATGGCTCTGCCAGGAGGTGGTGTCC	UpstreamP1_CTCF	5
chr10	98939720	98939870	id-13828	2.4e-05	-	CCCAGGCTGCCCGAGGCTGCCAGCAGGGGCGGCCG	V_CTCF_BR	30
chr10	98945485	98945635	id-13829	3.03e-05	-	GGAGCAAGGTGCCTCCCAGCCCGCAGGGGCGCCGC	Upstream_CTCF	6
chr10	98956457	98956607	id-13830	2.04e-05	+	GCTGCCCCAAGGTCACAGAACTGCTGGGGGCAGAG	V_CTCF_BR	39
chr10	98970359	98970509	id-13831	4.89e-09	-	CCTGTAATCACCATTTCTACCACTAGATGGCGCAG	Upstream_CTCF	40
chr10	98982153	98982303	id-13832	1	+	NA	NONE	3
chr10	98994276	98994426	id-13833	3.79e-08	-	ATGTAGTGAAGGAATATTGCCATCAGGTGGCAGTA	UpstreamP1_CTCF	40
chr10	99003754	99003904	id-13834	2.53e-05	+	GTATGGTGCTGGGTCTCCTCCTGGTGAGGGCAGGA	V_CTCF_BR	4
chr10	99038353	99038503	id-13835	1.48e-06	+	TATACAATTACCACTTTTACCACTAGATGGAACCC	Upstream_CTCF	40
chr10	99052000	99052150	id-13836	1.22e-07	-	CTGCGCTGGCTGCAGACGTCCAGCTGGGGGTGGCA	UpstreamP1_CTCF	35
chr10	99079927	99080077	id-13837	4.71e-06	+	CCTGCAGTGACCCTGGCGCCTCCGGGAGGGCGCAG	Upstream_CTCF	26
chr10	99092781	99092931	id-13838	1	+	NA	NONE	37
chr10	99093238	99093388	id-13839	1	+	NA	NONE	31
chr10	99115528	99115678	id-13840	1.83e-05	-	TGAAAGGAACCACACTCGGCCCAGAGGTGGCACTG	V_CTCF_BR	40
chr10	99116348	99116498	id-13841	1.5e-05	+	ACTGCACACTGTTCTTACCCCTGGAGGGGGCAGAC	Upstream_CTCF	8
chr10	99160824	99160974	id-13842	1.38e-06	+	TGCGGGCGGCCTGACGGTGGCGGCAGATGGCGGGG	V_CTCF_BR	34
chr10	99167012	99167162	id-13843	4.59e-07	+	GGTCAGTGGTGCATCTTTGCCACCAGAGGGAGTGC	UpstreamP1_CTCF	40
chr10	99167299	99167449	id-13844	7.46e-06	+	AGGCATCTGCTCAGAGCCTCCTCCAGGAGGCGTGC	UpstreamP1_CTCF	31
chr10	99178856	99179006	id-13845	2.67e-06	+	CCAGCTCCAGCTCTGTTTACCTGCAGATGGCGACT	Upstream_CTCF	28
chr10	99185783	99185933	id-13846	5.21e-08	-	CCTGGCGCTGCGGCCCCCGACAGGAGGGGGCGCGC	V_CTCF_BR	40
chr10	99202941	99203091	id-13847	1.47e-05	-	AACAGAGTCCCAGTTACTGCCAGATGTGGGAGCTA	V_CTCF_BR	14
chr10	99205661	99205811	id-13848	1	+	NA	NONE	32
chr10	99223495	99223645	id-13849	7.62e-07	+	AGGGTGGTGCTGTTCAACACCAGCAGAGGGCAAAG	Upstream_CTCF	40
chr10	99259093	99259243	id-13850	2.78e-06	+	CCGATGGGCTGCTCCGCAGCCAGAGGGGGCCGCTC	V_CTCF_BR	19
chr10	99294648	99294798	id-13851	9.55e-09	+	TGTTGAAAGCCCTCATTGGCCAGGAGGGGGCGGCC	V_CTCF_BR	40
chr10	99299813	99299963	id-13852	5.38e-05	+	ATCTGGATCCTGTTACCCTCCTATAGAGGGAGCAA	V_CTCF_BR	31
chr10	99300674	99300824	id-13853	9.81e-06	+	TTGTCAGCTGCGTGTGTGTCCACTAGGGGTTGGTC	V_CTCF_BR	31
chr10	99313371	99313521	id-13854	1.22e-08	-	TCATCACTGCACCTCAGAGCCAGCAGAGGGCAGCC	V_CTCF_BR	40
chr10	99332106	99332256	id-13855	1.85e-08	+	GAGCAGGGTTTCCAGGCATCCAGCAGGTGGCACTG	UpstreamP1_CTCF	40
chr10	99355987	99356137	id-13856	1.39e-05	-	GCTGGTCAGTTCCAGGGGCCCTACAGGTGGAGCTG	V_CTCF_BR	18
chr10	99372320	99372470	id-13857	8.97e-05	-	TCTAGAATGTAACATTTATCCACCAGGTGTCATTA	Upstream_CTCF	36
chr10	99393843	99393993	id-13858	5.74e-05	-	TAGCTGTGACTACAGGCACCCACCACTAGGCTGGG	UpstreamP1_CTCF	30
chr10	99419565	99419715	id-13859	1	+	NA	NONE	7
chr10	99436533	99436683	id-13860	6.2e-10	+	TAGTGGTTCCTCCTCTTGGCCACCAGAGGGCAGCC	V_CTCF_BR	40
chr10	99443848	99443998	id-13861	1.28e-06	-	GCCCCGGGCTTGGTCATTGCCAGCTGAGGTCACTA	V_CTCF_BR	27
chr10	99445484	99445634	id-13862	3.29e-05	-	GGCCCAGTTCCTTTCTCCACCTCCAGGGGCATGGA	Upstream_CTCF	39
chr10	99448163	99448313	id-13863	5.67e-06	+	GCTGCAGTTTGGAACTTGGATTGGAGGGGGCAGGA	Upstream_CTCF	10
chr10	99449602	99449752	id-13864	1	+	NA	NONE	1
chr10	99461281	99461431	id-13865	8.21e-06	+	AACACAATGCTCAGCTTTGTCAGTAGAGGGAGCTA	V_CTCF_BR	40
chr10	99469362	99469512	id-13866	2.78e-06	+	AGAGGCTGGAAGTTTATGTTCACCAGGTGGCGCTC	V_CTCF_BR	40
chr10	99473915	99474065	id-13867	5.92e-05	+	CCGCCACCGGCATCATGAGCGACCAGATGCAGCGC	V_CTCF_BR	36
chr10	99482879	99483029	id-13868	2.77e-07	-	GAGCACTGCCTTCAGGCATCCTGGAGATGGCAGCA	UpstreamP1_CTCF	10
chr10	99491628	99491778	id-13869	8.81e-07	-	ATGTCTAAGCATGCCTCCTCCACCAGATGGCTCCC	V_CTCF_BR	40
chr10	99500361	99500511	id-13870	2.68e-05	+	GGAGCATTGGACTTAAAAGCCCCCAGGAGCCTGCA	Upstream_CTCF	3
chr10	99519288	99519438	id-13871	1.21e-10	+	AGGGCTGGGCAGGCAGTAGCCACCAGAGGGCAGCA	V_CTCF_BR	40
chr10	99530779	99530929	id-13872	7.73e-06	+	CCAGAGGGAAGGTCTGGAGCCGCCGGGAGGCACTA	V_CTCF_BR	4
chr10	99531342	99531492	id-13873	1	+	NA	NONE	6
chr10	99542358	99542508	id-13874	1	+	NA	NONE	16
chr10	99548736	99548886	id-13875	2.8e-05	+	CCTGCAGAGTTCTCGGGTTGATCTAGGGGGCAGAA	Upstream_CTCF	11
chr10	99551849	99551999	id-13876	6.97e-10	+	ATGCACTTGTCTGCTTCCGCCAGCAGAGGGAGCAG	UpstreamP1_CTCF	40
chr10	99555774	99555924	id-13877	3.18e-06	-	GGAAAGAACACCTGGATTGCTGGCAGGGGGCGCTG	V_CTCF_BR	11
chr10	99581594	99581744	id-13878	1.15e-06	-	TGTGTACTGCTCTCCGCCTCCGCCAGGAGCCCAGC	Upstream_CTCF	2
chr10	99587487	99587637	id-13879	8.19e-06	-	TGGTCATGGCCCAGCCACACCAGCGGGGGGGGCTG	UpstreamP1_CTCF	6
chr10	99628291	99628441	id-13880	6.43e-06	-	CCCACACACGGCCCAGGTTCCAGCAGAGGGAGTGA	V_CTCF_BR	9
chr10	99629309	99629459	id-13881	4.5e-06	-	AGTGCAGTGCATAATCCTGCCACTCAGTGGCACCT	Upstream_CTCF	40
chr10	99648466	99648616	id-13882	1	+	NA	NONE	25
chr10	99663571	99663721	id-13883	6.04e-07	-	CAGCTGCCCCTAAAGACAAACAGCAGATGGCAGGC	UpstreamP1_CTCF	11
chr10	99674612	99674762	id-13884	2.5e-09	+	CCGAGAGCTGGCATGGTGGCCACTAGATGGCACTG	V_CTCF_BR	40
chr10	99703147	99703297	id-13885	3.41e-07	-	GAGGAAATGCCCCAAGTGGCCACAAGATGGAATTA	Upstream_CTCF	7
chr10	99760349	99760499	id-13886	2.72e-05	-	TCGCTCTTCTAGCCAGACACCTGTGGCTGGTGGCG	UpstreamP1_CTCF	0
chr10	99773012	99773162	id-13887	1.84e-07	+	TCTGCAATTTGGGTCACGGCCACCAGGGAGGCTGG	Upstream_CTCF	15
chr10	99788048	99788198	id-13888	9.55e-09	-	GGAGCAGACTCCTTGGTGTCCAGTAGGGGGCGCCA	V_CTCF_BR	40
chr10	99801314	99801464	id-13889	8.61e-08	-	GTCACCACCACCAAGAAAGCCACCAGGTGGCGGTC	V_CTCF_BR	40
chr10	99805649	99805799	id-13890	9.38e-09	-	ATGTATTGGCTGCCCTCAGCCAGCAGGGGGAGCAC	UpstreamP1_CTCF	40
chr10	99867530	99867680	id-13891	2.27e-06	-	AAACTGTCCCTCCCTCTATCCTGCAGAGGGTGCCC	V_CTCF_BR	6
chr10	99930386	99930536	id-13892	9.38e-09	+	TAGTAGTGACACATTTTGGCCACCAGAGGGTGAAG	UpstreamP1_CTCF	40
chr10	100002702	100002852	id-13893	1.38e-07	+	CTGCTATATTCAGATAATGCCACAAGATGGTGCCC	UpstreamP1_CTCF	38
chr10	100022406	100022556	id-13894	3.18e-06	+	TTACCATCTCCTTGCCATCCCACTAGGTGGCACCA	V_CTCF_BR	39
chr10	100049574	100049724	id-13895	1	+	NA	NONE	3
chr10	100056464	100056614	id-13896	5.01e-06	+	GTCTACAAGTCTCTGCAGGCCAGCAGAGGTCACTT	V_CTCF_BR	23
chr10	100068555	100068705	id-13897	1.9e-06	+	ACGGTAATGCTATAAATATCCACAAGGTGACAACA	Upstream_CTCF	16
chr10	100069433	100069583	id-13898	1.56e-06	-	AAGGCTGGTTCAGGGGTGGCCATAAGAGGGCGGAA	Upstream_CTCF	40
chr10	100072583	100072733	id-13899	8.52e-08	-	GTGTAGCCACAGCTCATGGCCAGCAGGGTGTGGTG	UpstreamP1_CTCF	9
chr10	100091774	100091924	id-13900	3.63e-06	-	TTCCTGGCATTCTCCACCTCCAGTAGGGGGCATCA	V_CTCF_BR	40
chr10	100098325	100098475	id-13901	1	+	NA	NONE	10
chr10	100100822	100100972	id-13902	7.6e-05	+	GTGCTGATAAGCAGAGCTGCCTGAAGGTGGGCTGG	UpstreamP1_CTCF	22
chr10	100109463	100109613	id-13903	1	+	NA	NONE	11
chr10	100121243	100121393	id-13904	1	+	NA	NONE	9
chr10	100148137	100148287	id-13905	2.97e-06	+	GAAGAGGGAGACTACATGGCAGCCAGGGGGAGCCA	V_CTCF_BR	22
chr10	100154336	100154486	id-13906	4.17e-05	-	TTTGTGCTGACAGCCCAATCCGAGAGGTGGCAGTC	Upstream_CTCF	29
chr10	100161789	100161939	id-13907	1.09e-06	+	TTGCAGTGCAACTATGGCATCGCTAGGGGACGGGA	UpstreamP1_CTCF	0
chr10	100175340	100175490	id-13908	1.08e-05	+	GAGTGGTGATGCCTCTACGCCCACAGGAGGCGCCC	UpstreamP1_CTCF	11
chr10	100183524	100183674	id-13909	5.08e-07	+	CTGTGGTCAGAAAGTTCAGCCGGTAGATGGCGCAG	V_CTCF_BR	25
chr10	100185565	100185715	id-13910	1.51e-08	+	AGGCAGTACATGGTGTGGGGCACTAGGGGGCAGTA	UpstreamP1_CTCF	40
chr10	100202798	100202948	id-13911	1	+	NA	NONE	0
chr10	100206595	100206745	id-13912	1.85e-05	-	CCGGAAGCGCGCCCGGGCTCCTGCAGGCGGGGCGC	Upstream_CTCF	18
chr10	100227299	100227449	id-13913	4.31e-07	+	CAGTGTGCTTTCCTAGGGGCCACTAGAGGTCACTC	V_CTCF_BR	40
chr10	100227973	100228123	id-13914	6.05e-06	-	GGGGTACCAGGCGACACCACCTGCAGGGGCCACTT	V_CTCF_BR	11
chr10	100245742	100245892	id-13915	1	+	NA	NONE	10
chr10	100247581	100247731	id-13916	3.24e-06	-	GTTGCAGGGCTCCTCCATGTCAACAGGTGTCAGTG	Upstream_CTCF	10
chr10	100296445	100296595	id-13917	1	+	NA	NONE	12
chr10	100337472	100337622	id-13918	8.98e-06	-	TGTCAATGTCAGTGAGATCCCAGCAGGAGGCAACA	UpstreamP1_CTCF	19
chr10	100424314	100424464	id-13919	4.34e-07	-	TTGTAATTTGGATTACCATCCAGTAGATGGCGCCT	UpstreamP1_CTCF	40
chr10	100436792	100436942	id-13920	1.56e-05	+	GCTATACTTGTAGAAGTGGTCACTAGAGGGAGAAA	Upstream_CTCF	22
chr10	100505529	100505679	id-13921	1.04e-05	+	TCTGTGAAACACTAGGGTTCCACAAGAGGTCACCA	V_CTCF_BR	17
chr10	100508167	100508317	id-13922	8.03e-07	+	AGATTACTTTCTACTCCCTCCACCAGAGGGGGCCA	Upstream_CTCF	37
chr10	100550709	100550859	id-13923	1.52e-07	+	TGTGATAGGGCATGCTTTGCCACAAGATGGCACTC	V_CTCF_BR	37
chr10	100598547	100598697	id-13924	2.47e-07	+	CTCCTGTGCTCTCAGCTGACCTCTAGGAGGCAGTT	UpstreamP1_CTCF	6
chr10	100612570	100612720	id-13925	3.48e-06	+	GAGCTCTTATATACACCTGCCACTAGGGGCTTGCT	UpstreamP1_CTCF	29
chr10	100618421	100618571	id-13926	3.84e-06	+	TGGTTGTGGATAAGACCAACCAGCAGATGGGGCTG	UpstreamP1_CTCF	30
chr10	100621649	100621799	id-13927	1	+	NA	NONE	4
chr10	100676621	100676771	id-13928	2.31e-06	-	ATAGCAGCCTCATTTCCTCCCAGTAGGAGGCATGG	Upstream_CTCF	14
chr10	100778785	100778935	id-13929	1	+	NA	NONE	1
chr10	100802589	100802739	id-13930	3.67e-07	-	GTGTTGTTTGGACTGTGATCCAGTAGATGGCGCTT	UpstreamP1_CTCF	40
chr10	100932015	100932165	id-13931	1.38e-06	-	TGTAGGTCCCCTGAGGCTGCCACTAGGAGGCTCCA	V_CTCF_BR	39
chr10	100932816	100932966	id-13932	2.6e-05	-	CTGCAGTATAAAGCTCAAACCACAAGGGCACTTAC	UpstreamP1_CTCF	3
chr10	101006606	101006756	id-13933	3.65e-07	-	GGAATTTCAAACATTTCCACCAGCAGATGGCACTC	V_CTCF_BR	39
chr10	101036743	101036893	id-13934	8.91e-07	-	CCTGTAATTAGATAAAAACCCACAAGATGGCAGTC	Upstream_CTCF	38
chr10	101056915	101057065	id-13935	1.56e-06	-	GTGGTAACCCACCGGGCTGCCAGCAGGAGGGGCGG	Upstream_CTCF	13
chr10	101066804	101066954	id-13936	1	+	NA	NONE	3
chr10	101075729	101075879	id-13937	7.73e-06	-	AGCGCGGAGCCGCCGGCACCCAACAGTGGGCTGAG	V_CTCF_BR	0
chr10	101088666	101088816	id-13938	2.4e-05	+	CTCCAGAATATTCTTTTGACCAGAAGGGGGAATGC	V_CTCF_BR	19
chr10	101089882	101090032	id-13939	1.43e-05	+	ACAGCGGCTCGGCCGCCGAGCAGGAGCAGGCGCGC	Upstream_CTCF	5
chr10	101120820	101120970	id-13940	2.15e-05	-	AGGCCTGGGGCTCAATACGACAGTAGGTGGCATCC	V_CTCF_BR	11
chr10	101130786	101130936	id-13941	4.71e-06	-	AATGCAAATAAATCACAGCCCTCTAGGGGGCATAA	Upstream_CTCF	40
chr10	101131191	101131341	id-13942	1	+	NA	NONE	3
chr10	101152328	101152478	id-13943	1.64e-11	+	GGTGCAATTCCAAGCATAACCACCAGATGGCAGAG	Upstream_CTCF	40
chr10	101156476	101156626	id-13944	1	+	NA	NONE	3
chr10	101165996	101166146	id-13945	1	+	NA	NONE	12
chr10	101171890	101172040	id-13946	2.39e-05	-	TTGCTGATTTCCCCTCACTCCACTAGAGGTCCTGA	UpstreamP1_CTCF	19
chr10	101193267	101193417	id-13947	1	+	NA	NONE	38
chr10	101195875	101196025	id-13948	8.21e-06	+	AATAATATTTCAACATTGAGCAGTAGAGGGCAGCA	V_CTCF_BR	40
chr10	101202264	101202414	id-13949	1	+	NA	NONE	3
chr10	101244526	101244676	id-13950	1	+	NA	NONE	8
chr10	101245072	101245222	id-13951	5.96e-07	+	CTACCGCCACTAGAAAAGGCCTCCAGGTGGAGCCC	V_CTCF_BR	28
chr10	101282693	101282843	id-13952	1.85e-05	+	TCGGGGTTGCAGATACCGCCCAGGAGGAGGCGAGC	Upstream_CTCF	8
chr10	101296676	101296826	id-13953	1	+	NA	NONE	7
chr10	101307838	101307988	id-13954	3.4e-06	-	GTTGTGCATCCCATGGTCATCACTAGAGGGCAGAG	V_CTCF_BR	39
chr10	101313294	101313444	id-13955	4.04e-08	-	CAGCAGCCCTGGCAAACGAACACCAGAGGGCTGTC	UpstreamP1_CTCF	21
chr10	101320400	101320550	id-13956	1.99e-07	+	TGAACATTGTAGAGAACAACCACTAGGGGGCGCAC	V_CTCF_BR	40
chr10	101372108	101372258	id-13957	1.75e-07	-	ATTCTGTTACCTTGTTTTACCACTAGAGGGTGCTC	UpstreamP1_CTCF	40
chr10	101390315	101390465	id-13958	1.1e-05	+	ATAGGCTAAAAGCCATGACTCAGCAGGGGGCAGCA	V_CTCF_BR	39
chr10	101418947	101419097	id-13959	9.84e-06	-	GCGTCGTACCGAGGCTCCGCCTGCAGGGCCCGCGG	UpstreamP1_CTCF	35
chr10	101419238	101419388	id-13960	1.63e-05	+	GGAGCAGCTCGGGACTGAACCGAGAGGTGCCGAAG	Upstream_CTCF	7
chr10	101442638	101442788	id-13961	2.31e-06	-	GAGGTAATACCGAACAGTGCCAGGAGGTGAGGCAA	Upstream_CTCF	31
chr10	101458369	101458519	id-13962	4.7e-08	-	TGGCTGGTGTTGGAGCGAGCCAGCAGGGGGCTCAG	V_CTCF_BR	36
chr10	101469807	101469957	id-13963	1.97e-06	-	AGTGGAGAAGGAGGAGTGGCCACCAGAGGGTATAC	V_CTCF_BR	22
chr10	101471004	101471154	id-13964	4.41e-06	-	TCCTTAGTTAGTAACTGAGTCAGCAGAGGGCAGTA	V_CTCF_BR	38
chr10	101491652	101491802	id-13965	1.72e-06	+	GCTGCAGTGCGGTACCTGTGCTCTAGGCGCTGCCC	Upstream_CTCF	26
chr10	101492498	101492648	id-13966	1.96e-07	+	CTGCAGTTACCTGTAGCTGCCACGGCGGGGACGGG	UpstreamP1_CTCF	39
chr10	101559467	101559617	id-13967	3.81e-05	-	TGCTTTGGCCCTGTCTTTCCCTGCAGGTGGTTCAC	V_CTCF_BR	17
chr10	101605679	101605829	id-13968	2.46e-08	+	TGTGGCTGCCTGTATCTGACCACTAGGTGGCAGCA	V_CTCF_BR	40
chr10	101614733	101614883	id-13969	1	+	NA	NONE	38
chr10	101619517	101619667	id-13970	4.11e-07	+	TTGCAGTTCCAGCGAGCTCACAGGTGGTGGCGATG	UpstreamP1_CTCF	38
chr10	101666420	101666570	id-13971	2.53e-05	+	GGAAGTAGATCCCTGAGCCCCAGATGATGGCAGTC	V_CTCF_BR	26
chr10	101673659	101673809	id-13972	3.91e-06	+	CCTGCAGTGCCCAGAGCTGGCTGTGTGTGGAGGTG	Upstream_CTCF	15
chr10	101724656	101724806	id-13973	9.25e-06	-	AGAACCACTGATCTTTGTTCCAGCAGATGTCACCC	V_CTCF_BR	30
chr10	101733067	101733217	id-13974	5.37e-06	+	ATGTAGGCTTTTCAGAATGCCTGAAGAGGGCAGTA	UpstreamP1_CTCF	35
chr10	101769342	101769492	id-13975	2.19e-05	-	GCGCTGTGCTGCGCTCTGTGGGCCAGGAGCCCGCG	UpstreamP1_CTCF	40
chr10	101769827	101769977	id-13976	8.64e-05	+	GGCGTCGCTCCCAGAACGGCCACCGGGGAAACTGA	Upstream_CTCF	38
chr10	101770080	101770230	id-13977	1	+	NA	NONE	12
chr10	101779699	101779849	id-13978	1.97e-06	+	TCTTTGCCTCCTCCCTGAGACTGCAGGGGGAGGCA	V_CTCF_BR	30
chr10	101780505	101780655	id-13979	1	+	NA	NONE	4
chr10	101803243	101803393	id-13980	8.5e-06	+	GGTGCCATGCTCAGGCATGCCAGTAAGTGTCACCA	Upstream_CTCF	5
chr10	101805898	101806048	id-13981	6.2e-10	-	GTGCCACTGGCAAGGACTGCCACCAGAGGGCGCTC	V_CTCF_BR	40
chr10	101844713	101844863	id-13982	1	+	NA	NONE	5
chr10	101860415	101860565	id-13983	3.45e-05	-	TCCTGTGTTTTTGACTTGGGCAACAGGTGGTGCCA	V_CTCF_BR	38
chr10	101871609	101871759	id-13984	4.48e-07	+	CTTGTTGCCTCCGACCAGACCACCAGGTGGCCCTT	Upstream_CTCF	14
chr10	101900041	101900191	id-13985	1	+	NA	NONE	4
chr10	101904666	101904816	id-13986	1.04e-06	-	GCAGCATTATGCATAGTAGCCAGAAGGTGGACACA	Upstream_CTCF	5
chr10	101917857	101918007	id-13987	6.05e-06	+	CCCTTGCATAAAACTGAGACCTCTAGAGGGCTGCA	V_CTCF_BR	2
chr10	101945106	101945256	id-13988	1	+	NA	NONE	24
chr10	101988454	101988604	id-13989	4.43e-05	-	GATGGAGATGGGGGGCGCTCTAGTAGGTGGAGGAC	V_CTCF_BR	39
chr10	102000651	102000801	id-13990	1.69e-05	-	AATTAGTGGCACACTCCTGTCTCTAGGGGGAGCAC	UpstreamP1_CTCF	39
chr10	102046465	102046615	id-13991	1	+	NA	NONE	29
chr10	102056896	102057046	id-13992	2.94e-06	+	CTGGAAACTCCACCACCAGCCTATAGGGGGAGGGG	Upstream_CTCF	4
chr10	102063590	102063740	id-13993	1.28e-06	+	TGTCACATCTTCTGAGTAGCCACTAGGTGGTACTC	V_CTCF_BR	40
chr10	102098313	102098463	id-13994	1.76e-09	+	GGTGCTTTACCTACCAGGGCCACTGGGTGGCAGCA	Upstream_CTCF	40
chr10	102102227	102102377	id-13995	1.71e-06	+	GTGGAGAGACAGATGTCTGCCAACAGAGGGAGGTG	V_CTCF_BR	40
chr10	102109645	102109795	id-13996	4.43e-05	-	AACTCTGGGCTTCAGGAAACCTACAGGGGGTGCTG	V_CTCF_BR	8
chr10	102193658	102193808	id-13997	1	+	NA	NONE	39
chr10	102206240	102206390	id-13998	2.15e-05	-	GGTCACTGCAGCAAGGAGGCCTCCTGCTGGCAACC	V_CTCF_BR	15
chr10	102214536	102214686	id-13999	1	+	NA	NONE	12
chr10	102241318	102241468	id-14000	1	+	NA	NONE	17
chr10	102242463	102242613	id-14001	1.98e-08	+	CTGTAGCCGCGCAGAGCGGCCGCGGGGGGGCGCTG	UpstreamP1_CTCF	40
chr10	102268576	102268726	id-14002	8.13e-06	-	CAAGAGATATCAAACTTTACCACTGGAGGGCAATA	Upstream_CTCF	40
chr10	102276648	102276798	id-14003	3.88e-07	+	CTTCAGCTTCATGGTCTATCCTGTAGGTGGCAGAA	UpstreamP1_CTCF	36
chr10	102278612	102278762	id-14004	7.07e-08	-	AACATTAAAATGGCTGTGACCAGCAGGTGGCACTG	V_CTCF_BR	40
chr10	102279089	102279239	id-14005	4.51e-05	-	CCTGGCGCGCCGCGCTTCGGCGACAGCGGGAAAGA	Upstream_CTCF	16
chr10	102284526	102284676	id-14006	1.03e-06	-	ACAGTGATGACTTGGTCTGCCTCTAGGTGGCAGGG	V_CTCF_BR	31
chr10	102295469	102295619	id-14007	2.55e-06	+	GATGTAGAGCTGCATACTACCATTAGGAGGCGCAC	Upstream_CTCF	40
chr10	102321814	102321964	id-14008	8.89e-06	-	GCAGCAGGGACGGCACGTCCCAGGGGAGAGCGCGG	Upstream_CTCF	40
chr10	102322873	102323023	id-14009	4.48e-07	+	GCTGCCATGCTCAGTGAAGCCCCATGGGGGCAGCC	Upstream_CTCF	40
chr10	102329558	102329708	id-14010	5.68e-06	+	CTGAATGAGCTCCCCCCAGACTGTTGGGGGCGCTC	V_CTCF_BR	19
chr10	102374372	102374522	id-14011	9.84e-06	-	CCCCTTTTCCAGCCTACTTCCAATAGGGGGCACCT	UpstreamP1_CTCF	6
chr10	102393909	102394059	id-14012	8.03e-07	-	AGGGCTGTGGCCATCCTGGCCCTCAGGTGGAGGCA	Upstream_CTCF	5
chr10	102397657	102397807	id-14013	1.04e-06	+	TGTGTCCTGCCCGGGGCTACCACTAGGAGGCTAAT	Upstream_CTCF	40
chr10	102430861	102431011	id-14014	3.71e-10	+	GTGCCCGACACGCCGACGTCCACCAGGGGGCGGCC	V_CTCF_BR	39
chr10	102464995	102465145	id-14015	1	+	NA	NONE	19
chr10	102475402	102475552	id-14016	4.65e-05	-	CCTAGGCCCAGGGCGGCTGCCGACAGACGGCGCCG	V_CTCF_BR	0
chr10	102488857	102489007	id-14017	9.62e-05	-	GAGTGGAAGACTTCCCTGCCCACTAGGCGGCCCTG	UpstreamP1_CTCF	38
chr10	102489330	102489480	id-14018	5.96e-07	-	CCAGAACCGCGACCCAGCGCCAGCGGAGGGCGCAT	V_CTCF_BR	39
chr10	102503451	102503601	id-14019	2.83e-07	-	CAGTCTCTTCCTCTTGAGGCCTGCAGATGGCGCTC	V_CTCF_BR	40
chr10	102505422	102505572	id-14020	4.65e-05	-	CCCGGGGATGTCCGAGGTGGCGCCTGCGGGAGGGG	V_CTCF_BR	1
chr10	102519298	102519448	id-14021	1.93e-05	-	CTTGTTCTGTTCCCAGGTGGCAGCAGAGAGAAATC	Upstream_CTCF	15
chr10	102527005	102527155	id-14022	4.99e-07	+	GCAGCACCATGCCGTTTCTCCAGCAGGTGGACGTG	Upstream_CTCF	18
chr10	102547943	102548093	id-14023	2.1e-05	+	TGAGCAGCTCTGCTCCTGGCCGCCCGCGATCGCCT	Upstream_CTCF	3
chr10	102572891	102573041	id-14024	2.43e-06	-	CAGTGCGCGGCAGCAATGCCCACTAGAGGCCAGTG	V_CTCF_BR	24
chr10	102577359	102577509	id-14025	3.63e-05	-	GGCTTGCCTGCTCCAGGTTCCAGCAGAGGGGGCTG	V_CTCF_BR	26
chr10	102586790	102586940	id-14026	4.21e-05	-	GCCGCGCTGAGCCGCCGGCCAGCCAGGTGGCGTAC	V_CTCF_BR	28
chr10	102587665	102587815	id-14027	1.92e-06	-	CAGAAACATCCGGCGCGCGCCAGCAGGTCGCGCCC	UpstreamP1_CTCF	22
chr10	102589087	102589237	id-14028	7.55e-07	-	CGGGGCGCGCGGGGCACGCCCGCGAGGGGGCGAGC	V_CTCF_BR	3
chr10	102632121	102632271	id-14029	5.51e-07	-	AGTGGTTACAGTCGTCTTTCCAGCAGGGGGCGACC	V_CTCF_BR	39
chr10	102638329	102638479	id-14030	5.2e-08	-	CTGCAATCATTGGAGATGGCCACAAGATGTCAGCT	UpstreamP1_CTCF	40
chr10	102639613	102639763	id-14031	6.46e-07	+	GCTGTCTCCTGCCGCGGGGTCAGCAGAGGGTGCCA	V_CTCF_BR	16
chr10	102647777	102647927	id-14032	1.56e-06	+	TGTGCTATGTCTGCTCTGCCCCCTAGTTGGGGCTC	Upstream_CTCF	1
chr10	102648839	102648989	id-14033	2.5e-05	-	TATTAGTTCCTCCTATCAACCATGAGAGGGAGCTA	UpstreamP1_CTCF	38
chr10	102690168	102690318	id-14034	1	+	NA	NONE	32
chr10	102694145	102694295	id-14035	6.86e-07	-	TTTGTGCTGTTAAGCTCTGCCACTAGGAGGCAACA	Upstream_CTCF	38
chr10	102728966	102729116	id-14036	1.15e-07	+	GCACGGGGTGGCGAGGCCACCACCAGGGGGCGATT	V_CTCF_BR	40
chr10	102731274	102731424	id-14037	8.71e-06	-	CAGCCACCCACAGGCAGGGCCAGAGGGTGCCACTG	V_CTCF_BR	1
chr10	102745263	102745413	id-14038	1.93e-05	-	AAAGGGTGTTTATTAACCAACGGCAGGGGGAGGAG	V_CTCF_BR	4
chr10	102754119	102754269	id-14039	1.15e-06	+	TGTGCTTTTTCTTATTCATCCACCAGGTGTCTCCC	Upstream_CTCF	40
chr10	102757539	102757689	id-14040	5.21e-08	-	GCCCTCCTGCTCCGCCCCGGCTCCAGGGGGCGCTG	V_CTCF_BR	40
chr10	102758952	102759102	id-14041	1.09e-07	+	GGTGTGTTCTCCGAGCCGGCCGCCAGGTGGCGTCG	Upstream_CTCF	40
chr10	102766409	102766559	id-14042	7.15e-05	+	GACACCGCCAGGAAGCTGAGCAGCTGCGGGAGAAA	V_CTCF_BR	1
chr10	102771282	102771432	id-14043	9.26e-05	-	GGGCCTTCTACTTCTTTCCCCACTAGGGGCAGTTG	UpstreamP1_CTCF	40
chr10	102771901	102772051	id-14044	4.31e-07	+	TCCGGCCTGTCGAGGATGGCCAGCAGGGGCCTCAC	V_CTCF_BR	34
chr10	102772681	102772831	id-14045	2.83e-07	-	TGACTCAGTCTCCCTCTTGCCACGAGGGGGCGATG	V_CTCF_BR	39
chr10	102773001	102773151	id-14046	1.09e-06	+	GTGCCAGGCCCTGTACTGGCCAGCAGGGGCACAAT	UpstreamP1_CTCF	28
chr10	102774140	102774290	id-14047	3.95e-09	-	CCGGCAATGCAGGCTTTGGCCACGAGGTGGGGCTC	Upstream_CTCF	40
chr10	102776857	102777007	id-14048	1	+	NA	NONE	0
chr10	102778820	102778970	id-14049	3.09e-07	+	CCGACGGCAGGGAGCCCGAGCTGTAGGGGGCGCTG	V_CTCF_BR	40
chr10	102789396	102789546	id-14050	5.89e-08	+	GTTCAATCCCCTGCCTTGTCCACCAGGGGCTAGCA	UpstreamP1_CTCF	37
chr10	102791823	102791973	id-14051	7.11e-06	+	GCTGGGGGTCTGCTGAGGCCCGCCAGGGGACTGTA	Upstream_CTCF	4
chr10	102798336	102798486	id-14052	2.96e-05	+	CTGTCTCTCCACAGCGCCGCCCCTGGCTGGGGGCA	UpstreamP1_CTCF	12
chr10	102801066	102801216	id-14053	4.88e-08	+	GTGTAGGGAGCCTCATGCCCCAGCAGAGGGAGCTC	UpstreamP1_CTCF	39
chr10	102806707	102806857	id-14054	2.27e-05	+	GGGCCTTCAAGCGCCTCATCCAGGAGAAGGAGGGG	V_CTCF_BR	6
chr10	102807844	102807994	id-14055	2.02e-06	+	CTGCAGCGCCCCTCGCGCTCCGCAAGGTACCGGCT	UpstreamP1_CTCF	11
chr10	102810116	102810266	id-14056	1.12e-09	+	CCTGCAGCGCTCTCGGCCCCCACCGGGGGGCGCTT	Upstream_CTCF	40
chr10	102815264	102815414	id-14057	1.17e-05	-	TTTGCACACTGTGCGTCTACCTGTTGGGGGAGCTG	V_CTCF_BR	28
chr10	102819841	102819991	id-14058	1.99e-07	+	CTCGTCACGAACCACAAGCCCACCAGAGGGCGCTG	V_CTCF_BR	40
chr10	102822452	102822602	id-14059	1.46e-07	+	GGGCTGCGCTCCCTGCCGGCCAGAAGAGTGCGCCG	UpstreamP1_CTCF	39
chr10	102826374	102826524	id-14060	4.88e-06	-	ACGCGGTAGGAGCTATGGGCCCGCAGAGGGCGTCT	UpstreamP1_CTCF	40
chr10	102827715	102827865	id-14061	1.85e-07	-	GTGTCACTACCAGAAGGATCCACCAGATGGCACTC	UpstreamP1_CTCF	40
chr10	102833569	102833719	id-14062	3.36e-07	+	AAGCGTGACGCTTCCAGAGCCACAAGAGGGAGCAG	V_CTCF_BR	31
chr10	102855477	102855627	id-14063	4.33e-10	+	GCAGTAGTTATGGCAATGGCCACCAGATGGCAGCC	Upstream_CTCF	39
chr10	102861378	102861528	id-14064	2.12e-06	+	ATGCCATGGCAATGAGGAGCCACCAGAGGGTTTTA	UpstreamP1_CTCF	10
chr10	102891152	102891302	id-14065	3.45e-05	-	CGCTCGGCTCGGGGGGCAGCTAGCAGGGGCTGGGA	V_CTCF_BR	5
chr10	102899488	102899638	id-14066	9.4e-06	+	TCCCAATTCCCCAAGACCGCCTCTAGAGGCTGCTG	UpstreamP1_CTCF	40
chr10	102902104	102902254	id-14067	4.89e-09	-	AGTGCCTTGCTACGCGCGGCCCCTAGAGGGCGCCC	Upstream_CTCF	40
chr10	102921608	102921758	id-14068	8.17e-10	+	CTGCTATCACCCTGAATGGCCACAAGGGGGAGCTC	UpstreamP1_CTCF	40
chr10	102922711	102922861	id-14069	2.66e-05	+	TGCCCAGCTCCGTACATGGCAGATAGAGGGCAGCC	V_CTCF_BR	25
chr10	102973497	102973647	id-14070	7.1e-09	+	CCGCAGTGCCAAATAACAGACGGCAGAGGGCGCTC	UpstreamP1_CTCF	40
chr10	102974571	102974721	id-14071	5.51e-07	+	TGCTGCTGAGCGTCAAGTACCGCTAGGTGGCGCTC	V_CTCF_BR	40
chr10	102977327	102977477	id-14072	1	+	NA	NONE	35
chr10	102985234	102985384	id-14073	5.13e-05	-	TGCCTCCACACCCCGGCACACCGCTGGGGGCAGAG	V_CTCF_BR	13
chr10	102988080	102988230	id-14074	1.64e-05	+	AGGCTGGAAGGCCCTGGCGGCCGGAGAGGGCAGAG	V_CTCF_BR	19
chr10	102988323	102988473	id-14075	5.63e-06	+	GCGTGCTTGTCCGCGGCGGCCAGCAGGTGCGCCGC	UpstreamP1_CTCF	2
chr10	102988838	102988988	id-14076	2.2e-06	-	TCGGCTCTTCCAACTGCGGCCGCCAGGACCCGGGG	Upstream_CTCF	4
chr10	102998603	102998753	id-14077	9.51e-07	-	CTACGCTTCCCGCGACCCGCCGGCAGCAGGCGCTG	V_CTCF_BR	30
chr10	103020826	103020976	id-14078	1.17e-05	+	TGGAGATTCTAGGAGCCCCACGGCAGGGGGCGGCT	V_CTCF_BR	4
chr10	103032101	103032251	id-14079	2.74e-08	+	CGGCAGTAACTAAGTTTGCCCAGGAGAGGGCTCCA	UpstreamP1_CTCF	40
chr10	103048094	103048244	id-14080	2.01e-05	+	CAGTCTAGCTCTGTGGAGGCCAGCAGAGGGGGCTA	UpstreamP1_CTCF	40
chr10	103051477	103051627	id-14081	3.42e-08	-	CCTCAACTCTGTCATTGAGCCGCCAGGGGGCGGCG	V_CTCF_BR	39
chr10	103057742	103057892	id-14082	1	+	NA	NONE	39
chr10	103061311	103061461	id-14083	1.92e-05	+	ATGCCCTCTCCAGAGGGAGGCAGCAGAGGACCATG	UpstreamP1_CTCF	40
chr10	103083476	103083626	id-14084	6.73e-07	-	CTGCAATGGTATCCCCTAAGAGCAAGGGGGCACCA	UpstreamP1_CTCF	5
chr10	103114117	103114267	id-14085	8.81e-07	-	CTGTCACTTGGCCTCTCATCCACAAGATGGCGGAG	V_CTCF_BR	20
chr10	103124577	103124727	id-14086	3.97e-05	+	CTGCAATACCAGGTCGATGCATGGAGTGGACGGAG	UpstreamP1_CTCF	25
chr10	103198713	103198863	id-14087	1	+	NA	NONE	5
chr10	103202073	103202223	id-14088	2e-06	-	GTAGTAGTTCCATAGGCTGCCATTAGATAGCAGCA	Upstream_CTCF	39
chr10	103203957	103204107	id-14089	1.01e-05	-	ATTGAAAATCTATGATCAACCAGTAGGAGGCATTG	Upstream_CTCF	39
chr10	103227169	103227319	id-14090	3.18e-06	-	GCCAAAGTGCTTACTATTGCCACTAGAGGGAGAAG	V_CTCF_BR	40
chr10	103255219	103255369	id-14091	1	+	NA	NONE	40
chr10	103296685	103296835	id-14092	7.27e-06	+	ACCTGTTAACAAAACAGAAACACTAGAGGGCAGTA	V_CTCF_BR	38
chr10	103326533	103326683	id-14093	1.64e-05	+	CAAAGCCCTGCGCTCAGCGGCCGCAGGGGGCTCAC	V_CTCF_BR	19
chr10	103330061	103330211	id-14094	6.2e-10	-	GCGCGCTTCCTGGAAGCCGCCAGCAGAGGGCGCGC	V_CTCF_BR	40
chr10	103362623	103362773	id-14095	5.08e-05	-	CACCTATGGCTGGATGTGCGCAGGAGATGGGACCC	UpstreamP1_CTCF	40
chr10	103377111	103377261	id-14096	8.46e-07	-	CTTGATTCTCTCACTACCTCCACCAGAGGGCAAGC	Upstream_CTCF	29
chr10	103469910	103470060	id-14097	1	+	NA	NONE	21
chr10	103508921	103509071	id-14098	1	+	NA	NONE	27
chr10	103529620	103529770	id-14099	9.84e-06	+	CAGTCCTTTCCTCCCTGCCCCACCTGGGGGTGCAG	UpstreamP1_CTCF	13
chr10	103539742	103539892	id-14100	1.79e-08	+	CGAGCGGCTTCAACCTCGCCCGCCAGAGGGCGCCA	Upstream_CTCF	39
chr10	103540953	103541103	id-14101	9.14e-09	-	GGTGATGTTTCCCTAGGGACCGCCAGGTGGCACTG	Upstream_CTCF	40
chr10	103595848	103595998	id-14102	1.85e-11	+	CTGCAGTTCTATACAGCCACCACCGGGGGGCACGC	UpstreamP1_CTCF	40
chr10	103600525	103600675	id-14103	1.15e-06	+	TGCGCATGGCTCCTCGCAGCCACACGGGGGCGCCC	Upstream_CTCF	37
chr10	103603329	103603479	id-14104	5.01e-09	-	GCCCCGACAGCACAGTAGGCCGCCAGGGGGCGCCG	V_CTCF_BR	39
chr10	103649492	103649642	id-14105	7.12e-06	+	AGGGAACCCAGAGGGCTGTCCACTAGGGGGCCCTG	UpstreamP1_CTCF	39
chr10	103661212	103661362	id-14106	1	+	NA	NONE	3
chr10	103757623	103757773	id-14107	1.14e-06	+	ATGCTGTTAGCCAAGGCATGCAGCAGGGGCTGAGG	UpstreamP1_CTCF	1
chr10	103769704	103769854	id-14108	1.3e-07	-	TTGCAATTCCCCTTTTCTTCCACAGGTGGGCAGCA	UpstreamP1_CTCF	39
chr10	103817497	103817647	id-14109	1.03e-06	+	CTGTCACGCCCAGACAGGGCCACTAGAGGACTCCT	UpstreamP1_CTCF	14
chr10	103824850	103825000	id-14110	1	+	NA	NONE	33
chr10	103825498	103825648	id-14111	3.81e-05	-	CCCGGACACAGCTCGGTGCTCTGCAGCGGCCGCCA	V_CTCF_BR	9
chr10	103832762	103832912	id-14112	8.53e-09	-	TTGGCAGTGACAAGAGTAACCACCAGGGGGAGCCT	Upstream_CTCF	40
chr10	103861010	103861160	id-14113	2.43e-06	-	GACTACATGCATAGCTGGGACTGTAGGTGGCACCA	V_CTCF_BR	29
chr10	103872091	103872241	id-14114	1.73e-05	-	TTTTCCTCCCCCACTTTGGTCTCTAGAGGGCAATA	V_CTCF_BR	40
chr10	103877151	103877301	id-14115	3.09e-06	-	GCTGTCCTTTGAGTCCCCACCTCCAGGAGGAGTAC	Upstream_CTCF	40
chr10	103879940	103880090	id-14116	1.03e-06	+	CGGCCCGGCCCGGCCTCGGCCCGGTGCGGGCGGCC	V_CTCF_BR	24
chr10	103881904	103882054	id-14117	5.92e-05	+	TTCTCCCAGACAAAGGTCAGCACTAGAGGGAGTAG	V_CTCF_BR	35
chr10	103892316	103892466	id-14118	5.08e-07	+	GCGCTTGGAGCGCAAGTGCCCACTAGGGGGTGGTG	V_CTCF_BR	40
chr10	103929282	103929432	id-14119	5.55e-11	+	TCTGCAGTTACCGATGGGGCCAGTAGGTGGCGATG	Upstream_CTCF	40
chr10	103989620	103989770	id-14120	2.04e-08	+	CCAGCTAGCCTCCCTGAGACCACGAGGTGGCGCCG	Upstream_CTCF	40
chr10	103990735	103990885	id-14121	1.61e-05	-	GTGTGGTTCAAGAACCGGCGCGCCAAATGGCGGAA	UpstreamP1_CTCF	37
chr10	103991631	103991781	id-14122	5.97e-08	+	GCTGTTATGTCCTGCACCCCCGGAAGGGGGCGCGC	Upstream_CTCF	40
chr10	104001199	104001349	id-14123	8.71e-06	-	GCCATAAAGTGAATGGGCGCCGGCTGGGGGTGGCA	V_CTCF_BR	8
chr10	104028132	104028282	id-14124	1	+	NA	NONE	18
chr10	104107091	104107241	id-14125	4.85e-07	-	AGGCTGTGAAGAAAGATGACCTGCAGGTGGTGCTC	UpstreamP1_CTCF	40
chr10	104108222	104108372	id-14126	1.41e-05	-	CTGACAGTCCCTACCCAGGCCACCAGGGCCCACAT	UpstreamP1_CTCF	13
chr10	104111972	104112122	id-14127	4.68e-07	-	CAGCCAGAACTTCACTGGCCCACTAGGTGGCACTA	V_CTCF_BR	40
chr10	104135106	104135256	id-14128	4.03e-06	+	GTGTGCTATCCCGAGTCAGCCACCAGGTTGCGTAT	UpstreamP1_CTCF	36
chr10	104139009	104139159	id-14129	8.89e-06	-	GTTGCTCCTCCGCCCATGAGCTGTAGATAGAGGCT	Upstream_CTCF	0
chr10	104143912	104144062	id-14130	4.88e-06	-	GTGGTGCGCCACCCTCTGGGCACAAGGATGCACTC	UpstreamP1_CTCF	38
chr10	104153758	104153908	id-14131	1.87e-09	+	ACTCGCGGGCCCAGGGAGGCCGCCAGAGGGCGCCC	V_CTCF_BR	40
chr10	104159368	104159518	id-14132	1.52e-07	-	CCGTTCTCGTCCTGCGCCGTCAGCAGGTGGCGCTG	V_CTCF_BR	40
chr10	104163258	104163408	id-14133	4.5e-06	-	GATGATGGTCCCAGGAGAGCCCAGAGGGGGCACCA	Upstream_CTCF	7
chr10	104163678	104163828	id-14134	4.85e-07	+	CCGCACCTGCTCCTCCTAGCGGCCAGGGGGAGGCA	UpstreamP1_CTCF	40
chr10	104168981	104169131	id-14135	2.81e-05	+	CTCTGCGGCTTGGCTAGAGCGGGAGGGGGGCGCCG	V_CTCF_BR	0
chr10	104170782	104170932	id-14136	1	+	NA	NONE	0
chr10	104182540	104182690	id-14137	5.08e-07	-	CGGCTCAGGCTGGACTCCGCCACATGGTGGCAGTG	V_CTCF_BR	40
chr10	104191640	104191790	id-14138	1	+	NA	NONE	12
chr10	104210045	104210195	id-14139	1.93e-05	+	GCGCGTCCGCCTCCCGCGCACAGGTGAGGGCTCAC	V_CTCF_BR	12
chr10	104212794	104212944	id-14140	2.11e-06	-	AGTCACCAAATGGTGGCCACCACCAGAGGGTAGCT	V_CTCF_BR	16
chr10	104223826	104223976	id-14141	3.42e-05	-	CATGATCTTTAAAGATCAGTCACTAGGTGGGGCGT	Upstream_CTCF	3
chr10	104238812	104238962	id-14142	6.84e-06	-	GTGACTGGGCCTGATCCATCCTCTAGAGGGCATCA	V_CTCF_BR	40
chr10	104241459	104241609	id-14143	8.21e-06	+	GCAAAGCTAGAGGGAAGCTACGCCAGGTGGCACTC	V_CTCF_BR	0
chr10	104243827	104243977	id-14144	8.59e-05	+	AACCCCCACTCCATCCCTAGGCCCAGGGGGCAGCA	V_CTCF_BR	6
chr10	104263478	104263628	id-14145	1.73e-05	+	TAAACTTGGGTTCCTCCTAACACTAGGGGGAGACC	V_CTCF_BR	40
chr10	104299925	104300075	id-14146	1.41e-05	-	GTGTGTTTCCTAGTTCTGGCCACTGGGAGCAGTGA	UpstreamP1_CTCF	40
chr10	104325685	104325835	id-14147	3.47e-07	+	TTGCAATTCAGGGATGCTTTCTGCAGAGGGCAGTG	UpstreamP1_CTCF	26
chr10	104343674	104343824	id-14148	1.26e-07	-	TGTCGCTACCAGCAAGTGCCCAGTAGGTGGCACCA	V_CTCF_BR	40
chr10	104355167	104355317	id-14149	7.78e-06	+	TCTGTAGCCACACTGGGATCCAGCATGGGGCACTG	Upstream_CTCF	12
chr10	104356318	104356468	id-14150	2.62e-07	-	CTGCAGTTTCCCCTTCTAACAGCTAGAGGGTGTGG	UpstreamP1_CTCF	40
chr10	104364438	104364588	id-14151	2.97e-06	-	CAACTATTAACTCCTCTGGGCACCAGGGGCCGCCA	V_CTCF_BR	12
chr10	104368298	104368448	id-14152	3.4e-06	+	GCTGTGGACCCAATTCTGACCAGCAGGGAGTGTGA	Upstream_CTCF	23
chr10	104375141	104375291	id-14153	5.77e-08	+	CCCACAGCACCCAGCTCAGCCTCCAGGGGGCACTT	V_CTCF_BR	40
chr10	104379542	104379692	id-14154	3.47e-07	-	CTGCAAGTCTAACCCCAGGCCTCTAGGAGGTCCTG	UpstreamP1_CTCF	5
chr10	104388414	104388564	id-14155	6.46e-07	+	TCCTGGCAGAGACAGTCCCCCAGCAGAGGGAGCGA	V_CTCF_BR	30
chr10	104390958	104391108	id-14156	1	+	NA	NONE	15
chr10	104392525	104392675	id-14157	4.34e-05	-	TCTGCAGTCCTCCTGCAGCCCACACTGAGCCAGCA	Upstream_CTCF	13
chr10	104404701	104404851	id-14158	1.1e-06	+	CCTCCACCGCCCGCGGGCACCTCCTGGTGGAGGCG	V_CTCF_BR	40
chr10	104429403	104429553	id-14159	1	+	NA	NONE	11
chr10	104429665	104429815	id-14160	8.53e-09	-	GCTGCTGCTCTGGATGCCACCAGTAGAGGGGGCAG	Upstream_CTCF	34
chr10	104438619	104438769	id-14161	2.38e-07	+	CCTTCTAGCCACTGTCCTGCCAACAGAGGGCGCAC	V_CTCF_BR	40
chr10	104442354	104442504	id-14162	6.15e-05	-	ACTGCTTAACAATAGGTAGCCTCACGGGGGCGAGT	Upstream_CTCF	4
chr10	104470436	104470586	id-14163	2.37e-05	-	TGAGTCAGACCACTTCTGCCCACCAGGGTGTAGAT	Upstream_CTCF	19
chr10	104473513	104473663	id-14164	7.91e-05	-	GGGTTCGTCTGGAGCCCGGCCAGAAGCGGAGAGAA	UpstreamP1_CTCF	38
chr10	104474740	104474890	id-14165	4.88e-05	+	CGGCCCGGTTTTTGTTTTGACACAGGGTGTCGCTC	V_CTCF_BR	16
chr10	104478215	104478365	id-14166	4.01e-05	+	CCTGCAGGAGGCCAGGTGGCAGGGAGAGGGGAAGT	Upstream_CTCF	6
chr10	104489113	104489263	id-14167	5.34e-06	+	GGCCGCTGCAGCATGGTGGCCACGCGGGGGCAGCA	V_CTCF_BR	40
chr10	104513024	104513174	id-14168	9.81e-06	+	TGAAACATCCTTTTCAGTTCCACTAGGTGGAGCAA	V_CTCF_BR	40
chr10	104536973	104537123	id-14169	1	+	NA	NONE	18
chr10	104539954	104540104	id-14170	5.93e-06	-	AGTGCCATACCCAAAAAGTTCACCAGGTGACTATC	Upstream_CTCF	5
chr10	104543349	104543499	id-14171	1	+	NA	NONE	3
chr10	104559570	104559720	id-14172	3.4e-06	+	AATGCAGTTGTATTTGTAGCCAACAGGAGTGGTTC	Upstream_CTCF	3
chr10	104563007	104563157	id-14173	1	+	NA	NONE	11
chr10	104575205	104575355	id-14174	6.86e-07	+	TCGGCCCTGCCCAGAATTGCCAGGAGGAGGCTTTG	Upstream_CTCF	18
chr10	104594805	104594955	id-14175	1.08e-08	+	GGGGACAGATAGCAGATGGCCACTAGATGGCAGCA	V_CTCF_BR	40
chr10	104602993	104603143	id-14176	2.86e-06	+	TTGTAGTTTAGTTCCGGAGCCATTAGATGGCTCCG	UpstreamP1_CTCF	9
chr10	104644984	104645134	id-14177	1.15e-07	+	CTGCAGTTCCATGCATGTTGCTGCAGGTGACAGGA	UpstreamP1_CTCF	4
chr10	104661275	104661425	id-14178	1.21e-05	-	TTCTCTGTTCCATTTCTGACCACTATGTGGCACCA	Upstream_CTCF	40
chr10	104677286	104677436	id-14179	3e-09	+	TTGCAGGGCGCTCATGCTGCCCGCAGGTGGCGCCA	UpstreamP1_CTCF	39
chr10	104678576	104678726	id-14180	8.56e-05	-	GGGCCGCTGTCCGGCTCTGGCGGCGCGGGGCCCCC	UpstreamP1_CTCF	21
chr10	104723070	104723220	id-14181	4.65e-05	-	TTCTTAAAGAGTCTTCTTTCCACTAGATGGCTATC	V_CTCF_BR	10
chr10	104798244	104798394	id-14182	1.92e-05	+	GATAAATTCAGGGTCCTGTCCAGGAGAGGGCCCTG	UpstreamP1_CTCF	1
chr10	104802796	104802946	id-14183	4.14e-06	-	ATGACATCTGCGTTGCACAACTCCAGGGGGCACCG	V_CTCF_BR	17
chr10	104813754	104813904	id-14184	1	+	NA	NONE	40
chr10	104822762	104822912	id-14185	5.01e-06	-	ATTTTCCAATCAAGTGCTACCACCAGATGTCAGTG	V_CTCF_BR	24
chr10	104827836	104827986	id-14186	1	+	NA	NONE	3
chr10	104829482	104829632	id-14187	2.38e-07	-	ACATCATTTGGTGTTTTTGCCACAAGGTGGCACCC	V_CTCF_BR	39
chr10	104832067	104832217	id-14188	1	+	NA	NONE	0
chr10	104846651	104846801	id-14189	4.1e-06	+	TCTGCTGTACCACTGACCAACTGCTGGGGAGGCTA	Upstream_CTCF	18
chr10	104871027	104871177	id-14190	1	+	NA	NONE	13
chr10	104880564	104880714	id-14191	5.13e-05	+	AGCAGCCTATTCATAATAGCCAAAAGGTGGAGACA	V_CTCF_BR	2
chr10	104883490	104883640	id-14192	7.49e-05	+	CCTCCTTCCGGATTTCCAAGCACCAGGAGTCACAA	V_CTCF_BR	8
chr10	104998680	104998830	id-14193	3.63e-05	-	CTCCTTTCTTCATTCTTGTCCACAGGGTGGTGCTC	V_CTCF_BR	37
chr10	105004540	105004690	id-14194	9.14e-09	-	TCTGCACGTTTCATGACTACCACCAGGAGGCAGTA	Upstream_CTCF	40
chr10	105006196	105006346	id-14195	1	+	NA	NONE	34
chr10	105037295	105037445	id-14196	1	+	NA	NONE	8
chr10	105093799	105093949	id-14197	4.68e-07	-	AAAACTGCCTTTGCCTTAACCACTAGGTGGCAGAA	V_CTCF_BR	38
chr10	105110884	105111034	id-14198	7.73e-05	+	TGTGGTTTAGCGGCCCTCACCTCCGCGGGGCGCAA	Upstream_CTCF	25
chr10	105113144	105113294	id-14199	1	+	NA	NONE	17
chr10	105127671	105127821	id-14200	4.23e-08	+	ACGGCGCGAGGTGGCTCAGCCGCAAGATGGCGGCG	V_CTCF_BR	6
chr10	105128387	105128537	id-14201	1	+	NA	NONE	36
chr10	105156416	105156566	id-14202	1	+	NA	NONE	40
chr10	105176724	105176874	id-14203	2.6e-06	+	TGTTTTGAGGTCACTGTCACCACATGGGGGCAGTG	V_CTCF_BR	40
chr10	105207157	105207307	id-14204	5.93e-06	-	ACTGCTCACCACTCAGCTACCGCCAGGAGGCCTAC	Upstream_CTCF	0
chr10	105236206	105236356	id-14205	2.27e-06	-	GGTACATGTGCTCCTCTGTGCTGCAGAGGGCGCTG	V_CTCF_BR	37
chr10	105241771	105241921	id-14206	2.53e-05	-	TCACATACAACGAGTTTCTCCAGTAGGGGGCATCT	V_CTCF_BR	40
chr10	105242060	105242210	id-14207	1.64e-06	+	CTGTTGTTCTGTGTGTCTAGCAGAGGGTGGTGCCC	UpstreamP1_CTCF	6
chr10	105245548	105245698	id-14208	2.2e-07	-	CAGTTCCTCCCTCCAGCCACCACTAGGTGACACTA	UpstreamP1_CTCF	40
chr10	105245992	105246142	id-14209	1	+	NA	NONE	7
chr10	105262731	105262881	id-14210	1	+	NA	NONE	1
chr10	105267200	105267350	id-14211	8.81e-07	+	TGAAGCTCTGGAGGTGGGTCCAGGAGAGGGAGCTG	V_CTCF_BR	27
chr10	105272375	105272525	id-14212	2.94e-06	+	TCGGCAGTTTCCCCAGCGCCCGCAGGGTTGGGCTG	Upstream_CTCF	1
chr10	105302579	105302729	id-14213	9.67e-08	-	TCTGCCCTGGCTGTTCTTGGCAGCAGAGGGAGCTG	Upstream_CTCF	40
chr10	105302911	105303061	id-14214	1	+	NA	NONE	6
chr10	105322762	105322912	id-14215	1	+	NA	NONE	0
chr10	105324670	105324820	id-14216	1.75e-07	-	ATGCGCTGTGCCCAGCACTCCTCTAGGGGGCGCTG	UpstreamP1_CTCF	40
chr10	105339787	105339937	id-14217	5.68e-06	-	CCGGCCATGTGTTTCCCCTCCTCTAGGTGGTGCTG	V_CTCF_BR	5
chr10	105352605	105352755	id-14218	1.14e-06	-	TTGTCATCCTCCCATTAGCCCCCTAGGTGGCACTG	UpstreamP1_CTCF	40
chr10	105358652	105358802	id-14219	1.59e-06	+	TGCCCAAATCTACATGCTGTCACCAGATGGCAGCA	V_CTCF_BR	40
chr10	105365568	105365718	id-14220	3e-08	+	GGTGTAGTACTCCACCTCAACAGAAGGGGGCTCTG	Upstream_CTCF	40
chr10	105372269	105372419	id-14221	1	+	NA	NONE	17
chr10	105419577	105419727	id-14222	6.39e-08	+	GCATCTCCACAGCTCCTGGCCACCAGGAGGCACAG	V_CTCF_BR	26
chr10	105420150	105420300	id-14223	1.1e-05	+	AGGTCCTGGGGCCTCCAGCTCGGCAGGGGGCAGTC	V_CTCF_BR	26
chr10	105420862	105421012	id-14224	5.13e-05	-	CCACCCCCGAGGAGGCCGATGGACAGGGGGCGCCC	V_CTCF_BR	15
chr10	105426009	105426159	id-14225	7.55e-07	-	AGAGAGAAGGGAAAGCATTCCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr10	105446035	105446185	id-14226	4.89e-09	-	CGGGAAGTTCTGAGATGCGCCACTAGGGGGCACAG	Upstream_CTCF	40
chr10	105456140	105456290	id-14227	7.11e-06	-	GTTGTTAGGGAACTGAGCCCCAGCAGAGGGCCCTG	Upstream_CTCF	6
chr10	105456386	105456536	id-14228	9.41e-05	-	ATTACATTAGCCTCTGGCAACGCTAGAGGGAGATG	V_CTCF_BR	40
chr10	105459369	105459519	id-14229	1.56e-06	+	GAGCCTTTGCACGGAATGGCCTCCAGAGGCAGCAA	UpstreamP1_CTCF	34
chr10	105465940	105466090	id-14230	3.65e-07	-	AGCCACACCAGCGGCAGAACCACCAGGAGGCAGCC	V_CTCF_BR	25
chr10	105471450	105471600	id-14231	7.62e-07	-	TGTGAGCTGCCATGCCTGGCCACCAGAGGGACATT	Upstream_CTCF	37
chr10	105472774	105472924	id-14232	1.95e-07	+	GCTGTAATATCCGATATGGCCATGGGGTGGAGCCA	Upstream_CTCF	40
chr10	105476110	105476260	id-14233	1	+	NA	NONE	13
chr10	105478178	105478328	id-14234	3e-06	+	CTGCAGGGCAAAGGGCTGGGGGCTGGGGGGCTGGA	UpstreamP1_CTCF	1
chr10	105479816	105479966	id-14235	1.43e-05	+	CTAGCTGTGTCCTGCCATGGCAGAAGGGGCAAATG	Upstream_CTCF	16
chr10	105481132	105481282	id-14236	1	+	NA	NONE	1
chr10	105496726	105496876	id-14237	5.74e-05	-	ATTCCGTTTGCTTCCCAGGCCACTAGAGGTGCCAG	UpstreamP1_CTCF	21
chr10	105501917	105502067	id-14238	1.04e-05	-	AGAAGAACTCTCCCTGATGCCGCCAGAGGGAGCGT	V_CTCF_BR	1
chr10	105505566	105505716	id-14239	5.93e-06	-	TGTGAGTCACCCTAGAATGCCCCTAGGGGGCGGGT	Upstream_CTCF	12
chr10	105512580	105512730	id-14240	5.55e-11	+	CCTGCAATTCCAGCATCTGCCACTAGGTGGCTGGT	Upstream_CTCF	40
chr10	105521023	105521173	id-14241	7.17e-05	+	CCTGCAGTACAGTGGTGGAATTGGAGGGGGGAATG	Upstream_CTCF	8
chr10	105531635	105531785	id-14242	1	+	NA	NONE	1
chr10	105535692	105535842	id-14243	9.62e-05	+	GAGCCATTTCCATCCCTGGGCTCTAGGGGAGCATC	UpstreamP1_CTCF	11
chr10	105538263	105538413	id-14244	1	+	NA	NONE	1
chr10	105541138	105541288	id-14245	1.93e-05	-	GGTCCCAGACCTAAACAAGTCACTAGAGGGCTCTG	V_CTCF_BR	39
chr10	105594983	105595133	id-14246	3.29e-05	+	ACTGCTCTGACGTGAGCTCGCAGGGGTGGGAGCAG	Upstream_CTCF	0
chr10	105607799	105607949	id-14247	1	+	NA	NONE	39
chr10	105614213	105614363	id-14248	8.89e-06	-	AGTGATGCTCCATCTCCAGACACGAGGAGGCGAAT	Upstream_CTCF	23
chr10	105614946	105615096	id-14249	1	+	NA	NONE	33
chr10	105615238	105615388	id-14250	1.41e-06	-	CCGCCAGTTCCCGCCGGACCCACCGGGCGGCGGAG	Upstream_CTCF	27
chr10	105619070	105619220	id-14251	3.6e-07	-	AGTGCTAAAACCACTTTGGCCAGAAGAGGGCCCCA	Upstream_CTCF	40
chr10	105630343	105630493	id-14252	1	+	NA	NONE	24
chr10	105634605	105634755	id-14253	2.01e-05	-	TGGACAGTAGCCATTGCTTCCAGCAGGGGCTACAG	Upstream_CTCF	10
chr10	105644545	105644695	id-14254	5.72e-07	-	GAGTAATGAGTGGACACAGCCACTAGAGGTCAGAA	UpstreamP1_CTCF	39
chr10	105648173	105648323	id-14255	3.16e-06	+	CTACAGTTTCAGTGTCTAACCACTAGGGGCTGAAC	UpstreamP1_CTCF	39
chr10	105657314	105657464	id-14256	1	+	NA	NONE	3
chr10	105678321	105678471	id-14257	1.71e-06	-	GCCCAGGTTCAGGGTCCCGCCACCAGCAGGAGGAG	V_CTCF_BR	23
chr10	105681580	105681730	id-14258	3.4e-06	+	GCAGCAGTCAAAGCAAGGGCCACCGTGTGGAGGCA	Upstream_CTCF	23
chr10	105686857	105687007	id-14259	1.24e-05	+	TCACCAGCTGCTAGTGGGTCCACCAGCTGGAAAAC	V_CTCF_BR	14
chr10	105690750	105690900	id-14260	6.21e-05	+	TCCTCCCACCTCAGTCTGCCCAGCAGATGGGAGTA	V_CTCF_BR	2
chr10	105727335	105727485	id-14261	1.3e-07	-	CCTGCTCTCCCGCGCGAGCCCGGCTGGCGGCGGCG	Upstream_CTCF	5
chr10	105742524	105742674	id-14262	2.83e-07	+	AGATGACCAGAGGACGGAGACAGCAGAGGGCAGTG	V_CTCF_BR	38
chr10	105788039	105788189	id-14263	8.02e-05	+	TCTGCAGATCCAGCTCCTACAGCTTGGGGCACTAG	Upstream_CTCF	40
chr10	105805328	105805478	id-14264	8.71e-06	+	TCATAGCCCTCTGCTAGAACCACTAGATGCCACTG	V_CTCF_BR	40
chr10	105816492	105816642	id-14265	7.15e-05	+	GCATGTCCTTGGCCAGGTACCTCCTGGGGCCTCAG	V_CTCF_BR	9
chr10	105821594	105821744	id-14266	1.38e-06	+	GTTGGCACAGCGGTGGCAACCTGTAGGGGGTGCAC	V_CTCF_BR	3
chr10	105840624	105840774	id-14267	8.91e-07	-	TATGTAAGCCTCTTGATGCTCAGCAGGGGGCAGGC	Upstream_CTCF	39
chr10	105881500	105881650	id-14268	9.41e-05	-	TTCGGAATGTTAAACCAATCCTGAGGGGGGCGCGC	V_CTCF_BR	40
chr10	105883290	105883440	id-14269	8.21e-05	-	TCCATTTCTATGCTAGACACCACTAGATGGCTTTC	V_CTCF_BR	39
chr10	105887274	105887424	id-14270	5.92e-05	-	TTCCCCTGCCACATTTAGGCCCCTGGTTGGCAGCA	V_CTCF_BR	35
chr10	105899109	105899259	id-14271	1	+	NA	NONE	38
chr10	105957216	105957366	id-14272	1	+	NA	NONE	5
chr10	105969471	105969621	id-14273	5.08e-05	-	GAGATATAACTGCATTCAGCCACAGTGGGGCAGCA	UpstreamP1_CTCF	40
chr10	106014488	106014638	id-14274	4.41e-06	+	CAACGGGTGGAGCTGGCGGCCGCCGGGGGCAGGCA	V_CTCF_BR	27
chr10	106034553	106034703	id-14275	3.16e-06	+	CTGCGGCAGCGGTGGCGAGCCACAGGGCGGCGACC	UpstreamP1_CTCF	39
chr10	106051283	106051433	id-14276	2.28e-05	+	GCTGACGTTCTCCTTCGTCCCTCTGGGGGCGCCCG	Upstream_CTCF	40
chr10	106057640	106057790	id-14277	5.93e-06	+	CCTGCTGTCCTCACCAGCGCCCCCACATGGCCGGT	Upstream_CTCF	40
chr10	106060562	106060712	id-14278	3.65e-07	-	GGTCAAAATATACCCAGAGCCAGCAGATGGCAGGG	V_CTCF_BR	23
chr10	106061772	106061922	id-14279	2.27e-05	+	GAAGCAAACATGTCCTTCTGCACAAGGTGGCAGAA	V_CTCF_BR	22
chr10	106065424	106065574	id-14280	2.6e-06	+	TGTCATTAGCAGACAGCCCCCTCCAGAGGGAGCAG	V_CTCF_BR	40
chr10	106074899	106075049	id-14281	2.08e-07	+	CAGCAGGTTCTCCATGTCGCCGCAGGGAGGCGCCA	UpstreamP1_CTCF	1
chr10	106077355	106077505	id-14282	2.15e-05	-	TATCAGCCAGTGTTAGTGTGCACTAGGGGGTGGTA	V_CTCF_BR	25
chr10	106081330	106081480	id-14283	3.73e-06	-	TGTGCAGTGCCCAGCACATCCTAGTGAGGGCTCGA	Upstream_CTCF	13
chr10	106082067	106082217	id-14284	6.48e-05	-	AACCACTGTCCCAGAGGGAATACCAGGTGGCCAAG	UpstreamP1_CTCF	5
chr10	106087839	106087989	id-14285	3e-06	+	ATGCCTCTCCCACAGCCAGCCTGCAGGGGAAGGTC	UpstreamP1_CTCF	24
chr10	106097835	106097985	id-14286	4.01e-05	-	GCTGTGTCGGAGATGGCTGCCGACAGAGGGGGCGC	Upstream_CTCF	39
chr10	106098652	106098802	id-14287	1	+	NA	NONE	16
chr10	106110043	106110193	id-14288	6.21e-06	-	GTTGTTGTAATAACAAGAATCACTAGGTGGCATTA	Upstream_CTCF	39
chr10	106113414	106113564	id-14289	1.63e-05	+	TTTCGAATTCCCGCTAGCGCCCCTAGAGGGCGTGT	Upstream_CTCF	40
chr10	106166590	106166740	id-14290	2.94e-06	+	ATTGCATGTCCTGTATTTAACTGTAGATGGCAACA	Upstream_CTCF	40
chr10	106245508	106245658	id-14291	9.84e-06	+	CTGCATTGACAGACTTTAGCCACTAGGGTAGTGGT	UpstreamP1_CTCF	34
chr10	106262806	106262956	id-14292	1.21e-06	-	CCTGCAGATGTGGTGATATCCAGCAGAGGCAGAAA	Upstream_CTCF	1
chr10	106265497	106265647	id-14293	6.51e-05	-	AGAGGAGGGAGAGATCAGGGCAGAAGGGGCCAGGG	V_CTCF_BR	7
chr10	106306613	106306763	id-14294	2.86e-06	-	CAGCTACTCACATTGGGAACCACTAGGAGCCACTC	UpstreamP1_CTCF	14
chr10	106338092	106338242	id-14295	1.34e-06	+	CTGCTGTTCTCTCGGAGCACCACCAGGACGCCTCT	UpstreamP1_CTCF	18
chr10	106340663	106340813	id-14296	6.53e-09	+	GCCGGCTAACCAGACATGACCACAAGGGGGCACCA	V_CTCF_BR	40
chr10	106372466	106372616	id-14297	1	+	NA	NONE	11
chr10	106374119	106374269	id-14298	3.41e-07	-	ACTTAAATACCTAAGAGGCCCAGCAGGTGGTGCCA	Upstream_CTCF	40
chr10	106382488	106382638	id-14299	7.62e-07	-	AGAGCGTGTCACCTTGTTACCACCAGGTGGGGGTA	Upstream_CTCF	38
chr10	106398702	106398852	id-14300	4.34e-07	+	CTGCAGCGCCGGGCCTCCTCCGGCAGGGGCGCTGG	UpstreamP1_CTCF	36
chr10	106400279	106400429	id-14301	1	+	NA	NONE	5
chr10	106402535	106402685	id-14302	1	+	NA	NONE	34
chr10	106409955	106410105	id-14303	8.21e-05	+	ACCTGAGAGCCCTACATAGACACTAGAGGGAGTGT	V_CTCF_BR	33
chr10	106527594	106527744	id-14304	1.11e-05	+	CTGGTAGTATAAAACATGGTCAATAGGTGCCACTC	Upstream_CTCF	9
chr10	106537299	106537449	id-14305	4.59e-07	-	CAGCATCCCTGGCCTCTAACCACTAGATGCCAGTA	UpstreamP1_CTCF	18
chr10	106555330	106555480	id-14306	1	+	NA	NONE	0
chr10	106665976	106666126	id-14307	7.9e-07	-	ATGTAATCAAAGATAGCCTCCAGCAGGTGGCCAAC	UpstreamP1_CTCF	9
chr10	106685119	106685269	id-14308	4.59e-07	+	ATGCACTACCAGAATAACTCCCCCTGGTGGCAGAA	UpstreamP1_CTCF	39
chr10	106823678	106823828	id-14309	1.15e-07	+	CTGCTAGTTCCCCATAGTGCCTGCAGATGGCCCCA	UpstreamP1_CTCF	37
chr10	106886722	106886872	id-14310	1	+	NA	NONE	0
chr10	107228685	107228835	id-14311	7.44e-06	-	GCTGAACACCTAAAGCAGCACACCAGGTGGCATTA	Upstream_CTCF	4
chr10	107439667	107439817	id-14312	1.77e-05	+	ACTTTAGGTACCAGCTCAGCCACCGGGGGCAGAGT	Upstream_CTCF	7
chr10	107451696	107451846	id-14313	1	+	NA	NONE	20
chr10	107557114	107557264	id-14314	2.2e-07	+	CTGTAGGTTTGGCATCTAACCACTAGAGGTCATTC	UpstreamP1_CTCF	35
chr10	107710218	107710368	id-14315	7.97e-09	+	TGTGGTGTGCTCTGTGTGGCCAGCAGAGGGAGCAA	Upstream_CTCF	39
chr10	107734672	107734822	id-14316	2.78e-06	-	GGGAGAAGCCTCATTTTGGCCACCAGGGGCCTCCT	V_CTCF_BR	37
chr10	107935655	107935805	id-14317	2.27e-06	-	TGACTTTACTGCCTTTTACCCACAAGGTGGCACTC	V_CTCF_BR	35
chr10	107949135	107949285	id-14318	2.27e-06	-	AAAACAGGCTGAAACAATTCCAGCAGAGGGCAGCA	V_CTCF_BR	36
chr10	108029163	108029313	id-14319	1.37e-05	+	GGTGCAGATCCCATTGGCATCCATAGGTGGCATCT	Upstream_CTCF	10
chr10	108031121	108031271	id-14320	7.23e-07	-	TCTGTGTTAATATTGGTCTCCACTAGGGGGAGACA	Upstream_CTCF	17
chr10	108038258	108038408	id-14321	1.31e-05	-	AACAAGAACCAAGTAGTACCCAGCAGAGGGAGTCA	V_CTCF_BR	16
chr10	108115344	108115494	id-14322	1.04e-07	-	AGCAAGAAAAAAGATGTGGCCACGAGGTGGCAGCA	V_CTCF_BR	35
chr10	108161039	108161189	id-14323	7.55e-07	+	CCACTGGAGGGTTTTATTTCCAGTAGGGGGAGCCA	V_CTCF_BR	28
chr10	108315490	108315640	id-14324	8.13e-06	+	AGTGCACTTCTCTAAAAGACAGGCAGGAGGCTAGT	Upstream_CTCF	25
chr10	108331449	108331599	id-14325	1.64e-06	-	CATTTAGGACTGGGCATTGCCATTAGGGGGCACTA	Upstream_CTCF	36
chr10	108366406	108366556	id-14326	1.5e-05	+	ACTGCAGTTCCCATAATCCCCACTTGCCATGGGAA	Upstream_CTCF	10
chr10	108369767	108369917	id-14327	1.65e-07	-	TGGTGGTTACACATTATCACCACCAGGAGGCACGA	UpstreamP1_CTCF	36
chr10	108384728	108384878	id-14328	3.68e-10	+	CCTGCAATGCACAAAAGGGACAGTAGGTGGCGCTG	Upstream_CTCF	40
chr10	108442064	108442214	id-14329	5.3e-05	+	TTGTAGTACTGGATTGCCCCCAGCTGGTATAAGGA	UpstreamP1_CTCF	13
chr10	108465447	108465597	id-14330	2.6e-07	+	TCCCGAGTCAGTTTGACCTCCACTAGGTGGCGCTC	V_CTCF_BR	39
chr10	108471195	108471345	id-14331	3.42e-08	+	ACCTGTATTCTGCAGAGTGCCACTAGGGGGCGGCA	V_CTCF_BR	40
chr10	108482423	108482573	id-14332	1	+	NA	NONE	17
chr10	108555488	108555638	id-14333	8.16e-07	+	GTGGGTCAACCTCTAAGAGACAGCAGGGGGAGGCA	V_CTCF_BR	22
chr10	108623400	108623550	id-14334	1.24e-05	+	AATCTGGATGGTAGAGCTGACAGAGGGTGGCGCTC	V_CTCF_BR	10
chr10	108626271	108626421	id-14335	8.89e-06	+	GCTGCGATCTGCAGCCAGAACTCAAGGGGGAGAAA	Upstream_CTCF	4
chr10	108677287	108677437	id-14336	7.11e-06	+	TGTTTAGCAACATCCCTGGCCTCTAGATGCCAGTA	Upstream_CTCF	3
chr10	108740975	108741125	id-14337	3.09e-05	+	CATTTGTGGTAATTGTCTGCCACCAGGAGTCTGTC	UpstreamP1_CTCF	6
chr10	108770993	108771143	id-14338	2.91e-05	-	GCAGACTTTCAATTATTCCCCCATAGGAGGCGGCA	Upstream_CTCF	8
chr10	108782846	108782996	id-14339	1	+	NA	NONE	4
chr10	108830776	108830926	id-14340	1.04e-05	+	GCTGGGCACACGACAGTGACCGGCAGGAGTCAGAG	V_CTCF_BR	2
chr10	108904403	108904553	id-14341	3.11e-05	-	GAGAGGAATGTCAAGGAGTTCAGCAGGTGGAGCTG	V_CTCF_BR	8
chr10	108926255	108926405	id-14342	4.31e-07	+	GCTGTCTGGCAGGCTATGGCCTCTAGATGGAGGAG	V_CTCF_BR	7
chr10	108929378	108929528	id-14343	1.48e-05	+	TTGCAGCAGCTCCAAAAGATAGGTAGGGGGCAGTT	UpstreamP1_CTCF	4
chr10	109024566	109024716	id-14344	8.21e-06	-	CTGTGTCTGCTACAATCTGCCTCTTGGGGGCGCTT	V_CTCF_BR	9
chr10	109095926	109096076	id-14345	5.51e-07	+	AGGCCCTAGGGCTCTACAACCAGCAGGTGGCAAAA	V_CTCF_BR	2
chr10	109169405	109169555	id-14346	2.6e-05	+	TTGAAATTAATTAGATGCGTCAGTGGGTGGCACCG	UpstreamP1_CTCF	28
chr10	109304991	109305141	id-14347	1.03e-06	+	CAGACAGATATTAGGACTACCAGCAGAGGGAGGGA	V_CTCF_BR	10
chr10	109574664	109574814	id-14348	1.48e-06	-	TGGAAGCAGAGGACAATGAGCACTAGGGGGAGCCG	V_CTCF_BR	36
chr10	109674794	109674944	id-14349	1.93e-05	+	AGCAGAGCCCGGTGCGGGACCGGGAGCTGCCGGGG	V_CTCF_BR	6
chr10	109691731	109691881	id-14350	1.73e-05	-	ACTATATCTAGAAATTTAACCAGTAGAGGGAAACA	V_CTCF_BR	2
chr10	109872110	109872260	id-14351	2.27e-06	+	GCTGAATAACCTTTGTTTTCCAGAAGAGGGCAGTA	V_CTCF_BR	31
chr10	109931860	109932010	id-14352	1	+	NA	NONE	0
chr10	109964295	109964445	id-14353	8.9e-05	-	CTGCATAGGCATAGCTCTACTCATAGAGGGCGCTC	UpstreamP1_CTCF	37
chr10	110009831	110009981	id-14354	2.11e-06	+	TGCAAAACAGCGCCCCCTGTCAGCAGGGGGCAGTT	V_CTCF_BR	22
chr10	110118879	110119029	id-14355	1.64e-05	+	GTAATTTTACCACCAGCTGACCCTAGAGGGCACAG	V_CTCF_BR	19
chr10	110190531	110190681	id-14356	4.68e-07	-	TTCAGAGGGAGGAATGCTGCCACCAGGAGGCACAA	V_CTCF_BR	2
chr10	110194680	110194830	id-14357	9.51e-07	+	TCCTTGGCCCTGGAGCCCACCAGTAGGTGGAACCT	V_CTCF_BR	12
chr10	110199258	110199408	id-14358	1	+	NA	NONE	23
chr10	110304389	110304539	id-14359	5.47e-10	-	CTGTTATGCCCGGGCAGGGCCACTAGAGGGCTCCC	UpstreamP1_CTCF	40
chr10	110306639	110306789	id-14360	5.13e-05	+	TGTTGGTTCTCAGTTACTGGCAGATGGTGGCAGTA	V_CTCF_BR	3
chr10	110389761	110389911	id-14361	4.31e-05	-	CTGTTCTTCCCATTGCTTCCCAGCAAGAGAAAGGT	UpstreamP1_CTCF	4
chr10	110450978	110451128	id-14362	6.73e-07	-	CTGCAGGGGGTGCTGCTGGCATCTAGAGGGTAGTA	UpstreamP1_CTCF	6
chr10	110543823	110543973	id-14363	3.18e-06	-	CATGGACAGGTTCCCTCTTCCACTAGGTGGTGCTG	V_CTCF_BR	39
chr10	110546477	110546627	id-14364	1.48e-06	-	TCTGGATTGATATCAGCTTCCACTAGGAGGAGACA	Upstream_CTCF	15
chr10	110671645	110671795	id-14365	2.8e-05	+	TCTTCCTCTCCACTTGCTCTCAATAGAGGGCGCGC	Upstream_CTCF	35
chr10	110778766	110778916	id-14366	7.84e-05	-	GAAGTGTCATTTCAGAAGGACGCTAGATGGCAATA	V_CTCF_BR	17
chr10	110831430	110831580	id-14367	1	+	NA	NONE	3
chr10	110885945	110886095	id-14368	1.01e-05	-	TTTGCATTATCCCAACTGGAAGCTAGGGGTCATGG	Upstream_CTCF	18
chr10	111050720	111050870	id-14369	1	+	NA	NONE	0
chr10	111087869	111088019	id-14370	7.84e-05	-	ACAGGCCAGTGAAAAGCCACCACTGGGTGGCTACT	V_CTCF_BR	10
chr10	111149871	111150021	id-14371	1.19e-06	+	CTGACAACTGGGGCTGGGGCCACTAGGGGCAGCAG	V_CTCF_BR	9
chr10	111171817	111171967	id-14372	1.47e-05	+	CAAACCTAGGGAGAGATGGACGGTAGGGGTCAGAG	V_CTCF_BR	7
chr10	111187306	111187456	id-14373	1.97e-06	-	GGGAATCCAGAAAACCTTCCCAGGAGATGGCAGCA	V_CTCF_BR	25
chr10	111207569	111207719	id-14374	4.3e-06	-	TCTGAAAGCTAATTTCTCACCAGTGGGTGGCAGCC	Upstream_CTCF	31
chr10	111211314	111211464	id-14375	8.21e-06	+	TACATCTGTGCCTTTATCATCACAAGAGGGCAGCC	V_CTCF_BR	1
chr10	111211770	111211920	id-14376	1	+	NA	NONE	13
chr10	111407502	111407652	id-14377	1	+	NA	NONE	12
chr10	111517558	111517708	id-14378	1.64e-05	-	GAGGCAAACACGTCCTTCTTCACTAGGTGGCAGGA	V_CTCF_BR	25
chr10	111533696	111533846	id-14379	3.29e-05	-	TGAACACTTCACAAGAAGAGCAGAAGAGGGAGCTC	Upstream_CTCF	38
chr10	111540895	111541045	id-14380	1.93e-05	-	TAATAGATTTCTGAAGGAAACACAAGAGGGCAGGC	V_CTCF_BR	1
chr10	111598719	111598869	id-14381	4.44e-06	-	AAGCTGAGTGAGCTAATGACCACCAGGAGGTGCAG	UpstreamP1_CTCF	18
chr10	111612298	111612448	id-14382	2.19e-08	-	GATGCTCCTGTGCCTTCTGCCAGCAGATGGCAGTG	V_CTCF_BR	40
chr10	111626348	111626498	id-14383	1.84e-07	-	TCTGCATCGTCATCACTTATCACCAGATGGCAGCA	Upstream_CTCF	40
chr10	111644024	111644174	id-14384	3.12e-08	+	CTGCAATTGCTCATGTCCACCACGTGATGGCACCA	UpstreamP1_CTCF	40
chr10	111649856	111650006	id-14385	4.43e-05	-	CCTTAATGTAGGTATGTGGCAGCAAGGGGGTGGCA	V_CTCF_BR	19
chr10	111681869	111682019	id-14386	1	+	NA	NONE	18
chr10	111689922	111690072	id-14387	1	+	NA	NONE	13
chr10	111716527	111716677	id-14388	1.5e-05	-	CCAGTAGTTCCAAACTCCCCCTTGTGGTGGCAAGA	Upstream_CTCF	40
chr10	111725268	111725418	id-14389	1	+	NA	NONE	23
chr10	111733303	111733453	id-14390	2.39e-05	-	CTGCTTTTTAGACCCTCTGCCCCTAGGGGCATAGT	UpstreamP1_CTCF	1
chr10	111738266	111738416	id-14391	1.17e-05	+	ATGACACTACCATGCTGAGACACATGAGGGCGCTG	V_CTCF_BR	40
chr10	111738796	111738946	id-14392	8.71e-06	+	GGAACAACACACATTGGGGCCTGTAGAGGGAGAGC	V_CTCF_BR	14
chr10	111768260	111768410	id-14393	6.15e-05	+	GGTGCACGGCCTGCGGCGCCGCCGGGTGGGCCCGA	Upstream_CTCF	10
chr10	111775881	111776031	id-14394	1.64e-05	-	TCAACTTGATGCTGGCCATTCAGTAGATGGCACTC	V_CTCF_BR	38
chr10	111794956	111795106	id-14395	2.53e-05	-	AATATCAATGAAGGTATAGCAGCAAGGGGGCGCTG	V_CTCF_BR	23
chr10	111797255	111797405	id-14396	9.26e-05	-	GAGTCTTGCCCTGTCGCCCAGGCTAGAGGGCAGTG	UpstreamP1_CTCF	14
chr10	111802047	111802197	id-14397	1	+	NA	NONE	9
chr10	111834128	111834278	id-14398	1	+	NA	NONE	5
chr10	111863784	111863934	id-14399	4.34e-05	+	TGTTATCTGCTCCCCAGTGGCAGGAGAGGGCATAA	Upstream_CTCF	7
chr10	111873786	111873936	id-14400	7.91e-05	-	ATGCCTTTGTACATTCCAGCCAGCAGGCCCAGGTC	UpstreamP1_CTCF	18
chr10	111896915	111897065	id-14401	5.01e-06	+	AAAACAGTCTTGTTTGTGGCCACTAGAGGGAGTAA	V_CTCF_BR	40
chr10	111898084	111898234	id-14402	1.14e-06	+	TTTCATTTCTAAGAGCTGACCATTAGGGGGCAATA	UpstreamP1_CTCF	39
chr10	111922737	111922887	id-14403	2.53e-05	-	CAGGCTTCCTCCCTCACCATCACATGGGGGAGCCC	V_CTCF_BR	18
chr10	111930297	111930447	id-14404	4.17e-05	-	AAAGCCACACCCATTCCTGCCTCCAGGGTGTCCTC	Upstream_CTCF	21
chr10	111937389	111937539	id-14405	1	+	NA	NONE	5
chr10	111946376	111946526	id-14406	1	+	NA	NONE	14
chr10	111952352	111952502	id-14407	6.9e-05	+	CTTGTTGGTCTCCATGGACACTTGAGGGGGCGCTG	Upstream_CTCF	27
chr10	111966031	111966181	id-14408	1.67e-07	+	AGGGTGGCTGCATCGCACACCTCCAGGGGGCAGCA	V_CTCF_BR	39
chr10	111968886	111969036	id-14409	1	+	NA	NONE	33
chr10	111979713	111979863	id-14410	1	+	NA	NONE	4
chr10	111981485	111981635	id-14411	6.98e-07	-	AGGACATGGGGTGGGGGGAACGCCAGGGGGAGGCA	V_CTCF_BR	37
chr10	111984129	111984279	id-14412	1.56e-06	-	GAGCATCCCTGGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	18
chr10	111985332	111985482	id-14413	1	+	NA	NONE	25
chr10	111985839	111985989	id-14414	4.96e-08	-	TCCGCACTCCCTTCTCGGGCCGACAGGAGGCGCCG	Upstream_CTCF	40
chr10	112039248	112039398	id-14415	1.99e-07	-	CAGCCAAATGAAGTCATCTCCACCAGAGGGCACAA	V_CTCF_BR	39
chr10	112064711	112064861	id-14416	1	+	NA	NONE	2
chr10	112066048	112066198	id-14417	3.28e-05	+	AGTGTGAAAGATTGAAATTGCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr10	112071228	112071378	id-14418	2.01e-05	+	ACCTTAATGCTCAAAGATTCCATTAGGTGGCAGTC	Upstream_CTCF	40
chr10	112095939	112096089	id-14419	1	+	NA	NONE	28
chr10	112113625	112113775	id-14420	2.39e-05	+	CTGCAGTGTGTTTCAGAGGAAGCAAGGGGCAGGCT	UpstreamP1_CTCF	35
chr10	112114174	112114324	id-14421	5.77e-08	+	CTGGAGGCGAGTCCAGCGGACAGGAGAGGGCGCTG	V_CTCF_BR	40
chr10	112119015	112119165	id-14422	1	+	NA	NONE	24
chr10	112127897	112128047	id-14423	1	+	NA	NONE	7
chr10	112136176	112136326	id-14424	3.29e-05	-	AAGGTCACACAGGAAGTGGCCTTGAGGTGGCGCCG	Upstream_CTCF	7
chr10	112148596	112148746	id-14425	2.01e-05	+	ACAGTTAATGATCCAGCTGCCGCCAGGGGGACAGA	Upstream_CTCF	27
chr10	112172649	112172799	id-14426	5.7e-05	-	GGTGTGTTCACAGAGAAGGCCTCTAGGGAGGCCCG	Upstream_CTCF	5
chr10	112185737	112185887	id-14427	1	+	NA	NONE	10
chr10	112186761	112186911	id-14428	6.82e-05	-	TTACTCAATGACACACTGGCCTCCTGGTGGAAACT	V_CTCF_BR	6
chr10	112206944	112207094	id-14429	1	+	NA	NONE	34
chr10	112219549	112219699	id-14430	5.37e-06	-	GTTCTGGGGCCAGCATTGAACGCAAGGTGTCAGCA	UpstreamP1_CTCF	0
chr10	112238460	112238610	id-14431	6.39e-05	+	TGGGGACTAGCAGCAGAAAGCACAGGAGGGCGTCT	Upstream_CTCF	1
chr10	112247841	112247991	id-14432	1.47e-05	-	AGACCCTGCAGGAAACCTGCCTCTTGGTGGAAGAA	V_CTCF_BR	7
chr10	112257855	112258005	id-14433	1.04e-05	+	GCCAGCTGCGCAAGATGCTCCGCAAGGAGGCGGCG	V_CTCF_BR	13
chr10	112258029	112258179	id-14434	1.55e-05	-	GCGACGCCGCCGCCGCCCTCCTGCAGGAGCCGCGC	V_CTCF_BR	11
chr10	112259328	112259478	id-14435	5.13e-05	-	GAAATCAACAGGGGACCAGTCAGCAGGAGGTGCTA	V_CTCF_BR	40
chr10	112295713	112295863	id-14436	2.6e-06	+	GGAAGGCAGAGAGATGCTGCCTCCTGGGGGCTGTC	V_CTCF_BR	40
chr10	112307038	112307188	id-14437	2.18e-07	-	TGTCACATCTTCATCTTTACCACTAGAGGGCGGTG	V_CTCF_BR	39
chr10	112316885	112317035	id-14438	6.98e-07	+	AACGTATACAGGATGTGCACCACAAGGGGGCAGAC	V_CTCF_BR	39
chr10	112327591	112327741	id-14439	7.73e-06	-	CTGTGGAGACAGGGGAGAGGCTGCGGGTGGCGCCG	V_CTCF_BR	6
chr10	112360378	112360528	id-14440	9.4e-06	-	GTGACTTGTCCAAAATCACACACTAGGTGGCAGAA	UpstreamP1_CTCF	40
chr10	112369506	112369656	id-14441	8.79e-07	+	GCGTTGCTCCATAAATCTGCCACCATGTGGCACTC	UpstreamP1_CTCF	25
chr10	112370155	112370305	id-14442	3.47e-07	+	CTTCACTTTTTTCCCAGAGCCACTAGAGGGGGCCC	UpstreamP1_CTCF	40
chr10	112403931	112404081	id-14443	8.71e-06	-	TCCAGCTCGTCCCGGCCGGCCACGCGGGGGCGGGG	V_CTCF_BR	2
chr10	112404658	112404808	id-14444	1.29e-05	+	CTGTATTTCATCTTTCTGGTCCCAAGAGGACGCTG	UpstreamP1_CTCF	4
chr10	112408837	112408987	id-14445	1.28e-06	+	TCTTTGCCAGTCCTAATAGTCACCAGGGGGCAGAA	V_CTCF_BR	19
chr10	112411548	112411698	id-14446	1	+	NA	NONE	12
chr10	112431935	112432085	id-14447	1.57e-08	-	AGTGCTGCGACCTCTCCGGCCACCAGGGGCCGAAG	Upstream_CTCF	40
chr10	112440908	112441058	id-14448	4.14e-06	-	TGCGAGGAGACGTGGTCTAACAGCAGGGGGAGACA	V_CTCF_BR	40
chr10	112461820	112461970	id-14449	3.28e-05	-	AGCAACTTCCCACTTTTGCCCAGCAGAGGCTGGAA	V_CTCF_BR	18
chr10	112486120	112486270	id-14450	9.41e-05	+	CTTGCCTGTCACTCTCAGGGTAGCAGATGGAGGCA	V_CTCF_BR	4
chr10	112506228	112506378	id-14451	3.41e-07	+	TCCTTAGTTCTTTGTCTGACCACCAGATGGTGGCA	Upstream_CTCF	40
chr10	112535353	112535503	id-14452	9.25e-06	-	GTGGACTGACTGTGAGGACCCAGTAGTTGGAGCTA	V_CTCF_BR	2
chr10	112563705	112563855	id-14453	8.03e-07	+	GTAGCAGCCCAGGCTCTCTCCTCTAGGTGGCATGA	Upstream_CTCF	40
chr10	112570870	112571020	id-14454	1.59e-06	+	CAGTCGGTGCTGTCACTTCCCTGTAGAGGGCACAA	V_CTCF_BR	2
chr10	112615299	112615449	id-14455	1	+	NA	NONE	35
chr10	112631973	112632123	id-14456	2.43e-06	-	TCTCAGTGGGGAGATGGCTCCGGGAGGGGGCGGGC	V_CTCF_BR	22
chr10	112632479	112632629	id-14457	1	+	NA	NONE	37
chr10	112653436	112653586	id-14458	5.34e-06	-	AAATAAGGGATTTTAAATACCACTAGAGGGCACTA	V_CTCF_BR	40
chr10	112678383	112678533	id-14459	5.65e-05	+	GGCCTCACCCCACAGGGAGCCTCACGGGGGCGGGC	V_CTCF_BR	12
chr10	112678981	112679131	id-14460	1	+	NA	NONE	5
chr10	112679433	112679583	id-14461	1.97e-06	+	CGGGCAGTCGGGCTGGCTGTCGGTAGGGGGAGGCC	V_CTCF_BR	38
chr10	112797753	112797903	id-14462	3.22e-05	-	GTGCAATATTGTTTTCCCACCAGTAGGGCTGCCAC	UpstreamP1_CTCF	37
chr10	112835976	112836126	id-14463	3.47e-09	+	CAGCCGTGACCACGAGCGGCCAGCAGGTGTCAGTG	UpstreamP1_CTCF	40
chr10	112836453	112836603	id-14464	3.05e-07	+	GGAGCTGCATGGCCAACTCCCAGCAGGGGCCGCTC	Upstream_CTCF	19
chr10	112838573	112838723	id-14465	1	+	NA	NONE	1
chr10	112858586	112858736	id-14466	5.86e-07	-	TATTCAAGTCCTAGCTCTGCCAGCAGGAGGCTCTG	Upstream_CTCF	33
chr10	112866880	112867030	id-14467	8.16e-07	+	ATCTGGTCCCACAGAGTCTCCCCCAGGGGGCAGCA	V_CTCF_BR	12
chr10	112902010	112902160	id-14468	1.59e-06	+	TGGGCGTGTGTGTGGGGTGCCGGGTGGGGGCGGTG	V_CTCF_BR	16
chr10	112906043	112906193	id-14469	1	+	NA	NONE	3
chr10	112922788	112922938	id-14470	1.56e-05	+	CTTGTACTAATATACATTCCCACCAGTGGTGGCAT	Upstream_CTCF	3
chr10	112967416	112967566	id-14471	1.52e-07	-	CCAAAGTCATCCAGCCCAGCCAACAGGGGGCACTG	V_CTCF_BR	22
chr10	113041398	113041548	id-14472	4.71e-06	+	AAAGCAACAAAGTTTTTCTCCAGCAGGTGGAGTTC	Upstream_CTCF	32
chr10	113083450	113083600	id-14473	3.65e-05	-	AGTCTATAGCTGTCTTTAGCCAGTAGGTGGGTCTC	UpstreamP1_CTCF	22
chr10	113104705	113104855	id-14474	1.73e-05	-	TGGATTATTGCTCTGGAGGCCAGCAGGGGCAGGCT	V_CTCF_BR	26
chr10	113120186	113120336	id-14475	8.16e-07	-	TTGCCCACTCACCTTTCAGCCACTTGGTGGCACTG	V_CTCF_BR	34
chr10	113154876	113155026	id-14476	1.48e-06	+	TTTGAAGCTCTCATCAGCACCACAGGAGGGAGCAC	Upstream_CTCF	5
chr10	113358346	113358496	id-14477	9.67e-08	-	AAGGCAGTCTGACTTGTAACCAGTAGGTGGCACTA	Upstream_CTCF	40
chr10	113409972	113410122	id-14478	2.83e-07	-	TGGCCCTCTTCTCACAGCTCCACTAGGTGGCACCG	V_CTCF_BR	8
chr10	113415911	113416061	id-14479	1	+	NA	NONE	6
chr10	113516327	113516477	id-14480	1.17e-05	+	CAGTGAACTGAGTCTCATCCCACAAGAGGGAGCTC	V_CTCF_BR	33
chr10	113522006	113522156	id-14481	8.21e-06	-	ACGTATGACAGACTTTAAGCCCCTAGAGGGCAGCA	V_CTCF_BR	15
chr10	113535486	113535636	id-14482	1.31e-05	-	CATCTAAAAAGTCTTCCAGTCAGGAGATGGCACTG	V_CTCF_BR	6
chr10	113616547	113616697	id-14483	3.41e-08	-	AATGCAATTCCTCATATTCCCAGAAGGAGGAGAAC	Upstream_CTCF	28
chr10	113693798	113693948	id-14484	1	+	NA	NONE	15
chr10	113704250	113704400	id-14485	1	+	NA	NONE	8
chr10	113727400	113727550	id-14486	4.5e-06	-	GCTACATTGCCTCTTCCACCCTCCAGATGGAGCAA	Upstream_CTCF	6
chr10	113750619	113750769	id-14487	5.12e-07	-	GTGCAGTATGCCCCTGATTCCTCTAGTGGCCACCG	UpstreamP1_CTCF	24
chr10	113782119	113782269	id-14488	8.71e-06	+	TGAGGACCTGAAGCTGTGGCCAACAGCTGGCAAGG	V_CTCF_BR	9
chr10	113786320	113786470	id-14489	5.17e-06	+	CTTGCACCAAATTGCATTCCCACTAGAGGGCCTGT	Upstream_CTCF	20
chr10	113819108	113819258	id-14490	1	+	NA	NONE	7
chr10	113841865	113842015	id-14491	1	+	NA	NONE	2
chr10	113853731	113853881	id-14492	4.14e-06	+	AGGGAGGAGCCTGCCCTGACCACCAGGGGTCTAGA	V_CTCF_BR	2
chr10	113875661	113875811	id-14493	5.96e-07	+	GCGCATGCTCCCAGCTTCACCACATGAGGGCAGCA	V_CTCF_BR	40
chr10	113897256	113897406	id-14494	1.46e-08	-	GGGGCACCTGCCATTTTTTCCACTAGAGGGCGCCA	Upstream_CTCF	40
chr10	113900029	113900179	id-14495	9.06e-08	-	CTGCGCATTCCAACTCTGTCCACTAGATGGCGGTC	UpstreamP1_CTCF	40
chr10	113968849	113968999	id-14496	1	+	NA	NONE	2
chr10	114067734	114067884	id-14497	7.61e-08	-	GGGGCATTGATCCAGTCTCCCACTAGGGGGAGCCG	Upstream_CTCF	40
chr10	114074727	114074877	id-14498	9.55e-09	-	TGCAGCAACAGGAGAGTAGCCACTAGATGGCGCCC	V_CTCF_BR	40
chr10	114080927	114081077	id-14499	1	+	NA	NONE	19
chr10	114104129	114104279	id-14500	1.47e-05	-	CTTCCTGTGTTCATTTCTGCCACATGGTGGCAACC	V_CTCF_BR	12
chr10	114122012	114122162	id-14501	3.16e-06	+	CGGCTTCTCCCACTACCTTCCTGTAGAAGGCAGTG	UpstreamP1_CTCF	24
chr10	114135688	114135838	id-14502	1	+	NA	NONE	3
chr10	114181361	114181511	id-14503	4.68e-07	-	CAACCATGGCACCTCCTGCCCAGCAGATGGAGGAC	V_CTCF_BR	2
chr10	114194903	114195053	id-14504	3.11e-05	-	TAAATAATGTATCTTTGTACCACTAGGTGTCAGTG	V_CTCF_BR	36
chr10	114206594	114206744	id-14505	1	+	NA	NONE	40
chr10	114216418	114216568	id-14506	9.25e-06	-	TAATATGTTCACCTCTTGACCTACAGAGGGCAGGG	V_CTCF_BR	14
chr10	114231748	114231898	id-14507	3.67e-07	-	ATGCAACTATATAAATCAACCACAAGATGGTGCTA	UpstreamP1_CTCF	40
chr10	114235487	114235637	id-14508	2.27e-05	+	AATTTGGCTTTGTTAGATGGCACTAGATGGCACTG	V_CTCF_BR	39
chr10	114286683	114286833	id-14509	1	+	NA	NONE	16
chr10	114325333	114325483	id-14510	1	+	NA	NONE	40
chr10	114391932	114392082	id-14511	1	+	NA	NONE	6
chr10	114449189	114449339	id-14512	2.27e-06	+	CCTGGTAGGAGGTGCTGGACAGCCAGGGGGCAGCA	V_CTCF_BR	40
chr10	114480959	114481109	id-14513	5.08e-05	+	TGGTCACTGAAACAAATAACCGATAGGTGGCATCA	Upstream_CTCF	40
chr10	114535255	114535405	id-14514	1	+	NA	NONE	28
chr10	114560854	114561004	id-14515	5.97e-08	+	GCAGATCTTCCCAGGATGGCCAGCAGGAGGTGGGA	Upstream_CTCF	19
chr10	114571833	114571983	id-14516	1	+	NA	NONE	11
chr10	114632608	114632758	id-14517	2.75e-09	+	ACTGCAGTGCCATACATTGCCAGTAGGTGAGGCTA	Upstream_CTCF	40
chr10	114687232	114687382	id-14518	1	+	NA	NONE	1
chr10	114733695	114733845	id-14519	8.58e-06	+	GGGTTGGTCCCAGTTCTTACCACTTGGTGGACACG	UpstreamP1_CTCF	13
chr10	114760726	114760876	id-14520	8.59e-05	+	CTCAGGAGGAACGCAGAGTGCTCCGGAGGGCAGGC	V_CTCF_BR	18
chr10	114785868	114786018	id-14521	5.38e-05	-	CACTTGCACTCCAGCCTGGGCGACAGGGGGTAGGC	V_CTCF_BR	0
chr10	114787838	114787988	id-14522	9.25e-06	+	CAAATAGAGACAAGGATTACCAACAGGGGGAACAA	V_CTCF_BR	16
chr10	114812116	114812266	id-14523	2.27e-06	-	TGACAGGGCTCCGATAGATCCAGTAGGGGGCTCAA	V_CTCF_BR	35
chr10	114823246	114823396	id-14524	1	+	NA	NONE	24
chr10	114829522	114829672	id-14525	1	+	NA	NONE	3
chr10	114840748	114840898	id-14526	1	+	NA	NONE	33
chr10	114856519	114856669	id-14527	1.47e-05	-	TTTCCCATCCCCACCCTCCCCTCTGGAGGGAGCTG	V_CTCF_BR	13
chr10	114868345	114868495	id-14528	1.09e-06	-	AAGGGAATACCACGTCCATACTGCAGGGGGCGCCC	Upstream_CTCF	39
chr10	114886460	114886610	id-14529	1.67e-07	-	CCCGCGCCGGCCGCGGGCTCCACTGGAGGGCAGCA	V_CTCF_BR	37
chr10	114899579	114899729	id-14530	2.6e-06	+	TGATCCCTCAGCTCAACAGGCACTAGTGGGCAGCA	V_CTCF_BR	37
chr10	114900479	114900629	id-14531	1.48e-06	-	CTCCTACCCCAAGGCCCCACCTCCAGGAGGCACGC	V_CTCF_BR	0
chr10	114914228	114914378	id-14532	4.41e-06	-	AGAGATTTCACCCTGCACAACTCCAGGGGGCACCA	V_CTCF_BR	14
chr10	114974214	114974364	id-14533	6.51e-07	-	CAAGAACTCTCACACATTACCACGAGATGGCACTG	Upstream_CTCF	15
chr10	114975960	114976110	id-14534	7.23e-07	+	GTTGCTCTACCTCTCACTGCCTTCAGGTGGAGAGC	Upstream_CTCF	33
chr10	114981591	114981741	id-14535	1	+	NA	NONE	14
chr10	115033831	115033981	id-14536	3.56e-05	-	AGTTTTATAACAGAGGCAGGCAGCAGAGGGCCTGG	Upstream_CTCF	7
chr10	115043066	115043216	id-14537	3.88e-07	-	CAGCAGTGGACACAGATGTCCTCTAGGGGCACCTC	UpstreamP1_CTCF	30
chr10	115057135	115057285	id-14538	1	+	NA	NONE	17
chr10	115059484	115059634	id-14539	2.11e-06	-	CCACCAGAGACCTCACCTGCCAGCAGGGGCTGCTC	V_CTCF_BR	3
chr10	115061454	115061604	id-14540	4.88e-05	-	CCTGTCTTCTGTTCACATGACAGGCGGGGGCGCCA	Upstream_CTCF	17
chr10	115076381	115076531	id-14541	3.86e-05	-	GGCTCTGCTCCTTCTGGGACCACTAAGTGGCAGTG	Upstream_CTCF	24
chr10	115086402	115086552	id-14542	1	+	NA	NONE	22
chr10	115093194	115093344	id-14543	9.78e-07	+	CAGCAAGGAATGTGGGTGGCCTCTAGAAGGCAGAA	UpstreamP1_CTCF	9
chr10	115120762	115120912	id-14544	1.73e-05	-	CCCAGGAAAAAGCCTGGCTACAACAGAGGGCACTA	V_CTCF_BR	7
chr10	115145020	115145170	id-14545	2.97e-06	-	TCTTGCTATGACACATTAGACAGAAGGTGGCAGCA	V_CTCF_BR	40
chr10	115174130	115174280	id-14546	1	+	NA	NONE	0
chr10	115184527	115184677	id-14547	7.46e-06	-	TTGTTATTGCCTGGCCTGGCCACAAGGAGCTTATG	UpstreamP1_CTCF	7
chr10	115193080	115193230	id-14548	8.64e-05	-	ATTGCAGTTCATGTCAACAAAGACAGGTGGCCAAT	Upstream_CTCF	17
chr10	115197208	115197358	id-14549	3.88e-06	+	AAGTAGGGCATCTATATGACCTGAAGAGGGCTCTC	V_CTCF_BR	1
chr10	115201140	115201290	id-14550	1	+	NA	NONE	27
chr10	115214373	115214523	id-14551	2.11e-08	-	TTGCTCCGGCCTGCAGGCGCCACAAGATGGCAGCA	UpstreamP1_CTCF	40
chr10	115219770	115219920	id-14552	8.59e-05	-	TGCTCCAAAAGTGTTCAGAGCTGTAGGGGGTGCTG	V_CTCF_BR	2
chr10	115235170	115235320	id-14553	1.97e-06	+	GTTATCCGAATGATCTTAGCCACCAGAGGGAGAGG	V_CTCF_BR	22
chr10	115245708	115245858	id-14554	3.63e-05	-	ATAGAATTGTGGTTGCCAGGCACTAGGGGGAGAGA	V_CTCF_BR	4
chr10	115281067	115281217	id-14555	1.15e-08	-	ATGCAGCAGCAACTTTTGGCCACAAGAGGACAGTA	UpstreamP1_CTCF	40
chr10	115284053	115284203	id-14556	7.23e-07	+	TGTGCTATGGGCCCCTTGACCTGTAGGTGGGGATG	Upstream_CTCF	21
chr10	115298825	115298975	id-14557	3.88e-07	+	CTGCAGGGCAAAGATGCTGACACTGGATGGGACTG	UpstreamP1_CTCF	10
chr10	115309691	115309841	id-14558	9.41e-05	-	TCACGTGTTGGGTTACGTACCGCTGGAGGGAGTCC	V_CTCF_BR	3
chr10	115318202	115318352	id-14559	6.51e-07	-	ACTGTCAAGCCTTCCAATCCCACCAGGGGGAAGGA	Upstream_CTCF	6
chr10	115323325	115323475	id-14560	1.52e-09	-	GGTGCCATGCTGCCTACAGCCAGCAGGTGGCAGAC	Upstream_CTCF	40
chr10	115367559	115367709	id-14561	7.27e-06	-	AATTTACACTTTCATGTATCCAGCAGAGGGCAGGT	V_CTCF_BR	3
chr10	115370813	115370963	id-14562	2.19e-05	-	TAGCGATTGGAAGGCAGGACGCCCAGGGGGCGCCT	UpstreamP1_CTCF	5
chr10	115376130	115376280	id-14563	4.7e-06	-	TTCTTCCTTATCCTAGCCAACTCTAGGGGGCACTG	V_CTCF_BR	39
chr10	115438836	115438986	id-14564	1.06e-05	+	GCCGCATACCCAGTCCCTGACACACGGGGGCGCAC	Upstream_CTCF	40
chr10	115439429	115439579	id-14565	2.66e-05	-	CGTGTCCCCGCACGCATAGTCCCTGGAGGGCGCTC	V_CTCF_BR	31
chr10	115464934	115465084	id-14566	7.55e-07	+	CTTTTTTTTTGCCTCACAGCCACTAGATGGCAGGA	V_CTCF_BR	39
chr10	115494582	115494732	id-14567	2.39e-05	-	AGGCATCTCTGGAACTCTCCCCCTAGCGGGAGATG	UpstreamP1_CTCF	5
chr10	115495788	115495938	id-14568	1.64e-05	+	TCCAGGTGCACTGACTTCTCCAGCTGGTGTCAGCA	V_CTCF_BR	14
chr10	115534735	115534885	id-14569	1	+	NA	NONE	0
chr10	115535743	115535893	id-14570	4.68e-05	-	CTGTTATTCCCCCTGCTCACCTCCAGGCTGACTTT	UpstreamP1_CTCF	17
chr10	115540525	115540675	id-14571	2.43e-06	-	TGTCTCCTATCACATGGCAGCAGCAGGGGGCAGAG	V_CTCF_BR	30
chr10	115559466	115559616	id-14572	2.18e-07	+	TGCCACTGCAGATGTACTACCAGCAGATGGCAGAA	V_CTCF_BR	40
chr10	115580382	115580532	id-14573	3.09e-07	+	TCGCGCTGGGCTGGGCTGGCCACTAGGGGTCTGAA	V_CTCF_BR	30
chr10	115614910	115615060	id-14574	8.59e-05	+	TTCTGCAATTCCCAGGGGTCCCCAAGCGGCCACCG	V_CTCF_BR	27
chr10	115632034	115632184	id-14575	3.4e-06	+	GCCCAGAAAAAGGGAACTGTCAGAAGAGGGCACTC	V_CTCF_BR	5
chr10	115651376	115651526	id-14576	9.84e-05	+	TCGTCCCTGTACAATGAAGCCACATGGTGGTTCCC	V_CTCF_BR	10
chr10	115665641	115665791	id-14577	4.14e-06	+	AACCACCCCTTGTCACTTCCCACAAGGGGGAAGGC	V_CTCF_BR	4
chr10	115682861	115683011	id-14578	4.01e-05	+	GTGTTGAAAAGGCTAAACTCCAGGTGAGGGCAGCC	V_CTCF_BR	18
chr10	115687186	115687336	id-14579	1.14e-06	-	TAGCACCCTTCCTAGGAGGACACCAGAGGGCAAGG	UpstreamP1_CTCF	2
chr10	115699374	115699524	id-14580	4.43e-05	-	AACGTGCACACGGTAGACACAGCAAGGGGGCAGCC	V_CTCF_BR	11
chr10	115713381	115713531	id-14581	1.81e-06	+	GGTGAAGTTCAGAAAGCATCCAACAGAGGGCCTAT	Upstream_CTCF	37
chr10	115740299	115740449	id-14582	2.43e-06	+	CCTGCTCATCCTCCACCCACAGCCAGAGGGAGCTT	Upstream_CTCF	37
chr10	115742826	115742976	id-14583	1	+	NA	NONE	1
chr10	115753503	115753653	id-14584	4.88e-05	-	GCCAAGTGGCTGATTGGGAGCCCCAGGAGGCAGCA	V_CTCF_BR	10
chr10	115762306	115762456	id-14585	1	+	NA	NONE	22
chr10	115828812	115828962	id-14586	6.21e-06	-	ATGTCAATATTAATCAACTCCAGTAGGTGGCAGGT	Upstream_CTCF	12
chr10	115837540	115837690	id-14587	1	+	NA	NONE	5
chr10	115847132	115847282	id-14588	1	+	NA	NONE	32
chr10	115847555	115847705	id-14589	3e-06	-	ATGTTGGTTCACAGGAGAGCCACTGGGTGGGGCAA	UpstreamP1_CTCF	26
chr10	115859290	115859440	id-14590	1	+	NA	NONE	21
chr10	115859753	115859903	id-14591	1.13e-05	+	ACGTAATCCATATGTGCAACCGCCAGATGGCCACA	UpstreamP1_CTCF	13
chr10	115863203	115863353	id-14592	1.64e-05	-	TAAGTTTATGCTCTAAATGCCACTAGATGGCGGAT	V_CTCF_BR	40
chr10	115870448	115870598	id-14593	1.01e-05	-	AGTGTGATGTTAAGATTTCTCAGTAGAGGGCAATG	Upstream_CTCF	37
chr10	115917788	115917938	id-14594	1.03e-06	-	CAGCATCCCTGGCCTCCATCCACTAGATGCCAGTA	UpstreamP1_CTCF	16
chr10	115999180	115999330	id-14595	2.81e-05	-	ACAGACCCGGGCGCGGCTCGGGCCAGGGGGCGCTA	V_CTCF_BR	17
chr10	116020532	116020682	id-14596	2.1e-05	+	CTGCTCAAGACAGCACTGGCAGCTAGGAGGCAGTT	UpstreamP1_CTCF	12
chr10	116037598	116037748	id-14597	1.18e-05	+	AAGCTGTTACAACCCCTTGGCACAGGTGGGAGGAG	UpstreamP1_CTCF	11
chr10	116039739	116039889	id-14598	4.51e-05	+	ATTTTTAATCTTAGCAGAACCACTAGGGAGCGGTG	Upstream_CTCF	5
chr10	116050845	116050995	id-14599	1.84e-05	+	CTGAAGGGGTCCTCAGAGGCTGCTGGAGGGCTGAG	UpstreamP1_CTCF	0
chr10	116061082	116061232	id-14600	2.97e-06	-	ATGGCCTGCCTAGCCAGGACCGCCAGGAGGAGCTG	V_CTCF_BR	11
chr10	116063804	116063954	id-14601	1.96e-08	+	TGCGATGTGGGTCTTTCAGCCACCAGAGGGCAGGA	V_CTCF_BR	40
chr10	116064385	116064535	id-14602	4.23e-08	-	AAGCTTGAGGTACCGCCGGCCTGCAGGGGGAGCAG	V_CTCF_BR	40
chr10	116112515	116112665	id-14603	9.66e-05	+	CTTTCCACTGCTCCGACAGCCACAAGGGGCAATGT	Upstream_CTCF	8
chr10	116139672	116139822	id-14604	6.21e-06	+	TTTGCTATCCCTTTGTGAGGCGGCAGGGGCGGGGG	Upstream_CTCF	1
chr10	116146309	116146459	id-14605	1.56e-06	-	GGTGCAGTTCCGGCTGCTGCCTGGGTAGGGCAGGG	Upstream_CTCF	22
chr10	116147677	116147827	id-14606	1.65e-07	-	TTGTAGTTGTCCACTTTTCACTGAAGGGGGCGCTG	UpstreamP1_CTCF	18
chr10	116150044	116150194	id-14607	6.75e-05	-	AAGAGATGTCTGCATGGGTCCATAAGGGGGCAGGG	UpstreamP1_CTCF	14
chr10	116157747	116157897	id-14608	3.09e-06	+	GCATCAGTCCAATGCAACGCGTCCAGGGGGAGGCA	Upstream_CTCF	15
chr10	116163500	116163650	id-14609	2.83e-07	-	CGGGGGCCGAATGGAGTGCCCGGCAGGTGGAGCTC	V_CTCF_BR	31
chr10	116187112	116187262	id-14610	2.37e-05	-	GCTGTAGCGAGTCGGGTCTGCAGAAGAGGGGGTAA	Upstream_CTCF	7
chr10	116195501	116195651	id-14611	1	+	NA	NONE	1
chr10	116197573	116197723	id-14612	4.38e-08	-	TATGAAATGCTCATGGTGACCAACAGAGGGCGAAA	Upstream_CTCF	39
chr10	116218869	116219019	id-14613	3.45e-05	-	AGGTAGGATGTCCATCTCAGAGGCAGGGGGCGCCC	V_CTCF_BR	40
chr10	116231237	116231387	id-14614	4.7e-08	+	TGCAGCTACAGCTAAGTGACCACTAGGTGGCACTA	V_CTCF_BR	40
chr10	116247112	116247262	id-14615	5.34e-06	-	TTAGTCAATTCTCGGAACACCTCCAGATGGCAGTA	V_CTCF_BR	25
chr10	116261508	116261658	id-14616	1	+	NA	NONE	12
chr10	116286540	116286690	id-14617	3.45e-05	-	GGCTGGTTTCCGGAGTGCGTCTCTAGAGGGATGCA	V_CTCF_BR	14
chr10	116308604	116308754	id-14618	6.8e-06	-	GTGGCAGTCACGGATGTGGTCAGAAGAGGGGGTTG	Upstream_CTCF	40
chr10	116310540	116310690	id-14619	2.1e-06	+	TCTTCTAATTACATAATTCCCACTAGGTGGCAGCA	Upstream_CTCF	31
chr10	116383591	116383741	id-14620	1	+	NA	NONE	9
chr10	116454605	116454755	id-14621	1.3e-07	-	CTGCATTTCTAAGAAGTTCCCAGGTGAGGGCGCTG	UpstreamP1_CTCF	40
chr10	116463529	116463679	id-14622	1.15e-06	-	CCTGTAAGAAACTGATTCTCCAGTAGAGGGTGGTA	Upstream_CTCF	40
chr10	116512961	116513111	id-14623	1	+	NA	NONE	18
chr10	116537226	116537376	id-14624	5.38e-05	-	GTACTTAAGAGACAAAGTCCCACTAGGAGGAGGCA	V_CTCF_BR	1
chr10	116546295	116546445	id-14625	8.16e-07	-	CCCTCTGCTTTTCTTGCCACCTGTAGGTGGCAGTC	V_CTCF_BR	40
chr10	116561380	116561530	id-14626	1	+	NA	NONE	2
chr10	116576189	116576339	id-14627	3e-06	-	CTGTAGGGGCAATTCTTAGCCAATAGGGGATGGAA	UpstreamP1_CTCF	12
chr10	116581357	116581507	id-14628	4.88e-05	-	GGGGCCGCTAGGCGCCGCGGGGGCGGGGGGCGCGC	V_CTCF_BR	23
chr10	116634847	116634997	id-14629	3.65e-05	-	CTGCAGCACAGCACTGCCTCCGCCGGCCGCCTTCC	UpstreamP1_CTCF	27
chr10	116636042	116636192	id-14630	9.4e-06	-	CTGCAGTACCCTGTTGCGGGCGATGAGGGGGAGCT	UpstreamP1_CTCF	4
chr10	116636923	116637073	id-14631	6.19e-06	+	CAACAGTTCCCGAGTGCTGTCACTGGAGGGCGATG	UpstreamP1_CTCF	40
chr10	116639439	116639589	id-14632	2.55e-06	-	CTTGTATTACGCCAGGCAATCAGCAGGGGTCACTG	Upstream_CTCF	40
chr10	116786260	116786410	id-14633	1	+	NA	NONE	17
chr10	116809235	116809385	id-14634	7.1e-07	-	CAGCATCTCTGGTCTCCACCCACTAGATGCCAGTA	UpstreamP1_CTCF	7
chr10	116853532	116853682	id-14635	3.09e-07	-	AGCTGTTCCCGTCCAGCAGCCAGGAGGAGGCGCCC	V_CTCF_BR	27
chr10	116889658	116889808	id-14636	5.17e-06	-	CTAGTTCTTTTTAAAATAGCCACAAGATGTCAGCC	Upstream_CTCF	26
chr10	116901158	116901308	id-14637	1	+	NA	NONE	38
chr10	116931266	116931416	id-14638	1	+	NA	NONE	32
chr10	116936419	116936569	id-14639	1.56e-06	+	CATGTTATACGTGAGATAGCCACTAGATGTCAAAG	Upstream_CTCF	8
chr10	117021568	117021718	id-14640	1	+	NA	NONE	4
chr10	117114795	117114945	id-14641	4.41e-06	+	GGTCCTTGCAGTTGTTTTAGCACTAGAGGGAGCCC	V_CTCF_BR	39
chr10	117177288	117177438	id-14642	7.55e-07	-	GACCACTGCAACTCCCTAAACACTAGAGGGCAGTC	V_CTCF_BR	37
chr10	117191833	117191983	id-14643	1.5e-05	+	TCAGAAGCATAATGGTAAAGCACTAGGTGGCACTC	Upstream_CTCF	35
chr10	117201518	117201668	id-14644	1.32e-05	+	TCAGACATTCTCCAATCGGCCACCAGGGTGACATT	Upstream_CTCF	25
chr10	117332701	117332851	id-14645	5.9e-06	-	AAGTCAGGAAAGAGTCCGGCCACTAGGTGGCCCAA	UpstreamP1_CTCF	36
chr10	117339857	117340007	id-14646	6.18e-07	-	TCAGTAGAAACATTACAGGCCAGAAGGGGGCAGAA	Upstream_CTCF	8
chr10	117466110	117466260	id-14647	5.08e-07	+	CCGACTTGTATCACACTGACCACCAGATGGCAAAC	V_CTCF_BR	39
chr10	117559067	117559217	id-14648	2.43e-06	+	TTTTATGTTAGAGCAGTCACCACTAGGTGGTGCCG	V_CTCF_BR	40
chr10	117589192	117589342	id-14649	1	+	NA	NONE	31
chr10	117633838	117633988	id-14650	1	+	NA	NONE	4
chr10	117657865	117658015	id-14651	9.25e-06	-	GTCTTGGAGATGGGACAGCCCACGTGGGGGCAGCA	V_CTCF_BR	6
chr10	117669541	117669691	id-14652	3.28e-05	+	TGCACCTGATCCCTTAGCACCACTAGGTGGTAAGA	V_CTCF_BR	1
chr10	117708102	117708252	id-14653	4.31e-05	+	AAGTGCTGCCTTTAATCGACCATTAGAGGGAGTTC	UpstreamP1_CTCF	36
chr10	117723474	117723624	id-14654	2.6e-05	-	GTGAATATAGCCCCACTTACCAGCAGGTGGCCTTT	UpstreamP1_CTCF	34
chr10	117727875	117728025	id-14655	9.62e-05	-	AGGTTCCTGCACTCCTTCACCACTGGAGGCACCAC	UpstreamP1_CTCF	12
chr10	117785951	117786101	id-14656	2.6e-07	+	GAGTCTGGGCAGTCTCTGGCCAGCAGGTGTCAGGA	V_CTCF_BR	22
chr10	117838564	117838714	id-14657	1.47e-05	+	GTGATGGTGTGAGGATGAGACACCAGAGGTCTCTC	V_CTCF_BR	2
chr10	117838995	117839145	id-14658	1.9e-06	-	CTTTCAGCACTGCCAAATGTCTCCAGGGGGCAGAA	Upstream_CTCF	6
chr10	117840758	117840908	id-14659	4.94e-06	+	TGAGTTGTACTGCGGTCTACCAGTTGGTGTCAGAA	Upstream_CTCF	2
chr10	117880335	117880485	id-14660	1.04e-06	-	CCGGTAGCTTTAGCTGCTGCCACATGGGGTCGCTG	Upstream_CTCF	29
chr10	117898513	117898663	id-14661	1	+	NA	NONE	2
chr10	118023498	118023648	id-14662	2.68e-05	+	GTTTGAGTTAACTGAGACACCGCCAGATGGAGTCA	Upstream_CTCF	7
chr10	118028619	118028769	id-14663	4.88e-05	-	AAAGGGAGTGCCACTTCTGTCTGTAGGTGGCAATC	V_CTCF_BR	12
chr10	118032519	118032669	id-14664	1	+	NA	NONE	15
chr10	118032994	118033144	id-14665	1.64e-05	-	GGTCCGGCCGCGGGTCCCACCGCAAGCGGGCGTGT	V_CTCF_BR	8
chr10	118033645	118033795	id-14666	2.78e-06	+	CACACGCTCCCCTTCCCGCACGCCGGGGGGCGCCC	V_CTCF_BR	16
chr10	118047530	118047680	id-14667	3.81e-05	-	AGGACAGAATTCTTTCCAGCAGCTAGGGGGCTCTA	V_CTCF_BR	40
chr10	118145838	118145988	id-14668	1.09e-07	-	AATGTCGTACCAGAGAAATCCAGCAGATGGCACTC	Upstream_CTCF	40
chr10	118204150	118204300	id-14669	8.08e-08	+	TCTGTGGTTATTTGAAGCACCACTAGGTGGCAGTG	Upstream_CTCF	40
chr10	118230414	118230564	id-14670	3.97e-07	+	GGGTGGTTTCAGTGGAGAGACAGCAGGGGGAGCCA	V_CTCF_BR	36
chr10	118249694	118249844	id-14671	1.03e-06	-	ACACAATATGCTCATTCTTCCACTAGAGGGCACTG	V_CTCF_BR	40
chr10	118271011	118271161	id-14672	6.49e-06	+	CAGCATCCCTGGCCTCCATCCTCTAGATGTCAGTA	UpstreamP1_CTCF	13
chr10	118281049	118281199	id-14673	2.74e-08	-	ATGCTATGTCCACCTTCTTCCACTAGAGGGCCCCT	UpstreamP1_CTCF	40
chr10	118357219	118357369	id-14674	9.4e-06	-	CTGCAGAACAATAGACCTGACTGTAGATGTCAGCA	UpstreamP1_CTCF	5
chr10	118386985	118387135	id-14675	6.98e-07	+	GCCACGCCCGCCCAGGTGGCCTGCAGTTGGCGTGG	V_CTCF_BR	33
chr10	118387349	118387499	id-14676	9.31e-05	-	GCCGAGGCTTCCGAGGTGCGCACCCGGGGGCCTGG	Upstream_CTCF	4
chr10	118414455	118414605	id-14677	5.08e-05	+	GGTGTCATGATATTTTCTGCCACTAGGGTCCTGGA	Upstream_CTCF	40
chr10	118441947	118442097	id-14678	6.98e-07	+	AAGCCAATATGCATTGCGGCCACAAGGTGGCGCGT	V_CTCF_BR	40
chr10	118450377	118450527	id-14679	6.75e-05	+	TTCCTGGGAAAAACTCAGAACGCCAGGTGGCGTCT	UpstreamP1_CTCF	26
chr10	118461763	118461913	id-14680	4.68e-07	-	TCCCTCCTGCACTGCGTCCCCACCTGAGGGCGCAC	V_CTCF_BR	1
chr10	118497167	118497317	id-14681	1	+	NA	NONE	37
chr10	118525199	118525349	id-14682	7.49e-05	-	GGCATTTCATTGTAAACCCTCCCTAGGGGGCGCCA	V_CTCF_BR	38
chr10	118526318	118526468	id-14683	3.8e-07	-	CCAGCAGTTCCCTGGGGGCCCTACGGGTGCCAGTG	Upstream_CTCF	13
chr10	118527145	118527295	id-14684	9.81e-06	+	CCAGACTCAGAAGTCCAGGCCACAAGGGGGCTTTA	V_CTCF_BR	19
chr10	118531000	118531150	id-14685	8.97e-05	-	GTATTCATTCCGGAAACATCCTCCCGGGGGCCCTC	Upstream_CTCF	16
chr10	118547679	118547829	id-14686	5.8e-11	-	GCGCAGTTCACCAGCTCCACCACCAGAGGGCGGCG	UpstreamP1_CTCF	40
chr10	118556552	118556702	id-14687	4.38e-09	+	GAGCACGCACTTGCTGCAGCCACCAGGGGGAGCTA	V_CTCF_BR	40
chr10	118569168	118569318	id-14688	5.12e-06	-	ATGCAGTAGTGGGGACAGGCCTGGAGAGGCGCCAG	UpstreamP1_CTCF	39
chr10	118586721	118586871	id-14689	9.81e-06	+	CCACCAATGGAGAGGTCTTCCTCAAGGGGGAGCCT	V_CTCF_BR	34
chr10	118596511	118596661	id-14690	1	+	NA	NONE	32
chr10	118601789	118601939	id-14691	1	+	NA	NONE	29
chr10	118706834	118706984	id-14692	1	+	NA	NONE	35
chr10	118712361	118712511	id-14693	1	+	NA	NONE	1
chr10	118760203	118760353	id-14694	9.78e-07	-	ATGTATTCAAATACTTTGGCCACGGGAGGGCAGGA	UpstreamP1_CTCF	11
chr10	118764059	118764209	id-14695	1	+	NA	NONE	22
chr10	118765095	118765245	id-14696	5.74e-05	-	ATGTACCACCCTGGGCCCGCCCCTGTGGGCAGCTA	UpstreamP1_CTCF	26
chr10	118834259	118834409	id-14697	5.01e-06	-	CTGCCCATCCTCCCTACAGACACGGGAGGGCAGTG	V_CTCF_BR	23
chr10	118838106	118838256	id-14698	1	+	NA	NONE	9
chr10	118871858	118872008	id-14699	3.97e-05	+	AAGCCTTTTCCTCCCACCACCAATAGAGGGCCTGG	UpstreamP1_CTCF	40
chr10	118885532	118885682	id-14700	9.84e-05	+	GGGTCTGGAGGGCGGAGCGCTAGGTGCTGGCAGGG	V_CTCF_BR	0
chr10	118894202	118894352	id-14701	3.24e-06	+	GCTGGGGGAGCTGGCGCCGCCACGAGGGGGACACA	Upstream_CTCF	4
chr10	118922696	118922846	id-14702	2.4e-05	-	GCCGGCAGTGCTCGGGGAGGCCCTGGGTGGCGCTG	V_CTCF_BR	25
chr10	118925392	118925542	id-14703	4.99e-07	-	GGGGCACTTTCGGCGCTGGATACCAGGGGGCAGTG	Upstream_CTCF	40
chr10	118927759	118927909	id-14704	3.11e-10	-	GTGCGCGCTCGGCTTCCTGCCGCCAGGGGGCGCCC	V_CTCF_BR	40
chr10	118934476	118934626	id-14705	5.77e-08	-	GGATCGTTTTCGGAAACTGCCACCAGAGGGAGCTC	V_CTCF_BR	40
chr10	118934963	118935113	id-14706	1	+	NA	NONE	8
chr10	118935564	118935714	id-14707	1.28e-06	-	TACAAATTTAGATGAGTTGCCGCAAGGGGGCAGTG	V_CTCF_BR	39
chr10	118945487	118945637	id-14708	1.92e-05	-	ATGTAATGCCACCTCTGACCTGACAGGAGGCAGAG	UpstreamP1_CTCF	12
chr10	118976213	118976363	id-14709	1e-11	+	GCTGCGCTTTCCCAAGCGGCCACCAGGTGGCGCGG	Upstream_CTCF	40
chr10	118986489	118986639	id-14710	1	+	NA	NONE	40
chr10	119078566	119078716	id-14711	3.56e-06	-	TTAGCTTTACTTCATGTTTCCACTAGAGGGTGTAT	Upstream_CTCF	38
chr10	119079698	119079848	id-14712	7.44e-06	-	TAGGTAGTTTACTCTTTGAACAGGTGGTGGCAGCA	Upstream_CTCF	40
chr10	119081972	119082122	id-14713	3.4e-06	+	GCTGCAGTTTTAAAAGTAACCGACAGTGGTTGAAC	Upstream_CTCF	13
chr10	119104820	119104970	id-14714	1	+	NA	NONE	2
chr10	119165346	119165496	id-14715	1	+	NA	NONE	0
chr10	119179576	119179726	id-14716	4.85e-07	+	TTGAATCACTTGCTCAAGGCCACCAGATGGCAGGG	UpstreamP1_CTCF	11
chr10	119190793	119190943	id-14717	2.04e-05	+	GGCAGATAATTCTCTGTGACCACTGGATGTCAGTA	V_CTCF_BR	26
chr10	119202511	119202661	id-14718	4.3e-11	+	GCGGTCTCTCTGCTCTCGGCCACCAGGGGGCAGCA	V_CTCF_BR	40
chr10	119209156	119209306	id-14719	8.99e-05	-	AAAGGAGCCTGAGTCTCTCCTCCCAGATGGCGCTG	V_CTCF_BR	39
chr10	119212185	119212335	id-14720	6.05e-06	+	GACTACGATGTGGCAGAGACCACTAGGGGTCTCCC	V_CTCF_BR	10
chr10	119222006	119222156	id-14721	3e-06	-	CAGATCCTTGCAGCCTCGGCCACCAGGAGGGGCTG	UpstreamP1_CTCF	37
chr10	119237949	119238099	id-14722	1	+	NA	NONE	32
chr10	119239648	119239798	id-14723	1.28e-06	-	GGAAAGAACCTCCCTGGAGCCACTAGATGGCAAAC	V_CTCF_BR	17
chr10	119256149	119256299	id-14724	1.79e-08	+	CACGCCATACCAGGATTTTCCAGCAGGTGGCAGCC	Upstream_CTCF	40
chr10	119262751	119262901	id-14725	3.11e-05	+	ACCCCGAAACAGAAATTGGACACAGGAGGGCAGAT	V_CTCF_BR	14
chr10	119266275	119266425	id-14726	2.58e-05	-	GATGTTGGTCAACAAACCCCCTCAAGGGGCAGTAT	Upstream_CTCF	3
chr10	119294862	119295012	id-14727	6.84e-06	+	AGGCGCTGCTCTGTGGCCACCAGCAGAGGTTTCCC	V_CTCF_BR	7
chr10	119296704	119296854	id-14728	4.7e-08	+	GTCGGGCGTCTTCAGCCAGCCGCGAGGGGGCGCGG	V_CTCF_BR	11
chr10	119297189	119297339	id-14729	4.23e-06	+	CGCCCGCGCCCGGCCCTCGCCACTAGGCGCCGCTG	UpstreamP1_CTCF	38
chr10	119302885	119303035	id-14730	1.77e-05	+	TCGGCCGCCGCCGCCGCCGCCGGTAGGGGCGTCTA	Upstream_CTCF	21
chr10	119303602	119303752	id-14731	2.78e-06	-	CGCGAGGATCCTCTCGCCTCCAGAAGAGGGTGGAA	V_CTCF_BR	11
chr10	119307209	119307359	id-14732	1.47e-05	-	GAGCCCCATCTCTCCTGGCCCTGCAGAGGGCATCT	V_CTCF_BR	5
chr10	119312988	119313138	id-14733	1	+	NA	NONE	18
chr10	119313193	119313343	id-14734	1.16e-05	+	GTCGCACTCCTCTGAGGGGGCGCCAGAGCGCGCCA	Upstream_CTCF	11
chr10	119322127	119322277	id-14735	1.84e-06	+	AAGACCTGACCTGAGAGAGCCACAGGGTGGCAGCC	V_CTCF_BR	5
chr10	119334227	119334377	id-14736	1	+	NA	NONE	1
chr10	119444352	119444502	id-14737	5.51e-07	-	GCTGAGCTGCCCGGTGGACCCTCAAGGGGGCAGCC	V_CTCF_BR	25
chr10	119469804	119469954	id-14738	4.68e-07	+	TTGCCTGAGACTGCACAGACCAGTAGAGGGCAGAG	V_CTCF_BR	28
chr10	119482988	119483138	id-14739	3.18e-06	+	ATGATTTTCGGTGGCTGCACCACCAGATGGAGACG	V_CTCF_BR	15
chr10	119501169	119501319	id-14740	1.32e-05	+	CCTGCAATGCCTACTCCTGCCACTTGGAAAGTGCA	Upstream_CTCF	35
chr10	119517595	119517745	id-14741	5.77e-08	-	CATGCCCCATGTCCTCCTGCCAGTAGGTGGCAGAA	V_CTCF_BR	39
chr10	119522380	119522530	id-14742	1	+	NA	NONE	3
chr10	119620471	119620621	id-14743	1.21e-06	+	TCTGCAAATAACCACTAAGCCACTAGAGGGCAAAT	Upstream_CTCF	38
chr10	119689073	119689223	id-14744	1.48e-06	+	CCATGCTCTCAAACAGCAAACAGCAGGGGGCTGCC	V_CTCF_BR	13
chr10	119708117	119708267	id-14745	1.5e-05	-	GCTGTGCTTCCCCACAGAGCCTCTAGGGAAAAATC	Upstream_CTCF	19
chr10	119730594	119730744	id-14746	9.49e-08	-	TTCATCTTAGACCTGTTGGCCAGCAGGTGGCTGCC	V_CTCF_BR	5
chr10	119753027	119753177	id-14747	7.15e-05	+	GAGCACAGAGATGGTGGCGCCAGAGGGGGCAGCCT	V_CTCF_BR	2
chr10	119793460	119793610	id-14748	5.38e-05	+	AGATCCTCTCCATTCAGCTACTGCAGGGGTCAGCA	V_CTCF_BR	6
chr10	119805993	119806143	id-14749	1.19e-06	-	GGCAGCGGAGGCTGCTCGGCCGCAAGGAGGCAGGC	V_CTCF_BR	36
chr10	119861563	119861713	id-14750	1	+	NA	NONE	10
chr10	119866087	119866237	id-14751	1	+	NA	NONE	39
chr10	120000884	120001034	id-14752	1.56e-06	-	TGCACAGTTTCACGGATGGCCACTAGATGGCGTGT	Upstream_CTCF	40
chr10	120018940	120019090	id-14753	2.11e-06	-	CTGAGATTTGTTTGGGTCACCAGGAGGGGTCGCTG	V_CTCF_BR	40
chr10	120024485	120024635	id-14754	9.31e-05	+	GGTGTGCTGCTTACACTAGCAGATAGGTGGTGTTG	Upstream_CTCF	15
chr10	120068287	120068437	id-14755	6.43e-06	+	GTATGGGAAGTGCAACATGCCTGCAGGGGTCACTA	V_CTCF_BR	17
chr10	120101632	120101782	id-14756	4.14e-06	-	CATGATGAGTCTGGGAGGGCCTCTTGTGGGCAGCC	V_CTCF_BR	9
chr10	120102333	120102483	id-14757	9.25e-06	+	GGCAGGCACTGTGTTATGCCCAGAAGGGGGTGCTT	V_CTCF_BR	14
chr10	120183476	120183626	id-14758	8.61e-08	-	TAAGCAGACGTCGGTCCATCCAGCAGAGGGCGGAC	V_CTCF_BR	39
chr10	120208424	120208574	id-14759	8.99e-05	-	AAAGGCAGAAGAGAGGCGGCCAGCAGGGGGGTGTT	V_CTCF_BR	6
chr10	120219221	120219371	id-14760	1.08e-08	-	ATGCATTTTACAAAAGAAGCCACCAGAGGGCAGAA	UpstreamP1_CTCF	40
chr10	120233285	120233435	id-14761	4.17e-05	-	TCTGCCATAGAGCTGATCGGGGCGTGGGGGCGCTC	Upstream_CTCF	4
chr10	120243130	120243280	id-14762	1	+	NA	NONE	16
chr10	120303702	120303852	id-14763	2.19e-08	-	AGCGCCATCCTCAACATGGCCAGAAGATGGCACCA	V_CTCF_BR	39
chr10	120324275	120324425	id-14764	2.43e-06	-	TGCACCGCTTCCCGTCCCTCCACCAGATGTCAGGC	V_CTCF_BR	34
chr10	120327910	120328060	id-14765	2.1e-05	+	AGAAAAATTCCACTCTTTGCCACAAGGTGGTGATC	Upstream_CTCF	40
chr10	120353970	120354120	id-14766	7.07e-08	+	ACGTAAGACAGGAGGATGACCAGCAGAGGGAGCAG	V_CTCF_BR	37
chr10	120375494	120375644	id-14767	1	+	NA	NONE	32
chr10	120386575	120386725	id-14768	2.38e-07	-	GGTCACAGAGCTGCTGTCACCAGCAGGAGGCGCTC	V_CTCF_BR	34
chr10	120426445	120426595	id-14769	2.83e-07	+	TCTCTCCACCCTGACTGGGCCAGCAGATGGCAGGT	V_CTCF_BR	2
chr10	120428182	120428332	id-14770	8.61e-08	-	GGTACCCGGAGTTACACAGCCAGTAGGTGGCAGAA	V_CTCF_BR	29
chr10	120472875	120473025	id-14771	7.1e-07	-	CTGCTGTAGCAGGGAGGCGTCAACAGGTGGGGCTG	UpstreamP1_CTCF	38
chr10	120480646	120480796	id-14772	2.18e-07	-	GTTGCTATTTATTTTTTGTCCAGTGGGTGGCAGCA	Upstream_CTCF	40
chr10	120494111	120494261	id-14773	5.68e-06	-	AATTTCTTGAACCTCTGTGCCTCTAGAGGGCAACA	V_CTCF_BR	40
chr10	120514355	120514505	id-14774	1.04e-05	+	TAGCTTGAAGACGCGGCTGACGGCGGTGGGCGCTC	V_CTCF_BR	5
chr10	120521408	120521558	id-14775	1	+	NA	NONE	0
chr10	120535100	120535250	id-14776	9.39e-07	-	GCTGTGATTATACTAACTGCCACTGGATGGCCCAC	Upstream_CTCF	29
chr10	120559460	120559610	id-14777	1	+	NA	NONE	11
chr10	120560562	120560712	id-14778	9.51e-07	+	GGTTGGCTGGCAGGCAGCACCACCTGGGGGCAGCT	V_CTCF_BR	39
chr10	120563222	120563372	id-14779	9.78e-07	+	CTTTAATTCTGCGGTTCTACCACTAGGTGCCCCCT	UpstreamP1_CTCF	30
chr10	120583447	120583597	id-14780	2.6e-06	-	TCTCGAACCATTTCACTGACCAGTAGGGGTCAGGA	V_CTCF_BR	13
chr10	120587422	120587572	id-14781	4.23e-08	+	AGAGAAAGAAACAGGCTCGCCTGCAGGGGGCGCAG	V_CTCF_BR	38
chr10	120595180	120595330	id-14782	1	+	NA	NONE	15
chr10	120602939	120603089	id-14783	4.88e-05	-	TAGAATAGCTCAGAGGAAACCTACAGGGGGCAGCT	V_CTCF_BR	7
chr10	120610100	120610250	id-14784	9.49e-08	-	CTGAGGATCAAGTCCTCTCCCACCAGGTGGCGCCA	V_CTCF_BR	40
chr10	120668049	120668199	id-14785	1	+	NA	NONE	1
chr10	120673339	120673489	id-14786	1.59e-06	+	CCGTTCCAGACTGGCCCCAGCAGGAGATGGCACCC	V_CTCF_BR	2
chr10	120715636	120715786	id-14787	1	+	NA	NONE	8
chr10	120730843	120730993	id-14788	1	+	NA	NONE	11
chr10	120731490	120731640	id-14789	7.55e-07	-	AACCTCACTTTCACCCCTGCCACCAGGGGCAGCCG	V_CTCF_BR	20
chr10	120766315	120766465	id-14790	5.98e-05	+	CTGCAGATGACCAACTGGACCACAGAGCGGCAGAT	UpstreamP1_CTCF	24
chr10	120784789	120784939	id-14791	2.72e-06	+	ATGATGTGGACAAAGTCAGCCAGGAGAGGGCTCCT	UpstreamP1_CTCF	33
chr10	120788858	120789008	id-14792	6.43e-06	+	GTCCGGAGCGGCGCCCGAGGCGCCGGGGGGCTCTG	V_CTCF_BR	30
chr10	120789938	120790088	id-14793	1	+	NA	NONE	11
chr10	120790226	120790376	id-14794	1	+	NA	NONE	11
chr10	120794075	120794225	id-14795	3.81e-05	-	TATTGGTACAGCTGTAGGGCCAGAAGAGGGAGTAT	V_CTCF_BR	13
chr10	120844917	120845067	id-14796	5.41e-06	+	TCTGCAAAGCTTTTCCTGACAGCCAGGGGGTGACT	Upstream_CTCF	33
chr10	120897513	120897663	id-14797	1	+	NA	NONE	21
chr10	120899083	120899233	id-14798	4.94e-06	+	GGAGATGGGCCAGGCAGTGCCAGCAGGGGATGCTG	Upstream_CTCF	40
chr10	120909401	120909551	id-14799	8.03e-07	+	AAAGCAGTGGCTTATGGGGCCAGTCGGGGGAAACA	Upstream_CTCF	25
chr10	120921386	120921536	id-14800	1	+	NA	NONE	16
chr10	120924876	120925026	id-14801	1	+	NA	NONE	14
chr10	120938300	120938450	id-14802	4.34e-07	-	CTCCGGCCCCGCCCCCCCACCAGCAGAGGGCCCGC	UpstreamP1_CTCF	34
chr10	120940447	120940597	id-14803	1	+	NA	NONE	4
chr10	120958056	120958206	id-14804	1.97e-06	-	TGAATCTTGCTAGTCCGGGCAAGTAGGGGGCGCTG	V_CTCF_BR	40
chr10	120959032	120959182	id-14805	9.78e-07	+	CTGCAGCTCTCCAGAGTTCATGCTAGGTGGCATCC	UpstreamP1_CTCF	40
chr10	120960286	120960436	id-14806	1	+	NA	NONE	13
chr10	120966279	120966429	id-14807	2.17e-09	+	CCCGCGCCGCGCACCGCGGCCGGCGGGGGGCGCTC	V_CTCF_BR	40
chr10	120969096	120969246	id-14808	2.01e-05	-	GATACACAACCGTGTCCCACCACTAGGTGGCCAGC	Upstream_CTCF	40
chr10	121006819	121006969	id-14809	2.6e-05	-	CTCCACTGGCATGAACATAGCTGAAGGGGGAGTCA	UpstreamP1_CTCF	19
chr10	121011574	121011724	id-14810	1.5e-05	+	CCTGCGTGGCGTGCTCGTGCCGATAGGGGCAGCTG	Upstream_CTCF	24
chr10	121013000	121013150	id-14811	1	+	NA	NONE	24
chr10	121031097	121031247	id-14812	1	+	NA	NONE	29
chr10	121050004	121050154	id-14813	1.09e-06	+	AAAGTGGTTCTCACTTCTGCCTCTAGAAGGCAGGC	Upstream_CTCF	37
chr10	121059197	121059347	id-14814	1.73e-05	-	AATGAAGAGTCTGTGACACACTGCAGGGGGAGCCA	V_CTCF_BR	26
chr10	121065822	121065972	id-14815	1	+	NA	NONE	14
chr10	121066274	121066424	id-14816	4.85e-07	+	GTGCAGTGTCCTCTAGCGTCTACTGGGTGCAGGGC	UpstreamP1_CTCF	33
chr10	121081787	121081937	id-14817	2.27e-05	+	CCACATCCTTGGCCTGCACCCACTAGCTGCCAGTA	V_CTCF_BR	18
chr10	121108376	121108526	id-14818	2.31e-06	+	GCCGCTCTTGAAGTCCTGGCCAGCAGCAGGAGACA	Upstream_CTCF	18
chr10	121111680	121111830	id-14819	3.66e-06	+	CTGCTTTTATCTCTCGATTCCACTAGGTGTCTCAT	UpstreamP1_CTCF	12
chr10	121115548	121115698	id-14820	5.17e-06	-	GTTGTAATACCATTGTTGTTCATTAGGTGTCGCTG	Upstream_CTCF	40
chr10	121124540	121124690	id-14821	1	+	NA	NONE	24
chr10	121131636	121131786	id-14822	2.96e-05	-	GAGGACTTCTTCAGAGCTAGCACAGGGTGGCGAAC	UpstreamP1_CTCF	15
chr10	121131825	121131975	id-14823	1	+	NA	NONE	1
chr10	121163577	121163727	id-14824	6.39e-05	+	ACTGTACCATTTTAAATTCCCACCAGCAGGGTTCC	Upstream_CTCF	16
chr10	121176505	121176655	id-14825	6.98e-07	-	GGCCCATGAAGCAGGCCGTCCACAAGGTGGTGCCA	V_CTCF_BR	40
chr10	121178079	121178229	id-14826	1.04e-05	+	TAGCTTCAGCTGTGCAAGGCCACAAGGGGCAGGCA	V_CTCF_BR	19
chr10	121182450	121182600	id-14827	4.23e-08	+	AGCCCTGAGCCAGGTGCAGCCTGGAGGGGGCAGCA	V_CTCF_BR	3
chr10	121188357	121188507	id-14828	1	+	NA	NONE	7
chr10	121202155	121202305	id-14829	9.71e-06	-	GCTGCTGTCAGTACCAGCCTGACTAGAGGGCGGCA	Upstream_CTCF	7
chr10	121204961	121205111	id-14830	7.42e-09	-	GCAGGCTTTCTCTCAGTGTCCACCAGGGGGCAGCA	V_CTCF_BR	40
chr10	121205295	121205445	id-14831	1	+	NA	NONE	1
chr10	121217695	121217845	id-14832	6.8e-06	-	TGGCAGAGACCGCCTCTGTCCACCAGGGACAGCAG	UpstreamP1_CTCF	9
chr10	121220932	121221082	id-14833	1	+	NA	NONE	8
chr10	121249362	121249512	id-14834	1.21e-06	-	CCTGAAATTCCTGGCTTGAGCTCACGGGGGAGCTG	Upstream_CTCF	40
chr10	121286820	121286970	id-14835	1.85e-05	-	ATGGCAGTTCCAGCAGCAGCCACCAGAGCCTCAAG	Upstream_CTCF	35
chr10	121298225	121298375	id-14836	1.27e-06	-	CTGCAGCAGCCTGCGGGTGGCAGCAGGAGCGGAGG	UpstreamP1_CTCF	19
chr10	121302854	121303004	id-14837	1.03e-06	+	CGCTGAGCTAGCCGAGCCGCCGCGGGTGGGCGCCC	V_CTCF_BR	10
chr10	121303070	121303220	id-14838	8.03e-07	-	ACCGTAGAGCGCGCAGCGCCCAGCAGGTGACGCCG	Upstream_CTCF	38
chr10	121362120	121362270	id-14839	5.34e-06	-	AGCTAGAATCCATGGGACTCCTCTAGGGGGCAGTC	V_CTCF_BR	40
chr10	121367948	121368098	id-14840	3.36e-07	+	GAAGGCTGCGGCTGGTGAGACAGCAGAGGGAGCTC	V_CTCF_BR	40
chr10	121376530	121376680	id-14841	3.41e-07	+	TCTGGCGCTCCACTAATTCCCACGCGGGGGCGCTG	Upstream_CTCF	33
chr10	121385163	121385313	id-14842	9.29e-06	-	CCTGCAATTAGCAGCTGCTCCACTAGAAGCATAGA	Upstream_CTCF	9
chr10	121403226	121403376	id-14843	9.81e-06	-	GCCCTCTCAGGGGGCCCTTCCACTAGGGGCAGCCT	V_CTCF_BR	20
chr10	121404002	121404152	id-14844	4.14e-06	+	CCAAAGAAAGCAGCAGTCAACCCCAGAGGGCGCTC	V_CTCF_BR	34
chr10	121412062	121412212	id-14845	1	+	NA	NONE	37
chr10	121427170	121427320	id-14846	8.71e-06	-	GTGAGCAAACCCTCATCCACCACCTGGGGGAACAT	V_CTCF_BR	22
chr10	121427416	121427566	id-14847	2.81e-05	+	GCAGAGGGTTTCTTCAGCGCCTCTTGCTGGCTCCC	V_CTCF_BR	19
chr10	121446092	121446242	id-14848	1.99e-07	+	AGGGATTTCTCCTCGCTGACCAGTAGGGGGCGCGT	V_CTCF_BR	40
chr10	121447627	121447777	id-14849	1.1e-05	+	TGGAGTGTGGCAGTGATGACAACCAGAGGTCACTG	V_CTCF_BR	9
chr10	121485540	121485690	id-14850	1.64e-05	-	AACGCCCCGGGGCACCCGACCGGTAGGAGGAGAAC	V_CTCF_BR	35
chr10	121510241	121510391	id-14851	4.34e-07	+	GTGTAATGGCCCTGTTCCTCCACTGTAGGGCGCCA	UpstreamP1_CTCF	40
chr10	121560358	121560508	id-14852	6.21e-05	-	GAGACAGAGTGTTGCTCTGTCACCTGCTGGAGCAC	V_CTCF_BR	3
chr10	121577916	121578066	id-14853	1.55e-05	-	TCAGGGACAGTGCCTGCGGCTGGAGGGGGGCGCTG	V_CTCF_BR	20
chr10	121619037	121619187	id-14854	1.73e-05	-	TAAATACTTATACATTATGCCTCTAGGTGGCAGTA	V_CTCF_BR	38
chr10	121633020	121633170	id-14855	1	+	NA	NONE	15
chr10	121651804	121651954	id-14856	3.81e-05	-	GGAATCCTGCTGGACGCTACCGGAAGGAGGAAGGG	V_CTCF_BR	14
chr10	121677365	121677515	id-14857	7.73e-05	-	CTTTTTCCACAATTGTCTGACAGTAGGTGGGGCTG	Upstream_CTCF	21
chr10	121692769	121692919	id-14858	4.14e-06	+	ATTTTTCCCCCTTAGTTACCCACAAGATGGCAGTA	V_CTCF_BR	37
chr10	121770930	121771080	id-14859	1.39e-07	+	GTCGCTGCGCATGGAACGGCCCGCAGGTGGCACAG	V_CTCF_BR	10
chr10	121881393	121881543	id-14860	6.9e-05	+	GCAGCTGTGTTATGAACAGCCTTCTGGAGGGGCCC	Upstream_CTCF	6
chr10	121887279	121887429	id-14861	4.88e-05	+	CTGTCCAGCCTCCCTGGCTCCAGCAGGGGAAAAAT	UpstreamP1_CTCF	2
chr10	121944576	121944726	id-14862	1.73e-06	-	GTTCAGTACACAGAGTGGGCCCCCAGGGGTCGTAT	UpstreamP1_CTCF	5
chr10	121968610	121968760	id-14863	1	+	NA	NONE	0
chr10	121981475	121981625	id-14864	1.84e-06	+	ATTTTCCACTGATGTTTTGCCAGTAGAGGGTGCTG	V_CTCF_BR	39
chr10	122074825	122074975	id-14865	3.16e-05	-	GCTGCGGGGTAGGGAGTGACCATAGGGGGCAGGAG	Upstream_CTCF	5
chr10	122088282	122088432	id-14866	1.55e-05	+	CTATCATGGACGAGTTGGGCAGGAAGAGGGCGCAA	V_CTCF_BR	12
chr10	122096554	122096704	id-14867	1.67e-08	-	GGAGCAATTTGCACTCCCACCAGCAGAGGGCAGGT	Upstream_CTCF	40
chr10	122182974	122183124	id-14868	1.79e-08	+	ACTGCACTGTGCTTTGTGGCCACAAGAGGGCTCAC	Upstream_CTCF	40
chr10	122191858	122192008	id-14869	1	+	NA	NONE	9
chr10	122196071	122196221	id-14870	1	+	NA	NONE	22
chr10	122239673	122239823	id-14871	4.71e-06	-	GAAGATGTTCTGCTATTGTACTCAAGGGGGCAACA	Upstream_CTCF	34
chr10	122265543	122265693	id-14872	8.23e-05	+	TGGCGGTGGTAGAAATTAGTCAGTAGAGGGCTTAT	UpstreamP1_CTCF	4
chr10	122270658	122270808	id-14873	1	+	NA	NONE	18
chr10	122304578	122304728	id-14874	1.48e-06	+	CTGCATGGCACTGTGGCAGACACAAGGAGGCAAAC	UpstreamP1_CTCF	1
chr10	122338572	122338722	id-14875	1	+	NA	NONE	5
chr10	122341105	122341255	id-14876	2.01e-05	-	CTGAAGAAGAGCATTCCAGGCACAAGGTGGAGCCT	UpstreamP1_CTCF	20
chr10	122358014	122358164	id-14877	1.01e-05	-	GATGCCCCAGTCACAGCGGCATGCAGGTGGCCCCA	Upstream_CTCF	14
chr10	122360513	122360663	id-14878	7.42e-09	-	GGGCTCCCACCCAAGGGGGCCACCAGGGGGTGGTC	V_CTCF_BR	35
chr10	122366108	122366258	id-14879	1.37e-05	-	ATTGCATTCCCTCCTGGGGCCACTAGTGTCCCAAA	Upstream_CTCF	1
chr10	122366963	122367113	id-14880	1	+	NA	NONE	11
chr10	122394208	122394358	id-14881	6.51e-05	-	CCTTCTAAGACATTGGCAAAGCCCAGGGGGCGCCC	V_CTCF_BR	29
chr10	122406374	122406524	id-14882	9.71e-06	-	AGTGATGTGCCTGAAGTCACCAGCAGGAGAGTGGC	Upstream_CTCF	23
chr10	122410987	122411137	id-14883	1	+	NA	NONE	5
chr10	122495410	122495560	id-14884	6.04e-07	-	CTGAAAATGCTCCTTCTGACCACTAGATGGCACAT	UpstreamP1_CTCF	40
chr10	122564652	122564802	id-14885	9.81e-06	+	TCAAGGTGATGCCTCCAGACCACTAGGAGGAGCTG	V_CTCF_BR	19
chr10	122584429	122584579	id-14886	4.99e-07	+	TTTTCAGCTCTGCACAACACCAACAGATGGCGCTA	Upstream_CTCF	40
chr10	122699891	122700041	id-14887	1	+	NA	NONE	11
chr10	122702446	122702596	id-14888	4.7e-08	+	ATGTCTCAGCCGGCACCGGGCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr10	122702717	122702867	id-14889	1.21e-06	-	CGTGTTCCTGAACTTACCACCAGCAGGAGGCCGCG	Upstream_CTCF	5
chr10	122703150	122703300	id-14890	1.52e-07	+	TCCTGGTGCCTCTAAGTCACCAGGAGGGGGCAGAA	V_CTCF_BR	22
chr10	122708499	122708649	id-14891	5.68e-06	+	AGCCGCGGCCCCGAGCTGGCCACGCGATGGCGCTG	V_CTCF_BR	38
chr10	122722719	122722869	id-14892	1	+	NA	NONE	5
chr10	122755401	122755551	id-14893	1	+	NA	NONE	9
chr10	122756955	122757105	id-14894	2.59e-06	-	GTGCAGGGAAGAAGGATCTCCTCAAGGTGGTGTTG	UpstreamP1_CTCF	8
chr10	122759506	122759656	id-14895	6.05e-06	+	CTATGGTATACTTGACATGCCACTAGGGGGCAAAG	V_CTCF_BR	17
chr10	122829917	122830067	id-14896	5.51e-07	+	AGACTGCACATGGTAGTTACCACTAGAGGGCTCTG	V_CTCF_BR	26
chr10	122848147	122848297	id-14897	1.56e-05	+	TCTTCAGTACAAAACTCGGCCACCGTGGTGCAGCA	Upstream_CTCF	22
chr10	122872148	122872298	id-14898	1	+	NA	NONE	7
chr10	122928464	122928614	id-14899	1	+	NA	NONE	9
chr10	122947026	122947176	id-14900	5.74e-05	+	GTTAAGCTTGTGGGATCCAACAGCAGGGGACACCT	UpstreamP1_CTCF	7
chr10	122947623	122947773	id-14901	3.84e-06	-	TTGCAGTTCAGCTGTGAGGCCCTCATGTGGCAGGA	UpstreamP1_CTCF	13
chr10	122997368	122997518	id-14902	4.48e-07	+	CCTGTAATTACAGCAAGCTCCATCAGGTGTCAGTG	Upstream_CTCF	18
chr10	123031922	123032072	id-14903	6.43e-06	+	CCAATCCATTTGAGGGCTTCCTGGAGTGGGCAGCA	V_CTCF_BR	8
chr10	123076960	123077110	id-14904	1	+	NA	NONE	9
chr10	123086522	123086672	id-14905	1	+	NA	NONE	4
chr10	123100841	123100991	id-14906	1.1e-05	+	AGACAGTGACTCTAGGTGGACTCCAGGGGGCTTCC	V_CTCF_BR	4
chr10	123127964	123128114	id-14907	3.48e-06	-	TTGCTTTGGTGCCATCTGGCCTCAGGGAGGCTGTG	UpstreamP1_CTCF	1
chr10	123152292	123152442	id-14908	1	+	NA	NONE	3
chr10	123162477	123162627	id-14909	1	+	NA	NONE	0
chr10	123178010	123178160	id-14910	1	+	NA	NONE	1
chr10	123188516	123188666	id-14911	8.02e-05	-	TTTGTTGCCCTGAATATCTGCAGTGGGTGCTGCTG	Upstream_CTCF	4
chr10	123196362	123196512	id-14912	1	+	NA	NONE	1
chr10	123197241	123197391	id-14913	5.74e-05	-	CTGCTGTGTGGACAGATGGCCCCCTTGAGGATCAG	UpstreamP1_CTCF	6
chr10	123257709	123257859	id-14914	1	+	NA	NONE	16
chr10	123351806	123351956	id-14915	7.23e-07	+	GAGGCAGTTCCATAATCGGCCTGTAGCTGTAGCTA	Upstream_CTCF	20
chr10	123356794	123356944	id-14916	8.59e-05	-	AGGGAGCGCAGTGCGCCTGGGGCTAGGGGGCGAAC	V_CTCF_BR	21
chr10	123368244	123368394	id-14917	1.97e-06	-	GCGCGCGCGGTGCTCGCGGCCACACGGGGGCGCTG	V_CTCF_BR	40
chr10	123422580	123422730	id-14918	1.31e-05	-	AAGATCTGGCAACTTTGGAACAGAGGAGGGCGCCA	V_CTCF_BR	33
chr10	123432350	123432500	id-14919	2.27e-05	+	GGAGGCGCTGTGGTGGGGAACAGCAGCAGGCTCAA	V_CTCF_BR	2
chr10	123441043	123441193	id-14920	5.38e-05	-	CTCCTTTTAATGTGGCCAGCCTGCAGGGGGTGTAT	V_CTCF_BR	19
chr10	123456502	123456652	id-14921	2.31e-07	-	ATGGTAATATCATCCTCCACCCCCAGGGGGCAATC	Upstream_CTCF	39
chr10	123469306	123469456	id-14922	1	+	NA	NONE	9
chr10	123485197	123485347	id-14923	1	+	NA	NONE	0
chr10	123494158	123494308	id-14924	6.74e-08	-	AGTGACTTTTCCCCAAAAGCCACCAGGGGGCAGAA	Upstream_CTCF	40
chr10	123513365	123513515	id-14925	8.64e-05	-	TATGTAACTAATTTCTTGACCACATGGGGCAGAAT	Upstream_CTCF	36
chr10	123513874	123514024	id-14926	1	+	NA	NONE	7
chr10	123583563	123583713	id-14927	1.82e-06	+	ATTCTTTTACCTCCCACTACCTCTAGGGGGCATCA	UpstreamP1_CTCF	40
chr10	123622219	123622369	id-14928	4.7e-06	+	ATGAAAAAACCAGCAGGAACCAGCAGATGGCATCA	V_CTCF_BR	3
chr10	123646631	123646781	id-14929	9.49e-08	-	GCGCCACTGTCTCACTCCGCCACCAGGTGGTGGTG	V_CTCF_BR	40
chr10	123660181	123660331	id-14930	3.45e-05	-	GATGTATAGAGATCTTTTACCACTGGGTGTCGCTC	V_CTCF_BR	39
chr10	123687611	123687761	id-14931	8.56e-05	+	CACTATTTCCGTTCCTTCTCCATAAGGGGCCGCCG	UpstreamP1_CTCF	30
chr10	123734382	123734532	id-14932	1	+	NA	NONE	10
chr10	123734684	123734834	id-14933	1.97e-06	-	GCCCGGGAGCCGCGTTCCGCCGGGAGCAGGCGCTG	V_CTCF_BR	38
chr10	123747224	123747374	id-14934	1	+	NA	NONE	2
chr10	123753881	123754031	id-14935	2.43e-06	-	GGTAATAAGGAGCAGGGAGCCTGCAGGTGCCGCCA	V_CTCF_BR	3
chr10	123789461	123789611	id-14936	2.86e-06	-	CAGCAACACTGACCTCTACCTACCAGATGCCAGTG	UpstreamP1_CTCF	30
chr10	123811256	123811406	id-14937	2.78e-06	-	CCAGGCATGAAAATTCCTGCCACCAGGGGTTGCTC	V_CTCF_BR	40
chr10	123813660	123813810	id-14938	1.59e-06	+	TGTCTTGCTTTTCTGGTTGCCACGTGGTGGCGCTG	V_CTCF_BR	40
chr10	123848947	123849097	id-14939	3.84e-06	-	GAGCAGCAGCTTCTGCATAACACTAGGTGGCATTT	UpstreamP1_CTCF	19
chr10	123872220	123872370	id-14940	6.64e-05	-	GACGCACAGCCCGGCCGCTGCTCCTGGAGGCGCTG	Upstream_CTCF	38
chr10	123872837	123872987	id-14941	2.47e-07	-	CCGCAGCCACACTCCTCTGCCAGCAGGGGACCGAA	UpstreamP1_CTCF	37
chr10	123888010	123888160	id-14942	2.55e-06	-	ACTTCTGTACTCATATTTTCCACTGGGAGGACCTA	Upstream_CTCF	16
chr10	123892796	123892946	id-14943	1	+	NA	NONE	9
chr10	123896556	123896706	id-14944	6.84e-06	+	CCTTTCTCTATTGTTAATGCCACTGGAGGGCACCA	V_CTCF_BR	9
chr10	123900267	123900417	id-14945	1.93e-05	-	CCCTTGAACTCCCCCTGAGCTGCCAGAGGGCAATG	V_CTCF_BR	16
chr10	123900618	123900768	id-14946	1	+	NA	NONE	15
chr10	123902439	123902589	id-14947	1.34e-10	+	GCTGTGGTTCCCTGGCTGTCCAGCAGGGGGCACTC	Upstream_CTCF	40
chr10	123914618	123914768	id-14948	2.02e-06	+	AAGCATCTCCACCACCGGGCCACTGAGGGGAGCCC	UpstreamP1_CTCF	20
chr10	123922397	123922547	id-14949	1.77e-05	-	GCTGCAACACCATCTTTGGCCACCAAATGAGCTCC	Upstream_CTCF	22
chr10	123923873	123924023	id-14950	2.96e-05	-	GGCTAACTAGACGGAACGTCCACCAGAGCGCACCA	UpstreamP1_CTCF	8
chr10	123935863	123936013	id-14951	1	+	NA	NONE	3
chr10	123964685	123964835	id-14952	9.71e-06	-	ACAGAGACCCCAGGAACCCCCACCGGGTGGGGCTG	Upstream_CTCF	18
chr10	123966320	123966470	id-14953	6.21e-06	-	GGTGCCTCCCATACATCAGCCACTGGGGGGTGTGC	Upstream_CTCF	25
chr10	123973432	123973582	id-14954	9.81e-06	-	CTGACAAGTGGCAGGGTGACCCACAGATGGCAGAC	V_CTCF_BR	9
chr10	123989907	123990057	id-14955	2.15e-05	-	AGCGGCACACATGACATTCTCAGGAGGTGGCGCAC	V_CTCF_BR	1
chr10	123999174	123999324	id-14956	2.12e-06	+	AAGTCGTACCACTGAGGGGCCCCCAGGAGGTGCCA	UpstreamP1_CTCF	14
chr10	124027692	124027842	id-14957	2.23e-06	+	GGACGCTTCCCCAGAGTGGCCACTAGAGGGGGCCC	UpstreamP1_CTCF	40
chr10	124036506	124036656	id-14958	8.21e-06	-	TGTCCATGCCTGAGAGCTGGCTCCAGAGGGAGCCT	V_CTCF_BR	20
chr10	124039268	124039418	id-14959	6.18e-07	+	GGTGTCATTGCTGCTTTTCCCACCTGGGGGTGCTG	Upstream_CTCF	40
chr10	124046579	124046729	id-14960	4.01e-05	+	TCAGCCCTTCCCCGCTGTGCAGGCAGTGAGAGCCA	Upstream_CTCF	12
chr10	124058390	124058540	id-14961	2.37e-09	+	CGTGTAGTGTCGTCTCAGGCCAGCAGAGGGTGCCA	Upstream_CTCF	40
chr10	124069896	124070046	id-14962	1.41e-06	-	CTGCAGTCTCCCTCCACCTCCACAGGGAGCAGAGG	UpstreamP1_CTCF	6
chr10	124070266	124070416	id-14963	2.2e-06	+	ACTGCACTTCCCTAACATGTCAGTAGTGGGACAAG	Upstream_CTCF	15
chr10	124102264	124102414	id-14964	2.72e-06	+	ATTCACAGTCCACCCCTTTCCACTAGGGGGCATGG	UpstreamP1_CTCF	40
chr10	124194850	124195000	id-14965	1.84e-06	-	AAATTTAGCAATGATATAACCAGAAGGTGGCGCTA	V_CTCF_BR	35
chr10	124219611	124219761	id-14966	3.65e-05	+	GGTCAAGGCCTCCCTCCCGCAGCCAGGAGGCCCTG	UpstreamP1_CTCF	5
chr10	124228824	124228974	id-14967	4.21e-05	+	AGTTTTCTAAGTGCAGTCACCACTTGATGGAGACG	V_CTCF_BR	11
chr10	124243902	124244052	id-14968	2.1e-05	+	TCGCAGTGACATGACGACGTCGTTAGGAGGCGCCG	UpstreamP1_CTCF	1
chr10	124250895	124251045	id-14969	4.14e-05	+	ATGGAGCTTTGGGAGGCAGCCAGCAGCAGGGCATG	UpstreamP1_CTCF	7
chr10	124255601	124255751	id-14970	3.97e-05	+	AAGAACCAAGCGAGGTGAAGCACTAGGTGGCCGCG	UpstreamP1_CTCF	3
chr10	124258938	124259088	id-14971	1.83e-05	-	AAAGATTTGCTGACTTGAGCTACTAGGGGGCAGGA	V_CTCF_BR	5
chr10	124270360	124270510	id-14972	1.17e-05	+	TGGTCCCTTTCTTAGCACTCCAGAAGATGGAGCCA	V_CTCF_BR	4
chr10	124285385	124285535	id-14973	3.09e-06	+	GATGATGGTGGAGGTATGTCCACCAGGGGGTGAGC	Upstream_CTCF	33
chr10	124286806	124286956	id-14974	8.91e-07	-	AAAGTAATAGCAGTGGTTGCCACTAGGGTGAGGAG	Upstream_CTCF	10
chr10	124305798	124305948	id-14975	2.72e-06	-	GTGCCCATGCCTCTGCTGGCCCCCAGGTGGCCAGC	UpstreamP1_CTCF	5
chr10	124311136	124311286	id-14976	1	+	NA	NONE	5
chr10	124317141	124317291	id-14977	1.56e-06	+	CAGGTAATCCTCAGCTCTGACGGCAGGTGGCCCTA	Upstream_CTCF	13
chr10	124317824	124317974	id-14978	6.21e-05	-	GTTAGAAGCATCTGCTTAAACAGCAGGGGTTGGAA	V_CTCF_BR	0
chr10	124325310	124325460	id-14979	2.55e-06	-	TTAGCTTCACCGTACAATCACACCAGAGGGCGCTG	Upstream_CTCF	40
chr10	124326702	124326852	id-14980	1.52e-07	+	GGGACCATTCACAGGGTGACCAGGAGGGGGCGCAT	V_CTCF_BR	40
chr10	124408346	124408496	id-14981	2.31e-06	+	CCTGTTATCCCACCTGCCAGTGCCAGAGGGCGCTG	Upstream_CTCF	40
chr10	124429531	124429681	id-14982	1	+	NA	NONE	11
chr10	124448189	124448339	id-14983	3.63e-05	-	TTCTGTTGTTCTAAACCATCCAGCTGGTGGTGCTC	V_CTCF_BR	18
chr10	124458727	124458877	id-14984	1	+	NA	NONE	8
chr10	124463464	124463614	id-14985	1.67e-07	-	GAGCCAGCCTCTGCAAGATCCACCAGAGGGAGCCA	V_CTCF_BR	40
chr10	124485408	124485558	id-14986	3.63e-06	-	GAGATAACTGGTAGCTCAGTCAGGAGAGGGCAGCA	V_CTCF_BR	14
chr10	124537154	124537304	id-14987	2.08e-07	-	CTGCAGCTCCGGCCAGTCCCCTGCAGAGAGAGATC	UpstreamP1_CTCF	1
chr10	124578431	124578581	id-14988	1	+	NA	NONE	0
chr10	124639442	124639592	id-14989	2.72e-05	-	CGGCGGCCCGGCGCACCGTGGCGCAGGTGGCGCCA	UpstreamP1_CTCF	4
chr10	124653903	124654053	id-14990	5.61e-08	+	GGTGCACTTCAGCCCTCAGGCACCAGAGGAAGCTC	Upstream_CTCF	1
chr10	124713647	124713797	id-14991	1	+	NA	NONE	20
chr10	124739836	124739986	id-14992	1.82e-06	+	GGCCAGTTCCTCCACTGCGCCGGTAGGCGGCGGAG	UpstreamP1_CTCF	40
chr10	124740769	124740919	id-14993	1.28e-06	+	ATGGCTGTTTCTTAGTTGACCACCAGAGGAAGTAA	Upstream_CTCF	39
chr10	124742122	124742272	id-14994	1	+	NA	NONE	24
chr10	124749170	124749320	id-14995	1	+	NA	NONE	11
chr10	124767129	124767279	id-14996	1	+	NA	NONE	14
chr10	124781153	124781303	id-14997	1.04e-05	+	CTGCTAATTGGATTACTGGCCTCAGGGTGGAGCTC	V_CTCF_BR	39
chr10	124802967	124803117	id-14998	1.48e-06	+	GGTGTCAGTGCACTAAAGGCCACAAGATGGGGGTG	Upstream_CTCF	40
chr10	124804027	124804177	id-14999	2.27e-06	+	AATATTTGGAAGCTTATGGACACAAGATGGCACCG	V_CTCF_BR	29
chr10	124858516	124858666	id-15000	9.81e-06	-	ACCACCCCTGCAAGGTTCACCACCAGGGGCTGCCT	V_CTCF_BR	2
chr10	124861728	124861878	id-15001	5.52e-05	+	ACGCCACAAAGAATCCAGGCCAGCAGGTGACATTG	UpstreamP1_CTCF	10
chr10	124877616	124877766	id-15002	9.11e-08	-	AGTGCTGCTCCCAGTCCAGGCACTGGGTGGCGGCT	Upstream_CTCF	11
chr10	124892605	124892755	id-15003	1.31e-05	+	GGCTTGGTTCAGAGGCTGTCCCATAGAGGGCGCTG	V_CTCF_BR	40
chr10	124892903	124893053	id-15004	1	+	NA	NONE	1
chr10	124899965	124900115	id-15005	6.19e-06	+	GAGCAGCCATAGGGCGCGACCGCTGGGGAGCGCCT	UpstreamP1_CTCF	20
chr10	124902312	124902462	id-15006	1	+	NA	NONE	8
chr10	124904481	124904631	id-15007	3.45e-05	+	TTTTGTAGCTACACTGGGCCCAGGAGAGGGCGTCT	V_CTCF_BR	31
chr10	124907488	124907638	id-15008	1	+	NA	NONE	9
chr10	124910878	124911028	id-15009	3.03e-05	+	CACGGACTTCCTCGCCCTGACACCTGCGGCCGCGC	Upstream_CTCF	2
chr10	124913863	124914013	id-15010	7.17e-05	+	CCTGCGAGTGTTCTGAGGGAAGCAAGGAGGCGGCG	Upstream_CTCF	24
chr10	124925013	124925163	id-15011	1.15e-07	-	CTGCTGATCCACCGAGAGGGCACAAGGGGGCATGA	UpstreamP1_CTCF	32
chr10	124984707	124984857	id-15012	3.88e-06	+	TGACCCTCTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	10
chr10	124995751	124995901	id-15013	2.11e-08	+	GTGCAGTGGCTACTTATCCCCAGGGGAGGGCACAC	UpstreamP1_CTCF	26
chr10	125004908	125005058	id-15014	1.06e-05	+	CGCGCAATGCAGTTTTGACCCACTAGGGACCAATG	Upstream_CTCF	18
chr10	125031802	125031952	id-15015	5.08e-05	-	TCTGCTTCCTTCCATCACACAGCTAGAGGGGGCCC	Upstream_CTCF	37
chr10	125043730	125043880	id-15016	1.71e-06	-	TGCATGGTGCATCTAAGGACCAGCAGAGGGAGATG	V_CTCF_BR	24
chr10	125061218	125061368	id-15017	1	+	NA	NONE	10
chr10	125121456	125121606	id-15018	6.05e-06	+	CTCCCACCTCCTCTGCTCCCCTCCTGAGGGCTCCA	V_CTCF_BR	3
chr10	125140346	125140496	id-15019	1.39e-05	-	AAAATGGGAAGTCTAGTACCCAGTAGATGGTGCTG	V_CTCF_BR	34
chr10	125149970	125150120	id-15020	2.31e-06	+	GTTGTGATCCCGAGCAAGGCCACAAGGGGCTCCTG	Upstream_CTCF	15
chr10	125172156	125172306	id-15021	8.33e-05	+	CCAGCAATCCTTGGCCTCTCCTGCTTGCGGCAGCA	Upstream_CTCF	1
chr10	125172997	125173147	id-15022	1.29e-05	-	ATGCACATTCACACATGGATCACTAGTGGGCAATA	UpstreamP1_CTCF	9
chr10	125187007	125187157	id-15023	1.18e-05	-	TTGCAGTGTGCGATCTTCTCCTGCAGGGCTCCAAC	UpstreamP1_CTCF	11
chr10	125189515	125189665	id-15024	3.91e-06	-	GCTTTTCTTCTTACGAGAGCCGGCAGAGAGCGCAG	Upstream_CTCF	11
chr10	125211235	125211385	id-15025	1.41e-06	+	CCTGCATCATCTGTTTGCACAGCAAGGGGGCGGCC	Upstream_CTCF	11
chr10	125262630	125262780	id-15026	1.01e-05	-	TGTGCAATTGGGTCAAGGATCTATAGATGGCAGCC	Upstream_CTCF	7
chr10	125280732	125280882	id-15027	6.18e-07	-	TGGGTTGTCTCCCCACCACCCAGCAGGAGGCGAGC	Upstream_CTCF	5
chr10	125290168	125290318	id-15028	2.04e-05	-	CCCTGCATGGAGCCTGCTTCAGGAAGGGGGCAGCC	V_CTCF_BR	10
chr10	125318969	125319119	id-15029	7.97e-09	-	TGCGCACTGCCCCTGTGGACCACCAGGGAGCAGCC	Upstream_CTCF	40
chr10	125332847	125332997	id-15030	5.72e-09	+	GCCCCGCTCTGTGCTTCCTCCACCAGGGGGCAGCC	V_CTCF_BR	40
chr10	125341755	125341905	id-15031	2.6e-05	+	TTCTGCTGCCAGCCAATGACCACTCGGGGGAGCCC	UpstreamP1_CTCF	40
chr10	125343277	125343427	id-15032	7.09e-08	+	TCGCTCTGCAGGACCCAGACCGCCAGGGGGCAGGC	UpstreamP1_CTCF	40
chr10	125343729	125343879	id-15033	1.55e-05	+	TGTGGAGGGTGCATTCCCTCCGGCAGAGGTCAGCT	V_CTCF_BR	10
chr10	125344102	125344252	id-15034	1.19e-06	+	TCCCGCTCAGGACGAGGGCACAGCAGAGGGCGCCT	V_CTCF_BR	4
chr10	125395363	125395513	id-15035	9.25e-06	-	TCTGTTGGGGGATATGCTGCCGGTAGAGGTCACCT	V_CTCF_BR	5
chr10	125402298	125402448	id-15036	8.21e-06	+	AAGGGCCTACGTTTTGCTTCCAGAAGGTGGTGCTA	V_CTCF_BR	20
chr10	125403051	125403201	id-15037	9.88e-07	-	GTGGCTCCACCAGCCGCTTTCGCCAGGGGGCAGCG	Upstream_CTCF	5
chr10	125415375	125415525	id-15038	1.85e-05	-	GATGCAGGGCCTGGCCTAGCCGGATGGGAACGGAA	Upstream_CTCF	6
chr10	125423170	125423320	id-15039	4.88e-05	-	ATTAAATACCTGTTATATGACAGCAGAGGACGCTG	UpstreamP1_CTCF	5
chr10	125425965	125426115	id-15040	4.17e-05	+	TGCACAGCGCGGACATCCGCCGCCAGGCGCCGGCG	Upstream_CTCF	2
chr10	125426163	125426313	id-15041	2.46e-06	+	TGGCCGCGCTCAGCATCGACCGCTGGGTGGCCGTG	UpstreamP1_CTCF	0
chr10	125438004	125438154	id-15042	9.88e-07	-	GGTGTGATTGCAGGAGGACCCACCAGGAGGCTCTA	Upstream_CTCF	12
chr10	125447412	125447562	id-15043	6.05e-06	+	CCACGGTGCCCATCGGCTCCCACTGGGGGGTGCTG	V_CTCF_BR	15
chr10	125462831	125462981	id-15044	3.6e-07	-	TGTGCGGTTTCACCACCTACCAGCTGGTGGTGTTA	Upstream_CTCF	6
chr10	125502309	125502459	id-15045	4.68e-07	-	CACAGCCCAGCAGGACTGGCCAGAAGGAGGCAGAG	V_CTCF_BR	6
chr10	125528035	125528185	id-15046	7.23e-07	-	CCCGGAATGCGCGCATCGTCCACCTGGTGGAGGAG	Upstream_CTCF	1
chr10	125626098	125626248	id-15047	1.41e-06	-	GCTGCAGCGTTCACACCTGCCTGATGGGGGCCTCC	Upstream_CTCF	29
chr10	125656803	125656953	id-15048	1	+	NA	NONE	32
chr10	125727298	125727448	id-15049	9.55e-09	-	GTTTGGTTCCCCGACACAGCCAGCAGGGGGCAGGC	V_CTCF_BR	40
chr10	125732217	125732367	id-15050	2.6e-05	+	TCGCCGTGCTGGGAGCGCCCCTGGAGGAGGCTCCC	UpstreamP1_CTCF	10
chr10	125754234	125754384	id-15051	8.76e-15	+	GCTGCAGTGTCCACATCGGCCACCAGGGGGCAGCG	Upstream_CTCF	40
chr10	125755390	125755540	id-15052	1	+	NA	NONE	38
chr10	125777353	125777503	id-15053	3.36e-07	-	GCCTCCTGGTAGACAAGAGCCACCAGGTGGAGCCT	V_CTCF_BR	12
chr10	125785348	125785498	id-15054	1.23e-08	+	CGGCTTTTATCCCTTAGGGCCACCAGAGGGAACCA	UpstreamP1_CTCF	38
chr10	125801600	125801750	id-15055	1.28e-06	+	TATGTAGTGGTAAGAGTGACAGCCAGGTGGAGAAG	Upstream_CTCF	5
chr10	125804189	125804339	id-15056	2.23e-06	+	AAGTGCTTCCCGTGCGCGTGCGCCAGGTGGCCCCA	UpstreamP1_CTCF	0
chr10	125819197	125819347	id-15057	1	+	NA	NONE	2
chr10	125846781	125846931	id-15058	1	+	NA	NONE	2
chr10	125852402	125852552	id-15059	3.36e-07	-	CGCCGTGGATAGCCGGAGGCCGGCGGGGGGCGCAA	V_CTCF_BR	26
chr10	125853693	125853843	id-15060	3.11e-05	-	CTTCCCGGGATGCAAAAATACAACAGAGGGCGCCG	V_CTCF_BR	24
chr10	125938736	125938886	id-15061	1	+	NA	NONE	37
chr10	125947870	125948020	id-15062	1.15e-07	+	GTACACAGGGGCAGGAACACCAGCAGGTGGCACCC	V_CTCF_BR	38
chr10	125950935	125951085	id-15063	1.31e-05	-	TACTGTGTCCAGGCACTGCTCAGCAGGGGGTGCAC	V_CTCF_BR	11
chr10	125966081	125966231	id-15064	7.82e-06	+	CAGCCTGGCCAGTGAGAGCACGCCAGGGGGAGGCA	UpstreamP1_CTCF	14
chr10	125968005	125968155	id-15065	1	+	NA	NONE	18
chr10	125981957	125982107	id-15066	5.65e-05	-	AAACCCCAAGCCCCAGTGGCCTGCGGGAGGCATGA	V_CTCF_BR	2
chr10	125984817	125984967	id-15067	8.81e-07	+	AGCTCCCAGGTCGCCCTTGACACCAGGTGGAGCCT	V_CTCF_BR	22
chr10	126028764	126028914	id-15068	4.71e-06	-	ACTGCTGTGGCCTCAGCCTCCACCAGGCTGGCGTG	Upstream_CTCF	7
chr10	126036736	126036886	id-15069	5.67e-06	-	GATGCTATGATAAAAGCTGCCATTAGGGGCTGGGC	Upstream_CTCF	14
chr10	126045714	126045864	id-15070	6.84e-06	+	ACCTGGGCTCACTGTGGAAGCAGCAGAGGGAGCCT	V_CTCF_BR	4
chr10	126072803	126072953	id-15071	1	+	NA	NONE	18
chr10	126076137	126076287	id-15072	3.84e-06	+	ATGCAGACACAAGCTTCCACCTGCGGGTGTCACCC	UpstreamP1_CTCF	34
chr10	126077904	126078054	id-15073	2.19e-08	-	GGGCCCCACGCGCGTTGGGACGGCAGGGGGCGCTG	V_CTCF_BR	40
chr10	126092155	126092305	id-15074	8.71e-06	-	GCAAAGATTAAATTACTTTCCACTAGAGGGCGATG	V_CTCF_BR	40
chr10	126106808	126106958	id-15075	1	+	NA	NONE	29
chr10	126107648	126107798	id-15076	1	+	NA	NONE	35
chr10	126137378	126137528	id-15077	1.64e-05	-	TTGCCTGGGGCCCGGGGCGCCTCTGGCGGCCGCAC	V_CTCF_BR	20
chr10	126150551	126150701	id-15078	6.53e-09	+	TCAGCCCGCTCCCTGGCTGCCGGCAGGGGGCGGGG	V_CTCF_BR	30
chr10	126159256	126159406	id-15079	7.23e-07	-	AATGTCCTGCCAGACCCCTCCGGCAGGTGCCACAC	Upstream_CTCF	2
chr10	126171617	126171767	id-15080	2.31e-06	-	CATGAACTTCAGGATGCTGCCACTGGCCGGCGGCA	Upstream_CTCF	1
chr10	126178411	126178561	id-15081	9.41e-05	-	CCCACAGATGGAGTGCTGTCCCCCTGGTGCCAGTG	V_CTCF_BR	8
chr10	126192015	126192165	id-15082	3.86e-05	-	AAATGAATTCAAAGAGCGTCCACTTGGGGGAATAC	Upstream_CTCF	6
chr10	126196609	126196759	id-15083	1.39e-05	+	GGTCTGGGGACAGTCTGTACCCCTAGGGGGAGGCT	V_CTCF_BR	2
chr10	126209571	126209721	id-15084	3.41e-08	+	CCTGCACTGTCCCCTTCTCCCTCCAGATGGTACTC	Upstream_CTCF	8
chr10	126218801	126218951	id-15085	1.22e-08	+	CCCACGCCACCTGCTCGGGCCACAAGAGGGCGCCT	V_CTCF_BR	40
chr10	126220747	126220897	id-15086	2e-06	+	CAAGGAGCCCCAGTTCCTTCCAGTGGAGGGCACTG	Upstream_CTCF	40
chr10	126222889	126223039	id-15087	5.68e-06	+	CTCTGCAGAGAGCCAACGGCAGGAAGAGGGCAGCA	V_CTCF_BR	35
chr10	126225336	126225486	id-15088	2.19e-05	-	AGAGAGCTTCCAACACGACCCACCAGGATGCACTG	Upstream_CTCF	19
chr10	126228818	126228968	id-15089	9.55e-09	+	TCCACACGGCTGTGGGTTCCCACCAGGGGGCGGCA	V_CTCF_BR	40
chr10	126240383	126240533	id-15090	1.72e-06	-	AAAGCACTGTAGGAAGCTGCCACCCGGGGGCCTGC	Upstream_CTCF	0
chr10	126248959	126249109	id-15091	1	+	NA	NONE	6
chr10	126254146	126254296	id-15092	1.84e-05	+	ATGCTACCCCACGCCGTGCGCCCCAGGCGGCCACT	UpstreamP1_CTCF	1
chr10	126254460	126254610	id-15093	5.21e-08	-	CGGCAAAGGCCCTCTGCGGACTGCAGGGGGCACTC	V_CTCF_BR	39
chr10	126278803	126278953	id-15094	1.29e-05	-	CAGCACTTCCCCGCAGTCGAGGGTGGGAGCCACTC	UpstreamP1_CTCF	6
chr10	126298387	126298537	id-15095	1.04e-05	-	TCAAACACTGGACAAATGCCCGCCAGGGGGAGGAT	V_CTCF_BR	5
chr10	126301184	126301334	id-15096	1.64e-06	+	GTTGCTGCCCCCAGAATCCCAGCCAGAGGGCAGTT	Upstream_CTCF	11
chr10	126311378	126311528	id-15097	8.16e-07	+	CCCTCCCTGACAGCCCCCACCACCAGGGGGATACA	V_CTCF_BR	1
chr10	126315635	126315785	id-15098	2.15e-05	-	TCCTGACAGGTGGGGCTCGCCACCAGCTGGGGCAA	V_CTCF_BR	9
chr10	126320663	126320813	id-15099	3.11e-05	+	GGCGACGTTTCTGCACCAGGCCCCAGATGGCAGAT	V_CTCF_BR	37
chr10	126325160	126325310	id-15100	4.14e-06	+	CCACAGAGGCCCACGTTGGCCACTGGGGGCAGCTG	V_CTCF_BR	12
chr10	126333520	126333670	id-15101	1.26e-05	-	GCTGCGGTCCCCAAGGTGACCTCTGCTTGGCGCCC	Upstream_CTCF	5
chr10	126336432	126336582	id-15102	9.49e-08	+	AGCCACATGGAGCTATCAGCCAGCAGAGGGCTCAG	V_CTCF_BR	38
chr10	126337826	126337976	id-15103	1	+	NA	NONE	18
chr10	126360140	126360290	id-15104	3.86e-05	+	AATGCAGTCTGTGGCCCTTCAGGGAGAGGGTGGGG	Upstream_CTCF	34
chr10	126386357	126386507	id-15105	2.68e-05	-	CCAGATATTTCCACAGATGGCGGTAGAGGGGATGG	Upstream_CTCF	16
chr10	126389938	126390088	id-15106	7.15e-05	+	GCTCCATGCTGCCCTCTGCCCAGGAGCAGCCAGCC	V_CTCF_BR	8
chr10	126394491	126394641	id-15107	9.4e-06	+	GTGTGGCTTCTCGCTCCCTCCACAGGGGAGCAGCC	UpstreamP1_CTCF	23
chr10	126407265	126407415	id-15108	2.19e-05	+	TCTGCAAAGAAGGGCTTCACCGCCAGGCGCAGTGG	Upstream_CTCF	2
chr10	126408140	126408290	id-15109	5.08e-05	+	CGGCTATAGCTGTCACTGTCCCCCTAGTGGAGCCA	UpstreamP1_CTCF	40
chr10	126412904	126413054	id-15110	2.53e-05	+	CCAGCGCCCTCACAAGGCCCAGGCAGGGGGAGCTC	V_CTCF_BR	9
chr10	126429963	126430113	id-15111	9.29e-06	-	GTTTAAATATTAGGAGCTGGCAGCAGGGGACGCTG	Upstream_CTCF	40
chr10	126431394	126431544	id-15112	2.4e-05	+	TGGAAGACTCGGAGTGTGGCCTATAGGAGGCAGAA	V_CTCF_BR	40
chr10	126432943	126433093	id-15113	4.01e-05	+	CGCCGGCGGGGCTAGAGGGCGTCCTGCGGGCTCAG	V_CTCF_BR	12
chr10	126434301	126434451	id-15114	1.55e-05	-	GGAATAAACTGAATGTTTGCCAGCAGGAGTCACTC	V_CTCF_BR	38
chr10	126480046	126480196	id-15115	1	+	NA	NONE	18
chr10	126480410	126480560	id-15116	2.81e-05	+	GCGGACGAGCGGACCGGCGCCTCTAGGCGGCGGGA	V_CTCF_BR	29
chr10	126516202	126516352	id-15117	5.55e-07	-	GATGCAAAACCCTCGTTAACCAGCAGGTGGTTCAA	Upstream_CTCF	38
chr10	126556003	126556153	id-15118	1	+	NA	NONE	5
chr10	126564196	126564346	id-15119	2.72e-06	+	CTGCTAGCCTTCTAAGAGCCCAGTAGGAGGCTATG	UpstreamP1_CTCF	36
chr10	126599822	126599972	id-15120	1	+	NA	NONE	13
chr10	126605114	126605264	id-15121	5.13e-05	-	TGCGTGGCGCTCGGGGGCGCCGGCTGACGGCGGCC	V_CTCF_BR	10
chr10	126605781	126605931	id-15122	1.97e-06	+	GCCGCCGCCAGGTAACCGGGCCCCGGGGGGCGCCC	V_CTCF_BR	0
chr10	126633761	126633911	id-15123	1	+	NA	NONE	1
chr10	126638242	126638392	id-15124	5.41e-06	-	ACTGCAGTCCCAGTACTTGAGTCCAGGAGTCTGAA	Upstream_CTCF	13
chr10	126681194	126681344	id-15125	3.42e-05	+	AAGTCAGTTCCTTTTCTCACCTGTATGTGGCACCA	Upstream_CTCF	39
chr10	126681460	126681610	id-15126	1	+	NA	NONE	2
chr10	126681779	126681929	id-15127	1	+	NA	NONE	40
chr10	126684782	126684932	id-15128	1.39e-07	-	GCGGGGTGGGACGGTGCCGCCAAGAGAGGGCAGCC	V_CTCF_BR	0
chr10	126688447	126688597	id-15129	1.61e-05	-	CAGCACTGCCGAGCCAGCCCCGGCAGCAGCACGGA	UpstreamP1_CTCF	6
chr10	126689194	126689344	id-15130	1.43e-05	+	CTTGCGATCCCAGAAGGTGTCACCAGAGGCCTAGT	Upstream_CTCF	27
chr10	126691942	126692092	id-15131	7.33e-10	+	TCGCGGCCGTCCAGCAGCGCCACCAGGGGGCGGGG	V_CTCF_BR	22
chr10	126727348	126727498	id-15132	2.6e-07	+	GGCCCACGGCCAAGGACACCCAGCAGAGGGTGCCA	V_CTCF_BR	34
chr10	126736747	126736897	id-15133	9.87e-11	+	CAGCGATGGGGCCCTTTGGCCAGCAGAGGGCACTG	V_CTCF_BR	40
chr10	126749783	126749933	id-15134	2.72e-06	-	GTGTCTGGTGCCAACAGCGCCACCAGAGGGGGCCG	UpstreamP1_CTCF	40
chr10	126752066	126752216	id-15135	1	+	NA	NONE	3
chr10	126755508	126755658	id-15136	7.49e-05	-	GGGGGTGTCTGGTTGTCCATCAGTAGGAGTCGCCC	V_CTCF_BR	1
chr10	126772963	126773113	id-15137	1.19e-06	+	CTACCCCAGGAGGGGCTGGCCTCTAGGTGGAGTCC	V_CTCF_BR	33
chr10	126791455	126791605	id-15138	3.4e-06	-	ACCCAGCTGTACTCTCCCGCCACCTGTGGGTGCTG	V_CTCF_BR	7
chr10	126793620	126793770	id-15139	1	+	NA	NONE	2
chr10	126809714	126809864	id-15140	2.18e-07	-	CCTGTGCTTCCCGCTGTGGCCCCATGAGGGAGGTA	Upstream_CTCF	5
chr10	126825325	126825475	id-15141	1	+	NA	NONE	3
chr10	126831046	126831196	id-15142	7.27e-06	-	CTTGACGATCTAGGCGTCGCCACCGGGTGGTTGCG	V_CTCF_BR	0
chr10	126833749	126833899	id-15143	8.58e-08	-	TCTGTATTTTTAGCCACCTCCTCCAGGGGGTGCCT	Upstream_CTCF	40
chr10	126835354	126835504	id-15144	6.43e-06	+	ACATGCGTACTGTGCCTGGCCCCTAGTGGGTGCTC	V_CTCF_BR	10
chr10	126841856	126842006	id-15145	2.04e-05	-	GTCCAGGGAGACCAAGGGAACGGGTGGGGGCAGTG	V_CTCF_BR	3
chr10	126848136	126848286	id-15146	1.1e-06	+	AGCCGCGCGGGATCCCCCGCCGGCAGGGGCAGCGC	V_CTCF_BR	4
chr10	126850064	126850214	id-15147	2.66e-05	+	CGGGGTCAGGCGCGGGCCGGCCACAGGGGGCACTT	V_CTCF_BR	36
chr10	126907009	126907159	id-15148	6.43e-06	-	TCAGAGAAAGAAAACTCTGCCAGAAGAGGGAGCAT	V_CTCF_BR	30
chr10	126920078	126920228	id-15149	3.22e-05	+	GAGCCCTTCCGGGCAGGGGCCTCATGGGGAGGCTG	UpstreamP1_CTCF	25
chr10	126927387	126927537	id-15150	1	+	NA	NONE	3
chr10	126971913	126972063	id-15151	6.51e-05	-	TTAATTAGAAGGCCAGGGCTCTCCAGAGGGCAACA	V_CTCF_BR	8
chr10	127026188	127026338	id-15152	1.84e-05	-	TTGCAGTGGCGGACTCCTGCCCGTAGGGCAATTCC	UpstreamP1_CTCF	28
chr10	127031824	127031974	id-15153	3.67e-09	-	GCAGCATTACCCACGATAGCCAGAAGGTGGAAGCA	Upstream_CTCF	40
chr10	127033079	127033229	id-15154	2.72e-06	-	TTGCTGTGCAGAGAGTAAACCACTAGTGGCCAGAT	UpstreamP1_CTCF	9
chr10	127059212	127059362	id-15155	5.34e-06	+	AGAACTAAAGAGCAGCTGTCCGGGTGGGGGCGCCC	V_CTCF_BR	24
chr10	127063874	127064024	id-15156	1	+	NA	NONE	27
chr10	127133489	127133639	id-15157	2.66e-05	-	CTAAATAGCCACACGCTGGATGGCAGGGGGCAGGA	V_CTCF_BR	1
chr10	127137299	127137449	id-15158	2.01e-05	+	TAGCTGGTCCCCAGAGGGGGCGCTAGAGAGAGACC	UpstreamP1_CTCF	40
chr10	127210855	127211005	id-15159	5.96e-07	-	CCGACCCCCAAGCAGTGCGCCCCCAGTGGGCAGTC	V_CTCF_BR	40
chr10	127235689	127235839	id-15160	7.91e-05	+	TAGCAGCGCCCCCTGACACAGAGCAGAAGGGGAAC	UpstreamP1_CTCF	1
chr10	127251435	127251585	id-15161	1	+	NA	NONE	26
chr10	127318451	127318601	id-15162	1.83e-05	-	GTGATCATACAGATGCATACCACAAGAGGGCAGGT	V_CTCF_BR	40
chr10	127320497	127320647	id-15163	3.63e-06	+	GGAGGAGCAAGAGGATAGGACAGAAGATGGCAGCA	V_CTCF_BR	7
chr10	127329299	127329449	id-15164	6.21e-05	+	TGCCATGCTAGGACCAAAGACTGTGGGTGGCAGCA	V_CTCF_BR	10
chr10	127345228	127345378	id-15165	3.28e-05	-	ATGTCTCTAAAAGTGCAGGCCCCTTGGTGGCACCA	V_CTCF_BR	0
chr10	127383406	127383556	id-15166	8.21e-05	-	AGGAAAGCTTCTCTGCCTGCCACAGGGTGGAATGA	V_CTCF_BR	6
chr10	127387319	127387469	id-15167	1.48e-06	+	CTGCTCTCAGGGAAGGTGTCCTCCTGCTGGCAGCA	UpstreamP1_CTCF	22
chr10	127389254	127389404	id-15168	5.13e-05	-	CTATATGGAGCTGTATATTCCAGTAGGTGGTGCAA	V_CTCF_BR	28
chr10	127423527	127423677	id-15169	1	+	NA	NONE	22
chr10	127431126	127431276	id-15170	2.39e-05	+	ATTCTTTTTACTCTAGTCCCCACTAGATGGCATTT	UpstreamP1_CTCF	29
chr10	127464482	127464632	id-15171	2.29e-05	+	CTGAAGTGTGCCCGCTAGGAGGCCACGTGGCAGGC	UpstreamP1_CTCF	0
chr10	127491010	127491160	id-15172	7.82e-06	+	CAGATGCTCTTTGAATTGGCCTCCAGAGGGCTTCT	UpstreamP1_CTCF	2
chr10	127525305	127525455	id-15173	5.52e-05	+	CTGTAGAATGTCCTTACTTTCACTAGGAGGCAGAT	UpstreamP1_CTCF	2
chr10	127538135	127538285	id-15174	5.34e-06	+	TTGGGCAGTGCCAGTCCTGCCGGTAGGTGTCAGGC	V_CTCF_BR	1
chr10	127557054	127557204	id-15175	3.24e-06	+	AATGCACTTCCTGCACTTTCAGATAGGTGTCAGCC	Upstream_CTCF	40
chr10	127576338	127576488	id-15176	1	+	NA	NONE	13
chr10	127577660	127577810	id-15177	1	+	NA	NONE	16
chr10	127578179	127578329	id-15178	1	+	NA	NONE	9
chr10	127580167	127580317	id-15179	1	+	NA	NONE	18
chr10	127584417	127584567	id-15180	6.23e-05	+	TCGCATTGCTCCACGCTTCCCGTCAGGGGGGCTCG	UpstreamP1_CTCF	8
chr10	127622954	127623104	id-15181	4.7e-06	+	CAAGGGAATCCAGCCTTGGGCAGTAGGTGGCAATG	V_CTCF_BR	40
chr10	127650411	127650561	id-15182	1	+	NA	NONE	24
chr10	127665893	127666043	id-15183	3.63e-06	+	TGAAGCTTTGGGGTGTGATCCAGTAGGTGGCGCTT	V_CTCF_BR	36
chr10	127671000	127671150	id-15184	1.73e-05	+	ATTACAAGTACAAATCTTGACGCTAGGTGGCAGAA	V_CTCF_BR	40
chr10	127672411	127672561	id-15185	1.23e-05	+	CTGTAGGGAGGCCAGGCAGCAAGCAGCAGGGAGGA	UpstreamP1_CTCF	10
chr10	127702636	127702786	id-15186	1.59e-06	-	ACCCCCAGCAGCAGAAAGGGCACAAGGTGGCGCCA	V_CTCF_BR	24
chr10	127708788	127708938	id-15187	2.66e-05	+	GATGGTTGTGCTCAGTCTGCCACGTGCAGGCGCTG	V_CTCF_BR	4
chr10	127752449	127752599	id-15188	9.81e-06	-	TCCCACAATGCACAGTCACCCTGAAGAGGGAGGTG	V_CTCF_BR	10
chr10	127776761	127776911	id-15189	5.86e-07	+	ACTGCTCCCCAGGATCTGGCCTCTAGAGGGTACAC	Upstream_CTCF	17
chr10	127786250	127786400	id-15190	1.47e-05	-	GGTAGCTTTGATAGGCTTGCCAGCAGGGGGCTTGT	V_CTCF_BR	37
chr10	127823852	127824002	id-15191	4.88e-06	+	TCGCTTTTACCCCACCAGGCCTGAGGATGGCACTG	UpstreamP1_CTCF	33
chr10	127849238	127849388	id-15192	1.26e-05	-	GTTGCAAGCACCTCGGAGGCCATCGGGAGGCGTTG	Upstream_CTCF	8
chr10	127849926	127850076	id-15193	1	+	NA	NONE	29
chr10	127867744	127867894	id-15194	1	+	NA	NONE	4
chr10	127876104	127876254	id-15195	6.43e-06	+	TGGGGCTACATTGCTCCTGCCCCTAGAGGGTGGTG	V_CTCF_BR	14
chr10	127892927	127893077	id-15196	4.21e-05	-	TGTCTCACAGACACAGTCACCCAGAGGTGGCACTG	V_CTCF_BR	4
chr10	127912334	127912484	id-15197	1	+	NA	NONE	15
chr10	127945526	127945676	id-15198	3.86e-08	+	GCAGTAGCCCACCCACTGGCCACCTGGGGGCTCCC	Upstream_CTCF	26
chr10	127991541	127991691	id-15199	2.84e-05	-	GTCCTGTCTCCCTTATTTTCCTCTGGGTGTCAGTG	UpstreamP1_CTCF	29
chr10	128061819	128061969	id-15200	1.39e-05	+	AGCTGTTCTCATTTTGCCTCCGCCAGAGGGAGATG	V_CTCF_BR	19
chr10	128065665	128065815	id-15201	1	+	NA	NONE	4
chr10	128075680	128075830	id-15202	8.21e-05	+	CCGACAGCGCCCCGGGCGGCAGAAAGAAGGCGGCG	V_CTCF_BR	39
chr10	128096492	128096642	id-15203	7.17e-05	-	GCTGTTTCCTTGCTGGCTGTCAGCAGAGGGCCTTT	Upstream_CTCF	7
chr10	128148226	128148376	id-15204	2.15e-05	-	TCCTCCCAGCTCTTTCTACCCAGGAGGAGGAGCTG	V_CTCF_BR	23
chr10	128154464	128154614	id-15205	1	+	NA	NONE	15
chr10	128165016	128165166	id-15206	2.04e-05	-	GAGACGGAGGCAGAGAAAACCAGCTGGGGTCAGTG	V_CTCF_BR	5
chr10	128186363	128186513	id-15207	3.42e-05	-	TATGGCAGGCATGAGCAAACCACCAGGAGGCCGAG	Upstream_CTCF	14
chr10	128189558	128189708	id-15208	1	+	NA	NONE	16
chr10	128192783	128192933	id-15209	1.02e-07	-	TTGTAGTTCCCACAGATTAACAGCAGATGGAGTAG	UpstreamP1_CTCF	40
chr10	128209572	128209722	id-15210	2.78e-06	-	AAAAGGATGCACGGTAGCGCCTGTTGGGGGCGCTG	V_CTCF_BR	21
chr10	128254126	128254276	id-15211	1	+	NA	NONE	7
chr10	128259806	128259956	id-15212	1	+	NA	NONE	16
chr10	128284038	128284188	id-15213	9.62e-05	+	TGGAATCTCCCGCAGCTCTCCACCAGAGGCTGTGT	UpstreamP1_CTCF	2
chr10	128286687	128286837	id-15214	1.1e-06	-	GTGTATGGGACCAGCTCTGCCACTGGTGGGCAGCA	V_CTCF_BR	40
chr10	128288102	128288252	id-15215	5.68e-06	-	CTACCAAGCTTAGGGGCAGCCAGAGGGTGGCGATC	V_CTCF_BR	8
chr10	128437726	128437876	id-15216	1.08e-08	-	GCGCAGGAAAAAGCAGCTACCACCAGAGGGCACTG	V_CTCF_BR	40
chr10	128476939	128477089	id-15217	4.88e-05	+	AATCTTAGGAAGACTTCTGACTCCGGGTGGAGCTG	V_CTCF_BR	6
chr10	128492092	128492242	id-15218	5.41e-06	+	CTGGTTTTACCAATGGCTCCCTGTAGAGGGTGGCA	Upstream_CTCF	3
chr10	128535645	128535795	id-15219	3.18e-06	-	AGATCCCCTCTCTTCTCAGCCTCCAGGGGGTGCAT	V_CTCF_BR	26
chr10	128546101	128546251	id-15220	8.03e-07	+	CTGTCACTGCCTCCCATCACCCCCAGATGGGGCCA	Upstream_CTCF	15
chr10	128583517	128583667	id-15221	2.66e-05	+	CCCTCTTTGGGGCAAAAGCCCTGCAGAGGGCATAG	V_CTCF_BR	1
chr10	128590741	128590891	id-15222	1	+	NA	NONE	35
chr10	128596292	128596442	id-15223	1	+	NA	NONE	26
chr10	128767674	128767824	id-15224	4.31e-07	-	ATCCCCAACTAAAGAAAAGCCACCAGAGGGCAGAG	V_CTCF_BR	35
chr10	128839880	128840030	id-15225	1	+	NA	NONE	10
chr10	128846216	128846366	id-15226	9.26e-05	-	CTTTAGCCCGGCAATTCTACCGCTAGGTGCTTATC	UpstreamP1_CTCF	3
chr10	128885465	128885615	id-15227	8.59e-05	+	TGGGCTTATAATTTTTCATGCAGCAGAGGGAGCAT	V_CTCF_BR	15
chr10	128940585	128940735	id-15228	2.46e-06	+	CTGCAGGTGGTGCTGCTGCCCTCCTGCTGGAGGGA	UpstreamP1_CTCF	9
chr10	128948597	128948747	id-15229	4.14e-05	+	GTGTATCAGCAACTCTCAGCCACCAGGGCAGAATC	UpstreamP1_CTCF	14
chr10	128995014	128995164	id-15230	2.84e-05	+	GCGTCCTCCGGGTTTCTGGGCTGCAGGCGGCGCTG	UpstreamP1_CTCF	32
chr10	128996695	128996845	id-15231	5.65e-05	+	CCCAGCAAGGCAGTGCTCAGCCACAGGTGGCACTG	V_CTCF_BR	33
chr10	129026781	129026931	id-15232	2.29e-05	+	ATGATGTGACATGCCTGAGACACATGGTGGAGCTC	UpstreamP1_CTCF	8
chr10	129040067	129040217	id-15233	5.74e-05	-	CTGCCTATGCCCAGCATGTCCAGTGAGGGGCTCTC	UpstreamP1_CTCF	2
chr10	129041907	129042057	id-15234	2.43e-06	+	GGCAGTAGCCAAGGCCACACCAACAGGGGGAGCCC	V_CTCF_BR	40
chr10	129052731	129052881	id-15235	1	+	NA	NONE	2
chr10	129076283	129076433	id-15236	1	+	NA	NONE	16
chr10	129088690	129088840	id-15237	4.24e-07	-	ACAGTTATGCCAGATATTACCACTAGAGGAAACTG	Upstream_CTCF	5
chr10	129153339	129153489	id-15238	3.29e-05	-	GCAGGAGCATGTTAGGCTGCCACCAGGTAGATCTG	Upstream_CTCF	30
chr10	129207369	129207519	id-15239	1	+	NA	NONE	5
chr10	129286718	129286868	id-15240	3.45e-05	+	TGTGGATGGGGCACGAGCGCCTGGTGCTGGCTGCC	V_CTCF_BR	1
chr10	129291246	129291396	id-15241	3.4e-06	+	AAGGCCACACTCACCCTGGCCGTCAGAGGGCAGCT	Upstream_CTCF	36
chr10	129322611	129322761	id-15242	3.1e-07	+	CTGCAGCAATCATGACAGTCCACTAGGGGAAATCC	UpstreamP1_CTCF	26
chr10	129362317	129362467	id-15243	2.74e-08	+	CCCCTGATGCAGGCTGTCTCCACTAGGGGGCAGCG	V_CTCF_BR	40
chr10	129374951	129375101	id-15244	1	+	NA	NONE	1
chr10	129375782	129375932	id-15245	8.71e-06	-	AGACGAAACCATTTATTAACCAGTTGGTGGCAGTG	V_CTCF_BR	21
chr10	129448051	129448201	id-15246	8.71e-06	+	AAATCCACAAGCTGACCATTCAGTAGGGGGCAGCC	V_CTCF_BR	28
chr10	129478044	129478194	id-15247	2.31e-07	+	GGTGTGATTTCACCGCTGGCCAACAGAGGGACACC	Upstream_CTCF	33
chr10	129492975	129493125	id-15248	3.97e-07	-	TGCTCCCTGTGGGGAACTGCCAATAGAGGGCGCTA	V_CTCF_BR	36
chr10	129514173	129514323	id-15249	2.15e-05	+	AAATAGACTCTGTCACCTTCCACTAGATGGCATTA	V_CTCF_BR	33
chr10	129555418	129555568	id-15250	3.63e-06	+	TGAGTTACCCTGCTGCCCACCACAAGGAGGCAGAA	V_CTCF_BR	20
chr10	129611666	129611816	id-15251	6.8e-06	-	GGTCAGTCCCATGATTCTTCCAGCAGAGGTCATAC	UpstreamP1_CTCF	26
chr10	129613531	129613681	id-15252	1.77e-05	-	TTTTCTGTTTCTTCTTTGTCCACTAGGGGATCATC	Upstream_CTCF	30
chr10	129652362	129652512	id-15253	1.09e-07	-	CAGCTATTTCAAGAGCACAGCACTAGAGGGCAGCA	UpstreamP1_CTCF	39
chr10	129668847	129668997	id-15254	2.72e-06	+	GAACAGTTCAGGCTTCGGGCCAGTAGGAGGTGCCA	UpstreamP1_CTCF	38
chr10	129671255	129671405	id-15255	8.43e-09	+	AAATGAGACGGGCCTGGGGCCAGCAGAGGGAGGCC	V_CTCF_BR	20
chr10	129705195	129705345	id-15256	9.11e-08	+	GATGCGCTCCCCGCGCCGGGCACCAGGCGTCGCCC	Upstream_CTCF	39
chr10	129715211	129715361	id-15257	8.03e-07	-	TCTGGCTTTCCACACACAGCCAGCAGGGGACCCCT	Upstream_CTCF	10
chr10	129717687	129717837	id-15258	2.66e-05	-	GGAGGGATAAGGGGTCAGTCCACTAGAGGCAGCAC	V_CTCF_BR	38
chr10	129733052	129733202	id-15259	1	+	NA	NONE	1
chr10	129752532	129752682	id-15260	4.04e-08	-	CTGCATTGTAATCAACCTGCCACCAGGAGGCTGGC	UpstreamP1_CTCF	18
chr10	129772312	129772462	id-15261	1.03e-06	-	CTTTGGCTTTGGGCTGAAGCCACAAGGGGGCTGCA	V_CTCF_BR	17
chr10	129809703	129809853	id-15262	2.88e-10	-	GGTGCTATGCCAGAGGTGACCAGAAGGTGGCACCG	Upstream_CTCF	40
chr10	129833877	129834027	id-15263	5.01e-06	+	AAAACACTACCCTCTTGGAGCTGCAGGGGGCAGTG	V_CTCF_BR	40
chr10	129845767	129845917	id-15264	1.48e-06	+	TGCTGTGGGCGTGGGCTGTGCAGCAGAGGGCAGCT	V_CTCF_BR	12
chr10	129867731	129867881	id-15265	2.19e-08	-	GAGCAAAGCTACAGTGCAGCCACCAGAGGGAGCTG	V_CTCF_BR	40
chr10	129876869	129877019	id-15266	1.55e-08	+	GGGTGCACTCCTGGCCTGGCCAGTAGGTGGAGCAC	V_CTCF_BR	40
chr10	129885857	129886007	id-15267	1	+	NA	NONE	3
chr10	129886666	129886816	id-15268	2.19e-05	-	ACGGTCATTGGCAGACACTCCTGTAGGTGGCAATG	Upstream_CTCF	30
chr10	129890231	129890381	id-15269	7.12e-06	-	CTGCTTTGGAGGTAACACAACGCTAGGTGGCCCCT	UpstreamP1_CTCF	10
chr10	129893626	129893776	id-15270	1	+	NA	NONE	1
chr10	129915626	129915776	id-15271	1.67e-07	-	GGGCGCTGTCTCTGGGGAGCCAGGTGGGGGCGCTG	V_CTCF_BR	34
chr10	129923443	129923593	id-15272	6.39e-05	+	AGGGATGCCCACTGTGGAGGCACCCGGGGGCGCAC	Upstream_CTCF	4
chr10	129925121	129925271	id-15273	1	+	NA	NONE	8
chr10	129948353	129948503	id-15274	1.18e-09	-	GCGCGGGGGCCCTGATCCGCCGCCAGGTGGCGCTA	V_CTCF_BR	40
chr10	129949959	129950109	id-15275	2.68e-05	-	ACTGCTTCTTAGGAGATGGCCAGTGGGGGTGCTCA	Upstream_CTCF	14
chr10	129956474	129956624	id-15276	3.6e-07	+	AGTGCAGTCACCTGCAGGTGCCGCAGGAGGCGCGC	Upstream_CTCF	2
chr10	129976729	129976879	id-15277	1.04e-06	+	CGGGCGATGTGCTTTCTGGCCAGCAGGGAGAGCCC	Upstream_CTCF	40
chr10	130008534	130008684	id-15278	4.23e-08	+	GCGTCCCTTCCAGGGCCGGCCGCCAGAGGGCGAGC	V_CTCF_BR	38
chr10	130009088	130009238	id-15279	1	+	NA	NONE	29
chr10	130010276	130010426	id-15280	3.83e-09	+	CGTGTGCGTCCAGACGGGGCCGCCAGAGGGCGCGC	V_CTCF_BR	40
chr10	130040922	130041072	id-15281	6.84e-06	-	TAGGGGTCTGGCCAGAAATCCACCAGGGGGCGTGG	V_CTCF_BR	13
chr10	130062285	130062435	id-15282	2.83e-07	+	AAAACGGCTCAAGGACCCGCCACTTGGGGGCAGCA	V_CTCF_BR	40
chr10	130066365	130066515	id-15283	7.9e-07	+	CCGCGGTTGCTCCTGTCATGCACAAGATGGCGCTC	UpstreamP1_CTCF	36
chr10	130073354	130073504	id-15284	1	+	NA	NONE	8
chr10	130093382	130093532	id-15285	2.81e-05	+	AGTTCCGGTGAATGTTGTTGCTCTAGAGGGCAGCG	V_CTCF_BR	10
chr10	130116897	130117047	id-15286	1	+	NA	NONE	3
chr10	130122448	130122598	id-15287	1.71e-06	+	GACAAGACTCAGAGCCTTGCCACGTGGGGGCTCCC	V_CTCF_BR	10
chr10	130218031	130218181	id-15288	1.48e-06	-	CACATTGGTGCTCTAGGGACCAGGAGAGGGTGCTA	V_CTCF_BR	7
chr10	130287990	130288140	id-15289	2.27e-05	-	CCACAAAGCCACCTTGCCGGCTACAGAGGGCGCCT	V_CTCF_BR	1
chr10	130293080	130293230	id-15290	1.39e-05	+	ACCTTAAACACGTAGTTGGTCTCTAGGGGGCAGCT	V_CTCF_BR	7
chr10	130296679	130296829	id-15291	4.5e-06	-	CCTGCACTTCCATTCACGGTGCATAGGAGGAGCCC	Upstream_CTCF	6
chr10	130328703	130328853	id-15292	3.41e-08	-	TAGGCACTTCCACTAATGAACAGCAGATGGGGCTA	Upstream_CTCF	36
chr10	130339647	130339797	id-15293	3.65e-05	+	CTGCTCATTTCCCGGGCTGCCTTTTGGGGGCACTC	UpstreamP1_CTCF	15
chr10	130366000	130366150	id-15294	1.38e-07	-	GTGTGGCTCTTCTGCCGGGCCAGTAGGTGGCTGTC	UpstreamP1_CTCF	10
chr10	130370194	130370344	id-15295	1	+	NA	NONE	12
chr10	130430150	130430300	id-15296	2.12e-06	+	TTGCAGTAACCACAAAGCGTCTGTAGGGGGAGTTT	UpstreamP1_CTCF	39
chr10	130432533	130432683	id-15297	1	+	NA	NONE	22
chr10	130459106	130459256	id-15298	3.36e-05	+	GTGTTCTGATGCGAACGTGGCAAAAGGAGGAGGCT	UpstreamP1_CTCF	10
chr10	130538350	130538500	id-15299	1	+	NA	NONE	11
chr10	130642362	130642512	id-15300	9.84e-05	-	TCTTTTTTTTTTTTATGTTACTGTAGATGGCGCCG	V_CTCF_BR	6
chr10	130658172	130658322	id-15301	3.36e-07	-	AAACTCTATACCAGGCCAGCCACTAGGGGGCAGTT	V_CTCF_BR	35
chr10	130706905	130707055	id-15302	2.94e-06	-	CCTGCTCTACCCAGAGAAACCACTAGGCAGGTGAG	Upstream_CTCF	6
chr10	130829919	130830069	id-15303	7.49e-07	+	AAGCCATCCCCCCAGGAGGCCACGGGGGGGAGCTG	UpstreamP1_CTCF	39
chr10	130980961	130981111	id-15304	4.88e-05	+	GAAAGGAAAATAATTTCCTCCTCTAGAGGGTAGTA	V_CTCF_BR	3
chr10	130991628	130991778	id-15305	6.84e-06	+	TCGAGCCACTGGGGGGTGACGGGAAGAGGGAGCCG	V_CTCF_BR	3
chr10	131030227	131030377	id-15306	1	+	NA	NONE	10
chr10	131073483	131073633	id-15307	1.67e-08	+	CATGTAGTACCCAAAGCCCTCACCAGGGGCCAGCC	Upstream_CTCF	18
chr10	131130839	131130989	id-15308	5.77e-08	-	CAGAGAGCAGTGCTGTTTGCCACAAGATGGCGCTC	V_CTCF_BR	33
chr10	131244627	131244777	id-15309	5.08e-05	+	CAGCTGGGATGCGAGGCTGCCCCAAGAGGAGAAGA	UpstreamP1_CTCF	3
chr10	131297064	131297214	id-15310	2.17e-08	+	ACTGCTCTTCCTGCCCTTCTCAGTAGGGGGAGCTA	Upstream_CTCF	15
chr10	131310109	131310259	id-15311	7.6e-05	-	GAGCAGCAGCCAGCCTTGGGGAGAAGGTACCACGA	UpstreamP1_CTCF	0
chr10	131311682	131311832	id-15312	3.84e-06	-	CTGCTGCTCCAGACACCTGCCAGCAGCCAGGGGTC	UpstreamP1_CTCF	4
chr10	131457065	131457215	id-15313	5.63e-06	-	ATGCTACAGCTTACAGTAGCCTACAGGGGGCGTTT	UpstreamP1_CTCF	35
chr10	131460764	131460914	id-15314	5.41e-06	+	ACTGCAATTCCAGCATCAGCCAACAGGACAAAGCG	Upstream_CTCF	26
chr10	131538916	131539066	id-15315	1.24e-05	-	TCCAAGGTCGCCCTGGGGGCCTGCAGGTGGGGCCA	V_CTCF_BR	2
chr10	131566904	131567054	id-15316	4.68e-07	+	TGCGAGCCGCGAGTGCTTTCCAACAGAGGGCACCA	V_CTCF_BR	8
chr10	131651944	131652094	id-15317	3.86e-05	+	TGCTCAATACAAAGACATTCCTCTAGAGGGTGTTA	Upstream_CTCF	33
chr10	131676164	131676314	id-15318	2.94e-06	+	CCCACAGCTTCCACACTTCCCTCTAGGGGGCGACA	Upstream_CTCF	35
chr10	131687519	131687669	id-15319	3.09e-06	+	AGCGTGGTCCCGCTTGTCCCCACTAGAGGGCTTCT	Upstream_CTCF	39
chr10	131724119	131724269	id-15320	6.43e-06	+	AGCAGCCTGTGCCTCACTGCCACTGGGGGCCAGTG	V_CTCF_BR	9
chr10	131728253	131728403	id-15321	1	+	NA	NONE	28
chr10	131747995	131748145	id-15322	1	+	NA	NONE	1
chr10	131754350	131754500	id-15323	1	+	NA	NONE	11
chr10	131756456	131756606	id-15324	1	+	NA	NONE	15
chr10	131767270	131767420	id-15325	5.86e-07	-	GCGGCACTCCACTCTCCCCACCCCAGGAGGCGCTG	Upstream_CTCF	37
chr10	131770018	131770168	id-15326	5.77e-08	-	CGCCCGGAGCCGCGCGGCGCCCGTAGATGGCGCCC	V_CTCF_BR	38
chr10	131843459	131843609	id-15327	8.81e-07	-	AGCAGGCCCCGCCGACCTGCAGGCAGAGGGCGCAA	V_CTCF_BR	25
chr10	131866303	131866453	id-15328	2.15e-05	-	CACTTCCCTTTGGGCTCAGCCGCTAGGGGGATTTG	V_CTCF_BR	5
chr10	131873013	131873163	id-15329	1.04e-06	-	TCAGTTTTCCCTTGTAGGGACACCAGGAGGAGCCA	Upstream_CTCF	13
chr10	131908089	131908239	id-15330	1	+	NA	NONE	40
chr10	131909747	131909897	id-15331	1.41e-05	-	GGGTTGGTTGGCTGAATCCCCGGCAGGGGCCAGGC	UpstreamP1_CTCF	17
chr10	131926164	131926314	id-15332	1.85e-07	-	TTGTAGTGCCAGATTCCAGGCTGTAGGTGGCATAA	UpstreamP1_CTCF	40
chr10	131959142	131959292	id-15333	9.25e-06	-	GAGTTCCTTTCATAAACAGCATGCAGGGGGCAGCA	V_CTCF_BR	20
chr10	131978001	131978151	id-15334	1	+	NA	NONE	40
chr10	131988504	131988654	id-15335	1.15e-08	+	CTGCAGGGGCGGTCTCCTGGCGCCAGGGGGCGTGC	UpstreamP1_CTCF	36
chr10	132026232	132026382	id-15336	9.78e-07	+	ATGTTCTGGCTGACAGCGCCCACTTGAGGGCCCAG	UpstreamP1_CTCF	4
chr10	132030496	132030646	id-15337	2.84e-05	-	TTGTATTACAGCAACCTGCCCGCTCGGGGGAGACG	UpstreamP1_CTCF	0
chr10	132042326	132042476	id-15338	3.4e-06	-	GCAGACCATCAGCTCCTGAACGCCAGATGGCAGCT	V_CTCF_BR	2
chr10	132043451	132043601	id-15339	1.09e-06	-	CTGCTGGTGTGGAACGATGACCCTAGGTGGCCCCG	UpstreamP1_CTCF	1
chr10	132053053	132053203	id-15340	1.71e-06	+	GAATCCCACAACCATTTCCCCACCTGGGGGCAGCA	V_CTCF_BR	4
chr10	132054803	132054953	id-15341	1	+	NA	NONE	5
chr10	132130919	132131069	id-15342	5.34e-06	-	CCTCGCCTATCAACATCCCCCACCGGGGGGCACTT	V_CTCF_BR	1
chr10	132131597	132131747	id-15343	1	+	NA	NONE	5
chr10	132135013	132135163	id-15344	1.9e-06	+	CATGCTGCCTGTATTTTCCCCAGGAGGAGGCGCTG	Upstream_CTCF	10
chr10	132139699	132139849	id-15345	3.97e-05	+	CAGAAAATGCTGCTCCCTGCCGCTAGGAGGCCCTC	UpstreamP1_CTCF	20
chr10	132150722	132150872	id-15346	6.19e-06	-	CAACACTGATCTCCAGTGGCCACCGTGGGGCAGCC	UpstreamP1_CTCF	2
chr10	132176987	132177137	id-15347	4.66e-08	+	CCTGCAAGGCCTAGACCCACCACTAGGGAGGACAG	Upstream_CTCF	11
chr10	132221311	132221461	id-15348	7.73e-06	+	TGTCCCCAGAGCAGGCTGGCTTCTGGGGGGCGCTG	V_CTCF_BR	1
chr10	132268683	132268833	id-15349	2.72e-05	-	TGGTGGTGGGGCTGAGTGGCCGCCAGGCGGCCTGC	UpstreamP1_CTCF	7
chr10	132314042	132314192	id-15350	1	+	NA	NONE	1
chr10	132345755	132345905	id-15351	1.21e-05	+	CCTGCCATCCCAGCTTACAGCACTGTGGGGCGATA	Upstream_CTCF	10
chr10	132413726	132413876	id-15352	5.48e-05	+	TCTGTCCTGTGACATGCCAAGCCCAGGAGGCGCTA	Upstream_CTCF	5
chr10	132485076	132485226	id-15353	1.96e-07	+	CTGTATTTCTCCCCTCTCTCCACTGGGAGGCATGC	UpstreamP1_CTCF	18
chr10	132505989	132506139	id-15354	4.7e-06	-	GGACTTAAAGTGACTGCAGCCTGTTGGGGGAGCCA	V_CTCF_BR	7
chr10	132511820	132511970	id-15355	1.83e-05	+	GATACAAGGTCTGCTTCCTCCACCGGATGGTGCTG	V_CTCF_BR	1
chr10	132515483	132515633	id-15356	6.64e-05	-	GCTGTGCTTCCCGCTGAGGCCACAGGGCTCAGTAA	Upstream_CTCF	4
chr10	132580865	132581015	id-15357	2.31e-07	+	CTTGAAGCTGGCAGAGAGACCAGCAGGGGGAGGGC	Upstream_CTCF	7
chr10	132699668	132699818	id-15358	1.84e-06	-	AATCCCCAAGGGCAGTTGGCCACAAGGGGGATGCT	V_CTCF_BR	6
chr10	132733080	132733230	id-15359	1.39e-05	-	ACCACAACTAGGAGCTGCATCCCCAGAGGGCGGCG	V_CTCF_BR	2
chr10	132733545	132733695	id-15360	1	+	NA	NONE	2
chr10	132820380	132820530	id-15361	8.97e-05	-	TCTTCTGTAGCTGTGACTCCCTCTAGCTGCAGTCA	Upstream_CTCF	1
chr10	132882708	132882858	id-15362	3.03e-05	-	GGTGCACTCACAGCTCTGCCTCTTAGAGGGCGCTG	Upstream_CTCF	5
chr10	132886876	132887026	id-15363	4.88e-05	+	CCTTCCGCGTTCATGAAAACAGCTAGATGGCGCCC	V_CTCF_BR	7
chr10	132932562	132932712	id-15364	4.5e-05	-	ATGTGAAAACCAAGAGGAACCGGTAGGTGGCCGTG	UpstreamP1_CTCF	6
chr10	132940350	132940500	id-15365	3.06e-08	+	GCGGCTCAGGCCCTGGAGGCCAGCAGAGGGTGCCA	V_CTCF_BR	3
chr10	132941071	132941221	id-15366	1	+	NA	NONE	6
chr10	132977664	132977814	id-15367	9.71e-06	-	AGGGCTACTCCGGTGATCACCGAGGGAGGGCAGGG	Upstream_CTCF	2
chr10	133040421	133040571	id-15368	2.11e-06	+	CGAAGTTCCAGCGTTGCAGCCGCCAGGAGGAGCTG	V_CTCF_BR	22
chr10	133108426	133108576	id-15369	2.23e-06	-	GTGTTATATCAGAGTGCTGCCACTAGAGGTATATA	UpstreamP1_CTCF	30
chr10	133110184	133110334	id-15370	9.25e-06	-	GGTCCCAGAGGGCCAGAGGCCACCAGGGGGCCGGC	V_CTCF_BR	4
chr10	133110846	133110996	id-15371	1.08e-05	+	CCGCACTGGCCACGCGCAGCCACCGCCAGACGGCG	UpstreamP1_CTCF	16
chr10	133118047	133118197	id-15372	1	+	NA	NONE	2
chr10	133155714	133155864	id-15373	4.03e-06	+	TGGCAAGCGATCCTGTGTGCCACAAGGGGGCCCCG	UpstreamP1_CTCF	2
chr10	133158153	133158303	id-15374	3.88e-06	+	AGCTCCCCAAGACAAGTGTCCTCCAGGTGGAGACA	V_CTCF_BR	2
chr10	133194500	133194650	id-15375	3.48e-06	+	TTGCAGAACTAGGGAACCACCTGCAGGGGACTGGA	UpstreamP1_CTCF	10
chr10	133252499	133252649	id-15376	2.17e-08	+	TTTGTAGTACCCACATCTACGTCCAGAGGGCGCTG	Upstream_CTCF	40
chr10	133286210	133286360	id-15377	2.4e-05	-	CCATATGCGAACTCAGTGAGAGCCAGGGGGCGCTG	V_CTCF_BR	7
chr10	133294749	133294899	id-15378	2.12e-06	-	GTGCGCTACTCAAAGGGTTCCAGGGGAGGGAGCCC	UpstreamP1_CTCF	4
chr10	133327762	133327912	id-15379	1	+	NA	NONE	1
chr10	133368230	133368380	id-15380	6.18e-07	-	CCTGTCCTTCCCTCACTTTCCTCCATGGGGCGCTG	Upstream_CTCF	14
chr10	133487254	133487404	id-15381	1.39e-05	-	GGGCGCCCAGGCCTGCCCTGCACCTGCGGGAACCA	V_CTCF_BR	4
chr10	133521498	133521648	id-15382	2.27e-06	-	TGCCTGGGAGCCTCTGTGGGCTCCTGGTGGCGCTG	V_CTCF_BR	6
chr10	133559452	133559602	id-15383	3.16e-06	+	CTGCACCTCCCTGCTGAGTCCTCGGGGGCGCCCTC	UpstreamP1_CTCF	3
chr10	133581222	133581372	id-15384	1	+	NA	NONE	2
chr10	133619463	133619613	id-15385	4.7e-08	-	ACATGTGACACTGTGACCACCACCAGGTGGCAGCA	V_CTCF_BR	39
chr10	133672588	133672738	id-15386	1.91e-09	-	CTGTCGTGCCAGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	24
chr10	133674355	133674505	id-15387	4.44e-06	+	CCGCAGAGGGCCGGAGAGGGCAGGAGAGGGCCGGA	UpstreamP1_CTCF	2
chr10	133742611	133742761	id-15388	1	+	NA	NONE	5
chr10	133757086	133757236	id-15389	3.28e-07	+	GTCCAGCGCCTCAGTGTGGCCACTGGAGGACACAC	UpstreamP1_CTCF	40
chr10	133759873	133760023	id-15390	1	+	NA	NONE	12
chr10	133794887	133795037	id-15391	1.21e-06	+	ACTGCGAGACGCAGATTCACCTCCAGGTGGAATTC	Upstream_CTCF	32
chr10	133814925	133815075	id-15392	6.82e-05	+	GGACTCAGGCTTAGGATCACCAGGAGAGAGCAGCG	V_CTCF_BR	30
chr10	133836672	133836822	id-15393	9.67e-08	-	TCAGGTCTCCCAACCGTGGACAGCAGAGGGCGTCG	Upstream_CTCF	40
chr10	133837228	133837378	id-15394	9.41e-05	+	AGGCGACGCTGAGTCCGGAACGCAGGAGGGAGACC	V_CTCF_BR	9
chr10	133850430	133850580	id-15395	1.14e-06	+	CGGCGCTGGCGTGACGCGGCCGCTGGGTGGGGCCC	UpstreamP1_CTCF	9
chr10	133863873	133864023	id-15396	4.38e-09	+	TTTCTGCCGGTCGCCTTTGCCACCAGAGGGCGGGA	V_CTCF_BR	1
chr10	133915099	133915249	id-15397	2.74e-08	+	ACAGAGAGTGGTGCGGCAGCCAGGAGAGGGCAGTG	V_CTCF_BR	20
chr10	133938876	133939026	id-15398	1	+	NA	NONE	0
chr10	133947844	133947994	id-15399	1	+	NA	NONE	13
chr10	133956046	133956196	id-15400	1.64e-11	-	CCTGCACTGCCCTCCACGGCCCGCAGAGGGCACCC	Upstream_CTCF	40
chr10	133959759	133959909	id-15401	4.88e-05	-	CTGTGACTCCCTCTTTAACCCAGTGCAGGGAGCAG	UpstreamP1_CTCF	7
chr10	133977094	133977244	id-15402	5.77e-08	-	TGGCCATCAGAGGGTGTGGCCAGCAGGGGGCGTGG	V_CTCF_BR	29
chr10	133983538	133983688	id-15403	2.47e-07	-	CTGCGGCGCCCTCGTGTGCCAAGCAGCGGGCGTCC	UpstreamP1_CTCF	8
chr10	133998475	133998625	id-15404	1.39e-05	-	GTTCACATTTGACCAACAGCCACAGGAGGGAGCCT	V_CTCF_BR	5
chr10	134000562	134000712	id-15405	5.21e-08	-	CAGGCCCCACTCCGGGCGGCGGGCAGGGGGCGCCG	V_CTCF_BR	6
chr10	134018324	134018474	id-15406	1.99e-07	-	AGAGGTGATGTTGGAGCGGCCGCCAGGTGGTGCCA	V_CTCF_BR	6
chr10	134033057	134033207	id-15407	4.71e-06	-	GCTGCTGTCTGCCAGGTGGCCACTGTGAGGCACTG	Upstream_CTCF	35
chr10	134036713	134036863	id-15408	7.07e-08	+	AAGGCTCTGCTGGGATTTGCCAGGAGGTGGCAGCC	V_CTCF_BR	40
chr10	134038400	134038550	id-15409	1	+	NA	NONE	9
chr10	134053203	134053353	id-15410	6.46e-07	+	TTTCAGCCAGGCTTCCCGGACACTAGGGGGCTGTC	V_CTCF_BR	12
chr10	134065992	134066142	id-15411	7.15e-05	+	TCCCCACAATCCCATCTCACAGCTAGGGGGCTCCT	V_CTCF_BR	31
chr10	134079596	134079746	id-15412	1	+	NA	NONE	10
chr10	134089479	134089629	id-15413	4.41e-06	-	CTCGCATGTGGGTCTGGCGTCACCGGGTGGCAGCC	V_CTCF_BR	1
chr10	134106828	134106978	id-15414	2.43e-06	-	GGCCTGTGTGAAGGTGCAGCCACCAGGGGCTGGAG	V_CTCF_BR	3
chr10	134120577	134120727	id-15415	5.63e-06	-	GTGCGAGTGAGGCTCCTGCCCCACAGGTGGCGGGG	UpstreamP1_CTCF	7
chr10	134121930	134122080	id-15416	4.14e-05	+	CTGCAGGCCCGGGATGCGGGCGGCGGGAATCTGCC	UpstreamP1_CTCF	11
chr10	134125037	134125187	id-15417	1.28e-06	+	CATGCAGGACGGGCTGCAGCCACTAGGAAGGAGCC	Upstream_CTCF	8
chr10	134136141	134136291	id-15418	5.08e-07	+	CTTCCCAGGACCATACCACCCAGCAGGGGGAGGAG	V_CTCF_BR	30
chr10	134166228	134166378	id-15419	8.16e-07	-	GAAGCCAGGGCAAAGACGGACACAAGGGGGCGACC	V_CTCF_BR	40
chr10	134172898	134173048	id-15420	3.86e-08	+	CCTGCAGCTGGGCAGGAGGACACGAGAGGGCGCCA	Upstream_CTCF	9
chr10	134174371	134174521	id-15421	8.19e-06	+	GCGTGGCTCTCACATGTGTCCACTGGAGGCAGCAG	UpstreamP1_CTCF	40
chr10	134185424	134185574	id-15422	3.4e-06	-	GCAGGCCCTTCATGCTGCACCACTAGGGGGCTTCC	V_CTCF_BR	40
chr10	134196512	134196662	id-15423	1.9e-06	+	TGAGTGTTTCCAAACCAGGCCACGAGGAGGAGAAA	Upstream_CTCF	2
chr10	134201569	134201719	id-15424	5.77e-08	+	CTCCCGTGAACCGACTTCACCTGCAGGTGGCGCTC	V_CTCF_BR	40
chr10	134210105	134210255	id-15425	6.8e-06	-	CGGCAGCGCCCCGCGCTGGGCTCTGGTGGCCCCGG	UpstreamP1_CTCF	36
chr10	134211579	134211729	id-15426	4.01e-05	+	CCTGCAGGGCTTTCTTTTGAAACTGGGAGCAGGGA	Upstream_CTCF	7
chr10	134218618	134218768	id-15427	1.48e-06	+	GAGCCCACGGCTGCGGCCACCGCCAGGAGGAGCAA	V_CTCF_BR	0
chr10	134221552	134221702	id-15428	1	+	NA	NONE	19
chr10	134225138	134225288	id-15429	3.71e-05	+	CCGGCACTGGAGTGCTGAGTCGGCAGGAGCCGCTG	Upstream_CTCF	19
chr10	134226076	134226226	id-15430	1	+	NA	NONE	1
chr10	134257244	134257394	id-15431	4.14e-06	+	TGGGGCTGGGACACGACTGCCCCTAGTGGGAGCAA	V_CTCF_BR	36
chr10	134260352	134260502	id-15432	4.38e-08	-	TGTGCCCTCCCACAGTGAGGCAGCAGGGGGCAGAA	Upstream_CTCF	40
chr10	134265775	134265925	id-15433	2.73e-07	-	TGTGTCCTTCTGTATGGGACCAGCAGAGGGTGTCA	Upstream_CTCF	32
chr10	134266739	134266889	id-15434	6.46e-07	-	GACGCGATGCTAGGAGGTGTCGGCAGGGGGCGCCG	V_CTCF_BR	40
chr10	134271188	134271338	id-15435	3.73e-06	+	CAGGAGGTACCAATACCCACCGCCAGGAGGGGCCT	Upstream_CTCF	32
chr10	134272113	134272263	id-15436	1.49e-11	+	GCTGCCGTGCCCACCTCCACCAGCAGAGGGCACCC	Upstream_CTCF	40
chr10	134275377	134275527	id-15437	6.39e-08	-	GACTCTGCTAGGACAGCCACCAGCAGCGGGCACAG	V_CTCF_BR	2
chr10	134277123	134277273	id-15438	1.61e-05	+	AGGTTCTGGAGGGTTTTGGCCACAGGAGGGAGTGA	UpstreamP1_CTCF	39
chr10	134277510	134277660	id-15439	1	+	NA	NONE	7
chr10	134278843	134278993	id-15440	5.92e-05	-	GCTGCAGCTGTGTAAGCACGGGGAGGGTGGCGCTA	Upstream_CTCF	7
chr10	134320282	134320432	id-15441	1.24e-05	+	AAGTCCAGTCAGGACGTGAACAACAGAGGGAACAG	V_CTCF_BR	4
chr10	134322298	134322448	id-15442	7.15e-05	+	TGCTGTTCCTCACAGGGACCCACTGGGAGGCAGGC	V_CTCF_BR	15
chr10	134350290	134350440	id-15443	8.03e-07	-	GCAGCGATGCTGATCCTGGCCGCCGGAGGGGCCAG	Upstream_CTCF	15
chr10	134350754	134350904	id-15444	6.05e-06	-	GGGCCCTGGGTTCCGGGCGCCGGCGGCGGGTGCGC	V_CTCF_BR	35
chr10	134354179	134354329	id-15445	3.09e-05	-	CTTCACAGCCTGAGCACTGCCTGCAGGGTGCGTTC	UpstreamP1_CTCF	28
chr10	134377349	134377499	id-15446	1.03e-06	-	CCGCTCTGCCCTGACTCAGCCGCCAGGGCTCAGGG	UpstreamP1_CTCF	5
chr10	134391214	134391364	id-15447	7.55e-07	-	AGAGGCTGCTGTCCAGTGACCAGGAGAGGTCACTA	V_CTCF_BR	28
chr10	134405187	134405337	id-15448	3.88e-06	-	GAGATCTGAGCTCCCTGCACCTGCAGATGGCGTCA	V_CTCF_BR	18
chr10	134448018	134448168	id-15449	2.27e-05	+	GGTCTAGATCCATTGAGTGCCAAGGGAGGGCGCTA	V_CTCF_BR	25
chr10	134451426	134451576	id-15450	6.49e-06	-	CTTGGACTTTGCAATACCAACACAAGAGGGTGCTA	Upstream_CTCF	40
chr10	134457747	134457897	id-15451	2.33e-07	-	GTGCACAGGCTCCGTCTGTGCTGCAGGTGGCAGCG	UpstreamP1_CTCF	17
chr10	134468327	134468477	id-15452	3.95e-10	+	CTGCAGGTGCCCATTGCCACCAGGAGATGGCGCCC	UpstreamP1_CTCF	40
chr10	134498803	134498953	id-15453	9.67e-08	-	CAAGCAGTGCCCATGTGAGGCCCCAGGTGGCAACA	Upstream_CTCF	8
chr10	134536591	134536741	id-15454	7.44e-05	-	CCAGGTGGGCCTGCAACGCCCTGGAGACGCCGCGT	Upstream_CTCF	4
chr10	134543855	134544005	id-15455	2.11e-06	-	GACAGACGTGAACTGTCCTGCAGCAGATGGCGCCC	V_CTCF_BR	2
chr10	134549103	134549253	id-15456	1	+	NA	NONE	4
chr10	134560889	134561039	id-15457	3.31e-06	+	CTGAGACACTGCACACCAGCCACCAGGAGGTAGAC	UpstreamP1_CTCF	6
chr10	134595895	134596045	id-15458	8.81e-07	-	CTCAGGGCCACGCTGCCGGCCGGCAGAGGGAGTGC	V_CTCF_BR	0
chr10	134602007	134602157	id-15459	4.68e-07	-	CGGGACATCTGCTCGCGGGCCAGGAGGTGGCATCG	V_CTCF_BR	36
chr10	134606784	134606934	id-15460	9.51e-07	-	CCCCTTGGAGGGCCGCTCACCAGCTGTGGGCTCCA	V_CTCF_BR	11
chr10	134607646	134607796	id-15461	1.82e-07	-	CATTGTCGGGAGGTGCCCATCAGCAGGGGGCGCCC	V_CTCF_BR	20
chr10	134616335	134616485	id-15462	2.86e-06	-	AAGTAGCTTTGCTCTTTGGGCTGTAGGGGTCGCTC	UpstreamP1_CTCF	9
chr10	134650525	134650675	id-15463	4.4e-10	+	TGGAAGTGACTCGGGGCTGCCACCAGGGGGCAGCA	V_CTCF_BR	39
chr10	134664407	134664557	id-15464	2.27e-06	-	GGTCAGCTGGGGACCTCTTGCAGCAGGGGGAGCTC	V_CTCF_BR	6
chr10	134700135	134700285	id-15465	5.96e-07	-	GAGGTAAAAGGACTCTTGGCCGGAAGGTGGCAGAG	V_CTCF_BR	22
chr10	134707394	134707544	id-15466	1.03e-05	-	GTGTGTTACCAGCAGTGAACCCACAGGGGGCTGCA	UpstreamP1_CTCF	29
chr10	134717859	134718009	id-15467	7.61e-08	+	GACGCAATGACACCAAGGGCCACTAGAGGACAGCA	Upstream_CTCF	40
chr10	134734243	134734393	id-15468	1.24e-05	-	GCCGAGACAGCACCTACACCCAGCAGGAGGTGCTG	V_CTCF_BR	4
chr10	134752305	134752455	id-15469	3.06e-08	+	GAGGGGCCTCAGGTCCTCTCCAGCAGATGGCAGCA	V_CTCF_BR	37
chr10	134753914	134754064	id-15470	1.41e-06	+	GCGGCCTTGGCCAAGTTGTCCGCTAGGGAGCAGCA	Upstream_CTCF	39
chr10	134755669	134755819	id-15471	1.55e-05	+	CCACCGTCAGAACCTGTCGCCGCCAGGGAGCAGCG	V_CTCF_BR	14
chr10	134775915	134776065	id-15472	3.36e-05	-	CTGCAGCGGGGCCGCCCCGTAGGCAGAGAGCAGCC	UpstreamP1_CTCF	23
chr10	134811818	134811968	id-15473	5.63e-06	+	GTGCCACTTCGCATTCCCACCGGCAGGTGATGGGG	UpstreamP1_CTCF	6
chr10	134852771	134852921	id-15474	4.34e-07	+	TTGCAGGACCCTGTTCTCATCACTGGGTGGAGGTG	UpstreamP1_CTCF	6
chr10	134859012	134859162	id-15475	1.47e-05	-	CATTGTGATCGTCTTGCTCCCCCCAGAGGGCAGCT	V_CTCF_BR	3
chr10	134865010	134865160	id-15476	6.15e-05	-	GCTGCTGGGCCTCTGTCTGTAGCCTGGGGGAGTCA	Upstream_CTCF	0
chr10	134898900	134899050	id-15477	1.67e-07	-	GATGTCAGCACTTGCCCTGCCACCAGAGGTCACTG	V_CTCF_BR	8
chr10	134902274	134902424	id-15478	3.88e-06	-	TGAGCGCCGCTGGAGGAGGCGTCCAGGGGGAGGCG	V_CTCF_BR	2
chr10	134910528	134910678	id-15479	2.19e-05	+	CCTTCGTCACCTACATCGTGCACCAGAGGTGAGCC	Upstream_CTCF	15
chr10	134912395	134912545	id-15480	4.23e-08	-	AGTGTCAGGTTAGCGCCGGCCTGGAGGGGGCGGTG	V_CTCF_BR	11
chr10	134938355	134938505	id-15481	1.38e-08	-	CGGGCTCCTTCCCGGTGAGCCGGCAGAGGGCGCGG	V_CTCF_BR	37
chr10	134944729	134944879	id-15482	2.74e-08	+	CAGACGGGCCGTCGGAGGACCACCAGGTGGCTCTG	V_CTCF_BR	2
chr10	134957487	134957637	id-15483	4.64e-09	+	CTGTCATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	39
chr10	134972507	134972657	id-15484	1	+	NA	NONE	4
chr10	135009782	135009932	id-15485	1.32e-05	+	CCCGCACCCGGCATGGGGACCAGCGGGTGGACCAG	Upstream_CTCF	0
chr10	135010935	135011085	id-15486	3.36e-07	-	AAGCTCTGCAGCGGCTCTGCCTGGAGAGGGAGCCG	V_CTCF_BR	6
chr10	135039924	135040074	id-15487	4.51e-05	-	CCTGGAGTCCTTGTGAGCACCTGTAAGGGGCCTTC	Upstream_CTCF	6
chr10	135060570	135060720	id-15488	2.18e-07	+	CCCGCCCCACTTCCCCCGACCACCAGGCGGCCCCA	Upstream_CTCF	38
chr10	135062970	135063120	id-15489	2.5e-05	+	TTGTCACGACCAGCGATGGCCACAGAGGGGTGGGG	UpstreamP1_CTCF	10
chr10	135071114	135071264	id-15490	3.88e-06	-	CCAGCTAGAAAGCGCGCGCCCTCCAGTGGGAAGGA	V_CTCF_BR	36
chr10	135071387	135071537	id-15491	3.18e-06	-	ACCGCGTCTGCCGTGCCCACCCCTAGAGGGTGCTG	V_CTCF_BR	15
chr10	135074772	135074922	id-15492	2.23e-06	+	GGGCTCTGCCTCGGAGGAGCCACCCGGAGGCAGCA	UpstreamP1_CTCF	4
chr10	135081362	135081512	id-15493	7.8e-08	+	CCCGCCAGGGGTGGTGCTTACAGCAGGGGGCGGCC	V_CTCF_BR	2
chr10	135088246	135088396	id-15494	3.48e-06	-	GGGCTGGAGATGCAGTGGTCCAGCAGGAGGCTCTG	UpstreamP1_CTCF	18
chr10	135089216	135089366	id-15495	1	+	NA	NONE	14
chr10	135115808	135115958	id-15496	1.82e-06	+	CTGCACCCCGCACAGCCCTGCACCAGAGGTGGCGC	UpstreamP1_CTCF	3
chr10	135118323	135118473	id-15497	4.64e-09	+	CTGTCATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	39
chr10	135119290	135119440	id-15498	4.23e-06	+	CTACAGTTCAAGCACAAGGCCAGCAGGGCACGCGC	UpstreamP1_CTCF	3
chr10	135121322	135121472	id-15499	5.77e-08	+	TCGTGGGCTACAAACCTGCCCAGCAGGTGGCGGTG	V_CTCF_BR	40
chr10	135121950	135122100	id-15500	7.27e-06	+	GACAGGCGGGGCAAGGCGGACGGGAGAGGGCGTGC	V_CTCF_BR	37
chr10	135122857	135123007	id-15501	1	+	NA	NONE	6
chr10	135127427	135127577	id-15502	4.64e-09	+	CTGTCATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	37
chr10	135132275	135132425	id-15503	2.18e-07	-	GAGAAGGGTGCTGACGCCTCCAGGAGGTGGCGCTG	V_CTCF_BR	40
chr10	135143344	135143494	id-15504	9.55e-09	+	ACGAAGTGAGAAAGAGCGGCCACAAGAGGGCACCC	V_CTCF_BR	40
chr10	135161908	135162058	id-15505	1	+	NA	NONE	2
chr10	135165035	135165185	id-15506	2.55e-06	-	CCGGCTGTGCTCTCTTCTCCCTGCATGGGGCGCTG	Upstream_CTCF	22
chr10	135165484	135165634	id-15507	1.97e-06	+	AGCCTCCGGAGAAGGACGACCAGCTGGTGGTGCTG	V_CTCF_BR	16
chr10	135170823	135170973	id-15508	7.11e-06	-	CCTGCGGATCTGACTGCGGCCGGTCGGCGGTGGGG	Upstream_CTCF	4
chr10	135207697	135207847	id-15509	1.85e-05	+	TGTGCAGCGCCGCCCAGGCCGCCTGGCGGGAGAAC	Upstream_CTCF	28
chr10	135210276	135210426	id-15510	3.79e-08	+	CTGTTATGCCCAGACAGGGCCACCAGAGGACTCCT	UpstreamP1_CTCF	5
chr10	135251360	135251510	id-15511	4.58e-08	+	CTGTCACGCCCGGACAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	36
chr10	135252447	135252597	id-15512	7.46e-06	+	TTGTTTTTACTTTTTCTGGACACATGGTGGCGGTA	UpstreamP1_CTCF	39
chr10	135279035	135279185	id-15513	7.42e-09	+	TGGGAAGTCGGTCATGGGGCCGGCAGAGGGCGCTG	V_CTCF_BR	3
chr10	135290203	135290353	id-15514	2.34e-06	+	ATGCCAGCCCCGCTGCAGGCCGGCAGGGAGCACTG	UpstreamP1_CTCF	8
chr10	135311007	135311157	id-15515	1.21e-09	-	CTGTTATGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	25
chr10	135333735	135333885	id-15516	1.21e-10	-	CCGCTCACCCGGGCCCCGCCCACCAGAGGGCGCCA	V_CTCF_BR	40
chr10	135371138	135371288	id-15517	5.63e-06	-	ATGTCTTTCCCCTTCGGCTCCAACAGCTGGCAGTA	UpstreamP1_CTCF	11
chr10	135379029	135379179	id-15518	6.49e-06	-	GCGGCGGTTGCTCCAATCACCACTGGAGGCTCCCT	Upstream_CTCF	2
chr10	135422464	135422614	id-15519	1.18e-05	-	GTGAGATTTTCCTCTCTGCCCTCTAGATGGCGTTT	UpstreamP1_CTCF	33
chr10	135460711	135460861	id-15520	4.41e-06	+	AGAAAATAAATTACAATAGCCACTAGGTGGCGATC	V_CTCF_BR	26
chr11	189689	189839	id-15521	1.52e-09	-	CCTGCAGTTGCCCTAGTCGCTAGCAGGGGGCGCAC	Upstream_CTCF	0
chr11	190050	190200	id-15522	2.88e-10	-	CCTGCAGTGTCCTCAGCTGCCAGCAGGCGGCGTAC	Upstream_CTCF	0
chr11	192104	192254	id-15523	1.96e-08	+	GCCATGTGGATGCCATCAGCCACTAGGTGGCAGCA	V_CTCF_BR	39
chr11	209654	209804	id-15524	1	+	NA	NONE	20
chr11	236493	236643	id-15525	9.84e-06	-	ATGCTGGCTCCAGGTTTGACCTCCGGGGCGAGAGA	UpstreamP1_CTCF	32
chr11	250844	250994	id-15526	1.34e-06	+	CTGTGGTTTCAGATTTTGGTCAGGTGGGGGCGCTG	UpstreamP1_CTCF	40
chr11	251607	251757	id-15527	1	+	NA	NONE	9
chr11	258248	258398	id-15528	1.64e-07	-	TCTGTGGTTCCAAGTCTGGACACAGGGTGGTGCCA	Upstream_CTCF	34
chr11	268880	269030	id-15529	9.26e-05	+	GAGCAGGAAATAGCGGTCAGCGCCAGCTGTGAGGA	UpstreamP1_CTCF	20
chr11	269561	269711	id-15530	1	+	NA	NONE	6
chr11	271349	271499	id-15531	2.28e-05	+	CCTGCCTCCCCAGTGAAGACCACCAGGGCCTGGGG	Upstream_CTCF	0
chr11	300012	300162	id-15532	4.34e-05	-	GCTGCACCCCCTGGCTTTCCCCCCATGTGGTTCTC	Upstream_CTCF	32
chr11	305050	305200	id-15533	9.51e-07	+	GCTTGTTATGCAGATGAGGCCTCCAGGTGGCAGGC	V_CTCF_BR	40
chr11	307989	308139	id-15534	4.7e-05	-	AATGCAGAGCTGGCCAGGGCCAGATAAGGGCAGAA	Upstream_CTCF	28
chr11	319515	319665	id-15535	1	+	NA	NONE	21
chr11	327059	327209	id-15536	1	+	NA	NONE	1
chr11	362009	362159	id-15537	2.58e-09	-	CTGTTATGCCCGGACAAGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	13
chr11	364569	364719	id-15538	1.3e-07	-	GTGCAGGCCTGGCCTCCCACACCCAGGTGGCGCTG	UpstreamP1_CTCF	37
chr11	371041	371191	id-15539	3.8e-08	+	CGCAGGGGTCTAAGCCCAACCAGGAGGGGGCGGAG	V_CTCF_BR	3
chr11	387679	387829	id-15540	1.34e-06	-	GCAGCCTCTCCTGAGATGGCCACCAGGAGGGCTGG	Upstream_CTCF	20
chr11	390311	390461	id-15541	1	+	NA	NONE	25
chr11	396542	396692	id-15542	4.41e-06	+	CCGTCCCTCTCCACAGGCACATCCAGGGGGCAGTA	V_CTCF_BR	36
chr11	397305	397455	id-15543	6.73e-07	-	CTGTTGAACCCATGCACGTCCGGCAGGTGGCCCGA	UpstreamP1_CTCF	30
chr11	399064	399214	id-15544	1	+	NA	NONE	8
chr11	405669	405819	id-15545	1	+	NA	NONE	15
chr11	406803	406953	id-15546	8.16e-07	+	GGCCTCCAGAGCAGCAAGGTCACCAGGTGGCGGTG	V_CTCF_BR	25
chr11	410098	410248	id-15547	8.02e-05	-	GAAGTGGTGCCCATTCTGGCCACGTGTGAGGGGCT	Upstream_CTCF	3
chr11	410314	410464	id-15548	2.81e-05	+	CCCCTTCAACAGAGCTGCCACTGCAGGGGGTGCTG	V_CTCF_BR	6
chr11	440290	440440	id-15549	1.64e-05	+	CAAATGGAGAGCTTGGACTTCAGCAGGGGGCAGTG	V_CTCF_BR	35
chr11	448355	448505	id-15550	7.55e-07	-	TCCCAGACCTCTTCCCATCCCAGCAGGTGGCGCTC	V_CTCF_BR	40
chr11	450762	450912	id-15551	1.31e-05	+	CGAGCTCCCGACGCCGGGTCGGGCGGAGGGCGGCG	V_CTCF_BR	8
chr11	451037	451187	id-15552	8.98e-06	-	CTGCTAATCAACACGATCGCCACGTGGGGTCGGGC	UpstreamP1_CTCF	37
chr11	469834	469984	id-15553	1	+	NA	NONE	29
chr11	472356	472506	id-15554	9.66e-05	-	CCCACACTACCGCTGTCAGCCTCCAGGGACAGAGG	Upstream_CTCF	14
chr11	477231	477381	id-15555	1.48e-06	-	AATGCTGTGGCTGACACAGCCTTCAGAGGGAGCCA	Upstream_CTCF	4
chr11	506554	506704	id-15556	9.25e-06	+	CCCACCTTTCCCCCAACGCCCGGCTGTGGGAGCCG	V_CTCF_BR	23
chr11	518800	518950	id-15557	7.99e-11	-	CCCCGGTCCCTCAGAGCGGCCGGCAGAGGGCGCCC	V_CTCF_BR	37
chr11	521038	521188	id-15558	7.78e-06	-	GCGTAAATTCTGAGAGCCACCGCTGGGGGGCGATT	Upstream_CTCF	25
chr11	534604	534754	id-15559	1	+	NA	NONE	6
chr11	535291	535441	id-15560	6.04e-07	-	GGGCCGCGCGCCCTCCTCGCCCCCAGGCGGCAGCA	UpstreamP1_CTCF	12
chr11	555003	555153	id-15561	5.05e-10	+	GTGTTCTGCACCGACAGGGCCACCAGGGGGCAGCT	UpstreamP1_CTCF	40
chr11	559024	559174	id-15562	3.86e-05	-	GCTGCTCCAACCTGTGTGGCCACACGAGGCGCACA	Upstream_CTCF	15
chr11	566246	566396	id-15563	2.83e-07	+	CTCCACACCGTCACATAGGCCAGCAGGGGGCAATG	V_CTCF_BR	19
chr11	581832	581982	id-15564	6.64e-05	-	AGGGCGGCGTCAAGACCATGCAGCAGAGAGCAGGT	Upstream_CTCF	1
chr11	595822	595972	id-15565	3.4e-06	-	GACACGCCCTGCCAGGCCAGCAGAGGGGGGCGGCG	V_CTCF_BR	20
chr11	597265	597415	id-15566	4.88e-05	+	GCCGGCAGCCACAGGGGGAGCCGTTGGGGGAGGCG	V_CTCF_BR	28
chr11	598387	598537	id-15567	5.13e-05	-	CGTCGGGCGGGAGTGCGCGGCGTCAGGGGGCGCTG	V_CTCF_BR	0
chr11	601656	601806	id-15568	9.84e-05	-	CCACGCGAGGGTGCTGTGGCCAGCAGGAGACTCAG	V_CTCF_BR	1
chr11	606318	606468	id-15569	1.13e-05	-	CTGCCGTCACTGCCTCCCACGGCCTGAGGGCCCGC	UpstreamP1_CTCF	5
chr11	612202	612352	id-15570	1.85e-07	-	CTGCCACTGCTGCACCCTGCCTCCAGGAGGCAACG	UpstreamP1_CTCF	37
chr11	629335	629485	id-15571	6.39e-05	-	TGGGGAAATGCAACTAAGACCACAAGGAGGTGTTG	Upstream_CTCF	11
chr11	637897	638047	id-15572	6.84e-06	-	GTGTGTGTGTGTCCCACGGCAGCCAGGGGGCTGAG	V_CTCF_BR	8
chr11	662808	662958	id-15573	6.86e-07	+	CATGTCAGCCCTCAGCACGGCAGCAGGGGGCAGCA	Upstream_CTCF	40
chr11	692890	693040	id-15574	1	+	NA	NONE	4
chr11	696551	696701	id-15575	1	+	NA	NONE	39
chr11	698643	698793	id-15576	1	+	NA	NONE	2
chr11	701844	701994	id-15577	2.58e-05	+	CCAGAGCTCACCTCTGTGGCCAGCGGGGTGCAGAC	Upstream_CTCF	0
chr11	706920	707070	id-15578	2.2e-06	-	CCTGCCTCCCCCTCCCCTGCCACCAGGGACACCCC	Upstream_CTCF	31
chr11	723365	723515	id-15579	4.68e-07	+	AAAACATATGGGTACGCTGCCACCAGGTGGTGGCA	V_CTCF_BR	39
chr11	728106	728256	id-15580	1.38e-09	-	ACGGCAGCACATGGAGCGGCCGGCAGAGGGCACCA	V_CTCF_BR	40
chr11	747235	747385	id-15581	2.19e-05	+	CCGCAGCTGCGGTGCGCGGCCGGCAGTGGCGCTCG	UpstreamP1_CTCF	31
chr11	747543	747693	id-15582	1.1e-06	-	GGAAATCGGGGCGCCGGGGCCTCTGGAGGGCGCTT	V_CTCF_BR	30
chr11	755468	755618	id-15583	1.84e-06	-	GCATCCCACTGCCGTACCACCACAAGGAGGCGCGC	V_CTCF_BR	38
chr11	762511	762661	id-15584	1.04e-07	-	ACGGGGGTGTTCGAGGGGGACAGCAGATGGCACAG	V_CTCF_BR	39
chr11	765399	765549	id-15585	3.86e-08	-	GGTGCATGTCGTGCTGCCCCCACAAGGTGGCACCA	Upstream_CTCF	40
chr11	776697	776847	id-15586	1.01e-05	-	CCTGCAGGGTCTCAGGGCAGCAGGGGAGGGATGAG	Upstream_CTCF	17
chr11	777206	777356	id-15587	2.83e-07	-	TGGGGGCGCCGGGCAGGGGCCGGGGGAGGGCGGAG	V_CTCF_BR	2
chr11	779459	779609	id-15588	6.98e-07	-	ACGGTGGGGACCCAAGGGTACACTAGGGGGCACAC	V_CTCF_BR	9
chr11	783677	783827	id-15589	2.27e-06	+	GCTGTGCTGGGAAGCGGGAGCAGGAGCTGGCGCCG	V_CTCF_BR	36
chr11	788129	788279	id-15590	2.18e-07	+	ACGGCCACACCCCCAGCCACCAGCAGGGGGTTGAA	Upstream_CTCF	21
chr11	798266	798416	id-15591	2.05e-09	-	GGCGCAGTAGCCTCGACGGCCAGGAGGGGGAGCCG	Upstream_CTCF	40
chr11	804990	805140	id-15592	1	+	NA	NONE	8
chr11	808515	808665	id-15593	2.66e-05	+	TGGCACACGCCTGTGGTCTCCGCTAGGAGGCTGAG	V_CTCF_BR	8
chr11	811757	811907	id-15594	3.65e-07	+	AGACACTCTCAGGAGCAGGGCAGCAGGGGGCACCC	V_CTCF_BR	32
chr11	819302	819452	id-15595	7.23e-07	+	CGTGTGCCCCCAGCCGTGCCCAGCAGGGGCGGAGG	Upstream_CTCF	22
chr11	821032	821182	id-15596	7.6e-05	+	GACCACTTCCAGGGACTATCCCCAAGCTGGCCAGC	UpstreamP1_CTCF	4
chr11	824063	824213	id-15597	1	+	NA	NONE	0
chr11	838500	838650	id-15598	7.44e-05	+	GCAGCCACATGGCCCCATCCCAGTTGGGGAAGCCA	Upstream_CTCF	28
chr11	839991	840141	id-15599	7.82e-06	-	AGCCTGTTCCACAGGCACCCCTGCAGGAGGCGCTG	UpstreamP1_CTCF	40
chr11	843145	843295	id-15600	2.1e-05	-	GCTGTAATTGCGCAGCTGAGGCCAGGGCGGCGCCC	Upstream_CTCF	19
chr11	844706	844856	id-15601	3.45e-05	+	AGAAGGGGGCGTTGTGGAGCCTCCTGTGGTCAGGG	V_CTCF_BR	13
chr11	848401	848551	id-15602	1.09e-07	+	GCTGCAGTTCTCTACAGAGCCCTTGGGGGGCAGCA	Upstream_CTCF	40
chr11	850820	850970	id-15603	3.11e-05	+	TGCCGCCAAGGTCCCCCAGTCGCCGGGAGGCGCTG	V_CTCF_BR	5
chr11	851531	851681	id-15604	2.78e-06	+	TTGGCCCAGACATCCACCTCCAGAAGGGGTCACCC	V_CTCF_BR	34
chr11	863803	863953	id-15605	4.88e-05	+	AGGCTGAGCTTTGGGGCTGCCGCCAGGCGGGGGAA	UpstreamP1_CTCF	0
chr11	870184	870334	id-15606	2.2e-06	-	ACAGCTGGACAGCAGGTGGCCACCTGGTGGGTGGG	Upstream_CTCF	37
chr11	880534	880684	id-15607	8.5e-06	-	TTTGCGGGTCCTGAGGGTGGCAGCAGTGGGTAGAG	Upstream_CTCF	19
chr11	889473	889623	id-15608	5.93e-06	+	ACTGTCATCTTCCAGCCACCCAGCAGGGGAGAGCC	Upstream_CTCF	7
chr11	890287	890437	id-15609	3.16e-06	-	CAGCAGTCAGAGAAAGGTGACGCATGGGGGCGCCG	UpstreamP1_CTCF	2
chr11	892210	892360	id-15610	1.24e-05	-	TATGTGCCAGCTGGGCTGACCTGTGGGTGGTGCTG	V_CTCF_BR	30
chr11	894906	895056	id-15611	1.43e-05	+	GCTGCAATGCAGGTACAGTCCTCAGTGGGGAGCAG	Upstream_CTCF	28
chr11	898137	898287	id-15612	2.93e-08	-	CTGCAGGTCCAGGCTCTGCCCACCTGGGGCAGCGT	UpstreamP1_CTCF	40
chr11	898624	898774	id-15613	2.43e-06	+	GTGGTCAGTCCAGTCCAGGCCAGGTGGGGGAGCCA	V_CTCF_BR	36
chr11	908858	909008	id-15614	1.85e-07	+	CAGTCCTGCCAGCATGTGTCCAGCAGAGGGGACAC	UpstreamP1_CTCF	7
chr11	910964	911114	id-15615	1	+	NA	NONE	14
chr11	921521	921671	id-15616	2.78e-06	-	GCCAAGGAGGCCAGACACCCCACTAGGTGGCAGGG	V_CTCF_BR	5
chr11	925636	925786	id-15617	1.61e-09	+	GCTCCGTCCATGGTGTCCGCCTGCAGGGGGCGCCC	V_CTCF_BR	40
chr11	944748	944898	id-15618	3.45e-05	+	TGACTGCTGCACGGAAGAAACAGCAGGAGGCGCAT	V_CTCF_BR	30
chr11	975906	976056	id-15619	1.43e-05	-	CTTGTGGCTACAAATGCCGACACACGAGGGCGCCC	Upstream_CTCF	39
chr11	976869	977019	id-15620	2.04e-05	-	CAGGGCCGCCTGCCGAGGCCGCCTAGGGGGCAGCA	V_CTCF_BR	21
chr11	980804	980954	id-15621	5.21e-08	+	GATGACGGTGGAGGCCAGGCCAGGAGAGGGCAGCA	V_CTCF_BR	24
chr11	1001776	1001926	id-15622	1	+	NA	NONE	1
chr11	1008584	1008734	id-15623	1	+	NA	NONE	1
chr11	1042014	1042164	id-15624	1.1e-05	-	AGGGCGCCTTGGGTTCAGGCCTGGAGTTGGCAACG	V_CTCF_BR	11
chr11	1048858	1049008	id-15625	1.28e-06	-	ACGAGCAGGGAAACCAGAGCCAGGAGGTGGCGATA	V_CTCF_BR	16
chr11	1051193	1051343	id-15626	2.46e-08	-	GCCGTGATGCTGTAGCCCGCCAGCAGGTGGCACCT	V_CTCF_BR	40
chr11	1053261	1053411	id-15627	2.06e-07	-	CCTGCAGCTCAACCAGGCGCCACGGGAGGCACCCA	Upstream_CTCF	12
chr11	1059926	1060076	id-15628	2.1e-05	-	CTGTCGTTCTGCCTCTGCTACTCATGATGGCGCCC	UpstreamP1_CTCF	2
chr11	1108743	1108893	id-15629	7.97e-09	+	GCTGCTGTACCACCACCAGGCAGGAGAGGGTGCCA	Upstream_CTCF	40
chr11	1125537	1125687	id-15630	2.83e-07	-	CATGAAGGCTGGTGAGCAGCCGCCAGGGGGCTGGG	V_CTCF_BR	6
chr11	1146441	1146591	id-15631	8.46e-07	-	AGGGCAGCACTGTCTCCTGCCGCCAGGTGCTGACC	Upstream_CTCF	10
chr11	1160914	1161064	id-15632	5.93e-06	+	GCTGTCTTTCCCAGAGGGTCCTATAGTTGGCGTTG	Upstream_CTCF	8
chr11	1219127	1219277	id-15633	4.94e-06	+	CCCGCGCGATCCCGACCTACCAGGAGGGGGCCTGC	Upstream_CTCF	9
chr11	1224319	1224469	id-15634	4.38e-09	+	GCCGCGCTCCCTGCAGCTGCCACGAGGTGGCAGCA	V_CTCF_BR	40
chr11	1243245	1243395	id-15635	4.65e-05	+	TGCAGCGCGGACGGAGTGTCCTGCAGATGACGCTG	V_CTCF_BR	3
chr11	1247518	1247668	id-15636	5.68e-06	-	TGGGTCTGGCCCAACGGCCCCACCTGGTGGCAGCT	V_CTCF_BR	22
chr11	1248216	1248366	id-15637	1.75e-07	-	ATGTAGTCCCCGCTCTGCTCCACCAGGAGGCCAGT	UpstreamP1_CTCF	37
chr11	1248631	1248781	id-15638	1.52e-07	+	AGCCACAGTCCCGGGGAGGCCGGGAGGGGGCGGAG	V_CTCF_BR	1
chr11	1252164	1252314	id-15639	2.84e-05	+	ACGCAGCTGCCCCTGTCGGCAGGTATGTGGCTCTC	UpstreamP1_CTCF	7
chr11	1254634	1254784	id-15640	8.59e-05	+	AGGAGGTGGCCCTGGGAGGACACCTGCTGGCTGTT	V_CTCF_BR	19
chr11	1285719	1285869	id-15641	1.55e-05	+	GCAGAAGCAGGCACTTTCTTCACAAGGTGGCAGTA	V_CTCF_BR	40
chr11	1314946	1315096	id-15642	9.38e-09	+	CTGCGGTCACCAGGCCCTGCCAGGAGGTGGCGGCT	UpstreamP1_CTCF	37
chr11	1324687	1324837	id-15643	3.91e-06	+	TGAGTTATGCTGTATGCTAACGGCAGGAGGCGCTG	Upstream_CTCF	37
chr11	1331086	1331236	id-15644	1.93e-05	-	GCACGTCCGAAGGTCACCCCCGCCAGGTGGCTAGG	V_CTCF_BR	33
chr11	1332534	1332684	id-15645	7.07e-08	-	AAAACGGTGGGGGGCCCCGCCGCCAGGGGGTGGCA	V_CTCF_BR	1
chr11	1379612	1379762	id-15646	1.23e-05	-	CCTCACTGCAGAGCCGTCGCCGGGAGGGAGCAGCC	UpstreamP1_CTCF	2
chr11	1404312	1404462	id-15647	4.59e-07	-	CTGCGGGACAAGCTCACGGCCACCAGGAGCTGGGC	UpstreamP1_CTCF	22
chr11	1409301	1409451	id-15648	1.48e-06	-	GCCGAGGGTGTGCAGGAGACCAGGAGAGGGCGTCA	V_CTCF_BR	13
chr11	1410702	1410852	id-15649	5.01e-06	-	GCTACGAGCGCTCGGGGAGACTCTAGGGGGCGAGG	V_CTCF_BR	21
chr11	1423145	1423295	id-15650	5.01e-09	-	CCCAGGGCTGGGGGACTGGCCAGCAGGAGGCACCG	V_CTCF_BR	15
chr11	1469805	1469955	id-15651	1.1e-05	-	AGCTGGGAGCGCGGACAGCCCTCATGGGGGCAGCA	V_CTCF_BR	9
chr11	1474904	1475054	id-15652	7.44e-05	-	GAGGCAGAGGCAGGGACCGGGAGGAGGGGCCAGCA	Upstream_CTCF	31
chr11	1479688	1479838	id-15653	1.18e-05	+	ATGTGTGGAAGGTGGCTAGCCAGCAGGGGGCCTCC	UpstreamP1_CTCF	39
chr11	1491166	1491316	id-15654	1	+	NA	NONE	0
chr11	1504254	1504404	id-15655	4.31e-07	-	CTGTTTCAGAGCCTGTGAGCCTGCGGGGGGCGCCG	V_CTCF_BR	22
chr11	1506232	1506382	id-15656	3.48e-06	-	GCGCAGTGGAGCATGGTGGCCACGTGGGGCTGAGG	UpstreamP1_CTCF	12
chr11	1507235	1507385	id-15657	7.15e-05	+	CGCTGGGACAAAGACAGGCACACCTGCTGGCGGCT	V_CTCF_BR	8
chr11	1526798	1526948	id-15658	1	+	NA	NONE	15
chr11	1534260	1534410	id-15659	5.97e-08	+	CTTGCCCTTCCACCTCTCCCCACGAGGTGACACTG	Upstream_CTCF	6
chr11	1536835	1536985	id-15660	1.61e-09	-	GCGGAGGCCGAGCCAGTCTCCACCAGAGGGCGCTG	V_CTCF_BR	40
chr11	1538090	1538240	id-15661	2.68e-05	+	GCTGCGTTCAAATGCAGAGCCTGCAGGGGATGCCG	Upstream_CTCF	18
chr11	1542395	1542545	id-15662	9.41e-05	-	GGATTTTCTTTCAGGTGACTCTGCTGGGGGCGCCC	V_CTCF_BR	4
chr11	1549561	1549711	id-15663	1	+	NA	NONE	3
chr11	1552814	1552964	id-15664	9.29e-06	-	TGGGCTGTGTCAAATTTAGCCAGCAGGAGCGCATG	Upstream_CTCF	8
chr11	1562743	1562893	id-15665	4.94e-06	+	CACTCATTGCCTTTCGGGGCCAGCAGGGGACATAG	Upstream_CTCF	2
chr11	1567490	1567640	id-15666	2.66e-05	+	CGGGGTCTGGCGGAACCATCCAGGTGAGGGCGTGG	V_CTCF_BR	5
chr11	1567897	1568047	id-15667	8.43e-09	+	CCAGCCTCGGCGGGCGCGGGCAGCAGATGGCGCTG	V_CTCF_BR	40
chr11	1570804	1570954	id-15668	1.1e-06	-	GGGGCCTATACAATGGACACCAGCAGAGGGTGCCC	V_CTCF_BR	15
chr11	1575620	1575770	id-15669	6.04e-07	+	GGGCTGGGTCAGGTGAAAGCCACCAGGTGGGGCCT	UpstreamP1_CTCF	10
chr11	1588155	1588305	id-15670	6.19e-06	+	GTCCACTTTACACTCACAGCCCCTAGGAGGCGCAT	UpstreamP1_CTCF	36
chr11	1596001	1596151	id-15671	3.42e-08	-	CCTGCGCCACGGCCTGCGGACGGCAGAGGGCGCGC	V_CTCF_BR	39
chr11	1616796	1616946	id-15672	7.54e-08	+	GGGCCCTTGCACCCACTCACCACTAGAGGGAGGAA	UpstreamP1_CTCF	40
chr11	1617289	1617439	id-15673	9.25e-06	-	AAATCCAAACTGGGAAACTCCAGAAGGTGGCAGCA	V_CTCF_BR	17
chr11	1650139	1650289	id-15674	4.24e-07	-	GCAGCGGTTCCTCCTGCCGCCGCACGGTGTCGCTG	Upstream_CTCF	40
chr11	1651903	1652053	id-15675	1	+	NA	NONE	3
chr11	1661443	1661593	id-15676	3.83e-09	+	CCGGCTTGACTCAGCAGGGCCGCCAGGGGGCACTG	V_CTCF_BR	40
chr11	1669501	1669651	id-15677	8.89e-06	+	CCCGCACTGAGCTTCTCACCGGCCAGAGGGCGCAG	Upstream_CTCF	0
chr11	1674027	1674177	id-15678	6.51e-11	+	AGGCTGTTGCGCGGGCTGGCCACCAGGTGGCACTG	V_CTCF_BR	40
chr11	1676762	1676912	id-15679	2.55e-06	-	CCGTCACCTCCTGGCACTGCCTCAAGGCGGCACCA	Upstream_CTCF	2
chr11	1678929	1679079	id-15680	8.02e-05	-	AGGGCGCCACCAGTCACAGCCGCTAGGGCGACCCA	Upstream_CTCF	5
chr11	1712871	1713021	id-15681	1	+	NA	NONE	7
chr11	1714539	1714689	id-15682	1.18e-09	+	GCCCCGCGGGGCCCTCCTGCCACCAGGTGGCGCTT	V_CTCF_BR	40
chr11	1715317	1715467	id-15683	1.38e-08	+	ACAGGCTCGGAGCTCACGGCCCCCAGGGGGCGCTC	V_CTCF_BR	40
chr11	1727937	1728087	id-15684	3.33e-09	+	CCCGGGCCCTTTGCCCTCGCCAGCAGAGGGCAGCT	V_CTCF_BR	32
chr11	1765836	1765986	id-15685	2.78e-06	+	TGGCTGGACGGGTGGATGGACACGTGGGGGCAGGC	V_CTCF_BR	13
chr11	1768991	1769141	id-15686	2.6e-06	+	CTTCTCGGCTAGGTGCTTGCAGGCAGGGGGCGCGC	V_CTCF_BR	6
chr11	1778384	1778534	id-15687	5.68e-06	+	AGGAGCTCTGGCACAGCAGCAGGGAGGGGGCAGCA	V_CTCF_BR	3
chr11	1785459	1785609	id-15688	5.68e-06	-	CTGGGAGCGTCTCGGAGGGGGACGAGGGGGCGCCG	V_CTCF_BR	14
chr11	1787620	1787770	id-15689	2.66e-05	-	ACCTTCTTGGAGGGACCTTCCTGCGGAGGTCGCTG	V_CTCF_BR	28
chr11	1806539	1806689	id-15690	8.59e-05	-	GCACTGCACTCCACTCTGGGCGATAGAGGGAGACC	V_CTCF_BR	8
chr11	1807036	1807186	id-15691	2.91e-05	+	CCTGCAGGCCTGCCCCCTAGGAGCAGTAGGCTGTA	Upstream_CTCF	8
chr11	1818119	1818269	id-15692	1.11e-05	+	ACCGCGGAAGCAATTGCTGCCAGTAGGAGGAGTGG	Upstream_CTCF	11
chr11	1828954	1829104	id-15693	1	+	NA	NONE	22
chr11	1846275	1846425	id-15694	7.55e-07	+	GCCTGCGAGAGGCCTGTGTACGGAAGGGGGCGCCC	V_CTCF_BR	34
chr11	1847926	1848076	id-15695	3.29e-05	+	ACACCACGTCATTTTCTGACCTCCAGGGAGCGCAC	Upstream_CTCF	36
chr11	1848486	1848636	id-15696	2.58e-05	-	ACTGCTGGCACTAGCAGCACCGAGTGGGGGCAGAC	Upstream_CTCF	20
chr11	1853777	1853927	id-15697	6.21e-12	-	AGGTGCAGCGGGCGCATGGCCACCAGGTGGCGCCG	V_CTCF_BR	40
chr11	1854340	1854490	id-15698	8.21e-06	+	CAGCCCATTCCATCAGCCACCACCAGTAGGAGCGC	V_CTCF_BR	8
chr11	1858505	1858655	id-15699	6.43e-06	-	CGGTCCACCTCCCTGGCTGGCCGCAGGGGGTGCCG	V_CTCF_BR	5
chr11	1859051	1859201	id-15700	7.8e-08	+	CAGGGCCTTCCCTGCATGAGCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr11	1876848	1876998	id-15701	8.19e-06	+	AGGCTGGACTGCGGTTCCTCCACTCGGGGGCACTC	UpstreamP1_CTCF	5
chr11	1891243	1891393	id-15702	1	+	NA	NONE	24
chr11	1897732	1897882	id-15703	8.43e-09	+	GGGGCAGCCACAGGAGCTGCCTGCAGGGGGCAGAG	V_CTCF_BR	39
chr11	1900773	1900923	id-15704	1.7e-05	+	CACGCCCTGCCTTTGGGGTGCAGGAGGGAGCACCC	Upstream_CTCF	1
chr11	1903777	1903927	id-15705	5.72e-09	+	GCGGGCGAGGCTGCTCCCACCAGCAGGGGGCGCTT	V_CTCF_BR	40
chr11	1938976	1939126	id-15706	4.39e-11	-	CTGCACTGGCCCCGTGTGGCCAGCAGGGGAAGGTG	UpstreamP1_CTCF	39
chr11	1939977	1940127	id-15707	1.56e-06	-	CTGGTTTTCTTTCCTCAGGACTCCAGGTGGCACCG	UpstreamP1_CTCF	21
chr11	1968433	1968583	id-15708	2.97e-06	+	GGGGCGGCGCGGCCTCCGGAAGCGAGGGGGCGCTG	V_CTCF_BR	35
chr11	1970310	1970460	id-15709	7.97e-09	+	CCTGCAGTCCCACAGCTGGTCACCAGAGGGAATGT	Upstream_CTCF	40
chr11	1974867	1975017	id-15710	1.61e-09	+	GCCGAGCCGGCGGGCCCTGCCACTAGATGGCAGTC	V_CTCF_BR	39
chr11	1987844	1987994	id-15711	1.82e-06	-	ATGCTCTGCCACACCGTGGCCGCGTGAGGGACAGA	UpstreamP1_CTCF	4
chr11	1989277	1989427	id-15712	2.67e-06	+	CAGGCTTTTCCAAGAGTCGCCGCCCGGAGGCCCCT	Upstream_CTCF	0
chr11	1990003	1990153	id-15713	3.4e-06	+	AGTCTGGCTCTGCATGTCCCCTGGAGGGGGCAGGA	V_CTCF_BR	18
chr11	1990395	1990545	id-15714	5.08e-07	+	GGATGCCGGCCTCGGCCTGCCTGGTGGGGGCAGCA	V_CTCF_BR	40
chr11	1990873	1991023	id-15715	1	+	NA	NONE	3
chr11	2000303	2000453	id-15716	5.34e-06	+	GGTCTTGCCTCATCACTCCCCACCAGGTGGAGAAG	V_CTCF_BR	9
chr11	2019680	2019830	id-15717	6.43e-06	+	CGCGGGCGCACTCTACTGACAAGCGGTGGGCGGCC	V_CTCF_BR	37
chr11	2020206	2020356	id-15718	2.1e-05	-	GCTGTGGAGACGGAAATGGCCGAGAGGCGGCAGTG	Upstream_CTCF	30
chr11	2021129	2021279	id-15719	4.88e-05	-	GTTGTGGAATCGGAAGTGGCCGCGCGGCGGCAGTG	Upstream_CTCF	31
chr11	2021941	2022091	id-15720	1.43e-05	-	GCTGTGGAATCGGAAGTGGCCGCGTGGCGGCAGTG	Upstream_CTCF	36
chr11	2023374	2023524	id-15721	5.28e-05	-	AGTGTGGACTCAAAAGTGGCCGCGCGGCGGCAGTG	Upstream_CTCF	36
chr11	2023775	2023925	id-15722	4.88e-05	-	GTTGTGGAATCGGAAGTGGCCGCGCGGCGGCAGTG	Upstream_CTCF	31
chr11	2024180	2024330	id-15723	2.58e-05	-	CGTGTGGAATCAGAAGTGGCCGCGCGGCGGCAGTG	Upstream_CTCF	36
chr11	2058217	2058367	id-15724	5.63e-06	+	GTGTCATGCTGCCCACTGACCTCACGGGGGCGCAG	UpstreamP1_CTCF	40
chr11	2058965	2059115	id-15725	5.38e-05	+	CAGAAAGATAGACTCAGGGACGGCTGTGGGAGGCG	V_CTCF_BR	6
chr11	2095614	2095764	id-15726	1.73e-05	-	TTGTGTAATGGAGACAGTTTCAGTAGGGGGCGCTG	V_CTCF_BR	34
chr11	2110318	2110468	id-15727	4.02e-07	-	TCTTCAAGGCCTCTGGTGGCCTCTAGGTGGCCAAA	Upstream_CTCF	36
chr11	2120992	2121142	id-15728	3.22e-07	-	GCTGCAGTGAGAGGCGTGGCCAGCAGGTGAGCAGG	Upstream_CTCF	12
chr11	2130861	2131011	id-15729	5.68e-06	+	GCCTCAGCATGCGGGCTGCCTAGAAGGTGGCGCTG	V_CTCF_BR	14
chr11	2142074	2142224	id-15730	8.89e-06	+	CCCGAAGTGATGCTCCCAGCCAGGCGGGGGAGCCA	Upstream_CTCF	8
chr11	2144608	2144758	id-15731	9.27e-07	-	CTGTACTGTGCCATCCTGACCCCCAGGAGTCTGGC	UpstreamP1_CTCF	15
chr11	2160477	2160627	id-15732	6.84e-06	+	GGCCAGGAGGCGGGGGCGGCCGGAAGGGGGGGGCC	V_CTCF_BR	4
chr11	2165129	2165279	id-15733	6.43e-06	-	CGCCGCCCGCGCTCGGGTTCCCGGGGAGGGCGCCA	V_CTCF_BR	9
chr11	2165499	2165649	id-15734	6.05e-06	+	CGAAGCCGCGGCCGAGCCGCCACCGGGGGCAGGCT	V_CTCF_BR	13
chr11	2171526	2171676	id-15735	4.94e-06	-	GCTGAAATCCTTGTTGTCCCCACTAGATGTCCTAT	Upstream_CTCF	39
chr11	2172764	2172914	id-15736	5.09e-10	-	ACTGTAATTCTAGAAATGGCCGCCAGGTGTCAGCA	Upstream_CTCF	40
chr11	2173298	2173448	id-15737	5.89e-08	-	ATGCAATTCTCACAAGTGGCCACATGGTGTCAGGC	UpstreamP1_CTCF	40
chr11	2177792	2177942	id-15738	5.2e-08	-	CCGCCATTCACGGGTGCGACCAGCAGATGGCATCA	UpstreamP1_CTCF	39
chr11	2184351	2184501	id-15739	7.55e-07	-	GAGAGCAGCCCCAGGGCATCCTGCAGGGGGTGCTG	V_CTCF_BR	6
chr11	2187442	2187592	id-15740	3.83e-09	+	GGGCGCCGTTCCCAGGTAGCCGGCAGGTGGCAGCA	V_CTCF_BR	39
chr11	2194502	2194652	id-15741	2.74e-08	-	TGACTGAGCACTCAGCCTGCCTGCAGAGGGCAGCG	V_CTCF_BR	40
chr11	2208015	2208165	id-15742	5.26e-07	+	CCTGATATCCCTGTGGGCACCACAGGATGGCGCCC	Upstream_CTCF	40
chr11	2216248	2216398	id-15743	1.22e-07	-	GAGGTTATGCCGCAGATGGCCGCAAGGGGGTGCCA	Upstream_CTCF	40
chr11	2218553	2218703	id-15744	1.41e-06	+	CTGCAGGGTGTCCAGGTGGCCACACGGTGGGGCCC	UpstreamP1_CTCF	40
chr11	2230042	2230192	id-15745	5.08e-05	+	GCCGCGCTTCTCAGCCTGTCCACCTGGAGTGCTGG	Upstream_CTCF	18
chr11	2237085	2237235	id-15746	5.9e-06	+	GAGCAGCCACCCAGGAGGCCCACCTGGGGCCCTCA	UpstreamP1_CTCF	9
chr11	2284579	2284729	id-15747	3.29e-05	+	ACAGCAAGAACAGCACCCCCCTCCAGGCAGACCCA	Upstream_CTCF	0
chr11	2288303	2288453	id-15748	1.09e-06	+	GAGTTTTGTCCGCTTCACGCCAGTGGGTGGCAGTC	UpstreamP1_CTCF	1
chr11	2291249	2291399	id-15749	2.28e-05	-	GGCGCTGCGGCAGCACGTGCCGCACGGCGGCGCCA	Upstream_CTCF	26
chr11	2315317	2315467	id-15750	9.39e-07	-	TTTGCAGAGAGGGCCGTGTCCTCCAGGAGGCGGTC	Upstream_CTCF	5
chr11	2320632	2320782	id-15751	3.42e-08	-	GGAAAGCTGTGTCCTCGGGCCAGGAGGTGGCAGCC	V_CTCF_BR	37
chr11	2326667	2326817	id-15752	4.7e-08	+	GCTGGGGCTGCAGTACCGTCCACCAGGGGGTGCCA	V_CTCF_BR	40
chr11	2332768	2332918	id-15753	2.4e-05	-	CCTGAACGGCAGGTGGGGACCAGGAGCTGCAGGAG	V_CTCF_BR	2
chr11	2334089	2334239	id-15754	4.85e-07	+	GAGCAGTCACAGAAGCCTTCCTGTAGGAGGCGAGA	UpstreamP1_CTCF	18
chr11	2334983	2335133	id-15755	1.64e-06	+	ACTGCAGTTCAGAGAACAGGCGCAGGGTGGCCAGT	Upstream_CTCF	4
chr11	2360107	2360257	id-15756	2.6e-06	+	GGTTAGGAGCAATGTTTTGCCAGCAGGGGGTGGAT	V_CTCF_BR	20
chr11	2388000	2388150	id-15757	3.97e-07	-	ACGGATGGCCAAGCCTGGGCCTCCAGTGGGAACAG	V_CTCF_BR	6
chr11	2396924	2397074	id-15758	2.81e-05	-	AAAGGTGTGAGCTGTGTCCTCAGCAGGGGGTGGTA	V_CTCF_BR	9
chr11	2404236	2404386	id-15759	1.03e-06	-	TGCTGGCCCTCTGGCCCCGCCAGCTGGGGGATGTG	V_CTCF_BR	11
chr11	2404733	2404883	id-15760	2.96e-05	-	AAGTGCCCATTCGGCTCAGCCACTGGGAGGTGCTG	V_CTCF_BR	5
chr11	2410540	2410690	id-15761	2.38e-07	+	AAGCCTGTGTCCTCTCCCACCACCAGAGGGCTGGG	V_CTCF_BR	33
chr11	2411096	2411246	id-15762	4.48e-07	+	GGGGCGCTGCCACACCCTTGCAGGAGGGGGCAGTG	Upstream_CTCF	31
chr11	2412092	2412242	id-15763	1	+	NA	NONE	12
chr11	2414156	2414306	id-15764	1.18e-05	-	AAGCCTCTGCCAGGAATGCCCTGCAGGTGGCCACC	UpstreamP1_CTCF	8
chr11	2415640	2415790	id-15765	5.68e-06	+	CGGCGTCCCGGGCACACCGCCCCCTGTGGGAAGCC	V_CTCF_BR	14
chr11	2420017	2420167	id-15766	2.04e-05	-	GGCAGAGACCCTCAAATGCTCGGGAGGGGGCAGTG	V_CTCF_BR	24
chr11	2421568	2421718	id-15767	3.42e-09	+	GCCGCTGTTCTCGCGGCTTCCGGCAGGTGGCGCTG	Upstream_CTCF	40
chr11	2422951	2423101	id-15768	1.17e-05	+	GAGTGTTACAGGTGGAAGGCCACTGGAGGTCGCTC	V_CTCF_BR	26
chr11	2436085	2436235	id-15769	4.59e-07	-	GGGCCGTGCTGCAGAACCGCCACGAGATGGCCACC	UpstreamP1_CTCF	1
chr11	2437336	2437486	id-15770	1.15e-07	+	CATGCGCCACCTCTGAGCACCAGCAGGAGGCACGA	Upstream_CTCF	20
chr11	2440985	2441135	id-15771	8.43e-09	-	CCAGGCGTGAGGTATGCTGCCGCCAGAGGGCAGCG	V_CTCF_BR	40
chr11	2442039	2442189	id-15772	8.43e-09	-	GGGCAGAGCCAGCACACGGCCGGCAGGTGGCAGTA	V_CTCF_BR	40
chr11	2449540	2449690	id-15773	1.01e-09	+	CTCTAGTCTGGCCTGTCAGCCACCAGAGGGCGCTA	V_CTCF_BR	40
chr11	2466142	2466292	id-15774	6.43e-06	-	GCCACTGCTGCCAGCCCCGCCGCGGGGGGCCGCTG	V_CTCF_BR	0
chr11	2481241	2481391	id-15775	3.05e-07	+	CTTGGTGTCCTGACTGCCACCCCCAGGGGGCCCCT	Upstream_CTCF	7
chr11	2548412	2548562	id-15776	6.8e-06	-	CGTCTGCTTCCCAGAGGAGCCTCCAGGCGGCAGGC	UpstreamP1_CTCF	22
chr11	2552717	2552867	id-15777	9.55e-09	-	GCCACAGTTCAGCAAATAGCCACCAGGTGGCGCAC	V_CTCF_BR	40
chr11	2554114	2554264	id-15778	3.8e-08	+	GCGGCGGGAAGGCCTGTAGACGCCAGAGGGCGCTC	V_CTCF_BR	40
chr11	2585137	2585287	id-15779	2.46e-06	+	GTGCGGCAGATACTCGGGGCCGCTGGGTGGCCCTG	UpstreamP1_CTCF	3
chr11	2587730	2587880	id-15780	7.78e-06	-	AAAGCAAGGCCGCCTCCTGGCTGCAGATGGCTTCA	Upstream_CTCF	18
chr11	2713689	2713839	id-15781	8.5e-06	+	GGTGCTCACAGGCTCCCTACCACCAGAGGGCCCTT	Upstream_CTCF	38
chr11	2715245	2715395	id-15782	2.96e-05	+	ACACGTAGTTCCAACTAAACCTCTGGGTGGCAGCC	V_CTCF_BR	21
chr11	2719746	2719896	id-15783	1	+	NA	NONE	26
chr11	2720932	2721082	id-15784	1	+	NA	NONE	13
chr11	2765078	2765228	id-15785	8.89e-06	-	AGGCCAGCACCCTCAAGGCCCACCAGGGGAGGCCC	Upstream_CTCF	2
chr11	2800482	2800632	id-15786	4.99e-07	-	CCTGCTGTACTGGGTGTGCCAGCCAGGAGTCACCC	Upstream_CTCF	18
chr11	2822307	2822457	id-15787	1	+	NA	NONE	1
chr11	2846617	2846767	id-15788	1.04e-07	-	ACGACTGGAGGGACACTGGCCAGTAGAGGGCTGGG	V_CTCF_BR	24
chr11	2858365	2858515	id-15789	6.39e-05	+	CCAGCAGGGACAGCCAAGAGCGCCCGGGGAGAGGC	Upstream_CTCF	35
chr11	2878654	2878804	id-15790	1.46e-07	+	CTGCAGGCAGGAGAGGCGGCCGCCAGGGGCATCGG	UpstreamP1_CTCF	8
chr11	2879108	2879258	id-15791	6.49e-06	+	GCGCTAGGGAGCAGAGAGGCCAGTGGGGGTCAGTC	UpstreamP1_CTCF	2
chr11	2889553	2889703	id-15792	1	+	NA	NONE	9
chr11	2891909	2892059	id-15793	5.93e-06	+	GCACCAACTCCCCATGCCACCACCAGGGGTGCGCC	Upstream_CTCF	24
chr11	2906254	2906404	id-15794	3.36e-07	-	CCGCTGAGTCCCTCGACGGCCTCGAGGAGGCGCCG	V_CTCF_BR	37
chr11	2907551	2907701	id-15795	1.93e-05	-	CCAGCCCAGCAGCAGCAGGCCGCGCGGGGGCAGCC	Upstream_CTCF	23
chr11	2909711	2909861	id-15796	2.14e-10	-	GTCTGCAGCCTCCATCTGGCCAGCAGAGGGCGCAG	V_CTCF_BR	40
chr11	2912607	2912757	id-15797	3.88e-06	+	CTGTGACCAGCATCTCCTGCCTACGGGGGGCGCCA	V_CTCF_BR	28
chr11	2913398	2913548	id-15798	3.86e-08	-	GTGGCTGTGCCGTTTCGGGACGCCAGGGGGCAGCA	Upstream_CTCF	40
chr11	2914164	2914314	id-15799	3.88e-06	+	GAGTGAGCAGAGAATGGGCCCAGGGGAGGGCGCTG	V_CTCF_BR	38
chr11	2920109	2920259	id-15800	2.4e-05	-	CGTCAGCTGGCAAAGCTGACCGCCTGGTGGTAGCT	V_CTCF_BR	1
chr11	2921981	2922131	id-15801	2.62e-07	+	CTGCACTAATGCTCCTGGACCGCAAGGGGAAGCGC	UpstreamP1_CTCF	21
chr11	2924198	2924348	id-15802	4.59e-07	+	AGGCACTGAGCCTGGCCCACCTGCAGGGGTCGGGG	UpstreamP1_CTCF	8
chr11	2924895	2925045	id-15803	1.38e-06	+	TGGGGAGCCACCCCACTTCCCTCCTGGGGGCAGCA	V_CTCF_BR	10
chr11	2934521	2934671	id-15804	1.15e-06	-	ACTGGAGTGACTCACGGGCCCAGCAGGAGGCCTGT	Upstream_CTCF	13
chr11	2949547	2949697	id-15805	3.09e-05	+	TTCCTGGGCCTCCACCCTCCCAGCAGGAGTCTCAC	UpstreamP1_CTCF	21
chr11	2949970	2950120	id-15806	6.19e-06	+	GTGCAGCGCCCCCGCCCCGCCGTCTGGGGTTGAAG	UpstreamP1_CTCF	8
chr11	2950333	2950483	id-15807	1	+	NA	NONE	16
chr11	2951693	2951843	id-15808	4.11e-07	-	CTGTAACCACCCCAGGGCGCAGCTAGGGGGCAGGG	UpstreamP1_CTCF	36
chr11	2952040	2952190	id-15809	8.61e-08	+	GTGGTGTGGAGGGGCAGTGCCGGCAGAGGGCAGGG	V_CTCF_BR	38
chr11	2965131	2965281	id-15810	1	+	NA	NONE	5
chr11	2977429	2977579	id-15811	9.4e-06	+	TTGGAGAGTGCTGGAATGCCCACCAGGGGCCCCTG	UpstreamP1_CTCF	22
chr11	2996938	2997088	id-15812	1.04e-06	+	TGTGAAGTCCTCTAGCCCTCCACAGGATGGCACTG	Upstream_CTCF	40
chr11	3016565	3016715	id-15813	6.98e-07	+	CCAGCTAAGTGGCTCTGGCCCTGGAGGGGGCGGCC	V_CTCF_BR	0
chr11	3031389	3031539	id-15814	4.7e-06	-	CTTCCCTGGCATGCCACAGCCCCGGGAGGGCGCTA	V_CTCF_BR	0
chr11	3035329	3035479	id-15815	2.68e-05	+	ACTGCTAGGCTCAGTTCCAGCCCTAGGGGCACTGG	Upstream_CTCF	4
chr11	3038168	3038318	id-15816	9.62e-08	+	GTGCTGGGCACCAGGCACAGCACTGGGGGGCACCA	UpstreamP1_CTCF	18
chr11	3042544	3042694	id-15817	2.31e-06	-	GATGGAGTCTGTTCTTCCTCCACAAGGGGGTGACA	Upstream_CTCF	40
chr11	3058617	3058767	id-15818	1.31e-05	+	TCGAGTTCTTAAAGGGTGACCAGCAGGCGGCGCTG	V_CTCF_BR	40
chr11	3067490	3067640	id-15819	4.04e-08	-	GTGCCATTCCAAGACACAGCCAGAGGGGGGCAGGA	UpstreamP1_CTCF	39
chr11	3071191	3071341	id-15820	7.82e-06	+	CTGCAGCAGCAAGAATGCCCCACTGGGCCGAGCTC	UpstreamP1_CTCF	35
chr11	3072797	3072947	id-15821	1	+	NA	NONE	30
chr11	3080491	3080641	id-15822	5.72e-07	+	CTGCTGCGTCCCAGCCCTACCACCAGGGCAAGGAC	UpstreamP1_CTCF	31
chr11	3113110	3113260	id-15823	3.19e-11	-	GGTGCCATGCCTTAGGCGGCCACCAGGTGGCGCCA	Upstream_CTCF	40
chr11	3116259	3116409	id-15824	6.51e-07	+	CTTGAAACACCCCCAAATCCCTCCAGAGGGGGCTG	Upstream_CTCF	26
chr11	3131460	3131610	id-15825	3.12e-08	+	CCGCATTTACCCAGAGCAGCCACTGGAGGGCGAGG	UpstreamP1_CTCF	40
chr11	3133436	3133586	id-15826	2.1e-05	-	ATTTTAGGTCCCCCATGCGGCAGAAGGTGCAAGAG	Upstream_CTCF	5
chr11	3145892	3146042	id-15827	6.82e-05	+	TGATTGTCTGTGGCTTCCACCAGGGGAGGGTTCTA	V_CTCF_BR	24
chr11	3156249	3156399	id-15828	2.96e-05	-	CAGCTGCTCCTGAGGACTGACAGCTGGGGAAACGT	UpstreamP1_CTCF	0
chr11	3157535	3157685	id-15829	2.04e-05	-	GGTTCAGCTAAGTGTGGCCCCAGCTGATGGCTCTA	V_CTCF_BR	18
chr11	3159574	3159724	id-15830	3.18e-06	+	TGCTAGCTGCAGCCAGGTGGCAGCAGGGGTCAGCC	V_CTCF_BR	11
chr11	3190636	3190786	id-15831	1.39e-05	-	GACGCTCCCCAGTGGCCAGCCTGGAGCTGGTGGCT	V_CTCF_BR	31
chr11	3191005	3191155	id-15832	1	+	NA	NONE	10
chr11	3216562	3216712	id-15833	1.46e-07	-	AGAGCAGCTTCCTCTCTTCCCGGCAGGGGTCAGTG	Upstream_CTCF	38
chr11	3224897	3225047	id-15834	1.13e-05	-	AGCCAGGTCCGCCTAGCGCCCAGAAGGCGGCTGCA	UpstreamP1_CTCF	10
chr11	3238469	3238619	id-15835	7.62e-09	-	CTGATGTCACCAGCAGAGGCCACCAGGTGGTGCTG	UpstreamP1_CTCF	40
chr11	3242149	3242299	id-15836	1	+	NA	NONE	4
chr11	3245682	3245832	id-15837	1.55e-07	+	GGGCTGCTGCTCCCTCCTTCCACCAGGGGACAGAG	UpstreamP1_CTCF	14
chr11	3247504	3247654	id-15838	2.72e-06	+	CTGAAGTTGCTAATCACGTCCTGGAGGTGGGGAGA	UpstreamP1_CTCF	3
chr11	3362652	3362802	id-15839	3.42e-08	+	CCACAGAGCAGAGGCCAGGCCAGGAGAGGGCGCTG	V_CTCF_BR	40
chr11	3400593	3400743	id-15840	1	+	NA	NONE	1
chr11	3404220	3404370	id-15841	8.21e-06	+	GGTGATCTTGTGTGCTTACACTCCAGGTGGCACTG	V_CTCF_BR	6
chr11	3430066	3430216	id-15842	1.74e-07	-	CCATCATTTCAGCTTCTGGCCACTGGGAGGCGCTG	Upstream_CTCF	40
chr11	3438338	3438488	id-15843	2.74e-08	-	GCAGGTCTGCCCTGTGCCACCAGGAGAGGGCAGCA	V_CTCF_BR	20
chr11	3476181	3476331	id-15844	8.17e-10	+	ATGCAGTGCACTATCTTGTCCACTAGGTGGTACTG	UpstreamP1_CTCF	17
chr11	3490301	3490451	id-15845	1.17e-05	-	GGAGCGAGCGTGGTTTTGATCCCCAGAGGGAGCTG	V_CTCF_BR	10
chr11	3495029	3495179	id-15846	1.38e-06	+	GTCATTTTAACCACCAGGGCCAGGTGGTGGCGCCA	V_CTCF_BR	3
chr11	3497618	3497768	id-15847	1.64e-06	+	TGTGTAATTTTTCCTAAGGCCTGTAGCTGTCGCTG	Upstream_CTCF	17
chr11	3498510	3498660	id-15848	9.51e-07	+	TGGGGGCTGTGACTGATGCCCGGAAGGGGGCAGAC	V_CTCF_BR	10
chr11	3585758	3585908	id-15849	1	+	NA	NONE	28
chr11	3602462	3602612	id-15850	5.15e-14	-	CCGCGGTGCGCGCGAGCGGCCAGCAGAGGGCGCCA	V_CTCF_BR	33
chr11	3631010	3631160	id-15851	1.05e-08	-	TATGAAATACCAAGATTCACCACCAGGGGACACTG	Upstream_CTCF	40
chr11	3647659	3647809	id-15852	5.08e-07	-	TGCATGGGGGCAAGCCCAGCCAGGAGGAGGCGCAG	V_CTCF_BR	6
chr11	3666280	3666430	id-15853	3.28e-07	-	CTGCTGATCTCCACCATGGCCACCAGGAGAGGGGA	UpstreamP1_CTCF	7
chr11	3687122	3687272	id-15854	1	+	NA	NONE	1
chr11	3704192	3704342	id-15855	1	+	NA	NONE	16
chr11	3794778	3794928	id-15856	1	+	NA	NONE	3
chr11	3797091	3797241	id-15857	3e-06	+	CAGCTGTAAAACTACTTGGCCCAAAGAGGGAGCCA	UpstreamP1_CTCF	14
chr11	3818470	3818620	id-15858	6.51e-05	+	GCCCCGCGCGTCCGCCCGCCCGGAAGGGGGGAGAA	V_CTCF_BR	25
chr11	3829166	3829316	id-15859	3.12e-08	-	GAGCTGTTCCCGCCTTTGTTCAGGAGAGGGCGCCC	UpstreamP1_CTCF	40
chr11	3830453	3830603	id-15860	2.28e-05	-	TTGGTCATTCTACTCCACACCTCAGGGTGGAGCTG	Upstream_CTCF	40
chr11	3846066	3846216	id-15861	1.3e-07	+	CCTGTGCTCCCTTCCATGACCGCTAGTGGGAGCCA	Upstream_CTCF	40
chr11	3860329	3860479	id-15862	6.18e-07	+	CAAGCTGGTCCCATTCTTTCCACCAGGTGATGCTG	Upstream_CTCF	25
chr11	3862891	3863041	id-15863	1.52e-07	-	CGCAAAGCCAGGGAGCGAAGCACCAGAGGGCGCCC	V_CTCF_BR	40
chr11	3870581	3870731	id-15864	5.9e-06	+	CTATACTTTCCATTTTTGGACACCAGGGAGCGCTA	UpstreamP1_CTCF	40
chr11	3876208	3876358	id-15865	2.83e-10	+	CTGCAGTTTGCTGATTTTCCCACCAGGGGCCGCTG	UpstreamP1_CTCF	40
chr11	3887567	3887717	id-15866	1.43e-05	+	ACTTCACACCCTGCTTACGCCACAAGAGGCAGCTT	Upstream_CTCF	14
chr11	3948491	3948641	id-15867	1.47e-05	+	ATGACCTGTACATTTTCTACCTCTGGATGGCACCA	V_CTCF_BR	8
chr11	3963744	3963894	id-15868	1.84e-06	+	ACATGGGTTTGGTGATGGACCGGTAGGTGGCAGGG	V_CTCF_BR	4
chr11	3980393	3980543	id-15869	6.19e-06	-	TGGAAATTGCCAAGTTTTACCAGCAGGGGCCCCAT	UpstreamP1_CTCF	38
chr11	3993358	3993508	id-15870	1.48e-06	-	CAGTTATGCAGAAAAGTTACCAGTAGGAGGCTGAA	UpstreamP1_CTCF	32
chr11	4006265	4006415	id-15871	2.96e-05	+	ACAAGATGAGGCAGCAGCTCCCCCAGATGGTACCC	V_CTCF_BR	29
chr11	4018470	4018620	id-15872	7.44e-05	-	TGTTTTATGGCTATCTCCACCACTAGGGGAACTTC	Upstream_CTCF	30
chr11	4079494	4079644	id-15873	1	+	NA	NONE	9
chr11	4085906	4086056	id-15874	3.5e-05	+	CCTCAAGGTCCATTTTCTGACAGTAGATGGCATGC	UpstreamP1_CTCF	8
chr11	4094038	4094188	id-15875	8.79e-07	-	TTGAACCCCCTGAAAATGAACACCAGATGGCGATA	UpstreamP1_CTCF	40
chr11	4107945	4108095	id-15876	2.27e-06	+	ACCACAGCACTTCCTATTTCCTCCAGATGGAGCCC	V_CTCF_BR	0
chr11	4108901	4109051	id-15877	1	+	NA	NONE	33
chr11	4112711	4112861	id-15878	3.56e-06	+	GGAGCTGAGCCCCTCAGCCCCACCTGGTGGCTCTC	Upstream_CTCF	3
chr11	4117163	4117313	id-15879	1	+	NA	NONE	16
chr11	4167704	4167854	id-15880	5.63e-06	+	ACGTAGATGGAGAGGATGACCAGTAGGTGGGAGCC	UpstreamP1_CTCF	1
chr11	4203432	4203582	id-15881	1.96e-08	+	CAGCCTGCACTGCCCAGAGCCACAAGGTGGCACCC	V_CTCF_BR	40
chr11	4208261	4208411	id-15882	3.91e-06	+	CCCTCACATCCCAGGCTGGGCGCCAGAGGGCGACT	Upstream_CTCF	40
chr11	4208882	4209032	id-15883	8.34e-07	+	GTGCGCCGCCCACCCGCGGCCTCACGGGGGCGCCC	UpstreamP1_CTCF	40
chr11	4224937	4225087	id-15884	2.27e-05	+	TGGAGAGACTGTTCTCTGTGCTGTAGAGGGAGCTG	V_CTCF_BR	26
chr11	4514590	4514740	id-15885	4.58e-08	-	CTGTCACGCCCGGACAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	27
chr11	4560969	4561119	id-15886	1.52e-07	-	GTCCCCATTCTAACACTGTCCAGGAGAGGGCACCC	V_CTCF_BR	39
chr11	4572937	4573087	id-15887	3.36e-07	-	CCAGATTTGCAGCTATTAGCCAGCAGGGGTCACTC	V_CTCF_BR	39
chr11	4629091	4629241	id-15888	1.34e-06	+	GGAGCAGCTCCTGGCCTGGCCACAGGGCGTTGGGC	Upstream_CTCF	9
chr11	4631593	4631743	id-15889	1	+	NA	NONE	2
chr11	4647545	4647695	id-15890	7.55e-07	+	ATGAAGAGGATTTCTGTTTCCACTAGGTGGCGCTG	V_CTCF_BR	40
chr11	4658232	4658382	id-15891	1.08e-08	+	CTGAAGATCCCCTGTGCGACCACAAGGTGGCAGCA	UpstreamP1_CTCF	40
chr11	4695451	4695601	id-15892	8.21e-05	-	AGCTACATCTCATGTTCTGCCGCTAGGAGGATGAC	V_CTCF_BR	5
chr11	4718953	4719103	id-15893	1	+	NA	NONE	4
chr11	4744171	4744321	id-15894	4.7e-06	+	CCTCGCCATCCAGCAGCTTCCTGTAGGTGGCGATC	V_CTCF_BR	14
chr11	4757476	4757626	id-15895	1	+	NA	NONE	1
chr11	4804237	4804387	id-15896	5.34e-06	-	TGTCCCTCTTCTCATAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	8
chr11	4847838	4847988	id-15897	3.42e-05	-	GGTACAATGTTAAGATTTGTCAGTAGAGGGTAGTG	Upstream_CTCF	30
chr11	4870265	4870415	id-15898	1.3e-07	+	CAGCAATGAGGGGCAATGTCCACCAGGAGGGTGCA	UpstreamP1_CTCF	2
chr11	4913601	4913751	id-15899	1	+	NA	NONE	31
chr11	5012424	5012574	id-15900	1	+	NA	NONE	34
chr11	5025787	5025937	id-15901	2.18e-07	-	TTCATGATGTTAAACTTGGCCAGCAGAGGGTGCCG	V_CTCF_BR	39
chr11	5047475	5047625	id-15902	1.38e-06	+	ACCCTGAGATCACCCAAGAGCAGCAGGGGGCAGCC	V_CTCF_BR	1
chr11	5093252	5093402	id-15903	1	+	NA	NONE	1
chr11	5145404	5145554	id-15904	1.03e-07	+	CCTGGCATATCTAGTATGGCCAGGAGATGGCAGTG	Upstream_CTCF	40
chr11	5150708	5150858	id-15905	4.21e-05	-	AAAGGACAGCCACCTACAGCAGCTAGAGGGCTGAG	V_CTCF_BR	5
chr11	5226127	5226277	id-15906	1.73e-05	+	TAATGGTCTTTTCTGGACACCACTAGGGGTCAGAA	V_CTCF_BR	39
chr11	5312596	5312746	id-15907	3e-08	-	GCTGAAGCTGCTGTTATGACCACTAGAGGGAAGAA	Upstream_CTCF	40
chr11	5338642	5338792	id-15908	3.48e-06	-	CTGTGGTACATATACACCACCACTATGTGGCAATA	UpstreamP1_CTCF	6
chr11	5387624	5387774	id-15909	4.59e-07	-	CTGCAATTACAGGCATCTGCCACCAGGCCCTGCTA	UpstreamP1_CTCF	16
chr11	5391224	5391374	id-15910	3.29e-05	-	CTTGCACATGCTGTACAAACCATAAGATGGCAGGA	Upstream_CTCF	35
chr11	5402091	5402241	id-15911	5.75e-09	-	CTGTGGTTTTCCAATGTAGCCACCAGGGGGAGCAT	UpstreamP1_CTCF	40
chr11	5411555	5411705	id-15912	5.08e-05	-	TTTGGGGCCTTCTTATAGGCCTCTAGGGGGAGTTT	Upstream_CTCF	27
chr11	5442290	5442440	id-15913	3.42e-05	+	AACTTATTGCTCTGTGAGGACACCAGGGGCAGCAA	Upstream_CTCF	4
chr11	5474073	5474223	id-15914	5.65e-05	-	CTGTGGAGGTAATTGACTGCCTCCAGAGGCAGTCA	V_CTCF_BR	14
chr11	5497565	5497715	id-15915	3.22e-09	+	TAGCTGTTATGCTGTATGGCCACAAGGGGGCACTC	UpstreamP1_CTCF	40
chr11	5528521	5528671	id-15916	8.58e-06	-	AACCACTTGTACCACTATACCACTGGGGGGCCCCA	UpstreamP1_CTCF	7
chr11	5529964	5530114	id-15917	1	+	NA	NONE	3
chr11	5542868	5543018	id-15918	2.73e-07	-	AGTGCAGCTTTGGTGCTCTCCAGCAGGAGGTGGAT	Upstream_CTCF	8
chr11	5552808	5552958	id-15919	1	+	NA	NONE	0
chr11	5574707	5574857	id-15920	1	+	NA	NONE	26
chr11	5621608	5621758	id-15921	1.74e-07	+	CTTGCAGAAGCACCACAGAACACTAGATGGCAGCG	Upstream_CTCF	40
chr11	5627118	5627268	id-15922	2.01e-05	+	CAGCGTCTCTGGCCTCTGCTCACTAGATGTCAGCA	UpstreamP1_CTCF	24
chr11	5633007	5633157	id-15923	1	+	NA	NONE	17
chr11	5680370	5680520	id-15924	3.22e-05	+	CAGGAGCTGTAAACACTCACCCCTAGAGGTTGCTG	UpstreamP1_CTCF	1
chr11	5705931	5706081	id-15925	1	+	NA	NONE	40
chr11	5733848	5733998	id-15926	2.73e-07	-	CAGGTAGGTCTTATAAGGGCCACTAGGTGGCTATG	Upstream_CTCF	37
chr11	5828929	5829079	id-15927	1	+	NA	NONE	5
chr11	5829780	5829930	id-15928	7.84e-05	-	GAAAGGATGCAAAGAGCCTCCAGCAGGTGGGGCTA	V_CTCF_BR	40
chr11	5912561	5912711	id-15929	3.63e-05	-	AAAAAAGTATTTATTTTTACCACTAGATGTCAGTC	V_CTCF_BR	37
chr11	5912892	5913042	id-15930	8.21e-05	-	GAGAGAGAAAGAGAATGCCCGTGCAGGGGGAGCTG	V_CTCF_BR	7
chr11	6004810	6004960	id-15931	8.03e-07	+	AAGGCTCTTCTTCCTCTCCCCACAAGGGGGACATA	Upstream_CTCF	18
chr11	6013976	6014126	id-15932	4.3e-08	+	CTGAAATAACAGAGCTTCTCCACTAGGTGGAGCGA	UpstreamP1_CTCF	38
chr11	6044322	6044472	id-15933	7.49e-07	+	CCGTTATTCCCACAAATAGCCACAAAGGGGCAATG	UpstreamP1_CTCF	37
chr11	6084029	6084179	id-15934	1.24e-05	+	TTCACACCTGAATTTCTGTGCACCAGGGGTCGCTG	V_CTCF_BR	14
chr11	6120968	6121118	id-15935	9.29e-06	-	GGTTTATTGTTGGATTTGGCCAGGGGGAGGCACTG	Upstream_CTCF	6
chr11	6175260	6175410	id-15936	9.84e-05	-	TATACTAAGTTACCTGCCACCAGCAGTGGGGGCTG	V_CTCF_BR	4
chr11	6260266	6260416	id-15937	5.9e-06	-	GGGCACTAGTGCCTGACTGCCTGAAGGAGGCTGCT	UpstreamP1_CTCF	4
chr11	6272478	6272628	id-15938	1.12e-08	+	CAGGCAATACCAGGTCTGACCAGCAGAGAGCAGAA	Upstream_CTCF	40
chr11	6279963	6280113	id-15939	1.9e-06	-	TGTGTAGGGTGTCAGGTTCCCACGAGAGGGGGCTA	Upstream_CTCF	11
chr11	6281152	6281302	id-15940	4.34e-07	-	CTGCTGTTGAGGAGAGGCGCCCCCGGGCGGCACAG	UpstreamP1_CTCF	4
chr11	6291306	6291456	id-15941	6.98e-07	-	ACACTCGTGCCTGCAGTGGTCGGCAGATGGCGCTG	V_CTCF_BR	17
chr11	6303334	6303484	id-15942	4.41e-06	+	GATTGTCCCAGGTGATTTCCCTCTAGAGGGCGCCT	V_CTCF_BR	37
chr11	6319194	6319344	id-15943	7.27e-06	+	ACTACAAATTTGCCCAGGAACACTAGGGGGCAACC	V_CTCF_BR	40
chr11	6319904	6320054	id-15944	1.97e-06	-	GGAGCCACTGGTGCGCTGGTCAGCAGAGGGCGTGC	V_CTCF_BR	40
chr11	6337159	6337309	id-15945	9.84e-06	-	CTGCCCTTGCTCCTTATGACCACACGATGTCAGTG	UpstreamP1_CTCF	40
chr11	6340490	6340640	id-15946	4.65e-05	+	CCCAAGGCGAGGCGGCTTGACCGGGGTGGGCGGTG	V_CTCF_BR	17
chr11	6374764	6374914	id-15947	2.05e-09	-	CCTGCAGGTCTTCTAGATACCAGTAGATGGCACTG	Upstream_CTCF	40
chr11	6382143	6382293	id-15948	1	+	NA	NONE	7
chr11	6384412	6384562	id-15949	7.42e-09	-	CCAGCATGGCTCCCAATAGCCAGCAGATGGCACTG	V_CTCF_BR	40
chr11	6400595	6400745	id-15950	4.38e-08	+	CCAGTAATCCCTAAAATTTCCACAAGAGGGAGACC	Upstream_CTCF	40
chr11	6440662	6440812	id-15951	7.82e-06	+	CTGCTGCACCGCTCCCTGACGTCCTGGTGGGGAGG	UpstreamP1_CTCF	30
chr11	6451315	6451465	id-15952	1	+	NA	NONE	1
chr11	6460328	6460478	id-15953	1.99e-07	+	AAGTGAGGAAAGGGTGTTACCAGCAGAGGGAGCAG	V_CTCF_BR	40
chr11	6464750	6464900	id-15954	1.57e-08	-	AGTGCACTGATTCCTGCGGCCTGCAGGGGGTGCTC	Upstream_CTCF	40
chr11	6495473	6495623	id-15955	1.71e-06	+	AGCCTGTCTGGGCCGCCTGCCTCCTGGAGGCGCCC	V_CTCF_BR	39
chr11	6497219	6497369	id-15956	1	+	NA	NONE	23
chr11	6505671	6505821	id-15957	9.25e-06	+	TTGCTGACTAGGACCTTACCCACAGGGTGGCACTC	V_CTCF_BR	6
chr11	6526994	6527144	id-15958	1.97e-06	-	TGACAGTCAAGTGTAGCAGCCACTAGGTGTCAGTA	V_CTCF_BR	40
chr11	6552613	6552763	id-15959	4.34e-05	+	AATGCATTGCTCCTTTATACCATACGGTGTCACTG	Upstream_CTCF	40
chr11	6590024	6590174	id-15960	4.88e-05	+	CTGCAGGCACACAGGGGGCGCTGGTGAGGGACCCC	UpstreamP1_CTCF	24
chr11	6592107	6592257	id-15961	2.27e-06	-	GCCTCGGTCTCTAAGACGCCCTCCAGAGGCCGCCG	V_CTCF_BR	4
chr11	6597633	6597783	id-15962	6.84e-06	+	TACCATTACCACTATTTGTCCTCCAGTGGGAGCAG	V_CTCF_BR	9
chr11	6615507	6615657	id-15963	5.98e-05	+	CAGACCCATCTCCATCTGGCCACCAGGGTGGAATG	UpstreamP1_CTCF	13
chr11	6624777	6624927	id-15964	7.49e-05	+	CCCGGAAACCAAAGCGTGACAGCCAGGGGTTGCTA	V_CTCF_BR	35
chr11	6625645	6625795	id-15965	6.05e-06	+	TAATGAGTGCTAAGCATAGCCTGTGGGGGGCAGAG	V_CTCF_BR	37
chr11	6628076	6628226	id-15966	1	+	NA	NONE	7
chr11	6634117	6634267	id-15967	1	+	NA	NONE	40
chr11	6639443	6639593	id-15968	5.53e-08	+	CTGCTGTGAAGGGCTTTAACCAGGAGAAGGAACCA	UpstreamP1_CTCF	21
chr11	6650923	6651073	id-15969	6.15e-05	+	GCTGTACTCCTGCTGCTGGAAAGTAGGCGCCTCGT	Upstream_CTCF	0
chr11	6651287	6651437	id-15970	1.24e-05	+	GCGGGCCCAGGCGGCTGGTCCTCTGGGAGGCGCAC	V_CTCF_BR	2
chr11	6659774	6659924	id-15971	1	+	NA	NONE	14
chr11	6689187	6689337	id-15972	1	+	NA	NONE	39
chr11	6702903	6703053	id-15973	1	+	NA	NONE	5
chr11	6704706	6704856	id-15974	3.18e-06	-	CCGATGGCCCGCTTATCCCACACTAGGGGGCGCCT	V_CTCF_BR	40
chr11	6724806	6724956	id-15975	3.97e-07	+	AAGGACAGTCCCCCAGAGACCAGCAGATGGAGCTG	V_CTCF_BR	40
chr11	6727255	6727405	id-15976	3.8e-07	-	GTTGCAGGCACTTCTCTCACCACCAGATGGTGATA	Upstream_CTCF	40
chr11	6732890	6733040	id-15977	1.69e-10	+	CTGCTATGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	39
chr11	6740864	6741014	id-15978	1	+	NA	NONE	1
chr11	6759228	6759378	id-15979	1.03e-06	+	AAGTAGAATGGCGGACCAGCCACTAGAGGGAGCAT	V_CTCF_BR	40
chr11	6775466	6775616	id-15980	1	+	NA	NONE	13
chr11	6776696	6776846	id-15981	2.55e-06	+	GTTGCAGACATGTCTTTCACCAACAGATGGCGATA	Upstream_CTCF	39
chr11	6778729	6778879	id-15982	1.28e-06	-	AAAAACAGTGCTCGAGAGACCAGCAGATGGAGCTG	V_CTCF_BR	40
chr11	6833742	6833892	id-15983	2.06e-09	+	GTGCAGTTCAGTCTATAGTCCAGTAGATGGCGATA	UpstreamP1_CTCF	40
chr11	6838959	6839109	id-15984	9.26e-05	+	CAGCAGCGGCCTGTCTGAAGCAGCTGCTGCAAAGA	UpstreamP1_CTCF	10
chr11	6884327	6884477	id-15985	1	+	NA	NONE	11
chr11	6915436	6915586	id-15986	2.12e-06	-	GTGTAGAGTCCATGGCTTACCAGTAGTGGGCAAAG	UpstreamP1_CTCF	9
chr11	6921951	6922101	id-15987	3.16e-05	+	AGTGATGTTTTAGTAAACAAAGCCAGGTGGCACTG	Upstream_CTCF	17
chr11	6999161	6999311	id-15988	3.5e-05	-	CTGATGGGATTGAAATTCACCAACAGAGTGAGCTA	UpstreamP1_CTCF	5
chr11	7017124	7017274	id-15989	1	+	NA	NONE	12
chr11	7093875	7094025	id-15990	1	+	NA	NONE	2
chr11	7110186	7110336	id-15991	2.27e-06	+	GCGACTAGGCGCCGCCTGACCAGTAGGAGCCGCCC	V_CTCF_BR	6
chr11	7111177	7111327	id-15992	6.15e-05	-	CTCGTAGCGGCCTCCTCCTCCGTAAGATGGCGGTG	Upstream_CTCF	0
chr11	7119582	7119732	id-15993	4.21e-05	+	GTTACCATATGATAACAGTCCACTAGATGTCACTA	V_CTCF_BR	40
chr11	7165250	7165400	id-15994	4.01e-05	+	ACATGAAGATGCTAAGAAGACTGTAGAGGGAGCTG	V_CTCF_BR	35
chr11	7189331	7189481	id-15995	1.35e-05	-	CTGCTGTACAGGCAGGACCCTAGTGGAGGACAGAG	UpstreamP1_CTCF	21
chr11	7299655	7299805	id-15996	6.51e-07	-	GTTTCACTTCTTAAGTCCACCTGTAGGTGGCCCCA	Upstream_CTCF	39
chr11	7320738	7320888	id-15997	6.98e-07	-	TGCGGGTTGTGGCCTGTAAACTCTAGGGGGCACCA	V_CTCF_BR	7
chr11	7374347	7374497	id-15998	2.97e-06	+	AGAACAATGTTAAGCTCTGTCAGCAGAGGGCACAG	V_CTCF_BR	38
chr11	7435587	7435737	id-15999	8.71e-06	-	GGAAGGATTGACCCAGCCTCCTGCTGGTGGCAGAA	V_CTCF_BR	17
chr11	7443961	7444111	id-16000	1	+	NA	NONE	7
chr11	7463941	7464091	id-16001	3.42e-09	-	CCTGCAGTGATGTCAATGGCCAGGGGAGGGCAGCA	Upstream_CTCF	40
chr11	7469486	7469636	id-16002	1	+	NA	NONE	12
chr11	7511911	7512061	id-16003	1.64e-07	-	AGTGCAGCACAGGGCCCATCCAGTAGTGGGAGGCA	Upstream_CTCF	9
chr11	7533901	7534051	id-16004	7.62e-07	-	GCAGCAGACCAAAGCACAGCCAGCAGGGGAAGGCT	Upstream_CTCF	21
chr11	7534451	7534601	id-16005	9.84e-05	-	ACCTGGGGTGGAGGTCCCTCTAGTGGTTGGCACCA	V_CTCF_BR	40
chr11	7557481	7557631	id-16006	1	+	NA	NONE	34
chr11	7559358	7559508	id-16007	3.45e-05	-	GAGACACCACGAGCCCAGCCCACAAGGAGGAGCGC	V_CTCF_BR	7
chr11	7563192	7563342	id-16008	1.11e-05	-	GCTGCTTCTTGGAAAATAGACTGCAGGGGACGCAG	Upstream_CTCF	4
chr11	7570254	7570404	id-16009	4.01e-05	+	GGTGTGCTGCTCTCCTACGCCACTTAGTGGCGCCT	Upstream_CTCF	33
chr11	7592284	7592434	id-16010	2.43e-06	-	GCACTTATCCCAGCTGGGGCCAGCAGAGGCTGCTC	V_CTCF_BR	21
chr11	7593007	7593157	id-16011	3.67e-09	+	TGTGCAGTGCTGGAAGAAGCCACTAGGTGGGAGTC	Upstream_CTCF	40
chr11	7598309	7598459	id-16012	1	+	NA	NONE	9
chr11	7674736	7674886	id-16013	2.39e-05	-	GAGCTTTTCCCTCAACTGAAGTGTAGGGGGTGCCT	UpstreamP1_CTCF	15
chr11	7678699	7678849	id-16014	4.41e-06	-	TGAGGTGCTCAAGGGCCTTCCACTTGGGGGAGCTA	V_CTCF_BR	39
chr11	7687080	7687230	id-16015	8.16e-07	-	TTGTCATACAGGTCCCTGGTCGGCAGAGGGCGCTA	V_CTCF_BR	40
chr11	7709590	7709740	id-16016	1.46e-07	-	CAGTGATTCCTTCTCTCGGCCACCAGGGGGTACAT	UpstreamP1_CTCF	40
chr11	7712022	7712172	id-16017	1	+	NA	NONE	11
chr11	7716004	7716154	id-16018	9.57e-10	-	CTGCAACTACACATTTTTTCCACTAGATGGCACTG	UpstreamP1_CTCF	38
chr11	7797372	7797522	id-16019	2.86e-06	-	CAGTATGTTGGCAATTGGGCCTCCAGGTGGAGACA	UpstreamP1_CTCF	4
chr11	7873068	7873218	id-16020	2.4e-05	-	AAGAAGATAATTTGCTTGGTCTCAAGGGGGAGCTC	V_CTCF_BR	24
chr11	7914431	7914581	id-16021	1.3e-07	+	TAGCAATTACACACTGTAGCCATTAGATGGCAGTA	UpstreamP1_CTCF	40
chr11	7926559	7926709	id-16022	7.17e-05	+	ATTGGAGTCTCTATTTCTGCCACCAAAGGAGGCGG	Upstream_CTCF	30
chr11	8008544	8008694	id-16023	3.97e-07	-	GAAACACTTTGTGCAGCTGCCGCCAGGTGGAACCA	V_CTCF_BR	40
chr11	8028038	8028188	id-16024	1.9e-06	+	GAGGCTTTCTGAGTCATGGCCACTAGAGGACACCC	Upstream_CTCF	40
chr11	8041353	8041503	id-16025	9.41e-05	+	AGTCGCTGCCTGTTCCGCGGGGCGAGATGGCAGCC	V_CTCF_BR	5
chr11	8054820	8054970	id-16026	3.73e-09	+	CTGCATTCCTGCTGTGCCGCCACAAGATGGCACTC	UpstreamP1_CTCF	39
chr11	8076818	8076968	id-16027	1.84e-05	+	CAGCCATTACTCTGGATTATCGCTGGGTGGCGCTG	UpstreamP1_CTCF	31
chr11	8077117	8077267	id-16028	6.21e-06	+	TCAGCTCTGCTGCTGATGGGCTGGGGGTGGGGGCA	Upstream_CTCF	1
chr11	8092093	8092243	id-16029	8.89e-06	-	CTTGTATTTCTTTAAAGTTCCTGAGGGGGGCATTG	Upstream_CTCF	38
chr11	8102520	8102670	id-16030	1.04e-06	+	GCTGCAGCGCCGCCGTTAGCCGAAGGTGGGAGCCG	Upstream_CTCF	11
chr11	8107554	8107704	id-16031	6.84e-06	+	AGCCTCCCTGTTCAGGCCCCCAGCAGGAGGTGCCC	V_CTCF_BR	5
chr11	8108895	8109045	id-16032	2.47e-07	-	GTGCTGGCTTCCCTTTGTGCCAGCAGGAGGGGCCA	UpstreamP1_CTCF	38
chr11	8111635	8111785	id-16033	1.27e-06	-	CTGCTGCTGAGGTAGGACTCCACCAGGGGGGCTTG	UpstreamP1_CTCF	1
chr11	8112436	8112586	id-16034	4.7e-08	-	GCAGCCTGGATTACTAGCACCAGCAGGGGGCAGTG	V_CTCF_BR	40
chr11	8114306	8114456	id-16035	2.74e-08	-	CTGAATTTAACGCCTGTAGCCAGTAGAGGGCAGAC	UpstreamP1_CTCF	40
chr11	8120966	8121116	id-16036	7.61e-08	-	GCTGCCTCCCCAAAACTGGTCAGCAGGTGGCACCA	Upstream_CTCF	40
chr11	8157309	8157459	id-16037	7.23e-07	+	TGGGTAGTTCTCCACCCAGACTGTAGGTGGCAGCT	Upstream_CTCF	12
chr11	8190104	8190254	id-16038	1	+	NA	NONE	8
chr11	8202162	8202312	id-16039	1.71e-06	+	AATGGGGGGCGCTGTGGTGCCACCAGGTGCAAGCA	V_CTCF_BR	5
chr11	8214220	8214370	id-16040	1.22e-08	+	GGGTTGCTCCTCCATCCTGCCAGCAGATGGCAGTG	V_CTCF_BR	40
chr11	8230867	8231017	id-16041	2.37e-09	-	CTTGCAGCCCCCAGGGCGGCCAGCAGGAGGTGCTG	Upstream_CTCF	40
chr11	8240533	8240683	id-16042	7.44e-06	-	CGAGCAATTCCAGGTGCTGACCAGAGGCGGTGCAG	Upstream_CTCF	15
chr11	8240936	8241086	id-16043	8.81e-07	+	CTTCCACTGCCCAGAGCAGCCTCTAGGTGGCAGTT	V_CTCF_BR	40
chr11	8247229	8247379	id-16044	6.47e-10	+	CCAGCAGATCCCAGTTCAACCACCAGGTGGCGCTG	Upstream_CTCF	40
chr11	8252081	8252231	id-16045	8.71e-06	-	GGCTCCTGGGAGCCCCAAACCTAGAGGGGGCAGCA	V_CTCF_BR	16
chr11	8256217	8256367	id-16046	7.55e-07	-	AGGAGCTGTGTTCCAGGATCCTGCAGGGGGCAGAG	V_CTCF_BR	25
chr11	8263964	8264114	id-16047	1.5e-05	+	TAGTCTGTGTCTCTGGGGGCCAGTGGGAGGAAGCG	Upstream_CTCF	1
chr11	8268961	8269111	id-16048	2.19e-08	+	AAAAGATGAAGCATCCTGGCCAGCAGGGGGAGCTG	V_CTCF_BR	39
chr11	8284805	8284955	id-16049	8.21e-06	-	ATGGTGCTGGACAAGGAGGACGGTAGGTGGCGGGC	V_CTCF_BR	16
chr11	8285458	8285608	id-16050	1.67e-07	-	CCGAGCTAGGACCTAGAAGCCTCCAGGTGGCGCTG	V_CTCF_BR	39
chr11	8287338	8287488	id-16051	4.24e-07	+	CATGCAGCCTTACTACTGACCTCCAGGGGCAGATT	Upstream_CTCF	38
chr11	8289592	8289742	id-16052	1.7e-05	+	GCAGAGGCGCTCCGGATGCCCGCAAGGCGGCAAGA	Upstream_CTCF	4
chr11	8323300	8323450	id-16053	3.42e-05	-	GCTGATAACCTCATCATGGCCACATGGGGCAGAAA	Upstream_CTCF	7
chr11	8331530	8331680	id-16054	8.5e-06	-	ATTGCAGAGCACCTGACACACAGCAGGGTGCAGCA	Upstream_CTCF	23
chr11	8340211	8340361	id-16055	4.11e-07	-	GTGGAGTGGACACACAAGGCAGGCAGGGGGCGCCA	UpstreamP1_CTCF	31
chr11	8350420	8350570	id-16056	1.67e-07	+	CTGTGCCAGAAGCCCAGGTCCTCTAGGGGGCGGCA	V_CTCF_BR	40
chr11	8355505	8355655	id-16057	7.15e-05	+	TGGGTTGCCGGTCAGTCTGCCTGAAGGCGGCAGTG	V_CTCF_BR	14
chr11	8359713	8359863	id-16058	5.72e-09	+	TCTGTGATCCAGGCACCAGCCTCCAGAGGGCGCCA	V_CTCF_BR	40
chr11	8361037	8361187	id-16059	9.66e-05	-	AGCGCAGGGCCATCCCTGGCCTCTGTGCGCCGCCC	Upstream_CTCF	3
chr11	8376152	8376302	id-16060	1.31e-05	-	CAAGTTTGAAACCATCTGAACAGAAGGTGGCAGCT	V_CTCF_BR	25
chr11	8379196	8379346	id-16061	3.31e-06	-	CTGCAATTCCTGGGGGATTCCTGGAGGGGGACTGT	UpstreamP1_CTCF	9
chr11	8382106	8382256	id-16062	2.72e-05	-	CCGCAATAGCAGGAATGAGCCTGGAAGAGGAGCCC	UpstreamP1_CTCF	16
chr11	8387242	8387392	id-16063	6.8e-06	+	CCAGGAAGGGAACCCGAAGCCTCTAGGGGGCCCCC	Upstream_CTCF	25
chr11	8404402	8404552	id-16064	1	+	NA	NONE	6
chr11	8405797	8405947	id-16065	8.81e-07	+	TGTCACGTCCGGATAAGGGCCGCTGGAGGGCACCA	V_CTCF_BR	17
chr11	8554935	8555085	id-16066	3.97e-05	+	CAGAGCTGCCACACAGATCACTGAAGGTGGCACCA	UpstreamP1_CTCF	9
chr11	8586258	8586408	id-16067	1	+	NA	NONE	4
chr11	8588264	8588414	id-16068	2.31e-07	-	TCAGTAATTTAAAAAATTTCCACTAGAGGTCAGTC	Upstream_CTCF	37
chr11	8618933	8619083	id-16069	3.03e-05	+	CCTGTAATTATTAATGTCACCACTAGCAACAAGTG	Upstream_CTCF	5
chr11	8625639	8625789	id-16070	2.06e-07	-	GTTGCAGTGTGCTGCAAGCCCCATAGGTGGCGCCG	Upstream_CTCF	40
chr11	8652222	8652372	id-16071	2.1e-05	-	GAGGTAATTTCAGATAAGTCAGACAGGTGGCAGAC	Upstream_CTCF	1
chr11	8704100	8704250	id-16072	1	+	NA	NONE	27
chr11	8710050	8710200	id-16073	1	+	NA	NONE	21
chr11	8710344	8710494	id-16074	1.28e-06	+	GGCGGAAGCTGTGCAGCGCCCACCTGGTGGCTCCA	V_CTCF_BR	25
chr11	8730918	8731068	id-16075	1	+	NA	NONE	2
chr11	8751779	8751929	id-16076	2.74e-08	-	CTTGGGCTCCTTGGAGGAGCCGGCAGGGGGCGCGA	V_CTCF_BR	12
chr11	8768855	8769005	id-16077	2.59e-06	-	TTGCAGTAAGACCTGGCAGGCAGCAGGGGCTCTTC	UpstreamP1_CTCF	3
chr11	8775934	8776084	id-16078	5.52e-05	-	GTGCCATTTTACATTTCTACCAGCAGGGAATGAAA	UpstreamP1_CTCF	22
chr11	8787948	8788098	id-16079	2.27e-06	+	CAGCCCAGAAGCCTGCCGGCCAGCAGGGGTCTTCC	V_CTCF_BR	15
chr11	8790209	8790359	id-16080	3.18e-06	-	GGTGAGCATGCTGACTAGTCCAGAAGAGGGCAGGA	V_CTCF_BR	36
chr11	8808628	8808778	id-16081	1	+	NA	NONE	31
chr11	8816467	8816617	id-16082	1.46e-07	-	AGGGCTGTTTCAGGGACAGCCAGCAGGGGCTGCAC	Upstream_CTCF	40
chr11	8832110	8832260	id-16083	5.08e-05	-	CGAGGAGCGCCACGAAAGGTCAGAGGAAGGAGCTG	Upstream_CTCF	10
chr11	8835236	8835386	id-16084	3.88e-06	-	CCTCCATAACTCCAGCATGCCACTAGGGGGAGCAT	V_CTCF_BR	40
chr11	8855702	8855852	id-16085	1	+	NA	NONE	6
chr11	8856192	8856342	id-16086	2.43e-06	+	CTCTTCTAGAGCAACTTCACCAGCAGGGGCCAGAG	V_CTCF_BR	18
chr11	8863995	8864145	id-16087	4.7e-05	-	GAGTCGATACCACACAGAAACACGAGGTGGTGGGA	Upstream_CTCF	3
chr11	8892074	8892224	id-16088	2.19e-05	-	GGCTCTGCGCACCGCCTTGCCTCTCGGTGGCGGCA	Upstream_CTCF	16
chr11	8931612	8931762	id-16089	4.7e-06	-	TCAGCGCAGCTCTCTCTCCCCTCCAGTGGGAAGTA	V_CTCF_BR	7
chr11	8932631	8932781	id-16090	1	+	NA	NONE	9
chr11	8936080	8936230	id-16091	1.96e-07	+	GCGTTCTTGCCCTATGGAGGCAGCAGGTGGCAGCA	UpstreamP1_CTCF	40
chr11	8939204	8939354	id-16092	1	+	NA	NONE	15
chr11	8955582	8955732	id-16093	1	+	NA	NONE	33
chr11	8981229	8981379	id-16094	1.04e-05	-	TAATGATGTGTTACTTTTGGCACTAGGGGGAGGTG	V_CTCF_BR	40
chr11	9024116	9024266	id-16095	3.88e-07	-	CTGAAATTGCCATTTCTGGCCCCAGGAGGGCAGAG	UpstreamP1_CTCF	5
chr11	9037260	9037410	id-16096	5.51e-07	+	GGTCGACTCCATATTGCAACCACTAGGTGGCACCT	V_CTCF_BR	40
chr11	9051820	9051970	id-16097	5.7e-05	+	CATGCAGAGCACGTCTGTGAGTATAGGGGGCAGGC	Upstream_CTCF	0
chr11	9082246	9082396	id-16098	1.31e-05	-	TTCAGTGGCTTTAAATTTGCCAGTAGGGGGAGTGG	V_CTCF_BR	39
chr11	9100059	9100209	id-16099	1	+	NA	NONE	18
chr11	9114811	9114961	id-16100	2.96e-05	+	ACATAAAGCTGCCCATTAAACTCTAGGGGGAGCCT	V_CTCF_BR	39
chr11	9117126	9117276	id-16101	3.4e-06	-	CCTCGCCCTCCAGCAGCTTCCTGTAGGTGGCGATC	V_CTCF_BR	37
chr11	9142606	9142756	id-16102	5.08e-07	-	CTGAAGGCACAGAGTGGAGCCTGGAGGGGGCAGAA	V_CTCF_BR	39
chr11	9154355	9154505	id-16103	3.36e-07	-	GCCTCATGCAATTGACTTGCCACCAGGTGGCTGGC	V_CTCF_BR	13
chr11	9159394	9159544	id-16104	7.61e-08	-	GCTGCAGCGCAGCGTCCTGCCTGCAGAGGGGGTGA	Upstream_CTCF	40
chr11	9187519	9187669	id-16105	1.15e-07	+	TCAGCAGTACTGGTGGGTGCCTGAAGAGGGCATTA	Upstream_CTCF	40
chr11	9225578	9225728	id-16106	3.41e-07	+	GCTGCTCTGGTCTCTGTCATCAGCAGGGGGAGCAT	Upstream_CTCF	33
chr11	9271888	9272038	id-16107	5.3e-05	-	TTGCAGTAGAGGAGCTGTGTCAGGAGAGGAGACAG	UpstreamP1_CTCF	4
chr11	9281846	9281996	id-16108	8.5e-06	-	TCTTTGTTTCTGATGGTCACCACTAGGTGACCCCA	Upstream_CTCF	36
chr11	9336093	9336243	id-16109	8.16e-07	-	GGCACGGGGCGGGGTTTAGCCTGTGGTGGGCGCTG	V_CTCF_BR	16
chr11	9336495	9336645	id-16110	1	+	NA	NONE	33
chr11	9373206	9373356	id-16111	7.73e-05	+	ACTGCAGCTGACCCTGTGTCCCCTTGTGGAACCAC	Upstream_CTCF	2
chr11	9406667	9406817	id-16112	1.03e-06	+	CCCAGCTGGTTCCTCACGTCCAGGAGGGGGCGAAA	V_CTCF_BR	40
chr11	9481363	9481513	id-16113	1	+	NA	NONE	13
chr11	9528406	9528556	id-16114	5.21e-08	-	TAGGCTAGAGCAGAAACTGCCACTAGGTGGCACCA	V_CTCF_BR	40
chr11	9552525	9552675	id-16115	3.66e-06	-	GAGCACTTCCAGGGAGGCAGCAGCCGGTGGAGCTG	UpstreamP1_CTCF	1
chr11	9552706	9552856	id-16116	1	+	NA	NONE	20
chr11	9556754	9556904	id-16117	1.67e-07	+	TGGGCCTTGGGGTCCACCACCAGCAGGAGGCGCTG	V_CTCF_BR	40
chr11	9628716	9628866	id-16118	1	+	NA	NONE	22
chr11	9634820	9634970	id-16119	2.74e-08	-	GTTGTGGGGACACCAGCTGCCTGCAGGGGGCGGGA	V_CTCF_BR	40
chr11	9635720	9635870	id-16120	2.6e-07	+	GGAAGGCGCCGAGGCGCGCCCAGCAGAGGGAGCAT	V_CTCF_BR	40
chr11	9685424	9685574	id-16121	1	+	NA	NONE	38
chr11	9715534	9715684	id-16122	8.71e-06	+	ATTTTCCATCTTTCTCTACCCAGGAGAGGGAGCAG	V_CTCF_BR	4
chr11	9715806	9715956	id-16123	1	+	NA	NONE	12
chr11	9749701	9749851	id-16124	1	+	NA	NONE	1
chr11	9770142	9770292	id-16125	5.93e-06	-	CTGGCAGCATAAAGCTTTGTCAGTAGAGGGTGCTG	Upstream_CTCF	40
chr11	9775498	9775648	id-16126	4.7e-05	-	CCAGGTGCTCCTCATTTGCACTGAAGAGGTCAGTC	Upstream_CTCF	1
chr11	9779741	9779891	id-16127	6.53e-09	+	GGGCGGCCTGGGGGCTTCGCCGCCAGGTGGCAGGC	V_CTCF_BR	40
chr11	9780352	9780502	id-16128	2.19e-05	+	TCTCCCCTCCCCGGCGTCTCCCGCCGAGGGCGCTG	Upstream_CTCF	36
chr11	9781709	9781859	id-16129	1	+	NA	NONE	10
chr11	9844518	9844668	id-16130	4.65e-05	-	GGGTATATTTGAGAAGTAGCCACTTGGAGGCAGCT	V_CTCF_BR	3
chr11	9847088	9847238	id-16131	1	+	NA	NONE	14
chr11	9852798	9852948	id-16132	4.14e-05	+	TTCTTATGTTCTAACATACCCACCAGGTGGCTTGG	UpstreamP1_CTCF	6
chr11	9883788	9883938	id-16133	3.06e-08	+	CTGATGGGTGTTCTCAGGACCAGCAGAGGGCAGTA	V_CTCF_BR	40
chr11	9994549	9994699	id-16134	9.31e-05	-	TTTACATTTATCATGCTGCCCGTTAGAGGGCAGCA	Upstream_CTCF	40
chr11	9995833	9995983	id-16135	1.48e-05	+	AAGTATCTTTGGCCTTTATCCACTAGATGACAGTA	UpstreamP1_CTCF	3
chr11	10012359	10012509	id-16136	6.21e-05	+	TAAGAGCAGAGTATGAAGAACAGAGGAGGGCACTC	V_CTCF_BR	25
chr11	10098533	10098683	id-16137	3.07e-10	-	CTGCAGGTTGGCCTTGCAGCCAGTAGGTGGCGCTA	UpstreamP1_CTCF	40
chr11	10121834	10121984	id-16138	4.01e-05	-	CAGAGAGGGGGCTACTGAACCACAGGCAGGCAGCC	V_CTCF_BR	2
chr11	10203461	10203611	id-16139	1.73e-05	+	TTTTATAGACACATAAGTACCACTAGAGGCCACCA	V_CTCF_BR	29
chr11	10213775	10213925	id-16140	1	+	NA	NONE	3
chr11	10229723	10229873	id-16141	1.3e-07	+	TGTGAAATACATACATCTACCACTAGATGGCATAA	Upstream_CTCF	40
chr11	10310605	10310755	id-16142	1	+	NA	NONE	1
chr11	10319957	10320107	id-16143	1	+	NA	NONE	38
chr11	10324398	10324548	id-16144	2.31e-06	+	CTAGCTGTCCTTGACCTCCCCAGCAGTCGGAGGCG	Upstream_CTCF	9
chr11	10325556	10325706	id-16145	1	+	NA	NONE	11
chr11	10326205	10326355	id-16146	1	+	NA	NONE	26
chr11	10329428	10329578	id-16147	3.33e-09	-	GCTGGGCCTGTCTCAGCTGCCTGCAGGGGGCGCTA	V_CTCF_BR	40
chr11	10344680	10344830	id-16148	7.27e-06	-	AGAATTTATTCCTAAAGAAACAGCAGGTGGCAGCA	V_CTCF_BR	39
chr11	10388302	10388452	id-16149	6.75e-05	-	CAGATGTTGTGGCTAGAGGGCAGCAGAGAGCTAGA	UpstreamP1_CTCF	40
chr11	10408725	10408875	id-16150	7.49e-07	-	CTGTTGGGGTTGTCTGGCCCCTCCAGAGGGCTCCA	UpstreamP1_CTCF	9
chr11	10408964	10409114	id-16151	2.47e-05	-	TTCTCACTCCCCTTCCTGGCCAGCGGCTGGCCACA	Upstream_CTCF	10
chr11	10423010	10423160	id-16152	5.96e-07	-	CTGGGAGAGTCCAGCCAGACCCCCAGAGGGCAGCC	V_CTCF_BR	9
chr11	10427782	10427932	id-16153	1.5e-05	+	GATCCAGCTACAAAAATTATCACTAGAGGGCAGGA	Upstream_CTCF	40
chr11	10434930	10435080	id-16154	6.43e-06	+	TAATGCCACCACTGATCTGACAGGAGGTGGAGCTC	V_CTCF_BR	38
chr11	10437700	10437850	id-16155	1.63e-05	+	ACTGCACTTCAGCCTGGGCAAGACAGAGGGAGACT	Upstream_CTCF	19
chr11	10462673	10462823	id-16156	1	+	NA	NONE	6
chr11	10472107	10472257	id-16157	4.71e-06	+	GGCGCGGGCCCCGCGGAGCCCAGGAGGCGGCGGGT	Upstream_CTCF	6
chr11	10472370	10472520	id-16158	6.8e-06	-	GGGCCCGGCCAGGCCGCGCCCCGCAGCAGGCGCGG	UpstreamP1_CTCF	0
chr11	10472760	10472910	id-16159	9.71e-06	-	CTTGCGATTCCATTCTAGGCCGCCAGGGAATCGGG	Upstream_CTCF	36
chr11	10509646	10509796	id-16160	4.31e-07	+	GGGCTCCTGGCAGTCTCCGCCTGCAGGGGCCGCAA	V_CTCF_BR	7
chr11	10532731	10532881	id-16161	6.43e-06	-	TAATACCGCTGCTGATCTGACAGGAGGTGGAGCTC	V_CTCF_BR	2
chr11	10535880	10536030	id-16162	4.65e-05	+	TTAAAGGAGCAATAATTAACCACAAGGGGGCATAT	V_CTCF_BR	29
chr11	10560040	10560190	id-16163	3.8e-07	-	GCTGCTGTCCTCAAGAAGCTCACTAGAGGGAAATG	Upstream_CTCF	2
chr11	10561563	10561713	id-16164	1	+	NA	NONE	0
chr11	10562791	10562941	id-16165	3.28e-05	+	GCCCAGATGGTCATCTGAGACGAGAGGTGGCGGCG	V_CTCF_BR	40
chr11	10586365	10586515	id-16166	1.93e-05	+	TCAGTTCCAGGTCTTTTGGCCACTGGGGGACAGGC	Upstream_CTCF	39
chr11	10624865	10625015	id-16167	1	+	NA	NONE	5
chr11	10646115	10646265	id-16168	9.49e-08	+	AAGGGAGGAAAGGAAGGGGCCAGCAGAGGGTGCTC	V_CTCF_BR	40
chr11	10660200	10660350	id-16169	1	+	NA	NONE	15
chr11	10675942	10676092	id-16170	8.81e-07	-	TTGAGATTTCTTGAGGTGACCAGTAGGGGTCACCC	V_CTCF_BR	37
chr11	10709994	10710144	id-16171	1.46e-07	-	GATGTGGTTCCCAGAGTGGCCACCAGGGAAGGGAC	Upstream_CTCF	40
chr11	10716490	10716640	id-16172	3.81e-05	+	CTCAAGTGTCCACACCTGTCCACATGGAGGTACAG	UpstreamP1_CTCF	19
chr11	10720219	10720369	id-16173	1	+	NA	NONE	7
chr11	10736985	10737135	id-16174	1	+	NA	NONE	1
chr11	10749835	10749985	id-16175	9.78e-07	+	AGGTTGTGAGGTAAAGAGCCCAGCAGAGGGCAAAG	UpstreamP1_CTCF	13
chr11	10757448	10757598	id-16176	1.41e-08	-	GGGCTGTGTAGGCAAGGGCCCAGCAGAGGGCAGCA	UpstreamP1_CTCF	40
chr11	10760674	10760824	id-16177	5.37e-06	-	TTGTACTACCCTCTCATTAAAAGTGGGTGGCGGTA	UpstreamP1_CTCF	2
chr11	10772783	10772933	id-16178	1	+	NA	NONE	37
chr11	10780637	10780787	id-16179	1	+	NA	NONE	39
chr11	10792303	10792453	id-16180	1.39e-07	+	CCAAAGCAGATAGCAGCTGCCACCAGGTGGTGCCA	V_CTCF_BR	40
chr11	10814108	10814258	id-16181	8.16e-07	+	GGGGTGGTCTCCCAGCATCCCGGCAGAGGGCGCTG	V_CTCF_BR	40
chr11	10830153	10830303	id-16182	3.73e-06	+	GCGGCCATTTTAGAGCGCTCCACTCGGCGGCGGCA	Upstream_CTCF	15
chr11	10879248	10879398	id-16183	1	+	NA	NONE	32
chr11	10880320	10880470	id-16184	7.02e-05	-	GTGCAGGCGGCCGGGCGTTCCTGCGGGGAGGGCGC	UpstreamP1_CTCF	21
chr11	10900317	10900467	id-16185	1.26e-05	+	TCAGTTCTGCCAATAGGGGTCACTAGAGAGAGACT	Upstream_CTCF	40
chr11	10915466	10915616	id-16186	1	+	NA	NONE	30
chr11	10921468	10921618	id-16187	1	+	NA	NONE	20
chr11	10928141	10928291	id-16188	3.11e-05	-	TTCAGAAGCTTCATATCCTACAGCAGGTGGCAATG	V_CTCF_BR	36
chr11	10952191	10952341	id-16189	1	+	NA	NONE	21
chr11	10955374	10955524	id-16190	2.67e-06	+	GGTGTCATACTGGGTATGGCCACATGGTGTCCCTC	Upstream_CTCF	40
chr11	11032193	11032343	id-16191	2.38e-07	-	GGGGGTGGCAGCCCTTCAGCCAGCAGGAGGCTCCC	V_CTCF_BR	39
chr11	11044032	11044182	id-16192	1.52e-07	-	TGGTTTAAGGGTGATCTTGCCACAAGATGGCGCTC	V_CTCF_BR	38
chr11	11049747	11049897	id-16193	5.77e-08	+	AGCTCTGTAGTGTCACCTGCCGGCAGGGGGCACAA	V_CTCF_BR	40
chr11	11058490	11058640	id-16194	2.77e-07	+	CTTCAGCAGGTCTTACAGACCACCAGGGGTCAGTC	UpstreamP1_CTCF	40
chr11	11097177	11097327	id-16195	2.4e-05	+	ACCGACTCTTTCACCTTAGCCACTGGGGGCAGCAC	V_CTCF_BR	14
chr11	11100018	11100168	id-16196	1.47e-05	-	AGCTTCAAAGTCCTCTCCTCCAACAGAGGGCAACA	V_CTCF_BR	32
chr11	11169655	11169805	id-16197	1	+	NA	NONE	38
chr11	11177635	11177785	id-16198	3.22e-09	+	CTGTAGTTGCAGCACTGTGCCTGCAGGGGGCGTGA	UpstreamP1_CTCF	40
chr11	11178858	11179008	id-16199	5.08e-07	-	AGTTGCCTTTATGCACCTTCCAGCAGGGGGCTCCG	V_CTCF_BR	40
chr11	11184910	11185060	id-16200	2.84e-05	-	CTGCAATACCACATGTGGGCCACATGGCCAAGCTG	UpstreamP1_CTCF	35
chr11	11192914	11193064	id-16201	1	+	NA	NONE	4
chr11	11229147	11229297	id-16202	2.97e-06	-	TGTCTATTTCTACCTGCCACCAGAAGATGGAGGTG	V_CTCF_BR	8
chr11	11252754	11252904	id-16203	3.48e-06	+	CTGTAGTACCTGAACATTTCCATGTGAGGGCGCCT	UpstreamP1_CTCF	39
chr11	11287672	11287822	id-16204	1.08e-08	-	GCTGCCACCCTCGCCACAGCCTCTAGGGGGCACTG	V_CTCF_BR	39
chr11	11334426	11334576	id-16205	4.88e-05	+	ATCTAGTGGTGGAGAAAGACCATCAGGTGTAACAA	UpstreamP1_CTCF	6
chr11	11335021	11335171	id-16206	1	+	NA	NONE	2
chr11	11356724	11356874	id-16207	8.97e-05	-	CTAGTTCTTGAGCTTCCTAGCAGGAGATGGCCACC	Upstream_CTCF	6
chr11	11368628	11368778	id-16208	1.18e-05	+	CCTCAATTTCCCCCAGCTGCCAAATGGGGGAGCTG	UpstreamP1_CTCF	11
chr11	11422511	11422661	id-16209	5.34e-06	+	GGCAGTGCTTGGATACGGGACACAGGAGGGCAGTA	V_CTCF_BR	36
chr11	11473158	11473308	id-16210	2.19e-05	-	TGTGCTAGGAGCTGGCAGTCCAGCAGGGGTCAAGT	Upstream_CTCF	9
chr11	11500304	11500454	id-16211	6.05e-06	+	GGCTTCTATGTGAATTTGGCCAACAGGAGGCACTG	V_CTCF_BR	18
chr11	11540811	11540961	id-16212	3.84e-06	+	GAGCCATTACCACATTAGGCCTGAAGGGGTCAAGG	UpstreamP1_CTCF	19
chr11	11553236	11553386	id-16213	1	+	NA	NONE	4
chr11	11566965	11567115	id-16214	4.88e-05	-	AATGTGGCCTGCATACCTGCCACAGGTGGGCATGG	V_CTCF_BR	5
chr11	11579970	11580120	id-16215	6.84e-06	+	GGAGGGCACAGCGCTTGTCCCTGCAGGTGGAGCCT	V_CTCF_BR	4
chr11	11591560	11591710	id-16216	1.41e-06	+	TCAGCCAGGCTGGGAGTGTCCAGAAGGCGGAGCCC	Upstream_CTCF	9
chr11	11640667	11640817	id-16217	1.93e-05	+	ACTGACCCTTCCCTACCTTCCTATAGGTGGCAGCT	Upstream_CTCF	23
chr11	11642584	11642734	id-16218	2.72e-06	-	CTGCACGAGCGGATGTGTGCAGCTAGCTGGCGGTA	UpstreamP1_CTCF	27
chr11	11643736	11643886	id-16219	8.21e-06	+	CTGCCCCAGACCTGAAGCTCCCGGAGAGGGCGCGC	V_CTCF_BR	35
chr11	11657117	11657267	id-16220	3.73e-06	+	AAAGCATTACTTGGAATTGTCAGCAGAGGGACAGG	Upstream_CTCF	16
chr11	11681213	11681363	id-16221	1	+	NA	NONE	36
chr11	11687373	11687523	id-16222	5.13e-05	-	CCAGGAAAGAATTCAAGGGCCAGCGGGTGGTGTTA	V_CTCF_BR	8
chr11	11688726	11688876	id-16223	3.65e-05	-	GAGTAGATTTTCTCCTAGACCTCTGGAGGGAGCTC	UpstreamP1_CTCF	33
chr11	11722711	11722861	id-16224	2.01e-05	+	TGAGCTGATTCACGCAGAGCCAGAGGGAGGAGCAA	Upstream_CTCF	7
chr11	11808449	11808599	id-16225	1	+	NA	NONE	40
chr11	11809418	11809568	id-16226	3.8e-08	-	TGTGTGGGTTGTTGGCTGTCCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr11	11811404	11811554	id-16227	2.91e-05	+	GGGGCCTTTTCCCTACATCTCACCAGCAGGCGGCA	Upstream_CTCF	40
chr11	11820481	11820631	id-16228	2.74e-08	+	TTACCGTGCCCAGAAGCCACCACCAGGGGGCTCCA	V_CTCF_BR	40
chr11	11863207	11863357	id-16229	2.83e-07	+	GGGCCTGGTCCTTCCCCGGCCGGCAGAGGGAGTCC	V_CTCF_BR	40
chr11	11870885	11871035	id-16230	1.04e-05	-	CAGCATACCTGGCTTCTACCCACTAGATGTCAGTA	V_CTCF_BR	40
chr11	11898146	11898296	id-16231	1.17e-05	-	CCACATTCAGAGGAAGCAGCCACTTGGTGGAGACA	V_CTCF_BR	38
chr11	11917345	11917495	id-16232	9.81e-06	-	ATATGAGAACATATACCATCCAGTAGAGGGCACAT	V_CTCF_BR	29
chr11	11921079	11921229	id-16233	2.31e-06	-	TGTGAAGTTCCTGGAATGTCCTCAGGGAGGCCCTT	Upstream_CTCF	26
chr11	11953123	11953273	id-16234	5.41e-06	+	ACTCTAGTTTTGTTATAAAGCACCAGAGGGCGCTG	Upstream_CTCF	38
chr11	11988496	11988646	id-16235	1.55e-07	-	GGTCACTGCACCAAAATGGCCACCAGGGGCAGCAA	UpstreamP1_CTCF	40
chr11	11998093	11998243	id-16236	3.65e-07	+	TCGGGGCCCCAGCCAGGGGGCAGGAGGTGGCAGTG	V_CTCF_BR	8
chr11	12001167	12001317	id-16237	1	+	NA	NONE	5
chr11	12009393	12009543	id-16238	5.7e-05	+	AGTAAACTACTGCTTCCTGCCACAAGGGGTCCAGG	Upstream_CTCF	39
chr11	12010555	12010705	id-16239	1.13e-05	-	TTGCATTCCCACCAGCAGGGCACAAGGTAGAAGTT	UpstreamP1_CTCF	36
chr11	12028883	12029033	id-16240	4.88e-05	-	CGGGGAGCTGTCCCTGGTGCCTGGGGTGGGTAGAC	V_CTCF_BR	5
chr11	12037928	12038078	id-16241	6.34e-08	-	TCTGCAGGACCTGCACTGCCCTGAAGATGGCTGCA	Upstream_CTCF	25
chr11	12065895	12066045	id-16242	1.39e-07	-	TGTCTGCTCATAAAAATGGCCACAAGGTGGCACTG	V_CTCF_BR	40
chr11	12069023	12069173	id-16243	3.63e-08	+	CCTGAACTCTGCAGGATGCCCAGGAGGGGGCGCCA	Upstream_CTCF	40
chr11	12074852	12075002	id-16244	3.65e-05	+	TTGCTTGAGGAGCTGAAGCCCACCAGCAGGTGGGG	UpstreamP1_CTCF	32
chr11	12077781	12077931	id-16245	2.53e-05	+	TTTTTCCTTAACAATTGGACCTACAGGTGGCAGAC	V_CTCF_BR	14
chr11	12096262	12096412	id-16246	2.39e-05	-	GTTCATTCACATGCCAGGCACTGTAGGAGGCACTG	UpstreamP1_CTCF	4
chr11	12105063	12105213	id-16247	1.61e-09	+	GGTTCCCCAGGTACTAGGACCACCAGGGGGCACCC	V_CTCF_BR	32
chr11	12109081	12109231	id-16248	1	+	NA	NONE	36
chr11	12109864	12110014	id-16249	4.02e-07	+	AGAGCAGAGCCGAGTTGTCCCAGCAGAGGCCACCC	Upstream_CTCF	35
chr11	12113887	12114037	id-16250	1	+	NA	NONE	19
chr11	12120826	12120976	id-16251	1	+	NA	NONE	32
chr11	12124176	12124326	id-16252	1.31e-05	-	TGGTGTGAATTGGAGCAAGCCAGTAGGTGGAGATA	V_CTCF_BR	29
chr11	12140466	12140616	id-16253	1.83e-05	+	GTTCCTGAGCTTTTCTTTCCCTGCAGAAGGCAGCC	V_CTCF_BR	30
chr11	12143751	12143901	id-16254	2.1e-06	+	GGTGCCTGGCACATAGTGGCCTGCAGGTGGCCTCT	Upstream_CTCF	39
chr11	12148283	12148433	id-16255	1.04e-05	+	CATGACTAATGTCCATCTGCCTGAAGGAGGCAGCG	V_CTCF_BR	27
chr11	12160024	12160174	id-16256	7.84e-05	-	CCCTGGGCACAGCAAGCTGCCCCAGGATGGTGGGA	V_CTCF_BR	11
chr11	12181274	12181424	id-16257	1	+	NA	NONE	25
chr11	12184330	12184480	id-16258	6.51e-05	+	AGTTGTGCCCAAGGTCACACAACTAGAGGGCAACC	V_CTCF_BR	2
chr11	12207551	12207701	id-16259	2.12e-06	-	CTGTAACGGAAGACCTCCCCCTGCAGCTGGCAAGA	UpstreamP1_CTCF	15
chr11	12208912	12209062	id-16260	1	+	NA	NONE	2
chr11	12211248	12211398	id-16261	3.88e-06	+	TTCTGCAAGCCCAGGCCTGCCACCAGAGGGAAAGT	V_CTCF_BR	10
chr11	12228961	12229111	id-16262	1	+	NA	NONE	3
chr11	12257210	12257360	id-16263	3e-06	-	GTGTGCTGCCTCATGGAGACCAGCTGGGGTCTCTC	UpstreamP1_CTCF	33
chr11	12258174	12258324	id-16264	2.25e-08	-	CTGTAATTTTCTTCTTTCACCAGAAGGTGGCACTT	UpstreamP1_CTCF	40
chr11	12263830	12263980	id-16265	5.92e-05	-	AAGAGCCTGCGCCCTCGGGCGGGTAGAAGGCAGGG	V_CTCF_BR	0
chr11	12288634	12288784	id-16266	1.28e-06	-	AAGGCAAAACCAAAGTCCACCGGCAGGTGGTGGGA	Upstream_CTCF	11
chr11	12303501	12303651	id-16267	1.74e-10	-	GTGGCAATTCTGCTCATGACCACCAGGTGGCGATG	Upstream_CTCF	40
chr11	12309219	12309369	id-16268	6.43e-06	+	GGTGCTGAGGCGGCAGGCCCTGCCAGGGGGCGCAG	V_CTCF_BR	40
chr11	12310249	12310399	id-16269	1.04e-07	+	AGGCCTGCTCAGGCTGCCGCCCCTAGAGGGCGCTC	V_CTCF_BR	40
chr11	12310811	12310961	id-16270	2.19e-05	+	CAAGGTTTCAAGGAAACGGCCAGCAGAGGGGGATG	Upstream_CTCF	28
chr11	12352947	12353097	id-16271	1.52e-07	+	AATTAGGATGCACAAAGTGCCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr11	12384669	12384819	id-16272	1.67e-07	-	CAAGGGGCTGGACATCTGGTCAGCAGAGGGCAGTC	V_CTCF_BR	1
chr11	12398931	12399081	id-16273	2.66e-05	+	CGGGAGCGCAGCTCCTTCCAGGGCAGAGGGCGGCG	V_CTCF_BR	20
chr11	12399635	12399785	id-16274	6.21e-06	-	TGGGAAATGCCAGCCTTCGGGCGCAGAGGGCGGGG	Upstream_CTCF	33
chr11	12431529	12431679	id-16275	9.25e-06	+	GTACCAAATTCCAAATGTGCCTCTAGGTGGCACAT	V_CTCF_BR	38
chr11	12433942	12434092	id-16276	7.07e-08	+	GGTGTGAGTATGGAAAGGACCACCAGGGGGCTCCG	V_CTCF_BR	40
chr11	12436271	12436421	id-16277	3.56e-06	-	ACAGAACTCCTGGCCTAGCCCTGCAGATGGCTCCA	Upstream_CTCF	8
chr11	12437863	12438013	id-16278	1	+	NA	NONE	4
chr11	12506995	12507145	id-16279	1	+	NA	NONE	39
chr11	12517792	12517942	id-16280	1	+	NA	NONE	32
chr11	12536553	12536703	id-16281	1.75e-07	+	GTGTTCTTCCCGGGGCATCCCAGGAGGAGGCACTC	UpstreamP1_CTCF	14
chr11	12544938	12545088	id-16282	1	+	NA	NONE	3
chr11	12562691	12562841	id-16283	1	+	NA	NONE	29
chr11	12565705	12565855	id-16284	6.9e-05	+	AGTCTCCTGCCAGCACCTACCAGAAGGAGGCCAGA	Upstream_CTCF	9
chr11	12599919	12600069	id-16285	1	+	NA	NONE	25
chr11	12621159	12621309	id-16286	3.8e-08	+	GGGTGCTTCTCCGCAGCGGCCGCCAGGGGGAGCCT	V_CTCF_BR	38
chr11	12663742	12663892	id-16287	1	+	NA	NONE	11
chr11	12675340	12675490	id-16288	4.7e-06	+	TAATGCCGCCACTGATCTGACAGGAGGTGGAGCTC	V_CTCF_BR	4
chr11	12686077	12686227	id-16289	6.48e-05	+	CTGTACTCAGTGATGGTAGCCAGGGGAAGCAGAGA	UpstreamP1_CTCF	4
chr11	12709376	12709526	id-16290	1	+	NA	NONE	0
chr11	12715418	12715568	id-16291	1	+	NA	NONE	10
chr11	12743881	12744031	id-16292	7.17e-05	+	CTCGCTGTTCCTCAAGAAACCTCATGCAGGCAGCC	Upstream_CTCF	4
chr11	12768171	12768321	id-16293	1	+	NA	NONE	22
chr11	12768706	12768856	id-16294	7.73e-05	-	CCTGCTATACTGCAAATTTTCAAAGGTAGGCACTA	Upstream_CTCF	10
chr11	12774927	12775077	id-16295	1	+	NA	NONE	15
chr11	12782713	12782863	id-16296	7.6e-05	-	AGGCTGTTCTAGCAGACAGGCAGCAGAGTCTTGCA	UpstreamP1_CTCF	38
chr11	12786207	12786357	id-16297	1.03e-07	+	GTTGCAGTGGCATGTACAGACACCAGATGGTGGGG	Upstream_CTCF	8
chr11	12806113	12806263	id-16298	1	+	NA	NONE	6
chr11	12820347	12820497	id-16299	1	+	NA	NONE	4
chr11	12830064	12830214	id-16300	9.62e-05	-	GGGCAGTGGGGAGGGGTGGCAGGTGGAGTGCTGGC	UpstreamP1_CTCF	12
chr11	12831483	12831633	id-16301	1.48e-06	-	CTGCACTACAGCCTGGACGACAGAGGGAGGCTCCA	UpstreamP1_CTCF	18
chr11	12835252	12835402	id-16302	7.44e-06	-	CTTGCAGTTCAGCACGCCACCCCCTGGCACCACTG	Upstream_CTCF	17
chr11	12836398	12836548	id-16303	5.65e-05	-	AAAAACGCATATGCCTTGCCCACGTGGAGGCAGCA	V_CTCF_BR	31
chr11	12846099	12846249	id-16304	6.46e-07	-	TGGCCTGGAAGACAAGGAGCCTCCAGTGGGAGCTC	V_CTCF_BR	15
chr11	12849764	12849914	id-16305	8.64e-05	+	ATTGCTGTGCTTGTTCGGTGCACAGTGTGGCGTCG	Upstream_CTCF	14
chr11	12890352	12890502	id-16306	9.41e-05	+	TTTTTCCAGTAGATATCCACAGCTAGGGGGCTCTG	V_CTCF_BR	37
chr11	12903247	12903397	id-16307	8.16e-07	-	TTCACCGCTGTGGTCCCTGCCTGCAGGTGGTAGCA	V_CTCF_BR	10
chr11	12910424	12910574	id-16308	3.65e-07	-	GTTTACACATGACACAGAGCCAGCAGGGGGCGATC	V_CTCF_BR	40
chr11	12914279	12914429	id-16309	2.81e-05	-	TTCAAACAGCCATTCTCCACCCCAAGATGGAGCAA	V_CTCF_BR	9
chr11	12915728	12915878	id-16310	5.97e-08	-	CCTGCACTGCACCGTCCAACCTGAAGATGGCAGTC	Upstream_CTCF	40
chr11	12936166	12936316	id-16311	1.21e-06	-	GCAGCACTGCCATGGGCAGAGAGAAGGGGGAGGTC	Upstream_CTCF	40
chr11	12963879	12964029	id-16312	2.2e-06	+	CCTGCTGCTAGTCTGTCTGCCACTGGGGGCCTCCC	Upstream_CTCF	9
chr11	12983303	12983453	id-16313	3.03e-05	-	CCAGATCTTCTTTACCAAGCCACTAGATGTCATAT	Upstream_CTCF	26
chr11	12985717	12985867	id-16314	1.2e-08	+	CCAGGACTTCTCGATATGGACAGCAGAGGGCAGCA	Upstream_CTCF	40
chr11	12995160	12995310	id-16315	1	+	NA	NONE	7
chr11	13003563	13003713	id-16316	1	+	NA	NONE	21
chr11	13031527	13031677	id-16317	1	+	NA	NONE	12
chr11	13038051	13038201	id-16318	3.29e-05	+	TGTTGTATTCTGGCATCTTTCCCCAGAGGGCACCA	Upstream_CTCF	22
chr11	13075249	13075399	id-16319	1	+	NA	NONE	0
chr11	13136564	13136714	id-16320	5.63e-06	-	GAGCAGAAGCTGCTGGGGGACAGTGGGTGGAGCTG	UpstreamP1_CTCF	31
chr11	13167040	13167190	id-16321	9.41e-05	-	AGTTGTATTATGTCTTCACATACCAGGGGGCAGCA	V_CTCF_BR	13
chr11	13174408	13174558	id-16322	1.73e-05	-	CATCCAGAAAATGCAATGGTCACTAGGAGGCAGCA	V_CTCF_BR	38
chr11	13204669	13204819	id-16323	3.56e-06	+	GAGGCTGGTTCCCCCAAAGACTGCAGGTGGCAGTG	Upstream_CTCF	40
chr11	13205243	13205393	id-16324	6.64e-05	-	GCTGCATTTACTATGAGGAATGATAGAGGGCAGAC	Upstream_CTCF	37
chr11	13228921	13229071	id-16325	1	+	NA	NONE	31
chr11	13232006	13232156	id-16326	5.55e-07	+	CAAGTCATCCACAATCTGGGCAGCAGGTGGCACAA	Upstream_CTCF	40
chr11	13237750	13237900	id-16327	1	+	NA	NONE	13
chr11	13260571	13260721	id-16328	1.55e-05	-	GAAGGGTGGCATTGGCCCACCACTAGGGGGAGTGT	V_CTCF_BR	40
chr11	13271674	13271824	id-16329	1.55e-05	-	TTGGAGCGAGTGCTACTGGCATCTAGTGGGCAGAA	V_CTCF_BR	38
chr11	13274228	13274378	id-16330	1.9e-06	-	GTTGCCGTATGAAGAATAGACTGTAGGGGGCAAAG	Upstream_CTCF	4
chr11	13298416	13298566	id-16331	1	+	NA	NONE	10
chr11	13310671	13310821	id-16332	9.71e-06	-	ACTGCACTGCTGCTCCCTGCAGCCAGAAAGCAACT	Upstream_CTCF	23
chr11	13314630	13314780	id-16333	8.16e-07	-	GAGCCAAGAGCTTCCCTGACCTCTAGATGGCTGCA	V_CTCF_BR	8
chr11	13320463	13320613	id-16334	9.51e-07	-	CCTAAGCTCCTACCACATGCCAGCTGGGGGCGCAG	V_CTCF_BR	4
chr11	13346379	13346529	id-16335	3.63e-06	-	CAGTCCAGCCCCCACACTGCCACCAGCTGGCTTTC	V_CTCF_BR	13
chr11	13356906	13357056	id-16336	9.81e-06	-	ACACACATTCCCACGATGTCCTATAGGGGGCGCGA	V_CTCF_BR	40
chr11	13365793	13365943	id-16337	9.06e-08	-	GAGCCATGATGACAACTCTCCAGCAGGTGGCAGTC	UpstreamP1_CTCF	40
chr11	13366412	13366562	id-16338	8.91e-07	-	TCTGCATTCCCACAACCTACCTACAGGGAGCTGGC	Upstream_CTCF	22
chr11	13376045	13376195	id-16339	3.81e-05	+	GATGGGAATAAAAAACCCAACTCTAGGTGGCGACA	V_CTCF_BR	40
chr11	13378837	13378987	id-16340	1	+	NA	NONE	9
chr11	13406465	13406615	id-16341	1.38e-06	-	GCAATGATTTCAGGCTTTGCCAGCAGGTGGCATTA	V_CTCF_BR	40
chr11	13484243	13484393	id-16342	9.26e-05	+	CTGCGTTCGTCTGAGATGACAGGAAAGGGGCGGGG	UpstreamP1_CTCF	17
chr11	13487579	13487729	id-16343	2.55e-06	-	TGTGATTTTCCTGTTCCTGCCATTAGATGGCAGTG	Upstream_CTCF	37
chr11	13501917	13502067	id-16344	7.27e-06	-	GGCAGGGAGTTCTCCTTGAGCTGCAGTGGGCTCCA	V_CTCF_BR	10
chr11	13508769	13508919	id-16345	2.17e-09	+	CTCCCTGCACACCTCCTCGCCAGCAGAGGGAGCCC	V_CTCF_BR	40
chr11	13509317	13509467	id-16346	4.88e-06	+	AGGCAATATCTGCCTTTCCCCACAAGGGTGCGTTC	UpstreamP1_CTCF	38
chr11	13557502	13557652	id-16347	7.78e-06	-	AAGTCAATAACAAGAAGTTACACCAGGGGGCTCCC	Upstream_CTCF	21
chr11	13624519	13624669	id-16348	3.09e-06	-	CATGCCCTACCATGCAAGGCCACATGGGGAAGCAT	Upstream_CTCF	8
chr11	13689790	13689940	id-16349	7.73e-06	-	GAGTCCTGGAGCGCCCCCGCCGGCTGCTGGCGTCC	V_CTCF_BR	39
chr11	13723175	13723325	id-16350	4.01e-05	+	AGTGTGTTTTGCCTGTATTCCAGGTGAGGGCACTG	V_CTCF_BR	13
chr11	13794113	13794263	id-16351	5.34e-06	+	ATTTTCTTTTAAACTTTGGACAGGAGATGGCGCTC	V_CTCF_BR	39
chr11	13797805	13797955	id-16352	6.04e-07	+	CAGCATCACTAGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	36
chr11	13856114	13856264	id-16353	4.94e-06	+	TCTGCCATTCCCACCTTGTCCTCTGGAGGCACTGT	Upstream_CTCF	40
chr11	13894839	13894989	id-16354	5.37e-06	+	CTGTCCTATTTGTCCTTCACCAGTAGGCGGCTCAA	UpstreamP1_CTCF	40
chr11	13944933	13945083	id-16355	1	+	NA	NONE	11
chr11	13971627	13971777	id-16356	1	+	NA	NONE	9
chr11	13977537	13977687	id-16357	1.22e-07	+	CTGCATGTTCAGTTCACTGTCACCAGGTGGCAGTA	UpstreamP1_CTCF	40
chr11	13986207	13986357	id-16358	4.31e-05	-	CTGCACCGAGTGGCAGTCGCCGCCCGTCGGCGCGG	UpstreamP1_CTCF	8
chr11	13986991	13987141	id-16359	1	+	NA	NONE	9
chr11	13992618	13992768	id-16360	9.25e-06	+	AGACAGGAGGCAAGGAGCTCCAGGTGGTGGCAGCA	V_CTCF_BR	40
chr11	14062725	14062875	id-16361	1.48e-06	-	CAGCACTTTGAGGAATTAACCACTAGGTGATGATC	UpstreamP1_CTCF	38
chr11	14114756	14114906	id-16362	6.82e-05	+	AGGTGACTAGGCAGTGTAACCACATGAGGGTGTCC	V_CTCF_BR	2
chr11	14116090	14116240	id-16363	1	+	NA	NONE	3
chr11	14141071	14141221	id-16364	1	+	NA	NONE	4
chr11	14155382	14155532	id-16365	5.77e-08	-	CCAGGCCGCACCTTCCTGGCCTGCTGAGGGCAGCC	V_CTCF_BR	2
chr11	14170327	14170477	id-16366	2.59e-06	-	GTGCACACATCTTTTTTTACCACTAGATGGCAAGT	UpstreamP1_CTCF	40
chr11	14212667	14212817	id-16367	1.34e-06	-	TTGGATTCCCTGCCCCAGGCCACCAGAGGCAGCAG	UpstreamP1_CTCF	14
chr11	14254355	14254505	id-16368	1	+	NA	NONE	39
chr11	14270221	14270371	id-16369	1	+	NA	NONE	19
chr11	14271003	14271153	id-16370	3.12e-08	-	TTGCAAAAACTCAATTTGGCCACGAGAGGGCGCCC	UpstreamP1_CTCF	40
chr11	14281059	14281209	id-16371	1.32e-05	-	GCCGCTTCTTCATGCCCATGCCGCAGGTGGCGCTG	Upstream_CTCF	8
chr11	14296706	14296856	id-16372	1	+	NA	NONE	7
chr11	14322375	14322525	id-16373	9.27e-07	+	GTGTAGTTCCCAAACACTGCCACAGAGTGGTGCCT	UpstreamP1_CTCF	40
chr11	14328137	14328287	id-16374	3.48e-06	+	AATCAGTTGTACTAGCCTCCCACTAGGTGGCTGTT	UpstreamP1_CTCF	34
chr11	14330283	14330433	id-16375	1	+	NA	NONE	40
chr11	14365234	14365384	id-16376	8.58e-06	+	GTGGAAGGATCGCCTCTACCCGGCAGAAGGAGGTA	UpstreamP1_CTCF	1
chr11	14380045	14380195	id-16377	1.04e-05	+	TACTCCCGCGACGCCGCGCCCGGGAGGAGGCAGGA	V_CTCF_BR	12
chr11	14380655	14380805	id-16378	5.67e-06	+	CCAGCGCCGCCACAAATGGCCGTCTGGGGGCCGGG	Upstream_CTCF	13
chr11	14396591	14396741	id-16379	1	+	NA	NONE	39
chr11	14434907	14435057	id-16380	1.28e-06	+	GCTGTAATTGGAGGTCCAGCCACTGGGGGGATTCC	Upstream_CTCF	39
chr11	14436167	14436317	id-16381	1	+	NA	NONE	28
chr11	14440500	14440650	id-16382	1	+	NA	NONE	40
chr11	14441886	14442036	id-16383	5.93e-06	-	GTGGTAGTTCCCACAGCTTCCTCCAGAGGATCCTT	Upstream_CTCF	16
chr11	14476680	14476830	id-16384	2.4e-05	-	ACATTGCAGTAATGTCACAACACTAGAGGGAGCTC	V_CTCF_BR	39
chr11	14541935	14542085	id-16385	1	+	NA	NONE	35
chr11	14553445	14553595	id-16386	8.23e-05	+	TGGCAGTGGTACTGCATTACCACTTGCTGTTCCCC	UpstreamP1_CTCF	5
chr11	14558701	14558851	id-16387	3.91e-06	+	TGCGCAGTTCCTTCCTCTACTGCTAGGTGGCGATT	Upstream_CTCF	40
chr11	14599755	14599905	id-16388	6.9e-05	-	GAAGCAATTCTAACCAAGGCCAGCAGGACAACAAA	Upstream_CTCF	1
chr11	14665287	14665437	id-16389	1	+	NA	NONE	26
chr11	14665998	14666148	id-16390	1.19e-06	-	AGGCGGGCAGCGCCAGCAGCCACCAGGAGCCGCAG	V_CTCF_BR	22
chr11	14795409	14795559	id-16391	6.15e-05	-	ATTGGAGTTCAGAGCTATGAAGACAGGGGGTGCCA	Upstream_CTCF	38
chr11	14811548	14811698	id-16392	8.98e-06	+	GTATAGTTTCACATTTGAAACAGTAGATGGCAGGA	UpstreamP1_CTCF	37
chr11	14912600	14912750	id-16393	3.71e-05	-	TGTGTGGGTGTCCCGACGTCCGGAGGGGGCAGGAG	Upstream_CTCF	11
chr11	14913651	14913801	id-16394	2.96e-05	-	GATGTGGAAGCTTTGGAGAGCTGAAGAGGGCGCGG	V_CTCF_BR	14
chr11	14926465	14926615	id-16395	1.96e-08	-	GGCCGCCACGCCTTCGCGGCCGACAGGGGGCGCTG	V_CTCF_BR	37
chr11	14927041	14927191	id-16396	5.37e-06	+	CTGCAGAGGCCCCTGTGCTCCTTTGGAGGGCGCTG	UpstreamP1_CTCF	34
chr11	14928927	14929077	id-16397	4.71e-06	-	TAGGCAAGTCAGTTAATCCCCAGCTGGGGTCACTG	Upstream_CTCF	17
chr11	14929387	14929537	id-16398	1.99e-07	-	TAGTCCTGCACCAGTGCAGCCAGCAGGAGGCGCAC	V_CTCF_BR	40
chr11	14930197	14930347	id-16399	4.68e-07	+	CAGGTAGAGCAGCTGATCACCAGCAGATGGCAACA	V_CTCF_BR	39
chr11	14991485	14991635	id-16400	1.55e-07	+	TAGTTCTGCACCAGTGCAGCCAGCAGGAGGCGCGC	UpstreamP1_CTCF	36
chr11	14996410	14996560	id-16401	1.38e-06	+	GGGCGCTAACCAGAGTCTGCGTCCAGAGGGCGCTA	V_CTCF_BR	40
chr11	15027798	15027948	id-16402	1.84e-06	-	GGTCTTTTTGTTTTAATTTCCACTAGAGGGCACTA	V_CTCF_BR	40
chr11	15060628	15060778	id-16403	8.71e-06	+	CCATCTCCCATGGCTGCTACCACTTGGGGGCATTC	V_CTCF_BR	34
chr11	15094774	15094924	id-16404	3.24e-06	+	AGAGCAGCTCTGGCCCCTCACTGTAGGTGACGCCA	Upstream_CTCF	3
chr11	15096261	15096411	id-16405	6.43e-06	+	TCCTGTACCAGGCGGGCAGCCTCCAGGCGGCGCCA	V_CTCF_BR	34
chr11	15096589	15096739	id-16406	2.83e-07	-	TAGTCCTGCACCAGTGCAGCCAGCAGGAGGCGCGC	V_CTCF_BR	39
chr11	15122759	15122909	id-16407	3.55e-08	+	GTGCAAAGCAGCCTCTTATCCACCAGAGGGCGGAC	UpstreamP1_CTCF	40
chr11	15136509	15136659	id-16408	1	+	NA	NONE	16
chr11	15180770	15180920	id-16409	3.86e-05	-	GGTGAGGGTATAGAAATCACCACTAGAGGGTTTCC	Upstream_CTCF	40
chr11	15212255	15212405	id-16410	2.11e-06	+	GGAACCTGTTCAGCCTGACCCAGGAGGGGGCTCCC	V_CTCF_BR	0
chr11	15213670	15213820	id-16411	2.4e-05	-	GCCAGAATGTAGGACCCAATCAACAGAGGGAGCCA	V_CTCF_BR	11
chr11	15230282	15230432	id-16412	4.31e-07	-	CGGCCACTGGTGTTCTTATCCACCAGGGGTCGCTG	V_CTCF_BR	40
chr11	15238369	15238519	id-16413	9.39e-07	-	ACTGCATGTATAGTGCCTGCCACATGGTGGCACCA	Upstream_CTCF	40
chr11	15245435	15245585	id-16414	1	+	NA	NONE	2
chr11	15280118	15280268	id-16415	2.1e-06	-	CAGGAAGTATTCAAAGGGTCCAGCAGATGTCAGTA	Upstream_CTCF	34
chr11	15298280	15298430	id-16416	1.56e-06	+	CCTGTGATTTTCTGATGAGCCACAAGAGGGGGAAG	Upstream_CTCF	36
chr11	15349361	15349511	id-16417	1.03e-07	+	GATGCACTTCTGATCCTGACCATGGGGTGGCACCA	Upstream_CTCF	39
chr11	15514884	15515034	id-16418	1	+	NA	NONE	5
chr11	15651363	15651513	id-16419	6.84e-06	+	CTGTTGAATTGGATAGCAATCTGCAGGGGGCAGCA	V_CTCF_BR	35
chr11	15671650	15671800	id-16420	1.52e-11	+	CTGCAGTTCTCCGCTGCGGACGGTAGGTGGCAGCG	UpstreamP1_CTCF	40
chr11	15729725	15729875	id-16421	1.1e-06	-	GCCTCTAGGCAGCATCCTGACTCCAGGGGGAGGTG	V_CTCF_BR	14
chr11	15792478	15792628	id-16422	2.53e-05	+	AGCCACAGAACCCAAATGTCCACCAGGGAGCACCA	V_CTCF_BR	40
chr11	15841329	15841479	id-16423	2.37e-05	+	CTGGCAAAGCTTTTCCCTGCCACACGGTGCCGCTG	Upstream_CTCF	40
chr11	15848525	15848675	id-16424	5.08e-07	+	GTGGCAGGGGCTGCCTAGGCCAGGTGGGGGCAGCA	V_CTCF_BR	40
chr11	15873861	15874011	id-16425	2.38e-07	+	CTGTCAGTGGGGTATGCTGCCACCAGATGGCAGAT	V_CTCF_BR	40
chr11	15922701	15922851	id-16426	9.87e-11	+	GCAGGAGCGGGTGGGAGGGCCAGCAGAGGGCAGCC	V_CTCF_BR	17
chr11	15927059	15927209	id-16427	3.86e-08	-	GCTGCAGGCCCGGTGCGGGCCAGCAGGCGCTGCCG	Upstream_CTCF	4
chr11	15934932	15935082	id-16428	2.02e-06	+	GAGCATCCCTGGCCTCTACCCACTAGATGTCAGTA	UpstreamP1_CTCF	28
chr11	15944866	15945016	id-16429	2e-06	-	TCTGTAGTTGGCTGAATACCCAGAGGATGGAGCTC	Upstream_CTCF	21
chr11	15959235	15959385	id-16430	7.27e-06	+	GCTCCCAGGCCTCTAAGTCCCTCTAGGTGGCACCT	V_CTCF_BR	13
chr11	15959938	15960088	id-16431	4.88e-05	-	CTGCAGATCGCAGGCGCCTCTAGCGGAAGCCCCTG	UpstreamP1_CTCF	3
chr11	15962819	15962969	id-16432	3.5e-11	+	AGTGCAGTTCCCTGCGCAGCCGCCAGGTGGCGTCA	Upstream_CTCF	39
chr11	16010248	16010398	id-16433	1.83e-05	-	GGTTTGGGAGTTATTATATCCACCAGGTGCCAGGG	V_CTCF_BR	13
chr11	16010480	16010630	id-16434	1	+	NA	NONE	27
chr11	16010641	16010791	id-16435	4.11e-08	-	ACAGCAGTATTATTGTTGGCCAACAGGAGGTGCCA	Upstream_CTCF	27
chr11	16023607	16023757	id-16436	3.16e-05	+	TTTGTTCTTTCAGGACCAGCCTGATGGAGGCAGCT	Upstream_CTCF	14
chr11	16092243	16092393	id-16437	7.55e-07	-	CTGTGGAGAGTGTGCCCCCCCGCCAGGGGGCTCTC	V_CTCF_BR	14
chr11	16191217	16191367	id-16438	1	+	NA	NONE	17
chr11	16213034	16213184	id-16439	1.1e-05	+	TTCTGATGATCTGCCCAGGCCAGCAGAGGTCATCA	V_CTCF_BR	21
chr11	16274074	16274224	id-16440	3.88e-06	+	GGAAAATTCCCGTGTGATTCCAGCAGGGGGAGGAG	V_CTCF_BR	39
chr11	16292925	16293075	id-16441	1	+	NA	NONE	3
chr11	16299212	16299362	id-16442	5.9e-06	-	ATGCTACACTTCCAATCCCCCAGCAGGGGAGGAAA	UpstreamP1_CTCF	6
chr11	16624940	16625090	id-16443	4.41e-06	+	GCAGCCCCAAGCGGCTAGGCCTGGAGGGGGAAACC	V_CTCF_BR	4
chr11	16627856	16628006	id-16444	4.24e-09	-	GCGGTAATGCCCTCCGTGCCCACAAGAGGGCAACA	Upstream_CTCF	40
chr11	16635298	16635448	id-16445	1.55e-07	-	GGCGCAGTCTTCCCCTCGACCTCAAGGTGGCGACT	Upstream_CTCF	40
chr11	16653860	16654010	id-16446	4.01e-09	+	GTGCAGTTTGACCTACAAGCCAGTAGATGGCACTT	UpstreamP1_CTCF	39
chr11	16765861	16766011	id-16447	1	+	NA	NONE	2
chr11	16802315	16802465	id-16448	2.27e-06	+	TTGCCAGTGGAAGGAGGCATCAGCAGGTGGCACTG	V_CTCF_BR	0
chr11	16807173	16807323	id-16449	9.55e-09	+	CTGTCATGATGCATGTGAGCCACCAGAGGGCACCA	V_CTCF_BR	40
chr11	16810036	16810186	id-16450	1.77e-10	+	GGCGCAGCGCCAGGAAGCGCCACCAGGGGGCAGCA	V_CTCF_BR	40
chr11	16836763	16836913	id-16451	1.73e-06	-	GTGCTGTGTCTACACATCTGCAGCTGGAGGAGCTC	UpstreamP1_CTCF	11
chr11	16839964	16840114	id-16452	5.9e-06	-	CTGTGGCACTACAGAAGGTCCACGTGGGGGAAGGC	UpstreamP1_CTCF	15
chr11	16841936	16842086	id-16453	5.77e-08	+	TGCCAAGTGAGTCGGCCTGCCACTAGGTGGCAGGG	V_CTCF_BR	37
chr11	16903014	16903164	id-16454	1.54e-05	-	TAGCCACTGCTCCCCTTGGCCACAGTGGGGCAGTG	UpstreamP1_CTCF	39
chr11	16904839	16904989	id-16455	4.7e-06	+	GTGACAGCTATCTTGGGAGCCAGCAGGGGCCACAT	V_CTCF_BR	27
chr11	16955584	16955734	id-16456	9.81e-06	-	GAAGTCCTCTTCTCCCAAGCCGGCAGGAGGCACGA	V_CTCF_BR	3
chr11	16957494	16957644	id-16457	8.21e-05	+	CTGACAATCTATGCAGCACACGGTAGGTGGCAACA	V_CTCF_BR	40
chr11	16967570	16967720	id-16458	1.1e-05	+	ACTCACTTTCCCAACCTCTCCTCATGGGGGCAGCA	V_CTCF_BR	40
chr11	17032722	17032872	id-16459	1	+	NA	NONE	4
chr11	17036702	17036852	id-16460	2.41e-08	+	GAGCGGTGGCCAGGCGGGGCCTCTAGGGGGCCCTG	UpstreamP1_CTCF	36
chr11	17058340	17058490	id-16461	7.27e-06	+	GGTAAGATTCAGCACATTACCAGCTGGGGGTGCTA	V_CTCF_BR	26
chr11	17085068	17085218	id-16462	1.15e-07	-	CTTGAGCCACCAGGAAGCCCCACCAGAGGGCAGCA	V_CTCF_BR	40
chr11	17129409	17129559	id-16463	5.13e-05	-	GGAGGCAGAGGTTGCAGTGAGCCCAGGTGGCGCCA	V_CTCF_BR	39
chr11	17210402	17210552	id-16464	6.18e-07	-	CTTGCTGCTCTTACCCTTGCCTCAGGAGGGCAGCT	Upstream_CTCF	9
chr11	17225257	17225407	id-16465	4.14e-06	-	CGTGAGCCACTGTACCCTGCCAGCAGGAGGATCTC	V_CTCF_BR	24
chr11	17231255	17231405	id-16466	9.66e-05	+	GTATTTCCCCTGAGTCTCAGCAGCAGAGGGCCCTG	Upstream_CTCF	4
chr11	17251747	17251897	id-16467	5.97e-08	+	GCAGCATTTTACTTTAGCTCCAGCAGAGGGAGCCA	Upstream_CTCF	40
chr11	17272706	17272856	id-16468	1	+	NA	NONE	4
chr11	17289320	17289470	id-16469	1	+	NA	NONE	10
chr11	17350535	17350685	id-16470	3.73e-06	+	GCAGCAGTTTCCTTTTGGGCCAGCAGGGTATGTCT	Upstream_CTCF	28
chr11	17372855	17373005	id-16471	1	+	NA	NONE	36
chr11	17375176	17375326	id-16472	3.24e-06	-	GCTGCTGCTGCTGCTGCCGTCACTGGGCGCCGCCG	Upstream_CTCF	13
chr11	17376138	17376288	id-16473	2.46e-08	+	TTCTCCATTTCTTGGTTGGCCACCAGGGGGAAGCA	V_CTCF_BR	40
chr11	17405569	17405719	id-16474	6.53e-09	+	AAGTAAGTCTTCTCTGTGGCCAGCAGGTGGCGCTA	V_CTCF_BR	40
chr11	17408282	17408432	id-16475	3.63e-08	+	CTTGTAACACCCTGGATGAGCAGCAGGGGGAGGCT	Upstream_CTCF	40
chr11	17410377	17410527	id-16476	3.86e-05	-	GGAGTAGGACATAGGGGGCGCACCTGGAGGAGAGA	Upstream_CTCF	15
chr11	17410833	17410983	id-16477	1.22e-08	+	AGAGGAACGGGGCCGGGGACCGCCAGGGGGAGCCC	V_CTCF_BR	40
chr11	17427222	17427372	id-16478	1	+	NA	NONE	32
chr11	17434393	17434543	id-16479	2.96e-05	+	ACGTGTTTACTGAATTCATTCAGAAGAGGGCAGCA	V_CTCF_BR	4
chr11	17493190	17493340	id-16480	4.7e-06	-	CAGCCTATCTTCCCCATGGTCACAAGGTGGCTGCC	V_CTCF_BR	10
chr11	17495072	17495222	id-16481	1.92e-06	-	CAGCAAGGATGAGAGACTGCCAGGAGAGGGAGTGG	UpstreamP1_CTCF	34
chr11	17520148	17520298	id-16482	1	+	NA	NONE	32
chr11	17526230	17526380	id-16483	2.32e-08	-	CTGGCAGGCCCGAAGCCTGGCACCAGGGGGCAGCC	Upstream_CTCF	40
chr11	17528508	17528658	id-16484	1.63e-05	-	CCTGCCACACCAGCACCGGCCATAGGGGGGTTTTC	Upstream_CTCF	4
chr11	17549786	17549936	id-16485	1.98e-08	-	CTGGAGGAGCCGGCAGTATCCAGCAGGGGGCAATC	UpstreamP1_CTCF	40
chr11	17560381	17560531	id-16486	1.1e-06	-	GCCAGCATCCCTGAAGGGGCCAGTAGAGGGAAGGT	V_CTCF_BR	8
chr11	17569636	17569786	id-16487	2.33e-07	+	GTGTTTCCTCCAGCAGCAGCCACCAGGAGGCGACC	UpstreamP1_CTCF	23
chr11	17570131	17570281	id-16488	9.4e-06	+	AGGCAAGACAAAAACTAGGCCACCTGGTGGAAGTT	UpstreamP1_CTCF	27
chr11	17576147	17576297	id-16489	1.43e-05	-	GTTGCAGTTCCCCGCCCATCCAGGGCATGGCCCCT	Upstream_CTCF	10
chr11	17585053	17585203	id-16490	2.28e-05	+	GGGGTCATTCCCATCACATCCTGAGGGTGGCATAA	Upstream_CTCF	21
chr11	17586319	17586469	id-16491	2.27e-06	+	CATTTTTGAGAATCCACAGCCAGCAGGAGGCAGAG	V_CTCF_BR	36
chr11	17615040	17615190	id-16492	2.55e-06	+	GCAGGCATAGCTGACCTGGGCGCTAGGGGGCACTT	Upstream_CTCF	11
chr11	17620606	17620756	id-16493	8.53e-09	+	GGTGTGGTGCTGGGGATGACCACTAGAGGGCAAGC	Upstream_CTCF	40
chr11	17623066	17623216	id-16494	1.97e-06	+	GGAGAGCCACTGGTGCGTCCCACCAGGGGGCGTGG	V_CTCF_BR	19
chr11	17634440	17634590	id-16495	3.42e-08	-	GGAATGGGACAGGCTGGGGCCAGGAGGTGGCACAC	V_CTCF_BR	2
chr11	17653427	17653577	id-16496	1.64e-07	-	GCTGCCATCCCCAGCCAGCCCAGGAGGTGTCCCCA	Upstream_CTCF	7
chr11	17657286	17657436	id-16497	2.74e-08	-	TCGGCCCCTCCAGAGCTCACCACCTGGGGGCGCTC	V_CTCF_BR	12
chr11	17664733	17664883	id-16498	4.14e-06	+	ATCTTGACCCAGGCTCCTGCCGCAAGGGGGCTACG	V_CTCF_BR	0
chr11	17666786	17666936	id-16499	9.66e-05	-	GCAGGAAGGCCAGCAGGGCCCCCTTGAGGACTCTG	Upstream_CTCF	1
chr11	17706232	17706382	id-16500	6.51e-05	-	ACTCAGTCTCAATGTCCTACCGCAAGTAGGAGCCA	V_CTCF_BR	1
chr11	17735874	17736024	id-16501	6.82e-05	-	AGGCTGCGTATCTGGCCGGGAGGTGGGGGGCGCCA	V_CTCF_BR	9
chr11	17740876	17741026	id-16502	6.15e-05	-	TGGGGGGGTCCCCGGGGTGGCCGCAGGGGCCCGCA	Upstream_CTCF	1
chr11	17741768	17741918	id-16503	6.98e-07	-	CGCATAGAAGGCGGCTGCGGCGCCAGGGGGCGCGG	V_CTCF_BR	24
chr11	17742083	17742233	id-16504	4.31e-05	-	CTGCAGTGTTCTAATAGCGCCCCCAATGGGGCAGC	UpstreamP1_CTCF	29
chr11	17742392	17742542	id-16505	1.7e-05	-	GCAGTTCCGCCGCCGGGCGCCGCTCGGGGGGCCGC	Upstream_CTCF	11
chr11	17743694	17743844	id-16506	4.85e-07	+	CAGCTGTCCCTCAGCGACGCCTGTAGGCGGCAGGC	UpstreamP1_CTCF	39
chr11	17752202	17752352	id-16507	4.41e-06	-	ATATTTAGCAGGCCTCTGTCCACTAGGTGTCGGTA	V_CTCF_BR	40
chr11	17752680	17752830	id-16508	1.38e-08	+	GGTTAGTTCCCAGCCATGGCCACAAGATGGCACCC	V_CTCF_BR	40
chr11	17756074	17756224	id-16509	2.66e-05	+	GTGGGCGGGTCCCCCGGGAGCAGCAGGAGCCGCGC	V_CTCF_BR	7
chr11	17757417	17757567	id-16510	3.65e-07	-	GCGACACCCATGGGAGCGGCCGCCAGGGGGAGTTG	V_CTCF_BR	29
chr11	17760526	17760676	id-16511	1	+	NA	NONE	1
chr11	17782030	17782180	id-16512	2.83e-07	+	AGGTTTCCTGGCCTGTGGGACTGCAGGGGGCACTG	V_CTCF_BR	40
chr11	17783940	17784090	id-16513	6.19e-06	+	TTTCAACTCACTGTTACAACCACTGGGAGGCAGAC	UpstreamP1_CTCF	17
chr11	17788259	17788409	id-16514	1	+	NA	NONE	28
chr11	17791644	17791794	id-16515	2.43e-06	-	AAGGTCGCGCCCTGTGTCAACAGCAGGAGGCAGCC	V_CTCF_BR	30
chr11	17792584	17792734	id-16516	2.27e-05	+	GGATAGAACCTGAAAGAGACCACATGAGGGAGGTA	V_CTCF_BR	29
chr11	17801789	17801939	id-16517	5.08e-07	-	CAGCCTCAGCCTTCGCCAACCACAAGAGGGTGCTG	V_CTCF_BR	10
chr11	17808497	17808647	id-16518	1	+	NA	NONE	13
chr11	17823877	17824027	id-16519	8.71e-06	+	TCCACCTGGGACTACTCAGCCTCCTGTGGGCTCAG	V_CTCF_BR	8
chr11	17842599	17842749	id-16520	1.72e-06	+	CAAGGAATGCCTGGAAACACCAGAAGATGGAAGAG	Upstream_CTCF	6
chr11	17848670	17848820	id-16521	4.41e-06	-	CCTCTTATCATAATGGTTGCCCCTAGAGGGCAGGA	V_CTCF_BR	34
chr11	17868433	17868583	id-16522	1.47e-05	-	TGTAATCATTACTGTGGAGCCACTAGGGGGTAATA	V_CTCF_BR	38
chr11	17872328	17872478	id-16523	3.31e-06	+	AAGCTGGGCTTGGATTCCACCACCAGGGGGGCAAT	UpstreamP1_CTCF	10
chr11	17886074	17886224	id-16524	4.5e-05	-	TTGCCACTACCACACCTGGCCGCTTGGGGCACCAT	UpstreamP1_CTCF	40
chr11	17910397	17910547	id-16525	1	+	NA	NONE	4
chr11	17912017	17912167	id-16526	1	+	NA	NONE	31
chr11	17928035	17928185	id-16527	3.66e-06	-	GCGCAGAGGCGGCAGGTGGCCACAGCATGGCACTG	UpstreamP1_CTCF	36
chr11	17952210	17952360	id-16528	1.59e-06	-	CTTGTCCCAAATCACACATCCAGTAGGTGGCAGAG	V_CTCF_BR	11
chr11	17954134	17954284	id-16529	8.79e-07	-	CTGTGCTGGGTTGATTTCACCACCTGGTGGCAGAG	UpstreamP1_CTCF	29
chr11	17994714	17994864	id-16530	1.19e-06	-	CTGTGGGACCTTAGGGTGGTCTGCAGGGGGAGCTG	V_CTCF_BR	40
chr11	18000348	18000498	id-16531	4.4e-10	-	AGGGGCTGGGCCTGCAGGGCCACCAGATGGCAGCA	V_CTCF_BR	40
chr11	18001420	18001570	id-16532	5.35e-09	-	GTGTAATGACAGCACTGAACCACTAGAGGGAAGCA	UpstreamP1_CTCF	40
chr11	18008389	18008539	id-16533	1	+	NA	NONE	33
chr11	18013465	18013615	id-16534	2.86e-06	+	ATGTATAGTCTCCAGTCTACCAGCAGGGGTCAGGG	UpstreamP1_CTCF	39
chr11	18034522	18034672	id-16535	3.24e-06	+	CCGGCGCTTCCGGGAGGGACGGCACGGGGGCGGCG	Upstream_CTCF	18
chr11	18035549	18035699	id-16536	3.4e-06	+	GGAGTTTCTGCCTGTAAGACCACTTGAGGGCAGCC	V_CTCF_BR	4
chr11	18127626	18127776	id-16537	4.7e-08	-	GCAGCTGGCCAGGCTCCGAACAGCAGATGGCGCTG	V_CTCF_BR	40
chr11	18137156	18137306	id-16538	1.01e-08	+	ATGAACTGTCCCAGATTTCCCACTAGGGGGCAGTA	UpstreamP1_CTCF	40
chr11	18166690	18166840	id-16539	7.73e-06	-	AAGAAACAGAGTGGCTATGACAGTAGGGGGAGCCC	V_CTCF_BR	29
chr11	18193045	18193195	id-16540	4.7e-05	-	TCTGGAATCCTGAGGATGCACAGGGGCAGGAGGCC	Upstream_CTCF	40
chr11	18225436	18225586	id-16541	7.1e-07	-	GAGCAATGTTGTAGTACAGACTCCAGGGGGCTCTC	UpstreamP1_CTCF	40
chr11	18265416	18265566	id-16542	3.11e-05	+	GGCATGATGTTAATCTTCACCCATAGAGGGCGCTA	V_CTCF_BR	40
chr11	18268525	18268675	id-16543	1.19e-06	-	CCCAGGGACTTACTGCCAGTCAGCAGGTGGCAGGG	V_CTCF_BR	5
chr11	18274795	18274945	id-16544	1	+	NA	NONE	22
chr11	18291805	18291955	id-16545	8.81e-07	-	GGAGAGTGTGTGGCTGTAGCCACTGGGTGGCAGGA	V_CTCF_BR	16
chr11	18405842	18405992	id-16546	1.39e-05	+	GACCTTCCTGTAGCCTTGGGCAGGGGAGGGAGCTA	V_CTCF_BR	17
chr11	18432033	18432183	id-16547	2.72e-06	+	AAGCTGATACCTTCCTTGGCCGCCAGGGGCCTGAG	UpstreamP1_CTCF	40
chr11	18477648	18477798	id-16548	1	+	NA	NONE	1
chr11	18544063	18544213	id-16549	1.11e-05	-	GATGCTATGCTGAGACTAGACTGTAGGGGGTTAAC	Upstream_CTCF	30
chr11	18561890	18562040	id-16550	1.24e-05	+	TTGGTATCTATACATGAAACCAGCAGAGGGAGCTT	V_CTCF_BR	37
chr11	18655893	18656043	id-16551	4.43e-05	-	GAAAGGATATAGGCCGTGGAGGGAAGGGGGCGGGC	V_CTCF_BR	14
chr11	18664688	18664838	id-16552	3.16e-05	+	ACAGTAGTTTCAGTAGAGTATGGGAGGGGGCAGTG	Upstream_CTCF	10
chr11	18672842	18672992	id-16553	1.59e-06	-	AAGTGATGCTGAGGCTTTGTCAGTAGAGGGCGCTA	V_CTCF_BR	39
chr11	18690176	18690326	id-16554	2.59e-06	+	CAGCAGTAGAGAACCGAGCAGAGCAGGGGGAGGGG	UpstreamP1_CTCF	24
chr11	18743186	18743336	id-16555	5.08e-07	-	TCTGGGAGGAGGCAGAGAGCCGGCAGAGGGTGGCA	V_CTCF_BR	29
chr11	18743709	18743859	id-16556	6.37e-07	+	GTGTTATGGCAAGTTTCAACCACTAGGGGAGGCGA	UpstreamP1_CTCF	40
chr11	18749281	18749431	id-16557	2.91e-05	+	CGCTCCATACTCCCAGTCTCCACAAGGGGCTCCAG	Upstream_CTCF	40
chr11	18753621	18753771	id-16558	8.68e-11	-	CCTGTAGTGCCCAATCTGTCCACAAGAGGGCAGGC	Upstream_CTCF	40
chr11	18758264	18758414	id-16559	8.97e-05	-	TGCTGGCTGCTCAGAATGGCCACTGGGGGAAGGTG	Upstream_CTCF	17
chr11	18761348	18761498	id-16560	5.96e-07	-	CGGCACATCTCGGACCTTGCCGCATGGGGGCACCC	V_CTCF_BR	8
chr11	18763407	18763557	id-16561	1	+	NA	NONE	10
chr11	18785929	18786079	id-16562	3.68e-10	-	GATGCAGTTCATACCTTAACCAGTAGGGGGTGCCA	Upstream_CTCF	40
chr11	18786808	18786958	id-16563	1	+	NA	NONE	4
chr11	18797339	18797489	id-16564	9.55e-09	+	AGGGTGGAACGGCAGTGAACCAGCAGAGGGCGCTC	V_CTCF_BR	40
chr11	18806241	18806391	id-16565	1.93e-05	+	GCTGCATGTCCCTCTGCCACCCCTAGGGCTCTGTG	Upstream_CTCF	8
chr11	18824304	18824454	id-16566	1.41e-06	-	TTCGCAAGTTTTATATATGGCACCAGAGGGCGCAC	Upstream_CTCF	40
chr11	18825027	18825177	id-16567	1	+	NA	NONE	11
chr11	18866442	18866592	id-16568	1.3e-07	+	ATGCTGAACCTCAGATTGTCCAGAAGGGGGAGCTG	UpstreamP1_CTCF	38
chr11	18874990	18875140	id-16569	1.12e-09	-	GTGCAGTTCAACCTACAAGCCAGTAGATGGCACTT	UpstreamP1_CTCF	40
chr11	18912280	18912430	id-16570	4.68e-07	-	CAGCCACACAGGCAGACAGCCAGCAGGTGGAGATC	V_CTCF_BR	7
chr11	18949187	18949337	id-16571	7.84e-05	+	GAAACATACTGTGGGTATGACAGTAGGAGGAGCCC	V_CTCF_BR	4
chr11	19034853	19035003	id-16572	6.46e-07	+	TGTGCTGGTTGGTATCCTGCCAGGAGGTGGCGCTT	V_CTCF_BR	34
chr11	19092863	19093013	id-16573	1.01e-05	+	TGCGGTAACCCTTGACTGGCCAGCAGGGGGCCCAT	Upstream_CTCF	40
chr11	19098650	19098800	id-16574	4.82e-11	+	CTGCAGTGCTAGGCCTCCTCCACAAGAGGGCGCAC	UpstreamP1_CTCF	40
chr11	19112763	19112913	id-16575	1.1e-06	+	GTACTCCACACTTCCTCTCCCACTAGAGGGCAGGG	V_CTCF_BR	7
chr11	19131911	19132061	id-16576	6.49e-06	-	GTTGCAAGTTGTTCAAGATACAGAAGGTGGCACCA	Upstream_CTCF	6
chr11	19139006	19139156	id-16577	2.38e-07	-	CGCCGGGCTCCGGGTACCGGCCCCAGGGGGCGCCC	V_CTCF_BR	40
chr11	19182510	19182660	id-16578	1	+	NA	NONE	16
chr11	19231318	19231468	id-16579	2.46e-06	-	TTGAAGGATGAGGAAGATTCCACCAGAGGGAGGAG	UpstreamP1_CTCF	9
chr11	19281400	19281550	id-16580	3e-09	+	GTGTCATGGCAGGCCGTGACCAGTAGGTGGCACTC	UpstreamP1_CTCF	40
chr11	19301155	19301305	id-16581	6.46e-07	+	GCTAACAGAGAACTCATTACCTCAAGGGGGCACCA	V_CTCF_BR	12
chr11	19332994	19333144	id-16582	2.34e-06	+	TGGCTCTTCAGGCTTGGAACCAAGAGGGGGCAGCA	UpstreamP1_CTCF	40
chr11	19345181	19345331	id-16583	1	+	NA	NONE	35
chr11	19348115	19348265	id-16584	4.01e-05	+	TAAGAGATGTCCATTTTAGCCACTAGGAGGTATAG	Upstream_CTCF	32
chr11	19367224	19367374	id-16585	1	+	NA	NONE	13
chr11	19367932	19368082	id-16586	4.31e-07	+	CGGCGGGCTAGGGCGCGGGCGGGGAGGGGGCGCCC	V_CTCF_BR	24
chr11	19449801	19449951	id-16587	1	+	NA	NONE	14
chr11	19468437	19468587	id-16588	9.31e-05	+	CCTGTGATTCTACTTCTCTCCAAGGAGGGGAGACA	Upstream_CTCF	2
chr11	19515126	19515276	id-16589	2.02e-06	+	ACGAAGTCCCCTGGGACTGCCACCGGATGGAGCCT	UpstreamP1_CTCF	3
chr11	19533993	19534143	id-16590	3.81e-05	-	TTGTGGTTTTAGCCTACCAGCAGGGGATGGGACCC	UpstreamP1_CTCF	2
chr11	19541013	19541163	id-16591	7.49e-05	-	AGCACGCACTCTCTGTTAGGTGGCAGAGGGAGCTA	V_CTCF_BR	7
chr11	19563290	19563440	id-16592	8.46e-07	-	ATTGCCATATGGAGCCAGGACACCAGGTGGCCCAG	Upstream_CTCF	14
chr11	19575401	19575551	id-16593	4.38e-09	-	TTGAGTCCACCCAAACTCGCCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr11	19579335	19579485	id-16594	1.52e-07	+	AGGCTTGGACAGTCAGTGGCCACGTGGGGGCAGCA	V_CTCF_BR	40
chr11	19581372	19581522	id-16595	1.74e-07	-	CAGGCTGTCCATCTATCCGCCCCCAGGGGGAGAAG	Upstream_CTCF	5
chr11	19585670	19585820	id-16596	2.06e-10	+	AGTGCAGTGACAAGAGCCACCAGCAGGGGGAAGCA	Upstream_CTCF	40
chr11	19599762	19599912	id-16597	9.62e-05	+	TAGCTGCTGTAATGGCTTTCCAGAAGGTGCTGTGA	UpstreamP1_CTCF	9
chr11	19649618	19649768	id-16598	1	+	NA	NONE	7
chr11	19668461	19668611	id-16599	3.81e-05	+	TTTTCTGAAAGCTCTGCCACAGGCAGGTGGCAGGA	V_CTCF_BR	17
chr11	19677712	19677862	id-16600	5.92e-05	+	ACCATTACCAGGGAGAAGAGCTGCAGGAGGCGCTC	V_CTCF_BR	7
chr11	19680002	19680152	id-16601	1.92e-06	-	TTTCTGCCACCTCTGCCTTCCACCAGGTGGCATGG	UpstreamP1_CTCF	35
chr11	19701967	19702117	id-16602	1	+	NA	NONE	19
chr11	19757218	19757368	id-16603	1.97e-06	-	AGCTCCCTTGAAAAAGCACCCACCAGATGGCTCTG	V_CTCF_BR	27
chr11	19761503	19761653	id-16604	1.1e-06	-	TCAAGCTCCCAGTGGCTGCCCTCCAGGGGGAGCCT	V_CTCF_BR	36
chr11	19764362	19764512	id-16605	2.31e-07	-	CATGTGTTGCTGTGAAACGCCACCAGGTGGCAATA	Upstream_CTCF	40
chr11	19821843	19821993	id-16606	8.34e-07	-	ATGAAGCCCATACATGTTCCCAGGAGGGGGCAGCC	UpstreamP1_CTCF	40
chr11	19822755	19822905	id-16607	7.27e-06	-	AGGGGCAATCTGCTGCCCACAGGCAGGGGGCAGGC	V_CTCF_BR	35
chr11	19830188	19830338	id-16608	5.13e-05	-	CATAAGCCAGGTTTTACCAGCAATAGGTGGCAGCA	V_CTCF_BR	35
chr11	19836058	19836208	id-16609	1	+	NA	NONE	29
chr11	19844165	19844315	id-16610	7.73e-06	-	TGTCTGGACCCAGAAGAAGGCAGCAGGGGGAGGGG	V_CTCF_BR	0
chr11	19925185	19925335	id-16611	1.03e-06	-	AAACACACACAAAACTTGGGCAGTAGGGGGCAGCA	V_CTCF_BR	40
chr11	19926920	19927070	id-16612	2.8e-05	+	AAATCTATTTCACTGACATGCTGTAGGGGGCAGTA	Upstream_CTCF	39
chr11	19956445	19956595	id-16613	1	+	NA	NONE	16
chr11	19959913	19960063	id-16614	9.57e-10	+	GTGCAGCCACCACTTGGCACCAGCAGGTGGCGATC	UpstreamP1_CTCF	40
chr11	19971142	19971292	id-16615	1.5e-05	+	CCTGCCCTACGCATCTCCACCACTCTGTGGCAGGC	Upstream_CTCF	4
chr11	19973140	19973290	id-16616	2.81e-08	+	GATGTAGTGTTGATTATGTCCACAAGGTGGAGACA	Upstream_CTCF	39
chr11	19975585	19975735	id-16617	1	+	NA	NONE	38
chr11	20022108	20022258	id-16618	6.19e-06	+	GGGTAGTGAGCAAAGCCAGCAAGCTGGGGGAGCTA	UpstreamP1_CTCF	2
chr11	20024178	20024328	id-16619	7.44e-05	+	CAACCACTTGTTTTCCAGGCCAGTAGGTGCCCCAC	Upstream_CTCF	2
chr11	20035184	20035334	id-16620	1	+	NA	NONE	1
chr11	20046656	20046806	id-16621	9.29e-06	+	GCTTCAGTTTCCACATCTATCCAAAGGGGGCATTA	Upstream_CTCF	5
chr11	20057543	20057693	id-16622	3.29e-05	-	CCTGCACATCCAGGTTTTTTCGAGAGGAGGCAGGT	Upstream_CTCF	8
chr11	20088484	20088634	id-16623	3.81e-05	-	CTATAAGACCCTCTCTCCTCCCACAGGGGGAGCCC	V_CTCF_BR	2
chr11	20107028	20107178	id-16624	9.26e-05	+	TTTCAGCTGAATCTGCATGCCAGGGGGAGCCACTG	UpstreamP1_CTCF	24
chr11	20115493	20115643	id-16625	1	+	NA	NONE	9
chr11	20132536	20132686	id-16626	7.62e-09	-	TTGCAGTGCTACCTTATGCTCACTAGAGGGCGATA	UpstreamP1_CTCF	40
chr11	20149342	20149492	id-16627	2e-06	+	TCTGCAGTCTCTGCAGGAGTCAGAGGATGGAGCTG	Upstream_CTCF	18
chr11	20149906	20150056	id-16628	5.72e-09	+	TCCTTCGACCTCACAGTGGCCACAAGAGGGCAGCA	V_CTCF_BR	40
chr11	20154077	20154227	id-16629	2.6e-06	-	GGTCGCTTCCTCTTTTTTGGCTCTAGGTGGCGCCC	V_CTCF_BR	40
chr11	20154507	20154657	id-16630	2.11e-06	+	TGAACTCGATAGACTCTCAACAGCAGAGGGAACCA	V_CTCF_BR	15
chr11	20156887	20157037	id-16631	1	+	NA	NONE	3
chr11	20176025	20176175	id-16632	3.91e-06	+	TCTGGGCTCCCATGTCAGGCCTGTAGATGGCATTC	Upstream_CTCF	12
chr11	20265639	20265789	id-16633	4.65e-05	+	ATAATTCTTAATTTACCTGCCACCAGAGGGCCCTG	V_CTCF_BR	39
chr11	20359211	20359361	id-16634	7.73e-06	-	GCCGTAAACTCCGTGGAAAGCACAAGAGGGCGGTG	V_CTCF_BR	40
chr11	20375500	20375650	id-16635	2.43e-06	-	TGACAGTTGCAGCTAGGAAGCACAAGAGGGCGCCA	V_CTCF_BR	40
chr11	20376898	20377048	id-16636	1.64e-05	-	GTGACAGTATACCACGTGGCCACATGGTGGCGATT	V_CTCF_BR	40
chr11	20408714	20408864	id-16637	4.23e-08	+	CAGCGTTTGGCCTCCTCCGCCACCAGAGGGCGTCA	V_CTCF_BR	40
chr11	20418898	20419048	id-16638	6.05e-06	+	TATTGCCATTGCTTCAGATCCAGCAGGGGGAGCTT	V_CTCF_BR	40
chr11	20441975	20442125	id-16639	1.19e-06	-	TATTGCCCCCACTGATCTGACAGGAGGTGGCGCTC	V_CTCF_BR	1
chr11	20465283	20465433	id-16640	1.81e-06	-	CTTGTATTAGCTTTTTCTCCCACTGGATGGCACTC	Upstream_CTCF	37
chr11	20470415	20470565	id-16641	1	+	NA	NONE	4
chr11	20551373	20551523	id-16642	7.15e-05	+	GAGGGACCGTAATGCAAGTCCAGTGGAGGGCATTA	V_CTCF_BR	2
chr11	20614423	20614573	id-16643	5.7e-05	-	AGACCATTTCAAACAACGGCCTGGAGGAGGCCACC	Upstream_CTCF	9
chr11	20631770	20631920	id-16644	1.52e-09	-	CCTGCAATATCCCCTCCCACCACCGGGCGGCAGGA	Upstream_CTCF	40
chr11	20635572	20635722	id-16645	1	+	NA	NONE	3
chr11	20655701	20655851	id-16646	1.08e-05	-	GTTCTGCCTCTCTCCTCTCCCACTGGGAGGCAGTA	UpstreamP1_CTCF	20
chr11	20669641	20669791	id-16647	3.68e-10	+	GCTGTAATTCCCACAGAATCCAGTAGGTGGCACTA	Upstream_CTCF	40
chr11	20693526	20693676	id-16648	4.88e-05	+	GTCACTTGGCACTATTTGAACACTAGAGGCCGCAT	V_CTCF_BR	38
chr11	20694307	20694457	id-16649	1.1e-06	-	AAAAAAAATTCTCTCCTTTCCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr11	20776648	20776798	id-16650	1	+	NA	NONE	19
chr11	20894731	20894881	id-16651	1	+	NA	NONE	21
chr11	20896068	20896218	id-16652	1	+	NA	NONE	5
chr11	21163657	21163807	id-16653	2.28e-05	+	CCATCCCTATAAAATTCTACCAGCTGGGGGCGTCT	Upstream_CTCF	16
chr11	21203556	21203706	id-16654	3.11e-05	+	TTTAACTTTATCACAGCTACCAGATGGTGGAGCTG	V_CTCF_BR	3
chr11	21209129	21209279	id-16655	2.4e-05	-	ATTCACATAGACAACTTGGACAGAAGAGGTCAGAA	V_CTCF_BR	7
chr11	21345302	21345452	id-16656	2.12e-06	-	GCGTTATGCCTTCTGGGGTACAGTAGGGGGCAGAT	UpstreamP1_CTCF	15
chr11	21533510	21533660	id-16657	2.17e-09	-	TGAGGCTTGAGGACCATCGCCACCAGGTGGCACCA	V_CTCF_BR	36
chr11	21535970	21536120	id-16658	1	+	NA	NONE	25
chr11	21765549	21765699	id-16659	1	+	NA	NONE	1
chr11	21833273	21833423	id-16660	1.38e-07	+	CAGCAATTCCAGTAAATGCCCACGATGGGGCAGGA	UpstreamP1_CTCF	12
chr11	21893287	21893437	id-16661	1	+	NA	NONE	9
chr11	21954748	21954898	id-16662	6.73e-07	+	GATTAGTGTTATCTGATTGCCACTAGGGGGAGGAA	UpstreamP1_CTCF	35
chr11	22010123	22010273	id-16663	7.02e-05	-	CTGCTAAAAACAAAACCTTCCAAAAGAGGTCACTA	UpstreamP1_CTCF	9
chr11	22152350	22152500	id-16664	1.96e-07	-	TTGTAGTTTGAGCTATGATCCAGTAGATGGCACTT	UpstreamP1_CTCF	27
chr11	22174407	22174557	id-16665	3.09e-07	-	AGTCCTAATACTTAAAGAGCCAGCAGGGGGAACCC	V_CTCF_BR	18
chr11	22191512	22191662	id-16666	3.4e-06	+	TGTTATCCTTTCTTTGTAAACACTAGAGGGCACTA	V_CTCF_BR	27
chr11	22198850	22199000	id-16667	1.69e-05	+	TTTCAATACCCTGCTTTGGCCTCCAGGGACATCAG	UpstreamP1_CTCF	18
chr11	22213889	22214039	id-16668	5.08e-07	+	AAGGGATGACCTTCCCCCACCTGTAGAGGGCAGAG	V_CTCF_BR	28
chr11	22266644	22266794	id-16669	7.49e-07	+	TTGTAATTTGGTTTACTATCCAGTAGATGGCACTT	UpstreamP1_CTCF	40
chr11	22326012	22326162	id-16670	6.43e-10	-	TTGTATTTCCCCATACTGACCAGCAGGTGGCAATC	UpstreamP1_CTCF	39
chr11	22353448	22353598	id-16671	2.78e-06	+	TAAATATTTTTCGTTTTTACCACTAGCGGGCAGCA	V_CTCF_BR	14
chr11	22355717	22355867	id-16672	6.84e-06	+	AAAATATTAACATATCCTTCCACCAGAGGGCAACA	V_CTCF_BR	32
chr11	22448589	22448739	id-16673	1	+	NA	NONE	22
chr11	22453845	22453995	id-16674	1	+	NA	NONE	8
chr11	22493968	22494118	id-16675	1.56e-06	-	TGGCTCCTGCTGGTTTAGGCCACTGGGAGGCACTG	UpstreamP1_CTCF	29
chr11	22550507	22550657	id-16676	2.81e-05	-	CGCGCACCCTGCGCGAGCCAAAGCAGGGGGAGCCA	V_CTCF_BR	2
chr11	22561646	22561796	id-16677	5.38e-05	-	TCCAGCCTATCTCCTTCTACCACTAGAGTGCACCA	V_CTCF_BR	37
chr11	22646667	22646817	id-16678	1	+	NA	NONE	40
chr11	22655124	22655274	id-16679	4.88e-05	-	GTGCATTTCACTGAAAGCTTCTCCAGCTGCCTCTG	UpstreamP1_CTCF	27
chr11	22681099	22681249	id-16680	2.1e-05	+	CTGTGATGTGGAATCTTCACCACATGGGGCAGCTC	UpstreamP1_CTCF	8
chr11	22688238	22688388	id-16681	1.77e-05	+	GCTGTAGCTGCTGCCGCTGCCGCCAGGCTGGTGGG	Upstream_CTCF	17
chr11	22692482	22692632	id-16682	6.23e-05	+	TGGTCATAGTCAAAGAACACCTCTAGGTGGCATGG	UpstreamP1_CTCF	29
chr11	22751994	22752144	id-16683	8.71e-06	-	ATACGTCAACATGGTTTGAACAGCAGGGGTCAGAG	V_CTCF_BR	23
chr11	22800208	22800358	id-16684	6.75e-05	-	ATTAAATAAGGCATAGAGGACACTAGAGGGCATGT	UpstreamP1_CTCF	20
chr11	22809237	22809387	id-16685	1.09e-07	-	TAGTAGTTATTGAATCTAAGCACTAGGTGGCAGCA	UpstreamP1_CTCF	40
chr11	22851475	22851625	id-16686	1	+	NA	NONE	40
chr11	22869898	22870048	id-16687	1.17e-05	+	CCACTGCACCCCAGCCTGGCCGACAGAGGGAGACT	V_CTCF_BR	32
chr11	22881915	22882065	id-16688	1.93e-05	-	GGTCCAGGACAGGCAGTAGGCGTCAGGGGGCGCCC	Upstream_CTCF	1
chr11	22897590	22897740	id-16689	2.97e-06	+	AACAAAAGTTATTGTTTAGCCAGAAGGTGGAGCTA	V_CTCF_BR	37
chr11	22942607	22942757	id-16690	2.23e-06	+	AGGCATTCATTGCTTCTGCCCACTAGATGTCAGTA	UpstreamP1_CTCF	40
chr11	22950184	22950334	id-16691	9.25e-06	-	AAATGCTTTTGGTCCCTGCTCAGTAGAGGGCACTA	V_CTCF_BR	25
chr11	23035188	23035338	id-16692	9.84e-05	+	CACCCAAAGTCCATAGTTTCCAATAGGGGTCGCTT	V_CTCF_BR	3
chr11	23042958	23043108	id-16693	4.17e-05	+	GAACCAATTGCTCTTCTGGTCACTAGATGGGGCTA	Upstream_CTCF	40
chr11	23135262	23135412	id-16694	2.15e-05	+	ATAAACTGCCGGAGACATAACAGAAGAGGGAGCCC	V_CTCF_BR	38
chr11	23223480	23223630	id-16695	1	+	NA	NONE	7
chr11	23561710	23561860	id-16696	1.41e-09	+	CTGCAGTTCAATCTTCTTTCCAGTAGATGGCACTT	UpstreamP1_CTCF	40
chr11	23575683	23575833	id-16697	5.08e-07	-	AAATTTGCCACATTATCTACCTCCAGAGGGCACCA	V_CTCF_BR	23
chr11	23702315	23702465	id-16698	1.24e-05	-	AAGAAGGCTTTGAACAGGGCCGCCAGGGGGCATGT	V_CTCF_BR	2
chr11	23855980	23856130	id-16699	2.11e-06	+	GGGAAAGAGACTGGAATGGCCAGTTGGTGGAGCAG	V_CTCF_BR	23
chr11	23992325	23992475	id-16700	1	+	NA	NONE	5
chr11	23993858	23994008	id-16701	1	+	NA	NONE	7
chr11	24177480	24177630	id-16702	2.02e-06	-	ATGCCTTTTCTGGGCCAGTCCTGTAGAGGGAGGCA	UpstreamP1_CTCF	13
chr11	24256820	24256970	id-16703	1	+	NA	NONE	23
chr11	24408218	24408368	id-16704	1.1e-05	-	AAACTTTCCCCTTAGATTTCCACAAGGGGGCATCC	V_CTCF_BR	37
chr11	24458780	24458930	id-16705	5.34e-06	+	TCAATGCTGACACTATCTACCTGGAGATGGCAGTA	V_CTCF_BR	10
chr11	24505330	24505480	id-16706	1	+	NA	NONE	2
chr11	24518700	24518850	id-16707	1.63e-05	-	GCTGAATTTCATGCTGCTGCCTGCCGGGGTCCTCC	Upstream_CTCF	21
chr11	24529653	24529803	id-16708	8.59e-05	+	CAGTGGAGTCTAAATTCAAAGGCCAGGTGGCACTA	V_CTCF_BR	4
chr11	24530786	24530936	id-16709	5.86e-07	+	ACTGTTCTTCCACTGGTAATCAGAAGATGGCACTG	Upstream_CTCF	27
chr11	24537350	24537500	id-16710	1	+	NA	NONE	9
chr11	24580249	24580399	id-16711	1.18e-05	+	TTGCTCTTTGATTCTTCTGCCACATGAGGACAGTG	UpstreamP1_CTCF	5
chr11	24634435	24634585	id-16712	1	+	NA	NONE	5
chr11	24639522	24639672	id-16713	8.99e-05	-	ATGAGGAGTTCCCTTTTTTCCACAGGGTGTCAGTG	V_CTCF_BR	23
chr11	24757614	24757764	id-16714	7.11e-06	+	TGTCCTGTTCCCTAGATTGCCTCTAGATGTCAGAA	Upstream_CTCF	13
chr11	24801468	24801618	id-16715	5.34e-06	+	GACATATTCTCCCGTAGGGCCTCTGGAGGGAGCTC	V_CTCF_BR	26
chr11	24802995	24803145	id-16716	3.22e-05	+	CTGAAAGTTGCAGAAGACAACACTAGATGGAGTAA	UpstreamP1_CTCF	13
chr11	24866498	24866648	id-16717	2.97e-06	-	TGGCCCTCCTCTCACAGCTCCACTAGGTGGTGCTG	V_CTCF_BR	12
chr11	25202287	25202437	id-16718	7.82e-06	-	AATTAGTTCAGGCTTATTTCCACCAGGGGGATACT	UpstreamP1_CTCF	3
chr11	25755431	25755581	id-16719	2.96e-05	-	CCTATAAATACCACTTTAAACTCCAGAGGGCAATA	V_CTCF_BR	21
chr11	25756270	25756420	id-16720	2.78e-06	-	AATTAGAAGAGCTGGGTTGCCTATAGAGGGCGCCA	V_CTCF_BR	29
chr11	25822695	25822845	id-16721	1	+	NA	NONE	1
chr11	25860891	25861041	id-16722	1	+	NA	NONE	16
chr11	25983224	25983374	id-16723	1	+	NA	NONE	21
chr11	25992763	25992913	id-16724	4.65e-05	-	TCACTGTATGCCTATTTAGCCACAAGGGGCAGGAT	V_CTCF_BR	37
chr11	26003673	26003823	id-16725	1	+	NA	NONE	39
chr11	26049544	26049694	id-16726	6.19e-06	+	ACTCAGTTCAGACACTCAGACACCAGAGGGCTTTG	UpstreamP1_CTCF	6
chr11	26117007	26117157	id-16727	1.04e-05	+	AGGTGTAGAAGAGAAAGAGACGGAAGGGGGCAGTA	V_CTCF_BR	7
chr11	26156629	26156779	id-16728	1.24e-05	-	GCAGCAAACACAGATCGTGTCAGAAGATGGCAGTA	V_CTCF_BR	37
chr11	26236882	26237032	id-16729	1	+	NA	NONE	15
chr11	26248884	26249034	id-16730	5.41e-06	-	CATGCATACTCAACCATGACCAAGAGATGGTGGTA	Upstream_CTCF	34
chr11	26298491	26298641	id-16731	1.37e-08	-	AGTGCAATATGAATGGCAGCCACTAGAGGGCAAGC	Upstream_CTCF	40
chr11	26300041	26300191	id-16732	7.27e-06	+	AGGCTCAAGCTGGGAGCCACCAATAGATGGCTCTC	V_CTCF_BR	19
chr11	26306531	26306681	id-16733	1.38e-06	+	CGCCTTTACTTCAGAATTTCCACTAGGGGGAGCTA	V_CTCF_BR	39
chr11	26308139	26308289	id-16734	1.3e-07	+	CTGCATCTCTAACACTCTCCCAGAAGATGGCGATA	UpstreamP1_CTCF	40
chr11	26318817	26318967	id-16735	9.62e-05	+	CTGTCAGTATCACAAATAACCAGTGAGTGTCGCTG	UpstreamP1_CTCF	40
chr11	26353535	26353685	id-16736	1.28e-06	+	GGGGTTGTTCCCAGAGTAGCCGCTAAGGGGAGCCG	Upstream_CTCF	38
chr11	26492648	26492798	id-16737	3.22e-05	+	GTTTATTGCCCAAGTCTGTAAGCTAGGTGGAACCA	UpstreamP1_CTCF	8
chr11	26544570	26544720	id-16738	6.46e-07	+	GGGGAAGCAAGCACCTTTTCCACAAGGTGGCAGTA	V_CTCF_BR	36
chr11	26572859	26573009	id-16739	6.8e-06	-	TTTCTTTGACTTTACTTAACCACTAGAGGGAGAGA	UpstreamP1_CTCF	32
chr11	26671442	26671592	id-16740	2.83e-07	-	TCAATCTCATTTTCACCTGCCACTAGGTGGCAGTG	V_CTCF_BR	40
chr11	26699776	26699926	id-16741	1.56e-05	+	AGGGTTTTTCATACTCAGGCCTCTGGGGGGCATGT	Upstream_CTCF	11
chr11	26775537	26775687	id-16742	1.67e-07	+	GAAAGCACGGTCTAAGAGACCACCAGATGGCAGCC	V_CTCF_BR	40
chr11	26927044	26927194	id-16743	1	+	NA	NONE	11
chr11	26971941	26972091	id-16744	1	+	NA	NONE	5
chr11	26998887	26999037	id-16745	1	+	NA	NONE	3
chr11	27015654	27015804	id-16746	7.44e-05	-	TCGGAGTTTCCCCTTGCTCCCGGGAGATGGAGTGT	Upstream_CTCF	15
chr11	27016268	27016418	id-16747	1.48e-06	+	AGGAGTTCACCGTGCTGGGCCGCCAGGTGGAGGAT	V_CTCF_BR	13
chr11	27061561	27061711	id-16748	3.12e-08	+	CTGCTGTTGTTTTCACTGGCCAGTGGGTGTCAGTA	UpstreamP1_CTCF	29
chr11	27143873	27144023	id-16749	1	+	NA	NONE	6
chr11	27146542	27146692	id-16750	3.11e-05	-	TATCTTAGTATTGAGTCTTCCAGAAGATGGTGCTG	V_CTCF_BR	24
chr11	27180443	27180593	id-16751	1.9e-06	-	GGTTAATTTCCAGGGCAAACCACTAGATGGAGGCC	Upstream_CTCF	40
chr11	27205604	27205754	id-16752	3.28e-05	+	TTGACTTATTGGTTTTCTGCCACTGGAGGGCGTGC	V_CTCF_BR	40
chr11	27226220	27226370	id-16753	7.8e-08	+	AGAAAGGTTCAGCAGCCAGCCAGAAGGGGGCGGGG	V_CTCF_BR	37
chr11	27233048	27233198	id-16754	3e-08	-	CTAGCATTCCCTGGCAACACCACAAGGGGGCAGAC	Upstream_CTCF	39
chr11	27255853	27256003	id-16755	2.96e-05	-	CGCACATGTGTGATTCAAGCCCCAAGAGGGCTGTG	V_CTCF_BR	29
chr11	27318066	27318216	id-16756	1.17e-05	-	AGTTGGTGTATGTTCTTGGTCACTAGAGGGAGCCT	V_CTCF_BR	40
chr11	27326216	27326366	id-16757	1.1e-06	-	AGGAGCAGACACTTCCAAGCCTGCAGGGGGAGCAG	V_CTCF_BR	17
chr11	27405322	27405472	id-16758	1.29e-05	+	GTGCAATGTACAGTTGAAACAGCCAGAGGTCTCAA	UpstreamP1_CTCF	12
chr11	27412038	27412188	id-16759	1	+	NA	NONE	8
chr11	27419660	27419810	id-16760	3.24e-06	-	AGCGCAGTTCCTGCATTTTCCCCCTGCTGGAAGGG	Upstream_CTCF	6
chr11	27437204	27437354	id-16761	1	+	NA	NONE	5
chr11	27471911	27472061	id-16762	1	+	NA	NONE	6
chr11	27507574	27507724	id-16763	5.41e-06	-	CCTACCTTTTCACATTTGACCACAAGGTGACGCCA	Upstream_CTCF	40
chr11	27518932	27519082	id-16764	1.06e-05	-	TGAGAAATATTTCATTTGTCCACTGGATGTCACTA	Upstream_CTCF	39
chr11	27520781	27520931	id-16765	5.89e-08	-	TTGTAGTGATCTGTTGTGACCACCTGGGGGCGTAT	UpstreamP1_CTCF	39
chr11	27528062	27528212	id-16766	5.26e-07	-	CACGCTGTCCCTTGTGCCGGCGCCAGAGGCCGCCG	Upstream_CTCF	28
chr11	27545884	27546034	id-16767	1	+	NA	NONE	38
chr11	27550379	27550529	id-16768	1.48e-06	+	TTTTATTTCCTTCTGTCTGCCACCAGCTGGAGCTA	V_CTCF_BR	19
chr11	27620849	27620999	id-16769	1	+	NA	NONE	4
chr11	27664621	27664771	id-16770	1	+	NA	NONE	24
chr11	27716669	27716819	id-16771	3.11e-05	+	GTAAAGCTGGTGATTTTGTTCTCTAGGTGGCACTA	V_CTCF_BR	39
chr11	27720607	27720757	id-16772	1.87e-09	+	GCTGCTCTTGGCAGCATGGCCGGCAGAGGGCACCC	V_CTCF_BR	40
chr11	27723118	27723268	id-16773	2.11e-06	+	TGGGAAAGTGGGTGGGAGTCCACGAGAGGGCTCCA	V_CTCF_BR	34
chr11	27725176	27725326	id-16774	1	+	NA	NONE	15
chr11	27727522	27727672	id-16775	5.12e-07	-	CATCACTACCACCCCCTGGCCACTAGGGGCATGTT	UpstreamP1_CTCF	40
chr11	27738522	27738672	id-16776	6.15e-05	-	TTTCCTTTTCCTGGCCTGTCCTCTAGGGGAAGCTT	Upstream_CTCF	33
chr11	27739016	27739166	id-16777	1	+	NA	NONE	36
chr11	27741940	27742090	id-16778	8.64e-05	+	GAGTCTATTCCAGCCTACACCGCTAGGAAGCCAAC	Upstream_CTCF	30
chr11	27744767	27744917	id-16779	1	+	NA	NONE	10
chr11	27745356	27745506	id-16780	1.17e-05	+	TTGTCCATCCATGAATTAGCCAGCAGATGCTGCCC	V_CTCF_BR	27
chr11	27861172	27861322	id-16781	2.6e-07	+	ATTCTATCACTTCCAGTTGCCAGTAGGTGGCACAA	V_CTCF_BR	39
chr11	27870064	27870214	id-16782	5.38e-05	+	GGATGGATTTACATATCCAACACCAGGAGGCTGTG	V_CTCF_BR	2
chr11	27931047	27931197	id-16783	1	+	NA	NONE	7
chr11	28131774	28131924	id-16784	8.21e-05	+	TGTCCGTCCTTACAAGTTTCCCCCAGGGGCAGGAC	V_CTCF_BR	12
chr11	28131926	28132076	id-16785	1	+	NA	NONE	13
chr11	28405029	28405179	id-16786	1	+	NA	NONE	3
chr11	28485364	28485514	id-16787	1.39e-05	+	AGTAACATGGGTACTTCTACCACTGGGTGGAACTA	V_CTCF_BR	5
chr11	28491819	28491969	id-16788	9.31e-05	-	GTCACTTTACCACACCTGGCCACAAGAGGGTCAGG	Upstream_CTCF	5
chr11	28507323	28507473	id-16789	1	+	NA	NONE	4
chr11	28509258	28509408	id-16790	4.01e-05	-	ATTGTAGTGCCACAGATGGCCAAGGAAAGGAGCTA	Upstream_CTCF	14
chr11	28551257	28551407	id-16791	4.68e-07	-	AATTTAAATGACATTTTGTCCACCAGAGGGCACTC	V_CTCF_BR	37
chr11	28603557	28603707	id-16792	7.16e-08	+	TCCGCATTTCTCGTTCCTGCCACCAGGTGAAGGAC	Upstream_CTCF	25
chr11	28696021	28696171	id-16793	1.38e-08	-	CACAGCTCTGGCATGTGGACCACCAGGTGGCACTA	V_CTCF_BR	37
chr11	28719586	28719736	id-16794	4.89e-09	-	GAGGTACTGTCACCAGATGCCAGCAGGGGGCAGCA	Upstream_CTCF	39
chr11	28720104	28720254	id-16795	2e-06	-	AGTGAAGTGCCATCTTTGCCCTCTAGGGGCTCAGG	Upstream_CTCF	35
chr11	29027057	29027207	id-16796	7.73e-06	-	GACTCACAGTTAAGAGCTGCCAGCTGGGGGCATAA	V_CTCF_BR	14
chr11	29040244	29040394	id-16797	8.21e-05	+	TGCCATTCTTTGGCAGTATACTGAAGGGGTCAGCA	V_CTCF_BR	15
chr11	29041983	29042133	id-16798	5.37e-06	-	GCGCAATTCAATGGCCCAGCAGCCAGGGGGCTGAT	UpstreamP1_CTCF	38
chr11	29129326	29129476	id-16799	1	+	NA	NONE	10
chr11	29181239	29181389	id-16800	2.18e-07	-	GCTGTAATTACAGTCATGGCCATAAGGGAGCAGCA	Upstream_CTCF	40
chr11	29282565	29282715	id-16801	1.09e-07	+	GTGCACTTCAACCTACAGGCCAGTAGATGAAGCTT	UpstreamP1_CTCF	27
chr11	29293705	29293855	id-16802	7.73e-06	+	GCCACATCCCATCCTCTACCCACTAGATGTCAGTA	V_CTCF_BR	38
chr11	29329256	29329406	id-16803	2.27e-05	+	TGCAGAGCTTCCATGCCCTCTTGTAGGGGGCGCAC	V_CTCF_BR	0
chr11	29350616	29350766	id-16804	8.21e-06	-	TCATTTCAATGATGTTATGCCACTAGATGGCTCCA	V_CTCF_BR	40
chr11	29355878	29356028	id-16805	4.01e-05	-	TAAAACTTTCTCCTTTTATCCACATGATGGCAGTA	V_CTCF_BR	36
chr11	29359653	29359803	id-16806	5.08e-05	+	CAGGTAGTACTAAAGGAGAAAGGAAGAGGGAGCTA	Upstream_CTCF	8
chr11	29365393	29365543	id-16807	2.11e-06	+	TCTGTGCATACGCAGTGCTCCGCTAGGTGGCAGCA	V_CTCF_BR	39
chr11	29454390	29454540	id-16808	4.24e-07	+	TTTTTAATTTTGGATGGTACCACTAGGTGGCAGCA	Upstream_CTCF	40
chr11	29470177	29470327	id-16809	5.97e-08	+	CCTGCCATGCTCCAAAGGACCAGAAGACGGCAGAA	Upstream_CTCF	35
chr11	29540450	29540600	id-16810	2.02e-06	+	CTGCCCTGTAAGTTTTGCGCCACTAGATGGCCTAC	UpstreamP1_CTCF	25
chr11	29549307	29549457	id-16811	2.86e-06	+	CTGCCCTGTACATTTCATGCCACTAGATGGCCAAT	UpstreamP1_CTCF	37
chr11	29655922	29656072	id-16812	6.18e-07	+	CAAGCAACTCCTCTCCTGACCACTAGTGGACAATA	Upstream_CTCF	26
chr11	29866649	29866799	id-16813	4.01e-05	+	CAGTGAAAAAAATTTCAAGCCACTAGAGGGAATCA	V_CTCF_BR	2
chr11	29983932	29984082	id-16814	1.72e-06	+	CAAGCAGTTCCAAGACCGGCCACTAGGCAATGTAG	Upstream_CTCF	34
chr11	30038564	30038714	id-16815	5.63e-06	-	CTGCACCCGCCCCGCCGCGCCGGGAGGCGCCCCTG	UpstreamP1_CTCF	13
chr11	30048530	30048680	id-16816	1.21e-05	-	GGTGCATCGTTCACAGTAGCCTCTAGGTGCATTTG	Upstream_CTCF	0
chr11	30068187	30068337	id-16817	2.2e-07	+	CAGCAATTCCAGAAAATGTCCGAAAGGGGGCAAAA	UpstreamP1_CTCF	10
chr11	30070890	30071040	id-16818	1.32e-05	-	TGTTTACTTGTAAAGCCTTCCAATAGGGGTCACTC	Upstream_CTCF	7
chr11	30122164	30122314	id-16819	1	+	NA	NONE	5
chr11	30141716	30141866	id-16820	3.11e-05	-	CCGAGCAGAAGTTGCATGGCCATCTGAGGGCAGCG	V_CTCF_BR	1
chr11	30149992	30150142	id-16821	2.6e-06	+	CAACATTTGCAAGTGATCACCTCTAGAGGGAGCTA	V_CTCF_BR	39
chr11	30153230	30153380	id-16822	1	+	NA	NONE	15
chr11	30164770	30164920	id-16823	6.94e-09	-	TGTGCAGTAATTTTAATCTCCACTAGATGGCACTG	Upstream_CTCF	40
chr11	30218268	30218418	id-16824	2.19e-08	-	GTGAGCTTTGGGAAGGTGGCCACGAGGTGGCAGTG	V_CTCF_BR	40
chr11	30247305	30247455	id-16825	2.27e-06	+	TTCCTCACAAAAGCTGGGACCACCAGGAGGAGCTG	V_CTCF_BR	11
chr11	30262803	30262953	id-16826	6.67e-08	-	ATGTACTTTATCAGCGGGACCAGTAGGAGGCACTA	UpstreamP1_CTCF	19
chr11	30336293	30336443	id-16827	7.54e-08	-	GAGCAATACTGCCTAAAAGCCAGCAGAGGGAGAAC	UpstreamP1_CTCF	40
chr11	30355071	30355221	id-16828	5.08e-07	-	GAGAGAGTCTAGAGAACAGCCAGTAGGTGGAGCAG	V_CTCF_BR	40
chr11	30367754	30367904	id-16829	4.14e-06	+	TTGAATGATACCCATCTGTCCAGAAGAGGGCGATA	V_CTCF_BR	38
chr11	30369741	30369891	id-16830	5.13e-05	+	TCTAGTCTGCTCATCCCTGCCTCCTGTGGGAAATC	V_CTCF_BR	1
chr11	30374416	30374566	id-16831	1	+	NA	NONE	5
chr11	30466662	30466812	id-16832	5.92e-05	+	GCTGGCTTCAGGACAATGTCCACTAGGAGACTCCC	Upstream_CTCF	4
chr11	30607843	30607993	id-16833	3.73e-06	+	GGTGCAGTGACAGGGACTGCCACTGGGGTCAAAGG	Upstream_CTCF	24
chr11	30639446	30639596	id-16834	1.03e-05	+	AGGAAGTAGCTTTAGTAGTCCACTAGGGGTAGGGA	UpstreamP1_CTCF	12
chr11	30675306	30675456	id-16835	1	+	NA	NONE	4
chr11	30757604	30757754	id-16836	3.45e-05	+	CAGTGGTTTGTCTAATGTCCCACATGAGGGAGCCA	V_CTCF_BR	5
chr11	30796794	30796944	id-16837	3.91e-06	-	TTGGCAATACTTCTCAGTTCCTCTAGAGGTGGCAG	Upstream_CTCF	7
chr11	30877061	30877211	id-16838	3.97e-05	-	ATTTTGTATGTAATATAGCCCACTAGGTGGCATAT	UpstreamP1_CTCF	28
chr11	30898683	30898833	id-16839	2.91e-05	-	AAGGCAGTATATCATTTCTACTGAAGGGGGCTCTT	Upstream_CTCF	1
chr11	30935831	30935981	id-16840	6.64e-05	-	GAGGGAGGTTGCACAAGCTTCAGCAGGCGGCAGCA	Upstream_CTCF	39
chr11	30939538	30939688	id-16841	5.67e-06	-	GCTGTGCGTTTTATTTTTAACACAAGATGGCGCTG	Upstream_CTCF	39
chr11	30982058	30982208	id-16842	4.5e-05	+	TCCTAATTCTTAAAAGCTAGCACTAGGTGGAGACA	UpstreamP1_CTCF	39
chr11	31066994	31067144	id-16843	7.27e-06	-	AAACGAATTCCTGGTTCTAACAGCAGGTGGAGGTA	V_CTCF_BR	31
chr11	31128641	31128791	id-16844	2.15e-05	+	AATGAGCATGGGCTTTTAACCAGCAGGGGGGGCCA	V_CTCF_BR	39
chr11	31182144	31182294	id-16845	3.48e-06	+	ATGTTAGTACCTGATTCCACCAGCAGGTGCTACTT	UpstreamP1_CTCF	35
chr11	31255104	31255254	id-16846	1.92e-06	+	CTGAAGGGCCTAAAGGTGTCCACCTGGTGGTTGGA	UpstreamP1_CTCF	33
chr11	31257724	31257874	id-16847	1	+	NA	NONE	33
chr11	31261975	31262125	id-16848	8.79e-07	+	TTGTTCTTTTCCAAACTCGACAGCAGGAGGTGCTG	UpstreamP1_CTCF	39
chr11	31305329	31305479	id-16849	1	+	NA	NONE	9
chr11	31362617	31362767	id-16850	3.73e-09	+	CTGCAGGTGACTCTGGCTTCCAGAAGGGGGCAGCA	UpstreamP1_CTCF	39
chr11	31390506	31390656	id-16851	1	+	NA	NONE	23
chr11	31409029	31409179	id-16852	1	+	NA	NONE	6
chr11	31418914	31419064	id-16853	1	+	NA	NONE	39
chr11	31509523	31509673	id-16854	1	+	NA	NONE	39
chr11	31663139	31663289	id-16855	3.6e-07	+	CAAGCAGGTGAGGACCTTGCCAGCAGAGGGAGTAG	Upstream_CTCF	40
chr11	31820321	31820471	id-16856	7.02e-05	-	AAGCCGAGGACAGCAGCTTCCACCAGAGGTGGCGC	UpstreamP1_CTCF	32
chr11	31837660	31837810	id-16857	2.38e-07	-	AACCCAACGCCCCTCCGGGGCAGAAGGGGGCAGCG	V_CTCF_BR	6
chr11	31855923	31856073	id-16858	2.1e-05	+	GTGACATGGAGAGAAGCTACCACCTGAGGGGGCTG	UpstreamP1_CTCF	16
chr11	31892727	31892877	id-16859	1.92e-05	-	GGTCTCTATTCAAATGCAAACACCAGGAGGCGCCT	UpstreamP1_CTCF	40
chr11	31908852	31909002	id-16860	5.01e-06	-	ATATGAATGAAAATCAGCACCTGGAGAGGGCGCTC	V_CTCF_BR	33
chr11	31937531	31937681	id-16861	1	+	NA	NONE	10
chr11	31964707	31964857	id-16862	2.5e-05	-	GGGCTGAGCATGTAGCCTACCAGCAGGAGGACCAG	UpstreamP1_CTCF	4
chr11	31979788	31979938	id-16863	1.04e-07	-	GCCTTGGCCGGCCAGGCTACCGGGAGGTGGCGCTG	V_CTCF_BR	40
chr11	32019626	32019776	id-16864	1	+	NA	NONE	20
chr11	32028462	32028612	id-16865	8.34e-07	-	CTGATTTTGCTATCTCTGTCCAACAGAGGGCAGTC	UpstreamP1_CTCF	40
chr11	32073793	32073943	id-16866	1.59e-06	+	CAAATACTTTTTCAATCTTCCAGCAGGTGGCGCAA	V_CTCF_BR	40
chr11	32093456	32093606	id-16867	1.15e-06	-	CTGGTCATTCAGCAAGCTTCCAGTAGGGGCCACTG	Upstream_CTCF	40
chr11	32137091	32137241	id-16868	2.1e-06	+	GTAGGAGCTATCCCAGTGAACAGTAGGGGGAAGAG	Upstream_CTCF	20
chr11	32175990	32176140	id-16869	4.65e-05	-	CTCCAGAAATGTCCAAGTGTCCCTAGGGGGCAGAA	V_CTCF_BR	36
chr11	32189132	32189282	id-16870	1	+	NA	NONE	19
chr11	32195098	32195248	id-16871	5.9e-06	-	CTGAGATTTAATAGGCAGGACAGCAGGAGGCAGCA	UpstreamP1_CTCF	40
chr11	32197862	32198012	id-16872	3.65e-07	-	AAACATGGACCACCTTTGCCCACTAGAGGGCACAA	V_CTCF_BR	40
chr11	32210454	32210604	id-16873	1.21e-05	-	TCTGAAGCTCTCTGTTTACACTCTAGAGGGAGACT	Upstream_CTCF	36
chr11	32236805	32236955	id-16874	1	+	NA	NONE	15
chr11	32253562	32253712	id-16875	1.9e-06	-	GAGGCAATTGCAAAGCTCACCTCTGGGTGTCACTG	Upstream_CTCF	40
chr11	32283505	32283655	id-16876	2.6e-06	-	CCAACCTTTCTTGGTATGACCAGAAGATGGCACAT	V_CTCF_BR	4
chr11	32289254	32289404	id-16877	1	+	NA	NONE	2
chr11	32301311	32301461	id-16878	8.46e-07	+	CATGCAAAAACTACTGCTGCCAGCGGGTGGGGGTA	Upstream_CTCF	30
chr11	32309938	32310088	id-16879	1	+	NA	NONE	27
chr11	32319248	32319398	id-16880	9.78e-07	-	ATGTAGTTTAAAAAAGTATCCACTTGGGGGAGCTT	UpstreamP1_CTCF	37
chr11	32321641	32321791	id-16881	1	+	NA	NONE	1
chr11	32334523	32334673	id-16882	1.03e-06	+	ATGAATGTTTCCCAAAGAACCACTAGAGGGCAGAG	V_CTCF_BR	40
chr11	32345184	32345334	id-16883	2.11e-06	+	TGTTAAATATTGCATCAAGCCACAAGGGGGCACAG	V_CTCF_BR	40
chr11	32354878	32355028	id-16884	2.81e-05	-	ATTCCCTCTAGAAAACACGCCGGAAGGGGGAGCTT	V_CTCF_BR	31
chr11	32356473	32356623	id-16885	3.63e-08	-	GCTGTCACACTGGCCCTTGCCAGTAGAGGGCAGCT	Upstream_CTCF	40
chr11	32395875	32396025	id-16886	1.03e-06	+	AGCGCCACGATAAGCTTTGTCAGTAGAGGGCGCTG	V_CTCF_BR	40
chr11	32407632	32407782	id-16887	1.24e-05	+	TGGAAGAGTCTGGGAAGATCCAGCAGAGGGAGTTG	V_CTCF_BR	40
chr11	32426871	32427021	id-16888	2.81e-05	+	CGGGTCAAATAAAACACACACTCTAGATGGCACCA	V_CTCF_BR	10
chr11	32452769	32452919	id-16889	3.63e-06	+	AATACCCTCTCCTGTGTGACCGGAAGAGGGAGCCT	V_CTCF_BR	27
chr11	32456147	32456297	id-16890	3.4e-06	+	CCCTGGCGCCACTGCCCCGCGCGTAGGGGGCGCTC	V_CTCF_BR	13
chr11	32458335	32458485	id-16891	2.04e-05	+	TGCGTATAAAATCCCAGGGGCGCCAGGAGGCAGCA	V_CTCF_BR	2
chr11	32469873	32470023	id-16892	4.21e-05	+	AGGTTTAGCAACAAGGATACCCGAAGGGGGAGCTC	V_CTCF_BR	37
chr11	32493232	32493382	id-16893	1.32e-05	-	GCTGGGATTGCAGGCGTGAGCCACTGGGGGCACCC	Upstream_CTCF	10
chr11	32508947	32509097	id-16894	1.13e-05	+	GAGCACATGCAGCCTCTCCCCACTAGGTGCTGTCC	UpstreamP1_CTCF	39
chr11	32511141	32511291	id-16895	2.81e-06	-	CATGCACTTGTAGTCCTAGCCACTAGGGAGGTTAA	Upstream_CTCF	15
chr11	32549204	32549354	id-16896	1	+	NA	NONE	7
chr11	32583530	32583680	id-16897	1.73e-05	-	CACGGGTAAGAGGAAGCTGTCAGATGGGGGCAGTG	V_CTCF_BR	14
chr11	32608222	32608372	id-16898	1.64e-06	+	TTTGCTGTATGCTGGAAGTCCAGCAGGGTGCAGAC	Upstream_CTCF	39
chr11	32637087	32637237	id-16899	4.21e-05	-	TCAAACTCAGGCTGAACAACCACTTGGTGGAGATG	V_CTCF_BR	35
chr11	32681331	32681481	id-16900	1	+	NA	NONE	11
chr11	32735163	32735313	id-16901	5.68e-06	+	CAGGACACTTTCAGGACAGACACTTGGTGGCACCA	V_CTCF_BR	36
chr11	32771211	32771361	id-16902	1.03e-06	+	TGTCACTGCAGCCGCATCTGCACTAGGGGGCACCA	UpstreamP1_CTCF	40
chr11	32773042	32773192	id-16903	8.71e-06	+	AGACACCGGCTGGGTTCCGCCTGGTGTTGGCAGCA	V_CTCF_BR	9
chr11	32814533	32814683	id-16904	1.43e-05	-	ATTTTTAAATTCCGAGTGTCCACCAGGCGGCAGCA	Upstream_CTCF	40
chr11	32830884	32831034	id-16905	4.14e-06	+	GAGGAAGAGTCTGGTTAGGACGCTAGGGGGCGGAG	V_CTCF_BR	40
chr11	32862635	32862785	id-16906	1	+	NA	NONE	6
chr11	32880410	32880560	id-16907	3.84e-06	-	CTGTTGTTCCACATCCTCACCAGCAGGATGTTTTG	UpstreamP1_CTCF	29
chr11	32892370	32892520	id-16908	4.7e-08	+	GGAAACCAGGCAGGCTAGACCACCAGAGGGCACAC	V_CTCF_BR	40
chr11	32906447	32906597	id-16909	7.46e-06	+	CTGTATGTGTATAGCAGAGCCTCTAGAGGGAGCAT	UpstreamP1_CTCF	40
chr11	32914902	32915052	id-16910	4.14e-06	-	CCCCCGAGCTGGCCGAGGGCGAGCGGAGGGCTCCC	V_CTCF_BR	38
chr11	32915153	32915303	id-16911	2.6e-06	+	CCAGGATTGGCGCCGGGGGTCCGAAGGGGGCGCCG	V_CTCF_BR	29
chr11	32982241	32982391	id-16912	1.71e-06	+	CCCTTGGTAATTTGAGTGACCACTAGGTGTCACTA	V_CTCF_BR	39
chr11	33060916	33061066	id-16913	1	+	NA	NONE	7
chr11	33071416	33071566	id-16914	1	+	NA	NONE	2
chr11	33085965	33086115	id-16915	5.38e-05	+	TTCTCCTTCCCTCAGCCACACGGGTGGGGGCGCTG	V_CTCF_BR	1
chr11	33087246	33087396	id-16916	1.01e-09	-	AGCTGCAGGTCCAGGTTGGCCAGCAGAGGGCGGGA	V_CTCF_BR	40
chr11	33111515	33111665	id-16917	1	+	NA	NONE	15
chr11	33167277	33167427	id-16918	1	+	NA	NONE	11
chr11	33182985	33183135	id-16919	1	+	NA	NONE	38
chr11	33187878	33188028	id-16920	1.3e-07	+	TTGCAATGTTTCCATGAATCCCCCAGGTGGCAGAC	UpstreamP1_CTCF	39
chr11	33278771	33278921	id-16921	3.36e-05	-	CCGCAGCGCCACCGCCCGCCCGGCAGCGCTGCGCG	UpstreamP1_CTCF	29
chr11	33280000	33280150	id-16922	1.29e-05	+	CCGCGGCTCCGCGTCCCCAGCGGCGGCGGGAGGAA	UpstreamP1_CTCF	38
chr11	33341617	33341767	id-16923	1	+	NA	NONE	8
chr11	33345129	33345279	id-16924	1	+	NA	NONE	13
chr11	33351400	33351550	id-16925	2.04e-05	-	ACAAATCAACTTGAAATTGCCACTAGAGGGTGTCC	V_CTCF_BR	40
chr11	33366298	33366448	id-16926	1	+	NA	NONE	22
chr11	33384022	33384172	id-16927	4.58e-08	+	TTGCTATGTTGTATTATGGCCAGCAGGGGGGGAAG	UpstreamP1_CTCF	36
chr11	33392784	33392934	id-16928	1	+	NA	NONE	12
chr11	33397405	33397555	id-16929	1.18e-05	+	CTCCGCTGCGCGGGAGCCGCCGGGAGGGGTCCCCC	UpstreamP1_CTCF	13
chr11	33467198	33467348	id-16930	1.5e-05	+	GCTTCAGTTCCCTCATTGTCAGCGTGGGGACAGTA	Upstream_CTCF	4
chr11	33474592	33474742	id-16931	1	+	NA	NONE	5
chr11	33547533	33547683	id-16932	1	+	NA	NONE	1
chr11	33553902	33554052	id-16933	3.5e-05	+	CAGTAGTAACACTTTTTGACCACTATGTGCTGTAT	UpstreamP1_CTCF	8
chr11	33555404	33555554	id-16934	7.44e-06	-	TTTGGACCGACAGTATTTCCCACAAGGGGGAATTA	Upstream_CTCF	3
chr11	33564619	33564769	id-16935	1.15e-07	+	GCCAGAAATGCCCACTCTTCCAGCAGAGGGCAGTG	V_CTCF_BR	40
chr11	33567831	33567981	id-16936	1.39e-05	+	CCCTGCTCCATTCCACTCTCCTCTGGGTGGCAGGC	V_CTCF_BR	4
chr11	33653069	33653219	id-16937	3.84e-06	-	CAGCCAGGAGCAGGTTTGACCACCAGGGGACATCT	UpstreamP1_CTCF	17
chr11	33657733	33657883	id-16938	1	+	NA	NONE	4
chr11	33680301	33680451	id-16939	5.38e-05	-	CAGGGCCTCTGGACATCTGCGTGAAGGAGGCGCTG	V_CTCF_BR	3
chr11	33692261	33692411	id-16940	1	+	NA	NONE	5
chr11	33693603	33693753	id-16941	1	+	NA	NONE	19
chr11	33704046	33704196	id-16942	3.18e-06	-	CCCTGACAACCTGCCTGACACAGCAGAGGGAGCCA	V_CTCF_BR	34
chr11	33709552	33709702	id-16943	7.55e-07	-	ATTTCTCTTATAGTGGGATCCACCAGGTGGCAGCA	V_CTCF_BR	40
chr11	33718367	33718517	id-16944	8.9e-05	+	CCCCTGCTACACAGCTTCTCCACCAGGAGGTCTAC	UpstreamP1_CTCF	2
chr11	33725885	33726035	id-16945	2.12e-06	-	CTGCATTTTCCTCATTCATCCACCAGGGCTTAATG	UpstreamP1_CTCF	31
chr11	33737872	33738022	id-16946	1.26e-05	+	TCACCATTTCTTGATGTTGACACTGGGGGGAGCTG	Upstream_CTCF	40
chr11	33764144	33764294	id-16947	5.65e-05	-	TGACAGTGCATAAAAGTTACCAGTAGAGGTCATAC	V_CTCF_BR	37
chr11	33794006	33794156	id-16948	1	+	NA	NONE	5
chr11	33802200	33802350	id-16949	9.66e-05	-	TCTGTAATTCCATCTGAATAAGATAGGAGGCTCCA	Upstream_CTCF	13
chr11	33829891	33830041	id-16950	1.52e-09	+	CCTGAAGTGAGCAATCTGACCACCAGGGGGCAGCA	Upstream_CTCF	40
chr11	33851187	33851337	id-16951	3.86e-05	-	CCTGCCACCACCATTTTGGCCACACAGGGGCACTG	Upstream_CTCF	40
chr11	33856902	33857052	id-16952	1	+	NA	NONE	8
chr11	33857107	33857257	id-16953	6.43e-06	+	GTATGTTTCTTACAACTTCCCGGCAGATGGCAGTA	V_CTCF_BR	34
chr11	33879504	33879654	id-16954	1.38e-08	+	GCGCGCTTTAAGGTGATGGCCAGAAGGTGGCGCTC	V_CTCF_BR	40
chr11	33885089	33885239	id-16955	1.28e-06	+	ACACAGTTGAGCAGATCTGACAGTAGAGGGCACAG	V_CTCF_BR	13
chr11	33964433	33964583	id-16956	2.37e-05	+	CCAGTGCCCTCATTTCTTGCCACTGGGTGGGGCAT	Upstream_CTCF	8
chr11	33992683	33992833	id-16957	2.97e-06	-	ACCCAGATTCTCATGCTGTCCTCCAGGTGGCAATG	V_CTCF_BR	40
chr11	34006341	34006491	id-16958	2.67e-06	-	AAAGTATTCCTCATCTCATCCACCAGAGGGTACTT	Upstream_CTCF	24
chr11	34009647	34009797	id-16959	7.27e-06	-	ACTGTGGATGCCCCTCAAGGCTCAAGGGGGCGCTC	V_CTCF_BR	40
chr11	34018649	34018799	id-16960	1.03e-09	+	TCTGAACTTCCAGCTCTTACCAGCAGGTGGAACCC	Upstream_CTCF	40
chr11	34058710	34058860	id-16961	3.29e-05	+	CATATAGTTCCACAGGAGGCCAGCAGTGTGGGCTG	Upstream_CTCF	1
chr11	34073019	34073169	id-16962	4.7e-06	+	CCGGGGCCATCCCCACCTGCGTCCAGGAGGCGCCC	V_CTCF_BR	11
chr11	34087565	34087715	id-16963	1.21e-06	-	CCTGCAGTCCCAGGAGGTGCAGGTAGGAGGATCAC	Upstream_CTCF	35
chr11	34095435	34095585	id-16964	3.09e-06	-	CTTGCCCTTAAGCCTTCTACCACCAGGTGAGGACA	Upstream_CTCF	18
chr11	34127174	34127324	id-16965	1	+	NA	NONE	33
chr11	34171449	34171599	id-16966	5.72e-09	+	GTGCGCCCCCTCCTAGTGGCCCCCAGAGGGCACCA	V_CTCF_BR	40
chr11	34187418	34187568	id-16967	3.24e-06	+	CAGGAAGTCCCAGTCTAGGACAGCAGAGGGCCTCT	Upstream_CTCF	31
chr11	34195979	34196129	id-16968	2.31e-06	+	TCATGAGGCCCGCTCTGTGCCACCAGGGGACGCCA	Upstream_CTCF	40
chr11	34216157	34216307	id-16969	8.97e-05	+	AGGGCAGCAGATCTGCTCAGCGACAGGAGCCAGGC	Upstream_CTCF	9
chr11	34221522	34221672	id-16970	1	+	NA	NONE	3
chr11	34225292	34225442	id-16971	1	+	NA	NONE	6
chr11	34231445	34231595	id-16972	5.74e-05	+	AAGTGATTCTCCACCAGGGCCCAGAGAGGGTGCCA	UpstreamP1_CTCF	21
chr11	34285584	34285734	id-16973	1	+	NA	NONE	2
chr11	34330955	34331105	id-16974	4.34e-05	+	ACGGGCATTACCGTGCTCAACACCAGAGGCAGTGC	Upstream_CTCF	11
chr11	34363794	34363944	id-16975	1.21e-06	-	CTGCATCTCAACAACTGAGCCACTGGGGGCCTGAA	UpstreamP1_CTCF	5
chr11	34377767	34377917	id-16976	1.41e-06	+	GCTGCTATTGAGCTGGGGAAAACTAGGGGGCAGAA	Upstream_CTCF	22
chr11	34378891	34379041	id-16977	5.9e-06	-	CAGCAGCACCGCGGGGCGGCCTGGTGGTGCTACTC	UpstreamP1_CTCF	31
chr11	34380647	34380797	id-16978	8.21e-06	-	GCCTTGAGCCTGCGGTTCCACTGGAGGGGGCACAG	V_CTCF_BR	10
chr11	34380909	34381059	id-16979	6.48e-05	-	ACTCTGTTCCCAATTCTAACCATCGGGCGGCGATG	UpstreamP1_CTCF	40
chr11	34388189	34388339	id-16980	6.74e-08	+	CCAGGAATTTCAGGTGTTCCCGGCAGGTGGCACTC	Upstream_CTCF	37
chr11	34438862	34439012	id-16981	1.17e-05	+	ACAAATAAATGCCAATTAGCCTCTAGGGGGCTCTT	V_CTCF_BR	21
chr11	34448295	34448445	id-16982	8.5e-06	-	CCAGTGTCTCCCTGAGAGAGCCCCAGATGGCACAG	Upstream_CTCF	3
chr11	34489896	34490046	id-16983	5.24e-09	-	GCTGCACTGTCTTCCTTAGCCAGCAGAGGACACCC	Upstream_CTCF	40
chr11	34514492	34514642	id-16984	1.96e-08	-	ATGGTCAAGGATCAAGTGGCCAGAAGGTGGCGCCA	V_CTCF_BR	40
chr11	34524661	34524811	id-16985	5.98e-05	-	CTGCACTCCAGCCTGAGCAACAGGGGGAGACTCTG	UpstreamP1_CTCF	28
chr11	34534514	34534664	id-16986	2.89e-07	+	CTTGTGCTACCTGTCGCTGTCAGCAGGGGGCAACC	Upstream_CTCF	40
chr11	34536260	34536410	id-16987	1.63e-05	+	GCTTCATTTTTCCCCAGTGGCAAAAGGAGGAAGTG	Upstream_CTCF	17
chr11	34586582	34586732	id-16988	1.59e-06	+	GAGACAGCCAGCCCTGTGGCAGCCAGATGGCAGTC	V_CTCF_BR	7
chr11	34587081	34587231	id-16989	1.55e-07	+	ATGCAATTAACAGCACACAACTCTAGGGGGAGCCA	UpstreamP1_CTCF	36
chr11	34607883	34608033	id-16990	3.67e-07	+	CAGTTATTTCTATATTATGCCACCAGATGGCAATG	UpstreamP1_CTCF	40
chr11	34621362	34621512	id-16991	3.09e-05	+	CTGCTCCTGTCTTGAAGCGACCACAGGGGGAGAGC	UpstreamP1_CTCF	14
chr11	34623923	34624073	id-16992	5.96e-07	-	CTCAGCCACAGTCTCGCAGCCGGCAGGTGGTAGCA	V_CTCF_BR	5
chr11	34645754	34645904	id-16993	1	+	NA	NONE	3
chr11	34667877	34668027	id-16994	6.21e-05	+	CAGATACTATGGCCAGGAACAGCCAGGGGTCACTC	V_CTCF_BR	26
chr11	34675696	34675846	id-16995	1	+	NA	NONE	28
chr11	34754499	34754649	id-16996	1	+	NA	NONE	7
chr11	34812229	34812379	id-16997	2e-06	+	ACTGCCATGTCATGAGAAGCCACATGGAGGAGCCC	Upstream_CTCF	33
chr11	34813758	34813908	id-16998	3.97e-05	-	CAGTATCCCTGACTTTTATCCACTAGAGGCAGTAG	UpstreamP1_CTCF	19
chr11	34840260	34840410	id-16999	3.88e-06	+	TGGCCTTCCTCTTACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	11
chr11	34859112	34859262	id-17000	2.58e-05	-	CCAGTAGCACCACCCACTAGCCCCAGTTGTGACAG	Upstream_CTCF	29
chr11	34862442	34862592	id-17001	6.98e-07	+	GCCCAGGTTACTCATGCAGCCCCTAGAGGGCAGTA	V_CTCF_BR	40
chr11	34877402	34877552	id-17002	1.73e-05	-	AGGGTTGGTGTATTGTCCAACTCTAGGGGGCAACA	V_CTCF_BR	19
chr11	34891140	34891290	id-17003	1.72e-06	-	TTTTCACTTTCCCTTCTGGCCACTAGGTGCATAAC	Upstream_CTCF	39
chr11	34911778	34911928	id-17004	1	+	NA	NONE	38
chr11	34912507	34912657	id-17005	7.1e-07	-	CAGTAATTTAAGAAACTGTCCAGCAGAGGTCTCTG	UpstreamP1_CTCF	36
chr11	34920675	34920825	id-17006	1.1e-06	-	CTCATGAAGATTTCTGTTTCCACTAGGTGGCACTG	V_CTCF_BR	39
chr11	34947749	34947899	id-17007	6.46e-07	+	TCTGCCTTATTTCATCCAGCCTGCAGATGGCAGAA	V_CTCF_BR	40
chr11	34961882	34962032	id-17008	1	+	NA	NONE	15
chr11	35019509	35019659	id-17009	1	+	NA	NONE	33
chr11	35031032	35031182	id-17010	9.84e-05	-	TGCCAGCATTCAGCAATCCCAGGCAGGGGGCAGAT	V_CTCF_BR	24
chr11	35055129	35055279	id-17011	3.81e-05	-	TGAGGTTTGGGGAAAAGTGCCCCCAGAGGTAAGTG	V_CTCF_BR	6
chr11	35078422	35078572	id-17012	4.17e-05	+	TTTTTTTTTACCAGATACACCACTAGGGGAAACTG	Upstream_CTCF	9
chr11	35104072	35104222	id-17013	1	+	NA	NONE	20
chr11	35132483	35132633	id-17014	8.02e-05	-	AATCCTATTCCAGTCTTGACCAGTAGTGTGAACTA	Upstream_CTCF	10
chr11	35160125	35160275	id-17015	1.92e-05	-	GCGCAGTGCCTCCGTGCCCACAGTGGGGAGTGAGG	UpstreamP1_CTCF	2
chr11	35164032	35164182	id-17016	4.24e-07	-	ACAGCTAAAGTTCTAACTCCCAGCAGGGGGCGGAG	Upstream_CTCF	24
chr11	35165685	35165835	id-17017	8.02e-05	+	TCAGCACTGCCTCCTGGCTGGGGCTGGGGCTGGGG	Upstream_CTCF	19
chr11	35185368	35185518	id-17018	3.4e-06	-	AGAGAGGTGCAAGTTTGCACCAGCAGGGGGTGAGG	Upstream_CTCF	39
chr11	35188510	35188660	id-17019	9.49e-08	+	AGACTGGCAGGCCTGGGGGGCAGCAGAGGGCACAA	V_CTCF_BR	11
chr11	35191294	35191444	id-17020	1	+	NA	NONE	2
chr11	35259785	35259935	id-17021	1.34e-06	-	AGGGCATGTTGTAAAGCATCCACTAGGGGGCGCAT	Upstream_CTCF	40
chr11	35282866	35283016	id-17022	3.86e-05	+	GGTTCAGTTGCAATGACACCAGGTAGATGGCATAC	Upstream_CTCF	7
chr11	35297108	35297258	id-17023	6.43e-06	+	TAATGAGGCTGGCTGGTCTCCAGCAGTTGGCAAAC	V_CTCF_BR	14
chr11	35327448	35327598	id-17024	4.41e-06	-	AAACTGATGACTCAGCTGTCCTCTAGGTGGAGCAG	V_CTCF_BR	39
chr11	35384326	35384476	id-17025	6.64e-05	-	CCTAAAGTGATAAATGTCACCAAAAGGGGGAGTAG	Upstream_CTCF	19
chr11	35385741	35385891	id-17026	1	+	NA	NONE	14
chr11	35389251	35389401	id-17027	1	+	NA	NONE	4
chr11	35395134	35395284	id-17028	1.27e-06	-	TAGCCCTACCACTTCCTGCCCAGCAGATGGGGCAC	UpstreamP1_CTCF	18
chr11	35409269	35409419	id-17029	1	+	NA	NONE	11
chr11	35413881	35414031	id-17030	7.55e-07	-	GTGACTTCCACCGCCCTGGACACATGGGGGCGCTG	V_CTCF_BR	40
chr11	35426149	35426299	id-17031	4.43e-05	-	CAGACCGGGAACAATTTGCCCAGCAGGGAGCACTG	V_CTCF_BR	40
chr11	35433982	35434132	id-17032	8.21e-06	-	GGGACAGTTTGCTCATCACCCAACAGATGGCAGTA	V_CTCF_BR	40
chr11	35483593	35483743	id-17033	2.1e-05	+	AGTCTTGTCTCCAAAATGACCAGCAGGGGACTGAC	Upstream_CTCF	22
chr11	35484556	35484706	id-17034	2.53e-05	+	GGGAGAGATGTTAGTTTACCCACTAGGGGTCTCAG	V_CTCF_BR	18
chr11	35485988	35486138	id-17035	4.34e-07	+	CAGCATCACTGGCCTCTACCCACTAGATGCCAGCA	UpstreamP1_CTCF	35
chr11	35507358	35507508	id-17036	7.1e-09	-	TGGCAGTGCAAGCATTTTCCCACTAGATGGCGCCC	UpstreamP1_CTCF	40
chr11	35508152	35508302	id-17037	2.2e-06	+	GGTGCAACCCAAGATTTGACCAGTAGGTGCTATTT	Upstream_CTCF	31
chr11	35509209	35509359	id-17038	1.59e-06	+	GAGAAAACGGGAGAACTCACCAGCAGGAGGCAGAC	V_CTCF_BR	40
chr11	35529328	35529478	id-17039	1	+	NA	NONE	16
chr11	35576450	35576600	id-17040	8.13e-06	+	TATGCACTCTTCCTAACAGCCACTAGGGTTCCTTC	Upstream_CTCF	39
chr11	35580217	35580367	id-17041	4.02e-07	+	CCTGCAATTCCAGGCATTTCAGCCAGAAGGAAATA	Upstream_CTCF	13
chr11	35581540	35581690	id-17042	1	+	NA	NONE	2
chr11	35627252	35627402	id-17043	2.27e-06	+	AATCACAAGGAATGGGTGGGCGGCAGAGGGCAGGA	V_CTCF_BR	8
chr11	35637836	35637986	id-17044	1.22e-07	+	GATGATACTCTACTTATGCCCACTAGGTGGCGATC	Upstream_CTCF	38
chr11	35640364	35640514	id-17045	7.73e-06	-	GGCGGGCCGTCCGCGCCGGCCGCCAGGGTGAGCAG	V_CTCF_BR	25
chr11	35640960	35641110	id-17046	1	+	NA	NONE	23
chr11	35641309	35641459	id-17047	5.92e-05	-	TGGGGGTCTGCAAGGGCGGCCAGCTCGGGGAAGCG	V_CTCF_BR	30
chr11	35641890	35642040	id-17048	1	+	NA	NONE	24
chr11	35732833	35732983	id-17049	1.93e-05	+	AACCTGATGTTGGCCTCTGACAGGAGGAGGCAGTA	V_CTCF_BR	25
chr11	35738726	35738876	id-17050	6.98e-07	+	TCAGTGGAAAGTGATTTTGCCCCCAGAGGGCGGTG	V_CTCF_BR	30
chr11	35755487	35755637	id-17051	3.4e-06	+	GAAGCTTTTCCCACCTTCTCCAGGAGAGGCAGTGT	Upstream_CTCF	9
chr11	35821354	35821504	id-17052	1.84e-07	-	ACTGCAATTCCTTCTTAAACCACAAGGAGAAGGGC	Upstream_CTCF	33
chr11	35843438	35843588	id-17053	2.38e-07	-	TGTTGGTTGCACTCTCCAACCTCTAGGGGGCGCAG	V_CTCF_BR	38
chr11	35843774	35843924	id-17054	1.9e-09	+	CGTGCAGTGCCAGACCAGGCCAGCAGGGGTCTAAC	Upstream_CTCF	38
chr11	35857079	35857229	id-17055	2.31e-07	-	CCTGCAATTCCAGAAACTGCCACTAGGGCCAAAAA	Upstream_CTCF	38
chr11	35873646	35873796	id-17056	1	+	NA	NONE	5
chr11	35881865	35882015	id-17057	8.52e-08	+	TTGAAGTCCTCGCCGTCTTCCAGCAGGTGGTGGTA	UpstreamP1_CTCF	9
chr11	35918296	35918446	id-17058	1	+	NA	NONE	5
chr11	35927378	35927528	id-17059	1	+	NA	NONE	7
chr11	35932735	35932885	id-17060	3.4e-06	-	ACCCTTGGACCTTTGACCACCAACAGAGGGCTGCA	V_CTCF_BR	4
chr11	35988083	35988233	id-17061	4.88e-05	+	GGCCACAAGAGGGACAGGGCAAGTAGATGGAGAAC	V_CTCF_BR	8
chr11	36019840	36019990	id-17062	1	+	NA	NONE	5
chr11	36052337	36052487	id-17063	6.21e-05	+	AGAGGAGAGAGCCAGGAGGACTCCAGCTGGTAGGA	V_CTCF_BR	8
chr11	36056358	36056508	id-17064	1	+	NA	NONE	13
chr11	36056604	36056754	id-17065	1	+	NA	NONE	17
chr11	36063675	36063825	id-17066	1.28e-06	+	GCATCTGCCTCGTCTTCTGCCTCTAGGTGGTGCCA	V_CTCF_BR	40
chr11	36066308	36066458	id-17067	3.97e-07	+	GGACCTATGTCTTAATGGACCTGCAGTGGGCGCCC	V_CTCF_BR	6
chr11	36075448	36075598	id-17068	6.9e-05	+	CCTGCACTCTTCCCTTTGCCCTGTAGGGTATATTT	Upstream_CTCF	12
chr11	36078012	36078162	id-17069	8.02e-08	-	CTGCCGTGGTGTGCACTTACCCACAGGGGGCAGCA	UpstreamP1_CTCF	40
chr11	36091518	36091668	id-17070	8.02e-05	-	CATGTAATGCAAATAGTGCCCTGATTGGGGAGCTA	Upstream_CTCF	27
chr11	36112544	36112694	id-17071	1	+	NA	NONE	10
chr11	36140948	36141098	id-17072	1	+	NA	NONE	12
chr11	36148462	36148612	id-17073	1	+	NA	NONE	1
chr11	36153397	36153547	id-17074	1.84e-06	-	CCAGCACAAGGTCCCACAGACGCTAGATGGCACTA	V_CTCF_BR	39
chr11	36171618	36171768	id-17075	5.34e-06	-	GTGTCCAAGACAGACACAGCCACTAGGAGGCAACA	V_CTCF_BR	40
chr11	36175278	36175428	id-17076	1	+	NA	NONE	18
chr11	36177361	36177511	id-17077	2.84e-05	-	TTGCTGGCTCAGCTTCTTAAAGGCAGGGGGAAGGC	UpstreamP1_CTCF	17
chr11	36177694	36177844	id-17078	1.38e-06	+	GAAGGGATAAAAAAGACCGCCAGTAGTTGGCAGTC	V_CTCF_BR	23
chr11	36178811	36178961	id-17079	4.01e-05	-	GACCAAGTTTGTCTGGCATCCCCCAGAGGTCTCCC	V_CTCF_BR	8
chr11	36202170	36202320	id-17080	6.86e-07	+	GCTGCTGTGTTGAGAATAGACTGCAGAGGGTAGTG	Upstream_CTCF	2
chr11	36233613	36233763	id-17081	3.24e-06	+	TAGTCATTTCCAGATGTGGCCTGCAGGAGCAGCCC	Upstream_CTCF	13
chr11	36280422	36280572	id-17082	9.25e-06	-	AGCTATGCATTCAGCGATTCCTGCAGGGGGAGCAC	V_CTCF_BR	40
chr11	36287681	36287831	id-17083	9.49e-08	-	TGGAGCTTGCCCAAGATGCCCAGCAGATGGCGCAG	V_CTCF_BR	40
chr11	36293444	36293594	id-17084	2.6e-06	-	CATCCCACCCAGCCACCCACCAACAGGGGTCAGCA	V_CTCF_BR	25
chr11	36300140	36300290	id-17085	2e-06	+	GTAGCTGTAACAGAAGCAGCAGGCAGGGGGCACAA	Upstream_CTCF	25
chr11	36313967	36314117	id-17086	1	+	NA	NONE	38
chr11	36328570	36328720	id-17087	1	+	NA	NONE	37
chr11	36363601	36363751	id-17088	4.7e-06	+	ACAGCAGACTCAAGGTGGGTCGGCAGAGGGAGCTG	V_CTCF_BR	1
chr11	36371295	36371445	id-17089	1	+	NA	NONE	2
chr11	36376606	36376756	id-17090	6.43e-06	+	CAGATATTTCTAGAGACCGTCAGCAGAGGGAGGTC	V_CTCF_BR	5
chr11	36398936	36399086	id-17091	2.11e-06	+	GCGCATGCCGGGCTCGCTGCACGCAGGGGGCGCTC	V_CTCF_BR	37
chr11	36453470	36453620	id-17092	1.93e-05	+	ACGGCTGAGATGCTTCTGTCCAGAAGGGGCAGGCT	Upstream_CTCF	39
chr11	36477487	36477637	id-17093	2.4e-05	+	TAGCCTCTCCTGTGAGTCATCAGCAGGGGGAGAGA	V_CTCF_BR	15
chr11	36490744	36490894	id-17094	3.09e-06	+	TAGGTTCTGCCAATGGAGGGCGCTAGAGGGAGCCT	Upstream_CTCF	40
chr11	36500379	36500529	id-17095	2.78e-06	-	CCAGCTCAAGAACCATGTGGCAGTAGGTGGCAGCA	V_CTCF_BR	40
chr11	36514378	36514528	id-17096	3.1e-07	-	GTGTTTTTTCTGTAAAGTGCCACTAGAGGGTGCCA	UpstreamP1_CTCF	40
chr11	36531497	36531647	id-17097	2.38e-07	+	CTGGGAAGCGAGGCGGCGGCCGCCAGGAGGAGGCG	V_CTCF_BR	37
chr11	36531819	36531969	id-17098	1.38e-08	-	CAGTCCGCCTGGAGGATCACCGCCAGGGGGCACTC	V_CTCF_BR	40
chr11	36537277	36537427	id-17099	1.03e-06	+	GCTAGAAGCAGAGTCTGAGCCACCAGGAGGCAGAA	V_CTCF_BR	3
chr11	36562692	36562842	id-17100	3.84e-06	-	AGTCAATTCAGGAGTACGCCCAGTGGGTGGCAGGA	UpstreamP1_CTCF	40
chr11	36586037	36586187	id-17101	1	+	NA	NONE	39
chr11	36605351	36605501	id-17102	1.93e-05	+	GGTAAGTGCACAGGAGCAGCCTGAGGGAGGCGCTG	V_CTCF_BR	17
chr11	36644433	36644583	id-17103	7.27e-06	-	GACATAGTATTGCATCCATCCACCAGAGGCCAGTG	V_CTCF_BR	38
chr11	36694493	36694643	id-17104	7.09e-08	-	TTGTAATACCAGTTTGCCTCCACTAGATGTCGCTG	UpstreamP1_CTCF	40
chr11	36724278	36724428	id-17105	1.55e-05	+	AGCCATTTTCAGCTGGAAACCACAAGATGGCAATG	V_CTCF_BR	40
chr11	36732781	36732931	id-17106	9.81e-06	-	ACCCTGATCCAATCAGTTACAACTAGGTGGCACTG	V_CTCF_BR	28
chr11	36766235	36766385	id-17107	3.86e-08	-	AGGGCTGTCCTATCATGCCACACCAGGGGGCGCCA	Upstream_CTCF	40
chr11	36768703	36768853	id-17108	1.12e-08	-	GGTGCACCTCAACAGTTGCCCTCCAGATGGCAGCC	Upstream_CTCF	40
chr11	36804924	36805074	id-17109	1	+	NA	NONE	1
chr11	36815204	36815354	id-17110	3.73e-06	-	GGTTTAATTTTCTCTGTGCCCATCGGAGGGCGGTA	Upstream_CTCF	33
chr11	36840070	36840220	id-17111	2.74e-08	-	AGTTGTGATAAGGAGGCTGCCACAAGGGGGCACCC	V_CTCF_BR	35
chr11	36967035	36967185	id-17112	4.3e-06	+	TGTGCAGAACCTCTTACATCCTTAAGGTGGCAGCA	Upstream_CTCF	37
chr11	37025177	37025327	id-17113	1.95e-07	+	CATACAATACCTCAAAGCTCCAGTAGGGGGAGCCC	Upstream_CTCF	40
chr11	37129115	37129265	id-17114	1	+	NA	NONE	8
chr11	37163383	37163533	id-17115	5.34e-06	+	CTTGGAACTGCGATCACAGACTGAAGGTGGCACTG	V_CTCF_BR	7
chr11	37167128	37167278	id-17116	3.88e-06	+	TGGCCCTCTTTTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	6
chr11	37252539	37252689	id-17117	3.03e-05	-	GTTGTAATTCACCTGTCCAGCTCTAGGGGAGCATC	Upstream_CTCF	18
chr11	37374173	37374323	id-17118	2.39e-05	+	CTGTCATGCCCCCACCTGGACACCATGAAGCAGCT	UpstreamP1_CTCF	8
chr11	37386136	37386286	id-17119	5.37e-06	-	GAGATGTTCTGGGTGTCAGGCAGTGGGTGGAGCCA	UpstreamP1_CTCF	2
chr11	37470857	37471007	id-17120	1	+	NA	NONE	35
chr11	37547015	37547165	id-17121	1.83e-05	-	CCATAATAACTTTGAGTAAACAGGAGAGGGAGCAC	V_CTCF_BR	25
chr11	37679319	37679469	id-17122	1	+	NA	NONE	36
chr11	37733912	37734062	id-17123	3.81e-05	+	CTTTCGTTTTTCTCTCTGTCCTCTAGGGGTGACGG	UpstreamP1_CTCF	31
chr11	37743749	37743899	id-17124	1	+	NA	NONE	1
chr11	37880038	37880188	id-17125	3.73e-06	+	TATGTAATACCAAGTGATGCCTGTTGGTGGCTAAA	Upstream_CTCF	22
chr11	37967841	37967991	id-17126	1.21e-09	+	GTGCAGTTCAACATTCAGGCCAGTAGGTGGTGCTT	UpstreamP1_CTCF	40
chr11	38006800	38006950	id-17127	1	+	NA	NONE	1
chr11	38040717	38040867	id-17128	1.93e-05	+	GTCTGCAAGGCAGTCTTGCCCACCAGAGGGGGCCA	V_CTCF_BR	21
chr11	38212708	38212858	id-17129	3.16e-06	+	AGGCAATGATTTCATTACACCAATAGAGGGAACTG	UpstreamP1_CTCF	3
chr11	38318932	38319082	id-17130	7.84e-05	+	GGCGCTGCAGAAGACACCAACACAAGTGGTAACAG	V_CTCF_BR	3
chr11	38432877	38433027	id-17131	1	+	NA	NONE	23
chr11	38813024	38813174	id-17132	2.2e-07	-	AAGCTGCTTTAGTATCTAACCACTAGGGGGTGCCC	UpstreamP1_CTCF	39
chr11	38846247	38846397	id-17133	6.73e-07	-	GTGCAATTCATGCTGAAGTCCTGTAGATGGTGCTT	UpstreamP1_CTCF	35
chr11	39383235	39383385	id-17134	5.41e-07	+	CTGTTGCTACACATCCTCACCAGCATGTGGTGCTG	UpstreamP1_CTCF	9
chr11	39387543	39387693	id-17135	1	+	NA	NONE	17
chr11	39396778	39396928	id-17136	8.21e-06	-	CTCACAATATGGATTTCCACCAATAGGTGGCACTA	V_CTCF_BR	39
chr11	39746066	39746216	id-17137	7.78e-06	-	TGTACATTTTCCAAAGCGACCTCTAGGTGGGGTGG	Upstream_CTCF	15
chr11	39990221	39990371	id-17138	2.78e-06	+	TCCCTCTTGTGAGGACTTGCCAGCAGTGGGCTGAT	V_CTCF_BR	1
chr11	40146790	40146940	id-17139	7.07e-08	-	AGGCTGCCTCCCCTCTTGGCCACAAGATGGCTGCA	V_CTCF_BR	20
chr11	40150944	40151094	id-17140	2e-06	-	CATGTTATTTTAGGCACATACAGCAGAGGGCATTG	Upstream_CTCF	28
chr11	40152075	40152225	id-17141	2.15e-05	+	AATCCCTTACTGCCTCTACCCACTAGATGCCAGTA	V_CTCF_BR	16
chr11	40315741	40315891	id-17142	1.3e-09	-	TCAGCTGTTCTGGCTCTGCCCTCCAGGTGGCAGCA	Upstream_CTCF	39
chr11	40328599	40328749	id-17143	5.89e-08	+	CAGCATTCCTAGCTGGTACCCACTAGATGGCAGTA	UpstreamP1_CTCF	40
chr11	40360323	40360473	id-17144	1	+	NA	NONE	7
chr11	40423163	40423313	id-17145	1.24e-05	-	AAATGTGCACATGCAGTGGGCTGTAGAGGGCAACA	V_CTCF_BR	8
chr11	40446814	40446964	id-17146	3.18e-06	+	AGCCTCTACATGAGGTTAGCCAGCAGGGGGATATG	V_CTCF_BR	11
chr11	40535796	40535946	id-17147	1	+	NA	NONE	6
chr11	40704701	40704851	id-17148	3.56e-05	+	GCTGCCCTCTTGCTGGGGACCACTGGATATCCGTA	Upstream_CTCF	0
chr11	40743862	40744012	id-17149	1.55e-07	-	GTGTAATTCAGGCTGTCGTCCAGTAGACGGCGCGT	UpstreamP1_CTCF	40
chr11	40840898	40841048	id-17150	2.84e-05	+	TGCTACTTCCCCACTTCCACCACTGGATGGAGATT	UpstreamP1_CTCF	10
chr11	40946577	40946727	id-17151	2.4e-05	+	TTATTTGAGGATTTAGTGACCAGCGGGAGGAGCCA	V_CTCF_BR	4
chr11	41075978	41076128	id-17152	1	+	NA	NONE	2
chr11	41197241	41197391	id-17153	1.83e-05	-	AAGAGTGTCAGGAAGAGAAGCTGCAGAGGGAGCTC	V_CTCF_BR	4
chr11	41222834	41222984	id-17154	5.41e-06	-	AGGGTTAAACCTAGAGCCGCCACTAGGTGTCACGT	Upstream_CTCF	35
chr11	41267351	41267501	id-17155	2.96e-05	+	ATAGTGGGCAGCTCCTCTGCAGGCAGGTGGTGCTG	V_CTCF_BR	12
chr11	41311062	41311212	id-17156	2.78e-06	+	CATGTGAACAGAGAAGAGGCCACTTGAGGGCACAG	V_CTCF_BR	3
chr11	41331429	41331579	id-17157	1	+	NA	NONE	15
chr11	41453406	41453556	id-17158	6.43e-06	-	GACATACTCCTAGACCTGACCACTAGATGTCTCTG	V_CTCF_BR	30
chr11	41482755	41482905	id-17159	4.89e-09	+	AGTGTAATACCAGGTATTGCCAGCAGATGTCACAA	Upstream_CTCF	38
chr11	41520399	41520549	id-17160	2.89e-07	+	CTTGAATTTCTTACAGAAGCCAGAAGAGGGCAGAA	Upstream_CTCF	27
chr11	41634084	41634234	id-17161	1	+	NA	NONE	21
chr11	41682261	41682411	id-17162	6.98e-07	-	CTGGCCTTGCAGCCCTTCTCCTGCAGGGGGTGCCC	V_CTCF_BR	21
chr11	41866731	41866881	id-17163	1.55e-05	-	CAGTTAAAAAAGGGTTCTGCCTGCAGAGGTCGCAT	V_CTCF_BR	5
chr11	41893908	41894058	id-17164	5.48e-05	-	CATGCACAACAGACAGCCACAGCTAGGGGTAGAGT	Upstream_CTCF	2
chr11	42206274	42206424	id-17165	2.34e-06	-	AGGCAAGAGGACAAAAGAGCCAGTAGGTGGCCCTC	UpstreamP1_CTCF	13
chr11	42333009	42333159	id-17166	5.08e-05	-	GCATCATTTCCCAGTTTATCCACTGGGCTGAGCTC	Upstream_CTCF	2
chr11	42428993	42429143	id-17167	5.68e-06	-	GAAGTCATGTTCCCACTCTCCTGCTGGTGGCGCTG	V_CTCF_BR	17
chr11	42546296	42546446	id-17168	1.84e-07	-	AAAGCAGTTCTTACAGTTAGCTGTAGATGGCGATG	Upstream_CTCF	38
chr11	42653195	42653345	id-17169	9.25e-06	-	ATCCTTTTGCAGAGAGAGATCTGCAGAGGGCGCCA	V_CTCF_BR	27
chr11	42792129	42792279	id-17170	6.37e-07	+	GAGACATTCCAGGAACTGACCAGCAGGAGGAGCTA	UpstreamP1_CTCF	38
chr11	42799864	42800014	id-17171	1.13e-05	-	ATGTTGCCCACCTAATTAACCTCTAGAGGGAGTTT	UpstreamP1_CTCF	6
chr11	42853648	42853798	id-17172	3.56e-06	+	GGTGATTTGTTTAAAATGACCAGCAGGGGAGGGAG	Upstream_CTCF	4
chr11	42996175	42996325	id-17173	3.45e-05	+	TCCCTCAGCATCTCAAAGACCAGCAGGAGGCATTC	V_CTCF_BR	10
chr11	43043149	43043299	id-17174	4.7e-08	-	TAGCCCCTAGTGCTTGTGACCAGCAGGGGGCTGTA	V_CTCF_BR	17
chr11	43141291	43141441	id-17175	1.84e-06	-	ACTCACCAATATTACACAGCCAGTAGGGGGCAAAA	V_CTCF_BR	8
chr11	43152343	43152493	id-17176	1	+	NA	NONE	9
chr11	43187061	43187211	id-17177	1	+	NA	NONE	21
chr11	43194411	43194561	id-17178	1	+	NA	NONE	4
chr11	43290501	43290651	id-17179	1	+	NA	NONE	6
chr11	43300308	43300458	id-17180	4.5e-05	-	TAGCCTTTTCTTTCCTAATCCGGTAGGTGGCAATA	UpstreamP1_CTCF	38
chr11	43304599	43304749	id-17181	1.08e-08	-	TATTTGCTGCGCGTGGGGGCCACTAGATGGCGCTC	V_CTCF_BR	40
chr11	43333360	43333510	id-17182	1.31e-05	+	CGCTTTTTTGCTCCTCCAGGCTGTAGAGGGCGACA	V_CTCF_BR	40
chr11	43441024	43441174	id-17183	3.11e-05	-	AGTATATATGCTGGATAATCCACTGGAGGGCAGCA	V_CTCF_BR	40
chr11	43525102	43525252	id-17184	1	+	NA	NONE	28
chr11	43526199	43526349	id-17185	2.53e-05	+	TGCACATTGCTTTCCAAATCCTGCAGGTGGCAGCT	V_CTCF_BR	40
chr11	43536733	43536883	id-17186	1.9e-06	+	CCAGCCTGTCTGAGAGCAGCCACAAGAGGGACCCA	Upstream_CTCF	32
chr11	43544392	43544542	id-17187	1.47e-05	+	CTCACACTACCTGGTATAGCGAGCAGGTGTCGCTG	V_CTCF_BR	20
chr11	43579107	43579257	id-17188	4.85e-07	+	CTGCTACAGCTCACAACCACCTGTAGAGGGAAATC	UpstreamP1_CTCF	33
chr11	43589055	43589205	id-17189	1.14e-06	-	ATGGATTTCTATCAAAGAGCCAGTAGAGGGAGCTC	UpstreamP1_CTCF	40
chr11	43594926	43595076	id-17190	2.34e-06	-	ATGTCTTTGCTCCTCCCTCCCAGAAGAGGGCGCCT	UpstreamP1_CTCF	40
chr11	43598364	43598514	id-17191	1	+	NA	NONE	18
chr11	43598691	43598841	id-17192	1.48e-06	+	TCAGTGAGTTCAGTTCCGTGCGCCAGGGGGCGGGG	Upstream_CTCF	38
chr11	43600688	43600838	id-17193	6.39e-08	-	GCGCCACTGCGAGCGCCGGCCGGGAGGGGGAGCGA	V_CTCF_BR	38
chr11	43607951	43608101	id-17194	8.59e-05	+	CCCTGTCTTTTATTTCTCTCCTCTGGGTGGCAGTT	V_CTCF_BR	2
chr11	43665591	43665741	id-17195	1	+	NA	NONE	15
chr11	43671156	43671306	id-17196	1	+	NA	NONE	2
chr11	43702241	43702391	id-17197	2.66e-05	-	AAAGAGCGAGTGAATGAATCCAGGAGGAGGCGCCG	V_CTCF_BR	24
chr11	43707071	43707221	id-17198	3.65e-05	+	GAGCTGTGCTCCGTTGTCCCCAGTGGACAGAGGAA	UpstreamP1_CTCF	24
chr11	43730453	43730603	id-17199	3.63e-06	-	TCACTGCCCTGTGTTTTCTCCACTGGAGGGCACAG	V_CTCF_BR	38
chr11	43757686	43757836	id-17200	4.43e-05	+	GCATTTTTGGGTTATGGTGCCACCAGAAGGAATCG	V_CTCF_BR	21
chr11	43824182	43824332	id-17201	7.46e-06	-	TAGCATCCTTGAGCTTTACCCACTAGGGGACAGTA	UpstreamP1_CTCF	40
chr11	43832634	43832784	id-17202	7.11e-06	-	ACGGCAATTTTATTTTGAGACGTCAGGTGGCAGCA	Upstream_CTCF	31
chr11	43846903	43847053	id-17203	4.02e-07	+	TCTGGCATGTGACACAATGCCAGTAGGGGGAGCCC	Upstream_CTCF	40
chr11	43873711	43873861	id-17204	1.22e-07	-	GTTGCACTGCCTGACTGAACCACTTGGTGGTGCCA	Upstream_CTCF	39
chr11	43902219	43902369	id-17205	1	+	NA	NONE	19
chr11	43911888	43912038	id-17206	2.58e-07	+	CCTGTTATACCACAGGCGGTCACTTGGGGGCGTCT	Upstream_CTCF	40
chr11	43946260	43946410	id-17207	4.94e-06	-	TCCGCCTTTGGTGGGTTCACCCCTAGGGGGCCCCG	Upstream_CTCF	27
chr11	43953311	43953461	id-17208	5.63e-06	+	AAGTAGGGGAAGATGCCTTCCACAGGGGGGCAACA	UpstreamP1_CTCF	25
chr11	43955814	43955964	id-17209	2.6e-06	+	CCCCCTGGGGGTGGAGTGCGCACCAGTGGGAGGTG	V_CTCF_BR	25
chr11	43959767	43959917	id-17210	6.23e-05	+	CTGTCATTCTCCACAACCACCGACAGGGTGTTGAG	UpstreamP1_CTCF	28
chr11	43966415	43966565	id-17211	4.3e-11	-	CCCCCACGCACCAGCCCCACCACCAGAGGGCGCCC	V_CTCF_BR	40
chr11	43968696	43968846	id-17212	3.22e-07	+	CAAGCAGCTCTCCCGTGAACCAACAGAGGGAGAAC	Upstream_CTCF	40
chr11	43970391	43970541	id-17213	1	+	NA	NONE	5
chr11	44009705	44009855	id-17214	3.4e-06	+	GTTAGGGATCTCTGTTCCCCCGCTAGGGGGAACCC	V_CTCF_BR	31
chr11	44036290	44036440	id-17215	3.42e-05	+	CCTGCAGTACAGCAGAGGCACCGTGGAGAGACACC	Upstream_CTCF	0
chr11	44059033	44059183	id-17216	3.28e-07	-	CAGCTGTAACACGGATTTGCCAAGAGGGGTCGCTA	UpstreamP1_CTCF	40
chr11	44079024	44079174	id-17217	1	+	NA	NONE	9
chr11	44087684	44087834	id-17218	4.41e-06	+	CCTAGTCCGGGCGCGCTGAGCGCAGGGGGGCGCTG	V_CTCF_BR	38
chr11	44092812	44092962	id-17219	8.71e-06	+	GCGGGTAAGTCCTAGGGCCCCTCTAGGGGGCATCA	V_CTCF_BR	12
chr11	44115928	44116078	id-17220	2.6e-07	+	AAGCTATCAGTGACAACTTCCACCAGATGGCGCCA	V_CTCF_BR	40
chr11	44117107	44117257	id-17221	1.01e-08	+	GTGCTCGGACTCCTCCTGTCCAGCAGGAGGCGCGG	UpstreamP1_CTCF	40
chr11	44126167	44126317	id-17222	8.08e-08	+	TGGGAAGTTCTAACATGGGCCAGCGGAGGGCAGCT	Upstream_CTCF	31
chr11	44131869	44132019	id-17223	5.41e-06	+	GGTGTAGAGACCGTTTTGGACGATAGAGGGCAGTC	Upstream_CTCF	40
chr11	44141843	44141993	id-17224	9.49e-08	-	GCAGAAATCCATCTACCAGCCAGCAGAGGGAGGTA	V_CTCF_BR	40
chr11	44152373	44152523	id-17225	1.38e-06	-	GGCTGAGGGTGCCGAACTAACAGCAGGGGGTGGCA	V_CTCF_BR	8
chr11	44154174	44154324	id-17226	1	+	NA	NONE	32
chr11	44155012	44155162	id-17227	2.25e-08	+	CTGCATTGGACAGTTGTAGCCAGCAGAGGTCTCCA	UpstreamP1_CTCF	40
chr11	44193286	44193436	id-17228	1	+	NA	NONE	2
chr11	44199990	44200140	id-17229	6.39e-05	+	GCTGCCTATACTTAGATGTCCAGACGGTGGCCCTC	Upstream_CTCF	21
chr11	44213156	44213306	id-17230	1	+	NA	NONE	8
chr11	44279713	44279863	id-17231	7.73e-06	-	GGTCAGCACCAGGCCAGCTCCCCAAGATGGCGCAA	V_CTCF_BR	10
chr11	44307967	44308117	id-17232	1.84e-12	+	CTGCAGTTGTGCATGCTGGCCACCAGGAGGCACTG	UpstreamP1_CTCF	40
chr11	44311734	44311884	id-17233	3.4e-06	+	ACTGTAATATCACTTTCATCCAGAGGCTGGCGAGA	Upstream_CTCF	4
chr11	44320591	44320741	id-17234	1	+	NA	NONE	12
chr11	44327255	44327405	id-17235	1	+	NA	NONE	6
chr11	44331601	44331751	id-17236	1	+	NA	NONE	10
chr11	44337616	44337766	id-17237	1	+	NA	NONE	18
chr11	44338347	44338497	id-17238	1.03e-06	-	GGGCAAAGGTGTGCGTCTCCCTCCAGCGGGCGCGG	V_CTCF_BR	16
chr11	44348326	44348476	id-17239	4.14e-06	-	CCTGAGACCATCCCACTCACCTCCTGAGGGAGGAG	V_CTCF_BR	28
chr11	44349403	44349553	id-17240	2.15e-05	+	CAGGCATCCATCGCCACCTACAGATGAGGGCACTG	V_CTCF_BR	26
chr11	44349684	44349834	id-17241	2.96e-05	-	AGTAACATCCTCCACACCCCCGCAAGGAGGCGGTG	V_CTCF_BR	2
chr11	44367804	44367954	id-17242	1	+	NA	NONE	2
chr11	44373571	44373721	id-17243	5.52e-05	+	GTGCCAGGTTCTGTCCTAGACACTCGGGGGCAATA	UpstreamP1_CTCF	33
chr11	44377653	44377803	id-17244	5.53e-08	-	CTGCTGTTACTTAGAGCCAGCAGGAGGAGGCACTA	UpstreamP1_CTCF	3
chr11	44449083	44449233	id-17245	7.82e-06	+	TTGCCCTGGAGAGGACCCTTCCCTAGGGGGCAGCA	UpstreamP1_CTCF	40
chr11	44465496	44465646	id-17246	1	+	NA	NONE	3
chr11	44478582	44478732	id-17247	5.7e-05	+	CGTGCTCTACCAGGCGCCCCTGGTGGCTGGCACTG	Upstream_CTCF	38
chr11	44486373	44486523	id-17248	9.14e-09	-	GCAGCATTATTCACAATAACCAGCAGGTGGAAGCA	Upstream_CTCF	24
chr11	44505883	44506033	id-17249	8.81e-07	-	GACACCGAGACCTTGTCATCCAGCAGGGGGTGCAC	V_CTCF_BR	40
chr11	44539452	44539602	id-17250	1	+	NA	NONE	6
chr11	44545164	44545314	id-17251	9.06e-08	+	AGGCAGCTGCCTTGAGGGCACACCAGGGGGAGCCA	UpstreamP1_CTCF	40
chr11	44560127	44560277	id-17252	6.27e-08	-	ATGTCGTGCTCACTTATCTCCAGCAGGTGTCGCCC	UpstreamP1_CTCF	40
chr11	44578306	44578456	id-17253	1.52e-07	+	GCACTGAGCGCTGTGGTGGACACCAGAGGGCGATA	V_CTCF_BR	40
chr11	44587106	44587256	id-17254	1.82e-06	+	CGGCGTTCCCCGGCTGCAGCCGGGAGGGGGCCGAG	UpstreamP1_CTCF	36
chr11	44588641	44588791	id-17255	1	+	NA	NONE	29
chr11	44613641	44613791	id-17256	8.23e-05	+	CTGCCCTTTGCTGAATGCCCCACCGTGAGGCTGAG	UpstreamP1_CTCF	5
chr11	44619663	44619813	id-17257	8.21e-06	+	GTGATGATTCTGGTGGGAGACACTGGGGGGCAGAC	V_CTCF_BR	10
chr11	44638525	44638675	id-17258	5.77e-08	-	CCTGACCAGTAGCCAGTGGCCAGCAGGGGGCGTGC	V_CTCF_BR	40
chr11	44642791	44642941	id-17259	6.94e-09	+	AGTGGTGTTTCAGCAGGGACCACCAGGCGGCGCTG	Upstream_CTCF	40
chr11	44649411	44649561	id-17260	1	+	NA	NONE	5
chr11	44654432	44654582	id-17261	5.51e-07	-	TGGCTTCTGCTCACAGGGCCCGGCAGGGGGCAGGG	V_CTCF_BR	38
chr11	44655309	44655459	id-17262	1.55e-08	+	CCCCTTCTCCAGCTTGCTGCCTGCAGAGGGCAGCA	V_CTCF_BR	39
chr11	44680108	44680258	id-17263	1.34e-06	+	ACTGTCATGCAAGCTCCTGACGGCTGGGGGCACCA	Upstream_CTCF	36
chr11	44719899	44720049	id-17264	2.01e-05	-	CCTGTACATCTGTAGCTGTCCCCTTGATGGTGGTC	Upstream_CTCF	1
chr11	44749489	44749639	id-17265	1.52e-07	+	GAGTGAGGTGACTGGGCTCCCGCCAGGGGGCGCAC	V_CTCF_BR	40
chr11	44770988	44771138	id-17266	1	+	NA	NONE	3
chr11	44782723	44782873	id-17267	1.84e-05	-	GTGTAAGCCTGGTGGGCAGGCGACAGGGGTCACCC	UpstreamP1_CTCF	20
chr11	44784813	44784963	id-17268	5.28e-05	-	TGTCCAGGCCACATACCTGCCAGCAGAGACAGGCC	Upstream_CTCF	5
chr11	44788075	44788225	id-17269	1	+	NA	NONE	16
chr11	44797064	44797214	id-17270	4.7e-08	-	TGTACACCTCCCACCCCCGCCACTAGAGGGAGCAA	V_CTCF_BR	40
chr11	44807985	44808135	id-17271	2.94e-06	+	AGTTTTGTGGCATCTGCTACCCCTAGGGGGCAAGC	Upstream_CTCF	38
chr11	44826145	44826295	id-17272	5.41e-06	-	CCTGCAAGCACAGCAGCTACCAGAGGGGAGCTCTG	Upstream_CTCF	4
chr11	44844677	44844827	id-17273	5.9e-06	+	TTGCTCAGCCCCAGGCCTACCACTAGAGGCACCCT	UpstreamP1_CTCF	36
chr11	44862292	44862442	id-17274	6.39e-08	+	ACATCCCTGTTTTCCATAGCCAGCAGGTGGCACGG	V_CTCF_BR	6
chr11	44885079	44885229	id-17275	1	+	NA	NONE	4
chr11	44887598	44887748	id-17276	1.99e-07	-	GGGCCTGTGCCCGAGTGTGGCAGCAGAGGGCACAG	V_CTCF_BR	6
chr11	44915817	44915967	id-17277	6.2e-10	-	GGGCTTGCACGTGCCCTGGCCAGGAGAGGGCGCTG	V_CTCF_BR	40
chr11	44932986	44933136	id-17278	3.06e-08	-	ACAAGCTGTAGAGAATTGTCCACCAGGGGGCGCTC	V_CTCF_BR	40
chr11	44947752	44947902	id-17279	6.98e-07	+	TGCTGTGGATCCCCAGGGACCACCTGTTGGCACCC	V_CTCF_BR	9
chr11	44948747	44948897	id-17280	3.97e-07	+	TGCAGACCGTTTGCAATCACCACTAGGTGGCGCCT	V_CTCF_BR	40
chr11	44949055	44949205	id-17281	5.89e-08	+	GTGCAGTTTCGTGGAGGCTACTGCAGATGGCGGAG	UpstreamP1_CTCF	3
chr11	44958108	44958258	id-17282	4.23e-08	+	GGGTGTATTCCACCAATGGCCACAAGATGGCAGCA	V_CTCF_BR	40
chr11	44961295	44961445	id-17283	1	+	NA	NONE	38
chr11	44970708	44970858	id-17284	8.61e-08	-	GGGTCGTTTTGTTGCAGAGCCAGGAGGGGGCACTG	V_CTCF_BR	40
chr11	44972536	44972686	id-17285	6.2e-10	+	GAGGCTCTCCCGGGGGCCGCCTGCAGGGGGCGCAC	V_CTCF_BR	40
chr11	44989389	44989539	id-17286	3.42e-05	+	GGAGGACGACTGTGGGGAGCCACCAGGGGAGACGT	Upstream_CTCF	0
chr11	44999027	44999177	id-17287	3.73e-06	+	ACTGTGATGATCACAGTGACCTCCTGAGGCCAGCA	Upstream_CTCF	39
chr11	45016364	45016514	id-17288	1	+	NA	NONE	12
chr11	45037662	45037812	id-17289	9.51e-07	-	GAGAGAAAGGTCGGGTTACCCACAAGAGGGAGCCC	V_CTCF_BR	12
chr11	45039004	45039154	id-17290	1.73e-06	-	CTGCAACGCTTCAGATTGACAGGGAGGGGGCGTCT	UpstreamP1_CTCF	30
chr11	45043438	45043588	id-17291	7.54e-08	+	CAGCTGTGGGCGGTGGCCTCCATCAGGGGGCAGGG	UpstreamP1_CTCF	12
chr11	45067403	45067553	id-17292	3e-06	-	GTTCCCTGCTGCCAACAAGCCACCAGGGAGCAGAG	UpstreamP1_CTCF	18
chr11	45070829	45070979	id-17293	4.14e-06	+	ATGGCCAAGGATCTCACAGACAGGAGGTGGAGGCA	V_CTCF_BR	2
chr11	45105153	45105303	id-17294	5.13e-05	+	TGATGGTCCCCGGGCTCAGCCAGCAGAGGGCCTAG	V_CTCF_BR	39
chr11	45108987	45109137	id-17295	4.65e-05	+	ACTGCTCCCTGCTGCTTGTCCAGCTGCAGGCTGCC	V_CTCF_BR	3
chr11	45111490	45111640	id-17296	6.73e-07	+	CTGTGCTGGCCATGTGTGTCAGCCAGGGGGCGAGG	UpstreamP1_CTCF	37
chr11	45118302	45118452	id-17297	1	+	NA	NONE	7
chr11	45119583	45119733	id-17298	1.73e-05	-	CTGAGGCCTGGGTGGGTTCCCTGAAGGTGCCGCTA	V_CTCF_BR	3
chr11	45123981	45124131	id-17299	9.25e-06	-	CCTTCCTGGGAGTGGCTGGATTGCAGAGGGCAGTG	V_CTCF_BR	8
chr11	45124768	45124918	id-17300	1.85e-08	-	CTGTAGTTTCATATGTCTACCATCAGATGGCGCCA	UpstreamP1_CTCF	40
chr11	45127164	45127314	id-17301	9.58e-10	-	CTGGCAATTGTTGTTGTGGCCACCAGGTGGCGGGC	Upstream_CTCF	40
chr11	45132271	45132421	id-17302	4.85e-07	+	AAGGTGTTACTTCATTTGTCCAGCAGATGGCAGTA	UpstreamP1_CTCF	40
chr11	45201751	45201901	id-17303	5.3e-05	+	AGGCAGTAGAGTGGCAGGCGCCCCAGGCGGTGCAG	UpstreamP1_CTCF	38
chr11	45202718	45202868	id-17304	6.15e-05	-	AGAGCAGGTACAGGCAGGGCCTGGGGGCGCTGGCG	Upstream_CTCF	10
chr11	45204661	45204811	id-17305	5.51e-07	+	CAAGAAACATGGAAGGAAACCACCAGGGGGAGCCA	V_CTCF_BR	40
chr11	45226429	45226579	id-17306	1.23e-05	+	CACCTTTTCCCCTAGGCCTCCATCAGGGGGCTCTA	UpstreamP1_CTCF	19
chr11	45231935	45232085	id-17307	2.43e-06	-	CAGACGGCCTCTAGTGGGGACTGCAGCTGGCGGGG	V_CTCF_BR	11
chr11	45233399	45233549	id-17308	3.05e-07	+	TGTGCAGATTCCAGCAAGGCCACAGGATGGCCCCA	Upstream_CTCF	18
chr11	45234645	45234795	id-17309	1	+	NA	NONE	31
chr11	45255105	45255255	id-17310	4.01e-09	-	CTGCACTTCAGGGGCTTGGCCTCTAGGGGCAGCAG	UpstreamP1_CTCF	40
chr11	45269184	45269334	id-17311	4.43e-05	-	GCTTGCTGAATGAATGAATCCACTAGAGGCCACAG	V_CTCF_BR	13
chr11	45274058	45274208	id-17312	3.09e-07	+	GCTGTGGGGAGCTCCTCCTCCGCCAGGGGGAGCAC	V_CTCF_BR	40
chr11	45288644	45288794	id-17313	9.78e-07	+	CTGTGCCAAAAGTCTTGGCCCGCTAGGGGGCGGTA	UpstreamP1_CTCF	39
chr11	45315260	45315410	id-17314	5.86e-07	-	GATTCATTTCCCTCCACATCCTCCGGGTGGCAGCA	Upstream_CTCF	40
chr11	45320295	45320445	id-17315	1	+	NA	NONE	3
chr11	45354062	45354212	id-17316	4.64e-09	-	GTGCCATTCACCATCTCGTCCACTAGAGGGCAGAA	UpstreamP1_CTCF	40
chr11	45361683	45361833	id-17317	8.19e-10	+	CTTGTAATGACAACACGCGCCACCAGGGGGCGACC	Upstream_CTCF	40
chr11	45363046	45363196	id-17318	3.16e-05	-	GCCGAGGCCCTCGCCATAACCACCAGGTGTCCTAC	Upstream_CTCF	3
chr11	45392863	45393013	id-17319	5.26e-07	+	AGTGCATGGCAGAAGGAAGCCTGTAGGTGGCGCTA	Upstream_CTCF	40
chr11	45427947	45428097	id-17320	3.36e-05	+	CTGCCAATATTGCAGTAGCCCAATAGGGGTCACTG	UpstreamP1_CTCF	39
chr11	45477158	45477308	id-17321	1.03e-06	-	CGTTTACAGCAGCCGGCGGCCAGGAGGAGGAGCTG	V_CTCF_BR	5
chr11	45492363	45492513	id-17322	1.93e-05	-	GTGAGCAGAATTACCAAGACCAGCAGGGGGTGAGA	V_CTCF_BR	1
chr11	45507082	45507232	id-17323	1.35e-05	-	CTGCAATTGCGCTGAGTGCCCACCTGGGATTATTA	UpstreamP1_CTCF	14
chr11	45520245	45520395	id-17324	1	+	NA	NONE	2
chr11	45559924	45560074	id-17325	1.48e-06	+	ATGGTGAGCACCGGCCACCCCAGCAGAGGGAGCAG	V_CTCF_BR	6
chr11	45585639	45585789	id-17326	3.28e-05	+	CCAAGTTCCTCGCTGGCTGTCAGCAGGGGCTGCTC	V_CTCF_BR	1
chr11	45599917	45600067	id-17327	4.03e-06	-	GTCCTGTTCCCAGCTGAGTCCAGAAGAGGCAGTGC	UpstreamP1_CTCF	0
chr11	45636856	45637006	id-17328	2.84e-05	-	GGGCTGCTTCCCAGAATTTTATCCAGAGGGCGCCC	UpstreamP1_CTCF	9
chr11	45671840	45671990	id-17329	1	+	NA	NONE	0
chr11	45676908	45677058	id-17330	1.28e-08	-	GCTGCACCGCAGGATGTGGTCACTAGAGGGCAGCA	Upstream_CTCF	40
chr11	45693337	45693487	id-17331	5.96e-07	-	ATGCCAGGGGCTGGGACCGCCTGCAGATGGTGCAC	V_CTCF_BR	14
chr11	45700675	45700825	id-17332	1.06e-05	+	CCCTTACCCCCAAGGGCTGCCTGCAGAGGGGGCTG	Upstream_CTCF	3
chr11	45714453	45714603	id-17333	1	+	NA	NONE	2
chr11	45743847	45743997	id-17334	6.15e-05	-	CCAGGCCCTAGCGGTGAGACCAGCAGGTGTGGGCA	Upstream_CTCF	0
chr11	45770471	45770621	id-17335	2.44e-07	-	GGTGCACCTGTAGTCGCAGCCACTAGGGGAGGCTG	Upstream_CTCF	21
chr11	45792880	45793030	id-17336	2.18e-07	+	CGTGTGATTCCAAAACTGTCCACAAGAAGGTGCTC	Upstream_CTCF	40
chr11	45793596	45793746	id-17337	4.34e-07	-	GTGCCATGGGGACCCAGCGCCGCTGGAGGGCAGCA	UpstreamP1_CTCF	40
chr11	45825863	45826013	id-17338	2.29e-05	+	GTGCGGCGCTGCAGATGCAGCACGGGGTCGCGGGG	UpstreamP1_CTCF	15
chr11	45826470	45826620	id-17339	1.18e-09	+	TGGCTGCCGAGGTCCCCCGCCAGCAGCGGGCAGCG	V_CTCF_BR	33
chr11	45837446	45837596	id-17340	9.71e-06	-	CCTGTTCTTCTCCAATTCTCCTCTTGGAGGCCTCT	Upstream_CTCF	30
chr11	45864780	45864930	id-17341	1.38e-08	+	CGCCGCTGTCCCAGTCCTACCACTAGAGGGCGCGG	V_CTCF_BR	40
chr11	45869714	45869864	id-17342	5.63e-06	+	CTGCACCCAGACCGTCCTGCCTCTAGGGGTGTCAA	UpstreamP1_CTCF	35
chr11	45870185	45870335	id-17343	1	+	NA	NONE	8
chr11	45874472	45874622	id-17344	2.81e-06	-	TGTGCTGCCCTGGGCTCAGCCATTAGGGAGCACCA	Upstream_CTCF	14
chr11	45884409	45884559	id-17345	2.1e-06	-	GCTGACATTTTATAAACCAGCTGCAGGGGGCAGGA	Upstream_CTCF	10
chr11	45894374	45894524	id-17346	5.08e-07	+	GCTGTGTTCTATAGGCCAGCCAGTGGAGGGCAGCA	V_CTCF_BR	40
chr11	45897045	45897195	id-17347	1	+	NA	NONE	4
chr11	45906941	45907091	id-17348	1.38e-06	+	GGGACAAAGCCCACACCGGCCACGGGGTGGAGGAG	V_CTCF_BR	7
chr11	45909617	45909767	id-17349	2.96e-05	-	GTGCACACACACAGCCCTGCCTACAGGCGGCTCTC	UpstreamP1_CTCF	4
chr11	45912857	45913007	id-17350	1.29e-05	-	AGGCACTGCAAGCAACATGACAGCAGGAGCCATGA	UpstreamP1_CTCF	12
chr11	45919281	45919431	id-17351	1.16e-05	-	GCTGTCATTCTGTTGCCAACCAGCAGGCAGTGCTT	Upstream_CTCF	14
chr11	45920146	45920296	id-17352	6.75e-05	+	CTGCTGGCTGCTATTACACCAGACAGATGGCACCA	UpstreamP1_CTCF	8
chr11	45944389	45944539	id-17353	7.73e-06	+	GCCCCGAGGGCGCCCCCGGGCGCTGGGGGCCGCCG	V_CTCF_BR	5
chr11	45986547	45986697	id-17354	2.25e-08	+	GTGAATTTCCACATCAGAACCACCAGGGGGAGCTC	UpstreamP1_CTCF	40
chr11	46022777	46022927	id-17355	1	+	NA	NONE	12
chr11	46028097	46028247	id-17356	5.65e-05	-	AGCTGAAATCTCACTGATCCCACTAGATGGCGTTA	V_CTCF_BR	40
chr11	46071572	46071722	id-17357	2.81e-06	+	CCAGCAGAGTTAGCGATTGCCACTAGGGATTGCCA	Upstream_CTCF	10
chr11	46077437	46077587	id-17358	1.31e-05	-	TAAAAGGTACATTAAGGAACCTCCTGGTGGCAGCA	V_CTCF_BR	1
chr11	46097584	46097734	id-17359	1.1e-05	-	CCAATTCAGGCAGTGCCTGCCACCAGGTGGAGTGT	V_CTCF_BR	38
chr11	46124536	46124686	id-17360	4.65e-06	-	CAGCTCTGCAGGACCCTGTCCAGCCGGTGGTGCTC	UpstreamP1_CTCF	1
chr11	46139518	46139668	id-17361	3.11e-05	-	GAAGATCTCTAAATGCTATCCAGCAGGAGGTGCTA	V_CTCF_BR	36
chr11	46144437	46144587	id-17362	1	+	NA	NONE	6
chr11	46148778	46148928	id-17363	4.1e-06	+	CTTTTAGCAGCATCCTTGGCCTCTAGAGGCCAGTA	Upstream_CTCF	39
chr11	46181897	46182047	id-17364	1.52e-07	-	CCATTGCTCTGCACTGCTGCCAGCAGGTGGAGGGA	V_CTCF_BR	17
chr11	46244171	46244321	id-17365	1	+	NA	NONE	20
chr11	46257771	46257921	id-17366	1.16e-05	-	AAAGTAAGTCTTCCAGTAGCCACTTGGGTGCAGAA	Upstream_CTCF	4
chr11	46259579	46259729	id-17367	2.67e-06	-	CCTGCAGCCCCGCGGGGAGGCCGGAGATGCCGACG	Upstream_CTCF	22
chr11	46260796	46260946	id-17368	1.04e-11	+	GGGCGCCTGCCCCGCGCGGCCGGCAGAGGGCGCTG	V_CTCF_BR	40
chr11	46265194	46265344	id-17369	2.28e-05	-	AGTGCTGCGGATCGGGGGCGCAGGAGAGGGACGCC	Upstream_CTCF	15
chr11	46269235	46269385	id-17370	1.73e-05	+	CGAGAGTCACATCACCTGTCCCCATGGTGGCGCCA	V_CTCF_BR	36
chr11	46300095	46300245	id-17371	4.7e-06	+	TGGCTCATAGGCTGGATCTCCGCTGGGGGGCGCAC	V_CTCF_BR	37
chr11	46313461	46313611	id-17372	4.68e-05	-	CTGCTCTCTCGGCCCCTGGCCAGCTGGAAGGCCCT	UpstreamP1_CTCF	19
chr11	46315496	46315646	id-17373	1	+	NA	NONE	10
chr11	46318640	46318790	id-17374	4.68e-07	-	TCCGCAGAGCCCGGGCCTGCCGGCTGGGGGCGCTT	V_CTCF_BR	37
chr11	46321310	46321460	id-17375	2.1e-05	-	GTGCAGCACCCCACCATGGCCACCACTGTCCCTGC	UpstreamP1_CTCF	18
chr11	46321605	46321755	id-17376	2.02e-06	-	GTGTCCTCCATCTTGATGGGCACAAGGGGGCTCTG	UpstreamP1_CTCF	1
chr11	46327029	46327179	id-17377	1.72e-06	+	CCTGCAGCCAGTCTAGTCCCCACACGAGGGCAGAG	Upstream_CTCF	27
chr11	46330202	46330352	id-17378	8.62e-10	-	GAGCAAGTGAGCCGTGTGGCCAGCAGGGGGCAGGG	V_CTCF_BR	40
chr11	46334216	46334366	id-17379	7.49e-07	+	CTGCCCTCCCCTAGGCCCTCCCTCAGGGGGCAGCA	UpstreamP1_CTCF	8
chr11	46336789	46336939	id-17380	7.27e-11	-	GTTGCAGTTCCCACAATGTACAGCAGGTGGCGAAA	Upstream_CTCF	40
chr11	46344439	46344589	id-17381	1.28e-06	-	ATGGCTTTCTGCCCCATGGCCAGCAGGAGGTGCTC	V_CTCF_BR	39
chr11	46366679	46366829	id-17382	1.47e-05	-	GGGGACAAGCCCAGACCAGCAGCCAGGAGGCAGCC	V_CTCF_BR	15
chr11	46368833	46368983	id-17383	5.98e-10	+	GCTGCAGCGCAGCGGGCGTCCGGCAGAGGGCGCTG	Upstream_CTCF	40
chr11	46373779	46373929	id-17384	5.47e-10	+	CTGCAGTGCCTCTGGAGCGACACAAGGGGGCGACA	UpstreamP1_CTCF	40
chr11	46385306	46385456	id-17385	8.16e-07	+	CTGGCAGGCCGGTGCCCTGACGGCAGGGGGCAGTT	V_CTCF_BR	17
chr11	46389250	46389400	id-17386	5.23e-10	-	GCTGCGGCTACTGGCTCCACCAGCAGGGGGCGGCG	V_CTCF_BR	40
chr11	46391108	46391258	id-17387	1.03e-09	+	GCGCAGTGCCTCTGGAGTGCCACCAGGGGGCTCGG	UpstreamP1_CTCF	40
chr11	46395498	46395648	id-17388	1	+	NA	NONE	1
chr11	46404833	46404983	id-17389	6.46e-07	+	CGAGTCAGCTGATTGGAAACCACTAGGGGGCAGAA	V_CTCF_BR	40
chr11	46411044	46411194	id-17390	1.19e-06	+	GCCGCCGGGGCTGTGCGCACCGCTAGATGGCAATG	V_CTCF_BR	40
chr11	46413545	46413695	id-17391	7.55e-07	-	TGCCAGCTCCTTCCCCAGCCCGCGAGGGGGCGCCG	V_CTCF_BR	38
chr11	46414615	46414765	id-17392	1	+	NA	NONE	2
chr11	46431666	46431816	id-17393	1.64e-05	+	GGTTGAGGAGGGACCCAGAGCCCTAGAGGGCGCTG	V_CTCF_BR	37
chr11	46468125	46468275	id-17394	3.31e-06	+	TAGCATCCCTGGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	28
chr11	46511636	46511786	id-17395	9.81e-06	+	CTAGTGGTCTGCTACAATGTCAGCAGGGGGAGCTC	V_CTCF_BR	40
chr11	46535767	46535917	id-17396	5.93e-06	+	ACTGCAGTACTTCCCCTAACAGCCTGGGGAAGAGA	Upstream_CTCF	4
chr11	46544056	46544206	id-17397	1	+	NA	NONE	36
chr11	46550957	46551107	id-17398	3.18e-09	-	AGTGCCCTACCACTTGGCTCCACCAGGGGGAGTCA	Upstream_CTCF	40
chr11	46558802	46558952	id-17399	9.51e-07	-	GGGGTTTGAACTCCTGGGCCCTGAAGAGGGCACCC	V_CTCF_BR	36
chr11	46559493	46559643	id-17400	4.14e-06	-	AACCCTTGCTTCTAGTTCTCCAGCAGGTGTCACTG	V_CTCF_BR	40
chr11	46563660	46563810	id-17401	7.55e-07	+	GAGAGGTGGCAACTGGCTGCCACTTGATGGCACAC	V_CTCF_BR	12
chr11	46639409	46639559	id-17402	4.96e-08	-	GCCGCAGATCCACAGCCTCCCACCCGGGGGCGCTG	Upstream_CTCF	40
chr11	46690084	46690234	id-17403	1.04e-05	+	CACCGTTGACTACGAGTTCCCAGTAGATGGTGCGC	V_CTCF_BR	1
chr11	46691507	46691657	id-17404	1.06e-05	+	AGGGCATTTCCTCTTCCTGCCTCTGAGGGGCAGAA	Upstream_CTCF	38
chr11	46692720	46692870	id-17405	1	+	NA	NONE	17
chr11	46697006	46697156	id-17406	8.13e-06	-	AAGGCCTTAACAACGATGGCCTCCAGGGGTAGAGT	Upstream_CTCF	24
chr11	46699978	46700128	id-17407	7.12e-06	+	GGGAAATACCCCAGACTGCGCTGCTGGGGGCAGTA	UpstreamP1_CTCF	13
chr11	46830463	46830613	id-17408	1.64e-06	-	CAGCATCTTTGGCTTTTATCCACTAGATGTCAGTA	UpstreamP1_CTCF	38
chr11	46848303	46848453	id-17409	4.71e-06	+	GCAGGATCAGCAGGAATACCCGGCAGGCGGCGGCG	Upstream_CTCF	19
chr11	46849652	46849802	id-17410	1	+	NA	NONE	10
chr11	46863795	46863945	id-17411	2.68e-05	+	ACATTAGTATCATAAGCTTCCTGAAGGGGACAGTC	Upstream_CTCF	7
chr11	46911273	46911423	id-17412	4.7e-10	+	GTTGTACTGCCCCGAATGTCCAGCAGAGGGAGGAA	Upstream_CTCF	40
chr11	46918655	46918805	id-17413	7.55e-07	-	TACTCATCATGGCAGTTTTCCAGCAGATGGCAGTA	V_CTCF_BR	40
chr11	46938238	46938388	id-17414	5.9e-06	+	TTGATCTTTTTCAAAACTTCCTCCAGGGGGCTGAG	UpstreamP1_CTCF	36
chr11	46939856	46940006	id-17415	6.84e-06	+	GCAGCGCGCCCCACTGCCGCCTCATGGTGCCGCCC	V_CTCF_BR	10
chr11	46941522	46941672	id-17416	7.62e-07	+	TGTGTAGTTCTTCTTGCTGACTGAAGGCGGCAGTA	Upstream_CTCF	40
chr11	46988428	46988578	id-17417	3.81e-05	+	GGTGCTGGCCAATTTGGCTCCTGGTGAGGGCTCCC	V_CTCF_BR	1
chr11	47008826	47008976	id-17418	3.86e-05	+	GTTGTACTAATACAGTGAACCCAGAGGAGGCGCTT	Upstream_CTCF	12
chr11	47160773	47160923	id-17419	1	+	NA	NONE	3
chr11	47174753	47174903	id-17420	2.05e-09	-	GAAGCAGTGCCGCTGAGGGCCACAAGAGGGTGCCC	Upstream_CTCF	40
chr11	47182695	47182845	id-17421	1.52e-07	-	TGTCCGACCCGTCTGGCCCCCACAAGGGGGCAGTA	V_CTCF_BR	40
chr11	47183214	47183364	id-17422	7.44e-09	-	GCTGTTATTCACCTTGTCAGCAGCAGAGGGCAGCA	Upstream_CTCF	40
chr11	47199015	47199165	id-17423	1	+	NA	NONE	40
chr11	47201172	47201322	id-17424	9.06e-08	+	CTGCTAGACCCAGGGCTAGCCACTAGGGGCAATCA	UpstreamP1_CTCF	40
chr11	47207761	47207911	id-17425	4.7e-06	+	GCAAACTTCAGAAGCCGGAGCAGGAGAGGGCGGGC	V_CTCF_BR	12
chr11	47208055	47208205	id-17426	1	+	NA	NONE	20
chr11	47208987	47209137	id-17427	1	+	NA	NONE	29
chr11	47237846	47237996	id-17428	2.8e-05	+	GAAGATGTGACTCAGACTGCCTCTGGGTGGGGCTG	Upstream_CTCF	24
chr11	47255601	47255751	id-17429	3.88e-07	+	GTGTTTTTTCCCCCAGTGTTCAGAAGGGGGCAGAA	UpstreamP1_CTCF	39
chr11	47270314	47270464	id-17430	1.24e-05	-	GGGTGCGTCCGGGCGGCTGCTTGCAGGTGCCACCC	V_CTCF_BR	32
chr11	47270622	47270772	id-17431	4.68e-05	-	ATCTAGCTATGGGGTCAAGCCTGGAGGGGACGCTG	UpstreamP1_CTCF	39
chr11	47279556	47279706	id-17432	1.73e-06	+	CTGCACCATCCTCTTCTCCCAGCAAGGGGGCTCCA	UpstreamP1_CTCF	40
chr11	47281166	47281316	id-17433	1	+	NA	NONE	40
chr11	47290546	47290696	id-17434	1	+	NA	NONE	30
chr11	47291413	47291563	id-17435	3.91e-06	+	GCTGTGGGTCCCCCACTTGGCACGCGACGGCGCTG	Upstream_CTCF	16
chr11	47292560	47292710	id-17436	1.77e-05	+	TTTGTGAATCCTAAATCTACCTCTGGGTGGAGCTG	Upstream_CTCF	30
chr11	47350063	47350213	id-17437	7.23e-07	-	AGAGCAATCGTGCCATGCTCCCCCAGGCGGCAGCG	Upstream_CTCF	2
chr11	47351768	47351918	id-17438	2.37e-05	+	GCTGCCATGAATGAACAGGCTGCTAGAGGGAGCAG	Upstream_CTCF	14
chr11	47370520	47370670	id-17439	9.88e-07	-	ATTTCACCACAACCATGTGCCAGCAGATGGCAATC	Upstream_CTCF	38
chr11	47376897	47377047	id-17440	1.5e-05	-	CCTTCCAGTTCTCGTCCAAGCACAAGGAGGCGCTG	Upstream_CTCF	40
chr11	47395567	47395717	id-17441	8.43e-09	+	CTGTCTGTGGTGACCCGAGCCACCAGGGGGCGCCT	V_CTCF_BR	40
chr11	47398160	47398310	id-17442	1.04e-07	-	GCACGGCCCTGTGTCTGTGCCAGTAGGGGGAGGAG	V_CTCF_BR	4
chr11	47398411	47398561	id-17443	2.2e-06	-	CCTGACCTCTCAATTCTGAACTCCAGGTGGAGCTA	Upstream_CTCF	15
chr11	47428549	47428699	id-17444	2.27e-06	+	GGTGGCCAGGAGCGCTCAGCCTCCAGAGGCAGGAA	V_CTCF_BR	27
chr11	47429373	47429523	id-17445	1.73e-05	+	AGGTCAGGTCTAGCTTCCTCCAGGTGAGGGAAGCA	V_CTCF_BR	14
chr11	47429696	47429846	id-17446	1.39e-05	-	GGCCGCAGTCTGCCCGTGGCCGCACGGGGGCGCGC	V_CTCF_BR	39
chr11	47430854	47431004	id-17447	8.21e-05	+	TGATATTGATCCCTGTCCTGCAGATGAGGGCACTG	V_CTCF_BR	11
chr11	47433815	47433965	id-17448	4.89e-09	-	CAGGCTCTGCCCCTCACCACCTGCAGGGGGCGGCA	Upstream_CTCF	40
chr11	47459603	47459753	id-17449	1.84e-06	-	ACCAGGATGCATCCCAGCCCCTGCAGAGGGCAGGC	V_CTCF_BR	8
chr11	47464702	47464852	id-17450	1	+	NA	NONE	24
chr11	47475868	47476018	id-17451	4.7e-08	-	TGGTCCCAGCTGTCTAGGACCAGCAGATGGCAGTG	V_CTCF_BR	40
chr11	47488299	47488449	id-17452	2.96e-05	-	CTGCACAGAGCCGCCTCTGTTGGCAGGAGGCACTG	UpstreamP1_CTCF	8
chr11	47502412	47502562	id-17453	1.16e-05	+	ACTGTAATCCCAGCTGCTTGCAGTTGGAGGTTGCA	Upstream_CTCF	8
chr11	47561511	47561661	id-17454	6.15e-05	-	CTTGTAATATCTTATTGCACCAGAGGTGGACACCT	Upstream_CTCF	18
chr11	47572800	47572950	id-17455	1	+	NA	NONE	40
chr11	47574770	47574920	id-17456	4.96e-08	-	GCTGCTCCTCCACTTCCCAGCCCGAGGGGGCGCTG	Upstream_CTCF	40
chr11	47618898	47619048	id-17457	1.13e-05	+	ATCCTCCCCCGTCAGCCTGCCACCACGTGGCAGCT	UpstreamP1_CTCF	1
chr11	47638700	47638850	id-17458	2.53e-05	-	GACTCTGATAACCAGTCTACCACCAGAGGACGCCA	V_CTCF_BR	40
chr11	47664136	47664286	id-17459	1.04e-06	-	CCTGCCGTTTCTCGGGGCGGGACGGGGGGGCGGGG	Upstream_CTCF	33
chr11	47679845	47679995	id-17460	1.17e-05	+	CAAAAACAAAGATATGCTGCCACCAGATGGTGATA	V_CTCF_BR	1
chr11	47738341	47738491	id-17461	3.11e-05	-	GGTAGCTCGGTCGTTTCGCACACTAGGTGGCATAC	V_CTCF_BR	16
chr11	47789834	47789984	id-17462	2.46e-06	-	GTGATGCTCCAAGTGGCGGGCTCCAGAGGCAGGAG	UpstreamP1_CTCF	17
chr11	47870078	47870228	id-17463	1.56e-05	+	GGTGCTCTTTTCTCAGCGGCCGCAGGGCAGGGGGC	Upstream_CTCF	25
chr11	47875023	47875173	id-17464	3.4e-06	-	AAACGAAGTCACTACCTAACCACTAGATGGCAATA	V_CTCF_BR	38
chr11	47927068	47927218	id-17465	1.39e-05	+	TGAGGATCCCACATTAGTGCCACTGGGGGTCGGAC	V_CTCF_BR	2
chr11	47956101	47956251	id-17466	7.73e-06	+	AAATGCTGGCAGAGTATCTCCAATAGAGGGCGGTA	V_CTCF_BR	40
chr11	47985553	47985703	id-17467	3.63e-05	+	CAAGAGTGGGAGCAAGAGACAGGGAGAGGGCGCTA	V_CTCF_BR	19
chr11	47996194	47996344	id-17468	1.61e-05	-	GTTTAACAAGTCCACTAACCCACCAGGAGGCAGCT	UpstreamP1_CTCF	19
chr11	47998566	47998716	id-17469	1	+	NA	NONE	13
chr11	48000985	48001135	id-17470	4.94e-06	-	TGTGTTGAGTTTCACCAGGCCAGTAGAGGGGAGAA	Upstream_CTCF	12
chr11	48001748	48001898	id-17471	1	+	NA	NONE	6
chr11	48002830	48002980	id-17472	2.81e-05	+	CACGGGCCCGGCTTCCTAGCCGGAGGCGGCCGGAG	V_CTCF_BR	35
chr11	48074386	48074536	id-17473	9.25e-06	+	GCAGTACGTGGGCCACCAGCCGCTAGGGGCCTGGC	V_CTCF_BR	7
chr11	48118604	48118754	id-17474	2.08e-07	-	ACGCAGCACTCACCTCTTACCACCAGGTGCTGGAA	UpstreamP1_CTCF	17
chr11	48130998	48131148	id-17475	1.54e-05	-	ATTCATCTTCTTCTTTCCATCAGTAGGTGGCAGTA	UpstreamP1_CTCF	39
chr11	48131600	48131750	id-17476	1.92e-05	-	TGTTAATGTTGCTGTGTGTCCATTAGGGGGCAGTA	UpstreamP1_CTCF	40
chr11	48138509	48138659	id-17477	2.72e-06	+	GGTCACTTACAGCAGGTCCCCAGCAGGGGTCATGC	UpstreamP1_CTCF	40
chr11	48168603	48168753	id-17478	1.03e-06	-	GGGAGCACATTAACATCGCCCAGCTGGGGGCGCAG	V_CTCF_BR	2
chr11	48194506	48194656	id-17479	7e-10	+	CCAGCAGTTTTGGATGATGCCACTAGATGGCGGCA	Upstream_CTCF	40
chr11	48206130	48206280	id-17480	1	+	NA	NONE	9
chr11	48231721	48231871	id-17481	2.37e-05	-	AGGTCAGGGTGACCGGCCGCCAGCAGGGGGACTTT	Upstream_CTCF	31
chr11	48329444	48329594	id-17482	1.91e-08	+	GTTGCTTTGCTCCATTTTGCCGCTAGAGGGAGCCA	Upstream_CTCF	40
chr11	48387450	48387600	id-17483	4.14e-05	+	CCCCCGACCCATGCCATGGCCACCAGGAGGCCACA	UpstreamP1_CTCF	7
chr11	48406357	48406507	id-17484	1.84e-06	+	CATGGAGAGGATTCCTGTTCCTGTAGGTGGCGCCG	V_CTCF_BR	24
chr11	48845484	48845634	id-17485	1	+	NA	NONE	0
chr11	48893008	48893158	id-17486	1	+	NA	NONE	0
chr11	48921668	48921818	id-17487	5.68e-06	-	ACCATGGCCGCTCCGGGGACCACCAGGCGGCGCGC	V_CTCF_BR	3
chr11	49250839	49250989	id-17488	1	+	NA	NONE	5
chr11	49252240	49252390	id-17489	1	+	NA	NONE	9
chr11	49547921	49548071	id-17490	1.52e-09	-	TTGCAGTGACAGGCTACCACCAGAAGAGGGTAGCA	UpstreamP1_CTCF	30
chr11	49910555	49910705	id-17491	1.31e-05	-	CTTATTCTCTTTGGAATGGGCAGCAGAGGGCGTGA	V_CTCF_BR	4
chr11	50017232	50017382	id-17492	1.71e-06	-	CATGGAGAGGAGTCCTATTCCACTAGGTGGCGCTG	V_CTCF_BR	33
chr11	50133603	50133753	id-17493	3.88e-06	+	CACAGGCTTTATGTAAGAGCCACCAGAGGGAGTTC	V_CTCF_BR	15
chr11	50257367	50257517	id-17494	7.73e-06	+	CGCCACCGTGCGATGGTGCCCGCCAGGTGCCTGCC	V_CTCF_BR	1
chr11	50382502	50382652	id-17495	2.6e-05	+	TTGTAGAATCTGCAAAAGGACATTAGGGGGCGCAT	UpstreamP1_CTCF	0
chr11	51250265	51250415	id-17496	1	+	NA	NONE	0
chr11	51560070	51560220	id-17497	5.92e-05	-	CATGGAGAGGATTCCTATTCCTGTAGGTGGTGCTG	V_CTCF_BR	23
chr11	51569903	51570053	id-17498	1	+	NA	NONE	0
chr11	51572083	51572233	id-17499	1	+	NA	NONE	0
chr11	51579440	51579590	id-17500	1	+	NA	NONE	0
chr11	51580888	51581038	id-17501	1	+	NA	NONE	0
chr11	51591265	51591415	id-17502	1	+	NA	NONE	0
chr11	54890787	54890937	id-17503	1	+	NA	NONE	0
chr11	55026364	55026514	id-17504	1	+	NA	NONE	0
chr11	55125164	55125314	id-17505	9.4e-06	-	CTGAATTTTGGTCTGTGATCCAGTAGGTGGCGTTT	UpstreamP1_CTCF	16
chr11	55271050	55271200	id-17506	2.86e-06	-	TTGTAATAGCACACAATTGTCACTAGGTTGCGCAA	UpstreamP1_CTCF	5
chr11	55474624	55474774	id-17507	1.71e-06	-	AGTGGCAAAAACAGAATACCCACTAGAGGGCAGAG	V_CTCF_BR	38
chr11	55482878	55483028	id-17508	5.26e-07	+	ACTGTCATGAAGACGCCTTCCACTGGGGGGCGCAA	Upstream_CTCF	28
chr11	55494309	55494459	id-17509	8.03e-07	+	ACTGTCATGAAGATGCCTTCCACTGGGGGGCGCAA	Upstream_CTCF	21
chr11	55640779	55640929	id-17510	3.97e-07	-	AGCTTGAGCTGCCTCCGCTCCACGAGAGGGCGCGG	V_CTCF_BR	2
chr11	55662829	55662979	id-17511	5.65e-05	-	TGATCTTTACTGCTTCCTGCTGACAGGGGGCGGTG	V_CTCF_BR	7
chr11	55710386	55710536	id-17512	1.11e-05	+	AGAGTTTTACAATTTCCACACACTAGATGGCACCA	Upstream_CTCF	37
chr11	55857302	55857452	id-17513	1	+	NA	NONE	2
chr11	56163645	56163795	id-17514	2.6e-06	-	TGAAGACTGGATAACCTGTCCTGTAGATGGCAGTC	V_CTCF_BR	9
chr11	56289509	56289659	id-17515	5.96e-07	+	TTTTATTTGGTCGGAGTAGCCACAAGGTGGCAGGA	V_CTCF_BR	14
chr11	56392143	56392293	id-17516	2.2e-06	+	GATGTGACTTTTGTAAACGCCTCCAGAGGGAGCCC	Upstream_CTCF	32
chr11	56517831	56517981	id-17517	2.86e-06	+	TAGCAGTCATAACCCATGGCAGCCAGGAGGTAGCG	UpstreamP1_CTCF	4
chr11	56551044	56551194	id-17518	2.08e-07	-	CTTAAGTTGTTAAGCATTGCCACTAGATGGCAGCA	UpstreamP1_CTCF	39
chr11	56608805	56608955	id-17519	2.86e-06	+	CGTCAATGACAAGAAAAGACCAAGAGGTGGCAGCA	UpstreamP1_CTCF	40
chr11	56718105	56718255	id-17520	1	+	NA	NONE	11
chr11	56761288	56761438	id-17521	2.97e-06	+	TGGCCCTCTTCCCACAGCTCCACTAGGTGGTGCTC	V_CTCF_BR	20
chr11	56769279	56769429	id-17522	2.77e-07	+	TTGAATTTGCAGTTATCAGCCAGCAGGGGTCGCTC	UpstreamP1_CTCF	38
chr11	56773975	56774125	id-17523	2.77e-07	+	GTGTGATGGAAGCAACTGGCCACCAGGAGCAGCCG	UpstreamP1_CTCF	6
chr11	56853201	56853351	id-17524	2.27e-05	+	GAACAAATGCTATGGGAGCCCAGAAGAGGGAGCCT	V_CTCF_BR	31
chr11	56857134	56857284	id-17525	1.23e-05	-	CATCGATTCCCACTGTGGCCCACAAGGGGCTGCTC	UpstreamP1_CTCF	18
chr11	56884179	56884329	id-17526	1.23e-08	+	AAGCAGTGTCAAGAACATGGCAGCAGGTGGCAGCA	UpstreamP1_CTCF	40
chr11	56898668	56898818	id-17527	1.72e-06	+	AGTGCTATGCATGAACCTGGCACAGGGAGGCAGTG	Upstream_CTCF	40
chr11	56911669	56911819	id-17528	7.44e-05	+	GGAGCAAACCTTCCTTTGGACAGAGGAGGCAGTAG	Upstream_CTCF	13
chr11	56916445	56916595	id-17529	1.21e-05	+	TCTGGAACTCAAGTGTGTGCCAGAGGAGGCAGCAC	Upstream_CTCF	1
chr11	56972638	56972788	id-17530	8.21e-06	+	GCTATGCTCAGAGTTCATTCCAGCAGAGGGTGCTC	V_CTCF_BR	25
chr11	56982074	56982224	id-17531	1	+	NA	NONE	17
chr11	56992129	56992279	id-17532	1	+	NA	NONE	2
chr11	57016621	57016771	id-17533	1.1e-06	-	GCTGAGTAGCAGCTCATCTCCACCAGAGGTCAGCA	V_CTCF_BR	40
chr11	57017308	57017458	id-17534	1.15e-07	-	ATCGCTGTCCTGCGAGAAGCCACAAGGTGGCGCTG	Upstream_CTCF	40
chr11	57045409	57045559	id-17535	1.28e-06	-	CTGGCATGGCATGAAATGGCCTCTGGGTGGCAGCA	V_CTCF_BR	40
chr11	57045728	57045878	id-17536	1.31e-05	-	CAAATCACTGGCTCTCATTCCACGAGGTGGAGCTG	V_CTCF_BR	9
chr11	57060376	57060526	id-17537	5.34e-06	+	CCAGGGCCTGGCACTCTCCCCGGGGGAGGGCGGTG	V_CTCF_BR	4
chr11	57070797	57070947	id-17538	2.2e-07	-	GTGTGGTGCGGGGAGCTTTCCAGAAGAGGGAGCAG	UpstreamP1_CTCF	10
chr11	57080006	57080156	id-17539	3.63e-06	+	TCCCCGCCTTGCACCGCCACCACTGGGTGGTGGTG	V_CTCF_BR	7
chr11	57088594	57088744	id-17540	7.73e-05	+	GCTGAGCTTCTCTATCCTGCCTCCAGGCTGCCTCC	Upstream_CTCF	3
chr11	57090335	57090485	id-17541	1	+	NA	NONE	22
chr11	57091128	57091278	id-17542	2.5e-05	+	GTGCAGAGCCAGGCCAAGTGTGGTGGGGGGAGGGG	UpstreamP1_CTCF	24
chr11	57092959	57093109	id-17543	2.28e-05	+	TCCGTACTTTGTTGCACCACCACCAGGCTGCAACC	Upstream_CTCF	22
chr11	57103361	57103511	id-17544	1	+	NA	NONE	17
chr11	57107864	57108014	id-17545	1.26e-07	-	ACTCAGGTCAGGGGGCTGGGCTGCAGAGGGCGCTG	V_CTCF_BR	37
chr11	57113221	57113371	id-17546	3.1e-07	+	CGCCAGTACAGGTAAATGACCACTGGGTGGCAGCA	UpstreamP1_CTCF	40
chr11	57117409	57117559	id-17547	1.08e-08	-	GTGGCGGCCTGGGATGCTTCCACCAGGTGGCGCTG	V_CTCF_BR	40
chr11	57126270	57126420	id-17548	1.85e-05	+	TTATCTCTTGCTGGTAATGCCACAAGGGAGCGCAC	Upstream_CTCF	3
chr11	57154840	57154990	id-17549	4.31e-07	+	GAGGAGGGGAGGCAGCTGCCCAGGAGAGGGCAGCT	V_CTCF_BR	25
chr11	57170329	57170479	id-17550	5.92e-05	-	GGGGGTCCTAGATGACGGTGAGCCAGAGGGCAGCC	V_CTCF_BR	0
chr11	57198547	57198697	id-17551	5.65e-05	-	CAGTGCTTCCAGTATCTGGTCTGGTGGGGGAGCTC	V_CTCF_BR	15
chr11	57224905	57225055	id-17552	5.06e-11	+	GCTGCAGATCCACCTAGAGCCACCAGAGGGCGGGC	Upstream_CTCF	40
chr11	57226251	57226401	id-17553	2.74e-08	+	AGAAGGTCCGAAAATGGAACCAGCAGGGGGCACCC	V_CTCF_BR	40
chr11	57227820	57227970	id-17554	2.27e-06	-	CGACTTAACCCTTTCTCGACCACTAGGAGGCGGGA	V_CTCF_BR	39
chr11	57244506	57244656	id-17555	6.49e-06	+	CTGTCCTGACTTGTGGCAGCCCCAAGAGGGCGTGT	UpstreamP1_CTCF	40
chr11	57247897	57248047	id-17556	4.89e-09	-	GCTGTGCTTCCCAAGGTGGCCAGTCGGGGGCAGCC	Upstream_CTCF	40
chr11	57250612	57250762	id-17557	2.23e-06	-	CGCCAGGTCCTTGGTGTGCCCGGCAGGCGGCGCTG	UpstreamP1_CTCF	34
chr11	57259275	57259425	id-17558	8.43e-09	+	GGGGACAGACCCTGGGGAGACAGCAGGGGGCGCCC	V_CTCF_BR	40
chr11	57261010	57261160	id-17559	1.89e-12	+	GCTGCAGCTCCTCCTGTGACCAGCAGGGGGCAAAA	Upstream_CTCF	40
chr11	57267167	57267317	id-17560	9.62e-05	+	CTGCCATTGGCTGGAGATTACAGGAGGCGGGGACA	UpstreamP1_CTCF	7
chr11	57270362	57270512	id-17561	2.6e-05	+	GGGATGTGATAATGCCTGGATACTAGGGGGTGGTA	UpstreamP1_CTCF	2
chr11	57283313	57283463	id-17562	1	+	NA	NONE	25
chr11	57294738	57294888	id-17563	6.74e-08	-	ACTGAAGTGCAGATTTTGGTCAACAGGTGGCGCCG	Upstream_CTCF	40
chr11	57295796	57295946	id-17564	8.21e-06	-	AAAACAGACACAGCCCCTACCAGCAGAGGGAGATT	V_CTCF_BR	24
chr11	57314763	57314913	id-17565	1	+	NA	NONE	32
chr11	57318450	57318600	id-17566	1.84e-05	+	CAGCCATAACCCTGGCTCACCTGCAGGGGTGTGGA	UpstreamP1_CTCF	15
chr11	57320283	57320433	id-17567	1	+	NA	NONE	1
chr11	57330185	57330335	id-17568	2.72e-05	-	GGTCACTGCAGCCATGTCTACATAAGGGGGCACTC	UpstreamP1_CTCF	15
chr11	57335352	57335502	id-17569	1.97e-06	+	CGGCGGCGAGCGCTCAGGGGCGCTGGGGGGCGCTC	V_CTCF_BR	31
chr11	57335746	57335896	id-17570	3.88e-06	+	CGTGGCTTGGGGCAGAGCACCGCAAGGAGGCGCTG	V_CTCF_BR	40
chr11	57372584	57372734	id-17571	1	+	NA	NONE	1
chr11	57386910	57387060	id-17572	2.72e-06	+	TTGCAATGAGTCTTTGCTGCCACTTGGTGTCATTG	UpstreamP1_CTCF	38
chr11	57406291	57406441	id-17573	7.44e-06	+	GTGGCCTCACTGTCATTTTCCAGTGGGGGGCGTGG	Upstream_CTCF	23
chr11	57407275	57407425	id-17574	4.41e-06	-	AGCTGGGAACTGGATCACACCAACAGGGGGCAGAG	V_CTCF_BR	30
chr11	57408527	57408677	id-17575	4.7e-05	+	GCTGTATTGAAGCAAAGAAGGGGCAGAGGGAGCCC	Upstream_CTCF	40
chr11	57409095	57409245	id-17576	3.4e-06	-	GGAAGATATCCTCATACAACCAGCAGATGGCATCA	V_CTCF_BR	40
chr11	57411386	57411536	id-17577	9.84e-06	-	ATGCAATAACCAGGAAATCCCAGTAGAAGATGATA	UpstreamP1_CTCF	28
chr11	57412379	57412529	id-17578	1.52e-07	-	CCGGGCCTGTCCCTTTATACCACTAGGGGGCAGCA	V_CTCF_BR	40
chr11	57430420	57430570	id-17579	1.55e-05	+	AAAGACTGTACAAGATGAGGCTGGAGGGGGCAGCA	V_CTCF_BR	29
chr11	57435451	57435601	id-17580	7.44e-05	-	GCCCCGCTGCCGCGCGCTCCCGCCAGGCGTCGCTC	Upstream_CTCF	38
chr11	57468022	57468172	id-17581	1	+	NA	NONE	24
chr11	57479470	57479620	id-17582	4.68e-07	-	GCCTCCACCCCCGCCACCGCCTCCTGCGGGCGGGG	V_CTCF_BR	7
chr11	57519252	57519402	id-17583	6.46e-07	+	GCTCACTGTATCACACTAACCAGCAGAGGGTGCAC	V_CTCF_BR	40
chr11	57524464	57524614	id-17584	2.11e-06	+	CTTTGATTGTAATGTGTAACCACCAGAGGGTGGAA	V_CTCF_BR	33
chr11	57528867	57529017	id-17585	4.01e-05	+	ATTTCCCCACTGGGATAGTACAGAAGAGGGAGCAA	V_CTCF_BR	21
chr11	57531183	57531333	id-17586	3.86e-05	+	GTGTCTGTTTCCCACTCAACCTTTAGGGGGAGGGA	Upstream_CTCF	38
chr11	57546948	57547098	id-17587	1	+	NA	NONE	31
chr11	57558693	57558843	id-17588	1.41e-05	+	TTTCTGCACTGCAGTAAAACCACGAGAGGGCATCT	UpstreamP1_CTCF	2
chr11	57568260	57568410	id-17589	2.06e-07	-	GTTTCAGTACTACCAACAACCACTAGAGGGTGAGT	Upstream_CTCF	39
chr11	57584577	57584727	id-17590	6.21e-05	+	GTTTTTGGGAAGAAGAAGACCTCTAGGAGGAGCTA	V_CTCF_BR	24
chr11	57827415	57827565	id-17591	5.17e-06	-	CCAGCAAGTCTCCTACCAGAAGGCAGAGGGCAGGG	Upstream_CTCF	32
chr11	57828522	57828672	id-17592	4.24e-07	-	CCTGCACTGACCTGAGGAGCCTGTAGGGGAAGGAA	Upstream_CTCF	33
chr11	57836269	57836419	id-17593	3.56e-06	+	ACTGGTTGGCCTGAAGGGAGCACCAGGGAGCGGGA	Upstream_CTCF	20
chr11	57870745	57870895	id-17594	1.93e-05	-	CTTGTAATTCCCATAATCACCGCATGTTGTGGGAG	Upstream_CTCF	1
chr11	57901307	57901457	id-17595	2.66e-05	+	TTCTCATAGGTGTAATTGGTCAGAAGGGGTCACTG	V_CTCF_BR	1
chr11	57901758	57901908	id-17596	1	+	NA	NONE	4
chr11	58053856	58054006	id-17597	6.67e-08	-	GTGCAGTCTGGCCTAAAGACCAGTAGATGGTGCTT	UpstreamP1_CTCF	40
chr11	58263616	58263766	id-17598	8.21e-05	+	CTGAGCATGCTGAGCAGGACAGCTAGGTGGTGGTG	V_CTCF_BR	15
chr11	58281340	58281490	id-17599	5.96e-07	-	GGTGAAAAGCTTGGGATAGCCTCAAGATGGCAGCA	V_CTCF_BR	40
chr11	58291710	58291860	id-17600	1.03e-05	-	TGGCACTGCTCTTCCTGGGCCCCTAGGGGCGCACC	UpstreamP1_CTCF	40
chr11	58292163	58292313	id-17601	1.03e-06	-	CATGCTTCTTGTTTCATAACCAGTAGGGGGAGCAA	V_CTCF_BR	40
chr11	58335515	58335665	id-17602	5.61e-08	+	GTGGTGGTTCACAAAGTGGCCAGCAGGGGGAAAAG	Upstream_CTCF	40
chr11	58342875	58343025	id-17603	1	+	NA	NONE	2
chr11	58344596	58344746	id-17604	2.47e-05	+	TCTGTATTACTTTGAGCATCCATTGGATGTCAGCA	Upstream_CTCF	39
chr11	58347127	58347277	id-17605	4.23e-08	-	TGACATCTGGCGTGCGGAGCCGGCAGGGGGCAGAC	V_CTCF_BR	40
chr11	58385827	58385977	id-17606	6.05e-06	-	CTGTCTTACAGTCAAAGAGACTGTAGAGGGCAGCC	V_CTCF_BR	24
chr11	58397462	58397612	id-17607	1	+	NA	NONE	40
chr11	58404168	58404318	id-17608	5.65e-05	+	TTTACATAACTTACAGTATCCAATAGGGGGCAACA	V_CTCF_BR	11
chr11	58414647	58414797	id-17609	6.21e-05	+	AGTGGTTAGTGAAAGACCATCAGGTGGGGGCAGTG	V_CTCF_BR	2
chr11	58421578	58421728	id-17610	2.89e-09	+	GCTGTGTCAGCATCACCGACCAGCAGAGGGCGGTG	V_CTCF_BR	40
chr11	58426259	58426409	id-17611	1.93e-05	-	CAAAACGCAATGCTACCAACCACAAGGGGCAACAC	V_CTCF_BR	3
chr11	58443139	58443289	id-17612	8.62e-10	-	CTTTGCGGACTCCGCTCCGCCAGCAGAGGGCAGCA	V_CTCF_BR	39
chr11	58510580	58510730	id-17613	5.92e-05	-	AAATCTTAACTGCTTCCTGCTGACAGGGGGCGCTG	V_CTCF_BR	26
chr11	58552595	58552745	id-17614	5.08e-07	-	TACAATCAAGCAATGGCTACCAGCAGGGGGAAGTA	V_CTCF_BR	32
chr11	58556008	58556158	id-17615	1.98e-08	-	GTGCAATTTGACAGGCAAGCCAGTAGATGGCGCTT	UpstreamP1_CTCF	40
chr11	58597279	58597429	id-17616	1.19e-06	+	CTTGCCATAACTGACTGGGCCAGGAGTGGGCACCT	V_CTCF_BR	3
chr11	58618019	58618169	id-17617	2.93e-08	+	CTGTCATGCCCAGACAGGGCCACTAGATGGCTCCT	UpstreamP1_CTCF	31
chr11	58668375	58668525	id-17618	1.52e-07	-	GGTATATTCCCGCGTGCTGCCAGCTGATGGCGCCA	V_CTCF_BR	39
chr11	58673005	58673155	id-17619	1	+	NA	NONE	27
chr11	58673563	58673713	id-17620	5.41e-06	+	CCCGGAGTTAGGTGGATGGCCGGCAGGGGCAGTAG	Upstream_CTCF	36
chr11	58687600	58687750	id-17621	1	+	NA	NONE	7
chr11	58690783	58690933	id-17622	1	+	NA	NONE	39
chr11	58726101	58726251	id-17623	1.96e-07	+	CATCTGTTTGTCAAACTGACCAGCAGGGGGTGCTG	UpstreamP1_CTCF	36
chr11	58731242	58731392	id-17624	5.9e-06	-	GGTATGTTCCCGAGTGCGGCCAGCAGATGACGAGA	UpstreamP1_CTCF	25
chr11	58820902	58821052	id-17625	1.26e-07	+	CACCTGCTTGTCAAACTGACCAGCAGGGGGTGCTG	V_CTCF_BR	40
chr11	58826003	58826153	id-17626	7.23e-07	-	GGTGTAGTCCCGCATTCTGCCATATGATGGCGCCA	Upstream_CTCF	40
chr11	58864722	58864872	id-17627	4.68e-07	+	CATCTGCTTGTCAAACTGACCAGCAGGTGGTGCTG	V_CTCF_BR	40
chr11	58869795	58869945	id-17628	1.9e-06	-	GGTGTAGTCCCGCATGCTGCCATTTGATGTCGCGG	Upstream_CTCF	34
chr11	58874190	58874340	id-17629	8.97e-05	-	CATGGGCGTCCCCTGTCTCCCAGTGGAGGCTAGGG	Upstream_CTCF	34
chr11	58903486	58903636	id-17630	9.78e-09	-	TGGGGAGTGCCGCGCGCTGCCAGCAGATGGCGACA	Upstream_CTCF	40
chr11	58910048	58910198	id-17631	1.41e-06	+	TCAGCGCCTCCTGTGTGCTGCAGCAGATGGCGCGC	Upstream_CTCF	38
chr11	58912432	58912582	id-17632	1	+	NA	NONE	30
chr11	58926048	58926198	id-17633	4.96e-08	-	TGTGTACTTGTGGCTACCTCCAGTAGGTGGCAATG	Upstream_CTCF	40
chr11	58938997	58939147	id-17634	2.83e-07	+	CGGCACACGACACTTTAGGCCAGCAGGGGGCGGGT	V_CTCF_BR	40
chr11	58939442	58939592	id-17635	1.47e-05	+	AAGGAACTGAGCAGAGCCACAGGCAGGGGGAGCTC	V_CTCF_BR	40
chr11	58949978	58950128	id-17636	2.89e-07	-	GGTGCACCACCTTCACCTGCAGCCAGGGGTCAGCA	Upstream_CTCF	37
chr11	58953858	58954008	id-17637	2.58e-09	-	GTGTCCTGCTCCCAGCTCCCCAGCAGGGGGCAGCA	UpstreamP1_CTCF	40
chr11	58967857	58968007	id-17638	1	+	NA	NONE	1
chr11	58969015	58969165	id-17639	5.01e-06	-	CCAAAATACCTGCCTGCCACCTGTAGGGGGAGACC	V_CTCF_BR	36
chr11	58972748	58972898	id-17640	9.81e-06	-	CAGTGAGAGCTCCCTGCCTCCAGCAGAGGGAGAAT	V_CTCF_BR	9
chr11	58974214	58974364	id-17641	7.55e-07	+	ACAGGGATGTTGATCAGCTCCACCAGAGGGAGCTC	V_CTCF_BR	40
chr11	58975516	58975666	id-17642	1.41e-08	-	CTGCAAAGACACCTCATGAGCACCAGGTGGCGATG	UpstreamP1_CTCF	40
chr11	58988976	58989126	id-17643	1	+	NA	NONE	15
chr11	59030835	59030985	id-17644	1.84e-06	+	GGCCAGTGGGGCCGAGCCACCCACAGAGGGCAGCA	V_CTCF_BR	19
chr11	59052114	59052264	id-17645	1.62e-08	-	CTGCACAGACACCTCATGAACACCAGGTGGCGATG	UpstreamP1_CTCF	40
chr11	59168746	59168896	id-17646	1	+	NA	NONE	15
chr11	59197513	59197663	id-17647	4.34e-07	-	CTACAATTTAGGCATATTTCCACTAGGTGGCAGCA	UpstreamP1_CTCF	40
chr11	59230675	59230825	id-17648	1.56e-05	-	AGTGAACTCCACAGCATGTACTGATGGGGGCAGCA	Upstream_CTCF	9
chr11	59291120	59291270	id-17649	3.48e-06	-	CTGCAGGCTCCAAGAATCGCCTCTGCATGGCTCCA	UpstreamP1_CTCF	18
chr11	59304787	59304937	id-17650	3.18e-06	+	TTTTTGTAATGTTTCTTCACCACGAGAGGGAGCTA	V_CTCF_BR	40
chr11	59317865	59318015	id-17651	1.08e-05	+	CTGCACCTCCAGAGAGGCGCCATACGGGGGCCGCC	UpstreamP1_CTCF	36
chr11	59333339	59333489	id-17652	3.71e-05	+	CTTTCGAGGACTTCTTTGGCCAAGAGGGGGCCCGG	Upstream_CTCF	25
chr11	59394568	59394718	id-17653	5.92e-05	+	GCTGAACTAATTTGCATTCCCACCAGCAGGGTACA	Upstream_CTCF	29
chr11	59436067	59436217	id-17654	1	+	NA	NONE	36
chr11	59437105	59437255	id-17655	9.62e-05	-	CTGCTGCGTGGCCAGCGGCCCACGGCCGTGCGGCC	UpstreamP1_CTCF	23
chr11	59445688	59445838	id-17656	2.84e-05	+	CTACATTTCTTCCTTGAGGCCACTAGGGGAGAATT	UpstreamP1_CTCF	26
chr11	59448135	59448285	id-17657	3.36e-05	-	CTGTTGCAGCCACTTCAGCACTAGAGGGGGCCCTA	UpstreamP1_CTCF	40
chr11	59521533	59521683	id-17658	1.76e-09	+	CTCGCCTTTCCTAGTATGACCACCAGGGGGCGCGG	Upstream_CTCF	40
chr11	59522382	59522532	id-17659	7.73e-05	-	CGAGTGTTCTAAAAATATCCCGCCAGGAGGAAGGC	Upstream_CTCF	6
chr11	59523448	59523598	id-17660	2.91e-05	+	ACAGGCCTGGCTGCCCCTTCCCCCAGGGAGCAGCT	Upstream_CTCF	24
chr11	59560648	59560798	id-17661	1.46e-07	+	ACTGCGGAGCTCATGCAGTCCAGCAGGTGGAGGGG	Upstream_CTCF	0
chr11	59570151	59570301	id-17662	1.1e-05	-	AAAACCTGAATAAAAATCACCACATGGTGGCACCA	V_CTCF_BR	40
chr11	59578102	59578252	id-17663	1	+	NA	NONE	28
chr11	59590570	59590720	id-17664	5.34e-06	+	GAGACTTTACCGTGTATGTCCAGTAGAGGTCACAA	V_CTCF_BR	40
chr11	59605056	59605206	id-17665	4.41e-06	+	GAGTGAGGGTGAGAGCTGGGCTCCAGAGGGAGCTT	V_CTCF_BR	0
chr11	59633948	59634098	id-17666	2.53e-05	-	TGAAAAGAGGCTGAGGCAACCTGAAGGAGGAGCTC	V_CTCF_BR	12
chr11	59686595	59686745	id-17667	1.28e-06	-	GATGTCATGAGCTGCCTTCCCTGCAGATGGCACTG	V_CTCF_BR	37
chr11	59885933	59886083	id-17668	1	+	NA	NONE	16
chr11	59898106	59898256	id-17669	4.31e-07	-	ATCCTATTGAGACTGATTGACACCAGAGGGCAGCA	V_CTCF_BR	28
chr11	59937153	59937303	id-17670	6.49e-06	+	AAGTTGTTCCTCGTTATCACCATAAGGTGTCAGTA	UpstreamP1_CTCF	32
chr11	59961173	59961323	id-17671	2.47e-08	-	ATTGTAGTACTGCAGGCAGACACCAGGGGGAGAAA	Upstream_CTCF	40
chr11	59986128	59986278	id-17672	8.21e-05	-	TATCGCATTCTGAACCTCACCTCTAGGGGCCTGCT	V_CTCF_BR	5
chr11	60019077	60019227	id-17673	4.98e-09	-	GTGTACTTTTCACAATTTCCCAGCAGATGGCAGCA	UpstreamP1_CTCF	29
chr11	60033204	60033354	id-17674	6.18e-07	+	GGTGTCATATTTAATTGAGCCACAAGAGGGAGGCA	Upstream_CTCF	40
chr11	60082521	60082671	id-17675	6.49e-06	+	ATGCATGCTTTCAGCTTGGCCAGGAGGGGCTGGAC	UpstreamP1_CTCF	3
chr11	60083922	60084072	id-17676	1	+	NA	NONE	1
chr11	60086436	60086586	id-17677	8.89e-06	-	AGTGCAGCAATGGCTGCATTCCCTAGGAGGCAGCA	Upstream_CTCF	4
chr11	60101625	60101775	id-17678	5.63e-09	+	ATTGTAGTACTGAAGGCGGACACCAGGGGGAGAAA	Upstream_CTCF	40
chr11	60110697	60110847	id-17679	1.46e-07	+	TTGTAATACTAGTTTGCCTCCACCAGGTGTCGCTT	UpstreamP1_CTCF	40
chr11	60113117	60113267	id-17680	4.14e-06	-	AATGTGGCAGGATTGCTGTCCTCTAGGGGGAGCCT	V_CTCF_BR	33
chr11	60115708	60115858	id-17681	1	+	NA	NONE	6
chr11	60131051	60131201	id-17682	1.21e-09	+	GTGTACTTTTCACAATTGCCCAGCAGATGGCAGCA	UpstreamP1_CTCF	40
chr11	60237340	60237490	id-17683	2.27e-05	-	TAATTTTGGGGAATGTCTTCCACTAGTGGTCGCTA	V_CTCF_BR	7
chr11	60253527	60253677	id-17684	2.23e-06	+	CTGTACCGTACCACACTTGCCGCTTGAGGCCACTA	UpstreamP1_CTCF	19
chr11	60331400	60331550	id-17685	5.34e-06	+	CCGATCTTAACTGCTGCTTCCAACAGTGGGCGCTG	V_CTCF_BR	10
chr11	60357204	60357354	id-17686	3.81e-05	+	CAGTGAAAACAAAGTCCTACCACTAGATGGCTTAA	V_CTCF_BR	27
chr11	60375069	60375219	id-17687	2.31e-06	+	CATGTAGTACCTCATCAGTCCACCAGTGTGCCCTT	Upstream_CTCF	13
chr11	60386303	60386453	id-17688	8.76e-09	-	CTGTCATGCTCGGACAGGGCCACTAGAGGGCTCCC	UpstreamP1_CTCF	40
chr11	60392846	60392996	id-17689	1	+	NA	NONE	36
chr11	60401757	60401907	id-17690	7.1e-09	-	GAGCAGTTTAGCCTTCAGGCCAGCAGGAGGCACCT	UpstreamP1_CTCF	31
chr11	60425514	60425664	id-17691	1	+	NA	NONE	8
chr11	60448864	60449014	id-17692	1	+	NA	NONE	6
chr11	60468813	60468963	id-17693	3.2e-08	+	CCAGCAAGACCAAAATAGACCACAAGGTGGAGTCA	Upstream_CTCF	36
chr11	60478059	60478209	id-17694	3e-08	+	GCAGCTGTTTATAGCATGGCCACCAGAGGGATCCT	Upstream_CTCF	31
chr11	60506722	60506872	id-17695	6.86e-07	-	AAGGCTATCCCTCGAGAGACCCCTAGGGGCAGGTG	Upstream_CTCF	16
chr11	60510657	60510807	id-17696	7.49e-07	-	CTGCAGACTCATGGCAAGCCCAGCAGAGGTCAGAA	UpstreamP1_CTCF	12
chr11	60524201	60524351	id-17697	2.19e-05	-	ATTGTTAAACCACAAACATCCACTAGATGGCTTTT	Upstream_CTCF	38
chr11	60530377	60530527	id-17698	1.7e-05	-	CTTGTTAAACCACAAACATCCACTAGATGGCTTTT	Upstream_CTCF	38
chr11	60531273	60531423	id-17699	2.94e-06	+	TATGCAGTTTGAGGAGCCACCGCTGGGGGCACAGA	Upstream_CTCF	17
chr11	60534879	60535029	id-17700	8.62e-10	+	AGCCACGCTCTCCGCGGGGCCGGCAGGGGGCGGTG	V_CTCF_BR	32
chr11	60542932	60543082	id-17701	1.28e-08	+	GGCGCTGTTCTCAGATTACCCACAAGGGGGCACTA	Upstream_CTCF	40
chr11	60553260	60553410	id-17702	7.8e-08	+	AGAAGGGACTTGTCGAGGGCCACGAGGGGGCAGGA	V_CTCF_BR	11
chr11	60553658	60553808	id-17703	1	+	NA	NONE	6
chr11	60593174	60593324	id-17704	3.65e-07	+	CCTCTGTGGCCCATGGGCTCCAGCAGGTGGAGCAG	V_CTCF_BR	8
chr11	60598601	60598751	id-17705	3.33e-09	+	AGAGACTTGCAACATACGGCCACCAGGTGGCGGCG	V_CTCF_BR	40
chr11	60605724	60605874	id-17706	1.7e-05	+	CAGTTAATGCTGCTGATGACCGCCAGGGGCCCTTT	Upstream_CTCF	33
chr11	60608417	60608567	id-17707	3.42e-05	-	TGTGTAATTCTTGGAACTGCCTGGGGTTGGCCATT	Upstream_CTCF	6
chr11	60638950	60639100	id-17708	3.56e-05	+	GGAGCCCTTCCATGCCTGGCCTGCAGGGCTTGGCT	Upstream_CTCF	32
chr11	60655137	60655287	id-17709	5.86e-07	-	GGAGCACTAACCAAGGAGGTCACCTGGGGGCAGTG	Upstream_CTCF	40
chr11	60666931	60667081	id-17710	8.53e-09	-	GTTGCAGTTAGCCTTTTTACCACTAGATGGCGAGG	Upstream_CTCF	40
chr11	60678569	60678719	id-17711	1	+	NA	NONE	21
chr11	60683047	60683197	id-17712	6.46e-07	+	AGCGGCGGGACAGTCAGAGCCGGTAGAGGGCACTT	V_CTCF_BR	39
chr11	60692099	60692249	id-17713	1.15e-07	-	ACGACGTCCAGGGCGAGGGCCACCAGGAGGCAGAG	V_CTCF_BR	15
chr11	60712408	60712558	id-17714	4.44e-06	+	GTGTGCTGCCATTTTGCCACCAACAGGTGGAGTTT	UpstreamP1_CTCF	40
chr11	60737896	60738046	id-17715	2.05e-09	+	CCTGTGCTGCCAGTGACTTCCACCAGAGGGCAGCG	Upstream_CTCF	40
chr11	60775218	60775368	id-17716	1.73e-05	-	GCCGCCACTCGGCGCCGCTGCACAGGAGGGCGGGC	V_CTCF_BR	6
chr11	60775947	60776097	id-17717	7.1e-07	-	GCGCAGGCGCCGCCACCGTCCACCAGGCGCAGCGC	UpstreamP1_CTCF	6
chr11	60777018	60777168	id-17718	2.47e-05	+	GGGGCGCTGACCGCTGCGAGGGGCAGGTGGAGGTA	Upstream_CTCF	4
chr11	60848826	60848976	id-17719	4.14e-06	+	AGTAGCTCTCAATGAAGTGCCTGGAGAGGGAGCTC	V_CTCF_BR	5
chr11	60893835	60893985	id-17720	4.65e-05	+	TTCCGGACAGGCGCTGCTGCCCCGAGTGGCAGGCC	V_CTCF_BR	21
chr11	60897357	60897507	id-17721	1.2e-08	-	CATGCAAGGCCACAGGATGCCACGAGGGGGCGTCT	Upstream_CTCF	40
chr11	60909242	60909392	id-17722	4.24e-07	-	CCTGCAGTGCTCAGCCCTGACTGCAGGAGTGAGCA	Upstream_CTCF	7
chr11	60921237	60921387	id-17723	1.16e-05	-	AGATCAGTACCAGCTGAGAACTGGAGGGGGACCCT	Upstream_CTCF	12
chr11	60928869	60929019	id-17724	8.16e-07	-	CGTTGCAAGGGGGTCACATCCGGTAGGGGGCGGGC	V_CTCF_BR	21
chr11	60941098	60941248	id-17725	7.84e-05	-	ATATTCATTCTTTCAGTGAACACTTGAGGGTGCTC	V_CTCF_BR	33
chr11	60951229	60951379	id-17726	7.6e-05	-	GTGCAGCATTCCTTCCTCCAGGGTATGGGGCAGGA	UpstreamP1_CTCF	21
chr11	60955125	60955275	id-17727	1.67e-08	-	CATGTAATATCCGCCTTGGCCACTAGGCGTCAGTC	Upstream_CTCF	40
chr11	61022008	61022158	id-17728	3.66e-06	+	GCTCAGTACTATGGCAAGGCCAGCAGGGTGTGCTA	UpstreamP1_CTCF	40
chr11	61023895	61024045	id-17729	2.72e-06	+	TAGCAGGTCAGAGAAGGGCTCAGAAGAGGGCGGCC	UpstreamP1_CTCF	0
chr11	61042603	61042753	id-17730	9.51e-07	-	TCTCCCCAAATTCTCACAGCCTCCAGGGGGTGGTA	V_CTCF_BR	5
chr11	61047557	61047707	id-17731	1.17e-05	+	GGAAGCAAATGAAAAACCATCAGCAGATGGCGGGG	V_CTCF_BR	9
chr11	61058905	61059055	id-17732	5.01e-06	+	CAGGGTGCAGTGCCCACCACCCATAGAGGGCGCCC	V_CTCF_BR	27
chr11	61061296	61061446	id-17733	7.61e-08	-	ACTTCACTGCCAGCTCCCGCCAGCAGGAGGGCCCC	Upstream_CTCF	31
chr11	61062250	61062400	id-17734	1	+	NA	NONE	34
chr11	61099853	61100003	id-17735	2.11e-06	+	CCCCAGGCAAAGGGGTTAGCCTGAAGAGGGCTCCT	V_CTCF_BR	20
chr11	61103787	61103937	id-17736	6.05e-12	+	GCTGCAGGTTCCCACCGGGCCACCAGGTGGCGGTG	Upstream_CTCF	40
chr11	61115526	61115676	id-17737	3.42e-05	+	CGTGCACAGGAGTATGCGCCCAGCAGCTGGGAAGG	Upstream_CTCF	5
chr11	61123624	61123774	id-17738	4.68e-05	-	TTGCAGTTACTCAGCTCTGCCACTGTATTGTGAGA	UpstreamP1_CTCF	19
chr11	61152502	61152652	id-17739	3.42e-05	-	AGTACAATGTTAGGCTTTGTCAGCAGAGGACGCTA	Upstream_CTCF	38
chr11	61153150	61153300	id-17740	1.84e-06	-	AGTACAGTGTTAAGCTTTGTCAGCAGAGGGCACTA	V_CTCF_BR	40
chr11	61158690	61158840	id-17741	8.21e-06	+	GGGGGGGGGGGGGGGCGGGTCACCTGAGGTCAGGA	V_CTCF_BR	1
chr11	61160049	61160199	id-17742	1.1e-06	+	AGCGTATGCTGCCACGGGGACTGAAGATGGCGCCG	V_CTCF_BR	20
chr11	61160829	61160979	id-17743	5.68e-06	-	TGCCTTGCAGCGACAAAGAACTGCAGGGGGCAGAA	V_CTCF_BR	40
chr11	61196883	61197033	id-17744	2.27e-06	+	CGCCCACCGCTCTCCCAGGCCGCCGGGGGTCGCTG	V_CTCF_BR	34
chr11	61203073	61203223	id-17745	3.95e-09	-	ACTGCAGTATCATACGCAGACACTAGAGGGAGCAA	Upstream_CTCF	40
chr11	61213755	61213905	id-17746	8.61e-08	+	ATCTCTAGAGGCAAGTCTGCCACGAGAGGGCACTG	V_CTCF_BR	40
chr11	61228550	61228700	id-17747	4.03e-06	+	AGGCTTGTCCAAGGTCACACCGCTAGGAGGCAGCA	UpstreamP1_CTCF	22
chr11	61245238	61245388	id-17748	3.95e-10	+	CTGCAGTTCCGAGTTATGGCCGCTGGGTGTCGCCA	UpstreamP1_CTCF	40
chr11	61250103	61250253	id-17749	4.23e-08	-	GGATGCTTGCCGTCAGGCACCTCCAGGGGGCGGTA	V_CTCF_BR	40
chr11	61276800	61276950	id-17750	1.55e-05	+	GCTTCCCGCGGCCGCTGCTGCGCCTGGTGGCGCTG	V_CTCF_BR	38
chr11	61284503	61284653	id-17751	2.05e-09	-	CCTGACATTCCCAGAACTACCGCCAGGTGGCGCCA	Upstream_CTCF	40
chr11	61299736	61299886	id-17752	1.09e-07	-	GTTGTGGTTCCCATGGTGCCCCCAGGGGGGCAGCA	Upstream_CTCF	40
chr11	61304255	61304405	id-17753	1.24e-05	+	CTGGGACAGTCCCTTCTGGCCCCTAGGGGCCTCTC	V_CTCF_BR	12
chr11	61312973	61313123	id-17754	1.99e-07	-	CAGGCTTTCCCTCTTACAGCCAGCAGATGGCTCTA	V_CTCF_BR	40
chr11	61322865	61323015	id-17755	6.98e-07	-	CATTCATCCCCTGAGGGCGCCGGTAGGGGGAGCGG	V_CTCF_BR	33
chr11	61335099	61335249	id-17756	1.11e-11	-	GGTGCAGTGCCCGCGCCAGCCACCAGGAGGCAGTG	Upstream_CTCF	39
chr11	61345321	61345471	id-17757	3.36e-07	-	CCAGGCAGGCCCCAGCAGGCCTGCAGGGGTCAGCG	V_CTCF_BR	37
chr11	61346981	61347131	id-17758	9.41e-05	-	CCCCACATTTGCTCTTTCCCCTCTAGGGGCAGCCT	V_CTCF_BR	27
chr11	61348147	61348297	id-17759	1.04e-05	-	CGGCGGGCTGGGGCGCCCCGCACCGGCGGGCAGGA	V_CTCF_BR	18
chr11	61348607	61348757	id-17760	7e-10	-	GGTGCAGTGCGGCGCGCGGCCGGCAGCGGGCGCAG	Upstream_CTCF	25
chr11	61348906	61349056	id-17761	5.65e-05	+	GAGATCCACTCCGGGTTTTCCGCTTGCTGGCGGCT	V_CTCF_BR	30
chr11	61355570	61355720	id-17762	5.52e-05	-	CAGCAGCTCCCCCAGAGGCCTTGGTGAGGGAGAGG	UpstreamP1_CTCF	38
chr11	61377577	61377727	id-17763	1.08e-05	+	GTGTCAGGCTCTGCTGTGGTTGCCAGGGGGCAGGC	UpstreamP1_CTCF	36
chr11	61385073	61385223	id-17764	1.56e-05	-	AATGAGATACCCCTTCCCACCACTAGGATGGGCTA	Upstream_CTCF	31
chr11	61394459	61394609	id-17765	1	+	NA	NONE	8
chr11	61395719	61395869	id-17766	6.51e-07	-	ATAGACGTTCCCTTGGTGTCCACTGGGAGGCGCCC	Upstream_CTCF	40
chr11	61405997	61406147	id-17767	2.65e-10	-	GCTGCAGTCCTCCGTGTGGCCACGAGGGGTCTCCA	Upstream_CTCF	40
chr11	61427401	61427551	id-17768	2.18e-07	-	AACTGTGTACCAGTGAGGGCCACCAGAGGTCAGCC	V_CTCF_BR	24
chr11	61428616	61428766	id-17769	4.01e-05	+	GGAGCAGGCACATCACATGGCCAGAGGGGGAGCAA	Upstream_CTCF	31
chr11	61435514	61435664	id-17770	9.06e-08	-	CTGCAGTGCCCTAGACTGCTCTCCAGAGTGCAGTG	UpstreamP1_CTCF	3
chr11	61439146	61439296	id-17771	1.82e-07	-	ACGGGTCTTCCCCCTAGAGCCTCCAGAGGGAGCAG	V_CTCF_BR	39
chr11	61447690	61447840	id-17772	6.74e-08	+	GACGCCGCTCCCCTCCCTGGCGCCAGGGGGCGCTG	Upstream_CTCF	40
chr11	61462541	61462691	id-17773	1.34e-06	-	GTGCAGGGCCAGATTCCAGCCAGCAGGGAGGCTGG	UpstreamP1_CTCF	35
chr11	61463593	61463743	id-17774	1.99e-07	+	GGTGTCAGCGGAACCGTCACCAGCGGTGGGCGCCA	V_CTCF_BR	30
chr11	61468913	61469063	id-17775	1.24e-05	-	CTGCGCGCACACATCCCCACCACATGGGGGCTCAT	V_CTCF_BR	40
chr11	61484081	61484231	id-17776	5.17e-06	+	GTTGCACCGCCTGTCGCTGCCGCCCGAGGGGCTTG	Upstream_CTCF	0
chr11	61486254	61486404	id-17777	9.31e-05	-	TGGGCATAGCCCCCAGGGTGGGCGAGAGGGCGTGG	Upstream_CTCF	7
chr11	61494231	61494381	id-17778	2.66e-05	-	CTCTACGGCTCACCAGGGGACGCTGGTGGGCAGGA	V_CTCF_BR	0
chr11	61495845	61495995	id-17779	4.34e-05	-	GCCGAAGGACAAGCTCAGGAAGGCAGGGGGAGCCA	Upstream_CTCF	19
chr11	61501003	61501153	id-17780	2.65e-10	-	GGTGCAGCGGCACCTCAGGCCACCAGAGGGAGCCA	Upstream_CTCF	40
chr11	61504708	61504858	id-17781	6.49e-06	+	CAAGTGCTTTGCCTACTCCCCGCCAGGGGGCCTGC	Upstream_CTCF	11
chr11	61505613	61505763	id-17782	6.05e-06	-	CTGCACAGAGGCAGGGTGCCCAGGTGGGGGCTCAC	V_CTCF_BR	10
chr11	61511322	61511472	id-17783	5.63e-06	-	CCGCCACTGCCCAGGGCCGCCTCCAGGGGCTGCGT	UpstreamP1_CTCF	0
chr11	61511956	61512106	id-17784	5.51e-07	-	GGTCTGTCCTTAAAGCTGCCCGGCAGGGGGCAGGC	V_CTCF_BR	0
chr11	61515256	61515406	id-17785	3.36e-07	+	TGGGGCCTGCCCCCTCTACACAGCAGGTGGCGCTG	V_CTCF_BR	40
chr11	61517332	61517482	id-17786	8.13e-06	+	GCAACAGCTCTGAGAGCGGCCCCCAGAGGGACAAA	Upstream_CTCF	5
chr11	61519879	61520029	id-17787	2.72e-06	-	GGGCACCACGCTCCCGACTCCTGCAGGCGGCGCTC	UpstreamP1_CTCF	40
chr11	61525542	61525692	id-17788	1.99e-07	-	GCCCCCTCCATACTCTAGGCCGGCAGGGGGCTCCG	V_CTCF_BR	1
chr11	61532227	61532377	id-17789	3.06e-08	+	CGGGGCCAGCGCAGAGGGCCCAGGAGAGGGCGGCA	V_CTCF_BR	5
chr11	61532542	61532692	id-17790	5.53e-08	-	AGGCACTGTCCTGCCGTGTCCTCCAGGGGTCAGTC	UpstreamP1_CTCF	18
chr11	61537078	61537228	id-17791	1.15e-07	-	GCGGTGGTTCTGCTCTTGGCCACCTGGGGGCCAGG	Upstream_CTCF	36
chr11	61544058	61544208	id-17792	3.42e-08	-	AGAGGAGGAACCCGAGCCTCCACCAGGGGGCAGAA	V_CTCF_BR	40
chr11	61544703	61544853	id-17793	1	+	NA	NONE	9
chr11	61553781	61553931	id-17794	2.27e-06	-	TAAACTGGTCCTGTCCTGGCCCCTAGGGGGTGGCA	V_CTCF_BR	6
chr11	61555728	61555878	id-17795	1.64e-05	-	AGAACTGGGAGTTAACTGGGAAGTAGGGGGCGCTC	V_CTCF_BR	40
chr11	61559507	61559657	id-17796	1.81e-06	+	GATGCGCGTCAGACGGTGGTCACTAGGAGGCGTGG	Upstream_CTCF	22
chr11	61560251	61560401	id-17797	1	+	NA	NONE	14
chr11	61564768	61564918	id-17798	2.19e-08	+	ATGGGTGGTTTGAGAGTGGCCACAAGATGGCACCA	V_CTCF_BR	39
chr11	61583995	61584145	id-17799	1.38e-06	-	CAGCGAGTTCACCCGCCGGCATCCAGGGGGCTCCC	V_CTCF_BR	26
chr11	61584412	61584562	id-17800	9.25e-06	-	GGCGACGCCTTTAGGGAGCCCGCGAGGGGGCGCGT	V_CTCF_BR	40
chr11	61595059	61595209	id-17801	2.83e-07	+	CGCCGGTCCACCCGCCCGGCCGCTTGCTGGCACCC	V_CTCF_BR	20
chr11	61595563	61595713	id-17802	5.08e-07	+	GAGGGGCGGAGGAAGGGGACCGCTTGGGGGCACTG	V_CTCF_BR	20
chr11	61596357	61596507	id-17803	2.78e-06	-	CGCAGGGGCGGCCATCTTCCCCGCTGGGGGCGCCA	V_CTCF_BR	36
chr11	61638701	61638851	id-17804	1.72e-06	+	GGCGCAGATGCTCCGGGCGCCCCTGGGTGGCGCTG	Upstream_CTCF	40
chr11	61641570	61641720	id-17805	9.51e-07	-	TGTCCTTGGGTTGCAGCGCCCAGCAGGAGGCAGCA	V_CTCF_BR	8
chr11	61652814	61652964	id-17806	1	+	NA	NONE	0
chr11	61658613	61658763	id-17807	8.79e-07	-	CAGCCGCTGGGCACAGCGGCACCCAGGGGGCAGCC	UpstreamP1_CTCF	30
chr11	61659480	61659630	id-17808	4.23e-08	-	GAGGGGAGGCCACCCGCCCCCAGCAGAGGGCTCCG	V_CTCF_BR	24
chr11	61665212	61665362	id-17809	1.39e-07	+	GGAACAAGGCACAGGATGGCCACAAGGGGGTGCTG	V_CTCF_BR	40
chr11	61666699	61666849	id-17810	1.73e-11	+	TGTGCGATCCCTGCACCGGCCACCAGGGGGCGCTC	V_CTCF_BR	40
chr11	61715216	61715366	id-17811	1.95e-07	-	CTTGCCTTCCCTGTGGTGGCCACTAGAGAGCGTGC	Upstream_CTCF	40
chr11	61721717	61721867	id-17812	1	+	NA	NONE	6
chr11	61722225	61722375	id-17813	1.76e-05	-	GTGTAGGAAGGAAGGTCCTGCTGCAGAGGCCAGTT	UpstreamP1_CTCF	13
chr11	61722609	61722759	id-17814	7.07e-08	-	CCACAGGGACCCGGAACAGCCAGAAGGGGGAACTC	V_CTCF_BR	30
chr11	61726894	61727044	id-17815	9.25e-06	+	TTTACAGAGCCTCACCTGTCCCCAAGGTGGCAGAG	V_CTCF_BR	8
chr11	61739295	61739445	id-17816	1	+	NA	NONE	10
chr11	61741111	61741261	id-17817	4.88e-06	+	CAGCAGCCAGAGGCCTTGGCAGCCAGGGGCTGGGA	UpstreamP1_CTCF	4
chr11	61741392	61741542	id-17818	3.88e-06	+	CCAGCAGATGGGGCCTCGGTCAGCAGAGGGAAATC	V_CTCF_BR	9
chr11	61764508	61764658	id-17819	4.88e-05	+	TAGGGTGTCAGGCAGAGCATCTGTAGCGGGAGGCG	V_CTCF_BR	1
chr11	61822105	61822255	id-17820	1.03e-05	-	ATGCACCTGGGCCACAATTCCTGAAGAGGGAGTCC	UpstreamP1_CTCF	39
chr11	61828941	61829091	id-17821	1	+	NA	NONE	15
chr11	61849624	61849774	id-17822	2.93e-07	-	GTGTAATAAACCCACGTGACCATTTGGGGGCGCCA	UpstreamP1_CTCF	40
chr11	61875584	61875734	id-17823	5.26e-07	-	TGAGCACCATACTGTAAATCCACTAGGGGGCAGTA	Upstream_CTCF	40
chr11	61876752	61876902	id-17824	1	+	NA	NONE	3
chr11	61884007	61884157	id-17825	2.53e-05	-	GAAGAATTCTGCCTCCCAGCCTCCAGAGGGAGTGT	V_CTCF_BR	11
chr11	61889664	61889814	id-17826	1.11e-05	+	GCTGTGGGGACTGTCTTATGCACTAGATGGCGTTC	Upstream_CTCF	40
chr11	61891432	61891582	id-17827	5.52e-05	-	ACTCACCGCACGGGAGGAGCAACCAGGCGGCGCAG	UpstreamP1_CTCF	14
chr11	61898466	61898616	id-17828	1	+	NA	NONE	0
chr11	61911374	61911524	id-17829	1.84e-06	+	TGGGACTTTCTGTGTCTGCCCAGGAGGGGGTGCCA	V_CTCF_BR	33
chr11	61915126	61915276	id-17830	2.96e-05	+	TCAGATAAGTGAAGAGTCACAGCCAGGGGGCTGCA	V_CTCF_BR	18
chr11	61918604	61918754	id-17831	1.03e-06	-	ATGCACCAGCACTTGCTCAGCACCAGGTGCGGCTC	UpstreamP1_CTCF	1
chr11	61938772	61938922	id-17832	6.98e-07	+	GCCAACAATAAGGTTTGAGCCTCAAGGTGGCGCCA	V_CTCF_BR	40
chr11	61963552	61963702	id-17833	1	+	NA	NONE	11
chr11	61975580	61975730	id-17834	5.55e-07	-	TGTGCAATACCTGCATCTTCCTATGGGAGGCAGAC	Upstream_CTCF	40
chr11	61984743	61984893	id-17835	1.17e-05	+	AACGTATGGCATCCACTTTCCAACAGGTGGCTCCA	V_CTCF_BR	39
chr11	62001331	62001481	id-17836	6.43e-06	+	ATTTGCAATATGCCACCAGTCACTAGAGGGAGGCC	V_CTCF_BR	29
chr11	62009725	62009875	id-17837	8.34e-07	-	CAGCAGAGGGCCAGCGTGACCAGCAGGAGACACAC	UpstreamP1_CTCF	7
chr11	62013104	62013254	id-17838	3.24e-06	-	AGTGAATTCCCCCCAAGAGTCCCCAGAGGGAGCGG	Upstream_CTCF	35
chr11	62037244	62037394	id-17839	2.2e-06	-	GGTGCAATACCTCACACCTACTCTTGGGAGCAGGC	Upstream_CTCF	37
chr11	62041315	62041465	id-17840	9.66e-05	+	CCTGTCCCCAGCATTCCTGTCACCAGGGGCAGTTA	Upstream_CTCF	4
chr11	62078731	62078881	id-17841	1.26e-07	-	ATGCCGAGCAGTCTCCTGACCAGCAGGTGGTGCTG	V_CTCF_BR	40
chr11	62092507	62092657	id-17842	5.01e-06	-	TGCAGATACAGCGCTCTGGCCCCAAGGAGGCGCTG	V_CTCF_BR	40
chr11	62102722	62102872	id-17843	4.14e-06	+	AAAAACTCAGACTCTCTTGCCACTAGGGGCAGCCC	V_CTCF_BR	27
chr11	62105519	62105669	id-17844	3.28e-05	+	GGGCGGGAGCGCCGTGGATGCCGTAGAGGGAGCTG	V_CTCF_BR	11
chr11	62107776	62107926	id-17845	7.07e-08	+	CAGATAGGCACTGACTTTGCCAGCAGAGGGAGCAG	V_CTCF_BR	40
chr11	62135474	62135624	id-17846	1	+	NA	NONE	31
chr11	62146075	62146225	id-17847	8.91e-07	-	TTTGTAATTCAAAAAAAATCCGGCAGATGGCATAA	Upstream_CTCF	40
chr11	62148326	62148476	id-17848	1.08e-08	+	ATGTAATGCACTACCTTGTCCACTAGGTGGTGCTG	UpstreamP1_CTCF	40
chr11	62159243	62159393	id-17849	4.88e-05	+	TGTTATCTTCCACATCTCAGGAGAAGGGGGCAGTA	Upstream_CTCF	35
chr11	62160930	62161080	id-17850	3.63e-05	-	TGAAAAACTCACGAGTACTCCACAAGGTGGCACAT	V_CTCF_BR	36
chr11	62162394	62162544	id-17851	5.51e-07	+	TCTTTTTATCACTTCTGTGCCACAAGAGGGCAGCA	V_CTCF_BR	39
chr11	62164001	62164151	id-17852	2.28e-05	-	CTTGCTTTTCGCCTGGGGCCCTCTTGGGGCTGCCT	Upstream_CTCF	3
chr11	62167295	62167445	id-17853	2.1e-05	-	CCAGCTGCCACCCTAGTGGCCGCCACGGGCAGCCT	Upstream_CTCF	14
chr11	62191799	62191949	id-17854	2.11e-08	-	GTGCTGTGGATAATGTGGCCCAGCAGGGGGCTGGC	UpstreamP1_CTCF	31
chr11	62192295	62192445	id-17855	6.51e-11	+	TGGGCCTTGTGCCCCGCGGCCACTAGGGGGCAGCA	V_CTCF_BR	40
chr11	62199240	62199390	id-17856	1	+	NA	NONE	10
chr11	62200305	62200455	id-17857	1	+	NA	NONE	3
chr11	62201590	62201740	id-17858	6.75e-05	+	CCCCCATACAAGCCCGAGACCAGAAGAGGACAGTG	UpstreamP1_CTCF	2
chr11	62207941	62208091	id-17859	5.98e-05	-	AATCGGTGGCCATCTCTGTCCACTAGAGGCTCAGA	UpstreamP1_CTCF	21
chr11	62216938	62217088	id-17860	1	+	NA	NONE	4
chr11	62232211	62232361	id-17861	3.63e-05	+	CCACTGCACTCCAGCCTGGGCGACAGAGGGAGACC	V_CTCF_BR	3
chr11	62264696	62264846	id-17862	3.66e-06	+	TCGTCATTCCAGGACATGACCACTATGTGGCAGGA	UpstreamP1_CTCF	39
chr11	62267737	62267887	id-17863	1	+	NA	NONE	3
chr11	62276077	62276227	id-17864	1.76e-05	+	AAGCACCAGCGGCTGCCTGACGCCACGGGGCAATT	UpstreamP1_CTCF	38
chr11	62310334	62310484	id-17865	7.1e-09	-	CTGCAGTAGCGTGGTCCGACCGCTGGGGGGAGAGC	UpstreamP1_CTCF	40
chr11	62310812	62310962	id-17866	1	+	NA	NONE	14
chr11	62313014	62313164	id-17867	7.44e-06	-	TGCGCTCCAGCGGTGCGCGCCAGGAGAGGGGGCCC	Upstream_CTCF	29
chr11	62313400	62313550	id-17868	1	+	NA	NONE	25
chr11	62328126	62328276	id-17869	4.48e-07	+	AGGGCATGGCTAACTGCTGCCCCCAGGTGGAGACA	Upstream_CTCF	40
chr11	62356864	62357014	id-17870	1	+	NA	NONE	38
chr11	62359228	62359378	id-17871	1.73e-06	-	CTGCGGGGTGAAGGAGCTGCCGCAAGATGCCACCC	UpstreamP1_CTCF	11
chr11	62361122	62361272	id-17872	1.99e-07	+	GACAAGTCTCGAGGTGGTAACACCAGAGGGCGCCC	V_CTCF_BR	40
chr11	62370218	62370368	id-17873	4.24e-07	-	TGTGCCGCTCCCACAACGAGCGCGTGGTGGCGGTG	Upstream_CTCF	20
chr11	62377460	62377610	id-17874	1	+	NA	NONE	3
chr11	62379167	62379317	id-17875	5.98e-05	-	AGGTTTCTCGCCTGCCCTGCCAGAAGGAGGCCCTT	UpstreamP1_CTCF	31
chr11	62380016	62380166	id-17876	5.01e-09	+	GTCGGGCGCGGGGAAGGGGCCTGGAGGGGGCGCTG	V_CTCF_BR	40
chr11	62389119	62389269	id-17877	3.45e-05	+	GCGGGTAGCCGCGGTGCGTTCTATAGAGGGCAGTG	V_CTCF_BR	24
chr11	62389515	62389665	id-17878	5.65e-05	+	CGCACTCCCCTACCAGCTCCCAGCTGGGGCTGGCA	V_CTCF_BR	22
chr11	62395280	62395430	id-17879	1.74e-07	-	GCTGCTGTGCAGCATGGTTTCAGTAGAGGGCAGAG	Upstream_CTCF	33
chr11	62420802	62420952	id-17880	1	+	NA	NONE	16
chr11	62444222	62444372	id-17881	1.04e-06	+	CTTGCAGCCATACCCAGCTCCTGCAGAGGCCGCTC	Upstream_CTCF	15
chr11	62448371	62448521	id-17882	1.03e-07	+	TGTGCAGTTTCATCACCCACCACTTGAGGGTAAGC	Upstream_CTCF	40
chr11	62462275	62462425	id-17883	5.21e-08	-	ACGTGAGAGGCTCTAGCCACCAGAAGGGGGCAGCA	V_CTCF_BR	40
chr11	62472971	62473121	id-17884	1.38e-06	-	ATCCCATGGCCAGGGGTGGCGTCCAGGTGGCAGAG	V_CTCF_BR	15
chr11	62477112	62477262	id-17885	5.51e-07	-	AGGGGCAGCCATTTTGAGACCAGAAGAGGGCGGAA	V_CTCF_BR	12
chr11	62481013	62481163	id-17886	2.67e-06	+	TGTGTCATGACAGACAAGGACACTAGAGGCCAGAA	Upstream_CTCF	5
chr11	62489592	62489742	id-17887	1	+	NA	NONE	34
chr11	62495125	62495275	id-17888	1	+	NA	NONE	29
chr11	62500413	62500563	id-17889	1	+	NA	NONE	35
chr11	62511471	62511621	id-17890	9.31e-05	-	TCTGGGATTACAGGCATGCACCCTAGTGGCAGCTA	Upstream_CTCF	9
chr11	62517908	62518058	id-17891	4.88e-05	-	CATGAGGAAAAAAGTGGGACAGGCAGAGGGCGATG	V_CTCF_BR	1
chr11	62529318	62529468	id-17892	1	+	NA	NONE	20
chr11	62537305	62537455	id-17893	1	+	NA	NONE	39
chr11	62554094	62554244	id-17894	1.18e-09	+	TGGGTCCGGCCTCCCGCTGCCGCCAGGGGGCGCGG	V_CTCF_BR	40
chr11	62554654	62554804	id-17895	8.81e-07	+	GCCGTACCAGCCGCCCCGCCCGCCGGTGGGCGCTC	V_CTCF_BR	40
chr11	62555171	62555321	id-17896	1.01e-05	+	GGGTCAGTAGCGTCTTAAAGCACTAGGTGGAGTCG	Upstream_CTCF	30
chr11	62556557	62556707	id-17897	7.12e-06	-	CTGTAGATCCAGAAGAGCAAAAGCAGGAGGCAGTA	UpstreamP1_CTCF	17
chr11	62559463	62559613	id-17898	2.02e-06	+	CCGCCCTCCCTGGGCGCCCCCGCTAGAGGGCCCGC	UpstreamP1_CTCF	25
chr11	62572679	62572829	id-17899	2.81e-05	-	CGGGAACTGGCTATCTGGGGCGCGGGTGGGCGGCG	V_CTCF_BR	14
chr11	62573187	62573337	id-17900	1.73e-05	-	GGGGTCTGAGCCATCACTCCCACCTGGAGGCGCGG	V_CTCF_BR	34
chr11	62609066	62609216	id-17901	3.5e-05	+	CTGCAATACCAGGTCGATGCGTGGAGTGGACGGAG	UpstreamP1_CTCF	38
chr11	62618105	62618255	id-17902	2.15e-05	+	ACTCTGTACCCCATAGTATCCACAGGTTGGCACTG	V_CTCF_BR	27
chr11	62630219	62630369	id-17903	2.47e-08	-	GAGGCAGTGCCTCTTGCTGCCAGGTGGGGGCAGGG	Upstream_CTCF	40
chr11	62643729	62643879	id-17904	8.33e-05	+	CCTGCATTTCAGGGCTCCACCGCCATCTGTCTGTC	Upstream_CTCF	14
chr11	62648788	62648938	id-17905	5.34e-06	-	AGGCCTGAAGGTCGCCGATGCGGTAGAGGGCGCCC	V_CTCF_BR	40
chr11	62651847	62651997	id-17906	2.04e-05	-	AGCCAAAACTCCAGAGCATCCTATAGGGGGCAGAA	V_CTCF_BR	40
chr11	62673541	62673691	id-17907	7.44e-09	+	AGAGCTATTCCTGTGATTGCCGGCAGATGGCGCTA	Upstream_CTCF	40
chr11	62676709	62676859	id-17908	2.06e-09	+	GTTCAGTTTCTGGCTGTGCCCCCCAGGGGGCACCA	UpstreamP1_CTCF	40
chr11	62690601	62690751	id-17909	1.46e-07	-	GCCGCAAACCCAGGGCAGCCCAGCAGGGGGCATCC	Upstream_CTCF	39
chr11	62742712	62742862	id-17910	1.77e-05	+	GCGGCAGGCCTCACTCCTGCCACCTGTAGGTGTGA	Upstream_CTCF	39
chr11	62749288	62749438	id-17911	3.63e-06	+	AAAGGCGCAGAGACCAGTAGCTGCAGGTGGCGCCA	V_CTCF_BR	12
chr11	62784350	62784500	id-17912	8.98e-06	-	TTGAGCCACCCCGCCCAGACCTCTAGGTGGCTCTT	UpstreamP1_CTCF	13
chr11	62788214	62788364	id-17913	5.63e-09	-	GGTGCCGTTCCGGTGCACACCAGAAGGGGGCGACT	Upstream_CTCF	40
chr11	62788611	62788761	id-17914	1.56e-06	-	CCTGCATATCCCCATGGCAACACCAGCTGGTGCTG	Upstream_CTCF	15
chr11	62791652	62791802	id-17915	2.34e-12	-	TGTGCAGTACCCGCTATAGCCACCAGAGGGAGCAG	Upstream_CTCF	40
chr11	62803252	62803402	id-17916	4.41e-06	+	TGTCAAGTACTGGAACATTCCACTAGAGGGCAGTA	V_CTCF_BR	40
chr11	62803483	62803633	id-17917	1.1e-06	-	TTTTAACCCAGGCAGCCTACCTGTAGGGGGCAGGA	V_CTCF_BR	0
chr11	62895680	62895830	id-17918	1.41e-08	+	CTGTCATGCCTGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	38
chr11	62911020	62911170	id-17919	3.03e-05	+	TCAGACACAGTGTCATTGTCCAGGAGGGGGACCCA	Upstream_CTCF	0
chr11	62980267	62980417	id-17920	6.37e-07	-	TTGTAATAGCACACAATTGTCACTAGGTGGTGCAA	UpstreamP1_CTCF	37
chr11	63042367	63042517	id-17921	1.28e-06	-	AATGTAATGAAACCATTTAACGGTAGGTGGCAGTG	Upstream_CTCF	12
chr11	63044939	63045089	id-17922	2.12e-06	+	TTGAAGTTTGACCCACAGGCCAGTAGATGGTGTTT	UpstreamP1_CTCF	18
chr11	63195742	63195892	id-17923	1.04e-06	+	ACTGCCTCTCTAGATTCCACCTCTAGGGGCAGGGC	Upstream_CTCF	9
chr11	63246391	63246541	id-17924	1.03e-06	+	TGTAATGGCAGCCACATATCCACTAGAGGGCTCCC	V_CTCF_BR	40
chr11	63257460	63257610	id-17925	1.38e-07	+	CTGCAACGCATGCCTGTGGCCAGCAGGTCCCAAGC	UpstreamP1_CTCF	14
chr11	63275625	63275775	id-17926	1.38e-06	-	CCCCAGGGAGGCTTGCCATCCACTAGATGTCACCC	V_CTCF_BR	36
chr11	63277898	63278048	id-17927	7.91e-05	+	CAGCAAGGTCTGAGCAGCCACACCAGCTGACCCGC	UpstreamP1_CTCF	9
chr11	63278881	63279031	id-17928	7.27e-06	+	CAGGCTGGTGGGGGACAGACCACTAGATGGCAATT	V_CTCF_BR	5
chr11	63284023	63284173	id-17929	4.01e-05	-	GAGTGCAGTCCAGGCCCTGAAGGCAGATGGAGCCA	V_CTCF_BR	3
chr11	63304340	63304490	id-17930	1	+	NA	NONE	18
chr11	63319517	63319667	id-17931	1.84e-06	+	GGATGCACCCCGGAAGCATCCTCCAGGGGGAGACC	V_CTCF_BR	3
chr11	63342035	63342185	id-17932	2.91e-05	-	AGTCCAGCTCCAGTTATCTCAAGTAGAGGGCGTTT	Upstream_CTCF	28
chr11	63360686	63360836	id-17933	1.9e-06	+	AGTGACATGGCAAGGATGACCAGCAGAGGCTGCTG	Upstream_CTCF	40
chr11	63369951	63370101	id-17934	1	+	NA	NONE	1
chr11	63374084	63374234	id-17935	6.73e-07	+	TTGCAGATGGCTAACACCTCCGGCAGGGGGAGCAG	UpstreamP1_CTCF	23
chr11	63378658	63378808	id-17936	1	+	NA	NONE	9
chr11	63403440	63403590	id-17937	9.27e-07	-	GTGTCCTTCCAGGAGTGGGCCATTGGGTGGCAGTA	UpstreamP1_CTCF	40
chr11	63406802	63406952	id-17938	1	+	NA	NONE	38
chr11	63409324	63409474	id-17939	7.02e-05	+	GTGTGTTTATACTGGATAATCACTAGGAGTCACTC	UpstreamP1_CTCF	26
chr11	63438259	63438409	id-17940	4.01e-05	+	TCCAGGCCCCGATTCTCCGACCAGAGAGGGCGCTG	V_CTCF_BR	39
chr11	63438860	63439010	id-17941	3.66e-06	+	GGGCTCTAGAAAAAACTAGCCAGAAGGTGGGGCAC	UpstreamP1_CTCF	32
chr11	63448871	63449021	id-17942	1.39e-05	-	TGACTGACTCAGCCGAGCGCAGCTAGAGGGCGGGA	V_CTCF_BR	29
chr11	63449560	63449710	id-17943	1	+	NA	NONE	26
chr11	63478031	63478181	id-17944	4.34e-05	-	GCTCTAGTCCCATAAAAATCCCACAGGAGGAGCCA	Upstream_CTCF	25
chr11	63506342	63506492	id-17945	1.12e-09	-	CTGCAGTACCCAAGTTACACCTGAAGAGGGCACTA	UpstreamP1_CTCF	40
chr11	63513165	63513315	id-17946	2.27e-06	+	TCTATTTCTTATGAGTTTTCCAGCAGATGGCAGTA	V_CTCF_BR	39
chr11	63530688	63530838	id-17947	1.38e-09	+	CCGTCTCCGCCCGGCCCGGCCAGCGGGGGGCGCGG	V_CTCF_BR	8
chr11	63535755	63535905	id-17948	2.48e-11	+	CTGCAGCCGCGCTCCGCGCCCACCAGGTGGCGCCC	UpstreamP1_CTCF	39
chr11	63536344	63536494	id-17949	3.28e-05	-	GAGGTCCGTGCCCCTAGCGTCCGGAGCGGGCGCAG	V_CTCF_BR	18
chr11	63581520	63581670	id-17950	1.1e-05	+	GCCCCCTCTCCCGGGCCCAGCACCAGAGGCCGGAT	V_CTCF_BR	13
chr11	63597475	63597625	id-17951	3.31e-06	+	CTTCATCCCCACATTGTGGCCAATAGGGGTCTCCC	UpstreamP1_CTCF	38
chr11	63604803	63604953	id-17952	3.06e-08	+	GCAACGTGTCTCCCTTTGGCCACCAGAGGGCAGAT	V_CTCF_BR	40
chr11	63639593	63639743	id-17953	1	+	NA	NONE	40
chr11	63650694	63650844	id-17954	1	+	NA	NONE	5
chr11	63659910	63660060	id-17955	1.83e-05	+	TTGAGTGCTTCACGTACAGCCAGCAGGGGCCATGA	V_CTCF_BR	14
chr11	63669242	63669392	id-17956	1.09e-06	-	GTGCCTCTTAAGGATCCCACCACCAGAGGGAGAGC	UpstreamP1_CTCF	40
chr11	63674178	63674328	id-17957	4.31e-07	-	GCTAGTTCTGCAGGAGCTGCCAGGAGGGGGTGCTG	V_CTCF_BR	40
chr11	63675454	63675604	id-17958	3.56e-06	-	GCGGCTCAACCATTCCTTTCCAGCAGGGAGCCCAG	Upstream_CTCF	14
chr11	63680298	63680448	id-17959	5.13e-05	-	GAACAGCAGCCTGCGCCAAGCCCTGGAGGGCGGTA	V_CTCF_BR	6
chr11	63683949	63684099	id-17960	1.39e-07	+	AGTGCCGAGCCCGGCCCGGCCTGGAGAGGTCGCCA	V_CTCF_BR	39
chr11	63688683	63688833	id-17961	1.55e-08	-	CCCTTGGTCCATGCGGTCACCGCCAGAGGGCGCAG	V_CTCF_BR	34
chr11	63702055	63702205	id-17962	1.82e-07	-	GTTGCCAGCCCTCTAGGGACCAGGAGAGGGAGCTG	V_CTCF_BR	39
chr11	63705544	63705694	id-17963	1	+	NA	NONE	12
chr11	63706177	63706327	id-17964	1	+	NA	NONE	12
chr11	63706458	63706608	id-17965	1	+	NA	NONE	8
chr11	63707133	63707283	id-17966	1	+	NA	NONE	20
chr11	63713409	63713559	id-17967	3.1e-07	-	GGGTAGTGTCACAATTCTGCCACAGGGTGGAGACA	UpstreamP1_CTCF	40
chr11	63725237	63725387	id-17968	5.37e-06	-	CTGCACAGCTCCATCTGTCACACTAGGGGGTCACA	UpstreamP1_CTCF	5
chr11	63742435	63742585	id-17969	1.48e-06	-	GCGGCGCAGCGAGGAGGCGACAGGAGAGGGAGGGC	V_CTCF_BR	36
chr11	63747011	63747161	id-17970	1.77e-05	-	CAGGGAGCTGCCAGCCAGGCCAGGAGATGGGCCTG	Upstream_CTCF	2
chr11	63766585	63766735	id-17971	6.48e-05	-	CTGTTTCTCCTGCGCAAGGGCGCCTGGCGGTGGCG	UpstreamP1_CTCF	10
chr11	63767983	63768133	id-17972	2.19e-08	+	GGGAAGTCGCGCAAGGAGGCCGGCAGGGGGCGCAC	V_CTCF_BR	32
chr11	63774941	63775091	id-17973	2.94e-06	-	CTCGCACCTCCCGGGAGGTCCTGTAGAGGCAGCGC	Upstream_CTCF	25
chr11	63775392	63775542	id-17974	1	+	NA	NONE	30
chr11	63776865	63777015	id-17975	3.63e-06	-	CAGTTTGGTAGGAGGCTTCCCAGCAGAGGGAGCAT	V_CTCF_BR	5
chr11	63789181	63789331	id-17976	6.48e-05	-	GGGCTGCCCCATCCGTGTCCCAGCGCCTGGCACAC	UpstreamP1_CTCF	3
chr11	63801999	63802149	id-17977	3.73e-06	+	CAGTCTGTTCCCGGACTGGGCGCAAGAGGGCTGGG	Upstream_CTCF	3
chr11	63808256	63808406	id-17978	2.47e-07	+	CTGTATGGGGCTCAGCTAGCCACTAGGGGACACTG	UpstreamP1_CTCF	39
chr11	63822595	63822745	id-17979	2.97e-06	+	GGCCTGGCATGGAGCCCAGCCTGCAGGAGGTGCTC	V_CTCF_BR	5
chr11	63855939	63856089	id-17980	5.77e-08	+	GAGGCTGACTCTCCTCTCACCTGCAGGTGGCACCA	V_CTCF_BR	39
chr11	63858332	63858482	id-17981	6.46e-07	+	TGGTCACAGTTTGGTCTGCCCTGTAGGGGGCACTG	V_CTCF_BR	29
chr11	63862108	63862258	id-17982	1	+	NA	NONE	15
chr11	63867946	63868096	id-17983	1.47e-05	-	TCCCGCCAGAGCCACAGCACCCCCAGTGGCCACCC	V_CTCF_BR	33
chr11	63885320	63885470	id-17984	1.22e-07	-	ACTGCCCCGCCGATGATGCCCGCCAGGGGCAGGCT	Upstream_CTCF	0
chr11	63913655	63913805	id-17985	4.31e-07	-	AGCGCCGGTCTCAGGGTATCCACTAGGGGGTGCTG	V_CTCF_BR	40
chr11	63916219	63916369	id-17986	7.33e-10	-	CCCACCCCAGCCCCTGTGCCCACCAGGGGGCAGCA	V_CTCF_BR	40
chr11	63920642	63920792	id-17987	3.11e-10	-	GTGTGCAGGCGGCCTCGGGCCAGCAGGGGGAGCCC	V_CTCF_BR	40
chr11	63933076	63933226	id-17988	4.41e-06	-	AGGCGAAATGTAAGTGTAAGCACGAGGGGGCGCGA	V_CTCF_BR	29
chr11	63933521	63933671	id-17989	1.84e-06	+	AGCGGCGACCTGCTCGGAGCCAGCGGGAGGCGCGG	V_CTCF_BR	7
chr11	63952900	63953050	id-17990	2.96e-05	+	GCCGGAGCGCTGGACAACGCGGGTAGCTGGCGCTC	V_CTCF_BR	35
chr11	63953589	63953739	id-17991	7.12e-06	+	CGGTAGCTTCTAGTAGGTTCCAGAAGGCGGCGCGT	UpstreamP1_CTCF	40
chr11	63972126	63972276	id-17992	3.81e-05	+	TGCCAGATGGCGCTGTTGCTCAGCAGCTGGAAGGG	V_CTCF_BR	40
chr11	63975195	63975345	id-17993	1	+	NA	NONE	12
chr11	63984475	63984625	id-17994	1.75e-07	-	TGGCAGCCCGGCCCCATCGCCTCCAGGGGGCCACC	UpstreamP1_CTCF	12
chr11	63993272	63993422	id-17995	1.48e-06	+	GAGAAGTTCATGGTTAAGACCTGTGGGGGGCAGTG	UpstreamP1_CTCF	38
chr11	63993705	63993855	id-17996	8.43e-09	-	CAGGGCCCGGAAGCTCCAGCCTCCAGCGGGCGCTC	V_CTCF_BR	33
chr11	64002254	64002404	id-17997	5.34e-06	-	GCCAGCTGCAGGAGTGCGGCGAGCAGCAGGCGGCG	V_CTCF_BR	12
chr11	64005135	64005285	id-17998	2.78e-06	+	CAGGTCCAGGGTGAGCCTGCCAGTAGGAGGAGGGC	V_CTCF_BR	4
chr11	64014291	64014441	id-17999	2.97e-06	-	CAAAGGGCGGGCGGATCGGCGGGGAGGGGGCGGGG	V_CTCF_BR	3
chr11	64014838	64014988	id-18000	1	+	NA	NONE	21
chr11	64018535	64018685	id-18001	2.34e-06	+	CTGCATTCAGCTAAGTGCGGCAGAAGAGGGTGGGC	UpstreamP1_CTCF	9
chr11	64018794	64018944	id-18002	4.92e-12	+	GCTGCAGTCGCCGCCCCGGCCGCCAGGGGGAGCCG	Upstream_CTCF	39
chr11	64019704	64019854	id-18003	2.53e-05	-	AACTTGGGGGGCAAAGTCTCCACTAGGGGGTGACT	V_CTCF_BR	40
chr11	64030894	64031044	id-18004	9.29e-06	-	GCTGCAATGCGAAGTGAAGCCAGCGTGGGCAGCAC	Upstream_CTCF	20
chr11	64036182	64036332	id-18005	1.64e-06	+	GCTGCCCGCCTGCATCCCTCCTCCAGGGGAAGGCG	Upstream_CTCF	5
chr11	64037157	64037307	id-18006	4.88e-05	-	AGTGCTCTCACGGATACTTTCAAAAGAGGCCGCTG	Upstream_CTCF	24
chr11	64038960	64039110	id-18007	8.16e-07	+	GGGACAAGGCAGGGACAGACCGGCGGGGGGCGGCC	V_CTCF_BR	30
chr11	64053952	64054102	id-18008	1.56e-06	-	TGGCAGCGCAGGCACCAGCCCGGCAGCAGGCACCA	UpstreamP1_CTCF	28
chr11	64068053	64068203	id-18009	2.04e-05	+	GCTCCCTCCTTGTATGTGGCCCACAGGTGTCGCTC	V_CTCF_BR	24
chr11	64068564	64068714	id-18010	3.09e-07	-	GGCCTGTTACAACGCCTGCCCGGGAGGGGGCGCTC	V_CTCF_BR	40
chr11	64071880	64072030	id-18011	1.22e-08	-	GAGCAACCGAAAGGTCTCCCCACCAGGGGGCGCCG	V_CTCF_BR	40
chr11	64073034	64073184	id-18012	1.93e-05	+	GGCGCGGTGGGGCGGCGCGGCCCGAGGAGGCGGCG	V_CTCF_BR	0
chr11	64073510	64073660	id-18013	1.71e-06	+	TGGGAAGGGGCTCTGAAGACCACGTGGGGGCGCTC	V_CTCF_BR	33
chr11	64081091	64081241	id-18014	1.24e-05	+	CTTGTGGCCCTTGATGTCGGCAGATGAGGGCAGTG	V_CTCF_BR	6
chr11	64082054	64082204	id-18015	1.43e-05	+	ACAGCTGCTACTGAGGAAGGCCACAGGGGGAGCCA	Upstream_CTCF	40
chr11	64084466	64084616	id-18016	6.49e-06	+	GGGCCGCTTCTCACCTCCAGCAGCAGGTGGTGCAT	UpstreamP1_CTCF	33
chr11	64085527	64085677	id-18017	1.24e-05	+	GGCGGCCCAGGCCCGCCTTCCGCAGGGTGTCGCCG	V_CTCF_BR	39
chr11	64090546	64090696	id-18018	1.48e-06	+	TGAGGCAGTGGGAGTGGCGCCTCAAGTGGGAGGCG	V_CTCF_BR	0
chr11	64096931	64097081	id-18019	3.03e-05	-	CCAGCGTTTGGGAATAAGCCCTGTAGAAGGAGCCC	Upstream_CTCF	6
chr11	64099410	64099560	id-18020	1.84e-06	-	GGGTGCAGGCACGAATCCTCCTCCAGGGGGCATCC	V_CTCF_BR	40
chr11	64108505	64108655	id-18021	5.34e-06	+	CATATAGTCTGCCTCTCTGCCTCCAGGAGGAGCTG	V_CTCF_BR	27
chr11	64109769	64109919	id-18022	7.84e-05	+	AGGCCGAAATAAGAAGGCTCCGCCAGGAGGTGCGC	V_CTCF_BR	13
chr11	64110014	64110164	id-18023	2.6e-07	+	GGGCCGGCCGCCTGCCCCGCCTGCAGGAGGAGCTG	V_CTCF_BR	35
chr11	64111399	64111549	id-18024	2.18e-07	-	GGGTCCTCTCTCGGTGCCTCCAGCAGGGGGTGCTG	V_CTCF_BR	39
chr11	64122633	64122783	id-18025	7.27e-06	-	CTGCCAAGGTCTCATCCCGCAGGCAGAGGGAGCTC	V_CTCF_BR	40
chr11	64124090	64124240	id-18026	5.38e-05	+	AGCCCTAGACCCGGCTGGACCATCAGGAGGCGCTA	V_CTCF_BR	40
chr11	64127658	64127808	id-18027	1	+	NA	NONE	9
chr11	64137529	64137679	id-18028	5.17e-06	-	ACAGAACCACTCACCCTCCCCACTAGGGGCACTCC	Upstream_CTCF	30
chr11	64152840	64152990	id-18029	1	+	NA	NONE	3
chr11	64159062	64159212	id-18030	1.19e-06	+	GGTTGGCTCCCCACTGCCCCCAGCAGAGGGTGGGA	V_CTCF_BR	5
chr11	64216388	64216538	id-18031	5.21e-08	+	GGGGACTCGCCCCTGGCACCCACTAGATGGCGCTC	V_CTCF_BR	40
chr11	64217117	64217267	id-18032	1.97e-06	+	AAGACTGTTCCCTCGCCTGCCTCTAGATGGCGATA	V_CTCF_BR	40
chr11	64221217	64221367	id-18033	9.71e-06	+	AGTGGCATCTCCAGGGCTGCCACAAGGGGGTTTCC	Upstream_CTCF	6
chr11	64257386	64257536	id-18034	1.26e-07	+	GCGCCTCTATCCTGCTTGACCACGTGGGGGCGCCC	V_CTCF_BR	40
chr11	64283865	64284015	id-18035	8.81e-07	-	ACATCCCTGTTAGGGTCTGCCAATAGGGGGCACTA	V_CTCF_BR	33
chr11	64315532	64315682	id-18036	7.73e-05	+	ATTGCAGGGCTGCCACTAACCAGCTGTCGCACCCC	Upstream_CTCF	5
chr11	64321051	64321201	id-18037	2.55e-09	+	GCTACAGTTCCAGGTGTGACCGCCAGGTGGCAGAG	Upstream_CTCF	40
chr11	64332950	64333100	id-18038	2.08e-07	-	CTGCCTTTTCCTCTGGCTTCCTGCAGATGGCAGCC	UpstreamP1_CTCF	23
chr11	64353525	64353675	id-18039	1	+	NA	NONE	6
chr11	64397565	64397715	id-18040	4.88e-05	+	GCTCAGCCCTGCACCCTCCCCCATAGGGGGCGCAT	UpstreamP1_CTCF	15
chr11	64412438	64412588	id-18041	9.88e-07	-	CCTGCACCACCGGAAGCCTCCTCTGGGTGCCTCTG	Upstream_CTCF	35
chr11	64416995	64417145	id-18042	2.28e-05	-	CTGTGAATTCCCCTTGTTCTCAGAAGGGGGCGATG	Upstream_CTCF	40
chr11	64418499	64418649	id-18043	3.73e-06	+	GGTGTGCTTCTCCATCTTGGCTGAAGAGGGAGCCT	Upstream_CTCF	39
chr11	64420671	64420821	id-18044	3.13e-10	-	GCTGCATCTCCAGAATTGGCCACAAGGGGGAAGGC	Upstream_CTCF	40
chr11	64424396	64424546	id-18045	6.46e-07	-	AAACAGGCCCCAGGCTGGGCCTGAAGAGGGAGCGG	V_CTCF_BR	26
chr11	64427339	64427489	id-18046	5.08e-05	+	CTGAGCTCAGGCTTAGCACCCACTAGGCGTCAGCA	UpstreamP1_CTCF	18
chr11	64455968	64456118	id-18047	2.83e-07	+	GGGCTGAACAAGCCCTGAAGCACCAGGGGGCGCTC	V_CTCF_BR	40
chr11	64456262	64456412	id-18048	2.53e-05	-	GAGCTCGAGAGTAGGGAGGGCGGAGGGGGGCGCTG	V_CTCF_BR	18
chr11	64472095	64472245	id-18049	9.84e-05	-	TCTAGTTTTTCTGTCTCCACCCGTAGGAGGAGCTG	V_CTCF_BR	37
chr11	64484658	64484808	id-18050	6.51e-05	-	CCCTGGCAGTGTCCCTGCACTGGCAGTGGGCAATG	V_CTCF_BR	5
chr11	64491036	64491186	id-18051	2.78e-12	-	GGCCCGCCCCTGGGGGTAGCCAGCAGAGGGCGCTG	V_CTCF_BR	40
chr11	64510424	64510574	id-18052	2.83e-07	-	GGGACAACTCCGCCCCTGTCCAGCAGGGGGCGTGC	V_CTCF_BR	40
chr11	64511136	64511286	id-18053	1.99e-07	+	CGCGCACGGAGCAGGGTGTCCAGAGGGGGGCGCTC	V_CTCF_BR	40
chr11	64518256	64518406	id-18054	1	+	NA	NONE	24
chr11	64532815	64532965	id-18055	1	+	NA	NONE	37
chr11	64535283	64535433	id-18056	1.28e-06	-	AACCCGAAGAACAATGTTGCCACTAGGAGGCGCAG	V_CTCF_BR	40
chr11	64542774	64542924	id-18057	2.5e-05	+	GTGTTCTTGGGATATCACTCCACTAGGGGCATTTC	UpstreamP1_CTCF	12
chr11	64546343	64546493	id-18058	1.1e-05	+	AGCCTTTTTCTACTCCCCTCCCCCAGGGGGCAGTT	V_CTCF_BR	25
chr11	64555153	64555303	id-18059	8.16e-07	+	TGAGGTCCGGGAAGATCCGCCACAAGGAGGCACTG	V_CTCF_BR	40
chr11	64566301	64566451	id-18060	1	+	NA	NONE	0
chr11	64566906	64567056	id-18061	1	+	NA	NONE	3
chr11	64570764	64570914	id-18062	1	+	NA	NONE	38
chr11	64571839	64571989	id-18063	3.45e-05	+	GCGACTGTGCCGTGAGTTGCAGCTTGATGGCGCTC	V_CTCF_BR	20
chr11	64607516	64607666	id-18064	2.96e-05	-	CTGCACCAGCTGGGTTATGTCCACAGGTGGGGCCC	UpstreamP1_CTCF	4
chr11	64610470	64610620	id-18065	2.53e-05	+	CACCATAGGGACCCACCCGCCAGAAGAGGGCCGAA	V_CTCF_BR	2
chr11	64611846	64611996	id-18066	4.88e-05	+	TGCGCCACGCTGCGCTCCCGCCGTAGGGGGCCGCT	Upstream_CTCF	40
chr11	64614686	64614836	id-18067	4.1e-06	+	AGGGGCTTGCTCACTGAGGCCACACGGGGGCGCCA	Upstream_CTCF	40
chr11	64616334	64616484	id-18068	1	+	NA	NONE	22
chr11	64617127	64617277	id-18069	1	+	NA	NONE	24
chr11	64618848	64618998	id-18070	2.31e-06	-	CCTGCAGGGCTCTGTGTGGCCACAGAGGGGCTGTG	Upstream_CTCF	14
chr11	64624077	64624227	id-18071	1.64e-05	+	GGGGCCTGGCTGAGAACTGCCTGAGGGAGGCAGCC	V_CTCF_BR	6
chr11	64633313	64633463	id-18072	1	+	NA	NONE	7
chr11	64637410	64637560	id-18073	7.55e-07	+	CTTAGAGGGAGCCTGCAGACCACCAGAGGGCAAAC	V_CTCF_BR	35
chr11	64643270	64643420	id-18074	1.43e-05	+	CCTGGCCTTCCTGCTGGGGACAGGAGGCGCTGGAG	Upstream_CTCF	29
chr11	64646009	64646159	id-18075	7.73e-06	-	CGCGAGGGGTGCGCAGCATTCGGCAGAGGGCGCTT	V_CTCF_BR	40
chr11	64646482	64646632	id-18076	2.6e-06	-	CTGAGAGGAGGAGGTGCCGCCGCCTGGGGGTACTC	V_CTCF_BR	19
chr11	64654791	64654941	id-18077	8.21e-05	-	TCTACTGCAGGGTGCTTCTCCAGCAGGGGCTGTCA	V_CTCF_BR	16
chr11	64655459	64655609	id-18078	1.18e-09	-	GGCTTACTCCCGGTGGCCACCACTAGGGGGCGCCC	V_CTCF_BR	40
chr11	64660891	64661041	id-18079	2.29e-05	-	GTGGGATAATCATTAACCACCACCAGGGGCTGGGT	UpstreamP1_CTCF	10
chr11	64661836	64661986	id-18080	3.42e-08	-	CCCAGCACCTCCCATGTCACCACCAGGGGTCGCCA	V_CTCF_BR	40
chr11	64663767	64663917	id-18081	3.86e-05	+	GCTGTCATACCCAGACTGCCCACTCTGAGGAGCTT	Upstream_CTCF	15
chr11	64670457	64670607	id-18082	1.93e-05	+	GGTGCCCTGGCTGCCGCGTCCTCTGGTGGCAGGGC	Upstream_CTCF	0
chr11	64685692	64685842	id-18083	1.31e-05	+	AAAGTTTGCCAACCGCTGCTCTGTAGGGGGCAGCC	V_CTCF_BR	38
chr11	64686807	64686957	id-18084	1.55e-05	+	GCTCTGCCTTCTTCCATGGCAGGCTGGGGGCAGTA	V_CTCF_BR	14
chr11	64702235	64702385	id-18085	5.65e-05	-	AGCTGCAGTGTGTGGGGAGCCGGAGGGAGGAGCTC	V_CTCF_BR	2
chr11	64703278	64703428	id-18086	1.19e-06	-	GCCAGCACCAAGCTGGAGACCAGCAGGAGGCACAG	V_CTCF_BR	23
chr11	64714791	64714941	id-18087	3.09e-07	+	CTGACCTGTCCAGCCCTGGCCTGCTGGGGGAGCTG	V_CTCF_BR	21
chr11	64764366	64764516	id-18088	8.02e-08	-	GAGCTGCCACTTCCTTAGGCCTCCAGAGGGCACTG	UpstreamP1_CTCF	39
chr11	64768992	64769142	id-18089	8.03e-07	+	GCAGCTGCTCATGAAACCTTCACCAGGAGGCAGCA	Upstream_CTCF	24
chr11	64781070	64781220	id-18090	1.38e-09	+	CCCGCATGTTTCCGAACGGCCTCCAGGGGGCACCG	V_CTCF_BR	40
chr11	64781427	64781577	id-18091	1	+	NA	NONE	33
chr11	64781743	64781893	id-18092	4.31e-07	-	CGGCCGCCGCGTTCCGCTCCCGACAGGGGGCGCCC	V_CTCF_BR	37
chr11	64784394	64784544	id-18093	6.75e-05	+	GCGCTGTCCCAGCACTAGAGGGCCACAGGGAGGTC	UpstreamP1_CTCF	14
chr11	64795200	64795350	id-18094	1.26e-07	+	GCTTAGTTTACATCTTTAACCACCAGGGGGCGGGG	V_CTCF_BR	40
chr11	64799752	64799902	id-18095	1.71e-06	-	CGCCCCCATGCCTAGCCTGCCCCCAGGGGGCGTGA	V_CTCF_BR	4
chr11	64828732	64828882	id-18096	8.21e-06	-	TGAGGCTGCAGTCAAGATTCCAGCAGGGGCCGCTG	V_CTCF_BR	37
chr11	64845092	64845242	id-18097	1.24e-05	+	CAAGGACACCTAGGCTTCCCCAGCAGGGGGCTTGC	V_CTCF_BR	17
chr11	64845742	64845892	id-18098	1.37e-08	-	GGTGCATTTCAGGGTGTGGCCACCAGGTGCTGTGA	Upstream_CTCF	40
chr11	64868272	64868422	id-18099	1.37e-08	+	GCAGCACTTTTTATAATAGCCACAAGGTGGAAGCA	Upstream_CTCF	24
chr11	64877878	64878028	id-18100	7.27e-11	+	CTTGCAGTACCTCTTTTTACCACCAGGTGGGGCTC	Upstream_CTCF	40
chr11	64880078	64880228	id-18101	3.09e-06	+	TGTGGCTCGCCTGGCTCGGCCTGCAGGCGGCGCTC	Upstream_CTCF	40
chr11	64880678	64880828	id-18102	1.24e-05	-	AGGAGCATTTCCGGGAGCGCCCCCAGAGGCAGCCC	V_CTCF_BR	36
chr11	64885346	64885496	id-18103	2.83e-07	-	GGGCCACGTTTTGGTGTGACCACTAGGGGGAGACG	V_CTCF_BR	39
chr11	64897619	64897769	id-18104	1.38e-06	-	GAGCCTTTGGGTACTGTGACAGCCAGGGGGCGGCA	V_CTCF_BR	9
chr11	64918168	64918318	id-18105	1	+	NA	NONE	17
chr11	64940215	64940365	id-18106	5.41e-06	-	GCTGCAGTGCTGGGGCAAACCACAGGGGGAACAGT	Upstream_CTCF	7
chr11	64948418	64948568	id-18107	2.38e-07	-	CGCCCATGTGTCACCTTACCCAGGAGAGGGCGGCA	V_CTCF_BR	39
chr11	64948752	64948902	id-18108	4.02e-07	+	GCTGCCGTTTGCTGAGTGTCCGGCAGGGGTCTGCT	Upstream_CTCF	37
chr11	64953488	64953638	id-18109	2.43e-06	-	AGACAGTCATGAGCCCCCACCCCTAGGGGGAGCTG	V_CTCF_BR	28
chr11	64972341	64972491	id-18110	5.8e-11	+	CCGCAGTGCAGGCGGGCTTCCACCAGGGGGCGCCA	UpstreamP1_CTCF	40
chr11	64976663	64976813	id-18111	3.86e-08	+	TCTGCCCCACCCAGTGCTCCCAGCAGGGGCAGGTG	Upstream_CTCF	0
chr11	64984393	64984543	id-18112	1	+	NA	NONE	17
chr11	64985604	64985754	id-18113	9.81e-06	-	GGACTGAGCCTGCCACTTATCACTTGGGGGCGCAA	V_CTCF_BR	7
chr11	64992958	64993108	id-18114	2.46e-06	+	GCGCAGTTCCGGCTCTGGGGAGCAAGGGGGCTCCT	UpstreamP1_CTCF	19
chr11	64993182	64993332	id-18115	3.11e-05	+	AGCTATCCGGAGCTCTCTGCCTGCAGGTGGGGCCA	V_CTCF_BR	38
chr11	65017917	65018067	id-18116	9.51e-07	-	CAGAACCGTCTCATGACAGCCTCCAGGGGGAGACG	V_CTCF_BR	40
chr11	65019120	65019270	id-18117	1	+	NA	NONE	10
chr11	65021556	65021706	id-18118	5.96e-07	-	CTACACTGTAGGTATATTGCCACCAGGTGGTGGCA	V_CTCF_BR	39
chr11	65033798	65033948	id-18119	5.48e-05	-	CTTGTCCTTACAAAGCTCACCACTGAGGGGAGACA	Upstream_CTCF	23
chr11	65042542	65042692	id-18120	1.13e-05	+	CTGTTCTCTGGCATTCTGTCCTGCAGTTGCCACCA	UpstreamP1_CTCF	40
chr11	65083144	65083294	id-18121	7.33e-10	-	GAGGTGCCCGGCTCCGCGGCCGCCAGGTGGCGCGC	V_CTCF_BR	40
chr11	65085059	65085209	id-18122	1.16e-05	+	CATGTGCGTCCCCCACCCTCAAGCAGAGGGAGTGC	Upstream_CTCF	11
chr11	65097495	65097645	id-18123	8.61e-08	-	ACCCAAGGGAATAATGCTTCCACCAGGGGGCGCAG	V_CTCF_BR	40
chr11	65101437	65101587	id-18124	1.39e-05	-	GAGTCTCCTGTTGCCCTCCCCACCAGGAGTCGCAA	V_CTCF_BR	34
chr11	65120381	65120531	id-18125	9.51e-07	-	AAGGCAGGAGATAAACCATCCAGCAGAGGGCTCTG	V_CTCF_BR	36
chr11	65121930	65122080	id-18126	1.55e-05	+	CGTCGGGCCCTCGGGGTCGGCGGCTGCTGGAGGCG	V_CTCF_BR	8
chr11	65133819	65133969	id-18127	9.62e-08	+	GTGTAGTTACTCCCACAAGACACAAGGGGACACTA	UpstreamP1_CTCF	40
chr11	65145372	65145522	id-18128	1.21e-06	-	CCCTAAGTACCACCACCCACCACCAGAGGCGACCG	Upstream_CTCF	7
chr11	65146093	65146243	id-18129	5.51e-07	+	AGGAACTGGGGGCAGCTGCCCAGGAGAGGGCGACC	V_CTCF_BR	17
chr11	65148396	65148546	id-18130	8.81e-07	-	AAGGCCACTCTGCCTGACACCTGCAGAGGGCGGGA	V_CTCF_BR	11
chr11	65149811	65149961	id-18131	1.74e-08	+	GGGTGCGGAGGTAGCGTGGCCACCAGGGGGTAGGC	V_CTCF_BR	40
chr11	65158639	65158789	id-18132	3.73e-06	-	CCCGCAGTCCCAGACACTTCCAGATGGGGCCTTCC	Upstream_CTCF	23
chr11	65162066	65162216	id-18133	2.47e-08	-	CCAGCTCCTCTGACCCTGGCCGGCAGGAGGCAGGG	Upstream_CTCF	1
chr11	65166117	65166267	id-18134	2.27e-05	+	GACAGCCCATGTGTGCTGACCGGCAGGTGGCCCTC	V_CTCF_BR	10
chr11	65183927	65184077	id-18135	1.12e-09	+	GTTGCTGGTTCGGCTGCGGCCAGCAGGGGGCAGCT	Upstream_CTCF	40
chr11	65189780	65189930	id-18136	1	+	NA	NONE	7
chr11	65192763	65192913	id-18137	3.67e-07	-	CTGAAACAGGCTGTCTTGGCCACCAGGAGGAAGCT	UpstreamP1_CTCF	28
chr11	65200534	65200684	id-18138	1	+	NA	NONE	28
chr11	65216128	65216278	id-18139	1.29e-05	-	CCTCTGTCTCAGTCCTACTCCAGCAGGAGGCAGAT	UpstreamP1_CTCF	14
chr11	65222517	65222667	id-18140	5.38e-05	-	TCCTGGAAGCCCTGGGGCTCTCCGAGGGGGCGCTC	V_CTCF_BR	26
chr11	65234894	65235044	id-18141	1	+	NA	NONE	24
chr11	65236437	65236587	id-18142	2.27e-06	-	GGCTTCCAGTGGTGGGAGAGCTGCAGAGGGCGCTG	V_CTCF_BR	39
chr11	65238959	65239109	id-18143	3.97e-05	+	TTGCACCTCGTGCACCAGCTCCTTAGGGGGCAGTG	UpstreamP1_CTCF	40
chr11	65247064	65247214	id-18144	1	+	NA	NONE	39
chr11	65248979	65249129	id-18145	1	+	NA	NONE	10
chr11	65255610	65255760	id-18146	1	+	NA	NONE	15
chr11	65265186	65265336	id-18147	4.5e-05	-	TGGCGCTGCGCTTAAGAGGGCAGGAGAGGCCAGTT	UpstreamP1_CTCF	26
chr11	65278340	65278490	id-18148	7.44e-09	-	CATGCAATGCCCAATTTGTTCACTAGATGGCAGCA	Upstream_CTCF	40
chr11	65295411	65295561	id-18149	2.2e-06	+	GGTGTAACACCCTGTACTGGCTGCAGGGGGGTGGG	Upstream_CTCF	9
chr11	65297699	65297849	id-18150	5.67e-06	-	CCTGTTGCTGGGAGAGCAGCCACTAGGGACAGCAG	Upstream_CTCF	39
chr11	65307724	65307874	id-18151	1	+	NA	NONE	38
chr11	65308446	65308596	id-18152	1.1e-06	+	CCCGCCGCCTATTTCCCAACTGCCAGGGGGCGCCA	V_CTCF_BR	40
chr11	65315102	65315252	id-18153	5.96e-07	-	GGCTACCGCCTGCACGTGGGCGCCGGGGGGCGCTC	V_CTCF_BR	1
chr11	65319652	65319802	id-18154	1.46e-07	-	CGCGCGGTGTCAGCGCTGCCCAACAGATGGCACCG	Upstream_CTCF	39
chr11	65326532	65326682	id-18155	7.6e-05	-	CTGCTGTGCCCCTCTCCAGCCCCTGGGCCCTCGGA	UpstreamP1_CTCF	17
chr11	65337593	65337743	id-18156	2.34e-06	-	TCGCAAGACCTGGAAGTGGCCTCAGGGGGTCGCCC	UpstreamP1_CTCF	38
chr11	65339460	65339610	id-18157	1.39e-07	-	ACTTCCAGGTGGGGAATGGACACCAGATGGCGGAA	V_CTCF_BR	40
chr11	65341665	65341815	id-18158	1.73e-11	+	GGTGCGGCCCCGCGCTCTGCCAGCAGGTGGCGCCC	V_CTCF_BR	40
chr11	65356276	65356426	id-18159	3.79e-08	-	CAGCACCTCCACCTCCTGGCCAAAAGGGGGTGCCC	UpstreamP1_CTCF	40
chr11	65359415	65359565	id-18160	4.88e-05	-	TTCACCAGCGACACCAGCTCCTCCAGTAGGAGCTG	V_CTCF_BR	14
chr11	65359810	65359960	id-18161	2.83e-07	+	CCGGAGGCCGCGCGCGTGTCCGCTAGGGGCCGCCG	V_CTCF_BR	8
chr11	65361368	65361518	id-18162	3.33e-09	-	GGGCCTGGCCAGTTCAAGGCCACCAGAGGGCAGCC	V_CTCF_BR	40
chr11	65384645	65384795	id-18163	3.36e-05	+	AAGCTGCTGCTCTTTTTCACCGCCAGGGACCCCGG	UpstreamP1_CTCF	0
chr11	65393547	65393697	id-18164	3.33e-09	+	TCCTCTCGGCTCAGGAGTGCCAGCAGGGGGCACTC	V_CTCF_BR	40
chr11	65397629	65397779	id-18165	3.16e-06	-	CTGCCATTCACCCCCTTGGACGCCAGGGGAGTCAA	UpstreamP1_CTCF	1
chr11	65405292	65405442	id-18166	1.41e-06	+	CCTGCTGGCCGGGAGCTGGACGCTAGGTGGCCTCC	Upstream_CTCF	40
chr11	65405919	65406069	id-18167	1	+	NA	NONE	26
chr11	65414392	65414542	id-18168	4.88e-05	+	AGCTGGACCTGTACCACGGCCGCGGGGAGGCGATC	V_CTCF_BR	10
chr11	65420205	65420355	id-18169	1	+	NA	NONE	12
chr11	65473870	65474020	id-18170	6.51e-05	+	CTGGGAAGACGCCCGTTGCCAGGCAGATGGTGGTC	V_CTCF_BR	40
chr11	65479316	65479466	id-18171	4.38e-08	+	CCGGCAACACCTCCCGCCGCCACAAGGAGACGCCC	Upstream_CTCF	35
chr11	65486858	65487008	id-18172	4.21e-05	+	GTGTACAGTGAGAAGGGATCCGGATGGGGGAGCTC	V_CTCF_BR	9
chr11	65487410	65487560	id-18173	1.64e-06	+	ATTGTGCTCCCCAGCCCATCCACCCGGGGGCAAGA	Upstream_CTCF	33
chr11	65494242	65494392	id-18174	3.65e-07	-	CTAGGTCAGCCCTTGTTTTCCAGAAGGGGGCGGTA	V_CTCF_BR	26
chr11	65512050	65512200	id-18175	8.61e-08	+	CCAACCGACTTCGGGACTACCAGCAGAGGGAAGCA	V_CTCF_BR	39
chr11	65512547	65512697	id-18176	9.31e-05	-	GATGTAATACACACAGCTTCCGCTGCGGGCACCCG	Upstream_CTCF	2
chr11	65537384	65537534	id-18177	6.74e-08	-	TCTGGACTTCACAATGTTGCCAGAAGAGGGCGTGT	Upstream_CTCF	40
chr11	65541586	65541736	id-18178	7.27e-06	+	TTTTCTGAGATTCCCTCGGCCACGAGGTGGCATCT	V_CTCF_BR	29
chr11	65545236	65545386	id-18179	9.78e-07	-	CTGCTGTCTGAGCCCCGGGAGACCAGGTGGGGGCA	UpstreamP1_CTCF	0
chr11	65547453	65547603	id-18180	1.55e-07	+	AGGCACTCGCAGGCCGTGGCCTGCAAGGGGCGCTG	UpstreamP1_CTCF	38
chr11	65548252	65548402	id-18181	2.94e-06	-	GCTGTGGTTTCGGTGCGGGCCGCGGGCGGGAGGGA	Upstream_CTCF	14
chr11	65548704	65548854	id-18182	6.74e-08	-	GGTGCGGTGTGCCCGGGCGCCGGCGGGGGGCGCGC	Upstream_CTCF	26
chr11	65579360	65579510	id-18183	4.7e-06	-	TCGGCTGACGGTGCTGTGGCCTGCGGCAGGCGGCA	V_CTCF_BR	5
chr11	65585786	65585936	id-18184	6.05e-06	-	CAACGGTCAAAGCGTTTGTCCGATAGGGGGCAGCG	V_CTCF_BR	40
chr11	65618860	65619010	id-18185	3.6e-07	+	CCTGTAATACCATGTCTTCCCATGAGGGGTCACTC	Upstream_CTCF	40
chr11	65620719	65620869	id-18186	1.7e-05	+	TCCGGAACACCCTTGTTGCCCTAAAGGGGGAGCCT	Upstream_CTCF	33
chr11	65626772	65626922	id-18187	1	+	NA	NONE	35
chr11	65627786	65627936	id-18188	1	+	NA	NONE	40
chr11	65639733	65639883	id-18189	2.19e-05	+	AGAGCAGTAGAGACCCGGGTAGGCAGGAGGCGCAG	Upstream_CTCF	27
chr11	65652214	65652364	id-18190	4.28e-10	+	GAGCTGCTCCCGTCAGCGGCCACCAGAGGGAGCAG	UpstreamP1_CTCF	40
chr11	65655936	65656086	id-18191	1	+	NA	NONE	38
chr11	65656479	65656629	id-18192	1	+	NA	NONE	38
chr11	65657441	65657591	id-18193	1	+	NA	NONE	10
chr11	65658266	65658416	id-18194	8.71e-06	+	AGGAAGAGCTAGTGCGGCGCCTGCGGCGGGAGGAG	V_CTCF_BR	17
chr11	65658560	65658710	id-18195	8.81e-07	+	AGCTGGCCGAGCTGGAGGGCCGCCAGGAGGAGCTG	V_CTCF_BR	24
chr11	65659394	65659544	id-18196	1.63e-05	+	GCAGCAGCACTGTGGGCCCCCACGGGGAGAGGGGC	Upstream_CTCF	36
chr11	65661948	65662098	id-18197	1	+	NA	NONE	11
chr11	65666911	65667061	id-18198	1.03e-07	+	CCTGCAGCCTCCCGGGTGCCCCCCGGCGGGCAGCG	Upstream_CTCF	13
chr11	65679348	65679498	id-18199	7.07e-08	-	TCAGCCCAACCCTCAGAGGCCAGGAGAGGGCAGCG	V_CTCF_BR	39
chr11	65699798	65699948	id-18200	1.09e-06	-	CTGCTATGGCAGTGAGTCTGCAGGGGGTGGAGCTG	UpstreamP1_CTCF	28
chr11	65700095	65700245	id-18201	1	+	NA	NONE	30
chr11	65733482	65733632	id-18202	6.37e-07	+	CTGTGCTGCCCCCAGGCGTGCTGCAGGAGGAGGAG	UpstreamP1_CTCF	0
chr11	65736413	65736563	id-18203	1.19e-06	+	AGAAGCCAAGAAAGCGTGTCCAGGAGAGGGAGCAA	V_CTCF_BR	19
chr11	65756604	65756754	id-18204	5.08e-07	+	CGGTACCGTCTCACATCAGCCAGTAGTTGGAGCCA	V_CTCF_BR	39
chr11	65770389	65770539	id-18205	7.84e-05	-	AGAGGAAAAACGATCCTGCCTAACAGGTGGCGCAA	V_CTCF_BR	37
chr11	65790007	65790157	id-18206	6.04e-09	-	GGTGCTGTTCGCGCCGCAGCCACTAGGGAGCGCAT	Upstream_CTCF	40
chr11	65805895	65806045	id-18207	2.33e-07	-	GTGGAATGTCCAGAGATGACCAGCAGGGGAGGCCA	UpstreamP1_CTCF	12
chr11	65812703	65812853	id-18208	2.74e-08	-	GCACCGTAAGCCTTCTCATCCACCAGGGGGCGCAG	V_CTCF_BR	40
chr11	65818521	65818671	id-18209	6.39e-05	+	CCTGTTCCCAGCTTCTTCTCCACTGGGGGCAGTTG	Upstream_CTCF	22
chr11	65827436	65827586	id-18210	2e-06	-	ACTGCTATGAAGGATGGGGACACCCGGGGGCAGGT	Upstream_CTCF	1
chr11	65835805	65835955	id-18211	6.53e-09	-	GAGGCCACCCTCACTCTCACCACTAGAGGGCACCA	V_CTCF_BR	40
chr11	65836940	65837090	id-18212	1	+	NA	NONE	38
chr11	65894249	65894399	id-18213	6.9e-05	+	GAGGCAGTAAAGAGCCAGCCAAGCAGAGAGAAGAG	Upstream_CTCF	20
chr11	65902120	65902270	id-18214	2.34e-06	-	GACCAAGTTTCTACACTGGCCATCAGGGGGCACCA	UpstreamP1_CTCF	39
chr11	65905023	65905173	id-18215	1.38e-06	-	CATAAGAGATGCTTATTAACCTGCAGGTGGCACAA	V_CTCF_BR	17
chr11	65924822	65924972	id-18216	2.28e-05	+	GAAGCAATCCTGTTTTCAGCCACATGTGGGCCATG	Upstream_CTCF	16
chr11	65942156	65942306	id-18217	1	+	NA	NONE	0
chr11	65952314	65952464	id-18218	3.4e-06	+	TCAGCGGTACTCTGTCCTTCCTGCTGGTGGCAATG	Upstream_CTCF	4
chr11	65990247	65990397	id-18219	2.44e-10	+	GCTGCCCTTCTGCCTGTTGCCACCAGGTGGGGCTC	Upstream_CTCF	40
chr11	66005503	66005653	id-18220	1.14e-06	+	TGGCTGTGTTCTTTTCTAGCCACTGGAGGGCCCAG	UpstreamP1_CTCF	6
chr11	66025821	66025971	id-18221	9.49e-08	-	GCACCGTGCCCGCGCTTGGCCTACAGAGGGCGCGC	V_CTCF_BR	40
chr11	66032586	66032736	id-18222	3.63e-05	-	TGTACCAGCTGCCGTATTCCCCATAGGGGGCGCTG	V_CTCF_BR	40
chr11	66034598	66034748	id-18223	1.19e-06	+	CCTCTTCCCTAGGTTCGGGCCAGCAGGAGGTGCCG	V_CTCF_BR	28
chr11	66035163	66035313	id-18224	6.21e-06	-	ACAGGGGGAGCCCCTCCTGCCACCAGGGGACCGTC	Upstream_CTCF	27
chr11	66036853	66037003	id-18225	2.72e-05	-	ATGAGATGTGGGCCACCTACCCGCAGGGGGAGTGA	UpstreamP1_CTCF	39
chr11	66048056	66048206	id-18226	1.38e-07	-	CTGTACCCCAGAGCTGGCACCACCAGCAGGCGGCG	UpstreamP1_CTCF	9
chr11	66050043	66050193	id-18227	7.99e-11	-	CCCACCGCTCCACATGTGGCCGCCAGGGGGCGCCA	V_CTCF_BR	40
chr11	66051374	66051524	id-18228	1.82e-07	-	CGGTGCGGGTACCCCCCCACCTGCAGGGGGAGCCT	V_CTCF_BR	28
chr11	66056421	66056571	id-18229	1.37e-05	-	GCCTCATTAGTATTCGTACCCACGAGGCGGCGCAG	Upstream_CTCF	12
chr11	66075271	66075421	id-18230	4.88e-06	-	CTGCTATGCCTCAGAGACTCCACTAGGGATGAGGG	UpstreamP1_CTCF	22
chr11	66079362	66079512	id-18231	4.85e-07	+	CTGTAAGTCCGTGGGGCCGAGGCCAGGTGGCGCCA	UpstreamP1_CTCF	40
chr11	66080933	66081083	id-18232	1.19e-06	+	CTTCCAGCTCAGGTCCAGGCCCGAAGGGGGCGCTG	V_CTCF_BR	35
chr11	66089860	66090010	id-18233	6.19e-06	-	TCTCTGTTACCCAGGCTGGACTGCAGGGGGTGATC	UpstreamP1_CTCF	29
chr11	66094728	66094878	id-18234	2.72e-06	-	GTGTGGTGACCCCACTAGCCAGGCAGGAGGCAGAG	UpstreamP1_CTCF	18
chr11	66095891	66096041	id-18235	3.83e-09	-	GGCGCATCCTTCATTGCTGCCACCAGGGGGCAGAG	V_CTCF_BR	40
chr11	66096390	66096540	id-18236	1	+	NA	NONE	16
chr11	66098528	66098678	id-18237	2.04e-05	-	GAAAAGTGCCGACCACCAACCACGAGGGGGTGTGC	V_CTCF_BR	12
chr11	66100666	66100816	id-18238	3.63e-05	+	GAGGGCCTGTTACCTGGAAGCAGTGGGTGGCAGGC	V_CTCF_BR	1
chr11	66103163	66103313	id-18239	2.01e-05	+	CCGCCAGGCCAGCCCCTCACCGCCAGGGCTCTCCA	UpstreamP1_CTCF	18
chr11	66104206	66104356	id-18240	5.01e-06	-	AGGAATGAGTCATCTATGGACAGTAGAGGGTGCTC	V_CTCF_BR	40
chr11	66105241	66105391	id-18241	5.92e-05	-	CACAGCCAGGGGGACCCTCAGAGCAGCTGGCACTG	V_CTCF_BR	13
chr11	66112419	66112569	id-18242	2.34e-06	-	CGGCAGCAGCCGGTACCGGCAACCACGGGCAGCTC	UpstreamP1_CTCF	32
chr11	66131476	66131626	id-18243	9.48e-11	+	CCTGCAGTTAAGGCTTGGCCCAGTAGGGGGCGCCA	Upstream_CTCF	40
chr11	66137758	66137908	id-18244	1	+	NA	NONE	12
chr11	66153746	66153896	id-18245	1.05e-08	+	TCGGCCTTGCCAGGAGTGTCCACAAGGGGGCAGTC	Upstream_CTCF	40
chr11	66156592	66156742	id-18246	1.17e-05	-	AATCCCGTCCTCGGCCTCATCAATAGAGGGCGCTG	V_CTCF_BR	40
chr11	66176033	66176183	id-18247	3.41e-08	+	GCCGCAGCCCCACAATCGGCCACGCGGTGGCGCTA	Upstream_CTCF	33
chr11	66185660	66185810	id-18248	5.55e-07	+	CTTGTTCTGCTGCTGCCTGCCACTTGGGGGAGAGA	Upstream_CTCF	40
chr11	66197575	66197725	id-18249	4.7e-08	-	GAAGCAGATGGTTCTATGTCCAGCAGGGGGCGCAA	V_CTCF_BR	40
chr11	66206537	66206687	id-18250	1.1e-06	-	CCTAGGATTATCACCGTGTGCAGCAGATGGCGCCC	V_CTCF_BR	40
chr11	66234701	66234851	id-18251	8.71e-06	-	GGCAGGCCCGCGCCCTGCGCCCCGGGCGGGCAGAA	V_CTCF_BR	35
chr11	66246505	66246655	id-18252	1.3e-09	-	GAGGTAGTGCTGCCCACTGCCAGCAGGGGGCAGCT	Upstream_CTCF	40
chr11	66258913	66259063	id-18253	6.43e-06	+	AGGCCTATGCAGCCAACAGCCACCAGGGGCAGATG	V_CTCF_BR	40
chr11	66259457	66259607	id-18254	5.68e-06	-	GAGCCTGTGCCCTGACCAGACACCAGAGGCAGCAC	V_CTCF_BR	4
chr11	66262565	66262715	id-18255	2.97e-06	+	TGGGGCTGGAGGCCTGGATCCAGTTGGGGGCGCCT	V_CTCF_BR	7
chr11	66263167	66263317	id-18256	3.42e-08	-	CACTGCAGGCTCCCTTCCGCCTCCAGGGGGCTCCA	V_CTCF_BR	35
chr11	66277799	66277949	id-18257	3.28e-05	+	GGCTTCTTTCCAACCCTGGAAGCCAGAGGGCTCTG	V_CTCF_BR	22
chr11	66311283	66311433	id-18258	2.12e-06	+	CCGAAGCCCACGCAGCGGCCCAGCAGGCGGCAGTG	UpstreamP1_CTCF	29
chr11	66315231	66315381	id-18259	2.72e-05	+	AGGCAGCACCTCGGGGGCGCCAAAGAGGGGCACAG	UpstreamP1_CTCF	1
chr11	66335454	66335604	id-18260	3.86e-05	+	GGTGGCTCCTCCAGGGTGGCCTCCAGGGAGTACAG	Upstream_CTCF	5
chr11	66346584	66346734	id-18261	8.89e-06	+	ACGGCGGTCATGACTATCGACACACGGTGGCGCTG	Upstream_CTCF	40
chr11	66360297	66360447	id-18262	6.05e-06	+	GACTGCAGAATCCGGCCCTCCTGCGGGGGGCGCTT	V_CTCF_BR	40
chr11	66405612	66405762	id-18263	8.97e-05	-	CAAGCACCACCCCCCCTCGCGGCCAGGACGCTGTG	Upstream_CTCF	33
chr11	66406770	66406920	id-18264	2.96e-05	-	GGGTACTAGGCTTTTCTATCCACTAGGAGGACAAC	UpstreamP1_CTCF	34
chr11	66445165	66445315	id-18265	7.55e-07	+	CACACACGACCCCCTCGCACCTCCGGGTGGCGGCA	V_CTCF_BR	5
chr11	66446078	66446228	id-18266	1.83e-05	-	ACGCCTAAGCTTGTTTTTACCGCCAGGAGGTGCCC	V_CTCF_BR	40
chr11	66454259	66454409	id-18267	9.29e-06	-	AGTGGAGTAACCAGGCCAGCCACTTGGGGATAGTG	Upstream_CTCF	4
chr11	66462285	66462435	id-18268	2.39e-05	-	GCGCACTGTGGACAGTTTTGCTGTAGGAGGAAGAA	UpstreamP1_CTCF	40
chr11	66468336	66468486	id-18269	1.06e-05	+	CCAGCGACTCTTCTCGACGCCGCATGGTGGCCCTG	Upstream_CTCF	0
chr11	66486107	66486257	id-18270	4.5e-05	+	TTTCTGTTCCCCAGTGGAACCTCAGGCTGGAGTCC	UpstreamP1_CTCF	15
chr11	66495490	66495640	id-18271	6.43e-06	-	GGCGGCGCGCTTTGTCCGGCCGCGTGCGGTCGGCG	V_CTCF_BR	0
chr11	66601833	66601983	id-18272	5.97e-08	-	CTTGTAGTTCTAGCTGAAGCCACTGGGTGCCACTC	Upstream_CTCF	40
chr11	66613350	66613500	id-18273	5.96e-07	-	ACACCCAGGGCATAGCCTGCCAGCAGGGGCCGCCT	V_CTCF_BR	14
chr11	66619299	66619449	id-18274	1.28e-06	+	CCCGGAGCTCCTGCAGCCGCCGCCAGGGGCACTCA	Upstream_CTCF	16
chr11	66619690	66619840	id-18275	3.63e-06	+	CGTGCCGGCACCAGGCCTGGCCGGAGAGGGCGCTG	V_CTCF_BR	28
chr11	66619998	66620148	id-18276	1	+	NA	NONE	1
chr11	66628136	66628286	id-18277	3.66e-06	+	GTGCAAAGAACGCCCCTTCCTGCCAGGTGGCGACA	UpstreamP1_CTCF	3
chr11	66632520	66632670	id-18278	2.81e-06	-	CCTTCTGTTTCTGGAAGAGTCTGTAGGTGGCGGCA	Upstream_CTCF	15
chr11	66634998	66635148	id-18279	2.19e-05	+	GCTGAGAGCCCTGTCATTCCCACCAGAGGAGGAGC	Upstream_CTCF	29
chr11	66636273	66636423	id-18280	3.97e-07	-	TCATCGAGGTCAACTCCCGCCTGCAGGTGGAGCAC	V_CTCF_BR	29
chr11	66642052	66642202	id-18281	1	+	NA	NONE	14
chr11	66648134	66648284	id-18282	3.48e-06	+	AGGCGATGGCCAGGCACAGGAAGCAGGGGGCAGCA	UpstreamP1_CTCF	4
chr11	66649007	66649157	id-18283	3.55e-08	-	CTCCACTGGCACTGGCCGGGCACCAGGTGGAGCTC	UpstreamP1_CTCF	9
chr11	66650736	66650886	id-18284	1.59e-06	-	CAGGAAGCTGGCTCCTCGTGCGCCAGGGGGCAGTG	V_CTCF_BR	40
chr11	66659675	66659825	id-18285	1	+	NA	NONE	26
chr11	66665615	66665765	id-18286	4.65e-05	-	TGGCCCTGGCTCCCTTTGGCCGGGTGGAGGTGCTG	V_CTCF_BR	7
chr11	66683062	66683212	id-18287	1.99e-07	+	GGGGTGTACCAGGGCCCTGCCCGCAGGGGGAGCTA	V_CTCF_BR	21
chr11	66685462	66685612	id-18288	7.15e-05	+	CCCACAGCAGCCTGTGAGCCCTCTAGGTGGTGATA	V_CTCF_BR	17
chr11	66718441	66718591	id-18289	5.67e-06	-	CTTGGAGCTAGGTCTTGGGCCAGCAGGTGCCGTCT	Upstream_CTCF	1
chr11	66718738	66718888	id-18290	1.38e-06	+	GCTCGGCTGCTCCTGCAGACCAGCAGGGGGAGAGG	V_CTCF_BR	23
chr11	66724432	66724582	id-18291	1	+	NA	NONE	32
chr11	66725233	66725383	id-18292	1	+	NA	NONE	14
chr11	66743498	66743648	id-18293	3.67e-09	-	GATGTTGTTCCACCCATAGCCACGAGGTGGGGGTA	Upstream_CTCF	40
chr11	66748842	66748992	id-18294	1	+	NA	NONE	0
chr11	66789297	66789447	id-18295	3.66e-06	-	GAGCTGCATCTTACCTTCACCCACAGGGGGCGCTT	UpstreamP1_CTCF	40
chr11	66807749	66807899	id-18296	4.14e-06	+	CCCAGAGCTGAAGCTTCAGACTGTAGAGGGAGCTC	V_CTCF_BR	10
chr11	66812077	66812227	id-18297	1	+	NA	NONE	8
chr11	66812877	66813027	id-18298	1	+	NA	NONE	13
chr11	66817711	66817861	id-18299	2.67e-06	+	AGGGCTGAGCTCACCCAGGCCAGCAGGTGGGGTAT	Upstream_CTCF	22
chr11	66821425	66821575	id-18300	5.51e-07	+	TGTGCAGGGAGCTGAGCGACCACATGAGGGCAGTG	V_CTCF_BR	40
chr11	66827685	66827835	id-18301	3.63e-05	+	TTCATTTTCTGTCTGTGAGCCCCTGGAGGGCAGAC	V_CTCF_BR	11
chr11	66839285	66839435	id-18302	3.95e-09	-	GGTGCAGCCCTGGGAGCAGCCACGAGGGGGCATCA	Upstream_CTCF	40
chr11	66849028	66849178	id-18303	8.62e-10	+	TCCAGGTGCTGGACCTCGACCACCAGAGGGCAGCA	V_CTCF_BR	40
chr11	66849544	66849694	id-18304	1.67e-07	+	AGAGAGGTGCTATGGGCAGGCACCAGGGGGCACAC	V_CTCF_BR	33
chr11	66862495	66862645	id-18305	8.91e-07	+	TATGCCAGGTATTAAAAGCCCGCCAGGGGGCGGGG	Upstream_CTCF	39
chr11	66885618	66885768	id-18306	1.15e-07	+	CCTCGCCGGGCGCCTCCGGCCGGCGGTGGGCGCGC	V_CTCF_BR	0
chr11	66886455	66886605	id-18307	1	+	NA	NONE	16
chr11	66887097	66887247	id-18308	5.08e-07	-	CTCCTCGCCGTGCCCTCGGCCAGCAGGGGCTGGTC	V_CTCF_BR	26
chr11	66928499	66928649	id-18309	1	+	NA	NONE	14
chr11	66935834	66935984	id-18310	1.15e-07	-	CACTCAAGAAGATTGCTGGCCACTAGGGGGCAACA	V_CTCF_BR	40
chr11	66950398	66950548	id-18311	8.34e-07	+	CTGCAGTACTATCTCCTGGCCACTTGTGGGTCCTT	UpstreamP1_CTCF	10
chr11	66963658	66963808	id-18312	2.4e-05	-	CATCTGGCTGACATGAAGAACTGGAGGTGGCAGCA	V_CTCF_BR	24
chr11	67007362	67007512	id-18313	1.61e-05	-	CAGCCGTTCTGCTGCAGAGCCGGGAGGGGGTGTGT	UpstreamP1_CTCF	33
chr11	67020346	67020496	id-18314	1.48e-06	+	TTGGCAGTGCTTCTTAGCATCACTGGAGGGCAGTG	Upstream_CTCF	40
chr11	67029163	67029313	id-18315	1.48e-06	+	GTGAACTTTCCAGAGAGTTCCAGGAGGAGGCGATG	UpstreamP1_CTCF	40
chr11	67030251	67030401	id-18316	1.38e-07	+	TGAGCAGGATATCTTCCGCCCACAAGGTGGCAGCA	Upstream_CTCF	40
chr11	67033737	67033887	id-18317	6.51e-11	+	GGGGTCAGATTCCGCGCGGCCTCCAGGGGGCGCCG	V_CTCF_BR	40
chr11	67034786	67034936	id-18318	7.73e-06	-	CAACTCCAGGACAGCGACCCCACCAGAGGGTGGGA	V_CTCF_BR	12
chr11	67043480	67043630	id-18319	1	+	NA	NONE	6
chr11	67044433	67044583	id-18320	6.21e-06	-	TCCTCAAAGGCCAGGGTGGCCGGCAGGTGGCCCCC	Upstream_CTCF	31
chr11	67054163	67054313	id-18321	2.6e-06	-	AGGAATGGGCACTGGACAGCCACTAGGTGGAGAGG	V_CTCF_BR	27
chr11	67056466	67056616	id-18322	1.74e-07	-	GTTACAGCTCCGCCCGCGGCCCGCAGGAGGCGCCC	Upstream_CTCF	40
chr11	67056799	67056949	id-18323	4.7e-05	+	GGGGCGCGGCTCGGAGGGGAGGCTAGGGGGCCGTG	Upstream_CTCF	7
chr11	67059386	67059536	id-18324	2.27e-06	+	CTCTGTCCACCCCTACCGGCCGGCAGAGGCAGGAG	V_CTCF_BR	0
chr11	67079067	67079217	id-18325	7.09e-08	+	TTGCAAGGACCAAGGGAGGCCAGCAGGTGGACAGG	UpstreamP1_CTCF	21
chr11	67085141	67085291	id-18326	5.08e-07	-	CTGGAGGCTAAGGGAATGGACACAAGGTGGCGCGC	V_CTCF_BR	40
chr11	67113425	67113575	id-18327	3.12e-08	+	TGGCAGTAACCCAAATTGGCCTCAAGCTGGCACTG	UpstreamP1_CTCF	40
chr11	67118762	67118912	id-18328	9.48e-11	+	TGAGTAGTTTCCCTGTGGGCCACCAGGGGGCACCA	Upstream_CTCF	40
chr11	67121971	67122121	id-18329	2.4e-05	+	TGAGAGGCTATAATTCCTACCAGAAGAGGGAAAGG	V_CTCF_BR	34
chr11	67124433	67124583	id-18330	1.85e-07	+	TGGCCATTACTCACCTTGGCCACCAGGTGTCAGAC	UpstreamP1_CTCF	40
chr11	67138995	67139145	id-18331	2.5e-05	+	GAGAGGGTTCCTGATTGTGCCACAAGAGGGCCATG	UpstreamP1_CTCF	40
chr11	67141715	67141865	id-18332	5.93e-06	-	CCTGCAGTGCCCTCTTCCTCCCCCGCAGGGGGCAT	Upstream_CTCF	40
chr11	67150126	67150276	id-18333	2.17e-08	-	TGGGCTGTCCCCTAAGAGACCAGCAGAGGGAGACA	Upstream_CTCF	40
chr11	67157018	67157168	id-18334	7.44e-09	+	GCTGCTGTATGGAGAGTGGCCTGGAGGGGGCAGGG	Upstream_CTCF	40
chr11	67168984	67169134	id-18335	5.68e-06	+	CCGGACCTCTCAGGCGCGTCCGCGGGGGGGCAGCT	V_CTCF_BR	29
chr11	67169342	67169492	id-18336	7.55e-07	-	CGCCTCACGTCCAGCGGGGGCGCTAGAGGGCGGGG	V_CTCF_BR	37
chr11	67174653	67174803	id-18337	2.1e-05	+	GGGCAGGAGCAGGGTGATCACAGCACATGGAGGCC	UpstreamP1_CTCF	20
chr11	67190163	67190313	id-18338	1	+	NA	NONE	2
chr11	67203244	67203394	id-18339	3.63e-05	-	CGGCTCCCCAGGACCAGCGAGCGCAGGGGGCAGTG	V_CTCF_BR	1
chr11	67205823	67205973	id-18340	1.43e-05	+	CCAGCTGCTCCTCCAGGCGGCAGATGCGGTCGCCC	Upstream_CTCF	1
chr11	67206857	67207007	id-18341	9.51e-07	+	CCCTTCGCCTGGCCTGCCCCCAGTGGATGGCGCCA	V_CTCF_BR	40
chr11	67219599	67219749	id-18342	2.15e-05	+	GGCAGATGACCAGGTCGTACCACCAGACGGCAGCC	V_CTCF_BR	4
chr11	67230838	67230988	id-18343	4.14e-06	-	CTGACTCACCCAAGGACAGCCAGCAGGTGGTAGGT	V_CTCF_BR	1
chr11	67236810	67236960	id-18344	5.12e-06	-	CTGTCGCTTGCCATGGCGGCCACTGAGTGGCGTCA	UpstreamP1_CTCF	37
chr11	67250763	67250913	id-18345	5.28e-05	-	CGTCGAGTTCTGCATGTGAGCGGTAGGGGCAGTGG	Upstream_CTCF	38
chr11	67260290	67260440	id-18346	6.98e-07	-	GAAGGCCAGGAACAGGACCCCACCAGGGGGCAGGG	V_CTCF_BR	8
chr11	67273688	67273838	id-18347	6.2e-10	-	CCTGGGCCTTCCTGTGGTGCCACCAGGGGGCAGCA	V_CTCF_BR	40
chr11	67277816	67277966	id-18348	1.48e-06	-	CTGAAGCGCACCCTCAGTGCCACCAGTAGGAGCAG	UpstreamP1_CTCF	8
chr11	67291747	67291897	id-18349	8.43e-09	-	CATGGCCCAGCCCCAGGGCCCAGCAGAGGGCAGCC	V_CTCF_BR	4
chr11	67312862	67313012	id-18350	9.29e-06	-	TAGGGAGCAGGGCCTGGTACCAGCAGGGGACGCTG	Upstream_CTCF	15
chr11	67340250	67340400	id-18351	3.97e-07	+	TGTCAAGCCCGCACAAGGGCCACTAGAGGGCTCCT	V_CTCF_BR	40
chr11	67344316	67344466	id-18352	9.39e-07	+	TCTGCACTCTTTGGTGTTGCCTCAGGAGGGTGCTA	Upstream_CTCF	20
chr11	67347044	67347194	id-18353	1.1e-06	-	GTTCTCCCCAGTGCCTCACCCAGCAGAGGGTAGCA	V_CTCF_BR	25
chr11	67350246	67350396	id-18354	1	+	NA	NONE	6
chr11	67351054	67351204	id-18355	4.94e-06	-	GCTGCACCCCGGGCGTCGGCCGCAGAGGGGCGCCC	Upstream_CTCF	37
chr11	67352556	67352706	id-18356	4.31e-07	+	CAGGGCTCTATGGGAAGGACCAGCAGGAGGCAGCC	V_CTCF_BR	16
chr11	67372879	67373029	id-18357	1.28e-06	+	CCCTGACCAAGAGAGGGGGCCTGCGGCTGGCAGCC	V_CTCF_BR	6
chr11	67374320	67374470	id-18358	3.63e-06	-	AGGAACTGGCGCGATAGAGACGCTAGGTGGCGCGC	V_CTCF_BR	38
chr11	67381739	67381889	id-18359	6.47e-10	+	GCTGCAGCAACTTGTGGCTCCACCAGGGGGCGGGG	Upstream_CTCF	40
chr11	67382976	67383126	id-18360	2.19e-08	+	GTGCCCCAGGCTGGGTGTTCCACCAGAGGGCAGCA	V_CTCF_BR	40
chr11	67383424	67383574	id-18361	2.31e-06	-	GCTGCAGCCCGACCCAGAGCCAGAAGGAGACTCAG	Upstream_CTCF	1
chr11	67396808	67396958	id-18362	2.5e-09	+	CCGAACCTCTCCGTAGTCGCCGGCAGGGGGCGGCG	V_CTCF_BR	40
chr11	67398173	67398323	id-18363	8.46e-07	+	CCGGTCCTCCCTCCCGATACCGCTGGGTGGCGCGC	Upstream_CTCF	40
chr11	67407547	67407697	id-18364	5.26e-07	+	GGAGCAGTGTGAGCAGGAAACGCAAGGGGGCAGCA	Upstream_CTCF	40
chr11	67411624	67411774	id-18365	2.06e-07	-	GCTGCTGCTCTGCTTGCTGCCACAGGGGGTCATTG	Upstream_CTCF	38
chr11	67413093	67413243	id-18366	1.22e-08	+	GTGCTTGGGGCCGGGGCCACCTGCAGATGGCGGCA	V_CTCF_BR	10
chr11	67415708	67415858	id-18367	3.97e-07	+	CACAGAGCCCTAGAGGCGGGCTGCAGGTGGCGCAC	V_CTCF_BR	34
chr11	67427006	67427156	id-18368	9.38e-09	-	CTGTTACGCCTGGACAGGGCCACTAGAGGGCTCCC	UpstreamP1_CTCF	40
chr11	67433059	67433209	id-18369	1.21e-05	+	GCAGTCATGACAATCTTGCCCACACGAGGGCTCCC	Upstream_CTCF	25
chr11	67458740	67458890	id-18370	9.88e-07	-	AAAGCATTAGATCCAGTTGCCAGTAGATGGCCTCC	Upstream_CTCF	38
chr11	67462752	67462902	id-18371	1	+	NA	NONE	2
chr11	67465855	67466005	id-18372	1.31e-05	-	CAGAACCTTCTCATGACAGCCTCCTGGGGGAGACA	V_CTCF_BR	36
chr11	67467715	67467865	id-18373	1.92e-06	-	TTGTAGTTTGGTCCCAGAGCCATTAGATGGCTCCG	UpstreamP1_CTCF	10
chr11	67481490	67481640	id-18374	1.05e-08	-	AGTGTGGTGACCAGGGTCTCCACCAGGGGGCAGGC	Upstream_CTCF	22
chr11	67481645	67481795	id-18375	5.67e-06	-	CCTGCAAGCTTGGCACTGCACACCTGGGGTTGGGG	Upstream_CTCF	4
chr11	67499761	67499911	id-18376	1	+	NA	NONE	2
chr11	67559828	67559978	id-18377	1.84e-07	-	CCGTCATTTCACCTTCTGGCCACTGGGAGGCGCTG	Upstream_CTCF	21
chr11	67567498	67567648	id-18378	1	+	NA	NONE	24
chr11	67572613	67572763	id-18379	3.16e-06	-	GTGCACTGCGCTCCTTCCCCTGGCAGGTGGGCGGC	UpstreamP1_CTCF	12
chr11	67593624	67593774	id-18380	1	+	NA	NONE	20
chr11	67612899	67613049	id-18381	8.03e-07	+	GTTGTTTTAACCACCGGGGCCAGGTGGTGGCGCCA	Upstream_CTCF	15
chr11	67615482	67615632	id-18382	6.8e-06	+	TGTGTAACTTTTCCTAAGGCCTGTAGCTGTCGCTG	Upstream_CTCF	26
chr11	67627388	67627538	id-18383	1	+	NA	NONE	39
chr11	67711019	67711169	id-18384	2.97e-06	+	GAAGTGTCCAACCCCACAGCCTCTAGGTGTCACTA	V_CTCF_BR	10
chr11	67723258	67723408	id-18385	5.15e-14	-	CCGCGGTGGGCGCGAGCGGCCAGCAGAGGGCGCCA	V_CTCF_BR	40
chr11	67747819	67747969	id-18386	9.81e-06	+	GACACCTTACACCCACAGTCCTCCAGGTGTCGGCG	V_CTCF_BR	3
chr11	67761347	67761497	id-18387	1.05e-08	-	AGTGTGGTGACCAGGGTCTCCACCAGGGGGCAGGC	Upstream_CTCF	30
chr11	67764060	67764210	id-18388	2.59e-06	+	CCGCTGTAGATAAAGAAAGGCACGAGGTGGCGCAG	UpstreamP1_CTCF	0
chr11	67777135	67777285	id-18389	3.88e-06	+	TTTTTTTTAACTACCAGGGCCAGGTGGTGGCGCCA	V_CTCF_BR	38
chr11	67777548	67777698	id-18390	1.73e-05	-	ACCACAGAGAAGAAGTCAACGCCCAGAGGGCGCCA	V_CTCF_BR	27
chr11	67784205	67784355	id-18391	2.19e-05	-	AGGTCAAGTCTCATGAAGGCCGGCAGGCGGCCGGT	Upstream_CTCF	12
chr11	67787551	67787701	id-18392	6.19e-06	-	CAGCCTGTCCCCATCCTGGCCAGCAGGGTGACCCT	UpstreamP1_CTCF	20
chr11	67788179	67788329	id-18393	2.6e-06	+	TGCCGGCTTTAATCCTTGACCACAAGGGGGAGAAA	V_CTCF_BR	40
chr11	67788886	67789036	id-18394	1.01e-05	-	GCAGTCATAACAATCTTGCCCACACGAGGGCTCCC	Upstream_CTCF	39
chr11	67792684	67792834	id-18395	1.21e-05	+	CATGAAGTGACGTCTGAATCCACTGGGGGCAGTCC	Upstream_CTCF	18
chr11	67796265	67796415	id-18396	1	+	NA	NONE	0
chr11	67812108	67812258	id-18397	8.21e-06	-	GCTGCCTCCTAGGGACGGCCCAGGAGAAGGAGCCC	V_CTCF_BR	14
chr11	67817608	67817758	id-18398	2.1e-05	-	GGCTCAGGGCCCACAGGCGCAGGTAGGAGGCGGTG	Upstream_CTCF	4
chr11	67843920	67844070	id-18399	1.83e-05	+	AGACATTATGCTCCCCTGCTCCCCAGGGGGCAGCA	V_CTCF_BR	35
chr11	67874316	67874466	id-18400	7.12e-06	+	CAGCAACACTGCCCTCTATTCACTAGATGCCAGCT	UpstreamP1_CTCF	8
chr11	67881520	67881670	id-18401	1	+	NA	NONE	22
chr11	67888580	67888730	id-18402	1	+	NA	NONE	8
chr11	67895231	67895381	id-18403	4.71e-06	-	CCTGCAGGGCCCAGGGCTGACTGAGGGGAGAGGGG	Upstream_CTCF	1
chr11	67973705	67973855	id-18404	4.3e-08	-	CTGTACTTACAGTCATTTGACACTAGGTGGCATCT	UpstreamP1_CTCF	39
chr11	67976730	67976880	id-18405	4.21e-05	+	TACTGGTCATGTCCAGGGAACACTAGAGGGCGTAT	V_CTCF_BR	40
chr11	67980256	67980406	id-18406	8.59e-05	+	CGAGCGGCGGGGCTGCTCCCCTCGTGCGGCCGCGG	V_CTCF_BR	35
chr11	68024960	68025110	id-18407	8.61e-08	+	GGCTAGGAGGGAGCCTTGCCCGCCAGGGGGAGCCC	V_CTCF_BR	40
chr11	68038708	68038858	id-18408	1	+	NA	NONE	40
chr11	68065304	68065454	id-18409	1.6e-10	-	CCTGCGGTAACACGTGCGGCCACGAGGGGGCAGCA	Upstream_CTCF	40
chr11	68067937	68068087	id-18410	6.46e-07	-	TGAGGGCATATCCCCTGGGCCACATGGGGGCAGAA	V_CTCF_BR	18
chr11	68079875	68080025	id-18411	2.18e-07	+	GCCGCCTGGCCGCCGGCCGGCTCCGGGGGGCGCCC	V_CTCF_BR	0
chr11	68082112	68082262	id-18412	2.31e-06	-	TGGGCATCTACAGGAGGAACCTCCAGGGGGAGAGG	Upstream_CTCF	23
chr11	68093059	68093209	id-18413	3.56e-05	+	GCTGCAGGTGCAGGGTCGGGGTCCTGGGGGTTGCG	Upstream_CTCF	15
chr11	68109388	68109538	id-18414	1.17e-05	-	AGGAGACGCAGCCCAGGCACCAGGAGGGGCTGGCC	V_CTCF_BR	32
chr11	68118999	68119149	id-18415	5.08e-05	+	CCTGTCATTGCGTTCCCTCCCAGCGTGGGTCGCTG	Upstream_CTCF	0
chr11	68119472	68119622	id-18416	1.69e-05	-	CAGCTCACTCTCGCTCCAGCCACCAGGGGATGCCT	UpstreamP1_CTCF	16
chr11	68148731	68148881	id-18417	6.98e-07	-	ACCACATGGACACGCAGAACCTGCAGAGGGCTCCC	V_CTCF_BR	10
chr11	68151514	68151664	id-18418	8.08e-08	-	AGTGCATAATCTGATTCCTCCACTAGAGGGCGCCC	Upstream_CTCF	40
chr11	68164243	68164393	id-18419	7.73e-06	-	CGGATGCGGCTCCAAGCAACCTGTAGGTGTCAGGA	V_CTCF_BR	2
chr11	68170273	68170423	id-18420	2.1e-05	+	CTTGCTTCTCATCCCAGCACAGGTAGGGGGTGCTA	Upstream_CTCF	29
chr11	68178969	68179119	id-18421	1	+	NA	NONE	1
chr11	68205268	68205418	id-18422	4.01e-05	+	GATGCGCAGCCAGGCCTCGCCGCCAGAGCCCGCAC	Upstream_CTCF	9
chr11	68209453	68209603	id-18423	1.06e-05	+	AGTGTGTTTCTTCTATGTCCCCCCAGGGGTCATCT	Upstream_CTCF	11
chr11	68214788	68214938	id-18424	5.21e-08	-	TGGGAGTTCGTGGAAATGGCCACTAGGTGGCAGGC	V_CTCF_BR	40
chr11	68222499	68222649	id-18425	1	+	NA	NONE	4
chr11	68239457	68239607	id-18426	1	+	NA	NONE	3
chr11	68268409	68268559	id-18427	1	+	NA	NONE	9
chr11	68269894	68270044	id-18428	1	+	NA	NONE	2
chr11	68274496	68274646	id-18429	2.94e-06	+	CCTGCAGTGATTTGAGTGTCCATTAGGGTGCATAG	Upstream_CTCF	25
chr11	68302607	68302757	id-18430	1	+	NA	NONE	2
chr11	68318807	68318957	id-18431	3.56e-05	-	CATGAAATACCGGCTCTAGAAAGGAGATGGTGCTA	Upstream_CTCF	9
chr11	68351590	68351740	id-18432	9.81e-06	+	AGGGTCAGGAAGTAGCCAGTCCCTAGGGGGCACTG	V_CTCF_BR	40
chr11	68378304	68378454	id-18433	2.1e-06	+	AGAGCATAACCAGTGGGAACCAGCAGGGAGCACTC	Upstream_CTCF	40
chr11	68400408	68400558	id-18434	1	+	NA	NONE	40
chr11	68411164	68411314	id-18435	1	+	NA	NONE	24
chr11	68419833	68419983	id-18436	1	+	NA	NONE	7
chr11	68421217	68421367	id-18437	4.41e-06	-	GCCCAGGGCCCTGCTCCTGCCTCCAGAGGCAGGCT	V_CTCF_BR	0
chr11	68438161	68438311	id-18438	1.41e-05	-	GTGCAGAAATACCAGACGTCCCCTGGGAGGGGCTC	UpstreamP1_CTCF	3
chr11	68452157	68452307	id-18439	3.45e-05	-	AGGAAAGCCGAAGGGGAGGCCTCCCGGGGGCGCAG	V_CTCF_BR	1
chr11	68458617	68458767	id-18440	4.51e-05	-	CAAGCTTTATCTTTTAAAACCCATGGGTGGCGCTG	Upstream_CTCF	27
chr11	68472601	68472751	id-18441	3.63e-06	-	CAGCCAGAGGATCCAGAGAGCAGGAGGGGGCGCAG	V_CTCF_BR	9
chr11	68495396	68495546	id-18442	9.25e-06	-	CAGGGAGAGAGACAGGGAACCGCCAGTTGGTGGAG	V_CTCF_BR	21
chr11	68516479	68516629	id-18443	2.1e-05	+	TGAGCCGAGCTAGGACCTACGGGCAGGAGGCGCTG	Upstream_CTCF	5
chr11	68518000	68518150	id-18444	1.83e-05	+	TCGGGGCTGGGCAGCCCGCCCGGCAGAGGGCCCTC	V_CTCF_BR	2
chr11	68520861	68521011	id-18445	1.47e-05	+	TGCCAGGCATACACAGCCACCTGTGGGGGTCACCC	V_CTCF_BR	10
chr11	68522702	68522852	id-18446	7.9e-07	-	TAGCACTTCCCGTTAAAAGCCAGCAGCCGGCGTCA	UpstreamP1_CTCF	10
chr11	68531826	68531976	id-18447	9.84e-06	+	CTGATACTGTCAAATGAACCCAGAAGAGGGTGCCA	UpstreamP1_CTCF	25
chr11	68565809	68565959	id-18448	4.23e-08	-	CAAAGCGACCCTGACAGAACCAGCAGGTGGCGCTA	V_CTCF_BR	40
chr11	68570379	68570529	id-18449	8.58e-08	-	GCCGCACTTCAAAGCCAGGCCCCCAGGGGCAAGGC	Upstream_CTCF	14
chr11	68572355	68572505	id-18450	2.31e-06	-	CCTGCAGTACCAAGACTCCCCGCCTGGGCCCAAGG	Upstream_CTCF	13
chr11	68589283	68589433	id-18451	4.88e-05	-	AGATCTGCACTCCCTATTGGCCACAGGAGGCAGTC	Upstream_CTCF	27
chr11	68593182	68593332	id-18452	4.68e-07	+	GCAGGGACTTCACCTCTCCCCAGAAGAGGGCACAC	V_CTCF_BR	28
chr11	68595304	68595454	id-18453	4.43e-05	-	AAGAGCAGACTGGTTCCTGCCAGCAGGGGGGTGCA	V_CTCF_BR	19
chr11	68600328	68600478	id-18454	1	+	NA	NONE	7
chr11	68611473	68611623	id-18455	1.22e-08	-	CTGTCCCTGCCCCGCCCGGCCTGCAGGTGGCACCT	V_CTCF_BR	29
chr11	68623026	68623176	id-18456	8.97e-05	+	GCTGCGCGAGCACCCCCGGTCGCCTGCCGGCGCTC	Upstream_CTCF	14
chr11	68624615	68624765	id-18457	4.65e-05	+	GAGGATAGCTTGAACTCAGGCAGCAGAGGTTGCAG	V_CTCF_BR	6
chr11	68637172	68637322	id-18458	3.81e-05	-	GTATTCATGCCTGCAGCTTCCACTTGATGTCACCC	V_CTCF_BR	31
chr11	68638154	68638304	id-18459	3.28e-05	+	TTTCTCACTGATGGCTAAGCCACTAGATGGAGTTA	V_CTCF_BR	30
chr11	68657696	68657846	id-18460	1.52e-07	-	CCCATCGTGTTCTCCGCGTGCAGCAGGGGGCGCCA	V_CTCF_BR	40
chr11	68717871	68718021	id-18461	9.62e-05	-	AGACACCTCCTCAAGGCAGCCACCAGAGGGACTTT	UpstreamP1_CTCF	40
chr11	68723110	68723260	id-18462	1.22e-07	+	ACTGCAGTGGGGTCCTCATCCAGCAGGGGCCTCCC	Upstream_CTCF	15
chr11	68723718	68723868	id-18463	8.21e-06	+	TCTTAGAGCCCCTGGCACGCCACTGGGGGTCGCTG	V_CTCF_BR	36
chr11	68730152	68730302	id-18464	3.8e-07	-	CTGGCTCTTCCCTTTTCTGCCACCTGGTGCCAGCA	Upstream_CTCF	19
chr11	68736113	68736263	id-18465	1.03e-06	+	CTGGAGAGGGCAGCAGCTCCCTGGAGAGGGCAGCA	V_CTCF_BR	18
chr11	68768387	68768537	id-18466	1	+	NA	NONE	39
chr11	68776461	68776611	id-18467	1.47e-05	+	CCTACCAGTCCAACCTCTGCCTCCTGCGGCCGCCA	V_CTCF_BR	9
chr11	68777319	68777469	id-18468	2.67e-06	-	TGTGCAGACTGGTGAGCTGCCAGCAGGGGCCCAGA	Upstream_CTCF	7
chr11	68780015	68780165	id-18469	5.68e-06	+	CATGTGCACCCCAGGGCTGAGAGCAGGGGGAGCCA	V_CTCF_BR	8
chr11	68780899	68781049	id-18470	3.36e-07	+	TGCTGCTCGGCAGGGCTGCCCAGGAGAGGGAGCAC	V_CTCF_BR	39
chr11	68786495	68786645	id-18471	4.5e-05	+	GGGAAGCTGCCCCGTGTGGCCGCCACAAGCCTGAA	UpstreamP1_CTCF	15
chr11	68808163	68808313	id-18472	8.99e-05	+	GGAGAGGCCCATATGGCAGGGAGCTGAGGGAGGCC	V_CTCF_BR	7
chr11	68811791	68811941	id-18473	6.46e-07	-	GGCAGGGCCCAGTGAGGTCCCGCAAGAGGGCGCTG	V_CTCF_BR	40
chr11	68828496	68828646	id-18474	1.08e-05	-	TGGCAGTCTCTCTCTCACTCCAGAAGGGGGTCTCA	UpstreamP1_CTCF	7
chr11	68833755	68833905	id-18475	2.47e-05	+	GGGGCCCGCCTAGCTCTCCCCAGCAGGGGAGCCTG	Upstream_CTCF	2
chr11	68853707	68853857	id-18476	1.19e-06	-	AGCTGCCGAGGTAGCTAAGCCAGCAGGAGGCGGTG	V_CTCF_BR	32
chr11	68856267	68856417	id-18477	8.61e-08	-	TCAACCAAGTCCCATCCCACCACTAGATGGCACCC	V_CTCF_BR	40
chr11	68856935	68857085	id-18478	9.31e-05	-	AACGCAGACCCAGAACCTACCACAAGGAAACGTCA	Upstream_CTCF	19
chr11	68868967	68869117	id-18479	2.17e-08	+	CACGCAGTTCCTGGGTAAGCCAGCGGAGGGCAGCA	Upstream_CTCF	40
chr11	68870302	68870452	id-18480	5.38e-05	+	TATTGCCTCAGTCTGAGTGCCCAAAGGTGGCGGTA	V_CTCF_BR	37
chr11	68870636	68870786	id-18481	3.63e-05	+	CAGGCCCGGCAGTGTGCCCCCTCTGGGAGGCAGTC	V_CTCF_BR	20
chr11	68873862	68874012	id-18482	4.31e-05	+	TGGCAGTGGGGAGGGGCAGCAGCGAGGTGGTGCAT	UpstreamP1_CTCF	2
chr11	68891296	68891446	id-18483	3.65e-05	+	CTTCTCTCCTCCCCTGGTTCCAGTAGACAGCGGCC	UpstreamP1_CTCF	21
chr11	68899139	68899289	id-18484	1	+	NA	NONE	40
chr11	68912462	68912612	id-18485	1	+	NA	NONE	4
chr11	68912620	68912770	id-18486	1	+	NA	NONE	3
chr11	68934166	68934316	id-18487	2.11e-06	+	CCTTTTTAAGCCCGATGTGCCTGCAGGGGGATCCC	V_CTCF_BR	35
chr11	68953831	68953981	id-18488	1	+	NA	NONE	19
chr11	68967735	68967885	id-18489	2.38e-07	-	CTCCCGGCGCCCCTGCTCCCCACCAGGGGGCTGCT	V_CTCF_BR	8
chr11	68979566	68979716	id-18490	1.04e-05	-	TTCACCGGAGAGACTTCCTCCACAAGGGGGAGAAA	V_CTCF_BR	39
chr11	69008277	69008427	id-18491	7.8e-08	-	AACGGGGCTGAGGAGATCACCACAAGGGGGCAGAG	V_CTCF_BR	40
chr11	69008656	69008806	id-18492	2.2e-06	-	CCTGCAATTCCAGACATTCCCATGCGGAGGTGCTC	Upstream_CTCF	14
chr11	69038421	69038571	id-18493	2.02e-06	+	ATGCCAGCCTCCCAGATGGGCTCCAGGTGGAGACA	UpstreamP1_CTCF	5
chr11	69048086	69048236	id-18494	1	+	NA	NONE	8
chr11	69059919	69060069	id-18495	3.42e-08	+	GAGTGCCTGCCCTGAGCAGCCGGTAGGTGGCGCTG	V_CTCF_BR	40
chr11	69060743	69060893	id-18496	6.49e-06	-	TTGCTAAGGGCCAAGACCAGCACTAGGTGGAGCAC	UpstreamP1_CTCF	15
chr11	69062851	69063001	id-18497	2.1e-06	+	CCTTCCTGACCTTCCACCTCCACCAGGTGCCGACA	Upstream_CTCF	2
chr11	69167492	69167642	id-18498	1	+	NA	NONE	6
chr11	69169017	69169167	id-18499	1	+	NA	NONE	11
chr11	69177226	69177376	id-18500	6.46e-07	-	TTCTTTCTCCAGAAACTTGCCACTAGGTGGAAGCC	V_CTCF_BR	17
chr11	69189296	69189446	id-18501	1.03e-06	-	CTGAGGTGCCCTGTCCTGGGCACAGGAGGCCGCTG	UpstreamP1_CTCF	4
chr11	69189966	69190116	id-18502	5.34e-06	+	GGCCTGGGACTCCCTGGGGTCCCTAGGTGGCACTG	V_CTCF_BR	4
chr11	69190863	69191013	id-18503	2.01e-05	+	AGCCAACTCCCCACCCCACCCACTAGATGTCAGTT	UpstreamP1_CTCF	1
chr11	69193812	69193962	id-18504	1	+	NA	NONE	1
chr11	69197087	69197237	id-18505	1.56e-05	+	CCTGCAGGGGCCTCCCAGATATGCAGAGGGCAGGG	Upstream_CTCF	1
chr11	69225393	69225543	id-18506	1	+	NA	NONE	1
chr11	69251835	69251985	id-18507	1	+	NA	NONE	13
chr11	69256818	69256968	id-18508	8.16e-07	-	TTCGTGAGGCCATGAGTATGCAGCAGGGGGCGGCC	V_CTCF_BR	23
chr11	69259277	69259427	id-18509	9.49e-08	+	TTCCGGGCGCGACACAGCTCCGGCAGGGGGCGCTG	V_CTCF_BR	34
chr11	69264399	69264549	id-18510	7.15e-05	+	TTGGGTGCAGCAGGTGTGCATCCCAGGGGGCGCTG	V_CTCF_BR	23
chr11	69298000	69298150	id-18511	1.48e-05	+	CAGGACTTACACTCTGGAGCCTACAGGTGGAGCCT	UpstreamP1_CTCF	3
chr11	69355049	69355199	id-18512	2.1e-06	+	AGCGCATTACAGGAAGCGGCCGCTGGGTGCAGGGC	Upstream_CTCF	17
chr11	69382687	69382837	id-18513	1	+	NA	NONE	10
chr11	69402360	69402510	id-18514	4.1e-06	-	GGTGCTATTGAGACCTCAACCTGTAGATGGGGAAA	Upstream_CTCF	6
chr11	69403271	69403421	id-18515	9.11e-08	+	TCTGCAGTTCGGCCTCTGCCCAGTAGAGTGAACTT	Upstream_CTCF	39
chr11	69413042	69413192	id-18516	2.44e-07	-	AGAGCCATGCTACTCCTGCCCACCGGGTGGCTGTC	Upstream_CTCF	31
chr11	69455850	69456000	id-18517	8.81e-07	+	AAGTTGCAAAGTCCTGGAGCCTCCAGAGGGCTGTC	V_CTCF_BR	38
chr11	69458203	69458353	id-18518	2.6e-07	-	CGCGGCGCTCCTCGTGCAGCCGCTGGAGGGCGCGC	V_CTCF_BR	40
chr11	69459184	69459334	id-18519	5.67e-06	+	CCTGCACCACGTGCTCTGGGCAGCCGAGTGCAGGG	Upstream_CTCF	29
chr11	69460127	69460277	id-18520	3.81e-05	-	CTTCGCAGACAAAGGGTGTGCAGTAGTGGGAAGGA	V_CTCF_BR	13
chr11	69476879	69477029	id-18521	6.19e-06	+	GGGCACATACTCACTGGAACCAGCAGAGGGACATC	UpstreamP1_CTCF	38
chr11	69485104	69485254	id-18522	4.58e-08	-	CTGTTGGCAGCCTGTGCTACCACTAGGTGGCAGTC	UpstreamP1_CTCF	40
chr11	69498758	69498908	id-18523	5.21e-08	-	CAGGCATGAGCCACTGCATCCAGCAGGTGGCAGCC	V_CTCF_BR	38
chr11	69498986	69499136	id-18524	4.94e-06	+	CGTGTAGGACTCATGCACCCCCCCGGGAGGCTCCA	Upstream_CTCF	10
chr11	69500731	69500881	id-18525	7.55e-07	+	GGGCCCATTCCAGTCACCGCCACCGGGGGCCGCCA	V_CTCF_BR	40
chr11	69514289	69514439	id-18526	1	+	NA	NONE	13
chr11	69519452	69519602	id-18527	3.97e-07	+	AACAATGGAAGCCGCGCGGACTGTAGGTGGCGCCG	V_CTCF_BR	40
chr11	69523953	69524103	id-18528	1.28e-06	-	TTTGCTATGCCTCATGGTGCCTGCTGGTGGTGGTG	Upstream_CTCF	5
chr11	69533016	69533166	id-18529	2.33e-07	+	CTGCCAGTCTCACACCAGCCCACGAGGGGGCAGGT	UpstreamP1_CTCF	40
chr11	69536656	69536806	id-18530	3.11e-05	+	TCCCCATAACCCAGACAGGCCATCAGAGGGCAGAG	V_CTCF_BR	38
chr11	69585370	69585520	id-18531	4.71e-06	-	CGTGAAGCTCCAGAGCTGGTCATTAGGAGGCAGAC	Upstream_CTCF	10
chr11	69612095	69612245	id-18532	2.6e-06	-	CGCAGCGCGGCTGCCTCCAGCAGCAGATGGTGCTA	V_CTCF_BR	19
chr11	69616413	69616563	id-18533	1.6e-10	-	CATGCAGTACTGAGGCCTACCAGCAGATGGCAGCG	Upstream_CTCF	40
chr11	69656978	69657128	id-18534	1.39e-07	-	ATTTTGACTGCCCGACTCTCCAGCAGAGGGCAGTC	V_CTCF_BR	39
chr11	69696854	69697004	id-18535	5.9e-06	-	ACGTGAGGGTCCAAGGTGTCCAGCAGAGGGGGCTG	UpstreamP1_CTCF	27
chr11	69703427	69703577	id-18536	3.8e-08	-	CAGCCTGGTCCCACTGCCACCACAAGATGGCGCTG	V_CTCF_BR	40
chr11	69707516	69707666	id-18537	1	+	NA	NONE	31
chr11	69715397	69715547	id-18538	3e-06	+	CAGCAGTGTATGGCCCCGGCCACCACTGGGGTGCC	UpstreamP1_CTCF	3
chr11	69789294	69789444	id-18539	1.1e-06	+	TACTCCAGAGAAGGGAAGGCCACTAGGGGTCACCA	V_CTCF_BR	37
chr11	69792083	69792233	id-18540	7.55e-07	+	GAAGGTGGAGCTCTGATGGCCACAAGAGGGAAACA	V_CTCF_BR	6
chr11	69794360	69794510	id-18541	5.67e-06	-	GGGGCAAAGGCTGCCCTGGCAACCAGGAGGAACCG	Upstream_CTCF	21
chr11	69796304	69796454	id-18542	2.81e-06	+	GAGGTTGTTTCTGTTGCCACCACAGGGTGTCGCTG	Upstream_CTCF	39
chr11	69875770	69875920	id-18543	1.47e-05	-	GAAGGGCCCTGCCCCAGGGCCTCTAGAGGGAGTGT	V_CTCF_BR	9
chr11	69894794	69894944	id-18544	3.09e-05	+	GCACAGTTACCTTTTCCGGCCACTAGGTGCTGTTT	UpstreamP1_CTCF	39
chr11	69914195	69914345	id-18545	8.91e-07	-	GTTGTTGTCTTAACATTTTCCAGCTGGTGGAGCTG	Upstream_CTCF	9
chr11	69922327	69922477	id-18546	3.36e-05	+	CCGCAAGGGGTGCTGTTGGGGAGAAGGTGGGGCCA	UpstreamP1_CTCF	4
chr11	69924608	69924758	id-18547	6.21e-05	-	GGCCGCCTGTGCGCTGGGACCGCCGGGCGGCGCGC	V_CTCF_BR	12
chr11	69929062	69929212	id-18548	3.97e-07	-	GCTGGATGTGATGCTGGGACCAGCAGGAGGCAGCA	V_CTCF_BR	38
chr11	69933655	69933805	id-18549	1.1e-06	+	GCCCTAGGACAGTGCCTGGCCCGTGGAGGGCGCTC	V_CTCF_BR	13
chr11	69934031	69934181	id-18550	1	+	NA	NONE	5
chr11	69952131	69952281	id-18551	3.86e-05	-	TCAGGCACGCACAATCCCACCACGAGGCGGCTCTG	Upstream_CTCF	10
chr11	69974556	69974706	id-18552	5.63e-06	-	CTGCTGTTTGCATTTCTGACCATGTGGTGGAAGGG	UpstreamP1_CTCF	21
chr11	69980435	69980585	id-18553	1	+	NA	NONE	0
chr11	69997787	69997937	id-18554	2.37e-05	+	TTGGGAGTAATAACCTCAGGCGACAGGGGCCGCCC	Upstream_CTCF	0
chr11	70004400	70004550	id-18555	1.01e-05	-	GCTCCAGTACCAGGACTCGGGGCTAGGTGGCCACA	Upstream_CTCF	40
chr11	70023524	70023674	id-18556	4.4e-10	+	GCTGCGGTGCACAGCCCAGCCTGCAGGGGGCGCCC	V_CTCF_BR	40
chr11	70037755	70037905	id-18557	3.97e-07	-	GCTGTGCTGAGGAGAGCCAGCACAAGGGGGCGCCC	V_CTCF_BR	40
chr11	70041621	70041771	id-18558	3.86e-05	-	GCTGCATTCTGGGCAGGCTCTGGCAGGGGCAGCAG	Upstream_CTCF	7
chr11	70042318	70042468	id-18559	1.09e-10	-	GTGCAGCTCCTGCAGGCAGCCAGAAGAGGGCAGCA	UpstreamP1_CTCF	39
chr11	70073189	70073339	id-18560	3.09e-05	-	TTGGAGTCTCTGCAGGACGCCCCCACATGGCCCTG	UpstreamP1_CTCF	38
chr11	70110839	70110989	id-18561	1	+	NA	NONE	4
chr11	70116505	70116655	id-18562	6.46e-07	-	GGGCGGTCTCCGGGATGAGCCACAGGTGGGCGCTC	V_CTCF_BR	17
chr11	70117125	70117275	id-18563	3.97e-05	-	GCGCAGTCCCCGGAGCCGTCCCTTGGGGCGCGGGT	UpstreamP1_CTCF	20
chr11	70127275	70127425	id-18564	1	+	NA	NONE	11
chr11	70128230	70128380	id-18565	1	+	NA	NONE	7
chr11	70153009	70153159	id-18566	1.77e-05	+	ATATTGCTTCCCACCTCTCCCAGCAGATGGCCAGA	Upstream_CTCF	14
chr11	70177671	70177821	id-18567	2.08e-07	-	CTGCAATTACAGGCATGTGCCACCAGGTCTGGCTA	UpstreamP1_CTCF	29
chr11	70182787	70182937	id-18568	9.41e-05	+	GTCGGAGAAGCTCTAATGGGCAGCAGCTGGATTCC	V_CTCF_BR	2
chr11	70183237	70183387	id-18569	2.46e-06	-	CTGTAGTCCCAGGGTTAGACCGTGAGGCGGCGACA	UpstreamP1_CTCF	2
chr11	70213303	70213453	id-18570	4.68e-07	-	CCACTGTGTACTGCCCTTGGCAGCAGGTGGCAGTC	V_CTCF_BR	10
chr11	70224735	70224885	id-18571	2.73e-07	+	CGTGCAGTCACATGTCTACCCATTAGAGGGCAGGG	Upstream_CTCF	9
chr11	70225005	70225155	id-18572	3.45e-05	+	AGGTTTGACTCCAGCTCTGCCACTAGGAGGTGCAT	V_CTCF_BR	36
chr11	70228212	70228362	id-18573	4.65e-06	-	CTGCTGTGCCTCTGAGCCATCTCTAGGGGTTGTGG	UpstreamP1_CTCF	29
chr11	70261323	70261473	id-18574	1	+	NA	NONE	37
chr11	70269560	70269710	id-18575	2.89e-07	-	CCTGCTCTGCCTGCCTACGCCCCTGGATGGTGCTG	Upstream_CTCF	1
chr11	70271062	70271212	id-18576	7.84e-05	+	CTTCCTGTAAATGCTCACACCTCTGGGTGGCGACG	V_CTCF_BR	7
chr11	70286462	70286612	id-18577	5.34e-06	-	TGGGAGGCCAGGATTCTGCCCACCAGAGGGAGATT	V_CTCF_BR	21
chr11	70295218	70295368	id-18578	1.22e-07	+	CTGACATTTCCCACACTAGCCACTAGGTGGGGCCA	UpstreamP1_CTCF	38
chr11	70313709	70313859	id-18579	4.24e-09	+	TAAGCATTACCAATGAGTACCACCGGGGGGCGGCA	Upstream_CTCF	39
chr11	70317456	70317606	id-18580	3.71e-05	-	ATAACAATACCTCGAATTTCCAAAAGAGGTCACCA	Upstream_CTCF	37
chr11	70329217	70329367	id-18581	7.55e-07	-	GGCTTGTCCACATACACAGCCAGCAGGAGGCAGAG	V_CTCF_BR	39
chr11	70330488	70330638	id-18582	1	+	NA	NONE	4
chr11	70350073	70350223	id-18583	1.84e-06	+	CGCAGCCCAGAGGCAGCTGTCTCTAGGTGGCAGCA	V_CTCF_BR	33
chr11	70357577	70357727	id-18584	5.93e-10	+	CTGCAATTCTGGAATGCTGCCACCAGGGGAAGGTA	UpstreamP1_CTCF	20
chr11	70369056	70369206	id-18585	1.69e-05	+	ACACAGTGCCACGAGGTCTCCGGCAGAGGGCTTGC	UpstreamP1_CTCF	10
chr11	70373342	70373492	id-18586	2.6e-06	-	GGGTGAGTCCAGCCCGGCCCCAGAAGGGGTCAGCA	V_CTCF_BR	3
chr11	70394171	70394321	id-18587	7.23e-07	+	CCTTCCTTCCCAAGGATGGCCGGCAGGGGTTGCCA	Upstream_CTCF	4
chr11	70394629	70394779	id-18588	4.51e-05	+	ACAGAGGCTGTCACTTTCTCCCCTAGGAGGCAGGT	Upstream_CTCF	3
chr11	70395182	70395332	id-18589	1	+	NA	NONE	2
chr11	70414742	70414892	id-18590	1.32e-05	+	GCTGTTCTTTTCAGCAAAGCCACGAGTAGCAGGCA	Upstream_CTCF	29
chr11	70449856	70450006	id-18591	8.02e-05	-	CGGGCAGGTCTCTGCCTGTCCCCTGGGCAGGGGAT	Upstream_CTCF	5
chr11	70487637	70487787	id-18592	1.72e-06	+	TATGCACTTTCTCTTCTGCCAGCCAGAGGCGGCCG	Upstream_CTCF	2
chr11	70496316	70496466	id-18593	1	+	NA	NONE	5
chr11	70517309	70517459	id-18594	1	+	NA	NONE	3
chr11	70518524	70518674	id-18595	1.37e-05	+	GCTGCCATCCTCTCTTCCTCCAGCAGGTCACACTC	Upstream_CTCF	3
chr11	70547071	70547221	id-18596	1.63e-05	-	CCAGCAGTTCCCTAGACAGCCAGCACAAAGCTGCC	Upstream_CTCF	3
chr11	70556401	70556551	id-18597	4.14e-06	-	CTCCTACCCCATTCCATAGCCGAGAGGGGGCAGTG	V_CTCF_BR	1
chr11	70578789	70578939	id-18598	1	+	NA	NONE	6
chr11	70586367	70586517	id-18599	5.92e-05	-	AACACATACAGTGTTTCTATCCCCAGAGGGAGCCC	V_CTCF_BR	8
chr11	70601730	70601880	id-18600	1.87e-09	-	CTGGCGTCCCTGCTTGTGGCCACTAGATGGCAGCC	V_CTCF_BR	40
chr11	70603005	70603155	id-18601	3.73e-06	-	ACTGCTAGTGCTCCATTTTGCAGACGGGGGCGCAA	Upstream_CTCF	1
chr11	70607341	70607491	id-18602	1.5e-05	+	CAGTCTTTTTCTCCCTTGGCCACACGGGGGCATAG	Upstream_CTCF	17
chr11	70636911	70637061	id-18603	1.84e-07	+	CCTGATGTGCCAGAGCCTCACACAAGAGGGCAGCG	Upstream_CTCF	25
chr11	70642815	70642965	id-18604	6.05e-06	-	CTAGTCTTAGCCTTTTTGGTCACCAGGGGGAGCTT	V_CTCF_BR	31
chr11	70661091	70661241	id-18605	3.59e-12	+	CCAGCAGTGCCAGTGGACGCCACCAGAGGGCGCCC	Upstream_CTCF	40
chr11	70712270	70712420	id-18606	2.2e-06	-	GCTGCACTCTCTGCCCCTGCCTTCTGATGGCAGGG	Upstream_CTCF	0
chr11	70773009	70773159	id-18607	3.24e-06	-	TAAGCAGGTGGAAAGGGACCCAGCAGGAGGCAGAA	Upstream_CTCF	5
chr11	70775092	70775242	id-18608	1.77e-05	-	GGCGCATTGTTCTCCCTGTCCTGTGGGTGGTGTTG	Upstream_CTCF	7
chr11	70788843	70788993	id-18609	3.88e-07	-	ATGTAATTTCTTGAGCTGGCCACTGAGTGGCAGTG	UpstreamP1_CTCF	39
chr11	70790874	70791024	id-18610	4.02e-07	-	GCAGTAATGTTGGAGATGAACACAAGGAGGCGGAA	Upstream_CTCF	21
chr11	70825612	70825762	id-18611	1	+	NA	NONE	7
chr11	70831746	70831896	id-18612	4.02e-07	+	CAAGCTGTATCAGGTGTGACCAGGTGGGGCCGCTC	Upstream_CTCF	37
chr11	70851274	70851424	id-18613	6.39e-05	+	CCTGAAGAGGCCCTGGCTTTCACGAGGAGGTGCTG	Upstream_CTCF	3
chr11	70851850	70852000	id-18614	3.28e-05	+	CAAATCAGCCCAGTACCAAGCAGTTGGTGGCACAC	V_CTCF_BR	4
chr11	70962906	70963056	id-18615	1.01e-09	-	CGGAGGAGCCGGCGCGGGGCCGCCAGGTGGCGCGC	V_CTCF_BR	37
chr11	70967286	70967436	id-18616	5.17e-06	+	GTTGCTGCTCTGCCTCCCTCCAGCAGGTGAACAGT	Upstream_CTCF	7
chr11	70977458	70977608	id-18617	4.01e-05	-	CCCGCGAGGAGGAGCAAGCGCAGCTGAGGGCAGGA	V_CTCF_BR	5
chr11	71005551	71005701	id-18618	4.5e-06	-	ATTTCTGTACCTGTCCTGGGCCAGAGGGGGAGCCC	Upstream_CTCF	2
chr11	71010459	71010609	id-18619	1.77e-05	+	GAAGCTCCAGCAGGAACGCCAGCCAGAGGGAGCAC	Upstream_CTCF	30
chr11	71014102	71014252	id-18620	3e-06	+	GGGCTGGTTCCCTCTGGGCCCTCTAGGGGACAATC	UpstreamP1_CTCF	34
chr11	71040114	71040264	id-18621	9.81e-06	-	GATGACACAGCCACTCAGCCCGGGAGGTGGCAGTG	V_CTCF_BR	34
chr11	71045588	71045738	id-18622	6.19e-06	+	AAGCTGCCTGCACCAAAGCCCTGCAGGGGGCATGA	UpstreamP1_CTCF	1
chr11	71054730	71054880	id-18623	2.6e-06	-	ACGCGAATTCTAATCCCAGCCTGCAGAGGGAGCAT	V_CTCF_BR	40
chr11	71082477	71082627	id-18624	2.1e-05	+	CAGCACAACTTAGACGCAGCCATTTGGGGGCGCTG	UpstreamP1_CTCF	10
chr11	71082824	71082974	id-18625	3.91e-06	-	CCTGCTGTTCCATGAGCTGCCCTATGGGGTCAGGA	Upstream_CTCF	10
chr11	71083887	71084037	id-18626	1.39e-05	-	CTGGGTCTGCCTTCTCAGTCCAGAAGAGGTCAGTA	V_CTCF_BR	39
chr11	71084080	71084230	id-18627	9.41e-05	+	AGTAGATGTATCAATCCCGCCACTTGGTGGCTTAA	V_CTCF_BR	1
chr11	71131590	71131740	id-18628	4.7e-08	-	ATTGTGCTCTAGGGAACAGCCACCAGGGGGAGCAC	V_CTCF_BR	40
chr11	71136605	71136755	id-18629	2.77e-07	+	GGGCAGTAAATGCTGGTCACCACCAGGGGCCTGAT	UpstreamP1_CTCF	24
chr11	71137086	71137236	id-18630	7.31e-05	-	GTGTACTGCATGAGTCCCTCCATATGGTGGCCAAG	UpstreamP1_CTCF	7
chr11	71137812	71137962	id-18631	2.91e-05	-	TTTGCAATGACACTTTCATCCTCTGGAGGACTCAA	Upstream_CTCF	16
chr11	71149004	71149154	id-18632	2.04e-05	+	AATCACACTCCACGCAGATGCAGCAGGGGGTGCTC	V_CTCF_BR	5
chr11	71165903	71166053	id-18633	1.97e-06	-	GCTTCCTGTTGACAGCATGGCAGCAGAGGGCAGCA	V_CTCF_BR	14
chr11	71251577	71251727	id-18634	1.48e-06	-	GGGCCTCTTTCTGGTCCAGCCACAGGGTGGAGGCC	V_CTCF_BR	1
chr11	71274643	71274793	id-18635	1.15e-06	-	CTTGTGGTTCTCAGGCGTGACTGCAGAGGGAGCTG	Upstream_CTCF	40
chr11	71278800	71278950	id-18636	1	+	NA	NONE	15
chr11	71279643	71279793	id-18637	1	+	NA	NONE	2
chr11	71282929	71283079	id-18638	1	+	NA	NONE	1
chr11	71291231	71291381	id-18639	7.54e-08	+	GGGCCCTTGCACCCACTCACCACTAGAGGGAGGAA	UpstreamP1_CTCF	40
chr11	71291784	71291934	id-18640	9.25e-06	-	AAATCCAAACTGGGAAACTCCAGAAGGTGGCAGCA	V_CTCF_BR	17
chr11	71300378	71300528	id-18641	2.27e-06	-	CTTGAGGGAGCACTGATGCCCAGAAGGGGGCAGAT	V_CTCF_BR	20
chr11	71316204	71316354	id-18642	3.97e-05	-	CTGTATGTGTCCCAGCCCGGGACCAGAGAGCGCCT	UpstreamP1_CTCF	30
chr11	71350349	71350499	id-18643	2.02e-12	+	CCGCGGTGCGTGCGAGCGGCCAGCAGAGGGCGCTA	V_CTCF_BR	40
chr11	71410125	71410275	id-18644	1.99e-07	-	GGCTGAGTTCTAGCTGGAGCCACCAGGGGGCAAGG	V_CTCF_BR	40
chr11	71462078	71462228	id-18645	7.78e-06	-	GGGGCAGTTCAGAGATCTACCCCTAGGTGCGCATT	Upstream_CTCF	8
chr11	71490959	71491109	id-18646	1	+	NA	NONE	13
chr11	71503808	71503958	id-18647	4.7e-08	+	GTAGGTCTGCCCTGTGCCACCAGGAGAGGGCAGCA	V_CTCF_BR	38
chr11	71503995	71504145	id-18648	1	+	NA	NONE	14
chr11	71511532	71511682	id-18649	4.66e-08	+	CCTTCATTTCAGCTTCCGGCCACTGGGAGGCGCTG	Upstream_CTCF	40
chr11	71524891	71525041	id-18650	4.01e-09	-	CTGTGCTGCCACCTCATGGCCGGCAGAGGGCAATG	UpstreamP1_CTCF	38
chr11	71575129	71575279	id-18651	1.32e-05	-	ACTTCTCTAGGGGCAGGGGGCAGTAGAGGGGAGAC	Upstream_CTCF	40
chr11	71578430	71578580	id-18652	5.68e-06	-	AGGGCTGCAGCAGGGTCCACAGGCAGATGGCGGTG	V_CTCF_BR	7
chr11	71622841	71622991	id-18653	2.27e-06	-	CTTGAGGGAGCACTGATGCCCAGAAGGGGGCAGAT	V_CTCF_BR	26
chr11	71668331	71668481	id-18654	4.88e-05	+	TACCCATTTTGCTTTCTTGTCAGTAGGAGGCAGTG	V_CTCF_BR	3
chr11	71688907	71689057	id-18655	3.65e-07	+	TGTGTCTCCATAAATGTTGCCACGAGATGGCACTA	V_CTCF_BR	40
chr11	71705950	71706100	id-18656	1	+	NA	NONE	10
chr11	71724366	71724516	id-18657	5.68e-06	-	TGCCAGCTAAGCACCTCTGCCAGCAGCTGCAGGCC	V_CTCF_BR	10
chr11	71726817	71726967	id-18658	5.72e-09	-	AGGCCTCCCAGGGCCTCCGCCACCAGGTGGAGCAG	V_CTCF_BR	39
chr11	71736255	71736405	id-18659	3.36e-07	+	GAGCCATGAGGAGAGGGAGACAGCAGGGGGAGCTC	V_CTCF_BR	40
chr11	71757095	71757245	id-18660	4.5e-06	-	TGTGGAAATTCTGCTGCTGCCACAGGAGGGAGGAA	Upstream_CTCF	2
chr11	71786267	71786417	id-18661	3.45e-05	+	TTTGCCAGCTGGATCCCTGTCAACAGGGGGTGCTA	V_CTCF_BR	37
chr11	71802402	71802552	id-18662	3.63e-08	-	GATGCAGGTCAGGCAACATCCACCAGATGGCTCTC	Upstream_CTCF	40
chr11	71814550	71814700	id-18663	1	+	NA	NONE	39
chr11	71855161	71855311	id-18664	1.21e-06	-	TAAGACATTCCTTCGTGTGCCACTAGAGGGCAAGC	Upstream_CTCF	40
chr11	71874296	71874446	id-18665	7.73e-06	+	GAAGCCTATCTAAGGGTTCCCGGCAGAAGGCGCCA	V_CTCF_BR	4
chr11	71892842	71892992	id-18666	4.7e-06	-	ACGCCTGAACACGGGAGCTCCTCTAGATGGAGCTC	V_CTCF_BR	38
chr11	71894588	71894738	id-18667	8.46e-07	-	AAAGACGTCCCTGCGAGTGCCACTAGAGGGCAAGC	Upstream_CTCF	40
chr11	71900119	71900269	id-18668	1	+	NA	NONE	0
chr11	71934235	71934385	id-18669	5.92e-05	+	GGAGGCCTGCGCCTTTAAGGAGCCAGGGGGCGGAG	V_CTCF_BR	31
chr11	71939422	71939572	id-18670	2.68e-05	+	TGTGTGCGCCCTGCTTCTTCCTGTAGAGGGTGAGC	Upstream_CTCF	29
chr11	71949292	71949442	id-18671	6.73e-07	-	TTGCTGAGCTGCAGGGTGTCCAGAAGGAGGCGCTT	UpstreamP1_CTCF	40
chr11	71950989	71951139	id-18672	7.44e-05	+	CGGGCTGGCCAGGCCGGGCGCAGGCGGCGGCGGCA	Upstream_CTCF	4
chr11	71958162	71958312	id-18673	2.8e-05	-	GCTGCAAAGAAAGCCAAGAACAGGGGGAGGCAGGC	Upstream_CTCF	3
chr11	71986211	71986361	id-18674	1	+	NA	NONE	9
chr11	72001955	72002105	id-18675	4.65e-06	-	GTGCTATTCTTAGTGCCTCCTAGCGGAGGGTGGTG	UpstreamP1_CTCF	40
chr11	72014400	72014550	id-18676	6.8e-06	+	CTGTCATTCTACAGCTGAGACACAGGGTGGCAAGA	UpstreamP1_CTCF	2
chr11	72027510	72027660	id-18677	9.25e-06	+	GGCCATTACATTAGGGATTACACCAGAGGGCAGTC	V_CTCF_BR	10
chr11	72032445	72032595	id-18678	1.77e-05	-	CCTGTAAATGCACTCACAGCCAGGAGGGGTGCCAT	Upstream_CTCF	2
chr11	72039589	72039739	id-18679	1	+	NA	NONE	33
chr11	72044892	72045042	id-18680	1	+	NA	NONE	28
chr11	72059390	72059540	id-18681	3.5e-05	+	CATCTCCCTACCCCTTTATCCAGCAGGTGGCCAGC	UpstreamP1_CTCF	18
chr11	72064032	72064182	id-18682	6.64e-05	-	GTTACACTTCACCGTCTGTCCATCTGGCGGCACTG	Upstream_CTCF	37
chr11	72065055	72065205	id-18683	1	+	NA	NONE	35
chr11	72069618	72069768	id-18684	8.21e-06	+	GGCAGAGAACACACATCAGCCACAGGAGGGCAAAC	V_CTCF_BR	2
chr11	72125318	72125468	id-18685	2.46e-08	-	CAGGAGGCCTGCTGTGGGGCCAGTAGGTGGCGCCT	V_CTCF_BR	40
chr11	72130341	72130491	id-18686	2.81e-05	+	AGCTTTGTGGCCTACACTGCCTCAAGAGGCAGGAC	V_CTCF_BR	25
chr11	72137165	72137315	id-18687	7.73e-06	-	CCTACCCATCTCCCTTCTCCCAGCAGGGGGCTAGG	V_CTCF_BR	12
chr11	72142133	72142283	id-18688	9.39e-07	-	AGTCCAATTTTCTTTATGGCCACAAGGTGGTGGCA	Upstream_CTCF	39
chr11	72145285	72145435	id-18689	2.19e-10	-	CCGCAGTGGCTGAGGGTAGCCACCGGGGGGCGCCC	UpstreamP1_CTCF	40
chr11	72158109	72158259	id-18690	6.74e-08	-	ACTGCATTATCCCAAAAGCCCACAAGATGTCAGTG	Upstream_CTCF	38
chr11	72160066	72160216	id-18691	1.28e-06	-	AGAGTAGAAGTTTCATTGCCCACCAGAGGGCCCAG	Upstream_CTCF	17
chr11	72165965	72166115	id-18692	9.49e-08	+	CCCTGGGAGGAGGACTTTTCCACTAGGGGGCACAA	V_CTCF_BR	36
chr11	72182443	72182593	id-18693	5.93e-06	+	CAATCATTTCTCTATCTCTCCTGCAGGGGGCTCCT	Upstream_CTCF	40
chr11	72193407	72193557	id-18694	2.12e-06	+	TTACAGTAGCCCATGCTGGCCACTGGGTGGTGTCA	UpstreamP1_CTCF	40
chr11	72194815	72194965	id-18695	1	+	NA	NONE	9
chr11	72204542	72204692	id-18696	5.08e-07	+	GGTGCTTGGGACGAGAGAACCAGCTGGGGGCAGTG	V_CTCF_BR	5
chr11	72246339	72246489	id-18697	2.41e-08	+	CTGCGGTAGGCAAGTGCAGCCACCAGGGGCCCGGG	UpstreamP1_CTCF	36
chr11	72264915	72265065	id-18698	8.81e-07	-	CAAGAAGCTGGCCCCCTTGACTCAAGGGGGCGCAA	V_CTCF_BR	29
chr11	72278261	72278411	id-18699	3e-06	-	CTGTCACTGTCTCCCATCACCCCTAGATGGAACTG	UpstreamP1_CTCF	8
chr11	72284503	72284653	id-18700	4.89e-09	-	CTTGTAGTGCAGCTCAGGGCCACCAGGTGGTGTCC	Upstream_CTCF	40
chr11	72296838	72296988	id-18701	2.44e-10	+	GCTGTAGTGCCCAAATTGAACACTAGAGGGCGATC	Upstream_CTCF	38
chr11	72300924	72301074	id-18702	3.18e-06	+	TGGAGATTGTCCTCCGACACCAGCAGGAGGCAGCA	V_CTCF_BR	39
chr11	72301162	72301312	id-18703	1	+	NA	NONE	0
chr11	72310073	72310223	id-18704	2.83e-07	+	CAATCTGGTTAACCGGAGGCCACAAGGTGGCACTG	V_CTCF_BR	39
chr11	72310916	72311066	id-18705	8.19e-06	+	ATGGAGTCAGAGAAGGCTTCCTGTAGAGGGAGACA	UpstreamP1_CTCF	14
chr11	72319636	72319786	id-18706	5.9e-06	+	GGGCAAGGGCGGGCACCTACCACTCGGGGGAGCAC	UpstreamP1_CTCF	1
chr11	72320201	72320351	id-18707	6.05e-06	-	CATTTTATCTTCATGTCAGCCTGTAGGGGGCAATA	V_CTCF_BR	40
chr11	72354171	72354321	id-18708	9.49e-08	-	ATTGCGCCGCCGCGATGGGACGGCAGGGGGCGCAG	V_CTCF_BR	40
chr11	72365426	72365576	id-18709	1	+	NA	NONE	0
chr11	72378599	72378749	id-18710	6.94e-09	-	GCTGTAATATCACATGTCTCCAGAAGGGGGTGCTG	Upstream_CTCF	40
chr11	72394885	72395035	id-18711	5.09e-10	-	GCTGCAGTCCTGCACTAGGCCACAAGGCGGCAGCC	Upstream_CTCF	40
chr11	72395681	72395831	id-18712	2.08e-07	+	TGGCTCTGACCTTGTGTCTCCAGCAGGGGGCTGCT	UpstreamP1_CTCF	40
chr11	72400058	72400208	id-18713	7.6e-05	-	CTTCAGCTTGAGTCATTAGCCTCCTTGTGGAACCA	UpstreamP1_CTCF	3
chr11	72404710	72404860	id-18714	2.18e-07	+	ATGGCCTGGTGCTTCTTCACCACCAGGTGGCTGTC	V_CTCF_BR	29
chr11	72415196	72415346	id-18715	5.72e-09	+	TTGCCCTCACGGTACTTGGCCTCCAGGTGGCACCG	V_CTCF_BR	35
chr11	72436369	72436519	id-18716	5.86e-07	+	CCTGCATGCAGAAGAATGGTCACTAGAGGGCGCAA	Upstream_CTCF	40
chr11	72452580	72452730	id-18717	2.6e-06	+	GATCCTCCTGTGACCACTGCCCCCAGCGGGAGCAG	V_CTCF_BR	10
chr11	72463721	72463871	id-18718	9.41e-05	-	ATCCCCCTGGGGGTGTGGCCCTCTTGTGGGTGGGG	V_CTCF_BR	24
chr11	72464391	72464541	id-18719	3.36e-07	-	AGAGGGACAGGGTGAATGGCCAGTGGGGGGCAGGC	V_CTCF_BR	28
chr11	72464615	72464765	id-18720	1.32e-08	+	CAGCAGGGGTGTCCCTTGGGCAGCAGAGGGCACCT	UpstreamP1_CTCF	9
chr11	72469342	72469492	id-18721	3.73e-06	+	CCTGATCTGCTCAAGAGACCCAGCAGGGAGAGAGG	Upstream_CTCF	1
chr11	72475568	72475718	id-18722	3.41e-07	+	CGTGCCCTTTCCATAGCCCCCAGCAGGCAGCACTG	Upstream_CTCF	9
chr11	72485205	72485355	id-18723	6.84e-06	+	ACCCCCTACTTCCCATTAGGCAGCAGGAGGCAGTA	V_CTCF_BR	20
chr11	72498366	72498516	id-18724	2.68e-05	+	GCTGCAATCCCTACCGCCACCACCATACAGGACTT	Upstream_CTCF	25
chr11	72504799	72504949	id-18725	2.46e-08	-	GGTGACAGAGCGGCCACAACCACTAGGGGGCGGGA	V_CTCF_BR	40
chr11	72524061	72524211	id-18726	2.01e-05	-	GATGTTTGGAACATCGTCGCCTCTAGGGGGCCTGG	Upstream_CTCF	40
chr11	72525415	72525565	id-18727	1	+	NA	NONE	36
chr11	72525988	72526138	id-18728	1	+	NA	NONE	32
chr11	72533077	72533227	id-18729	1.67e-07	+	AGGCGCGGGCGCAGCAGGCCCAGCAGGTGGAGGAG	V_CTCF_BR	20
chr11	72533367	72533517	id-18730	2.33e-07	-	GGGCTAGACCCGGTCCCTTCCTCCAGGGGGCGGCT	UpstreamP1_CTCF	15
chr11	72533617	72533767	id-18731	3.97e-05	+	CTGTACTTGTGCACAGCCCCGTCCTGAGGCCCCCA	UpstreamP1_CTCF	21
chr11	72542608	72542758	id-18732	5.35e-09	+	ATGCCCTGGCTCCCAGCAGCCACCAGGGGTCACCA	UpstreamP1_CTCF	40
chr11	72560027	72560177	id-18733	1.1e-06	-	CCGCCACATCCCTGTGTAGCCAAAAGGTGGCAGTG	V_CTCF_BR	40
chr11	72568144	72568294	id-18734	1	+	NA	NONE	20
chr11	72606630	72606780	id-18735	1	+	NA	NONE	2
chr11	72635738	72635888	id-18736	1	+	NA	NONE	40
chr11	72651963	72652113	id-18737	2.43e-06	-	AAGCCCATGGCTCTTTCGGCCTGTAGATGTCAGCC	V_CTCF_BR	2
chr11	72824799	72824949	id-18738	1	+	NA	NONE	1
chr11	72848447	72848597	id-18739	1	+	NA	NONE	18
chr11	72853003	72853153	id-18740	5.12e-06	+	TTGCCCCGGAGGGAGCAGGCCAGCGGGCGGCAGGC	UpstreamP1_CTCF	14
chr11	72853401	72853551	id-18741	2.68e-05	-	AGAGCGGTTCCCTCAGCATCCGGAGCGGGGCGCTG	Upstream_CTCF	40
chr11	72881269	72881419	id-18742	3.29e-05	-	CCTGCTGGCCTGACTACACTCTGCAGGGGAAAGGG	Upstream_CTCF	10
chr11	72889213	72889363	id-18743	1.26e-07	-	CTCATGTCACACCGACTGGGCACCAGGTGGCACTG	V_CTCF_BR	40
chr11	72893876	72894026	id-18744	2.97e-06	-	AGATCCTGGCCTCAGCTTCCCAGCAGAGGGCTCTT	V_CTCF_BR	17
chr11	72896361	72896511	id-18745	4.23e-06	+	CTGCCTTTCTCCCCTGCTGCCACACGGAGGCGACA	UpstreamP1_CTCF	40
chr11	72906531	72906681	id-18746	4.7e-06	-	AACTGGCTGGATCTTGAAGCCAGCAGGGGGAGAGG	V_CTCF_BR	20
chr11	72929172	72929322	id-18747	1.39e-05	+	GGCGCGGTGTCTACCCGGGCGGGTTGAGGGCGGTG	V_CTCF_BR	11
chr11	72929499	72929649	id-18748	1.48e-06	+	GGTGCGGACTGGGCGCGGGGCAGGGGAGGGCGCTG	V_CTCF_BR	38
chr11	72934346	72934496	id-18749	6.49e-06	-	AGGCCCTCCCAGGTGTTCCCCAGCAGAGGGACAGA	UpstreamP1_CTCF	0
chr11	72938956	72939106	id-18750	1.32e-05	-	TGGGCAGGTAGTGCTGCTGCCACAAGGGGCTCCTG	Upstream_CTCF	12
chr11	72948070	72948220	id-18751	1.17e-05	-	GGTCTGTGATGGGTCTCTGTCACATGAGGGCGCTG	V_CTCF_BR	39
chr11	72951742	72951892	id-18752	2.28e-05	+	ACTGAGCTTCCTGGGATGGGCACCTGGGATAGCAG	Upstream_CTCF	10
chr11	72953465	72953615	id-18753	1.85e-08	+	CTGCAGGTGGGCAGCCAGGCCAGAGGGGGGCAACA	UpstreamP1_CTCF	21
chr11	72953763	72953913	id-18754	1.87e-09	-	CCACTGCTGCCAGCTTTGGCCACCAGGGGGAAGCA	V_CTCF_BR	40
chr11	72964020	72964170	id-18755	9.31e-05	-	GAAACACTTCCACCTGTCACCACTTGAGGATGTGG	Upstream_CTCF	28
chr11	72969038	72969188	id-18756	1.71e-06	-	AGAGATGCCCAGGAGTGGAACTGTAGGGGGCAGCC	V_CTCF_BR	7
chr11	72981484	72981634	id-18757	8.13e-06	+	GTGGACATGCCAAGAGAGGGCAGGAGAGGGAGCTC	Upstream_CTCF	5
chr11	72997451	72997601	id-18758	1.37e-05	+	TCTGCCTTTCCTGAGGTGGGGACTGGGGGACCCAA	Upstream_CTCF	13
chr11	73000621	73000771	id-18759	9.62e-08	-	CTGCATTGAGACCCTGTAGCCATGAGATGGCGCCA	UpstreamP1_CTCF	40
chr11	73006597	73006747	id-18760	5.28e-08	+	GACGCTGTTTTCACTCTGGGCACTAGGAGGCGCTG	Upstream_CTCF	40
chr11	73017203	73017353	id-18761	1	+	NA	NONE	34
chr11	73018416	73018566	id-18762	7.9e-07	+	GTGCGTTGGGAAAATCACGCCGCGAGGGGGCGCAA	UpstreamP1_CTCF	40
chr11	73025526	73025676	id-18763	5.01e-06	+	CTCAGAAGGAGGGAGTCAGCCTGCAGGGGGTGTCA	V_CTCF_BR	22
chr11	73032909	73033059	id-18764	1	+	NA	NONE	12
chr11	73034675	73034825	id-18765	8.59e-05	+	AAGGCCAGCGGGGGCGTTGCCTGGGGCGGGTGAGG	V_CTCF_BR	8
chr11	73038171	73038321	id-18766	1.03e-06	-	GCCTGTGTCCTTCCAGGTGTCAGCAGGGGGCAGGC	V_CTCF_BR	11
chr11	73041737	73041887	id-18767	1.59e-06	+	TGGACATCGCCCTGGCTGTCCTGGAGGTGGAGGCA	V_CTCF_BR	39
chr11	73046026	73046176	id-18768	1	+	NA	NONE	26
chr11	73046607	73046757	id-18769	4.33e-10	-	ACTGCACTTCCACCAGACGCCCACAGGTGGCAGCA	Upstream_CTCF	40
chr11	73053927	73054077	id-18770	1.73e-05	+	CGCGGAGGAGGCAGCAGCGCCGCCGGCGGCCGGGC	V_CTCF_BR	9
chr11	73062334	73062484	id-18771	4.42e-12	+	CTGCAGTTACAGCGTAGGGCCAGTAGAGGGCGACC	UpstreamP1_CTCF	40
chr11	73068141	73068291	id-18772	2.6e-06	+	GGCCGGGGTTTGGGTGGTGCCAACAGGGGGAGCAT	V_CTCF_BR	3
chr11	73071624	73071774	id-18773	1.52e-09	-	ACTGCAGAAGCCCCCCTCCCCACCAGGTGGAGCCG	Upstream_CTCF	40
chr11	73073003	73073153	id-18774	3.84e-06	-	CTGCAGGAGGCGCCAATGGACAGGAGAAGGTGAAT	UpstreamP1_CTCF	9
chr11	73073668	73073818	id-18775	1	+	NA	NONE	0
chr11	73083580	73083730	id-18776	4.88e-05	+	AGGTAGTTTGCTGGGCTGGACTGGGGAGGGAGATA	UpstreamP1_CTCF	39
chr11	73087178	73087328	id-18777	9.51e-07	-	CTCTCTCGCGCCCCTGGGAACTGCAGGGGGCTGCG	V_CTCF_BR	39
chr11	73087550	73087700	id-18778	1.64e-05	-	ACTTCCTCAGAGACACGGGGAGGCAGGGGGCGCCA	V_CTCF_BR	33
chr11	73094447	73094597	id-18779	1.06e-05	+	CAGGCAACTCCTAGAGGCCCCATGGGATGGCGGTG	Upstream_CTCF	8
chr11	73098792	73098942	id-18780	1	+	NA	NONE	8
chr11	73104729	73104879	id-18781	2.31e-07	-	TGAGCTAAACCATGATCTGCCAGCAGAGGGCAACC	Upstream_CTCF	40
chr11	73113940	73114090	id-18782	4.68e-07	+	TCCATGCTTGCCAAGAGACCCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr11	73115213	73115363	id-18783	1.46e-07	+	TCTGTGGTTCCACCCCAGCCCACATGGAGGCAGCA	Upstream_CTCF	39
chr11	73177851	73178001	id-18784	2.27e-06	+	AAGGGCTTGCTTTTTACAGCCACCAGGGGTAGGAG	V_CTCF_BR	15
chr11	73189903	73190053	id-18785	3.36e-07	+	GTGGGCAGTGCTGTGACTGCCACTAGATGGCAACA	V_CTCF_BR	40
chr11	73241330	73241480	id-18786	2.81e-05	+	GAGTGGCTATTAGGTTCTGCCGATAGAGGGTGCTG	V_CTCF_BR	35
chr11	73309006	73309156	id-18787	1	+	NA	NONE	32
chr11	73336848	73336998	id-18788	1.3e-10	+	GTGCAGCAACCAAATATGGCCACAAGGGGGAAGTA	UpstreamP1_CTCF	40
chr11	73372085	73372235	id-18789	5.21e-08	-	GGCAGCATTCCCGCAGTAGCCACCAGGGGCCGCTA	V_CTCF_BR	40
chr11	73372503	73372653	id-18790	1	+	NA	NONE	15
chr11	73440975	73441125	id-18791	9.88e-07	-	CATGCCATGCCAGAGGGGGCCACATGGGGAAGCAC	Upstream_CTCF	40
chr11	73470670	73470820	id-18792	4.7e-05	+	CCAGTAATTCCCTTTTGTACCACCATGAGACTCAG	Upstream_CTCF	30
chr11	73472195	73472345	id-18793	3.91e-06	+	ACAGCTCTACCGGCTCCTCCCGCACGGCGGCGACG	Upstream_CTCF	37
chr11	73498917	73499067	id-18794	1	+	NA	NONE	6
chr11	73529570	73529720	id-18795	1.84e-05	-	CTCCAGGGCAGAAACAATGCCACCACCTGGCAAAC	UpstreamP1_CTCF	3
chr11	73618296	73618446	id-18796	2.44e-07	-	AGGGTAGTGTCAGGGGAGTCCAGTAGGTGGCTGAA	Upstream_CTCF	35
chr11	73642477	73642627	id-18797	1	+	NA	NONE	39
chr11	73675476	73675626	id-18798	9.78e-09	+	CTGGCACTCCTGAGCGCGGCCACCAGAGGGAGTGC	Upstream_CTCF	40
chr11	73676221	73676371	id-18799	2.97e-06	-	GCCTGTCCCAGTTGGGAAGGCTGCAGAGGGCACTC	V_CTCF_BR	13
chr11	73700327	73700477	id-18800	5.34e-06	+	CAATTCTGACCACCAACAACCAAGAGGGGGCGGAA	V_CTCF_BR	21
chr11	73724454	73724604	id-18801	8.56e-05	-	CTCCAGGACAAGAGCGAAGCCACCAGGGGAGCTCT	UpstreamP1_CTCF	2
chr11	73730560	73730710	id-18802	1	+	NA	NONE	3
chr11	73739883	73740033	id-18803	2.23e-06	+	ATGTGGGGATTGGGATGTGGCTCCAGGGGGCAGTG	UpstreamP1_CTCF	0
chr11	73744223	73744373	id-18804	1.85e-05	-	GTGGCCACCCTCATGGAATGCACTAGGGGGCATGG	Upstream_CTCF	5
chr11	73801858	73802008	id-18805	3.81e-05	-	GTACAGGCGTAGTCCAAGAACAGCAGAGGGAGTTC	V_CTCF_BR	36
chr11	73805565	73805715	id-18806	6.37e-07	+	TTTCAGCTCTCCGAGACTACCAGAAGATGGAGACA	UpstreamP1_CTCF	13
chr11	73834046	73834196	id-18807	4.73e-07	+	GATGCAATACACATCACTCCCAGGAGATGGGGAAT	Upstream_CTCF	22
chr11	73860705	73860855	id-18808	1	+	NA	NONE	13
chr11	73879557	73879707	id-18809	1	+	NA	NONE	5
chr11	73882104	73882254	id-18810	2.15e-05	-	GGGAACCCGACGACTTTCACCGGAAGGAGGAGCGC	V_CTCF_BR	40
chr11	73938009	73938159	id-18811	4.88e-05	-	CACGAATAGCTTTCCCTATACCCTAGAGGGCAGAA	V_CTCF_BR	20
chr11	73966938	73967088	id-18812	2.74e-08	+	GAGCTATGTGCCCTCTTGTCCACAAGAGGGCAGCA	UpstreamP1_CTCF	40
chr11	73979582	73979732	id-18813	2.55e-06	+	GGAGAAACACCGAACAAAACCACAAGGTGGAACAA	Upstream_CTCF	5
chr11	73980890	73981040	id-18814	7.12e-06	+	TTGGTGTTTGCCTACAGGGCCACAAGAGGACAATG	UpstreamP1_CTCF	4
chr11	74022525	74022675	id-18815	1	+	NA	NONE	28
chr11	74029499	74029649	id-18816	1	+	NA	NONE	22
chr11	74032643	74032793	id-18817	3.66e-06	-	TTGAGCTGGCCTATAAGCTCCACTAGGGGTCACTG	UpstreamP1_CTCF	40
chr11	74038256	74038406	id-18818	4.5e-05	+	CTTTATCAGCCTCCAGTTGCAGCTAGGAGGCAGGC	UpstreamP1_CTCF	2
chr11	74099822	74099972	id-18819	3.63e-05	+	TTTTCTCCATTAACTCCCGATACTAGAGGGCAGCA	V_CTCF_BR	40
chr11	74108562	74108712	id-18820	1	+	NA	NONE	33
chr11	74154256	74154406	id-18821	4.14e-06	-	AGTGAGGACATAGGAGCAGCCACAGGAGGGCTGTG	V_CTCF_BR	31
chr11	74160484	74160634	id-18822	1.01e-05	-	ATTGAAAAAGAAGAACTAGCCACTAGAGGGCCCAA	Upstream_CTCF	40
chr11	74164554	74164704	id-18823	2.5e-09	+	GCGATGTGCCGAGATTTGGCCAGCAGAGGGCAGAA	V_CTCF_BR	40
chr11	74165470	74165620	id-18824	1.39e-05	-	AGATGTTGGGGAGCTCCCTCCTGGAGAGGGCAGGT	V_CTCF_BR	0
chr11	74199049	74199199	id-18825	9.78e-07	+	CTCCAATGCATGTCCATCGTCAGCAGGGGGCTCTG	UpstreamP1_CTCF	35
chr11	74281675	74281825	id-18826	2.27e-06	-	AGGTACATACCATCAGTGAGCAGCAGATGGCAGAG	V_CTCF_BR	40
chr11	74295169	74295319	id-18827	3.65e-07	-	ATGTTGGTGTCAGGTGCCACCAGCAGTGGGAACCA	V_CTCF_BR	8
chr11	74322477	74322627	id-18828	3.66e-06	+	GTGTTATTTTCTTACAGTGCCACAAGGTTGCAGTA	UpstreamP1_CTCF	37
chr11	74345775	74345925	id-18829	9.29e-06	+	GCTGTATACTTCACAAATGCCAGTAGATGGCTCTT	Upstream_CTCF	39
chr11	74383854	74384004	id-18830	2.15e-05	+	TCTTGCGTTCCACAAGGAGGCTCCAGTGGGAACAG	V_CTCF_BR	23
chr11	74394671	74394821	id-18831	2.89e-07	-	GCTCCACTTCCCGCGGTTGCCAGCAGGGGTGCGCG	Upstream_CTCF	32
chr11	74397908	74398058	id-18832	2e-06	+	GGTGTGATTCAGGCCAAGTCCCGCAGAGGGGAGCT	Upstream_CTCF	18
chr11	74405337	74405487	id-18833	5.7e-05	-	GCCTCTGAGGTTCGCTTTTCCACCAGGGGGACACA	Upstream_CTCF	35
chr11	74407114	74407264	id-18834	1.48e-05	-	GAGGAATGACTCTAATTAGCCAGGGGAGGGCGTTA	UpstreamP1_CTCF	6
chr11	74412486	74412636	id-18835	5.92e-05	+	TTCTTCGTCCATTCCTCCTACGACAGGGGGCAGAG	V_CTCF_BR	38
chr11	74413536	74413686	id-18836	9.06e-08	+	GTGCAACAGCGCCTTCCCCCCAGGAGAGGGAGCAC	UpstreamP1_CTCF	40
chr11	74427170	74427320	id-18837	6.9e-05	+	GGTTCAAGTGTTGGAAAAACCGACAGAGGTCAGTG	Upstream_CTCF	7
chr11	74437723	74437873	id-18838	8.17e-09	-	CTGCACCTCTCCTCTCCCACCAGCAGAGGTCTCTG	UpstreamP1_CTCF	40
chr11	74442473	74442623	id-18839	3.97e-05	-	CCGCGGTGCCCCAGAGGAGGCGCCAGCGCTAGGCC	UpstreamP1_CTCF	17
chr11	74450924	74451074	id-18840	4.04e-08	-	GCGATGTTGCTCAGTTTGACCACCAGGGGGCAAAC	UpstreamP1_CTCF	40
chr11	74485882	74486032	id-18841	6.21e-05	+	AGGCAGAGGTTGCAGTGAGCCGACAGAGGGAGACT	V_CTCF_BR	2
chr11	74554028	74554178	id-18842	1.39e-07	-	GCTGGGCCCCACTTGCTGGCCACAAGGTGGCATCC	V_CTCF_BR	27
chr11	74557967	74558117	id-18843	1	+	NA	NONE	18
chr11	74581646	74581796	id-18844	2.66e-05	-	CATGGAGAGGATTTCTATTCCACTAGGTGGTGCTG	V_CTCF_BR	39
chr11	74588321	74588471	id-18845	1.57e-08	-	GTTGTAATACTAGTTGCCTCCACCAGATGTCGCTG	Upstream_CTCF	38
chr11	74619633	74619783	id-18846	2.01e-05	-	GCTGCGTGTCCACCTACTCCACCTAGAGGGGAGGG	Upstream_CTCF	2
chr11	74640900	74641050	id-18847	2.6e-06	+	ATTCACACAGTCCTAATATCCAGCAGGGGTCGCTG	V_CTCF_BR	40
chr11	74652437	74652587	id-18848	5.68e-06	+	ACATTCCAAACAGCAAGGGCCACAGGAGGGCAGCT	V_CTCF_BR	10
chr11	74725363	74725513	id-18849	3.81e-05	+	ACCCTGTCTCTGCCTTTCCCCACTATGGGGCAGTC	UpstreamP1_CTCF	29
chr11	74734045	74734195	id-18850	1.63e-09	+	ATGGCATTGCCAACATTGACCACCAGGTGGCAATC	Upstream_CTCF	40
chr11	74742628	74742778	id-18851	5.17e-06	+	TGAGGCTTCCCCAAGCTGGCCAGGAGGAGGCCCTG	Upstream_CTCF	14
chr11	74743131	74743281	id-18852	8.61e-08	-	AAGCCCTAATAGGACAGAACCAGCAGGGGGCGCGG	V_CTCF_BR	40
chr11	74747885	74748035	id-18853	1.72e-06	+	ACTGCATTATACTGAGCACTCACTAGGGGCCAGGC	Upstream_CTCF	4
chr11	74781362	74781512	id-18854	1	+	NA	NONE	0
chr11	74784993	74785143	id-18855	2.96e-05	+	GACAGCCTGAGGCTTTTCACAGCCAGGTGGTGCCG	V_CTCF_BR	28
chr11	74798499	74798649	id-18856	1	+	NA	NONE	6
chr11	74851690	74851840	id-18857	4.4e-10	+	ACCGCCACCATCCTCGCTGCCACCAGGGGGCAGTG	V_CTCF_BR	40
chr11	74855597	74855747	id-18858	1.04e-07	+	GCACAGGCTTCCTCTCCAGCCCCCAGGGGGCAGTG	V_CTCF_BR	40
chr11	74870152	74870302	id-18859	1.41e-05	+	CCGCCGGCTGGCTGGCTTACCAGCAGGTGGACACG	UpstreamP1_CTCF	5
chr11	74879831	74879981	id-18860	2.58e-07	-	AGTGCCATAGCAACGGTGGCCCCTGGGTGGGGCGG	Upstream_CTCF	1
chr11	74895975	74896125	id-18861	2.19e-05	-	TCTTCTTTCTTCTTTCATTCCAGCAGGGAGCAGGC	Upstream_CTCF	3
chr11	74916093	74916243	id-18862	2.17e-09	-	GGTCCAGCTCAGTGCTCTGCCTCCAGGGGGCGCCA	V_CTCF_BR	40
chr11	74925469	74925619	id-18863	2.19e-05	+	AAGAGCTGCTGTCCCTTGGCCAGGAGGGGGCCTCT	UpstreamP1_CTCF	40
chr11	74935309	74935459	id-18864	1	+	NA	NONE	18
chr11	74952751	74952901	id-18865	1.02e-07	-	GTGGCGTTGCGCAGCCAGGCCAGCAGGGGGCGTGC	UpstreamP1_CTCF	40
chr11	74956586	74956736	id-18866	5.92e-05	+	ACTACATTCACCACATTCTCCACTGGGAAGCGCTA	Upstream_CTCF	27
chr11	74959771	74959921	id-18867	2.97e-06	-	CGGCTCCCACACGGATCGGCCAATAGATGTCGCTG	V_CTCF_BR	40
chr11	74974020	74974170	id-18868	4.51e-05	-	CTGGGACTTTGCAGTGTGCCCTGTGGGTGGCGTGT	Upstream_CTCF	2
chr11	74982176	74982326	id-18869	4.7e-06	-	GCAGTTTGGCCTCCTTCTGTCACAAGATGGCAGTG	V_CTCF_BR	40
chr11	74991307	74991457	id-18870	1.74e-10	+	CATGCAATACACCCTATAGCCACCAGGTGGCAAAC	Upstream_CTCF	40
chr11	74992015	74992165	id-18871	7.17e-05	+	TCCTGTCTCCCTCCCTCACCCAGCAGGCGGCCCAC	Upstream_CTCF	2
chr11	75022897	75023047	id-18872	1	+	NA	NONE	3
chr11	75039850	75040000	id-18873	6.98e-07	+	GCACAGAGGAAGATGGCCCCCAGCAGATGGCTCCA	V_CTCF_BR	40
chr11	75050813	75050963	id-18874	1.55e-05	+	GCTTTGTTCCTTGGAACCTCCTCAGGAGGGCAGCG	V_CTCF_BR	23
chr11	75051149	75051299	id-18875	2.4e-05	-	ATAATTTGCCTGCAAACTGCCCCCAGAGGGCAACT	V_CTCF_BR	8
chr11	75053684	75053834	id-18876	4.31e-07	-	CGGAGCCATTCTCTCCCGGCCTCTGGAGGGCGCGC	V_CTCF_BR	10
chr11	75058978	75059128	id-18877	1	+	NA	NONE	6
chr11	75061814	75061964	id-18878	4.17e-05	+	TGTGTGTTTCCACTTCTGGCCATGTGGGGCCTGAA	Upstream_CTCF	37
chr11	75062642	75062792	id-18879	1.48e-06	+	CAGGCTGGAAAATCCCCAGCCAGCAGGAGGAGCGC	V_CTCF_BR	22
chr11	75063393	75063543	id-18880	6.98e-07	+	ACTGAGCGGAGACCCGCGGCCAGCAGGGGCTGCAG	V_CTCF_BR	30
chr11	75087366	75087516	id-18881	8.16e-07	-	CCAAAAGAGCGACACTGAGCCTCCAGGGGGCAGAT	V_CTCF_BR	32
chr11	75095636	75095786	id-18882	3.8e-08	-	GGGCTGATTGGAAGAGGCGCCGCTAGGGGGCGGCA	V_CTCF_BR	40
chr11	75099863	75100013	id-18883	1.51e-08	+	CTGTAGTTGGTTGTTATGACCACCAGAGTGCGCAG	UpstreamP1_CTCF	40
chr11	75110770	75110920	id-18884	7.82e-06	+	GTGAAGCGCAGAGAGATGGGCACCAGGCGCCCCTT	UpstreamP1_CTCF	34
chr11	75113346	75113496	id-18885	3.63e-06	+	CTTTATGCTGAAAAGGTGGCCACTAGAGGTCTGTG	V_CTCF_BR	20
chr11	75119033	75119183	id-18886	5.34e-06	+	AAGAAAGTGCTGTTAATTACCACTAGGTGGTGCTG	V_CTCF_BR	40
chr11	75131435	75131585	id-18887	9.84e-05	+	ATTTGTCAGGTTAGCAGAGCCTGGGGGAGGCAGTG	V_CTCF_BR	3
chr11	75136704	75136854	id-18888	2.27e-06	-	GCAACTGGGTGGAGGCTGCCCAGGTGGTGGCAGCA	V_CTCF_BR	39
chr11	75140908	75141058	id-18889	9.4e-06	+	CAGCAGGCGTCGCAGCTGGCCGCGGCGGGCCGGCG	UpstreamP1_CTCF	7
chr11	75143201	75143351	id-18890	3.63e-06	-	GACACTAGGCGGGATCTGACCTCCAGAGGCAGCAG	V_CTCF_BR	21
chr11	75153577	75153727	id-18891	1	+	NA	NONE	4
chr11	75156474	75156624	id-18892	2.81e-08	+	ACTGTCATACCCGTTGCTGCCACTGGGGGTCAGCA	Upstream_CTCF	40
chr11	75162624	75162774	id-18893	5.01e-09	-	GGGCCACCTCCCACGATGGCCACAAGGGGGAGCTG	V_CTCF_BR	40
chr11	75177278	75177428	id-18894	1.1e-05	+	CCAGCACAGAGGGAGGCAGGCAGCGGGGGTCACTC	V_CTCF_BR	10
chr11	75207416	75207566	id-18895	1.74e-07	+	GCTTTTCTTCCTGGCTTGGCCACTAGAAGGCAGGT	Upstream_CTCF	33
chr11	75220389	75220539	id-18896	2.81e-05	+	CTGGCCTGGATAAAATGTACCAGCAGGGGCAGCTT	V_CTCF_BR	21
chr11	75236924	75237074	id-18897	3.16e-05	-	CGCGCAGGCTGGCGCTGGGGCGCTGGGCGGCGCTG	Upstream_CTCF	40
chr11	75243528	75243678	id-18898	2.57e-08	-	TTGTACCAACCAGTCTCAGACAGCAGGGGGCAGCA	UpstreamP1_CTCF	40
chr11	75248531	75248681	id-18899	1	+	NA	NONE	8
chr11	75258705	75258855	id-18900	3.09e-07	+	TCATAGTGACCCAAAACGGACACCAGAGGGCAGAA	V_CTCF_BR	40
chr11	75273128	75273278	id-18901	8.21e-05	-	TTCTGGAAAGTTGGAAACGCTTCCGGAGGGCGCCC	V_CTCF_BR	7
chr11	75275156	75275306	id-18902	3.2e-08	-	GCTGAACTATCTCCACCGGCCGGCAGAGGGGGGCT	Upstream_CTCF	35
chr11	75277355	75277505	id-18903	2.6e-07	-	ACCTCGGCGGCCAGGGCCGCCTCCAGGAGGCAGAA	V_CTCF_BR	5
chr11	75286071	75286221	id-18904	5.26e-07	-	AGGGTAATCCCTCCAATGGCCTCCAGGCAGCAGGA	Upstream_CTCF	39
chr11	75288399	75288549	id-18905	1	+	NA	NONE	40
chr11	75294179	75294329	id-18906	1	+	NA	NONE	37
chr11	75294845	75294995	id-18907	4.01e-05	+	GGAGACTGGGAAGTGGCTGCCGCAGGGAGGAGCTA	V_CTCF_BR	7
chr11	75308803	75308953	id-18908	1.47e-05	+	GAAGAGGCAGCAAGAGCCAACACTAGATGGCGTTA	V_CTCF_BR	40
chr11	75342484	75342634	id-18909	1.76e-05	+	GGGCTCATGTAACACAGGGCCAGCAGGAGACGGTA	UpstreamP1_CTCF	1
chr11	75357179	75357329	id-18910	1.31e-05	+	AGCAGACTTCTCACAGGCAACAGCAGAGGCCAGCA	V_CTCF_BR	3
chr11	75367193	75367343	id-18911	1	+	NA	NONE	12
chr11	75378440	75378590	id-18912	2.72e-06	+	TAGCAGCGGCCGCGTCTCACCTGTAGGAGCTGCTC	UpstreamP1_CTCF	13
chr11	75417416	75417566	id-18913	3.34e-10	+	CCGCAGCTTCTCAGAATGACCACCAGAGGGCGCAG	UpstreamP1_CTCF	40
chr11	75427574	75427724	id-18914	1	+	NA	NONE	2
chr11	75434326	75434476	id-18915	8.61e-08	+	TGACAATGCCACTGAGTGGCCAGCAGAGGGCGAGA	V_CTCF_BR	40
chr11	75442293	75442443	id-18916	3.28e-05	+	AGGGCCAACATTAGGGAGCCCAGCAGGAGGTGCTG	V_CTCF_BR	17
chr11	75451876	75452026	id-18917	1.31e-05	-	AACAGATTCCCCCCTAGAGCCTCTGGAGGGAAGTG	V_CTCF_BR	17
chr11	75479161	75479311	id-18918	3.22e-05	+	GTGCGGCTGTCTCTGCTGCCCCCCAGCGTGAGCAT	UpstreamP1_CTCF	30
chr11	75479795	75479945	id-18919	3.97e-05	-	CTGGAGCTGCGGCCGGCGGCCAGTGGTGGCGCGAG	UpstreamP1_CTCF	33
chr11	75486235	75486385	id-18920	1	+	NA	NONE	0
chr11	75502134	75502284	id-18921	8.59e-05	+	CACCCTAGCTGCTGAGTACCCTGCAGAAGGTAGGG	V_CTCF_BR	4
chr11	75514390	75514540	id-18922	2.6e-10	+	CTGTGGTTCCCAGATACAGCCACAAGGGGGCACTG	UpstreamP1_CTCF	40
chr11	75525923	75526073	id-18923	6.51e-05	-	TTACTACCAACGGGCAGAGTCTCCTGGTGGAGGCG	V_CTCF_BR	23
chr11	75578940	75579090	id-18924	6.74e-08	-	AAAGTCCTACAATCTTTGACCACCAGGTGGCAGTC	Upstream_CTCF	40
chr11	75607993	75608143	id-18925	2.73e-07	+	GCGGTAATATCTTTAGAGTCCAGTAGATGGCAATA	Upstream_CTCF	39
chr11	75626519	75626669	id-18926	3.81e-05	+	TCATATTTTAGGGTGCTCACCACAAGGTGTCAATG	V_CTCF_BR	5
chr11	75752365	75752515	id-18927	1.69e-05	+	CTGCGTGGAACCCCAGAGGAGAGCAGGTGGAGACA	UpstreamP1_CTCF	14
chr11	75827722	75827872	id-18928	1.38e-06	+	AGCAGGCCTGTAGAGTTAGACAGCTGGGGGCAGCA	V_CTCF_BR	6
chr11	75830221	75830371	id-18929	1.28e-06	-	AGAAGCTAGAAGCAGAAAGCCAGGAGAGGGCAGTC	V_CTCF_BR	13
chr11	75845890	75846040	id-18930	7.46e-06	+	CTGTTAAGAACCGGGCCGCACAGCAGGAGGCGATG	UpstreamP1_CTCF	8
chr11	75857889	75858039	id-18931	1	+	NA	NONE	13
chr11	75863317	75863467	id-18932	3.6e-07	-	GCTGTTCAGCCAGTGCCGACCGACAGGGGGAGCCC	Upstream_CTCF	39
chr11	75892543	75892693	id-18933	1.76e-05	-	TTGTCTTACCTGCTGGGCGCCAGCAGAGGGGCTGG	UpstreamP1_CTCF	2
chr11	75906029	75906179	id-18934	1	+	NA	NONE	0
chr11	75916272	75916422	id-18935	6.43e-06	-	CAGGGAGCCTGCAGATAAGACAGCAGGGGGCAGGT	V_CTCF_BR	2
chr11	75918724	75918874	id-18936	1.03e-07	+	GGCGCGGTGTTGCCTCTGGCCTCCAGGCGGCGCCC	Upstream_CTCF	40
chr11	75919931	75920081	id-18937	1.67e-07	+	GCCTCCTGAAGCCCCCAGCCCGCCAGGGGGCGCTA	V_CTCF_BR	40
chr11	75926007	75926157	id-18938	8.33e-05	-	AAGGCCTTTCTAAAAGCACCCTGGTGGTGGAAGCA	Upstream_CTCF	10
chr11	75945555	75945705	id-18939	1	+	NA	NONE	14
chr11	75949086	75949236	id-18940	8.34e-07	-	TAGCAGTCAAGGAAGACTTCCTGCAGGAGGCAGCA	UpstreamP1_CTCF	30
chr11	75954266	75954416	id-18941	1	+	NA	NONE	3
chr11	75959431	75959581	id-18942	4.68e-07	+	ATCACCATGGTTGCCAGGACCACTAGGGGGCAGTT	V_CTCF_BR	39
chr11	75997025	75997175	id-18943	8.99e-05	+	GAATGACACATCTAACCCTTCACTAGGAGGCAGCA	V_CTCF_BR	13
chr11	76002047	76002197	id-18944	1.73e-05	-	GGAAGGCCAGGGCAGCCATCCAGGGGGAGGCGGTG	V_CTCF_BR	2
chr11	76003001	76003151	id-18945	2.39e-05	-	CCCCAGGTCCCATGCCTCTCCTGTAGATGGAGACT	UpstreamP1_CTCF	13
chr11	76029934	76030084	id-18946	1.15e-07	-	GTGGCCTCTTCCCACATGGACAGTAGGTGGCGCTG	V_CTCF_BR	40
chr11	76092059	76092209	id-18947	1.16e-05	-	GCGGCAGCGTCTCGGGCGGGCGGGAGGTGCACCAG	Upstream_CTCF	25
chr11	76122286	76122436	id-18948	9.41e-05	-	TGGATGACTCCCAGCTCCAACGCTAGAGGCCTCTA	V_CTCF_BR	7
chr11	76126205	76126355	id-18949	9.51e-07	+	CTGGCTGGCTATTGGCTGGCAGCCAGGTGGCACCA	V_CTCF_BR	5
chr11	76131056	76131206	id-18950	1.99e-07	-	AGGTGGTCCCCTGCCCTTGCCCCTAGAGGGCACTA	V_CTCF_BR	39
chr11	76156905	76157055	id-18951	6.82e-05	+	TGAGCTGAGAGGACTATGGGAAGTAGGGGGAGGGG	V_CTCF_BR	32
chr11	76170477	76170627	id-18952	3.22e-07	-	TTAGCAATTTCCAATGTGGCCACTAGGGAACAATC	Upstream_CTCF	40
chr11	76202806	76202956	id-18953	1	+	NA	NONE	17
chr11	76224285	76224435	id-18954	5.38e-05	-	ATACATGTCCCTTATACCAACCCAAGAGGGCAGTA	V_CTCF_BR	37
chr11	76262555	76262705	id-18955	3.73e-06	-	CTAGCAGAACTAGTGACAACCACCAGAGATCAGCG	Upstream_CTCF	27
chr11	76275547	76275697	id-18956	1.97e-06	+	GAGAGAGATGGGGAAACGGCCAGTTGGTGGAGCAG	V_CTCF_BR	15
chr11	76290106	76290256	id-18957	1.19e-06	+	CTGATTCCCTGTAAAATCCCCAGGAGGGGGCAGCA	V_CTCF_BR	34
chr11	76309673	76309823	id-18958	3e-06	+	CTTCAGCATCCTCAAGTCACCCCTAGAGGTCTCTC	UpstreamP1_CTCF	40
chr11	76310098	76310248	id-18959	1.56e-06	-	TGTGTTCTGCAGCCTGGGGCCACCAGGGGAGCAGA	Upstream_CTCF	27
chr11	76322155	76322305	id-18960	2.1e-06	+	GTGGAAGTGGTTCCTGCCACCCGCAGGGGGCCGTC	Upstream_CTCF	9
chr11	76341436	76341586	id-18961	1.19e-06	-	GAGCAAAAACAGGAACGTGCCTGCAGAGGGAGGAG	V_CTCF_BR	18
chr11	76381518	76381668	id-18962	5.65e-05	-	GGGGGCGCACTGTCGCGCGCCTCTAGCGAGCGCAA	V_CTCF_BR	15
chr11	76382030	76382180	id-18963	1.59e-06	+	GTTCGCGGCCCCGCGGGGTCCGGAGGGGGGCGCGG	V_CTCF_BR	9
chr11	76385550	76385700	id-18964	1.85e-05	-	TTGGTAACGCTAAGTGCTGCCATGAGGGGGTGCCT	Upstream_CTCF	21
chr11	76391985	76392135	id-18965	3.4e-06	-	GAGAGACTCTTTGAGCAATCCACTAGGGGGCAGGC	V_CTCF_BR	40
chr11	76406282	76406432	id-18966	9.51e-07	-	GTTCTTGGTAACCAAATCACCACCTGGTGGCGGCG	V_CTCF_BR	17
chr11	76409406	76409556	id-18967	1	+	NA	NONE	38
chr11	76420086	76420236	id-18968	7.73e-05	-	ATATGACTTCCCAGATCCCACACTCGGGGGCCCTC	Upstream_CTCF	0
chr11	76425667	76425817	id-18969	4.65e-05	-	TAACCCATAATCCCCATAACCACCAGGGCGCAGTG	V_CTCF_BR	18
chr11	76432911	76433061	id-18970	2.31e-07	+	AGCGCTGTTCTGTATTTGGCCACGCGGGGGAGCTG	Upstream_CTCF	40
chr11	76434326	76434476	id-18971	1	+	NA	NONE	21
chr11	76445033	76445183	id-18972	1.65e-07	+	CTGGTATTTTAGTCTTTATCCAGCAGAGGGCACCA	UpstreamP1_CTCF	40
chr11	76474067	76474217	id-18973	4.41e-06	+	CTCTGAGTCCAGCCCTCTGCCTCCAGGTGGAGTAG	V_CTCF_BR	13
chr11	76492246	76492396	id-18974	1	+	NA	NONE	4
chr11	76494936	76495086	id-18975	1	+	NA	NONE	1
chr11	76495713	76495863	id-18976	2.31e-07	+	CTTGCAGTGCCTGGGGCTGACCGGAGGTGGGGGGG	Upstream_CTCF	14
chr11	76496687	76496837	id-18977	1.29e-05	-	CTGCTGTGCCTGTTTAAATCCTCCAGGAGCTCTCC	UpstreamP1_CTCF	3
chr11	76510388	76510538	id-18978	5.08e-07	-	GGTGTCTGGCCATGCGTGAGCACGAGGTGGCGCTG	V_CTCF_BR	39
chr11	76518559	76518709	id-18979	2.19e-08	+	CTTGTCACGGAGTTTGTGCCCACCAGAGGGCGCTG	V_CTCF_BR	40
chr11	76521377	76521527	id-18980	7.27e-06	+	GTCATTATTTCATTGGCACTCAGCAGGGGGCGCTG	V_CTCF_BR	40
chr11	76547683	76547833	id-18981	1.06e-05	-	CCTTCCCTGAAGGGGACTACCAGTAGGTGGCCGTT	Upstream_CTCF	33
chr11	76549854	76550004	id-18982	1.1e-05	-	ACCTCCAGTCTCCCTCTGCCCGCTGGATGGAGCCA	V_CTCF_BR	37
chr11	76572314	76572464	id-18983	2.1e-06	-	CAGGCTTTCCCCCTTAGGTCCAGCAGGGGCTCCCC	Upstream_CTCF	40
chr11	76579622	76579772	id-18984	1	+	NA	NONE	8
chr11	76591603	76591753	id-18985	1	+	NA	NONE	11
chr11	76630247	76630397	id-18986	1.24e-05	-	GAAAGTGTTTTCTCATAGGACAGTAGGTGGAGCCA	V_CTCF_BR	39
chr11	76631008	76631158	id-18987	2.27e-05	+	GGCTGGATGTTAAATTTTGTCAATAGAGGGCGCCA	V_CTCF_BR	40
chr11	76631218	76631368	id-18988	4.11e-07	-	GGGCAGGGGATGCTACTGACCACTAGGTGCTGCTG	UpstreamP1_CTCF	4
chr11	76742197	76742347	id-18989	1	+	NA	NONE	4
chr11	76750571	76750721	id-18990	1.21e-06	-	AGTGCTAAGAAACTCACGCCCACCAGGAGGCAGGC	Upstream_CTCF	39
chr11	76757212	76757362	id-18991	3.11e-10	+	CGGCTCATGCGGCCCGCGGCCGCCAGGGGGCACGC	V_CTCF_BR	40
chr11	76758083	76758233	id-18992	9.84e-06	+	CTGCAAATTTCCAAATCTCTCCCTAGAGGGCAGTA	UpstreamP1_CTCF	39
chr11	76758847	76758997	id-18993	2.93e-08	+	ATGTAATGAGCAGTGAGGACCACCAGAGGTCACTA	UpstreamP1_CTCF	40
chr11	76774057	76774207	id-18994	1	+	NA	NONE	36
chr11	76777705	76777855	id-18995	8.13e-06	+	CCGGTAGAGGCGGTGGGTGCCGCTAGGGGCCCCAA	Upstream_CTCF	37
chr11	76778070	76778220	id-18996	3.97e-07	+	TGGACCCGCGGCGGCTCGGCCGGTAGGAGGCGGGC	V_CTCF_BR	35
chr11	76784375	76784525	id-18997	2.53e-05	-	AGCAGGAGGGAGTGTAGGGACAGCAGGAGCCGCTG	V_CTCF_BR	37
chr11	76802303	76802453	id-18998	7.42e-09	-	GCGGTCCTACCACAGGCGGCCAGCAGAGGGTGGCA	V_CTCF_BR	40
chr11	76805903	76806053	id-18999	1.47e-05	+	CCTCTGAGGTATCCCTTGGCCATCAGAGGGAGCAG	V_CTCF_BR	15
chr11	76812312	76812462	id-19000	6.84e-06	-	TGGGAGGCTTCCCTTTCCTCCACATGGGGGAGCTG	V_CTCF_BR	40
chr11	76814124	76814274	id-19001	2.18e-07	-	CATCCGAGTCCTCCTTGCGCCAGAAGATGGCAGTG	V_CTCF_BR	1
chr11	76815564	76815714	id-19002	1	+	NA	NONE	4
chr11	76819235	76819385	id-19003	7.11e-06	-	ATGGCTCTCTTTTCCCTGCCCACTGGGAGGAGCTC	Upstream_CTCF	12
chr11	76823779	76823929	id-19004	4.7e-06	-	TGGGCCTCCCACCCACCTGCCTGCTGCTGGCACCT	V_CTCF_BR	2
chr11	76824672	76824822	id-19005	1.08e-08	-	GGTGGTGGAGACTCAGTGGCCACCAGGGGGCTGGC	V_CTCF_BR	40
chr11	76826272	76826422	id-19006	6.49e-06	+	ACTGCAATTCCCATCCCATCCTGTAGGTCCCGTGC	Upstream_CTCF	40
chr11	76832606	76832756	id-19007	3.24e-06	+	TTAGGAATCACCCATAACGCCAGCAGGGGGCTTGG	Upstream_CTCF	2
chr11	76838316	76838466	id-19008	1	+	NA	NONE	37
chr11	76883112	76883262	id-19009	5.41e-06	+	CGCGCTTGCCCACAGGTTTCCAGAAGGCGGCACCA	Upstream_CTCF	4
chr11	76899499	76899649	id-19010	9.49e-08	-	ACACATGACGATGCAGTGTCCGCCAGGGGGCACTC	V_CTCF_BR	40
chr11	76901914	76902064	id-19011	1.59e-06	-	CAAGGGTGAATAGCCCCGGCAAGTAGGTGGCAGCA	V_CTCF_BR	7
chr11	76903206	76903356	id-19012	1.1e-06	+	TGGCCACCAACCTCATCTACCAGCAGGTGGTGCGA	V_CTCF_BR	38
chr11	76906905	76907055	id-19013	2.83e-07	+	CTGAGGCTTCTCCTCTCGGCCTGCAGATGGCTGTC	V_CTCF_BR	40
chr11	76909749	76909899	id-19014	1.47e-05	-	AAAGCCCAAGCCCATCCCTCCACTAGGAGGTGCCA	V_CTCF_BR	40
chr11	76913770	76913920	id-19015	9.66e-05	+	GAGGCGTTGTGCACTGAGCTCTACAGGGGGCGCAG	Upstream_CTCF	0
chr11	76916603	76916753	id-19016	4.11e-07	+	AAGCCCTGAGGTACAGCGGCCACCAGGGGCAGGGA	UpstreamP1_CTCF	3
chr11	77056860	77057010	id-19017	4.03e-06	-	CTGCTGCTGCCAGCAGTGACCACTGTGTGGTTCGT	UpstreamP1_CTCF	6
chr11	77081426	77081576	id-19018	2.19e-05	-	ATTTAATTCTACCTTTGAAACAGTAGGGGCAGCCT	UpstreamP1_CTCF	24
chr11	77099846	77099996	id-19019	1.17e-05	-	AAGAAGATTCCAGTCTGAAACAGCAGATGGAAGCA	V_CTCF_BR	1
chr11	77111925	77112075	id-19020	2.67e-06	+	AGGGTCATACAGCTAGTGGGCAGCAGAGGCAGGAA	Upstream_CTCF	19
chr11	77122927	77123077	id-19021	2.1e-05	+	GTGCAGCACGCTCGCGCTCTCGCAGGGCGGCAGCG	UpstreamP1_CTCF	30
chr11	77125023	77125173	id-19022	1	+	NA	NONE	9
chr11	77182710	77182860	id-19023	1	+	NA	NONE	38
chr11	77185027	77185177	id-19024	4.68e-07	+	CCTTCGGCTCCGGCTGCAGCCGCGGGAGGGCAGCC	V_CTCF_BR	36
chr11	77219204	77219354	id-19025	6.18e-07	-	CATGTAATTCCCAAGGCAGCCTGTGGAGGTAGGCA	Upstream_CTCF	23
chr11	77235527	77235677	id-19026	3.28e-05	-	CCTCCCCTACACAGAGAACACAGAAGAGGGCAGGC	V_CTCF_BR	20
chr11	77242099	77242249	id-19027	1.14e-06	-	AGGCAATCTGGAAATACAGCCAGTAGGGGGAAAAG	UpstreamP1_CTCF	12
chr11	77259428	77259578	id-19028	6.05e-06	-	TCTCTTTTCCATAAGTAAGCCTCTAGGTGGCAGTC	V_CTCF_BR	40
chr11	77268708	77268858	id-19029	5.51e-07	-	CTTGGCCTGGCCCAAAATGCCACAAGATGGCAGCA	V_CTCF_BR	39
chr11	77300527	77300677	id-19030	1.18e-05	-	GTGCTGCGGCCCTTGCGCCCCTGCGGGCGGTGACA	UpstreamP1_CTCF	8
chr11	77301544	77301694	id-19031	6.84e-06	-	AAAAAGGTGATGAGTGCAGCCAGCAGGTGGATACG	V_CTCF_BR	25
chr11	77330759	77330909	id-19032	1.04e-07	-	GAGGAAAAAGCAATTCTTACCAGCAGAGGGCACTA	V_CTCF_BR	40
chr11	77348761	77348911	id-19033	3.03e-05	+	CGTGCACCACACCGCCCGCCCTGGAAGAGGCAGTC	Upstream_CTCF	24
chr11	77487614	77487764	id-19034	1.73e-05	+	CCAAAGTTATCACTATTCACCAGCAGATGGTGATC	V_CTCF_BR	36
chr11	77500197	77500347	id-19035	4.99e-07	+	TCTGCAATTCTAGCTAGCCACGGGAGAGGGCCTCA	Upstream_CTCF	0
chr11	77500914	77501064	id-19036	4.7e-06	-	GGGCCAGCCACTCCCAAGGCCTGCAGGTGGCGTCT	V_CTCF_BR	7
chr11	77530483	77530633	id-19037	2.96e-05	-	GTGCTCCTTCCACATAAGGCCACCGCGCGGGTGCA	UpstreamP1_CTCF	31
chr11	77531773	77531923	id-19038	2.84e-05	+	TGGCAAGGCAACCTTACAGACGACAGGAGGCGCTC	UpstreamP1_CTCF	40
chr11	77590288	77590438	id-19039	3.22e-05	-	TGGCTCTGTGCCACAGTGAGCCCAAGGGGAAGGTG	UpstreamP1_CTCF	18
chr11	77706140	77706290	id-19040	1	+	NA	NONE	11
chr11	77711286	77711436	id-19041	1.55e-08	-	CTGTGCTCCTTGTGAATGTCCACCAGAGGGCACCC	V_CTCF_BR	40
chr11	77723069	77723219	id-19042	2.96e-05	+	TTCTCCTGCCTCAGCCTCCCAGGTAGAGGGCACTA	V_CTCF_BR	19
chr11	77734538	77734688	id-19043	8.9e-05	-	TTGCAGTGAGCCTGATCCGCCACTGCACTTCAGCC	UpstreamP1_CTCF	5
chr11	77745903	77746053	id-19044	2.81e-05	-	CTCAGGCTACATATGGTGGCAAGATGGTGGCGGTA	V_CTCF_BR	13
chr11	77755137	77755287	id-19045	1.83e-05	+	AGCCCACACCCCAAAACAGGGAGTAGAGGGCGCTG	V_CTCF_BR	2
chr11	77757343	77757493	id-19046	4.27e-13	-	CCCGCCGTCGCGGCTCCGGCCAGCAGAGGGCGCTG	V_CTCF_BR	40
chr11	77788229	77788379	id-19047	1	+	NA	NONE	1
chr11	77791096	77791246	id-19048	4.88e-05	-	GATGAAAAGATAAATCTTTCCAGAAGGGGCAGGGG	Upstream_CTCF	17
chr11	77801594	77801744	id-19049	1	+	NA	NONE	2
chr11	77816014	77816164	id-19050	1.16e-05	-	CCTGTTTCCCTGACTGCCACCACTAGGCAGCTCCC	Upstream_CTCF	29
chr11	77849857	77850007	id-19051	1	+	NA	NONE	33
chr11	77860857	77861007	id-19052	5.98e-05	+	AGCCAGGATTCAACCCAGCCCATCAGATGGCAGCA	UpstreamP1_CTCF	37
chr11	77885297	77885447	id-19053	2.19e-05	-	TTGACCTGCCTGAGGACTTCCAGGAGATGGGGCTG	UpstreamP1_CTCF	0
chr11	77890884	77891034	id-19054	7.11e-06	-	GGTGGAATGCTGGGTGCTGCCAGAGGGGGTTGTGC	Upstream_CTCF	5
chr11	77939541	77939691	id-19055	2.2e-07	+	TTGTTATTTACAGATGTGGCCACCAGATGGTGTTA	UpstreamP1_CTCF	40
chr11	77978437	77978587	id-19056	9.88e-07	+	TGTGCACTTTTAGAAATGGACACATGGGGCGGCCA	Upstream_CTCF	0
chr11	78061930	78062080	id-19057	5.13e-05	-	CCTCCCAGGACAGAAGTGGACACAAGGGGGAATGT	V_CTCF_BR	15
chr11	78125390	78125540	id-19058	1.84e-06	+	ACAACTTTCTTCAAGTTAGCCACTAGGGGGTAGTC	V_CTCF_BR	40
chr11	78127882	78128032	id-19059	8.21e-05	-	AGATCGAGGCTCTCCGCGGCCAGGTGTTGCCAACC	V_CTCF_BR	12
chr11	78128900	78129050	id-19060	3.73e-06	-	GCTGCAGCTGCTCCCCCGGCGGCCGGGCGGAGAGT	Upstream_CTCF	23
chr11	78129118	78129268	id-19061	8.97e-05	-	CGCGCAGTCCCTTCCCCTCACACCCGCCAGCGCCA	Upstream_CTCF	15
chr11	78131477	78131627	id-19062	1.16e-05	-	ATTGTCACCCCAACTGGTTCCGATAGATGGCGCCT	Upstream_CTCF	40
chr11	78143374	78143524	id-19063	3.88e-06	-	GAGATGGTGCCATTGCACTCCAGCGGGGGGCAGCA	V_CTCF_BR	40
chr11	78275578	78275728	id-19064	8.81e-07	-	AGGTTTTGTAGGCTTTTGGCCACTAGGTGGTGGTA	V_CTCF_BR	40
chr11	78297615	78297765	id-19065	4.98e-09	-	TTGCAATTTATATATGTTACCACCAGGTGGCAGGA	UpstreamP1_CTCF	39
chr11	78326906	78327056	id-19066	1.1e-06	-	GAAAAATCCTTTCACGCTTCCACCAGGGGGAGGAA	V_CTCF_BR	29
chr11	78341763	78341913	id-19067	1	+	NA	NONE	26
chr11	78356369	78356519	id-19068	5.47e-10	+	CTGCAGTGTGCACAGTTGGCCGGTAGATGGCAGCT	UpstreamP1_CTCF	40
chr11	78357768	78357918	id-19069	3.09e-07	+	GGGAAAGTGTGACAGGTGGCCACTAGGTGGCGTTA	V_CTCF_BR	40
chr11	78397077	78397227	id-19070	1.01e-05	-	TGTGCAGCACTCATTCCTTCCTCCAGGGTATGGAG	Upstream_CTCF	19
chr11	78426892	78427042	id-19071	4.17e-05	+	GCTGCAGCGCCACCTGTCTGCAGAACAGAGCTGCA	Upstream_CTCF	40
chr11	78453593	78453743	id-19072	1	+	NA	NONE	5
chr11	78460482	78460632	id-19073	4.43e-05	-	TAGACAGCCTTCAGGAAGCCCTCAAGAGGGCGAGC	V_CTCF_BR	2
chr11	78470208	78470358	id-19074	1	+	NA	NONE	5
chr11	78509738	78509888	id-19075	2.05e-09	+	ACTGCCCTCTCCTCCTTGGCCACCAGGGGGCCTCC	Upstream_CTCF	40
chr11	78512675	78512825	id-19076	1	+	NA	NONE	8
chr11	78523738	78523888	id-19077	1	+	NA	NONE	10
chr11	78543386	78543536	id-19078	3.29e-05	+	CTTGCACTGCCTTTGTCTCCCTTTTGGGAGCAGCA	Upstream_CTCF	27
chr11	78549592	78549742	id-19079	2.81e-05	+	GAGGTTGAAAATGAAAATTCCTCTAGGGGGCAGGC	V_CTCF_BR	16
chr11	78614313	78614463	id-19080	1.22e-08	+	GGCAGGCTCCTGGGCGCCGCCGGCAGGGGGCTCTC	V_CTCF_BR	11
chr11	78627926	78628076	id-19081	1	+	NA	NONE	32
chr11	78672337	78672487	id-19082	7.1e-07	-	AGGTGCTTGCCCTCTCTGTCCAGCAGAGGCCAGTC	UpstreamP1_CTCF	39
chr11	78757086	78757236	id-19083	1	+	NA	NONE	6
chr11	78763686	78763836	id-19084	2.17e-08	-	GCTGCCATTGGCTGAGAGGCCAGCAGATGGCGACC	Upstream_CTCF	36
chr11	78767354	78767504	id-19085	6.49e-06	+	GTTGTGTTAGTATGTGCTGCCACCAGGGAGAGTCA	Upstream_CTCF	28
chr11	78774346	78774496	id-19086	1.67e-07	+	CTACATTTGAAGCTAGAAGCCAGCAGGGGGCACTG	V_CTCF_BR	40
chr11	78787693	78787843	id-19087	3.42e-08	-	GATCCCCTGATCACCATCACCACCAGGGGGCTCCC	V_CTCF_BR	40
chr11	78799227	78799377	id-19088	5.96e-07	-	CAATCTGGACCATTGCCGGCCAGCAGAGGCCAGGC	V_CTCF_BR	24
chr11	78811258	78811408	id-19089	8.17e-09	-	CTGTAGTTACCCAGATCTGCCACTGGATGTCAGTG	UpstreamP1_CTCF	40
chr11	78863677	78863827	id-19090	1.16e-05	-	TTTGCATATCCATTGGACATCAGTAGAGGGCTGCC	Upstream_CTCF	1
chr11	78870821	78870971	id-19091	8.16e-07	-	AACTGAATATGAGCTTTGGCCAGCAGGTGGTGGAA	V_CTCF_BR	35
chr11	78871968	78872118	id-19092	2.27e-06	-	AAAAAGGGCCATGCTTTAGCCAGTAGGTGGTGGAA	V_CTCF_BR	26
chr11	78884692	78884842	id-19093	8.23e-05	-	TTGCTATACCCTTGGGTTGCCAGCAGCTCTGCACC	UpstreamP1_CTCF	6
chr11	78918131	78918281	id-19094	8.13e-06	+	CAGGCTGCCTGCAAGTTCACCTCCAGGGGGACCTG	Upstream_CTCF	12
chr11	78938911	78939061	id-19095	3.5e-05	+	TAGCATTGTCCTTCTAAACCCAGTGGGTGGGGAAA	UpstreamP1_CTCF	12
chr11	78970994	78971144	id-19096	1.56e-06	+	GAGCACTGCCACCTGGAGGGCTGTGGGTGGTGGAG	UpstreamP1_CTCF	33
chr11	78981114	78981264	id-19097	8.89e-06	-	GGAGCTAAGCCTCAAGGCTCCTGCAGGTGGCCAGG	Upstream_CTCF	14
chr11	79067028	79067178	id-19098	1.04e-05	-	TGACCACTGATGAGATCCACCACTGGGTGGCTCAC	V_CTCF_BR	9
chr11	79082289	79082439	id-19099	1.3e-07	+	CAGCAATTCCCACTCAGGCCCATTAGGAGGCACTG	UpstreamP1_CTCF	23
chr11	79104787	79104937	id-19100	3.24e-06	+	GATGCAGTGCGTGCTACAGTCAGCAGGAGTCTGGA	Upstream_CTCF	17
chr11	79111893	79112043	id-19101	1.9e-06	+	CATGCCATGACCTAGGTGTCAGGCAGGGGGCACTC	Upstream_CTCF	40
chr11	79124438	79124588	id-19102	7.84e-05	-	TCTCATGTCTGCTGACCAATCAGTAGGAGGAGCTG	V_CTCF_BR	13
chr11	79141455	79141605	id-19103	1.72e-06	-	ATTGTAGGATCATCACTCTCCAGAAGAGGGAGAGT	Upstream_CTCF	15
chr11	79151025	79151175	id-19104	4.88e-05	-	CTGCCCTGCGGGGCAAGTGCCGGCTGCAGCAGCCC	UpstreamP1_CTCF	14
chr11	79152118	79152268	id-19105	1	+	NA	NONE	29
chr11	79152871	79153021	id-19106	9.71e-06	-	CTCGCACTAAGTCCTTTAGCCAGCAGGCAGCAGGG	Upstream_CTCF	13
chr11	79172203	79172353	id-19107	3.05e-07	+	AGAGTAGTGTTCATTTTTGCCTCCAGTGGGCACTG	Upstream_CTCF	40
chr11	79204708	79204858	id-19108	1.04e-07	-	CGGGCTTGGCTAAAGCCTACCACAAGGGGGAGCCC	V_CTCF_BR	40
chr11	79289549	79289699	id-19109	6.43e-06	-	CTCAGGCTGGGCACAATGTCCTGTAGATGGCAGAT	V_CTCF_BR	9
chr11	79321856	79322006	id-19110	8.98e-06	-	ATGCGAATGCACCAGCTCTCCAGCAGGAGGCCAGG	UpstreamP1_CTCF	28
chr11	79419472	79419622	id-19111	8.21e-05	+	CCAACTTTGTTACGTTATGTCAGTAGAGGGTGCTG	V_CTCF_BR	37
chr11	79473416	79473566	id-19112	2.27e-05	+	TCCAATAAAGGTGGTGTGACCACTTGGTGGAGATG	V_CTCF_BR	15
chr11	79506343	79506493	id-19113	1	+	NA	NONE	3
chr11	79661297	79661447	id-19114	7.27e-06	+	TACTCAAGCTCCTACTTGGCCAATAGGAGGCACCA	V_CTCF_BR	6
chr11	79664796	79664946	id-19115	1	+	NA	NONE	16
chr11	79686763	79686913	id-19116	1	+	NA	NONE	1
chr11	79747769	79747919	id-19117	1	+	NA	NONE	7
chr11	79818590	79818740	id-19118	3.88e-06	-	ATGAATAGGAGTTATTCAGACAGCAGGGGGAGGAA	V_CTCF_BR	18
chr11	79848138	79848288	id-19119	2.66e-05	-	GTAACAGATGATTCATGGTACAGTAGATGGAGGCC	V_CTCF_BR	5
chr11	79866588	79866738	id-19120	2.78e-06	-	CCTTTGGTGTCTAAAAGAACCGCTAGATGGCACTG	V_CTCF_BR	40
chr11	79875764	79875914	id-19121	5.74e-05	+	TTATATTTGTCTACATCCTCCACTAGATGGGACTA	UpstreamP1_CTCF	7
chr11	80031940	80032090	id-19122	6.46e-07	-	ATGCCTAGCACAGTGCTAGTCACCAGGTGGCACTA	V_CTCF_BR	35
chr11	80033638	80033788	id-19123	4.01e-05	-	AAATGAATTATTCAAGTTCACACTAGGTGGCAGAG	V_CTCF_BR	1
chr11	80094862	80095012	id-19124	8.13e-06	+	AACACATTGCCAGACACCTCCAGCAGGGGGGACCC	Upstream_CTCF	10
chr11	80213687	80213837	id-19125	1	+	NA	NONE	6
chr11	80438505	80438655	id-19126	6.51e-05	+	TGCTGCCAACAATCTCTCACCAGCAGAGGGACCAA	V_CTCF_BR	32
chr11	80545979	80546129	id-19127	6.49e-06	+	GTTGAGGTTTCATCCATGTCCAGCAGGGGCTCTGG	Upstream_CTCF	7
chr11	80674668	80674818	id-19128	6.43e-06	-	AAAGGAATGAAAGAGTTGACCTGCAGATGGTGCAA	V_CTCF_BR	15
chr11	80713581	80713731	id-19129	1	+	NA	NONE	2
chr11	80718214	80718364	id-19130	7.27e-06	-	CCATGATTTTAAATTTTAGACACAAGGTGGCACTA	V_CTCF_BR	27
chr11	80876331	80876481	id-19131	3.91e-06	-	AAAGCTTCACTTGCCTTTTCCACTGGGAGGCAGCA	Upstream_CTCF	14
chr11	80948284	80948434	id-19132	3.4e-06	-	GCTACTTGAGTAATTCAGGCCACCAGATGTCACTA	V_CTCF_BR	32
chr11	81131788	81131938	id-19133	2.31e-06	+	GCTGAAAAGTCCTATGAGGCCTGCAGGGGGAGAGC	Upstream_CTCF	12
chr11	81155471	81155621	id-19134	7.17e-05	-	GCTGTTGTCTGCTCAACCACCACTGAGTGTCACTG	Upstream_CTCF	18
chr11	81208366	81208516	id-19135	6.73e-07	-	TTTAATTACCAAGGACTGTCCACTAGGTGGCACTA	UpstreamP1_CTCF	40
chr11	81281194	81281344	id-19136	9.71e-06	+	GATTGTGCTCTTATAGTTACCACCAGGTGGCCTCT	Upstream_CTCF	12
chr11	81281818	81281968	id-19137	8.34e-07	-	CAGCATTTCCCCACATGTAACTCTAGGGGGACCGA	UpstreamP1_CTCF	7
chr11	81355391	81355541	id-19138	7.62e-07	+	TAAGAATTACTCTTCTTTACCACCAGGTGGCTCAC	Upstream_CTCF	39
chr11	81369866	81370016	id-19139	8.52e-08	+	GTGTAATTCCAGCTGCATACCTGTAGATGGCACTT	UpstreamP1_CTCF	39
chr11	81419052	81419202	id-19140	6.43e-06	+	ATCACCCTATGGTCTCTCACCACTAGTAGGCAGCA	V_CTCF_BR	26
chr11	81498641	81498791	id-19141	6.82e-05	+	TTTGTGTACTTGGCATTTTTCAACAGAGGGCAGCA	V_CTCF_BR	22
chr11	81538182	81538332	id-19142	1	+	NA	NONE	2
chr11	81550201	81550351	id-19143	5.3e-05	+	GTGAATGGTGCAGTACAAGCCTCTAGGTGGCTACT	UpstreamP1_CTCF	7
chr11	81674185	81674335	id-19144	3.88e-06	-	AAACAGAGACCAGGAATTACCAGTAGGTGGCAATA	V_CTCF_BR	26
chr11	81745600	81745750	id-19145	1	+	NA	NONE	8
chr11	81749310	81749460	id-19146	1.24e-05	-	TGACCCAATCTAGAGACTGCCACATGGTGGCAACA	V_CTCF_BR	20
chr11	81885777	81885927	id-19147	8.91e-07	+	CATGCCATAACAAGCGCCACCACTAGGTGTACCTC	Upstream_CTCF	31
chr11	81937108	81937258	id-19148	1	+	NA	NONE	16
chr11	81940507	81940657	id-19149	1.73e-05	-	GTTGTAGAAAGTCAAACAGCCCCTAGAGGTCACCA	V_CTCF_BR	35
chr11	82026257	82026407	id-19150	7.73e-06	+	TGCCCAGGACCCAGACTGTCCACTGGGTGGTGCAC	V_CTCF_BR	26
chr11	82095456	82095606	id-19151	7.55e-07	-	AGGCCCTAGGACTCTACAACCAGCAGGTGGCAAAG	V_CTCF_BR	3
chr11	82206078	82206228	id-19152	5.12e-06	+	GTGTGGTTCAACCTATGAGTCAATAGGTGGCACTC	UpstreamP1_CTCF	24
chr11	82234233	82234383	id-19153	6.49e-06	-	GCTGTAGGCAGCACAGGGCCCCACAGATGGCGTCA	Upstream_CTCF	12
chr11	82387656	82387806	id-19154	3.31e-06	+	TTGTAATGCCTGCTTCCTTCCACTAGTTGTCGTTG	UpstreamP1_CTCF	39
chr11	82393017	82393167	id-19155	1	+	NA	NONE	3
chr11	82393357	82393507	id-19156	2.6e-06	+	ATGAAAAGGATTTCTATTTCCACTAGGTGGCACTG	V_CTCF_BR	40
chr11	82406856	82407006	id-19157	8.99e-05	+	TCCCCAGAGGTGCCTGTGGGCTCCGGGTGGATGCT	V_CTCF_BR	40
chr11	82413005	82413155	id-19158	1.93e-05	-	ATGGCATAATGGCCTTTGAACAAAAGGTGGCGCTG	V_CTCF_BR	40
chr11	82429374	82429524	id-19159	5.01e-06	+	GCGTCGTTTGTATGTGCAACCACTAGATGGCTCTT	V_CTCF_BR	40
chr11	82442852	82443002	id-19160	1	+	NA	NONE	3
chr11	82444256	82444406	id-19161	4.31e-07	+	CGGCGGCCTGCGACGCCTCCCGCCGGGGGGCAGCC	V_CTCF_BR	4
chr11	82444839	82444989	id-19162	1.83e-05	+	GGCCTGGCTCGCTGCGCTGCCTCCCGGGGGAGCTC	V_CTCF_BR	1
chr11	82486882	82487032	id-19163	1.65e-07	+	CAGTGGTACACATCTCTGGGCACTAGGGGGAGGGA	UpstreamP1_CTCF	40
chr11	82529616	82529766	id-19164	1.14e-06	-	CTGCGGTTTAAAATAAATACCATTAGGGGGCAATA	UpstreamP1_CTCF	6
chr11	82575353	82575503	id-19165	4.88e-06	-	ACGTGGGTCCCACTTCTCAACAGCAGAGGGCATGC	UpstreamP1_CTCF	40
chr11	82578643	82578793	id-19166	4.31e-07	+	AATTTTAGGAAATGACACACCACCAGAGGGCGCCC	V_CTCF_BR	40
chr11	82611517	82611667	id-19167	1	+	NA	NONE	23
chr11	82612256	82612406	id-19168	1	+	NA	NONE	18
chr11	82617332	82617482	id-19169	4.14e-06	+	TTAGACTTACTTATTTGATCCACTAGAGGGCAGTA	V_CTCF_BR	37
chr11	82638434	82638584	id-19170	7.27e-06	-	TTTGATTGTTGCCAGATGGCCACTAGGGGGAGTCT	V_CTCF_BR	40
chr11	82701032	82701182	id-19171	1	+	NA	NONE	5
chr11	82712218	82712368	id-19172	1	+	NA	NONE	1
chr11	82718903	82719053	id-19173	9.71e-06	+	CTTGCTGTTTCTGTCTTCTGCACAAGCAGGTGGGG	Upstream_CTCF	12
chr11	82782840	82782990	id-19174	7.27e-06	+	GGCAATCGCAAGCCCAGCAGCAGCAGGGGGTGGAG	V_CTCF_BR	16
chr11	82795413	82795563	id-19175	3.03e-05	-	ACGGCCATAGCCATCTGTACCTCTAGGGGCCTTAT	Upstream_CTCF	3
chr11	82798188	82798338	id-19176	7.49e-05	+	GTAAATATTCATTCGGTATCCACTAGGTGTCAGAT	V_CTCF_BR	29
chr11	82800241	82800391	id-19177	4.31e-05	+	GGGCACCAAAGAGATGAGTCCTGTAGAGGGGTGAC	UpstreamP1_CTCF	23
chr11	82826727	82826877	id-19178	1.63e-05	-	ACTGACATGTGATGGGAATCCTCCAGGGGGCAAAC	Upstream_CTCF	3
chr11	82869337	82869487	id-19179	1.93e-05	+	GGGAGGAGATCTTATCCAACCTGTAGGTGGAGAAC	V_CTCF_BR	30
chr11	82906374	82906524	id-19180	3.5e-05	+	CGGTAGAATGCCACTGATTCCAGTAGGGGGTGAGT	UpstreamP1_CTCF	23
chr11	82930264	82930414	id-19181	5.17e-06	+	CCTGCCATGTGCCTGTTGACCACTAAGTGGGGCAC	Upstream_CTCF	37
chr11	82952502	82952652	id-19182	3.09e-07	+	AAGATCTTGGAAGAACGTGCCAGCAGAGGGAGCAG	V_CTCF_BR	40
chr11	82961152	82961302	id-19183	5.75e-09	-	ATGCAATCATAGGTCCTGACCAGAAGGTGGCAGGA	UpstreamP1_CTCF	40
chr11	82997483	82997633	id-19184	6.21e-05	-	AAATAGTTGGTCCTCCCGTGCACCAGAGGGTGAAG	V_CTCF_BR	39
chr11	83004112	83004262	id-19185	1.28e-06	+	AGCTTACTTGGAGCTCTTGCCACTAGGGGGAGGAT	V_CTCF_BR	40
chr11	83017564	83017714	id-19186	5.37e-06	-	CTGACCTGTCCAGGTACTGCCTGTAGGAGGCAGAT	UpstreamP1_CTCF	18
chr11	83022903	83023053	id-19187	7.49e-05	-	CATCAGATTGACATTTCTCCCAGCAGGGGGATTTC	V_CTCF_BR	3
chr11	83045350	83045500	id-19188	1	+	NA	NONE	1
chr11	83152330	83152480	id-19189	6.84e-06	+	CTCACTAGCTAGCACAAGAACAGCAGGGGGCAACC	V_CTCF_BR	6
chr11	83232817	83232967	id-19190	1	+	NA	NONE	39
chr11	83233356	83233506	id-19191	2.97e-06	-	GCACTGGATACCGCTCTGGCCACTGGGTGGAGACG	V_CTCF_BR	24
chr11	83334475	83334625	id-19192	1	+	NA	NONE	2
chr11	83382457	83382607	id-19193	3.4e-06	-	TCTGTTTTGGTGGATCTTATCACCAGAGGGAGCTC	Upstream_CTCF	18
chr11	83422264	83422414	id-19194	3.29e-05	+	GATGCTATGACCACTCTGCTCAGTAGAGGCACTAC	Upstream_CTCF	10
chr11	83435060	83435210	id-19195	1.28e-06	-	GAAAGCTAGACTCTAACATCCTCCAGGGGGCACGG	V_CTCF_BR	40
chr11	83447855	83448005	id-19196	1	+	NA	NONE	9
chr11	83512972	83513122	id-19197	6.82e-05	+	CTTTTCAGAAGGCATTTGTCCTCTAGGGGGAGAAT	V_CTCF_BR	37
chr11	83527748	83527898	id-19198	5.34e-06	-	TATATCTTTTGTATAGCAACCACTAGAGGGCAATG	V_CTCF_BR	40
chr11	83531114	83531264	id-19199	2.04e-05	-	GGGATTATTTCCTAAAAATCCACAAGATGGCAGTA	V_CTCF_BR	39
chr11	83539116	83539266	id-19200	1.38e-07	+	GTGTTTTGACAATGCATGAACACTAGATGGCACCC	UpstreamP1_CTCF	40
chr11	83547936	83548086	id-19201	4.5e-06	+	ACCTCATTCTACCTCATTGCCACTAGGTGGGAGTA	Upstream_CTCF	40
chr11	83592591	83592741	id-19202	1	+	NA	NONE	18
chr11	83656104	83656254	id-19203	1.61e-05	-	CTGGGATTATAGGCGTGCGCCACCATGTGCCACCA	UpstreamP1_CTCF	1
chr11	83667274	83667424	id-19204	1.28e-06	+	ACACCAGACCTTGCCACCACCAGAGGAGGGCAGCC	V_CTCF_BR	7
chr11	83802325	83802475	id-19205	4.14e-06	+	CTCAGATTCACATCTCCAGCCAGTAGAGGGAAAAC	V_CTCF_BR	3
chr11	83857991	83858141	id-19206	1	+	NA	NONE	11
chr11	83972864	83973014	id-19207	7.62e-07	-	AGTGTGGTATAAGAGCTCATCACCAGAGGGCAGCA	Upstream_CTCF	26
chr11	84095799	84095949	id-19208	2.05e-09	+	GCTGCAATGACTCCAGAAGCCACAAGGTGGCAGAG	Upstream_CTCF	39
chr11	84101594	84101744	id-19209	3.81e-05	+	ATGGAATGTGAAGCCTGGGCCCAAAGGGGGAGCAC	UpstreamP1_CTCF	17
chr11	84109193	84109343	id-19210	3.45e-05	+	TAATGGATTCATCAGATCACCTGCAGAGGGAGTGC	V_CTCF_BR	36
chr11	84148657	84148807	id-19211	4.14e-06	-	AGCGCCTGCCTCACCCGGACCTCCTGCTGGCAGGA	V_CTCF_BR	11
chr11	84208820	84208970	id-19212	2.01e-05	+	TCCGCATTACCTTGATCTGACAGTAGGCAGCCACA	Upstream_CTCF	5
chr11	84235620	84235770	id-19213	2.44e-07	-	CTTTCATTTCTATCTCTTGCCACTAGATGGTGGAA	Upstream_CTCF	40
chr11	84237441	84237591	id-19214	1	+	NA	NONE	11
chr11	84254549	84254699	id-19215	1.17e-05	-	AGTAACTCCTATGTGGCAGGCACTAGAGGTCAGCA	V_CTCF_BR	5
chr11	84269249	84269399	id-19216	1.01e-08	+	GTGCAGCATTCACTGTCAGCCACAAGGTGGCAAGC	UpstreamP1_CTCF	40
chr11	84275756	84275906	id-19217	4.7e-10	-	ACTGTAGTTCAGGTAGCTGACACCAGGTGGCAGCA	Upstream_CTCF	39
chr11	84353653	84353803	id-19218	5.28e-05	+	CCTGCTGTGCTACCTGTAAACCACAGCTAGAGGTT	Upstream_CTCF	9
chr11	84425465	84425615	id-19219	2.38e-07	-	ATGGGTTGTGGGCTCCCAGCCTCCAGAGGGTGCTC	V_CTCF_BR	36
chr11	84433748	84433898	id-19220	6.43e-06	+	TGAGTTACACCTGGTTCTAACTGTAGAGGGCAGCC	V_CTCF_BR	16
chr11	84491860	84492010	id-19221	7.49e-07	+	ATGCCATTATAGTTTTTTCCCACTAGATGGCAACT	UpstreamP1_CTCF	38
chr11	84511931	84512081	id-19222	1	+	NA	NONE	34
chr11	84610873	84611023	id-19223	2.1e-05	+	CTGCAATAACTGAGTAAGACCACTGGGGTACCATT	UpstreamP1_CTCF	36
chr11	84658243	84658393	id-19224	2.55e-06	+	TGTGTTGTTCCTTCTGGCAGGGGTAGGGGGCGATC	Upstream_CTCF	8
chr11	84674406	84674556	id-19225	1	+	NA	NONE	8
chr11	84704576	84704726	id-19226	3.88e-07	-	CTGCTGACCCTCCTCCCCGACAGTAGGAGGCAGTG	UpstreamP1_CTCF	35
chr11	84891700	84891850	id-19227	9.41e-05	-	GTATAAGTGAGAGATTTAGTCTGTAGGTGGCAATC	V_CTCF_BR	10
chr11	84893889	84894039	id-19228	1.69e-05	-	ATGCATCGACTCTGTCAGGCCACTAGGGTGTCATT	UpstreamP1_CTCF	36
chr11	85175458	85175608	id-19229	9.25e-06	+	TCCCTGTGAGCTTAGTCCACCTCTGGGTGGAGCCA	V_CTCF_BR	11
chr11	85195040	85195190	id-19230	1	+	NA	NONE	40
chr11	85251795	85251945	id-19231	3.63e-05	-	TGGTGCCTGGCTGCTCAAACCCCTAGGGGGAGCAT	V_CTCF_BR	20
chr11	85302008	85302158	id-19232	4.44e-06	-	ATTTACTGCAAGATTTATGTCACCAGATGGCACCA	UpstreamP1_CTCF	30
chr11	85306443	85306593	id-19233	1.47e-05	+	AAATGTTTCCTTAGTATTACCACAAGATGTCACCC	V_CTCF_BR	38
chr11	85375232	85375382	id-19234	3.56e-06	-	GCGGCAGCGGTAACGACAACAACCAGGCGGCGACA	Upstream_CTCF	40
chr11	85375644	85375794	id-19235	1.97e-06	-	GACGAAGGAGAGTTGGAAGCCGGGAGGGGGAGCCG	V_CTCF_BR	17
chr11	85405539	85405689	id-19236	1.48e-06	+	AACTGAATTGTACCTATGGCCAGTGGGTGGCACTA	V_CTCF_BR	39
chr11	85406406	85406556	id-19237	1	+	NA	NONE	21
chr11	85436677	85436827	id-19238	7.44e-05	+	GGTGAAGTTCCAGTTGCTTCCTTCAGGAGTTTGTC	Upstream_CTCF	21
chr11	85520955	85521105	id-19239	2.33e-07	+	TGGCTGCTCCATCCAGCAGACAGCAGGGGTCACCA	UpstreamP1_CTCF	38
chr11	85522160	85522310	id-19240	1.48e-06	+	TCCCTCCCCGCTACCCCCGCCCCCGGCGGGCGGTG	V_CTCF_BR	6
chr11	85537245	85537395	id-19241	3e-06	-	CAGCCACTCCCAGCTGCAGCCACTAGATGTCTTCC	UpstreamP1_CTCF	40
chr11	85555089	85555239	id-19242	1	+	NA	NONE	16
chr11	85566037	85566187	id-19243	1	+	NA	NONE	36
chr11	85652516	85652666	id-19244	5.2e-08	+	CAGCAATTCCAGAAAATGCCCAAGAGGTGGCAGGA	UpstreamP1_CTCF	40
chr11	85657390	85657540	id-19245	5.7e-05	+	GTTGTACCACTGTGAACTTCCTATGGGTGTCACTC	Upstream_CTCF	13
chr11	85753044	85753194	id-19246	6.46e-07	+	GGTAAACTCTGCATTCCTACCACTAGATGGCAGAC	V_CTCF_BR	40
chr11	85814871	85815021	id-19247	1	+	NA	NONE	1
chr11	85827027	85827177	id-19248	1.06e-05	+	ATAGCAAATGCCTCTGCTGCCAGTAGAGGGGCAAC	Upstream_CTCF	28
chr11	85841268	85841418	id-19249	8.9e-05	+	TTGTTGGTCTCCCCAAAGGCCACACACGGGCACCC	UpstreamP1_CTCF	2
chr11	85866256	85866406	id-19250	1	+	NA	NONE	3
chr11	85904683	85904833	id-19251	9.51e-07	-	TTAGCATGACTATAACCTGCCAGGAGAGGGAGCTC	V_CTCF_BR	40
chr11	85925880	85926030	id-19252	8.58e-06	-	CTGGATTTCCCCAGCCACACCACAAGGGGAGTCCC	UpstreamP1_CTCF	33
chr11	85929621	85929771	id-19253	8.16e-07	-	GCTTACTAGCACACGCCTACCTCCAGGGGGTGCTC	V_CTCF_BR	40
chr11	85938577	85938727	id-19254	3.09e-05	+	CAGTAAAGACAGAGAGTGGCCAGAAGAGGGACTAT	UpstreamP1_CTCF	5
chr11	85941320	85941470	id-19255	5.41e-06	-	ATTGCAGGGAAGGAGCTTTCCACTGGGAGGAGGAA	Upstream_CTCF	16
chr11	85972521	85972671	id-19256	2.86e-06	+	TGGCTTTTTCCCCATGGCTCCACCAGGTGTTGCTG	UpstreamP1_CTCF	10
chr11	85985663	85985813	id-19257	2.68e-05	-	CCCAGAGTGTAAATGGAGACCACTAGGGGGGGCAG	Upstream_CTCF	33
chr11	85986994	85987144	id-19258	1	+	NA	NONE	15
chr11	86002950	86003100	id-19259	4.99e-07	-	ACAGAATTTTGCCAACTCTCCAGCAGGGGGTGCCC	Upstream_CTCF	40
chr11	86066397	86066547	id-19260	3.11e-05	+	CTAGTCAGGCATGAGCAGGTCAGGAGAGGGCGTCG	V_CTCF_BR	4
chr11	86071935	86072085	id-19261	7.82e-06	+	GTATAGTCATCTTCTTTCACCACCAGATGGTGCTT	UpstreamP1_CTCF	36
chr11	86106300	86106450	id-19262	6.21e-05	+	AACCTTGCTCTGTTGCTGTCCTCTAGAGGCCTGGC	V_CTCF_BR	14
chr11	86120007	86120157	id-19263	2.97e-06	-	TCTTGGCCTTTAGGTACCACCACTAGAGGGATCTA	V_CTCF_BR	36
chr11	86130081	86130231	id-19264	4.65e-06	-	GTGTTACAGGTACCAACGACCACTGGGTGTCAGGA	UpstreamP1_CTCF	37
chr11	86164456	86164606	id-19265	5.28e-05	+	TGGGCTCTGCCAATAGTAGGTGCTAGAGGGAGACA	Upstream_CTCF	31
chr11	86167250	86167400	id-19266	2.89e-09	+	GGGTTGCGCAAAGCATTTGCCACCAGATGGCGCCA	V_CTCF_BR	40
chr11	86170760	86170910	id-19267	1	+	NA	NONE	14
chr11	86171603	86171753	id-19268	1	+	NA	NONE	12
chr11	86198818	86198968	id-19269	8.02e-08	+	CAGCATCTCTGGCCTCTAGCCACTAGATGCCAGTA	UpstreamP1_CTCF	9
chr11	86203948	86204098	id-19270	1	+	NA	NONE	2
chr11	86248740	86248890	id-19271	6.46e-07	+	TAGGAGTGTTCAGGAGTGGGCTGCAGGGGGCACAC	V_CTCF_BR	32
chr11	86282688	86282838	id-19272	7.23e-07	-	AAGGCAGATCAGGGTTTCTCCACCAGGTGGCCAGA	Upstream_CTCF	40
chr11	86299608	86299758	id-19273	9.66e-05	-	GTAGCCACATTCCAAGGCTCCACTTGAGGCTGCTG	Upstream_CTCF	2
chr11	86317944	86318094	id-19274	1	+	NA	NONE	29
chr11	86319291	86319441	id-19275	1	+	NA	NONE	16
chr11	86319528	86319678	id-19276	1.51e-08	-	CAGCAGCTGCACACTTTAACCTCTAGAGGGAGCTG	UpstreamP1_CTCF	40
chr11	86343922	86344072	id-19277	2.19e-05	+	ATGCATGAGTCAGCCACCACAGCTGGATGGCAGCA	UpstreamP1_CTCF	39
chr11	86380091	86380241	id-19278	1.34e-06	+	CTGGAGGACAACAGAACAGCCAGAGGGTGGCACTC	UpstreamP1_CTCF	10
chr11	86383086	86383236	id-19279	2.78e-06	-	CTGGCGCCCCGCGCGGAGCCGAGCAGGTGGCAGCC	V_CTCF_BR	8
chr11	86387653	86387803	id-19280	8.79e-07	+	GGGTTCTTGTTCATTTCTGCCAATAGGGGGCACTA	UpstreamP1_CTCF	40
chr11	86454658	86454808	id-19281	1	+	NA	NONE	9
chr11	86460604	86460754	id-19282	2.04e-05	-	CTCTTCCCCCTGCGTGTGGTCAACAGGAGGCACTG	V_CTCF_BR	33
chr11	86492683	86492833	id-19283	9.51e-07	+	ACTATTAGCTCAATTATGTCCTCCAGGGGGCAGTG	V_CTCF_BR	19
chr11	86494908	86495058	id-19284	1.04e-06	-	ACTTGAGCTCTCCATAGGACCACCAGATGGAGACT	Upstream_CTCF	4
chr11	86510747	86510897	id-19285	1.04e-06	-	TCAGTTCTTCATCGGGGCACCAGCTGGTGGAGCCA	Upstream_CTCF	28
chr11	86513722	86513872	id-19286	1.48e-06	-	ACTGCAACAACACAGGTCTCCTCAAGAGGGCCACT	Upstream_CTCF	40
chr11	86529633	86529783	id-19287	1.41e-05	-	TAGTCATAAGTTAAATAAACCACTAGGGGGCAATC	UpstreamP1_CTCF	40
chr11	86573002	86573152	id-19288	3.4e-06	-	CCAGATGTTACAAACAATACCACAAGGGGGTGTAC	Upstream_CTCF	0
chr11	86580711	86580861	id-19289	1.1e-06	+	ACCAACTGCAATTGTCCCACCAGGAGATGGAGCCC	V_CTCF_BR	16
chr11	86581122	86581272	id-19290	1.98e-08	+	ATGATATGGCTCCATCTGACCAGCAGAGGGCAGGC	UpstreamP1_CTCF	39
chr11	86630742	86630892	id-19291	6.43e-06	-	AGACATGGCTCAAGGAGAACCACAAGGTGTCACTG	V_CTCF_BR	40
chr11	86632809	86632959	id-19292	6.43e-06	+	ACACACAGTAACCAAGTATCCAGGAGCGGGAGCTA	V_CTCF_BR	0
chr11	86650269	86650419	id-19293	2.18e-07	+	GTTGTTCTGCCTGTATTCACCACTAGGTGTCATTA	Upstream_CTCF	40
chr11	86651710	86651860	id-19294	1	+	NA	NONE	20
chr11	86664124	86664274	id-19295	1	+	NA	NONE	16
chr11	86666370	86666520	id-19296	4.31e-05	+	CAGCGCTGCGCAGCTCTCACCGCCGGAGCCCTGCG	UpstreamP1_CTCF	20
chr11	86666670	86666820	id-19297	8.21e-06	-	CAGGGCGCACTTCTCACCTGCAGAAGGGGGCAGGA	V_CTCF_BR	9
chr11	86667052	86667202	id-19298	2.6e-05	+	GGGAGCCGCCCACCTCCAGCCGCCAGCGGGGAGGC	UpstreamP1_CTCF	36
chr11	86689950	86690100	id-19299	4.11e-07	+	GTTTAGTCTTGCAGTATGACCAATAGGTGGCACCA	UpstreamP1_CTCF	39
chr11	86706472	86706622	id-19300	2.96e-05	+	TAAAATTTATGGGAGTAGTCCACTAGGTGGTGCTG	V_CTCF_BR	39
chr11	86741661	86741811	id-19301	1	+	NA	NONE	0
chr11	86748983	86749133	id-19302	3.81e-05	-	GAGGAACAGCGCGGAGAAGACAGGAGGGGGAGAGC	V_CTCF_BR	26
chr11	86797321	86797471	id-19303	2.72e-05	+	TTGCTTAGCCCCAGGCCTTCCACTGGAGGCAGCAC	UpstreamP1_CTCF	1
chr11	86807062	86807212	id-19304	2.1e-05	+	CTGCATGACCACTAAAGCACCACATGGTGTCTCCT	UpstreamP1_CTCF	33
chr11	86808656	86808806	id-19305	7.44e-05	-	CTTGTCATGCTCACTCAACACCAGAGAGGGCAGTG	Upstream_CTCF	40
chr11	86939072	86939222	id-19306	6.21e-05	-	AGAAGTATTTACACTTCATCCTATAGGTGGCACTC	V_CTCF_BR	10
chr11	86992647	86992797	id-19307	1	+	NA	NONE	27
chr11	87001462	87001612	id-19308	1.1e-05	-	TCATCTTTATTACATTGTACCAGCAGATGTCGCTA	V_CTCF_BR	37
chr11	87063897	87064047	id-19309	1.12e-09	+	CCAGTCATGCCAGATCTGGCCACTAGGTGGCACCC	Upstream_CTCF	40
chr11	87132506	87132656	id-19310	1.84e-07	-	CTAGCAGGTCATTCTTCCACCACTAGGTGTCACTG	Upstream_CTCF	40
chr11	87174664	87174814	id-19311	5.68e-06	+	GGGTTTTCTCCATTATGAGCCAGTAGGTGTCACAA	V_CTCF_BR	39
chr11	87212572	87212722	id-19312	4.41e-06	+	CCACTGCACCCCAGCCTGGGCAGCAGAGGGAGACT	V_CTCF_BR	12
chr11	87225376	87225526	id-19313	8.58e-06	+	GTGCTTCTGCCCATTGCAGTCACGAGGTGGCATGT	UpstreamP1_CTCF	3
chr11	87433754	87433904	id-19314	5.75e-09	+	CAGCAGGTCTGGCCTATACCCACTAGATGGCAGTA	UpstreamP1_CTCF	40
chr11	87454025	87454175	id-19315	5.92e-05	+	GCTTGGAATGCATCGCTTGCAGATAGGGGGCACTA	V_CTCF_BR	26
chr11	87589259	87589409	id-19316	3.16e-06	+	TGGTTATGCAGCTCAGAAAACAGCAGAGGGCAGTG	UpstreamP1_CTCF	40
chr11	87749704	87749854	id-19317	7.55e-07	+	CCTCCACCTTCCTGAGATGCCACAAGGGGGAGCAC	V_CTCF_BR	40
chr11	87836934	87837084	id-19318	1	+	NA	NONE	40
chr11	87913224	87913374	id-19319	1	+	NA	NONE	15
chr11	87965169	87965319	id-19320	5.86e-07	+	ACCGTAATATGGAGCAAAGCCACTAGGTGGAACCC	Upstream_CTCF	40
chr11	88014617	88014767	id-19321	1.32e-05	-	ATTGCCCCAAATACTACCCCCAGAAGGTGGTGCTG	Upstream_CTCF	32
chr11	88022753	88022903	id-19322	2.29e-05	+	CTGAATTTCCAGTTTCCTATCACTAGGAGGACATA	UpstreamP1_CTCF	16
chr11	88025756	88025906	id-19323	9.81e-06	-	CATACCTTTGATCTTTTCACCACATGGTGGCACAG	V_CTCF_BR	17
chr11	88070840	88070990	id-19324	3.66e-06	+	CTGCGGGCTAGCGGTGAGTCCACCACGAGGCGCGC	UpstreamP1_CTCF	23
chr11	88075187	88075337	id-19325	2.96e-05	+	ACCTGTGGCTGCTTGAACCACAGCTGGGGGCGCTG	V_CTCF_BR	18
chr11	88167598	88167748	id-19326	6.48e-05	-	GTTAAGCTACTCACCGTGAAGGCAAGGGGGAGCCA	UpstreamP1_CTCF	8
chr11	88218065	88218215	id-19327	3.34e-10	+	TTGCAGTTCACCCTACTGGCCTGTAGGTGGCACTT	UpstreamP1_CTCF	40
chr11	88228157	88228307	id-19328	5.41e-07	-	CTGCAGCTATAGGAGAGGGCCACCTAAAGGCGCTG	UpstreamP1_CTCF	20
chr11	88255907	88256057	id-19329	1	+	NA	NONE	3
chr11	88277657	88277807	id-19330	8.71e-06	-	AGTGTGTGATGAACAAGGCCCCCTAGAGGGCAGCA	V_CTCF_BR	39
chr11	88285703	88285853	id-19331	2.19e-08	-	GACCAGGTCCCTTTCCTGGCCAGTAGGTGGCAGGC	V_CTCF_BR	40
chr11	88419078	88419228	id-19332	2.6e-06	-	TCGACCTCTTCTCACATCTCCACTAGGTGGTGCCC	V_CTCF_BR	20
chr11	88620088	88620238	id-19333	1.63e-05	-	CATGGAAAAGATCCCTATTCCACTAGGTGGGGCTG	Upstream_CTCF	40
chr11	88626722	88626872	id-19334	2.86e-06	-	TTGTGATACTGGTTTTCCTCCACCAGGTGCTGCTG	UpstreamP1_CTCF	11
chr11	88831180	88831330	id-19335	1.52e-09	+	TTGCAGTGACAGGCTACCACCAGAAGAGGGTAGCA	UpstreamP1_CTCF	31
chr11	88938667	88938817	id-19336	5.51e-07	+	TCCTTTGACACTATGGAGGCCAGAAGGTGGCACTG	V_CTCF_BR	24
chr11	89066989	89067139	id-19337	4.73e-07	+	AGTGTTGTACAAAATGTCAACAGCAGATGGTGCAC	Upstream_CTCF	35
chr11	89138829	89138979	id-19338	8.02e-05	-	TTTTTTTTTTCTTTTTTAACCAGTAGGTGGCCTTT	Upstream_CTCF	29
chr11	89170631	89170781	id-19339	6.84e-06	-	AAAAGAAGTACTATGCTGGCCAGCAGGAGGCATCC	V_CTCF_BR	16
chr11	89210457	89210607	id-19340	1.71e-06	+	TAATGCTGCAGCTGATCTGACAGCAGGTGGAGCTC	V_CTCF_BR	10
chr11	89232124	89232274	id-19341	1.92e-06	+	GTGAGGTTTCTTCACCCCTCCAGTAGAGGGTGCAC	UpstreamP1_CTCF	34
chr11	89318369	89318519	id-19342	1	+	NA	NONE	2
chr11	89347749	89347899	id-19343	1	+	NA	NONE	28
chr11	89348893	89349043	id-19344	9.84e-05	-	TCTATTCCAGGCAGAGGGGACAGCAGAGGCAAAGA	V_CTCF_BR	12
chr11	89350309	89350459	id-19345	1.21e-06	-	TTGTATTACCCTGACTTAGTCACCAGATGTCACTA	UpstreamP1_CTCF	25
chr11	89358510	89358660	id-19346	1.85e-05	+	TGAGGGAGTTTACGCTGGACCACAAGGGGGCCCCT	Upstream_CTCF	32
chr11	89408681	89408831	id-19347	9.38e-09	+	GTGCAATTATCAATATTGACCAGGAGATGGTACCA	UpstreamP1_CTCF	26
chr11	89846843	89846993	id-19348	3.63e-06	-	GCCTATAATAACAGAATATCCACAAGGTGGCAGTA	V_CTCF_BR	22
chr11	89882132	89882282	id-19349	8.71e-06	+	AACATCATACCTTGAACCACCACCAGATGGCTATG	V_CTCF_BR	24
chr11	89938131	89938281	id-19350	6.17e-09	+	CTGCAATCCTCCTCTCTGGCCACTAGATGGAGTGT	UpstreamP1_CTCF	40
chr11	89982839	89982989	id-19351	7.27e-06	+	AAATAAATATTGTTTCTGTCCACAAGATGGCAGAA	V_CTCF_BR	13
chr11	90021492	90021642	id-19352	2.02e-06	+	CAGAAATGTTTCTTGTGTACCAGTAGATGGCAGTC	UpstreamP1_CTCF	39
chr11	90043483	90043633	id-19353	7.02e-05	+	TGGCAGTATTGAGCTATATCCTGAAAGTGTCACTA	UpstreamP1_CTCF	5
chr11	90107269	90107419	id-19354	6.8e-06	-	AGAGGAGGAACACTATTGGCCTACAGGGGGCCTCA	Upstream_CTCF	4
chr11	90125966	90126116	id-19355	1.69e-05	+	CAGTCATACTGACACTATTCCACAAGGTGGAGAAA	UpstreamP1_CTCF	12
chr11	90168139	90168289	id-19356	1.83e-05	-	AAAATGGTCAGCCCTGCAACCAGCAGGAGGCATAA	V_CTCF_BR	23
chr11	90192700	90192850	id-19357	2.47e-07	-	CTGCTATAACTCAATGACTCCACCAGAGGTCATAG	UpstreamP1_CTCF	35
chr11	90209707	90209857	id-19358	6.39e-08	+	ATCGACCTGTGCAAAATTGCCACCAGGTGGCAGAA	V_CTCF_BR	32
chr11	90226676	90226826	id-19359	5.52e-05	+	CTGTCCTATGTGGAGTAGGCCACTAGGGACTGCAG	UpstreamP1_CTCF	6
chr11	90275383	90275533	id-19360	2.53e-05	-	AGTCTTCCTGTGTTTAGCAACACTAGATGGCACTT	V_CTCF_BR	7
chr11	90372983	90373133	id-19361	2.15e-05	+	CTGTGCAGAGCAACTGGGAACACTAGAGGGAGTTC	V_CTCF_BR	27
chr11	90409133	90409283	id-19362	2.78e-06	-	TGGCCCTCTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	4
chr11	90641363	90641513	id-19363	1.39e-05	+	GTATCAAAGACTTAGGTACCCTCTAGAGGGTGCCA	V_CTCF_BR	12
chr11	90663551	90663701	id-19364	1	+	NA	NONE	6
chr11	90681222	90681372	id-19365	2.15e-05	+	AATAACTGCTAGTTCCTTGCCTAGAGGTGGCACAA	V_CTCF_BR	6
chr11	90774914	90775064	id-19366	1.06e-05	+	GCTGAATTTGATCATTCAACCACAAGATGGCCTGC	Upstream_CTCF	11
chr11	90781212	90781362	id-19367	1	+	NA	NONE	7
chr11	90817337	90817487	id-19368	6.84e-06	-	TAGCCCTCTTCTCATAGTTCCACTAGGTGGTGCCC	V_CTCF_BR	4
chr11	90954102	90954252	id-19369	2.31e-06	+	AGGGTTACACAGGCTGTGGACACTAGGAGGCAGAA	Upstream_CTCF	11
chr11	90981485	90981635	id-19370	5.96e-07	-	CAGCTAATCTCATCGGTAAACACCAGATGGCGCTG	V_CTCF_BR	38
chr11	90994812	90994962	id-19371	1.48e-06	-	ACTGTTGTTACTTAGGCTCTCAGCAGGAGGCGCAA	Upstream_CTCF	23
chr11	91023884	91024034	id-19372	4.7e-05	+	GTGGTTTTTCCAGAAACTATCAGAAGAGGGAGAGT	Upstream_CTCF	6
chr11	91106780	91106930	id-19373	8.19e-06	-	TGGCATGAGAGGGAAGTGTCCAGCAGAGGGGGAAA	UpstreamP1_CTCF	17
chr11	91127632	91127782	id-19374	1	+	NA	NONE	3
chr11	91168958	91169108	id-19375	2.27e-05	+	ATAGAGAGAAGGTCCATTGCCACAGGGTGTCACTA	V_CTCF_BR	9
chr11	91229141	91229291	id-19376	3.22e-05	+	TTGACATTGCACAGAATTTCCAACAGGTGGTGATA	UpstreamP1_CTCF	4
chr11	91247038	91247188	id-19377	1	+	NA	NONE	22
chr11	91260697	91260847	id-19378	6.43e-06	+	CAAACTCAGCTAACTCCTACCTGCAGAGGGAGCAT	V_CTCF_BR	6
chr11	91506370	91506520	id-19379	1.84e-05	+	GGTCACTGCAGCTATATCTGCATTAGGGGGCACCC	UpstreamP1_CTCF	21
chr11	91656397	91656547	id-19380	2.43e-06	+	AGTCACCCCCTGGAGATGACCTCTAGGGGGAACAT	V_CTCF_BR	3
chr11	91665363	91665513	id-19381	4.44e-06	+	CTCCAGCTGCACTGGATGCCCTCCAGGAGGCTTGG	UpstreamP1_CTCF	5
chr11	91803303	91803453	id-19382	1	+	NA	NONE	20
chr11	91803811	91803961	id-19383	1	+	NA	NONE	12
chr11	91870071	91870221	id-19384	2.15e-05	+	TCCTGTCTGCATAGAGCAGCCACTAGGAGGCTATC	V_CTCF_BR	26
chr11	91883287	91883437	id-19385	1	+	NA	NONE	14
chr11	91885535	91885685	id-19386	1.02e-07	-	CTGCAGTCCTGAAGTGAGGCCATCTGGTGGCACAC	UpstreamP1_CTCF	20
chr11	91944870	91945020	id-19387	2.84e-05	+	CTGGGTTGCACATGCACGAACACCAGGTGGAGTCT	UpstreamP1_CTCF	35
chr11	91959288	91959438	id-19388	2.66e-05	+	GGTGAGCGCGAGGATTCCGCCAGTGGGAGTCGCTG	V_CTCF_BR	24
chr11	92045259	92045409	id-19389	6.49e-06	-	CCTGCATTATTCAAACACTCCACAAGGGAGTCCTT	Upstream_CTCF	25
chr11	92074098	92074248	id-19390	3.97e-07	+	CTTAGTCTCTGTGGCAGCACCTCTAGGGGGCAGCA	V_CTCF_BR	37
chr11	92076205	92076355	id-19391	1	+	NA	NONE	6
chr11	92121697	92121847	id-19392	5.08e-05	-	CATGCAATCCCTTATCCCTCCACAAGGAAATCCTA	Upstream_CTCF	31
chr11	92130471	92130621	id-19393	1.82e-07	-	GGGGACCCATGCGCTGCTGACAGCAGATGGCAGAA	V_CTCF_BR	10
chr11	92132997	92133147	id-19394	3.28e-05	+	GATCAAAAGGCAGATCTGGCCAACAGGAGGTGCAA	V_CTCF_BR	25
chr11	92260760	92260910	id-19395	9.66e-05	+	GTTGCTCTAAGTATCATGCTGCCTAGGGGGCAACC	Upstream_CTCF	19
chr11	92286238	92286388	id-19396	8.13e-06	-	GCAGCATTATTGTAAAAGGCCATAAGGTGGTGATA	Upstream_CTCF	29
chr11	92438107	92438257	id-19397	5.98e-05	-	AGTTAGGAACCCATGTATGCCACAAGAGGGCCTTC	UpstreamP1_CTCF	15
chr11	92468336	92468486	id-19398	8.19e-06	+	TAGCATTAACACTCTCAGGTCACTAGGGGGCTAAT	UpstreamP1_CTCF	36
chr11	92559879	92560029	id-19399	5.21e-08	-	TTGCCTGCACGGGATCTAGCCTGCAGGTGGCACAC	V_CTCF_BR	10
chr11	92588150	92588300	id-19400	5.65e-05	-	AGCCCAATGCTAACCTCAGCCACATGGAGGTGGCA	V_CTCF_BR	10
chr11	92595028	92595178	id-19401	1	+	NA	NONE	16
chr11	92616511	92616661	id-19402	2.28e-05	-	CCTGCAGGTTCCCTGTAAGCACCGAGGGGTGAGCA	Upstream_CTCF	1
chr11	92619594	92619744	id-19403	3.16e-06	-	GTGGAATTTTCAGCTTTGCCTCCTAGAGGGCAGCA	UpstreamP1_CTCF	40
chr11	92654438	92654588	id-19404	3.63e-05	-	GGAGCAAACATGTCTTTATTCACAAGGTGGCAGAA	V_CTCF_BR	1
chr11	92675257	92675407	id-19405	2.72e-06	+	ATGTATTTTCCCTTCTCTACCACTGGGAGTCGCAA	UpstreamP1_CTCF	39
chr11	92694166	92694316	id-19406	5.92e-05	+	AGGTTGATGGGTAAGGAGGTCAGTAGAGGGCTACA	V_CTCF_BR	14
chr11	92702583	92702733	id-19407	2.47e-05	+	CCAGCTGTTCCTGAGCGCACCGCTGAGGGACGCAC	Upstream_CTCF	15
chr11	92751570	92751720	id-19408	1	+	NA	NONE	25
chr11	92753966	92754116	id-19409	1	+	NA	NONE	10
chr11	92788235	92788385	id-19410	1.7e-05	-	TGTGCCAATCTGAAGAGGCCCAGAGGAGGGAGAAA	Upstream_CTCF	7
chr11	92798611	92798761	id-19411	3.22e-07	-	GAGGCTGTACCCTGCAAAGCCACAGGGTGGAGCTG	Upstream_CTCF	27
chr11	92822801	92822951	id-19412	1.28e-06	+	AGTCTCAGGCACTTTCTGGCCTGTAGATGGCAACC	V_CTCF_BR	39
chr11	92847087	92847237	id-19413	1.01e-05	-	AAAGCTGTTACTGAGAGTGCCTATAGGGGGCTTCC	Upstream_CTCF	21
chr11	92865002	92865152	id-19414	1	+	NA	NONE	29
chr11	92866785	92866935	id-19415	6.39e-05	+	AGTATAATACCAGCCATTAACACTGGGTGGCTAGT	Upstream_CTCF	7
chr11	92903244	92903394	id-19416	9.81e-06	-	ATTAGATAGCCAATCTCTGTCTCTAGAGGGCACCA	V_CTCF_BR	38
chr11	92930094	92930244	id-19417	1	+	NA	NONE	38
chr11	92958945	92959095	id-19418	1	+	NA	NONE	33
chr11	92967889	92968039	id-19419	1.93e-05	+	CTGGCACTACCCAGACTGCCCTCAGAGTGGCAGTG	Upstream_CTCF	40
chr11	92970014	92970164	id-19420	8.5e-06	-	AGAGAAAAACATGAAGTAGCCAGTAGGTGGGGCTC	Upstream_CTCF	40
chr11	92981884	92982034	id-19421	1.7e-05	-	GTAGGAACTTCCCTTTCAGACACTAGAGGGCATAT	Upstream_CTCF	37
chr11	93020809	93020959	id-19422	1.39e-05	+	GGGGAAGCAGGCACCTTCTTCACAAGGTGGCAGGA	V_CTCF_BR	2
chr11	93269478	93269628	id-19423	1	+	NA	NONE	10
chr11	93276512	93276662	id-19424	1.48e-06	-	GGGAGGATTCGGCTTCCCGGCGGCAGAGGGCGCCT	V_CTCF_BR	40
chr11	93347678	93347828	id-19425	4.01e-05	-	ACAGAGAATGCAGTAGATACCAGCTGGGGGTGGAA	V_CTCF_BR	35
chr11	93355342	93355492	id-19426	1.39e-05	-	GAAAGAGGAACCAACTTCACCTCTTGGTGGCAGAA	V_CTCF_BR	25
chr11	93358612	93358762	id-19427	6.15e-05	+	CCTTCTGTGGCCCATGGGGTCACTGGGAGCAGAGG	Upstream_CTCF	7
chr11	93381464	93381614	id-19428	1	+	NA	NONE	39
chr11	93385350	93385500	id-19429	8.08e-08	-	ACAGAAATTATAATGTCTGCCACTAGGGGGCGGAT	Upstream_CTCF	40
chr11	93427397	93427547	id-19430	6.23e-05	-	GTTTGGTACTATTAAGCATCCACTAGGGGTCCTGG	UpstreamP1_CTCF	26
chr11	93437530	93437680	id-19431	1.11e-05	-	TGAACACTACAGGCAAGCGCCACCAGAGGGGGTTT	Upstream_CTCF	28
chr11	93478202	93478352	id-19432	5.52e-05	+	CAGCATATCTCCCCTCCAGCCACAGGGTGGTTTTC	UpstreamP1_CTCF	12
chr11	93508587	93508737	id-19433	1	+	NA	NONE	35
chr11	93517273	93517423	id-19434	8.61e-08	-	GGGCCTATAAGAGGCGTGGCCGGCAGAGGGAGGGA	V_CTCF_BR	39
chr11	93517974	93518124	id-19435	1	+	NA	NONE	40
chr11	93583092	93583242	id-19436	6.46e-07	+	AGGCCATGGAGGGGTCCCCACAGTAGGGGGCGGCG	V_CTCF_BR	18
chr11	93584769	93584919	id-19437	5.34e-06	+	GAATTTCTAGCCTCACTTGCCACAAGGGGTAGCAG	V_CTCF_BR	13
chr11	93601659	93601809	id-19438	1.57e-08	+	CCTTCAGTTCCTGCTACTTCCTGAAGGGGGCACTC	Upstream_CTCF	36
chr11	93628644	93628794	id-19439	4.7e-05	+	TATTTAATACCTTGAAGACTCAACAGGGGGTGCTC	Upstream_CTCF	40
chr11	93637314	93637464	id-19440	1	+	NA	NONE	12
chr11	93654975	93655125	id-19441	5.96e-07	+	TGCTCACTCGTTGACTCTGCCAGTAGAGGGTGCTA	V_CTCF_BR	40
chr11	93769392	93769542	id-19442	1.1e-05	-	CAAGCCCCAGCCTCAGACATCAGCAGGTGGAGCTA	V_CTCF_BR	9
chr11	93810841	93810991	id-19443	8.16e-07	+	ATGCCCCAGCCTCTTGTTCCCACAAGTGGGCACCA	V_CTCF_BR	4
chr11	93840641	93840791	id-19444	8.21e-06	-	AAGTATGGGGAAGTAGTTGACACTAGAGGGTGCAA	V_CTCF_BR	28
chr11	93880875	93881025	id-19445	3.28e-05	-	TGTCAAGACAGCACTGCCCTCACCAGATGGAGGGA	V_CTCF_BR	1
chr11	93883941	93884091	id-19446	1.64e-07	+	GAAGCTGTCCCCTTCCTGGCCACTTGGAGGAACCA	Upstream_CTCF	3
chr11	93904967	93905117	id-19447	2.74e-08	+	CTCGGGGGGTGGGGGGCACCCAGTAGGTGGCGCTC	V_CTCF_BR	40
chr11	93917048	93917198	id-19448	4.38e-08	+	ACTGCTGTTCTCTCCCTGACCACAAGGCGTCGTCT	Upstream_CTCF	40
chr11	93970888	93971038	id-19449	3.97e-05	-	CCTAACTGGCAGGCACCCGCCAGCAGGGGCACACT	UpstreamP1_CTCF	20
chr11	94030488	94030638	id-19450	2.2e-06	+	CATGCTTTGGGCAGCCTTGCCTGCAGGGGGCCACT	Upstream_CTCF	4
chr11	94031451	94031601	id-19451	2.62e-07	+	AAGCAGGGAAAGGTCATCCCCAGCAGATGGAGCTG	UpstreamP1_CTCF	31
chr11	94041294	94041444	id-19452	1.43e-05	+	TGTGCAGGGACCCAACATGCACACAGAGGGAGCCA	Upstream_CTCF	3
chr11	94058970	94059120	id-19453	6.94e-09	+	GTTGGTCTTCCTCAGGTGGCCAGCAGGAGGCAGCA	Upstream_CTCF	39
chr11	94134155	94134305	id-19454	1	+	NA	NONE	18
chr11	94150671	94150821	id-19455	1.55e-05	-	TTAAAAGCTCCTACTTTTGCCACAAGGTGGTGCTT	V_CTCF_BR	40
chr11	94156864	94157014	id-19456	8.89e-06	+	GGTGCCTGACCCTGAGGGTCCAGACGATGGAGCCA	Upstream_CTCF	2
chr11	94227338	94227488	id-19457	4.65e-06	-	ATCCAGCTCCGGCACTCTGCCACCAGCCGGGAGCT	UpstreamP1_CTCF	13
chr11	94234800	94234950	id-19458	1	+	NA	NONE	8
chr11	94237973	94238123	id-19459	4.41e-06	-	ATGGAAAAGACCAACATGACCACTAGATGGAGACA	V_CTCF_BR	39
chr11	94252770	94252920	id-19460	8.34e-07	+	CTGCTTTTTAAAATAACATCCACTAGAGGTCGCAC	UpstreamP1_CTCF	39
chr11	94254985	94255135	id-19461	4.01e-05	+	TGCAGTGGATACTGTTCTGCCTCTAGGTGGCTTGA	V_CTCF_BR	40
chr11	94276952	94277102	id-19462	4.41e-06	-	AGCCACCCGCCAGCGACGCCCGCCGGAGGGAGGGA	V_CTCF_BR	17
chr11	94280067	94280217	id-19463	1.15e-06	+	TCTGCGCTTCTCCCTGGTGCCAGCAGGTTCCCCTC	Upstream_CTCF	18
chr11	94296817	94296967	id-19464	1.48e-05	-	CAGTATCTCTCGCCTCTACTCACTAGATGGTAGTA	UpstreamP1_CTCF	32
chr11	94331198	94331348	id-19465	5.92e-05	-	TGACTAACCTAAATCATGTCCACTGGGTGCCGCTA	V_CTCF_BR	29
chr11	94336359	94336509	id-19466	1.04e-06	-	GCGGCTTTTTAAAACTCGCCCAGCAGGTGACAGGA	Upstream_CTCF	25
chr11	94356402	94356552	id-19467	1.97e-06	+	GACTTCTTACCCCTTTAACCCACCAGAGGGCACAC	V_CTCF_BR	40
chr11	94370769	94370919	id-19468	3.63e-05	+	TGTGTGTGTGTATTACTGGCAGACAGAGGGCAGCG	V_CTCF_BR	6
chr11	94384037	94384187	id-19469	1.59e-06	+	AAAGGGATGGCTGCCCTGCCCAGAAGGGGGAAGGA	V_CTCF_BR	8
chr11	94440222	94440372	id-19470	1	+	NA	NONE	5
chr11	94469229	94469379	id-19471	6.19e-06	-	CTGCCATGGCCCCAGCAGACAGCAAGAGGGAGTCC	UpstreamP1_CTCF	6
chr11	94474624	94474774	id-19472	1.32e-05	+	ATTTCTATTCCTCAGTTAGCCTGTAGGTGTCTCGA	Upstream_CTCF	40
chr11	94475647	94475797	id-19473	2.53e-05	-	ATACTCATATTTATCAGTGCCTCATGGGGGCAGTC	V_CTCF_BR	4
chr11	94479884	94480034	id-19474	1	+	NA	NONE	4
chr11	94488788	94488938	id-19475	2.19e-05	-	CCTGCCTGTCTGCATGCGGCCTCTAGGAGTTTGAG	Upstream_CTCF	1
chr11	94495445	94495595	id-19476	2.4e-05	-	TCCAGACATTGCCAAATGTCCCCTAGGGGGCAAAA	V_CTCF_BR	38
chr11	94501235	94501385	id-19477	1	+	NA	NONE	23
chr11	94519797	94519947	id-19478	1.21e-06	+	TTGTAATTAACCTGTTTCAGCACTAGGTGGCTTTC	UpstreamP1_CTCF	39
chr11	94528093	94528243	id-19479	1	+	NA	NONE	9
chr11	94564980	94565130	id-19480	1	+	NA	NONE	5
chr11	94588968	94589118	id-19481	4.3e-06	+	GCTGACAGGCTGAGGAGTGCCAGTAGGGGACAGAA	Upstream_CTCF	4
chr11	94607491	94607641	id-19482	2.55e-06	-	CCTGCTCTCCCAACGAAAGCCTGAGGAGGGCCAAG	Upstream_CTCF	6
chr11	94609878	94610028	id-19483	7.78e-06	-	GTTGGTGTCAGCGTGAGGCCCACAAGGGGGGAGCC	Upstream_CTCF	32
chr11	94610788	94610938	id-19484	1	+	NA	NONE	3
chr11	94611409	94611559	id-19485	9.41e-05	-	TTTGAGGATGATAGACTCACCAAGAGAGGGAGTCC	V_CTCF_BR	5
chr11	94630550	94630700	id-19486	1.64e-06	-	TGGTCATTCCCATGATGGGCCACTAGAGGGGGCTT	Upstream_CTCF	40
chr11	94659861	94660011	id-19487	2.6e-06	+	CCAACTCAAGATCCAGAGGCCAGAGGAGGGCACTG	V_CTCF_BR	10
chr11	94701651	94701801	id-19488	4.65e-06	-	TCCCAGTCCCACTTGCATACCACTAGAGGGCAATT	UpstreamP1_CTCF	39
chr11	94703716	94703866	id-19489	9.25e-06	+	GGAAAGGCCTCCAGGTACAACTCTAGAGGGCACTG	V_CTCF_BR	24
chr11	94730689	94730839	id-19490	3.4e-06	-	ACCCCTGCCCGCCCAGAGGCCACCTGCTGGAGGGG	V_CTCF_BR	33
chr11	94770543	94770693	id-19491	3.22e-05	+	TTGCTGCTCTAGAGCGCTCCCTGCGGAGCTCGGCC	UpstreamP1_CTCF	20
chr11	94783896	94784046	id-19492	1.56e-05	-	GGAGCTCTGCTCCCTGTCCCCACTGAGAGGCGCCT	Upstream_CTCF	1
chr11	94800229	94800379	id-19493	3.86e-05	+	CCGGCCTTTCCCGGCGTCCCCACGCGGGGCGCAAC	Upstream_CTCF	40
chr11	94802947	94803097	id-19494	9.38e-09	+	TCGTAGTAGCCCCTCGCGTCCAGCAGGTGGCGAAG	UpstreamP1_CTCF	40
chr11	94823487	94823637	id-19495	1	+	NA	NONE	14
chr11	94826240	94826390	id-19496	1.22e-07	-	TCTGCAGTGTGAACTTTGTCCTGTAGGGGCTGGGC	Upstream_CTCF	38
chr11	94853043	94853193	id-19497	1	+	NA	NONE	4
chr11	94871684	94871834	id-19498	1	+	NA	NONE	35
chr11	94884262	94884412	id-19499	3.55e-08	-	GCGCACTGGTCCGAGGAGGCCAGGAGAGGGCGAAC	UpstreamP1_CTCF	31
chr11	94884735	94884885	id-19500	1	+	NA	NONE	40
chr11	94885264	94885414	id-19501	7.23e-07	+	GCTGCTGTTTGGAGAATAGACTGTAGGGGTCACTG	Upstream_CTCF	39
chr11	94887757	94887907	id-19502	6.84e-06	+	GAACCCTCCTCCAAATGCTCCTGCAGGTGGCAACA	V_CTCF_BR	39
chr11	94892031	94892181	id-19503	2.6e-07	+	CCGTCTCAACATCACTGAACCAGTAGGGGGCAGAG	V_CTCF_BR	39
chr11	94964706	94964856	id-19504	1	+	NA	NONE	23
chr11	94965569	94965719	id-19505	1	+	NA	NONE	13
chr11	95039402	95039552	id-19506	4.68e-05	-	CTTCCTGGAAGCCCTGCACCCAGCAGAGGGGGATC	UpstreamP1_CTCF	5
chr11	95096970	95097120	id-19507	7.17e-05	+	TGTCCAGGCTCCCATACCTCCCATGGGGGGCGCAG	Upstream_CTCF	6
chr11	95137457	95137607	id-19508	1	+	NA	NONE	1
chr11	95184144	95184294	id-19509	1	+	NA	NONE	3
chr11	95241075	95241225	id-19510	7.55e-07	+	AGGATTATACATGGTGTGAACACCAGGGGGCAGGA	V_CTCF_BR	26
chr11	95269656	95269806	id-19511	4.41e-06	-	AAGGGAAAGATGCATGGGAACAGAAGAGGGAGCCA	V_CTCF_BR	2
chr11	95278422	95278572	id-19512	1	+	NA	NONE	29
chr11	95311350	95311500	id-19513	1	+	NA	NONE	7
chr11	95317859	95318009	id-19514	1	+	NA	NONE	11
chr11	95438811	95438961	id-19515	8.81e-07	-	GAGCCGACAAAGAGGAGAAACAGTAGGGGGCGCTC	V_CTCF_BR	40
chr11	95472380	95472530	id-19516	1	+	NA	NONE	37
chr11	95497571	95497721	id-19517	7.73e-06	-	TTAAAATTCCTACCTATTTCCACTAGGGGGAGGGC	V_CTCF_BR	39
chr11	95522115	95522265	id-19518	1.09e-07	-	CCTGGTCTGTCCTCTTCTTCCACCAGGAGGCAGGG	Upstream_CTCF	40
chr11	95566058	95566208	id-19519	1	+	NA	NONE	9
chr11	95569290	95569440	id-19520	3.88e-07	+	ATGTAATATCCCACCCAGAGCTCTAGGTGGCGCAT	UpstreamP1_CTCF	40
chr11	95582343	95582493	id-19521	9.51e-07	+	TTGTTCAGGTGGAGGACGGTCAGAAGAGGGCACCA	V_CTCF_BR	39
chr11	95701872	95702022	id-19522	6.98e-07	-	CTCCCCTGAAAACGCATAACCACCAGAGGGCATTC	V_CTCF_BR	38
chr11	95734301	95734451	id-19523	1	+	NA	NONE	5
chr11	95745272	95745422	id-19524	1.17e-05	+	AGAACCTCCTCTGAAAGCACCACTAGCAGGCACTG	V_CTCF_BR	40
chr11	95770838	95770988	id-19525	5.52e-05	+	AGGCAATTCACCCACAGAGCCTGGATGTGTCACCA	UpstreamP1_CTCF	17
chr11	95779186	95779336	id-19526	1	+	NA	NONE	33
chr11	95784115	95784265	id-19527	1.17e-05	-	CTAAACCAACATGCAACAGCCAGCAGGGGGATTTC	V_CTCF_BR	29
chr11	95788133	95788283	id-19528	1.06e-05	+	GTTACAGTATCTTAGCTATCCAGCAGATGGCATCT	Upstream_CTCF	38
chr11	95824813	95824963	id-19529	6.8e-06	+	AGGGAAGTACTAGTCCTTGCCTCTAGATGCCCTCA	Upstream_CTCF	24
chr11	95843583	95843733	id-19530	2.43e-06	+	GCTGCAATTCCTTGTTCAAATACTAGGTGGAAGGC	Upstream_CTCF	5
chr11	95855740	95855890	id-19531	1	+	NA	NONE	17
chr11	95889117	95889267	id-19532	2.11e-06	-	CATGAGCTGGAAATAGGAACCAGTGGGGGGCGGTC	V_CTCF_BR	39
chr11	95890484	95890634	id-19533	1.21e-06	-	CTCGCTGTTCCTCCACAGACCACCAGTGGTGAGAC	Upstream_CTCF	24
chr11	95902016	95902166	id-19534	1	+	NA	NONE	6
chr11	95961881	95962031	id-19535	3.11e-05	+	TTCCATTGTGGTGATGCTGCCTCCGGCTGGCAGAT	V_CTCF_BR	4
chr11	95974586	95974736	id-19536	1.65e-07	-	CAGCATCTCTGGCCTCTACCCACTAGGTGCCAGTA	UpstreamP1_CTCF	34
chr11	95996792	95996942	id-19537	1	+	NA	NONE	4
chr11	96014390	96014540	id-19538	7.31e-05	-	GTGATCTATCCATCACCTGCCACCAGACCCCACTT	UpstreamP1_CTCF	0
chr11	96072253	96072403	id-19539	1.47e-05	+	TCTCTGCATCATCACTACACCTGGAGAGGGAGCTC	V_CTCF_BR	18
chr11	96073876	96074026	id-19540	1	+	NA	NONE	9
chr11	96074659	96074809	id-19541	4.23e-08	+	TTGGGAGGCCGCAGGAGGGGCAGCAGGGGGCGGTG	V_CTCF_BR	17
chr11	96074941	96075091	id-19542	6.21e-06	-	CCCGCAGGCCCCCGCAGGAGGGCTAGGGGGGGCCT	Upstream_CTCF	38
chr11	96076449	96076599	id-19543	2.91e-05	-	TTGGGATTTACCTCTTCAGCCACTGGGAGGCCCTC	Upstream_CTCF	40
chr11	96125183	96125333	id-19544	7.44e-05	-	AATCCAATAAATTTTCAGTCCACTGGAGGGCAGCT	Upstream_CTCF	19
chr11	96127044	96127194	id-19545	7.27e-06	-	AACAGTAATGTTAGTTTTACCACTAGGTGGCAATG	V_CTCF_BR	40
chr11	96160072	96160222	id-19546	3.16e-05	-	GAGTCAATATTCTGATATACCACAAGATGGGGATG	Upstream_CTCF	38
chr11	96197104	96197254	id-19547	2.78e-06	+	TTCACCCACTGTATTTTGCCCAGTAGAGGGCACTT	V_CTCF_BR	40
chr11	96198007	96198157	id-19548	3.65e-07	+	AGTCAAAAGCTTTGATTTACCACTAGAGGGCACTC	V_CTCF_BR	39
chr11	96205369	96205519	id-19549	7.55e-07	-	TCAATGGTTGGAATGTGGGCCACTAGGGGTCACTC	V_CTCF_BR	18
chr11	96257773	96257923	id-19550	3.45e-05	+	CTTAGGGAGAATTTTTCAAACACTAGGTGGTGCAA	V_CTCF_BR	20
chr11	96575961	96576111	id-19551	7.11e-06	+	CAAGTTCTATTTCTCTTTAGCAGAAGAGGGCAGTC	Upstream_CTCF	21
chr11	96665273	96665423	id-19552	2.28e-05	-	AAGTCAGCTCTGGGGTGAGCCAGCAGGAGGAGTAT	Upstream_CTCF	19
chr11	96667733	96667883	id-19553	8.21e-06	-	GCACTGTCCAATGTTAGTGCCAGTAGATGGCATAG	V_CTCF_BR	10
chr11	96698354	96698504	id-19554	1	+	NA	NONE	23
chr11	96778730	96778880	id-19555	1	+	NA	NONE	8
chr11	96815136	96815286	id-19556	1	+	NA	NONE	7
chr11	96963939	96964089	id-19557	9.71e-06	+	ACTGCAAATTCCTGTATTACTGGCAGATGGCAGCC	Upstream_CTCF	12
chr11	97012018	97012168	id-19558	5.34e-06	-	CAAAGAATACCTGTAAAAGCCAGAAGAGGGAGCTG	V_CTCF_BR	34
chr11	97131014	97131164	id-19559	1.48e-06	+	AGAGAAATACTTGCATCATCCAGCAGGAGGCAACT	Upstream_CTCF	18
chr11	97140647	97140797	id-19560	7.02e-05	+	CAGAAGATATCATACCCTTCCACTAGGGGGATAGT	UpstreamP1_CTCF	25
chr11	97326114	97326264	id-19561	1.73e-06	+	CAGTAGCTGTTTCTAGTACCCAGTAGGTGGTGCTT	UpstreamP1_CTCF	27
chr11	97387822	97387972	id-19562	1	+	NA	NONE	9
chr11	97428535	97428685	id-19563	1.11e-05	+	AATGCACATATGCGATGGGCCACTAGAGGACCTAA	Upstream_CTCF	26
chr11	97481120	97481270	id-19564	1.55e-05	+	CTAAATTTGCAGTTATCAGCCAGCAGGGGTCATTC	V_CTCF_BR	27
chr11	97481978	97482128	id-19565	3.63e-05	+	CGGTGCCTTGCTGCTCAAACCCCTAGGGGGAGCAT	V_CTCF_BR	11
chr11	97554847	97554997	id-19566	4.02e-07	-	CCTGCAGTGCTTCCTGTAGGCCTGAGGTGGCAGTG	Upstream_CTCF	22
chr11	97835457	97835607	id-19567	1.72e-06	+	GCTGCGATTCCTAATCCTACCAAAAGGGGTATGAA	Upstream_CTCF	5
chr11	97940672	97940822	id-19568	4.88e-05	-	CAAGCTGCTGGCGGGAAGTGCGCTAGGCGGAGCTG	Upstream_CTCF	2
chr11	98131828	98131978	id-19569	2.19e-05	+	GCTGTACCATTTTGCATTTCCACTAGGAGTGCACA	Upstream_CTCF	25
chr11	98326345	98326495	id-19570	1.23e-05	+	CCGAATTTGCAGTTAGCAGCCAGCAGGAGTCTCTC	UpstreamP1_CTCF	18
chr11	98886705	98886855	id-19571	4.65e-10	-	CTGTAGTTAGCCATGTCTACCACTAGATGGCACTC	UpstreamP1_CTCF	40
chr11	98891403	98891553	id-19572	3.5e-05	+	GTGGAGAAACACAGAGCACCCTCCGGGAGGCGCAC	UpstreamP1_CTCF	18
chr11	98891616	98891766	id-19573	3.28e-05	+	GCGAGCCCCAAACACACCAGCCGCAGGAGGCGCCG	V_CTCF_BR	8
chr11	98902211	98902361	id-19574	2.6e-06	+	GAAGAAAGCCACCAAGCAGACAGGAGAGGGAGCTG	V_CTCF_BR	2
chr11	98940633	98940783	id-19575	2.66e-05	-	GGCAACGCAGACCTCATTATCGGAAGAGGGAGCTC	V_CTCF_BR	11
chr11	98988492	98988642	id-19576	4.88e-05	-	GATGCTATCAGATTTGATTCCTGAAGAGGGTGCTC	Upstream_CTCF	8
chr11	99168792	99168942	id-19577	1	+	NA	NONE	10
chr11	99316328	99316478	id-19578	1	+	NA	NONE	0
chr11	99558184	99558334	id-19579	1	+	NA	NONE	11
chr11	99604025	99604175	id-19580	3.63e-06	-	GCAATGAGACATAGTGAAACCAGCAGGAGGCGCCC	V_CTCF_BR	21
chr11	99610325	99610475	id-19581	3.09e-06	-	ATTTCAGACCCCATTCTTCCCATCAGGGGGCACTG	Upstream_CTCF	37
chr11	99685595	99685745	id-19582	6.43e-06	+	GGGGAGGCAGGCACCTTCTTCACAAGGTGGCAGTA	V_CTCF_BR	14
chr11	99781974	99782124	id-19583	1	+	NA	NONE	14
chr11	99881262	99881412	id-19584	2.18e-07	-	AAACCACATTTCTACACTGCCAGGAGGGGGCACTG	V_CTCF_BR	18
chr11	99986624	99986774	id-19585	6.43e-06	+	GAAAAATTCAGGCCAATGACCACAAGAGGGATGAA	V_CTCF_BR	4
chr11	100102157	100102307	id-19586	1.64e-06	+	ATTGCAATGCTTGAGTGGCCCATCAGAGGGACACC	Upstream_CTCF	7
chr11	100128279	100128429	id-19587	5.96e-07	-	CCATTTTGCCTGGGTATCACCAGCAGAGGGTGCAG	V_CTCF_BR	7
chr11	100199491	100199641	id-19588	1	+	NA	NONE	14
chr11	100275840	100275990	id-19589	1	+	NA	NONE	1
chr11	100316327	100316477	id-19590	2.23e-06	-	CTGCACTAGACAGTAGCCAGCCATAGAGGGCAATG	UpstreamP1_CTCF	18
chr11	100396500	100396650	id-19591	2.44e-07	-	TGTGCTGGTTGGCCTCTTACCAGGAGGTGGCGCTT	Upstream_CTCF	36
chr11	100446242	100446392	id-19592	2.96e-05	-	ACAACTCAACATGCTTTTCCCACAAGATGTCACTG	V_CTCF_BR	31
chr11	100447264	100447414	id-19593	3.65e-05	+	GCTTACTTACTATGCATCAACACTAGAGGGCATCT	UpstreamP1_CTCF	40
chr11	100500490	100500640	id-19594	1	+	NA	NONE	23
chr11	100548633	100548783	id-19595	1	+	NA	NONE	3
chr11	100553113	100553263	id-19596	2.78e-06	+	TAGCAAACATCATGATTTGCCACAAGAGGGCAATA	V_CTCF_BR	39
chr11	100558632	100558782	id-19597	1	+	NA	NONE	40
chr11	100582880	100583030	id-19598	1	+	NA	NONE	1
chr11	100620751	100620901	id-19599	1.93e-05	-	TCATCCAGGATTACATTCCCCTCTGGGGGGCAGTC	V_CTCF_BR	5
chr11	100624048	100624198	id-19600	1	+	NA	NONE	8
chr11	100658981	100659131	id-19601	1	+	NA	NONE	3
chr11	100672470	100672620	id-19602	8.13e-06	-	AATGCTGATCTCTGCCTAGCCACATGATGGCAGGT	Upstream_CTCF	4
chr11	100688427	100688577	id-19603	8.13e-06	+	TGAGGCCTACCCATTAATGCCTATAGGTGGCAGAA	Upstream_CTCF	26
chr11	100691054	100691204	id-19604	6.75e-05	+	TTGCAGAACATTGTTCTCATCAGTAGAGGGACTCC	UpstreamP1_CTCF	9
chr11	100699170	100699320	id-19605	7.11e-06	-	CTTGCTCAGGTTGAAACCACCACCAGGGGTCCACA	Upstream_CTCF	37
chr11	100726316	100726466	id-19606	1.27e-06	-	AAGTGGTTCTAATAAATAGCCACAAGGGGGTGCAC	UpstreamP1_CTCF	38
chr11	100734024	100734174	id-19607	4.88e-05	-	CTTTGCCTGTGTGGACCAAGCTGAAGAGGTCGCTG	V_CTCF_BR	11
chr11	100779547	100779697	id-19608	1	+	NA	NONE	7
chr11	100801030	100801180	id-19609	1.96e-07	-	TTGCATTATGAAATACCTGCCTCTAGATGGCAGCA	UpstreamP1_CTCF	40
chr11	100803346	100803496	id-19610	1.23e-05	-	ATGAAATTAAGAAAAAGTATCACAAGGTGGCAGTA	UpstreamP1_CTCF	39
chr11	100851024	100851174	id-19611	2.81e-05	+	TGCTACGTAGTTGAATTGCTCACTAGATGGAGCCC	V_CTCF_BR	37
chr11	100874348	100874498	id-19612	1	+	NA	NONE	27
chr11	100954215	100954365	id-19613	6.86e-07	+	GGGGCTGTATCCTGTAGAGCCACAGGGTGGAGCTG	Upstream_CTCF	13
chr11	101159238	101159388	id-19614	1.09e-06	-	CAAGCTGATGCCAGCCAGACCACCAGATGGCCCAC	Upstream_CTCF	6
chr11	101192192	101192342	id-19615	9.81e-06	+	GGGTGTTGGCTGAGTTCTGCCTGTTGTTGGCAGCA	V_CTCF_BR	16
chr11	101194870	101195020	id-19616	6.21e-05	-	TGCAAATACTTCTTGCAAACCACTTGGGGGTGCAC	V_CTCF_BR	23
chr11	101261396	101261546	id-19617	5.38e-05	+	CCCTAAATAATACATCATTCCACTTGGTGGCACTC	V_CTCF_BR	32
chr11	101299738	101299888	id-19618	1.55e-05	+	GATTGCTGACTCCTTCTCAGCACTAGATGGTGCCC	V_CTCF_BR	40
chr11	101307378	101307528	id-19619	8.81e-07	-	GCATCTTGACCTAGGTAAGCCAGCAGAGGGTGCCA	V_CTCF_BR	40
chr11	101310367	101310517	id-19620	1	+	NA	NONE	18
chr11	101327653	101327803	id-19621	5.41e-07	+	GTGCAAGGAAGTATTATTACCACTTGGTGGCAGAA	UpstreamP1_CTCF	26
chr11	101490888	101491038	id-19622	5.01e-06	-	TTCTAATGTCACTGAGCTGCCTGCAGATGTCACTC	V_CTCF_BR	4
chr11	101630911	101631061	id-19623	3.5e-05	+	GTGTTCATTCCCAATTTTTCCACAAGTGGGAGCTT	UpstreamP1_CTCF	37
chr11	101669376	101669526	id-19624	3.81e-05	+	GGCAGATAGCTAGACATGAGCAGGAGGAGGAGCCC	V_CTCF_BR	17
chr11	101671204	101671354	id-19625	5.52e-05	-	GAGTACTACCCAGTATTAGAAGACAGAGGGCTCCC	UpstreamP1_CTCF	16
chr11	101719120	101719270	id-19626	2.73e-07	-	CATGAAATTCTCAAAATGTCCACCAGCAGGTGGCA	Upstream_CTCF	27
chr11	101719364	101719514	id-19627	1	+	NA	NONE	17
chr11	101723134	101723284	id-19628	3.65e-05	+	TTTGAGGACTGGAAAATGACCACTGGGAGGAACTA	UpstreamP1_CTCF	33
chr11	101731605	101731755	id-19629	6.05e-06	+	TGGCACATCTCTATATCTACCACTTGGTGGCAGTA	V_CTCF_BR	40
chr11	101733285	101733435	id-19630	3.63e-06	+	TGTCAGGTCCACTGTAGTGCCACTGGAGGGAGCAG	V_CTCF_BR	38
chr11	101741482	101741632	id-19631	1	+	NA	NONE	16
chr11	101751065	101751215	id-19632	2.04e-05	-	CCAGGTGATTGATTTGTGACCAAAAGGGGGAGCTT	V_CTCF_BR	38
chr11	101783548	101783698	id-19633	1.39e-05	+	CATTAGACTGACGGAACAGACACTTGGTGGCAGTA	V_CTCF_BR	2
chr11	101785927	101786077	id-19634	1	+	NA	NONE	40
chr11	101800374	101800524	id-19635	2.27e-06	+	TGAGGAGAAGACCACTTTACCACCAGGTGGAGATG	V_CTCF_BR	5
chr11	101845172	101845322	id-19636	7.49e-05	-	AAAATCTTAGGAGCCACTACCTCATGGGGGCATCC	V_CTCF_BR	30
chr11	101858291	101858441	id-19637	1.84e-05	+	GTGCACTACACATGCATACACAGAGGAGGCAGCGC	UpstreamP1_CTCF	13
chr11	101878690	101878840	id-19638	1.48e-06	-	AAAGTTTATTGTTTTATAACCACTAGAGGGCAGTC	V_CTCF_BR	36
chr11	101932122	101932272	id-19639	7.12e-06	+	CTGCACTCCCTGGAGATTGCCAGTTGTCGGTGCTG	UpstreamP1_CTCF	33
chr11	101981884	101982034	id-19640	4.88e-05	-	CCGCAACCCCCCTCCCCTGACCAGAGCTGGCGGCC	UpstreamP1_CTCF	26
chr11	101984908	101985058	id-19641	6.21e-05	-	TGCTGGGCCAGAGACTACTCCAGTGGGGGTCAGTG	V_CTCF_BR	10
chr11	102017963	102018113	id-19642	1	+	NA	NONE	3
chr11	102055144	102055294	id-19643	8.33e-05	+	TGTGTACTACACATCCAGGACTGAAGGGGAGCCTT	Upstream_CTCF	11
chr11	102100357	102100507	id-19644	1.18e-05	+	TTGTTATCTCTGTGTGTTTCCACTAGGTGATACTA	UpstreamP1_CTCF	3
chr11	102124907	102125057	id-19645	3.63e-06	+	TTTGGGAGTCCTCCTGGAATCACTAGGGGGCAGTA	V_CTCF_BR	40
chr11	102139556	102139706	id-19646	1.21e-06	+	GAGGCAGCGCCGCTCGGCTGCTGCAGAGGGCGTTG	Upstream_CTCF	36
chr11	102139947	102140097	id-19647	1	+	NA	NONE	13
chr11	102150555	102150705	id-19648	2.28e-05	-	CCTTTTGTTCATTTGCTCTCCACTAGAGGATGTGA	Upstream_CTCF	33
chr11	102158788	102158938	id-19649	1.15e-07	+	GATGAGTTCAAGAGAGTTGCCACTAGATGGCACTG	V_CTCF_BR	40
chr11	102164845	102164995	id-19650	2.81e-05	+	GTCAGATTTTGCTTTCTCACCACTAGAAGGTGCTA	V_CTCF_BR	40
chr11	102176891	102177041	id-19651	2.6e-06	-	CATTTGGGGTGGGACTCAGCCAACAGGGGGCAGGT	V_CTCF_BR	33
chr11	102181012	102181162	id-19652	3.4e-06	-	CAGTGCCCTGCTGCTCAAACCTCTAGGGGGCGCAT	V_CTCF_BR	28
chr11	102188091	102188241	id-19653	1	+	NA	NONE	39
chr11	102195964	102196114	id-19654	5.52e-05	-	CTGCTCAGGATTAACTAGAACACTAGAGGGCCAGT	UpstreamP1_CTCF	18
chr11	102212594	102212744	id-19655	3.36e-07	+	GATCAAAGAAGAGATGTGACCACAAGGTGGCAGTA	V_CTCF_BR	40
chr11	102217825	102217975	id-19656	1.93e-05	-	CGAGGACCAGCGTTAGCCGCCGCGCGAGGGCGCCC	Upstream_CTCF	40
chr11	102218929	102219079	id-19657	1	+	NA	NONE	8
chr11	102238190	102238340	id-19658	1.39e-05	+	GTATATTTATTATAAGTTTCCAGAAGATGGCAGTA	V_CTCF_BR	28
chr11	102261528	102261678	id-19659	3.63e-10	+	GTGCAGTTCACTCTACGGGCCAGTAGGTGGAGCTT	UpstreamP1_CTCF	40
chr11	102322593	102322743	id-19660	1	+	NA	NONE	35
chr11	102323404	102323554	id-19661	8.59e-05	-	TATTTGGTCATTCGGGGGGCAAGCGGCGGGAGGGG	V_CTCF_BR	7
chr11	102366251	102366401	id-19662	4.59e-07	-	CTGTTATGTTTCTAAATCGCCACATGAGGGCACCC	UpstreamP1_CTCF	39
chr11	102389567	102389717	id-19663	2.4e-05	-	CTTTGTATTTTGATTTTAGACAGCAGGAGGCAGTA	V_CTCF_BR	28
chr11	102405338	102405488	id-19664	6.51e-05	-	TATCTGCCTCTCCAGTATCCCTCTAGAGGGCATCA	V_CTCF_BR	38
chr11	102463825	102463975	id-19665	2.77e-07	+	CTGCATCTACGCTTTTAGGCCACTAGGTGTCCGGT	UpstreamP1_CTCF	40
chr11	102483798	102483948	id-19666	2.01e-05	-	AAAGCACTACATTTTTCTGCCTTCAGGTGTCATCG	Upstream_CTCF	39
chr11	102485322	102485472	id-19667	4.44e-06	-	CTGCTATCAGCCAATAAATCCATAAGGTGGCAGGC	UpstreamP1_CTCF	28
chr11	102535204	102535354	id-19668	7.73e-06	-	CAGTGCCTCACTGCTCAAGCCTCTAGGGGGAGCAT	V_CTCF_BR	40
chr11	102537195	102537345	id-19669	4.02e-07	-	GGTGTGTTTTCTCTCCTTGCCACTAGATGGCAATT	Upstream_CTCF	40
chr11	102554115	102554265	id-19670	1.64e-05	+	AGCCCCATGGAAGATGCTGCCAAGAGAGGGAGACA	V_CTCF_BR	31
chr11	102604116	102604266	id-19671	8.61e-08	+	CATCATGCCCCCTGTAAAACCAGCAGAGGGCGCCA	V_CTCF_BR	39
chr11	102605527	102605677	id-19672	5.9e-06	+	GTATAATTCTTCCATGTGCCCAGTAGCTGGAACTC	UpstreamP1_CTCF	18
chr11	102651295	102651445	id-19673	8.71e-06	-	TCTCTGTATAAAAGAAAGGCCACTAGGGGGTAGAG	V_CTCF_BR	40
chr11	102659096	102659246	id-19674	4.68e-05	-	AAGTAGTACCTCCCTCTTGCCAGAGGAGCACAAAC	UpstreamP1_CTCF	4
chr11	102665294	102665444	id-19675	4.38e-08	+	TCTTCTCTTCTTCTCTGGGCCTCCAGGGGGCAACA	Upstream_CTCF	40
chr11	102678816	102678966	id-19676	6.23e-05	+	TTGCAGTTACAAGGCTGGGCCACTTGTTTCTGGGC	UpstreamP1_CTCF	39
chr11	102681807	102681957	id-19677	1.9e-06	+	CGTTGTCTTCTCCAAAACTCCAGTAGGTGGCAGAA	Upstream_CTCF	40
chr11	102702205	102702355	id-19678	7.15e-05	+	AGCTCGCAGAGTCCCGTGGCCGCGGAGGGGCGCCA	V_CTCF_BR	33
chr11	102762611	102762761	id-19679	1	+	NA	NONE	15
chr11	102764937	102765087	id-19680	1.48e-06	-	TTGCAACTACTCAACTCTGCCACTGGGGGCTGGGT	UpstreamP1_CTCF	26
chr11	102785612	102785762	id-19681	2.18e-07	+	TCTTCAGTGTTGCAGACAGACACCAGAGGGAGCAA	Upstream_CTCF	40
chr11	102806348	102806498	id-19682	2.28e-05	-	CCCGGTAGTCCATTGGCCACCACTAGGGGTGTGCA	Upstream_CTCF	35
chr11	102811820	102811970	id-19683	4.48e-07	-	TGTGAGATTTACAATACTTCCACTAGGTGGCACCA	Upstream_CTCF	40
chr11	102842778	102842928	id-19684	2.5e-05	+	TAGAATTTGATCCATCCTTCCTCCAGGGGGAAATG	UpstreamP1_CTCF	4
chr11	102860525	102860675	id-19685	1	+	NA	NONE	8
chr11	102864928	102865078	id-19686	1.85e-05	+	AATGCTGTTCACCAACATTCCTCTTGGGGTCTAAG	Upstream_CTCF	6
chr11	102906800	102906950	id-19687	5.93e-06	+	GGTGTCATCTTCAATACAGCCACATGGGGGAGTCA	Upstream_CTCF	39
chr11	102926012	102926162	id-19688	7.9e-07	-	ATTCAATTTGACAGTTTTAGCACTAGAGGGCAGGC	UpstreamP1_CTCF	39
chr11	102979971	102980121	id-19689	1	+	NA	NONE	40
chr11	102981249	102981399	id-19690	9.25e-06	-	CATTTTTTAAGCAATCCTGCCAGTGGAGGGAGCAG	V_CTCF_BR	33
chr11	103072904	103073054	id-19691	3.45e-05	+	CTGCGTATTGCTTCAGTTGTCACTAGATGGAGACA	V_CTCF_BR	39
chr11	103128223	103128373	id-19692	1	+	NA	NONE	36
chr11	103196790	103196940	id-19693	6.04e-07	+	TTGTAGTTTGGGCTTCAGTCCAATAGATGGCGCTT	UpstreamP1_CTCF	40
chr11	103209961	103210111	id-19694	7.73e-06	+	TTCCAGATCAGTGCAGCTTCCACCGGGGGTCACCC	V_CTCF_BR	36
chr11	103304296	103304446	id-19695	1	+	NA	NONE	12
chr11	103320162	103320312	id-19696	1	+	NA	NONE	4
chr11	103335293	103335443	id-19697	1.63e-05	+	AGCGGACTTCTCATTCACAACACTAGATGTCAGAA	Upstream_CTCF	15
chr11	103355426	103355576	id-19698	5.41e-06	+	GCTGCAAGTGTTTAAAGTACCACCAGGAGGTCATT	Upstream_CTCF	20
chr11	103359396	103359546	id-19699	1	+	NA	NONE	1
chr11	103408757	103408907	id-19700	8.59e-05	-	CTCTGTTGTCAAACAGTGATCCCTAGGGGGTGCTA	V_CTCF_BR	38
chr11	103417871	103418021	id-19701	2.97e-06	+	GTCCCAGCATCACAGGCTGCCAGTAGAGGCAGCAG	V_CTCF_BR	2
chr11	103472100	103472250	id-19702	9.57e-10	-	CTGCACTGGCCATTGATGTCCTCTAGGTGGCAGGC	UpstreamP1_CTCF	40
chr11	103480299	103480449	id-19703	7.78e-06	-	CTAGTCCTGTTAGACTCTGCCAGTAGGGGGACTGG	Upstream_CTCF	39
chr11	103482713	103482863	id-19704	1.48e-06	+	CCTGACTGGGAGACACCTCCCAGTAGGGGGCGATA	V_CTCF_BR	22
chr11	103490326	103490476	id-19705	9.81e-06	+	TGTCAACACTTGGCTCTAAACGGCAGAGGGTGCCA	V_CTCF_BR	36
chr11	103504142	103504292	id-19706	1	+	NA	NONE	14
chr11	103507925	103508075	id-19707	1.69e-05	+	CGGAATTTGTCTCTATCAGCCCCTAGAGGCCACAA	UpstreamP1_CTCF	18
chr11	103530192	103530342	id-19708	3.41e-07	-	AGTGTAATAGTGGGCAGAACCACTAGGTGGGAGAA	Upstream_CTCF	38
chr11	103542106	103542256	id-19709	1	+	NA	NONE	30
chr11	103553134	103553284	id-19710	2.77e-07	+	TTGTTATTGCACAGACTCAACACCAGGGGGTGATC	UpstreamP1_CTCF	40
chr11	103569969	103570119	id-19711	1.16e-05	+	ATTGGTATTCCAGAATCCACCAGCAGGTCGCATAA	Upstream_CTCF	24
chr11	103608489	103608639	id-19712	1	+	NA	NONE	4
chr11	103671535	103671685	id-19713	3.31e-06	+	TTGGAGTACAGTGGGCTGACAACAGGGGGGCGCCA	UpstreamP1_CTCF	13
chr11	103683500	103683650	id-19714	3.66e-06	+	TTGATGTTTTCTTATGGGGTCAGCAGGGGGCTGAC	UpstreamP1_CTCF	7
chr11	103713661	103713811	id-19715	1	+	NA	NONE	4
chr11	103733283	103733433	id-19716	1	+	NA	NONE	5
chr11	103733663	103733813	id-19717	1.31e-05	+	GTTAGTAGGATCTGGCTCACCAGCTGGTGGCGTAG	V_CTCF_BR	4
chr11	103748081	103748231	id-19718	1.56e-05	+	GTTGGTCTTGCTGCCAGTGTCCCTAGGTGGAGCCC	Upstream_CTCF	32
chr11	103791785	103791935	id-19719	3.45e-05	-	GGTCTGTGATGTTTTCCTACCAAGAGAGGGCAATA	V_CTCF_BR	18
chr11	103798378	103798528	id-19720	4.14e-05	+	GTGCATATTTGTGCACTGGGTCCTAGATGGCAGTA	UpstreamP1_CTCF	36
chr11	103835232	103835382	id-19721	4.59e-07	-	GGGCAGTGTTCACATTTTGCCACTAGGGGATATGG	UpstreamP1_CTCF	29
chr11	103858727	103858877	id-19722	1	+	NA	NONE	9
chr11	103880503	103880653	id-19723	2.66e-05	-	AGCTTCAGTGCGTTAGCAAACACTAGGGGGAAAAA	V_CTCF_BR	5
chr11	103966650	103966800	id-19724	1	+	NA	NONE	13
chr11	103991362	103991512	id-19725	3.56e-05	+	CTCTCAGTAAAGAGTCATCCCTGCAGGGGGCCCTC	Upstream_CTCF	11
chr11	103991645	103991795	id-19726	1	+	NA	NONE	7
chr11	104001077	104001227	id-19727	5.28e-05	+	GCAGCAGTGCTGACAGTGGTGCACAGAAGCAGCAG	Upstream_CTCF	9
chr11	104022235	104022385	id-19728	6.05e-06	-	GTGCGAAATAATTATTTGACCACTGGATGGCAGTA	V_CTCF_BR	35
chr11	104034157	104034307	id-19729	5.48e-05	+	CTTGCAACTTTCGCCAACTCCGGGATGAGGCACCG	Upstream_CTCF	18
chr11	104034842	104034992	id-19730	1.15e-07	-	CCTGTGCTGCAGCTGCCGGCCACCGGAGGGGGCGA	Upstream_CTCF	35
chr11	104093324	104093474	id-19731	1	+	NA	NONE	8
chr11	104125223	104125373	id-19732	7.16e-08	+	CCTTCATTGTCCGGCTTCACCAATAGAGGGCGCTG	Upstream_CTCF	40
chr11	104127362	104127512	id-19733	5.92e-05	+	TCTCAACTTATTCACACAACCACTAGGTGGGGAAG	Upstream_CTCF	30
chr11	104202967	104203117	id-19734	1	+	NA	NONE	37
chr11	104204829	104204979	id-19735	2.1e-06	-	CACTCGCTTCTCTCTCCTGCCACCAGGGGGACCTG	Upstream_CTCF	40
chr11	104214457	104214607	id-19736	1	+	NA	NONE	36
chr11	104295729	104295879	id-19737	3.91e-06	-	GGAGCAGCTCCACAGGGAGCCTCTAGTGGTTGGAG	Upstream_CTCF	11
chr11	104321515	104321665	id-19738	2.81e-06	+	CTTGGAAGGCCAAGTACAAACACCAGAGGGCCAAG	Upstream_CTCF	6
chr11	104401953	104402103	id-19739	3.16e-06	+	TTCCTATTGTTAAATTCTGCCAGTAGGGGGTGGAA	UpstreamP1_CTCF	36
chr11	104419121	104419271	id-19740	3.81e-05	+	CATGAATGGAGCTTGCAGTACTGAAGGTGGCGCTC	V_CTCF_BR	16
chr11	104480051	104480201	id-19741	3.4e-06	+	TGGCACATCCTTTGGTGGGTCAGTAGATGGCAGTG	V_CTCF_BR	39
chr11	104565051	104565201	id-19742	1	+	NA	NONE	1
chr11	104665368	104665518	id-19743	1.64e-06	+	AATGTGGTGCTGTGTACTAACACCAGGAGGCACAT	Upstream_CTCF	24
chr11	104712020	104712170	id-19744	2.81e-05	-	TGCAGAGAGTTGGGGGAAGACAGTAGGGGGAGAAG	V_CTCF_BR	1
chr11	104744132	104744282	id-19745	6.9e-05	-	TTTGTATTACCCGTGCCCACCTAAAGGGCGAGCAC	Upstream_CTCF	24
chr11	104750353	104750503	id-19746	4.68e-05	-	TGGCTGTTTCTCCAACCAACCACAAGAGTGGCGAC	UpstreamP1_CTCF	9
chr11	104756040	104756190	id-19747	1.34e-06	+	TCGCACCTGGACAGACAGAGCAGCAGGTGGAGCTA	UpstreamP1_CTCF	7
chr11	104776120	104776270	id-19748	4.11e-07	+	CTGACCTTCCAAAATACTTCCTCTAGGTGGCAGCG	UpstreamP1_CTCF	28
chr11	104817755	104817905	id-19749	3.88e-06	+	CTTACCTTCCGAAATACTTCCTCTAGGTGGCAGCA	V_CTCF_BR	37
chr11	104868055	104868205	id-19750	2.84e-05	+	CTTACCTTCCGAAATATTTCCATTAGGTGGCAGCA	UpstreamP1_CTCF	22
chr11	104871057	104871207	id-19751	7.44e-06	+	TGCGCAGTTCCGCAGATTCCCTCTAGGATGCCATG	Upstream_CTCF	36
chr11	104871660	104871810	id-19752	1.99e-07	-	ATGAGAATGCAGCGCCTTCCCAGTAGGGGGCGCTA	V_CTCF_BR	39
chr11	105001026	105001176	id-19753	4.88e-05	-	TGACAGCTCATTAAAGCAGCCAGGAGGGGGGGCTG	V_CTCF_BR	8
chr11	105090149	105090299	id-19754	3.4e-06	+	GGTGCTACACACTTTTAAACCACCAGATTGCGCTA	Upstream_CTCF	18
chr11	105186107	105186257	id-19755	8.33e-05	-	TGTGTAATGATCAGTATTACCTGTATGGGGAAACT	Upstream_CTCF	20
chr11	105327787	105327937	id-19756	1	+	NA	NONE	30
chr11	105340788	105340938	id-19757	2.78e-06	+	TCCATCCTAGCTCTTGGAACCAGTAGAGGGCAGGT	V_CTCF_BR	8
chr11	105448488	105448638	id-19758	7.11e-06	-	AATGCAGTCTCTGATTATACCATTAGAGGGACTGA	Upstream_CTCF	29
chr11	105449959	105450109	id-19759	2.19e-05	-	GTGCCTTTCCGCATTCCTACCAGCAAGGGAAGAGT	UpstreamP1_CTCF	7
chr11	105480087	105480237	id-19760	3.6e-07	+	ACTGAAGTGCTTAAGTCTACCTGGAGGTGGCGTGG	Upstream_CTCF	38
chr11	105480735	105480885	id-19761	2.04e-05	+	CCCCGCGCGCAGCCCAGTGGCAGAAGAGGGCTAGG	V_CTCF_BR	16
chr11	105701894	105702044	id-19762	1.61e-05	-	ATGTCATGCTTTAAGAAAGCCACAAGGAGGAGAAA	UpstreamP1_CTCF	6
chr11	105732088	105732238	id-19763	1	+	NA	NONE	33
chr11	105733624	105733774	id-19764	1.16e-05	-	TGAGCAAGCATTTCTAAAACCACTAGATGGCATTC	Upstream_CTCF	40
chr11	105947713	105947863	id-19765	1	+	NA	NONE	38
chr11	105948681	105948831	id-19766	1.24e-05	-	CGCCCACAACTCCGCAGCGCCGGCTGCTGTCGCCC	V_CTCF_BR	13
chr11	105958682	105958832	id-19767	2.5e-05	+	CTGTATATCCACCATAATGCCACAGTGTGGCGCTG	UpstreamP1_CTCF	40
chr11	106004397	106004547	id-19768	4.31e-05	-	GTCTGATTATACACTTTAACCACTAGGGAGAGCTC	UpstreamP1_CTCF	38
chr11	106022770	106022920	id-19769	1	+	NA	NONE	30
chr11	106027073	106027223	id-19770	1	+	NA	NONE	40
chr11	106095022	106095172	id-19771	1.47e-05	+	AACTCATGCTATCCACCTTCCAACAGGTGGCTCCA	V_CTCF_BR	12
chr11	106102464	106102614	id-19772	3.71e-05	+	CCTGTGAACCTGAGTGTGGACACCAGAGTGGGCTG	Upstream_CTCF	24
chr11	106130747	106130897	id-19773	1.43e-05	-	CATGTACATCTTCCGGGAACCACTAGGAGCCCAGC	Upstream_CTCF	12
chr11	106133579	106133729	id-19774	4.73e-07	+	TTTGTAACACAGATATGAGCCACCAGGGGCAACTA	Upstream_CTCF	7
chr11	106142379	106142529	id-19775	3.63e-06	+	CCTGAGGGTGATCATCCAGCCACCAGGTGTCAGGT	V_CTCF_BR	14
chr11	106147695	106147845	id-19776	4.65e-06	+	TTGTTATTCAGGCTGTGATCCTGTAGATGGCACTT	UpstreamP1_CTCF	37
chr11	106159834	106159984	id-19777	2.47e-05	-	TGGGTAAGTATACTGTGCAGCAGTAGGAGGCAGAG	Upstream_CTCF	18
chr11	106177804	106177954	id-19778	5.51e-07	+	TCAATTGTCCAGCTTCATGCCAGCAGAGGGCAGGC	V_CTCF_BR	31
chr11	106190251	106190401	id-19779	4.68e-07	+	AAAAAAAAAAAGTCTGGAACCAGCAGATGGCGCCA	V_CTCF_BR	40
chr11	106200132	106200282	id-19780	1	+	NA	NONE	21
chr11	106240052	106240202	id-19781	1	+	NA	NONE	14
chr11	106286322	106286472	id-19782	5.68e-06	+	AATGTTAGGGCCAGTCCTCCCTGTAGAGGGAGCTG	V_CTCF_BR	19
chr11	106317806	106317956	id-19783	1	+	NA	NONE	8
chr11	106350423	106350573	id-19784	8.21e-05	-	TCAAGACATGTTCTAGGTGGCAGCAGGAGGTGCTG	V_CTCF_BR	5
chr11	106423666	106423816	id-19785	1.97e-06	-	TAGAACAGCTCAGAGGAGACCTGCAGGGGGCAGCT	V_CTCF_BR	10
chr11	106455918	106456068	id-19786	1.41e-06	-	CTTCTCTTTCATTGTTCAGCCAGCAGGAGGGAGTG	UpstreamP1_CTCF	37
chr11	106475025	106475175	id-19787	9.84e-06	-	ATTCAAGCAGCATCTTTCACCACCAGGAGGGAGTC	UpstreamP1_CTCF	14
chr11	106592250	106592400	id-19788	1	+	NA	NONE	38
chr11	106788833	106788983	id-19789	1	+	NA	NONE	39
chr11	106845675	106845825	id-19790	7.15e-05	-	GTAGAGCTTTAAGGAGCTACCAGATGGGGGAGTTG	V_CTCF_BR	21
chr11	106880021	106880171	id-19791	1.55e-05	+	ATCACTCCTCCAAAATGAACCAGTAGATGGAGCAT	V_CTCF_BR	19
chr11	106888299	106888449	id-19792	8.61e-08	-	GCGCGAGCGCAGAGCCCGACCGCTGGGGGGCGGCC	V_CTCF_BR	37
chr11	106888634	106888784	id-19793	4.65e-05	-	CCGACTACCTGGAGACCAGCCCGGAGGAGGAGGGG	V_CTCF_BR	28
chr11	106908385	106908535	id-19794	2.67e-06	-	AGTCCAGTTTCCTGGACTACCACAAGATGGGGCTA	Upstream_CTCF	40
chr11	106949215	106949365	id-19795	3.36e-05	+	TTGCATTTCCCAACGACTAACTATAGGGTGCATCC	UpstreamP1_CTCF	7
chr11	106973930	106974080	id-19796	1.99e-07	-	TGTGCCAGTTGGCCTCCAGCCAGTAGGTGGCACTT	V_CTCF_BR	8
chr11	106993876	106994026	id-19797	1	+	NA	NONE	22
chr11	107067523	107067673	id-19798	1	+	NA	NONE	1
chr11	107125926	107126076	id-19799	1.97e-06	+	ATTATTTTAACCGCCAGGGCCAGGTGGTGGCGCCA	V_CTCF_BR	20
chr11	107309003	107309153	id-19800	1.17e-05	-	AGGAGAGTGCTATTATTTTCCAGCAGATGGAGACA	V_CTCF_BR	5
chr11	107328445	107328595	id-19801	7.49e-05	+	CTTCGCACTTTCAAATCTACCACTAGCAGCCGCCA	V_CTCF_BR	21
chr11	107329854	107330004	id-19802	2.28e-05	+	TTTGCTGTGTCTCATATGGCGGAAAGGGAGAGGGA	Upstream_CTCF	4
chr11	107400791	107400941	id-19803	2.81e-05	-	TGGCTGATGCAATAGTTGTCCACATGGTGGCAGTT	V_CTCF_BR	21
chr11	107420091	107420241	id-19804	8.52e-08	+	ATGAAGCTACTATCTTTTGCCACTAGATGGCAATG	UpstreamP1_CTCF	39
chr11	107434467	107434617	id-19805	1.38e-06	+	TGCCACTAAGAGTCCAGCACCAGCAGGTGGAGCCT	V_CTCF_BR	40
chr11	107436422	107436572	id-19806	1	+	NA	NONE	12
chr11	107447334	107447484	id-19807	6.67e-08	+	GTGTATCAGGCACCTTTGACCAGGAGGTGGCAGCA	UpstreamP1_CTCF	40
chr11	107461806	107461956	id-19808	1.03e-05	-	ATGCACCCGGGGCGGCTGGCGGCGAGGAGGCGACC	UpstreamP1_CTCF	34
chr11	107469398	107469548	id-19809	5.34e-06	+	GGGGCCACTCCAGTCTGTGCCTGGTGGTGGCAGTA	V_CTCF_BR	40
chr11	107475883	107476033	id-19810	4.7e-06	-	CACTGCACTCCAGCCTGGGACACTGGAGGGAGCTC	V_CTCF_BR	23
chr11	107476946	107477096	id-19811	5.63e-06	-	CCGCTGAGCCAACCCACAAACACAAGGGGTCAGTC	UpstreamP1_CTCF	35
chr11	107505846	107505996	id-19812	1	+	NA	NONE	1
chr11	107522517	107522667	id-19813	1.76e-05	+	TCGCAATATTTCTGATTAACCACTGGAGGGGGACT	UpstreamP1_CTCF	14
chr11	107554582	107554732	id-19814	6.39e-05	-	TTAGTATTGCGTGCTAAGACCAGAGGAAGGAGGAT	Upstream_CTCF	40
chr11	107560448	107560598	id-19815	2.97e-06	-	CTTTATACCCAACATATACACAGCAGAGGGCGCCC	V_CTCF_BR	40
chr11	107611787	107611937	id-19816	6.49e-06	+	TTGTAACTTGGGCTGTCATCCAGTAGACGGCGCTT	UpstreamP1_CTCF	40
chr11	107615147	107615297	id-19817	1.69e-05	+	TTGCCTTGTAATATTTCTTCCAGTAGGTGGCCTTA	UpstreamP1_CTCF	17
chr11	107628499	107628649	id-19818	1.09e-06	-	TGGCACTGTTACCTCCTCAGCTCTAGATGGCAGTA	UpstreamP1_CTCF	33
chr11	107641853	107642003	id-19819	7.27e-06	-	GTAAAAATCAGGAAACTGTACACTAGATGGCGGTG	V_CTCF_BR	40
chr11	107651622	107651772	id-19820	3.18e-06	-	ATATTTATGGGTGGACTTTCCAGCAGGTGGCACTT	V_CTCF_BR	17
chr11	107670092	107670242	id-19821	2.06e-07	-	GCTGCATTTCATCTGGCCACCACTAGGGGTGCTGG	Upstream_CTCF	40
chr11	107705852	107706002	id-19822	2.01e-05	-	CCAGGTGTACTGTGTTCAGCCTGTAGGTGTAGTTA	Upstream_CTCF	5
chr11	107729213	107729363	id-19823	8.56e-05	+	CGGCCGCCACCTCTGCCTCCCTGCTGGGGGCCTCA	UpstreamP1_CTCF	25
chr11	107731558	107731708	id-19824	6.39e-05	-	ACTGTGGGGAAGGGTTCCTGCAGTAGGAGGGGGCC	Upstream_CTCF	15
chr11	107769128	107769278	id-19825	4.5e-06	-	TCTGCTATTGCAGAAGTATACACATGGAGGCAGTA	Upstream_CTCF	40
chr11	107787411	107787561	id-19826	1.99e-07	+	TGGTTCTTGAAGAGCCCAGCCGCTAGGTGGCGCAA	V_CTCF_BR	34
chr11	107787774	107787924	id-19827	1.17e-05	-	CAGTCCTCGGCTGCTCAAACCTCTAGGGGGAGCAT	V_CTCF_BR	22
chr11	107840089	107840239	id-19828	1.21e-06	+	CAGCAGTACTGCAAATTCACCAGCAGGAAGAGTTA	UpstreamP1_CTCF	27
chr11	107870589	107870739	id-19829	2.1e-06	+	AGTGTAGTTAACTGATATTCCACTGGGGGTAGCTG	Upstream_CTCF	40
chr11	107879477	107879627	id-19830	3.33e-09	+	CGGAAAACGCCAGGTCCCGCCAGCAGAGGGCACGG	V_CTCF_BR	39
chr11	107896501	107896651	id-19831	4.65e-05	-	GGAGGGGAAACCCAAACAGCCGCTAGGGGTTTCAC	V_CTCF_BR	16
chr11	107897956	107898106	id-19832	2.78e-06	-	CCACTGCACTCCAGCCTGGACAGCAGGGGGAGACT	V_CTCF_BR	22
chr11	107981963	107982113	id-19833	1	+	NA	NONE	7
chr11	107988615	107988765	id-19834	6.98e-07	+	GTCTCCACTTACAAGTTTGCCACTAGATGGAGGTA	V_CTCF_BR	38
chr11	107989548	107989698	id-19835	2.19e-05	-	CTGTAATTGGACAATTCTGCCATCAGAGGCACTAC	UpstreamP1_CTCF	19
chr11	107992191	107992341	id-19836	1.41e-06	+	GGGCGGTGCCCGCGCCGGGCCGCTAGGGGTGCGGG	UpstreamP1_CTCF	39
chr11	108007095	108007245	id-19837	1.1e-05	+	CTTGTCTGGATCTGCACCACCACTGGGTGGTACCA	V_CTCF_BR	33
chr11	108068235	108068385	id-19838	1	+	NA	NONE	2
chr11	108091785	108091935	id-19839	1.37e-05	-	CTAGATATTGCTAGTATGTCCCCTGGAGGGCAGAA	Upstream_CTCF	19
chr11	108093674	108093824	id-19840	1.19e-06	+	CTTGGCGTTGCTTCTTCCTCCAGAAGTGGGCGCTG	V_CTCF_BR	40
chr11	108288422	108288572	id-19841	9.51e-07	+	CATCACACTCTGGGGCCTGTCAGCAGGTGGCGGGC	V_CTCF_BR	38
chr11	108355596	108355746	id-19842	1	+	NA	NONE	2
chr11	108369181	108369331	id-19843	9.39e-07	-	GCGGCACTGGCTCGCGTTCCCGCCCGAGGGAGACG	Upstream_CTCF	6
chr11	108418247	108418397	id-19844	1.93e-05	+	CCAGCAATGTACAAGTCTGCCACTAGGCATCCTTG	Upstream_CTCF	7
chr11	108459109	108459259	id-19845	1	+	NA	NONE	11
chr11	108464242	108464392	id-19846	1	+	NA	NONE	24
chr11	108473729	108473879	id-19847	6.21e-06	+	CTTGCACTTCTCTCTCCTGCCACCATGTGAAAAAG	Upstream_CTCF	23
chr11	108502788	108502938	id-19848	1	+	NA	NONE	3
chr11	108519130	108519280	id-19849	5.12e-06	-	GGTCACTGAAGCCATATCAGCACTAGGAGGCGCCT	UpstreamP1_CTCF	40
chr11	108525851	108526001	id-19850	2.18e-07	-	ATTTTTGGTCTATCATGGGCCAGCAGGTGGCAGGG	V_CTCF_BR	40
chr11	108535565	108535715	id-19851	3.11e-05	-	AACGGGGGCGCAGCACTCCACGGAAGGGGGCGAGC	V_CTCF_BR	31
chr11	108537254	108537404	id-19852	2.66e-05	-	AACAGATTCTCCCCTAGAACCTCTGGAGGGAGCAA	V_CTCF_BR	28
chr11	108568720	108568870	id-19853	5.86e-07	+	AATGTGATTCCACTAGGGGACAGCAGAGGCCAAAC	Upstream_CTCF	39
chr11	108605806	108605956	id-19854	1.74e-07	-	GATTTAATTCTAACTGTCACCAACAGATGGCACTA	Upstream_CTCF	40
chr11	108659399	108659549	id-19855	2.59e-06	+	GTGTATTTTGGGCTGCAATCCAGTAGGTGGTGCTT	UpstreamP1_CTCF	39
chr11	108690017	108690167	id-19856	7.44e-06	+	CTTTCAGTACCAGCATAGCCCTCTTGAGGGTAATA	Upstream_CTCF	2
chr11	108696069	108696219	id-19857	5.92e-05	+	GAAAGTGTTCCAAGTTAAACCTGAAGGAGGCACCA	V_CTCF_BR	13
chr11	108742019	108742169	id-19858	3.65e-07	-	GTTCCAGAGTTCCAAGCCCCCAGCAGAGGGCAGGA	V_CTCF_BR	40
chr11	108829657	108829807	id-19859	3.81e-05	+	AATGACTGGCTGGAGTGGCCCGGCTGGAGGCACCA	V_CTCF_BR	13
chr11	108841443	108841593	id-19860	2.81e-05	+	CTGCCCGCTGTAAATGGGCCCAGTGGGTGTCAGCC	V_CTCF_BR	8
chr11	108909255	108909405	id-19861	8.21e-05	+	TTTTCCCCTGAGCCAGTTGTGAGCAGTGGGAGGCA	V_CTCF_BR	14
chr11	108911169	108911319	id-19862	5.37e-06	+	TTGTAAGAGCTAGGGGTGGCCACAGGAGGGAGTCT	UpstreamP1_CTCF	36
chr11	108991180	108991330	id-19863	1	+	NA	NONE	1
chr11	109293115	109293265	id-19864	9.84e-06	+	GTGCAACAGTTTGCAGCTGCCTCTTGGGAGCAGCA	UpstreamP1_CTCF	10
chr11	109294418	109294568	id-19865	1.04e-06	-	GCTGCTGTCCCACCTGCGTGATGCAGGTGCCGCTG	Upstream_CTCF	6
chr11	109296393	109296543	id-19866	8.21e-06	+	TTCTCCCTGCATGCAGTTACCACCTGGAGGCAGTG	V_CTCF_BR	22
chr11	109297291	109297441	id-19867	6.19e-06	+	GTGCATTAACTCCCTCAGGCCACTAGGGAATCCTG	UpstreamP1_CTCF	37
chr11	109371731	109371881	id-19868	1	+	NA	NONE	12
chr11	109393220	109393370	id-19869	4.88e-08	-	GAGCAATGCCCACAGGCTGCCACTAGCAGGCCCAA	UpstreamP1_CTCF	10
chr11	109512423	109512573	id-19870	1	+	NA	NONE	27
chr11	109515002	109515152	id-19871	1.97e-06	-	AGTTTGAGGGCTGTGGTGGCCACATGGTGGCTCTG	V_CTCF_BR	2
chr11	109567155	109567305	id-19872	1	+	NA	NONE	3
chr11	109568079	109568229	id-19873	3.33e-08	-	GTGTAGTATAACCTATGAGCCAGTAGATGGCGCTT	UpstreamP1_CTCF	40
chr11	109600582	109600732	id-19874	3.11e-05	+	TCCAGCGGTCATGGGTACACCACCAGATGCTGCTG	V_CTCF_BR	3
chr11	109669233	109669383	id-19875	2.47e-05	+	AGTTCAGTTCAGTTCACCACCATAGGGTGGCATCT	Upstream_CTCF	4
chr11	109724024	109724174	id-19876	2.81e-06	+	ACCGTAATTCCATTACCTCCCATCAGGCGGAGACA	Upstream_CTCF	40
chr11	109736657	109736807	id-19877	2.4e-05	-	GGAAGTCTGATTGTCACTGCCACATGGTGTCACTA	V_CTCF_BR	25
chr11	109763066	109763216	id-19878	1	+	NA	NONE	1
chr11	109808863	109809013	id-19879	2.01e-05	-	GTTTAAGGACAATGGGAGGCCACTAGAGGGTTTTA	UpstreamP1_CTCF	4
chr11	109810036	109810186	id-19880	1.1e-05	-	GCAAAGGTCTTTCTAAGAAGCACTAGATGGCAGCA	V_CTCF_BR	40
chr11	109817037	109817187	id-19881	3.8e-08	+	TCGGTAGCGCAGGCTCCGACCACTAGAGGGAACTG	V_CTCF_BR	40
chr11	109862621	109862771	id-19882	1	+	NA	NONE	2
chr11	109865740	109865890	id-19883	3.84e-06	-	ATGCACTTAAGTGATGGCAAAGCCAGGGGGAAGCA	UpstreamP1_CTCF	8
chr11	109870876	109871026	id-19884	1	+	NA	NONE	5
chr11	109963471	109963621	id-19885	3.47e-07	+	TTTCAGTTCTCGGCGTTCTCCAGCAGCAGGTGCTG	UpstreamP1_CTCF	38
chr11	109963805	109963955	id-19886	5.55e-07	-	GGGGCAGCCCCGGGGCCCTCCGGCAGGCGGCCGCC	Upstream_CTCF	39
chr11	109969435	109969585	id-19887	1	+	NA	NONE	14
chr11	110044970	110045120	id-19888	1.03e-07	+	CCTGCACTCCACTTTTACTCCTGAAGGTGGCGCTC	Upstream_CTCF	40
chr11	110058567	110058717	id-19889	1.21e-06	-	GTGTGGTTTGATCTACAGGCCAGTGGATGGCACTT	UpstreamP1_CTCF	3
chr11	110065423	110065573	id-19890	1.03e-05	+	TTGTATCTGCCTAGTGTCCCCTGTAGGAGGAGGTT	UpstreamP1_CTCF	9
chr11	110066177	110066327	id-19891	1.56e-06	+	AAGCAATATTCACCGCCTACCACCAGGATGCAGAA	UpstreamP1_CTCF	15
chr11	110072167	110072317	id-19892	5.75e-09	+	CAGAAATTTCCAAGCTTTGCCACCAGGTGGCGGCA	UpstreamP1_CTCF	40
chr11	110119926	110120076	id-19893	4.41e-06	-	TGCTTGAAATTCAGAATTGACAGTAGGTGGCAGTG	V_CTCF_BR	34
chr11	110157530	110157680	id-19894	1	+	NA	NONE	10
chr11	110167001	110167151	id-19895	5.37e-06	-	CTGCCCGGCCGTGGCGCCGCCGCCAGGGCTTGGCG	UpstreamP1_CTCF	2
chr11	110167322	110167472	id-19896	6.2e-10	-	GCGGCGCGAGGACGGCCGGCCGGCAGGGGGAGGCG	V_CTCF_BR	19
chr11	110238416	110238566	id-19897	6.23e-05	-	CAGTATGTTTAACAATTTTCCTTTAGGTGGCAGTA	UpstreamP1_CTCF	18
chr11	110247543	110247693	id-19898	1.48e-06	-	CACTACTGGTCATTTTTGTCCAGTAGATGGAGCCC	V_CTCF_BR	39
chr11	110300773	110300923	id-19899	2.72e-06	+	CGGCAGTTCCCGACCGCGGGCGATGGCTGCCGCTG	UpstreamP1_CTCF	38
chr11	110303929	110304079	id-19900	7.73e-06	-	GCCAGATGAGAATGTCCAAACACCAGATGGCAATA	V_CTCF_BR	19
chr11	110304601	110304751	id-19901	1.22e-07	-	GTTGTTATTCTTATTACTACCAGTAGATGGCAATA	Upstream_CTCF	39
chr11	110306090	110306240	id-19902	1.59e-06	+	AGGGAGACATATACTGAGGCCACCAGGTGGCGTTG	V_CTCF_BR	39
chr11	110318765	110318915	id-19903	7.44e-06	+	AGTGTATCATAATATTCTGTCACTAGGGGGCAGTT	Upstream_CTCF	37
chr11	110333976	110334126	id-19904	1.83e-05	+	CAGGCTGACACGTTGCACAGCCCCAGGTGGCGCCA	V_CTCF_BR	40
chr11	110338380	110338530	id-19905	9.84e-05	+	AGGCATGAGTGCTAAAGGTCCTATAGGTGGCACAT	V_CTCF_BR	11
chr11	110349245	110349395	id-19906	1.48e-05	+	ATGAGCTGATCCCCTTCAGGCTATAGGGGGCGCTG	UpstreamP1_CTCF	33
chr11	110399883	110400033	id-19907	7.55e-07	-	TGGGCCACTTTTGATGCTTCCAGTAGAGGGAGCCC	V_CTCF_BR	39
chr11	110431601	110431751	id-19908	1.16e-05	-	ATTGGTGTATGCCCCCATGGCCACAGGGGGCACCA	Upstream_CTCF	6
chr11	110477274	110477424	id-19909	1	+	NA	NONE	3
chr11	110583469	110583619	id-19910	2.28e-05	+	CCTGCAGCGCGTGCATCCGCGGAGCGGTGGCGACC	Upstream_CTCF	17
chr11	110584011	110584161	id-19911	1	+	NA	NONE	24
chr11	110609512	110609662	id-19912	8.98e-06	-	TTGTATCCCATGTTAAGGTCCACAAGAGGGCATCC	UpstreamP1_CTCF	8
chr11	110643751	110643901	id-19913	2.29e-05	+	CCTCTGCTGAGATGCTCTTCCACCAGATGGCCACC	UpstreamP1_CTCF	11
chr11	110645444	110645594	id-19914	1.76e-05	-	GAGATGCTTCAGAACCAAACCAGTGGGTGGAGCTA	UpstreamP1_CTCF	9
chr11	110754074	110754224	id-19915	8.97e-05	+	TATGCCTGTCTCTTGAGAAACACTAGAGGCTACTC	Upstream_CTCF	7
chr11	110871607	110871757	id-19916	1.21e-05	+	TATGCAGTGCTGGATACAGCCATTTGTGGGTGGGC	Upstream_CTCF	3
chr11	110893808	110893958	id-19917	3.11e-05	+	CTTGGAGGTAGGAGGACCACAGCAAGGGGGAGCTG	V_CTCF_BR	10
chr11	110936510	110936660	id-19918	9.66e-05	-	CCTGCAGGGCTTCCTGCTGACATCAGGAATGGGGT	Upstream_CTCF	3
chr11	110939999	110940149	id-19919	1	+	NA	NONE	34
chr11	110952006	110952156	id-19920	1	+	NA	NONE	2
chr11	111033206	111033356	id-19921	1	+	NA	NONE	14
chr11	111060326	111060476	id-19922	4.88e-05	-	TTGGTCCTGCCTCTTTTTTCCCCTAGAGGTTGACA	Upstream_CTCF	20
chr11	111077462	111077612	id-19923	1	+	NA	NONE	6
chr11	111101224	111101374	id-19924	4.99e-07	-	GGAGTATTTTCAGTTTAAGCCACTAGGTGGTGCCT	Upstream_CTCF	40
chr11	111154087	111154237	id-19925	1.52e-07	+	AGTGAAGGAGTCCATGAGGCCACAAGAGGGCAGCA	V_CTCF_BR	40
chr11	111169846	111169996	id-19926	2.34e-06	-	CTGCGGGGACCGCAGCTGGACAGCAGGGATCCCCC	UpstreamP1_CTCF	36
chr11	111173534	111173684	id-19927	5.3e-05	+	TAGTAGGCAAGGGTAGCAGACACCAGGGGATGATG	UpstreamP1_CTCF	10
chr11	111178980	111179130	id-19928	1	+	NA	NONE	2
chr11	111228487	111228637	id-19929	7.73e-06	-	CCCTGGTCTTCTCCTCTCCCCTCTAGGTGGTGCTG	V_CTCF_BR	7
chr11	111230108	111230258	id-19930	4.51e-05	+	TTAGTATTCATCATAGGTGGCAGTAGAGGACAGCC	Upstream_CTCF	17
chr11	111270527	111270677	id-19931	5.38e-05	+	GACTGAGAGGTCCTTCTGCCCTCAGGGTGGCGGGT	V_CTCF_BR	2
chr11	111285210	111285360	id-19932	1	+	NA	NONE	2
chr11	111293853	111294003	id-19933	7.27e-06	-	CCGCCACCACAGCGAGCTCTCAGTAGGGGGAGCTC	V_CTCF_BR	40
chr11	111299874	111300024	id-19934	5.34e-06	-	AGCGTGATGTTAAGCTTTGTCAGTAGGGGGCGCCT	V_CTCF_BR	40
chr11	111307545	111307695	id-19935	3.4e-06	+	GGGTGTTTGTTGTATTTCTCCGGCAGATGGCAGAC	V_CTCF_BR	32
chr11	111317392	111317542	id-19936	2.2e-07	-	CTGCTTTGCCTTTGTTTGTCCAGATGGTGGCACTG	UpstreamP1_CTCF	40
chr11	111323080	111323230	id-19937	1.5e-05	+	CCATTATGTCCGGGCCCTCCCGCCAGGGGGCCAGT	Upstream_CTCF	4
chr11	111325330	111325480	id-19938	4.14e-06	+	CTAGGTGAGCAAATTTATGCCAGTAGATGGCAGGC	V_CTCF_BR	24
chr11	111325530	111325680	id-19939	7.8e-08	+	GGAGTCTCTCCAGCTGTTGGCAGCAGGGGGCGCTG	V_CTCF_BR	40
chr11	111330261	111330411	id-19940	1.1e-05	-	GGATAGCGCATCATTCCCAACACCAGGGGGAGAGG	V_CTCF_BR	22
chr11	111340091	111340241	id-19941	5.12e-06	-	AGGCAGGAGGAACCAAAGGCCACAAGGGGACTCAA	UpstreamP1_CTCF	10
chr11	111350490	111350640	id-19942	1	+	NA	NONE	10
chr11	111383399	111383549	id-19943	3.28e-05	-	CACAACACGCGTAGCTGGGCCAGCGGGCGGCGCTG	V_CTCF_BR	22
chr11	111385579	111385729	id-19944	2.01e-05	-	GCGCAGCACCAGCTGAGATTCGCTAGGGGGATACA	UpstreamP1_CTCF	24
chr11	111399315	111399465	id-19945	3.45e-05	-	AACGCATGCTTATCAGAATACAGCAGGTGGAGCTA	V_CTCF_BR	30
chr11	111426218	111426368	id-19946	1	+	NA	NONE	1
chr11	111428246	111428396	id-19947	9.25e-06	-	CAACATACAACTGTGGTGACCACAAGGAGGAGGAG	V_CTCF_BR	20
chr11	111428805	111428955	id-19948	2.28e-05	+	AGAGTGCTATAAAATAGCTACACTAGGTGGCATCA	Upstream_CTCF	12
chr11	111435982	111436132	id-19949	5.21e-08	+	CGAGGCTGCTTTGTTTTCACCACCAGGTGGCAGTA	V_CTCF_BR	40
chr11	111437176	111437326	id-19950	1.39e-05	-	ACATCCAACCTGTTTTCCACCAGCAGGTGGAATAA	V_CTCF_BR	8
chr11	111445714	111445864	id-19951	9.84e-06	-	CACTTCTGGCAGCCCCTGGCCAGAAGGAGGGGCTA	UpstreamP1_CTCF	20
chr11	111457145	111457295	id-19952	8.33e-05	+	TATGACAAAATGAGGCTGACCAGTAGAGGGGGCAT	Upstream_CTCF	40
chr11	111472789	111472939	id-19953	3.88e-07	+	CTGCACCCCTCCGCACGGTCCGCCAGGGCTCGCTC	UpstreamP1_CTCF	40
chr11	111475269	111475419	id-19954	9.62e-05	+	GAGTAATACCGTGGTTTGGCTATCAGAGTGAGATC	UpstreamP1_CTCF	39
chr11	111589395	111589545	id-19955	5.74e-05	-	CAGTACTTTCACCTGGAAAACACTGGGTAGAGCTA	UpstreamP1_CTCF	7
chr11	111606273	111606423	id-19956	1	+	NA	NONE	18
chr11	111626098	111626248	id-19957	1	+	NA	NONE	2
chr11	111634094	111634244	id-19958	4.7e-06	-	CTCTTACAGTTCACATCACCCAGCAGATGGCTCAC	V_CTCF_BR	29
chr11	111648120	111648270	id-19959	2.11e-06	-	CATAAGTCTTCCCTAATGTCCAGCAGAGGGCATCC	V_CTCF_BR	39
chr11	111704417	111704567	id-19960	5.74e-05	-	GTGATGATTTTTCAGGATGCCAGTAGGAGTCACCA	UpstreamP1_CTCF	28
chr11	111712298	111712448	id-19961	5.21e-08	-	CTTACTGTTAACATGGTGGACACCAGGGGGCGCTG	V_CTCF_BR	39
chr11	111722476	111722626	id-19962	1.83e-05	-	CCCCAGTATTAAGCTTTTGCCTCTAGATGTCTCCC	V_CTCF_BR	40
chr11	111741601	111741751	id-19963	4.85e-07	+	ATGCAGTTCTAACCTGCAGCCTCCAGGGTTTGGGA	UpstreamP1_CTCF	40
chr11	111749198	111749348	id-19964	1	+	NA	NONE	22
chr11	111749763	111749913	id-19965	3.28e-07	+	GAGAAATTCCCCTCCCCAACCAACAGGAGGCGCCG	UpstreamP1_CTCF	40
chr11	111759299	111759449	id-19966	3.11e-05	-	CCACTGTACTCCAGCCTGGGCGACAGAGGGCAATA	V_CTCF_BR	0
chr11	111789474	111789624	id-19967	4.01e-05	+	CAGTCACCTGGGAATCATTCCAGCAGGTGGCTTCA	V_CTCF_BR	10
chr11	111797319	111797469	id-19968	1	+	NA	NONE	23
chr11	111802624	111802774	id-19969	8.91e-07	+	AGTGTCACTTCCAAAATATCCACCAGATGTCGCTA	Upstream_CTCF	39
chr11	111826567	111826717	id-19970	2.04e-08	+	GCTGCATTATTCACAATATCCAGGAGGTGGAAGCA	Upstream_CTCF	14
chr11	111845888	111846038	id-19971	7.12e-06	+	TGCCAGTGCTTAACTGTGACCACATGGGGGCATGG	UpstreamP1_CTCF	37
chr11	111849203	111849353	id-19972	1	+	NA	NONE	21
chr11	111852847	111852997	id-19973	5.67e-06	-	ATAGCACAGACTGGACTCTCCACCAGGTGGGGTTG	Upstream_CTCF	40
chr11	111853936	111854086	id-19974	1.26e-05	+	TGTGTGGCTCTGGCAGCCGGCAGGCGGTGGAGGGC	Upstream_CTCF	11
chr11	111867564	111867714	id-19975	9.84e-06	-	ATACACTTCCTAGCCATGGCCATTAGATGGTGCAA	UpstreamP1_CTCF	40
chr11	111875255	111875405	id-19976	2.12e-06	+	AAGCACTGCTCATCCCCCACCACCAGGGGAGCAAG	UpstreamP1_CTCF	40
chr11	111893959	111894109	id-19977	1	+	NA	NONE	14
chr11	111944757	111944907	id-19978	3.65e-05	-	CTGAAAAGCAAGCCTGGCACCAGAAGGGGGACATT	UpstreamP1_CTCF	31
chr11	111957309	111957459	id-19979	1.59e-06	-	AGCGCCTGGTGGCCGCCGAGCAGCAGAAGGCGCAG	V_CTCF_BR	38
chr11	111958713	111958863	id-19980	1.63e-05	+	CCTTTAGCAGGACTTCCTACCTGTAGGGGGGACTC	Upstream_CTCF	10
chr11	111984265	111984415	id-19981	2.41e-08	+	CTGAAGTATCTCTTTCTTTCCACTAGGGGGAGCAG	UpstreamP1_CTCF	40
chr11	112034730	112034880	id-19982	1	+	NA	NONE	8
chr11	112045871	112046021	id-19983	5.7e-05	-	AAAGTCCGAATTTAGACTGCCACTAGAGGACGCTA	Upstream_CTCF	40
chr11	112090566	112090716	id-19984	7.55e-07	+	TAGTGCTTCATTTAATTGGACAGCAGGTGGCACTA	V_CTCF_BR	40
chr11	112097845	112097995	id-19985	2.43e-06	-	CAGACGACGATACGGAGGGCCAGAGGGTGGAGCTG	V_CTCF_BR	21
chr11	112144896	112145046	id-19986	1	+	NA	NONE	3
chr11	112150747	112150897	id-19987	4.3e-11	-	CCGCCCATCCTACCGCGTGCCACCAGGGGGCGCCG	V_CTCF_BR	40
chr11	112151386	112151536	id-19988	1.02e-07	-	TTGAAATAGACCATGGTGGCCACTAGAGGGAGATG	UpstreamP1_CTCF	40
chr11	112160814	112160964	id-19989	1.96e-08	+	GCGGTTCGGGGAGACGCGGCCGGGAGGTGGCAGCA	V_CTCF_BR	40
chr11	112216534	112216684	id-19990	2.02e-06	+	ATGCCAGGCACAAAAGAGGCCTGTAGGGGGAGAAG	UpstreamP1_CTCF	31
chr11	112226512	112226662	id-19991	2.43e-06	+	GACTCAGTGAGAGGAGGTGCCAGCAGGGGGCCCTC	Upstream_CTCF	38
chr11	112311362	112311512	id-19992	4.23e-06	+	GACCACTGCAGCCATCTCACCAGTAGGGGACCCTC	UpstreamP1_CTCF	30
chr11	112324451	112324601	id-19993	1	+	NA	NONE	26
chr11	112325049	112325199	id-19994	2.05e-09	-	CATGCACCACCCCCATCTCCCTCCAGGTGGCACCA	Upstream_CTCF	40
chr11	112382142	112382292	id-19995	1	+	NA	NONE	7
chr11	112426544	112426694	id-19996	2.83e-07	-	CAGGCCAGCTCAACTCCCACCAGCAGGGGTCACAC	V_CTCF_BR	40
chr11	112450059	112450209	id-19997	1.64e-05	-	GTAGCCTGCTGTCTCTTCACCAGTGGGGGTCAGGG	V_CTCF_BR	3
chr11	112455506	112455656	id-19998	7.17e-05	-	TATACCTGTCCAAAGACAGCCAGCAGAGGGGGTGA	Upstream_CTCF	32
chr11	112458998	112459148	id-19999	1.03e-06	+	ACTTCAAAGGCCTCCATATCCACTAGATGGCAGTA	V_CTCF_BR	39
chr11	112463658	112463808	id-20000	8.99e-05	+	ATGTGGCTGGCAAGTTGGAGCTGGTGATGGCGGTA	V_CTCF_BR	1
chr11	112505317	112505467	id-20001	8.97e-05	-	GATGCATAAAAGGAAGCAAACAGCAGGAGGCCAGC	Upstream_CTCF	8
chr11	112526187	112526337	id-20002	7.91e-05	+	TTGTGTTTTTGCTTTGACCTCACTAGGGGTCAGCA	UpstreamP1_CTCF	11
chr11	112526612	112526762	id-20003	1	+	NA	NONE	4
chr11	112565662	112565812	id-20004	8.03e-07	+	AGTGTAGCGCAAAGCTGAACCTCAAGAGGGCAGGA	Upstream_CTCF	13
chr11	112568650	112568800	id-20005	1	+	NA	NONE	22
chr11	112594837	112594987	id-20006	6.43e-06	-	CAAGTGCACTTCCTGAACAACTCCAGGGGGCACTG	V_CTCF_BR	5
chr11	112613235	112613385	id-20007	9.51e-07	-	CCTTCCTGACCAGGGGAAGCCAGTAGAGGGCTCGG	V_CTCF_BR	8
chr11	112651561	112651711	id-20008	2.47e-05	-	GTTGGGCTGCCTCCCAGCCCCGCTAGTCGGCACAC	Upstream_CTCF	14
chr11	112655094	112655244	id-20009	1.41e-06	-	CCGAATTTTCGGCCTTCTGCCAGTAGGAGGAGGGG	UpstreamP1_CTCF	22
chr11	112666016	112666166	id-20010	5.12e-07	-	CTGTGCTGGGTTCCCACCACCGGTAGGTGGCAGGG	UpstreamP1_CTCF	40
chr11	112668759	112668909	id-20011	1.03e-06	+	GAGTCACTCCCCGTCGAACCCTGCAGGGGGCGGTC	V_CTCF_BR	38
chr11	112708266	112708416	id-20012	2.67e-06	+	TGTGATTTAGCTCAAACCTCCACTGGGTGGCAGAG	Upstream_CTCF	28
chr11	112829456	112829606	id-20013	8.64e-05	-	TCTCCAATTCTGTATATCTCCGCTAGTCGGTGCCT	Upstream_CTCF	18
chr11	112885007	112885157	id-20014	6.49e-06	+	GGGGCTGGCTCCACTTAGTCCTGCAGAGGGCCAGG	Upstream_CTCF	7
chr11	112885638	112885788	id-20015	8.71e-06	+	CGTCTGCTTGGGTGTGCTGCCGCCAGCTGGCTTCC	V_CTCF_BR	7
chr11	112985291	112985441	id-20016	1.39e-07	-	GCACTGTGGCTCAGGCCTTCCACCAGAGGGAGCAG	V_CTCF_BR	39
chr11	113033480	113033630	id-20017	1	+	NA	NONE	21
chr11	113034271	113034421	id-20018	8.19e-06	+	CAGCCTTGTCTCAGAGAGGCCAGTAGGGAGTGCCC	UpstreamP1_CTCF	23
chr11	113060970	113061120	id-20019	1	+	NA	NONE	9
chr11	113120234	113120384	id-20020	8.91e-07	-	TCGGCTCCTGCCTCCAAGGCCACAAGGGGGCTCGT	Upstream_CTCF	33
chr11	113145555	113145705	id-20021	4.1e-06	-	CCTGGGGTGGTGGAAGGGGGCAGCAGAGGCAGCTC	Upstream_CTCF	35
chr11	113149773	113149923	id-20022	6.48e-05	-	CAGCTGCTTCTTTCAGACACAGCCAGAGAGCAGCA	UpstreamP1_CTCF	13
chr11	113160418	113160568	id-20023	1.05e-08	-	CCTGTGGTTCTTGGCACGGCCACTTGGTGGCAGTC	Upstream_CTCF	39
chr11	113176573	113176723	id-20024	2.86e-06	+	GTGCTGTTCCACACTAGGCAGGCTTGGTGGCACCG	UpstreamP1_CTCF	40
chr11	113209579	113209729	id-20025	6.37e-07	+	GTGCTTTCACTGCCCTTGGCCACTAGGCAGCGGCG	UpstreamP1_CTCF	15
chr11	113216751	113216901	id-20026	1	+	NA	NONE	1
chr11	113217292	113217442	id-20027	7.15e-05	-	AGTTGGGACCATTTTTTTTCCACTAGGGGTAGCAT	V_CTCF_BR	11
chr11	113243136	113243286	id-20028	1	+	NA	NONE	26
chr11	113247564	113247714	id-20029	3.16e-05	-	TTAGCTTAAACCATTATCACCAGTAGGGGCTGGGG	Upstream_CTCF	9
chr11	113258669	113258819	id-20030	2.43e-06	-	ACCTGGCGGCGTCGGGTGGAAGGCAGGGGGCGCAC	V_CTCF_BR	28
chr11	113307698	113307848	id-20031	7.46e-06	+	AAGTCATGTCCTCTCTTTCACAGCAGGTGGCGGCT	UpstreamP1_CTCF	7
chr11	113348216	113348366	id-20032	1.47e-05	-	AGGGGGAGGCACCAAACGACCTCCAGAGGGCCCTG	V_CTCF_BR	14
chr11	113364856	113365006	id-20033	3.03e-05	-	GCAGTATACTCCAGCCTGGGCGACAGAGGGAGACA	Upstream_CTCF	20
chr11	113403545	113403695	id-20034	3.33e-09	-	GGGCAGGATGGAAGAGTGACCTCCAGAGGGCGCCA	V_CTCF_BR	40
chr11	113409776	113409926	id-20035	1	+	NA	NONE	1
chr11	113411207	113411357	id-20036	1	+	NA	NONE	15
chr11	113412124	113412274	id-20037	3.5e-05	+	GTGTTGACAAGGCTACAGGCCACCAGGGGGTTTGT	UpstreamP1_CTCF	10
chr11	113424711	113424861	id-20038	1.1e-05	-	TGGTGGGTGTGAACGCCCCCCAGTGGGTGGAACTG	V_CTCF_BR	27
chr11	113458022	113458172	id-20039	1	+	NA	NONE	15
chr11	113515279	113515429	id-20040	9.88e-07	+	TCAGAACCTTCAGGAGCTGACACCAGAGGGCATCA	Upstream_CTCF	3
chr11	113538674	113538824	id-20041	1	+	NA	NONE	9
chr11	113560546	113560696	id-20042	3.73e-06	+	CATGTGTCCCCATCTGGGCACACTAGGGGGCCCCC	Upstream_CTCF	2
chr11	113561820	113561970	id-20043	2.94e-06	-	GCAGCATGGGTCCTGTCCACCCATAGAGGGCGCCA	Upstream_CTCF	37
chr11	113596266	113596416	id-20044	1.03e-06	-	GTGTTTTAAAGAATTCATACCACCAGGAGGCACAA	UpstreamP1_CTCF	14
chr11	113601751	113601901	id-20045	3.18e-06	-	TTCTCTCTGAAATGGAGATCCTCCAGATGGCACTC	V_CTCF_BR	40
chr11	113644758	113644908	id-20046	9.25e-06	-	GACGCCACTTCTTTACACAACTCTAGAGGGCGCCA	V_CTCF_BR	38
chr11	113649199	113649349	id-20047	6.43e-06	+	GTCCCAGCAGCAAGGGGAGCCTGGGGAGGGAGCAC	V_CTCF_BR	3
chr11	113667488	113667638	id-20048	5.93e-06	-	TAGTCTGTATCATTTGGATCCACCAGGGGGAGTGC	Upstream_CTCF	40
chr11	113677241	113677391	id-20049	7.07e-08	+	CAGGGCTCAGCATCACCTACCACAAGGGGGCACAA	V_CTCF_BR	40
chr11	113745960	113746110	id-20050	6.21e-05	+	GCCCTTGGCCTTCTCACCCACGCTGGCGGGCGCAC	V_CTCF_BR	19
chr11	113755190	113755340	id-20051	2.4e-05	+	GCCTGGGAAACAGAGCGAGACTCCTGGGGGTGGCA	V_CTCF_BR	10
chr11	113766265	113766415	id-20052	1	+	NA	NONE	11
chr11	113767135	113767285	id-20053	9.51e-07	+	AAGGCAGGCACGACAGCCACCACAAGGTGGTGCTC	V_CTCF_BR	40
chr11	113776955	113777105	id-20054	4.65e-06	+	GTGTAAGAGCACGGAACCAATCCCAGGGGGCAGTG	UpstreamP1_CTCF	40
chr11	113822381	113822531	id-20055	1	+	NA	NONE	3
chr11	113845993	113846143	id-20056	9.84e-06	+	TCGCTATGCTGCTGTGGGTCCAGCAGGCGCTGCTC	UpstreamP1_CTCF	11
chr11	113865185	113865335	id-20057	1.74e-07	+	CCTGCCTTCTAAGTGGTTTCCACAAGGTGGCAGCA	Upstream_CTCF	39
chr11	113897187	113897337	id-20058	8.21e-06	+	AGGGGATTTTATTTCAGTACCTGCAGGGGGAGCCT	V_CTCF_BR	38
chr11	113898780	113898930	id-20059	1	+	NA	NONE	20
chr11	113904508	113904658	id-20060	4.94e-06	+	ATTGCCCTACCCAGTTGGCCCAGCAGGTTCCTCCG	Upstream_CTCF	5
chr11	113906876	113907026	id-20061	3.12e-08	+	GTTCGGTTCTGCCCGGTGACCACTAGAGGTCAGCA	UpstreamP1_CTCF	40
chr11	113930061	113930211	id-20062	2.96e-05	+	GCCGCCGGCGCCCCAGCAGCAGCTAGATGTCAGGC	V_CTCF_BR	19
chr11	113930875	113931025	id-20063	5.34e-06	+	ATCCGGAGGCTTTGTACCGCCAGGGGCTGGCGGAG	V_CTCF_BR	15
chr11	113932174	113932324	id-20064	2.04e-05	-	CACTGCTTGCTTGCCTCCACCCCCAGAAGGAGCTC	V_CTCF_BR	8
chr11	113946724	113946874	id-20065	1.38e-07	-	AGTGCAGTTCACTCCTTTGTCACCAGGGGCCTTTA	Upstream_CTCF	40
chr11	113966658	113966808	id-20066	1	+	NA	NONE	0
chr11	113982402	113982552	id-20067	1.04e-05	-	CCACAACAAACCAATAGCACCAGGAGAGGGAGACG	V_CTCF_BR	8
chr11	113986197	113986347	id-20068	1	+	NA	NONE	6
chr11	114003160	114003310	id-20069	6.51e-05	-	CAACTTGTCTAAGGTCACACAGCTAGAGGGCAGCG	V_CTCF_BR	4
chr11	114004392	114004542	id-20070	1.76e-05	-	GTGCCACAATGCCCTTGGGCCACCAGGGGAGCAAT	UpstreamP1_CTCF	13
chr11	114031235	114031385	id-20071	5.28e-05	+	TGTTTAATTAGAAGTTTGCCCTGTAGGAGGCCCTT	Upstream_CTCF	12
chr11	114051302	114051452	id-20072	6.43e-06	-	GCACTGCCAAGCTGTCTGTCCCCTAGGGGGTGGCA	V_CTCF_BR	39
chr11	114063830	114063980	id-20073	8.71e-06	-	GCCACATTTTACCTCAACATCAGCAGGGGGCACTC	V_CTCF_BR	18
chr11	114065429	114065579	id-20074	1	+	NA	NONE	6
chr11	114067103	114067253	id-20075	4.68e-07	-	TTCAACCTAGTACCCTGGGCCTGCAGAGGGTGCCC	V_CTCF_BR	22
chr11	114068596	114068746	id-20076	4.5e-06	-	CCAGCTCCTCTGGGACCAGCCACTGGGAGGCTGTT	Upstream_CTCF	8
chr11	114069117	114069267	id-20077	6.39e-05	-	AAAGAATAGCTGGTCTGGGCCAGCAGGAGACGGCT	Upstream_CTCF	8
chr11	114072859	114073009	id-20078	7.44e-05	-	TTTGTGGCCTCTGTCACCCCCTCCAGGTGTGACCT	Upstream_CTCF	1
chr11	114076157	114076307	id-20079	6.21e-06	+	GACGCAATGTTCCCTGCCCCCAGTAGGAGAAGATC	Upstream_CTCF	7
chr11	114092398	114092548	id-20080	2.01e-05	+	GTTTCATTTCCAAGGCCTGTCAGAGGGAGGCAGTC	Upstream_CTCF	9
chr11	114099250	114099400	id-20081	1	+	NA	NONE	4
chr11	114112037	114112187	id-20082	7.46e-06	+	CTGTGAGGAGCTGGGCTGCACAGCAGGAGGCGAGC	UpstreamP1_CTCF	0
chr11	114117554	114117704	id-20083	3.45e-05	+	ATGGTGAGGTCTCATGTATCCACAAGGGGGCTTGC	V_CTCF_BR	17
chr11	114122397	114122547	id-20084	5.65e-05	+	AGCAGAAGGAGGGGGAGGAGCTGCAGGAGGAGGAG	V_CTCF_BR	6
chr11	114122804	114122954	id-20085	1.82e-06	+	TTGCTTTGGGGTCTCATGGTCCCCAGAGGGCACTA	UpstreamP1_CTCF	10
chr11	114124573	114124723	id-20086	2.94e-06	-	GCAGTACCACAGCTAAAGGCAGCCAGGGGGCCGAA	Upstream_CTCF	10
chr11	114128718	114128868	id-20087	2.58e-07	-	AGGGCAGTGGCAGCCGGGGCTGGCAGGGGGCGGCA	Upstream_CTCF	30
chr11	114131859	114132009	id-20088	5.89e-08	-	AAGCACCTGCAGTCAGTGCCCACTAGGTGGAGACA	UpstreamP1_CTCF	40
chr11	114133530	114133680	id-20089	2.86e-06	-	ATGCACTTCCTCTTTCCCTCCAGCTCGTGTCACTA	UpstreamP1_CTCF	40
chr11	114148341	114148491	id-20090	6.21e-05	+	AGATGTAATTGTGGCACTATCCCTAGAGGGCACTA	V_CTCF_BR	13
chr11	114151431	114151581	id-20091	3.41e-07	+	CTTGTCTTTCACTCTCTGGGCACAAGAGGGCAGCC	Upstream_CTCF	40
chr11	114163072	114163222	id-20092	1	+	NA	NONE	7
chr11	114166877	114167027	id-20093	1.83e-05	-	GCCAGCCGCCAGGGATTGTAGACCAGAGGGAGCAC	V_CTCF_BR	18
chr11	114188580	114188730	id-20094	2.38e-07	+	TTCCTTGGCCCTCTGAGCGCCAGCAGAGGGTGCAC	V_CTCF_BR	40
chr11	114211054	114211204	id-20095	2.74e-08	+	ATGTATTTTCTCCAAGTGGCCACAAGATGGCTGCA	UpstreamP1_CTCF	40
chr11	114219048	114219198	id-20096	8.46e-07	+	TCAGGATTAATTCCTTCCTCCAGTAGAGGGCAGCA	Upstream_CTCF	39
chr11	114266577	114266727	id-20097	5.68e-06	-	CCACTGCACTCCAGCCTGGCCAACAGAGGGAGACT	V_CTCF_BR	40
chr11	114271229	114271379	id-20098	4.34e-05	+	ACGGGCGTTTTCGTTTGTGACGCCAGGGAGCGTGA	Upstream_CTCF	18
chr11	114271574	114271724	id-20099	1	+	NA	NONE	17
chr11	114304150	114304300	id-20100	3.16e-05	+	TCCTTTATTCCTTCCCAGACCACTGGAGGGATGTA	Upstream_CTCF	2
chr11	114310099	114310249	id-20101	1	+	NA	NONE	38
chr11	114310533	114310683	id-20102	2.68e-05	+	TGCGCTGTAGGGCTTCTTTCCACAAGGGAGGAGTC	Upstream_CTCF	16
chr11	114367732	114367882	id-20103	2.15e-05	+	AGGTCCTGCAGGAGGTATTCCAGAAGAGGGCGTTG	V_CTCF_BR	9
chr11	114432980	114433130	id-20104	8.34e-07	-	GAGCAGTGCTGTGCATAATCCCCAAGAGGGAAGAA	UpstreamP1_CTCF	13
chr11	114442568	114442718	id-20105	9.49e-08	-	TGTGTTCGTTGGCCTCCAGCCAGCAGGTGGCACTT	V_CTCF_BR	9
chr11	114457683	114457833	id-20106	5.74e-05	-	ATGGAATAGGGTTCCCGTTCCACTAGGTGATGCTG	UpstreamP1_CTCF	35
chr11	114477383	114477533	id-20107	7.49e-07	-	CTGTGGTACTACTTATTATCCAGCAGGTAGCAGTG	UpstreamP1_CTCF	12
chr11	114481837	114481987	id-20108	3.67e-07	-	ATGCAGTACTACTTATTATCCAGCGGGTAGCAGTG	UpstreamP1_CTCF	18
chr11	114572219	114572369	id-20109	1	+	NA	NONE	13
chr11	114609795	114609945	id-20110	2.37e-09	+	CCTGCAGTGATGCACCACACCAGCAGATGGCACTG	Upstream_CTCF	39
chr11	114633269	114633419	id-20111	3.88e-06	-	AAGCCTCTGCGGAAGGCAGACGCCAGGGGTCAGTG	V_CTCF_BR	39
chr11	114645475	114645625	id-20112	3.09e-05	+	TTGCAGTAGGAGCATCATCTCCAAAGGGGGCGCTC	UpstreamP1_CTCF	39
chr11	114691301	114691451	id-20113	5.93e-06	+	CCAGCCCTGCACAAACAGGCCATTGGGAGGCACGC	Upstream_CTCF	1
chr11	114717300	114717450	id-20114	2.31e-06	-	AGTGCCTTGCTAACACAGAGCACTAGGCGGCCTCC	Upstream_CTCF	8
chr11	114741603	114741753	id-20115	1	+	NA	NONE	2
chr11	114763434	114763584	id-20116	1	+	NA	NONE	32
chr11	114780698	114780848	id-20117	1.7e-05	+	CGACCTGTGCTGGTTCTTTCCAGCAGGGGGACCAT	Upstream_CTCF	10
chr11	114813014	114813164	id-20118	1.7e-05	+	CCTTCACTACCTCCAGGTCTGGGCAGAGGGAGCTC	Upstream_CTCF	13
chr11	114823883	114824033	id-20119	1.83e-05	-	GAGAGGAATAAGGTGACAGCCACTAGAGGTCTCTT	V_CTCF_BR	11
chr11	114879602	114879752	id-20120	1.13e-05	-	CTTCAGCAGGGGGCACATGGCAGCAGGGGCCTCAT	UpstreamP1_CTCF	3
chr11	114912823	114912973	id-20121	1.64e-05	-	TGATGACTCCCAGGGGCCTCTGGCAGGGGGCGCCT	V_CTCF_BR	6
chr11	114974742	114974892	id-20122	2.11e-06	-	TGGCTTAGATCCGCATCTACCACCAGGGGGTTCTG	V_CTCF_BR	15
chr11	114993077	114993227	id-20123	7.73e-06	+	TCTCTGGATGGTGCTCTGACAGCCAGGGGGAGGTG	V_CTCF_BR	13
chr11	115003668	115003818	id-20124	3.4e-06	-	GACTGCAAGAGGAATCTTGCCTGTAGGTGGTGCTG	V_CTCF_BR	28
chr11	115041058	115041208	id-20125	2.57e-08	+	TTGTATTTCCCAGCACTGACCACCAGGGGCAGTAG	UpstreamP1_CTCF	40
chr11	115086500	115086650	id-20126	2.43e-06	+	CTTCCAGTTCCTACAGCTGCCTCTAGGAGCAGCGA	Upstream_CTCF	37
chr11	115087087	115087237	id-20127	1	+	NA	NONE	19
chr11	115109707	115109857	id-20128	6.49e-06	-	CTGAACTTCCAGTGCCCAAAGGCTAGGGGGCCCTG	UpstreamP1_CTCF	18
chr11	115195414	115195564	id-20129	1.16e-05	+	GTTATTGTGCTTCCTGTTTCCTGTAGGTGGCGACA	Upstream_CTCF	40
chr11	115205737	115205887	id-20130	3.22e-07	+	CTTGCATTTCCCTATTTTGTCACAAGATGGCAATC	Upstream_CTCF	38
chr11	115231252	115231402	id-20131	4.01e-05	-	ATTGCAATGCTGCTTGTGGCCATTAGGATTTAGTC	Upstream_CTCF	21
chr11	115279433	115279583	id-20132	1	+	NA	NONE	2
chr11	115332672	115332822	id-20133	1.31e-05	+	AACACTGGGAAACATTTAGCCGGTAGAGGGAGAAA	V_CTCF_BR	5
chr11	115367688	115367838	id-20134	1	+	NA	NONE	11
chr11	115373875	115374025	id-20135	8.21e-06	-	GCGCGTTGGCGCGGTCGGGAAAGAAGAGGGCAGTG	V_CTCF_BR	34
chr11	115374450	115374600	id-20136	3.18e-06	+	GCGGGCGGCTGGGAGTCAGCCACCAGGAGGCTTCG	V_CTCF_BR	17
chr11	115375206	115375356	id-20137	2.6e-07	-	GGCGCGCCGCCGAACGCCAGCGCCAGGGGGCGGGG	V_CTCF_BR	37
chr11	115375682	115375832	id-20138	1	+	NA	NONE	38
chr11	115398981	115399131	id-20139	5.48e-05	+	CTTGCAGTTCTCAAGACTAACTGTAGGATGTTCTG	Upstream_CTCF	8
chr11	115401587	115401737	id-20140	1.37e-05	+	GCAGCCAAGCTCTCACACTGCAGCTGGGGGCGCAG	Upstream_CTCF	21
chr11	115417839	115417989	id-20141	4.65e-06	+	AGGTAGTGTGGCATGGTAGCCTCTAGAGGCAGACC	UpstreamP1_CTCF	20
chr11	115419595	115419745	id-20142	2.27e-05	-	GGGCCAGAATTACAATTTCTCAGCAGGGGGCTCTG	V_CTCF_BR	3
chr11	115437002	115437152	id-20143	4.88e-05	-	CAGTGCTCTGATAGCCTGACCAGCAGGGAGGGCTG	UpstreamP1_CTCF	2
chr11	115452847	115452997	id-20144	7.44e-05	+	TGCACTTTTCCTTTTTTGCCCAGTAGATGGGGACG	Upstream_CTCF	27
chr11	115484788	115484938	id-20145	1	+	NA	NONE	19
chr11	115494908	115495058	id-20146	1	+	NA	NONE	21
chr11	115543779	115543929	id-20147	7.73e-06	+	CCTGGCAAGACCCTTGAAGGCACCAGTGGGAGCTG	V_CTCF_BR	2
chr11	115549794	115549944	id-20148	1	+	NA	NONE	24
chr11	115563836	115563986	id-20149	1	+	NA	NONE	4
chr11	115607055	115607205	id-20150	1.59e-06	+	CCTCCACCCTGTGAAGTGAACTGCAGAGGGCACCT	V_CTCF_BR	10
chr11	115616327	115616477	id-20151	1	+	NA	NONE	2
chr11	115617720	115617870	id-20152	7.6e-05	-	GTGTAAAGCCTGTCACTTACAGCTAGAGGGCTTAG	UpstreamP1_CTCF	6
chr11	115632665	115632815	id-20153	3.45e-05	-	AGTACAGGGAGCCTGACAGGCTATAGGGGGCAGAC	V_CTCF_BR	10
chr11	115740625	115740775	id-20154	4.1e-06	+	GCTGCACTGCAGCCCTGCTACTGGTGAGGGCAGTG	Upstream_CTCF	29
chr11	115783480	115783630	id-20155	5.26e-07	-	GCTGCAATATAGATTCCAGCCAGGTGAGGGAAGTG	Upstream_CTCF	25
chr11	115846446	115846596	id-20156	3.29e-05	-	GCCGCCGTGTGGCGAAACAGCAGCAGGAGGAAATT	Upstream_CTCF	3
chr11	115855081	115855231	id-20157	5.3e-05	-	CGTCTGCTGCTTGAGAAGGCCACCAAGAGCCGCTG	UpstreamP1_CTCF	6
chr11	115860730	115860880	id-20158	7.61e-08	+	GATGCGGTGCTACACCCAGCCAGAGGGTGGCAGCA	Upstream_CTCF	37
chr11	115902700	115902850	id-20159	1.15e-07	+	GACACAGAGGAAGCCCTGACCACCAGGGGGAAGCT	V_CTCF_BR	6
chr11	115943604	115943754	id-20160	1.73e-05	-	TGAGTGTGAGCATACTCAGCCTCCAGGGGGCCCCG	V_CTCF_BR	20
chr11	115948874	115949024	id-20161	1.93e-05	+	GCTGAAAGGAAAGCAGGCACCAGCAGTGGGCCTAG	Upstream_CTCF	27
chr11	116016028	116016178	id-20162	2.72e-06	-	CTGAATTTGCAGTTCTCAGCCAGCAGGGGTTGTTC	UpstreamP1_CTCF	16
chr11	116041617	116041767	id-20163	1.96e-08	+	ACACCACCCACGAGGGAAGCCAGCAGAGGGCACTG	V_CTCF_BR	24
chr11	116050276	116050426	id-20164	5.98e-05	+	AGGCAGTGGAGCTGGCAAGACATAAGGTGGGGCTG	UpstreamP1_CTCF	5
chr11	116064082	116064232	id-20165	7.82e-06	-	ATGAAATTCCTCACTGAGACCACAAGGGTACGGTT	UpstreamP1_CTCF	29
chr11	116077873	116078023	id-20166	1	+	NA	NONE	3
chr11	116086580	116086730	id-20167	1	+	NA	NONE	31
chr11	116087846	116087996	id-20168	1.26e-05	+	GCAACACTGCTCTCCACGCTCACCAGACGGCGCTG	Upstream_CTCF	40
chr11	116095211	116095361	id-20169	2.74e-08	-	GTTCACTTCAATTATGGGACCACTAGGGGGAGCCC	UpstreamP1_CTCF	40
chr11	116106026	116106176	id-20170	2e-06	-	CAGGGAATACAACCCCCAGCCAGCAGGGGACTGAG	Upstream_CTCF	3
chr11	116120407	116120557	id-20171	2.01e-05	+	GTGCTACTAGAAAGAGATACCACTAGGGGCGTTCA	UpstreamP1_CTCF	9
chr11	116147166	116147316	id-20172	8.02e-08	+	AGGCAACTCAGCCCTCCCTCCTCCAGGGGGCGCAC	UpstreamP1_CTCF	32
chr11	116147412	116147562	id-20173	2.39e-10	-	CTGTAGTTGGGTGGCCTCACCACCAGGTGGCAGGC	UpstreamP1_CTCF	38
chr11	116152599	116152749	id-20174	1.73e-05	+	TGAGAAAGAAATGTGTCCTCCAACAGAGGGAGCAC	V_CTCF_BR	17
chr11	116225838	116225988	id-20175	8.59e-05	-	GGAGCCTGGACTTGGTCAGGCAGCAGGGAGCAGTG	V_CTCF_BR	1
chr11	116228877	116229027	id-20176	4.88e-05	+	GAGATGGGTTTTCTGCCTGCCTGTAGGCGGCGCTG	UpstreamP1_CTCF	31
chr11	116237318	116237468	id-20177	8.81e-07	-	GGAGGCACAGGCAGGGGCACAAGCAGAGGGCAGCG	V_CTCF_BR	13
chr11	116246064	116246214	id-20178	1	+	NA	NONE	11
chr11	116289343	116289493	id-20179	5.7e-05	-	ACATTACTACTTGTGGGAACCTGTAGGGGTCTGAG	Upstream_CTCF	1
chr11	116293787	116293937	id-20180	4.68e-07	-	GGCAGATGTCCAGCTGTTGCCAGGAGGGGTCAGCC	V_CTCF_BR	8
chr11	116324875	116325025	id-20181	7.55e-07	+	TATTTGCTGCAAGCATTTTCCAGCAGGTGGCAGTG	V_CTCF_BR	40
chr11	116332699	116332849	id-20182	2.81e-06	-	GCTGCAGCCTGGGTGGGAAGCACTAGATGGAGTCA	Upstream_CTCF	7
chr11	116370219	116370369	id-20183	4.7e-08	-	TTGCCTTCTAATTCATCCGCCAGGAGGGGGCGCCC	V_CTCF_BR	40
chr11	116370869	116371019	id-20184	8.59e-05	+	GGCCACAGAGCTGGAAGGCCCTCTAGAGGCCTCCT	V_CTCF_BR	4
chr11	116384736	116384886	id-20185	7.61e-08	+	CCTGTAAAACAGCTGAACGACAGCAGGGGGCGGCA	Upstream_CTCF	38
chr11	116404263	116404413	id-20186	5.26e-07	-	ACTGCTTTGCGGGGTCTGGCCGGGAGAGGTCAGTC	Upstream_CTCF	13
chr11	116406772	116406922	id-20187	1	+	NA	NONE	2
chr11	116424324	116424474	id-20188	1	+	NA	NONE	6
chr11	116476396	116476546	id-20189	2.1e-06	-	CTTGCAGGGGCATTGGTGCCCTCTAGGGGACTGTG	Upstream_CTCF	40
chr11	116485979	116486129	id-20190	2.58e-05	+	CGGGAAGTGCCCCAGTCCTCCACTTGGGGCACTCT	Upstream_CTCF	9
chr11	116512364	116512514	id-20191	4.11e-08	-	GATGCAGTGCAGCGTGTGGACAAAAGATGGCAGCA	Upstream_CTCF	40
chr11	116515853	116516003	id-20192	9.25e-06	-	CCTGGGCTTCCCTGGCCTGCCTGCTGCGGGCTCCT	V_CTCF_BR	6
chr11	116528671	116528821	id-20193	1	+	NA	NONE	4
chr11	116551140	116551290	id-20194	1	+	NA	NONE	15
chr11	116562516	116562666	id-20195	3.95e-09	-	GGTGCAGTTAGCTTCATGGCCACTAGAGGGGAGTC	Upstream_CTCF	40
chr11	116574338	116574488	id-20196	2.68e-05	+	AAGGCAGAACCACTAGGGACCAGAGGTGGCAACCG	Upstream_CTCF	2
chr11	116586221	116586371	id-20197	3.11e-05	+	CCCAGGGCCGCATGCCCATTGTCCAGGGGGCGCTC	V_CTCF_BR	26
chr11	116601913	116602063	id-20198	1.55e-05	-	CCATAAACCCACAGCTGCCCCGACAGAGGGCAGTC	V_CTCF_BR	17
chr11	116603014	116603164	id-20199	1.48e-06	-	GTGTGGAAGGCTAAGGCGGCCAGCAGAGGCTGCTG	V_CTCF_BR	12
chr11	116603541	116603691	id-20200	7.09e-08	+	ACGCTATGACTCCATGTGTCCAGCAGGTGGCTACA	UpstreamP1_CTCF	40
chr11	116607546	116607696	id-20201	4.41e-06	-	CAACCTGTGCCAGAGGCTGACACCAGAGGGAGAGG	V_CTCF_BR	24
chr11	116613623	116613773	id-20202	3.28e-07	-	CTGTCATTTCCTAGGCTGTCTACTAGAGGGCAGTG	UpstreamP1_CTCF	40
chr11	116643752	116643902	id-20203	5.12e-06	+	GCGCGGCTGGCAGGTGCGGCCACCGGGACGCGCTC	UpstreamP1_CTCF	9
chr11	116662059	116662209	id-20204	1.28e-06	+	GTTGTCAAGGCGGGGGCTGCAGGCAGAGGGCGCTA	V_CTCF_BR	40
chr11	116696324	116696474	id-20205	1	+	NA	NONE	2
chr11	116697622	116697772	id-20206	1	+	NA	NONE	2
chr11	116699676	116699826	id-20207	5.01e-06	+	TTCCTCCCAGTTGCTCCCACAGCCAGGGGGCAGTG	V_CTCF_BR	13
chr11	116703051	116703201	id-20208	1.84e-05	-	TGGCTCTGAGCAGGGTAGGACAGAGGGAGGCAGCC	UpstreamP1_CTCF	9
chr11	116706826	116706976	id-20209	2.18e-07	-	AGGAGATGGAGCTCTACCGCCAGAAGGTGGAGCCG	V_CTCF_BR	40
chr11	116711115	116711265	id-20210	1	+	NA	NONE	40
chr11	116740306	116740456	id-20211	7.49e-05	+	ATAATAAGAAAATCAACTCCCACAAGGGGGCATGC	V_CTCF_BR	3
chr11	116747590	116747740	id-20212	2.39e-05	-	CTGCAAGCACAAGTGGATGAAGCTAGGGGACGCCG	UpstreamP1_CTCF	2
chr11	116750654	116750804	id-20213	2.27e-06	+	GACCAAACTGTTGTTAAGGCCTCTAGATGGCACTC	V_CTCF_BR	40
chr11	116765903	116766053	id-20214	1.47e-05	+	CTCTGCGCTGACCCCTCAACAGCCAGGGGGTGCTC	V_CTCF_BR	38
chr11	116786923	116787073	id-20215	9.66e-05	+	GATGAAATACCCATGCCTACCACTAGCAAACTGTA	Upstream_CTCF	14
chr11	116798016	116798166	id-20216	4.66e-08	+	TCTGCCATTCTACCATGGGCCACCAGGTGGTCTGT	Upstream_CTCF	39
chr11	116952757	116952907	id-20217	1	+	NA	NONE	13
chr11	116967312	116967462	id-20218	1	+	NA	NONE	22
chr11	116969324	116969474	id-20219	1.03e-06	+	GGCTCCCGGGTGCCCCCCTCCGGGAGCTGGCGGTG	V_CTCF_BR	32
chr11	116976804	116976954	id-20220	6.73e-07	-	ATGTAGTTTAGGACTTCAACCAGAAGGTGTCTCTG	UpstreamP1_CTCF	40
chr11	117009477	117009627	id-20221	1.64e-05	-	AAAAGAGGATGGAGGCCAACCCAAAGGGGGCGCCA	V_CTCF_BR	40
chr11	117016209	117016359	id-20222	3.45e-05	-	CTAATCCTCCCCTTCTCCCCCACAAGGAGGCAACC	V_CTCF_BR	37
chr11	117052101	117052251	id-20223	1.48e-06	+	CTGTGAACGTCCTGAACAAGCAGAAGGGGGCGCCG	V_CTCF_BR	39
chr11	117068115	117068265	id-20224	1.56e-05	+	GGGGCCCTTGTTTGCACTCCCTCTGGGTGGAGCTG	Upstream_CTCF	11
chr11	117068718	117068868	id-20225	3.86e-08	+	CCTGCTTTTCCTGCAGGCGCCACTGGGAGGTGCTA	Upstream_CTCF	39
chr11	117071500	117071650	id-20226	2.68e-05	+	CATCCTGTTCCTCAGGAGCCCAGCAGGGGTGCAGA	Upstream_CTCF	13
chr11	117076387	117076537	id-20227	2.66e-05	+	GATGAGGATGGAGGCCAAACCAAAGGGGGGCGCCA	V_CTCF_BR	8
chr11	117077591	117077741	id-20228	2.23e-06	-	TCCCAGTTCCAGCGTCAAGCCGGTAGATGGAGCCC	UpstreamP1_CTCF	19
chr11	117079552	117079702	id-20229	1.63e-05	+	GGTGTACATACGAGTCCATGCTGCGGGGGGCGCCG	Upstream_CTCF	35
chr11	117093025	117093175	id-20230	7.44e-06	-	GGGGGAATGTCTCATGTCAACACCAGAGAGAGCTC	Upstream_CTCF	18
chr11	117097264	117097414	id-20231	3.4e-06	-	AGACTATTCCTCTTATACTCCAGCAGAGGGCAGTA	V_CTCF_BR	40
chr11	117103187	117103337	id-20232	4.3e-11	+	CCGGCGGCGCCAGCTGTCGCCGCCAGAGGGCGCCG	V_CTCF_BR	39
chr11	117110179	117110329	id-20233	5.34e-06	+	GAAAGTATGGGCACAACAGACTGTAGAGGGCAGAC	V_CTCF_BR	35
chr11	117122333	117122483	id-20234	1.28e-06	+	AATGAAGGAAAAGACACTGCCGGCAGGGGGCTCAG	V_CTCF_BR	8
chr11	117127434	117127584	id-20235	1	+	NA	NONE	4
chr11	117187013	117187163	id-20236	5.9e-06	-	TTGCAGGGCGGACTCCACCTCGGCAGAGGGCATCC	UpstreamP1_CTCF	37
chr11	117227215	117227365	id-20237	3.48e-06	+	GGGCTAGTCCAGCAGAGCTCCAGCAGAGGGCTTAC	UpstreamP1_CTCF	15
chr11	117237011	117237161	id-20238	1	+	NA	NONE	11
chr11	117250938	117251088	id-20239	1.04e-05	+	CAGCTCACAGTGCAGGCTTCCAGCAGCAGGAGGCA	V_CTCF_BR	5
chr11	117297029	117297179	id-20240	4.7e-10	+	CCTGCAGTTCTGGAGGCGACCTGCAGATGGCGTGC	Upstream_CTCF	40
chr11	117299569	117299719	id-20241	1.1e-05	+	ATTTGGCATAGGGGCCCCTCCACTGGGGGGCAATA	V_CTCF_BR	8
chr11	117308290	117308440	id-20242	6.51e-07	+	AAAGGAATGCCACCTTCGGCCACCCGGTGGGGAAG	Upstream_CTCF	0
chr11	117314352	117314502	id-20243	1.35e-05	+	CTGTTGTGAGGCTTTGCTGGAGTCAGGGGGCAGCA	UpstreamP1_CTCF	39
chr11	117327840	117327990	id-20244	4.73e-07	-	GCAGCACTGCCCCTCACCTTCGGGAGGCGGCGCCG	Upstream_CTCF	2
chr11	117328711	117328861	id-20245	1.03e-05	-	CTGCACTACCCCAGGGCCGCCAGGGAGGCACAGTG	UpstreamP1_CTCF	6
chr11	117339787	117339937	id-20246	8.91e-07	-	AAGGCACTTTTATCCCCTTCCACCAGAGGAGGCCA	Upstream_CTCF	19
chr11	117350227	117350377	id-20247	1.65e-07	-	CTGCTGTGCGGCCGCCCCGCCACTGTGAGGCACTG	UpstreamP1_CTCF	24
chr11	117363354	117363504	id-20248	2.72e-05	-	CTGCTCCCACCCGCCCCGCCGACCACCCGGCGCGC	UpstreamP1_CTCF	3
chr11	117380387	117380537	id-20249	6.49e-06	-	ATGCAGCTACTAGCCCTGAGCACTGGAGAGGGCGC	UpstreamP1_CTCF	4
chr11	117387282	117387432	id-20250	2.55e-06	+	GCAGCAGGGCATCCTTGTACCACTTGATGGAGTAG	Upstream_CTCF	1
chr11	117389925	117390075	id-20251	4.65e-05	+	GTTCCCTCTGCGTGGGGCCTCAGGAGGGGGTGGTG	V_CTCF_BR	9
chr11	117391051	117391201	id-20252	1	+	NA	NONE	14
chr11	117417826	117417976	id-20253	6.49e-06	+	CCGCTGCACATGGCAGAGCCCAGCCGGGGGCGACA	UpstreamP1_CTCF	1
chr11	117466309	117466459	id-20254	1	+	NA	NONE	9
chr11	117485532	117485682	id-20255	1	+	NA	NONE	24
chr11	117489837	117489987	id-20256	4.5e-06	-	AGAGAAAGCCTGAGACCAGCCACCAGGGGCTGGAG	Upstream_CTCF	22
chr11	117492064	117492214	id-20257	5.93e-06	-	TCTGCTGCACCAGACTTCACAGATAGGTGTCACCA	Upstream_CTCF	39
chr11	117502186	117502336	id-20258	1.08e-05	-	CTGTCCCTGAAGACACTGGCCTTTAGGTGGAGCTG	UpstreamP1_CTCF	15
chr11	117574028	117574178	id-20259	3.16e-05	-	TGGGAAGGGGAGATGGTGTCCAGCAGGGGCCCTGG	Upstream_CTCF	4
chr11	117595900	117596050	id-20260	1.69e-05	+	CTGTCTTCCCTGTCTGCTGCCCTTAGAGGGCAGAG	UpstreamP1_CTCF	4
chr11	117601253	117601403	id-20261	1	+	NA	NONE	15
chr11	117633057	117633207	id-20262	1	+	NA	NONE	1
chr11	117637277	117637427	id-20263	3.03e-05	+	GCTGCTTGCTCTGTGTCCACCGCCAGGGTGTGATC	Upstream_CTCF	1
chr11	117678307	117678457	id-20264	4.7e-08	+	GTCACAGTACCTGCCATGGCCAGCAGGTGTCGCCC	V_CTCF_BR	40
chr11	117680125	117680275	id-20265	1.59e-06	-	GCCACCATCCTGTCCTGTGGCACTAGGGGGAGGCA	V_CTCF_BR	39
chr11	117688548	117688698	id-20266	1.04e-10	-	GCCGCAATTCCCTTTCTGACCACCAGAGGGAGCAC	Upstream_CTCF	40
chr11	117689911	117690061	id-20267	6.43e-06	+	GCCCAGATGAGGAAGCCAGACGCTAGGTGGTGCCA	V_CTCF_BR	40
chr11	117692837	117692987	id-20268	6.74e-08	+	TCTGCGGCTCCTCCCGGGCCCACTGGAGGGTGCAC	Upstream_CTCF	40
chr11	117694016	117694166	id-20269	3.09e-06	+	AATGTCATTCTGGTGTAATCCACAAGAGGGTGGAA	Upstream_CTCF	34
chr11	117714804	117714954	id-20270	2.64e-11	+	ACTGCACTTCACCTCTCGGCCACCAGGGGTCAGAA	Upstream_CTCF	40
chr11	117775443	117775593	id-20271	4.3e-08	-	CAGCAGTCACTCATATTGGCCAGGAGAGGGGGATG	UpstreamP1_CTCF	33
chr11	117779283	117779433	id-20272	6.43e-06	+	GGGTCAGGGGCTTGGACAGCCGCATGAGGGCGATG	V_CTCF_BR	5
chr11	117781396	117781546	id-20273	3.88e-06	+	GCTGGGAAGGGCATTCAGACCTGCAGGGGGAGACA	V_CTCF_BR	14
chr11	117794529	117794679	id-20274	3.48e-06	+	TTCTAGTCCTGAAGAATGTCCAGCAGGGAGCAGTA	UpstreamP1_CTCF	17
chr11	117799636	117799786	id-20275	1.16e-05	+	GCTGTAACACTATGGATGCCCGGCAGGAGTGCTCA	Upstream_CTCF	13
chr11	117804781	117804931	id-20276	1.41e-05	+	CCTTTGTGTCTTGTTCAGGGCAACAGGGGGCAGAG	UpstreamP1_CTCF	8
chr11	117816257	117816407	id-20277	8.58e-06	+	ATGCAAAGCAGTCAATTAACCTCTAGGGGGACAGA	UpstreamP1_CTCF	29
chr11	117817732	117817882	id-20278	4.55e-09	-	AGAGCCTTTCCTAGGTCTGCCACTAGGTGGCGCCC	Upstream_CTCF	40
chr11	117821126	117821276	id-20279	5.65e-05	+	GTTGAGGCTGAGAAACCCTCCGGTAGAGGGTGTCG	V_CTCF_BR	31
chr11	117850370	117850520	id-20280	1	+	NA	NONE	0
chr11	117871770	117871920	id-20281	3.18e-06	-	GAATCCTCCCTCAAGCCTGCCTCCAGAGGGAGTTC	V_CTCF_BR	2
chr11	117875652	117875802	id-20282	1	+	NA	NONE	2
chr11	117876014	117876164	id-20283	4.41e-06	-	GGTGTGGACTGGGTGATAACAAGTAGGGGGCAGTG	V_CTCF_BR	4
chr11	117898526	117898676	id-20284	1	+	NA	NONE	8
chr11	117900152	117900302	id-20285	4.03e-06	+	CTGCAAAAGTTTCTTCTTGCCAGCTGGGGGAAGTT	UpstreamP1_CTCF	17
chr11	117901904	117902054	id-20286	1	+	NA	NONE	3
chr11	117924221	117924371	id-20287	1.87e-09	-	GGGGAAGGCAACATTTCAGCCACCAGAGGGCGCTC	V_CTCF_BR	40
chr11	117939423	117939573	id-20288	3.18e-06	-	CGAGAATGCAGACACAGTGCCGCCAGGTGGTGGAA	V_CTCF_BR	12
chr11	117939766	117939916	id-20289	1	+	NA	NONE	0
chr11	117966615	117966765	id-20290	5.65e-05	+	GTATGAAAGCTCGTTCCTTCCTGATGGGGGAAGCA	V_CTCF_BR	2
chr11	117985044	117985194	id-20291	8.81e-07	+	CCCGGGGAAGCAGCTGGGTCCACCAGGAGGCAGGA	V_CTCF_BR	7
chr11	118016122	118016272	id-20292	2.64e-08	+	CTTGTTGCGCTCTGGATGACCACCAGGGGTCACCC	Upstream_CTCF	40
chr11	118016788	118016938	id-20293	6.05e-06	-	GAAGCCTGGGGGCGCTCGGGGACGAGGGGGCGGAG	V_CTCF_BR	3
chr11	118027402	118027552	id-20294	5.08e-07	-	GAGACCGGGGCTCTGGTTACCACCAGGGGGTAGCT	V_CTCF_BR	18
chr11	118037103	118037253	id-20295	8.21e-06	+	AGCCGTGCCAGGCCAAGGCCCTCCTGAGGGAGCGC	V_CTCF_BR	5
chr11	118042443	118042593	id-20296	8.61e-08	-	TTGACGTTTGACTCTGTGACCACTAGAGGGCACGC	V_CTCF_BR	40
chr11	118051313	118051463	id-20297	3.09e-05	+	CTCCTCTTTTTTTCTTAATGCAGCAGAGGGTGCCC	UpstreamP1_CTCF	21
chr11	118052545	118052695	id-20298	4.34e-07	-	CTGCTATGTGCTCTGCAGATCACCAGAGGCCAGCA	UpstreamP1_CTCF	2
chr11	118069107	118069257	id-20299	2.46e-08	+	ACCAGGGAGTGCCGCGAAACCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr11	118082966	118083116	id-20300	6.49e-06	+	CTTGCAACACCTCCTGGTGGCACCTGATGCCTGAC	Upstream_CTCF	2
chr11	118112583	118112733	id-20301	2.91e-05	-	ACTGAGGGATAAAAGCTTTCCAGCAGAGGGACAGC	Upstream_CTCF	2
chr11	118122886	118123036	id-20302	4.68e-07	+	CCCTGGAAGAACAGGACGCCCAGCAGAGGGAAGAG	V_CTCF_BR	5
chr11	118129234	118129384	id-20303	1.29e-05	+	ATGAGATACCACTTCACATCCACTAGATGGCTTCA	UpstreamP1_CTCF	39
chr11	118131824	118131974	id-20304	1	+	NA	NONE	1
chr11	118134446	118134596	id-20305	2.6e-06	+	ATCCAAATGCCAAGTCCTGCCAGCAGTGGGAGGTT	V_CTCF_BR	7
chr11	118135131	118135281	id-20306	1	+	NA	NONE	14
chr11	118161763	118161913	id-20307	1.1e-05	-	GCGATCCCTCCCAAAATGAACAGAAGGAGGCAGCA	V_CTCF_BR	30
chr11	118166119	118166269	id-20308	1	+	NA	NONE	13
chr11	118166668	118166818	id-20309	6.43e-06	+	AAGAGCACCTCATCTCCTGCAGCTAGAGGGCACCC	V_CTCF_BR	40
chr11	118182361	118182511	id-20310	1	+	NA	NONE	3
chr11	118186203	118186353	id-20311	2.78e-06	-	ACTGGAGAGGAGACCTGGGCCAGCGGGAGGCAGTG	V_CTCF_BR	20
chr11	118209429	118209579	id-20312	2.47e-05	-	AGGGTTTTGGCTGCCTCATCCAGCCGAGGGCAGGC	Upstream_CTCF	1
chr11	118221985	118222135	id-20313	8.79e-07	-	GGGTAGTGGCTGGAAGTGACCACAAGAGGGGCTTC	UpstreamP1_CTCF	8
chr11	118223959	118224109	id-20314	9.29e-06	-	TTTTCTTTTACAATTTTCCCCAATAGGTGGCGCTT	Upstream_CTCF	39
chr11	118271394	118271544	id-20315	1	+	NA	NONE	36
chr11	118272484	118272634	id-20316	2.74e-08	+	GGGTGCCGGGGCGGGATGGCCTGCAGGTGGAGGGA	V_CTCF_BR	34
chr11	118301800	118301950	id-20317	2.5e-05	+	GACTACTGATGCAATGTGTCCACTTGGGGGCCCTT	UpstreamP1_CTCF	28
chr11	118305262	118305412	id-20318	4.7e-05	+	ATTGCAATGGAGAAACCGTCCACAATGGGGTGTCT	Upstream_CTCF	18
chr11	118305618	118305768	id-20319	2.27e-05	-	GGTTGCACTCAGCTCTGGCCCTCCGGAGGGTGCAC	V_CTCF_BR	15
chr11	118306904	118307054	id-20320	3.28e-07	+	TTGCGGGGCCGGCGGGCGGGCAGGAGGCGGCGGCC	UpstreamP1_CTCF	8
chr11	118309507	118309657	id-20321	1	+	NA	NONE	20
chr11	118356114	118356264	id-20322	4.5e-05	-	TTTAATTTCCAGTTTTTGGTCACTAGAGGGCTAAA	UpstreamP1_CTCF	30
chr11	118359319	118359469	id-20323	2.83e-07	-	CACCAATTTTCCAGCTGGTCCTCCAGAGGGCGCTC	V_CTCF_BR	40
chr11	118393621	118393771	id-20324	2.23e-06	-	TTGCAGGCACATCCTATGCCCAGCAGGGAGTGTCC	UpstreamP1_CTCF	40
chr11	118404928	118405078	id-20325	5.53e-08	+	CAGCAGTGAAACCAGCAGACCGGCAGATGGCTCAG	UpstreamP1_CTCF	4
chr11	118436746	118436896	id-20326	3.6e-07	-	GCCGCGTTGCCACCCATAGCCGCTAGATGCCGCAA	Upstream_CTCF	40
chr11	118442927	118443077	id-20327	4.01e-05	-	GCTCCGGTTACGATTAAGCCCAGGAGGTGTAGGGG	Upstream_CTCF	9
chr11	118460384	118460534	id-20328	4.01e-05	-	AAGTTTAGAAACATGTCTGCCAATAGGGGGCTGCT	V_CTCF_BR	1
chr11	118465851	118466001	id-20329	2.89e-07	+	TGTGTAGTAATGAAGATTTCCAGAAGGAGGAGCCA	Upstream_CTCF	40
chr11	118478586	118478736	id-20330	2.31e-07	+	TCGGCCGCTGCCAACGCCACCGCCAGAGGGGGCCG	Upstream_CTCF	40
chr11	118481792	118481942	id-20331	2.14e-10	-	TCGCCGCGGCCGAGAGCGGCCACCTGGGGGCGCCC	V_CTCF_BR	39
chr11	118505567	118505717	id-20332	5.01e-09	+	TCCCTCGCCCTCCCGCCGACCAGGAGAGGGCGGAG	V_CTCF_BR	24
chr11	118511577	118511727	id-20333	1.55e-07	-	CTGCAGGGAGTGACAGAGACCAGAAAAGGGCAGCA	UpstreamP1_CTCF	28
chr11	118529499	118529649	id-20334	2.59e-06	+	CTGCAGTGCTCAGGAGTGGCCACTGGGACAGCCTG	UpstreamP1_CTCF	36
chr11	118530243	118530393	id-20335	4.24e-09	-	CCTGCGGGTCCCACCAGAGCCACCGGGGGGCAGCT	Upstream_CTCF	40
chr11	118543677	118543827	id-20336	2.53e-05	-	AAGTATGTGCTCACACTCAACGCAAGGGGGCTCAA	V_CTCF_BR	31
chr11	118549733	118549883	id-20337	8.21e-06	+	GGTATCAGGACTGCAGGTCCCGACAGGGGGCGGTG	V_CTCF_BR	35
chr11	118560251	118560401	id-20338	8.21e-06	-	GTGCTCACCTGCATGTGGGCCTGGAGGAGGAGCTG	V_CTCF_BR	7
chr11	118560562	118560712	id-20339	1.52e-09	+	CTGCAGTGCCCAGGAGTGCCCACTGGGCGCCGCCA	UpstreamP1_CTCF	40
chr11	118560970	118561120	id-20340	5.53e-08	+	CTGCAGGTCCTGCTCAGGGTCGGGAGGGGGCAGTG	UpstreamP1_CTCF	40
chr11	118567662	118567812	id-20341	4.88e-05	-	CTGATCTTTGCTTATCTGACCACCAGGGTTACCCT	UpstreamP1_CTCF	12
chr11	118598928	118599078	id-20342	2.02e-06	+	ATGTAATTCACTACCCTGTCTACTAGGCGGTGCCG	UpstreamP1_CTCF	20
chr11	118661175	118661325	id-20343	9.25e-06	-	TTATAGGGTACGAGGCGGCCCTATAGGGGGCGGCA	V_CTCF_BR	40
chr11	118661895	118662045	id-20344	3.81e-05	+	CGACCGCGGCTCCTCCTCCACTCAAGATGGCGAAA	V_CTCF_BR	36
chr11	118662537	118662687	id-20345	8.71e-06	+	AGGCTCCGGGCTTGAGGGTGCGCCTGGGGGCGCTG	V_CTCF_BR	33
chr11	118704125	118704275	id-20346	2.84e-05	+	GCCTAGCACCCCCGAGCTTCCAGCAGAGCGAAGGA	UpstreamP1_CTCF	0
chr11	118741378	118741528	id-20347	1	+	NA	NONE	26
chr11	118754093	118754243	id-20348	1	+	NA	NONE	25
chr11	118754513	118754663	id-20349	5.92e-05	-	TCTTATGTTGAGAGGCTCCCCGCCAGGTGCCTCTA	V_CTCF_BR	2
chr11	118758537	118758687	id-20350	5.08e-05	+	GTGCAGACACCTCCCGCGGCCAGCATGACTCAGGC	UpstreamP1_CTCF	15
chr11	118758958	118759108	id-20351	1.1e-05	-	AATGGACTCTTGCTATGAGCTTCCAGGGGGCAGTC	V_CTCF_BR	2
chr11	118760763	118760913	id-20352	1.11e-05	+	ACGGTATTGGAAATAGCTCCCAATAGAGGGAGAGC	Upstream_CTCF	6
chr11	118766444	118766594	id-20353	1	+	NA	NONE	7
chr11	118770230	118770380	id-20354	3.86e-05	+	TCAGGCCTTCCCCACTCCCAAGCCAGGGGGTGCCA	Upstream_CTCF	16
chr11	118772330	118772480	id-20355	1.97e-06	+	ATGCCCATCGACCGCTTCTCCAGCAGCTGGTGCCG	V_CTCF_BR	31
chr11	118777828	118777978	id-20356	2.19e-08	+	ACCGCCCTCCCTCCACTAACCAGTAGGTGGCAGCA	V_CTCF_BR	40
chr11	118778247	118778397	id-20357	1	+	NA	NONE	20
chr11	118790585	118790735	id-20358	1.71e-06	-	TGGTACAGTGCTCAGTGACCCAGCAGGGGGAGGGC	V_CTCF_BR	37
chr11	118796682	118796832	id-20359	4.3e-06	-	GGCGCCTTACCGAGTCAGACCACTGGGAGGCTGGG	Upstream_CTCF	37
chr11	118798849	118798999	id-20360	7.42e-09	-	CAGAGGTTCCCCGAGTTGGCCAGTAGAGGGAGCCG	V_CTCF_BR	40
chr11	118799858	118800008	id-20361	1	+	NA	NONE	21
chr11	118801067	118801217	id-20362	6.94e-09	-	GCTGCTAAGCCAGATTTAGCCACCAGGGGGCAAAA	Upstream_CTCF	40
chr11	118827375	118827525	id-20363	1.55e-08	-	CAGGCCTGTGCCAGTATGACCACCAGGTGGCAGGC	V_CTCF_BR	40
chr11	118850264	118850414	id-20364	5.92e-05	-	AGATCTGTTGCACGTTGAGGCCACAGGGGGAACTG	Upstream_CTCF	13
chr11	118867690	118867840	id-20365	7.11e-06	-	GCTGCTGATGCTTTACTCTCCACCAGGGGTTTTCG	Upstream_CTCF	39
chr11	118868725	118868875	id-20366	1.21e-06	+	TTGCAGTGGCGCCTGCCGGGCGCTGAGGGCCGCGG	UpstreamP1_CTCF	19
chr11	118886031	118886181	id-20367	8.16e-07	-	TCCATTATTCCAGACGCGGCCAAAAGAGGGCAGCC	V_CTCF_BR	34
chr11	118889079	118889229	id-20368	1	+	NA	NONE	13
chr11	118900163	118900313	id-20369	1	+	NA	NONE	2
chr11	118901678	118901828	id-20370	6.23e-05	-	TTGGACATGCCGTGCCCAGCCCCTAAGGGGCGCTA	UpstreamP1_CTCF	40
chr11	118915547	118915697	id-20371	5.2e-08	+	GTGCCCCTCCCTCCTCTGGCCACTAGGGGTGGGAA	UpstreamP1_CTCF	38
chr11	118926690	118926840	id-20372	9.81e-06	-	GCACTGAGTGGTATGTACCCCAGTAGAGGGAGCAA	V_CTCF_BR	34
chr11	118927731	118927881	id-20373	1.5e-05	-	AGAGGAGTTGTGAAGGGCGCGGGTGGGGGGCGCTG	Upstream_CTCF	34
chr11	118928250	118928400	id-20374	2.58e-05	+	GGCGTCCTGTCCGCAGCCCCGCGGAGGGGGCGCTG	Upstream_CTCF	40
chr11	118936246	118936396	id-20375	8.34e-07	+	GTGGAGCTTCTGCCATTGGACAACAGGGGGAGCAC	UpstreamP1_CTCF	40
chr11	118965638	118965788	id-20376	2.81e-05	+	GGCCTGGGTGGCCTTCTTGCCGCCCGAGGGCGCCT	V_CTCF_BR	40
chr11	118966420	118966570	id-20377	1	+	NA	NONE	24
chr11	118971080	118971230	id-20378	2.66e-05	-	AAAATTCTTAAATCCTCCTCCCCTAGGTGGCACTA	V_CTCF_BR	40
chr11	118972291	118972441	id-20379	6.49e-06	+	TGGGCAATTCCGAGAAGGCCCACATGGTGACCGGT	Upstream_CTCF	36
chr11	118973295	118973445	id-20380	2.31e-07	+	ACTGCATTGTACCTAGCTCCCACAAGGAGGAGATG	Upstream_CTCF	38
chr11	118974580	118974730	id-20381	6.64e-05	+	GAGGCAAGTGTTTTCTCTTCCACAGGGTGTCCCCA	Upstream_CTCF	15
chr11	119001378	119001528	id-20382	1	+	NA	NONE	7
chr11	119005203	119005353	id-20383	2.11e-06	+	AGCCAGGCAAGTGGCAGTGCCCCTAGTGGGCAGCC	V_CTCF_BR	40
chr11	119015696	119015846	id-20384	2.04e-08	+	GCTGCATCTCTCCAAGTGACCAGCAGAGGGGCCTT	Upstream_CTCF	40
chr11	119024319	119024469	id-20385	9.62e-08	+	CTGTAGTAGTGGGAGTTTTCCTGGAGGGGGCGAGA	UpstreamP1_CTCF	29
chr11	119026941	119027091	id-20386	3.09e-06	-	ACCACTGTCCAGAGAGAGGCCACCAGGGGGCCACG	Upstream_CTCF	37
chr11	119033069	119033219	id-20387	1.67e-07	+	TCAGAACAGCCTGCCCTGGGCACCAGGTGGCAGAC	V_CTCF_BR	5
chr11	119038710	119038860	id-20388	6.23e-05	-	GAGCTGTGCACTAGGGCACCCACAGAGAGGCTCTC	UpstreamP1_CTCF	5
chr11	119039341	119039491	id-20389	1.67e-07	+	TGTCACTGGCGCTTGGGAACCTGCAGAGGGCAGTA	V_CTCF_BR	40
chr11	119060297	119060447	id-20390	2.78e-06	+	CTTCCTGCAGGCCCACCTGCCAGCAGAGGGTGTGG	V_CTCF_BR	3
chr11	119067714	119067864	id-20391	2.6e-06	-	AGGAGAAGGTCAAACAAGTCCACTAGAGGGAGCCC	V_CTCF_BR	39
chr11	119076595	119076745	id-20392	3.06e-08	+	CGCTCCTTTCCCCGTTTCTCCAGCAGAGGGCGCAG	V_CTCF_BR	40
chr11	119077423	119077573	id-20393	7.82e-06	+	GGGCAGGGACGAGGCCGGGAGGGTGGGGGGCGGCG	UpstreamP1_CTCF	2
chr11	119133489	119133639	id-20394	1	+	NA	NONE	26
chr11	119155409	119155559	id-20395	1	+	NA	NONE	40
chr11	119166059	119166209	id-20396	1	+	NA	NONE	23
chr11	119178148	119178298	id-20397	3.97e-07	-	TTCCCTGGGGAAACCAGGCCCTGCAGAGGGCACTA	V_CTCF_BR	35
chr11	119186307	119186457	id-20398	2.39e-05	+	AGGCCCTTTTGTGTCACCACCGCCAGGGGAAGACA	UpstreamP1_CTCF	26
chr11	119191930	119192080	id-20399	7.15e-05	+	CAGGGTGGAGAAAACCCAGGCCGCAGGGGGCGTCT	V_CTCF_BR	15
chr11	119192437	119192587	id-20400	4.59e-07	+	CTGCAGTTCCTCTTCCCTGCCACACGGGGCTGCCA	UpstreamP1_CTCF	40
chr11	119193265	119193415	id-20401	1	+	NA	NONE	30
chr11	119194369	119194519	id-20402	4.48e-07	-	AAAACAATTCAAACTAGGGGCACCAGGGGGCGCTC	Upstream_CTCF	40
chr11	119203082	119203232	id-20403	1	+	NA	NONE	0
chr11	119209110	119209260	id-20404	3.18e-09	-	TAAGCAGTTTCTGAGATGACCACAAGGGGGTGCCC	Upstream_CTCF	40
chr11	119210723	119210873	id-20405	4.23e-08	-	TGTCCGGGACTCGGGTCTCCCGCCAGGGGGCGCCA	V_CTCF_BR	39
chr11	119211433	119211583	id-20406	6.51e-05	-	CCAGGACTGGGGTGACGGCAGGGCAGGGGGCGCCT	V_CTCF_BR	9
chr11	119227103	119227253	id-20407	1.46e-07	+	GCGGTGATGCTCCCAGCGAGCTCCAGAGGGCGCTG	Upstream_CTCF	39
chr11	119227502	119227652	id-20408	1	+	NA	NONE	35
chr11	119231767	119231917	id-20409	1	+	NA	NONE	8
chr11	119242571	119242721	id-20410	2.58e-07	-	TCTGTAGTTATTAGTGTGCCCATTAGGTGGCAAGC	Upstream_CTCF	32
chr11	119244975	119245125	id-20411	6.17e-09	-	CTGCAGTGCAAGATTTGGGACTGTAGGGGGCCCCC	UpstreamP1_CTCF	40
chr11	119252298	119252448	id-20412	7.55e-07	-	GGCGCGATGAGGCGGCTGCCCGCTGGGTGGCGCCG	V_CTCF_BR	40
chr11	119255102	119255252	id-20413	2.29e-05	+	GTGTAGAGAGGAAAAAATCCCAGGAGATGGTGGTA	UpstreamP1_CTCF	5
chr11	119260704	119260854	id-20414	3.16e-05	-	ATGGCGATACCAAAACCAGACACCAGGAGCTCCAG	Upstream_CTCF	39
chr11	119287460	119287610	id-20415	2.02e-06	-	GCTCAAGAAGCCACAGAGGCCACCAGAGGGCCACG	UpstreamP1_CTCF	16
chr11	119292880	119293030	id-20416	3.36e-05	+	GAGCTGCTGCCCTGAGCCAGATCCAGGAGGAAGGG	UpstreamP1_CTCF	7
chr11	119330988	119331138	id-20417	1	+	NA	NONE	0
chr11	119342061	119342211	id-20418	1	+	NA	NONE	7
chr11	119345528	119345678	id-20419	1.05e-08	-	ACTGCACTTGCAGATCAGACCACTAGGAGGTAGCA	Upstream_CTCF	40
chr11	119350531	119350681	id-20420	5.01e-06	-	GAGGAGATGCACTTCACAGCCGCCAGAGGGCTAGA	V_CTCF_BR	40
chr11	119352176	119352326	id-20421	6.2e-10	+	ACGGCCACGCCGCGGTCGGCCAGGAGGTGGCGCTG	V_CTCF_BR	40
chr11	119356114	119356264	id-20422	4.55e-09	+	CCTGCACTACCCGCAGGCTCCCCCAGGGGCCTCTG	Upstream_CTCF	37
chr11	119362579	119362729	id-20423	4.02e-07	+	AAAGAACTTCCAGTCCAGACCAGCAGGAGGCTCAG	Upstream_CTCF	40
chr11	119394281	119394431	id-20424	6.21e-05	+	AGCCAACCAGCCCCCAAAGGAACCAGAGGGAGCTA	V_CTCF_BR	0
chr11	119404653	119404803	id-20425	3.63e-06	-	CAGGACACAAGTTCAAAGCCCTCCAGGGGGAGCCC	V_CTCF_BR	40
chr11	119404906	119405056	id-20426	4.7e-06	-	GCTACAGGGAGAATAATGTCCCCTAGAGGGCACAG	V_CTCF_BR	12
chr11	119407598	119407748	id-20427	8.13e-06	+	GCAGTAGCACCAGCGTTCACCACTAGGACTCACTG	Upstream_CTCF	11
chr11	119443867	119444017	id-20428	3.8e-07	+	CTGGGAGTTCTTGCTGCCACCAGCAGGGGCGGCCT	Upstream_CTCF	28
chr11	119454386	119454536	id-20429	8.16e-07	-	GGAGAACATCCCCACTCAGCCAGGAGGAGGCGCTC	V_CTCF_BR	38
chr11	119469193	119469343	id-20430	1.28e-06	-	CCCCTGCCTCCCCAGCCCTCCACCTGGGGGTGCTC	V_CTCF_BR	4
chr11	119473773	119473923	id-20431	3.4e-06	+	CGTCGCCCTCCAGCAGCTTCCTGTAGGTGGCGATC	V_CTCF_BR	34
chr11	119479576	119479726	id-20432	4.17e-05	+	TTTTCACTTAGAGGTCAGAACTCCAGGGGGTGATA	Upstream_CTCF	7
chr11	119494912	119495062	id-20433	1.22e-08	+	GGCACGTTTCCCAGGCTGTCCAGCAGGGGGAGCCC	V_CTCF_BR	40
chr11	119495430	119495580	id-20434	8.33e-05	-	GCTGCCATACTGCACAGCGCAGATAGAGGCATCAC	Upstream_CTCF	21
chr11	119504117	119504267	id-20435	1	+	NA	NONE	5
chr11	119512849	119512999	id-20436	5.08e-07	+	GCCTCTGGAATCTCACCTTCCACTAGGGGGAGCTC	V_CTCF_BR	38
chr11	119527670	119527820	id-20437	7.73e-06	-	TGGAGGTCACCACCTGAGGCAAGTAGGGGGCAGGA	V_CTCF_BR	4
chr11	119537201	119537351	id-20438	1.84e-06	+	GAAATGGTTCCTGGCACCACCACAGGGTGGCACCA	V_CTCF_BR	39
chr11	119544584	119544734	id-20439	6.05e-06	+	AGGCCAGGGATTGCAGACAACAGCAGGTGGCTCCA	V_CTCF_BR	17
chr11	119552377	119552527	id-20440	2.94e-06	+	GTGGCACTCCCAGAAGCAACCACATGGTGGGGAAG	Upstream_CTCF	37
chr11	119556211	119556361	id-20441	3.18e-06	+	AGCTGAGTTTTGCCTTCTCCCACCAGGTGGCTGAG	V_CTCF_BR	5
chr11	119562132	119562282	id-20442	2.58e-09	+	CTGCTCTGCGGGTGGTCTGCCTGCAGGGGGCACGG	UpstreamP1_CTCF	28
chr11	119565256	119565406	id-20443	3.63e-06	+	TTGGCCTGAAGTGATGTGGGCTGAAGAGGGCAGTG	V_CTCF_BR	26
chr11	119572756	119572906	id-20444	4.21e-05	-	GATCAAAAACACTGTCCCACAGGAAGAGGGCACTG	V_CTCF_BR	3
chr11	119577718	119577868	id-20445	6.49e-06	-	CTTTCCCTGTCCACCCAAGCCAGCAGGGGCAGTAG	Upstream_CTCF	39
chr11	119587310	119587460	id-20446	1.83e-05	+	TCGCCGGTTCTCTAACTGGCGGCTGGGGGGCAGTG	V_CTCF_BR	8
chr11	119591898	119592048	id-20447	1.28e-06	+	GGAGCTGTGTCCTCCTCTTCAGGCAGGGGGCAGAA	Upstream_CTCF	40
chr11	119598589	119598739	id-20448	1.04e-05	-	CCCTCCCGCCCCACACCGCCCCACAGCGGGCGCGG	V_CTCF_BR	38
chr11	119600123	119600273	id-20449	3.06e-08	-	CGCGCCTCGGCGCCGCCGGCCGCTAGGGGTCACTG	V_CTCF_BR	40
chr11	119600401	119600551	id-20450	3.16e-05	+	TCTGCACCACTTGGACGTTCCACGGAGAGGCAGCG	Upstream_CTCF	4
chr11	119612098	119612248	id-20451	9.55e-09	-	CTCTCTCCGCGGCCCACGACCGCTAGGTGGCGCCG	V_CTCF_BR	39
chr11	119623208	119623358	id-20452	1	+	NA	NONE	4
chr11	119643887	119644037	id-20453	1	+	NA	NONE	5
chr11	119645055	119645205	id-20454	1.47e-05	-	ATGACCACCAGGCCTGCAGCCTGGTGGGGGCATCA	V_CTCF_BR	8
chr11	119652868	119653018	id-20455	2.66e-05	+	CGGACACTGCAAACACCAGCCCATAGAGGGCTGCC	V_CTCF_BR	4
chr11	119659255	119659405	id-20456	1.37e-05	+	TTGGCCATGTCTCCTTTATCCAGAAGAGGGACCCT	Upstream_CTCF	3
chr11	119664396	119664546	id-20457	5.7e-05	-	TGTGCTAACCTTGGGGCCACCAGAACAGGGCAGCA	Upstream_CTCF	2
chr11	119732011	119732161	id-20458	9.62e-05	-	GAGCAGTCCAGACAGGGGGCAGGCAAGTGCAAGGG	UpstreamP1_CTCF	13
chr11	119734530	119734680	id-20459	2.28e-05	+	GGAGCAGGGATGAAAACGGCCTCTGGAGGCCCCTT	Upstream_CTCF	2
chr11	119734916	119735066	id-20460	2.02e-06	+	CAGCAGCTGCTCCTGCTCAGCACCTGTGGGCGGAA	UpstreamP1_CTCF	3
chr11	119749856	119750006	id-20461	9.62e-05	+	CAGCTGTATGCTCACTGTGCCCTCACATGGCAGAA	UpstreamP1_CTCF	6
chr11	119759037	119759187	id-20462	7.73e-06	+	TTAGAGGGACTGGGAAGTCACAGCAGGGGGAGCTC	V_CTCF_BR	2
chr11	119778676	119778826	id-20463	1.71e-06	-	TTACTAGCCAGTCAGGGTGCCACCAGAGGGAGAGA	V_CTCF_BR	7
chr11	119779055	119779205	id-20464	9.29e-06	+	CAGGGACTCCCTTGTTTACCCACAAGGCGGCCCCA	Upstream_CTCF	5
chr11	119807532	119807682	id-20465	6.15e-05	-	TTAGCTATCATTATTATCACCTGTAGTAGGCACTG	Upstream_CTCF	10
chr11	119812936	119813086	id-20466	1	+	NA	NONE	6
chr11	119854183	119854333	id-20467	5.13e-05	+	CGCTGTTGAGCCCACCTCACCGGTGGGGGCAGGTC	V_CTCF_BR	11
chr11	119864565	119864715	id-20468	2.6e-06	-	ACCTGCCTTGTCCCTGCCCCCACAGGGGGGCAGTG	V_CTCF_BR	16
chr11	119870080	119870230	id-20469	1.56e-06	+	GCTGCCTTCCCCTTTCCTACCACGTGAGGTCACCG	Upstream_CTCF	29
chr11	119884054	119884204	id-20470	2.41e-08	-	GTGCAGTGCAGCGTCCCCACCACCAGACGGTGCAT	UpstreamP1_CTCF	40
chr11	119933085	119933235	id-20471	8.52e-08	+	CTGCAGTGACAGAGGAGGCCCGGAGGAGGGAGGGA	UpstreamP1_CTCF	14
chr11	119934518	119934668	id-20472	2.5e-05	+	TTCTTGTTCCCAGAAACAGCCACCAGATGCTGTAT	UpstreamP1_CTCF	1
chr11	119950587	119950737	id-20473	4.55e-09	-	CATGCAGCTCTCCACTCCACCACGAGGGGGCCTCG	Upstream_CTCF	38
chr11	119979014	119979164	id-20474	2.73e-11	-	CTGCAGTTCTGAGGCACGGCCAGCAGGTGACAGCA	UpstreamP1_CTCF	40
chr11	119983194	119983344	id-20475	6.51e-05	+	CCCACCCTACCCTAACCTGCCTCAGGAGGCAGCAG	V_CTCF_BR	28
chr11	119986452	119986602	id-20476	6.18e-07	+	CATGGCCTGCCAGAGTTTCCCGGCAGGAGGCGCTC	Upstream_CTCF	31
chr11	120008591	120008741	id-20477	3.73e-06	+	GGTGCCATTCTCCAGGCTGCCACTGGGGCCCGACG	Upstream_CTCF	14
chr11	120018389	120018539	id-20478	5.9e-06	-	GGGCAGTACCCACAGGTTGCCTGCAGTCTGCGCTG	UpstreamP1_CTCF	4
chr11	120039910	120040060	id-20479	2.58e-07	-	GTGGCGCCTCCCCGCCTGGCCACACGGGGGCGCGC	Upstream_CTCF	40
chr11	120043032	120043182	id-20480	2.86e-06	+	CTGTGATTCCTTGATCTCACCACAGGGTGTCTCCA	UpstreamP1_CTCF	40
chr11	120051655	120051805	id-20481	4.24e-07	+	CAGGCAGGAACCTCAGTCACCACCAGAGGTCCCTA	Upstream_CTCF	34
chr11	120053652	120053802	id-20482	5.26e-07	-	TTTGCTTCTCTGGCTTCTCCCAGTAGGTGGGGCTG	Upstream_CTCF	40
chr11	120081366	120081516	id-20483	7.27e-06	-	CGGGGCAAATCCCTTCCTTCCAGCAGGGGCAGGAC	V_CTCF_BR	25
chr11	120081725	120081875	id-20484	2.6e-05	+	GCGCCGTCTCCGCCTCGGGGCCGCCGGGGGCGCCC	UpstreamP1_CTCF	23
chr11	120097526	120097676	id-20485	1	+	NA	NONE	6
chr11	120099834	120099984	id-20486	6.19e-06	+	GCCCACTGCTCTTCACCAGCCACTAGAGGGGGTGG	UpstreamP1_CTCF	37
chr11	120100622	120100772	id-20487	1.32e-05	-	GGTGTGGGGACACTTTCTGACATCAGGTGGCAGCA	Upstream_CTCF	40
chr11	120105846	120105996	id-20488	6.53e-09	+	GGGTCACACGCCCCTGTGACCACGAGAGGGCGCGC	V_CTCF_BR	40
chr11	120111117	120111267	id-20489	3.83e-09	+	GGGGCTTGTTTCCCAGCGGCCAGGAGAGGGCGGTG	V_CTCF_BR	36
chr11	120129495	120129645	id-20490	8.52e-08	+	CTGCAGCATCAGTGTGTGGCCAACAGGGGATGGGG	UpstreamP1_CTCF	32
chr11	120170793	120170943	id-20491	9.81e-06	-	CTGAACACCCTTTCTACAACCTGTGGGTGGCACTG	V_CTCF_BR	40
chr11	120173841	120173991	id-20492	3e-08	-	GCTGGTGTCCCCATTTCAACCACTAGATGGCGAGC	Upstream_CTCF	39
chr11	120177441	120177591	id-20493	2.78e-06	-	AAGGCTGTCTAAGGGACAGCCTGTAGGGGGAGCTT	V_CTCF_BR	39
chr11	120192978	120193128	id-20494	9.71e-06	-	GGTGCTATCCCTCCTGAAGTCAATAGGGGTCTGGC	Upstream_CTCF	9
chr11	120195860	120196010	id-20495	2.33e-07	+	CTGCGCTCCATCCTCCCAGCCAGCAGGTGCCCCCA	UpstreamP1_CTCF	30
chr11	120205619	120205769	id-20496	1.84e-07	+	ATTGTCATGCTAGAATACACCAGCAGGTGGCAATG	Upstream_CTCF	40
chr11	120206613	120206763	id-20497	6.21e-05	+	CCCGGCACGATGTCCTCGGGATCTGGGGGGCGCTC	V_CTCF_BR	40
chr11	120255858	120256008	id-20498	1	+	NA	NONE	6
chr11	120302447	120302597	id-20499	1	+	NA	NONE	40
chr11	120381874	120382024	id-20500	3.33e-09	+	CCGCGCTGTTTCCCGAATGCCACCAGGGGGCGCCC	V_CTCF_BR	40
chr11	120382314	120382464	id-20501	8.86e-10	+	GCAGCAGTTCCCCAGCTGCCCGCCGGGCGGCGCCC	Upstream_CTCF	37
chr11	120383699	120383849	id-20502	1.1e-06	-	GGAGACATGCCCAGGAGAGCCACTGGAGGGAGGCA	V_CTCF_BR	34
chr11	120388787	120388937	id-20503	1	+	NA	NONE	11
chr11	120398059	120398209	id-20504	3.4e-06	-	TGCCATGCTCCCTCTCTCACCGGCAGGGGTCTGCC	V_CTCF_BR	25
chr11	120400071	120400221	id-20505	1	+	NA	NONE	5
chr11	120419278	120419428	id-20506	6.43e-06	-	TCCAAAATCCTCCCAGCTGCCACCAGAGGTCTCTT	V_CTCF_BR	35
chr11	120435783	120435933	id-20507	1	+	NA	NONE	27
chr11	120440712	120440862	id-20508	1.64e-05	+	GGCTGCTCCGGGAGCCCCTCCTGTTGGTGGCAACA	V_CTCF_BR	1
chr11	120493008	120493158	id-20509	2.68e-05	+	CTTGCCCCAGGTCACACTGCCTTTAGGGGGCAGAA	Upstream_CTCF	37
chr11	120493414	120493564	id-20510	3.31e-06	-	CAGCAAAGACCAGCTAAAGCCACCAGATGCTGCAA	UpstreamP1_CTCF	9
chr11	120500272	120500422	id-20511	3.81e-05	-	GGGAAGTTGGGTTCAATTCACACCTGGTGGAGGCG	UpstreamP1_CTCF	6
chr11	120503407	120503557	id-20512	4.99e-07	+	CTTGCACTACCACCAGCATCCCCCAGAGGCTTCTG	Upstream_CTCF	37
chr11	120530927	120531077	id-20513	3.79e-08	+	GAGTTATGTCATGCCCAGGCCAGCAGGGGGCTCCA	UpstreamP1_CTCF	40
chr11	120537056	120537206	id-20514	5.01e-06	+	GATGAGTGAGATCTGAATGCCACCAGGGGCCAGTG	V_CTCF_BR	14
chr11	120538005	120538155	id-20515	8.08e-08	-	CCAGCTCTGCCATCAGTGGCCACAGGGAGGAAGGA	Upstream_CTCF	2
chr11	120555729	120555879	id-20516	2.86e-06	-	AAGCTCCTTTCCACACTCACCGACAGATGGCAGCA	UpstreamP1_CTCF	40
chr11	120567431	120567581	id-20517	3.65e-07	-	CAAAGAGCAGAGCCCTGGCCCTCTAGGGGGCGCTC	V_CTCF_BR	32
chr11	120569703	120569853	id-20518	1.81e-06	+	CGTGTCATATTTCCCGTTGCCACTGGATGGTGATA	Upstream_CTCF	5
chr11	120586102	120586252	id-20519	1	+	NA	NONE	40
chr11	120615414	120615564	id-20520	1.15e-06	-	CTTGCACTTCCAAAGTGTTCCTGCAGGAGATGGCA	Upstream_CTCF	26
chr11	120618047	120618197	id-20521	1	+	NA	NONE	3
chr11	120627789	120627939	id-20522	9.88e-07	+	TTTGGAGGCACACACTTGGCCACTAGGAGCCACCA	Upstream_CTCF	20
chr11	120673068	120673218	id-20523	2.64e-08	-	CCTGTAATACCAGAGCAGGCCACTAGGGGTCCTGT	Upstream_CTCF	40
chr11	120686031	120686181	id-20524	7.54e-08	+	CTGCAGTGTGTCAGATCCTCCCCAAGGGGGTGGTC	UpstreamP1_CTCF	10
chr11	120706790	120706940	id-20525	1	+	NA	NONE	5
chr11	120783354	120783504	id-20526	1	+	NA	NONE	40
chr11	120799319	120799469	id-20527	1.31e-05	-	CACAGGGCTGTGTTATTGGCCTATAGAGGGCAGAT	V_CTCF_BR	23
chr11	120800451	120800601	id-20528	1.26e-07	-	ACTTGAAGCCGTAGGTTCCCCACTAGAGGGCGCCC	V_CTCF_BR	40
chr11	120801906	120802056	id-20529	4.73e-07	-	CCTGCCATTCTCTCCAGTCCCTGCAGGGGCCCTCC	Upstream_CTCF	30
chr11	120804924	120805074	id-20530	9.25e-06	+	GGGAGGGAGGGAATTTTGCCCGAAAGGGGGCAGCA	V_CTCF_BR	39
chr11	120815914	120816064	id-20531	5.28e-08	+	CTTGCTCTTCCACGCAGCTCCCCTAGATGGAGCTG	Upstream_CTCF	36
chr11	120823636	120823786	id-20532	4e-11	-	ATGCAGTTCCCAGAGGTGGACACGAGGTGGCGGTG	UpstreamP1_CTCF	40
chr11	120856753	120856903	id-20533	1.23e-05	-	ATGTGCGTGCAGCCGCGGGCCACCAGGGCGGCCTC	UpstreamP1_CTCF	34
chr11	120903277	120903427	id-20534	7.17e-05	+	CGTGCTTCATGCTTTAGAAACACTAGATGGCATTT	Upstream_CTCF	15
chr11	120934564	120934714	id-20535	8.5e-06	+	CTGGTAATACCAGGAGATACCACCAGGGTTCCATC	Upstream_CTCF	38
chr11	120975026	120975176	id-20536	8.13e-06	-	GAAGCAGCCCGAATTTGAGGCTGTAGGAGGCGCTG	Upstream_CTCF	27
chr11	120976424	120976574	id-20537	6.84e-06	+	GAGAGATGTAGATTGCCAAACGGCAGAGGGAGCTG	V_CTCF_BR	7
chr11	120983381	120983531	id-20538	1.69e-05	-	GTGTGATAATATGAAAGCACCTATAGATGGCAGCA	UpstreamP1_CTCF	40
chr11	120990235	120990385	id-20539	1.41e-06	+	CAAGCAGTAATAACCAAGACCACAAGGGGCTGATT	Upstream_CTCF	30
chr11	121003079	121003229	id-20540	1	+	NA	NONE	9
chr11	121024312	121024462	id-20541	1.24e-05	-	TGAACTCTATGTTTAAACTCCTGTAGAGGGCGCCG	V_CTCF_BR	14
chr11	121065549	121065699	id-20542	4.34e-07	-	ATGCAAAAATAAACAGCAGACACTAGAGGGCGCTG	UpstreamP1_CTCF	40
chr11	121092431	121092581	id-20543	8.16e-07	-	GTCCCGTGAAAGTTATCATCCAGCAGAGGGAAGCA	V_CTCF_BR	4
chr11	121120012	121120162	id-20544	1.41e-06	+	TGTGAGATTCTCTACTTCACCACTAGATGGACCTA	Upstream_CTCF	40
chr11	121136366	121136516	id-20545	1	+	NA	NONE	10
chr11	121153247	121153397	id-20546	1.84e-05	+	CTGTATGCCACCCAGAAGGACTGCTGAGGGCAGTC	UpstreamP1_CTCF	8
chr11	121190073	121190223	id-20547	4.11e-07	+	GAGCAGTTTCTAGGATCAGACTGTAGGTGGAGCAG	UpstreamP1_CTCF	40
chr11	121192452	121192602	id-20548	9.4e-06	+	CAGCTTCGGTAGAGTGGTGGCAGCAGAGGCCAGAC	UpstreamP1_CTCF	36
chr11	121194067	121194217	id-20549	7.16e-08	+	GCTGCAATTTTCTCTCTTTCCAGCAGAGAGAGAAA	Upstream_CTCF	22
chr11	121205816	121205966	id-20550	1.01e-05	-	TTTGTGATTCCAGTTCTGCACGAGAGAGGGAGCAA	Upstream_CTCF	33
chr11	121250024	121250174	id-20551	6.46e-07	-	TGTGTTGGTGGGCCTCCAACCAGGAGGTGGCGCTT	V_CTCF_BR	25
chr11	121292331	121292481	id-20552	1	+	NA	NONE	11
chr11	121297920	121298070	id-20553	1.72e-06	+	GCGGCGGCGCCTGCAAACGCCGCGGGAGGGCGAGC	Upstream_CTCF	14
chr11	121317700	121317850	id-20554	6.39e-05	+	CCTCTCATTCACTTCAAACCCAGGAGGGGGAGTCC	Upstream_CTCF	35
chr11	121322943	121323093	id-20555	2.6e-06	-	CCATGTTCGGGCGAACGCTACTGCAGGTGGCGCCG	V_CTCF_BR	40
chr11	121323320	121323470	id-20556	4.5e-05	-	CTGCACCTAGGAGGCGACTGCAACGGATGGATGCG	UpstreamP1_CTCF	7
chr11	121337514	121337664	id-20557	7.49e-05	-	CAGACTGAAAAGGGGCAGCCCAGTAGGGGGATAAA	V_CTCF_BR	12
chr11	121405002	121405152	id-20558	4.43e-05	+	GGGAACGCAGCGTCATTCTGCACGAGCTGGAGCAA	V_CTCF_BR	28
chr11	121421122	121421272	id-20559	4.5e-05	-	ATACACTTACTACCCACGGCCAGTAGAGTCCATCC	UpstreamP1_CTCF	3
chr11	121462232	121462382	id-20560	9.49e-08	-	GCTGCCTCTTTGAGTTTAGCCACTAGATGGCAGTG	V_CTCF_BR	40
chr11	121497286	121497436	id-20561	7.84e-05	+	GCCTGCGCCACCTCTCCCGACACCAGGGAGCAACC	V_CTCF_BR	2
chr11	121519158	121519308	id-20562	8.5e-06	+	CATGGAGTTCCCATCCCAGCCACCAGGTCTAAGTT	Upstream_CTCF	26
chr11	121523771	121523921	id-20563	1.32e-05	+	ATATCAGGTATTATTTTGGCCACTGGAGGGCCCTC	Upstream_CTCF	37
chr11	121525067	121525217	id-20564	4.7e-05	+	CTGGGAACCTCAGCTGTGGGCAGCAGAGAGCTGAG	Upstream_CTCF	6
chr11	121526286	121526436	id-20565	2.72e-05	+	ACGCGTTTCCACAGCAGGCTCAGCAGATGGTGCTG	UpstreamP1_CTCF	40
chr11	121526798	121526948	id-20566	5.01e-06	+	CACCCTGTTCCCGGCGCCCTCGGCAGGTGGCAGCA	V_CTCF_BR	40
chr11	121532568	121532718	id-20567	8.33e-05	-	ACAGCTTCCCAGAGGAACACCACTAGAGGCTCTCA	Upstream_CTCF	19
chr11	121586934	121587084	id-20568	1	+	NA	NONE	7
chr11	121593328	121593478	id-20569	1.41e-06	+	ACGGGAGCGCAGAGCTCCGCCAGGAGAGGGCCGGG	Upstream_CTCF	23
chr11	121612720	121612870	id-20570	1	+	NA	NONE	11
chr11	121628306	121628456	id-20571	8.34e-07	+	CAGCAGCCCTGGCCTCTACCCACTAGATAGCAGTA	UpstreamP1_CTCF	10
chr11	121628513	121628663	id-20572	1	+	NA	NONE	5
chr11	121633528	121633678	id-20573	3.97e-05	+	CTTCCCTTCCTCAGCTGCTGCACTGGAGGGAGTCG	UpstreamP1_CTCF	17
chr11	121712673	121712823	id-20574	3.03e-05	-	GAAGTAGTGGGCAGGGCGAGCTGGAGGGGGCTGTT	Upstream_CTCF	7
chr11	121735515	121735665	id-20575	1.75e-07	+	ATGATGCAGCACAAGGCTGCCACCAGAGGCCACCA	UpstreamP1_CTCF	22
chr11	121741432	121741582	id-20576	2.73e-07	+	ATTGTTCTTCAGACATGTACCAAAAGGGGGCACCG	Upstream_CTCF	27
chr11	121803488	121803638	id-20577	9.26e-05	-	GATCAATTCTATCTAACCACCAGAAGCAGTCTCCC	UpstreamP1_CTCF	1
chr11	121835541	121835691	id-20578	6.23e-05	-	CTGTCATAATTTTTCCTGACCACTGGGAGACTGAG	UpstreamP1_CTCF	17
chr11	121891758	121891908	id-20579	6.82e-05	+	GGACTGCCTAAAAAAGGGACCACCAGGGGTCCCCA	V_CTCF_BR	36
chr11	121894115	121894265	id-20580	5.28e-08	+	GCAGCATTATTCACAACAGCCAACAGAGGGAAGCA	Upstream_CTCF	14
chr11	121894474	121894624	id-20581	5.01e-06	+	CCACTGCACTTCAGCCTGGACAGCAGAGGGAGACT	V_CTCF_BR	26
chr11	121942460	121942610	id-20582	1	+	NA	NONE	2
chr11	121972472	121972622	id-20583	1	+	NA	NONE	35
chr11	121972791	121972941	id-20584	3.11e-05	-	AGGGATGAGACACACTACAACAGGAGAGGGAGCAA	V_CTCF_BR	9
chr11	121979032	121979182	id-20585	9.11e-08	+	AAAGCAATGAGGCTCTAGACCAGTAGGGGGCAGTG	Upstream_CTCF	40
chr11	121984698	121984848	id-20586	1.7e-05	-	AAAGTTATTCTGTGACTTTCCCCAGGAGGGAGCAG	Upstream_CTCF	13
chr11	121986417	121986567	id-20587	1.08e-05	+	TTGTTGGAACCCAAGAGCGCCTCCAGTGGCAGGCG	UpstreamP1_CTCF	40
chr11	122027823	122027973	id-20588	1	+	NA	NONE	3
chr11	122060125	122060275	id-20589	1	+	NA	NONE	13
chr11	122073742	122073892	id-20590	2.06e-09	-	TTGCTATGCCCCACATCTCCCACAAGGGGGAGCCG	UpstreamP1_CTCF	40
chr11	122086227	122086377	id-20591	6.47e-09	+	CCTGCACTTGGAGCTGGTGACAGCAGGTGGCGCAG	Upstream_CTCF	40
chr11	122138482	122138632	id-20592	1	+	NA	NONE	12
chr11	122153579	122153729	id-20593	1	+	NA	NONE	0
chr11	122164470	122164620	id-20594	2.38e-07	+	AGCCATCTTTGCAAATCGGCCAGCAGAGGGTACTA	V_CTCF_BR	31
chr11	122231712	122231862	id-20595	4.66e-08	-	ACAGCATTGTTCACAATAGCCACAAGGTGGAGACA	Upstream_CTCF	29
chr11	122376572	122376722	id-20596	3.18e-06	-	TGGTTGCCTCCTGGCTCAGCCACTGGAGGTCACTG	V_CTCF_BR	40
chr11	122380736	122380886	id-20597	4.7e-06	-	GCGGAAGAGCACCCGATAGGCACCAGCAGGCGGCA	V_CTCF_BR	0
chr11	122427419	122427569	id-20598	1.87e-09	-	CCCACTCCACACCTCCCCGCCAGCAGAGGGAGCCG	V_CTCF_BR	32
chr11	122448996	122449146	id-20599	1.85e-05	-	GTAGCACATCCTAATTCCACAGGGAGAGGGCGCAA	Upstream_CTCF	33
chr11	122451300	122451450	id-20600	1.46e-10	+	GCTGCAGGTGCCCCTTTGTCCACCAGATGGCAGGG	Upstream_CTCF	40
chr11	122451876	122452026	id-20601	1.93e-05	-	TGGAAAGAAACAGTTCACACCACTGGGTGGCAGTA	V_CTCF_BR	39
chr11	122488752	122488902	id-20602	6.51e-07	-	CCTGCTATTTGAGGGAAGACCAAGAGAGGGCGAGT	Upstream_CTCF	4
chr11	122499781	122499931	id-20603	5.72e-07	+	ATGCAGGCCCCAGGGAAAGCCACAAGGGGTCGTTT	UpstreamP1_CTCF	40
chr11	122504042	122504192	id-20604	1	+	NA	NONE	38
chr11	122524782	122524932	id-20605	2.96e-05	+	ATTTTCCCTCATCCTTTGTACAGCAGGAGGCAGAA	V_CTCF_BR	21
chr11	122526261	122526411	id-20606	1	+	NA	NONE	24
chr11	122526481	122526631	id-20607	1.37e-05	+	GAGGCTGGTCCCGCAGCGGCCGCTTGCCGGCGTTC	Upstream_CTCF	21
chr11	122527546	122527696	id-20608	3.16e-05	+	GGAGCTGTTCTTCATCCTTCCTCTAGGAGAGTGGG	Upstream_CTCF	32
chr11	122529586	122529736	id-20609	2.83e-07	-	GGAGTGGATTCCCCTAGAGCCTCCAGAGGGAGCAC	V_CTCF_BR	9
chr11	122552612	122552762	id-20610	1.23e-05	-	TTGTTCTGACAGCTGGGCCACCCTGGGTGGCAGTG	UpstreamP1_CTCF	3
chr11	122582944	122583094	id-20611	2.96e-05	+	GCCATATTGTCCTCAAAGTCCTCTGGAGGGCGGTA	V_CTCF_BR	26
chr11	122612551	122612701	id-20612	1	+	NA	NONE	8
chr11	122625364	122625514	id-20613	1.22e-07	-	GATTCTCTTCTTTTTCTGTCCACCAGAGGGAGGAA	Upstream_CTCF	40
chr11	122627251	122627401	id-20614	7.15e-05	+	GTGTGGAGGGCTGTGGTAGGCCCTAGGGGCAGCCA	V_CTCF_BR	22
chr11	122652230	122652380	id-20615	5.97e-08	-	CATCCAGTTCTCCACATCCCCACCAGGGGGCCACA	Upstream_CTCF	40
chr11	122656009	122656159	id-20616	7.73e-05	+	CCTGCCTTCTTCAACATGCCCCCAGGAGGCAGTTT	Upstream_CTCF	9
chr11	122659630	122659780	id-20617	7.16e-08	-	TCTGCATTAATACTGCACACCTCCAGAGGGCGATG	Upstream_CTCF	34
chr11	122666961	122667111	id-20618	2.05e-09	+	ACTGCCATACCCATAGTGGCCTCTAGGCGGCACAG	Upstream_CTCF	40
chr11	122679387	122679537	id-20619	1	+	NA	NONE	12
chr11	122685238	122685388	id-20620	2.8e-05	-	GGAGCATCCTCCCCTTCCATCAGCAGAAAGCGCCC	Upstream_CTCF	34
chr11	122706651	122706801	id-20621	2.78e-06	-	GCAGCTCATGTAGTATTCAACAGGAGAGGGCAGCA	V_CTCF_BR	13
chr11	122720797	122720947	id-20622	1.19e-06	-	TGAACCCTGAGGGGGTCAGCCACTGGAGGGAGGAG	V_CTCF_BR	17
chr11	122724795	122724945	id-20623	4.31e-07	-	TGTCTTCTGGCATTGTCTGCCACTAGAGGGTGCCA	V_CTCF_BR	40
chr11	122734543	122734693	id-20624	3.86e-05	+	GCTTCATTCCCCTCGGGGTCCACATAGTGGCGCTG	Upstream_CTCF	39
chr11	122750610	122750760	id-20625	6.43e-06	+	ATTACTCTGCCAGGAGGGGACAGTAGAGGGAGACC	V_CTCF_BR	16
chr11	122781608	122781758	id-20626	1.18e-05	+	CCGATGTAAAAACCAACACACACTAGAGGGCACCT	UpstreamP1_CTCF	39
chr11	122794180	122794330	id-20627	1	+	NA	NONE	3
chr11	122871557	122871707	id-20628	1	+	NA	NONE	1
chr11	122878007	122878157	id-20629	1	+	NA	NONE	6
chr11	122882250	122882400	id-20630	1.09e-06	+	CTGCAGAGGCTGGCAGAGGCCACTGGGGGAGAGGC	UpstreamP1_CTCF	7
chr11	122891805	122891955	id-20631	8.79e-07	-	ATGCATTGCTGCTGATTTAACAATAGAGGGAGCCC	UpstreamP1_CTCF	37
chr11	122893937	122894087	id-20632	4.7e-08	-	TCGCTTGTGCTGAAGATGGCCACCAGGTGGCACTT	V_CTCF_BR	40
chr11	122904644	122904794	id-20633	4.1e-06	+	AGTGCCAAACCATCACCCGCCGCGGGAGGGCCCTG	Upstream_CTCF	32
chr11	122925105	122925255	id-20634	2.25e-08	-	CTGATGTAGTCATCTTTGTCCACTAGATGGCAGTA	UpstreamP1_CTCF	39
chr11	122928410	122928560	id-20635	7.8e-08	+	GGTGGGCCCTGAGGAAGCACCACCAGAGGGAGGAG	V_CTCF_BR	13
chr11	122974045	122974195	id-20636	3.11e-05	+	TGAAAGTTGCCAATTTAAGCCACTAGAGGGAATCA	V_CTCF_BR	40
chr11	122982211	122982361	id-20637	7.49e-07	+	TTTCTGTTGCTCTTTTAATCCACAAGGGGGCAGAA	UpstreamP1_CTCF	40
chr11	123008683	123008833	id-20638	1.5e-05	-	TCTGCCCCTGCTTAGCGAGTCGCCAGGAGGCAGCC	Upstream_CTCF	22
chr11	123034467	123034617	id-20639	3.97e-05	-	CTCTAGCTCCCAACATCTCCCTCTAGCTGTGGGCC	UpstreamP1_CTCF	40
chr11	123036811	123036961	id-20640	2.11e-06	+	AGGCTTCATACCTCGCAGGCCTGAAGGGGGAGCAG	V_CTCF_BR	40
chr11	123039792	123039942	id-20641	4.48e-07	+	GCAGCTGGGCTCCAAATGTCCAGGAGGAGGTGCAA	Upstream_CTCF	7
chr11	123059312	123059462	id-20642	1	+	NA	NONE	23
chr11	123064067	123064217	id-20643	1	+	NA	NONE	9
chr11	123105925	123106075	id-20644	2.27e-06	-	CCCACGGCTCCATCCACGACCAGCAGGAGTCACTC	V_CTCF_BR	39
chr11	123106751	123106901	id-20645	5.65e-05	-	ATCAGCCCATTCACTGGTTCCGGCAGATGGAAAGC	V_CTCF_BR	17
chr11	123109247	123109397	id-20646	2.59e-06	-	TGCCAGTTCCAAGCCCAGGCCTCCAGAGGCCTCTC	UpstreamP1_CTCF	12
chr11	123118026	123118176	id-20647	4.58e-08	-	AGCCAGTGACACCCGCTGCCCACAAGGGGGCGGTA	UpstreamP1_CTCF	39
chr11	123124029	123124179	id-20648	4.1e-06	-	TGTTCAGTACCATCAACTTCCGCTAGAGGTTTGTA	Upstream_CTCF	4
chr11	123132307	123132457	id-20649	2.17e-09	-	CCGGCAGACGCCGGGACAGCCACTAGGTGGCACTA	V_CTCF_BR	40
chr11	123169264	123169414	id-20650	2.86e-06	-	CGGCTGTGCCTCCCACTTTGCAGTAGGTGTCTTTG	UpstreamP1_CTCF	0
chr11	123172439	123172589	id-20651	1.21e-09	+	GCGGCAGCACGGGAAGAGGCCAGCAGGTGGCGCGG	Upstream_CTCF	40
chr11	123173533	123173683	id-20652	1	+	NA	NONE	28
chr11	123174755	123174905	id-20653	1.93e-05	-	AGAGTGACACCAGGAGGTTCCACTAGGTGACGTTT	Upstream_CTCF	4
chr11	123175684	123175834	id-20654	1	+	NA	NONE	20
chr11	123228686	123228836	id-20655	2.01e-05	-	CAGAAGCGCCGCTGCCTTGCAGCTAGGAGGAGACA	UpstreamP1_CTCF	31
chr11	123278193	123278343	id-20656	2.38e-07	+	ACATCTGGAATCATCCTGGCCACCAGAGGGCATTA	V_CTCF_BR	40
chr11	123301039	123301189	id-20657	6.98e-07	-	CGGGACTCGGCAGCCAGGGGCCCCAGGGGGCGGTG	V_CTCF_BR	30
chr11	123301678	123301828	id-20658	6.21e-05	-	GAGGGCGTGATCTCGATGGACGGCAGCTGCAGGAA	V_CTCF_BR	17
chr11	123305115	123305265	id-20659	2.91e-05	-	CCACCAATTCCTTCTCAGGCCACTTGGTGGTATCT	Upstream_CTCF	40
chr11	123346348	123346498	id-20660	1.48e-06	-	AAAAGAACTTGGAGAAAGTCCAGCAGAGGGCACTA	V_CTCF_BR	40
chr11	123349199	123349349	id-20661	3.28e-07	-	CTGATATTTGCAAGTTTACCCACTAGATGGCACTG	UpstreamP1_CTCF	40
chr11	123361373	123361523	id-20662	1	+	NA	NONE	23
chr11	123382056	123382206	id-20663	4.03e-06	+	CTGCTCAAACTCTGTGGGCACGCTAGAGGGCGCTC	UpstreamP1_CTCF	40
chr11	123388541	123388691	id-20664	2.78e-06	-	TTATAAACTCAGGTTCTCTCCGGGAGGGGGCACCC	V_CTCF_BR	3
chr11	123396297	123396447	id-20665	1.72e-06	+	TATGGAGCTGCGGGAGCTGCCGCCTGGGGGAAGAG	Upstream_CTCF	5
chr11	123416634	123416784	id-20666	4.88e-05	-	GCCGATGCTGTCCACATTGCCTGGTGGTGGAAACC	V_CTCF_BR	2
chr11	123425724	123425874	id-20667	3.18e-06	-	GGCACAATGTTATATCTTGTCAGTAGAGGGCGCTA	V_CTCF_BR	40
chr11	123430210	123430360	id-20668	1.5e-05	+	CTCGCACTGCCAGAACTTTCCTCTGGGGGCTGTCT	Upstream_CTCF	31
chr11	123431892	123432042	id-20669	2.58e-07	-	GAGGCACTGCGGAGGGAAGCCAGCAGGTGGAGAAC	Upstream_CTCF	38
chr11	123447807	123447957	id-20670	2.64e-08	-	ACCGTAATACTGCCGTTGGCCACGGGAGGGCAGCA	Upstream_CTCF	40
chr11	123451377	123451527	id-20671	1.47e-12	+	CTGTAGTGACAGCCTGTGGCCACCAGAGGGAGCGA	UpstreamP1_CTCF	40
chr11	123468711	123468861	id-20672	5.28e-08	+	TCTGCAATTTCAGTTTGGCCCACAAGGAGACAGCA	Upstream_CTCF	28
chr11	123490257	123490407	id-20673	3.05e-07	-	AGTGCAGTGCCACTGACTGTCAGAGGAGGGGGCGG	Upstream_CTCF	4
chr11	123511769	123511919	id-20674	3.8e-08	+	CAAAAGTTCCAGATGGTGACCAGGAGAGGGCGCCA	V_CTCF_BR	40
chr11	123524541	123524691	id-20675	6.05e-06	+	AACCCTTTGGGACGAACTGCCCCCAGGGGGCGACT	V_CTCF_BR	29
chr11	123567033	123567183	id-20676	1	+	NA	NONE	26
chr11	123578429	123578579	id-20677	1.59e-06	-	CACATCTCATTCCCTGCAGACACCAGATGGCGACA	V_CTCF_BR	40
chr11	123582117	123582267	id-20678	1.57e-08	-	CTTGCAGTTTAAAGAATTACCACTAGAGGTCGACT	Upstream_CTCF	40
chr11	123611948	123612098	id-20679	1.43e-05	+	CCGGAGATACTGGCTCCGGCCACCAGGAAACACAG	Upstream_CTCF	36
chr11	123940174	123940324	id-20680	6.84e-06	+	CGGTGCCCAGCTGCTCAAACCTCTAGGGGGAGCTT	V_CTCF_BR	40
chr11	123942167	123942317	id-20681	1.08e-08	+	GTGAAATACCTAACATCGGCCGGCAGATGGCACTA	UpstreamP1_CTCF	40
chr11	123947089	123947239	id-20682	3.45e-05	-	GTGGGTGGTGGCGGCACGAGCTGCTGCGGGAGCGG	V_CTCF_BR	13
chr11	123951141	123951291	id-20683	5.08e-05	-	CTGTGATAACCTCAGAGCTCCACTGGTGGCAGCTC	UpstreamP1_CTCF	5
chr11	123978965	123979115	id-20684	2.1e-05	+	TTGAAGAACAAGTGCATGGCCACTGGGTGGCCTCC	UpstreamP1_CTCF	39
chr11	123994430	123994580	id-20685	1.09e-06	-	AGCTCTGTTCCACTTCTTACCTGTAGGGGGTGGCC	Upstream_CTCF	36
chr11	124023585	124023735	id-20686	1.15e-06	+	TTTTCAGTTCTATATTCCCCCACTAGGTGGGTCAC	Upstream_CTCF	20
chr11	124053638	124053788	id-20687	4.88e-05	-	CTGTGACAGTGCTGGATAGGAACAAGGGGGAGCCA	UpstreamP1_CTCF	1
chr11	124065949	124066099	id-20688	5.17e-06	-	GTTGGAGATGATCCTATGTCCATCAGGGGGCGATA	Upstream_CTCF	40
chr11	124147841	124147991	id-20689	1.1e-05	-	TTACACTTTGGGCTGTGATCCAGTAGATGGCACAT	V_CTCF_BR	23
chr11	124199825	124199975	id-20690	1	+	NA	NONE	11
chr11	124272329	124272479	id-20691	1.97e-06	+	CATTTTGCTGACTTATCCTCCACCAGGGGGTGCTG	V_CTCF_BR	40
chr11	124285362	124285512	id-20692	1.73e-06	+	AGGCAATTCACTTAAGTAGCCACTAGGTTGTGCTG	UpstreamP1_CTCF	40
chr11	124312442	124312592	id-20693	1	+	NA	NONE	8
chr11	124334110	124334260	id-20694	1	+	NA	NONE	3
chr11	124340472	124340622	id-20695	5.13e-05	-	TGCTGTGGACCGCATCCATCCACCAGGAGTCACAT	V_CTCF_BR	4
chr11	124353432	124353582	id-20696	1	+	NA	NONE	5
chr11	124406536	124406686	id-20697	1	+	NA	NONE	20
chr11	124421185	124421335	id-20698	3.73e-06	+	ATAGCAGTTACTCTAGTGACCACCGGGTGAATGTT	Upstream_CTCF	21
chr11	124456240	124456390	id-20699	2.74e-08	-	TTGAGTTTTAGGCAAGCTGCCACCAGGTGGCAGCA	V_CTCF_BR	40
chr11	124503381	124503531	id-20700	1.71e-06	+	TTTATAGTAATAAATCTGACCAGCAGAGGGAGGGA	V_CTCF_BR	40
chr11	124510748	124510898	id-20701	9.84e-05	+	ACAAGAGCGCCCCTGCTGACCCACAGAGGTCTGAA	V_CTCF_BR	6
chr11	124514333	124514483	id-20702	1.62e-08	+	CTGCACTATTATATACTCGCCACATGGGGGCACCG	UpstreamP1_CTCF	40
chr11	124514603	124514753	id-20703	1.56e-06	+	CTTGCTGTTTCGCTCTCAGGCTCCAGGTGGCCTTT	Upstream_CTCF	5
chr11	124539135	124539285	id-20704	7.27e-06	+	GCATTCATTTTCAGATAATCCAGCAGGTGGCAGAA	V_CTCF_BR	40
chr11	124540736	124540886	id-20705	3.11e-05	+	CAGGTTGGCAGCCTGCTGGAGGGAAGGGGGAGGCA	V_CTCF_BR	7
chr11	124610535	124610685	id-20706	1	+	NA	NONE	40
chr11	124615832	124615982	id-20707	1	+	NA	NONE	37
chr11	124616560	124616710	id-20708	1.15e-06	+	AGTGCGCTTTCCTGCGCGCACTGCGGAGGGCGCCC	Upstream_CTCF	38
chr11	124628341	124628491	id-20709	8.58e-08	+	AGTGCAGTTGCAGCTGGGCCCGCGAGGGGGGCGCT	Upstream_CTCF	38
chr11	124629699	124629849	id-20710	9.25e-06	-	GAATGGCCAGCGGGCCGGGTCCCCAGGGGGCGTCC	V_CTCF_BR	3
chr11	124631151	124631301	id-20711	5.28e-05	+	GCTTCAGCTGAAGCCAGCGCCCCTGGAGGCCTACA	Upstream_CTCF	10
chr11	124632226	124632376	id-20712	1.48e-06	+	GCGGGGCGCGCGGGGTCCGCCGCCCGGGGGCGCCC	V_CTCF_BR	6
chr11	124632691	124632841	id-20713	2.97e-06	+	GAGCGCGGCAGCGAGGGCGACGGCAGAGGTCGCGC	V_CTCF_BR	17
chr11	124633151	124633301	id-20714	3.33e-09	-	TTCTGTAAGGGAGCGGCGGCCGCCAGAGGGCGCAG	V_CTCF_BR	40
chr11	124648290	124648440	id-20715	1.17e-05	-	GTATTCTCTCACAACTCTTCCTCCAGGGGGAGACA	V_CTCF_BR	37
chr11	124663699	124663849	id-20716	2.78e-06	-	TCCTGGCCACACACTCAAACCTCTAGGGGGAGCTC	V_CTCF_BR	40
chr11	124706980	124707130	id-20717	1.46e-07	-	AGTGGCATTTTATTTCTCACCACCAGGTGGCAGAC	Upstream_CTCF	40
chr11	124707493	124707643	id-20718	2.94e-06	+	AGTGCAGAATCATCTGAAGCCATTAGGGGGAGTGC	Upstream_CTCF	40
chr11	124731187	124731337	id-20719	7.15e-05	-	GCACCCAGCTGGAAAGCAGACAGCAGGAGCCTGCC	V_CTCF_BR	2
chr11	124733382	124733532	id-20720	5.21e-08	+	GGAACCCAGGTGACCGCGGTCAGCAGGGGGCGGAG	V_CTCF_BR	4
chr11	124735673	124735823	id-20721	4.43e-05	-	GACCCCACGACCCAGGGAGGCGCTGGGAGGCGCCA	V_CTCF_BR	11
chr11	124736280	124736430	id-20722	3.6e-07	-	GCGGGGGTTCCCGATGCGGCAGGCAGGGGGCGCGC	Upstream_CTCF	37
chr11	124737708	124737858	id-20723	2.25e-08	+	CTGCAGTGGCACCTACTGGCCGCCACGGGTTACAA	UpstreamP1_CTCF	40
chr11	124738909	124739059	id-20724	8.21e-06	+	ACACTTGCGTGGCTCGCAACTACCTGGGGGCAGCA	V_CTCF_BR	17
chr11	124742783	124742933	id-20725	1	+	NA	NONE	1
chr11	124745959	124746109	id-20726	1.23e-05	+	CTGGTGCAGCTGCGTGAGTCCACCCGAGGGCAGTG	UpstreamP1_CTCF	31
chr11	124746237	124746387	id-20727	1.08e-08	-	CTTTGCGCTGTTTCCGGCGCCAGTAGAGGGCGGCG	V_CTCF_BR	40
chr11	124752722	124752872	id-20728	4.88e-05	-	GAAAGGTCGGGGGCAGAATCCACAAGTTGGTGGAG	V_CTCF_BR	6
chr11	124761635	124761785	id-20729	3.11e-05	+	CACTGTGATCCATCCTGGGGCAGTGGAGGGAGGGG	V_CTCF_BR	22
chr11	124763067	124763217	id-20730	1.93e-05	-	TCATAGTCCACCCGCAGCTCCAGCAGAGGGTGTTC	V_CTCF_BR	1
chr11	124768161	124768311	id-20731	3.4e-06	+	TTCCCCAGTGCCAGATGGACCAGGAGGTGGCGTAG	V_CTCF_BR	31
chr11	124768693	124768843	id-20732	5.92e-05	-	GCTGAGATTCCAGATTTGGAAGGAAGAGGCCAGTA	Upstream_CTCF	13
chr11	124769419	124769569	id-20733	4.7e-06	+	TTCCCCAGGGGCAGATGGACCACTAGGTGGAGTAG	V_CTCF_BR	29
chr11	124770827	124770977	id-20734	1.73e-05	-	TTTTTCTCCACCAGCTTGGCCAGCAGGAGTCTCAG	V_CTCF_BR	12
chr11	124790846	124790996	id-20735	4.43e-05	-	CGCTGGGGACGAGGGGAGGTCCCGGGGGGGCGCTG	V_CTCF_BR	11
chr11	124805248	124805398	id-20736	1	+	NA	NONE	30
chr11	124813274	124813424	id-20737	3.88e-06	-	TTTGGTAGGAGGGTGAACGACGGCAGAGGGCAGCG	V_CTCF_BR	16
chr11	124832000	124832150	id-20738	2.77e-07	+	CTTCTGTTGCAGTTTTTATCCACTAGATGTCACCG	UpstreamP1_CTCF	40
chr11	124840980	124841130	id-20739	5.38e-05	+	TGGTATACCTGGGATATAGTCTCTAGGGGTCAGTG	V_CTCF_BR	32
chr11	124916454	124916604	id-20740	1.39e-05	+	TTTTTCCTTACTTTCACTACCAGTTGGTGGCAGTA	V_CTCF_BR	24
chr11	124932977	124933127	id-20741	8.97e-05	-	CCCGCCAGTCGTCCCTAGCCCGGCCGCTGGCACCA	Upstream_CTCF	29
chr11	124944315	124944465	id-20742	1.06e-05	-	AGTTCTGTCCCCGACAACCTCAGTAGGAGGAGCTG	Upstream_CTCF	3
chr11	124946073	124946223	id-20743	2.29e-05	-	CAGCACCTCCTTCAGGCAGGCGGTAGTTGGAAAGG	UpstreamP1_CTCF	18
chr11	124955343	124955493	id-20744	1.52e-07	-	GGTCCTGCACCTCCCCTGCCCACCGGAGGGCACTA	V_CTCF_BR	10
chr11	124960777	124960927	id-20745	1	+	NA	NONE	2
chr11	124961180	124961330	id-20746	1.21e-06	+	GCTGTGTTGCTTATATGAGCCACTAGATGGTGACC	Upstream_CTCF	40
chr11	124984544	124984694	id-20747	9.62e-08	-	TTGAAGTCCTCCCCATCTTCCAGCAGGCGGCAGTA	UpstreamP1_CTCF	33
chr11	124994185	124994335	id-20748	9.55e-09	-	GGATTTCTGGTGGCAGCAGCCACTAGGTGGCACCG	V_CTCF_BR	39
chr11	125010450	125010600	id-20749	8.21e-06	-	TGTGTGCGAAGCCTGCCTGCCAGCAGAGGACACCC	V_CTCF_BR	7
chr11	125011734	125011884	id-20750	1.74e-10	-	GTTGTAGTTCTACAGTCAGCCAGCAGGGGGCAGGC	Upstream_CTCF	40
chr11	125034379	125034529	id-20751	2.27e-06	+	GCCCGCCGCCCGAGAGCCTCCGGTAGAGGGAGACA	V_CTCF_BR	39
chr11	125050623	125050773	id-20752	1	+	NA	NONE	4
chr11	125062258	125062408	id-20753	8.9e-05	-	ATGAATTCCCGCCAGCAGGACACAGGATGGACGCT	UpstreamP1_CTCF	7
chr11	125081554	125081704	id-20754	1.02e-07	+	GAGCTGGTGCCTGCTTTGGGCTGCAGGGGGAGGTG	UpstreamP1_CTCF	12
chr11	125094690	125094840	id-20755	1.71e-06	-	TTCATTATTCCCTAACTTGCCTCCGGGGGGCGGTC	V_CTCF_BR	36
chr11	125127207	125127357	id-20756	2.33e-07	-	CTGCACTTGGCTTCTTTGGCCACTGGAGGCGGGTT	UpstreamP1_CTCF	38
chr11	125132854	125133004	id-20757	3.65e-05	+	CTGTAGTGTGTGCTGAATTGCTGCAGGGAGGGCCA	UpstreamP1_CTCF	6
chr11	125175297	125175447	id-20758	2.4e-05	-	AAGTGCCTCTGACCTGGGGCAGGTAGGGGGTGCTG	V_CTCF_BR	3
chr11	125177663	125177813	id-20759	1.41e-05	-	TTGTGCTGATGTGTTTCCTCCACTAGGGAGCAAAC	UpstreamP1_CTCF	11
chr11	125215751	125215901	id-20760	6.46e-07	-	GCTCCCTTCCCAGAAGTGGCCTGTAGGTGGCGTCG	V_CTCF_BR	40
chr11	125218759	125218909	id-20761	2.75e-09	-	ACTGTAGTGCCTGCAGCCTCCAGAAGAGGGAGCCT	Upstream_CTCF	40
chr11	125225219	125225369	id-20762	2.6e-06	-	TTGGGGTCCTGTAGTTAAGACAGTAGAGGGCGCTG	V_CTCF_BR	40
chr11	125234432	125234582	id-20763	1.93e-05	-	ACAGCTCGTCTGAGGGTGACATATAGGGGGAGCAG	Upstream_CTCF	27
chr11	125241663	125241813	id-20764	9.62e-05	-	CTGCAGCTCCACTCTCTGGGTTCTTAATGGAAAGG	UpstreamP1_CTCF	4
chr11	125263336	125263486	id-20765	5.08e-07	-	ACACGGTGACCTGGACCAGCCTCTAGGTGGCTGCA	V_CTCF_BR	17
chr11	125274870	125275020	id-20766	1.12e-08	-	CCTGCCATCCTCCCCCCGGCCACTAGAGGTCTCTG	Upstream_CTCF	40
chr11	125291640	125291790	id-20767	1	+	NA	NONE	0
chr11	125293255	125293405	id-20768	1.28e-06	+	TAGTGAGTAGAGCAACCTGCCTCTAGGTGGAGCTC	V_CTCF_BR	37
chr11	125296649	125296799	id-20769	3e-06	-	CTGAATGATTGCTTTTCGCCCACTAGATGGCAAGA	UpstreamP1_CTCF	5
chr11	125298500	125298650	id-20770	3.36e-07	+	ACTGACAATGCCTGCCCTGCCTGCTGGGGGCGGCA	V_CTCF_BR	31
chr11	125299117	125299267	id-20771	3.36e-07	-	ATGTGCCTGACACAATGTCCCAGCAGAGGGCGCTG	V_CTCF_BR	40
chr11	125303466	125303616	id-20772	9.51e-07	-	GCTGCGGTCGGGGAAGCTGTCAGGAGAGGGCAGTG	V_CTCF_BR	40
chr11	125322657	125322807	id-20773	9.06e-08	-	TTGTAGGAGCACCTGACATCCAGCAGAGGGAGCAA	UpstreamP1_CTCF	40
chr11	125423990	125424140	id-20774	1	+	NA	NONE	6
chr11	125439074	125439224	id-20775	9.41e-05	+	GGGATCGGCGAGGAGGCGACGGGGAGGAGGCGACG	V_CTCF_BR	40
chr11	125495386	125495536	id-20776	1.35e-05	+	CAGTCCTGTCCGGTGGCCTCACGCAGGTGGCGGTG	UpstreamP1_CTCF	8
chr11	125496333	125496483	id-20777	1.1e-05	+	CAATTAATTTCCTCTGGGGCCTGAGGAGGGCAGAA	V_CTCF_BR	39
chr11	125507908	125508058	id-20778	4.5e-05	-	GTCTTCTTCCACAAATTGGCCACTAGCGACCTCTC	UpstreamP1_CTCF	6
chr11	125549446	125549596	id-20779	2e-06	-	GTTGTAGTCTACTTGTCTTCCTCTAGGTGGCTCAG	Upstream_CTCF	38
chr11	125594152	125594302	id-20780	3.63e-05	+	AAGGCATATTAAAGCTCACTCACTAGATGGCAGCA	V_CTCF_BR	35
chr11	125620645	125620795	id-20781	1	+	NA	NONE	13
chr11	125741419	125741569	id-20782	3.24e-06	-	GCGTGAATGCAAGGAGCCTCCAGCAGGTGGGGCTA	Upstream_CTCF	40
chr11	125744526	125744676	id-20783	6.49e-06	-	CATGGAGAGGATTCCTATTCCACTAGGTGGCGACG	Upstream_CTCF	40
chr11	125758036	125758186	id-20784	6.37e-07	-	CTGCAGTCCACAAAAGGTGCAGCTAGAAGGCGACA	UpstreamP1_CTCF	35
chr11	125774020	125774170	id-20785	6.19e-06	+	GGGCTGTGTGAGCGGCGGGCCGCGGGGCGGCGCGG	UpstreamP1_CTCF	1
chr11	125788501	125788651	id-20786	1.93e-05	+	TGGAGATGATACAGGATGGCCACCAGGTGTCTTTG	V_CTCF_BR	12
chr11	125793037	125793187	id-20787	5.68e-06	+	TTGGGAGCATCTTACTGTGTCACAAGAGGGCGGTA	V_CTCF_BR	40
chr11	125795186	125795336	id-20788	1	+	NA	NONE	4
chr11	125805081	125805231	id-20789	3.11e-05	+	ATAGCCGCTGGTCAGGGATGCTGTAGAGGGAGCTG	V_CTCF_BR	21
chr11	125812042	125812192	id-20790	1.39e-07	+	CCTCAGGAGCCAGGGGAGGCCTCAAGGGGGCAGTG	V_CTCF_BR	40
chr11	125826292	125826442	id-20791	3.5e-05	+	CTGACGCTGCAGTGGTCCGACTCCAGGAGTCGCAG	UpstreamP1_CTCF	2
chr11	125841571	125841721	id-20792	1	+	NA	NONE	3
chr11	125931634	125931784	id-20793	3.05e-07	-	CCTGCCCTTCCTCATCAGGACGACAGAGGGTGGCA	Upstream_CTCF	38
chr11	125932783	125932933	id-20794	8.21e-06	+	TGGGCCGGCCCGGAGCACGCGAGCAGCGGGAGGAG	V_CTCF_BR	18
chr11	125949619	125949769	id-20795	1.17e-05	+	TTCGGGCCACCCAGCCCCACCTGGAGGTGGAAGGT	V_CTCF_BR	6
chr11	125952225	125952375	id-20796	2.6e-06	+	GGGAGAGGAAGGGAAAGGAACAGCAGGGGGTGCAG	V_CTCF_BR	2
chr11	125954552	125954702	id-20797	3.91e-06	+	TGAGGAGGTGTCAAGAGGGCCAGAAGAGGGCCCAG	Upstream_CTCF	5
chr11	125955008	125955158	id-20798	2.1e-05	-	GGAGCTGTTCTGCCGCCACCCAGGAAAGGGGGCGC	Upstream_CTCF	2
chr11	125983475	125983625	id-20799	4.14e-06	-	CCTCACTGAGGTTGTACAGGCAGTAGGTGGCAGGA	V_CTCF_BR	28
chr11	125985916	125986066	id-20800	7.07e-08	-	GCTAAGTCAGACGTGTTTGCCAGCAGAGGGCTGCC	V_CTCF_BR	36
chr11	125993601	125993751	id-20801	4.88e-05	-	AATCCAAACCTTTACATTTTCAGCAGAGGGTGCCA	V_CTCF_BR	1
chr11	126002260	126002410	id-20802	5.92e-05	+	GCTGCAGATATTAAAACAGACTGCAGGCGTCTGCA	Upstream_CTCF	13
chr11	126017474	126017624	id-20803	1.64e-06	+	CTGCAGAGGGGCTCCCCAGACACCAGAGGGACCGT	UpstreamP1_CTCF	3
chr11	126019662	126019812	id-20804	1	+	NA	NONE	15
chr11	126027776	126027926	id-20805	1	+	NA	NONE	1
chr11	126032953	126033103	id-20806	2.39e-05	-	CTGCTCCGCGCTCCCCCGCACTCCTCGTGGCAGGG	UpstreamP1_CTCF	15
chr11	126057089	126057239	id-20807	1.69e-05	-	GTGTTAATGTCCCTTCTCTCCTCTGGGTGGCAGCT	UpstreamP1_CTCF	36
chr11	126064133	126064283	id-20808	8.53e-09	-	AATGCATTTTCTAATGTTGCCACCGGATGGCAGCA	Upstream_CTCF	40
chr11	126135881	126136031	id-20809	5.2e-08	-	CTGCAGTGCGACCAAGGGAACACTGGGTGGCATGT	UpstreamP1_CTCF	18
chr11	126152302	126152452	id-20810	1	+	NA	NONE	13
chr11	126152850	126153000	id-20811	2.19e-05	-	CCGCACTGCCCCTCCCACGCCGCCAGGCCCAGTCC	UpstreamP1_CTCF	24
chr11	126153099	126153249	id-20812	5.08e-05	-	CCAGCAGGGCAAGGCCGGACCAGAGGCGGCGCGCA	Upstream_CTCF	12
chr11	126156267	126156417	id-20813	1	+	NA	NONE	9
chr11	126162605	126162755	id-20814	5.97e-08	+	CCTGCAACTCCGGGATGCAACCCCAGGCGGCGCTA	Upstream_CTCF	17
chr11	126177716	126177866	id-20815	3.09e-07	+	CTTGTCCAAAATCACACAGCCAGTAGGTGGCGGGA	V_CTCF_BR	40
chr11	126180488	126180638	id-20816	2.74e-08	+	TGGGCTGGGCATTCCACAGCCACAAGGTGGCAGCA	V_CTCF_BR	40
chr11	126181486	126181636	id-20817	1	+	NA	NONE	2
chr11	126187786	126187936	id-20818	7.73e-05	-	TTGGTAACTCCAAATGCAGCCCTGGGGTGGCAGGA	Upstream_CTCF	7
chr11	126228061	126228211	id-20819	1.24e-05	-	CGGAGCGGGAGCTAAACCACCAGCAGGGGCCTGTT	V_CTCF_BR	13
chr11	126229330	126229480	id-20820	7.27e-06	-	CATGGGGCAAAATGAGCAAACTCCAGGGGGCAGTT	V_CTCF_BR	24
chr11	126236877	126237027	id-20821	8.43e-09	+	CTCAGGTGTGGGGGGCCTGCCTGTAGGGGGCACCG	V_CTCF_BR	22
chr11	126238842	126238992	id-20822	1	+	NA	NONE	3
chr11	126261973	126262123	id-20823	1.1e-06	-	AAGCGCAAGGTACATGTGGCCTCCAGGAGGAGCCA	V_CTCF_BR	36
chr11	126281919	126282069	id-20824	2.18e-07	+	GGGTTTCTAGCTTGGACAGCCGGTAGGGGGCGGGG	V_CTCF_BR	25
chr11	126310831	126310981	id-20825	6.94e-09	+	CGAGCCATTCCTCAGATATCCAGTAGAGGGCGCCC	Upstream_CTCF	40
chr11	126345645	126345795	id-20826	3.91e-06	-	GCTGCAAGTCCCCCACTCACCGCGTGGAGATGCAA	Upstream_CTCF	4
chr11	126350740	126350890	id-20827	2.39e-10	-	CTGCAGTTCTCCATTGTGGCCATTAGGTGGCGCAT	UpstreamP1_CTCF	40
chr11	126355492	126355642	id-20828	2.19e-05	-	CATGCAATATGCTACTCTGCCCCCATGTGGAGTTA	Upstream_CTCF	32
chr11	126365822	126365972	id-20829	1	+	NA	NONE	1
chr11	126437423	126437573	id-20830	2.4e-05	+	CCCCCAGAGCACAAAGCTGCCTGCAGGGAGCAGCA	V_CTCF_BR	6
chr11	126440526	126440676	id-20831	1	+	NA	NONE	10
chr11	126443659	126443809	id-20832	1.17e-05	+	AGGAAAGGAATAACAGAGACCACAGGGTGGCAGCA	V_CTCF_BR	30
chr11	126446644	126446794	id-20833	3.5e-05	-	TTGTCCTTCCTTCTGCATTCCAGTAGGGAGAGCCT	UpstreamP1_CTCF	3
chr11	126465565	126465715	id-20834	1	+	NA	NONE	7
chr11	126477293	126477443	id-20835	8.21e-06	+	TGACCATGACCACCTCCTTCCACTGGAGGGAGCAG	V_CTCF_BR	40
chr11	126498736	126498886	id-20836	1.9e-06	+	GAGGCAGGGCTTCCCCAGCCCAGCAGAGGCACCAA	Upstream_CTCF	16
chr11	126505003	126505153	id-20837	1.17e-05	-	CCCACACTTGCTGTGCCTGCCTAGAGGTGGAGCTG	V_CTCF_BR	4
chr11	126586461	126586611	id-20838	6.98e-07	+	TGAAAACCTGGGCCTCCAAACACCAGGGGGAGCTA	V_CTCF_BR	40
chr11	126588288	126588438	id-20839	4.88e-05	-	TGCTTAAAGGCCAGCAGGGCCAAAAGCAGGCACAG	V_CTCF_BR	2
chr11	126634238	126634388	id-20840	1	+	NA	NONE	29
chr11	126660633	126660783	id-20841	1	+	NA	NONE	21
chr11	126661454	126661604	id-20842	3.24e-06	+	AGTGCAGTTTCGAAGCCCATAGCCAGGGGTCAGCC	Upstream_CTCF	18
chr11	126681063	126681213	id-20843	1	+	NA	NONE	6
chr11	126732914	126733064	id-20844	4.65e-05	-	AGTCACCAGCAGCCAGCCATCAGCAGGAGGTGCTG	V_CTCF_BR	14
chr11	126744856	126745006	id-20845	7.27e-06	+	GTCTAAGAACACTCGCTGTCCTGTAGGGGGCTCCT	V_CTCF_BR	31
chr11	126760547	126760697	id-20846	1.01e-05	+	TCTGTAGACTCTACTGAAGCCACTAGGGTGAGTGA	Upstream_CTCF	13
chr11	126785002	126785152	id-20847	1	+	NA	NONE	3
chr11	126790855	126791005	id-20848	8.21e-06	+	GGCACTTGCATCTCTCTCGCCCCCTGTGGGCACAG	V_CTCF_BR	18
chr11	126838951	126839101	id-20849	2.04e-05	+	CAGTCATCTCCTGCTCAAGACAGAGGAGGGCGCTC	V_CTCF_BR	18
chr11	126839282	126839432	id-20850	1	+	NA	NONE	4
chr11	126839901	126840051	id-20851	3.09e-06	-	GCTGCATTTTCCTGTTCCGTCCCTAGGTGACAACC	Upstream_CTCF	38
chr11	126859963	126860113	id-20852	2.72e-05	-	ATGTGAAGGTGAGTCCTCCCCAGCAGGGGGACCGC	UpstreamP1_CTCF	14
chr11	126860376	126860526	id-20853	3.2e-08	-	GCTGCAGTGCCTCAGTCAGCCTGATGGTGGCAGCA	Upstream_CTCF	40
chr11	126873267	126873417	id-20854	1.64e-05	+	CGGCGAGGAGCCGACGGCTCCACCTGATGGAGAAG	V_CTCF_BR	29
chr11	126873496	126873646	id-20855	5.28e-08	+	CGTGCAAGCCGGCGGGATGCCAGCAGGTGGCATCC	Upstream_CTCF	33
chr11	126887470	126887620	id-20856	4.03e-06	+	GGTCTCTTCCTGTTTCTCACCAGTAGGTGGACGTA	UpstreamP1_CTCF	31
chr11	126944110	126944260	id-20857	3.81e-05	+	TGCAGCTGCCTTACCGCAGACACCTGAGGGTTCAC	V_CTCF_BR	36
chr11	127006465	127006615	id-20858	1.09e-07	+	GCTGTAGATCCACCGTGTGCCATCAGGGGGCTCTG	Upstream_CTCF	19
chr11	127027232	127027382	id-20859	1.14e-06	-	CTGTTTTACATCCTGCAGACCAGTAGGGGCTGCTG	UpstreamP1_CTCF	9
chr11	127075709	127075859	id-20860	4.5e-05	+	GTGACTCTACTCCCCTTCACCACTAGAAGACAGGC	UpstreamP1_CTCF	2
chr11	127129148	127129298	id-20861	9.81e-06	+	TCTGAGAGGGATTATTTGGCCACTGGAGGGCTCTT	V_CTCF_BR	8
chr11	127143648	127143798	id-20862	7.73e-05	+	ATGTCAAGTCAGTCCAAGCCCAGGAGGGGCAGCAT	Upstream_CTCF	5
chr11	127215862	127216012	id-20863	2.46e-08	-	CGTCCATGTAGCTTTGGAGCCACCAGATGGCGGTG	V_CTCF_BR	39
chr11	127340507	127340657	id-20864	3.31e-06	+	CTACAGTTTAGCCATGCAGCCACCAGGGAGTGGTA	UpstreamP1_CTCF	34
chr11	127341697	127341847	id-20865	1	+	NA	NONE	14
chr11	127363316	127363466	id-20866	1.84e-06	-	ATTGTTAGCTGACATCTGGCCAGCAGAGGGAGTAG	V_CTCF_BR	37
chr11	127479441	127479591	id-20867	1	+	NA	NONE	5
chr11	127485500	127485650	id-20868	9.81e-06	+	AGGTGTCTAGAGCTACCATCCACAGGGGGGCTCCA	V_CTCF_BR	1
chr11	127659907	127660057	id-20869	2.12e-06	-	CAGAAACATGAAGGCTTAACCACCAGGTGGCCGCG	UpstreamP1_CTCF	30
chr11	127661833	127661983	id-20870	3.4e-06	-	TAGGCTGTAAAGGACAGGCCCAAAAGGGGGCAGTC	Upstream_CTCF	3
chr11	127713800	127713950	id-20871	5.08e-07	+	CTTTATGTGTAACAAGTCACCTGCAGGTGGCGCTC	V_CTCF_BR	40
chr11	127747113	127747263	id-20872	2.68e-05	+	AATGATTTGCCCAAATCAAACAGCAGGGGATACCA	Upstream_CTCF	16
chr11	127789973	127790123	id-20873	6.84e-06	-	AAAAAATTCCCTCATGCTTCCAGAAGGGGGAGGAG	V_CTCF_BR	4
chr11	127863887	127864037	id-20874	1	+	NA	NONE	29
chr11	127891659	127891809	id-20875	1.71e-06	-	AGAGGTGGCCCCTTGCTGCCCACTAGGTGGTAGTG	V_CTCF_BR	36
chr11	127901550	127901700	id-20876	1.28e-06	+	GGATCATGGTGCAGAAGGGGCACTAGATGGCAGCA	V_CTCF_BR	40
chr11	127909150	127909300	id-20877	5.9e-06	+	TTGTCCTTCCTCATGTTGACCCCTAGGGTGAGCAA	UpstreamP1_CTCF	21
chr11	127956820	127956970	id-20878	4.01e-05	-	CATGTTGGGATTCATCAAGGCAGCAGGGGGACACA	Upstream_CTCF	7
chr11	127965350	127965500	id-20879	1	+	NA	NONE	31
chr11	128027646	128027796	id-20880	7.49e-07	+	TTGTTGGTTTAGGAAAATTCCAGCAGGTGGAGCTG	UpstreamP1_CTCF	34
chr11	128027879	128028029	id-20881	1	+	NA	NONE	39
chr11	128042312	128042462	id-20882	2.6e-06	+	AAACAAGGGAGAACATGGGCCAAAAGGTGGCGCTG	V_CTCF_BR	40
chr11	128044509	128044659	id-20883	1	+	NA	NONE	7
chr11	128065033	128065183	id-20884	1	+	NA	NONE	5
chr11	128160022	128160172	id-20885	1.85e-05	+	CATGTCTTCTAAAATCATGCCGCTAGAGGGAGTAA	Upstream_CTCF	40
chr11	128165573	128165723	id-20886	6.82e-05	+	GCATCTAGCACTGTGCCTGCCTACAGGAGGTGCTC	V_CTCF_BR	13
chr11	128172389	128172539	id-20887	6.9e-05	-	TCATCTGCTCAACAGTGTAACGGTAGGTGGAGTCA	Upstream_CTCF	4
chr11	128188926	128189076	id-20888	1	+	NA	NONE	6
chr11	128193388	128193538	id-20889	2.81e-05	+	TGCCTGTTTTGCATTTCAGACAGGAGGAGGCAGTG	V_CTCF_BR	38
chr11	128206351	128206501	id-20890	4.31e-05	+	GTGTCCTCTCTGACTTTATACCACAGGGGGCAGGG	UpstreamP1_CTCF	8
chr11	128318592	128318742	id-20891	1	+	NA	NONE	16
chr11	128337757	128337907	id-20892	1.31e-05	-	GAGGGTGGAGAGGGAGCAGACAGCAGGGGGTGTGG	V_CTCF_BR	25
chr11	128339338	128339488	id-20893	1	+	NA	NONE	2
chr11	128354180	128354330	id-20894	2.27e-06	+	GCTAAAGATCCCAGGCTGGCCAGCAGAGGTCATTC	V_CTCF_BR	29
chr11	128376217	128376367	id-20895	3.73e-06	-	TAGGCGGTGTTTGCTTCTCCCACTAGAGGGAAACT	Upstream_CTCF	19
chr11	128390696	128390846	id-20896	5.38e-05	+	CAGAGGCAAAGAAGTGTTAACCACAGGGGGCAGCA	V_CTCF_BR	20
chr11	128394225	128394375	id-20897	7.02e-05	+	TTGGAGAGATAGCCAGGCGCCACCACAGGCTGCCA	UpstreamP1_CTCF	10
chr11	128418885	128419035	id-20898	8.16e-07	-	CAGGGGTCTCAGCCCGGAGCCTGCAGCTGGAGGAG	V_CTCF_BR	15
chr11	128424079	128424229	id-20899	4.14e-06	-	CATCGGGGTGTGGCCTCTACCAGTTGGGGGCAATC	V_CTCF_BR	30
chr11	128425611	128425761	id-20900	2.11e-06	+	CTCTGGAGGAGACTCCCACTCACCAGAGGGCAGCA	V_CTCF_BR	39
chr11	128474032	128474182	id-20901	8.21e-05	+	TTTTTCCTAGACCACATTACCAGTAGATGTCATTC	V_CTCF_BR	10
chr11	128491875	128492025	id-20902	3.66e-06	-	CTGCTGCAACATGAACCGACCACCAGGCAGTAAGA	UpstreamP1_CTCF	9
chr11	128497560	128497710	id-20903	1.38e-07	+	GGTGTCCTGCAACAAATGACCACCAGAAGGAGCAT	Upstream_CTCF	25
chr11	128500377	128500527	id-20904	7.09e-08	-	CTGTACCCCTCTACGTTGGCCTTCAGGGGGCGCCA	UpstreamP1_CTCF	40
chr11	128502133	128502283	id-20905	3.67e-07	-	TTGCACCACCAGTATTTGGGCAGAAGGGGTCTCTG	UpstreamP1_CTCF	40
chr11	128513625	128513775	id-20906	6.04e-07	-	TTGCAGTCAGAGTGCCTGGCCACTGGGCGGTGCCT	UpstreamP1_CTCF	21
chr11	128523693	128523843	id-20907	1.72e-06	+	TCTGCAGTGCAGGCACTTCAATCCAGAGGGTGCCC	Upstream_CTCF	11
chr11	128561798	128561948	id-20908	4.14e-06	+	CCAGCACCAGGAAGGGGGGCCTCCTGGTGGTGGAG	V_CTCF_BR	35
chr11	128573261	128573411	id-20909	1	+	NA	NONE	2
chr11	128579542	128579692	id-20910	1	+	NA	NONE	12
chr11	128615793	128615943	id-20911	1	+	NA	NONE	14
chr11	128627261	128627411	id-20912	1.16e-05	-	TCAGTGGTTTGCTGAGGGCCCTCTAGGAGGTGCTG	Upstream_CTCF	39
chr11	128628239	128628389	id-20913	3.71e-05	+	TCTGGCACTTAAGGTTTTTGCAGCAGATGGGGCTC	Upstream_CTCF	2
chr11	128646491	128646641	id-20914	3.1e-07	-	GGGTACTGTAGATAGTTGTCCACAAGGGGGCAACC	UpstreamP1_CTCF	40
chr11	128647037	128647187	id-20915	1.56e-06	+	TGGCAGTTCAGGCTCAGGGCCGCTGGGGGGAGTTT	UpstreamP1_CTCF	35
chr11	128647664	128647814	id-20916	8.59e-05	-	CTTTTCATCGGGGACACCTGGGCCAGGGGGCGCAA	V_CTCF_BR	6
chr11	128672646	128672796	id-20917	5.12e-06	-	ATGATGGAATTCCCTGTCACCAACAGAGGGCGGAT	UpstreamP1_CTCF	40
chr11	128701172	128701322	id-20918	3.11e-10	-	TTGGCGAGGTGTGCTTTGGCCAGCAGGTGGCGCCA	V_CTCF_BR	40
chr11	128718834	128718984	id-20919	8.58e-08	-	GGGGCACCGCTGGCATCGTGCTCCAGGGGGCGCTG	Upstream_CTCF	40
chr11	128729850	128730000	id-20920	3.67e-09	-	TGCGCAGTGCCCTCGGCAGGCGCCAGGGGGCGCTG	Upstream_CTCF	40
chr11	128750873	128751023	id-20921	4.11e-07	+	ATGCAATTCTTCAATTCCCCCAGCAGGTGTGTCCA	UpstreamP1_CTCF	25
chr11	128754714	128754864	id-20922	3.28e-05	+	AGTGTGAAATCTCTTTCAAACACTAGATGGTGCTG	V_CTCF_BR	40
chr11	128756393	128756543	id-20923	3.16e-06	+	CCGCATTTCATACATGATCCCAGGGGGTGGCACTG	UpstreamP1_CTCF	38
chr11	128757958	128758108	id-20924	2e-06	-	CTTGTAATTTTCTCGACAGCCTCGGGAGGGAGGTA	Upstream_CTCF	18
chr11	128775903	128776053	id-20925	3.12e-08	-	AGGTAGCTCTTAGGATTTTCCACCAGGGGGCAGGG	UpstreamP1_CTCF	40
chr11	128806515	128806665	id-20926	1	+	NA	NONE	5
chr11	128818612	128818762	id-20927	2.66e-05	-	CCACACACAGGCTCACCCTACACCAGGGGCCTCTG	V_CTCF_BR	38
chr11	128826462	128826612	id-20928	1.04e-05	-	AATTGGTATTTTTAAGAAGCCACCAGATGGTGCTA	V_CTCF_BR	40
chr11	128889012	128889162	id-20929	5.37e-06	-	TTGTAGGACTGGGAGCAGGTCAGTGGGTGGTGCCA	UpstreamP1_CTCF	10
chr11	128987603	128987753	id-20930	5.68e-06	+	TATCCTTTTCCCCCCCTACACACTAGATGGCGGTA	V_CTCF_BR	40
chr11	129099998	129100148	id-20931	2.39e-05	+	ATGCTACTGAAGAATTGGGACATTGGGTGGCACTC	UpstreamP1_CTCF	16
chr11	129117665	129117815	id-20932	1.01e-05	-	ACTGAATTTCATTTTATGACCCATAGAGGGATCAG	Upstream_CTCF	12
chr11	129148619	129148769	id-20933	1.17e-05	-	CCGCGACTCCTGGGAGCGGCCGAGTGGGGGCTCCA	V_CTCF_BR	21
chr11	129149254	129149404	id-20934	4.14e-06	-	TCCCCGGGGGCCGACTCCGCCGCGGGAGGGCGAGC	V_CTCF_BR	11
chr11	129159665	129159815	id-20935	1.26e-05	+	CATGCAGGACCTTGTTGCACCACTGGGAGTTCCAC	Upstream_CTCF	11
chr11	129184449	129184599	id-20936	1	+	NA	NONE	3
chr11	129185800	129185950	id-20937	1.31e-05	-	TGAGTGACTCTGGGCAGGGCTGCGAGAGGGAGCCC	V_CTCF_BR	4
chr11	129201817	129201967	id-20938	4.3e-08	-	CTGATCCGCCCGCCCAGCTCCACCAGATGGCAGTA	UpstreamP1_CTCF	40
chr11	129203942	129204092	id-20939	9.31e-05	-	AGTGAGATGCCACTTTGCACCACTAGGATGACAGC	Upstream_CTCF	28
chr11	129234153	129234303	id-20940	1.67e-07	+	CGCCATGCGTCCCTGCTGTCCGGTAGAGGGCAGTA	V_CTCF_BR	40
chr11	129245911	129246061	id-20941	9.62e-05	+	TCGCCCGGCCAGCTCAAAGCAGCCAGGCGGCGCTA	UpstreamP1_CTCF	39
chr11	129280559	129280709	id-20942	6.21e-05	-	GCAGACATGTATCTTCACCCCACCTGCTGGCAGAA	V_CTCF_BR	14
chr11	129387235	129387385	id-20943	1.1e-05	+	CCTATTTGCCTGGGTATCACCAGTAGAGGCAGCAG	V_CTCF_BR	13
chr11	129523804	129523954	id-20944	4.01e-05	+	GCCAGGTGGAACACACCTGCCACCAAGGGGCTGAG	V_CTCF_BR	4
chr11	129564622	129564772	id-20945	1.15e-07	+	AGGGGGGAGCCAGTCCCGGCCAGGAGGTGGCGTCA	V_CTCF_BR	30
chr11	129565532	129565682	id-20946	4.38e-08	-	GGTGCAGTTCCACCACGGGCCATGAGGGGCTGCTT	Upstream_CTCF	40
chr11	129566061	129566211	id-20947	1.85e-08	-	CTGCAGGCAACCCCTCTGACCACAAGGGGGCCTGC	UpstreamP1_CTCF	40
chr11	129569742	129569892	id-20948	1	+	NA	NONE	27
chr11	129595921	129596071	id-20949	1.47e-05	+	TCCCTTCTTCCTCTACCCACCACTGGGTGGCAAAA	V_CTCF_BR	10
chr11	129620861	129621011	id-20950	9.78e-07	-	CAGCAATGTGACAGAACGTTCGGCAGATGGCGCTG	UpstreamP1_CTCF	40
chr11	129637149	129637299	id-20951	6.43e-06	+	CTTTCTTACCTTGCTGCATCCACAAGAGGGAGCCT	V_CTCF_BR	40
chr11	129641440	129641590	id-20952	4.31e-07	+	AATGTCCCCACATAACCTACCACCAGGTGGCTGCA	V_CTCF_BR	21
chr11	129655419	129655569	id-20953	1	+	NA	NONE	37
chr11	129738435	129738585	id-20954	1	+	NA	NONE	4
chr11	129742703	129742853	id-20955	1	+	NA	NONE	11
chr11	129751602	129751752	id-20956	1.55e-07	+	CTGGTAGTACCAACTCAGCCCAGTTGGGGGCCGCA	Upstream_CTCF	40
chr11	129792678	129792828	id-20957	1.54e-05	-	CCGTAATTGAGCCTTGCAGCCAGCAGGACGCTCAT	UpstreamP1_CTCF	11
chr11	129793301	129793451	id-20958	4.41e-06	+	GACCAAAGGCAGCTTGTCAACGCTAGAGGGAGCCA	V_CTCF_BR	40
chr11	129817417	129817567	id-20959	1.13e-05	-	CAGCCCTCCCAGGTGTGGGACAGAAGGGGCAGAGG	UpstreamP1_CTCF	6
chr11	129862389	129862539	id-20960	9.62e-08	+	CTGTTGTAGCCGTGCTCTCCCACCAGATGACGCAA	UpstreamP1_CTCF	33
chr11	129873575	129873725	id-20961	1.47e-05	+	TGGCAGGCAATACGCAGGGCAGCTAGATGGCAGAG	V_CTCF_BR	14
chr11	129892747	129892897	id-20962	1.93e-05	-	CAAGCAATCCCAGCCTCAGCCTCCAGAGTGGCTAC	Upstream_CTCF	4
chr11	129907834	129907984	id-20963	1	+	NA	NONE	9
chr11	129938773	129938923	id-20964	1	+	NA	NONE	16
chr11	129939311	129939461	id-20965	1.21e-06	+	AAAGGAGTCTGAAGAATGCCCAGCAGGGGCAGGGG	Upstream_CTCF	29
chr11	129940482	129940632	id-20966	5.96e-07	-	GTCCGCGACCCGGCCCCAGGCGGCAGAGGGAGCAG	V_CTCF_BR	28
chr11	129959114	129959264	id-20967	4.7e-05	-	CCTGCTATGCATACTTTGGAAGGTAGGAGGGTGTG	Upstream_CTCF	9
chr11	129994043	129994193	id-20968	1	+	NA	NONE	17
chr11	130002252	130002402	id-20969	5.72e-07	-	CTGCAATTACCAAGCTTTTCCTAAAGAGGGTGCTG	UpstreamP1_CTCF	40
chr11	130005571	130005721	id-20970	2.18e-07	+	GCGACGGTGCCACTTCTGGGCAGCAGGGGGAGGAC	V_CTCF_BR	22
chr11	130012075	130012225	id-20971	1	+	NA	NONE	6
chr11	130016292	130016442	id-20972	1.31e-05	-	TTCCCGGGAGGTGGGTGAGCCACCAGGGAGCAGAG	V_CTCF_BR	40
chr11	130030088	130030238	id-20973	3.09e-07	+	GTACCGGACCGGCTGCGCCCCGCCAGGGGGAGGCG	V_CTCF_BR	1
chr11	130033493	130033643	id-20974	1	+	NA	NONE	34
chr11	130068948	130069098	id-20975	4.48e-07	+	TGTTCACTGTGTGAAGTGCCCACCAGAGGGTGCAC	Upstream_CTCF	23
chr11	130079092	130079242	id-20976	1.47e-05	+	TCTCAGCATGCCCCTGCTTCCTCTAGGTGGCTGCT	V_CTCF_BR	2
chr11	130083072	130083222	id-20977	7.49e-07	+	CTGTTGTTCAGGTCGACGGCCACACGGTGGCGATG	UpstreamP1_CTCF	40
chr11	130111717	130111867	id-20978	1	+	NA	NONE	19
chr11	130185670	130185820	id-20979	3.71e-05	-	AGAGCGCTCGCCCGCCTGGCCAGGGGAAGCCAAGA	Upstream_CTCF	9
chr11	130239414	130239564	id-20980	1.06e-05	-	GTTTGACCTCCCATGCCTGCCACCAGGAGTCCCAA	Upstream_CTCF	12
chr11	130241196	130241346	id-20981	9.41e-05	-	CGTGTCAGCTATTTTTTAACCTGTGGGAGGCAGTA	V_CTCF_BR	27
chr11	130251328	130251478	id-20982	6.18e-07	+	CCTGTGTCTCCGGTGGAGCCCAGGAGGGGGTGGCA	Upstream_CTCF	5
chr11	130259973	130260123	id-20983	1.1e-05	+	TGAAATTACAGCCGTGCCATCAGTAGAGGGCTCCC	V_CTCF_BR	39
chr11	130297490	130297640	id-20984	3.42e-05	+	CGCTTGGTCCTACTCGTGGCCCCCAGGGGCGGTGG	Upstream_CTCF	31
chr11	130299325	130299475	id-20985	7.15e-05	-	TTCCTGAATACTACCCCCTTCCCTAGGGGGCAGTG	V_CTCF_BR	10
chr11	130301264	130301414	id-20986	4.96e-08	+	CCTGCCGTTCGCAATGCAACCACAAGGTGTCAGGC	Upstream_CTCF	40
chr11	130301476	130301626	id-20987	1	+	NA	NONE	23
chr11	130304477	130304627	id-20988	7.07e-08	+	CTGTCTCACCACATTATGGCCAGGAGGTGGCACTG	V_CTCF_BR	40
chr11	130304946	130305096	id-20989	3.05e-07	+	TCTTCACTATTGATTGTAACCAGCAGGTGGGAGTG	Upstream_CTCF	40
chr11	130316275	130316425	id-20990	4.88e-05	+	GCCATCTTCATGTTCCAAGGCCCCAGGGGGCGCTT	V_CTCF_BR	0
chr11	130320085	130320235	id-20991	1.56e-06	+	CTGCAGTTTGTGTCCAAGACCGATAGGAGACGCCG	UpstreamP1_CTCF	33
chr11	130347585	130347735	id-20992	2.01e-05	+	GCAGAAGGCCCAGAAGGGAACTGCAGGGGTCTGGG	Upstream_CTCF	6
chr11	130358495	130358645	id-20993	4.34e-05	+	ACTGCCAGTCCTTTCTGACCCTCTAGCGGAAGCAG	Upstream_CTCF	2
chr11	130379793	130379943	id-20994	1	+	NA	NONE	5
chr11	130401131	130401281	id-20995	8.98e-06	-	GTGTACTGTGAGCAGCCAACCACAGGATGGCCTCT	UpstreamP1_CTCF	17
chr11	130418412	130418562	id-20996	1.43e-05	+	GCTGCAGGGGCAGATGCTGACTGCAGGGTGTGTCA	Upstream_CTCF	5
chr11	130419476	130419626	id-20997	1	+	NA	NONE	10
chr11	130451697	130451847	id-20998	9.84e-05	+	GGCATTGGAGTTGTGGCTAACAGTAGGTGGTGTTA	V_CTCF_BR	9
chr11	130494031	130494181	id-20999	1	+	NA	NONE	19
chr11	130500991	130501141	id-21000	1	+	NA	NONE	6
chr11	130514252	130514402	id-21001	1	+	NA	NONE	5
chr11	130536789	130536939	id-21002	3.63e-06	-	AAAAGTGGCCAATTCCTTTCCTCCAGATGGCAGGC	V_CTCF_BR	26
chr11	130657429	130657579	id-21003	8.23e-05	-	GTGTAATTCCTCCAATGCCCTGGCCGCTGGCACCA	UpstreamP1_CTCF	3
chr11	130697803	130697953	id-21004	1.19e-06	-	GCCTGGGTTATGGCAAGTTCCAGGAGGTGGCAGCC	V_CTCF_BR	39
chr11	130731935	130732085	id-21005	1.82e-07	-	ACGCCCGGTGGCCTTGAGGCCGGAAGGTGGCGCTG	V_CTCF_BR	40
chr11	130764422	130764572	id-21006	2.96e-09	-	ACAGGAATTCTCTCTATGGGCACCAGGTGGCGCTG	Upstream_CTCF	39
chr11	130774428	130774578	id-21007	8.52e-08	-	CTGCTGTAACTAATTGTTACCACATGGTGGCAGCT	UpstreamP1_CTCF	39
chr11	130783373	130783523	id-21008	3.42e-05	-	CATTTGAGTCCACAAGCTACCACCAGGGACAGCCT	Upstream_CTCF	15
chr11	130786380	130786530	id-21009	6.21e-12	-	CCGTCAGGGCGGCTCCTCGCCAGCAGAGGGCGCCG	V_CTCF_BR	40
chr11	130790212	130790362	id-21010	2.27e-06	+	TGGCCCTCCTCTCACAGATCCACTAGGTGGTGCCC	V_CTCF_BR	16
chr11	130793306	130793456	id-21011	4.38e-09	+	CGGTGATGGAGCAAAATAGCCACCAGAGGGCAGCA	V_CTCF_BR	40
chr11	130849395	130849545	id-21012	7.49e-07	-	CTGCGATTAAGTTAAGCTGCCACCAGGTGGACATT	UpstreamP1_CTCF	39
chr11	130895040	130895190	id-21013	1.03e-07	+	GGTGCTGTCTTGCTTATTCCCAGCAGAGGGTGCTT	Upstream_CTCF	39
chr11	130907939	130908089	id-21014	9.25e-06	-	AGCGTGGAACCACAGTGGACCACGTGGGGTCAGCA	V_CTCF_BR	26
chr11	130908593	130908743	id-21015	1	+	NA	NONE	37
chr11	130934389	130934539	id-21016	3.91e-06	+	CAAGTGCTTCCAGCGTCGATCGCTAGATGGAGCCC	Upstream_CTCF	40
chr11	130940372	130940522	id-21017	2.96e-05	-	GGGAAAGTGGCTAAGGCTGCAGGGAGGGGGCGACA	V_CTCF_BR	19
chr11	131087294	131087444	id-21018	7.62e-07	-	ACAGCTGTCAGCAGGGAGCCCACTAGATGGCAACC	Upstream_CTCF	36
chr11	131116590	131116740	id-21019	8.91e-07	+	GATGCAGATGGGGTTCTGGCCGTCAGGGGGCACTG	Upstream_CTCF	40
chr11	131170381	131170531	id-21020	1.93e-05	-	TTTGCATTTCCAACCCGAACCACAAGTTGTGCATG	Upstream_CTCF	2
chr11	131219382	131219532	id-21021	6.67e-08	-	ACGCAGGTCCCTCCACTCTCCTGCAGGAGGCACTG	UpstreamP1_CTCF	5
chr11	131262543	131262693	id-21022	1.47e-05	-	GGAGTGCATGTAGATTCTGCCACTGGGTGGAGCTT	V_CTCF_BR	27
chr11	131278039	131278189	id-21023	4.41e-06	+	TGGCCAACACCCTCCCCGGCCAAAAGAGGGAGACA	V_CTCF_BR	39
chr11	131296012	131296162	id-21024	1.85e-05	-	CCTGACACCCAGATTATGGCCACTAGGAGTCTTCA	Upstream_CTCF	4
chr11	131317275	131317425	id-21025	1.32e-05	-	TCTGCAGCCCCAGCCTGCACGGCCACAGGGAGCGC	Upstream_CTCF	2
chr11	131335769	131335919	id-21026	1.84e-06	+	ACCACCAGATGGCTGATGACCACAAGGGGGCATGG	V_CTCF_BR	10
chr11	131356920	131357070	id-21027	9.4e-06	+	CTGCTGTCTGATCCTGGCTCCACCACCAGGAGGGC	UpstreamP1_CTCF	5
chr11	131374196	131374346	id-21028	2.5e-05	-	CTGCGGTCCTATCTGATTTATGGCAGGTGGGGGCA	UpstreamP1_CTCF	28
chr11	131381808	131381958	id-21029	1.39e-07	-	TCAGTGGCGATCTGTCTAGACAGCAGGTGGCGCTG	V_CTCF_BR	40
chr11	131414609	131414759	id-21030	4.31e-07	+	ACGTGTGAGTCTGACAGAGCCTCCTGGGGGCGCCG	V_CTCF_BR	12
chr11	131449836	131449986	id-21031	1.05e-08	+	GCTGTAGTTCTCTGCCGAGCCAGGAGGTGGAGATG	Upstream_CTCF	39
chr11	131455321	131455471	id-21032	1.37e-08	+	ACTGAACTCCTCCTCTCTGCCCGCAGAGGGCGCCC	Upstream_CTCF	33
chr11	131499960	131500110	id-21033	2.83e-07	-	CATGGCCCGACCTCCTTTGCCGGTAGATGGAGCCG	V_CTCF_BR	22
chr11	131538799	131538949	id-21034	1.3e-07	+	CTTGTTCCACTGGTGGTGGCCGGTAGGGGGAGCAC	Upstream_CTCF	40
chr11	131541795	131541945	id-21035	2.08e-07	-	CTGCTGCTGAGAGGCGGTGCAGCCAGGGGGCAGCC	UpstreamP1_CTCF	20
chr11	131543963	131544113	id-21036	3e-08	-	GTGGCACTACTTCTCATGGCCACGCGAGGGCGCCC	Upstream_CTCF	40
chr11	131557988	131558138	id-21037	1.64e-12	+	CTGCAGCTCCCCAGAACGGCCACCGGAGGGCACCC	UpstreamP1_CTCF	40
chr11	131561524	131561674	id-21038	4.96e-08	+	CCCGCGCTCCCGCTCGGCCCCGCCAGGTGGCGCTG	Upstream_CTCF	37
chr11	131564824	131564974	id-21039	1.77e-09	+	ATGAAATTGCGACCTGCTGCCACCAGAGGGCAGTG	UpstreamP1_CTCF	40
chr11	131607376	131607526	id-21040	1.73e-05	+	TTCATTTGCCCTCCAGAACTCAGCAGAGGGCACCA	V_CTCF_BR	17
chr11	131618177	131618327	id-21041	6.43e-06	+	AGATAATTCTGGATTCTCACCGGCAGGGGTCAGTG	V_CTCF_BR	39
chr11	131630622	131630772	id-21042	1.39e-05	+	GCCGGGGTGACTAAAGAAACCTGCGGAGGGAGCTA	V_CTCF_BR	13
chr11	131632002	131632152	id-21043	1	+	NA	NONE	24
chr11	131736561	131736711	id-21044	3.18e-06	-	TCACATCTCTTAATAGCTGCCTCCTGGTGGCAGCC	V_CTCF_BR	23
chr11	131737679	131737829	id-21045	6.39e-08	+	AGGCCACGGAACCCCACCACCAGCAGATGGAGCTG	V_CTCF_BR	38
chr11	131760251	131760401	id-21046	2.02e-06	+	CTGTAATAACCACCAGCAGCCTGCTGAGTGCAGGG	UpstreamP1_CTCF	25
chr11	131765906	131766056	id-21047	1	+	NA	NONE	14
chr11	131776944	131777094	id-21048	8.19e-06	+	CTCCTATGTGAGATCTCCACCAGGAGAGGGGAGCC	UpstreamP1_CTCF	24
chr11	131781461	131781611	id-21049	8.71e-06	-	GAACAATGTCAGCTCCCTACCTGAGGGTGGCGCTC	V_CTCF_BR	16
chr11	131783302	131783452	id-21050	2.53e-05	+	TTATCAAAGTCAGGACTGTCCAGAGGGTGGCTGCA	V_CTCF_BR	8
chr11	131784297	131784447	id-21051	3.4e-06	+	CATGTAGTTTTCTTCATAACCAGCAGAGGACTTTT	Upstream_CTCF	34
chr11	131847856	131848006	id-21052	3.09e-05	+	CTGCAAAAATTCTTCATGGTCAGAAGAAGGCTCTG	UpstreamP1_CTCF	6
chr11	131898649	131898799	id-21053	6.43e-06	-	GAAAAATCCCCTCATGCATCCAGCAGGGGGAGAGC	V_CTCF_BR	40
chr11	131969685	131969835	id-21054	7.78e-06	+	ACTGCATTCCCATGCTGAAACAGTAGGGGCGCCAT	Upstream_CTCF	39
chr11	131981325	131981475	id-21055	5.74e-05	+	ATGCAACACAGAGGTTTGGACACAAGGGTAAGCAT	UpstreamP1_CTCF	7
chr11	131984205	131984355	id-21056	1.48e-06	+	AATGTCCCTTTCTGATCAGCCACGAGAGGGCAATG	V_CTCF_BR	34
chr11	131994217	131994367	id-21057	9.62e-05	-	GCGCAGGTGCCAAGAGCTTCCAACAGGGCGGCACT	UpstreamP1_CTCF	24
chr11	131996969	131997119	id-21058	4.68e-07	-	TCATTCACCACCTTTCGATCCACCAGAGGGCAGAG	V_CTCF_BR	36
chr11	132010078	132010228	id-21059	8.34e-07	-	CTGCACTGTGAGTCCCACACCGCTAGGAGGTAGTT	UpstreamP1_CTCF	13
chr11	132028112	132028262	id-21060	5.51e-07	-	AGGACACCTGGCATGGGCACCAGCAGAGGGAGCTT	V_CTCF_BR	36
chr11	132056720	132056870	id-21061	3.63e-06	+	ATCCGGATGATTTCCTCAAACGCTAGGTGGCGCCC	V_CTCF_BR	33
chr11	132149186	132149336	id-21062	9.25e-06	+	TGCTTCCTCCTCCATTCTGCTGCTAGAGGGCACTG	V_CTCF_BR	36
chr11	132170312	132170462	id-21063	3.24e-06	+	TCATCACTGCCCCCACAGTGCAGCCGGGGGAAGTG	Upstream_CTCF	39
chr11	132182624	132182774	id-21064	2.12e-06	-	TTGCTATGTATACATTGATCCTCTAGGGGGTGCTG	UpstreamP1_CTCF	39
chr11	132188483	132188633	id-21065	2.62e-07	-	CTGCTGTGGTCAGCACTGTCCTCAGGGTGACAGCA	UpstreamP1_CTCF	10
chr11	132243745	132243895	id-21066	5.08e-05	-	AAGCACTTTCTTGATCTCCCCAGATGGTGTCTCAC	UpstreamP1_CTCF	3
chr11	132272071	132272221	id-21067	1.72e-06	-	TGCTCAGTTCTTCCTTTGTGCACAGGGGGGCACTA	Upstream_CTCF	32
chr11	132318359	132318509	id-21068	1.31e-05	+	CACTCAAGGGGCGAAGTCTCCACTAGGGGCAGGGG	V_CTCF_BR	8
chr11	132334952	132335102	id-21069	4.43e-05	-	GAAACAACCTAAATGCCTGTCACAAGGGGGAGCAT	V_CTCF_BR	10
chr11	132342606	132342756	id-21070	1.1e-05	+	AAGTGCTCTGTGCATCGTCACTGCAGGGGGCAGTG	V_CTCF_BR	10
chr11	132393888	132394038	id-21071	1	+	NA	NONE	8
chr11	132429337	132429487	id-21072	2.43e-06	+	TCTGGACGCCACCAGCTTGCCGCTGGGGGGCATTC	Upstream_CTCF	19
chr11	132446686	132446836	id-21073	4.88e-05	+	GCTTGCTCTGTGGGTTGAGCCAGGAAAGGGCGCTA	V_CTCF_BR	13
chr11	132456754	132456904	id-21074	8.81e-07	-	TAATATTCTGCCTCCAGAGCCTGCAGAGGGCTCCC	V_CTCF_BR	11
chr11	132589415	132589565	id-21075	1	+	NA	NONE	6
chr11	132673511	132673661	id-21076	2.53e-05	+	CTTAGTCACTACCCACTTTCCACCAGAAGGTAGCA	V_CTCF_BR	6
chr11	132728203	132728353	id-21077	4.65e-06	+	CCACAGTTCCTCCCATCTGCCTGCAGGAGGCATGC	UpstreamP1_CTCF	30
chr11	132734802	132734952	id-21078	1	+	NA	NONE	6
chr11	132811054	132811204	id-21079	1.32e-08	-	ATGCAGTAAGACTATTCCACCAGCAGAGGGCCAGC	UpstreamP1_CTCF	40
chr11	132812751	132812901	id-21080	3.4e-06	+	GCGGAAGGACAGCTCCCTACCTGAGGGTGGCGCTC	V_CTCF_BR	12
chr11	132814168	132814318	id-21081	1.23e-05	+	CTGAACTACCCTGCCCACGCCAGATGGGGCACCGG	UpstreamP1_CTCF	19
chr11	132862734	132862884	id-21082	5.12e-06	-	CTGTGATTAATCGAATTCACCACTGGATGTCAACG	UpstreamP1_CTCF	21
chr11	132911209	132911359	id-21083	6.8e-06	+	CAGCAGTGACACCTTATGGCTGGGAGCTGCCTCTC	UpstreamP1_CTCF	7
chr11	132934127	132934277	id-21084	8.79e-07	-	TTGCGGTACCAGGGGCTGCCCAGCGAGGGGAGACA	UpstreamP1_CTCF	36
chr11	132948577	132948727	id-21085	2.57e-08	+	CGGCACTGGCTCCGATCAGGCACAAGAGGGCGCTC	UpstreamP1_CTCF	40
chr11	132950989	132951139	id-21086	3.29e-05	-	ATGGGTATACCTCCCCTCTCCACCAGGGACATCAG	Upstream_CTCF	11
chr11	132952733	132952883	id-21087	5.01e-09	+	ACGCGCTGCCCGGAGACCGCCGCAAGGGGGCGCCA	V_CTCF_BR	37
chr11	133004574	133004724	id-21088	1.52e-07	+	AGCCACCATCCTGCTACGACCACCAGGTGGTGCTG	V_CTCF_BR	40
chr11	133027201	133027351	id-21089	9.51e-07	-	GTTGTGTCCCCTCTGGGAGCCTGCAGGAGGCAGCC	V_CTCF_BR	11
chr11	133033463	133033613	id-21090	4.14e-06	-	ATGTTTGGAGAAAAAGGAACCACTAGAGGGTGCTG	V_CTCF_BR	39
chr11	133089569	133089719	id-21091	2.83e-07	-	TCCAAGCATTGCCAAATGTCCTCCAGGGGGCACAG	V_CTCF_BR	8
chr11	133273867	133274017	id-21092	5.77e-08	-	CACAGGTTCTCCCTCCGGGCCTCTAGGGGGAGCCA	V_CTCF_BR	22
chr11	133346919	133347069	id-21093	4.01e-05	-	AGTGTAGACATCCCCTTGATGGGCAGGGGGCACTG	Upstream_CTCF	6
chr11	133400382	133400532	id-21094	1.84e-05	-	ACTCAGTACCTGCCTGAGCCTGGTAGAGGGAGCTA	UpstreamP1_CTCF	8
chr11	133446382	133446532	id-21095	6.43e-06	+	AGGAGAGGGAGAAGGAGCGCCCCTAGGAGGCGCCA	V_CTCF_BR	16
chr11	133489401	133489551	id-21096	2.04e-05	+	ATCTCACCTCTGGCTCTTAGCACAGGGTGGCGCTG	V_CTCF_BR	1
chr11	133489997	133490147	id-21097	5.08e-05	-	GGTTATGTGTTCATGTCTCCCACTAGGTGGTGTGT	Upstream_CTCF	15
chr11	133551842	133551992	id-21098	2.73e-07	-	GGAGCTCTTCCTGCCTCCCCCACCAGAGGGACTGT	Upstream_CTCF	5
chr11	133679782	133679932	id-21099	4.34e-05	-	GGCGTCTCTAGGCATTTGGCCAGCAGGAGGGGCAC	Upstream_CTCF	2
chr11	133691712	133691862	id-21100	3.42e-08	-	ACATGCTCGCACACCCTGGCCTCAAGGGGGCAGTC	V_CTCF_BR	35
chr11	133701308	133701458	id-21101	1.96e-07	-	GTGGTGTGGCATCCTGTGGCCAGCAGGTGATGCTG	UpstreamP1_CTCF	24
chr11	133705197	133705347	id-21102	1.46e-07	-	GAAGCTGTTTCACTAGAAACCACCAGATGGTGACG	Upstream_CTCF	39
chr11	133705782	133705932	id-21103	6.8e-06	-	CAGGCTGTGCCAAAGGACGGCGGCAGAGAGCCCAG	Upstream_CTCF	13
chr11	133768390	133768540	id-21104	9.49e-08	-	GGGGCTGGGGATAGAGGGCCCAGAAGGGGGCGCAG	V_CTCF_BR	7
chr11	133781217	133781367	id-21105	7.12e-06	+	CTGCAGTGTACCCTGAGGTCCACATGGGGTCCTGT	UpstreamP1_CTCF	26
chr11	133797606	133797756	id-21106	1.15e-08	+	GTGCAGTGCTGCCACGTCACCACAGGGAGGAGACA	UpstreamP1_CTCF	40
chr11	133800720	133800870	id-21107	1.59e-06	+	AGCCCGCAGAGTGCAGCGGCCACCAGGGGACGCTC	V_CTCF_BR	36
chr11	133805206	133805356	id-21108	2.1e-05	-	GGAGCAGCTCCTACTTCGCTGGCCAGGCGTCGCTG	Upstream_CTCF	5
chr11	133817359	133817509	id-21109	9.51e-07	+	CTCCCGCAGGGGAGGATGCCCAGAGGAGGGCAGCA	V_CTCF_BR	38
chr11	133825538	133825688	id-21110	2.86e-06	-	GGGCAGAGCGACCTACAAGCCTCTGGGTGGCACCC	UpstreamP1_CTCF	3
chr11	133837274	133837424	id-21111	6.39e-08	+	AGGCGCTGGGGAGCGACCGTCAGCAGGTGGCGCCG	V_CTCF_BR	36
chr11	133869484	133869634	id-21112	1.71e-06	+	CCCAGGAGTCGGAGAGGGAGCTGCAGAGGGAGCCA	V_CTCF_BR	2
chr11	133884474	133884624	id-21113	6.8e-06	+	CTGCAAAGCCCCAAACACCTCACATGGGGGCACTG	UpstreamP1_CTCF	36
chr11	133900925	133901075	id-21114	1	+	NA	NONE	38
chr11	133904098	133904248	id-21115	4.34e-07	-	CTGCAGCAGCTCCCGGTTTCCAGCAGGGCTGGCCA	UpstreamP1_CTCF	6
chr11	133915747	133915897	id-21116	1.82e-06	-	GAGAAAGTTCCCCAGCGCACCACCAGGTGCCAGGC	UpstreamP1_CTCF	38
chr11	133920481	133920631	id-21117	7.49e-07	+	CTGCAACGGTAAGAGGCCGCCACACGGTGGCGCAG	UpstreamP1_CTCF	40
chr11	133942099	133942249	id-21118	1	+	NA	NONE	20
chr11	133968593	133968743	id-21119	2.34e-06	-	GAGCTATCCCTCACAAGTATCAGCAGGTGGAGCTC	UpstreamP1_CTCF	34
chr11	133994844	133994994	id-21120	5.65e-05	+	CAGCCTCAGCGCGCGACACCCGCCCGGTGGCGGCG	V_CTCF_BR	7
chr11	134009774	134009924	id-21121	1.46e-08	-	GCTGCAAGACATCAAATGTCCAGTAGATGGTGCCC	Upstream_CTCF	40
chr11	134027514	134027664	id-21122	1	+	NA	NONE	3
chr11	134077455	134077605	id-21123	6.39e-08	+	CGCGCACCTGTAGTCCCAGCCACTAGGGGGTGCTG	V_CTCF_BR	40
chr11	134114604	134114754	id-21124	3.42e-09	-	GGTGCAGTCGCTCTGCTGCCCAGCAGGTGGCTGAA	Upstream_CTCF	40
chr11	134123159	134123309	id-21125	1.56e-06	-	GATGCACCGCCCACCAAGCGCCGCGGGGGTCGCGC	Upstream_CTCF	31
chr11	134132034	134132184	id-21126	9.49e-08	+	ACATTGTCAGGCTGCATTGCCACTAGGGGGAACCA	V_CTCF_BR	40
chr11	134140410	134140560	id-21127	3.65e-05	+	AAGGAATCTCAGCTTTCCTCCACTAGGGGGTATTT	UpstreamP1_CTCF	40
chr11	134146075	134146225	id-21128	4.14e-06	-	ACGAGGGTTCCACAGAGGGCCACGAGGGGCAGGAG	V_CTCF_BR	38
chr11	134184257	134184407	id-21129	1.31e-05	-	TGGTGTTTGGAACACCAGGGCAGCAGAGGGCATCA	V_CTCF_BR	3
chr11	134202343	134202493	id-21130	3.45e-05	-	AAAAGGGGGGCCTGGGGGAAGGGCAGAGGGAGCTC	V_CTCF_BR	13
chr11	134230251	134230401	id-21131	6.18e-07	+	GCAGTGATCCCCACGGCTTCCACGCGGTGGCGCCG	Upstream_CTCF	39
chr11	134250802	134250952	id-21132	1.5e-05	-	TGTGTTTGCCCGCAGAGGACCACAGGGTGTCACTC	Upstream_CTCF	2
chr11	134259919	134260069	id-21133	1	+	NA	NONE	4
chr11	134261131	134261281	id-21134	8.61e-08	+	CCTGGAGAACGCCAGCTGGCCGGCAGGGGGCAGGT	V_CTCF_BR	13
chr11	134263568	134263718	id-21135	1.39e-07	+	GGGCGTGGGCTCAGTGGTGACAGCAGAGGGAGCCC	V_CTCF_BR	19
chr11	134309156	134309306	id-21136	2.96e-05	+	TGGGCCGACCCAGGCTGTGACAGGTGGTGGCAACA	V_CTCF_BR	3
chr11	134319681	134319831	id-21137	2.96e-05	-	GTACCACCGTTGCCACAGACAGGAAGGTGGCGCCA	V_CTCF_BR	9
chr11	134403154	134403304	id-21138	1.63e-05	+	GCTCGTGTCCCCTCAATGACCATCAGATGGCAACA	Upstream_CTCF	8
chr11	134427647	134427797	id-21139	5.13e-05	+	GGCAGCTGCTGCAGAGTGAAGTGGAGAGGGCAGAG	V_CTCF_BR	5
chr11	134428920	134429070	id-21140	1.63e-05	+	GGAGAAGTAACACAAGGTGTCACCTGGAGGCACTG	Upstream_CTCF	3
chr11	134449402	134449552	id-21141	3.65e-07	-	CTGGCCTCCCAGATCAGCACCAGCAGGTGGCTGTA	V_CTCF_BR	14
chr11	134462401	134462551	id-21142	5.21e-08	+	GCACAAAGAGCAGAGTGAACCAGCAGGGGGCAGTG	V_CTCF_BR	32
chr11	134505519	134505669	id-21143	4.14e-06	-	GAGGAAGCACAGACCAGTGACACTAGATGGAGCTA	V_CTCF_BR	10
chr11	134509932	134510082	id-21144	3.66e-06	+	GTGCGGCTCCCTAGGGAGAGCATTGGGTGGCGCAG	UpstreamP1_CTCF	6
chr11	134595991	134596141	id-21145	6.21e-05	-	TGCCTTGCCCTTCTTCCATCCAGCAGGGGGCCCCT	V_CTCF_BR	18
chr11	134597342	134597492	id-21146	6.64e-05	-	AGCGTCTGAGCTTCACTCACCGCCAGGGAGCAGAA	Upstream_CTCF	5
chr11	134689054	134689204	id-21147	5.51e-07	+	GAAAGCTTCTCCCGTAGAGCCTGCAGAGGGAGCAC	V_CTCF_BR	19
chr11	134710478	134710628	id-21148	1	+	NA	NONE	5
chr11	134731506	134731656	id-21149	6.21e-06	+	CTTGCAAATCCCACCCCGGCCTGCAGAGGCGCTGT	Upstream_CTCF	20
chr11	134738566	134738716	id-21150	1.84e-07	+	GGTGCTTTACCACAGCCGAGCGTTAGGGGGCGCCA	Upstream_CTCF	37
chr11	134809977	134810127	id-21151	6.98e-07	-	CCCAGCCCAGGCAAGCAGCCCACCAGGGGGTGCTC	V_CTCF_BR	28
chr11	134812211	134812361	id-21152	3.83e-09	+	CTCACAGGCAGGGTTGCAACCACCAGGGGGCGGAG	V_CTCF_BR	33
chr11	134848411	134848561	id-21153	7.97e-09	-	TCTGCCCTTCCCTCCCTCGCCACCTGGGGGTACTC	Upstream_CTCF	14
chr11	134848766	134848916	id-21154	4.21e-05	-	AGGGGGAGCTGACACAAGACAAGGAGAGGGAGGTG	V_CTCF_BR	5
chr11	134869523	134869673	id-21155	1.55e-05	+	GGCTGCAGGATCAGCCCCCTCTCCAGGTGGAGGCA	V_CTCF_BR	3
chr11	134903576	134903726	id-21156	1.08e-05	-	TTGGAATGTGACAAGGGCTGCACTAGAGGGCTCTC	UpstreamP1_CTCF	23
chr11	134944425	134944575	id-21157	1.04e-06	-	CTTGCAACTCACAAGGCTGGCTCTAGAAGGCACTC	Upstream_CTCF	32
chr11	134945768	134945918	id-21158	2.24e-10	+	CCTGTAGTGACCCCAGCGGCCAGAAGGGGGCGTGC	Upstream_CTCF	0
chr12	77542	77692	id-21159	6.39e-08	+	GAAGGGAGGGCTGGGGAAGCCAGCAGGGGGAGCAA	V_CTCF_BR	32
chr12	83415	83565	id-21160	2.1e-05	+	GCTTCTTCCTCCCCAGCAGCCTCTAGGGGGACTGG	Upstream_CTCF	25
chr12	94361	94511	id-21161	3.36e-05	+	GTCCTGTAGTGCCCGGCTGCAAGCAAGGGGCTGTC	UpstreamP1_CTCF	0
chr12	215371	215521	id-21162	4.5e-05	+	TGTCAGTTGCAGCCTGTAACCACCAGGGCAGGAGG	UpstreamP1_CTCF	29
chr12	215529	215679	id-21163	1.1e-05	-	CTCTGGAGTCCACACATGGCCTCAAGGGGCAGGGC	V_CTCF_BR	16
chr12	217269	217419	id-21164	8.21e-06	-	TTTAAAAAGCCTCCTGCTTCCAGCAGAGGTAGCCA	V_CTCF_BR	15
chr12	217879	218029	id-21165	2.04e-05	-	GTGCCCATCAGGGAAGGCACCACAGGCTGGCAGCT	V_CTCF_BR	7
chr12	234909	235059	id-21166	2.4e-05	-	TCGCCAGGGCAGGCTGCTGCCGGCCGGGGGAGGCC	V_CTCF_BR	0
chr12	253437	253587	id-21167	1	+	NA	NONE	3
chr12	254813	254963	id-21168	1	+	NA	NONE	2
chr12	262466	262616	id-21169	1.03e-06	-	AGCACTGCAGACGCTCCCAACGGCAGGGGGCAGAC	V_CTCF_BR	40
chr12	278461	278611	id-21170	7.6e-05	+	GTGAGATGTCACTGTCTGCCCTGGAGGAGTCAGGC	UpstreamP1_CTCF	17
chr12	278823	278973	id-21171	7.9e-07	+	CTGCCCCAACCTTACCCCACCTGCAGGGGGCCAGG	UpstreamP1_CTCF	35
chr12	285257	285407	id-21172	4.5e-06	+	GGTTCTAGACCCCCCCCTTCCAGCAGGGGTGCCCA	Upstream_CTCF	8
chr12	296069	296219	id-21173	7.8e-08	-	CTTGGGTGCGACGCAAGGGACAGCAGAGGGCAGTG	V_CTCF_BR	2
chr12	298361	298511	id-21174	5.97e-08	-	GGCGCAGCGCTGTCTGCGGCCGCCGGGTGGCAGAG	Upstream_CTCF	40
chr12	308492	308642	id-21175	5.17e-06	-	TGGTCACTATTCCCCTGGGTCGCCAGGGGGCAAGG	Upstream_CTCF	26
chr12	312972	313122	id-21176	2.74e-08	+	AGTGCGGCGGGCGGAGAGGCCGGCAGAGGGCGGGG	V_CTCF_BR	22
chr12	329115	329265	id-21177	7.97e-09	-	GGGGCACCGCCAGATGTGGCCACGAGGGGGTGGTA	Upstream_CTCF	40
chr12	335663	335813	id-21178	3.5e-05	-	CTGTGCTCCCAGACAGGAAGCAGGAGAGGTTGCAG	UpstreamP1_CTCF	3
chr12	363348	363498	id-21179	1	+	NA	NONE	4
chr12	430881	431031	id-21180	7.84e-05	-	AAATAGAAACTCTAGGCTGAAGGCAGGTGGCAGCA	V_CTCF_BR	28
chr12	510710	510860	id-21181	1	+	NA	NONE	36
chr12	511360	511510	id-21182	1	+	NA	NONE	40
chr12	551552	551702	id-21183	3.05e-07	+	TGGGCAATTTCATGGTGTTTCACCAGAGGGCGCTA	Upstream_CTCF	40
chr12	562173	562323	id-21184	1.15e-07	+	GCGTTAAAGGGGTTTGCCGCCCGCAGGGGGCGCTG	V_CTCF_BR	36
chr12	562599	562749	id-21185	1.38e-08	+	CCGAGCGGGGGGTTTGCCGCCCGCAGGGGGCGCTG	V_CTCF_BR	36
chr12	579309	579459	id-21186	4.01e-05	+	CAAGGCTCAGTCGCCTGAACCGAGAGGTGGCAGCT	V_CTCF_BR	1
chr12	595253	595403	id-21187	2.11e-06	+	GAAAAATCCCCTTCTACTTCCAGCAGGGGGAGGGA	V_CTCF_BR	19
chr12	609152	609302	id-21188	1	+	NA	NONE	12
chr12	616816	616966	id-21189	5.67e-06	+	GAGGCCCTACCAAAGAAAAGCACTAGGTAGCAGCA	Upstream_CTCF	3
chr12	651288	651438	id-21190	1	+	NA	NONE	7
chr12	656209	656359	id-21191	7.94e-12	-	CTGCGTGAGCGCGCGTGGGCCACCAGGGGGCGCTC	V_CTCF_BR	40
chr12	679019	679169	id-21192	1.11e-05	+	CCCGCCTGCTCCAGAGTGTCCACACGGTGGCGCGC	Upstream_CTCF	40
chr12	685371	685521	id-21193	1.22e-11	+	CCTGCGGCGCCGCCGTTGTCCACCAGGGGGCGCCA	Upstream_CTCF	40
chr12	700320	700470	id-21194	3.56e-05	-	CCTGCAGTACCTAAACTGCCCTGATGGTTGGTTCA	Upstream_CTCF	28
chr12	719600	719750	id-21195	8.79e-07	-	ATGCAGGGCCCTGGGCTGGCCGCTGTGGGGACCCA	UpstreamP1_CTCF	18
chr12	723597	723747	id-21196	1.97e-06	+	CTGTGTGCCCACGGGGGGCTCAGCAGATGGCACTC	V_CTCF_BR	35
chr12	751751	751901	id-21197	1.27e-06	+	CTGCAGCGGGCGGCGCTGCCCACGGAGGGGGGCGG	UpstreamP1_CTCF	17
chr12	752272	752422	id-21198	8.53e-09	+	CCTGCCGCTGCCCAAGCCTCCAGCAGGGGCCACCG	Upstream_CTCF	37
chr12	753043	753193	id-21199	4.65e-05	-	CTCAGGTACCTTCACTCCATCTGCAGAGGGAGACA	V_CTCF_BR	3
chr12	760230	760380	id-21200	1.21e-05	+	AATGCTTTTGTGAGTTTTACCTCTAGGAGCTGCCC	Upstream_CTCF	18
chr12	791656	791806	id-21201	1	+	NA	NONE	1
chr12	809393	809543	id-21202	1	+	NA	NONE	12
chr12	860522	860672	id-21203	2.8e-05	-	CAAGATGTGGAGGGGACGAGCACCAGGGTGCACCA	Upstream_CTCF	40
chr12	862077	862227	id-21204	6.21e-05	+	CCGGTCCCCATCGCTGGGGGCGCGTGTGGGAGGAG	V_CTCF_BR	23
chr12	863151	863301	id-21205	1.5e-05	+	CCAGCAGTACCAGCAAAGACCGCCCAGTGTCCCAG	Upstream_CTCF	25
chr12	864190	864340	id-21206	2.91e-05	+	GCAGCACTTCCTTTTTTAACCTCTAGTGGTGTAAA	Upstream_CTCF	40
chr12	923468	923618	id-21207	1.1e-05	-	AACCTTAATCTCATTTTAACCACTAGAGGGCTACC	V_CTCF_BR	40
chr12	925710	925860	id-21208	1	+	NA	NONE	39
chr12	927985	928135	id-21209	1.64e-07	-	GCAGCAGTACTCATAATAGCCAAAAGGTGGATACA	Upstream_CTCF	23
chr12	978022	978172	id-21210	4.41e-06	-	AAAAGGTGCAGCTGCTCCCCCTGTAGGGGGAGGTG	V_CTCF_BR	35
chr12	1006652	1006802	id-21211	7.27e-06	-	AGCAGCTGGGGGAATAATAACAGCAGGGGGCACCT	V_CTCF_BR	5
chr12	1059060	1059210	id-21212	1.74e-08	-	CCTGACGAAACCGCCAGGCCCACCAGGGGGCAGCA	V_CTCF_BR	40
chr12	1086467	1086617	id-21213	1	+	NA	NONE	28
chr12	1099051	1099201	id-21214	7.02e-05	-	CAGTACTTCCCACATATGACTACCAACTGTTAGAC	UpstreamP1_CTCF	28
chr12	1100020	1100170	id-21215	5.67e-06	+	CCGGCTCTCCCCTCCCGTGGCCGCAGGGGTCGTGT	Upstream_CTCF	14
chr12	1175540	1175690	id-21216	1.38e-06	+	AAATTTAATCAGGGACTGGACGGTAGGGGGCACCC	V_CTCF_BR	37
chr12	1202445	1202595	id-21217	6.51e-07	-	CCTGTAATTCAGCATTTGTCCAAGAGATGTCCCCA	Upstream_CTCF	40
chr12	1227262	1227412	id-21218	6.04e-07	+	ATGCAATACAGCAAAAGGGTCAGAAGAGGGTGCCA	UpstreamP1_CTCF	40
chr12	1388326	1388476	id-21219	7.84e-05	+	AACTTCCTCTATAATTTTACCAGATGGGGTCAGTA	V_CTCF_BR	15
chr12	1457035	1457185	id-21220	1	+	NA	NONE	8
chr12	1507907	1508057	id-21221	1.03e-06	+	TGGTACCTTGTTGCTGTATCCTCCAGAGGGCAGGG	V_CTCF_BR	26
chr12	1539189	1539339	id-21222	1.24e-05	-	AAGGAACGGAAGGTTCCTTCCAATAGGTGGCACAA	V_CTCF_BR	10
chr12	1543586	1543736	id-21223	4.14e-06	+	TTGGAACTTCCTTCTGTGGCCGCTTGCTGGCGCTC	V_CTCF_BR	0
chr12	1598252	1598402	id-21224	4.43e-05	-	GATCTTGCGAAAAGGGAAGCCTCAGGATGGCAGGA	V_CTCF_BR	1
chr12	1612088	1612238	id-21225	1.27e-06	-	CTGCGCCACCCTGCTCTGGCCACGGGGTGGGTGGC	UpstreamP1_CTCF	10
chr12	1614896	1615046	id-21226	2.19e-05	-	GAGAAGCTACCGCAGATGCTCGGAAGGTGGCGAGG	UpstreamP1_CTCF	1
chr12	1626412	1626562	id-21227	1.38e-08	+	TACAGGGGGACCCACTGGGCCACTAGGGGGAGCTC	V_CTCF_BR	40
chr12	1642085	1642235	id-21228	8.21e-05	+	TTGTGTATTTCACCCTCTGACTCTAGGGGCAGCTG	V_CTCF_BR	24
chr12	1642607	1642757	id-21229	1	+	NA	NONE	21
chr12	1654266	1654416	id-21230	1.93e-05	-	TAAAATCCCTGAGGTCTAACCAGTAGGTGTCTCAC	V_CTCF_BR	36
chr12	1686276	1686426	id-21231	7.02e-05	+	CTGCCTGCTCACCATAGGCCCTCTGGGGGCCTGCC	UpstreamP1_CTCF	17
chr12	1687037	1687187	id-21232	4.65e-05	-	AGCCACGCTAGGTGGGGTAACTACAGGGGGCGATG	V_CTCF_BR	16
chr12	1692755	1692905	id-21233	2.11e-06	-	GTCCCATGTCTTGGTCTTGTCAGTAGGTGGCAGCA	V_CTCF_BR	40
chr12	1700352	1700502	id-21234	1	+	NA	NONE	25
chr12	1701676	1701826	id-21235	2.59e-06	-	CTGCTTACCCACCCACTCCCCTGCAGGGGGTGGAG	UpstreamP1_CTCF	31
chr12	1704068	1704218	id-21236	1.83e-05	+	CTGTGGGCGCCACGGGGGAGCGGCAGCTGTCAGCA	V_CTCF_BR	13
chr12	1714497	1714647	id-21237	1.04e-05	-	AGGGCTAGTAGGGAAGTCACCGCTAGAGGGTGACA	V_CTCF_BR	40
chr12	1739115	1739265	id-21238	1	+	NA	NONE	31
chr12	1739621	1739771	id-21239	4.88e-05	-	GCGGCACCGAGTACCTTGCCCAGCAGCTGCACCGG	Upstream_CTCF	30
chr12	1740519	1740669	id-21240	7.12e-06	-	CCTCAGCCCCTCTTACTCACCACCAGGAGTTGGCG	UpstreamP1_CTCF	15
chr12	1743876	1744026	id-21241	8.02e-08	+	AAGCTGCTGCAAAAGTCGGTCACCAGAGGGCGGCA	UpstreamP1_CTCF	40
chr12	1762097	1762247	id-21242	1.9e-06	+	TCTGCAGTTCTGCATGTGACCACACAGTGTCGCTA	Upstream_CTCF	37
chr12	1772342	1772492	id-21243	2.66e-05	-	CGCCACGATCTGCATTTTACCGACAGGAGGCGCAG	V_CTCF_BR	33
chr12	1775517	1775667	id-21244	1.03e-06	+	AAAAGAACCTGAATGCCTGCCAGTAGGGGGAAGGG	V_CTCF_BR	4
chr12	1808125	1808275	id-21245	1	+	NA	NONE	12
chr12	1820144	1820294	id-21246	4.31e-05	+	CAGAAGCCTTTTCCTGTAAACGCCAGGTGGCGTCT	UpstreamP1_CTCF	8
chr12	1851554	1851704	id-21247	2.96e-05	+	CCATCCATAAGGCAGGTAACCACTAGATGGCTAAT	V_CTCF_BR	5
chr12	1870311	1870461	id-21248	1	+	NA	NONE	9
chr12	1900395	1900545	id-21249	6.74e-08	-	TTAGCAGAACCACTAAAGGACAGCAGGTGGCAGCC	Upstream_CTCF	40
chr12	1901333	1901483	id-21250	3.56e-05	-	GCAGTATTAATGCCCCCTTACAGCAGAAGACACTG	Upstream_CTCF	3
chr12	1905283	1905433	id-21251	5.29e-11	+	CGGCAGCGCTGGAGCTTGGCCACCAGGTGGCGCAG	UpstreamP1_CTCF	40
chr12	1906463	1906613	id-21252	7.84e-05	+	TGCCCGCACTTCCGCCTTGCCGAGGGCGGGAGGAG	V_CTCF_BR	11
chr12	1909893	1910043	id-21253	2.28e-05	+	CAGGCTGCTCTCTCTGTCTCCGCCAGAGGCACTGT	Upstream_CTCF	37
chr12	1942302	1942452	id-21254	1.1e-06	+	GGAGACTTGCGGCAGATGGGCTGCAGAGGGAGCTG	V_CTCF_BR	1
chr12	2031241	2031391	id-21255	1.73e-05	-	AGCTCGGGGGTCAGCCGCACCGATGGGGGGCGCGC	V_CTCF_BR	4
chr12	2031765	2031915	id-21256	8.81e-07	+	GGGAGAGCACTCGGAGGGGCCAGCAGGAGGCGTCC	V_CTCF_BR	1
chr12	2042843	2042993	id-21257	2.78e-06	+	ACAGAGTTGCCCCAGCTGAGCACAAGAGGGCACCT	V_CTCF_BR	7
chr12	2049278	2049428	id-21258	2.17e-09	-	TGCGCACAGTGCACGCCGACCACCAGGTGGCAGTG	V_CTCF_BR	39
chr12	2058200	2058350	id-21259	1.54e-05	-	GCCCACTCACCAAGCTCCAGCTCCAGGAGGCACTG	UpstreamP1_CTCF	1
chr12	2113465	2113615	id-21260	4.31e-05	+	CTGATGTCGCGCCCCTTTCCCACCAGGCCGCCTGC	UpstreamP1_CTCF	29
chr12	2118895	2119045	id-21261	4.41e-06	-	GTGAAACTAGTTTCCCTTTCCAGGAGGGGGTGCCC	V_CTCF_BR	34
chr12	2120935	2121085	id-21262	5.65e-05	+	GAATGTTTCCCCTTGCCATCCTGTAGGTGGCTTCC	V_CTCF_BR	8
chr12	2123175	2123325	id-21263	1.21e-05	-	GCTGCAGTCCTGGTCACTGCTCCTAGGAGTCTCCA	Upstream_CTCF	10
chr12	2144167	2144317	id-21264	3.71e-10	-	CTCCGCGCATCTCCGCGCACCAGCAGGGGGCGCCG	V_CTCF_BR	40
chr12	2145521	2145671	id-21265	3.18e-06	+	AGAGCTCAGAAATGAACACCCAGCAGAGGGCAGTT	V_CTCF_BR	27
chr12	2161153	2161303	id-21266	3.65e-07	+	CACTGGAGGGGAGCCCGGTCCTGCAGGGGGTGCCG	V_CTCF_BR	19
chr12	2162085	2162235	id-21267	2.81e-06	-	GGAGCTGTTTCTGCAGAGGCAGCGAGAGGGAGACA	Upstream_CTCF	32
chr12	2162499	2162649	id-21268	1	+	NA	NONE	5
chr12	2166482	2166632	id-21269	7.61e-08	+	GATGTGGCTTCTGCCTCTTCCAGTAGGTGGCGCCA	Upstream_CTCF	40
chr12	2192338	2192488	id-21270	1	+	NA	NONE	13
chr12	2227319	2227469	id-21271	1	+	NA	NONE	16
chr12	2247072	2247222	id-21272	1	+	NA	NONE	2
chr12	2261527	2261677	id-21273	1.04e-05	-	TCACCATGACGGCAACACGCCTGCAGAGGGAGAAA	V_CTCF_BR	2
chr12	2269320	2269470	id-21274	1	+	NA	NONE	5
chr12	2272615	2272765	id-21275	1.48e-06	-	AAGTGTACCCAGGATGTACCCACCAGGGGGTGGTA	V_CTCF_BR	10
chr12	2293417	2293567	id-21276	2.39e-05	+	CTTCTAGGATGCTCCATGGACTGTAGGAGGAGCTC	UpstreamP1_CTCF	32
chr12	2339515	2339665	id-21277	3.65e-07	-	TCGCACTGAGAGTTCCTCGCCGGCAGAGGGCTGAC	V_CTCF_BR	13
chr12	2376931	2377081	id-21278	3.97e-05	-	CAGCATGATTTCCCAAGTATCACCAGGGGGAATAC	UpstreamP1_CTCF	4
chr12	2382600	2382750	id-21279	9.71e-06	-	CCTGCTGGTCCTAACCCAGCAGCCTGGAGGAGCTC	Upstream_CTCF	24
chr12	2391524	2391674	id-21280	1.29e-05	-	CTGCTGTTCCTGTCTCACTCCTGTGAGAGGCTCCC	UpstreamP1_CTCF	27
chr12	2394064	2394214	id-21281	7.8e-08	-	GCTCACTGAAGGGCATCGCCCACCAGAGGGCAGGC	V_CTCF_BR	40
chr12	2395841	2395991	id-21282	5.28e-05	-	AACGCACATTTCCCACTCTCCAGAGGAGGGCTGCT	Upstream_CTCF	6
chr12	2400474	2400624	id-21283	3.22e-09	-	GTGTAGTTCTAAGAAACCACCAGTAGGTGGTGCAG	UpstreamP1_CTCF	40
chr12	2405368	2405518	id-21284	8.64e-05	-	GGAGTTTTAGGTTCCCCTGCCACTAGGGTGAAGAT	Upstream_CTCF	14
chr12	2427089	2427239	id-21285	2.11e-06	-	CCCCGTCTGCCTCTGAGCACCGGCAGAAGGCGCAC	V_CTCF_BR	6
chr12	2442259	2442409	id-21286	1	+	NA	NONE	8
chr12	2463542	2463692	id-21287	1.5e-05	+	GCTGCAGCTATGACTGCAGCCTGTAGGGAAACGCC	Upstream_CTCF	3
chr12	2468235	2468385	id-21288	2.4e-05	+	GTTTAAACAGATACCATTGTCAGCAGGGGTCAGTG	V_CTCF_BR	16
chr12	2469838	2469988	id-21289	8.03e-07	-	ATTGCAATTCTTCAAACAGCCAGTAGAGACAGAAA	Upstream_CTCF	36
chr12	2491681	2491831	id-21290	1	+	NA	NONE	19
chr12	2493845	2493995	id-21291	1	+	NA	NONE	21
chr12	2494364	2494514	id-21292	6.37e-07	-	GTGCAGTACCTGGCTGTGTGCATCTGAGGGGGCCG	UpstreamP1_CTCF	20
chr12	2504654	2504804	id-21293	1.64e-06	-	CTGTAACTACAGCCTCTGGCCACTGGGGGCGCACT	UpstreamP1_CTCF	40
chr12	2566772	2566922	id-21294	2.2e-06	-	CTTGGGACTCCGGACACCAGCCGCAGGGGGCGCAG	Upstream_CTCF	7
chr12	2608261	2608411	id-21295	1	+	NA	NONE	3
chr12	2612774	2612924	id-21296	1.35e-05	-	GAGTGGTGCGCCGGAGCTGGCTCCTGGGGGCTGAG	UpstreamP1_CTCF	0
chr12	2657393	2657543	id-21297	2.6e-06	-	CTACTAGGCTCTGGGAGCACCACAGGAGGGCAGTG	V_CTCF_BR	14
chr12	2692295	2692445	id-21298	1.26e-07	-	AGTGGCCGCACACGCCGCAACGCCAGGGGGCGCCG	V_CTCF_BR	40
chr12	2697633	2697783	id-21299	3.4e-06	-	AGGGTAATTGAAGCTGCAGCCAGCAGAGTGCACTC	Upstream_CTCF	17
chr12	2733790	2733940	id-21300	2.97e-06	-	AGAGAGGGGGTGACACTGGCCACCACGGGGCGCTG	V_CTCF_BR	38
chr12	2749623	2749773	id-21301	1.64e-05	+	TACAGGGAACAGAAGGCAAACGCCAGGAGGCGCAG	V_CTCF_BR	28
chr12	2750069	2750219	id-21302	1	+	NA	NONE	9
chr12	2750450	2750600	id-21303	8.81e-07	+	AGCTGACCGGAACTCCCGGTCAGTAGGGGGCTCCA	V_CTCF_BR	37
chr12	2762097	2762247	id-21304	7.9e-07	-	CTTCAGCCGTGGCCACCGGTCACTAGAGGGTGCCG	UpstreamP1_CTCF	13
chr12	2783724	2783874	id-21305	1.96e-08	-	GTCCAGGGAGCACTCACCACCTGCAGGGGGCACCA	V_CTCF_BR	35
chr12	2791786	2791936	id-21306	5.34e-06	-	TCCCACACTTGGGTCAGCCTCAGCAGAGGGCAGCA	V_CTCF_BR	38
chr12	2792189	2792339	id-21307	8.16e-07	+	CTGCTTATAATGAAGCTGCCCAGAAGAGGGCACTG	V_CTCF_BR	37
chr12	2800290	2800440	id-21308	1.67e-07	+	GCAGGGTCTACGTCAGCAGCCTGTAGTGGGCGCTG	V_CTCF_BR	21
chr12	2802571	2802721	id-21309	5.55e-07	+	GTTGCTCTACCCAACAAGGACAGCAGGGGCTCGAG	Upstream_CTCF	27
chr12	2842874	2843024	id-21310	4.21e-05	+	ATTCCTAATGATTCATGGGCCAGCAGGTGGGGCTG	V_CTCF_BR	21
chr12	2849102	2849252	id-21311	1.19e-06	+	CTGCTTATAATAAAGCTGCCCAGAAGAGGGCACTG	V_CTCF_BR	36
chr12	2860999	2861149	id-21312	4.34e-05	-	GAAGCTTTCTCTGCTCTGACCAGAGGGGGCACCTT	Upstream_CTCF	11
chr12	2861848	2861998	id-21313	3.63e-06	+	TTGGGCTGTATGAGCCCGGCCGCCAGGAGGCTGGG	V_CTCF_BR	23
chr12	2893278	2893428	id-21314	1.26e-07	-	AGGACAATGCTTCACATTGCCAGGAGAGGGCAGCA	V_CTCF_BR	40
chr12	2905575	2905725	id-21315	7.12e-06	+	TTGGAGGGTAACCACACACCTACCAGGTGGCGCTA	UpstreamP1_CTCF	35
chr12	2907316	2907466	id-21316	4.7e-06	+	AATATTGGTGCTCTAGAGACCAGAAGAGGGAGCAG	V_CTCF_BR	37
chr12	2922863	2923013	id-21317	9.25e-06	-	AGATACCTTCTGCATCACAGCACTAGGGGGCGGTG	V_CTCF_BR	40
chr12	2930360	2930510	id-21318	1.22e-07	-	GTGCAGCACCACGTCTCGGGCAGCTGGGGTCTCCC	UpstreamP1_CTCF	1
chr12	2944119	2944269	id-21319	4.51e-05	+	TCTCCAATTTCCCGAGATTGCTGTAGAGGGAGTGA	Upstream_CTCF	23
chr12	2955184	2955334	id-21320	1.64e-05	+	AGACCCCCATGGCCTGCTGGAGCTAGGGGGCGCCA	V_CTCF_BR	39
chr12	2962889	2963039	id-21321	7.07e-08	+	CCGTGAGTTCCCAGGGTGGCCGGGAGGGGGAGCTG	V_CTCF_BR	40
chr12	2968363	2968513	id-21322	1.09e-06	+	GAGCAGCTCCGGCTCATCCACACAGGGAGGCAGTA	UpstreamP1_CTCF	1
chr12	2986357	2986507	id-21323	4.71e-06	-	TCCGCCTTACCAGCCCGGGCCGGACGGGGCCGCAG	Upstream_CTCF	28
chr12	2987249	2987399	id-21324	6.19e-06	+	CTGCACTCCAGCCTGGGCGACAGAGGGAGACACCG	UpstreamP1_CTCF	15
chr12	2994527	2994677	id-21325	4.7e-10	+	GCTGCTGTTCCACCAACAACCACTGGAGGGCCCCA	Upstream_CTCF	40
chr12	2999747	2999897	id-21326	9.66e-05	-	TCTGGAGCGCCTCGCGGGGCCGGTACTGAGCGGGA	Upstream_CTCF	30
chr12	3053885	3054035	id-21327	9.62e-08	-	CTGCAACATGCATTCCTGGACAGTGGGTGGCGCCA	UpstreamP1_CTCF	40
chr12	3067309	3067459	id-21328	1.92e-05	+	ATGCACTTCCCTATCCCAGGCACCAGGCTGGATCT	UpstreamP1_CTCF	14
chr12	3069206	3069356	id-21329	2.19e-05	-	CTCGCTCTTCCCAGTCTCGTCCCGGGAGGGAGCTC	Upstream_CTCF	11
chr12	3109827	3109977	id-21330	7.62e-07	-	AGTGCTTTGCCCAGATCCTCCACCAGGGTCCCCCA	Upstream_CTCF	38
chr12	3112938	3113088	id-21331	2.83e-07	+	CCCCAGCCTGTGTTCTCAGCCACCAGAGGGAGAAG	V_CTCF_BR	12
chr12	3113964	3114114	id-21332	1.08e-05	+	CTGCGTTGACCTCTAGAGCACCCCTGGTGGCAGGA	UpstreamP1_CTCF	40
chr12	3128563	3128713	id-21333	2.06e-07	-	ACTGCAGTAACAAGGCCGGCCAAGTGGGGCAGCCG	Upstream_CTCF	0
chr12	3130968	3131118	id-21334	1	+	NA	NONE	0
chr12	3143431	3143581	id-21335	1.57e-08	-	GCGGCTGTTCACCCTCTCACCTCCGGGTGGCACCA	Upstream_CTCF	40
chr12	3145539	3145689	id-21336	2.58e-07	-	CAAGCAATTCTACTACTGGCCATGAGGGGACACTC	Upstream_CTCF	40
chr12	3150830	3150980	id-21337	7.8e-08	-	GGAAGATGACCCCAAAGAGCCACTAGGTGGCAGCA	V_CTCF_BR	40
chr12	3182682	3182832	id-21338	4.66e-08	+	CCGGCAGCGTGCACTTTCGCCACTAGGTGTCGCAA	Upstream_CTCF	40
chr12	3216442	3216592	id-21339	2.43e-06	+	CTGAGGTCTGCCAGGCGGCACTGCAGGGGGCGGGA	V_CTCF_BR	14
chr12	3225760	3225910	id-21340	9.25e-06	-	TGAAAACCTGAGCTGTGCAGCAGCAGGGGGCAGTT	V_CTCF_BR	7
chr12	3232148	3232298	id-21341	4.03e-06	-	ATGCAGGAAGCCTCAAGCTCCACCAGGGCTCCCTG	UpstreamP1_CTCF	29
chr12	3241975	3242125	id-21342	1.59e-06	-	GGGAGGAGCTCTGTGGCGGCCTCAGGGTGGCGCCT	V_CTCF_BR	6
chr12	3244736	3244886	id-21343	1.21e-09	+	CTGTTCTTACTGATGTTGACCACTAGATGGCAGCA	UpstreamP1_CTCF	40
chr12	3251084	3251234	id-21344	2.55e-06	+	CTGGCGCTTTCCCATGTGGCCAGCAGGTGCATAGC	Upstream_CTCF	22
chr12	3274221	3274371	id-21345	7.49e-05	+	ATCTGTATTTGGTCCAGAGACAGGTGGTGGAGCTA	V_CTCF_BR	8
chr12	3308898	3309048	id-21346	2.27e-05	-	GGCGCACAGGGAGAAGGGACCGCAGGGAGGCGCGA	V_CTCF_BR	14
chr12	3311369	3311519	id-21347	3.06e-08	-	GGCAGTGGGCAGCTGACAGCCTCCAGAGGGCAGGA	V_CTCF_BR	22
chr12	3312254	3312404	id-21348	3.68e-10	-	GCAGTTATACCAACTCCGGCCAGCAGGTGGCAGGG	Upstream_CTCF	40
chr12	3313483	3313633	id-21349	1	+	NA	NONE	4
chr12	3317126	3317276	id-21350	2.41e-08	+	CTGTAGGGCCGTGCTGAGGCCTGCAGGAGGTGCTG	UpstreamP1_CTCF	36
chr12	3323718	3323868	id-21351	8.58e-06	+	AAGTCGTTTCTGGGCCTGGGCAGGAGATGGGGCCA	UpstreamP1_CTCF	5
chr12	3327539	3327689	id-21352	5.34e-06	+	CAGGAGGAGACCTTTGGGGCCTGCAGTGGCCAGAC	V_CTCF_BR	13
chr12	3336433	3336583	id-21353	3.4e-06	+	GCAGCCTGGGCCATTTTGCCCTGCTGGGGGCAGGC	V_CTCF_BR	11
chr12	3351619	3351769	id-21354	2.68e-05	-	AGGGGAAAGAAACACCTGGCCACCAGGGGACCCAG	Upstream_CTCF	17
chr12	3351967	3352117	id-21355	1.82e-07	-	CGTGTGAGGTGTGGTGCAGCCACCAGAGGGAAACA	V_CTCF_BR	14
chr12	3352983	3353133	id-21356	1.28e-06	-	GCAGCAGAACCCCAGGATGACTGCAGGGGGTAGTA	Upstream_CTCF	3
chr12	3359687	3359837	id-21357	1	+	NA	NONE	2
chr12	3371235	3371385	id-21358	4.3e-06	-	GGAGCAGTGCCACTGCCATCCACGTGGCGGCTTTG	Upstream_CTCF	27
chr12	3373604	3373754	id-21359	2.04e-05	+	GTGGCTGGGGACCGGCAGGACGGCAGAGGGAGTAG	V_CTCF_BR	2
chr12	3378911	3379061	id-21360	1	+	NA	NONE	7
chr12	3384717	3384867	id-21361	3.11e-10	-	GGGCTAGCCCCGCCTACGGCCACTAGGTGGCGCTC	V_CTCF_BR	39
chr12	3388443	3388593	id-21362	5.13e-05	-	AGTGAGAGGGAGCTCACTAGCGCCAGAGGCAGCCC	V_CTCF_BR	8
chr12	3403132	3403282	id-21363	5.13e-05	-	CAACCAGTCTCTGGTACCGCCGCTGGGTGGTGCTT	V_CTCF_BR	26
chr12	3409159	3409309	id-21364	5.21e-08	+	ACGGAATGGCTCCAGGCAGCCAGCAGGGGGCGAGC	V_CTCF_BR	40
chr12	3409770	3409920	id-21365	9.57e-10	+	ATGTAGTGCCCAGCATCGGCCGCGAGAGGGAGCTC	UpstreamP1_CTCF	40
chr12	3413034	3413184	id-21366	9.78e-07	+	TTGCATCCGTAGCACTTGAACTGCAGGGGGAGGCA	UpstreamP1_CTCF	27
chr12	3422886	3423036	id-21367	4.23e-06	+	CTGAGCTTCTGTATCCTCGCCAGCAGATGGGGTAA	UpstreamP1_CTCF	40
chr12	3423533	3423683	id-21368	2.6e-06	-	AGGATGGTGCAGCCCTGAGTCTGCAGGGGGCAGAC	V_CTCF_BR	29
chr12	3428910	3429060	id-21369	9.29e-06	-	TGTGCAGGACCCAGCCAGACCACTAGGGCAGGAGA	Upstream_CTCF	29
chr12	3435423	3435573	id-21370	3.31e-06	+	GTGTCCTGCCCTCCTCTTCCCAGTTGGTGACGCTG	UpstreamP1_CTCF	7
chr12	3442895	3443045	id-21371	5.12e-06	-	AGGAACTCACCAGAATTCCCCAGGAGGGGGCGTTG	UpstreamP1_CTCF	22
chr12	3451338	3451488	id-21372	6.39e-08	+	CCTGAGGGGCACCAGCTAGACAGCAGGGGGCAGGC	V_CTCF_BR	40
chr12	3459700	3459850	id-21373	4.14e-06	+	CAGGTGCCTGCATCACCCTACTCCAGGGGGAGCTA	V_CTCF_BR	15
chr12	3480509	3480659	id-21374	1	+	NA	NONE	1
chr12	3518944	3519094	id-21375	2.1e-05	+	CAGTGCCTCATCAGCTTCAGCACCAGGGGGTGTGA	UpstreamP1_CTCF	5
chr12	3566106	3566256	id-21376	5.7e-05	-	TCAGTGGTGGCACAATAGTCCCAGTGGTGGCGCTG	Upstream_CTCF	16
chr12	3577421	3577571	id-21377	3.1e-07	+	CAGCAGCCATTCCCATCGGCCAGGAGGAGGAGATG	UpstreamP1_CTCF	7
chr12	3592401	3592551	id-21378	1	+	NA	NONE	10
chr12	3598149	3598299	id-21379	1	+	NA	NONE	3
chr12	3606232	3606382	id-21380	5.34e-06	+	CACCTTGGAGTCTACTCTGCCAGCAGGGGGAAAAT	V_CTCF_BR	23
chr12	3632397	3632547	id-21381	1	+	NA	NONE	11
chr12	3643338	3643488	id-21382	1	+	NA	NONE	11
chr12	3654767	3654917	id-21383	1	+	NA	NONE	3
chr12	3663538	3663688	id-21384	1.37e-05	-	GGCGCAGTAGGACAGGATGCCTACAGGGGGCTAGT	Upstream_CTCF	12
chr12	3737859	3738009	id-21385	6.21e-06	+	CCCGCAACCTTCAGAAAGGCCTCTGGAGGGCTCAG	Upstream_CTCF	14
chr12	3744293	3744443	id-21386	1	+	NA	NONE	2
chr12	3764808	3764958	id-21387	1.38e-07	+	ACAGCCATATAGACACTGCCCTGCAGAGGGCACCA	Upstream_CTCF	40
chr12	3767641	3767791	id-21388	1.82e-07	+	GCCTGGAAATGCTGACAAGCCTCCAGAGGGCGCTA	V_CTCF_BR	39
chr12	3776767	3776917	id-21389	2.33e-07	-	CTGCAGCTGCCTGAAGAAGGTGGCAGAGGGCAGTG	UpstreamP1_CTCF	29
chr12	3790555	3790705	id-21390	2.72e-06	-	TTGCACATCGGGCAGAAGGCCAGAAGGGAGCAGCA	UpstreamP1_CTCF	29
chr12	3853728	3853878	id-21391	2.01e-05	+	TCTGTACAAAGTACTTAGCCCACAGGAGGGCAGTC	Upstream_CTCF	15
chr12	3859836	3859986	id-21392	1	+	NA	NONE	7
chr12	3862255	3862405	id-21393	1.04e-07	-	GCGCGCACGTCCCGGAGGGCGTCCAGGGGGCGCCG	V_CTCF_BR	38
chr12	3886487	3886637	id-21394	3.86e-05	-	CCATTCCTGCACCTTTCTACCTCTAGATGGGGCTC	Upstream_CTCF	39
chr12	3906946	3907096	id-21395	4.59e-07	-	ATGCCATGCCCTTGCAGGGCCACATGGGGGAAGTA	UpstreamP1_CTCF	33
chr12	3913153	3913303	id-21396	1.48e-06	-	CTGCGTGTGAGAACAGCAGACGCTAGGTGGCAGCA	V_CTCF_BR	40
chr12	3942939	3943089	id-21397	7.84e-05	+	GGTATATGTACCCAAAAGACAGGCAGAGGGCTCCC	V_CTCF_BR	4
chr12	3946389	3946539	id-21398	4.65e-05	-	TAGGCCTGCCTCCTTTTAAGCACTAGATGGTGCCT	V_CTCF_BR	10
chr12	3992455	3992605	id-21399	1	+	NA	NONE	39
chr12	3994777	3994927	id-21400	1.04e-05	+	GAAAATATGCTCATTTCTAACACAAGATGGCGCTG	V_CTCF_BR	40
chr12	4010383	4010533	id-21401	9.81e-06	+	AGGACCTTTCCATAGCACAACTCTAGGGGGCACCA	V_CTCF_BR	7
chr12	4071913	4072063	id-21402	4.41e-06	-	CCAGCCCAGACATGAGCCGCCTCTAGGAGGAAGCA	V_CTCF_BR	10
chr12	4073701	4073851	id-21403	4.68e-07	+	CGCTTGGGCGCCATTTTGACCACTAGAGGTCAGTG	V_CTCF_BR	39
chr12	4105080	4105230	id-21404	2.18e-07	+	TGGAAAGATGATATTGTTGCCAGTAGAGGGCAGTG	V_CTCF_BR	38
chr12	4124470	4124620	id-21405	1.17e-05	+	GGTCGGGGGACACAATGTGACTCCAGTGGGTGGCC	V_CTCF_BR	2
chr12	4140514	4140664	id-21406	1.18e-05	+	CTGCTCCAATCGCCGGCCGCGCCCGGAGGCCGCGC	UpstreamP1_CTCF	5
chr12	4140930	4141080	id-21407	7.55e-07	-	GAGGCCGGGACCGGGCACAACTCCAGGGGGCACTG	V_CTCF_BR	10
chr12	4146959	4147109	id-21408	2.6e-07	-	CTCCTTGCTACAATTTTGGCCACCAGAGGGCTCCT	V_CTCF_BR	40
chr12	4208570	4208720	id-21409	7.8e-08	-	GGTGGGCCCTGAGGAAGCACCACCAGAGGGAGGAG	V_CTCF_BR	4
chr12	4216657	4216807	id-21410	1.39e-07	+	GGCCAGTAGATATCATCTGCCAGTAGATGGCGGTC	V_CTCF_BR	39
chr12	4222264	4222414	id-21411	2.4e-05	-	CGGCCAGCTGTTTAAGCAGCAGGCAGGGGGAGCTT	V_CTCF_BR	4
chr12	4224946	4225096	id-21412	1.38e-06	+	GGTCACGAGGCTGGAAAAGCCTCCAGTGGGCAGAA	V_CTCF_BR	19
chr12	4226611	4226761	id-21413	1	+	NA	NONE	2
chr12	4252015	4252165	id-21414	2.97e-06	-	TGCTCCACCCCACCCAGGTCCTCCAGGTGGAGCTT	V_CTCF_BR	3
chr12	4253146	4253296	id-21415	1	+	NA	NONE	16
chr12	4337600	4337750	id-21416	1.84e-06	-	AGCTTGCTCCCCAGTCCATGCTCCAGGGGGCGGCA	V_CTCF_BR	8
chr12	4378603	4378753	id-21417	1.03e-06	+	CGGCCCCCTCCCGGGGGCGCCTGGAGGGGGAGAAG	V_CTCF_BR	19
chr12	4386210	4386360	id-21418	6.46e-07	-	CCAACCTTGTGCATGTCTTCCACTAGATGGCAGCA	V_CTCF_BR	40
chr12	4392090	4392240	id-21419	2e-06	-	ATGGCTTTGCTTCTGTTCACCAATAGGGGGAGAGA	Upstream_CTCF	20
chr12	4392428	4392578	id-21420	2.37e-05	-	TCGGAAGTGGGAGAAGAGCCCCAAAGGTGGCGCTC	Upstream_CTCF	4
chr12	4394980	4395130	id-21421	1	+	NA	NONE	0
chr12	4395593	4395743	id-21422	2.6e-06	+	CTCGTCTTCTGTGTAGCGGGCAACAGAGGGCAGCA	V_CTCF_BR	5
chr12	4417079	4417229	id-21423	7.61e-08	+	GCAGTTCTTCCTGCGAAGTCCACTAGGTGGTACTA	Upstream_CTCF	40
chr12	4438080	4438230	id-21424	1.93e-05	+	CTTCCTATTCTTCCCCCAACCAATAGGTGGCCACA	Upstream_CTCF	30
chr12	4463039	4463189	id-21425	3.79e-08	+	GTGAGGTTGCCTCTTCTTTCCACCAGATGGCACTG	UpstreamP1_CTCF	40
chr12	4465215	4465365	id-21426	1.41e-06	+	CTTGCAATGTGGAGAGCAGGCTGTAGGGGGTGCTA	Upstream_CTCF	40
chr12	4492556	4492706	id-21427	2.53e-05	+	TGTCGGTTCCTGTCCTTTGCACCTAGAGGGCACTC	V_CTCF_BR	13
chr12	4530774	4530924	id-21428	8.16e-07	+	ATTATTATTAAGGAAATAGCCACAAGGGGGCAGTA	V_CTCF_BR	40
chr12	4636247	4636397	id-21429	4.11e-07	-	TGGCAATGATACCTTTTATCCACTAGAGGGAACAT	UpstreamP1_CTCF	36
chr12	4688635	4688785	id-21430	8.91e-07	-	CATGCAGCCTCCTTGCTTAACTCCAGGGGGAGTGA	Upstream_CTCF	27
chr12	4688999	4689149	id-21431	5.65e-05	+	ACAAAGAGGTCAGAGGAGATCACTGGGTGGCAGCA	V_CTCF_BR	31
chr12	4696430	4696580	id-21432	1	+	NA	NONE	6
chr12	4713911	4714061	id-21433	1.09e-06	+	CTGCACTTCCCTTTCACTGCCAGCGGGGGCGCAGT	UpstreamP1_CTCF	40
chr12	4762479	4762629	id-21434	1	+	NA	NONE	8
chr12	4827074	4827224	id-21435	2.97e-06	-	AGTAATGAGGCAGCCCTCCCCACCAGGTGTCAGTG	V_CTCF_BR	6
chr12	4867380	4867530	id-21436	9.51e-07	-	AGCACCATCCCTGTCATGGCCACTAGATGTCAGAA	V_CTCF_BR	40
chr12	4872887	4873037	id-21437	1	+	NA	NONE	29
chr12	4919078	4919228	id-21438	1	+	NA	NONE	2
chr12	4925281	4925431	id-21439	1	+	NA	NONE	4
chr12	4958282	4958432	id-21440	3.47e-07	+	GTGCATTCCCTAAGAACATGCTGTAGGTGGCGCCA	UpstreamP1_CTCF	40
chr12	4964727	4964877	id-21441	1.72e-06	+	TTCGCATTCTGACTACTCTCCACTAGAGGGAGACA	Upstream_CTCF	40
chr12	4966986	4967136	id-21442	4.7e-08	+	TCGGCGCTATGAGCTTCTGCCACTAGGGGGAACCA	V_CTCF_BR	40
chr12	4967698	4967848	id-21443	1	+	NA	NONE	14
chr12	4976683	4976833	id-21444	1	+	NA	NONE	6
chr12	5008658	5008808	id-21445	4.48e-07	+	AATGCAAGACAATCAATGGCCAGTTGGTGGCTACG	Upstream_CTCF	27
chr12	5018086	5018236	id-21446	1	+	NA	NONE	25
chr12	5018735	5018885	id-21447	1.31e-05	+	TCCCGGGGAAGGTCGCGAGCCGCTAGGGGCCGTTC	V_CTCF_BR	6
chr12	5020882	5021032	id-21448	6.84e-06	-	TGGCGCTGGTACTCCTTCTCGGGCAGAGGGCGCTC	V_CTCF_BR	1
chr12	5046817	5046967	id-21449	1.11e-05	+	ATTGCTATTTGGAAAACAGACTGCAGAGGGCCAAG	Upstream_CTCF	14
chr12	5048917	5049067	id-21450	5.35e-09	+	GTGCAGTGGTCAGGCATGGACACGAGAGGGCATTC	UpstreamP1_CTCF	18
chr12	5066281	5066431	id-21451	7.84e-05	-	CGAAGACCAGGCTTTGGGGACACTAGGCGGCAGTG	V_CTCF_BR	5
chr12	5084921	5085071	id-21452	2.6e-05	+	GTGCTGCGGCACATAGTGGTCAGAAGTAGGAAACT	UpstreamP1_CTCF	16
chr12	5109447	5109597	id-21453	1.92e-06	+	CTGCTTCTCTGGAACACAGCTCCTAGGTGGCAGTA	UpstreamP1_CTCF	24
chr12	5112296	5112446	id-21454	4.38e-08	-	AATGCCTTTCCCTCTCTCGCCACTAGAGGACAGAG	Upstream_CTCF	40
chr12	5131729	5131879	id-21455	2.47e-07	+	TGGAACTTCCCCTTCCTGCCCAGCAGATGGCGAGC	UpstreamP1_CTCF	40
chr12	5180824	5180974	id-21456	6.49e-06	+	GAGGCTATTTTACACTTTGCCAATAGGGGGTTATC	Upstream_CTCF	11
chr12	5182351	5182501	id-21457	1	+	NA	NONE	34
chr12	5183150	5183300	id-21458	1.15e-07	+	GGGGAGCCCTGCAACATTTCCACCAGATGGCAGTA	V_CTCF_BR	39
chr12	5193523	5193673	id-21459	9.71e-06	-	GTTGCGATATGGCATTTAACCATCAGGTGTCACCC	Upstream_CTCF	40
chr12	5205559	5205709	id-21460	1.73e-05	+	GCCTTTGCTGGTAAAATGAGCACTTGGTGGCAGCA	V_CTCF_BR	25
chr12	5208455	5208605	id-21461	3.88e-06	+	TGCTCCGCACAAGGGGGCGACAGCGGAGGGCTGCG	V_CTCF_BR	0
chr12	5244354	5244504	id-21462	8.33e-05	+	TCTATGATTCTCTGCTTCTACACTAGATGGCAACT	Upstream_CTCF	4
chr12	5263392	5263542	id-21463	6.46e-07	-	TAGTTCTGCAGATGCACAGCCAGGAGAGGGCTCTG	V_CTCF_BR	6
chr12	5281030	5281180	id-21464	9.78e-07	+	TTTTACTTTTGCATGTTTCCCAGAAGGGGGCAGCA	UpstreamP1_CTCF	40
chr12	5293467	5293617	id-21465	4.1e-06	-	GGAGCCATTCCTGTTACCGTCAGCAGAGGCAGACT	Upstream_CTCF	6
chr12	5309807	5309957	id-21466	6.84e-06	-	CCCGACCCCGTGGTCTGTGCCAGGTGGAGGCAGCG	V_CTCF_BR	40
chr12	5322392	5322542	id-21467	2.6e-06	+	CAAAACCTTGTTGGGACGGCCAGCAGAGGGCTTGG	V_CTCF_BR	4
chr12	5537619	5537769	id-21468	6.19e-06	-	TTGCAAGTTGCATCTTCTGCTGCTGGAGGGCGCTG	UpstreamP1_CTCF	32
chr12	5538025	5538175	id-21469	8.9e-05	+	TTTCTGTTCAGTGTTCCAACCACAGAGTGGTGCTA	UpstreamP1_CTCF	39
chr12	5542618	5542768	id-21470	1.1e-05	+	CTCCGCGGGAGTGGGTGCGCGTCCAGGAGGCGCTG	V_CTCF_BR	16
chr12	5548641	5548791	id-21471	7.49e-07	-	CAGATCTGACACATGCTTGCCAGCAGGTGGCTAGA	UpstreamP1_CTCF	22
chr12	5551687	5551837	id-21472	4.68e-07	-	GGACTCAGGACAGAAGTGGACAGTAGATGGCAGTC	V_CTCF_BR	40
chr12	5582381	5582531	id-21473	1	+	NA	NONE	1
chr12	5602320	5602470	id-21474	2.62e-07	+	CTGTAATTCCACCAGGACGCCACCGGAGTCCGGTG	UpstreamP1_CTCF	21
chr12	5620797	5620947	id-21475	2.97e-06	-	GGCCAAACCTTGCAAGCTTCCACGTGGGGGCGCAG	V_CTCF_BR	37
chr12	5665322	5665472	id-21476	1.03e-06	-	GTATCTGATCCGCTCTGCTACAGCAGAGGGCGCCA	V_CTCF_BR	37
chr12	5675252	5675402	id-21477	1	+	NA	NONE	12
chr12	5690438	5690588	id-21478	1	+	NA	NONE	3
chr12	5732750	5732900	id-21479	1.17e-05	-	GCTTTTCCAAGATTCAGAGCCTGCAGCTGGCGTCC	V_CTCF_BR	1
chr12	5758028	5758178	id-21480	1	+	NA	NONE	40
chr12	5799054	5799204	id-21481	4.02e-07	-	ACTGCTGCTCTCACACTGCCCACATGGGGCAGTCA	Upstream_CTCF	14
chr12	5854544	5854694	id-21482	2.6e-06	+	CTGTTTCCAACAGAAAGAAGCAGCAGAGGGCGCTA	V_CTCF_BR	40
chr12	5882823	5882973	id-21483	5.12e-06	-	GTGCCTCTTTCTCATTCCTGCTGTAGGGGGCGGTG	UpstreamP1_CTCF	16
chr12	5905762	5905912	id-21484	4.11e-08	-	GCTGCAGTGTCGTTCGTGCCCAGCAGGCTGCACTG	Upstream_CTCF	38
chr12	5950172	5950322	id-21485	8.89e-06	+	AGTTCACCCACTGCTCTCCCCGCCAGGTGGTGCCT	Upstream_CTCF	13
chr12	5982036	5982186	id-21486	8.56e-05	-	ATGTGCACCTGCCACATGTACACCAGGGAGCAGTG	UpstreamP1_CTCF	36
chr12	5998956	5999106	id-21487	7.27e-06	-	CTCACATGAGTCCTCCAGGCCACCAGGAGGTGGTA	V_CTCF_BR	17
chr12	6008163	6008313	id-21488	3.73e-06	-	GGAGTCCTGGCTCAGGTGAACAGCAGGGGGAGTCT	Upstream_CTCF	28
chr12	6013380	6013530	id-21489	5.96e-07	-	AATGGTGGTGTATTGGGCACCAGCAGGTGGAGCAG	V_CTCF_BR	4
chr12	6021362	6021512	id-21490	3.4e-06	-	CTTTATTCTCTCATACTCCCCAGGAGGTGGCACTC	V_CTCF_BR	5
chr12	6022230	6022380	id-21491	1.28e-06	+	GGAGCAACGGGCAGGAAGGCCTCCAGGGGACGCTG	Upstream_CTCF	37
chr12	6075150	6075300	id-21492	9.57e-10	+	CGGCTGTGGCTCCCTCTGAACACCAGAGGGCACTG	UpstreamP1_CTCF	40
chr12	6079230	6079380	id-21493	4.04e-08	-	CTGCAGTGGGAAGATTTGGCCACAGGGAGTCAGGA	UpstreamP1_CTCF	27
chr12	6097846	6097996	id-21494	1.96e-08	+	AGGCTATGCAGCAACGCGGCCGGCAGATGGCACTG	V_CTCF_BR	40
chr12	6124599	6124749	id-21495	1	+	NA	NONE	12
chr12	6147348	6147498	id-21496	1.46e-07	-	TCAGTCATTCTTATAGCAGCCACTAGGTGGTGGGC	Upstream_CTCF	39
chr12	6149292	6149442	id-21497	1.43e-05	-	AGAATATTACCTGCTACCACCACTAGGTGACAGCA	Upstream_CTCF	39
chr12	6159254	6159404	id-21498	3.63e-05	+	AGCCATCACTTGCCCTCTACCTCCAGAGGGCCCTC	V_CTCF_BR	7
chr12	6162764	6162914	id-21499	1.03e-06	+	GGGTTCACGCCCAGGTCCACCACTAGCTGGCTGTG	V_CTCF_BR	16
chr12	6165646	6165796	id-21500	6.98e-07	+	GACCTTCTGTGCTGAACGAACACTAGGTGGCAGCG	V_CTCF_BR	37
chr12	6167092	6167242	id-21501	1	+	NA	NONE	6
chr12	6172408	6172558	id-21502	1.76e-09	+	CCTGCCATTCCCCCTACTGCCACAGGAGGGAGGCA	Upstream_CTCF	40
chr12	6176858	6177008	id-21503	1.84e-06	+	CTGACGAACAGCGGGCCCACCACTAGATGGAGATG	V_CTCF_BR	40
chr12	6181772	6181922	id-21504	1	+	NA	NONE	29
chr12	6184582	6184732	id-21505	2.83e-07	+	GCCACAAAAGGCTCGGGGTCCACCAGAGGGTGGCA	V_CTCF_BR	7
chr12	6193453	6193603	id-21506	2.43e-06	-	CCCGCAGCTCCTGGCACGGCCGACAGGAGTTGAAA	Upstream_CTCF	17
chr12	6193665	6193815	id-21507	1.18e-05	+	AAGCACATCTCAGTGGCAGGCAGCAGGAGGAGAGA	UpstreamP1_CTCF	6
chr12	6202251	6202401	id-21508	4.88e-05	+	GTTGCTCTCTGGATAAGGGCAGGAAGGTGGTGCTG	Upstream_CTCF	13
chr12	6202470	6202620	id-21509	2.6e-06	+	GGCAGCCCACATCCAGTGACCAACAGGGGCCACTC	V_CTCF_BR	25
chr12	6281064	6281214	id-21510	1.18e-05	-	GGGCAATGCTGGCCTGGCCACTCTGGATGGCCGTA	UpstreamP1_CTCF	1
chr12	6288675	6288825	id-21511	1	+	NA	NONE	29
chr12	6291376	6291526	id-21512	1	+	NA	NONE	4
chr12	6297239	6297389	id-21513	9.71e-06	+	TGTGCACACACACACTGGCCCTCTAGGGGGACCTT	Upstream_CTCF	13
chr12	6303014	6303164	id-21514	1.28e-06	-	CCCCCTGATGCCCTGCCATCCGCAAGGGGGCTGCA	V_CTCF_BR	12
chr12	6304941	6305091	id-21515	7.61e-08	+	TCTGCGTGTTCAAATCTTACCACCAGGGGGGGCAC	Upstream_CTCF	40
chr12	6310441	6310591	id-21516	1.83e-05	+	GGGCAGATACCTATCTGCGCCTCTAGTGGGATGAG	V_CTCF_BR	14
chr12	6313732	6313882	id-21517	7.44e-05	+	TCCTGGGTTCCATGTCTCATCACCAGATGGGGCTG	Upstream_CTCF	28
chr12	6342980	6343130	id-21518	9.81e-06	-	GGCTTGGGGGCAGCACTTGGCTCATGGGGGCAGCA	V_CTCF_BR	22
chr12	6371474	6371624	id-21519	1.69e-05	-	TTGCCCTTCCCAGGACTGGCCAGGTGAGGCCCTCT	UpstreamP1_CTCF	1
chr12	6373198	6373348	id-21520	3.09e-05	+	ACACAGCCCCTCACTGTGGCCAGCATGGGCCGGTG	UpstreamP1_CTCF	5
chr12	6376207	6376357	id-21521	1	+	NA	NONE	10
chr12	6382860	6383010	id-21522	9.49e-08	-	CCCTCTGGGTTCCAGTCAGCCAGCAGGAGGCACCA	V_CTCF_BR	29
chr12	6386210	6386360	id-21523	8.5e-06	-	CTTGCTTGCTCTGCTCCTGCCACCAGAGGACCAAG	Upstream_CTCF	36
chr12	6387975	6388125	id-21524	4.22e-11	-	GCTGCGCTTCCGCGCGTGGCCGCGAGGGGGCGCGG	Upstream_CTCF	39
chr12	6389428	6389578	id-21525	1	+	NA	NONE	21
chr12	6394282	6394432	id-21526	3.47e-09	-	CAGCAATGATTATGATCTACCACCAGAGGGCACTG	UpstreamP1_CTCF	40
chr12	6397549	6397699	id-21527	1	+	NA	NONE	10
chr12	6420137	6420287	id-21528	1	+	NA	NONE	10
chr12	6422538	6422688	id-21529	2.6e-06	+	CCCACTCAGCTTAGCCTTGCCGGCAGTGGCCGCTG	V_CTCF_BR	11
chr12	6432517	6432667	id-21530	1.83e-05	+	GGTCCCTTTCATAGAGCAATCCCCAGGGGGCAGAC	V_CTCF_BR	40
chr12	6435563	6435713	id-21531	5.68e-06	+	AGGCAGAGGAGTATGTTCAACAGAAGAGGGAGCTC	V_CTCF_BR	39
chr12	6438550	6438700	id-21532	1.48e-06	-	GCGCAATACAGCATGCTGGCGACCTGGAGGCGGCG	UpstreamP1_CTCF	2
chr12	6444903	6445053	id-21533	1	+	NA	NONE	40
chr12	6464834	6464984	id-21534	6.21e-05	+	TAAGTACAGGTGAGTGGCTGAAGCAGAGGGCGCCA	V_CTCF_BR	20
chr12	6472945	6473095	id-21535	2.15e-05	-	TTTACCCTTCACCGCCGGACGGCCAGGAGGCGCCA	V_CTCF_BR	21
chr12	6476923	6477073	id-21536	1.03e-06	-	ATGTAGCTGCACGTTAGGACCACGTGGGGGCTCTT	UpstreamP1_CTCF	38
chr12	6480226	6480376	id-21537	1.03e-06	-	TACCTGCTGAGGGTCGCCACCAGCAGAGGGAGAGG	V_CTCF_BR	36
chr12	6481848	6481998	id-21538	6.84e-06	+	GGGGTGAAGATGTCTGCAGGCAGCAGGGGGAGAAA	V_CTCF_BR	15
chr12	6485307	6485457	id-21539	5.12e-07	-	CAGCAGGAAAGAGGAGGGACCAGGAGGAGGCAGAC	UpstreamP1_CTCF	11
chr12	6485878	6486028	id-21540	1.73e-06	+	CTGCCGCTTCCTCACGGGCCCCACAGGAGGCAGCC	UpstreamP1_CTCF	39
chr12	6493228	6493378	id-21541	1	+	NA	NONE	21
chr12	6493836	6493986	id-21542	2.11e-06	-	GCCCACCTTCCCTCTGAGGCCGCGAGGGGGCTGGA	V_CTCF_BR	7
chr12	6532810	6532960	id-21543	7.8e-08	+	GAGCGAAATCACTATTCTGCCACAAGAGGGCACCC	V_CTCF_BR	40
chr12	6540851	6541001	id-21544	1	+	NA	NONE	16
chr12	6574751	6574901	id-21545	2.93e-07	-	TTGCATTACCCAGAATTGGCCACCAGGGTAGGCTA	UpstreamP1_CTCF	40
chr12	6579742	6579892	id-21546	1	+	NA	NONE	12
chr12	6602885	6603035	id-21547	9.62e-05	-	CCGCAAGGTCCCCCTTTGCCCAGTCGGCGGGGAGG	UpstreamP1_CTCF	37
chr12	6603675	6603825	id-21548	1	+	NA	NONE	29
chr12	6637789	6637939	id-21549	1	+	NA	NONE	6
chr12	6647141	6647291	id-21550	3.71e-10	-	GGCCCTTTTTCTGAGCCAGCCACCAGAGGGCGCCA	V_CTCF_BR	40
chr12	6649075	6649225	id-21551	1.01e-05	-	AGGGCTTCTGTCCCTGTCAGCGGCAGAGGGCGTTG	Upstream_CTCF	6
chr12	6649463	6649613	id-21552	1	+	NA	NONE	6
chr12	6663353	6663503	id-21553	2.62e-07	+	AGGTAGTTCCCAGGCCCGCCCACAAGGGGTCATAA	UpstreamP1_CTCF	40
chr12	6665131	6665281	id-21554	1.73e-08	-	CTGCACCGGTCTGCATCTCCCAGCAGAAGGCGCAG	UpstreamP1_CTCF	34
chr12	6667304	6667454	id-21555	1.19e-06	-	GCATCTTGTTACTTCCTGTCCTCAAGAGGGCGCAG	V_CTCF_BR	40
chr12	6672725	6672875	id-21556	8.61e-08	+	GATATCCTGCTCCATCTCCCCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr12	6679549	6679699	id-21557	1.52e-07	+	GAAGGCCAGCCCGCCAGCTCCTGCAGATGGCGCCA	V_CTCF_BR	40
chr12	6691477	6691627	id-21558	2.64e-08	-	CGTGCAGTGGTGGGCTTTACCTCAAGGTGGAGCCA	Upstream_CTCF	38
chr12	6714729	6714879	id-21559	1	+	NA	NONE	16
chr12	6715044	6715194	id-21560	1.85e-05	+	CCACCACCACCACCACAAGCCTCCAGGGGTCCCAG	Upstream_CTCF	8
chr12	6722309	6722459	id-21561	1	+	NA	NONE	14
chr12	6722926	6723076	id-21562	1.95e-07	-	CTGGCAAGGCCTTCGGTGGCCAGAGGGGGGAGCAG	Upstream_CTCF	15
chr12	6723480	6723630	id-21563	1.97e-06	+	GCCTAGTGGGGAGAGAGTGCCCCCAGAGGGCAACA	V_CTCF_BR	35
chr12	6724083	6724233	id-21564	6.46e-07	+	TCCCCGTTTCTTCCATGGGACTCCAGGTGGCAGCC	V_CTCF_BR	34
chr12	6726985	6727135	id-21565	1.85e-07	+	GGTCAGTTCTCTGATTTGGCCACCAGGGGTCATTT	UpstreamP1_CTCF	40
chr12	6729634	6729784	id-21566	3.65e-07	+	AGGAAGATGACGAGGTTAGCCAGCAGGAGGCGCAC	V_CTCF_BR	32
chr12	6742902	6743052	id-21567	5.28e-05	+	TAGGTATGTCCTGGGGTATGCACTGGGGGCAGCAG	Upstream_CTCF	7
chr12	6754202	6754352	id-21568	7.73e-06	-	AAATGGGAAGCATGTTGGGCGGGAAGGGGGCGCCA	V_CTCF_BR	32
chr12	6761675	6761825	id-21569	1.1e-05	+	TGGCGCAGACATATAGAAAGCGGCAGGGGGCGGTG	V_CTCF_BR	2
chr12	6776788	6776938	id-21570	7.73e-06	+	GGACTACTTCTTCCTCTTCCCAGTGGGTGGCAGCA	V_CTCF_BR	37
chr12	6793930	6794080	id-21571	5.34e-06	-	CAGAACGCCCTGTTACACAACTCTAGGGGGCGCCA	V_CTCF_BR	40
chr12	6798805	6798955	id-21572	2.47e-05	+	GCGGAAGTGAAGGCGGGTTCCGCTAGGGGCAAAAG	Upstream_CTCF	34
chr12	6807117	6807267	id-21573	3.18e-06	-	AGGATGTGGTAAGTTTGGCCCAGCAGAGGGAGCCT	V_CTCF_BR	40
chr12	6812999	6813149	id-21574	1.13e-05	-	GTGCCTTGTCTTTCCCCCACCACTGGGAGACACTA	UpstreamP1_CTCF	13
chr12	6833162	6833312	id-21575	9.41e-05	+	AGTGGCCAGAGCGACTCTTCAGGGAGGTGGCAGGA	V_CTCF_BR	7
chr12	6844959	6845109	id-21576	1.15e-07	+	ACTGTCCAGGTCTGACTGGCCACTGGGTGGCACCC	V_CTCF_BR	40
chr12	6861442	6861592	id-21577	4.14e-06	+	GCGGAACATCCTGATCTCAGCTCCAGGGGGCTCCA	V_CTCF_BR	38
chr12	6862866	6863016	id-21578	5.01e-09	+	ATCCAGGTTGGGGGGTTGGCCGCCAGATGGCGCTC	V_CTCF_BR	40
chr12	6876032	6876182	id-21579	8.81e-07	-	CGCCGTGGTGCGCGCAGGGCAGCTAGAGGGCGCTG	V_CTCF_BR	40
chr12	6888189	6888339	id-21580	2.2e-07	-	GGGGTGTGACAAGCAGTGACCACTGGGTGGCAGTG	UpstreamP1_CTCF	40
chr12	6934862	6935012	id-21581	5.77e-08	-	AGGGTGGTGCAGATTCTGTCCAGTAGGGGGCACTC	V_CTCF_BR	40
chr12	6937710	6937860	id-21582	5.38e-05	+	CTTGGGCGCCGGCCGTGGCGCTGCTGCGGGAGGCG	V_CTCF_BR	16
chr12	6938779	6938929	id-21583	6.21e-05	-	CACCGCCCGAACTGCAGATCCCCTAGAGGCCAGAA	V_CTCF_BR	34
chr12	6944962	6945112	id-21584	3.65e-07	-	CACTGCATTCTACAGACTGCCACTAGAGGGCTCTA	V_CTCF_BR	40
chr12	6952781	6952931	id-21585	1.56e-06	-	CCAGCAATGTTCAGCCTCACCACGTGGTGTCCCCC	Upstream_CTCF	12
chr12	6977970	6978120	id-21586	1.71e-06	-	CCGGGCGAAGTCGATATAGGCAGTAGGGGGAGCAC	V_CTCF_BR	38
chr12	6978681	6978831	id-21587	1.12e-09	+	CCTGGAAATCCCCCAATGTCCACTAGGGGGCAGTA	Upstream_CTCF	40
chr12	6980873	6981023	id-21588	5.28e-05	-	ACTTCCTTCCTCAGCCACACCTCTGGATGGAGACA	Upstream_CTCF	5
chr12	6981630	6981780	id-21589	9.84e-06	-	TCGCCCCGCTGCAGACTGACCACTACGCGGCGCTG	UpstreamP1_CTCF	40
chr12	7000382	7000532	id-21590	5.3e-05	-	GAGCCCGAGACGCGTGCGGCCGCTGTGGGGCGCGC	UpstreamP1_CTCF	38
chr12	7028815	7028965	id-21591	1.82e-07	+	CCCGATACATCACTGGGGACCAGCTGGGGGCACTC	V_CTCF_BR	18
chr12	7033530	7033680	id-21592	1.41e-06	+	TTGCACATGGGAGATCTAACCACTAGAGGGAGTCA	UpstreamP1_CTCF	40
chr12	7046006	7046156	id-21593	6.9e-05	-	GCTGTAGGACACCTGGCTGTGAGGTGGGGGCAGGT	Upstream_CTCF	4
chr12	7047278	7047428	id-21594	9.38e-09	-	CTGCAGTGGTACCTCCCCTCCGACAGGTGGCGACG	UpstreamP1_CTCF	39
chr12	7053849	7053999	id-21595	1.41e-06	+	GCGGTTGTCCCCTTTCTCGCCACACGGCGGCAGCC	Upstream_CTCF	40
chr12	7058411	7058561	id-21596	5.7e-05	-	GAGGCAACATGGGTCAGGGCAAAGAGGTGGCACGC	Upstream_CTCF	24
chr12	7059585	7059735	id-21597	5.89e-08	-	CTGCCCTGCCCCAGCACTCCCACCAGGGGGCCTAT	UpstreamP1_CTCF	36
chr12	7069995	7070145	id-21598	1.55e-05	-	AGGACAGCACCGCTCACTTCCTCTTGAGGGAACCC	V_CTCF_BR	38
chr12	7071017	7071167	id-21599	1.55e-05	+	GGCCAGCCCGGCTGCGTCCCCTCTGGCGGGAACAG	V_CTCF_BR	14
chr12	7071259	7071409	id-21600	5.51e-07	-	CTGTGCTGTCTCAGCCTTTCCAGGAGTGGGCGCCA	V_CTCF_BR	39
chr12	7072311	7072461	id-21601	1	+	NA	NONE	7
chr12	7074343	7074493	id-21602	1.08e-08	-	GGGTCTGTCTTTGTGTGTGCCAGCAGGGGGCGCAA	V_CTCF_BR	40
chr12	7087718	7087868	id-21603	1	+	NA	NONE	4
chr12	7126206	7126356	id-21604	1.69e-05	-	AAGAACGGGCCGGGAGGCGCCGTTAGGGGGCGCGC	UpstreamP1_CTCF	40
chr12	7150268	7150418	id-21605	4.43e-05	-	GAAAAACATCTGACAAATTCCAGTAGGGGGCATCC	V_CTCF_BR	40
chr12	7153806	7153956	id-21606	9.78e-07	+	GTGTAATGGCGGGGGCCTCCCACCAGGAGATGACA	UpstreamP1_CTCF	7
chr12	7161430	7161580	id-21607	3.63e-06	-	AGAGAGAAAGGGCAGGTCACCTACAGAGGGAGCCC	V_CTCF_BR	26
chr12	7167847	7167997	id-21608	3.45e-05	+	GGACGCTGTCCTTGTTTCAAAAGCAGAGGGAGCTC	V_CTCF_BR	38
chr12	7168516	7168666	id-21609	1	+	NA	NONE	7
chr12	7185596	7185746	id-21610	1.39e-05	-	CTACCGTTTCCATTTGTAGCCAGGTGGTGGCACAT	V_CTCF_BR	12
chr12	7245136	7245286	id-21611	3.83e-09	-	TAGCCCTTTCCCTCACCGACCAGCAGGTGGCACCA	V_CTCF_BR	40
chr12	7261845	7261995	id-21612	5.61e-08	-	CCCGCTGTTCCTGAGTCAGACGGCAGGTGGCGCTC	Upstream_CTCF	40
chr12	7266005	7266155	id-21613	5.75e-09	-	CTGCCCTTCCCCTTTCAGGACAGAAGGGGGCAGCA	UpstreamP1_CTCF	40
chr12	7283778	7283928	id-21614	1	+	NA	NONE	19
chr12	7294774	7294924	id-21615	1.22e-08	+	CCTGTGACAGCCTCCTAGGCCACCAGGGGGCAGAG	V_CTCF_BR	39
chr12	7297136	7297286	id-21616	6.43e-06	-	CTTAAATCATGTAATTCACCCACTAGATGGCAGTA	V_CTCF_BR	39
chr12	7315330	7315480	id-21617	5.89e-08	-	CTTCCGTTCTCCCAGGAGGCCGCCAGAGGGAGCAC	UpstreamP1_CTCF	40
chr12	7341182	7341332	id-21618	5.77e-08	-	CATGAGCGGAGGCAGGCAGGCAGCAGGTGGCGCCA	V_CTCF_BR	40
chr12	7372359	7372509	id-21619	3.65e-07	+	TTGCCAACTCTGGCACTAAACAGCAGATGGCGCCA	V_CTCF_BR	40
chr12	7472654	7472804	id-21620	2.04e-05	+	GGGACATAGTGGAACTTCTCCAGAAGGAGGAGCTC	V_CTCF_BR	12
chr12	7480632	7480782	id-21621	1	+	NA	NONE	8
chr12	7527260	7527410	id-21622	3.5e-05	+	GCACAGCGGCTGTCCCCATCCACTAGGCGGAGCCG	UpstreamP1_CTCF	40
chr12	7540021	7540171	id-21623	1.73e-05	-	GTCAATTATGAGCAATCCACCACCAGGAGGCAAAC	V_CTCF_BR	6
chr12	7592764	7592914	id-21624	9.31e-05	+	CCGGCCCTCCGCGCAGGCAGCCCTGGAGGCGGCCC	Upstream_CTCF	20
chr12	7613328	7613478	id-21625	1.56e-06	-	TGGTCATGGCAGCCTCTCAGCACTAGGGGGAACCC	UpstreamP1_CTCF	40
chr12	7741447	7741597	id-21626	7.23e-07	+	CTAGGTGTGCAAGAAACCTCCAGCAGGGGGAGTTG	Upstream_CTCF	40
chr12	7770981	7771131	id-21627	1	+	NA	NONE	36
chr12	7781367	7781517	id-21628	1	+	NA	NONE	1
chr12	7791381	7791531	id-21629	8.16e-07	-	CTGAAGAGGATTTCTACTTCCACTAGGTGGCGCTG	V_CTCF_BR	40
chr12	7795565	7795715	id-21630	1.71e-06	+	AATGTGGCAGGATTACTGTCCTCTAGGGGGAGCTC	V_CTCF_BR	38
chr12	7798102	7798252	id-21631	4.04e-08	-	TTGCAATACCGGTTTTCGTCCACTAGATGCCGTTG	UpstreamP1_CTCF	40
chr12	7819894	7820044	id-21632	4.03e-06	-	CAGGAGTTCTAGATTTGAGACACTAGAGGGAGACT	UpstreamP1_CTCF	36
chr12	7830047	7830197	id-21633	1.96e-07	+	TTGCTTTTCCCCATTTAAGTCAGCAGAGGGCAGAA	UpstreamP1_CTCF	39
chr12	7831500	7831650	id-21634	1.37e-05	+	GCTGTAGTCCCAGTCTAGGACTACAGGGCGTGCCA	Upstream_CTCF	2
chr12	7858533	7858683	id-21635	1.64e-06	-	TTGCATTCCTGCAGTGGAAGCCCAAGGGGGCACGA	UpstreamP1_CTCF	1
chr12	7869098	7869248	id-21636	3.11e-05	+	CATCCAGAGTTCATAGTTTACACTAGGGGTCACTC	V_CTCF_BR	11
chr12	7959574	7959724	id-21637	1.56e-06	-	AGCCCAGTGCCACGGTAGACCACTAGAGGGGGGTG	Upstream_CTCF	40
chr12	7984787	7984937	id-21638	1.24e-05	+	TTCATTTGTCCTGAATATCCCAGTAGGTGGCAGCA	V_CTCF_BR	39
chr12	8012630	8012780	id-21639	3.83e-09	+	AGAGCTGGTTAGCAGTTGGCCACCAGGTGGCAGTG	V_CTCF_BR	32
chr12	8025630	8025780	id-21640	8.9e-05	-	CAGCAGCCGCCGGGGCTGGACCGTGCGGTGCGCAG	UpstreamP1_CTCF	8
chr12	8059829	8059979	id-21641	2.43e-06	-	GTCTTTCCCGCCCCCCGCACCGATAGAGGGCAGCA	V_CTCF_BR	39
chr12	8085922	8086072	id-21642	1	+	NA	NONE	40
chr12	8090751	8090901	id-21643	1	+	NA	NONE	36
chr12	8113393	8113543	id-21644	4.31e-05	-	CTTTTACAAAAGCAAGACGCCAGCAGGCGGGGCTA	UpstreamP1_CTCF	40
chr12	8123187	8123337	id-21645	8.98e-06	+	ACGCATTTACCCAAATTGGCCCGAGGGAGGCTGAG	UpstreamP1_CTCF	18
chr12	8147926	8148076	id-21646	3.83e-09	-	AGAGCTGGTTAGCAGTTGGCCACCAGGTGGCAGTG	V_CTCF_BR	35
chr12	8171491	8171641	id-21647	5.3e-05	-	CTGCAGCCGCCAGGGCTGGACCGTGTGGTGCGCAG	UpstreamP1_CTCF	11
chr12	8185555	8185705	id-21648	2.39e-05	-	TGGTAAGGGTCTTTTCTCTCCAACAGGGGGAGAGG	UpstreamP1_CTCF	28
chr12	8198709	8198859	id-21649	5.21e-08	+	TGAGTCATTTGGAGGACGACCACGAGGGGGCAGCA	V_CTCF_BR	40
chr12	8199287	8199437	id-21650	9.06e-08	+	GTGCAGTAGCCCTATGTTGGCAGCAGGGGCTGAAT	UpstreamP1_CTCF	20
chr12	8231092	8231242	id-21651	6.19e-06	-	TCGAACTTATCTTTGCCCACCACCGGGGGGTAGTA	UpstreamP1_CTCF	40
chr12	8261520	8261670	id-21652	1.38e-07	+	GCTGCATATTAGCATGCGACCACTAGAGGGCATGC	Upstream_CTCF	39
chr12	8332691	8332841	id-21653	2.33e-07	+	CTGTGCTGCCACCTCATGGCAGGCAGAGGGCAATG	UpstreamP1_CTCF	36
chr12	8384384	8384534	id-21654	2.58e-07	-	CCGTCATTTCAGCTTCTGGCCACTGGGAGGCGCTG	Upstream_CTCF	28
chr12	8390167	8390317	id-21655	1.08e-08	-	GCCGGTCTGCCCTGTGCCACCACGAGAGGGCAGCA	V_CTCF_BR	40
chr12	8430419	8430569	id-21656	1.55e-05	-	GGAGTGAGCGTGGTTTTGATCCCCAGAGGGAGCTG	V_CTCF_BR	2
chr12	8526460	8526610	id-21657	1	+	NA	NONE	40
chr12	8543180	8543330	id-21658	3.17e-13	-	CCACGGTGCGCGCGAGCGGCCAGCAGAGGGCGCCA	V_CTCF_BR	38
chr12	8549332	8549482	id-21659	1.54e-12	-	TGGCGGTGCGCGTGAGCGGCCAGCAGAGGGCGCCA	V_CTCF_BR	39
chr12	8572245	8572395	id-21660	2.27e-06	+	CTTGAGGGAGCACTGATGCCCAGAAGGGGGCAGAT	V_CTCF_BR	2
chr12	8652353	8652503	id-21661	1.16e-05	+	GTCGTTTTACCTGTAGCAGCCACAGGAGGGCAACT	Upstream_CTCF	16
chr12	8690510	8690660	id-21662	1.51e-08	+	CCGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	37
chr12	8696939	8697089	id-21663	9.49e-08	+	ACAAAAATCCCACAGGCAGCCACTAGGTGGCAGTA	V_CTCF_BR	40
chr12	8705931	8706081	id-21664	1	+	NA	NONE	16
chr12	8715028	8715178	id-21665	1.01e-08	-	GTGCAGTTTGACCTCCAGGCCAGTAGGCGGTGCCA	UpstreamP1_CTCF	27
chr12	8719246	8719396	id-21666	1	+	NA	NONE	9
chr12	8721189	8721339	id-21667	3.11e-05	+	AGGGAACTCTGGCCTCAACTCAGAAGGGGGCGCAG	V_CTCF_BR	0
chr12	8737178	8737328	id-21668	1.26e-07	+	CTATTATGCCCGGGCAGGGCCACCAGAGGGCTCCT	V_CTCF_BR	10
chr12	8743839	8743989	id-21669	2.53e-05	-	GTTAAACCGGAGAAAGAGGACTGTAGGTGGAGCTA	V_CTCF_BR	12
chr12	8756576	8756726	id-21670	1	+	NA	NONE	30
chr12	8758392	8758542	id-21671	1.03e-06	+	TTGTGGAAATATACCTGGACCACTAGGTGGAGGCA	V_CTCF_BR	9
chr12	8761691	8761841	id-21672	1.15e-07	-	TCTGCACTTCTGCCCCGTACCATTAGGTGACAGCA	Upstream_CTCF	40
chr12	8810056	8810206	id-21673	1.11e-05	+	TATTCATAATCCATTCTACCCACTAGGGGTCAGCA	Upstream_CTCF	39
chr12	8833244	8833394	id-21674	8.16e-07	+	CAGGCATTGAAGTTATTGGACTGCAGAGGGCACTG	V_CTCF_BR	28
chr12	8834758	8834908	id-21675	1.51e-08	+	ATGTAGTTCCTAAATCGGGACACGAGAGGGCAACA	UpstreamP1_CTCF	39
chr12	8923784	8923934	id-21676	1	+	NA	NONE	26
chr12	8932567	8932717	id-21677	1	+	NA	NONE	6
chr12	8933114	8933264	id-21678	1.43e-05	+	GCTGCAGCAGACAACTAAACTGGTAGGTGGCAGCA	Upstream_CTCF	40
chr12	8975006	8975156	id-21679	6.64e-05	-	TGTGTTCCTCCTTCTGTAACCACCAGGTTAGGTGG	Upstream_CTCF	5
chr12	8976250	8976400	id-21680	3.16e-06	-	GGCCACTTCTTCTGTGCCACCAGCAGGAGGTGGTA	UpstreamP1_CTCF	39
chr12	8979000	8979150	id-21681	6.34e-08	-	ACTGCACTCCACAGCCTGGGCAACAGAGGGAGACT	Upstream_CTCF	10
chr12	9013175	9013325	id-21682	1.55e-07	-	ACTGCACAGCCTTAAACAGCCTGCAGGAGGCAGCA	Upstream_CTCF	40
chr12	9043266	9043416	id-21683	1.46e-08	-	TGTGTAATCTCCTTTCTGACCAGAAGGTGGCGCCT	Upstream_CTCF	40
chr12	9065597	9065747	id-21684	1	+	NA	NONE	34
chr12	9066755	9066905	id-21685	4.14e-06	+	TCTCCGAGAGGTGCGTTCCCCACTAGAGGCCAGCA	V_CTCF_BR	40
chr12	9102622	9102772	id-21686	1	+	NA	NONE	40
chr12	9192108	9192258	id-21687	6.27e-08	-	GTGCAATTACTGGCATTGACCGAAAGAGGGCAGTT	UpstreamP1_CTCF	40
chr12	9202246	9202396	id-21688	3e-06	-	ATACAGTAATAAAAGATAGCCACAGGGTGGCAGCA	UpstreamP1_CTCF	39
chr12	9216824	9216974	id-21689	5.08e-05	+	GCTGCCATCACGCCAGCTGCAGCAGGGAGGGGCGG	Upstream_CTCF	35
chr12	9232599	9232749	id-21690	2.59e-06	+	AAGCTGTTAATGCCCGGATCCACTAGGGGCTGGAG	UpstreamP1_CTCF	10
chr12	9287993	9288143	id-21691	7.1e-09	+	GTGCTGTATGAAAGCCCCACCAGCAGGGGGTAGCA	UpstreamP1_CTCF	33
chr12	9302092	9302242	id-21692	1.73e-05	+	GTGGTGAACTCTTACCTGTGCTGCAGGGGGCGATA	V_CTCF_BR	19
chr12	9437015	9437165	id-21693	2.47e-08	-	ACTGCAGTGCTGCGGTGCTCCACCAGCTGGAGGAT	Upstream_CTCF	10
chr12	9471935	9472085	id-21694	4.14e-06	-	GTAGAAGGGGCTGAGGAATCCGGCAGGGGGAGCAG	V_CTCF_BR	25
chr12	9483847	9483997	id-21695	1.11e-11	+	GCTGCAGTGCTAGTACTGGTCACCAGGGGGCAGCA	Upstream_CTCF	40
chr12	9493056	9493206	id-21696	1	+	NA	NONE	12
chr12	9524948	9525098	id-21697	2.27e-06	-	AGTGAGCTCCTCCTGTCTGCCACAAGAGGGATGAA	V_CTCF_BR	39
chr12	9531267	9531417	id-21698	2.27e-06	+	GACAATGTCTCACATTGCCCCAGGAGAGGGCAGCA	V_CTCF_BR	37
chr12	9620834	9620984	id-21699	2.43e-06	+	TACTATAAAATAAAGCTGCCCAGAAGAGGGCACTG	V_CTCF_BR	20
chr12	9621718	9621868	id-21700	3.45e-05	-	CAGTGAGACCACTCCATGGCAGACAGGGGGAGCTG	V_CTCF_BR	40
chr12	9772523	9772673	id-21701	1	+	NA	NONE	20
chr12	9786899	9787049	id-21702	1.38e-06	+	GTTAGTTTACCAACAGTTCCCAGAAGAGGGCGCTG	V_CTCF_BR	40
chr12	9789513	9789663	id-21703	5.38e-05	-	CCCCAAAACAGCGCCCCTGTCGGCAGGAGGCAGTT	V_CTCF_BR	26
chr12	9839896	9840046	id-21704	6.43e-06	+	TAATGCCACTGCTGATCTGACAGGAGGTGGAGCTC	V_CTCF_BR	6
chr12	9860887	9861037	id-21705	1.14e-06	-	CTGAATTTGCAGTTCTCAGCCAGCAGGGGTCGTTT	UpstreamP1_CTCF	40
chr12	9895805	9895955	id-21706	2.96e-05	+	AAGAAAAGGAGGTGTTCTGCCAGTAGGGGGCCCTG	UpstreamP1_CTCF	40
chr12	9901372	9901522	id-21707	1.15e-08	+	GTGCAGTAATCTCATACAGTCACTAGATGGCACTG	UpstreamP1_CTCF	40
chr12	9903443	9903593	id-21708	1.85e-10	+	GTGCAGTAATCTCGTATAACCACTAGATGGCACTG	UpstreamP1_CTCF	40
chr12	9904004	9904154	id-21709	7.46e-06	+	TGGTAATGATAGAATATTACCGCTAGGAGGCTGCT	UpstreamP1_CTCF	37
chr12	9950736	9950886	id-21710	1.85e-05	-	TCCTTAAGGCCTCACACCACCACTAGAGAGCAACA	Upstream_CTCF	40
chr12	9966892	9967042	id-21711	3.66e-06	+	CTGCCACCACCCAAGCACGCCGCTGGGAGGCGCCT	UpstreamP1_CTCF	40
chr12	10061398	10061548	id-21712	1.06e-05	-	AATACATTTCTAAACAAAGCCCCCAGGGGGCCAAA	Upstream_CTCF	6
chr12	10078516	10078666	id-21713	1.84e-06	-	ATCTTAAATTCTTAGATGACCACCAGATGGCAACA	V_CTCF_BR	36
chr12	10086245	10086395	id-21714	1.85e-05	+	CTGGTAGTTGCACACTGTATCTGCAGAGGGCGTGT	Upstream_CTCF	4
chr12	10093081	10093231	id-21715	3.36e-05	+	TTTCAAAGACAGCATTTCTCTAGAAGGTGGCGCTG	UpstreamP1_CTCF	39
chr12	10162598	10162748	id-21716	6.98e-07	+	AGGAACTTTCCCAACCATGCCAGAAGAGGGCACTC	V_CTCF_BR	40
chr12	10186503	10186653	id-21717	1.32e-05	+	GCAGAAGAAAAATAAATGGCCACAAGGAGGAGACA	Upstream_CTCF	36
chr12	10264284	10264434	id-21718	2.4e-05	+	GTCGGAGCGACCGCAGCGCCCTCGAGCGGGAATCA	V_CTCF_BR	0
chr12	10292734	10292884	id-21719	3.1e-07	-	TTGAAATTCCTAAAACGAAGCAGCAGATGGCACCG	UpstreamP1_CTCF	40
chr12	10305925	10306075	id-21720	8.52e-08	+	GTGTAATTTGGGCTATCATCCAGCAGATGGCGCAT	UpstreamP1_CTCF	40
chr12	10328525	10328675	id-21721	1.47e-05	-	TTAAGGACTTGGAGTGGAACCAGTAGAGGGTGCAT	V_CTCF_BR	11
chr12	10343502	10343652	id-21722	1.04e-06	-	TGTGTTTTCCACCATGGCTCCTCTAGGTGGCAGTG	Upstream_CTCF	40
chr12	10388475	10388625	id-21723	1.96e-08	+	GTGGTCATTGTACTTCTGGCCACCAGGTGGCAGGC	V_CTCF_BR	40
chr12	10465998	10466148	id-21724	1.41e-05	-	GTGCAGAGCCATTCTCCCACAACCAGGCGGTGTGC	UpstreamP1_CTCF	2
chr12	10484376	10484526	id-21725	4.7e-06	+	GCTGAATAGGACAGAACTGACAGAAGAGGGAGCTC	V_CTCF_BR	40
chr12	10518741	10518891	id-21726	5.55e-07	+	TGTGCACTTCCTACTCCAACCACCTGGCGTCGAAT	Upstream_CTCF	25
chr12	10519618	10519768	id-21727	2.19e-05	+	CTTAAATGCTGTATAGGCCCCAAAAGGTGGCAGTG	UpstreamP1_CTCF	33
chr12	10563877	10564027	id-21728	8.23e-05	-	AAGAGGTAACCTGACCTCTCCACTAAGGGGCGTGT	UpstreamP1_CTCF	18
chr12	10653757	10653907	id-21729	1	+	NA	NONE	30
chr12	10711515	10711665	id-21730	1.1e-05	-	GAAAAATGCCAGTGTAAATCCACCAGGTGGAGGAG	V_CTCF_BR	14
chr12	10715031	10715181	id-21731	9.14e-09	-	TCTGTAATTTTGTACTAGGCCACCAGATGGCATCA	Upstream_CTCF	37
chr12	10760573	10760723	id-21732	4.99e-07	+	GTTGCAAGTTTTCTAGCAGCCAACAGAGGGAGTGG	Upstream_CTCF	38
chr12	10768234	10768384	id-21733	4.17e-05	+	CAGGAAGCACCATGTTTTACCACTAGGGTGACTAG	Upstream_CTCF	21
chr12	10826860	10827010	id-21734	3.91e-06	-	GCCGCTGCTACGGGGCCGGCCGTGAGGTGGCGCTG	Upstream_CTCF	40
chr12	10829500	10829650	id-21735	1	+	NA	NONE	4
chr12	10875148	10875298	id-21736	1.56e-05	+	AGCGCAGGGCGCAGCGCGCTCACCTGGGAGCGCCG	Upstream_CTCF	34
chr12	10900357	10900507	id-21737	5.93e-06	-	CCTGCCTCTGTAGACTCCACCTCCAGGGGCAGTGC	Upstream_CTCF	2
chr12	10902875	10903025	id-21738	1	+	NA	NONE	40
chr12	10923850	10924000	id-21739	2.1e-06	+	AAAGCTATACTTACATTTACCACAGGGTGACACCC	Upstream_CTCF	38
chr12	11006070	11006220	id-21740	1.17e-05	-	AGCAGCAACTGTGCCACCAGCAGCAGTGGGAAGAG	V_CTCF_BR	5
chr12	11020085	11020235	id-21741	1	+	NA	NONE	24
chr12	11054199	11054349	id-21742	2.41e-08	-	GTGCGGTTCAACCTACAAGCCAGTAGATGGCACTT	UpstreamP1_CTCF	24
chr12	11086753	11086903	id-21743	3.84e-06	-	TTGTGGTGAAGAGAATACATCACTAGGGGGAACCC	UpstreamP1_CTCF	21
chr12	11112488	11112638	id-21744	4.43e-05	+	CCAGTGAACAACAATAAAATCAGAAGAGGGCAGCA	V_CTCF_BR	14
chr12	11178856	11179006	id-21745	1.55e-05	+	CATGAGCCATCACATCCAGCCTGCAGGGGGAGTTT	V_CTCF_BR	31
chr12	11317776	11317926	id-21746	4.51e-05	-	CTGGCAATACTAATTTGTGAGGATAGGGGGCAACT	Upstream_CTCF	12
chr12	11324248	11324398	id-21747	1	+	NA	NONE	32
chr12	11352657	11352807	id-21748	2.08e-07	-	CTGCAACTTAAAAATATTGTCAGTAGGTGGCACTC	UpstreamP1_CTCF	37
chr12	11362097	11362247	id-21749	1	+	NA	NONE	12
chr12	11381292	11381442	id-21750	2.81e-08	+	GCTGCAGTGACCTCAAGGCTCAGCAGGGGGAGATA	Upstream_CTCF	40
chr12	11500851	11501001	id-21751	1	+	NA	NONE	31
chr12	11639611	11639761	id-21752	1.03e-06	-	CGTTTTTAACCCTCATGAGCCAGCAGGTGGTGCTG	V_CTCF_BR	40
chr12	11651651	11651801	id-21753	6.46e-07	+	GAAGTAGGGGCTGAGGAAGCCGGCAGGGGGAGCAG	V_CTCF_BR	37
chr12	11659576	11659726	id-21754	2.43e-06	-	GTACTTATAATAAAACTGCCCAGAAGAGGGCACTG	V_CTCF_BR	39
chr12	11666374	11666524	id-21755	1.41e-05	+	TTGCAATTAACCAAAAATGCCCCCTGGCGGAGATG	UpstreamP1_CTCF	33
chr12	11699163	11699313	id-21756	9.88e-07	-	AATGCAATTGCAACCTTCTCCACCAGTCAGCAGTG	Upstream_CTCF	7
chr12	11706992	11707142	id-21757	1.71e-06	+	CAAATTATTTGAGTAGTGGCCGCTAGATGGAACCC	V_CTCF_BR	40
chr12	11730724	11730874	id-21758	1	+	NA	NONE	6
chr12	11733274	11733424	id-21759	1	+	NA	NONE	13
chr12	11734220	11734370	id-21760	8.81e-07	+	GAAAAGAAAAAGAAAATGCCCAGCAGGTGGCAGCA	V_CTCF_BR	39
chr12	11775057	11775207	id-21761	1	+	NA	NONE	25
chr12	11775817	11775967	id-21762	1	+	NA	NONE	35
chr12	11791255	11791405	id-21763	3.71e-05	+	CCTGCAGTGCTGCAGCTGTCCACTTTTAGGTGGTG	Upstream_CTCF	5
chr12	11801612	11801762	id-21764	1	+	NA	NONE	21
chr12	11803932	11804082	id-21765	4.7e-05	+	GTTGTTGTAAAGTTTGCCACCATTGGGAGGCAGGA	Upstream_CTCF	23
chr12	11887154	11887304	id-21766	1	+	NA	NONE	38
chr12	11958101	11958251	id-21767	1.04e-05	-	AAAATCTTAACTCAATCTGCCTGCAGGGGGAGATA	V_CTCF_BR	34
chr12	11965707	11965857	id-21768	3.86e-05	+	TTTGAAATCTGCTTCACCACCACAAGGGGAAATAG	Upstream_CTCF	25
chr12	11966172	11966322	id-21769	5.93e-06	-	GAAGGTTTCCACCCAAAGGCCGGCAGAGGGAGGGT	Upstream_CTCF	25
chr12	12015950	12016100	id-21770	1	+	NA	NONE	4
chr12	12028769	12028919	id-21771	1	+	NA	NONE	5
chr12	12032454	12032604	id-21772	7.84e-05	+	AGGGTACCTCACCCAGCAGGAAGGAGAGGGAACTA	V_CTCF_BR	3
chr12	12045040	12045190	id-21773	8.97e-05	-	GGTGAGGGCATGAAACTGACCACAAGATGGCCTTT	Upstream_CTCF	37
chr12	12111261	12111411	id-21774	1	+	NA	NONE	21
chr12	12134379	12134529	id-21775	6.04e-07	-	GGGCAGGATTCCCAGGCGGCCACCAGGGAGCCAGA	UpstreamP1_CTCF	7
chr12	12161415	12161565	id-21776	9.51e-07	+	AAATAATTCTAGTGGGCAGCCAGCGGTGGGCGCCA	V_CTCF_BR	36
chr12	12162025	12162175	id-21777	2.01e-05	+	CTGCAGGGTGAAGAATCTGCAGGCAGGATGCAGAG	UpstreamP1_CTCF	26
chr12	12163686	12163836	id-21778	3.81e-05	+	TTCCTGTATCAGTGGTTAACCACTAGATGCTGGAT	UpstreamP1_CTCF	8
chr12	12170889	12171039	id-21779	2.96e-05	+	CACCTCACAGTGGAGGGACCCTGGTGGGGGCAGGA	V_CTCF_BR	36
chr12	12186383	12186533	id-21780	2.74e-08	-	CTGTTTTGATAAGCTGTGGTCACCAGGTGGCGCTA	UpstreamP1_CTCF	40
chr12	12189062	12189212	id-21781	9.51e-07	+	TGCCCTTCCATCTCTTCTGCCACATGAGGGCGCAG	V_CTCF_BR	40
chr12	12218550	12218700	id-21782	2.96e-05	-	ACTCTGGACTCTTAAGCAGCCCAGAGATGGCGCTG	V_CTCF_BR	13
chr12	12224006	12224156	id-21783	6.05e-06	+	ACAGCTTCCAGACCAGGTAACACCAGGAGGCACCA	V_CTCF_BR	18
chr12	12225090	12225240	id-21784	2.6e-05	-	GTGAGATTTCACTTCCCTCCCGGTGGGTGGCAGCT	UpstreamP1_CTCF	5
chr12	12234789	12234939	id-21785	1	+	NA	NONE	39
chr12	12355799	12355949	id-21786	3.24e-06	-	TTAGTTCTTCAGTGGTTCTCCACCAGGGGTAGCAT	Upstream_CTCF	18
chr12	12480855	12481005	id-21787	2.43e-06	-	TGCGAACTTAATACAGTGAGCACTAGAGGGCAGTA	Upstream_CTCF	40
chr12	12487436	12487586	id-21788	3.36e-07	-	TAAACTGTTCTTGTGGCAGCCACCAGGGGGCGTTG	V_CTCF_BR	40
chr12	12502752	12502902	id-21789	1	+	NA	NONE	35
chr12	12503341	12503491	id-21790	6.18e-07	-	CCTGCAGACCCTCGGGCCACCAGCAGGGAGGCACG	Upstream_CTCF	39
chr12	12510010	12510160	id-21791	1.32e-05	+	AAAGCGGCGCCGCCCGCCGGCCGCAGGTGCGGCAA	Upstream_CTCF	39
chr12	12510534	12510684	id-21792	6.21e-06	-	CTTGCAGTCACACGCACTTCCATCAGGGGAATCGA	Upstream_CTCF	22
chr12	12529676	12529826	id-21793	1.04e-05	+	GTGTTTAACAACACTTTTACCACTAGATGTCACTA	V_CTCF_BR	39
chr12	12551564	12551714	id-21794	2.5e-05	+	TTTTAATGAGAATTTCCAAACACTAGGAGGCAATA	UpstreamP1_CTCF	34
chr12	12628080	12628230	id-21795	1	+	NA	NONE	2
chr12	12656387	12656537	id-21796	3.63e-05	-	CTCAAAGGTGGAGGAAGGCCCCACAGATGGCGCTA	V_CTCF_BR	14
chr12	12659605	12659755	id-21797	1	+	NA	NONE	13
chr12	12687146	12687296	id-21798	2.27e-06	-	ATCATTAACTTCCAGGGCCCCAGCAGGGGGAAGTG	V_CTCF_BR	8
chr12	12715748	12715898	id-21799	8.03e-07	+	GAGGCAGGTTCCGCGGGCGCCGCTGGGAGGAGCCG	Upstream_CTCF	31
chr12	12717068	12717218	id-21800	2.25e-11	-	CTGCAGTAACACCTCCTGGCCACCAGAGGACAGGG	UpstreamP1_CTCF	40
chr12	12761756	12761906	id-21801	1	+	NA	NONE	21
chr12	12774457	12774607	id-21802	1	+	NA	NONE	20
chr12	12798520	12798670	id-21803	7.73e-06	+	GATACCTGTCTTAATACATCCACCAGGGGGTGCCT	V_CTCF_BR	40
chr12	12808973	12809123	id-21804	1.1e-05	-	TAACAGTTTTCCAGAATGACCGCTTGATGGCACTG	V_CTCF_BR	40
chr12	12818316	12818466	id-21805	1.43e-05	-	GGTGGAGTGAGAACTTATGCCACCAGCAGGGGAAA	Upstream_CTCF	10
chr12	12857688	12857838	id-21806	4.88e-05	-	ATAGTTAGGCGCTCTGTGGCCACAGGAGGACAGAA	Upstream_CTCF	40
chr12	12867589	12867739	id-21807	2.68e-05	+	CTTGCAGCTGCCCACTTTGCAGAAGGATGGCGCTC	Upstream_CTCF	36
chr12	12877975	12878125	id-21808	1	+	NA	NONE	18
chr12	12890120	12890270	id-21809	1.03e-06	-	GGTTGTTACCCCACTGTAGCCAGCAGAGGTCTCTC	V_CTCF_BR	40
chr12	12939811	12939961	id-21810	6.15e-05	-	GCAGCAGTCCCTGGAAGCGCCGCAGCGCGTCGGGC	Upstream_CTCF	13
chr12	12941837	12941987	id-21811	7.12e-06	+	GGGATGTAACACTAAAAGCCCATTAGGGGGCAGTG	UpstreamP1_CTCF	40
chr12	12965214	12965364	id-21812	1.59e-06	+	GTGAGACCCAAGTGACAGGCCACAGGAGGGCACTC	V_CTCF_BR	17
chr12	12965809	12965959	id-21813	1	+	NA	NONE	4
chr12	12966133	12966283	id-21814	5.08e-07	+	GGGTGCAATCCCCGGCAAGCCCGCAGGGGGCGCGC	V_CTCF_BR	40
chr12	12972965	12973115	id-21815	1	+	NA	NONE	16
chr12	12990035	12990185	id-21816	1.9e-06	+	TAAGACATTCTTGTTTTCACCAGTAGATGGCAGAA	Upstream_CTCF	39
chr12	13043509	13043659	id-21817	6.43e-06	+	GAACCTGGCTTGAGCCCCGACACAGGCGGGCAGCC	V_CTCF_BR	21
chr12	13043801	13043951	id-21818	2.39e-05	+	CTGCTGAGCTAACTACGGACCTGGTGGGGGAAGTT	UpstreamP1_CTCF	32
chr12	13044472	13044622	id-21819	9.81e-06	-	ACTTGGTGCTGCTTCCCGCGCGCAAGAGGGCAGCA	V_CTCF_BR	35
chr12	13054801	13054951	id-21820	1	+	NA	NONE	5
chr12	13068759	13068909	id-21821	1.48e-06	+	CTGCACTGAACGCCTGTTCTTGCCAGGTGGCAGAA	UpstreamP1_CTCF	16
chr12	13069266	13069416	id-21822	3.42e-09	+	GCGGCCATGCCCCATGTTTCCACTAGATGGCGCTG	Upstream_CTCF	40
chr12	13128719	13128869	id-21823	1.38e-06	-	AGAAAAGAGGTACAGCCGGGCAGTAGAGGGAGCCA	V_CTCF_BR	40
chr12	13132332	13132482	id-21824	5.7e-05	-	AGAGCTAGGCTCCCTTCATACACCAGGGGATTCCG	Upstream_CTCF	3
chr12	13136499	13136649	id-21825	2.04e-05	-	ATGATCATTCCTCAACTCGCCACTTGATGTCACTG	V_CTCF_BR	39
chr12	13139068	13139218	id-21826	1.09e-07	+	GCTGCATTACATTCACTGTCCTCTGGAGGGCCCTG	Upstream_CTCF	40
chr12	13152697	13152847	id-21827	2.39e-05	+	GTTTACCCCCCTCCTCTCACCACCGGCTGCAGGGG	UpstreamP1_CTCF	22
chr12	13154377	13154527	id-21828	5.17e-06	+	GGCGCAGTGATGGATGTTAACAGCAGCGGCCACCC	Upstream_CTCF	38
chr12	13177210	13177360	id-21829	3.65e-05	+	CTTCAGAGATCACGATCTGGCACTAGAGGTCCTCG	UpstreamP1_CTCF	36
chr12	13197470	13197620	id-21830	1.04e-07	+	TGGGGCTGGGGTCTCTGTGCCACCAGAGGGCGAGA	V_CTCF_BR	34
chr12	13232372	13232522	id-21831	4.68e-05	+	CTTTTCTACTGAATTCTTGCCACAAGGGGCACATT	UpstreamP1_CTCF	30
chr12	13251068	13251218	id-21832	1	+	NA	NONE	40
chr12	13251673	13251823	id-21833	1	+	NA	NONE	20
chr12	13254445	13254595	id-21834	1.21e-05	-	TCCGCCCTCCCGCGCAGCCTCGCCAGGCGGCAGAG	Upstream_CTCF	5
chr12	13288770	13288920	id-21835	1	+	NA	NONE	29
chr12	13314128	13314278	id-21836	6.39e-05	+	TAGACACTCCTCTCCTCTGCCAGTAGGGGCAGTTT	Upstream_CTCF	40
chr12	13324808	13324958	id-21837	1	+	NA	NONE	12
chr12	13346725	13346875	id-21838	1	+	NA	NONE	8
chr12	13356022	13356172	id-21839	3.65e-07	-	CGGCGCTTGGGTGGGACCAACAGTAGATGGCGGCA	V_CTCF_BR	35
chr12	13361492	13361642	id-21840	1.03e-05	-	TTTTAGCTGCTGTATCCAGCCAGAAGGAGGGGCTG	UpstreamP1_CTCF	40
chr12	13365126	13365276	id-21841	2.27e-06	-	AATTGGGCGCTGTAAGCCACCACTAGAGGTCAGAG	V_CTCF_BR	40
chr12	13382616	13382766	id-21842	1	+	NA	NONE	6
chr12	13387100	13387250	id-21843	4.73e-07	-	TGTGTCATATCAGAAGTGGCCACCAGGAGATGCAG	Upstream_CTCF	40
chr12	13408764	13408914	id-21844	2.05e-09	+	GGTGCAGCTGAGCCTGCGTCCAGCAGATGGCGCTG	Upstream_CTCF	39
chr12	13431205	13431355	id-21845	8.61e-08	+	CAGAGAGTGCCTCCAGCGGCCGCCAGGGGTCGCAG	V_CTCF_BR	40
chr12	13444657	13444807	id-21846	3.45e-05	-	TCTGGGAGCTAGTTTGGAAACGCAAGGGGGTGCTG	V_CTCF_BR	1
chr12	13500319	13500469	id-21847	1	+	NA	NONE	20
chr12	13515289	13515439	id-21848	1.35e-05	+	TTGCCTGTGTCACAAGTGGTCACTAGGTGGGGACA	UpstreamP1_CTCF	40
chr12	13605977	13606127	id-21849	3.97e-07	-	CTGAGCTCAATGCTGCCACCCAGCAGGGGGAACTC	V_CTCF_BR	3
chr12	13687816	13687966	id-21850	4.02e-07	-	TAGGCTCTGCCAATAGAGGGCGCCAGAGGGAGCCT	Upstream_CTCF	40
chr12	13717493	13717643	id-21851	1	+	NA	NONE	2
chr12	13724212	13724362	id-21852	1.24e-05	+	TAGAGGACAGAGTATGTTAACACAAGCTGGCACTG	V_CTCF_BR	2
chr12	13757027	13757177	id-21853	1.48e-06	-	ACTGTACGTTCCATCAGCTCCCCCAGTGGGAGGAG	Upstream_CTCF	12
chr12	13781152	13781302	id-21854	8.23e-05	+	CAGCGCCACCATGCAGAAGGCACCAGGTTGTTGCA	UpstreamP1_CTCF	4
chr12	13814346	13814496	id-21855	1.03e-07	-	CCTGCAGTTTACCTTGGAGTCTCTAGGGGGCAGCT	Upstream_CTCF	40
chr12	13819851	13820001	id-21856	4.03e-06	-	GAGCAATGCCCTTCTTTCACCAGTAGGGATAGAAC	UpstreamP1_CTCF	20
chr12	13892652	13892802	id-21857	1.38e-06	+	CGCATCCCTAAGGATTGAGCCACTAGAGGCCGCTC	V_CTCF_BR	40
chr12	14017132	14017282	id-21858	2.11e-06	+	TAGTCATCTCTGCCTGCTGCCGACAGGTGGCGGTA	V_CTCF_BR	40
chr12	14058862	14059012	id-21859	2.74e-08	-	CTGCACTTTTCATGGCCTGGCAGAAGAGGGCAGAA	UpstreamP1_CTCF	3
chr12	14066454	14066604	id-21860	2.66e-05	-	GAAGCCCAGACAAAACTCACCTGCAGGTGGCATAT	V_CTCF_BR	10
chr12	14094804	14094954	id-21861	8.16e-07	-	ACCGACTTTGACCTTTTGCCCAGGAGAGGGCAGTA	V_CTCF_BR	33
chr12	14115794	14115944	id-21862	5.17e-06	-	GGAGGTCTGCCTTCTCTGACAGCCAGGGGGAGACA	Upstream_CTCF	32
chr12	14129082	14129232	id-21863	8.19e-06	-	GTGCATCTACTCTTTGCAACCACAAGAGGAAGTCT	UpstreamP1_CTCF	4
chr12	14129940	14130090	id-21864	4.73e-07	+	CCTGCTGTTCATCCCTTCTCCAGAGGAAGTCGCTC	Upstream_CTCF	13
chr12	14135043	14135193	id-21865	1.09e-10	-	GTGCTGTTCCCCGCTGCGGCCGGGAGGAGGCGCCA	UpstreamP1_CTCF	31
chr12	14210944	14211094	id-21866	8.97e-05	+	ATTATAGCTCCAATCTAAGCCACTTGGAGGCGTCT	Upstream_CTCF	3
chr12	14264287	14264437	id-21867	9.29e-06	+	TCAGAGATACTCCCACACACCACTGGAGGTCGCTT	Upstream_CTCF	19
chr12	14270004	14270154	id-21868	1.56e-05	-	GATGTAGTCTCTACTGATACCAGTGGAGGTGGTTT	Upstream_CTCF	2
chr12	14291508	14291658	id-21869	5.28e-08	-	GCTGTAGGGACCCTTTTGCCCAGCAGAGGGTACTG	Upstream_CTCF	23
chr12	14320082	14320232	id-21870	1.22e-07	-	GGTGCATTCTCTCTAGCAGTCACTAGGTGGAGCCA	Upstream_CTCF	40
chr12	14338951	14339101	id-21871	9.51e-07	+	GGATTCGCAGCCTAAGCATCCACAAGAGGGAGCTC	V_CTCF_BR	40
chr12	14391247	14391397	id-21872	2.34e-06	+	TTACAGTGCTTAAAAGCATCCAGGAGATGGCAGCA	UpstreamP1_CTCF	36
chr12	14392468	14392618	id-21873	1	+	NA	NONE	27
chr12	14409579	14409729	id-21874	1.52e-07	+	GACATGTTGCGCAGTTTGGCCAGCAGAGGGAGACC	V_CTCF_BR	39
chr12	14437161	14437311	id-21875	1	+	NA	NONE	11
chr12	14518310	14518460	id-21876	1	+	NA	NONE	37
chr12	14519213	14519363	id-21877	1	+	NA	NONE	30
chr12	14547443	14547593	id-21878	1.92e-05	-	CTGCAGTTACAGCTAGCTGGCGCCAGTAAGGACAA	UpstreamP1_CTCF	31
chr12	14569802	14569952	id-21879	1.37e-05	-	CTTGTAATTTTTCAAACATACCCAAGAGGGAGCTT	Upstream_CTCF	30
chr12	14571640	14571790	id-21880	2.01e-05	-	GAATAACTACCATCCATACCCACAAGGGAGCACAC	Upstream_CTCF	23
chr12	14607178	14607328	id-21881	2.73e-07	-	ATTGCAGTAACACAGACAGACAGCAGGGGAAGCAC	Upstream_CTCF	38
chr12	14667294	14667444	id-21882	7.61e-08	+	GCTGTAGCAGTCTCCCTGGACACAAGAGGGCAGGC	Upstream_CTCF	37
chr12	14707197	14707347	id-21883	5.13e-05	-	AAAGGGGGAGAAGCTACTGCCGAGAGAGGGAGCTT	V_CTCF_BR	18
chr12	14725457	14725607	id-21884	8.59e-05	+	GTAGTCATTTGCTCAGTATCCTACAGATGGTGCTA	V_CTCF_BR	9
chr12	14772017	14772167	id-21885	7.73e-06	-	AGGACAAAGATGCTGTTTTCCAGCAGAGGGCAACT	V_CTCF_BR	39
chr12	14783146	14783296	id-21886	1.84e-07	+	CCTGTGGTGCCAATATTCACCACTAGATGATGCTC	Upstream_CTCF	40
chr12	14808391	14808541	id-21887	1	+	NA	NONE	6
chr12	14809898	14810048	id-21888	5.96e-07	+	TAATGCCCTGACTGATCCGACAGCAGGGGGAGCTC	V_CTCF_BR	11
chr12	14817478	14817628	id-21889	2.58e-07	-	AATGTGATAACTACAGCAGCCACCAGAAGGCAGCA	Upstream_CTCF	40
chr12	14869892	14870042	id-21890	2.27e-06	-	AGCTGTGATAACAATAAGGACACCAGGGGGCAGAG	V_CTCF_BR	40
chr12	14876738	14876888	id-21891	1.56e-06	+	GACCAGTGCAGCTGTTCCGACACTAGAGGGTGCCC	UpstreamP1_CTCF	39
chr12	14909381	14909531	id-21892	1.7e-05	+	CTTGTTAAACCACAAACATCCACTAGATGGCTTTT	Upstream_CTCF	38
chr12	14922530	14922680	id-21893	2.86e-06	-	GCGCACTTTCCAGTAGGCGAGGGTAGGGGGCGGAA	UpstreamP1_CTCF	31
chr12	14922905	14923055	id-21894	3.41e-07	+	CCTGCCAACTCCACGCCCGCCGCCAGGTGGCCGAG	Upstream_CTCF	40
chr12	14929611	14929761	id-21895	2.04e-05	+	GAACTACTACTCACAGTTACCACTTGGGGTCAGTG	V_CTCF_BR	34
chr12	14964154	14964304	id-21896	7.55e-07	+	GCCCATTGGGAATTGCTAGACAGCAGGTGGAGCTC	V_CTCF_BR	40
chr12	14998324	14998474	id-21897	7.9e-07	+	TGCCACTTCCAGGATAAGACCACTGGAGGGCAGCA	UpstreamP1_CTCF	40
chr12	14999205	14999355	id-21898	1	+	NA	NONE	7
chr12	15045778	15045928	id-21899	4.88e-05	-	TTGCTCAACAGTAACGCAGCCATTGGGTGGCAGTG	UpstreamP1_CTCF	32
chr12	15046196	15046346	id-21900	4.88e-06	-	GCTCAGTTGCTGATCCCTTCCACGAGGAGGAGGGC	UpstreamP1_CTCF	17
chr12	15046490	15046640	id-21901	3.63e-05	-	TACAGGACCGCTTAAACAAACACCAGCAGGCGGGG	V_CTCF_BR	4
chr12	15054183	15054333	id-21902	2.6e-06	-	CCTTTGTAGCCAAAGTCAGCCTCCAGGGGGAGAAG	V_CTCF_BR	22
chr12	15064426	15064576	id-21903	1	+	NA	NONE	0
chr12	15083448	15083598	id-21904	1	+	NA	NONE	20
chr12	15089218	15089368	id-21905	2.78e-06	+	TTCAACTCTGCAGCCCAGGCCTGCAGGAGGCAGCA	V_CTCF_BR	38
chr12	15089901	15090051	id-21906	3.22e-07	-	TGTGCAATAACTTAAACAGCCGCCAGATGCCATCA	Upstream_CTCF	17
chr12	15090741	15090891	id-21907	1.05e-08	+	AATGCAGTGCCATCTGCCAGCAGCAGGTGGCTGCT	Upstream_CTCF	32
chr12	15114171	15114321	id-21908	1	+	NA	NONE	3
chr12	15139527	15139677	id-21909	4.3e-06	-	GTTGAAGTGCTTATTTGTTGCAGCAGGTGACAGTA	Upstream_CTCF	21
chr12	15148870	15149020	id-21910	6.05e-06	-	AGAATATGAAGCTAAATATCCACAAGATGGCAGTC	V_CTCF_BR	39
chr12	15155181	15155331	id-21911	7.73e-06	-	ACCAGACCAATTGCTGCTGCCAAGAGAGGGCGGTT	V_CTCF_BR	14
chr12	15164217	15164367	id-21912	9.26e-05	+	CTGTCTTTTTAACAAATGTTCACTAGGGGCAGTAC	UpstreamP1_CTCF	34
chr12	15167790	15167940	id-21913	1	+	NA	NONE	2
chr12	15304546	15304696	id-21914	3.09e-07	+	GTGGATCATAGTAAATCATCCACCAGAGGGCACTG	V_CTCF_BR	38
chr12	15305522	15305672	id-21915	6.21e-05	-	ATTCCTAGTCCATGCGAAACCACAGGGTGGTGCTC	V_CTCF_BR	36
chr12	15334795	15334945	id-21916	2.23e-06	+	ATGTCATTACAACCACTGACCACTGGCAGGAGCCA	UpstreamP1_CTCF	39
chr12	15361229	15361379	id-21917	1	+	NA	NONE	36
chr12	15374354	15374504	id-21918	1.08e-08	-	GAGGAGCCTGCCCCTGCCCCCAGTAGGGGGCGCCG	V_CTCF_BR	40
chr12	15380113	15380263	id-21919	3.47e-07	+	CTGAAGCCTCTTCTTTTGGCCAGCAGGCGGCCCTC	UpstreamP1_CTCF	40
chr12	15422001	15422151	id-21920	4.88e-08	-	ATGTTATTATCCCTCTCTGACACTAGGTGGCACTA	UpstreamP1_CTCF	40
chr12	15429132	15429282	id-21921	2.58e-07	+	AATGTCATATTTCAGTTGGCCACAAGATGGCAGGA	Upstream_CTCF	40
chr12	15432367	15432517	id-21922	3e-06	+	CTGCAATGAATTGGCATGCCCTGTAGTGGGCCAGC	UpstreamP1_CTCF	19
chr12	15475727	15475877	id-21923	2.19e-05	+	CTGCCGTTGGGAGCGGCGCGCCCCAGGGCACGATG	UpstreamP1_CTCF	13
chr12	15581723	15581873	id-21924	4.34e-05	+	ATTTCCATTCACATTCCAGCCAGCAGGAAGGAGAA	Upstream_CTCF	21
chr12	15675636	15675786	id-21925	9.25e-06	-	CTAGCATATTGCTGGAAGGCCACAAGATGTCACTA	V_CTCF_BR	39
chr12	15679055	15679205	id-21926	1	+	NA	NONE	7
chr12	15680560	15680710	id-21927	2.12e-06	-	GATCACTGCCTACATTTCAGCTCTAGGTGGCACCT	UpstreamP1_CTCF	37
chr12	15685434	15685584	id-21928	4.14e-06	+	CCTCCAAACTTTCAAACACCCTCAAGGGGGCACTA	V_CTCF_BR	40
chr12	15733587	15733737	id-21929	8.58e-06	-	TTCTGGTTTCAGGCAGTGGCCCCTGGGTGGCAATA	UpstreamP1_CTCF	13
chr12	15737496	15737646	id-21930	2.6e-06	-	AGATTCATTATGCTTATGGCCAAAAGGGGGCACTC	V_CTCF_BR	39
chr12	15743389	15743539	id-21931	1.65e-07	+	ATGCTTTTCCTACCCAGCACCACTAGATGTCAGTA	UpstreamP1_CTCF	40
chr12	15746003	15746153	id-21932	2.97e-06	+	AGGTGTCCATGTGTGATGACCACAAGGGGTAGCTC	V_CTCF_BR	28
chr12	15841835	15841985	id-21933	1	+	NA	NONE	6
chr12	15853000	15853150	id-21934	2.29e-05	+	CTGCACTGCAGCCTGGGGGACAGAATGAGACTCCA	UpstreamP1_CTCF	5
chr12	15925457	15925607	id-21935	5.01e-06	+	GCATTGGCTCTCACTGCTGCCAACAGATGGTGCTA	V_CTCF_BR	38
chr12	15941291	15941441	id-21936	1	+	NA	NONE	13
chr12	15942585	15942735	id-21937	2.81e-05	+	CCCTAACAGGACTGACTAGCAGCCAGGAGGCGCAG	V_CTCF_BR	30
chr12	15980826	15980976	id-21938	1	+	NA	NONE	11
chr12	16009415	16009565	id-21939	1.03e-06	-	AAATGCACTTTTCCTTCAGCCACCAGATGGCAATC	V_CTCF_BR	40
chr12	16011452	16011602	id-21940	1.1e-06	+	TGTTCTGTGGTAGGGTCTTCCAGCAGGGGGCTCGA	V_CTCF_BR	34
chr12	16052346	16052496	id-21941	8.81e-07	-	TTATTATGACTATAGAGAGCCACCAGGTGGAGCTC	V_CTCF_BR	39
chr12	16084542	16084692	id-21942	1	+	NA	NONE	29
chr12	16132166	16132316	id-21943	1.09e-07	-	AGTGTGGTACCTGTGCTGGCCAGTAGGAGCAGCAC	Upstream_CTCF	40
chr12	16135538	16135688	id-21944	1.34e-06	+	GCTGCACTATGCTTATAAGGCAGTAGATGGCTCTC	Upstream_CTCF	40
chr12	16149353	16149503	id-21945	1.1e-05	+	ACTCCAGTCTCTGCCTCTGTCACTAGATGGCTGTC	V_CTCF_BR	29
chr12	16229608	16229758	id-21946	3.45e-05	+	CTGACACTAAGTTAAGCTGTCAATAGAGGGCACTG	V_CTCF_BR	39
chr12	16275019	16275169	id-21947	1	+	NA	NONE	17
chr12	16318477	16318627	id-21948	4.44e-06	+	TTGTTATCAACCCACATGGCCACTGGATGTCCCCA	UpstreamP1_CTCF	39
chr12	16342911	16343061	id-21949	1	+	NA	NONE	31
chr12	16512939	16513089	id-21950	3.97e-07	-	CGGAAAAGCCAGTGTCTCATCACCAGGGGGCGCTG	V_CTCF_BR	40
chr12	16539091	16539241	id-21951	1.92e-05	+	GATCGGTGATTTCCCATTGCCACTAGATGTCCCTG	UpstreamP1_CTCF	39
chr12	16570101	16570251	id-21952	3.09e-06	-	CTTGCACTTCCCTCTCCTGCCACCATGTGAAAAAG	Upstream_CTCF	14
chr12	16593274	16593424	id-21953	1.39e-05	+	AGCCAATACCTTCTCCCTGCCACTAGAGGTAACTT	V_CTCF_BR	12
chr12	16602525	16602675	id-21954	3.09e-05	+	GATCAACTATATTGTGATGCCAATAGGGGGCCCTG	UpstreamP1_CTCF	6
chr12	16627007	16627157	id-21955	1	+	NA	NONE	10
chr12	16645301	16645451	id-21956	1	+	NA	NONE	5
chr12	16687303	16687453	id-21957	1	+	NA	NONE	3
chr12	16775384	16775534	id-21958	2.53e-05	+	CTCTCATGTGTGTAGAAAGCCACATGGTGGCTCCC	V_CTCF_BR	4
chr12	16827905	16828055	id-21959	1	+	NA	NONE	5
chr12	16838171	16838321	id-21960	4.44e-06	-	GAGTATTACCTGCTTTCTGCCACCAGGGAGGGATG	UpstreamP1_CTCF	24
chr12	16997938	16998088	id-21961	1.73e-08	-	TTGCATTTGCTTCTGCTGGGCACTAGGGGGTACCA	UpstreamP1_CTCF	20
chr12	17092868	17093018	id-21962	1	+	NA	NONE	39
chr12	17103423	17103573	id-21963	1.29e-05	+	GTCCAGGAGGGAGGAAAAGACACCAGGAGGAGCTA	UpstreamP1_CTCF	2
chr12	17115936	17116086	id-21964	1.21e-06	+	CAGCATTCATAACCTCTAACCACTAGAAGCCAGTA	UpstreamP1_CTCF	7
chr12	17169574	17169724	id-21965	3.03e-05	-	CACGCACTCCTCCCCACCTCCAGTAGGGATGCAGA	Upstream_CTCF	5
chr12	17181384	17181534	id-21966	3.16e-06	+	CTGGGGTCATAGGCAGTCGCCACTAGATGCTGCTG	UpstreamP1_CTCF	9
chr12	17232575	17232725	id-21967	5.92e-05	+	GTTGTCATTGACTGAAACACCATTAGGTGGTGCAT	Upstream_CTCF	10
chr12	17368811	17368961	id-21968	3.84e-06	+	ATGTTCTCTGGCCAATCAACCAACAGGGGGTACTC	UpstreamP1_CTCF	12
chr12	17410510	17410660	id-21969	2.67e-06	-	TGAGCAAGAGAGACTTCTGCCAGCAGATGGCCTTC	Upstream_CTCF	3
chr12	17432049	17432199	id-21970	1.03e-06	-	CTGCAATTAAGAAACTAAACCACTAGAGGCATGCT	UpstreamP1_CTCF	21
chr12	17505282	17505432	id-21971	8.64e-05	-	ATAGTAGTTCTCTTTCTTGCCACCAGGCCACTGAG	Upstream_CTCF	3
chr12	17642502	17642652	id-21972	2.1e-05	-	GCGTTGTAGCCTAAACCAACCAGCAGGGGTGTTTC	UpstreamP1_CTCF	14
chr12	17664462	17664612	id-21973	1	+	NA	NONE	13
chr12	17681405	17681555	id-21974	7.73e-06	-	CTTGAAAACTCACTCATTGTCACAAGATGGCACCA	V_CTCF_BR	5
chr12	17742041	17742191	id-21975	3.63e-08	-	CCTGCTCTACATGCCTTGTCCTCCAGGAGGCTCCA	Upstream_CTCF	25
chr12	17795068	17795218	id-21976	1.52e-07	-	ATAGATTTCTACAAGGTAGCCACTAGGTGGCAGCA	V_CTCF_BR	40
chr12	17962265	17962415	id-21977	1.96e-07	+	TTGCTTTTACTCAGAATGGCCAACAGGGGGCATTT	UpstreamP1_CTCF	6
chr12	18028296	18028446	id-21978	2.39e-05	+	CACCTAGGTCCCAGACTCACCACCAGGTGACTCAA	UpstreamP1_CTCF	3
chr12	18082010	18082160	id-21979	4.31e-05	-	GATCATTTTCCTTCAAAGGCCAAAAGATGGTGCTG	UpstreamP1_CTCF	25
chr12	18107795	18107945	id-21980	1.17e-05	-	CAGGAGAGAAGAAGTGAAGCCACTAGATGCCACTC	V_CTCF_BR	11
chr12	18129257	18129407	id-21981	2.96e-05	-	AGCGGCAAGCATAGAATGGCCAGGAGGCGGCAGTA	V_CTCF_BR	28
chr12	18145098	18145248	id-21982	3.41e-07	-	TGAGGAATATGGAGGTCGGCCACTAGGGGGAGAGC	Upstream_CTCF	38
chr12	18293041	18293191	id-21983	1.46e-07	+	GCAGCAATATCTTAAAAGACCACAAGATGGTGACA	Upstream_CTCF	34
chr12	18312246	18312396	id-21984	1.99e-07	+	TTTAGGCCAAACTGTTTTGCCACTAGAGGGAGCCA	V_CTCF_BR	40
chr12	18377806	18377956	id-21985	5.3e-05	-	TTCAAATTCCTGCAAAATTCCTCTGGAGGGCACTA	UpstreamP1_CTCF	38
chr12	18399098	18399248	id-21986	9.25e-06	+	AAACATGATAGCTGGCTGGCCTCTAGGTGGCTTCC	V_CTCF_BR	36
chr12	18403364	18403514	id-21987	2.6e-06	+	TTAGAGAAGCATTTCATTTCCAGAAGGTGGCGCTG	V_CTCF_BR	40
chr12	18473100	18473250	id-21988	1	+	NA	NONE	39
chr12	18498060	18498210	id-21989	7.27e-06	-	CCAACAGAGATTCTGCTGAACAGCAGGAGGCAGAG	V_CTCF_BR	6
chr12	18514550	18514700	id-21990	7.62e-07	-	CCTGCAGTACCACAGACAGACACCAGAAAAAGCAA	Upstream_CTCF	21
chr12	18568305	18568455	id-21991	7.8e-08	-	GGAGAGAGACAGGGAGCAGCCAGCAGGTGGAAGAG	V_CTCF_BR	14
chr12	18583475	18583625	id-21992	7.6e-05	+	GTGCACATGCAGACTTATGTCGATAGGGGGTGGAG	UpstreamP1_CTCF	38
chr12	18702643	18702793	id-21993	5.92e-05	-	GGAACCAAATATCCAGGGGACTCCTGGTGGTAGCA	V_CTCF_BR	29
chr12	18705892	18706042	id-21994	1	+	NA	NONE	26
chr12	18742377	18742527	id-21995	1	+	NA	NONE	26
chr12	18791912	18792062	id-21996	4.14e-06	-	TGCCATTTGATATCCTCCCCCAGGAGGGGGAGCAC	V_CTCF_BR	19
chr12	18801510	18801660	id-21997	2.53e-05	-	TAACCAAGTTTAAATCGTGCCTCTGGGTGGCAGAA	V_CTCF_BR	4
chr12	18958554	18958704	id-21998	1	+	NA	NONE	31
chr12	19014332	19014482	id-21999	1.23e-05	+	CTGAAAATTCACAATCTCTCCAGTAGGTGTCATCA	UpstreamP1_CTCF	34
chr12	19035717	19035867	id-22000	6.39e-05	+	TGTCCTGGGTTAAATCTGGCCACGAGAGGTCCCTA	Upstream_CTCF	7
chr12	19184012	19184162	id-22001	1	+	NA	NONE	11
chr12	19282990	19283140	id-22002	2.43e-06	+	CAAACGGAGTTGGGCTCCGCCTGGAGGAGGCGGCA	V_CTCF_BR	35
chr12	19335075	19335225	id-22003	1.83e-05	+	TTTTAAGTTTTTTGTTTGGCCAGATGAGGGCACTT	V_CTCF_BR	30
chr12	19336505	19336655	id-22004	7.23e-07	-	GCTGCTGTTCCTTGAAACACCAAGAGATGGCCTTT	Upstream_CTCF	35
chr12	19339777	19339927	id-22005	3.09e-07	-	TTTACAACATCTCTTTCAACCACCAGAGGGCAGAA	V_CTCF_BR	40
chr12	19373869	19374019	id-22006	1.48e-05	-	CTGTTGATTCACAATCTTGCCAGCAGTTGGTATGG	UpstreamP1_CTCF	14
chr12	19376115	19376265	id-22007	9.4e-06	-	TGGATTTTATGATCACTGTCCACCAGGTGGCAATT	UpstreamP1_CTCF	35
chr12	19441682	19441832	id-22008	7.73e-06	-	ATAAATTTTGGCTAAATATCCACTAGAGGGAGCAA	V_CTCF_BR	38
chr12	19660881	19661031	id-22009	8.98e-06	+	ATTTTCTTTCGAGCCTTCTCCAGAAGAGGTCAGCA	UpstreamP1_CTCF	27
chr12	19725889	19726039	id-22010	1.64e-06	+	TTGAAATTTGGGCTGTGATCCAGCAGATGGCGCTT	UpstreamP1_CTCF	40
chr12	19727587	19727737	id-22011	1.08e-05	-	CCTCATTTCTCTCCACCCTCCAGCAGAGGGCTTAT	UpstreamP1_CTCF	33
chr12	19796696	19796846	id-22012	1	+	NA	NONE	39
chr12	19861018	19861168	id-22013	1	+	NA	NONE	23
chr12	19892250	19892400	id-22014	5.51e-07	+	CACAATTAGACAATTTAGGCCAGCAGATGGCACTC	V_CTCF_BR	40
chr12	19910369	19910519	id-22015	1.75e-07	+	CTGCATTGATTTATCTTTGCCACTAGATGTCCCTG	UpstreamP1_CTCF	40
chr12	19925044	19925194	id-22016	1	+	NA	NONE	6
chr12	19931829	19931979	id-22017	9.25e-06	+	TGATGTTTTGTGCTGTGATCCAGTAGGTGGCACTT	V_CTCF_BR	21
chr12	19932474	19932624	id-22018	1	+	NA	NONE	16
chr12	19987229	19987379	id-22019	1	+	NA	NONE	9
chr12	20046567	20046717	id-22020	1	+	NA	NONE	37
chr12	20068735	20068885	id-22021	2.2e-06	+	AGTGTTATGTTGACCTTGTACTGCAGGAGGCAGCA	Upstream_CTCF	36
chr12	20124488	20124638	id-22022	1	+	NA	NONE	11
chr12	20148014	20148164	id-22023	2.1e-05	+	GTTTGATTTTTAATTCTATCCAGTAGAGGGAGATG	Upstream_CTCF	20
chr12	20177270	20177420	id-22024	1	+	NA	NONE	6
chr12	20295979	20296129	id-22025	7.46e-06	+	CTCGACTTACAAGGTTTGACCACTTGGGGGAAACG	UpstreamP1_CTCF	25
chr12	20347219	20347369	id-22026	3.09e-06	-	AGTGGATTCTCCCCTACAGCCTCTGGAGGGAGCAC	Upstream_CTCF	36
chr12	20365947	20366097	id-22027	1	+	NA	NONE	5
chr12	20373401	20373551	id-22028	5.37e-06	-	AGTCACTGCCTCCTTTTTGGCACTAGATGGTGCCT	UpstreamP1_CTCF	38
chr12	20458565	20458715	id-22029	1	+	NA	NONE	3
chr12	20521050	20521200	id-22030	1.72e-06	+	TCAGCAGCCCCTGCTCCAGCCTGTAGGGTGAACCG	Upstream_CTCF	32
chr12	20521640	20521790	id-22031	2.31e-07	-	GCTGCAGCGCGCCGGGCCCGCGGCAGATGGAGGTC	Upstream_CTCF	14
chr12	20522526	20522676	id-22032	6.8e-06	-	AGAGCAGCGCCGAGGGCTGCAGCCAGGGGCTGAGC	Upstream_CTCF	25
chr12	20530052	20530202	id-22033	1	+	NA	NONE	36
chr12	20576639	20576789	id-22034	1.54e-05	-	AGCCAGCTGTCCCTGCATACCACCAGGAGGCTATA	UpstreamP1_CTCF	10
chr12	20616983	20617133	id-22035	1.59e-06	+	AATCATTATTCTGCACTTGCCACTAGATGGCTCTG	V_CTCF_BR	39
chr12	20639266	20639416	id-22036	1	+	NA	NONE	23
chr12	20681308	20681458	id-22037	2.19e-05	-	ATTCATTTACCTTGGCTCTCCACTAGGTTGAACTT	UpstreamP1_CTCF	9
chr12	20702186	20702336	id-22038	1	+	NA	NONE	38
chr12	20704370	20704520	id-22039	1	+	NA	NONE	40
chr12	20754737	20754887	id-22040	1.73e-05	-	AGGCTAAAAACTTCAGTGAACAACAGATGGCAGTA	V_CTCF_BR	37
chr12	20777779	20777929	id-22041	3.63e-06	-	CATTTGCTTACACTCTTTGCCACGAGGGGGCTCTT	V_CTCF_BR	34
chr12	20799281	20799431	id-22042	1.1e-06	+	TTAGGACTAAACTGTTTGTCCAGTAGATGGCACTC	V_CTCF_BR	39
chr12	20834013	20834163	id-22043	7.44e-05	+	ATTACATTACTGCTATGCACCACTTGAAGGAGCTC	Upstream_CTCF	25
chr12	20869024	20869174	id-22044	7.73e-06	+	CTTGGCTATGCTCTGCAGGACTCCAGGGGGTGCTG	V_CTCF_BR	14
chr12	20884300	20884450	id-22045	1	+	NA	NONE	3
chr12	20951638	20951788	id-22046	1.03e-06	-	TAATTGTGAGATTCTCCAGCCAGTAGGTGGAAGCA	V_CTCF_BR	30
chr12	21009454	21009604	id-22047	3.66e-06	-	GGGCACTGCACGAGCATGGGCGACAGAGGGAGACT	UpstreamP1_CTCF	0
chr12	21099794	21099944	id-22048	5.68e-06	+	TTATAATACTGGTTTGCCTCCACCAGGTGTCGCTG	V_CTCF_BR	37
chr12	21103294	21103444	id-22049	4.99e-07	+	TCTGAATTAATATTAGCTTCCACCAGAGGGAGACA	Upstream_CTCF	39
chr12	21218906	21219056	id-22050	1.09e-07	-	ACAGCAGTACTTTGTTAGCCCAGTTGAGGGCACAA	Upstream_CTCF	27
chr12	21227117	21227267	id-22051	4.65e-05	-	ATAGGCCTCTAAAAGGTGGCCGATAGGAGGCAGGA	V_CTCF_BR	7
chr12	21322938	21323088	id-22052	2.05e-09	-	ACTGCAGTTCCAGACAGAGACACGAGGTGGAGCAC	Upstream_CTCF	40
chr12	21401750	21401900	id-22053	4.7e-05	+	AATGTTAATCTTAAATAGTCCTAAAGAGGGCAGTG	Upstream_CTCF	25
chr12	21402667	21402817	id-22054	5.41e-06	-	ACAGTAACAATTTGTTAGCCCGGTAGAGGGCACTG	Upstream_CTCF	5
chr12	21449848	21449998	id-22055	1.3e-07	+	GCTGCAGAGACACCTAAAACCACTAGGGGGACCAA	Upstream_CTCF	40
chr12	21457052	21457202	id-22056	3.16e-05	+	CAAGCAGATGAAAGGGTCACCTCCAGGGGCACTAG	Upstream_CTCF	9
chr12	21466523	21466673	id-22057	1.28e-06	+	AGGCAGAGGTTTCAGTGAACCGGGAGATGGCGCCA	V_CTCF_BR	32
chr12	21524088	21524238	id-22058	2.01e-05	+	AATGGTAAACTGACATGGCACACTAGGGGGCGTGT	Upstream_CTCF	7
chr12	21590607	21590757	id-22059	3.63e-05	-	ACCACGAACTTCCCTGCCGTCGGGGGAGGGCGCGC	V_CTCF_BR	37
chr12	21604660	21604810	id-22060	7.17e-05	-	TTTACAGTACTTCAGAATTTCGGCAGGAGGCACTA	Upstream_CTCF	29
chr12	21653996	21654146	id-22061	2.94e-06	+	CCCGCCCTTCCGCTACTGTGAAGCAGGGGGTGGAA	Upstream_CTCF	3
chr12	21760743	21760893	id-22062	1.31e-05	+	GGTTCCCTTGGTAAGTATTCCAGCAGAGGTCACTA	V_CTCF_BR	36
chr12	21766863	21767013	id-22063	5.48e-05	+	GCTGCAATACAAGCAGATACCGCTTGGGTAATCAA	Upstream_CTCF	27
chr12	21812444	21812594	id-22064	2.91e-05	+	CCCTCATTTCCATTCCTCGCCACAAGGTGTTCTAA	Upstream_CTCF	28
chr12	21833411	21833561	id-22065	3.79e-08	-	CAGTATTTCTAGAGAACTTCCAGCAGGTGGCAGTA	UpstreamP1_CTCF	40
chr12	21850877	21851027	id-22066	5.89e-08	+	CTGTTTTCTTGCATTTTCACCACCAGATGGCAGTG	UpstreamP1_CTCF	37
chr12	21926276	21926426	id-22067	1	+	NA	NONE	37
chr12	22094170	22094320	id-22068	1	+	NA	NONE	12
chr12	22095012	22095162	id-22069	3.48e-06	-	CCGCAGTCCTGCAGCGGCGCCCCTTGAGGACGGCA	UpstreamP1_CTCF	35
chr12	22115897	22116047	id-22070	1.39e-07	-	CTTGTTTGCCTGGGTGTCACCAGCAGAGGGTGCCG	V_CTCF_BR	15
chr12	22134837	22134987	id-22071	5.28e-05	-	AAAGTGATCTCAGGCTTAACCTGCAGGGGACTCTG	Upstream_CTCF	5
chr12	22142865	22143015	id-22072	3.91e-06	-	TATCCAGTCTCTCAACTCAGCACTAGAGGGAGCAA	Upstream_CTCF	39
chr12	22171950	22172100	id-22073	5.34e-06	-	GTTATAATTTTACTACCAGACAGTAGGTGGCACTA	V_CTCF_BR	32
chr12	22236229	22236379	id-22074	3.73e-06	+	TCAGTGGTTGACATTTTGGCCACTGGGTGTCATCA	Upstream_CTCF	38
chr12	22253993	22254143	id-22075	5.01e-06	+	TGAAGCTTTGGGGTATGATCCAGTAGGTGGCGCTT	V_CTCF_BR	40
chr12	22274283	22274433	id-22076	1.47e-05	+	GGTCACCCCAAAGCTCAAACCGCTAGGGGGAGCAT	V_CTCF_BR	36
chr12	22296663	22296813	id-22077	3.81e-05	+	GGACAGAACTCTGCTGACACCCGCAGAGGGAGCAT	V_CTCF_BR	4
chr12	22326198	22326348	id-22078	1.17e-05	-	TCTAGACAGATGTTTCTGTACACTAGGGGGCTGTA	V_CTCF_BR	23
chr12	22344268	22344418	id-22079	1	+	NA	NONE	13
chr12	22381232	22381382	id-22080	7.12e-06	+	CTGCAGTTAGTGGAAATTCCCTGCAGATTCTAGCA	UpstreamP1_CTCF	1
chr12	22384878	22385028	id-22081	8.5e-06	+	AGGGTTATTCTCATAGGAACCACAAGGAGACAGGA	Upstream_CTCF	32
chr12	22436593	22436743	id-22082	1	+	NA	NONE	15
chr12	22488581	22488731	id-22083	2.1e-05	-	AAGCAAATAGAATAGGCGACCGCTAGGAGGTACCC	UpstreamP1_CTCF	38
chr12	22488881	22489031	id-22084	2.27e-06	-	GATTTCTGGGGCATGCCTGCCGGTGGAGGGCAGTA	V_CTCF_BR	15
chr12	22596417	22596567	id-22085	7.02e-05	-	CTGTTGGAATGAGTTCCACACAGAACAGGGAAGTA	UpstreamP1_CTCF	40
chr12	22612927	22613077	id-22086	1.84e-06	-	GTTTCACAAAGTCTTGATACCACCAGAGGGAGCTG	V_CTCF_BR	40
chr12	22682328	22682478	id-22087	1	+	NA	NONE	35
chr12	22682685	22682835	id-22088	3.45e-05	-	AGCTAGAGTGAAGGGGAGTCCAGGAGGAGGAGCTG	V_CTCF_BR	19
chr12	22697118	22697268	id-22089	1	+	NA	NONE	32
chr12	22697576	22697726	id-22090	1.15e-06	-	GCAGCACTCGCGCTTCGGCCCGCAAGATGGAGCGT	Upstream_CTCF	38
chr12	22784914	22785064	id-22091	4.41e-06	-	AAATCTGCTATTAAGATTACCACTAGAGGGAGGGA	V_CTCF_BR	37
chr12	22823826	22823976	id-22092	2.96e-05	-	AAGCAAAATAAATCCTTTGCCACATGGGGGCATCA	V_CTCF_BR	29
chr12	22837171	22837321	id-22093	1.64e-05	-	ATCCTACTGACGTCTGCACCCACTAGATGGCTACA	V_CTCF_BR	20
chr12	22837601	22837751	id-22094	4.41e-06	+	CGCAGGATTAGAAAAGTGTCCAGTAGGTGGTGCAA	V_CTCF_BR	38
chr12	22862362	22862512	id-22095	2.73e-07	+	GGGGCAATATCCTAAAAGACCACAAGGTGGTAATG	Upstream_CTCF	39
chr12	22867005	22867155	id-22096	1	+	NA	NONE	1
chr12	22868025	22868175	id-22097	5.2e-08	-	CTGCACTTTAGAAAGATGGCTCCTAGGGGGCAGTA	UpstreamP1_CTCF	17
chr12	22886710	22886860	id-22098	9.84e-05	+	CTCCATAGTCAGGCAGTGTCCTATAGATGGCATTG	V_CTCF_BR	5
chr12	22934393	22934543	id-22099	1.71e-06	-	TCAATGCTACTCCCAACAGCCTGCAGATGGCAACA	V_CTCF_BR	13
chr12	22956740	22956890	id-22100	2.43e-06	-	TCCCCCTTGTGAGGAGTGGCCAGCAGCAGGCTGAG	V_CTCF_BR	16
chr12	23009150	23009300	id-22101	1.48e-05	+	GGGAAATATTTTTTATTGTCCACTAGATGTCAGTA	UpstreamP1_CTCF	39
chr12	23088171	23088321	id-22102	1	+	NA	NONE	4
chr12	23134758	23134908	id-22103	2.11e-06	-	GGGTGAGGAAGAGGCTCTGCCTCTTGATGGCAGCA	V_CTCF_BR	31
chr12	23167834	23167984	id-22104	1	+	NA	NONE	17
chr12	23208074	23208224	id-22105	2.11e-06	-	AGGCTTCACCTTCCTTCTCCCACCTGGGGGCAGTG	V_CTCF_BR	36
chr12	23279829	23279979	id-22106	1	+	NA	NONE	6
chr12	23357441	23357591	id-22107	1	+	NA	NONE	3
chr12	23358241	23358391	id-22108	1.31e-09	+	GTGCATTTACACGTGATGACCACTAGATGGCAGAT	UpstreamP1_CTCF	40
chr12	23363646	23363796	id-22109	4.58e-08	-	TTGCAGATGACAGCGAGGGGCAGCAGGTGGCGGCG	UpstreamP1_CTCF	2
chr12	23370209	23370359	id-22110	1.55e-05	+	CACCTCCTGAGAATGCAGCCCAGTAGGTGTCAGCA	V_CTCF_BR	10
chr12	23374118	23374268	id-22111	1.72e-06	-	CATGTCATTCTGTCTGGGGCCTCCTGGTGGTGCTG	Upstream_CTCF	30
chr12	23492815	23492965	id-22112	8.56e-05	-	GTGCTGATTTGCCATTTCGCCTCTGGGTAGCATAG	UpstreamP1_CTCF	7
chr12	23515038	23515188	id-22113	2.6e-07	-	CGACCCCTATGCTGGATGTCCAGTAGGGGGAGGTA	V_CTCF_BR	16
chr12	23529301	23529451	id-22114	2.12e-06	-	GTGCAAATCAATCTCCTATCCAGTAGGTGGTGCTT	UpstreamP1_CTCF	14
chr12	23625247	23625397	id-22115	1	+	NA	NONE	10
chr12	23657074	23657224	id-22116	7.27e-06	+	TGCAGGGAGATCACATGCACCAGGAGGAGGCAGTA	V_CTCF_BR	12
chr12	23681378	23681528	id-22117	5.52e-05	-	CTCTGATGTTCCAAAACAACCAGGAGGTGGGGATA	UpstreamP1_CTCF	4
chr12	23738732	23738882	id-22118	1	+	NA	NONE	1
chr12	23822737	23822887	id-22119	2.34e-06	+	TTGCATTGCAGTTATTTTTCCAGCAGATGGACACT	UpstreamP1_CTCF	3
chr12	24037941	24038091	id-22120	1	+	NA	NONE	3
chr12	24055232	24055382	id-22121	6.43e-06	-	TATCATGCCGAAAGAACAACCAGTAGAAGGCACTG	V_CTCF_BR	4
chr12	24103511	24103661	id-22122	1	+	NA	NONE	15
chr12	24165566	24165716	id-22123	1.7e-05	+	ATTGCTTTAGGATGAGAAATCAGCAGGTGGCACTC	Upstream_CTCF	30
chr12	24178463	24178613	id-22124	8.58e-06	-	CTGTAATAAGCATTAGGTACCACTAGATAGGGGTA	UpstreamP1_CTCF	37
chr12	24180409	24180559	id-22125	5.9e-06	+	ATGCCATGCCCACATCACTCCACTTGGGGCAGAGG	UpstreamP1_CTCF	24
chr12	24262486	24262636	id-22126	2.4e-05	+	AGCTAGCTGCATCTCATATCCACTAGGGGGATCAT	V_CTCF_BR	39
chr12	24351785	24351935	id-22127	7.73e-05	-	GCTGCCGTCTCACTGGAGCGCCACACGGGGAGCAG	Upstream_CTCF	2
chr12	24421706	24421856	id-22128	1.21e-05	+	AGAGTAATGCACATTTTTATCTACAGGTGGCAGAC	Upstream_CTCF	18
chr12	24431861	24432011	id-22129	1.73e-05	+	TCACAGGTGGTAATTTTACCCACAAGAGGGAGCTT	V_CTCF_BR	14
chr12	24513078	24513228	id-22130	9.62e-05	+	AGGCAATTAGTCTAGCTACACACAGGATGTCACTA	UpstreamP1_CTCF	8
chr12	24687742	24687892	id-22131	4.01e-05	+	GAGGGGATGCGAGGGCTGGCCACTTGGGGAAGCAG	Upstream_CTCF	13
chr12	24739355	24739505	id-22132	1	+	NA	NONE	5
chr12	24748699	24748849	id-22133	7.44e-05	+	CATGCAATGCAGTGATGCTCCACCAGGGCTGCAGA	Upstream_CTCF	37
chr12	24749846	24749996	id-22134	5.48e-05	-	ACATGTATTTTGCCTTTATCCACTAGAGGGGGTAA	Upstream_CTCF	40
chr12	24783519	24783669	id-22135	7.44e-06	-	GCTGTACTGCCCTCCTTCCCCTCTGGGCTGAGCTG	Upstream_CTCF	21
chr12	24814861	24815011	id-22136	1	+	NA	NONE	14
chr12	24881425	24881575	id-22137	8.89e-06	-	GGTAAAATACTCCCAGTACCCACAAGGTGGCATGG	Upstream_CTCF	39
chr12	24931967	24932117	id-22138	1	+	NA	NONE	39
chr12	24934081	24934231	id-22139	8.13e-06	-	ACAGTTGTTTTGTTCATGAACAATAGATGGTGCTA	Upstream_CTCF	34
chr12	24989428	24989578	id-22140	9.25e-06	-	AGAAGAACTGGCAACTCCTCCACTAGATGGCATCA	V_CTCF_BR	39
chr12	24992599	24992749	id-22141	1	+	NA	NONE	4
chr12	25001387	25001537	id-22142	1	+	NA	NONE	8
chr12	25005469	25005619	id-22143	8.99e-05	+	GGTAAATTTGCATTTTATTCCACTAGGTGGTAGTA	V_CTCF_BR	36
chr12	25102009	25102159	id-22144	2.2e-07	+	AGGCTGCTCCCCCAGGCCGCCCCCAGATGGTGGAG	UpstreamP1_CTCF	33
chr12	25104907	25105057	id-22145	1	+	NA	NONE	3
chr12	25113283	25113433	id-22146	1.28e-06	+	GGGCAAAACTCAGCCAGCACCAGCAGAGGGAGCAT	V_CTCF_BR	40
chr12	25144525	25144675	id-22147	1.28e-06	+	AATGACTTCCAACTACTTACCAGCAGAGGGTGCTA	V_CTCF_BR	38
chr12	25272075	25272225	id-22148	9.41e-05	-	GACAGAAAATGCTTTCCCACCTATAGAGGTCACAC	V_CTCF_BR	25
chr12	25283743	25283893	id-22149	2.11e-06	-	GAGTACAGCAAGAAGTTTGCCACTAGAGGGCTCTT	V_CTCF_BR	38
chr12	25288928	25289078	id-22150	5.51e-07	-	GCTGTTTGTTGGCCTTCAGCCAGGAGGTGGCGCTT	V_CTCF_BR	17
chr12	25308123	25308273	id-22151	1.84e-06	-	TTAGCTAATACCTTTGTCACCACAAGAGGGAGGTG	V_CTCF_BR	38
chr12	25348407	25348557	id-22152	9.84e-06	-	CCGCAGAGGCCCAGGCCTCCCACCGGGTGTCCGCT	UpstreamP1_CTCF	28
chr12	25363953	25364103	id-22153	2.1e-05	+	ACAATACTTCCAAACCTAGACAGCAGAGGGAGTCT	Upstream_CTCF	36
chr12	25394231	25394381	id-22154	5.51e-07	+	TATAAAGCAAATAATTTGACCAGTAGAGGGCACTC	V_CTCF_BR	39
chr12	25530537	25530687	id-22155	1	+	NA	NONE	1
chr12	25538996	25539146	id-22156	1.04e-06	-	GCTGCAGTTAGCGCTGCGCGCGTGAGGTGGCGGGG	Upstream_CTCF	35
chr12	25539714	25539864	id-22157	1	+	NA	NONE	10
chr12	25540499	25540649	id-22158	8.81e-07	-	GTTGCCCATAAACCATTTGACAGCAGGGGGAGCTC	V_CTCF_BR	40
chr12	25558076	25558226	id-22159	2.66e-05	-	CCATGTGGTCTTCAGCGACACAGCAGGGGGCGTGC	V_CTCF_BR	4
chr12	25589369	25589519	id-22160	2.78e-06	+	TCAGTGCCTACTTGGTTTACCACTAGAGGGCATTG	V_CTCF_BR	40
chr12	25610965	25611115	id-22161	1	+	NA	NONE	3
chr12	25710897	25711047	id-22162	1	+	NA	NONE	40
chr12	25736522	25736672	id-22163	1.55e-05	+	GTTAATGCACCAGCCTCCGCTGGTAGAGGGAGCCA	V_CTCF_BR	29
chr12	25744196	25744346	id-22164	1.1e-06	+	CACTGGCAGGCAGCATTCACCACAAGGTGGCTGAA	V_CTCF_BR	36
chr12	25772568	25772718	id-22165	1.56e-05	+	CCAGTGCTCCGTGGGCAGGACGGCAGGTGGGGCTG	Upstream_CTCF	2
chr12	25830256	25830406	id-22166	1.82e-06	+	AGGCACTTTTCCTGAGTGGACACCAGGGAGCATTC	UpstreamP1_CTCF	21
chr12	25978585	25978735	id-22167	6.49e-06	-	GAGCTTTCTCCTGTTGGTGGCAGAAGAGGGAGGCA	UpstreamP1_CTCF	27
chr12	25982119	25982269	id-22168	4.94e-06	-	ACAGCAGCACCAACACAGACCTCTAGGGAAAAGAT	Upstream_CTCF	18
chr12	26088776	26088926	id-22169	3.56e-05	+	CCTGCAGTGTGGGTCTCGGGCTGGGGAGGCAGTGT	Upstream_CTCF	6
chr12	26111422	26111572	id-22170	9.71e-06	+	GCTGAAACCCGAGCGCCCGGCCGAGGGGGGCGCCC	Upstream_CTCF	8
chr12	26112718	26112868	id-22171	1	+	NA	NONE	31
chr12	26113210	26113360	id-22172	5.08e-05	-	CTGCACCTCTCCCTGCAGAAAGCTGGCTGGCATTC	UpstreamP1_CTCF	35
chr12	26124400	26124550	id-22173	2.55e-06	+	CTTGTACTTCATCCTTTGCCCTCCAGGAGTCTTCC	Upstream_CTCF	28
chr12	26138395	26138545	id-22174	8.99e-05	+	CTGTGTAAACAAGGAGGGGTAGGCAGATGGCAGCA	V_CTCF_BR	1
chr12	26154593	26154743	id-22175	1.35e-05	-	AGGTCCTTCAGGAGGTATTCCAGCAGAAGGCACTG	UpstreamP1_CTCF	14
chr12	26163925	26164075	id-22176	1	+	NA	NONE	4
chr12	26170665	26170815	id-22177	2.97e-06	-	CACTCCATGTGAAGTTTTGCCAAGAGAGGGCACTA	V_CTCF_BR	39
chr12	26182268	26182418	id-22178	2.18e-07	-	TTGGGGCTTATGGTTTTAGCCACCAGAGGTCACCC	V_CTCF_BR	40
chr12	26211365	26211515	id-22179	3.18e-06	+	GTTTAAGTGCGCGTCTTTGCCTCATGGGGGCACTA	V_CTCF_BR	23
chr12	26244897	26245047	id-22180	1.04e-05	-	AGAGCCAAATCGGAGTCCTCCTGCAGAGGGCATAG	V_CTCF_BR	29
chr12	26250096	26250246	id-22181	3.4e-06	+	TGCAGTAACAACGAGTCTTACACTAGGGGGCAGCA	V_CTCF_BR	40
chr12	26266897	26267047	id-22182	1	+	NA	NONE	37
chr12	26272484	26272634	id-22183	1.83e-05	+	CAGTTCAGTTGCCATAAAGTCAGCAGAGGGAGCAC	V_CTCF_BR	40
chr12	26275767	26275917	id-22184	2.1e-06	+	GCTTCTGCCCCGCGCGCTCCAGGCAGGGGGCGGCC	Upstream_CTCF	32
chr12	26276217	26276367	id-22185	2.78e-06	+	GGGTGGCGGAGGTGCGGAGCGGGGAGAGGGCGCTC	V_CTCF_BR	37
chr12	26279609	26279759	id-22186	1	+	NA	NONE	22
chr12	26306855	26307005	id-22187	2.81e-06	-	GAGGCTACTCCAAGTTTTTCCACAAGGGGTACCCC	Upstream_CTCF	34
chr12	26311482	26311632	id-22188	9.39e-07	+	GCAGCAATTCTTTTGAAAACCAGAAGAGGCAGATG	Upstream_CTCF	18
chr12	26340501	26340651	id-22189	2.29e-05	+	GTATAGTCACTTCTCTGCACCAGCAGGTGGGGTCA	UpstreamP1_CTCF	24
chr12	26349038	26349188	id-22190	2.72e-05	+	CTGCTCGCGGCTCCCAGCGCCTCCACGGGGCCTGA	UpstreamP1_CTCF	12
chr12	26417470	26417620	id-22191	1	+	NA	NONE	21
chr12	26427526	26427676	id-22192	7.49e-05	-	ATGAGCAGAGAAACCCTCTCCAGGAGAGGGCCCCC	V_CTCF_BR	31
chr12	26452301	26452451	id-22193	1	+	NA	NONE	36
chr12	26462706	26462856	id-22194	1	+	NA	NONE	14
chr12	26523208	26523358	id-22195	9.84e-05	+	ATTATACTGCAGTATGTTACCAGTTGGTGTCAGGA	V_CTCF_BR	4
chr12	26555689	26555839	id-22196	8.19e-06	-	CAGCTGATTACACAGGTAACCACAAGGTGGCATTT	UpstreamP1_CTCF	23
chr12	26587366	26587516	id-22197	2.67e-06	+	CCATCACTACATTTCATGTACAATAGGTGGCAGCA	Upstream_CTCF	40
chr12	26618466	26618616	id-22198	1.04e-05	-	AGCAAGAGAGAGAGAGAGGGCGCCAGAGGGAGCAA	V_CTCF_BR	34
chr12	26624761	26624911	id-22199	1	+	NA	NONE	18
chr12	26677910	26678060	id-22200	1.38e-07	-	GCTGCAATATCACAGCTCATCACTAGGTGTCATCC	Upstream_CTCF	39
chr12	26722809	26722959	id-22201	1	+	NA	NONE	0
chr12	26767271	26767421	id-22202	2.84e-05	-	TTGTGATTGCCTTTGCCTGTTGGCAGGGGGCGCTG	UpstreamP1_CTCF	40
chr12	26782969	26783119	id-22203	5.38e-05	+	ATTTGGTAACCATGAGCAGAAGGCAGGGGGCAGAG	V_CTCF_BR	37
chr12	26783481	26783631	id-22204	1	+	NA	NONE	17
chr12	26804632	26804782	id-22205	8.53e-09	-	ACTGCACTTCATGACTCTGACAGGAGGGGGCGATG	Upstream_CTCF	40
chr12	26844666	26844816	id-22206	1	+	NA	NONE	15
chr12	26854664	26854814	id-22207	3.1e-07	-	TTGTAGATAGGCAAAACTTCCACCAGATGGCAGTA	UpstreamP1_CTCF	35
chr12	26872898	26873048	id-22208	3.22e-05	-	TTGCAGTTGAACTGCAAAGTCACTAGGGACAGCTA	UpstreamP1_CTCF	37
chr12	26901476	26901626	id-22209	1	+	NA	NONE	7
chr12	26920164	26920314	id-22210	6.19e-06	-	CTGCTCTGAACCTCTGGAGGGAGCAGAGGCAGGTG	UpstreamP1_CTCF	12
chr12	26933725	26933875	id-22211	4.68e-07	+	TCCAGAGGAAGGAATGCTGCCACCAGGAGGCACAA	V_CTCF_BR	16
chr12	26985046	26985196	id-22212	4.65e-05	-	AGCCAAAGTGTGGCGTTGTCCTGCGGGAGGAGCTC	V_CTCF_BR	31
chr12	26986262	26986412	id-22213	2.53e-05	-	CGCGCGGGCCGGTGCGGCGGCAGCAGAGGCTTCCC	V_CTCF_BR	33
chr12	26998109	26998259	id-22214	1.55e-08	-	GGGAATGGAGAAATTGTGGCCTCCAGGGGGCGGAG	V_CTCF_BR	40
chr12	27006807	27006957	id-22215	1.04e-07	+	GTGGCCGTTTCCTGGCCATCCAGCAGGTGGAGCCG	V_CTCF_BR	40
chr12	27016572	27016722	id-22216	1.82e-06	-	TTGCTAGAGATCAGCATGGCCATCAGGGGGAGCAG	UpstreamP1_CTCF	39
chr12	27031008	27031158	id-22217	2.31e-07	-	GAAGTAATTTTCCTAATCACCAGAAGGGGGACCTG	Upstream_CTCF	40
chr12	27037995	27038145	id-22218	3.65e-07	-	AGCACAATTTTCAGACTTGCCAGCAGAGGGCGATA	V_CTCF_BR	40
chr12	27071643	27071793	id-22219	1.73e-05	+	ATCTACAGTGCTATGAGTGCCTGTAGAGGGAGATC	V_CTCF_BR	26
chr12	27163016	27163166	id-22220	1.64e-05	-	TGTTTGATACTTTCAGCAGCCAACTGATGGCAGCA	V_CTCF_BR	6
chr12	27167349	27167499	id-22221	8.08e-08	-	GCTGCGCGTTCCCCGCGCGCCGGCAGGAGGCGCGC	Upstream_CTCF	40
chr12	27168740	27168890	id-22222	1.04e-05	+	TAAAACCATAAAAGAGCTAGCAGAAGAGGGCGCTC	V_CTCF_BR	35
chr12	27192486	27192636	id-22223	5.01e-06	+	AACAGATAGCAATATTTCACCACAAGAGGGCAGTT	V_CTCF_BR	40
chr12	27234634	27234784	id-22224	5.34e-06	-	GAACCACAGAATCTTATGACCACTAGGAGGAGGCA	V_CTCF_BR	34
chr12	27276682	27276832	id-22225	1.55e-07	-	CTGAAATGATTGAAATAAACCACCAGATGGCACTT	UpstreamP1_CTCF	29
chr12	27295156	27295306	id-22226	1.67e-07	-	TCTGACATGTGTGCTCTTACCAGAAGGGGGCACTG	V_CTCF_BR	40
chr12	27346927	27347077	id-22227	1	+	NA	NONE	16
chr12	27374665	27374815	id-22228	1	+	NA	NONE	2
chr12	27386872	27387022	id-22229	4.34e-05	+	TCATCTGACCACCTTACCACCACAAGGGGGACATG	Upstream_CTCF	28
chr12	27389597	27389747	id-22230	1	+	NA	NONE	1
chr12	27397388	27397538	id-22231	2.53e-05	-	TGCGAGGCTCCCTCTCTGGACACATGGGGCCAGTA	V_CTCF_BR	39
chr12	27459264	27459414	id-22232	1.73e-05	-	AAGACTAATTTTTAAAAGGCCACTTGGTGGCACTA	V_CTCF_BR	34
chr12	27537044	27537194	id-22233	3.22e-07	-	TTCGCAAAGCCCTTCATGGCCACAAGGGGGCGTAT	Upstream_CTCF	40
chr12	27542939	27543089	id-22234	1.72e-06	-	CTTGCAAACCAGCTTTCGTGCAGAAGGGGGCGAGA	Upstream_CTCF	5
chr12	27577663	27577813	id-22235	8.21e-06	+	AAGAAAAGCTGCTAAGTGGCCACTAGGTGCCACTT	V_CTCF_BR	40
chr12	27587807	27587957	id-22236	1	+	NA	NONE	4
chr12	27588128	27588278	id-22237	1.01e-08	+	CTGCATCCCTGGCCTCTATCCACTAGATGGCAGCA	UpstreamP1_CTCF	39
chr12	27617177	27617327	id-22238	5.34e-06	+	GGCAGAGGCGAGGTCACCGCCCACAGAGGGAGCTG	V_CTCF_BR	13
chr12	27641524	27641674	id-22239	1.31e-05	-	AAAGGGTGCTCAGACGTGACCACCAGAGAGCACTC	V_CTCF_BR	21
chr12	27677280	27677430	id-22240	9.41e-05	-	GGAGGAGCAGCTGCAACAGCCAGCTGCAGCCACAC	V_CTCF_BR	40
chr12	27677796	27677946	id-22241	2.4e-05	+	GAGCTTGCGGGAAAACTCGTCTCTTGGGGGCACAC	V_CTCF_BR	23
chr12	27706543	27706693	id-22242	2.78e-06	+	CGGGGACTCAGCATTCACAACTGCAGGGGGCACCA	V_CTCF_BR	11
chr12	27719231	27719381	id-22243	3.45e-05	-	TACTTTCCATATTTTGCGAACAGCAGGTGGAGTCA	V_CTCF_BR	21
chr12	27780255	27780405	id-22244	1	+	NA	NONE	5
chr12	27788417	27788567	id-22245	1.75e-07	-	CTGAAATGATTGCCATAAACCACTAGATGGCACTT	UpstreamP1_CTCF	39
chr12	27805212	27805362	id-22246	1.99e-07	-	TCTGACATGTATGCTCTTACCACAAGGGGGCACTG	V_CTCF_BR	39
chr12	27856733	27856883	id-22247	1	+	NA	NONE	40
chr12	27858233	27858383	id-22248	4.88e-05	+	CTAGGCCCACCACACTCAGCCCCTTGTGGGAGGGA	V_CTCF_BR	18
chr12	27885336	27885486	id-22249	5.12e-06	-	CACCACTGAGCCTCAACAGCCAGCAGGTGGGGTGC	UpstreamP1_CTCF	38
chr12	27886106	27886256	id-22250	1.84e-07	+	GTTGCAGTGCCTTTGAGTGCTACCAGGTGGCGTGA	Upstream_CTCF	40
chr12	27895592	27895742	id-22251	8.33e-05	+	TTTGCAAAATGTAGATTTGTAACCAGAGGGCAACA	Upstream_CTCF	8
chr12	27933286	27933436	id-22252	1.28e-06	-	GGGCCTCGCGCATGCCGGAGCGGTAGAGGGCGCGG	V_CTCF_BR	28
chr12	27937979	27938129	id-22253	4.7e-06	+	GCTGAGAGCTATCGCCCCACCAAAAGAGGGCTCCA	V_CTCF_BR	6
chr12	27960442	27960592	id-22254	1	+	NA	NONE	3
chr12	27974217	27974367	id-22255	2.73e-07	-	CTTGCAATTTGGATTTTTACCACTAGGTGGATGGT	Upstream_CTCF	39
chr12	27993253	27993403	id-22256	3.16e-06	-	AAGCTATGTAAAAGGCCTTCCAGAAGAGGGCAATG	UpstreamP1_CTCF	35
chr12	28012754	28012904	id-22257	2.47e-05	-	GAGGTGATTCCAAGAAGTACCACTGGGGGAATGGG	Upstream_CTCF	12
chr12	28089043	28089193	id-22258	4.7e-06	-	CTATGATATAAGGGTCCTGCCTCCAGGAGGCAGAG	V_CTCF_BR	16
chr12	28093843	28093993	id-22259	1.55e-08	-	GCTGACAGCCTGGGAGTGACCACGAGGTGGCAGCA	V_CTCF_BR	40
chr12	28121985	28122135	id-22260	1	+	NA	NONE	30
chr12	28122284	28122434	id-22261	7.49e-07	-	CTGCTGAGCTACGCGGTGCCCTCCTGCGGGCGCTC	UpstreamP1_CTCF	14
chr12	28123155	28123305	id-22262	2.53e-05	+	CGGAGAAGTGAGCTAGTCGCAAAGAGGTGGCGCCC	V_CTCF_BR	31
chr12	28252296	28252446	id-22263	1	+	NA	NONE	7
chr12	28263258	28263408	id-22264	1	+	NA	NONE	19
chr12	28283555	28283705	id-22265	1	+	NA	NONE	10
chr12	28325486	28325636	id-22266	8.21e-06	-	TCTAGATTACCCATGTGGCTCACCAGAGGGCAGTG	V_CTCF_BR	40
chr12	28343586	28343736	id-22267	4.65e-05	-	GCGAGGCCGCAGCAGGCGGGCTGCAGGCGGCGGAA	V_CTCF_BR	21
chr12	28355952	28356102	id-22268	1	+	NA	NONE	4
chr12	28390492	28390642	id-22269	1.99e-07	+	CATGGATTCTCCCCTAGAGCCTCCAGAGGGAGCCA	V_CTCF_BR	38
chr12	28395025	28395175	id-22270	2.8e-05	+	GCTGTAAACTCTAGCCCTGCCCTGAGGGGGTGCCA	Upstream_CTCF	0
chr12	28616399	28616549	id-22271	7.84e-05	+	TGCTGGAATACTTGACATGCATGAAGAGGGCAGCA	V_CTCF_BR	11
chr12	28689186	28689336	id-22272	8.9e-05	-	CTGTCCTTTTCATTTAAAACCTGCAGGGGCATTTA	UpstreamP1_CTCF	16
chr12	28736801	28736951	id-22273	8.21e-05	+	ACAAGATGGAAGAAAGTTGCCTCTAGAGGACGCCA	V_CTCF_BR	37
chr12	28861947	28862097	id-22274	1	+	NA	NONE	12
chr12	28862112	28862262	id-22275	4.68e-05	-	TGCCAGGACTAAGTTGTCAGCACCAGGGGAAGCAA	UpstreamP1_CTCF	6
chr12	28912351	28912501	id-22276	1.32e-05	+	TCTGCAAATCTCTCATTCACCAGCAGAGTTGCCCC	Upstream_CTCF	14
chr12	28970604	28970754	id-22277	3.56e-05	+	GATGCAACACAACGAGCCTTGGATAGGGGGCGTCA	Upstream_CTCF	5
chr12	29025727	29025877	id-22278	2.27e-06	-	TGATACCAACTCTGCCTTGCCAGTAGGGGTAGCTG	V_CTCF_BR	40
chr12	29029480	29029630	id-22279	1	+	NA	NONE	10
chr12	29068609	29068759	id-22280	1.61e-05	-	GTGTCATTCAGGCTGCAATCCAGTAGATGGTGATT	UpstreamP1_CTCF	8
chr12	29116628	29116778	id-22281	1	+	NA	NONE	38
chr12	29151884	29152034	id-22282	2.44e-07	-	AGTTCAATTTTTCCAGTTGCCACTGGAGGGCTCCC	Upstream_CTCF	39
chr12	29177174	29177324	id-22283	2.37e-05	+	GTTGTTTTCTATTGTCTGGCCTGTAGGTGGAGTTT	Upstream_CTCF	35
chr12	29226683	29226833	id-22284	2.2e-06	+	AGTGAATTACTACAAAGCGCCACTAGGTGTCCTCT	Upstream_CTCF	39
chr12	29228343	29228493	id-22285	4.14e-06	-	CCTCTTTCACCCCACTTCACCTCCAGAGGTCTCCC	V_CTCF_BR	8
chr12	29241638	29241788	id-22286	1	+	NA	NONE	40
chr12	29301711	29301861	id-22287	6.21e-06	+	GTGGGAGTTCTCCTTTCCCACACCAGAGAGGGGCG	Upstream_CTCF	14
chr12	29306353	29306503	id-22288	2.53e-05	+	GGCGCTGCTGAGAGGCAGGACACCAGTTGGAGAGG	V_CTCF_BR	5
chr12	29360279	29360429	id-22289	6.98e-07	+	GAATTCCCCTGAGTAGTAGCCAGGAGGGGTCACCA	V_CTCF_BR	2
chr12	29390040	29390190	id-22290	5.92e-05	-	GAACTGCTGATCTAAACTATCACTTGAGGGCAGTA	V_CTCF_BR	6
chr12	29395306	29395456	id-22291	6.19e-06	+	GTGCAATTCCCTAATTGAGTCACTGGGAAGCAGCA	UpstreamP1_CTCF	33
chr12	29462372	29462522	id-22292	2.19e-05	+	AAGGACTTTTCTTTAGTTACCACAAGATGGGGGTA	UpstreamP1_CTCF	37
chr12	29470785	29470935	id-22293	2.28e-05	-	CCTCTAATTTCTTCACTCATCTCTAGGTGGCAGTA	Upstream_CTCF	39
chr12	29581037	29581187	id-22294	2.2e-07	-	TAGCAGTTCCTCATTTTAGCCAAGAGAGGGAGGAG	UpstreamP1_CTCF	33
chr12	29670419	29670569	id-22295	1.28e-06	-	TTTTCTCCAAACTCAGCGCCCTGCAGGTGGCACAC	V_CTCF_BR	11
chr12	29672640	29672790	id-22296	3.97e-07	+	TTATTATGTGGCCAATGAACCAGCAGGTGGCACTA	V_CTCF_BR	38
chr12	29698910	29699060	id-22297	4.17e-05	-	TGTGTTCTCCTCAAGACTAGCAGCTGGGAGAGCTT	Upstream_CTCF	12
chr12	29705390	29705540	id-22298	1.48e-06	+	AGCCCAGTTTTCAGGTGGGCCACAAGGAGGCAGTA	V_CTCF_BR	40
chr12	29744145	29744295	id-22299	2.28e-05	+	AACGCACTCTTTCCCTCCATCGCTAGGGGCAGGAC	Upstream_CTCF	29
chr12	29765103	29765253	id-22300	1	+	NA	NONE	9
chr12	29793521	29793671	id-22301	1	+	NA	NONE	9
chr12	29794122	29794272	id-22302	2.2e-06	-	TGTGCTGGTTGGCCTCCTACCAGGAGGTGGTGCTT	Upstream_CTCF	7
chr12	29807363	29807513	id-22303	1	+	NA	NONE	1
chr12	29922635	29922785	id-22304	2.58e-05	+	CAGGCAATCTCACATCTGATCGGTAGGTGTCCAAG	Upstream_CTCF	9
chr12	29949804	29949954	id-22305	1	+	NA	NONE	5
chr12	29997743	29997893	id-22306	5.08e-05	-	TTGCAAAGTTTTTGGAAGGCAGGCAGGAGGCAGCA	UpstreamP1_CTCF	16
chr12	30042777	30042927	id-22307	1.1e-05	-	GACTCCATGAAGACTTTCGTCAATAGGGGGCGCCA	V_CTCF_BR	38
chr12	30054673	30054823	id-22308	5.65e-05	-	ATAGCTTAAAACAGCCGCAACAAAAGGTGGCGCTA	V_CTCF_BR	23
chr12	30155541	30155691	id-22309	2.39e-05	-	CTGTGCGACCATCTCTCCTCCTGAAGGAGGAGCAG	UpstreamP1_CTCF	15
chr12	30156738	30156888	id-22310	6.43e-06	+	TCTGTCAGCAAGAAGGCCCTCACCAGATGGCAGCA	V_CTCF_BR	19
chr12	30166086	30166236	id-22311	7.11e-06	-	GGAGCTGTCAGCGCGATTACCTCTAGGTGGCCTCT	Upstream_CTCF	8
chr12	30287311	30287461	id-22312	7.73e-05	-	CTTGTTAAACTACAAACATCCGCTAGATGGCTTTT	Upstream_CTCF	23
chr12	30330739	30330889	id-22313	8.89e-06	-	CATGCATTCTTACAAGAGGCAGGCAGAGGGAGATT	Upstream_CTCF	8
chr12	30354376	30354526	id-22314	1.08e-05	-	TCGTCGTGCACGAACTCGCCCTGCAGGGAGCGGCC	UpstreamP1_CTCF	15
chr12	30391714	30391864	id-22315	6.84e-06	-	ATGTCTGAACATGAGAGGCCCTGCAGGGGGTGCTG	V_CTCF_BR	20
chr12	30439382	30439532	id-22316	1.28e-06	-	GTAGCACTATTCTCAAGAACCAACAGATGGAGACA	Upstream_CTCF	40
chr12	30476063	30476213	id-22317	2.18e-07	+	GGGATTCTGCGTGAGATGTACAGCAGGGGGCACCC	V_CTCF_BR	27
chr12	30593870	30594020	id-22318	1	+	NA	NONE	40
chr12	30610744	30610894	id-22319	4.65e-05	-	ATTTGATGCTTACAACTAAACTCTAGGGGGCGTCA	V_CTCF_BR	38
chr12	30668410	30668560	id-22320	4.01e-05	-	ATTAAACAGATTTAGCAAACCACTTGGTGGCAGTA	V_CTCF_BR	29
chr12	30844195	30844345	id-22321	9.41e-05	-	AAGTGTAAAAGATAGTACAGCAGTAGAGGGCAGCT	V_CTCF_BR	15
chr12	30847973	30848123	id-22322	1.1e-05	+	AAACAGTCCTGCCAACCCGACAGGAGGAGGCGGTG	V_CTCF_BR	30
chr12	30848396	30848546	id-22323	2.59e-06	+	CGGCAGGGGCGCCCCTTCGGCGGAAGAGGGTCGCC	UpstreamP1_CTCF	40
chr12	30878722	30878872	id-22324	1	+	NA	NONE	12
chr12	30906313	30906463	id-22325	8.91e-07	+	GCAGCAGAACTCAGAGTAGACTGCAGGGGGCTCAA	Upstream_CTCF	39
chr12	30907984	30908134	id-22326	1.31e-05	+	AGCTTGGGCTGGTGGTAGGTCGGGAGAGGGCGCGG	V_CTCF_BR	37
chr12	30909136	30909286	id-22327	6.98e-07	-	ACAGGCTTGAGCCACTGCGCCGGCAGGGGGCAAAC	V_CTCF_BR	2
chr12	30948499	30948649	id-22328	1	+	NA	NONE	10
chr12	30949097	30949247	id-22329	3.65e-05	-	ATGCTGCGGCCGCGGGGCGGCGGGGGCGGGCGTTT	UpstreamP1_CTCF	31
chr12	30950750	30950900	id-22330	6.43e-06	-	CCCATTAATTTCATTAATGCCAGCAGGGGGCAAAG	V_CTCF_BR	18
chr12	30960494	30960644	id-22331	5.9e-06	-	GGTCACTGCCTTCTTTTTGTCACTAGATGGCACTT	UpstreamP1_CTCF	40
chr12	30975309	30975459	id-22332	2.28e-05	+	TGGGCGCTGGTGCCCTTTCCCTGTGGGCGGCGCCA	Upstream_CTCF	22
chr12	30976183	30976333	id-22333	2.19e-05	-	AGTGCGAGGCCCACAGCGTCCTCAGCGGGGCGCCC	Upstream_CTCF	23
chr12	30990608	30990758	id-22334	1.1e-06	+	ACACACTGCCCCCGAGGAGCCTCCTGGTGGCAGAG	V_CTCF_BR	28
chr12	30997584	30997734	id-22335	6.46e-07	-	CTGGCCAGAATTTCTATTTCCACTAGGTGGCGCTA	V_CTCF_BR	40
chr12	31000229	31000379	id-22336	2.43e-06	+	AATGTGTGAGGATTACTGTCCTCTAGGGGGAGCTC	V_CTCF_BR	40
chr12	31004130	31004280	id-22337	8.52e-08	+	CTGTCACACCCGGACAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	40
chr12	31035749	31035899	id-22338	9.26e-05	+	TGGTCCTTTCAGAGGTATTCCAGAAGGAGGCATTG	UpstreamP1_CTCF	18
chr12	31062738	31062888	id-22339	1	+	NA	NONE	4
chr12	31089082	31089232	id-22340	1	+	NA	NONE	12
chr12	31099773	31099923	id-22341	6.98e-07	-	CCTAAGGGGCAAAAGCCAGACAGTAGGGGGCAGGC	V_CTCF_BR	8
chr12	31118712	31118862	id-22342	5.17e-06	+	GATGGTCAGTCAGGTGTGGCCACAAGAGGGGGCAC	Upstream_CTCF	36
chr12	31131994	31132144	id-22343	4.68e-05	-	CAGCACTGGCTTGAAACAACCAGCAGGGTCGCACT	UpstreamP1_CTCF	11
chr12	31138871	31139021	id-22344	1.32e-08	-	GTGTAGTGCCCAGCGTCAGCTGGCAGAGGGAGCCC	UpstreamP1_CTCF	40
chr12	31142868	31143018	id-22345	7.8e-08	-	GCACGGATGGCTCCAGCAGCCAACAGGGGGCACAC	V_CTCF_BR	40
chr12	31165317	31165467	id-22346	6.46e-07	-	GAAGAAGGGGCTGAGGAAGCCGGCAGGGGGAGCAG	V_CTCF_BR	39
chr12	31175164	31175314	id-22347	6.51e-05	+	GCAAACAAACCAGTCATTTCCTCCGGAGGGAGACA	V_CTCF_BR	17
chr12	31207015	31207165	id-22348	1.71e-06	-	TACTGTAAAATAAAGCTGCCCAGAAGAGGGCACTG	V_CTCF_BR	35
chr12	31227547	31227697	id-22349	1.91e-08	-	ACTGCAGTACTGCGGTGCTCCACCAGCTGGAGGAT	Upstream_CTCF	36
chr12	31231053	31231203	id-22350	2.02e-06	+	CTGCTACAGCCGTTAAATGCCGCTAGATGGAGTGC	UpstreamP1_CTCF	7
chr12	31270123	31270273	id-22351	6.05e-06	+	CAGGGCGGGGAGGCACCCACCGCGAGGGGGAGACT	V_CTCF_BR	40
chr12	31375751	31375901	id-22352	2.43e-06	-	TGCAGTGAGAGGAGACCGTCCGGCAGGTGGCAGAT	V_CTCF_BR	4
chr12	31384727	31384877	id-22353	2.27e-06	+	GCCACACACCCGAGGGGACTCAGCAGGGGGCAGTA	V_CTCF_BR	5
chr12	31388373	31388523	id-22354	1.73e-06	+	CTGCAGTGGCTCTGGCTGTCCACTGGGAGTGTCCT	UpstreamP1_CTCF	39
chr12	31391838	31391988	id-22355	1.77e-05	-	AATGAAATAATTCGGGCAGCCGCTAGATGGGGTCT	Upstream_CTCF	40
chr12	31399163	31399313	id-22356	8.71e-06	-	TTACACCCTGACGAGGACCCCGGGAGATGGCGCCA	V_CTCF_BR	24
chr12	31403361	31403511	id-22357	1	+	NA	NONE	2
chr12	31404738	31404888	id-22358	2.59e-06	+	ATGTAATTTTAAGCAATTCTCACTAGATGGAGCTA	UpstreamP1_CTCF	26
chr12	31405363	31405513	id-22359	5.68e-06	-	GTAAACAGGTACTGCTGGGCCGGAAGGTGGTGGTC	V_CTCF_BR	17
chr12	31422674	31422824	id-22360	2.27e-05	-	GCATAGGCAGTTTTCCATGTCAGTAGATGGCGGAA	V_CTCF_BR	5
chr12	31424927	31425077	id-22361	4.41e-06	-	CGTATTGCCATATGAATGTCCACTAGGTGGTGCTA	V_CTCF_BR	40
chr12	31477389	31477539	id-22362	2.6e-06	+	TAGCGCCGCCAAAGTTTCCCCACGAGGGGGCTGAG	V_CTCF_BR	33
chr12	31515362	31515512	id-22363	2.01e-05	+	GTACAGGGTAACAGAAGGGCCAGCAGGAGGACACG	UpstreamP1_CTCF	12
chr12	31516156	31516306	id-22364	8.81e-07	-	GGGCTTGCCCATATCTCTGCCCCCAGATGGCAGAC	V_CTCF_BR	14
chr12	31556163	31556313	id-22365	1.46e-07	+	AGGCTCTTCCACAGACAGACCACTAGATGTCACTG	UpstreamP1_CTCF	40
chr12	31574947	31575097	id-22366	7.78e-06	-	AATTTCTTTTCCCTCACTGCCCCTAGAGGGCAACA	Upstream_CTCF	23
chr12	31580182	31580332	id-22367	5.48e-05	+	TATGCTGTCTATAAAAGTTCATCCAGAGGCCAGGC	Upstream_CTCF	0
chr12	31583760	31583910	id-22368	1	+	NA	NONE	13
chr12	31675060	31675210	id-22369	1	+	NA	NONE	7
chr12	31743460	31743610	id-22370	5.28e-05	-	CAGGCTCCAGACAAAGTCAGCTCCCGGTGGCGCCC	Upstream_CTCF	26
chr12	31789690	31789840	id-22371	6.21e-12	-	GGGTGGCTCCCCACATTGGCCACCAGGGGGCACCA	V_CTCF_BR	40
chr12	31806220	31806370	id-22372	1.23e-05	+	CCGATGTTAAGCTAAATTATCAGTAGATGGCACCA	UpstreamP1_CTCF	39
chr12	31812075	31812225	id-22373	1.82e-07	-	TCTAGCAGAGCGCCGCGGCCCGGCAGGGGGCGGGA	V_CTCF_BR	38
chr12	31835167	31835317	id-22374	6.98e-07	+	AACAAAGAAAAAGATGTGACCACAAGGTGGCAGTG	V_CTCF_BR	40
chr12	31855049	31855199	id-22375	3.28e-05	-	GCCAGCACTGAAAGCTGCACCTCCTGCTGGAAGTA	V_CTCF_BR	35
chr12	31925732	31925882	id-22376	2.39e-05	-	AAGCATGGTAGTGATCAGGACACTAGGGGTCAGTT	UpstreamP1_CTCF	17
chr12	31942572	31942722	id-22377	1.31e-05	+	GCCGACTTTGCATTTTATAACTCCAGAGGGCACTG	V_CTCF_BR	19
chr12	31966373	31966523	id-22378	1	+	NA	NONE	36
chr12	32050882	32051032	id-22379	6.8e-06	-	CAGGAGCTACAGAGCCGGGGCAGCAGAGGCGGCCA	UpstreamP1_CTCF	3
chr12	32085100	32085250	id-22380	2.72e-06	+	AAGCAATGACATTGGGCGACCTGCAGGAGAAGCTG	UpstreamP1_CTCF	10
chr12	32112695	32112845	id-22381	1.35e-05	+	CCTCATTGCCTGGCTCTGCGCGGTAGAGGTCGCGA	UpstreamP1_CTCF	33
chr12	32189548	32189698	id-22382	1.48e-06	+	ATGGCAGCTTCACTCACCACCACAAGGTGCTGCCT	Upstream_CTCF	20
chr12	32213620	32213770	id-22383	1.09e-06	-	TCTACAGTGCTAGTACTGCCCTCTAGAGGGCAATT	Upstream_CTCF	40
chr12	32216025	32216175	id-22384	1	+	NA	NONE	10
chr12	32237781	32237931	id-22385	1.26e-05	-	ACTGCAGAGCCGACACATAACCCTAGTGGCCACCT	Upstream_CTCF	12
chr12	32259581	32259731	id-22386	4.94e-06	+	CGGGCGGCGGCCCGCGCGCCCGGCGGGAGGCGCCT	Upstream_CTCF	37
chr12	32287671	32287821	id-22387	7.78e-06	-	CTTGCAATATCTGCTGTAGACCAAAGGTGGCCAGG	Upstream_CTCF	21
chr12	32292927	32293077	id-22388	2.01e-05	+	TGTGCTGTAATTAAGTCAGCCGGCAGGAGTTCCTG	Upstream_CTCF	20
chr12	32383617	32383767	id-22389	1	+	NA	NONE	2
chr12	32411930	32412080	id-22390	1.84e-06	-	TCTTACGCCCACATAAGGGCCACTTGAGGGCTCCC	V_CTCF_BR	6
chr12	32414662	32414812	id-22391	8.58e-06	-	CTCTGCTGCCCCCTAACTGGCACAAGGGGGCCTCA	UpstreamP1_CTCF	30
chr12	32447064	32447214	id-22392	8.23e-05	+	ATGGATCTACATCTTCTGACCACTAGGGTTAAATC	UpstreamP1_CTCF	14
chr12	32455278	32455428	id-22393	2.43e-06	-	CCTGTAGTTTGCATTCTGTACTCTAGTGGGCTCCC	Upstream_CTCF	39
chr12	32458206	32458356	id-22394	1.64e-05	-	CTTTCATAGGATCCAGTGGTCAAAAGGGGGCACTG	V_CTCF_BR	32
chr12	32465111	32465261	id-22395	2.97e-06	-	TACTTGTTATTACCATTTCCCAGCAGATGGCAGTA	V_CTCF_BR	39
chr12	32497091	32497241	id-22396	5.01e-06	+	GGTGACTATATCGTAATAGGCAGAAGGTGGCAGCG	V_CTCF_BR	16
chr12	32518507	32518657	id-22397	3.1e-07	+	TTGCATTTACCCAAATACACCATCGGAGGGCAGCA	UpstreamP1_CTCF	39
chr12	32552539	32552689	id-22398	2.78e-06	+	CACTCGCTGAGGAGACGCCGCAGTAGAGGGCGCCC	V_CTCF_BR	39
chr12	32555147	32555297	id-22399	5.08e-05	-	GCGATCCTCCCACTTCAGTCCACAAGGGGTCATTT	UpstreamP1_CTCF	14
chr12	32593242	32593392	id-22400	1	+	NA	NONE	4
chr12	32601647	32601797	id-22401	1	+	NA	NONE	18
chr12	32608572	32608722	id-22402	5.34e-06	+	TGTTTTTATGTACCTTTGGCCTCTAGGAGGCAGCA	V_CTCF_BR	39
chr12	32695651	32695801	id-22403	4.65e-05	-	AAAAGTAAATTATTTATGGCCAACAGAGGGCATGA	V_CTCF_BR	15
chr12	32713585	32713735	id-22404	2.15e-05	-	CCACTGCACTCCAGCCTGGTCAACAGAGGGAGACC	V_CTCF_BR	7
chr12	32810625	32810775	id-22405	1	+	NA	NONE	40
chr12	32824954	32825104	id-22406	5.92e-05	-	TGGTGAGATACTGACGGGACCATGAGAGGGCAGTG	V_CTCF_BR	40
chr12	32832044	32832194	id-22407	8.81e-07	+	CCTCGCAGCGCATGGCCTGCCGGGAGGGGGCAGGT	V_CTCF_BR	24
chr12	32880351	32880501	id-22408	1.28e-06	+	GGAGCAAGAGGCAGCACTGCAAGCAGATGGCGCTA	V_CTCF_BR	1
chr12	32908148	32908298	id-22409	6.8e-06	-	CGGCAGTGGGGGGTCACTTCCGCATGGGGACGCTG	UpstreamP1_CTCF	40
chr12	32909262	32909412	id-22410	1.41e-06	+	CCAGTATTCATCGGCTCTTCCAGGAGGTGGCAGTC	Upstream_CTCF	40
chr12	32995078	32995228	id-22411	3.41e-07	+	CTTGCTATTCCAGGGACTCCCAGCAGGTGTAAAGT	Upstream_CTCF	25
chr12	33048688	33048838	id-22412	1	+	NA	NONE	22
chr12	33072178	33072328	id-22413	2.28e-05	-	GGAGAATCCCCTAAAACCACCACTTGGTGTCACTG	Upstream_CTCF	36
chr12	33100254	33100404	id-22414	3.81e-05	+	TTTTTTCAGATCAGATTTCCCACTAGATGGTAGTG	V_CTCF_BR	18
chr12	33309088	33309238	id-22415	1.64e-05	+	AAGATAGAGCATCTGAGTGCCTCAAGAGGGAGACA	V_CTCF_BR	1
chr12	33401416	33401566	id-22416	6.51e-05	-	TGTTGCCCCTGAAGACCTTCCAGTGGGAGGAGCTG	V_CTCF_BR	2
chr12	33580139	33580289	id-22417	1.48e-05	+	GTGCTCTTTCGCCCTTCTACCATGTGAGGGCATAG	UpstreamP1_CTCF	23
chr12	33667947	33668097	id-22418	1.84e-06	+	ATTGACTAGAGGGCTTCTGCCAGTAGGAGGCACTA	V_CTCF_BR	22
chr12	33758839	33758989	id-22419	7.73e-06	-	GGAACATTTCTTCACTCCACCAGGAGAGGGAGGTT	V_CTCF_BR	25
chr12	33781151	33781301	id-22420	2.19e-05	+	AAGAAGCTATGAAGAACAGGCAGTAGGGGGAGTGC	UpstreamP1_CTCF	11
chr12	34029673	34029823	id-22421	2.04e-05	-	GGCAGCAGACTGGATTTGGCCAGTAGGGGCAGTAG	V_CTCF_BR	18
chr12	34079159	34079309	id-22422	2.28e-05	+	CATGCACTACCGCACCCGACCATATGGGGTGATCT	Upstream_CTCF	9
chr12	34095216	34095366	id-22423	3.09e-06	+	AATGAATTATCTCCTAGAACCTCCAGAGGGAGCAT	Upstream_CTCF	14
chr12	34130482	34130632	id-22424	1	+	NA	NONE	4
chr12	34169445	34169595	id-22425	1	+	NA	NONE	18
chr12	34175056	34175206	id-22426	1.74e-07	-	TGCTCACTTCCATCACTTACCAGAAGGTGGCGACG	Upstream_CTCF	40
chr12	34186967	34187117	id-22427	1.83e-05	+	AAAATTTTTAAGGTGGTGTCCACTAGGTGGAGATA	V_CTCF_BR	37
chr12	34191411	34191561	id-22428	1.47e-05	+	TGCATTGTCTTAAATTTTCCCTCAAGGTGGCACTC	V_CTCF_BR	31
chr12	34276162	34276312	id-22429	9.06e-08	+	TTGTAATAGCACACAATTGTCACTAGGTGGCGCAA	UpstreamP1_CTCF	31
chr12	34339553	34339703	id-22430	2.96e-05	-	AATACTCAGCTGACATCTGCCAATAGAGGGAGCAT	V_CTCF_BR	11
chr12	34371472	34371622	id-22431	2.17e-08	-	GCAGCACTACCACCTGCATCCACTAGATGTCGTTC	Upstream_CTCF	40
chr12	34372581	34372731	id-22432	1	+	NA	NONE	37
chr12	34417137	34417287	id-22433	5.48e-05	-	CTTTCAATAACAGTGGCCGCCAGATGATGCCCGAA	Upstream_CTCF	3
chr12	34430783	34430933	id-22434	1	+	NA	NONE	5
chr12	34446261	34446411	id-22435	4.41e-06	-	ACTCAGGGTGTGTGTCTCACCCACAGGGGGCACCC	V_CTCF_BR	0
chr12	34453180	34453330	id-22436	9.29e-06	-	GCTGGGAAGGCACTTTCTTCCACTAGGGGGACCCA	Upstream_CTCF	0
chr12	34459350	34459500	id-22437	3.42e-08	+	ACCGACGGTGTGTGTCGCACCTGCAGGGGGCACCC	V_CTCF_BR	0
chr12	34500367	34500517	id-22438	2.04e-08	+	CCCGGAATCCCGCGCATGGGCAGCAGGGGGCGCGT	Upstream_CTCF	15
chr12	34529202	34529352	id-22439	1	+	NA	NONE	0
chr12	34757466	34757616	id-22440	1.38e-07	-	CTGTGGGGAGGCACTTTTGCCCGCAGGGGGCGGAC	UpstreamP1_CTCF	0
chr12	34833411	34833561	id-22441	1	+	NA	NONE	0
chr12	34841503	34841653	id-22442	1	+	NA	NONE	0
chr12	34846284	34846434	id-22443	7.6e-05	+	CTGCACGTGGATATTTGGACCTCTTTGTGGCCCTC	UpstreamP1_CTCF	0
chr12	34847006	34847156	id-22444	1	+	NA	NONE	0
chr12	34848035	34848185	id-22445	1	+	NA	NONE	0
chr12	38008559	38008709	id-22446	1	+	NA	NONE	0
chr12	38066574	38066724	id-22447	2.81e-06	+	TGTGAAGATATTTCATTTTCCACTAGAGGGAGCAA	Upstream_CTCF	0
chr12	38447556	38447706	id-22448	5.38e-05	+	CGACTTTCAATAACAGTGGCCGCTAGGTGACGCCC	V_CTCF_BR	13
chr12	38532620	38532770	id-22449	1.3e-09	+	GCAGCACTACCACTTTTGTCCACTAGATGTCGCTC	Upstream_CTCF	40
chr12	38536904	38537054	id-22450	4.34e-05	-	GTTTTCAGAGTAACAGTGGCCACTAGGTGATGCCC	Upstream_CTCF	12
chr12	38612835	38612985	id-22451	5.67e-06	+	AATGAATTCTCTCCTAGAACCTCCAGAGGGAGCAT	Upstream_CTCF	10
chr12	38710235	38710385	id-22452	4.02e-07	-	TGCTCATTTCCATCACTTACCAGAAGGTGGCGACG	Upstream_CTCF	38
chr12	38722236	38722386	id-22453	2.4e-05	+	GTAAAAATTTTTAAGGTGTCCACTAGGTGGAGATA	V_CTCF_BR	35
chr12	38778598	38778748	id-22454	2.58e-07	+	TATGCTGGTTGACCTCCTGCCAGGAGGTGGCGCTT	Upstream_CTCF	22
chr12	38938604	38938754	id-22455	3.28e-05	-	AGTCCTCCGTGGCAAGGGCTCAATAGGGGGCGCAG	V_CTCF_BR	16
chr12	38949562	38949712	id-22456	1.64e-06	+	ACTGTCCTTTAGAAATGTCCCAGAAGGGGGCTGCA	Upstream_CTCF	4
chr12	39058589	39058739	id-22457	1	+	NA	NONE	35
chr12	39257492	39257642	id-22458	4.5e-06	-	CGTGAGCCACCGCACCCGGCCGACAGGAGGCGTTC	Upstream_CTCF	2
chr12	39299515	39299665	id-22459	3.09e-07	-	CCGCCCGGGCTGCTGCCTGCCGGAAGGGGGCTGGG	V_CTCF_BR	15
chr12	39299956	39300106	id-22460	1.71e-06	-	GTCCCCAACTCTCAAGTGGCCGACAGTGGGCAGTC	V_CTCF_BR	21
chr12	39300514	39300664	id-22461	5.01e-06	-	CGCATCCTGTTCTCCGTCGCCGCCTGGTGGCGAGC	V_CTCF_BR	39
chr12	39305529	39305679	id-22462	2.11e-06	-	GCCTCCCTTTACTGAATAGCCAGTGGGTGGAGCCA	V_CTCF_BR	21
chr12	39314993	39315143	id-22463	2.6e-07	+	CGCAGCTCAAACTATCTGACCAGCAGGTGGCACAT	V_CTCF_BR	35
chr12	39397703	39397853	id-22464	3.97e-05	-	ATGAAGATCTGGGCTTTTACCACCAGGCTGTGCTG	UpstreamP1_CTCF	7
chr12	39489854	39490004	id-22465	3.4e-06	-	TGTGTTGGCTGGCCTCCAGCCAGGAGGTGGTGCTT	V_CTCF_BR	2
chr12	39497478	39497628	id-22466	2.17e-08	-	AGAGTAGTCTTCAATGTTTCCACCAGAGGGCAGTA	Upstream_CTCF	39
chr12	39539309	39539459	id-22467	3.86e-05	+	CCGACAGTGGCGGACGCCGGCACCAGGGGCGATGG	Upstream_CTCF	30
chr12	39600384	39600534	id-22468	1	+	NA	NONE	14
chr12	39650457	39650607	id-22469	1	+	NA	NONE	3
chr12	39667098	39667248	id-22470	3.6e-07	-	AGAACAGTTTTTAGTATTTCCACCAGGGGGCAGTG	Upstream_CTCF	40
chr12	39680921	39681071	id-22471	9.84e-05	+	CTATCAGAGCTGGTTTCTACCAGCCGTGGGCACTA	V_CTCF_BR	0
chr12	39712126	39712276	id-22472	1.99e-07	+	CTGGATTTTGTTACATTGGCCACAAGATGGCACTA	V_CTCF_BR	37
chr12	39759280	39759430	id-22473	8.58e-06	+	GAGTTTTCCAATCAAAATGCCACTAGGTGGCATGG	UpstreamP1_CTCF	24
chr12	39769338	39769488	id-22474	1	+	NA	NONE	31
chr12	39837066	39837216	id-22475	4.96e-08	-	CGTGGAGTCCCCAGCCTGGCCGCTGGGAGGCCGCG	Upstream_CTCF	40
chr12	39870048	39870198	id-22476	3.63e-06	-	TCCCACCTACAGAGAGATGGCTGCAGGGGGCGCTG	V_CTCF_BR	11
chr12	39897403	39897553	id-22477	1	+	NA	NONE	29
chr12	39928884	39929034	id-22478	4.41e-06	+	TGCCCCTTTAAAGTTATAGCCACTAGAGGGCTATC	V_CTCF_BR	38
chr12	39942865	39943015	id-22479	8.64e-05	-	AGGACTATATCATCCTTTGCCAGTAGATGGTCCTA	Upstream_CTCF	4
chr12	39981158	39981308	id-22480	1.31e-05	+	CATTATGCCTGATGTCTACCCACTAGATGTCAGCA	V_CTCF_BR	36
chr12	39982319	39982469	id-22481	1	+	NA	NONE	2
chr12	40013755	40013905	id-22482	1	+	NA	NONE	29
chr12	40019854	40020004	id-22483	1.15e-06	-	CCTTCCGGTCCTGATAGGGCCGCAAGGGGACGCTG	Upstream_CTCF	2
chr12	40026623	40026773	id-22484	3.16e-05	+	CCTGCAGTACTGAAGTTGACCTGGGTGAGTCAGTG	Upstream_CTCF	13
chr12	40063239	40063389	id-22485	2.27e-06	+	CTACTCGGGCGTCAGGGACCCACTTGAGGGCGCAG	V_CTCF_BR	5
chr12	40069190	40069340	id-22486	5.13e-05	-	TGAGTTGGCTGGCCTCCAGCCCAGAGGTGGCACTT	V_CTCF_BR	9
chr12	40086154	40086304	id-22487	2e-06	+	ATTGTATTTCATATCCTGCCCTCTAGAGGTAACTA	Upstream_CTCF	28
chr12	40158883	40159033	id-22488	3.16e-06	+	CTGCAGTAACACTTCAGTACCACTGAGAGTCAGTA	UpstreamP1_CTCF	40
chr12	40200976	40201126	id-22489	1.03e-05	+	GTGTGCTTACAGAAGACCACCACTAGGGATCCCTG	UpstreamP1_CTCF	39
chr12	40218521	40218671	id-22490	4.88e-05	-	CTTGCAGTTTCTGTGATAAGCCCCAGAAAACAATG	Upstream_CTCF	11
chr12	40224722	40224872	id-22491	1	+	NA	NONE	6
chr12	40352291	40352441	id-22492	9.06e-08	-	ATTCAGTGGGGTGCTTTAGCCAACAGGTGGCAGCA	UpstreamP1_CTCF	39
chr12	40384431	40384581	id-22493	1.99e-07	-	AGTGTCCCAAGCACAGCTGCCACTAGGGGGCAATG	V_CTCF_BR	40
chr12	40405070	40405220	id-22494	4.14e-06	+	TCCAGACATTGCTAAATGCCCACTAGGGGGCAAAA	V_CTCF_BR	40
chr12	40425889	40426039	id-22495	5.3e-05	+	GAGTTGTTTTATTAAAAGCTCTCCAGGTGGTGCTA	UpstreamP1_CTCF	15
chr12	40501444	40501594	id-22496	2.17e-09	-	AGCCGTGGGAATTGGCTCACCACCAGGGGGCGCAG	V_CTCF_BR	40
chr12	40546709	40546859	id-22497	1.04e-07	+	GTTGCCACCTCGCAGAGGTCCACAAGGGGGCACTC	V_CTCF_BR	40
chr12	40618774	40618924	id-22498	3.5e-05	+	GGGCGGTGAGCTGAGCTCGCCCCCGGGGAGCTGTG	UpstreamP1_CTCF	28
chr12	40706907	40707057	id-22499	1.97e-06	-	TCCAGAGTGCCGTTAAGAACCACCAGATGGCAAAC	V_CTCF_BR	38
chr12	40719264	40719414	id-22500	1.48e-06	+	TGGCAGCATCTCTGTCTATCCACTAGATGTCAGTA	UpstreamP1_CTCF	40
chr12	40730492	40730642	id-22501	1.09e-06	+	TTGATGTTTCTGCTTTTGAACACCAGGGGGAATCT	UpstreamP1_CTCF	40
chr12	40769004	40769154	id-22502	2e-06	-	GTTGTGCTACAATGCTATGTCACTAGGGGGCAGGA	Upstream_CTCF	40
chr12	40840322	40840472	id-22503	9.84e-06	+	TTTCTATAATGATGTCATACCAGCAGGGGGAGTGA	UpstreamP1_CTCF	36
chr12	40861474	40861624	id-22504	4.14e-05	-	CAGTAATAGCGGGAGATTCTACGCAGGGGGCAGCA	UpstreamP1_CTCF	1
chr12	40940871	40941021	id-22505	1	+	NA	NONE	1
chr12	40959168	40959318	id-22506	6.82e-05	+	ATGCCAATTACAGTACTGGCCACCTGGTGGTTATC	V_CTCF_BR	7
chr12	40977658	40977808	id-22507	1	+	NA	NONE	1
chr12	41016167	41016317	id-22508	1.38e-08	+	CTGATGGCAAAAAGGGCTGCCACCAGATGGCAGCA	V_CTCF_BR	40
chr12	41112324	41112474	id-22509	1	+	NA	NONE	1
chr12	41139316	41139466	id-22510	8.21e-06	+	TCTTACTATACAAATTAAGCCTCCAGGTGGCAGGC	V_CTCF_BR	20
chr12	41156002	41156152	id-22511	4.68e-05	+	TAGAAATAGCCTTAAACTACCACAAGAGGGATTTA	UpstreamP1_CTCF	14
chr12	41315483	41315633	id-22512	4.14e-06	-	AATAAGTGACATATTCTGACCACTAGAGGTCAGTC	V_CTCF_BR	38
chr12	41340541	41340691	id-22513	2.08e-07	+	TTGCTATTCTTGATTTTAACCACTAAGGGGCAACC	UpstreamP1_CTCF	36
chr12	41364242	41364392	id-22514	4.3e-06	+	TCTTCTATTTAAATAGCTATCTCCAGGGGGCAGTA	Upstream_CTCF	20
chr12	41405837	41405987	id-22515	2.66e-05	+	AAAGGAGAGGATTCCTATTCCACTAGGTGGTGCTG	V_CTCF_BR	18
chr12	41416792	41416942	id-22516	1	+	NA	NONE	0
chr12	41461897	41462047	id-22517	3.88e-06	-	AGTTGCTCAAGTCCAATAGTCACTAGAGGGCAGAG	V_CTCF_BR	6
chr12	41584330	41584480	id-22518	3.66e-06	+	CAGAAGTGTTTTTCTACTACCAGTAGGGGCTGCTC	UpstreamP1_CTCF	39
chr12	41658193	41658343	id-22519	2.02e-06	+	TTGTAGTGGTTCAAAAAATCCATTAGAGGGCAATA	UpstreamP1_CTCF	35
chr12	41670950	41671100	id-22520	1.38e-06	+	TAAACATTCCATACATGAACCAGCAGATGGCAGAG	V_CTCF_BR	40
chr12	41761913	41762063	id-22521	1.64e-06	+	CTGCCTTTACTTCTGTCTGCCACAGGGTGCCACTG	UpstreamP1_CTCF	37
chr12	41833070	41833220	id-22522	5.92e-05	+	CTTTGACTCATGAAAACAGTCTCTAGGTGGAACAC	V_CTCF_BR	3
chr12	41908829	41908979	id-22523	2.43e-06	+	TAAGCGCTTCCCCCACTAGCCAGCGGGGGCTGTCT	Upstream_CTCF	32
chr12	41958751	41958901	id-22524	1.61e-05	-	TTTCTACAGCCCATTATGGCCACTATGTGGCATAG	UpstreamP1_CTCF	16
chr12	41972817	41972967	id-22525	4.51e-05	+	GTTGTGCTGCTCTTTTTAGCCAGAAGAGGACCAGT	Upstream_CTCF	3
chr12	42057421	42057571	id-22526	3.73e-06	-	CATGTACTGCCTCTCTCTACCACACGGAGGAGATT	Upstream_CTCF	35
chr12	42075821	42075971	id-22527	3.81e-05	+	GGCTCCCTGAAGGCCAGACCTGCCAGCTGGCACCA	V_CTCF_BR	8
chr12	42078930	42079080	id-22528	1	+	NA	NONE	12
chr12	42139511	42139661	id-22529	5.12e-06	-	CTGATGTGAGGAAGAGTCGTCACTAGGTGGAGTGC	UpstreamP1_CTCF	5
chr12	42189838	42189988	id-22530	3.1e-07	-	TTGCATGGCTAACTCAGTTCCAGCAGAGGGCCCTG	UpstreamP1_CTCF	20
chr12	42326314	42326464	id-22531	5.52e-05	-	GCGCAACGGCGACCCCTGGGCAGGGGCGGAAACGC	UpstreamP1_CTCF	8
chr12	42330261	42330411	id-22532	3.18e-06	-	TCGTTAAGACTAGAAACGACCAGGAGAGGGCAGAT	V_CTCF_BR	19
chr12	42418114	42418264	id-22533	4.23e-08	-	TCGACTCTCCCCTCGACGGACAGCAGATGGCGCTG	V_CTCF_BR	40
chr12	42424475	42424625	id-22534	1	+	NA	NONE	2
chr12	42498016	42498166	id-22535	1.63e-05	-	TGTGCACAGTGATCTTATACCAGAAGATGGTGCTG	Upstream_CTCF	30
chr12	42523528	42523678	id-22536	8.46e-07	+	AAAGCAGTTCATTCCACAAACATCAGAGGGCAGCA	Upstream_CTCF	38
chr12	42539551	42539701	id-22537	1	+	NA	NONE	25
chr12	42631331	42631481	id-22538	1.06e-05	+	GGGGCAGGCCCGGGACTCACCGGGTGGAGGTGCCC	Upstream_CTCF	40
chr12	42649154	42649304	id-22539	2.93e-07	+	GTCCAATATAATCAACTGACCACCAGGTGGCTGGC	UpstreamP1_CTCF	26
chr12	42690428	42690578	id-22540	3.63e-06	+	CCAGATGGCACAGAAACTATCAGTAGAGGGCGCTA	V_CTCF_BR	40
chr12	42726227	42726377	id-22541	8.81e-07	-	ATAGAAGATATCATTTTGGCCACCAGAGGCCACCC	V_CTCF_BR	40
chr12	42758627	42758777	id-22542	1.14e-06	+	CTGTTGCACCCCAGCGTGGGCGACAGAGGGAGACT	UpstreamP1_CTCF	5
chr12	42766104	42766254	id-22543	4.73e-07	-	ACTACAGTTTCCTAATCTGACACCAGATGGCAGTA	Upstream_CTCF	40
chr12	42843360	42843510	id-22544	1	+	NA	NONE	13
chr12	42876690	42876840	id-22545	1.74e-08	+	GCGGCGGCCGCTGCTTAGGCCGCGAGGGGGCGCCC	V_CTCF_BR	39
chr12	42877457	42877607	id-22546	1.32e-05	-	TGAGGATCGCCGCGCTGCGCCGCCAGGGAGCTCGG	Upstream_CTCF	13
chr12	42959570	42959720	id-22547	1.64e-05	-	TGAAACAAAGCCCTCGCAGCTCCCAGAGGGCAGTG	V_CTCF_BR	16
chr12	42963174	42963324	id-22548	4.7e-06	-	TCCAACAGGAAGAAAGGAGGCACTAGATGGCAGTC	V_CTCF_BR	39
chr12	42980206	42980356	id-22549	6.64e-05	+	TGGGCTCAAGCGATCCTCCCCAGTAGCTGGGGCTA	Upstream_CTCF	28
chr12	42982800	42982950	id-22550	1.43e-05	+	GGTACCCTCCCTCCGGACGCCAGTAGGTGACAGGC	Upstream_CTCF	39
chr12	42984525	42984675	id-22551	6.98e-07	+	GTGGGTACTATTTCCCTGGACTGCAGAGGGCAGAC	V_CTCF_BR	24
chr12	43001561	43001711	id-22552	1.03e-06	-	ATGTAATGAGCAGTGAGGGCGACTAGAGGTCACTG	UpstreamP1_CTCF	1
chr12	43151091	43151241	id-22553	1.31e-05	+	TCTTTTAAACTTCCCCTGGGCAGCAGAGGTCTCCC	V_CTCF_BR	5
chr12	43153862	43154012	id-22554	1	+	NA	NONE	3
chr12	43186194	43186344	id-22555	8.16e-07	+	AGATGGGTAGAGCATCCCACCACCTGATGGCAGCA	V_CTCF_BR	25
chr12	43198840	43198990	id-22556	1.19e-06	-	CCATTCGAGCCCAGATCAGCCACCAGGTGTCTGCA	V_CTCF_BR	13
chr12	43490021	43490171	id-22557	6.9e-05	-	CTTGACCTATGTGTAGCCACCACACGGTGGCAGGT	Upstream_CTCF	1
chr12	43490926	43491076	id-22558	1	+	NA	NONE	5
chr12	43498379	43498529	id-22559	1	+	NA	NONE	11
chr12	43507052	43507202	id-22560	1.38e-07	-	CTGTACTGCAACGCTGTGACCACTTGGGGCCCACC	UpstreamP1_CTCF	28
chr12	43666344	43666494	id-22561	1	+	NA	NONE	6
chr12	43676054	43676204	id-22562	3.66e-06	-	CTGTTTTACTTTGAGGTGGACAAGAGAGGGCAGTC	UpstreamP1_CTCF	32
chr12	43684781	43684931	id-22563	3.11e-05	-	TTCCTTCAGACATGCTCTGACCCTAGGGGGCACTT	V_CTCF_BR	5
chr12	43730905	43731055	id-22564	1	+	NA	NONE	38
chr12	43732841	43732991	id-22565	1	+	NA	NONE	39
chr12	43743804	43743954	id-22566	1.84e-06	+	TTCTGAGGAATCATTATGGCCAGCAGATGCCACTG	V_CTCF_BR	33
chr12	43797177	43797327	id-22567	1.34e-06	+	TGGCACTGTATCCTTTCTGACAGTAGGGGGAAACA	UpstreamP1_CTCF	2
chr12	43838866	43839016	id-22568	3.42e-08	+	GGTGACAAGATGAAGGCTACCACCAGGGGGCAGAA	V_CTCF_BR	39
chr12	43895598	43895748	id-22569	4.14e-06	+	TGCAACTAGGATAGTCCTGTCACTAGAGGGCAGAA	V_CTCF_BR	39
chr12	43946119	43946269	id-22570	4.24e-07	+	ACTGCGGTACCCTTCTGCTGCCCCAGTGGGCGCGC	Upstream_CTCF	15
chr12	44070128	44070278	id-22571	4.88e-08	-	GGGCAGTTCACCATGCATGCCAGTAGGTGGTGCTT	UpstreamP1_CTCF	40
chr12	44122072	44122222	id-22572	1.97e-06	-	ATTGATTTTACTTTTTTTGCCTGCAGATGGCACTA	V_CTCF_BR	28
chr12	44127613	44127763	id-22573	6.82e-05	-	AGAAATGATAAGAAAATGATCACTAGGAGGCAGCA	V_CTCF_BR	16
chr12	44152614	44152764	id-22574	6.8e-06	-	GATGGGCTTCATCTTGGCGCCTCCAGGCGGCTCCA	Upstream_CTCF	40
chr12	44153285	44153435	id-22575	1.85e-05	+	AGTGTACCTGTCAGCTTGGAAGCCAGAGGGAGACA	Upstream_CTCF	39
chr12	44170427	44170577	id-22576	4.02e-07	+	CTTGCGGTAGGTCACATATCCAGGAGGGGGCAGAA	Upstream_CTCF	39
chr12	44199628	44199778	id-22577	1.64e-07	+	CCAGCTCTTCCCTACGTGACCAAAAGGGGGAAAGT	Upstream_CTCF	40
chr12	44199988	44200138	id-22578	1.26e-05	-	GCTGCACTCAGCGCCGGAGCCGGGAGCTAGCGGCC	Upstream_CTCF	14
chr12	44276489	44276639	id-22579	9.06e-08	-	CTGCTATGTTCAGTATATACCACCAGAAGGTGCCC	UpstreamP1_CTCF	40
chr12	44308838	44308988	id-22580	1	+	NA	NONE	38
chr12	44331929	44332079	id-22581	1.95e-07	-	CTTGTTGCCCCCAGCCAGACCACTAGGTGGCCCAT	Upstream_CTCF	39
chr12	44351662	44351812	id-22582	6.84e-06	+	CAGAATATTCTGAAAAGAGCCACTTGATGGCAGCA	V_CTCF_BR	38
chr12	44394272	44394422	id-22583	8.81e-07	+	AGGTGAGGACTCTCTGAAACCACTAGAGGGAGCCC	V_CTCF_BR	40
chr12	44398200	44398350	id-22584	5.68e-06	-	AAAAGGGGAAATTCAACTTCCTGCAGAGGGCTCCA	V_CTCF_BR	18
chr12	44409261	44409411	id-22585	5.28e-05	+	GTTGAAATGAGAATTAAAATCGCTAGAGGGCACTG	Upstream_CTCF	39
chr12	44641451	44641601	id-22586	7.84e-05	+	TCACCTATGCCCCAACCCCATGCCAGGGGGCAGTA	V_CTCF_BR	21
chr12	44711439	44711589	id-22587	1.41e-08	+	GTGTGGTTCTACCTACAGGCCAGTAGATGGCACTT	UpstreamP1_CTCF	39
chr12	44711697	44711847	id-22588	1	+	NA	NONE	1
chr12	44859045	44859195	id-22589	2.31e-06	+	ACAGCAAAGGACCAGAAGTCCAGCAGAGGGCATAG	Upstream_CTCF	25
chr12	44870627	44870777	id-22590	1	+	NA	NONE	3
chr12	44890986	44891136	id-22591	1	+	NA	NONE	17
chr12	44904418	44904568	id-22592	1	+	NA	NONE	11
chr12	44920530	44920680	id-22593	1.23e-05	+	TTGCACTTCCTCTGGGCTTCCACCAGGGCTGTTCA	UpstreamP1_CTCF	19
chr12	45159723	45159873	id-22594	6.21e-05	+	GGCACCTGTAATCCCAGCTACAGGAGGTGGAGGCT	V_CTCF_BR	4
chr12	45168715	45168865	id-22595	2.64e-08	+	GAGGCGGTGCTGACAATCACCACAAGGAGGCGCCA	Upstream_CTCF	40
chr12	45172734	45172884	id-22596	1.16e-05	+	GTTGTAGGGACTGTCATAGCCACTGGGGGAAAATG	Upstream_CTCF	2
chr12	45205967	45206117	id-22597	1	+	NA	NONE	25
chr12	45267800	45267950	id-22598	5.41e-07	-	GTGTTGTTGCCTGATATAGCCAGTATGTGTCACCA	UpstreamP1_CTCF	29
chr12	45270485	45270635	id-22599	8.13e-06	-	GTGGCCTTCCTCCGCACGCCCTGGAGGGGGAGTGC	Upstream_CTCF	26
chr12	45324907	45325057	id-22600	2.15e-05	-	ACTAATTAGTTACTTTATTCCACAAGATGGCGCTG	V_CTCF_BR	38
chr12	45342613	45342763	id-22601	8.81e-07	+	GGTTGGAGCTTCCTAGTGACCACTAGGGGGATCGG	V_CTCF_BR	40
chr12	45354838	45354988	id-22602	8.5e-06	+	AGACCAGTGCTTGCACCTGCCATTAGGGGGCCCAA	Upstream_CTCF	17
chr12	45366714	45366864	id-22603	7.82e-06	+	GGACAGTTCAGTGCTAAAACCACTAGGTGGGGCCA	UpstreamP1_CTCF	39
chr12	45515119	45515269	id-22604	1.48e-05	+	AAGAACTTCTGTTCAGCCACCACTAGGTGACAAAT	UpstreamP1_CTCF	25
chr12	45516682	45516832	id-22605	2.53e-05	-	ATACTGGGACTTGCATTTTCCTGTTGGTGGCAGCA	V_CTCF_BR	39
chr12	45524679	45524829	id-22606	3.16e-06	-	CTGCGGCAGCACCATGGTGCCACCAAGTGGACAGC	UpstreamP1_CTCF	40
chr12	45564360	45564510	id-22607	1.74e-08	+	CTGGGCTATTGACAGTGCACCACCAGGGGGCAGCA	V_CTCF_BR	40
chr12	45567207	45567357	id-22608	8.71e-06	+	ATTTGAGACCTCTCTTCAGCCACAAGAGGGCTTCA	V_CTCF_BR	21
chr12	45577158	45577308	id-22609	1.84e-05	+	CTGTTATTACCAGGGCAATTCAATAGAGGGCAAAA	UpstreamP1_CTCF	34
chr12	45607013	45607163	id-22610	1	+	NA	NONE	16
chr12	45608613	45608763	id-22611	1	+	NA	NONE	10
chr12	45609205	45609355	id-22612	5.7e-05	+	CCTGTGTGCTCGCGCGGGCGGAGTAGGGGGCGCTT	Upstream_CTCF	37
chr12	45609704	45609854	id-22613	3.11e-05	-	AAGGAAGTCGGCAGGCGAGACTGCAGAGGGAGTAG	V_CTCF_BR	36
chr12	45610185	45610335	id-22614	1	+	NA	NONE	36
chr12	45610630	45610780	id-22615	1	+	NA	NONE	39
chr12	45638696	45638846	id-22616	1	+	NA	NONE	4
chr12	45651009	45651159	id-22617	1.83e-05	+	AGCCCCATCCAGGCCATCTCCACCAGGGTGCACCC	V_CTCF_BR	7
chr12	45663012	45663162	id-22618	3.18e-06	+	TTTCACCTGGGATTTCTAACCACATGGGGGCAGTG	V_CTCF_BR	39
chr12	45667474	45667624	id-22619	1	+	NA	NONE	9
chr12	45678266	45678416	id-22620	2.72e-05	+	GGGTGTTGTTTGCTGATGCCCACCAGGGGCTACCT	UpstreamP1_CTCF	29
chr12	45703702	45703852	id-22621	1	+	NA	NONE	15
chr12	45731058	45731208	id-22622	1.13e-05	-	CTGCATGAGACTGAGCTGAACACCACAGGCAGCTG	UpstreamP1_CTCF	9
chr12	45742013	45742163	id-22623	2.31e-06	+	GATGCTTTCTTCAATCCAGCCACCAGAAGCCGCAT	Upstream_CTCF	1
chr12	45782456	45782606	id-22624	2.78e-06	-	TATTTTCTGCACATCCCAACCAGAAGGTGGAGCAG	V_CTCF_BR	40
chr12	45825069	45825219	id-22625	4.5e-05	-	GAGTAACTGCCAAATTTAAACACTAGGAGATAGTC	UpstreamP1_CTCF	3
chr12	45858609	45858759	id-22626	4.65e-05	+	CAGAAAAAGGAGCCGGGAGCCACAAGGGGGACCCA	V_CTCF_BR	34
chr12	45884390	45884540	id-22627	4.01e-05	+	ACTTAAATTCTATTCATAGCCACTAGGGCTCAGTC	Upstream_CTCF	13
chr12	45894052	45894202	id-22628	5.3e-05	+	TTGCCATGACACACAATGCCCAGTAGAGACAGTCT	UpstreamP1_CTCF	16
chr12	45937706	45937856	id-22629	5.38e-05	+	TTCTTCCGCACAAAGATCAACACTAGGGGGAGACT	V_CTCF_BR	40
chr12	45941733	45941883	id-22630	4.21e-05	+	GAATAATGCCCCTCCTTCCCCACAAGATGTCTCTG	V_CTCF_BR	26
chr12	45982029	45982179	id-22631	1.48e-06	+	CCTTTGGACTCTGTGACTTACACCAGAGGGCACTC	V_CTCF_BR	15
chr12	46001896	46002046	id-22632	1.31e-05	+	AAATACAACATGAAGCCCAACAGTAGGTGGCTCCA	V_CTCF_BR	17
chr12	46049094	46049244	id-22633	6.73e-07	+	GTGTAGAGCTGAGCGCTGTCCAGAAGGAGGAGCAC	UpstreamP1_CTCF	26
chr12	46068632	46068782	id-22634	1	+	NA	NONE	8
chr12	46119596	46119746	id-22635	1.32e-05	-	ATTGCATTTCCTATAGTGGGCAGCATAGAGCAGGT	Upstream_CTCF	38
chr12	46122730	46122880	id-22636	2.43e-06	+	GGCGCAGTGCCGCGGCCAGCCCTCGGGGGTCGCTG	Upstream_CTCF	40
chr12	46139769	46139919	id-22637	4.88e-05	-	TATCTATTACTTCATACTTCCAGTAGAGGTCTCCA	UpstreamP1_CTCF	32
chr12	46156420	46156570	id-22638	9.25e-06	+	ATAGGAATAAGCCAGCATACCAGCAGATGGTGCTA	V_CTCF_BR	40
chr12	46284202	46284352	id-22639	1	+	NA	NONE	6
chr12	46287141	46287291	id-22640	5.93e-06	+	TGATCAATTTAGGCAGCCAACTGTAGGGGGCACAA	Upstream_CTCF	38
chr12	46384465	46384615	id-22641	6.74e-08	+	TTCGTAGTACCCAGTTGGGCCGCAGGGGGGCGCTG	Upstream_CTCF	40
chr12	46390987	46391137	id-22642	3.09e-07	+	TCCTTCTGCCTCAGCTTTGCCAGTAGTTGGCACTA	V_CTCF_BR	25
chr12	46399077	46399227	id-22643	1	+	NA	NONE	33
chr12	46443575	46443725	id-22644	1	+	NA	NONE	14
chr12	46465233	46465383	id-22645	3.91e-06	+	GTTGACTTGCCCTGACTTGCCACAGGGTGGCAAGA	Upstream_CTCF	23
chr12	46466020	46466170	id-22646	2.18e-07	+	GTTGCATGGCTGTCAATGGCCACTAGAGGATGCCA	Upstream_CTCF	40
chr12	46484405	46484555	id-22647	1.56e-06	-	GCTGTAAGTCCAATAGTGTCCAGCAGGCTGCCCAT	Upstream_CTCF	20
chr12	46505135	46505285	id-22648	1	+	NA	NONE	36
chr12	46519001	46519151	id-22649	1.55e-07	+	CTGCTCTTTAATGCAGCCGTCAGTAGATGGCAGCA	UpstreamP1_CTCF	40
chr12	46525598	46525748	id-22650	1.46e-07	-	ATGCAGCCCGTCATACCTGCCTCCAGGGGCAGCTC	UpstreamP1_CTCF	35
chr12	46538267	46538417	id-22651	1.1e-05	+	TGGCTTAGGTTGTCAGAAGCCAGCAGAGGCAGCAC	V_CTCF_BR	2
chr12	46547163	46547313	id-22652	1	+	NA	NONE	38
chr12	46618214	46618364	id-22653	1	+	NA	NONE	5
chr12	46657063	46657213	id-22654	2.6e-06	-	AAGACCAGGCTCATTCCTGCCACTAGTTGGAGGGA	V_CTCF_BR	36
chr12	46662756	46662906	id-22655	7.9e-07	-	CAGCAGTGACACCATGTGACCGGCACGGCTCACTG	UpstreamP1_CTCF	14
chr12	46669138	46669288	id-22656	1	+	NA	NONE	10
chr12	46686656	46686806	id-22657	3.63e-06	+	TGGCCCTCTTCTCACAGCTCCACTAGATGGTGCCC	V_CTCF_BR	32
chr12	46696957	46697107	id-22658	1.15e-07	-	GCCAGGATCATGCAGATGACCTCTAGGGGGCAGTA	V_CTCF_BR	40
chr12	46697981	46698131	id-22659	7.91e-05	+	CAGCTGTACACATGTTCCTGGAGCAGATTGCACAC	UpstreamP1_CTCF	10
chr12	46736401	46736551	id-22660	1.41e-05	+	GGTCACTGCAGCCATATCTGCATTAGGGGGCACTC	UpstreamP1_CTCF	39
chr12	46748040	46748190	id-22661	1	+	NA	NONE	36
chr12	46765127	46765277	id-22662	4.88e-05	-	GGGCGGCGTCACGTGACCGCGGCGGGCTGGCGCTG	V_CTCF_BR	11
chr12	46767361	46767511	id-22663	1.76e-05	+	GTGGTCTTGCTGAGCCAGGCAACTAGGGGGACCCT	UpstreamP1_CTCF	32
chr12	46776820	46776970	id-22664	1.03e-05	-	CTGCTGGTATCCTGAGAGGCCAGGAGCGGCGTCCT	UpstreamP1_CTCF	28
chr12	46777757	46777907	id-22665	1.92e-05	+	TAGCTGTGGAAAGCCTGCGCCCCAAGGAGGGACGC	UpstreamP1_CTCF	24
chr12	46795628	46795778	id-22666	5.41e-06	+	ATTGCAATGATTATTTGGGCCGCTGGAGGCGGGGC	Upstream_CTCF	31
chr12	46862089	46862239	id-22667	1.9e-06	-	CCAGCAATGCCAACATTCGCCACCAGTGACGTGGG	Upstream_CTCF	9
chr12	46867567	46867717	id-22668	1	+	NA	NONE	9
chr12	46886868	46887018	id-22669	5.7e-05	+	TGTGTATTTGACATTCCACCCAGAAGGGGTTAAAT	Upstream_CTCF	4
chr12	46911460	46911610	id-22670	4.65e-05	+	GGGATTACTTCAAGGGGGACCAGTAGAGGGGGCAG	V_CTCF_BR	21
chr12	46950753	46950903	id-22671	1	+	NA	NONE	11
chr12	47055283	47055433	id-22672	5.67e-06	-	TCATTAATGAGGCCAGTTACCACTAGGGGACACTG	Upstream_CTCF	40
chr12	47069566	47069716	id-22673	3.16e-05	+	CACTGAATACCAATAGCTTCCAGGAGAGGGGGATA	Upstream_CTCF	40
chr12	47071683	47071833	id-22674	9.81e-06	-	AAATATTTCTGGGGATCCTCCAGTAGATGGCTCAC	V_CTCF_BR	37
chr12	47219704	47219854	id-22675	4.21e-05	-	GCAGCGCCTGGAGCATGAGCCGGGTGGTGGCGTGC	V_CTCF_BR	25
chr12	47302482	47302632	id-22676	2.94e-06	-	TGTGCACCACCACCTCAGGCCCACAGGGAGTACTT	Upstream_CTCF	15
chr12	47327870	47328020	id-22677	4.43e-05	-	CATTCACACCCAAATTCTAACAGTAGATGTCAGCA	V_CTCF_BR	40
chr12	47336468	47336618	id-22678	1	+	NA	NONE	6
chr12	47338041	47338191	id-22679	1	+	NA	NONE	36
chr12	47344652	47344802	id-22680	4.14e-06	-	GGACAGTGCAGGTATGTAGACAGCAGAGGGAGATG	V_CTCF_BR	6
chr12	47377874	47378024	id-22681	6.62e-09	-	GTGCAGTTCAACCCACAAGCCAGTAGATGGTGCTT	UpstreamP1_CTCF	40
chr12	47415121	47415271	id-22682	5.08e-07	-	GAAAATATCACAACATCAGCCACTAGATGGCACAC	V_CTCF_BR	39
chr12	47426225	47426375	id-22683	1	+	NA	NONE	5
chr12	47426482	47426632	id-22684	1	+	NA	NONE	38
chr12	47465154	47465304	id-22685	4.24e-07	-	ACTGTAATTCTTCTCAGCTCCATAAGAGGGCGTTG	Upstream_CTCF	39
chr12	47473297	47473447	id-22686	1.54e-05	+	CTTCCTTTCCCTCCGGCTCCCGGCGGGCGGCACCC	UpstreamP1_CTCF	39
chr12	47506587	47506737	id-22687	3.65e-05	+	TTACAGTAAAGAGCCTCAGCCTGCAGAGAGCGGTA	UpstreamP1_CTCF	5
chr12	47558945	47559095	id-22688	2.43e-06	+	CATGCAGTATAGAACAAACCCACCAGAGGCATATC	Upstream_CTCF	27
chr12	47587741	47587891	id-22689	1.97e-06	-	ACACAGTATGACCAAGGGCCCTGCAGGTGGCAGAG	V_CTCF_BR	24
chr12	47629434	47629584	id-22690	4.51e-05	+	ACTTGCATTTCCACTTCCGCCACGCGAGGGAGAAC	Upstream_CTCF	0
chr12	47701687	47701837	id-22691	1.61e-05	-	ATGGACTGTCTTCTTTTCAGCTCTAGGTGGCGTCT	UpstreamP1_CTCF	40
chr12	47755242	47755392	id-22692	3.63e-05	-	ATAGAACAGAAAGGACTTCCCAGAGGGTGGAGCCA	V_CTCF_BR	10
chr12	47771819	47771969	id-22693	1	+	NA	NONE	9
chr12	47776214	47776364	id-22694	2.5e-05	+	ATGCTACCCCATCTAGTGGGCAGGGGCTGGGGGTG	UpstreamP1_CTCF	13
chr12	47791577	47791727	id-22695	5.53e-08	-	GTGCAGTTAAACAGACAAGCCAGTAGATGTCACTT	UpstreamP1_CTCF	40
chr12	47802177	47802327	id-22696	2.96e-05	-	TGCACATCCACAAAAGCATCCTAGAGAGGGCACTG	V_CTCF_BR	34
chr12	47940972	47941122	id-22697	4.73e-07	+	TGTGTAGCTCCAGCACCAGCCATGAGATGGAGCTC	Upstream_CTCF	40
chr12	47996886	47997036	id-22698	1.15e-06	+	TATGCAACAGCCATTCTTTCCTCCAGCAGGCGGCA	Upstream_CTCF	11
chr12	48031071	48031221	id-22699	1.37e-08	-	TGTGCTGGTTCGCTTCCTGCCAGTAGGTGGCGCTT	Upstream_CTCF	40
chr12	48045529	48045679	id-22700	5.86e-07	+	ACTGTTATTTTCTGAACATCCAGTAGGTGGTAGTA	Upstream_CTCF	40
chr12	48051474	48051624	id-22701	2.43e-06	-	GCCATGTGTCACCTCATGTCCTGAAGATGGCAGTA	V_CTCF_BR	7
chr12	48080545	48080695	id-22702	4.85e-07	-	ATGCTATACTCGAGGGATAGCAGCAGATGGTGCTA	UpstreamP1_CTCF	40
chr12	48099344	48099494	id-22703	5.96e-07	+	CGAACACCGCACACCCACGCCGCAAGGGGGCGGGC	V_CTCF_BR	37
chr12	48109192	48109342	id-22704	7.27e-06	+	TGTATTTACTACGAAGAGAACGCCAGGGGGCAGCA	V_CTCF_BR	40
chr12	48111403	48111553	id-22705	1.96e-07	+	GTGGTGTGTCCCGGGCTGACCTCTAGAGGTCGCTC	UpstreamP1_CTCF	40
chr12	48130503	48130653	id-22706	7.11e-06	+	ACTGTAAAGTCCTATTGGACCACCACGGGGAGCTG	Upstream_CTCF	7
chr12	48133861	48134011	id-22707	1.23e-05	+	GTGGAGCACTCACCAGCAGCCTCTCGAGGGCGGAG	UpstreamP1_CTCF	2
chr12	48134431	48134581	id-22708	1	+	NA	NONE	5
chr12	48136117	48136267	id-22709	4.62e-11	+	ACTGCAACTCACCAGGTGGCCAGCAGAGGGCAGTG	Upstream_CTCF	40
chr12	48137898	48138048	id-22710	5.08e-07	+	GCGCCACACAGCATTCACACCACCAGAGGGCTCTG	V_CTCF_BR	35
chr12	48152843	48152993	id-22711	3.36e-05	+	CGGTGAGTGGCTGCACTGGCCGCCACGTGGCCGGG	UpstreamP1_CTCF	39
chr12	48153283	48153433	id-22712	1.48e-06	-	TCCGCCTCAACCTACCCGGCCACCAGGGAGCGCGC	Upstream_CTCF	40
chr12	48159460	48159610	id-22713	1.73e-05	-	CTCCGGCAGCTAACATTCTCCTGGAGGAGGCAGCA	V_CTCF_BR	13
chr12	48161038	48161188	id-22714	8.21e-06	-	AAATAATTCTTTGACCCTGGCTCTAGGGGGCAGCC	V_CTCF_BR	40
chr12	48166848	48166998	id-22715	1.1e-05	+	CGGGCGCGGGCGGCCTCCGGCCGGGGAGGGCGCTG	V_CTCF_BR	39
chr12	48167362	48167512	id-22716	7.07e-08	-	CAGTGGCGGGCCGTCGGCACCCCCAGGTGGCGCCC	V_CTCF_BR	33
chr12	48173191	48173341	id-22717	4.38e-09	-	TGGTTATTTCCAGCCACAGCCACCAGAGGGCGCTC	V_CTCF_BR	40
chr12	48176399	48176549	id-22718	1	+	NA	NONE	6
chr12	48191353	48191503	id-22719	4.14e-06	+	CTGGTAGGAATGGGGACCATCTCCAGGTGGCAGCA	V_CTCF_BR	40
chr12	48195484	48195634	id-22720	9.55e-09	+	GCAGCAGAGGAGGCTCGGGCCAGCAGAGGGAGGAG	V_CTCF_BR	35
chr12	48196166	48196316	id-22721	7.1e-07	-	GAGCTGGGAGCCCTTTTCACCAGCAGGGGGACTGG	UpstreamP1_CTCF	40
chr12	48202891	48203041	id-22722	9.29e-06	+	CAGTCACCGCCCCAGGCTGCCTCTAGGGGCGGCTC	Upstream_CTCF	39
chr12	48206932	48207082	id-22723	4.65e-05	-	AGAACTGCTCTCAGAATGACAGGCTGGTGGCACCC	V_CTCF_BR	7
chr12	48211153	48211303	id-22724	1	+	NA	NONE	38
chr12	48211956	48212106	id-22725	7.49e-05	-	AGAGGCAAGCTCAGAGCTGCCTCCTGATGTTGCAC	V_CTCF_BR	21
chr12	48212971	48213121	id-22726	1.56e-05	+	AGGGCCCTGCCCGGCTCCACGGGATGGGGGCGCTG	Upstream_CTCF	39
chr12	48231489	48231639	id-22727	4.31e-09	-	GTGTCATTGTACCACCTGGCCACCAGGGGGCAGGT	UpstreamP1_CTCF	40
chr12	48232463	48232613	id-22728	8.71e-06	-	TAAATCATCTTGAGTTTCACCACGAGGTGGTGCTA	V_CTCF_BR	40
chr12	48249405	48249555	id-22729	2.23e-06	+	ATGCTGTAACTGACCAGGTCAGCCAGGTGGGGCAG	UpstreamP1_CTCF	19
chr12	48263964	48264114	id-22730	1.21e-06	+	GCTGTCATTTACTCTCTGCCCACGAGGAGTCAGGG	Upstream_CTCF	32
chr12	48264376	48264526	id-22731	4.17e-05	+	GGGACAGTTGGGCCTTTCTCCAGTAGGTGGCCTCT	Upstream_CTCF	40
chr12	48270494	48270644	id-22732	8.97e-05	-	GTTGCTGCCCTTGGACACACCACTAGGCTGGGAAT	Upstream_CTCF	5
chr12	48280455	48280605	id-22733	1	+	NA	NONE	20
chr12	48294372	48294522	id-22734	2.83e-07	+	TGAAGCTACAACTCCAGTACCAGCAGGTGGCACAC	V_CTCF_BR	24
chr12	48298445	48298595	id-22735	1	+	NA	NONE	37
chr12	48299076	48299226	id-22736	1.84e-05	+	CTGCCGTGGTTCTACCCAGCCTGCTGCGGACGCCT	UpstreamP1_CTCF	29
chr12	48336229	48336379	id-22737	1.38e-09	+	CCCTCCCACACCCCTCCCGCCTGCAGGGGGCAGCC	V_CTCF_BR	38
chr12	48343348	48343498	id-22738	5.68e-06	-	GGACACAGCTCTGTTCCTTCCGCCAGGGGGCGTGG	V_CTCF_BR	40
chr12	48357185	48357335	id-22739	4.68e-07	-	CTGTCTGGCTCCCTCGGTTCCGGTAGAGGGCGGCA	V_CTCF_BR	39
chr12	48373100	48373250	id-22740	6.05e-06	+	CCATGATCAGTTAGCTACTCCTCCAGGGGGCAGGA	V_CTCF_BR	3
chr12	48384686	48384836	id-22741	1	+	NA	NONE	8
chr12	48394839	48394989	id-22742	6.9e-05	+	GCTGTAGAGCCCGCACCACGTGCTAGGGAGCGCCC	Upstream_CTCF	20
chr12	48396667	48396817	id-22743	1	+	NA	NONE	9
chr12	48397155	48397305	id-22744	1	+	NA	NONE	16
chr12	48402879	48403029	id-22745	4.3e-06	-	CATGTCTTATTCCCAGGGCCCTGCAGATGGCTCCA	Upstream_CTCF	10
chr12	48424053	48424203	id-22746	1.22e-07	-	TGTGCAGCAGAGCAGGAACCCAGCAGGTGGCAGGG	Upstream_CTCF	8
chr12	48425028	48425178	id-22747	1	+	NA	NONE	6
chr12	48455884	48456034	id-22748	1	+	NA	NONE	21
chr12	48477967	48478117	id-22749	8.13e-06	+	TTTTAAATTTCCTTAAAGACCAACAGAGGGCTCCC	Upstream_CTCF	35
chr12	48499925	48500075	id-22750	1	+	NA	NONE	20
chr12	48537743	48537893	id-22751	3.16e-05	-	ATTGCACTTTTCATTCCTGCCAGGTGGAGACCAAA	Upstream_CTCF	12
chr12	48551349	48551499	id-22752	7.12e-06	-	AAGTAACCCCCTAACTAGGCCTCTGGAGGGCGAAA	UpstreamP1_CTCF	39
chr12	48559005	48559155	id-22753	1.41e-06	-	GAGCAAATGCTCTACTTGCCCTCCAGGGGGAGACA	UpstreamP1_CTCF	40
chr12	48576835	48576985	id-22754	4.65e-05	-	GGGCCTGACGGTGCAGAGGCAGGAGGAGGGCGCTA	V_CTCF_BR	36
chr12	48577510	48577660	id-22755	1.97e-06	+	AGGCGCTCTCTGCTTGTGGCGCCCAGAGGGCGGCG	V_CTCF_BR	38
chr12	48580084	48580234	id-22756	2.53e-05	-	AACACCTTACCCGGGTTCTCCACTAGAGGCCTGAG	V_CTCF_BR	35
chr12	48583407	48583557	id-22757	6.74e-08	-	CTTGTAATGTCCCTATTTCCCGACAGGTGGCACCA	Upstream_CTCF	40
chr12	48583921	48584071	id-22758	2.53e-05	-	ACTGAGAGATACGGAATTGAGGCCAGAGGGCGCTC	V_CTCF_BR	9
chr12	48591358	48591508	id-22759	1	+	NA	NONE	39
chr12	48591765	48591915	id-22760	1	+	NA	NONE	31
chr12	48680586	48680736	id-22761	2.4e-05	+	CACTCTCCATCCAAAGCGCCCACTAGAAGGTGCTA	V_CTCF_BR	40
chr12	48690390	48690540	id-22762	4.31e-05	+	AGGCAGCGCCGCCTCTCAGGCTCCAGGACACAGGA	UpstreamP1_CTCF	11
chr12	48730451	48730601	id-22763	3.4e-06	+	GTCACACTCACTACCGCCACCACTTGGTGGCTCCA	V_CTCF_BR	32
chr12	48836352	48836502	id-22764	1	+	NA	NONE	27
chr12	48848584	48848734	id-22765	2.72e-05	-	TTGTCATTCTAAAGTTGAGCCACAAGGAAGCAGTA	UpstreamP1_CTCF	39
chr12	48936209	48936359	id-22766	2.81e-06	+	TGAGCTTCACATTCTCTGGCCAGGAGACGGCGCTC	Upstream_CTCF	38
chr12	49012345	49012495	id-22767	1.41e-09	-	TCTGCAGTACCACAGACAAACACTAGGTGGAACTC	Upstream_CTCF	40
chr12	49110266	49110416	id-22768	9.84e-06	+	ATGTCCTGAAGCAGATTGGCCGCCTGCTGGCGATA	UpstreamP1_CTCF	40
chr12	49110791	49110941	id-22769	1	+	NA	NONE	34
chr12	49147360	49147510	id-22770	1.1e-06	+	GAGATCCCATTCTTAGACTCCAGCAGAGGGCACTG	V_CTCF_BR	38
chr12	49152120	49152270	id-22771	1.93e-05	-	ATAAAGTTATCCGCTAGTGACGGGAGGTGGCAGCA	V_CTCF_BR	19
chr12	49171781	49171931	id-22772	1	+	NA	NONE	0
chr12	49189725	49189875	id-22773	1.19e-10	-	CTGCAGTACCATGATTGTGCCACCAGAGGGCATAC	UpstreamP1_CTCF	40
chr12	49207853	49208003	id-22774	1.55e-05	-	CTAGAACGCTCTCCCCTTTCCAGTGGAGGGCGTCC	V_CTCF_BR	28
chr12	49208474	49208624	id-22775	1.67e-08	-	GCCGCAGGGTCCGGCCCTGCCAGCAGGCGGCGCTG	Upstream_CTCF	40
chr12	49209235	49209385	id-22776	1	+	NA	NONE	3
chr12	49212857	49213007	id-22777	8.21e-05	+	CTGGGGCATCGGGTGTGTGCAGAGAGGGGGCAGTA	V_CTCF_BR	35
chr12	49226581	49226731	id-22778	8.33e-05	-	GGTACAGTCCTCTGACAGTCCTAAGGGTGGAGCCA	Upstream_CTCF	15
chr12	49247131	49247281	id-22779	6.34e-08	+	GGTGTAATTCACCACAAAAGCACGAGAGGGCGCTC	Upstream_CTCF	40
chr12	49259729	49259879	id-22780	1	+	NA	NONE	29
chr12	49280993	49281143	id-22781	3.66e-06	+	TTGTACTTTATGAGTGTCCCCAGGAGGTGGAGTGG	UpstreamP1_CTCF	8
chr12	49284568	49284718	id-22782	5.23e-10	-	CTGAAGGGGAGCCGGGCAGCCAGCAGGGGGCAGAA	V_CTCF_BR	40
chr12	49297766	49297916	id-22783	9.84e-05	+	ACCGACCGCGGTCCTCCACTGGGTAGGGGGCGCTC	V_CTCF_BR	40
chr12	49318437	49318587	id-22784	8.03e-07	+	CGCGCAACACACACCTGGACCGCTGGGCGGCGGCA	Upstream_CTCF	37
chr12	49328237	49328387	id-22785	2.38e-07	+	TGGAAGGCTTCAGCAACTGCCACAAGAGGGCTCCC	V_CTCF_BR	38
chr12	49330283	49330433	id-22786	4.7e-10	-	GGTGCTGCCCCAGATCTGTCCAGCAGGGGGCAGTA	Upstream_CTCF	40
chr12	49331148	49331298	id-22787	2.59e-06	-	TTGCTACTGCGTCTCTCTGTCTGCAGGGGGCACTT	UpstreamP1_CTCF	39
chr12	49350733	49350883	id-22788	9.41e-05	-	GGCTGCAGTTAGGTTGTCGCCTGCAGGAGGTGTGC	V_CTCF_BR	29
chr12	49359334	49359484	id-22789	8.21e-06	+	ACCACTGTCTCCCATTATCCCACAAGAGGGAGCCC	V_CTCF_BR	38
chr12	49363841	49363991	id-22790	3.16e-06	+	GAGCAGTTCCAGCGCTGGTCGCGCAGCTGGTGCTG	UpstreamP1_CTCF	17
chr12	49366618	49366768	id-22791	1.24e-05	+	TGCTGGAGGTCCTGCCCGTGCTGCAGGGGTCACTG	V_CTCF_BR	23
chr12	49367975	49368125	id-22792	5.24e-09	+	GCTGCAGCACCGTAGGCCACCACCTGGAGGCACCA	Upstream_CTCF	40
chr12	49370352	49370502	id-22793	1.95e-07	-	GCTGCTTTTCCCTATATGGGGAATAGGGGGCACTG	Upstream_CTCF	37
chr12	49371276	49371426	id-22794	1	+	NA	NONE	5
chr12	49371858	49372008	id-22795	7.8e-08	-	GCCCGTCGAGGACTAGCATCCGCCAGGGGGCGCGG	V_CTCF_BR	40
chr12	49374496	49374646	id-22796	2.78e-06	+	TGAGATAAGGCAAGGGGCACCAGGAGAGGGCGTCC	V_CTCF_BR	28
chr12	49374790	49374940	id-22797	9.49e-08	+	GGTCCGGCCCCCGTGGCGTCCGGGAGAGGGCAGTG	V_CTCF_BR	33
chr12	49381963	49382113	id-22798	3.18e-09	-	GGAGCTCTCCCAAGAGTCACCACAAGGTGGCGCTA	Upstream_CTCF	40
chr12	49389304	49389454	id-22799	1.72e-06	-	GGTGTGATACTCTCTATAGCCACTACAGGGCGCGC	Upstream_CTCF	40
chr12	49390628	49390778	id-22800	2.18e-07	+	CGGGCAGGGTCCTCTCATTCCGCCAGGAGGCGCCC	Upstream_CTCF	36
chr12	49391786	49391936	id-22801	4.71e-06	-	GCTGCGACTCCAGCCAGGACAGACGGAGGGCGCAC	Upstream_CTCF	10
chr12	49393213	49393363	id-22802	5.08e-07	-	AAGGGGCGTCCAATCCCGGGCCCCAGGGGGCGGCC	V_CTCF_BR	20
chr12	49408519	49408669	id-22803	3.05e-07	-	ATGGCATTTCCAAATGTTCCCACTTGAGGGAGCAC	Upstream_CTCF	39
chr12	49411990	49412140	id-22804	2.1e-06	-	TCTGTGATCCCTGCAATCCCCGGCAGGAGGACATC	Upstream_CTCF	36
chr12	49412415	49412565	id-22805	1	+	NA	NONE	40
chr12	49413886	49414036	id-22806	6.43e-06	-	AACGCACAAAAGAGAGCTGACCCCAGGGGGAGCCA	V_CTCF_BR	40
chr12	49437682	49437832	id-22807	1.74e-08	-	AGTGATACCTGCTGACCTGCCTGCAGAGGGCGCCG	V_CTCF_BR	40
chr12	49454395	49454545	id-22808	1	+	NA	NONE	33
chr12	49457813	49457963	id-22809	2.18e-07	+	GTCAGCATGTTGCAGTTGGCCACTAGAGGGTGGTG	V_CTCF_BR	40
chr12	49463409	49463559	id-22810	1	+	NA	NONE	38
chr12	49482143	49482293	id-22811	7.07e-08	+	CCTAGAATTCTCTTGAAGGCCACCAGAGGGCGGTG	V_CTCF_BR	40
chr12	49483681	49483831	id-22812	1.38e-06	-	GCTACGCGGTTCTGGAGAGTCACCAGTGGGCGCAC	V_CTCF_BR	32
chr12	49486043	49486193	id-22813	1.1e-06	-	TCCTCTTCTCCGCTCTCACCCTGCAGGGGGCTCCC	V_CTCF_BR	40
chr12	49491337	49491487	id-22814	2.38e-07	+	GGCTTCCCTCCAGGCCTAGGCAGCAGATGGCAGTG	V_CTCF_BR	11
chr12	49491889	49492039	id-22815	2.73e-11	-	TTGCAGTGTTGAAATGTGGCCACCAGGAGGCAGCA	UpstreamP1_CTCF	40
chr12	49504556	49504706	id-22816	1	+	NA	NONE	39
chr12	49515014	49515164	id-22817	1.03e-06	-	CTGGCAAATTCCTTAACGCCCTGCAGATGGCACCA	V_CTCF_BR	39
chr12	49524091	49524241	id-22818	1.34e-06	-	TCTGCAGCACCGCCGGGGGGCGCAAGAGCGCGCGC	Upstream_CTCF	40
chr12	49582094	49582244	id-22819	3.45e-05	-	GTTTCTGCCGGAGCCCCCGGCAGCGGGTGTCAGGG	V_CTCF_BR	9
chr12	49614593	49614743	id-22820	1.61e-05	+	TTGAAATGTCACTTCTTGTACCCTGGAGGGCAGAC	UpstreamP1_CTCF	0
chr12	49619460	49619610	id-22821	8.71e-06	-	TCCATTGAGTAAGACACAGCCTCAAGGAGGCAGCA	V_CTCF_BR	32
chr12	49626800	49626950	id-22822	1	+	NA	NONE	22
chr12	49628315	49628465	id-22823	2.32e-08	+	AGCGCTCTGTCCCCGGTGACCAGCAGGCGGCGCTA	Upstream_CTCF	40
chr12	49629049	49629199	id-22824	9.14e-11	-	TTGCAGCGGCGCGGCGCGTCCAGCAGATGGCGCCC	UpstreamP1_CTCF	40
chr12	49656666	49656816	id-22825	4.41e-06	+	AATTTTTCCCCAAAAAATTCCAGCAGAGGGCAGCA	V_CTCF_BR	36
chr12	49659281	49659431	id-22826	2.1e-05	-	GTGCGGGAGCGCACGAGGGCCTCCGGGGCCCAGTT	UpstreamP1_CTCF	18
chr12	49677909	49678059	id-22827	1.64e-06	-	CTCTCAGTTCTGGGACTGTCCAAGAGGAGGCGCAG	Upstream_CTCF	39
chr12	49682219	49682369	id-22828	1.82e-07	+	ACGTCATTCTGACTTCTGACCAGAAGGTGGCAGCA	V_CTCF_BR	40
chr12	49689117	49689267	id-22829	2.43e-06	+	CAGCTTCCGTAGCCCCCGAGCGGGAGCGGGCGCCC	V_CTCF_BR	12
chr12	49690398	49690548	id-22830	4.38e-09	-	GGTACAGCCCCGCTGCCCGCCGCCAGGTGGCGCAA	V_CTCF_BR	40
chr12	49690737	49690887	id-22831	5.55e-07	+	AGAGCATCGCCGCGAAGAACCTGCAGGAGGCGGAG	Upstream_CTCF	9
chr12	49691234	49691384	id-22832	3.28e-05	-	CCTCGCCCTCCAGCAGCTTGCGGTAGGTGGCGATC	V_CTCF_BR	23
chr12	49691995	49692145	id-22833	8.71e-06	+	CCCATCATATGCCCTGTCCCCAGCAGGTGGTGACA	V_CTCF_BR	35
chr12	49725504	49725654	id-22834	2.44e-07	+	GCTGTCACTCTCCCACTGCCCACAGGATGGCAGTG	Upstream_CTCF	40
chr12	49729878	49730028	id-22835	1.96e-08	+	AGCAATGCGAGGCACGTAGCCGGCAGCGGGCGCCA	V_CTCF_BR	2
chr12	49730947	49731097	id-22836	3.13e-10	-	CCCGCACTTCCCACTCTGGGCACCAGGGGTCGCTC	Upstream_CTCF	40
chr12	49736140	49736290	id-22837	6.05e-06	-	GGCCACAGTCCTCCACTGCCCCGCAGGAGGCGCTC	V_CTCF_BR	3
chr12	49736370	49736520	id-22838	1	+	NA	NONE	40
chr12	49741487	49741637	id-22839	1.61e-09	-	CCACACCACCGCACCATGGCCGCCAGGTGGCGCTG	V_CTCF_BR	39
chr12	49750980	49751130	id-22840	1.03e-06	-	TTTCTTCCCAAAACAATGTCCACAAGGGGGCAGAC	V_CTCF_BR	40
chr12	49752544	49752694	id-22841	4.24e-07	+	GTTGTAGTCTTAGCTAGGAACTGCAGATGGCGCTA	Upstream_CTCF	40
chr12	49760498	49760648	id-22842	1	+	NA	NONE	39
chr12	49763755	49763905	id-22843	4.71e-06	-	CCTGTCTTAGCCTGATCGGCCTCCAGGGGCTATGC	Upstream_CTCF	40
chr12	49782986	49783136	id-22844	7.17e-05	-	ACACCTCTGCTAACCGCCTCCGCCAGGGGCGCCAA	Upstream_CTCF	4
chr12	49836880	49837030	id-22845	1.74e-07	-	GCAGCATTATTCACAATAGCCAAGAGGTGGAGCAC	Upstream_CTCF	1
chr12	49883630	49883780	id-22846	4.5e-06	+	GCAGTGATTCAGTGGCTCACCAACAGATGGCAAAT	Upstream_CTCF	24
chr12	49907977	49908127	id-22847	3.65e-07	-	GACGTCTAAGAGTTGAGAACCAGCAGATGGCAGTA	V_CTCF_BR	40
chr12	49931928	49932078	id-22848	3.4e-06	-	AGGTGGTAAATACAGGGGACCGGCAGGGGTCAGAC	V_CTCF_BR	26
chr12	49942932	49943082	id-22849	1.1e-06	-	TCCGGGGAGTGGGACGGCGCCGCCTGCGGGCAGAA	V_CTCF_BR	29
chr12	49947425	49947575	id-22850	2.66e-05	-	GGGAATATTCTTGATCTCACCAGAAGGGGTCAATG	V_CTCF_BR	40
chr12	49951702	49951852	id-22851	1.82e-07	-	CACTCTGAGGTTGGGCCGAACAGCAGATGGCAGCA	V_CTCF_BR	36
chr12	49962684	49962834	id-22852	8.5e-06	+	GATTCAGTTCCAAAGCTGTCCATCAGAGGTGTCAA	Upstream_CTCF	16
chr12	49974408	49974558	id-22853	2.18e-07	-	GAAGCCTTTCCTGCAGAAGCCACAAGGAGGCAGCA	Upstream_CTCF	40
chr12	49981072	49981222	id-22854	1.93e-05	-	TTCCTTAGTGTCTCAGAGGCCACCAGGGGGCTTTT	V_CTCF_BR	29
chr12	50003706	50003856	id-22855	1.85e-07	-	GTGTGGTTTGATGTACAGGCCAGTAGATGGCACTT	UpstreamP1_CTCF	31
chr12	50017353	50017503	id-22856	2.18e-07	-	CCCATCGGCCACGGCCCGGGCCGCAGGGGGCGCTG	V_CTCF_BR	40
chr12	50020010	50020160	id-22857	2.58e-07	+	TGTGCAGGGCCCTGACTAAACACTTGGGGGAGGTA	Upstream_CTCF	32
chr12	50030789	50030939	id-22858	6.27e-08	+	ATGCACCACCCAGAAACTGCCAGTAGAGAGCACCC	UpstreamP1_CTCF	40
chr12	50038434	50038584	id-22859	2.46e-08	+	CTGGGGACTGGACACATGCCCAGCAGAGGGCACTA	V_CTCF_BR	40
chr12	50066750	50066900	id-22860	1	+	NA	NONE	6
chr12	50067344	50067494	id-22861	1.34e-06	-	GCGGCAGGACTGGCTGTGGCCGCCAAGGGGCCAAG	Upstream_CTCF	28
chr12	50081889	50082039	id-22862	6.75e-05	+	AGGCACTGCCCCTTCTGGCCTGAGAGGGGGTACAG	UpstreamP1_CTCF	13
chr12	50101431	50101581	id-22863	3.6e-07	-	GATTCGATGCCGGCTGAGGCCGCCAGGGAGCGCTC	Upstream_CTCF	40
chr12	50114091	50114241	id-22864	6.82e-05	+	CCAATACATGCCAATTGTGCCACAAGAGGCAGCAT	V_CTCF_BR	34
chr12	50127523	50127673	id-22865	1.55e-08	-	CTAGGGACGAGGGCAGTGACCACCAGATGGAGCTG	V_CTCF_BR	18
chr12	50135003	50135153	id-22866	1.93e-05	+	CGGCCCATTTTCACTTTCTCCACTAGAGGCAGCAG	V_CTCF_BR	40
chr12	50144226	50144376	id-22867	1	+	NA	NONE	23
chr12	50144662	50144812	id-22868	1	+	NA	NONE	8
chr12	50156899	50157049	id-22869	1.87e-09	+	GCCACGATGAGAAGTGGGACCAGCAGAGGGCGCCA	V_CTCF_BR	40
chr12	50161274	50161424	id-22870	1	+	NA	NONE	13
chr12	50170236	50170386	id-22871	2.4e-05	+	TGCATATTTCCTCTTCCCACCACAGGGTGGCAGTT	V_CTCF_BR	40
chr12	50172036	50172186	id-22872	6.39e-08	-	ATTGCAGGGAGGGCCGTGTCCTCCAGGGGGAGCCA	V_CTCF_BR	40
chr12	50183952	50184102	id-22873	1	+	NA	NONE	30
chr12	50232903	50233053	id-22874	4.66e-08	-	GATGCATTACAGCATGTGACCCCTGGAGGGCACTG	Upstream_CTCF	40
chr12	50261003	50261153	id-22875	6.04e-09	+	CCTGCGTTTCCTCAAGCAGCCACTGGAGGGCAGCA	Upstream_CTCF	40
chr12	50268957	50269107	id-22876	8.59e-05	+	ATTCTCACCATAAGCCTCTGCGGCAGGTGTCGCAC	V_CTCF_BR	0
chr12	50276974	50277124	id-22877	1.85e-07	+	ATGCAGGGCACAGGGGCAGCCTGCAGGAGGCCATG	UpstreamP1_CTCF	16
chr12	50289781	50289931	id-22878	7.84e-05	+	CCATCCTTTGGGGGGCGCCCCTGATGTGGGCTGCG	V_CTCF_BR	2
chr12	50296311	50296461	id-22879	5.92e-05	+	GAACAGCGCCACTAAAGGGCCTGGTGGAGGCAGGG	V_CTCF_BR	13
chr12	50314458	50314608	id-22880	1.69e-05	-	TCTCTCTTCTCCACAACAACCGCTAGAGGACAGTG	UpstreamP1_CTCF	9
chr12	50339440	50339590	id-22881	1.48e-06	+	CGAATCCCATCACAGTGCTCCAGCAGGGGGCGTCC	V_CTCF_BR	40
chr12	50360859	50361009	id-22882	1.38e-11	+	CTGCAAGTGCCAGCTCTGGCCAGCAGAGGGCGACG	UpstreamP1_CTCF	40
chr12	50361321	50361471	id-22883	3.83e-09	+	CGTGGTTGGGGCGGTGTGGCCAGCAGGGGTCGCTG	V_CTCF_BR	40
chr12	50362483	50362633	id-22884	1.28e-06	+	CCGTCCCCACAGCTGTCTAACGGCAGGGGGCAGGG	V_CTCF_BR	3
chr12	50368061	50368211	id-22885	7.44e-06	+	GGAACAGTGTCTCAACTGGCCAGGCGGTGGCAGTG	Upstream_CTCF	38
chr12	50375244	50375394	id-22886	5.41e-06	+	GCTGGAATATAACAAACGGCCACCAGGAGTTTTGC	Upstream_CTCF	8
chr12	50376535	50376685	id-22887	1	+	NA	NONE	5
chr12	50377761	50377911	id-22888	1	+	NA	NONE	19
chr12	50381733	50381883	id-22889	5.01e-06	-	CAACCTACTGGCTTTTTTCCCAGGAGGGGGCAGCT	V_CTCF_BR	4
chr12	50392373	50392523	id-22890	3.22e-05	+	CTGTAATCCCAGGACTTTGGGAGCTGAGGCAGGGG	UpstreamP1_CTCF	15
chr12	50416241	50416391	id-22891	1.39e-05	+	AGAGGCAGAGGTTGCAGTGACCCAAGATGGCGCCA	V_CTCF_BR	8
chr12	50433110	50433260	id-22892	1.18e-09	+	TGGGAGAAAGGACTTTGGGCCACCAGGGGGCGCTG	V_CTCF_BR	40
chr12	50435984	50436134	id-22893	1	+	NA	NONE	0
chr12	50436294	50436444	id-22894	1	+	NA	NONE	0
chr12	50444701	50444851	id-22895	7.84e-05	-	GCCCAGGGCGGCCGCCCAGCCAGAGGAGGCAGTGC	V_CTCF_BR	5
chr12	50447059	50447209	id-22896	1	+	NA	NONE	10
chr12	50449871	50450021	id-22897	1.03e-09	-	TTGCTATGCCCCCGGGCAGCCACTGGGTGGCAGCC	UpstreamP1_CTCF	40
chr12	50451020	50451170	id-22898	5.74e-05	+	GAGCATCGATCCGAAGGAGACAGCGCGGGGAGAGG	UpstreamP1_CTCF	15
chr12	50451322	50451472	id-22899	6.21e-06	-	GCAGGGATCCATCGTCCGGCCGGGAGGCGGCGGGA	Upstream_CTCF	9
chr12	50464386	50464536	id-22900	1.15e-07	-	TGCAGCTGCCCATGCGTTCCCACTAGAGGGCACTG	V_CTCF_BR	40
chr12	50468077	50468227	id-22901	1.54e-05	-	GAGCTCTGGCCTGTGTCAGCCAGATGAGGTAGGGG	UpstreamP1_CTCF	1
chr12	50469064	50469214	id-22902	1.39e-07	+	AGACAGTTCTCACCCAGGCCCACCAGGTGGCAGCA	V_CTCF_BR	40
chr12	50476439	50476589	id-22903	7.02e-05	-	ATGTGTGTACACAGTACAGACACCAGGGGAGAGAG	UpstreamP1_CTCF	3
chr12	50478821	50478971	id-22904	1.73e-05	+	GTCCTTGTCTTCCTCCCGTCGGCCTGGGGGCGCCC	V_CTCF_BR	40
chr12	50482500	50482650	id-22905	5.26e-07	+	TGTACAGTTTGCACATTGACCTCTAGGTGGCACTA	Upstream_CTCF	40
chr12	50495506	50495656	id-22906	1.65e-07	+	CTGCAGTTCTGCCTGCTTCCCACTTGGAGGCTCAT	UpstreamP1_CTCF	39
chr12	50497715	50497865	id-22907	1	+	NA	NONE	20
chr12	50505440	50505590	id-22908	3.97e-07	+	GGACTAGGCCCACAGCCGGGCTCTAGGGGGCGCGC	V_CTCF_BR	40
chr12	50526420	50526570	id-22909	2.58e-07	+	CCTGACCTTTAGGAAATTTCCACTAGAGGGCAGAG	Upstream_CTCF	32
chr12	50561113	50561263	id-22910	2.41e-08	-	TGGCAGTGACCAGAAGGGGCCGGAAGGGGGTGGCC	UpstreamP1_CTCF	30
chr12	50569353	50569503	id-22911	8.71e-06	-	GCATTATCAATACATCTCACCACTAGATGGTAGTG	V_CTCF_BR	38
chr12	50575614	50575764	id-22912	1	+	NA	NONE	2
chr12	50576359	50576509	id-22913	1.04e-05	+	CACAAAGTATTTTATTAGGACACCAGAGGGAAGCA	V_CTCF_BR	10
chr12	50581436	50581586	id-22914	1	+	NA	NONE	12
chr12	50605593	50605743	id-22915	8.59e-05	+	TTTAGCTCTTTTTACTCAGACACTTGAGGGAGCCT	V_CTCF_BR	5
chr12	50616364	50616514	id-22916	2.81e-05	+	ACATGGAGAAAGCATCCACCCGGCAGAGGGAGAGG	V_CTCF_BR	35
chr12	50628278	50628428	id-22917	4.88e-05	-	GGCACATAATGGTGATTCTCCACGTGGTGGTGCTG	V_CTCF_BR	11
chr12	50639458	50639608	id-22918	1.47e-05	-	CATTGCAGTGGCGTGCCAGCCTCCAGGGGACGCTG	V_CTCF_BR	4
chr12	50655601	50655751	id-22919	4.7e-05	+	CTTGCAGAACAGTGCCTGACACATGGGGGGCACTC	Upstream_CTCF	19
chr12	50677382	50677532	id-22920	1	+	NA	NONE	26
chr12	50708592	50708742	id-22921	2.96e-05	-	AGAAAGGCACACTATGACAACAGGAGAGGGAGCTC	V_CTCF_BR	40
chr12	50711111	50711261	id-22922	3.09e-05	+	TTACAGTTCCTTTTGCAGTGCACAAGAGGTCAGTC	UpstreamP1_CTCF	22
chr12	50720649	50720799	id-22923	2.27e-05	-	AAGGGAAATCATAATGTTACCAGTAGAGGGTTGTG	V_CTCF_BR	16
chr12	50764246	50764396	id-22924	1	+	NA	NONE	15
chr12	50780979	50781129	id-22925	1	+	NA	NONE	7
chr12	50782749	50782899	id-22926	2.27e-05	+	CTACACTCCAGCCTGGGCAACAGCAGAGGGAGACT	V_CTCF_BR	1
chr12	50898604	50898754	id-22927	9.49e-08	+	CCGTCGTTCTGGTAGCTTCCCAGTAGAGGGCGCCG	V_CTCF_BR	40
chr12	50899027	50899177	id-22928	7.27e-06	-	CGTCCCCCTCGCCGCACGGCCGCCAGAGCGCGCGG	V_CTCF_BR	31
chr12	50917678	50917828	id-22929	1	+	NA	NONE	5
chr12	50926575	50926725	id-22930	1	+	NA	NONE	18
chr12	50983696	50983846	id-22931	1	+	NA	NONE	1
chr12	50991216	50991366	id-22932	5.74e-05	+	GTGTTACCTTAATATAGCACCATTAGGTGGTGCTG	UpstreamP1_CTCF	22
chr12	50994265	50994415	id-22933	3.86e-05	-	GAATGTTTTCCTGAGCTGTCCAACAGGGGGAAAGA	Upstream_CTCF	7
chr12	51013355	51013505	id-22934	1	+	NA	NONE	6
chr12	51014517	51014667	id-22935	5.92e-05	-	TGCTGGCTGGGCTATCCAGCCACAAGGGAGAGCAC	V_CTCF_BR	22
chr12	51031785	51031935	id-22936	4.65e-06	-	AGTCTGTTATGCAGAATATCCACTAGAGGTCACCA	UpstreamP1_CTCF	40
chr12	51035424	51035574	id-22937	4.88e-05	-	GCCACACACCTGGTACTGGCCGCCAGGTGGTCCCA	V_CTCF_BR	4
chr12	51036624	51036774	id-22938	1.39e-05	-	GCTCCAGCCTGAAAAGGCAACACTAGGTGGCTGGA	V_CTCF_BR	7
chr12	51058346	51058496	id-22939	1.93e-05	-	AACGCAGCAAAGGGTAAGTCCACAAGGGTGCGGAA	Upstream_CTCF	12
chr12	51114047	51114197	id-22940	4.51e-05	-	TAGGCACTTCCAGTCTTCCCCTGCTGGGGAGAAAT	Upstream_CTCF	12
chr12	51128550	51128700	id-22941	3.88e-06	-	CAACACCTCTGGCCTCTGCCCACTAGATGTCAGTA	V_CTCF_BR	40
chr12	51158791	51158941	id-22942	1	+	NA	NONE	16
chr12	51159161	51159311	id-22943	4.23e-08	+	GTCCATTCCTACCCGATCACCAGCAGGTGGCAGTC	V_CTCF_BR	40
chr12	51219256	51219406	id-22944	4.88e-06	+	AGGTTTTATTTAAATGTGTCCACTAGATGGCAACC	UpstreamP1_CTCF	36
chr12	51236705	51236855	id-22945	1	+	NA	NONE	13
chr12	51286621	51286771	id-22946	7.49e-05	+	TTCAGACTGAAGGGAAAGGACACAGGGTGGCACCT	V_CTCF_BR	1
chr12	51346948	51347098	id-22947	8.81e-07	+	AAGGAACAACAGGAGACAGACAGCAGGTGGCGGGG	V_CTCF_BR	10
chr12	51378444	51378594	id-22948	1	+	NA	NONE	0
chr12	51380858	51381008	id-22949	3.63e-05	-	AGAGGGAAAAATCTTGAGACCAGATGGTGGAGCTC	V_CTCF_BR	40
chr12	51381393	51381543	id-22950	1	+	NA	NONE	2
chr12	51398338	51398488	id-22951	1.39e-05	+	AGGGGGAAAACATGGCCTGGCAGCAGGAGGAGCTA	V_CTCF_BR	7
chr12	51420257	51420407	id-22952	7.44e-09	-	CATGCAGCTCCCGCCGGGTGCCCCAGGGGCCGCCG	Upstream_CTCF	29
chr12	51422010	51422160	id-22953	1	+	NA	NONE	40
chr12	51441614	51441764	id-22954	1.04e-05	+	CGGCCTATCCACGCCGGCACCATTAGAGGGCGCCG	V_CTCF_BR	40
chr12	51442063	51442213	id-22955	1	+	NA	NONE	9
chr12	51477262	51477412	id-22956	1.81e-06	-	GGGGCGGTTCTGGGCGTCTGCTGCCGGGGGCGCCC	Upstream_CTCF	21
chr12	51586214	51586364	id-22957	6.21e-05	-	GGATTTTAACTCCCTGAGCCTGGCAGAGGGCAGCA	V_CTCF_BR	14
chr12	51592366	51592516	id-22958	4.85e-07	-	TTGCAGGTCAAGTGGCTGGTCAGCAGGGGCTGGCC	UpstreamP1_CTCF	2
chr12	51610981	51611131	id-22959	3.09e-05	-	GAGCCCTTGTGGGGTGCGGACCACAGGGGACGCTC	UpstreamP1_CTCF	37
chr12	51611814	51611964	id-22960	8.08e-08	+	GCTGCACCGCCCGCGCCAGCCGCCGGGGGCGGCGG	Upstream_CTCF	40
chr12	51632374	51632524	id-22961	2.53e-05	+	GGGGGGGGGAGGACAGAAACGAGCAGGGGGTGGGG	V_CTCF_BR	35
chr12	51640486	51640636	id-22962	6.98e-07	-	GCCCACTGAGGCCCTGTCCCCAGAAGATGGAGCCA	V_CTCF_BR	33
chr12	51646411	51646561	id-22963	1	+	NA	NONE	38
chr12	51656587	51656737	id-22964	6.46e-07	+	TTATTTGCTCTAGACCTGCCCAGCAGAGGGCGGCT	V_CTCF_BR	40
chr12	51663421	51663571	id-22965	3.18e-06	+	GGAGTTCTGGTGACGCCATCCACCAGGTGTCAGGA	V_CTCF_BR	39
chr12	51664186	51664336	id-22966	7.8e-08	-	CCCGGGGGAGCCAAGGGGACCTGCAGAGGGCGGTT	V_CTCF_BR	23
chr12	51669053	51669203	id-22967	1	+	NA	NONE	2
chr12	51685703	51685853	id-22968	9.4e-06	-	CCCCAGCTCCACAACTCCATCACCAGGCGGAGCCC	UpstreamP1_CTCF	4
chr12	51686047	51686197	id-22969	4.88e-05	-	TGAACACCTTCCTTTTTTAGCAGCAGCAGGCGCTC	V_CTCF_BR	8
chr12	51735289	51735439	id-22970	1.32e-08	-	CTGCAATACCAATGTCCCACCAGCAGATGCTGCTG	UpstreamP1_CTCF	40
chr12	51745811	51745961	id-22971	1.54e-05	-	TGTCAGTAGCAGGATGTCACCAGATGAGGGTGCTA	UpstreamP1_CTCF	40
chr12	51755535	51755685	id-22972	7.78e-06	-	GTTGTACCACATGAAGCTGCCCACTGAGGGCAGCA	Upstream_CTCF	26
chr12	51765944	51766094	id-22973	6.15e-05	+	TGTTTTGTTTTTGTTTTTGACACAGGGTGTCGCTC	Upstream_CTCF	10
chr12	51771045	51771195	id-22974	7.8e-08	+	ATGATCACGCTGGTGGTGGCCAGTGGGGGGCAGCG	V_CTCF_BR	27
chr12	51784716	51784866	id-22975	5.63e-06	+	CAGCAGATTCCATTTCCCCACAGCAGGAGGCAGAT	UpstreamP1_CTCF	12
chr12	51786535	51786685	id-22976	1	+	NA	NONE	13
chr12	51803742	51803892	id-22977	2.66e-05	+	GGCGTCAGTCTGACTTTGGCCTGATGGTGGTGGGC	V_CTCF_BR	3
chr12	51813397	51813547	id-22978	5.08e-07	-	GCAGAGGTAGGGGAAGGGACCTCTAGAGGGAGCAG	V_CTCF_BR	32
chr12	51815166	51815316	id-22979	4.59e-07	+	TTGTAATTTGCACAATAGGCCAGAAGATGGGGCTC	UpstreamP1_CTCF	40
chr12	51818887	51819037	id-22980	1.61e-09	+	GAGGGGAGGCCAGCCCGGGACACCAGGGGGCGCTC	V_CTCF_BR	40
chr12	51862470	51862620	id-22981	1	+	NA	NONE	16
chr12	51876712	51876862	id-22982	3.88e-06	+	TCTAGCATCAGGATATTAGCCACATGAGGGAGCCA	V_CTCF_BR	17
chr12	51911722	51911872	id-22983	4.34e-05	+	CTTGTGATGTCAGTGCTCACGGATAGAGGGAAGCA	Upstream_CTCF	22
chr12	51914454	51914604	id-22984	1.77e-05	+	AGGGCGCTGCAGACAGACACCGCCTGGGAGCAGGA	Upstream_CTCF	12
chr12	51915451	51915601	id-22985	9.51e-07	+	GTATTTGTATGATGTACAGCCAGTAGATGGCAGAG	V_CTCF_BR	37
chr12	51922648	51922798	id-22986	1	+	NA	NONE	7
chr12	51925803	51925953	id-22987	3.73e-09	-	CTGCCGTTCATGAGTTCCTCCAGCAGAGGGCAGGC	UpstreamP1_CTCF	40
chr12	51927721	51927871	id-22988	1	+	NA	NONE	30
chr12	51930087	51930237	id-22989	1	+	NA	NONE	32
chr12	51943579	51943729	id-22990	1	+	NA	NONE	8
chr12	51984585	51984735	id-22991	3.33e-09	-	GGCAAGAGGGAACAGGGCGCCGGCAGGGGGCGCCG	V_CTCF_BR	39
chr12	52072012	52072162	id-22992	1	+	NA	NONE	40
chr12	52081134	52081284	id-22993	1	+	NA	NONE	4
chr12	52089151	52089301	id-22994	3.56e-05	-	CCTGCATGGAATTCACTTTCCTGGAGATGGACCCA	Upstream_CTCF	5
chr12	52115431	52115581	id-22995	3.09e-05	-	CTGCTCCGGCGCTCGCGGGCCCGGATGGGGATGAA	UpstreamP1_CTCF	22
chr12	52206801	52206951	id-22996	3.63e-05	+	GCATGTCAGGAGGCCTTGCCTGGCGGGGGGCAGCA	V_CTCF_BR	0
chr12	52208149	52208299	id-22997	8.21e-06	+	TTGCGCAGCTGCAGCGTCGCCTGCTGGTGGAGGTT	V_CTCF_BR	39
chr12	52214313	52214463	id-22998	2.83e-07	+	GGGAGGCCCGCCCCGGCCGCCGCCTGCTGGCACAG	V_CTCF_BR	19
chr12	52214603	52214753	id-22999	1.67e-07	-	CGCCCGGGACGACGGCGCGGCGGCAGGGGGCGCGC	V_CTCF_BR	23
chr12	52217833	52217983	id-23000	2.43e-06	-	CACCAGATTTATGAGCTTTCCAGAAGGTGGCAGTA	V_CTCF_BR	40
chr12	52243174	52243324	id-23001	2.38e-07	+	GCTGCGCCTGCCCTCCCGGGCTGCAGAGGGCAGGA	V_CTCF_BR	5
chr12	52265079	52265229	id-23002	2.83e-07	+	ACCAGAGGGGTGATCTTGCCCACCAGAGGGCAACC	V_CTCF_BR	9
chr12	52266056	52266206	id-23003	1	+	NA	NONE	2
chr12	52269138	52269288	id-23004	3.41e-08	-	ACTGCGAGGCCACTGTCAGCCAGCAGGTGGCAGGT	Upstream_CTCF	40
chr12	52283743	52283893	id-23005	2.14e-10	-	CAGGGGTCCCCCAGAGTGACCAGCAGAGGGCAGCC	V_CTCF_BR	36
chr12	52285763	52285913	id-23006	7.31e-05	+	GTTAACTTCCCCTAGATGACCCATAGGTGGGGTTA	UpstreamP1_CTCF	38
chr12	52288848	52288998	id-23007	1.38e-06	+	CCAGGTTGGAGCATGTTTTCCAGCAGAGGGAGCCT	V_CTCF_BR	40
chr12	52295383	52295533	id-23008	1	+	NA	NONE	2
chr12	52306979	52307129	id-23009	6.19e-06	+	GGGAACTTGCACAGGGAGCTCTGCAGGGGGCGCCC	UpstreamP1_CTCF	28
chr12	52316553	52316703	id-23010	8.99e-05	+	TATGTGTGTCTTCCACCATCCTCATGGTGGCACTT	V_CTCF_BR	19
chr12	52317296	52317446	id-23011	5.23e-10	-	GCCGCTGGGCAGCCCTCGGCCAGCAGAGGGCGACG	V_CTCF_BR	40
chr12	52320648	52320798	id-23012	3.55e-08	+	CTGCAGTTGAGATAACCTGCCACCAGGTGGGTGAT	UpstreamP1_CTCF	40
chr12	52341483	52341633	id-23013	2.5e-05	-	GAGCAGCCTAGCGGTACACCCAGAAGATGCAGGCT	UpstreamP1_CTCF	2
chr12	52364690	52364840	id-23014	2.91e-05	+	TGTGCTGTGCCTCTTCCCTTTCACAGGGGGCGCCA	Upstream_CTCF	40
chr12	52370669	52370819	id-23015	1	+	NA	NONE	10
chr12	52374222	52374372	id-23016	5.35e-09	-	TGGCTGTTCTGCTTATTAGCCACTAGAGGGCAGTG	UpstreamP1_CTCF	40
chr12	52376449	52376599	id-23017	5.48e-05	-	ATTGGAGTCTAAGGCTCCTCAGCTTGGGGGCAGCA	Upstream_CTCF	23
chr12	52386991	52387141	id-23018	3.67e-07	+	CTGCCTTTAACGAGTCTAACCACTAGAGGGCATTT	UpstreamP1_CTCF	40
chr12	52397947	52398097	id-23019	1.52e-07	+	TTTCCCCCGAGACTCATGGCCACCAGAGGGCATAA	V_CTCF_BR	40
chr12	52404379	52404529	id-23020	1.69e-05	+	TCTCTGTGCTTCCCTCCCACCACTAGAGGCTGGAT	UpstreamP1_CTCF	24
chr12	52414637	52414787	id-23021	1.46e-07	-	CTGGTATGGTCCCGGCTCCCCACCAGGGGTCAGCA	UpstreamP1_CTCF	40
chr12	52417578	52417728	id-23022	2.17e-09	-	GTGGCCGTTCCCGAGTCTGCCGGCAGAGGGCGCCG	V_CTCF_BR	40
chr12	52419404	52419554	id-23023	1	+	NA	NONE	15
chr12	52431387	52431537	id-23024	1	+	NA	NONE	35
chr12	52435679	52435829	id-23025	1.23e-05	+	TTGTCCTTTGTACACCCCTCCAGCAGGTGGGGTTG	UpstreamP1_CTCF	13
chr12	52444752	52444902	id-23026	1	+	NA	NONE	26
chr12	52445518	52445668	id-23027	4.31e-05	+	CTGTAGGGGGTTGGGGTTGGCGCCGGGAGTAGGGA	UpstreamP1_CTCF	25
chr12	52460699	52460849	id-23028	4.21e-05	+	GTCTGGTTTTGTGCAGCCTCCCGAAGAGGTCGCTG	V_CTCF_BR	10
chr12	52462740	52462890	id-23029	1.56e-05	-	TCGGTTAATGCACCCACCTCCAATAGGAGGCAGTA	Upstream_CTCF	32
chr12	52463360	52463510	id-23030	1	+	NA	NONE	40
chr12	52476967	52477117	id-23031	4.21e-05	-	AAATGAGAGGCACTGACTTGCAGCAGGGGCCGGTC	V_CTCF_BR	3
chr12	52477301	52477451	id-23032	2.19e-10	-	GTGCTCTTGCCCACACTGGCCACAGGGGGGCAGCC	UpstreamP1_CTCF	40
chr12	52481859	52482009	id-23033	1	+	NA	NONE	3
chr12	52510439	52510589	id-23034	1	+	NA	NONE	21
chr12	52513899	52514049	id-23035	1.1e-06	+	GGCGGGCGTGGTGCAGCCGCCTGAGGCTGGCGCCC	V_CTCF_BR	40
chr12	52515735	52515885	id-23036	3.97e-07	-	GGTTCCTTCTCAGGACCTCCCACTAGAGGGCGCGA	V_CTCF_BR	40
chr12	52516098	52516248	id-23037	1	+	NA	NONE	11
chr12	52520936	52521086	id-23038	1.93e-05	+	GAAGAAGCAGACCTGGTGGCCACGAGGGGTGGTAC	Upstream_CTCF	7
chr12	52533411	52533561	id-23039	2.18e-07	+	TCTGCAGTGTACGCTTCTGTCCCTAGATGGCACTG	Upstream_CTCF	40
chr12	52535213	52535363	id-23040	3.09e-06	-	AAGGTAATGTCTCTGAAGACCTGAAGGAGGCGGGA	Upstream_CTCF	25
chr12	52537399	52537549	id-23041	3.18e-06	+	CCTATGTGTCCCACACCTGTCAGCTGGGGGCGCTC	V_CTCF_BR	39
chr12	52541071	52541221	id-23042	1	+	NA	NONE	2
chr12	52545963	52546113	id-23043	3.01e-11	+	CTGCAGCAGCCCGTGGCAGCCGGCAGGGGGCGGTG	UpstreamP1_CTCF	39
chr12	52550662	52550812	id-23044	3.41e-08	+	GGTGCAGATGAGGCAGTGGTCAGCAGGGGGCGCTC	Upstream_CTCF	40
chr12	52557811	52557961	id-23045	3.22e-09	+	AAGCACTGTCTTGTCACGGCCAGCAGAGGGCAGAG	UpstreamP1_CTCF	40
chr12	52565939	52566089	id-23046	3.4e-06	+	CCTCGCCCTCCACCAGCTTCCTGTAGGTGGCGATC	V_CTCF_BR	38
chr12	52569316	52569466	id-23047	2.96e-05	-	CACTACCGCACCATCCTTGTCACCAGGAGGTGCTG	V_CTCF_BR	21
chr12	52569913	52570063	id-23048	6.8e-06	-	TTGTCATACTCTCTGCAGCCCGGCAGGGGCCTGCA	UpstreamP1_CTCF	27
chr12	52581141	52581291	id-23049	2.81e-06	-	GGTGCAGAGAGGGCAGTGGCCATCAGATGGGGCTC	Upstream_CTCF	6
chr12	52601092	52601242	id-23050	1	+	NA	NONE	7
chr12	52607391	52607541	id-23051	3.2e-08	-	GCTGCAATCCCCAGCCTCACCTCTGGGAGCCGCTG	Upstream_CTCF	40
chr12	52608428	52608578	id-23052	5.92e-05	-	CCCTGCAACCCTCTCTCAGCCAGCGGGTGGGGCTA	V_CTCF_BR	26
chr12	52610675	52610825	id-23053	3.91e-06	-	GGTGCAGTTGCCAGTGGAACCAGGAGAGAACTGCC	Upstream_CTCF	9
chr12	52615939	52616089	id-23054	1.06e-05	+	TGGGATGTGCAGATAGGGGGCGCCAGAGGGAGACT	Upstream_CTCF	40
chr12	52626751	52626901	id-23055	4.88e-05	+	CCGCTGTTCTCTGCGGCCGTCTAGGGATGGCGCTC	UpstreamP1_CTCF	18
chr12	52635363	52635513	id-23056	1	+	NA	NONE	12
chr12	52644249	52644399	id-23057	2e-06	-	TCTGCAGTGCCCCCTGCAGCGGGAACGTGGCGGTG	Upstream_CTCF	17
chr12	52646003	52646153	id-23058	6.46e-07	+	CCTCGCCCTCCAGCAGGCGCCTGTAGGTGGCGATC	V_CTCF_BR	35
chr12	52652230	52652380	id-23059	8.81e-07	+	TGCAGCTGAAGGCGCGGACCCCGCAGGGGGCGCTG	V_CTCF_BR	21
chr12	52653669	52653819	id-23060	1	+	NA	NONE	8
chr12	52672857	52673007	id-23061	6.49e-06	-	GCCGCAGAGCGCGTAGCCGCCGCCAGGGGCGCTCG	Upstream_CTCF	40
chr12	52680830	52680980	id-23062	6.46e-07	+	CCTCGCCCTCCAGCAGGCGCCTGTAGGTGGCGATC	V_CTCF_BR	3
chr12	52699956	52700106	id-23063	6.46e-07	-	CCTCGCCCTCCAGCAGGCGCCTGTAGGTGGCGATC	V_CTCF_BR	20
chr12	52702361	52702511	id-23064	7.15e-05	+	ACCCAGCCAGTACCTCGCGCCACCAGAACGCGCCG	V_CTCF_BR	19
chr12	52709634	52709784	id-23065	6.46e-07	+	CCTCGCCCTCCAGCAGGCGCCTGTAGGTGGCGATC	V_CTCF_BR	38
chr12	52713080	52713230	id-23066	3.28e-05	-	AAGAGGTTCTTAGGCTCTGCCTCTGGGTGGCAGGT	V_CTCF_BR	23
chr12	52721395	52721545	id-23067	5.2e-08	-	CAGGATTGCCACAATGTTCCCACCAGAGGGCACCC	UpstreamP1_CTCF	40
chr12	52738112	52738262	id-23068	8.59e-05	+	TGGCCTCAGAGCTCAACTGCACGCAGGAGGCGCTG	V_CTCF_BR	7
chr12	52752360	52752510	id-23069	1	+	NA	NONE	3
chr12	52755992	52756142	id-23070	6.46e-07	+	CCTCGCCCTCCAGCAGGCGCCTGTAGGTGGCGATC	V_CTCF_BR	29
chr12	52766445	52766595	id-23071	1.55e-08	+	TCTTGTCCGAAGTTGGTGGCCAGAAGAGGGCAGCA	V_CTCF_BR	40
chr12	52774104	52774254	id-23072	6.46e-07	+	CCTCGCCCTCCAGCAGGCGCCTGTAGGTGGCGATC	V_CTCF_BR	37
chr12	52784879	52785029	id-23073	3.05e-07	+	AATGCAGACATCCCAGCCACCACCAGGAGGCACAT	Upstream_CTCF	40
chr12	52789703	52789853	id-23074	2.19e-05	+	CACCTGTGCTCTTCACCCTCCAGCAGGCGCCTGTA	UpstreamP1_CTCF	37
chr12	52798891	52799041	id-23075	1.04e-05	+	TGTGGGAATCTGCGCTCTTCCTGCAGTGGGTGCTA	V_CTCF_BR	16
chr12	52801772	52801922	id-23076	9.84e-06	-	CTGCAGTGACCCCTGCCCTCCGGTGCAGCTCACTG	UpstreamP1_CTCF	21
chr12	52807702	52807852	id-23077	6.43e-06	+	TCAAGCCCTCCAGCAGCTTCCTGTAGGTGGCGATC	V_CTCF_BR	18
chr12	52821997	52822147	id-23078	4.21e-05	+	CCTCGCCTTCCAGCAGCTTGCGGTAGGTGGCGATC	V_CTCF_BR	12
chr12	52836649	52836799	id-23079	4.43e-05	+	ACCCAGAGCAGTAGCTCCTTCACTAGAGGGCAAGC	V_CTCF_BR	23
chr12	52855588	52855738	id-23080	5.51e-07	-	TGAGTTGGTTGGCCTCCAGCCAGGAGGTGGCACTT	V_CTCF_BR	2
chr12	52889274	52889424	id-23081	2.68e-05	+	GCAGCCACTCTGCTGAGCAGCAGCATGGGGCAGAC	Upstream_CTCF	15
chr12	52901012	52901162	id-23082	2.31e-06	-	TGAGAAGAATCTCATGCTTCCAGTAGGGGGAGCAG	Upstream_CTCF	40
chr12	52924802	52924952	id-23083	5.55e-07	+	CCTGCACTTCACCCTACACCCTCGTGAGGGCTCCC	Upstream_CTCF	3
chr12	52928381	52928531	id-23084	5.21e-08	-	CTTGCCCCAGGTGACGCAGCCAGAAGGTGGCAGAA	V_CTCF_BR	21
chr12	52936078	52936228	id-23085	8.79e-07	+	GTGCTGGGTTTCTGAGTCTCCTGCAGGAGGCTCCA	UpstreamP1_CTCF	13
chr12	52938407	52938557	id-23086	1	+	NA	NONE	11
chr12	52940023	52940173	id-23087	1	+	NA	NONE	2
chr12	52955964	52956114	id-23088	1	+	NA	NONE	39
chr12	52976894	52977044	id-23089	2.55e-06	+	AGTGCAGTATCCAGGACCAATGGCAGAGGGCAGTG	Upstream_CTCF	40
chr12	52981362	52981512	id-23090	3.65e-05	+	CACCTGCACTCCTCGCTCTCCAGCAGCTTGCGGTA	UpstreamP1_CTCF	8
chr12	53004396	53004546	id-23091	1	+	NA	NONE	9
chr12	53040445	53040595	id-23092	6.8e-06	-	CTGCTGGAGGGCGAGGAGTGCAGGTGAGGGCACTG	UpstreamP1_CTCF	4
chr12	53061394	53061544	id-23093	2.86e-06	+	ATGTAGAGAAGCCTTTGTACCAGCAGAGGACACTC	UpstreamP1_CTCF	36
chr12	53086152	53086302	id-23094	1.82e-07	+	CACCTGCTCTCCTCGCCCTCCAGCAGCTGGCGGTA	V_CTCF_BR	23
chr12	53091256	53091406	id-23095	3.63e-05	-	GCAGGCTCTGCACTGCACAACTGCAGGAGGCACTG	V_CTCF_BR	9
chr12	53109318	53109468	id-23096	2.11e-06	+	CCTCGCCCTCCAGGAGGGTCCGGTAGGTGGCGATC	V_CTCF_BR	23
chr12	53153633	53153783	id-23097	8.61e-08	-	CTCCTAACTGTCCTCCTTGCCTCCAGGGGGCTCCG	V_CTCF_BR	3
chr12	53184937	53185087	id-23098	1.54e-05	+	CACCTGTACTCCTCGCCCTCCAGCAGCTTGCGGTA	UpstreamP1_CTCF	0
chr12	53231686	53231836	id-23099	6.75e-05	+	CTGCTTGATCAAGGTCACACCACTAGGAAACAGCA	UpstreamP1_CTCF	6
chr12	53241604	53241754	id-23100	1	+	NA	NONE	7
chr12	53259224	53259374	id-23101	4.48e-07	-	GTTGCAAGAATCCTGGCCACCTGCAGGGGGAGTCA	Upstream_CTCF	40
chr12	53264364	53264514	id-23102	1.48e-06	-	CCCTCCATTCTAGGATTGCCCTGCAGGGGTCGCCC	Upstream_CTCF	40
chr12	53271809	53271959	id-23103	3.22e-05	+	AAGCAGTAACACCCCTAGAGCAACTCAGGGCAGGC	UpstreamP1_CTCF	15
chr12	53273394	53273544	id-23104	2.38e-07	-	CGCGAGGCAGCAGGGGCTCCCCGCAGAGGGCGCCA	V_CTCF_BR	40
chr12	53273819	53273969	id-23105	3.63e-06	-	CCGGAGAGACATCAGACATCCACTAGGAGGCAGCA	V_CTCF_BR	40
chr12	53278695	53278845	id-23106	4.23e-08	+	TGGACACTCCCCACAATGCCCTCCAGGGGGCGCCA	V_CTCF_BR	40
chr12	53292420	53292570	id-23107	3.4e-06	+	CCTCGCCCTCCAGCAGCTTCCTGTAGGTGGCGATC	V_CTCF_BR	9
chr12	53298919	53299069	id-23108	3e-06	+	GGGCAGGACTCAGGTGGGGGCAGCAGAGAGCTGCC	UpstreamP1_CTCF	28
chr12	53321348	53321498	id-23109	1.09e-06	-	ATTTCAGGCTCGGCTCTGCCCACAAGGGGGTGCTC	Upstream_CTCF	39
chr12	53343746	53343896	id-23110	4.59e-07	+	GTGCACTAGGGAAAAAATGCCAGGAGAGGGCCAGG	UpstreamP1_CTCF	14
chr12	53346025	53346175	id-23111	1.61e-05	-	TTAAAGTCCTCGCCATCTTCCAGCAGGCGGCGGTA	UpstreamP1_CTCF	14
chr12	53356441	53356591	id-23112	1	+	NA	NONE	10
chr12	53369241	53369391	id-23113	3.65e-05	-	ATGTCCTGGGAAGATAAAAGCACCAGAGTGCAGTC	UpstreamP1_CTCF	7
chr12	53370146	53370296	id-23114	2.97e-06	-	AGACAGCATTGGCAGGCAGCCTGAGGGTGGCAGCC	V_CTCF_BR	34
chr12	53370443	53370593	id-23115	6.43e-06	+	CCAATGCACAAGCCCTGTACCAGATGAGGGAGCCA	V_CTCF_BR	10
chr12	53374706	53374856	id-23116	2.46e-08	-	GGTCTCTGCACCTAGAAGGCCACCAGGGGGCAGAG	V_CTCF_BR	40
chr12	53378056	53378206	id-23117	2.84e-05	+	CAGCACTGGGCCACTGGGTGCTACAGCAGGAGGCC	UpstreamP1_CTCF	28
chr12	53425520	53425670	id-23118	3.16e-05	-	TACTCTGTCCTCTAAATAACCACTAGATGGTGACT	Upstream_CTCF	10
chr12	53432570	53432720	id-23119	7.55e-07	+	GGTTATCTACCTTTTCTTGCCAGTAGAGGGAGGAG	V_CTCF_BR	40
chr12	53441160	53441310	id-23120	1.74e-10	+	CGGGCAGTGCCAGGGGCGGGCGCCAGGGGGCGCGG	Upstream_CTCF	31
chr12	53442362	53442512	id-23121	3.63e-06	-	TGTCCCCAGGATATCCTGGCCAGAAGGTGGCATCT	V_CTCF_BR	28
chr12	53445119	53445269	id-23122	2.73e-07	-	CCTGCAGCACCAGACTGAGCCGGCAGGAGTGGCCT	Upstream_CTCF	29
chr12	53447478	53447628	id-23123	1.97e-06	-	TGACTGGGGCCGTGTTTCGCCGCTAGAGGGAGATG	V_CTCF_BR	40
chr12	53455628	53455778	id-23124	3.88e-06	-	TGTACCTTTCCAGGGCTGGGCACTGGGTGGCGGTG	V_CTCF_BR	35
chr12	53457423	53457573	id-23125	1	+	NA	NONE	11
chr12	53457881	53458031	id-23126	3.6e-07	-	CCTGGAGGGCTGACGTTCTCCTGCAGGTGGGGCTG	Upstream_CTCF	16
chr12	53459825	53459975	id-23127	3.88e-07	+	AAGGTGTTATGGGAAGTGACCACCAGAGGGCGTGC	UpstreamP1_CTCF	40
chr12	53466048	53466198	id-23128	1.84e-06	+	ATTTTCCCTGAGTTCCACTCCACCAGGGGGAGGCC	V_CTCF_BR	31
chr12	53491889	53492039	id-23129	1	+	NA	NONE	11
chr12	53493327	53493477	id-23130	3.68e-10	-	CTGGCTGTTCCACCAGAGGCCAGAAGGGGGCGCAC	Upstream_CTCF	40
chr12	53552965	53553115	id-23131	1.03e-06	+	GATATAACACAGCTCCTCGCCTCCAGATGGCACTT	V_CTCF_BR	3
chr12	53553266	53553416	id-23132	8.19e-10	+	CCTGCCATGCCACTCCCAGCCAACAGGGGGCAGAA	Upstream_CTCF	40
chr12	53568865	53569015	id-23133	1.83e-05	+	GTAAAATAAAGGGAAATTGCCACAAGAGGGAGTTG	V_CTCF_BR	38
chr12	53574500	53574650	id-23134	9.51e-07	+	TTGGCAGGGTGTGCTGGGGCCTGGAGGAGGCGCCG	V_CTCF_BR	8
chr12	53579662	53579812	id-23135	2.72e-06	+	ATGACATGCCTGATTATTGCCCCCAGGTGGTGGTA	UpstreamP1_CTCF	27
chr12	53584001	53584151	id-23136	9.57e-10	-	GTGCTAGGCCCCATGCTGGCCAGCAGGGGTCGGGC	UpstreamP1_CTCF	40
chr12	53591585	53591735	id-23137	1.99e-07	+	CCGCGGGGCTCCTCCAGCTCCTCCAGCGGGCAGCC	V_CTCF_BR	37
chr12	53593642	53593792	id-23138	1	+	NA	NONE	3
chr12	53605671	53605821	id-23139	4.5e-06	+	TTCTCAACTGCCCCTGACTCCCCTAGGGGGCGCCC	Upstream_CTCF	40
chr12	53607189	53607339	id-23140	9.49e-08	+	GAGACTGAGCACTGAGCAGACGCCAGGGGGCGCCC	V_CTCF_BR	40
chr12	53615290	53615440	id-23141	5.34e-06	-	CGGGCGAGGGCGCTCAGTGCCGGAAGGGGCAACCC	V_CTCF_BR	36
chr12	53618366	53618516	id-23142	7.44e-06	+	TATGTCTTCCTCTCTGCTACCACTAGGTGCTGCAT	Upstream_CTCF	40
chr12	53619134	53619284	id-23143	1	+	NA	NONE	0
chr12	53619612	53619762	id-23144	8.58e-06	+	ATGCAGGCTCTATGCCAGACCTGCAGGGAGAGGAG	UpstreamP1_CTCF	6
chr12	53625404	53625554	id-23145	7.82e-06	-	CAGCATTTGGGGAAGTCTTCAGCCAGGGGGCATTC	UpstreamP1_CTCF	16
chr12	53627619	53627769	id-23146	1	+	NA	NONE	21
chr12	53634796	53634946	id-23147	5.12e-07	-	CAGCAGGCAATAGCAGTGGCCACAGGAGGGCTCTG	UpstreamP1_CTCF	33
chr12	53644985	53645135	id-23148	1	+	NA	NONE	6
chr12	53645410	53645560	id-23149	5.01e-06	-	AGAAGCCAGTATGGTCCAGACACCTGAGGGAGGCG	V_CTCF_BR	39
chr12	53646034	53646184	id-23150	2.04e-05	+	ATGTGGCAGGGCTGGGCAGGGGCTAGGGGGCGCAG	V_CTCF_BR	39
chr12	53647273	53647423	id-23151	2.15e-05	-	AACAGCAGCACGCGGCGGTCCGACAGGAGGCAGCG	V_CTCF_BR	0
chr12	53651676	53651826	id-23152	9.29e-06	-	TAATCACTTCCCTATGGGGCCTCTTGGTGGAGCAT	Upstream_CTCF	7
chr12	53661840	53661990	id-23153	3.05e-07	-	GCTGCTCTGCGCGTTAGGGCCTCTTGGGGGTGCGG	Upstream_CTCF	40
chr12	53681614	53681764	id-23154	1.39e-05	-	AGTGACAAGACACCTTGTGACAGCAGGTGGCGTAG	V_CTCF_BR	40
chr12	53684654	53684804	id-23155	1	+	NA	NONE	2
chr12	53689197	53689347	id-23156	8.02e-05	+	GCTGTCTGGCGCAGCGAGGCCTCCCGGCGCCACCG	Upstream_CTCF	21
chr12	53693046	53693196	id-23157	1	+	NA	NONE	6
chr12	53693647	53693797	id-23158	4.88e-05	-	GCGGACCGTACCCGGTACTCCGGCAGGAGGCGAAG	V_CTCF_BR	39
chr12	53715394	53715544	id-23159	6.51e-11	-	CGCGCTGCTCCCCCTCCGGCCGCCAGGGGGCGCAG	V_CTCF_BR	40
chr12	53718585	53718735	id-23160	2.23e-06	+	GCGCGCTCACCCAGTAACTTCACCAGGGGGCGCGG	UpstreamP1_CTCF	40
chr12	53719630	53719780	id-23161	1.15e-06	+	CGTGCCAGGCCCAGTCTGCCCGCCGGGAGCCGCAC	Upstream_CTCF	12
chr12	53721366	53721516	id-23162	5.08e-07	+	AATACCCCTGATGAAGAGGCCACCAGGGGGCAATA	V_CTCF_BR	38
chr12	53721891	53722041	id-23163	4.1e-06	-	CCAGCAACCCCAGAGAAAGCCCCTGGAGGCAGCCC	Upstream_CTCF	31
chr12	53738701	53738851	id-23164	1.83e-05	-	CCCCCGCCGCCGCCCCCTCCCCCGGGCTGGCGCTC	V_CTCF_BR	0
chr12	53739103	53739253	id-23165	6.53e-09	-	GGGAGGGGCTTCGGGCCAGCCAGCAGGGGGTGCTC	V_CTCF_BR	39
chr12	53739694	53739844	id-23166	1	+	NA	NONE	11
chr12	53746489	53746639	id-23167	4.31e-07	+	TAAGAAAGGCTTGTTACTACCACCAGGTGGCAGAA	V_CTCF_BR	40
chr12	53775770	53775920	id-23168	1	+	NA	NONE	40
chr12	53815132	53815282	id-23169	1	+	NA	NONE	34
chr12	53815465	53815615	id-23170	7.61e-08	-	GGTACAGTTCAAACTATCACCACCAGAGGTCAGCA	Upstream_CTCF	38
chr12	53845566	53845716	id-23171	2.17e-08	+	TCTGAACTTTCCAGCCAGTCCACTAGGGGCCACTG	Upstream_CTCF	40
chr12	53846516	53846666	id-23172	4.65e-05	-	GAAAAAATAAACGGTTCGGTCGGGGGGGGGCGCTG	V_CTCF_BR	39
chr12	53859589	53859739	id-23173	5.37e-06	+	TTGAAATGTCTTTTTCCCCCCACTGGGTGGCTGTC	UpstreamP1_CTCF	24
chr12	53870761	53870911	id-23174	2.04e-05	-	GGTACTCTAGGATAAAAGACCACATGGGGGAGCTC	V_CTCF_BR	40
chr12	53875920	53876070	id-23175	4.03e-06	-	CTGTAATCCCCCTCTTCAACATGTAGGTGGCCTCA	UpstreamP1_CTCF	40
chr12	53886708	53886858	id-23176	5.65e-05	-	CCGGGAAGGAGGTCGGGAAGGGGGAGGGGGCGCTG	V_CTCF_BR	8
chr12	53887822	53887972	id-23177	1.48e-06	-	AAGCTCTGGCGCCAAGGCCCAGCCAGGGGGCAGTG	UpstreamP1_CTCF	7
chr12	53892799	53892949	id-23178	1	+	NA	NONE	26
chr12	53893135	53893285	id-23179	2.01e-05	-	TGTGCTGCGGCCGCGGAGCCCCCGAGGTGAGAGCC	Upstream_CTCF	28
chr12	53898004	53898154	id-23180	9.41e-05	+	AGCTCCCCACCCGGTGGAATCGGGAGATGGTAGTC	V_CTCF_BR	6
chr12	53902442	53902592	id-23181	7.09e-08	-	TGGCAATGAGGAGCTGTGACCACAGGGTGGCAGCA	UpstreamP1_CTCF	40
chr12	53927283	53927433	id-23182	1	+	NA	NONE	1
chr12	53937367	53937517	id-23183	1.98e-08	+	GTGTTGTGTTGCCTCAAAGCCAGCAGGGGGAAGAC	UpstreamP1_CTCF	40
chr12	53938772	53938922	id-23184	1.83e-05	+	AAATCATAACTCAAGTGGAACAGGAGGGGGCAGCT	V_CTCF_BR	38
chr12	53993483	53993633	id-23185	8.89e-06	+	TGTGTAATCTCACACACCACCAGTAAGTGTCAGTG	Upstream_CTCF	18
chr12	54013507	54013657	id-23186	8.23e-05	+	TTGCACTCCAGCCTGGGAGACAGAGGGAGACCCTG	UpstreamP1_CTCF	5
chr12	54069950	54070100	id-23187	1.01e-08	-	CTGTAGTTTCTCCTCTCGAACGCCAGGTGGAGCAA	UpstreamP1_CTCF	40
chr12	54071426	54071576	id-23188	4.88e-05	+	GTTTTAGTTGTTGATTGCGCCCCGAGCGGGCAGGT	Upstream_CTCF	1
chr12	54089355	54089505	id-23189	3.42e-08	+	GAGGCTCCGGGCCCTGTCTCCAGCAGGGGGCTGCA	V_CTCF_BR	34
chr12	54095675	54095825	id-23190	1.22e-08	+	CAGGCGGTGGTGTGTGCAGCCAGCAGGGGTCGCCG	V_CTCF_BR	40
chr12	54099192	54099342	id-23191	4.31e-05	-	GTGCTGTCCACTAGGGCAGCTGCCAGCTGCACCAG	UpstreamP1_CTCF	10
chr12	54134099	54134249	id-23192	1.73e-05	+	AGCTCTTGCTCTTTCCACTACACTAGGGGGCAGAA	V_CTCF_BR	10
chr12	54137495	54137645	id-23193	2.06e-12	-	CTGCAGTTCTCCGTATCTGCCACAAGGTGGCAGCC	UpstreamP1_CTCF	40
chr12	54140482	54140632	id-23194	6.39e-08	-	TCTGCGAAGGGCTCAGCGGCCACAGGAGGGCGGCA	V_CTCF_BR	39
chr12	54149480	54149630	id-23195	2.66e-05	-	GGAGAGGTGATTTATAGCGCCACCTGAGGCCAGGA	V_CTCF_BR	24
chr12	54151044	54151194	id-23196	2.37e-09	-	TCTGCAGTACCAGAGAGGGCCGCTAGGGAGTGCTC	Upstream_CTCF	40
chr12	54161587	54161737	id-23197	1.7e-05	+	CGTGTCATTTTCCAGAAGGAGGGTAGAGGGCACTC	Upstream_CTCF	40
chr12	54178630	54178780	id-23198	8.79e-07	+	GTTCACTCCTGCACAGCACCCACTAGATGCCAGGC	UpstreamP1_CTCF	5
chr12	54185614	54185764	id-23199	4.14e-06	+	AATAAGAATGACAGCCTTCCCACCAGGGGGCGTTG	V_CTCF_BR	40
chr12	54197586	54197736	id-23200	6.8e-06	-	TTGCATGTACCTAGAGATACCAGAGGAGGTCGCTC	UpstreamP1_CTCF	9
chr12	54198448	54198598	id-23201	4.1e-06	+	CCTGGAGAAGGAACTGCCACCAATAGGAGGCACCA	Upstream_CTCF	10
chr12	54200291	54200441	id-23202	1	+	NA	NONE	7
chr12	54223085	54223235	id-23203	1	+	NA	NONE	5
chr12	54224550	54224700	id-23204	1	+	NA	NONE	8
chr12	54264134	54264284	id-23205	1	+	NA	NONE	4
chr12	54338498	54338648	id-23206	7.15e-05	-	GCCACTGGGCTCGAAGTTTAAGGGAGGGGGCGCCA	V_CTCF_BR	2
chr12	54339090	54339240	id-23207	8.98e-06	-	CGGCCATGGAGCCTCTCTGCCTCCGGGCGGCGCGG	UpstreamP1_CTCF	2
chr12	54342822	54342972	id-23208	1.85e-07	-	TGGCAGCCCCGGAGAGTGACCACTAGATGGAGAGT	UpstreamP1_CTCF	21
chr12	54344284	54344434	id-23209	4.68e-05	-	CTGACATTTTCCCCCTCCACCAGCAGAGGATCTCC	UpstreamP1_CTCF	17
chr12	54346139	54346289	id-23210	5.92e-05	-	TGAGCGTGAGGAGCAGCGGCCACAGGGCGGCGGAT	Upstream_CTCF	22
chr12	54350367	54350517	id-23211	1	+	NA	NONE	7
chr12	54355268	54355418	id-23212	3.88e-06	-	GCAACCTCCACAGCTCCGGCCAGCAGGGGTCATCT	V_CTCF_BR	21
chr12	54375450	54375600	id-23213	3.84e-06	-	GGGCAGCCCAAGGGCTGGGGCGCTAGGGGTCCCCA	UpstreamP1_CTCF	6
chr12	54378689	54378839	id-23214	2.97e-06	+	TGCCCCTACCCCGAGGCAGCTGCTAGATGGCGCTG	V_CTCF_BR	40
chr12	54379275	54379425	id-23215	1.32e-05	-	GCAGACATTCTCCTCCTTGACACTAGGTGGGTAGG	Upstream_CTCF	16
chr12	54379982	54380132	id-23216	3.4e-06	+	GGGCGGTGCGCACCGCGGGCCGCCTGCAGGCGCAG	V_CTCF_BR	10
chr12	54383023	54383173	id-23217	1	+	NA	NONE	40
chr12	54390210	54390360	id-23218	1	+	NA	NONE	5
chr12	54392623	54392773	id-23219	1	+	NA	NONE	7
chr12	54397926	54398076	id-23220	1.84e-06	-	TGCGCTTGGGGTCCCACGGCCACCAGGGAGCACCC	V_CTCF_BR	30
chr12	54399837	54399987	id-23221	5.61e-08	+	ACTGCATTGGACCAAATGGACGCGAGGTGGCGCTG	Upstream_CTCF	40
chr12	54406944	54407094	id-23222	5.34e-06	-	GCTGGGTGCTAAGGTCTGGCCACAAGGGGCATGCG	V_CTCF_BR	18
chr12	54411420	54411570	id-23223	5.7e-05	-	GCAGGTACTGACACAGTGGGCAGCAGAGAGCTGGC	Upstream_CTCF	29
chr12	54415541	54415691	id-23224	1.84e-05	-	CTGGTTTGGCGGGTTTCTGACGCAGGGTGGCAGCA	UpstreamP1_CTCF	23
chr12	54420004	54420154	id-23225	4.5e-06	-	GCTTCAGGCCCCCTGGAGGGCAAGAGGTGGGGGAG	Upstream_CTCF	9
chr12	54426457	54426607	id-23226	1.12e-09	+	ATGCAATTCCCCCACATAGGCACCAGGTGTCGCTG	UpstreamP1_CTCF	39
chr12	54430722	54430872	id-23227	3.31e-06	+	GTGCACTGACTGCCTCCTCCCGGCAGGGTTTGGGC	UpstreamP1_CTCF	23
chr12	54447786	54447936	id-23228	1	+	NA	NONE	5
chr12	54528825	54528975	id-23229	5.9e-06	-	GGGCTGTTTCCTCAGGTGTCCTGTTGGTGGGGACA	UpstreamP1_CTCF	20
chr12	54531062	54531212	id-23230	6.49e-06	+	TTGAAATAAGGGGGTCTCCCCACAAGGTGGCTACT	UpstreamP1_CTCF	15
chr12	54532119	54532269	id-23231	1.06e-05	-	ACTGAATTCCTGGAGCACAACTCTAGGTGGTGCCA	Upstream_CTCF	22
chr12	54532970	54533120	id-23232	1.47e-05	+	AGAGCCCCAGACAAAGCTACCACGTGGAGGCACCA	V_CTCF_BR	3
chr12	54534962	54535112	id-23233	1	+	NA	NONE	11
chr12	54541105	54541255	id-23234	1.1e-06	-	CTTCCCTCTTGCTCGGCGGCCGGGTGGTGGCAGCA	V_CTCF_BR	11
chr12	54552980	54553130	id-23235	2.46e-06	-	ATGCAGCTGCTCAGCTCTACCTGTTGGGGGACGGA	UpstreamP1_CTCF	18
chr12	54562947	54563097	id-23236	9.39e-07	+	ACTGCTGTGTGGAGAATGGACTGTAGGGGGACACG	Upstream_CTCF	30
chr12	54582449	54582599	id-23237	2.66e-05	-	AAGGCTTTCCAGTCGGCCGGAGCCAGCGGGCGCCC	V_CTCF_BR	32
chr12	54584439	54584589	id-23238	1	+	NA	NONE	3
chr12	54585448	54585598	id-23239	1.48e-06	-	GAGCTAGGACCCAAAGAGGCCGATAGATGGCGCTC	UpstreamP1_CTCF	40
chr12	54590885	54591035	id-23240	1	+	NA	NONE	3
chr12	54595204	54595354	id-23241	8.76e-09	-	CTGTCCTGCCTCTGCACGGCCACAAGGGGGCTCCA	UpstreamP1_CTCF	40
chr12	54601684	54601834	id-23242	4.33e-10	-	GCTGCCATCCCTTCTCTGGCCAGCAGAGGGAAGCA	Upstream_CTCF	40
chr12	54606928	54607078	id-23243	3.48e-06	-	TTGCTATTTGCTCCCTTCCCTGCTAGGGGGCAGGT	UpstreamP1_CTCF	28
chr12	54608622	54608772	id-23244	4.14e-05	+	TTGTTGGCCAGCAGAGGGCGCAATAGGAGGCGGGC	UpstreamP1_CTCF	40
chr12	54610923	54611073	id-23245	1.43e-05	-	CTGACTCTTCCCACAATGGCCACAAGGGGTCTTCC	Upstream_CTCF	40
chr12	54613946	54614096	id-23246	1.41e-09	+	AGTGCTATTCCCACAGTGGCTACCAGGGGGCAGCA	Upstream_CTCF	40
chr12	54620125	54620275	id-23247	6.46e-07	-	AAAAGACAGGCCCAGCCTGCCTGTAGAGGGAGGTG	V_CTCF_BR	0
chr12	54624492	54624642	id-23248	1.11e-05	-	TCTGACTTTCTGCAAATAACCACAGGTTGGCGCAA	Upstream_CTCF	5
chr12	54626672	54626822	id-23249	2.8e-05	-	AGAGCGCTACCAAGAACCACCACTGGGGAAAAGGT	Upstream_CTCF	35
chr12	54645585	54645735	id-23250	1.28e-06	+	AATTACATTTCTCACTTAGCCAGGAGAGGGAGCTG	V_CTCF_BR	39
chr12	54679354	54679504	id-23251	1.57e-08	+	ACTGCAGTTTCCCTTTATGGCACAAGGGGTCACAC	Upstream_CTCF	37
chr12	54688104	54688254	id-23252	9.14e-09	+	CTGGCCATGCCCCAGATGCCCAGCAGAGGGAGCCG	Upstream_CTCF	40
chr12	54691890	54692040	id-23253	6.18e-07	+	GGTGCAGTACAAAGATCCTGCCCTAGGAGGCCAGA	Upstream_CTCF	38
chr12	54692860	54693010	id-23254	1	+	NA	NONE	9
chr12	54694798	54694948	id-23255	3.65e-05	-	CTCAAGTTTCCTCTCTTGGCCGAAAGGGGCAGGAG	UpstreamP1_CTCF	29
chr12	54718503	54718653	id-23256	1	+	NA	NONE	40
chr12	54730343	54730493	id-23257	6.62e-09	+	CTGCAGGTCACCGAGAAGGCCCACAGGGGGCAGCA	UpstreamP1_CTCF	40
chr12	54731340	54731490	id-23258	6.43e-06	+	GAAGTGGAACCAGCTGCAGTCAGGAGGTGGCAGGA	V_CTCF_BR	24
chr12	54731721	54731871	id-23259	1	+	NA	NONE	9
chr12	54748968	54749118	id-23260	3.65e-05	+	AAGTCATAGCAAGAGAAGGCCACTAGGGAGGGGCC	UpstreamP1_CTCF	33
chr12	54754742	54754892	id-23261	1.17e-05	-	ATCCTTAAAGCACCTGTGGCCACCAGGTGACGCTG	V_CTCF_BR	39
chr12	54762557	54762707	id-23262	1	+	NA	NONE	40
chr12	54764132	54764282	id-23263	3.2e-08	+	GCTGCCATCACTGCAGCCACCGCCAGGGGGCTGGG	Upstream_CTCF	39
chr12	54773553	54773703	id-23264	4.23e-08	-	CAGTGCTGCCCCCACTGAACCGCCAGAGGGCAGCA	V_CTCF_BR	40
chr12	54785132	54785282	id-23265	3.63e-06	+	GACCCGGGCACTCAGGGCTCCGCGAGGGGGCGTCC	V_CTCF_BR	27
chr12	54788137	54788287	id-23266	3.8e-08	-	AGGATAGACTAAAATTCAGCCACCAGAGGGCAGCA	V_CTCF_BR	40
chr12	54793186	54793336	id-23267	2.34e-12	+	GCTGCTGCTCCCACTGTGGCCACTAGATGGCGCCA	Upstream_CTCF	40
chr12	54798297	54798447	id-23268	3.68e-10	-	GGTGCAGTTCTGGCTAATTCCAACAGAGGGCGCTG	Upstream_CTCF	40
chr12	54809052	54809202	id-23269	1	+	NA	NONE	25
chr12	54815897	54816047	id-23270	1	+	NA	NONE	0
chr12	54833530	54833680	id-23271	6.84e-06	-	TTGTCAACCTCCTTGGTGTCCAGTAGGTGGAGATA	V_CTCF_BR	40
chr12	54854443	54854593	id-23272	1.47e-05	-	GAGCCTGTCATACAGCTGAACAGTAGATGGCATTG	V_CTCF_BR	8
chr12	54891424	54891574	id-23273	4.14e-06	+	ACCAGGCTGGGTCCCTCCGCCAGAGGGTGTCACCA	V_CTCF_BR	4
chr12	54921002	54921152	id-23274	2.2e-06	+	GGATTTCTACCTCCCCAAGCCACTGGGTGGCGCTC	Upstream_CTCF	39
chr12	54965081	54965231	id-23275	2.78e-06	-	GAGCCCTACTATTCTCTGTCCTGGAGAGGGCAGGA	V_CTCF_BR	12
chr12	54966817	54966967	id-23276	4.01e-05	+	GGAGGTTCCTGGGAAGTGACCAGCAGGCGTCACCC	V_CTCF_BR	9
chr12	54973602	54973752	id-23277	4.92e-12	+	GGTGCAGTTCCCCTTTTGTCCAGCAGATGGAGCCC	Upstream_CTCF	40
chr12	54990340	54990490	id-23278	6.2e-10	+	CATCCCAGAGGTGGAATGGCCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr12	54995703	54995853	id-23279	6.8e-06	+	ACATTTATTACACCACGTTTCACCAGGGGGCGGAG	Upstream_CTCF	9
chr12	54997086	54997236	id-23280	6.51e-07	+	GATGCAAAACAGTTTGAGGCCGCTAGAGGGAGCGT	Upstream_CTCF	40
chr12	55016766	55016916	id-23281	1.77e-05	-	GATACATTTCCTAGCTTGACCACTAGGAGACCTAG	Upstream_CTCF	38
chr12	55026225	55026375	id-23282	1.63e-05	-	CATGCAGAAATGCTATCTCCCTTAAGGGGGCAGCG	Upstream_CTCF	27
chr12	55052554	55052704	id-23283	4.01e-09	+	CAGCTATAGCAAATCTGGGCCAGCAGAGGGCACTA	UpstreamP1_CTCF	40
chr12	55074294	55074444	id-23284	3.91e-06	-	AATGCAGTACCCACCTCTGCCTGTAGTGGTGCACT	Upstream_CTCF	40
chr12	55083937	55084087	id-23285	4.31e-07	+	AAGAGCTTCTCCCCTAGAGCCTCCAGAGGGAGCAC	V_CTCF_BR	36
chr12	55096106	55096256	id-23286	1.47e-05	+	TGGTCCTAGCTTATACAGAACAGCAGAGGGTGCTG	V_CTCF_BR	40
chr12	55117541	55117691	id-23287	2.74e-08	+	GTGTAATGAGCAATGAGGACCAGCAGAGGTCACTG	UpstreamP1_CTCF	40
chr12	55119129	55119279	id-23288	1.55e-05	+	CATGACAAAGAATTTATGTCCCCTAGATGGCAGCA	V_CTCF_BR	39
chr12	55143098	55143248	id-23289	1.55e-07	+	CTGCACAGTTTTACAGTGACCTGCAGATGGCAGTA	UpstreamP1_CTCF	38
chr12	55153631	55153781	id-23290	4.65e-05	+	CATTGTTGCCTCCTTTTCAACACTAGATGGTGCCT	V_CTCF_BR	37
chr12	55167495	55167645	id-23291	4.01e-05	-	CTAAAAATACCAGTAATTGCCACTAGGTAGCAATA	Upstream_CTCF	14
chr12	55179975	55180125	id-23292	2.38e-07	-	GCCCTCATGGGCCCTGAGACCAGTAGAGGGAGCTA	V_CTCF_BR	7
chr12	55218341	55218491	id-23293	1	+	NA	NONE	28
chr12	55247833	55247983	id-23294	8.02e-08	+	CTGCTCTACCCTGATTATTCCCCTAGGGGGAGACA	UpstreamP1_CTCF	40
chr12	55329217	55329367	id-23295	1	+	NA	NONE	28
chr12	55351962	55352112	id-23296	5.01e-06	-	TTGCTTAAGTGTTGTTTGTCCAGCAGATGTCAGCC	V_CTCF_BR	40
chr12	55387131	55387281	id-23297	3.06e-08	+	AAGACTGTACTCCTAATGACCACCAGGTGGCAGCC	V_CTCF_BR	40
chr12	55445127	55445277	id-23298	1	+	NA	NONE	2
chr12	55462319	55462469	id-23299	2.78e-09	-	CTGCAGTTTTCCTTGTCAGCCACTAGGTGGATACC	UpstreamP1_CTCF	40
chr12	55466006	55466156	id-23300	3.33e-09	-	CATTGGCTCTTTGCCCTTGCCAGCAGAGGGCAGCC	V_CTCF_BR	38
chr12	55466958	55467108	id-23301	1.59e-06	-	ATGCGGACAACTCAAACTACCGCAAGGTGGCAGCA	V_CTCF_BR	40
chr12	55486515	55486665	id-23302	1	+	NA	NONE	8
chr12	55526727	55526877	id-23303	6.48e-05	+	TTGCAGTACCCCCAGGCAACCACAAAGCCAAGGAA	UpstreamP1_CTCF	22
chr12	55537166	55537316	id-23304	2.46e-08	-	TCATGGCAGTAGACAACAGCCACCAGATGGCAGCA	V_CTCF_BR	39
chr12	55582862	55583012	id-23305	4.31e-07	+	CAATCACTATACGTTCTCTCCACCAGATGGCACTG	V_CTCF_BR	38
chr12	55635954	55636104	id-23306	1.55e-05	-	GGATGCCCCACTACTCAAACCTCTAGGGGGAGCAT	V_CTCF_BR	10
chr12	55777847	55777997	id-23307	5.74e-05	-	TAGCCATAAAGAAAAACAGACACTAGGAGTCACTA	UpstreamP1_CTCF	2
chr12	55807878	55808028	id-23308	3.66e-06	-	GGGCAGTGGCTGCAGTCCAGCAGGAGGTGCCATCT	UpstreamP1_CTCF	3
chr12	55840225	55840375	id-23309	5.7e-05	+	CTTGCATCATATTTTCCAACAGCTAGGTGGAAGCA	Upstream_CTCF	7
chr12	55909619	55909769	id-23310	7.62e-07	+	GTAGCAATACCCAGGTAGTACACCAGGGGCATCGA	Upstream_CTCF	18
chr12	56013563	56013713	id-23311	1	+	NA	NONE	38
chr12	56040063	56040213	id-23312	1	+	NA	NONE	35
chr12	56050258	56050408	id-23313	6.51e-07	-	ATGGCTGTTCAGAGATTTACCACACGGGGGCGATA	Upstream_CTCF	40
chr12	56053680	56053830	id-23314	8.52e-08	+	CAGCATTCCTGGCCTCTGCCCACTAGATGCCAGTA	UpstreamP1_CTCF	39
chr12	56074919	56075069	id-23315	1.06e-05	+	ACTAAACTTCTCACCCTTTCCAGGAGAGGGCATGC	Upstream_CTCF	37
chr12	56075297	56075447	id-23316	3.18e-06	-	TGAGTGGGTGTATGGAATTCCTCCAGAGGGCGCAG	V_CTCF_BR	39
chr12	56099702	56099852	id-23317	9.51e-07	-	GCCTCACCCTGCTTTTGCTCCAGCAGGGGGTGCTC	V_CTCF_BR	40
chr12	56114869	56115019	id-23318	9.39e-07	-	ATAGCTGGAGCCCAAGTGACCTACAGGTGGCAGCC	Upstream_CTCF	40
chr12	56118506	56118656	id-23319	1.21e-05	+	CCTGCAAAACAGCTAGCACCCACAGTGGGGCGCCA	Upstream_CTCF	40
chr12	56124017	56124167	id-23320	7.73e-06	+	CAGGTTCCTTATTGTGCTGCCACTAGATGCCAGGC	V_CTCF_BR	25
chr12	56131048	56131198	id-23321	1	+	NA	NONE	39
chr12	56132684	56132834	id-23322	3.22e-07	+	GCTGATATTCCAGATTCTACCATCAGATGGCAGTC	Upstream_CTCF	40
chr12	56137319	56137469	id-23323	1.55e-05	+	AGGAGGCGCCCAACATCAGCCGCGAGGTGGTGAAG	V_CTCF_BR	31
chr12	56139783	56139933	id-23324	3.16e-06	+	GTGCAGTGACCTCTCTCTCCCACCAGCGCCGCCTA	UpstreamP1_CTCF	6
chr12	56190987	56191137	id-23325	5.08e-07	-	TCGTAGGACTTCGTTATAGTCAGCAGGGGGCACCC	V_CTCF_BR	40
chr12	56214593	56214743	id-23326	1.93e-05	+	CAATCCCCTCTCCTTTGGTCCAGTAGGAGGTGCCC	V_CTCF_BR	40
chr12	56216093	56216243	id-23327	2.6e-07	-	TTTGGTTCTCGGATTCCAGGCACCAGAGGGCGGCA	V_CTCF_BR	36
chr12	56221124	56221274	id-23328	7.44e-05	+	CTGGCAGTAGCGCCCACTAGCTACAGGTGCATTCC	Upstream_CTCF	14
chr12	56236660	56236810	id-23329	1	+	NA	NONE	7
chr12	56320621	56320771	id-23330	2.6e-07	+	AGAGACCCCAAACACGAGACCAGAAGGGGGCGCAG	V_CTCF_BR	40
chr12	56324606	56324756	id-23331	6.64e-05	+	TGCTTAGATATCCCTGTTTCCACTAGAGGGCCTCA	Upstream_CTCF	40
chr12	56329538	56329688	id-23332	1	+	NA	NONE	13
chr12	56334136	56334286	id-23333	6.39e-08	-	GGGATGGCTCCCAAACTGACCTCTAGGTGGCACCA	V_CTCF_BR	40
chr12	56349914	56350064	id-23334	4.03e-06	+	CTTAAGGTGGCTGTACCATCCAGCAGGGGGCCCAG	UpstreamP1_CTCF	40
chr12	56367516	56367666	id-23335	1	+	NA	NONE	17
chr12	56390011	56390161	id-23336	6.97e-11	+	TTGCAGCTCCACCGTCCGGCCTCTAGAGGGCAGTG	UpstreamP1_CTCF	40
chr12	56415787	56415937	id-23337	1	+	NA	NONE	14
chr12	56423594	56423744	id-23338	1.03e-06	-	AAGCCATCCTTGTTCCAAACCAGCAGGGGGAGCAG	V_CTCF_BR	40
chr12	56435374	56435524	id-23339	1.73e-05	-	GACCGAAGGCGGCGCTGCGCCACCGGGGGACGCCC	V_CTCF_BR	39
chr12	56440999	56441149	id-23340	4.88e-05	+	ATGTTAGTACCTCGGGATGACCATAGAGGGCAGTG	UpstreamP1_CTCF	40
chr12	56453419	56453569	id-23341	1	+	NA	NONE	4
chr12	56472797	56472947	id-23342	5.61e-08	+	ACTCCACTGCCACGGATGGGCACCAGGCGGCGCCG	Upstream_CTCF	40
chr12	56473137	56473287	id-23343	9.67e-08	+	GCAGCTGTTCTCCCAGGCGGCCGTGGGGGGCAGCA	Upstream_CTCF	35
chr12	56473747	56473897	id-23344	1.11e-05	+	TCCGCAATCCCTACTCCAGCCTCGCGCGGGAGGGG	Upstream_CTCF	37
chr12	56474691	56474841	id-23345	1.64e-05	+	ACATCAGGCAGGAGGCCCAACAGAGGCTGGCGCCC	V_CTCF_BR	12
chr12	56479060	56479210	id-23346	9.51e-07	+	CCTAAGCAATAGAGGGCCCCCAGTAGGGGGAGCTA	V_CTCF_BR	40
chr12	56499111	56499261	id-23347	2.68e-05	+	TCTTTACTTCAGCTCTTACCCTGGTGGGGGCCCCC	Upstream_CTCF	23
chr12	56511996	56512146	id-23348	1.64e-05	+	AGCAACTACGGCGGCGGCGGCAGGTGAGGGAGGCG	V_CTCF_BR	40
chr12	56513242	56513392	id-23349	1.46e-07	+	ATGAAGTTTTCCTATTTCAGCAGCAGGGGGAGCCT	UpstreamP1_CTCF	40
chr12	56520057	56520207	id-23350	1.32e-08	+	GTCCACTTACTGCTTATCACCACCAGGTGGCACCT	UpstreamP1_CTCF	40
chr12	56522047	56522197	id-23351	3.36e-05	+	TGGCACAATGGAGCGATCTCCAGGAGAGGGCCCCA	UpstreamP1_CTCF	11
chr12	56545557	56545707	id-23352	1	+	NA	NONE	37
chr12	56548039	56548189	id-23353	4.88e-05	-	CATCTAAGAGTCCCTGCCTCCAGCAGGGGGTAAGT	V_CTCF_BR	1
chr12	56551643	56551793	id-23354	1.83e-05	-	ATTTTGAAACAATAGGTGGCCTCCTGGTGGCTGGA	V_CTCF_BR	40
chr12	56583426	56583576	id-23355	2.6e-07	+	TCCGGGGAGAAGGACGCTTCCTGGAGGGGGCGCCA	V_CTCF_BR	40
chr12	56586850	56587000	id-23356	1.15e-07	+	GAGCCAAGACCAGAATTGACCAGCAGAGGGCAACC	V_CTCF_BR	40
chr12	56599407	56599557	id-23357	9.66e-05	+	GGAACAATTATGGCCTGTGCCACAAGAGGCAGTGC	Upstream_CTCF	30
chr12	56600413	56600563	id-23358	8.08e-08	+	GAAGCAGGACAGCCACTCTCCACCAGGGAGCGCTT	Upstream_CTCF	40
chr12	56616095	56616245	id-23359	2.2e-06	+	ATTGCAGTTAACAAGGCGGCCGCGGGGTGGGGAGT	Upstream_CTCF	31
chr12	56617856	56618006	id-23360	5.89e-08	-	CTGTAGGGGGAAAAATCCACCACTAGAAGGCGCAC	UpstreamP1_CTCF	39
chr12	56618105	56618255	id-23361	1.3e-07	-	TGTGCACGCCGCTGAGCAGCCCGCAGGGGGAGCCA	Upstream_CTCF	36
chr12	56627437	56627587	id-23362	6.84e-06	+	CAGAGAATATATTCCACTTACACCAGAGGGCAGAC	V_CTCF_BR	36
chr12	56650219	56650369	id-23363	3.42e-08	-	ATCACTTCCCTGGCTCCAGCCACCAGGGGGAGGGG	V_CTCF_BR	31
chr12	56651284	56651434	id-23364	9.26e-05	+	GAGAAGCCGGCTCCTTTTTCCAGGAGGGGTGGGGG	UpstreamP1_CTCF	36
chr12	56652136	56652286	id-23365	1.48e-06	-	AGCGCCGGGACCAGGACGGCCGCCAGGGAGCGCTG	Upstream_CTCF	40
chr12	56656818	56656968	id-23366	1	+	NA	NONE	10
chr12	56660510	56660660	id-23367	3.5e-05	-	ATGTAGTTTCACACCTGTGGCGAGAAAGGGCACTG	UpstreamP1_CTCF	39
chr12	56665019	56665169	id-23368	2.18e-07	-	TGCTACCTCAGGACCAGAGCCACTAGAGGGCTCTG	V_CTCF_BR	40
chr12	56680764	56680914	id-23369	1.39e-05	+	TCTAATCTGGGAAAGACCACAGGCAGAGGGCAGCC	V_CTCF_BR	24
chr12	56696253	56696403	id-23370	3.65e-07	-	TTAGCCCACTTGTCCTTTGCCACTAGGGGGTGCTA	V_CTCF_BR	40
chr12	56709903	56710053	id-23371	5.21e-08	+	GGCGAACAGATCCACGTGACCACCAGGGGTCAGCC	V_CTCF_BR	29
chr12	56711606	56711756	id-23372	6.21e-05	+	ATGTGCAATCAAAATCCACCCAATTGGGGGCGCTC	V_CTCF_BR	14
chr12	56728055	56728205	id-23373	1	+	NA	NONE	40
chr12	56740566	56740716	id-23374	6.51e-07	-	ACTGCGCTTCAGTGAATCGTCAGAAGGGGGCATTA	Upstream_CTCF	28
chr12	56771132	56771282	id-23375	7.84e-05	+	TATCTAGGTTTCACAGGATGCAGCAGGAGGCAGTA	V_CTCF_BR	33
chr12	56842636	56842786	id-23376	3.88e-06	-	CCGGTGTGTGGCCTGGCGGTCAGCAGTGGTCGGAA	V_CTCF_BR	20
chr12	56858201	56858351	id-23377	1.38e-11	-	GTGCAGTGGCCCATTGTCTCCACCAGGGGTCAGCA	UpstreamP1_CTCF	40
chr12	56862300	56862450	id-23378	1.17e-05	+	CGTGCCCGGTTCATCCAAGGCGCAAGATGGCGCTG	V_CTCF_BR	38
chr12	56890619	56890769	id-23379	1	+	NA	NONE	40
chr12	56895101	56895251	id-23380	1	+	NA	NONE	9
chr12	56895330	56895480	id-23381	1	+	NA	NONE	14
chr12	56907624	56907774	id-23382	1.19e-06	+	GAGACACAACCCGTTTTACCCAGGAGGTGGCAGCG	V_CTCF_BR	40
chr12	56921499	56921649	id-23383	8.64e-05	-	ACTGCATTAACGTAACTGGCCAGTAGAGCAAATGT	Upstream_CTCF	9
chr12	56959671	56959821	id-23384	9.88e-07	-	GCTGCTATCCTTATGAAGGCCCCAGGGTGGAGCTT	Upstream_CTCF	22
chr12	56967270	56967420	id-23385	8.81e-07	-	TTAGATATACACGGGATTGCCAGCAGGTGGTGCTA	V_CTCF_BR	40
chr12	56984138	56984288	id-23386	2e-06	-	AGTGTAGGATGTTTAGCAGCCACTAGATGCCAGTA	Upstream_CTCF	39
chr12	56985070	56985220	id-23387	1	+	NA	NONE	11
chr12	56988000	56988150	id-23388	2.77e-07	-	GCGCAATGCTGCCACTTGCCCAGAAGGTGGGGCAT	UpstreamP1_CTCF	40
chr12	56995313	56995463	id-23389	1.71e-06	+	AGTGGGTTGGTCCTCAGAAACTGCAGGGGGCGGTG	V_CTCF_BR	39
chr12	57028869	57029019	id-23390	3.16e-05	-	GGATCCTTCCTGGTTCTGGCCCCTAGGAGACGCCA	Upstream_CTCF	40
chr12	57030551	57030701	id-23391	3.47e-07	-	CTCCTGTGTCATGATCTGGACAGAAGGTGGAGCCC	UpstreamP1_CTCF	40
chr12	57030909	57031059	id-23392	5.96e-07	+	TGCAGAGTCTCCAGTGCTACCGCGAGAGGGCAGTC	V_CTCF_BR	37
chr12	57079519	57079669	id-23393	3.16e-06	-	CCGTTGTACTCCAGCCTGGGCAATAGAGGGAGACT	UpstreamP1_CTCF	26
chr12	57081923	57082073	id-23394	7.02e-05	+	GAGCGGCTCCTCCGGTCGGGGAGAAGAGGAAAGTG	UpstreamP1_CTCF	15
chr12	57117233	57117383	id-23395	6.39e-05	-	AATACAGCTGCTAGGAAGGACAATAGGGGGCTCTA	Upstream_CTCF	4
chr12	57145110	57145260	id-23396	1.81e-06	-	CCTGTAGTCCCAGCTACAGCCTCGGGAGGCTGAGG	Upstream_CTCF	28
chr12	57146175	57146325	id-23397	1.48e-06	+	ATTGTAGTTCCCACTTGGTGCGCGCGGGGGCTGCG	Upstream_CTCF	24
chr12	57151392	57151542	id-23398	8.89e-06	+	GAGGCCTTTATCTCAAATGCCACTGGGAGGCAGTA	Upstream_CTCF	39
chr12	57156992	57157142	id-23399	3.97e-07	+	GAAGCAGCCTGGACTCTTACCACAAGAGGGAGGTG	V_CTCF_BR	40
chr12	57198087	57198237	id-23400	4.14e-06	+	TAGAACAGCTCAGAGGAAACCTGCAGGGGGCAGCT	V_CTCF_BR	10
chr12	57233798	57233948	id-23401	2.27e-06	+	TGCTCGGTGTACCCCCCAGCCACCAGAGGGCCCCA	V_CTCF_BR	40
chr12	57294442	57294592	id-23402	5.63e-06	+	ATGCAGCACCTGGAGCTCCCCACCCTGTGGCAGCA	UpstreamP1_CTCF	6
chr12	57335217	57335367	id-23403	1	+	NA	NONE	6
chr12	57341530	57341680	id-23404	4.5e-06	+	TGTGATCTAATCCGTATCTGCTCTAGGGGGCACCC	Upstream_CTCF	21
chr12	57379659	57379809	id-23405	1	+	NA	NONE	6
chr12	57381418	57381568	id-23406	8.35e-11	-	CTGCAGGGCTAGAGAAGAACCACCAGGGGGCGCGC	UpstreamP1_CTCF	40
chr12	57395318	57395468	id-23407	5.21e-08	-	TGATCTGTCGTTGCCATCACCTCCAGGGGGCGCTA	V_CTCF_BR	40
chr12	57399827	57399977	id-23408	1	+	NA	NONE	27
chr12	57400365	57400515	id-23409	1.73e-08	+	CCGCAGCGCCCCCCGCCGCCCGGGAGGAGGCAGCG	UpstreamP1_CTCF	39
chr12	57402006	57402156	id-23410	1.64e-07	+	ACTGCAATTTTTGTCAGTCCCACTAGAGAGCAATC	Upstream_CTCF	40
chr12	57406862	57407012	id-23411	6.51e-07	+	CTTGTTTTCCAAGGACCAGCCAGCAGAGGGAGAGC	Upstream_CTCF	25
chr12	57425232	57425382	id-23412	4.7e-06	+	TTCCTTCTGTTCACAATTGCCTACAGGTGGCAGCC	V_CTCF_BR	17
chr12	57454896	57455046	id-23413	4.03e-06	-	ATGTCATGTGTTCCTGTTACCACAAGGTGGTGCAA	UpstreamP1_CTCF	33
chr12	57456579	57456729	id-23414	4.03e-06	-	ATGTCATGTGTTCCTGTTACCACAAGGTGGTGCAA	UpstreamP1_CTCF	37
chr12	57463326	57463476	id-23415	6.04e-07	+	CAGCAATTCATGCAATCACCCACAAGGGGTCTCTA	UpstreamP1_CTCF	40
chr12	57480453	57480603	id-23416	8.13e-06	+	GCTGCGGGGGCGCTCTGGGCCTCTGGCGGGCCCTG	Upstream_CTCF	39
chr12	57484852	57485002	id-23417	1	+	NA	NONE	23
chr12	57487147	57487297	id-23418	1.73e-08	-	TGGCAATGCCAGAGGCAGGTCAGCAGGGGGCGGCG	UpstreamP1_CTCF	40
chr12	57495920	57496070	id-23419	1	+	NA	NONE	8
chr12	57496614	57496764	id-23420	4.23e-06	+	TGGTTGCCATGGACGATGACCACCAGGGGCAGAGA	UpstreamP1_CTCF	35
chr12	57505489	57505639	id-23421	2.94e-06	+	AGTGGAGGACCCTAAAAAGCCGCCAGGGAGCTCGA	Upstream_CTCF	36
chr12	57506207	57506357	id-23422	5.72e-07	-	GTTCTGGAAATCAATTCAGGCACCAGGGGGCAGCA	UpstreamP1_CTCF	40
chr12	57512917	57513067	id-23423	7.73e-05	-	AATGTGCCATCATTCAAGGCCCCTAGGAGGGTGTA	Upstream_CTCF	0
chr12	57518160	57518310	id-23424	7.55e-07	+	CGCACACTTCCTTAACTGACCACTAGGTGGTGCTA	V_CTCF_BR	40
chr12	57521089	57521239	id-23425	5.08e-07	+	AACAGCCATAAAACGCCGCCCAGAAGGGGGCAGTG	V_CTCF_BR	39
chr12	57526973	57527123	id-23426	1.03e-06	-	AAGCCAGACCCCCAGAAGGCCTCCAGAGGTCACCA	V_CTCF_BR	6
chr12	57539683	57539833	id-23427	5.92e-05	+	AATGGACTCTCTGCTGCCATCGGGGGAGGGCAGTA	Upstream_CTCF	8
chr12	57541532	57541682	id-23428	1.15e-06	-	ACTGCAGGGCCTCAGGGGGGCCCTCGGGGGCTCTC	Upstream_CTCF	6
chr12	57545993	57546143	id-23429	1.41e-05	+	GGGCAGTGACTCAGGGAAGCCTCAGGAAGTCGGAG	UpstreamP1_CTCF	17
chr12	57565549	57565699	id-23430	4.1e-06	-	GCTGCTGTCCTGAGATCTGACTCAGGAGGCCAGGA	Upstream_CTCF	14
chr12	57566890	57567040	id-23431	1.47e-05	+	TCCCTCTGCAGCCACGAGGCCCCCTGGTGGCTGCC	V_CTCF_BR	40
chr12	57569755	57569905	id-23432	5.77e-08	-	TGTCCTCCACCACGTCGGTCCAGTAGAGGGCGCTC	V_CTCF_BR	39
chr12	57572112	57572262	id-23433	5.65e-05	+	CCCGTTACGACGGCTCTGGCCACATGGAGGTGCTT	V_CTCF_BR	3
chr12	57576854	57577004	id-23434	9.14e-09	-	CCTGCAGGACCCCTAGCCACCATGAGAGGGCAGCA	Upstream_CTCF	40
chr12	57581882	57582032	id-23435	3.4e-06	-	AGGCTGACTGCGGGTGAACCCTCCAGGGGGAGCAC	V_CTCF_BR	2
chr12	57589834	57589984	id-23436	1.38e-06	+	GCCTCGTCACAGTTCCTGTGCAGCAGTGGGCGCTG	V_CTCF_BR	5
chr12	57606305	57606455	id-23437	1.1e-05	-	GGCTCACTGAAGGACTTCACTGGCAGGGGGCAGGA	V_CTCF_BR	11
chr12	57607169	57607319	id-23438	5.93e-10	+	CTGCGCTTTCCTGCTTCGGCCACCAGAGGGAGACC	UpstreamP1_CTCF	40
chr12	57608185	57608335	id-23439	4.34e-07	+	GGTCTGTGTCCCAATCTGGCCACCAGGTGGTGTCT	UpstreamP1_CTCF	40
chr12	57610388	57610538	id-23440	1.55e-08	-	CCCGCGCGCCCCCTCCCGCCCAGCTGGGGGCACCG	V_CTCF_BR	6
chr12	57618750	57618900	id-23441	1.24e-05	+	GCTGGGCCTGGCCGACCAACCACACGGGGGCGCTG	V_CTCF_BR	36
chr12	57619177	57619327	id-23442	7.55e-07	+	CGGGGGCGCACTGGCGGGGCCGCTTGGGGGCGCGT	V_CTCF_BR	2
chr12	57619771	57619921	id-23443	1	+	NA	NONE	0
chr12	57623279	57623429	id-23444	1	+	NA	NONE	18
chr12	57628962	57629112	id-23445	1	+	NA	NONE	15
chr12	57632934	57633084	id-23446	2.68e-11	-	GAGCTTGGGGGCCGCTCGGCCTCCAGGGGGCGCCC	V_CTCF_BR	40
chr12	57634426	57634576	id-23447	1	+	NA	NONE	26
chr12	57634932	57635082	id-23448	1	+	NA	NONE	20
chr12	57636842	57636992	id-23449	1.67e-07	-	GGCTTGGCGCCGAGCTAGGCCGCCAGGGGGCGATG	V_CTCF_BR	40
chr12	57637558	57637708	id-23450	4.3e-06	-	ACGTCAAGGTCTACACCGGCCGCAAGGTGGGGCTG	Upstream_CTCF	40
chr12	57641657	57641807	id-23451	1.95e-07	-	GAGGCAATATCCCCATTTTACAGCAGAGGGAGATA	Upstream_CTCF	5
chr12	57643067	57643217	id-23452	7.44e-05	-	TTTGCTCTAGCGCCCCCCTACTCTAGAGAGGGTGA	Upstream_CTCF	2
chr12	57657649	57657799	id-23453	3.97e-07	+	ACAAAATATCTCCCTCTCACCAGAAGAGGGCACTC	V_CTCF_BR	40
chr12	57664881	57665031	id-23454	1.17e-05	-	AGAACAAAGGTGGAAATGACCTCCAGAGGGAGTAA	V_CTCF_BR	25
chr12	57666838	57666988	id-23455	8.19e-06	-	ATGGAGTGGAAGGAAGTAGCCAGAAGCAGGCATGA	UpstreamP1_CTCF	4
chr12	57670852	57671002	id-23456	9.49e-08	-	TGAACAAGCCCAGAATTTGCCAGTAGGTGGCAGCC	V_CTCF_BR	40
chr12	57701646	57701796	id-23457	2.27e-06	+	TGCAAAAGGAACAAGAGCTCCAGTAGATGGCAGCA	V_CTCF_BR	40
chr12	57742584	57742734	id-23458	1.56e-06	+	CTGCACTCCAACCTGAGCAACAGAGGGAGGCACTG	UpstreamP1_CTCF	4
chr12	57762374	57762524	id-23459	5.08e-05	+	TGTGTATTACCACACACCACTGACAGGAGGAGTTA	Upstream_CTCF	18
chr12	57791338	57791488	id-23460	1	+	NA	NONE	20
chr12	57824190	57824340	id-23461	9.81e-06	-	GAGGGCGGCGGTGCGGGGGCAGGGGGGTGGCGCCA	V_CTCF_BR	17
chr12	57824876	57825026	id-23462	1	+	NA	NONE	2
chr12	57843564	57843714	id-23463	1	+	NA	NONE	1
chr12	57846797	57846947	id-23464	4.73e-07	-	ACCTCAGTACCACCAGTGTCCACCATGTGGCAGTG	Upstream_CTCF	40
chr12	57850026	57850176	id-23465	3.36e-07	-	AGACTTCTCACCCCTCAAGCCACTAGAGGGCAGAG	V_CTCF_BR	40
chr12	57852977	57853127	id-23466	3.06e-08	+	GTGTCATGTGTGAGAACGGCCAGCAGAGGGAGCAG	V_CTCF_BR	38
chr12	57854657	57854807	id-23467	1.72e-06	-	CCAGTGGTCCCGCCCAGCCCCGGTAGGGGTCTCCC	Upstream_CTCF	10
chr12	57856548	57856698	id-23468	1.39e-07	-	TGTACAATCTCTGCAGTGTCCAGCAGAGGGAGCCC	V_CTCF_BR	40
chr12	57863270	57863420	id-23469	1	+	NA	NONE	2
chr12	57870082	57870232	id-23470	1.19e-06	+	CTCGCTCACACTCACCCAGCCTGAGGAGGGCGCTG	V_CTCF_BR	32
chr12	57881543	57881693	id-23471	1.82e-06	+	CTGCACTTCAGCCCAGGTGACAGAGGGAGACGCCC	UpstreamP1_CTCF	14
chr12	57885323	57885473	id-23472	3.71e-05	-	TGTGCAGTTTTAAGCAGTCACTCTGGAGGCAGTGT	Upstream_CTCF	36
chr12	57892101	57892251	id-23473	6.73e-07	-	CTGCAAGGGAATATGGTGATCGCTAGGGGGCCCCG	UpstreamP1_CTCF	18
chr12	57915498	57915648	id-23474	3.97e-05	-	CTGTAAATCTCGACCCGAACACCTAGGAGGCAGGC	UpstreamP1_CTCF	22
chr12	57940319	57940469	id-23475	3.45e-05	+	GGATAGAGCTCCCCATCTGGCACAAGAGGGTTCTG	V_CTCF_BR	36
chr12	57943708	57943858	id-23476	1.77e-05	-	GCTGCAGCGCCGCGCTGCGGGCCTGGGCGGGGCCG	Upstream_CTCF	20
chr12	57977216	57977366	id-23477	1	+	NA	NONE	40
chr12	58015626	58015776	id-23478	7.07e-08	-	TCCGTGGCCTCTCTGCACTCCACCAGGGGGCGGCA	V_CTCF_BR	40
chr12	58021311	58021461	id-23479	3.36e-07	+	GGGCTCCTGCCAGGGTCGACCGGGAGGGGGTGCCA	V_CTCF_BR	19
chr12	58026336	58026486	id-23480	1	+	NA	NONE	16
chr12	58026926	58027076	id-23481	6.47e-10	-	CCCGCAGTTTCCTCCGCGCCCACTAGAAGGCGCCG	Upstream_CTCF	40
chr12	58028188	58028338	id-23482	4.51e-05	-	AATTCATTCCTGGTCATCTCCGCTGGGGGCACCAA	Upstream_CTCF	2
chr12	58068468	58068618	id-23483	1.55e-05	+	CTAAGCAGGTGCTGCTGGGCCGGAAGGTGGTGATC	V_CTCF_BR	0
chr12	58087502	58087652	id-23484	2.27e-05	+	ATCTGCCTCAATACTCCGCCCGGCGGTGGGCAGGA	V_CTCF_BR	40
chr12	58114790	58114940	id-23485	1.28e-06	-	TGAGGTCTCAAGGTGGCTGCCAGCAGGGGCAGCAG	V_CTCF_BR	4
chr12	58119925	58120075	id-23486	4.68e-07	+	GGACCGGGTCTTCTTTCCGCCCCTAGGGGGCACAA	V_CTCF_BR	39
chr12	58120729	58120879	id-23487	1.59e-06	+	ACGACGTGGGCGAGCTCGGCCGCCAGGTGGAGTGG	V_CTCF_BR	34
chr12	58129753	58129903	id-23488	4.21e-05	-	GGCCTGTGGCTTCTCTCGGCCAGGCGATGGAGCCC	V_CTCF_BR	35
chr12	58131741	58131891	id-23489	4.14e-05	+	GTGCTGATCCACAGCGCATCCTGCCGGTGGAAGAG	UpstreamP1_CTCF	35
chr12	58135987	58136137	id-23490	1.84e-05	-	TGGCAGGGTTGATGGGCCAACACTAGAGGGGGTGG	UpstreamP1_CTCF	27
chr12	58150636	58150786	id-23491	3.36e-07	+	AGGGCCCCTCCTCACTCTTCCTCCAGGGGGAGCTC	V_CTCF_BR	40
chr12	58153278	58153428	id-23492	1.47e-05	+	GGTGAATAATTCATGTTGGCTGCTAGGTGGCAGCA	V_CTCF_BR	40
chr12	58158930	58159080	id-23493	9.51e-07	+	GAACCGCGGCGATGCCTTGTCGGGAGGGGGCGCCG	V_CTCF_BR	37
chr12	58159322	58159472	id-23494	2.6e-06	-	GCCGGTGCAGGTTTCCGTACCCCAAGGGGGCAGAC	V_CTCF_BR	28
chr12	58160689	58160839	id-23495	1	+	NA	NONE	15
chr12	58165838	58165988	id-23496	1	+	NA	NONE	7
chr12	58169765	58169915	id-23497	2.43e-06	-	TTTGAAAAGATCACTCTGACCACTAGGTGGAAGGG	V_CTCF_BR	18
chr12	58176394	58176544	id-23498	6.2e-10	+	GAGGACTGTGTTCCTCCGGCCAGCAGGTGGCACCA	V_CTCF_BR	40
chr12	58197194	58197344	id-23499	1.41e-08	+	GTGCAATTCACAAGCCTGGCAGGCAGGGGGAGCCC	UpstreamP1_CTCF	40
chr12	58208336	58208486	id-23500	5.41e-07	+	ACGCTCTTCCCAACGCTGACCACTGGGTGCTGGCC	UpstreamP1_CTCF	18
chr12	58209057	58209207	id-23501	8.71e-06	-	CTCACTTCACTATCCTCAACCAGGAGGGGGAGTCA	V_CTCF_BR	37
chr12	58225264	58225414	id-23502	5.77e-08	+	GATACAATGGTCACTGTGGCCAGGAGGTGGCACTG	V_CTCF_BR	40
chr12	58238412	58238562	id-23503	3.97e-05	+	CATCAGCACAGTTGAGCAGCCAGCAGAGGCGGTGA	UpstreamP1_CTCF	25
chr12	58246722	58246872	id-23504	7.73e-06	-	AGCTGTGCCCCCAAAGGGGCCAGCAGGCGGCGGGG	V_CTCF_BR	19
chr12	58258285	58258435	id-23505	8.21e-05	-	CAGCGAACTGGCCCCTGAGCCGCATGGTGGTGGAT	V_CTCF_BR	16
chr12	58287560	58287710	id-23506	1	+	NA	NONE	17
chr12	58290037	58290187	id-23507	9.78e-07	-	CGTCTGTGTCCCAGAACACCCAGCAGGGGGGAGAG	UpstreamP1_CTCF	18
chr12	58290780	58290930	id-23508	7.15e-05	-	GATCGCTGACCGAGGCGAGGCGCTGGAGGCCGCCC	V_CTCF_BR	34
chr12	58299243	58299393	id-23509	5.26e-07	-	GGCGTCATACCACCTCTTGCCACGAGAGGACAGCA	Upstream_CTCF	40
chr12	58370440	58370590	id-23510	1	+	NA	NONE	6
chr12	58377029	58377179	id-23511	1.46e-07	+	CTGTTGGAAAACTCAGCCAGCAGCAGAGGGCACTA	UpstreamP1_CTCF	40
chr12	58386921	58387071	id-23512	1	+	NA	NONE	22
chr12	58421283	58421433	id-23513	1.92e-05	+	AGTCTGTTGCAGACTTCAGCCAGGAGGAGGAAAAC	UpstreamP1_CTCF	2
chr12	58499679	58499829	id-23514	3.41e-07	+	ACTCCAGTATCACAACTTGCCACCAGGTGCTGCTC	Upstream_CTCF	39
chr12	58542261	58542411	id-23515	1	+	NA	NONE	4
chr12	58570187	58570337	id-23516	3.36e-07	+	TGGCTTATTCATGAAATCGCCAGCAGAGGGAGGAA	V_CTCF_BR	40
chr12	58641545	58641695	id-23517	2.18e-07	+	CACTGTGCAGTGAAAAGCACCACCAGATGGCGGAA	V_CTCF_BR	33
chr12	58696271	58696421	id-23518	6.51e-05	-	CAAACTGCAATCCTTTCTGGCAGTAGGTGTCTCCC	V_CTCF_BR	9
chr12	58704294	58704444	id-23519	6.8e-06	+	ATTGTAGTTACTAGAATGCCCAGCAGAGAACCTTG	Upstream_CTCF	17
chr12	58739942	58740092	id-23520	6.84e-06	+	AGACCTATTCTGCTTCTTTCCACTAGAGGTCACTG	V_CTCF_BR	39
chr12	58810112	58810262	id-23521	9.71e-06	+	TGTGGCTTACAAAGTTTTAACAGAAGGGGGCACTT	Upstream_CTCF	33
chr12	58837460	58837610	id-23522	7.15e-05	-	AACTGCCACATTTTTCAGTCCACCAGGAGGCATCA	V_CTCF_BR	38
chr12	58853089	58853239	id-23523	1.56e-06	+	AGGCAATACCAGGAAGTCTCCAGAAGATGGGTGTG	UpstreamP1_CTCF	3
chr12	58934377	58934527	id-23524	3.88e-06	+	GCGTGTAAGTGCGACAGCTCCTGTAGATGGCAGTG	V_CTCF_BR	40
chr12	59075638	59075788	id-23525	2.39e-05	+	ATGTCCTTCCCTTCTTCCTTCCCCAGAGGTCACTG	UpstreamP1_CTCF	4
chr12	59135127	59135277	id-23526	1.21e-05	+	TCTGCACTTCTCTTTGCTGCCACCATGTGAATAAG	Upstream_CTCF	23
chr12	59198671	59198821	id-23527	8.89e-06	-	CTTGCATTACCTCATTCATCCATTGGAGGCAGCAG	Upstream_CTCF	39
chr12	59213300	59213450	id-23528	1.46e-08	-	CGTGCAGGCCCTGCGGCAGCCTCCAGGTGGGGGTG	Upstream_CTCF	4
chr12	59227762	59227912	id-23529	1	+	NA	NONE	10
chr12	59273522	59273672	id-23530	2.53e-05	+	TCACTAAATGAGCATAATGCCTCTAGGGGGCAGGT	V_CTCF_BR	13
chr12	59314233	59314383	id-23531	4.7e-06	-	GCGGGGACTTGGCGCAGTGCCGCGGGGTGGAGGCG	V_CTCF_BR	22
chr12	59325457	59325607	id-23532	1	+	NA	NONE	26
chr12	59344611	59344761	id-23533	1	+	NA	NONE	7
chr12	59469869	59470019	id-23534	1.21e-06	+	CTGTCAGGGACCATCTCTGCCACCAGATGGAGAGA	UpstreamP1_CTCF	27
chr12	59478770	59478920	id-23535	1.18e-05	-	GAGCTGAGAAGCAAGGGGACCAGCAGGGGCTGAGC	UpstreamP1_CTCF	18
chr12	59480977	59481127	id-23536	4.41e-06	-	TCCACCCCAGGCACTGCAGACAGAAGGGGGCATTG	V_CTCF_BR	35
chr12	59507639	59507789	id-23537	2.97e-06	+	AAGCATGATGCTAAGTTTGTCAGTAGAGGGCGCTG	V_CTCF_BR	40
chr12	59543894	59544044	id-23538	2.55e-06	-	AGAGTAGACCTAATTGTATCCAACAGAGGGCAGTA	Upstream_CTCF	36
chr12	59559020	59559170	id-23539	1.71e-06	-	TCTTCTTCGTATCACACATCCAGTAGGTGGCAGTC	V_CTCF_BR	36
chr12	59567600	59567750	id-23540	6.04e-07	+	CTGAGGCTGCAGGATTTGACCAGCAGAGGGATATC	UpstreamP1_CTCF	32
chr12	59588697	59588847	id-23541	2.43e-06	-	GAGGCAGTACCCTGCAAAGCCATGGGGTGGAGCTG	Upstream_CTCF	19
chr12	59740157	59740307	id-23542	1.67e-07	-	GAAACATCACATATCGGGGCCTGTAGGGGGCGCAC	V_CTCF_BR	36
chr12	59766878	59767028	id-23543	5.13e-05	-	TATATTTCATGGCTCTACCCCAGTAGGTGGTGCTC	V_CTCF_BR	38
chr12	59790392	59790542	id-23544	1	+	NA	NONE	4
chr12	59797172	59797322	id-23545	5.01e-06	+	TGAGGCAGCACCTCAACGATCTCTAGAGGGCAGTG	V_CTCF_BR	40
chr12	59825164	59825314	id-23546	1.04e-05	+	GAAACAACAAATTTAACAGCCAATAGATGGCACTG	V_CTCF_BR	26
chr12	59838829	59838979	id-23547	2.72e-06	+	GTTCACTGCAGTCCTCTTTGCATTAGGGGGCACCC	UpstreamP1_CTCF	30
chr12	59851051	59851201	id-23548	5.97e-08	-	GCAGCTATTCAAAAGGTACCCACCAGGGGCCAGAT	Upstream_CTCF	3
chr12	59989912	59990062	id-23549	1	+	NA	NONE	21
chr12	59990247	59990397	id-23550	7.73e-05	+	GGAGCGCCTCGCGTGCTTTCGGCCAGGAGGTGCTC	Upstream_CTCF	19
chr12	59990716	59990866	id-23551	1	+	NA	NONE	19
chr12	59991332	59991482	id-23552	1.24e-05	+	AAATGAGAGTTGGGTGGGGACAGCAGAGGGCAAAT	V_CTCF_BR	19
chr12	60027915	60028065	id-23553	8.98e-06	+	TTGTAGATTGTGCAGAGTACCTCCAGGTGGTAGCA	UpstreamP1_CTCF	4
chr12	60044521	60044671	id-23554	5.92e-05	-	CATGTGCCTCAAAGACCTACAACTAGAGGGAGTAT	Upstream_CTCF	27
chr12	60089128	60089278	id-23555	1	+	NA	NONE	8
chr12	60174647	60174797	id-23556	4.7e-06	-	AAGGCAGCAGGAAGTCTCATCAGTAGAGGGCAGAA	V_CTCF_BR	39
chr12	60202231	60202381	id-23557	1	+	NA	NONE	40
chr12	60228867	60229017	id-23558	2.27e-05	-	TGAATCATAGCTTTTTATTCCACAAGGGGGAGCTG	V_CTCF_BR	39
chr12	60453076	60453226	id-23559	1	+	NA	NONE	9
chr12	60500110	60500260	id-23560	1	+	NA	NONE	28
chr12	60536130	60536280	id-23561	2.27e-05	-	TGACAGAATACCTGTACTGACAGAAGAGGGCATCA	V_CTCF_BR	2
chr12	60650973	60651123	id-23562	2.27e-05	+	GAATAAAGTAAGCTGGAAAGCACAAGAGGGCAGCC	V_CTCF_BR	34
chr12	60815551	60815701	id-23563	1.16e-05	-	TCTGCTGTACAACATTGCGCCTATAGTTAGCAGTA	Upstream_CTCF	9
chr12	60888156	60888306	id-23564	2e-06	-	GGAACAATATTAAGCATTGCCAGTAGGTGGCAATG	Upstream_CTCF	39
chr12	60895219	60895369	id-23565	2.01e-05	+	CTGTCATTTCAGCAAACAAGCTCATGGGGGCACAA	UpstreamP1_CTCF	24
chr12	61001753	61001903	id-23566	2.94e-06	+	AGTGTAGTGTCAATGCAGCCCTCTGGGTGGACACA	Upstream_CTCF	2
chr12	61037795	61037945	id-23567	1.65e-07	+	CTGTAATACTGGTTTGCCTCCACCAGATGTTGCTG	UpstreamP1_CTCF	4
chr12	61078859	61079009	id-23568	1	+	NA	NONE	11
chr12	61083015	61083165	id-23569	2.15e-05	+	TAACCCTTTTCTCACAACTCCACTAGGTGGTGCCC	V_CTCF_BR	17
chr12	61199259	61199409	id-23570	1	+	NA	NONE	4
chr12	61236073	61236223	id-23571	1	+	NA	NONE	1
chr12	61266831	61266981	id-23572	1.56e-05	-	ACAGCCTGGCTGGTTAATGACAACAGGTGGCAGAC	Upstream_CTCF	2
chr12	61329899	61330049	id-23573	7.1e-07	+	ATGCAGACTGAACTACTGGCCAGCAGGTGTCACTT	UpstreamP1_CTCF	12
chr12	61357492	61357642	id-23574	1.73e-06	+	TTGTAATTAAGCCATGAGACCAGATGAGGGAGGTA	UpstreamP1_CTCF	7
chr12	61371864	61372014	id-23575	5.48e-05	-	GAAGGATTATCCCCTGGAGCCTCTGGGGGCAGTGC	Upstream_CTCF	21
chr12	61761195	61761345	id-23576	3.16e-05	+	AAAGTTCTCATGGTCAGCACCAATAGAGGGAGACA	Upstream_CTCF	8
chr12	61932861	61933011	id-23577	2.66e-05	-	CTTATCCTTTGTGGAGAGAACACCAGGAGGCAGTA	V_CTCF_BR	17
chr12	61940178	61940328	id-23578	2.97e-06	-	TTGAACATTGAGGCCATGTCCAGAAGAGGGCTCAA	V_CTCF_BR	15
chr12	62048591	62048741	id-23579	6.43e-06	+	TAAACAGCTGTGCTCCATTCCAGAAGGTGGCACTG	V_CTCF_BR	22
chr12	62142244	62142394	id-23580	1	+	NA	NONE	4
chr12	62251903	62252053	id-23581	7.44e-06	+	GTTGCTCCTTGCTCTTCCACCTGTAGGGGCAGGAA	Upstream_CTCF	2
chr12	62317130	62317280	id-23582	6.51e-07	-	ACTGTTTTCCTGGATATCACCAGCAGAGGCTGCAG	Upstream_CTCF	2
chr12	62387649	62387799	id-23583	1	+	NA	NONE	39
chr12	62400026	62400176	id-23584	1.26e-07	-	GACCATTTTCCTCTTCTTACCAGCAGAGGGCACGC	V_CTCF_BR	40
chr12	62415721	62415871	id-23585	8.21e-06	-	CTTTATGCTGATAAGGTGGCCGCTAGGGGTCTGTG	V_CTCF_BR	9
chr12	62429422	62429572	id-23586	1.41e-05	+	CCGAACTTCAGTGCTATTGACGCTAGGGGTCAATG	UpstreamP1_CTCF	0
chr12	62517592	62517742	id-23587	2.93e-08	-	CTGTTGTACTGCTGCAGACCCAGCAGAGGGAGCCC	UpstreamP1_CTCF	40
chr12	62586566	62586716	id-23588	1.03e-05	-	GCGTTCTAATCCGGTTGACCCTCTAGAGGGAGACA	UpstreamP1_CTCF	40
chr12	62604219	62604369	id-23589	1.15e-07	-	CTGCAGTTGCCCTGTTTTGACGCTGGGTGGCCAAA	UpstreamP1_CTCF	40
chr12	62653930	62654080	id-23590	1.21e-06	+	GATGCTGGACGGGCGGGGACCGATGGGGGGCAGCA	Upstream_CTCF	40
chr12	62829551	62829701	id-23591	4.43e-05	+	GCTGTGAGAAGTCACTCTGCCCCCAGCGGCAGCAC	V_CTCF_BR	39
chr12	62832023	62832173	id-23592	1.52e-07	+	TGGTTTTAGTTAATTCTAGCCAGCAGGGGGCAGGA	V_CTCF_BR	40
chr12	62866336	62866486	id-23593	1	+	NA	NONE	9
chr12	62916852	62917002	id-23594	1	+	NA	NONE	24
chr12	62918892	62919042	id-23595	3.24e-06	-	GTTGCTTGTTGCAGGATTTCCAGTAGGGGGGACAA	Upstream_CTCF	21
chr12	62956816	62956966	id-23596	5.7e-05	+	CCGGGGCTGCCGGAGTTGCACTCCAGGAGACAGCA	Upstream_CTCF	3
chr12	62975673	62975823	id-23597	2.04e-05	+	ATTTATGTGTACAGTTTGACCACTAGATGTCTCTC	V_CTCF_BR	40
chr12	62993911	62994061	id-23598	4.51e-05	+	TGTGCCTGGAGCATCATCACCACTAGGTGGTTAGG	Upstream_CTCF	39
chr12	62996995	62997145	id-23599	2.1e-06	+	GCGGGAGCGCTGCTCGCTGCCTCTCGGGGGCAGTC	Upstream_CTCF	40
chr12	63025707	63025857	id-23600	3.18e-06	+	GTCCAGGTTCCAGCCGCTCCCAGCTGTTGGCGGCG	V_CTCF_BR	37
chr12	63108267	63108417	id-23601	3.11e-05	-	CGAACCTCTAAGTGTGGTGGCGGCAGGGGGTAGGC	V_CTCF_BR	1
chr12	63187866	63188016	id-23602	2.32e-08	-	CATGTGATTCCACCAGCAGCCGGCAGGTGGCAATA	Upstream_CTCF	39
chr12	63193025	63193175	id-23603	1.67e-08	-	GCTGCATTCTCAATTTTGTCCACTAGAGGCCAATG	Upstream_CTCF	40
chr12	63196876	63197026	id-23604	2.15e-05	+	TCCCACCTCCCTTAGTTCTCCAGCTGATGTCACTC	V_CTCF_BR	24
chr12	63202093	63202243	id-23605	9.51e-07	+	GGTGACCACCCCTACCCTACCACCAGAGGGAAGGT	V_CTCF_BR	6
chr12	63207123	63207273	id-23606	6.82e-05	-	CGGAGGATTGACTTACGTACCACGCGAGGGCGCCA	V_CTCF_BR	39
chr12	63208673	63208823	id-23607	1	+	NA	NONE	4
chr12	63211341	63211491	id-23608	2.15e-05	+	CATTGCAGGGAGCCAACTGCCTGATGAGGGCGAAA	V_CTCF_BR	17
chr12	63220964	63221114	id-23609	6.73e-07	-	ATGAAGGTACCAGGCTCAGCCACTAGGTGCTGGTC	UpstreamP1_CTCF	35
chr12	63246083	63246233	id-23610	2.66e-05	+	TTTCCTACATGTGAGGCTACAAGAAGGTGGCAGTC	V_CTCF_BR	4
chr12	63308546	63308696	id-23611	9.41e-05	+	CACGGAGAAAGAAGGGTATGCGCTAGATGTCGCTA	V_CTCF_BR	2
chr12	63328091	63328241	id-23612	5.52e-05	-	CTTCTCGGCCTCAGGGCTCTCACTAGCTGCCGGCG	UpstreamP1_CTCF	19
chr12	63328954	63329104	id-23613	1.48e-06	+	ACTCGCACCGGGATCGTGACCTCCTGGGGGAGGGG	V_CTCF_BR	38
chr12	63377571	63377721	id-23614	3.36e-07	-	TTTCCACCGTGTGAGGTTACCAGAAGGTGGCAGTC	V_CTCF_BR	29
chr12	63462752	63462902	id-23615	4.99e-07	-	GTAGCAATTTTAAGTCCGGCCATCAGAGGTCAGTA	Upstream_CTCF	39
chr12	63492763	63492913	id-23616	4.31e-05	-	AATCAGAGGGAATAACCAACCAGCAGGTGGCCACC	UpstreamP1_CTCF	26
chr12	63497437	63497587	id-23617	3.55e-08	+	TTGCAGTAACATAACATTTCCAGTGGGTGGAGCCC	UpstreamP1_CTCF	39
chr12	63545956	63546106	id-23618	2.01e-05	+	GAAGATATGCCTCGACGGACAGCAAGGGGGAGCTG	Upstream_CTCF	40
chr12	63614879	63615029	id-23619	3.18e-06	+	ACCAATCCCAACTGTGTTGCCTCCAGGAGGCAGGG	V_CTCF_BR	5
chr12	63670636	63670786	id-23620	1.48e-06	-	CATGTGTGGAGGCCAAGGCCCTCAAGGGGGCAGTA	V_CTCF_BR	40
chr12	63702619	63702769	id-23621	8.64e-05	+	AGATCAACAGTGTCACTCTCCACCAGGGTGCCCTT	Upstream_CTCF	3
chr12	63713308	63713458	id-23622	1	+	NA	NONE	17
chr12	63747434	63747584	id-23623	1	+	NA	NONE	18
chr12	63814016	63814166	id-23624	7.55e-07	+	ATCAAGAAAAAACATGTGACCACGAGGTGGCAGTA	V_CTCF_BR	40
chr12	63868200	63868350	id-23625	1	+	NA	NONE	8
chr12	63887273	63887423	id-23626	7.27e-06	-	CCTGACTAGGAGAAACCCCCCAGCAGGGGTCGACA	V_CTCF_BR	5
chr12	64066461	64066611	id-23627	8.17e-09	+	ATGCAATTAAACTATGTAACCAGCAGATGGCAATA	UpstreamP1_CTCF	11
chr12	64147652	64147802	id-23628	1.06e-05	-	ACTGGAGACAAGGCTGCCACCAGTAGAGGGCCAGA	Upstream_CTCF	38
chr12	64160407	64160557	id-23629	4.59e-07	-	CTGCATTTAAAGAAAGTGAACAGAGGAGGGAGCTG	UpstreamP1_CTCF	28
chr12	64195900	64196050	id-23630	9.29e-06	-	AATTTTGTGCATAAAGTAACCACTGGGTGGCATAA	Upstream_CTCF	39
chr12	64219893	64220043	id-23631	6.49e-06	+	GTGCAAGTGCAGTCTATGTCCGAAAGAGGGAGTAG	UpstreamP1_CTCF	40
chr12	64233278	64233428	id-23632	3.63e-06	+	TATAGCTAGAAAAGAGCTACCACAAGGTGGAGCAA	V_CTCF_BR	40
chr12	64237731	64237881	id-23633	1.15e-07	+	GTGTGCCTGTCACTAGCGGCCTCCTGGGGGCAGCA	V_CTCF_BR	40
chr12	64238085	64238235	id-23634	6.43e-06	-	GGCGCCCGGGACAGGGCCAGCGGCGGAGGGCAGGC	V_CTCF_BR	2
chr12	64238430	64238580	id-23635	9.26e-05	+	CGGCGCTGCCTCTGGATTGCCTGCGTGTGGGAGTA	UpstreamP1_CTCF	30
chr12	64239730	64239880	id-23636	1	+	NA	NONE	9
chr12	64240142	64240292	id-23637	1.64e-06	-	AGTGCATTTGCCAATTAGTGCTCTAGGCGGCAGAA	Upstream_CTCF	23
chr12	64334585	64334735	id-23638	2.86e-06	+	ATGCATCATCGGCATATGGACAGTGGAGGCCGCCT	UpstreamP1_CTCF	2
chr12	64343724	64343874	id-23639	5.08e-05	+	ATGCAGCCTCTGTTTTCCACCAAAAGGCGGTGATT	UpstreamP1_CTCF	4
chr12	64426929	64427079	id-23640	2.04e-05	+	GTTACTTGGCAGTCCCTAGCCAGCAGGGTGCAGAG	V_CTCF_BR	4
chr12	64433097	64433247	id-23641	1	+	NA	NONE	14
chr12	64471848	64471998	id-23642	8.89e-06	-	ATTGTAATTTACATTCTCACCAGCAGAGTGGAAGA	Upstream_CTCF	38
chr12	64539135	64539285	id-23643	2.72e-05	+	CAGGACTTTGCTGTCTTGGCCGGCAGGAGTCGTGC	UpstreamP1_CTCF	4
chr12	64575584	64575734	id-23644	5.08e-07	-	GAGAGTCAGTGAGCACCAGCCAGTAGATGGCAACA	V_CTCF_BR	38
chr12	64630447	64630597	id-23645	2.37e-05	+	TCTGCAATAATCAGAAAGGCAGGCAGGCAGAGACC	Upstream_CTCF	35
chr12	64650065	64650215	id-23646	1.46e-07	-	CTTCTATTAGCAACTATCACCACCAGAGGGCATAG	UpstreamP1_CTCF	37
chr12	64667626	64667776	id-23647	5.05e-10	+	GTGCAGTCCCACCATGTGCCCAGAAGGAGGCAGAG	UpstreamP1_CTCF	40
chr12	64712545	64712695	id-23648	1.55e-05	+	TGGCTCGCTGACAGCCTTGCCAGTTGTTGGTGCAG	V_CTCF_BR	19
chr12	64746090	64746240	id-23649	4.21e-05	-	TGATCTTAACTGCTTCCAGCTGACAGGGGGCGCTG	V_CTCF_BR	23
chr12	64786140	64786290	id-23650	1.03e-06	-	TAGGTCATTTAAGATTTTGCCAGCAGGTGGCACTT	V_CTCF_BR	40
chr12	64798023	64798173	id-23651	1.13e-05	-	ATGCAGGGAGCGGCCGGCGCTTCCGGGCGGCGAGG	UpstreamP1_CTCF	6
chr12	64919367	64919517	id-23652	8.71e-06	+	TGCGGAATGGGAAAATGGGCTGGCAGGTGGCAGTG	V_CTCF_BR	7
chr12	64943474	64943624	id-23653	5.08e-07	+	TGTGTTTGTGACAGCAAAGCCACCAGAGGGAGCTC	V_CTCF_BR	40
chr12	64950190	64950340	id-23654	1	+	NA	NONE	14
chr12	64963069	64963219	id-23655	4.41e-06	+	CGCTGCAGCCTCAGCTTGGCTGGTAGAGGGCAGGC	V_CTCF_BR	25
chr12	65002091	65002241	id-23656	1.1e-05	-	AGTGGCCTAGGTTGCAGTGACCCGAGGTGGCGCCA	V_CTCF_BR	19
chr12	65002984	65003134	id-23657	1	+	NA	NONE	32
chr12	65005297	65005447	id-23658	4.65e-05	+	TAGAGCCCGCGGCCTCCTGGCACTAGGAGCCGCAC	V_CTCF_BR	25
chr12	65063977	65064127	id-23659	1	+	NA	NONE	5
chr12	65072179	65072329	id-23660	3.31e-06	-	AAGTGGTACCATCACACTGCCACTAGGAGGTCCCA	UpstreamP1_CTCF	22
chr12	65081439	65081589	id-23661	1.06e-05	-	TCTGAAATACTGAAGTCAACAACAAGGGGACAGTA	Upstream_CTCF	6
chr12	65088578	65088728	id-23662	2.4e-05	+	GGCGCTACACAGCCTACAGGCAGAAGCTGGAAGAA	V_CTCF_BR	5
chr12	65090249	65090399	id-23663	4.14e-05	-	TTGGAATTTCAAAAAGAATCCATTAGGTGTCACCA	UpstreamP1_CTCF	38
chr12	65091917	65092067	id-23664	2.06e-07	-	CTTGCTCCTTTCATCAGCCCCTCCAGGGGGCAGTG	Upstream_CTCF	40
chr12	65141628	65141778	id-23665	1	+	NA	NONE	10
chr12	65174277	65174427	id-23666	3.47e-07	+	GGGTAGAGGCCGGGCCCGGGCAGCAGGTGGCCCCA	UpstreamP1_CTCF	16
chr12	65190132	65190282	id-23667	2.83e-07	+	GAGAAAACTATATATACAGCCAGCAGGGGGAGCTC	V_CTCF_BR	39
chr12	65195296	65195446	id-23668	1.34e-06	-	CACTAGTGCCCTGTGTTCAACAGGAGGTGGCACTA	UpstreamP1_CTCF	39
chr12	65196105	65196255	id-23669	7.29e-13	+	CTGCTGTTACCCGAGATGGCCAGCAGAGGGCAGGC	UpstreamP1_CTCF	40
chr12	65277428	65277578	id-23670	3.8e-07	+	TCTGCATTCCCGGAGGAGTCCTGTTGAGGGCAGAG	Upstream_CTCF	32
chr12	65284775	65284925	id-23671	3.67e-07	+	GTGTGATTATTTCATCTGACCACTAGATGTCACTA	UpstreamP1_CTCF	40
chr12	65307152	65307302	id-23672	1.82e-06	-	ATGAAATGTGATCTATGTGGCACTAGAGGGCAGAG	UpstreamP1_CTCF	6
chr12	65324758	65324908	id-23673	1	+	NA	NONE	4
chr12	65332092	65332242	id-23674	7.15e-05	-	TCACTTGAAATCTCCTGGCCCACTGGGTGGAGACA	V_CTCF_BR	7
chr12	65461712	65461862	id-23675	2.01e-05	+	TTTGCCTCCCTTATTTCCAACAGTAGGGGGCTCTT	Upstream_CTCF	18
chr12	65468827	65468977	id-23676	1	+	NA	NONE	23
chr12	65494055	65494205	id-23677	2.04e-05	-	TTCTCAGTGGGAATTTTATACTGTAGGGGGCAGTG	V_CTCF_BR	37
chr12	65500872	65501022	id-23678	9.78e-07	-	CTGTCACTTATAGCAGTAACCAGCAGATGGCAATG	UpstreamP1_CTCF	36
chr12	65515298	65515448	id-23679	7.42e-09	+	CGCGAGGCCTGGGCGGCCGCCACTTGGGGGCGCTG	V_CTCF_BR	35
chr12	65517357	65517507	id-23680	5.3e-05	-	TAGTATTTGATTAGGAAAACCTGTAGAGGGCGTCC	UpstreamP1_CTCF	39
chr12	65563829	65563979	id-23681	2.72e-05	-	CTGTTAGTCACCTCGCTGGCGGCCAGGGGCGCCGG	UpstreamP1_CTCF	23
chr12	65626403	65626553	id-23682	1.84e-07	-	TATGTATTTCTTCAATGTTCCACCAGAGGGACCTC	Upstream_CTCF	36
chr12	65672808	65672958	id-23683	2.19e-05	+	GCTGGTTTCCCCCCACCCGCCGAAGGGAGGCGTCT	Upstream_CTCF	37
chr12	65676751	65676901	id-23684	2.12e-06	-	ATGAACTTATCCTAAAGAGCCACTGGAGGTCAGCA	UpstreamP1_CTCF	21
chr12	65694674	65694824	id-23685	1	+	NA	NONE	39
chr12	65700426	65700576	id-23686	2.83e-07	+	GCTGGGCAAAACTAATTTGCCACTAGATGGAGCCC	V_CTCF_BR	40
chr12	65707609	65707759	id-23687	2.97e-06	+	TAAATGGTATCCACTTTTTCCAGTAGATGGCACTA	V_CTCF_BR	38
chr12	65873163	65873313	id-23688	7.73e-05	+	GCTGCAAACCTAGAGTGTCTCAAAGGGTGGCAGTG	Upstream_CTCF	12
chr12	65905256	65905406	id-23689	1	+	NA	NONE	7
chr12	65912785	65912935	id-23690	4.41e-06	+	CTCTCCAGCTAAACCTCACCCAGCAGGAGGCAGTC	V_CTCF_BR	7
chr12	65919924	65920074	id-23691	2.37e-05	-	TGTGCACAGCCTCTGGTCCCCTCTAGGGAGGCCAT	Upstream_CTCF	4
chr12	65928578	65928728	id-23692	8.59e-05	+	GAACCATGCTTCCTTTCAACCAAAAGGGGCCAGGC	V_CTCF_BR	1
chr12	65950607	65950757	id-23693	3.41e-08	+	AGAGCTATGCAGCTCAAGGCCAGCAGATGGCGCGT	Upstream_CTCF	40
chr12	65960181	65960331	id-23694	5.08e-05	-	GGAGCTGAGCCTCAAGCCGCCACTAGGAAAGGACC	Upstream_CTCF	16
chr12	65964661	65964811	id-23695	3.97e-05	-	CTGAATTACCAGTGAAGTACCAGCCGAGGGGGCTC	UpstreamP1_CTCF	1
chr12	65996375	65996525	id-23696	4.14e-06	+	ATGGGAATGTGTCAGCCAAACTCTAGGTGGCGCTC	V_CTCF_BR	40
chr12	66003376	66003526	id-23697	1	+	NA	NONE	27
chr12	66033629	66033779	id-23698	1	+	NA	NONE	2
chr12	66034568	66034718	id-23699	6.64e-05	-	TCTGCTGTATTAACCTAAGCAGCCAGGGAACTCTG	Upstream_CTCF	4
chr12	66062933	66063083	id-23700	3.66e-06	+	CTGCTGTCCCCCAGCACATCCTGCAGGGCTAGAGA	UpstreamP1_CTCF	6
chr12	66067679	66067829	id-23701	7.84e-05	-	TTTTCATGTGTTAAGTTATACACCAGAGGGAGTCC	V_CTCF_BR	27
chr12	66079433	66079583	id-23702	4.7e-06	-	CCACAAATTTCCAAAAAGGCCTCTAGGGGGAGGTA	V_CTCF_BR	40
chr12	66093132	66093282	id-23703	8.58e-06	-	CTGTAGTCCTCTGCTTCTGCCACTAGACAGTGTTC	UpstreamP1_CTCF	37
chr12	66122846	66122996	id-23704	3.18e-06	-	CCGAGGCCACCGAGGCCGTCCTGGAGATGGCGTCG	V_CTCF_BR	19
chr12	66136098	66136248	id-23705	1	+	NA	NONE	9
chr12	66216849	66216999	id-23706	1	+	NA	NONE	22
chr12	66219723	66219873	id-23707	1.03e-06	+	CTCTTTAAATATGCGGCGGCCGCCGGAGGGAGCCC	V_CTCF_BR	8
chr12	66234718	66234868	id-23708	1	+	NA	NONE	23
chr12	66239695	66239845	id-23709	2.5e-05	-	CTGTTCCTGACCCTGCCCCCCATCTGGTGGAGGCG	UpstreamP1_CTCF	23
chr12	66272424	66272574	id-23710	5.13e-05	-	GGCTTGGCTTTGGGCTTCTCCAGCAGAGAGCAGTG	V_CTCF_BR	34
chr12	66275800	66275950	id-23711	5.41e-06	-	GTTGCTTTTGTCAGTACAGCCGCCAGGGGTTTCCA	Upstream_CTCF	26
chr12	66317132	66317282	id-23712	7.82e-06	+	ATGAAGGAACACTCACCACCCACTAGGGGCTTCCC	UpstreamP1_CTCF	30
chr12	66337651	66337801	id-23713	2.53e-05	+	TCTTTACCAAAGCCTCCCATCACTAGGGGGCAGGT	V_CTCF_BR	36
chr12	66356997	66357147	id-23714	4.01e-05	+	CACAAGAGTCTGCCGAAGAGGACTAGGGGGCGCCA	V_CTCF_BR	36
chr12	66377543	66377693	id-23715	1.05e-08	-	AGATCAGTTCCCATATTGACCAGAAGAGGGCAGAG	Upstream_CTCF	38
chr12	66379957	66380107	id-23716	2.15e-05	-	TAACCAGGAAAGTTTCTCTCCAGAAGATGGCATCC	V_CTCF_BR	23
chr12	66429210	66429360	id-23717	1	+	NA	NONE	39
chr12	66430078	66430228	id-23718	4.01e-05	+	TTCTATGGCCCACACGGGGCCAGAAGCAGCCACTA	V_CTCF_BR	21
chr12	66438545	66438695	id-23719	1	+	NA	NONE	8
chr12	66460099	66460249	id-23720	1	+	NA	NONE	26
chr12	66481267	66481417	id-23721	1.22e-08	-	TGTCCCAATCCAGAGTCGGCCAGTAGATGGCACCC	V_CTCF_BR	40
chr12	66497388	66497538	id-23722	7.84e-05	-	GGGTGGGAAAGTACCTTCACCCACAGTGGGAGGGC	V_CTCF_BR	37
chr12	66501292	66501442	id-23723	4.85e-07	-	GTGTTAATACCAAATTTTTCCAGCAGATGGCAGTA	UpstreamP1_CTCF	40
chr12	66514382	66514532	id-23724	4.41e-06	-	CCAGAGAATTGCTGTAAAGCCACAAGATGGAGCTC	V_CTCF_BR	22
chr12	66539044	66539194	id-23725	3.28e-05	+	AAGAGTCTATGCATTCCTACCAGGTGAGGGCAATG	V_CTCF_BR	38
chr12	66543827	66543977	id-23726	8.08e-08	-	GGTGTGGTTCAACTTTTGCCCAGCAGGGAGAGGTC	Upstream_CTCF	38
chr12	66563501	66563651	id-23727	6.9e-05	-	GCTTGTCTGCACTGCTCGGCCTCTAGAAGCCGACT	Upstream_CTCF	22
chr12	66563677	66563827	id-23728	1	+	NA	NONE	29
chr12	66627834	66627984	id-23729	2.97e-06	-	TTGAGGAGGCAAGTGGTCAACAGCAGGTGGCTGTC	V_CTCF_BR	13
chr12	66629127	66629277	id-23730	5.12e-07	-	CTGCAGCCCCCGCCGGCCGCCGCCGCGCGGCGAGA	UpstreamP1_CTCF	22
chr12	66629841	66629991	id-23731	8.13e-06	-	GATGTTATTCACACTTTGGGCACCAGGCTGCTGAA	Upstream_CTCF	30
chr12	66663688	66663838	id-23732	9.84e-05	+	GGAATGCTTCATTAGAATTCCACTAGGGGTCACTT	V_CTCF_BR	39
chr12	66667059	66667209	id-23733	1	+	NA	NONE	4
chr12	66673034	66673184	id-23734	5.2e-08	+	CACCAGTGACCAACCATGACCAGCAGAGGACAGCA	UpstreamP1_CTCF	40
chr12	66746097	66746247	id-23735	1.67e-07	+	GGCACAGCAGGTGCAAAGGCCAGGAGGTGGCAGCA	V_CTCF_BR	40
chr12	66803185	66803335	id-23736	2.72e-06	-	GGTCACTTCACCTGTATCTCCATTAGGGGGCACCC	UpstreamP1_CTCF	40
chr12	66817149	66817299	id-23737	1	+	NA	NONE	4
chr12	66840188	66840338	id-23738	2.27e-05	-	TGAACCTGTCTTCCTGCCACCTGTAGAGGGAGTAA	V_CTCF_BR	8
chr12	66843441	66843591	id-23739	1	+	NA	NONE	1
chr12	66942673	66942823	id-23740	1	+	NA	NONE	36
chr12	66949062	66949212	id-23741	1.13e-05	-	GGTCACTGCAGCCATATCTGCATTAGGGGGCACCC	UpstreamP1_CTCF	7
chr12	67082751	67082901	id-23742	1.71e-06	+	TGCACAGTCAGGCAAGCAGCTACTAGAGGGCAGCA	V_CTCF_BR	39
chr12	67087799	67087949	id-23743	1.9e-06	-	TTAGTATGACACATTTTCCCCAGCAGATGGCAGTA	Upstream_CTCF	40
chr12	67092469	67092619	id-23744	3.31e-06	+	ATCTAGCTGCTCTGGAAGCCCAGTAGGTGGAAGCA	UpstreamP1_CTCF	13
chr12	67102571	67102721	id-23745	1.83e-05	-	CAAAAAATATCATTTTTTGCCAGTAGAGGGAGTCA	V_CTCF_BR	38
chr12	67110957	67111107	id-23746	1	+	NA	NONE	6
chr12	67138824	67138974	id-23747	1.18e-05	-	AGGTAATTTGGCAGCTTTACCACCAGGGAGCCATA	UpstreamP1_CTCF	7
chr12	67255047	67255197	id-23748	9.78e-09	-	GCTGCACATCAGCAGCTGTCCAGCAGATGGCACTG	Upstream_CTCF	39
chr12	67270420	67270570	id-23749	6.82e-05	+	TGCACAACTGGGGCAGCAACCACCAGGGAGCAATG	V_CTCF_BR	9
chr12	67297906	67298056	id-23750	1	+	NA	NONE	16
chr12	67336973	67337123	id-23751	2.94e-06	+	TAAGTAGTAAGGGTCTTGAACAGCAGGGGGCCTAG	Upstream_CTCF	12
chr12	67412020	67412170	id-23752	2.4e-05	-	ACACAAGGGACATTAGTGCCCACTTGGAGGCGCTC	V_CTCF_BR	15
chr12	67419405	67419555	id-23753	8.08e-08	+	CTCGCAATTCCTACACCTGCCACCAGATGGTATCT	Upstream_CTCF	40
chr12	67461390	67461540	id-23754	8.99e-05	-	ATGTACAATTTCCAGTTTTTCTCTAGGTGGCACAA	V_CTCF_BR	9
chr12	67462213	67462363	id-23755	2.81e-05	-	AGAAGGAAGAGCGTAGGGGAGGCAAGGGGGCGCTG	V_CTCF_BR	23
chr12	67462874	67463024	id-23756	1	+	NA	NONE	19
chr12	67463267	67463417	id-23757	1.38e-06	-	GCGGCGGCGGCTCCGAGTCCCACCTGCTGGCGGCG	V_CTCF_BR	28
chr12	67555229	67555379	id-23758	1.15e-07	+	TCCACATTCTCAGATTTGGCCAGGAGGTGGCACTA	V_CTCF_BR	40
chr12	67613971	67614121	id-23759	3.81e-05	-	CATGAGTATGAAGTGGCAGAAGCCAGGTGGCAGCA	V_CTCF_BR	34
chr12	67616190	67616340	id-23760	4.01e-05	-	TACGTTTTCCCAAAAGAAAACACTAGAGGGAGACT	Upstream_CTCF	38
chr12	67663186	67663336	id-23761	1	+	NA	NONE	25
chr12	67663772	67663922	id-23762	3.81e-05	+	CCCCACATCCTTCCCTGCCCCACCAGGAGGCGATT	V_CTCF_BR	20
chr12	67748885	67749035	id-23763	1	+	NA	NONE	14
chr12	67749732	67749882	id-23764	7.12e-06	+	GCGTTCTTGGTCTTTTCTTCCAGGAGGTGGCGATA	UpstreamP1_CTCF	39
chr12	67771426	67771576	id-23765	1.47e-05	-	AGGAACAAGCCTAGAGCAGCCACGAGAGGCAGCCT	V_CTCF_BR	3
chr12	67782675	67782825	id-23766	9.66e-05	+	AGTGTAATGCAATCTCCCACCACACGGGAAAAGGT	Upstream_CTCF	33
chr12	67788541	67788691	id-23767	1.15e-06	-	CCAGCAGTTCACATAGCCTCAGCGAGAGGGCATGC	Upstream_CTCF	27
chr12	67807540	67807690	id-23768	4.5e-05	+	CTGTTCTAGCTCTAAGTGTTGGCCTGGGGGCAGCA	UpstreamP1_CTCF	7
chr12	67809404	67809554	id-23769	5.7e-05	+	GATTCAGTGCCAAGAGGGACCTCTAGTGTTCTGCG	Upstream_CTCF	39
chr12	67818726	67818876	id-23770	1.84e-05	+	TGCCTGGGCCTGGACAAGGCCACTAGGGGACTGCC	UpstreamP1_CTCF	13
chr12	67824520	67824670	id-23771	8.13e-06	-	CCGGCTCTTCCAAGACTTCCCTCACGGAGGCATTA	Upstream_CTCF	18
chr12	67835674	67835824	id-23772	2.6e-06	-	TTAGACAGTGAGCCGAGTTCCACAAGAGGGCGCCT	V_CTCF_BR	40
chr12	67845145	67845295	id-23773	1	+	NA	NONE	8
chr12	67851008	67851158	id-23774	1	+	NA	NONE	8
chr12	67851772	67851922	id-23775	6.74e-08	-	TCAGCACTTCCTGTCCTTTCCCCTAGTGGGCAGAA	Upstream_CTCF	39
chr12	67939797	67939947	id-23776	1	+	NA	NONE	1
chr12	68018277	68018427	id-23777	1.02e-07	-	GTCCAGTGTAATCAACCTGCCACCAGGTGGCTGGC	UpstreamP1_CTCF	14
chr12	68041637	68041787	id-23778	2.19e-05	-	GAGCCTTTCCCCTGCGCGGCCACTGGGAGAGACAC	UpstreamP1_CTCF	40
chr12	68042227	68042377	id-23779	6.19e-06	+	GTGCAGATGGCCGGAGGGGGCGGAGGAGGGCGAGC	UpstreamP1_CTCF	19
chr12	68042704	68042854	id-23780	1	+	NA	NONE	13
chr12	68045198	68045348	id-23781	8.99e-05	+	TAGATGAAACGACAAGTCTCCACTGGAGGGAGAGC	V_CTCF_BR	36
chr12	68057080	68057230	id-23782	5.13e-05	-	TGATGTGAGGTAGTTCTTTCCACAAGAGGGTAATA	V_CTCF_BR	9
chr12	68141569	68141719	id-23783	1.43e-05	-	CTGGTCAGGCCTGGCTCAGCCACCAGTGGGGAGCA	Upstream_CTCF	10
chr12	68145277	68145427	id-23784	1.55e-05	-	AAGGGCCATGCTGTTCTCATCACAAGAGGGCTGTG	V_CTCF_BR	10
chr12	68178749	68178899	id-23785	5.28e-05	-	ACTGTCTATTGGACATCGTCCACTGGGTGGCCCAT	Upstream_CTCF	10
chr12	68243850	68244000	id-23786	1	+	NA	NONE	1
chr12	68323393	68323543	id-23787	6.9e-05	+	TAGGCATTGGATCATGTGTCCTCTAGTGGCCATGA	Upstream_CTCF	8
chr12	68331763	68331913	id-23788	1.97e-06	-	TGGCTGGTGGTTCTGAGAGACACCAGGGGGTGCAG	V_CTCF_BR	8
chr12	68337198	68337348	id-23789	8.71e-06	-	CACTTGGTTCCGATCTCGGTCACTAGGTGTCGCTA	V_CTCF_BR	39
chr12	68387954	68388104	id-23790	1.83e-05	+	CAGAGAAGAGCCATGGCCCTCAGTAGAGGGAGCTA	V_CTCF_BR	15
chr12	68395388	68395538	id-23791	1.59e-06	+	AGGAGGTCACCTGATTTTACCACCAGAGGGCATAA	V_CTCF_BR	39
chr12	68429463	68429613	id-23792	2.66e-05	-	AGACTCCAACTTAGACACGACAGCAGTGGGAAGAG	V_CTCF_BR	2
chr12	68434345	68434495	id-23793	2.47e-08	+	GGGGCAATGTGGCTAATGGCCCCTAGAGGGCAGCA	Upstream_CTCF	40
chr12	68436315	68436465	id-23794	7.27e-06	-	GCCATTCTCACCAGAGTGGGCTCTAGGTGGCACTT	V_CTCF_BR	19
chr12	68461680	68461830	id-23795	1.15e-07	+	GTGTAATTCAGGCTGCATTCCAGTAGATGGCACTT	UpstreamP1_CTCF	39
chr12	68507548	68507698	id-23796	2.43e-06	+	AGAGTTTCAATGGGGGCTACCACCAGGAGGAGCTC	V_CTCF_BR	40
chr12	68530327	68530477	id-23797	6.43e-06	+	GCTACACAGATGGAACCCCCCAGCAGGTGTCAGAA	V_CTCF_BR	0
chr12	68552330	68552480	id-23798	3.24e-06	-	GATGTAATAGAAACCTGTACCATTGGGGGGCAGTA	Upstream_CTCF	39
chr12	68617022	68617172	id-23799	3.88e-07	+	ATGATGTGTTCGTATTTGGCCACAGGAGGGAGCCA	UpstreamP1_CTCF	39
chr12	68630972	68631122	id-23800	9.84e-05	+	TAAATTATACCTTGAGAGCCCTGAAGATGGAGCAA	V_CTCF_BR	26
chr12	68634076	68634226	id-23801	5.98e-05	-	TTCTAAGGCTGAGGAAAAGCCACCAGAGGGTTTCA	UpstreamP1_CTCF	5
chr12	68640240	68640390	id-23802	1.82e-06	-	CTGCCCCTTCCCTGGGCTGGCGCCAGGTGGAGTTC	UpstreamP1_CTCF	2
chr12	68710952	68711102	id-23803	3.97e-07	-	GGAATTGTACTTGGAGAAGCCAGCAGGTGGCAGTA	V_CTCF_BR	38
chr12	68728079	68728229	id-23804	1	+	NA	NONE	23
chr12	68752723	68752873	id-23805	3.45e-05	+	AAGAAACCAAAAGCTATCACCGCTAGGTGGCATGC	V_CTCF_BR	40
chr12	68759151	68759301	id-23806	3.45e-05	+	GGGAAGGGAGGAGGCACTGCAAGCTGTGGGAACCA	V_CTCF_BR	16
chr12	68800176	68800326	id-23807	4.3e-08	+	CTGCTGCATTCCCCTCCCTCCACTAGGTGGGAACC	UpstreamP1_CTCF	38
chr12	68811536	68811686	id-23808	1	+	NA	NONE	14
chr12	68845240	68845390	id-23809	1	+	NA	NONE	9
chr12	68892608	68892758	id-23810	1.1e-05	-	CAGGGAGGGACATCTGCATCCTGTAGAGGGAGCAT	V_CTCF_BR	26
chr12	68978809	68978959	id-23811	3.71e-05	-	TCTGCAGTTTGAGGAGCAGGACCAGGGAGGCAGCA	Upstream_CTCF	17
chr12	69004378	69004528	id-23812	1	+	NA	NONE	12
chr12	69005436	69005586	id-23813	1	+	NA	NONE	13
chr12	69058875	69059025	id-23814	1	+	NA	NONE	17
chr12	69080475	69080625	id-23815	1	+	NA	NONE	36
chr12	69124949	69125099	id-23816	5.65e-05	+	TTGAACAGCGCCACCATTGCCTGGAGTTGGCTAAA	V_CTCF_BR	5
chr12	69155267	69155417	id-23817	1.03e-07	+	TCAGCAGGCCTGGGCTCTACCACCAGATGCCAGTA	Upstream_CTCF	4
chr12	69180833	69180983	id-23818	7.02e-05	-	CAGTGGCTCCACCTAAAGACCAGAAAATGACACAG	UpstreamP1_CTCF	27
chr12	69201931	69202081	id-23819	1	+	NA	NONE	40
chr12	69224114	69224264	id-23820	5.12e-07	+	GAGCTGTTACTTATGTAGACCGCTAGATGGCATGA	UpstreamP1_CTCF	40
chr12	69257763	69257913	id-23821	4.14e-06	+	GTTATGCATCTGTCTTAAACCACAAGGGGGCAGGG	V_CTCF_BR	39
chr12	69265834	69265984	id-23822	2.34e-06	+	CTTATGCTCTGCCAAGTGGCCATCAGGTGGCGATC	UpstreamP1_CTCF	36
chr12	69293030	69293180	id-23823	5.67e-06	+	TCAGAATTCCCAGGCCCTAACAGCAGAGGACAGTG	Upstream_CTCF	35
chr12	69306918	69307068	id-23824	5.51e-07	-	GTGAATGAGAGGGTAGGGGACAGTAGGGGGCAGAA	V_CTCF_BR	20
chr12	69372128	69372278	id-23825	6.82e-05	+	TTGTATAAGTTAGTCTGAGACTCAAGATGGAGCAA	V_CTCF_BR	5
chr12	69446864	69447014	id-23826	1.1e-06	+	CACATACATATTTATGCAGCCAGCAGTGGGAGGTG	V_CTCF_BR	24
chr12	69460849	69460999	id-23827	7.44e-06	-	CATGCTGGCAGGGCTGCACCCACTAGAGGGGACAC	Upstream_CTCF	10
chr12	69464220	69464370	id-23828	2.6e-06	-	GGATGATGGCGTCTTTTGGCCACTAGAGGGCATTT	V_CTCF_BR	40
chr12	69485529	69485679	id-23829	2.1e-05	-	ATGTGATTAATTCTTTTTGCCACTGGAGGGACATG	UpstreamP1_CTCF	10
chr12	69490481	69490631	id-23830	7.02e-05	-	AATTTGTGGCCAGCATCTGCCACAGAGTGGCAGAA	UpstreamP1_CTCF	3
chr12	69493072	69493222	id-23831	1	+	NA	NONE	3
chr12	69501913	69502063	id-23832	2.55e-06	-	TGTGTAACAGGATCTGTGACCTCCAGGGGGTTGCA	Upstream_CTCF	24
chr12	69523953	69524103	id-23833	4.88e-05	-	GCCCTCATTTTCCTGCCTTTCCCCAGGGGGAGCTC	V_CTCF_BR	21
chr12	69548512	69548662	id-23834	1.04e-07	+	CAGGGGACACTTGAAGCTACCACAAGGTGGCGCTG	V_CTCF_BR	40
chr12	69550935	69551085	id-23835	4.38e-09	-	GGCTCGCTGCTAGGCTCTGCCTCCAGGGGGCACTC	V_CTCF_BR	40
chr12	69590572	69590722	id-23836	3.63e-08	-	CCAGCACCTCTTGTTCCAGCCAACAGAGGGCAGTG	Upstream_CTCF	38
chr12	69599817	69599967	id-23837	4.41e-06	-	CCATTCCTAGTTCATGCCTCCAGCAGAGGGAGATG	V_CTCF_BR	8
chr12	69633753	69633903	id-23838	1	+	NA	NONE	1
chr12	69647856	69648006	id-23839	3.09e-06	-	TCTGTTATGTGGAGTACAGACTGTAGGGGGCAGTC	Upstream_CTCF	39
chr12	69678052	69678202	id-23840	3.05e-07	+	CGTGTCGTCTTCCTCTTCGCCCCCAGGAGGAGCGA	Upstream_CTCF	37
chr12	69684892	69685042	id-23841	7.16e-08	+	TCTGCAGTACCACAGACAGACACTAGGCGAAGCTC	Upstream_CTCF	40
chr12	69736169	69736319	id-23842	1	+	NA	NONE	0
chr12	69751360	69751510	id-23843	4.3e-06	+	AATGCAGCACATAGACTAGCCATGTGAGGGCAGCA	Upstream_CTCF	40
chr12	69782273	69782423	id-23844	7.62e-09	+	CAGCAGTTACCAAAAATGTCCACAAGATGGAAATG	UpstreamP1_CTCF	39
chr12	69809612	69809762	id-23845	9.29e-06	+	GATGCCATGAGCATTGCTGCCTGAAGGTGGCATCT	Upstream_CTCF	40
chr12	69864705	69864855	id-23846	3.03e-05	+	CCAGGGGTGTCGTCTTTTCCCTCCAGGGTGGGGCG	Upstream_CTCF	39
chr12	69878309	69878459	id-23847	3e-06	-	ATGAGGTGCTGGCATGGTACCAGTGGAGGGAGCAG	UpstreamP1_CTCF	10
chr12	69935003	69935153	id-23848	1	+	NA	NONE	17
chr12	69960503	69960653	id-23849	5.37e-06	+	ATGCCATTCTATTGTGGGAACACTAGAGGCAGGCT	UpstreamP1_CTCF	29
chr12	69964699	69964849	id-23850	1.38e-06	-	TACGCTAGTCTGTTTCTTAACAGCAGGGGGAGCCC	V_CTCF_BR	40
chr12	69972913	69973063	id-23851	6.21e-05	-	AACAGTCATATGCAAAGGACAACTAGAGGGCAATC	V_CTCF_BR	1
chr12	69977093	69977243	id-23852	1.84e-06	+	GCTGCCTCTAGCCTCAGTTCCACAAGGTGGCAGGG	V_CTCF_BR	35
chr12	69979093	69979243	id-23853	9.25e-06	-	GGGCCCCGGCCTGTCGTTACCGCCAGCAGGCGTCC	V_CTCF_BR	21
chr12	69979646	69979796	id-23854	8.13e-06	+	GCCGCGTTCCCTCGCCCGCCCGGCAGGCGTCACCT	Upstream_CTCF	39
chr12	69989544	69989694	id-23855	7.73e-06	+	TGTATGTCTATGAAGGTGACCACATGGTGGCTCCC	V_CTCF_BR	9
chr12	69996829	69996979	id-23856	1	+	NA	NONE	17
chr12	70016182	70016332	id-23857	1	+	NA	NONE	0
chr12	70024122	70024272	id-23858	2.73e-07	+	TCTGATGTACCCAGCACTGTCAGCAGGGGGATCCA	Upstream_CTCF	40
chr12	70026946	70027096	id-23859	5.37e-06	+	GTGCTAGTTGGAGGACTAAACTCTAGGAGGCAGTG	UpstreamP1_CTCF	40
chr12	70033313	70033463	id-23860	2.19e-08	-	CGAGGGTTTCTCCACGCTGCCTCCAGGTGGCAGCA	V_CTCF_BR	40
chr12	70043426	70043576	id-23861	1.38e-07	+	CAGCATTTCTGGCCTCTACCCACTAGATGCCAGAA	UpstreamP1_CTCF	10
chr12	70058972	70059122	id-23862	1.54e-05	+	GTGGACAGCTCTACAGCGAACACCAGAGGGAGTCT	UpstreamP1_CTCF	33
chr12	70070170	70070320	id-23863	2.01e-05	-	ATTGCAATTCCCTGAAATTCTGCTAGGTGTCCCAC	Upstream_CTCF	28
chr12	70102551	70102701	id-23864	1	+	NA	NONE	30
chr12	70132429	70132579	id-23865	5.53e-08	+	CTGCGACGAGCCCCGCCTGGCGCCAGGGGGCGCGG	UpstreamP1_CTCF	40
chr12	70173756	70173906	id-23866	1.1e-05	+	GACTGCTGCAGCCATTTCAGCGGTAGAGGGCGCCT	V_CTCF_BR	37
chr12	70273265	70273415	id-23867	5.51e-07	+	ATGCACAGTGGAGTCCTGTCCAGGAGATGGCAGTG	V_CTCF_BR	40
chr12	70274455	70274605	id-23868	7.49e-07	+	CTGCATTTCTAACAAGCTCCCAGGTGATGGCGATG	UpstreamP1_CTCF	33
chr12	70294511	70294661	id-23869	1.99e-07	+	CTGTTTTCTATTCCAATAACCTGCAGGGGGCGCCA	V_CTCF_BR	40
chr12	70378222	70378372	id-23870	1	+	NA	NONE	0
chr12	70379462	70379612	id-23871	1.85e-05	+	CTCGCACTTCCTGAACAGCCCACTGGGTGCACTGT	Upstream_CTCF	38
chr12	70393477	70393627	id-23872	1.09e-06	-	CTAGCCCTGCTAAGAGAGGGCACTAGAGGGAGACT	Upstream_CTCF	11
chr12	70433993	70434143	id-23873	1	+	NA	NONE	11
chr12	70610064	70610214	id-23874	1	+	NA	NONE	6
chr12	70760130	70760280	id-23875	1.1e-06	+	GAGAGTGCGGGGGCGGAGGCTGGCAGGGGGCGCTG	V_CTCF_BR	9
chr12	70796501	70796651	id-23876	9.25e-06	+	AGCTCCTTTTCAAATCTGGCCTCAAGGTGGCTCTT	V_CTCF_BR	29
chr12	70970918	70971068	id-23877	1.48e-06	-	TTTTTAGGCTTATTTCTTACCACTAGAGGGCAGGA	V_CTCF_BR	40
chr12	70983863	70984013	id-23878	1.52e-07	+	CCGATACTGCTCCCAGTCTCCAGCAGGGGGCGACC	V_CTCF_BR	37
chr12	71086596	71086746	id-23879	1.24e-05	+	CTCAATGGAGTGTGGTGAGCCCCTAGAGGGCAAAG	V_CTCF_BR	40
chr12	71113710	71113860	id-23880	1.59e-06	-	CGATGGTTGCGCCTTGCACCCTCCAGGTGGCGCTT	V_CTCF_BR	40
chr12	71115795	71115945	id-23881	1	+	NA	NONE	2
chr12	71118359	71118509	id-23882	1.72e-06	-	GCAGTAGCAGTGGTAACTACCAATAGGGGTCAGTA	Upstream_CTCF	39
chr12	71123895	71124045	id-23883	1.79e-08	-	TATGTTCTTCCATATATGACCTGCAGGTGGCAGAG	Upstream_CTCF	40
chr12	71127276	71127426	id-23884	2.6e-06	+	TGTGTCAACATGAAGTTCTCCACTAGAGGGAACTA	V_CTCF_BR	40
chr12	71217330	71217480	id-23885	1	+	NA	NONE	14
chr12	71233433	71233583	id-23886	5.68e-06	-	GAATACAAGCAGCCAGTTACCAAAAGGGGGAGCCC	V_CTCF_BR	23
chr12	71243261	71243411	id-23887	5.52e-05	-	TTCCTTTTGCTTATTTCATCCACCAGATGTCCCTC	UpstreamP1_CTCF	38
chr12	71303540	71303690	id-23888	1	+	NA	NONE	5
chr12	71342787	71342937	id-23889	6.82e-05	+	GTCTCTATATTCTGGGACAACAGCAGATGTCAGTA	V_CTCF_BR	9
chr12	71358700	71358850	id-23890	2.37e-05	-	GCAGTCTTTCTTTCACAGGACTGTGGGGGGTGCCA	Upstream_CTCF	9
chr12	71408094	71408244	id-23891	1.56e-06	-	CCTGTAATTATCTGAGTCTCCACTGGATGTCAATA	Upstream_CTCF	35
chr12	71518734	71518884	id-23892	8.21e-05	+	CACCTTAGAGATGATTATTCCACTGGGTGGCTCCA	V_CTCF_BR	9
chr12	71519383	71519533	id-23893	1	+	NA	NONE	16
chr12	71531899	71532049	id-23894	5.01e-06	-	GCTTGCTTCTGATCCTGCTCCTGCAGGTGGCGACA	V_CTCF_BR	13
chr12	71580422	71580572	id-23895	1	+	NA	NONE	5
chr12	71610884	71611034	id-23896	4.1e-06	+	CCAACAATTGCTCCAGACACCACTTGGTGGCACCA	Upstream_CTCF	38
chr12	71765048	71765198	id-23897	2e-06	+	GATTCTGTTGCATTTGTGACCTCTAGAGGCCAACG	Upstream_CTCF	18
chr12	71786438	71786588	id-23898	2.06e-09	-	ATGCAGTGATAGCCTTTGACCACTAGAGGACACTT	UpstreamP1_CTCF	40
chr12	71791604	71791754	id-23899	1	+	NA	NONE	3
chr12	71809532	71809682	id-23900	3.97e-07	+	CTAAACGCATCATTCACTACCAGCAGAGGGAGCTA	V_CTCF_BR	40
chr12	71836017	71836167	id-23901	5.68e-06	-	AGATAGATAGGGAACATTGGCAGTAGGTGGCAGTA	V_CTCF_BR	11
chr12	71836459	71836609	id-23902	4.01e-05	-	CAGAGAATACTAGGTGTAACCAAAAGAGGGCATCA	V_CTCF_BR	5
chr12	71872185	71872335	id-23903	4.03e-06	-	ATTCAATTTAACCAAGGTTCCAGAAGAGGGAGCAG	UpstreamP1_CTCF	14
chr12	71878142	71878292	id-23904	1	+	NA	NONE	13
chr12	71893748	71893898	id-23905	1	+	NA	NONE	1
chr12	71908762	71908912	id-23906	5.98e-05	+	CGTATCTGGTCCCATCTGACCAGCAGGGGCACCTT	UpstreamP1_CTCF	5
chr12	71945436	71945586	id-23907	1.31e-05	-	AGCTGTTGCCACCTAAAAGCCAGCAGAGGGAGTGC	V_CTCF_BR	40
chr12	71956505	71956655	id-23908	1	+	NA	NONE	1
chr12	71961506	71961656	id-23909	1	+	NA	NONE	8
chr12	71988164	71988314	id-23910	1	+	NA	NONE	10
chr12	72030529	72030679	id-23911	3.81e-05	-	GGTAATTTAGGTACCTAAACCTCTAGGTGGTGCTC	V_CTCF_BR	40
chr12	72033387	72033537	id-23912	1	+	NA	NONE	37
chr12	72057528	72057678	id-23913	7.15e-05	-	AAGAACCCCGATCGCTGAGGAGCAAGGGGGCGCTA	V_CTCF_BR	40
chr12	72080122	72080272	id-23914	3.5e-05	+	GCGTGAGGCGCTGAAGCGGCCGGCAGCCGGCGACC	UpstreamP1_CTCF	35
chr12	72125861	72126011	id-23915	2.43e-06	+	AGCTGTTTAACACAAGCCGCCAGTAGATGGCAAAC	V_CTCF_BR	15
chr12	72140877	72141027	id-23916	9.27e-07	-	CTGTAATTGTAGTCACTGGCCACAGAGAGGCACTA	UpstreamP1_CTCF	40
chr12	72148509	72148659	id-23917	1	+	NA	NONE	33
chr12	72174112	72174262	id-23918	6.46e-07	+	TGTTTGTTGGAGCCACTGGCCACCAGGTGGTGCTT	V_CTCF_BR	40
chr12	72240244	72240394	id-23919	1.47e-05	-	AAGAGCATTCAAAGACTTGCCACTTGGTGGTGCTA	V_CTCF_BR	39
chr12	72294000	72294150	id-23920	1.04e-05	-	TTCTTAACTGTCTCTTTTTCCACTAGGTGGCACAT	V_CTCF_BR	40
chr12	72332658	72332808	id-23921	3.22e-07	-	GGTGTAATATTCTTTCTCTGCAGCAGGGGGTACTA	Upstream_CTCF	40
chr12	72335099	72335249	id-23922	1	+	NA	NONE	1
chr12	72410960	72411110	id-23923	3.22e-07	+	GGTGTACTACCAGTAGTGATCTGAAGATGGCAGCA	Upstream_CTCF	40
chr12	72527376	72527526	id-23924	2.58e-05	+	ATAGAGGTCCATCACTGGGCCACTAGGTGTCCCTT	Upstream_CTCF	28
chr12	72535204	72535354	id-23925	1.21e-06	+	TCTTAAAGTCTCAGAATGACCACCAGGGGGTTCTG	Upstream_CTCF	33
chr12	72655805	72655955	id-23926	3.5e-05	+	AAGCTCCCCTCTCAGGTTGGCAGTAGCAGGCAAAG	UpstreamP1_CTCF	1
chr12	72658461	72658611	id-23927	3.63e-06	+	TGTATTGTTACTGGCTGACCCACAAGGTGGCACTA	V_CTCF_BR	39
chr12	72661824	72661974	id-23928	1	+	NA	NONE	35
chr12	72665229	72665379	id-23929	1	+	NA	NONE	22
chr12	72666521	72666671	id-23930	1.99e-07	+	GACGCCGCGCTTCGGGCTGGCAGCAGGGGGCTCTC	V_CTCF_BR	20
chr12	72676620	72676770	id-23931	1.28e-06	-	GCAGTATCCCTGGCCTCTACCACTAGATGCCAGTA	Upstream_CTCF	39
chr12	72740230	72740380	id-23932	9.25e-06	+	CTTTATGTTAAGTCATCTTCCACAAGGGGGTGCCA	V_CTCF_BR	40
chr12	72860185	72860335	id-23933	6.84e-06	-	CAGTGTGTCAACTTTGTCACCGGTAGATGGCAACA	V_CTCF_BR	3
chr12	72866258	72866408	id-23934	9.27e-07	+	CTTCTCTGAATAGCCTCTGCCACTAGAGGGTGATG	UpstreamP1_CTCF	15
chr12	72954252	72954402	id-23935	2.39e-05	-	TTGCGATTACAGGCCTTAGCCACCAGGCCTAACTT	UpstreamP1_CTCF	15
chr12	72964521	72964671	id-23936	1	+	NA	NONE	32
chr12	73093276	73093426	id-23937	1	+	NA	NONE	20
chr12	73451315	73451465	id-23938	1.41e-06	+	CTGGTAGGACCTGGGCTGCCCAGCAGGGTGAGCAG	Upstream_CTCF	6
chr12	73908571	73908721	id-23939	1	+	NA	NONE	20
chr12	74050285	74050435	id-23940	5.93e-06	-	GCTGCGTCCCTGGCCTCTAACACTAGATGGGAGTA	Upstream_CTCF	5
chr12	74197529	74197679	id-23941	5.68e-06	-	CAACAGAGTGCAGAGACAACCTACAGAGGGCAGAG	V_CTCF_BR	1
chr12	74329640	74329790	id-23942	7.15e-05	+	AAAATGATGTTGAGATTTATCAGTAGAGGGTGCTG	V_CTCF_BR	23
chr12	74415737	74415887	id-23943	1.82e-07	+	TGACGTGTGCTGTCCCTAGACACTAGAGGGCGGTG	V_CTCF_BR	38
chr12	74505606	74505756	id-23944	1.92e-05	+	GGTCACTGCAGCTGTACCTGCATTAGGGGGCGCCC	UpstreamP1_CTCF	30
chr12	74710882	74711032	id-23945	5.01e-06	-	GAGTTCAGGATTACCTCTACCACAAGAGGGTAGTA	V_CTCF_BR	31
chr12	74759507	74759657	id-23946	1.85e-08	-	GTTCAGGTCAACCTCCAGGCCAGTAGGTGGCACTC	UpstreamP1_CTCF	39
chr12	74806531	74806681	id-23947	1.73e-06	-	TTTTACTTTGAAAAATCTACCACAAGGTGGCAGTC	UpstreamP1_CTCF	32
chr12	74809565	74809715	id-23948	1.64e-06	-	ATGTAGTGAGCCTCAACTTCCATAAGGTGGCATCA	UpstreamP1_CTCF	39
chr12	74882786	74882936	id-23949	1	+	NA	NONE	1
chr12	74931105	74931255	id-23950	2.11e-08	-	CTGCAGTTGTCATTTAAATCCACTAGATGGTGCAA	UpstreamP1_CTCF	38
chr12	74931712	74931862	id-23951	1	+	NA	NONE	25
chr12	74946094	74946244	id-23952	6.15e-05	-	CCTCCAGTACCTAGGAGTGGCCAAGGGTGGCAGTA	Upstream_CTCF	23
chr12	75013819	75013969	id-23953	1	+	NA	NONE	2
chr12	75040782	75040932	id-23954	1	+	NA	NONE	24
chr12	75082961	75083111	id-23955	1.04e-05	+	CAATATCAGCAGCAAATCATCACTAGATGGCAGCA	V_CTCF_BR	39
chr12	75141201	75141351	id-23956	4.41e-06	+	AGTAACTGAGTCTCCAGTAACAGCAGAGGGAGCTC	V_CTCF_BR	21
chr12	75197149	75197299	id-23957	1.56e-06	+	GTGCCACTGCACAGTGTGGCCGACAGAGGGAGACT	UpstreamP1_CTCF	40
chr12	75243709	75243859	id-23958	1	+	NA	NONE	18
chr12	75297342	75297492	id-23959	3.63e-05	+	TAAACAGGCTTCATACAATCCTACAGGGGGCGCTA	V_CTCF_BR	37
chr12	75300145	75300295	id-23960	7.17e-05	-	GCTGTTGTTCTCTGGGACACCTACAGGCAGACATA	Upstream_CTCF	36
chr12	75452164	75452314	id-23961	1	+	NA	NONE	5
chr12	75481655	75481805	id-23962	3.03e-05	-	CATGAAATGTATGATTCTGTCACTTGGGGGCAGTT	Upstream_CTCF	18
chr12	75552888	75553038	id-23963	4.88e-05	+	TATCTAATGTAGATGACGGGCTGATGGGGGCAGCA	V_CTCF_BR	10
chr12	75683701	75683851	id-23964	1	+	NA	NONE	30
chr12	75710318	75710468	id-23965	4.68e-05	+	ATCCAGCTCTTCCACTTGCCCGCTAGGTGACCTCT	UpstreamP1_CTCF	0
chr12	75728201	75728351	id-23966	4.7e-06	+	TGGATGGTTGAAATTCCCTCCACCAGAGGGCGACT	V_CTCF_BR	40
chr12	75758058	75758208	id-23967	8.71e-06	-	TGCCTATGGCAAATGTTGGCCAGAAGGGGGAGAAT	V_CTCF_BR	16
chr12	75784882	75785032	id-23968	6.21e-06	+	GGCCCAGTCCCTACCCCTGGCAGTAGGGGGCGTTT	Upstream_CTCF	40
chr12	75831462	75831612	id-23969	8.79e-07	+	GGGCACTTCAATTTCCAGTCCAGTAGGTGGTGCTT	UpstreamP1_CTCF	37
chr12	75879169	75879319	id-23970	2.81e-05	+	TTGATAGTGCTAGGATTTCTCACTAGATGGCGCTA	V_CTCF_BR	40
chr12	75882445	75882595	id-23971	1.74e-07	-	TGAGCTGGTCTGGAGTCTTCCAGCAGAGGGCAACA	Upstream_CTCF	40
chr12	75890843	75890993	id-23972	1	+	NA	NONE	15
chr12	75899635	75899785	id-23973	1.3e-07	-	TTTGCAGTAGTGTATACAGCCAGTAGAGGTCACAC	Upstream_CTCF	40
chr12	75905367	75905517	id-23974	1	+	NA	NONE	24
chr12	75919153	75919303	id-23975	1	+	NA	NONE	34
chr12	75920818	75920968	id-23976	2.46e-06	+	TAGTTTTCCCTGGTTCTTGCCACTAGAGGGCAAAT	UpstreamP1_CTCF	40
chr12	75954064	75954214	id-23977	3.5e-05	+	GTGCTAATATTTATTTTCCACACTAGAGGACAGTG	UpstreamP1_CTCF	40
chr12	76004978	76005128	id-23978	8.91e-07	-	TGTGAAGTTTAGCCTCCAGGCAGGAGGTGGCGCTT	Upstream_CTCF	16
chr12	76017678	76017828	id-23979	9.81e-06	+	CAGTGTCCTTGGCCTCTATCCACTAGATGCCAGTA	V_CTCF_BR	33
chr12	76091939	76092089	id-23980	1	+	NA	NONE	3
chr12	76099870	76100020	id-23981	1	+	NA	NONE	10
chr12	76119426	76119576	id-23982	1	+	NA	NONE	33
chr12	76210757	76210907	id-23983	5.08e-05	+	ATGTCATCAGTAATGTGTGCCTCTAGGTGGTGATA	UpstreamP1_CTCF	20
chr12	76214667	76214817	id-23984	1	+	NA	NONE	17
chr12	76263287	76263437	id-23985	8.64e-05	+	GAAGCCATCTCTGACTCCCCCTCTAGGTGCACTGA	Upstream_CTCF	0
chr12	76372097	76372247	id-23986	3.56e-05	-	ACTCCACTCCCACCCCCAGCCAGCAGGGTAAGGGT	Upstream_CTCF	22
chr12	76378031	76378181	id-23987	4.68e-05	+	TTGCACTGCAGCCTGGTGGACGGAACGAGACTCCA	UpstreamP1_CTCF	3
chr12	76424674	76424824	id-23988	4.88e-05	-	CATGTACTTCACTGTGGTGATGGCAGAGGGCAAGG	Upstream_CTCF	14
chr12	76425277	76425427	id-23989	1.01e-05	-	AGTGCCCTTCAGTGAGCGCTCGCAAGAGGACGGCA	Upstream_CTCF	39
chr12	76431000	76431150	id-23990	3.88e-07	-	AAGCTGTTACACAGATTGGTCACTAGGAGGCATCA	UpstreamP1_CTCF	40
chr12	76449267	76449417	id-23991	3.09e-05	+	ATGTACTACTACAATGTAGACGGTAGGGGCTCACT	UpstreamP1_CTCF	17
chr12	76474634	76474784	id-23992	1	+	NA	NONE	38
chr12	76478375	76478525	id-23993	1.82e-07	+	GGAGCAGGAGGCGGCGCCGCGAGCAGATGGCGCTA	V_CTCF_BR	21
chr12	76478935	76479085	id-23994	4.21e-05	-	CATAGGAGAAGCAAAACTGTCAGAAGAGGCCGCCG	V_CTCF_BR	36
chr12	76488658	76488808	id-23995	1	+	NA	NONE	12
chr12	76511223	76511373	id-23996	8.19e-06	-	TAGCACTACACCTTATCCTCCACAAGGTTGTGCCC	UpstreamP1_CTCF	10
chr12	76552617	76552767	id-23997	2.47e-05	-	ACCACACTCCCATAACTGACCACTAGTAGGCGTGA	Upstream_CTCF	40
chr12	76574267	76574417	id-23998	2.31e-06	-	CAAGGTATACCACCACTCTCCAGCAGGTGCACCTC	Upstream_CTCF	13
chr12	76635272	76635422	id-23999	1	+	NA	NONE	11
chr12	76679031	76679181	id-24000	1	+	NA	NONE	7
chr12	76693837	76693987	id-24001	8.9e-05	+	CTGTCACACCGGGACTTCCCCAGCAGGGACAGAAT	UpstreamP1_CTCF	8
chr12	76740935	76741085	id-24002	2.04e-05	-	AGATTTTTCTGTGTACCGCCCAGCAGATGGTGACA	V_CTCF_BR	39
chr12	76741901	76742051	id-24003	1.59e-06	+	GGATGCTCTAAGTGTAGCGCCTCCAGGAGGCGGCC	V_CTCF_BR	40
chr12	76742236	76742386	id-24004	3.45e-05	+	GAGAGGGCTGCCCTTCTGTCCGCCTGGTGGAAAAG	V_CTCF_BR	36
chr12	76848623	76848773	id-24005	2.1e-05	-	TTTTTTATCCCTGAGCCTGCCCCAAGAGGGCATGA	Upstream_CTCF	11
chr12	76849643	76849793	id-24006	1.97e-06	-	ACTTCCACTTGAAGTAGAAACAGCAGAGGGCACTG	V_CTCF_BR	39
chr12	76866744	76866894	id-24007	8.59e-05	+	CTTGGCAACGGGCGTCTTTCCAGATGCTGGCGTTA	V_CTCF_BR	17
chr12	76909169	76909319	id-24008	3.36e-07	+	TGAAGTTGTGGACTGCGATCCAGCAGGTGGCACTC	V_CTCF_BR	9
chr12	76949034	76949184	id-24009	1	+	NA	NONE	22
chr12	76953301	76953451	id-24010	1.11e-05	+	GAGGCACTGCCGGCTCAGCCCCCGAGCGGGGCGGG	Upstream_CTCF	33
chr12	76980698	76980848	id-24011	5.96e-07	-	GAATCCTGCAATTGTATGGCCAGCAGGGGGCAACT	V_CTCF_BR	39
chr12	77015379	77015529	id-24012	5.08e-07	+	AGACAGTTCCCCATTCTGGTCAGCAGGTGGCACTA	V_CTCF_BR	40
chr12	77024707	77024857	id-24013	2.01e-05	+	CTGCACTCCAGCCTGGGCGACAGAGGGAGACTCCG	UpstreamP1_CTCF	8
chr12	77082534	77082684	id-24014	8.56e-05	+	GTCTCATAGCATGAGTACTCCAACAGGGGGCCCTC	UpstreamP1_CTCF	40
chr12	77091701	77091851	id-24015	2.2e-06	-	CCAGCTGGGCTTCCTGTGTCCAGTAGGGGCTCAGA	Upstream_CTCF	19
chr12	77107061	77107211	id-24016	7.84e-05	+	TTATGGGGAGACAATCTCCGCACCAGGAGGAGCTA	V_CTCF_BR	7
chr12	77113018	77113168	id-24017	1	+	NA	NONE	2
chr12	77132687	77132837	id-24018	4.94e-06	+	TGTGCTGATTGGCCTCCTGCCAGTAGGTGGTGTTT	Upstream_CTCF	7
chr12	77184875	77185025	id-24019	2.11e-08	-	ATGTAATTAGTTAACATTGCCAGCAGATGGCACTA	UpstreamP1_CTCF	38
chr12	77214788	77214938	id-24020	1.64e-06	-	GTCCAGCTGAGCATCCCTTCCACTAGAGGGCCATG	UpstreamP1_CTCF	40
chr12	77272160	77272310	id-24021	2.59e-06	+	ATGTAGAAGCCCCATTCCACCCCTAGGGGACAGAA	UpstreamP1_CTCF	38
chr12	77273382	77273532	id-24022	8.33e-05	+	AGTGTTTCGCTCTTCCCCTCCACCAGGGCACAGCA	Upstream_CTCF	36
chr12	77321082	77321232	id-24023	4.41e-06	-	GACTTAAAATTGGCTTTGGCCAACAGGAGGCGCCA	V_CTCF_BR	40
chr12	77346895	77347045	id-24024	9.81e-06	+	TTCTCCATCTGTTCTACAGCCTGAGGGTGGCACTC	V_CTCF_BR	19
chr12	77404830	77404980	id-24025	5.92e-05	-	GCTAGGCTCCCCGCATTGTCCACACGGTGGCAGTA	Upstream_CTCF	40
chr12	77441721	77441871	id-24026	6.43e-06	-	CCCTTCTTGGGATGTCTAGCCACTAGATGGAGACT	V_CTCF_BR	32
chr12	77443665	77443815	id-24027	1.34e-06	+	CTGGAACTAACTGCAATGTCCACTAGGGGTCTCTA	UpstreamP1_CTCF	40
chr12	77501045	77501195	id-24028	1	+	NA	NONE	4
chr12	77546488	77546638	id-24029	9.81e-06	+	TTCGCTTCTATGTGATTGACCAGAAGGAGGCTCCC	V_CTCF_BR	39
chr12	77555869	77556019	id-24030	1	+	NA	NONE	3
chr12	77597965	77598115	id-24031	1	+	NA	NONE	32
chr12	77607202	77607352	id-24032	1	+	NA	NONE	6
chr12	77659848	77659998	id-24033	1	+	NA	NONE	0
chr12	77709300	77709450	id-24034	1.93e-05	+	TTTGAACTTCCAACATCTACAGAAAGGGGGCATTC	Upstream_CTCF	3
chr12	77718569	77718719	id-24035	2.66e-05	+	GCGCCACTCGCCGCCCAGGCCGGCTGGAGGCTGAG	V_CTCF_BR	40
chr12	77776252	77776402	id-24036	1	+	NA	NONE	8
chr12	77934000	77934150	id-24037	2.15e-05	+	TTTTGACTTGAGAAACTGACCAGTTGGTGGTGCTA	V_CTCF_BR	13
chr12	77974104	77974254	id-24038	4.7e-05	-	TCTGACTCTCTCCAGGGAACCAGCAGACGGTGTCA	Upstream_CTCF	1
chr12	78009242	78009392	id-24039	1.56e-06	+	CTCCAGCTGCATCCTTGCTCCTGTAGGGGGCATGA	UpstreamP1_CTCF	35
chr12	78079042	78079192	id-24040	1.56e-06	-	ATGCCATTGGAAATGTCGATCAGCAGATGGCGCAC	UpstreamP1_CTCF	39
chr12	78080671	78080821	id-24041	4.5e-05	-	TTGTTATGGAAAAAAGACCCCACCGAGAGGCAGCA	UpstreamP1_CTCF	26
chr12	78114170	78114320	id-24042	8.46e-07	-	CCTGTAGTACTTCAAACAGACACAAGAGGAAGAAA	Upstream_CTCF	36
chr12	78118267	78118417	id-24043	1.96e-07	+	CAGCAATATACTGTGTTTGCCACCAGAAGGTGCTA	UpstreamP1_CTCF	39
chr12	78121858	78122008	id-24044	1.1e-05	-	TGAGCTGGGGATTTAAGTACCACCAGGAGGCTCAC	V_CTCF_BR	4
chr12	78130473	78130623	id-24045	4.31e-05	-	CTGTGGTGACATATAGTGCCCCCTAAGGGCAGTGA	UpstreamP1_CTCF	15
chr12	78229573	78229723	id-24046	3.45e-05	-	GAAGACATCTGGGATGTAGCAGCTAGATGGAGCTA	V_CTCF_BR	8
chr12	78308140	78308290	id-24047	1	+	NA	NONE	4
chr12	78319416	78319566	id-24048	5.9e-06	-	ATGCTGTAGCTCCACATCACCACGGGTAGGAGCTA	UpstreamP1_CTCF	40
chr12	78319624	78319774	id-24049	9.25e-06	-	TGGAAGATTCTGTTGATCCCCACTAGAGGGCATCC	V_CTCF_BR	0
chr12	78326121	78326271	id-24050	5.67e-06	-	GAAGATGGACCCACAGAAGCCTGCAGAGGGAGACA	Upstream_CTCF	36
chr12	78334067	78334217	id-24051	6.9e-05	-	GTTGCAAGTCCTTGATCAGCCGCTTGTGGCCTGAT	Upstream_CTCF	15
chr12	78390590	78390740	id-24052	1.84e-05	+	GAGTAGTACACAGTGACATTCACATGGTGGCAGCA	UpstreamP1_CTCF	9
chr12	78393941	78394091	id-24053	1.74e-07	+	GTAGCAATATTGATTATAACCACAAGGTGGAGACA	Upstream_CTCF	38
chr12	78396753	78396903	id-24054	1	+	NA	NONE	15
chr12	78431622	78431772	id-24055	4.31e-05	+	TTGTAGTAACACTTTCAGAAATACAGGGGCCGCTG	UpstreamP1_CTCF	11
chr12	78480458	78480608	id-24056	1	+	NA	NONE	35
chr12	78491124	78491274	id-24057	2.4e-05	-	CACATCCCAGCACTGAAGAACAACAGATGGCAGCA	V_CTCF_BR	20
chr12	78496114	78496264	id-24058	1	+	NA	NONE	24
chr12	78511960	78512110	id-24059	1	+	NA	NONE	36
chr12	78514769	78514919	id-24060	2.6e-06	-	TTGTTTCATAGGTAATGGGCCACAGGAGGGCACTA	V_CTCF_BR	33
chr12	78515976	78516126	id-24061	1	+	NA	NONE	2
chr12	78540176	78540326	id-24062	3.22e-07	+	GATGAAATTAGTCTTGTGACCACTAGAGGGCTCTG	Upstream_CTCF	39
chr12	78575450	78575600	id-24063	1.03e-06	+	TGGTAATTGTGAAGCACGGCCACCAGATGACGCTT	UpstreamP1_CTCF	38
chr12	78623396	78623546	id-24064	2.04e-08	+	CTTGCACTTCACAGCATACCCAGTAGGTGGCCTCA	Upstream_CTCF	40
chr12	78682167	78682317	id-24065	4.34e-05	+	TATGTGTTTTCTATTTTATCCTCTAGATGGAGTTT	Upstream_CTCF	8
chr12	78786815	78786965	id-24066	1.73e-05	+	GTACTATGAAGATTTTTATCCCCCAGATGGCAGTG	V_CTCF_BR	28
chr12	78864476	78864626	id-24067	2.18e-07	+	GTCTCTGGCAGCTTTCTTGCCACCAGGTGGAGCCT	V_CTCF_BR	39
chr12	78956506	78956656	id-24068	1.64e-06	+	TGGCTTTTGTTTGTTTCTCCCACTAGAGGGCAGGA	UpstreamP1_CTCF	38
chr12	78965854	78966004	id-24069	1	+	NA	NONE	11
chr12	78978607	78978757	id-24070	8.71e-06	-	GACAACTGCAGCCATTTCAGCACTAGAGGGTGCCC	V_CTCF_BR	36
chr12	79035728	79035878	id-24071	1	+	NA	NONE	33
chr12	79065974	79066124	id-24072	4.88e-05	+	CTGTTGTGGCTCTCTGCTGTCCCTAGCAGGATGAG	UpstreamP1_CTCF	5
chr12	79257409	79257559	id-24073	1	+	NA	NONE	8
chr12	79258480	79258630	id-24074	8.21e-05	-	TGCTGCTGCCGCTGCCGCTGCTGCAGGAGGAGGTG	V_CTCF_BR	9
chr12	79353479	79353629	id-24075	2.01e-05	+	GTTGCAATGCCAGCTATGTAAGCCAGGGAGGAACT	Upstream_CTCF	17
chr12	79400274	79400424	id-24076	6.8e-06	-	GATGTCATTTCAGGGGCTCTCAGAAGATGGCACCA	Upstream_CTCF	37
chr12	79513672	79513822	id-24077	8.89e-06	-	CCTGTTGTTCCACAGCAGGTCTTTAGGAGGCAGCT	Upstream_CTCF	28
chr12	79515403	79515553	id-24078	8.91e-07	+	GCTGCACTTGCGTACTGAGCCACCAGAGGTGCTAA	Upstream_CTCF	37
chr12	79568605	79568755	id-24079	5.92e-05	-	TGTAAAGTAACCAAAGTAACCACTGGATGGCATTG	V_CTCF_BR	34
chr12	79738757	79738907	id-24080	8.21e-06	-	AAGTCAGGATGAACCCTGTCCACAAGAGGGCATGA	V_CTCF_BR	39
chr12	79752625	79752775	id-24081	8.02e-05	-	TTTGTGGTTCTGAGAAGGCAAGAAAGGGGGCACCC	Upstream_CTCF	10
chr12	79767802	79767952	id-24082	2.67e-06	-	CACGCAGTACTCAAGGTTTCCTGAGGGTGGCATGG	Upstream_CTCF	39
chr12	79768494	79768644	id-24083	1	+	NA	NONE	24
chr12	79801832	79801982	id-24084	1.59e-06	+	CCTGGGTGAGCTACTCTGAACAGGAGATGGCAGTA	V_CTCF_BR	39
chr12	79814058	79814208	id-24085	2.1e-05	+	TGAGTTTTCCCTTAAAAACCCTGAAGAGGGCAGCA	Upstream_CTCF	40
chr12	79902524	79902674	id-24086	5.92e-05	+	GGAAGATGGAAACAGCCTGGCACCTGATGGCGTTA	V_CTCF_BR	4
chr12	79905961	79906111	id-24087	2.4e-05	+	CAAGGATGAGTGAGAGCTGCAAGATGGGGGCGCTG	V_CTCF_BR	32
chr12	79924485	79924635	id-24088	1	+	NA	NONE	9
chr12	79941737	79941887	id-24089	6.05e-06	+	TTTTTAAGCCACGGACAAACCACTAGAGGGCGATG	V_CTCF_BR	40
chr12	79949429	79949579	id-24090	7.09e-08	+	CTGCAGTGGATTTCAGAAAGCACAAGGTGGCAGAA	UpstreamP1_CTCF	40
chr12	79998087	79998237	id-24091	9.84e-05	+	TTTCGCATCTTATGTAGAAACACCAGGGGGTGTTG	V_CTCF_BR	19
chr12	80083336	80083486	id-24092	6.75e-05	+	GTGAAGGGACAAGTACGAGCCAGGGGAGGTAAACT	UpstreamP1_CTCF	16
chr12	80084399	80084549	id-24093	1.17e-05	-	GAGCAGGCGATACGACGAGCCGACAGGTGGCGGGT	V_CTCF_BR	36
chr12	80132019	80132169	id-24094	3.36e-07	-	CCGATACCTGCCACTCAAACCACTAGGTGGCACCA	V_CTCF_BR	39
chr12	80205241	80205391	id-24095	1	+	NA	NONE	11
chr12	80280816	80280966	id-24096	3.86e-05	+	TTGGTAGATACAAAGACCAACACTAGAGGGCATAT	Upstream_CTCF	38
chr12	80329015	80329165	id-24097	1.61e-09	+	TGCGGCGGTGGTGGCTGGGCCACCAGAGGGAAGCG	V_CTCF_BR	32
chr12	80384825	80384975	id-24098	6.75e-05	-	AGTAAGTTTCTGCCTGTCACCAGTAGAGGGTCTTG	UpstreamP1_CTCF	18
chr12	80517704	80517854	id-24099	8.59e-05	-	TGCACAGCGAAAGAAACTACCATCAGAGGGAGCAG	V_CTCF_BR	21
chr12	80580541	80580691	id-24100	1.59e-06	-	GGACTCTGTGCTATCTTAGCCAAAAGAGGGCAGCA	V_CTCF_BR	40
chr12	80583193	80583343	id-24101	9.66e-05	-	TTAGTACTAAACAATTTTTGCTAAAGGGGGCAGGA	Upstream_CTCF	9
chr12	80586820	80586970	id-24102	1.93e-05	+	ATTGGACAATATAAAATGTCCTCTAGATGGAGCAG	V_CTCF_BR	35
chr12	80589041	80589191	id-24103	5.17e-06	+	ACTGACGTTCAGTAGTGAGCCAGCAGAGGGCTTTT	Upstream_CTCF	40
chr12	80610821	80610971	id-24104	2.8e-05	-	AATGCATGGGGCTGACAGACCAACAGATGGTGATG	Upstream_CTCF	1
chr12	80663853	80664003	id-24105	3.88e-06	-	AACATCTTTTAAGATCTTACCAGCAGAGGGCGTTG	V_CTCF_BR	39
chr12	80707076	80707226	id-24106	1	+	NA	NONE	20
chr12	80806252	80806402	id-24107	5.51e-07	+	ACACTGTGTAATGTATTGACCTCTAGGGGGCAGTC	V_CTCF_BR	40
chr12	80807368	80807518	id-24108	1.03e-06	+	ATGAAGGAGTAGAAATTAGCCAGCAGGTGACAGTA	UpstreamP1_CTCF	14
chr12	80866817	80866967	id-24109	4.43e-05	+	TCATCGTTCAAGCGTTTGACCATTAGAGGGCAGTA	V_CTCF_BR	39
chr12	80906676	80906826	id-24110	8.71e-06	+	TGGTGCCCCCCTGCTCAAACCTCTAGGGGGAGCAT	V_CTCF_BR	11
chr12	80991924	80992074	id-24111	2.4e-05	-	TTCTAATTAGATTTCCTAACCGCAAGGTGGTGCTG	V_CTCF_BR	38
chr12	81001638	81001788	id-24112	1.16e-05	-	GTTTCTATTCCAGTGTGTACCACTAGGGTGTGAGC	Upstream_CTCF	29
chr12	81016187	81016337	id-24113	2.47e-07	-	CAGCATTCCTAATCTTTGCCCACTAGATGCCAGTA	UpstreamP1_CTCF	38
chr12	81025179	81025329	id-24114	4.7e-05	-	CCTGAAGGGGCTCCTACTGGCCAAAGAGGGAAGAA	Upstream_CTCF	3
chr12	81026753	81026903	id-24115	1.39e-05	-	GGCCGAAAGTGAGGCTTTGTCAATAGAGGGCACTA	V_CTCF_BR	38
chr12	81069986	81070136	id-24116	1	+	NA	NONE	17
chr12	81104322	81104472	id-24117	1.82e-07	-	GGCAAGATACAGCTCTGTACCTCCAGGGGGCACTG	V_CTCF_BR	39
chr12	81157698	81157848	id-24118	3.22e-07	-	GTTGCAAATTTTTATCTGACCACCAGGGAGCAGAC	Upstream_CTCF	38
chr12	81231257	81231407	id-24119	4.7e-06	+	AACAGATTCCCCAATAGCACCTCTAGAGGGAGCAC	V_CTCF_BR	40
chr12	81340512	81340662	id-24120	1	+	NA	NONE	30
chr12	81522826	81522976	id-24121	7.54e-08	-	CTGCACCAGTCCCGTGTAACCACTAGATGGAGTCT	UpstreamP1_CTCF	39
chr12	81541184	81541334	id-24122	5.08e-05	+	AAGTGGTGGAGAAGGCACAGCACTAGGTGGGGATA	UpstreamP1_CTCF	5
chr12	81649870	81650020	id-24123	1.29e-05	+	CTGCAGATCACCTGCTATACCTCAAGGAGCAGCGG	UpstreamP1_CTCF	3
chr12	81651850	81652000	id-24124	6.43e-06	-	AGCTTCAAAATTGAGTCTGCCACAAGAGGGAGATC	V_CTCF_BR	38
chr12	81655677	81655827	id-24125	1	+	NA	NONE	12
chr12	81662434	81662584	id-24126	6.37e-07	+	CTGAAGTTCAATATTTTTACCATCAGAGGGAGACA	UpstreamP1_CTCF	36
chr12	81721355	81721505	id-24127	1.64e-05	+	AACAAGGAAAGATTTTCAACCACCAGGTGGCTAGA	V_CTCF_BR	5
chr12	81723031	81723181	id-24128	3.16e-06	-	CTGCCTTGCTCATGCCCAACCACTAGGCGGACCCT	UpstreamP1_CTCF	37
chr12	81724384	81724534	id-24129	3.48e-06	+	CCTCTGTCCTTCCATTTGTCCAGCAGAGGTCTCTG	UpstreamP1_CTCF	27
chr12	81741313	81741463	id-24130	3.31e-06	+	GAGCTTTGGAGTTGAGTGTCCACTGGGGGGAGATG	UpstreamP1_CTCF	8
chr12	81751871	81752021	id-24131	1.13e-05	+	CTGTAATCAGACTGGCTGTCCACTAGGGATCCCAC	UpstreamP1_CTCF	7
chr12	81845049	81845199	id-24132	7.55e-07	+	CATTTCTTGGGAATGTTTACCACTAGGTGGCAGAC	V_CTCF_BR	40
chr12	81855063	81855213	id-24133	6.43e-06	-	AAAGAGACTCCATTTTTAGCCAGAAGGAGGCAGTG	V_CTCF_BR	25
chr12	81966941	81967091	id-24134	3.63e-06	+	GGTGGAGGCCACAGACTTAACAGAAGAGGGAGCAC	V_CTCF_BR	3
chr12	82004732	82004882	id-24135	4.59e-07	+	CTGTAGTTTGGACTGTGATCCTGTAGATGGCACTT	UpstreamP1_CTCF	37
chr12	82021479	82021629	id-24136	1.38e-07	-	TTAGTAGCTTTACAGATGGCCACAAGAGGGCAACC	Upstream_CTCF	40
chr12	82038419	82038569	id-24137	1.17e-05	+	CATGGTTAAGCATGTGTTCCCACAAGGTGGTGCTC	V_CTCF_BR	33
chr12	82190983	82191133	id-24138	1.73e-05	-	GGTACTTAGCCTTCTTTTGCCACTAGGGGGATTTG	V_CTCF_BR	36
chr12	82386363	82386513	id-24139	8.23e-05	-	TTTACGTTCCCAAGTTAGGACTGCAGGGGGTGTCC	UpstreamP1_CTCF	26
chr12	82413444	82413594	id-24140	1.1e-05	-	AGGAAAGCAGGCATCTTCCACACAAGGTGGCAGTA	V_CTCF_BR	28
chr12	82425569	82425719	id-24141	1	+	NA	NONE	2
chr12	82679263	82679413	id-24142	1	+	NA	NONE	4
chr12	82720812	82720962	id-24143	1.39e-05	-	TTAAACTACCCTTATAAGGCCAGCAGAGGGAGTTC	V_CTCF_BR	37
chr12	82752245	82752395	id-24144	4.41e-06	-	ATGACGCTCACCCTCCGAGGCTGTAGGTGGCGCAA	V_CTCF_BR	29
chr12	82752503	82752653	id-24145	4.66e-08	-	CCTGCTTCCCACTCTGCTTCCACTAGGGGGCGCGT	Upstream_CTCF	40
chr12	82753577	82753727	id-24146	9.26e-05	+	ATTCTCTGAATGCAAAGCATCACTAGAGGGACCTC	UpstreamP1_CTCF	22
chr12	82777802	82777952	id-24147	1.39e-05	+	TAAAGCAGAACAGGGACTTCCAGTAGAGGGAGATG	V_CTCF_BR	38
chr12	82865000	82865150	id-24148	8.98e-06	+	TTCCTGTGTGGTCAGGGCCCCACTAGATGGGGCCA	UpstreamP1_CTCF	2
chr12	82910937	82911087	id-24149	8.13e-06	+	GAGGCCTTGCTTTGAACCACCACTAGATGGCCTTT	Upstream_CTCF	39
chr12	82911710	82911860	id-24150	5.13e-05	-	TGGGGCAGCACAGAGTTATACTCCTGTTGGCACCC	V_CTCF_BR	6
chr12	82921077	82921227	id-24151	2.11e-06	+	TGGCTACATTATCTGACAACCAGTAGAGGTCGCCA	V_CTCF_BR	39
chr12	83021765	83021915	id-24152	1.61e-05	-	GGTTACTGCCTCCTTTTGATCACTAGATGGCTCCT	UpstreamP1_CTCF	38
chr12	83041737	83041887	id-24153	2.83e-07	+	GGAACAGCGAATGTGAGAGCCAGCAGGGGGCTGGC	V_CTCF_BR	9
chr12	83076266	83076416	id-24154	1	+	NA	NONE	7
chr12	83079573	83079723	id-24155	1.48e-06	+	CACACCTTGTGGTTACTATGCAGCAGGGGGCGCTG	V_CTCF_BR	39
chr12	83082067	83082217	id-24156	1	+	NA	NONE	38
chr12	83146263	83146413	id-24157	1	+	NA	NONE	32
chr12	83152634	83152784	id-24158	1	+	NA	NONE	14
chr12	83202348	83202498	id-24159	1	+	NA	NONE	1
chr12	83290844	83290994	id-24160	1	+	NA	NONE	4
chr12	83304189	83304339	id-24161	7.73e-05	-	ATTGAGCTAACACAAGCCGCCTATAGAGGGCTAAA	Upstream_CTCF	3
chr12	83398513	83398663	id-24162	1.34e-06	+	GTGTAATTCAAGTTCCAATCCAGTAGATGGTGCTT	UpstreamP1_CTCF	40
chr12	83655908	83656058	id-24163	1	+	NA	NONE	31
chr12	83783192	83783342	id-24164	6.19e-06	-	GTTTTCCCCTGGAGTTGAGCCACTAGGTGGCCCTG	UpstreamP1_CTCF	29
chr12	83826161	83826311	id-24165	5.38e-05	-	CCCAACTGGGTGAAACCTACCACTAGGGGTTGTCA	V_CTCF_BR	10
chr12	83828511	83828661	id-24166	7.49e-05	-	AAGACAATTACAAGTGAAGCCTGAAGATGTCACTA	V_CTCF_BR	5
chr12	83845102	83845252	id-24167	1.83e-05	+	GGGAAGAGTAAACATGTTACCAACAGGAGGCACTG	V_CTCF_BR	7
chr12	83856316	83856466	id-24168	4.88e-05	+	ATGAGTTTTCCAGTATCATACAGTAGGAGGAGCCA	UpstreamP1_CTCF	15
chr12	84106797	84106947	id-24169	7.49e-05	+	TGGAGAGACTGACAATTGAACACTAGGAGTCACTG	V_CTCF_BR	10
chr12	84217549	84217699	id-24170	8.99e-05	-	CGATGGGAAACAATAATGGCAAGCAGAGGCAGGGC	V_CTCF_BR	36
chr12	84220008	84220158	id-24171	8.08e-08	+	GGTGCAGTCATGATGAGCTCCTGTAGGGGGAGCCC	Upstream_CTCF	39
chr12	84221782	84221932	id-24172	5.92e-05	+	CCATTTTAACTGCTTCCTGCTGACAGGGGGCACTG	V_CTCF_BR	22
chr12	84349127	84349277	id-24173	1.19e-06	-	TCTTGTTAGGCAGATGAAGCCTCCAGGTGGCAGTC	V_CTCF_BR	34
chr12	84458161	84458311	id-24174	1.09e-06	+	TTTGTGCTTTCTCTATTCTCCACCAGGTGAAGCTA	Upstream_CTCF	8
chr12	84501456	84501606	id-24175	4.65e-06	+	GTGTAGTTTGGTCCCAGAGCCGCTAGGTGATTCCA	UpstreamP1_CTCF	3
chr12	84555246	84555396	id-24176	3.48e-06	-	GTGTTGTGGCACGATGTCGACACTAGAGTACAATA	UpstreamP1_CTCF	3
chr12	84791203	84791353	id-24177	6.9e-05	-	GCATTTTTTATTCAGAAATCCACTAGGTGGCATTA	Upstream_CTCF	21
chr12	84891716	84891866	id-24178	3.18e-06	-	TAATTCCTGTTGGACTCTGCCAACAGGGGGCTCTA	V_CTCF_BR	35
chr12	84897041	84897191	id-24179	4.58e-08	-	CAGTAGTGCACTACAAGGGACACCAGAGGGCCACG	UpstreamP1_CTCF	40
chr12	84902465	84902615	id-24180	7.44e-06	+	GAGGCATTGCAGGGCCTTACCACTAGATGATGGAT	Upstream_CTCF	38
chr12	85012963	85013113	id-24181	7.73e-06	-	TGCTATTGTAAATATCTGCACACTAGAGGGCACTA	V_CTCF_BR	27
chr12	85031492	85031642	id-24182	9.81e-06	+	ATTATGGCCCCCAAGATTCCCAGTAGGTGGTGCAC	V_CTCF_BR	8
chr12	85173037	85173187	id-24183	3.03e-05	+	GATGCAGACCCAAAGTTCCCATGTGGAGGGAGCCC	Upstream_CTCF	5
chr12	85236306	85236456	id-24184	3.24e-06	-	AGTGTCATTCAAGTATCTTCCATAAGAGGGCAGTG	Upstream_CTCF	37
chr12	85268448	85268598	id-24185	2.38e-07	+	CTGTCTATCTCTGCTTTAGCCACTAGATGGCAGAA	V_CTCF_BR	39
chr12	85306619	85306769	id-24186	1.48e-05	+	CTGCAGAGGAGAAGGGTAGGCTGTGGGCGGCGGCG	UpstreamP1_CTCF	32
chr12	85423342	85423492	id-24187	2.66e-05	-	AGTTGTATACACAATTTATTCAGCAGGTGGCAGTA	V_CTCF_BR	36
chr12	85451259	85451409	id-24188	6.8e-06	-	CACTTTATTCCAAAAGCAGCCACTAGGTGGTGTGG	Upstream_CTCF	39
chr12	85470509	85470659	id-24189	5.08e-05	+	TTTTTTTTTTTTTTGGAGTCCACTAGATGGTGCTA	Upstream_CTCF	38
chr12	85470923	85471073	id-24190	1	+	NA	NONE	16
chr12	85549699	85549849	id-24191	1	+	NA	NONE	31
chr12	85550471	85550621	id-24192	1	+	NA	NONE	5
chr12	85624652	85624802	id-24193	4.14e-05	+	CTGTAGTCCCAGCTACTCGGAGGCTGAGGCAGGAG	UpstreamP1_CTCF	3
chr12	85674227	85674377	id-24194	1	+	NA	NONE	11
chr12	85704375	85704525	id-24195	3.18e-06	+	TAATTTTTATTTCTTTTTACCAGTAGGTGGCACTG	V_CTCF_BR	34
chr12	85716553	85716703	id-24196	1	+	NA	NONE	1
chr12	85788684	85788834	id-24197	5.86e-07	-	TCAGCTATTCAAGTCATCTCCACAAGGAGGCCTTA	Upstream_CTCF	17
chr12	85818790	85818940	id-24198	7.27e-06	+	GCAAACTGTATGCATTTCTCCACTGGGTGGCGGTC	V_CTCF_BR	36
chr12	85835653	85835803	id-24199	9.84e-06	-	GATCAGCCCTCTGGACTATCCATTAGGTGGCACTG	UpstreamP1_CTCF	37
chr12	85842461	85842611	id-24200	4.21e-05	-	TATACCTGTATATTATTACCCACAAGATGGTGCTA	V_CTCF_BR	37
chr12	85862533	85862683	id-24201	2.55e-06	+	GTGGTCATGCTGGATCATTCCACTAGATGGCACGC	Upstream_CTCF	40
chr12	85871078	85871228	id-24202	6.51e-05	+	TAATATATTTCTAATTGTACCACTAGATGGAGATA	V_CTCF_BR	32
chr12	85969594	85969744	id-24203	2.83e-07	+	AGGCCATAGCAGAAAAGTGCCACGAGATGGCACCA	V_CTCF_BR	39
chr12	86036743	86036893	id-24204	4.03e-06	-	ATGAGCTTCCCTCTCTGCGACACCAGGAGGCTCTA	UpstreamP1_CTCF	32
chr12	86119886	86120036	id-24205	5.34e-06	+	CAACATCTCTGGCCGCTACCCACTAGATGTCAGCA	V_CTCF_BR	14
chr12	86149653	86149803	id-24206	3.09e-06	+	AAGGCTGTACCCTGCAGAGCCACAGGGTGGAGTTT	Upstream_CTCF	20
chr12	86164357	86164507	id-24207	1	+	NA	NONE	1
chr12	86175610	86175760	id-24208	2.97e-06	-	TGGAGTTGGCTACATTGGACCAGCAGATGGCTCTT	V_CTCF_BR	10
chr12	86259764	86259914	id-24209	2.53e-05	+	TGGTCCAGCCTCCCGGACTCCAGCAGGGGGAAAAT	V_CTCF_BR	5
chr12	86261069	86261219	id-24210	1.16e-05	-	AGAATATTTCCCACTTTGTACTCTAGGTGGCGGCA	Upstream_CTCF	39
chr12	86266401	86266551	id-24211	1.93e-05	-	GATGTTTTCTGCTTTCCTACCATTAGGGGGAGCAA	Upstream_CTCF	40
chr12	86268055	86268205	id-24212	5.92e-05	-	CCGTAAAAGTCAGAAGCACACTGAAGGGGGCTCTC	V_CTCF_BR	20
chr12	86314242	86314392	id-24213	3.4e-06	-	CTTTTCATATCTGTTGTAACCACTAGGTGGCAATA	Upstream_CTCF	37
chr12	86317633	86317783	id-24214	1.28e-06	+	GCAGCATAACTATTTTTGACCACTAGGTGGTATTC	Upstream_CTCF	38
chr12	86345735	86345885	id-24215	2.06e-07	-	ATAGCAACACCTACTTTTACCTCCAGATGGCAATA	Upstream_CTCF	35
chr12	86349008	86349158	id-24216	4.71e-06	+	TGGGAAGTGTAAAATTCAACCACTAGATGGTGGAA	Upstream_CTCF	24
chr12	86365705	86365855	id-24217	1	+	NA	NONE	17
chr12	86537882	86538032	id-24218	1	+	NA	NONE	0
chr12	86580351	86580501	id-24219	5.92e-05	-	CATGTATGCTTCTCCTGTGCAACTAGGGGTCGTGG	Upstream_CTCF	28
chr12	86617852	86618002	id-24220	1.21e-06	+	TACGCTCATCCCACCTCTGCCACCAGGGGGGTCTG	Upstream_CTCF	7
chr12	86769991	86770141	id-24221	7.46e-06	+	CTGTAGTACCAGCAGCTACCCAGCAGGCTCAAAGC	UpstreamP1_CTCF	22
chr12	86862096	86862246	id-24222	1	+	NA	NONE	4
chr12	87115939	87116089	id-24223	8.59e-05	+	GAAGCAAGCATGGAGCAAACCGAAAGAGGGAACTG	V_CTCF_BR	6
chr12	87119132	87119282	id-24224	1	+	NA	NONE	8
chr12	87127344	87127494	id-24225	1	+	NA	NONE	5
chr12	87232730	87232880	id-24226	1	+	NA	NONE	7
chr12	87308612	87308762	id-24227	2.15e-05	-	TACCCAGTTGAGGGACCATGCAGTAGGGGGTGCTA	V_CTCF_BR	37
chr12	87346861	87347011	id-24228	7.73e-06	+	GAGATAAGGACTATAGTGGGCAGTAGGGGGTGCAA	V_CTCF_BR	7
chr12	87415306	87415456	id-24229	3.47e-07	-	ATTCAGTTTGACCTATAAGCCAGTAGATGGCACTT	UpstreamP1_CTCF	2
chr12	87544861	87545011	id-24230	9.51e-07	+	TGTGTTGGTTAGCTGCCTGCCAGAAGGTGGCACTT	V_CTCF_BR	14
chr12	87660198	87660348	id-24231	3.45e-05	+	ACAACACTGAAGTCTTCAGCCAGTAGGTGGAGTTT	V_CTCF_BR	27
chr12	87668462	87668612	id-24232	4.88e-06	+	GGGTAAGGGTATGGTAAGACCACTAGGGGGCCAGT	UpstreamP1_CTCF	40
chr12	87738591	87738741	id-24233	5.13e-05	+	TTAGAAAAATATAACTTCACCTGTAGAGGGAGATG	V_CTCF_BR	29
chr12	87893097	87893247	id-24234	1	+	NA	NONE	6
chr12	88061297	88061447	id-24235	1.29e-05	-	AAGCAGTGATCTCTGTCCACCCATTGGTGGCAGAC	UpstreamP1_CTCF	35
chr12	88166294	88166444	id-24236	4.71e-06	-	TATGTAGTTCCCTGCTCATTCAACAGGGGCAGTGG	Upstream_CTCF	8
chr12	88187087	88187237	id-24237	1.04e-05	-	TGATTTCTTTCACTGCTGGCCTGCAGAGGCTGCCA	V_CTCF_BR	8
chr12	88242141	88242291	id-24238	1.09e-07	-	ACTGGTCTAATACACTTCACCACTAGGTGGCACTC	Upstream_CTCF	39
chr12	88247354	88247504	id-24239	4.01e-05	+	GGCGCACTGCAGCAGCCCGCCATCTGAAGGCTGGG	Upstream_CTCF	2
chr12	88260580	88260730	id-24240	3.18e-06	+	CTGATACTGCTTTACATGTCCACTAGTGGGAGCTA	V_CTCF_BR	39
chr12	88345419	88345569	id-24241	1.56e-06	+	GTTTAACAGCAACCTTTAGCCACTAGATGCCAGTA	UpstreamP1_CTCF	29
chr12	88347153	88347303	id-24242	2.78e-06	-	AAAGATATCAGTGTGCTGAACACTAGAGGGCAGGA	V_CTCF_BR	39
chr12	88389492	88389642	id-24243	3.42e-05	-	AGCGAACTATTCAAACGTGGCGATAGGTGGCAGCA	Upstream_CTCF	40
chr12	88446586	88446736	id-24244	1.19e-06	-	AAATGAGCAGAGGATGGAGACAGTAGAGGGCAGCA	V_CTCF_BR	40
chr12	88504956	88505106	id-24245	4.21e-05	+	CTGAGAATTAATGATACTGGCACTAGATGGTGCTA	V_CTCF_BR	35
chr12	88547853	88548003	id-24246	1.28e-06	+	TGTAAGATTCACAAATTCACCACCTGAGGGCACCC	V_CTCF_BR	28
chr12	88596377	88596527	id-24247	5.41e-06	+	CTTGCTATGGTGACAAAATCCTGTAGAGGGGAGCC	Upstream_CTCF	10
chr12	88699158	88699308	id-24248	5.17e-06	+	TATGCAACTCCACTTTAGGCCTCCAGGTTTGAGCA	Upstream_CTCF	1
chr12	88719249	88719399	id-24249	1	+	NA	NONE	27
chr12	88787291	88787441	id-24250	2.25e-08	-	ATGCAGTTCAACTTTCAGTCCTGTAGGTGGCACTT	UpstreamP1_CTCF	39
chr12	88825188	88825338	id-24251	1	+	NA	NONE	9
chr12	88971498	88971648	id-24252	1	+	NA	NONE	27
chr12	88973004	88973154	id-24253	5.86e-07	+	ACTGCAATCTCCAACAGAACCTCTGGGGGGTGAAA	Upstream_CTCF	38
chr12	88974159	88974309	id-24254	1	+	NA	NONE	33
chr12	89027211	89027361	id-24255	5.92e-05	+	TTTTTCTCTTTACTTCCTACCACAAGAGGGCATAT	V_CTCF_BR	33
chr12	89032864	89033014	id-24256	2.1e-06	-	ACTTCAGTTCCTTCCTTTTACAGCAGAGGAAGTAA	Upstream_CTCF	12
chr12	89340248	89340398	id-24257	1.5e-05	+	TAAGTGTTACTGTCCCTTGCCGCTAGGAGGAAAAA	Upstream_CTCF	26
chr12	89340623	89340773	id-24258	1	+	NA	NONE	14
chr12	89341535	89341685	id-24259	2.12e-06	-	TTGCAGTCTTTAGAAATGCCCCCTAGAGGCAAATA	UpstreamP1_CTCF	31
chr12	89387556	89387706	id-24260	1	+	NA	NONE	38
chr12	89399319	89399469	id-24261	8.5e-06	+	CTAGCTATGAAATTCATGACCACTAGAGGGGTAAG	Upstream_CTCF	20
chr12	89411052	89411202	id-24262	2.27e-05	+	AATGCCTAGAACTCTACAGTCAACAGATGGCGCTC	V_CTCF_BR	40
chr12	89413457	89413607	id-24263	3.86e-08	+	AATGCAGCAACAGGAAGGACCACAAGATGGCAGAC	Upstream_CTCF	40
chr12	89433970	89434120	id-24264	1.17e-05	+	AGCTGGGCCTCCCACCTGGCCGCCTGGAGGAAGGC	V_CTCF_BR	3
chr12	89444973	89445123	id-24265	9.67e-08	+	TTTTCAGTTCTGCATCAGACCACTAGAGGGTAGAG	Upstream_CTCF	40
chr12	89548645	89548795	id-24266	1.59e-06	+	CAACCACCACCCTTATCAGCCAGCAGCTGTCAGCA	V_CTCF_BR	31
chr12	89619581	89619731	id-24267	2.96e-05	-	TTGCAGCATAAAGCAATGAGCACTGTAGGGGAGCA	UpstreamP1_CTCF	15
chr12	89672068	89672218	id-24268	6.05e-06	-	CTGAGAGGGAAATGGAGTTCCACAAGGTGGAGGTA	V_CTCF_BR	7
chr12	89749160	89749310	id-24269	2.29e-05	-	CAGCGTGTTCCAAAGGTGACCAGTAGGGAGAAATC	UpstreamP1_CTCF	34
chr12	89789599	89789749	id-24270	1	+	NA	NONE	4
chr12	89800217	89800367	id-24271	1	+	NA	NONE	8
chr12	89814997	89815147	id-24272	4.3e-06	-	ATTGTCATTGTCATCCTCACCACCAGAGGACCAGG	Upstream_CTCF	32
chr12	89853158	89853308	id-24273	1.72e-06	-	AATGCATCTAAATAGTTTACCACAAGGGGGGAGCA	Upstream_CTCF	33
chr12	89855665	89855815	id-24274	1.73e-05	-	GGTAAATAATTTTCTGTCTACACTAGGTGGCAGTA	V_CTCF_BR	35
chr12	89864642	89864792	id-24275	3.81e-05	+	GTCTCCAGACAGTATCCTTCCAACAGGAGGCAGTA	V_CTCF_BR	40
chr12	89880876	89881026	id-24276	1	+	NA	NONE	1
chr12	89898437	89898587	id-24277	4.34e-05	-	GTTGTAAATATCTTCTTTGCCACTTGGTGGCTTGC	Upstream_CTCF	19
chr12	89910760	89910910	id-24278	1	+	NA	NONE	4
chr12	89916588	89916738	id-24279	1.13e-05	-	GTGTCTTAGTGCTTATCGGACACCGGAGGGCCGAC	UpstreamP1_CTCF	4
chr12	89918561	89918711	id-24280	2.91e-05	-	GACGACTTTCGCAAACTAACCACCAGGAGGAGTGA	Upstream_CTCF	40
chr12	89919717	89919867	id-24281	1.21e-05	-	GCCGCCGTTGTTGTAGTGACCGGGAGGCGCTGCCG	Upstream_CTCF	14
chr12	89923635	89923785	id-24282	4.59e-07	-	GTGCTATATAGTAAGGTGAACAGTAGATGGCACTT	UpstreamP1_CTCF	40
chr12	89936822	89936972	id-24283	1.71e-06	+	AAGTTAGGAGCACCGCCATCCTCTAGGGGGAGCTC	V_CTCF_BR	39
chr12	90012005	90012155	id-24284	1.56e-05	+	CTTGCTGTATGTTTACTGTCCACCAGGCTTCACAC	Upstream_CTCF	19
chr12	90034066	90034216	id-24285	1	+	NA	NONE	9
chr12	90091662	90091812	id-24286	4.17e-05	-	GCAGGAGAATTGTTTGAGCCCAGGAGGCGGAGGTA	Upstream_CTCF	3
chr12	90095719	90095869	id-24287	1	+	NA	NONE	23
chr12	90101497	90101647	id-24288	4.43e-05	+	GGCTGGTGACCGCGGCGCAGAACCAGGGGTCGCTA	V_CTCF_BR	19
chr12	90101784	90101934	id-24289	2.01e-05	+	CTGACACGCCAACAATCAACCACCAGGGCCAGGGG	UpstreamP1_CTCF	24
chr12	90102485	90102635	id-24290	6.23e-05	+	CTGCACCTCGGGGATGGGGCGGCCAAGGAGCCGAG	UpstreamP1_CTCF	30
chr12	90103199	90103349	id-24291	4.14e-06	-	ATCGCCAGGCGCGCGCTCGCCAGCCGAGGGCGCGC	V_CTCF_BR	13
chr12	90163326	90163476	id-24292	6.64e-05	+	TGTCCTGTGCTGCGATTCACCTATAGGGGGCTATT	Upstream_CTCF	28
chr12	90176780	90176930	id-24293	1	+	NA	NONE	4
chr12	90177144	90177294	id-24294	2.84e-05	-	GAGCAGTGCACCACAGCAGCCACTACAGGTTTTAT	UpstreamP1_CTCF	14
chr12	90190921	90191071	id-24295	1	+	NA	NONE	11
chr12	90219505	90219655	id-24296	1	+	NA	NONE	10
chr12	90267517	90267667	id-24297	3.73e-06	+	TATGCTTTTCTTCTGGACTCCCCTAGTGGGCCCCC	Upstream_CTCF	11
chr12	90343773	90343923	id-24298	1	+	NA	NONE	27
chr12	90356655	90356805	id-24299	1.01e-05	-	TTGGTGATTCCATTGTTCTCCAGTAGAGGGGTGGA	Upstream_CTCF	34
chr12	90403992	90404142	id-24300	2.96e-05	+	CCTTCACCATGTGAGGGTGCCGCGAGAAGGCAACA	V_CTCF_BR	19
chr12	90407317	90407467	id-24301	6.19e-06	-	CTGCACCAAGGGACATCCTCCTCCAGTAGGTGCTG	UpstreamP1_CTCF	38
chr12	90417447	90417597	id-24302	1.03e-05	+	CTGAACTACACAGGCCAGGCCAGAGGAGGACTCTC	UpstreamP1_CTCF	4
chr12	90456797	90456947	id-24303	2.4e-05	-	GGGAATCTTTTACTTCCAGCCAATAGATGGCGAAA	V_CTCF_BR	14
chr12	90496938	90497088	id-24304	9.81e-06	-	GGCTGATGGTTGACTTGAATCACTAGGTGGCAGTA	V_CTCF_BR	39
chr12	90557875	90558025	id-24305	1.28e-06	-	GCAGAATAAACCCCTTTTGCCACAAGGGGGTACTG	V_CTCF_BR	24
chr12	90647256	90647406	id-24306	1	+	NA	NONE	1
chr12	90647760	90647910	id-24307	4.88e-05	-	ATAGAAATGCTTAACTTGGCCTTGGGGTGGCACTG	Upstream_CTCF	36
chr12	90668337	90668487	id-24308	1	+	NA	NONE	11
chr12	90729113	90729263	id-24309	1	+	NA	NONE	23
chr12	90801761	90801911	id-24310	1	+	NA	NONE	13
chr12	90835309	90835459	id-24311	3.86e-05	-	AATGGTTTACATACATTTGACCACAGGGGGCTCAG	Upstream_CTCF	11
chr12	91089317	91089467	id-24312	1.93e-05	+	TAGAGCTGCTTCTCCTGTAACACTAGAGGGCAAAA	V_CTCF_BR	26
chr12	91247928	91248078	id-24313	3.5e-05	-	CTATGATTCTAACACGTCACCACTAGAGGGCCAGT	UpstreamP1_CTCF	39
chr12	91302961	91303111	id-24314	7.16e-08	-	ACTGCTGCATGTTCCACTCCCACTAGAGGGCAGTG	Upstream_CTCF	40
chr12	91315445	91315595	id-24315	6.51e-05	-	AAATAGGACTGCAGCATTCCAGGCAGAGGGAGCCA	V_CTCF_BR	8
chr12	91334779	91334929	id-24316	2.8e-05	-	CATTAACTCTTGTTAATTTCCCCTAGGTGGCGATC	Upstream_CTCF	40
chr12	91338948	91339098	id-24317	1.38e-06	+	TTTAAATGTTTTGCCTTTGCCACTAGGTGGCACCT	V_CTCF_BR	38
chr12	91347769	91347919	id-24318	1	+	NA	NONE	36
chr12	91352864	91353014	id-24319	5.65e-05	+	TGTGACTTGAAGAATTCTAACACTTGATGGCAGTA	V_CTCF_BR	35
chr12	91353451	91353601	id-24320	4.58e-08	-	TTGTACTTAGCCTTTGTGACCACAAGATGGCGTTG	UpstreamP1_CTCF	40
chr12	91372063	91372213	id-24321	8.64e-05	+	TAAAATGTACCCATATTTGCCACAAGAGGACACTC	Upstream_CTCF	39
chr12	91381428	91381578	id-24322	3.31e-06	-	GTGCAATGGAGTGGTTCTACCACTAGGTGTATAAT	UpstreamP1_CTCF	31
chr12	91502932	91503082	id-24323	2.18e-07	-	ACAATTAGGCTGGGCTCGCCCAGAAGGGGGCGCAC	V_CTCF_BR	40
chr12	91571927	91572077	id-24324	5.98e-05	+	GTTCTGCTTCCTTTACTCCTCATTAGGTGGCACTG	UpstreamP1_CTCF	39
chr12	91637089	91637239	id-24325	3.8e-07	-	CCTGTTTGTCCAAGTATCACCAGCAGAGGCTGCAG	Upstream_CTCF	39
chr12	91720331	91720481	id-24326	1.05e-08	-	GCTGCTATTCCCATTTTTTCCAAAAGGTGGCGCAT	Upstream_CTCF	40
chr12	91726215	91726365	id-24327	4.14e-05	-	ATTAAATTTTTTGTTTCCAACAGCAGGTGGTGGTG	UpstreamP1_CTCF	16
chr12	91749289	91749439	id-24328	8.16e-07	-	TGGCCACCACATCAACTGACCACGAGATGGCGATG	V_CTCF_BR	40
chr12	91755666	91755816	id-24329	1.56e-05	+	ACAACAACTCAGAATCCCACCACTAGGTGTCGATA	Upstream_CTCF	39
chr12	91756044	91756194	id-24330	5.34e-06	-	GGGACAGGTGTAATTCCTGGCAGAAGGTGGCAGAA	V_CTCF_BR	10
chr12	91761139	91761289	id-24331	6.05e-06	-	CCAAAAATTGCCTTATTGGCCACTGGAGGTCACCA	V_CTCF_BR	37
chr12	91775913	91776063	id-24332	3.4e-06	+	CCACTTTCAAGGCATTGTGCCTCTAGGGGTCGCTG	V_CTCF_BR	40
chr12	91800698	91800848	id-24333	1	+	NA	NONE	6
chr12	91956060	91956210	id-24334	1.82e-07	+	AAGGAAAACTCCCCTAGAGCCTCCAGAGGGCACAG	V_CTCF_BR	16
chr12	91971798	91971948	id-24335	3.16e-06	+	TTGTAATACGCACTGATATCCTCTAGAGGGAGAAT	UpstreamP1_CTCF	38
chr12	92004400	92004550	id-24336	5.17e-06	-	TCTGCTGGCTTATTCAAGGCCAGCAGGGGAGTCTG	Upstream_CTCF	0
chr12	92014824	92014974	id-24337	3.63e-05	+	CAGACTGTGAAACGCTTTTACGGGAGAGGGCGCCT	V_CTCF_BR	24
chr12	92026801	92026951	id-24338	1	+	NA	NONE	0
chr12	92089806	92089956	id-24339	1.3e-07	-	TCTGTAACAGCACCTTCCACCACCAGATGGTGAGC	Upstream_CTCF	19
chr12	92125807	92125957	id-24340	1.92e-05	+	CGGTTATACACAGCAGTGTACAGCAGGGGATAAGA	UpstreamP1_CTCF	3
chr12	92148642	92148792	id-24341	2.5e-05	+	GAGTCCTTCAAGAGGTATTCCAGAAGAAGGCAGTG	UpstreamP1_CTCF	8
chr12	92205598	92205748	id-24342	1.16e-05	+	GCTTGTAAAATCCATCTGGCCACCAGGGGGCCACC	Upstream_CTCF	40
chr12	92248587	92248737	id-24343	1	+	NA	NONE	7
chr12	92278115	92278265	id-24344	1	+	NA	NONE	6
chr12	92304904	92305054	id-24345	1	+	NA	NONE	12
chr12	92401902	92402052	id-24346	5.72e-07	+	CTGTCATTGTTTCCCATCACCTCCAGATGGAACCG	UpstreamP1_CTCF	6
chr12	92435664	92435814	id-24347	1	+	NA	NONE	8
chr12	92464147	92464297	id-24348	1	+	NA	NONE	8
chr12	92488792	92488942	id-24349	5.86e-07	-	AGGGCAACACTGCAGCCCTCCAGGAGGAGGCAGGG	Upstream_CTCF	30
chr12	92502569	92502719	id-24350	1	+	NA	NONE	14
chr12	92537905	92538055	id-24351	1.03e-07	-	TGTGCTGTATGAAGCCTCACCAGCAGGAGGTAGCA	Upstream_CTCF	40
chr12	92538882	92539032	id-24352	5.17e-06	+	TCTTCTCCTCTCCGTTTTGCCAGCTGGGGGGAAGG	Upstream_CTCF	31
chr12	92568582	92568732	id-24353	1	+	NA	NONE	0
chr12	92575749	92575899	id-24354	8.23e-05	+	GTGAGTTGTAATCTGTTTGCCGGTAGAGGGCCTTG	UpstreamP1_CTCF	3
chr12	92637986	92638136	id-24355	1	+	NA	NONE	12
chr12	92748709	92748859	id-24356	2.81e-05	+	AGAGGTGCTACATTGTACCACTCCAGAGGGCACTC	V_CTCF_BR	1
chr12	92801980	92802130	id-24357	4.7e-05	-	CAAAGTATTCCCCTTTCAGCCAGCAGATGGGGCAA	Upstream_CTCF	40
chr12	92825083	92825233	id-24358	2.91e-05	+	TGTGGCCTGAACTTCCTCACCACAAGGCGGCTGCG	Upstream_CTCF	9
chr12	92872459	92872609	id-24359	4.23e-06	+	GAGCTGTTCTGCTCTGCCCCCAGGAGGTGTAATGG	UpstreamP1_CTCF	7
chr12	92896373	92896523	id-24360	4.34e-05	+	ACTGCTATGCCATCCTCCGCCTCTGAGAGTCAGGC	Upstream_CTCF	35
chr12	92900321	92900471	id-24361	8.71e-06	+	GGAAGGGCAACGAAGACTTCCAGGAGGTGGTGGTA	V_CTCF_BR	9
chr12	92922151	92922301	id-24362	1	+	NA	NONE	16
chr12	92964251	92964401	id-24363	1.38e-06	-	ATCTTCAGCTTAAACTCAACCAGCAGAGGGTGCTG	V_CTCF_BR	39
chr12	92968291	92968441	id-24364	1.15e-06	+	CTAGCACTATCAGCTTCTACCAGGAGATGGCCTCT	Upstream_CTCF	40
chr12	92997533	92997683	id-24365	1.19e-06	-	TAGACCATCCATGAGAAGGCCAGTAGGGGGTGCCA	V_CTCF_BR	32
chr12	93002372	93002522	id-24366	1.28e-06	-	GGTTAACATGCATCCTTGACCAGAAGATGGAGCAC	V_CTCF_BR	40
chr12	93012948	93013098	id-24367	6.64e-05	+	TTTTAAATACTCACAGTACCAGCTAGGTGGCAATA	Upstream_CTCF	9
chr12	93043848	93043998	id-24368	9.81e-06	-	TGAACTCACAATGAAGGAACCACAGGGTGGCAGTG	V_CTCF_BR	40
chr12	93111071	93111221	id-24369	1.28e-06	+	TCAGAGTCATCTGGGGTTACCAATAGGGGGCAGCA	V_CTCF_BR	39
chr12	93129120	93129270	id-24370	2.04e-05	-	CACAGGTTATCTGCTGTTGCAGGTAGGGGGCTCCC	V_CTCF_BR	34
chr12	93178981	93179131	id-24371	1.9e-06	+	TAAGTACTTCATAAATAATCCAGCAGATGGGGCTA	Upstream_CTCF	38
chr12	93221729	93221879	id-24372	1.73e-05	+	TTCAGCCTACCATGAGCTTCCCCTAGTTGGCGCTC	V_CTCF_BR	40
chr12	93320890	93321040	id-24373	8.19e-06	+	CTGGAGCTATTTTTGGTTGTCACAAGGGGGAAGGG	UpstreamP1_CTCF	35
chr12	93322942	93323092	id-24374	2.27e-05	+	GCCCCGACTTCCCCACAGGCGGCGAGAGGGAGCAC	V_CTCF_BR	33
chr12	93337710	93337860	id-24375	1.55e-05	+	CTTGCATAGTAGCTTCTGACCTCTAGTGGGAACTT	V_CTCF_BR	30
chr12	93347610	93347760	id-24376	1.24e-05	+	ACCCTGTGTACTTGCCCTGTCACTAGAGGTCACTC	V_CTCF_BR	9
chr12	93381179	93381329	id-24377	3.11e-05	+	TATTAATAAACAAGATTGGCCTACAGAGGGTGCTA	V_CTCF_BR	40
chr12	93419353	93419503	id-24378	4.5e-05	-	CTCCACTACACAACACTGCCTCCTAGAGGGATCAC	UpstreamP1_CTCF	39
chr12	93454524	93454674	id-24379	3.84e-06	-	ATGTAATGGACGGACCCTTACTGCAGGGGTCAGAA	UpstreamP1_CTCF	27
chr12	93491901	93492051	id-24380	8.61e-08	+	CCTTGGCTCTTTGCCACTTCCACTAGAGGGCGCCA	V_CTCF_BR	40
chr12	93521519	93521669	id-24381	4.43e-05	-	AAAACACTAAAGCTTGTCTCCGCCAGGTGGCTAAG	V_CTCF_BR	31
chr12	93521824	93521974	id-24382	6.51e-05	-	GGCACTTTTCTGTATCTCACCAGCAGGTGCTGACA	V_CTCF_BR	12
chr12	93636055	93636205	id-24383	4.14e-06	-	AAACAGTGAGGGCCTCTGACCTCTAGGGGGAAATA	V_CTCF_BR	20
chr12	93678155	93678305	id-24384	8.99e-05	-	AGCGGCGGAGCTTGCAGTGAGCCTAGATGGCGCCA	V_CTCF_BR	9
chr12	93750095	93750245	id-24385	1	+	NA	NONE	3
chr12	93770953	93771103	id-24386	1.03e-05	+	TTGCCAGTATTAATACTTTCCGGAAGGTGGCACAA	UpstreamP1_CTCF	10
chr12	93774627	93774777	id-24387	1	+	NA	NONE	32
chr12	93790653	93790803	id-24388	1.47e-05	-	AGTATGTTTTTCAGTTTAACCAGGAGATGGTGCTA	V_CTCF_BR	40
chr12	93793027	93793177	id-24389	1	+	NA	NONE	13
chr12	93813315	93813465	id-24390	5.34e-06	-	AGTAGATGATGTCTTATGTCCACTAGGGGGTAGTG	V_CTCF_BR	39
chr12	93836095	93836245	id-24391	3.24e-06	-	TCAGTCGTTCACTGCAGAGCCAGCAGGGAACGCGC	Upstream_CTCF	25
chr12	93841818	93841968	id-24392	1	+	NA	NONE	4
chr12	93861440	93861590	id-24393	1	+	NA	NONE	39
chr12	93896911	93897061	id-24394	5.08e-07	+	TTCAAGCATTATTGGGAAACCACCAGAGGGCACTC	V_CTCF_BR	40
chr12	93919255	93919405	id-24395	6.84e-06	+	ATTTTTACTGTCTGAGTGGCCACATGGGGGTGCTG	V_CTCF_BR	36
chr12	93931642	93931792	id-24396	8.99e-05	-	GAAACAGACTCTAATCTCTCCAGTAGGAGGCATTG	V_CTCF_BR	31
chr12	93958136	93958286	id-24397	3.22e-05	-	GTTCCAGGCCTCGTAGAACCCACTAGGGGGACTCA	UpstreamP1_CTCF	34
chr12	93963450	93963600	id-24398	5.63e-06	+	TTCCCGTTTCCTCCCAGAGCCGGCAGGGGGGGCAC	UpstreamP1_CTCF	40
chr12	93964069	93964219	id-24399	1	+	NA	NONE	31
chr12	93965332	93965482	id-24400	3.18e-06	+	GAGAGTGGAGGTGTCCCAGCCCGTAGGGGGCGTCG	V_CTCF_BR	39
chr12	94053603	94053753	id-24401	4.88e-05	-	CTGTAAGAATTGGCTAGCACCGGGAGGGGCAGTCT	UpstreamP1_CTCF	0
chr12	94071668	94071818	id-24402	4.11e-07	-	GTGCAGTTCCACCACCCCTGCACCAGTGTGCTGTG	UpstreamP1_CTCF	21
chr12	94077356	94077506	id-24403	3.16e-06	-	TTGTCACTCAAGGCTGGCGCCACAAGGGGCAGGCA	UpstreamP1_CTCF	6
chr12	94102862	94103012	id-24404	5.08e-05	+	CATGTGCATCAGCTCTCTGACACCAGGGGTCCTTA	Upstream_CTCF	0
chr12	94136151	94136301	id-24405	2.11e-06	-	CTGGGCTGGGCAGCCGGGGCCCGCAGAGGCAGCCG	V_CTCF_BR	28
chr12	94141644	94141794	id-24406	1.47e-05	-	CAAACCACTTAAGGTCCCACAGCCAGAGGGCAGAG	V_CTCF_BR	0
chr12	94157601	94157751	id-24407	1	+	NA	NONE	21
chr12	94161091	94161241	id-24408	9.66e-05	+	CTTTGTGTTTCCTCAGTTGCCAGTAGGCTGTGCTG	Upstream_CTCF	39
chr12	94196607	94196757	id-24409	2.6e-05	-	CTTCCTTGCTCTCAAGCTGACACTAAGGGGAGCTC	UpstreamP1_CTCF	35
chr12	94207941	94208091	id-24410	1	+	NA	NONE	6
chr12	94219447	94219597	id-24411	1.5e-05	+	TTTGCTTAACCTCTTTCCGGCAAAAGGTGGAGCCA	Upstream_CTCF	15
chr12	94222973	94223123	id-24412	1.48e-06	-	TTGGTGGATGAGCCTCCAGCCAGCTGGGGGAAGGA	V_CTCF_BR	8
chr12	94233007	94233157	id-24413	1	+	NA	NONE	12
chr12	94289035	94289185	id-24414	1	+	NA	NONE	27
chr12	94290354	94290504	id-24415	5.41e-06	+	CTGGTAAAACACACAGTGACCACTAGGGAGAAATG	Upstream_CTCF	35
chr12	94302700	94302850	id-24416	1	+	NA	NONE	2
chr12	94311230	94311380	id-24417	3.81e-05	-	CTCCATTTCCACCCAGGTCCCCACAGGAGTCAGCA	UpstreamP1_CTCF	8
chr12	94337600	94337750	id-24418	1.71e-06	-	AGGAGCCTGGGTATCATAGTCTGCAGAGGGCAGCC	V_CTCF_BR	14
chr12	94351728	94351878	id-24419	7.73e-06	-	AATCCACTTATTCTCTAGCCCTCCAGAGGGCAGAC	V_CTCF_BR	12
chr12	94373094	94373244	id-24420	4.44e-06	-	TTGGAACAAGAGATGGCAACCAGCAGGAGGCAACA	UpstreamP1_CTCF	40
chr12	94377044	94377194	id-24421	1	+	NA	NONE	3
chr12	94384945	94385095	id-24422	1.93e-05	-	CTTTGAGAGCGAGAACTGTCCTCTAGAGGGAGAGA	V_CTCF_BR	38
chr12	94469179	94469329	id-24423	1.47e-05	-	AGCTGAGTGCTGTTAGGTCCCAATAGAGGGCAGTG	V_CTCF_BR	40
chr12	94495268	94495418	id-24424	2.38e-07	-	GGACTGATCTTCCTCACCCCCGGCAGAGGGCGCCC	V_CTCF_BR	40
chr12	94496124	94496274	id-24425	3.36e-07	-	TGACGGTGAGGCGGATGGGCCACTAGGTGTCACTC	V_CTCF_BR	40
chr12	94528095	94528245	id-24426	1.43e-05	+	AATCAAGTACCTTTTACATCCACTAGGGGGAATCC	Upstream_CTCF	40
chr12	94534446	94534596	id-24427	3.11e-05	+	GAACAGCAGCCTGCGCCAAGCCCTGGAGGGCGCCA	V_CTCF_BR	40
chr12	94535804	94535954	id-24428	1	+	NA	NONE	3
chr12	94537313	94537463	id-24429	1.24e-05	+	CACACCAGCTTGGTGGAGAGCACTAGAGGGCTCAC	V_CTCF_BR	2
chr12	94539511	94539661	id-24430	4.01e-05	+	TTCAAATGTGAACTTGTGTCCTGAAGGTGGAGCTT	V_CTCF_BR	36
chr12	94543014	94543164	id-24431	7.07e-08	+	GCAAGCTGCTGCTGCCCTACCGCGAGGGGGCGGCC	V_CTCF_BR	33
chr12	94558145	94558295	id-24432	1	+	NA	NONE	0
chr12	94589393	94589543	id-24433	1.34e-06	-	GCTGAAGACCTAAAAACAGCCACCAGGGGCTGCTT	Upstream_CTCF	25
chr12	94592366	94592516	id-24434	1.04e-07	-	GAAGGATTTGCCCCTATAGCCTCCAGAGGGAGCCC	V_CTCF_BR	14
chr12	94592788	94592938	id-24435	2.4e-05	+	AAATGGGGAGCGCTAGTTGGAGGCAGGGGGCGCTA	V_CTCF_BR	21
chr12	94603260	94603410	id-24436	1	+	NA	NONE	2
chr12	94664999	94665149	id-24437	1	+	NA	NONE	4
chr12	94684255	94684405	id-24438	6.43e-06	+	CACCAAGATATCATGCACACCAGCAGTTGGAGGCC	V_CTCF_BR	11
chr12	94723238	94723388	id-24439	1	+	NA	NONE	25
chr12	94823557	94823707	id-24440	5.48e-05	-	ATTTCACTTGCATTTTAGCCCTGGTGGTGGCAGAC	Upstream_CTCF	21
chr12	94828098	94828248	id-24441	1	+	NA	NONE	15
chr12	94880858	94881008	id-24442	9.81e-06	+	AGGCAGAGCTTGCAGTGAGCCGAGAGATGGCAGCA	V_CTCF_BR	5
chr12	94926697	94926847	id-24443	1.48e-06	-	TGCGCAAGTGTGTGAGTCAGCGCCAGGGGGCAGAG	Upstream_CTCF	39
chr12	94940064	94940214	id-24444	2.8e-05	-	ATTGCTGAGGTTATAGCAACCTCTAGGGGTTGCCA	Upstream_CTCF	40
chr12	94942048	94942198	id-24445	1.84e-07	+	CGGGCAGTTCAATTAACCTCCAGAAGATGGCTGAG	Upstream_CTCF	5
chr12	94969959	94970109	id-24446	1	+	NA	NONE	3
chr12	94997351	94997501	id-24447	9.49e-08	+	GGGTACGGAGAATGATTCACCAGTAGGTGGCACCA	V_CTCF_BR	40
chr12	95010224	95010374	id-24448	1.03e-06	-	GCACGCCTCGCTGCGCCTGACACTAGGAGGCACCC	V_CTCF_BR	19
chr12	95035287	95035437	id-24449	1	+	NA	NONE	2
chr12	95043754	95043904	id-24450	1.69e-05	-	CCGCGCTCTGCTGTCCTCCCCGCCAGGGAGCGCCC	UpstreamP1_CTCF	35
chr12	95072357	95072507	id-24451	7.46e-06	+	TGGTTGTAGCTAGGAATGGCCAGCAGGGCGGGGGT	UpstreamP1_CTCF	1
chr12	95104813	95104963	id-24452	1.28e-06	+	CCTGAATGTATGGCCACTAACTCCAGGGGGCAGCC	V_CTCF_BR	40
chr12	95119711	95119861	id-24453	1	+	NA	NONE	38
chr12	95147318	95147468	id-24454	6.82e-05	-	GCACAATCCCACGGAATCCTCTGCAGAGGGTGGTG	V_CTCF_BR	14
chr12	95148552	95148702	id-24455	1.39e-05	-	GTTTACCAGTTCATATTCTCCTGGAGGGGGAGCAG	V_CTCF_BR	32
chr12	95158096	95158246	id-24456	7.82e-06	-	TGGTCTTTCTCTGTTTTTGCCAGTAGGTGGTGACA	UpstreamP1_CTCF	40
chr12	95189455	95189605	id-24457	2.97e-06	-	ATAACACTGCTGCTGGCAGCCACCAGCAGGAGCTG	V_CTCF_BR	34
chr12	95206224	95206374	id-24458	1.83e-05	+	CACCCACTTTGGTTTTGGCCCTCTTGGTGGCAGCA	V_CTCF_BR	1
chr12	95212191	95212341	id-24459	1.17e-05	+	CTAGTTAGACCTGAGCAGGGCAGAAGAGGGCTCCC	V_CTCF_BR	10
chr12	95243511	95243661	id-24460	2.55e-06	+	GAGCCAGTGCCTACACACGCCACCAGGGGTGGGAC	Upstream_CTCF	15
chr12	95269485	95269635	id-24461	1.01e-05	-	GTTGCACCTTTTCTATGAAGCAGAGGAGGGCAGTA	Upstream_CTCF	33
chr12	95292286	95292436	id-24462	2.19e-05	-	CAGTCATGGATGGGGATTGCCTGCAGGGAGCAGCA	UpstreamP1_CTCF	39
chr12	95333425	95333575	id-24463	7.1e-07	+	CTGCGATTACAGGCACCCGCCACCAGGCCGGGCTA	UpstreamP1_CTCF	13
chr12	95356400	95356550	id-24464	1	+	NA	NONE	2
chr12	95374456	95374606	id-24465	8.34e-07	-	TTGCACGTATACCGTTTTCCCACTTGGTGGCACTT	UpstreamP1_CTCF	35
chr12	95388248	95388398	id-24466	1.37e-05	+	CTTGCTTCCCTGCCAGCTCCCCACAGAGGGAGTAG	Upstream_CTCF	15
chr12	95397430	95397580	id-24467	3.22e-05	+	CGGGTGCGCCGAGCAAAACCCACCGGATGGAAGCT	UpstreamP1_CTCF	7
chr12	95467410	95467560	id-24468	1.21e-06	-	GGGGCACTCTGCCTCCAAGCCAAAAGGGGGCAGTG	Upstream_CTCF	40
chr12	95511004	95511154	id-24469	5.51e-07	+	TACAAAATGTACTCTCTGGCCACCAGGTGGCATCA	V_CTCF_BR	38
chr12	95537589	95537739	id-24470	1	+	NA	NONE	7
chr12	95611285	95611435	id-24471	4.3e-08	-	CTGCCTTTTACGGCCGCGACTAGCAGGGGGCGCCC	UpstreamP1_CTCF	40
chr12	95728335	95728485	id-24472	1	+	NA	NONE	37
chr12	95730358	95730508	id-24473	1	+	NA	NONE	40
chr12	95745625	95745775	id-24474	3.63e-06	+	GCTGTCTACTCCTGCTTGGCCACATGATGGCTCAC	V_CTCF_BR	16
chr12	95777724	95777874	id-24475	5.3e-05	-	TTGCTGTTTACTCATACAGCCTCCAGTGGTATACT	UpstreamP1_CTCF	11
chr12	95779181	95779331	id-24476	8.97e-05	+	TCAGCTGTTCTCGTTCCTGCCAGAAGCCTCAGGAA	Upstream_CTCF	13
chr12	95874846	95874996	id-24477	3.56e-06	-	CATGAGCCACCAGGCCTGGCCAGCAGAGGCTGCTT	Upstream_CTCF	16
chr12	95928276	95928426	id-24478	1.34e-06	-	GATTACTACCCATTTTTCACCACTAGATGGTGGCA	UpstreamP1_CTCF	39
chr12	95968743	95968893	id-24479	2.8e-05	-	TATAAACTACCAGGAAAGTCCACTAGAGGTCACTT	Upstream_CTCF	39
chr12	95976342	95976492	id-24480	6.9e-05	+	ACTTCCTTAGTGCATTTTACCATAAGGGGGTGCTC	Upstream_CTCF	39
chr12	95977813	95977963	id-24481	1	+	NA	NONE	9
chr12	95984693	95984843	id-24482	1.19e-06	-	GTCCAAGGTAATCAACCTACCACCAGGTGGCTGGC	V_CTCF_BR	10
chr12	96002171	96002321	id-24483	1	+	NA	NONE	6
chr12	96017473	96017623	id-24484	1.52e-07	+	ACCAGACACCGCAGCGTCGCCTCTAGAGGGCGCTT	V_CTCF_BR	40
chr12	96027167	96027317	id-24485	4.7e-06	+	ACATCATGCCCAGACTGGGCAACCTGGGGGCGCTG	V_CTCF_BR	8
chr12	96108752	96108902	id-24486	2.27e-06	-	GGCCACTTGCAGAGTGCGACCACCAGTGGTAGGAA	V_CTCF_BR	1
chr12	96115175	96115325	id-24487	4.34e-07	-	TTGCAGTGGCCTGGAAATTCCCCTAGAAGGCATCA	UpstreamP1_CTCF	37
chr12	96134569	96134719	id-24488	1	+	NA	NONE	5
chr12	96183456	96183606	id-24489	3.81e-05	+	TGCGTTCCAGTCACTGCTCCGGGGAGAGGGCGCTC	V_CTCF_BR	18
chr12	96190162	96190312	id-24490	3.16e-05	-	TGTGCACTTATAGACCCTGCCACTTGGAAGACTTG	Upstream_CTCF	2
chr12	96209516	96209666	id-24491	4.03e-06	-	TTTCACTGCCACTTAACCAACACTAGATGTCACTT	UpstreamP1_CTCF	40
chr12	96214004	96214154	id-24492	1.28e-06	+	ATCTCTAACAGCACAATACCCTCCAGAGGGCAGCA	V_CTCF_BR	40
chr12	96220217	96220367	id-24493	4.3e-06	+	TATGCAATATATTCACCAGTCAGCAGGGGGTTGAG	Upstream_CTCF	34
chr12	96242933	96243083	id-24494	1.21e-06	-	TCTGTTTTTTGCCATGGTTCCAGCGGGTGGCAGTG	Upstream_CTCF	39
chr12	96252471	96252621	id-24495	1	+	NA	NONE	13
chr12	96252875	96253025	id-24496	1	+	NA	NONE	35
chr12	96312377	96312527	id-24497	5.08e-05	+	GTGGTATATCTCTCTTCCTCCGTTAGGTGGCGATC	UpstreamP1_CTCF	40
chr12	96337176	96337326	id-24498	5.52e-05	-	AGGCTGCGCAGCGCATCCCGCGCCAGGAAGCGCTC	UpstreamP1_CTCF	37
chr12	96349436	96349586	id-24499	5.38e-05	-	TTCATCTGGGTTCTGCCATCCTCCAGCTGGTGACG	V_CTCF_BR	2
chr12	96353022	96353172	id-24500	8.56e-05	+	CATCTCCTAAGTTACGTGGCCACCATGTGGTAGAG	UpstreamP1_CTCF	36
chr12	96357039	96357189	id-24501	3.67e-07	-	CAGCAACCCTGGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	27
chr12	96392530	96392680	id-24502	1	+	NA	NONE	40
chr12	96409580	96409730	id-24503	1.85e-08	+	GAGCAATGGGAAGCCCAGCCCAGCAGATGGCAGCA	UpstreamP1_CTCF	40
chr12	96452054	96452204	id-24504	1	+	NA	NONE	10
chr12	96455751	96455901	id-24505	3.06e-08	+	GACTGGGTTAAGCATGTTGCCACCAGGTGGCAGAA	V_CTCF_BR	40
chr12	96456941	96457091	id-24506	2.04e-05	+	TATTTATTGTAAACTGAAAACTCCAGGGGGCACCA	V_CTCF_BR	34
chr12	96464509	96464659	id-24507	2.91e-05	+	GCTGTTCTGTGCTGCACAGCCACATGAGGTCATCC	Upstream_CTCF	14
chr12	96464859	96465009	id-24508	3.63e-06	+	AATTTCCATTTACTTCCTGCCAGCAGATGGCTCCT	V_CTCF_BR	36
chr12	96485763	96485913	id-24509	7.09e-08	-	ATGCTCTACGGCATGGCAGACACAAGGTGGCAGCA	UpstreamP1_CTCF	32
chr12	96514645	96514795	id-24510	1	+	NA	NONE	10
chr12	96524202	96524352	id-24511	1	+	NA	NONE	5
chr12	96526699	96526849	id-24512	2.39e-05	-	CACCAGGTGGCCTTGGTCTCCAGCATATGGCACTG	UpstreamP1_CTCF	30
chr12	96547003	96547153	id-24513	2.94e-06	+	GATGCCCTTCTCTCTCCGTCCACCAGAGAACTGTC	Upstream_CTCF	1
chr12	96602981	96603131	id-24514	7.91e-05	+	TTTTTTTTTTGTAATGTTTCCACTGGGTGGTGCTG	UpstreamP1_CTCF	25
chr12	96609069	96609219	id-24515	3.33e-09	-	CTGACCTCCTTCCTGTCGGCCACAAGGTGGCGCCC	V_CTCF_BR	40
chr12	96630397	96630547	id-24516	2.19e-05	-	GAGGCACAGCCTGGGGCCGCCACTGGGGTGCAACT	Upstream_CTCF	3
chr12	96633628	96633778	id-24517	5.92e-05	+	CCTGACATGTGGCGTCTCGCCTGTAGGCTGCGGCC	Upstream_CTCF	6
chr12	96636704	96636854	id-24518	9.81e-06	+	TGGTGTCCTCTCTGCTCCCCCAGCAGAGGCAGCAG	V_CTCF_BR	1
chr12	96641382	96641532	id-24519	2.15e-05	-	ATCCCGAGGGGAGGGCTGGGCTGTTGAGGGCGATG	V_CTCF_BR	3
chr12	96648699	96648849	id-24520	1	+	NA	NONE	7
chr12	96697558	96697708	id-24521	6.75e-05	+	GAGCTTCAAAACAAATGAAGCACCAGAGGTCCCCC	UpstreamP1_CTCF	2
chr12	96753158	96753308	id-24522	1	+	NA	NONE	8
chr12	96762193	96762343	id-24523	1.64e-05	+	AGCTGGCCAGTCAGCTGCTCCAGAAGAGGCAGCCA	V_CTCF_BR	3
chr12	96793089	96793239	id-24524	4.31e-07	+	CACTCCGGGGTGTGACCCGCCAGCAGGAGGCTGCC	V_CTCF_BR	37
chr12	96794262	96794412	id-24525	1	+	NA	NONE	39
chr12	96795060	96795210	id-24526	1	+	NA	NONE	33
chr12	96883207	96883357	id-24527	7.1e-07	+	TGGTTCTTTCTCGCTCTGCCCTCCAGGGGCCGCTG	UpstreamP1_CTCF	40
chr12	96891716	96891866	id-24528	6.64e-05	-	AAAGGGGTTTTGATCTAGACCACAAGAGAGGGCTC	Upstream_CTCF	9
chr12	96894604	96894754	id-24529	1	+	NA	NONE	29
chr12	96910597	96910747	id-24530	3.18e-06	-	TACGATTAAATCAGCTCAGCCACAGGATGGCGCTG	V_CTCF_BR	40
chr12	96972427	96972577	id-24531	4.01e-05	+	ATCTGTTACCTTCTCATCAGCACTAGATGGTGCTA	V_CTCF_BR	40
chr12	97011060	97011210	id-24532	3.4e-06	+	GCAGTAGAAATAGATGCCACCACCAGGGGGATGGT	Upstream_CTCF	38
chr12	97051965	97052115	id-24533	2.59e-06	-	TTGAACTTCTGTATTCTCAGCAGAAGCTGGCGCTG	UpstreamP1_CTCF	6
chr12	97092448	97092598	id-24534	1.48e-06	+	TTGGGTACTATACTTGTCACCAGTAGAGGGCTGTG	V_CTCF_BR	36
chr12	97103983	97104133	id-24535	3.11e-05	+	GAGCTTGGCTGCGTCTCAGGAGGCAGAGGGCAGTG	V_CTCF_BR	13
chr12	97114257	97114407	id-24536	5.41e-07	+	CTGCAGTTGCTCTGCAGAGGCACCGGGCGGCATAC	UpstreamP1_CTCF	29
chr12	97160151	97160301	id-24537	7.9e-07	+	GGGCAGTTCGGCAGCCCAGCAGCCAGGAGGAGCTG	UpstreamP1_CTCF	33
chr12	97205123	97205273	id-24538	1	+	NA	NONE	4
chr12	97222074	97222224	id-24539	2.66e-05	+	AGCCAAGACTGTGCTCAGTCCTGCAGGTGGCGTGG	V_CTCF_BR	21
chr12	97295952	97296102	id-24540	8.34e-07	+	TTGCAATTTCCTCTTCTGGCCATAGGGTGGCTCAG	UpstreamP1_CTCF	31
chr12	97379348	97379498	id-24541	1.22e-07	-	CTGCGCCTCCAACCGAGCGCCGACAGAGGGCGCCC	UpstreamP1_CTCF	39
chr12	97379634	97379784	id-24542	1	+	NA	NONE	12
chr12	97380842	97380992	id-24543	1.96e-07	+	ACTCAATTCCCAAGTGCCACCTCCAGAGGGCACAG	UpstreamP1_CTCF	40
chr12	97383796	97383946	id-24544	8.16e-07	+	GCGTGTTTAATGTGAGTGGCCTCCTGGTGGCACTA	V_CTCF_BR	31
chr12	97400395	97400545	id-24545	8.9e-05	+	CTGTAGTCTTTCTCCTTCACCACAAGGCTTCCCTT	UpstreamP1_CTCF	3
chr12	97528416	97528566	id-24546	6.49e-06	-	AGTGCAGGTCCTCCTGAAACCTGTAGGGGAGCATC	Upstream_CTCF	20
chr12	97542835	97542985	id-24547	3.09e-07	+	GGCGTCAGTCCAGCTCCCAGCACCAGGGGGAGCCA	V_CTCF_BR	39
chr12	97677206	97677356	id-24548	5.21e-08	+	AGCATGATGTTAACCTTAGCCAGTAGAGGGCGCTG	V_CTCF_BR	24
chr12	97702498	97702648	id-24549	2.17e-08	-	GTTGTAGTACTGCTTCTGGACAGCAGAGGTCACTA	Upstream_CTCF	39
chr12	97706479	97706629	id-24550	3.11e-05	+	TCATTTTGGGTCTCCTTAACCACTAGGGGTCTACA	V_CTCF_BR	19
chr12	97762324	97762474	id-24551	6.43e-06	+	AGCAGGATGGTAAGCTTTCTCAGCAGAGGGCACTG	V_CTCF_BR	8
chr12	97771757	97771907	id-24552	5.41e-06	-	CCAGCAAGAAGGAATTCTGCCAGTAGGTGGCCTTT	Upstream_CTCF	9
chr12	97798432	97798582	id-24553	7.97e-09	-	CCTGCACTTCAGTTAACTTCCACCAGATGGTGATG	Upstream_CTCF	38
chr12	97950449	97950599	id-24554	1.93e-05	+	CATGTTCATGGGCAAACAGCCACCAGGAGGAAAAA	V_CTCF_BR	8
chr12	98110254	98110404	id-24555	7.09e-08	+	ATGCCCTTTCCTGCTCTAACCACCAGAGGGGAGAC	UpstreamP1_CTCF	27
chr12	98248395	98248545	id-24556	1	+	NA	NONE	6
chr12	98337256	98337406	id-24557	3.5e-05	-	GTTTATAGACAAGATCTGAACACTAGGGGGAAGGT	UpstreamP1_CTCF	19
chr12	98354130	98354280	id-24558	3.86e-05	-	GAATCACTTCTCGTCTGAGCCTGGGGGTGGTGCTG	Upstream_CTCF	8
chr12	98354908	98355058	id-24559	6.23e-05	-	CTACCTGGAAACATTCTGGCCACTAGAGGGCCTCA	UpstreamP1_CTCF	39
chr12	98393242	98393392	id-24560	1	+	NA	NONE	2
chr12	98396784	98396934	id-24561	3.88e-06	-	GAGGTCAAGTTTGTTTTCGCCAGGAGGTGTCACTG	V_CTCF_BR	39
chr12	98548741	98548891	id-24562	3.09e-05	-	AGTCATTGCATGTGTTTTGCCACAAGGAGGGGCCG	UpstreamP1_CTCF	30
chr12	98621066	98621216	id-24563	5.86e-07	+	CCGGTAATGTTCCTGTTGGCCTCCAGGGGATGCTC	Upstream_CTCF	39
chr12	98650733	98650883	id-24564	1.32e-05	-	TTTTCATTCACTCCCCTCTCCTGTGGGGGGCAGAC	Upstream_CTCF	6
chr12	98726546	98726696	id-24565	4.88e-05	-	AGGGTATGAGTTATGGTGTCCAGTGGATGGCATTG	V_CTCF_BR	2
chr12	98766861	98767011	id-24566	1.97e-06	-	AAAGGAGATTTCACTTCATCCAGAAGAGGGCACTA	V_CTCF_BR	40
chr12	98767765	98767915	id-24567	1.23e-08	-	GTGCAGTGCTCATTTGTGCCCAGAAGGAGGAGAAC	UpstreamP1_CTCF	40
chr12	98772990	98773140	id-24568	3.16e-05	-	TAGGCTATTCTGAATATCACCTCTGGGTGTCTCAT	Upstream_CTCF	12
chr12	98791405	98791555	id-24569	2.33e-07	-	CTGACAGTCTCCATTGTGGCCACTGGGTGGCAGTG	UpstreamP1_CTCF	40
chr12	98810730	98810880	id-24570	1.46e-07	+	CAGTAGTCACTCCCATTAGCCAGGAGAGGGGGGTA	UpstreamP1_CTCF	37
chr12	98816806	98816956	id-24571	2.6e-06	-	GTATTGCTAAGGGATAAAACCACCAGGGGGTGCCC	V_CTCF_BR	40
chr12	98818715	98818865	id-24572	2.81e-06	+	TCAGAAAATTTCCAGACGGCCACCAGATGGCCTCA	Upstream_CTCF	40
chr12	98833855	98834005	id-24573	6.9e-05	-	TGTGTCATCTGCAGACAGCCCTGACGAGGGCGGAG	Upstream_CTCF	15
chr12	98884869	98885019	id-24574	1.67e-08	+	CCGGTTATACCTCACTGGGACACCAGAGGGCGCAA	Upstream_CTCF	40
chr12	98909979	98910129	id-24575	2.38e-07	-	GCCCCGCGGGGAAGGGGCGACGCGAGGGGGCGCAG	V_CTCF_BR	6
chr12	98910294	98910444	id-24576	1	+	NA	NONE	40
chr12	98926600	98926750	id-24577	1.04e-05	-	AATACCCTGAAAAAATCCACCACCAGAGGGAGTAG	V_CTCF_BR	40
chr12	98927611	98927761	id-24578	3.97e-05	+	GTTTATTTCTGAAGCCACTCCACTAGGAGGTATTC	UpstreamP1_CTCF	11
chr12	98960715	98960865	id-24579	2.1e-05	+	ATGATTTTACAAAAAGAGTACACTAGATGTCGCTG	UpstreamP1_CTCF	40
chr12	98965915	98966065	id-24580	1.21e-05	+	TCTTCCCTTTGTGCCTCCACCACTAGGGGTGGTAG	Upstream_CTCF	40
chr12	98968907	98969057	id-24581	4.34e-05	+	GCTGCAGTGAGCTATGATTCCGCCAGTCTGCAGCA	Upstream_CTCF	1
chr12	98985120	98985270	id-24582	2.1e-06	-	GCTGCAGGCCCAGCTCCTACCCCATGTGGGAGCTG	Upstream_CTCF	21
chr12	98987108	98987258	id-24583	1	+	NA	NONE	2
chr12	99000495	99000645	id-24584	3.45e-05	+	TCCAAGACCCATGATCTTAACACTAGAGGGCTATA	V_CTCF_BR	18
chr12	99038181	99038331	id-24585	6.8e-06	+	GAGCCGGGTGGGAGCCCAAACAGCAGGGGGCCCAC	UpstreamP1_CTCF	29
chr12	99038450	99038600	id-24586	3.18e-06	+	CAAGCCCAGGGCAGCTTCTTCACCAGGGGGAGCAG	V_CTCF_BR	31
chr12	99040123	99040273	id-24587	1	+	NA	NONE	35
chr12	99047800	99047950	id-24588	7.73e-06	-	CTAAACATCTTGACTATGGGCACAAGAGGGAGCAA	V_CTCF_BR	38
chr12	99092763	99092913	id-24589	2.78e-06	+	AACACACTTCATTCCTGGCACAGCAGAGGGCAGCA	V_CTCF_BR	40
chr12	99115118	99115268	id-24590	1	+	NA	NONE	8
chr12	99119763	99119913	id-24591	1	+	NA	NONE	40
chr12	99137249	99137399	id-24592	1.28e-06	-	GGGAAAAGGAAGGGCTAGGCCTGCAGGGGGCAGAT	V_CTCF_BR	38
chr12	99149724	99149874	id-24593	1.7e-05	+	CTTGCAGTTTCCTCCTGGGCCTCTAGGAACATTAC	Upstream_CTCF	24
chr12	99193309	99193459	id-24594	6.8e-06	-	CCTTCTAGCTCCATTCAGCCCTCCAGGTGGCACTT	Upstream_CTCF	10
chr12	99197759	99197909	id-24595	7.15e-05	-	AAAGTGGAGTCATGGGAGAGCAGATGATGGCGCTG	V_CTCF_BR	18
chr12	99222252	99222402	id-24596	1	+	NA	NONE	2
chr12	99232288	99232438	id-24597	2.1e-06	+	CAAGCGATTCTAGTTCTCACCACCAGGCGACTGCA	Upstream_CTCF	38
chr12	99255027	99255177	id-24598	1	+	NA	NONE	3
chr12	99333281	99333431	id-24599	1	+	NA	NONE	40
chr12	99349192	99349342	id-24600	9.67e-08	+	GCTGCAATATTGAGAAAAGCCAGAAGGGGGACAAG	Upstream_CTCF	40
chr12	99392591	99392741	id-24601	2.81e-06	-	CATGCAATAAATGAAAAATCCACTAGGTGGTTCTA	Upstream_CTCF	39
chr12	99401539	99401689	id-24602	1	+	NA	NONE	13
chr12	99434078	99434228	id-24603	4.41e-06	-	CATTTCTTCTTCGTGGCAGCCACTGGAGGGCACAT	V_CTCF_BR	4
chr12	99437216	99437366	id-24604	7.62e-09	+	CTGGACTTCAGGTATGCTGCCACCAGATGGCAGCA	UpstreamP1_CTCF	40
chr12	99453576	99453726	id-24605	1	+	NA	NONE	2
chr12	99531051	99531201	id-24606	1.61e-05	+	CAGCACAGATAATCACCTACAACCAGGGGCCAACG	UpstreamP1_CTCF	10
chr12	99568258	99568408	id-24607	2.96e-05	-	AATCTTATGCCCTGTGTGTACAGCAGAGGGAGAGA	V_CTCF_BR	3
chr12	99590202	99590352	id-24608	1	+	NA	NONE	3
chr12	99646976	99647126	id-24609	8.21e-06	+	GGTGGCATCAGGCAGATGTCCAGTAGAGGGAGACT	V_CTCF_BR	25
chr12	99731419	99731569	id-24610	3.22e-05	+	GGTTACTGCAGCCATATCTGCATTAGGGGGCACCC	UpstreamP1_CTCF	2
chr12	99780827	99780977	id-24611	1	+	NA	NONE	35
chr12	99784493	99784643	id-24612	8.46e-07	+	CCAGAGGTACCTGGAGCCTCCAGAAGGGGGCCTCA	Upstream_CTCF	35
chr12	99892608	99892758	id-24613	1	+	NA	NONE	1
chr12	100013764	100013914	id-24614	8.84e-10	-	GTGCAGTTCAACCTACAAGCCAGTAGATGGCGCTT	UpstreamP1_CTCF	39
chr12	100043462	100043612	id-24615	1	+	NA	NONE	5
chr12	100052869	100053019	id-24616	1	+	NA	NONE	29
chr12	100140434	100140584	id-24617	5.38e-05	-	CCCAGATGGGACAATACTGCCTCCTGAGGTCTGAA	V_CTCF_BR	13
chr12	100161711	100161861	id-24618	2.04e-05	-	TTTTGTTGTCTCTTTTCTTCCAATAGAGGGCACTC	V_CTCF_BR	36
chr12	100204594	100204744	id-24619	1.17e-05	+	CAGACAATTTTAAGAATAACCACCAGATGGCTCAT	V_CTCF_BR	37
chr12	100205124	100205274	id-24620	6.49e-06	+	ATAGTTTTACAAAATGGGAACAGTAGGGGGCATGC	Upstream_CTCF	27
chr12	100216161	100216311	id-24621	8.64e-05	+	TTTTCAACCCTCCCTACCCCCTCTAGTGGTCTCCA	Upstream_CTCF	6
chr12	100304911	100305061	id-24622	1	+	NA	NONE	6
chr12	100314451	100314601	id-24623	1	+	NA	NONE	6
chr12	100345917	100346067	id-24624	5.37e-06	-	CAGCATTTCCAAGATCTGACCAATAGGGGTTCCAT	UpstreamP1_CTCF	16
chr12	100452357	100452507	id-24625	7.15e-05	+	TTAAGAGTATTTGCTTGATCCACTGGATGGAGCAA	V_CTCF_BR	33
chr12	100471261	100471411	id-24626	1.61e-05	+	CGGCATCACTGGTCTTTACTCACTAGAGGTCAGCA	UpstreamP1_CTCF	32
chr12	100522422	100522572	id-24627	1.77e-05	+	ACACCAATCTCCACCACAGCCAGCAGGGAACGCTG	Upstream_CTCF	39
chr12	100532222	100532372	id-24628	3.31e-06	+	CAGCATCCCTGGCCTCTATTCACTAGATGGCAGTA	UpstreamP1_CTCF	39
chr12	100548645	100548795	id-24629	2.17e-09	+	CCTGTGAAGCCGGCTCTGGCCACTAGGGGGCAGGG	V_CTCF_BR	40
chr12	100557722	100557872	id-24630	9.81e-06	-	GGGTGAGGGAGCAGCACAGACAAAAGGTGGCACAG	V_CTCF_BR	35
chr12	100579189	100579339	id-24631	1.93e-05	+	ACACAAAGCTGTGCTCTAACCTGCTGGGGGTGCGG	V_CTCF_BR	1
chr12	100584307	100584457	id-24632	1	+	NA	NONE	0
chr12	100594366	100594516	id-24633	1	+	NA	NONE	24
chr12	100623149	100623299	id-24634	9.81e-06	-	AGTCCTGTATATGCCACTTCCACTTGATGGCAGCA	V_CTCF_BR	35
chr12	100628602	100628752	id-24635	3.56e-06	+	ACTGTGCTTTATGAAGCTGTCACTAGGTGGCATGG	Upstream_CTCF	40
chr12	100661086	100661236	id-24636	1	+	NA	NONE	16
chr12	100742566	100742716	id-24637	3.11e-05	+	ATATTTAGTCTGTAAACTACCAGAAGATGTCACTA	V_CTCF_BR	36
chr12	100769276	100769426	id-24638	1	+	NA	NONE	10
chr12	100785767	100785917	id-24639	5.34e-06	+	TTCAAGCAGAGGAGGATGGCCACTTGGGGGAGATG	V_CTCF_BR	31
chr12	100798680	100798830	id-24640	1.64e-05	-	TCACAGTTGTGAGCTCTTGCCCATAGGTGGCGCTA	V_CTCF_BR	40
chr12	100948508	100948658	id-24641	3.56e-06	-	GATGTAACACTAACATCATCCTGAAGGGGACAGCC	Upstream_CTCF	37
chr12	100949590	100949740	id-24642	1	+	NA	NONE	2
chr12	101045024	101045174	id-24643	2.18e-07	-	AGAGCTACTCCACTGCACAACTCCAGGGGGCGCCA	Upstream_CTCF	39
chr12	101062819	101062969	id-24644	3.33e-09	+	AGCCTTCAGCGGATAACTGCCACCAGGTGGCGCCA	V_CTCF_BR	40
chr12	101065920	101066070	id-24645	7e-10	-	ACAGTACTCCCGCTGGTGTCCACCAGAGGGCACTG	Upstream_CTCF	40
chr12	101109784	101109934	id-24646	8.21e-06	-	CGCAAGGCTGAGACTGCGGCCGACAGGAGGAGCCA	V_CTCF_BR	0
chr12	101127725	101127875	id-24647	3.66e-06	-	ATGCAAAAGCAGTAGAAATCCACAAGAGGGCGATC	UpstreamP1_CTCF	40
chr12	101135009	101135159	id-24648	8.76e-09	-	CTGCAACCTCAGCATCTTACCTCTAGGTGGCAGCA	UpstreamP1_CTCF	40
chr12	101221809	101221959	id-24649	1	+	NA	NONE	39
chr12	101262398	101262548	id-24650	6.18e-07	-	CATTCTCTAACCACAACTCCCACAAGGGGGAGGAG	Upstream_CTCF	15
chr12	101271682	101271832	id-24651	4.88e-06	-	TTGCTTATTCACCTGCTCGCCACTAGGGGAAGGGA	UpstreamP1_CTCF	40
chr12	101320540	101320690	id-24652	3.88e-06	+	GAAATTGCAAGAGAGATGCCCTGTAGAGGGAGCCA	V_CTCF_BR	37
chr12	101345626	101345776	id-24653	3.47e-07	+	CAGCATCTCTAGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	18
chr12	101350239	101350389	id-24654	3.71e-05	+	TCAGAAGTGCATTATGTCGCCTCTTGGGGACTCTC	Upstream_CTCF	7
chr12	101380454	101380604	id-24655	2.01e-05	-	AATCACTGTTCACAGAAAAACACCAGAAGGCGCAA	UpstreamP1_CTCF	7
chr12	101381696	101381846	id-24656	2.6e-07	-	CTGGCTAGATGCAGATGAGCCTGCAGGGGGCTCCG	V_CTCF_BR	40
chr12	101387834	101387984	id-24657	1	+	NA	NONE	21
chr12	101502035	101502185	id-24658	5.68e-06	+	TGACCAAAGACAGGGGACACCTGGAGGTGGCAGTG	V_CTCF_BR	10
chr12	101566198	101566348	id-24659	6.46e-07	+	GCACCCTTCAGCGTATCTGCCAGTAGAGGTCACTC	V_CTCF_BR	35
chr12	101673994	101674144	id-24660	1	+	NA	NONE	4
chr12	101717567	101717717	id-24661	2.77e-07	-	CTGGGATTACATGCGTAAGCCACCAGGGGGCGTCC	UpstreamP1_CTCF	40
chr12	101808427	101808577	id-24662	9.88e-07	+	TGTGATATTTGAAGAGAAGCCACCAGGTGGTGGTG	Upstream_CTCF	39
chr12	101839050	101839200	id-24663	1	+	NA	NONE	8
chr12	101884174	101884324	id-24664	5.74e-05	+	TTGCTATCCTGCCACGAAGCCATAGGGAGGTGCTG	UpstreamP1_CTCF	33
chr12	101917236	101917386	id-24665	1	+	NA	NONE	5
chr12	101963891	101964041	id-24666	3.88e-06	+	TTTATTTTCAGTTTCCTCACCAGTAGATGGCACCT	V_CTCF_BR	38
chr12	102063929	102064079	id-24667	7.73e-05	+	AGTTTATTGCAGAGATATGCCACAAGGGTACGCTG	Upstream_CTCF	39
chr12	102092576	102092726	id-24668	1	+	NA	NONE	37
chr12	102153334	102153484	id-24669	7.49e-07	-	TGGCACTTACTCCATTTTACCAGTAGGGGCAGTGG	UpstreamP1_CTCF	39
chr12	102167467	102167617	id-24670	9.38e-09	+	GGGAAGTACCCTCTGACAGCCACTAGGTGGCACCC	UpstreamP1_CTCF	40
chr12	102186473	102186623	id-24671	1	+	NA	NONE	38
chr12	102217831	102217981	id-24672	1	+	NA	NONE	34
chr12	102224781	102224931	id-24673	1	+	NA	NONE	39
chr12	102233651	102233801	id-24674	2.58e-07	-	AGTGTGATGTGAAGCTTTGCCAGTAGAGGGCGATG	Upstream_CTCF	40
chr12	102241240	102241390	id-24675	3.81e-05	-	ATTGATCGTACAGGGTTTCTCAGCAGGGGGTGCTA	V_CTCF_BR	3
chr12	102270946	102271096	id-24676	7.78e-06	-	TCCGGAGTGCCGGGCCTCGCACCCCGAGGGCGCCC	Upstream_CTCF	27
chr12	102311622	102311772	id-24677	5.86e-07	+	GGTGTACTTTACTTTTCAGCCACTCGGGGGAGACC	Upstream_CTCF	40
chr12	102330178	102330328	id-24678	1.7e-05	-	CAAGCAACATCTGGTATAGCCTGCAGAGGGATTTT	Upstream_CTCF	10
chr12	102333659	102333809	id-24679	6.43e-06	+	GGTTATTTTCGCAATATGAACAACAGGGGGCACCA	V_CTCF_BR	40
chr12	102389179	102389329	id-24680	1	+	NA	NONE	2
chr12	102420624	102420774	id-24681	6.75e-05	-	GTGTACTTTCCTTCTTATGCCACACGGGGTGAGAG	UpstreamP1_CTCF	23
chr12	102446047	102446197	id-24682	1	+	NA	NONE	5
chr12	102489575	102489725	id-24683	7.44e-06	+	AGCGCTATGACACTGTAGAACTCCAGATGGCACTA	Upstream_CTCF	39
chr12	102513924	102514074	id-24684	3.4e-06	+	ACAGCGGCGACTGCGGCGGCCGCGGGAGGGCATCC	V_CTCF_BR	30
chr12	102555083	102555233	id-24685	1	+	NA	NONE	13
chr12	102563813	102563963	id-24686	1.41e-09	+	GCTGCATTTCTACACTTTGCCAGTAGGTGACACCA	Upstream_CTCF	40
chr12	102694978	102695128	id-24687	1.04e-05	+	GCACCATTCAACTTCCAGGCCAGTAGGTGGTGCTT	V_CTCF_BR	39
chr12	102874361	102874511	id-24688	1.39e-05	-	TCCTTACTCAATAACTTTGCCAGAAGAGGGAGAGA	V_CTCF_BR	30
chr12	102878369	102878519	id-24689	2.55e-09	-	GTGGCAGTTTCTCAGAAGTCCACTAGAGGGCGCGC	Upstream_CTCF	40
chr12	102907635	102907785	id-24690	3.81e-05	-	CTGCCTTCTAGCTATGCCCCCACATGGTGGAAGGG	UpstreamP1_CTCF	28
chr12	102916647	102916797	id-24691	1.08e-05	-	CTGCTGTCACTTGCCATGACCGCTAGGGCCTGTCT	UpstreamP1_CTCF	9
chr12	102925919	102926069	id-24692	1.84e-05	+	CTGCACCTATTTTCTTCCTCCTAAAGGGGGAGTAA	UpstreamP1_CTCF	20
chr12	102937381	102937531	id-24693	1.03e-06	-	AGAGCCATTGCTTTGTCCAACTCCAGGGGGCACCA	V_CTCF_BR	31
chr12	102990593	102990743	id-24694	9.84e-05	+	CTATCTGGCTGCTTTAGTACCAGCAGGGGCAGACT	V_CTCF_BR	7
chr12	103053401	103053551	id-24695	4.68e-05	-	CGGCCCTGCAAAATACTGCCACCTAGCTGGCACTG	UpstreamP1_CTCF	31
chr12	103063209	103063359	id-24696	1	+	NA	NONE	1
chr12	103079589	103079739	id-24697	2.78e-06	-	CTCTGCTGTCTGATTTTACCCACCAGAGGGTAGCA	V_CTCF_BR	9
chr12	103096426	103096576	id-24698	3.36e-07	-	AGGTCTATGTGTAAATCAGCCACCAGGGGGCGGGT	V_CTCF_BR	40
chr12	103124904	103125054	id-24699	7.73e-06	-	TTTGCTCAGGAGAACTCTACCTCTAGAGGGCAAAA	V_CTCF_BR	7
chr12	103134058	103134208	id-24700	1	+	NA	NONE	4
chr12	103134568	103134718	id-24701	2e-06	-	AGTGTTATTGATATTTTGTCCACAAGATGGTAGCG	Upstream_CTCF	33
chr12	103163457	103163607	id-24702	6.43e-06	-	CCACGTCCGCCCTTTGTGCACACTAGAGGGTGGTG	V_CTCF_BR	40
chr12	103205016	103205166	id-24703	2.83e-07	-	CCAGCCAAGGTCTTTCTGTCCACCTGGGGGCAGCA	V_CTCF_BR	38
chr12	103210721	103210871	id-24704	9.11e-08	-	ACTGCACTATACTTAGTGGCCCCTAGATGGAGTCT	Upstream_CTCF	39
chr12	103242746	103242896	id-24705	7.12e-06	+	GAGGGGTCCAGGGTAGAGACCACTAGAGGGGGCCA	UpstreamP1_CTCF	11
chr12	103270797	103270947	id-24706	1.59e-06	+	TCGCCACTCCCCGCTGCCCCCTGCAGTTGGCAGAG	V_CTCF_BR	24
chr12	103273066	103273216	id-24707	1	+	NA	NONE	33
chr12	103277099	103277249	id-24708	9.49e-08	+	GCTGGCTGGCGCTCAGCGAACGCCAGAGGGCAGCA	V_CTCF_BR	40
chr12	103289958	103290108	id-24709	1.48e-06	+	GAGTTGAGAGAGGTGAAGGCCGGAAGGTGGCAGCA	V_CTCF_BR	10
chr12	103311411	103311561	id-24710	1	+	NA	NONE	18
chr12	103333739	103333889	id-24711	6.73e-07	-	TTGTAGTTTCAGCTGCAGTTCAGTAGATGGCACTT	UpstreamP1_CTCF	17
chr12	103342736	103342886	id-24712	2.05e-09	+	GCTGCAGTTTGCGAAATAACCGGCAGGTGGCGAAC	Upstream_CTCF	40
chr12	103344211	103344361	id-24713	1.34e-06	+	AGAGCATTCCCAGGCCGCACCGCAAGGAGTCGGGC	Upstream_CTCF	17
chr12	103354718	103354868	id-24714	1	+	NA	NONE	2
chr12	103359218	103359368	id-24715	2.78e-06	+	GCGTGCGCCCCCCTCTAGGCAGCCAGCGGGCGGCC	V_CTCF_BR	2
chr12	103370521	103370671	id-24716	6.48e-05	+	ATGAAAATTTTCATATTGACCACCAGGAGTTACAA	UpstreamP1_CTCF	12
chr12	103384399	103384549	id-24717	1.84e-07	+	CCGGCCATCCCAGCTATGGCCACCAGAGATCAGCT	Upstream_CTCF	9
chr12	103386112	103386262	id-24718	2.8e-05	-	CCTGACAGACCTCCCTCCACCGTAAGAGGGAAGCA	Upstream_CTCF	10
chr12	103696228	103696378	id-24719	1.04e-05	+	CGCCGGGCGTCTGGCTCCTCCTGCAGAGGCCGATG	V_CTCF_BR	1
chr12	103720085	103720235	id-24720	2.94e-06	+	CAGTCTATTCTCCATAGAGCCACCAGGGGGATCCT	Upstream_CTCF	24
chr12	103725549	103725699	id-24721	2.23e-06	+	GGGTATCTATAGTCATTGCCCACAAGGGGGAAGAC	UpstreamP1_CTCF	2
chr12	103795340	103795490	id-24722	3.11e-05	+	CACTGGGTGTGCTTCTATCCCACAGGGTGGCACTG	V_CTCF_BR	14
chr12	103890069	103890219	id-24723	8.16e-07	+	TCCAGGAATAATGCAGCCAACAGCAGGGGGCAGAG	V_CTCF_BR	39
chr12	103897793	103897943	id-24724	3.83e-09	-	CGCAGGAGCGCCCCCTTGGCCAGCAGGGGGCAGGT	V_CTCF_BR	32
chr12	103899417	103899567	id-24725	1	+	NA	NONE	8
chr12	103941882	103942032	id-24726	1	+	NA	NONE	5
chr12	103942518	103942668	id-24727	4.68e-07	-	CATGTTCACAGAATGCCCACCACGAGGTGGCAGTA	V_CTCF_BR	40
chr12	103946870	103947020	id-24728	2.15e-05	+	AAACATTTGTAGCCTCCATCCACTAGATGCCGGTA	V_CTCF_BR	0
chr12	103965194	103965344	id-24729	1	+	NA	NONE	8
chr12	103969158	103969308	id-24730	1.35e-05	+	CTGTCATTGCCCCTTGCCACCACACGAGGTCACTG	UpstreamP1_CTCF	40
chr12	103980024	103980174	id-24731	8.71e-06	+	TTAAATATTGATTGTTTCAGCAGCAGAGGGCAGTG	V_CTCF_BR	26
chr12	104020384	104020534	id-24732	9.41e-05	-	GATGACACAACACTGGCACCCAGTAGATGCCTGGA	V_CTCF_BR	28
chr12	104026435	104026585	id-24733	2.2e-06	-	GCGGGAACTCCTCTTTCTGCCTCCAGGGTGCAGTG	Upstream_CTCF	40
chr12	104036392	104036542	id-24734	1.56e-06	-	ATTCCTTGCCCTGGAGTAGCCAGCAGAGGGCCAGA	UpstreamP1_CTCF	10
chr12	104096659	104096809	id-24735	5.65e-05	+	CAATTGGCCTAAGGTCACACAGCTAGATGGCGCCA	V_CTCF_BR	11
chr12	104099819	104099969	id-24736	3.6e-07	-	CCTGCAAATTCCAAAGGCACCACTAGAGGTAGTTA	Upstream_CTCF	35
chr12	104139916	104140066	id-24737	1	+	NA	NONE	16
chr12	104140979	104141129	id-24738	1	+	NA	NONE	2
chr12	104145058	104145208	id-24739	4.88e-05	-	CTCCTCAGTACAGACCCTGCCACTAGGGGGTCACA	UpstreamP1_CTCF	32
chr12	104162600	104162750	id-24740	7.23e-07	+	TTAGCTGTTACTGGAAGACCCAGAAGAGGGCAGCC	Upstream_CTCF	13
chr12	104165323	104165473	id-24741	7.73e-06	+	TCCCCACATCTCCAAATTGTCCCCAGGGGGCACTG	V_CTCF_BR	40
chr12	104178171	104178321	id-24742	1.1e-05	+	GCCACTCCCAAGCAGAGTGCCAGCTGGGGCAGGCA	V_CTCF_BR	14
chr12	104206793	104206943	id-24743	1	+	NA	NONE	23
chr12	104227780	104227930	id-24744	1.19e-06	-	GGGAGAGGGGTGCTGCTGGCCTCTAGAGGCCAGGG	V_CTCF_BR	35
chr12	104234974	104235124	id-24745	1.64e-06	+	GCGCAGGCCTGCCCTCCCGCCGCTGCGGGGCGGGG	UpstreamP1_CTCF	11
chr12	104235614	104235764	id-24746	1.11e-05	-	CATGTTCCAATGACCTCTGCCGCCAGGCGGAAACC	Upstream_CTCF	12
chr12	104252737	104252887	id-24747	1.76e-05	+	CTGTCTCGAGGGCCCCTGGCCACCAGGGCAAAGGG	UpstreamP1_CTCF	10
chr12	104264455	104264605	id-24748	9.11e-08	-	CCAGCAGTTCAAGATAGTTGCAACAGAGGGCAGAA	Upstream_CTCF	39
chr12	104271819	104271969	id-24749	1.19e-06	+	TAGGTTTGTCATTCTCAAACCACCAGAGGGAGCCA	V_CTCF_BR	40
chr12	104278145	104278295	id-24750	1	+	NA	NONE	38
chr12	104350829	104350979	id-24751	9.66e-05	-	CCTGCAGTTCGCGGTACAGTCTCTAGTAGAGCGCG	Upstream_CTCF	31
chr12	104359709	104359859	id-24752	1.67e-07	+	AGACCGGCTGCCCGTGTGCCCGGCAGGTGGAGCCG	V_CTCF_BR	29
chr12	104451570	104451720	id-24753	9.27e-07	+	GGTCACTGCCCCATTTTCAGCACTAGATGGTGCTG	UpstreamP1_CTCF	40
chr12	104503062	104503212	id-24754	1.46e-07	-	TAAGCTGGGCTGGACAATGCCACCAGGGGGTGCTA	Upstream_CTCF	40
chr12	104526157	104526307	id-24755	2.47e-05	+	AGTTCAGTACAGAAACCGACCTGGAGGGGAGCACA	Upstream_CTCF	1
chr12	104560443	104560593	id-24756	4.65e-05	-	TGAGCCACCATGTTGCACAGCTGCAGGGGGTGCTA	V_CTCF_BR	15
chr12	104571474	104571624	id-24757	3.18e-06	+	TCATTCTGTGGCCAATTGGCCGGGGGAGGGCAGTA	V_CTCF_BR	38
chr12	104574848	104574998	id-24758	1	+	NA	NONE	5
chr12	104576200	104576350	id-24759	1	+	NA	NONE	13
chr12	104595092	104595242	id-24760	1.46e-07	+	GATCACTGCCTCCTTTTTGGCACTAGATGGCACCA	UpstreamP1_CTCF	40
chr12	104609442	104609592	id-24761	1.96e-08	+	CGCGTTCTCCGACCCGCGGCCGGCAGGGGGCTCGC	V_CTCF_BR	35
chr12	104624245	104624395	id-24762	1	+	NA	NONE	15
chr12	104647267	104647417	id-24763	1.21e-05	+	TCTGCTATGTAATTCTTGGCCTCTAGGGGCTTAAT	Upstream_CTCF	29
chr12	104682520	104682670	id-24764	2.66e-05	+	ATGCTAACTTGCAAGGGAGTCAACAGAGGGCACGC	V_CTCF_BR	26
chr12	104688078	104688228	id-24765	1.32e-08	-	CTGTTATGCCCGAACAGGGCCACCGGAGGGCTCCT	UpstreamP1_CTCF	40
chr12	104733425	104733575	id-24766	1	+	NA	NONE	16
chr12	104741377	104741527	id-24767	4.48e-07	+	TTGGCAACAGCTTGGATGGCCAGCAGAAGGAGCCC	Upstream_CTCF	8
chr12	104752269	104752419	id-24768	1.91e-09	-	CTGCTGTTCACAGGGATGGACACTAGGAGGCACAC	UpstreamP1_CTCF	40
chr12	104775722	104775872	id-24769	1.22e-08	+	ACGCTGGGGGCCCTGGGTACCACTAGGTGGCGCTC	V_CTCF_BR	40
chr12	104781942	104782092	id-24770	2.1e-06	-	CGGGTCTTTCTGGATCTCACCAGAAGGTGTCGGCA	Upstream_CTCF	0
chr12	104801812	104801962	id-24771	1	+	NA	NONE	10
chr12	104850402	104850552	id-24772	1	+	NA	NONE	37
chr12	104851242	104851392	id-24773	1	+	NA	NONE	40
chr12	104852291	104852441	id-24774	1	+	NA	NONE	25
chr12	104893458	104893608	id-24775	1	+	NA	NONE	0
chr12	104943819	104943969	id-24776	1	+	NA	NONE	18
chr12	104958838	104958988	id-24777	1.27e-06	-	CTCCACCTACCACCATTCGCCACCAGGGAGCCCTT	UpstreamP1_CTCF	3
chr12	104973403	104973553	id-24778	5.13e-05	+	TGTATTCCTCAGCAGCCCGGCAGGGGAGGGCACAT	V_CTCF_BR	0
chr12	104976639	104976789	id-24779	5.48e-05	-	GAAGCTATTTGCATGTCTGTCTCTAGGGGAAGCAG	Upstream_CTCF	5
chr12	105035702	105035852	id-24780	3.31e-06	-	CAGCATCCCTGGCCTCAACCCACTAGAGGACAGTA	UpstreamP1_CTCF	5
chr12	105047629	105047779	id-24781	1.73e-08	+	GTGCTGTGCTTCTATTTCACCTGCAGGGGGCCAAG	UpstreamP1_CTCF	38
chr12	105063301	105063451	id-24782	1	+	NA	NONE	36
chr12	105073944	105074094	id-24783	3.09e-05	+	TAGTAATAGCATGAGTGAGCCAGTGGGTGTTGCTC	UpstreamP1_CTCF	40
chr12	105127592	105127742	id-24784	8.21e-06	+	GTCTGGTTTCTTTGAAAAGCCAGCGGGGGGCGCTT	V_CTCF_BR	36
chr12	105130308	105130458	id-24785	1	+	NA	NONE	13
chr12	105154993	105155143	id-24786	1.28e-06	-	CCTGTGCTTCATGCCTTTGCCACCAGGAGAACCAG	Upstream_CTCF	33
chr12	105182536	105182686	id-24787	1.5e-05	+	GATGGTCAGTCAGATGTGGCCACAAGAGGACACAG	Upstream_CTCF	6
chr12	105184428	105184578	id-24788	8.46e-07	+	CTCGCAGTTTCTGTTGACGCCATCAGGGGCAGCAG	Upstream_CTCF	40
chr12	105187118	105187268	id-24789	1.97e-06	+	CTCCCTGGAGTCAGAACCACCTGCTGAGGGCAGTG	V_CTCF_BR	8
chr12	105219314	105219464	id-24790	5.41e-07	-	CTGAATTTGCAGTTCTCAGCCAGCAGGGGTCATTC	UpstreamP1_CTCF	39
chr12	105221485	105221635	id-24791	6.84e-06	-	CGGCCTTAGCTGTTTCCTGACGACAGGGGGCACTG	V_CTCF_BR	37
chr12	105257207	105257357	id-24792	3.42e-05	-	TTTCTAGTACAGAGAAGGACCTGGAGGTGGGGCTA	Upstream_CTCF	14
chr12	105270981	105271131	id-24793	8.99e-05	-	ACTAGGGGGCCTCCTAAGATCAGCAGTTGGATGCC	V_CTCF_BR	40
chr12	105352043	105352193	id-24794	2.23e-06	-	CTGCGCTTGCGCGGGGCTGCCGCGCGGGGGCGGGG	UpstreamP1_CTCF	29
chr12	105352542	105352692	id-24795	6.82e-05	+	AGCACCCTCCCCGTGCCAGGCAGGTGTAGGCGCCA	V_CTCF_BR	25
chr12	105370597	105370747	id-24796	3.1e-07	+	TTGAACTCCTCGCCATCTTCCAGCAGGCGGCGGTA	UpstreamP1_CTCF	16
chr12	105379106	105379256	id-24797	6.94e-09	+	GCAGCAGCGTTCACAATGACCACGAGGTGGAAGCA	Upstream_CTCF	17
chr12	105446939	105447089	id-24798	4.04e-08	-	CTGCGCTCCACCAATGCTGCCACTAGATGGTGGTG	UpstreamP1_CTCF	40
chr12	105471385	105471535	id-24799	1.55e-05	-	ACTTGCTTCCTGAAGAATTCCACCAGAGGGTGGAC	V_CTCF_BR	3
chr12	105477371	105477521	id-24800	9.39e-07	-	ACTGCGGTGCTGCCTTCAGCACCCAGGGGGCCTCG	Upstream_CTCF	23
chr12	105479426	105479576	id-24801	8.71e-06	-	AAAGAATCAGAAAAAAGCGCCTCCAGGAGGCAGCA	V_CTCF_BR	7
chr12	105486165	105486315	id-24802	5.34e-06	+	ACAGGTATGATGGCTGCCGCCAGGAGGAGGCTGCA	V_CTCF_BR	6
chr12	105494923	105495073	id-24803	1	+	NA	NONE	17
chr12	105612260	105612410	id-24804	5.13e-05	-	GACAGGCAGTGCATTTCTTCCACGTGTTGGCGCCT	V_CTCF_BR	5
chr12	105620106	105620256	id-24805	4.14e-05	+	CAGGAGGAAGGGTTTCTGGCCAGCAGGAGAACCCA	UpstreamP1_CTCF	16
chr12	105625287	105625437	id-24806	1	+	NA	NONE	7
chr12	105629577	105629727	id-24807	6.74e-08	+	GGCGCACTCCCGCGGCTGCCCGGCCGGGGGCGCGG	Upstream_CTCF	36
chr12	105648053	105648203	id-24808	4.43e-05	-	TCACCAGAGTGTGGAAGTTACAGCAGGGGGAGAAA	V_CTCF_BR	6
chr12	105650320	105650470	id-24809	1.06e-05	-	CTTGCACTTCTCTCTCCTACCACCATGTGAGGAAG	Upstream_CTCF	22
chr12	105656712	105656862	id-24810	1.13e-05	-	CTGCAAAGCTGTCAGCCAGCCCCTAGGTTGTGCCC	UpstreamP1_CTCF	6
chr12	105671904	105672054	id-24811	4.34e-05	+	CTTGTAATATTGTTTCTATCCAGTAGGAGAACATG	Upstream_CTCF	38
chr12	105673357	105673507	id-24812	9.49e-08	+	CTTGCCTGATGTTAAACAGCCACTAGGGGGCAGAG	V_CTCF_BR	38
chr12	105675504	105675654	id-24813	4.34e-05	-	GTTGACTTTCCTTTCCAAGCCACAAGGTGGTTGCT	Upstream_CTCF	21
chr12	105682497	105682647	id-24814	1.73e-05	+	TTGGGTGAGAACAACCTTGCCAGTAGAGGGTGTGA	V_CTCF_BR	18
chr12	105713717	105713867	id-24815	5.17e-06	+	GGTGGAGAGCCTGATGCTACCAGGAGGTGCCTGCC	Upstream_CTCF	18
chr12	105715110	105715260	id-24816	4.59e-07	+	AGGCAGTGGCAGTAGTGTGGCACTAGGGGACAGGC	UpstreamP1_CTCF	14
chr12	105724819	105724969	id-24817	1	+	NA	NONE	15
chr12	105762945	105763095	id-24818	1	+	NA	NONE	24
chr12	105772734	105772884	id-24819	2.18e-07	-	CCCGCGGTCCAGCTGACAGCCACAGGAGGGCAGTG	V_CTCF_BR	37
chr12	105777234	105777384	id-24820	2.58e-09	-	CTGCTATTAGAAGATGAGTCCACCAGGGGGAAGTA	UpstreamP1_CTCF	40
chr12	105811608	105811758	id-24821	7.17e-05	+	TCTGTTATACTGCTTGTTGCCTCTAGGATGTTAAA	Upstream_CTCF	21
chr12	105814540	105814690	id-24822	2.46e-08	+	GGGAAATGCATAGCAGTGGCCTGCAGAGGGCAGTA	V_CTCF_BR	39
chr12	105821815	105821965	id-24823	1.63e-05	+	CTTGGCATGCCCTGTTTTGCCTGTAGGGGACCAAC	Upstream_CTCF	36
chr12	105849203	105849353	id-24824	1	+	NA	NONE	11
chr12	105862524	105862674	id-24825	2.68e-05	-	CTTGCCTTGTTTCTGTCAGCCTGTAGGGGAAGATC	Upstream_CTCF	10
chr12	105898192	105898342	id-24826	3.11e-05	-	CCCATCACTCTGTGTTTAGTGGCCAGGGGGCGCTA	V_CTCF_BR	25
chr12	105955847	105955997	id-24827	1.43e-05	+	AGTGTGGCACTGCCATCAGACTGTAGGTGGCCTCG	Upstream_CTCF	28
chr12	106035527	106035677	id-24828	3.22e-05	+	GTCTTCCGCAACCAGAAGTCCAGAAGGAGGCAGGC	UpstreamP1_CTCF	7
chr12	106099573	106099723	id-24829	3.48e-06	+	ATGCTATTACAACAGGGCGTCACATGAGGGCGCTC	UpstreamP1_CTCF	40
chr12	106153108	106153258	id-24830	1	+	NA	NONE	20
chr12	106169274	106169424	id-24831	2.5e-05	+	GTGTCATCTTATTTTATGTCCAGAAGGAGGAGATC	UpstreamP1_CTCF	23
chr12	106225291	106225441	id-24832	1.34e-06	-	CTGCAGGCTTCTGATTGCCCCTGCAGGGGCTGCTG	UpstreamP1_CTCF	10
chr12	106340402	106340552	id-24833	5.92e-05	+	GCTGTCTGAGCCTAACTTGTCACTGGGAGGCAGGC	Upstream_CTCF	2
chr12	106361910	106362060	id-24834	4.99e-07	-	ATTGCACTGGCTAGGACTTCCAGTAGGAGGAAAAG	Upstream_CTCF	11
chr12	106426028	106426178	id-24835	1.55e-05	+	TACAGGGCCTGCACTCTGCACTCTAGAGGGTGCCA	V_CTCF_BR	29
chr12	106487213	106487363	id-24836	3.73e-06	-	TGTGTTGTTAACCTCGAGAGCTGCAGGAGGCAGTC	Upstream_CTCF	7
chr12	106502430	106502580	id-24837	9.81e-06	+	TGCAGCAAGCTGAACTTGGCCTCAAGGAGGCTCTA	V_CTCF_BR	31
chr12	106521116	106521266	id-24838	3.48e-06	-	CTGTAATCCTACACTTTGGGAGGCAGGGGGATCAC	UpstreamP1_CTCF	24
chr12	106528393	106528543	id-24839	1	+	NA	NONE	4
chr12	106530070	106530220	id-24840	5.72e-09	-	TCAGGATTTAGTCAAGCGGCCACGAGGGGGCGCCC	V_CTCF_BR	40
chr12	106543002	106543152	id-24841	6.37e-07	-	TTTCAGTGGGCAGACCCAGCCACTTGGTGGAGCTG	UpstreamP1_CTCF	40
chr12	106565231	106565381	id-24842	3.88e-07	+	ATGCTCTGTCACTGGCCAACCTGCAGATGGTACTA	UpstreamP1_CTCF	14
chr12	106583183	106583333	id-24843	1.93e-05	+	TCCATCATGGCCGACGCTTCCACTAGAGGGTGTTG	V_CTCF_BR	15
chr12	106586932	106587082	id-24844	1.73e-05	-	ATCCCTGATCATTCCTCTCCCAGCAGATGGCATGC	V_CTCF_BR	5
chr12	106591900	106592050	id-24845	4.5e-06	-	TGTGTGCTTCCCTTTCCCACCTCATGGGGGAAGAG	Upstream_CTCF	9
chr12	106599331	106599481	id-24846	2.97e-06	-	ACTTGAATCATTTGTTTAGCCTGAAGATGGCAGCA	V_CTCF_BR	27
chr12	106618003	106618153	id-24847	2.93e-08	-	AGGCAATTGCCATCCACTACCAGAAGAGGGCACTG	UpstreamP1_CTCF	40
chr12	106620684	106620834	id-24848	3.6e-07	+	CCTGTGATCCCTGACTCTGACACTAGATGGCAATA	Upstream_CTCF	40
chr12	106630581	106630731	id-24849	1.34e-06	+	CCTGCACTGGTGTCAGTGGACGGTAGAGGATGCTG	Upstream_CTCF	4
chr12	106641209	106641359	id-24850	1.17e-05	+	CCCGAGAAAGCGGCCGCCGCCACCAGGGCGAGGTA	V_CTCF_BR	21
chr12	106645436	106645586	id-24851	3.03e-05	-	GATGCACTTCTATGACTGCCCACCAGCCTCCTCCT	Upstream_CTCF	15
chr12	106676280	106676430	id-24852	4.04e-08	-	AGGTAATATCTCACATTGACCACCAGGTGGAGCAA	UpstreamP1_CTCF	40
chr12	106697350	106697500	id-24853	5.93e-06	+	GCTGCTACTGTAGGTGGCACCACTGGGGGTAATAG	Upstream_CTCF	35
chr12	106699360	106699510	id-24854	1	+	NA	NONE	4
chr12	106739708	106739858	id-24855	3e-06	-	TACCAGTTTCATGCCTTGGCCTCAAGAGGCCACTC	UpstreamP1_CTCF	40
chr12	106751365	106751515	id-24856	3.91e-06	+	TGCGCCAGACCTCCGAGCTACACCAGAGGGCGTAC	Upstream_CTCF	40
chr12	106752231	106752381	id-24857	1	+	NA	NONE	14
chr12	106780100	106780250	id-24858	5.96e-07	+	ATGGTGTAGAATTACATCTCCAGCAGAGGGCAGTA	V_CTCF_BR	40
chr12	106994937	106995087	id-24859	1.11e-05	-	TCTGTCTCTCTCCTGGCTCCCTGCCGGTGGCAGTG	Upstream_CTCF	4
chr12	107025040	107025190	id-24860	2.15e-05	+	AGTGCTTCCTCCGACCCTACCACATGTGGGTGCTG	V_CTCF_BR	15
chr12	107076731	107076881	id-24861	3.29e-05	+	GCTAATGTACAAGGTGACTCCACTAGAGGGTGCCT	Upstream_CTCF	36
chr12	107102829	107102979	id-24862	1.85e-07	+	TTGCAGTGGCCATCAGTGACCAGCAGAGTACATTC	UpstreamP1_CTCF	20
chr12	107113773	107113923	id-24863	6.62e-09	-	CTGCAGGGCCCAAGGCTGCCCGCTAGGTGCCGGTT	UpstreamP1_CTCF	2
chr12	107116785	107116935	id-24864	1.5e-05	+	TGTGGAATATCACAATGATCCTGTAGGGGACTCTA	Upstream_CTCF	23
chr12	107130258	107130408	id-24865	4.68e-07	+	ACTCTCTTAAAAGCCCTGGCCTGAAGGTGGCACAC	V_CTCF_BR	13
chr12	107158642	107158792	id-24866	5.01e-06	+	AGGAGAGAAGGCACTGGCTCCACCAGCTGGTGCTA	V_CTCF_BR	21
chr12	107167813	107167963	id-24867	3.18e-06	-	GGAAACGGGAGTCTGGCGGCCGCCTGAGGCCAGCG	V_CTCF_BR	14
chr12	107168468	107168618	id-24868	1.92e-05	-	CTGCTTCGCCGGCCCGGACGATGTAGAGGGCGCGC	UpstreamP1_CTCF	9
chr12	107183929	107184079	id-24869	1	+	NA	NONE	31
chr12	107235608	107235758	id-24870	7.55e-07	-	CACGAGACTGGGATGCACACCAGTAGGGGGAACCC	V_CTCF_BR	40
chr12	107243708	107243858	id-24871	3.71e-05	+	CCTTTAGGAACTGGGCTGCACAGCAGGAGGGGAGC	Upstream_CTCF	0
chr12	107251243	107251393	id-24872	1	+	NA	NONE	1
chr12	107290933	107291083	id-24873	2.27e-06	-	TGATGAAACTGATTCCGAACCAGGAGGTGGAGCCC	V_CTCF_BR	26
chr12	107301325	107301475	id-24874	1	+	NA	NONE	28
chr12	107312666	107312816	id-24875	2.27e-05	-	CCATGCAGCCCTAGTTGGACTGCTAGATGGCAGTA	V_CTCF_BR	40
chr12	107313812	107313962	id-24876	6.84e-06	-	AAAATAATTCAATGCATCACCAACAGGTGGCAGCA	V_CTCF_BR	39
chr12	107336245	107336395	id-24877	1	+	NA	NONE	0
chr12	107349342	107349492	id-24878	6.86e-07	+	CCGGGGGTTCCCACGGAGGCGTCCAGGGGGCGAAG	Upstream_CTCF	20
chr12	107349832	107349982	id-24879	3.97e-07	-	GTGAGGGGCAGGGGCGCCGACGGCAGAGGGCGACG	V_CTCF_BR	35
chr12	107369737	107369887	id-24880	1	+	NA	NONE	0
chr12	107379392	107379542	id-24881	2.4e-05	+	CACCCAGCTGCCTTCACTGCCTCTAGGAGGCATTC	V_CTCF_BR	16
chr12	107407965	107408115	id-24882	3.4e-06	+	GGTTATCTGTAGAAGCTGTCCACCAGGTGGCATAG	V_CTCF_BR	29
chr12	107473054	107473204	id-24883	1.55e-07	+	TTGTTATTGCTATATTTTGCCACCAGAGGACAGCC	UpstreamP1_CTCF	39
chr12	107485928	107486078	id-24884	1	+	NA	NONE	39
chr12	107498610	107498760	id-24885	1.28e-08	-	CTTGTACTTCTTGCACTAGCCTCCAGGTGGCATCA	Upstream_CTCF	40
chr12	107520754	107520904	id-24886	4.01e-05	+	TCCTCCATACACAGAACCACCAGCAGATGTCATAT	Upstream_CTCF	40
chr12	107525669	107525819	id-24887	3.09e-06	+	GCTGCTGAAAAGCTCTTTATCAGTAGGTGGCGCTA	Upstream_CTCF	40
chr12	107527380	107527530	id-24888	1	+	NA	NONE	14
chr12	107528517	107528667	id-24889	3.84e-06	-	CTGTGAGGAGACCACCACTCCAACAGAGGGCGCTA	UpstreamP1_CTCF	37
chr12	107594823	107594973	id-24890	1	+	NA	NONE	2
chr12	107617928	107618078	id-24891	1.9e-06	+	CTTGCTGAACTCAGGAGTTCCACAAGAGGGAACCT	Upstream_CTCF	15
chr12	107711579	107711729	id-24892	4.88e-05	-	CGGAGGCCCGTGGCGGTGGACACCACTGGGAGGCC	V_CTCF_BR	30
chr12	107711877	107712027	id-24893	1.19e-06	+	GAGAATGCGGGCAGGGACAGCAGCAGGGGGCAGCA	V_CTCF_BR	26
chr12	107720144	107720294	id-24894	1	+	NA	NONE	10
chr12	107766243	107766393	id-24895	4.1e-06	+	AGTGTATTACCAAGGGGGGCCATAAGGTGTCCACA	Upstream_CTCF	16
chr12	107789756	107789906	id-24896	5.08e-05	-	AGGACTTCCCAGGCTTAGGCCAGGAGGGGGCCAGG	UpstreamP1_CTCF	7
chr12	107796314	107796464	id-24897	3.47e-07	-	GAGCTGCAGCTTGGTTTTGGCACTAGGGGGAGCAA	UpstreamP1_CTCF	40
chr12	107798892	107799042	id-24898	4.7e-06	+	CCAGGTTGTACACTGCTCAGCTCTAGAGGGCACTA	V_CTCF_BR	40
chr12	107809078	107809228	id-24899	8.21e-05	-	TAGTTAACGCAGCTCTTCCTCTGTAGTGGGCACTG	V_CTCF_BR	16
chr12	107829032	107829182	id-24900	1	+	NA	NONE	7
chr12	107842104	107842254	id-24901	7.11e-06	+	CCACTAATTCCATGCTCTGCCCACAGGGGGCCCCA	Upstream_CTCF	40
chr12	107916951	107917101	id-24902	5.28e-05	+	GAGTCAGTAGCTGATCCAAGCCATAGGGGGCGCTT	Upstream_CTCF	38
chr12	107937722	107937872	id-24903	7.55e-07	+	ATGGCACCCCCCTGCACCACAAGCAGGGGGCACTG	V_CTCF_BR	9
chr12	107954061	107954211	id-24904	8.71e-06	+	TTCACAGGCCCTCTGTTGGCCTGTAGGAGGAAGAA	V_CTCF_BR	18
chr12	107958912	107959062	id-24905	5.3e-05	-	CAGCTGTAGCACAGCAATACCACAAAGTGCCTAAC	UpstreamP1_CTCF	40
chr12	108001398	108001548	id-24906	6.62e-09	-	ATGAAGCGTTTGCTTCTGGCCACCAGGGGGAGCTG	UpstreamP1_CTCF	40
chr12	108004169	108004319	id-24907	1.64e-05	-	AAGCAAGCAATCTAAGCCGTCAGTAGGGGGAGCCT	V_CTCF_BR	40
chr12	108007447	108007597	id-24908	1	+	NA	NONE	0
chr12	108015874	108016024	id-24909	7.23e-07	-	TGTGTAAAGCCACATTTCACCAGTAGGGGATGCCA	Upstream_CTCF	40
chr12	108064942	108065092	id-24910	3.65e-07	+	GTTGTGGACTCAGGGCTGAGCGGCAGGGGGCGCTC	V_CTCF_BR	40
chr12	108069333	108069483	id-24911	1.17e-05	-	GCCCTGAAATGGGCAAGAAGCTGTAGGGGGCAGAG	V_CTCF_BR	4
chr12	108070134	108070284	id-24912	3.97e-07	+	AGGCATAATCCTGGAGTGTCCACTAGGTGGAGCCA	V_CTCF_BR	40
chr12	108089679	108089829	id-24913	1.19e-06	+	TTTTCTCCTGTGGGGTATGCCACAAGATGGCACTG	V_CTCF_BR	40
chr12	108130890	108131040	id-24914	1	+	NA	NONE	3
chr12	108154921	108155071	id-24915	1.32e-05	+	TGCGCCCTCCCCGCCGCGGCCCGCAAGCGGCGCCC	Upstream_CTCF	21
chr12	108155416	108155566	id-24916	1	+	NA	NONE	8
chr12	108169116	108169266	id-24917	1.01e-05	+	ATGGCAGTACTTGCCCGTGCCGCTGGACAGCGCCT	Upstream_CTCF	9
chr12	108267079	108267229	id-24918	1	+	NA	NONE	4
chr12	108278972	108279122	id-24919	9.62e-08	-	GGGCAGTTTGTTCTAACAACCAGAAGATGGCGCCC	UpstreamP1_CTCF	40
chr12	108285864	108286014	id-24920	2.81e-05	+	ATAGATTAATGACAAATGACCAACAGGAGGCAGCA	V_CTCF_BR	40
chr12	108306207	108306357	id-24921	1.91e-08	+	CCAGCTGCCCTGCCAGCCCCCTGCAGGGGGCGCTG	Upstream_CTCF	40
chr12	108306624	108306774	id-24922	8.58e-08	-	GGTGCTGACCCCAAAGCTGCCACCTGATGGCGCAG	Upstream_CTCF	33
chr12	108312089	108312239	id-24923	1.09e-06	+	CGTCAGTTCCCCTTCTAGTCCACTAGATGCTGCTC	UpstreamP1_CTCF	40
chr12	108323344	108323494	id-24924	8.58e-06	-	ATGTAGCTAGGGCAAAAAACCACTAAGTGACGCTG	UpstreamP1_CTCF	38
chr12	108345934	108346084	id-24925	1	+	NA	NONE	1
chr12	108384204	108384354	id-24926	1.15e-07	+	GAGAGGTGAAGTAGGAAAGCCAGCAGGGGGCACAC	V_CTCF_BR	37
chr12	108386751	108386901	id-24927	5.55e-07	+	CCTGCAGTTCCTTCCTCAAGCAGTAGAGGCTCCAT	Upstream_CTCF	39
chr12	108412118	108412268	id-24928	4.88e-05	-	TTGACTTGCAAATCGGCAAACAGATGATGGCAGTA	V_CTCF_BR	0
chr12	108457069	108457219	id-24929	6.21e-06	+	GGAGTAATACTATCATCTACCACAGAGGGGCGCTA	Upstream_CTCF	37
chr12	108492990	108493140	id-24930	6.8e-06	+	ACGTCCTTTCCCCTCATCTCCACCAGCAGGAGGTG	Upstream_CTCF	28
chr12	108506186	108506336	id-24931	5.63e-06	+	CTGCAGTGGATAGAAACCCACGCCAGGGATCGCAA	UpstreamP1_CTCF	0
chr12	108507044	108507194	id-24932	4.1e-06	+	TAGGCCGGTATTGCAACTTCCAGCAGGGGCAGCCA	Upstream_CTCF	5
chr12	108522962	108523112	id-24933	1	+	NA	NONE	4
chr12	108523389	108523539	id-24934	3.63e-05	-	TCAAGGGGCATCCTCTGCGCCTCCAGCGGGAAAGT	V_CTCF_BR	25
chr12	108569236	108569386	id-24935	2.58e-05	+	AATGTGTTTTTATGTAAACACAGCAGGGGGTGGTG	Upstream_CTCF	11
chr12	108587734	108587884	id-24936	1.98e-08	-	ATGCTTTTTCATATTACCACCAGCAGGGGGCCCCA	UpstreamP1_CTCF	39
chr12	108628061	108628211	id-24937	2.6e-05	+	ATGTCTTTCTCAGGGTGAGACACAGGAGGGAGGCA	UpstreamP1_CTCF	26
chr12	108631192	108631342	id-24938	1.11e-05	-	GCGGAATTGCCGGACTCCACCACTAGGGTGTCCCC	Upstream_CTCF	37
chr12	108634341	108634491	id-24939	1.62e-08	+	GTGCTCCGGACCAGCGTGACCAGCAGGAGGCAATG	UpstreamP1_CTCF	1
chr12	108665444	108665594	id-24940	1	+	NA	NONE	2
chr12	108666996	108667146	id-24941	9.31e-05	-	CAAGCTCTTCCCCAAATGTCCTGTATGTGATGCTC	Upstream_CTCF	2
chr12	108693465	108693615	id-24942	2.43e-06	+	CAAAGAACATCTGGAGCCACCAGAAGCTGGCAGAG	V_CTCF_BR	2
chr12	108696243	108696393	id-24943	6.67e-08	+	GTGCAGCATCCCACAGCGTCCTACAGAGGGTGGCC	UpstreamP1_CTCF	22
chr12	108710553	108710703	id-24944	6.98e-07	+	CCACAGGCACCGGTTGGAACCGCCAGTGGGAGCTC	V_CTCF_BR	2
chr12	108714802	108714952	id-24945	1.37e-05	+	GCCGCAGAGCACAATGCTCACTCCAGGGGTCCCCG	Upstream_CTCF	10
chr12	108731195	108731345	id-24946	8.21e-06	+	AGTAATATCCCAGATCTGGCCTCTAGGGGCCTCCC	V_CTCF_BR	40
chr12	108736951	108737101	id-24947	2.27e-05	-	ACACTAGGCACAGCCAGTACCAGGAGAGGGAGTGG	V_CTCF_BR	2
chr12	108763900	108764050	id-24948	1.83e-05	-	TGGTTTCTGAAGAAAAAATCCAGGAGAGGGAGCCA	V_CTCF_BR	3
chr12	108767007	108767157	id-24949	1.12e-09	+	CCTGCATTTCCACTCCTGAGCCCCAGGAGGCGCTA	Upstream_CTCF	35
chr12	108768486	108768636	id-24950	1.04e-06	+	TCTGCCACAGCAGGTCTTGCCAGCAGAGGCATCCG	Upstream_CTCF	7
chr12	108851135	108851285	id-24951	2.96e-05	-	TGTAATTTGCTTCTCTAATCCCCTAGGGGGCACCA	V_CTCF_BR	40
chr12	108851880	108852030	id-24952	3.63e-05	-	ATGAGGAAATAAAGGCATGACTCCAGGGGGTGCTC	V_CTCF_BR	16
chr12	108888857	108889007	id-24953	1.38e-08	-	AGCACCCAGCCCAAGACAGCCTCCAGGGGGCAGTA	V_CTCF_BR	40
chr12	108905829	108905979	id-24954	1.01e-09	-	AGCCCATTACTGTGTCTGGCCACCAGGGGGCAGTA	V_CTCF_BR	40
chr12	108908699	108908849	id-24955	2.43e-06	-	GGGCGTGCGGATTTGGGGCACACTAGGTGGCGGGC	V_CTCF_BR	14
chr12	108910439	108910589	id-24956	1.28e-06	+	GTTTTCACATTCATACTGCCCAGGAGGTGGCACCA	V_CTCF_BR	34
chr12	108910807	108910957	id-24957	1.21e-06	-	AAGCACTGCTCCTCCACAGCCCCCAGCGGCAGCAG	UpstreamP1_CTCF	4
chr12	108913461	108913611	id-24958	1.93e-05	-	TCCAGAACCTTTGTTCTGGTCACATGGTGGCACTG	V_CTCF_BR	21
chr12	108920787	108920937	id-24959	7.44e-06	+	CAGTCTGTCCTCACCACTGCCTCCAGAGGGCCAGT	Upstream_CTCF	29
chr12	108953526	108953676	id-24960	8.16e-07	+	AGCTTCCAGATGGGTCTGCCCAGCAGGAGGCACCA	V_CTCF_BR	33
chr12	108957419	108957569	id-24961	5.98e-05	-	GTGCAGCAGCGCACCCTGGCTGCTGAAAGGCTGCT	UpstreamP1_CTCF	40
chr12	108964645	108964795	id-24962	4.43e-05	+	CAAACAAATCTAGTTTGAGCCACATGAGGGCATCA	V_CTCF_BR	36
chr12	108987601	108987751	id-24963	2.6e-07	+	CTGAGAACCCCTGCCCGGCCCAGCAGAGGGCTCAG	V_CTCF_BR	4
chr12	109006022	109006172	id-24964	2.18e-07	+	AGGTCTCTGTCCACTTCTGCCCCCAGGGGGCGGTA	V_CTCF_BR	40
chr12	109011992	109012142	id-24965	2.78e-12	-	AGCCGGGTGCTTGAAGCGGCCACCAGGGGGCGCCC	V_CTCF_BR	40
chr12	109027552	109027702	id-24966	3.03e-05	-	GTTGCTCGGATCCGGGACTGCCGCAGGGGGTGCCA	Upstream_CTCF	4
chr12	109041124	109041274	id-24967	1.15e-06	-	AGCGTATTTCCAAGTTAGAACAGCAGATGGCAAAG	Upstream_CTCF	24
chr12	109058698	109058848	id-24968	1.56e-06	+	GTGGTAATACCACCTTCAATCTCCAGATGGCACCC	Upstream_CTCF	40
chr12	109083797	109083947	id-24969	1	+	NA	NONE	28
chr12	109085458	109085608	id-24970	1.77e-05	-	GCTGCAGTTCACTGATATGTCCACAGCAGCCGGCC	Upstream_CTCF	39
chr12	109125392	109125542	id-24971	1.32e-05	-	CCTGCATCCCTCGGTGCGACCAGAGGGGGCGTAGC	Upstream_CTCF	40
chr12	109162010	109162160	id-24972	1	+	NA	NONE	18
chr12	109162351	109162501	id-24973	2.27e-05	-	CCAGAGCGCCCCGCAGGGGACTCCGGGAGGCGCCT	V_CTCF_BR	17
chr12	109162658	109162808	id-24974	3.18e-06	-	AGGGCAGGGACGCTCTGTGCCAGATGGGGGTGCCA	V_CTCF_BR	13
chr12	109164122	109164272	id-24975	1.27e-06	-	CTGCTCCTCCAGGGGAGCGCCTCCTGATGGAGGCT	UpstreamP1_CTCF	4
chr12	109176924	109177074	id-24976	8.97e-05	+	TGGGCCAATGCCTGCCTGGCCTGCAGGAACCGCCA	Upstream_CTCF	1
chr12	109193322	109193472	id-24977	3.71e-05	+	CAAGAGCTACTCAGCTGCTACAGCAGATGGAGACA	Upstream_CTCF	1
chr12	109197400	109197550	id-24978	5.53e-08	-	AGGCACCTTCCTTCTTTCTCCACTAGGTGGCAGTC	UpstreamP1_CTCF	39
chr12	109210613	109210763	id-24979	1	+	NA	NONE	4
chr12	109220375	109220525	id-24980	1	+	NA	NONE	24
chr12	109226817	109226967	id-24981	1	+	NA	NONE	12
chr12	109242138	109242288	id-24982	5.3e-05	-	GTGAGCTGCCATCACCTCATCTCTAGGAGGTGCTG	UpstreamP1_CTCF	27
chr12	109244741	109244891	id-24983	1	+	NA	NONE	25
chr12	109247902	109248052	id-24984	7.46e-06	-	GTGGGATCCTGTCCTCTACCCACTAGGTGCCAGTA	UpstreamP1_CTCF	39
chr12	109249444	109249594	id-24985	1	+	NA	NONE	8
chr12	109278314	109278464	id-24986	1.15e-07	+	TCTTGCCCAAAGTTAACGGCCAGTAGGTGGCAGAG	V_CTCF_BR	40
chr12	109345024	109345174	id-24987	3.09e-07	-	GCCCATGTGTTTTTTACCTCCAGTAGAGGGCGCCA	V_CTCF_BR	40
chr12	109361713	109361863	id-24988	1	+	NA	NONE	39
chr12	109447605	109447755	id-24989	1	+	NA	NONE	1
chr12	109531299	109531449	id-24990	5.72e-09	-	GCTTGCCACACACGGGAGGCCAGCAGGTGGCACCA	V_CTCF_BR	39
chr12	109539617	109539767	id-24991	1.97e-06	-	GACAACCTTCACCTGTGAACCACCAGGGGTCAGGA	V_CTCF_BR	10
chr12	109549813	109549963	id-24992	1.99e-07	+	CTCTCCCGGTGCAGCACTGCCGGTAGGGGGAGCAG	V_CTCF_BR	40
chr12	109572080	109572230	id-24993	1.51e-08	+	AAGCATTTGGCCACTGTGGCCAGCAGAGGGCATGA	UpstreamP1_CTCF	40
chr12	109629456	109629606	id-24994	1.54e-05	-	CAGCAATGAGGTAGTCCAACCACCCGGTGTCGATG	UpstreamP1_CTCF	1
chr12	109641415	109641565	id-24995	6.39e-08	+	CGTCCCCCTGTCCTCAGGACCACCAGGGGGTGCAC	V_CTCF_BR	6
chr12	109649357	109649507	id-24996	1.04e-05	+	GAAGGAAGTAGATTAGTGGCCGCCAGGGGCTGCAG	V_CTCF_BR	1
chr12	109690864	109691014	id-24997	1	+	NA	NONE	3
chr12	109693313	109693463	id-24998	3.8e-08	-	TAAATGGCTGTGGCTCTGACCAGGAGGGGGCAGCC	V_CTCF_BR	37
chr12	109702050	109702200	id-24999	1.22e-08	+	ACCTGCTGCTCCCCATCTACCACCAGGTGGCGGTG	V_CTCF_BR	40
chr12	109740340	109740490	id-25000	1	+	NA	NONE	30
chr12	109746816	109746966	id-25001	5.53e-08	+	ATGCAATGCCCGGCATTGCCCGGGAGGAGGGAGCA	UpstreamP1_CTCF	8
chr12	109763886	109764036	id-25002	1.54e-05	-	CTGGACAGGCACCGGCAGGCCAGCAGGTTGTGCCC	UpstreamP1_CTCF	1
chr12	109784834	109784984	id-25003	6.84e-06	+	TGGACCCACAGTCCTCCATCCAACAGGGGGTGCTG	V_CTCF_BR	24
chr12	109823426	109823576	id-25004	4.7e-06	-	GTTTTAAAAAACAGAATGGCCACCAGATGTCTCCC	V_CTCF_BR	40
chr12	109825283	109825433	id-25005	4.7e-06	+	GAACACAATGTCATTTTTGTCACTAGAGGGCACTG	V_CTCF_BR	39
chr12	109831659	109831809	id-25006	2.41e-08	-	CCGCTATGACACTCAGGCACCAGTAGATGGCACTA	UpstreamP1_CTCF	40
chr12	109865940	109866090	id-25007	1.01e-09	+	GGCCAAGTGCGTAGATCTGCCACCAGGGGGCAGCC	V_CTCF_BR	40
chr12	109870679	109870829	id-25008	1.79e-08	+	GCCGCACTGGCACGGGCCTCCAGCAGAGGGCGTGG	Upstream_CTCF	40
chr12	109871632	109871782	id-25009	1.38e-06	-	CCCAGGGCAGCCACTGGGGACAGCAGTGGGTGGTG	V_CTCF_BR	40
chr12	109875208	109875358	id-25010	9.41e-05	+	TACATAGTATTCCACTATAGCAGCAGAGGTCAGCA	V_CTCF_BR	2
chr12	109881671	109881821	id-25011	5.37e-06	-	GTGCAGTCCAGGCTGGGCAACGCTAGGGGAGGAGG	UpstreamP1_CTCF	4
chr12	109888081	109888231	id-25012	1.67e-07	+	CGCTGCGCCCAGCCGGGCTCCAGCAGGGGCCGCCA	V_CTCF_BR	22
chr12	109900788	109900938	id-25013	2.47e-05	+	GGTGCAGTGCCATTCCCAAGCAGAGGCAGCAGGAC	Upstream_CTCF	7
chr12	109936309	109936459	id-25014	8.9e-05	+	GTTAAGTGACTGTTAATGAACATTAGATGTCAGCC	UpstreamP1_CTCF	1
chr12	109951005	109951155	id-25015	1	+	NA	NONE	5
chr12	109956672	109956822	id-25016	1.21e-06	+	GGGCCTTTGCTGGATTTGGACACAAGGGGGCGTCA	UpstreamP1_CTCF	40
chr12	109979473	109979623	id-25017	4.14e-06	-	GGCAGGCTTCTCCCCAGAGCCTCCAGAGGGAGTGC	V_CTCF_BR	15
chr12	110018227	110018377	id-25018	2.67e-06	+	GGGGCAGCCCTTCCCTTGAGCAGCAGATGCTGGCT	Upstream_CTCF	7
chr12	110020562	110020712	id-25019	1.52e-07	-	GGCTGGCCCTTCCCAGGGACCAACAGGTGGCAGCG	V_CTCF_BR	22
chr12	110030123	110030273	id-25020	1.47e-05	-	GGCTGCTGCACAGCCACGGCAGCTAGGGGCCACCC	V_CTCF_BR	1
chr12	110035609	110035759	id-25021	2.37e-09	+	AGTGCGCGTCTGCCCTTGGCCACTAGGGGGCAGCT	Upstream_CTCF	40
chr12	110050906	110051056	id-25022	9.88e-07	-	TCAGCAACTTGTTAACCAACCAGCAGGTGGCCACA	Upstream_CTCF	40
chr12	110063107	110063257	id-25023	1	+	NA	NONE	24
chr12	110151228	110151378	id-25024	1.9e-06	-	CGTGCTGGTTTTTGTAGTCCCACTAGGGGTGGCAA	Upstream_CTCF	19
chr12	110152053	110152203	id-25025	2.27e-06	+	TCGCCGCTGTTCTTTGCAACCTGCAGGGGCCGGTG	V_CTCF_BR	33
chr12	110152327	110152477	id-25026	1.09e-06	+	GCTGCAGCCTTGAGCGGGGCCCCGAGGGGAGGCGC	Upstream_CTCF	32
chr12	110152673	110152823	id-25027	5.51e-07	-	TCCAATCCTGGCTGCCCGGACGCCAGGGGGTGCCC	V_CTCF_BR	17
chr12	110157242	110157392	id-25028	1.24e-05	+	GAAATCAGATGGCCCACAGCCTCTAGAGGGAGTAA	V_CTCF_BR	36
chr12	110177741	110177891	id-25029	4.14e-06	-	TCTCGCCCTCGCCTGTCTGGCTGCAGGGGGCGTCA	V_CTCF_BR	36
chr12	110202088	110202238	id-25030	3.16e-06	+	CCTCAATGAGCCCTGTTGACCACATGGGGGCAAAA	UpstreamP1_CTCF	24
chr12	110210241	110210391	id-25031	1.1e-06	-	AGAAACCATGCTAGAATGGCCACCGGAGGGCACTT	V_CTCF_BR	23
chr12	110213193	110213343	id-25032	2.47e-07	-	CTGAGGTCCCGGAGATTGGTCACCAGGGGCCGCTG	UpstreamP1_CTCF	40
chr12	110217437	110217587	id-25033	1.93e-05	-	ACACCAGCTTTCCTCAAGGACACAAGATGGTGCCC	V_CTCF_BR	11
chr12	110235779	110235929	id-25034	5.34e-06	-	CAGAACATTGCTGAATTGTCCTCTGGGGGGCACCA	V_CTCF_BR	38
chr12	110243194	110243344	id-25035	5.47e-12	+	ATGCAGTTCCAGGAACCAGCCACCAGGTGGCGAAG	UpstreamP1_CTCF	40
chr12	110249521	110249671	id-25036	5.48e-05	-	CTTGCGTGTCCTCCTCTGTCCCCCTGCTGGCCACA	Upstream_CTCF	35
chr12	110252295	110252445	id-25037	3.88e-06	-	TGAAGTTCCAGGGCGCCTTCCGCAAGGGGGTGCCC	V_CTCF_BR	0
chr12	110275446	110275596	id-25038	6.39e-05	-	ACTCCATTACACATTCCCACCAGCAGTGTGCGAAG	Upstream_CTCF	24
chr12	110279482	110279632	id-25039	2.72e-05	-	CTGGGATTACAGGCGTAAGCCACCGGGGGCGCCCG	UpstreamP1_CTCF	10
chr12	110279967	110280117	id-25040	2.28e-05	+	GCTGCCCTTTATCCAGCACCCCCTGGCAGGAGGCG	Upstream_CTCF	15
chr12	110283209	110283359	id-25041	2.6e-07	-	CCCTGCAGCTCCCACGGGCCCGGTAGGTGGCGCTG	V_CTCF_BR	40
chr12	110291018	110291168	id-25042	2.81e-06	+	GCTGTAGTCTCTCTTTTGTCCTTAGGGGGGCGATA	Upstream_CTCF	40
chr12	110298865	110299015	id-25043	2.97e-06	+	CAGTGTGGGCACCAAGTGACCGCATGAGGGCAGAA	V_CTCF_BR	1
chr12	110318279	110318429	id-25044	1.22e-07	-	CGGCAGTTTAGGCGCTCGGCCGGCGGGCGGCGCTG	UpstreamP1_CTCF	37
chr12	110326322	110326472	id-25045	1	+	NA	NONE	21
chr12	110337939	110338089	id-25046	1.83e-05	+	GCTATTTATCTCCCGCTGGCCACGACGGGGCACCA	V_CTCF_BR	38
chr12	110348828	110348978	id-25047	2.81e-05	+	GGCGGATCCTGCAGGCCCTCCTCGAGAAGGAGGAC	V_CTCF_BR	37
chr12	110358357	110358507	id-25048	3.79e-08	-	TAGCACTGCTCCATTATGACCGGCAGAGGCCACAG	UpstreamP1_CTCF	4
chr12	110365484	110365634	id-25049	1.7e-05	-	TGCTCCTTACTCCTCTTCACCACCAGGGTGCGCTT	Upstream_CTCF	40
chr12	110371958	110372108	id-25050	5.96e-07	+	GTCAGCCGTGCATCCCACACCACCAGAGGGCACAT	V_CTCF_BR	40
chr12	110382878	110383028	id-25051	5.52e-05	-	CTGCTAACTGCCCTTCCGTCCTGCATGAGGCAGCA	UpstreamP1_CTCF	21
chr12	110389686	110389836	id-25052	7.15e-05	+	TCCAGCCTGCAGTGGAGCTCAGCTAGAGGGAGCAG	V_CTCF_BR	18
chr12	110434176	110434326	id-25053	3.4e-06	-	CGGGCAGTCTCCTGCCCTCACTCAAGATGGCGACA	Upstream_CTCF	8
chr12	110453026	110453176	id-25054	1	+	NA	NONE	3
chr12	110462394	110462544	id-25055	3.29e-05	-	CCTGCAGCACTGGGCTCCAACACCAAAAGCCATCA	Upstream_CTCF	23
chr12	110462760	110462910	id-25056	2.43e-06	+	TCATACCTTTCTCTTCTGCCCAGCAGATGGCTGTC	V_CTCF_BR	28
chr12	110474519	110474669	id-25057	9.4e-06	-	GAGTTATTATAAGTAACTGCCACAAGAGGAAGCAA	UpstreamP1_CTCF	39
chr12	110481062	110481212	id-25058	3.4e-06	+	TTTTAAGTTTAAAGAGAAGCCACTAGGGGGCTGTA	Upstream_CTCF	40
chr12	110486177	110486327	id-25059	2.43e-06	+	CTCGGGGCCTCTGCCTCCCCCACCAGGAGGCTGCA	V_CTCF_BR	25
chr12	110523444	110523594	id-25060	2.27e-05	-	GGCGTGTGACTCACTTCTAGCACTAGAGGGTAGAG	V_CTCF_BR	0
chr12	110528628	110528778	id-25061	8.19e-06	-	ACTAAGCTCCGGCCAATGACCAGCAAGTGGCAGTG	UpstreamP1_CTCF	3
chr12	110538101	110538251	id-25062	1.22e-08	+	ATGGTGGTACTGCTACTGACCAGCAGAGGGCAGTG	V_CTCF_BR	39
chr12	110538492	110538642	id-25063	1.31e-05	-	GCTAAGCCAAATGACATAACCTCTAGAGGCCACTG	V_CTCF_BR	23
chr12	110540109	110540259	id-25064	1.99e-07	+	GCATTCCCAAGCATGGCAGCCACAAGGGGGCAACA	V_CTCF_BR	40
chr12	110555173	110555323	id-25065	6.84e-06	-	AGCCTCCCGAAAAGTTGGGACTACAGGTGGCGCCA	V_CTCF_BR	33
chr12	110562134	110562284	id-25066	1.17e-05	-	CACGAAACCGTTTCCCCACCCCCCAGGAGGCGCCC	V_CTCF_BR	18
chr12	110618708	110618858	id-25067	1	+	NA	NONE	6
chr12	110662192	110662342	id-25068	4.43e-05	-	AGAAAGTACTTCCAGTTTGCCAAAAGAGGGAGCAT	V_CTCF_BR	39
chr12	110662624	110662774	id-25069	1	+	NA	NONE	18
chr12	110683417	110683567	id-25070	1.96e-08	-	TCTTTGCCACAGATGGAGGCCAGCAGGGGGCACTG	V_CTCF_BR	40
chr12	110693902	110694052	id-25071	1.5e-05	+	CATGCAATCCCACCAGCAGGCGGAAGAGAAGGCCC	Upstream_CTCF	5
chr12	110718396	110718546	id-25072	1.54e-05	+	CTGGCGTGCGAAGGAGCTGGCGGCAGGGGGTGTAG	UpstreamP1_CTCF	30
chr12	110718610	110718760	id-25073	1	+	NA	NONE	2
chr12	110758543	110758693	id-25074	1	+	NA	NONE	1
chr12	110776705	110776855	id-25075	1	+	NA	NONE	37
chr12	110792995	110793145	id-25076	6.75e-05	+	GAGACCTGACATGCTACCTCAGCCAGGGGGCGTCA	UpstreamP1_CTCF	40
chr12	110796321	110796471	id-25077	3.16e-05	+	ATTGCAATTCCTAGGATAACCACTAAAGGAACAGA	Upstream_CTCF	38
chr12	110808828	110808978	id-25078	4.65e-05	+	AGGGCCCTCTGGGGTCAGGCCTGCAGCTGTTGGGA	V_CTCF_BR	6
chr12	110841384	110841534	id-25079	1.03e-06	+	CTGCTCTGCAAAGCCGCGGGCAGCGGCGGCAGCAC	UpstreamP1_CTCF	26
chr12	110869268	110869418	id-25080	4.38e-09	-	GTTCCCAGTTCCGTTACTGCCAGCAGGGGGCGCAC	V_CTCF_BR	40
chr12	110887578	110887728	id-25081	3.66e-06	+	GGGTTCTGACAAATGACAAACAGCAGAGGGAGCCT	UpstreamP1_CTCF	40
chr12	110888164	110888314	id-25082	3.56e-06	+	GTTGCAGCGGCCGCGCGGATCTGAAGGAGGCGCCA	Upstream_CTCF	40
chr12	110907037	110907187	id-25083	2.18e-07	+	GCCCGCGTGCATCTCTCTGCCCCGAGGGGGCGCTG	V_CTCF_BR	40
chr12	110950339	110950489	id-25084	2.84e-05	+	ATGACATATTGCTTGGTGTCCACTAGGGAGCGATA	UpstreamP1_CTCF	40
chr12	110989936	110990086	id-25085	8.99e-05	+	TGAATAAACTTTTGAGCTACCACAGGGTGGCATTG	V_CTCF_BR	7
chr12	110990207	110990357	id-25086	9.51e-07	+	CCATCCCCTCTCCTTCTACCCTGTAGAGGGCGGTA	V_CTCF_BR	40
chr12	111022772	111022922	id-25087	1	+	NA	NONE	6
chr12	111038213	111038363	id-25088	3.63e-05	-	CCAAATTTTGGAAATAAGACCAAGAGAGGGCAGTG	V_CTCF_BR	39
chr12	111040122	111040272	id-25089	6.34e-08	-	AATGCCATTTCACCTATTCCCTGCAGATGGCAGCC	Upstream_CTCF	40
chr12	111051738	111051888	id-25090	4.14e-05	-	GGGCGGATCCCGGATGAGGCCGGAGGGCGGCGCCT	UpstreamP1_CTCF	18
chr12	111057496	111057646	id-25091	4.68e-05	-	AGGTGGTGACTGCCCCCTGCCACCACAGTGTACCA	UpstreamP1_CTCF	16
chr12	111079501	111079651	id-25092	1.83e-05	+	GCCGAGCTTCCTGCAGGCGGCTCTGGTGGGCGGCC	V_CTCF_BR	7
chr12	111087537	111087687	id-25093	2.68e-05	+	TCTGCTGCAGGCGGGTGCTGCGGCAGAGGCCAGCT	Upstream_CTCF	4
chr12	111092702	111092852	id-25094	1.34e-06	+	GGAGGAATGCCCCTCCTGACCCAGAGATGGCAGAG	Upstream_CTCF	4
chr12	111136161	111136311	id-25095	6.62e-09	-	GAGCACTTTCCACTAGCAACCAGCAGGTGGAACAA	UpstreamP1_CTCF	40
chr12	111137651	111137801	id-25096	2.73e-07	+	GCTGTAAGTTGCCTCCGTTCCACAAGGTGGCAGGG	Upstream_CTCF	25
chr12	111142659	111142809	id-25097	5.41e-07	+	CTCCACCTGCACATGTTCACCTCCAGGAGGCAGGC	UpstreamP1_CTCF	34
chr12	111146674	111146824	id-25098	1.08e-05	+	TTGATACTGCCCCAGTCTACCAGCAGAGGCAAACT	UpstreamP1_CTCF	6
chr12	111264587	111264737	id-25099	1.19e-06	-	AAACGCCATTCATGTTGGTGCACCAGGGGGCGCCA	V_CTCF_BR	40
chr12	111284882	111285032	id-25100	4.21e-05	-	GACCGCTCTTTCCTTTTCCCTGGCAGGGGGAGCTG	V_CTCF_BR	38
chr12	111296736	111296886	id-25101	2.97e-06	-	GTGGGGGTTTATTCACGGTGCAGCAGGTGGCACTG	V_CTCF_BR	12
chr12	111299667	111299817	id-25102	1	+	NA	NONE	21
chr12	111325922	111326072	id-25103	2.37e-09	-	CCTGCAATACCGCAAATGGACGCCAGAGGACAGTG	Upstream_CTCF	40
chr12	111332282	111332432	id-25104	1.79e-08	+	GGTGTTATTCTCCTCTAGGCCACTGGATGGCAGCA	Upstream_CTCF	40
chr12	111343911	111344061	id-25105	3.09e-06	-	TTTTTAGCAGCATCCTTGGCCACTAGATGACAGCA	Upstream_CTCF	18
chr12	111370004	111370154	id-25106	1	+	NA	NONE	38
chr12	111374985	111375135	id-25107	6.07e-12	+	CTGCATTTCTCCAAACTGCCCAGCAGGGGGCGGTG	UpstreamP1_CTCF	40
chr12	111444065	111444215	id-25108	1.55e-05	+	CATCCATGGAACTGGTTAGCCAGTAGGAGTCAGTG	V_CTCF_BR	18
chr12	111462094	111462244	id-25109	2.39e-05	+	TGGCGTATACACCGAGTGTCCACCAGGTGGGGCTT	UpstreamP1_CTCF	40
chr12	111471122	111471272	id-25110	5.34e-06	-	GCCGGAGGGAGGGTGGGAGCCGCCCGGGGGCGCCA	V_CTCF_BR	29
chr12	111473575	111473725	id-25111	2.67e-06	+	CTTGCAATTCCGGGTCCGCACTCGAGTTGGGGCTA	Upstream_CTCF	4
chr12	111505116	111505266	id-25112	4.01e-05	+	GAAGGAAGGAAGTCTAGAGCCGCCTGGAGGCAGGG	V_CTCF_BR	1
chr12	111559753	111559903	id-25113	8.13e-06	-	CCAGTCAAACCAGAAACTTCCAGCAGGGGACTGCA	Upstream_CTCF	17
chr12	111575893	111576043	id-25114	1.48e-06	+	GAGGGGCTTGGCATGAGGACCAGCAGATGCCAGTC	V_CTCF_BR	6
chr12	111576154	111576304	id-25115	1	+	NA	NONE	0
chr12	111587219	111587369	id-25116	1.9e-06	+	GTGGCATCCCTGCCTCTCCCCACTAGATGCCAGTA	Upstream_CTCF	19
chr12	111594253	111594403	id-25117	2.91e-05	-	GCTGTCACTGCAGAGAAAGACGCTAGGGGTCAGGT	Upstream_CTCF	11
chr12	111612451	111612601	id-25118	7.8e-08	-	CCCTGTTCCCTTTGTCTGGTCACCAGAGGGCACCC	V_CTCF_BR	37
chr12	111632651	111632801	id-25119	2.86e-06	-	CAGGACTTTCTTCTGATGGCCACTGGGTGGTACAG	UpstreamP1_CTCF	5
chr12	111635514	111635664	id-25120	4.94e-06	+	AGGTCAGATCCACCTCCCACCACCAGGGAGCCATA	Upstream_CTCF	13
chr12	111638925	111639075	id-25121	5.51e-07	-	AGGTGGGTGGAGGCATCAGGCAGGAGAGGGCGCTG	V_CTCF_BR	8
chr12	111701918	111702068	id-25122	4.68e-07	+	GGGCACCCAGTGCTCTCTGCCTGCAGGTGGCAATA	V_CTCF_BR	11
chr12	111706677	111706827	id-25123	7.09e-08	+	CCGTAGTACCTCAGTTGTAACACGAGGGGGCAGCG	UpstreamP1_CTCF	40
chr12	111709950	111710100	id-25124	2.83e-07	-	AGCTGTGCAGGTGGCTTATCCACTAGATGGCACTG	V_CTCF_BR	38
chr12	111712752	111712902	id-25125	1	+	NA	NONE	40
chr12	111735921	111736071	id-25126	1	+	NA	NONE	17
chr12	111736744	111736894	id-25127	6.27e-08	-	AAGTCCTGCCTGACTCTGCCCACCAGATGGCAGCA	UpstreamP1_CTCF	40
chr12	111742471	111742621	id-25128	5.09e-10	+	CATGCAGTTTTGGTGGCTGCCACCAGGTGTCGCTG	Upstream_CTCF	40
chr12	111751679	111751829	id-25129	1.21e-10	-	GGACACCTGCTCGGAGCAGCCACCAGGGGGCAGCA	V_CTCF_BR	40
chr12	111765391	111765541	id-25130	6.15e-05	-	GCTGCCTGTGCCATTCCTTCCACAAGGAGCACCAT	Upstream_CTCF	20
chr12	111769090	111769240	id-25131	1.41e-06	+	TGGTTATTTTAACAAGTTTCCAGCAGGTGGCAGTT	UpstreamP1_CTCF	39
chr12	111834829	111834979	id-25132	7.94e-12	+	GCCCTCGATCGCCCCACAGCCACCAGGGGGCGCCA	V_CTCF_BR	40
chr12	111838867	111839017	id-25133	7.73e-05	+	TCTGTGCATTCACTGAAGGCCACTAGGGACAAAGT	Upstream_CTCF	5
chr12	111840741	111840891	id-25134	2.94e-06	+	CCGGCTTTCTGGAACTTGGCCAGCAGGAGGTGTTG	Upstream_CTCF	34
chr12	111843216	111843366	id-25135	2.14e-10	-	GCAGGGTCGAGGGGCCTGGCCTCCAGGGGGCGCGC	V_CTCF_BR	38
chr12	111862713	111862863	id-25136	8.89e-06	+	GATGTAATCCCAGTGCCAGCCTGGTGGAGGCCCTG	Upstream_CTCF	31
chr12	111882883	111883033	id-25137	1	+	NA	NONE	15
chr12	111889586	111889736	id-25138	1.91e-08	-	CGGGCATTTTTCTACTTTACCAGTAGGGGGCAGGA	Upstream_CTCF	40
chr12	111891411	111891561	id-25139	1.56e-05	+	CCTGCACACACACGCCTCACCTGAAGGGTGCGTCA	Upstream_CTCF	0
chr12	111920394	111920544	id-25140	8.71e-06	-	TTAAGGTGTTCATGTATCACCAGCAGGTGTAGCTG	V_CTCF_BR	34
chr12	111967349	111967499	id-25141	4.41e-06	-	AGACATTTCTTTATGACCACCAGCAGGTGGCATCA	V_CTCF_BR	40
chr12	112037736	112037886	id-25142	1.32e-05	+	CCTGCCGTCCCCCGCCCGCCACACAGTAGGCGCTC	Upstream_CTCF	17
chr12	112045159	112045309	id-25143	1	+	NA	NONE	17
chr12	112071507	112071657	id-25144	2.47e-05	-	AGTGCAGACTCTGCTAGTGCCCCCAGAGGCACAGT	Upstream_CTCF	1
chr12	112080997	112081147	id-25145	4.43e-05	-	GGGCTGCATGTTCAGGTTGCAGCTAGAGGGAGCTT	V_CTCF_BR	23
chr12	112101333	112101483	id-25146	3.42e-05	-	GGGGTACTCAGGAAGGGCTGCAGTAGGAGGCAGTG	Upstream_CTCF	15
chr12	112111419	112111569	id-25147	1.81e-06	-	GCTTTGCTTTTGGTATTGGACACTAGGTGGCGGTT	Upstream_CTCF	40
chr12	112123861	112124011	id-25148	1	+	NA	NONE	16
chr12	112125159	112125309	id-25149	1.47e-05	+	GAAACATCCCTGGCCTGACCCACTAGATGTCAGTA	V_CTCF_BR	29
chr12	112130774	112130924	id-25150	1.48e-06	+	TCGAGTCGAATTCCAAGCACCACTAGGGGGCTGAG	V_CTCF_BR	39
chr12	112183143	112183293	id-25151	1	+	NA	NONE	1
chr12	112191087	112191237	id-25152	3.06e-08	+	GCAGGAAGGGGTGCTGCGGTCAGCAGAGGGCACCC	V_CTCF_BR	40
chr12	112196229	112196379	id-25153	1	+	NA	NONE	4
chr12	112204500	112204650	id-25154	1.39e-05	+	GGGCGCGGAGGCGTCGCGCGAGCCAGGGGGCAGCC	V_CTCF_BR	14
chr12	112226087	112226237	id-25155	3.67e-07	-	CAGCATCTCTGACCTCTATCCACTAGATGCCAGTA	UpstreamP1_CTCF	40
chr12	112251043	112251193	id-25156	2.93e-07	-	TCGTAGTTCAATGTATGTCCCACAAGGTGGCGCCC	UpstreamP1_CTCF	40
chr12	112262238	112262388	id-25157	1.04e-05	+	CGGTACAGATGTTTCTGCAACTGGAGGGGGCGGTA	V_CTCF_BR	28
chr12	112331237	112331387	id-25158	1	+	NA	NONE	1
chr12	112339130	112339280	id-25159	2.91e-05	-	ATTGTGATTTTCACCTTCTCCTGAAGGTGTCCCAC	Upstream_CTCF	7
chr12	112342140	112342290	id-25160	8.21e-06	+	CCAAACACAGCTGATCCTGCCAACAGAGGGAGCAT	V_CTCF_BR	22
chr12	112383134	112383284	id-25161	1.46e-07	+	TAGGTAATTTCATTTACGCCCAGTAGAGGGAACCA	Upstream_CTCF	40
chr12	112450821	112450971	id-25162	1	+	NA	NONE	25
chr12	112451176	112451326	id-25163	3.41e-07	-	GCAGCCATATCGCCGGGTTCCTGCAGAGGGAGGTA	Upstream_CTCF	39
chr12	112457954	112458104	id-25164	2.8e-05	-	GAAGAACTGACTATGCTGTCCCCTAGGGGACATAG	Upstream_CTCF	1
chr12	112507840	112507990	id-25165	3.63e-05	+	CCACTATACTCCAGCATGGGCAACAGAGGGAGACA	V_CTCF_BR	9
chr12	112524989	112525139	id-25166	5.17e-06	-	CCTGCTAAGATTTTTAAGTCCACCAGGGGGAAAAT	Upstream_CTCF	33
chr12	112549821	112549971	id-25167	3.65e-05	+	CTGCACTCCAGCCTGGGCAACAGAGGGAGACTCTG	UpstreamP1_CTCF	8
chr12	112550692	112550842	id-25168	4.01e-05	+	CTGGGCCTGTCCTTACCTGCCGCTGGGAGGCAGCT	V_CTCF_BR	9
chr12	112608288	112608438	id-25169	9.25e-06	+	TGGGTGTGGCACTCTCAGGCCCCCTGGTGGCAGTA	V_CTCF_BR	39
chr12	112617849	112617999	id-25170	1.03e-06	-	CTGGCCTAGGCCAGACTCCCCAGGAGAGGGAGCAG	V_CTCF_BR	16
chr12	112628682	112628832	id-25171	7.49e-07	+	ATGTAACACCAGGACTGCTCCAGGAGGTGGAGACA	UpstreamP1_CTCF	14
chr12	112636048	112636198	id-25172	2e-06	+	TCTGAATTACAGAACGAGACAGCCAGGGGGAGCTC	Upstream_CTCF	40
chr12	112657275	112657425	id-25173	1	+	NA	NONE	7
chr12	112699493	112699643	id-25174	8.64e-05	-	TGGACAGTTTCTGGGCTGGCCACCAGGAGCTCTCT	Upstream_CTCF	40
chr12	112732753	112732903	id-25175	3.73e-06	+	TGTGCCGGGTACTATTCTAGCACCGGAGGGCGCAG	Upstream_CTCF	36
chr12	112825255	112825405	id-25176	1.22e-07	-	GCAGCAAGGCCTGTGATGCACACAAGGTGGCGATG	Upstream_CTCF	40
chr12	112849440	112849590	id-25177	7.62e-07	-	TTTGCAATACCGCAACAAAACACAAGAGGGGGTTC	Upstream_CTCF	39
chr12	112856927	112857077	id-25178	7.07e-08	+	CGCGTTCGGTTAGCCCCGTCCGGAAGGGGGCGCCC	V_CTCF_BR	38
chr12	112860342	112860492	id-25179	2.04e-05	-	AGGAGATAAACAAACGTGGCCACCAGGGAGAGCCC	V_CTCF_BR	0
chr12	112888643	112888793	id-25180	7.46e-06	+	CAGTTATTCAGCAATGTCACCAACAGATGTCAGTT	UpstreamP1_CTCF	6
chr12	112910987	112911137	id-25181	1.64e-05	+	TGATTACTGAGTAAAGTTGCCACTAGGTGGCTTTG	V_CTCF_BR	36
chr12	112944437	112944587	id-25182	7.62e-07	+	TGGGCTGTTCTTCTGCCAGCCTGCAGGTGGCCACT	Upstream_CTCF	29
chr12	112962629	112962779	id-25183	2.29e-05	+	ATGCCCAGTTTCCGACTCACCACCAGGTGGTCAGA	UpstreamP1_CTCF	33
chr12	112977215	112977365	id-25184	1.32e-05	-	TCTTTTTTTTTTTTTTTAACCACTAGATGGCAAAA	Upstream_CTCF	28
chr12	112978393	112978543	id-25185	1	+	NA	NONE	0
chr12	112993547	112993697	id-25186	5.7e-05	+	CGTGCAATCTCAACAACCACCACAAGTCCTCGCTC	Upstream_CTCF	22
chr12	113002085	113002235	id-25187	1.72e-06	-	AGAGCTGTCATATCACACAACTCTAGGGGGCGCCA	Upstream_CTCF	19
chr12	113122661	113122811	id-25188	2.27e-05	+	TGGTTTCTTCTCTACGTCCCCACCTGGTGGAAGGG	V_CTCF_BR	15
chr12	113154584	113154734	id-25189	1	+	NA	NONE	4
chr12	113163294	113163444	id-25190	4.88e-05	+	GTAACATCTCCTCGATTAGCCGCTTGGGGGTGCTT	V_CTCF_BR	6
chr12	113226136	113226286	id-25191	3.4e-06	+	CTTTTCATTTCCACAGGGGCCTCTAGGGGGCCTGG	Upstream_CTCF	20
chr12	113241503	113241653	id-25192	1.71e-06	+	AAAGGATTGGACACACTGGCCAGGAGGAGGCAGTA	V_CTCF_BR	19
chr12	113243411	113243561	id-25193	1	+	NA	NONE	1
chr12	113253861	113254011	id-25194	1	+	NA	NONE	2
chr12	113261688	113261838	id-25195	1	+	NA	NONE	25
chr12	113276657	113276807	id-25196	5.08e-05	-	AGGCACCTGCTCTGGTGCACCATGAGGGGTCAGAA	UpstreamP1_CTCF	5
chr12	113293299	113293449	id-25197	2.29e-05	-	CTGTTGTTTGTTACTGTCACCACCTGGGGAGCCCT	UpstreamP1_CTCF	34
chr12	113338207	113338357	id-25198	4.66e-08	+	GTGGCAATTTAGCTAGCTGCCACTAGGTGGAGAGA	Upstream_CTCF	40
chr12	113366919	113367069	id-25199	2.93e-07	-	CTGAAGTGGCCTGTAGTTGCCTGATGGGGGCAGGA	UpstreamP1_CTCF	20
chr12	113376139	113376289	id-25200	1	+	NA	NONE	12
chr12	113377988	113378138	id-25201	1.04e-05	+	GTTCCCACTTTGTCAGCAGCCCCCAGATGGTGGGA	V_CTCF_BR	6
chr12	113388641	113388791	id-25202	6.67e-08	-	CAGCTCTTCAGGGCTGTGGACACCAGCTGGAACTG	UpstreamP1_CTCF	2
chr12	113415574	113415724	id-25203	1	+	NA	NONE	10
chr12	113430753	113430903	id-25204	9.06e-08	+	ATGTGCTACCCAGAAGCTGCCACTAGATGGTGGTA	UpstreamP1_CTCF	37
chr12	113440143	113440293	id-25205	6.19e-06	-	CTGCCATAACAAGTGACCACAACTAGGTGGCTTAA	UpstreamP1_CTCF	24
chr12	113443710	113443860	id-25206	4.3e-06	+	GAAGCAGCGCACCAGATTTAGCCCAGGGGGCGGTA	Upstream_CTCF	40
chr12	113468819	113468969	id-25207	1	+	NA	NONE	40
chr12	113486568	113486718	id-25208	2.31e-06	+	AACGAGGGACCAAAATAGACCACTAGGGGGCGTTC	Upstream_CTCF	40
chr12	113487975	113488125	id-25209	8.81e-07	-	GGCACAGCAGGTACGAAGGCCGCTAGGTGGCAGGG	V_CTCF_BR	37
chr12	113530616	113530766	id-25210	3.63e-06	-	ACCCTACAGCCGGCTCCTCCCTCGAGAGGGCGCTT	V_CTCF_BR	25
chr12	113531268	113531418	id-25211	7.02e-05	+	CTGTGACTGCGCCCCCTAACCCCCAGGGATGACCG	UpstreamP1_CTCF	1
chr12	113536242	113536392	id-25212	3.86e-08	-	GGCGCTATCCCGAGGGTGGCCAGCAGGGGTTGCCC	Upstream_CTCF	40
chr12	113558460	113558610	id-25213	1.37e-05	+	GGTGTCCCATGAGCTGGTGCCCCTAGAGGGCCACC	Upstream_CTCF	7
chr12	113568653	113568803	id-25214	5.34e-06	+	CGTCGTCCACTTTCACTAGGCAGTAGGGGTCGCTG	V_CTCF_BR	35
chr12	113573584	113573734	id-25215	6.39e-08	-	GGCGCGCATGACTGGGGTGCCGGTAGAGGGCGCGC	V_CTCF_BR	31
chr12	113587360	113587510	id-25216	1.21e-05	+	TGGGGTGTTACAGGCCTCTCCAGGAGGGGCAGAGG	Upstream_CTCF	26
chr12	113591175	113591325	id-25217	2.53e-05	-	GTCCCTGAGCCACTCAGCGCCACGCGGTGGCGCCG	V_CTCF_BR	39
chr12	113603918	113604068	id-25218	1	+	NA	NONE	1
chr12	113605414	113605564	id-25219	7.11e-06	-	CCTGCATTTGCTCCAGAGCTAGCCAGGGGTCAGCA	Upstream_CTCF	0
chr12	113612293	113612443	id-25220	2.88e-10	-	GCTGCAGTTCCCTGTGCAGTCACTAGAGGGCAGCA	Upstream_CTCF	40
chr12	113634863	113635013	id-25221	8.81e-07	+	AGAGGAGTATGGGATGTGGACACTAGATGGAGCCA	V_CTCF_BR	40
chr12	113652977	113653127	id-25222	3.31e-06	+	ATGCAATTCCAGTGTCTCACCACTTCCTGGCTGTG	UpstreamP1_CTCF	16
chr12	113659205	113659355	id-25223	1	+	NA	NONE	20
chr12	113659482	113659632	id-25224	3.18e-06	+	GGGAGGTGGGCCGTACGGGCCCAGAGGGGGCGCAG	V_CTCF_BR	7
chr12	113660989	113661139	id-25225	1	+	NA	NONE	12
chr12	113671161	113671311	id-25226	4.03e-06	+	CAGCAGCGTGCCGCTGGGGGCATCAGGTTGCAGTG	UpstreamP1_CTCF	4
chr12	113697307	113697457	id-25227	1.41e-05	-	TTGCTGGCGGCTGCCTCTGCCACCACATGGGGAAA	UpstreamP1_CTCF	6
chr12	113711072	113711222	id-25228	1	+	NA	NONE	3
chr12	113748444	113748594	id-25229	1.71e-06	+	TCCCTCCAGCCAGGCATTACCAGTAGATGGCATCG	V_CTCF_BR	34
chr12	113750422	113750572	id-25230	7.27e-06	+	CCCCAGGGTGGACCTGCTACCACTAGGTGGTGTTA	V_CTCF_BR	40
chr12	113754065	113754215	id-25231	1.26e-07	+	ATATGGATGTCTTTAGGGGCCACTAGAGGGCAGAG	V_CTCF_BR	36
chr12	113764997	113765147	id-25232	2.66e-05	-	TTTCATGAGAGAGGAGGGCTCAGTAGAGGGAGCTG	V_CTCF_BR	25
chr12	113785017	113785167	id-25233	3.1e-07	+	CTGAAGGTCTAAGGAGGTGGCACTAGGGGCCAGTG	UpstreamP1_CTCF	13
chr12	113796771	113796921	id-25234	1	+	NA	NONE	27
chr12	113797732	113797882	id-25235	2.97e-06	-	GTGGGAGGAGGCCCTTTCTGCTGCAGGGGGCAGTG	V_CTCF_BR	37
chr12	113816189	113816339	id-25236	5.3e-05	-	CTCCAAGGCAGCCTAGTGGGCAAAAGAAGGAAGTC	UpstreamP1_CTCF	22
chr12	113821786	113821936	id-25237	1.97e-06	+	CATGACTGATGAAGTACTGCCACTTGGTGGCAGCA	V_CTCF_BR	29
chr12	113824936	113825086	id-25238	2.46e-08	+	TGCTGCCAGCCCCAGAGGGCCAGCAGGGGGTGGTC	V_CTCF_BR	0
chr12	113853985	113854135	id-25239	1	+	NA	NONE	13
chr12	113863251	113863401	id-25240	2.67e-06	-	CCCACCATTCCATTATTGGCCGCTAGGGGGGGCGC	Upstream_CTCF	40
chr12	113877443	113877593	id-25241	1.72e-06	+	AAAGTTGCACTCCTTTGAGCCACAGGGGGGCAGCA	Upstream_CTCF	40
chr12	113896226	113896376	id-25242	1	+	NA	NONE	15
chr12	113899632	113899782	id-25243	9.84e-06	-	GTGCAAAAACCTCTGCTCACCCAAAGGGGGAGCTC	UpstreamP1_CTCF	40
chr12	113900279	113900429	id-25244	1.84e-07	+	CCTTGAGCCTCAAGATTGGCCACCAGGGAGCGCCA	Upstream_CTCF	40
chr12	113902653	113902803	id-25245	7.23e-07	+	CGGGATATCCTGCCTTCCCCCACCAGGTGGGGCCC	Upstream_CTCF	13
chr12	113962452	113962602	id-25246	3.66e-06	+	CTGGGTTACCCGGGTTTGGCCAAGAGGAGGCGCTG	UpstreamP1_CTCF	13
chr12	114036738	114036888	id-25247	1	+	NA	NONE	7
chr12	114085013	114085163	id-25248	8.46e-07	+	GGTGGATCTCCATTGTACAACCCCAGGGGGCGCCC	Upstream_CTCF	33
chr12	114093847	114093997	id-25249	6.8e-06	+	GAGTACTTCTGGATACTCCCCCATAGGGGGCATTC	UpstreamP1_CTCF	7
chr12	114103772	114103922	id-25250	1.97e-06	-	ACAGAGATCCCCGAGAAGGCCGGCTGGGGGCACAC	V_CTCF_BR	0
chr12	114111384	114111534	id-25251	1	+	NA	NONE	1
chr12	114135566	114135716	id-25252	1	+	NA	NONE	3
chr12	114154147	114154297	id-25253	3e-06	-	CTGTGCTTCCACACCTAACACAGTAGGTGGAGCAT	UpstreamP1_CTCF	0
chr12	114160621	114160771	id-25254	1	+	NA	NONE	2
chr12	114161849	114161999	id-25255	1	+	NA	NONE	2
chr12	114169933	114170083	id-25256	4.7e-08	-	ACTCTCAGCGATGAGGGCTCCACCAGGGGGCACTC	V_CTCF_BR	36
chr12	114195038	114195188	id-25257	3.09e-07	-	ATGGGAGACAAGATGCCGCCCAGCAGGTGGAGGCC	V_CTCF_BR	16
chr12	114204291	114204441	id-25258	3.5e-05	-	CCACCGTACCCCGCTTCCTCCAGCAGGGAGCCCCC	UpstreamP1_CTCF	4
chr12	114215766	114215916	id-25259	1.24e-05	+	TGTGGATGCTGGTCACTGGTCACAAGGTGGCAGGT	V_CTCF_BR	2
chr12	114224077	114224227	id-25260	8.58e-06	+	GAGGAGAGGCTGAACTTTGCCACCAGAGGACACTC	UpstreamP1_CTCF	26
chr12	114230278	114230428	id-25261	1	+	NA	NONE	4
chr12	114247421	114247571	id-25262	3.73e-06	+	GCCGCCAGTTCAGGGCTGGCCAATAGGAGGTGCTC	Upstream_CTCF	14
chr12	114256775	114256925	id-25263	2.46e-08	-	AGGCTTGTGTTCAGTTTGGCCAGCAGTGGGCACTA	V_CTCF_BR	40
chr12	114263594	114263744	id-25264	2.04e-05	+	GGAGTCTGGTCTCAAACGGCAGCCAGAGGGAGCTT	V_CTCF_BR	11
chr12	114264730	114264880	id-25265	5.96e-07	-	AACTCGGGGCCTGACATGTCCTCCAGGGGGCAGTT	V_CTCF_BR	27
chr12	114275837	114275987	id-25266	4.01e-05	+	CCAACGATTCCAGTTCAGGGCTGCAGGGGGCCAGA	Upstream_CTCF	38
chr12	114282975	114283125	id-25267	1	+	NA	NONE	0
chr12	114298057	114298207	id-25268	7.12e-06	-	CTGTCATGGGATGCATCCGCCTTTAGGTGGCAGAA	UpstreamP1_CTCF	23
chr12	114305183	114305333	id-25269	3.65e-07	+	TGGACCTGATGTGCTCCGGCCTCCAGGGGGCGTGG	V_CTCF_BR	39
chr12	114326933	114327083	id-25270	1.14e-06	+	AAGCACCCCTGGCTTCCATCCACTAGATGCCAGCA	UpstreamP1_CTCF	30
chr12	114350620	114350770	id-25271	1.15e-08	-	AGGCAGTTCCTCGTTGCAGACAGCAGGGGTCGCTG	UpstreamP1_CTCF	40
chr12	114371160	114371310	id-25272	7.44e-06	+	TGTGCTGCGTGCAGTGAGGGCAGGAGGAGGCCCTG	Upstream_CTCF	12
chr12	114374361	114374511	id-25273	1.14e-06	+	CTGTCTTTGCAGTCACTGGACATCAGAGGGCACTG	UpstreamP1_CTCF	14
chr12	114378293	114378443	id-25274	1.85e-05	+	CGTGCTGCAGAGCTAACGCCCCCTGGGAGCAGCCC	Upstream_CTCF	10
chr12	114393048	114393198	id-25275	4.23e-08	+	GTGCCAGAGAAGGTGCCTGCCGCCAGGGGGAGCTG	V_CTCF_BR	40
chr12	114404234	114404384	id-25276	9.51e-07	+	CGCCAATGCAGCGGAGAAGGCGGCAGGGGGCGCCG	V_CTCF_BR	40
chr12	114415958	114416108	id-25277	1.59e-06	+	TCCTCCCTGCGTGTGACCACCCCTAGGGGGCAGGA	V_CTCF_BR	16
chr12	114418432	114418582	id-25278	4.85e-07	+	CTACAATTCTATATAGCTACCAGCAGGGGACGCCA	UpstreamP1_CTCF	40
chr12	114433940	114434090	id-25279	1	+	NA	NONE	26
chr12	114451859	114452009	id-25280	3.71e-05	+	CAGGTGAGACAACATTTTGCCACAAGGGGTCCTCC	Upstream_CTCF	34
chr12	114569748	114569898	id-25281	8.79e-07	-	TTGCCTCTTCCCCCAATGGCCTCTAGATGGCTGAG	UpstreamP1_CTCF	16
chr12	114604289	114604439	id-25282	3.18e-06	+	GCACAAGGACTCCTTCTGACCTAGAGGGGGCAGCA	V_CTCF_BR	34
chr12	114643689	114643839	id-25283	1	+	NA	NONE	1
chr12	114650879	114651029	id-25284	1.81e-06	-	CTAGCCATGCAGAGTGTGGTCAGCAGGTGGCCACC	Upstream_CTCF	9
chr12	114683506	114683656	id-25285	1.81e-06	+	GGAGCTGTTACCGCTGTAGGCCGGAGGGGGAAGAG	Upstream_CTCF	13
chr12	114749611	114749761	id-25286	6.21e-06	+	GGTGCAATCCTACCATCCACCAGCAGGTCTCTAGG	Upstream_CTCF	15
chr12	114751835	114751985	id-25287	3.71e-05	+	GCTGCAGTCCCCAAGTCAGCCACTACTAAGAAGGG	Upstream_CTCF	12
chr12	114793718	114793868	id-25288	2.64e-08	+	GCCGCTGTGCCGACTCTGTCCTGTAGGAGGCACCC	Upstream_CTCF	27
chr12	114806663	114806813	id-25289	9.71e-06	+	GCCGCACCAGTCAGAATCTCCCCCTGGGGCCAGGA	Upstream_CTCF	2
chr12	114809593	114809743	id-25290	1.02e-07	+	ATGCACGGACACGGCAGGGACTGCAGAGGGCACAC	UpstreamP1_CTCF	5
chr12	114834523	114834673	id-25291	3.16e-05	-	GCTGTGTATCTGCCAGTCCCCAGCAGATGCCTTAC	Upstream_CTCF	2
chr12	114835124	114835274	id-25292	1	+	NA	NONE	5
chr12	114840912	114841062	id-25293	5.08e-05	-	GCTGGCGCGCCATCACCGGCCGCTGGGAGCGCACA	Upstream_CTCF	21
chr12	114846670	114846820	id-25294	1	+	NA	NONE	9
chr12	114914076	114914226	id-25295	1.09e-06	-	TATTTAATACAACCATTTTCCAGAAGATGGCAGTA	Upstream_CTCF	37
chr12	114946448	114946598	id-25296	4.23e-08	-	ATGTCCAGCCAAGACTCGGCCGCTAGAGGGCACTA	V_CTCF_BR	40
chr12	114950287	114950437	id-25297	1	+	NA	NONE	5
chr12	115063111	115063261	id-25298	9.62e-08	+	AAGCAATGAAAGAGCATTGTCACCAGGGGGCAGCA	UpstreamP1_CTCF	40
chr12	115075045	115075195	id-25299	2.83e-07	-	CAGTCACATACTCGAGTGGCCACAAGATGGCTCTC	V_CTCF_BR	39
chr12	115100511	115100661	id-25300	7.58e-10	+	CATGCACTTTCCTATGGCACCAGCAGATGGCGGCA	Upstream_CTCF	40
chr12	115102839	115102989	id-25301	6.23e-05	+	GTGCACCTTCCTGGGCCCGCCGCGCGGGCGCGAAG	UpstreamP1_CTCF	8
chr12	115105998	115106148	id-25302	1	+	NA	NONE	40
chr12	115106483	115106633	id-25303	6.46e-07	-	TTCTGCGCAGCGGCTACAGCCTGAAGGGGGCAGCT	V_CTCF_BR	38
chr12	115114203	115114353	id-25304	1	+	NA	NONE	7
chr12	115120793	115120943	id-25305	1	+	NA	NONE	24
chr12	115122185	115122335	id-25306	1.83e-05	+	GCGCGCGCGCACAGAGTCGCCTCTAGGTGGCTTAT	V_CTCF_BR	38
chr12	115130692	115130842	id-25307	1	+	NA	NONE	20
chr12	115137946	115138096	id-25308	1	+	NA	NONE	8
chr12	115141125	115141275	id-25309	1.82e-07	-	TGGAGTGATGAGTTGGGAGCCTGCAGGGGGCAGGG	V_CTCF_BR	6
chr12	115174358	115174508	id-25310	2.28e-05	-	TGAGCTCTTCAAAGCCTAGCCAGGGGGCGCGGGGG	Upstream_CTCF	12
chr12	115208266	115208416	id-25311	4.94e-06	-	CCTGTTAAGTTGTCTCTCTCCCCCAGATGGCAGTG	Upstream_CTCF	9
chr12	115215125	115215275	id-25312	1	+	NA	NONE	5
chr12	115296322	115296472	id-25313	1.61e-05	-	CTGTGCTTGCAACACTCGTCCACCAGGGCCACCGT	UpstreamP1_CTCF	36
chr12	115356698	115356848	id-25314	9.31e-05	+	GCTGTCATCATAATCATTGCCACCAGGCTAAAGGC	Upstream_CTCF	14
chr12	115373578	115373728	id-25315	7.27e-06	+	ACTAGACATTGTCAAATGCCCACTAGAGGGCAAAA	V_CTCF_BR	34
chr12	115604907	115605057	id-25316	4.7e-06	-	GTAACGCCCCTCTAATTTTCCAGTGGAGGGCACTA	V_CTCF_BR	25
chr12	115645987	115646137	id-25317	6.49e-06	-	CAGCTGGGGGGCGCTCTTACCTCCAGGAGGCCTCT	UpstreamP1_CTCF	7
chr12	115660166	115660316	id-25318	6.8e-06	+	CATCACCTCCAAGTGACCACAGGCAGAGGGCACTG	UpstreamP1_CTCF	8
chr12	115787666	115787816	id-25319	1.76e-05	-	ATGTTCTATCCCTCTTATGCCTACAGAGGGCCACT	UpstreamP1_CTCF	12
chr12	115800236	115800386	id-25320	3.03e-05	+	TGATTACTTTTGTGAGTTGCCACTAAGGGGCAGGA	Upstream_CTCF	24
chr12	115821269	115821419	id-25321	1	+	NA	NONE	3
chr12	115826897	115827047	id-25322	1.34e-06	-	CTTCTCTGTGAAAAGTGTGCCAGTAGGTGGCTGTG	UpstreamP1_CTCF	1
chr12	115836223	115836373	id-25323	4.68e-05	-	CTGTGTCCCTGTTTAGATCCCGCCAGGGGGTGATC	UpstreamP1_CTCF	24
chr12	115870871	115871021	id-25324	1	+	NA	NONE	4
chr12	115890719	115890869	id-25325	1	+	NA	NONE	2
chr12	115893355	115893505	id-25326	5.34e-06	-	AGGGGAGATGAGATGCATGACACCAGGTGGAGCAG	V_CTCF_BR	5
chr12	115895252	115895402	id-25327	4.21e-05	-	GGGCCAGTGCTGGGTATTTCAGCTAGAGGGAGCTG	V_CTCF_BR	27
chr12	115906091	115906241	id-25328	8.21e-05	-	GACCTAGAAGGCTGCTGAGTCACCAGCAGGCTGTG	V_CTCF_BR	32
chr12	115908936	115909086	id-25329	1	+	NA	NONE	7
chr12	115919133	115919283	id-25330	3.18e-06	-	GTCCGTCAATGATTGAGGGCCACTGGGTGGAAGCA	V_CTCF_BR	23
chr12	116007566	116007716	id-25331	1	+	NA	NONE	17
chr12	116070293	116070443	id-25332	2.11e-06	-	GGTTTCAGGTACAACATTACCACCAGGTGGTAGTG	V_CTCF_BR	33
chr12	116099255	116099405	id-25333	3.71e-05	+	CTGGCAGTACAGACAGGAGACGCTAGAGTGTGATG	Upstream_CTCF	6
chr12	116147908	116148058	id-25334	1	+	NA	NONE	6
chr12	116191048	116191198	id-25335	8.21e-06	-	AGATGTCTTATAAAAATAGTCAGCAGATGGCACTC	V_CTCF_BR	40
chr12	116208997	116209147	id-25336	1	+	NA	NONE	32
chr12	116223471	116223621	id-25337	5.92e-05	-	CTAAGGCCTCTCTCCTTGGCCTGCAGGTGGCCACC	V_CTCF_BR	16
chr12	116232654	116232804	id-25338	2.86e-06	+	CACCATTATCACCAAAAGGTCACCAGGTGGCACCC	UpstreamP1_CTCF	5
chr12	116295457	116295607	id-25339	8.61e-08	+	TGGAGCTGATGGTGCCCAACCACCAGAGGGCTCAG	V_CTCF_BR	25
chr12	116304849	116304999	id-25340	1.04e-07	+	GTCAGAAAAGTTGCCTTAACCAGCAGATGGCAGCG	V_CTCF_BR	26
chr12	116309606	116309756	id-25341	3.12e-08	-	CTGTAGTAGCCTACTTTGTCCAGCAGGGGCCCAAT	UpstreamP1_CTCF	39
chr12	116333181	116333331	id-25342	1.3e-07	+	CTTGTCATGCCAGCAGTGGCCACAGGGGAGCAGCA	Upstream_CTCF	40
chr12	116336609	116336759	id-25343	2.43e-06	+	TGAAGAAGCCAGCCTGCAGCCACATGATGGAGCCA	V_CTCF_BR	31
chr12	116346224	116346374	id-25344	8.9e-05	+	TGGCTACAGCGATTCTCCTCCTTCAGGGGGTGCTA	UpstreamP1_CTCF	1
chr12	116355098	116355248	id-25345	2.05e-09	-	TGTGTCCTTCCACGGACGGCCAGCAGGTGTCGCCA	Upstream_CTCF	40
chr12	116360886	116361036	id-25346	6.21e-05	+	TGGTACAATATTAAGTTTGCCAATAGATGGCGTTG	V_CTCF_BR	39
chr12	116385047	116385197	id-25347	3.1e-07	-	TTGTTATGTCCTAGATTTTCCACCAGGGGACGATG	UpstreamP1_CTCF	39
chr12	116385659	116385809	id-25348	4.7e-06	+	GTGACGATGCAAGATGTCAACACCAGGGGGAGACG	V_CTCF_BR	34
chr12	116389985	116390135	id-25349	3.65e-07	+	CTCAGACGTGTCGGGCTGACCTGCAGGGGGCTCCT	V_CTCF_BR	30
chr12	116412420	116412570	id-25350	4.88e-05	-	TCATGAGGACAAGTAGTTGCCAGTAGAGGCAGTCT	Upstream_CTCF	21
chr12	116421132	116421282	id-25351	1.03e-06	+	GGTGGGATTAAATGCACTGCCAGCTGGGGGAGCTG	V_CTCF_BR	39
chr12	116435979	116436129	id-25352	5.93e-10	+	TTGTAGTTGTAAAATTTGGCCACTAGGGGGTGGCC	UpstreamP1_CTCF	40
chr12	116447741	116447891	id-25353	2.1e-05	+	TAGTAGTAACTCTCTGAGGCCACTAGGGTGGCATT	UpstreamP1_CTCF	40
chr12	116453429	116453579	id-25354	2.15e-05	+	AGTTTCAAGGCAAAAGGGAACAGTAGAGGGAGCTT	V_CTCF_BR	40
chr12	116504544	116504694	id-25355	3.8e-07	+	GCATCAACTCTACCGGCTACCAACAGAGGGCGAAA	Upstream_CTCF	40
chr12	116579043	116579193	id-25356	1	+	NA	NONE	18
chr12	116599420	116599570	id-25357	1	+	NA	NONE	11
chr12	116632970	116633120	id-25358	2.97e-06	-	CCACCAAGGTCTTAGATTGGCAGCAGAGGGCACTT	V_CTCF_BR	6
chr12	116640920	116641070	id-25359	1	+	NA	NONE	26
chr12	116642715	116642865	id-25360	1	+	NA	NONE	0
chr12	116658685	116658835	id-25361	5.98e-05	-	GTTAACTTAACCTAGTTGAACACTAGAGGGACTTC	UpstreamP1_CTCF	11
chr12	116674078	116674228	id-25362	3.88e-06	-	GTGATATCTCCTGCCACAGCAGCCAGAGGGCGGTA	V_CTCF_BR	40
chr12	116701344	116701494	id-25363	1	+	NA	NONE	3
chr12	116704229	116704379	id-25364	4.34e-05	+	ACAGCAATCCTCTCCTTGGCCTAGAAGAGGAGCTA	Upstream_CTCF	33
chr12	116713724	116713874	id-25365	3.56e-05	+	ACTGCAATTATTAGCCTAAACGCCAGGTTTAACAA	Upstream_CTCF	9
chr12	116714159	116714309	id-25366	1.92e-05	-	AAGCCATTGCACCGAGCCGACGGAAGGTGGAGAAA	UpstreamP1_CTCF	34
chr12	116715599	116715749	id-25367	4.43e-05	+	CGCGGCCGGGTCCTCCGGCCGGGAAGAGGGAGGGA	V_CTCF_BR	38
chr12	116731989	116732139	id-25368	1	+	NA	NONE	11
chr12	116775319	116775469	id-25369	3.09e-07	-	AGGAATGGGGATGCTGCTACCAGAAGGGGGAGGCA	V_CTCF_BR	7
chr12	116786825	116786975	id-25370	1	+	NA	NONE	5
chr12	116804255	116804405	id-25371	4.01e-05	+	ACTGGCTTTGTAGAGGTGGCCTGTTGGCGGCACAC	Upstream_CTCF	6
chr12	116821136	116821286	id-25372	1	+	NA	NONE	20
chr12	116827851	116828001	id-25373	1	+	NA	NONE	13
chr12	116844508	116844658	id-25374	2.47e-05	+	CAAGCCCTACATGGAGCTGTCAGCAGAGGCAGACT	Upstream_CTCF	25
chr12	116861005	116861155	id-25375	2.58e-05	-	TCTGGATTTCATGTGATTCACTCCTGATGGAGGCA	Upstream_CTCF	12
chr12	116864189	116864339	id-25376	7.82e-06	-	CTGCCTCTTCCCTGTAGTTCCACCAGATGTCTCAG	UpstreamP1_CTCF	36
chr12	116869584	116869734	id-25377	2.19e-05	-	GTGGCTGTACTACTCAGACCGTCCAGAGGGCTACA	Upstream_CTCF	3
chr12	116886074	116886224	id-25378	2.02e-06	-	GCGCAGGGCTGGGTCCCAAGCACCAGGGGCAGTGC	UpstreamP1_CTCF	4
chr12	116904366	116904516	id-25379	7.62e-07	+	ATTGTACTTCCCTTGCCCTCCACCAGAAAGCACTT	Upstream_CTCF	16
chr12	116934911	116935061	id-25380	2.19e-05	+	TTGATGTGCAGGCAGCGAGGCGGCAGGGCGCGGCT	UpstreamP1_CTCF	4
chr12	116962792	116962942	id-25381	1	+	NA	NONE	24
chr12	116963412	116963562	id-25382	1	+	NA	NONE	12
chr12	116970329	116970479	id-25383	1	+	NA	NONE	12
chr12	116975232	116975382	id-25384	2.59e-06	-	CAGCCGTCGCACATAAATACCACCAGGGGGGATTT	UpstreamP1_CTCF	6
chr12	116979845	116979995	id-25385	9.66e-05	-	TTAGCTGCTAATATATTGACCGCTAGTGGGTGTAT	Upstream_CTCF	1
chr12	117006247	117006397	id-25386	1	+	NA	NONE	11
chr12	117028441	117028591	id-25387	2.23e-06	+	GAGCATCCCTGGCTTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	15
chr12	117036629	117036779	id-25388	1	+	NA	NONE	2
chr12	117037557	117037707	id-25389	4.23e-08	-	GTCCCGCTGCCCACGACAGGCAGCAGGTGGCGCCA	V_CTCF_BR	40
chr12	117047661	117047811	id-25390	6.51e-05	-	TCAATTAGAGCAGTGGTTCTCAACAGGGGGCAGTG	V_CTCF_BR	39
chr12	117096261	117096411	id-25391	5.65e-05	-	TTCCGCGGAGAGGGGATGGGAGCCGGGTGGCGCTG	V_CTCF_BR	19
chr12	117100554	117100704	id-25392	3.18e-06	-	GCAAGCGCAGATGTTTTCAGCAGCAGATGGCAGAC	V_CTCF_BR	22
chr12	117111769	117111919	id-25393	1	+	NA	NONE	37
chr12	117125869	117126019	id-25394	5.77e-08	-	GGTGTGTGTGGTCCGCCCAACACCAGGGGGCACTG	V_CTCF_BR	40
chr12	117131456	117131606	id-25395	1.84e-06	-	AAGAAACGGGAGCCGGAGAACAGCAGAGGGAGGCG	V_CTCF_BR	18
chr12	117135241	117135391	id-25396	3.63e-06	-	ATGGCCTAGTCTCCAGTGTCCTCTGGGGGGCACAA	V_CTCF_BR	38
chr12	117141119	117141269	id-25397	4.65e-10	+	TTGCATTTGCCCACATTTGCCAGCAGATGGCGACG	UpstreamP1_CTCF	40
chr12	117146832	117146982	id-25398	1.59e-06	-	CCGACAATTGCTTTCTGTGCCACTTGGTGGCACCA	V_CTCF_BR	40
chr12	117151460	117151610	id-25399	5.12e-06	-	GTGTAATGCATTTGTGTGGCCACATGGTGTCAATT	UpstreamP1_CTCF	21
chr12	117161083	117161233	id-25400	2.97e-06	-	GGCTCAGGCTTTGCTTGTACCAGGAGAGGGCAGAT	V_CTCF_BR	1
chr12	117165044	117165194	id-25401	1	+	NA	NONE	1
chr12	117176318	117176468	id-25402	1.7e-05	+	GGTGCAGTCCTGTAACGGGCCCCAGGGGCGCAACT	Upstream_CTCF	27
chr12	117197580	117197730	id-25403	1.95e-07	+	TGTGCTGGTTGGCCTCCTGCCAGGAGGTGGCGCTT	Upstream_CTCF	12
chr12	117211346	117211496	id-25404	3.81e-05	+	TGGGGATGTGGATGCTTTCCCTGAGGATGGCAGTG	V_CTCF_BR	30
chr12	117255312	117255462	id-25405	6.15e-05	+	TTTCCTCTCCTCTCAGCTACCAACAGAGGACACTA	Upstream_CTCF	3
chr12	117301152	117301302	id-25406	4.66e-08	-	GGAGCTATTCCCACCCTGGCCTGAAGGTGCCAGGG	Upstream_CTCF	40
chr12	117318837	117318987	id-25407	9.78e-07	+	CGGCCGCGCACAGCCAAGGCCAGTAGGTGGGGAGC	UpstreamP1_CTCF	13
chr12	117320695	117320845	id-25408	1	+	NA	NONE	37
chr12	117321074	117321224	id-25409	1.73e-05	+	GCCCCTCGAAATGCTGGGCTCGCAAGGTGGCGCTG	V_CTCF_BR	0
chr12	117354754	117354904	id-25410	2.91e-05	-	AAAGCACCATTGCATCTGGCCACTGGGGCTCGCCC	Upstream_CTCF	38
chr12	117364191	117364341	id-25411	1.63e-05	-	CTTGAGACTCCTGCAATCAACACTGGAGGGAGTCA	Upstream_CTCF	6
chr12	117381571	117381721	id-25412	1	+	NA	NONE	2
chr12	117393604	117393754	id-25413	3.28e-05	-	TCTACCTGAGATGCACTCTTCACTAGGTGGCTCTC	V_CTCF_BR	22
chr12	117463454	117463604	id-25414	2.83e-07	+	ATGGTGATGCACTGAATTGCCACCAGGTGGTGCCA	V_CTCF_BR	40
chr12	117483882	117484032	id-25415	3.03e-05	-	GAGGCAACTTCTGGCCTCGAAGGCAGGGGTCAGCA	Upstream_CTCF	17
chr12	117538207	117538357	id-25416	1.43e-05	+	GGATAAGTTAATGAGATGTCCACCAGAGGGCCTGG	Upstream_CTCF	40
chr12	117557639	117557789	id-25417	4.23e-06	-	GTGCCTGATCCCTCCTCATGCTCTAGGGGGCAGCA	UpstreamP1_CTCF	40
chr12	117574046	117574196	id-25418	1	+	NA	NONE	16
chr12	117589018	117589168	id-25419	1.48e-06	-	TGTGTGTAATGTTGTGTTCCCACAAGGGGGCGCGC	V_CTCF_BR	40
chr12	117593107	117593257	id-25420	2.41e-08	+	CTGCAGTTCCCACAGGTGGCCACACGAGGGCATCT	UpstreamP1_CTCF	38
chr12	117650499	117650649	id-25421	1.67e-07	+	AGGCCTGGATGAAAAGCCACCACGAGAGGGCAGTA	V_CTCF_BR	40
chr12	117669662	117669812	id-25422	4.65e-05	-	GGTCCCCAGGCTTCGCACAACCCTAGGGGGCGCAT	V_CTCF_BR	18
chr12	117674394	117674544	id-25423	1.21e-10	+	GAACTCGCAGAAGCCGGGGCCAGCAGGGGGCGCTG	V_CTCF_BR	40
chr12	117721957	117722107	id-25424	1.85e-07	+	CTGCAGTGATCCTGTGTGGCTCCAAGATGGGGCTA	UpstreamP1_CTCF	1
chr12	117769549	117769699	id-25425	3.63e-05	+	CTCTCTTATCTCTTTCCCACCACGAGAGGTCATCA	V_CTCF_BR	15
chr12	117802021	117802171	id-25426	9.51e-07	-	CCCGTTAATCCTGGGGAAACCACCAGAGGGAGGGA	V_CTCF_BR	22
chr12	117804942	117805092	id-25427	3.13e-10	+	GATGCAGTTTCCTAAATGACCAACAGATGGCGCGC	Upstream_CTCF	40
chr12	117840335	117840485	id-25428	1	+	NA	NONE	11
chr12	117873746	117873896	id-25429	9.81e-06	-	ATTGCTTGGATGGGGAAGCCCAGAAGGGGGTGCCA	V_CTCF_BR	3
chr12	117908713	117908863	id-25430	4.58e-08	-	CTGCAATTTCAGGTACCTGCCACCAGGGGCACAGT	UpstreamP1_CTCF	39
chr12	117910936	117911086	id-25431	2.34e-06	-	GTGCCACACCATGCAGTGTCCACAGGGGGCAGCAC	UpstreamP1_CTCF	28
chr12	117937727	117937877	id-25432	1	+	NA	NONE	8
chr12	118025597	118025747	id-25433	3.86e-08	-	CAGGCTATTTTCCCCTCGACCGCCAGAGGGAGCTC	Upstream_CTCF	39
chr12	118028911	118029061	id-25434	1	+	NA	NONE	12
chr12	118041651	118041801	id-25435	6.23e-05	-	TTGCTTTGTTGAAATTGCAGAGGGAGGGGGCAGCA	UpstreamP1_CTCF	13
chr12	118109571	118109721	id-25436	1.61e-09	-	CAAGGAGGCTGTGCTCTGGCCACAAGAGGGCACCC	V_CTCF_BR	35
chr12	118123436	118123586	id-25437	1	+	NA	NONE	14
chr12	118152107	118152257	id-25438	3.86e-05	-	TTTGCTGCTCCCTAGGGGGCAAACAGGTGCAATCT	Upstream_CTCF	12
chr12	118275148	118275298	id-25439	4.7e-10	-	GGCGCAGTGTCATGTTTGGCCACCAGGAGGCGCTG	Upstream_CTCF	40
chr12	118287892	118288042	id-25440	4.58e-08	-	ATGTGCTTGCTATTAATGTCCACCAGGGGGAACCA	UpstreamP1_CTCF	40
chr12	118292326	118292476	id-25441	5.55e-07	-	ACGGTTGTTGCAGTTCCCACCACAAGGTGTCACTG	Upstream_CTCF	40
chr12	118294535	118294685	id-25442	3.28e-07	-	TTGTAATACACAAACATGACCACAAGAGGGTAGAT	UpstreamP1_CTCF	40
chr12	118295594	118295744	id-25443	2.23e-09	-	CTGCAGTTCAGGTATGTGTCCACCAGAGGTCCCCT	UpstreamP1_CTCF	40
chr12	118312753	118312903	id-25444	5.24e-09	+	GGTGTAATTTTCCATCTCCACACCAGGGGGCAGCC	Upstream_CTCF	40
chr12	118328065	118328215	id-25445	2.01e-05	+	AGATCAGTACAATCTCCAGCCTCTAGGGGTGTCCA	Upstream_CTCF	29
chr12	118345031	118345181	id-25446	1	+	NA	NONE	7
chr12	118454258	118454408	id-25447	4.7e-05	-	CAGGCGCTTCCAGAGCAGGGCAGCGGGAGAGGCAG	Upstream_CTCF	9
chr12	118471546	118471696	id-25448	1.43e-05	+	TAGGCAGAAGCCATCGTTCCCAGCGGAGGGAGTGT	Upstream_CTCF	5
chr12	118472411	118472561	id-25449	1	+	NA	NONE	0
chr12	118472734	118472884	id-25450	4.88e-05	-	GCTTTGCTGCACATTTTTTCCACATGGTGGAGTCA	Upstream_CTCF	39
chr12	118473178	118473328	id-25451	3.66e-06	-	GTGCAAATCCCAAGCTTTTCCACGAGGGGCACACA	UpstreamP1_CTCF	33
chr12	118488885	118489035	id-25452	7.44e-05	+	TATGAAATGCCACTTCATACCACTAGGATGGCTGC	Upstream_CTCF	21
chr12	118490229	118490379	id-25453	1	+	NA	NONE	5
chr12	118493000	118493150	id-25454	1.75e-07	-	CAGCATCCCTGGCCTCCACCCACTAGATGGCAGTA	UpstreamP1_CTCF	40
chr12	118502442	118502592	id-25455	8.89e-06	+	CCTGCAATTCACAGCTATTCCTGAGGGGTGCACAT	Upstream_CTCF	38
chr12	118557359	118557509	id-25456	8.21e-05	-	ACGGTCTTGTTCTGTTGCCCAGCTAGAGGGCAGTG	V_CTCF_BR	8
chr12	118558778	118558928	id-25457	3.66e-06	+	ACTCACTTACAAACTGGAATCACCAGGTGGCGCTC	UpstreamP1_CTCF	40
chr12	118573889	118574039	id-25458	2.81e-06	-	CCGGGAGTGCCGCGGTAGGCCAGGCGCGGGCGACA	Upstream_CTCF	17
chr12	118602941	118603091	id-25459	1.48e-06	+	TTTACAAAGCAGTAACTGGCCCGTAGGTGGCACCA	V_CTCF_BR	40
chr12	118619481	118619631	id-25460	3.18e-06	+	ACTGTTTAGTGAATGCTCACCCGTAGGGGGCACTG	V_CTCF_BR	40
chr12	118620192	118620342	id-25461	1.46e-07	+	CAGCATCCCTGGCCTCTACCCACTAGATGGCAGTA	UpstreamP1_CTCF	40
chr12	118737678	118737828	id-25462	5.93e-06	+	CAAGCTTCTTCTTGTTCTTCCACTTGGGGGCAGTG	Upstream_CTCF	18
chr12	118795660	118795810	id-25463	1	+	NA	NONE	10
chr12	118813990	118814140	id-25464	4.88e-06	-	AGGCGACTTCCGGAGACAGCCGCCAGGCGGCGCCT	UpstreamP1_CTCF	40
chr12	118815814	118815964	id-25465	7.58e-10	+	CTTGCACTTCATCTCATACCCACGAGGGGGCGCTG	Upstream_CTCF	40
chr12	118831732	118831882	id-25466	6.74e-08	+	CCTGCATTTCTAACCACCTTCCCCAGGGGTCGCTG	Upstream_CTCF	16
chr12	118842838	118842988	id-25467	3.09e-07	+	TATGTCTCAGAACACATCGCCACTAGGTGGCAGGC	V_CTCF_BR	40
chr12	118873939	118874089	id-25468	1.97e-06	+	GCGGGCTGAGCACTATGTAACTCTAGGGGGCACCA	V_CTCF_BR	30
chr12	118884182	118884332	id-25469	7.07e-08	+	CTCTTGTCTGGTGTCTCAGCCAGCAGATGGCAGGG	V_CTCF_BR	14
chr12	118899897	118900047	id-25470	4.24e-07	+	GGTGCCCTTCAGCTAAAGACCACTAGGTGCACGCT	Upstream_CTCF	5
chr12	118918524	118918674	id-25471	1	+	NA	NONE	2
chr12	118936055	118936205	id-25472	1.9e-06	+	TATGCAGGGCCTCTCATGGGCAGGAAGGGGAGGCA	Upstream_CTCF	4
chr12	119046875	119047025	id-25473	5.08e-05	-	GTGGTGCTACCAGTATTCAACTCAAGGAGGTGCAA	UpstreamP1_CTCF	5
chr12	119060553	119060703	id-25474	3.09e-07	-	CTTCCCAAGCCTTGCAGGGCCACATGGGGGCAGCA	V_CTCF_BR	22
chr12	119118309	119118459	id-25475	2.43e-06	-	GGCGTGACAGGGCGGCAGGCCGGCAGGGGGTGGAT	V_CTCF_BR	7
chr12	119142437	119142587	id-25476	7.73e-06	+	TCCACAATGTTCCAGCTCTCCCCCAGGGGGCAACA	V_CTCF_BR	10
chr12	119151922	119152072	id-25477	1.38e-08	+	GACAAATATCTGTTGCTAGCCAGCAGAGGGCGCTA	V_CTCF_BR	27
chr12	119259469	119259619	id-25478	7.15e-05	-	ATCAAGGAAAAGGATATGACCAGCAGAGGCAGTAA	V_CTCF_BR	6
chr12	119278337	119278487	id-25479	1.55e-07	-	GCAGCATTTCTGCCTCTACCCACTAGATGTCAATA	Upstream_CTCF	18
chr12	119288158	119288308	id-25480	6.47e-09	+	CTTGCAATACCTCTGCAGCCCTCTAGGAGGCGGTG	Upstream_CTCF	38
chr12	119291562	119291712	id-25481	2.78e-06	-	CTCATGATTCAATTACCTGCCACCGGGTGGCTCCC	V_CTCF_BR	13
chr12	119417683	119417833	id-25482	1.41e-08	+	ATGCACCTCTCGTTGTTGACCAGAAGGGGTCACTG	UpstreamP1_CTCF	40
chr12	119421081	119421231	id-25483	6.51e-05	-	CCCTCCTTCCCGTCTGCAAACACTGGCTGGTGCTG	V_CTCF_BR	2
chr12	119458668	119458818	id-25484	8.81e-07	+	AAAAGGAGATGCCTTCTCGCCCGTAGAGGGCGCTG	V_CTCF_BR	29
chr12	119474812	119474962	id-25485	2.2e-07	-	GAGCTATTTATTGTTTTCACCAGCAGGGGGCGTGG	UpstreamP1_CTCF	40
chr12	119507327	119507477	id-25486	5.93e-06	+	GGTGCATCCTCCCTACAAGCCACTAGAGGATGTGG	Upstream_CTCF	6
chr12	119553214	119553364	id-25487	1.3e-07	+	GAGGCAGTATTTATAGAAACCTGTAGGGGGCAGCA	Upstream_CTCF	40
chr12	119594293	119594443	id-25488	2.15e-05	-	GGCTACTGCTGCTGCTGTACCAGGAGGAGGTGCTG	V_CTCF_BR	19
chr12	119644293	119644443	id-25489	2.96e-05	+	CTCCCATGTGAGGGCACAACAAGAAGCTGGCAGTG	V_CTCF_BR	4
chr12	119663346	119663496	id-25490	8.99e-05	-	GCCTGGTGGTTCATTAGTGCCTCAAGAGGCAGACG	V_CTCF_BR	9
chr12	119673257	119673407	id-25491	7.09e-08	+	CTGCATGACCACATGCCTGCCAGCAGGAGGCCAGG	UpstreamP1_CTCF	33
chr12	119739345	119739495	id-25492	3.28e-05	+	GGCCGGCTTCATCACTTACCCGCTGGGGGGAGCCT	V_CTCF_BR	2
chr12	119766056	119766206	id-25493	4.01e-05	+	AAGTCAGTCCTGCAGGGTACCACTGGGGGCAGTGT	Upstream_CTCF	22
chr12	119829575	119829725	id-25494	7.44e-05	-	ACCCCACTGCAGAAAGCTTCCAGAAGGTGGCCACT	Upstream_CTCF	2
chr12	119843583	119843733	id-25495	6.9e-05	-	TTTTTAATTACAGAATTAACCACTAGGGGAGCTGA	Upstream_CTCF	11
chr12	119851096	119851246	id-25496	1.28e-06	-	GTAGCGATGCAGCGATATAACAGTAGGTGGCGCTA	Upstream_CTCF	40
chr12	119856672	119856822	id-25497	2.4e-05	+	CTCTCCAAGAAAGAACTTGCCAGCAGGCGGCACAG	V_CTCF_BR	2
chr12	119882377	119882527	id-25498	1.77e-09	+	CTGCCATTGCTTCTCATGGCCACAAGGTGGCGCTG	UpstreamP1_CTCF	39
chr12	119938133	119938283	id-25499	8.21e-06	+	TGGACACTACATAATGGGGACAGGAGGGGGTGCTA	V_CTCF_BR	8
chr12	119982942	119983092	id-25500	9.78e-09	-	AGAGTAATACTGACAAAGGCCACTAGATGGAGCTA	Upstream_CTCF	40
chr12	120080938	120081088	id-25501	1	+	NA	NONE	38
chr12	120087133	120087283	id-25502	3.28e-07	-	TTGTCTTTCTCCATTTTTTCCACTAGGGGGCATCC	UpstreamP1_CTCF	40
chr12	120096092	120096242	id-25503	2.72e-06	+	CTGTCACTGTCTCCCATCACCCCTAGATGGAAGCA	UpstreamP1_CTCF	24
chr12	120097208	120097358	id-25504	6.74e-08	-	CAGGCAATGCCCCTAGCATCCCCTAGGTGGCAATA	Upstream_CTCF	40
chr12	120105467	120105617	id-25505	5.23e-10	-	GACGAGGCGCTGCCGAGGGCCGGCAGGGGGCACCC	V_CTCF_BR	40
chr12	120114511	120114661	id-25506	4.65e-05	-	GAGGTGAACGGCACAGTTCACACTAGGGGGTGACA	V_CTCF_BR	25
chr12	120128015	120128165	id-25507	1.28e-06	+	CGGCCGGGGGACTTCTCTCGCTCCAGGGGGCGGCC	V_CTCF_BR	0
chr12	120133014	120133164	id-25508	2.18e-07	+	AAAACCAGCAGTCTAGTAGCCACTAGAGGGAGCAG	V_CTCF_BR	40
chr12	120213154	120213304	id-25509	6.84e-06	+	CAGCCTTCTGCAGGGCAGGCCTCCTGCTGGCAGAA	V_CTCF_BR	17
chr12	120218740	120218890	id-25510	6.39e-08	-	AAATGAAAGCTGTGTTTGGCCACCAGAGGGAGCAG	V_CTCF_BR	40
chr12	120240304	120240454	id-25511	1.43e-05	-	AAAGCCCCGTTACTGTGAGCCACCAGGAGGGAGTG	Upstream_CTCF	17
chr12	120241205	120241355	id-25512	5.37e-06	-	CTGCAGTGCCATCGCCAGCGCCGAAGGAGTAAGAC	UpstreamP1_CTCF	15
chr12	120241842	120241992	id-25513	4.68e-05	-	GTGCATTCCCACCGTCAGCGCGCAGGGGTGCTGTA	UpstreamP1_CTCF	17
chr12	120242250	120242400	id-25514	4.44e-06	+	GAGCAGCATGAGTCACTGCCCGCCAGGGCTCGCTA	UpstreamP1_CTCF	40
chr12	120272962	120273112	id-25515	4.11e-07	-	AGGCAGCGAGGTGAAGTCACCAGCAGGAGGCTGAA	UpstreamP1_CTCF	35
chr12	120306950	120307100	id-25516	2.53e-05	+	TTTCCCCTAAAAACAGCAAACAGCAGATGGAGACA	V_CTCF_BR	8
chr12	120307639	120307789	id-25517	1	+	NA	NONE	23
chr12	120339949	120340099	id-25518	4.58e-08	-	CTGCAGCTACTCTATTGGGCCACTAGATAGCGCTT	UpstreamP1_CTCF	39
chr12	120366748	120366898	id-25519	4.21e-05	+	AATACAAAAATTAGCCAGGCCTGGTGGTGGCACTA	V_CTCF_BR	5
chr12	120375968	120376118	id-25520	2.46e-08	-	AGAACTGCTCCAGTAACAGCCACCAGATGGCAGCA	V_CTCF_BR	40
chr12	120394001	120394151	id-25521	2.55e-06	+	ATAGTCTTTTCCAGAGAGACCACGAGGAGGAGCCA	Upstream_CTCF	12
chr12	120397331	120397481	id-25522	2.81e-06	-	TCTGGTTTGGTTCGGTTTGCCACCAGGAGTCACTG	Upstream_CTCF	11
chr12	120426325	120426475	id-25523	3.4e-06	-	CCCCAGGAGAACTAAGCAGTCAGGAGAGGGAGCCC	V_CTCF_BR	39
chr12	120502875	120503025	id-25524	1	+	NA	NONE	2
chr12	120524795	120524945	id-25525	2.17e-08	-	CCTGAGCTTCCGGCGTCCCCCGGCAGGTGGCGCCG	Upstream_CTCF	40
chr12	120525255	120525405	id-25526	2.67e-06	-	AGGGCAGCTAGAGGATCCGCCTGCAGAGGCCGCCT	Upstream_CTCF	30
chr12	120530805	120530955	id-25527	1.04e-07	-	CCCGCCCAGCGCTGTGGCCCCTGCAGAGGGCAGCA	V_CTCF_BR	2
chr12	120569066	120569216	id-25528	3.24e-06	+	CAGTCAATGCCGGACACGTCCGCTGGGTGGAAGGA	Upstream_CTCF	0
chr12	120596208	120596358	id-25529	1.27e-06	-	CTGCACACCCACACCATCACCAGCAGGGTGGGCAA	UpstreamP1_CTCF	1
chr12	120615474	120615624	id-25530	6.8e-06	+	ATGTTCTTCATGTAAAAGTCCAGTAGGGCGCTCTA	UpstreamP1_CTCF	2
chr12	120620151	120620301	id-25531	1.5e-05	+	GATGCAGCCCTCTATCTAACCAGCAGGCTGCTTCA	Upstream_CTCF	23
chr12	120639071	120639221	id-25532	4.98e-09	-	CTCCAGCTCCAGCTCCAGCCCAGCAGGTGGCAGCA	UpstreamP1_CTCF	40
chr12	120664028	120664178	id-25533	5.34e-06	+	GCAACGAATGAGTGCAACCCCAGTAGGGGGCAGGA	V_CTCF_BR	28
chr12	120666246	120666396	id-25534	2.19e-08	+	GCAGACTGTCTGCTGCTCCCCACCAGAGGGCACCA	V_CTCF_BR	40
chr12	120666715	120666865	id-25535	7.49e-05	+	TGACTGAGCGTAATCCTTACAACCGGTGGGAGCCG	V_CTCF_BR	32
chr12	120669288	120669438	id-25536	5.67e-06	+	CCAGGAGTCTTCCAGTCAGCCGCCAGGGGAGGAGG	Upstream_CTCF	31
chr12	120672611	120672761	id-25537	8.16e-07	+	ATTTTCATCTCCCTTAAGGCCAGCAGGGGGAGGAG	V_CTCF_BR	39
chr12	120673451	120673601	id-25538	1.01e-05	-	TCTTGAGCTCTCTGTACCACCACTAGGGGCTCCTC	Upstream_CTCF	39
chr12	120675829	120675979	id-25539	5.13e-05	+	CCTCTTCCTGGACAGGGAGGAAGCAGATGGAGCTG	V_CTCF_BR	11
chr12	120692707	120692857	id-25540	1.23e-05	+	GGGCGCTAACAGAGAACAGGCAGTAGATGGGGCCT	UpstreamP1_CTCF	18
chr12	120695184	120695334	id-25541	1	+	NA	NONE	22
chr12	120703266	120703416	id-25542	5.01e-06	-	GCCAGGAGGGCGCCAGCGAGCGGCAGGGGCCGCGG	V_CTCF_BR	9
chr12	120703649	120703799	id-25543	3.33e-09	-	CGCCCACCTGCCCGCTTAGCCGCGAGGGGGCGCCA	V_CTCF_BR	40
chr12	120704807	120704957	id-25544	2.02e-06	-	GTGGTATGCGCCTGTAATCCCAGCAGGAGGCAGGA	UpstreamP1_CTCF	10
chr12	120739940	120740090	id-25545	2.27e-05	+	AACCTCTGACCAGAAAGAGCCGACAGGGGGCGTTC	V_CTCF_BR	40
chr12	120752151	120752301	id-25546	6.46e-07	+	CAAAGCTCGCTGAGTGCAGCCTGTAGGGGGCAACA	V_CTCF_BR	38
chr12	120755164	120755314	id-25547	1	+	NA	NONE	38
chr12	120763360	120763510	id-25548	1.41e-06	+	TTACTGTTGCTACATTCTGCCACTGGAGGGCAGCA	UpstreamP1_CTCF	40
chr12	120773343	120773493	id-25549	8.17e-10	+	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	38
chr12	120784639	120784789	id-25550	1.32e-05	+	TTTTTAATACCTGATGCCACCACCAGGCTGCAAGC	Upstream_CTCF	33
chr12	120794432	120794582	id-25551	9.55e-09	+	TGGACCTTTCTGCTGGCTACCACCAGAGGGCAGCA	V_CTCF_BR	40
chr12	120796291	120796441	id-25552	2.66e-05	+	AAGGCCCTCGGGAGAAAAACAGCCAGGTGGCGCAC	V_CTCF_BR	19
chr12	120801502	120801652	id-25553	8.46e-07	-	GGGGCATCTCTGGAAGGGTCCAGTAGAGGGCCTGA	Upstream_CTCF	6
chr12	120805057	120805207	id-25554	6.46e-07	-	GCTCCTTCGTGTCTTAGACCCTGCAGGGGGCGCTG	V_CTCF_BR	40
chr12	120868350	120868500	id-25555	1.6e-10	-	TCTGCAGTACCGCTCTCGCCCAGTGGGTGGCAGGC	Upstream_CTCF	40
chr12	120875613	120875763	id-25556	2.15e-05	+	CCAGGTGGGGACGGTAGGGAGACCGGAGGGCACAC	V_CTCF_BR	28
chr12	120877572	120877722	id-25557	5.96e-07	+	CCATATCCTTGGCCTGTACCCACTAGGTGGCAGTA	V_CTCF_BR	39
chr12	120891848	120891998	id-25558	1	+	NA	NONE	40
chr12	120895076	120895226	id-25559	1.03e-06	+	GGGTCCAGGGTCATACTCACCTCTAGGGGGCAGTT	V_CTCF_BR	40
chr12	120904463	120904613	id-25560	9.49e-08	-	GAGTTCAAGACCAGGCTGGCCAGCAGAGGGAGACC	V_CTCF_BR	40
chr12	120907014	120907164	id-25561	3.36e-05	+	AGGCTGCCTCATCCTCCACCCGTGAGGGGGCGCCG	UpstreamP1_CTCF	32
chr12	120907552	120907702	id-25562	3.83e-09	-	CGCCCGAAGGCCCTTCGCACCTCCAGGGGGCGCCG	V_CTCF_BR	40
chr12	120933596	120933746	id-25563	8.81e-07	-	CGCTACGAGGCCCACACACCCAGAAGGTGGAGCCC	V_CTCF_BR	8
chr12	120934533	120934683	id-25564	1	+	NA	NONE	27
chr12	120967600	120967750	id-25565	1	+	NA	NONE	32
chr12	120972736	120972886	id-25566	4.3e-06	-	AGAGCAACGACTCTCCCCAGCAGCAGGGGCAGTCG	Upstream_CTCF	23
chr12	121021301	121021451	id-25567	5.35e-09	+	CTGCGACATCCTCCTTTGGCCAACAGGGGGCGCCA	UpstreamP1_CTCF	40
chr12	121022432	121022582	id-25568	4.34e-05	+	TTTGCAATCACCCGGGTCCCCGCTGCGCGGCGCGG	Upstream_CTCF	39
chr12	121063517	121063667	id-25569	5.34e-06	+	AAATGCAGTTCAATGCCTGCCACCGGGTGGTGCTC	V_CTCF_BR	33
chr12	121066836	121066986	id-25570	2.01e-05	-	CAGCAGCTCACTCTCCTGCCCTCTAGCTTCCAGGC	UpstreamP1_CTCF	35
chr12	121078235	121078385	id-25571	1.26e-07	+	CGTTGCAGCGTCCCCTTCGCCGCCAGGGGCCGCCC	V_CTCF_BR	32
chr12	121079402	121079552	id-25572	1.84e-06	+	GGGTCAAGGAGGGGCGCTCCGAGCAGGTGGCGCCA	V_CTCF_BR	5
chr12	121084840	121084990	id-25573	1.04e-10	+	GGTGCTATGCCCGGACTGGCCTGCAGGGGGCAGGA	Upstream_CTCF	40
chr12	121087102	121087252	id-25574	3.12e-08	-	TTCCTGCACCCAGCTTTTTCCAGCAGGGGGCACCA	UpstreamP1_CTCF	40
chr12	121122784	121122934	id-25575	5.92e-05	+	GAGGATAAAATAAACATGAGCGCCTGGTGGCAGTG	V_CTCF_BR	3
chr12	121124688	121124838	id-25576	2.18e-07	-	GCGCCGGCCCAGCAGTCGGGCACCAGATGGAGCGC	V_CTCF_BR	26
chr12	121125320	121125470	id-25577	5.97e-08	+	CCTGCTGTGCTGGGCGCAGCCGGCCGGGGGCTGCG	Upstream_CTCF	1
chr12	121134260	121134410	id-25578	9.66e-05	-	TAGTCATTTGTTCTCACAACCGGCAGAGGCAGAAG	Upstream_CTCF	0
chr12	121151812	121151962	id-25579	1.85e-07	-	GTGTTCTAACAAATGACTAACTCCAGGGGGCGCTA	UpstreamP1_CTCF	40
chr12	121168224	121168374	id-25580	7.27e-06	-	GTCAGTGGCCAGGTCTAGGCCACCAGGAGGCAAGA	V_CTCF_BR	6
chr12	121175886	121176036	id-25581	4.96e-08	+	CCTGCACCTTCCCCAGAAGCCGGCAGAGGGTGTCA	Upstream_CTCF	34
chr12	121188711	121188861	id-25582	9.81e-06	+	CAGCCTCTCTGTAGCTGAGACTACAGGTGGCGCCA	V_CTCF_BR	13
chr12	121198235	121198385	id-25583	1	+	NA	NONE	2
chr12	121214055	121214205	id-25584	3.91e-06	+	AATGTACTTCTGATAGCGGCCACTGGGGAAAAAAG	Upstream_CTCF	34
chr12	121233361	121233511	id-25585	1	+	NA	NONE	6
chr12	121281237	121281387	id-25586	2.81e-05	-	CCAGTGAGGTGGGAGGAAACCAGTAGATGGTGATG	V_CTCF_BR	3
chr12	121287785	121287935	id-25587	1	+	NA	NONE	14
chr12	121292723	121292873	id-25588	1.43e-05	+	ACTGTTTCATGATGACCCTCCACAAGGGGCAGGGA	Upstream_CTCF	12
chr12	121294910	121295060	id-25589	1	+	NA	NONE	40
chr12	121322723	121322873	id-25590	1	+	NA	NONE	0
chr12	121342035	121342185	id-25591	2.11e-06	+	GCGGGCGGAGGCGGCGGCGACTGAGGGGGGCGCTA	V_CTCF_BR	15
chr12	121382465	121382615	id-25592	8.03e-07	+	CTTAGAGTTCCGAGAGCATCCACCAGGGGGCCGTG	Upstream_CTCF	40
chr12	121400387	121400537	id-25593	1.64e-06	-	ATGTAGGAGTTGATTCTTTCCAGAAGCTGGCAGTC	UpstreamP1_CTCF	4
chr12	121409648	121409798	id-25594	2.43e-06	-	CTGGTAGTTTGCAAGGTGTCCAACAGATGTCACTG	Upstream_CTCF	40
chr12	121437857	121438007	id-25595	1.1e-05	-	AACTCAGGTGACCGCCCCACCGCCAGGGGTCATTG	V_CTCF_BR	1
chr12	121441635	121441785	id-25596	1	+	NA	NONE	27
chr12	121443229	121443379	id-25597	4.59e-07	+	ATGCTGATGCCTGATGGAGCCAGTGGAGGGCGCGC	UpstreamP1_CTCF	40
chr12	121447665	121447815	id-25598	1.59e-06	-	ATCGAGAAGCTCATTCCCGCCACAAGAGGGCAAGG	V_CTCF_BR	40
chr12	121451653	121451803	id-25599	5.74e-05	-	TTTCATCTTCCCAGCAATGCCACAAGAGGGTGTAT	UpstreamP1_CTCF	16
chr12	121464278	121464428	id-25600	1	+	NA	NONE	20
chr12	121497915	121498065	id-25601	8.08e-08	-	GCTGCTGAACTAAGGCAGCCCAGCAGAGGGAGGCT	Upstream_CTCF	40
chr12	121498463	121498613	id-25602	1	+	NA	NONE	40
chr12	121499753	121499903	id-25603	8.02e-05	+	TTGTCAATTTTCCTCTCTTCCACAAGATGATGCTC	Upstream_CTCF	36
chr12	121527297	121527447	id-25604	8.59e-05	+	CAATCTTTGGCTAGTGCTGTCTACAGAGGGCGCTT	V_CTCF_BR	31
chr12	121533852	121534002	id-25605	4.11e-07	-	AGGTAGTGGCGTCTGGTAATCAGCAGATGGCGCCC	UpstreamP1_CTCF	40
chr12	121548240	121548390	id-25606	6.53e-09	-	ATGGTGGTGCTGCTACTGACCAGCAGAGGGCAGTG	V_CTCF_BR	40
chr12	121571065	121571215	id-25607	8.58e-06	+	TTTCTGCTCTACTTCAGGCCCGCCAGGGCGCGCAG	UpstreamP1_CTCF	29
chr12	121622367	121622517	id-25608	2.66e-05	-	TGTAGGCACAGTGCCGCAGCCGGCTGTTGGTGGAA	V_CTCF_BR	4
chr12	121628258	121628408	id-25609	3.28e-05	-	TGGTCATGGTTCCTTATTGCCTCTAGTAGGCAGGG	V_CTCF_BR	9
chr12	121647738	121647888	id-25610	7.55e-07	-	GGCGGTCGGGGCCCGGGGCCCGGGGGAGGGCGCCA	V_CTCF_BR	33
chr12	121661575	121661725	id-25611	1.55e-07	-	GTGCAGTGGCCTCTGTCGCCCAGGAGGGAGTGCAG	UpstreamP1_CTCF	39
chr12	121665187	121665337	id-25612	1	+	NA	NONE	4
chr12	121668187	121668337	id-25613	9.49e-08	-	GATCGGATTCCACACGTCACCACTAGGGGGAGGCA	V_CTCF_BR	40
chr12	121671207	121671357	id-25614	5.13e-05	+	CGCACCTCCCTCCCGCCTGCCACAAGGGGTCCCAG	V_CTCF_BR	18
chr12	121676493	121676643	id-25615	8.58e-06	+	CTGCTGCCCCCTGGGCCAGCCACCAGGCCAGGCCA	UpstreamP1_CTCF	13
chr12	121684863	121685013	id-25616	7.27e-06	-	TGGTAGGGTGTTAACTCCGCCGAGAGAGGGCGGAC	V_CTCF_BR	1
chr12	121714596	121714746	id-25617	1.55e-05	+	ACCACTGCACACCAGCCTGCCAACAGAGGGAGACT	V_CTCF_BR	16
chr12	121733880	121734030	id-25618	4.7e-08	-	CCAGGCCCTGGTGGCTTGGACACCAGGTGGCAGGA	V_CTCF_BR	26
chr12	121734869	121735019	id-25619	4.99e-07	-	CAAGCGCTGCCGGCGCGGCCCGCCCGAGGGCGCCG	Upstream_CTCF	35
chr12	121771910	121772060	id-25620	1	+	NA	NONE	6
chr12	121772675	121772825	id-25621	4.11e-08	+	ACGGCAATGTTACATAGTGACACTAGGGGGCAGAC	Upstream_CTCF	40
chr12	121821429	121821579	id-25622	3.8e-08	-	GCCTCCTGATTAGCTGGAACCACCAGTGGGCGCCA	V_CTCF_BR	34
chr12	121838012	121838162	id-25623	1	+	NA	NONE	21
chr12	121863279	121863429	id-25624	1.13e-05	+	GAGCTGAAAATACCTGTGAACACCAGGAGGCAGAT	UpstreamP1_CTCF	18
chr12	121879489	121879639	id-25625	6.37e-07	-	GGGTTGTTTGGAGGAACGGCCGGTAGAGGGCGTTG	UpstreamP1_CTCF	24
chr12	121881129	121881279	id-25626	2.17e-09	-	CGGGCCGTGCTGTCACCAGCCACAAGGTGGCGCCA	V_CTCF_BR	40
chr12	121891589	121891739	id-25627	3.56e-06	+	ATGGCAGCCCTAGGAGAGGACGACAGAGGGCGCGT	Upstream_CTCF	1
chr12	121916832	121916982	id-25628	2e-06	+	GAAGTAATGAACTCCTATACCACAAGGAGGCGCTA	Upstream_CTCF	39
chr12	121925290	121925440	id-25629	1	+	NA	NONE	5
chr12	121932096	121932246	id-25630	3.6e-07	+	CCCCCAGTTTTCCAAGTGACCACCAGGCGGCACTG	Upstream_CTCF	40
chr12	121937800	121937950	id-25631	1.13e-13	+	GTGTGTGGCCCCCCTGCGGCCACCAGGGGGCGCCC	V_CTCF_BR	40
chr12	121938338	121938488	id-25632	1.27e-06	-	CTGCGCCTCCCTTTGCCGGCCTGTGGATGGCGATT	UpstreamP1_CTCF	18
chr12	121951818	121951968	id-25633	1	+	NA	NONE	4
chr12	121975264	121975414	id-25634	3.71e-05	-	GAAGCCACCTGAGCTGGGGGCGGCCGGGGGCGGCC	Upstream_CTCF	0
chr12	121990631	121990781	id-25635	1.03e-06	+	TGGCGTCTGGAGTGCAGATCCACCAGGGGGCATCC	V_CTCF_BR	40
chr12	122016878	122017028	id-25636	9.81e-06	-	GCTTGGGTTGCAATGGTGGGGTGCAGGGGGCGCTC	V_CTCF_BR	10
chr12	122019062	122019212	id-25637	1	+	NA	NONE	18
chr12	122020186	122020336	id-25638	1	+	NA	NONE	16
chr12	122062609	122062759	id-25639	1.99e-07	-	TGAAACGTAACTCTTGTCACCACTAGAGGGCGCGC	V_CTCF_BR	40
chr12	122062928	122063078	id-25640	1	+	NA	NONE	0
chr12	122064357	122064507	id-25641	6.49e-06	-	CGGCAGTGACCAGAGACTGCGCGCGGGCGGCGCCT	UpstreamP1_CTCF	3
chr12	122064646	122064796	id-25642	1.38e-06	+	CCCCCAAGCGGCGGCAGCACCACCAGCGGCAGCCG	V_CTCF_BR	23
chr12	122065123	122065273	id-25643	1.43e-05	-	CTTGCTGGGGCAGGCATGGCCATGTGGAGGCACCC	Upstream_CTCF	36
chr12	122091149	122091299	id-25644	2.15e-05	+	TACACCAAACTAAGCTAGACCCCCAGGGGTCGCTC	V_CTCF_BR	6
chr12	122106689	122106839	id-25645	6.47e-09	-	GCTGGGGCTCCAAGTCTGACCAGCAGGGGGCAAAG	Upstream_CTCF	40
chr12	122110462	122110612	id-25646	1	+	NA	NONE	2
chr12	122112730	122112880	id-25647	7.73e-06	-	CAGATAGAGCTGCTTCTGTACAGCAGAGGGATCCC	V_CTCF_BR	1
chr12	122120069	122120219	id-25648	2.38e-07	-	CGCTCTGGACACCTGACAGCCCCTAGAGGGCGCTC	V_CTCF_BR	40
chr12	122125015	122125165	id-25649	6.98e-07	+	TGCGCTCTGGACGCTCCTGCCGGAAGTGGGCGGGA	V_CTCF_BR	36
chr12	122135119	122135269	id-25650	9.06e-08	+	AAGAAATTTCAAGATGTTGCCAGCAGGTGGCAGAA	UpstreamP1_CTCF	36
chr12	122147364	122147514	id-25651	2.6e-05	+	CTGCGAATACAGGTGTGAGCCACTGGGAGGCCAGA	UpstreamP1_CTCF	16
chr12	122150994	122151144	id-25652	1	+	NA	NONE	30
chr12	122176275	122176425	id-25653	2.1e-05	+	CGGGACCCAGCACCAAAGGCCACCAGGAGGGGTGC	Upstream_CTCF	2
chr12	122211245	122211395	id-25654	1.98e-08	-	TTGCAGGAACTGGACGCAGCCTGCAGGGGGAGCAC	UpstreamP1_CTCF	40
chr12	122214164	122214314	id-25655	6.2e-10	+	CAGGCTGTGAGAAGATTCGCCACCAGAGGGCGCCC	V_CTCF_BR	40
chr12	122224402	122224552	id-25656	7.44e-06	+	TCTGCCCTTGCTGTTCACTCCTCCAGAAGGCTCTT	Upstream_CTCF	19
chr12	122227151	122227301	id-25657	2.78e-06	-	CACGTCAGGACGATGGGCGGCTCTAGGGGGAGCCC	V_CTCF_BR	3
chr12	122230292	122230442	id-25658	6.39e-08	+	CGTAAACCACCCGTGGGGGCCTGCAGGTGGCAGGC	V_CTCF_BR	11
chr12	122231683	122231833	id-25659	1	+	NA	NONE	4
chr12	122232170	122232320	id-25660	5.08e-07	-	CCGGCGCCGAGGCGATTGCCCGGCAGAGGGCGTCA	V_CTCF_BR	40
chr12	122232933	122233083	id-25661	1.01e-09	+	CAAGCAAGGCACGGTCTGACCACCAGAGGGCAGCA	V_CTCF_BR	40
chr12	122235122	122235272	id-25662	1.55e-08	-	ACGCCAGCGGAAGGGCCGGCCAGGAGGTGGCAGGA	V_CTCF_BR	38
chr12	122237526	122237676	id-25663	2e-06	+	GATGGATGGCCCCGGCGGCCCAGCAGGCGGCCCTA	Upstream_CTCF	16
chr12	122240983	122241133	id-25664	9.26e-05	+	CCTCGGCCGCCAGAGAGGAGCGGCAGAGGGGGCTG	UpstreamP1_CTCF	15
chr12	122249981	122250131	id-25665	7.99e-11	-	CAGGCGCTATTCCCCGGCGCCAGCAGGGGGCGCCC	V_CTCF_BR	40
chr12	122256792	122256942	id-25666	3.22e-05	+	CCTCAGTTTTTAAAAGCGACTACTAGCGGCCGGGT	UpstreamP1_CTCF	2
chr12	122261034	122261184	id-25667	1.04e-07	+	TGGGCCCTTGGTCCGACCACCAGCAGGGGCCGCCC	V_CTCF_BR	35
chr12	122265421	122265571	id-25668	2.23e-06	-	CAGCTGCCAGTGAAGGAGGACAGCAGGCGGCGCTG	UpstreamP1_CTCF	3
chr12	122275580	122275730	id-25669	1	+	NA	NONE	21
chr12	122277303	122277453	id-25670	1.46e-07	-	AGGCAGTAGTGCCTTATGGCAGCCAGGGGGAGGCC	UpstreamP1_CTCF	35
chr12	122296891	122297041	id-25671	1.03e-06	+	GGGCAGTGACGTCCACTAGTCAGTGGGAGGCAGAG	UpstreamP1_CTCF	13
chr12	122326370	122326520	id-25672	1	+	NA	NONE	40
chr12	122326976	122327126	id-25673	1.64e-05	+	GCAAGTGCGGCCTCTGTCGGCACAAGAAGGCAGGC	V_CTCF_BR	40
chr12	122332226	122332376	id-25674	2.43e-06	+	GCCAGCAGCCAGGTGTCAGCCACCTGTGGGAAGGA	V_CTCF_BR	5
chr12	122332717	122332867	id-25675	1	+	NA	NONE	39
chr12	122353947	122354097	id-25676	5.65e-05	+	GAACGAGACTACAGCTCTAGAAGCAGAGGGAGCCC	V_CTCF_BR	2
chr12	122354779	122354929	id-25677	8.81e-07	+	CAGCTTCCTCTTTAGGAACCCACCAGAGGGCAGCA	V_CTCF_BR	36
chr12	122356299	122356449	id-25678	1.81e-06	+	AAGTCTATGCCGCCAGCGACCGGCAGGAGGCACGT	Upstream_CTCF	32
chr12	122356607	122356757	id-25679	2.1e-05	-	GGCCAGGTCGGGTGAGCGCCCCCCAAGGGGCACCA	UpstreamP1_CTCF	0
chr12	122371841	122371991	id-25680	1.35e-05	+	GAGTTGCCGCTTGCCTTCACCTCTAGGAGCCACTG	UpstreamP1_CTCF	23
chr12	122393776	122393926	id-25681	9.14e-09	+	TCAGTATTGCTGCTTCTGTCCAGCAGAGGGCAGGG	Upstream_CTCF	40
chr12	122418045	122418195	id-25682	1	+	NA	NONE	1
chr12	122461629	122461779	id-25683	1	+	NA	NONE	11
chr12	122467260	122467410	id-25684	1.01e-05	+	CATGTGAGGGCCACATGCCCCACGAGGGGGTGATC	Upstream_CTCF	5
chr12	122469620	122469770	id-25685	3.41e-07	+	GGCGCCATCCCGACTTCCACCACTAGAGGGAATGC	Upstream_CTCF	40
chr12	122492329	122492479	id-25686	1.08e-08	+	TTGTTGGTGCGCACTGCGGCCGCCAGGGGGTGCTG	UpstreamP1_CTCF	40
chr12	122501969	122502119	id-25687	2.72e-05	+	GTTCTGTTTCCCTCTTCTTCCCATAGGGGTCTCCC	UpstreamP1_CTCF	40
chr12	122519811	122519961	id-25688	1	+	NA	NONE	15
chr12	122581134	122581284	id-25689	1.85e-05	+	CCTGCGCTTTCACATTTGTCCAGCAGCCTGCTGTG	Upstream_CTCF	4
chr12	122592197	122592347	id-25690	3.36e-07	-	ACCACCAGCCACAGGAGAGCCGGGAGAGGGCAGTC	V_CTCF_BR	3
chr12	122601395	122601545	id-25691	5.86e-07	-	TGGGCTGTGTCCAGGCCTTCCACTAGAGGACAGAC	Upstream_CTCF	30
chr12	122607852	122608002	id-25692	1.48e-06	-	TTCGGTAATATCTCTATGACCAACAGGTGGCGCTC	V_CTCF_BR	39
chr12	122611811	122611961	id-25693	1.93e-05	-	TACACTGCATGTACCAGGCCCGCCAGATGGCATTA	V_CTCF_BR	26
chr12	122615657	122615807	id-25694	1.46e-08	+	TAAGCAGTTCTCCCTCGAAGCAGCAGAGGGCACTG	Upstream_CTCF	40
chr12	122617883	122618033	id-25695	1.84e-06	-	CATGTGAGCCAGGGATGGGGCGGTAGGGGGCGCGA	V_CTCF_BR	8
chr12	122621888	122622038	id-25696	1.96e-07	+	CTGCAGAGACCCCAGGCTGCCTCCTGGTGGCGTTG	UpstreamP1_CTCF	37
chr12	122623912	122624062	id-25697	3.81e-05	+	AGGCCACCTTGCACTCAGCCTTCCAGGTGGCAGCA	V_CTCF_BR	0
chr12	122636646	122636796	id-25698	5.13e-05	-	AGATAACTGACAAGAGAAAGCCCCAGGGGGCAGCA	V_CTCF_BR	37
chr12	122644601	122644751	id-25699	4.65e-05	+	AACCCACTGCTACAGTAAGACACCTGGGGGTGCTA	V_CTCF_BR	20
chr12	122675531	122675681	id-25700	1.38e-07	-	GTGCACCTTGCGGCATGAACCACAAGGGGGTGATC	UpstreamP1_CTCF	40
chr12	122685337	122685487	id-25701	6.37e-07	-	CCGAAGTTGCACACGGTGGACACCAGGGGCTCCCC	UpstreamP1_CTCF	19
chr12	122700058	122700208	id-25702	1	+	NA	NONE	34
chr12	122712067	122712217	id-25703	1.64e-05	-	GTGGGCTGTGGTGGCGACACAGGCAGAGGGCGGGC	V_CTCF_BR	2
chr12	122732858	122733008	id-25704	3.97e-07	+	TAGACACTCTGGGTCCTGGCCACCAGTGGGAGCAT	V_CTCF_BR	0
chr12	122751555	122751705	id-25705	8.13e-06	-	GCTATAATTTAAGATTTGAGCAGTGGGTGGCGGCG	Upstream_CTCF	32
chr12	122764389	122764539	id-25706	2.11e-06	+	CTGACTCAGCACTTGGTTATCAGCAGAGGGCGGGG	V_CTCF_BR	6
chr12	122791065	122791215	id-25707	5.35e-09	+	CTGCAGAGCCCGCACCTGACCACAAAGGGGCAGCA	UpstreamP1_CTCF	21
chr12	122820691	122820841	id-25708	3.88e-07	+	CAGCAAGCATCCTGCCTCGCCAACAGAGGGCGCCT	UpstreamP1_CTCF	40
chr12	122821165	122821315	id-25709	1	+	NA	NONE	2
chr12	122835079	122835229	id-25710	8.17e-09	+	CTGCACTGGCAGGCACTGGCCAGTGGCGGGGGCAC	UpstreamP1_CTCF	26
chr12	122840801	122840951	id-25711	2.73e-07	-	CTAGTAGTTTGCACAGAGTCCAGCAGATGTCGCTG	Upstream_CTCF	40
chr12	122884123	122884273	id-25712	2.23e-06	+	TTGCAATGAATTTAACCTGCCAGGAGAGGGAGTTT	UpstreamP1_CTCF	38
chr12	122906063	122906213	id-25713	1	+	NA	NONE	9
chr12	122906709	122906859	id-25714	1.64e-06	-	CCTTCGCTTCCTCCGCCCGCCTCAAGATGGAGCTT	Upstream_CTCF	40
chr12	122923488	122923638	id-25715	1	+	NA	NONE	4
chr12	122933958	122934108	id-25716	1.29e-05	+	CTGCAGTGAGCCATCCATGCCACTACACTCCAGCC	UpstreamP1_CTCF	16
chr12	122956291	122956441	id-25717	1.85e-07	-	GTGTTATCCTGCTCTCAGGCCAACAGGGGGAGCAA	UpstreamP1_CTCF	40
chr12	122958455	122958605	id-25718	1	+	NA	NONE	1
chr12	122985368	122985518	id-25719	1	+	NA	NONE	31
chr12	122985884	122986034	id-25720	4.65e-05	+	AGAGGTCGAGGCTGCATTGAGCCCAGATGGCGCCA	V_CTCF_BR	25
chr12	123102295	123102445	id-25721	2.29e-05	-	ATGCGCTGATACGGAACACTCTCTAGAGGCCGCTG	UpstreamP1_CTCF	1
chr12	123122473	123122623	id-25722	1.03e-06	+	GTGCAAGGCCCAGAAGAGGTCAGGTGGTGGCACTA	UpstreamP1_CTCF	40
chr12	123144784	123144934	id-25723	3.45e-05	-	AAATGATTCTCTCCTAGAACCTCTAGAGGGAGCGT	V_CTCF_BR	40
chr12	123215293	123215443	id-25724	1.23e-05	-	AGGAAATGTTTGGATTTCTCCACCAGGAGGGAGGA	UpstreamP1_CTCF	18
chr12	123215857	123216007	id-25725	1.27e-06	-	CTCCTCCAATCCTCTTCCGCCCCCAGGGGGCAGTT	UpstreamP1_CTCF	11
chr12	123237195	123237345	id-25726	5.01e-06	+	GGCCTCTTGGCCACGCCCCCCACCGGAGGGCAAGG	V_CTCF_BR	33
chr12	123278311	123278461	id-25727	9.27e-07	+	GTGAAAGTGTGGTATTCTGCCACTAGAGGTCACTA	UpstreamP1_CTCF	40
chr12	123318928	123319078	id-25728	1	+	NA	NONE	33
chr12	123344894	123345044	id-25729	3.07e-10	+	CTGCCCTGTTCTCCCGTCGCCACTAGGGGGCAGCC	UpstreamP1_CTCF	40
chr12	123350317	123350467	id-25730	3.42e-08	-	TGTGCTGAAGGCCCAGGGCCCAGCAGGGGGCAGTG	V_CTCF_BR	40
chr12	123352271	123352421	id-25731	2e-06	+	CAGGCTTCAGCATGAGCTGCCACTAGGTGGAGAGG	Upstream_CTCF	38
chr12	123365415	123365565	id-25732	2.97e-06	+	GAGCGTTGTGCACTGCCCAACTCCAGGGGGTGCCA	V_CTCF_BR	40
chr12	123379509	123379659	id-25733	1.06e-05	-	ACGGGAGTTCGTGGATGGGCCTAAGGGTGGCGACA	Upstream_CTCF	12
chr12	123431333	123431483	id-25734	3.63e-05	+	ACCAGAGTCCTGGAAGAGGCCCCTGGGTGGAGCTG	V_CTCF_BR	40
chr12	123431957	123432107	id-25735	1.52e-07	-	GGGCTTGGATGCATGACGGCCTCCAGGTGGTGCCG	V_CTCF_BR	11
chr12	123432196	123432346	id-25736	3.48e-06	+	AAGCAGTGCCGTGGGGTGGCCAGAGGGGACAGCAG	UpstreamP1_CTCF	11
chr12	123436966	123437116	id-25737	7.8e-08	-	AGGCTGCCACCTCATGGTCCCAGCAGAGGGCACCA	V_CTCF_BR	40
chr12	123450879	123451029	id-25738	3.81e-05	-	CGCGGGTGGGAGGCGGGGAGGAGCAGCGGGAAGAG	V_CTCF_BR	14
chr12	123465245	123465395	id-25739	8.21e-06	-	GCCCTTCGCGGCCTCGCCGCCTCAAGGGGGCCCCC	V_CTCF_BR	17
chr12	123465600	123465750	id-25740	1.83e-05	-	GCCGACGTGAGCCATGGCGCCGCGGGCTGGCGACG	V_CTCF_BR	15
chr12	123466858	123467008	id-25741	6.51e-07	-	GGAGCAGAACCACAAGCAGCCGGCAGAGGGGTCCC	Upstream_CTCF	2
chr12	123467488	123467638	id-25742	1.21e-06	-	GTGTGGCCTGTGCTCACGACCACCAGAGGACACCC	UpstreamP1_CTCF	8
chr12	123473890	123474040	id-25743	8.71e-06	+	CTGGGTGCATCTGGCTCTGCCACTAGGGGCTGGGC	V_CTCF_BR	25
chr12	123481309	123481459	id-25744	3.83e-09	+	TACTGGGGGGAGGAGGTGGCCAGCAGGGGGAGGGC	V_CTCF_BR	3
chr12	123495342	123495492	id-25745	8.64e-05	+	GAAGAGATGTCTGAAGAGGCCTACAGGGGGTGTCT	Upstream_CTCF	8
chr12	123519656	123519806	id-25746	1	+	NA	NONE	7
chr12	123525773	123525923	id-25747	3.5e-05	+	CTGCTGTCCCTAGCAGGGTCTGGAAGGCGGGTCCC	UpstreamP1_CTCF	6
chr12	123528098	123528248	id-25748	9.55e-09	+	AGATCCCACAGCACAGCGGCCACCTGGGGGCACCG	V_CTCF_BR	39
chr12	123541344	123541494	id-25749	1.15e-07	+	CCTGCAGGACTTTGCAGACCCAGGAGGTGGCAGTT	Upstream_CTCF	4
chr12	123548192	123548342	id-25750	2.74e-08	-	CTGCAATGCTGTGACCCCTCCTCCAGGGGTCCCTG	UpstreamP1_CTCF	40
chr12	123549562	123549712	id-25751	2.12e-06	+	AGGCACTTGCCACCCACAGCCGCTGGAGGCCCCTG	UpstreamP1_CTCF	8
chr12	123560167	123560317	id-25752	6.75e-05	-	GTGACTTAACTTGAAAGGAGCCGCAGGGGGCGTGA	UpstreamP1_CTCF	24
chr12	123562033	123562183	id-25753	7.46e-06	+	GAGTGCTGTACCTACCCAAGCACCAGGAGGCAGGA	UpstreamP1_CTCF	13
chr12	123570339	123570489	id-25754	2.8e-05	+	CCTGTCTTGTCATGTATGAACACCAGGGACCTTCA	Upstream_CTCF	16
chr12	123600209	123600359	id-25755	2.43e-06	-	CCAGCTGTATCAGCTCCAGGCAACTGGGGGTGCTG	Upstream_CTCF	10
chr12	123610972	123611122	id-25756	5.48e-05	-	ACCATAGTGGTTTGCATGACCACCAGAGGGGTCAG	Upstream_CTCF	36
chr12	123633777	123633927	id-25757	7.17e-05	-	AGGACAGTACATCCTCTGCCCTGAAGATGGCCAGG	Upstream_CTCF	11
chr12	123635626	123635776	id-25758	1.64e-06	+	GCGGCGGCGCCTCCTCAGGCCGCGCGGGGGAGCGG	Upstream_CTCF	23
chr12	123718122	123718272	id-25759	1	+	NA	NONE	16
chr12	123722749	123722899	id-25760	3.97e-07	-	CTTTGAAAAGACAAAACGGCCAGCAGGTGGTGCCA	V_CTCF_BR	40
chr12	123749270	123749420	id-25761	3.36e-07	+	GTCTCCCTCCAAAGAGGTGACAGCAGAGGGCAGTG	V_CTCF_BR	36
chr12	123754147	123754297	id-25762	9.84e-05	+	GCCTTCCCGCCACTTGGGGCGCCTGGGGGGCTCTG	V_CTCF_BR	16
chr12	123755684	123755834	id-25763	1.03e-06	+	GGGCCGCTCCCGACTCCCGCCGGCAGGGGCCCTCG	UpstreamP1_CTCF	40
chr12	123850340	123850490	id-25764	4.68e-07	-	AGGCTTGTAGGATGCGCAGCCAGTAGGGGGCAAGA	V_CTCF_BR	40
chr12	123868852	123869002	id-25765	1.23e-05	-	TTTCTGGGGGCATCTGGAGCCGCAAGGGGGGGCCG	UpstreamP1_CTCF	24
chr12	123869728	123869878	id-25766	1	+	NA	NONE	14
chr12	123873307	123873457	id-25767	4.21e-05	+	CGCGAGTGGCTGAGGCCGCGCGAGAGGGGGCGCGC	V_CTCF_BR	12
chr12	123874107	123874257	id-25768	2.53e-05	-	GAAGCGGCCCGGCCGGGCGCCCCGGGCGGGTACCC	V_CTCF_BR	13
chr12	123875176	123875326	id-25769	1.5e-05	-	TGTGTAACTGAGTTCTCTTCCTGAAGGGGGAAACG	Upstream_CTCF	10
chr12	123905971	123906121	id-25770	1	+	NA	NONE	18
chr12	123920496	123920646	id-25771	3.71e-05	+	AAAGGAAGGCGTCTCCCTGCCAGTAGGTGCCCTCC	Upstream_CTCF	22
chr12	123943370	123943520	id-25772	1.61e-05	+	CGTCAGCCACCGTGCCCGGCCAGGAGGGGCAGAGT	UpstreamP1_CTCF	38
chr12	123953489	123953639	id-25773	1	+	NA	NONE	32
chr12	123970389	123970539	id-25774	2.97e-06	+	CCTCCCGGGGTGCCAGCAGCCTGTGGAGGGTGCTA	V_CTCF_BR	0
chr12	123975690	123975840	id-25775	5.08e-05	-	GAGTAAGCCTAGGAGGACCACGGCAGATGGAGCTC	UpstreamP1_CTCF	0
chr12	124000913	124001063	id-25776	1.95e-07	-	GCTGTGATCTCAGCAGGGTCCGGCAGAGGGCCGTG	Upstream_CTCF	11
chr12	124018492	124018642	id-25777	1.15e-06	+	GGGGCGCGCCCGCTTTCCGCCGCCCGGGGGCGCCC	Upstream_CTCF	36
chr12	124018845	124018995	id-25778	1	+	NA	NONE	38
chr12	124025492	124025642	id-25779	2.08e-07	+	GGGCTGCGCTTCAGCCTCTCCAGCAGGTGGGACTA	UpstreamP1_CTCF	9
chr12	124066780	124066930	id-25780	6.48e-05	-	TTTCTTTGAAGACCAACAGGCGATAGGGGGCAGTA	UpstreamP1_CTCF	40
chr12	124086295	124086445	id-25781	3.11e-05	-	CCACTTTCTCTGCCCCTCGGAGGCAGGTGGCAGCA	V_CTCF_BR	40
chr12	124086467	124086617	id-25782	1.1e-05	-	CGCGGCGAAGGCTCCCACGCCGCGGGAGGGAGGAA	V_CTCF_BR	3
chr12	124103146	124103296	id-25783	3.97e-07	-	TTTCTCTGGGGCTTCATCTCCTGCAGGGGGCACTA	V_CTCF_BR	40
chr12	124141919	124142069	id-25784	1	+	NA	NONE	0
chr12	124229493	124229643	id-25785	2.66e-05	-	GAGAAACTCGTGGCGCCCGAAGCTAGGTGGCACCA	V_CTCF_BR	32
chr12	124239024	124239174	id-25786	5.3e-05	-	GTGCCCCCTGAGTCTGCTGGCACTACAGGGCATTG	UpstreamP1_CTCF	3
chr12	124246506	124246656	id-25787	1.03e-06	+	CTGCAGCGGCCCGAGGGCGGCTCCTGGCGGCGAGG	UpstreamP1_CTCF	30
chr12	124277768	124277918	id-25788	1	+	NA	NONE	24
chr12	124286226	124286376	id-25789	4.1e-06	+	CATGCAGTTGTTAAGAATTACGACAGAGGGAGCCT	Upstream_CTCF	39
chr12	124292864	124293014	id-25790	1.99e-07	+	ATTACTGGATGGGGTTGGGCCGGCAGGGGGAAGCA	V_CTCF_BR	37
chr12	124324660	124324810	id-25791	4.71e-06	-	TCAGCCGGGGATGATTTTGCCACCAGGGGACATTG	Upstream_CTCF	2
chr12	124326543	124326693	id-25792	1.77e-10	-	TCCCAGGGGCCCTGTGCTGCCACCAGGGGGCACAC	V_CTCF_BR	38
chr12	124332890	124333040	id-25793	1	+	NA	NONE	0
chr12	124339570	124339720	id-25794	2.23e-09	-	TTGCAGTTCCCCGCCTTCTCCAGAAGAAGGAAGCA	UpstreamP1_CTCF	10
chr12	124343692	124343842	id-25795	3.28e-05	+	ACGACGATGGTGGTGGGGCCCACCAGAGGGGGCAA	V_CTCF_BR	7
chr12	124344096	124344246	id-25796	1	+	NA	NONE	0
chr12	124345233	124345383	id-25797	2.11e-06	-	AACTAGAAGCACAGCTTTGCCTCTGGAGGGCACCA	V_CTCF_BR	13
chr12	124376444	124376594	id-25798	5.7e-05	-	ACTGAGTCTCCAACTAGCTCCCCTGGTGGGCAGTA	Upstream_CTCF	20
chr12	124390002	124390152	id-25799	1.41e-08	+	CTGCTTTTTCCTAGACTTACCAACAGGGGGCGCGA	UpstreamP1_CTCF	40
chr12	124412924	124413074	id-25800	1.84e-06	-	AGATCTTTCAGCCACTTGACCAGGAGGTGGCAGTT	V_CTCF_BR	9
chr12	124416584	124416734	id-25801	1	+	NA	NONE	4
chr12	124423364	124423514	id-25802	4.7e-06	-	CCAAGGCCGGCTGGAGGAGCAGGGAGGGGGCAGCA	V_CTCF_BR	40
chr12	124457361	124457511	id-25803	2.18e-07	-	CCTGCCCCGCCACAGCCGGGCGGAAGGGGGCGTAG	Upstream_CTCF	29
chr12	124468515	124468665	id-25804	5.96e-07	-	ATTTCAACTGTTCACAAGGCCTCCAGAGGGCACTC	V_CTCF_BR	40
chr12	124476803	124476953	id-25805	1.03e-06	+	GAGTCACAGGCTTTTCTAGCCAGCTGGTGGCAGGG	V_CTCF_BR	2
chr12	124487789	124487939	id-25806	4.21e-05	-	TGCATTCACACCTTCTACTCCAACAGGGGGTGCCC	V_CTCF_BR	23
chr12	124516935	124517085	id-25807	8.13e-06	-	CCAACCCCACCTCTTTTGACCACTAGAGGGGGCAC	Upstream_CTCF	40
chr12	124518980	124519130	id-25808	5.38e-05	+	AACGCGCCATTTGTGCATTCCAGGAGCAGGCGGCG	V_CTCF_BR	5
chr12	124521254	124521404	id-25809	2.41e-08	+	ATGCTGCACTGTTTCGCAGCCACAAGGGGGCACCT	UpstreamP1_CTCF	40
chr12	124528692	124528842	id-25810	5.01e-06	-	CAACCCTACAGCAAAGCAGCCACCAGGAGGCAAGA	V_CTCF_BR	5
chr12	124538516	124538666	id-25811	2.81e-05	+	GGCCGTGATTGCTGCGTACCAGCAAGGGGGCAGTC	V_CTCF_BR	38
chr12	124580859	124581009	id-25812	1.63e-05	-	CCTGGGATTCCAGTGAGGGCATCTGGAGGGAAGCC	Upstream_CTCF	2
chr12	124604176	124604326	id-25813	5.9e-06	+	CACCAGTCTCACCAGGCGCTCACAAGATGGCAGCA	UpstreamP1_CTCF	1
chr12	124646816	124646966	id-25814	2.04e-05	+	ACCTTGAAGCTTCTCCAGTCCACAAGGTGGCAGGT	V_CTCF_BR	21
chr12	124669117	124669267	id-25815	8.71e-06	-	GTCAGGGGTGTGTGAGCTGACGCCAGGAGGCAGAG	V_CTCF_BR	2
chr12	124709214	124709364	id-25816	1	+	NA	NONE	5
chr12	124758327	124758477	id-25817	1.95e-07	-	GTAGCAGTTCCCAGCTAGGCCTCAAGGGGCCTTCC	Upstream_CTCF	39
chr12	124773910	124774060	id-25818	2.1e-05	+	GCGGGAAAGCCAAGCCAGGACGCTGGGTGGCAGAC	Upstream_CTCF	14
chr12	124805637	124805787	id-25819	3.63e-08	-	GCTGTAGTTCTGAGGCCGGCAGGCAGATGGCAGTG	Upstream_CTCF	40
chr12	124806834	124806984	id-25820	4.88e-05	+	GGCTTCAAGACACTCTGGACCAGCAGGGGAAGCTC	V_CTCF_BR	7
chr12	124810106	124810256	id-25821	1.99e-07	-	CGGTGTGGTGGGCAGGCGGCCAGCAGGGGCTGCCG	V_CTCF_BR	6
chr12	124810841	124810991	id-25822	3.65e-07	-	CCCCTTCCCATCTTGTCCCCCTGCAGGTGGCGGCG	V_CTCF_BR	6
chr12	124816713	124816863	id-25823	2.81e-06	+	GGTGCACCGTGGGTTTCTGCCACTGGGCGGCTCCA	Upstream_CTCF	40
chr12	124820831	124820981	id-25824	1	+	NA	NONE	0
chr12	124823083	124823233	id-25825	1.03e-06	+	ACAGTCTCTGGAGTGTGTGTCACCAGAGGGCACTC	V_CTCF_BR	6
chr12	124832607	124832757	id-25826	1.04e-10	+	TCAGCCATCCCCCCACCGCCCACCAGGGGGCACCG	Upstream_CTCF	40
chr12	124832931	124833081	id-25827	2.18e-07	+	CAAAGCCTCACAGCCGAGGCCTCCAGAGGGAGCTG	V_CTCF_BR	7
chr12	124836078	124836228	id-25828	7.49e-05	+	TCAAGCAGAGAGGAGATGGCCACGTGGGGCAGCAT	V_CTCF_BR	6
chr12	124853479	124853629	id-25829	3.63e-06	+	CAGCCCCCTCTTGGGGTGACCTCTAGGGGGTGTCC	V_CTCF_BR	35
chr12	124854056	124854206	id-25830	1.55e-08	+	CGGCCCTGCGCAGTCGTGGCCGGCAGAGGGAGGGG	V_CTCF_BR	24
chr12	124856782	124856932	id-25831	8.98e-06	-	CCGCAGCAGCGCCCCCAGTGGAGGAGGGGGAGGAG	UpstreamP1_CTCF	10
chr12	124860064	124860214	id-25832	1	+	NA	NONE	26
chr12	124864548	124864698	id-25833	6.73e-07	+	CTGTGGTACTTCCTTGCGGCAGCCAGGGGGAATCA	UpstreamP1_CTCF	33
chr12	124865076	124865226	id-25834	2.81e-05	-	CTGCCAAAAATAGATTCGGGAAGCAGGGGGAGCCC	V_CTCF_BR	25
chr12	124874115	124874265	id-25835	1.39e-05	-	CCCTGCCCACCCACAGTCCCCGACAGAGGGCTCGG	V_CTCF_BR	19
chr12	124876990	124877140	id-25836	5.01e-06	-	TGCAGCTGTCCGTCAGGGCCCAGCAGGAGGCGACA	V_CTCF_BR	38
chr12	124879964	124880114	id-25837	1.16e-05	+	AGGGCCTCCGCGTGCACGGCCCCCAGGGGACGCTC	Upstream_CTCF	5
chr12	124883243	124883393	id-25838	2.01e-05	-	CATGGGCGATTTTACTCCCCCACTAGGGGACGCCA	Upstream_CTCF	36
chr12	124884299	124884449	id-25839	1.46e-08	-	GTGGCAGTTCCCAAGATTCGCCGCAGGGGGCAGCG	Upstream_CTCF	40
chr12	124905368	124905518	id-25840	6.05e-06	+	CACTGCCCTCAACAGAAAGCCCCCAGCTGGCAGCC	V_CTCF_BR	4
chr12	124907303	124907453	id-25841	1	+	NA	NONE	13
chr12	124908009	124908159	id-25842	1	+	NA	NONE	7
chr12	124913062	124913212	id-25843	2.01e-05	-	CTGCAGAGTGCTCTGTTGGACAACAGAACGCGCTG	UpstreamP1_CTCF	14
chr12	124929663	124929813	id-25844	5.51e-07	-	GCGTGGGACCTGGGGATGAGCGGCAGATGGCGCTC	V_CTCF_BR	10
chr12	124938025	124938175	id-25845	5.41e-06	+	ATGGTGGTGACTAAGAAAGCCAGCAGGGGCCAGGG	Upstream_CTCF	7
chr12	124950792	124950942	id-25846	4.71e-06	-	GCTGCAGCCCTCCTTCCGCCCGCTGGGGTGCTCAT	Upstream_CTCF	9
chr12	124953854	124954004	id-25847	1.03e-09	-	GATGCCCTTCTTGAAGCGACCACCAGGGGTCGCTG	Upstream_CTCF	40
chr12	124963156	124963306	id-25848	8.16e-07	-	TCTCTCCTCTCTGCTTGGACCACAAGGTGGAGGTG	V_CTCF_BR	8
chr12	124965216	124965366	id-25849	1	+	NA	NONE	7
chr12	124977537	124977687	id-25850	3.42e-08	+	CCCTGGCCTCAGCCTCCTGCCTGGAGGGGGCGGTG	V_CTCF_BR	4
chr12	124983994	124984144	id-25851	9.06e-08	-	CTGCTCTTGCTCAGCGGCGCCTCCAGCTGGAGCAC	UpstreamP1_CTCF	29
chr12	124985848	124985998	id-25852	6.51e-05	-	CCATGCAGTCTGTGGTGGGGCAGCCGAGGGCGCTA	V_CTCF_BR	4
chr12	124990622	124990772	id-25853	4.65e-05	+	CCACATTTATCTCATGCTAACACCAGAGGCAGCAG	V_CTCF_BR	20
chr12	124993470	124993620	id-25854	1.35e-05	-	GTGTGTGTCCCATTGGGGTGGAGCAGGTGGCGCCG	UpstreamP1_CTCF	28
chr12	124994907	124995057	id-25855	2.81e-06	+	ACAGCCAGTCCCCAACACAACACTTGGTGGCACCA	Upstream_CTCF	30
chr12	125002269	125002419	id-25856	7.23e-07	-	GCTGCAGTCACGGAAAAGAGCGCTCGGAGGCGCTG	Upstream_CTCF	21
chr12	125012406	125012556	id-25857	4.5e-06	+	CGTGTCCTTCCCATCTCGCCCTCCAGGGCGTGCTG	Upstream_CTCF	29
chr12	125029323	125029473	id-25858	1	+	NA	NONE	4
chr12	125038691	125038841	id-25859	6.43e-06	+	CTCTTTCCTGCCAGAGGTGCCGCGAGGTGGCATCA	V_CTCF_BR	0
chr12	125041626	125041776	id-25860	1.1e-06	-	AGACCCATCCCCCACGTGGCAGCCAGGGGGAGGCC	V_CTCF_BR	14
chr12	125042386	125042536	id-25861	1.28e-06	+	GCCCCCTGACTCCTGCCAGGCTCCAGAGGGCGACA	V_CTCF_BR	9
chr12	125051456	125051606	id-25862	1	+	NA	NONE	17
chr12	125052586	125052736	id-25863	5.96e-07	-	GAGGCCCAGCGTGTTCCTGCCTGGAGAGGGCTCTG	V_CTCF_BR	33
chr12	125053151	125053301	id-25864	1.39e-07	+	CCAGGGCAGATCTCTTTGAACAGCAGAGGGCACTG	V_CTCF_BR	40
chr12	125063103	125063253	id-25865	8.64e-05	+	CAGGCCATATAGATGTCAGCCACAAGGGGAGGTGT	Upstream_CTCF	24
chr12	125080106	125080256	id-25866	2.29e-05	-	TAGTAATAAGCAAAACCATCCAGCAGGAGTTGCTC	UpstreamP1_CTCF	15
chr12	125083691	125083841	id-25867	2.91e-05	-	GTGGCAAGGGCAGGGTAGACCACACGGGGCAGGAG	Upstream_CTCF	29
chr12	125093784	125093934	id-25868	3.63e-05	+	GGGGCGCAGCGGAGCACCTCCCACAGAGGGAAGGA	V_CTCF_BR	9
chr12	125117948	125118098	id-25869	1	+	NA	NONE	4
chr12	125126141	125126291	id-25870	6.9e-05	-	GAGGCAAGCAAATCAAACACCAGAAGATGTCGCTT	Upstream_CTCF	0
chr12	125137412	125137562	id-25871	4.99e-07	-	TCTGCAAAGACAGCTGCTGCCAGGTGGGGGCAGGG	Upstream_CTCF	4
chr12	125140786	125140936	id-25872	2.34e-06	-	CTTCAATCCCAGAGGGCTTCCTGAAGGTGGGGCCA	UpstreamP1_CTCF	29
chr12	125146103	125146253	id-25873	1.93e-05	+	TAAGGGCCCAGGACAAGGGCCACTAGTGGCCATCC	V_CTCF_BR	32
chr12	125166015	125166165	id-25874	1	+	NA	NONE	40
chr12	125179593	125179743	id-25875	8.99e-05	+	GAAGGCTCCTCCGCTAGAGCCTCCAGAGGAAGCAC	V_CTCF_BR	17
chr12	125194472	125194622	id-25876	7.11e-06	-	CATGTGGCTTAAAAATCCCCCTGTAGGGGGAAGAC	Upstream_CTCF	28
chr12	125201017	125201167	id-25877	2.59e-06	-	CTGCAGCAGCTGGGTGAATCCAGGTGAGGTCAGCA	UpstreamP1_CTCF	6
chr12	125204730	125204880	id-25878	9.88e-07	-	GAGGCTATTCCTCACACGGCAGCCAGAGGGAACCT	Upstream_CTCF	39
chr12	125211951	125212101	id-25879	2.6e-06	-	CTCTGCCCCGGAGTGGCTCCTACCAGGTGGCGCTG	V_CTCF_BR	12
chr12	125212592	125212742	id-25880	5.7e-05	-	TAGGAAATGTTAAATTCTACCTGTGGGTGGCATTA	Upstream_CTCF	20
chr12	125219160	125219310	id-25881	1	+	NA	NONE	17
chr12	125225538	125225688	id-25882	1.14e-06	+	CAGCGGCTCCCTCCACACACCTGGAGGAGGCAGCA	UpstreamP1_CTCF	24
chr12	125235452	125235602	id-25883	6.21e-05	-	TAGAATTTGTGTCCTGCACCAGGAAGAGGGCGCCC	V_CTCF_BR	34
chr12	125242791	125242941	id-25884	4.94e-06	+	AGTGCAGATGCCCCCGTCACCAGGAGTCGCCAGCA	Upstream_CTCF	3
chr12	125249031	125249181	id-25885	2.24e-10	-	GCTGTAATACCACACATCACCAGCAGGTGCCACTG	Upstream_CTCF	40
chr12	125251636	125251786	id-25886	2.04e-11	-	CTGCACGTGCGGATTGTGGCCGCCAGGGGGCGCTG	UpstreamP1_CTCF	38
chr12	125256488	125256638	id-25887	1.28e-06	-	AGGACGATTCCGAGCTCGGCCACTGGGGGGCGAGC	V_CTCF_BR	40
chr12	125259362	125259512	id-25888	1	+	NA	NONE	23
chr12	125265034	125265184	id-25889	2.96e-05	-	ACGGGGAATGCAGTGTCCTCCAGTGGCTGGCTGCA	V_CTCF_BR	5
chr12	125288753	125288903	id-25890	1	+	NA	NONE	9
chr12	125290545	125290695	id-25891	3.28e-05	+	TCAATTTCAATTTAAACAGCCGCAAGAGGCCAGCA	V_CTCF_BR	1
chr12	125314118	125314268	id-25892	4.5e-06	+	TTTGCACTGACTCTTTGCTCCTCCAGGGGCAATCT	Upstream_CTCF	15
chr12	125318622	125318772	id-25893	3.63e-06	+	GGAAGAATGCAGGCAACAGCCAGCAGGGGCCTGAG	V_CTCF_BR	8
chr12	125339499	125339649	id-25894	1.48e-06	+	AAGGATGCCTGGAGCTCCACCAGCAGGAGGCAGGA	V_CTCF_BR	23
chr12	125341193	125341343	id-25895	2.31e-06	+	GGGGTCCTACAGGAAACGCCCGGTAGGTGGAGACA	Upstream_CTCF	19
chr12	125342034	125342184	id-25896	1	+	NA	NONE	0
chr12	125348347	125348497	id-25897	1	+	NA	NONE	16
chr12	125369237	125369387	id-25898	4.68e-07	+	TGCCGAGGGCTGCTGGCAGCCACCAGAGGTCGAAG	V_CTCF_BR	6
chr12	125383139	125383289	id-25899	1.31e-05	-	CACAAAAAACATAAGGCAGCCACAAGGGGGAGTGG	V_CTCF_BR	38
chr12	125391416	125391566	id-25900	9.11e-08	-	TGTGCAGTATTTATTTCTGCCGGAAGAGGGAGCTT	Upstream_CTCF	40
chr12	125398570	125398720	id-25901	2.37e-05	+	AAAGCCTACCGCACACCTACCGGCAGGTGGCCCCA	Upstream_CTCF	39
chr12	125403893	125404043	id-25902	1	+	NA	NONE	5
chr12	125413895	125414045	id-25903	2.68e-05	-	CGTCCAGTAGCCCAGACAGCCGCTGGGTGTCATCC	Upstream_CTCF	9
chr12	125423782	125423932	id-25904	1	+	NA	NONE	39
chr12	125425266	125425416	id-25905	8.71e-06	-	GGGTGTGTTCTCCGCATGGCAGCCAGAGGGAGCCT	V_CTCF_BR	40
chr12	125446393	125446543	id-25906	1	+	NA	NONE	9
chr12	125460670	125460820	id-25907	7.17e-05	-	GCTCCAGCTTCCAGAGTCCCCTCCCGGTGGACTCA	Upstream_CTCF	0
chr12	125464252	125464402	id-25908	2.89e-09	+	GAACCCCACACCCTCCTTGCCACCAGATGGCACTG	V_CTCF_BR	5
chr12	125477481	125477631	id-25909	1	+	NA	NONE	35
chr12	125523883	125524033	id-25910	8.71e-06	+	TTTTCTGGACACTTTTTGGCCTGCAGGGGTCTGAG	V_CTCF_BR	22
chr12	125554765	125554915	id-25911	2.4e-05	-	TGCTGGACCCCTGTTAACTCCAATAGATGGCACCA	V_CTCF_BR	22
chr12	125573834	125573984	id-25912	2.93e-08	-	GTGCAGCTACCCAGGTGTGCCCCCAGGGGTCCCTA	UpstreamP1_CTCF	22
chr12	125578102	125578252	id-25913	2.27e-06	+	GCTGGCCGAGCTGCTGGGCGCACTAGATGGCAGCA	V_CTCF_BR	13
chr12	125607363	125607513	id-25914	4.65e-05	+	TAAGACGTGGCATGAGTGCCCGCAGGTGGGCTCCC	V_CTCF_BR	7
chr12	125667803	125667953	id-25915	1.34e-10	+	CCTGCAGTTCCAGTTTCAGCCACGAGATGGCAATG	Upstream_CTCF	40
chr12	125670714	125670864	id-25916	5.01e-06	-	GGCACAGGCGGCAGCCCGGCCAGTAGGCGGCGGGA	V_CTCF_BR	39
chr12	125678476	125678626	id-25917	2.78e-06	+	TCTCAATGCCCATTCTCTGCCGGCTGGGGGCAGGA	V_CTCF_BR	28
chr12	125678855	125679005	id-25918	1.69e-05	-	TTGCTGTGATGTGTTGAGAGCCCCGGCAGGAGGCA	UpstreamP1_CTCF	7
chr12	125683319	125683469	id-25919	1.95e-07	-	GAAGCAGCTCAAAGGGCAGCCTCCAGGGGCAGGAG	Upstream_CTCF	8
chr12	125687818	125687968	id-25920	1.28e-06	-	TGTGTGCAGCTGTGCACTGCCTCTAGGGGGTAGCA	V_CTCF_BR	40
chr12	125714847	125714997	id-25921	3.31e-06	-	CTGCATTTCTAACGGGTCTCCAGATGCTGTCGCTG	UpstreamP1_CTCF	1
chr12	125721724	125721874	id-25922	1.87e-09	+	TCACCAGTGCCGCAGGTGACCTCCAGGGGGCACCA	V_CTCF_BR	39
chr12	125815564	125815714	id-25923	1.08e-08	+	GCAGCGCTGGCGGCGGCGGCCACTGGGTGGCGGTG	V_CTCF_BR	40
chr12	125817558	125817708	id-25924	2.1e-06	+	CCTGTTGTTTCCTCTGAAGACTGCGGGAGGCGCTG	Upstream_CTCF	29
chr12	125825345	125825495	id-25925	4.43e-05	-	TGAGCTTACGAGGATGCCTCCTCTGGTGGGCTCCA	V_CTCF_BR	4
chr12	125831118	125831268	id-25926	2.19e-05	-	AAAGTTTTAGCTGCTGCCGCCACCAAGGGGCAATC	Upstream_CTCF	10
chr12	125836461	125836611	id-25927	1	+	NA	NONE	11
chr12	125887866	125888016	id-25928	1.28e-06	-	AGCATAGAAAAATATATGACCACAAGGTGGCAGTA	V_CTCF_BR	39
chr12	125940222	125940372	id-25929	1.1e-06	-	ATCACATGGCTCCACCCAACCACAAGGGGGCTGGA	V_CTCF_BR	13
chr12	126018103	126018253	id-25930	2.38e-07	+	GGCGATGGTCCTGGCGCACCCGCTAGATGGCGCCG	V_CTCF_BR	37
chr12	126030073	126030223	id-25931	1	+	NA	NONE	1
chr12	126034502	126034652	id-25932	1.21e-09	+	GGTGCAGTACTGGGCCTTTCCAGCAGAGGACGCTA	Upstream_CTCF	39
chr12	126168416	126168566	id-25933	5.72e-09	-	GCCCAGCCTCCAAGAGGGACCGGCAGGGGGCGCTC	V_CTCF_BR	18
chr12	126218867	126219017	id-25934	1	+	NA	NONE	12
chr12	126257706	126257856	id-25935	1.39e-07	-	TGGAGGCTGCACGTGTGATCCACTAGGGGGCACTG	V_CTCF_BR	22
chr12	126373219	126373369	id-25936	1	+	NA	NONE	2
chr12	126413197	126413347	id-25937	1.72e-06	-	ACGGCTATGTGATTTATTCCCTGCAGAGGGCACAC	Upstream_CTCF	1
chr12	126536213	126536363	id-25938	1	+	NA	NONE	14
chr12	126554193	126554343	id-25939	2.18e-07	+	ATCAAGGAAAACCATATGGCCACAAGGTGGCAGTA	V_CTCF_BR	40
chr12	126624035	126624185	id-25940	1.54e-05	-	CTGCTGTCATTACTCCATACTGCCAGATGGTGTCA	UpstreamP1_CTCF	27
chr12	126747763	126747913	id-25941	4.68e-05	-	CAGACATTGCTAAATATGCCCTGAAGGTGGAGACA	UpstreamP1_CTCF	10
chr12	126830754	126830904	id-25942	3.97e-05	+	ATCTCCTTGCTCTTTTTCACCACCAGAGGCCCCCT	UpstreamP1_CTCF	15
chr12	126832082	126832232	id-25943	6.27e-08	-	CTGCACTCATCCGGACAATCCAGGAGGAGGCGCTA	UpstreamP1_CTCF	20
chr12	126847666	126847816	id-25944	4.41e-06	+	CCACACCCACCTGACTGAACCTCATGAGGGCGCTA	V_CTCF_BR	14
chr12	126854734	126854884	id-25945	5.93e-06	+	ATTGCATTCTCCACTGTCTCCAGTAGGAGAATGTA	Upstream_CTCF	16
chr12	126909291	126909441	id-25946	1.9e-06	-	ACTGAATCCTGGCCAGCTCCCACCAGGTGGCCGTG	Upstream_CTCF	4
chr12	127019201	127019351	id-25947	2.72e-06	-	GTGAAGAAACTGGCTGAAACCAGCAGATGGTGCTG	UpstreamP1_CTCF	5
chr12	127101985	127102135	id-25948	6.51e-05	-	AGAAGGATGCAAGGAGTCTCCAGCAGGTGGGGCTA	V_CTCF_BR	34
chr12	127147988	127148138	id-25949	2.43e-06	-	GGGGTATTGCTTCACATGGCCTCACGGTGGCACTG	Upstream_CTCF	37
chr12	127189287	127189437	id-25950	1.56e-06	-	TTTGTGTTTCCGTTTTCTGCCACCAGGGGCTAATG	Upstream_CTCF	23
chr12	127190968	127191118	id-25951	8.21e-06	-	TTGGGCTCTGTCATTAGGGACACTAGAGGGAGACC	V_CTCF_BR	6
chr12	127232198	127232348	id-25952	5.33e-11	-	CCTCCATTCCCCTCCATGGCCAGCAGGGGGCGCTC	V_CTCF_BR	40
chr12	127268988	127269138	id-25953	3.97e-07	+	TAGCTTCATTGGGCACCCACCAGCAGAGGGCGAAA	V_CTCF_BR	36
chr12	127341633	127341783	id-25954	1.41e-06	-	CATGCAATTCCACACTTGACCACCAAGGACCATTA	Upstream_CTCF	9
chr12	127359072	127359222	id-25955	2.17e-09	-	CTGTGTGCTGCCAGAACGACCAGCAGGGGGCGCAA	V_CTCF_BR	40
chr12	127410839	127410989	id-25956	4.34e-05	+	AGTGCTATCAAGCTGGTCACCACTGTGGGGCAATC	Upstream_CTCF	11
chr12	127459471	127459621	id-25957	1	+	NA	NONE	8
chr12	127510212	127510362	id-25958	1.77e-05	+	TATATAATACTATCTATGGCCACAAGGGGATACAA	Upstream_CTCF	26
chr12	127561968	127562118	id-25959	1.5e-05	+	TTCTCTTTTGCAGCTGTGTCCACCAGGGGACCCTG	Upstream_CTCF	9
chr12	127593261	127593411	id-25960	4.31e-07	+	CAAAAGAGAGGAGATATTACCACCAGGTGGCAGGA	V_CTCF_BR	40
chr12	127610115	127610265	id-25961	1	+	NA	NONE	10
chr12	127618628	127618778	id-25962	1.16e-05	+	GCAGCAAGTGAAACAATGATCCACAGGAGGCGCAC	Upstream_CTCF	5
chr12	127630671	127630821	id-25963	6.64e-05	-	CCTGCAGCGCCGCCGACCGCGCAGAGAGCGAGGCC	Upstream_CTCF	12
chr12	127635092	127635242	id-25964	9.41e-05	+	CTTTGTCTTATCTTTCAGGCCTGTGGGTGGCAATA	V_CTCF_BR	9
chr12	127650836	127650986	id-25965	1	+	NA	NONE	40
chr12	127754866	127755016	id-25966	1	+	NA	NONE	9
chr12	127765373	127765523	id-25967	7.07e-08	+	GCCCAGGCTCCACGAGGGGCCGACAGGGGGCGCTC	V_CTCF_BR	38
chr12	127778181	127778331	id-25968	1.03e-07	-	GCTGCCTCTCTGTGCTTGCCCTGCAGGGGGAGCTG	Upstream_CTCF	39
chr12	127782592	127782742	id-25969	1	+	NA	NONE	5
chr12	127839747	127839897	id-25970	1.04e-05	-	GAATCATGAGCACATTCCTCCAGTAGAGGTCAGTG	V_CTCF_BR	36
chr12	127848069	127848219	id-25971	2.43e-06	-	GATGCAACATTGGACTTTTCCAATGGGGGGTGCTA	Upstream_CTCF	34
chr12	127865731	127865881	id-25972	3.06e-08	-	GGCGACGGTCCCGGCGCGCCCGCTAGATGGCGCCG	V_CTCF_BR	39
chr12	127935512	127935662	id-25973	1	+	NA	NONE	12
chr12	127940153	127940303	id-25974	6.8e-06	-	CCTGCAGTCCCCCCTCTTCCCCTCTGGCGCCCCCG	Upstream_CTCF	14
chr12	127970134	127970284	id-25975	3.09e-05	-	CTGCAGTGCATGACTGCCACCCTTTGGGGCTCCCA	UpstreamP1_CTCF	23
chr12	127980938	127981088	id-25976	7.82e-06	-	ATGCGTTGGTGTGATCTGAGCCCTAGGGGGAGTCC	UpstreamP1_CTCF	16
chr12	128011625	128011775	id-25977	9.84e-06	-	CTGTAGTACCTTGATGCCAACACTAGGTAAAGATA	UpstreamP1_CTCF	12
chr12	128044452	128044602	id-25978	1	+	NA	NONE	36
chr12	128162191	128162341	id-25979	2.6e-07	-	GTGGAGATTGCAATAGCGTCCACAAGAGGGCACTG	V_CTCF_BR	40
chr12	128174834	128174984	id-25980	5.68e-06	-	ATAGCTAAAAAAAAAATGACCGCAAGATGGCACTA	V_CTCF_BR	30
chr12	128195799	128195949	id-25981	2.33e-07	-	CTGCAGAGTCCATTCCCGTCCACAGGGAGGCGGTA	UpstreamP1_CTCF	33
chr12	128258137	128258287	id-25982	7.73e-06	-	TCGAGAACGTTTTCAGTGTCCACTGGAGGGCTCTG	V_CTCF_BR	17
chr12	128268317	128268467	id-25983	2.77e-07	+	CTGCAATTACAGGTGCCTACCAGCAGGCCCCGCTA	UpstreamP1_CTCF	12
chr12	128294748	128294898	id-25984	1	+	NA	NONE	13
chr12	128378512	128378662	id-25985	1.84e-05	+	TGGTAATTTCCATCCCCAGCCAGCAGAGGCACTCT	UpstreamP1_CTCF	35
chr12	128410675	128410825	id-25986	3.65e-07	-	CAGACCAGGAGCACACTGGCCAGCAGATGTCAGGA	V_CTCF_BR	26
chr12	128449369	128449519	id-25987	1.39e-05	-	AAAGAGAGCTGAATACTGGCCTCTTGATGGCGACA	V_CTCF_BR	24
chr12	128554077	128554227	id-25988	2.74e-08	-	TTGACACTACAGTACGCTGCCACCAGGTGGCAGTC	V_CTCF_BR	38
chr12	128675263	128675413	id-25989	2.27e-06	-	CTGGGCTGCGTTATTGAAAGCAGCAGGGGGCGCTA	V_CTCF_BR	16
chr12	128743583	128743733	id-25990	8.13e-06	-	GAAGCTAGAGCTATAAGAGCCAGAAGAGGGAGTCG	Upstream_CTCF	5
chr12	128744144	128744294	id-25991	1.43e-05	+	CAACAAATGCTAGTCAGGACCACCAGGGAGCGCTG	Upstream_CTCF	38
chr12	128781782	128781932	id-25992	1	+	NA	NONE	1
chr12	128872447	128872597	id-25993	3.8e-08	-	TGGACATTTCTAAGCTCTGCCACCAGAGGGCGGGG	V_CTCF_BR	34
chr12	129015799	129015949	id-25994	2.34e-06	+	AGGCAGCAAAAGGTAATGGCCAAAAGGGGTCAGTG	UpstreamP1_CTCF	8
chr12	129028164	129028314	id-25995	1.71e-06	-	ACCCCTGGAATTCACCAGACCAGGAGGTGGCAGGG	V_CTCF_BR	3
chr12	129068108	129068258	id-25996	1.64e-07	-	GCAGTAGTTCCCCTCCTGTCCTCTAGGGTCCAGCC	Upstream_CTCF	19
chr12	129098446	129098596	id-25997	1.84e-06	+	TCTGCAAACATGTAGCCTTCCAGGAGATGGCAGCC	V_CTCF_BR	13
chr12	129129379	129129529	id-25998	1.57e-08	+	GTTGTGCTGCCAGTCTCTGCCACAAGAGGGCGGTG	Upstream_CTCF	33
chr12	129156211	129156361	id-25999	5.68e-06	+	ACTCAACCATGACAGCATTCCAGTAGGTGGCAGTA	V_CTCF_BR	14
chr12	129167216	129167366	id-26000	1	+	NA	NONE	1
chr12	129175310	129175460	id-26001	1.65e-07	+	CTGCTCCCTGCCACTGTCCCCAGCAGATGGAGCAA	UpstreamP1_CTCF	2
chr12	129178396	129178546	id-26002	1.1e-05	-	GGGGCACCCACACGGTGACACACAGGGGGGCGCTC	V_CTCF_BR	1
chr12	129192171	129192321	id-26003	3.88e-06	+	CTGACAGCCCTCATGCTCTCCGCAGGGGGGCGCTC	V_CTCF_BR	7
chr12	129210607	129210757	id-26004	5.65e-05	+	GAGTCAAGGAATGTGGGCGCCTCTAGAGGCTGGGA	V_CTCF_BR	6
chr12	129248013	129248163	id-26005	3.11e-05	+	CTGAATATGATGAAGAACACCAGGAGGGGCCGCTC	V_CTCF_BR	0
chr12	129266959	129267109	id-26006	1.23e-08	+	CTGTAGTTCTATGTTTCGGCCACTAGATAGCAGGC	UpstreamP1_CTCF	40
chr12	129283208	129283358	id-26007	7.44e-06	-	TGGGTTTTTACAATTAATACCAGTAGGTGGCATCT	Upstream_CTCF	30
chr12	129295407	129295557	id-26008	1.9e-06	-	AGTGGAGGGACAGTGGTGTCCTGCAGGGGTCAGGG	Upstream_CTCF	6
chr12	129309217	129309367	id-26009	4.34e-07	+	CAGCTTTGGCCTCTGCTATCCACTAGGGGCCAGTT	UpstreamP1_CTCF	37
chr12	129328907	129329057	id-26010	5.93e-06	+	GATGCAACTAACAGGTTCCCCACTAGAGGCTCCAG	Upstream_CTCF	17
chr12	129436109	129436259	id-26011	5.68e-06	-	CAGAACATGCCCCATGAGTCCACAGGAGGGCACCG	V_CTCF_BR	4
chr12	129454046	129454196	id-26012	5.37e-06	+	GGGCCAGGACGCGGGTGAGCCACAAGGTGGGGCTC	UpstreamP1_CTCF	22
chr12	129460730	129460880	id-26013	1.85e-05	+	CCTGTCAGGCTTCCTGCAATCCCCTGGGGGCGCTG	Upstream_CTCF	19
chr12	129551638	129551788	id-26014	1	+	NA	NONE	2
chr12	129552178	129552328	id-26015	2.12e-06	+	AGCCAGTGACTCACGCCGGCCAATAGGAGGCAACG	UpstreamP1_CTCF	9
chr12	129554563	129554713	id-26016	1.09e-06	+	ACTCAGTGCCTCCAGGGGCCCCGCAGGTGGCGTCA	UpstreamP1_CTCF	4
chr12	129637331	129637481	id-26017	1.81e-06	+	GGTGTCCTGGTAGTTTCAGCCAACAGGAGGCACTG	Upstream_CTCF	6
chr12	129647466	129647616	id-26018	2.96e-05	-	CTGCTGTTGCACCTTGCAGCCACACAGTGTCAATG	UpstreamP1_CTCF	7
chr12	129671622	129671772	id-26019	2.11e-06	+	AAACACTGTGTGTGGTTTTCCACCAGAGGGCAATA	V_CTCF_BR	17
chr12	129675499	129675649	id-26020	9.67e-08	-	TCAGCACCACTGGCAGTGACCCGGAGGGGGCGTCT	Upstream_CTCF	5
chr12	129677941	129678091	id-26021	3.19e-11	+	CCTGCAATTTGGGCTGCTGCCACCAGGTGGCACCA	Upstream_CTCF	40
chr12	129708479	129708629	id-26022	3.88e-07	+	CAGCATCTCTGGCCTCCACCCACTAGATGCCAGTA	UpstreamP1_CTCF	3
chr12	130019914	130020064	id-26023	1.37e-05	+	GCATCTCCCTCCACCACAACCACCAGGGGACTCCA	Upstream_CTCF	4
chr12	130037660	130037810	id-26024	1.15e-07	-	GCAGCAGTGGTGAGAGCGACCAGCAGGGAGCCTGA	Upstream_CTCF	2
chr12	130188913	130189063	id-26025	1	+	NA	NONE	3
chr12	130291839	130291989	id-26026	1.59e-06	-	GTGGCCTCTTTGGTGGCTGCCACCTGGGGGAGACA	V_CTCF_BR	3
chr12	130396119	130396269	id-26027	4.85e-07	-	CTGAGCTGCCACCTCTGGAGCACTAGGGGTCACTG	UpstreamP1_CTCF	37
chr12	130399295	130399445	id-26028	8.81e-07	-	ATCTGATGGAAGGCTGTTCCCAGCAGAGGGAGCAG	V_CTCF_BR	26
chr12	130450712	130450862	id-26029	2.27e-05	+	TTCCCATTTGCATCTCGGGCCTCAGGGAGGCACCG	V_CTCF_BR	1
chr12	130498614	130498764	id-26030	7.61e-08	-	GCAGCAATATCGTCGAAGGACACAGGGGGGCAGCA	Upstream_CTCF	38
chr12	130499085	130499235	id-26031	4.01e-05	+	CAAGCCAAGGAGAGAGAGGATGCCAGGTGGCGCTG	V_CTCF_BR	20
chr12	130505631	130505781	id-26032	2.28e-05	-	TATGCAATACACTTATTATGAGCAAGAGGGAGCTC	Upstream_CTCF	4
chr12	130511247	130511397	id-26033	1.52e-07	+	CTTACCTGGAGCAGCTTAGCCTCTAGGTGGCACTG	V_CTCF_BR	39
chr12	130516254	130516404	id-26034	5.01e-09	-	GTGCCCGTTCCGAGAATCGCCACTAGAGGGCAGCA	V_CTCF_BR	40
chr12	130526888	130527038	id-26035	1.49e-11	+	CTTGCAGGGCCCGCTGTCTCCACTAGGGGGCGGCG	Upstream_CTCF	34
chr12	130531952	130532102	id-26036	3.66e-06	+	AAGAAAGTTTCCCCATTGGCCTGCAGGTGGCATGA	UpstreamP1_CTCF	40
chr12	130534336	130534486	id-26037	3.88e-06	+	CTGACAGCTGACGCGTTGGCCACTGGGTGTCGGGC	V_CTCF_BR	10
chr12	130549682	130549832	id-26038	5.72e-07	+	CTGTGGTGCCTCAAGGTGTCCCACAGGAGGCGCCT	UpstreamP1_CTCF	9
chr12	130610551	130610701	id-26039	7.73e-06	+	GGACCCATCCTAGCGCCTGCCTGGAGGTGGAGTCA	V_CTCF_BR	8
chr12	130611557	130611707	id-26040	1	+	NA	NONE	3
chr12	130677615	130677765	id-26041	9.81e-06	-	GGGTGCTGGTGAACAGCTACCACAGGAGGGCGAGA	V_CTCF_BR	12
chr12	130681551	130681701	id-26042	5.13e-05	-	ATTAGTTGTCAACGTTTAAACACTAGGAGGCAGAG	V_CTCF_BR	6
chr12	130699382	130699532	id-26043	1	+	NA	NONE	6
chr12	130707186	130707336	id-26044	6.82e-05	+	AGAAGCCCCCGAAAATCAGCCACCGAGTGGCGCCA	V_CTCF_BR	2
chr12	130751412	130751562	id-26045	1.48e-06	-	CGGAGACTTGGCTCTGTCACCAGCGGAGGGCGATC	V_CTCF_BR	7
chr12	130765834	130765984	id-26046	6.74e-08	+	AGCGCTATTCATCGACTCCCCGGCAGGGGGAGCCG	Upstream_CTCF	37
chr12	130770665	130770815	id-26047	1.26e-07	-	AGGACACACACCCTGGCTGCCGGAAGAGGGCACTG	V_CTCF_BR	13
chr12	130771420	130771570	id-26048	1.28e-06	-	CAGGAGGACCAGGCTCCCAACACCTGAGGGCAGCC	V_CTCF_BR	1
chr12	130818025	130818175	id-26049	3.09e-06	-	CCTGAATATCACAGTCTGGCCACAAGGGGGATGTT	Upstream_CTCF	8
chr12	130818686	130818836	id-26050	2.19e-05	+	TGGGATGCTCCTCTGCCCAACACTAGAGAGCACTG	Upstream_CTCF	3
chr12	130820186	130820336	id-26051	1.82e-07	-	AAAGACATTCTGAGACCTGCCAGCAGATGGAGCCA	V_CTCF_BR	39
chr12	130886310	130886460	id-26052	3.45e-05	+	AGATTCTTCCTCTGGCTGAGCACCAGATGGAGTAG	V_CTCF_BR	12
chr12	130944586	130944736	id-26053	1.15e-07	+	AAAACGGGTGGAGAAGCAGCCACCAGGTGGCTCAC	V_CTCF_BR	8
chr12	130945579	130945729	id-26054	1.64e-06	+	CTGCCAGGCTCCACCCGTGACACTAGGGGTCACAT	UpstreamP1_CTCF	4
chr12	130967103	130967253	id-26055	1.34e-06	-	TTGCTGTAGCCTTCAGAAGCCAGCAGGGTGCCTGG	UpstreamP1_CTCF	9
chr12	131055760	131055910	id-26056	1	+	NA	NONE	4
chr12	131057305	131057455	id-26057	4.88e-05	+	CTGTCACCACGGGACGGGGCCAGAGGGATGCACCC	UpstreamP1_CTCF	2
chr12	131146546	131146696	id-26058	5.35e-09	+	CTGCAGCTGGCCCCACGCCCCAGCAGGGGTCACAC	UpstreamP1_CTCF	13
chr12	131232791	131232941	id-26059	6.46e-07	-	CGAGGGAGAGGGAAAGCTGTCAGTAGGTGGCGCCA	V_CTCF_BR	40
chr12	131237282	131237432	id-26060	1.39e-07	-	GCCCCGTGGAGGATCCCAGACAGCAGGGGGCTCTG	V_CTCF_BR	7
chr12	131237612	131237762	id-26061	2e-06	-	CCTGCGGAGCATGGGGTGAGCAGCAGAGAGCGCTC	Upstream_CTCF	10
chr12	131246340	131246490	id-26062	1.71e-06	+	GCAGACACAAACCCAGGGCCCAGCAGATGGTGCTG	V_CTCF_BR	40
chr12	131255125	131255275	id-26063	3.24e-06	+	CTTGCCCTTCCACTTTCCGCCACGTGAGGATGCAG	Upstream_CTCF	17
chr12	131260766	131260916	id-26064	1.24e-05	+	AAGCCGAGAGTTCTGACGGGCAGCAGTGGGCGTGC	V_CTCF_BR	8
chr12	131298047	131298197	id-26065	4.7e-06	+	TCTCAGACACTCAGGGCTGCAAGCAGGGGGCGATG	V_CTCF_BR	16
chr12	131303620	131303770	id-26066	6.51e-11	-	GCAGGGCTGGGCACGGCGGCCGCCAGGTGGCGCCA	V_CTCF_BR	37
chr12	131310937	131311087	id-26067	1.38e-09	+	TGGGAGAAGTGGCCGCCCACCAGCAGAGGGCGCTG	V_CTCF_BR	38
chr12	131318080	131318230	id-26068	2.23e-06	-	GAGTTCTAGATCAGCCTGGCCAACAGGGGGAAACC	UpstreamP1_CTCF	26
chr12	131324120	131324270	id-26069	2.15e-05	+	GATGCTTACGGAGCATAACACGGCAGGGGGCGGTA	V_CTCF_BR	37
chr12	131324878	131325028	id-26070	6.43e-06	-	GGTCAGACCAAAGCCACCTCCTCCAGGAGGCAGTA	V_CTCF_BR	6
chr12	131342766	131342916	id-26071	6.04e-07	-	CTGTGGTAGCCAATAATGGCCACAAGGAGGTCCCT	UpstreamP1_CTCF	17
chr12	131348065	131348215	id-26072	2.6e-06	+	GCTGGCAGCATTTGCCCCGTCTGTAGGGGGCAGTG	V_CTCF_BR	11
chr12	131355503	131355653	id-26073	1.55e-07	+	GGGCTCTTACAGCTTCAGGCCAACAGGGGGCTGGG	UpstreamP1_CTCF	40
chr12	131361474	131361624	id-26074	9.31e-05	+	GATGAAATACTAGGAATATGCACAGTGGGGCAGTG	Upstream_CTCF	7
chr12	131400853	131401003	id-26075	1	+	NA	NONE	40
chr12	131490068	131490218	id-26076	1.73e-05	-	GGGAGACAGCTCCTGCAAGTCAACAGGGGGCAGTG	V_CTCF_BR	6
chr12	131491826	131491976	id-26077	2.19e-05	-	ACTGCAGCTCTTGGGCTGGCCGCCTGGTTTTGTAA	Upstream_CTCF	4
chr12	131503633	131503783	id-26078	7.55e-07	-	AGGAGCAGCAGGAGCCGGTCCACCAGAGGCCACTG	V_CTCF_BR	9
chr12	131531944	131532094	id-26079	1.47e-05	-	TGTATCTGCCCCTCTCCTCCCGACAGGGGGCTCCC	V_CTCF_BR	7
chr12	131577695	131577845	id-26080	9.71e-06	-	AGGGCATCAGCTCAGGAGGCCAGTGGGGGCCTGCA	Upstream_CTCF	3
chr12	131589318	131589468	id-26081	4.38e-09	+	CCCCGCAGCTTGCACGCGGACACCAGGTGGCGCTG	V_CTCF_BR	40
chr12	131600983	131601133	id-26082	1.26e-07	+	AGGCACGGCGTGTACTCTGCCCCCAGAGGGCACTG	V_CTCF_BR	36
chr12	131606456	131606606	id-26083	1.32e-08	+	GTGCAGTTAGCACCGGTGGACACCAGGAGCTGCTG	UpstreamP1_CTCF	1
chr12	131614345	131614495	id-26084	1	+	NA	NONE	9
chr12	131617059	131617209	id-26085	9.87e-11	-	CCCTGCCGCAGCCATTCGGCCACCAGGGGGCAGAG	V_CTCF_BR	38
chr12	131622383	131622533	id-26086	1.01e-05	+	ATTGCTGAGTGTGAGGAGCCCAGCAGAGGCCACTC	Upstream_CTCF	15
chr12	131627390	131627540	id-26087	5.28e-05	-	GGACCTGGTCCCACCATCACCACAGGAGAGCGCAA	Upstream_CTCF	2
chr12	131644304	131644454	id-26088	7.73e-06	+	TGATCACAGCTCTTAAGGGCCGATAGGTGGCACTA	V_CTCF_BR	13
chr12	131644811	131644961	id-26089	6.64e-05	+	CCATCAGGGCCCCTGGTGGACACATGGGGTGAGTT	Upstream_CTCF	5
chr12	131708714	131708864	id-26090	4.5e-05	-	CTGCAGAGGGCAGGAATGATCCCAAGGTGGGTGTA	UpstreamP1_CTCF	3
chr12	131711016	131711166	id-26091	1	+	NA	NONE	7
chr12	131714055	131714205	id-26092	7.62e-07	-	CGGGCTGTTCTCTGTCCCTCCAGCAGGGACAGCGG	Upstream_CTCF	10
chr12	131715343	131715493	id-26093	4.44e-06	-	CCGCACTGACGCGAGCTGCTGGGCAGGGGGCTCCA	UpstreamP1_CTCF	3
chr12	131754487	131754637	id-26094	1	+	NA	NONE	3
chr12	131800236	131800386	id-26095	1	+	NA	NONE	1
chr12	131812370	131812520	id-26096	1.84e-05	+	CTGAGTGTCCCCGTCTTCTCCACCAGGGGAACCAC	UpstreamP1_CTCF	11
chr12	131842636	131842786	id-26097	2.01e-05	-	AGGCACGGTTTTCACATGGCCAGCAGGAGAGACAG	UpstreamP1_CTCF	2
chr12	131850499	131850649	id-26098	3.4e-06	-	CGAGAGGGACACCTGCCATCCAGAAGGAGGCGGTG	V_CTCF_BR	3
chr12	131874956	131875106	id-26099	2.96e-05	-	GAGACAGAGCTGCCTCTGCTCTCAAGAGGGAGCTC	V_CTCF_BR	6
chr12	131923526	131923676	id-26100	1	+	NA	NONE	7
chr12	131927174	131927324	id-26101	9.66e-05	-	AGAGTAATTCACGCAGAGCCCGCTGTGCGGCAGAC	Upstream_CTCF	1
chr12	131937270	131937420	id-26102	3.22e-07	-	AATGCAATTCCGTCCAAAGCAGGAAGGGGGCAGTG	Upstream_CTCF	28
chr12	131939362	131939512	id-26103	2.29e-05	-	CTGTGTATGCCCTGCATGGCCACAAGGGGGGCAGG	UpstreamP1_CTCF	36
chr12	131959014	131959164	id-26104	5.28e-05	-	CCTGCAATGCAGCATTTGCTCAGCGGCTGACCCAT	Upstream_CTCF	4
chr12	131970265	131970415	id-26105	1	+	NA	NONE	0
chr12	132048758	132048908	id-26106	8.64e-05	-	ACTACGAGTCCATGATGTACCAGGCGGGGGAGCCA	Upstream_CTCF	10
chr12	132061383	132061533	id-26107	1	+	NA	NONE	4
chr12	132093684	132093834	id-26108	2.05e-09	+	CACGCAGTTCCAGGACGGGCCTCCAGGGGGAGGTT	Upstream_CTCF	40
chr12	132108326	132108476	id-26109	2.66e-05	+	ACCACCCTCTTCTGCACAGGCCACAGGGGGCGCTC	V_CTCF_BR	27
chr12	132120205	132120355	id-26110	5.65e-05	+	ATTTCTTACCTTGACATTTCCACTGGAGGGAGCCT	V_CTCF_BR	1
chr12	132159100	132159250	id-26111	2.55e-06	-	AGTGCAGTGTTGAGCACAGTGAGCAGAGGGTGCCG	Upstream_CTCF	3
chr12	132198052	132198202	id-26112	1	+	NA	NONE	4
chr12	132223820	132223970	id-26113	1	+	NA	NONE	3
chr12	132239932	132240082	id-26114	1.41e-06	+	GAAGCAGTTCTTCCTCCAGAAAGAAGGGGGCGATA	Upstream_CTCF	38
chr12	132241233	132241383	id-26115	7.11e-06	-	AGAGGTTTCACCACAGCAACCTCCAGGGGGCCGCC	Upstream_CTCF	1
chr12	132260812	132260962	id-26116	3.71e-05	+	CTTGCCCGCCGCACACCCACAACCAGGGAGGGGCA	Upstream_CTCF	5
chr12	132268604	132268754	id-26117	1	+	NA	NONE	14
chr12	132271818	132271968	id-26118	3.16e-05	+	ACGGCCACCTCCATTGGTGCCGCCAGTGAGCACTA	Upstream_CTCF	1
chr12	132281941	132282091	id-26119	2.39e-05	+	TGTCAGTACTCGCCTGTGTCCAGGGGGCGCCAGCC	UpstreamP1_CTCF	13
chr12	132303485	132303635	id-26120	5.48e-05	-	CAGGCATTTCCTTACTTAACCAGAAGAGACTAAGG	Upstream_CTCF	1
chr12	132312494	132312644	id-26121	1.41e-06	-	GCCGCAGCGCAGCAGGTGGGCGCTTGGTGGAGCCC	Upstream_CTCF	32
chr12	132312890	132313040	id-26122	1.71e-06	+	TCCGGCGGGGGCGCCGCGGAGAGCGGAGGGCGCCG	V_CTCF_BR	12
chr12	132314594	132314744	id-26123	4.24e-07	+	GGGGCAATGCCAGGGAAGGACTCAAGGTGGGGCCC	Upstream_CTCF	24
chr12	132314982	132315132	id-26124	1.59e-06	-	GCCCGCGGTTCCCCGAGGGCCAGCAGAGGACGCCC	V_CTCF_BR	40
chr12	132318437	132318587	id-26125	1	+	NA	NONE	40
chr12	132320904	132321054	id-26126	4.7e-06	+	CAGACCAGAACCTGGAGGCCCAGCAGGTGGCATAA	V_CTCF_BR	40
chr12	132325151	132325301	id-26127	1.1e-06	+	ACATTGCGCCCCTGAACTTCCACGAGGTGGCGGGC	V_CTCF_BR	0
chr12	132335880	132336030	id-26128	3.33e-09	+	CCACCCTGGCACCGGAAGGCCAGCAGAGGGCACTG	V_CTCF_BR	31
chr12	132367865	132368015	id-26129	1	+	NA	NONE	10
chr12	132380598	132380748	id-26130	3.42e-05	-	GCCGGCAGTGCTGCCAGGGCCAGCCGGGGACGCCG	Upstream_CTCF	0
chr12	132386674	132386824	id-26131	2.53e-05	+	TGGGAGCTGTCCAGGAGCCCCGCCTGGGGGTGCAG	V_CTCF_BR	3
chr12	132394486	132394636	id-26132	7.44e-06	+	CATGGACTTCGGTGAGCACCCACCAGGGGCGCAGC	Upstream_CTCF	0
chr12	132396759	132396909	id-26133	2.19e-05	-	GCCTCCGACCTCCTACTGACCACTAGGAGGACCCG	Upstream_CTCF	23
chr12	132397661	132397811	id-26134	5.51e-07	-	CGCCTCAGCCACCAGGTCACCTGCAGGGGGAGACA	V_CTCF_BR	31
chr12	132400400	132400550	id-26135	1	+	NA	NONE	2
chr12	132434310	132434460	id-26136	4.23e-06	-	CCGCTCTGACCGCGCGAGGGCGCCGGAGGTCGAGG	UpstreamP1_CTCF	38
chr12	132442708	132442858	id-26137	4.1e-06	-	GGTGCAGGGGACAGGAGCTCCAGGTGGGGGCAGTT	Upstream_CTCF	2
chr12	132464943	132465093	id-26138	1.97e-06	-	CCTTAGCTCACTGTAACAGACACAAGGTGGCACTA	V_CTCF_BR	32
chr12	132469860	132470010	id-26139	4.88e-05	+	TCCAAACGCCTGTGGCCAGCCGGGAGACGGCGCTG	V_CTCF_BR	0
chr12	132486187	132486337	id-26140	8.17e-10	-	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	34
chr12	132499506	132499656	id-26141	4.01e-05	+	TGCCTCATCCTCTGCTCTGCAGCCAGAGGGCGTGC	V_CTCF_BR	13
chr12	132536419	132536569	id-26142	8.17e-10	-	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	39
chr12	132545023	132545173	id-26143	6.86e-07	+	GCAGCAGTGAGGCCGGGAGCCAGCGGGGGTCGTTG	Upstream_CTCF	1
chr12	132554202	132554352	id-26144	2.47e-05	-	AGTGCACCACCCAGTGCAGCCGCAAGGGCTGGGAG	Upstream_CTCF	0
chr12	132560026	132560176	id-26145	1	+	NA	NONE	38
chr12	132618615	132618765	id-26146	2.96e-05	+	CTGTGCCCCTCCCACATGGCCACACGGGGTCAGGC	UpstreamP1_CTCF	11
chr12	132628849	132628999	id-26147	3.42e-05	+	CCTGCGACTCGGGCTCCGCGCAAAAGATGGGGTTG	Upstream_CTCF	12
chr12	132638505	132638655	id-26148	5.77e-08	+	GCATCCTGAGCTCATGCGGCCACCAGAGGCCGCTG	V_CTCF_BR	40
chr12	132639045	132639195	id-26149	7.91e-05	+	TCCCAGATCCAGGTGCTGCCCACCAGGCGGTGTTA	UpstreamP1_CTCF	1
chr12	132648656	132648806	id-26150	3e-06	+	GTGCACCATTGACATCCCACCAGCAGGGCACAAGG	UpstreamP1_CTCF	39
chr12	132663312	132663462	id-26151	1.84e-05	+	ACGCAGCCACAGGCAGCCCCCACCGGGGGAGCCGG	UpstreamP1_CTCF	4
chr12	132671366	132671516	id-26152	3.42e-05	+	TCAGTTTAATTAACTTTGGCCGCCAGAGGAGGCCA	Upstream_CTCF	3
chr12	132676628	132676778	id-26153	5.63e-06	+	GTGTATTTGTTCACTGCTTCCACCAGGAGCGCCTG	UpstreamP1_CTCF	7
chr12	132678743	132678893	id-26154	1.21e-06	-	GCTGCCTTTGCATCTGCTGCCACACGGTGTCGCTG	Upstream_CTCF	37
chr12	132699494	132699644	id-26155	3.63e-06	-	GCTGACAGGCCAGTCAGCACCAGCGGAGGGTGCTA	V_CTCF_BR	7
chr12	132703630	132703780	id-26156	4.24e-07	-	GAAGCAATCACAGAAAAAGCCACCAGGTGTCGTTC	Upstream_CTCF	40
chr12	132704011	132704161	id-26157	1	+	NA	NONE	0
chr12	132819997	132820147	id-26158	8.9e-05	+	GGGCAGTGCAACCTCAGGGGCGGCAACGTGCAGTT	UpstreamP1_CTCF	6
chr12	132839509	132839659	id-26159	1	+	NA	NONE	0
chr12	132840336	132840486	id-26160	2.19e-05	-	CCAGCAGCTTCCTCCACTGCTCCGAGGAGGCGTAG	Upstream_CTCF	0
chr12	132845400	132845550	id-26161	1	+	NA	NONE	3
chr12	132848917	132849067	id-26162	1	+	NA	NONE	1
chr12	132850366	132850516	id-26163	4.17e-05	-	GTTGAATTTCCTCCAAGGCCCTGGGAGGGGCGCCC	Upstream_CTCF	7
chr12	132860918	132861068	id-26164	2.78e-06	+	AAGTCATTCCAGCCCCATGCCTGTAGCTGGCGCCA	V_CTCF_BR	37
chr12	132891230	132891380	id-26165	7.49e-07	-	CTGCCATACTGTGCAGAGCCCAGCAGGGTGTGCCC	UpstreamP1_CTCF	11
chr12	132903530	132903680	id-26166	8.64e-05	-	GCTGCGTTCCTCTCTGTGACCAGCAGGCCAGGCAC	Upstream_CTCF	4
chr12	132905627	132905777	id-26167	7.15e-05	+	ACGAGCTCCTGGGAGCGGCCCTGCAGGCGGCAGTA	V_CTCF_BR	5
chr12	132918934	132919084	id-26168	1.99e-07	-	TGTGGCCACCAGGGAATCACCTGCAGAGGGCAGGA	V_CTCF_BR	33
chr12	132933452	132933602	id-26169	4.14e-05	+	TGGCTCCGCCGTCCCAGCCCCACCATCTGGCGCTT	UpstreamP1_CTCF	2
chr12	132934617	132934767	id-26170	6.46e-07	-	GCAGCCGTCATCTCTGTGGCCACGTGGGGGCTCTG	V_CTCF_BR	3
chr12	132944032	132944182	id-26171	2.55e-06	-	TCTGCGTTCCTAGGATCTCCCGCCAGGGGCTGTGC	Upstream_CTCF	8
chr12	132950572	132950722	id-26172	4.44e-06	+	TGGCTGTTTCCCAACGCCAGCGGAAGAGGGAGGTT	UpstreamP1_CTCF	24
chr12	132969463	132969613	id-26173	7.42e-09	+	GCGTCGGACGACCGTGGAGCCGGCAGATGGCGCCC	V_CTCF_BR	3
chr12	132990669	132990819	id-26174	2.05e-09	-	GCTGCAGGACCCCAGGTACCCACTAGAGGGTAGCA	Upstream_CTCF	40
chr12	132991601	132991751	id-26175	3.36e-07	+	GACGGGACTGACCCTCTGGCCACTAGGGGTCTCTC	V_CTCF_BR	40
chr12	132998953	132999103	id-26176	1.59e-06	-	GCCCCGGCAAGGATACCCGTCTGCAGGGGGAGCTG	V_CTCF_BR	22
chr12	133004706	133004856	id-26177	3.67e-07	-	CAGCAGCTGCTGCTCTCGCCCTCTATGGGGCAGCC	UpstreamP1_CTCF	14
chr12	133006227	133006377	id-26178	1.31e-05	+	CCTAGTTCCTGGGAGGCAGCCACCAGATGACAGCG	V_CTCF_BR	3
chr12	133016281	133016431	id-26179	2.78e-06	+	TGCAGCAGCACAATCTCAGCCAGAAGGGGGAGAAA	V_CTCF_BR	6
chr12	133026965	133027115	id-26180	6.21e-05	+	CTTGGTAATGAAGTGTTAACCCGCTGGGGGTGCTC	V_CTCF_BR	1
chr12	133037276	133037426	id-26181	5.93e-06	+	GAAGAAAGCTCACCTCTCTCCAACAGGGGGTGCTG	Upstream_CTCF	35
chr12	133055573	133055723	id-26182	1.85e-07	+	CTGTAGGAGGCAGGAGTGAGCCGCAGGGGGCAAGA	UpstreamP1_CTCF	32
chr12	133061575	133061725	id-26183	2.39e-05	-	AAGCAGGAGTGGAATGCAGAAGGCAGAGGGAGCCA	UpstreamP1_CTCF	4
chr12	133066250	133066400	id-26184	2.6e-07	-	TGCCGCGGCCCCTCCGTGGGCACCTGCGGGCGGCG	V_CTCF_BR	15
chr12	133084236	133084386	id-26185	1.27e-06	+	GAGCACTTCCTGTGGGCTGTCACCTGGGGGAGCAC	UpstreamP1_CTCF	23
chr12	133084784	133084934	id-26186	5.96e-07	-	TCCTGCCCGGGGCTGCCTGCCTCCAGGGGCCGCCT	V_CTCF_BR	0
chr12	133093672	133093822	id-26187	9.51e-07	-	GTGACCCAGCCTGCTGCTCCCTGCAGGTGGCAGGC	V_CTCF_BR	2
chr12	133096069	133096219	id-26188	9.58e-10	+	GCTGCAGTGCCACACCTCACCAGTAGGTGCTGCCT	Upstream_CTCF	40
chr12	133099362	133099512	id-26189	1	+	NA	NONE	1
chr12	133100523	133100673	id-26190	5.77e-08	-	GGGGCCGGCACCTTCCAGGCCACCAGGGGTCACTG	V_CTCF_BR	40
chr12	133101768	133101918	id-26191	9.27e-07	+	CTGTGGGCACAGCCAGGGGACAGTGGGTGGCACTG	UpstreamP1_CTCF	9
chr12	133120831	133120981	id-26192	3.66e-06	-	TTGTCCTGAGCTCCAATGGCAGCCAGGAGGCAGCA	UpstreamP1_CTCF	15
chr12	133131556	133131706	id-26193	1.12e-08	-	TCTGCGGTGGAGGTCGCCCCCAGCAGGGGGCAGGA	Upstream_CTCF	38
chr12	133136201	133136351	id-26194	3.97e-05	+	GTGCTGTTTCAGGCGCCGGCCACCGCGCCCGGCTG	UpstreamP1_CTCF	4
chr12	133136909	133137059	id-26195	1.92e-05	-	CCGCACCCCCGCCCGCCCGCCGCCACGTGCGCCCC	UpstreamP1_CTCF	0
chr12	133137865	133138015	id-26196	2.5e-09	-	GAACACAAGCTCCCCAGGGCCACAAGGGGGCGCCC	V_CTCF_BR	40
chr12	133138521	133138671	id-26197	7.42e-09	-	GTCCAGACCAGCCTTTGGGCCTCCAGGGGGCACTG	V_CTCF_BR	40
chr12	133148967	133149117	id-26198	2.74e-08	-	CCCCACCCTCTGCCTGTAACCAGAAGGTGGCACCA	V_CTCF_BR	2
chr12	133156123	133156273	id-26199	3.11e-05	-	AGAAACGTACCGACAGTTTACACAAGGGGGCAAAC	V_CTCF_BR	2
chr12	133160024	133160174	id-26200	2.68e-05	-	CGCGCCGTCCAAGGCGGGGGCGGCGGGCGGCAGGT	Upstream_CTCF	0
chr12	133177121	133177271	id-26201	1.52e-07	+	AGGAACAGCCAGGCAGAGGCCGGGAGAGGGCGCCC	V_CTCF_BR	40
chr12	133184647	133184797	id-26202	1.96e-07	-	CTGATCTGCTGCGGCTTCCCCAGCAGGTGGCTATA	UpstreamP1_CTCF	10
chr12	133191589	133191739	id-26203	5.21e-08	-	ACTGACTTCTGCTCAGATGCCACCAGGTGGCGCCC	V_CTCF_BR	40
chr12	133192204	133192354	id-26204	1	+	NA	NONE	4
chr12	133215109	133215259	id-26205	6.05e-06	+	GCGGCCAGGGAAGAAGTGTCCACAAGGGGCCTCTG	V_CTCF_BR	16
chr12	133215431	133215581	id-26206	1.91e-08	-	CCTGCACATCCTGCAGAGAACACTAGGTGGCACCT	Upstream_CTCF	40
chr12	133233975	133234125	id-26207	1.03e-06	+	CAGGAAACGGGCACAGAGAACAGCAGGTGGCAGCA	V_CTCF_BR	7
chr12	133279306	133279456	id-26208	5.2e-08	+	CTGCAGTGGCTGGACCTCAGCTGCAGAGGGCCTTC	UpstreamP1_CTCF	12
chr12	133301403	133301553	id-26209	8.61e-08	+	ACTGGTGGGAAAGGCAATGCCACCAGATGGCGGCC	V_CTCF_BR	5
chr12	133325125	133325275	id-26210	5.12e-07	-	CTGCTCTTCCACTTGCTGTGCTCATGGGGGCGCGC	UpstreamP1_CTCF	0
chr12	133338753	133338903	id-26211	1	+	NA	NONE	37
chr12	133341990	133342140	id-26212	1	+	NA	NONE	2
chr12	133345081	133345231	id-26213	2.19e-08	+	CCACTGTCACCGGGGAGGCCCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr12	133349312	133349462	id-26214	4.44e-06	+	ACGCAGCCTCTCCCTGTCACCCGCAGAGAGCAGCA	UpstreamP1_CTCF	1
chr12	133362939	133363089	id-26215	2.67e-06	-	TGGGCATCCTCAGCCGCCGCCTGCAGGAGGCCCTC	Upstream_CTCF	0
chr12	133386092	133386242	id-26216	1.21e-09	-	CTGTTATGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr12	133387162	133387312	id-26217	1.21e-09	+	CTGTTATGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	39
chr12	133481448	133481598	id-26218	3e-08	-	CCTGCGCTGCCCCTGGTGGCCGGCAGGGCGCGCCC	Upstream_CTCF	39
chr12	133498390	133498540	id-26219	1.04e-07	-	AGTCGACTGCCAAAGAGGCCCAGCAGAGGGCAGCA	V_CTCF_BR	30
chr12	133522962	133523112	id-26220	1.64e-05	+	TGCAGCCTACAGCAGATGGGAGCCAGAGGGCGCAG	V_CTCF_BR	1
chr12	133532423	133532573	id-26221	5.38e-05	-	CTGGGCGATTCACTGGGGGCCTATGGAGGTCGCTG	V_CTCF_BR	20
chr12	133533012	133533162	id-26222	7.27e-06	+	GTGAGAGAACCTAAAGGCGCCTCCAGGAGGAAGCG	V_CTCF_BR	23
chr12	133540644	133540794	id-26223	2.46e-08	+	CTGTCACACCCGGACAGGGCCACTAGAGGGCTCCC	V_CTCF_BR	36
chr12	133553584	133553734	id-26224	8.17e-10	+	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr12	133657018	133657168	id-26225	1	+	NA	NONE	35
chr12	133657418	133657568	id-26226	2.08e-07	+	CTGCGACGCCCGCGGAGGGGCCCTGGGGGGCGGCG	UpstreamP1_CTCF	29
chr12	133757892	133758042	id-26227	1.97e-06	-	GGGCTCCGGCCAAGGGCCACCGGGAGGGGGCGTGC	V_CTCF_BR	40
chr13	19172855	19173005	id-26228	3.97e-07	-	AGCTCAGCTGCAGCTACCACCGCCAGGTGGCTCCC	V_CTCF_BR	4
chr13	19174115	19174265	id-26229	9.25e-06	+	GCCGACTGCCTGATTTTGGCCACTAGGTGGAGTAT	V_CTCF_BR	9
chr13	19218028	19218178	id-26230	2.46e-08	+	GAGCCAGTGGGATCGTCGGCCAGGAGAGGGCGCCT	V_CTCF_BR	13
chr13	19271506	19271656	id-26231	6.53e-09	-	GCCAGCGTCTGCCCGATGGCCACCAGAGGGCTGGC	V_CTCF_BR	2
chr13	19280805	19280955	id-26232	8.59e-05	+	GCTCCAGAGTCCCTCAGCATCCACAGGGGGCACTC	V_CTCF_BR	7
chr13	19348287	19348437	id-26233	9.51e-07	-	CCCCAGATTCATAGAGCCACCAACAGATGGCACCC	V_CTCF_BR	6
chr13	19649357	19649507	id-26234	9.81e-06	+	TTCTCTATGCTTCTCTTCAGCAGGAGGGGGAGCCA	V_CTCF_BR	5
chr13	19663577	19663727	id-26235	2.18e-07	+	GGTGCTGTACCACATCAGCCCTCGTGGTGGCACGC	Upstream_CTCF	10
chr13	19728345	19728495	id-26236	4.31e-07	+	GGACTGGCTCTTCCCACGTCCCCCAGAGGGCGCAA	V_CTCF_BR	14
chr13	19815159	19815309	id-26237	2.58e-07	+	ATTGGATTTGCTGAAATGACCACTGGGTGGCACAA	Upstream_CTCF	4
chr13	19921061	19921211	id-26238	1.93e-05	-	AGCTCCTGAAGTCAAGGATCCTACAGGTGGCAGTG	V_CTCF_BR	1
chr13	19976886	19977036	id-26239	3.65e-07	-	CCAGAGCCAGAAGCGCCGGGCTCCAGGGGGAGCTG	V_CTCF_BR	3
chr13	20013313	20013463	id-26240	1	+	NA	NONE	28
chr13	20034393	20034543	id-26241	2.27e-05	-	AGGCAGAGGGTGCGATGGCCCAGCCGGGGGCGGCA	V_CTCF_BR	4
chr13	20139071	20139221	id-26242	1.55e-08	+	GGGGGACACGGCCCCAGGGCCGGCAGAGGGAGCAG	V_CTCF_BR	36
chr13	20161670	20161820	id-26243	6.46e-07	+	AAACCCCTCTCTCATCTATCCACCAGGGGGAGGGC	V_CTCF_BR	40
chr13	20161918	20162068	id-26244	9.51e-07	-	TAACAGGAGACTGTTTTTGCCTCCAGAGGGCACTT	V_CTCF_BR	40
chr13	20176094	20176244	id-26245	2.01e-05	-	TCGGCTCTCCGCGCAGGCAGCCCTAGAGGCGGCCC	Upstream_CTCF	34
chr13	20193167	20193317	id-26246	2.73e-07	-	ACTGTAGTACCACAGACAGACACCAAGGGGAGCAA	Upstream_CTCF	40
chr13	20232177	20232327	id-26247	1	+	NA	NONE	3
chr13	20263309	20263459	id-26248	6.98e-07	+	TAGAGCAGGAAAAGGCAGGCCTCCAGAGGGAAGCC	V_CTCF_BR	1
chr13	20356204	20356354	id-26249	1	+	NA	NONE	7
chr13	20392489	20392639	id-26250	5.72e-09	-	AGCTGGGGATGCGCTGCGGCCTGCAGGGGGCGCCT	V_CTCF_BR	40
chr13	20439008	20439158	id-26251	4.1e-06	-	ATTGTAATCCCACTAAGAACCGCCAGGGCGAGACG	Upstream_CTCF	39
chr13	20463059	20463209	id-26252	4.65e-05	-	TAAACTCCTCATAAAAACAACAGAAGGTGGCACTA	V_CTCF_BR	28
chr13	20501379	20501529	id-26253	3.66e-06	+	GTCCCATATCCCAATTTGCCCACTAGAGGTAGCCA	UpstreamP1_CTCF	39
chr13	20531479	20531629	id-26254	3.09e-06	+	GTTGTAATCCCACTAAGAACCGCCAGGGCGAGACG	Upstream_CTCF	37
chr13	20531749	20531899	id-26255	5.08e-05	+	CTCCATCAACCATTGAGGACCAGGAGACGGTGGCA	UpstreamP1_CTCF	5
chr13	20533562	20533712	id-26256	2.44e-07	+	GCAGCGCTGCCGGTCGCCGACTGCAGGGGGGGGCA	Upstream_CTCF	33
chr13	20533945	20534095	id-26257	3.4e-06	-	GAGAACCCAACCCTTTCTGCCAGAAGGAGGCAGAG	V_CTCF_BR	31
chr13	20534363	20534513	id-26258	3e-06	+	CTGCAGCTGCTCACGTTACCCGGGAGGAGGGGTGG	UpstreamP1_CTCF	40
chr13	20558962	20559112	id-26259	1.04e-07	+	TCGAATTGACACATAGCAGCCACCAGAGGGAACTG	V_CTCF_BR	40
chr13	20609396	20609546	id-26260	2.1e-05	+	ATGTAATGTAAAGTCATGTCCGTAAGAGGGTGCTG	UpstreamP1_CTCF	19
chr13	20630561	20630711	id-26261	4.65e-05	+	TAAAGGCTTTCACGGTGTACCACATGAGGGAGCTT	V_CTCF_BR	5
chr13	20632233	20632383	id-26262	4.01e-05	+	CATATTTAAAGCCATTTATCCAGCAGAGGGAGTGA	V_CTCF_BR	20
chr13	20664611	20664761	id-26263	4.85e-07	+	TTGTAGTTCTATATCGACATCAGCAGATGGCAATA	UpstreamP1_CTCF	21
chr13	20690476	20690626	id-26264	5.48e-05	-	ACAGGACAGTCCTCCGACACCACTAGGGGCTCCAC	Upstream_CTCF	16
chr13	20692421	20692571	id-26265	2.96e-05	-	GTCATCCCTTGGAGGCTCCCCGCCAGGGGCCTGGC	V_CTCF_BR	10
chr13	20701966	20702116	id-26266	1.26e-07	-	GGCTGCGGGGGAGAACGGCCCAGCGGAGGGCGCCA	V_CTCF_BR	38
chr13	20702842	20702992	id-26267	1.1e-06	+	ACCTGCCCGCACCTGACTGCAGCCAGGTGGCGCCG	V_CTCF_BR	34
chr13	20711012	20711162	id-26268	8.81e-07	+	CAGCCTGGGTTTTGTGGCGCCAGCAGCAGGCGCTG	V_CTCF_BR	37
chr13	20735137	20735287	id-26269	1.85e-05	+	TGTGCGCTGCGCCCGACGCCCCCAAGCTGCAGCTC	Upstream_CTCF	2
chr13	20737635	20737785	id-26270	3.86e-08	-	AAAGCAGTTCCAGCCCTGCCTGCCAGGGGGCACCC	Upstream_CTCF	40
chr13	20756509	20756659	id-26271	3.88e-06	+	TGCAGTTACCTCTTGTAAGACAGCAGATGGCAGCA	V_CTCF_BR	40
chr13	20763378	20763528	id-26272	5.52e-05	+	CGGTAGGCCACGTGCATGGCCACTAGGAGCGCTGG	UpstreamP1_CTCF	32
chr13	20766502	20766652	id-26273	1	+	NA	NONE	10
chr13	20768017	20768167	id-26274	3.24e-06	-	TGTGCAGTGCAGAGCCAGCCCCCCAGCGGTCTTCC	Upstream_CTCF	5
chr13	20771584	20771734	id-26275	4.55e-09	+	ATTGCAATACCCAGAGCGCACAGTAGATGGCACTG	Upstream_CTCF	40
chr13	20806298	20806448	id-26276	5.3e-05	+	CGGCCCTGGCGCGGGCTCTGCGCGGGGCGGCGCCC	UpstreamP1_CTCF	4
chr13	20868758	20868908	id-26277	7.49e-05	+	AATACAAGTGTGAGCGCCACCACTGGAGGCCTGTG	V_CTCF_BR	26
chr13	20879932	20880082	id-26278	5.08e-05	+	CATTGATTACCTTTGGGAGACACTAGGGGGCCAAT	Upstream_CTCF	16
chr13	20905691	20905841	id-26279	1	+	NA	NONE	13
chr13	20914875	20915025	id-26280	8.71e-06	+	GGAAACGGAGGGAACGCCTCCCGCAGGGGGAGGCT	V_CTCF_BR	5
chr13	20922225	20922375	id-26281	8.9e-05	-	CGCCTCTGCTGCGTTCCCACCGTCAGGCGGCAGAA	UpstreamP1_CTCF	1
chr13	20928239	20928389	id-26282	1	+	NA	NONE	29
chr13	20932717	20932867	id-26283	1	+	NA	NONE	16
chr13	21009944	21010094	id-26284	1	+	NA	NONE	4
chr13	21037169	21037319	id-26285	7.49e-07	-	CTGCACGGGTGGGAGCAGGCCAGCAGGCGTCCACA	UpstreamP1_CTCF	1
chr13	21056679	21056829	id-26286	1.61e-05	-	GTGGATTGTTTTCTACCCAACCCTAGAGGGCGGGG	UpstreamP1_CTCF	12
chr13	21063453	21063603	id-26287	3.11e-05	-	TTGTCCCAATATCCAAGAAGCAGTAGAGGGTGCCA	V_CTCF_BR	20
chr13	21066900	21067050	id-26288	3.63e-05	+	TGCAATTTGCTCCTGCCAGGCACTTGGGGGTGCTA	V_CTCF_BR	38
chr13	21069380	21069530	id-26289	3.12e-08	+	CTGCAATGTGCCAGTTCTACCTCTAGAGGTCAGCC	UpstreamP1_CTCF	40
chr13	21069813	21069963	id-26290	2.73e-07	+	CAAGCAATCCAAAAGTCCACCAACAGATGGAGGGA	Upstream_CTCF	22
chr13	21158977	21159127	id-26291	2.93e-07	-	CAGCATCTCTGGCTGCTACCCACTAGGTGCCAGTA	UpstreamP1_CTCF	6
chr13	21277359	21277509	id-26292	1	+	NA	NONE	17
chr13	21278285	21278435	id-26293	5.77e-08	+	GGCGCGCAACGCGAGCTGCCCGGCAGGGGGCAGGC	V_CTCF_BR	40
chr13	21285875	21286025	id-26294	3.56e-05	-	TCTGTATCCCACATCTGTATCCCAAGGTGGCGCTT	Upstream_CTCF	25
chr13	21286849	21286999	id-26295	2.55e-09	+	TCTGCAGCGGCGTCTCTGGCCGACAGGGGGCAGCA	Upstream_CTCF	40
chr13	21296146	21296296	id-26296	1	+	NA	NONE	23
chr13	21297602	21297752	id-26297	3.16e-05	+	ACTACACTTCCCCATTCAACCTCTGGGGGAAGAAA	Upstream_CTCF	40
chr13	21306166	21306316	id-26298	1	+	NA	NONE	8
chr13	21351027	21351177	id-26299	9.25e-06	-	GGAAGAGGCAAGCAAGCCATCACCAGATGGTGGCG	V_CTCF_BR	10
chr13	21371019	21371169	id-26300	4.17e-05	+	TCAGCAATGCCACACAGGGCCTCTAGTGTGGCAGT	Upstream_CTCF	8
chr13	21383871	21384021	id-26301	5.86e-07	-	TATTCAGTGCCACCTAGCTGCTCCAGATGGCACAA	Upstream_CTCF	6
chr13	21402779	21402929	id-26302	3.16e-06	-	CACCTCTTTCCCTGTACCTCCACAAGGGGGCAGAT	UpstreamP1_CTCF	40
chr13	21431890	21432040	id-26303	1	+	NA	NONE	8
chr13	21443836	21443986	id-26304	7.31e-05	-	TTTCATTTTTATTTAGAGAACTGTAGAGGGTGCTA	UpstreamP1_CTCF	24
chr13	21498564	21498714	id-26305	3.24e-06	-	CTTGAAATGTCAGTAAACTCCACAAGGGGTCTCTA	Upstream_CTCF	7
chr13	21499059	21499209	id-26306	1.71e-06	-	TTCTAAATCAAACCAGGAAACAGCAGAGGGCGCTG	V_CTCF_BR	40
chr13	21512571	21512721	id-26307	1.03e-06	+	CTGAGCCTCAGCTCCCAAGCCAGGAGGTGGAGCTA	V_CTCF_BR	8
chr13	21517799	21517949	id-26308	8.43e-09	+	GTGGTCTGCACAGCTTTGGCCACCAGGTGGCTCCC	V_CTCF_BR	40
chr13	21561899	21562049	id-26309	2.6e-06	+	TTGTGCGTGCTTCCTATTGCCAGTAGAGGGATGAG	V_CTCF_BR	10
chr13	21573321	21573471	id-26310	1.39e-07	-	GGTTCGGGGGCCTGCGGCGCCACCAGCGGTCGGAG	V_CTCF_BR	0
chr13	21591193	21591343	id-26311	1	+	NA	NONE	7
chr13	21597141	21597291	id-26312	5.41e-06	+	ACTGCATGCACCTGCAGAGCCCCAGGGGGGCAGTG	Upstream_CTCF	16
chr13	21608784	21608934	id-26313	2.81e-05	+	TAGTGCTTGTCTGCTTCTGACACCTGGGGCCGCTG	V_CTCF_BR	24
chr13	21635783	21635933	id-26314	2.04e-05	-	CAGGCCAGCAGGGAGGCCGTGGGCAGGTGGCGGTC	V_CTCF_BR	33
chr13	21685017	21685167	id-26315	1.09e-06	+	CCTGCTCCAGAAGATGCAGCCACAAGGTGGCATCT	Upstream_CTCF	37
chr13	21708083	21708233	id-26316	4.21e-05	-	CCATAATATAATAATACAGACACATGAGGGCACTC	V_CTCF_BR	14
chr13	21748908	21749058	id-26317	1	+	NA	NONE	9
chr13	21750743	21750893	id-26318	6.75e-05	+	GTGCGCTTACGCCACGGCGTCTGCTGGCGGCCGCG	UpstreamP1_CTCF	22
chr13	21754968	21755118	id-26319	6.84e-06	-	AACCTAATGTGTCGGCTGGGCACATGATGGCGCCA	V_CTCF_BR	39
chr13	21806512	21806662	id-26320	4.3e-06	+	AATGCATTTCTCAGTCCAAACACAAGGAGCAACAA	Upstream_CTCF	17
chr13	21816461	21816611	id-26321	3.09e-07	+	GCTTTTATGACTGTTCCCACCAGGAGAGGGCAGCG	V_CTCF_BR	17
chr13	21834041	21834191	id-26322	1.71e-06	+	GGGAAAGGGGCTCTGAAGACCACGTGGGGGCGCTC	V_CTCF_BR	4
chr13	21871244	21871394	id-26323	1.38e-07	+	TTGCTGCTTCCAGCTTCTGGCAGCTGGTGGCAGCA	UpstreamP1_CTCF	37
chr13	21872095	21872245	id-26324	1	+	NA	NONE	40
chr13	21912422	21912572	id-26325	1.03e-06	+	GCTGGTCGGTGGCTGACTACCACCAGGTGTCAGGA	V_CTCF_BR	28
chr13	21957036	21957186	id-26326	8.64e-05	-	GTTGCAGTTTTCCAACTCGCCTTGTGGGGATGGAT	Upstream_CTCF	3
chr13	22051252	22051402	id-26327	3.41e-07	-	TAGGCTCTGCCGATAGGGGGCAGTAGAGGGAGCCT	Upstream_CTCF	40
chr13	22053182	22053332	id-26328	5.01e-06	-	AGCATTCAATACAAATGTTCCACAAGGTGGCAGCC	V_CTCF_BR	39
chr13	22075968	22076118	id-26329	8.97e-05	-	GCCGCAGTTCCATTGTGGGCTGATAGGAGTCTCTG	Upstream_CTCF	27
chr13	22132253	22132403	id-26330	1.34e-06	-	GAGCAACATCAGAGGCTTAACACTGGGGGGCGATA	UpstreamP1_CTCF	40
chr13	22163222	22163372	id-26331	1	+	NA	NONE	11
chr13	22178202	22178352	id-26332	1.13e-05	-	CGGCGGCTGCGGGTAGCTGCGCGCGGGTGGCGGCC	UpstreamP1_CTCF	20
chr13	22199627	22199777	id-26333	3.11e-05	+	AGTCACATCTACTTTGCTAACAATAGGTGGCACCA	V_CTCF_BR	39
chr13	22212493	22212643	id-26334	2.18e-07	+	GTGGTAGTGTTGGTTCTCTCCACAAGAGGGCGCCT	Upstream_CTCF	40
chr13	22244491	22244641	id-26335	5.28e-05	-	CCGGCGGCCGCAAAGCAGTCGGCAGGGGGGCGCCA	Upstream_CTCF	31
chr13	22245061	22245211	id-26336	1	+	NA	NONE	24
chr13	22247724	22247874	id-26337	1.32e-05	-	CCTGTTGTTCTGGTATCGAACGCTAGGCAGGGTGG	Upstream_CTCF	24
chr13	22250937	22251087	id-26338	5.08e-07	+	TGAGGCCCAGCACAGATGGGCTCTAGGGGGCGGTG	V_CTCF_BR	25
chr13	22341311	22341461	id-26339	3.16e-05	+	ACAGCTCCCCCTTCTTTCAGCTCCAGGGGAGAGAA	Upstream_CTCF	5
chr13	22387379	22387529	id-26340	1	+	NA	NONE	10
chr13	22391739	22391889	id-26341	1.11e-05	-	ACAGCAAGTGCTTCCCAGCCCGCAGGGAGGCGCAT	Upstream_CTCF	1
chr13	22412097	22412247	id-26342	9.26e-05	+	CTACAGTTTTTCTAGATAACCACTTGGGGCAGTAG	UpstreamP1_CTCF	12
chr13	22423606	22423756	id-26343	1.41e-08	+	GTGCAGTTCATTAGCTCAGCCAGTAGAGGGAATGG	UpstreamP1_CTCF	36
chr13	22452803	22452953	id-26344	7.46e-06	-	ATGCTGACCCCGGCACAGGGCTGCAGATGGCCAGC	UpstreamP1_CTCF	5
chr13	22487225	22487375	id-26345	1	+	NA	NONE	13
chr13	22547982	22548132	id-26346	1	+	NA	NONE	0
chr13	22572496	22572646	id-26347	9.66e-05	+	TGTGCCTACTGGGAGCTGTCCAGTAGGGGTCCAGA	Upstream_CTCF	8
chr13	22612260	22612410	id-26348	1	+	NA	NONE	0
chr13	22635525	22635675	id-26349	1.34e-06	+	CTGCAGGGCTGGGTCTCCCCCACCAGGCAGCCACA	UpstreamP1_CTCF	4
chr13	22677262	22677412	id-26350	2.72e-06	-	TTCTAGGAATCCCAGGGCCCCAGCAGGGGGCCCTC	UpstreamP1_CTCF	14
chr13	22749463	22749613	id-26351	2.97e-06	-	CTCTTCGGGTGTGAGTCGCCCTCCAGGGGGAGCAT	V_CTCF_BR	3
chr13	22750058	22750208	id-26352	1.52e-07	+	GCGTTTTCTCTGGGGGCAGCCTCCAGGGGGTGCTC	V_CTCF_BR	5
chr13	22771026	22771176	id-26353	1.03e-06	+	ATGCTGAGATAGACTTCTACCAGTAGATGGCTCAG	UpstreamP1_CTCF	4
chr13	22775051	22775201	id-26354	1	+	NA	NONE	1
chr13	22830494	22830644	id-26355	3.18e-06	+	GCAGCAGGCAGGTTGGCAGCCACAAGGGGGTGTTC	V_CTCF_BR	21
chr13	22852575	22852725	id-26356	5.96e-07	-	AAATTTAAGTAACCCTGTTCCAGCAGGGGGCACCA	V_CTCF_BR	31
chr13	23028900	23029050	id-26357	1	+	NA	NONE	7
chr13	23080349	23080499	id-26358	1	+	NA	NONE	3
chr13	23144074	23144224	id-26359	6.84e-06	-	AATTGACATGCTTCTCTATCCACTAGAGGGTGGTC	V_CTCF_BR	8
chr13	23224633	23224783	id-26360	9.84e-06	+	ATGCAGATTGGCCATTAGTCCTCATGAGGGCACCA	UpstreamP1_CTCF	3
chr13	23309624	23309774	id-26361	1	+	NA	NONE	15
chr13	23314519	23314669	id-26362	1.47e-05	-	AGTCTTCCTAGCATCATTTACTGAAGAGGGCGCCC	V_CTCF_BR	23
chr13	23331795	23331945	id-26363	6.9e-05	-	GGTGTAAATTCTCATAATGCCATATGGTGGAGCTG	Upstream_CTCF	31
chr13	23370350	23370500	id-26364	1.73e-05	-	TTTTAAAAATGTCATATTACCACATGATGGCGCCA	V_CTCF_BR	33
chr13	23375644	23375794	id-26365	2.4e-05	+	AGCAGATACAAAGATGTTGCCACCAGAGAGCACCA	V_CTCF_BR	27
chr13	23489964	23490114	id-26366	1.16e-05	+	CGTGCCTGCCCGCAGCCCACCACCAGGTGCGCTGG	Upstream_CTCF	8
chr13	23500575	23500725	id-26367	3.63e-05	+	GAGCCCGGGGATCCGAGGAGCTGCGGAGGGAAGGG	V_CTCF_BR	13
chr13	23518734	23518884	id-26368	1.61e-05	+	TGGCTGTTTGCCTCTCTCCCCGCGGGGAGGCGCCT	UpstreamP1_CTCF	10
chr13	23594504	23594654	id-26369	2.04e-08	-	AGTGCGGTTTGTCACACTGCCACTAGATGGCAGTG	Upstream_CTCF	40
chr13	23662145	23662295	id-26370	1	+	NA	NONE	40
chr13	23733467	23733617	id-26371	1.03e-07	-	AATGCTAGTTCTCCATCCGCCGCTAGGAGGCACCC	Upstream_CTCF	39
chr13	23734918	23735068	id-26372	9.51e-07	-	TACTCTTGTCCCTGAGCCCCCACAAGGGGGCAGGG	V_CTCF_BR	14
chr13	23750213	23750363	id-26373	6.8e-06	-	CTGACATTATAGGAAGTATCCAGAAGAGGTCAGTA	UpstreamP1_CTCF	32
chr13	23862717	23862867	id-26374	7.17e-05	-	AAAGAAATGTTAACTTTGGCCACTTGGTGTCTAAT	Upstream_CTCF	5
chr13	23893889	23894039	id-26375	4.31e-07	-	CCTGGAAAAGGCTGTATTTCCACCAGATGGCACAA	V_CTCF_BR	38
chr13	23923041	23923191	id-26376	2.4e-05	+	ACAGAAGAGGGCAATTAGAACAGAAGAGGGCGCTT	V_CTCF_BR	30
chr13	23931560	23931710	id-26377	4.34e-05	+	AGGGCAGTCCCAATTCAGGCCAGTAGTCTGAGAAT	Upstream_CTCF	3
chr13	23949435	23949585	id-26378	9.81e-06	-	CCGTGATCGGGCGCCGGCGTCAGGGGCGGGCGCTA	V_CTCF_BR	27
chr13	23973732	23973882	id-26379	2.29e-05	-	GTGCCACTCACACTTCTGGCCACTGGGAGAACACA	UpstreamP1_CTCF	4
chr13	23981166	23981316	id-26380	1	+	NA	NONE	38
chr13	24029716	24029866	id-26381	1	+	NA	NONE	10
chr13	24040482	24040632	id-26382	2.84e-05	-	CGGCCGCCCCGGCTCCCCGCCCGCAGACGCAGCTG	UpstreamP1_CTCF	38
chr13	24040977	24041127	id-26383	1.59e-06	+	CTGATGACTTCACGCTCAACCACTGGAGGGCACAA	V_CTCF_BR	40
chr13	24075489	24075639	id-26384	2.19e-05	-	CTGAATCAGTTCATTTTTTCCAGAAGGAGGTGCCC	UpstreamP1_CTCF	5
chr13	24084517	24084667	id-26385	1	+	NA	NONE	16
chr13	24085245	24085395	id-26386	7.55e-07	+	GCAAGATCACTGTTCTTTGCCAGCAGGTGGTGCAA	V_CTCF_BR	37
chr13	24086962	24087112	id-26387	1	+	NA	NONE	25
chr13	24096346	24096496	id-26388	1	+	NA	NONE	1
chr13	24142048	24142198	id-26389	1	+	NA	NONE	24
chr13	24144394	24144544	id-26390	1	+	NA	NONE	14
chr13	24145196	24145346	id-26391	1	+	NA	NONE	32
chr13	24152929	24153079	id-26392	1.38e-06	+	CGGGGCGAGTGCTTCCCGGCCTGCAGGAGGCGAAC	V_CTCF_BR	40
chr13	24168899	24169049	id-26393	5.51e-07	+	CCCGATTGGGAGACACCTCCCAGCAGGGGTCGCCA	V_CTCF_BR	16
chr13	24173897	24174047	id-26394	1	+	NA	NONE	16
chr13	24202496	24202646	id-26395	1.08e-05	+	ATGCAGTGACCTGGGCCTGCCTGTAGGTCAGCCCA	UpstreamP1_CTCF	14
chr13	24209200	24209350	id-26396	1	+	NA	NONE	17
chr13	24242006	24242156	id-26397	6.84e-06	+	GTTATTAAAGTGAAAGCTGCCAGAAGGAGGCACTG	V_CTCF_BR	27
chr13	24253476	24253626	id-26398	1	+	NA	NONE	6
chr13	24269912	24270062	id-26399	1	+	NA	NONE	3
chr13	24279878	24280028	id-26400	1	+	NA	NONE	4
chr13	24281945	24282095	id-26401	1.59e-06	-	GGTGGGAAAAGGAGCCCGAACTGTAGAGGGCAGTA	V_CTCF_BR	37
chr13	24283806	24283956	id-26402	2.43e-06	+	GGCAGCTCTAGGCAGCAAGCCTCTGGAGGGCACCC	V_CTCF_BR	29
chr13	24290040	24290190	id-26403	5.01e-06	+	TCCTCTTCCTGGACTCCAGACTCTAGAGGGCGACA	V_CTCF_BR	35
chr13	24297794	24297944	id-26404	1.32e-05	-	AGTGCTAATTTATCCAGACCCAGTAGGAGGAGAGA	Upstream_CTCF	10
chr13	24301562	24301712	id-26405	2.55e-06	-	TGTGCAATTCGAAAGAATCCCTGATGGTGGCACAC	Upstream_CTCF	2
chr13	24316161	24316311	id-26406	3.03e-05	+	AATGCAGTTCCACCAACAGCCTCAGGGGCACTGTG	Upstream_CTCF	40
chr13	24326440	24326590	id-26407	4.88e-05	-	AGGAAGTAATACTTTGCCCCCACTAGGAAGCAGAA	UpstreamP1_CTCF	3
chr13	24352549	24352699	id-26408	7.12e-06	-	AGGCTAGCCATTGGCCAGGCCACCAGGGGTCCCCA	UpstreamP1_CTCF	32
chr13	24365167	24365317	id-26409	2.27e-05	-	ACAAGGCAGAGGACAGTGAGCACATGAGGGAGCTC	V_CTCF_BR	12
chr13	24385105	24385255	id-26410	1	+	NA	NONE	19
chr13	24415372	24415522	id-26411	1.39e-05	-	GTGAGCTCCTCCTGCTCAGCCTGCAGTTGCAGGCA	V_CTCF_BR	6
chr13	24442579	24442729	id-26412	1	+	NA	NONE	5
chr13	24444927	24445077	id-26413	2.11e-06	+	GCAAAAGTGTAGTGAGCCTCCAGAAGGGGGAAGCA	V_CTCF_BR	23
chr13	24445889	24446039	id-26414	1.15e-06	-	TTTGTTATTCCACTTGTTACCATTAGGTGGTGATA	Upstream_CTCF	37
chr13	24450536	24450686	id-26415	1.09e-07	+	ATGCAGTTCCACCCACTTCACACTTGGTGCCACTG	UpstreamP1_CTCF	40
chr13	24463613	24463763	id-26416	1	+	NA	NONE	39
chr13	24473807	24473957	id-26417	2.18e-07	-	ACTGCACCCTGTGACATTTCCACCAGATGGCAATA	Upstream_CTCF	38
chr13	24489620	24489770	id-26418	1.7e-05	-	TGTACAGTTCCACTATAAGCCAATAGATGACACTT	Upstream_CTCF	10
chr13	24495627	24495777	id-26419	1.46e-07	+	ATTGTGATCTCTGGTATTACCACTAGAGGGCGCCT	Upstream_CTCF	39
chr13	24525547	24525697	id-26420	3.18e-06	+	TGCACATAGGGAGCACAGCCCTGCAGGGGGAGCTG	V_CTCF_BR	33
chr13	24534802	24534952	id-26421	1.59e-06	-	CTCCCAATTGGATTACTGGCCCCTAGGTGGAGCCC	V_CTCF_BR	40
chr13	24585490	24585640	id-26422	2.6e-06	-	TGCTGGGTCGCCACATTCTCCAGGGGAGGGCAGCA	V_CTCF_BR	6
chr13	24594576	24594726	id-26423	3.36e-05	+	ACCCAGTTTCCCTCAGAGGCCGTGAGAGGGAGCTG	UpstreamP1_CTCF	39
chr13	24626839	24626989	id-26424	4.43e-05	+	TTGGACCCACGACTGCGTTCCTGTGGCGGGAGGCA	V_CTCF_BR	26
chr13	24627677	24627827	id-26425	5.26e-07	+	GGAGTATTTTTCTCTATGGCCACTAGATGTCCCAG	Upstream_CTCF	40
chr13	24723204	24723354	id-26426	6.05e-06	-	CGACCCAGTGTGATGGCAACAGGCAGGGGGCAGAC	V_CTCF_BR	31
chr13	24743349	24743499	id-26427	1	+	NA	NONE	4
chr13	24794369	24794519	id-26428	3.09e-07	-	ATTAGACAGCTTCCTGACACCACCAGAGGGCACTA	V_CTCF_BR	40
chr13	24801248	24801398	id-26429	1	+	NA	NONE	8
chr13	24803082	24803232	id-26430	5.08e-07	-	CCACTGCTCTTAAAGCTTACCACTAGGTGGCAGGA	V_CTCF_BR	40
chr13	24849374	24849524	id-26431	9.49e-08	+	CAGCCCCAGGAATCAGGGGCCCCCAGAGGGCAGTG	V_CTCF_BR	13
chr13	24887727	24887877	id-26432	8.91e-07	+	ACTGCTCCCTGTGACATTTCCACCAGATGGCAATA	Upstream_CTCF	34
chr13	24896717	24896867	id-26433	1.38e-07	+	TTGCTGCTTCCAGCTTCTGGCAGCTGGTGGCAGCA	UpstreamP1_CTCF	21
chr13	24933556	24933706	id-26434	4.24e-07	+	ACTGCAGCCTCAGAAGTGGCCGCCAGGAGTGCCTC	Upstream_CTCF	9
chr13	24945570	24945720	id-26435	5.01e-06	+	ACGGAGGTGTCTGGACCATACTCCAGGGGGCGGCT	V_CTCF_BR	8
chr13	24982105	24982255	id-26436	1.81e-06	+	CCTGTTATTCCCCGAATCTCCCCTAGAAGATGCTA	Upstream_CTCF	34
chr13	25066202	25066352	id-26437	2.06e-07	+	GCTGCAGTTTCCCCTTTCTCCTGCAGAGGATCCGA	Upstream_CTCF	25
chr13	25086688	25086838	id-26438	3.48e-06	+	GCGCAGGGCAAGGGTGCAGCCACTGGCGGGAAAGT	UpstreamP1_CTCF	18
chr13	25115118	25115268	id-26439	3.81e-05	-	TGGGCCTGGGCGAGTCTCGCCACAGAGGGGCGCCG	V_CTCF_BR	35
chr13	25129277	25129427	id-26440	1	+	NA	NONE	2
chr13	25154597	25154747	id-26441	5.89e-08	+	GTGTGGTTTGACCTACAAGCCAGTAGATGGCGCCA	UpstreamP1_CTCF	19
chr13	25180119	25180269	id-26442	1	+	NA	NONE	34
chr13	25199821	25199971	id-26443	1	+	NA	NONE	10
chr13	25201350	25201500	id-26444	1.77e-09	+	CTGCAGGTGCCCGGCTCCACCGCCAGACGGCGCCG	UpstreamP1_CTCF	39
chr13	25202389	25202539	id-26445	1	+	NA	NONE	1
chr13	25206429	25206579	id-26446	7.27e-06	+	GAAGGATGCACAGGCCCTGCTTGCAGAGGGCTCCC	V_CTCF_BR	1
chr13	25245161	25245311	id-26447	2.55e-06	+	AAGGAAGTACAAGACGTGGCCTCCAGGGGCACACC	Upstream_CTCF	39
chr13	25245633	25245783	id-26448	9.51e-07	-	TTTTCGTTTTTAGAGGGAACCAGCAGAGGGAGCAC	V_CTCF_BR	40
chr13	25254428	25254578	id-26449	8.16e-07	-	CCTTCCCTTTAGTAGCCGAACGCCAGGGGGCGGGG	V_CTCF_BR	22
chr13	25258098	25258248	id-26450	2.14e-10	+	TGTGCTAGTCCAGTGCTGGCCAGCAGAGGGCACCC	V_CTCF_BR	40
chr13	25268333	25268483	id-26451	1.03e-06	+	TCTCCAAACATCCCTAATGCCAGTAGGTGGCACTG	V_CTCF_BR	40
chr13	25302230	25302380	id-26452	6.84e-06	-	CATGACACAGTCTCAAAACACACCAGAGGGCGCCA	V_CTCF_BR	40
chr13	25311249	25311399	id-26453	6.98e-07	-	CCAAGAGTGAGAGATGGTGCCTCTAGAGGGCAGGG	V_CTCF_BR	5
chr13	25315505	25315655	id-26454	3.97e-07	+	GGAGGTGCCTGCTGGGCCACCTACAGGGGGCAGCA	V_CTCF_BR	40
chr13	25320903	25321053	id-26455	7.27e-06	+	CGCCCTCGCAGCCCGCAGGCGACCAGTGGGTGCTG	V_CTCF_BR	23
chr13	25419745	25419895	id-26456	1.21e-05	-	GCTGCTATTCTCAGATTAGCCTGCATGCGCCAGTG	Upstream_CTCF	7
chr13	25428106	25428256	id-26457	9.84e-05	+	AAAATTCTAGAACCAAGAACCACTAGAGGGTATAA	V_CTCF_BR	4
chr13	25433213	25433363	id-26458	8.99e-05	+	TCGTGGCAAGGTGATGGAGGTTGTAGGTGGCGCTG	V_CTCF_BR	6
chr13	25439379	25439529	id-26459	1.31e-05	+	ATCTTTATAGAATTCAGTACCAGCAGAGGGCTCTT	V_CTCF_BR	33
chr13	25440761	25440911	id-26460	5.86e-07	-	GCAGCATTACTCGCAACCACCATAAGGTGGAAACA	Upstream_CTCF	5
chr13	25497085	25497235	id-26461	6.21e-06	+	ACTGCGCGCCGCCTTCCGACCAGCAGCGGGCCAGT	Upstream_CTCF	24
chr13	25542623	25542773	id-26462	5.89e-08	-	GTGTGGTTTGACCTACAAGCCAGTAGATGGCGCCA	UpstreamP1_CTCF	15
chr13	25559378	25559528	id-26463	1	+	NA	NONE	13
chr13	25569463	25569613	id-26464	2.43e-06	+	AATATGGCAAGATCACTGTCCTCTAGGGGGAGCTC	V_CTCF_BR	40
chr13	25571625	25571775	id-26465	1.38e-07	-	TTGCAATACCGATTTGTCTGCACTAGATGTCGCTG	UpstreamP1_CTCF	36
chr13	25576534	25576684	id-26466	7.73e-06	-	CCAGGAACACGGTGTGTCATCGGGAGAGGGCAGCA	V_CTCF_BR	33
chr13	25579387	25579537	id-26467	1	+	NA	NONE	39
chr13	25593108	25593258	id-26468	2.1e-05	+	CCTGCATGCCACTCCGTGGCCACTAGGATAGGGCT	Upstream_CTCF	5
chr13	25611470	25611620	id-26469	5.51e-07	-	AGACAGTATCACCTGTGAACCAGAAGGTGGCGCTC	V_CTCF_BR	40
chr13	25620941	25621091	id-26470	6.05e-06	-	AGTTGCGGCGGCCCCGGCAGCTGCAGGGGGCGAGC	V_CTCF_BR	9
chr13	25636756	25636906	id-26471	1	+	NA	NONE	21
chr13	25659434	25659584	id-26472	1	+	NA	NONE	40
chr13	25688426	25688576	id-26473	6.74e-08	-	GCTGCTGAGCCTGGACTCTCCAGAAGATGGCAGCA	Upstream_CTCF	40
chr13	25714533	25714683	id-26474	6.19e-06	-	AAGCAGGGTTTAGTGACTGCCTCCAGGGGTCATCT	UpstreamP1_CTCF	2
chr13	25788994	25789144	id-26475	1	+	NA	NONE	28
chr13	25800237	25800387	id-26476	2.91e-05	-	CCTGTAATTCCCTCCACAGACTCTGGGGACCTGAT	Upstream_CTCF	13
chr13	25807207	25807357	id-26477	1.48e-06	+	ATTTCTACTCTTTAAATGACCTCTAGGTGGCACTG	Upstream_CTCF	40
chr13	25823404	25823554	id-26478	3.81e-05	-	CGTAAATGATGCTCTTCGAACTATAGAGGGCAGCA	V_CTCF_BR	39
chr13	25841944	25842094	id-26479	9.78e-07	+	CTGAAGTTCTTGCACTGTATCACAAGGGGGCATCC	UpstreamP1_CTCF	38
chr13	25861607	25861757	id-26480	1.35e-11	-	TGAGCAGTACCGGCCTCCTCCAGCAGGGGGCGCTG	Upstream_CTCF	40
chr13	25945789	25945939	id-26481	1	+	NA	NONE	4
chr13	25950003	25950153	id-26482	3.65e-07	-	TAAAAAATACCTTTGATGACCAGCAGAGGGCAGGG	V_CTCF_BR	40
chr13	25980622	25980772	id-26483	4.3e-06	+	CATACACTACAGTGAGAGCCCAACAGAGGGCACTC	Upstream_CTCF	29
chr13	26019438	26019588	id-26484	4.5e-06	-	CAAGTAATTTCCGAAGAGAACGCCAGGTGCTACCA	Upstream_CTCF	1
chr13	26021674	26021824	id-26485	4.21e-05	+	GTTGTCTGCAACCTCTGGAGCACCAGAGGGCGTGT	V_CTCF_BR	10
chr13	26068964	26069114	id-26486	5.48e-05	-	GCTGCTAGCCAGCAGAGGGCCTCTAGGGAACTAGA	Upstream_CTCF	9
chr13	26084065	26084215	id-26487	4.38e-09	+	ACACTGCTATGCTGGCTGGCCAGTAGAGGGCACTG	V_CTCF_BR	40
chr13	26145504	26145654	id-26488	8.89e-06	-	GAAGCACTTGCTTTTCCTACCACCAGGGTTCTGAA	Upstream_CTCF	23
chr13	26148700	26148850	id-26489	8.16e-07	+	GAAACGTGAGAAGCTTCCACCAGAAGAGGGAGCTC	V_CTCF_BR	40
chr13	26155315	26155465	id-26490	2.47e-05	+	CCAGCAGGCACAGTGCGGGCAGCTGGAGGGAACCA	Upstream_CTCF	1
chr13	26233351	26233501	id-26491	3.42e-05	-	CCTAAAGTTCCAGACTTGGACAGCAGGTTGAAACC	Upstream_CTCF	3
chr13	26252595	26252745	id-26492	2.23e-06	+	CTGTGGCCCTGAGAGTGTGCCAGCAGGTGGGGTTC	UpstreamP1_CTCF	16
chr13	26299402	26299552	id-26493	1	+	NA	NONE	5
chr13	26331178	26331328	id-26494	3.86e-05	+	GAGACAATACACCTACTCTCCAGGAGATGGAGTGG	Upstream_CTCF	18
chr13	26403944	26404094	id-26495	1	+	NA	NONE	29
chr13	26426617	26426767	id-26496	1	+	NA	NONE	1
chr13	26451980	26452130	id-26497	1	+	NA	NONE	2
chr13	26460865	26461015	id-26498	1	+	NA	NONE	4
chr13	26554517	26554667	id-26499	7.78e-06	+	CCAGAATTTGATAAGAAGGCCTGTAGGGGGAGTGG	Upstream_CTCF	36
chr13	26559605	26559755	id-26500	5.13e-05	+	CTTGTTTAATTTGAACGTCCCGCTGGGGGGCAGTC	V_CTCF_BR	7
chr13	26611519	26611669	id-26501	7.16e-08	+	GCTGGTGTGTTAGGCTCTGCCAATAGGGGGCAGTA	Upstream_CTCF	38
chr13	26624215	26624365	id-26502	3.97e-05	+	CCGCTGCAGGGGAGAGGGGCCGCCGCGTGGAGAAG	UpstreamP1_CTCF	12
chr13	26624756	26624906	id-26503	1.56e-05	-	GCGGCTGCGACAATGACCGCCAGCAGGGCGCTGGC	Upstream_CTCF	8
chr13	26636353	26636503	id-26504	1	+	NA	NONE	4
chr13	26637098	26637248	id-26505	1.55e-05	-	TCTCAAGACCAACTTTTGGCCAGAAGATGGAGTGC	V_CTCF_BR	40
chr13	26648965	26649115	id-26506	7.73e-06	+	CCAGGAACACGGTGTGTCATCGGGAGAGGGCAGCA	V_CTCF_BR	27
chr13	26649798	26649948	id-26507	1.31e-05	-	TTTCCCAAGAAAACCAAGGACACTAGATGGAACCC	V_CTCF_BR	9
chr13	26669607	26669757	id-26508	5.01e-06	-	AAATGATTATAAGATTGCTCCTCCAGAGGGCACTG	V_CTCF_BR	15
chr13	26687100	26687250	id-26509	9.71e-06	-	GTTGCAAACACTGCTCTTACCAGGGGAGGGAGACA	Upstream_CTCF	37
chr13	26707027	26707177	id-26510	5.26e-07	+	TTTGCATTTCTAACAGTTCCCACAAGATGATGCTG	Upstream_CTCF	38
chr13	26708065	26708215	id-26511	5.28e-05	-	GACGCAATACCTCCTTTCCCCTGTTGGAGGTATGT	Upstream_CTCF	7
chr13	26714400	26714550	id-26512	1	+	NA	NONE	3
chr13	26758955	26759105	id-26513	3.8e-08	+	TGTCCTTAGCTGCCCTCCACCAGTAGAGGGCAGCC	V_CTCF_BR	40
chr13	26760362	26760512	id-26514	1.06e-05	+	TCTGGAGTGCCGTGTGGAGACGCCAGGGCGCGTGG	Upstream_CTCF	27
chr13	26760766	26760916	id-26515	1	+	NA	NONE	39
chr13	26772371	26772521	id-26516	1	+	NA	NONE	5
chr13	26796324	26796474	id-26517	5.13e-05	-	CTGCGGAGCGACTCCCCGCCGCCAAGTGGGCGGCG	V_CTCF_BR	23
chr13	26828883	26829033	id-26518	1	+	NA	NONE	19
chr13	26829989	26830139	id-26519	1	+	NA	NONE	38
chr13	26855077	26855227	id-26520	1.1e-06	-	TATTGTGGTTGGCCTCCAGCCAGAAGGTGGCAGTT	V_CTCF_BR	3
chr13	26951270	26951420	id-26521	3.24e-06	+	TGAGTGCTCCCTTTATCCCCCAACAGGGGGTGCAG	Upstream_CTCF	40
chr13	27019310	27019460	id-26522	2.19e-05	+	GCTGCACAGAACCTCATTTGCTGAAGGGGGCTCCA	Upstream_CTCF	10
chr13	27023255	27023405	id-26523	2.15e-05	-	AGGCGAAAGGGCTCTACAGTCAGTAGGTGGCAAGC	V_CTCF_BR	7
chr13	27056841	27056991	id-26524	2.88e-10	+	TTTGCAGTTTCCCCTCTGTCCACCAGGAGGCAAAC	Upstream_CTCF	40
chr13	27070850	27071000	id-26525	1.12e-09	-	GCTGCAGCTCTCTGTCTTCCCTCCAGAGGGCAGCA	Upstream_CTCF	40
chr13	27073461	27073611	id-26526	8.03e-07	-	CTTGCTGCACAGGCACCACCCGGGAGAGGGCAGGC	Upstream_CTCF	13
chr13	27077123	27077273	id-26527	6.8e-06	+	TTGCTATAACAGCTACTGCCTGCTAGGGGGTATGA	UpstreamP1_CTCF	28
chr13	27078459	27078609	id-26528	1	+	NA	NONE	2
chr13	27115927	27116077	id-26529	1.47e-05	+	CTCTTCGTTAAGCCTCCAACCAGGAGAGGTCTCAC	V_CTCF_BR	3
chr13	27165336	27165486	id-26530	1.47e-05	+	CACTGTGTGTGCTGAACGGCCACCAGAGGGTTTGA	V_CTCF_BR	10
chr13	27175964	27176114	id-26531	6.21e-05	+	TATCATCACTTCCTTTTTGCCAAGAGTGGGCTGAG	V_CTCF_BR	27
chr13	27180127	27180277	id-26532	2.27e-06	-	ACCAAGTACTGTTACTGCACCACCAGGTGCCGCCC	V_CTCF_BR	33
chr13	27202966	27203116	id-26533	3.63e-06	-	TACACTTATACATCAGAGGCCTCTAGATGGCAGTG	V_CTCF_BR	36
chr13	27203520	27203670	id-26534	2.27e-06	-	AGTGGAAAGGAAAATCTTCCCAGCAGGTGGAGCTG	V_CTCF_BR	36
chr13	27231146	27231296	id-26535	3.88e-06	+	ACAGAGGGTTGAATTACGACCAGAAGGGGGAACTT	V_CTCF_BR	36
chr13	27252991	27253141	id-26536	4.68e-05	+	CTGCTGTGCCTACTTCCTCCCGTGTGGTGTCGCCT	UpstreamP1_CTCF	6
chr13	27272934	27273084	id-26537	5.09e-10	-	AACGCACTTCATCATCTGGCCACCAGAGGGCGGTG	Upstream_CTCF	40
chr13	27280713	27280863	id-26538	9.49e-08	+	CAGCCCCTGTGTGACCCTGCCAGTAGGGGGCTCGG	V_CTCF_BR	17
chr13	27281962	27282112	id-26539	1.72e-06	+	AGAGAAGTTCAAAGGCTTTCCACTGGGTGTCAGTG	Upstream_CTCF	40
chr13	27293774	27293924	id-26540	5.63e-06	-	GAGCTGAGGCTCCAATTATCCAGCAGGTGGAGTCT	UpstreamP1_CTCF	37
chr13	27295503	27295653	id-26541	1.5e-05	+	TCTGCCCTGCCCCCTGTGGCCTCATGGCTGCATCC	Upstream_CTCF	2
chr13	27295869	27296019	id-26542	5.08e-05	+	GTGCAGGCCCGGGCAGCGACCTCTTGCTGTTCAGC	UpstreamP1_CTCF	3
chr13	27316753	27316903	id-26543	2.97e-06	+	ATGACACCCTGAGCCCTGCTCAGAAGGGGGCACCA	V_CTCF_BR	1
chr13	27333173	27333323	id-26544	1	+	NA	NONE	1
chr13	27447127	27447277	id-26545	7.8e-08	-	GAACACAGGCGTTGAGCCAACACCAGAGGGCGCCA	V_CTCF_BR	40
chr13	27504502	27504652	id-26546	1.26e-07	-	GAACGGTTACCACAGATCACCGCTAGAGGGCGCCC	V_CTCF_BR	40
chr13	27521193	27521343	id-26547	1.09e-06	+	TTGCTATTGGTACAAATAGCCACAAGATGACAGTG	UpstreamP1_CTCF	40
chr13	27536151	27536301	id-26548	1	+	NA	NONE	2
chr13	27546392	27546542	id-26549	5.13e-05	+	TGTGGAAAAGGAGGGCATGCCGGTAGAGGGAGTGC	V_CTCF_BR	39
chr13	27557592	27557742	id-26550	4.21e-05	-	ACCTTGACCCTCATTAGCAGCAGGAGGGGGCGAGA	V_CTCF_BR	4
chr13	27559536	27559686	id-26551	1.15e-07	+	CATGTAGCTACCAGTCTGGCCAGTAGATGTCAGGC	Upstream_CTCF	40
chr13	27580677	27580827	id-26552	7.73e-06	+	CGCGCCGCCTCCCGGGGCGGCACCAGCTGGAGAGG	V_CTCF_BR	13
chr13	27597708	27597858	id-26553	2.97e-06	-	AGGTGCTCTTTCAGGTAGGGCACCAGAGGGAGCTA	V_CTCF_BR	4
chr13	27700283	27700433	id-26554	1.73e-05	+	CCTGACTGGGAGACACCTCCCAGTAGGGGCCGACA	V_CTCF_BR	6
chr13	27743039	27743189	id-26555	1	+	NA	NONE	3
chr13	27744522	27744672	id-26556	1	+	NA	NONE	5
chr13	27744914	27745064	id-26557	7.15e-05	-	TCTCCCGTTTCCAGCCGTGTGTCCAGGTGGCAGTC	V_CTCF_BR	20
chr13	27745438	27745588	id-26558	5.68e-06	+	ACCCTCGCGCCGCCCTGGCCCACCAGGCGGCGCCC	V_CTCF_BR	31
chr13	27746186	27746336	id-26559	1.26e-07	-	TAGGACCGCAGGGACGCGGGCAGGAGGTGGCGCCC	V_CTCF_BR	27
chr13	27752179	27752329	id-26560	1.14e-06	+	GATCAGTGCCCTCACCTGCCCACTAGGCGGTTCTG	UpstreamP1_CTCF	27
chr13	27769646	27769796	id-26561	1	+	NA	NONE	11
chr13	27778152	27778302	id-26562	3.97e-07	-	AGGTGAAATACTTATGTTCCCAGCAGAGGGCACCC	V_CTCF_BR	40
chr13	27845185	27845335	id-26563	5.68e-06	-	GCGCCCTCTCTCCGCAGCGCCCCCAGTGGTCGCGG	V_CTCF_BR	40
chr13	27855684	27855834	id-26564	1.7e-05	-	TAAGCAAGAGGGAATTCTGCCAGCAGATGGCCTTT	Upstream_CTCF	17
chr13	27858387	27858537	id-26565	1.29e-05	-	GTGCTTTGATCTCAGGGCCAGGCTAGAGGGCACCA	UpstreamP1_CTCF	37
chr13	27859746	27859896	id-26566	3.97e-07	+	TGGGAGCAGAGTGGGTGGTCCACAAGGGGGCTCCA	V_CTCF_BR	8
chr13	27913047	27913197	id-26567	8.21e-06	+	CAATCCTCACTTCTAGCAACCGCCAGGGGTCTCTC	V_CTCF_BR	36
chr13	27913571	27913721	id-26568	1	+	NA	NONE	40
chr13	27928675	27928825	id-26569	1	+	NA	NONE	23
chr13	27933456	27933606	id-26570	5.51e-07	-	GACACCCGTGCGGGTGATGCCACGAGGTGGAGCTG	V_CTCF_BR	40
chr13	27936216	27936366	id-26571	7.33e-10	+	GGGTTAGGAACAGCGATGGCCAGCAGATGGCGCCA	V_CTCF_BR	40
chr13	27936743	27936893	id-26572	1	+	NA	NONE	31
chr13	27936968	27937118	id-26573	1	+	NA	NONE	1
chr13	27947209	27947359	id-26574	1	+	NA	NONE	19
chr13	27948885	27949035	id-26575	1.47e-05	+	TTCTTCACTCCCGTAATGAGCAGTAGGGGTCACTG	V_CTCF_BR	40
chr13	27949977	27950127	id-26576	1.38e-06	+	CAACCCCTACCACCTCTGTCCACCAGGGGGCTTCA	V_CTCF_BR	40
chr13	27954215	27954365	id-26577	4.73e-07	+	ACCGTTGTTCCCATCCCATCCCCAGGGGGGCGCCA	Upstream_CTCF	40
chr13	27957917	27958067	id-26578	5.92e-05	+	AGTCTGAGGAGAGCCTAGGCCGCCAGGTGGCCCAG	V_CTCF_BR	6
chr13	27979946	27980096	id-26579	3.91e-06	+	GATGCAATGATGGATGCTTCCAGGAGAGGCAACAT	Upstream_CTCF	12
chr13	27980536	27980686	id-26580	4.14e-06	+	CTGTGTGTCTTTTTTTCCACCACAAGATGGCTCTG	V_CTCF_BR	40
chr13	28000087	28000237	id-26581	3.88e-06	-	TGCCGGTGGCTATGTAAGACCGCAAGAGGGAGCTG	V_CTCF_BR	39
chr13	28024081	28024231	id-26582	1	+	NA	NONE	16
chr13	28024506	28024656	id-26583	3.29e-05	-	GGAGCGGTGCGCGGACCGGCATCGGGAGGGCGTGG	Upstream_CTCF	16
chr13	28033810	28033960	id-26584	1	+	NA	NONE	23
chr13	28050507	28050657	id-26585	1	+	NA	NONE	1
chr13	28051429	28051579	id-26586	6.37e-07	+	CAGCTGGCCCCGTCACCGGCCTCCAGGGGCAGTGC	UpstreamP1_CTCF	18
chr13	28056022	28056172	id-26587	4.01e-09	+	CTGCAGTTCCCGGTGGTTGCCACGTGGTGTCAGTG	UpstreamP1_CTCF	39
chr13	28062050	28062200	id-26588	1.34e-06	+	TCAGCAGAGCTGGAAATACCCAGCAGGGGAGGCAG	Upstream_CTCF	7
chr13	28107329	28107479	id-26589	3.71e-10	+	GGGCGGCCAGTCCATCGAGCCAGCAGAGGGCGCTG	V_CTCF_BR	40
chr13	28109817	28109967	id-26590	1	+	NA	NONE	7
chr13	28130315	28130465	id-26591	8.21e-06	-	GCCACCCCATGGCTGCCTTGCACGAGATGGCAGAA	V_CTCF_BR	22
chr13	28194186	28194336	id-26592	2.78e-06	-	AGTCGGCGCCCGGTGCCCGCCGCCTGCAGGCGCCC	V_CTCF_BR	38
chr13	28196698	28196848	id-26593	1	+	NA	NONE	32
chr13	28239605	28239755	id-26594	5.92e-05	+	TCCCTGGTACTCAGAGTTTACACTAGGTGGCATGC	V_CTCF_BR	31
chr13	28286679	28286829	id-26595	4.01e-05	-	ATAGCATAAACTCATTGGCCCTGGTGGGGGCGGTG	V_CTCF_BR	34
chr13	28302531	28302681	id-26596	3.63e-05	+	GTCACACAAGCCATGATCTCCAGTAGAGGGCTTGA	V_CTCF_BR	14
chr13	28345071	28345221	id-26597	1.99e-07	+	TTTGCTCAATGTCCCACAGCCAGTAGGTGGCAGAG	V_CTCF_BR	40
chr13	28357364	28357514	id-26598	1.64e-05	-	GAGCCTGAAGCTCAGGGCTCAGCCAGGTGGCAGCA	V_CTCF_BR	40
chr13	28371400	28371550	id-26599	9.71e-06	-	TTGGCAACAACTGGGATCGCCACAAGGAGGCTTGC	Upstream_CTCF	33
chr13	28400511	28400661	id-26600	1	+	NA	NONE	40
chr13	28400833	28400983	id-26601	1.03e-06	-	TAGCTATGGCGGCCACGCACAGGCAGGGGGCGCTG	UpstreamP1_CTCF	40
chr13	28404189	28404339	id-26602	2.46e-08	+	CGGAGCCTGGGGCGGACTAACAGCAGAGGGCGCCA	V_CTCF_BR	40
chr13	28414282	28414432	id-26603	9.27e-07	+	TTTCTGTTCCAGTGCTTTAGCTGCAGGGGGCAGTT	UpstreamP1_CTCF	10
chr13	28443391	28443541	id-26604	7.62e-07	+	AATGTAATACTAGAGAACGCTAGTAGGTGGCGCCA	Upstream_CTCF	40
chr13	28455946	28456096	id-26605	4.65e-05	+	GCAGCAGAGAGGGTCCTGACTGACAGAGGGAGCTA	V_CTCF_BR	1
chr13	28494944	28495094	id-26606	1	+	NA	NONE	7
chr13	28527762	28527912	id-26607	7.46e-06	-	CCGCTCCTTCTCTTCACAGCCATCAGAAGGCGCGG	UpstreamP1_CTCF	17
chr13	28528102	28528252	id-26608	1.18e-05	-	CTGTCTCGCCTGCGCGAGGCCCCCGGCAGGCGGCG	UpstreamP1_CTCF	40
chr13	28528555	28528705	id-26609	2.96e-05	-	GAGAGATTCGCGGCGTCTCCCGAGAGGTGGCGCGC	V_CTCF_BR	6
chr13	28534504	28534654	id-26610	4.31e-07	-	CGTCCAGTCGCCGGTTCAGGCGCCAGAGGGCGCGC	V_CTCF_BR	39
chr13	28542872	28543022	id-26611	1	+	NA	NONE	3
chr13	28551686	28551836	id-26612	5.74e-05	-	GCGGTGTTCTCGCTCTTGGGCACTAGGGGAGCAGA	UpstreamP1_CTCF	4
chr13	28558511	28558661	id-26613	4.65e-10	-	CTGCTATGATGATTATTGGCCAGTAGGTGGCAGTC	UpstreamP1_CTCF	40
chr13	28572160	28572310	id-26614	5.77e-08	-	GGCCTTTGTAGTAATCTTGCCAGCAGCTGGCGCCC	V_CTCF_BR	40
chr13	28633487	28633637	id-26615	4.68e-07	+	TTTCGGCAAGAGGACAAGGACAGCAGGGGGCAGCA	V_CTCF_BR	39
chr13	28712182	28712332	id-26616	3.29e-05	-	GAAGCCTGGCCGGCGTCGGGCCCCCGGGGGCATCC	Upstream_CTCF	27
chr13	28773374	28773524	id-26617	1	+	NA	NONE	13
chr13	28848199	28848349	id-26618	3.22e-05	+	CTGTTCTGGTTGATAGCAACATCTAGTGGGCAACA	UpstreamP1_CTCF	26
chr13	28887844	28887994	id-26619	1	+	NA	NONE	37
chr13	28898453	28898603	id-26620	4.68e-07	+	CAAAGCAAGAGTGATCCCTCCACTAGAGGGCACAG	V_CTCF_BR	40
chr13	28903840	28903990	id-26621	4.43e-05	-	GAGGGCAAGAATGCCGCCTCCGGCGGAAGGAGCCC	V_CTCF_BR	9
chr13	28949495	28949645	id-26622	5.67e-06	-	CCTACAACACTCATCTCAGCCAACAGAGGGAACCT	Upstream_CTCF	5
chr13	28950903	28951053	id-26623	6.05e-06	+	CAGTCCTTTAGGCGGGTGGCCTGAAGAGGGAGTAA	V_CTCF_BR	9
chr13	28990292	28990442	id-26624	1.59e-06	+	ATCATACAGCCAATGGATGCCAGTAGGTGGCAGAG	V_CTCF_BR	16
chr13	29057597	29057747	id-26625	1	+	NA	NONE	12
chr13	29068695	29068845	id-26626	6.21e-05	-	GCTACGGCGAGAACCTGGGACACTAGTTGCAGCGG	V_CTCF_BR	6
chr13	29069598	29069748	id-26627	2.31e-06	+	GCTGAAGCTCCGCCGCCTGGCCCTAGGGGCGGAAA	Upstream_CTCF	5
chr13	29091647	29091797	id-26628	4.01e-05	+	ACAGACTTCTCCATCGCAACCTCCAGGGGCAGAAG	Upstream_CTCF	10
chr13	29103142	29103292	id-26629	1	+	NA	NONE	18
chr13	29104929	29105079	id-26630	1	+	NA	NONE	24
chr13	29123113	29123263	id-26631	1.61e-05	+	CTGAAAAATCTAGCATTGGCCCCTGGGAGGCACTA	UpstreamP1_CTCF	28
chr13	29158947	29159097	id-26632	1	+	NA	NONE	7
chr13	29210965	29211115	id-26633	8.58e-08	-	CCTGCAGTTCTTGGAGCAGACAGTGGGTGGTGATA	Upstream_CTCF	40
chr13	29232341	29232491	id-26634	1.56e-05	-	ACGGCCTTATAGTCTGCTGCCACAGGATGGAGACA	Upstream_CTCF	29
chr13	29253081	29253231	id-26635	2.47e-07	-	CTGTATTCCTGGCTTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	27
chr13	29253872	29254022	id-26636	1.71e-06	+	AATAGATAACCCTTCCTGACCAGTAGAGGGTACTG	V_CTCF_BR	38
chr13	29257443	29257593	id-26637	1.1e-05	+	AAAGAAACCAGGAAGCAAAACAGCAGAGGGAGGCA	V_CTCF_BR	7
chr13	29290916	29291066	id-26638	6.51e-05	-	ATTAAAAGGAATTGAGTCACCTCCTGCTGGCTCTG	V_CTCF_BR	3
chr13	29292837	29292987	id-26639	1.24e-05	-	CCGAGGGCTGCCGGAGAACCCTGCAGGTGTCACTC	V_CTCF_BR	25
chr13	29327799	29327949	id-26640	2.67e-06	+	CCTGTAGTTTATAAGCCAGCCACATGCTGGCAGAA	Upstream_CTCF	28
chr13	29328915	29329065	id-26641	2.38e-07	+	TGGTGCTTCGAGTACGCCTCCACCAGTGGGCAGTG	V_CTCF_BR	27
chr13	29329525	29329675	id-26642	4.43e-05	-	TACTTTTACAAGGCTCTGGCCAGATGGGGGAGTGC	V_CTCF_BR	26
chr13	29370901	29371051	id-26643	5.41e-07	-	GAGCTAATTCCTGGTTTGCCCAGCAGAGGGCAACA	UpstreamP1_CTCF	40
chr13	29379466	29379616	id-26644	1.37e-11	+	CACTTCCCAGGCGGTGTGGCCACCAGAGGGCGCTC	V_CTCF_BR	40
chr13	29391447	29391597	id-26645	1.19e-06	-	TAGAGCTATGCCCTTTCTGCCTCTAGTGGGCAGTC	V_CTCF_BR	24
chr13	29393619	29393769	id-26646	1.55e-07	-	CCGCTGTTTTCCGCTCAGAACAGAAGAGGGAGCCG	UpstreamP1_CTCF	25
chr13	29393938	29394088	id-26647	1.15e-07	+	GGAGCGGGCGCAGGGGCCGTCGGCAGAGGGCGCTA	V_CTCF_BR	37
chr13	29527973	29528123	id-26648	4.34e-05	+	ATTTGAGTCCCAAAAACATACTGAAGGGGGCGTTA	Upstream_CTCF	9
chr13	29541211	29541361	id-26649	6.05e-06	+	AGTTCTTGCCACCTTAATTCCAGCAGGGGGAGGAG	V_CTCF_BR	2
chr13	29655292	29655442	id-26650	1.01e-05	+	TTTGACTTTCCCACAAGCACCAGAGGAGGGAGCAT	Upstream_CTCF	11
chr13	29680044	29680194	id-26651	1	+	NA	NONE	26
chr13	29834939	29835089	id-26652	1.55e-07	-	CAGCAACCCCGGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	17
chr13	29840537	29840687	id-26653	4.88e-05	-	AGCACCACTACTCTTTCCCCCAAGAGAGGGTGCCA	V_CTCF_BR	5
chr13	29858987	29859137	id-26654	1.83e-05	+	TGATGTCTGAATGGACTTCCCAGTAGAGGGAGATA	V_CTCF_BR	12
chr13	29893699	29893849	id-26655	1.38e-06	-	GCGGCCTGATGCACCAGGGCCTGGAGGGGGCGTAC	V_CTCF_BR	3
chr13	29937252	29937402	id-26656	4.5e-05	-	GGACTGTTTCATGGGAGAGCCACCAGGGGATGCTA	UpstreamP1_CTCF	40
chr13	29943372	29943522	id-26657	2.34e-06	-	TTTCATTTCTAGACAATGTCCTGTAGATGGTGCCA	UpstreamP1_CTCF	40
chr13	29953522	29953672	id-26658	7.17e-05	-	GGCTGTGTTCTCGCAGCGTCCTGTAGGTGGCCTTT	Upstream_CTCF	19
chr13	29971517	29971667	id-26659	3.56e-05	+	TAACCAGTACCACTTGGCTACTCCAGGGGGAGTCT	Upstream_CTCF	28
chr13	29992294	29992444	id-26660	4.7e-05	-	AATGTAATCTTTTTTCCAGCCTCTAGGGGACCTAT	Upstream_CTCF	31
chr13	30002499	30002649	id-26661	2.11e-06	+	GTGCGGAGGCGCATCCCCGCCAGGGGAGGGCTGGG	V_CTCF_BR	20
chr13	30029354	30029504	id-26662	1.64e-07	+	GCTGCACATATTCAGAGGGCCTGCAGGGGGCAGCT	Upstream_CTCF	40
chr13	30046590	30046740	id-26663	3.88e-06	+	GTTTGGACAAAGACATTTGCCACCAGGGGGCATTT	V_CTCF_BR	40
chr13	30061156	30061306	id-26664	3.03e-05	+	ACTGCTAGACGTGTTCCTGCAGCTGGGAGGCAGCA	Upstream_CTCF	17
chr13	30070294	30070444	id-26665	7.73e-06	+	CATGCCTGTATTCCTTCAGCCTGCAGGTGGAGAGC	V_CTCF_BR	5
chr13	30074062	30074212	id-26666	1	+	NA	NONE	1
chr13	30082380	30082530	id-26667	5.05e-10	+	GTGCGGCACCAAGCAGTAGCCACTAGGTGGCAGTG	UpstreamP1_CTCF	40
chr13	30091241	30091391	id-26668	2.29e-05	-	GTGCCGTGGTCACGGGCGTCATCTGGAGGCAGCCC	UpstreamP1_CTCF	0
chr13	30096393	30096543	id-26669	1	+	NA	NONE	9
chr13	30097785	30097935	id-26670	8.97e-05	+	CCTGCAACAGTGTTCTCGGCCTGAATGTGGTGATG	Upstream_CTCF	8
chr13	30117445	30117595	id-26671	5.37e-06	+	ATGTGACTGCTCAAGTCTGGCACAAGGGGGCCCAA	UpstreamP1_CTCF	25
chr13	30128339	30128489	id-26672	1.48e-06	+	CTGGTATTGACCAGCAAGGCCAGCAGGGGCAGAAA	Upstream_CTCF	3
chr13	30139075	30139225	id-26673	7.49e-05	+	CTACACAAAGAGATAAATGCAGCCAGGGGGAGCTG	V_CTCF_BR	25
chr13	30164220	30164370	id-26674	2.83e-07	-	CAGGGGTGGTGGGCGACACCCACCTGGGGGCAGCA	V_CTCF_BR	30
chr13	30170085	30170235	id-26675	1	+	NA	NONE	27
chr13	30251141	30251291	id-26676	1	+	NA	NONE	5
chr13	30253527	30253677	id-26677	5.92e-05	-	AGGCCATCTAATCAGCGTTCCACCGGGAGGCGGCT	V_CTCF_BR	3
chr13	30267905	30268055	id-26678	4.01e-05	-	GTTGCCCAAGATGTCCTAGCCGCCAAGTGGCAGCG	V_CTCF_BR	4
chr13	30277115	30277265	id-26679	1	+	NA	NONE	5
chr13	30278967	30279117	id-26680	1	+	NA	NONE	8
chr13	30282152	30282302	id-26681	2.34e-06	-	GGGCATTTGGTCTGGGTCACCAACAGAGGGTGCTA	UpstreamP1_CTCF	40
chr13	30288090	30288240	id-26682	3.47e-09	-	CTGCAATTCCAGATCTTCCCCACTAGAGTGCAGCA	UpstreamP1_CTCF	40
chr13	30304484	30304634	id-26683	1	+	NA	NONE	29
chr13	30336089	30336239	id-26684	6.49e-06	+	AACGTCCTACTTCCCTAAGCCACAAGGTGGGGGAA	Upstream_CTCF	14
chr13	30345436	30345586	id-26685	1	+	NA	NONE	35
chr13	30376218	30376368	id-26686	6.49e-06	-	TTGAAGTTTAAGCTGTGATCCAGTAGATGGTGCTT	UpstreamP1_CTCF	11
chr13	30419689	30419839	id-26687	4.41e-06	+	TATTTTAGTAATTTCCTGTCCACAAGAGGGCTCCA	V_CTCF_BR	32
chr13	30495459	30495609	id-26688	3.09e-07	+	CAGGAATCTCCTCCTCCTGCCACCAGTGGGTGGCC	V_CTCF_BR	13
chr13	30498428	30498578	id-26689	2.89e-09	-	GAGGAGCAGGACAGGGTGCCCAGCAGGGGGCGCTG	V_CTCF_BR	40
chr13	30512149	30512299	id-26690	2.15e-05	+	CATGCAAACAGTCAGCTCTCAGCCAGATGGCACCA	V_CTCF_BR	7
chr13	30538692	30538842	id-26691	1.04e-06	+	CATGCAGAAGAGGTTCAGCACACCAGAGGGCAGCC	Upstream_CTCF	3
chr13	30551479	30551629	id-26692	3.63e-06	+	AATGAGACTCTGGGACCAGCCAGTAGATGGAACAT	V_CTCF_BR	11
chr13	30567456	30567606	id-26693	3.63e-05	+	TTCTGGGTGGGCAAGGCCGCCAGCAGGGGATGCTC	V_CTCF_BR	17
chr13	30592185	30592335	id-26694	4.17e-05	-	GATGCTGTGAGATTCCCCACCCCTGGTGGCCAGCC	Upstream_CTCF	19
chr13	30613270	30613420	id-26695	1	+	NA	NONE	21
chr13	30621458	30621608	id-26696	9.81e-06	+	GAAAATCCAGCTTTGGCTGACACCAGAGGTCTCCC	V_CTCF_BR	1
chr13	30626521	30626671	id-26697	7.02e-05	-	ACGCAGGGTGGGGCGGGGGGCAGCAGTGAGCAAGG	UpstreamP1_CTCF	7
chr13	30679706	30679856	id-26698	6.98e-07	-	ACTCTACCTCATGGCTTGTCCAGAAGAGGGCAGGG	V_CTCF_BR	16
chr13	30686084	30686234	id-26699	1.37e-08	+	CCAGAAGGACCCACCACTGCCAGCAGGGGGAGAAC	Upstream_CTCF	39
chr13	30687198	30687348	id-26700	1.02e-07	-	GTGTAGTACCTAAGGGCGGACGCTAGATGACGCCC	UpstreamP1_CTCF	40
chr13	30689236	30689386	id-26701	3.06e-08	-	AGCGCTGGGGAACCGGTGTCCGCCAGGGGGAGCCG	V_CTCF_BR	40
chr13	30705668	30705818	id-26702	6.23e-05	-	GTCCATGTGCCTAGCATGGCCACAAGGGGTGCAAG	UpstreamP1_CTCF	33
chr13	30706791	30706941	id-26703	3.33e-09	+	GTGACACTATCGGCTGCGGCCAGCAGGGGGCGGCT	V_CTCF_BR	40
chr13	30733014	30733164	id-26704	3.63e-06	-	CACACTGCCATATTTCTTACCAGGAGATGGCTCTC	V_CTCF_BR	36
chr13	30740065	30740215	id-26705	1.1e-05	+	TGGGAGAGCAGAGGGCCAGTCACCAGGAGGAGCAA	V_CTCF_BR	15
chr13	30770264	30770414	id-26706	1.28e-06	-	GCCATGCCTGGTTTCCTGGCCACCTGGGGGCTCAT	V_CTCF_BR	6
chr13	30790354	30790504	id-26707	4.31e-07	+	AAGGGAAAGGTGGTGACCCCCAGCAGAGGGCAGGA	V_CTCF_BR	8
chr13	30829950	30830100	id-26708	7.15e-05	+	AAAAGTTAATTATTAATCACCAATAGAGGGCAACA	V_CTCF_BR	11
chr13	30830992	30831142	id-26709	1	+	NA	NONE	25
chr13	30909332	30909482	id-26710	3.6e-07	-	GTTGTAATTTGTGGTTTTACCACAAGGGGGCATGT	Upstream_CTCF	39
chr13	30915003	30915153	id-26711	1	+	NA	NONE	3
chr13	30929602	30929752	id-26712	1	+	NA	NONE	31
chr13	30982526	30982676	id-26713	9.88e-07	+	CCCGCATTGCCGCATGCCACCGGCAGGTGTCTCTT	Upstream_CTCF	38
chr13	31020003	31020153	id-26714	1	+	NA	NONE	29
chr13	31028095	31028245	id-26715	4.96e-08	+	GCAGCATTATTCACAATAGCCACAAGGTGGAAACA	Upstream_CTCF	36
chr13	31035922	31036072	id-26716	3.81e-05	-	GTAGAGTGCTTTTTTGCATTCAGAAGGTGGCAGTG	V_CTCF_BR	31
chr13	31101099	31101249	id-26717	7.15e-05	+	GCTCCTTGGCCAGGAGGAGCCCGGAGGGGCCGAGC	V_CTCF_BR	5
chr13	31125454	31125604	id-26718	1.04e-05	-	AAGTGAAGACAGCTTTGAAACTGCAGAGGGCAGAA	V_CTCF_BR	39
chr13	31147275	31147425	id-26719	1	+	NA	NONE	32
chr13	31155804	31155954	id-26720	1.1e-05	-	GCAGAAAATTCTGACTTTGCCTGCAGGTGTCTCCC	V_CTCF_BR	40
chr13	31191068	31191218	id-26721	1	+	NA	NONE	16
chr13	31191809	31191959	id-26722	1.04e-06	-	GACGCAGTTGCGACTGCGGCGACGAGGAGGGGCGG	Upstream_CTCF	31
chr13	31248367	31248517	id-26723	3.09e-05	+	ACGAAGCGCGCCCCTCGTGGCGGCAGCGGCCAGTG	UpstreamP1_CTCF	40
chr13	31250927	31251077	id-26724	1	+	NA	NONE	37
chr13	31254010	31254160	id-26725	3.84e-06	+	CAGCAGTTTCCCTAAATTACAGATAGAGGGAGGTA	UpstreamP1_CTCF	40
chr13	31276264	31276414	id-26726	8.46e-07	+	CCAGTCCTCTCCAGAACGGCCACCTGGTGGTGGGC	Upstream_CTCF	21
chr13	31317683	31317833	id-26727	1	+	NA	NONE	12
chr13	31326395	31326545	id-26728	5.92e-05	-	CACAGCAGCTCTCAGCCAGCCACCAGGGAGCAAGC	V_CTCF_BR	12
chr13	31363075	31363225	id-26729	1.24e-05	+	CGGACCTACAGGCCCCAGGACGCTGGGTGGCAGCA	V_CTCF_BR	1
chr13	31366769	31366919	id-26730	5.12e-06	-	CGGCCAGCCAAGCCCATGGCCAGCAGGAGGACCTC	UpstreamP1_CTCF	35
chr13	31370449	31370599	id-26731	2.01e-05	+	GATGTGGTTTAGCGTCTGACCTAGTGGTGGCACCC	Upstream_CTCF	29
chr13	31377130	31377280	id-26732	1.96e-07	-	GTGGACGTCCTGAGAGCTGCCACTAGATGGCGCGT	UpstreamP1_CTCF	40
chr13	31378703	31378853	id-26733	1.64e-06	+	AGTGCTATGTCAGGCCCTGCAGGCAGGTGGCCGGC	Upstream_CTCF	36
chr13	31382756	31382906	id-26734	4.88e-05	+	TCTCCAAACGTGCCTTTTGCCACTAGATGGGACTG	Upstream_CTCF	20
chr13	31407234	31407384	id-26735	3.81e-05	-	GAAAAACACCCGCCCAGGGCCACCTAGGGGCACCC	V_CTCF_BR	14
chr13	31431266	31431416	id-26736	8.13e-06	+	CCTGCTGTCCACTGCCAGGCCATGTGGAGGAGCTC	Upstream_CTCF	22
chr13	31436892	31437042	id-26737	1.34e-06	-	CAAGCTATACTCAGAGCCTCCCGTTGGGGGAGGCC	Upstream_CTCF	5
chr13	31439596	31439746	id-26738	3.12e-08	-	CTGTTATGCTTCAGAAGCGCCACTGGGTGGCAGTG	UpstreamP1_CTCF	40
chr13	31454972	31455122	id-26739	1	+	NA	NONE	6
chr13	31467220	31467370	id-26740	2.58e-05	-	GCGGCCTTTGCCGGAGTGGCCAGAGGGGGCGCTGG	Upstream_CTCF	40
chr13	31470062	31470212	id-26741	8.21e-05	-	GGCAATGCCTGGCTGACAACAGCCAGAGGGAGAGG	V_CTCF_BR	11
chr13	31472889	31473039	id-26742	1.08e-05	-	TTGCAGCAGCTGGGACCATCCGGTACATGGAGCGT	UpstreamP1_CTCF	12
chr13	31479620	31479770	id-26743	1.47e-05	-	TCCCTTCTCCCCTGCCTCCCCAGTAGGTGGTGATC	V_CTCF_BR	7
chr13	31506764	31506914	id-26744	6.51e-07	-	CAGGCTGTTCCATTCTGCCCCAGGAGGCGGCCGCG	Upstream_CTCF	15
chr13	31508619	31508769	id-26745	3.66e-06	-	GACCACTTCTCCCCTAGGGCCTGTAGAGGGAGTGC	UpstreamP1_CTCF	31
chr13	31552021	31552171	id-26746	1	+	NA	NONE	30
chr13	31553602	31553752	id-26747	8.61e-08	+	TGGGCTGCTGTAGCCTCACCCAGTAGGGGGCGCTC	V_CTCF_BR	39
chr13	31560096	31560246	id-26748	1	+	NA	NONE	8
chr13	31586896	31587046	id-26749	4.14e-06	-	ACAAAAATTGCCCTACCTCCCAGGAGGGGGCTCCC	V_CTCF_BR	39
chr13	31618080	31618230	id-26750	3.81e-05	-	CAGATCATCCCCGCTCCCACCACGTGGGGGCCCTG	UpstreamP1_CTCF	38
chr13	31618636	31618786	id-26751	1.82e-07	-	TGGCTCATGCACATCTGGTCCACTAGGGGGCAGTG	V_CTCF_BR	40
chr13	31622820	31622970	id-26752	7.84e-05	+	CCAGTGCCAGCATACCAAGACAATGGAGGGCGCTG	V_CTCF_BR	11
chr13	31624686	31624836	id-26753	5.93e-06	+	GGTGCAATACCATTGTGGACCTCCAGAGTTGGTGC	Upstream_CTCF	37
chr13	31626275	31626425	id-26754	6.8e-06	+	AAGAAGTCCCCCAGCTCACTCACCAGGAGGCGATG	UpstreamP1_CTCF	30
chr13	31630888	31631038	id-26755	8.02e-08	-	CTGCGTGGCTCCCAGATGGCCACCAGCTGGCCGGA	UpstreamP1_CTCF	22
chr13	31679660	31679810	id-26756	4.71e-06	-	GGTGTATAAAGGCCATGGGCCACCAGAGGGGGTTG	Upstream_CTCF	21
chr13	31736055	31736205	id-26757	2.1e-05	+	CGGCATTTACTCACCGGCGCCTCCACCGGCCCCTC	UpstreamP1_CTCF	37
chr13	31748305	31748455	id-26758	5.92e-05	+	TGTGAATTTATTCTCTTTGCCACCCAGGGGAGCCA	Upstream_CTCF	30
chr13	31750150	31750300	id-26759	6.43e-06	+	TCAGAGGGCTGCGCTGAGACCAGCAGAGGGTGAGC	V_CTCF_BR	10
chr13	31773984	31774134	id-26760	3.11e-10	+	GGGGTGCTCCCGCTCCCGGCCGCCAGAGGGCGCGG	V_CTCF_BR	40
chr13	31774386	31774536	id-26761	1.55e-08	-	CCCGGGTCCCACCTGGGCGCCGCGAGAGGGCGCTG	V_CTCF_BR	39
chr13	31774892	31775042	id-26762	1.73e-05	+	GGGCGCCCGCTGGGCCTCCGCGGGAGCTGGCGCGG	V_CTCF_BR	14
chr13	31808972	31809122	id-26763	6.34e-08	-	AATGCCATTCTCCCTAAGGCCACCAGGGGATGGTT	Upstream_CTCF	39
chr13	31810467	31810617	id-26764	1.55e-07	+	GAGTAGGGGACTTAGATTGCCACTAGGTGGCAACA	UpstreamP1_CTCF	39
chr13	31926672	31926822	id-26765	1.48e-06	+	GAGCAGCGCCAAAGGTGCACAGCCAGGCGGCGCCC	UpstreamP1_CTCF	5
chr13	31946716	31946866	id-26766	1.09e-06	-	GAAGTAGGGGCAAAAGAGACCAAGAGGGGGCACTG	Upstream_CTCF	1
chr13	31983969	31984119	id-26767	3.45e-05	-	GATTAAACCTCTTGATTCCCCACTAGGTGCCAGTA	V_CTCF_BR	34
chr13	31998383	31998533	id-26768	4.7e-08	-	AAGCGGCTGTGGATCACAGCCACTAGAGGGCAGGC	V_CTCF_BR	40
chr13	32005927	32006077	id-26769	9.58e-10	+	AGTGCAGCTGTCACTTTGGCCACTAGATGGCAGGC	Upstream_CTCF	40
chr13	32026794	32026944	id-26770	4.68e-07	+	TAAAAGGCCCCAGACCTGGCCACCAGGGGGATCTT	V_CTCF_BR	15
chr13	32051037	32051187	id-26771	2.31e-06	-	ACTGCAATACCCAAAGCTCCCAGTAGAAAAAAACA	Upstream_CTCF	20
chr13	32112317	32112467	id-26772	1.84e-07	+	GAAGCTGTTTGATATGTGTCCTCCAGAGGGCAGTC	Upstream_CTCF	38
chr13	32230097	32230247	id-26773	1.03e-06	+	AGGGAAATGTCCAGATGAACCAGAAGATGGCGCAG	V_CTCF_BR	30
chr13	32273885	32274035	id-26774	5.08e-05	-	TGGATCCAGACCCTTAAGACCACTAGGTGACACTG	UpstreamP1_CTCF	27
chr13	32305999	32306149	id-26775	1.03e-06	-	TCCAGACAGCAATGTCTAGCCAGCAGGTGGAAACA	V_CTCF_BR	11
chr13	32316358	32316508	id-26776	2.89e-09	-	AGGCATGCCTTGAGTCTGGCCACTAGGGGGCAGTC	V_CTCF_BR	40
chr13	32371422	32371572	id-26777	4.01e-05	-	TAACTACAAATACAGGAATCCAGCAGATGGCATCA	V_CTCF_BR	38
chr13	32399403	32399553	id-26778	1	+	NA	NONE	28
chr13	32484150	32484300	id-26779	3.8e-08	+	AAGGTGTGCTGCACGTGGGACACCAGAGGGCGCTA	V_CTCF_BR	40
chr13	32487694	32487844	id-26780	1.83e-05	+	AAGGACAAATAGAAACAGGCCAAGAGAGGGCAGAA	V_CTCF_BR	15
chr13	32521347	32521497	id-26781	2.11e-06	+	AAACTCAGCCTGGAGTGGGCCAGAAGGTGTCAGTG	V_CTCF_BR	19
chr13	32541423	32541573	id-26782	7.11e-06	-	ACTGTAATCCCCGTGGTGACCACTAGGAAAATAGA	Upstream_CTCF	25
chr13	32570838	32570988	id-26783	1.76e-05	-	TTGCTCTTTTCTAGTGAGGACACCTGCTGGCCCTT	UpstreamP1_CTCF	19
chr13	32575527	32575677	id-26784	3.09e-06	+	GGAGTTTTATTAATTGCTACCACTAGGTGTCACCT	Upstream_CTCF	40
chr13	32593869	32594019	id-26785	4.88e-05	-	TTGTGGTGCTGCTACATCCCCACCTAGTGGTAGAG	UpstreamP1_CTCF	40
chr13	32597997	32598147	id-26786	1.21e-06	+	CCAGCATTTTCTTAGTTCTCCTGTAGATGGCGAAT	Upstream_CTCF	33
chr13	32599011	32599161	id-26787	1.54e-05	+	GTCTACCTTACCTTGGTAGCCAGCAGAGGGGGTTG	UpstreamP1_CTCF	6
chr13	32605303	32605453	id-26788	1	+	NA	NONE	17
chr13	32738923	32739073	id-26789	1.56e-06	+	TTCCTGCTCTGTCATTTGACCACAAGAGGGAGCTT	UpstreamP1_CTCF	40
chr13	32775079	32775229	id-26790	3.56e-06	-	GAAGCACTACAGGATTTGCCCTGGGGAGGGGGGCC	Upstream_CTCF	7
chr13	32802517	32802667	id-26791	1.83e-05	+	CCTCCTTGACCTTCTTCTCCCACCAGGTGGCTTTG	V_CTCF_BR	18
chr13	32809293	32809443	id-26792	2.1e-05	+	AAGGAATGGAGAGTGACTGCCACAAGGAGGCCCTC	UpstreamP1_CTCF	10
chr13	32820646	32820796	id-26793	1.72e-06	+	AGTGTGGACTCCACCCTGTCCACCAGAGGGAGTCT	Upstream_CTCF	40
chr13	32833385	32833535	id-26794	1	+	NA	NONE	32
chr13	32842106	32842256	id-26795	9.14e-09	+	AGTGCAGTACCACACCTAGCCAGCAGAGTGCAGGT	Upstream_CTCF	40
chr13	32884379	32884529	id-26796	1	+	NA	NONE	40
chr13	32952290	32952440	id-26797	1	+	NA	NONE	11
chr13	32955831	32955981	id-26798	4.41e-06	+	GCCACTGTGTTGAGAATAGGCTGTAGGGGGCACAA	V_CTCF_BR	40
chr13	32989268	32989418	id-26799	2.33e-07	-	CAGCCTGGCCCTGCAGTGGCCACTAGGAGGCCCTC	UpstreamP1_CTCF	40
chr13	33017354	33017504	id-26800	1.84e-06	-	TGTAAGTTGGCTGGTCCTGACAGCAGGGGGCAATG	V_CTCF_BR	39
chr13	33041644	33041794	id-26801	3.42e-08	+	CGTGAGCCATCGTGCCTGGCCAACAGAGGGCACTA	V_CTCF_BR	39
chr13	33112852	33113002	id-26802	1.55e-05	+	TAACAAACCTCACCTCCGTACGCAAGATGGCGGTC	V_CTCF_BR	16
chr13	33113095	33113245	id-26803	2.53e-05	-	TTTCCTTCGGGGGTGAACGCCAGAGGAGGTCGCTG	V_CTCF_BR	34
chr13	33155444	33155594	id-26804	5.51e-07	-	AATTAGCTTTATTCAGCAGCCAGCAGATGGAGCTA	V_CTCF_BR	38
chr13	33160413	33160563	id-26805	3.42e-08	+	CGCGCTCGGGGCCGTCTGGTCGGCAGGGGGCGCTG	V_CTCF_BR	40
chr13	33161131	33161281	id-26806	1.72e-06	+	GCGGCTGTTTCCCGGGCGGCAGGCGGGCGGCGCGG	Upstream_CTCF	19
chr13	33213769	33213919	id-26807	5.51e-07	-	CAACTGCTACCTCTTGCAACCAGCAGATGGTGCCC	V_CTCF_BR	40
chr13	33222206	33222356	id-26808	8.46e-07	+	GCAGCCTTCTCAGCGGTTCCCTCTAGGGGGTGGGG	Upstream_CTCF	13
chr13	33224994	33225144	id-26809	3.63e-06	-	AAAGGTGACCATCCAGCATCCACTAGGTGGTGCTG	V_CTCF_BR	40
chr13	33243301	33243451	id-26810	3.4e-06	-	TATGAGTTTAAATAAATGGCCACCAGGAGGAGCTC	Upstream_CTCF	40
chr13	33364955	33365105	id-26811	8.33e-05	+	ACCGCAAGGTGACACTTCTCCACTAGTAGGAGTAT	Upstream_CTCF	34
chr13	33400498	33400648	id-26812	8.99e-05	+	CCACTGCCCTCCAGCCTGGGCGACAGAGGGAGACT	V_CTCF_BR	2
chr13	33404004	33404154	id-26813	5.7e-05	-	TGTGTCCTGCAGGGGAGGTGCTGGAGATGGAACTC	Upstream_CTCF	11
chr13	33485771	33485921	id-26814	3.11e-05	-	TGCTGATCCATCCTCACCAACACCAGGGGGTGTTG	V_CTCF_BR	40
chr13	33515610	33515760	id-26815	1	+	NA	NONE	4
chr13	33591857	33592007	id-26816	1.01e-05	-	GATGCAGTTCCCTGCCCTGCCGCAGAAGGGACCTC	Upstream_CTCF	32
chr13	33631756	33631906	id-26817	1.64e-06	-	TAGCAATTGCAGCCTTTCCCCACCAGGGAGCTTCC	UpstreamP1_CTCF	40
chr13	33643633	33643783	id-26818	6.82e-05	+	TCAAAATACAACATTTCAATCAACAGGGGGCAGTA	V_CTCF_BR	32
chr13	33665434	33665584	id-26819	1	+	NA	NONE	4
chr13	33684056	33684206	id-26820	1.47e-05	+	CACTGCACAAAGTCCTCGTCCCACAGGTGGCGCTC	V_CTCF_BR	39
chr13	33701486	33701636	id-26821	1	+	NA	NONE	14
chr13	33727639	33727789	id-26822	7.15e-05	-	TACATCTGTAGGCAGAGGGCCGCTGGGTGTCTCTC	V_CTCF_BR	14
chr13	33729924	33730074	id-26823	1.18e-05	-	CTGTTGTAACCATTCCTTTCCACTAGGAAGTGGGT	UpstreamP1_CTCF	17
chr13	33802810	33802960	id-26824	2.83e-10	+	CTGCAGTTCCACTACATGTCCACTAGAGGCCTGTG	UpstreamP1_CTCF	40
chr13	33809194	33809344	id-26825	1	+	NA	NONE	9
chr13	33836435	33836585	id-26826	4.88e-05	+	GTTACTCTCCAGCCACCAGCCAGTGGGGGGACCTC	Upstream_CTCF	4
chr13	33837295	33837445	id-26827	1.3e-07	+	CAGCATCACTGGCCTCTGCCCACTAGATGCCAGCA	UpstreamP1_CTCF	35
chr13	33847133	33847283	id-26828	1	+	NA	NONE	2
chr13	33859972	33860122	id-26829	1	+	NA	NONE	37
chr13	33886397	33886547	id-26830	7.44e-05	-	CTTGAAAGACTATCTTCCCCAGCTAGGTGGCATCT	Upstream_CTCF	35
chr13	33923577	33923727	id-26831	1	+	NA	NONE	13
chr13	33925587	33925737	id-26832	1	+	NA	NONE	19
chr13	33947892	33948042	id-26833	2.39e-05	-	TTGCCATTCTACATTCCTGCCAGCAGTGTGAAGAT	UpstreamP1_CTCF	23
chr13	33962431	33962581	id-26834	2.96e-05	+	TTGTGCTTGCCTTTATCCACCAGCAGAGGCATAAT	UpstreamP1_CTCF	31
chr13	34015257	34015407	id-26835	1	+	NA	NONE	36
chr13	34040510	34040660	id-26836	6.05e-06	-	GGATTTACCTCAAAATAAGCCAGTAGGGGGCTGAG	V_CTCF_BR	23
chr13	34062109	34062259	id-26837	1.19e-06	-	AGAGACACACAAACAAGAACCAGGAGAGGGCAGTA	V_CTCF_BR	38
chr13	34064638	34064788	id-26838	7.23e-07	+	AGAGGAGTTTTGCCTCCGGCCGCTGGGTGGCCCAA	Upstream_CTCF	6
chr13	34084048	34084198	id-26839	1	+	NA	NONE	2
chr13	34088634	34088784	id-26840	1.08e-05	+	CTGTTGAGGGCAGTGTTTAACAGTAGGTGCCACAA	UpstreamP1_CTCF	12
chr13	34094691	34094841	id-26841	1	+	NA	NONE	3
chr13	34116894	34117044	id-26842	3.8e-08	-	GCGGGTGGCGGGAGACTCGGCACCAGATGGCGCTG	V_CTCF_BR	40
chr13	34180850	34181000	id-26843	5.48e-05	+	GGTGTTATTGGGCTGAAATCCAGGCGATGGCAGAG	Upstream_CTCF	19
chr13	34184709	34184859	id-26844	6.43e-06	+	TGCAGAGGTCAGCCTGGGGCCACCAGGAGGAGTTA	V_CTCF_BR	8
chr13	34185282	34185432	id-26845	1.34e-06	-	TCAGCACTGGGGGAGCCTGCCAGCAGCTGGCCCTG	Upstream_CTCF	5
chr13	34252348	34252498	id-26846	8.03e-07	+	AGTGCACTTCCCTGGGTGGGCGCTAAGGGGAGATG	Upstream_CTCF	8
chr13	34266742	34266892	id-26847	2.97e-06	+	TTTTACCATGCAGATGAAGCCTCCAGGTGGCAGGC	V_CTCF_BR	7
chr13	34285194	34285344	id-26848	1	+	NA	NONE	8
chr13	34298060	34298210	id-26849	1.69e-05	-	GTGCTGTTGTATTTATCCTAAACCAGCTGCCAGCC	UpstreamP1_CTCF	39
chr13	34314278	34314428	id-26850	1	+	NA	NONE	1
chr13	34336058	34336208	id-26851	1	+	NA	NONE	30
chr13	34374471	34374621	id-26852	1	+	NA	NONE	38
chr13	34441716	34441866	id-26853	5.21e-08	-	GCAGCCCTGGTGGGTCTGGCCTGTAGGGGGCAGCT	V_CTCF_BR	30
chr13	34449116	34449266	id-26854	1.21e-05	+	CCCGGCGTCTTCCAAAAGGCCACAAGATGGGGATG	Upstream_CTCF	30
chr13	34505668	34505818	id-26855	3.4e-06	+	CAACAAAGATATAATGTTACCTCCAGGGGGTGCCA	V_CTCF_BR	39
chr13	34575229	34575379	id-26856	1	+	NA	NONE	9
chr13	34651370	34651520	id-26857	8.21e-06	-	AGTTATTGCTTCTTTGCTACCACTAGATGGTACTA	V_CTCF_BR	39
chr13	34717890	34718040	id-26858	6.48e-05	-	CTGTTGTAACAAAGTACCTCCAGCAGGGCAGCTTG	UpstreamP1_CTCF	16
chr13	34723798	34723948	id-26859	1	+	NA	NONE	2
chr13	34728152	34728302	id-26860	5.28e-05	-	GCACTTGTTTCAGAATTGGCCGGTGGGGGGAGTTT	Upstream_CTCF	5
chr13	34738766	34738916	id-26861	1	+	NA	NONE	6
chr13	34922408	34922558	id-26862	1	+	NA	NONE	3
chr13	34932005	34932155	id-26863	1.59e-06	+	ACTCCTGAGTTCAGGGAAGCCTGCAGAGGGCTCTG	V_CTCF_BR	10
chr13	34995578	34995728	id-26864	5.86e-07	+	TCTGCCCTCCCTTTTTCTACCAGAAGGGGCAGGAT	Upstream_CTCF	35
chr13	35041103	35041253	id-26865	1	+	NA	NONE	8
chr13	35353393	35353543	id-26866	6.21e-05	-	GAAGCCATGAAAGGACAGACAGGAAGGTGGCGCTC	V_CTCF_BR	24
chr13	35407767	35407917	id-26867	2.62e-07	+	TAGCTGTCCCTCTCCCCGACCTGCTGGGGGCAGCC	UpstreamP1_CTCF	23
chr13	35516354	35516504	id-26868	1.15e-07	+	GGCGCAGTGGCTGCTACCGCAGGCAGGGGGCGGCA	Upstream_CTCF	28
chr13	35517382	35517532	id-26869	2.91e-05	-	TGGGCACTGCGCTCAGGTGGCAGGAGAGGACCAGA	Upstream_CTCF	7
chr13	35567732	35567882	id-26870	1.32e-05	-	TCGGCACTACTCTATGTTGTAACCAGGGGTCATAC	Upstream_CTCF	3
chr13	35731412	35731562	id-26871	1.48e-06	-	CTGTCAAAATCTAAGATGCCCACAAGATGGCACCA	V_CTCF_BR	40
chr13	35738590	35738740	id-26872	1.15e-07	-	ATGTATTTATAAAATATAACCACTAGATGGAGGCA	UpstreamP1_CTCF	40
chr13	35764619	35764769	id-26873	1	+	NA	NONE	3
chr13	35784526	35784676	id-26874	1	+	NA	NONE	12
chr13	36049481	36049631	id-26875	8.23e-05	-	CTGCAGTTCGCGGAGGCAGAGAACAGACTGCAGAT	UpstreamP1_CTCF	7
chr13	36179006	36179156	id-26876	1	+	NA	NONE	3
chr13	36204927	36205077	id-26877	8.58e-06	+	AGCCTCTATCTCCTTGTGACCACTAGGGGGCCATT	UpstreamP1_CTCF	40
chr13	36252105	36252255	id-26878	7.15e-05	-	GGAGGCGAAGGTTGCAGTGATCCCAGATGGCGCCA	V_CTCF_BR	7
chr13	36287531	36287681	id-26879	6.51e-05	-	CAATTTGAATATCCTTTCACCAGTAGATGGATGTT	V_CTCF_BR	7
chr13	36292349	36292499	id-26880	2e-06	+	GGTGCTGGTTCCTTCACAACCACGTGGTGGAGACA	Upstream_CTCF	16
chr13	36295190	36295340	id-26881	3.64e-11	-	CTGCAGTTTGGTGAGAAGACCACCAGAGGGCACCC	UpstreamP1_CTCF	40
chr13	36321874	36322024	id-26882	9.81e-06	-	CTGGAGACATAGGAAGGGCCCAGGAGAGGGCATTG	V_CTCF_BR	2
chr13	36346316	36346466	id-26883	1	+	NA	NONE	12
chr13	36363576	36363726	id-26884	8.46e-07	-	CCTGTTATATGACACTTTGCCTGTAGATGGCAATA	Upstream_CTCF	38
chr13	36392818	36392968	id-26885	2.25e-08	-	CTTCAGTTTACACAAGTCACCACTAGATGGCAAGC	UpstreamP1_CTCF	40
chr13	36400886	36401036	id-26886	2.32e-08	-	TCTGCATCAGCTGTGAGCACCGCCAGGGGGCGCCT	Upstream_CTCF	35
chr13	36415526	36415676	id-26887	1	+	NA	NONE	4
chr13	36429545	36429695	id-26888	3.73e-06	+	GGTGCAAAATAAATGCTTTCCACAAGGGAGAGCAG	Upstream_CTCF	10
chr13	36453362	36453512	id-26889	8.71e-06	+	CCAGAACACCCAGCTCAGTGCTCCAGATGGCGCCC	V_CTCF_BR	1
chr13	36484381	36484531	id-26890	7.62e-07	-	TATGCACTTTCATTCATCTCCTGTAGAGGCAGATC	Upstream_CTCF	10
chr13	36527928	36528078	id-26891	1	+	NA	NONE	39
chr13	36536110	36536260	id-26892	1	+	NA	NONE	27
chr13	36552767	36552917	id-26893	1.64e-07	+	CATGTAATATCACAATTCGCCACTTGGTGTCACTA	Upstream_CTCF	38
chr13	36558551	36558701	id-26894	1.43e-05	+	GGAGCAATTCATCTCCTCTCCAGGATGGGGCTGTT	Upstream_CTCF	13
chr13	36564444	36564594	id-26895	3.56e-06	+	TTTGAAGCACATCCTTTCTCCCAGAGGGGGCGCTC	Upstream_CTCF	22
chr13	36660344	36660494	id-26896	1.39e-05	-	CCCTGGTGGTACAGAGCAGACTCCAGAGGGCTGGT	V_CTCF_BR	17
chr13	36662336	36662486	id-26897	7.82e-06	-	CCTCAGTGCCTCCTCTTCAGCTGCAGAGGGAGTTT	UpstreamP1_CTCF	7
chr13	36668732	36668882	id-26898	2.53e-05	-	CCGGCTGATAGCTCTGGAGCCACTAGGGGGTTTAG	V_CTCF_BR	6
chr13	36681964	36682114	id-26899	1	+	NA	NONE	10
chr13	36689502	36689652	id-26900	1	+	NA	NONE	1
chr13	36708206	36708356	id-26901	8.13e-06	+	GATACACTTCCTGTTTTTCCCTCTAGGAGGAAGAA	Upstream_CTCF	21
chr13	36781960	36782110	id-26902	1	+	NA	NONE	12
chr13	36788631	36788781	id-26903	2.78e-06	+	TGGGTCCTGGGGCAGCCTCCCAGCAGGAGGAGCTC	V_CTCF_BR	1
chr13	36800855	36801005	id-26904	1.71e-06	+	CAACAATAGACACTGGGGACCACTAGAGGGTGGAG	V_CTCF_BR	7
chr13	36849434	36849584	id-26905	1.01e-05	-	AATCTAGTAACAGTGCTGTCCACAAGGGGGCATTT	Upstream_CTCF	39
chr13	36857094	36857244	id-26906	1.21e-06	+	TAGCAACTATTTCTAAATGCCACAAGAGGGCGATA	UpstreamP1_CTCF	40
chr13	36920905	36921055	id-26907	1.32e-08	+	GGGCAGTGAGCGCTTGTAGCCGCTAGAGGGAGCGC	UpstreamP1_CTCF	40
chr13	36969544	36969694	id-26908	2.43e-06	-	GCTGAAGTCAAGCAAATTATCACTAGAGGGCAATA	Upstream_CTCF	36
chr13	36994619	36994769	id-26909	1.96e-08	+	TGGTAGGGGAAAGATATGACCACCAGGTGGCAGCA	V_CTCF_BR	40
chr13	37021537	37021687	id-26910	5.28e-05	+	CCTGCAATATCAAGTATTACCTGTAGGACAGGGAC	Upstream_CTCF	11
chr13	37027771	37027921	id-26911	1	+	NA	NONE	37
chr13	37049711	37049861	id-26912	2.01e-05	-	GGCTACTGCAGCACTTTGAGCACTAGGGGTTGCCC	UpstreamP1_CTCF	31
chr13	37083623	37083773	id-26913	1.09e-06	+	GGTGCCATTTGAACAGAGGACTGAAGGGGGCGAGG	Upstream_CTCF	21
chr13	37101159	37101309	id-26914	1.19e-06	+	GAGTGCCTGCAGGCAGGTGCCAGGAGGTGGCATCC	V_CTCF_BR	5
chr13	37209789	37209939	id-26915	4.14e-05	+	AAGGAGTTACCACCCTTGGCCTGAAGGGGAGGTAA	UpstreamP1_CTCF	5
chr13	37310386	37310536	id-26916	3.88e-06	-	TCATGTTAATATGTGGTCACCACCAGGGGGCGAAT	V_CTCF_BR	40
chr13	37339180	37339330	id-26917	6.05e-06	-	GAGAATTCTTCCCTAAGAGCCTGCAGAGGGAGCAT	V_CTCF_BR	15
chr13	37389301	37389451	id-26918	2.81e-06	+	AGGGTAATACCAAAGTTGAAGGGCAGAGGGCAGAA	Upstream_CTCF	36
chr13	37392255	37392405	id-26919	1	+	NA	NONE	11
chr13	37393245	37393395	id-26920	7.17e-05	-	CCTGCGCGTCAGCGTGTGTACGCCCGCGGGCTGTC	Upstream_CTCF	19
chr13	37414982	37415132	id-26921	1	+	NA	NONE	7
chr13	37415658	37415808	id-26922	1.59e-06	-	TTTAGAAAGCTTTGGGTAAGCACCAGAGGGCACTC	V_CTCF_BR	24
chr13	37422837	37422987	id-26923	1.04e-05	+	CATGAAGATGAATCTCAATCCAGCAGGGGGTGCTG	V_CTCF_BR	35
chr13	37425049	37425199	id-26924	5.55e-07	+	ACAGCTGTACTGGATCCCTCCAGGTGGGGGCGACT	Upstream_CTCF	38
chr13	37432453	37432603	id-26925	4.14e-06	+	TAATTATTACAATCCTTTCCCAGCAGATGGCAGTA	V_CTCF_BR	39
chr13	37446888	37447038	id-26926	3.71e-05	+	GAGGCGCTGCGGAACTTGGCCAGGAGGCTGAGCTG	Upstream_CTCF	1
chr13	37555409	37555559	id-26927	5.08e-05	-	CTATAATTACGTGACTGTCTCACTAGATGGCAGTC	UpstreamP1_CTCF	37
chr13	37566594	37566744	id-26928	1	+	NA	NONE	5
chr13	37573473	37573623	id-26929	1.28e-06	-	TCGCCACGCGGGGGCGCTGCGGCCAGCGGGCGCGA	V_CTCF_BR	40
chr13	37575074	37575224	id-26930	1	+	NA	NONE	21
chr13	37624084	37624234	id-26931	1	+	NA	NONE	26
chr13	37643258	37643408	id-26932	2.81e-05	-	CTGACTATTCCATTTGGTGCCACAAGATGTCACTT	V_CTCF_BR	34
chr13	37648961	37649111	id-26933	1.17e-05	+	TTTAATTAATTCAGTTTAGCCACTAGAGGTCAGGG	V_CTCF_BR	32
chr13	37683353	37683503	id-26934	1	+	NA	NONE	40
chr13	37712432	37712582	id-26935	4.1e-06	-	TCTTCCTTGCCTCTTCCATCCCCTAGGGGCCACCA	Upstream_CTCF	38
chr13	37747556	37747706	id-26936	2.55e-06	-	CTTGCAACGGCCAGCAAGTCCAGAAGGAGGAGAGT	Upstream_CTCF	16
chr13	37844881	37845031	id-26937	1.83e-05	-	CAAACATTGTCAAATGTCCCCAGTGGGTGGCAGTG	V_CTCF_BR	16
chr13	37852077	37852227	id-26938	1	+	NA	NONE	7
chr13	37879377	37879527	id-26939	5.37e-06	+	TTTCACTCTGTCACTCAGGCCACTGGGTGGCGTGA	UpstreamP1_CTCF	26
chr13	38002107	38002257	id-26940	5.63e-06	+	ATGTACTGACGTTGAGTAGCCACAAGGTGGGCTGT	UpstreamP1_CTCF	21
chr13	38047293	38047443	id-26941	1.59e-06	+	AGCGGCATCCCTGCCTCTACCCCTAGGTGGCAGTA	V_CTCF_BR	32
chr13	38137894	38138044	id-26942	1	+	NA	NONE	12
chr13	38177042	38177192	id-26943	6.51e-05	-	ATTGTATACTATACTTTCTCCACTAGATGTCTCCA	V_CTCF_BR	32
chr13	38183014	38183164	id-26944	3.66e-06	-	TTGCAAAAAGAAGTTGCAACCACTAGAGGTCAGAC	UpstreamP1_CTCF	36
chr13	38190428	38190578	id-26945	2.78e-06	+	TTCTCATGAACAATCATGGACAGAAGAGGGCAGAA	V_CTCF_BR	11
chr13	38214731	38214881	id-26946	1.15e-07	+	TGGGAATTTTACGGCTGGGCCACCAGATGGAGGTG	V_CTCF_BR	37
chr13	38253299	38253449	id-26947	1	+	NA	NONE	30
chr13	38269440	38269590	id-26948	7.78e-06	-	CAGGCAATGTGATGGTCCACCTGGAGAGGGCATTG	Upstream_CTCF	1
chr13	38343321	38343471	id-26949	1.73e-05	+	TTTTGAAAGCCTCAAATATTCACCAGGTGGCAGTC	V_CTCF_BR	30
chr13	38380940	38381090	id-26950	1	+	NA	NONE	19
chr13	38444511	38444661	id-26951	3.09e-06	+	CTGGCACCCCCTCTCCTGTCCTCAAGGTGTCAGAC	Upstream_CTCF	39
chr13	38492923	38493073	id-26952	4.31e-05	-	CTGATTTTACCCAGCTCCTACTCAAGGTGGAGTTG	UpstreamP1_CTCF	10
chr13	38519313	38519463	id-26953	1.04e-06	-	CATGAAGTGTCTTAAATAAGCAGCAGAGGGGGCAA	Upstream_CTCF	15
chr13	38534703	38534853	id-26954	1	+	NA	NONE	37
chr13	38558633	38558783	id-26955	8.21e-05	+	AGAAATCTATCACGAGACAACACTAGGGGGCGTGG	V_CTCF_BR	25
chr13	38569359	38569509	id-26956	1	+	NA	NONE	3
chr13	38620036	38620186	id-26957	6.73e-07	-	TTGGAGTTTGGGCTATGATCCAGTAGATGGCACTG	UpstreamP1_CTCF	40
chr13	38651453	38651603	id-26958	1	+	NA	NONE	15
chr13	38674888	38675038	id-26959	1	+	NA	NONE	7
chr13	38797358	38797508	id-26960	1.63e-05	-	ACTGACCTCTGTTCAGACCCCACTAGATGGCCCTC	Upstream_CTCF	38
chr13	38992057	38992207	id-26961	1.04e-06	-	CCTCCATTACCAACATCTTCCACCAGAGGGGTGCA	Upstream_CTCF	39
chr13	39104767	39104917	id-26962	1	+	NA	NONE	32
chr13	39151310	39151460	id-26963	2.37e-05	+	TCAGCAGTTCCTGAAGAGGGCTCACGAGAGCTGTC	Upstream_CTCF	11
chr13	39156393	39156543	id-26964	5.34e-06	-	TCCTCTAAATTTCTTTCTCCCGCCAGATGGCACTA	V_CTCF_BR	38
chr13	39209277	39209427	id-26965	7.15e-05	+	GGTCAGGAATCTACTGCATTCCCTAGAGGGCAGTG	V_CTCF_BR	2
chr13	39215818	39215968	id-26966	8.71e-06	-	ATTGGTCTATGCTATGCATCCACTAGAGGGTAGTA	V_CTCF_BR	34
chr13	39244862	39245012	id-26967	1	+	NA	NONE	16
chr13	39260139	39260289	id-26968	9.25e-06	+	CACTACTAAAACCAAACAAACACAAGGGGGCAGGA	V_CTCF_BR	28
chr13	39272229	39272379	id-26969	1	+	NA	NONE	14
chr13	39338037	39338187	id-26970	5.41e-07	-	TTGCAGGATAACTCACTTCCCACAAGGTGCCACTG	UpstreamP1_CTCF	39
chr13	39440854	39441004	id-26971	1	+	NA	NONE	11
chr13	39446949	39447099	id-26972	4.7e-06	-	GGCTGCCAATTCCATCATTCCACAAGATGGCGGTG	V_CTCF_BR	40
chr13	39474475	39474625	id-26973	6.19e-06	-	AGTCAGTGAGCCTAGAAAGCCACTAGGGGTCCGTC	UpstreamP1_CTCF	33
chr13	39488312	39488462	id-26974	7.78e-06	-	GATGGTGTCAAGAATCTGGACGCCAGGTGGGGCTG	Upstream_CTCF	6
chr13	39489691	39489841	id-26975	5.68e-06	-	GTTTGTGATCTTTGTATTATCACTAGAGGGCGCCA	V_CTCF_BR	40
chr13	39544908	39545058	id-26976	1	+	NA	NONE	9
chr13	39586876	39587026	id-26977	6.84e-06	+	TAGTGGTGTGACAGCTGCGACTGTAGAGGGCGCCT	V_CTCF_BR	35
chr13	39591055	39591205	id-26978	5.08e-07	-	AAGTGTGTCCTACATAGTGCCTCCAGATGGCAGCA	V_CTCF_BR	40
chr13	39611672	39611822	id-26979	1.59e-06	+	TGCAGCTGAGGGCCAGGTGCCGCCAGAGGTAGCTC	V_CTCF_BR	7
chr13	39621812	39621962	id-26980	8.21e-06	+	GCTCTCAGTCGTAGCAGCACCCCCAGTGGGAAGCA	V_CTCF_BR	33
chr13	39625398	39625548	id-26981	1	+	NA	NONE	37
chr13	39719189	39719339	id-26982	1.31e-05	+	GCTGCTTGTGGGGATGGCTCCTCAAGGTGTCACCC	V_CTCF_BR	40
chr13	39785397	39785547	id-26983	6.48e-05	+	GTGCACCCCTTTAGGGTGGCCAGGTCAGGGATACA	UpstreamP1_CTCF	19
chr13	39837216	39837366	id-26984	2.93e-07	-	CTGCCATTTACTCATTTCACCCCAAGGTGGCAGTG	UpstreamP1_CTCF	40
chr13	39848203	39848353	id-26985	2.81e-05	+	GAAGTAGGTTAAAAGACAGCTGCCAGGTGGCGCCT	V_CTCF_BR	35
chr13	39859258	39859408	id-26986	6.05e-06	+	GAGGTCTCTCTCTCTCTCTCCTGCAGGAGGCACTA	V_CTCF_BR	25
chr13	39939425	39939575	id-26987	7.44e-05	-	GCTGCAGTTCCGTTCCGGTTCTCTAGGTATGTAAC	Upstream_CTCF	12
chr13	39980943	39981093	id-26988	8.64e-05	-	CTTGCAATCTCAGAACTTACCTCTAGGCTAAAACC	Upstream_CTCF	23
chr13	39989681	39989831	id-26989	1.39e-07	+	CGGTGCCCCACCAGACTGAACTCCAGGGGGCAGTG	V_CTCF_BR	40
chr13	39991374	39991524	id-26990	7.82e-06	-	CTGGTGTGACCTAATTTAGCCTCTGGGGGCACCCA	UpstreamP1_CTCF	35
chr13	40174987	40175137	id-26991	1.28e-06	+	CCCATGAGGGCAGTGAGCGCCACCAGGAGGAGGAG	V_CTCF_BR	29
chr13	40176773	40176923	id-26992	1.71e-06	-	CGTCCGCTCTTGGCGTCTGCCTCCGGGGGGTGCTG	V_CTCF_BR	36
chr13	40186288	40186438	id-26993	4.7e-06	-	CCTTTTTGCTGCATTTCTGCCACTAGGAGGCGCCT	V_CTCF_BR	40
chr13	40190347	40190497	id-26994	5.38e-05	-	AAAGCATACTCCTGTGATAACAGCAGATGTCGCTA	V_CTCF_BR	40
chr13	40229768	40229918	id-26995	2.83e-07	+	TCCCTGCCTGGCTGAGGTGGCAGCAGGGGGCGGGA	V_CTCF_BR	27
chr13	40250565	40250715	id-26996	1.39e-05	-	GAAATTTACAAGCAAAAATCCTCCAGGTGGCAGCA	V_CTCF_BR	36
chr13	40258280	40258430	id-26997	2.01e-05	+	TGTGAAGGGCATATGCTAAGAAGCAGGGGGCAGTA	Upstream_CTCF	15
chr13	40258794	40258944	id-26998	5.96e-07	+	TAATAATGTATCATGTTAACCACCAGATGGCACTA	V_CTCF_BR	27
chr13	40303442	40303592	id-26999	1	+	NA	NONE	7
chr13	40340070	40340220	id-27000	2.11e-06	+	CCAACCCTTGGCTCACTTACCAGAGGGTGGCACTC	V_CTCF_BR	35
chr13	40351666	40351816	id-27001	7.44e-06	+	GCTGCCATGTGAAGAACACACAGGAGGGGCAGCAG	Upstream_CTCF	39
chr13	40352061	40352211	id-27002	9.84e-05	+	GCATTAACATTCATGGTATCAGCAAGGTGGCAGCA	V_CTCF_BR	32
chr13	40357328	40357478	id-27003	1	+	NA	NONE	13
chr13	40384750	40384900	id-27004	4.23e-06	+	GAGAAGTTGCAGACAACATCCTCTAGGGAGCACCC	UpstreamP1_CTCF	24
chr13	40385935	40386085	id-27005	1.17e-05	+	AGGCACAGTGGGAAACTGCACACCAGTGGGTACCA	V_CTCF_BR	19
chr13	40389599	40389749	id-27006	1	+	NA	NONE	19
chr13	40408011	40408161	id-27007	8.71e-06	+	AGGAATTGAAGTGTGGACACCACCAGGGGGCTATG	V_CTCF_BR	17
chr13	40517042	40517192	id-27008	8.61e-08	-	ACCACCTTTCTCAGCTCCGCCTCTAGAGGGCAGCC	V_CTCF_BR	40
chr13	40586437	40586587	id-27009	7.78e-06	-	TAGGTGCTTCTAGTTGTGTTCAGGAGGTGGCAGCA	Upstream_CTCF	2
chr13	40591009	40591159	id-27010	1	+	NA	NONE	3
chr13	40592076	40592226	id-27011	1	+	NA	NONE	7
chr13	40633808	40633958	id-27012	4.01e-05	+	AAGCCTTCCAACTCACTAACCAACAGATGGCATGA	V_CTCF_BR	2
chr13	40643443	40643593	id-27013	5.01e-06	+	CTCAGTCTTCCCTGACTCACCGCTGGGTGGCAGTA	V_CTCF_BR	40
chr13	40647086	40647236	id-27014	5.98e-05	+	CTTTATCTAAGTTAACTGGCCACTGGGAGTCAGGC	UpstreamP1_CTCF	3
chr13	40656991	40657141	id-27015	1	+	NA	NONE	12
chr13	40720333	40720483	id-27016	8.91e-07	-	CCTGCATTTATTCCTTCTGACTCAAGATGGCAGGA	Upstream_CTCF	22
chr13	40726408	40726558	id-27017	2.55e-06	+	GGAGTCATGCTCACTTATGGCAACAGAGGGCAGTC	Upstream_CTCF	31
chr13	40745184	40745334	id-27018	8.99e-05	+	CTCACCTGAGAAAGAAGGACCTCTTGCTGGCAATG	V_CTCF_BR	5
chr13	40785839	40785989	id-27019	4.41e-06	-	CTGTGAGGTAGGAGGAAAGCCAGAAGAGGGCAGAT	V_CTCF_BR	10
chr13	40809339	40809489	id-27020	1.93e-05	+	ACTGAAACCCTAGCTCCCTCCTCCAGGGTGACCCA	Upstream_CTCF	3
chr13	40834085	40834235	id-27021	1	+	NA	NONE	2
chr13	40914634	40914784	id-27022	5.01e-06	-	TCTAGGGCATCTGTGCCTTCCACCAGGTGGAGAAG	V_CTCF_BR	24
chr13	41114449	41114599	id-27023	1	+	NA	NONE	2
chr13	41138653	41138803	id-27024	6.19e-06	+	CTGCACTCCCCTACTGGCCACAGGAGAGGCTGGAT	UpstreamP1_CTCF	26
chr13	41161195	41161345	id-27025	7.23e-07	-	TCAGCAATTTAACATTGGTGCAGTAGGTGGAGTTA	Upstream_CTCF	17
chr13	41239613	41239763	id-27026	1	+	NA	NONE	10
chr13	41242529	41242679	id-27027	1.32e-05	+	TCTGGGCCTCCTCTGACAGCCGCTAGGGGACCTCA	Upstream_CTCF	38
chr13	41257233	41257383	id-27028	1.82e-06	-	TGGCTATTAATGTCATATACCAGTAGAGGGCGATA	UpstreamP1_CTCF	37
chr13	41323572	41323722	id-27029	1	+	NA	NONE	28
chr13	41345322	41345472	id-27030	1	+	NA	NONE	20
chr13	41351446	41351596	id-27031	5.96e-07	+	AAACTTCTCTGTCATCTGTCCACCAGGGGGAGGGC	V_CTCF_BR	39
chr13	41351694	41351844	id-27032	1.38e-06	-	TAATAGGAGACTGTTTTTGCCTCCAGAGGGCACTT	V_CTCF_BR	22
chr13	41355026	41355176	id-27033	1	+	NA	NONE	34
chr13	41363551	41363701	id-27034	2.04e-05	-	CGCGAAGCTCAGGAGCGCCCCTGCGGCTGGCGGGC	V_CTCF_BR	34
chr13	41373332	41373482	id-27035	5.96e-07	+	TCATGTGCTACGGCTTCTGCCAGCAGGTGGTGCGG	V_CTCF_BR	4
chr13	41388429	41388579	id-27036	2.23e-06	-	TTGCTACATCTACTGAATTCCAGTAGATGGCGCTT	UpstreamP1_CTCF	40
chr13	41450608	41450758	id-27037	1	+	NA	NONE	1
chr13	41495661	41495811	id-27038	1	+	NA	NONE	19
chr13	41548934	41549084	id-27039	5.63e-06	+	GGGTTGTTCCTTCACTTAACCTGAAGAGGGCCTCA	UpstreamP1_CTCF	40
chr13	41566946	41567096	id-27040	9.84e-05	-	TTACATTTCTGTACTATCACCAAAAGAGGTCAGTC	V_CTCF_BR	20
chr13	41568250	41568400	id-27041	3.09e-05	+	CTTCACTTCCCATCATTGGCCACTTGGACTAACCT	UpstreamP1_CTCF	8
chr13	41603884	41604034	id-27042	1	+	NA	NONE	18
chr13	41623190	41623340	id-27043	8.59e-05	-	AGACTTTGAGCTTTTAGGACCTCTAGTGGTAAGTG	V_CTCF_BR	13
chr13	41628471	41628621	id-27044	1.55e-05	+	TTTAGTCCTGATATTTTGTCCACAGGGTGGCAGTC	V_CTCF_BR	40
chr13	41629510	41629660	id-27045	1.04e-05	-	GGGGAATGAGGAAAGGCCTCCTGTAGGAGGCAGCA	V_CTCF_BR	40
chr13	41634434	41634584	id-27046	3.45e-05	+	CGGCTGAAGAGGGTGTGGGCCGGACGGGGGCGCTG	V_CTCF_BR	40
chr13	41635292	41635442	id-27047	1	+	NA	NONE	36
chr13	41649308	41649458	id-27048	1.24e-05	+	TTACTAAAAGCCCAATGAACCACTGGATGGCAGTA	V_CTCF_BR	40
chr13	41741959	41742109	id-27049	6.75e-05	-	ATGCAGTTCATAGCCTTGACCAATAGGGATTTATT	UpstreamP1_CTCF	17
chr13	41770898	41771048	id-27050	1	+	NA	NONE	39
chr13	41774375	41774525	id-27051	1.47e-05	-	CAGCCTCCTCAGAAGAGCCCCAGTAGATGCCGCTG	V_CTCF_BR	6
chr13	41796486	41796636	id-27052	2.44e-07	-	GGAGTTATTCACAGTGTGTACACCAGGGGGCATCT	Upstream_CTCF	40
chr13	41909370	41909520	id-27053	4.88e-05	-	AAGGCAATACCATCACTGACCTCAAGAGTACATTT	Upstream_CTCF	12
chr13	41927280	41927430	id-27054	4e-10	+	GTTGCAGTTTTAGCAACTACCAGTAGATGGCGCAA	Upstream_CTCF	40
chr13	41959390	41959540	id-27055	9.71e-06	+	TGGTTAGTTCATTATTTCTCCACTGGAGGGCAAGC	Upstream_CTCF	39
chr13	41975654	41975804	id-27056	9.25e-06	+	TCCCTGGCCGCAACTGATTGCACCAGGGGGAGCTC	V_CTCF_BR	19
chr13	41985819	41985969	id-27057	2.4e-05	+	CCACTTGTCTTTTTGATTCCCAGATGGTGGCAGCA	V_CTCF_BR	39
chr13	42002403	42002553	id-27058	1.63e-05	+	AGTGTGCTATTACTACCCGCCTGGTGGGGTCGCCC	Upstream_CTCF	1
chr13	42033127	42033277	id-27059	3.18e-06	+	CAGCCAGGTCCTCCACCAGGCTGGAGGGGGAGCCA	V_CTCF_BR	40
chr13	42033862	42034012	id-27060	4.01e-05	-	GAATAACTTGCTCCATGCCCCAGTAGGAGGAGACA	Upstream_CTCF	12
chr13	42079423	42079573	id-27061	1.55e-05	-	GAGGAACAAGTAAGATCTGCCTCTAGTGGGTGGAA	V_CTCF_BR	12
chr13	42128944	42129094	id-27062	8.81e-07	-	ACCACACCAGCTCCACTCACCTCCAGAGGTCAGCC	V_CTCF_BR	3
chr13	42143282	42143432	id-27063	1	+	NA	NONE	16
chr13	42161780	42161930	id-27064	4.5e-06	-	TGTGAGATCCCCAAGACAGCCACCAGGGGAAGTTT	Upstream_CTCF	26
chr13	42170415	42170565	id-27065	4.85e-07	+	ATGCTCTTGGGGGCAATGGGCTGGAGGGGGAGCTC	UpstreamP1_CTCF	23
chr13	42179409	42179559	id-27066	5.17e-06	-	CAAGGAGTTTGCTAAAGTTCCAGCAGGAGGCGAAT	Upstream_CTCF	22
chr13	42220971	42221121	id-27067	1	+	NA	NONE	13
chr13	42223917	42224067	id-27068	3.09e-06	+	TGAGAAGGGCAGCATTCCACCACCAGGGGTAGCTT	Upstream_CTCF	40
chr13	42227021	42227171	id-27069	4.88e-05	-	GAATTATTATTTCCACTGACCACAGGAGGGTGTCG	Upstream_CTCF	39
chr13	42232271	42232421	id-27070	6.82e-05	-	TCCTCTCACGTCAGCCTTCCAAGTAGATGGAACTA	V_CTCF_BR	20
chr13	42242409	42242559	id-27071	3.63e-06	+	AAAAAGTAAGTCCATCTGGCCACTAGATGGAGATC	V_CTCF_BR	40
chr13	42249932	42250082	id-27072	1	+	NA	NONE	1
chr13	42326227	42326377	id-27073	1	+	NA	NONE	10
chr13	42422663	42422813	id-27074	2.15e-05	-	AAAGGAGAAGCAGGCACCTTCACTAGGTGGCAGGA	V_CTCF_BR	26
chr13	42479870	42480020	id-27075	4.51e-05	+	CCTGTTGGAGTGCTCTTACCCTGTAGAGGTAAACC	Upstream_CTCF	38
chr13	42516957	42517107	id-27076	2.89e-07	-	CTTGTTGTACTGCCCTCAGCCTCCAGAGGCCACTT	Upstream_CTCF	39
chr13	42547687	42547837	id-27077	4.65e-06	-	AGGCAGAATTGCCTTCCTACCACTAGCAGGCACCC	UpstreamP1_CTCF	24
chr13	42613813	42613963	id-27078	3.56e-05	+	AAAGAACGAACCTGAAAGTCCAGGAGGGGGAGTAA	Upstream_CTCF	23
chr13	42614227	42614377	id-27079	4.41e-06	-	CCGCGCTGCAGGCGCCTCCCCTCCTGGGGGTGCTG	V_CTCF_BR	19
chr13	42614653	42614803	id-27080	1	+	NA	NONE	3
chr13	42615976	42616126	id-27081	4.88e-05	-	CTGACCTAGCGGCTCTCAACAGGCAGAGGGCCGGC	UpstreamP1_CTCF	40
chr13	42622864	42623014	id-27082	3.56e-06	-	GCGGCCGCTCCTCCAGCGGCGCCCGGAGGGTGGTG	Upstream_CTCF	31
chr13	42634500	42634650	id-27083	4.7e-05	+	CTTTGCCTACCAGACATTTCCTGTAGGGGGTCCCC	Upstream_CTCF	3
chr13	42645406	42645556	id-27084	4.51e-05	+	ATTGCAGTACTCATAGTTCAAGAAAGGGGCAGCAA	Upstream_CTCF	4
chr13	42652370	42652520	id-27085	6.05e-06	-	AATAGGAGCGGCCTCCTGACCTCTAGATGGCAACT	V_CTCF_BR	7
chr13	42684817	42684967	id-27086	1.79e-08	-	AATGAACTACCATGCATTACCACAAGGTGGCAGTG	Upstream_CTCF	39
chr13	42790373	42790523	id-27087	1.84e-06	-	GGGAATAAGCCACAACCGAACTCTAGGTGGCGGCA	V_CTCF_BR	40
chr13	42901969	42902119	id-27088	1.1e-06	-	GGACATGCAGCACATCAAGCCACCAGAGGGATCCA	V_CTCF_BR	7
chr13	42908311	42908461	id-27089	9.67e-08	+	GCTGCAGTGTTACTTGGAGCCTCAAGGTGGTACAG	Upstream_CTCF	40
chr13	42928565	42928715	id-27090	1.5e-05	+	GATGCACTACATGCATGCACAGACTGAGGGCAGCC	Upstream_CTCF	30
chr13	42938428	42938578	id-27091	2.19e-05	+	CCTGAAGCTCACACAGTGACAACCATGAGGAGGCA	Upstream_CTCF	12
chr13	42938765	42938915	id-27092	5.38e-05	+	GAAGGCTTCAGACTCAGGGCCAGCGGGAGGCATGG	V_CTCF_BR	7
chr13	43052786	43052936	id-27093	1.1e-05	-	AGCTCAGCGCAAAACATCACCTCTAGATGGAGCTT	V_CTCF_BR	40
chr13	43072778	43072928	id-27094	6.9e-05	-	AGTGCAGTGCCTGGAGCTGAAGAGTGGTGGGGCTG	Upstream_CTCF	23
chr13	43169234	43169384	id-27095	2.93e-07	+	TGTCAATGTTGGACAGCGTCCACTAGGTGGCAGTA	UpstreamP1_CTCF	40
chr13	43234629	43234779	id-27096	6.8e-06	+	CATTGAGTTTAAGCATTGTCCAAAAGATGGCACTG	Upstream_CTCF	29
chr13	43294846	43294996	id-27097	1	+	NA	NONE	7
chr13	43343901	43344051	id-27098	8.21e-06	+	TCAGGAAAGGGCAGGATGGCCTGGTGGGGGTGCTG	V_CTCF_BR	14
chr13	43386546	43386696	id-27099	2.6e-06	-	TTATTCATGGTCTGACTGGCCTCGAGGTGGCTGTC	V_CTCF_BR	10
chr13	43390816	43390966	id-27100	1.21e-05	-	ACTGCCATATTTTCTGTCACCAGTAGGGGTTTTGT	Upstream_CTCF	33
chr13	43411205	43411355	id-27101	5.7e-05	+	AGACCAGGTCAGAGCATGAGCAGCAGATGGGGCTT	Upstream_CTCF	38
chr13	43450034	43450184	id-27102	4.7e-05	+	GCTGTAGTTCTGGCTTGTGGAGCAGGGGGCCTCAG	Upstream_CTCF	31
chr13	43458087	43458237	id-27103	7.55e-07	+	TGTCCCTGTAGCCTCTGTCCCAGCAGATGGCACAA	V_CTCF_BR	34
chr13	43543825	43543975	id-27104	9.51e-07	+	TAAATGTTCACTCTGCACGACAGCAGGGGGCGCCA	V_CTCF_BR	40
chr13	43545015	43545165	id-27105	2.1e-06	+	CTTGTAGGGCTCCACCGTTCCTCTAGGTGGTGCTT	Upstream_CTCF	40
chr13	43597874	43598024	id-27106	1	+	NA	NONE	26
chr13	43638852	43639002	id-27107	1	+	NA	NONE	11
chr13	43659721	43659871	id-27108	3.86e-08	+	GCTGTAGTTTCATATTTGTCCACAAGATGGTGAAA	Upstream_CTCF	36
chr13	43690513	43690663	id-27109	7.49e-05	+	AATACCACTCACCTACCTGCCCACAGAGGGAGACA	V_CTCF_BR	25
chr13	43706531	43706681	id-27110	3.42e-05	-	CCTTTACCTAAAATGCTTGCCACAGGGAGGAGCTC	Upstream_CTCF	36
chr13	43733146	43733296	id-27111	3.2e-08	+	TCTGGCCTTCCCCTCATGGCCACAAGATGGCTGCC	Upstream_CTCF	31
chr13	43769830	43769980	id-27112	1.37e-05	+	GGAGCACTTTCGAAGCTCTCAGGCAGGGGCACCTG	Upstream_CTCF	34
chr13	43770424	43770574	id-27113	1	+	NA	NONE	19
chr13	43803827	43803977	id-27114	1	+	NA	NONE	13
chr13	43812963	43813113	id-27115	3.63e-06	+	GGTTCATTGAGGGAAATGGACTGTAGAGGGCAGGC	V_CTCF_BR	9
chr13	43813456	43813606	id-27116	9.41e-05	+	TGGAGCTGTTTTTCTGACTCCTCTAGGAGGCAGAA	V_CTCF_BR	20
chr13	43877259	43877409	id-27117	1.14e-06	+	TTGTACCGATAGCCCCTGAACACAGGAGGGCAGAG	UpstreamP1_CTCF	38
chr13	43879200	43879350	id-27118	2.59e-06	+	CTGCTGTTGCCATCAGTGCCTCCCAGTGGCCAGGC	UpstreamP1_CTCF	27
chr13	43882151	43882301	id-27119	1	+	NA	NONE	17
chr13	43939071	43939221	id-27120	1	+	NA	NONE	6
chr13	43979694	43979844	id-27121	1	+	NA	NONE	11
chr13	44015726	44015876	id-27122	3.16e-06	+	CTGCCCTAGAACCTACCTGCCCGAAGGCGGCACTG	UpstreamP1_CTCF	4
chr13	44090721	44090871	id-27123	9.81e-06	-	AAATACCAACTAGAGTTTTCCAGAAGCGGGAGCCA	V_CTCF_BR	8
chr13	44173525	44173675	id-27124	4.31e-05	+	AGGCAGAACTCAACTGGCACCTACAGAGGGAGCAT	UpstreamP1_CTCF	5
chr13	44304762	44304912	id-27125	2.47e-05	-	GAGGCTGGGCTGTGGGCAGACACTAGATGGGAACC	Upstream_CTCF	4
chr13	44360919	44361069	id-27126	9.51e-07	-	GTCTGCTGCAGCGGCGGCGGCAGCAGAGGGAACGG	V_CTCF_BR	30
chr13	44361250	44361400	id-27127	1	+	NA	NONE	25
chr13	44362286	44362436	id-27128	2.97e-06	-	CTTTGCATTGGGGTTCTGACCGCCAGGGGGAAAAA	V_CTCF_BR	38
chr13	44366557	44366707	id-27129	2.6e-05	-	GTGTTATTATCCACATTTCCCAGACGGGGGCAAGT	UpstreamP1_CTCF	8
chr13	44372130	44372280	id-27130	1	+	NA	NONE	16
chr13	44378721	44378871	id-27131	8.71e-06	-	ACAAAGAGAAAATTAAAGCCCAGCAGATGGCAGTG	V_CTCF_BR	36
chr13	44448758	44448908	id-27132	7.1e-07	-	ATGCAATTCTAATGAATTATCGGTAGATGGCAGTA	UpstreamP1_CTCF	37
chr13	44468704	44468854	id-27133	4.43e-05	+	AACAAATAAGATGACCTTACCACTAGGAGGTGGTA	V_CTCF_BR	36
chr13	44479695	44479845	id-27134	1.3e-07	+	GTGCATCACACAGATATATCCACTGGGTGGCAGTA	UpstreamP1_CTCF	39
chr13	44482646	44482796	id-27135	7.73e-06	+	AACAAAATTAGATAAACTGCCACCAGGTGGCATAA	V_CTCF_BR	36
chr13	44537953	44538103	id-27136	6.23e-05	-	GAGCTGTAAGAGATGCACACCACTGTGTGCCACAG	UpstreamP1_CTCF	28
chr13	44555391	44555541	id-27137	9.88e-07	-	CAGGTAATTCTCATTACCTACAGCAGGGGTCCCCA	Upstream_CTCF	23
chr13	44560953	44561103	id-27138	1	+	NA	NONE	7
chr13	44600459	44600609	id-27139	9.84e-06	-	CTGCCATAACTTTGGACCGCCACCAGGGTTGGGGA	UpstreamP1_CTCF	21
chr13	44605815	44605965	id-27140	2.59e-06	-	TTGTTACTTTTAGCAGTCACCACCAGGTGACCCTG	UpstreamP1_CTCF	5
chr13	44622578	44622728	id-27141	1	+	NA	NONE	31
chr13	44624713	44624863	id-27142	8.81e-07	+	TCACTGCTTCTCTATTTCTCCACCAGATGGCAGAA	V_CTCF_BR	40
chr13	44627486	44627636	id-27143	1	+	NA	NONE	14
chr13	44642506	44642656	id-27144	1	+	NA	NONE	8
chr13	44684313	44684463	id-27145	2.01e-05	+	CAGGCTTTACCTCCCTCTCTCAAGAGGTGGAGCTG	Upstream_CTCF	5
chr13	44691257	44691407	id-27146	1	+	NA	NONE	28
chr13	44702748	44702898	id-27147	1	+	NA	NONE	8
chr13	44716475	44716625	id-27148	1	+	NA	NONE	17
chr13	44765670	44765820	id-27149	2.31e-06	+	TATGCAATGTTTTGGTCAGTCACTAGGTGGCATCT	Upstream_CTCF	40
chr13	44766150	44766300	id-27150	2.96e-05	-	AAATGCACTCTGTCTGCATCCTGGAGGAGGCGGTG	V_CTCF_BR	22
chr13	44806334	44806484	id-27151	1.1e-05	-	TGAGAGACAACCTGCTCTCCCACCAGGTGGAGAGG	V_CTCF_BR	28
chr13	44817530	44817680	id-27152	1.37e-05	+	CCGTGAGTCCCACCGTTGGTCACTTGGGGCCGCTC	Upstream_CTCF	38
chr13	44875379	44875529	id-27153	1	+	NA	NONE	5
chr13	44885592	44885742	id-27154	8.02e-05	+	ATTGCAGCCTGGCTGCAGGCCACAGTGTGGCAGAC	Upstream_CTCF	3
chr13	44944320	44944470	id-27155	5.28e-05	-	CATGGAGTTTTGTAATATACCACTAGCATGCAGTG	Upstream_CTCF	13
chr13	44962645	44962795	id-27156	1	+	NA	NONE	4
chr13	44974056	44974206	id-27157	1	+	NA	NONE	5
chr13	44978454	44978604	id-27158	5.38e-05	-	CCCAGATGCTCCCTGGCTGCGGGAAGAGGTCAGTA	V_CTCF_BR	6
chr13	44984575	44984725	id-27159	7.84e-05	-	TCCTCTCCATGCTTCTGCACCTGCAGGGTGCGCTA	V_CTCF_BR	21
chr13	45012239	45012389	id-27160	7.02e-05	-	TTTTGGTTTTTATATTATGCCATTAGAGGGCAGTA	UpstreamP1_CTCF	32
chr13	45039639	45039789	id-27161	6.21e-05	+	CAGGGCTACAAACCACTAGACCAGAGGGGGCACTG	V_CTCF_BR	12
chr13	45045218	45045368	id-27162	3.88e-07	-	AAGTACTTTTGAACAGGTACCACAAGGTGGCAGGA	UpstreamP1_CTCF	37
chr13	45048387	45048537	id-27163	1	+	NA	NONE	5
chr13	45057942	45058092	id-27164	1.56e-06	+	AAGTAATTATTCTGACCTAACAGTAGATGGCGCTA	UpstreamP1_CTCF	38
chr13	45147245	45147395	id-27165	1	+	NA	NONE	5
chr13	45148437	45148587	id-27166	4.7e-05	+	GTTGCAGCACTCATAGTGGCTTGCAGAGGTACTGG	Upstream_CTCF	40
chr13	45149930	45150080	id-27167	5.01e-06	+	TGGTCCCGACGTAGAAGATGCTGCAGGGGGCGGCG	V_CTCF_BR	21
chr13	45222700	45222850	id-27168	7.49e-07	-	TTGCAATATCTTCCCTTTGACTGTAGGGGGAGAGA	UpstreamP1_CTCF	34
chr13	45225464	45225614	id-27169	5.01e-06	+	GTGAGAGGGTTGTGGTCGGTCAGATGGGGGCGCTC	V_CTCF_BR	11
chr13	45252435	45252585	id-27170	1.81e-06	-	TTTGCCGTGCACACTGTTCCCTGCAGCTGGTGCCC	Upstream_CTCF	1
chr13	45266602	45266752	id-27171	1	+	NA	NONE	19
chr13	45309796	45309946	id-27172	5.48e-05	-	CGCGTGGTATCTGCCAACCCCAGGAGGGGCATCCT	Upstream_CTCF	2
chr13	45313370	45313520	id-27173	2.47e-05	+	TGTATTGTTCCAGCTTTGGCCACCAGGAGCTCTTC	Upstream_CTCF	33
chr13	45392694	45392844	id-27174	3.67e-07	-	CTGTTCTCTCTTCATGTGGCCACAGGATGGCAATG	UpstreamP1_CTCF	36
chr13	45451181	45451331	id-27175	5.86e-07	-	CCTGCAGCTGGCGTAGCTGCCACACGGTGTCGCTG	Upstream_CTCF	38
chr13	45453698	45453848	id-27176	6.46e-07	-	CTTGCAGAAGGTCACGAAGCCAGTAGGTGGCAGAC	V_CTCF_BR	40
chr13	45469995	45470145	id-27177	1	+	NA	NONE	6
chr13	45491804	45491954	id-27178	1.83e-05	-	AAGTGTGCTCAGACCCTAGCCACCTGCGGCAGGCG	V_CTCF_BR	34
chr13	45492479	45492629	id-27179	2.23e-06	+	CTGCACTGGCCGGTGTCCGCCGACAGGGTGTGTGC	UpstreamP1_CTCF	39
chr13	45494299	45494449	id-27180	1.32e-05	-	AGTTCGATACCAGCCTTGGCAACATGGTGGAGCCC	Upstream_CTCF	10
chr13	45531861	45532011	id-27181	2.01e-05	-	TGTGCAATTTTCTAAATGAACACTTGAAGGACTCT	Upstream_CTCF	5
chr13	45541929	45542079	id-27182	1	+	NA	NONE	32
chr13	45544121	45544271	id-27183	3.81e-05	-	TTCACAGCAGACTGGGAGTCCACTAGGTGGAGTAG	V_CTCF_BR	39
chr13	45547231	45547381	id-27184	1.85e-05	+	TAATCATTTATTCACGAAACCACAAGGGGGCATAG	Upstream_CTCF	39
chr13	45552592	45552742	id-27185	1	+	NA	NONE	27
chr13	45563296	45563446	id-27186	5.38e-05	+	CTCAGAGGAAGGCTTTGACCCGGCTGCGGGAAGCG	V_CTCF_BR	24
chr13	45621568	45621718	id-27187	1.26e-05	+	CCTGGAAATGTTAGCGATTCCACAAGGCGGCACTA	Upstream_CTCF	40
chr13	45695612	45695762	id-27188	1.92e-06	-	CTGTCGTGTTAGCAAATGATCACAAGGGGGCTGTT	UpstreamP1_CTCF	35
chr13	45768782	45768932	id-27189	1.18e-05	+	GCGCTGTCAGCTCGGTTTTGCAGTAGGTGGCGTAT	UpstreamP1_CTCF	31
chr13	45814458	45814608	id-27190	6.84e-06	-	ATACACTAGCTACACCAGGCCACTAGTTGGCTGTC	V_CTCF_BR	11
chr13	45815142	45815292	id-27191	4.51e-05	+	GCAGGAGGATCAAATGAGCCCAGGAGGTTGAGGCT	Upstream_CTCF	6
chr13	45843481	45843631	id-27192	6.8e-06	-	TGACCACTTCCTGCCCTCTCCTCTAGGAGGAGGTA	Upstream_CTCF	24
chr13	45855304	45855454	id-27193	2.38e-07	-	CCATGCCAGCAGCCAAGCCCCAGCAGATGGCAGCA	V_CTCF_BR	40
chr13	45870525	45870675	id-27194	8.56e-05	-	TTCCTATTCTAGTCTCCTCCCCAGAGGTGGCACTG	UpstreamP1_CTCF	2
chr13	45883674	45883824	id-27195	2.44e-10	-	GGTGTAGTTCACCAGAAGGGCACCAGAGGGCGCCC	Upstream_CTCF	40
chr13	45885294	45885444	id-27196	1.08e-08	-	TCACAGCCGGGAGGTGTCGCCGGGAGGGGGCGCCC	V_CTCF_BR	40
chr13	45900031	45900181	id-27197	1	+	NA	NONE	16
chr13	45901495	45901645	id-27198	2.97e-06	-	TTTCACGTATCCCTTGGTGGCAGCAGTGGGCAGCA	V_CTCF_BR	8
chr13	45903933	45904083	id-27199	1	+	NA	NONE	14
chr13	45914669	45914819	id-27200	1.15e-07	-	TGTGCAATCCTCCCCGCCGCCTCCTGGCGGAGGAG	Upstream_CTCF	40
chr13	45937166	45937316	id-27201	1.24e-05	+	GGCTGGGGGTAAAAGGCCACCAGCAGAGGGGGCTC	V_CTCF_BR	29
chr13	45945190	45945340	id-27202	1.39e-07	+	TTACGGTTTCGCCGAATGTCCGGCAGAGGGCGCTG	V_CTCF_BR	38
chr13	45968231	45968381	id-27203	9.78e-07	-	GTCCAGCTCTCCCTGGGCAACCCTAGAGGGCAGCA	UpstreamP1_CTCF	40
chr13	45973997	45974147	id-27204	1.24e-05	+	CTATATCCCTGGCCTGGCCCCACTAGATGTCAGTA	V_CTCF_BR	5
chr13	45992625	45992775	id-27205	2e-06	-	CGGGCAGCTCCCTCAGGCAGCGGCAGGGGAAGATC	Upstream_CTCF	21
chr13	46015873	46016023	id-27206	2.19e-05	+	GTGGTGCTTCCACAGCCAGCCACAGGAGGGGTGTA	UpstreamP1_CTCF	35
chr13	46038745	46038895	id-27207	4.34e-05	-	ACTGCGCTAAATCACCCTGCCGGCAGGAGACTTGG	Upstream_CTCF	39
chr13	46039248	46039398	id-27208	1	+	NA	NONE	10
chr13	46047899	46048049	id-27209	1.84e-05	-	CATCAGCAACCGTATGCTGCCACTAGGGGTTCTGG	UpstreamP1_CTCF	34
chr13	46064361	46064511	id-27210	9.4e-06	-	GTGTAATAACACCTACCTCCCAGGTGGGGACCCCA	UpstreamP1_CTCF	28
chr13	46075518	46075668	id-27211	2.47e-05	+	TTTGCTGCTCCAGCTTTCACCACTGGGAGCTCTTT	Upstream_CTCF	12
chr13	46085824	46085974	id-27212	4.7e-06	+	CTGATTATTCTCTTTTATTCCACCAGAGGGCAGTG	V_CTCF_BR	40
chr13	46118787	46118937	id-27213	2.91e-05	-	TCACAACTCCCCATACCCTCCACCAGGTGGGGTGC	Upstream_CTCF	14
chr13	46159078	46159228	id-27214	9.81e-06	-	AACACAGGCTGGCCACATGCCTGAAGATGGCGACA	V_CTCF_BR	35
chr13	46197758	46197908	id-27215	1.01e-05	+	GTTGTCATGATAAGGTCTTCCACAAGATGGTGCTC	Upstream_CTCF	38
chr13	46258044	46258194	id-27216	1.19e-06	-	AGCTGTAGATTATCTGTATCCAGCAGAGGGAGCAG	V_CTCF_BR	34
chr13	46275249	46275399	id-27217	7.23e-07	+	AGTGCAGGGGGCCTGCACACCACTAGGGGCAACAG	Upstream_CTCF	19
chr13	46292318	46292468	id-27218	2.34e-06	-	GGTCAGTTCTGCCTAAACTCCAAAAGGGGGCAGTA	UpstreamP1_CTCF	39
chr13	46303053	46303203	id-27219	1.16e-05	-	GAGGTCCTTTCTCTAGGTGCCCCTAGAGGTCGCAT	Upstream_CTCF	37
chr13	46311710	46311860	id-27220	9.88e-07	+	CATGTCATACCACACCAGGCCACTTGGGGAAGCAC	Upstream_CTCF	38
chr13	46357976	46358126	id-27221	2.38e-07	-	CCCACCCCCACCACCTTCACCACCAGGAGGCGGGG	V_CTCF_BR	0
chr13	46381763	46381913	id-27222	1.26e-07	+	TGCTGTGACCAATGACTGGACACCAGATGGCAGCA	V_CTCF_BR	39
chr13	46392095	46392245	id-27223	1.56e-05	+	CAAGTTCCTGCAACTCTGTGCCCTAGAGGGAGCTA	Upstream_CTCF	37
chr13	46446877	46447027	id-27224	1.81e-06	-	AGTGTCATTCTGACAAATCCCAGCTGGTGGAGAGG	Upstream_CTCF	2
chr13	46453938	46454088	id-27225	6.43e-06	-	TGAGGACCAGCGCCAGCAACCACCAGGTGGCTTCT	V_CTCF_BR	30
chr13	46499418	46499568	id-27226	2.19e-05	-	TAGTAGCAGCCAGACATCACCTCCTGGTGGCTTTA	UpstreamP1_CTCF	31
chr13	46527345	46527495	id-27227	2.15e-05	-	AAAATACTACTATGGCTCACCACTGGGTGGAGGGG	V_CTCF_BR	6
chr13	46584409	46584559	id-27228	1.19e-06	-	TATCTTCTCCCCTGTTGGACCAGCAGAGGTCAGTA	V_CTCF_BR	37
chr13	46626793	46626943	id-27229	4.01e-05	+	GGAGGACCGCCTCAAAATGCCGCCGGAAGTCAGAG	Upstream_CTCF	40
chr13	46645857	46646007	id-27230	1.7e-05	+	GCCCCTCTACTTGAAGGAGCCACCAGGGAGCAGTG	Upstream_CTCF	18
chr13	46698658	46698808	id-27231	9.26e-05	-	TGGCATGATCACGCTTTGACCTGCAGAGGAGCCAC	UpstreamP1_CTCF	1
chr13	46700803	46700953	id-27232	3.91e-06	-	GGTGTAATGGAGCATCAAGCCACTCGGCGGCAGCA	Upstream_CTCF	40
chr13	46721149	46721299	id-27233	4.71e-06	+	GCTGCAGCATGCATTCTGCCCTCTGGATGTCATCC	Upstream_CTCF	33
chr13	46734730	46734880	id-27234	2e-06	-	TGTTTTATTTTCTTCTCACCCACTAGAGGGCAGCA	Upstream_CTCF	40
chr13	46744979	46745129	id-27235	1	+	NA	NONE	4
chr13	46758649	46758799	id-27236	1.01e-05	-	GGTCCACTCCGGCTTCAGGCCATAAGGGGGCGCAC	Upstream_CTCF	40
chr13	46863263	46863413	id-27237	2.47e-05	-	GAGTTAGCAACAGATTTCTCCAGTAGGGGGAGTCT	Upstream_CTCF	40
chr13	46871109	46871259	id-27238	6.05e-06	-	AGAAGGGGCCAGGTTGCCTCCTGATGGGGGCAGCG	V_CTCF_BR	11
chr13	46881834	46881984	id-27239	1	+	NA	NONE	7
chr13	46891393	46891543	id-27240	1	+	NA	NONE	22
chr13	46895869	46896019	id-27241	2.41e-08	-	CTGTGGGTCTCAGATCTGCCCACGAGAGGGCACTG	UpstreamP1_CTCF	40
chr13	46913591	46913741	id-27242	1	+	NA	NONE	9
chr13	46916815	46916965	id-27243	1.02e-07	-	GTGCAGTTTGAAGCAACTGCTTCTAGATGGCACTC	UpstreamP1_CTCF	11
chr13	46961765	46961915	id-27244	3.36e-07	-	CAGACTCCAGGTGAAGCAGCCAGCAGAGGTCAGAG	V_CTCF_BR	17
chr13	47030237	47030387	id-27245	1.31e-05	-	GCACAGTATTCAAGTCTTCTCAGTAGAGGGCACCG	V_CTCF_BR	35
chr13	47067188	47067338	id-27246	2.43e-06	+	TCTTTTAAAAAATGGAAGACCACAAGAGGGCACCA	V_CTCF_BR	40
chr13	47125721	47125871	id-27247	1.38e-06	+	GGAGGTTTGCGGGAGGATACCAGCAGGTGGCGCGT	V_CTCF_BR	39
chr13	47128817	47128967	id-27248	8.34e-07	-	TTGCTATGACACAAACCCTCCCCCAGGGAGCGGAA	UpstreamP1_CTCF	37
chr13	47177570	47177720	id-27249	9.81e-06	+	AAAGCCAGTAATTAAGTGGACAACAGGGGGAGCTA	V_CTCF_BR	40
chr13	47188782	47188932	id-27250	1.47e-05	-	CATCTGAGTCTGGCGCTCCCCGGCAGAGGGAGTTA	V_CTCF_BR	17
chr13	47191574	47191724	id-27251	4.14e-05	+	CTGCACATTCCTATTTGCTCCGCAGGGAGGCTGGC	UpstreamP1_CTCF	5
chr13	47211441	47211591	id-27252	3.11e-05	-	AAAGTCTGCCATTTCCTGGCCACTGGAGGGCTTGG	V_CTCF_BR	6
chr13	47240943	47241093	id-27253	1	+	NA	NONE	17
chr13	47254125	47254275	id-27254	1	+	NA	NONE	22
chr13	47258819	47258969	id-27255	1	+	NA	NONE	17
chr13	47268245	47268395	id-27256	1.41e-06	-	ATGCAATACCCACATCTAGACGAGAGGGGGAACAC	UpstreamP1_CTCF	18
chr13	47282145	47282295	id-27257	1	+	NA	NONE	2
chr13	47286790	47286940	id-27258	6.9e-05	+	GCCGAAATCCTGGCATCTACAGCTAGGGGAGGCCA	Upstream_CTCF	22
chr13	47289622	47289772	id-27259	1	+	NA	NONE	5
chr13	47295408	47295558	id-27260	1	+	NA	NONE	38
chr13	47303099	47303249	id-27261	1	+	NA	NONE	37
chr13	47326228	47326378	id-27262	2.02e-06	-	GTGCACATGCATGGAACTGCCTGCAGAAGGCTGCC	UpstreamP1_CTCF	16
chr13	47338310	47338460	id-27263	2.1e-06	+	TGTGCTTCTCCTAAAAGAAACACTGGGTGGCAGTG	Upstream_CTCF	40
chr13	47369581	47369731	id-27264	4.03e-06	-	TAGTAGTCTCCACCTGCAGCAGCCAGGGGGTGATG	UpstreamP1_CTCF	10
chr13	47371385	47371535	id-27265	2.72e-06	+	TTGCACTTCCCGGCAGCCTCCGCGTGGGCGCCCCC	UpstreamP1_CTCF	10
chr13	47378582	47378732	id-27266	4.65e-06	-	CCTCAGCTGCTGGATCTCCCCAGCAGAGGTCTCAG	UpstreamP1_CTCF	15
chr13	47405848	47405998	id-27267	1.34e-06	+	GTAGCACTTTAAAAAATTACCATGAGATGGCGCTG	Upstream_CTCF	40
chr13	47427270	47427420	id-27268	4.65e-05	-	CCCTTCTTCCTAATCAAGATCACCAGGAGGCGCAC	V_CTCF_BR	1
chr13	47468302	47468452	id-27269	5.33e-11	+	GCTGCTCTCAGAGCGGCGGCCGCCAGGGGGCGCCC	V_CTCF_BR	40
chr13	47479486	47479636	id-27270	1	+	NA	NONE	39
chr13	47536809	47536959	id-27271	1.47e-05	+	GGCTTGATGTTAGTCTCAGCCAATAGGTGGTGCTA	V_CTCF_BR	38
chr13	47548171	47548321	id-27272	2.44e-10	+	CCTGCAGTACCACAGACAGACACCAGAGGGAACAA	Upstream_CTCF	40
chr13	47557553	47557703	id-27273	2.5e-05	-	CTGCAAAAAGCCATTCCTGCCACCAGCACCCAGTG	UpstreamP1_CTCF	1
chr13	47566650	47566800	id-27274	4.85e-07	+	TTGCATTTACATGTTTCTGACTCCAGGGGGCCAGC	UpstreamP1_CTCF	39
chr13	47578235	47578385	id-27275	1.14e-06	+	GAGCAGTTCAACAGTGCAGCAAGAAGGAGGAGCTC	UpstreamP1_CTCF	23
chr13	47700632	47700782	id-27276	3.29e-05	+	GGCTCTGTGCTTTGAGAGGCCATCAGATGGTAGCA	Upstream_CTCF	25
chr13	47765083	47765233	id-27277	1	+	NA	NONE	3
chr13	47794705	47794855	id-27278	8.89e-06	+	GCAGCTGTACCCTCTCGGCCCACTGGGGTGGCAGC	Upstream_CTCF	9
chr13	47832637	47832787	id-27279	1.73e-05	-	TTTAGGAGCTGTCCAAGTGCCTCGAGGTGTCAGTG	V_CTCF_BR	7
chr13	47895545	47895695	id-27280	1	+	NA	NONE	11
chr13	47912512	47912662	id-27281	8.71e-06	-	TGTGTTGGTTGGCTTCCAGGCAGGAGGTGGCGCTT	V_CTCF_BR	10
chr13	47971883	47972033	id-27282	3.24e-06	+	AAGGCAGTTCCTTTTCTTATCAGAAGGAGGGGCAC	Upstream_CTCF	11
chr13	47994249	47994399	id-27283	3.81e-05	+	CCTAGCAGCTGGACTCTAGCAGGCAGGTGGAGACA	V_CTCF_BR	21
chr13	48029819	48029969	id-27284	4.44e-06	-	ATGCCCTACAGCACATTGGTCACATGGGGGCAGAG	UpstreamP1_CTCF	28
chr13	48033780	48033930	id-27285	1	+	NA	NONE	34
chr13	48038077	48038227	id-27286	1	+	NA	NONE	9
chr13	48074673	48074823	id-27287	6.39e-05	-	TCAGTTAGAAGTAAACCTACCACTAGAGGCAGTTG	Upstream_CTCF	15
chr13	48123489	48123639	id-27288	1	+	NA	NONE	19
chr13	48127609	48127759	id-27289	2.19e-05	+	CTGTACTTCGCCCAGGAGTATACCAGATGCTAAAA	UpstreamP1_CTCF	1
chr13	48162929	48163079	id-27290	3.8e-07	+	GATGAAATGTTTGCCACATCCACTAGGTGGCAAAC	Upstream_CTCF	25
chr13	48169099	48169249	id-27291	4.94e-06	+	CAAGCTATCCCAGGCTTGCTCACATGGTGGCAGCA	Upstream_CTCF	34
chr13	48172573	48172723	id-27292	3.03e-05	-	TATATATTTTCCCTTTTATACACCAGAGGGCGTTA	Upstream_CTCF	34
chr13	48186158	48186308	id-27293	5.08e-05	+	GTTTTAGATGTAAATATGACCACTAGGCGGAAATT	Upstream_CTCF	7
chr13	48322152	48322302	id-27294	1.38e-07	+	CCTGCTTTCCTTCTCTACACCAGCAGGTGCAGCTC	Upstream_CTCF	4
chr13	48348393	48348543	id-27295	7.73e-05	-	TTGTCATTACTTCTTGCAGCCACACGGTGTCACTG	Upstream_CTCF	40
chr13	48369211	48369361	id-27296	8.58e-08	+	CCTGCTCTTCTCTTCAATTCCTGTAGGGGGAGTCA	Upstream_CTCF	40
chr13	48373159	48373309	id-27297	1	+	NA	NONE	36
chr13	48415405	48415555	id-27298	1	+	NA	NONE	5
chr13	48433388	48433538	id-27299	1	+	NA	NONE	12
chr13	48513360	48513510	id-27300	1	+	NA	NONE	5
chr13	48539090	48539240	id-27301	1.59e-06	-	CAGACTGTCCCAGATTTGGCCAGCAGAGGCCACTT	V_CTCF_BR	22
chr13	48575438	48575588	id-27302	4.14e-06	+	TACGCCCCGCCTCGCGCCACCCGTTGGGGGCGGGG	V_CTCF_BR	10
chr13	48612138	48612288	id-27303	3.06e-08	+	GGGCGACGTAGGATCGCGCCCAGGAGGGGGCGCTG	V_CTCF_BR	40
chr13	48642327	48642477	id-27304	2.38e-07	-	CTCCTAATTGGATTATTGGCCTCCAGGTGGAGCCC	V_CTCF_BR	17
chr13	48652387	48652537	id-27305	3e-06	+	CTGCCACAATTAAGTTTTGTCAGTAGAGGGCACAG	UpstreamP1_CTCF	35
chr13	48669265	48669415	id-27306	1.03e-07	-	TCCGCAGTGCGCCTCCAGGCCCAAAGGGGGCGCTC	Upstream_CTCF	40
chr13	48701133	48701283	id-27307	1.55e-07	+	GTGCAGAGATATAATTTTACCACCAGGGGGTGTTC	UpstreamP1_CTCF	40
chr13	48756606	48756756	id-27308	6.49e-06	+	TGTGAGCCACCACATCCGGCCACAAGGGGACTGAC	Upstream_CTCF	12
chr13	48767887	48768037	id-27309	1.28e-08	-	GCAGCACTACTCACAATAGCCAACAGGTGGAAAGA	Upstream_CTCF	13
chr13	48807622	48807772	id-27310	1.59e-06	+	GGACTGCAGCGGCAGTGCGCCCCGAGGTGGCGGGC	V_CTCF_BR	38
chr13	48908786	48908936	id-27311	8.71e-06	+	TCCAGGATGATTTATGTCACCACTTGGTGGAGCTC	V_CTCF_BR	34
chr13	48975158	48975308	id-27312	1	+	NA	NONE	11
chr13	49078868	49079018	id-27313	5.28e-05	-	CCTGGTTTGAGAGCAACTGCCTAAAGGAGGCAGTG	Upstream_CTCF	6
chr13	49117045	49117195	id-27314	1	+	NA	NONE	27
chr13	49152761	49152911	id-27315	1.41e-05	+	TTGTTAGGTTAATGTATGGCCACTTGGTGTCAGTC	UpstreamP1_CTCF	3
chr13	49154450	49154600	id-27316	1.64e-06	-	GTTGCGATCCTAGTTTTGCTCTGCAGAGGGCAGCA	Upstream_CTCF	39
chr13	49169874	49170024	id-27317	3.63e-06	+	TGATACTTTTCTACCAGGACCTGCAGAGGGTGGCA	V_CTCF_BR	39
chr13	49221029	49221179	id-27318	1.69e-05	+	ATGTGCCTGCACTGAGCCACGCCTAGAGGGCAGCC	UpstreamP1_CTCF	2
chr13	49221886	49222036	id-27319	2.06e-07	-	TCTGTAGCCCTAGCTTCAGGCAGCAGGTGGCCACC	Upstream_CTCF	22
chr13	49305240	49305390	id-27320	7.84e-05	+	GTGGGAGACACACAGGTCTCCACAGGAGGCAGCAG	V_CTCF_BR	12
chr13	49306230	49306380	id-27321	3.06e-08	-	CGGCTGGAGCAGAGAGGGGCCAACAGAGGGCGCTG	V_CTCF_BR	39
chr13	49323965	49324115	id-27322	1	+	NA	NONE	39
chr13	49324865	49325015	id-27323	2.58e-05	-	TCTTTAGCTCACCAAGCGTCCAGTTGGGAGGAGTG	Upstream_CTCF	17
chr13	49343320	49343470	id-27324	1.67e-08	-	GCTGCAGTATCACAGACAAACACCAGGGAGAGCTC	Upstream_CTCF	39
chr13	49357627	49357777	id-27325	1	+	NA	NONE	20
chr13	49400285	49400435	id-27326	2.78e-06	+	TGGCCCTCTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	3
chr13	49447989	49448139	id-27327	2.66e-05	+	AGAAACATAACTTTGGTAGCCACAAGGGGGATAAA	V_CTCF_BR	26
chr13	49537708	49537858	id-27328	1	+	NA	NONE	6
chr13	49549278	49549428	id-27329	1	+	NA	NONE	20
chr13	49549638	49549788	id-27330	1	+	NA	NONE	34
chr13	49550541	49550691	id-27331	3.11e-05	+	GCCGGGGGCGCCATCCAGCCCAAGAGGAGGCGGCA	V_CTCF_BR	26
chr13	49673527	49673677	id-27332	3.67e-07	+	ATGCTGCTGTCTTTGCTGGCCACTTGGTGTCACCA	UpstreamP1_CTCF	37
chr13	49789249	49789399	id-27333	1.59e-06	+	GAGTGGCACCAGCCTACAGGCTGCAGGTGGCAGTC	V_CTCF_BR	27
chr13	49794144	49794294	id-27334	1.19e-06	+	GCCCTGGAACTGCATGGGCCCGGGAGAGGGCGCGG	V_CTCF_BR	13
chr13	49794503	49794653	id-27335	3.63e-05	+	AGCGCCGCTGCTCGCCCTTTCCCCTGGGGGCGCTG	V_CTCF_BR	27
chr13	49802791	49802941	id-27336	7.73e-05	-	TGTGCAGTGCAGATGCCTAACACAAGGGCGGTAGG	Upstream_CTCF	11
chr13	49814288	49814438	id-27337	7.49e-07	+	CTGCTTTTCTCACAAGCTCCCACATGATGGCGATG	UpstreamP1_CTCF	40
chr13	49822984	49823134	id-27338	1.17e-05	+	ACCTTTTCACTCTGCTCAGCCTCTGGATGGAGCTC	V_CTCF_BR	39
chr13	49855335	49855485	id-27339	1.15e-07	-	GAGATTTTTCTTTTATCAGCCACCAGATGGCACCA	V_CTCF_BR	40
chr13	49875397	49875547	id-27340	5.96e-07	+	AGACTGTTACTTGTTTTAGCCACTAGAGGGCTGCA	V_CTCF_BR	40
chr13	49888051	49888201	id-27341	1.55e-05	+	GACTGCAGAGGCTCCCATCCCAGGAGGTGGCGATG	V_CTCF_BR	23
chr13	49919792	49919942	id-27342	6.64e-05	-	TCCACAGTGTCTGCTGCAGCCCATAGAGGGGGCTC	Upstream_CTCF	0
chr13	49942359	49942509	id-27343	1	+	NA	NONE	9
chr13	49995692	49995842	id-27344	6.49e-06	+	TAGCAGTACCAAGGCCTCCCCTCCACATGGTGTCA	UpstreamP1_CTCF	30
chr13	50011200	50011350	id-27345	2.96e-05	-	ATAAAATATTTCAAGATGAACAGAAGATGGCAGGC	V_CTCF_BR	24
chr13	50018167	50018317	id-27346	1	+	NA	NONE	39
chr13	50068870	50069020	id-27347	1	+	NA	NONE	10
chr13	50070298	50070448	id-27348	1	+	NA	NONE	16
chr13	50091721	50091871	id-27349	2.23e-06	-	CAGCTCCAGGCAAGGGGCCCCACTAGGGGGCCCTT	UpstreamP1_CTCF	37
chr13	50123541	50123691	id-27350	5.38e-05	+	TACCCACAGACAGGAGGCGCCACGAGACGGCGGGA	V_CTCF_BR	34
chr13	50128683	50128833	id-27351	2.43e-06	-	TTATGCTGCCATTGATCTGACAGGAGGTGGCGCTC	V_CTCF_BR	6
chr13	50134559	50134709	id-27352	1	+	NA	NONE	34
chr13	50141755	50141905	id-27353	7.73e-06	+	ACAGCACACACAGAGGGCGCCTGCAGCTGGAGCAT	V_CTCF_BR	0
chr13	50181304	50181454	id-27354	2.27e-06	-	TGCTAGGTTTGGGCCCGCGCCACATGGTGGCAGGC	V_CTCF_BR	40
chr13	50223501	50223651	id-27355	3.88e-06	+	CTAGGCAACGTGGAATTCAACACTAGAGGGAAGCA	V_CTCF_BR	39
chr13	50226952	50227102	id-27356	1.09e-07	+	CTGTCCTACTACTCCAGGGCCACCAGATGTCAGTG	UpstreamP1_CTCF	40
chr13	50243958	50244108	id-27357	5.12e-06	+	CTCTAATACAGCATCACAACCACAGGATGGCACTG	UpstreamP1_CTCF	40
chr13	50253520	50253670	id-27358	1.55e-05	+	TAATTGGGAAGGCAGGGCTCCACTAGGTGTCAGGC	V_CTCF_BR	35
chr13	50365485	50365635	id-27359	1	+	NA	NONE	32
chr13	50366709	50366859	id-27360	2.2e-06	+	CGTTCTGTGACGCCTCCGAGCGCGAGGTGGCAGTA	Upstream_CTCF	28
chr13	50395635	50395785	id-27361	2.46e-06	+	GTGAAGAGCCTGGCCAAAACCAGCAGATGGTGACA	UpstreamP1_CTCF	28
chr13	50422216	50422366	id-27362	5.2e-08	-	AAGCAACTTTTGAAGCCGACCACTAGAGGGCGGAC	UpstreamP1_CTCF	40
chr13	50443788	50443938	id-27363	4.5e-05	+	GGGCTTCTAGCCACTGGGGGCACCAGAGGCTCACC	UpstreamP1_CTCF	40
chr13	50482894	50483044	id-27364	5.67e-06	+	CAGGTCCTTCAGGAGGTGTCCAAAAGAGGGCGTTG	Upstream_CTCF	22
chr13	50510430	50510580	id-27365	3.42e-05	-	CCTGCATTGCGCCCTCCCGGCCTAGGGTGTCGCTG	Upstream_CTCF	40
chr13	50550904	50551054	id-27366	9.55e-09	+	GAGACTCATCTTCGCATGGCCTGCAGAGGGCGCTC	V_CTCF_BR	40
chr13	50571553	50571703	id-27367	1.97e-06	+	AGCGTTTGGTTGCATGGCGCCGGGGGAGGGCGCCC	V_CTCF_BR	40
chr13	50655845	50655995	id-27368	4.21e-05	-	GCAGTGGTGGGACCCGCAGGCAGTGGTGGGTGCAG	V_CTCF_BR	31
chr13	50659239	50659389	id-27369	6.43e-06	+	CTAAGAATTTTATATTTGACCACAAGGGGGTGCAA	V_CTCF_BR	37
chr13	50698359	50698509	id-27370	4.14e-06	+	GCTCACACAATGGGACGCGTCGGGAGGGGGCGGCC	V_CTCF_BR	24
chr13	50701732	50701882	id-27371	1.55e-05	+	AGAAACTGGGTGGGGGCGGTCCCTGGAGGGCGCCC	V_CTCF_BR	8
chr13	50741504	50741654	id-27372	1	+	NA	NONE	18
chr13	50744690	50744840	id-27373	3.45e-05	+	TTCATCCATTCTTCTCCTACCAGCAGGTGTCATTA	V_CTCF_BR	30
chr13	50753425	50753575	id-27374	5.08e-05	+	GAGTGAGTACATGAATGCAGCAGTGGGTGGCAGTC	UpstreamP1_CTCF	4
chr13	50763703	50763853	id-27375	1.83e-05	+	CAACAAGTTATAGGTTCGTCCAGTTGGTGGAGCTG	V_CTCF_BR	29
chr13	50811332	50811482	id-27376	1	+	NA	NONE	3
chr13	50842742	50842892	id-27377	1	+	NA	NONE	21
chr13	50849678	50849828	id-27378	1	+	NA	NONE	4
chr13	50951175	50951325	id-27379	2.04e-05	+	AGCAGACAACACATAGAGGCCACTGGGAGGCAGCA	V_CTCF_BR	24
chr13	50961289	50961439	id-27380	5.01e-06	-	ACACACCCCCTGGCCCTGGCCACTGGGAGGTGCCC	V_CTCF_BR	37
chr13	51012596	51012746	id-27381	2.01e-05	+	GGTGCAGTCTGAGAACTGACCACTGGGTTTAGATT	Upstream_CTCF	10
chr13	51087054	51087204	id-27382	1.11e-05	-	TGGACACTGCCCAGTGTCCCCTCCAGGGAGCAGAG	Upstream_CTCF	12
chr13	51106165	51106315	id-27383	4.7e-06	-	TTCATAATTTTTTAGGTGAGCAGCAGAGGGAGCCC	V_CTCF_BR	38
chr13	51155165	51155315	id-27384	1	+	NA	NONE	24
chr13	51162787	51162937	id-27385	8.9e-05	-	TTGCAAAGCCACTGATGCTCCACTAGGAGAGCACG	UpstreamP1_CTCF	21
chr13	51168699	51168849	id-27386	1.17e-05	-	TGCACTTTGTGTGAGGCAGCCCCAAGGGGCCACCC	V_CTCF_BR	7
chr13	51190338	51190488	id-27387	1	+	NA	NONE	8
chr13	51218357	51218507	id-27388	1	+	NA	NONE	2
chr13	51288396	51288546	id-27389	1	+	NA	NONE	11
chr13	51319832	51319982	id-27390	9.88e-07	-	ACTGCCATTCAGAGAGTACCCACCAGAGGCATAAA	Upstream_CTCF	17
chr13	51375581	51375731	id-27391	2.91e-05	-	TTAGGTATTTCCATGCCAACCAGTGGAGGTCAGTG	Upstream_CTCF	40
chr13	51380061	51380211	id-27392	4.17e-05	-	AATGTAAATGGAGGTTTTTACAATAGAGGGCAGCA	Upstream_CTCF	20
chr13	51483852	51484002	id-27393	2.53e-05	-	CGGCCTCTCCCTCGCGGCTCCGCTAGTGGTAGGTG	V_CTCF_BR	14
chr13	51484770	51484920	id-27394	1	+	NA	NONE	16
chr13	51486274	51486424	id-27395	1.26e-07	-	CCTTGTTGTACCCTCAGAGCCTGCAGGTGGCGCTA	V_CTCF_BR	40
chr13	51489821	51489971	id-27396	1	+	NA	NONE	4
chr13	51493537	51493687	id-27397	2.96e-05	-	ATCCAGCCAGTAGACCACACAGCCAGGGGGCAGAA	V_CTCF_BR	8
chr13	51543992	51544142	id-27398	6.51e-05	+	ACCACATGTTTTCCTTTCCTCTCTAGATGGCAGCA	V_CTCF_BR	27
chr13	51563705	51563855	id-27399	5.65e-05	+	GGCAGCTGCTTAGTGAGGAAGCGCAGGGGGCGCTG	V_CTCF_BR	30
chr13	51618243	51618393	id-27400	1.34e-06	-	CCAGCTATGGCCTTTTTGTTCAACAGGTGGCAGCA	Upstream_CTCF	12
chr13	51644293	51644443	id-27401	1.77e-05	-	TTGGCATGTGGGGCTTTGGCCACACGGTGGCGCTT	Upstream_CTCF	40
chr13	51666153	51666303	id-27402	1	+	NA	NONE	7
chr13	51695123	51695273	id-27403	5.21e-08	-	GAGAACCCTTAAAACCCAACCACCAGGGGGCAGAA	V_CTCF_BR	39
chr13	51699993	51700143	id-27404	3.8e-07	+	CATGCGAGTCTTCTCAAATGCACCAGGGGGCAGCA	Upstream_CTCF	40
chr13	51723231	51723381	id-27405	1.41e-06	+	GTGGCAGCTTCATATTTTCCCACTAGATGGGGTTC	Upstream_CTCF	40
chr13	51732618	51732768	id-27406	1.39e-05	-	AGGTACAGGCTCCCCATGGCCAGTGGGTGTCACTT	V_CTCF_BR	9
chr13	51796399	51796549	id-27407	5.51e-07	+	GGTGCCCAGCCGGGCGCGGTCGGGAGAGGGCGCGG	V_CTCF_BR	36
chr13	51796987	51797137	id-27408	1.82e-07	-	TCCCGATCTCCAGGGCCGGACTCCAGGGGGCTCCG	V_CTCF_BR	32
chr13	51805488	51805638	id-27409	7.11e-06	+	TCAGCATTGTCTAACGGTCCCCGGAGAGGTCAGTA	Upstream_CTCF	1
chr13	51824359	51824509	id-27410	1	+	NA	NONE	40
chr13	51831450	51831600	id-27411	1.48e-06	+	GTGAAGCACATGGTATTCTCCACTAGGAGGTGCAG	UpstreamP1_CTCF	24
chr13	51837132	51837282	id-27412	6.49e-06	+	TGGGGAGCCACAGCCTTTCCCACTAGGGGGCCTCT	Upstream_CTCF	36
chr13	51858531	51858681	id-27413	1	+	NA	NONE	8
chr13	51860645	51860795	id-27414	1.37e-11	-	ACCCTCCCGGGCACAGCGGCCACCAGGTGGCACCA	V_CTCF_BR	39
chr13	51871800	51871950	id-27415	5.52e-05	+	ATGCATCACCTCTAGACAGCAGAAAGATGGCACTG	UpstreamP1_CTCF	16
chr13	52009242	52009392	id-27416	1.9e-06	+	TCTGCTACAACAAAGACAGCCAGTAGAGGGACTAA	Upstream_CTCF	35
chr13	52019175	52019325	id-27417	1	+	NA	NONE	35
chr13	52062097	52062247	id-27418	1	+	NA	NONE	4
chr13	52097449	52097599	id-27419	4.51e-05	+	GTGGCTGTCTTTCTGGTCTGAGCCAGAGGGCAGTC	Upstream_CTCF	8
chr13	52158451	52158601	id-27420	7.55e-07	-	GGCCTGCCGCAGGGGGTAGCCGCTGGTGGGCGCGA	V_CTCF_BR	25
chr13	52159018	52159168	id-27421	3.31e-06	-	GCGCAGCTGAACACCGGCACCACCAGGATGCGCAT	UpstreamP1_CTCF	31
chr13	52165338	52165488	id-27422	1	+	NA	NONE	23
chr13	52174033	52174183	id-27423	4.68e-05	+	TTGCAGTGCTTGCATGTGGCCACTGTGACACAAAA	UpstreamP1_CTCF	24
chr13	52202609	52202759	id-27424	9.41e-05	+	GGTTTCCCATCCCACCAACTCGGTAGGGGGCAGGG	V_CTCF_BR	6
chr13	52219289	52219439	id-27425	1	+	NA	NONE	13
chr13	52306077	52306227	id-27426	2.66e-05	-	TTTAGCTCCAGAAAGAAAACCAGTAGAGGGAGCAT	V_CTCF_BR	35
chr13	52307959	52308109	id-27427	1	+	NA	NONE	25
chr13	52338686	52338836	id-27428	2.81e-05	+	GAAAGCAGCACACAGCTCACCACGAGGGGTTTCCC	V_CTCF_BR	14
chr13	52341400	52341550	id-27429	1	+	NA	NONE	28
chr13	52342927	52343077	id-27430	1	+	NA	NONE	23
chr13	52355512	52355662	id-27431	8.02e-08	-	GTGTAATGCCTGGGAATGCCTGGCAGAGGGCAGGG	UpstreamP1_CTCF	40
chr13	52371969	52372119	id-27432	3.88e-06	-	CAGATGGTTTCATTGAATTCCACCAGGTGGCACAG	V_CTCF_BR	40
chr13	52377802	52377952	id-27433	8.99e-05	+	ACGAGCACACCCAGCGGGGCGCCGAGGTGCCGCCC	V_CTCF_BR	12
chr13	52389359	52389509	id-27434	4.89e-09	+	AGGGCTGTTCTTCCTTTGTCCAGCAGATGGCACAC	Upstream_CTCF	40
chr13	52390173	52390323	id-27435	9.84e-06	+	CTGTAGCAGGCCAGCCCGCCCCCTATGTGGAAGCT	UpstreamP1_CTCF	4
chr13	52392481	52392631	id-27436	3.63e-06	+	GAAATGCAGGGTCTAGTGGCCCACAGGGGGCAGAG	V_CTCF_BR	13
chr13	52406683	52406833	id-27437	3.18e-06	-	GGCAGAATGACTGAACATACCAGGAGAGGGCAGAA	V_CTCF_BR	38
chr13	52407027	52407177	id-27438	1.73e-06	+	AATCAGTGTGTGGAAGGGACCAGCAGGGGCAGCGC	UpstreamP1_CTCF	22
chr13	52409090	52409240	id-27439	1.55e-05	-	GCTCTCAGATCCCAGCAAGCCACTTGGGGGAGCTT	V_CTCF_BR	2
chr13	52419344	52419494	id-27440	3.67e-09	+	CCTGCAGTGTTCCCCAGGCCCGCAGGGGGGCAGCA	Upstream_CTCF	40
chr13	52423907	52424057	id-27441	8.16e-07	-	GAGGGAGGGCAAAGAGGCGCCAGTAGGTGGCGTTG	V_CTCF_BR	40
chr13	52440101	52440251	id-27442	9.51e-07	+	GAAGATGGGCCCCACAACGCCAACAGAGGGCAGCG	V_CTCF_BR	9
chr13	52470523	52470673	id-27443	6.39e-08	+	GTGAGCAGCAGCAGCATGTCCAGGAGAGGGCACCC	V_CTCF_BR	40
chr13	52486336	52486486	id-27444	6.05e-06	+	ATTATTAAGAAGTGAATGGACACGAGAGGGAGGCA	V_CTCF_BR	11
chr13	52487691	52487841	id-27445	1.55e-05	-	TGCACCATAATGGCTGCAGACTCTAGGTGGTGCTG	V_CTCF_BR	27
chr13	52498233	52498383	id-27446	1.37e-05	-	GGCGCCAACCTCTAGAAGGCCACCAGGTGGCCAGT	Upstream_CTCF	38
chr13	52508933	52509083	id-27447	4.65e-05	-	GGGACCAGGTCAGCTATGTCAGCCAGGTGTCGCTG	V_CTCF_BR	1
chr13	52510009	52510159	id-27448	1.09e-07	+	CCTGATGTTCCCAGAACCACCCACAGGTGGCATCC	Upstream_CTCF	38
chr13	52533696	52533846	id-27449	1	+	NA	NONE	7
chr13	52534035	52534185	id-27450	1.63e-05	-	TTTTTTTCTCTCTTAATGACCAGTAGGTGGGGCTT	Upstream_CTCF	9
chr13	52545840	52545990	id-27451	1.35e-05	+	CAGTAGGTGTGTGCTGTGGGCACAGAGGGGAGGCA	UpstreamP1_CTCF	1
chr13	52550008	52550158	id-27452	1	+	NA	NONE	9
chr13	52570452	52570602	id-27453	1	+	NA	NONE	16
chr13	52575389	52575539	id-27454	3.84e-06	+	ATGTCATTCCTCTAAAATGCCTCTAGGGGGTTCCC	UpstreamP1_CTCF	40
chr13	52577828	52577978	id-27455	4.88e-05	+	AGGAGGAGCTCATGCCCCACCTGGAGCAGGCAGCT	V_CTCF_BR	4
chr13	52578788	52578938	id-27456	2.96e-05	+	CAAAGTCTTTCCCTCATTCCCCCTAGATGGAGCCC	V_CTCF_BR	6
chr13	52585259	52585409	id-27457	1.1e-06	-	CGCGTTCGGCGCTTACTCGCCCCCAGGGGGTGCGC	V_CTCF_BR	33
chr13	52600109	52600259	id-27458	1.19e-06	-	CCTGTGTAGCCTGTTGGTACCACCAGAGGGTGGGA	V_CTCF_BR	2
chr13	52600580	52600730	id-27459	1	+	NA	NONE	17
chr13	52645066	52645216	id-27460	7.55e-07	+	TGAAAGAAAGGTCACATAACCAGAAGGTGGCAGCA	V_CTCF_BR	30
chr13	52701988	52702138	id-27461	4.71e-06	-	CCATATATTTCCAGAATTCCCCCTAGGGGGCAGTA	Upstream_CTCF	40
chr13	52703160	52703310	id-27462	1.21e-06	-	TTGCGCGGCTCCGCCCCGGCCGCAGGGAGGCGCAG	UpstreamP1_CTCF	40
chr13	52715578	52715728	id-27463	1	+	NA	NONE	21
chr13	52768557	52768707	id-27464	1	+	NA	NONE	14
chr13	52768815	52768965	id-27465	8.99e-05	-	CCACTGCGCTCCAGCCTGGGCGACAGAGGGAGACT	V_CTCF_BR	6
chr13	52769663	52769813	id-27466	1	+	NA	NONE	21
chr13	52775604	52775754	id-27467	1.38e-06	-	TAACAAGAGACTATGTTTGCCTCCAGAGGGCACTT	V_CTCF_BR	40
chr13	52776749	52776899	id-27468	1	+	NA	NONE	12
chr13	52810470	52810620	id-27469	1.22e-07	-	ATGTGGTTTGACCTACAAGCCAGTAGATGGCGCCA	UpstreamP1_CTCF	40
chr13	52917539	52917689	id-27470	1.64e-06	+	GGTGTATTACCAATTTGCTTCACTAGATGGAGATA	Upstream_CTCF	32
chr13	52973987	52974137	id-27471	2.8e-05	+	AAAGTCATACTAATTTGGATCTGAAGGGGGCAGGA	Upstream_CTCF	31
chr13	53024788	53024938	id-27472	3.88e-06	+	GACGGAGGGAGCGGCCTGGCAGCGAGCGGGCGCGG	V_CTCF_BR	40
chr13	53025600	53025750	id-27473	1	+	NA	NONE	1
chr13	53144156	53144306	id-27474	1.3e-07	+	ATGTGGTTTGACCTACAAGCCAGTAGATGGCGGCG	UpstreamP1_CTCF	39
chr13	53182437	53182587	id-27475	1	+	NA	NONE	13
chr13	53183580	53183730	id-27476	1.38e-06	+	TAACAGGAGACTATTTTTGCCTCCAGAGGGCACTT	V_CTCF_BR	39
chr13	53226996	53227146	id-27477	8.59e-05	+	ACTACGAGGGATGGCGGCGGCTGCAGCAGGAACTG	V_CTCF_BR	40
chr13	53239600	53239750	id-27478	7.62e-07	+	GTTGCTTTGCTGTTTTCTTCCTCCAGGTGGGGCTC	Upstream_CTCF	39
chr13	53243916	53244066	id-27479	5.93e-06	+	TTTGAATTTCCTTTTTCATACAGTAGAGGGAGACA	Upstream_CTCF	12
chr13	53281692	53281842	id-27480	4.02e-07	+	ACTTCCATTCCATATGTTGCCTCCAGGGAGCACTC	Upstream_CTCF	30
chr13	53285509	53285659	id-27481	4.14e-06	-	AGTCAGCAGGGGCTGGCTGGCTGAAGGGGGCAGGA	V_CTCF_BR	7
chr13	53313036	53313186	id-27482	4.31e-07	-	CCCCGTGTCGCCCATGGTGCCCCTAGGGGGAGCCC	V_CTCF_BR	30
chr13	53313473	53313623	id-27483	1.26e-07	-	GCGGAGGGACGTCCCGTGGCCGGTAGAGGGTGCAG	V_CTCF_BR	18
chr13	53318275	53318425	id-27484	1	+	NA	NONE	15
chr13	53383548	53383698	id-27485	2.32e-08	-	CCTGTTTGGCCCCAGGTGACCACAAGGTGGCAGTG	Upstream_CTCF	39
chr13	53402249	53402399	id-27486	9.31e-05	-	CAGGGAGTCCCTCGGCTGGCCGCGCTGTGGCAGCA	Upstream_CTCF	1
chr13	53419647	53419797	id-27487	7.6e-05	+	AAGGAGTGTCCTTTCCACACCGCCACAGGGGGCGC	UpstreamP1_CTCF	29
chr13	53420452	53420602	id-27488	2.01e-05	+	CAGGAGCGCCCTGAACACGCGACCGGGTGGCTCCT	UpstreamP1_CTCF	31
chr13	53421204	53421354	id-27489	8.21e-06	+	GCAGCCGGAAGTGCTCGTGCCCATAGAGGGCGCAG	V_CTCF_BR	29
chr13	53424586	53424736	id-27490	6.46e-07	-	AAGGGCTGCGATTTGGGCTCCTGTAGGGGGCGCTC	V_CTCF_BR	26
chr13	53425062	53425212	id-27491	5.98e-05	-	CAGAACTGCGGGGTGCAGATGCGCAGGGGGCGCTG	UpstreamP1_CTCF	23
chr13	53425621	53425771	id-27492	1	+	NA	NONE	11
chr13	53436620	53436770	id-27493	1.95e-07	+	CAGGCTATTTGGAGACATGCCTCCAGGGGGCGCTC	Upstream_CTCF	40
chr13	53471680	53471830	id-27494	9.58e-10	+	CCTGCACTTTCCTTGGGTTCCAGTAGGGGGCAGCT	Upstream_CTCF	38
chr13	53473311	53473461	id-27495	1.24e-05	+	TCATCTGCATTAAACACAGGCAGTAGGTGGCTCCA	V_CTCF_BR	2
chr13	53542359	53542509	id-27496	7.55e-07	-	TTATGCAACATCCTAACGGCCACTAGAGGGTGCAG	V_CTCF_BR	40
chr13	53565739	53565889	id-27497	1	+	NA	NONE	1
chr13	53578849	53578999	id-27498	5.01e-06	+	TTGCCTGGGTAAAGAGGAGCCACCAGGAGGAGCCT	V_CTCF_BR	8
chr13	53643510	53643660	id-27499	1	+	NA	NONE	6
chr13	53726047	53726197	id-27500	1.59e-06	-	GGCACAATGTTAGACCTTGTCAGTAGAGGGCGCTA	V_CTCF_BR	40
chr13	53763426	53763576	id-27501	1	+	NA	NONE	7
chr13	53772285	53772435	id-27502	3.48e-06	-	CTGCTTCCATATGTATTAGCCAGGAGAGGGACCCA	UpstreamP1_CTCF	9
chr13	53775354	53775504	id-27503	5.01e-09	-	GCAGCCGGAAGTGCACCTGCCAGTAGAGGGCGCAG	V_CTCF_BR	32
chr13	53776206	53776356	id-27504	4.59e-07	-	CGGCATCAGCACCACTTCTGCGCCAGGTGGCGCCC	UpstreamP1_CTCF	21
chr13	53780728	53780878	id-27505	2.81e-08	+	ACTTCATTTCCTCAGTACACCAGCAGGTGGAGGTG	Upstream_CTCF	40
chr13	53824545	53824695	id-27506	1	+	NA	NONE	39
chr13	53913025	53913175	id-27507	8.58e-06	-	AAGCAATGTACATGTCAGGAAGCTAGGGGGCACTA	UpstreamP1_CTCF	12
chr13	53943204	53943354	id-27508	1	+	NA	NONE	2
chr13	53979835	53979985	id-27509	1	+	NA	NONE	5
chr13	53985402	53985552	id-27510	6.49e-06	-	CTGTCATTTGGTTACCTTGCCACTAGGTGAAAGAC	UpstreamP1_CTCF	2
chr13	54353194	54353344	id-27511	1	+	NA	NONE	3
chr13	54356182	54356332	id-27512	4.01e-05	-	GCGTAGAGTATGCACAGCCACAGAAGGTGGCGCTT	V_CTCF_BR	15
chr13	54356648	54356798	id-27513	2.78e-06	+	GATTGCAGCTTTTACTTTACCGCTAGGTGGCAGAA	V_CTCF_BR	39
chr13	54571105	54571255	id-27514	1.29e-05	+	CTGCCATTGCTGGCTTTGAACAGAGGAGGAGGCCA	UpstreamP1_CTCF	2
chr13	54760018	54760168	id-27515	3.36e-05	+	TGGTTATGGCCTCAAAGAACCACAGAGGGGCGGCA	UpstreamP1_CTCF	10
chr13	55024187	55024337	id-27516	5.89e-08	+	TTGCAATTTGATTACATTGACACCAGATGGCAGTG	UpstreamP1_CTCF	10
chr13	55061129	55061279	id-27517	7.78e-06	-	AGAGAAAGACCGCCAGGTGACAGCAGAGGTAGGAG	Upstream_CTCF	1
chr13	55110392	55110542	id-27518	8.56e-05	-	CTACAGGGAAAGGAGAAGGATGCTAGAGGGCAGTA	UpstreamP1_CTCF	12
chr13	55147446	55147596	id-27519	4.01e-05	+	GGAGGCGGAGGTTGCAGTGAGCCCAGGTGGCGCCA	V_CTCF_BR	3
chr13	55307886	55308036	id-27520	3.56e-05	+	GCTGCCAGATCTCAGTTCACCTGATGGTGTCACTG	Upstream_CTCF	8
chr13	55524803	55524953	id-27521	1.19e-06	+	GAATAGATTCTTCCTAGCGCCTCCAGAGGGAGCAC	V_CTCF_BR	10
chr13	55563763	55563913	id-27522	1	+	NA	NONE	7
chr13	55773385	55773535	id-27523	7.46e-06	+	GTACAATTCAGGCTGAAGTCCAGCAGATGGTGCTT	UpstreamP1_CTCF	10
chr13	55819560	55819710	id-27524	3.48e-06	-	GGTCACTGCAGCTGTTTCAACACTGGGGGGCACTC	UpstreamP1_CTCF	23
chr13	55933328	55933478	id-27525	5.08e-05	+	CTTGAAGTGGGGAGAGTCTCCATTAGGGGATGCTA	Upstream_CTCF	2
chr13	56091562	56091712	id-27526	1.52e-07	-	GGGGACCAGACACTGGAGACCACTAGAGGGCAGAA	V_CTCF_BR	21
chr13	56573977	56574127	id-27527	8.02e-05	-	TCTGTCAGTTACCATTGGATGACAAGGTGGCGCTG	Upstream_CTCF	8
chr13	56925358	56925508	id-27528	2.6e-06	+	GTTATGCGCTCTGCCCTGCCCACTGGGTGGCAGAG	V_CTCF_BR	8
chr13	57135580	57135730	id-27529	3e-06	+	CAGAAATGCTCCTGTCTCTCCAGTGGGTGGCTCCT	UpstreamP1_CTCF	12
chr13	57154657	57154807	id-27530	1	+	NA	NONE	1
chr13	57329389	57329539	id-27531	4.65e-05	+	CCATGAAGGGCTTCTCAACCCTGAAGGGGGTGCTA	V_CTCF_BR	10
chr13	57604943	57605093	id-27532	7.27e-06	-	GGTATTCTGCCTGACAGCGCGGCTAGGGGGCAGCA	V_CTCF_BR	3
chr13	58132413	58132563	id-27533	1.55e-07	-	ATGTTATTACTTTTATTGACCACGAGGAGGCACTG	UpstreamP1_CTCF	19
chr13	58156200	58156350	id-27534	1.27e-06	+	TTGTAGTTTGGGTTGAGATCCAGCAGATGGTGCTT	UpstreamP1_CTCF	9
chr13	58198797	58198947	id-27535	1.47e-05	-	GCAACCCGGGACATTTGATTCAGTAGGTGGCACTC	V_CTCF_BR	14
chr13	58199104	58199254	id-27536	1.52e-07	+	CGCTCTACTGTCAAAGTGACCACAAGGGGGAGCTA	V_CTCF_BR	40
chr13	58201847	58201997	id-27537	2.89e-07	+	ATGGTAGTTCTTTTTATATACACTAGGGGGCGATG	Upstream_CTCF	39
chr13	58203582	58203732	id-27538	1	+	NA	NONE	14
chr13	58206182	58206332	id-27539	1.48e-05	-	CAGTAGGTTTTCCTCGCTCCCGCTAGGGTGCTGCA	UpstreamP1_CTCF	11
chr13	58207679	58207829	id-27540	5.26e-07	+	CCATCGGTTTCGTCTCCGTGCGCCAGGGGGCGCTG	Upstream_CTCF	23
chr13	58208762	58208912	id-27541	9.71e-06	-	ACGGCGATGGTGATCATGGCCGCTAGGAGGATGAT	Upstream_CTCF	14
chr13	58290567	58290717	id-27542	1	+	NA	NONE	16
chr13	58499496	58499646	id-27543	1	+	NA	NONE	9
chr13	59286419	59286569	id-27544	1.92e-05	+	CAGGAGCTGTAAGCATTCACCGCTAGATGCTGCTG	UpstreamP1_CTCF	10
chr13	59417809	59417959	id-27545	1.1e-06	-	TGTATTAGTTGCCCTCCAGCCAGGAGATGGCGCTT	V_CTCF_BR	8
chr13	59430345	59430495	id-27546	1	+	NA	NONE	3
chr13	59481585	59481735	id-27547	6.84e-06	+	AGCATGAGAAAAATCCTTGCCACCAGCAGGAGGCA	V_CTCF_BR	14
chr13	59523907	59524057	id-27548	1	+	NA	NONE	4
chr13	59535165	59535315	id-27549	2.6e-06	-	ATATATTAACATCAACCAGCCACAAGAGGGAAGTC	V_CTCF_BR	20
chr13	59569027	59569177	id-27550	4.41e-06	-	GAGGTATATACAAGTGCAGCCACTTGGTGGCTCCC	V_CTCF_BR	22
chr13	59617236	59617386	id-27551	2.97e-06	-	ACTGGCTGCAAGCTTGCTCCCAGCGGGTGGCAGTG	V_CTCF_BR	2
chr13	59751000	59751150	id-27552	2.12e-06	+	ATGCAAGTTCATTCTTTGCCCTGTAGGGGTCTCAG	UpstreamP1_CTCF	31
chr13	59752595	59752745	id-27553	8.16e-07	-	AAAAGAAATGGAGGAGCAGCCAGCAGAGGTCAGTC	V_CTCF_BR	34
chr13	59836371	59836521	id-27554	1.09e-06	+	TTGCAGTTTACCTCTATTGCCCCCAAGTGGTAGAA	UpstreamP1_CTCF	34
chr13	59892577	59892727	id-27555	3.63e-06	-	AATTGTATAGTGTCTTTTACCAGCAGGGGCCGCTG	V_CTCF_BR	40
chr13	59918791	59918941	id-27556	1	+	NA	NONE	7
chr13	59933116	59933266	id-27557	1	+	NA	NONE	2
chr13	59939037	59939187	id-27558	6.9e-05	-	GCTGTATGTACTACATCTCCCAGGCGGGGAGGCTG	Upstream_CTCF	9
chr13	59965881	59966031	id-27559	1.95e-07	+	TAGGCATTGTCACTAGAGGGCACCAGAGGGAGACA	Upstream_CTCF	40
chr13	60034284	60034434	id-27560	1	+	NA	NONE	12
chr13	60051272	60051422	id-27561	2.89e-07	+	GATGAAGTTACTGCCTCTGCCACTAGTGGGGGCAG	Upstream_CTCF	38
chr13	60062135	60062285	id-27562	1	+	NA	NONE	25
chr13	60119298	60119448	id-27563	7.17e-05	+	TGTGCTGCCATCTGTCAGTCCAGCAGAGAACACTT	Upstream_CTCF	7
chr13	60122159	60122309	id-27564	2.73e-07	-	TGTGCAGCTTCAGCTTAGCCCCCTAGGGGCAGGGT	Upstream_CTCF	17
chr13	60188582	60188732	id-27565	4.3e-06	-	ACTGTATTTCTTCACCCATACTGTAGGTGGAGTTA	Upstream_CTCF	7
chr13	60215480	60215630	id-27566	9.62e-05	-	TGGCAAGTCTGAGAACCTAAACCCAGGGGTCGCTG	UpstreamP1_CTCF	8
chr13	60217498	60217648	id-27567	2.4e-05	-	TCATGATGCAGGCTCTTGAATACAAGGGGGCAGCA	V_CTCF_BR	3
chr13	60252453	60252603	id-27568	5.9e-06	-	TCTCACTTTCCTCAAACTGACAGTAGGAGGCAGTA	UpstreamP1_CTCF	39
chr13	60254680	60254830	id-27569	1.32e-08	+	ATGCAGCTATAAGCTATAGCCACTAGAGGTCAGAC	UpstreamP1_CTCF	38
chr13	60295928	60296078	id-27570	1	+	NA	NONE	4
chr13	60321811	60321961	id-27571	1	+	NA	NONE	14
chr13	60325041	60325191	id-27572	1	+	NA	NONE	16
chr13	60345532	60345682	id-27573	2.72e-06	-	CTCTTCTTCCCAAATTTAGCCACTAGATAGCACTG	UpstreamP1_CTCF	40
chr13	60421121	60421271	id-27574	7.84e-05	+	TCACTGCACTCCAACCTGGGCGACAGAGGGAGATC	V_CTCF_BR	8
chr13	60480684	60480834	id-27575	2.68e-05	-	GCTGTATTTTGATCTACCACCATTTGGTGTCACTG	Upstream_CTCF	39
chr13	60548721	60548871	id-27576	2.04e-05	+	CCCAACCAAAATCGTTCATTCACAAGGGGGCAGAA	V_CTCF_BR	8
chr13	60665835	60665985	id-27577	5.93e-06	+	ATTGCTACCACCACTGCTACCACAAGAGGCAGTCA	Upstream_CTCF	21
chr13	60683588	60683738	id-27578	6.49e-06	-	CTTGTTCCATTTCTAGTCTCCAGTAGGGGCAGTTG	Upstream_CTCF	6
chr13	60708641	60708791	id-27579	9.84e-06	+	TTGTATGTGTGCCTTCCTGCCAGTAGAGGCTTCCA	UpstreamP1_CTCF	33
chr13	60730240	60730390	id-27580	1	+	NA	NONE	28
chr13	60743925	60744075	id-27581	1.15e-07	-	GCAGCATTATTCAAAATAGCCACAAGGTGGAAATG	Upstream_CTCF	20
chr13	60800796	60800946	id-27582	5.63e-06	+	CTGCAGTGCTCCCTAACGGCCAGCTGTCCGGAGCA	UpstreamP1_CTCF	39
chr13	60834613	60834763	id-27583	1	+	NA	NONE	20
chr13	60900585	60900735	id-27584	1	+	NA	NONE	14
chr13	60903855	60904005	id-27585	6.9e-05	-	CCTGATAAACAGGAACAGGCCTGTGGGAGGAGCTC	Upstream_CTCF	40
chr13	60909789	60909939	id-27586	5.89e-08	-	ATGCAGTTCTGCATCTTTTTCACAAGATGGCACTA	UpstreamP1_CTCF	33
chr13	60943396	60943546	id-27587	4.01e-05	+	CCTGCAATTCTCAGTGTTACCACTGGGATTATTTT	Upstream_CTCF	35
chr13	60954094	60954244	id-27588	3.97e-05	-	GTGTAAAGATGTACATCCACCACAAGGGGCTTCCT	UpstreamP1_CTCF	33
chr13	60971011	60971161	id-27589	1.99e-07	+	CCTGCCCTCTCTGAGGTGGCCGCCTGTGGGCGCTG	V_CTCF_BR	40
chr13	61005356	61005506	id-27590	1.15e-07	-	GCTGTACTACTTGAAAGCACCACTAGATGACAACC	Upstream_CTCF	39
chr13	61023157	61023307	id-27591	1.3e-07	+	TCAGCAATACTGACATCAACCACAAGATGGCTTCA	Upstream_CTCF	39
chr13	61033640	61033790	id-27592	1.32e-05	+	ATTGTATGCTTCATGTATACCAGGAGAGGGAGCAC	Upstream_CTCF	39
chr13	61047855	61048005	id-27593	1.09e-07	+	CCTGGTCTAGCGGACAAGGCCACTAGAGGGCTCCC	Upstream_CTCF	40
chr13	61157752	61157902	id-27594	1	+	NA	NONE	21
chr13	61158784	61158934	id-27595	1	+	NA	NONE	5
chr13	61192375	61192525	id-27596	3.45e-05	-	AGCTGATGAAATGTTGTGGCCATGAGAGGGCACTA	V_CTCF_BR	39
chr13	61201345	61201495	id-27597	7.62e-07	+	CGTGCCATAGACCCCTGTAGCCCTAGGGGGCAGTG	Upstream_CTCF	40
chr13	61228664	61228814	id-27598	1	+	NA	NONE	37
chr13	61329569	61329719	id-27599	2.4e-05	+	TTCAGGAGCCTTATCTGCACCAGCAGGTGGAGTCT	V_CTCF_BR	19
chr13	61564292	61564442	id-27600	9.49e-08	-	CTCTAGGTAAGAGCCCTGGCCTCAAGGGGGAGCCC	V_CTCF_BR	19
chr13	61603328	61603478	id-27601	2.77e-07	-	CTGCATTGACCACTCCTCCCCAGCAGGGTGATGAG	UpstreamP1_CTCF	13
chr13	61699782	61699932	id-27602	2.97e-06	+	TGACCCACTGCCCACAGCTCCACTAGGTGGTGCTG	V_CTCF_BR	30
chr13	61821761	61821911	id-27603	2.58e-05	-	GAAGAGGTATCACTCAAGACCACAGGGGGCCCCAC	Upstream_CTCF	2
chr13	61829661	61829811	id-27604	1.72e-06	-	TTTGTAATAGTACAAGTTGGAGGCAGGGGGCGCCA	Upstream_CTCF	24
chr13	61834719	61834869	id-27605	1.55e-05	-	GCATGAGAATTGCTTGAGCCCAGGAGGTGGCTGCA	V_CTCF_BR	14
chr13	61860398	61860548	id-27606	1.39e-07	+	AGATCAACTTCTATTGTGGCCACAAGATGGCAGCC	V_CTCF_BR	23
chr13	61984948	61985098	id-27607	8.21e-06	-	TATCTAAAAATTCCTGTCACCACAAGAGGGCATCA	V_CTCF_BR	37
chr13	62040541	62040691	id-27608	1.34e-06	-	CAGCACCCTTGGCCTCTACCCACTAGATGTCAGTA	UpstreamP1_CTCF	23
chr13	62164275	62164425	id-27609	4.65e-06	+	TTGCTGTCTCTTCAGATGGCCAAGAGAGGAAGCCC	UpstreamP1_CTCF	1
chr13	62255207	62255357	id-27610	1.04e-05	+	CATTGAAATATGGTTTTCTCCAGTAGGGGGTGGTC	V_CTCF_BR	5
chr13	62259879	62260029	id-27611	1	+	NA	NONE	19
chr13	62455058	62455208	id-27612	1.99e-07	+	AGTAGGGGAAAAGAGGTAACCACTAGGTGGCAGTA	V_CTCF_BR	34
chr13	62528370	62528520	id-27613	2.27e-05	-	AGAAACATAATTTAATGAACCACAAGATGGCAACA	V_CTCF_BR	29
chr13	62588525	62588675	id-27614	8.99e-05	+	AGAAAAAATAAAAATTTTACCACTTGGTGGTGCTG	V_CTCF_BR	18
chr13	62693989	62694139	id-27615	6.49e-06	+	ATACAATACCTGAAACTGAACACTGGGTGGCAATG	UpstreamP1_CTCF	30
chr13	62786522	62786672	id-27616	1.22e-08	+	CCCTGTCCACACCTCACAGCCAGCAGAGGGAGCTG	V_CTCF_BR	4
chr13	62894375	62894525	id-27617	8.89e-06	+	GTTTCTATTTCCTGTGTAGTCAGTAGATGGCAGGC	Upstream_CTCF	36
chr13	62932393	62932543	id-27618	2.6e-05	-	AGTCACTGCATTCATTTCAGCACTAGGGTGCACTG	UpstreamP1_CTCF	32
chr13	62961901	62962051	id-27619	1	+	NA	NONE	8
chr13	63086413	63086563	id-27620	5.51e-07	+	GTGAGATTTAGGCTGCCATCCAGTAGGTGGCACTG	V_CTCF_BR	40
chr13	63119187	63119337	id-27621	2.96e-05	-	TTAAAGTTCAGATTCTAAACCACCAGGGGGTGACA	V_CTCF_BR	20
chr13	63201029	63201179	id-27622	2.53e-05	+	CCAAATTTGCCATTATCAGCCAGCAGGGGACGCTC	V_CTCF_BR	30
chr13	63406400	63406550	id-27623	9.29e-06	+	AGTTTTGCTTCTCTTAAGCCCAGTAGATGGCACTT	Upstream_CTCF	3
chr13	63622910	63623060	id-27624	1.93e-05	+	CAGTGTATGGTCCAGAATTCCACAAGGTGGCTCTG	V_CTCF_BR	22
chr13	63699119	63699269	id-27625	1.19e-06	+	TTAAACTTGCTTTACATTGCCACTAGGTGGAACCA	V_CTCF_BR	27
chr13	63967371	63967521	id-27626	2.1e-05	-	AGGCATCTCCTTCACAAGACCGCAGGAGGGAGACA	UpstreamP1_CTCF	10
chr13	63978178	63978328	id-27627	3.63e-06	+	TGGCCCTCTTCTCACAGCTCCACTAGATGGTGCCC	V_CTCF_BR	11
chr13	64030198	64030348	id-27628	2.5e-05	-	GTCTACCTCTTAGTTTCCACCACTAGGGGGTTTAA	UpstreamP1_CTCF	31
chr13	64104760	64104910	id-27629	1.5e-05	-	TCAGTGGAAACCATACAGGCCACTAGGGAGTGCCA	Upstream_CTCF	5
chr13	64106354	64106504	id-27630	2.43e-06	-	TGGCCCTCTTCTCACATCTCCACTAGATGGTGCCC	V_CTCF_BR	16
chr13	64210471	64210621	id-27631	3.18e-06	+	GGTAAACAGCATGATATTGCCAACAGGGGGAGGTA	V_CTCF_BR	29
chr13	64475884	64476034	id-27632	1	+	NA	NONE	7
chr13	64728766	64728916	id-27633	6.37e-07	+	ATGCAATGATTCTAAACTACCACAGGGTGGTAGGA	UpstreamP1_CTCF	28
chr13	65020635	65020785	id-27634	3.79e-08	+	AAGCAATGCCAGATCTAGGCCAGTAGGGGCCTGTA	UpstreamP1_CTCF	35
chr13	65046175	65046325	id-27635	1	+	NA	NONE	34
chr13	65104139	65104289	id-27636	9.67e-08	+	CCTGTTTTCCTCCCACCCCCCAGCAGGGGGAGTTT	Upstream_CTCF	40
chr13	65121963	65122113	id-27637	6.84e-06	+	TATGTATGTGATTTGGTAGACTGCAGAGGGAGCTA	V_CTCF_BR	13
chr13	65393336	65393486	id-27638	5.68e-06	+	AACTGTATGATGAGGCCAGTCACAAGATGGCGGTG	V_CTCF_BR	8
chr13	65571746	65571896	id-27639	5.41e-06	-	TATGTTATACCACATTTTACCCCTAGAGGCTGATT	Upstream_CTCF	11
chr13	65639231	65639381	id-27640	2.6e-05	-	CTGCAGTCACTCATGATACCTGAGAGAGGGAGATG	UpstreamP1_CTCF	2
chr13	65777109	65777259	id-27641	5.01e-06	-	TGGCCCTTTTCTCACAGTTCCACTAGGTGGTGCCC	V_CTCF_BR	28
chr13	65866811	65866961	id-27642	1	+	NA	NONE	9
chr13	66187262	66187412	id-27643	3.28e-07	+	GTGCTATTCCTCACCCTGCCCTGGTGAGGGCACTA	UpstreamP1_CTCF	36
chr13	66212832	66212982	id-27644	2.89e-07	-	GGTGTAACACCACTGACAGCCTCAAGAGGGAGTCA	Upstream_CTCF	40
chr13	66230988	66231138	id-27645	1	+	NA	NONE	35
chr13	66252148	66252298	id-27646	1.1e-06	+	CACTGGGAACAGAGCACAAACAGAAGGGGGCAGCC	V_CTCF_BR	22
chr13	66350322	66350472	id-27647	1	+	NA	NONE	4
chr13	66432437	66432587	id-27648	1.16e-05	+	CCTGCATTCTTCTCAGTTGCCACAAGATGTGTAGT	Upstream_CTCF	5
chr13	66457075	66457225	id-27649	1.75e-07	-	CTGCAGGACTCAGCTACCACCACTAGGGTGGGAAG	UpstreamP1_CTCF	35
chr13	66501042	66501192	id-27650	4.48e-07	+	TATGCAGGCCCCCTAGCAGCGTCCAGGTGGGGGCG	Upstream_CTCF	39
chr13	66541174	66541324	id-27651	1	+	NA	NONE	38
chr13	66559911	66560061	id-27652	5.13e-05	+	GCAGGCGGAGATTGCAGTGAGCCCAGGTGGCGCCA	V_CTCF_BR	16
chr13	66685864	66686014	id-27653	2.28e-05	-	TCTGCCAGCAACATTTCCACCAGCAGGAGGAATGT	Upstream_CTCF	11
chr13	66774811	66774961	id-27654	1	+	NA	NONE	16
chr13	66811972	66812122	id-27655	7.73e-06	+	AACACAGCTGGTTTTCCTTCCTCAAGATGGCAGTA	V_CTCF_BR	5
chr13	66839621	66839771	id-27656	5.52e-05	+	TTGTTACTCCACCACAGTGACTCCTGATGGAAGAA	UpstreamP1_CTCF	5
chr13	66927972	66928122	id-27657	4.43e-05	+	TCCACCTGGCACTAGTCAGTCACTAGGTGGCTAAA	V_CTCF_BR	16
chr13	67043990	67044140	id-27658	1	+	NA	NONE	5
chr13	67057916	67058066	id-27659	2.46e-06	-	CAGCCCTTTCTGTATCTGCCCGCTAGGGGTCTCCA	UpstreamP1_CTCF	2
chr13	67066724	67066874	id-27660	1.21e-06	+	CTGGTCATGCTATAAATAACCACCAGGTGCCACTC	Upstream_CTCF	21
chr13	67108509	67108659	id-27661	2.5e-05	-	CTGTCTTGCCCTCTTTCTGCCACATGGGGATACAA	UpstreamP1_CTCF	6
chr13	67118009	67118159	id-27662	1	+	NA	NONE	30
chr13	67192969	67193119	id-27663	3.81e-05	+	TTGACATTACCCTTACTTTACACTAGGAGGCATAA	UpstreamP1_CTCF	38
chr13	67231780	67231930	id-27664	1	+	NA	NONE	8
chr13	67263292	67263442	id-27665	5.01e-06	-	GGGGGTCTCTAGTTTTGGAACACTAGAGGGCTGTA	V_CTCF_BR	32
chr13	67263872	67264022	id-27666	4.7e-06	+	ATTCACGAGCTGTCCCTGGTCTGCAGATGGAGCTG	V_CTCF_BR	33
chr13	67289048	67289198	id-27667	1	+	NA	NONE	31
chr13	67409630	67409780	id-27668	1	+	NA	NONE	5
chr13	67501326	67501476	id-27669	1	+	NA	NONE	6
chr13	67566457	67566607	id-27670	1	+	NA	NONE	5
chr13	67568438	67568588	id-27671	4.17e-05	-	TAAGTTTGGCCAGTAGGGCACGCTAGAGGGAGACC	Upstream_CTCF	35
chr13	67622297	67622447	id-27672	1	+	NA	NONE	17
chr13	67649486	67649636	id-27673	1	+	NA	NONE	22
chr13	67652320	67652470	id-27674	2.43e-06	-	AGGTCTAAGAAAAATTTGACCAGCTGATGGCGCAG	V_CTCF_BR	2
chr13	67798492	67798642	id-27675	3.18e-06	-	ATTTGAATATCGATAATAGCCTGTAGATGGCACTA	V_CTCF_BR	39
chr13	67812538	67812688	id-27676	4.38e-08	-	TCTGCATTACAATAAAAGTCCTCTAGATGGCAGTG	Upstream_CTCF	37
chr13	67904537	67904687	id-27677	9.62e-05	+	AGGTTTTTTATTCCATCTACCAATAGGTGCCAGCA	UpstreamP1_CTCF	1
chr13	67918020	67918170	id-27678	8.21e-06	-	TTTAGAAAGCTGTCTGCTTCCAGCAGAGGTAGCCA	V_CTCF_BR	5
chr13	67940777	67940927	id-27679	3.41e-07	-	CATGCAGTTACTGCTTTTACAAGTAGAGGGCTCTG	Upstream_CTCF	27
chr13	67990564	67990714	id-27680	1.48e-06	-	CTCGCTCCGCTCACTTAGCCCAGCAGGCGGCACTG	Upstream_CTCF	40
chr13	68012723	68012873	id-27681	5.01e-06	+	CACCAAGCTTCCCAGAAAGGCAGTAGAGGGCACTA	V_CTCF_BR	18
chr13	68217891	68218041	id-27682	2.19e-05	-	GCAGTAATGAGCAGGGCTGCCAGTAGGTAGAATTT	Upstream_CTCF	17
chr13	68226160	68226310	id-27683	8.56e-05	+	TAGTACCAGTCCTAGACTTCCCCTAGGGGGCTTTT	UpstreamP1_CTCF	6
chr13	68310776	68310926	id-27684	9.66e-05	+	TGTATAAAACCTTATCCTGCCACAAGGGAGCGCTT	Upstream_CTCF	29
chr13	68415343	68415493	id-27685	6.46e-07	-	CAAGGGCTATCAGTATCAGCCACAAGAGGGTGCCA	V_CTCF_BR	15
chr13	68477214	68477364	id-27686	7.8e-08	-	CGACTGTTCTGCTGCGCAGCCTCCAGAGGGCGCTT	V_CTCF_BR	9
chr13	68808531	68808681	id-27687	1	+	NA	NONE	23
chr13	68835391	68835541	id-27688	1	+	NA	NONE	17
chr13	68878546	68878696	id-27689	1.7e-05	+	ATTTCCATTTTATCCTCCTCCATTAGGTGGCAGTG	Upstream_CTCF	38
chr13	69384917	69385067	id-27690	8.03e-07	+	AGGGCTATGCTTTCTGGGACCTCCAGAGGTCAGTC	Upstream_CTCF	19
chr13	69501679	69501829	id-27691	1	+	NA	NONE	27
chr13	69667170	69667320	id-27692	5.89e-08	+	ATGCAGTGATCCAGATTTACCTGCAGAGGTCATTG	UpstreamP1_CTCF	11
chr13	69881046	69881196	id-27693	3.4e-06	-	TCTGCCATCACAAAATTCCCCAGAAGATGTCAATG	Upstream_CTCF	5
chr13	69898377	69898527	id-27694	2.72e-05	-	AGTCACTTATGTATTAAATCCAGAAGGTGGCAATC	UpstreamP1_CTCF	12
chr13	70098715	70098865	id-27695	4.24e-07	-	AATGAAATAACTGTTGTGGCCAGAAGAGGGAGATC	Upstream_CTCF	23
chr13	70111718	70111868	id-27696	9.29e-06	+	CATTAAATATACGGAATCTCCACCAGATGTCAGTA	Upstream_CTCF	35
chr13	70130747	70130897	id-27697	5.38e-05	+	CCTTTTGAAAGCTCAGTGCCAGCTAGATGGCACTA	V_CTCF_BR	4
chr13	70139708	70139858	id-27698	8.58e-06	+	CCGCAAGACTCAAGTAAGCTCCCTAGGTGGCAGCA	UpstreamP1_CTCF	29
chr13	70153591	70153741	id-27699	2.34e-06	+	CTGCATGTGAAATTAGTTCACACTAGATGGCAATA	UpstreamP1_CTCF	15
chr13	70159910	70160060	id-27700	5.17e-06	-	ATTGTTACAACAAGTATTACCACAAGAGGGCATTT	Upstream_CTCF	15
chr13	70431477	70431627	id-27701	1.93e-05	-	ATAATAATAAGTAATATGTCCACTAGGGGGAGACA	V_CTCF_BR	38
chr13	70509236	70509386	id-27702	3.36e-07	-	CAACTATGTACCACGTTCACCAGTAGGTGGCACAG	V_CTCF_BR	28
chr13	70672942	70673092	id-27703	1.64e-06	+	CTTCAATGTGAATAAACAACCACTAGATGGCAAAT	UpstreamP1_CTCF	27
chr13	70884974	70885124	id-27704	6.84e-06	-	TGAGAACATAAGAAAAAGCCCAGCAGGGGGAAGCA	V_CTCF_BR	25
chr13	70914063	70914213	id-27705	8.58e-06	+	TGGCCTTTCCTTTCAGAAACCACTAGAGGGAGAGC	UpstreamP1_CTCF	27
chr13	70927380	70927530	id-27706	1.47e-05	+	GCACTGCACTCCGGCCTGAACAACAGAGGGAGACA	V_CTCF_BR	10
chr13	70961265	70961415	id-27707	1	+	NA	NONE	1
chr13	71142823	71142973	id-27708	1.48e-06	-	TGGCTCATACCACAGATTACCACCAGATGGTGGTA	V_CTCF_BR	37
chr13	71187540	71187690	id-27709	1	+	NA	NONE	22
chr13	71197552	71197702	id-27710	1	+	NA	NONE	30
chr13	71289251	71289401	id-27711	1.46e-07	-	CATTTAGTACCAAGGATGGCCAGCAGGGAGGAGAG	Upstream_CTCF	19
chr13	71297985	71298135	id-27712	3.81e-05	+	GGTGACTTAGGCCAGATAACCACATGGTGGAGATG	V_CTCF_BR	22
chr13	71303659	71303809	id-27713	1.64e-06	+	ACTGCAGCTCCTGCTGACACCACATGGAGCAGAAC	Upstream_CTCF	12
chr13	71366377	71366527	id-27714	1.11e-05	+	TCTCCATTACATGTCATCCCCTCTAGAAGGCAGCA	Upstream_CTCF	15
chr13	71369719	71369869	id-27715	1	+	NA	NONE	14
chr13	71416490	71416640	id-27716	2.6e-06	-	TAATTTCCCAATTCCCAGGCCACTAGGTGGCTCAC	V_CTCF_BR	16
chr13	71535094	71535244	id-27717	1	+	NA	NONE	38
chr13	71538383	71538533	id-27718	9.71e-06	-	GCAGCTTGTGTACTGCACACCTCTAGGTGGTGCCA	Upstream_CTCF	30
chr13	71591886	71592036	id-27719	8.5e-06	-	AGAGAAGCATGCACCTTCTTCACCAGGTGGCAGGA	Upstream_CTCF	9
chr13	71641421	71641571	id-27720	2.29e-05	+	GGTCACTGCAGCTGTTTCAGCACTAGGGGATACCC	UpstreamP1_CTCF	14
chr13	71713882	71714032	id-27721	1	+	NA	NONE	4
chr13	71734943	71735093	id-27722	2.04e-05	+	TGCTGTCGATTCTCTGTAGCCACTAGGGTGCACCG	V_CTCF_BR	8
chr13	71793239	71793389	id-27723	2.58e-05	-	GCTTCCTCACCCTGTCACTCCAGCAGGTGTCTCTA	Upstream_CTCF	23
chr13	71815171	71815321	id-27724	1	+	NA	NONE	31
chr13	71859969	71860119	id-27725	1	+	NA	NONE	21
chr13	71877411	71877561	id-27726	9.41e-05	-	CTATGTTGGGTAAAGGAGGACACCTGGTGGAGGTT	V_CTCF_BR	26
chr13	71894708	71894858	id-27727	2.43e-06	+	GGTGTGATATTAAGCCGTGTCAGTAGAGGGCACTG	Upstream_CTCF	36
chr13	72051995	72052145	id-27728	4.41e-06	-	TTCTGTTTTCTTTCGTTAACCACTAGAGGGCAAAA	V_CTCF_BR	34
chr13	72246786	72246936	id-27729	4.43e-05	-	GCTCGCTATAATTTTTTAACCAGTAGGAGGTGCAG	V_CTCF_BR	26
chr13	72249214	72249364	id-27730	3.97e-07	-	ATGAGGTTTCTTCACCCCTCCAGTAGAGGGCGCAC	V_CTCF_BR	31
chr13	72328854	72329004	id-27731	2.19e-05	-	CCTGCAATGCAGTGAATCACCAGATAGTGGCGTTT	Upstream_CTCF	19
chr13	72420219	72420369	id-27732	2.94e-06	-	TCTGGATTTGTTTGGTTTGCCGCCAGGAGTCAGTG	Upstream_CTCF	1
chr13	72438809	72438959	id-27733	2.78e-06	-	CTCAGTGGGGGAGGATCTACCAAGAGGGGGCGGGA	V_CTCF_BR	11
chr13	72453505	72453655	id-27734	1.03e-06	-	CGGCATTTACTGGGAGTCTCCTACAGAGGGCACCT	UpstreamP1_CTCF	38
chr13	72499307	72499457	id-27735	1	+	NA	NONE	1
chr13	72553939	72554089	id-27736	2.59e-06	-	ATATAGTTCAAGCTGTGGTCCAGTAGGTGGCACTT	UpstreamP1_CTCF	30
chr13	72661936	72662086	id-27737	9.39e-07	-	GTTGTTGTTTCAGATCCTACCACTTGATGGCAGAT	Upstream_CTCF	8
chr13	72795603	72795753	id-27738	2.1e-06	-	CCTGTCACTGCTGCTGTGGGCCGCTGGGGGCGCTG	Upstream_CTCF	40
chr13	72830171	72830321	id-27739	6.39e-05	-	AATGCAGTGCAGTAAAGAGCCTCAGTGTGGAGCTC	Upstream_CTCF	35
chr13	72865663	72865813	id-27740	7.12e-06	+	CTTCACTGCCACATCCCATTCATTAGGGGGAGCTG	UpstreamP1_CTCF	17
chr13	72916190	72916340	id-27741	1.28e-06	+	TGAGTTGATTGGCCTCCAGCCAGCAGGTGGCGATT	V_CTCF_BR	5
chr13	72958442	72958592	id-27742	5.65e-05	-	AGAAGAGCCTGAGCTTGAAGCAGTAGGTGTCAGTA	V_CTCF_BR	11
chr13	73043694	73043844	id-27743	3.71e-05	-	CCTGAGAGTCCCAGGCAAACCACTAGAGTGAGTCC	Upstream_CTCF	5
chr13	73096243	73096393	id-27744	3.22e-05	-	CTGCCAGTGTGAGCCTGTGCCAGCAGAGGTGCTCA	UpstreamP1_CTCF	8
chr13	73140157	73140307	id-27745	1	+	NA	NONE	35
chr13	73141824	73141974	id-27746	6.49e-06	+	CAGCGAGGTCCAGCTCACACCTTCAGGGGGCACTA	UpstreamP1_CTCF	9
chr13	73217664	73217814	id-27747	1.03e-06	+	AACCAAGATAGCAACTCCTCCTCCAGGGGGCAGAG	V_CTCF_BR	40
chr13	73222929	73223079	id-27748	3.5e-05	-	CTGCTTTGCAGTCTTGGTACCGGGTGAGGGCGTCT	UpstreamP1_CTCF	35
chr13	73225484	73225634	id-27749	5.17e-06	-	GAGGAAGTGCTGTGTATTCGCAGTAGAGGGTGCTG	Upstream_CTCF	32
chr13	73270863	73271013	id-27750	2.97e-06	-	CCTCATGGATTTCATTTTTCCACTAGATGGCAGAA	V_CTCF_BR	30
chr13	73276897	73277047	id-27751	5.67e-06	-	ACTGCATTTCCTCTAGATGTCGCCAGAAGGATTAG	Upstream_CTCF	1
chr13	73355633	73355783	id-27752	7.6e-05	+	CCGCGGTTCGCCCGCCCACGCACCTGGTGCAGTAA	UpstreamP1_CTCF	29
chr13	73383178	73383328	id-27753	6.84e-06	+	ATGGTCTTAATTTTTTTCACCACTTGGGGGCAGTA	V_CTCF_BR	31
chr13	73414098	73414248	id-27754	1.82e-07	+	AGGCTAGAGTGGACAATTGCCACCAGGTGGTGCCA	V_CTCF_BR	40
chr13	73527016	73527166	id-27755	3.31e-06	+	GAACAGTGCAAGCTTGAGGCCAGTAGGAGGTGCCC	UpstreamP1_CTCF	23
chr13	73574222	73574372	id-27756	1.92e-05	+	GCTCAGTTGACTAGCCTGGACACAAGGCGGCTGAG	UpstreamP1_CTCF	2
chr13	73633729	73633879	id-27757	5.9e-06	+	CCGTTGCTGCGACTCGCGGGCGACAGGGGCCGCTC	UpstreamP1_CTCF	30
chr13	73634485	73634635	id-27758	1	+	NA	NONE	7
chr13	73746092	73746242	id-27759	6.8e-06	-	ACGGCAAGGAGGTCTCCATCCAGTAGGTGGCCCGG	Upstream_CTCF	29
chr13	73765861	73766011	id-27760	1	+	NA	NONE	9
chr13	73796904	73797054	id-27761	5.68e-06	+	CTCGGGGCCACCTAAGTCTCCAAGAGGTGGCAGTG	V_CTCF_BR	1
chr13	73798797	73798947	id-27762	6.49e-06	-	ACTGCCATCATACTACATAACACTAGAGGGAATGC	Upstream_CTCF	5
chr13	73802796	73802946	id-27763	1	+	NA	NONE	28
chr13	73823416	73823566	id-27764	3.45e-05	+	TGCTTCGGTAGCCAGCCTTCCAGATGGGGTCAGTA	V_CTCF_BR	13
chr13	73832322	73832472	id-27765	1	+	NA	NONE	1
chr13	73849476	73849626	id-27766	6.39e-05	+	GTTGTGTTTCAGGGAAGAACCACTAGGGTGTTGCG	Upstream_CTCF	12
chr13	73860451	73860601	id-27767	3.88e-06	+	TGGTGTGGTCACTGGCACAACTCTAGGGGGCGCCA	V_CTCF_BR	27
chr13	73891998	73892148	id-27768	7.84e-05	-	CCACAGAGCCCCAGCTGTGGCTGTGGATGGAACTG	V_CTCF_BR	2
chr13	73916049	73916199	id-27769	1.64e-06	-	GATTCATTGCCTGCCCCTGCCAGCAGGGTGAGGAT	Upstream_CTCF	21
chr13	73976041	73976191	id-27770	2.67e-06	-	TGTGCAGGAGTGTAGAGGGGCAATAGGAGGCACTA	Upstream_CTCF	20
chr13	73991278	73991428	id-27771	2.43e-06	-	TAGGAAGTGGCACTGCTGATCAGCAGGTGGAGCTC	V_CTCF_BR	37
chr13	74019263	74019413	id-27772	2.81e-05	-	CCATCTTAACAGCTTCCTGCTGACAGGGGGCGCCA	V_CTCF_BR	13
chr13	74118430	74118580	id-27773	1.84e-06	-	TACCTGGGAATTCTCATAGCCACAAGAGGGCATCA	V_CTCF_BR	17
chr13	74179740	74179890	id-27774	1	+	NA	NONE	0
chr13	74278865	74279015	id-27775	1	+	NA	NONE	4
chr13	74282643	74282793	id-27776	9.88e-07	-	GCATCAGTGATTCCTACAGCCACTAGATGGTGCAC	Upstream_CTCF	39
chr13	74296426	74296576	id-27777	7.55e-07	+	TTTGTAGGCTTTCCCTTAACCAGCAGATGGCTCTC	V_CTCF_BR	39
chr13	74314858	74315008	id-27778	1	+	NA	NONE	5
chr13	74328962	74329112	id-27779	2.97e-06	+	CAAAATTTACCAACTTTTACCTCTAGGTGGCAGCA	V_CTCF_BR	40
chr13	74340101	74340251	id-27780	1	+	NA	NONE	3
chr13	74341973	74342123	id-27781	1.71e-06	-	TGTTGCATCCCACCTCCAGTCACCAGGGGGTGCCA	V_CTCF_BR	40
chr13	74357097	74357247	id-27782	6.9e-05	-	TGTGTGGTGTGGAATGATTCCAGCAGGGGAGCAGG	Upstream_CTCF	2
chr13	74371922	74372072	id-27783	5.65e-05	+	GTTACTTGCTCAAAACCCGCCACTAGAGGCCTGGT	V_CTCF_BR	4
chr13	74409401	74409551	id-27784	4.85e-07	+	ATGTCATTTTAAAATTCTGCCACTAGATGGCAATA	UpstreamP1_CTCF	39
chr13	74423537	74423687	id-27785	1.38e-07	+	AAGGGAGCACTACAAATGGCCACAAGGGGGAACGA	Upstream_CTCF	40
chr13	74458423	74458573	id-27786	2.28e-05	+	TCTCCAGTGTCCTGAATCTCCCATAGGTGTCACTA	Upstream_CTCF	0
chr13	74514383	74514533	id-27787	8.58e-06	+	ATGCCCTTCCTAGAGGCTGCCAGCAGCATGTGCTG	UpstreamP1_CTCF	2
chr13	74519605	74519755	id-27788	1	+	NA	NONE	11
chr13	74589347	74589497	id-27789	2.01e-05	+	TGTGCAATTTCTGAAGTCTCCACTAGGTTATAAAT	Upstream_CTCF	30
chr13	74598587	74598737	id-27790	9.25e-06	+	GCAATCAGCTGGACCACTGCCGAGAGAGGGCAGGC	V_CTCF_BR	9
chr13	74614474	74614624	id-27791	2.86e-06	-	CTGCAGATGGCCAGTGCATCCACTAGGGGTGTCAG	UpstreamP1_CTCF	39
chr13	74710522	74710672	id-27792	1	+	NA	NONE	22
chr13	74781863	74782013	id-27793	1	+	NA	NONE	6
chr13	74861162	74861312	id-27794	7.55e-07	-	GCAGTGAGCCGAGGTCTGCCCAGCAGGTGTCACTA	V_CTCF_BR	39
chr13	74880851	74881001	id-27795	2.28e-05	+	GCTGCACCAGTCTCTCCTGCCTGAGGGGGAAGCAT	Upstream_CTCF	21
chr13	75128775	75128925	id-27796	1	+	NA	NONE	5
chr13	75147919	75148069	id-27797	1.99e-07	+	GGGCTTCTGTGGGTGACCAACTCCAGGGGGCGCCG	V_CTCF_BR	36
chr13	75257677	75257827	id-27798	2.27e-06	+	ATAGGCACTGTAAAACTGGCCAGGAGGGGGTGCCT	V_CTCF_BR	31
chr13	75325960	75326110	id-27799	1	+	NA	NONE	2
chr13	75335840	75335990	id-27800	7.84e-05	-	AGCTTTAATCTGAAGATGGACGATAGGGGGAACAG	V_CTCF_BR	9
chr13	75336254	75336404	id-27801	1	+	NA	NONE	6
chr13	75340224	75340374	id-27802	3.63e-06	+	GAGATATGGGGGAGATTGAACGGGAGGGGGCAGTC	V_CTCF_BR	2
chr13	75346135	75346285	id-27803	1.64e-05	+	GGTTTTACAGTTCAGATTACCAGAGGATGGCAGAG	V_CTCF_BR	3
chr13	75368846	75368996	id-27804	3.29e-05	-	GTTTGAGGGATTAAAATGGCCAATAGGAGGCAGGA	Upstream_CTCF	23
chr13	75370521	75370671	id-27805	4.88e-05	+	CCAGCTGGTCCTGTGGCCCCACCCAGAGGCAGACT	Upstream_CTCF	13
chr13	75441647	75441797	id-27806	1	+	NA	NONE	7
chr13	75458108	75458258	id-27807	1	+	NA	NONE	28
chr13	75770647	75770797	id-27808	1	+	NA	NONE	9
chr13	75792097	75792247	id-27809	4.65e-05	+	GTGATACCCAGGACAGTGGCCCATGGATGGCAGCA	V_CTCF_BR	19
chr13	75793972	75794122	id-27810	2.46e-08	-	GCGCCCGTCGCACTGATAACCAGTAGATGGCGCTC	V_CTCF_BR	40
chr13	75800240	75800390	id-27811	1	+	NA	NONE	13
chr13	75832425	75832575	id-27812	6.8e-06	-	AGTGGTATGACTGAACTTTCCACTAGATGACACTG	Upstream_CTCF	39
chr13	75932159	75932309	id-27813	9.38e-09	-	AAGCAGTTCCTATCCCAGAGCACCAGGGGGCATCC	UpstreamP1_CTCF	40
chr13	75938319	75938469	id-27814	1	+	NA	NONE	19
chr13	75939865	75940015	id-27815	1	+	NA	NONE	32
chr13	75940642	75940792	id-27816	1.48e-05	-	GTGTAACAACAAAATACTAGCTAAAGGTGGCACTG	UpstreamP1_CTCF	13
chr13	75946693	75946843	id-27817	6.18e-07	+	CTTGTACTTGCTCCAAGAAACACTAGAGGGAGCTT	Upstream_CTCF	40
chr13	75990968	75991118	id-27818	1.09e-06	-	CTTCCCTGCCCTCTTTTCTCCTCCAGGGGTCAGAA	UpstreamP1_CTCF	8
chr13	76006192	76006342	id-27819	3.63e-05	+	ACTCATTTTTCTTGTGTAACCAGAAGTAGGCAGTG	V_CTCF_BR	30
chr13	76017178	76017328	id-27820	7.17e-05	-	CTTGTGCATCTGGCTGCATCCAGCTGGGGGCCTCT	Upstream_CTCF	6
chr13	76056737	76056887	id-27821	7.73e-06	-	TCCACTGCGAGTGGCCCCCTCTCTAGGGGGCAGCA	V_CTCF_BR	40
chr13	76060439	76060589	id-27822	1	+	NA	NONE	18
chr13	76111942	76112092	id-27823	6.84e-06	-	GTCCGCCCCATGCGCCAGGCCGCTAGGGGCAGGAC	V_CTCF_BR	35
chr13	76123471	76123621	id-27824	2.31e-07	-	CTTGCAGTGTCAACCGACTGCGCTAGGAGGCGTGC	Upstream_CTCF	40
chr13	76140978	76141128	id-27825	3.63e-05	+	TACAAGTTAATTGCATTGAGCAGTAGGTGGTGCTC	V_CTCF_BR	34
chr13	76248621	76248771	id-27826	1.83e-05	-	AGCATTCTGACCTCTACTGCCAGAAGTTGGAACTT	V_CTCF_BR	37
chr13	76257174	76257324	id-27827	9.62e-05	-	TTGCAATGACCTGAAATCACCACTGCACTCCAGCC	UpstreamP1_CTCF	9
chr13	76259587	76259737	id-27828	3.48e-06	+	AAGCAGCCTCCAGGCCTTGTCAACAGGGGGAAGCA	UpstreamP1_CTCF	35
chr13	76261428	76261578	id-27829	2.6e-07	+	AGCACAAAGTACAATGTGGCCACCAGAGGGTAGTA	V_CTCF_BR	40
chr13	76270067	76270217	id-27830	3.97e-12	+	CTGCAGTACTCAGAATGTGCCAGCAGGTGGCAGCA	UpstreamP1_CTCF	40
chr13	76279184	76279334	id-27831	1	+	NA	NONE	7
chr13	76334417	76334567	id-27832	1.37e-05	+	TATGCAATTTAGCCAATGAACACTAGGTTTCTCCT	Upstream_CTCF	26
chr13	76374803	76374953	id-27833	1.17e-05	-	GAAATTCTCCACGTTCAGGACACCAGATGTCACCG	V_CTCF_BR	15
chr13	76444556	76444706	id-27834	4.1e-06	+	CAGGTTCTTCGTATTCATAACACTAGGTGGCAGTG	Upstream_CTCF	39
chr13	76450644	76450794	id-27835	1.41e-08	+	CTGAAGTGGGCTTGTCTCACCACTAGGGGGAAGGC	UpstreamP1_CTCF	40
chr13	76455610	76455760	id-27836	2.1e-05	+	TATGAAGTACTATAATGAACCACAGGGTAGCAGAT	Upstream_CTCF	7
chr13	76480535	76480685	id-27837	1	+	NA	NONE	7
chr13	76591057	76591207	id-27838	3.41e-07	-	GCTGCAATGTGGAAAACAGACTGTAGAGGGCACAA	Upstream_CTCF	40
chr13	76593635	76593785	id-27839	1	+	NA	NONE	39
chr13	76613182	76613332	id-27840	6.15e-05	+	GGGGCACTTCCTCACTCTGCCACTATACAGTGCTC	Upstream_CTCF	21
chr13	76613613	76613763	id-27841	5.12e-06	+	TAGCATGGTCACAGGTGTGACAGTAGGTGGCGAGA	UpstreamP1_CTCF	8
chr13	76627397	76627547	id-27842	1	+	NA	NONE	1
chr13	76797834	76797984	id-27843	2.23e-06	+	CAGAACTATGGGGCTGTCTCCAGCAGAGGACAGTG	UpstreamP1_CTCF	29
chr13	76881519	76881669	id-27844	1.54e-05	-	GGGCAATTCTATCTGGAGTCCACCAGGCCACAGTC	UpstreamP1_CTCF	10
chr13	76904923	76905073	id-27845	8.21e-05	+	GGGCCAGAACCTTCTCAGGCCACTTGGAGGATGCC	V_CTCF_BR	2
chr13	76957502	76957652	id-27846	8.02e-05	-	ACTGCAATGTTAACTTCATCCACTAGTTCCCAAAC	Upstream_CTCF	8
chr13	77047797	77047947	id-27847	3.8e-08	-	GTGGTAAGTTTAGTAGTTACCACCAGGGGGCAGCA	V_CTCF_BR	39
chr13	77203832	77203982	id-27848	1	+	NA	NONE	6
chr13	77241786	77241936	id-27849	1.64e-05	+	AGCAAGAGTTTTCCTCTATGCACCAGGGGGCAATG	V_CTCF_BR	31
chr13	77293919	77294069	id-27850	1.48e-06	-	AGTGCTATCCCTATTGGAGTCAGTAGGTGGCTGGC	Upstream_CTCF	16
chr13	77334215	77334365	id-27851	1	+	NA	NONE	11
chr13	77366965	77367115	id-27852	1	+	NA	NONE	16
chr13	77388060	77388210	id-27853	1	+	NA	NONE	5
chr13	77394979	77395129	id-27854	1.61e-05	-	GAGAACTTGCTCTAAGCAGACTCCAGGAGGAGCAC	UpstreamP1_CTCF	23
chr13	77396930	77397080	id-27855	1.39e-05	+	GGTACGATGTTAAACTCTGTCAGTAGAGGGCTCTG	V_CTCF_BR	36
chr13	77422870	77423020	id-27856	4.88e-05	+	CCAGCAGGAGCCGTTTGCAGCAGCTGTTGGCCCAC	Upstream_CTCF	10
chr13	77458490	77458640	id-27857	1	+	NA	NONE	35
chr13	77459338	77459488	id-27858	8.19e-06	+	GTGCCCGTGGAGCTGCACGCCACCATGTGGAAGCC	UpstreamP1_CTCF	36
chr13	77460415	77460565	id-27859	5.51e-07	-	GCGGGCGGAGCGCACTGGAACTCAAGGGGGCGCAC	V_CTCF_BR	36
chr13	77476514	77476664	id-27860	1	+	NA	NONE	2
chr13	77477802	77477952	id-27861	6.67e-08	-	GTGTAGCTGCTGCGTTTCACCACTAGGTGCTACTC	UpstreamP1_CTCF	40
chr13	77531020	77531170	id-27862	1.3e-07	-	GGAGATGTACAAACCGTAACCACCAGGAGGCAGGA	Upstream_CTCF	17
chr13	77538699	77538849	id-27863	9.25e-06	+	TGACAGATGCCTCAGACCACCAGCAGGGGTTGGGG	V_CTCF_BR	9
chr13	77554345	77554495	id-27864	6.39e-08	-	TGCGCCAGAGCGGAATCCGCCGCAAGGGGGCGCGC	V_CTCF_BR	40
chr13	77566158	77566308	id-27865	3.81e-05	+	GCTCCGGAAGTACTGGGTGCAGCCTGATGGCGCAG	V_CTCF_BR	7
chr13	77576842	77576992	id-27866	7.73e-06	-	TCGTGTTGCCTGAGTTTAGCCACTAGATGGTGATA	V_CTCF_BR	39
chr13	77591524	77591674	id-27867	1	+	NA	NONE	7
chr13	77624321	77624471	id-27868	1.84e-06	+	ATCACTTGCACTCTGATAGGCAGCAGATGGCAGTG	V_CTCF_BR	5
chr13	77630755	77630905	id-27869	2.12e-06	-	ATGCATCTCTACTCTCAGACCACTAGAGAGCTCAG	UpstreamP1_CTCF	11
chr13	77848407	77848557	id-27870	1	+	NA	NONE	10
chr13	77891395	77891545	id-27871	4.7e-06	-	TCTCAGAAGAGAAACATTTCCAACAGAGGGCGCTA	V_CTCF_BR	28
chr13	77900755	77900905	id-27872	6.84e-06	+	AGAATCCGTCCCCGCCGAGCCCCGAGGAGGCGGCG	V_CTCF_BR	40
chr13	77911404	77911554	id-27873	2.15e-05	+	AGTTACTCTCTGTTTTTGTCCACCTGATGGTGGCA	V_CTCF_BR	9
chr13	77999971	78000121	id-27874	4.65e-05	+	AAACAGATTCTTCCCTGAGCCTCTGGGAGGCAGCA	V_CTCF_BR	9
chr13	78052651	78052801	id-27875	5.51e-07	-	AAAATGTAATTGAAAACAGCCACTAGAGGGCAGTG	V_CTCF_BR	40
chr13	78067136	78067286	id-27876	1	+	NA	NONE	38
chr13	78081119	78081269	id-27877	2.74e-08	-	ATGCACTTTTCACTTTGGGGCACTAGAGGGAAACA	UpstreamP1_CTCF	31
chr13	78096255	78096405	id-27878	1	+	NA	NONE	15
chr13	78139920	78140070	id-27879	2.37e-05	-	GTTATACTTTCACAATGGAGCACTAGAGGGCCTCC	Upstream_CTCF	38
chr13	78157167	78157317	id-27880	1	+	NA	NONE	0
chr13	78167281	78167431	id-27881	7.16e-08	+	AATGTAGTTATTTCAGTGAGCACTAGATGGCAGAG	Upstream_CTCF	39
chr13	78326110	78326260	id-27882	7.73e-06	+	TGTATGTGACTCTCTGCTGCCTCTTGGTGGCAGAA	V_CTCF_BR	40
chr13	78353695	78353845	id-27883	2.73e-07	+	TCAGCAATATCACTACAGTCCTCAGGAGGGCAGCA	Upstream_CTCF	38
chr13	78384693	78384843	id-27884	1.48e-06	-	GCTCAATGCCTCAAGTCTGCCACGAGGTGGTAGAA	UpstreamP1_CTCF	39
chr13	78395016	78395166	id-27885	5.55e-07	+	AAAGCAAGGCCACCCCCTGCCACTAGGGGTTCCAC	Upstream_CTCF	30
chr13	78484804	78484954	id-27886	7.27e-06	-	AGAACCGCTGCCTTGCACAACTCTAGGGGGCACTG	V_CTCF_BR	7
chr13	78492909	78493059	id-27887	2.12e-06	+	TTTTTCTTCCCCCGCGTGGCCAGGAGGGGTAAATA	UpstreamP1_CTCF	15
chr13	78493143	78493293	id-27888	1	+	NA	NONE	19
chr13	78586300	78586450	id-27889	1.59e-06	-	AGAGGAGTGAGGTGAGTGACCTGTAGGTGGCTGTA	V_CTCF_BR	4
chr13	78695738	78695888	id-27890	6.36e-11	-	CTGCACTTCTTGTTTGCTGCCAGCAGGGGGAGGTG	UpstreamP1_CTCF	40
chr13	78706069	78706219	id-27891	6.51e-05	+	GGGTCAAGCATCATGGGCACCATTAGATGGCAGCA	V_CTCF_BR	35
chr13	78711892	78712042	id-27892	2.18e-07	+	GTAGTAGGGTAGAAAGTAGCCACTAGATGGCAGAA	V_CTCF_BR	40
chr13	78749978	78750128	id-27893	4.02e-07	-	CCTGCCCTTCCACTTTCTGCCACGTGGGGAAACAG	Upstream_CTCF	12
chr13	78815557	78815707	id-27894	1.04e-05	+	AACAGACTTTGACAAAGCTGCAGCAGGTGGCGCTC	V_CTCF_BR	40
chr13	78821613	78821763	id-27895	7.44e-05	+	GGAGGTCATCAAACTTTGATCACTAGAGGGGAGTG	Upstream_CTCF	12
chr13	78891284	78891434	id-27896	4.44e-06	+	GTGCATTCCCTAACAATGAACACAAAGTGTCACTG	UpstreamP1_CTCF	28
chr13	78983440	78983590	id-27897	1	+	NA	NONE	7
chr13	78995052	78995202	id-27898	8.56e-05	+	GTCTTCTACTGGTTTTTCACCAGGAAGTGGAGCTG	UpstreamP1_CTCF	1
chr13	79152603	79152753	id-27899	7.82e-06	+	CTGCATCGCCCACCTAGTGGCAGTAGTGTGAGCTA	UpstreamP1_CTCF	12
chr13	79160893	79161043	id-27900	5.92e-05	-	AGCTCTCTTCTCTCTAAGACCTAGAGGGGTCGCTA	Upstream_CTCF	40
chr13	79179566	79179716	id-27901	9.84e-05	-	GAGAGAGCGCAGGGAACGGCCACCAGGGGTGTCAG	V_CTCF_BR	28
chr13	79234347	79234497	id-27902	1.73e-05	+	ATAGGGTCTAGCTCTGTCACCACTAGGTGCCAACA	V_CTCF_BR	10
chr13	79263248	79263398	id-27903	1.43e-05	-	TCTGGTTCTCAGAGTTTTGCCACATGGTGGCAATA	Upstream_CTCF	28
chr13	79331381	79331531	id-27904	5.98e-05	-	TTGCACTTCCAAATTCTCACAGCTAAGAGGAGTAA	UpstreamP1_CTCF	7
chr13	79333971	79334121	id-27905	5.68e-06	-	GTTATACGTTCAGCGTGGGTCAGTAGGGGGCTCTG	V_CTCF_BR	11
chr13	79338942	79339092	id-27906	4.88e-05	+	GAGCTGTGTTCTCCCCCCTGCACTAAGGCGCCCCC	UpstreamP1_CTCF	7
chr13	79380721	79380871	id-27907	4.48e-07	-	GCCGCTATTCTACTCTCTACCTCCAGGAGGCCATG	Upstream_CTCF	36
chr13	79450476	79450626	id-27908	1.22e-08	+	ATGGGGCAGCCACCTGGTGCCAGCAGAGGGCAGGA	V_CTCF_BR	15
chr13	79552649	79552799	id-27909	8.08e-08	-	CCTGTCATACACATGACAACCAGAAGGTGGCACAG	Upstream_CTCF	38
chr13	79592432	79592582	id-27910	3.67e-07	+	GTGCAGTTTGTTTTGCAAGCCAGTAGACGGCACTT	UpstreamP1_CTCF	4
chr13	79617459	79617609	id-27911	8.13e-06	+	AATCTAATGCCGCTGCTGACCGACAGGAGGCAGAG	Upstream_CTCF	4
chr13	79630964	79631114	id-27912	2.6e-07	-	GAGAGAGATGGGGGGATGGCCGGTAGGTGGAGCAG	V_CTCF_BR	21
chr13	79634469	79634619	id-27913	1	+	NA	NONE	11
chr13	79730147	79730297	id-27914	7.15e-05	-	CCCTTATGTGTTTAGCTTGCCCCTAGGTGGTGATA	V_CTCF_BR	4
chr13	79820811	79820961	id-27915	6.05e-06	-	GGCCTTGCTGCTTTCCACGCCAGTAGATGGCATTC	V_CTCF_BR	18
chr13	79914762	79914912	id-27916	1	+	NA	NONE	3
chr13	79965549	79965699	id-27917	1.59e-06	-	GGAGGTGGTGGTTGCAGTGACGCTAGATGGCGCCA	V_CTCF_BR	39
chr13	79980621	79980771	id-27918	6.43e-06	-	GGCACCTGGAACCTACGGGCCGCCTGGTGTCGCGC	V_CTCF_BR	30
chr13	79998304	79998454	id-27919	1.99e-07	+	TTGATATGCCACTTCAGAGCCAGCAGAGGGAGCTC	V_CTCF_BR	39
chr13	80020508	80020658	id-27920	3.48e-06	-	CTGCCATGGAATGCAACAGCCTGCAGGTGGTGAAT	UpstreamP1_CTCF	2
chr13	80052172	80052322	id-27921	1	+	NA	NONE	15
chr13	80055563	80055713	id-27922	1.11e-05	-	ACAGGAGGCCGGGAACTCACCACCTGGTAGCGCCC	Upstream_CTCF	13
chr13	80115691	80115841	id-27923	7.16e-08	-	GTTGCAATTTGAAAAACAGCCACTAGATGGTAGTG	Upstream_CTCF	35
chr13	80123183	80123333	id-27924	1	+	NA	NONE	31
chr13	80205443	80205593	id-27925	9.25e-06	+	CCTGTTTATACTAGCTTGAACTGAAGGGGGCAGAG	V_CTCF_BR	33
chr13	80216855	80217005	id-27926	1	+	NA	NONE	14
chr13	80237129	80237279	id-27927	6.43e-06	+	TCTCTCTTTCAATGAGGTGTCACCAGATGGCAGAC	V_CTCF_BR	13
chr13	80250535	80250685	id-27928	1	+	NA	NONE	6
chr13	80253519	80253669	id-27929	8.61e-08	+	ACAGTGAGTCAGAAGATGGCCACTAGGGGGCAGCT	V_CTCF_BR	40
chr13	80350035	80350185	id-27930	6.84e-06	+	CCTTTCTCTTGAGATTGGGCCTATAGGTGGCAGCA	V_CTCF_BR	40
chr13	80381056	80381206	id-27931	3.63e-05	+	AATCTCTGGCCTTCGGCCTCCTGGAGGGGTCTCTA	V_CTCF_BR	6
chr13	80413349	80413499	id-27932	6.49e-06	+	GAAGCAATTCAATGATGAGCCAATAGGCGTCATCA	Upstream_CTCF	3
chr13	80449270	80449420	id-27933	1	+	NA	NONE	13
chr13	80475566	80475716	id-27934	5.65e-05	+	CCATATGTCTGGGGGTTTGAGGCCAGGGGGCGATC	V_CTCF_BR	18
chr13	80547679	80547829	id-27935	1.85e-08	+	GTGCAGTTTAGCCTCCAGTCCAGTAGGTGGTGCTT	UpstreamP1_CTCF	40
chr13	80604747	80604897	id-27936	4.58e-08	+	CAGCATTCCTGGCCTCTGCCCACTAGGTGCCAGTC	UpstreamP1_CTCF	36
chr13	80696151	80696301	id-27937	1	+	NA	NONE	5
chr13	80707162	80707312	id-27938	3.81e-05	-	GCCCCTCGTGATTAATGGACAGCCAGGGGGAGGCT	V_CTCF_BR	11
chr13	80715464	80715614	id-27939	1	+	NA	NONE	4
chr13	80825591	80825741	id-27940	1.17e-05	+	GAAGGATAGCACAGAATAGGCACAAGGTGGAGCAA	V_CTCF_BR	12
chr13	80850537	80850687	id-27941	2.77e-07	+	CTGCCCCCTTTCCCAATGCCCACCAGGGGGAAAAA	UpstreamP1_CTCF	9
chr13	80908832	80908982	id-27942	1.93e-05	+	AACGGAATTCTTCCTTAGACCACCAGGGTGACGTT	Upstream_CTCF	22
chr13	80912983	80913133	id-27943	2.34e-06	+	CTGTGCCCCAACACCGTCCCCAGCAGGTGGGACAC	UpstreamP1_CTCF	15
chr13	80913389	80913539	id-27944	4.88e-05	+	GCGACTCCACGCTGCACTGACCGAAGGGGGCATTG	V_CTCF_BR	34
chr13	80915537	80915687	id-27945	1	+	NA	NONE	19
chr13	80917091	80917241	id-27946	4.73e-15	+	GCGCTCGCGGCCCCTCTGGCCACCAGGGGGCGCCC	V_CTCF_BR	40
chr13	80930013	80930163	id-27947	9.49e-08	-	CAGTGGATCCCACACCGGGCCTGCAGGTGGAGCTG	V_CTCF_BR	13
chr13	80936194	80936344	id-27948	2.01e-05	+	TTGTCACTCAGTCTTTGAGACAGAAGGGGGCGAGA	UpstreamP1_CTCF	16
chr13	80938155	80938305	id-27949	1.28e-06	-	ACAAACTGTTGCAGGGAAACCAGCAGAGGGAGCAC	V_CTCF_BR	40
chr13	80974016	80974166	id-27950	1	+	NA	NONE	2
chr13	80982475	80982625	id-27951	4.7e-06	-	GGCTTGGAATTCCAACCAGCCACCAGGTGGTGTTG	V_CTCF_BR	24
chr13	81023926	81024076	id-27952	2.5e-05	+	CTCATCTTACCAACAATCTCCAGCAGGGGTAATCA	UpstreamP1_CTCF	16
chr13	81128086	81128236	id-27953	1	+	NA	NONE	0
chr13	81134967	81135117	id-27954	4.03e-06	-	CTGTTCTGCAGGCAAACCCACAGAAGAGGGAGTCC	UpstreamP1_CTCF	0
chr13	81149466	81149616	id-27955	1	+	NA	NONE	0
chr13	81151499	81151649	id-27956	1	+	NA	NONE	10
chr13	81176146	81176296	id-27957	1	+	NA	NONE	0
chr13	81178350	81178500	id-27958	1.03e-05	+	GTGTGCTCAGCAGTTCTGGCCACCAGAGAGTTCCC	UpstreamP1_CTCF	11
chr13	81205160	81205310	id-27959	2.6e-06	-	AAATCATGGAAATAGGTTTCCAGCAGCTGGCACTG	V_CTCF_BR	10
chr13	81217678	81217828	id-27960	1	+	NA	NONE	0
chr13	81230392	81230542	id-27961	2.02e-06	+	CTGCACCTCTATGCGCTCACCAGGTGAGGGCCTTC	UpstreamP1_CTCF	18
chr13	81241152	81241302	id-27962	1	+	NA	NONE	0
chr13	81241504	81241654	id-27963	1	+	NA	NONE	0
chr13	81269983	81270133	id-27964	1	+	NA	NONE	0
chr13	81314037	81314187	id-27965	1	+	NA	NONE	0
chr13	81331163	81331313	id-27966	1	+	NA	NONE	0
chr13	81355244	81355394	id-27967	1	+	NA	NONE	0
chr13	81361705	81361855	id-27968	1	+	NA	NONE	0
chr13	81425020	81425170	id-27969	3.84e-06	-	GGGCAATAACACGGAGCTTCCAGCAGGAGATGATA	UpstreamP1_CTCF	10
chr13	81464292	81464442	id-27970	1	+	NA	NONE	0
chr13	81498173	81498323	id-27971	2.53e-05	-	AAAAACCTCACATTGCGTACAGGCAGAGGGCAGCA	V_CTCF_BR	23
chr13	81513826	81513976	id-27972	1.41e-05	-	GTTCAGCTCACTGCTGCCACCACTGGGGCCCAAAG	UpstreamP1_CTCF	2
chr13	81537155	81537305	id-27973	1	+	NA	NONE	10
chr13	81553294	81553444	id-27974	1.74e-07	+	GCTGTTACTGACTGAAAGACCACTAGAGGGCACTC	Upstream_CTCF	40
chr13	81586290	81586440	id-27975	8.59e-05	+	AAGTCCCCATTATTTTTCTCCAGCAGAGGGAGTGT	V_CTCF_BR	20
chr13	81591815	81591965	id-27976	1.47e-05	-	TTGTTCACTTTTAACTAAAACACTAGAGGGCACCC	V_CTCF_BR	34
chr13	81626138	81626288	id-27977	1.47e-05	-	ACACTCACTTTCCACAGGGTCAGGAGAGGGTGCCA	V_CTCF_BR	22
chr13	81635472	81635622	id-27978	6.49e-06	+	GTGTTAGATTCTTAGTTTTCCTCTAGATGGCGGAG	UpstreamP1_CTCF	36
chr13	81635869	81636019	id-27979	1	+	NA	NONE	31
chr13	81716543	81716693	id-27980	3.84e-06	+	CTGAAGTAACCAATGGAATCCTCTAGGGGGTATTT	UpstreamP1_CTCF	12
chr13	81745301	81745451	id-27981	1.24e-05	+	AATATTGCAACAAATTAAACCAGTAGATGGCAGTA	V_CTCF_BR	35
chr13	81953450	81953600	id-27982	3.4e-06	-	ACTGCAGTATACTCAATAGCCAGTAGAGTGTCTTG	Upstream_CTCF	7
chr13	82054908	82055058	id-27983	1	+	NA	NONE	12
chr13	82061405	82061555	id-27984	2.27e-06	+	ACAGGTTAAGGCTTCAGTTCCACAAGATGGCGCTA	V_CTCF_BR	28
chr13	82115035	82115185	id-27985	1.93e-05	+	AATTGGATACTCTTGAGAGCCAGCAGGGGGTGTGC	V_CTCF_BR	23
chr13	82184890	82185040	id-27986	1	+	NA	NONE	10
chr13	82214243	82214393	id-27987	3.2e-08	+	GAGGCTATACAAGTTTTGAACACCAGGGGGCAGGA	Upstream_CTCF	29
chr13	82288772	82288922	id-27988	2.67e-06	-	GTAGTTGTTTCTAAAGCTGCCTCCAGGGATCACCG	Upstream_CTCF	9
chr13	82316247	82316397	id-27989	1	+	NA	NONE	4
chr13	82407513	82407663	id-27990	3.88e-06	-	TGTGAGAAAGCTGCAGAAGCCAGAAGGTGGCTCTC	V_CTCF_BR	3
chr13	82446799	82446949	id-27991	8.5e-06	-	GGTGCTAATCATGAAATGAAGGGTAGGGGGCAGCA	Upstream_CTCF	20
chr13	82501593	82501743	id-27992	1	+	NA	NONE	25
chr13	82504230	82504380	id-27993	2.53e-05	+	TACAACTATCTGCTAAAGCCCTCTAGATGGCAGTA	V_CTCF_BR	32
chr13	82531384	82531534	id-27994	3.66e-06	-	GTGCAGTTCATCCTGCAGTCCAGTAGACAGTGCTC	UpstreamP1_CTCF	21
chr13	82561428	82561578	id-27995	1	+	NA	NONE	13
chr13	82564822	82564972	id-27996	6.49e-06	-	TGGTTGTTTCACCAAGCGGCCAGCAGAGACAGCAG	UpstreamP1_CTCF	2
chr13	82581968	82582118	id-27997	6.39e-05	+	GATGCAACACCTTTTTCCACCTGATGAGGCAATAC	Upstream_CTCF	1
chr13	82769856	82770006	id-27998	2.53e-05	+	TCTTGCTGCTGCTACTGTTCCTGCAGGTGGATCAG	V_CTCF_BR	1
chr13	82836840	82836990	id-27999	2.02e-06	+	CTGAAGTTCTAGTTCAAGGGCAGGAGAGGGTGTCC	UpstreamP1_CTCF	1
chr13	82898614	82898764	id-28000	3.28e-05	-	CATAGAGAGGATCCCTATTCCACTAGATGGTACTG	V_CTCF_BR	5
chr13	82901218	82901368	id-28001	5.17e-06	-	TCTGGATTAATATTAGCTTCCATCAGGGGGAGACA	Upstream_CTCF	16
chr13	82904759	82904909	id-28002	2.47e-07	-	TTGTAATACTGGTTTCCATCCACCAGATGTCGCAG	UpstreamP1_CTCF	39
chr13	82930872	82931022	id-28003	4.21e-05	+	TTACAAAAGTAAGTCTTGATCAGTAGGTGGCAACA	V_CTCF_BR	21
chr13	83054680	83054830	id-28004	2.6e-06	-	GATAGTTTTGAGCACTTATCCTCTAGAGGGCACTA	V_CTCF_BR	27
chr13	83314145	83314295	id-28005	5.08e-05	+	CTGTAATTTGGGCTGTGATTCAATAGATGGTGCTG	UpstreamP1_CTCF	34
chr13	83332295	83332445	id-28006	1.41e-08	-	GTGCTCTTTAACATCCAGGCCAGTAGGTGGCACTT	UpstreamP1_CTCF	36
chr13	83387161	83387311	id-28007	3.63e-05	+	CAACACCAGCCTGTGAAAGCAGCCAGGTGGCAGGC	V_CTCF_BR	6
chr13	83421773	83421923	id-28008	2.5e-05	-	GTGCTGTTTTCCACCCGAGGCACTTAAGGGAAAGA	UpstreamP1_CTCF	16
chr13	83550759	83550909	id-28009	6.18e-07	-	CTTGCTACTCCACTTATTACCAAGAGGTGTCACTA	Upstream_CTCF	19
chr13	83725254	83725404	id-28010	5.13e-05	-	TTCTCAGATCACAAGGTGTCCAGATGGAGGCAGTC	V_CTCF_BR	19
chr13	83736788	83736938	id-28011	1.17e-05	+	CAGAGGAAGTCCTAAGACGTCACCAGAGGGCGGTT	V_CTCF_BR	2
chr13	83914376	83914526	id-28012	1.83e-05	+	TCATCAGACTGTCTTGGTGACACTAGGTGTCACTC	V_CTCF_BR	2
chr13	84354482	84354632	id-28013	3.79e-08	-	GTGCAGTTCAGTCTCTAGTCCAGTAGGTGGTGATT	UpstreamP1_CTCF	39
chr13	84518171	84518321	id-28014	1	+	NA	NONE	7
chr13	84706765	84706915	id-28015	1	+	NA	NONE	4
chr13	85007268	85007418	id-28016	3.28e-05	+	TTCCTTGAGCCACACTTGCCCACCAGAGGGATTGA	V_CTCF_BR	9
chr13	85011190	85011340	id-28017	2.1e-05	-	TGTGTAATTCAATCATTAGCTGACAGAGGGCTGCA	Upstream_CTCF	10
chr13	85029410	85029560	id-28018	2.31e-06	+	TGTGCTGGTTGGTGTCCTACCAGTAGGTGGTGCTT	Upstream_CTCF	22
chr13	85145485	85145635	id-28019	2.27e-06	+	GGGGAAGCAGGCACGTTCTCCTCAAGGTGGCAGGA	V_CTCF_BR	18
chr13	85149112	85149262	id-28020	9.25e-06	-	TTAATATGAGCAAATCCCATCAGCAGAGGGCAGAA	V_CTCF_BR	32
chr13	85180194	85180344	id-28021	5.01e-06	-	CAGCCCACACCTGCATGTACCACCAGGGGGCTTGA	V_CTCF_BR	19
chr13	85220004	85220154	id-28022	3.18e-06	-	AAGCAAAAATAGTCAGGAACCAGCAGATGGCAACA	V_CTCF_BR	22
chr13	85222291	85222441	id-28023	3.11e-05	-	ATTAAGTGTATTTAATTCATCACTAGATGGCACTC	V_CTCF_BR	15
chr13	85294446	85294596	id-28024	8.98e-06	+	CAGTCGGAGGAGGGTCTGGCCACTGGGTGGCCAGA	UpstreamP1_CTCF	3
chr13	85386368	85386518	id-28025	5.38e-05	-	TCACAGCAATCTGTATCTAGCTGTAGGGGGCAGTT	V_CTCF_BR	5
chr13	85405901	85406051	id-28026	3.66e-06	-	GAGCTCCTGCCCTTTTAACTCAGTAGGGGGCGGTG	UpstreamP1_CTCF	3
chr13	85418713	85418863	id-28027	1	+	NA	NONE	29
chr13	85444427	85444577	id-28028	9.25e-06	-	TGGACCTTCCCCTAAAGGCGCAGTAGGTGGCACTG	V_CTCF_BR	29
chr13	85468994	85469144	id-28029	3.83e-09	+	CTCCCTCCACACCTCCCTGCCAGCAGAGGGAGCCA	V_CTCF_BR	14
chr13	85470384	85470534	id-28030	7.55e-07	+	GACAATTTTCTCACATTTTCCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr13	85491509	85491659	id-28031	4.7e-05	+	GATACATTTCCCTCAAATTTCACTAGATGGTGCTA	Upstream_CTCF	27
chr13	85525418	85525568	id-28032	8.64e-05	+	GGTTTATAATCCAAAGGCTCCACCAGGGGACCAAA	Upstream_CTCF	5
chr13	85557571	85557721	id-28033	1	+	NA	NONE	3
chr13	85560117	85560267	id-28034	6.84e-06	-	AAAGTCTGAAGAAGGAGTTCCACTAGGTGGCTGCC	V_CTCF_BR	23
chr13	85692617	85692767	id-28035	1	+	NA	NONE	1
chr13	85790609	85790759	id-28036	1	+	NA	NONE	5
chr13	85836021	85836171	id-28037	8.99e-05	-	AGCTCTTACCACAAAATTTCCACTAGGGGCAGCTT	V_CTCF_BR	37
chr13	86083255	86083405	id-28038	1	+	NA	NONE	15
chr13	86157221	86157371	id-28039	5.38e-05	+	GACACCAAAACAAGAATGGGCAAGAGAGGGAGCAC	V_CTCF_BR	3
chr13	86312253	86312403	id-28040	2.67e-06	-	TCTGCAAGTCCAGGGTTGCCCACTAGAGTGTTTCC	Upstream_CTCF	10
chr13	86373568	86373718	id-28041	6.51e-05	-	AAGAGGAGGAGTTGAGCAGTCCCAAGGTGGAGCTG	V_CTCF_BR	27
chr13	86380822	86380972	id-28042	2.1e-06	-	TAAGAATTTCTTTAAAAATCCACCAGGGGGTGCTA	Upstream_CTCF	38
chr13	86390678	86390828	id-28043	8.13e-06	-	TTTTCACTAGTATTTGCCAACAGCAGAGGGAGATA	Upstream_CTCF	15
chr13	86402336	86402486	id-28044	5.96e-07	-	TGTCTATGATAGCTCTTATCCAGCAGATGGCAGCA	V_CTCF_BR	40
chr13	86439214	86439364	id-28045	3.18e-06	-	TCCTGCAACATAGTTCTCTCCACAAGAGGGCAGCT	V_CTCF_BR	35
chr13	86453250	86453400	id-28046	1	+	NA	NONE	3
chr13	86471317	86471467	id-28047	1.98e-08	-	CTGCAGTTTGACCTACAAGCCAGTAGATGGCATTT	UpstreamP1_CTCF	27
chr13	86544975	86545125	id-28048	3.73e-06	+	CCTGAATTTAAAACAAATTCCAGAAGAGGGAGATG	Upstream_CTCF	11
chr13	86551113	86551263	id-28049	1	+	NA	NONE	1
chr13	86660143	86660293	id-28050	3.42e-05	+	ATTGCAATTGATTCAGTGACAGCATGAGGGCATCC	Upstream_CTCF	17
chr13	86748878	86749028	id-28051	1	+	NA	NONE	12
chr13	86918430	86918580	id-28052	4.88e-05	-	AAGGTTTAGCTGGTATGTACCAGCAGGAGTCAGAA	V_CTCF_BR	1
chr13	86921414	86921564	id-28053	3.84e-06	+	GAGCCAGTCACCTTGAAGGCCAGCAGGGGGGATCC	UpstreamP1_CTCF	2
chr13	87099858	87100008	id-28054	1	+	NA	NONE	9
chr13	87116574	87116724	id-28055	2.4e-05	-	ATAAAAGTTAAATTTGTGACCTCCGGAGGGAAGTA	V_CTCF_BR	21
chr13	87219514	87219664	id-28056	8.16e-07	+	GTGGACTAAGACTCCAGAACCGCCAGGTGGAGCCA	V_CTCF_BR	25
chr13	87377481	87377631	id-28057	1.29e-05	-	GTGAGATACCCAGTAGCCACCACAAGGGTGGGCAG	UpstreamP1_CTCF	17
chr13	87394138	87394288	id-28058	9.84e-05	-	AATAAAATCCATTTTACCACCTCTAGGTGGAGTTC	V_CTCF_BR	19
chr13	87444422	87444572	id-28059	4.38e-09	-	TCTCCCTCCACACCTCCCGCCAGCAGAGGGAGCCA	V_CTCF_BR	1
chr13	87482474	87482624	id-28060	2.04e-05	+	GCAATCCAAGCAATCGTTACCGAGAGGTGGCAGTG	V_CTCF_BR	1
chr13	87522738	87522888	id-28061	2.47e-08	+	TTTTCAGTTCTATGTAACACCAGCAGGTGGCAGGA	Upstream_CTCF	40
chr13	87599029	87599179	id-28062	1	+	NA	NONE	4
chr13	87627326	87627476	id-28063	2.4e-05	+	GCCTGTGGAAAGGAGCTACCCACTAGGGGTCTCCT	V_CTCF_BR	21
chr13	87887453	87887603	id-28064	2.28e-05	-	CCATCTCTGCTGATGCCTACCCACAGAGGGAGCAT	Upstream_CTCF	5
chr13	87902220	87902370	id-28065	6.15e-05	+	TCAAAACTTCCCTAATCGGCCAGGCGGGGGGGCTC	Upstream_CTCF	10
chr13	87911860	87912010	id-28066	1.65e-07	+	CTGCACTCCAGCACTCCGGTCAGCAGAGGGAGTCT	UpstreamP1_CTCF	32
chr13	87926592	87926742	id-28067	4.21e-05	-	TAGAAAATAGCTTTAAGCCTCTCCAGGGGGCGCTC	V_CTCF_BR	37
chr13	87932519	87932669	id-28068	7.27e-06	+	AATCGACCATAGGCCATGACCACTAGAGGTCAATA	V_CTCF_BR	23
chr13	88008494	88008644	id-28069	1	+	NA	NONE	1
chr13	88050430	88050580	id-28070	1.29e-05	+	ATGGCGTATCCTGTTAAGGCCAGCAGAGGCCCTCA	UpstreamP1_CTCF	4
chr13	88259653	88259803	id-28071	5.41e-06	-	GCTGAAGTTAACTGGGTAAACAGAAGGTGGTGGTA	Upstream_CTCF	4
chr13	88321750	88321900	id-28072	7.73e-06	-	AAGCCACCATTACCTTTTGCCACTAGGTGTCTCTA	V_CTCF_BR	38
chr13	88323541	88323691	id-28073	3.97e-07	-	CGAAGCGGGCGCTCGGTGGCCGATAGATGGCAGCC	V_CTCF_BR	38
chr13	88332660	88332810	id-28074	1	+	NA	NONE	12
chr13	88429724	88429874	id-28075	7.15e-05	-	AGAAAAACCACAGATCCTAGCAGTAGGTGTCAGTA	V_CTCF_BR	12
chr13	88445247	88445397	id-28076	2.55e-06	-	CCTGCCCGTCTGCATGCTCCCCCTAGGGGTCTGAG	Upstream_CTCF	8
chr13	88462901	88463051	id-28077	8.71e-06	-	AGCTGGTTAACACGAGCCGCCTATAGATGGCAGAC	V_CTCF_BR	13
chr13	88543047	88543197	id-28078	1	+	NA	NONE	0
chr13	88652144	88652294	id-28079	2.34e-06	+	TTGAAGTTTGGGCTGTGATGCAGTAGATGGCGGTA	UpstreamP1_CTCF	26
chr13	88652638	88652788	id-28080	5.74e-05	+	AGGCTGCTTGTTTCTTCCCCCGTTAGAGGGCAGTA	UpstreamP1_CTCF	10
chr13	88657557	88657707	id-28081	2.11e-06	+	ATATGGGCTATCCTCTAGGCCAGTAGGTGGCACTT	V_CTCF_BR	22
chr13	88721353	88721503	id-28082	3.09e-07	+	CTAACAAGTACTCTCTCCGCCACCTGAGGGCGCAG	V_CTCF_BR	14
chr13	88796985	88797135	id-28083	1.64e-05	-	GAGTAAAAGTAGCTCTCATCCAGATGGGGGAGCCA	V_CTCF_BR	5
chr13	88848468	88848618	id-28084	1.56e-06	+	TCTGCACATCTCCTTGCTGCCACCAAGTGGAGAAG	Upstream_CTCF	12
chr13	88980794	88980944	id-28085	4.17e-05	-	TTTCCAAGTAATACTATAGCCACCAGAGGGGGTCC	Upstream_CTCF	4
chr13	89298545	89298695	id-28086	4.94e-06	-	GTAGCCACTCCTGAGATGACCACTAGGAGGTCTAG	Upstream_CTCF	9
chr13	89395960	89396110	id-28087	2.8e-05	-	GAAGCAAGCATGTCCTTCTTCACAAGGTGGCAGGA	Upstream_CTCF	3
chr13	89539708	89539858	id-28088	1.1e-06	-	CAGCCCCTTTGCTTGACTTGCAGCAGGGGGCACCC	V_CTCF_BR	9
chr13	89606313	89606463	id-28089	5.08e-07	-	CTGTCCCCTAGGGAGTTTGCCACCAGGGGGTGGTT	V_CTCF_BR	1
chr13	89632209	89632359	id-28090	7.15e-05	+	AACAATGTCTGACCTGCACCCTCTAGGGGGTAATA	V_CTCF_BR	16
chr13	89719248	89719398	id-28091	1	+	NA	NONE	36
chr13	89767665	89767815	id-28092	2.47e-05	+	TGTGTAATTGGAAATGCAACCTCTAGGGGCGTGCT	Upstream_CTCF	28
chr13	90014283	90014433	id-28093	6.05e-06	+	CATTTGCCAAGTTATCTGTCCAGAAGGGGTCACTG	V_CTCF_BR	31
chr13	90087012	90087162	id-28094	2.27e-06	+	CTCGAGAACTCACACACTCCCAGAAGATGGCACTA	V_CTCF_BR	25
chr13	90229655	90229805	id-28095	7.73e-06	+	GGTATCTCATCTAACTTCACCACTAGGGGGAAAAA	V_CTCF_BR	10
chr13	90230665	90230815	id-28096	8.02e-05	+	GACATAGTTTTCATATTGGCCACTAGATGGGTATG	Upstream_CTCF	2
chr13	90313154	90313304	id-28097	2.78e-06	+	TAATTGTTCACTGCCAAGGACACCAGAGGGCAGGC	V_CTCF_BR	6
chr13	90348025	90348175	id-28098	1.21e-06	-	CATGCACCTTAATTTTCTGCCACTTGGAGGCACTC	Upstream_CTCF	34
chr13	90429212	90429362	id-28099	1.13e-05	-	TTTCATTTTACATCTTCAGCCACCAGGGTGCAATT	UpstreamP1_CTCF	3
chr13	90452675	90452825	id-28100	1	+	NA	NONE	0
chr13	90568782	90568932	id-28101	1	+	NA	NONE	0
chr13	90577457	90577607	id-28102	2.91e-05	-	ACCGATAGTCCTAACAAGAACCGTAGAGGGCAGCA	Upstream_CTCF	33
chr13	90600392	90600542	id-28103	1	+	NA	NONE	0
chr13	90603715	90603865	id-28104	2.68e-05	+	AATGTTGTTATAAGAAGAGACAGCAGAGAGCTCTC	Upstream_CTCF	3
chr13	90614451	90614601	id-28105	1	+	NA	NONE	0
chr13	90659137	90659287	id-28106	1	+	NA	NONE	0
chr13	90659488	90659638	id-28107	1	+	NA	NONE	0
chr13	90702922	90703072	id-28108	1	+	NA	NONE	0
chr13	90714228	90714378	id-28109	1	+	NA	NONE	0
chr13	90733443	90733593	id-28110	4.65e-06	+	CAGCCACTGTCTACTGGCTCCAGCAGGTGTCAACA	UpstreamP1_CTCF	9
chr13	90735695	90735845	id-28111	1	+	NA	NONE	0
chr13	90743626	90743776	id-28112	1	+	NA	NONE	0
chr13	90781186	90781336	id-28113	1	+	NA	NONE	0
chr13	90797636	90797786	id-28114	2.72e-05	+	CTGCACTCCAGCCTGGGAGACAGAGGGAGACTCCG	UpstreamP1_CTCF	2
chr13	90808872	90809022	id-28115	1	+	NA	NONE	0
chr13	90849431	90849581	id-28116	1	+	NA	NONE	0
chr13	90865563	90865713	id-28117	1	+	NA	NONE	0
chr13	90870449	90870599	id-28118	1	+	NA	NONE	0
chr13	90886630	90886780	id-28119	1.71e-06	+	GATCCATTCTATCAGCCAGCCTCCAGAGGCCGCTG	V_CTCF_BR	27
chr13	90889903	90890053	id-28120	1	+	NA	NONE	0
chr13	90906172	90906322	id-28121	1.47e-05	-	TGAGTTTATAAAAGTGTTACCACAAGGAGGCGGAG	V_CTCF_BR	5
chr13	90907638	90907788	id-28122	1	+	NA	NONE	0
chr13	91005142	91005292	id-28123	2.55e-06	+	GGAGAAAAATCTTCTACTTCCAGCAGGGGGAGGGG	Upstream_CTCF	8
chr13	91017507	91017657	id-28124	2.02e-06	-	CTGCATCTATGAAAGTCTGCCAGCAGGGCTCTCCC	UpstreamP1_CTCF	26
chr13	91050778	91050928	id-28125	1	+	NA	NONE	0
chr13	91073062	91073212	id-28126	1	+	NA	NONE	33
chr13	91107765	91107915	id-28127	1	+	NA	NONE	0
chr13	91108256	91108406	id-28128	2.81e-05	+	GTGATCCTGTAGCACATAACCTAGAGATGGCAGTA	V_CTCF_BR	9
chr13	91127442	91127592	id-28129	1	+	NA	NONE	0
chr13	91156798	91156948	id-28130	7.84e-05	+	TGCTAATTAATATGAGTGTACTCTAGAGGGCAATA	V_CTCF_BR	2
chr13	91242532	91242682	id-28131	1	+	NA	NONE	0
chr13	91243944	91244094	id-28132	1.7e-05	+	TATGTAACTCAGTTTATCAACCATAGAGGGAGCTG	Upstream_CTCF	9
chr13	91370052	91370202	id-28133	8.33e-05	-	TCAGCAAAACTGCTGTGTGCAGCCAGGGGTGGTTA	Upstream_CTCF	2
chr13	91384452	91384602	id-28134	3.22e-07	+	GAGGCTGTACCCTGCAAAGCCACAGGGTGGAGCTG	Upstream_CTCF	23
chr13	91481649	91481799	id-28135	1	+	NA	NONE	0
chr13	91519645	91519795	id-28136	6.46e-07	-	ATCCCGACGCCCAGTTCGGCCTCTAGGTGGTGCAC	V_CTCF_BR	40
chr13	91520665	91520815	id-28137	3.18e-06	-	ACATGGCATCAGAGTCAGTCCACAAGGGGGCTCCC	V_CTCF_BR	40
chr13	91535955	91536105	id-28138	4.3e-06	+	TTTGTCATTCATGCTCATTCCACTAGATGACACTG	Upstream_CTCF	9
chr13	91560297	91560447	id-28139	7.82e-06	-	GTGTTATCCTAGAAGAGTTACTGCAGAGGGAACCA	UpstreamP1_CTCF	0
chr13	91602912	91603062	id-28140	1	+	NA	NONE	0
chr13	91620886	91621036	id-28141	6.84e-06	-	ATGTCAGGAGGCTTTTTCACCTCTGGGTGGCAGCA	V_CTCF_BR	30
chr13	91669710	91669860	id-28142	2.12e-06	-	CATCCATTCTCATAACCAACCACCAGGTGGGGCCA	UpstreamP1_CTCF	40
chr13	91683892	91684042	id-28143	1.01e-05	-	CATGTATTTCCAGAGCTGTCCACTTGGCGGTTGGT	Upstream_CTCF	13
chr13	91697806	91697956	id-28144	7.44e-06	-	ACTATACTATCTCATTGCTCCAGTAGATGGCAGAA	Upstream_CTCF	34
chr13	91699268	91699418	id-28145	6.82e-05	-	CAGAGTGAGCAAGTGAGAACAGCCAGAGGGAGCCT	V_CTCF_BR	17
chr13	91730453	91730603	id-28146	1.19e-06	+	TAAATTAACACCCGTCTCTCCAGCAGAGGGAGCAA	V_CTCF_BR	32
chr13	91763822	91763972	id-28147	1.47e-05	+	ATAGAACAAACTGGCAACAGCACCAGAGGGAGCCA	V_CTCF_BR	8
chr13	91786581	91786731	id-28148	4.98e-09	+	CTTCTCTTCCTCCCACTGTCCACAAGGTGGCACCA	UpstreamP1_CTCF	40
chr13	91810365	91810515	id-28149	1	+	NA	NONE	12
chr13	91814545	91814695	id-28150	1.19e-06	+	ACTGGCAGGCAGGTTTTATCCTGCAGGTGGCAGAA	V_CTCF_BR	22
chr13	91825263	91825413	id-28151	1	+	NA	NONE	0
chr13	91837679	91837829	id-28152	1	+	NA	NONE	26
chr13	91845660	91845810	id-28153	1	+	NA	NONE	1
chr13	91885443	91885593	id-28154	1	+	NA	NONE	0
chr13	91896478	91896628	id-28155	2.44e-07	+	GGGGCTATACAGGCTACATGCACCAGAGGGCAGAG	Upstream_CTCF	0
chr13	91899691	91899841	id-28156	1	+	NA	NONE	0
chr13	91900160	91900310	id-28157	9.29e-06	-	GTAGCAACATCAGCTTTAATCTCTAGATGGCACTA	Upstream_CTCF	24
chr13	91904337	91904487	id-28158	5.3e-05	+	ATGTACTGATTCGACTGGGCTACAGGGTGCCCAGA	UpstreamP1_CTCF	0
chr13	91929157	91929307	id-28159	1	+	NA	NONE	0
chr13	91943466	91943616	id-28160	1.93e-05	-	GGATGGCCATGTGAAGAGGCAGCAAGAGGGCAGCA	V_CTCF_BR	7
chr13	91960691	91960841	id-28161	1	+	NA	NONE	34
chr13	91965441	91965591	id-28162	3.4e-06	+	TCACTGTTACTGAATACCACCACCAGAGGGTAGGC	V_CTCF_BR	39
chr13	91967170	91967320	id-28163	1	+	NA	NONE	0
chr13	92000633	92000783	id-28164	2.46e-08	+	ACATGGGGCAGGCCGCGGGCCGGGAGGGGGCGCGC	V_CTCF_BR	15
chr13	92001253	92001403	id-28165	2.41e-11	-	CCTGCGATTCTCCGCGTAGCCGCCAGGGGGCGGCG	Upstream_CTCF	40
chr13	92011584	92011734	id-28166	1	+	NA	NONE	0
chr13	92027503	92027653	id-28167	2.2e-06	+	TGGGCCTTGCTCTTCCTGGCCACAGGGTGGTGGTA	Upstream_CTCF	40
chr13	92031410	92031560	id-28168	1	+	NA	NONE	0
chr13	92032028	92032178	id-28169	1.84e-05	+	CTGTAATTTTCATTTGGGTGCTATAGGTGTCAGTG	UpstreamP1_CTCF	10
chr13	92033759	92033909	id-28170	4.71e-06	+	TGGGTATTGCCACTTTTGAACAGTTGGTGGCTCCA	Upstream_CTCF	35
chr13	92059033	92059183	id-28171	8.81e-07	-	AATCAAAGAAAATACAGGACCACAAGAGGGCGGTA	V_CTCF_BR	40
chr13	92075136	92075286	id-28172	1	+	NA	NONE	0
chr13	92145853	92146003	id-28173	1	+	NA	NONE	2
chr13	92193845	92193995	id-28174	1	+	NA	NONE	0
chr13	92209708	92209858	id-28175	9.81e-06	-	ACCTGAACAACTGAGACCAACAGAAGATGGAGCCC	V_CTCF_BR	2
chr13	92228978	92229128	id-28176	9.27e-07	-	TGGCTTCAGCTGAGTTTGGCCAGCAGGAGGCGATG	UpstreamP1_CTCF	25
chr13	92244421	92244571	id-28177	1.17e-05	+	TTATAGTTTGGGCTGTGATCCAGTAGATGGCACTT	V_CTCF_BR	3
chr13	92289584	92289734	id-28178	1	+	NA	NONE	0
chr13	92291192	92291342	id-28179	1	+	NA	NONE	0
chr13	92299730	92299880	id-28180	4.38e-08	-	CCTGCCACATCACAGATGCCCGACAGGGGGCAGCA	Upstream_CTCF	37
chr13	92329747	92329897	id-28181	1	+	NA	NONE	0
chr13	92339788	92339938	id-28182	1	+	NA	NONE	0
chr13	92369141	92369291	id-28183	1	+	NA	NONE	0
chr13	92374671	92374821	id-28184	4.41e-06	-	TGCATTCCTATATATTAAACCACCAGAGGGCGCTT	V_CTCF_BR	38
chr13	92392099	92392249	id-28185	6.48e-05	-	AAGTTGCTGCCAAGAGCCTGAGGTAGGTGGCAGTC	UpstreamP1_CTCF	9
chr13	92407567	92407717	id-28186	1	+	NA	NONE	0
chr13	92428056	92428206	id-28187	1	+	NA	NONE	0
chr13	92434369	92434519	id-28188	2.08e-07	-	CTGAAGTATATGGCTGCTGCCACTGGATGGCAACC	UpstreamP1_CTCF	23
chr13	92457999	92458149	id-28189	4.88e-06	+	TTTCTAGGATGGCTTTTGTACACTAGGTGGCAGAG	UpstreamP1_CTCF	22
chr13	92469615	92469765	id-28190	1	+	NA	NONE	25
chr13	92575550	92575700	id-28191	6.8e-06	+	CTTGCAGTTCAGCAGCACTTAACCAGATGGCCCCC	Upstream_CTCF	23
chr13	92598849	92598999	id-28192	2.86e-06	+	CGGTAAGTCTAGTGAATGAACAGCAGATGTCACTG	UpstreamP1_CTCF	33
chr13	92716525	92716675	id-28193	2.81e-05	-	CAGACCAATTACATCAGAAACTCTAGGGGGCGACC	V_CTCF_BR	2
chr13	92727037	92727187	id-28194	1.52e-07	-	GGAGGAAGTTGCTGCTGCACCAGCAGATGGCAGAG	V_CTCF_BR	28
chr13	92794038	92794188	id-28195	1	+	NA	NONE	2
chr13	92796144	92796294	id-28196	7.27e-06	-	AGCACATGGCCAAGTGTGAGCACTAGAGGGTACTA	V_CTCF_BR	11
chr13	92827784	92827934	id-28197	9.31e-05	+	TGAACTCTTGGTACAGAGGCCACTAGATGGGGCTT	Upstream_CTCF	37
chr13	92839759	92839909	id-28198	2.96e-09	+	AAAGCAATTCCTCTCTTTACCAGAAGGTGGCACTG	Upstream_CTCF	39
chr13	92951395	92951545	id-28199	1	+	NA	NONE	0
chr13	92959222	92959372	id-28200	1	+	NA	NONE	0
chr13	92995496	92995646	id-28201	1	+	NA	NONE	0
chr13	93003173	93003323	id-28202	1	+	NA	NONE	0
chr13	93005987	93006137	id-28203	1	+	NA	NONE	0
chr13	93007614	93007764	id-28204	6.84e-06	+	TTGTCTTCCCAACCACCAGCCTGGAGAGGGAGCAT	V_CTCF_BR	28
chr13	93055429	93055579	id-28205	1	+	NA	NONE	0
chr13	93059866	93060016	id-28206	1	+	NA	NONE	0
chr13	93061052	93061202	id-28207	1	+	NA	NONE	0
chr13	93068445	93068595	id-28208	1	+	NA	NONE	0
chr13	93072020	93072170	id-28209	1	+	NA	NONE	0
chr13	93084355	93084505	id-28210	3.24e-06	-	GGTGATGCTCTCTTCCTGCCCTGCAGATGGCCACC	Upstream_CTCF	4
chr13	93086628	93086778	id-28211	1	+	NA	NONE	0
chr13	93100706	93100856	id-28212	1	+	NA	NONE	0
chr13	93113118	93113268	id-28213	1	+	NA	NONE	0
chr13	93120635	93120785	id-28214	1	+	NA	NONE	0
chr13	93151813	93151963	id-28215	1	+	NA	NONE	0
chr13	93163356	93163506	id-28216	1	+	NA	NONE	0
chr13	93165614	93165764	id-28217	1	+	NA	NONE	0
chr13	93182733	93182883	id-28218	1	+	NA	NONE	14
chr13	93189137	93189287	id-28219	1	+	NA	NONE	0
chr13	93225825	93225975	id-28220	1	+	NA	NONE	28
chr13	93369103	93369253	id-28221	4.14e-05	+	ATTTATTCCTCATGACAGCCCTACAGAGGGCAGCA	UpstreamP1_CTCF	30
chr13	93508665	93508815	id-28222	2.01e-05	-	CTTTTATTTCTTTCTCTTTCCTCTGGGTGGCACTT	Upstream_CTCF	5
chr13	93549190	93549340	id-28223	2.78e-06	+	AAAGGTTAAATCTCTTTAACCACCAGGTGGCAATG	V_CTCF_BR	29
chr13	93620294	93620444	id-28224	1.83e-05	+	ATAAAAAAGAAAGCATCTCCCAGAAGGTGGAGCTC	V_CTCF_BR	33
chr13	93657292	93657442	id-28225	5.92e-05	+	AGGAGCATCATTTCACATAGCAGGAGAGGGAGCTA	V_CTCF_BR	34
chr13	93769183	93769333	id-28226	6.84e-06	-	TGACATTGACCCGTCATGGCCACTGGATGTCACTA	V_CTCF_BR	14
chr13	93824481	93824631	id-28227	3.03e-05	+	CTAATTGTCCCCAAGTTGGCCAACAGGGGGCCTCT	Upstream_CTCF	34
chr13	93835678	93835828	id-28228	3.36e-05	-	CAACAGTTGTTACAAGGGGGAGGCAGGGGGCAGCA	UpstreamP1_CTCF	16
chr13	93879513	93879663	id-28229	1.09e-07	+	CTGCTCGTCCCCTCGGCTGGCAGAAGGGGGTGACG	UpstreamP1_CTCF	24
chr13	93879835	93879985	id-28230	8.98e-06	+	CTGCAGGGGCAGGCTGCAGCCCTCGGCTGCCGCAC	UpstreamP1_CTCF	6
chr13	93880255	93880405	id-28231	4.65e-06	+	CTCCACTCCCGCCCTTGCGCCGGCAGGGGCGGTGG	UpstreamP1_CTCF	34
chr13	93886508	93886658	id-28232	2.38e-07	-	GTGGGGGAGGACGACATGACCCCCAGGTGGCAGTA	V_CTCF_BR	28
chr13	93896931	93897081	id-28233	1	+	NA	NONE	12
chr13	93900902	93901052	id-28234	8.58e-06	+	TGGAAGGTGCCACGGATGCCCAGAAGGAGGCTCTG	UpstreamP1_CTCF	33
chr13	93905219	93905369	id-28235	1	+	NA	NONE	0
chr13	93907234	93907384	id-28236	5.68e-06	+	TGTGCCTCGCCAGTTCTGTGCTGCAGTGGGCAGCC	V_CTCF_BR	2
chr13	93920694	93920844	id-28237	3.03e-05	+	TCTGCAAGTACAGTTCCTGCCTGCAGGGAAATGAA	Upstream_CTCF	5
chr13	93921327	93921477	id-28238	1	+	NA	NONE	0
chr13	93927800	93927950	id-28239	7.07e-08	+	CTGAGGCCTCCCTCCTTGGCCTGCAGATGGCTGCC	V_CTCF_BR	3
chr13	93928430	93928580	id-28240	1	+	NA	NONE	1
chr13	93938047	93938197	id-28241	1	+	NA	NONE	0
chr13	93941091	93941241	id-28242	4.5e-05	+	ATGTAAATCTTCATACAGACCTGTATAGGGCAGTC	UpstreamP1_CTCF	0
chr13	93972539	93972689	id-28243	1	+	NA	NONE	0
chr13	93987761	93987911	id-28244	1	+	NA	NONE	0
chr13	94002775	94002925	id-28245	1	+	NA	NONE	0
chr13	94012171	94012321	id-28246	1	+	NA	NONE	0
chr13	94030552	94030702	id-28247	1	+	NA	NONE	12
chr13	94326230	94326380	id-28248	8.21e-06	+	AATTAGCAGACAGCCACTGGCAGCAGGGGGCAAGA	V_CTCF_BR	1
chr13	94501703	94501853	id-28249	1	+	NA	NONE	2
chr13	94574446	94574596	id-28250	1.35e-05	-	CTTTTGTGACACTCTGCAACCACTAGAGAGAGTTC	UpstreamP1_CTCF	20
chr13	94603531	94603681	id-28251	2.28e-05	-	TGAGTTAGGCCACAGACCTGCTCTAGAGGGCTCCA	Upstream_CTCF	29
chr13	94764572	94764722	id-28252	1	+	NA	NONE	9
chr13	94765125	94765275	id-28253	1	+	NA	NONE	19
chr13	94767431	94767581	id-28254	1.29e-05	+	GTCATGTGGCTGCAAATGTCCTCCAGGGGGCCATT	UpstreamP1_CTCF	24
chr13	94771821	94771971	id-28255	4.41e-06	-	AGGGCAGACTCATTGCACAACTCCAGGGGGCACTG	V_CTCF_BR	10
chr13	94825838	94825988	id-28256	6.84e-06	+	GTATGCCCAAGCTAGCACACCTCAAGGTGGAGCCC	V_CTCF_BR	16
chr13	94844964	94845114	id-28257	1.03e-06	-	TGATATAAAAACTGAGTCCCCAGCAGAGGGCACAA	V_CTCF_BR	39
chr13	94877046	94877196	id-28258	1.73e-05	-	ACAATCAAAGCAATAGCTACCAAGAGGTGGCAGTC	V_CTCF_BR	21
chr13	94922901	94923051	id-28259	3.71e-05	+	AAAGTTACTTTTCACTTTGTCGCTAGGGGGAAGTG	Upstream_CTCF	10
chr13	94925944	94926094	id-28260	5.98e-05	+	ATCCACTAGCTACGAAAACACGGTAGGAGGCACTA	UpstreamP1_CTCF	2
chr13	94932728	94932878	id-28261	1	+	NA	NONE	6
chr13	94997770	94997920	id-28262	1	+	NA	NONE	25
chr13	94998085	94998235	id-28263	1	+	NA	NONE	29
chr13	95014761	95014911	id-28264	9.49e-08	-	GAGGCCACCTTCATTATAACCACCAGATGGCAGTG	V_CTCF_BR	40
chr13	95068857	95069007	id-28265	2.84e-05	-	TTGGAATTGCACAGGAATCCCTTTAGGTGGCGCTA	UpstreamP1_CTCF	40
chr13	95079629	95079779	id-28266	1.35e-05	+	GAGTTGAACTCAACAGCTGCCAGCAGAGGAGGCCA	UpstreamP1_CTCF	6
chr13	95083921	95084071	id-28267	1.03e-06	-	ATGTAGTGGTTCAGCATGGCCTCTGGAGGCAGACA	UpstreamP1_CTCF	30
chr13	95085800	95085950	id-28268	1.18e-05	+	GCTCAATTGCATCATCTCTCCAGCAAGGGGAAACC	UpstreamP1_CTCF	4
chr13	95087970	95088120	id-28269	7.62e-07	+	TGTGCAATTTTCTAATAAAACACAAGAGGGCAGGT	Upstream_CTCF	40
chr13	95179372	95179522	id-28270	1.64e-06	+	ACTGCCTCTATGAATTCCACCTCTAGGGGGAGGGC	Upstream_CTCF	9
chr13	95201304	95201454	id-28271	1	+	NA	NONE	29
chr13	95248477	95248627	id-28272	1.71e-06	-	GAGCGCGGCCCCGCCCAGCCCGCTAGTGGGCGGGC	V_CTCF_BR	20
chr13	95266469	95266619	id-28273	3.22e-05	-	GTGCTAATTGATCTGTACTCCACTAGAGGCAGCAG	UpstreamP1_CTCF	37
chr13	95269759	95269909	id-28274	5.48e-05	-	GCAGCAAAAAGTATTTCTGCCACTGGGTGTCTCTC	Upstream_CTCF	39
chr13	95272672	95272822	id-28275	3.42e-09	+	CCTGCAGTGTAGGTGATGGCCACCTGGTGGCACAT	Upstream_CTCF	40
chr13	95309261	95309411	id-28276	1	+	NA	NONE	21
chr13	95311572	95311722	id-28277	1	+	NA	NONE	27
chr13	95313064	95313214	id-28278	1	+	NA	NONE	39
chr13	95327255	95327405	id-28279	1.63e-05	-	GGGGCAACTCTCTTTGTGACCTCTAGGCACAGGAG	Upstream_CTCF	40
chr13	95363487	95363637	id-28280	2.47e-05	-	ACTGCAGCGCGTGGCCCAGCCCCGGGCTGCAGCCG	Upstream_CTCF	25
chr13	95368369	95368519	id-28281	1	+	NA	NONE	37
chr13	95452809	95452959	id-28282	3.66e-06	+	AAGTAGTAAATGTTTATGACCGCCAGGGGAGGGCA	UpstreamP1_CTCF	18
chr13	95602694	95602844	id-28283	7.91e-05	-	GTGGACAGGAAGAAAGCTGCCAGTAGATGGCCTCT	UpstreamP1_CTCF	30
chr13	95620428	95620578	id-28284	5.2e-08	-	CTGCGGTGTTAGGGCGAGGACAGAAGGGGGAGCTA	UpstreamP1_CTCF	28
chr13	95641041	95641191	id-28285	1	+	NA	NONE	30
chr13	95646110	95646260	id-28286	1	+	NA	NONE	7
chr13	95654506	95654656	id-28287	7.44e-06	+	AGTTCTTTGCGGCTTTTGTCCACTAGATGGGAACC	Upstream_CTCF	8
chr13	95785928	95786078	id-28288	1.06e-05	-	CCTTCAGCACCCTTCTCTGCCACCACAGGCAGGCT	Upstream_CTCF	0
chr13	95808582	95808732	id-28289	1.24e-05	-	ATTTTGCTTTTGATATCCAGCACAAGAGGGCAGCA	V_CTCF_BR	32
chr13	95841699	95841849	id-28290	4.24e-07	+	TATTCTATTTCATTAACCTCCACAAGGTGGCAGCA	Upstream_CTCF	40
chr13	95844115	95844265	id-28291	8.84e-10	+	CAGCACTGGTGGGCTGCAGCCAGAAGGGGGCAGCA	UpstreamP1_CTCF	40
chr13	95875038	95875188	id-28292	3.91e-06	+	GAGGCACTACTGGTTGTTACAACTAGAGGGACGCT	Upstream_CTCF	19
chr13	95878869	95879019	id-28293	7.31e-05	+	CTCTACCCTTGCCAATCTGCCACTAGAGGACTTCA	UpstreamP1_CTCF	4
chr13	95926836	95926986	id-28294	7.11e-06	-	CATGTCATGCCCTGCAGGGCCACATGGGGAAGCAT	Upstream_CTCF	36
chr13	95948923	95949073	id-28295	6.39e-08	+	AATGCAAAGTGCCTGCCGGGCACCAGGGGGCAGCA	V_CTCF_BR	40
chr13	95953088	95953238	id-28296	8.21e-05	-	AGGCGGGGAACCCAGGCTGCCGAAAGGGGGAGTCT	V_CTCF_BR	36
chr13	95954102	95954252	id-28297	2.53e-05	-	GGTCCTGAGAAGGGAAAGGCGCCCAGGGGGCGGGC	V_CTCF_BR	23
chr13	96004713	96004863	id-28298	1.47e-05	+	CCTAACCTGGCAATGCAGCCCAGTAGGTGTCAGCC	V_CTCF_BR	7
chr13	96006539	96006689	id-28299	4.88e-05	+	TGTCCAGACATTGGACATGTCCCCAGGGGGAGCCA	V_CTCF_BR	2
chr13	96033060	96033210	id-28300	1.74e-08	-	AGGGAGAAGCTGGCAGGAACCAGCAGGTGGCACCA	V_CTCF_BR	40
chr13	96056650	96056800	id-28301	4.65e-06	-	CTACAGTTGCCCTGTTTTGCCACGCGGTGGCGCTG	UpstreamP1_CTCF	40
chr13	96058809	96058959	id-28302	4.7e-06	+	CAAGTGAAATCCACACTAACCTGCAGGTGGTAGCG	V_CTCF_BR	1
chr13	96100152	96100302	id-28303	1	+	NA	NONE	1
chr13	96127357	96127507	id-28304	1	+	NA	NONE	6
chr13	96130876	96131026	id-28305	1.03e-09	-	TGTGCCATACTGCAAGTCACCACTAGGGGGAAGCA	Upstream_CTCF	40
chr13	96137293	96137443	id-28306	1.35e-05	-	ACTCTGTTCCCAGCTGCAACCCCCACGTGGCTCTC	UpstreamP1_CTCF	15
chr13	96146457	96146607	id-28307	3.2e-08	+	GCTGTCATACTACATTTCACCAATAGGTGGCACGA	Upstream_CTCF	40
chr13	96189026	96189176	id-28308	1.92e-05	+	ATGTCTTAACAATCTTTATCCAAAAGAGGGCGCAA	UpstreamP1_CTCF	38
chr13	96204739	96204889	id-28309	2.96e-05	-	ATGCCCTGTCCCTTGAGGGGCCTCAGAGGGCTCGC	UpstreamP1_CTCF	21
chr13	96216501	96216651	id-28310	3.28e-05	+	AGTGGATAGAGGGAGCCTCCCAGAGGATGGAGCAA	V_CTCF_BR	26
chr13	96267276	96267426	id-28311	4.65e-05	+	AGACGAGGAAGGAGTGCAGCCTAGTGGTGGCACAA	V_CTCF_BR	9
chr13	96276306	96276456	id-28312	4.41e-06	+	CGTTTATAAAACTTGTTGGCCCCTAGAGGGAGCTC	V_CTCF_BR	40
chr13	96313368	96313518	id-28313	1.59e-06	-	GCAAAATGCATATCTATAACCACCAGGGGTCACTG	V_CTCF_BR	39
chr13	96350421	96350571	id-28314	4.88e-08	+	GTGCAATTCAACCTACAGGCCTGTAGGTGGTACTT	UpstreamP1_CTCF	40
chr13	96356898	96357048	id-28315	1	+	NA	NONE	40
chr13	96398139	96398289	id-28316	1	+	NA	NONE	38
chr13	96453918	96454068	id-28317	1.72e-06	+	GCAGGGGCTCCAGACTTCCCCAGCAGGCGGCAGGT	Upstream_CTCF	3
chr13	96486549	96486699	id-28318	1.52e-09	-	CAGCATTTCTGGCCTCTGTCCACTAGATGGCAGTA	UpstreamP1_CTCF	40
chr13	96548723	96548873	id-28319	1	+	NA	NONE	5
chr13	96632853	96633003	id-28320	3.2e-08	-	GCTGGGCTGCTCCATCTTCCCACTAGAGGGCGCAA	Upstream_CTCF	40
chr13	96655715	96655865	id-28321	1.1e-05	+	TTGTGACTTGCTTTGACTAACACAAGGTGGCAGAA	V_CTCF_BR	36
chr13	96672487	96672637	id-28322	1.21e-06	+	GTGTACTAAGTGGCTGAGTCAGGCAGGTGGCACTA	UpstreamP1_CTCF	40
chr13	96710252	96710402	id-28323	2.19e-05	+	TCTGCAGTTTACATTCCTACCAACAGGGCACAAGT	Upstream_CTCF	38
chr13	96724771	96724921	id-28324	1.01e-05	+	GAGGCTACAGAGGCAATGGCCAGCAGGGGCATAGG	Upstream_CTCF	16
chr13	96728338	96728488	id-28325	4.68e-07	-	TTAACCATATCCCCAATAACCTCTAGGGGGCACCA	V_CTCF_BR	39
chr13	96793409	96793559	id-28326	2.78e-06	+	ACCTTGAAGGAAAAAGTTAACACCAGATGGCAGTC	V_CTCF_BR	35
chr13	96853102	96853252	id-28327	2.01e-05	-	TGGGCTCTGTCCTGACAGGCCCAAGGGTGGCACTA	Upstream_CTCF	2
chr13	96868925	96869075	id-28328	2.19e-05	+	TCTCAGGTCCCTCTCTCCTGCCCTAGAGGGAGCCA	UpstreamP1_CTCF	6
chr13	96881714	96881864	id-28329	2.73e-07	-	AATGCCCTTTTAAGAGCAGACACTAGAGGGCGGGT	Upstream_CTCF	39
chr13	96951634	96951784	id-28330	3.18e-06	+	CCATGCATAGAGAAAACGGCCACCAGATGGAATTG	V_CTCF_BR	7
chr13	97302924	97303074	id-28331	4.5e-06	+	TGTGAAGTTCACACAATGGCCACAGGTAGGCCTGA	Upstream_CTCF	19
chr13	97444574	97444724	id-28332	8.02e-05	-	ATAGGACGTGTTCTGATAAGCACCAGAGGGGGCGT	Upstream_CTCF	7
chr13	97448621	97448771	id-28333	1	+	NA	NONE	21
chr13	97469723	97469873	id-28334	8.81e-07	-	CAGTTAAGGAAGATTATAGCCACAAGGGGGCTCTC	V_CTCF_BR	39
chr13	97475244	97475394	id-28335	1.03e-06	+	GAGCACCTTCCTCTTCCAGCCAGGAGGGAGCAGCA	UpstreamP1_CTCF	33
chr13	97561671	97561821	id-28336	2.31e-06	-	TTTGTATTACCAGTGCCTGCCACTAGTGGATGGGC	Upstream_CTCF	10
chr13	97571618	97571768	id-28337	3.63e-06	+	CCGGACAGGGAGATGCCTCCCAGCAGGGGTCGACA	V_CTCF_BR	4
chr13	97610656	97610806	id-28338	5.96e-07	-	AATGCCTGAAACAAAACAACCACTAGAGGGCAGAG	V_CTCF_BR	40
chr13	97616123	97616273	id-28339	7.49e-07	-	TAGTTGCTTCATTCCTTTGCCAGCAGGTGGTACTG	UpstreamP1_CTCF	18
chr13	97619479	97619629	id-28340	6.84e-06	-	GTCTAGAGGCCTTTGGGTAACGCCAGGGGGTGCCC	V_CTCF_BR	5
chr13	97619794	97619944	id-28341	1.08e-05	-	ATGAAGAGGATTTCTATTTCCAGTAGGTGGCGATG	UpstreamP1_CTCF	23
chr13	97636606	97636756	id-28342	4.88e-06	+	ATTCTGTTCTATCGGAAGAACCCTAGAGGGCAGAC	UpstreamP1_CTCF	27
chr13	97646315	97646465	id-28343	5.63e-06	-	CAGCAGGAGCACCCCAGATCCTGTGGCGGGAGGCG	UpstreamP1_CTCF	19
chr13	97658008	97658158	id-28344	1	+	NA	NONE	9
chr13	97670389	97670539	id-28345	5.41e-07	+	CTGAAAGTGCTTCCTTCCACCAGCAGATGTCACTG	UpstreamP1_CTCF	40
chr13	97681076	97681226	id-28346	5.77e-08	-	ATGGTAATCACCAGGCCTGCCACTAGAGGGCAGAC	V_CTCF_BR	39
chr13	97683433	97683583	id-28347	1	+	NA	NONE	40
chr13	97719707	97719857	id-28348	2.27e-05	+	TAAAGCATTTCCCTCTTAACCTATAGAGGGCAGAA	V_CTCF_BR	30
chr13	97762265	97762415	id-28349	5.23e-10	+	CGCGGGTGGGGGGTTCCGTCCAGCAGAGGGCGGCA	V_CTCF_BR	40
chr13	97767408	97767558	id-28350	8.79e-07	-	CTGCAGTTCCTTCTGAGAGACGCTGGATGGATGCC	UpstreamP1_CTCF	16
chr13	97777821	97777971	id-28351	1	+	NA	NONE	32
chr13	97778027	97778177	id-28352	1	+	NA	NONE	14
chr13	97780298	97780448	id-28353	3.09e-05	-	GCACAACTAGACCCTCTTGCCTCCAGGTGGGGGCA	UpstreamP1_CTCF	2
chr13	97865129	97865279	id-28354	6.49e-06	-	TTTGCCCGGGTTTTTCTGACCAGTAGAGGGCCCTT	Upstream_CTCF	40
chr13	97876367	97876517	id-28355	8.99e-05	-	TAGGGCCCCGGGGACCATCCACCCAGGTGGCAGCG	V_CTCF_BR	21
chr13	97907811	97907961	id-28356	5.68e-06	+	CAATTAGGCAATGAGGCTACCCGTAGATGGCAGCC	V_CTCF_BR	4
chr13	97910231	97910381	id-28357	2.47e-05	-	CCTTCTGTTTCCTCTCCTCCCAGACGGGGGGCGCT	Upstream_CTCF	33
chr13	97921171	97921321	id-28358	5.34e-06	+	GGCCCGTGAGGAGGGCCTGCCGGAGGGTGGCTCAG	V_CTCF_BR	23
chr13	97960037	97960187	id-28359	1	+	NA	NONE	11
chr13	97986396	97986546	id-28360	1	+	NA	NONE	4
chr13	97996904	97997054	id-28361	2.6e-07	-	ACACAAAAGCTCCGTGGGTCCAGCAGGTGGAGCCC	V_CTCF_BR	40
chr13	97999633	97999783	id-28362	9.78e-09	+	GGTGCATTTCTGCACCTGAGCACGAGGAGGCACCC	Upstream_CTCF	2
chr13	98011831	98011981	id-28363	1.46e-08	-	TAAGCTGTTCTTAAAGAATCCACCAGAGGGCGGAA	Upstream_CTCF	40
chr13	98018519	98018669	id-28364	1.32e-05	-	CAAGCCATCATGGGTTAAACCAGCAGATGGCATGC	Upstream_CTCF	28
chr13	98159064	98159214	id-28365	4.85e-07	+	CTGTCATTGCCTCCCATCACCCCCAGATGGGACCA	UpstreamP1_CTCF	3
chr13	98165107	98165257	id-28366	9.78e-07	+	ATGCGGTTTGACCTGCAAGCCTGTAGATGGCACTT	UpstreamP1_CTCF	19
chr13	98227293	98227443	id-28367	2.84e-05	-	TTGCAGACTTCGGCCTCCACCACTGGGCTGCGCTG	UpstreamP1_CTCF	39
chr13	98241368	98241518	id-28368	1.09e-06	+	ATGTAATGTAATCAACCTACCACCAGGTAGCAGGC	UpstreamP1_CTCF	21
chr13	98273977	98274127	id-28369	1	+	NA	NONE	1
chr13	98283575	98283725	id-28370	3.97e-05	-	CTGAATATCAGCCTGCCTTCCGCTAGGGGACGCAG	UpstreamP1_CTCF	27
chr13	98311989	98312139	id-28371	5.68e-06	-	GGACCACCCCTGCTGCATGTCAGTAGGTGGCAGTC	V_CTCF_BR	37
chr13	98401596	98401746	id-28372	1.19e-06	+	GGCAGGTCAATACTCCAAGACACCAGGTGGCAGCA	V_CTCF_BR	33
chr13	98405661	98405811	id-28373	1	+	NA	NONE	6
chr13	98406307	98406457	id-28374	8.02e-08	-	AGGCAGTGGTCTAAGCAAGGCACAAGGGGGCGCTG	UpstreamP1_CTCF	32
chr13	98450838	98450988	id-28375	7.73e-06	+	CAACGCGTTCTGCCTCCGCCCACTGGCTGGCAGAA	V_CTCF_BR	1
chr13	98452663	98452813	id-28376	2.19e-08	-	ATTGAAGAATGGGCTTCGGCCAGCAGAGGGCAGGC	V_CTCF_BR	40
chr13	98462529	98462679	id-28377	8.64e-05	-	CGCTGAATAAGCATCAGATCCACCAGGTGGGGCTC	Upstream_CTCF	38
chr13	98486613	98486763	id-28378	1.17e-05	-	ACTAAATGCCGACTTGGAAACACTAGATGGCTCCC	V_CTCF_BR	13
chr13	98501689	98501839	id-28379	1.21e-06	+	CAGAAATTTTCTAAAATAACCACCAGATGTCAGCC	UpstreamP1_CTCF	40
chr13	98507870	98508020	id-28380	1.24e-05	+	GATAATGTGCGTATATTTGGCACTAGGGGGCGATA	V_CTCF_BR	39
chr13	98532746	98532896	id-28381	1	+	NA	NONE	11
chr13	98563911	98564061	id-28382	3.36e-07	-	CAGGTCTTTCTCGAGTTTACCTGCAGGTGGCACTG	V_CTCF_BR	40
chr13	98598312	98598462	id-28383	5.48e-05	+	GCTGCACCACTTCACATTCCCGCCAGTAGTGTAAG	Upstream_CTCF	17
chr13	98685675	98685825	id-28384	1	+	NA	NONE	39
chr13	98692361	98692511	id-28385	5.08e-05	-	CCTGTATTGGAAAATGCCCCATCTAGGGGCAAGTG	Upstream_CTCF	4
chr13	98717852	98718002	id-28386	2.11e-06	+	TTTTATCATGCAGGCGAAGCCTCCAGGTGGCAGGC	V_CTCF_BR	14
chr13	98735857	98736007	id-28387	1	+	NA	NONE	21
chr13	98756330	98756480	id-28388	1	+	NA	NONE	34
chr13	98781479	98781629	id-28389	7.73e-06	-	AAGATTAAAACATGGTGTACCTGCAGAGGGCACTT	V_CTCF_BR	7
chr13	98795170	98795320	id-28390	1.92e-06	+	GCGCAGGGCGCGGGCCCGGACGCTGGAGGGGGCTG	UpstreamP1_CTCF	35
chr13	98797420	98797570	id-28391	2.04e-05	-	TGGTGCACCATAGAATCTGCCCCTAGGAGGCACAG	V_CTCF_BR	36
chr13	98799890	98800040	id-28392	7.91e-05	-	CTGCAATGAGCCATGATCACCACTGCACTCCAGCC	UpstreamP1_CTCF	18
chr13	98842489	98842639	id-28393	1.01e-05	+	CCTGCATTGTACCTCCACACCACCAGGGTAAATGG	Upstream_CTCF	19
chr13	98856079	98856229	id-28394	1	+	NA	NONE	3
chr13	98897162	98897312	id-28395	1	+	NA	NONE	24
chr13	98967868	98968018	id-28396	4.01e-05	-	TCTTTTGTTTTCCAGGACACCACGAGGCGAAGGAA	Upstream_CTCF	14
chr13	98997904	98998054	id-28397	2.1e-06	+	CACGCATGACCCACGTTCTACAGCAGGGGTCACAC	Upstream_CTCF	17
chr13	99002322	99002472	id-28398	9.84e-06	-	CTGCCTGTCAACACAGTCACCATTAGATGGTGCTG	UpstreamP1_CTCF	21
chr13	99005365	99005515	id-28399	7.17e-05	-	TCTGTAATGTGTTATTTTGCCACATGGTGCATCTT	Upstream_CTCF	6
chr13	99049623	99049773	id-28400	1	+	NA	NONE	33
chr13	99057652	99057802	id-28401	4.88e-05	+	TGACTGGAGGTGTTTTCAGTCTGAGGGGGGCAGCA	V_CTCF_BR	11
chr13	99083483	99083633	id-28402	7.8e-08	-	GGCCTGAACTGTGGCATGGGCACCAGGTGGCGCAG	V_CTCF_BR	38
chr13	99097694	99097844	id-28403	7.44e-09	+	GCTGCAACTGCCTCCTGGGCCACTAGAGGGCATGT	Upstream_CTCF	40
chr13	99100707	99100857	id-28404	3.81e-05	+	CCCACCTCCAGTCCTGGCATCCGCTGGGGGCGCTG	V_CTCF_BR	40
chr13	99118984	99119134	id-28405	4.24e-07	-	CGGGGAATGCCGAATGCATCCAGCAGGAGGCGTAG	Upstream_CTCF	40
chr13	99120771	99120921	id-28406	4.71e-06	+	GTGGCAGCGGTTCTCCACACCAACAGGTGGCTCTC	Upstream_CTCF	25
chr13	99126650	99126800	id-28407	1.15e-07	+	GACCCCCAGCTGTGCCCAGACAGCAGGTGGAGCCC	V_CTCF_BR	2
chr13	99134869	99135019	id-28408	1	+	NA	NONE	39
chr13	99136059	99136209	id-28409	5.9e-06	-	TTGGACTGTCTTAGAATCAACTCCAGATGGCAGGA	UpstreamP1_CTCF	7
chr13	99137124	99137274	id-28410	2.6e-06	+	GGCTACCCAGACACAAGGCTCACCAGAGGGCACTC	V_CTCF_BR	24
chr13	99138798	99138948	id-28411	4.38e-08	+	GCAGCACCCCTGGCTCTGTCCACTAGATGCCGGTG	Upstream_CTCF	14
chr13	99194216	99194366	id-28412	9.84e-05	-	CCTAGTGGACCCTTGGAGAACAGCGGGTGGAGATG	V_CTCF_BR	24
chr13	99209291	99209441	id-28413	3.36e-05	+	CTGCTTTGCCTAGCAGGTAAAGCTAGGTGGAGTAG	UpstreamP1_CTCF	23
chr13	99210560	99210710	id-28414	1	+	NA	NONE	16
chr13	99229468	99229618	id-28415	4.85e-07	+	CTGCGGCGCTCCCACGCCCCCGCGGGCGGGCGGCG	UpstreamP1_CTCF	4
chr13	99234184	99234334	id-28416	2.58e-07	+	GCTGCAGTTCTGGGGGCTCACACCAGGGAACATCA	Upstream_CTCF	11
chr13	99250431	99250581	id-28417	1	+	NA	NONE	34
chr13	99305769	99305919	id-28418	1.57e-08	-	GTTGCAGGCAATCCCATGGCCAGTAGGTGGCAGGG	Upstream_CTCF	40
chr13	99325369	99325519	id-28419	1.52e-07	-	TGCAAGTTCCCCAGATTGGCCACAAGATGGCAGGA	V_CTCF_BR	39
chr13	99376101	99376251	id-28420	8.33e-05	+	TGAGCACCAACTCACACGTGCACAGGAAGGCTGTC	Upstream_CTCF	1
chr13	99403745	99403895	id-28421	1	+	NA	NONE	11
chr13	99414153	99414303	id-28422	1	+	NA	NONE	19
chr13	99425499	99425649	id-28423	5.08e-05	-	ACGTTATGCTCAAAGACAACCAAGGGGTGGCACCT	UpstreamP1_CTCF	16
chr13	99437682	99437832	id-28424	1	+	NA	NONE	2
chr13	99448261	99448411	id-28425	1.56e-05	+	CCTCTACTTTTTAAAATGTCCAGAAGAGGGTGCTT	Upstream_CTCF	23
chr13	99479717	99479867	id-28426	1.48e-06	-	GAGGGTCTAGACGAGGGCACCACGTGGTGGCGCTC	V_CTCF_BR	10
chr13	99492485	99492635	id-28427	3.84e-06	+	GTGTGAAGCACACTGATTTCCACTAGGGGGCCGTG	UpstreamP1_CTCF	40
chr13	99495251	99495401	id-28428	2.94e-06	-	TTGTCAGAACTCAGCTTGACCAGCAGGGAGCAGCA	Upstream_CTCF	40
chr13	99519254	99519404	id-28429	1	+	NA	NONE	26
chr13	99521753	99521903	id-28430	4.11e-07	+	ATGCATTTAATTCTAACAGCCACAAGAGGGGGGTA	UpstreamP1_CTCF	34
chr13	99531501	99531651	id-28431	1	+	NA	NONE	23
chr13	99542581	99542731	id-28432	6.21e-05	-	CTTCAGCAGAATGTATTTACCACGTGTGGGTGCTG	V_CTCF_BR	7
chr13	99549732	99549882	id-28433	2.11e-06	+	ATAGCTTATTGCTGTCTTGCCTGTAGATGGCAGAA	V_CTCF_BR	14
chr13	99596723	99596873	id-28434	6.84e-06	+	GGTTCCGCTGAGTTCTCTGGCTCCTGAGGGCACCA	V_CTCF_BR	5
chr13	99630278	99630428	id-28435	1	+	NA	NONE	13
chr13	99645788	99645938	id-28436	7.73e-06	+	GTCTTCACTAGGAATACTTCCACTAGGTGGTGGCG	V_CTCF_BR	6
chr13	99653977	99654127	id-28437	1	+	NA	NONE	1
chr13	99681220	99681370	id-28438	2.58e-07	+	TAGGCTCTGCCACCAGGGGACACTAGAGGGAGACT	Upstream_CTCF	36
chr13	99686193	99686343	id-28439	1.64e-05	-	CTGAGGATCTTCCATTAATCCACTAGATGGAGCAG	V_CTCF_BR	39
chr13	99738506	99738656	id-28440	7.31e-05	+	GTGAACTTCCGAGTCTCCGCCGAGGCGGGGAGCAG	UpstreamP1_CTCF	13
chr13	99739100	99739250	id-28441	3.86e-05	+	CGGGCCGCACGTCCGAAGACCGGAGGAGGGGACTG	Upstream_CTCF	13
chr13	99739648	99739798	id-28442	3.56e-06	+	GCCGCCCCTCCGCGCCGGACCGCCAGGCGGGGTAC	Upstream_CTCF	38
chr13	99790719	99790869	id-28443	6.43e-06	-	TGCCTCTGGCAAATCTTGGCCAGAAGGGGGAGAAT	V_CTCF_BR	7
chr13	99828928	99829078	id-28444	6.98e-07	+	CCATGCAAGGCTAGATGGTCCACTAGGGGGAGGTA	V_CTCF_BR	40
chr13	99845018	99845168	id-28445	1	+	NA	NONE	5
chr13	99848831	99848981	id-28446	3.81e-05	+	TTGTGGCAAAGTATTTTACCCAGCAGAGGGAGTAT	UpstreamP1_CTCF	34
chr13	99852777	99852927	id-28447	1	+	NA	NONE	25
chr13	99853750	99853900	id-28448	5.01e-06	+	GCGTGTTAGCGGTGGTCAGCAGGTAGGGGGCGGAG	V_CTCF_BR	40
chr13	99871000	99871150	id-28449	1.21e-05	+	ACAGTCTTTGTTGAGACGATCACCAGGAGGCACTC	Upstream_CTCF	9
chr13	99913379	99913529	id-28450	3.36e-05	+	TTGTTACTGTTCATGTATCCCAGCAGGGGGACAGT	UpstreamP1_CTCF	4
chr13	99918240	99918390	id-28451	6.8e-06	-	CTCCAAGACCCACTAATCATCTGTAGGTGGCAGTA	UpstreamP1_CTCF	39
chr13	99922002	99922152	id-28452	4.21e-05	+	CATTGCCTGCAGTAACACTGCACTAGATGGCAGTG	V_CTCF_BR	37
chr13	99929072	99929222	id-28453	2.4e-05	-	GCCACCCCCTGAACTCTACCCACCTGCTGGCTGGC	V_CTCF_BR	14
chr13	99947002	99947152	id-28454	1	+	NA	NONE	1
chr13	99952832	99952982	id-28455	1.72e-06	-	TCTGTATTCCCAGCATCTAGCACATGGAGGCACTA	Upstream_CTCF	1
chr13	99964822	99964972	id-28456	3.63e-06	+	TTGGGGGCCACGAGGAGAGCCACCAGCTGCCAGGA	V_CTCF_BR	7
chr13	100004974	100005124	id-28457	6.8e-06	-	ACTGCACTACACATTTCTCCCAGAAGAGTGACCAT	Upstream_CTCF	12
chr13	100012058	100012208	id-28458	3.45e-05	+	AACCTTCCCTGCATGGTGGCCTGCAGGGGGCCACC	V_CTCF_BR	5
chr13	100020053	100020203	id-28459	1	+	NA	NONE	13
chr13	100039805	100039955	id-28460	1.15e-07	+	ACCTGCGGAGCCATCCCAGCCAGAGGAGGGCGCCA	V_CTCF_BR	40
chr13	100086527	100086677	id-28461	5.08e-05	-	CTGCAGTAACAGACTCAGGCCACCGTAGCAGACTT	UpstreamP1_CTCF	16
chr13	100087377	100087527	id-28462	2.53e-05	-	GGACGTGTTAAACTGGAGCCCACATGGTGGCGCGC	V_CTCF_BR	0
chr13	100089202	100089352	id-28463	1.38e-07	-	GAGCAAGAACCCAGAGCGTCCGCTGGGGGGCGCAG	UpstreamP1_CTCF	40
chr13	100094650	100094800	id-28464	8.84e-10	+	ATGCAGTACTCCAACATATCCAGAAGAGGGCACTA	UpstreamP1_CTCF	40
chr13	100095879	100096029	id-28465	4.88e-05	+	GGAGAAGGAGGACCAGGCACTCCTAGGGGGAGCCC	V_CTCF_BR	0
chr13	100098621	100098771	id-28466	2.18e-07	-	GCAATTTTCTATCCACTGACCACCAGGTGGAGGTG	V_CTCF_BR	25
chr13	100111375	100111525	id-28467	1	+	NA	NONE	5
chr13	100114321	100114471	id-28468	5.98e-05	+	ATGCAATGATCCTCCACTGACCAGAGGAGGGGGGA	UpstreamP1_CTCF	2
chr13	100158190	100158340	id-28469	9.41e-05	-	ATTTAAACATTGTTTTTAACCACTAGGGGGTATAA	V_CTCF_BR	31
chr13	100180928	100181078	id-28470	6.51e-05	+	GACAGAATGAAAACATTGGCTGACAGGTGGCAGCA	V_CTCF_BR	33
chr13	100230996	100231146	id-28471	1	+	NA	NONE	36
chr13	100252622	100252772	id-28472	2.31e-06	-	GCTGTAGCTCCCCCTAATGTCAGCAGGCGGATGGT	Upstream_CTCF	33
chr13	100258280	100258430	id-28473	7.27e-06	+	TTCTCACCGCTGCAGAACGGCTGCAGGGGGCAGAG	V_CTCF_BR	37
chr13	100258905	100259055	id-28474	1.73e-05	+	GGAAGATGGCGCTACGTCTGCTGCGGAGGGCGGCG	V_CTCF_BR	11
chr13	100263247	100263397	id-28475	1	+	NA	NONE	32
chr13	100266898	100267048	id-28476	9.25e-06	-	TATGTGGGTAACTCAATGTCCTCTAGATGGCTCTG	V_CTCF_BR	36
chr13	100269746	100269896	id-28477	8.52e-08	+	GTGCTGTTTTCGTAGTGAGGCACTGGAGGGCGCTC	UpstreamP1_CTCF	40
chr13	100308481	100308631	id-28478	2.83e-07	+	GGGTGCAGTTCTAGGCAGACCACTAGATGGCACTC	V_CTCF_BR	40
chr13	100310226	100310376	id-28479	6.46e-07	-	GCAGCCGAGAGGGACCGCGGCACCAGCGGGCAGGG	V_CTCF_BR	12
chr13	100310394	100310544	id-28480	3.91e-06	-	GCTGCTGGTGCCAAAAAGGGTAGGAGGGGGCGCCA	Upstream_CTCF	18
chr13	100310993	100311143	id-28481	1.63e-05	+	GCTGCATTTTGTTCCTGGGACTGTTGGTGTCACCA	Upstream_CTCF	37
chr13	100418898	100419048	id-28482	6.8e-06	+	GGTCACTGCCTCCTTTTTAGCTCTAGGTGGAGCCT	UpstreamP1_CTCF	26
chr13	100483313	100483463	id-28483	2.93e-08	+	CTGCAGGGACTGCCAGCAGCCAGCAGGAGCTGCAG	UpstreamP1_CTCF	17
chr13	100519118	100519268	id-28484	3.09e-05	-	ATCCTAGTGCCAGCCTATGCCCGTAGGTGTCGCCA	UpstreamP1_CTCF	1
chr13	100552709	100552859	id-28485	4.24e-09	+	TATGCAGTACCAACTCCTGGCTGAAGGGGGCACCA	Upstream_CTCF	40
chr13	100568892	100569042	id-28486	3.1e-07	+	TGCCAGTTCTCCCATTTCACCAGTAGAGGGAAGAG	UpstreamP1_CTCF	40
chr13	100588163	100588313	id-28487	6.21e-05	-	ACACAAAGCTAATGGTCAAGGTCCAGGGGGCGCTG	V_CTCF_BR	20
chr13	100609370	100609520	id-28488	3.6e-07	+	ACTGAACTTGTGCTCACCGCCAGCAGTCGGCGGCG	Upstream_CTCF	6
chr13	100611962	100612112	id-28489	1.13e-05	-	TGGCAGCGGAGGCCCGGCTCCTCCAGGGCCCACCG	UpstreamP1_CTCF	14
chr13	100622584	100622734	id-28490	9.11e-08	+	GGAGCAGGGCTTGGCGCCGCCGGCCGGGGGCGGTG	Upstream_CTCF	0
chr13	100628152	100628302	id-28491	2.6e-06	-	GCCTCAGGACTCAGCGCCACCTCAGGAGGGCAGTA	V_CTCF_BR	0
chr13	100632603	100632753	id-28492	3.88e-06	+	GTTGCCTCCCATTCCTGACCCGGCTGAGGGCGCCC	V_CTCF_BR	6
chr13	100634831	100634981	id-28493	2.01e-05	+	TCGGGCGCTCGGAGCAATACCGCCAGGTGGCCAGC	Upstream_CTCF	7
chr13	100695334	100695484	id-28494	7.78e-06	+	ATAGCATTTGTTTTGTCCTCCACTAGAGGTTGCAG	Upstream_CTCF	23
chr13	100887618	100887768	id-28495	3.24e-06	-	CATGTTTTCCTAGATTCTGTCAGCAGGGGGAGTTG	Upstream_CTCF	39
chr13	100942884	100943034	id-28496	1.01e-05	-	ATTGCAAAAACTAGAAGTTCCACAAGGAGGAGAAA	Upstream_CTCF	6
chr13	101045055	101045205	id-28497	5.7e-05	+	AGGGCAACTCCTCACTTAACAGCAAGAGGGGATGA	Upstream_CTCF	9
chr13	101049144	101049294	id-28498	8.58e-08	+	CCTGCAGTTTCCCTTTCTTCCACGATAGGGCGCGC	Upstream_CTCF	1
chr13	101125462	101125612	id-28499	6.75e-05	+	CTGCGCTGCTGTTATCTTCCCACAGAAAGGCCCCC	UpstreamP1_CTCF	3
chr13	101143900	101144050	id-28500	1	+	NA	NONE	22
chr13	101160560	101160710	id-28501	2.27e-05	-	TACTGGACCAATGAATGTGCCACAAGGAGGCTCAA	V_CTCF_BR	5
chr13	101167199	101167349	id-28502	6.39e-08	-	GGTGACATGTGGACAGGCGCCAGTAGATGGCAGCA	V_CTCF_BR	40
chr13	101173355	101173505	id-28503	1	+	NA	NONE	4
chr13	101178701	101178851	id-28504	5.48e-05	+	CTTGCGCCACACGGGGGGGCCAGAGGGGGACTTGG	Upstream_CTCF	8
chr13	101195188	101195338	id-28505	4.11e-08	-	CCTGCCTTTTACACTCTTGCCACCAGGTGGCTAAG	Upstream_CTCF	40
chr13	101197173	101197323	id-28506	1.21e-06	-	GCTGCGCCTTCTGAGTGTCACACCAGGAGGCAGCA	Upstream_CTCF	4
chr13	101225412	101225562	id-28507	1.08e-08	+	GTCACTGTTTACTACACTGCCACCAGGGGGCAGCA	V_CTCF_BR	40
chr13	101240652	101240802	id-28508	5.01e-06	-	ACGGGCGCGATTGCCAGAACGGGCAGAGGGCGGTA	V_CTCF_BR	15
chr13	101241016	101241166	id-28509	3.11e-10	-	TGGCGGGCCTCGCGTTCCGCCTGCAGGGGGCGCCG	V_CTCF_BR	40
chr13	101247099	101247249	id-28510	2.04e-05	-	GCTTTCAGGCTGTTTTTGGCCTGAAGGTGGCGTTT	V_CTCF_BR	37
chr13	101282964	101283114	id-28511	2.66e-05	-	CTAACAGAACACTGTCTATACTGCAGAGGGCGGTT	V_CTCF_BR	7
chr13	101298659	101298809	id-28512	3.84e-06	+	AATCCCTTCCAAGATGCTTCCAGCAGGGGGCCACC	UpstreamP1_CTCF	40
chr13	101311982	101312132	id-28513	1.08e-08	+	CAGCATTACCAAGCAGAGGCCAGGAGGGGGCAAGA	UpstreamP1_CTCF	9
chr13	101327203	101327353	id-28514	2.81e-05	+	CGGACGCGCCGGTGACGTCAGGCCAGGGGGCGCTA	V_CTCF_BR	39
chr13	101347418	101347568	id-28515	1.99e-07	+	GCTCTGAGGAGGGCGTAGGCCTCTAGGGGGAGCCG	V_CTCF_BR	39
chr13	101374284	101374434	id-28516	9.81e-06	+	AGATGAATTATCTGGCCGCCCACTAGATGGCGTTA	V_CTCF_BR	40
chr13	101374947	101375097	id-28517	1.35e-05	+	GTGCAATTACAGTGTAACACCAGCCTGTGGCAGGC	UpstreamP1_CTCF	18
chr13	101391693	101391843	id-28518	9.11e-08	+	GCAGCATTATTCATAATAGCCAAGAGGTGGCAGCA	Upstream_CTCF	11
chr13	101404188	101404338	id-28519	3.47e-09	-	CTGCAGTACTGGAAAACAGCCAGCAGCTGTCACGG	UpstreamP1_CTCF	9
chr13	101480623	101480773	id-28520	1.64e-06	-	TTGTTGGTATCGACTGTTGCCTCTAGAGGGGGAAA	UpstreamP1_CTCF	27
chr13	101500677	101500827	id-28521	1.39e-05	-	TTTAATAAGCCAAGAGCTGCCTCCGGGAGGCGCCA	V_CTCF_BR	10
chr13	101535853	101536003	id-28522	1	+	NA	NONE	9
chr13	101626662	101626812	id-28523	1	+	NA	NONE	5
chr13	101640523	101640673	id-28524	1.39e-05	-	CCTCCTTAGCCTTCCTCCTCCAAAAGAGGGCTCCC	V_CTCF_BR	28
chr13	101754013	101754163	id-28525	6.98e-07	-	CTGAGACCAAAGAAGTCAGCCAGCAGAGGGAGCAT	V_CTCF_BR	40
chr13	101768156	101768306	id-28526	4.88e-05	-	GCCAGTTTTTTATATGAAGCCACTAGATGGAGTTC	V_CTCF_BR	35
chr13	101780223	101780373	id-28527	4.68e-07	-	TTGTCAGTATCTTCTAGAGCCAGAAGAGGGCACTG	V_CTCF_BR	40
chr13	101797286	101797436	id-28528	2.06e-07	+	TAAGTAATTACATGAAATGCCAGTAGATGGCAGCA	Upstream_CTCF	39
chr13	101802472	101802622	id-28529	3.36e-07	+	CCACGTGGAGGAAGTTAAACCAGCAGGTGGCACTG	V_CTCF_BR	38
chr13	101808410	101808560	id-28530	1	+	NA	NONE	40
chr13	101855049	101855199	id-28531	4.7e-06	-	GATGGAGGTGGCTGAAGTTACACCAGGGGGAGCAG	V_CTCF_BR	18
chr13	101910671	101910821	id-28532	1	+	NA	NONE	9
chr13	101914759	101914909	id-28533	1	+	NA	NONE	1
chr13	101950988	101951138	id-28534	9.25e-06	-	CCCATTAAAGCATCATCCACCTGCAGATGTCACTA	V_CTCF_BR	9
chr13	102105018	102105168	id-28535	2.83e-07	-	GCAGGAGGGAGAGGTGCCACCAGCAGATGGCTGGG	V_CTCF_BR	5
chr13	102106176	102106326	id-28536	4.41e-06	-	CCGACTCGGCCCGGGACAGCCTGCAGGCGGCGCCC	V_CTCF_BR	30
chr13	102127155	102127305	id-28537	3.5e-05	-	GGTCATTGCAGCTGTGTCTGCATTAGGGGGCACCC	UpstreamP1_CTCF	35
chr13	102128021	102128171	id-28538	3.81e-05	-	TTGCACCAGTCCCTTTTGGCCTGTAGGGTTTCCAC	UpstreamP1_CTCF	11
chr13	102167187	102167337	id-28539	1.15e-07	+	ATAAGCACTTTAATATTGGCCACCAGAGGGCTCCC	V_CTCF_BR	40
chr13	102198029	102198179	id-28540	6.15e-05	-	ATAGGCTGGTCCATGAGTCCCAGCAGAGGGCCCCA	Upstream_CTCF	24
chr13	102229467	102229617	id-28541	2.28e-05	+	CCAGCACTGCAGTAAACACCCTCTGGGGGTGACAT	Upstream_CTCF	8
chr13	102409918	102410068	id-28542	1.09e-06	-	ATTGAAATACATATCAACCCCACTAGAGGGTGACC	Upstream_CTCF	37
chr13	102438327	102438477	id-28543	7.73e-06	+	GCTTGGCTGATAGAACCAGCCACTGGATGTCACCC	V_CTCF_BR	36
chr13	102515668	102515818	id-28544	1.35e-05	+	CTGCAATGGATGTTGATGGCCAGTGATGGCCACTA	UpstreamP1_CTCF	6
chr13	102568837	102568987	id-28545	9.49e-08	-	CACTGGGACCGGCCGTCTGCCAGCAGGAGGCGGAG	V_CTCF_BR	31
chr13	102570882	102571032	id-28546	8.59e-05	+	TAGAGTACTCGCCACCAGGCAACTGGGGGGAAGTG	V_CTCF_BR	3
chr13	102572396	102572546	id-28547	2.53e-05	-	TCTTTTATCACAGCTTAAGACAGCAGATGGCTCTC	V_CTCF_BR	13
chr13	102593845	102593995	id-28548	1.09e-07	-	GGTTCAATGCCAAAAACAGGCAGCAGAGGGCCCAG	Upstream_CTCF	35
chr13	102594506	102594656	id-28549	1.84e-07	+	GGTGCAATTATCTGATTTGCCAGCAGTGGACACTG	Upstream_CTCF	39
chr13	102595291	102595441	id-28550	1.32e-05	+	TCCCCACTTTCTGCCCTGCACAGCAGGGGGCCTCA	Upstream_CTCF	21
chr13	102597890	102598040	id-28551	1	+	NA	NONE	23
chr13	102722697	102722847	id-28552	7.73e-05	-	GTTGTAATTCACATTCCCACCAACAGTGTACAAGG	Upstream_CTCF	1
chr13	102741598	102741748	id-28553	2.78e-06	+	GAAATGTATTACATTCTATCCAGAAGAGGGCACTG	V_CTCF_BR	30
chr13	102743698	102743848	id-28554	1	+	NA	NONE	25
chr13	102794090	102794240	id-28555	7.55e-07	+	GCATAAATTTATGCATCTACCACTAGAGGGCACAA	V_CTCF_BR	40
chr13	102849677	102849827	id-28556	2.01e-05	+	CCTGGAAAGTACAAATTGAGCTCTAGGTGGGGCTC	Upstream_CTCF	34
chr13	102912253	102912403	id-28557	1	+	NA	NONE	1
chr13	103046519	103046669	id-28558	2.83e-07	-	GCCCTCCCGGTCTGGCCTCCCGCTAGCGGGCGCCA	V_CTCF_BR	31
chr13	103052195	103052345	id-28559	7.73e-06	+	CAATTGCCACCCCAAAGTACCAGCTGGGGGCAATC	V_CTCF_BR	29
chr13	103052434	103052584	id-28560	3.16e-06	+	TTGCATTGGCAAGGTTCGGAGGCTGGAGGGCAGCA	UpstreamP1_CTCF	4
chr13	103054817	103054967	id-28561	6.15e-05	+	AGTGAGATGCTTCAACCAGCCCAGGGAGGGCAGTG	Upstream_CTCF	25
chr13	103109787	103109937	id-28562	1.17e-05	-	GTCCCTGTAGCCATTGCTGCCACATGGTGTCACTG	V_CTCF_BR	40
chr13	103136813	103136963	id-28563	1.56e-06	-	CTGTAGTTATTTCAAGGCTCCACTGGGGAGCAATA	UpstreamP1_CTCF	31
chr13	103208423	103208573	id-28564	1.28e-06	-	TTTGGAGTTTTTTGATTAGCCTCTTGGGGGCAGCA	Upstream_CTCF	39
chr13	103223572	103223722	id-28565	7.12e-06	-	ATGATCTGCAATTTTTTCACCAATAGAGGGAACCA	UpstreamP1_CTCF	30
chr13	103233033	103233183	id-28566	1.59e-06	+	TTGTAAAGAAGGAATTCAACCAGAAGGTGGCACTA	V_CTCF_BR	38
chr13	103241897	103242047	id-28567	6.64e-05	-	AGAACAGTGAATCCATTTACCTCCAGAGGACACTA	Upstream_CTCF	3
chr13	103244359	103244509	id-28568	2.28e-05	+	ACGGTAACGACGGCTTTTGCCTTTGGGGGGCAGCA	Upstream_CTCF	40
chr13	103310132	103310282	id-28569	1.29e-05	-	GTGTAGTAGCACACATACACAGCTAGATGGAGTGT	UpstreamP1_CTCF	38
chr13	103377325	103377475	id-28570	2.8e-05	-	CTAATAATTCATACAGTGTCCAACAGATGCCGCTA	Upstream_CTCF	40
chr13	103378910	103379060	id-28571	4.65e-06	+	GTGTTGGGGAAATGAGATGCCACCAGGTGGTGTTT	UpstreamP1_CTCF	25
chr13	103381824	103381974	id-28572	5.7e-05	+	CAAGAACTTGAAATCTTTGCCACTAGGGGAATTCT	Upstream_CTCF	18
chr13	103422178	103422328	id-28573	1	+	NA	NONE	21
chr13	103426219	103426369	id-28574	1	+	NA	NONE	20
chr13	103452605	103452755	id-28575	3.09e-07	-	GGCCGGAAGACGAGGCTCTCCGCCAGGGGGAGCGC	V_CTCF_BR	40
chr13	103477115	103477265	id-28576	1	+	NA	NONE	25
chr13	103478440	103478590	id-28577	1	+	NA	NONE	20
chr13	103495710	103495860	id-28578	1	+	NA	NONE	1
chr13	103498170	103498320	id-28579	1.35e-05	-	ACGCAGGCGACGGAAACAGCCAGAAGATGTCCCTG	UpstreamP1_CTCF	17
chr13	103500001	103500151	id-28580	1.56e-06	-	CTGCAATGATACTAAGCAACAGCTTGAGGGCAGCA	UpstreamP1_CTCF	40
chr13	103518744	103518894	id-28581	6.62e-09	-	CGGCATCACCAGGCCCTGAGCACCAGGGGGCACAG	UpstreamP1_CTCF	6
chr13	103523027	103523177	id-28582	9.27e-07	+	CCGCAATTAGTAATTTCCAACGCTAGATGGCACTC	UpstreamP1_CTCF	39
chr13	103536916	103537066	id-28583	1	+	NA	NONE	2
chr13	103556124	103556274	id-28584	6.04e-07	+	ATGAAATTACAGATGATCGCCACTGGGAGGCCCCA	UpstreamP1_CTCF	40
chr13	103568458	103568608	id-28585	9.67e-08	+	CAAACAGTTCCTACTACGGCCACCAGATGGCCCTA	Upstream_CTCF	40
chr13	103589875	103590025	id-28586	1	+	NA	NONE	0
chr13	103592596	103592746	id-28587	1.46e-07	+	CTTTCAGTTGGCTCCTGTGCCAGCAGGGGGCAGTT	Upstream_CTCF	17
chr13	103600451	103600601	id-28588	5.08e-05	+	AATGCACAAATAATTTATGGCTCTGGGTGGCAGTG	Upstream_CTCF	8
chr13	103685864	103686014	id-28589	1	+	NA	NONE	23
chr13	103688761	103688911	id-28590	1	+	NA	NONE	2
chr13	103720720	103720870	id-28591	2.59e-06	-	GTGCACTTGGCTCATCTGCCCTGGGGAGGGCCAGC	UpstreamP1_CTCF	10
chr13	103792743	103792893	id-28592	5.12e-07	-	CTGCAATACCCACATTTTATCAGTAGGTGCTGATA	UpstreamP1_CTCF	33
chr13	103839974	103840124	id-28593	1.93e-05	+	CAGGTAATTCCCACCCCGAGGAGACGGTGGAGCCC	Upstream_CTCF	2
chr13	103841165	103841315	id-28594	4.24e-07	+	TATGCCAGGTTCACATTTTCCAGTAGGGGGCAAGA	Upstream_CTCF	32
chr13	103888728	103888878	id-28595	2.43e-06	+	TCTCTGTGCTTTTCCACACCCAGGAGATGGCGGTG	V_CTCF_BR	21
chr13	103930371	103930521	id-28596	1.18e-05	+	TAGCACAGTCCAGTTCCACACAGTAGAGGGCAGCT	UpstreamP1_CTCF	13
chr13	103935158	103935308	id-28597	1	+	NA	NONE	4
chr13	103951564	103951714	id-28598	3.11e-05	+	GGAAGTCTGCAGTAGGCTGGCTGTAGGGGGCGTGG	V_CTCF_BR	8
chr13	103977826	103977976	id-28599	1	+	NA	NONE	3
chr13	103981372	103981522	id-28600	1.24e-05	-	GCTACTCTGTGGAATTCCAACTCAAGATGGCAGCA	V_CTCF_BR	8
chr13	104009687	104009837	id-28601	6.82e-05	-	TTCTGAAATGCATGTCCAACAGGTAGGTGGAGCCC	V_CTCF_BR	10
chr13	104041319	104041469	id-28602	6.51e-07	+	GGTGAATTACCAAGAGCTTCCAGAAGAGGGAATGA	Upstream_CTCF	10
chr13	104162478	104162628	id-28603	4.11e-07	-	GTGCACCTGCACACTTCGTCCACCAGAGACCTCCA	UpstreamP1_CTCF	10
chr13	104191671	104191821	id-28604	4.14e-06	+	GAGATGACAACTTGACCAAACAGGAGGTGGCAGCC	V_CTCF_BR	3
chr13	104415002	104415152	id-28605	1	+	NA	NONE	21
chr13	104425046	104425196	id-28606	2.04e-05	+	AAATAATAGCAGGTTAAGTCCACCAGGTGGTGGTA	V_CTCF_BR	22
chr13	104440505	104440655	id-28607	2.2e-06	-	CATGAAGAAGCCCCAGAGGCCACCTGGTGGGGCTG	Upstream_CTCF	27
chr13	104451505	104451655	id-28608	1	+	NA	NONE	4
chr13	104535532	104535682	id-28609	1	+	NA	NONE	37
chr13	104550949	104551099	id-28610	1	+	NA	NONE	3
chr13	104759480	104759630	id-28611	2.8e-05	+	TGTGGCCCAATTCCCCCGTCCCCTAGAGGGCCCAC	Upstream_CTCF	17
chr13	104856676	104856826	id-28612	1	+	NA	NONE	22
chr13	104944629	104944779	id-28613	2.43e-06	+	GCAGGACTGCTTTCTGGAGCCACTAGGGGACAATT	Upstream_CTCF	3
chr13	104970484	104970634	id-28614	1.84e-05	+	GTGCAGCACACACTGTTTTCACATAGAGGGCAGCT	UpstreamP1_CTCF	30
chr13	105187299	105187449	id-28615	8.97e-05	+	AGATCAGGAATGAGAATGACAGATAGGGGGCAGCA	Upstream_CTCF	24
chr13	105224111	105224261	id-28616	6.98e-07	+	GACAGTAAAATTCCCTCCACCACCAGTGGGAGCTC	V_CTCF_BR	40
chr13	105426136	105426286	id-28617	8.5e-06	+	ACTGATCTATTAGGCTTTGTCAATAGAGGGCACTA	Upstream_CTCF	40
chr13	105462621	105462771	id-28618	2.6e-06	+	GGTGAGGGGAGAAGTTCAGCCGCTAGATGGCTGGA	V_CTCF_BR	1
chr13	105646193	105646343	id-28619	9.31e-05	+	GATGCAGTTACCAGCAATGCAGATAGGTGTACTGG	Upstream_CTCF	6
chr13	105792492	105792642	id-28620	7.17e-05	+	TCTCCAGCTGCTTCCCTGTCCTGTAGGCGGCCTGC	Upstream_CTCF	24
chr13	105796454	105796604	id-28621	3.5e-05	-	GCTCACTGTCATCAAAGAACCACAAGGAGGCCTCA	UpstreamP1_CTCF	12
chr13	105854884	105855034	id-28622	5.53e-08	-	CTGCTGGTGCTCCATCAAGCCACTAGAGGGAATTC	UpstreamP1_CTCF	39
chr13	105860384	105860534	id-28623	1.43e-05	-	GATGAATTTTGCATGGTGCCCAGCAGGGGAGGAAT	Upstream_CTCF	17
chr13	105865997	105866147	id-28624	1	+	NA	NONE	15
chr13	106063080	106063230	id-28625	1.15e-07	+	CACGGCAGCGTGACAGTTGACGGCAGGGGGCGCTC	V_CTCF_BR	40
chr13	106101372	106101522	id-28626	1.23e-05	+	TTGTAGTTACCTCCCCTCCCCACCATGTGCCTTGT	UpstreamP1_CTCF	4
chr13	106165893	106166043	id-28627	1	+	NA	NONE	6
chr13	106190820	106190970	id-28628	8.89e-06	-	CATGTACTAGTTTAATGTGCCGGCAGGGGGGTTGC	Upstream_CTCF	5
chr13	106234069	106234219	id-28629	2.47e-05	+	GTTGCACATAGAATGCCATCCACAAGGGGCAAGAA	Upstream_CTCF	10
chr13	106555166	106555316	id-28630	6.9e-05	-	GTTTCCAGCGGCTAGGTCACCACCAGGTGGGGATA	Upstream_CTCF	11
chr13	106577366	106577516	id-28631	8.13e-06	-	TCTGCCACTTACTACACGTCCAGATGGAGGCACTG	Upstream_CTCF	1
chr13	106589974	106590124	id-28632	1	+	NA	NONE	4
chr13	106634700	106634850	id-28633	1.64e-05	-	GTAGGGTGTGTGCTGCACATCTGTAGGGGGCGCTA	V_CTCF_BR	18
chr13	106644159	106644309	id-28634	1	+	NA	NONE	6
chr13	106686085	106686235	id-28635	1	+	NA	NONE	34
chr13	106689347	106689497	id-28636	3e-06	-	TGGCCCTTGCCAGGCTTCTCCACTGGAGGGTGCCC	UpstreamP1_CTCF	19
chr13	106736085	106736235	id-28637	8.99e-05	+	ATTTCCCTGGAATAGAAATCCTCTAGGAGGCAGCA	V_CTCF_BR	39
chr13	106762703	106762853	id-28638	2.02e-06	+	CTCCAGTATCCTGATCACACCAGTAGAGGGACTGG	UpstreamP1_CTCF	23
chr13	106785611	106785761	id-28639	1.37e-05	+	ACTGTCACTTCATATATGCTCAGCAGGGGGATGCT	Upstream_CTCF	4
chr13	106798426	106798576	id-28640	2.37e-05	+	TTCTCACTTTACCCTGTCCCCACTAGGCGGCCTTC	Upstream_CTCF	18
chr13	106812033	106812183	id-28641	1	+	NA	NONE	1
chr13	106865440	106865590	id-28642	1	+	NA	NONE	3
chr13	106891100	106891250	id-28643	1	+	NA	NONE	2
chr13	106966885	106967035	id-28644	1	+	NA	NONE	1
chr13	107029189	107029339	id-28645	1.22e-07	-	ATGCTGGGTCCAGCAGCGTCCACCAGGGGCACATG	UpstreamP1_CTCF	37
chr13	107030738	107030888	id-28646	2.19e-05	-	GGAGCAGAAGAGCTGGGCAGCAGCAGAGAGCAGCA	Upstream_CTCF	2
chr13	107035113	107035263	id-28647	2.27e-06	-	ACAAACAGCCCTGTGCCACCCACCAGGGGGAGATG	V_CTCF_BR	15
chr13	107052809	107052959	id-28648	1	+	NA	NONE	2
chr13	107160035	107160185	id-28649	1	+	NA	NONE	12
chr13	107173073	107173223	id-28650	2.37e-05	-	CTTGTTCTGATGTTAAAGTGCAAAAGGGGGCAGTA	Upstream_CTCF	36
chr13	107185492	107185642	id-28651	9.49e-08	-	CGCCGCTGCCCGCCCGGTGCCTCCAGAGGTCACTC	V_CTCF_BR	39
chr13	107186209	107186359	id-28652	3.66e-06	-	GAGTAACTTTCAGTTTGGGCCACCAGAGTGCATTC	UpstreamP1_CTCF	24
chr13	107188213	107188363	id-28653	1	+	NA	NONE	22
chr13	107188894	107189044	id-28654	7.8e-08	-	TGCGGAGAAGCAAAGCTGGCCGCTAGTGGGCGCTG	V_CTCF_BR	40
chr13	107249003	107249153	id-28655	2.81e-05	-	GAGTCAGCCAGGCCATTTGCAGACAGAGGGCACTG	V_CTCF_BR	10
chr13	107257614	107257764	id-28656	3.36e-07	-	GGGAGTGTAGCAGTAAGGACCACCAGGGGTCACTC	V_CTCF_BR	4
chr13	107272407	107272557	id-28657	1.18e-05	-	GGGTGATTTGCCTTACTTACCACTAGGGGGGGTGA	UpstreamP1_CTCF	40
chr13	107337628	107337778	id-28658	1	+	NA	NONE	1
chr13	107410761	107410911	id-28659	6.46e-07	-	GCAGGACCCTCTCCTGAAGCCTGCAGAGGGAGCAC	V_CTCF_BR	2
chr13	107486480	107486630	id-28660	8.13e-06	-	GCTGAGGTCTCCTTAACATCCACATGAGGGAGCCA	Upstream_CTCF	4
chr13	107519809	107519959	id-28661	3.29e-05	-	ACTGCCTGTTCACAGCAGGCCAGCAGGGTACGTTT	Upstream_CTCF	14
chr13	107570492	107570642	id-28662	3.11e-10	-	TGGGAACGCGGCGCAGCGGCCAGTAGGGGGCAGTG	V_CTCF_BR	40
chr13	107776613	107776763	id-28663	1.28e-06	-	GGTGTTCTACCAAAATATATCAGGAGAGGGCAGTA	Upstream_CTCF	36
chr13	107790959	107791109	id-28664	3e-06	-	TAGCTGCTCCTATTGGCCACATGCAGAGGGCACCA	UpstreamP1_CTCF	10
chr13	107796914	107797064	id-28665	3.16e-06	-	AGGTAATTGAGACAACTGCCCAGAAGATGGTGCTG	UpstreamP1_CTCF	26
chr13	107855617	107855767	id-28666	4.5e-06	-	CATGTAGTGATCTCCTCTACAGCCAGGAGGCGATA	Upstream_CTCF	38
chr13	107857772	107857922	id-28667	2.78e-12	+	CTGCAGGCGCGCAGAGTCGCCACCAGGGGGCGCCC	V_CTCF_BR	40
chr13	107863463	107863613	id-28668	1.81e-06	+	ACGTCTATGCCTCCATAGGACGCTAGATGGCGCGA	Upstream_CTCF	40
chr13	107890727	107890877	id-28669	2.12e-06	-	TGGCAGGAGCCATCCCCAGTCAGCAGAGGGCCCGG	UpstreamP1_CTCF	4
chr13	107923697	107923847	id-28670	2.43e-06	-	TTTCCTTTGCCTGTGGCTGCCAGTGGAGGGCTGCC	V_CTCF_BR	6
chr13	107954203	107954353	id-28671	1	+	NA	NONE	14
chr13	108011975	108012125	id-28672	6.05e-06	+	CAAATAAAAAATGTTGCTGCCTCTAGGGGGTGGCA	V_CTCF_BR	8
chr13	108025966	108026116	id-28673	8.16e-07	+	AACCTGGTCTCTGAAATAGCCACAAGAGGGCAACA	V_CTCF_BR	37
chr13	108103497	108103647	id-28674	8.9e-05	+	TTGCTTCTCCCCACGCCAGGAGGCAGATGCCAGAT	UpstreamP1_CTCF	9
chr13	108302580	108302730	id-28675	1.74e-08	-	AGGAGACTCGAAGTCGCAGCCACTAGGTGGCGCAG	V_CTCF_BR	38
chr13	108330552	108330702	id-28676	6.23e-05	-	CTGTCGTGGCCCTCACACACCTCCTGCCGGCCATA	UpstreamP1_CTCF	25
chr13	108332594	108332744	id-28677	1.83e-05	-	AGAGAATGCTTGTTCTTGTCCACTGGGTGGTGCCG	V_CTCF_BR	16
chr13	108340965	108341115	id-28678	1	+	NA	NONE	1
chr13	108393237	108393387	id-28679	9.41e-05	+	TAAATATCATTAAATTCAACAGCTAGGGGGCAGTG	V_CTCF_BR	9
chr13	108395089	108395239	id-28680	2.94e-06	+	TGGGTTATACTCACAACCCCCAGCAGAGGGTCTGG	Upstream_CTCF	12
chr13	108440945	108441095	id-28681	2.94e-06	-	CCTGCATTCTGGAGCTTGCCCTGCAGTGGGTGACA	Upstream_CTCF	3
chr13	108506411	108506561	id-28682	1	+	NA	NONE	0
chr13	108513047	108513197	id-28683	1	+	NA	NONE	0
chr13	108520688	108520838	id-28684	1	+	NA	NONE	33
chr13	108543056	108543206	id-28685	1	+	NA	NONE	0
chr13	108547410	108547560	id-28686	4.99e-07	-	TCTGTTATGTCCCCTTCAAGCTGTAGGGGGAGGCA	Upstream_CTCF	2
chr13	108552517	108552667	id-28687	1	+	NA	NONE	0
chr13	108558594	108558744	id-28688	2.11e-08	+	CTGCAGTGACCCCACAATCACGGCAGAGGGCAAAA	UpstreamP1_CTCF	5
chr13	108559521	108559671	id-28689	7.91e-05	-	CTGTCACGCACAGTTCTGAACTCCTGGTGTAACCA	UpstreamP1_CTCF	0
chr13	108565703	108565853	id-28690	1	+	NA	NONE	0
chr13	108582361	108582511	id-28691	1	+	NA	NONE	0
chr13	108594328	108594478	id-28692	1	+	NA	NONE	1
chr13	108599676	108599826	id-28693	1	+	NA	NONE	0
chr13	108601226	108601376	id-28694	1	+	NA	NONE	0
chr13	108617491	108617641	id-28695	1	+	NA	NONE	0
chr13	108627002	108627152	id-28696	1	+	NA	NONE	0
chr13	108629733	108629883	id-28697	1	+	NA	NONE	0
chr13	108636492	108636642	id-28698	1	+	NA	NONE	0
chr13	108646318	108646468	id-28699	1	+	NA	NONE	0
chr13	108646542	108646692	id-28700	1	+	NA	NONE	2
chr13	108726912	108727062	id-28701	3.65e-05	+	ATCCTTCTTCACATGGTGGCCACAAGGGGAAGCGT	UpstreamP1_CTCF	33
chr13	108739156	108739306	id-28702	8.81e-07	-	CTTGTCTCCATCTTGGCCACCACTTGAGGGCAGCC	V_CTCF_BR	30
chr13	108744292	108744442	id-28703	3.4e-06	-	CTTGTCGTTCAGCAGGCCACCAGGAGAGGCAAGGT	Upstream_CTCF	5
chr13	108773885	108774035	id-28704	1.28e-06	+	AGCCAATGGAATCCACCTGCCACCAGAGGGCTGGT	V_CTCF_BR	16
chr13	108807956	108808106	id-28705	1.67e-07	-	GGAACAATTCCTGATGGGTCCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr13	108829149	108829299	id-28706	1.1e-06	+	GAAGGAAATTCATCCTCAGCCACGAGGTGGCGACA	V_CTCF_BR	40
chr13	108870888	108871038	id-28707	1	+	NA	NONE	18
chr13	108872485	108872635	id-28708	1	+	NA	NONE	17
chr13	108880123	108880273	id-28709	7.16e-08	+	ACTGTAATAAAACTTGCTACCACTGGGTGGCAGTG	Upstream_CTCF	38
chr13	108922365	108922515	id-28710	1	+	NA	NONE	23
chr13	108958124	108958274	id-28711	1	+	NA	NONE	8
chr13	108974680	108974830	id-28712	1.55e-07	+	GTGATGTACATGTGTATCACCACTAGAGGGAAGCA	UpstreamP1_CTCF	39
chr13	108994833	108994983	id-28713	3.86e-05	+	TATTTCTCTTCAGTGATTACCACTAGATGGGGCAA	Upstream_CTCF	40
chr13	108997537	108997687	id-28714	2.97e-06	-	GATTTTAACTTAGACTGCACCACCAGGAGGCACCC	V_CTCF_BR	14
chr13	109079336	109079486	id-28715	6.51e-07	-	AGTGCAGTCCTAAATTTGTCCAGTGGGAGCCCCTT	Upstream_CTCF	4
chr13	109160725	109160875	id-28716	4.24e-07	-	GAAGCAGCAACAAAGATAAACACCAGAGGGAGCAG	Upstream_CTCF	38
chr13	109261832	109261982	id-28717	2.2e-07	+	ATGTAGTACTGAACAAAAGACACTAGAGGGAGATC	UpstreamP1_CTCF	38
chr13	109380796	109380946	id-28718	8.21e-06	-	GAAAGTTTCATCACTAGGGCCTACAGGGGGAGCAC	V_CTCF_BR	18
chr13	109547679	109547829	id-28719	1.81e-06	-	TCTTTAATTAGCCACTTGGCCGATAGGTGGCACTA	Upstream_CTCF	38
chr13	109549418	109549568	id-28720	5.55e-07	-	CATGCGGTTTCTGCATCAGCCACAGGAGGGAGTAC	Upstream_CTCF	40
chr13	109567594	109567744	id-28721	1.72e-06	+	ACTGCACGGATCTGGAATTCCACAAGATGGCGAGC	Upstream_CTCF	40
chr13	109577000	109577150	id-28722	2.84e-05	+	TGGCAGTTGCCTGTGCACACCCACAGGGGTCTTCC	UpstreamP1_CTCF	1
chr13	109610035	109610185	id-28723	1	+	NA	NONE	13
chr13	109610227	109610377	id-28724	7.15e-05	-	TGCCTCCACTAGCATGTCAGCTCTAGGAGGCAGGG	V_CTCF_BR	20
chr13	109613994	109614144	id-28725	7.62e-09	+	GTGCAATTTTGTAGATCTACCAGTAGATGGCGACA	UpstreamP1_CTCF	40
chr13	109627148	109627298	id-28726	2.15e-05	+	TTATAAAATATTCTCTGAGCCTGAAGATGGAGCTA	V_CTCF_BR	14
chr13	109678766	109678916	id-28727	2.27e-05	-	AGAAAAGTGTTCCCTCTCACCACTGGAGGCCAGCA	V_CTCF_BR	10
chr13	109776350	109776500	id-28728	1.82e-06	+	CTGCACTTGTCCACTTCACCCATGAGAAGGCGTCA	UpstreamP1_CTCF	18
chr13	109778622	109778772	id-28729	8.97e-05	-	CCAACAGGGCTAGAATCTACCACAAGGCAGAGCCA	Upstream_CTCF	2
chr13	109779407	109779557	id-28730	7.55e-07	+	CCTTCTCTGGACCAACTGGTCACCAGAGGGCTGCA	V_CTCF_BR	2
chr13	109787470	109787620	id-28731	5.7e-05	+	GATGCATGCTTCTGCTCAGACACAGGAGGGAGATC	Upstream_CTCF	29
chr13	109798016	109798166	id-28732	8.56e-05	+	AGTCCTTGGCTCCTTTAGGCCACTAGGGTGCTCCA	UpstreamP1_CTCF	40
chr13	109807947	109808097	id-28733	1	+	NA	NONE	11
chr13	109849359	109849509	id-28734	4.02e-07	+	AAGGCACTGCATTCTTTGGCCACCAGGAGTCTGTG	Upstream_CTCF	31
chr13	109860045	109860195	id-28735	4.23e-06	+	CTGCCATGTACTGGTTTGAGCAGTAGGGGCTGCAT	UpstreamP1_CTCF	6
chr13	109887862	109888012	id-28736	3.4e-06	+	GCTGCACATTCCACCCCTTCCCTGAGGTGGCAGCA	Upstream_CTCF	16
chr13	109924663	109924813	id-28737	3.81e-05	+	AGCCACTTCACCAGCAGGGACAGCAGCTGTCACAT	V_CTCF_BR	9
chr13	109928293	109928443	id-28738	6.49e-06	+	CCTGCATCCCTTACACCTGCAGCTAGGGGGTGAAT	Upstream_CTCF	35
chr13	109949993	109950143	id-28739	8.02e-05	-	ATAGCTGAGATGTGTTTTGCCACTGGGTGGAATAA	Upstream_CTCF	4
chr13	109985396	109985546	id-28740	1.43e-05	-	ACTGGAAAAGGAAGCATGAGCTCTAGGGGGCAATG	Upstream_CTCF	1
chr13	110036071	110036221	id-28741	4.31e-05	-	ATGTCCTGCATTGTATGCTCCAGCAGGGAGGGCTG	UpstreamP1_CTCF	13
chr13	110080166	110080316	id-28742	2.43e-06	+	GGTGGGTTTGGCCTCTCTTCCTGAAGATGGCAGCA	V_CTCF_BR	17
chr13	110152620	110152770	id-28743	2.27e-06	+	CATCGTTCTAGGCAAGCAGCCACCAGGGGCAGGGG	V_CTCF_BR	28
chr13	110219785	110219935	id-28744	4.1e-06	-	TGTTCATTTCCGTTTGCCCCCGGCAGAGGGACTGA	Upstream_CTCF	17
chr13	110262986	110263136	id-28745	1.96e-08	+	TGAGAATGAGGCCACATAGCCAGCAGAGGGCAGAG	V_CTCF_BR	40
chr13	110341263	110341413	id-28746	1.38e-07	+	GTGCAGCGTCTGCATCTCACCATCAGAGGGAAAAC	UpstreamP1_CTCF	8
chr13	110351964	110352114	id-28747	1	+	NA	NONE	18
chr13	110368265	110368415	id-28748	6.64e-05	+	TCTTCAATTGCCTCAGTGAGAGGATGGGGGCAGAA	Upstream_CTCF	17
chr13	110381065	110381215	id-28749	2.01e-05	+	ATGCTTGAGTGTCTAATGGCCAGGAGCGGGTGTTG	UpstreamP1_CTCF	1
chr13	110396457	110396607	id-28750	5.67e-06	-	TCTGGAAGGCTAATTGAATACAGCAGGAGGCAGTC	Upstream_CTCF	20
chr13	110399991	110400141	id-28751	1.69e-05	-	CTGTTTATCTGTGTTTCTCCCACGAGGGGGCTCCT	UpstreamP1_CTCF	26
chr13	110417399	110417549	id-28752	7.1e-07	+	GGGCTCCGCCTGGTCCAGGCCACTGGGGGACAGCA	UpstreamP1_CTCF	37
chr13	110435820	110435970	id-28753	5.65e-05	-	GCTCCCCCGTGGGGCGCATCCTGGAGGAGGAGCGT	V_CTCF_BR	8
chr13	110437061	110437211	id-28754	7.42e-09	-	GAGCAAGGTGGCGCTGCTGCCGGCAGGGGGCGCGC	V_CTCF_BR	35
chr13	110439876	110440026	id-28755	1	+	NA	NONE	7
chr13	110443791	110443941	id-28756	1.28e-06	-	GCCTTGGGAAGAAACATTGCCAGTTGGTGGCAGCA	V_CTCF_BR	39
chr13	110522108	110522258	id-28757	7.62e-09	-	CTGCAGGGCGTCCTCCCAGCCAGCAGCTGGCTCTG	UpstreamP1_CTCF	27
chr13	110556666	110556816	id-28758	1	+	NA	NONE	10
chr13	110583570	110583720	id-28759	5.38e-05	+	AAAAGTTTCAAAAGTCGTTACACCAGAGGGCGAGA	V_CTCF_BR	3
chr13	110651611	110651761	id-28760	1	+	NA	NONE	15
chr13	110696987	110697137	id-28761	1.37e-05	+	TTCGCAGCTGCATTCATCACCACCAGGGAGTCTAA	Upstream_CTCF	15
chr13	110713747	110713897	id-28762	2.53e-05	-	CACATCCTTCTGCCTGCTGCCTGTGGAAGGCACTA	V_CTCF_BR	13
chr13	110726469	110726619	id-28763	2.97e-06	-	AGGCCCAAGGTCTTGTCGTCCACCAGGAGGCTCTC	V_CTCF_BR	22
chr13	110742284	110742434	id-28764	8.89e-06	-	CCTGCAGTACTACTTCTTTCCACTGGGATACCATG	Upstream_CTCF	39
chr13	110747467	110747617	id-28765	2.72e-05	-	AAGTAAGCCCCAGCCACAAACCCTAGGGGGAGAGC	UpstreamP1_CTCF	18
chr13	110760563	110760713	id-28766	1	+	NA	NONE	35
chr13	110761360	110761510	id-28767	2.53e-05	-	CATGTCAGCCAGGAGCCTTCCCCTGGGTGGCAGCA	V_CTCF_BR	40
chr13	110764849	110764999	id-28768	9.49e-08	-	GTGTTGATGGGGGCTGTGGCCAGCAGAGGGCGTGA	V_CTCF_BR	40
chr13	110768481	110768631	id-28769	1.18e-09	-	CGCGTCCTTCCCTTCCCAGCCTCCAGAGGGCGCCC	V_CTCF_BR	40
chr13	110777716	110777866	id-28770	1.47e-05	+	TTATTTTTTGCATTGAAGGCCAGCAGGGGGCTGGT	V_CTCF_BR	11
chr13	110790126	110790276	id-28771	4.31e-07	-	TGACGCGTTCCCAGGACAGACTGCAGGTGGCACCA	V_CTCF_BR	38
chr13	110790917	110791067	id-28772	1	+	NA	NONE	35
chr13	110801479	110801629	id-28773	1.27e-06	-	CAGCAGGGCATCGCATGGACCGCAGGAGGGCAGAT	UpstreamP1_CTCF	4
chr13	110810200	110810350	id-28774	1	+	NA	NONE	5
chr13	110874684	110874834	id-28775	9.55e-09	+	CGTGGGCTGCAGCTGCTCGCCACTAGAGGGAGCTC	V_CTCF_BR	40
chr13	110880691	110880841	id-28776	8.81e-07	-	GCCTGCTGGGTGCGACGGGCCAGAAGTGGGTAGTG	V_CTCF_BR	0
chr13	110891758	110891908	id-28777	2.86e-06	-	TGGTTGTTCTTTAAACAGGACAGTAGGAGGCACAG	UpstreamP1_CTCF	19
chr13	110899955	110900105	id-28778	1	+	NA	NONE	39
chr13	110927147	110927297	id-28779	3.28e-05	+	GAGGGAAGCTGTGGCCACAGCAACAGATGGCAGCA	V_CTCF_BR	39
chr13	110942171	110942321	id-28780	1	+	NA	NONE	6
chr13	110958741	110958891	id-28781	1	+	NA	NONE	20
chr13	110965000	110965150	id-28782	1	+	NA	NONE	24
chr13	110975862	110976012	id-28783	2.55e-06	-	TATGCAATACTGCAGGTAGCAGGTAGGGGAAGCTG	Upstream_CTCF	28
chr13	111005277	111005427	id-28784	1.97e-06	+	GGGTCAGCAGCCAGGCACACCTGCAGGGGGCGTCA	V_CTCF_BR	38
chr13	111015487	111015637	id-28785	2.53e-05	-	TCTCAGCTGCAGCTGCCAGGCCACAGGGGGCACTG	V_CTCF_BR	34
chr13	111047037	111047187	id-28786	1	+	NA	NONE	3
chr13	111064696	111064846	id-28787	7e-10	-	CGTGCAGTTCTGGTGGTGAACACGAGGTGGCAGGC	Upstream_CTCF	39
chr13	111068081	111068231	id-28788	5.65e-05	-	TAACAGCCCTGCAGAGTCTGCCCCAGGTGGAAGCA	V_CTCF_BR	18
chr13	111085796	111085946	id-28789	4.85e-07	+	GTGCTTTGATTTCAGCTCCCCACCAGGTGGGGAAG	UpstreamP1_CTCF	2
chr13	111096779	111096929	id-28790	2.96e-05	-	TGGACCCGGACTTTCTCTCACGCTAGGTGGAGCTG	V_CTCF_BR	31
chr13	111108335	111108485	id-28791	5.21e-08	+	GACACACACCCTCCTCCTGCCACGAGATGGCACTC	V_CTCF_BR	40
chr13	111128354	111128504	id-28792	2.6e-06	-	CTGAGCAGGCGAGATGGCCTCAGCAGGGGGCAGCA	V_CTCF_BR	1
chr13	111134616	111134766	id-28793	6.51e-07	+	TCTGGAATGCTGTCTGTTAACAGCAGAGGTCAACA	Upstream_CTCF	0
chr13	111160080	111160230	id-28794	8.13e-06	+	GAAGCCTTAGCCTGGCCCTCCAGTAGGTGGCTAAA	Upstream_CTCF	26
chr13	111164012	111164162	id-28795	9.27e-07	-	GTGAAATACACATGGGCCCCCTGCAGGAGGCAGCC	UpstreamP1_CTCF	8
chr13	111177776	111177926	id-28796	4.7e-06	+	AGGGGGCCCGCTCACCTCCCCACCAGCAGGCGGCT	V_CTCF_BR	8
chr13	111178157	111178307	id-28797	1.56e-06	-	TCTGTGAAGCCCCTTCCTGCCAGCAGGGAGGGCCC	Upstream_CTCF	5
chr13	111179645	111179795	id-28798	2.4e-05	-	AGGGCACACTGTCGGCTTTGCTGAAGGGGGAGCTG	V_CTCF_BR	8
chr13	111185514	111185664	id-28799	1	+	NA	NONE	3
chr13	111201888	111202038	id-28800	4.88e-05	-	CTGCAGCATTCCTTCCTCTAGGGTATGGGGCAGGA	UpstreamP1_CTCF	11
chr13	111217776	111217926	id-28801	1.41e-05	+	CTGTAAATCACCGTATTCACCTGCAGGAAGCAGTG	UpstreamP1_CTCF	28
chr13	111227939	111228089	id-28802	1.28e-06	-	CCAGGGCCAGATGATCCTGCCAGCGGAGGTCACCA	V_CTCF_BR	15
chr13	111245943	111246093	id-28803	1.59e-06	+	CAACACAGTCATCCTAGAGACAGTAGAGGGCACTA	V_CTCF_BR	40
chr13	111269206	111269356	id-28804	1	+	NA	NONE	31
chr13	111270661	111270811	id-28805	7.82e-06	-	CAGCAACTTGATCAACCCACCAGCGGGAGTCGCCT	UpstreamP1_CTCF	5
chr13	111287142	111287292	id-28806	1	+	NA	NONE	3
chr13	111290264	111290414	id-28807	1.38e-06	+	AGTTGCCTCCACCCCTCCCCCAGGAGATGGAGCCC	V_CTCF_BR	4
chr13	111297253	111297403	id-28808	4.31e-05	+	TTACTTGTCCCGCCCCTTGCCACAAGAGGCCCCTG	UpstreamP1_CTCF	36
chr13	111297532	111297682	id-28809	1.21e-06	-	AGTGTTGGGTTTCAGAGCACCAGCAGGTGGGGCAG	Upstream_CTCF	23
chr13	111328946	111329096	id-28810	1.76e-05	+	ATGTAGGTGCAAGCACTCTCCTCCAGGGCCCCAAG	UpstreamP1_CTCF	1
chr13	111330242	111330392	id-28811	1.74e-08	+	CCGGTGGAAGCCCCTCCAGCCGCCAGTGGGCAGCA	V_CTCF_BR	1
chr13	111333290	111333440	id-28812	5.72e-07	+	TTGCCATTGTTGTCTCCTTCCACTAGGGGGTGACC	UpstreamP1_CTCF	40
chr13	111335661	111335811	id-28813	1.63e-05	+	TCTTCCCACCTCAACCTTCCCAGTAGGTGGGGCTA	Upstream_CTCF	40
chr13	111336909	111337059	id-28814	1	+	NA	NONE	2
chr13	111358144	111358294	id-28815	1.19e-06	+	TGCCCCAGTCCCGCGCGGCCCACCAGGAGGCGGCT	V_CTCF_BR	25
chr13	111358482	111358632	id-28816	4.43e-05	-	CGCTACCTGAGGACTGCTTCCGGGAGTGGGCGTGG	V_CTCF_BR	20
chr13	111366454	111366604	id-28817	8.79e-07	-	AGGTAGTCCTCCACATAGTTCACCAGGTGGAGCTG	UpstreamP1_CTCF	25
chr13	111367598	111367748	id-28818	1	+	NA	NONE	26
chr13	111368307	111368457	id-28819	3.29e-05	+	TGAGTGACTGGGGCTGCGTCCACGAGGGGGACCCT	Upstream_CTCF	37
chr13	111369571	111369721	id-28820	1.18e-05	-	GAACAATGCAGGCTGCCTGCCACCAGGAGGAAAGC	UpstreamP1_CTCF	37
chr13	111453544	111453694	id-28821	3.86e-05	-	GTAGCATCCCCTCAGTCGAACACTGGGGTGAGCTA	Upstream_CTCF	15
chr13	111465089	111465239	id-28822	2e-06	+	AGGGCGGTTTCAGACAGATCCACTGGAGGGCAGAT	Upstream_CTCF	20
chr13	111466713	111466863	id-28823	2.72e-06	+	GTGCCACCTTAGTGTCTGTCCAGCAGAGGGACCAA	UpstreamP1_CTCF	34
chr13	111471897	111472047	id-28824	1.82e-07	-	CTGATGATGCTGCCCAACACCAGCAGGGGGCAGTG	V_CTCF_BR	40
chr13	111522509	111522659	id-28825	2.28e-05	+	CGGGCCGTGGGGCTGTTAACCAGGAGGGTGCACAG	Upstream_CTCF	26
chr13	111538431	111538581	id-28826	1.03e-06	+	CACCCTGAAGGCAGAGGTGCCACTAGGGGCCGGAA	V_CTCF_BR	16
chr13	111560978	111561128	id-28827	2.39e-05	-	TTGTTATGGGCACCCAGTGACTCTAGAGGACACAA	UpstreamP1_CTCF	3
chr13	111567550	111567700	id-28828	2.19e-08	+	CTGCGGACGCCTGGAGCGGCCGGTAGGTGGCGGGG	V_CTCF_BR	40
chr13	111572564	111572714	id-28829	1	+	NA	NONE	1
chr13	111577654	111577804	id-28830	4.68e-07	-	GGGACTGTAGTAGTGAGGACCACCAGAGGTCACTC	V_CTCF_BR	35
chr13	111591168	111591318	id-28831	3.16e-06	+	GCGTACTCCATCCTCAGGTCCAGCAGGTGGTGTCC	UpstreamP1_CTCF	9
chr13	111596756	111596906	id-28832	4.14e-06	+	CGCAAAGAGCCCTTGCTGAGCACCAGGAGGCAGTG	V_CTCF_BR	40
chr13	111609623	111609773	id-28833	5.48e-05	-	TACGCGTGACAGGCTCCTTCCTCTAGAGGGGGCTG	Upstream_CTCF	32
chr13	111659150	111659300	id-28834	1	+	NA	NONE	4
chr13	111680155	111680305	id-28835	1	+	NA	NONE	9
chr13	111686190	111686340	id-28836	3.18e-06	+	AACCTCCTGTTGCCCTGAGCCAGGAGGAGGCGGGC	V_CTCF_BR	11
chr13	111690491	111690641	id-28837	1.59e-06	-	AGAGTGAAGCCGCGTTTTGCCGGGAGATGGAGGCA	V_CTCF_BR	7
chr13	111699337	111699487	id-28838	8.02e-05	-	ATGGCTGAGCCCTGTGCTGCCACAAGGGGAGCTTA	Upstream_CTCF	34
chr13	111702723	111702873	id-28839	2.74e-08	-	AGTCAGAATAAAAGGTGAGCCACCAGAGGGCACCC	V_CTCF_BR	40
chr13	111720232	111720382	id-28840	2.11e-08	+	CTGCACTTGCTGCTGGTGACCAATAGGGGGTGTTA	UpstreamP1_CTCF	40
chr13	111723554	111723704	id-28841	1.92e-06	+	GAGGAATTTTACAGCTGGGCCGCCAGGGGGTGACA	UpstreamP1_CTCF	25
chr13	111728590	111728740	id-28842	4.03e-06	-	CAGCCAGTGCCCACATGCACCACCGGGGGGCCTGA	UpstreamP1_CTCF	21
chr13	111746134	111746284	id-28843	1.21e-06	-	GTGGCTCTCTCCCTTCTCACCAGGAGGGGGTGCTT	Upstream_CTCF	13
chr13	111751719	111751869	id-28844	5.48e-05	-	CACTCACATCCCAGAGCAACCACTAGAGAGCTCTG	Upstream_CTCF	18
chr13	111770807	111770957	id-28845	1.64e-05	+	TCCTGCACTTTGGTTTTCTCCAGGAGGGGTCAGGA	V_CTCF_BR	11
chr13	111774655	111774805	id-28846	1	+	NA	NONE	1
chr13	111805689	111805839	id-28847	1	+	NA	NONE	37
chr13	111806443	111806593	id-28848	1.15e-07	+	TTGCGGGTTTGGGTAATGGCCGGGAGGTGGCGGCG	V_CTCF_BR	33
chr13	111828449	111828599	id-28849	2.1e-05	-	TCCACACTTCCATCAACCTACAGAAGGGGGCTCAG	Upstream_CTCF	11
chr13	111838399	111838549	id-28850	4.31e-05	+	GTGTCCTTCCTTTCCCCTGCCTGTTGGGGCTGCGC	UpstreamP1_CTCF	6
chr13	111868686	111868836	id-28851	1.15e-07	-	AGAGTCCAGGCCTCTATCCCCACCAGGTGGCAGCA	V_CTCF_BR	39
chr13	111875850	111876000	id-28852	9.39e-07	-	AGAACAATTCCATCTCCGACCACAAGAGGGCAAAC	Upstream_CTCF	40
chr13	111921982	111922132	id-28853	1.99e-07	+	GAGAGGAAGGTCCCCCGAGCCAGCAGGTGCCGCCA	V_CTCF_BR	3
chr13	111938635	111938785	id-28854	8.59e-05	-	TGGCTTATTCCTATCACTGCCTCAAGGGGCAGACC	V_CTCF_BR	24
chr13	111949957	111950107	id-28855	1	+	NA	NONE	1
chr13	111997211	111997361	id-28856	8.76e-09	+	CTGCACTGCTCTAGGGCTTCCTGCAGGGGGAGGTT	UpstreamP1_CTCF	35
chr13	112011655	112011805	id-28857	1	+	NA	NONE	16
chr13	112051183	112051333	id-28858	7.78e-06	-	AGAGCACGCGCACCCACACGCTGTAGAGGGCGCGC	Upstream_CTCF	10
chr13	112056427	112056577	id-28859	1.97e-06	-	GCACCACCCCCACCCCCCACCGCAAGGTGGCGTTG	V_CTCF_BR	31
chr13	112081513	112081663	id-28860	1	+	NA	NONE	40
chr13	112092943	112093093	id-28861	4.02e-07	-	GATGCAGTGACCTTCAGCACAGGCAGGGGGAGCTG	Upstream_CTCF	33
chr13	112112983	112113133	id-28862	1.03e-05	-	GGGACGTTCCAGCATCTCCTCACTAGATGGCGACG	UpstreamP1_CTCF	39
chr13	112126901	112127051	id-28863	6.86e-07	+	AGTGAGGTTTCTTGTCTTGCCACCAGATGTCAGTA	Upstream_CTCF	39
chr13	112157570	112157720	id-28864	4.41e-06	+	CTGAGAGCTCATCCATGGTCCTGCAGGTGGAAGAC	V_CTCF_BR	21
chr13	112170851	112171001	id-28865	1.13e-05	+	GTGCACTTACAAACCTAGGCCGTGTGGTGGAGCCT	UpstreamP1_CTCF	14
chr13	112183991	112184141	id-28866	1.41e-06	+	GTTGCATTTCTAGCTTTTGCAAATAGATGGCACTT	Upstream_CTCF	15
chr13	112207009	112207159	id-28867	3.63e-06	+	GAGTTGATTTTTCTGCAAACCTCCAGAGGGCAGAG	V_CTCF_BR	3
chr13	112256527	112256677	id-28868	3.47e-07	-	CCGCAGTGACAGGGCCGGTCCAGAAGAGGCAGCAT	UpstreamP1_CTCF	10
chr13	112282884	112283034	id-28869	2.31e-06	+	CCTGCATTTACCCAAACATCACGGAGGTGGCGCTG	Upstream_CTCF	3
chr13	112332568	112332718	id-28870	1	+	NA	NONE	16
chr13	112696897	112697047	id-28871	6.84e-06	-	CTCGACTGTGCTGGAAGAGCCTGCAGATGTCGCCT	V_CTCF_BR	3
chr13	112717192	112717342	id-28872	2.55e-06	+	TCCGCGAGGGCGGCGGCGGCCAGCAGACGGCGATC	Upstream_CTCF	17
chr13	112720723	112720873	id-28873	5.26e-07	+	CCTGCAGGCACAGAGTTGGCCGGCGGGGGCAGAGG	Upstream_CTCF	9
chr13	112728771	112728921	id-28874	1	+	NA	NONE	1
chr13	112756685	112756835	id-28875	1	+	NA	NONE	12
chr13	112842419	112842569	id-28876	8.71e-06	-	TCCCCAACACCCCTGCTGGCCAACAGGTGTCAGTT	V_CTCF_BR	5
chr13	112867916	112868066	id-28877	3.36e-07	-	TGTTGGCAGGTGCCCCACACCTGCAGGGGGCAGTG	V_CTCF_BR	4
chr13	112878352	112878502	id-28878	3.48e-06	+	CTGCAATTACAGGCTCCCACCACTACGCCGGGCTA	UpstreamP1_CTCF	14
chr13	112879862	112880012	id-28879	1	+	NA	NONE	7
chr13	112989625	112989775	id-28880	1	+	NA	NONE	4
chr13	113000649	113000799	id-28881	2.97e-06	-	TGATGAGAGGGCGGCTCGGCCAGGGGAGGGCGTTG	V_CTCF_BR	5
chr13	113021293	113021443	id-28882	3.56e-05	+	CCTGTAGTATCACCTGGGGCCATGTGGAACCAGTA	Upstream_CTCF	3
chr13	113047155	113047305	id-28883	6.39e-05	-	TGTGGGTGCCCACCAGCCCCCTCTAGAGGAAGGAG	Upstream_CTCF	14
chr13	113097857	113098007	id-28884	4.31e-07	-	GCTGGAGGGTGCGTGATGACCACAGGGTGGCGGTC	V_CTCF_BR	38
chr13	113098405	113098555	id-28885	2.58e-05	-	GCTGCTATTCCCGGACCCGCCATAGAGAGGCAGTG	Upstream_CTCF	40
chr13	113128253	113128403	id-28886	1	+	NA	NONE	3
chr13	113164427	113164577	id-28887	5.41e-06	-	CTTGAAGTTCTTTCGACAGCCTTTAGGGGTCAGTG	Upstream_CTCF	40
chr13	113170018	113170168	id-28888	2.81e-05	+	ACTCCCTGCCCCACAGCCTTCGGCAGGGGTCACTA	V_CTCF_BR	1
chr13	113230157	113230307	id-28889	1.03e-07	+	GACGCAGCACCCCCCAGAGCCTCCAGGGGTAGCCC	Upstream_CTCF	17
chr13	113241739	113241889	id-28890	1	+	NA	NONE	29
chr13	113260812	113260962	id-28891	5.21e-08	-	CGGTTGCGATTCCCGCTGGACGGCAGGGGGCAGCA	V_CTCF_BR	40
chr13	113271402	113271552	id-28892	3.63e-06	+	GTGTCAATCTGCGACTTTGCCTGTAGGGGTCACAC	V_CTCF_BR	40
chr13	113288548	113288698	id-28893	1.17e-05	-	GCTCCAACCTCCCGGGGGAGCTGGAGATGGAGCTC	V_CTCF_BR	2
chr13	113291763	113291913	id-28894	1	+	NA	NONE	6
chr13	113295177	113295327	id-28895	8.61e-08	+	TGCACGGCCGTGCACTCTGCCCCCAGGTGGCGCTC	V_CTCF_BR	39
chr13	113297184	113297334	id-28896	4.14e-06	+	GCCTGAGTGCTGTCACTGAACAGCAGCGGGCATCC	V_CTCF_BR	1
chr13	113324645	113324795	id-28897	1	+	NA	NONE	10
chr13	113343797	113343947	id-28898	1	+	NA	NONE	17
chr13	113365813	113365963	id-28899	1.48e-06	+	CCGTAAACAGGCACCGCATCCACCAGGGGTCAGGA	V_CTCF_BR	38
chr13	113376143	113376293	id-28900	2.04e-05	-	CCACGGCCTGCACTTGGCGCCTCCAGCGGCTGCGG	V_CTCF_BR	2
chr13	113403324	113403474	id-28901	2.37e-05	+	CCAGCTCTGCTGGGGCCCCAGGGCAGGTGGCTGCA	Upstream_CTCF	5
chr13	113416650	113416800	id-28902	1	+	NA	NONE	10
chr13	113429560	113429710	id-28903	1	+	NA	NONE	0
chr13	113434854	113435004	id-28904	9.84e-05	+	TCGCCGAATTTTTTGTGCCCCTCCAGGAGTCGCTC	V_CTCF_BR	0
chr13	113494307	113494457	id-28905	1.56e-06	+	TCTGCAGTTCTGCAGAGATCCTCCAGGGTCCAACT	Upstream_CTCF	16
chr13	113496738	113496888	id-28906	1	+	NA	NONE	1
chr13	113510290	113510440	id-28907	3.09e-05	-	CTGCAGCTCCGGCAGATTTCCAGGAAGAGCTCCCT	UpstreamP1_CTCF	0
chr13	113513587	113513737	id-28908	8.98e-06	-	CTGTTAGTTCGGTGACGGGACAGAGGGAGGCAGCC	UpstreamP1_CTCF	0
chr13	113521348	113521498	id-28909	9.78e-07	-	TTGCTATTGCCATTGGCAGCCGCCAGGAGCCTGGA	UpstreamP1_CTCF	0
chr13	113528931	113529081	id-28910	4.7e-10	-	TGTGTAATGCAACTTGGGGCCACCAGGGGCCGCTG	Upstream_CTCF	40
chr13	113540079	113540229	id-28911	3.86e-05	-	TCTGCAAAGCCCAGACATTCTGCCAGGAGGGGGAC	Upstream_CTCF	4
chr13	113548259	113548409	id-28912	1.71e-06	-	CTAATGGGTGCAGTTCCTGCCACCTGGGGTCACCC	V_CTCF_BR	3
chr13	113556611	113556761	id-28913	1.04e-05	+	CCGGAGGCGACGGCCATGGCCACAGGTAGGCGCCT	V_CTCF_BR	2
chr13	113559001	113559151	id-28914	1	+	NA	NONE	1
chr13	113564472	113564622	id-28915	1	+	NA	NONE	11
chr13	113583331	113583481	id-28916	8.9e-05	+	TGGCTGTGTCTTCTGGGGCCTCCCAGCGGGGAGGG	UpstreamP1_CTCF	5
chr13	113585386	113585536	id-28917	1	+	NA	NONE	7
chr13	113585872	113586022	id-28918	2.84e-05	+	AAGCAGCAGCAGCCAGTGTCCACGAGCGTCCCCAG	UpstreamP1_CTCF	40
chr13	113596174	113596324	id-28919	7.55e-07	+	CTATTATGCACAGACAGGGCCACCAGAGGGCTCTT	V_CTCF_BR	36
chr13	113597132	113597282	id-28920	8.08e-08	+	TCCGCACCATCCCCACATGCCAGCAGAGGGTGCTG	Upstream_CTCF	40
chr13	113611424	113611574	id-28921	2.12e-06	-	CTGAGCGTACTGTCTGTGAGCAGCAGGGGCCGGTA	UpstreamP1_CTCF	3
chr13	113622943	113623093	id-28922	1.38e-07	+	TCTGCAGCTTCTACACCTGCCACGGGGCGGCCGGA	Upstream_CTCF	10
chr13	113623701	113623851	id-28923	6.8e-06	+	AATGCGGTTTCCAAGCACACGGGTAGGAGGAGCTG	Upstream_CTCF	33
chr13	113650140	113650290	id-28924	6.04e-07	-	CGGCATCACTCCCCGGTGGCCGCCAGGTGCTGCTT	UpstreamP1_CTCF	4
chr13	113656624	113656774	id-28925	1.64e-06	-	GCCGCAGCCCCTCCACCAGCCAGACGTGGGCGCTG	Upstream_CTCF	34
chr13	113671876	113672026	id-28926	2.47e-07	+	TTGCTGTCTTGACAGCTGCCCTCAAGGGGGCTCCC	UpstreamP1_CTCF	2
chr13	113683907	113684057	id-28927	4.7e-10	-	GCCGCAATGCTCCGCGTCTCCAGCAGAGGGCAGCC	Upstream_CTCF	40
chr13	113689386	113689536	id-28928	1	+	NA	NONE	39
chr13	113738695	113738845	id-28929	3.31e-06	-	GTGCAATTGCTCCTGGGTGCCTCTAGGGCACAGAT	UpstreamP1_CTCF	32
chr13	113738942	113739092	id-28930	2.12e-06	-	CGGCACTGGCTCCCAGGCTCCGCTGGGGGGCCTGC	UpstreamP1_CTCF	0
chr13	113740410	113740560	id-28931	6.46e-07	+	ACTGCGAGGGGGCTGAGGACCTGCAGGAGGCGCTG	V_CTCF_BR	29
chr13	113744762	113744912	id-28932	7.73e-06	+	CTGGCTGCGTGTCTCTGCTCCGCCTGGTGGCAGAG	V_CTCF_BR	4
chr13	113752496	113752646	id-28933	6.21e-06	+	GTAGCCGTCACTGGCCAGACCTCCAGGGTGCGGAA	Upstream_CTCF	4
chr13	113776965	113777115	id-28934	4.17e-05	+	TGGTCACTCCCCTGCCTCGCCAGCAGGTCTCGGCT	Upstream_CTCF	16
chr13	113777561	113777711	id-28935	2.27e-05	+	GACAGTTAGCCATCTGCCACCACAGGGAGGCACAG	V_CTCF_BR	4
chr13	113778196	113778346	id-28936	6.98e-07	-	ACAAGCATCACAGTGGGCTCCTGCAGGGGGCAGTG	V_CTCF_BR	38
chr13	113809666	113809816	id-28937	8.03e-07	-	GGGGTTGTGCTTTATGTTGCCCCCTGGGGGCACTG	Upstream_CTCF	6
chr13	113840984	113841134	id-28938	1	+	NA	NONE	2
chr13	113841657	113841807	id-28939	1	+	NA	NONE	24
chr13	113862418	113862568	id-28940	1.29e-05	-	ATGCGGGATGAATTCGGGGACTCCAGGAGGCGATG	UpstreamP1_CTCF	24
chr13	113862901	113863051	id-28941	9.26e-05	-	CAGCTGGCCCGCTTGAGGCGTAGGGGGTGGCGCTC	UpstreamP1_CTCF	14
chr13	113866216	113866366	id-28942	6.49e-06	+	CTCCAGTTCCACTCCGCCACCAGCGTGTGGTGTCC	UpstreamP1_CTCF	28
chr13	113875336	113875486	id-28943	2.97e-06	-	TCTGCTTCTGGTGCCACAGCCACAGGAGGGCGCAT	V_CTCF_BR	36
chr13	113892980	113893130	id-28944	1	+	NA	NONE	5
chr13	113900493	113900643	id-28945	4.88e-06	-	CAGCAGGTGGACACAGGCTGCACTGGGAGGAGCCA	UpstreamP1_CTCF	39
chr13	113929724	113929874	id-28946	2.83e-07	+	TTTCACCATGCAGATGCAGCCTCCAGGTGGCAGGC	V_CTCF_BR	40
chr13	113946953	113947103	id-28947	2.4e-05	-	GGGAAGGCACTGACTGCAGACACATGGGGTCAGCG	V_CTCF_BR	7
chr13	113973753	113973903	id-28948	7.15e-05	-	TGAGGGCGAGGGGCTGGGTGGCGCAGGGGGCGCTG	V_CTCF_BR	0
chr13	113974340	113974490	id-28949	4.88e-05	+	TGAGTTTGCAGGGCTGACTGCTGCAGGGGGAGGTG	V_CTCF_BR	0
chr13	114004523	114004673	id-28950	2.6e-06	+	TATGCGCCCAGCTAGGTGGCCTCCGGGAGGCGCAA	V_CTCF_BR	16
chr13	114008498	114008648	id-28951	1	+	NA	NONE	0
chr13	114027407	114027557	id-28952	8.21e-05	-	TCACTGTCACTGGACATGAACCCTAGGAGGCAGTG	V_CTCF_BR	40
chr13	114045514	114045664	id-28953	8.46e-07	-	ACAGGGGTCCCGATCCAGACCCCCAGAGGGCGTTC	Upstream_CTCF	7
chr13	114048387	114048537	id-28954	9.49e-08	-	GGACGCCTCCTGCCTGAGTCCGCCAGGGGGCGCTG	V_CTCF_BR	40
chr13	114056810	114056960	id-28955	4.5e-06	-	CCCGCCCTTCCCTGCAGTCCCTGTGGGTGGTGCCA	Upstream_CTCF	9
chr13	114059488	114059638	id-28956	5.37e-06	+	GAGCTTTGCCTGTGTGTCACCAGCAGTAGGGGGCA	UpstreamP1_CTCF	2
chr13	114059888	114060038	id-28957	1.19e-06	+	CGGGCGAGGGCCGCAGCATCCTCCGGGTGGCGGGC	V_CTCF_BR	4
chr13	114070281	114070431	id-28958	1.75e-07	+	GTGGGGTGGCCGAGAGTGGCCCCCAGGCGGCGGCA	UpstreamP1_CTCF	2
chr13	114099698	114099848	id-28959	7.73e-06	+	TGTGGCAGGCGGATGCCCACCAGGTGGGGCCGGCG	V_CTCF_BR	24
chr13	114105324	114105474	id-28960	1.91e-09	-	CTGTTATGCCCGGACAGGGCCACCAGATGGCTCCT	UpstreamP1_CTCF	39
chr13	114105773	114105923	id-28961	1.34e-06	-	CTGGGATGACAGGCGTGAGCCACCATGGGGCGCTA	UpstreamP1_CTCF	34
chr13	114107822	114107972	id-28962	3.86e-05	+	CAGGCGCTCCTTGTCTATCTCTGCAGGTGGCACCA	Upstream_CTCF	1
chr13	114111967	114112117	id-28963	3.36e-05	+	ACGCAGCATGCTCTGCGGTCCCACAGGCGGCGCTA	UpstreamP1_CTCF	20
chr13	114112705	114112855	id-28964	2.18e-07	+	CAGGTCATTGGTATTCTTGCCAGCAGGGGGTGCTC	V_CTCF_BR	40
chr13	114113218	114113368	id-28965	1.43e-05	+	GCTGGAATCTCCGAGTCAGCCTGAAGAGTGCAGTG	Upstream_CTCF	12
chr13	114128553	114128703	id-28966	1	+	NA	NONE	11
chr13	114138652	114138802	id-28967	1.64e-06	+	GGGCAAGGACCTTACGGCACCAGCGGGGGTCACAG	UpstreamP1_CTCF	3
chr13	114143672	114143822	id-28968	1	+	NA	NONE	18
chr13	114150235	114150385	id-28969	1.28e-06	-	ATTGCAGCCTCTCTCAGGGCCTCCAGGCGCTGCCG	Upstream_CTCF	5
chr13	114216854	114217004	id-28970	2.86e-06	-	GTGCCACAAACAAAGTGAGCCACTGGGAGGCAGCA	UpstreamP1_CTCF	40
chr13	114221338	114221488	id-28971	2.66e-05	+	GGTGAACAAATGCCGCGGCCAGGCAGGTGGCGCGA	V_CTCF_BR	1
chr13	114266941	114267091	id-28972	9.71e-06	+	CATGCAGTAGGCTTTCTTACCACATGTGGGCTGTC	Upstream_CTCF	3
chr13	114275908	114276058	id-28973	8.17e-10	+	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	38
chr13	114303757	114303907	id-28974	3.88e-06	+	ATGTTGAGGAGCTTCGCTGCCACCAGGGGGTTGCT	V_CTCF_BR	10
chr13	114427888	114428038	id-28975	8.91e-07	+	AGGGTGAGGGCCCGACTGGCCGCCAGGGGGCCCCA	Upstream_CTCF	40
chr13	114430179	114430329	id-28976	1.03e-06	-	GTGCTCCGCCCTCTTGTCTCCAGTGGCGGCAGCCA	UpstreamP1_CTCF	11
chr13	114433920	114434070	id-28977	1	+	NA	NONE	13
chr13	114434259	114434409	id-28978	2.27e-06	+	GAGAGAAGGTAGGAGGCGGCCGGCAGGTGTCTCTG	V_CTCF_BR	4
chr13	114444967	114445117	id-28979	2.91e-05	+	CCTGGCATTCTTCGGCTGGCCTTGTGGGGGCGACT	Upstream_CTCF	38
chr13	114451065	114451215	id-28980	1	+	NA	NONE	5
chr13	114462115	114462265	id-28981	3.63e-06	-	GGCCACAGCCACAGTCCCGCCGCCAGGAGCCGCCC	V_CTCF_BR	38
chr13	114468697	114468847	id-28982	1.84e-06	+	TGCTCCTGTCCTCCTGGGGACACCAGGGGGAGAAA	V_CTCF_BR	3
chr13	114484864	114485014	id-28983	1	+	NA	NONE	16
chr13	114502686	114502836	id-28984	2.37e-05	+	TCTGGATTTCCCTGAGCCACCGACAGCGGCAGTGT	Upstream_CTCF	1
chr13	114505262	114505412	id-28985	4.31e-07	-	ATCTGGTTTGAAACAGGCGCCAGGAGAGGGCAGAG	V_CTCF_BR	28
chr13	114505939	114506089	id-28986	1	+	NA	NONE	10
chr13	114520030	114520180	id-28987	6.73e-07	+	TTGTCATGAGGCTGGGTGTCCAGGAGGGGGCGATG	UpstreamP1_CTCF	40
chr13	114523785	114523935	id-28988	2.11e-06	+	GCCTAGGCTGCGGCGGGCTCCACGGGGGGGCAGGA	V_CTCF_BR	21
chr13	114528886	114529036	id-28989	1	+	NA	NONE	0
chr13	114538767	114538917	id-28990	2.04e-05	+	TGGGAAGGCTGACTTCAGCCCAGCAGGTGGAGAGC	V_CTCF_BR	7
chr13	114546844	114546994	id-28991	4.3e-06	+	GAGGCTGCCCCAGCTGCATCCTCCGGGAGGCGCCT	Upstream_CTCF	17
chr13	114564638	114564788	id-28992	1.27e-06	-	TTTCTGTTTCCGGTTCCTGCCGGCAGGTGGATGCT	UpstreamP1_CTCF	11
chr13	114566147	114566297	id-28993	9.88e-07	+	GGGGTTCCTCACCTCCAGCCCAGCAGAGGGAGGGC	Upstream_CTCF	26
chr13	114566508	114566658	id-28994	1.84e-06	-	GCGTGGAGGAGCTGTGCAGCCGCGAGGAGGCGCGG	V_CTCF_BR	30
chr13	114586543	114586693	id-28995	1	+	NA	NONE	0
chr13	114607492	114607642	id-28996	1.47e-05	-	CTTGAGGCAGTGACACCTGCCTCATGGGGTCGCTG	V_CTCF_BR	40
chr13	114609066	114609216	id-28997	1.48e-05	+	CAGCGCTGTGCGCAGTCCCCCGCCGGACGGCAGTG	UpstreamP1_CTCF	0
chr13	114618195	114618345	id-28998	1.35e-05	-	GTGCTGCACTCCTATCCCACCAGTACCAGCAGCTG	UpstreamP1_CTCF	6
chr13	114623223	114623373	id-28999	3.36e-07	+	TCAGGCCCTACAGGCAGCGCCTGCAGATGGAGCTC	V_CTCF_BR	6
chr13	114632756	114632906	id-29000	1	+	NA	NONE	7
chr13	114638322	114638472	id-29001	8.9e-05	-	GCTCTGTTTGTCCTGGCTTCCACCAGGGCCAGCGC	UpstreamP1_CTCF	3
chr13	114742708	114742858	id-29002	9.71e-06	-	ACTGCGGTTTTTCATGAGCAGCCCAGAGGGAGCTG	Upstream_CTCF	1
chr13	114751845	114751995	id-29003	1.69e-05	+	AGGCCATTCTGGTGCCTCGCCCCTAGCGGACAGCC	UpstreamP1_CTCF	1
chr13	114780634	114780784	id-29004	1.06e-05	-	TGTGTGACATCTTCTTCTCCCTCCGGGAGGCGGCG	Upstream_CTCF	2
chr13	114782577	114782727	id-29005	1.38e-06	-	GGCGTGGGGAGGATTTCCCCCAACAGAGGGCACTG	V_CTCF_BR	37
chr13	114786991	114787141	id-29006	4.68e-05	-	GCGCTGCAGGCTCCATTCTGCTCCTGGGGGAACAA	UpstreamP1_CTCF	3
chr13	114789510	114789660	id-29007	9.71e-06	-	GTTGTAGTTGAAGTGACAGCCTGTGGGTGGTGTTA	Upstream_CTCF	10
chr13	114791220	114791370	id-29008	4.7e-06	+	TGTTTTCCTGGGTCTGCTCCCAGTAGGTGGCTGTC	V_CTCF_BR	23
chr13	114795346	114795496	id-29009	6.9e-05	+	GTGGCGCTGCTCCCACAGGCCACTAGGGCCGCGCG	Upstream_CTCF	4
chr13	114801119	114801269	id-29010	7.17e-05	+	GCAGGACTGTTCCACGCCGGCCGCAGAGAGGAGAC	Upstream_CTCF	5
chr13	114809040	114809190	id-29011	1	+	NA	NONE	23
chr13	114820878	114821028	id-29012	1	+	NA	NONE	0
chr13	114825045	114825195	id-29013	1	+	NA	NONE	0
chr13	114830190	114830340	id-29014	1	+	NA	NONE	3
chr13	114830749	114830899	id-29015	1.39e-05	+	CTCGGGGCCCATTTCCCAAACGCTGGGGGGAGCCG	V_CTCF_BR	20
chr13	114853859	114854009	id-29016	1	+	NA	NONE	5
chr13	114876055	114876205	id-29017	1.76e-05	-	CTGTCGGTCCTCACAGCAGCCAGGGGAGGAAGCTT	UpstreamP1_CTCF	19
chr13	114878298	114878448	id-29018	6.98e-07	+	TCAGAGAGTGAATGAGAGGCCAGCAGGGGGCTGGG	V_CTCF_BR	18
chr13	114880993	114881143	id-29019	1.38e-06	-	CAGCGAGGGGGACACGAGGCCTGCAGAGGGCGTGG	V_CTCF_BR	27
chr13	114893037	114893187	id-29020	1	+	NA	NONE	6
chr13	114901255	114901405	id-29021	6.43e-06	-	GGGTGACTGTGCACCTCAGCCGCCAGCAGGAGCAC	V_CTCF_BR	10
chr13	114909327	114909477	id-29022	6.73e-07	+	CTGTACCTTGCAGCCCAGGCCTACAGGGGGCCCGG	UpstreamP1_CTCF	34
chr13	114912174	114912324	id-29023	2.6e-06	+	TCCGCTCTCTGCGAGGGAGCCCCTGGAGGGCGGCA	V_CTCF_BR	37
chr13	114917237	114917387	id-29024	1	+	NA	NONE	13
chr13	114992322	114992472	id-29025	6.39e-08	-	ACGTCCATTCTGGAGATCGCCACTAGTGGGCACCA	V_CTCF_BR	40
chr13	115000481	115000631	id-29026	1	+	NA	NONE	23
chr13	115010248	115010398	id-29027	6.48e-05	-	ACACATTACTACCCCCAAACCAGCAGGTGACAGCA	UpstreamP1_CTCF	4
chr13	115014607	115014757	id-29028	1	+	NA	NONE	5
chr13	115046063	115046213	id-29029	1.81e-06	-	TCTGCAGCACCCACAAGCGGGGCCAGGGGCTGGTT	Upstream_CTCF	28
chr13	115080217	115080367	id-29030	1	+	NA	NONE	18
chr13	115105388	115105538	id-29031	1.38e-07	-	GCCCAGTGCCTGCCAGGATCCACTAGAGGGCAGAG	UpstreamP1_CTCF	40
chr14	19019049	19019199	id-29032	1	+	NA	NONE	0
chr14	19038369	19038519	id-29033	1	+	NA	NONE	0
chr14	19108131	19108281	id-29034	1.74e-08	-	GTGGGTGACCATGTTCTTGCCTCCAGGGGGCGCAA	V_CTCF_BR	19
chr14	19433630	19433780	id-29035	1	+	NA	NONE	5
chr14	19614722	19614872	id-29036	1.69e-05	+	CAGGAGCACCACCGCGCCGCCTGCAGGGAGACCCA	UpstreamP1_CTCF	6
chr14	19890563	19890713	id-29037	8.52e-08	+	CTGCACCACCCCACTCCCTCCAGCAGGTGATGAGA	UpstreamP1_CTCF	5
chr14	19898809	19898959	id-29038	9.58e-10	-	GCAGCAGTACTCACGGTAGCCAGAAGGTGGAAGCA	Upstream_CTCF	13
chr14	20264804	20264954	id-29039	3.88e-06	-	GAGTAGAATAGTGCAGAGGCCGGCAGATGGCGATG	V_CTCF_BR	10
chr14	20295909	20296059	id-29040	7.49e-07	-	CAGTAGGATAGTGCAGAGGCCGGCAGATGGCGATG	UpstreamP1_CTCF	9
chr14	20333798	20333948	id-29041	1	+	NA	NONE	1
chr14	20346312	20346462	id-29042	1.76e-09	-	CTTGCAATTCCAGTTAGTACCAGCAGGTGGTAGTA	Upstream_CTCF	37
chr14	20415949	20416099	id-29043	1	+	NA	NONE	6
chr14	20612196	20612346	id-29044	8.21e-06	-	TGGTTGAATAGTGTAAAGGCCGGCAGATGGCGATG	V_CTCF_BR	13
chr14	20643603	20643753	id-29045	8.13e-06	-	GCTGATTCACCCTGCATTGGCTGTAGAGGGCAATG	Upstream_CTCF	1
chr14	20664187	20664337	id-29046	8.81e-07	-	CAACTGTAAACCCTTTCCGCCTGGAGATGGCACCA	V_CTCF_BR	10
chr14	20693368	20693518	id-29047	5.74e-05	-	CAGTCTTGCTCTATCATGCAGGCTAGGGGGCAGTG	UpstreamP1_CTCF	4
chr14	20715933	20716083	id-29048	1	+	NA	NONE	25
chr14	20774096	20774246	id-29049	2.66e-05	-	GGGCAGAAAAGCCTCCAGAACGCCAGATGTCGCTG	V_CTCF_BR	40
chr14	20795547	20795697	id-29050	4.68e-07	+	CATTTGTAACCCAAGTCTGCCACAAGATGGCAGTG	V_CTCF_BR	38
chr14	20800651	20800801	id-29051	1	+	NA	NONE	12
chr14	20819150	20819300	id-29052	4.88e-05	+	TTGCAGTTGGGAAAATGGGACAGCACAGCCTGGTG	UpstreamP1_CTCF	40
chr14	20884028	20884178	id-29053	2.04e-05	+	TTGTGAAAGCCAAAAACACCCCCTAGAGGGCAGTA	V_CTCF_BR	40
chr14	20909160	20909310	id-29054	6.21e-05	-	GGCTTCTTCTAGGGGCCAGCCTCCTGTTGTAACTC	V_CTCF_BR	5
chr14	20955648	20955798	id-29055	1	+	NA	NONE	14
chr14	20959640	20959790	id-29056	3.81e-05	-	CCCATATACCCTGATAGGGCCACCAGGTGGACAAG	UpstreamP1_CTCF	12
chr14	20994047	20994197	id-29057	6.39e-05	-	AAACCATTTAGTCCTAAAGCCACCAGGTGGGGCAG	Upstream_CTCF	2
chr14	20999249	20999399	id-29058	1.22e-08	+	ACAACGTGCGTGAGATGTGCCACCAGATGGCGCCA	V_CTCF_BR	40
chr14	21036827	21036977	id-29059	1	+	NA	NONE	1
chr14	21074568	21074718	id-29060	1	+	NA	NONE	40
chr14	21077014	21077164	id-29061	5.96e-07	-	CACTTTGTAAGCGCAGGGGCCAGCAGATGTCGCGA	V_CTCF_BR	0
chr14	21077591	21077741	id-29062	2.78e-09	-	CTGCAGTGGTTTACTTTATCCACTAGGTGTCACCC	UpstreamP1_CTCF	39
chr14	21081641	21081791	id-29063	5.28e-05	-	AAATAAGTACGCATTCTTGCCGATAGAAGGCACCC	Upstream_CTCF	38
chr14	21125855	21126005	id-29064	1.41e-06	+	GGGCTCTGATAGCCACCATCCACGAGGAGGAGCTC	UpstreamP1_CTCF	32
chr14	21131245	21131395	id-29065	3.12e-08	+	CTGCAGGGCGTTTGACCAGGCACCAGGTGGCATTG	UpstreamP1_CTCF	39
chr14	21133653	21133803	id-29066	7.73e-05	-	CCAGCTGCTCCCCCTGTGGCTGAAAGGGGCTAACA	Upstream_CTCF	37
chr14	21150537	21150687	id-29067	9.84e-06	+	CTGTTAGGGACCCGGCTGTACAGCAGGAGGTGAAC	UpstreamP1_CTCF	25
chr14	21159297	21159447	id-29068	2.39e-05	-	CTGCTAGTACCTAAAAGAGTCGTTAGGTGGCAGTG	UpstreamP1_CTCF	40
chr14	21166005	21166155	id-29069	2.06e-07	+	ACATCAATTCCAGGAGTGACGGCCAGATGGCAGCA	Upstream_CTCF	40
chr14	21226243	21226393	id-29070	4.14e-06	+	GCATGCATTCAGGTCAGAATCAGGAGGGGGCGCCA	V_CTCF_BR	22
chr14	21269997	21270147	id-29071	1.55e-05	+	GGCGCCTCATCATTTGGTTACAGTAGGTGGAGCTG	V_CTCF_BR	5
chr14	21271517	21271667	id-29072	8.21e-05	+	AATAGGGAGGAGGAGGAGGCCTCTAGGGTGCGCTC	V_CTCF_BR	4
chr14	21287151	21287301	id-29073	3.88e-06	+	GAGTTCGAGACCAGCCTGGCCAATAGAGGGAGACC	V_CTCF_BR	23
chr14	21296256	21296406	id-29074	1.39e-07	+	TTTCTCACCTCTGAGGCCACCACAAGGGGGCGGGG	V_CTCF_BR	12
chr14	21303169	21303319	id-29075	2.55e-06	+	CCTTTAGCTCCTGCTACTTCCCGAGGGGGGCACTC	Upstream_CTCF	4
chr14	21304943	21305093	id-29076	1.16e-05	+	ACCGGGAGGCTCCAAGTTTCCACTAGAGGGCCACA	Upstream_CTCF	39
chr14	21323957	21324107	id-29077	2.67e-06	-	TCTGAATTTCCCGCTTTGAACACTAGATGTCCTCT	Upstream_CTCF	40
chr14	21325914	21326064	id-29078	1.22e-08	+	ATGCCTAGCTCACTGCTTGCCGGCAGGGGGCGCTC	V_CTCF_BR	40
chr14	21335224	21335374	id-29079	1.84e-06	-	TTCTCTCTGCAACATCTCTGCAGCAGGGGGCACCA	V_CTCF_BR	40
chr14	21341889	21342039	id-29080	8.61e-08	-	CCCGTGGCCGTCGTATTGGTCGGCAGGGGGCGCCG	V_CTCF_BR	40
chr14	21372677	21372827	id-29081	9.39e-07	+	GCTGCCCTGTCAGAGCCCACCCACAGAGGGAGCAT	Upstream_CTCF	16
chr14	21402429	21402579	id-29082	3.71e-10	-	CCCGTGGCCGTTGTATTGGCCGGCAGGGGGCGCCG	V_CTCF_BR	40
chr14	21429497	21429647	id-29083	8.21e-05	-	ACAAAAAAATTAGTCGGGCGCGGTAGAGGGCGCCT	V_CTCF_BR	29
chr14	21439173	21439323	id-29084	1.03e-07	-	CCAGCCGCCGCCACAGTGGCCGGCAGGGGACGCTG	Upstream_CTCF	40
chr14	21439665	21439815	id-29085	2.78e-09	-	GTGTAAGTGCGCCTTCCAGCCAGCAGAGGGCAGGA	UpstreamP1_CTCF	40
chr14	21458181	21458331	id-29086	1.92e-05	-	CTGCAGATCCAGAGTCTCTCCGACAGCAGGGAATG	UpstreamP1_CTCF	5
chr14	21458553	21458703	id-29087	1	+	NA	NONE	40
chr14	21474109	21474259	id-29088	1.01e-05	-	TCTTTAATACCTTTTTGCACAGCTAGGGGGCATGG	Upstream_CTCF	39
chr14	21482953	21483103	id-29089	5.51e-07	+	TTATTAAGAACCATGTCAACCACAAGGGGGCACTG	V_CTCF_BR	39
chr14	21508359	21508509	id-29090	4.34e-07	-	GTGCTGGAGATGAGAAATGCCACTAGATGGCAAAA	UpstreamP1_CTCF	40
chr14	21526006	21526156	id-29091	4.68e-07	-	CACAGCCCCAGAAGCAGCAGCAGCAGGGGGCAGCA	V_CTCF_BR	23
chr14	21535194	21535344	id-29092	1	+	NA	NONE	39
chr14	21536701	21536851	id-29093	1.19e-06	+	GGCAGTATTTACGGAATGGACACCAGGGGGTAGCA	V_CTCF_BR	40
chr14	21537111	21537261	id-29094	1.04e-05	-	GGGCGTGAACGCGTGTGCCCCTGCAGCTGGAGGGC	V_CTCF_BR	19
chr14	21537698	21537848	id-29095	1	+	NA	NONE	10
chr14	21538815	21538965	id-29096	2.83e-07	-	CGCGGGTAAGGAGCTCGGACCAGGAGGGGGAGGGA	V_CTCF_BR	17
chr14	21539645	21539795	id-29097	5.68e-06	+	GTCTCCTCTCTGGTCCCCGCCGGCAGGAGGCTGGG	V_CTCF_BR	22
chr14	21540331	21540481	id-29098	1	+	NA	NONE	26
chr14	21558534	21558684	id-29099	2.41e-08	-	AGGTAGTTGGGTAGAGAAGCCAGCAGGGGGCAGCG	UpstreamP1_CTCF	40
chr14	21559144	21559294	id-29100	2.04e-05	+	CCGGCCCCGCTCCTCTGCTCCCGGTGGTGGCGCTG	V_CTCF_BR	2
chr14	21560777	21560927	id-29101	4.55e-09	-	TGTGCAGTTTCGGCTCCAGCCAGGAGGAGGAGCTG	Upstream_CTCF	40
chr14	21561351	21561501	id-29102	6.51e-05	-	CAGGGCTCACGTCCCCGCGCCCCGAGCGGCCACTT	V_CTCF_BR	0
chr14	21562027	21562177	id-29103	1.48e-06	-	ATTGTGATGGTCTTCCCCACCGCCAGGGGGTGGGG	Upstream_CTCF	34
chr14	21566713	21566863	id-29104	1.35e-05	+	GAGCTGGGGACCCCGGGAGCCGCGAGAGGCGGCCG	UpstreamP1_CTCF	19
chr14	21570765	21570915	id-29105	5.3e-05	+	ACTCAGTGCTGAGGCCTTCACCCTAGGGGGAGTGC	UpstreamP1_CTCF	6
chr14	21571816	21571966	id-29106	1	+	NA	NONE	39
chr14	21572732	21572882	id-29107	4.44e-06	-	CTGCAATGTCAAGGCAAGGCAGCCAGGCTGCGCTC	UpstreamP1_CTCF	40
chr14	21575119	21575269	id-29108	1.52e-07	-	AACCTGGGCAGCCAAGAGGCCACGAGATGGCAGCA	V_CTCF_BR	40
chr14	21604230	21604380	id-29109	1.03e-06	-	AGATAATTCCTCTCCTTCTCCACTAGAGGGCAGAG	V_CTCF_BR	39
chr14	21659524	21659674	id-29110	2.67e-06	-	CCTGGACACCATCTTGTTACCACTGGGTGGAGGTG	Upstream_CTCF	3
chr14	21701721	21701871	id-29111	1.39e-05	+	ATGGGGAGACAAGCAATCAACACTAGAGGGCTCCT	V_CTCF_BR	39
chr14	21709497	21709647	id-29112	9.25e-06	+	AATTTCAAAGACAAAAGTGACACTAGATGGCAGCA	V_CTCF_BR	32
chr14	21769184	21769334	id-29113	1	+	NA	NONE	19
chr14	21795263	21795413	id-29114	1	+	NA	NONE	13
chr14	21863730	21863880	id-29115	1.47e-05	-	AATGGAAAGGACTGTAATGCCAGTAGGGGGAGATC	V_CTCF_BR	16
chr14	21876438	21876588	id-29116	6.75e-05	-	GTGTACCATGGCAGTCTGGCCAGCAGGCAGATGAT	UpstreamP1_CTCF	5
chr14	21909185	21909335	id-29117	5.63e-06	-	CTGCAAAGTCAAGACTTCCCCAGCAGGAGTATCCA	UpstreamP1_CTCF	4
chr14	21924481	21924631	id-29118	5.92e-05	-	GTTTTAGTTCACAGCGCCCCCAATGGCGGGGGTCA	Upstream_CTCF	38
chr14	21924909	21925059	id-29119	1	+	NA	NONE	28
chr14	21945205	21945355	id-29120	8.46e-07	+	CATGCCCTTATCCCTCCAAACTCCAGGGGGCGATA	Upstream_CTCF	40
chr14	21966811	21966961	id-29121	1.38e-06	+	TAAATAGATAACTTCGTAACCACCAGGGGGCAGAT	V_CTCF_BR	40
chr14	22025843	22025993	id-29122	2.77e-07	-	AAGTATTTTGGCATTTCTACCACCAGGTGGCGATG	UpstreamP1_CTCF	39
chr14	22080640	22080790	id-29123	1.39e-05	+	GAAGTCTGGTGATCTTTGGCCACATGATGTCACTG	V_CTCF_BR	3
chr14	22109471	22109621	id-29124	2.32e-08	+	GTTGCACTGCTACCTGTTGCCACAAGATGACAGTA	Upstream_CTCF	30
chr14	22179706	22179856	id-29125	2.73e-07	+	TCATGAGTTCCCATGTAGTCCGCTAGGTGGCGGAG	Upstream_CTCF	39
chr14	22191776	22191926	id-29126	2.47e-07	+	TCGCTGGTCCTACGTGTGGGCTCTAGGGGGCGATG	UpstreamP1_CTCF	35
chr14	22202872	22203022	id-29127	7.73e-06	+	TTTTTTCTGAGTATAGTTACCACAAGAGGTCGCTG	V_CTCF_BR	38
chr14	22217207	22217357	id-29128	6.39e-08	+	TTAGCGTTTGGGGATCTGGCCACAAGGTGGCAGAG	V_CTCF_BR	39
chr14	22236511	22236661	id-29129	1	+	NA	NONE	37
chr14	22256941	22257091	id-29130	1	+	NA	NONE	9
chr14	22265194	22265344	id-29131	5.86e-07	+	TCCTCAGTCCTGAATCTGGCCTCCAGAGGGTGACG	Upstream_CTCF	19
chr14	22276252	22276402	id-29132	5.96e-07	-	AGAGGAAGAAGAATGGCGGCCGCCAGAAGGCGCTG	V_CTCF_BR	2
chr14	22293415	22293565	id-29133	1.09e-07	+	TAAGCAATTGTAGCTCTGACCCCAAGAGGGCAGTA	Upstream_CTCF	34
chr14	22309027	22309177	id-29134	2.53e-05	+	TTTGATTACTATCATGATTCCACAAGATGGCAGTG	V_CTCF_BR	14
chr14	22314567	22314717	id-29135	1.74e-10	+	TCTGTGGTTCCACCTGTGCCCTCCAGGGGGCGACG	Upstream_CTCF	37
chr14	22320368	22320518	id-29136	2.6e-07	+	AAACTGGTTCTGCACTTGGCCTCCAGAGGGCGATG	V_CTCF_BR	38
chr14	22328400	22328550	id-29137	1.38e-06	+	TTTTGTTGATGGGTTCAGTCCACTAGGGGGCACTC	V_CTCF_BR	38
chr14	22336745	22336895	id-29138	5.28e-08	+	TCAGTAGTTAGGGATGTGGCCACAAGATGGCAGTG	Upstream_CTCF	40
chr14	22355773	22355923	id-29139	1.93e-05	+	TTTGATCACTATCATGATTCCACAAGATGGCAGTG	V_CTCF_BR	12
chr14	22362358	22362508	id-29140	4.48e-07	+	TCCGTGGTTTCGCCTGTGGCCTTCAGGGGGCGACG	Upstream_CTCF	29
chr14	22370891	22371041	id-29141	1.16e-05	+	ACTCTGGTTCTGCACTTGGCCTCCAGAGAGCGATG	Upstream_CTCF	13
chr14	22382049	22382199	id-29142	1.38e-06	+	CTTTGTTGATGGTTTCAGTCCACTAGGGGGCACTC	V_CTCF_BR	40
chr14	22386132	22386282	id-29143	3.05e-07	+	TTAGTAGCTACGAATGTGACCACAAGATGGCAGTG	Upstream_CTCF	40
chr14	22392816	22392966	id-29144	5.51e-07	-	GATTTCCCGCCTTGGTTCTCCAGCAGGTGGAGGTC	V_CTCF_BR	5
chr14	22401985	22402135	id-29145	7.44e-09	-	ACTGCAGTTTAGGAGCTGACCACCAGGTAGTGGCA	Upstream_CTCF	26
chr14	22409187	22409337	id-29146	2.2e-06	+	ATCCCAGTTCAGCCCCTGTCCACCAGAGGGAGTGG	Upstream_CTCF	40
chr14	22446540	22446690	id-29147	3.86e-08	+	TCCGTGGTTCCGCCTGTTGCCTCTAGAGGGCGATG	Upstream_CTCF	40
chr14	22456253	22456403	id-29148	1.39e-05	+	TGGGCCTGATGGTTTCAGACCACTAGGAGGCTCTC	V_CTCF_BR	39
chr14	22458479	22458629	id-29149	9.67e-08	+	GCTGCAGTATTGTATTTGGCCTCTAGAGAGAGATG	Upstream_CTCF	37
chr14	22465637	22465787	id-29150	1.34e-06	+	CAGCAGGATGATGTTACGATCACAAGAGGGCAGTG	UpstreamP1_CTCF	31
chr14	22471143	22471293	id-29151	1.04e-07	+	CGTCAGGGACAGAGAGGAGCCTCAAGAGGGCGCTG	V_CTCF_BR	31
chr14	22508625	22508775	id-29152	2.19e-08	+	CTGTGGGACAGTACTGTGGCCACGAGGTGGCAGTG	V_CTCF_BR	38
chr14	22515464	22515614	id-29153	5.28e-05	+	AAAGCATTCATGTATTTAGTCACAAGAGGGGGCTG	Upstream_CTCF	32
chr14	22552806	22552956	id-29154	2.77e-07	+	ATGTAAACTCCCTATATGGCCACAAGGGGGCAATG	UpstreamP1_CTCF	39
chr14	22568580	22568730	id-29155	3.65e-07	-	CACCAAATAGTTCAGCGGGACACCAGGTGGCAGTG	V_CTCF_BR	40
chr14	22575416	22575566	id-29156	1.92e-06	-	GTGTAGTTCTTCTCCACCGACACTAGGGTACAATG	UpstreamP1_CTCF	20
chr14	22580091	22580241	id-29157	6.74e-08	+	TCAGCAATGTTTGAGTCCACCACAGGGGGGCAGCA	Upstream_CTCF	38
chr14	22587163	22587313	id-29158	1	+	NA	NONE	4
chr14	22590285	22590435	id-29159	1	+	NA	NONE	30
chr14	22600153	22600303	id-29160	2.17e-08	+	AGTGTGTTTCCACATTTGACCTCCAGGGGGCAATG	Upstream_CTCF	40
chr14	22615747	22615897	id-29161	4.51e-05	+	AAATCACTTTTCTATCTCTCCACAGGAGGGTAGTA	Upstream_CTCF	9
chr14	22627073	22627223	id-29162	6.43e-06	+	CAAATAGACACGGATATGCCCAGCAGGTGCCAGCG	V_CTCF_BR	2
chr14	22631001	22631151	id-29163	9.41e-05	+	AGAAACTTTCTACATTTGAACTAAAGGGGGCAGTG	V_CTCF_BR	27
chr14	22636052	22636202	id-29164	3.56e-05	+	TCAACATTCCTCAGTCTGGCCACAGGGGAGAGCTG	Upstream_CTCF	20
chr14	22653216	22653366	id-29165	1.26e-05	+	TTGGCAATTAGAGGTCTGTACACAGGATGGCAGCA	Upstream_CTCF	21
chr14	22669020	22669170	id-29166	1.55e-05	+	AAGGAGTTCACATATACAGTCACAAGAGGGAGCTG	V_CTCF_BR	40
chr14	22688446	22688596	id-29167	1	+	NA	NONE	23
chr14	22689515	22689665	id-29168	1	+	NA	NONE	40
chr14	22694297	22694447	id-29169	7.23e-07	+	TCAGCTATTCTGCACCAGCTCACAAGATGGCGGTG	Upstream_CTCF	28
chr14	22733303	22733453	id-29170	5.68e-06	+	CAATTTTTTTGAGTTCAGACCACCTGGGGGCAGTG	V_CTCF_BR	26
chr14	22745218	22745368	id-29171	2.2e-06	+	TCTGTAATTATCTCTTTGATCTGAAGAGGGCACTG	Upstream_CTCF	38
chr14	22771597	22771747	id-29172	6.84e-06	+	CAGGAATTTCTCTAAATATCCTGAAGAGGGCACTG	V_CTCF_BR	38
chr14	22782740	22782890	id-29173	1.1e-05	+	TAACCTGTTCATTAACTTGCCACTTGGGGGTGCTA	V_CTCF_BR	40
chr14	22783002	22783152	id-29174	2.37e-05	+	AAATCAGTACTTTTTTCCCCCTACAGGAGGAACCA	Upstream_CTCF	6
chr14	22788320	22788470	id-29175	6.43e-06	+	TAAATGTCTACGCCTCATGCCACTAGGTGGCAATG	V_CTCF_BR	40
chr14	22788899	22789049	id-29176	6.21e-05	+	ACACTGGCTGCAACAGCATCCAGGAGGAGGCATTG	V_CTCF_BR	18
chr14	22843859	22844009	id-29177	1.55e-05	-	TAGATTGTTTTTACTCCTGCCACATGGTGGAGCTA	V_CTCF_BR	39
chr14	22855923	22856073	id-29178	2.74e-08	+	GCAGAAAAGAGACAAGTGGCCACTAGATGGCAGCA	V_CTCF_BR	40
chr14	22860354	22860504	id-29179	2.96e-05	+	CCCACTTTCCTGCATTTGAACACTGGAGGGCAATG	V_CTCF_BR	40
chr14	22865634	22865784	id-29180	2.81e-05	+	CTGAAAACACAGGCCCTGAGTGGCAGAGGGCACCA	V_CTCF_BR	1
chr14	22881353	22881503	id-29181	3.5e-05	-	CTGTAACACACCAGCATCGCCAGATGGGGTGCGGG	UpstreamP1_CTCF	7
chr14	22881888	22882038	id-29182	1.24e-05	-	AAAAGCAGCCTCTGTGTATACACAAGAGGGAGCTA	V_CTCF_BR	9
chr14	22889784	22889934	id-29183	3.63e-05	+	TCCTCCTTCCCTCCAGTCTCCTGAAGGTGTCTCCA	V_CTCF_BR	15
chr14	22903158	22903308	id-29184	1	+	NA	NONE	24
chr14	22935533	22935683	id-29185	5.52e-05	+	CTTTACTCTTTGCAGATCACCACAGGGGGAAACTC	UpstreamP1_CTCF	4
chr14	22940617	22940767	id-29186	1.93e-05	-	CTCGTGGACTGGACCCCTGCCGGCAGGCGGCAGTG	V_CTCF_BR	39
chr14	22942086	22942236	id-29187	2.97e-06	-	GGAGATGCGATAATTAGTAGCAGCAGAGGGCGCTA	V_CTCF_BR	40
chr14	22944109	22944259	id-29188	8.59e-05	-	CACAGGAGCCCCATTTTGCCTTGGAGAGGGCTGCC	V_CTCF_BR	3
chr14	22953662	22953812	id-29189	9.26e-05	+	CAGATTTTCCATGCAGTGGACTCTAGCTGCAGGAA	UpstreamP1_CTCF	1
chr14	22963900	22964050	id-29190	3.16e-06	+	ATGTAGTCCTTCCTTCCTTCCAGTGGGAGGTGATC	UpstreamP1_CTCF	12
chr14	22965715	22965865	id-29191	4.34e-07	+	CTGCAAGGTGGGGAGACTTCCACTAGAGGGGAAGG	UpstreamP1_CTCF	14
chr14	23026052	23026202	id-29192	1	+	NA	NONE	26
chr14	23027619	23027769	id-29193	1.1e-06	-	GGCTGCCCGCAGAACCTGCCCGCTGGAGGGCGCTG	V_CTCF_BR	35
chr14	23028546	23028696	id-29194	3.73e-06	-	CTTGCCATTCTGATCTCATCCTGAAGGGGGATCAA	Upstream_CTCF	40
chr14	23039322	23039472	id-29195	1	+	NA	NONE	37
chr14	23058709	23058859	id-29196	4.71e-06	-	AAGTTAGTACAACGTCAGGCCCCAAGGAGGCGCCC	Upstream_CTCF	40
chr14	23067827	23067977	id-29197	2.96e-05	+	CATCAGGTTTGGGATACCACCTGTAGGTGGTGTGA	UpstreamP1_CTCF	38
chr14	23082128	23082278	id-29198	1	+	NA	NONE	36
chr14	23099115	23099265	id-29199	4.17e-05	-	CTTGTGAGGACACCTTGTGCCTCTAGAGGAAGCCC	Upstream_CTCF	16
chr14	23103267	23103417	id-29200	2.27e-06	+	TGGTGGTGTACCGCAGGGGGCAGCAGATGGTGGCA	V_CTCF_BR	1
chr14	23113299	23113449	id-29201	1	+	NA	NONE	32
chr14	23122353	23122503	id-29202	4.99e-07	-	GGTGTGCTTCCCTCCTCTTCCACCAGGAGTCTGCC	Upstream_CTCF	40
chr14	23127222	23127372	id-29203	1	+	NA	NONE	36
chr14	23132966	23133116	id-29204	2.84e-05	-	ATGCTTTGGATTGGAACTTCCACTAGAGGGTTAGT	UpstreamP1_CTCF	9
chr14	23182448	23182598	id-29205	3.81e-05	+	TTCTCCCGCCTCAGCCTCCCGAGCAGCTGGAACTA	V_CTCF_BR	36
chr14	23219714	23219864	id-29206	2.01e-05	+	CTGCCGGAATGAAGAAGCGCCGCTTGATGGTGCTC	UpstreamP1_CTCF	2
chr14	23246769	23246919	id-29207	3.73e-06	+	AGAGTCATGCAGTTTCTGTCCGGTAGGTGGAAGTA	Upstream_CTCF	39
chr14	23276487	23276637	id-29208	1	+	NA	NONE	6
chr14	23282052	23282202	id-29209	2.53e-05	-	TCGCCCCTTATGCTGCCAGCCGCCTGCTGGCTGCT	V_CTCF_BR	20
chr14	23283720	23283870	id-29210	1	+	NA	NONE	2
chr14	23287425	23287575	id-29211	8.03e-07	-	CTAGCACTTCCTGGTGCTACCACTAGGGCGTGCTG	Upstream_CTCF	40
chr14	23292109	23292259	id-29212	2.18e-07	+	GCGTCGGGCAGCAAAGCCGCCGCCAGGAGGCAGCG	V_CTCF_BR	39
chr14	23305498	23305648	id-29213	9.49e-08	-	GGGGTTGAGGCCGCGATGGACAGCAGGGGGCTGTA	V_CTCF_BR	31
chr14	23306510	23306660	id-29214	5.13e-05	-	CCCGGGGAGGCCGAAGCGCCCATCGGAGGGCGCGC	V_CTCF_BR	15
chr14	23307331	23307481	id-29215	1	+	NA	NONE	15
chr14	23316087	23316237	id-29216	3.81e-05	+	AGGCCCAAAGGCAGAACAGCCAGAGGGGGCAGGAG	V_CTCF_BR	14
chr14	23317084	23317234	id-29217	3.45e-05	+	AGTTGGGGAGCAGGGCATACCCATAGGGGGCAGCG	V_CTCF_BR	31
chr14	23322358	23322508	id-29218	4.7e-10	-	TTTGCAGTCCCAACATCCAGCACAAGGGGGCGCTA	Upstream_CTCF	40
chr14	23322749	23322899	id-29219	2.78e-06	-	TGATTCGTGTCTGAGGCGCCCACAGGGGGGCAGTG	V_CTCF_BR	40
chr14	23334807	23334957	id-29220	5.96e-07	-	GACTTTGGGGTAGATTCAGCCAGCAGGAGGCACTA	V_CTCF_BR	39
chr14	23341087	23341237	id-29221	2.31e-06	+	GAGGAAGTGGTCTCAAACCCCGGCAGGTGGCGACC	Upstream_CTCF	18
chr14	23341871	23342021	id-29222	4.96e-08	+	CCTGCCCTTTCTCGTTCCTCCTCTAGGAGGCGCTC	Upstream_CTCF	40
chr14	23355755	23355905	id-29223	1.34e-06	-	TTGCAGCTCAGCGTCCCGGCCAGGTGGCGGCCCTC	UpstreamP1_CTCF	35
chr14	23369533	23369683	id-29224	5.51e-07	-	TGCCTAATGACAGATCTTTCCAGCAGATGGCACTA	V_CTCF_BR	40
chr14	23399678	23399828	id-29225	2.27e-05	+	TTGGTCATGCTGAATTGAACGTCTAGGGGGCGCTG	V_CTCF_BR	40
chr14	23410216	23410366	id-29226	7.78e-06	+	TTGGAGATGCCAAAGTTGGCCCTTAGGGGGCGCTG	Upstream_CTCF	40
chr14	23442872	23443022	id-29227	3.48e-06	-	CAGCAGTGACACCTGGTGTCCAGCTGAGGTATTAG	UpstreamP1_CTCF	40
chr14	23448631	23448781	id-29228	2.53e-05	-	TGGCTTCAGCCTTGCCCAGCTGCCAGAGGGTGGGA	V_CTCF_BR	4
chr14	23452611	23452761	id-29229	1	+	NA	NONE	40
chr14	23455885	23456035	id-29230	1.26e-07	+	AGCTCATGACTGAAACTGCCCACCAGGTGGCGGTA	V_CTCF_BR	40
chr14	23464033	23464183	id-29231	2.4e-05	+	AGGATGTTTAGCAGAACACCCACTAGATGTCAGTA	V_CTCF_BR	40
chr14	23476155	23476305	id-29232	1	+	NA	NONE	37
chr14	23504415	23504565	id-29233	3.81e-05	-	CCTGTTGCTTGGACACCAGGCTGGAGTGGGAGGAC	V_CTCF_BR	24
chr14	23511872	23512022	id-29234	4.17e-05	+	TCTATAGCGACGGCACCCGCCTGCAGGGGGACATC	Upstream_CTCF	2
chr14	23521583	23521733	id-29235	1.32e-05	-	TCGGTGAGGACTCCAGGGCCCACAAGGCGGCAGCA	Upstream_CTCF	34
chr14	23523715	23523865	id-29236	4.88e-05	-	AGGCCAAGGACATGGGCGGCCACATGGGGGGGCTG	V_CTCF_BR	35
chr14	23525460	23525610	id-29237	8.81e-07	+	AGTCTGTGAAAGTCCCTCCCCACAAGGGGGAGCCC	V_CTCF_BR	40
chr14	23527349	23527499	id-29238	3.83e-09	-	TTGGTGCCTCCCACAACTACCACCAGGGGGCGGCA	V_CTCF_BR	40
chr14	23531404	23531554	id-29239	1	+	NA	NONE	16
chr14	23538224	23538374	id-29240	4.41e-06	+	TGGTGAGAACCACCAATGTCCACTAGATGGCGTTG	V_CTCF_BR	40
chr14	23546164	23546314	id-29241	1.38e-06	+	AAACAAAAAATGTTAACAGCCACAAGATGGCAGCA	V_CTCF_BR	40
chr14	23548111	23548261	id-29242	7.27e-06	+	TGGAGTTGCAACCTCCTGACCAGAAGAGGGATCTT	V_CTCF_BR	21
chr14	23563750	23563900	id-29243	2.53e-05	-	CAACCTACGGCGTTGCTGGCCTGAGGGGGGCGAGT	V_CTCF_BR	37
chr14	23568544	23568694	id-29244	3.09e-06	+	GCTGTGGTTCCCATTACACCCACCAGGATTAGCAG	Upstream_CTCF	18
chr14	23574011	23574161	id-29245	9.66e-05	-	GCTGCTGCTGCTGCTGCCGCCACTAGTCCTCAGGG	Upstream_CTCF	8
chr14	23578561	23578711	id-29246	1	+	NA	NONE	40
chr14	23583991	23584141	id-29247	1.82e-07	+	GGACTGTGGAGAGCGCCGGTCAGCAGGGGGCTCCC	V_CTCF_BR	23
chr14	23590145	23590295	id-29248	9.55e-09	+	GTGGTCCGGACTCAGGTGGACAGCAGAGGGCAGCC	V_CTCF_BR	39
chr14	23609551	23609701	id-29249	2.15e-05	+	GGACACCTGCTCCCTCTTTCCAGCAGCAGGTGCTG	V_CTCF_BR	3
chr14	23624559	23624709	id-29250	1.1e-06	-	TTCAGCAGAAACCCCAGCTCCAGCAGCTGGCGCAG	V_CTCF_BR	11
chr14	23631806	23631956	id-29251	7.15e-05	+	TCATTCTGGAGCAGGGCTACAGGCAGGTGGCGTTC	V_CTCF_BR	2
chr14	23638492	23638642	id-29252	1	+	NA	NONE	0
chr14	23651245	23651395	id-29253	1.64e-06	-	TTTGCAGTTTCTCCAGTTGCCTGGTGGGGTCCACC	Upstream_CTCF	2
chr14	23656385	23656535	id-29254	3.16e-06	-	AAGCCATAACCTTTTCTGTCCAGTAGGTGTCAGCT	UpstreamP1_CTCF	40
chr14	23734406	23734556	id-29255	1.56e-06	+	CTTGGATTTTTTTGAATTGCCACAAGATGGCATTA	Upstream_CTCF	40
chr14	23755489	23755639	id-29256	1.28e-06	-	GTCCGGCGCCGATAGGTCGACGGTAGGGGGAGGTA	V_CTCF_BR	36
chr14	23764312	23764462	id-29257	1.67e-07	-	GACGAGGTTTCTTCGCCCTCCAGTAGAGGGCGCAC	V_CTCF_BR	40
chr14	23769011	23769161	id-29258	3.4e-06	-	ACTTGAATAGTAAATGGCACCAGAAGATGGCAGTC	V_CTCF_BR	38
chr14	23770692	23770842	id-29259	1	+	NA	NONE	40
chr14	23771047	23771197	id-29260	1	+	NA	NONE	32
chr14	23775099	23775249	id-29261	8.21e-06	-	CAGTCTGACCATAGCTGATCCACATGAGGGCACTC	V_CTCF_BR	1
chr14	23791417	23791567	id-29262	2.29e-05	-	CGCCAGTTACTCACCATTGCCTGGAGGTGGACTCA	UpstreamP1_CTCF	17
chr14	23797348	23797498	id-29263	1.52e-09	+	CTGTGATGGTCTCATCTGTCCACCAGGGGGCACTA	UpstreamP1_CTCF	39
chr14	23813776	23813926	id-29264	8.71e-06	+	TGTCTCTGGCAAATCTTGGCCAGAAGGGGGAGAAT	V_CTCF_BR	25
chr14	23815335	23815485	id-29265	7.15e-05	+	GACAGTTGTCTGTAAGTCACCACTGGGGGCAGGGC	V_CTCF_BR	12
chr14	23821396	23821546	id-29266	3.97e-07	-	TGGGGGCGCTGGGCGGCGGCCAGCAGCTGCAGCTC	V_CTCF_BR	23
chr14	23821914	23822064	id-29267	2.8e-05	-	CCGGCAGGGCCCCTGCGGTCGGCAAGCTGGCTCCC	Upstream_CTCF	35
chr14	23829873	23830023	id-29268	5.65e-05	-	GGATGTCCTACGGGTCCTGCAGAGAGAGGGCGCTG	V_CTCF_BR	32
chr14	23831577	23831727	id-29269	5.08e-07	-	GAGAGGCCGGATAACCTCACCACCAGAGGGAAACA	V_CTCF_BR	38
chr14	23849255	23849405	id-29270	7.55e-07	-	GGGCCAAGTCTTCCCCACACCACAAGGGGGAGCTC	V_CTCF_BR	40
chr14	23855041	23855191	id-29271	8.71e-06	+	CTCTGCACTCAGTAGGTTTCCACAAGGTGGCTCCT	V_CTCF_BR	2
chr14	23861991	23862141	id-29272	1	+	NA	NONE	0
chr14	23868283	23868433	id-29273	8.56e-05	+	CTGGAGCCAGTAGCGCTGGCCTGCTGAAGGGGCGC	UpstreamP1_CTCF	0
chr14	23902825	23902975	id-29274	7.27e-06	+	GCTCCTTCTCTGACTTGCGCAGGTAGGGGGCGGCA	V_CTCF_BR	4
chr14	23915795	23915945	id-29275	6.19e-06	-	GCTCAGTTACCGGCCTGCGGCACAGGGTGGGGCCC	UpstreamP1_CTCF	10
chr14	23926207	23926357	id-29276	4.01e-05	-	ATAAGGGTACTAATCTCATCCACAAGGAGGAGCTC	V_CTCF_BR	39
chr14	23930238	23930388	id-29277	6.21e-05	+	AACAAGTTCTCCTCTAGAGCCTCCAGAGGGAGTGT	V_CTCF_BR	10
chr14	23938412	23938562	id-29278	4.73e-07	-	CTTGTAGTGCGTGAACCGGCCGCTAGGTGATGGGC	Upstream_CTCF	40
chr14	23938830	23938980	id-29279	1	+	NA	NONE	14
chr14	23947622	23947772	id-29280	5.51e-07	+	TTAGTGTTATCTGGGCTGGCCACCAGGTGGCATAA	V_CTCF_BR	40
chr14	23951296	23951446	id-29281	5.92e-05	+	TATCGTGAACAAACTTGGGTCAATAGGTGGCAGTA	V_CTCF_BR	17
chr14	23952578	23952728	id-29282	2.43e-06	+	CCTGTAGCCCTTCACCATACCCATAGGTGGTGCTG	Upstream_CTCF	40
chr14	23994836	23994986	id-29283	1.16e-05	+	GCCTCATTACCCTCTTTGGCCATGGGGGGCCGCTC	Upstream_CTCF	2
chr14	23997889	23998039	id-29284	1	+	NA	NONE	38
chr14	24008920	24009070	id-29285	8.58e-08	-	GGTGATATTCCCTCTGTAACCACTAGGGAGCAGTA	Upstream_CTCF	40
chr14	24028792	24028942	id-29286	1.74e-08	-	AACCTACACCTGAGGGCTACCAGCAGGTGGCGCTC	V_CTCF_BR	39
chr14	24031187	24031337	id-29287	1.21e-06	+	AAGCAGCTCCCGTAGATGGACACCACCTGGCGGAT	UpstreamP1_CTCF	3
chr14	24032044	24032194	id-29288	2.25e-11	-	ATGTAGTTCTGATGCTTGGCCACCAGAGGGCAGTG	UpstreamP1_CTCF	40
chr14	24036091	24036241	id-29289	5.86e-07	+	GGTTCAGGCCAGCTGATGACCAGTAGGGGTAGCAA	Upstream_CTCF	38
chr14	24038055	24038205	id-29290	1.02e-07	+	TTGCTCTTGGCATGGCATGCCACCAGAGGGGGCTG	UpstreamP1_CTCF	40
chr14	24038836	24038986	id-29291	8.81e-07	+	AGGAGGGCCACGGCTCCCACCACCAGGGGGTTGGC	V_CTCF_BR	19
chr14	24045519	24045669	id-29292	9.25e-06	+	CGGGGCGAGCGCAGCAGCGCCGCCTGATGGTAGGG	V_CTCF_BR	19
chr14	24050322	24050472	id-29293	1.15e-06	+	CAGGCAGCTCCACCTGCGGCCTGGTGGGGGATCCA	Upstream_CTCF	3
chr14	24058299	24058449	id-29294	1.15e-07	+	CCTCCTCATCTCCCGGCAGCCACCAGGGGTCAGGA	V_CTCF_BR	40
chr14	24092336	24092486	id-29295	3.4e-06	-	AGAAGCCTGTCTTGTCCTGCCGCAAGGGGGTGGAC	V_CTCF_BR	2
chr14	24101257	24101407	id-29296	1.31e-09	+	GTGCTGTTACTCTAGCCTTCCAGCAGGGGGCGTCC	UpstreamP1_CTCF	40
chr14	24102475	24102625	id-29297	1.77e-05	-	ACTGCAGTTCTGAATGACTCCAGCAGGCCGGTGCT	Upstream_CTCF	25
chr14	24105005	24105155	id-29298	4.3e-06	+	CCAGCAGGGGCTCCGTGGGCCGGCCGGTGCCAGCT	Upstream_CTCF	2
chr14	24135214	24135364	id-29299	2.38e-07	+	CTGTCATGTGAGGACACAGCCAGAAGATGGCAGTC	V_CTCF_BR	40
chr14	24196858	24197008	id-29300	3.31e-06	+	AAGTTTTTTTAAAAAATTTACACCAGGGGGCACTA	UpstreamP1_CTCF	39
chr14	24199290	24199440	id-29301	1.43e-05	+	CCTGCAGTTCCACTTCTGTCCACTCTAAGCAGTGG	Upstream_CTCF	35
chr14	24297321	24297471	id-29302	1	+	NA	NONE	1
chr14	24311495	24311645	id-29303	2.17e-08	+	GCAGCAGTGACACACATGACCAGCAGAGGCTGGCT	Upstream_CTCF	3
chr14	24364796	24364946	id-29304	3.11e-05	+	TACAAAATTCCATTGGCCCCCTCTGGGTGGCACTC	V_CTCF_BR	28
chr14	24379915	24380065	id-29305	2.17e-08	-	GCTGAAGTTCCTTCCCTTGCCTGAAGGGGCCAGCA	Upstream_CTCF	40
chr14	24395971	24396121	id-29306	2.11e-06	-	TGGATGGCAAGGAGAGGAGCCGCAGGGTGGCGCCA	V_CTCF_BR	1
chr14	24399085	24399235	id-29307	1.13e-10	-	GCTGTAATGCCACTTTTGTCCACCAGAGGGCTGCA	Upstream_CTCF	40
chr14	24400019	24400169	id-29308	4.7e-05	+	GATGGAGTTCTTCTGACAGCCTGCAGGCACCCAAG	Upstream_CTCF	9
chr14	24421040	24421190	id-29309	1.17e-05	-	CTTGGTTCAAAGGGACAGGCCTGCAGGGGGCGTTT	V_CTCF_BR	31
chr14	24423343	24423493	id-29310	1.71e-06	-	CAGTTTCTGGTCTTCCCAGACGCTAGGTGGCGCTG	V_CTCF_BR	40
chr14	24446547	24446697	id-29311	5.3e-05	+	TTGCAGTTCTGCAAGTTGGCCACTGCGACCTAAAG	UpstreamP1_CTCF	30
chr14	24454270	24454420	id-29312	8.59e-05	+	AGTAATTGCCCTCAGCAAACCTCCTGGTGGCAGGT	V_CTCF_BR	9
chr14	24483262	24483412	id-29313	1.21e-09	+	TTGCAGTGCACTATCTTGTCCACTAGGTGGTAGTG	UpstreamP1_CTCF	40
chr14	24489321	24489471	id-29314	5.3e-05	+	TTGCAGTTCTGCAAGTTGGCCACTGCGACCTAAAG	UpstreamP1_CTCF	31
chr14	24503443	24503593	id-29315	1.17e-05	-	CTTGGTTCAAACGGACAGGCCTGCAGGGGGCGTTT	V_CTCF_BR	31
chr14	24503862	24504012	id-29316	4.31e-05	-	CTGCACTCCAGCCTGACCGACAGATGGAGACTCTG	UpstreamP1_CTCF	9
chr14	24506055	24506205	id-29317	1.1e-05	-	TAGTTTCTGGTCTTCCCGGACGCTAGGTGGTGCTG	V_CTCF_BR	40
chr14	24527594	24527744	id-29318	2.73e-07	+	TGGGAGATACCAGACTTTTCCACCAGAGGGCAGGA	Upstream_CTCF	40
chr14	24559839	24559989	id-29319	4.7e-08	-	GCCCTATGTCCAAGGAGTACCACCAGGGGGCAGAG	V_CTCF_BR	40
chr14	24563084	24563234	id-29320	4.21e-05	-	GCGAGGCCAGGGGCGGGAGACTACAGGGGCCAGAC	V_CTCF_BR	24
chr14	24563620	24563770	id-29321	3.4e-06	-	AGGAGAGCGCCACTGGCAGCCCCGAGGGGGCGAGC	V_CTCF_BR	27
chr14	24578128	24578278	id-29322	1.03e-06	-	TTCCTGCTCATTAGCATCTCCACTAGAGGGCAGGC	V_CTCF_BR	40
chr14	24608863	24609013	id-29323	5.93e-06	+	GGCGCAGCTGTGGCCTTTCCCTGTAGGTGGCCTGC	Upstream_CTCF	20
chr14	24610708	24610858	id-29324	5.51e-07	+	CGAGCCCCGCCTTCCCGCGCCCCTAGCTGGCGGCC	V_CTCF_BR	38
chr14	24615896	24616046	id-29325	7.31e-05	+	AGCCATTCCCAGCCAGTTGCCACTAGGAGAGGCGG	UpstreamP1_CTCF	12
chr14	24616550	24616700	id-29326	1.17e-05	-	AGGTTGGAGCGGTGTCAGGAAACCAGGGGGCGCGG	V_CTCF_BR	4
chr14	24630296	24630446	id-29327	1.87e-09	-	AGTTGCAGGGAACTGGCGGCCACTAGAGGGCAGCA	V_CTCF_BR	40
chr14	24682511	24682661	id-29328	4.88e-05	-	GAGCCAGGGTGGGACTGGCCAGCCAGGAGGCGCTG	V_CTCF_BR	36
chr14	24683357	24683507	id-29329	2.81e-05	-	TACAGGTTGGATAGTTTGCCCTATAGGTGGCACTC	V_CTCF_BR	10
chr14	24685236	24685386	id-29330	1.99e-07	+	CCACTCGGGGCGTCATCAGCCTGGAGATGGCGCAA	V_CTCF_BR	40
chr14	24711461	24711611	id-29331	9.41e-05	-	GAGGAACCCGGAGGGACCGCCTCCGGGCGGAGCCC	V_CTCF_BR	40
chr14	24712196	24712346	id-29332	1.1e-05	+	CGACTGTTCCTTTTATAAAACAGAAGAGGGCGCCC	V_CTCF_BR	39
chr14	24721320	24721470	id-29333	5.41e-06	-	CCTCCAGTACAATTGGGAGCCTCCAGGGGGACATC	Upstream_CTCF	27
chr14	24740724	24740874	id-29334	9.78e-07	-	CCGCAAGTCCCTCCCCAAGCCTGCAGAGTGCGCTG	UpstreamP1_CTCF	40
chr14	24742863	24743013	id-29335	2.01e-05	+	GTGCACACACACAGAATTACAGGTAGGAGGCAGTA	UpstreamP1_CTCF	31
chr14	24744859	24745009	id-29336	1.97e-06	+	GGCTAGAAGCCATGGTCTGACGGCAGGGGGAGCAA	V_CTCF_BR	7
chr14	24748931	24749081	id-29337	5.08e-07	+	CTGGCAAGGCTGCTGCCCAGCTGCAGGGGGCACCA	V_CTCF_BR	35
chr14	24766161	24766311	id-29338	1.95e-07	-	CCTGAAACTACTCAAACAGACACCAGAGGGCAGCG	Upstream_CTCF	40
chr14	24766925	24767075	id-29339	4.41e-06	-	GGAAGTTAGGAAAAGCATTCCAGCAGAGGGAGCTC	V_CTCF_BR	40
chr14	24777409	24777559	id-29340	2.75e-09	-	GCTGCAGCTTATGGCTTCTCCAGTAGGTGGCAGCA	Upstream_CTCF	40
chr14	24779104	24779254	id-29341	1	+	NA	NONE	5
chr14	24779876	24780026	id-29342	1.84e-06	-	GGCAGCCCCAGCAGCGCCGCCAGCAGCAGGAAGGC	V_CTCF_BR	23
chr14	24780311	24780461	id-29343	3.81e-05	-	TGGGCGGCGGCGTGGACCGGCGACGGGTGGCACAG	V_CTCF_BR	28
chr14	24781209	24781359	id-29344	1	+	NA	NONE	10
chr14	24785448	24785598	id-29345	4.68e-07	+	GCCGCAGCCGCCGCACCGGCCGCCTGGTGGTGCTC	V_CTCF_BR	20
chr14	24797233	24797383	id-29346	2.78e-09	+	CTGTTATGCCTGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	33
chr14	24801471	24801621	id-29347	1.05e-08	-	GATGCAATGCCTGCTGTTACCAGAAGAGGGATCCA	Upstream_CTCF	40
chr14	24802924	24803074	id-29348	7.42e-09	+	GGCGCGAGGCAGCGCTCGAGCAGCAGGGGGCGCCA	V_CTCF_BR	40
chr14	24820756	24820906	id-29349	2.96e-05	+	GGCATAGTGTTAAGCGCTGTCAGTAGTGGGTGCTG	V_CTCF_BR	36
chr14	24834922	24835072	id-29350	1	+	NA	NONE	37
chr14	24837911	24838061	id-29351	4.41e-06	-	GGCCGGGCCAGAGCTCGGTCCGCCAGGGGCCAGCT	V_CTCF_BR	17
chr14	24841711	24841861	id-29352	1.17e-05	-	TACCTTGACTACGGGGTGACCGCCAGGGGCAGCTT	V_CTCF_BR	3
chr14	24845797	24845947	id-29353	9.27e-07	-	ATGCAGGAAGAGGAGGCGGCCGAAAGGGGGCTGGC	UpstreamP1_CTCF	1
chr14	24861650	24861800	id-29354	1	+	NA	NONE	35
chr14	24863582	24863732	id-29355	4.68e-05	+	TGGAGGTTGTGAGAACATGCCAGCAGGGTGCGAGA	UpstreamP1_CTCF	18
chr14	24881421	24881571	id-29356	1.84e-07	-	CATGCTACTCTTCAAGTGCCCAGCAGAGGGACGGT	Upstream_CTCF	40
chr14	24896571	24896721	id-29357	1	+	NA	NONE	6
chr14	24901074	24901224	id-29358	4.34e-07	-	GTCCAGGGACTCCCTGCCGTCACTAGGGGGAGCTC	UpstreamP1_CTCF	40
chr14	24906027	24906177	id-29359	8.52e-08	-	CTGAAGTTCCTGAAGCTGACCACTGAGTGGCAGTA	UpstreamP1_CTCF	40
chr14	24911660	24911810	id-29360	1.84e-06	-	GGTGTCAGATGGGATGGCGCCGGAAGAGGGTGCCA	V_CTCF_BR	17
chr14	24950874	24951024	id-29361	4.96e-08	+	GGTGCCATGTTCCAGGTGGCCAGCTGGGGGAGCCT	Upstream_CTCF	40
chr14	25074712	25074862	id-29362	2.62e-07	+	CTGCCATAACCCCAGATTGCCAACAGGGGGAGTCT	UpstreamP1_CTCF	39
chr14	25148229	25148379	id-29363	4.31e-07	-	GTAAAAGAACTCAGTCTGGACACTAGAGGGCGCAA	V_CTCF_BR	40
chr14	25148677	25148827	id-29364	1	+	NA	NONE	12
chr14	25159790	25159940	id-29365	3.81e-05	+	ATCTGTTATTTTAAGGAGCCCTCCAGGGGTCACTC	V_CTCF_BR	9
chr14	25179725	25179875	id-29366	1.22e-07	+	AGGTTGCGCCCATCCCTGAACACTAGAGGGCAGTA	UpstreamP1_CTCF	40
chr14	25204228	25204378	id-29367	1.96e-08	+	ATCTTGCCCTTCTACAGGACCAGCAGAGGGCGCTA	V_CTCF_BR	40
chr14	25230455	25230605	id-29368	4.5e-06	+	TTTTGACTACCAGTTTCTCCCACCAGAGAGCAGGC	Upstream_CTCF	3
chr14	25275537	25275687	id-29369	9.51e-07	+	TGCTGCCTCCAGGAAATCACCGCAAGGGGGCTCCC	V_CTCF_BR	40
chr14	25287120	25287270	id-29370	2.27e-06	+	TGGACCTGAGCGTGAGCCTCCAGAAGAGGTCACCG	V_CTCF_BR	33
chr14	25321937	25322087	id-29371	8.21e-06	+	TCCCAGCAATTCATATACAACTCCAGGGGGCACCA	V_CTCF_BR	5
chr14	25381225	25381375	id-29372	1	+	NA	NONE	6
chr14	25422611	25422761	id-29373	6.9e-05	+	GTTGTCACGCTTCCTTCTGCCACAGGGAGCAGTGC	Upstream_CTCF	33
chr14	25501766	25501916	id-29374	5.96e-07	-	TCTCCTGTTGTCCTCCCCACCACTAGTGGGAGCTG	V_CTCF_BR	39
chr14	25504363	25504513	id-29375	1	+	NA	NONE	2
chr14	25512217	25512367	id-29376	5.63e-06	-	ATTCAGGCTTCCTTGTGATCCACCAGAGGGCATGC	UpstreamP1_CTCF	35
chr14	25602135	25602285	id-29377	3.91e-06	-	CTGTCACTGCTCCTCTCTGCCACACGGTGGCACTG	Upstream_CTCF	39
chr14	25620249	25620399	id-29378	2.77e-07	-	GTGCAGATGTTTCTTATAACCACTAGGGGTCAGAC	UpstreamP1_CTCF	40
chr14	25707216	25707366	id-29379	8.71e-06	-	ACCTAGTTTTCTTTCAGTGCCTCATGGGGGCGCTG	V_CTCF_BR	27
chr14	25777596	25777746	id-29380	5.08e-07	+	CCCTGACAACCTGTATGCCCCAGCAGAGGGAGCCG	V_CTCF_BR	8
chr14	25850791	25850941	id-29381	2.37e-05	+	GGGTGTATTTCCCTCCTCCCCAGTAGGGGTCGTAG	Upstream_CTCF	28
chr14	25869936	25870086	id-29382	1.91e-08	-	GGTGGAGTTCTAGGCAGCGCCTCTAGATGGCACTC	Upstream_CTCF	40
chr14	25876069	25876219	id-29383	3.09e-07	-	AGAGAAACTGCGGTCTTTTCCACTAGAGGGCGCAG	V_CTCF_BR	38
chr14	25881237	25881387	id-29384	2.93e-08	+	CAGCAGGGCCACTGGCTGACCACTGGATGGCATCC	UpstreamP1_CTCF	26
chr14	25881715	25881865	id-29385	2.97e-06	-	TTAAATTTCTAATGTGTTTCCACTAGAGGGCAGTA	V_CTCF_BR	26
chr14	25900798	25900948	id-29386	3.09e-07	+	TGTTCAGTCAGTCTCTTAGCCAGCAGGTGGCGATC	V_CTCF_BR	19
chr14	25931101	25931251	id-29387	1.59e-06	-	TCTCATGACCTCCCCTGTGCCACTTGGGGGAGCTG	V_CTCF_BR	7
chr14	25947638	25947788	id-29388	9.39e-07	+	CCTGCAATTCTGCTCACTCCCTCCTGGGTGTGCCA	Upstream_CTCF	2
chr14	25963517	25963667	id-29389	1.93e-05	-	ATCTCCCTGTTAAGTTCAGCCAATAGGTGGCAATG	V_CTCF_BR	2
chr14	25986153	25986303	id-29390	1.48e-06	+	TTGGCACCAGGGAAATCTGTCAGCAGATGGCAGCA	V_CTCF_BR	7
chr14	26007172	26007322	id-29391	6.39e-08	-	ATCCCACTTCCTGCAGTGGCCTCTAGAGGGCAGAA	V_CTCF_BR	35
chr14	26076445	26076595	id-29392	1	+	NA	NONE	1
chr14	26290851	26291001	id-29393	8.19e-06	-	ATGCAGTTACTTATATCTACCTCATGAGGGTGTGC	UpstreamP1_CTCF	1
chr14	26303048	26303198	id-29394	7.73e-06	+	TACGATTGACACCCTTGGCCCACATGGGGGCAGTA	V_CTCF_BR	31
chr14	26412637	26412787	id-29395	1.04e-05	+	CTCTAATAGAGCCCATTCTCCTCCTGAGGGAGCCC	V_CTCF_BR	5
chr14	26456460	26456610	id-29396	5.51e-07	-	GTCCGATTAGCAGTTGGGACCAGCAGGGGGAAGCT	V_CTCF_BR	3
chr14	26477625	26477775	id-29397	1	+	NA	NONE	17
chr14	26606484	26606634	id-29398	6.49e-06	+	ATTGTAATTCCCAACGTGTCCAGAGGGGGAGCTGG	Upstream_CTCF	27
chr14	26608141	26608291	id-29399	1	+	NA	NONE	13
chr14	26633037	26633187	id-29400	1.85e-08	+	GTGCAGTTTAACCTACAAGCCAGTAGATGGAGCTT	UpstreamP1_CTCF	35
chr14	26660465	26660615	id-29401	1	+	NA	NONE	24
chr14	26675972	26676122	id-29402	5.74e-05	-	GTTCAGAGAGACTCTGGCGCTACCACGTGGCAGAA	UpstreamP1_CTCF	6
chr14	26724538	26724688	id-29403	3.31e-06	+	CTGCTTTGTGGAGAAGAGACTGGAAGAGGGCAGCA	UpstreamP1_CTCF	32
chr14	26746096	26746246	id-29404	1.34e-06	-	CTGCCACTCAAAGAGAAATCCACAAGGGGGCTGTC	UpstreamP1_CTCF	31
chr14	26863378	26863528	id-29405	3.97e-05	+	AGCCACTGGATACTAAAAGCCACTAGGTGGCATTT	UpstreamP1_CTCF	29
chr14	26968309	26968459	id-29406	1	+	NA	NONE	5
chr14	27001227	27001377	id-29407	1	+	NA	NONE	25
chr14	27067354	27067504	id-29408	3.29e-05	-	CCCGCCGGCTGAAGCATCGGCGCTGGGAGGCGGCG	Upstream_CTCF	7
chr14	27114375	27114525	id-29409	4.02e-07	-	CCTGCATGGGAGACGCCTCCCAGCAGGGGTCGACA	Upstream_CTCF	13
chr14	27200584	27200734	id-29410	4.14e-06	+	AGTAATGGAGGCAGTGGGGCCACCTGGTGGAGACA	V_CTCF_BR	34
chr14	27220911	27221061	id-29411	8.9e-05	+	AGGCAATGGGTGCTTGCTGCCGATAGGCCGCAGCA	UpstreamP1_CTCF	0
chr14	27374554	27374704	id-29412	2e-06	+	TCTTCTGTTCATTTATTTCCCAGCAGGTGTCTCTA	Upstream_CTCF	6
chr14	27386485	27386635	id-29413	2.02e-06	-	TTGTTGTTCTATTTATATGTCTCCAGGGGGCGATA	UpstreamP1_CTCF	34
chr14	27453878	27454028	id-29414	2.46e-08	-	GGATAGGTGGATTGTATGGCCACAAGAGGGCAGCA	V_CTCF_BR	40
chr14	27519481	27519631	id-29415	3.97e-07	+	TCCTGTGGAAAAAGAAGGGCCAGCTGGGGGCAGTC	V_CTCF_BR	2
chr14	27757944	27758094	id-29416	1	+	NA	NONE	2
chr14	27975624	27975774	id-29417	5.34e-06	-	TGGACCATATGCATAGTAGCCAGCAGGGGTCTCCT	V_CTCF_BR	7
chr14	27997636	27997786	id-29418	7.23e-07	-	TGTGAAGTATCATAGATAGACACTAGGTGGAGTGC	Upstream_CTCF	32
chr14	28023148	28023298	id-29419	9.25e-06	-	GTCTTAAAAGACTTGGATACCACCAGATGGTGCTC	V_CTCF_BR	14
chr14	28056464	28056614	id-29420	7.46e-06	-	CTGCATTAGCATTCCTAGACCACTAGGGTGTTATT	UpstreamP1_CTCF	10
chr14	28077710	28077860	id-29421	7.49e-05	-	GCTGGTTGTAGGTGGGACTCCACAGGGTGTCACCA	V_CTCF_BR	4
chr14	28083816	28083966	id-29422	8.21e-06	+	TGTCTCTGGCAAACCTTGGCCAGAAGAGGGAGAAT	V_CTCF_BR	2
chr14	28141400	28141550	id-29423	3e-06	-	TTGTTTCCCTGCATTGTTTCCACCAGGTGGCTATC	UpstreamP1_CTCF	5
chr14	28318524	28318674	id-29424	9.78e-09	-	GCTGGAGTTGCTGAAATTCCCACAAGGGGGCCCCA	Upstream_CTCF	5
chr14	28338754	28338904	id-29425	1	+	NA	NONE	3
chr14	28470364	28470514	id-29426	6.19e-06	-	CTGTACTGCTTGGGGTTTGCAGACAGGTGGCATAG	UpstreamP1_CTCF	4
chr14	28482013	28482163	id-29427	2.18e-07	+	GTAGCCCACAGGCAGCTGCCCTCCAGTGGGCAGCC	V_CTCF_BR	8
chr14	28586079	28586229	id-29428	3.4e-06	-	TGTCTCTACACTTATTCCAGCAGCAGATGGCACCA	V_CTCF_BR	7
chr14	28611748	28611898	id-29429	5.12e-06	-	TAGCCATGTAGCCACACTGCCACAAGGTGGGAGTA	UpstreamP1_CTCF	27
chr14	28733772	28733922	id-29430	1	+	NA	NONE	8
chr14	28764155	28764305	id-29431	3.88e-06	+	TTAATATTTTGAGTGTGATCCAGTAGGTGGCGCTG	V_CTCF_BR	30
chr14	28844631	28844781	id-29432	1.69e-05	+	GAGTATCTGGTGCAGGCAAACACCAGAGGGGGCAA	UpstreamP1_CTCF	30
chr14	28880907	28881057	id-29433	1	+	NA	NONE	8
chr14	28881445	28881595	id-29434	5.92e-05	+	ACATGCCTGGACCACAATTCCAGAAGAGGGAGTCC	V_CTCF_BR	11
chr14	28925330	28925480	id-29435	3.81e-05	+	ATCAACAATAGCAGAGTTGCTGCAAGATGGCAGCA	V_CTCF_BR	1
chr14	28936548	28936698	id-29436	2.2e-07	+	ATGCAGTTCAACCTCCAGGCCAGCAGGTGAAATAT	UpstreamP1_CTCF	14
chr14	29065628	29065778	id-29437	1	+	NA	NONE	17
chr14	29078550	29078700	id-29438	1.15e-07	-	GAGTCATAGAGGCCTGTCACCACGAGATGGCGCTC	V_CTCF_BR	39
chr14	29104735	29104885	id-29439	5.24e-09	-	ATTGTAATTTTCAGACTCGCCACAAGATGGCGGCA	Upstream_CTCF	39
chr14	29151007	29151157	id-29440	1.48e-06	+	AATCTAATGCCTTGATCTGCCAGGAGGTGGAGCTC	V_CTCF_BR	12
chr14	29171782	29171932	id-29441	1.47e-05	+	CTGACTAAAGTCAGGATTAACAGCAGGAGGCACTA	V_CTCF_BR	0
chr14	29179117	29179267	id-29442	5.41e-07	+	AAGTACTGGCAAGACTAGACCAGCAGAGGTCAGTT	UpstreamP1_CTCF	4
chr14	29220775	29220925	id-29443	2.72e-06	+	TAGCTCTGGTGGCTGAACACCAGTTGAGGGCAGCA	UpstreamP1_CTCF	40
chr14	29223548	29223698	id-29444	1.18e-05	+	CTACTATTGAGCATTATGGGCACTAGATGTCGCTG	UpstreamP1_CTCF	39
chr14	29226441	29226591	id-29445	9.39e-07	+	TCTGGGCTGCAGAGCTCTTCCTCTAGGTGGCGGAC	Upstream_CTCF	40
chr14	29231952	29232102	id-29446	2.58e-07	-	TCTGCAGTCCCCCAGCTCTCCCAAAGAGGTCAGGC	Upstream_CTCF	9
chr14	29237327	29237477	id-29447	2.74e-08	-	ACAGGAAGGGCGACATGGGCCAGTAGAGGGAGCCG	V_CTCF_BR	15
chr14	29243705	29243855	id-29448	5.34e-06	+	GGCGCTGCGCAGGGAGCAGCAACATGAGGGCGCTC	V_CTCF_BR	38
chr14	29485611	29485761	id-29449	7.33e-10	+	ACTGCTTGCACAGCTGCCGCCAGCAGAGGGCACCC	V_CTCF_BR	40
chr14	29554906	29555056	id-29450	7.44e-06	-	CCTGGTATTCTCAGCCCTACCTCTAGGGGAACTTG	Upstream_CTCF	37
chr14	29635833	29635983	id-29451	1	+	NA	NONE	18
chr14	29637461	29637611	id-29452	5.89e-08	-	GGGCTGTTGCCCCTTTAACCCGGTAGGGGGCAGGG	UpstreamP1_CTCF	8
chr14	29691985	29692135	id-29453	5.9e-06	-	TTGCTTGGCATCACGTAAGCCAGTAGGTGGAGTGC	UpstreamP1_CTCF	40
chr14	29742792	29742942	id-29454	2.19e-05	+	CTGCATTAACTCTTTCAGGCCACCAGGGTATCATT	UpstreamP1_CTCF	12
chr14	29890674	29890824	id-29455	1	+	NA	NONE	14
chr14	29904835	29904985	id-29456	1.06e-05	-	ACTGGCTTGCCACATTTGGCCACTGGGCTGCAGTG	Upstream_CTCF	5
chr14	29914271	29914421	id-29457	1	+	NA	NONE	3
chr14	29933058	29933208	id-29458	2.84e-05	-	TTGCAAACCTTATTTTTAAACAGCAGAGGTCACCT	UpstreamP1_CTCF	18
chr14	29955292	29955442	id-29459	2.81e-06	-	ACTGCAGCATCAGAAATGACCACAGGCTGTTGCTA	Upstream_CTCF	10
chr14	29987656	29987806	id-29460	2.94e-06	-	GTTGCATTTTTGGAGATTGTCACAAGAGGGCATTT	Upstream_CTCF	30
chr14	29990854	29991004	id-29461	7.55e-07	-	ATGTTGAGGCAGAGAGGAGCCAACAGGTGGCAGCG	V_CTCF_BR	39
chr14	29998752	29998902	id-29462	1.15e-06	-	CCTTCACTACCAATCATGACCTCTTGGCGGCTCCA	Upstream_CTCF	36
chr14	30006229	30006379	id-29463	3.79e-08	-	ATGCTCTGGTTGTTTGATACCAGCAGATGGCACCC	UpstreamP1_CTCF	39
chr14	30018187	30018337	id-29464	4.59e-07	+	ATGCAAATAACTAAAATGACCACAAGGTGGCAAAG	UpstreamP1_CTCF	39
chr14	30179343	30179493	id-29465	7.44e-06	+	TATGCAGACACTCCACTCTCCAGAGGGTGGAGCTT	Upstream_CTCF	27
chr14	30218565	30218715	id-29466	1	+	NA	NONE	14
chr14	30226527	30226677	id-29467	1	+	NA	NONE	1
chr14	30243332	30243482	id-29468	8.71e-06	-	CAAGTGCATCTCATTCTCTCCAGCAGGTGCCACAC	V_CTCF_BR	4
chr14	30270307	30270457	id-29469	8.21e-05	+	AAGCTAGCTAGAAACTCAGGCAGGAGCTGGTACTG	V_CTCF_BR	26
chr14	30396345	30396495	id-29470	3.4e-06	+	CCGGGCAGCGCCCCCTGCGCCGCGGGGAGGCGCCG	V_CTCF_BR	29
chr14	30397073	30397223	id-29471	1.21e-06	-	CCTGCGACTCCCGCGCCCGCCGGGTGGTGGCTCCC	Upstream_CTCF	22
chr14	30468471	30468621	id-29472	8.71e-06	+	TGATGCATGAACAGTGTTACCGGTAGGTGGCTGAA	V_CTCF_BR	25
chr14	30474446	30474596	id-29473	1.75e-07	-	ATGTACCTCCCATAGACTTCCAGTAGATGGCAGGT	UpstreamP1_CTCF	39
chr14	30503350	30503500	id-29474	1.92e-05	-	GTGCTGAGTGATGTAACTGCAGCCAGGTGGTGCCA	UpstreamP1_CTCF	7
chr14	30655145	30655295	id-29475	1	+	NA	NONE	27
chr14	30683789	30683939	id-29476	1.83e-05	-	AGTCCGTGTCTTGACAAAAGCACTAGATGGCAGCA	V_CTCF_BR	40
chr14	30735616	30735766	id-29477	1.04e-05	+	AATAAACTTTGCCCCTCAGCCAACAGGAGGCAGCA	V_CTCF_BR	17
chr14	30739126	30739276	id-29478	1	+	NA	NONE	1
chr14	30739994	30740144	id-29479	7.8e-08	-	CAGAGATGCTGGCCTTCAGCCACGAGGGGGAGCTC	V_CTCF_BR	40
chr14	30753160	30753310	id-29480	5.38e-05	-	ACTCTGGCAATGATTACTGCCTAATGGGGGCAGCA	V_CTCF_BR	39
chr14	30799809	30799959	id-29481	5.2e-08	-	ATGTAGTAACTATTTCAAGCCACCAGGGTGCACCA	UpstreamP1_CTCF	40
chr14	30844623	30844773	id-29482	2.65e-10	+	CGTGCAGTAGCCTCAGTCACCAGCAGAGGGGGGTG	Upstream_CTCF	40
chr14	30910250	30910400	id-29483	2.72e-05	+	CTGGAACATCCTTTGGTGTCCAGAAGGAGGCCAGT	UpstreamP1_CTCF	4
chr14	30912734	30912884	id-29484	7.27e-06	-	TAGGCTGAAGTCGCTATTTCCACTAGATGTCACCA	V_CTCF_BR	39
chr14	30991232	30991382	id-29485	3.63e-08	-	GTAGCATTACAATCAGTCACCACTAGATGGAGGAA	Upstream_CTCF	40
chr14	31031603	31031753	id-29486	8.17e-10	+	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	39
chr14	31078099	31078249	id-29487	1.23e-05	+	CTGCACTCCAACCTGGGCAACAGAGGGAGACACTG	UpstreamP1_CTCF	25
chr14	31080324	31080474	id-29488	1	+	NA	NONE	38
chr14	31125493	31125643	id-29489	3.47e-07	+	ATGCAGGAGATAAGAGCGTCCTGCAGGTGGCATTA	UpstreamP1_CTCF	40
chr14	31126903	31127053	id-29490	9.84e-05	+	ATAATTATACCCTTTGCCTCCACAAGATGGAGTAA	V_CTCF_BR	33
chr14	31151084	31151234	id-29491	1	+	NA	NONE	38
chr14	31159849	31159999	id-29492	3e-06	-	CTGAAGTACCGGGTTCATCTCACTAGGGAGCGCCA	UpstreamP1_CTCF	7
chr14	31221296	31221446	id-29493	6.8e-06	-	CACGCATCTCCCATGCAGACCACATGGGGGTGATC	Upstream_CTCF	17
chr14	31225892	31226042	id-29494	1	+	NA	NONE	15
chr14	31242886	31243036	id-29495	6.18e-07	-	TCAGGAGTGCTGACCGGGAACACTAGAGGGCCTGA	Upstream_CTCF	2
chr14	31343558	31343708	id-29496	1.55e-08	+	CGCCGGCCTCACCCCGGGGCCGGCAGGGGGCGAAG	V_CTCF_BR	35
chr14	31376076	31376226	id-29497	9.29e-06	-	AAATCAATTACTGTCTTGTTCAGCAGATGGCACTG	Upstream_CTCF	36
chr14	31449446	31449596	id-29498	1.55e-05	+	TAATTTTTTAACTGCAAGACCACTAGAGGTCACCA	V_CTCF_BR	39
chr14	31551316	31551466	id-29499	1.04e-07	-	CATAGATTTGGGTCACTCACCACTAGAGGGCACTC	V_CTCF_BR	39
chr14	31553693	31553843	id-29500	7.27e-06	-	AGGTCACTGACGTGCTTGGTCCCAAGGGGGCAGCC	V_CTCF_BR	13
chr14	31570099	31570249	id-29501	5.98e-05	+	AAGCCTTTCTCCATTGTAGCAGCTAGCAGGCGCTC	UpstreamP1_CTCF	11
chr14	31676956	31677106	id-29502	1.81e-06	-	CCCGCAGCGCCCCAGGTGGCCGCCGGCGGGGTCGC	Upstream_CTCF	40
chr14	31739504	31739654	id-29503	4.38e-09	+	TGTGGCCCTCTTCCCTCCACCAGCAGAGGGCAGCC	V_CTCF_BR	37
chr14	31743234	31743384	id-29504	1	+	NA	NONE	14
chr14	31756042	31756192	id-29505	3e-08	+	CCTGCTGTTCACTTTGGTGCCAGCAGGGGCAAACT	Upstream_CTCF	40
chr14	31769602	31769752	id-29506	5.92e-05	-	CGGTGCATCTCTGTATCCACCACTAGAGGCTTCTC	V_CTCF_BR	35
chr14	31776558	31776708	id-29507	5.92e-05	-	TTAAGAGATTGCTGGCTAGCCTACAGGTGGAGTCA	V_CTCF_BR	10
chr14	31795444	31795594	id-29508	1	+	NA	NONE	26
chr14	31798714	31798864	id-29509	4.02e-07	-	GGGGCTATACCCTGCAAAGCCACAGGGTGGAGCTG	Upstream_CTCF	32
chr14	31825301	31825451	id-29510	9.06e-08	-	AAGCAGTTATCCACAGTCTCCAGTAGGTGTCGTTA	UpstreamP1_CTCF	40
chr14	31847382	31847532	id-29511	1	+	NA	NONE	17
chr14	31856477	31856627	id-29512	1	+	NA	NONE	6
chr14	31886854	31887004	id-29513	1	+	NA	NONE	9
chr14	31889705	31889855	id-29514	6.48e-05	+	CTGGAATTGCCGGCGGCGGCGACAGCGAGGCATTG	UpstreamP1_CTCF	38
chr14	31919328	31919478	id-29515	3.86e-08	-	ACTGAAATCTCAATTATAGCCAGTAGAGGGAGGTA	Upstream_CTCF	39
chr14	31926758	31926908	id-29516	1.21e-05	+	TCGGCAGCACCTGCCCAACTCTGTAGAAGGCGCTC	Upstream_CTCF	18
chr14	31979460	31979610	id-29517	1.09e-06	+	TTTTAATGATTATTATTGACCACTAGGGGGAGAAA	UpstreamP1_CTCF	37
chr14	32013489	32013639	id-29518	9.88e-07	+	AATGCAATTCTGATGCTAACCACTTGGAGTAGCAC	Upstream_CTCF	40
chr14	32146981	32147131	id-29519	8.71e-06	+	AGGCCCTGTAGCTGTACGATCAGCAGGTGGCAAAG	V_CTCF_BR	3
chr14	32215066	32215216	id-29520	1.7e-05	-	CTTGTTAAACCACAAACATCCACTAGATGGCTTTT	Upstream_CTCF	18
chr14	32256726	32256876	id-29521	8.97e-05	-	GAATAAATGACAGGCCCTTCCACTAGGAGGCCTTC	Upstream_CTCF	28
chr14	32281079	32281229	id-29522	5.26e-07	+	CCTGTTTTCCTGGGTTTCACCAGCAGAGGCTGCAG	Upstream_CTCF	1
chr14	32355979	32356129	id-29523	1	+	NA	NONE	3
chr14	32362287	32362437	id-29524	1.23e-05	+	TTCCAGGAGGAGGCAGGTGCCACAAGGGGAAACCA	UpstreamP1_CTCF	3
chr14	32367003	32367153	id-29525	1	+	NA	NONE	17
chr14	32395376	32395526	id-29526	1.97e-06	+	TACCTAAGTCTTGTCATACCCACTAGGTGGCAGTC	V_CTCF_BR	40
chr14	32404003	32404153	id-29527	5.68e-06	+	CTGCCTCCTGATCTTTCTCCCAGCAGATGTCAGCA	V_CTCF_BR	37
chr14	32404790	32404940	id-29528	3.11e-05	-	CAAGAGAAGAGTTTGGCCTCCTGCTGGGGGCAGAT	V_CTCF_BR	13
chr14	32416331	32416481	id-29529	1	+	NA	NONE	1
chr14	32419992	32420142	id-29530	1	+	NA	NONE	13
chr14	32425289	32425439	id-29531	1.56e-06	+	CTTCAGCTCTCTGTGCAGGCCTGAAGGTGGTGCTT	UpstreamP1_CTCF	2
chr14	32438254	32438404	id-29532	6.15e-05	+	AGTGTTGTATTTGGGAACTCCAGGAGAAGTGAGGA	Upstream_CTCF	24
chr14	32453388	32453538	id-29533	1.73e-05	+	ATTAGGGCTGTGATCCAGTACAGTAGATGGCACTA	V_CTCF_BR	7
chr14	32482407	32482557	id-29534	1	+	NA	NONE	29
chr14	32534087	32534237	id-29535	1	+	NA	NONE	2
chr14	32539594	32539744	id-29536	9.71e-06	+	CAGGCAATACCTAATGTGGCCTGTAAGAGGCCCAA	Upstream_CTCF	12
chr14	32542907	32543057	id-29537	9.78e-07	+	TTGTTATGATCAAAGATTTCCAGCAGGGGGTGTAG	UpstreamP1_CTCF	40
chr14	32546608	32546758	id-29538	2.38e-07	-	GCCGCAGGAGGGTCCCCGTCCGGGAGGGGGCAGGC	V_CTCF_BR	30
chr14	32574103	32574253	id-29539	1.48e-06	-	CAGTAACCCTGGCTTCTACCCACTAGATGCCAGCA	UpstreamP1_CTCF	8
chr14	32661993	32662143	id-29540	1.69e-05	-	CTGCTTGGAAACAGAGACGCTTCCAGGAGGCAACA	UpstreamP1_CTCF	13
chr14	32675366	32675516	id-29541	4.38e-08	-	CCTGGAGTTCACCAATTTCACACCAGGTGACGCCG	Upstream_CTCF	13
chr14	32680394	32680544	id-29542	6.48e-05	+	AGGCCCTCCTACATGATCGCCTCTATGGGCCAGCC	UpstreamP1_CTCF	10
chr14	32686532	32686682	id-29543	1.84e-06	-	CACATACGGAGTGACAGAGCCACTAGATGGAAGGA	V_CTCF_BR	3
chr14	32694283	32694433	id-29544	1.28e-06	-	GCTTCAGCGTGTGCAGCCACCACCAGGGGGGCAAG	Upstream_CTCF	40
chr14	32699550	32699700	id-29545	1	+	NA	NONE	10
chr14	32713706	32713856	id-29546	4.65e-06	-	CAGTAGTGTACTGTAAAGGACACCAGAGGGGCTCC	UpstreamP1_CTCF	38
chr14	32721404	32721554	id-29547	4.43e-05	-	CCCATGCTCACCCTATAATACACTAGGGGGTGCTG	V_CTCF_BR	40
chr14	32724169	32724319	id-29548	2.38e-07	-	CAAGCGTGGTGATCCTTCTCCAGCAGGTGGCAGAA	V_CTCF_BR	40
chr14	32814782	32814932	id-29549	6.05e-06	+	CAGCCACAGTAAGCTCTGATCACCAGAGGGTGGAG	V_CTCF_BR	27
chr14	32835569	32835719	id-29550	5.38e-05	-	CACCCACAGTCACTACCAGCCACTGGGTGGTGTAG	V_CTCF_BR	35
chr14	32852040	32852190	id-29551	3.22e-05	-	GTGGAGATACCAATGGTGTGCAGGTGGTGGCAGCA	UpstreamP1_CTCF	40
chr14	32875173	32875323	id-29552	7.09e-08	-	GAGCAGTTCCTACCTCTGGCCTCCAGAGTGCTACC	UpstreamP1_CTCF	23
chr14	32877050	32877200	id-29553	1	+	NA	NONE	9
chr14	32938735	32938885	id-29554	3.03e-05	-	AAAGCTTGTTTCTTTATCAACAGTAGGTGGTGCTA	Upstream_CTCF	39
chr14	32947594	32947744	id-29555	2.67e-06	+	GCAGCAGTAACACTAACAGCCTGTGGGTGACAAGG	Upstream_CTCF	9
chr14	32982899	32983049	id-29556	4.1e-06	-	AAAGCTATTCATAGTATTTTCTCTAGGTGGCAGCA	Upstream_CTCF	27
chr14	33029589	33029739	id-29557	3.48e-06	-	ATGCAGTGACTGGATACAGCCTCACGGTGGTGCTA	UpstreamP1_CTCF	40
chr14	33045413	33045563	id-29558	1.51e-08	+	CTGCCCTTGCTCCTTATGACCTCCAGGTGGTGCTG	UpstreamP1_CTCF	40
chr14	33057780	33057930	id-29559	4.04e-08	+	CTGCAATTTTAGGTGACTGCCACATGGTGGCACAG	UpstreamP1_CTCF	40
chr14	33067069	33067219	id-29560	1	+	NA	NONE	1
chr14	33180403	33180553	id-29561	7.46e-06	+	GATTAATTGGTTCATGTCACCACCAGGTGGCCTCC	UpstreamP1_CTCF	38
chr14	33214847	33214997	id-29562	2.78e-06	+	AGGCCCTGGGGCTCTACAGGCAGCAGGTGGCAAAG	V_CTCF_BR	3
chr14	33296067	33296217	id-29563	1	+	NA	NONE	21
chr14	33383023	33383173	id-29564	6.49e-06	+	TGTCCAGTTCAGCACTTGTCCACTAGGAAGCATTG	Upstream_CTCF	34
chr14	33402957	33403107	id-29565	1	+	NA	NONE	29
chr14	33407537	33407687	id-29566	1	+	NA	NONE	14
chr14	33427110	33427260	id-29567	1	+	NA	NONE	13
chr14	33467705	33467855	id-29568	3.63e-06	-	AACTGGAGCCTCATTCTGTACACAAGGGGGAGCCA	V_CTCF_BR	39
chr14	33612868	33613018	id-29569	1.03e-05	-	GAGCACAGACTTGTGGCTGCCAGTGGGTGGGGCAG	UpstreamP1_CTCF	4
chr14	33638194	33638344	id-29570	6.21e-06	-	TATGGATTCTTATGCCACTCCACCAGAGGGCTACA	Upstream_CTCF	1
chr14	33653913	33654063	id-29571	9.81e-06	+	GCCCGGTGTTCTGATGTGGACAGTGGGTGGTGCCA	V_CTCF_BR	27
chr14	33689263	33689413	id-29572	4.3e-06	-	TTTGCCCTACTCGTCTAGCCCTGTAGGAGGCTCCT	Upstream_CTCF	8
chr14	33833876	33834026	id-29573	1	+	NA	NONE	7
chr14	33873393	33873543	id-29574	1	+	NA	NONE	16
chr14	33901734	33901884	id-29575	1.71e-06	-	TGATATCACACAGAGCTGTCCAGCAGAGGGCTCCT	V_CTCF_BR	39
chr14	33906211	33906361	id-29576	1	+	NA	NONE	12
chr14	33944982	33945132	id-29577	6.21e-06	+	ACTTCACCCTGGCATTCAGCCACCAGAGGGGGCAT	Upstream_CTCF	39
chr14	33968918	33969068	id-29578	1	+	NA	NONE	4
chr14	34142643	34142793	id-29579	1	+	NA	NONE	3
chr14	34145341	34145491	id-29580	2.97e-06	+	TTCCCACCCTTTCTCTCGCCCTCTAGGTGGAGCTG	V_CTCF_BR	39
chr14	34261994	34262144	id-29581	1.18e-09	-	AAGCTCACCGGCTGGCTGGCCACTAGAGGGCAGTG	V_CTCF_BR	39
chr14	34308931	34309081	id-29582	4.38e-09	+	GGGTCGAGGGAGATCTTGGCCACTAGAGGGCAGAG	V_CTCF_BR	39
chr14	34314409	34314559	id-29583	3.63e-05	+	GAATCTCATCTCCTCCATGCCGCTTGGGGGCAACA	V_CTCF_BR	2
chr14	34318524	34318674	id-29584	2.37e-05	+	AGGGCATGGGAGGAAGTCATCACTAGAGGGCCCCA	Upstream_CTCF	39
chr14	34378043	34378193	id-29585	2.4e-05	-	CGCACAATGTTAAACTTTGTCAGTAGAGGGTGCTG	V_CTCF_BR	25
chr14	34384466	34384616	id-29586	1	+	NA	NONE	19
chr14	34410968	34411118	id-29587	1.55e-05	+	GGAAGACTTCAGGGAACAGGCACTAGAAGGCGGTA	V_CTCF_BR	10
chr14	34416453	34416603	id-29588	1	+	NA	NONE	1
chr14	34433803	34433953	id-29589	2.8e-05	+	AGTGTCCATCCAGCTCTTCTCAGTAGAGGGCTCAC	Upstream_CTCF	12
chr14	34454462	34454612	id-29590	1.31e-05	-	GACTTAAGGCTGCCAATAGCCACATGAGGGAGCTT	V_CTCF_BR	12
chr14	34493160	34493310	id-29591	1	+	NA	NONE	14
chr14	34503622	34503772	id-29592	1	+	NA	NONE	6
chr14	34522947	34523097	id-29593	1	+	NA	NONE	13
chr14	34529522	34529672	id-29594	1.71e-06	+	CAGCCCGCACGTACCGGCCCCGGGAGGGGGCGCCT	V_CTCF_BR	36
chr14	34533787	34533937	id-29595	1	+	NA	NONE	15
chr14	34568011	34568161	id-29596	1.67e-07	-	AGGTCAAATTTTCAGCCAGCCACCAGAGGGTGCCC	V_CTCF_BR	40
chr14	34581228	34581378	id-29597	1	+	NA	NONE	26
chr14	34589534	34589684	id-29598	5.01e-06	-	AGCTACAAGACTTCAGCTGGCTCCAGAGGGAGCTC	V_CTCF_BR	8
chr14	34608447	34608597	id-29599	2.5e-05	+	TGGTTGCAACACAGTTCTAACACAAGGTGGCTATA	UpstreamP1_CTCF	11
chr14	34697324	34697474	id-29600	2.97e-06	-	GGGTCTCTATCAGAAGCAGACTGTAGGTGGCACTG	V_CTCF_BR	40
chr14	34770461	34770611	id-29601	5.63e-06	-	ATGAGATGATAAGATCAAAGCAGTAGGGGGCAGTA	UpstreamP1_CTCF	40
chr14	34792273	34792423	id-29602	1.02e-07	-	TTGTGATTATACACCAAGTCCACAAGGGGGCGCCA	UpstreamP1_CTCF	40
chr14	34792646	34792796	id-29603	1	+	NA	NONE	5
chr14	34793674	34793824	id-29604	1.73e-08	-	ATGTTGTTACTAGTTCAGGGCACTAGATGGCGCCA	UpstreamP1_CTCF	40
chr14	34800952	34801102	id-29605	1.11e-05	+	ACGGCAGTGTGAGAATATTCTCCCAGGGGGCAGCA	Upstream_CTCF	40
chr14	34833782	34833932	id-29606	2.86e-06	-	TTCCAGTGAGATGAGGTGCACAGCTGGGGGCAGTA	UpstreamP1_CTCF	1
chr14	34834618	34834768	id-29607	3.79e-08	+	GTGTATTTCTGAGCTTTGTCCACTAGAAGGAACTA	UpstreamP1_CTCF	36
chr14	34908400	34908550	id-29608	1	+	NA	NONE	16
chr14	34966110	34966260	id-29609	1	+	NA	NONE	36
chr14	34967294	34967444	id-29610	3e-06	-	TTGCAATGAGGTAGACTGTACACCAGAGGACCAAA	UpstreamP1_CTCF	14
chr14	34968108	34968258	id-29611	4.34e-07	-	GTGCCATGGCACAAATATAACAGCAGGTGCCACCA	UpstreamP1_CTCF	40
chr14	35008771	35008921	id-29612	2.27e-05	+	GGAAGCCGGTTCATGGTGGCCTGCAGCGGCCTACA	V_CTCF_BR	18
chr14	35022088	35022238	id-29613	8.99e-05	+	TGTGATCAAAGAGGATAACCCGATAGGGGGCGGTG	V_CTCF_BR	2
chr14	35033571	35033721	id-29614	1.73e-05	+	TCCAGATATTGCAAAATGTCCTCTGGGGGGCAGAA	V_CTCF_BR	27
chr14	35108795	35108945	id-29615	1	+	NA	NONE	35
chr14	35141891	35142041	id-29616	2.46e-08	+	CCTGGTTTTCAGAAGGTAACCAGCAGAGGGCACTC	V_CTCF_BR	40
chr14	35192281	35192431	id-29617	6.21e-06	-	GTAGTAGTTCCTGTGATGTTCGACAGATGTCGCTG	Upstream_CTCF	39
chr14	35235427	35235577	id-29618	1	+	NA	NONE	36
chr14	35267391	35267541	id-29619	4.01e-05	+	GCTGCGTCTGTAGACCACACCGCTGGGGGCAGGGT	Upstream_CTCF	1
chr14	35343735	35343885	id-29620	5.34e-06	-	CAGGCGAGCCCGCGGGCGGACGGGAGATGCCGCTG	V_CTCF_BR	34
chr14	35344396	35344546	id-29621	1	+	NA	NONE	25
chr14	35381496	35381646	id-29622	1.47e-05	-	TTTTTTTTTTGAGACAGGTCCACTGGAGGGCAGTG	V_CTCF_BR	17
chr14	35450616	35450766	id-29623	1	+	NA	NONE	25
chr14	35451116	35451266	id-29624	5.3e-05	+	ATCCAAGACGCAACTCCCACCGCCAGGCGGTCGCC	UpstreamP1_CTCF	39
chr14	35451602	35451752	id-29625	3e-06	+	CTGTAACAGCGCCTGGCGGTCGGCAGGAGCCACAG	UpstreamP1_CTCF	38
chr14	35509844	35509994	id-29626	1.15e-06	+	AGTTTTCCTCCACACTTTGCCACTAGGGGTAGGTA	Upstream_CTCF	30
chr14	35602828	35602978	id-29627	1	+	NA	NONE	5
chr14	35603394	35603544	id-29628	8.13e-06	-	CTGGCAGAACTCCCTGTGGGCTGGTGGTGGCGGTG	Upstream_CTCF	5
chr14	35610040	35610190	id-29629	4.98e-09	+	CTGTAATTAGACAACATAGCCAGCAGATGGCAATA	UpstreamP1_CTCF	28
chr14	35684389	35684539	id-29630	9.84e-05	+	GAAGAACAATGCATTTCTTCCAAAAGAGGGTGCTG	V_CTCF_BR	38
chr14	35698806	35698956	id-29631	1.31e-05	+	TACTTTGTTTACATTATGCCCTGTAGATGGCAGTA	V_CTCF_BR	35
chr14	35731092	35731242	id-29632	1.84e-06	+	TCTAGTAGAGACTTCTCAGCCACAAGATGGTGCCC	V_CTCF_BR	26
chr14	35803313	35803463	id-29633	4.34e-05	+	CGCTCATTTCCTCGTGACACCCATAGGCGGCAGCT	Upstream_CTCF	12
chr14	35806190	35806340	id-29634	3.29e-05	+	CCTGTTTCCTAAAGCTTTCCCGCTGGGTGGCTCCC	Upstream_CTCF	12
chr14	35806450	35806600	id-29635	8.99e-05	-	GAGGGTCCTGTGTGGCCTTTCCCTAGGTGGAGCTG	V_CTCF_BR	5
chr14	35816879	35817029	id-29636	2.19e-05	-	CAGCAATGCGGGGCGGATGCGAGCAAGAGGAACAC	UpstreamP1_CTCF	1
chr14	35823166	35823316	id-29637	7.78e-06	+	CCTGCCATTCCAGTTCTACCCTGCAGGTACATCCC	Upstream_CTCF	6
chr14	35847741	35847891	id-29638	1	+	NA	NONE	5
chr14	35853972	35854122	id-29639	4.5e-05	-	GGGCAGGGGGCAGGGCCGGGCTACAGAAGGCTATG	UpstreamP1_CTCF	26
chr14	35863665	35863815	id-29640	1	+	NA	NONE	1
chr14	35873205	35873355	id-29641	1.67e-07	-	GCGGGGCGGGAGTTTCTGGCCGCTGGCGGGCGCCG	V_CTCF_BR	9
chr14	35873879	35874029	id-29642	6.84e-06	+	GGGCGGGACGGCGGCACGGACTGCTGTGGGCTCTG	V_CTCF_BR	39
chr14	35876240	35876390	id-29643	1.34e-06	-	CGCCTGTGCCTTACTCTTACCACTAGGTGTCACAC	UpstreamP1_CTCF	40
chr14	35882576	35882726	id-29644	4.14e-06	-	AAACTTCTTCCACAAATGGCCAGAAGATGTCACTG	V_CTCF_BR	40
chr14	35891703	35891853	id-29645	2.44e-10	-	TCTGCGGTTCCACTAAGTCCCAGTAGGTGGCGGTA	Upstream_CTCF	40
chr14	35908126	35908276	id-29646	8.98e-06	+	ATGTAATTTTCCTGAGCTGCCTATAGTGGGAGCCC	UpstreamP1_CTCF	40
chr14	36002718	36002868	id-29647	6.49e-06	+	GTGCTCCCGCCGCCGACAGCAGCCACAGGGCGGTG	UpstreamP1_CTCF	18
chr14	36003464	36003614	id-29648	1.15e-07	-	GGCGGCGCCCCCTGGGGCCCCAGCAGAGGGAAGAC	V_CTCF_BR	30
chr14	36022711	36022861	id-29649	3.97e-05	+	TTGTAATTCCATGGCACAACCAGTAGGCTGTATAA	UpstreamP1_CTCF	12
chr14	36156647	36156797	id-29650	1.09e-07	-	TTGCATTGAGCCATTAATGCCACCTGAGGGCAGTA	UpstreamP1_CTCF	40
chr14	36278404	36278554	id-29651	2.19e-05	+	CTTCTTTAGCAGCTTACACCCTGCAGAGGCCGAAA	UpstreamP1_CTCF	40
chr14	36283725	36283875	id-29652	9.49e-08	-	TGCCAGACACTGGAGACTACCAGAAGGGGGCAGCA	V_CTCF_BR	40
chr14	36287696	36287846	id-29653	3.09e-06	-	AATTTAATTCCAGGCTCCACCACATGGTGGGGCAG	Upstream_CTCF	40
chr14	36291170	36291320	id-29654	2.72e-05	+	CAGCAGAAACAGAAAGCAACCACTAGAGGCGCACT	UpstreamP1_CTCF	40
chr14	36296038	36296188	id-29655	1.64e-05	-	GGCTGGTCGCTCCAGAGCACCACCGGGGGCAGGAC	V_CTCF_BR	26
chr14	36348978	36349128	id-29656	2.4e-05	+	CAGTGCATTTTCATTAAAACCTGAAGGTGGCAGTA	V_CTCF_BR	38
chr14	36352994	36353144	id-29657	3.42e-08	+	TGGCGGTGAACACTGGCTGCCAGCAGAGGGCACTT	V_CTCF_BR	40
chr14	36367524	36367674	id-29658	2.1e-06	+	AGTGCTGTGCCACTGTAGCCCTCTGGGTGGACACT	Upstream_CTCF	5
chr14	36414178	36414328	id-29659	6.18e-07	-	GCCGCAACACCTGTGTTCTCCACCTGAGGGCTCTC	Upstream_CTCF	29
chr14	36423503	36423653	id-29660	2.8e-05	+	GAAGCATCTACGTCTGTGACCACAATGAGGCGCTA	Upstream_CTCF	18
chr14	36429144	36429294	id-29661	1	+	NA	NONE	14
chr14	36432506	36432656	id-29662	5.97e-08	+	TGTGTATTTCTTATTGGATCCACCAGGAGGCACAC	Upstream_CTCF	36
chr14	36454834	36454984	id-29663	1	+	NA	NONE	21
chr14	36497541	36497691	id-29664	2.4e-05	-	GTCTGGTGAGAACCCATCTCCCCTAGATGGCGCAT	V_CTCF_BR	17
chr14	36527163	36527313	id-29665	5.08e-05	-	ATTACAGTGCTGCTGGTTACCTGCAGAGGCAAAAT	Upstream_CTCF	3
chr14	36538802	36538952	id-29666	6.86e-07	-	AGAGAAATTCTAGTGCCATCCAACAGAGGGCAGTA	Upstream_CTCF	40
chr14	36539774	36539924	id-29667	1.38e-08	+	CGGCGCAGAGTCTCCAGGACCAGCAGATGGCGGAC	V_CTCF_BR	40
chr14	36560442	36560592	id-29668	1	+	NA	NONE	9
chr14	36574672	36574822	id-29669	7.6e-05	-	CTGTCTTGGAACAACAGCTCCACCAAATGGAAAGG	UpstreamP1_CTCF	31
chr14	36673996	36674146	id-29670	2.58e-05	+	ATGGCAGAGCCACGACTCAACACAAGGTGGTCTGA	Upstream_CTCF	3
chr14	36676891	36677041	id-29671	6.74e-08	+	ACTGTAGTGTTACTGCAGAGCAGTAGATGGCACTG	Upstream_CTCF	36
chr14	36710502	36710652	id-29672	1.17e-05	+	GGTATGATATTATAGCTGACCAGTTGGTGGAGCAA	V_CTCF_BR	21
chr14	36723549	36723699	id-29673	1	+	NA	NONE	36
chr14	36743807	36743957	id-29674	1	+	NA	NONE	2
chr14	36783233	36783383	id-29675	4.01e-05	-	ACTTAGTAAAGTTAATATTCCTCCAGAGGGAGCAG	V_CTCF_BR	19
chr14	36837333	36837483	id-29676	2.15e-05	+	CAGAGGTGTGGTGTGATGGTCAAGAGAGGGAGCCC	V_CTCF_BR	3
chr14	36843354	36843504	id-29677	1.9e-09	-	TTTGCAGTAGAGCTGCTCACCAGCAGAGGGCAGCA	Upstream_CTCF	40
chr14	36877749	36877899	id-29678	1.17e-05	+	ATGACAATTTCCTAGAAAGCCACTAGGTGGAAGGG	V_CTCF_BR	8
chr14	36919274	36919424	id-29679	5.01e-06	+	TCTCCTCGGCCATCCCTGACCACAAGGTGGCATTT	V_CTCF_BR	7
chr14	36919878	36920028	id-29680	6.39e-05	+	ATTCTAATACCTTGCTTCACCACTGGAGGGGTGTA	Upstream_CTCF	17
chr14	36957375	36957525	id-29681	6.21e-05	-	AAAACAGGGCAAGTGCTAACCTATAGGGGGCATTA	V_CTCF_BR	6
chr14	36975358	36975508	id-29682	1	+	NA	NONE	11
chr14	36989416	36989566	id-29683	1.17e-05	-	CCGCCCGCTCGGATTCTCTCCGGTAGGGGGAAAGG	V_CTCF_BR	5
chr14	36989908	36990058	id-29684	1.52e-07	+	CCGGCGGCTGGAGCGCTGGCCAGGAGGGGGCGAAT	V_CTCF_BR	37
chr14	36990954	36991104	id-29685	4.01e-05	+	CCCTTCCTTCCCAGGGGCTTCTCTGGGGGGCGCTC	V_CTCF_BR	1
chr14	36993492	36993642	id-29686	2.2e-06	+	AAGGCAGGAGTGTAACTGGGCGCTGGGGGGCGCTG	Upstream_CTCF	20
chr14	36994083	36994233	id-29687	3.8e-08	-	TCCTACCCCAGGCCCCTTCCCGCCAGAGGGCGCCC	V_CTCF_BR	24
chr14	36994386	36994536	id-29688	1	+	NA	NONE	3
chr14	36994822	36994972	id-29689	4.96e-08	-	GCTGCAGTTCTCCAGACGGCCGCCGGAAGAGGGCG	Upstream_CTCF	40
chr14	37022979	37023129	id-29690	1.55e-07	+	TTGCAGGTAACAGTCCCCTCCACCAGAGGTCTCTA	UpstreamP1_CTCF	39
chr14	37026134	37026284	id-29691	6.98e-07	-	TCCGAGCACTGTGCCTCCACCCCTAGAGGGCAGCA	V_CTCF_BR	40
chr14	37074239	37074389	id-29692	4.65e-06	-	CAATACTTCCAGGCTTTGGACTCTAGGTGGCGACA	UpstreamP1_CTCF	39
chr14	37074779	37074929	id-29693	5.61e-08	-	CATGCAGTTTTCAGGCAGAGCTCTAGAGGGCAGAA	Upstream_CTCF	34
chr14	37116400	37116550	id-29694	6.05e-06	+	CACTTCCGGCGAGGTGTCTTCGGGAGGGGGCGCCA	V_CTCF_BR	17
chr14	37117254	37117404	id-29695	1.17e-05	+	GGTGAGAGTTTCAGGAAATCCGGGAGAGGGCGGTA	V_CTCF_BR	38
chr14	37125168	37125318	id-29696	2.15e-05	+	TGCGCGATCTAATCTGGCTCCTATAGGTGGCGCTG	V_CTCF_BR	40
chr14	37125503	37125653	id-29697	1.35e-05	-	GCTCACTCACTGCGCGTTTCCTCTAGGTGGCATGA	UpstreamP1_CTCF	22
chr14	37126766	37126916	id-29698	4.17e-05	-	ACAGCGACACGACCGGAGCCCTGCGGGAGGTGGGA	Upstream_CTCF	5
chr14	37130644	37130794	id-29699	1	+	NA	NONE	2
chr14	37131987	37132137	id-29700	5.92e-05	+	CAGTGGCAGGCAGCTGTCCCAAGCAGCGGGTGCGC	V_CTCF_BR	3
chr14	37132340	37132490	id-29701	2.6e-06	+	TCGCCTGGGAGATCCGGGACCGCCTGCTGGCGGAC	V_CTCF_BR	14
chr14	37135623	37135773	id-29702	9.39e-07	+	ACAGCTCCCCCTACCACAGCCCCAAGGTGGAGGAG	Upstream_CTCF	2
chr14	37216897	37217047	id-29703	3.63e-08	-	GCTGCTTTTAACTCCAATACCACTAGGGGGCACCT	Upstream_CTCF	40
chr14	37222985	37223135	id-29704	1.97e-06	+	CCTGGCTTCTGATGAGGCACCTCTAGATGGCAGGA	V_CTCF_BR	4
chr14	37224964	37225114	id-29705	1.82e-07	-	GTTACATGGACCCACTTGGCCTCCAGAGGGAGGGG	V_CTCF_BR	9
chr14	37242346	37242496	id-29706	7.15e-05	+	AAAAAAAATCAGCTACCAGCCACTGGGTGGCTAAA	V_CTCF_BR	24
chr14	37332614	37332764	id-29707	8.59e-05	+	GTCATAAAAATAGCTTGTTCCTCTAGGGGGCGATT	V_CTCF_BR	20
chr14	37411538	37411688	id-29708	6.04e-09	-	ACTGTCCTACCGCCGTCCGCCACTAGGTGCCAGCA	Upstream_CTCF	39
chr14	37445179	37445329	id-29709	4.43e-05	-	TTACCATTTTTCTAAGCAAACAGCAGATGGCATTG	V_CTCF_BR	19
chr14	37493494	37493644	id-29710	7.78e-06	+	TCATTGGTTCCAAGTAGGGTCAACAGAGGGCAGTG	Upstream_CTCF	23
chr14	37586883	37587033	id-29711	1.93e-05	-	TATGTATTTCTGCATTTAGGAAGGAGATGGCAGTA	Upstream_CTCF	35
chr14	37593965	37594115	id-29712	2.68e-05	-	GGAGCAGGAGCAAGAGAGAGAGGTAGGCGGCGCCA	Upstream_CTCF	30
chr14	37612453	37612603	id-29713	1	+	NA	NONE	1
chr14	37619027	37619177	id-29714	2.43e-06	-	TTCTGTAATCAAACTTTAACCACAAGATGGCAGTA	V_CTCF_BR	37
chr14	37619812	37619962	id-29715	4.3e-06	-	TATTCTGTACTTGTGCAGACCTATAGATGGCGCTG	Upstream_CTCF	39
chr14	37641223	37641373	id-29716	1.64e-05	-	GGAGGCCGGGAGTTGATTGCGAGTAGTGGGTGCCC	V_CTCF_BR	31
chr14	37657449	37657599	id-29717	5.67e-06	+	ACTGCCTCTCTAGATTCCACCTCTGGGGGCAGGAC	Upstream_CTCF	1
chr14	37667375	37667525	id-29718	5.67e-06	-	AGAGCCCCATCACTCCCGGCCACGCGGGGTCAGCA	Upstream_CTCF	35
chr14	37699913	37700063	id-29719	7.55e-07	+	GCAAAGTGAGTCTATTTCTCCAGTAGGTGGCGCTG	V_CTCF_BR	39
chr14	37702215	37702365	id-29720	1.41e-06	-	CGTGTTACCCCAAATAGTGACACTAGAGGGTGCTC	Upstream_CTCF	40
chr14	37715663	37715813	id-29721	1.02e-07	+	GAGTTATTCCCTTAAATGCCCAGGAGAGGGCAGCA	UpstreamP1_CTCF	38
chr14	37721089	37721239	id-29722	1	+	NA	NONE	13
chr14	37809739	37809889	id-29723	5.67e-06	+	CCTGTAGTTCCAGCTCCTGCCTCGGGAGGAGCTTG	Upstream_CTCF	30
chr14	38014535	38014685	id-29724	1	+	NA	NONE	14
chr14	38034898	38035048	id-29725	1.24e-05	-	AACTTCTCAGAGAGGAACACCACAAGGGGGCAGGT	V_CTCF_BR	34
chr14	38060883	38061033	id-29726	3.11e-05	-	GGACCACAGTGGGGCGACGGCGACAGGGGGCGCCT	V_CTCF_BR	22
chr14	38063484	38063634	id-29727	4.65e-06	-	GTGTGCTCCTTCTCTAAAACCGCTGGGTGGCGCTA	UpstreamP1_CTCF	40
chr14	38066864	38067014	id-29728	1.37e-05	-	AATTCAGCTTTCCCTCTCCACGACAGGAGGCGCTG	Upstream_CTCF	35
chr14	38091464	38091614	id-29729	5.63e-06	+	CTGCGATGTCCGCGGCCGCCCTCCTGCAGGAGGTG	UpstreamP1_CTCF	15
chr14	38178747	38178897	id-29730	3.56e-05	+	AAAGTAAAGCAGTATCATTCCACCAGATGTCACTG	Upstream_CTCF	36
chr14	38343967	38344117	id-29731	1.87e-09	-	CAGCAAAGCCCAGATGTCGCCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr14	38359429	38359579	id-29732	8.58e-06	-	ATGTTCCTTTTTGCTTTGGCCACTAGGAGGCTTAT	UpstreamP1_CTCF	31
chr14	38371232	38371382	id-29733	4.11e-07	+	CTGCCGTTCTCCTTACAACCCACCAGGAGCCTGTC	UpstreamP1_CTCF	7
chr14	38372911	38373061	id-29734	3.71e-05	+	GCTGTAAAATAATATTTTACCATGAGGTGTCGCTG	Upstream_CTCF	39
chr14	38393971	38394121	id-29735	1	+	NA	NONE	8
chr14	38451592	38451742	id-29736	1.17e-05	-	GGCTGCACTTCTTCAAGTGCCTCTAGGGGGAATCC	V_CTCF_BR	19
chr14	38455180	38455330	id-29737	8.61e-08	+	AGGTGCTTCCCATCATGCTCCACCAGGGGGCACTG	V_CTCF_BR	39
chr14	38466988	38467138	id-29738	1	+	NA	NONE	2
chr14	38485829	38485979	id-29739	5.51e-07	-	TGACAAGGCCTCAGCCAAACCAGCAGGGGGCTCTG	V_CTCF_BR	36
chr14	38525587	38525737	id-29740	1	+	NA	NONE	13
chr14	38619410	38619560	id-29741	4.5e-05	-	TTTCTATTACAAAAATAAACCTGAAGAGGGCATCT	UpstreamP1_CTCF	15
chr14	38666596	38666746	id-29742	1	+	NA	NONE	38
chr14	38678364	38678514	id-29743	1.81e-06	+	GCTGTGCGCCCCGCCGGCGCCGGTAGGAGCCGCGC	Upstream_CTCF	29
chr14	38680183	38680333	id-29744	1	+	NA	NONE	28
chr14	38717961	38718111	id-29745	1	+	NA	NONE	27
chr14	38725773	38725923	id-29746	4.41e-06	+	AACTTAGCAACTGCTTTTGCCACCAGAGGCAGCAC	V_CTCF_BR	18
chr14	38824856	38825006	id-29747	5.34e-06	-	TGTCCCTAATCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	5
chr14	38875156	38875306	id-29748	1	+	NA	NONE	23
chr14	38911504	38911654	id-29749	8.9e-05	+	TTGAACTTCTCCAACAGCACCAAGGGAGGGAGTAC	UpstreamP1_CTCF	4
chr14	39069894	39070044	id-29750	4.34e-05	-	TAGGTAATAACAAAATCCTCCTAAAGGAGGAGCTA	Upstream_CTCF	31
chr14	39074709	39074859	id-29751	1.81e-06	+	GATGTAATGACAAAGAGTGACACAAGGAGGCAACA	Upstream_CTCF	30
chr14	39087842	39087992	id-29752	8.52e-08	-	GTGCAGTTCAACCTCCAGTCCAATAGGTGGTGCTT	UpstreamP1_CTCF	26
chr14	39131518	39131668	id-29753	4.34e-05	+	ACTGTAGCACTTCTAGTGGTGAACAGAGGCAATCA	Upstream_CTCF	5
chr14	39132223	39132373	id-29754	5.92e-05	+	AGAAGGCTTAAGCAAGTATCCAGTAGGAGTCACTC	V_CTCF_BR	3
chr14	39162740	39162890	id-29755	9.39e-07	+	TAAGCAATATATTTAAGTGCCACAAGGTGGAGTGG	Upstream_CTCF	9
chr14	39191160	39191310	id-29756	3.63e-08	+	ACGGCTATCCCAATACAGGCCTCCAGGAGGCAGTG	Upstream_CTCF	40
chr14	39192613	39192763	id-29757	2.27e-05	-	GGAAAAGAAAAAGAATGTACCACTAGGTGCCACTC	V_CTCF_BR	4
chr14	39278385	39278535	id-29758	2.04e-08	-	TGTGCTGTTTGGCCTCCTGCCAGGAGGTGGCGCTT	Upstream_CTCF	18
chr14	39336876	39337026	id-29759	1.96e-07	-	GTGCTTGTTGAAAAGTACGCCAGCAGAGGGCAGTG	UpstreamP1_CTCF	40
chr14	39410815	39410965	id-29760	4.94e-06	+	GGTGCCCTGTGCTCCAGGCACAGCTGAGGGCAGCA	Upstream_CTCF	22
chr14	39484692	39484842	id-29761	1.92e-06	-	AGGCACTGACACTTCATCACCGCAGGGAGGCAGTA	UpstreamP1_CTCF	40
chr14	39486425	39486575	id-29762	4.23e-06	+	CTGAGGTACCAGGTTCATCTCACTAGGGGGTGCCA	UpstreamP1_CTCF	10
chr14	39504021	39504171	id-29763	1.03e-05	-	AAGTATTATCCATGAACGGCCGTAAGAGGGCACCA	UpstreamP1_CTCF	35
chr14	39576865	39577015	id-29764	3.16e-06	+	TTGGAACTGTAGATGTTAACCACCAGATGGAGCTT	UpstreamP1_CTCF	38
chr14	39639513	39639663	id-29765	1.84e-05	+	CAGCTGAGATGCGATCCGGCCGCTGGGCGGGGGCG	UpstreamP1_CTCF	23
chr14	39657224	39657374	id-29766	1	+	NA	NONE	8
chr14	39700977	39701127	id-29767	1.16e-05	+	TTTGTCCTATTTGTGTCAGGCACTAGAGGGGAGTG	Upstream_CTCF	38
chr14	39702313	39702463	id-29768	1	+	NA	NONE	7
chr14	39837680	39837830	id-29769	2.97e-06	-	CTTCAGAGTAAGTGCCTTAACACAAGGTGGCAGCC	V_CTCF_BR	40
chr14	39886311	39886461	id-29770	1.17e-05	-	AAAGAAGGGTGAGTGGCCTCCTACAGATGGCACTG	V_CTCF_BR	35
chr14	39888586	39888736	id-29771	1.17e-05	+	CCAAGGAAACTGCATATAGCCTCTAGGTGGCTCAT	V_CTCF_BR	27
chr14	39895960	39896110	id-29772	2.81e-05	-	AAACAGAAGGATGTAATAGTCACTAGGTGGCAACA	V_CTCF_BR	35
chr14	39902166	39902316	id-29773	1	+	NA	NONE	33
chr14	39937219	39937369	id-29774	6.21e-06	+	TGTGATGTAAGCTGTATCTCCATTAGGGGGCACCC	Upstream_CTCF	39
chr14	39938677	39938827	id-29775	2.96e-05	-	TGTACTTGGCTGAAGCCCACCCACAGAGGGAGCAC	V_CTCF_BR	35
chr14	39960383	39960533	id-29776	1	+	NA	NONE	37
chr14	40045579	40045729	id-29777	4.03e-06	+	GGTCACTGCTTTCTTTTTAGCACTAGATGGCACCT	UpstreamP1_CTCF	16
chr14	40050824	40050974	id-29778	2.04e-05	+	AAGGAAACTATACAAACAGACAGCAGATGTCACTG	V_CTCF_BR	16
chr14	40173892	40174042	id-29779	1.7e-05	+	CATGCTGTCATTTCTATATTCTCTAGGTGGCAGCT	Upstream_CTCF	5
chr14	40201237	40201387	id-29780	3.09e-07	+	TGAGTTGGTTAGCCTCCAGCCAGTAGGTGGCGCTT	V_CTCF_BR	26
chr14	40224849	40224999	id-29781	2.96e-05	+	AATCTTTAAAAGACTGCAACCACCAGTAGGAGCAG	V_CTCF_BR	3
chr14	40235727	40235877	id-29782	6.67e-08	+	CTGTAGCACGGAGAGGCTGCCTCAAGGGGGCATCC	UpstreamP1_CTCF	3
chr14	40425690	40425840	id-29783	1.56e-05	+	TAAGAAATCACACTTTTTGCCACATGGTGGCATCA	Upstream_CTCF	8
chr14	40458274	40458424	id-29784	1.03e-05	+	AAGTACCATTTTGGCATTTCCAGCAGATGGCATTG	UpstreamP1_CTCF	26
chr14	40722138	40722288	id-29785	1.17e-05	+	TGTAATCTAAGCCATGTCTACACTAGGGGGCACCT	V_CTCF_BR	9
chr14	40749982	40750132	id-29786	8.33e-05	-	AGGGGAGATAAAAACAAGGACACTAGAGGACGCTG	Upstream_CTCF	6
chr14	40887108	40887258	id-29787	7.1e-07	+	CTGTGATGCTTAGGCTCTGCCATTAGGGGGCACTT	UpstreamP1_CTCF	33
chr14	40963811	40963961	id-29788	1	+	NA	NONE	1
chr14	41136083	41136233	id-29789	7.62e-07	+	TGTGTTGTACCTTCTTTCTCCAATAGGGAGGGCCC	Upstream_CTCF	2
chr14	41184124	41184274	id-29790	1	+	NA	NONE	1
chr14	41194005	41194155	id-29791	8.81e-07	+	CCAAGTTTGCAGTAATCAGCCAGCAGGGGCCACTC	V_CTCF_BR	2
chr14	41339577	41339727	id-29792	8.99e-05	+	TATTTATTCATTTACTAAACCACTAGAGGGAAATA	V_CTCF_BR	7
chr14	41360252	41360402	id-29793	8.9e-05	+	TGGCCCTCTTCTCACAGCTCCACTAGGTGATGCCC	UpstreamP1_CTCF	1
chr14	41599602	41599752	id-29794	1.37e-05	-	CCTTCAAGGCTGAGAGCCGCCCCCAGCTGACAGTC	Upstream_CTCF	3
chr14	41613741	41613891	id-29795	6.19e-06	-	CTGGAGTTCCTTGCTGTGCGCAGTGGCTGGACCTC	UpstreamP1_CTCF	1
chr14	41750102	41750252	id-29796	3.56e-06	+	TCTGTATTATCCTAAGGAAACTGTAGGAGGCAGCA	Upstream_CTCF	23
chr14	41769254	41769404	id-29797	4.3e-06	+	AAGGTGGTTTCCTAAATTACCGCTAGGGGGTATGG	Upstream_CTCF	8
chr14	41862850	41863000	id-29798	1.23e-05	+	ATCTAATGCTGCTGCTGATCCGGCAGGAGGCAGAG	UpstreamP1_CTCF	5
chr14	42055576	42055726	id-29799	1	+	NA	NONE	5
chr14	42069840	42069990	id-29800	6.49e-06	-	TTGAATTTCAGGCAGGTGGCCACAAGTCGGCAGTA	UpstreamP1_CTCF	39
chr14	42079144	42079294	id-29801	8.89e-06	+	GCTGCTGCTGCAGCCCTCGCAGGCTGGTGGTGCTA	Upstream_CTCF	25
chr14	42105788	42105938	id-29802	2.58e-05	+	GGTGCTTAGGCTATGGTCTCCAGTAGGAGGTGTGG	Upstream_CTCF	4
chr14	42105995	42106145	id-29803	1	+	NA	NONE	10
chr14	42219914	42220064	id-29804	1.1e-05	+	GGGGAAGCAGGCACCTTCTTCACAAGGTGGCAGAA	V_CTCF_BR	24
chr14	42254999	42255149	id-29805	1	+	NA	NONE	9
chr14	42293747	42293897	id-29806	5.2e-08	+	ATGTAGTTCTACCTCCAGGCCAGTAGGTGGTGTTT	UpstreamP1_CTCF	33
chr14	42394720	42394870	id-29807	4.71e-06	+	TTGGAAAATCCCCCAAATCCCACTAGATGGCACCT	Upstream_CTCF	32
chr14	42523163	42523313	id-29808	1	+	NA	NONE	4
chr14	42579455	42579605	id-29809	1.08e-08	+	GTGCAGTTTGACCTACAAGCCAGTAGATGGTGCTC	UpstreamP1_CTCF	37
chr14	42693612	42693762	id-29810	4.41e-06	+	TAATCTGTGTGATTTCAGTCCACCAGGGGGTGCCA	V_CTCF_BR	40
chr14	42747100	42747250	id-29811	7.49e-05	+	CAAAGCTGCAACTAACCTTACACATGATGGCACTC	V_CTCF_BR	2
chr14	42847593	42847743	id-29812	1.06e-05	-	AGTGTGCTAGTCATCTCTGCCTCTTGGTGGCAGCT	Upstream_CTCF	6
chr14	43033859	43034009	id-29813	5.65e-05	+	TCCCTAGTGTTGGAGCCAGGCCCTAGTGGGAGGTA	V_CTCF_BR	8
chr14	43380990	43381140	id-29814	2.01e-05	+	ATCTGGTGAGCTATGCTCACCACCAGGGTGCAATA	UpstreamP1_CTCF	18
chr14	43461269	43461419	id-29815	1.38e-06	-	CTGAGCCCAGGATGTCAAGGCAGCAGGGGGCAGTA	V_CTCF_BR	6
chr14	43463714	43463864	id-29816	2.68e-05	+	GGAGCTGGTGAAAATGCTTCCACCAGGGGAGCACA	Upstream_CTCF	10
chr14	43475146	43475296	id-29817	3.63e-06	-	TCCAGGTTAATGTTGGTTTCCACCAGAGGGAGACA	V_CTCF_BR	24
chr14	43879983	43880133	id-29818	3.63e-05	-	GGCTGCAGCAAGGGAGGTGCCACCAGGGGCTGTGC	V_CTCF_BR	4
chr14	43951195	43951345	id-29819	1	+	NA	NONE	4
chr14	43972839	43972989	id-29820	3.11e-05	+	TGCATATAATCTATCTTATCCAACAGGTGGCTCCA	V_CTCF_BR	13
chr14	44008543	44008693	id-29821	1	+	NA	NONE	26
chr14	44010283	44010433	id-29822	3.4e-06	+	CCTCGCCCTCCAGCAGCTTCCTGTAGGTGGCGATC	V_CTCF_BR	11
chr14	44080274	44080424	id-29823	1.46e-07	+	GCGCAGTTCAACCAACAAGCCAGTAGATGGTACTT	UpstreamP1_CTCF	4
chr14	44116626	44116776	id-29824	1.97e-06	+	TAAAGGGCCCCAGATCCAGCCACAAGGGGGTGCTT	V_CTCF_BR	18
chr14	44166363	44166513	id-29825	1	+	NA	NONE	12
chr14	44264943	44265093	id-29826	1.48e-05	-	CTGCAGTGCAATTCAGAAACTACCACTTGGTGGCA	UpstreamP1_CTCF	26
chr14	44363862	44364012	id-29827	2.04e-05	-	TAAATGTTTCCCTTTCTTACCGCTAGGGGGCATAA	V_CTCF_BR	39
chr14	44368038	44368188	id-29828	7.6e-05	-	GTGTGAATGCTTCTTTTTAACACTAGATGGCAAGT	UpstreamP1_CTCF	11
chr14	44618874	44619024	id-29829	2.78e-06	-	TTCAGTCCGAAAACACTGACCAATAGATGGCAGCC	V_CTCF_BR	30
chr14	44838728	44838878	id-29830	3.4e-06	+	TGGTTGAGCTTGAAATGGGGCACTAGGTGGCAGAG	V_CTCF_BR	8
chr14	44922800	44922950	id-29831	1	+	NA	NONE	2
chr14	44948713	44948863	id-29832	4.43e-05	+	TGCCACTCCTATCAGGCTACCGCTGGGTGGCATTC	V_CTCF_BR	2
chr14	44974911	44975061	id-29833	4.68e-07	-	CATTGAAGTACAGCCTTTACCAGCTGAGGGCGCCC	V_CTCF_BR	6
chr14	45127031	45127181	id-29834	4.44e-06	-	TTGCATTGGGTGAATGTGTTCAGTTGGTGGCAGCA	UpstreamP1_CTCF	25
chr14	45199928	45200078	id-29835	1	+	NA	NONE	1
chr14	45272606	45272756	id-29836	1.34e-06	-	ATGTAGTTCATCTTTGTTATCACTAGATGTCAGTG	UpstreamP1_CTCF	40
chr14	45315547	45315697	id-29837	9.88e-07	-	GCTGCATGTCATAGGCTTGTCTCTAGAGGGCAGTA	Upstream_CTCF	40
chr14	45323444	45323594	id-29838	2.67e-06	+	AGTGCAATGGCACACACAGTCACCAGCAGGGGCCC	Upstream_CTCF	5
chr14	45382968	45383118	id-29839	1.55e-07	+	CCTGCAGTATTCTTCAAAAACACTAGGTGGTAGAA	Upstream_CTCF	40
chr14	45432479	45432629	id-29840	4.88e-05	-	ACCTGACTTCCAAACTGGGACTCCAGGCGGCGATT	Upstream_CTCF	17
chr14	45433332	45433482	id-29841	1.76e-05	-	ATGGTTTGACCTACCCCCGGCAGAAGATGGCATCA	UpstreamP1_CTCF	12
chr14	45595074	45595224	id-29842	1	+	NA	NONE	1
chr14	45603292	45603442	id-29843	1	+	NA	NONE	17
chr14	45603877	45604027	id-29844	1	+	NA	NONE	34
chr14	45625369	45625519	id-29845	1	+	NA	NONE	23
chr14	45671220	45671370	id-29846	1.75e-07	-	ATGCAGCTGGGGCAAAGCACCACCAGATGTCCCTA	UpstreamP1_CTCF	37
chr14	45722430	45722580	id-29847	1	+	NA	NONE	40
chr14	45722705	45722855	id-29848	1.18e-05	-	CAGCCGCTACGGCGCACAGCCTGTAGGGGAGGACG	UpstreamP1_CTCF	7
chr14	45737861	45738011	id-29849	3.6e-07	-	TGTGTAGATACCCATTTGACCACAAGATGGCATCA	Upstream_CTCF	40
chr14	45754125	45754275	id-29850	5.68e-06	-	GCGAACAGTTTTTCATTCATCAGTAGGGGGCACTA	V_CTCF_BR	27
chr14	45756935	45757085	id-29851	5.55e-07	+	ATTGGAATTTAACAGGTTTCCACTAGATGGCAAGC	Upstream_CTCF	11
chr14	45833718	45833868	id-29852	9.51e-07	+	ATAACGGACATTACCATTCCCAGCAGAGGGCAGAG	V_CTCF_BR	11
chr14	45896002	45896152	id-29853	8.16e-07	+	CAGGATTTTTTCAATACAACCACTAGGTGGCACTA	V_CTCF_BR	40
chr14	45996610	45996760	id-29854	1.27e-06	-	TTGTAGTTTGGGCGGCAATCCAGTAGATGGTGCTT	UpstreamP1_CTCF	33
chr14	46028925	46029075	id-29855	1	+	NA	NONE	4
chr14	46079608	46079758	id-29856	1.28e-06	+	AACTGCTGCTTGAGCTCTTCCTGCAGATGGCACTG	V_CTCF_BR	24
chr14	46102192	46102342	id-29857	1	+	NA	NONE	3
chr14	46120074	46120224	id-29858	2.1e-05	+	TGTGTATTAATAATGGTTAGCGATAGAGGGTGCTG	Upstream_CTCF	9
chr14	46134295	46134445	id-29859	1.77e-05	-	CTGGCAGTACTCCTTTTGGCCTGGGGTGGCAGTAG	Upstream_CTCF	29
chr14	46147474	46147624	id-29860	1	+	NA	NONE	10
chr14	46185837	46185987	id-29861	9.81e-06	+	GCAAATTAACTTTCATTCTCCAGCAGGGGGAGATG	V_CTCF_BR	28
chr14	46187968	46188118	id-29862	7.73e-06	-	TTCACTCTACCACAGTCCACCTGCAGAGGGAGAAG	V_CTCF_BR	11
chr14	46279815	46279965	id-29863	1	+	NA	NONE	22
chr14	46307925	46308075	id-29864	8.34e-07	+	TTGTTGTATTTCTAAATTCCCACAAGATGGCAGAA	UpstreamP1_CTCF	18
chr14	46340323	46340473	id-29865	4.59e-07	+	CTCTTCTTACCACTTCTTACCACTAGGTGGTACCC	UpstreamP1_CTCF	8
chr14	46409650	46409800	id-29866	1.21e-05	-	TATTTATTACAACAATGTTCCAGCAGATGGCCATA	Upstream_CTCF	4
chr14	46459619	46459769	id-29867	6.86e-07	-	ATAGCAGTACCAAGTATCACCCACAGGGGCACCAA	Upstream_CTCF	35
chr14	46500492	46500642	id-29868	1.65e-07	+	CTGCACTACAGCCTGAATGACAGAAGAGGGCCCTA	UpstreamP1_CTCF	2
chr14	46503755	46503905	id-29869	1	+	NA	NONE	5
chr14	46517426	46517576	id-29870	5.12e-06	+	GGTCACTTCAACCATTTTAGCACTAGAGGGTGCAC	UpstreamP1_CTCF	35
chr14	46719408	46719558	id-29871	9.11e-08	+	ACTGTTGTTGCAAAAACTGCCACTAGATGTCATCC	Upstream_CTCF	38
chr14	46728815	46728965	id-29872	1.04e-05	-	GCTCAGGCAGCCTGTGTCGCCGAGTGAGGGCACCA	V_CTCF_BR	10
chr14	46813658	46813808	id-29873	1.41e-06	-	TGGCATCTCTAACCTCTTCCCACTAGAGGTCAGTA	UpstreamP1_CTCF	36
chr14	46959745	46959895	id-29874	2.43e-06	+	AACCATGGGTAAGCAAAAGCCACAAGGGGGAGCAA	V_CTCF_BR	26
chr14	47050401	47050551	id-29875	1.51e-08	+	CTGTAGTCTCTTCTTGTCACCACTGGAGGGCGACC	UpstreamP1_CTCF	35
chr14	47121121	47121271	id-29876	1.09e-06	-	GGCCCAATTCCTTCCCTGGCCGCCAGGGGGAGTCT	Upstream_CTCF	27
chr14	47131057	47131207	id-29877	6.15e-05	+	TGTGAAAGCAGGCAAGCAACCACTAGGGGGGCTGA	Upstream_CTCF	22
chr14	47389880	47390030	id-29878	1	+	NA	NONE	9
chr14	47420429	47420579	id-29879	1.43e-05	-	TCTGCCACAGCATTTCCTGCCACTAGGAGTCCTTT	Upstream_CTCF	17
chr14	47509800	47509950	id-29880	1	+	NA	NONE	18
chr14	47514172	47514322	id-29881	3.31e-06	+	CTGTTCCAACTTCCCTCACCCAGCAGGTGTTGCTA	UpstreamP1_CTCF	16
chr14	47525680	47525830	id-29882	6.82e-05	+	AGTCTTCTGCTATATTTGTCCACCAGATGTCTCAT	V_CTCF_BR	7
chr14	47676955	47677105	id-29883	1	+	NA	NONE	13
chr14	47747562	47747712	id-29884	4.31e-07	-	TCGCTGAAAACACAGAGGACCTCTAGGGGGCAGTG	V_CTCF_BR	37
chr14	47802290	47802440	id-29885	3.42e-05	+	ATTTCCTTTGCATATATAACCACTAGGGGGATTGC	Upstream_CTCF	13
chr14	47911520	47911670	id-29886	2.27e-06	+	GTCTGTAGGCTCAGTGTTTCCAGCAGAGGGAGACA	V_CTCF_BR	21
chr14	48008503	48008653	id-29887	1.1e-05	-	ATCTTAAAATTAAGCTTTGTCAGTAGAGGGCACTA	V_CTCF_BR	25
chr14	48147493	48147643	id-29888	6.37e-07	+	TAGCACTGGCTAATGAAGGCCTCCAGGTGGTGAGC	UpstreamP1_CTCF	11
chr14	48148312	48148462	id-29889	1	+	NA	NONE	12
chr14	48386674	48386824	id-29890	3.65e-07	+	GTTTACATGCCACAGAAGGCCAGGAGAGGGCAGCA	V_CTCF_BR	40
chr14	48539120	48539270	id-29891	2.01e-05	+	CTATAATATGCCTAATATGCCACCAGGTGGAGTAG	UpstreamP1_CTCF	1
chr14	48699458	48699608	id-29892	4.73e-07	-	GCAGCATTCCTGACCTCTACCCCTAGATGCCAGTA	Upstream_CTCF	1
chr14	48868005	48868155	id-29893	6.46e-07	-	GAAAGAATGCAGTTGGCTACCACTAGATGGAGCCC	V_CTCF_BR	39
chr14	49005640	49005790	id-29894	1	+	NA	NONE	9
chr14	49049727	49049877	id-29895	1	+	NA	NONE	1
chr14	49050017	49050167	id-29896	9.81e-06	-	GTAGTTAGGCATGAGTGGGTCAGGAGAGGGCGCTT	V_CTCF_BR	5
chr14	49159682	49159832	id-29897	1	+	NA	NONE	18
chr14	49444321	49444471	id-29898	2.37e-05	-	GCTGCATTCCTTTCTAGAGACTCTGGGGGCAGTCT	Upstream_CTCF	8
chr14	49573514	49573664	id-29899	1	+	NA	NONE	1
chr14	49601766	49601916	id-29900	3.4e-06	+	CTGTCCTCAGTGAGTACAACCACCAGTTGGTGGTG	V_CTCF_BR	7
chr14	49640601	49640751	id-29901	8.16e-07	-	GGTCACTCCAGCGATTTCAGCACTAGAGGGCACCC	V_CTCF_BR	40
chr14	49772987	49773137	id-29902	1.21e-06	-	TCAGTTGTAGAAAAACATTCCAGTAGGTGGAGCTC	Upstream_CTCF	40
chr14	49782141	49782291	id-29903	1	+	NA	NONE	2
chr14	49928628	49928778	id-29904	7.73e-06	+	AATACTCACACACACACAAACTCTAGGGGGCAGTG	V_CTCF_BR	40
chr14	49931753	49931903	id-29905	2.01e-05	-	GTCCCATTTCCTGCCATTTCCTGCAGGGGTCCCCA	UpstreamP1_CTCF	38
chr14	49964580	49964730	id-29906	1.28e-08	-	TGTGCAGTTCCATATATAGACACTAGGTGACACTC	Upstream_CTCF	39
chr14	50017649	50017799	id-29907	3.71e-05	-	ACAGCTATATAGGCTTAGGAAGCTAGATGGCAGAG	Upstream_CTCF	40
chr14	50053662	50053812	id-29908	1.06e-05	-	GTTGTTTTGTAAATTTATTCCAGTAGGTGTCACTG	Upstream_CTCF	40
chr14	50059926	50060076	id-29909	1	+	NA	NONE	8
chr14	50087661	50087811	id-29910	1.73e-05	-	AGCTCGAGCATCGGCGCCGCCGCTAGGAGCCGCGG	V_CTCF_BR	37
chr14	50100516	50100666	id-29911	1.48e-06	-	GGGTCACCACCCTGGGCGACCCGGAGGTGGCGCCT	V_CTCF_BR	22
chr14	50101009	50101159	id-29912	1.82e-06	+	CAGCGGTAATCCTGGAGGTCCACGTGGTGGCGCTG	UpstreamP1_CTCF	40
chr14	50123831	50123981	id-29913	1	+	NA	NONE	33
chr14	50144475	50144625	id-29914	4.73e-07	-	GCTGCAGTACCTCCAGCTGACTGAGGAGGCAAGCA	Upstream_CTCF	35
chr14	50188539	50188689	id-29915	2.43e-06	+	CTTGCATCTCCTCCCCTGGCCTTTGGAGGGCAGGT	Upstream_CTCF	3
chr14	50234725	50234875	id-29916	1	+	NA	NONE	27
chr14	50296919	50297069	id-29917	1.73e-05	-	TATATACATCATGTAATTACCACATGGTGGCAGCA	V_CTCF_BR	38
chr14	50319721	50319871	id-29918	1.19e-06	-	ATCTCGAAAATTGTTTCGACCAGCAGGGGTCACTA	V_CTCF_BR	40
chr14	50320632	50320782	id-29919	6.49e-06	+	GTAGCAACCAGAATTCCTACCACCAGAAGGCGACT	Upstream_CTCF	40
chr14	50328899	50329049	id-29920	5.08e-07	+	GAGACGTTTTGAATATGCGCCGGTAGGGGGCAGCG	V_CTCF_BR	37
chr14	50332195	50332345	id-29921	2.11e-06	+	GGCCCTCTTGGCCTTTCCAGCGCTAGGTGGCGCCA	V_CTCF_BR	40
chr14	50346548	50346698	id-29922	7.1e-07	+	GAGCACTACCTTGTTACTGCCAGATGGGGGCAGAT	UpstreamP1_CTCF	40
chr14	50359634	50359784	id-29923	1	+	NA	NONE	34
chr14	50363842	50363992	id-29924	1	+	NA	NONE	13
chr14	50433040	50433190	id-29925	1	+	NA	NONE	5
chr14	50467330	50467480	id-29926	1	+	NA	NONE	23
chr14	50470185	50470335	id-29927	1	+	NA	NONE	30
chr14	50474155	50474305	id-29928	1	+	NA	NONE	22
chr14	50479443	50479593	id-29929	1	+	NA	NONE	11
chr14	50505129	50505279	id-29930	2.28e-05	+	CCTGCCGTTTTCAACTTGGCCTTAGGATGGAGTCT	Upstream_CTCF	28
chr14	50507263	50507413	id-29931	1	+	NA	NONE	7
chr14	50511945	50512095	id-29932	4.88e-05	-	GGTTTTCCTGCCAACACATCCAGAAGGGGGAGAGT	Upstream_CTCF	13
chr14	50522621	50522771	id-29933	4.31e-05	+	TTTCAGTACTCCAGTGCCACCAGGGAGGGCAGCAA	UpstreamP1_CTCF	32
chr14	50527749	50527899	id-29934	2.01e-05	+	CTGCAGGGAGAAGAGGCTGGAAGAGGGTGGCTGGG	UpstreamP1_CTCF	33
chr14	50529363	50529513	id-29935	1	+	NA	NONE	16
chr14	50571792	50571942	id-29936	1.15e-07	-	TCTGTTGTTCTAAAGGCCACCTGTAGATGGCATTG	Upstream_CTCF	38
chr14	50576191	50576341	id-29937	9.29e-06	-	TCCGATGTATAGATGATGACCACCAGGGGCTGTCT	Upstream_CTCF	38
chr14	50698496	50698646	id-29938	2.39e-05	-	CTGCGCTGCTGCTAAAGGGGCAGCAACGGCGGCCA	UpstreamP1_CTCF	12
chr14	50726947	50727097	id-29939	1	+	NA	NONE	8
chr14	50727385	50727535	id-29940	6.43e-06	-	TGTCGACATTGCCAGATGTCCTGTAGGGGGCAAAA	V_CTCF_BR	40
chr14	50748831	50748981	id-29941	4.03e-06	-	TAGTATCCCTGGCTTCTGTCCACTAGATGCCGGTA	UpstreamP1_CTCF	6
chr14	50778595	50778745	id-29942	1.21e-06	-	GCTGCTGCCCCTCGCGGAGGCACCTGGTGGTGGAC	Upstream_CTCF	38
chr14	50779501	50779651	id-29943	2.19e-05	+	TCTGGACTTCTTTTATGGGGCTCCTGGCGGTGCTA	Upstream_CTCF	16
chr14	50784847	50784997	id-29944	6.51e-05	-	TCTATAGGGAAAGAGGAGACCTCTAGTGGGAAGTT	V_CTCF_BR	38
chr14	50787844	50787994	id-29945	4.68e-07	+	AGCTACAGCGCCTGAATGGACACTAGATGGCAGTA	V_CTCF_BR	40
chr14	50802075	50802225	id-29946	6.21e-05	-	CTGAGAAGGGAAGCAGCAGGCCCTAGTGGGAGGAG	V_CTCF_BR	24
chr14	50807786	50807936	id-29947	1.37e-05	+	CAGCCAATTGCCCAAACATCCACCGGGGGGCCGTA	Upstream_CTCF	33
chr14	50809560	50809710	id-29948	1	+	NA	NONE	38
chr14	50850431	50850581	id-29949	8.19e-06	+	GTGTAGTGGCGGCAGAACACTGACAGATGGTGGTA	UpstreamP1_CTCF	14
chr14	50966793	50966943	id-29950	1	+	NA	NONE	5
chr14	50998849	50998999	id-29951	1.47e-05	-	CGGGCCGCGAGGGCGCGGGCCGCTGGGGGTCGTAG	V_CTCF_BR	7
chr14	50999345	50999495	id-29952	2.46e-06	-	GTGTTGTGTTCTCAGCAGGCCTCAGGGCGGCACTC	UpstreamP1_CTCF	40
chr14	51009703	51009853	id-29953	2.6e-06	+	CTGTGAACTACAATACTGCCCAGCAGAGGGCATCC	V_CTCF_BR	40
chr14	51066790	51066940	id-29954	2.78e-06	+	AAAGGGACTTTAGGTCTTACCAGCAGATGTCACTG	V_CTCF_BR	39
chr14	51084578	51084728	id-29955	1	+	NA	NONE	1
chr14	51086393	51086543	id-29956	5.41e-06	+	TTTGTGTTGCTGAGTTCCACCACTAGAGGTAGCAT	Upstream_CTCF	40
chr14	51134491	51134641	id-29957	1.1e-06	+	GAGCACCTGGCCGCCTGGGCCAGGTGTGGGCACGC	V_CTCF_BR	9
chr14	51142761	51142911	id-29958	6.49e-06	+	GGTGCCATTCCTACTGAAATCAGTAGGGGTCTGGT	Upstream_CTCF	1
chr14	51155689	51155839	id-29959	3.45e-05	-	GCATTTAAACCAGCCCTAGCCAGAGGAGGGAATCA	V_CTCF_BR	12
chr14	51181301	51181451	id-29960	4.21e-05	-	ATAAAGATGAGGGCCACCTCCTATAGATGGCAGTG	V_CTCF_BR	40
chr14	51201774	51201924	id-29961	3.63e-05	+	TTCCCGCATGGATTTCCCAACTGAAGAGGGTGCTA	V_CTCF_BR	23
chr14	51240486	51240636	id-29962	2.89e-07	-	CCAGCCATTCCCAGGCAAGCCTCTAGATGGGGCTG	Upstream_CTCF	40
chr14	51244728	51244878	id-29963	3.83e-09	-	GAACACGTTGATCCTCTGGCCACCAGATGGCACTG	V_CTCF_BR	40
chr14	51295627	51295777	id-29964	1	+	NA	NONE	16
chr14	51322395	51322545	id-29965	1	+	NA	NONE	31
chr14	51327330	51327480	id-29966	1.32e-05	-	GTTGTGATTTTTAGATCAGACACGCGGGGGCAGCA	Upstream_CTCF	40
chr14	51405714	51405864	id-29967	1.54e-05	-	CTGCACTCCAGCCTGGCCGACAGAGGGAGACTGTG	UpstreamP1_CTCF	19
chr14	51410860	51411010	id-29968	3.97e-05	+	GTGCGGATCCAGCGCCCCACCAGGTGGTCGCGCAC	UpstreamP1_CTCF	19
chr14	51421637	51421787	id-29969	5.89e-08	+	TTGCAGAGACAGGCTGATACCAGCAGGTGGAAGAA	UpstreamP1_CTCF	40
chr14	51422193	51422343	id-29970	1	+	NA	NONE	26
chr14	51422613	51422763	id-29971	1.64e-07	-	CCTGTATTTCTAGGAGTCTCCAGGAGGTGTCTCCA	Upstream_CTCF	40
chr14	51424193	51424343	id-29972	1	+	NA	NONE	5
chr14	51466602	51466752	id-29973	2.53e-05	+	AGGAGGCCATTCTGTCCTGCCTTCAGAGGGCAGCA	V_CTCF_BR	8
chr14	51560668	51560818	id-29974	3.36e-05	+	AGGCACCTGCATTGCGCCCCCACTGGGATGCGCTG	UpstreamP1_CTCF	28
chr14	51596001	51596151	id-29975	3.65e-05	-	GGGTAAAGACCACCCTCAGCCGCTAGAGGCTGCCT	UpstreamP1_CTCF	27
chr14	51623882	51624032	id-29976	3.65e-05	+	GGGATATTGCCAAAGTTACCCACTAGGTGGACTAA	UpstreamP1_CTCF	38
chr14	51670247	51670397	id-29977	2.78e-06	-	GGGCTTGCTCCTGGGGCAGACACTAGAGGGAGATC	V_CTCF_BR	14
chr14	51686687	51686837	id-29978	2.38e-07	-	CTTGACTGGTGTTAAGGAGCCACTAGGTGGCAGAG	V_CTCF_BR	40
chr14	51706980	51707130	id-29979	5.52e-05	+	TTGCAGTTCCCCTGGCAGTCCTGGTGCTGTTGCTT	UpstreamP1_CTCF	23
chr14	51709371	51709521	id-29980	7.84e-05	+	GGAGGTTGAGGTTGCAGTGAGCCCAGATGGCGCCA	V_CTCF_BR	27
chr14	51750136	51750286	id-29981	3.66e-06	+	ACGTTATTCATACCTTTGCCCTCTAGAGGGAGCAA	UpstreamP1_CTCF	38
chr14	51759859	51760009	id-29982	1	+	NA	NONE	3
chr14	51769105	51769255	id-29983	3.28e-05	+	TTCTCATAAAGGGTTGCAGCCTGCAGGTGGCTATT	V_CTCF_BR	7
chr14	51795972	51796122	id-29984	1	+	NA	NONE	2
chr14	51836663	51836813	id-29985	2.93e-08	+	CTGCAATTATGATAGGCGGCCATCAGGGGGCATTT	UpstreamP1_CTCF	33
chr14	51862058	51862208	id-29986	1	+	NA	NONE	19
chr14	51865836	51865986	id-29987	3.4e-06	-	AATGCAATGTTTAAGGAAGGCAGAAGAGGGAGTGG	Upstream_CTCF	21
chr14	51891265	51891415	id-29988	6.48e-05	-	CAGTGATGCTGTGGGACTCCCTGAAGAGGGGGATG	UpstreamP1_CTCF	9
chr14	51895839	51895989	id-29989	1	+	NA	NONE	5
chr14	51920722	51920872	id-29990	1.85e-05	+	GCCGATGCCCCGCCAGCAGCCAGCAGGGAGGCCTC	Upstream_CTCF	2
chr14	51926906	51927056	id-29991	2.6e-06	+	TCAAGGAAACACACATGAACCACGAGAGGGAACTG	V_CTCF_BR	8
chr14	51939763	51939913	id-29992	3.81e-05	-	GGAAGCACAAGCAGCAGGACCGGCAGGGGCAGAAG	V_CTCF_BR	4
chr14	51996615	51996765	id-29993	1	+	NA	NONE	3
chr14	52019100	52019250	id-29994	8.02e-05	-	CCTGTGAAATCATTGCCAGCCCCTAGGGGCATCAG	Upstream_CTCF	35
chr14	52019566	52019716	id-29995	1.13e-05	-	TTGCATCCACTTACGACTTCCTGCAGGAGCCACTG	UpstreamP1_CTCF	5
chr14	52021797	52021947	id-29996	5.08e-07	+	GCATCATTTTACCAAAGGGCCACCAGATGGCTGTC	V_CTCF_BR	32
chr14	52050808	52050958	id-29997	2.59e-06	-	ATGCTGTATTCTAATGCTGCCACTAGGTGAGTGAC	UpstreamP1_CTCF	24
chr14	52065656	52065806	id-29998	1	+	NA	NONE	5
chr14	52118310	52118460	id-29999	3.8e-08	-	GTCCCGCGGAGGGGTGCGGCCACTTGGGGGCAGGA	V_CTCF_BR	31
chr14	52118721	52118871	id-30000	6.2e-10	-	CAGTCCCGCCGCCGCCCCGCCGGCAGGGGGCACAG	V_CTCF_BR	40
chr14	52119956	52120106	id-30001	3.16e-05	+	CACGAAATACTCCCTCTTGCCACAGGGTGTAGTTT	Upstream_CTCF	36
chr14	52146853	52147003	id-30002	1	+	NA	NONE	9
chr14	52171497	52171647	id-30003	8.19e-06	-	TTGAAGTTCCCAAGATCAGCCTGCAGGGCAAAGGC	UpstreamP1_CTCF	9
chr14	52182320	52182470	id-30004	1	+	NA	NONE	6
chr14	52193687	52193837	id-30005	1.84e-06	-	GTTCCGCCAAATGCTGTACACAGCAGGGGGCAGAC	V_CTCF_BR	5
chr14	52205644	52205794	id-30006	6.04e-07	+	CTCCAGTTTCAGCCACAGGCCTCTAGGGGCTAATG	UpstreamP1_CTCF	20
chr14	52217360	52217510	id-30007	2.27e-05	-	GACAACTTATACCCACAGTCCTCCAGGTGTCAGCG	V_CTCF_BR	25
chr14	52243110	52243260	id-30008	4.68e-07	-	CCAAACGACTCCCTTCTGACCACCAGAGGTCAGGC	V_CTCF_BR	40
chr14	52246923	52247073	id-30009	1.41e-08	-	TTGTTGTGGCGGCTCTCAACCACAAGATGGCAGCA	UpstreamP1_CTCF	40
chr14	52272380	52272530	id-30010	1.28e-06	-	AGCCTCTGCCAGCCTTGGGCCAGGAGGGGCAGCCG	V_CTCF_BR	19
chr14	52347717	52347867	id-30011	1.48e-05	+	TTTCAGTTCTCCTGTGTTACCAGCAGGCTCCTGCA	UpstreamP1_CTCF	9
chr14	52372413	52372563	id-30012	1	+	NA	NONE	10
chr14	52421542	52421692	id-30013	1	+	NA	NONE	12
chr14	52445924	52446074	id-30014	8.62e-10	-	GGCGCCTTCTGAGAACTGACCAGCAGAGGGCGCTC	V_CTCF_BR	40
chr14	52462981	52463131	id-30015	1	+	NA	NONE	38
chr14	52479586	52479736	id-30016	1	+	NA	NONE	5
chr14	52480907	52481057	id-30017	4.41e-06	-	GCATGTAAAGTGGATTTCTCCTGTAGGGGGCAGGG	V_CTCF_BR	39
chr14	52482482	52482632	id-30018	1.7e-05	-	CATGTAGTTTTCCAGTGGGTAGACAGAGGGCACCG	Upstream_CTCF	40
chr14	52510511	52510661	id-30019	9.27e-07	+	ATGCCAATCCCAAGCATGGCCACCAGGAGGCCAAG	UpstreamP1_CTCF	40
chr14	52535563	52535713	id-30020	1	+	NA	NONE	21
chr14	52536367	52536517	id-30021	3.45e-05	-	GTTTTCCCGGGGGAAGGTACTTCCAGAGGGTGGCC	V_CTCF_BR	19
chr14	52538525	52538675	id-30022	1	+	NA	NONE	31
chr14	52544095	52544245	id-30023	1.55e-05	+	TGAAGTAGGATATGAATGGCCCCAAGGGGTCACTC	V_CTCF_BR	12
chr14	52556110	52556260	id-30024	3.5e-05	-	GCGTTGTATCAGATTCTTTTCCCTAGGGGGAAGAC	UpstreamP1_CTCF	3
chr14	52591880	52592030	id-30025	1	+	NA	NONE	6
chr14	52598540	52598690	id-30026	3.09e-07	-	CCGTGGTCTTGGTGGTCGACCACTGGGGGGCAGAA	V_CTCF_BR	39
chr14	52613356	52613506	id-30027	3.28e-05	+	CTATTTGGCTCTCTGCTTGCCTGTAGATGGCGTAT	V_CTCF_BR	30
chr14	52739186	52739336	id-30028	8.5e-06	-	ATTTCAATGACTCCCAACTCCATCAGAGGGCGTTC	Upstream_CTCF	39
chr14	52766525	52766675	id-30029	1.56e-05	+	TGAGTTTTTTTATATTGCTCCTCTAGAGGGAGCAC	Upstream_CTCF	39
chr14	52837003	52837153	id-30030	1	+	NA	NONE	4
chr14	52844765	52844915	id-30031	5.51e-07	+	TGTGTTGGTTGGCCTTCAGCCAGGAGGTGGCGCTT	V_CTCF_BR	11
chr14	52867020	52867170	id-30032	5.17e-06	+	CTTGTAAAGCTGGCAGAAGCCAGCAGAGGCAGTAA	Upstream_CTCF	34
chr14	52883989	52884139	id-30033	1	+	NA	NONE	5
chr14	52889484	52889634	id-30034	1.23e-05	-	AATCACTTCTCCAAAGTTACCAGGAGAGGACTCTA	UpstreamP1_CTCF	9
chr14	52933095	52933245	id-30035	1.76e-05	+	AAGAAATTAAAAGCATCTTCCACAAGAGGGAGTCC	UpstreamP1_CTCF	35
chr14	52940422	52940572	id-30036	1.64e-05	-	AAGAATGTTTTTTACTCTGTCACAAGGTGGCAGCA	V_CTCF_BR	34
chr14	52993822	52993972	id-30037	1	+	NA	NONE	6
chr14	53014357	53014507	id-30038	1.84e-07	+	CCAGCACTGCCTTATGTGTTCAACAGGGGGTGGCA	Upstream_CTCF	15
chr14	53018423	53018573	id-30039	1	+	NA	NONE	38
chr14	53021039	53021189	id-30040	7.44e-05	-	CCAGCAATTCCCCATAAAAGAGAAAGGGGGTGTGA	Upstream_CTCF	19
chr14	53076272	53076422	id-30041	5.74e-05	+	GTCTACTGCAGTTGTCTCAGCACTGGAGGACGCTC	UpstreamP1_CTCF	4
chr14	53117632	53117782	id-30042	1.39e-05	+	TTCCCAGTGAATAAGATGAACGGCAGGGGGTGCAA	V_CTCF_BR	22
chr14	53145418	53145568	id-30043	1	+	NA	NONE	36
chr14	53162291	53162441	id-30044	1.47e-05	-	GGCACGTCCACAGGCTGGGTCGCGAGGTGGCGATC	V_CTCF_BR	10
chr14	53173097	53173247	id-30045	2.15e-05	-	AGAAAGGAGGCCAATGAGACCAGTAGGGGGTGGGT	V_CTCF_BR	12
chr14	53243711	53243861	id-30046	2.1e-05	+	CTGTTGTTTTGGAAAGCCAACTATAGCTGGCTGCA	UpstreamP1_CTCF	5
chr14	53269763	53269913	id-30047	7.6e-05	-	GTGCAGTTTGAAGCTCCAACCACTACAACACCCAA	UpstreamP1_CTCF	3
chr14	53290395	53290545	id-30048	1.93e-05	+	ACAAAAGTATTCCTTTTTACCTCTAGGTGGTGCTG	V_CTCF_BR	36
chr14	53308150	53308300	id-30049	8.34e-07	-	GAGCTGTGACTGCCACTGCACTCTGGGTGGCAGAG	UpstreamP1_CTCF	36
chr14	53340526	53340676	id-30050	7.44e-05	+	TATGTACTGCTTCCAACTGAGGCCCGGAGGGGCTG	Upstream_CTCF	5
chr14	53390870	53391020	id-30051	4.43e-05	+	GGAGAGGAAATGGAGATCAGCAGGAGGTGGCATCA	V_CTCF_BR	25
chr14	53417470	53417620	id-30052	1.93e-05	-	CGCTGTGTCTCGGGGCCGGCCGGCAGGTGAAGCCC	V_CTCF_BR	17
chr14	53417741	53417891	id-30053	3.28e-05	-	CAGGCTCGGACAGAGGGGGCGGGGAGAGGGTGGAG	V_CTCF_BR	6
chr14	53418456	53418606	id-30054	1.56e-05	-	CTTGCAAACTCCTGGGAGTCCAGTAGGAGTTGCTG	Upstream_CTCF	39
chr14	53421358	53421508	id-30055	1	+	NA	NONE	2
chr14	53427954	53428104	id-30056	5.12e-07	-	ATACAGTGACACCTCCCAGGCACCAGATGGCAATG	UpstreamP1_CTCF	39
chr14	53473770	53473920	id-30057	5.13e-05	+	CACTCTCCCACATGGTGCACCATAAGGGGGCACTC	V_CTCF_BR	10
chr14	53477891	53478041	id-30058	1	+	NA	NONE	15
chr14	53482423	53482573	id-30059	1	+	NA	NONE	1
chr14	53489256	53489406	id-30060	1	+	NA	NONE	4
chr14	53521736	53521886	id-30061	1.56e-06	-	GTTGCCTTAATGTAAAATACCACAAGGTGGCACTA	Upstream_CTCF	40
chr14	53618642	53618792	id-30062	2.2e-06	+	GCAGCAGCACCCGGCTCACCCAGGAGGCGCTACCC	Upstream_CTCF	35
chr14	53622223	53622373	id-30063	1.01e-05	-	GTGGCATTTCCCCAGTGAACCACAAGAGGATAATC	Upstream_CTCF	10
chr14	53647706	53647856	id-30064	1	+	NA	NONE	35
chr14	53684302	53684452	id-30065	3e-06	+	CTGCAGGTCCCCAGCCCTGCCACACGGGGAGGCGG	UpstreamP1_CTCF	40
chr14	53752588	53752738	id-30066	2.2e-06	-	ATTGCCCTTCCACATTCCACCACGTGAGGACACAA	Upstream_CTCF	26
chr14	53762814	53762964	id-30067	6.98e-07	+	GAAAAAAATATTTATCTGACCACCAGAGGGCGCTT	V_CTCF_BR	39
chr14	53773025	53773175	id-30068	2.77e-07	-	TTTGAGTTCCTCAGAGTGCCCAGCAGATGGCAGAA	UpstreamP1_CTCF	39
chr14	53792055	53792205	id-30069	6.9e-05	+	TCTTTACTGCCATCTAGCTTCAGTAAGGGGCACCC	Upstream_CTCF	35
chr14	53794470	53794620	id-30070	1	+	NA	NONE	11
chr14	53798730	53798880	id-30071	2.27e-06	+	AGAGAGCTTTTCCTGATGGGCTGCAGGGGGAGGCA	V_CTCF_BR	2
chr14	53865852	53866002	id-30072	4.88e-06	-	GAGAAAGTAATCATTTTGGCCACCGGGGGGCAAGT	UpstreamP1_CTCF	34
chr14	53879690	53879840	id-30073	5.08e-07	+	TAGACACCACTCTTAGCCCCCAGCAGAGGGCAGGC	V_CTCF_BR	40
chr14	53899104	53899254	id-30074	1.65e-07	+	AAGGAGTTCTACCTTCTGACCACTAGGTGACACCA	UpstreamP1_CTCF	39
chr14	53928408	53928558	id-30075	1	+	NA	NONE	1
chr14	53937165	53937315	id-30076	5.67e-06	-	CATGCAACCTAGTGAGACACCAGCTGGGGCAGCCA	Upstream_CTCF	11
chr14	53940331	53940481	id-30077	1	+	NA	NONE	19
chr14	54000298	54000448	id-30078	1	+	NA	NONE	1
chr14	54004556	54004706	id-30079	7.27e-06	-	TTTCACAAGGTTGGGATGTCCACATGAGGGCAGAA	V_CTCF_BR	25
chr14	54006322	54006472	id-30080	3.09e-07	+	GCTCACCATTGCAAATTGGCCAGCAGGTGTCACTG	V_CTCF_BR	40
chr14	54038777	54038927	id-30081	4.65e-05	-	ACAAAATGCGGAATGTGAGCCGCCTGGGGGAGAGA	V_CTCF_BR	3
chr14	54077796	54077946	id-30082	1	+	NA	NONE	19
chr14	54080574	54080724	id-30083	5.48e-05	+	CCTGCACTCCCCACAGGGGCCAGCCGAGCTTCAAA	Upstream_CTCF	12
chr14	54130514	54130664	id-30084	8.99e-05	+	GCCTGCTCTGTCCTTAGATCCACAAGGGGGCCCTA	V_CTCF_BR	36
chr14	54259741	54259891	id-30085	7.8e-08	+	CCTGTCCCAGTGATCACTGCCACCTGGGGGCAGCC	V_CTCF_BR	33
chr14	54277069	54277219	id-30086	4.34e-05	+	GAAGGAATGAAAAAGATCTCCACTAGAGGCATCAG	Upstream_CTCF	5
chr14	54396726	54396876	id-30087	8.16e-07	+	CCTGATTGGGGTCACCTGGCCACTAGGGGGCTTTA	V_CTCF_BR	40
chr14	54413506	54413656	id-30088	8.61e-08	-	AGGCCCGGCGGCGGCGGGGGCACCAGGGGGCGTCC	V_CTCF_BR	6
chr14	54421718	54421868	id-30089	3.16e-05	+	CCTGCGCGACCGTCCGCGCCCGGCAAGAGCCGCGC	Upstream_CTCF	17
chr14	54423294	54423444	id-30090	1	+	NA	NONE	14
chr14	54430477	54430627	id-30091	1	+	NA	NONE	35
chr14	54468292	54468442	id-30092	1	+	NA	NONE	22
chr14	54492498	54492648	id-30093	2.62e-07	+	GTCCAATATCATTATTCTGCCACCAGGTGGCTGGC	UpstreamP1_CTCF	37
chr14	54635332	54635482	id-30094	1	+	NA	NONE	2
chr14	54642163	54642313	id-30095	5.08e-07	-	ACAAAAATACTTTCTACAACCAGCAGGTGGCACTG	V_CTCF_BR	40
chr14	54659404	54659554	id-30096	1	+	NA	NONE	4
chr14	54679079	54679229	id-30097	5.34e-06	+	TTGCTTAAGGAGTCCCTGCCAAGCAGGGGGCAGTG	V_CTCF_BR	14
chr14	54688840	54688990	id-30098	1	+	NA	NONE	3
chr14	54774884	54775034	id-30099	1	+	NA	NONE	6
chr14	54795961	54796111	id-30100	4.71e-06	-	GATGTCATTCTCCATGGCTGCGGTAGAGGTCGCAG	Upstream_CTCF	40
chr14	54805553	54805703	id-30101	2.96e-05	-	TTCTTAAGACATGTTGTTGCCACTGGAAGGCAGTG	V_CTCF_BR	39
chr14	54814839	54814989	id-30102	1.34e-06	-	GCTGTAATCTAGACTCATAACTGTAGAGGGCGCTC	Upstream_CTCF	40
chr14	54815518	54815668	id-30103	1	+	NA	NONE	17
chr14	54816010	54816160	id-30104	1	+	NA	NONE	7
chr14	54833566	54833716	id-30105	7.55e-07	+	CAGCCAGAGCAGAGCAGAGCCTGTAGATGGAGCCA	V_CTCF_BR	40
chr14	54863426	54863576	id-30106	1.74e-07	+	CCTGCACTCTCCCAACTGGCGGGAGGAGGGCGCCC	Upstream_CTCF	35
chr14	54887327	54887477	id-30107	2.81e-08	-	CGTGTAGTTCCTAGGGCGGACAAAAGGTGGAGCAG	Upstream_CTCF	39
chr14	54908143	54908293	id-30108	7.97e-09	-	AGTGCAACGCAGACTCCGGCCATCAGAGGGCGCCG	Upstream_CTCF	40
chr14	54955137	54955287	id-30109	8.03e-07	+	CGAGTCCTCCCCCAAAACGCCGCCAGGTGGAAGAT	Upstream_CTCF	36
chr14	54955808	54955958	id-30110	1.28e-06	-	CAGCCAGGCAGAGCGTCCTCCTCTAGAGGGAGCAG	V_CTCF_BR	40
chr14	54960133	54960283	id-30111	1	+	NA	NONE	16
chr14	54970334	54970484	id-30112	1.55e-07	+	CAGCATTCCTGGCCTCTACCCACTAGAGGCCAGTA	UpstreamP1_CTCF	40
chr14	54976394	54976544	id-30113	8.62e-10	+	CGGGAGGGGCGTGGCGTGTCCGGCAGGGGGCGCCG	V_CTCF_BR	38
chr14	54976773	54976923	id-30114	4.23e-08	+	CAGAGTGGGGTCGCGACGAGCAGCAGGGGGCACCG	V_CTCF_BR	21
chr14	55022483	55022633	id-30115	2.19e-05	+	AGTTTTCTCATAATGGCAGCCAGCAGGGGACAGGC	Upstream_CTCF	31
chr14	55030833	55030983	id-30116	1.3e-07	+	GTGTAAGAACTACACTTTTCCAGTAGATGGCAGTA	UpstreamP1_CTCF	40
chr14	55031586	55031736	id-30117	1	+	NA	NONE	15
chr14	55031943	55032093	id-30118	8.9e-05	-	CTGCGGCTTCTGGCCTGGAGCGGAGGCGAGCGCCG	UpstreamP1_CTCF	21
chr14	55032345	55032495	id-30119	1.17e-05	+	ACCACATTCCCAAGGACAAGCAGCGGGTGGCAGCA	V_CTCF_BR	31
chr14	55033639	55033789	id-30120	3.36e-05	+	CTGCAGCCGCTCGGCTGCTTCTCTGGGAGGAGGAG	UpstreamP1_CTCF	40
chr14	55034588	55034738	id-30121	1	+	NA	NONE	16
chr14	55039155	55039305	id-30122	6.8e-06	-	CTGCCCTTAGAAGATAATGCCACCATGTGGCCAAA	UpstreamP1_CTCF	40
chr14	55109809	55109959	id-30123	2.1e-05	-	AGAGAAGTGAATTGAGTAAACAGCAGATGGCGTGC	Upstream_CTCF	39
chr14	55119697	55119847	id-30124	1	+	NA	NONE	9
chr14	55120520	55120670	id-30125	8.97e-05	-	TCTGTAAGATTCCCCGGCTAAGACAGAGGGCAGTA	Upstream_CTCF	5
chr14	55120958	55121108	id-30126	8.33e-05	+	CTGGTAGTAGCCACTGGGGACTGAGGGAGTCACGG	Upstream_CTCF	12
chr14	55142621	55142771	id-30127	2.96e-05	+	AGGCTAAAAAAGAATCCTTCCACGGGAGGGCTCCC	V_CTCF_BR	4
chr14	55158391	55158541	id-30128	5.34e-06	-	TGTCCTCCTGGGGCACAGCCCTGTAGAGGGAGCTA	V_CTCF_BR	40
chr14	55182080	55182230	id-30129	1	+	NA	NONE	28
chr14	55189646	55189796	id-30130	1	+	NA	NONE	37
chr14	55191618	55191768	id-30131	4.1e-06	+	ACAGCATCACAGGCAATTGGCTCTAGGAGGGGCTG	Upstream_CTCF	1
chr14	55234885	55235035	id-30132	3.42e-05	-	TTTGGACTGCACAGACCGGCCGTTTGGTGGTGGTA	Upstream_CTCF	0
chr14	55240048	55240198	id-30133	4.11e-08	-	AATGTTTTACCTCCAGTGGCCACAAGATGGAAGAG	Upstream_CTCF	39
chr14	55240835	55240985	id-30134	2.89e-09	-	TTGTGCACAGGTCACACAGCCAGCAGGGGGCAGCG	V_CTCF_BR	40
chr14	55249585	55249735	id-30135	1.93e-05	+	TGAAGGAGCAGGCAAGTGGCCTGCAGGGGGACCCC	V_CTCF_BR	35
chr14	55252247	55252397	id-30136	1	+	NA	NONE	0
chr14	55272629	55272779	id-30137	5.23e-10	-	CTGAGTGGGAAGACACTGACCACCAGAGGGCGCCA	V_CTCF_BR	40
chr14	55280961	55281111	id-30138	1	+	NA	NONE	32
chr14	55307592	55307742	id-30139	5.65e-05	+	GTCAGATGGGTATAGAGGAAAACAAGATGGCGCCA	V_CTCF_BR	3
chr14	55348291	55348441	id-30140	7.49e-05	-	TGCGGCAGCTCTGTGCACTCCAGCAGATGGTGTGA	V_CTCF_BR	10
chr14	55359987	55360137	id-30141	6.47e-09	-	ACTGCAGTGTTAAAACTCACCAGGAGAGGGCAACT	Upstream_CTCF	40
chr14	55369022	55369172	id-30142	5.28e-05	+	ACTGCATGGCCGAGGCCGCCCTCCAGGGCGTCTTG	Upstream_CTCF	23
chr14	55369605	55369755	id-30143	1.39e-07	+	CCTCCCGCCCCCGGGGTCCCCAGCAGGGGTCGCGG	V_CTCF_BR	24
chr14	55369793	55369943	id-30144	5.38e-05	-	CAATGCAGCGCCCTCTTGGCCTGAAGAGGGGGCGA	V_CTCF_BR	24
chr14	55448588	55448738	id-30145	1.56e-06	-	ATGAAATTATTATTATCTTCCAGCAGGTGGCATAG	UpstreamP1_CTCF	29
chr14	55493795	55493945	id-30146	1.21e-06	+	GCGCAGGTCCCGACAGAGGTCGCCGGGTGGTGGCG	UpstreamP1_CTCF	22
chr14	55518229	55518379	id-30147	6.04e-09	+	GCCGCAGTACCGCCAGGGGCCTGCGGGAGGCGCAC	Upstream_CTCF	40
chr14	55549225	55549375	id-30148	1	+	NA	NONE	14
chr14	55556393	55556543	id-30149	1.05e-08	+	CATGCAAGTGTAGCATTGGCCAGAAGAGGGCACTG	Upstream_CTCF	40
chr14	55568662	55568812	id-30150	1	+	NA	NONE	2
chr14	55577994	55578144	id-30151	1	+	NA	NONE	20
chr14	55598608	55598758	id-30152	1	+	NA	NONE	20
chr14	55600337	55600487	id-30153	7.6e-05	-	TTGCATTTCCACTGTTTCAACACCACCTCGGAGGG	UpstreamP1_CTCF	31
chr14	55604293	55604443	id-30154	4.31e-05	-	GAGGATTTCTCAGCTCCTGCCGGCAGAGTCCACTC	UpstreamP1_CTCF	20
chr14	55604997	55605147	id-30155	1.92e-05	-	ATGCCATCTCACCAGTGGCCCAGCAGGGGCGCCAT	UpstreamP1_CTCF	39
chr14	55613111	55613261	id-30156	1	+	NA	NONE	9
chr14	55627827	55627977	id-30157	8.91e-07	-	TTTGTAATTCTGCCTGTTATCACCAGGTGTCTCTC	Upstream_CTCF	39
chr14	55679885	55680035	id-30158	1.27e-06	+	TTGCAGTACAGCAGGCTTACCATATGGTGGCACCC	UpstreamP1_CTCF	39
chr14	55712513	55712663	id-30159	1.64e-05	+	CAGGCCTCCATTTCCAACTCCACTAGGAGGCACTG	V_CTCF_BR	40
chr14	55737927	55738077	id-30160	1.87e-09	+	CCCTTCCCGCCCCCAGTGTCCGGCAGGGGGCGCCG	V_CTCF_BR	39
chr14	55764724	55764874	id-30161	3.42e-05	-	ACCTGAGTTTCACAAACACTCAGCAGAGGGCGTGG	Upstream_CTCF	19
chr14	55817327	55817477	id-30162	1.56e-06	+	ATGCACCATCTGCAACGATCCACCAGGGCGAAGAA	UpstreamP1_CTCF	12
chr14	55820729	55820879	id-30163	1	+	NA	NONE	6
chr14	55821461	55821611	id-30164	3.65e-05	+	CTTCAGGGCCCCCTAGTGCCAAGCTGGTGAAAACA	UpstreamP1_CTCF	40
chr14	55844078	55844228	id-30165	1.06e-05	+	TGTGCAGGAAACAGGGCAGACACTAGGTAGGGCTA	Upstream_CTCF	24
chr14	55883688	55883838	id-30166	6.43e-06	+	GGAGTATACCATCTGGAGGCCCCTGGGGGGCGCCC	V_CTCF_BR	40
chr14	55891947	55892097	id-30167	2.43e-06	+	CAACACTGGGGAGACCATGACACTAGGGGGAGCCC	V_CTCF_BR	14
chr14	55896975	55897125	id-30168	2.81e-05	-	TGTATGTAGTAACGAATACCCAAGAGGGGGCAGTG	V_CTCF_BR	40
chr14	55904919	55905069	id-30169	4.58e-08	+	GTGTTCTGTTACTACAAGTCCAGCAGGTGGCAGGG	UpstreamP1_CTCF	39
chr14	55907241	55907391	id-30170	1.04e-07	+	GCGGCCCTCGGCCCAGGTTCCTGCAGAGGGCGCGA	V_CTCF_BR	26
chr14	55912982	55913132	id-30171	5.68e-06	+	GGATGTTGAGAAACATTGTTCACTAGGGGGCGCAC	V_CTCF_BR	40
chr14	55986316	55986466	id-30172	1	+	NA	NONE	17
chr14	55999717	55999867	id-30173	1.38e-07	-	CCTGCCATTCCTCAATAGGACACAAGGGGCCTGTG	Upstream_CTCF	39
chr14	56039527	56039677	id-30174	1	+	NA	NONE	2
chr14	56045408	56045558	id-30175	5.08e-05	-	GATGCATTGTCTTATTTTAACTCCAGAGGCGTCCT	Upstream_CTCF	7
chr14	56172610	56172760	id-30176	1	+	NA	NONE	4
chr14	56174169	56174319	id-30177	2.12e-06	+	TGGCATTTCACATATCCAATCACTAGGGGGAGGCA	UpstreamP1_CTCF	40
chr14	56188153	56188303	id-30178	1	+	NA	NONE	22
chr14	56198726	56198876	id-30179	3.18e-06	+	CATGCTCAAAAATGCTTTACCAAAAGGGGGCGCCC	V_CTCF_BR	39
chr14	56216787	56216937	id-30180	9.25e-06	+	CACAGGTATTGTCCAAGGACTTCCAGGGGGCAGTG	V_CTCF_BR	9
chr14	56232873	56233023	id-30181	1.84e-05	-	AACTACTTAGCCACGATGGCCGCCAGGCGGCCCAG	UpstreamP1_CTCF	3
chr14	56269831	56269981	id-30182	1	+	NA	NONE	29
chr14	56298938	56299088	id-30183	1	+	NA	NONE	11
chr14	56310569	56310719	id-30184	6.46e-07	+	TTATTTTGTAAAACCATGTCCAGCAGAGGGCACAA	V_CTCF_BR	34
chr14	56331609	56331759	id-30185	3.28e-07	+	TTGAAGTTTGGGGTTTGATCCACTAGGTGGCACTT	UpstreamP1_CTCF	32
chr14	56341572	56341722	id-30186	1	+	NA	NONE	10
chr14	56355030	56355180	id-30187	3.03e-05	+	GCTGGCTTACTAGATTCTGCCAATGGGAGGTAGTG	Upstream_CTCF	4
chr14	56552318	56552468	id-30188	8.21e-06	-	GATCTTGTCATAAGAATACCCGGCAGAGGGAGCAA	V_CTCF_BR	15
chr14	56584346	56584496	id-30189	2.81e-05	+	TCCCCCCGCCACCCCCCAAAAGCCAGGTGGAGCTC	V_CTCF_BR	13
chr14	56585041	56585191	id-30190	1.27e-06	-	CGGCAACAAATGGGACCCGGCAGCAGGGGGACCTG	UpstreamP1_CTCF	33
chr14	56587067	56587217	id-30191	1	+	NA	NONE	17
chr14	56601855	56602005	id-30192	1	+	NA	NONE	8
chr14	56617802	56617952	id-30193	1	+	NA	NONE	14
chr14	56635098	56635248	id-30194	4.17e-05	-	CTGGCAGTACTCCTCATGGCCTAGGGTGGCAGTGG	Upstream_CTCF	4
chr14	56684148	56684298	id-30195	1.18e-05	+	GTCCGGCTTGGCCAGGGGTCCACCAGAGGTCCCCC	UpstreamP1_CTCF	4
chr14	56691005	56691155	id-30196	1	+	NA	NONE	14
chr14	56714329	56714479	id-30197	6.98e-07	+	AGACAGAATTCTGTAGTTGCCACCAGAGGGCTCCT	V_CTCF_BR	38
chr14	56747704	56747854	id-30198	4.73e-07	-	GTTGCACCAATTCACAGTCCCACCAGGGGGACCAA	Upstream_CTCF	29
chr14	56760970	56761120	id-30199	5.12e-06	-	GCGCACTACCTCGGACTGCCCACAGGCAGGTGCAA	UpstreamP1_CTCF	27
chr14	56801329	56801479	id-30200	1	+	NA	NONE	4
chr14	56806927	56807077	id-30201	7.8e-08	-	TATGCAAGAGGGCCCTCAGCCGGCAGATGGCACTA	V_CTCF_BR	40
chr14	56818821	56818971	id-30202	4.5e-05	+	ATGCCATTGAAGTATATGGCCTATTGGTGGCTCCC	UpstreamP1_CTCF	9
chr14	56857692	56857842	id-30203	3.97e-05	+	AGGGATGACTTGGCAATGACCAGCAGGTGTCCCTG	UpstreamP1_CTCF	19
chr14	56889431	56889581	id-30204	2.86e-06	-	AAGCTATAGGACATTTCTAACACAAGGGGGCAGCT	UpstreamP1_CTCF	40
chr14	56941262	56941412	id-30205	9.11e-08	-	TCTGCAGTATTAACTTTGGTCAAAAGATGGCAGCA	Upstream_CTCF	39
chr14	56949104	56949254	id-30206	1.09e-06	-	GGTGTTGTTTTGTTACGCAACTGCAGAGGGCACCA	Upstream_CTCF	36
chr14	56953909	56954059	id-30207	1.17e-05	-	TCTGGTGAAAATAACTGAGCCAATAGAGGGAGCTA	V_CTCF_BR	37
chr14	56957229	56957379	id-30208	2.19e-05	+	CACTATTTATCATATCATGCCGCTAGAGGGCAATA	UpstreamP1_CTCF	38
chr14	56958152	56958302	id-30209	1.05e-08	+	GATGCACTATTCCCAGTGACCTCAAGATGGCAGTG	Upstream_CTCF	40
chr14	57019446	57019596	id-30210	8.13e-06	+	ATTGCTGTCCCCTGCAGGGCGAGAAGAGAGAAGAC	Upstream_CTCF	16
chr14	57022784	57022934	id-30211	1	+	NA	NONE	40
chr14	57046141	57046291	id-30212	8.91e-07	+	TGTGCAGTTCCACCCCGCACCGTAGGGGGCAGGAG	Upstream_CTCF	40
chr14	57046471	57046621	id-30213	1	+	NA	NONE	5
chr14	57052436	57052586	id-30214	2.31e-06	-	AGTGTAATTGCCAGTTTAGCCACCAGCGTGAACAA	Upstream_CTCF	11
chr14	57057495	57057645	id-30215	1.69e-05	+	ATGGAGCTTGGAGCTGTCACCAGTAGGGGATTGTG	UpstreamP1_CTCF	6
chr14	57126787	57126937	id-30216	2.94e-06	+	CTTGCCTTGTGTACTCTATCCAGTAGAGGGCATAG	Upstream_CTCF	40
chr14	57153321	57153471	id-30217	2.15e-05	+	AGCCAGCCCTCTGTGCCAACTGGCAGAGGGTGCTC	V_CTCF_BR	16
chr14	57182783	57182933	id-30218	8.91e-07	+	TGTGCAAATTCAAGGCGCACCAGTAGGGGCAAACA	Upstream_CTCF	18
chr14	57218309	57218459	id-30219	2.58e-07	+	GTAGCAATGCCAACAGCGTCCTCCAGGAGTCTCTG	Upstream_CTCF	13
chr14	57263062	57263212	id-30220	2.27e-05	-	TGCCAGGGAAGCCAGGCTATCACTAGGGGGAGGGT	V_CTCF_BR	2
chr14	57302057	57302207	id-30221	2.81e-05	+	GCCGATAGCACCCTGCTGACCTGAAGAGGGAGTTT	V_CTCF_BR	3
chr14	57311442	57311592	id-30222	2.6e-06	+	TGAGGCGGCAGCAGCGTGGCCAGCAGGAGGAGTTG	V_CTCF_BR	2
chr14	57341248	57341398	id-30223	1	+	NA	NONE	31
chr14	57420805	57420955	id-30224	5.13e-05	-	AATGAACATGTCATTTGTCTCACCAGAGGGAGCTC	V_CTCF_BR	2
chr14	57518478	57518628	id-30225	4.51e-05	-	CTTGCTCTCGGAAAGGCTACAGGTAGGAGGCGACG	Upstream_CTCF	7
chr14	57528180	57528330	id-30226	1	+	NA	NONE	2
chr14	57533727	57533877	id-30227	1.73e-05	+	GCTGCAGAAAGGGCCGGCAAAGGCAGAGGGCGCCA	V_CTCF_BR	39
chr14	57606003	57606153	id-30228	3.45e-05	-	GATGGCGCTTGCGTGCTTGCTTCTGGGTGGCGCAG	V_CTCF_BR	2
chr14	57649636	57649786	id-30229	9.62e-05	-	TTGTACATCTGTTCCTCGGCCTCTGAGAGGCAGTG	UpstreamP1_CTCF	40
chr14	57655957	57656107	id-30230	1.54e-05	-	GTTTTATTCCAAATAGACAACAGCAGATGGTAACA	UpstreamP1_CTCF	35
chr14	57669533	57669683	id-30231	3.41e-08	-	AATGTATTTTCAATTTTTGCCACAAGGGGGAGAAG	Upstream_CTCF	16
chr14	57735316	57735466	id-30232	5.17e-06	-	TGTGAAGCGGAGACGGCATCCAGTGGGGGGCGAGC	Upstream_CTCF	27
chr14	57735821	57735971	id-30233	1	+	NA	NONE	34
chr14	57761074	57761224	id-30234	8.81e-07	-	ACTAATTATCTCTTTATAACCTGCAGAGGGCACCC	V_CTCF_BR	34
chr14	57784064	57784214	id-30235	4.14e-06	-	CTTCCCCGGACTCAAGCTTCCGGTAGGGGGTGCTG	V_CTCF_BR	40
chr14	57845505	57845655	id-30236	9.84e-05	-	AATGACTTAACTAGAGAAAACACAAGAGGGCAATC	V_CTCF_BR	16
chr14	57857452	57857602	id-30237	6.82e-05	+	GCTGGGCGGCGCTGAAGAGCGGGGGGGTGGCGGGG	V_CTCF_BR	13
chr14	57902760	57902910	id-30238	8.33e-05	-	AAGGCAAAAATTCAAAAGATCACTAGAGGCCACTA	Upstream_CTCF	6
chr14	57946936	57947086	id-30239	4.7e-05	+	TATGCTTCATTCTCTCTAACCACAAGATGAGGCTA	Upstream_CTCF	4
chr14	57953595	57953745	id-30240	1.28e-06	+	CACTATTCCTTCACAAAAGCCACTAGATGGCAGCA	V_CTCF_BR	40
chr14	57993780	57993930	id-30241	2.38e-07	+	TGAGTTAGTTGGCCCTTGGCCAGGAGGTGGCGCTT	V_CTCF_BR	16
chr14	58000045	58000195	id-30242	1.09e-07	+	AATTCAAGTCCCAGTTTGGCCACTAGATGGCTGTG	Upstream_CTCF	39
chr14	58041746	58041896	id-30243	4.65e-05	-	AGACAGATTTTTCAGAAGCCGAGCAGGTGGCACCA	V_CTCF_BR	24
chr14	58104107	58104257	id-30244	2.1e-05	-	AGAGAAGCACTTCCCTTCGCCACCACAGGGCCAGG	Upstream_CTCF	1
chr14	58159513	58159663	id-30245	3.11e-05	+	ATTTGTGTGCAAATCTCTACCTACAGGTGGAGCTA	V_CTCF_BR	39
chr14	58175949	58176099	id-30246	1.08e-08	-	CTGTTATGCCTGGACAGTGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	22
chr14	58178927	58179077	id-30247	1	+	NA	NONE	9
chr14	58249948	58250098	id-30248	1	+	NA	NONE	21
chr14	58304096	58304246	id-30249	8.58e-06	+	CTGTAGTTCTCCTAGTGCTCCAATAGGGGAGCATA	UpstreamP1_CTCF	17
chr14	58312986	58313136	id-30250	1	+	NA	NONE	7
chr14	58338340	58338490	id-30251	2.18e-07	-	TCACACAGCCCCACTACAACCACAAGGGGGCAGGA	V_CTCF_BR	39
chr14	58351024	58351174	id-30252	1.24e-05	-	TGGATATTTGTAGATTGTGCCACCAGAGGGAGTGG	V_CTCF_BR	30
chr14	58359848	58359998	id-30253	1	+	NA	NONE	1
chr14	58481606	58481756	id-30254	2.34e-06	-	CTGCACCATCTTGCCTCCTCCACTAGGTGCTCATA	UpstreamP1_CTCF	22
chr14	58486125	58486275	id-30255	1.55e-05	-	CTACACCTGGGACTCGTATACACAAGAGGGTGCTG	V_CTCF_BR	15
chr14	58532859	58533009	id-30256	1	+	NA	NONE	3
chr14	58539422	58539572	id-30257	1.27e-06	-	TGGCTCTTCCTTGAACTCAGCAGTAGGTGTCGCTG	UpstreamP1_CTCF	40
chr14	58574789	58574939	id-30258	5.96e-07	+	GAGGATGTGCAGCGACTCTCCAGCAGATGGCTCTC	V_CTCF_BR	40
chr14	58596047	58596197	id-30259	4.3e-06	-	ATTTTAATATCTTCCTTTTTCACTAGGGGGCAGGA	Upstream_CTCF	34
chr14	58598298	58598448	id-30260	2.5e-05	+	GGGTTCCCCCACCATTATTCCAGGAGGTGTCACTG	UpstreamP1_CTCF	18
chr14	58618850	58619000	id-30261	2.97e-06	+	ACTCCCTCCGCTGTCTGGGACGCTAGGGGGAGGGC	V_CTCF_BR	20
chr14	58633220	58633370	id-30262	1.15e-07	-	TTGGCCACGGCATTCCAAACCACTAGAGGGCGCCC	V_CTCF_BR	40
chr14	58711293	58711443	id-30263	1	+	NA	NONE	24
chr14	58725052	58725202	id-30264	1.1e-05	+	GCTGTGGCCATACCACTGTACTCTAGCTGGCGCAA	V_CTCF_BR	24
chr14	58739323	58739473	id-30265	4.5e-05	-	GAGTGACACTGGCATGAGTCCACTAGAGGGTGTGT	UpstreamP1_CTCF	37
chr14	58764564	58764714	id-30266	1	+	NA	NONE	22
chr14	58829646	58829796	id-30267	6.43e-06	-	TGGACATCTTAAACATTTGTCAGCAGATGGCAGTA	V_CTCF_BR	39
chr14	58862549	58862699	id-30268	1.55e-08	-	AGCGTTGGGCGCGGGCCGGCCGGCAGGGGGCGTCG	V_CTCF_BR	39
chr14	58868414	58868564	id-30269	1.19e-06	-	TTCATGAAGGCGACCATGGCCACAAGATGGCATCA	V_CTCF_BR	27
chr14	58881671	58881821	id-30270	2.2e-06	+	GCTGTAATGTCAGTGGAGGCCACATGGGGAGAGTA	Upstream_CTCF	19
chr14	58934379	58934529	id-30271	1	+	NA	NONE	5
chr14	58949177	58949327	id-30272	1	+	NA	NONE	6
chr14	58958406	58958556	id-30273	5.08e-05	-	AAAGTAATGCCACAGTGTGGCAATGGGGGCAAAGC	Upstream_CTCF	2
chr14	58968057	58968207	id-30274	1.73e-08	+	ATGCAGTTAAACAGAGTTAACACTAGGTGGCTCTC	UpstreamP1_CTCF	40
chr14	59041484	59041634	id-30275	1	+	NA	NONE	32
chr14	59051033	59051183	id-30276	1	+	NA	NONE	7
chr14	59104762	59104912	id-30277	1.93e-05	-	CAGGGCGCTAGGGCTGCGGCCGCGGGTGGGCTCAT	V_CTCF_BR	8
chr14	59105436	59105586	id-30278	1.47e-05	+	GGCGACCTCGCGCGGATTGCGGGAAGGGGGTGGCC	V_CTCF_BR	11
chr14	59105697	59105847	id-30279	1	+	NA	NONE	19
chr14	59106732	59106882	id-30280	1.04e-05	+	GTTTTTCCAGCAATAGGAAGCACTAGGTGGCAGTG	V_CTCF_BR	40
chr14	59108347	59108497	id-30281	7.11e-06	+	CCAGCACCTGCTTTTGCAGCCCCTTGGAGGCGACC	Upstream_CTCF	37
chr14	59135712	59135862	id-30282	4.01e-05	+	CTCACATTCTAAGTAGCTGACAGCAGGAGGTGCTG	V_CTCF_BR	4
chr14	59159183	59159333	id-30283	1	+	NA	NONE	5
chr14	59219891	59220041	id-30284	1	+	NA	NONE	2
chr14	59239945	59240095	id-30285	3.42e-05	+	GTAGTTCTTAACCCACAGGCCACCTGGAGGGGTTC	Upstream_CTCF	7
chr14	59262227	59262377	id-30286	1	+	NA	NONE	1
chr14	59293706	59293856	id-30287	6.67e-08	-	CTGCAATTTTACCTAGCTACCACTAGGTGGATAGT	UpstreamP1_CTCF	31
chr14	59327320	59327470	id-30288	7.09e-08	-	TGGCAGTGACCCGACCCCACCAGCAGAGGGGCATC	UpstreamP1_CTCF	12
chr14	59351294	59351444	id-30289	9.4e-06	+	ATGCTGTGAAGTTATACTGCCTCTAGCTGACGGAT	UpstreamP1_CTCF	38
chr14	59408475	59408625	id-30290	1	+	NA	NONE	2
chr14	59414614	59414764	id-30291	7.27e-06	-	AAGAGCCAGGTCAAGCGGCACTGGAGGGGGCGCTG	V_CTCF_BR	25
chr14	59436744	59436894	id-30292	2.01e-05	-	GTGGAGAGCTCCAAAGCCCCAGCCAGGTGGAGGCC	UpstreamP1_CTCF	1
chr14	59470864	59471014	id-30293	1.61e-05	-	GTGCTGGGAGAGTGGCTTGCCTAGAGAGGGCATAG	UpstreamP1_CTCF	27
chr14	59485818	59485968	id-30294	3.56e-06	-	AAAGCATAGCTGCACCCGGCCACCAGGGTGCAGGT	Upstream_CTCF	40
chr14	59487226	59487376	id-30295	1	+	NA	NONE	40
chr14	59488988	59489138	id-30296	1.09e-06	+	GTTGTAGGGTTTAGAGCAGCCACAGGGTGGCACAA	Upstream_CTCF	34
chr14	59495407	59495557	id-30297	7.49e-07	+	TTGTTAGGACCCCGGGAAGCCACAGGAGGGCAGCA	UpstreamP1_CTCF	40
chr14	59522268	59522418	id-30298	3.22e-09	-	ATGTAGTGCCAAGGCTTGGCCTCCAGATGTCAGTA	UpstreamP1_CTCF	39
chr14	59590825	59590975	id-30299	2.96e-05	-	GACGTTTAACTTCAAATATCCAGTAGAGGGCATGA	V_CTCF_BR	37
chr14	59593974	59594124	id-30300	1.59e-06	+	GAAAGATGACATGTATCTACCAGAAGGTGGCAGTG	V_CTCF_BR	40
chr14	59600037	59600187	id-30301	5.08e-05	+	TGGTCAGCTCCACAGTTTGGAGGAAGGGGGCAGTA	Upstream_CTCF	31
chr14	59656088	59656238	id-30302	4.17e-05	-	GCGGTGCCTCACAACCGGGTCCGCAGGCGGCGCAG	Upstream_CTCF	31
chr14	59657233	59657383	id-30303	1	+	NA	NONE	34
chr14	59666073	59666223	id-30304	2.28e-05	+	ACTTTAAACTGGAGTCTGACCACCAGGGGGTCCAC	Upstream_CTCF	31
chr14	59721222	59721372	id-30305	8.71e-06	+	CTCACAGACTAGCAACAGGTCAGCAGGGGGAGGGC	V_CTCF_BR	11
chr14	59729971	59730121	id-30306	1.09e-06	+	GGTGTTGTTCTCTCTGTGCCCTGCAGGGCGCACAC	Upstream_CTCF	35
chr14	59744570	59744720	id-30307	8.89e-06	-	TCTGTGGTTTCAGGCATCCACAGGGGAGGGGAGGG	Upstream_CTCF	12
chr14	59760544	59760694	id-30308	9.31e-05	-	TTCTTAATATTAACGATGGCCACTATGGGGCTCTA	Upstream_CTCF	5
chr14	59781067	59781217	id-30309	4.7e-06	-	CACCTGAACACTGAGCCCAGCAGAAGATGGCACTG	V_CTCF_BR	5
chr14	59797292	59797442	id-30310	2.6e-06	+	CTGAGCATAAGCAAGTCAAGCAGCAGGTGGCGGAC	V_CTCF_BR	9
chr14	59822002	59822152	id-30311	2.96e-05	+	GTAAGTATGAGATCTTCCAACACTTGGGGGAGCCA	V_CTCF_BR	4
chr14	59828353	59828503	id-30312	7.44e-06	+	TCTGCAGATGCAGCTGCCAGCGAGAGAGGGGGCAG	Upstream_CTCF	9
chr14	59889338	59889488	id-30313	9.25e-06	-	GTTTCTATCAAAGAAAAGGACAGTAGATGGCACCA	V_CTCF_BR	31
chr14	59892156	59892306	id-30314	1	+	NA	NONE	29
chr14	59895579	59895729	id-30315	5.92e-05	-	TGATTATCCTTCTACATGCCAGGCAGGGGGAGCTG	V_CTCF_BR	31
chr14	59911045	59911195	id-30316	5.72e-07	-	CTGAAATACTGCTGATTCCCCACAAGGAGGCTCCA	UpstreamP1_CTCF	40
chr14	59950586	59950736	id-30317	7.42e-09	+	GACGCGGGCCTCGCGGGTGCCCGCAGGGGGCGCCG	V_CTCF_BR	40
chr14	59950821	59950971	id-30318	3.36e-05	+	CGCATGTAGCGCCGCTTGGCCAGCAGGGTGGGCCC	UpstreamP1_CTCF	3
chr14	59974174	59974324	id-30319	6.47e-09	+	GCTGCAGTGACTATCATGGCCAGAAGAGGACAGTA	Upstream_CTCF	40
chr14	59978739	59978889	id-30320	1.28e-08	+	CCTGCAATCACCCAGCTTTCCACTGGGGGGCACTT	Upstream_CTCF	40
chr14	60036970	60037120	id-30321	1.64e-05	-	GGCACAATGTTCAGCTTTGTCAGCAGAGGGCATAG	V_CTCF_BR	36
chr14	60043508	60043658	id-30322	4.38e-09	-	TACCTACTAGAGGTGCGGGCCACGAGGGGGCGCCC	V_CTCF_BR	40
chr14	60049625	60049775	id-30323	3e-06	+	ATGTATTATACAAAAGAGACCTATAGGTGGCGCCA	UpstreamP1_CTCF	23
chr14	60050675	60050825	id-30324	2.23e-06	-	ATTTATTACCAAGCAGCTACCAGCAGGGAGCAGCC	UpstreamP1_CTCF	26
chr14	60098102	60098252	id-30325	6.73e-07	+	GTGTCATCTTTGGGATTGACCACTGGGGGGCAATG	UpstreamP1_CTCF	38
chr14	60099190	60099340	id-30326	3.88e-07	+	GAGATCTTTAGAGCTGTGGCCACTAGGAGGCACTG	UpstreamP1_CTCF	40
chr14	60123061	60123211	id-30327	1.17e-05	+	AAATTGGAATAAGATTCCTCCTCCAGGTGGCTGCA	V_CTCF_BR	11
chr14	60155270	60155420	id-30328	1.05e-08	-	TGTGCAGTTCAACCTCAAGCCAGTAGATGGTGCCT	Upstream_CTCF	40
chr14	60174621	60174771	id-30329	7.27e-06	+	GTAGAATGCCATGAAACTTACAGCAGATGGCACTA	V_CTCF_BR	15
chr14	60183682	60183832	id-30330	4.43e-05	+	TTGAATATTTTCATGGCAACCACTGGATGGCAATA	V_CTCF_BR	12
chr14	60253871	60254021	id-30331	1	+	NA	NONE	6
chr14	60296802	60296952	id-30332	1	+	NA	NONE	2
chr14	60349821	60349971	id-30333	9.25e-06	+	TAGACGCTTCTAATGTCCTCCAGTAGGGGGTGGGA	V_CTCF_BR	39
chr14	60364608	60364758	id-30334	2.58e-05	-	TATTGAATTCCACCTAGAAACAGGTGGGGGCAGTG	Upstream_CTCF	39
chr14	60385568	60385718	id-30335	1.22e-07	-	TCTGTAGTGCTTCTTTCTGTCACCAGATGGCCACC	Upstream_CTCF	37
chr14	60385983	60386133	id-30336	1	+	NA	NONE	19
chr14	60386931	60387081	id-30337	1.55e-07	-	GGTGATGTACGCCCGAAGGCCACCAGGTGACGGAT	Upstream_CTCF	6
chr14	60431843	60431993	id-30338	1.1e-06	+	CGGAATTTTATGCGTATGGCCAGGTGAGGGCAGCA	V_CTCF_BR	40
chr14	60531332	60531482	id-30339	4.24e-07	+	TATGCAGTTCTTAAGATGTCCAGAAGATGTCTTTG	Upstream_CTCF	37
chr14	60546578	60546728	id-30340	4.01e-05	+	TCTGGCAGCCATTTGTCTGCCACTAGGGGAGACTC	Upstream_CTCF	36
chr14	60631438	60631588	id-30341	4.34e-05	+	AAAGGAGTTTCCCTTACAAACGCAGGGGGACGCTC	Upstream_CTCF	37
chr14	60632126	60632276	id-30342	1	+	NA	NONE	37
chr14	60651169	60651319	id-30343	1.17e-05	-	AGTAACAAATACAAATCATCCAGTAGAGGGCGATG	V_CTCF_BR	39
chr14	60654945	60655095	id-30344	1.18e-05	+	CAGCATCCTTGGACTTAACCCACTAGATGTCAGTA	UpstreamP1_CTCF	33
chr14	60662001	60662151	id-30345	1.41e-06	+	ATGCAGTATTGACTGAGAAACTCAAGAGGGAGGCA	UpstreamP1_CTCF	20
chr14	60700101	60700251	id-30346	4.23e-06	+	GAGCTACAGCATCAGCTTTCCTGTAGATGGCAGAA	UpstreamP1_CTCF	18
chr14	60733216	60733366	id-30347	2.43e-06	+	GAAGGGATTCAGCTACCCACCACTGGAGGGCAGGA	V_CTCF_BR	40
chr14	60739047	60739197	id-30348	1	+	NA	NONE	15
chr14	60756538	60756688	id-30349	5.17e-06	+	TGAGAACATCCCCAGCCTCCCACCAGGGGGTGAAT	Upstream_CTCF	11
chr14	60794214	60794364	id-30350	1	+	NA	NONE	14
chr14	60794602	60794752	id-30351	2.11e-06	+	GCGCCTGGCTCGGAGGGCGCCGCCTGCGGGAGGAC	V_CTCF_BR	23
chr14	60795462	60795612	id-30352	1.64e-06	-	CATGACATGCACCACACGACCCCTAGGTGGTGGTC	Upstream_CTCF	9
chr14	60798002	60798152	id-30353	1	+	NA	NONE	13
chr14	60798647	60798797	id-30354	1.52e-07	+	AGCCAACAGCTTATTTTCTCCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr14	60816745	60816895	id-30355	1.51e-08	+	CAGCATTAATTTTAAATGGCCAGCAGGTGGCAGAG	UpstreamP1_CTCF	40
chr14	60955018	60955168	id-30356	7.49e-05	-	AAAATTTATTTAAAACTCTCCAGTAGATGGAGCAT	V_CTCF_BR	23
chr14	60969596	60969746	id-30357	1	+	NA	NONE	0
chr14	60975333	60975483	id-30358	9.78e-07	-	TTGCGGTGGGAGCAGGAAGCCGGTGGGGGGAAGCG	UpstreamP1_CTCF	9
chr14	60981825	60981975	id-30359	1.74e-07	-	GCCGCCATTTCCCAGCAGGCCTCCAGGGGGCCTCC	Upstream_CTCF	35
chr14	61026214	61026364	id-30360	3.18e-06	-	AATTAGAATTTTACTTTGGACAGCAGGGGGCTCTC	V_CTCF_BR	40
chr14	61028948	61029098	id-30361	7.09e-08	-	CTGCAGCAAGAACTAACCGCCACTTGGAGGCAGTG	UpstreamP1_CTCF	40
chr14	61034413	61034563	id-30362	6.49e-06	+	AAGCTAGGTCCATTTGGCTACACCAGGGGTCAGCA	UpstreamP1_CTCF	8
chr14	61092183	61092333	id-30363	2.19e-08	+	AAGAGTTTCTGTACATTGGCCAGCAGGTGGCACTC	V_CTCF_BR	40
chr14	61104420	61104570	id-30364	9.51e-07	+	AGAGCAGAGGCCGCGCTAGCCTGCAGGGGTCGACG	V_CTCF_BR	17
chr14	61110887	61111037	id-30365	2.6e-06	+	ATTCCCTGTGAGAGCCCCTCCTGCAGAGGGTGGCA	V_CTCF_BR	11
chr14	61115149	61115299	id-30366	1.06e-05	-	CCCGCCGGCCGGAGCCCGTCCACGGGGCGGCGCGC	Upstream_CTCF	23
chr14	61124027	61124177	id-30367	1	+	NA	NONE	35
chr14	61188454	61188604	id-30368	1.22e-08	+	CCGAGCGCGGGATCCGCGGCCTCTAGTGGGCGCAG	V_CTCF_BR	38
chr14	61201398	61201548	id-30369	1	+	NA	NONE	30
chr14	61272674	61272824	id-30370	1	+	NA	NONE	8
chr14	61492066	61492216	id-30371	6.98e-07	-	TTCACCACAGATAAACTGACCAGCAGATGGCGATG	V_CTCF_BR	40
chr14	61531026	61531176	id-30372	6.49e-06	-	TCATCACACTTAACAATTGCCCCCAGGGGGCATCC	Upstream_CTCF	18
chr14	61547446	61547596	id-30373	8.23e-05	-	CTGTATTAACCACTAACATGCACAGGGGGATTCTG	UpstreamP1_CTCF	13
chr14	61573612	61573762	id-30374	2.38e-07	-	GGGATAACCCCTGTATGCACCAGCAGAGGGCACCT	V_CTCF_BR	36
chr14	61620236	61620386	id-30375	1	+	NA	NONE	7
chr14	61654267	61654417	id-30376	5.86e-07	+	GCTGCTGCTCCAAGCTCCTCCAGGAGAAGGACGCT	Upstream_CTCF	5
chr14	61655834	61655984	id-30377	3.88e-06	+	CCGGGCAGCGTCCGCGCTCCCTACAGGGGGAAGCC	V_CTCF_BR	35
chr14	61662873	61663023	id-30378	5.13e-05	-	CAGATGGCTTTGCTTCTTAACACTAGGTGGCAATT	V_CTCF_BR	22
chr14	61663651	61663801	id-30379	1	+	NA	NONE	30
chr14	61701959	61702109	id-30380	1	+	NA	NONE	2
chr14	61719611	61719761	id-30381	1.47e-05	-	CTTGTTTGCCATCATTCATCCAGCAGAGGTCTCTC	V_CTCF_BR	39
chr14	61721591	61721741	id-30382	7.6e-05	+	CTGTACTGCCGCCTGCCAGGTTCCAGGAAGGGCGG	UpstreamP1_CTCF	2
chr14	61727694	61727844	id-30383	3.29e-05	+	TATGCTCCTGTCAGCTCCACCACTGGGGGTGCACA	Upstream_CTCF	24
chr14	61731321	61731471	id-30384	1	+	NA	NONE	2
chr14	61736400	61736550	id-30385	5.26e-07	+	CTGGTGATTCTGTCTATGTCCAGCGGAGGGCAGCA	Upstream_CTCF	40
chr14	61747344	61747494	id-30386	1.38e-06	+	GCAGGCCGGCCGCGCTGCGCTGGTAGGGGGCGCAC	V_CTCF_BR	31
chr14	61753002	61753152	id-30387	6.05e-06	-	TAAAGTTTCTCTGCATCTTCCACTAGGGGGTACCA	V_CTCF_BR	40
chr14	61763758	61763908	id-30388	5.7e-05	+	TTTGGCTTATGGTTTGTGACCATTAGATGGCACTG	Upstream_CTCF	39
chr14	61788059	61788209	id-30389	1.77e-05	+	CCAGCGCTACAAGGAGGGCGCGCAGGGCGGCGCAA	Upstream_CTCF	5
chr14	61788318	61788468	id-30390	1	+	NA	NONE	27
chr14	61793668	61793818	id-30391	6.48e-05	+	GTGCTGGGGACATGGGGAGGCAGGAGGAGCTGGAG	UpstreamP1_CTCF	6
chr14	61847832	61847982	id-30392	1	+	NA	NONE	14
chr14	61923470	61923620	id-30393	4.31e-07	+	TGCTCTCTGTAAAAAGTGGACACTAGGTGGCGCTC	V_CTCF_BR	40
chr14	61928581	61928731	id-30394	2.31e-07	+	GTGGAAGTTTTATGTTTGACCACAAGGTGGCAGTC	Upstream_CTCF	40
chr14	61929510	61929660	id-30395	1	+	NA	NONE	17
chr14	61937319	61937469	id-30396	9.81e-06	-	AGCCATAAGTCATTCAAGACCAGAAGTGGGCAGGA	V_CTCF_BR	35
chr14	61941549	61941699	id-30397	1	+	NA	NONE	13
chr14	61942071	61942221	id-30398	6.46e-07	+	GTTCAAACGTTCTTCTCGACCACTAGGGGGTGCTC	V_CTCF_BR	40
chr14	61943811	61943961	id-30399	1	+	NA	NONE	2
chr14	61944570	61944720	id-30400	2.28e-05	+	GCTGCTGTTTCATTCCTGTCCACTTGTGAGTGTGT	Upstream_CTCF	6
chr14	61959313	61959463	id-30401	6.84e-06	-	CCTCCTAATGCAACATCCGGCACTAGGTGGCAGCT	V_CTCF_BR	14
chr14	61966880	61967030	id-30402	7.1e-07	-	CCGCTGCACTCCAGCCTGGGCAACAGAGGGAGACC	UpstreamP1_CTCF	1
chr14	61979070	61979220	id-30403	1	+	NA	NONE	1
chr14	61994670	61994820	id-30404	1	+	NA	NONE	14
chr14	62020967	62021117	id-30405	1	+	NA	NONE	8
chr14	62026562	62026712	id-30406	1	+	NA	NONE	8
chr14	62027245	62027395	id-30407	1	+	NA	NONE	5
chr14	62027872	62028022	id-30408	8.91e-07	+	GAAGCACTTTCCAGTTCATCCTGGAGGGGGTGGAG	Upstream_CTCF	38
chr14	62028396	62028546	id-30409	8.5e-06	+	TCTGCTCTTTCTCAGCAGACCATTAGGGGAATCAG	Upstream_CTCF	21
chr14	62031609	62031759	id-30410	1.43e-05	+	TGGGCTGTGCCCCAAGTCTGGGGTAGGGGTCAGCT	Upstream_CTCF	13
chr14	62035224	62035374	id-30411	9.62e-05	-	GAGCTGGTCTCTGACCCTAGCGGCAGATTGGGCAG	UpstreamP1_CTCF	18
chr14	62074494	62074644	id-30412	8.46e-07	+	GATGCTGCTGTGCGTAGTGCCACCAGGGGTCCTAA	Upstream_CTCF	29
chr14	62086808	62086958	id-30413	1	+	NA	NONE	11
chr14	62161793	62161943	id-30414	1	+	NA	NONE	37
chr14	62197598	62197748	id-30415	1.97e-06	-	GACATCTCTAAACACAGCAACACCAGGTGGCAGCA	V_CTCF_BR	34
chr14	62200776	62200926	id-30416	4.5e-05	-	GTGACTTGTCCTTTAGTAAACACTAGGGGGGAAAA	UpstreamP1_CTCF	13
chr14	62220362	62220512	id-30417	1	+	NA	NONE	36
chr14	62228326	62228476	id-30418	7.44e-05	-	GCTGCCACCTAGCTTCCTTCCTCCAGGAGCTAGCT	Upstream_CTCF	13
chr14	62304430	62304580	id-30419	5.75e-09	-	GTACAGTTCCCAAACATGGCCACAAGGTGGCAGGG	UpstreamP1_CTCF	40
chr14	62327135	62327285	id-30420	3.05e-07	+	ACTGCAGTGCACAAAGTGGCCAGTTGGGGAGCCCT	Upstream_CTCF	40
chr14	62356646	62356796	id-30421	6.64e-05	+	GAGGCAGTCTTTGTCACAGCCACTGGGGACATACA	Upstream_CTCF	12
chr14	62361306	62361456	id-30422	1.83e-05	+	TCTCAGAAGAACAAGTGTGCCGCTAGGTGGCGTGA	V_CTCF_BR	40
chr14	62390170	62390320	id-30423	8.19e-06	+	CTCTTATTTCCTGACCTCACCACTAGATGACAATC	UpstreamP1_CTCF	38
chr14	62391793	62391943	id-30424	1.39e-05	+	AGGAAGAAGGACAGAATAAACACTGGGGGGCAGTC	V_CTCF_BR	36
chr14	62420503	62420653	id-30425	1	+	NA	NONE	3
chr14	62584102	62584252	id-30426	2.15e-05	+	AGCCAGGGCTGCCCGCCGAGCTGCAGTTGCCGCTA	V_CTCF_BR	34
chr14	62593700	62593850	id-30427	6.51e-07	-	AAGGGAGTTCTCAGAGTGTACTCTAGGTGGCACTC	Upstream_CTCF	40
chr14	62629820	62629970	id-30428	1.38e-07	+	CTGCAGCACAAGCCATTCTACTCTAGATGGCGATG	UpstreamP1_CTCF	39
chr14	62635402	62635552	id-30429	5.65e-05	+	TGTTATTTTTTTTAGAGCTTCAGCAGGTGGCAGTA	V_CTCF_BR	27
chr14	62646218	62646368	id-30430	9.27e-07	+	TAGCAAGGATGAATATGCAACAGCAGGTGGCAGCA	UpstreamP1_CTCF	39
chr14	62651891	62652041	id-30431	5.52e-05	+	CTGCACTGACCATAAGAGGGCATTATGGGACATAC	UpstreamP1_CTCF	11
chr14	62898340	62898490	id-30432	6.75e-05	+	GAGAACTAATACCTCTGCAGCTGAAGGAGGCAGTA	UpstreamP1_CTCF	4
chr14	63013910	63014060	id-30433	5.77e-08	+	TTTCTGGACCCACCTTGGGCCAGAAGAGGGCACAC	V_CTCF_BR	5
chr14	63121410	63121560	id-30434	6.82e-05	+	GGACACACACTGAAATGAACCACCAGTGGTTTCCC	V_CTCF_BR	9
chr14	63134368	63134518	id-30435	2.68e-05	-	AAAGTGTTCTTCTAACACACCACCAGGGAGCAGAC	Upstream_CTCF	15
chr14	63226662	63226812	id-30436	5.08e-05	+	GTGTGATTTCAATAACAAGCCACTTGGTGACTCTC	UpstreamP1_CTCF	6
chr14	63506620	63506770	id-30437	8.21e-06	-	GTACTGTAGTTAGTATTTACCACAAGAGGTCACTC	V_CTCF_BR	37
chr14	63512231	63512381	id-30438	2.43e-06	-	GAGTTCCCGCTTGCGCTCCCCAGCAGGGGGAGAGA	V_CTCF_BR	10
chr14	63512680	63512830	id-30439	1.47e-05	-	AGGTTTCAGGCGCCGGAGCCCGGAGGGGGGCGGTA	V_CTCF_BR	18
chr14	63558254	63558404	id-30440	3.09e-05	-	GTGTGCTTATATTTTTTCACCAGCAGGGGAACAGT	UpstreamP1_CTCF	19
chr14	63601648	63601798	id-30441	3.91e-06	-	TCTGTTATCCCCAATTTAGTCACCAGGGGTACTCG	Upstream_CTCF	36
chr14	63641496	63641646	id-30442	1.97e-06	+	CTTTATGAGGAGGCATTGGCCACTAGGTGGAGAAA	V_CTCF_BR	39
chr14	63670888	63671038	id-30443	6.82e-05	-	ACTAGGGGTCCCACTGCAGACTCAAGCTGTCAGAC	V_CTCF_BR	33
chr14	63679067	63679217	id-30444	1.15e-06	-	GTTGCAGTGCCAGAATGCAACTCTAGGTGGTCCTT	Upstream_CTCF	33
chr14	63740847	63740997	id-30445	5.74e-05	-	GGTTGCTGCCAGATCCTGTGCTCCAGATGGCCCCA	UpstreamP1_CTCF	7
chr14	63743590	63743740	id-30446	6.27e-08	-	CTGCATCTGCTTCAGATTACCACTGGATGGCAGCA	UpstreamP1_CTCF	40
chr14	63775552	63775702	id-30447	1.74e-08	-	GGTAGCAAAGCTGCAATGGCCACCAGAGGGCTCTG	V_CTCF_BR	40
chr14	63784307	63784457	id-30448	1.73e-05	-	CTTCGGATCACCACGGATGCCTGCTGGGGTCGCTG	V_CTCF_BR	0
chr14	63828639	63828789	id-30449	2.94e-06	+	GGAGCACCACAGCCTCTTGTCACTAGATGGTGACA	Upstream_CTCF	15
chr14	63834562	63834712	id-30450	4.7e-06	-	GCACTATTTTACATTCTTGCCAGCAGAGGGTTCTA	V_CTCF_BR	25
chr14	63838461	63838611	id-30451	3.56e-06	-	TTAGTATTTCATTGTTTTAGCAGGAGAGGGCAGCA	Upstream_CTCF	7
chr14	63855655	63855805	id-30452	2.18e-07	+	AAAGTGTTGCCCCGAGTGGCCACGAGGAGGCAGAG	Upstream_CTCF	40
chr14	63859068	63859218	id-30453	1.01e-05	+	ACTGTAGTTCCACAAGAGTCCTCTATGGGAAGTAA	Upstream_CTCF	14
chr14	63905201	63905351	id-30454	3.4e-06	+	TGCAAAATTCTGCTGCCAGCCACTGGGGGGAGGGG	V_CTCF_BR	35
chr14	63924286	63924436	id-30455	2.08e-07	+	TTCCAGTGAAAACCTCTGGCCAGCAGAGGCCATCC	UpstreamP1_CTCF	3
chr14	63960032	63960182	id-30456	1.97e-06	+	AGCATCCCTGGCCTGTCTGCCACTAGATGCCAGTA	V_CTCF_BR	37
chr14	64011500	64011650	id-30457	2.84e-05	+	AAGCAGTCTCCCCCTACTGACTCCAGATGATTGGC	UpstreamP1_CTCF	39
chr14	64099772	64099922	id-30458	1	+	NA	NONE	39
chr14	64100648	64100798	id-30459	1	+	NA	NONE	21
chr14	64108175	64108325	id-30460	5.7e-05	-	GGTGCAGTTCCCAGTACTTCCTCTGGGGCGTTTTT	Upstream_CTCF	39
chr14	64194888	64195038	id-30461	5.37e-06	+	TTGAGGTCCCGGGTAATATCCACCAGCAGGCGTCG	UpstreamP1_CTCF	38
chr14	64215749	64215899	id-30462	7.49e-05	-	CACCGGATTTTATAGGCAGGCTGAAGGAGGCAGTG	V_CTCF_BR	8
chr14	64237029	64237179	id-30463	9.49e-08	-	ATCACTGAGGACTAATGTGCCACCAGAGGGAGCCC	V_CTCF_BR	40
chr14	64266433	64266583	id-30464	4.88e-05	+	AATTACTCAAGTATTTCTTCCAGTAGATGTCAGTG	V_CTCF_BR	38
chr14	64300567	64300717	id-30465	1.35e-05	-	CTCAAGTGTGGTTATCATACCACTAGGGGGGACAC	UpstreamP1_CTCF	11
chr14	64307830	64307980	id-30466	7.73e-06	+	AGATACTCCACAGCTGAAACCTCTGGGGGGCGCCA	V_CTCF_BR	36
chr14	64319576	64319726	id-30467	6.84e-06	+	CGAGGGGCGAGCGCGGGACCCGGAGGCGGGCGGCG	V_CTCF_BR	23
chr14	64320042	64320192	id-30468	6.43e-06	+	GCTCCGGGGATTGGAGCGAGCGCCAGCGGGTGGCG	V_CTCF_BR	21
chr14	64393740	64393890	id-30469	1	+	NA	NONE	9
chr14	64460861	64461011	id-30470	6.21e-05	-	ATCCTTGCATCAATTCTGCCCAGTAGGTGGTGTTA	V_CTCF_BR	34
chr14	64477214	64477364	id-30471	1	+	NA	NONE	31
chr14	64506898	64507048	id-30472	1	+	NA	NONE	24
chr14	64527473	64527623	id-30473	1.15e-06	+	GCTGCAATTCTAGTTTCAACCACTGGGATGGGCAG	Upstream_CTCF	40
chr14	64535887	64536037	id-30474	1	+	NA	NONE	4
chr14	64584932	64585082	id-30475	5.01e-06	+	CCGAGCAGGCTGCTGAGCCCCAGGAGAGGGCAAAC	V_CTCF_BR	16
chr14	64604513	64604663	id-30476	1	+	NA	NONE	33
chr14	64626433	64626583	id-30477	1.64e-05	+	GAGTGGGCCAGATGGGCATCCTGCAGGGGGTGTTC	V_CTCF_BR	16
chr14	64668078	64668228	id-30478	1	+	NA	NONE	1
chr14	64675115	64675265	id-30479	5.92e-05	-	GATGGGTGTCCTCTACGCACTGACAGGTGGCGCCA	V_CTCF_BR	2
chr14	64686837	64686987	id-30480	9.51e-07	+	AGCCAGTTGCAGAGCGGGGCCTGTAGAGGTCAGCA	V_CTCF_BR	2
chr14	64760988	64761138	id-30481	1.64e-05	+	GGAGTGGGTGTCCAAAAAGCCAGCAGCTGGAGAAA	V_CTCF_BR	37
chr14	64761674	64761824	id-30482	1.77e-10	-	GCTGGGGGAACTGGGGCTGCCACCAGGGGGCGCGA	V_CTCF_BR	40
chr14	64765601	64765751	id-30483	4.31e-05	+	GAGCTAGAAGAGAAACTAGCCCCTAGAGGTCATTG	UpstreamP1_CTCF	23
chr14	64770302	64770452	id-30484	4.03e-06	-	TTGTCTTACTCTTTCCTATCCACTAGAGGGAGACA	UpstreamP1_CTCF	38
chr14	64804729	64804879	id-30485	1	+	NA	NONE	37
chr14	64810975	64811125	id-30486	2.15e-05	+	AACTGCACTCACTGTGCCAACAGAAGAGGGTAGTA	V_CTCF_BR	40
chr14	64859273	64859423	id-30487	3.22e-05	-	TTGCATGACCCAGTGATGCACAGAGGAGGCAGCAC	UpstreamP1_CTCF	4
chr14	64862985	64863135	id-30488	1	+	NA	NONE	3
chr14	64896826	64896976	id-30489	1.21e-06	+	GCTTCCACCCTTGACCTGTCCCCTAGGTGGCGCTG	Upstream_CTCF	39
chr14	64912423	64912573	id-30490	9.66e-05	+	TGTCTAATTACAGTGACTGCCCCTAGCTGGCCCAG	Upstream_CTCF	14
chr14	64932133	64932283	id-30491	2.97e-06	+	GGCGCACCCGGCGGCGGGCTCTGCAGAGGGCGCCT	V_CTCF_BR	8
chr14	64932696	64932846	id-30492	5.7e-05	+	CCAGAATTCGAGATTCCTTCCTCCAGGAGGAAGCT	Upstream_CTCF	35
chr14	64945509	64945659	id-30493	3.4e-06	-	CTGTGAATTTTTAATCTGGCCAAAAGGTGGCACCA	V_CTCF_BR	35
chr14	64968311	64968461	id-30494	7.17e-05	-	AGTGATTTATTTGCTATGGTCCGTAGGTGGTGCCT	Upstream_CTCF	22
chr14	64969254	64969404	id-30495	1	+	NA	NONE	2
chr14	64977897	64978047	id-30496	5.01e-09	-	ACAGCACAGCATCTTCTGACCACCAGAGGGCACTG	V_CTCF_BR	40
chr14	65007117	65007267	id-30497	8.16e-07	+	AGCGCGCGCCTAACGCCAGCCAGCAGCAGGAGGCG	V_CTCF_BR	37
chr14	65008221	65008371	id-30498	3.18e-06	-	TGCTTGCGCTTGAACTCCTCCGCCAGGTGGCTCAC	V_CTCF_BR	12
chr14	65033511	65033661	id-30499	1.55e-05	+	AGCAGCCCTCATTCAGTGCCCTGCTGGTGGAGGAG	V_CTCF_BR	4
chr14	65068548	65068698	id-30500	2.02e-06	+	GCGCCGGTTCAGCCGGAGACCGCTGGGGGGAACCG	UpstreamP1_CTCF	8
chr14	65095727	65095877	id-30501	4.7e-06	+	TGCGTTTGCTGGAGAGTGCCAAGCAGGGGGCAGAC	V_CTCF_BR	14
chr14	65103516	65103666	id-30502	2.17e-08	-	ACTGACATTCTCAAAAGGCCCAGCAGGTGGCAGTG	Upstream_CTCF	38
chr14	65138350	65138500	id-30503	2.11e-06	+	ACCATGACCTTCCTTACCTCCTCTAGGGGGCAGAA	V_CTCF_BR	40
chr14	65146742	65146892	id-30504	1.29e-05	-	AGGCTAAGGTCCTGTGTATCCACCAGAGGGACGCA	UpstreamP1_CTCF	8
chr14	65149280	65149430	id-30505	1	+	NA	NONE	14
chr14	65155688	65155838	id-30506	2.4e-05	-	TCCTATAAGCACAGGACGCCAAGCAGGTGGAGCTG	V_CTCF_BR	3
chr14	65192711	65192861	id-30507	1.47e-05	+	TGGGGGATATTGGAAGGTTCCTGGAGGGGGCGATG	V_CTCF_BR	19
chr14	65203160	65203310	id-30508	2.66e-05	+	CGGAGATGTTGCTAGTTGGTCTGAAGGGGGTAGCA	V_CTCF_BR	11
chr14	65212590	65212740	id-30509	1.1e-06	-	TCTCTAAGCCTGGGATTCACCTCCAGAGGGCAGTT	V_CTCF_BR	31
chr14	65227005	65227155	id-30510	6.04e-09	+	GGTGTATGTCCAGGCTCAACCAGCAGGTGGCGCGG	Upstream_CTCF	40
chr14	65228505	65228655	id-30511	6.86e-07	-	TTTGAAGTGGACGATGTGACCACTGGGTGGCAGAT	Upstream_CTCF	36
chr14	65230580	65230730	id-30512	4.65e-06	-	CTGTCTGGACAGCTGCACACCACAGGGTGGCACCC	UpstreamP1_CTCF	31
chr14	65231591	65231741	id-30513	6.97e-11	-	CTGCACCAGCCCACCATGCCCAGCAGAGGGCACTG	UpstreamP1_CTCF	40
chr14	65233497	65233647	id-30514	2.94e-06	+	CCTGGCTTTTCACCTGCGCCCACAGGGAGGAGCAC	Upstream_CTCF	5
chr14	65239237	65239387	id-30515	3.22e-07	+	GCTGAAGGTACCTGGACACCCAGCAGGTGGAGCTC	Upstream_CTCF	22
chr14	65241058	65241208	id-30516	1.43e-05	+	CACGCACCCCTCAGGGTGGCCTGCAGACAGCAGGC	Upstream_CTCF	3
chr14	65242380	65242530	id-30517	1	+	NA	NONE	3
chr14	65258361	65258511	id-30518	1.29e-05	-	CAGTACCAGGACCATCTGAACACCAGGTGGGGTGT	UpstreamP1_CTCF	8
chr14	65266882	65267032	id-30519	6.21e-05	+	TGCTGTGCCAGGATGCCAGCCACTAGGGGGCCAGG	V_CTCF_BR	40
chr14	65268605	65268755	id-30520	1.59e-06	+	CCTTTCTTGAGCCAGGTCACCAAGAGGGGGCAGCA	V_CTCF_BR	40
chr14	65290044	65290194	id-30521	1.3e-07	+	GTAGCAAGGGTCAGGACGGCCAGCAGGTGGAGACG	Upstream_CTCF	40
chr14	65307988	65308138	id-30522	3.29e-05	-	TTTGATCTCCACATTCCTTCCTGCAGAGGGCTTGG	Upstream_CTCF	37
chr14	65346340	65346490	id-30523	8.99e-05	-	CCAGCTCAAAGGAGCGCTGGGCCCAGGGGGCGCCT	V_CTCF_BR	4
chr14	65346931	65347081	id-30524	5.28e-05	-	GCTGGAGGGCTCATTTTCGCCACCAGGCTTGCCTC	Upstream_CTCF	7
chr14	65358628	65358778	id-30525	6.84e-06	-	GTCATAATACTGTCATAAGACAGCAGAGGGCAGAG	V_CTCF_BR	40
chr14	65377704	65377854	id-30526	3.88e-06	-	AGGCAGACGTTAGCAGGAACCACAAGGGGGAGATG	V_CTCF_BR	40
chr14	65404555	65404705	id-30527	3.97e-05	-	TTCATCTTCCCTTCTTTGACCACTAGATGGAATAT	UpstreamP1_CTCF	38
chr14	65419809	65419959	id-30528	6.9e-05	+	GTTGCTGACTCACTCATTCACCATAGGAGGCACTG	Upstream_CTCF	29
chr14	65427511	65427661	id-30529	1.48e-06	-	CTCCAGGAGCCATCTGGGCCCCACAGGGGGCGGCA	UpstreamP1_CTCF	31
chr14	65430427	65430577	id-30530	8.59e-05	-	GGAAGCACACATCCTCTTCCCTGTAGGAGGTGCTG	V_CTCF_BR	23
chr14	65435500	65435650	id-30531	1.29e-05	-	CGTCTTTCTGGCCAGCAGACCAGCAGGTGGCCCTG	UpstreamP1_CTCF	15
chr14	65438805	65438955	id-30532	1.08e-05	+	CTGCCATCGCGGCCCGCGCCCGCCCGGGGACGCTG	UpstreamP1_CTCF	4
chr14	65450550	65450700	id-30533	1.76e-05	-	AAGTAATGGTCTAAATGAACCCCTAGAGGTCGCTT	UpstreamP1_CTCF	40
chr14	65453420	65453570	id-30534	2.64e-08	+	CTTGCAGCAGCTCCTCTGCCCAATGGGGGGCGGCA	Upstream_CTCF	40
chr14	65486806	65486956	id-30535	1.19e-06	-	GCTGACAAAAGTATTTTGTCCACTAGAGGGAACCC	V_CTCF_BR	39
chr14	65498700	65498850	id-30536	6.49e-06	-	CTCCAATACAGTCCTTAAACCTCTAGAGGGAGAAA	UpstreamP1_CTCF	3
chr14	65570173	65570323	id-30537	1	+	NA	NONE	36
chr14	65630946	65631096	id-30538	5.17e-06	+	ATAGTTTTCCTGACTGTTGTCAGCAGAGGGCGATA	Upstream_CTCF	39
chr14	65637789	65637939	id-30539	2.18e-07	+	GGCAGCAGTGCGCTGACTTCCAGGAGGGGGCAGTG	V_CTCF_BR	38
chr14	65668051	65668201	id-30540	1.17e-05	-	AATTTCTCCATTCTGATGTCCTACAGGTGGCACCA	V_CTCF_BR	4
chr14	65689177	65689327	id-30541	3.18e-09	+	CGTGCAGTAATAGTGCCGGCCAGGAGATGGCGACG	Upstream_CTCF	40
chr14	65704844	65704994	id-30542	2.78e-06	+	ATGAACCCCACACTCCCTTCCCGCAGGTGGCAGCA	V_CTCF_BR	6
chr14	65722699	65722849	id-30543	3.18e-06	+	AGCTTGTATCTGCCACAGCCCTGCAGGTGGCACTG	V_CTCF_BR	18
chr14	65747735	65747885	id-30544	1	+	NA	NONE	0
chr14	65749437	65749587	id-30545	2.1e-05	-	GAGCAGGCTCATCTCCTACCCACCAGGGCTTGCTC	UpstreamP1_CTCF	13
chr14	65753300	65753450	id-30546	3.11e-05	+	TCCACATATTGCCAAATGTCCCCTAGGGGGCAAAA	V_CTCF_BR	35
chr14	65819957	65820107	id-30547	6.05e-06	-	GGCTGCTTTTGCCCTCCAGCCTCTAGGGGTTGGCC	V_CTCF_BR	11
chr14	65826400	65826550	id-30548	4.96e-08	-	GCTGTATTACTCACATTAGCCAAAAGGTGGAAGCA	Upstream_CTCF	33
chr14	65840489	65840639	id-30549	2.53e-05	-	ACAGCTGGAAGAAAGACGGACGGATGGTGGCACTG	V_CTCF_BR	18
chr14	65878497	65878647	id-30550	1	+	NA	NONE	13
chr14	65879124	65879274	id-30551	6.98e-07	+	CTCAGCCTCCGGCCTTCAGGCGGTAGAGGGCGGCC	V_CTCF_BR	40
chr14	65879645	65879795	id-30552	6.23e-05	-	CGCCACTGACTGAGGCAGAGCGCGAGGCGGCGCGA	UpstreamP1_CTCF	31
chr14	65881824	65881974	id-30553	3.81e-05	+	TGTTATATTAGTACATTGGTCTGGAGGGGGAGCTA	V_CTCF_BR	39
chr14	65953806	65953956	id-30554	3.81e-05	+	ATTTTTTTATAGGGCTTTGACAGTAGGGGTCAGGC	UpstreamP1_CTCF	4
chr14	65968213	65968363	id-30555	9.84e-05	-	CCTCACACTGCCAATAAGGACACTAGAGGGAGAAT	V_CTCF_BR	25
chr14	66071793	66071943	id-30556	1.76e-05	-	AAGAAATTTTAGCACATGTCCACAAGGAGACACTA	UpstreamP1_CTCF	24
chr14	66089539	66089689	id-30557	3.86e-05	+	GATTCCATCTCTGTGCTGGCCCTTAGGGGGAGCTT	Upstream_CTCF	5
chr14	66092872	66093022	id-30558	1	+	NA	NONE	4
chr14	66186308	66186458	id-30559	3.09e-05	+	GGTCATTGCAGCCATATCTACATTAGGGGGCACCC	UpstreamP1_CTCF	3
chr14	66258490	66258640	id-30560	1	+	NA	NONE	3
chr14	66281960	66282110	id-30561	2.27e-05	+	AGGCCACAGTGGTGGAGCTCCTGAAGGTGGCATCC	V_CTCF_BR	7
chr14	66291530	66291680	id-30562	4.98e-09	-	ATGCAATAACTAAAGGTGGACACTAGAGGGAGGCA	UpstreamP1_CTCF	40
chr14	66294459	66294609	id-30563	9.51e-07	+	AGACATGCTCTGGGCCTGACCTGGAGGTGGAGCTA	V_CTCF_BR	3
chr14	66299641	66299791	id-30564	1.97e-06	-	CTTTTTCCTTTCTAAAAAGCCAGCAGGGGGAGCAG	V_CTCF_BR	39
chr14	66333022	66333172	id-30565	3.86e-05	+	ACAATAATTATTCCCATTGCCACTAGGTAGGGCCA	Upstream_CTCF	1
chr14	66406902	66407052	id-30566	1.27e-06	+	ATGTATGTTCAGTAAAAGGACAGCAGGGGGCCCAG	UpstreamP1_CTCF	35
chr14	66426107	66426257	id-30567	1.59e-06	-	GATAATGGTATATATCTCACCACAAGATGGCACTA	V_CTCF_BR	39
chr14	66427845	66427995	id-30568	6.47e-09	+	CATGTTCTGCTGACCTCGGCCAGCAGGAGGCAGTG	Upstream_CTCF	40
chr14	66433048	66433198	id-30569	2.59e-06	-	CTGTCACTCTACTGCCATGCCTGCAGGAGGCAGGC	UpstreamP1_CTCF	11
chr14	66505337	66505487	id-30570	1.29e-05	-	CTGCAGTGTATGCATCAGTTCCCTTGGAGGCAGTG	UpstreamP1_CTCF	24
chr14	66537560	66537710	id-30571	1.89e-10	-	GGAGCAGTCCCAATAGTTTCCAGCAGAGGGCAGTG	Upstream_CTCF	40
chr14	66576278	66576428	id-30572	8.58e-06	-	GTGCAAATTCCACAGGGGGCCACTAGGAGTGATGG	UpstreamP1_CTCF	14
chr14	66588695	66588845	id-30573	1.92e-06	+	CTGCGCCTCCCAGTGCATCCCTCAAGATGGCTCCA	UpstreamP1_CTCF	5
chr14	66782393	66782543	id-30574	3.2e-08	-	TGTGCAGCTTCAGCTTAGGCCCCTAGGGGCAGGGC	Upstream_CTCF	12
chr14	66826262	66826412	id-30575	1.23e-08	+	GTGTAATTGTATGAACTCGCCACAAGATGGCAGGC	UpstreamP1_CTCF	39
chr14	66844417	66844567	id-30576	7.17e-05	+	GCTGAAATTACTCAAACTGCCACCTTCTGGCAGTA	Upstream_CTCF	1
chr14	66862137	66862287	id-30577	1	+	NA	NONE	10
chr14	66865313	66865463	id-30578	1	+	NA	NONE	1
chr14	66868287	66868437	id-30579	1.47e-05	+	GCCTGTAATATCATATTTGCCAGCAGGTGCTGCCA	V_CTCF_BR	39
chr14	66870041	66870191	id-30580	1.31e-05	-	TCTCACAAAAACTTTGTGTCCACTAGATGGCATTC	V_CTCF_BR	38
chr14	66943762	66943912	id-30581	1	+	NA	NONE	8
chr14	66962312	66962462	id-30582	4.41e-06	+	TGTTAACTCTGCATTTAGCCCAGTAGGTGGCACCA	V_CTCF_BR	40
chr14	66974811	66974961	id-30583	2.4e-05	-	CGGAGCGCGAGACCCAAGGCAGCTAGATGGCAGGA	V_CTCF_BR	38
chr14	67076881	67077031	id-30584	1.56e-06	+	TTGTAATTTGGTCTGTCAACCAGTAGATGGTGCTT	UpstreamP1_CTCF	39
chr14	67091164	67091314	id-30585	8.46e-07	+	AGTGAAAAGCTAATGGTGTCCACTGGGTGGCAGCC	Upstream_CTCF	40
chr14	67129206	67129356	id-30586	1.1e-06	-	AGGTGATGTGGTCATCTGAACAGAAGAGGGCACTG	V_CTCF_BR	38
chr14	67213123	67213273	id-30587	2.47e-08	-	CAAGCTGGTCCCAGAGTGACCACTAGAGGGTACAC	Upstream_CTCF	39
chr14	67225074	67225224	id-30588	1	+	NA	NONE	25
chr14	67249678	67249828	id-30589	1.83e-05	+	AGCCTTCAACCTGGAACCACCAACAGGTGGCGTAA	V_CTCF_BR	10
chr14	67390136	67390286	id-30590	1	+	NA	NONE	5
chr14	67398711	67398861	id-30591	9.4e-06	+	GGTCACTGAGGCCATATGTGCATTAGGGGGCACCC	UpstreamP1_CTCF	16
chr14	67585049	67585199	id-30592	1.99e-07	-	ATCTTTGGACACTTATCAGCCTGCAGATGGCGCCA	V_CTCF_BR	40
chr14	67604599	67604749	id-30593	1	+	NA	NONE	37
chr14	67618146	67618296	id-30594	1	+	NA	NONE	36
chr14	67633186	67633336	id-30595	5.86e-07	+	TCTGCTCAGCCTGAGTGAACCAACAGAGGGCAGCA	Upstream_CTCF	40
chr14	67656223	67656373	id-30596	1	+	NA	NONE	3
chr14	67707113	67707263	id-30597	1	+	NA	NONE	1
chr14	67752703	67752853	id-30598	2.4e-05	-	TCTAGTTTAAATTATTTGCCCTGTAGGTGGAGCTA	V_CTCF_BR	37
chr14	67802620	67802770	id-30599	5.51e-07	-	GGACCTACCTATACCTGTGCCAACAGGGGGCACTA	V_CTCF_BR	39
chr14	67826769	67826919	id-30600	1	+	NA	NONE	40
chr14	67840372	67840522	id-30601	1	+	NA	NONE	0
chr14	67856977	67857127	id-30602	3.63e-05	+	GTGGAGAGGCTGGGAAGTGCCAGTAGGAGTCTCTG	V_CTCF_BR	10
chr14	67886959	67887109	id-30603	3.65e-07	+	CTCTGGGAGATGCTGCCCGCCGCTAGGTGGAGCAG	V_CTCF_BR	38
chr14	67893947	67894097	id-30604	3.88e-06	+	AAAAACTTCTGCCCAGTTGCCACTAGAGGGTGACC	V_CTCF_BR	40
chr14	67895276	67895426	id-30605	6.49e-06	-	AATGCAGTTTCACCCGCTCTCTGCAGAGGCAGTGT	Upstream_CTCF	25
chr14	67895474	67895624	id-30606	1	+	NA	NONE	6
chr14	67903119	67903269	id-30607	6.43e-06	+	GGCTCTCTCACAGCTGCCCCCTCTAGGTGGTACCC	V_CTCF_BR	11
chr14	67914640	67914790	id-30608	4.51e-05	+	ATCTTAGATCCCTGAATCACCACTTGGGGGAGAGC	Upstream_CTCF	38
chr14	67932980	67933130	id-30609	3.29e-05	+	AGTGTATTACCAGAATGAAACAATGGGTGGATCAG	Upstream_CTCF	1
chr14	67934394	67934544	id-30610	1	+	NA	NONE	37
chr14	67952529	67952679	id-30611	3.16e-05	-	TTAGCTGCCATAAGAGTGACCACCAGGGGATCTGG	Upstream_CTCF	19
chr14	67983910	67984060	id-30612	7.73e-06	+	TCTCCTTCTCTAGCTGTGGCCGGCGGCTGGCAGCT	V_CTCF_BR	31
chr14	67993539	67993689	id-30613	1	+	NA	NONE	11
chr14	68000184	68000334	id-30614	1	+	NA	NONE	6
chr14	68023442	68023592	id-30615	1	+	NA	NONE	6
chr14	68038108	68038258	id-30616	2.77e-07	-	CTGTGACCCTCGCTCCTTGCCACTAGGGGGCCAGA	UpstreamP1_CTCF	40
chr14	68042485	68042635	id-30617	1	+	NA	NONE	3
chr14	68047459	68047609	id-30618	4.23e-06	+	ATGAAGCTCCGCAGGTCAGCCTCCTGGTGGGAGGA	UpstreamP1_CTCF	10
chr14	68048960	68049110	id-30619	3.22e-07	+	TCTGCAGATCCTGTGGTGCTCAGGAGAGGGCAGCT	Upstream_CTCF	20
chr14	68050873	68051023	id-30620	4.31e-07	+	CCTACCTCCATACCAGTAACCACCAGAGGTCACTA	V_CTCF_BR	40
chr14	68066803	68066953	id-30621	3.31e-06	+	GAGTAGTAGCGGCGCTGCAGCGCCAGGCGGCCGCC	UpstreamP1_CTCF	38
chr14	68085447	68085597	id-30622	1.17e-05	+	CAAAGACATCATTGTTAAACCAGCAGGGGGAGACA	V_CTCF_BR	39
chr14	68086579	68086729	id-30623	1	+	NA	NONE	22
chr14	68133982	68134132	id-30624	4.03e-06	-	GTGTAAGTCCTCCATTTTGCCACAGTGAGGCACCA	UpstreamP1_CTCF	40
chr14	68140893	68141043	id-30625	7.6e-05	+	CTGGGGCTGGGACAAGCCAGCCCTAGGGGGCGTGT	UpstreamP1_CTCF	38
chr14	68141811	68141961	id-30626	9.25e-06	+	CCAGGGGCTCTGCCTGCCGTCGGGAGGTGGAGCAC	V_CTCF_BR	37
chr14	68171301	68171451	id-30627	8.99e-05	-	TAGCTTTTTCCTTTTCCAGTCGCATGAGGGCACTC	V_CTCF_BR	40
chr14	68201485	68201635	id-30628	6.21e-05	+	TATCCCCATCTCCTTCCTTCCTGAAGGAGGCTCCA	V_CTCF_BR	23
chr14	68232864	68233014	id-30629	1.73e-05	-	AAGACTTGGCTCTTTGTGACAGGTAGAGGGCAGTG	V_CTCF_BR	14
chr14	68303857	68304007	id-30630	7.1e-07	+	CTTCTTTTGGAATATACTGCCACCAGGTGGTGCCA	UpstreamP1_CTCF	40
chr14	68324828	68324978	id-30631	3.65e-07	-	CGCTGGCCCTTTGCCCTCACCAGCAGAGGGCAACT	V_CTCF_BR	3
chr14	68350570	68350720	id-30632	3.63e-05	+	GCTTTTTATAAACAGATATCCACTAGATGGCATTA	V_CTCF_BR	29
chr14	68400817	68400967	id-30633	1.04e-05	+	AGGATGAAGGGAACTGTAACCACTAGGTGGCATCT	V_CTCF_BR	40
chr14	68410691	68410841	id-30634	1.83e-05	+	TGATGTGATCTGAACAGACACAGTAGATGGCGCTG	V_CTCF_BR	40
chr14	68551099	68551249	id-30635	6.37e-07	+	CAGCATCTCTGACTTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	39
chr14	68556109	68556259	id-30636	5.01e-06	+	CTCCATCTTCATTAGTGACCCAGCAGGGGGCTGGC	V_CTCF_BR	2
chr14	68561017	68561167	id-30637	1	+	NA	NONE	5
chr14	68612005	68612155	id-30638	2.43e-06	-	CCTTGCCTAATGTACCCCGCCCGTAGGTGGCAGAA	V_CTCF_BR	10
chr14	68625497	68625647	id-30639	1	+	NA	NONE	7
chr14	68666494	68666644	id-30640	1	+	NA	NONE	16
chr14	68686210	68686360	id-30641	2.96e-05	+	AACCCAGAGCCCAAGAGCTCCACTAGATGGCTAGG	V_CTCF_BR	3
chr14	68698668	68698818	id-30642	1	+	NA	NONE	7
chr14	68715219	68715369	id-30643	2.19e-05	+	TTGTTTGTTTTTACATGTAACACTAGGTGGCAGAA	UpstreamP1_CTCF	38
chr14	68718237	68718387	id-30644	2.19e-05	+	GAGCTTTAGTCTGAAGCATCCTGCAGGTGTCACAT	UpstreamP1_CTCF	12
chr14	68735650	68735800	id-30645	1	+	NA	NONE	1
chr14	68764942	68765092	id-30646	6.21e-05	+	TTGAGGATTTTCAGCCTGGAGGCCAGGGGGCAATG	V_CTCF_BR	33
chr14	68816746	68816896	id-30647	1	+	NA	NONE	2
chr14	68830267	68830417	id-30648	3.63e-06	-	AGCCACAGAGCTATGTTAACCACAAGGTGGCAAAC	V_CTCF_BR	16
chr14	68840999	68841149	id-30649	1.41e-06	+	TTGTACTTCCTGGTATCTTCCAGTGGATGTCAACA	UpstreamP1_CTCF	5
chr14	68861365	68861515	id-30650	1	+	NA	NONE	6
chr14	68875511	68875661	id-30651	2.15e-05	-	TTCGAGAATTCATCCAGGATCTCAAGGGGGCAGTC	V_CTCF_BR	31
chr14	68900977	68901127	id-30652	1.21e-06	-	CCTGCTTCTGTAGACTCCACCTCTGGGGGGCAGGA	Upstream_CTCF	7
chr14	68929508	68929658	id-30653	1	+	NA	NONE	34
chr14	68958650	68958800	id-30654	1	+	NA	NONE	4
chr14	68977919	68978069	id-30655	8.64e-05	-	GCTGCAGTAACCCTTCCAGCCTCAGAGAAGCGCTC	Upstream_CTCF	22
chr14	68989161	68989311	id-30656	6.37e-07	-	GTGTAGCTGGGCCTCTGAGCCAGGAGAGGGAGGAT	UpstreamP1_CTCF	20
chr14	68990864	68991014	id-30657	4.11e-07	+	CTGCACTGCTCCTGACCGACCGACAGAGAGAGCTG	UpstreamP1_CTCF	21
chr14	69002243	69002393	id-30658	1	+	NA	NONE	11
chr14	69014296	69014446	id-30659	1	+	NA	NONE	18
chr14	69023135	69023285	id-30660	9.71e-06	-	CAGGCCGCTCTCTCCCCATCCCCCAGGGGTCCCCT	Upstream_CTCF	1
chr14	69031063	69031213	id-30661	2.6e-05	+	TTGCTGTGGTGCTTTCTGTTAACGAGAGGCCACTG	UpstreamP1_CTCF	3
chr14	69044521	69044671	id-30662	1	+	NA	NONE	13
chr14	69077246	69077396	id-30663	5.55e-07	-	GGGTCAGTTCTGGGAGTGAGCAGCAGGTGGCTATG	Upstream_CTCF	12
chr14	69122885	69123035	id-30664	7.84e-05	-	AACCCTGCCCCAGATTGTCCAGCTAGATGGCAGCA	V_CTCF_BR	37
chr14	69128384	69128534	id-30665	4.7e-05	+	CACGCCCTCCTTTTCATGCCCGGTAGAGGTCTCTT	Upstream_CTCF	6
chr14	69131231	69131381	id-30666	5.52e-05	-	GGGAATTGTGCTCTCTTTTCCAGCAGGGAGAGCTG	UpstreamP1_CTCF	10
chr14	69132356	69132506	id-30667	1	+	NA	NONE	17
chr14	69139554	69139704	id-30668	8.64e-05	+	TCTGCAATACATCCCCCTGAAGACAGGCAGCAACC	Upstream_CTCF	12
chr14	69143252	69143402	id-30669	3.71e-05	+	GAATTTGCATCTGCACTGCACACTAGGTGGGGCAG	Upstream_CTCF	7
chr14	69155888	69156038	id-30670	1	+	NA	NONE	30
chr14	69175226	69175376	id-30671	6.15e-05	+	CGATCCTCAGCCTCTGAGGCCACCAGGCGGCTCCT	Upstream_CTCF	2
chr14	69177606	69177756	id-30672	2.86e-06	+	CTGCCTCTCCCTGATGTATTCTGTAGGGGGCACTC	UpstreamP1_CTCF	7
chr14	69182106	69182256	id-30673	3.63e-06	+	TGGGCAACCATGTTGCACAACTGCAGGGGGCACCC	V_CTCF_BR	19
chr14	69183513	69183663	id-30674	1.38e-07	+	GGAGCAGTCCCTAGGAGAGCCCGCAGGGAGCAGTA	Upstream_CTCF	16
chr14	69185169	69185319	id-30675	2.01e-05	-	AGAGCAGTTCTTGTGCCAGCCACCAGGGCACTTGC	Upstream_CTCF	40
chr14	69230090	69230240	id-30676	5.48e-05	+	GTTGAAGGGTACAGAGTGACCACTAGGGTCCTAGG	Upstream_CTCF	19
chr14	69241762	69241912	id-30677	4.88e-05	-	CGCCCTAGCTGGGGCTTGTTCTCATGGTGGCAGCA	V_CTCF_BR	6
chr14	69242454	69242604	id-30678	7.78e-06	-	GAGGTAATTTCAAGAAGCACCACTAGGTGAGTGGG	Upstream_CTCF	29
chr14	69255753	69255903	id-30679	3.18e-06	-	TGACTACATTACCTCTTCAGCGCCAGAGGGCACCC	V_CTCF_BR	38
chr14	69257070	69257220	id-30680	8.21e-05	-	GGGTTGCCTGCTGGACAGAAAGGCAGTGGGCACCC	V_CTCF_BR	16
chr14	69260033	69260183	id-30681	4.51e-05	-	CGCTCTGCGCCCGCGCGGCCCCGGAGAGGGGGCGC	Upstream_CTCF	9
chr14	69262741	69262891	id-30682	2.64e-08	+	CCTGCACTGCCGCTTCCGACCGGGAGGCGGTGGGC	Upstream_CTCF	40
chr14	69283503	69283653	id-30683	1.03e-09	-	GTGTTGTTCGGCGAGCTGGCCACTGGAGGGCAGTG	UpstreamP1_CTCF	40
chr14	69291675	69291825	id-30684	9.55e-09	-	CAACCCGTGCCGGGAGAGGCCACTAGAGGGCACTC	V_CTCF_BR	40
chr14	69310774	69310924	id-30685	3e-08	-	CTTGGAATCTCGCTGTGGGCCAGCAGGTGGCGCTT	Upstream_CTCF	40
chr14	69320628	69320778	id-30686	5.86e-07	-	CGTGTCCTTCCCAAAGATGCCACCTGGAGGAGAAA	Upstream_CTCF	3
chr14	69330049	69330199	id-30687	1.67e-07	+	GCTTTAAGGGCACACTTGGCCACTGGAGGGCAGCA	V_CTCF_BR	40
chr14	69362913	69363063	id-30688	6.84e-06	-	TTCTCTGTGGTGCATCCTGCCTGTAGGGGGAGTCA	V_CTCF_BR	39
chr14	69378420	69378570	id-30689	1.41e-08	+	TTGCAGATCTGTGAAATGGCCACTAGAGGGTGCTA	UpstreamP1_CTCF	40
chr14	69388472	69388622	id-30690	4.7e-06	+	TTCTTGTCCTATTATGCTGCCTCCTGTGGGCACCC	V_CTCF_BR	32
chr14	69393048	69393198	id-30691	3.4e-06	-	CACCCTCTTCCTGTTTGAGCCACTAGCTGGTGCTG	V_CTCF_BR	40
chr14	69404606	69404756	id-30692	7.15e-05	+	TGAAGACGTTACTGAGGTGCAGCCAGGGGGCGTGC	V_CTCF_BR	37
chr14	69408603	69408753	id-30693	4.31e-05	-	CTGCTGCCGGGTGGTTGTCCCTCAGGGAGGAGGTG	UpstreamP1_CTCF	39
chr14	69410750	69410900	id-30694	1.08e-05	+	CTTCAACGCTTAAAGCCAGCCACGAGAGGAGGCTG	UpstreamP1_CTCF	1
chr14	69442511	69442661	id-30695	7.91e-05	-	AGGCAGGGAGAAGTCTGTGCAGGCAGGAGGCATGA	UpstreamP1_CTCF	8
chr14	69444576	69444726	id-30696	1.82e-07	+	GGGTATTCAGGGTACGTGGCCGCCTGGGGGCACAG	V_CTCF_BR	27
chr14	69447919	69448069	id-30697	1.95e-07	-	GCAGCAGTGGCTCTTCTGAGAACCAGGGGGCACTT	Upstream_CTCF	9
chr14	69468888	69469038	id-30698	4.14e-05	+	CACCAGTCCTCCACTGTAGCCAGTAGGTTCCTAAG	UpstreamP1_CTCF	38
chr14	69501659	69501809	id-30699	8.9e-05	-	AGGCTTTGTAGCCCATGGGCCAGGAGAGAGGGCTA	UpstreamP1_CTCF	17
chr14	69523166	69523316	id-30700	8.34e-07	-	CTGCTGTGAACCAGTCTGGCAGTCAGGTGGAGCTA	UpstreamP1_CTCF	25
chr14	69526470	69526620	id-30701	1.39e-05	-	ATGGGATCTGAACCCTCTTCCACCAGGAGGCACAT	V_CTCF_BR	22
chr14	69557036	69557186	id-30702	7.12e-06	-	CTGAGATCCATACTGGAGACCACTAGGTGGCCTCA	UpstreamP1_CTCF	38
chr14	69563444	69563594	id-30703	1	+	NA	NONE	9
chr14	69568115	69568265	id-30704	2.43e-06	-	TACTCCCACTCCTGTCTCCCCAGTAGAGGGCAGTT	V_CTCF_BR	40
chr14	69574235	69574385	id-30705	1.03e-06	-	TTGCTTTGTAGCTTTTAAGCCACAAGGTGGAGGTG	UpstreamP1_CTCF	40
chr14	69596091	69596241	id-30706	1.04e-07	+	CCGTTAGGCTGCTTTTCACCCAGCAGAGGGCGCTA	V_CTCF_BR	40
chr14	69607007	69607157	id-30707	2.29e-05	+	CTGAAAATTCTTCTCCGGGCCACTTGAGGGGGCCA	UpstreamP1_CTCF	0
chr14	69618275	69618425	id-30708	7.15e-05	-	TGGGAATGGGCCTACGTGAGGGCTAGGGGGCGGCT	V_CTCF_BR	26
chr14	69621601	69621751	id-30709	6.48e-05	+	CTGGAGCCAGTACTTGCTGGCACTAGTGGCCGCTT	UpstreamP1_CTCF	19
chr14	69709426	69709576	id-30710	5.77e-08	+	GTGGTAATAGTCAGGCTTGCCACAAGAGGGCACTC	V_CTCF_BR	40
chr14	69714871	69715021	id-30711	2.55e-06	+	AATGCATATATCCATATAACCACCAGGGGCTGGTG	Upstream_CTCF	34
chr14	69724348	69724498	id-30712	1.32e-05	+	ACAGAACTACCAGGAGTGACCATTTGGGGCAGATA	Upstream_CTCF	9
chr14	69726476	69726626	id-30713	1.95e-07	+	TCGGCAGGACCGACCAGGGCCGCGCGGGGGCAGCT	Upstream_CTCF	36
chr14	69726914	69727064	id-30714	1	+	NA	NONE	7
chr14	69727935	69728085	id-30715	1.38e-07	+	CGTGCGGAGCCGCAGCCGCCCTGCAGGGGGCGATC	Upstream_CTCF	40
chr14	69732726	69732876	id-30716	1	+	NA	NONE	1
chr14	69754396	69754546	id-30717	1	+	NA	NONE	29
chr14	69754798	69754948	id-30718	7.73e-05	-	CCTCCCCCTGTAAATTAGGCCACTAGGCGGCTGTC	Upstream_CTCF	39
chr14	69766133	69766283	id-30719	1.69e-05	-	CTGCCCCAGCTCTGGAGCACCCCCGGAGGTCAGCC	UpstreamP1_CTCF	38
chr14	69783705	69783855	id-30720	1	+	NA	NONE	11
chr14	69785096	69785246	id-30721	1	+	NA	NONE	2
chr14	69792371	69792521	id-30722	3.97e-05	-	CTCCACTCCACCTCAGGGAGCACTAGAAAGCACGC	UpstreamP1_CTCF	39
chr14	69813541	69813691	id-30723	9.87e-11	-	GGGCCCGGGAGCAGCCTGGCCAGCAGGGGGAGGTG	V_CTCF_BR	40
chr14	69817787	69817937	id-30724	4.43e-05	+	CTACAAAGAAGGCAGCTTCCCACTAGGGGGTGTAG	V_CTCF_BR	8
chr14	69829887	69830037	id-30725	1.21e-06	-	ACTGCCATCCTCCCTCAGGCCTGGTGATGGCAGCA	Upstream_CTCF	37
chr14	69890172	69890322	id-30726	1	+	NA	NONE	13
chr14	69926947	69927097	id-30727	3.06e-08	-	GCTACTTTCCTCACTGTGGCCAGCAGAGGGCTCAC	V_CTCF_BR	40
chr14	69942038	69942188	id-30728	7.17e-05	+	TGTGCTGCCCACAGCGATGCCGGTGGGTACCAAGA	Upstream_CTCF	35
chr14	69943684	69943834	id-30729	2.57e-08	-	CTGCACTCCAGCCTGGGTGACACCAGAGGGAGACA	UpstreamP1_CTCF	28
chr14	69970591	69970741	id-30730	1.26e-05	+	GAGTCATTACCACATATTAAGGGCAGGGGGCGGTA	Upstream_CTCF	40
chr14	70002072	70002222	id-30731	2.08e-07	+	GTTCACGTCTATCTTCTTCCCAGCAGATGGCAGCA	UpstreamP1_CTCF	40
chr14	70014894	70015044	id-30732	3.42e-08	+	CTCGCCGCACCGCGCAGTCCCGCCAGGGGGCGCCA	V_CTCF_BR	39
chr14	70041544	70041694	id-30733	8.79e-07	-	AACCAGCACCCTCGAGTGTCCGCCAGGAGGCGCAG	UpstreamP1_CTCF	40
chr14	70046973	70047123	id-30734	1.15e-07	+	AGCCCAATATGAAGGCTTGCCAGTAGGGGGAACCA	V_CTCF_BR	40
chr14	70051814	70051964	id-30735	2.44e-07	+	TGCTCACTCCACACTCTTACCACCAGGTGGCGTCC	Upstream_CTCF	40
chr14	70067523	70067673	id-30736	2.58e-05	-	TCAGGACAACTAAAAGCTTCCAGAAGGGGCAGAAG	Upstream_CTCF	6
chr14	70070404	70070554	id-30737	3.81e-05	+	GGCTGCATTCTTAATCCCACCACTAGAGGCTGGGC	V_CTCF_BR	40
chr14	70079619	70079769	id-30738	2.53e-05	-	CACATGTCTCTACTAGCCTCCACTAGATGGTGACA	V_CTCF_BR	38
chr14	70097880	70098030	id-30739	1.47e-05	+	AAGTCCAAGTCCCACCCCACCTCAAGGGGGTGCAT	V_CTCF_BR	11
chr14	70140367	70140517	id-30740	1	+	NA	NONE	12
chr14	70150744	70150894	id-30741	1.03e-05	-	ATGCTTGACCCCACTGGGTCCGCTAGGAGACATCA	UpstreamP1_CTCF	2
chr14	70152616	70152766	id-30742	1.41e-05	-	CTGCAGCACATGCGGCTGCACAGAGGGAGCTGGCG	UpstreamP1_CTCF	16
chr14	70175661	70175811	id-30743	2.1e-06	-	TCTGCAGTTTCTTTGTGTGCCAGTTGGCGGTTCCC	Upstream_CTCF	40
chr14	70180361	70180511	id-30744	1	+	NA	NONE	12
chr14	70183759	70183909	id-30745	1	+	NA	NONE	12
chr14	70187732	70187882	id-30746	4.21e-05	-	CGCCTCCTGCAGTCAGCCGGCAGGAGCTGGCTCAT	V_CTCF_BR	7
chr14	70193777	70193927	id-30747	1.04e-07	-	AGGGCCGCCTCCTCATTCGACACTAGATGGCGCCA	V_CTCF_BR	38
chr14	70198091	70198241	id-30748	4.88e-05	+	TGCAGATACTGCAACTCTTTCACCAGGTGGTGCAG	V_CTCF_BR	33
chr14	70270600	70270750	id-30749	2.47e-05	-	TCAGTAATTCCAAGTTTGACCACTTGGTTAAAATG	Upstream_CTCF	30
chr14	70279648	70279798	id-30750	3.48e-06	+	ATGCACTTGGGCCACAATTCCTGAAGAGGGAGTCC	UpstreamP1_CTCF	18
chr14	70285524	70285674	id-30751	4.33e-10	+	GCTGCACTTATAAATTCTACCACCAGAGGGCAGTA	Upstream_CTCF	40
chr14	70305872	70306022	id-30752	6.21e-06	-	TACGTAGAACCTCTACCCTCCAGGAGGTGGAGCAT	Upstream_CTCF	6
chr14	70317245	70317395	id-30753	1	+	NA	NONE	3
chr14	70330027	70330177	id-30754	3.11e-05	+	TGGTTGTCCAGTTGTTCTAACAGAGGGTGGCAGCA	V_CTCF_BR	12
chr14	70344347	70344497	id-30755	4.41e-06	+	TGACTTCTTCAAGCTTATACCACTAGGTGGCAGAC	V_CTCF_BR	39
chr14	70348611	70348761	id-30756	7.91e-05	+	AAGTTGTGTGCTCTCCCCACCACCAGGCAGCTATA	UpstreamP1_CTCF	3
chr14	70355157	70355307	id-30757	2.27e-05	+	CTCAGTAGAGCCTTTCCCACCACCAGGGAGCACTG	V_CTCF_BR	11
chr14	70358255	70358405	id-30758	5.68e-06	+	CCTCCTACCCTCCTCAGGGCCAGGAGGGGCTGCTG	V_CTCF_BR	9
chr14	70362926	70363076	id-30759	1	+	NA	NONE	3
chr14	70404338	70404488	id-30760	1	+	NA	NONE	7
chr14	70435444	70435594	id-30761	1	+	NA	NONE	5
chr14	70480120	70480270	id-30762	2.6e-07	-	CTCACAATCTCACCTCCCACCTCCAGTGGGCGCTG	V_CTCF_BR	40
chr14	70487658	70487808	id-30763	1	+	NA	NONE	1
chr14	70494639	70494789	id-30764	6.47e-10	-	CATGCAAGCCCCTCGCAGCCCACCAGGGGGCACCG	Upstream_CTCF	39
chr14	70503516	70503666	id-30765	6.21e-05	+	CACAGCATGCCAGCACCAGCCAGAAGTGGACAGCG	V_CTCF_BR	24
chr14	70512838	70512988	id-30766	2.89e-07	+	ACTCCTGTCCCTGCAGAGCCCAGTAGATGGCGGCC	Upstream_CTCF	40
chr14	70540780	70540930	id-30767	4.66e-08	-	AGTGCCACTGTGCTGCACACCACCAGGGGGCAGCA	Upstream_CTCF	40
chr14	70553946	70554096	id-30768	1	+	NA	NONE	40
chr14	70561338	70561488	id-30769	9.78e-07	-	AGGCACCTCCTCCCCATCAACAGCAGGGGGGACAT	UpstreamP1_CTCF	1
chr14	70563710	70563860	id-30770	7.12e-06	+	CTGCAGGACTGTGGGCTGGCCGCTAGAGAGGCTCC	UpstreamP1_CTCF	38
chr14	70654372	70654522	id-30771	1.04e-05	+	GAGTCCCGGATCACGCAGACCACCAGGGGCTGGAG	V_CTCF_BR	3
chr14	70659734	70659884	id-30772	3.24e-06	-	GATGCAGTGCCACTGGTGGCCAGGACTGGCAGGTC	Upstream_CTCF	17
chr14	70670527	70670677	id-30773	1.23e-05	+	CGGCAGCATGCCCAGCCAGCAGGTAGAGGGTGACA	UpstreamP1_CTCF	4
chr14	70690573	70690723	id-30774	1	+	NA	NONE	12
chr14	70724352	70724502	id-30775	9.84e-06	-	ATTCAGTTTGCCAATCCTACCACATGGGGACGATA	UpstreamP1_CTCF	36
chr14	70735600	70735750	id-30776	2.01e-05	+	AGTGCATAACTTCCAGACACCTCCTGGTGGTGTTG	Upstream_CTCF	7
chr14	70784693	70784843	id-30777	3.4e-06	-	TCAGGAGTCACTGCTCACTCCACAAGAGGGTGCAC	Upstream_CTCF	40
chr14	70786011	70786161	id-30778	8.97e-05	+	TGTGAGCCACCGCATCCAGCCGATAGGGGGATTTC	Upstream_CTCF	3
chr14	70805923	70806073	id-30779	1	+	NA	NONE	8
chr14	70816873	70817023	id-30780	1	+	NA	NONE	8
chr14	70870173	70870323	id-30781	3.09e-07	-	GGGAGTGTAGCAGTGAGGACCACCAGAGGTCACTC	V_CTCF_BR	19
chr14	70954963	70955113	id-30782	1	+	NA	NONE	2
chr14	71034705	71034855	id-30783	5.35e-09	-	GTGCAGTTCAGGCTGTAGTCCAGTAGATGGAGATG	UpstreamP1_CTCF	40
chr14	71052033	71052183	id-30784	9.25e-06	-	TTTGAGAGCTGCTGAACTGTCAGCAGGTGGTGCCA	V_CTCF_BR	30
chr14	71088958	71089108	id-30785	3.05e-07	+	GTCGCAGTTCCACAGGCAGACACCAGAAGGAGTAA	Upstream_CTCF	40
chr14	71128230	71128380	id-30786	8.9e-05	-	ATGCAGGGCAAAACGCCACCCACTGGCATGAGATA	UpstreamP1_CTCF	10
chr14	71174541	71174691	id-30787	4.96e-08	+	TCTGCAACACACACTGGGGCCTGTTGGGGGCAGTG	Upstream_CTCF	10
chr14	71180841	71180991	id-30788	1.59e-06	-	TACTGAAACATTTGAAACACCACCAGATGGCGCTG	V_CTCF_BR	40
chr14	71191030	71191180	id-30789	8.97e-05	-	CTTGCCCTTCCCCTCAGGTCCTGAGTGAGGCAGTG	Upstream_CTCF	3
chr14	71270196	71270346	id-30790	1	+	NA	NONE	1
chr14	71284487	71284637	id-30791	3.24e-06	-	GGCGCCATACCCCTCAATACCACACGGCGGCGCAA	Upstream_CTCF	40
chr14	71294255	71294405	id-30792	4.88e-05	+	TCTTTAAAATATAAACCAGCCACTGGATGTCAGCC	V_CTCF_BR	21
chr14	71325504	71325654	id-30793	1	+	NA	NONE	20
chr14	71340411	71340561	id-30794	2.27e-06	+	AGCTGATTAACACAAGCCACCAGCAGATGGCAAAG	V_CTCF_BR	22
chr14	71354958	71355108	id-30795	2.53e-05	+	GGCCAACAACAGCCCCTCATCAAGAGGTGGCGCTA	V_CTCF_BR	8
chr14	71373981	71374131	id-30796	2.31e-06	+	CGCGCGCTTCTCCCGGACGTCGGCAGGAGGCGCCC	Upstream_CTCF	40
chr14	71422711	71422861	id-30797	3.47e-07	-	CAGCATCTCTGGCCTTTACCCACTAGATGTCAGCA	UpstreamP1_CTCF	40
chr14	71439206	71439356	id-30798	3.06e-08	-	AAGCCAGCATGAACATTTGCCACTAGGTGGCGCCA	V_CTCF_BR	40
chr14	71478338	71478488	id-30799	2.27e-06	-	AGGACTTAGAAAAAGAGAGCCACTGGAGGGCAGCA	V_CTCF_BR	29
chr14	71517026	71517176	id-30800	5.2e-08	+	TTGTAGTAGCATAATATGGCCAGTAGAAGGCATAG	UpstreamP1_CTCF	39
chr14	71570707	71570857	id-30801	7.27e-06	+	AGTTTACCATTCTGTTCCAACACTAGGGGGAGCAC	V_CTCF_BR	38
chr14	71605828	71605978	id-30802	7.1e-09	+	GTGCACCTTACGTGAACGGCCACAAGATGGCAGTA	UpstreamP1_CTCF	40
chr14	71607686	71607836	id-30803	2.27e-05	+	TGGTCCGGGAACAAAATGTCCCCTGGGGGGCAGAG	V_CTCF_BR	20
chr14	71609090	71609240	id-30804	1	+	NA	NONE	13
chr14	71614162	71614312	id-30805	8.02e-08	+	CTGTTATGCCCAGACAGGGTCACCAGAGGGCTCCT	UpstreamP1_CTCF	9
chr14	71632081	71632231	id-30806	6.21e-06	+	AATGCCTTCTCCCTCAGGGCCACCAGGAAGGCCCA	Upstream_CTCF	3
chr14	71633303	71633453	id-30807	1	+	NA	NONE	40
chr14	71675542	71675692	id-30808	3.65e-07	-	AGGGCTCCTGTGTTGCACACCTGCAGGGGGCACTG	V_CTCF_BR	27
chr14	71687980	71688130	id-30809	1.61e-05	+	CAGCAATTCCAGCGCCTAACAAAGAGGAGGTGCTG	UpstreamP1_CTCF	16
chr14	71697729	71697879	id-30810	6.2e-10	-	GTGGCCCCTCGGGCGGTGGCCTCCAGGGGGCTCCC	V_CTCF_BR	1
chr14	71703216	71703366	id-30811	1.41e-06	+	CTGAAGCAAGCGATCCTGATCAGCAGATGGCTCTG	UpstreamP1_CTCF	6
chr14	71776602	71776752	id-30812	4.88e-05	-	TTTTACTCATTCCATACTTCCTATAGAGGGCAGCA	UpstreamP1_CTCF	30
chr14	71781523	71781673	id-30813	2.04e-05	+	TACTGCAAGGTAGAGCAGGACAAGAGAGGGCACCC	V_CTCF_BR	12
chr14	71786451	71786601	id-30814	1	+	NA	NONE	18
chr14	71788144	71788294	id-30815	4.41e-06	-	GGTGACTGGAGGGGAAGGGTCGCCAGGTGGCGACC	V_CTCF_BR	17
chr14	71789480	71789630	id-30816	8.59e-05	+	GGTGAGTGGCTTGAGACAGTCAGTAGGTGTTGCTG	V_CTCF_BR	39
chr14	71870542	71870692	id-30817	2.23e-06	+	CTGTATTTCCTCCTGTAGGCCACCTGGTGCCTTGC	UpstreamP1_CTCF	31
chr14	72005005	72005155	id-30818	1.48e-06	-	AAGCTGTGGCTCCATACCACCTCTAGAGGACTCCA	UpstreamP1_CTCF	12
chr14	72049943	72050093	id-30819	1	+	NA	NONE	0
chr14	72113917	72114067	id-30820	4.7e-06	+	GCAAAACCGGTTTGTTCTGTCAGCAGGTGGAGCTC	V_CTCF_BR	2
chr14	72121715	72121865	id-30821	8.59e-05	+	CAAATAGTGAGCATAGTACCCAGTAGGTGGAGATT	V_CTCF_BR	3
chr14	72172339	72172489	id-30822	4.65e-05	+	AGCGTCAGTCCTGCTCCAGCCATGAGAGGGCTCCA	V_CTCF_BR	10
chr14	72187805	72187955	id-30823	1.38e-06	+	GGTCACTGTAGATGTATCAGCACTAGGGGGCACCC	V_CTCF_BR	40
chr14	72190884	72191034	id-30824	1.28e-06	+	TGTGTAATTCTTAACTAGGCCAGTAGGCACCAGAG	Upstream_CTCF	10
chr14	72205913	72206063	id-30825	2.39e-05	-	GTGCACTCCCCGAAAGGGGGCAGAGTAGGAAGCCA	UpstreamP1_CTCF	2
chr14	72206129	72206279	id-30826	5.65e-05	-	GATGGGAATAGAGGCGGATGGGCCAGGGGGCGCCC	V_CTCF_BR	24
chr14	72219890	72220040	id-30827	1.67e-07	-	AACGCAAGTGAGGACTCGGACAGCAGAGGGAGCCA	V_CTCF_BR	40
chr14	72243270	72243420	id-30828	1	+	NA	NONE	22
chr14	72265965	72266115	id-30829	1	+	NA	NONE	9
chr14	72322242	72322392	id-30830	1.74e-08	-	GCACACAAAATGGCAGAGGCCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr14	72329908	72330058	id-30831	2.39e-05	-	ATGCAATTGCACATAACAGCCACTAGCTTCTTGAA	UpstreamP1_CTCF	31
chr14	72399034	72399184	id-30832	1.32e-08	+	CTGCAGCTCCGCTCGGCATCCGACAGCGGGCGCCG	UpstreamP1_CTCF	23
chr14	72400185	72400335	id-30833	7.49e-05	+	GAAGAGACCGTGTTTACAGTCACCAGCAGGCTGCG	V_CTCF_BR	3
chr14	72490824	72490974	id-30834	3.12e-08	+	CTGTCATTTCTGGTAGTGACCACCAGGTGGTGCCT	UpstreamP1_CTCF	39
chr14	72542824	72542974	id-30835	4.7e-06	-	TGAAGAACAGGCTAAGGTGCCTGTGGAGGGCGCAC	V_CTCF_BR	3
chr14	72570852	72571002	id-30836	9.51e-07	+	CCCGGTTTTGCTCTCTCCCCCTCTAGGTGGCGCTG	V_CTCF_BR	38
chr14	72621675	72621825	id-30837	8.64e-05	+	AGTGAAGTAAACAATTTCACCGTTAGGTGGTTCAC	Upstream_CTCF	4
chr14	72639844	72639994	id-30838	5.55e-07	-	GCAGCACTTCCAGCCTCACACACTAGATGCTAGCA	Upstream_CTCF	2
chr14	72645343	72645493	id-30839	5.63e-06	-	CTGCAATTTAGGTAGCCTATCCCTAGGTGTCAGTA	UpstreamP1_CTCF	7
chr14	72759222	72759372	id-30840	2.05e-09	-	CCTGCAGTTTTGAAAATACCCAGTAGAGGGCATTG	Upstream_CTCF	40
chr14	72760711	72760861	id-30841	1	+	NA	NONE	3
chr14	72883683	72883833	id-30842	5.48e-05	+	CCTGTCACTGTTGCTGCTGCCACCACAGGCAGGTC	Upstream_CTCF	15
chr14	72887571	72887721	id-30843	1.05e-08	-	GGTGCAGTTCACATTATCACCACGAAGGGGCGCCG	Upstream_CTCF	40
chr14	72915033	72915183	id-30844	1	+	NA	NONE	5
chr14	72939675	72939825	id-30845	2.04e-05	+	AAGAAAAGACCGTCTTTAGCCACCAGGTGTCTCAT	V_CTCF_BR	31
chr14	72980872	72981022	id-30846	4.68e-07	+	TGCCTACGTCTCTGGTTGACCAGCAGAGGGCATAG	V_CTCF_BR	40
chr14	72982806	72982956	id-30847	1.72e-06	-	CCTGGAAGGCCATGTCTGACCAGTAGGTGAAAGAT	Upstream_CTCF	33
chr14	72983179	72983329	id-30848	7.8e-08	+	AGCTGTGGAAGGGCAGGGGACACCAGATGGCAGCA	V_CTCF_BR	6
chr14	72983694	72983844	id-30849	3.24e-06	+	GTTGCATTACTCCAGTCTGCCACTGAGTGGCACCT	Upstream_CTCF	40
chr14	72992490	72992640	id-30850	1	+	NA	NONE	6
chr14	73012429	73012579	id-30851	1	+	NA	NONE	3
chr14	73014771	73014921	id-30852	3.4e-06	+	AAGGCAGTCTCTGAGCGGGCCACAAGGGTTCAGCC	Upstream_CTCF	14
chr14	73022018	73022168	id-30853	1.26e-07	+	CTTTTGCCAGGCTTGTCAGCCAGCAGATGGCACCT	V_CTCF_BR	15
chr14	73075023	73075173	id-30854	1	+	NA	NONE	9
chr14	73084161	73084311	id-30855	1	+	NA	NONE	4
chr14	73110324	73110474	id-30856	6.05e-06	-	GAAAGCTGGTGATGGGCGGTCACTTGGGGGAGCCC	V_CTCF_BR	21
chr14	73111644	73111794	id-30857	1	+	NA	NONE	20
chr14	73175507	73175657	id-30858	1	+	NA	NONE	8
chr14	73203255	73203405	id-30859	1.09e-06	+	GGTGCACTCTGCCTCCTGACCACAGGAGGTCCCAG	Upstream_CTCF	37
chr14	73212735	73212885	id-30860	2.78e-06	+	ACGTTTTGTAAACGTCCACCCCCCAGGGGGCACCA	V_CTCF_BR	27
chr14	73225274	73225424	id-30861	1.21e-06	+	AGGTAACAGCGCTCGGTGTGCACAAGGGGGCGGAA	UpstreamP1_CTCF	6
chr14	73255761	73255911	id-30862	2.19e-05	-	GATGCAGTACCCATGTTCTCCAGGAGCTCACAGCC	Upstream_CTCF	5
chr14	73285832	73285982	id-30863	1.54e-05	-	TGGTTGCTATATATTCTCACCAGCAGGTGACATTA	UpstreamP1_CTCF	3
chr14	73290161	73290311	id-30864	6.15e-05	+	GAAGTAGAGATAAGCAAGGCGGCGAGGGGGAGCTC	Upstream_CTCF	1
chr14	73330471	73330621	id-30865	4.5e-05	+	TTCTGCTGGCAGGAATTAAGCACTAGGGGCAGCTG	UpstreamP1_CTCF	10
chr14	73343449	73343599	id-30866	4.51e-05	-	GCTAAACGATCAGCCTAGGCCACCAGGGGTCCTTG	Upstream_CTCF	10
chr14	73359218	73359368	id-30867	3.81e-05	-	ACCAGGTTCGCTCCCGGGGACGGTAGGGGGTTCCT	V_CTCF_BR	26
chr14	73371764	73371914	id-30868	8.61e-08	-	GTGGCATCCCTGCTCACTGACACTAGAGGGCGCCC	V_CTCF_BR	40
chr14	73374789	73374939	id-30869	1	+	NA	NONE	5
chr14	73386848	73386998	id-30870	3.63e-06	+	CAAGAGTAGGAAGCTATGACCACCAGGAGGCTCAA	V_CTCF_BR	31
chr14	73402403	73402553	id-30871	6.51e-05	+	TGAGTGGGACACAGTCCTGCCTCCTGTGGGTGATC	V_CTCF_BR	2
chr14	73409770	73409920	id-30872	3.63e-06	-	ACGCTAAGCCACAAAGTGTCCAGAGGGTGGCAGCC	V_CTCF_BR	14
chr14	73415330	73415480	id-30873	7.07e-08	-	CGAAGGCTACCAGAAATGGCCACCAGAGGGCGAGC	V_CTCF_BR	40
chr14	73431945	73432095	id-30874	8.13e-06	-	GTGGCAGTACAGTGGATGGACTGGAGAGGACAGAC	Upstream_CTCF	4
chr14	73442603	73442753	id-30875	2.53e-05	-	CTCAGCCTGCGGTGCGGGGCCCCCTGGAGGAGGTG	V_CTCF_BR	26
chr14	73492390	73492540	id-30876	1	+	NA	NONE	15
chr14	73503515	73503665	id-30877	3.5e-05	-	CTGCGCTTACAGGTGTGAGCCACTAGGCCTGGCTC	UpstreamP1_CTCF	12
chr14	73509953	73510103	id-30878	2.04e-05	+	CCACTGCATTCCAGCCTGGCCGACAGAGGGAGACT	V_CTCF_BR	38
chr14	73524947	73525097	id-30879	2.11e-06	+	TGCCCAGCCGGAACCTTGACCTCAAGATGGCGTCC	V_CTCF_BR	22
chr14	73639949	73640099	id-30880	1.1e-05	+	TTATTTCAATATAAAGCACCCACTAGATGGAGCCA	V_CTCF_BR	39
chr14	73689926	73690076	id-30881	1	+	NA	NONE	4
chr14	73698691	73698841	id-30882	9.67e-08	+	TCTGCAACCATCCGAGGGGCCACCAGGCGGCCACA	Upstream_CTCF	38
chr14	73699873	73700023	id-30883	6.64e-05	+	ACAGCAGTGCTGCCTCCTGCAGCAAGCTGAAGCTT	Upstream_CTCF	12
chr14	73702477	73702627	id-30884	1	+	NA	NONE	2
chr14	73706238	73706388	id-30885	1	+	NA	NONE	13
chr14	73722624	73722774	id-30886	1.7e-05	+	CATGCAGCACAACGCCTGACCGCATGGGGTGCTTG	Upstream_CTCF	3
chr14	73728785	73728935	id-30887	1.77e-05	+	GGTGAAGGCTGCTGTGGCACCAGCCGGGGGCAGGT	Upstream_CTCF	1
chr14	73733455	73733605	id-30888	6.15e-05	+	GTAGCAGGAGAAAGTGTGAACATCAGGTGGTCCAG	Upstream_CTCF	7
chr14	73747719	73747869	id-30889	6.8e-06	-	TTTCAGTTTCCTTTCCCTGCCTTTAGAGGGCTCCC	UpstreamP1_CTCF	20
chr14	73750804	73750954	id-30890	1.97e-06	-	GAGGTTTTCCTGCTCTTAGCCAGAAGATGTCACCC	V_CTCF_BR	35
chr14	73762024	73762174	id-30891	5.51e-07	+	ATGCCAGTGGTGTAAGTAGCCACAAGGGGGCAATA	V_CTCF_BR	38
chr14	73938917	73939067	id-30892	1.85e-05	-	TGTGTGTTCTAAAATTTTACCACTAGATGTCACTT	Upstream_CTCF	39
chr14	73957610	73957760	id-30893	4.01e-05	-	ACCAGTCTTCCCCGCCCGGCCGGCCGGGGGCGAAG	V_CTCF_BR	9
chr14	73967133	73967283	id-30894	1.39e-05	-	TCTCATCTTACCTGATTGACCTGAAGAGGGCATTA	V_CTCF_BR	8
chr14	73975426	73975576	id-30895	9.81e-06	+	AAAAAATTTAGTCCAGCTACCACTTGGTGGCAGTG	V_CTCF_BR	39
chr14	74005833	74005983	id-30896	4.11e-08	-	GCAGCAGGAACGAACAGGCCCTGCAGGGGGCAGCA	Upstream_CTCF	15
chr14	74035856	74036006	id-30897	1	+	NA	NONE	35
chr14	74036512	74036662	id-30898	8.99e-05	+	GCGAGGCACGCTCTTCCTGCCGCCAGGTGACTCAC	V_CTCF_BR	5
chr14	74037752	74037902	id-30899	4.11e-08	-	GCAGCAGGAACGAACAGGCCCTGCAGGGGGCAGCA	Upstream_CTCF	24
chr14	74058493	74058643	id-30900	3.31e-06	+	CAGCCACCGGCAGCTTCCGGCACCAGGGGACGCCG	UpstreamP1_CTCF	12
chr14	74058981	74059131	id-30901	3.45e-05	-	CGCACCGACTGGCGCCGCACCCCTGGCGGGAGGAA	V_CTCF_BR	19
chr14	74100241	74100391	id-30902	1.38e-06	-	CTCTGAATTTCCTCACTGGCCACCAGGGGTCAATA	V_CTCF_BR	40
chr14	74101056	74101206	id-30903	6.51e-05	-	AGCGCCGGACTCAGCGGCGCCGCCTGCTGCAGCGG	V_CTCF_BR	32
chr14	74111499	74111649	id-30904	5.3e-05	-	TTGTGGGACTGCGTGGCGGCCGCCGGGGTCCTCCC	UpstreamP1_CTCF	9
chr14	74129198	74129348	id-30905	2.97e-06	-	GAAAAAGATTCTCCTCCAGCCTCCAGAGGGAGCAT	V_CTCF_BR	39
chr14	74177553	74177703	id-30906	4.03e-06	+	AAGCGATGTCCCACCTTAGCCGCTGGGTGGCCACC	UpstreamP1_CTCF	9
chr14	74190550	74190700	id-30907	1	+	NA	NONE	16
chr14	74190810	74190960	id-30908	1	+	NA	NONE	28
chr14	74195544	74195694	id-30909	2.6e-07	+	AAACATTTTGCATCCACAGACACCAGGGGGCACCA	V_CTCF_BR	40
chr14	74197972	74198122	id-30910	8.98e-06	+	TGGCTCCCATAAACACATTCCAGCAGAGGGCCCTG	UpstreamP1_CTCF	16
chr14	74208396	74208546	id-30911	1	+	NA	NONE	24
chr14	74208851	74209001	id-30912	8.61e-08	+	AGCCTGGCAAGCCCACGTGCCTCCAGGGGGCTGCG	V_CTCF_BR	4
chr14	74213225	74213375	id-30913	6.8e-06	+	ATGCCCTATACAGCTCCCACCACTGGAGGCTGCTG	UpstreamP1_CTCF	40
chr14	74219219	74219369	id-30914	1.28e-06	+	GAAGCAAAAAAATTTGCCACCAGCAGAGGGAGGGG	V_CTCF_BR	39
chr14	74225116	74225266	id-30915	1.19e-06	-	AGGGGATGTCTGGCTTGCTCCAGCAGGGGGAGCCT	V_CTCF_BR	40
chr14	74226526	74226676	id-30916	2.28e-05	-	GGCGGAAGCCCCGCGAGCGCCGCGGGGAGGCGACG	Upstream_CTCF	13
chr14	74238516	74238666	id-30917	5.37e-06	-	CTGCAGTTCCAACTGGCAGCAGGGAGGGTGTGCTT	UpstreamP1_CTCF	10
chr14	74244277	74244427	id-30918	1.81e-06	+	AATGCCCTGACTCCTTTTGCCACCTGGTGGATGCC	Upstream_CTCF	20
chr14	74252747	74252897	id-30919	1	+	NA	NONE	34
chr14	74269696	74269846	id-30920	6.21e-05	+	GGCTGGGCCTGTTCCTGAGCTGGCTGCTGGCAGCA	V_CTCF_BR	9
chr14	74292389	74292539	id-30921	1.38e-07	-	CTGCACTTTCCAGAGCTGCCCATGGGGGGGCAGAA	UpstreamP1_CTCF	39
chr14	74293981	74294131	id-30922	5.9e-06	-	TTGCACCACTGCACTCCAGCCTGGTGAGGGAGCAA	UpstreamP1_CTCF	39
chr14	74318643	74318793	id-30923	1	+	NA	NONE	26
chr14	74325973	74326123	id-30924	1.47e-05	-	CAGAAAAGTTAAGTGACTTCCTCAAGTGGGCAGCA	V_CTCF_BR	18
chr14	74335037	74335187	id-30925	1.1e-05	-	TGATTCATACAAAGATTAAGCAGAAGGGGGCACTG	V_CTCF_BR	32
chr14	74402512	74402662	id-30926	5.41e-06	-	ATTGTCATACCCAGTAATACCACTGGGAGGAAACT	Upstream_CTCF	39
chr14	74416666	74416816	id-30927	1	+	NA	NONE	10
chr14	74417023	74417173	id-30928	6.04e-07	+	GTGCAGCTCCCCACAGCGGCCCGCTGGTGTCCTGG	UpstreamP1_CTCF	31
chr14	74417772	74417922	id-30929	1	+	NA	NONE	26
chr14	74425450	74425600	id-30930	6.51e-05	-	GCCTGCTTCACTCACAGCCCCTAGAGGTGGAGCCC	V_CTCF_BR	15
chr14	74458329	74458479	id-30931	2.34e-06	+	CAGTATCCCCAGCCTCTATCCACTAGAGGTCAATA	UpstreamP1_CTCF	3
chr14	74505060	74505210	id-30932	7.27e-06	-	AGGTCTGAAATCTATTTCTCCACTAGGTGGCAACA	V_CTCF_BR	39
chr14	74515203	74515353	id-30933	1	+	NA	NONE	23
chr14	74550980	74551130	id-30934	1.63e-05	+	TTGGCACCACCCTCACTCGCCTGCAGGATCCGGGC	Upstream_CTCF	28
chr14	74578404	74578554	id-30935	2.43e-06	+	AAAATCATCTAGCCTTTAACCTCTAGATGGCAGCA	V_CTCF_BR	40
chr14	74628353	74628503	id-30936	3.41e-08	+	GGTGCATTGCCGGAGCAGCCCACCTGATGGCAGTG	Upstream_CTCF	12
chr14	74674769	74674919	id-30937	1.08e-05	+	ATGTTTTCATCACAAACAACCAGTTGGAGGCGCTG	UpstreamP1_CTCF	33
chr14	74684455	74684605	id-30938	3.42e-08	+	CGCGCCACTCGCGCGGCCACCGCTAGAGGGAGCCG	V_CTCF_BR	40
chr14	74710940	74711090	id-30939	5.12e-07	-	TTGCAAGCTCAGCCACTCACCTGCAGGGGGTTCCA	UpstreamP1_CTCF	27
chr14	74718342	74718492	id-30940	1.62e-08	-	TTGCTGCAGCCTCTGTTACCCACTAGGGGGCAGCT	UpstreamP1_CTCF	40
chr14	74724233	74724383	id-30941	6.75e-05	-	GAGCGCGGCCGGCCAATCCCCGGCAGGGGCGCTCC	UpstreamP1_CTCF	35
chr14	74757272	74757422	id-30942	3.22e-07	-	AATGCAGTTACATTCTGAGTCACTAGGGGGCTGGA	Upstream_CTCF	40
chr14	74761066	74761216	id-30943	1.41e-09	-	CTGCAGTTTGCAACCTCCACCACTTGAGGGCACCA	UpstreamP1_CTCF	40
chr14	74768884	74769034	id-30944	1	+	NA	NONE	40
chr14	74769744	74769894	id-30945	1	+	NA	NONE	39
chr14	74791659	74791809	id-30946	5.26e-07	+	AGTGTGATCCTTCCAGAAACCAGTAGGGGGGAGTG	Upstream_CTCF	40
chr14	74829133	74829283	id-30947	2.19e-10	+	CTGCAATAGCCACATATAGCCAGCAGATGGCAATC	UpstreamP1_CTCF	40
chr14	74867112	74867262	id-30948	7.78e-06	+	GAGGCAGATACCAGAATTACAGGCAGGGGGAGCAG	Upstream_CTCF	32
chr14	74926386	74926536	id-30949	7.07e-08	+	CCCCCACTACCGCCACCAGCCACCAGAGGCCACTG	V_CTCF_BR	40
chr14	74945849	74945999	id-30950	1.09e-06	-	TGTGAGTTTCCCAGGAAAACCACCAGGGGACAGTG	Upstream_CTCF	40
chr14	74958711	74958861	id-30951	1	+	NA	NONE	39
chr14	74967504	74967654	id-30952	8.79e-07	-	CTGCACTGCCAAGGAGTAGCAGTCAGGGGTCAGTG	UpstreamP1_CTCF	12
chr14	74967976	74968126	id-30953	6.43e-06	+	CAGCCTGATGCAGACAGCCCCACTAGGAGGCAGCA	V_CTCF_BR	40
chr14	74968963	74969113	id-30954	1.34e-06	+	AGAGCAGGTTATTCTGCAGCCTGTAGGTGGCGTGG	Upstream_CTCF	40
chr14	74974193	74974343	id-30955	2.34e-06	-	CTGCTGGTAGGGATAGGAGACAGATGGGGGCAGTG	UpstreamP1_CTCF	1
chr14	74975208	74975358	id-30956	5.51e-07	+	TGGCTTCCCATGCTCCTGGCCAGTAGAGGTAGCTG	V_CTCF_BR	40
chr14	74993957	74994107	id-30957	5.26e-07	+	TCTGCCATGCTTGCCCGGCCCCCTAGTGGGAGGAC	Upstream_CTCF	15
chr14	74998281	74998431	id-30958	1	+	NA	NONE	33
chr14	75016307	75016457	id-30959	1.04e-07	+	GCAGGCAGGACAGACTGCACCAGCAGAGGGCTGCC	V_CTCF_BR	39
chr14	75029451	75029601	id-30960	1	+	NA	NONE	20
chr14	75030465	75030615	id-30961	1.21e-06	-	ACAGGAGTTCACATGCCCTACACCAGGAGCCAGCA	Upstream_CTCF	11
chr14	75040166	75040316	id-30962	4.31e-09	+	GAGCAGTGGCTGCATTCCTCCACCAGAGGCCGCAG	UpstreamP1_CTCF	24
chr14	75075691	75075841	id-30963	7.94e-11	+	GGTGCAGTTCCAAGATTCACCAGGAGGTGGCACTT	Upstream_CTCF	40
chr14	75079315	75079465	id-30964	2.38e-07	-	CACCCCCGCTCCGGCCGGCCCTGCGGAGGGCGCCC	V_CTCF_BR	37
chr14	75085476	75085626	id-30965	4.3e-06	+	CCTGCAGCACACTGCACTCACACCAGGGTGTCCTG	Upstream_CTCF	12
chr14	75104900	75105050	id-30966	1.17e-05	-	GAAAACAGGAGCTTAGCGGCTGCCAGAGGGCAACA	V_CTCF_BR	5
chr14	75137603	75137753	id-30967	1	+	NA	NONE	9
chr14	75164791	75164941	id-30968	1	+	NA	NONE	16
chr14	75229856	75230006	id-30969	1	+	NA	NONE	40
chr14	75253649	75253799	id-30970	1	+	NA	NONE	9
chr14	75260527	75260677	id-30971	4.41e-06	-	AGAAGGTCAGGATTCTCAGACACTAGGGGGTGCTA	V_CTCF_BR	39
chr14	75264332	75264482	id-30972	2.6e-07	+	ACCCAGATATGAAGGTCACCCAGCAGAGGGCACTA	V_CTCF_BR	32
chr14	75271032	75271182	id-30973	6.37e-07	-	GTGGAGTAGCAAGCAATGGTCAGCAGAGGTCAGGC	UpstreamP1_CTCF	39
chr14	75310434	75310584	id-30974	3.65e-05	-	CTGTCTTTCTTCATTCCAACCACTGGCTGGAGAAT	UpstreamP1_CTCF	18
chr14	75313767	75313917	id-30975	1	+	NA	NONE	6
chr14	75327722	75327872	id-30976	5.77e-08	+	GTGTTTCCAACACTTTTGACCGGCAGGGGGCGCTC	V_CTCF_BR	40
chr14	75345145	75345295	id-30977	4.01e-05	+	ATATTCATAAACTCTTGCCCCAGTAGATGGTGCTG	V_CTCF_BR	40
chr14	75360073	75360223	id-30978	1	+	NA	NONE	6
chr14	75363962	75364112	id-30979	2.29e-05	+	ATGCTAATGTCGAATTAGGCCATTAGAGGGAGAAA	UpstreamP1_CTCF	11
chr14	75372486	75372636	id-30980	3.41e-08	-	CCTGCCAGCATCCCAGTCACCACCAGGTGGCGCTT	Upstream_CTCF	40
chr14	75373839	75373989	id-30981	8.33e-05	+	GGGACTCCAACCACTATGGCCTCTAGGGGGCCTGC	Upstream_CTCF	38
chr14	75380805	75380955	id-30982	1.38e-06	+	AGCGAGGTGTCCTCTCCAACCACCAGAGGTCTCTC	V_CTCF_BR	40
chr14	75412038	75412188	id-30983	1.31e-05	+	AAAGAGATGAGAGCATAAACCCCTAGGGGGCGCAG	V_CTCF_BR	40
chr14	75413164	75413314	id-30984	1.63e-09	+	CCTGCAGCTGACACTGAGGCCACTAGGGGGTAGCA	Upstream_CTCF	40
chr14	75419779	75419929	id-30985	7.46e-06	+	GGGCTGCCAGGCAGGCAGCCCAGCAGAGGGTGTTC	UpstreamP1_CTCF	6
chr14	75446352	75446502	id-30986	4.11e-07	+	GGGCATTTCTTGCCTAACACCACCAGTGGGAGCTG	UpstreamP1_CTCF	31
chr14	75447723	75447873	id-30987	2.91e-05	-	TGGGCAAACACACAGGAGACCAGCAGGCAGCAGGA	Upstream_CTCF	12
chr14	75469297	75469447	id-30988	2.43e-06	-	ACGGAAGTAACCCGTCAGGCCTGTAGAGGGTGGCT	Upstream_CTCF	35
chr14	75489503	75489653	id-30989	1.82e-06	-	ATGCATTAGCTACTCCAGACCACCGGAGGCATCCA	UpstreamP1_CTCF	39
chr14	75530381	75530531	id-30990	1.08e-05	+	GTGAAGGAAGAACCAGACGCCGGGAGAGGGAGCTT	UpstreamP1_CTCF	22
chr14	75551356	75551506	id-30991	2.01e-05	-	TAGTACTGAACTACTTCTGTGACTAGGTGGCACTG	UpstreamP1_CTCF	34
chr14	75555375	75555525	id-30992	3.4e-06	-	TTAACCACAACTGTCTTGCCCACTAGAGGGTGCTG	V_CTCF_BR	40
chr14	75599201	75599351	id-30993	3.47e-07	+	CAGTACCTACCAATTCTCAACAGCAGATGGCAATG	UpstreamP1_CTCF	37
chr14	75608826	75608976	id-30994	7.17e-05	+	AATGTGCACCACAGGTTCTCCAATAGGGGGTGATA	Upstream_CTCF	39
chr14	75614265	75614415	id-30995	6.21e-05	-	GTATGTCCTGCTCTAACAGCCAGAGGAGGCAGCAG	V_CTCF_BR	38
chr14	75629530	75629680	id-30996	5.13e-05	+	AAAAACATCTGACAAATGCCCAATAGAGGGCAACC	V_CTCF_BR	18
chr14	75642983	75643133	id-30997	1	+	NA	NONE	18
chr14	75663072	75663222	id-30998	2.96e-05	-	TCAAGACCTTCAGGTTCTTCCACTAGAAGGAGCAA	V_CTCF_BR	9
chr14	75688960	75689110	id-30999	1	+	NA	NONE	11
chr14	75697240	75697390	id-31000	1	+	NA	NONE	36
chr14	75699431	75699581	id-31001	1.21e-06	+	TTTGTTGTCTTGGCAGCTGTCACCAGGGGCCACTC	Upstream_CTCF	3
chr14	75726342	75726492	id-31002	2.15e-05	-	CGGGGAAATGTATCCAAATCCTGCAGGGGGTAGCA	V_CTCF_BR	33
chr14	75740378	75740528	id-31003	3.65e-05	+	CTGTTCCCCAGTTTCCTCAGCTCCAGATGGAGCAT	UpstreamP1_CTCF	3
chr14	75750398	75750548	id-31004	1	+	NA	NONE	35
chr14	75760601	75760751	id-31005	1.28e-06	-	CTCTCCCTCTGCCCACGGGCCAGCAGGGGCTGGTC	V_CTCF_BR	15
chr14	75761519	75761669	id-31006	7.78e-06	-	ACTGATATTCCAGTTATGTCCTGGGGAGGGGGTGG	Upstream_CTCF	34
chr14	75762900	75763050	id-31007	6.34e-08	-	GGCGCGCTGCCTCACATGTGCACTAGGGGGCAGAG	Upstream_CTCF	40
chr14	75770328	75770478	id-31008	2.19e-05	-	TTGTCATATCCTTTAGTGGTCAAGAGGGGGCGCAG	UpstreamP1_CTCF	39
chr14	75773736	75773886	id-31009	1.7e-05	+	CCTGTGTGAGCCCTGCTCTCCACACGGTGGCAGGG	Upstream_CTCF	38
chr14	75774607	75774757	id-31010	1.38e-08	+	GCTGGAGAAGGGTCCCGAGCCAGAAGAGGGCGCTC	V_CTCF_BR	40
chr14	75783117	75783267	id-31011	6.9e-05	+	AATGTCATTTCTAAATTGGCCACCCAGTGGTGACA	Upstream_CTCF	4
chr14	75894245	75894395	id-31012	1.18e-05	-	CCGCAGCCCTAGGAGAGAGACGCGAGAGGCCGGAG	UpstreamP1_CTCF	18
chr14	75897397	75897547	id-31013	1	+	NA	NONE	11
chr14	75917170	75917320	id-31014	4.21e-05	-	CACCAGGTGAAGGCTCTGAACAAGAGCTGGCAGAG	V_CTCF_BR	9
chr14	75920736	75920886	id-31015	1.97e-06	-	CCGTGTTTCTCAGGCCCCGTCTGCAGGTGGCGCGG	V_CTCF_BR	13
chr14	75943452	75943602	id-31016	1	+	NA	NONE	7
chr14	75955240	75955390	id-31017	7.42e-09	-	TTGCCGAGCTTCCAAATGACCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr14	75981779	75981929	id-31018	2.78e-06	-	AAATCCTGCAGCGATTTCTCCAGTAGGGGGCAGTT	V_CTCF_BR	22
chr14	75985184	75985334	id-31019	1.73e-05	+	TTTGGTATGAGGTTGCCTACCTAGAGGTGGCGCTG	V_CTCF_BR	40
chr14	76027414	76027564	id-31020	3.18e-06	-	TGATCTCTGCAGTTCTCTGTCACTAGGTGGCAGCA	V_CTCF_BR	40
chr14	76044120	76044270	id-31021	5.51e-07	+	CCTTTGAAATGGGCTAGGACCGGCAGGTGGCAGAC	V_CTCF_BR	40
chr14	76045172	76045322	id-31022	6.84e-06	+	TCCTTTCAACTCTAAGAGACCAGCAGAGGCCACTG	V_CTCF_BR	36
chr14	76058025	76058175	id-31023	1	+	NA	NONE	17
chr14	76120590	76120740	id-31024	1.38e-07	-	AAGCCATAACCAGTGCTGGCCACTAGAGGGGGCTC	UpstreamP1_CTCF	40
chr14	76122725	76122875	id-31025	4.68e-07	+	TCTATATAGGGTTCCATGACCACCTGAGGGCAGCA	V_CTCF_BR	10
chr14	76141749	76141899	id-31026	5.08e-05	-	CTCCAACCACTCACATGTGCCCCTAGAGGCAACTT	UpstreamP1_CTCF	34
chr14	76175671	76175821	id-31027	1.82e-07	+	GAGCTCTGTGTTCCGTTCGCCTCTAGGTGGCAGTC	V_CTCF_BR	40
chr14	76177580	76177730	id-31028	9.29e-06	+	TGCGTGTTGCTGTTTTGCACCACCAGGGGACACTC	Upstream_CTCF	40
chr14	76203618	76203768	id-31029	1	+	NA	NONE	2
chr14	76260284	76260434	id-31030	9.41e-05	-	TATACAGATAAGTAGGGTACCACCAGGGAGCAGTG	V_CTCF_BR	29
chr14	76260961	76261111	id-31031	3.48e-06	+	TTGTAGGGATCTGAACTTGCCATTAGATGTCAGTG	UpstreamP1_CTCF	37
chr14	76267253	76267403	id-31032	8.16e-07	+	GTGGTTTTTTGACCTCCAGCCAGGAGGTGGCGCTT	V_CTCF_BR	30
chr14	76283183	76283333	id-31033	1	+	NA	NONE	17
chr14	76327009	76327159	id-31034	2.66e-05	-	GGAACGGAGTGAGCTGTGAACGAAAGGGGGAGCCA	V_CTCF_BR	10
chr14	76335138	76335288	id-31035	7.02e-05	+	TGGCAATAACATGCTAGCTCCTCAGCGTGGCACAA	UpstreamP1_CTCF	18
chr14	76347023	76347173	id-31036	2.43e-06	-	GGACAAGGAACCAAAGCTTCCAGCAGGAGGCAGCC	V_CTCF_BR	25
chr14	76350555	76350705	id-31037	3.16e-05	-	CTGGCAATAATCAGAGAATCCACAAGGGGCACACT	Upstream_CTCF	40
chr14	76373153	76373303	id-31038	6.67e-08	+	TTGCTCCTATAATGGTCTACCAGTAGGTGGCGCTG	UpstreamP1_CTCF	40
chr14	76392919	76393069	id-31039	1	+	NA	NONE	18
chr14	76437476	76437626	id-31040	1	+	NA	NONE	6
chr14	76443292	76443442	id-31041	5.93e-06	-	TCAGCACTTCTCCAAGTGTGGTCCAGAGGAAGCTG	Upstream_CTCF	6
chr14	76445709	76445859	id-31042	4.68e-05	-	GCTCTGTTTGCTTTTCCTACCAGCAGGTGTCCTCG	UpstreamP1_CTCF	40
chr14	76448877	76449027	id-31043	7.1e-07	-	CTTCACTGGCGGCCTCGCCTCGCCAGAGGGCACCC	UpstreamP1_CTCF	40
chr14	76455650	76455800	id-31044	2.39e-05	+	CTGCGCTTTCTACAGTCTTCCGGCAGGAAGCAGAT	UpstreamP1_CTCF	6
chr14	76459923	76460073	id-31045	2.4e-05	+	CTTTCACATAGCAAAGAGTCCAGTGGAGGGCAGAG	V_CTCF_BR	12
chr14	76478886	76479036	id-31046	2.1e-06	+	AGGGTCCTGCCCCCTCCGTCCATCAGGCGGCAGCC	Upstream_CTCF	5
chr14	76517259	76517409	id-31047	4.38e-08	+	GCTGTCATTTTTAATGTGAGCAGCAGGGGGCAACA	Upstream_CTCF	40
chr14	76522635	76522785	id-31048	9.81e-06	-	GCCCACATCCTGCTCTCTCACTCTAGGGGGAGCCC	V_CTCF_BR	40
chr14	76543809	76543959	id-31049	3.16e-06	+	TTGCTGTCAGCTAGTTCACCATCCAGGGGGCAGAC	UpstreamP1_CTCF	9
chr14	76557510	76557660	id-31050	3.03e-05	-	TGTGTAGAGACGCTGCTGGCTGCTAGGTGGCCCCC	Upstream_CTCF	33
chr14	76564492	76564642	id-31051	4.43e-05	+	CAGAGAGCTCCAGGCTGACACGGATGGGGGCGCCG	V_CTCF_BR	2
chr14	76568403	76568553	id-31052	4.41e-06	+	AAAGTGTCCTGCCTTGGTGACACAAGGGGGCTCTC	V_CTCF_BR	18
chr14	76581627	76581777	id-31053	4.88e-05	-	AAGCAACACCCACTTGAAGGCAGCAGAGAGCTACT	UpstreamP1_CTCF	16
chr14	76594677	76594827	id-31054	2.81e-05	+	ACCCAGTTTGCCTGAATAAACACCAGGGGTTGCTC	V_CTCF_BR	19
chr14	76648009	76648159	id-31055	4.01e-05	-	CTCTTTTCTGCATAACAGCCCTGTAGGGGGTGCTA	V_CTCF_BR	38
chr14	76734025	76734175	id-31056	4.7e-05	-	GCTGCTGAAAACCCTGTTGTCTCCAGGAGGGGAGC	Upstream_CTCF	30
chr14	76776462	76776612	id-31057	9.39e-07	+	ACTGCACTTCCTCTCTCACCCTCCAGGAGCCTTCT	Upstream_CTCF	17
chr14	76819218	76819368	id-31058	1.18e-09	-	GGCGATTCGGGGCCGTGTGCCACCAGAGGGCGCGC	V_CTCF_BR	39
chr14	76823214	76823364	id-31059	4.94e-06	+	CTTGTTGGGCCTTTGATGGCCACTAGGAGCTCCTC	Upstream_CTCF	13
chr14	76839891	76840041	id-31060	5.48e-05	+	CCTGCCAAGTTGGATCATGCCACTAGGGTGTCCCG	Upstream_CTCF	7
chr14	76853618	76853768	id-31061	1.76e-09	-	GGTGCAGTGCCAGTGAGTGCCTGTAGGGGGCTCTA	Upstream_CTCF	40
chr14	76890806	76890956	id-31062	1	+	NA	NONE	15
chr14	76922667	76922817	id-31063	1.82e-07	+	TGGGAAAGTTATTAACTGACCTCCAGGGGGCAGTG	V_CTCF_BR	39
chr14	76940120	76940270	id-31064	5.75e-09	+	CTGCAGTGGATTGGAGAGGCCAGCAGAGGGGGAGC	UpstreamP1_CTCF	28
chr14	76942987	76943137	id-31065	1	+	NA	NONE	0
chr14	76950838	76950988	id-31066	4.73e-07	-	GAAGCATTGACCCAGGGGACCACCAGGCGCCACTC	Upstream_CTCF	7
chr14	76964244	76964394	id-31067	3.88e-06	-	GACATTTCTCAAGAGGTCACCAGGGGGTGGCAGCA	V_CTCF_BR	18
chr14	76975793	76975943	id-31068	7.9e-07	+	GTGCTCTGTGACAGTGGAGCCACCAGAGGAGGCAC	UpstreamP1_CTCF	10
chr14	76981072	76981222	id-31069	8.21e-06	+	GGAAGCAAACTGAAACACACCGGCAGGGGGTGCTG	V_CTCF_BR	33
chr14	77013292	77013442	id-31070	2.31e-06	-	GGTGTGATGATAATGTCAGCCTCTAGGGGTCGCTG	Upstream_CTCF	40
chr14	77030898	77031048	id-31071	3.45e-05	-	GAATGGAGTCTTCAGGGGTCAGCTAGGGGGAGCCC	V_CTCF_BR	22
chr14	77100035	77100185	id-31072	2.84e-05	-	TTGTGCTGGCCTCACTTTTCCACAGTGTGGCACTG	UpstreamP1_CTCF	6
chr14	77111380	77111530	id-31073	2.86e-06	-	GGGCTTTGAGAGCCTCACACCACAAGGGGTCAGGC	UpstreamP1_CTCF	40
chr14	77114160	77114310	id-31074	4.23e-06	-	GAGTTGATGCTCTGGAAGTCCACTAGGTGGCAATG	UpstreamP1_CTCF	40
chr14	77176574	77176724	id-31075	9.78e-09	+	AGAGCAATGTACACATTTGCCACTAGATGGCAGGC	Upstream_CTCF	40
chr14	77210965	77211115	id-31076	6.18e-07	+	ACAGCAGTCTGAGATCAAACCACAAGGCGGCAGCA	Upstream_CTCF	3
chr14	77236835	77236985	id-31077	6.18e-07	+	CTGGCAGTAGGATGGTTGGCCAGCAGGGGAAGAGC	Upstream_CTCF	14
chr14	77239336	77239486	id-31078	3.63e-05	-	CCCCTCCAGGGGAATGTGAGAAGGAGGGGGCAGGG	V_CTCF_BR	4
chr14	77240019	77240169	id-31079	1	+	NA	NONE	25
chr14	77243119	77243269	id-31080	4.43e-05	-	GACTGAGCTATGGAGATACCCAGCAGGGGGCCCTG	V_CTCF_BR	21
chr14	77251234	77251384	id-31081	3.06e-08	-	GAGGGGCCACCTCTAGGGTCCACCAGGGGGAGCTG	V_CTCF_BR	40
chr14	77277408	77277558	id-31082	2.46e-06	-	CAGCGTCTCTGTCCTCTAACCACTAGATGCCAGTA	UpstreamP1_CTCF	40
chr14	77310734	77310884	id-31083	5.37e-06	-	CTGCACTCCCTGCCTCTTACCGACAGGGCTTGGCA	UpstreamP1_CTCF	26
chr14	77315277	77315427	id-31084	5.92e-05	+	GCTGAAAGTTCAGTTCAGACCACTAGGGTTGATGG	Upstream_CTCF	10
chr14	77335259	77335409	id-31085	2.01e-05	+	CGGTAGGGACACTGGCATCCAGCAAGAGGGCGCCA	UpstreamP1_CTCF	4
chr14	77336604	77336754	id-31086	1.56e-06	+	GCTGCTGGTGGTGTGCCCGTCACCAGGGGGCCACC	Upstream_CTCF	39
chr14	77339246	77339396	id-31087	7.09e-08	+	GAGTAATTCCCACTTGTGGCCGCTAGGTGTCAGGT	UpstreamP1_CTCF	40
chr14	77342461	77342611	id-31088	4.3e-08	+	CGGCTGTACCTCTGCTTTCCCAGCAGAGGGTGCTC	UpstreamP1_CTCF	40
chr14	77349012	77349162	id-31089	1	+	NA	NONE	4
chr14	77379673	77379823	id-31090	3.45e-05	+	GTACAGATTCCAATTTGGCCCTGAGGAGGGCAGCA	V_CTCF_BR	40
chr14	77380039	77380189	id-31091	7.9e-07	+	TTGTGATGGCACTCGTGATCCACCAGGTGTCGCTG	UpstreamP1_CTCF	40
chr14	77383581	77383731	id-31092	3e-08	-	CCCGCAGTCCTTGTTTTCACCAGGAGGTGGCAAGA	Upstream_CTCF	40
chr14	77384569	77384719	id-31093	1	+	NA	NONE	12
chr14	77385228	77385378	id-31094	1.64e-05	+	TCCCCAGAAAAGGCTCCTGCCAGCTGGGGCAGCGA	V_CTCF_BR	9
chr14	77385556	77385706	id-31095	1.24e-05	+	CAGGCGCTGTAGCCAAGTGGCAGGAGCTGGCAGAG	V_CTCF_BR	29
chr14	77413570	77413720	id-31096	1	+	NA	NONE	39
chr14	77423133	77423283	id-31097	4.17e-05	+	GAGGCTCTTCCTTCCCTTCCCTCCAGCAGGGGTGT	Upstream_CTCF	27
chr14	77427427	77427577	id-31098	1.27e-06	+	TTGCAGCACCCCAGGAGTGCCTGTAGGGGAACCAC	UpstreamP1_CTCF	39
chr14	77435164	77435314	id-31099	3.18e-06	+	AGGGGCTGGAGGACCTGCTCCAGCAGCTGGTGCTG	V_CTCF_BR	11
chr14	77452062	77452212	id-31100	1.76e-05	+	CTTCTGGGACTATATGTGGCCACTAGGGATGGCTG	UpstreamP1_CTCF	5
chr14	77477817	77477967	id-31101	1.76e-05	-	ATGAAGTGGCAGCTTTCAAGAGGGAGGTGGCGGTA	UpstreamP1_CTCF	6
chr14	77489958	77490108	id-31102	1	+	NA	NONE	38
chr14	77491998	77492148	id-31103	3.97e-05	+	TTGGTCCATGCCCGGGTGGGCGCTAGGCGGCGGGG	UpstreamP1_CTCF	17
chr14	77493633	77493783	id-31104	3.73e-06	+	TAGGCCGTAGCGCTCCAGGCCAGACGGGGCCGCCA	Upstream_CTCF	14
chr14	77494247	77494397	id-31105	1	+	NA	NONE	34
chr14	77499276	77499426	id-31106	1	+	NA	NONE	31
chr14	77511715	77511865	id-31107	1	+	NA	NONE	6
chr14	77519694	77519844	id-31108	1.77e-10	-	GCGGGACCTCTGCTCGCAGCCAGCAGGGGGCGCGC	V_CTCF_BR	40
chr14	77525987	77526137	id-31109	7.55e-07	-	GTTTGGAGCTGACTCACCGCCAGGAGGGGGTGGTG	V_CTCF_BR	38
chr14	77533287	77533437	id-31110	3.16e-06	+	CAGCAGGGGCACCTGCTTCCCTGCAGGGTGGACCC	UpstreamP1_CTCF	3
chr14	77534692	77534842	id-31111	5.12e-07	-	CAGCCGCTACAGCCTCATGCCACATGGGGGCAGCA	UpstreamP1_CTCF	40
chr14	77537113	77537263	id-31112	3.33e-08	-	ATGCAGTTACCTATTGTGTCCACAGGATGTCACTA	UpstreamP1_CTCF	39
chr14	77543350	77543500	id-31113	1	+	NA	NONE	11
chr14	77561134	77561284	id-31114	5.51e-07	-	CGGTTTCCTACCACCACAACCAGCAGGGGGAGACA	V_CTCF_BR	40
chr14	77575186	77575336	id-31115	1	+	NA	NONE	6
chr14	77580095	77580245	id-31116	9.41e-05	+	GCAGGGTGTGCCCTCTCTGGTGGCAGGTGGAAGTC	V_CTCF_BR	6
chr14	77591382	77591532	id-31117	1.38e-09	-	CGGCCGTGGCTCGGGCCCGCCGGGAGGGGGCGCCG	V_CTCF_BR	36
chr14	77598560	77598710	id-31118	1	+	NA	NONE	12
chr14	77606067	77606217	id-31119	5.08e-07	+	GAGGACTGACTGACTACGGCGTCCAGGGGGCGCCC	V_CTCF_BR	40
chr14	77607525	77607675	id-31120	1.15e-06	+	AGTGCCTTCCCGGCGCCGGTCGCCAGGGGGGCGCG	Upstream_CTCF	39
chr14	77617781	77617931	id-31121	6.86e-07	-	GCTACAATTGCAATCGTGGGCTCCAGGGGGCGTCT	Upstream_CTCF	40
chr14	77618627	77618777	id-31122	1.73e-05	+	TAATTATTATAATAATTTTCCAGTAGATGGCAGTA	V_CTCF_BR	36
chr14	77624500	77624650	id-31123	2.78e-06	-	CTCCCTGTCCCCTGCTTCCCCTCCTGGTGGCAGCC	V_CTCF_BR	4
chr14	77630535	77630685	id-31124	1	+	NA	NONE	5
chr14	77648580	77648730	id-31125	8.16e-07	+	GCCCACTCTCTGGGCTGGGACGGGAGGGGGCAGTC	V_CTCF_BR	11
chr14	77657459	77657609	id-31126	1	+	NA	NONE	12
chr14	77666889	77667039	id-31127	2.68e-05	-	AATGCACCACCCCTCAGGGGCAGCAGAGCCAGGAT	Upstream_CTCF	6
chr14	77673353	77673503	id-31128	3.42e-05	-	TGAGCAGCCATGATGGTGCCCAGGGGGTGCTGGAG	Upstream_CTCF	12
chr14	77679861	77680011	id-31129	4.02e-07	-	GCTGCAGTTCTGCTGGTGGTCATTGGGAGGAGCCC	Upstream_CTCF	40
chr14	77694510	77694660	id-31130	1	+	NA	NONE	8
chr14	77712278	77712428	id-31131	3.73e-06	-	AGTGAGGTACCTGGTCAGTCCCATAGAGGGCAGAA	Upstream_CTCF	28
chr14	77735439	77735589	id-31132	6.19e-06	-	CTGCTGTGACCTCTGGGATCCAGCAGAGCACCTCC	UpstreamP1_CTCF	4
chr14	77742007	77742157	id-31133	1.15e-06	-	ACAGCCCTTTTGACTTCCCCCAGCAGGAAGCGCTG	Upstream_CTCF	11
chr14	77743007	77743157	id-31134	7.27e-06	+	GAAGTCCAGCTACCTGCAGCCACTGGGGGGCATGG	V_CTCF_BR	2
chr14	77745373	77745523	id-31135	7.16e-08	+	ATGGCAGGTGCACCAAGCACCAGCAGGAGGCAGCC	Upstream_CTCF	23
chr14	77757250	77757400	id-31136	5.01e-06	-	TAGGGGCTGGTGAGTGGCCCCAGCTGAGGGCACCT	V_CTCF_BR	31
chr14	77767502	77767652	id-31137	2.19e-08	+	CAGTCAGGCTGAGCCAGAACCACCAGGGGGCAGAG	V_CTCF_BR	40
chr14	77769450	77769600	id-31138	1	+	NA	NONE	17
chr14	77780405	77780555	id-31139	1	+	NA	NONE	12
chr14	77782355	77782505	id-31140	2.93e-08	-	GTGTGCTTGGTACCTATGTCCAGCAGGTGGCACTG	UpstreamP1_CTCF	40
chr14	77785971	77786121	id-31141	1	+	NA	NONE	2
chr14	77787134	77787284	id-31142	1.82e-07	+	AGCGTGGTCGCGGCCCGGGCCGCTAGGAGGCGGCA	V_CTCF_BR	37
chr14	77789052	77789202	id-31143	1	+	NA	NONE	2
chr14	77792263	77792413	id-31144	4.65e-05	+	CCCAGACTGGAGCTGACCAACACTAGGAGGAGCCT	V_CTCF_BR	12
chr14	77792639	77792789	id-31145	1	+	NA	NONE	11
chr14	77843415	77843565	id-31146	2.91e-05	-	GCCGCGCCGCTTCTTCCGGCCTGCAGGCTGCGCTC	Upstream_CTCF	36
chr14	77875670	77875820	id-31147	1.83e-05	-	GCAGAAGCAGGCACCTTCTTCACAAGGTGGCAGGA	V_CTCF_BR	38
chr14	77925588	77925738	id-31148	2.44e-07	+	TGTGCAGTTTTCCACTTGGTCAAATGGGGGCGCCA	Upstream_CTCF	40
chr14	78013911	78014061	id-31149	8.5e-06	+	GGCGTAATCCCACTACTGATCAGCAGGGGAAGTTT	Upstream_CTCF	39
chr14	78017793	78017943	id-31150	5.01e-06	-	ATTTGACTTTTATTCTGCAACACCAGAGGGCAGTA	V_CTCF_BR	40
chr14	78070388	78070538	id-31151	8.97e-05	+	CCTGATATGCAGGGATGCGCCCCTGGTGGTCACGT	Upstream_CTCF	39
chr14	78076409	78076559	id-31152	1	+	NA	NONE	6
chr14	78083390	78083540	id-31153	1	+	NA	NONE	31
chr14	78119922	78120072	id-31154	5.41e-06	-	CCTGCTGCCCTTCCTCCTGCCACTGGGGGAGCAGC	Upstream_CTCF	38
chr14	78121433	78121583	id-31155	2.47e-08	+	GCTGTTGTCTCCCGACTGGTCACTAGAGGGAGGCC	Upstream_CTCF	40
chr14	78163279	78163429	id-31156	1.73e-05	+	GAGACAATTGCCTGGACAACCTGTAGCTGGTGCTG	V_CTCF_BR	13
chr14	78173717	78173867	id-31157	1	+	NA	NONE	39
chr14	78173968	78174118	id-31158	7.02e-05	+	GGGGAGTTCGACTCTGCAGCCAAAGGAGGTCAGGA	UpstreamP1_CTCF	2
chr14	78226968	78227118	id-31159	5.65e-05	-	GCGGCTTTCCGGCCGTTTGCCTGTGGTGGTCTCTC	V_CTCF_BR	21
chr14	78228109	78228259	id-31160	2.29e-05	+	TAGTGGTGGCCACCCTCAGCTCCTAGGGGTCACTC	UpstreamP1_CTCF	40
chr14	78255889	78256039	id-31161	1.37e-05	+	CTGGCTCTTCCACTGGAAAACTGCAGGAGGTGGTA	Upstream_CTCF	4
chr14	78266802	78266952	id-31162	8.16e-07	-	TGCCTCGGAACTCACAGGGCCACCAGGGGGTGAAG	V_CTCF_BR	39
chr14	78271046	78271196	id-31163	8.99e-05	-	TTGCCAAACCCTGGCCTAGCACATAGGGGGCGCTC	V_CTCF_BR	38
chr14	78283810	78283960	id-31164	2.27e-06	-	CTACTTGTACCTGCTCAGTCCACCAGGTGGCTGCA	V_CTCF_BR	38
chr14	78288753	78288903	id-31165	1	+	NA	NONE	4
chr14	78328653	78328803	id-31166	1.11e-11	+	GATGCAGTGCTGACCTTGGCCAGCAGATGGCGCCT	Upstream_CTCF	40
chr14	78358881	78359031	id-31167	2.68e-05	+	GCAACAGTTCCTGGTGTTACAAGTAGGGGACATCC	Upstream_CTCF	4
chr14	78391634	78391784	id-31168	2.97e-06	-	CCTCCAAGCCCTCACCCTGCCGCCAGCTGCCAGCA	V_CTCF_BR	0
chr14	78428327	78428477	id-31169	4.88e-05	-	ATAATTAGATACTGCACGTACGGTAGAGGGAGCAG	V_CTCF_BR	14
chr14	78446111	78446261	id-31170	7.73e-06	-	CGGCGGAGGATTACTGAGACCCCTAGGGGGCAGCT	V_CTCF_BR	24
chr14	78455535	78455685	id-31171	1	+	NA	NONE	8
chr14	78457831	78457981	id-31172	5.72e-07	-	CAGCAAAGTTTCCCGGTAGGCAGCAGGGGGCAACC	UpstreamP1_CTCF	26
chr14	78488444	78488594	id-31173	4.7e-08	+	GTCCTAAACTCGTGTCTTGCCAGGAGGTGGCGCCC	V_CTCF_BR	39
chr14	78495937	78496087	id-31174	7.73e-06	-	AGCAAAGCACCTCTCCTTTACGGCAGGGGGAACCC	V_CTCF_BR	30
chr14	78540121	78540271	id-31175	4.14e-06	-	GAGGTGAATGAATGAATGCCCAGCAGGTGTCAGCA	V_CTCF_BR	7
chr14	78555434	78555584	id-31176	1	+	NA	NONE	5
chr14	78608057	78608207	id-31177	1.1e-05	+	TTTGGCTGTTAACTTTCTAACACCAGGTGGCTCAG	V_CTCF_BR	10
chr14	78621306	78621456	id-31178	8.9e-05	+	CCCCAGTGGCCCTCTGCTGCCCCCACTTGCCGCAA	UpstreamP1_CTCF	19
chr14	78630700	78630850	id-31179	5.12e-07	+	GGGCTGGCATGAGTGCTGTCCAGCAGGGGGAGAGA	UpstreamP1_CTCF	34
chr14	78634268	78634418	id-31180	2.39e-05	+	TTGAAATAAAGGAATGCCAACTATAGGGGGCAGTC	UpstreamP1_CTCF	2
chr14	78662797	78662947	id-31181	1	+	NA	NONE	11
chr14	78694164	78694314	id-31182	1	+	NA	NONE	16
chr14	78698416	78698566	id-31183	1	+	NA	NONE	3
chr14	78752656	78752806	id-31184	8.91e-07	+	AGACCAGTTCCCTCCCTGTCCAGGAGGGGGAAATG	Upstream_CTCF	8
chr14	78786932	78787082	id-31185	4.65e-05	-	ACCCCCAACTCCCAGTTGACCACCAGCGTGAGGCA	V_CTCF_BR	1
chr14	78914926	78915076	id-31186	7.44e-09	+	TGTGCAATATTCAGGTCTGCCAGAAGGTGGCGCAT	Upstream_CTCF	40
chr14	79033018	79033168	id-31187	2.83e-07	-	ACCGAGTAAAGCTTTCTTCCCAGCAGAGGGCAGCA	V_CTCF_BR	39
chr14	79062268	79062418	id-31188	7.73e-06	-	CCTCATCCCAGGTCTCTACCCACTAGATGTCAGTA	V_CTCF_BR	37
chr14	79064490	79064640	id-31189	4.31e-07	-	GTATGCTACTGCATTCTAGCCACTAGAGGGCAACA	V_CTCF_BR	40
chr14	79140297	79140447	id-31190	9.49e-08	-	GCTATGGGCTGCCATGTGGCCACTGGGTGGCAGCC	V_CTCF_BR	12
chr14	79163825	79163975	id-31191	2.31e-06	-	TCTGCAGAGACCTAGATCACCACTAGATGTCCCTT	Upstream_CTCF	39
chr14	79166698	79166848	id-31192	6.37e-07	-	GTGCCTCTACCCTCCTTTCCCAGCAGATGGCATTC	UpstreamP1_CTCF	26
chr14	79203589	79203739	id-31193	2.28e-05	+	CTATTGGTACCCAAAGGTACCAGTAGGGGTCCAAA	Upstream_CTCF	5
chr14	79218055	79218205	id-31194	1.17e-05	+	ACCTTGCCCAGCAGTGTGGCCTGCTGGAGGAGCAG	V_CTCF_BR	1
chr14	79224783	79224933	id-31195	6.74e-08	-	GCTGCAATGCTTGGACTATCCACCAGAGGAGGATA	Upstream_CTCF	39
chr14	79256690	79256840	id-31196	3.48e-06	+	AGTTAGTTTTCAACCTTGTCCACAAGAGGGAGGAC	UpstreamP1_CTCF	22
chr14	79303300	79303450	id-31197	2.6e-06	-	AATTAAGGATGGGGGGTGGACAGTAGGTGGCGATG	V_CTCF_BR	39
chr14	79314699	79314849	id-31198	6.27e-08	-	GTGCATTTCTGCATGCCAGCCGCCAGAGGGCTTGC	UpstreamP1_CTCF	40
chr14	79368487	79368637	id-31199	2.55e-06	-	GAGGCGTGTCTATATGTTGCCATCAGGGGGCGCTC	Upstream_CTCF	40
chr14	79370555	79370705	id-31200	1.41e-06	-	GCAGCATCCTTGGACTCTACCACTAGATGCCAGCA	Upstream_CTCF	24
chr14	79400399	79400549	id-31201	5.93e-06	+	AGTGTTATTTGAGAACAGAACACAGGAGGGCACCA	Upstream_CTCF	40
chr14	79426152	79426302	id-31202	3.36e-07	+	AGCCGCTTCTGAAAAGCAGCCACTAGATGGCGACC	V_CTCF_BR	40
chr14	79435584	79435734	id-31203	9.51e-07	+	GTAAACAATCTAGTTTTAACCAGCAGATGGCAGAA	V_CTCF_BR	39
chr14	79477585	79477735	id-31204	6.43e-06	+	TGATTGTTTTCTATTTTGCCCACTAGGTGGCGCTT	V_CTCF_BR	40
chr14	79558030	79558180	id-31205	1	+	NA	NONE	5
chr14	79722761	79722911	id-31206	7.49e-05	-	AACTGAGAGAAGCGTGGAGGTGCTAGGGGGCACTC	V_CTCF_BR	10
chr14	79741109	79741259	id-31207	1.85e-05	+	CCTGATATCCCTATTTCAGCCACAGGGAGGACAAG	Upstream_CTCF	22
chr14	79822486	79822636	id-31208	3.11e-05	-	AGGCGACCTTTTTCTTGAAACAGTAGGAGGCAGCA	V_CTCF_BR	24
chr14	79836191	79836341	id-31209	1	+	NA	NONE	21
chr14	79875248	79875398	id-31210	1	+	NA	NONE	10
chr14	80010398	80010548	id-31211	6.84e-06	-	AATTTGTTGCCCCAGCCAGCCCCATGGGGGCGCTG	V_CTCF_BR	40
chr14	80051063	80051213	id-31212	1.84e-06	+	GTCCTCACTGAGATTGTGCACAGCAGAGGGAGCCA	V_CTCF_BR	33
chr14	80053686	80053836	id-31213	2.34e-06	-	CAGCCCTTGAAGGAAGCGTCCAGCAGAGGCAAATC	UpstreamP1_CTCF	9
chr14	80153034	80153184	id-31214	1	+	NA	NONE	6
chr14	80179543	80179693	id-31215	1	+	NA	NONE	4
chr14	80276643	80276793	id-31216	2.18e-07	+	ATCTCAAGGGACAGCACTTCCACCAGAGGGCAGAC	V_CTCF_BR	30
chr14	80327564	80327714	id-31217	1.21e-05	-	GGTGTAAAAATCTTCATCATCAGTAGGGGGCAGGT	Upstream_CTCF	20
chr14	80372970	80373120	id-31218	1	+	NA	NONE	6
chr14	80503853	80504003	id-31219	4.7e-06	-	TAATGCTGTCACTGATCTGACAGGAGGGGGAGCTC	V_CTCF_BR	4
chr14	80522657	80522807	id-31220	4.88e-05	+	TGACAGTGAACACTGCCCACCACTAGAGAGCAGTC	UpstreamP1_CTCF	40
chr14	80669409	80669559	id-31221	4.7e-08	+	GTGGCTGAGCCAAAGTTGACCACTAGTGGGCGCTC	V_CTCF_BR	40
chr14	80677608	80677758	id-31222	1	+	NA	NONE	1
chr14	80679984	80680134	id-31223	6.98e-07	+	AGGGCCTCTGCATTGCTCTACACTAGGGGGCACCA	V_CTCF_BR	39
chr14	80822893	80823043	id-31224	9.51e-07	-	GCAGAAAGCAGATCAGTGGCCACTAGGGGCCAGGG	V_CTCF_BR	39
chr14	80830756	80830906	id-31225	1	+	NA	NONE	38
chr14	80960108	80960258	id-31226	7.11e-06	+	ATAGCTATAGCAGGAGAAGCCAATAGGGGCAGATG	Upstream_CTCF	6
chr14	81012429	81012579	id-31227	1	+	NA	NONE	9
chr14	81039144	81039294	id-31228	1.31e-05	-	CAGAATAGGTAAATTCCTCCCACCAGGGGGAAGAT	V_CTCF_BR	20
chr14	81053487	81053637	id-31229	9.4e-06	-	CGGTATATCCAGATATGTACCAGTGGGTGGCAGTA	UpstreamP1_CTCF	37
chr14	81102587	81102737	id-31230	1	+	NA	NONE	32
chr14	81251292	81251442	id-31231	4.41e-06	-	TAAAGCTGGAACGAGATGTGCACCAGAGGGAGCTG	V_CTCF_BR	27
chr14	81316682	81316832	id-31232	5.92e-05	-	GAATTACTACAAGTTTTGACCACTAGTCGTCAGTA	Upstream_CTCF	34
chr14	81329432	81329582	id-31233	1.37e-05	-	TTGGTATTTTCATTCTAACTCACCAGAGGGCACTC	Upstream_CTCF	33
chr14	81394066	81394216	id-31234	3.66e-06	-	GAACAGTTCAGGCTTCAGGCCAGTAGGAGGTGCCC	UpstreamP1_CTCF	27
chr14	81421188	81421338	id-31235	5.75e-09	+	CTGCCATTCCCGATTCTTCCCAGCAGATGGCCCCA	UpstreamP1_CTCF	40
chr14	81443802	81443952	id-31236	1	+	NA	NONE	31
chr14	81453886	81454036	id-31237	1.22e-07	-	GGAGCTAGTCTGCCAGCTACCAGAAGGGGGCAATA	Upstream_CTCF	40
chr14	81462768	81462918	id-31238	4.31e-07	+	AGATTAAGCTTTCAGCTAACCAGCAGAGGGAGCAC	V_CTCF_BR	40
chr14	81529291	81529441	id-31239	7.49e-07	-	CAGCAACCTTCACTTTTACCCACTAGGTGCCAGTA	UpstreamP1_CTCF	35
chr14	81630572	81630722	id-31240	5.63e-06	-	TTGTGTTTCAGCTGTGCTGCCTGTAGAGGGAGACA	UpstreamP1_CTCF	40
chr14	81637040	81637190	id-31241	8.52e-08	-	TTGTAATTTCGGCGGCAAACCAGTAGATGGCGCTT	UpstreamP1_CTCF	40
chr14	81678290	81678440	id-31242	6.37e-07	-	CAGCACAACTGGCCTCTGCCCACTAGATGCCAGTA	UpstreamP1_CTCF	38
chr14	81718755	81718905	id-31243	4.41e-06	+	TGGACTCACTCACAACCTTCCTGTAGGTGGCAGAA	V_CTCF_BR	23
chr14	81734574	81734724	id-31244	1.77e-05	-	GCTGAAGTTGCAGTCAATACCTGCTGTGGCCACTG	Upstream_CTCF	19
chr14	81735879	81736029	id-31245	9.39e-07	+	GGTGCTATTTTTTTCCTAGCCACAAGATGGAGTGT	Upstream_CTCF	40
chr14	81769100	81769250	id-31246	1	+	NA	NONE	22
chr14	81882989	81883139	id-31247	7.15e-05	+	GTCATCTGGGCCATTTCAGTCAACAGGAGGCAGCA	V_CTCF_BR	5
chr14	81902458	81902608	id-31248	1.39e-07	+	CGACCAGGCAGGCTCGGGGGCGCCAGGGGGCACAG	V_CTCF_BR	1
chr14	81919638	81919788	id-31249	1.64e-06	-	CTTGTAATAATTCTGACTTCCACCAGGGGACCTCA	Upstream_CTCF	39
chr14	81930957	81931107	id-31250	7.94e-11	-	ACTGCAGTTACCGTAATTTCCACTAGAGGGCACAA	Upstream_CTCF	40
chr14	82032366	82032516	id-31251	1.38e-07	+	CAGCTGCTATAGCATTTCACCACGAGAGGGTGGCA	UpstreamP1_CTCF	38
chr14	82091805	82091955	id-31252	3.11e-05	+	CTTTTGAGATACTTGTCATTCACTAGATGGCACTG	V_CTCF_BR	27
chr14	82176707	82176857	id-31253	5.65e-05	+	TCACATTCATTCAGCTCTGCCATTAGGTGGCAGCA	V_CTCF_BR	36
chr14	82204424	82204574	id-31254	1	+	NA	NONE	2
chr14	82334652	82334802	id-31255	2.28e-05	+	CCTGGAGTCTCCACAAGGGGCAGAAGCAGGAAAAT	Upstream_CTCF	8
chr14	82393541	82393691	id-31256	3.63e-05	+	ATCAAAGAACTAGAAATCTCCAGCAGAGGGAGTGG	V_CTCF_BR	13
chr14	82456728	82456878	id-31257	4.24e-09	+	GTTGCTCTTCCATCACACACCAGTAGATGGCAGCA	Upstream_CTCF	40
chr14	82458467	82458617	id-31258	1.06e-05	-	ATTGTATTACTAGCTATGGCCTCAGTGGGGCAGCA	Upstream_CTCF	33
chr14	82475487	82475637	id-31259	8.21e-06	+	GCATTGCACCCATTTTTTTCCCCTAGGGGGCAGTA	V_CTCF_BR	22
chr14	82700247	82700397	id-31260	1.28e-06	-	GAGAGAGATGGGGGAATGGACAGTAGGTGGAGCAG	V_CTCF_BR	1
chr14	82833256	82833406	id-31261	1	+	NA	NONE	6
chr14	83088510	83088660	id-31262	1.17e-05	+	AGGCGCCCATCTGCTCAAACCTCTAGGGGGAGCAT	V_CTCF_BR	11
chr14	83176705	83176855	id-31263	3.09e-07	+	AGGGGTTTGAATAGTACCACCAGTAGAGGGCAGTG	V_CTCF_BR	39
chr14	83322265	83322415	id-31264	3.8e-07	+	AATGTCATTTCATATTTGGCCAGCAGGAGGTACAC	Upstream_CTCF	32
chr14	83338963	83339113	id-31265	3.11e-05	-	CGATCTTAACTGCTTCCTGCGGACAGGGGGCGCTG	V_CTCF_BR	23
chr14	83398759	83398909	id-31266	1	+	NA	NONE	7
chr14	83466283	83466433	id-31267	7.8e-08	+	GAGAGAGATAGGGGAGTGGCCAGTAGGTGGAGCAA	V_CTCF_BR	25
chr14	83538357	83538507	id-31268	4.48e-07	-	TTAGTAATGCCTAAGTGTTCCACAAGAGGGAACCA	Upstream_CTCF	31
chr14	83683911	83684061	id-31269	2.72e-05	+	CTGCACTGCCTGGTGTTGGGAAAGGGATGGTGCAA	UpstreamP1_CTCF	13
chr14	83703071	83703221	id-31270	1	+	NA	NONE	9
chr14	83766927	83767077	id-31271	9.78e-07	+	TTGTTATGCCTAAAATATTCCACTAGAGGACAGTG	UpstreamP1_CTCF	40
chr14	83929958	83930108	id-31272	9.62e-08	-	GGGCTTTGTCATAAATCTTCCAGTAGGGGGCGCCA	UpstreamP1_CTCF	39
chr14	84022960	84023110	id-31273	1	+	NA	NONE	1
chr14	84293344	84293494	id-31274	4.7e-06	-	AGCATTTAACTAGCAATGCCCAGGAGGTGGCAGGA	V_CTCF_BR	16
chr14	84406723	84406873	id-31275	1	+	NA	NONE	21
chr14	84454669	84454819	id-31276	4.7e-06	+	AACTGCCTTCACACTGTAGCCTCCTGGGGGTGCTC	V_CTCF_BR	11
chr14	84473000	84473150	id-31277	8.99e-05	+	GAGATTAAAGCTGTAGACCCCACTAGGGGTCACTT	V_CTCF_BR	12
chr14	84755225	84755375	id-31278	1	+	NA	NONE	10
chr14	84960244	84960394	id-31279	1.1e-06	+	GGGAGTGTAGCATTGAGAACCACCAGAGGTCACTC	V_CTCF_BR	23
chr14	84987241	84987391	id-31280	1	+	NA	NONE	3
chr14	85121167	85121317	id-31281	3.97e-07	+	CCTGTTTGCCTGGGTATCACCAGCAGAGGGTGCAG	V_CTCF_BR	3
chr14	85322636	85322786	id-31282	4.17e-05	+	CAATCCACTGCCCAGTGTGCCACCAGAGGTCCCTC	Upstream_CTCF	2
chr14	85350783	85350933	id-31283	1	+	NA	NONE	9
chr14	85598000	85598150	id-31284	7.61e-08	-	TCTGGAGATTCTGTATGGGCCAGCAGGTGGCAACC	Upstream_CTCF	17
chr14	85631503	85631653	id-31285	1	+	NA	NONE	6
chr14	85662369	85662519	id-31286	8.97e-05	+	AGTGCAATGCCATTTACCACCAGTGAAGGTGAACT	Upstream_CTCF	40
chr14	85739469	85739619	id-31287	4.88e-05	+	GTTGCCATACGCAGCCCCACCAGCAGCAGCGTGAA	Upstream_CTCF	5
chr14	85881701	85881851	id-31288	1.97e-06	+	TTAGCCGGTCAGTGAAGAGCCAGTAGGTGGTGCAA	V_CTCF_BR	35
chr14	85891992	85892142	id-31289	1	+	NA	NONE	20
chr14	85994996	85995146	id-31290	1	+	NA	NONE	36
chr14	85998108	85998258	id-31291	1	+	NA	NONE	23
chr14	85998570	85998720	id-31292	1.47e-05	-	CCGGTGAGGCTGAATCTGAACAGAAGAGGGAGAAC	V_CTCF_BR	31
chr14	86002479	86002629	id-31293	1	+	NA	NONE	0
chr14	86002893	86003043	id-31294	1	+	NA	NONE	32
chr14	86055501	86055651	id-31295	8.23e-05	+	ATGCTAACCTGCATTCCCACCAGCAGGGTACAAAA	UpstreamP1_CTCF	15
chr14	86078265	86078415	id-31296	1.38e-08	-	GGCCTTGTGCATATAATGGCCACCAGAGGGAGGCA	V_CTCF_BR	38
chr14	86168655	86168805	id-31297	2.91e-05	+	GATTTTGTGGAAAACTTAGCCACTAGAGGGTCCCT	Upstream_CTCF	12
chr14	86322895	86323045	id-31298	1	+	NA	NONE	24
chr14	86328038	86328188	id-31299	1	+	NA	NONE	2
chr14	86333916	86334066	id-31300	1.31e-05	+	ATGAATGAATTTTGTGTTACCACCAGGGGGTGAAC	V_CTCF_BR	21
chr14	86424530	86424680	id-31301	1.11e-05	+	TTTGTAAGCCATTAACTTGGCTCTAGGAGGCACTG	Upstream_CTCF	9
chr14	86445310	86445460	id-31302	1.71e-06	-	TTCCCATCATTCTGGTGATCCTGCAGAGGGCACAC	V_CTCF_BR	8
chr14	86502362	86502512	id-31303	3.29e-05	+	GGATCAATGCAGCTATAAGCCGCTAGGGTGTGCTG	Upstream_CTCF	40
chr14	86504857	86505007	id-31304	4.41e-06	-	TAGTCTTGCTCCCACAGCTCCACTAGGTGTCGCCC	V_CTCF_BR	40
chr14	86521994	86522144	id-31305	1	+	NA	NONE	33
chr14	86523522	86523672	id-31306	1.09e-06	-	GTTTTATTTCTAACAATGCCCACTAGGGGATGCTG	Upstream_CTCF	40
chr14	86619940	86620090	id-31307	3.1e-07	+	CTGCACTTCCACCTTCCTGCCACTAGAGATAGAAC	UpstreamP1_CTCF	26
chr14	86683989	86684139	id-31308	3.4e-06	-	ACCCCGGGGCGAGTGGGGAACGGCGGAGGGCGGGC	V_CTCF_BR	2
chr14	86928662	86928812	id-31309	1.84e-06	+	GGAGAAGCAAACACCTTCTCCACAAGGTGGCAGGA	V_CTCF_BR	38
chr14	87113158	87113308	id-31310	6.73e-07	-	TTGTAATTTGGGCTGTGATCCAGTAGATGGCACTT	UpstreamP1_CTCF	31
chr14	87121012	87121162	id-31311	6.98e-07	-	TAACAGCAAGAAATGTTTGTCACCAGGGGGCGCCA	V_CTCF_BR	40
chr14	87141527	87141677	id-31312	2.27e-05	-	GCACACACCTCTTATTTCACCACATGGAGGCACCA	V_CTCF_BR	7
chr14	87167988	87168138	id-31313	1	+	NA	NONE	9
chr14	87247571	87247721	id-31314	1	+	NA	NONE	15
chr14	87257412	87257562	id-31315	1.04e-05	-	GGAGAAGCAGACACCTCCTTCACAAGGTGGCAGCA	V_CTCF_BR	21
chr14	87265718	87265868	id-31316	1	+	NA	NONE	18
chr14	87332410	87332560	id-31317	1.35e-05	+	CTGCCGCAGAGGACCAGTGCAACCTGGTGGCAGAA	UpstreamP1_CTCF	13
chr14	87369957	87370107	id-31318	1.91e-08	-	TCTGTTCCCCAATAAATTGCCACTAGGGGGCAGCA	Upstream_CTCF	40
chr14	87427575	87427725	id-31319	1	+	NA	NONE	36
chr14	87469285	87469435	id-31320	9.81e-06	-	ACTTAGGAAGAAGATAAGACCAGTAGATGGCTCTC	V_CTCF_BR	16
chr14	87481313	87481463	id-31321	1.71e-06	-	TGTACCTTCCCAGTCCTTACCACTTGGTGGCACTG	V_CTCF_BR	30
chr14	87516331	87516481	id-31322	5.51e-07	-	AGAACACTTCTCATGCCCTCCTCCAGGGGGCACAA	V_CTCF_BR	39
chr14	87532685	87532835	id-31323	8.21e-06	-	CCTTGAACTTTACTGCCAGCCTATAGATGGCAGCA	V_CTCF_BR	36
chr14	87574965	87575115	id-31324	1	+	NA	NONE	2
chr14	87579794	87579944	id-31325	1	+	NA	NONE	8
chr14	87672271	87672421	id-31326	5.92e-05	+	TCTGTCTTTATACATGCATCCTCTAGGGTGTGCCA	Upstream_CTCF	8
chr14	87801480	87801630	id-31327	1	+	NA	NONE	17
chr14	87988968	87989118	id-31328	2.81e-06	+	GGAGCAGGTGTGTCACAGGGCAATAGAGGGAGCAA	Upstream_CTCF	11
chr14	88082514	88082664	id-31329	1.83e-05	-	GAAAAAGTGTGGCCACTGGCCACTAGAGAGCAGCA	V_CTCF_BR	40
chr14	88179190	88179340	id-31330	1.18e-05	-	CTGTTTCTTGCTCCTATCATCAGAAGATGGCAGCA	UpstreamP1_CTCF	8
chr14	88199600	88199750	id-31331	1	+	NA	NONE	7
chr14	88211977	88212127	id-31332	4.11e-08	+	AGTGCCCTGCTCCCTCCATCCAGCAGATGGAGCTC	Upstream_CTCF	40
chr14	88237634	88237784	id-31333	1	+	NA	NONE	40
chr14	88271691	88271841	id-31334	2.01e-10	+	CTGTAGTGAGGGGGAATGTGCACCAGGGGGCGCTG	UpstreamP1_CTCF	40
chr14	88354591	88354741	id-31335	4.58e-08	+	GTGCCCTTACCCCTTCCGACCACATGATGGCGCCC	UpstreamP1_CTCF	40
chr14	88362860	88363010	id-31336	1.09e-07	-	CCTCAGGTCTAAGATATGTCCACTAGATGGCAGCA	UpstreamP1_CTCF	39
chr14	88363217	88363367	id-31337	1	+	NA	NONE	9
chr14	88400652	88400802	id-31338	5.68e-06	-	CATCTTATTTGCAAGCGGTCCTGTAGATGGCAGTA	V_CTCF_BR	27
chr14	88411446	88411596	id-31339	5.35e-09	+	GTGTAATTCTAAGATTGGTCCACTAGATGGCAACA	UpstreamP1_CTCF	39
chr14	88480202	88480352	id-31340	1.46e-07	+	GCAGGAGTTTTGTTTGTGGCCACTAGGTGACGATC	Upstream_CTCF	40
chr14	88544992	88545142	id-31341	1	+	NA	NONE	7
chr14	88596088	88596238	id-31342	1	+	NA	NONE	23
chr14	88610253	88610403	id-31343	1.48e-06	-	GCAGAATTTGCTCTTCTAGCCAGCAGGGGTTGCTC	Upstream_CTCF	9
chr14	88631692	88631842	id-31344	5.28e-08	+	AGTGCTGGAGCCCTACAGAGCAGCAGGGGGCAGTG	Upstream_CTCF	5
chr14	88635002	88635152	id-31345	4.98e-09	-	GTGCTGTTTGGTCTCCATGCCAGTAGGTGGCACTA	UpstreamP1_CTCF	40
chr14	88655799	88655949	id-31346	1	+	NA	NONE	40
chr14	88700375	88700525	id-31347	1.85e-05	-	AGTGTTAGCAACCTGAACAACACCAGAGGGCGTTG	Upstream_CTCF	36
chr14	88846868	88847018	id-31348	1	+	NA	NONE	37
chr14	88852339	88852489	id-31349	5.48e-05	+	CCCTGAATTTGTCGCCCTGACACCAGGGGCCCCTG	Upstream_CTCF	9
chr14	88904121	88904271	id-31350	2.81e-05	-	AAGTCTACTTTCAGGACATGCAGCAGGTGGCGCAT	V_CTCF_BR	37
chr14	88918684	88918834	id-31351	3.65e-07	+	TGTGTTCGTTGGCCTCCAGCCAGGAGGTGGCGCTT	V_CTCF_BR	3
chr14	88929756	88929906	id-31352	1.23e-05	+	TATTTATTCTCTGATCTCACCAGCAGGGTGCAGTA	UpstreamP1_CTCF	39
chr14	88929941	88930091	id-31353	1	+	NA	NONE	2
chr14	88958649	88958799	id-31354	1.76e-09	+	GTAGCACTACTGAATATCACCACCAGGGGGAACAC	Upstream_CTCF	40
chr14	89001621	89001771	id-31355	1.63e-05	-	ATTGGAATCTCAGGCATTGTCACCCGGGGGAAATA	Upstream_CTCF	16
chr14	89017888	89018038	id-31356	1	+	NA	NONE	33
chr14	89023586	89023736	id-31357	1.41e-05	+	CTTTACCCCCTCTTGTTATCCAGAAGGTGGCATAC	UpstreamP1_CTCF	20
chr14	89026383	89026533	id-31358	1	+	NA	NONE	40
chr14	89029115	89029265	id-31359	2.23e-06	-	TTGCAGCTCCGCCTCCCGGGCACCTCGGGGACCTT	UpstreamP1_CTCF	13
chr14	89078357	89078507	id-31360	1	+	NA	NONE	20
chr14	89099047	89099197	id-31361	1	+	NA	NONE	7
chr14	89133908	89134058	id-31362	3.97e-07	+	AGACTTTTTTGCTAGCTTGCCAGTAGAGGGAGCTG	V_CTCF_BR	40
chr14	89195624	89195774	id-31363	8.56e-05	+	GTGACATTCTATGCTCTTACCACAAGGGACAGCAA	UpstreamP1_CTCF	38
chr14	89199818	89199968	id-31364	6.51e-05	+	ACAATTGTCCTATTGGCAGCAGCTAGGTGGCACTT	V_CTCF_BR	5
chr14	89216867	89217017	id-31365	6.15e-05	-	ATGGCATTTCTCATTTGGACAGTTAGAGGGCGTAG	Upstream_CTCF	12
chr14	89231633	89231783	id-31366	1	+	NA	NONE	11
chr14	89241767	89241917	id-31367	6.8e-06	+	CTGGTAGTGCTCTCCATGGCCTGTGGTGGCAGGCA	Upstream_CTCF	5
chr14	89259064	89259214	id-31368	1	+	NA	NONE	29
chr14	89259471	89259621	id-31369	7.49e-07	-	GTGCAGGGACCGTGCGGAACCGGCAGGTGCTTCCC	UpstreamP1_CTCF	37
chr14	89303871	89304021	id-31370	2.93e-07	+	ATGCTGTAGTCCTTCCTGTCCACCAGAGAGTGCTG	UpstreamP1_CTCF	12
chr14	89324183	89324333	id-31371	4.14e-06	-	CCCCATCATTTCTGCTGTGGCTGCAGGTGGCACTG	V_CTCF_BR	14
chr14	89335045	89335195	id-31372	1.9e-06	-	CTTGATTTTCTTGATCTTACCAGCAGGTGTCAACA	Upstream_CTCF	38
chr14	89385480	89385630	id-31373	3.5e-05	-	TTGCTATAAACAGATGTCTCCACGGAAGGGTGCTG	UpstreamP1_CTCF	9
chr14	89385954	89386104	id-31374	7.73e-05	-	GCAGGAATGCCAGCTCAGGTGCCCGGGTGGAAGAG	Upstream_CTCF	11
chr14	89396505	89396655	id-31375	8.5e-06	-	GAAACACTGCCCAGTTCTGCCACAAGGAGGAGAAA	Upstream_CTCF	34
chr14	89474117	89474267	id-31376	1	+	NA	NONE	5
chr14	89479443	89479593	id-31377	6.15e-05	-	GGGGAAGTGCATTTCCCCAAGGACAGAGGGCGCCA	Upstream_CTCF	40
chr14	89481483	89481633	id-31378	1.03e-06	-	AAAAGATTCTCCCCTAGGACCTCCAGAGGGAGCAC	V_CTCF_BR	34
chr14	89493687	89493837	id-31379	2.6e-07	+	CGGCTCCGCGGCGCGGGACCCGCCAGCGGGCAGAG	V_CTCF_BR	38
chr14	89506789	89506939	id-31380	3.09e-07	+	ATGGCGTTGGCTCCCGGGCACACTAGGGGGCGCCA	V_CTCF_BR	40
chr14	89507823	89507973	id-31381	1	+	NA	NONE	7
chr14	89547611	89547761	id-31382	5.01e-06	+	GGACAATGAAACTGATCTGCCAGCAGAGGCAGCAG	V_CTCF_BR	4
chr14	89549066	89549216	id-31383	1	+	NA	NONE	14
chr14	89630790	89630940	id-31384	1	+	NA	NONE	2
chr14	89643879	89644029	id-31385	2.19e-08	+	GGTTCCATGTGAGGCTCCGCCACCAGGGGGTGCCA	V_CTCF_BR	40
chr14	89652352	89652502	id-31386	1	+	NA	NONE	3
chr14	89653353	89653503	id-31387	1.97e-06	-	CCTTCATAGCCACTCCAGGTCACCAGATGGCAGCC	V_CTCF_BR	5
chr14	89674315	89674465	id-31388	8.21e-06	-	TGAAAGTATCAGTTAATTGCCTGCAGGGGTCAGAA	V_CTCF_BR	8
chr14	89680649	89680799	id-31389	4.5e-06	+	ACTGCACTCCCTTGGCTGGACAGAAAGGGTCACCC	Upstream_CTCF	9
chr14	89704362	89704512	id-31390	1	+	NA	NONE	37
chr14	89708706	89708856	id-31391	1.56e-06	+	CATCAGTATTTGAGAATGGCCTGAAGGTGGCACTT	UpstreamP1_CTCF	15
chr14	89719649	89719799	id-31392	5.26e-07	+	CCAGCACGTCTTTGCATGGCCTCAAGGTGGAGATT	Upstream_CTCF	24
chr14	89760937	89761087	id-31393	3.09e-07	-	GGGAGTGTAGCAGTGAGGACCACCAGAGGTCACTC	V_CTCF_BR	2
chr14	89771458	89771608	id-31394	1.92e-05	+	TGTCTGTACCCACTGAGGGCCACTAGGAGATGGGA	UpstreamP1_CTCF	13
chr14	89774708	89774858	id-31395	2.12e-06	+	ATGCACGCACTTGCTGTGGCCACTATGGGTCTCCA	UpstreamP1_CTCF	4
chr14	89802763	89802913	id-31396	3.48e-06	+	TTTCTGCAGAAGACAGTGACCACAAGGTGGCAAAT	UpstreamP1_CTCF	19
chr14	89818360	89818510	id-31397	4.17e-05	+	GGAGAATTGCTCAAAACCACAGCCAGGGGCTGGAA	Upstream_CTCF	3
chr14	89855373	89855523	id-31398	1.82e-06	+	ATGCTGATCCAGGCAGACTCCAGCAGGGAGAGCTG	UpstreamP1_CTCF	33
chr14	89875323	89875473	id-31399	6.34e-08	+	CCTGCACCTCTCACAGCAGCCAGCAGCTGGCCTGG	Upstream_CTCF	6
chr14	89884410	89884560	id-31400	1	+	NA	NONE	40
chr14	89994324	89994474	id-31401	1.29e-05	-	GTGCTATTTTACATTTCTACCAGCAGGGTATGAGA	UpstreamP1_CTCF	29
chr14	90234232	90234382	id-31402	8.03e-07	-	GCAGTATCTCTGGCCTCAACCACTAGATGCCAGTA	Upstream_CTCF	40
chr14	90246097	90246247	id-31403	1.97e-06	+	GGTATGCAGAGAGAAAAGGCCACGTGAGGGCGCCA	V_CTCF_BR	19
chr14	90308289	90308439	id-31404	3.65e-07	-	GGAGTCATGATACTGTTCACCAGCAGAGGGAACAC	V_CTCF_BR	12
chr14	90314640	90314790	id-31405	2.1e-05	-	AAGCCAGTTCTGCAGCACACCACTAGATGTAGCTG	Upstream_CTCF	36
chr14	90366382	90366532	id-31406	1.1e-06	-	TGTATAGTATTCTGTTGGGGCACCAGGGGGCACAA	V_CTCF_BR	37
chr14	90381726	90381876	id-31407	4.04e-08	-	TTGCAGTACACCTCTTTCACCAGTTGGTGGTGCCA	UpstreamP1_CTCF	39
chr14	90403128	90403278	id-31408	7.73e-06	-	TTTAGGTTTGAATGTTGTGACAGCAGGTGGAGCTA	V_CTCF_BR	27
chr14	90405898	90406048	id-31409	3.09e-07	+	CAGCTCCAGGCCCACACCTCCTCTAGGGGGCAGTG	V_CTCF_BR	40
chr14	90420515	90420665	id-31410	1	+	NA	NONE	37
chr14	90422505	90422655	id-31411	3.09e-06	+	TGTGTCCTGCCGGGGCGCGGCGCTAGGGGCCCCTG	Upstream_CTCF	23
chr14	90439691	90439841	id-31412	1.99e-07	+	ATAGTGTGTTCCAGGCTGGCCACCAGAGGGCATAG	V_CTCF_BR	40
chr14	90526808	90526958	id-31413	3.83e-09	-	CCGCGTGGGCCCTCCGGGGCCGGGAGAGGGCGCTC	V_CTCF_BR	39
chr14	90576391	90576541	id-31414	5.7e-05	+	ACTCAAATTTCCTGAATGCCCTGTAGGGGCAGCGT	Upstream_CTCF	36
chr14	90580988	90581138	id-31415	8.58e-06	+	ATGCTTCTTTGTGTCTCCACCACCAGGAGGTGTAC	UpstreamP1_CTCF	30
chr14	90660403	90660553	id-31416	3.06e-08	+	TGCACTCCAGCCTGGGTGACCTCTAGGGGGCAGTG	V_CTCF_BR	38
chr14	90701797	90701947	id-31417	7.42e-12	-	CATGCAGTTCAGATATTCACCAGCAGAGGGCGCCG	Upstream_CTCF	40
chr14	90724900	90725050	id-31418	5.08e-05	-	TATCCAATTCCTACCCCTAAAGCCAGGGGGCTCTG	Upstream_CTCF	34
chr14	90740543	90740693	id-31419	3.8e-07	+	TGTGCAGGGCTGGGGTGGTCCGATAGGGGGAGTCA	Upstream_CTCF	22
chr14	90743432	90743582	id-31420	9.51e-07	+	GCTCAGGGACTGGGGACGAGCAGGAGAGGGCAGTA	V_CTCF_BR	10
chr14	90755791	90755941	id-31421	8.79e-07	+	GAGCCAGTACTAACTGTGGCCAGCAGAGGACAGAA	UpstreamP1_CTCF	40
chr14	90760523	90760673	id-31422	1.06e-05	-	GCTGCACCATTTTACATTCCCACCAGCAGGGCACC	Upstream_CTCF	25
chr14	90768028	90768178	id-31423	6.21e-05	+	AAGAGCTGTATTCAGTTGATCACTAGATGGCATTA	V_CTCF_BR	40
chr14	90775921	90776071	id-31424	1	+	NA	NONE	6
chr14	90798167	90798317	id-31425	1	+	NA	NONE	18
chr14	90835403	90835553	id-31426	9.84e-06	+	TAGTAGTACCATTCAGGATCCATAAGATGGCAGGC	UpstreamP1_CTCF	15
chr14	90847975	90848125	id-31427	1	+	NA	NONE	2
chr14	90849602	90849752	id-31428	5.92e-05	-	TCTGATAGGCCGGCGCGACCCTGCAGTGGTTGGCC	V_CTCF_BR	22
chr14	90854947	90855097	id-31429	1.83e-05	+	TCAGTGCCCTGAGTACCAACCTGTTGGGGGTGCTG	V_CTCF_BR	13
chr14	90865999	90866149	id-31430	8.21e-05	+	TGTCTTAGAGCCTGCCGCCACTGCAGCTGGTGCCA	V_CTCF_BR	40
chr14	90875111	90875261	id-31431	3.56e-06	+	CGTGTGTTTCCCACTCTGCCCAGAAGGAGTGAGAG	Upstream_CTCF	14
chr14	90914515	90914665	id-31432	2.62e-07	+	TTGCAGTGCCCCCCTATGGTGGGCAGGAGGCAGTT	UpstreamP1_CTCF	9
chr14	90920607	90920757	id-31433	1	+	NA	NONE	15
chr14	90927866	90928016	id-31434	3.91e-06	-	GTTGCATTTCAGCAGCTTGCAGGTAGGAGGCAGGT	Upstream_CTCF	26
chr14	90967264	90967414	id-31435	2.6e-06	+	GAGAGGAGGCAGGTTCCGGCCGGAAGAGGGAGAAC	V_CTCF_BR	1
chr14	90975879	90976029	id-31436	1	+	NA	NONE	23
chr14	90985353	90985503	id-31437	3.36e-07	-	AGCACCATCCTTCATCCCTCCTCCAGGGGGCAGTG	V_CTCF_BR	40
chr14	91023553	91023703	id-31438	2.78e-06	-	CTTCTCCCAGCCCTGCTCTCCTGCAGGGGGAGCAT	V_CTCF_BR	8
chr14	91027491	91027641	id-31439	4.94e-06	-	GCAGAAGCTGCCGGCCCAGCCCCTCGGGGGAGCCA	Upstream_CTCF	6
chr14	91037618	91037768	id-31440	4.41e-06	+	AGTGTCCAGTAGGAGGCATCCAGTAGGAGGCACTA	V_CTCF_BR	8
chr14	91066263	91066413	id-31441	8.33e-05	-	ACAGAAGGGCACAGAGCTGCCAGCAGTCTGCAGTG	Upstream_CTCF	22
chr14	91082743	91082893	id-31442	2.84e-05	+	GTGCTTGGGAAGGGGACTTCCAGCTGGGGGGGAGG	UpstreamP1_CTCF	1
chr14	91144269	91144419	id-31443	1	+	NA	NONE	10
chr14	91147899	91148049	id-31444	1.93e-05	-	CCTGCAGGTGGCTTCCTTACCTCCAGCGGTATCAG	Upstream_CTCF	4
chr14	91151014	91151164	id-31445	8.58e-06	+	GGGTGGTGACTGGAAGAGGCCACGGGAGGGCGTGT	UpstreamP1_CTCF	1
chr14	91164033	91164183	id-31446	5.41e-06	-	GGAGACTTCCTCCGTTCCTCCACCAGAGGGCCTCG	Upstream_CTCF	40
chr14	91186783	91186933	id-31447	1.55e-05	+	AACACATCATCTGAAACCAACAGCGGAGGGCAGTA	V_CTCF_BR	7
chr14	91193123	91193273	id-31448	1	+	NA	NONE	28
chr14	91223406	91223556	id-31449	1	+	NA	NONE	23
chr14	91224850	91225000	id-31450	7.07e-08	-	CGCAGCCCCTCGGCAGCCGCCGCCAGGGGTCGCGG	V_CTCF_BR	40
chr14	91227172	91227322	id-31451	3.18e-06	-	CATGGTGGAATCTCTTTGTCCACAAGAGGGTGCTA	V_CTCF_BR	40
chr14	91251921	91252071	id-31452	1	+	NA	NONE	34
chr14	91262374	91262524	id-31453	6.64e-05	+	CAAACTATACCATCAGCCTCCAGAAGGGGCCCAGC	Upstream_CTCF	23
chr14	91263910	91264060	id-31454	5.38e-05	+	GTATAAATTAGCATGAGTGTCTCCAGGGGGCAATG	V_CTCF_BR	3
chr14	91282769	91282919	id-31455	5.52e-10	-	GCTGCGGCTCCGGCCCTGGCCGGCAGGGGCCGCTC	Upstream_CTCF	40
chr14	91283111	91283261	id-31456	1	+	NA	NONE	3
chr14	91331946	91332096	id-31457	7.73e-06	+	CATTTGGACTGGTCTCTGGCCACTGGATGTCAGTG	V_CTCF_BR	4
chr14	91367207	91367357	id-31458	1.18e-05	-	TTGAATTGGTTTAGTTCTACCAGAAGATGGCATTA	UpstreamP1_CTCF	26
chr14	91369478	91369628	id-31459	1.03e-06	+	CTGTTGAATCTCAGAGTGTCCTCTGGGGGGCACCA	UpstreamP1_CTCF	40
chr14	91447646	91447796	id-31460	1	+	NA	NONE	8
chr14	91526621	91526771	id-31461	1	+	NA	NONE	33
chr14	91526885	91527035	id-31462	8.99e-05	-	CGCGGTACTAGCGGTGCCCGCCGAAGGGGGAGGAG	V_CTCF_BR	11
chr14	91579929	91580079	id-31463	1.96e-07	-	CTGCATTTCTAAAAAGCTCCCACAAGATGCAGCTG	UpstreamP1_CTCF	8
chr14	91604907	91605057	id-31464	5.01e-06	+	AAAGGAGATTTAAGCACCTCCACAAGGTGGCAGGA	V_CTCF_BR	40
chr14	91607153	91607303	id-31465	1.39e-07	-	ATCCTCAACAATAGACCAGCCAGGAGAGGGCAGCA	V_CTCF_BR	39
chr14	91622148	91622298	id-31466	1.03e-06	+	AGGGCCACCCCAAGGCACAACTCCAGAGGGCGCCA	V_CTCF_BR	28
chr14	91637897	91638047	id-31467	1	+	NA	NONE	2
chr14	91639599	91639749	id-31468	8.62e-10	-	GGAATGGGCCTCATCGTGACCACCAGAGGGCAGCA	V_CTCF_BR	39
chr14	91643815	91643965	id-31469	1	+	NA	NONE	40
chr14	91710944	91711094	id-31470	1	+	NA	NONE	8
chr14	91716503	91716653	id-31471	4.1e-06	-	GCTGCAAGTCCCCGGTTCAGCACCAGGAAATGCAC	Upstream_CTCF	13
chr14	91719464	91719614	id-31472	3.45e-05	+	GCCAGCTCTCCCCTCATCGGTGGCAGGGGGAGCTG	V_CTCF_BR	32
chr14	91721460	91721610	id-31473	5.38e-05	+	ATCTCACCTTCTGCTAACCCCTCTAGGTGGCTCAG	V_CTCF_BR	11
chr14	91744530	91744680	id-31474	2.6e-07	-	AGCACGAAGCCTCTAGAAGCCACCAGAGGGCTGCC	V_CTCF_BR	4
chr14	91752900	91753050	id-31475	6.17e-09	-	GTGGTGTGAGCCACTGTGGCCACCAGGTGGTGCTG	UpstreamP1_CTCF	40
chr14	91782313	91782463	id-31476	1.04e-05	+	CTTGCTGCCATGTGCTCCACCGCCTGAGGCCGCCA	V_CTCF_BR	2
chr14	91783736	91783886	id-31477	2.55e-06	-	ACAGGTGAACCCTTCAGCACCAGCAGGAGGCAGGC	Upstream_CTCF	28
chr14	91790034	91790184	id-31478	1.41e-09	+	CTTGTACCACCTCTCTGCTCCACCAGGGGGCGCCC	Upstream_CTCF	40
chr14	91790758	91790908	id-31479	3.45e-05	+	CACAGATGGCCTCAGAGAGCCTCTGGGTGTCAGTG	V_CTCF_BR	10
chr14	91804845	91804995	id-31480	3.24e-06	+	GCTGCTCTGTCTTATCCTCCCTGCAGAGGCAGTAA	Upstream_CTCF	10
chr14	91821394	91821544	id-31481	5.28e-08	+	GCTGCCATGCTGGGAGCAGACTGCAGGGGGCAGAG	Upstream_CTCF	37
chr14	91824358	91824508	id-31482	7.27e-06	-	GTGGGGGCGCTCTTTCTGGGCTCCAGCTGGCTGAG	V_CTCF_BR	1
chr14	91830745	91830895	id-31483	3.31e-06	+	GTGCATTTGTGTTTTGGATACTGCAGGGGCCACTG	UpstreamP1_CTCF	3
chr14	91836401	91836551	id-31484	1	+	NA	NONE	4
chr14	91839022	91839172	id-31485	1.73e-06	-	CAGCAACGTGGTGGTGGAGCCGGCAGAGGGGACTC	UpstreamP1_CTCF	4
chr14	91839581	91839731	id-31486	3.16e-05	+	CTTGGACGCTATGCTGAGAACACTAGGGGCAGGTC	Upstream_CTCF	5
chr14	91842560	91842710	id-31487	1	+	NA	NONE	0
chr14	91844833	91844983	id-31488	3.11e-05	+	CTTGACAATAACCTACAGCCAACCAGATGGCGCCC	V_CTCF_BR	4
chr14	91866248	91866398	id-31489	1	+	NA	NONE	1
chr14	91883485	91883635	id-31490	3.63e-06	-	TCTGAATCCCTGAGACCAGCCGGTGGATGGCGGTG	V_CTCF_BR	4
chr14	91884200	91884350	id-31491	1.41e-05	-	GCGCGCCGGTCGCCCAGGGCCGCCGAGGGGCGGGG	UpstreamP1_CTCF	6
chr14	91885247	91885397	id-31492	4.7e-10	-	GCTGTAATACCACTCGCCACCAGCAGATGCCGCAG	Upstream_CTCF	40
chr14	91893699	91893849	id-31493	1.97e-06	-	TGGCCCTCCTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	39
chr14	91905786	91905936	id-31494	8.89e-06	-	ACAGCAACTGCAGCTGCTTCCACAGGCTGGCATTG	Upstream_CTCF	16
chr14	91946359	91946509	id-31495	1.5e-05	-	AGGGTATTTGCATCACAGTCCCCTAGGGTGCAGTA	Upstream_CTCF	9
chr14	91950640	91950790	id-31496	4.88e-05	+	GGGTGCATCAGAATCACCAAAAGCAGGGGGCGACA	V_CTCF_BR	31
chr14	91990465	91990615	id-31497	8.99e-05	+	TCCCCAGGGCTCCTCTAATGCTGTAGGGGGCGATG	V_CTCF_BR	9
chr14	92035119	92035269	id-31498	8.81e-07	-	AGTCCTTGGTTGGGAATGGCCTGCAGAGGGCATTG	V_CTCF_BR	19
chr14	92049200	92049350	id-31499	2.6e-05	-	TTGCTCAGCCCTGAGCCTGCCACTGGAGGCACCCT	UpstreamP1_CTCF	6
chr14	92103800	92103950	id-31500	5.55e-07	+	TATGCAAGTCCAATGAAAGGCAGCAGGTGGCTAAG	Upstream_CTCF	3
chr14	92116375	92116525	id-31501	4.1e-06	+	TGTGTCTTACAATCATTGTCAGCCAGAGGGCACTG	Upstream_CTCF	37
chr14	92181277	92181427	id-31502	3.47e-07	+	TGGCAGTTGCGGCCAACCAACACCAGGAGCCAGCT	UpstreamP1_CTCF	20
chr14	92183052	92183202	id-31503	1	+	NA	NONE	2
chr14	92217260	92217410	id-31504	8.21e-05	+	GTTGTGTACTTAAGGGGTGGCACTAGAGGGAGTGG	V_CTCF_BR	2
chr14	92302676	92302826	id-31505	2.27e-06	+	AGTGGGCGCTCTGCTGTCGCCGCCTGCGGGAACTG	V_CTCF_BR	12
chr14	92325050	92325200	id-31506	3.97e-05	-	GAGCAGTTTCTTCATCCACTCGCAGGGGGTCAGTC	UpstreamP1_CTCF	18
chr14	92325352	92325502	id-31507	2.15e-05	+	GGATATTTGGAGCTTCTCACCGCAAGGGGTCACCT	V_CTCF_BR	14
chr14	92339181	92339331	id-31508	1.64e-05	+	ACCCTGAGCTAGGGACAGCCCTCCAGAGGGAGATC	V_CTCF_BR	3
chr14	92342988	92343138	id-31509	6.46e-07	+	AACGGATTCTCCTCTAGAGCCTCCAGAGGGAGCAC	V_CTCF_BR	7
chr14	92344737	92344887	id-31510	1.29e-05	-	ATCCTATTGTGAACCCTGGCCCCTAGGTGGAGTCT	UpstreamP1_CTCF	4
chr14	92359364	92359514	id-31511	1	+	NA	NONE	40
chr14	92365732	92365882	id-31512	1	+	NA	NONE	20
chr14	92378050	92378200	id-31513	5.17e-06	+	TCTGCAGGGCTAAGGAGGCCCTCTGGAGGATGCAA	Upstream_CTCF	40
chr14	92411645	92411795	id-31514	1	+	NA	NONE	15
chr14	92463324	92463474	id-31515	7.27e-06	-	TTACCAACTTGTGCTCTTTCCACAAGAGGGTGCTA	V_CTCF_BR	40
chr14	92463906	92464056	id-31516	8.9e-05	+	GATCAGGTTCACCCTTCAGGCAGAAGAAGGCATAT	UpstreamP1_CTCF	7
chr14	92559775	92559925	id-31517	8.97e-05	+	GCAGCTTAGTGATGCTGTGCCACAAGATGGCCTCA	Upstream_CTCF	32
chr14	92573077	92573227	id-31518	1.59e-06	-	AGCGGAGAAGATCCTCCAGACAGCAGGTGGCGATG	V_CTCF_BR	40
chr14	92588280	92588430	id-31519	1.7e-05	-	TCAGCAGCGCCAGGGACTACCGGCCGGCAGAAGCC	Upstream_CTCF	11
chr14	92601757	92601907	id-31520	1.17e-05	+	TTTATGCAGTTGACTTCAACCACAAGAGGGAGATG	V_CTCF_BR	39
chr14	92666254	92666404	id-31521	3.47e-07	+	CAGCCCTTCTTCCTCTCCCCCAGCAGAGGGCTGAC	UpstreamP1_CTCF	30
chr14	92719891	92720041	id-31522	7.49e-05	-	GAACCACCGCACCACATGGCCAGGTGAGGGCCGTC	V_CTCF_BR	3
chr14	92721236	92721386	id-31523	1.28e-06	-	GACTCCGCTGGGGATGGAGCCAGCAGATGGAGAGA	V_CTCF_BR	13
chr14	92781533	92781683	id-31524	1.37e-05	+	AGTGCAGATGAGCTTGGCACCCCCAGAGGCCATGT	Upstream_CTCF	9
chr14	92792303	92792453	id-31525	1.97e-06	+	ACTAAGATGTTTGGCCTGGCCTGGAGATGGCGCTT	V_CTCF_BR	31
chr14	92795296	92795446	id-31526	9.81e-06	-	CTGTGCAGAAGGGAGGCAGCCATCAGATGGCAGCG	V_CTCF_BR	15
chr14	92819076	92819226	id-31527	6.46e-07	-	CAATTCCTTTCCTGAATGTCCTCAAGGGGGCGCCC	V_CTCF_BR	40
chr14	92829199	92829349	id-31528	9.25e-06	+	GCTGGATGCAGACGCCATGCCGGCAGGTGGCATGC	V_CTCF_BR	6
chr14	92829670	92829820	id-31529	1	+	NA	NONE	6
chr14	92849119	92849269	id-31530	8.81e-07	-	AGCTGCATTCCTGTGCCTGCCACTGGAGGGCAGGG	V_CTCF_BR	40
chr14	92875081	92875231	id-31531	7.78e-06	-	TCTGCCCTACTTCAACTTTCCACCAGGGAAACTTC	Upstream_CTCF	9
chr14	92923152	92923302	id-31532	5.41e-06	-	ACTGAACATTTAAGTGTGGTCACTAGGGGTCACTG	Upstream_CTCF	40
chr14	92926493	92926643	id-31533	7.11e-06	+	ATCTCAGTTCTGCCACTCACCAGCAGGGTGAGTCT	Upstream_CTCF	32
chr14	92947829	92947979	id-31534	4.88e-05	-	AAAAACAGCAGGCTAGCAGCCACAAGAGGGGGCAG	V_CTCF_BR	36
chr14	92977431	92977581	id-31535	1.82e-07	-	GCCAGAATTCCTCAGGTGGACACCAGATGGAGCCC	V_CTCF_BR	22
chr14	93017880	93018030	id-31536	1	+	NA	NONE	11
chr14	93019994	93020144	id-31537	1	+	NA	NONE	30
chr14	93043750	93043900	id-31538	1	+	NA	NONE	1
chr14	93053877	93054027	id-31539	9.25e-06	-	TTTCTAAAGCTGCAAGGCCCCTGAAGGTGGCAGCC	V_CTCF_BR	6
chr14	93055693	93055843	id-31540	2.18e-07	+	AACATCTGTGTTCCATTGTCCAGCAGAGGGCAGAG	V_CTCF_BR	40
chr14	93063009	93063159	id-31541	6.23e-05	+	GCGAAGTACCAGAGTTGTGCAGAAAGGGGGCAGGC	UpstreamP1_CTCF	31
chr14	93067125	93067275	id-31542	4.59e-07	+	CAGTATCCCCGGGCTCTGTCCACTAGATGCCAGTA	UpstreamP1_CTCF	30
chr14	93070005	93070155	id-31543	3.36e-07	-	GCTGCCAGCACTGCTGGTACCAGCAGAGGGTAGCA	V_CTCF_BR	38
chr14	93079516	93079666	id-31544	1.28e-08	-	GGTGCATTGCCGACTCCTTCCACAAGGGGCAGCAC	Upstream_CTCF	40
chr14	93122752	93122902	id-31545	2.1e-06	-	GAAGTCATTCCTGCTGTTTCCAGCAGAGGTCCAGC	Upstream_CTCF	31
chr14	93136609	93136759	id-31546	1.54e-05	-	TGGCTGTGCATTCAAATGCCCTGCTGGCGGCAGCC	UpstreamP1_CTCF	25
chr14	93142089	93142239	id-31547	1	+	NA	NONE	5
chr14	93147517	93147667	id-31548	1.21e-09	-	CATGAAATGCCTGCCAGGGCCACTAGGTGGCAGGC	Upstream_CTCF	40
chr14	93153337	93153487	id-31549	9.66e-13	+	CCTGCTGTTCCCAATCCGGCCACAAGGGGGCAGCC	Upstream_CTCF	40
chr14	93156810	93156960	id-31550	8.58e-08	-	CCTGTGAGACTGCATAGGCCCAGCAGGTGGCAGGG	Upstream_CTCF	40
chr14	93181178	93181328	id-31551	3.06e-08	+	ACCTGCCTCACCAGGGCTTCCACCAGATGGCGCTG	V_CTCF_BR	40
chr14	93206132	93206282	id-31552	3.97e-05	-	ATGCATGTGTCCCAACAGCGCCCCTGGGGGAGATC	UpstreamP1_CTCF	10
chr14	93250285	93250435	id-31553	1.03e-07	-	TGTGCATTTTTATCTTCCAGCAGCAGAGGGCACTT	Upstream_CTCF	40
chr14	93252011	93252161	id-31554	1.83e-05	+	GGAAGCCTGAATGGGTTGCCCACTAGGAGGCTGGG	V_CTCF_BR	27
chr14	93259325	93259475	id-31555	8.59e-05	-	CCATGCGACTGCAGTGCATCCTGTAGGAGGAGCAT	V_CTCF_BR	12
chr14	93286145	93286295	id-31556	5.74e-05	-	GGGAGGTCTGCTCATATGACCGCTAGAGGACAGAG	UpstreamP1_CTCF	2
chr14	93304570	93304720	id-31557	2.43e-06	+	AAAGAAATTTCTCTGTGATCCACTAGAGGGAAGAG	Upstream_CTCF	19
chr14	93347238	93347388	id-31558	7.46e-06	+	ATTCTGTCATTTTTTCAGTGCACTAGGGGGAGCTG	UpstreamP1_CTCF	39
chr14	93352092	93352242	id-31559	5.17e-06	-	ACCTCAGTGGCTCCAATCACCAACAGGGGCACCAG	Upstream_CTCF	2
chr14	93360562	93360712	id-31560	3.36e-05	-	GTCTACTTCTCTCTTTGGCCATCTAGGGGGCATTA	UpstreamP1_CTCF	1
chr14	93404623	93404773	id-31561	1	+	NA	NONE	11
chr14	93418356	93418506	id-31562	2.19e-08	+	ACCACACTGCCGCCACCTGACACCAGGGGGCAGCA	V_CTCF_BR	40
chr14	93439685	93439835	id-31563	1.46e-07	+	CCTGCAATCTCCCGCCTGGCCACCCTGTGGCGCTG	Upstream_CTCF	40
chr14	93457570	93457720	id-31564	3.4e-06	+	GATGCTGGTGAATGGACAGCCACTGGGGGTCAGGA	Upstream_CTCF	4
chr14	93469936	93470086	id-31565	7.31e-05	+	GTGCCATTCACAAAGCCTACCACTGGGCTGGGCAG	UpstreamP1_CTCF	5
chr14	93470475	93470625	id-31566	4.68e-07	+	CACAGGTGAGGGAGGGAGGCCAGCAGGAGGCACAC	V_CTCF_BR	5
chr14	93485928	93486078	id-31567	3.91e-06	+	CCTGACATGCCACAACTGCCCTGAAGGGGTCTGTC	Upstream_CTCF	8
chr14	93489649	93489799	id-31568	1.64e-06	+	GTGCAGGACCAGCAACCTTCCAGATGGGGCTGCTC	UpstreamP1_CTCF	6
chr14	93500836	93500986	id-31569	5.96e-07	+	GATCTGTCTGCTCTGCTCCCCACTAGAGGGCAGGC	V_CTCF_BR	40
chr14	93515326	93515476	id-31570	1.93e-05	-	TGTCTACACTGTCCCTTTTCCTCTGGGTGGCAGTG	V_CTCF_BR	3
chr14	93516359	93516509	id-31571	1.83e-05	+	CCTTCCCGGGGCAAAACAAAGGCCAGGGGGCAGCA	V_CTCF_BR	10
chr14	93524339	93524489	id-31572	4.01e-05	+	AGACTTGGTCATCTTAGAGTCCCTAGAGGGCAGCA	V_CTCF_BR	4
chr14	93545854	93546004	id-31573	1.96e-07	+	CCTCAGTGCAATGGAAGGACCAGGAGGTGGCAGCG	UpstreamP1_CTCF	24
chr14	93571423	93571573	id-31574	4.1e-06	+	CCTGCCATGTCTCCCTCCTGCATGAGGGGGCTCCA	Upstream_CTCF	32
chr14	93579264	93579414	id-31575	1.87e-09	+	AGCCAGTATAGAAATGTGGCCACCAGGGGGCACTG	V_CTCF_BR	40
chr14	93579781	93579931	id-31576	1.93e-05	+	ATTTCCCAAGTCTTACATGACTGCAGGGGGAGCTC	V_CTCF_BR	40
chr14	93581885	93582035	id-31577	1.47e-05	-	GGAGGCCGCGCTTCTGCCGCCGCCTGAGGGCGTGT	V_CTCF_BR	15
chr14	93582238	93582388	id-31578	2.68e-05	+	GGGGCAGCGCCGCCCGCCGCCTCTTAAAGGCGCCG	Upstream_CTCF	39
chr14	93598905	93599055	id-31579	7.17e-05	-	AGTGGTAGGAAATAACTGGCCGACAGATGGGGCTG	Upstream_CTCF	40
chr14	93604403	93604553	id-31580	4.14e-05	-	TCGTTGTGCTTCTGAATCTCCTCTAGGGTGTAGTA	UpstreamP1_CTCF	25
chr14	93605622	93605772	id-31581	3.24e-06	-	ATAGAAATTTAAAAAATGTACACTAGGCGGCGCTG	Upstream_CTCF	40
chr14	93626711	93626861	id-31582	1.93e-05	-	CACCACACCATGGCAGCAACAGCTAGATGGCAGTG	V_CTCF_BR	40
chr14	93644501	93644651	id-31583	1.64e-06	-	CATTTCATTCACTGAAACACCACTAGGTGGCGGTT	Upstream_CTCF	40
chr14	93650716	93650866	id-31584	1.23e-05	-	GTGCGGCTGCCCTGGCGTCGCCGCTGGGGGCAGGG	UpstreamP1_CTCF	32
chr14	93673350	93673500	id-31585	1.71e-06	-	GGACGCGGGCTGATTTCCGCCTCCGGGTGGCGCTT	V_CTCF_BR	38
chr14	93673587	93673737	id-31586	3.16e-05	+	ATGGCCGGAGCCGAGGGCGCCGCTGGGCGGCAGTC	Upstream_CTCF	17
chr14	93673914	93674064	id-31587	1.7e-05	+	GGCCCCCTTCAGCCTGTGTCCAGCAGGGGCCCCCC	Upstream_CTCF	39
chr14	93685580	93685730	id-31588	9.51e-07	-	TGCTACGCCAGTTCAGGGGCCAATAGGTGGCAGTG	V_CTCF_BR	40
chr14	93700430	93700580	id-31589	8.89e-06	+	CATGTATTGTCAATGACCCTCTCCAGAGGGAGTCC	Upstream_CTCF	37
chr14	93752388	93752538	id-31590	4.5e-06	+	CATGGCCTTCTCTCCTTTTCCACTAGATGTTGCTG	Upstream_CTCF	11
chr14	93798655	93798805	id-31591	1.39e-05	-	GGGTGCGGGGTTGCGACCGCCAGGGGTGGGCGTGA	V_CTCF_BR	26
chr14	93799540	93799690	id-31592	9.84e-05	-	TGGACTAAGCAGGATGCTGCCACAAGAGGCAAACT	V_CTCF_BR	37
chr14	93803823	93803973	id-31593	2.18e-07	-	GTGAGGTGGCAGCCCAGCACCTGCAGAGGGCAGGA	V_CTCF_BR	8
chr14	93813425	93813575	id-31594	1.01e-09	-	GTTTGCGCAGGCGCCCCAGCCACGAGGGGGCGCTC	V_CTCF_BR	12
chr14	93937651	93937801	id-31595	1	+	NA	NONE	4
chr14	93942772	93942922	id-31596	9.71e-06	-	AAGGATGTGGCCACAGTGCACACTAGAGGGCCAGA	Upstream_CTCF	3
chr14	94003372	94003522	id-31597	9.41e-05	-	CTTGTGAAGATGTGAACACCCCCAAGGGGGCGTTA	V_CTCF_BR	25
chr14	94010242	94010392	id-31598	3.16e-06	-	ATTCAATTTTCTAAGTGAGTCAGTAGGTGGCACCA	UpstreamP1_CTCF	38
chr14	94069694	94069844	id-31599	1	+	NA	NONE	0
chr14	94085648	94085798	id-31600	5.68e-06	-	AACACTCAAGACTGAAAGACCACAAGATGGCGCCT	V_CTCF_BR	40
chr14	94115298	94115448	id-31601	2.58e-09	+	CTGCAGTGGGGAGAAAGAACCAGAAGAGGGCAGGG	UpstreamP1_CTCF	33
chr14	94121535	94121685	id-31602	3.88e-06	+	AAATAACAAAAAGAATTTACCAGCAGGGGGTGCTA	V_CTCF_BR	39
chr14	94157521	94157671	id-31603	6.64e-05	+	CTCTCTCTGCACGTGCTTTCCGCTAGGAGGAGGAT	Upstream_CTCF	12
chr14	94202855	94203005	id-31604	1.73e-06	+	CCGCCATGCCCGGGCCCTGCCGCCAGGTGTCCTCC	UpstreamP1_CTCF	28
chr14	94255434	94255584	id-31605	5.52e-05	-	TGGAAGTGGGAATCCTCGGCCTCCAGGGTGAATAA	UpstreamP1_CTCF	16
chr14	94256219	94256369	id-31606	2.47e-05	-	GTTGAGGTGCAATCTGCAGCCTCGGGGCGGCGCTC	Upstream_CTCF	3
chr14	94267131	94267281	id-31607	1.54e-05	-	TTGTATGTTCCTGCTCTGTCCTCCAGGTGTGTCCA	UpstreamP1_CTCF	9
chr14	94271117	94271267	id-31608	2.73e-07	+	ACTGCTGGCCCCACTCCAGCCTCACGGGGGCGCTG	Upstream_CTCF	17
chr14	94291395	94291545	id-31609	6.98e-07	-	CAGGGTATTGCAGCAGCAGCCTGCAGGTGGCGAAC	V_CTCF_BR	13
chr14	94323957	94324107	id-31610	1	+	NA	NONE	5
chr14	94359397	94359547	id-31611	4.27e-13	-	CCTGCAGTTCCCAGAGTAGCCACCAGGTGGCCCAG	Upstream_CTCF	40
chr14	94369992	94370142	id-31612	2.17e-09	-	GCAGGGAGCCAGCCAGTGGCCAGCAGAGGGCACTT	V_CTCF_BR	39
chr14	94373190	94373340	id-31613	2.57e-08	-	CAGCTTTGGCCTCAAATGGCCACGAGAGGGAGCCC	UpstreamP1_CTCF	40
chr14	94402724	94402874	id-31614	1.99e-07	-	CTGTCACCACGATCCTTGGCCACTAGAGGGTGGAG	V_CTCF_BR	40
chr14	94406033	94406183	id-31615	1	+	NA	NONE	31
chr14	94406417	94406567	id-31616	3.48e-06	+	ATGAATGTCCAACCTCCTCCCTGCAGGAGGCAGTA	UpstreamP1_CTCF	15
chr14	94413865	94414015	id-31617	1	+	NA	NONE	1
chr14	94419711	94419861	id-31618	2.8e-05	-	ACAGCCGTTTACTTGGCAACGTGCAGGGGCCACCT	Upstream_CTCF	25
chr14	94437044	94437194	id-31619	1.91e-08	-	CCTGCTTCACATCACGTGGCCAGGAGGTGGCAGAG	Upstream_CTCF	38
chr14	94447796	94447946	id-31620	3.48e-06	+	CAGCAATGTCCCCTAGGGACCGGTGAAGGGCTGCC	UpstreamP1_CTCF	5
chr14	94451427	94451577	id-31621	4.7e-05	+	AAACCCGCTCTGAAGGCCACCAGCAGGGGGACACG	Upstream_CTCF	39
chr14	94465981	94466131	id-31622	1.26e-07	-	CGGTGTCGCAGTCCTGCAGCCAGTAGGTGGCTGTG	V_CTCF_BR	14
chr14	94468232	94468382	id-31623	5.35e-09	-	GTGCAGGCTTGCAGCGCTGCCACTAGGGGGCAGAT	UpstreamP1_CTCF	40
chr14	94471780	94471930	id-31624	1.09e-07	-	CTGCAGTAACAGCATCCTGACTGATGGGGGCGGTG	UpstreamP1_CTCF	40
chr14	94481722	94481872	id-31625	3.56e-05	-	ATGGGGATGACTGTTCTGTCCACCAGGAGGCCTGG	Upstream_CTCF	21
chr14	94487415	94487565	id-31626	7.27e-06	+	CTGTAGAATACCTACTCTGCCTCCAGTGGGAGCTT	V_CTCF_BR	11
chr14	94494908	94495058	id-31627	1.64e-06	+	CTGTTATTTGTCAAACAGGCCCCCAGTGGGCACCT	UpstreamP1_CTCF	9
chr14	94503015	94503165	id-31628	6.34e-08	+	GCTGTAGTGTAAACTTTCGCCGGTAGGTGGTGCAT	Upstream_CTCF	39
chr14	94517659	94517809	id-31629	1.99e-07	+	TCCGTAAACAGTGGCTGGGACAGCAGGTGGCGCAG	V_CTCF_BR	39
chr14	94560547	94560697	id-31630	3.03e-05	+	CTCGCACTCTTTGCTGATGGCTGTGGGTGGCAGGA	Upstream_CTCF	5
chr14	94595904	94596054	id-31631	7.31e-05	+	GTGTTACTTCCCCCTCCATCCAGTAGGGACGCGCC	UpstreamP1_CTCF	39
chr14	94598738	94598888	id-31632	4.3e-06	+	CATCAAATTTCCAAAATGCCCCCTAGGGGGCAGTA	Upstream_CTCF	38
chr14	94603153	94603303	id-31633	1.76e-09	-	CTTGCAGTTTGAGATATCGCCACGAGAGGGCACTC	Upstream_CTCF	40
chr14	94609706	94609856	id-31634	8.58e-08	-	AGTGCAGAGCCAACTCAAACCTGCAGGTGGAGGCA	Upstream_CTCF	39
chr14	94647127	94647277	id-31635	6.21e-05	-	GAAATCTCACTCTTTCATATCACTAGGGGGAGCAC	V_CTCF_BR	39
chr14	94665601	94665751	id-31636	1.17e-05	+	TGGTGCCCCACTGCTCAAACCTCTAGGGGGAGCAT	V_CTCF_BR	4
chr14	94773861	94774011	id-31637	5.12e-07	-	CTGTAATTTAGGTGTAATACCACAAGGGGGTGATA	UpstreamP1_CTCF	37
chr14	94811839	94811989	id-31638	7.15e-05	+	ACCATGACTCACCTAGTAGCTTCCTGGTGGCAGGA	V_CTCF_BR	9
chr14	94821966	94822116	id-31639	5.92e-05	+	CAACAGATTCCCTTCGCCGCCGCCAGAGTGAGCCA	V_CTCF_BR	36
chr14	94838685	94838835	id-31640	1	+	NA	NONE	29
chr14	94842722	94842872	id-31641	1	+	NA	NONE	6
chr14	94879425	94879575	id-31642	8.23e-05	-	TTCTGCCTCCCTTATCACCCCAGCAGGTGACGCTC	UpstreamP1_CTCF	37
chr14	94889934	94890084	id-31643	1	+	NA	NONE	40
chr14	94900359	94900509	id-31644	6.43e-10	+	CAGCAATGAGCCTCGGTAACCAGCAGGGGGCAGGG	UpstreamP1_CTCF	40
chr14	94905920	94906070	id-31645	2.47e-05	+	GTAGTTATGTGGCCAGTGACCACTGGGGGGATTTT	Upstream_CTCF	16
chr14	94952702	94952852	id-31646	9.66e-13	-	CCTGCAGGGCCGCCTGTGGCCACTAGAGGGCACCA	Upstream_CTCF	40
chr14	94953317	94953467	id-31647	1.71e-06	-	TGGTGGCATTCTCCTCTCCCCTCCAGCGGGCAGAG	V_CTCF_BR	2
chr14	94987808	94987958	id-31648	1.48e-06	+	CCCTCTGGGACCTGAAATGCCACCAGGGGGAGATC	V_CTCF_BR	7
chr14	95001910	95002060	id-31649	1	+	NA	NONE	1
chr14	95003301	95003451	id-31650	2.97e-06	-	GTGAAAAAATCAGCAGGAACCAGCAGATGGTGCTG	V_CTCF_BR	29
chr14	95006376	95006526	id-31651	4.7e-08	-	AGGACAAGGCTTTGGATTGCCAGCAGATGGCACAG	V_CTCF_BR	19
chr14	95010118	95010268	id-31652	7.8e-08	+	GGAGAAGGTGGGTGTGTGGCCAGCAGGAGGCACAG	V_CTCF_BR	8
chr14	95015857	95016007	id-31653	3.84e-11	-	TCTGCAGTTTGAATTTTCACCACCAGAGGGCGCGC	Upstream_CTCF	40
chr14	95025321	95025471	id-31654	5.7e-05	+	GCCGTCATTCCCTCCTTCTCCTGCAGGGTCCAAGT	Upstream_CTCF	11
chr14	95048111	95048261	id-31655	1.84e-06	-	TCATCAGCAGCATCGCTGGCCTCTAGATGTCACTA	V_CTCF_BR	1
chr14	95058282	95058432	id-31656	4.7e-06	-	GACACCAGGCATCACCAGGCCACTAGGGGCAGGTG	V_CTCF_BR	4
chr14	95065778	95065928	id-31657	4.3e-08	-	CTGCAGAGCTCACCTTTGGCCAGGGGAGGGAGGGA	UpstreamP1_CTCF	24
chr14	95103507	95103657	id-31658	2.18e-07	+	GTTGGGCAAAAGAATGTGACCAGAAGAGGGCAGAG	V_CTCF_BR	34
chr14	95137162	95137312	id-31659	1.48e-05	-	CTTTGCTGCTTGTCACGCCCCACTAGGAGGCAAAC	UpstreamP1_CTCF	2
chr14	95137421	95137571	id-31660	4.59e-07	+	GTGCCCCTGCTATGAAGGTCCAGCAGAGGGAGACA	UpstreamP1_CTCF	4
chr14	95138209	95138359	id-31661	1.59e-06	+	TGTACAATAAGCCCTGTGGCCACCTGGTGGTGGCC	V_CTCF_BR	17
chr14	95147761	95147911	id-31662	4.03e-06	-	TGGAACTGCCAGTGAGTGGCCACTGTGTGGCACCA	UpstreamP1_CTCF	40
chr14	95151680	95151830	id-31663	1.28e-06	+	GAGAGCACAGAGCGGGAGACCAGCAGATGCCGCCA	V_CTCF_BR	6
chr14	95155937	95156087	id-31664	2.47e-08	+	AGCGCCGTCCCCGCACCCGCCACGAGGCGGCGCCA	Upstream_CTCF	40
chr14	95172302	95172452	id-31665	1.03e-06	+	GGCTTCCTGCTGTGATCTGCCAAGAGGGGGCACTA	V_CTCF_BR	3
chr14	95173898	95174048	id-31666	1	+	NA	NONE	25
chr14	95184257	95184407	id-31667	3.81e-05	+	TTGTCATATATCAAAGGCAACAGAAGGGGGCATTA	UpstreamP1_CTCF	12
chr14	95215247	95215397	id-31668	3.63e-06	-	ATTTGCCTTAGGTCAGAAACCTGCAGGGGGAGCTC	V_CTCF_BR	39
chr14	95282566	95282716	id-31669	1.28e-06	+	GAAGGATTCTCCCCTAGAGCCTCCAGAGGGAGCCT	V_CTCF_BR	16
chr14	95289392	95289542	id-31670	4.23e-06	-	CTGTTGCAGCCCTTTTCAACCACTAGAGGATGTGC	UpstreamP1_CTCF	12
chr14	95290439	95290589	id-31671	1	+	NA	NONE	12
chr14	95330768	95330918	id-31672	2.34e-06	+	GTGTAGCAGACCATCTCATCCACCGGGCGGTGGCA	UpstreamP1_CTCF	2
chr14	95347741	95347891	id-31673	1	+	NA	NONE	1
chr14	95370349	95370499	id-31674	1	+	NA	NONE	10
chr14	95374371	95374521	id-31675	1	+	NA	NONE	2
chr14	95488062	95488212	id-31676	1	+	NA	NONE	6
chr14	95493584	95493734	id-31677	1.54e-05	+	CCCCAGGATCTCACAGCCTCCACTAGAGGAAGCTG	UpstreamP1_CTCF	5
chr14	95511118	95511268	id-31678	1.63e-05	+	GGGGGAGGGCAGGTGCATGCCACTGGGAGGAGGGC	Upstream_CTCF	7
chr14	95515367	95515517	id-31679	2.97e-06	-	AGCACCAGGGGTCTTTAGGCCACCAGGAGGCTCTC	V_CTCF_BR	2
chr14	95565449	95565599	id-31680	9.51e-07	-	TTTTGTCTTGTCTTGAAGGCCACCAGAGGGCACTT	V_CTCF_BR	40
chr14	95624528	95624678	id-31681	1	+	NA	NONE	15
chr14	95640879	95641029	id-31682	1.32e-05	+	TATCCAATTCAAAGTATTTACAGTAGATGGAGCTA	Upstream_CTCF	23
chr14	95662722	95662872	id-31683	1	+	NA	NONE	34
chr14	95694678	95694828	id-31684	1.5e-05	+	TCTGCGATACAATCTTTCACCCGTAGAGTTCAGGA	Upstream_CTCF	4
chr14	95696196	95696346	id-31685	2.18e-07	+	CCAATCCTGAGCTTGGTAACCGGCAGGGGGAGGCA	V_CTCF_BR	13
chr14	95721442	95721592	id-31686	5.68e-06	-	GAAGTCCAGGATCAAGGTGCCGGCAGGGGGCTTCC	V_CTCF_BR	2
chr14	95725487	95725637	id-31687	1.7e-05	-	GTGGTTGTCTATACCTCTGACACTAGGAGGCCGGC	Upstream_CTCF	8
chr14	95732032	95732182	id-31688	4.51e-05	+	CCTGTTGAACGTTTACCTTCCTGAAGAAGGCAGAA	Upstream_CTCF	16
chr14	95738431	95738581	id-31689	2.86e-06	-	TTGTCCTTCCTCGGTTTTGCCACCAGTAGGCTGAG	UpstreamP1_CTCF	6
chr14	95749683	95749833	id-31690	1	+	NA	NONE	1
chr14	95778220	95778370	id-31691	9.81e-06	-	AGAAACCCGGGGAGGCTTCCCGACAGAGGGCAGGA	V_CTCF_BR	7
chr14	95800507	95800657	id-31692	2e-06	+	GATGTGACACCCCAGGTGGACTCTAGGGGACGCTC	Upstream_CTCF	13
chr14	95802636	95802786	id-31693	5.96e-07	-	GGCTCATGAGCTCTACAGACCAGCAGGGGGAAGAG	V_CTCF_BR	9
chr14	95814849	95814999	id-31694	6.51e-05	+	CCTCAGCACCCCTCGCTGGTCACGGGTGGGAGACA	V_CTCF_BR	10
chr14	95826839	95826989	id-31695	1.41e-05	+	CCGCAGCTCCTCAGCGCGGCCACAAGCGCTCTATT	UpstreamP1_CTCF	7
chr14	95827888	95828038	id-31696	3.42e-08	-	CTCGGACTCTGCAGACTGTCCAGTAGGGGGCACTG	V_CTCF_BR	40
chr14	95854082	95854232	id-31697	2.1e-06	-	CATGCATTCCCAGCCCAGGCTAGAAGGAGGCAGTG	Upstream_CTCF	3
chr14	95881019	95881169	id-31698	1	+	NA	NONE	14
chr14	95883764	95883914	id-31699	4.7e-05	+	TCAACAATACCACAAAATCCCATTGGAGGGAGCCA	Upstream_CTCF	25
chr14	95893448	95893598	id-31700	2.01e-10	+	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCC	UpstreamP1_CTCF	40
chr14	95897652	95897802	id-31701	4.02e-07	-	CCTGTAACTCTCCCAGTGACACCTAGGAGGCAGTA	Upstream_CTCF	39
chr14	95898649	95898799	id-31702	6.39e-08	-	CCGGGAGCAGCCGAGACGGCCACTAGGTGTCAGCC	V_CTCF_BR	40
chr14	95899524	95899674	id-31703	3.45e-05	-	CCAAGCTGAAGGACTCTGGCCACCTGCTGGTAGGT	V_CTCF_BR	27
chr14	95908961	95909111	id-31704	5.01e-09	+	CTAGAAAGAGCTGAGGTGGCCACTAGAGGGCACTG	V_CTCF_BR	40
chr14	95918885	95919035	id-31705	1.32e-05	-	TTTGCCATGGCAATGCTGGGAGGTAGGGGGCAATA	Upstream_CTCF	40
chr14	95957051	95957201	id-31706	1	+	NA	NONE	4
chr14	95982494	95982644	id-31707	1.26e-05	-	TCGGGGCTTCCCTCTGCCTCCCCTAGGGGCGGGCT	Upstream_CTCF	39
chr14	95990620	95990770	id-31708	5.74e-05	+	TGGCTCTTCCGGGAAGCCCACACTTGGGGCCCAGC	UpstreamP1_CTCF	20
chr14	95993844	95993994	id-31709	8.03e-07	-	TCTGTCTTTCCTGGCAAGGCAGGTAGGGGGCACTA	Upstream_CTCF	40
chr14	96027348	96027498	id-31710	4.48e-07	+	ACAGTCATATCATGGGAAACCAGCAGATGGCGCTG	Upstream_CTCF	40
chr14	96032604	96032754	id-31711	3.28e-07	+	CTGCATTTTCAGCAACAAAACTGGAGGGGGCGCTC	UpstreamP1_CTCF	38
chr14	96075852	96076002	id-31712	4.7e-06	+	ACCAAAGGGCCTCTTGGAGACAGTTGGGGGCAGCA	V_CTCF_BR	40
chr14	96077786	96077936	id-31713	1	+	NA	NONE	4
chr14	96080778	96080928	id-31714	1	+	NA	NONE	5
chr14	96123268	96123418	id-31715	4.34e-07	-	GTGCAGGTGCAACAGCACAACTCCAGAGGACGCCA	UpstreamP1_CTCF	3
chr14	96132015	96132165	id-31716	3.88e-06	-	CACAGTCCAGGGTGGGAGGCCAGTAGGGGGCTTTA	V_CTCF_BR	21
chr14	96146849	96146999	id-31717	4.85e-07	-	AAGCAGCTGCAGATGCCTGACAGCAGGGGTCAGTT	UpstreamP1_CTCF	19
chr14	96150274	96150424	id-31718	7.8e-08	-	GGCCCAATGCTCTCCTCCTCCAGCAGAGGGAGCCC	V_CTCF_BR	39
chr14	96159745	96159895	id-31719	2.27e-06	-	CAGGAGATGCTTCTGGCATCCAGTGGGTGGCGGCC	V_CTCF_BR	11
chr14	96180437	96180587	id-31720	1.99e-07	-	AGGCCGTCCTCCCGCCCCGCCGCTTGGTGGCGGCC	V_CTCF_BR	4
chr14	96194236	96194386	id-31721	5.65e-05	+	CAACTTAAAAATATCATTGGCAGTAGGGGGTGGGG	V_CTCF_BR	2
chr14	96240774	96240924	id-31722	5.98e-10	-	TGTGCAATTCCAGATATGACCAACAGAGGGTGCAC	Upstream_CTCF	40
chr14	96303167	96303317	id-31723	9.29e-06	-	TCTTCTTGTTTGCCTCTTAGCAGCAGGTGGCGTGG	Upstream_CTCF	2
chr14	96316873	96317023	id-31724	9.41e-05	-	CAGTTTAAGATAAAATCCAACTCTAGGTGGTGCTG	V_CTCF_BR	2
chr14	96342901	96343051	id-31725	4.41e-06	+	CTGGGGCTTGGGGCAGGAAGCAGTGGGGGGCGCTC	V_CTCF_BR	4
chr14	96343606	96343756	id-31726	1	+	NA	NONE	6
chr14	96362154	96362304	id-31727	4.44e-06	-	ATGCCATGATGGGCAGGCACCACGTGGTGGAGCAG	UpstreamP1_CTCF	32
chr14	96371806	96371956	id-31728	5.38e-05	-	GATGTCCACACCATGAATCCCGATAGGGGGCACCA	V_CTCF_BR	4
chr14	96381975	96382125	id-31729	8.9e-05	+	CTGCAGCCTCTAGGCCCAGGCCACACACGGCGCTG	UpstreamP1_CTCF	5
chr14	96387602	96387752	id-31730	2.04e-05	-	CCCCATAGCTACATTTCTTCCACTGGAGGGCTGTG	V_CTCF_BR	1
chr14	96421026	96421176	id-31731	6.82e-05	-	CTTGTGTGTGACTAGCTGAGCAGTGGGTGGTGCTA	V_CTCF_BR	1
chr14	96446175	96446325	id-31732	1.41e-05	+	GTGCAGACGTCATTACTGCCCCCCAGAGGACTGAA	UpstreamP1_CTCF	30
chr14	96460781	96460931	id-31733	4.68e-07	-	TATCAATACTTCTATTTAGCCAGCAGGGGGCTCTG	V_CTCF_BR	40
chr14	96465092	96465242	id-31734	1	+	NA	NONE	38
chr14	96468936	96469086	id-31735	7.73e-06	+	CCCAGTTGGGTGAGAGCTCCCAACAGGGGTCGCCA	V_CTCF_BR	14
chr14	96478534	96478684	id-31736	1.93e-05	+	AAGGAGAGAGAAAGAGTGGGCAGCAGGAGGTGCCA	V_CTCF_BR	6
chr14	96506269	96506419	id-31737	2.96e-05	+	GGCGCCCCCTTTGCCGCCGCCTGAGGAAGGCTCTG	V_CTCF_BR	35
chr14	96518202	96518352	id-31738	1.82e-07	-	CGACAGCTATCCTCTTCTTCCACCAGAGGGCGGGG	V_CTCF_BR	32
chr14	96523102	96523252	id-31739	9.81e-06	+	ACAATTTATCTGCACCTCACCTGTAGATGGTGCCA	V_CTCF_BR	23
chr14	96548878	96549028	id-31740	1.28e-06	+	CAGCCGCCTGTCTCAGCATACACTAGGGGGCACGG	V_CTCF_BR	2
chr14	96553209	96553359	id-31741	2.55e-06	-	AAGGCCTTGCCCCGTCATGCCTCTAGGGGCAGGAG	Upstream_CTCF	27
chr14	96557298	96557448	id-31742	1	+	NA	NONE	21
chr14	96561980	96562130	id-31743	2.19e-05	-	GATGCAGAGCTTGGCCATTCCAGCAGGCACCGAAG	Upstream_CTCF	9
chr14	96564710	96564860	id-31744	1	+	NA	NONE	9
chr14	96565193	96565343	id-31745	4.88e-08	-	TAGCAGTTTCAGGCAATGTCCTGCTGGGGGCAGCC	UpstreamP1_CTCF	40
chr14	96566994	96567144	id-31746	8.81e-07	+	AAAATGCAGTGAGCCAGGACCAGCAGGGGTCAGTG	V_CTCF_BR	38
chr14	96568573	96568723	id-31747	6.64e-05	-	GCCTCAGGGGATAGACTTTCCCCCAGGAGGAAGGA	Upstream_CTCF	11
chr14	96574507	96574657	id-31748	1.1e-05	-	GGGGACAGGGGCACCTGCACTGCCAGGTGGAGCTC	V_CTCF_BR	8
chr14	96575722	96575872	id-31749	1.93e-05	+	TTGGAAAACACCACGTGTCCCAGAAGGGGCCACCG	V_CTCF_BR	5
chr14	96582865	96583015	id-31750	9.11e-08	+	CCTGCTTTTTTGCCAACTGCCACAAGGGGCTGGAC	Upstream_CTCF	26
chr14	96583986	96584136	id-31751	1	+	NA	NONE	23
chr14	96588131	96588281	id-31752	1	+	NA	NONE	6
chr14	96612623	96612773	id-31753	1.1e-05	-	CACCGCCAATTCATGCCCTGCTCCAGAGGGAGCTG	V_CTCF_BR	10
chr14	96640605	96640755	id-31754	1	+	NA	NONE	3
chr14	96645402	96645552	id-31755	2.59e-06	-	CTGGAACTTCATTTCTTAGCCACCAGATGGCCTGG	UpstreamP1_CTCF	30
chr14	96668189	96668339	id-31756	6.9e-05	-	ATTGCTATTTATCACCCGGCACATAGGAGGTGCCC	Upstream_CTCF	15
chr14	96671786	96671936	id-31757	1.08e-05	-	AGGTAGTCACTACCACCTGCCTCCTGGAGGCGCAT	UpstreamP1_CTCF	9
chr14	96672142	96672292	id-31758	9.25e-06	+	GCAGCCTGGGTGGAGGTGAACAGCAGGTGTTGCTG	V_CTCF_BR	5
chr14	96692221	96692371	id-31759	3.09e-07	+	ATCCCCAGGACACCGGAGACCACCAGGGGGCTGGA	V_CTCF_BR	37
chr14	96712817	96712967	id-31760	5.12e-06	+	ATGCAGAGATGCAAACTGGACACCAGATGACCTCA	UpstreamP1_CTCF	16
chr14	96722872	96723022	id-31761	5.3e-05	+	ATGTCAGGGCTGAATGCAGCCACCAGAGTTCGCAT	UpstreamP1_CTCF	23
chr14	96728134	96728284	id-31762	3.41e-07	+	TTGGCTGTGGCCGGTTTTGCCAGCAGGAGGCCACG	Upstream_CTCF	23
chr14	96730381	96730531	id-31763	1.38e-07	+	GTGCTGGTGCACCCTATGGCCAGCCGGAGGCAGCA	UpstreamP1_CTCF	3
chr14	96731313	96731463	id-31764	9.81e-06	-	ATTTCCTTGCCCTTTACAGCCTCTAGAGGGTGCCT	V_CTCF_BR	40
chr14	96739510	96739660	id-31765	1	+	NA	NONE	6
chr14	96741963	96742113	id-31766	5.47e-10	-	GAGCAGTCTGCCCCTGATGCCAGCAGGGGGCGCCC	UpstreamP1_CTCF	40
chr14	96746380	96746530	id-31767	3.84e-06	+	CTGGGGTGGCTAAGCACAGCCAGAAGAGGGGAGAG	UpstreamP1_CTCF	1
chr14	96748011	96748161	id-31768	6.51e-05	+	ATTTACAATCTCTTGAAATGCAGCAGATGGCACTC	V_CTCF_BR	12
chr14	96763469	96763619	id-31769	1.73e-05	+	ATAAAATGCTATTCTTTGGCCACTAGATGGTGATA	V_CTCF_BR	36
chr14	96765937	96766087	id-31770	1.1e-06	+	ACCTCCATCATCCACTTATCCACCAGATGGAACTC	V_CTCF_BR	3
chr14	96771371	96771521	id-31771	1.47e-05	-	GAATCAGGTGGACAGAATCCCTGTAGGGGGCAGAC	V_CTCF_BR	35
chr14	96773864	96774014	id-31772	1	+	NA	NONE	21
chr14	96776275	96776425	id-31773	1.31e-05	+	ATTTCTTGGACACCTAACAACAGTAGGGGGCACAC	V_CTCF_BR	18
chr14	96823624	96823774	id-31774	5.65e-05	-	TCAATAGTGAATAACAGTGGCAGGAGATGGAACTG	V_CTCF_BR	23
chr14	96884567	96884717	id-31775	1	+	NA	NONE	0
chr14	96890851	96891001	id-31776	1.48e-06	-	ATGGTAATATCCTCCGAGACCACTAGGTGTCATCT	Upstream_CTCF	40
chr14	96968325	96968475	id-31777	6.84e-06	-	TGAGGTCCCACCTTTCCCGCCGCCTGAGGTCGCGG	V_CTCF_BR	33
chr14	97030841	97030991	id-31778	4.88e-05	+	ATGAGCTTTGAGTATTCTCCCACTTGGGGGTGCTC	V_CTCF_BR	14
chr14	97033738	97033888	id-31779	1.73e-05	+	AGCATTTAGCACTTTAATGTCAGCAGGTGGCACTG	V_CTCF_BR	39
chr14	97045146	97045296	id-31780	1.09e-06	+	TGGCTATGCTCTGGGTTAGGCGCCAGAGGGAGCGG	UpstreamP1_CTCF	2
chr14	97050620	97050770	id-31781	2.15e-05	+	GTGACATGTGGCAGGTTAAACTGCAGGTGTCACTG	V_CTCF_BR	36
chr14	97132582	97132732	id-31782	1	+	NA	NONE	11
chr14	97132745	97132895	id-31783	1	+	NA	NONE	0
chr14	97137662	97137812	id-31784	1.03e-06	-	GGAGGCACTGCCTTTTTTGCCACGAGGTGTCACCA	V_CTCF_BR	2
chr14	97145488	97145638	id-31785	1.14e-06	-	CAGCATCTTCAGCCTCCACCCACTAGATGACAGTA	UpstreamP1_CTCF	9
chr14	97165720	97165870	id-31786	6.19e-06	+	CTGTGCATATGCCACCCAGCCTGCAGGGGGGGGCC	UpstreamP1_CTCF	15
chr14	97197881	97198031	id-31787	5.92e-05	+	GAAGTAATTCACATTCCCACCAGCAGTGTTAGAGG	Upstream_CTCF	8
chr14	97207866	97208016	id-31788	2.06e-07	-	GTGGTAATCCCCGATGCTGACGCTAGAGGGCGCGC	Upstream_CTCF	40
chr14	97221340	97221490	id-31789	3.63e-06	+	TGGGGCCCAGAGTCCTCAGCAGCCAGGGGGAGCAG	V_CTCF_BR	13
chr14	97295218	97295368	id-31790	1	+	NA	NONE	5
chr14	97313716	97313866	id-31791	1.31e-05	-	TGTCACATACACTCCACATACTCCAGAGGGAGGCC	V_CTCF_BR	1
chr14	97319281	97319431	id-31792	3.33e-08	-	ATGCAGTACCTAACACCAGCCAGCAGAGGACCAAG	UpstreamP1_CTCF	40
chr14	97405360	97405510	id-31793	1.15e-07	-	GGTGCATCACCACAGCTCACCCACAGGAGGCGCTC	Upstream_CTCF	31
chr14	97477223	97477373	id-31794	6.75e-05	+	GTGAATGGCACTATTCACGAAGGCAGGGGGCACTG	UpstreamP1_CTCF	15
chr14	97522499	97522649	id-31795	3.28e-05	+	TGAACCAGCTCCCATGCAGGTGGCAGGGGGCAGTA	V_CTCF_BR	10
chr14	97561731	97561881	id-31796	1.15e-07	-	GCAGCATCTTCAAGCCCATCCAGCAGGTGGAGACG	Upstream_CTCF	2
chr14	97572527	97572677	id-31797	1	+	NA	NONE	2
chr14	97573137	97573287	id-31798	8.97e-05	+	CTTCCAGTGACTCTTTTAGCCACTAGGGACACGAA	Upstream_CTCF	2
chr14	97605270	97605420	id-31799	6.23e-05	-	ATACAGTGCCTTACCTAGGCCATTAGGGGTCCTTC	UpstreamP1_CTCF	8
chr14	97630527	97630677	id-31800	1.97e-06	+	GATGTCAGAGATGTTTTAACCAGCTGGGGGCAGAA	V_CTCF_BR	12
chr14	97643470	97643620	id-31801	1.19e-06	+	AAAATAGGGACAATTATAACCACGAGAGGGCACAC	V_CTCF_BR	30
chr14	97646065	97646215	id-31802	2.43e-06	-	GAAGCAAACACGTCCTTCTCCACAAGATGGCAGGA	V_CTCF_BR	5
chr14	97646701	97646851	id-31803	5.08e-05	-	GCAGGGTTTGAAAGAAGATCCGCTAGGTGGCATGG	Upstream_CTCF	22
chr14	97651634	97651784	id-31804	7.8e-08	+	CCACCTGCCCTTTTCTTGGCCAGAAGATGGCAGAG	V_CTCF_BR	28
chr14	97685064	97685214	id-31805	3.28e-05	-	ATGTGGCGTTTCTGTGCCCCGGGGAGGGGGCACCA	V_CTCF_BR	4
chr14	97685598	97685748	id-31806	1	+	NA	NONE	6
chr14	97717413	97717563	id-31807	1.08e-05	+	GTGTAATTTGAGGACAACGCCACTTGGGGTGGCCT	UpstreamP1_CTCF	7
chr14	97718207	97718357	id-31808	3.18e-06	-	CGTCCTCAGCCAGCTCTGACCACTGGAGGGAGACG	V_CTCF_BR	11
chr14	97739997	97740147	id-31809	7.12e-06	+	CATCAGGGACTCACTCTCACCACCTGGTGGCTTTG	UpstreamP1_CTCF	11
chr14	97764769	97764919	id-31810	1.38e-06	-	GCCCCTGCCCCGAGTCCTGCAGCTAGGGGGCGGTA	V_CTCF_BR	20
chr14	97766125	97766275	id-31811	2.11e-06	+	GCCTGTTGACCTCCTTCCACCAGAAGGAGGCAGCC	V_CTCF_BR	15
chr14	97768380	97768530	id-31812	1.41e-06	+	GCGCTATTAGCACACAAAGCCAGCAGAGGCCACGT	UpstreamP1_CTCF	5
chr14	97813123	97813273	id-31813	2.27e-06	+	AATGGGGATTCCAATTTGCCCTCCAGAGGGAGCAC	V_CTCF_BR	2
chr14	97820797	97820947	id-31814	1	+	NA	NONE	2
chr14	97877117	97877267	id-31815	1	+	NA	NONE	11
chr14	97880817	97880967	id-31816	2.67e-06	+	GCTGCATCTCCAGAAATGTCCACCAGGTAATTGGC	Upstream_CTCF	2
chr14	97893230	97893380	id-31817	3.09e-05	-	AAGCCGTGAGCAGGGTTGGCCTGTAGGTAGTGCCT	UpstreamP1_CTCF	2
chr14	97912542	97912692	id-31818	1.56e-05	+	CGTGAACATTGCAGACAGGCCACGAGGGGAAGCGA	Upstream_CTCF	7
chr14	98051000	98051150	id-31819	1.7e-05	-	AGTGCCATGTCCTGCCTTGCCATAGGAGGTCACTG	Upstream_CTCF	7
chr14	98099858	98100008	id-31820	1.83e-05	-	TGTTATTGCACTGACTGGACAACCAGATGGAGCTA	V_CTCF_BR	1
chr14	98101239	98101389	id-31821	1	+	NA	NONE	3
chr14	98174156	98174306	id-31822	3.63e-05	+	TCCTTCTGTGGTCTCGTCACCAGCAGGGTGAGCCA	V_CTCF_BR	5
chr14	98190300	98190450	id-31823	1	+	NA	NONE	4
chr14	98444815	98444965	id-31824	3.16e-06	+	CTGGGCTTCGAGAATATCACCAGAAGAGGGCATTC	UpstreamP1_CTCF	26
chr14	98531033	98531183	id-31825	1.84e-06	-	ACTACAGGAGCAGAGGCTGCCCCAAGAGGGAGCCC	V_CTCF_BR	3
chr14	98605044	98605194	id-31826	1.48e-06	+	TTCCTTGGTAAAAATCTCCCCAGTAGGGGGCAGTA	V_CTCF_BR	35
chr14	98731141	98731291	id-31827	5.3e-05	+	GTGTCATAACCTGCTCTGTCCACTTGGGTCAGGGA	UpstreamP1_CTCF	7
chr14	98961021	98961171	id-31828	2.04e-05	+	CCAGTCATGACCATGCCTGCCTCATGAGGGTAGCA	V_CTCF_BR	4
chr14	99167123	99167273	id-31829	1.31e-05	+	TTAAACAGACAAGTGAGAACCTGTAGGTGGAGCAA	V_CTCF_BR	4
chr14	99327315	99327465	id-31830	7.84e-05	+	GCAAGTGTCCTATGAGAGAACGGTAGAGGGAGCTT	V_CTCF_BR	3
chr14	99351495	99351645	id-31831	2.81e-05	-	TGGAAGATTTCTCTGTTGGCCACAGGGTGGAGAAA	V_CTCF_BR	3
chr14	99501318	99501468	id-31832	1.71e-06	-	GGGATTCAAGCCAGAGCTGCCTGTGGGTGGCGCTG	V_CTCF_BR	17
chr14	99502140	99502290	id-31833	9.84e-06	-	CGGCAGAGCACCGCCCTGGAGGGCAGATGGAGCTG	UpstreamP1_CTCF	16
chr14	99504225	99504375	id-31834	6.86e-07	+	AAAGCAGTTCCCCATCTCCCCGACAGGGGACCATC	Upstream_CTCF	26
chr14	99532005	99532155	id-31835	7.23e-07	-	GATGCACTTCCAGAAGAAACCAGTAAGGGGTGGAG	Upstream_CTCF	6
chr14	99532867	99533017	id-31836	4.1e-06	+	AGAGCCCTGGCGGCGGAGGGCGGTGGAGGGCGGCG	Upstream_CTCF	3
chr14	99584580	99584730	id-31837	3.28e-05	-	GGTGGGCCGGGAACGCTTGGCCACAGATGGCGCGC	V_CTCF_BR	8
chr14	99588867	99589017	id-31838	9.84e-06	+	CTGGATTCACAAAGTTCAACCACAAGGCGGCTCTA	UpstreamP1_CTCF	5
chr14	99591199	99591349	id-31839	1.04e-06	+	GCAGCACTTCCCATGCTCCCCACCAGAGTCCCTTC	Upstream_CTCF	10
chr14	99603846	99603996	id-31840	1	+	NA	NONE	5
chr14	99641012	99641162	id-31841	2.53e-05	-	GCATCAAGGTGGAGAAGGACCTGGAGCTGCCGCCC	V_CTCF_BR	0
chr14	99641857	99642007	id-31842	2.18e-07	+	CGGCTGCGGGGGCGGCGTGCCGCCAGGGGGCATGG	V_CTCF_BR	0
chr14	99655060	99655210	id-31843	4.73e-07	+	GCTGTACCACCGGCTTGGGGCGGGGGGTGGCGCTG	Upstream_CTCF	12
chr14	99657498	99657648	id-31844	3.16e-06	-	TGGCATCCCTGGCCTCTCCCCACTAGATGCCAGTA	UpstreamP1_CTCF	17
chr14	99666317	99666467	id-31845	1	+	NA	NONE	21
chr14	99690962	99691112	id-31846	9.78e-07	+	TAGCTGTTCATGGGACCTGCCAGTAGAGGGATGGT	UpstreamP1_CTCF	15
chr14	99697075	99697225	id-31847	5.34e-06	-	GCCTCTTAAAAAGCTGTGGCCACGAGAGGGAGTGA	V_CTCF_BR	15
chr14	99698331	99698481	id-31848	4.41e-06	+	GCCTCCAGCCTTGGGTCCGCCTCCAGGTGTCTGGG	V_CTCF_BR	3
chr14	99732998	99733148	id-31849	2.43e-06	-	CGCGCCTAGCGCCACTTGGCAGCTAGGGGGAGCTC	V_CTCF_BR	39
chr14	99738568	99738718	id-31850	1	+	NA	NONE	40
chr14	99740911	99741061	id-31851	5.08e-07	-	AGCAGCCTCTCCCCGGCTGCCGCGAGGTGGAGCGC	V_CTCF_BR	13
chr14	99741188	99741338	id-31852	1	+	NA	NONE	38
chr14	99762957	99763107	id-31853	1	+	NA	NONE	12
chr14	99780993	99781143	id-31854	4.21e-05	-	TTTAGTGGAGCTCCAGGCATCTCCAGGGGGCAAGA	V_CTCF_BR	7
chr14	99786494	99786644	id-31855	3.71e-10	+	CAAACTCTTCCTGCTCTCGCCACCAGGGGGCGCCA	V_CTCF_BR	40
chr14	99793563	99793713	id-31856	8.21e-06	-	TGAGATGACGTTGAACCTCACAGCAGGGGGAGCAG	V_CTCF_BR	28
chr14	99817816	99817966	id-31857	3.11e-05	-	TGCCAGGCACGATGACTGTCCTCAGGGAGGCGCTG	V_CTCF_BR	13
chr14	99830341	99830491	id-31858	2.58e-07	-	TGTGTCGTCCTGGCCTGACCCAGGAGGGGGCGAGG	Upstream_CTCF	1
chr14	99855679	99855829	id-31859	1.37e-11	+	CACCCGGCGGGCGGCACCGCCACCAGGGGGCGCGA	V_CTCF_BR	40
chr14	99859509	99859659	id-31860	8.61e-08	+	CCTGCAGAAAGAGGCACAGCCGGCAGGGGGAGCTC	V_CTCF_BR	40
chr14	99882141	99882291	id-31861	3.09e-07	-	AATCTACTCTCCCAAGTTGCCAGAAGGTGGCAGTA	V_CTCF_BR	40
chr14	99896915	99897065	id-31862	4.43e-05	-	CTCAGTGGCGCCACGTGAGCCCCTAGAGGCCTGAG	V_CTCF_BR	40
chr14	99906726	99906876	id-31863	7.61e-08	+	CCAGTAATTTCCAGTAGAGCCAGTAGGGGACAGGG	Upstream_CTCF	25
chr14	99907962	99908112	id-31864	2.27e-06	+	AAGTCCTGGGCCCTGATCACCACCAGAGGGAGTGG	V_CTCF_BR	38
chr14	99927393	99927543	id-31865	1.17e-05	-	TGTGTTTGAACTGTGGTGTGCTGTAGAGGGCGCAG	V_CTCF_BR	6
chr14	99941706	99941856	id-31866	1.32e-05	-	CGTGCAGCTCTGCTGGCCGCCTAAAGGCGAAGCTT	Upstream_CTCF	19
chr14	99946148	99946298	id-31867	4.88e-05	-	CTGCGGGGCTCACCCCTGCCCGGCCGGTGTTGGGA	UpstreamP1_CTCF	33
chr14	99948305	99948455	id-31868	1	+	NA	NONE	14
chr14	99969446	99969596	id-31869	6.46e-07	+	GACAGGCTGCCTCTGAGAACCAGGAGGGGGCTCTC	V_CTCF_BR	8
chr14	99975693	99975843	id-31870	6.82e-05	+	GGAGGCGCTGTGGGAGGGGCCTGAGGCTGGTTCTG	V_CTCF_BR	2
chr14	99984859	99985009	id-31871	7.58e-10	+	GCGGCACTCCCCGCGCCAGACAGCAGGGGGCGCCA	Upstream_CTCF	40
chr14	99988915	99989065	id-31872	8.98e-06	+	GGGCCTGGGCCAGCCATCGGCAGCAGATGGGGCCA	UpstreamP1_CTCF	10
chr14	99991320	99991470	id-31873	1.82e-07	+	GCATTACTCACTTCTAGAGCCTCCAGAGGGCAGCA	V_CTCF_BR	40
chr14	99996297	99996447	id-31874	5.68e-06	+	CCTGTTCAGTGCCACTCTGCTGGCAGGTGGCACTA	V_CTCF_BR	19
chr14	100004864	100005014	id-31875	2.46e-08	-	CTCGCTCACCCTGTGGGAACCAGCAGGGGGAGGCG	V_CTCF_BR	25
chr14	100027747	100027897	id-31876	2.94e-06	+	TCTGCTGGTACTTGGTCTCCCTCCAGGGGACACCT	Upstream_CTCF	2
chr14	100029588	100029738	id-31877	5.68e-06	+	TGTATGGTCAACAATAGCCCCGCCAGATGGCGCGG	V_CTCF_BR	34
chr14	100041590	100041740	id-31878	1	+	NA	NONE	9
chr14	100042161	100042311	id-31879	9.51e-07	+	CGCCTGTGGTTCACAGCTGCCTACAGGGGGCAGAG	V_CTCF_BR	37
chr14	100057138	100057288	id-31880	5.98e-05	+	GAGTCATGACAGGAAAGCACCACAAGGCTGCAGTG	UpstreamP1_CTCF	10
chr14	100071045	100071195	id-31881	1.41e-05	-	CTGCCCTGAACTCTGGTGCCCCCGGGAGGGAGAAG	UpstreamP1_CTCF	11
chr14	100075927	100076077	id-31882	9.81e-06	+	AGTTTCCCTACATGCTGGACCGCCAGGGGCAGCAG	V_CTCF_BR	19
chr14	100095287	100095437	id-31883	4.89e-09	-	GCTGCAGCAACTCCTCGGGCCGCTAGGGGGCCCCT	Upstream_CTCF	40
chr14	100114851	100115001	id-31884	1	+	NA	NONE	2
chr14	100120641	100120791	id-31885	1.11e-05	+	GGAGCCATAATTGGCCTGGGCAGGAGGAGGTGGAG	Upstream_CTCF	16
chr14	100125671	100125821	id-31886	2.4e-05	-	GCGCCGACCTGCGGGCGGGGTGGGAGAGGGCGCGG	V_CTCF_BR	11
chr14	100130773	100130923	id-31887	8.21e-06	+	GACACCCGAGTGTGGAAAACCAGGAGGAGGCACCA	V_CTCF_BR	7
chr14	100149172	100149322	id-31888	5.01e-06	+	CGGCTGCCTGTCACCGCCGCCACACGGGGGCGCCA	V_CTCF_BR	39
chr14	100154222	100154372	id-31889	1.52e-07	-	AAACCCATTCCTTCTGGCACCTGCAGGGGGCGCTG	V_CTCF_BR	40
chr14	100190746	100190896	id-31890	5.67e-06	+	TCCTTAGATCCCCTTACAGCCAGCAGGGGAAGCCC	Upstream_CTCF	13
chr14	100196395	100196545	id-31891	9.88e-07	+	GGCGCAGTCCCCGGAAGACCCGCACGGTGGCGCGC	Upstream_CTCF	40
chr14	100210614	100210764	id-31892	1	+	NA	NONE	23
chr14	100215627	100215777	id-31893	1	+	NA	NONE	38
chr14	100216536	100216686	id-31894	1	+	NA	NONE	6
chr14	100219525	100219675	id-31895	9.14e-09	-	GCTGAAGCGCCAACCATGGCCACTGGGTGGAGATG	Upstream_CTCF	29
chr14	100222580	100222730	id-31896	3.56e-06	+	GCAGCATGACCCATACTGGTCATCGGGTGGCAGCC	Upstream_CTCF	7
chr14	100223907	100224057	id-31897	8.59e-05	+	TGTTGCTTGAAAGCAAGAAACGCCAGATGGAGCAT	V_CTCF_BR	5
chr14	100233244	100233394	id-31898	1	+	NA	NONE	11
chr14	100259535	100259685	id-31899	4.23e-08	-	AGCCCAGCGCCCGCTCCGCCCGCGAGGGGGCGGCC	V_CTCF_BR	19
chr14	100273811	100273961	id-31900	2.91e-05	+	GGCACAGTCCCACCCTAGGCCTGAAGGGGCAGAGG	Upstream_CTCF	26
chr14	100274967	100275117	id-31901	1	+	NA	NONE	11
chr14	100276429	100276579	id-31902	1	+	NA	NONE	3
chr14	100340788	100340938	id-31903	3.71e-05	-	AGAGCAATACCGTACACTCACTGCAGGAAGCCTCC	Upstream_CTCF	5
chr14	100351811	100351961	id-31904	6.75e-05	-	GTGGTGTTAAAATTGTCTACCCATAGGTGGTGCTG	UpstreamP1_CTCF	40
chr14	100366048	100366198	id-31905	3.22e-07	-	ACTGAAATATACTTTTAAGCCACTAGAGGGAGGAA	Upstream_CTCF	38
chr14	100403233	100403383	id-31906	4.88e-06	-	CTGCGCTTTCCAGTAACTTCCAGCAGGGGAGCAGC	UpstreamP1_CTCF	22
chr14	100413323	100413473	id-31907	2.5e-09	-	GCGGTGCTCTGCTCTTCTGCCACCAGGTGGCGCAC	V_CTCF_BR	40
chr14	100448900	100449050	id-31908	4.58e-08	+	GTGTAGTTCTGTCTGCTCACCAGGGGAGGGAGCCC	UpstreamP1_CTCF	40
chr14	100462196	100462346	id-31909	9.67e-08	-	TGTGCAGTACCACTGACAGACGCTAGGGAGAACTC	Upstream_CTCF	40
chr14	100491663	100491813	id-31910	3.06e-08	-	CAGGGCATAAGCCACGTGGCCACCTGGGGGCAGAG	V_CTCF_BR	40
chr14	100495708	100495858	id-31911	1	+	NA	NONE	24
chr14	100498199	100498349	id-31912	5.13e-05	-	AAAACTAGGCAGGGGAGCCCTGCGAGGGGGCGCTC	V_CTCF_BR	27
chr14	100502139	100502289	id-31913	5.92e-05	+	TGGGTCTAATCCCCCACCTCACCTAGGGGGCAGCA	V_CTCF_BR	13
chr14	100504706	100504856	id-31914	4.88e-05	-	GCTTCAAAACCGAGAGGAGGCAGTGGTGGGCAACC	Upstream_CTCF	2
chr14	100523378	100523528	id-31915	1	+	NA	NONE	39
chr14	100539129	100539279	id-31916	9.25e-06	+	GGAGCTGGGTTTTGCTGCGTCGCCAGGTGGAGCAG	V_CTCF_BR	13
chr14	100542540	100542690	id-31917	2.6e-05	-	CTGCTGGACCTGAGGCTGCCCACAAACGGCCCAGC	UpstreamP1_CTCF	37
chr14	100545336	100545486	id-31918	7.55e-07	-	CTGCGGAGAAAGACCCGCTCCTCCAGAGGGAGGCC	V_CTCF_BR	23
chr14	100568859	100569009	id-31919	3.71e-05	-	CTCTCCCTTCCCCATCATTACACCAGATGGCGTCT	Upstream_CTCF	9
chr14	100571343	100571493	id-31920	1.09e-07	-	GGGCACTGGCTGCAGCTGCCCAACAGGAGGCAGTA	UpstreamP1_CTCF	34
chr14	100574756	100574906	id-31921	9.49e-08	-	TCCGGCTTTCAGAAAGTGGCCGCCAGAGGGCAGCT	V_CTCF_BR	40
chr14	100579236	100579386	id-31922	3.29e-05	+	CCTGTGTTCACAGAGCTCACAGCCAGGTGGAGAGA	Upstream_CTCF	3
chr14	100581665	100581815	id-31923	4.02e-07	-	GCTTGAGTTCTGACAAAGGACAGCAGGGGGCCTGG	Upstream_CTCF	7
chr14	100589251	100589401	id-31924	1.1e-06	+	CTCCAGACACCCTTTGTAGACAGCAGGGGTCACCC	V_CTCF_BR	21
chr14	100591119	100591269	id-31925	3.41e-08	-	CCTGCTGTTCACACCCCGACCGCCAGGCGGTATGC	Upstream_CTCF	0
chr14	100602245	100602395	id-31926	1.1e-06	-	ACCTCATGCCTCACTGGGGTCAGCGGGGGGCGCCC	V_CTCF_BR	4
chr14	100605462	100605612	id-31927	4.41e-06	+	CCAGCGGACTCCGCCACGTCCTGCTGGTGGAGCAA	V_CTCF_BR	0
chr14	100606955	100607105	id-31928	5.48e-05	+	TATGCCCGAGCAGGCTCCAGCACCAGGGGCGCTGG	Upstream_CTCF	24
chr14	100608441	100608591	id-31929	9.25e-06	-	CAGAAGCCCAACACCAGTGACTGGAGGTGGCAGTA	V_CTCF_BR	6
chr14	100613008	100613158	id-31930	2.18e-07	+	CGATGGGGGACAATGGCCACCACCAGGAGGCAGCC	V_CTCF_BR	24
chr14	100617627	100617777	id-31931	2.19e-05	-	GCTCAGTTTTTAGTTACTTCCAGTTGGTGGCTCCC	UpstreamP1_CTCF	4
chr14	100621466	100621616	id-31932	1.23e-10	-	GAAGCATTTCCTGCTGTGGCCACCAGGTGGCATCG	Upstream_CTCF	40
chr14	100631837	100631987	id-31933	9.27e-07	-	GGGCACCGCCCGTCCGCGGCCGCCCGGTGGAACCA	UpstreamP1_CTCF	14
chr14	100639819	100639969	id-31934	1.03e-05	+	CTCCAGCCTGGCCTGGTGCGCCCCAGGTGGCCGTG	UpstreamP1_CTCF	10
chr14	100659210	100659360	id-31935	8.81e-07	-	GGAGCCGCAGGGAGACTGGTCGGCAGGGGGCGACA	V_CTCF_BR	40
chr14	100659512	100659662	id-31936	5.34e-06	-	TCCGGGGTGTGAAACACCGCCGCTAGGTGGAGAAG	V_CTCF_BR	28
chr14	100660059	100660209	id-31937	8.71e-06	-	GACCCAGACAGTCATTCAGCCTCTAGGGGCCTCCA	V_CTCF_BR	20
chr14	100706435	100706585	id-31938	2.02e-06	+	CCGCAATGGCGTAGTTTCTCCGAGAGGGGGAAGCG	UpstreamP1_CTCF	33
chr14	100706688	100706838	id-31939	8.86e-10	+	GCTGCCGTTACCCCATCGGCCGCTGGAGGGCGCCG	Upstream_CTCF	40
chr14	100713285	100713435	id-31940	2.81e-05	-	GATACGGATTTTTCTTTTCCCACTAGGGGGAGTCA	V_CTCF_BR	40
chr14	100737616	100737766	id-31941	2.78e-06	+	ATTTTCCAAACTGATGTAACCTCAAGGTGGCGCAG	V_CTCF_BR	40
chr14	100745228	100745378	id-31942	2.31e-06	-	CTAGCATTTAATAAGGACTCCACTAGATGGAGGAA	Upstream_CTCF	26
chr14	100751608	100751758	id-31943	4.88e-05	+	AGGGCCTGTCCCCCACGCTGCTCTGGCGGGCGGCC	V_CTCF_BR	33
chr14	100752101	100752251	id-31944	9.14e-09	-	GCAGCCTCTCCCACCCCGCCCTCCAGGGGGCGCTG	Upstream_CTCF	40
chr14	100761032	100761182	id-31945	6.39e-05	-	TTTTTTATAAGTGCATTCACCAATAGAGGGCCCAC	Upstream_CTCF	9
chr14	100769558	100769708	id-31946	3.88e-07	+	CTGGACTTTACTTCTCCCTCCAGCAGGGGGCCCCT	UpstreamP1_CTCF	40
chr14	100774535	100774685	id-31947	1	+	NA	NONE	9
chr14	100775467	100775617	id-31948	1	+	NA	NONE	9
chr14	100784641	100784791	id-31949	3.65e-07	-	TGCGGGAAGGCTGCGTTGTCCCCTAGGGGGCGGCA	V_CTCF_BR	40
chr14	100843390	100843540	id-31950	1	+	NA	NONE	38
chr14	100844284	100844434	id-31951	8.58e-08	-	GGTGCTAGGCACTCCTAGGACAGCAGAGGGCGCGG	Upstream_CTCF	40
chr14	100850128	100850278	id-31952	1.15e-07	+	TAACTGTGACACCTCATGACCAGAAGAGGGCGCAG	V_CTCF_BR	40
chr14	100851587	100851737	id-31953	2.19e-05	+	AGTGGATAAATCATATTCGCCACTAGGGTGCACAG	Upstream_CTCF	39
chr14	100883894	100884044	id-31954	1	+	NA	NONE	40
chr14	100886317	100886467	id-31955	1	+	NA	NONE	27
chr14	100906629	100906779	id-31956	1.1e-05	+	GGGAGCCCTTCGGCCACGGCAGCGGGGTGGCGCCA	V_CTCF_BR	40
chr14	100916047	100916197	id-31957	2.15e-05	-	GGGACGTCTCATCCTATGACCGCATGATGGTGCCA	V_CTCF_BR	1
chr14	100936966	100937116	id-31958	4.44e-06	-	CTCCCACTCCTCCAACTCTCCACCAGGGGCTGCAG	UpstreamP1_CTCF	24
chr14	100937873	100938023	id-31959	4.7e-06	+	ATCTAATTAGGGCTCCCTGCCAGGAGAAGGCAGTG	V_CTCF_BR	3
chr14	100991285	100991435	id-31960	1.59e-06	+	TGAACTGTTTATGCTGCAGCCACATGGTGGCGGCC	V_CTCF_BR	33
chr14	101006922	101007072	id-31961	2.01e-05	+	CCTGACCAGCGCCAAGTGGCCAGCGGGGGCAGTGG	Upstream_CTCF	37
chr14	101014356	101014506	id-31962	1	+	NA	NONE	3
chr14	101023045	101023195	id-31963	6.51e-07	+	GCTGCGATTTCAGGAAAGGCCTGCAGGGTGAAGGC	Upstream_CTCF	10
chr14	101096924	101097074	id-31964	1	+	NA	NONE	23
chr14	101103702	101103852	id-31965	4.68e-07	-	GGTCAAGTTCACTGACTGCCCAGCAGCTGGCACTG	V_CTCF_BR	1
chr14	101106906	101107056	id-31966	1	+	NA	NONE	8
chr14	101107690	101107840	id-31967	8.19e-06	+	CTGCTAGTCAGTCTCCTCAACTGTAGATGGGGCTA	UpstreamP1_CTCF	19
chr14	101112176	101112326	id-31968	8.16e-07	-	GACACCACATTAAGCTTTGTCAGCAGAGGGCGCTG	V_CTCF_BR	40
chr14	101119787	101119937	id-31969	3.79e-08	-	CTGTTTGTGGCCAGGGCGGCCACCAGGAGGCAGTG	UpstreamP1_CTCF	40
chr14	101121226	101121376	id-31970	8.17e-10	-	GTGCTGCGGTGGCCTCGGGCCACAAGGGGGCAGAG	UpstreamP1_CTCF	40
chr14	101129728	101129878	id-31971	4.88e-06	+	ATGAATTTACCCACTTCGGCCACCAGGGGCGCTGT	UpstreamP1_CTCF	40
chr14	101136343	101136493	id-31972	1.29e-05	-	GAGTAGTGGCTTAGACAGGCAGCCAGGGGCCGTTT	UpstreamP1_CTCF	15
chr14	101146211	101146361	id-31973	1.17e-05	+	CTGGGCCTGCACATTCCTTCCTGCTGAGGGAACTC	V_CTCF_BR	23
chr14	101171090	101171240	id-31974	5.96e-07	-	TGGACCAAGACTGGCTCTGCCTCTAGTTGGCACCA	V_CTCF_BR	2
chr14	101174794	101174944	id-31975	3.6e-07	-	GGTGGTGTCCCAGCCAAGGGCAGCAGGAGCCACCC	Upstream_CTCF	18
chr14	101176141	101176291	id-31976	6.53e-09	+	CCCTCCTCCCCAACGCGCGCCGGCAGGGGGCGCGG	V_CTCF_BR	29
chr14	101213319	101213469	id-31977	1.03e-05	-	CTGCATGTGACTGTACTGACCACTACAGGCAATTG	UpstreamP1_CTCF	16
chr14	101215428	101215578	id-31978	1.1e-06	-	GGCCCAGTGCAGTCGTCTGCCTCTAGGTGGCTGGC	V_CTCF_BR	12
chr14	101236812	101236962	id-31979	1.59e-06	+	TCACAGGTCCATGGGAAAACCACGAGAGGGCAGAC	V_CTCF_BR	1
chr14	101244689	101244839	id-31980	2.31e-06	-	CATGCAATTCCAAATCCGGACTCCTGGGGCTATTG	Upstream_CTCF	10
chr14	101293565	101293715	id-31981	3.06e-08	+	TGGAAGGTTTCCTGGCTGGCCGCGAGAGGGCGCTG	V_CTCF_BR	31
chr14	101294499	101294649	id-31982	2.44e-07	-	GTAGCGGGGCTGGCACACACCGCTAGGGGGCGCGC	Upstream_CTCF	33
chr14	101294924	101295074	id-31983	6.74e-08	+	TCTGCTGTTCCGGTGCTGGCCGTTAGAGGTCACGA	Upstream_CTCF	16
chr14	101317584	101317734	id-31984	1.28e-08	+	CCTGCACAGGAGGTTTTGCCCACCAGGGGGCAGCA	Upstream_CTCF	40
chr14	101321872	101322022	id-31985	1.04e-05	+	TTCAGCCTTTCAGCTTCCTCCACAGGGTGGCAGTG	V_CTCF_BR	23
chr14	101350875	101351025	id-31986	1.09e-06	+	TTCCATTTCCTGGAGTGGGCCACTGGGGGGCTCCT	UpstreamP1_CTCF	0
chr14	101352001	101352151	id-31987	1.21e-05	-	TGTGAAGTTCCAGAAGCCTCACAAAGAGGGCAGTC	Upstream_CTCF	16
chr14	101357074	101357224	id-31988	2.38e-07	-	GGAGGCCACAGCAGGCCAGGCAGCAGAGGGAGCTG	V_CTCF_BR	3
chr14	101366888	101367038	id-31989	8.21e-05	+	GGGAGTGTTCCCTCCGTGTCCGGCAGGGGCTAAAG	V_CTCF_BR	25
chr14	101367345	101367495	id-31990	1	+	NA	NONE	37
chr14	101368688	101368838	id-31991	2.08e-07	+	CTGCTGTTCTGCTAAAAGCCCAGGGGAGGGCGTGG	UpstreamP1_CTCF	34
chr14	101369232	101369382	id-31992	1.23e-05	-	CTTGATTTGTGCGATTAAGCCAGCAGAGGGGACTC	UpstreamP1_CTCF	3
chr14	101370799	101370949	id-31993	3.2e-08	+	TCTGTGGCGCCCCCACGTGCCACAAGGGGGCTGCC	Upstream_CTCF	38
chr14	101372897	101373047	id-31994	7.07e-08	+	GACCCCGGCAGGTGCCTATCCACTAGATGGCACTC	V_CTCF_BR	33
chr14	101377340	101377490	id-31995	7.91e-05	-	ATGCAGCGCCCTCGTGGGTCCAACCGGAGGGTGAC	UpstreamP1_CTCF	7
chr14	101522476	101522626	id-31996	8.21e-05	-	GACAACCTCCCTCCGAGTACCATGAGGTGGCACTG	V_CTCF_BR	9
chr14	101530481	101530631	id-31997	6.98e-07	-	GCGGCCCTCAGGCACCTGCCCTGGAGAGGGCTCCG	V_CTCF_BR	6
chr14	101539515	101539665	id-31998	1.52e-07	+	GGGGCTGGCAGCCTGGGCCCCACGAGGGGGCAGAG	V_CTCF_BR	17
chr14	101550229	101550379	id-31999	5.96e-07	-	GGCTTGATTCCAGTTCCCGCCCCCAGAGGGCAGGG	V_CTCF_BR	35
chr14	101554092	101554242	id-32000	5.9e-06	-	GGCCACTGCCACCATCTCTGCACTAGGGGGCCTAA	UpstreamP1_CTCF	5
chr14	101569217	101569367	id-32001	9.4e-06	+	AGGGACTGGAGCTCGGAGGCCAGCATGGGGCAGCC	UpstreamP1_CTCF	2
chr14	101577063	101577213	id-32002	1	+	NA	NONE	3
chr14	101649710	101649860	id-32003	4.48e-07	+	GCTGCCGCCAGCCCGGATCCCGCTAGGGGGCACCA	Upstream_CTCF	28
chr14	101663363	101663513	id-32004	3.65e-05	-	GTGAAGGAGGTTGCTGCTGCCTCCAGCGGCTGGCT	UpstreamP1_CTCF	1
chr14	101691169	101691319	id-32005	1.24e-05	-	GACACTAGAGGGGCGACAGCGAGCAGCTGGAGGAG	V_CTCF_BR	3
chr14	101695322	101695472	id-32006	6.37e-07	+	CTGCAGCTCTGCCTTCTGCCCACTGGGAGTTCCCC	UpstreamP1_CTCF	11
chr14	101701677	101701827	id-32007	7.8e-08	-	CCTTGGGCACTGAGGATGGCCACTGGGGGGCAGTG	V_CTCF_BR	40
chr14	101755093	101755243	id-32008	1.28e-06	-	TGAAGAGTCAAGGCCGAGTCCACCAGGGGGAGGGA	V_CTCF_BR	2
chr14	101779742	101779892	id-32009	7.78e-06	-	GATGCAGTGTGCAGACCACCCTGTAGGGGCGTCAG	Upstream_CTCF	14
chr14	101827910	101828060	id-32010	8.21e-06	-	ACAGCAGAAAGGTCACCGTCCACAAGCAGGCGCTG	V_CTCF_BR	2
chr14	101946682	101946832	id-32011	1	+	NA	NONE	4
chr14	101975257	101975407	id-32012	1.92e-05	+	GGGCCAAAGCCAGTATCTGCCAGCAGGGGGGTCTC	UpstreamP1_CTCF	6
chr14	101981281	101981431	id-32013	1	+	NA	NONE	6
chr14	102024461	102024611	id-32014	7.55e-07	-	TGCCTGCCCTCTTACAACTCCAGCAGGGGGCGGGC	V_CTCF_BR	21
chr14	102026688	102026838	id-32015	2.5e-05	+	CTGCGCTGGGCGAGGCAAGCGGCGAGAGGGGAGCG	UpstreamP1_CTCF	30
chr14	102031957	102032107	id-32016	7.11e-06	+	ATCGCACTCAATTGGATGACCAGCAGGGGTCCATG	Upstream_CTCF	9
chr14	102042026	102042176	id-32017	1.43e-05	-	CCTGCCATCCCCAGGTCTGGAGGGAGATGGAGCTG	Upstream_CTCF	5
chr14	102047793	102047943	id-32018	1.85e-07	-	CTGCTGCTCGCCTTTGCCGCCAGCCGGGGGCTGCA	UpstreamP1_CTCF	0
chr14	102050845	102050995	id-32019	2.1e-06	-	GCTGTCATATCGCCCCCAGCCCGTGGACGGCGCCA	Upstream_CTCF	9
chr14	102094873	102095023	id-32020	5.55e-11	-	GCTGCGGTCCCGCTCGCGGCCGGCAGGGGGCAGGA	Upstream_CTCF	40
chr14	102101468	102101618	id-32021	2.6e-06	-	GCGCGGGCTGGGAAGGGCGCCCCTGGCGGGCGGCC	V_CTCF_BR	0
chr14	102102118	102102268	id-32022	2.93e-07	-	CTGTACCCAACACTACTCACCACCAGGGGCCCACG	UpstreamP1_CTCF	14
chr14	102131935	102132085	id-32023	1.26e-07	-	GATAAGTTGGCTCTGCCAGGCACCAGGGGGCACCA	V_CTCF_BR	39
chr14	102133378	102133528	id-32024	2.6e-05	-	CTGTTTGATTAGAGAGTGAAATCCAGGGGGCGCAG	UpstreamP1_CTCF	5
chr14	102173739	102173889	id-32025	4.01e-09	+	GTGTAATTGTACCATTTGGTCACCAGAGGGCGCTC	UpstreamP1_CTCF	40
chr14	102182487	102182637	id-32026	5.08e-07	+	AGGACGTGGCCAGTGAGGGCCGGTGGGGGGCAGCA	V_CTCF_BR	4
chr14	102183150	102183300	id-32027	3.11e-05	+	TGCTGGCTGCAGGACATGGGCTGTGGAGGGAAGTG	V_CTCF_BR	10
chr14	102186272	102186422	id-32028	9.4e-06	-	CTGTTGATTCTGGCCTTGACCACCTGGCGGAGATC	UpstreamP1_CTCF	3
chr14	102204471	102204621	id-32029	1	+	NA	NONE	31
chr14	102237396	102237546	id-32030	5.17e-06	+	GTTGTCATCTTCATGTTCTCCACCTGGGGGAGTGA	Upstream_CTCF	40
chr14	102274412	102274562	id-32031	2.6e-05	-	GGCCACCGATCACCAACGACCACTAGGAAGCAGTG	UpstreamP1_CTCF	34
chr14	102278618	102278768	id-32032	3.71e-05	+	AGAGCAGGGGCTGGTGTCAGGAGCAGAAGGAACCA	Upstream_CTCF	4
chr14	102310051	102310201	id-32033	1.34e-06	+	CTGTGGAACCTTGCTGCCACCTCCAGGGGGAGATC	UpstreamP1_CTCF	35
chr14	102356425	102356575	id-32034	1	+	NA	NONE	24
chr14	102416483	102416633	id-32035	2.8e-05	-	AGAGTTAATTCTCAACAGACCAGCAGAGTGCACCC	Upstream_CTCF	11
chr14	102420194	102420344	id-32036	4.99e-07	-	ACTGCAGCTCCTTTCAAATCCTCTAGGAGGCCCTT	Upstream_CTCF	39
chr14	102426636	102426786	id-32037	1	+	NA	NONE	40
chr14	102427530	102427680	id-32038	1.43e-05	+	TGCGACACATCCTTTGCTGCCACTAGACGGCGCCA	Upstream_CTCF	40
chr14	102459237	102459387	id-32039	1.17e-05	-	ACGAACACAGAGCTGTCAGCCTGCAGGTGGCATTT	V_CTCF_BR	2
chr14	102481419	102481569	id-32040	4.88e-05	+	TTGAAATACGCGACCTTGGCCACAGTGTCGCGCTG	UpstreamP1_CTCF	0
chr14	102495334	102495484	id-32041	9.81e-06	-	CCAAGGGCAATGGAGATGGCCTGCAGGGGCTGGGC	V_CTCF_BR	9
chr14	102512850	102513000	id-32042	8.81e-07	+	AGGCTCGGGGTAATCCCAGCCACATGGTGGCAGTC	V_CTCF_BR	39
chr14	102529591	102529741	id-32043	2.55e-06	+	ACAGCAAAACACAAATGGAACACCAGAGGGTGCAT	Upstream_CTCF	40
chr14	102541025	102541175	id-32044	1	+	NA	NONE	9
chr14	102553314	102553464	id-32045	1	+	NA	NONE	10
chr14	102553896	102554046	id-32046	3.65e-07	-	AGCAGCCTGAGGCTAACAGCCCCCAGAGGGCAGAG	V_CTCF_BR	31
chr14	102560490	102560640	id-32047	8.46e-07	-	TCAGCCGCACTCAGTGCTGCCAACAGTGGGAGGGG	Upstream_CTCF	8
chr14	102562605	102562755	id-32048	1.19e-06	+	CTCTCGCCCCTCCCTCCAGCCTCCAGGGGCAGCAG	V_CTCF_BR	28
chr14	102563025	102563175	id-32049	5.96e-07	-	TATACAACCAATTAGCTGGCCAGTGGGTGGCGCCA	V_CTCF_BR	40
chr14	102565188	102565338	id-32050	1.21e-06	+	AATGTAGTTCTAAACTCTTTCACTAGAGGACAGAA	Upstream_CTCF	24
chr14	102589612	102589762	id-32051	1	+	NA	NONE	4
chr14	102605757	102605907	id-32052	3.97e-05	-	CAGCGGTCTCCCGCCCTGCCCTGAGGGGCGCCGGG	UpstreamP1_CTCF	15
chr14	102623805	102623955	id-32053	1	+	NA	NONE	5
chr14	102651759	102651909	id-32054	1.55e-05	+	CCCAGCAGTAGACGGCGGTGCAGCAGAAGGCACAC	V_CTCF_BR	4
chr14	102673424	102673574	id-32055	1.47e-05	-	TGCATTGGGCAGTTACTCAGCAGCAGGTGTCACTG	V_CTCF_BR	4
chr14	102675660	102675810	id-32056	5.08e-05	-	AACACTGTTCCCATTGCTTCCAGCAGGAGGACTCG	Upstream_CTCF	37
chr14	102680739	102680889	id-32057	2.81e-05	+	ACTATAAGAACGTGCCCCTCCAGTAGAGGGAGACT	V_CTCF_BR	31
chr14	102687395	102687545	id-32058	6.75e-05	-	GTGGAGGTGAGTGCTGCTCCAGGTAGGAGGCAGCC	UpstreamP1_CTCF	5
chr14	102692464	102692614	id-32059	6.8e-06	+	CCTGCAAGGCCTGCCCCCGCCAGTGTGGGGTGTGA	Upstream_CTCF	1
chr14	102693246	102693396	id-32060	1	+	NA	NONE	9
chr14	102698710	102698860	id-32061	9.51e-07	+	ATTCCCAAGAACCAGGGACCCTCCAGGGGGCAGTA	V_CTCF_BR	14
chr14	102701748	102701898	id-32062	5.61e-08	+	TCGGCAAGATCCTACTAGGCCAGTAGGGGCCGCTG	Upstream_CTCF	40
chr14	102751602	102751752	id-32063	1.23e-05	-	GTGCAGTGGCTCATGCTAGCCACTTGGGAGGCTGA	UpstreamP1_CTCF	20
chr14	102761772	102761922	id-32064	4.68e-07	+	TCAGAGCTATGGGGCTTCACCAGTAGAGGGAGGAA	V_CTCF_BR	40
chr14	102771592	102771742	id-32065	1	+	NA	NONE	11
chr14	102780631	102780781	id-32066	1.15e-07	-	GCGCCGTGACTGACGTCAGCCGCTAGAGGGCACCT	UpstreamP1_CTCF	39
chr14	102783295	102783445	id-32067	6.98e-07	+	GCGCCGGCCCGGCAGGGAGTCGCTAGGGGGCGGGC	V_CTCF_BR	40
chr14	102783797	102783947	id-32068	9.84e-06	-	CCGCAAGTGGGCCCAGGGAACACTAGGCGGTGATA	UpstreamP1_CTCF	35
chr14	102784361	102784511	id-32069	1	+	NA	NONE	29
chr14	102786584	102786734	id-32070	3.71e-05	+	CCTTCTCTGCCTTCACAGCCCTGCTGGGGGCTTTT	Upstream_CTCF	10
chr14	102787465	102787615	id-32071	9.88e-07	-	GAGGCTTTGCAGATAGCTGCCCCCAGATGGCACCT	Upstream_CTCF	1
chr14	102789509	102789659	id-32072	2.73e-07	-	GCAGCATCTCTGCCTCTACCCACTAGATGCCAGTA	Upstream_CTCF	40
chr14	102810533	102810683	id-32073	1	+	NA	NONE	5
chr14	102888112	102888262	id-32074	2.27e-05	+	AATTGCACGTACCACATACCCACTAGGTGTCAGGG	V_CTCF_BR	14
chr14	102904448	102904598	id-32075	2.6e-07	+	AGAAGTTTGAAGATGCTGTCCAGCAGGTGGCAGTC	V_CTCF_BR	40
chr14	102953271	102953421	id-32076	3.81e-05	-	CTGTCCGTCTATCCGTGCAGCCTCAGGGGGCGCTG	UpstreamP1_CTCF	6
chr14	102964738	102964888	id-32077	7.46e-06	-	GGGCAGTCGCCACTGTCCTGAGCTAGGAGGCGCCA	UpstreamP1_CTCF	38
chr14	102968172	102968322	id-32078	8.21e-06	-	CTTCCCCAGTAGGGCGGCGCCAATGGGGGGCTCCC	V_CTCF_BR	33
chr14	102973464	102973614	id-32079	1.17e-05	+	TACAGCGCCAGGAGGTCCAGCAGCAGCAGGCGGCG	V_CTCF_BR	0
chr14	102974463	102974613	id-32080	1	+	NA	NONE	30
chr14	102983262	102983412	id-32081	3.71e-10	-	GTCGCAGTGACGTCCGCGGCCGCCAGGGGGCGGTG	V_CTCF_BR	39
chr14	102983835	102983985	id-32082	5.21e-08	-	GGCCGGGCTGCGTGGACGGCCACCAGGTGGAGGGT	V_CTCF_BR	26
chr14	102990915	102991065	id-32083	1.37e-11	+	TCCCCGCCTCCGCCCCGGACCACCAGGGGGCGCTG	V_CTCF_BR	40
chr14	103008150	103008300	id-32084	4.94e-06	-	ACTGCTGTCCCCTCTGCAGCCTGCTGGAGACCCTG	Upstream_CTCF	10
chr14	103011894	103012044	id-32085	4.21e-05	+	GGGCTGGGGGAAGAAAGTGCCCCCAGCGGTTGGCC	V_CTCF_BR	24
chr14	103030109	103030259	id-32086	3.71e-05	+	GCTGGACCATTTTGCATTCCCACCAGCAGGGAATG	Upstream_CTCF	19
chr14	103053219	103053369	id-32087	1.77e-05	+	GCTGCACCATTTTACATTCCCACCAGCAGTGGCTT	Upstream_CTCF	17
chr14	103057020	103057170	id-32088	5.13e-05	+	TCAGCCTTGGGGGCTGGTGGGTGGAGAGGGCGGCC	V_CTCF_BR	38
chr14	103059527	103059677	id-32089	2.89e-07	+	ACCGCCGTATTCTGCTTCCCCCGCAGGTGGCGGTG	Upstream_CTCF	5
chr14	103059697	103059847	id-32090	4.48e-07	-	CCTGCTGTTCTCCCCACGGACGGCAGGGCGAACGC	Upstream_CTCF	37
chr14	103060094	103060244	id-32091	1	+	NA	NONE	33
chr14	103061035	103061185	id-32092	1.09e-06	+	TCCTCCGTTCCTTGGTTGGCCACCAGGGGAAGCAT	Upstream_CTCF	40
chr14	103092999	103093149	id-32093	3.28e-05	-	ATCATATGAACTCAGCCTACCACTAGTGGTCTCTA	V_CTCF_BR	10
chr14	103139079	103139229	id-32094	1	+	NA	NONE	15
chr14	103149964	103150114	id-32095	1.26e-07	+	CGAATGTGGCCCCCGCTGACCTGGAGATGGCAGCC	V_CTCF_BR	0
chr14	103160998	103161148	id-32096	5.63e-09	+	ACTGTAGTAATGTCTGTACCCACCAGGTGGCACAA	Upstream_CTCF	38
chr14	103177739	103177889	id-32097	2.72e-06	+	CAGAAGCAGCAATTTGGTCACACCAGGGGGAGCCA	UpstreamP1_CTCF	10
chr14	103239637	103239787	id-32098	5.12e-07	-	TTGAAGTAGACCCTGGCTGACAGCAGAGGTCGCCA	UpstreamP1_CTCF	39
chr14	103241342	103241492	id-32099	1.67e-07	+	AGGGAGGGAATAGGTCTCACCAGCAGAGGGCTCAG	V_CTCF_BR	40
chr14	103246377	103246527	id-32100	1	+	NA	NONE	6
chr14	103252009	103252159	id-32101	4.14e-06	+	CAAGGTTTTGAACGTGCAACCAGGAGGGGTCAGTG	V_CTCF_BR	23
chr14	103262057	103262207	id-32102	1	+	NA	NONE	31
chr14	103271843	103271993	id-32103	3.91e-06	-	CCTGGTGCCTCACTGCTCACCAGCAGGGAGGAGAA	Upstream_CTCF	18
chr14	103272238	103272388	id-32104	2.39e-05	+	TTGTAGTTACATGGAAAGACCACTGGGTCTGGGAC	UpstreamP1_CTCF	22
chr14	103286434	103286584	id-32105	7.17e-05	+	GGTGCGGTTTCAGGTGAGCCACATGGGGGGCTGGC	Upstream_CTCF	2
chr14	103333463	103333613	id-32106	1	+	NA	NONE	2
chr14	103341984	103342134	id-32107	6.8e-06	-	AGTGTCCCTTTGCTACTCACCAGCAGATGTCCCAG	Upstream_CTCF	4
chr14	103345207	103345357	id-32108	8.03e-07	+	GGTGGAGCGGTAGGATTGGCCAGCAGGTGGGGTAT	Upstream_CTCF	27
chr14	103376834	103376984	id-32109	1.27e-06	-	CTGCTGGCCCCGCCTCACGCCGCCTGCTGGCCCGG	UpstreamP1_CTCF	0
chr14	103380411	103380561	id-32110	2.84e-05	+	CTGCAGGACACCAGTGGAACCACATGGGTGGAAGC	UpstreamP1_CTCF	19
chr14	103384309	103384459	id-32111	2.38e-07	-	TCCGGGGAGGAAGGAGCCGCCACTGGGGGGAGCTC	V_CTCF_BR	40
chr14	103391103	103391253	id-32112	7.12e-06	-	CCGTAGGGGCTGCATTTGGCCTGTAGCTTGCGGAA	UpstreamP1_CTCF	30
chr14	103396667	103396817	id-32113	3.63e-06	-	CCGCCGCCTCGTGCCTCCTCCACCTGAGGGCGTAG	V_CTCF_BR	8
chr14	103439022	103439172	id-32114	4.14e-06	+	AAAAAAAAAAGCCCCACAACCACATGGGGGCAGCG	V_CTCF_BR	35
chr14	103439345	103439495	id-32115	3.56e-06	-	TTGTCACTTCCATCTCAGACCAGCAGGTGTGACAG	Upstream_CTCF	19
chr14	103442113	103442263	id-32116	3.88e-06	-	GGCAGCGCCGGCTCCGGGGCCAGGCGGGGGCGCTG	V_CTCF_BR	19
chr14	103449325	103449475	id-32117	3.11e-05	-	TGTAAATGATCATGTGTCTCCAGATGGTGGAGCCC	V_CTCF_BR	20
chr14	103452128	103452278	id-32118	1.38e-06	-	CAGCGTCATGGCCGAGTAGCCTGATGGGGGCAGTC	V_CTCF_BR	5
chr14	103464899	103465049	id-32119	1	+	NA	NONE	5
chr14	103469116	103469266	id-32120	9.62e-05	-	TTTATATATATGTGTTTGCCCAGCAGAGGGGGCAG	UpstreamP1_CTCF	24
chr14	103489129	103489279	id-32121	2.01e-05	+	CATCTGTGCCTCCACCCAGTCAGTAGGGGGTGTTT	UpstreamP1_CTCF	20
chr14	103498312	103498462	id-32122	5.96e-07	+	GGGCATCCTCACCCAGCAAGCAGCAGAGGGAGCCA	V_CTCF_BR	33
chr14	103522665	103522815	id-32123	6.39e-05	+	GATGTAGACAGGCTGTCACCCAGGAGGGGCCGTTA	Upstream_CTCF	2
chr14	103524873	103525023	id-32124	9.55e-09	+	GCTTCCGTGGAAGCGGTGGCCTCCAGGTGGAGCCG	V_CTCF_BR	11
chr14	103525567	103525717	id-32125	2.6e-06	+	AAGGAGGCACAAGGAGAGGCCTCTAGGGGGCTGGG	V_CTCF_BR	29
chr14	103539334	103539484	id-32126	5.38e-05	-	GGCCCTCGAGGGAAACTGCACCGCAGGTGTCACTC	V_CTCF_BR	19
chr14	103541986	103542136	id-32127	5.77e-08	+	CGGGCGTTCCTCTCTCGAGCCGGGAGGGGGCGCTG	V_CTCF_BR	39
chr14	103544714	103544864	id-32128	2.62e-07	+	GTGTCTTACTCCAAGACGGCCACAAGAGGGTACTG	UpstreamP1_CTCF	40
chr14	103552073	103552223	id-32129	5.93e-06	-	TGCTCCCTGCCTGAGCCCGCCGCCAGAGGGGGCAC	Upstream_CTCF	37
chr14	103557980	103558130	id-32130	4.7e-08	-	CGGGCGGTGGCCCCAGCCGACGCCAGGGGGAGCCG	V_CTCF_BR	38
chr14	103565845	103565995	id-32131	4.71e-06	+	GCTGCATGGCCATGATAAGCCGCAGGGTGGCCTTG	Upstream_CTCF	5
chr14	103569793	103569943	id-32132	1.56e-06	+	GGAGCGGTTCCCAGCCCCACCGGCAGGAGCGCCCA	Upstream_CTCF	35
chr14	103571377	103571527	id-32133	6.21e-12	+	CTGTGCGGGCGCAGCGTGGCCAGCAGGGGGCGCGC	V_CTCF_BR	40
chr14	103572163	103572313	id-32134	6.53e-09	-	CTTGTCCCGGAGCACACAGCCAGCAGGTGGCACAG	V_CTCF_BR	34
chr14	103581359	103581509	id-32135	1	+	NA	NONE	9
chr14	103590245	103590395	id-32136	9.81e-06	+	GGACCTGAGGAGAGGCCGGGCAGCAGGAGGCTGGG	V_CTCF_BR	38
chr14	103593460	103593610	id-32137	2.6e-07	-	CGCAGCCGCTCGGGCGGCGCCTCCAGCGGCCGCCG	V_CTCF_BR	22
chr14	103602064	103602214	id-32138	8.16e-07	-	CCGCTCACGGCGGCCCTGGGCTGCAGAGGGCAGAT	V_CTCF_BR	0
chr14	103603391	103603541	id-32139	1	+	NA	NONE	14
chr14	103607638	103607788	id-32140	4.68e-07	-	GGCACGGTGCTGTGCACTGTCAGTAGAGGGCGCTG	V_CTCF_BR	40
chr14	103608487	103608637	id-32141	1	+	NA	NONE	5
chr14	103641216	103641366	id-32142	1	+	NA	NONE	0
chr14	103651811	103651961	id-32143	5.92e-05	-	GGGAAAATGCCAAATTTGCCCACTAGGTGGACTAA	Upstream_CTCF	39
chr14	103655365	103655515	id-32144	5.01e-09	+	CCCTCGCCACGCCCGGGTGCCCCCAGGGGGCGCCG	V_CTCF_BR	27
chr14	103675573	103675723	id-32145	6.18e-07	-	CTTGTGTTTCTCCTCTGCTCCAGCAGGAGGAGGGG	Upstream_CTCF	31
chr14	103716658	103716808	id-32146	6.64e-05	-	GGGGCAATCCCCCTTGGAAGCACCAGCCGGGTTTG	Upstream_CTCF	5
chr14	103745905	103746055	id-32147	5.68e-06	+	CGGAGGTCATGGCCAAGAGCCAGCGGATGGTGGAC	V_CTCF_BR	3
chr14	103747924	103748074	id-32148	3.28e-07	-	CTGGTGTTTTGCTTCCTTTCCAGCAGAGGGAGGGA	UpstreamP1_CTCF	40
chr14	103758381	103758531	id-32149	5.63e-06	+	ATGCATCTGAGACTCTCAACCAGTGGGGGGTGCAT	UpstreamP1_CTCF	1
chr14	103759243	103759393	id-32150	8.19e-10	-	TCAGCAGGGCATGCAATGCCCACCAGAGGGCACCA	Upstream_CTCF	40
chr14	103763435	103763585	id-32151	1	+	NA	NONE	36
chr14	103765040	103765190	id-32152	8.71e-06	+	GGCCTGGAGCTAAGGACAGCCACCAGATGGCTTTT	V_CTCF_BR	17
chr14	103766009	103766159	id-32153	1	+	NA	NONE	7
chr14	103780862	103781012	id-32154	3.36e-07	-	TGCCCAGCTGCCCCACTCACCACCTGGGGGCTCTC	V_CTCF_BR	6
chr14	103800163	103800313	id-32155	7.44e-05	-	CGTTCTTTGTCGGTTTGGGCCTTGAGGGGGAGATG	Upstream_CTCF	32
chr14	103809942	103810092	id-32156	1.38e-06	+	ACTGACTTTATGCCTTTGGCCTGGAGATGGCAGAA	V_CTCF_BR	16
chr14	103821260	103821410	id-32157	9.78e-09	-	TCTGCAGTACAGCATGGCAGGACCAGGGGGCGCAA	Upstream_CTCF	39
chr14	103851875	103852025	id-32158	3.63e-05	-	CGCCGCCGGCGGCGCCTGAAAACGAGGAGGCGGAG	V_CTCF_BR	25
chr14	103857459	103857609	id-32159	1	+	NA	NONE	36
chr14	103860456	103860606	id-32160	4.11e-07	+	ATGCAGTACCCTCTGATCACCACTGGGAGGACTAA	UpstreamP1_CTCF	40
chr14	103889431	103889581	id-32161	1	+	NA	NONE	18
chr14	103901411	103901561	id-32162	5.7e-05	-	TCAACAGTGCCCAAAATAACCCAGTGGTGGCAGCA	Upstream_CTCF	7
chr14	103966599	103966749	id-32163	1.87e-09	+	AGTTACGTAGAGAGGGTGGCCACAAGGGGGCGCCA	V_CTCF_BR	40
chr14	103971649	103971799	id-32164	1.56e-06	-	CCTGTATTACTGCTGAGAGCCTCCAGGCGGCTTTC	Upstream_CTCF	34
chr14	103974193	103974343	id-32165	4.21e-05	-	TCAAACCAGCAGCACAGCCCCACTAGGTGTCTCAC	V_CTCF_BR	6
chr14	103977053	103977203	id-32166	4.14e-06	+	GGGAAAGAATAGCAACCTGCCGCTTGGTGGCAGCA	V_CTCF_BR	6
chr14	103979793	103979943	id-32167	4.14e-06	+	TGCTACCTCCATTCTGTGGGCTCTAGAGGGCTCCA	V_CTCF_BR	18
chr14	103985000	103985150	id-32168	3.41e-11	+	GGGGCAGAGGAGGCCCTGGCCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr14	103987503	103987653	id-32169	2.6e-07	+	GTAGCGGGGAGGGAGGACGCCGCGAGAGGGCGCAG	V_CTCF_BR	40
chr14	103990492	103990642	id-32170	4.7e-06	-	GCTCATGGCCAGTCTTCTTCCAGCAGCAGGCGCTG	V_CTCF_BR	14
chr14	103999987	104000137	id-32171	1.38e-06	-	GAGCCAGGAGCCTTTGGACCCAGAAGGGGGAGCTC	V_CTCF_BR	1
chr14	104002912	104003062	id-32172	1.02e-07	-	ATGCAGGCCTTTGCTGTGGCCAGGAGGGGCAGGGC	UpstreamP1_CTCF	13
chr14	104005896	104006046	id-32173	1.71e-06	-	ACGAGGATGGCTTCAGCACCCACCTGGTGGCAGCA	V_CTCF_BR	9
chr14	104008696	104008846	id-32174	4.5e-06	-	TGGGCACTTCCAATGCCAGCCTCAAGGAGACTCCC	Upstream_CTCF	18
chr14	104013215	104013365	id-32175	1.39e-07	-	TTGGTTCTCCCATGTCTGGTCACCAGGTGGCGCCC	V_CTCF_BR	40
chr14	104015895	104016045	id-32176	4.68e-07	-	GCAGCTCGGAGGCCCTGCGCCTGCAGAGGCCGCTG	V_CTCF_BR	4
chr14	104016419	104016569	id-32177	1.84e-07	+	AGTGCAGCTCTGAGCGTGTCCCCCAGGGAGGGAGA	Upstream_CTCF	4
chr14	104017116	104017266	id-32178	2.43e-06	+	CAAAATCCTGTTGATGCTGCCACAAGTGGGCTCTC	V_CTCF_BR	3
chr14	104038449	104038599	id-32179	2.43e-06	+	TGAGAAATAACACAGTTGGCCACTTGAGGGTGCTA	Upstream_CTCF	40
chr14	104048370	104048520	id-32180	1.3e-07	-	CCTGCATCTCCAGCACTTCCCATGAGGAGGCGCGG	Upstream_CTCF	2
chr14	104061779	104061929	id-32181	8.81e-07	-	GGAGGGGTGCGGCCCACATCCACCAGGAGGCAGGG	V_CTCF_BR	14
chr14	104066990	104067140	id-32182	1	+	NA	NONE	5
chr14	104073504	104073654	id-32183	5.3e-05	-	CGGCTGCACCACAGCACCACACGCTGGGGGCTCAG	UpstreamP1_CTCF	37
chr14	104079970	104080120	id-32184	1	+	NA	NONE	25
chr14	104089533	104089683	id-32185	8.56e-05	-	GTGAACGTTCACATACCCACCACCAGGATTCTACC	UpstreamP1_CTCF	13
chr14	104095624	104095774	id-32186	2.72e-06	-	AGGCACGGCGCAGCAGTCACCAGCTAGGGGCGCCG	UpstreamP1_CTCF	9
chr14	104117992	104118142	id-32187	5.96e-07	+	AGTGATGAGCAGCTGCTCACCAGCAGTGGGTGCCG	V_CTCF_BR	10
chr14	104129046	104129196	id-32188	1	+	NA	NONE	1
chr14	104145850	104146000	id-32189	7.55e-07	-	GAGGAAGGCCTGGCAAGCGCCACTTGGGGGCGCCT	V_CTCF_BR	40
chr14	104160900	104161050	id-32190	5.01e-06	-	CCGTAGCCTAGTTGGCTGGCATGGAGGTGGCGCTG	V_CTCF_BR	20
chr14	104162896	104163046	id-32191	1	+	NA	NONE	7
chr14	104187849	104187999	id-32192	1	+	NA	NONE	7
chr14	104188321	104188471	id-32193	1	+	NA	NONE	3
chr14	104190521	104190671	id-32194	3.81e-05	-	AACACTGCTGGGGCTGATTCCACAAGGAGGCAGGC	V_CTCF_BR	12
chr14	104194061	104194211	id-32195	1.19e-06	+	TCTGCGACAGGTGCTGCAGCCAGAAGGTGCCGCTG	V_CTCF_BR	5
chr14	104195094	104195244	id-32196	5.28e-05	-	CTAACCCTTCCCACGAGTACCAGTAGGAGACGCAC	Upstream_CTCF	4
chr14	104195838	104195988	id-32197	1.56e-06	+	CCAGCACTTCAGCCCTCCTCCTGCAGGCGTCTGTG	Upstream_CTCF	5
chr14	104196850	104197000	id-32198	4.88e-05	-	GCTCACTGCACCCCCCAAGCCACCACAAGGGGGAC	UpstreamP1_CTCF	33
chr14	104201843	104201993	id-32199	5.12e-06	-	TTGTGATTCCCTCAGTCCTCTGGCAGAGGGAGCTG	UpstreamP1_CTCF	16
chr14	104216323	104216473	id-32200	2.4e-05	-	TGTACCTGTGAAATATTCCACACAAGGTGGCAGTG	V_CTCF_BR	12
chr14	104237342	104237492	id-32201	2.97e-06	+	CTATGAAATGAACCCCCCAACAGAAGGGGGCAGTA	V_CTCF_BR	21
chr14	104259703	104259853	id-32202	1.19e-06	-	GGAAAGCAAGGCAGCTCCTCCACAAGGTGGCAGGA	V_CTCF_BR	34
chr14	104274859	104275009	id-32203	1.38e-06	+	CTTGAGCTAAAGCTTCTTTCCACAAGGTGGCACTG	V_CTCF_BR	40
chr14	104321487	104321637	id-32204	6.82e-05	-	TTCTTGGGGACAGCGTGGCCAAGCAGATGTCAGCA	V_CTCF_BR	10
chr14	104322592	104322742	id-32205	9.55e-09	-	GAGTTTTTGGAGGCAGCGGCCACCAGGTGGAGGCC	V_CTCF_BR	10
chr14	104334995	104335145	id-32206	1.03e-05	-	TAGCAGCTCCCAGTAACTACCAATAGGTGTGAAGC	UpstreamP1_CTCF	4
chr14	104352749	104352899	id-32207	1	+	NA	NONE	31
chr14	104365679	104365829	id-32208	7.27e-06	-	CAGCCCAAGCACCAGCACACCAGCAGGTGGAGAGA	V_CTCF_BR	11
chr14	104367494	104367644	id-32209	1.47e-10	+	GTGTGCACCGGCGCGCTGTCCAGCAGGGGGCGCCA	V_CTCF_BR	40
chr14	104372324	104372474	id-32210	5.96e-07	+	GCGCCAGCTGCCGCTTTCTCCTGCAGGGGGAGGGC	V_CTCF_BR	31
chr14	104376780	104376930	id-32211	4.31e-07	-	GGTCTTGTCCCGAAGGCAGCCTGTAGGTGGAGCTA	V_CTCF_BR	40
chr14	104387909	104388059	id-32212	1.03e-06	+	ACCACAGCGCCCCCGGCGGCCGCCTGGTGTCGCAG	V_CTCF_BR	37
chr14	104447041	104447191	id-32213	1	+	NA	NONE	38
chr14	104467477	104467627	id-32214	1.82e-06	-	GTGTTAGGGGCAGGTATGGCTGCAAGGGGGCAGCA	UpstreamP1_CTCF	33
chr14	104486263	104486413	id-32215	2.97e-06	+	AGTAGGGTCAGGTGGTTTTCCAGCAGGAGGCAGTC	V_CTCF_BR	6
chr14	104492498	104492648	id-32216	3.29e-05	+	GGTGCCCTGCCTCGGCTTACAGCTAGGGGAGCCAA	Upstream_CTCF	25
chr14	104542004	104542154	id-32217	1.14e-06	-	CTGCAGTTCTGAGAGAAACGGGCTAGATGGCAGTG	UpstreamP1_CTCF	40
chr14	104544385	104544535	id-32218	1.9e-09	+	GATGCAATGTTAGGCGTTGCCGGCAGAGGGCACTG	Upstream_CTCF	40
chr14	104551618	104551768	id-32219	5.34e-06	-	AGAGGTGAGGTCTGTGAGGGCGGCAGGGGGAGCTC	V_CTCF_BR	0
chr14	104560681	104560831	id-32220	1.96e-08	-	GGGGCGGGGGGTGGTTCTGCCTGCAGGGGGAGCAC	V_CTCF_BR	15
chr14	104561091	104561241	id-32221	1.54e-12	+	GCCGTCTTGCCGCGAGTGGCCAGCAGAGGGCGCCC	V_CTCF_BR	40
chr14	104563466	104563616	id-32222	4.24e-07	+	CCAGCACTGGGCTCTTGGACCTGTAGAGGGAGCTG	Upstream_CTCF	28
chr14	104569449	104569599	id-32223	1.64e-05	-	CCCGGCTGTGTCTTGCAGGCCGCATGGGGGCGTCA	V_CTCF_BR	3
chr14	104574681	104574831	id-32224	2.81e-05	-	GCGGAGCGAGGCTGGGAGACCGGTTGGGGGCGTGC	V_CTCF_BR	7
chr14	104582615	104582765	id-32225	3.03e-05	-	TCTGCTTCAGCAGAACATGGCAGCTGAGGGGAGGG	Upstream_CTCF	6
chr14	104597397	104597547	id-32226	4.38e-09	-	GGGACACTGTCACTTGTGGCCAGCAGATGGCACAC	V_CTCF_BR	40
chr14	104601504	104601654	id-32227	2.19e-05	-	CCGGTCCTTCCCCTGACTCCCCCCAGTGGAGGCTG	Upstream_CTCF	33
chr14	104602486	104602636	id-32228	1.93e-05	+	GGCGGAAGGGGCGCTGTCGGCGCAGGCGGGCGGGG	V_CTCF_BR	8
chr14	104602792	104602942	id-32229	1.01e-05	+	CCCGCAAGGCTCCCAGCCTGCTGGAGATGGGGGCG	Upstream_CTCF	3
chr14	104603922	104604072	id-32230	3.11e-10	+	GGAGCCGTGTGCGCAGCGGCCGGCAGGGGGCACTC	V_CTCF_BR	40
chr14	104609485	104609635	id-32231	8.46e-07	-	ACTGTTCAGCTGCGTGGCACCAGCAGGCGGCACCA	Upstream_CTCF	2
chr14	104616960	104617110	id-32232	2.58e-07	+	GCTGCAGTGCCTTTTGTGGCCAACAGGGTGGCTGC	Upstream_CTCF	39
chr14	104623946	104624096	id-32233	6.49e-06	+	CCTGTCTCTCCCACTCCGGGTGCCAGGGGGCAGTG	Upstream_CTCF	19
chr14	104630640	104630790	id-32234	1.64e-05	-	CACTGGGTGTCACCACCTCCCAACAGGAGGCGCTC	V_CTCF_BR	4
chr14	104637644	104637794	id-32235	2.27e-06	-	TCCTGCAGAGCAGCTCAGTCCAGGAGAGGGCAGGA	V_CTCF_BR	6
chr14	104650897	104651047	id-32236	7.91e-05	-	CAGCCAAGCGACCAGCAGGCCAGGAGGGGCGACAC	UpstreamP1_CTCF	7
chr14	104652993	104653143	id-32237	1.48e-06	+	AAAGCTGTTCCAGCTCTGGCCAGTGGGAGCCTTTC	Upstream_CTCF	14
chr14	104654989	104655139	id-32238	5.01e-06	+	CCGGGCTGAGCTGAGAGGGCCAGATGAGGGAGACC	V_CTCF_BR	5
chr14	104672623	104672773	id-32239	9.25e-06	+	CCTGGCCCTGGGGAGTGGACCATCAGGGGGCAGGG	V_CTCF_BR	4
chr14	104683007	104683157	id-32240	1.31e-05	-	GCCGGGATGCAGACACTGCCCGGCTGGGGCCGCTG	V_CTCF_BR	3
chr14	104690875	104691025	id-32241	4.7e-08	-	GGACTGGGAAGCCCAAACACCAGCAGGGGGCGCTC	V_CTCF_BR	31
chr14	104693357	104693507	id-32242	3.88e-06	+	AGAAGAAAGACAGAACTGACCTGCAGGTGTCAGCA	V_CTCF_BR	4
chr14	104719107	104719257	id-32243	1.15e-08	-	CTGCTGGCCCCAGGCATGGCCAGGAGGTGGGAGCA	UpstreamP1_CTCF	4
chr14	104760587	104760737	id-32244	3.84e-06	+	CTGCAATGAGCCTGCTCCTCCTGCTGGTGGAAAAT	UpstreamP1_CTCF	21
chr14	104761410	104761560	id-32245	1.82e-06	-	GTCTCCCTCCGGCCACCGCCCAGCAGAGGGCCCCC	UpstreamP1_CTCF	4
chr14	104798306	104798456	id-32246	8.5e-06	+	CGTGCAGTGGCGCAGCAGTGCTCCTGCTGGCAGAG	Upstream_CTCF	23
chr14	104808404	104808554	id-32247	5.01e-09	-	GCCCGGAGTGCTCCTCCAGCCTGCAGGTGGCGCTG	V_CTCF_BR	32
chr14	104811731	104811881	id-32248	1.64e-06	-	GGTGCAGCTTGGACTTCCCCCAGCAGGTGCTTGCA	Upstream_CTCF	2
chr14	104836690	104836840	id-32249	4.68e-07	-	AGTGGCTGTCCCCTGGCTGCCAGTAGATGGTGCAC	V_CTCF_BR	26
chr14	104852642	104852792	id-32250	2.72e-06	+	CTGTCACTTGCGGGCGCAACCACCAGGGGCCCAGG	UpstreamP1_CTCF	3
chr14	104866361	104866511	id-32251	1	+	NA	NONE	2
chr14	104909885	104910035	id-32252	3.97e-05	+	ATGCACCTCCTGGAGGGGCGCTGCTGATGCCCCTA	UpstreamP1_CTCF	5
chr14	104920643	104920793	id-32253	5.48e-05	+	AAAGAGATGCAAATTGAAACCACAAGGTGACACCA	Upstream_CTCF	1
chr14	104939624	104939774	id-32254	2.6e-06	-	CACACATTACCCTTGATTGCCACAAGGTGGTGGTG	V_CTCF_BR	7
chr14	104953632	104953782	id-32255	1	+	NA	NONE	10
chr14	104976110	104976260	id-32256	6.98e-07	-	GACCTGCTAGGGCCATGCACCACTGGAGGGCAGCA	V_CTCF_BR	14
chr14	104990221	104990371	id-32257	1	+	NA	NONE	2
chr14	104994831	104994981	id-32258	1	+	NA	NONE	3
chr14	105012134	105012284	id-32259	4.01e-05	-	CCTCCCAGCCTGAACGTCCTCAGAGGGTGGCGCTG	V_CTCF_BR	1
chr14	105017219	105017369	id-32260	3.42e-05	-	CCTTGCATTCTAACAACCAGCGCAGGGTGGCAGTG	Upstream_CTCF	11
chr14	105018344	105018494	id-32261	1.32e-08	-	CTCCAGTGCCTGGCTGCCAGCAGCAGGGGGCCGGC	UpstreamP1_CTCF	2
chr14	105030463	105030613	id-32262	1.96e-08	-	GGCTGTCGTGGGGCAATGGCCACCAGGTGGCAATG	V_CTCF_BR	40
chr14	105043030	105043180	id-32263	1.84e-06	+	TTAGCTGGGCGTTCCCACGACAGCAGAGGGAGCTG	V_CTCF_BR	18
chr14	105059725	105059875	id-32264	1.08e-05	-	CTGTCATTTAGGCACAGTGCAGGCAGGGGGAGCTG	UpstreamP1_CTCF	8
chr14	105106414	105106564	id-32265	1.81e-06	-	GAGGTCCTGCACACACGGGCCACACGAGGGCGCCG	Upstream_CTCF	40
chr14	105116771	105116921	id-32266	9.78e-09	+	AGGGCGATGCCACCGCTTACCGCCAGAGGGCGCGC	Upstream_CTCF	40
chr14	105118339	105118489	id-32267	9.26e-05	-	CTGTAGAGTCACCGCTGTGCCACGTGGCGCCGGGT	UpstreamP1_CTCF	4
chr14	105132170	105132320	id-32268	3.11e-05	+	GGATGTGGGCAACCCTCCACCACCAGGGAGCTCCA	V_CTCF_BR	40
chr14	105147775	105147925	id-32269	9.84e-05	-	TCATAAGACGTGGAGTTTGCTGAGAGGGGGCGCTG	V_CTCF_BR	38
chr14	105148195	105148345	id-32270	1	+	NA	NONE	20
chr14	105151674	105151824	id-32271	5.48e-05	-	TCTGTAGCTGGCAGCTTTGCCTGCTGGGGCTTCAG	Upstream_CTCF	21
chr14	105155680	105155830	id-32272	1.96e-08	+	GGAGCCAGGCCAGCAGGGACCGCGAGGGGGCGGCC	V_CTCF_BR	12
chr14	105162059	105162209	id-32273	1.18e-05	-	CCGGGCTGGCCAGCACTGAACGCCAGGGGACACCA	UpstreamP1_CTCF	1
chr14	105175077	105175227	id-32274	5.06e-11	-	TGTGCACTTCCCATGGCGGCCTGCAGAGGGCACTG	Upstream_CTCF	40
chr14	105175950	105176100	id-32275	3.41e-07	-	CATGCTCACCAGGGAATGGCCAGCAGGAGGAGGTA	Upstream_CTCF	11
chr14	105181865	105182015	id-32276	4.31e-07	+	CTGGCCCCGGGCATGCGGGCCTCGAGAGGGCAGGT	V_CTCF_BR	1
chr14	105189994	105190144	id-32277	3.11e-10	+	GCTGCGCGGCTCTTCGCGGCCGCCAGGGGGCGCGC	V_CTCF_BR	40
chr14	105191475	105191625	id-32278	1.93e-05	-	AGTGTGCAGCTCAGTCAGAACAGATGGGGGCGCTG	V_CTCF_BR	39
chr14	105191986	105192136	id-32279	2.43e-06	+	CCCGCCACCTTGTCCTGGGCCGCCAGGGGGCATGT	V_CTCF_BR	30
chr14	105193297	105193447	id-32280	1.19e-06	-	TCTTGCCAAGTGCCAGGGGCCACCAGGGGGCTTGA	V_CTCF_BR	36
chr14	105197739	105197889	id-32281	3e-06	+	GGGCTGGGCTTCCTCTCCACCTGTAGGGGCAGCAG	UpstreamP1_CTCF	40
chr14	105205992	105206142	id-32282	5.08e-07	-	TCAAACACTGTCGGGCGGGCCAGGTGAGGGCAGCA	V_CTCF_BR	2
chr14	105215621	105215771	id-32283	1.64e-06	-	GTGCAAGGGTCAGGTGAGAGCTGGAGGAGGCAGCA	UpstreamP1_CTCF	10
chr14	105218471	105218621	id-32284	5.65e-05	+	CACACAGCGGCGCATACCCCCGCCCGGGGGCGCTC	V_CTCF_BR	6
chr14	105234954	105235104	id-32285	3.63e-10	+	GCGCGGTTCCGGCAGGCGTCCACCAGGTGGCAGCA	UpstreamP1_CTCF	40
chr14	105235504	105235654	id-32286	1.3e-07	+	CCTGTTGGGGTGGCGGTGCCCACCAGGAGGAGCTG	Upstream_CTCF	22
chr14	105237353	105237503	id-32287	3.2e-08	-	GCTGCACTACCTCCTGTCGCCTGCTGGGGCTGCTG	Upstream_CTCF	40
chr14	105239960	105240110	id-32288	2.89e-09	+	TGCACAGGGAAGGGACCAGCCACCAGAGGGCACGG	V_CTCF_BR	25
chr14	105244028	105244178	id-32289	1	+	NA	NONE	20
chr14	105252758	105252908	id-32290	1.09e-06	-	CAGCACTGGAGCCCTTCAACCGCCAGGGGCCCTGC	UpstreamP1_CTCF	4
chr14	105259726	105259876	id-32291	1	+	NA	NONE	20
chr14	105261022	105261172	id-32292	1.31e-05	-	AGCTTGGGCCCCTGCTCTGCAGCCAGAGGCCGCCC	V_CTCF_BR	27
chr14	105263615	105263765	id-32293	1	+	NA	NONE	13
chr14	105265978	105266128	id-32294	1.93e-05	+	CTGGCGATTCCCTCTCCCACAACCAGGCGTCCCCC	Upstream_CTCF	29
chr14	105266633	105266783	id-32295	1	+	NA	NONE	39
chr14	105281772	105281922	id-32296	8.21e-05	-	GCCCGAAGCCCCAGGAGCGCCGGCAGGTGGACGGG	V_CTCF_BR	35
chr14	105287157	105287307	id-32297	1.19e-06	-	CGCCAGTTCCTGCAGGAAGCCGCCAGTGGGAGCTG	V_CTCF_BR	38
chr14	105292854	105293004	id-32298	9.14e-09	-	GGAGCCATTGCGAAGTTTGCCGCCAGGGGGCGCGC	Upstream_CTCF	40
chr14	105294055	105294205	id-32299	3.47e-07	+	CTGTCCTTTGCTCAGCCAGCCACTAGGAGGAGGCC	UpstreamP1_CTCF	40
chr14	105331226	105331376	id-32300	6.21e-05	+	CGCACCCGGTTCCGCCCGTCGAGCTGGGGCCGGAC	V_CTCF_BR	3
chr14	105337206	105337356	id-32301	3.42e-08	-	GAGTGAGGGGTGACAGAGGCCGGCAGGGGGCAGCG	V_CTCF_BR	40
chr14	105345906	105346056	id-32302	6.39e-08	+	CAGCACATTGATGAGGCCGCCAGCAGGGGGTGGCC	V_CTCF_BR	16
chr14	105359237	105359387	id-32303	1.85e-05	+	CCTGCCGTCTTTCCTGCCGGCTGCAGGCTGAGCCA	Upstream_CTCF	3
chr14	105361444	105361594	id-32304	8.79e-07	-	CAGGAGCTGGGCCCAGAGGCCTGTAGGGGGCGAGG	UpstreamP1_CTCF	25
chr14	105363125	105363275	id-32305	4.82e-11	+	CTGCAATTCAGAGATGCTGCCACCAGGAGGCGGCC	UpstreamP1_CTCF	40
chr14	105394348	105394498	id-32306	5.53e-08	+	TTGCAGCAAACAGAGGCTGCCACCTGGGGGCTCTG	UpstreamP1_CTCF	8
chr14	105399839	105399989	id-32307	7.55e-10	+	GCGCAGCGCCGCGCACCCACCGCCAGGGGGCAGCT	UpstreamP1_CTCF	40
chr14	105407209	105407359	id-32308	2.2e-07	-	GTGCTCCACTGACCTGCAGCCTCCAGAGGGAGTTC	UpstreamP1_CTCF	36
chr14	105433977	105434127	id-32309	1	+	NA	NONE	17
chr14	105435575	105435725	id-32310	1.04e-05	-	GGCTGCCAGGCCAGTCTGACCGATGGATGGCACCA	V_CTCF_BR	21
chr14	105439120	105439270	id-32311	1	+	NA	NONE	20
chr14	105442140	105442290	id-32312	1.71e-06	+	CACATTTGCAGCCTGAGGCCCTGAAGAGGGCACCA	V_CTCF_BR	30
chr14	105442547	105442697	id-32313	1.73e-11	+	TGGGGTGGTCCCAGCATGGCCACCAGGGGGCAGCC	V_CTCF_BR	40
chr14	105458011	105458161	id-32314	1.48e-05	+	GGGTTCAGGTGGGTTAAAGCCACTAGGTGGCCCCA	UpstreamP1_CTCF	12
chr14	105460729	105460879	id-32315	1.61e-05	+	GAGGAGAACCAAGGAGAGAACACTAGGGGGCCGAG	UpstreamP1_CTCF	7
chr14	105478632	105478782	id-32316	7.07e-08	+	TTAATGTGAACCGTGCCAGCCTGCAGAGGGCGCAG	V_CTCF_BR	35
chr14	105479576	105479726	id-32317	2.58e-07	-	GCTGTCATCCTCCCAGCTCCCCGCAGGCGGCACTG	Upstream_CTCF	30
chr14	105486846	105486996	id-32318	1	+	NA	NONE	28
chr14	105488151	105488301	id-32319	3.36e-05	-	GAGCAGCGCCCCCACGTCACTCCCAGGTTTCCCGA	UpstreamP1_CTCF	35
chr14	105512198	105512348	id-32320	6.84e-06	-	CCGCCCGTTCCCAAGAACGACCCTAGAGGGCGCCA	V_CTCF_BR	35
chr14	105515463	105515613	id-32321	1	+	NA	NONE	13
chr14	105525297	105525447	id-32322	1	+	NA	NONE	5
chr14	105525611	105525761	id-32323	8.21e-06	+	CCACACCAAGGGCTCTGGGCCAGCAGGTGGGGCTG	V_CTCF_BR	16
chr14	105532830	105532980	id-32324	1.97e-06	-	CCTCCAGCCATGCGGCCCTGCAGCAGGGGGCAGCT	V_CTCF_BR	9
chr14	105553199	105553349	id-32325	8.16e-07	+	CGGTCCCGGAGCTGCCCTGCCGCCTGGTGGCTGCG	V_CTCF_BR	40
chr14	105556929	105557079	id-32326	5.01e-09	+	ACAGAAAGGCACTGTCGCACCACCAGGGGGCGCCC	V_CTCF_BR	40
chr14	105560127	105560277	id-32327	1	+	NA	NONE	40
chr14	105585529	105585679	id-32328	1	+	NA	NONE	5
chr14	105603895	105604045	id-32329	1	+	NA	NONE	1
chr14	105611552	105611702	id-32330	3.06e-08	-	CCTCTCCTTCCCCCACTGGCCTGCAGGTGGAGCTG	V_CTCF_BR	24
chr14	105629398	105629548	id-32331	1.04e-06	-	CCTGCACCAAGCGCTGTGCTCCGTAGGGGGCGGGA	Upstream_CTCF	3
chr14	105631482	105631632	id-32332	1.55e-05	-	TAGGTGGCAGGCCCAGGGGACACCTGCTGGCTGAG	V_CTCF_BR	6
chr14	105632353	105632503	id-32333	1.48e-06	-	AGCCGGTTCCTCGAATGCCCCAGGAGGGGGCAGGC	V_CTCF_BR	3
chr14	105633881	105634031	id-32334	5.72e-09	-	GCGCCCAGGCGGGGCGGGGCCGGCAGGGGGCGCGT	V_CTCF_BR	12
chr14	105634113	105634263	id-32335	2.08e-07	-	CGGCAACTCCTTCTACCTGCCGCCGGCGGGCGCTG	UpstreamP1_CTCF	16
chr14	105635585	105635735	id-32336	1.67e-07	+	TCCTACCGCCTCCACGCCGGCTGCAGGGGGCGCTG	V_CTCF_BR	40
chr14	105644545	105644695	id-32337	8.89e-06	-	CCTGCAGTGCGATCTCCTACCTGGCTGGGGCGCCA	Upstream_CTCF	11
chr14	105654397	105654547	id-32338	2.6e-07	-	GTTGAGAGTAGAGGGTGTGACAGCAGGTGGCGCCC	V_CTCF_BR	16
chr14	105661938	105662088	id-32339	1.23e-05	-	TTCCTGCTGCAAGAGGCAGCCGGCAGGTGGGGTTG	UpstreamP1_CTCF	11
chr14	105665032	105665182	id-32340	7.49e-07	-	CTGTGGTCACCACCCCAGCCCACCAGCAGGGGCCC	UpstreamP1_CTCF	36
chr14	105666510	105666660	id-32341	1.81e-06	-	GAGGCCCCTCGGGCCCTGGCCATCAGGAGGCGCTG	Upstream_CTCF	33
chr14	105667803	105667953	id-32342	2.39e-05	+	TGGCAGACAACGTTATTGTCCACAGGGAGGCAGCA	UpstreamP1_CTCF	29
chr14	105669420	105669570	id-32343	7.33e-10	+	CAGATGGTGCCGCCCGTGGCCGCCAGGGGGCGGGC	V_CTCF_BR	40
chr14	105673788	105673938	id-32344	7.62e-07	+	ATGGCCCTGCTCTGAGCAGGCAGCAGGAGGCGGCG	Upstream_CTCF	27
chr14	105683245	105683395	id-32345	3.4e-06	-	GGCCTCTGTGCACAGCTTGCCGCTGGGTGGCGGCT	V_CTCF_BR	0
chr14	105714861	105715011	id-32346	2.27e-06	-	CGCAGCCCGGCCAGGCCCGGCCGCGGGGGGCGCCG	V_CTCF_BR	7
chr14	105734345	105734495	id-32347	3.81e-05	-	GATGGTGACAGGCTGGTGAGCCCTAGAGGGCGTCA	V_CTCF_BR	12
chr14	105737994	105738144	id-32348	5.68e-06	+	CTCCTGACCCATGTGTGTGTCTGCAGATGGCAGCA	V_CTCF_BR	6
chr14	105748274	105748424	id-32349	3.36e-05	-	AAGCGACGGTTCTGAAATGCCGCTAGGTGGGGCTC	UpstreamP1_CTCF	40
chr14	105753796	105753946	id-32350	9.51e-07	+	GACGCGCAGACAACCTTGGCCACTTGGGGGAAGGC	V_CTCF_BR	9
chr14	105757410	105757560	id-32351	7.27e-06	-	GCAGGTCCTCCCTTGCTGTACACAGGGGGGCAGTC	V_CTCF_BR	25
chr14	105760655	105760805	id-32352	8.23e-05	-	CTGCCCTCACTGTGCCCTGCCGGGGGAGGATGGTG	UpstreamP1_CTCF	1
chr14	105775732	105775882	id-32353	1	+	NA	NONE	4
chr14	105781721	105781871	id-32354	1.26e-05	-	CGAGTCCTGCGCGCCCCGTGCGCCGGGGGTCGCTC	Upstream_CTCF	5
chr14	105784029	105784179	id-32355	6.15e-05	+	GGTGCACTCCCCGTGTCAGCCTGGTGGAGTGTGCA	Upstream_CTCF	23
chr14	105789519	105789669	id-32356	1	+	NA	NONE	4
chr14	105800828	105800978	id-32357	8.97e-05	-	AGCTCTACGCACATACTGGCCCTCAGGTGGAGCTC	Upstream_CTCF	6
chr14	105812164	105812314	id-32358	1	+	NA	NONE	5
chr14	105818682	105818832	id-32359	6.37e-07	-	CAGGTCTGTCTCCACTTGTCCACTGGGGGGCAGCA	UpstreamP1_CTCF	40
chr14	105837251	105837401	id-32360	1.39e-07	+	TCGGCCTGAGAGCACACTGCCTGTAGATGGCGCTG	V_CTCF_BR	40
chr14	105840870	105841020	id-32361	1.23e-05	-	GTGTCTTTAAAAGCCGTGGCCACGAGGCGGCTTCC	UpstreamP1_CTCF	7
chr14	105842973	105843123	id-32362	9.62e-08	-	CTGCAGCAGCCCACATTGCCCCACTGGGGGCGCCC	UpstreamP1_CTCF	7
chr14	105844251	105844401	id-32363	1.75e-07	-	AGGCAAGAATGACCAACGGCCACCAGGCGGCAGGG	UpstreamP1_CTCF	11
chr14	105856153	105856303	id-32364	2.84e-05	+	GGGCTGCGCCAGGTTCTCAGGCCAAGAGGGAGCTG	UpstreamP1_CTCF	2
chr14	105860947	105861097	id-32365	4.44e-06	+	GGCCACCTTCTAGCCCCACCCACCAGGGGGCCCAC	UpstreamP1_CTCF	16
chr14	105864872	105865022	id-32366	4.41e-06	-	CCCGCCGCGGATGGAGAGGCCACAGGGGGCCGCTG	V_CTCF_BR	28
chr14	105881336	105881486	id-32367	3.09e-06	+	TCCGCAGCGCCACGGGCGGCCGCGCGGGGTAGCGT	Upstream_CTCF	39
chr14	105906643	105906793	id-32368	1.08e-08	+	CTGTGTAGTGGAGGGGCGGCCGGCAGATGGCACTG	V_CTCF_BR	18
chr14	105915066	105915216	id-32369	1.28e-08	+	CCAGGACTTCCTGCAGGCACCACAAGGGGGCCGCA	Upstream_CTCF	40
chr14	105915526	105915676	id-32370	1.22e-08	-	GCCCGGACCGAGGGCTGTGCCGCCAGGGGGCAGGG	V_CTCF_BR	1
chr14	105916243	105916393	id-32371	8.98e-06	+	CTGGGCCTCCTGCGTGCTGGCGCCAGGTGGGGCTG	UpstreamP1_CTCF	0
chr14	105937104	105937254	id-32372	3.22e-07	-	GCTGTCCTGGCTGAGGTGGCCTCCAGGGGCCTCCA	Upstream_CTCF	8
chr14	105937696	105937846	id-32373	8.03e-07	+	GCCGTGCTACCTCAGCCGGCCAGGAGGGGTCCGCC	Upstream_CTCF	33
chr14	105939007	105939157	id-32374	1.34e-06	-	GGGGCTATTCTGGGCCTGGCAGGCAGGGGTCAGGA	Upstream_CTCF	10
chr14	105947296	105947446	id-32375	1.55e-08	+	TGCGCCACTCCTCGGGTGCCCACTAGAGGGCGCAC	V_CTCF_BR	40
chr14	105948357	105948507	id-32376	1	+	NA	NONE	35
chr14	105952218	105952368	id-32377	7.73e-06	-	GGCCTGTGCTGGCCCTGTCCCCGCTGGGGGCGCTG	V_CTCF_BR	35
chr14	105954442	105954592	id-32378	3.81e-05	-	GGGCCGATGCCAGTCCTTGCCCAGAGAGGTCACCC	V_CTCF_BR	10
chr14	105956082	105956232	id-32379	2.66e-05	-	AGCTTGCGGATTTTTCTCTGCACCAGGTGTCGCTG	V_CTCF_BR	40
chr14	105957013	105957163	id-32380	5.21e-08	-	CGCCGCCTTCCAGGCTGGGCCGCCAGGAGGCGCCC	V_CTCF_BR	40
chr14	105992420	105992570	id-32381	9.4e-06	+	GGGTTTCTCCCCAAAGAGGACAGAGGGTGGCGCGG	UpstreamP1_CTCF	5
chr14	105994801	105994951	id-32382	9.55e-09	-	GCCGCGAACCACAGCGAGGCCTCCAGAGGGCGCTG	V_CTCF_BR	40
chr14	105999244	105999394	id-32383	2.44e-07	-	GGTGTAGAGGCAGACTAGGCCACGAGAGGGAGCAG	Upstream_CTCF	39
chr14	106004307	106004457	id-32384	3.97e-12	+	CTGCAGTGTCGCCAGATGGCCACAAGGGGGCTCCC	UpstreamP1_CTCF	40
chr14	106052177	106052327	id-32385	3.65e-07	-	ACACCTGGCACCCAGACTCCCACAAGGGGGCAGTG	V_CTCF_BR	2
chr14	106148003	106148153	id-32386	6.67e-08	+	GTGCCCCTCCCGTGTCCCCCCACCAGGGGGCTTCC	UpstreamP1_CTCF	5
chr14	106172408	106172558	id-32387	3.65e-07	-	ACACCTGGCACCCAGACTCCCACAAGGGGGCAGTG	V_CTCF_BR	4
chr14	106240420	106240570	id-32388	4.4e-10	-	GGGCAGGTGGGAGGCAGGACCAGCAGGGGGCAGCC	V_CTCF_BR	9
chr14	106362912	106363062	id-32389	1.09e-06	-	CATGCAATGCAAACCCAGACAGCCAGGGGACAACA	Upstream_CTCF	5
chr14	106397790	106397940	id-32390	7.49e-05	-	GTTCACAGTCCTTAATAATCCCCGAGATGGCAGCC	V_CTCF_BR	11
chr14	106403488	106403638	id-32391	1.38e-06	-	ACTCCAGAGGCGGCTCCGGTCTCAAGGTGGCGCTG	V_CTCF_BR	10
chr14	106410923	106411073	id-32392	1.67e-08	-	CCTGCAGGGAAGCACAAGACCACCAGGCGGCGCTC	Upstream_CTCF	23
chr14	106411892	106412042	id-32393	8.81e-07	+	GGGAGGACATTTTCCCTGCCCAGCAGGTGGTGCTG	V_CTCF_BR	15
chr14	106441128	106441278	id-32394	1.22e-08	+	CACCAGAGGGGCTCAGACACCACCAGAGGGCGCCC	V_CTCF_BR	18
chr14	106465451	106465601	id-32395	8.43e-09	-	AACCAGGGGGTGCTCAGAACCACCAGGGGGCACTC	V_CTCF_BR	36
chr14	106465729	106465879	id-32396	4.38e-09	-	CACCAAGGGGTGCTCAGAACCACCAGGGGGCGCTC	V_CTCF_BR	34
chr14	106465886	106466036	id-32397	3.48e-06	-	CACTAGGGGCGCTCAGGAACCACCAGGGGACGCTC	UpstreamP1_CTCF	11
chr14	106466795	106466945	id-32398	5.77e-08	-	CCACCAGGAGGTGCTCAGGACACCAGGGGGCGCTC	V_CTCF_BR	10
chr14	106467507	106467657	id-32399	8.16e-07	-	TGGTAGATGCTGCTCAGAACCACCAGGGGGCATCA	V_CTCF_BR	34
chr14	106472270	106472420	id-32400	3.13e-10	-	TCTGCAGTGCAAGGGCTGGGCTGCAGGGGGCGCTC	Upstream_CTCF	15
chr14	106477941	106478091	id-32401	3e-09	-	GCGCAGGTGCTGCTCAAGACCAGCAGGGGGCGCGC	UpstreamP1_CTCF	29
chr14	106493739	106493889	id-32402	1.56e-05	+	TCTGCTGTTTTGTATTCGGCCGCTTGGAGTAGTAT	Upstream_CTCF	8
chr14	106495759	106495909	id-32403	6.46e-07	-	GGAACACCTGGGCTAATGAGCTGCAGGGGGCGCTC	V_CTCF_BR	15
chr14	106497904	106498054	id-32404	1	+	NA	NONE	10
chr14	106501566	106501716	id-32405	5.21e-08	-	ACACTAGGGGTGCTCAAGACCAGCAGGGGGCACTC	V_CTCF_BR	24
chr14	106518254	106518404	id-32406	9.19e-12	-	CTGCAGGGGTCCCTTGGGACCACCAGGGGGCGACA	UpstreamP1_CTCF	20
chr14	106518451	106518601	id-32407	1	+	NA	NONE	7
chr14	106541783	106541933	id-32408	1	+	NA	NONE	13
chr14	106541989	106542139	id-32409	1	+	NA	NONE	28
chr14	106551107	106551257	id-32410	3.47e-09	+	CAGCACCTCCCTCCGTCCACCTGCAGGGGGCACAA	UpstreamP1_CTCF	18
chr14	106554886	106555036	id-32411	6.39e-08	-	CCCTGAAGTGGGCAGAGGACCACCTGGGGGCGCTC	V_CTCF_BR	3
chr14	106573056	106573206	id-32412	4.88e-05	+	CAGCAGCACCTGCACCTGCCCTGGAGACAGCCCCG	UpstreamP1_CTCF	25
chr14	106585986	106586136	id-32413	1.71e-06	-	GAATGCCTGGGGGAAATCAGCTGCAGGGGGCGCAC	V_CTCF_BR	10
chr14	106598311	106598461	id-32414	5.34e-06	-	CACCAGGGGGATCTCAGAACCACCAGGAGGTGCTC	V_CTCF_BR	2
chr14	106598674	106598824	id-32415	1.01e-09	-	GGGGGGGGGTCACTCAGAACCACCAGGGGGCGCTC	V_CTCF_BR	18
chr14	106610168	106610318	id-32416	3.17e-13	-	CCTGCAGGGGCGCGCGGGGCCACCAGGGGGCGCTC	V_CTCF_BR	40
chr14	106620080	106620230	id-32417	1.19e-06	-	CCCTGCAGGGAAGCTCAGGACACCAGGGGGTGCTC	V_CTCF_BR	3
chr14	106621536	106621686	id-32418	1	+	NA	NONE	2
chr14	106627013	106627163	id-32419	1.01e-09	-	CACCAGGGGGCGCTCAGAACCACCAGGGGGCGCTC	V_CTCF_BR	20
chr14	106634648	106634798	id-32420	1.3e-07	-	CATGCAGGGCAGAGGCAGTGCTGCAGGGGGCGCCC	Upstream_CTCF	3
chr14	106642616	106642766	id-32421	1.03e-07	-	CTTGCAGGGGCAGGGCAGGGCTGCAGGGGGCGCTC	Upstream_CTCF	14
chr14	106653221	106653371	id-32422	1.28e-06	-	GGAACGTTGGGGGAAATCAGCTGCAGGGGGCGCTC	V_CTCF_BR	12
chr14	106667429	106667579	id-32423	1.26e-07	-	GAAGACAGGAGGGGCCTGGGCTGCAGAGGGCGCTC	V_CTCF_BR	12
chr14	106691667	106691817	id-32424	1	+	NA	NONE	6
chr14	106714217	106714367	id-32425	6.94e-09	-	CCTGCAGGGGCGCGCGGGGCCACCAGGGGGGCGCT	Upstream_CTCF	13
chr14	106725048	106725198	id-32426	1.19e-06	-	AACGATGGGGGGGAAATCAGCGGCAGGGGGCGCTC	V_CTCF_BR	16
chr14	106734212	106734362	id-32427	4.55e-09	-	CCTGCAGGGCAGGAGCTGAGCGGCAGGGGGCGCTC	Upstream_CTCF	26
chr14	106743419	106743569	id-32428	1.38e-08	+	CCAGCGCCACCAGGAAGCGCCTCCAGGTGGCGCTG	V_CTCF_BR	21
chr14	106765261	106765411	id-32429	1.61e-09	-	CACCAGGTGGCGCTCAGCACCACCAGGGGGCGCTC	V_CTCF_BR	35
chr14	106775114	106775264	id-32430	3.13e-10	-	TCTGCAGTGCAAGGGCTGGGCTGCAGGGGGCGCTC	Upstream_CTCF	12
chr14	106790853	106791003	id-32431	8.16e-07	-	GAACGCTGGCGGGAAATCAGCGGCAGGGGGCGCTC	V_CTCF_BR	14
chr14	106805040	106805190	id-32432	2.17e-09	-	GCGCAGGTGCTGCTCAGGACCAGCAGGGGGCGCGC	V_CTCF_BR	23
chr14	106815570	106815720	id-32433	8.81e-07	-	GAACGCTGGCGGGAAATCAGCTGCAGGGGGCGCTC	V_CTCF_BR	6
chr14	106829425	106829575	id-32434	5.75e-09	-	GCGCAGGTACTGCTCAAGACCAGCAGGTGGCGCGC	UpstreamP1_CTCF	30
chr14	106834250	106834400	id-32435	8.61e-08	-	CCTGCATGGTTGGGGCTGGGCTGCAGGGGGCGCTC	V_CTCF_BR	17
chr14	106845173	106845323	id-32436	1.28e-06	-	GGAACGTTGGGGGAAATCAGCTGCAGGGGGCGCTC	V_CTCF_BR	8
chr14	106855041	106855191	id-32437	2.62e-07	-	TTGCTGGGCTCCGCACGGGCCGCGTGGGGGCGCCT	UpstreamP1_CTCF	4
chr14	106866257	106866407	id-32438	8.16e-07	-	GAACGCTGGGGGGAAATCAGCGGCAGGGGGCGCTC	V_CTCF_BR	8
chr14	106873628	106873778	id-32439	8.62e-10	-	TCCCAGCGGGAGCTCATAACCACCAGGGGGCGCTC	V_CTCF_BR	39
chr14	106877450	106877600	id-32440	1.85e-08	-	TCGCAGGTGCAGCTCAGGGCCAGCAGGGGGCGTGC	UpstreamP1_CTCF	35
chr14	106892338	106892488	id-32441	2.43e-06	-	ATAAATCTCGACAGCGCCGCCTGGAGGTGGAGGTG	V_CTCF_BR	24
chr14	106898899	106899049	id-32442	5.09e-10	-	CCTGCAGGGGCACGCGGGGCCACCAGAGGGTGCCC	Upstream_CTCF	11
chr14	106916019	106916169	id-32443	3.41e-07	-	AGAGCAAATCCAGACAGCGCCACCTGGGGGTGGAG	Upstream_CTCF	19
chr14	106919037	106919187	id-32444	1.79e-08	-	CCTGCAGGGGCGCGCAGGGCCAACTGGGGGCGCTC	Upstream_CTCF	2
chr14	106924895	106925045	id-32445	8.02e-08	+	CAGCACTTCCCTCCCTCCACCTGCAGGGAGCACAA	UpstreamP1_CTCF	8
chr14	106933741	106933891	id-32446	5.77e-08	-	CCCTGAAGTGGGCACTGGACCACCTGGGGGCGCTC	V_CTCF_BR	11
chr14	106948000	106948150	id-32447	2.19e-10	-	CTGTTATGCCCGGACATGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	37
chr14	106968651	106968801	id-32448	5.96e-07	-	CTTGAAAGGTAAGGGCTGGGCAGGAGGGGGCACTG	V_CTCF_BR	3
chr14	106974357	106974507	id-32449	1.28e-06	-	GGAACGCTGGAGGAAATCAGCTGCAGGGGGCGCTC	V_CTCF_BR	19
chr14	106986582	106986732	id-32450	1.56e-06	-	CACCAGGAAGCGCTCAGAACCACCAGGGGGCCCTC	UpstreamP1_CTCF	15
chr14	106986964	106987114	id-32451	9.51e-07	-	TGGTAGATGCTTCTCAGAACCACCAGGGGGTGCAC	V_CTCF_BR	15
chr14	106993669	106993819	id-32452	1.74e-10	-	CCTGCAGGGGTCCGCAGGACCACCAGGGGGCGACA	Upstream_CTCF	24
chr14	106995627	106995777	id-32453	4.58e-08	+	CTGTCACGCCCGGACAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	24
chr14	107007384	107007534	id-32454	1.64e-05	+	GGGACTGTACCACGTTGAGCCACAGGGTGGAGCTT	V_CTCF_BR	14
chr14	107012793	107012943	id-32455	1.47e-10	-	CCTGCAGGGGCGCACAGAGCCACCAGGGGGCGCTA	V_CTCF_BR	34
chr14	107020154	107020304	id-32456	3.33e-09	-	ACTGCGGGAGGCCCTCGGGACACCAGGGGGCGCTC	V_CTCF_BR	25
chr14	107042218	107042368	id-32457	2.05e-09	-	CCTGCAGGGGCATCTGGAGCCACAAGGGGGCGCTC	Upstream_CTCF	24
chr14	107048473	107048623	id-32458	1	+	NA	NONE	7
chr14	107061959	107062109	id-32459	2.83e-07	-	GCACAGGTGCTGCTCAGGACCAACAGGGGGCGCGC	V_CTCF_BR	15
chr14	107074617	107074767	id-32460	4.38e-09	-	CATCAGGGGGCTCTCAGAACCACCAGGGGGCGCTC	V_CTCF_BR	17
chr14	107080071	107080221	id-32461	2.44e-07	-	CTTGCAAGGCAAGGGCTGGGCTGGAGGGGGCGCGC	Upstream_CTCF	7
chr14	107083087	107083237	id-32462	1.38e-09	-	GCGCAGGTGCTGCTCAGCGCCAGCAGGGGGCGCGC	V_CTCF_BR	29
chr14	107094957	107095107	id-32463	4.98e-09	-	GCGCAGGTGCTGCTCAGGACCAGCAGGTGGCGCGC	UpstreamP1_CTCF	13
chr14	107108732	107108882	id-32464	8.81e-07	+	AGGTCTGGGCTTGTTTTCACCAGTAGAGGGAGGGC	V_CTCF_BR	8
chr14	107113590	107113740	id-32465	1.28e-06	-	GGAACGCTGGGGAAAGTCATCTGCAGGGGGCGCTC	V_CTCF_BR	12
chr14	107117759	107117909	id-32466	3.88e-06	+	ACATTACTGTACCCAGTAAACTGCAGGGGGAGCCC	V_CTCF_BR	14
chr14	107119866	107120016	id-32467	1.01e-09	-	CACCAGCGGGCGCTCAGAACCACCAGGGGGCGCTC	V_CTCF_BR	29
chr14	107120196	107120346	id-32468	1.52e-07	-	ACAGCAGAGTGTGCTCAGGACACCAGGGGGCGCTC	V_CTCF_BR	16
chr14	107121950	107122100	id-32469	9.67e-08	-	CCTGCAGGGGCGCGCGGGGCCACCGGGGGCGGTCA	Upstream_CTCF	8
chr14	107130883	107131033	id-32470	1.19e-06	-	AGGAACGTTGGGGGAATCAGCGGCAGGGGGCGCTC	V_CTCF_BR	15
chr14	107137698	107137848	id-32471	1.3e-07	-	CATGCAGGGCAGAGGCAGTGCTGCAGGGGGCGCCC	Upstream_CTCF	5
chr14	107147669	107147819	id-32472	3.83e-09	-	CAGCAAGAGGCACTCAGGACCACCAGGGGGCACTC	V_CTCF_BR	32
chr14	107148314	107148464	id-32473	3.42e-08	-	AAACCAGGGGGCGCTCTGGACACCAGGGGGAGCTC	V_CTCF_BR	28
chr14	107150628	107150778	id-32474	3.42e-08	-	CCACGAGGGGACGCTCAGGACACCAGGGGGCGCTC	V_CTCF_BR	27
chr14	107150923	107151073	id-32475	2.6e-07	-	AAGCACCAGGGGGCACTCAACACAAGGGGGCGCTC	V_CTCF_BR	14
chr14	107161645	107161795	id-32476	1	+	NA	NONE	22
chr14	107161859	107162009	id-32477	2.31e-07	-	CTTGCAAGGCAAGGGCTGGGCGGGAGGGGGCACTC	Upstream_CTCF	10
chr14	107167851	107168001	id-32478	3.6e-07	-	TCCGTGTTGCTGACAACGACCACCAGGGGTCAACG	Upstream_CTCF	6
chr14	107172878	107173028	id-32479	3.73e-09	-	ATGCAGTTTGAACGTCAGGCCAGTAGGTGGTGCTC	UpstreamP1_CTCF	9
chr14	107173436	107173586	id-32480	1.15e-07	+	AGGCCTCCACTATCTAGGACCTGCAGGGGGCAGTG	V_CTCF_BR	6
chr14	107175275	107175425	id-32481	6.39e-08	-	CCCTGAAGTGGGCACAGGACCACCTGGGGGCGCTC	V_CTCF_BR	11
chr14	107183253	107183403	id-32482	1.99e-11	-	CCTGCAGGGGTCCCCAGGACCACCAGGGGGCGCCA	Upstream_CTCF	34
chr14	107198787	107198937	id-32483	5.98e-10	-	CCTGCAGGGGCGCGTGGGGCCAACAGGGGGCGGTC	Upstream_CTCF	36
chr14	107210787	107210937	id-32484	1.96e-08	-	CCTGCAGGGGCGCGCGGGGCTACCAGGGGGCGCTC	V_CTCF_BR	14
chr14	107216776	107216926	id-32485	1.08e-05	-	ATCCAAGTGCACTGTTCTGCCTGTAGGTGGAGAGA	UpstreamP1_CTCF	6
chr14	107218531	107218681	id-32486	3.41e-08	-	GCTGCAGGGGCATCTGAGACCACGAGGGGGTGTCC	Upstream_CTCF	9
chr14	107238960	107239110	id-32487	4.38e-09	-	CACAAGGGGGAGCTCAGAACCACCAGGGGGCGCTC	V_CTCF_BR	40
chr14	107239658	107239808	id-32488	1	+	NA	NONE	34
chr14	107248610	107248760	id-32489	6.67e-08	-	CTGTAATGCACTGTAGGGGGCACCTGAGGGCAGGA	UpstreamP1_CTCF	11
chr14	107250950	107251100	id-32490	2.93e-08	-	CTGTGGTATGGGAAGGCCACCAGCAGGGGGCTGCC	UpstreamP1_CTCF	27
chr14	107251762	107251912	id-32491	2.78e-06	+	GCAGGTGCATTAGTTTTAGCCACTGGAGGGCTGCC	V_CTCF_BR	9
chr14	107256641	107256791	id-32492	9.41e-05	+	TGATGGTTCAGGCTTCAGACCAGTAGGGGGCTTGT	V_CTCF_BR	18
chr14	107259331	107259481	id-32493	1	+	NA	NONE	1
chr14	107280874	107281024	id-32494	6.43e-10	-	GCGCAGGTGCCGCTCAGGACCAGCAGGGGGCGCGC	UpstreamP1_CTCF	21
chr14	107281292	107281442	id-32495	2.74e-08	+	CACTCACTTCTGGGAGCTGCCACCAGGGGGAGGAA	V_CTCF_BR	37
chr14	107283843	107283993	id-32496	1.22e-07	-	CCTGCAGGGTGGGGGCAGGGCTGCAGGGGGCGCTC	Upstream_CTCF	21
chr14	107287491	107287641	id-32497	2.58e-10	-	CACCAGGGGGTGGTCCGAGCCACCAGGGGGCACTC	V_CTCF_BR	35
chr15	20094190	20094340	id-32498	3.71e-05	-	TCTTCCCTATCCTTTATCCCCACCTGCTGGAGGCT	Upstream_CTCF	4
chr15	20179092	20179242	id-32499	2.32e-08	-	CCTGCAGGGGCGGGGCGGGGCTGCAGGGGGCGCTC	Upstream_CTCF	8
chr15	20192766	20192916	id-32500	2.96e-09	-	CCTGCAGGGGCGTGCGGGGCCACCAGGGAGCGCTC	Upstream_CTCF	20
chr15	20398393	20398543	id-32501	4.68e-07	+	TAGCACACGTTTTCAGGCACCACTAGAGGGCAGGC	V_CTCF_BR	4
chr15	20399962	20400112	id-32502	3.34e-10	+	CTGCAATTTCAAGTAACCACCACTAGGGGGTGGTG	UpstreamP1_CTCF	15
chr15	20456555	20456705	id-32503	7.9e-07	-	CTGCCATCCTCCTCATTGACCACCAGGGTAAGGCC	UpstreamP1_CTCF	7
chr15	20561735	20561885	id-32504	9.11e-08	+	TTGGTAATCTCCAATGTGTCCACCAGGTGGTGCTG	Upstream_CTCF	40
chr15	20829564	20829714	id-32505	5.41e-07	+	AAGCAAGGAATCACTAAAGCCACCAGGGGGCCCCT	UpstreamP1_CTCF	28
chr15	20859119	20859269	id-32506	3.86e-08	-	ACTGCATTCCAGAGCCTGGGCAGCAGAGGGAGACT	Upstream_CTCF	20
chr15	21183529	21183679	id-32507	1.26e-07	+	CTGGCATGTTGGCCCATAGCCACAAGGTGGCAGGA	V_CTCF_BR	5
chr15	21927353	21927503	id-32508	4.85e-07	+	CATCAGTTTTGTACATGGGCCACGAGAAGGCAGCA	UpstreamP1_CTCF	40
chr15	22302090	22302240	id-32509	8.71e-06	+	CTGGCATGTTGGCTCAGAAGCACAAGAGGGCAGGA	V_CTCF_BR	4
chr15	22386912	22387062	id-32510	5.08e-05	-	TCTTTGTTCCCTCCCTAGCCCTGGGGGTGGCAGCA	UpstreamP1_CTCF	6
chr15	22387606	22387756	id-32511	2.02e-06	-	TAGCAGTTTTGGCTGCAATCCAGTAGATGTCGCTT	UpstreamP1_CTCF	15
chr15	22423335	22423485	id-32512	1.1e-05	-	GAGCCCAGAAACAAGCCTCCCTGAAGAGGGAACAG	V_CTCF_BR	2
chr15	22428608	22428758	id-32513	1	+	NA	NONE	0
chr15	22432810	22432960	id-32514	6.9e-05	+	GAAGCAAGACCTGGGCCTGTGGATAGGGGGAGCTG	Upstream_CTCF	7
chr15	22436147	22436297	id-32515	2.19e-08	+	CACCAGAAGGGCTCAGACACCACCAGAGGGCGCCC	V_CTCF_BR	26
chr15	22451722	22451872	id-32516	1	+	NA	NONE	2
chr15	22461176	22461326	id-32517	4.38e-09	-	CACCAAGGGGTGCTCAGAACCACCAGGGGGCGCTC	V_CTCF_BR	7
chr15	22461353	22461503	id-32518	3.33e-09	-	ACCAGGGGAAGCTCAGGAACCACCAGGGGGCGCTC	V_CTCF_BR	22
chr15	22461750	22461900	id-32519	2.18e-07	-	GAACCACTAAGGGGTGTTGACACCAGGGGGCAGGC	V_CTCF_BR	25
chr15	22462195	22462345	id-32520	4.38e-09	-	CACCAGGGGGTGCTCAGAACCACCAGGGGGCACTC	V_CTCF_BR	39
chr15	22467114	22467264	id-32521	3.13e-10	-	TCTGCAGTGCAAGGGCTGGGCTGCAGGGGGCGCTC	Upstream_CTCF	12
chr15	22472751	22472901	id-32522	4.31e-09	-	ACGCAGGTGCTGCTCAGGACCAGCAGGGGGCGCGG	UpstreamP1_CTCF	19
chr15	22472982	22473132	id-32523	1	+	NA	NONE	9
chr15	22483182	22483332	id-32524	4.5e-05	+	CTGCTGCCACCAAGATGTTCCTCCAGGTCCAGTCC	UpstreamP1_CTCF	2
chr15	22509274	22509424	id-32525	1.26e-05	+	TGTGTATTTCGAATACCAGCCACAGTGTGGCGGCC	Upstream_CTCF	12
chr15	22511174	22511324	id-32526	4.23e-08	+	TCAGGAGTGAGCTGAGTCGACACCAGGTGGCGCCC	V_CTCF_BR	22
chr15	22512308	22512458	id-32527	1	+	NA	NONE	11
chr15	22792185	22792335	id-32528	2.19e-08	+	CGTGAGCCACCGCTCCTGGCCAGGAGAGGGCTCTC	V_CTCF_BR	28
chr15	22803030	22803180	id-32529	1.85e-07	+	CTGCAGTTCCACTAAGTGACCACTGGTGTCCGCTA	UpstreamP1_CTCF	28
chr15	22833262	22833412	id-32530	1.54e-05	+	CTCCAGTCCCCACCACGGGACAGCGCCAGGCAGTA	UpstreamP1_CTCF	39
chr15	22836839	22836989	id-32531	1.95e-07	-	CTTGCCATCCTTGGTTTGACCTCTAGGGGGCTACA	Upstream_CTCF	40
chr15	22868922	22869072	id-32532	1.39e-05	-	CGCAGACAGCGCCACTCGCCCAGCAGTGGCCACAT	V_CTCF_BR	17
chr15	22882985	22883135	id-32533	2.12e-06	-	CTGCCCTGGGGCTTCCCTGTCACCAGGAGGCATCA	UpstreamP1_CTCF	24
chr15	22918028	22918178	id-32534	4.7e-05	+	GGAGCCAGTCTGCCACCGCCCGGTGGATGTTGCTC	Upstream_CTCF	6
chr15	22961606	22961756	id-32535	6.49e-06	-	TCTTCACTGTGTGCAGTGACCACGAGGAGCTACTG	Upstream_CTCF	1
chr15	22969471	22969621	id-32536	2.94e-06	-	CGTGCAAAGCCATGACCATCCACCCGAGGGTAGAC	Upstream_CTCF	3
chr15	22970277	22970427	id-32537	3.09e-07	+	TCATGGCCACGCGCTCTGGGCTGCAGGTGGCAGCA	V_CTCF_BR	15
chr15	22977151	22977301	id-32538	3.45e-05	-	ACCACAGCCCAAGTGAGCGCCCCTGGCTGGCAGTA	V_CTCF_BR	4
chr15	22988458	22988608	id-32539	9.81e-06	+	GGGACTGTACCCTGCAAAGCCACAGGGTGGAGCTG	V_CTCF_BR	36
chr15	23034573	23034723	id-32540	2.19e-05	+	TAAGCAGTACAGTATGCTGCCAGGTGGCGTTGGCC	Upstream_CTCF	26
chr15	23061166	23061316	id-32541	7.55e-07	-	TGCCAGAGTAGGTCCCAGGCCACTAGAGGGTGCAC	V_CTCF_BR	35
chr15	23075975	23076125	id-32542	2.04e-05	+	TCAATTGTAATAGCAGCCACCTCCAGGTGGAGAGA	V_CTCF_BR	7
chr15	23152838	23152988	id-32543	9.25e-06	+	ATTATTCAAGGTGAGAGAAACTGCAGGGGGCAGTA	V_CTCF_BR	29
chr15	23216883	23217033	id-32544	1	+	NA	NONE	26
chr15	23378349	23378499	id-32545	1.82e-07	+	GCCGTGGCTGCGGCCAAGGCCAACAGCGGGCGCCG	V_CTCF_BR	10
chr15	23470652	23470802	id-32546	2.81e-05	-	GCCCGGGAACCGGTATTGCCCATAAGGGGGCGCTG	V_CTCF_BR	20
chr15	23482293	23482443	id-32547	1	+	NA	NONE	33
chr15	23513191	23513341	id-32548	1	+	NA	NONE	27
chr15	23712276	23712426	id-32549	1	+	NA	NONE	35
chr15	23739332	23739482	id-32550	2.19e-05	-	GTGCATTAATACAATGCTGCAGCCAGGGATCAGTG	UpstreamP1_CTCF	6
chr15	23742930	23743080	id-32551	1.41e-06	+	GAAGCTATGTTTCAGGTGGCCACGAGAGGGTGAAT	Upstream_CTCF	38
chr15	23820017	23820167	id-32552	1.64e-05	-	CAACCTTACTCCCTCAGCTCCACTAGGTGGTGCCT	V_CTCF_BR	8
chr15	23872406	23872556	id-32553	2.67e-06	-	TAAGTTATGTTTCAAACAGCCAATAGGGGGAAGCA	Upstream_CTCF	0
chr15	23874497	23874647	id-32554	6.67e-08	+	CTGTTGGTTGATCTAGTGGCCACTAGATGGCCCGA	UpstreamP1_CTCF	38
chr15	23887669	23887819	id-32555	4.68e-07	+	CGGTGGCACCTCTAATCTGCCGCTAGGTGGCAGGA	V_CTCF_BR	39
chr15	23890550	23890700	id-32556	1.24e-05	+	CTGACACTGCCTTGGGAGCACAGAAGGTGGCAGCA	V_CTCF_BR	11
chr15	23894183	23894333	id-32557	3.36e-07	+	TCCAGAGTGACAAAACGTGCCACCAGGGGGCAGAT	V_CTCF_BR	40
chr15	23908497	23908647	id-32558	1.04e-05	+	AAGGGAGAAATGGAATCAGTCACAAGGTGGCAGAG	V_CTCF_BR	6
chr15	24005234	24005384	id-32559	1.77e-05	-	GAAACAGTTGCATGAAGCAGCACAAGGAGGCGCCA	Upstream_CTCF	6
chr15	24068788	24068938	id-32560	9.25e-06	+	CGCCCTAAGCCCAGGAGTGCCACAAGCTGGAGTCC	V_CTCF_BR	9
chr15	24101223	24101373	id-32561	8.71e-06	-	CTGTGAACACCAAGGACATCCGCCAGAGGTCGGGG	V_CTCF_BR	5
chr15	24102303	24102453	id-32562	2.68e-05	-	CCAGGACTCCCAGTTTTGAATGCTAGATGGCGCTG	Upstream_CTCF	34
chr15	24112107	24112257	id-32563	1	+	NA	NONE	28
chr15	24123191	24123341	id-32564	8.16e-07	-	CTCAGCTTCTGATGGATGGACGCTAGGGGGCGGAA	V_CTCF_BR	39
chr15	24141461	24141611	id-32565	1.03e-06	+	TTTGATGCAGATGATCTCACCGGAAGGGGGCAGCA	V_CTCF_BR	9
chr15	24284943	24285093	id-32566	1.39e-05	+	GTAAAGAAACCACCAGAAACCAGCAGATGGAGACA	V_CTCF_BR	7
chr15	24921735	24921885	id-32567	1.92e-06	-	CTGCTGCAGCAGGGAGCAGCCAACGGCTGGCTCAG	UpstreamP1_CTCF	6
chr15	24923750	24923900	id-32568	1	+	NA	NONE	5
chr15	25006964	25007114	id-32569	4.14e-06	+	CAAATTGTTTCAATGCTGGCCACTAGAGGTCTCTC	V_CTCF_BR	38
chr15	25064980	25065130	id-32570	1	+	NA	NONE	3
chr15	25080571	25080721	id-32571	1	+	NA	NONE	4
chr15	25092299	25092449	id-32572	3.28e-05	-	TGGGCCTCCCTTTCTGTTGATGCTAGGTGGCGCTG	V_CTCF_BR	33
chr15	25101512	25101662	id-32573	1.37e-05	+	TTTTCTACCCACCCAGCAACCACCAGAGGTGGCAG	Upstream_CTCF	10
chr15	25301671	25301821	id-32574	1.08e-08	-	TACCATCCTGAGCCATCCACCAGCAGGGGGCGCAC	V_CTCF_BR	28
chr15	25379860	25380010	id-32575	3.24e-06	+	AGTGTAAGTGCTGCCACCACCACTAGGGTGCCAGG	Upstream_CTCF	28
chr15	25381372	25381522	id-32576	2.78e-06	+	TGGGTCATCTCCTAAAGATCCTGCAGAGGGAGCCA	V_CTCF_BR	36
chr15	25428359	25428509	id-32577	9.55e-09	-	CAAGGGCTGGACTGCAGCACCACCAGGTGGCGGCC	V_CTCF_BR	2
chr15	25452147	25452297	id-32578	2.72e-06	-	CAGCACCACCCACCGCCAGACTCAAGGAGGTGCCA	UpstreamP1_CTCF	3
chr15	25454025	25454175	id-32579	1.71e-06	+	CCAGTGGCTCCACATTGAGCCTGGTGGGGGCGCCA	V_CTCF_BR	3
chr15	25513426	25513576	id-32580	1.1e-05	-	AGCACTTGCCTCTGTGACAACACCAGAGGGTGCTC	V_CTCF_BR	27
chr15	25543094	25543244	id-32581	2.66e-05	+	TCAGAGCATTTTCTTTCACACGGCAGGGGGCTCCC	V_CTCF_BR	2
chr15	25591214	25591364	id-32582	2e-06	+	GGAGCACTGCCAGGAACACCAGCAAGGGGGAGCCT	Upstream_CTCF	36
chr15	25683523	25683673	id-32583	1	+	NA	NONE	39
chr15	25683849	25683999	id-32584	6.51e-07	+	CGAGCTATTCCGAGGAGGAGCCGAAGGAGGCGCCG	Upstream_CTCF	24
chr15	25684334	25684484	id-32585	4.65e-05	-	GATTACCCTTTCTGTCCAGTCGCAAGATGGCGACC	V_CTCF_BR	30
chr15	25747062	25747212	id-32586	6.43e-06	-	AGCAGGACTCACATTCCATCCAACAGATGGCAGTA	V_CTCF_BR	40
chr15	25753675	25753825	id-32587	2.97e-06	+	TAAATGCTGTGCATCTTCACCAGCAGATGTCACTG	V_CTCF_BR	40
chr15	25788398	25788548	id-32588	1	+	NA	NONE	8
chr15	25837181	25837331	id-32589	4.3e-06	+	ATGGCAGAGTTGTATACTTCCAGCAGGAGGCACAA	Upstream_CTCF	10
chr15	25907179	25907329	id-32590	1.73e-05	+	TAACAGCAGATTCTTTCAGCCAGTAGGAGGTGGCA	V_CTCF_BR	21
chr15	25915262	25915412	id-32591	1	+	NA	NONE	8
chr15	25929157	25929307	id-32592	6.51e-07	-	GATGCCTCTCCCTCTCCCCCCAGCAGAGGTCCCCG	Upstream_CTCF	19
chr15	25934893	25935043	id-32593	4.11e-07	-	CTGCCATGCCTGCTCTCCTCCTCAAGGTGGGAGCA	UpstreamP1_CTCF	7
chr15	25936635	25936785	id-32594	1	+	NA	NONE	3
chr15	25937365	25937515	id-32595	7.11e-06	-	GAAGTTCTCCTTTATTGCACCCCTAGAGGGCCCCA	Upstream_CTCF	28
chr15	25939151	25939301	id-32596	9.51e-07	+	GCTTCCTTCCTGGCCCTCACCAGGAGGTGGTGCTG	V_CTCF_BR	36
chr15	25939565	25939715	id-32597	1.38e-06	-	GTCCCAGTCTGTCCTGGCCACAGCAGAGGGCACTA	V_CTCF_BR	8
chr15	25955361	25955511	id-32598	2.89e-09	-	AGCTCTCGACTGTCCCTGCCCAGCAGGGGGCGCCG	V_CTCF_BR	37
chr15	25972207	25972357	id-32599	8.71e-06	+	GAGAACACAGCGCTGTCTGGCGGCAGGTGGTGCCA	V_CTCF_BR	0
chr15	25978817	25978967	id-32600	1.59e-06	+	GATGGTGCCTGTGCCCAGGCCACAAGGGGGCTACC	V_CTCF_BR	2
chr15	25981018	25981168	id-32601	8.98e-06	-	ATGCATTTAATACTCTTTGCCACATGGTGTAGCTG	UpstreamP1_CTCF	3
chr15	25985105	25985255	id-32602	2.78e-06	+	AGCTGTGTCCCCTCTTCAACCACATGGGGGAGGCG	V_CTCF_BR	32
chr15	26016568	26016718	id-32603	3.36e-05	-	CTGTAGCTGGGAAGATAAGCCTCTAGTGGACATTA	UpstreamP1_CTCF	11
chr15	26028786	26028936	id-32604	1.64e-07	+	AATGCAAGGCAAGCTATCACCGCTAGAGAGCGCCC	Upstream_CTCF	33
chr15	26030898	26031048	id-32605	4.7e-05	-	GGTGGTGCCCCCATTCCAGCCACCAGGGCCAGAGA	Upstream_CTCF	8
chr15	26034929	26035079	id-32606	1	+	NA	NONE	6
chr15	26035561	26035711	id-32607	7.55e-07	+	GTTGTCCCAGCGGAACTCACCCCCAGAGGGCAGGG	V_CTCF_BR	14
chr15	26040266	26040416	id-32608	6.84e-06	-	CCCTGGCTGATTCAGTCCCTCAGAAGGGGGCGCTG	V_CTCF_BR	4
chr15	26093294	26093444	id-32609	2.84e-05	+	CTGCGGCAACAAATTATGACAACTTGGTGGCTTGA	UpstreamP1_CTCF	2
chr15	26098436	26098586	id-32610	8.79e-07	+	CTGAAGCACCATGTTGTGACCAGCAGGAGTCTAAC	UpstreamP1_CTCF	14
chr15	26107549	26107699	id-32611	1	+	NA	NONE	6
chr15	26122877	26123027	id-32612	5.28e-05	+	GGAGCTTGTCACACAGAAACAAGAAGGAGGCGCAG	Upstream_CTCF	1
chr15	26179189	26179339	id-32613	4.68e-07	-	TAGCGATGTAAGTCGTGCGCCACTAGCTGGCACTG	V_CTCF_BR	38
chr15	26179611	26179761	id-32614	1	+	NA	NONE	27
chr15	26183349	26183499	id-32615	5.53e-08	-	GTGCACAGGGGCACGATGCCCAGCAGGTGGAGGCA	UpstreamP1_CTCF	3
chr15	26189643	26189793	id-32616	8.62e-10	+	CGCCCTCCACACCTCCCCGCCAGCAGAGGGAGCCC	V_CTCF_BR	7
chr15	26192693	26192843	id-32617	4.14e-06	+	CCCTTCTGCCAGGTCTGTCCCAGCAGGTGTCACTA	V_CTCF_BR	16
chr15	26234569	26234719	id-32618	1	+	NA	NONE	13
chr15	26282646	26282796	id-32619	1	+	NA	NONE	13
chr15	26318607	26318757	id-32620	1	+	NA	NONE	5
chr15	26340964	26341114	id-32621	3.65e-07	-	TGCCCGTTGCTCTCTCAGGGCAGCAGGGGGCGGTG	V_CTCF_BR	28
chr15	26371289	26371439	id-32622	1.73e-05	-	CCCAGAACTGGGGAAACAGCCCCGTGGGGGAGCTG	V_CTCF_BR	2
chr15	26425144	26425294	id-32623	2.78e-06	+	TGGTTAATCTCAGGCTCATCCACAAGAGGGCTGCC	V_CTCF_BR	15
chr15	26505793	26505943	id-32624	1.22e-08	-	GGCCTGTTGCGCTTCGTGACCTCCAGGGGGAGCCC	V_CTCF_BR	40
chr15	26539277	26539427	id-32625	3.22e-07	+	GCTGCTGGCTCTCCCTGCACCAGCTGGGGGTGCCC	Upstream_CTCF	2
chr15	26720832	26720982	id-32626	8.46e-07	+	CCTGCAGTGAGCCCTGACCCCTGCAGGTGGGTCTG	Upstream_CTCF	2
chr15	26876131	26876281	id-32627	9.84e-06	+	CTGTTTTGGAGCCACAGTGCCGCTGGGAGGCAAGG	UpstreamP1_CTCF	1
chr15	26877141	26877291	id-32628	9.26e-05	-	TCGCCTGTCACTTGCTGGGCCAGTAGGAGGCCAAC	UpstreamP1_CTCF	4
chr15	26896268	26896418	id-32629	5.34e-06	-	TGCTGTCCTAGCTCCACTGTCTGCAGATGGCAGTG	V_CTCF_BR	1
chr15	26911800	26911950	id-32630	8.59e-05	-	CACAAATCCTTCCTCTTTCAAGGCAGGGGGCGCCC	V_CTCF_BR	6
chr15	26928048	26928198	id-32631	1.72e-06	+	AGTGCTGCCCCCACCACTGCCCCCAGCAGCCGGCT	Upstream_CTCF	3
chr15	27004710	27004860	id-32632	9.11e-08	-	TCTGCAGTGCTGCACTCGGCCAGTGTGGGGCGAGG	Upstream_CTCF	8
chr15	27084014	27084164	id-32633	1.15e-07	+	CGGACAGTTCTCCTCATGGCCACAAGAGGGCGAAG	Upstream_CTCF	39
chr15	27098219	27098369	id-32634	9.66e-05	+	TATGTAATACCAGCCAAGGCCAGGAGGGCTGTTAC	Upstream_CTCF	3
chr15	27109991	27110141	id-32635	1.59e-06	-	GTCGTGATCGTTGTGGAAGACAGTAGAGGGCACCC	V_CTCF_BR	39
chr15	27112117	27112267	id-32636	6.84e-06	-	GGCCCTCTGCAGAGGTGCTCCGGTAGAGGCCGCCA	V_CTCF_BR	28
chr15	27134571	27134721	id-32637	1.03e-06	+	ACACATATTCCTTAAACGGCCACTTGAGGGCAGCA	V_CTCF_BR	40
chr15	27136609	27136759	id-32638	3.36e-07	+	TGGGGACTGAAAATAATGTCCACGAGGTGGCGCCG	V_CTCF_BR	40
chr15	27216717	27216867	id-32639	3.4e-06	+	CCCCGAGCTGGGCGACAGGGCGGCGGGGGGCGCTG	V_CTCF_BR	4
chr15	27219390	27219540	id-32640	1.01e-05	+	CAGGAAAACCCTCTCATCACCACTAGAGGGAGAAT	Upstream_CTCF	34
chr15	27229088	27229238	id-32641	3.4e-06	-	ACGAAATGAGGGAGGGCTTCCTGTAGGGGGCGACA	V_CTCF_BR	20
chr15	27262427	27262577	id-32642	8.91e-07	-	ACTGCAGTACCACAAACAGGCATCAGAGTGAACCC	Upstream_CTCF	40
chr15	27304873	27305023	id-32643	7.8e-08	+	GACACAGTTCGATTATTGACCACTAGGTGGCACCA	V_CTCF_BR	39
chr15	27323079	27323229	id-32644	1	+	NA	NONE	6
chr15	27340965	27341115	id-32645	4.01e-05	-	GGTCCTGGGGGACATCCTGCAGCCAGGAGGAGCTC	V_CTCF_BR	2
chr15	27410847	27410997	id-32646	3.97e-05	+	CAGTGAGAGGAGGATCAGGCCAGCAGAGGATGCTA	UpstreamP1_CTCF	1
chr15	27483472	27483622	id-32647	3.36e-05	+	CTGCCTTAGCTGGAGGGAGCCGCGCGGGGGCGCAG	UpstreamP1_CTCF	13
chr15	27495537	27495687	id-32648	5.37e-06	-	TCGCACCACTCCAGCCTGGACAACAGAGGGAGACT	UpstreamP1_CTCF	10
chr15	27509191	27509341	id-32649	4.65e-05	+	AGGATTCAAATCAGAAGTAACAGCAGAGGGAGGAT	V_CTCF_BR	2
chr15	27514229	27514379	id-32650	1	+	NA	NONE	7
chr15	27541979	27542129	id-32651	3.4e-06	+	CTCAGGCAGGTCCAGGTATCCAGAAGAAGGCGCTG	V_CTCF_BR	1
chr15	27581656	27581806	id-32652	1	+	NA	NONE	6
chr15	27584388	27584538	id-32653	8.59e-05	+	AATCCACAAACTCTGGAAGCAGCTAGAGGGAGCTC	V_CTCF_BR	5
chr15	27604089	27604239	id-32654	1.9e-09	-	CCTGCAGTGCAGGCAGCCACCAGAAGGTGTCACTG	Upstream_CTCF	40
chr15	27730533	27730683	id-32655	9.27e-07	+	GAGCATCACTGAGGTTGCACCAGGAGGGGGCGTCA	UpstreamP1_CTCF	11
chr15	27757508	27757658	id-32656	1.55e-05	+	TGTTTGTTGAGCACAGTGCACTGCAGGTGGAGCTG	V_CTCF_BR	4
chr15	27772731	27772881	id-32657	2.6e-05	+	CTGCAGTAGCAAAGGTTCTCCGGGAGGTAATGGGG	UpstreamP1_CTCF	19
chr15	27780689	27780839	id-32658	1	+	NA	NONE	9
chr15	27819319	27819469	id-32659	2.81e-05	+	GGGAGCTGGTGGCCTCCGGGTCGCAGGTGGCGCTG	V_CTCF_BR	1
chr15	27922827	27922977	id-32660	1	+	NA	NONE	3
chr15	27926298	27926448	id-32661	1.55e-08	+	CACCTCGTACACAGGCTTGCCGCCAGGGGGCAGTA	V_CTCF_BR	20
chr15	27935558	27935708	id-32662	5.98e-05	-	CTGTCTGAAACCATCCTCCCCGACAGGAGGCAGCA	UpstreamP1_CTCF	4
chr15	27959951	27960101	id-32663	9.84e-05	+	ATGAGCCCAGCAAACCTGACCACTTGGGTGCGCTG	V_CTCF_BR	8
chr15	28002340	28002490	id-32664	7.15e-05	-	TGTTATGATTTATCCATGTCCACAGGGAGGCAGCA	V_CTCF_BR	5
chr15	28053493	28053643	id-32665	2.2e-06	+	GGAGCAGAGGCAGCAAGGACCGCTGGGAGGCAGGA	Upstream_CTCF	2
chr15	28089261	28089411	id-32666	1.64e-05	-	AGGCCCTCGGTGGGGGCGTCCAGCGGATGCCTGCA	V_CTCF_BR	5
chr15	28098692	28098842	id-32667	1.35e-05	-	CTCCTTCTAGCAACATAAGCCACAAGGGGGCATGC	UpstreamP1_CTCF	4
chr15	28100407	28100557	id-32668	1	+	NA	NONE	1
chr15	28142786	28142936	id-32669	1.72e-06	-	CTGGGAGCTTCTCACAGCTCCACTAGGTGGTGCCC	Upstream_CTCF	9
chr15	28157541	28157691	id-32670	1	+	NA	NONE	7
chr15	28202720	28202870	id-32671	3.18e-06	+	TCCAGTGCCAGCACCTTCCCCAGCAGCAGGCGGCG	V_CTCF_BR	1
chr15	28262801	28262951	id-32672	1.09e-06	-	TGGATGTTCCCTGTTATAACCAGTAGAGGGAAACC	UpstreamP1_CTCF	19
chr15	28265239	28265389	id-32673	9.49e-08	-	CCCACAGCCTGAGTCCCTCCCAGCAGGGGGCAGGG	V_CTCF_BR	7
chr15	28266839	28266989	id-32674	1.71e-06	+	GGAAGCGCATCTAATCTGGCAGCCAGAGGGCGCAG	V_CTCF_BR	34
chr15	28295667	28295817	id-32675	1.38e-06	-	TCATTCCCATGCTTTCCCACCACTGGAGGGCACTG	V_CTCF_BR	21
chr15	28304247	28304397	id-32676	1.75e-07	+	CTCCAGTTCCTCCCTGTGCCCACAAGAGAGCAGAA	UpstreamP1_CTCF	4
chr15	28305354	28305504	id-32677	1	+	NA	NONE	7
chr15	28331367	28331517	id-32678	1.31e-05	+	AGGCCACTCCCCAGTGGTGTCACTAGAGGTCAGTA	V_CTCF_BR	40
chr15	28340928	28341078	id-32679	1.9e-06	-	TCTGGATGTTAGACACTGTCCACCAGAGGGGAGTT	Upstream_CTCF	21
chr15	28342216	28342366	id-32680	1.93e-05	-	GGCCCGGCCACCCACTGAGGCGCCAGGAGGCGCAT	V_CTCF_BR	11
chr15	28344039	28344189	id-32681	1.48e-06	+	CCACCCATGACCTCATGGCCCACCAGGGGGCGACT	V_CTCF_BR	34
chr15	28368699	28368849	id-32682	4.66e-08	-	GCTGTTTCTCTCAGGATGTCCAGCAGAGGGGGCCA	Upstream_CTCF	40
chr15	28371308	28371458	id-32683	8.71e-06	+	AACACATTGAGATTTTCCCCCACTAGAGGGCGATA	V_CTCF_BR	40
chr15	28377311	28377461	id-32684	6.48e-05	+	CTGCCACAGGCGATGTCAACCACACGGTGGCCCTG	UpstreamP1_CTCF	2
chr15	28437062	28437212	id-32685	8.89e-06	+	CTTGCGACCCCGATGACTGCCAGCAGGGCTCGCTG	Upstream_CTCF	30
chr15	28472610	28472760	id-32686	1.84e-06	-	TATCATTTTTACATTCCCACCACCAGTGGGCAGGA	V_CTCF_BR	40
chr15	28518745	28518895	id-32687	1.83e-05	+	GGGACGCAAACGCCAAAGGCCTCCTGCTGGCTGCA	V_CTCF_BR	26
chr15	28520118	28520268	id-32688	8.21e-06	+	CGGAACATACAACCAGTCAGCAGCAGAGGGTGCAG	V_CTCF_BR	0
chr15	28973329	28973479	id-32689	4.85e-07	-	CCGTTCTGCCAGGTCTGTCCCAGCAGGTGTCACTG	UpstreamP1_CTCF	19
chr15	29034825	29034975	id-32690	1.47e-05	+	TGGGAAGGCACCTGCTCCCACAGAAGGGGGAACGC	V_CTCF_BR	18
chr15	29039531	29039681	id-32691	9.25e-06	-	ATTATTCAAGGTGAGAGAAACTGCAGGGGGCAGTA	V_CTCF_BR	22
chr15	29118994	29119144	id-32692	1.21e-05	+	CAGGCAACACTGATGTCGGCTGCCAGGTGGTGCTG	Upstream_CTCF	23
chr15	29126483	29126633	id-32693	1	+	NA	NONE	22
chr15	29126887	29127037	id-32694	7.46e-06	+	ATGCAATTCATGTATGCTGTCACTAAGTGGTGGTA	UpstreamP1_CTCF	25
chr15	29130552	29130702	id-32695	1.35e-05	+	GGGGAGCTGCGGTGGGGAGGCAGCAGGGGGCCTCC	UpstreamP1_CTCF	13
chr15	29130949	29131099	id-32696	8.71e-06	+	GCAGACTGTCCCAGCGCCGGGGCCAGGGGGCGCAG	V_CTCF_BR	18
chr15	29147604	29147754	id-32697	2.1e-05	+	CCTGCAGGAGGTCCCGGAGCAGAAAGAGGGCGCTA	Upstream_CTCF	31
chr15	29149273	29149423	id-32698	1.16e-05	+	TTTGAGATACCAGACTCCACCCGCCGGGGGCCCTC	Upstream_CTCF	0
chr15	29157697	29157847	id-32699	4.01e-05	-	GAGTAAAGAACAGACACAACCTCTGGAGGGTGCTG	V_CTCF_BR	3
chr15	29158627	29158777	id-32700	1.21e-06	+	GTCTACTTCCTGTAGTCCACCACCAGGAGGTAGAA	UpstreamP1_CTCF	28
chr15	29210633	29210783	id-32701	1	+	NA	NONE	22
chr15	29214233	29214383	id-32702	6.27e-08	+	CTGCACTGAGTGCCTCTGTCCTCCTGGTGGAGCTG	UpstreamP1_CTCF	34
chr15	29227641	29227791	id-32703	6.21e-06	+	GTGGCTGTCAGGGCGTAGGACGCTAGGGGGCGAAC	Upstream_CTCF	36
chr15	29244224	29244374	id-32704	1.69e-05	-	GGCTAGGTCCAGGGCTTCGCCGCCAGATGGGGTCG	UpstreamP1_CTCF	0
chr15	29253742	29253892	id-32705	1.64e-05	+	GGAGAGACAGCTGCAGGGGACTCCTGGTGGAGGAA	V_CTCF_BR	0
chr15	29267993	29268143	id-32706	5.89e-08	-	TGGCTGCTCCACAGCCTCGCCAATAGAGGGCGCCA	UpstreamP1_CTCF	40
chr15	29275734	29275884	id-32707	3.71e-05	+	AATGTAGTGAACAAGGTGGCCTCCAGGAGCGCTGT	Upstream_CTCF	20
chr15	29281601	29281751	id-32708	7.44e-06	+	TGTGCTGGGCCCTGTGTGGCCACACGGGGCTGTAT	Upstream_CTCF	24
chr15	29290854	29291004	id-32709	3.18e-06	+	TGCTCATATGTATAGGAAGCCAGGAGGTGGCAGAC	V_CTCF_BR	15
chr15	29310717	29310867	id-32710	1.22e-07	+	GAGCAGGATCCAGGAGGGGCCACCTGGTGGCAGGT	UpstreamP1_CTCF	21
chr15	29382003	29382153	id-32711	1.59e-06	-	CACTGACCCTAAGCTGAGACCACCAGAGGGAGACA	V_CTCF_BR	28
chr15	29382834	29382984	id-32712	1.69e-10	-	ATGCAGTGGCTCTCATTGACCACTAGATGGCGTCA	UpstreamP1_CTCF	40
chr15	29390082	29390232	id-32713	5.92e-05	+	ATTTCACTTCACAGCATGTCCTCTAGGGTCATCCA	Upstream_CTCF	4
chr15	29394536	29394686	id-32714	4.7e-08	+	GGCTGATCTTACTCACAGACCAGCAGGGGGCGCTG	V_CTCF_BR	40
chr15	29395183	29395333	id-32715	1	+	NA	NONE	13
chr15	29396055	29396205	id-32716	1.38e-09	-	GAGGCGCGACGCCCGGGGACCGCCAGATGGCGCCG	V_CTCF_BR	39
chr15	29407328	29407478	id-32717	1.96e-08	-	CGCACTCAGCCTCACAGAGCCACCAGGGGGAGCAC	V_CTCF_BR	38
chr15	29417425	29417575	id-32718	7.78e-06	+	GGTTCCGGAGCTCAAGAAACCAGCAGAGGGGGGTG	Upstream_CTCF	30
chr15	29417680	29417830	id-32719	9.81e-06	-	GAAGTGGAAGTGCAGGAACCCTGAAGAGGGCGCAG	V_CTCF_BR	3
chr15	29418660	29418810	id-32720	7.44e-05	+	CATGGCATTAGAGTGGGCGGCCGCAGGGGACGCTG	Upstream_CTCF	1
chr15	29419445	29419595	id-32721	1.46e-07	-	AGGCAACTCCACTGTGGCGCCAGGAGGGGGCTCTG	UpstreamP1_CTCF	25
chr15	29432115	29432265	id-32722	1.39e-07	+	GGGCTGCCGGCAGGCTCTGCCTGTAGGGGGTGCCA	V_CTCF_BR	39
chr15	29451440	29451590	id-32723	7.44e-05	-	CGTGAAGGTCTGCAGCTTCACTCCTGGAGCCAGCG	Upstream_CTCF	1
chr15	29460987	29461137	id-32724	2.47e-05	+	GAGGGAGTTCACACACTCTCCGCAAGGGTTCAGAA	Upstream_CTCF	0
chr15	29500697	29500847	id-32725	1	+	NA	NONE	11
chr15	29551548	29551698	id-32726	1	+	NA	NONE	16
chr15	29570662	29570812	id-32727	3.42e-05	-	TTTGAAGTACTATGAAGGGCCTCTTGGAGCCCAGG	Upstream_CTCF	5
chr15	29636800	29636950	id-32728	4.88e-06	-	TCTCTGTGGCACTGACCTTCCACCAGAGGACACTC	UpstreamP1_CTCF	7
chr15	29657006	29657156	id-32729	1.29e-05	+	CCGCCACTACCACCAGCCGCCAGCAGAGTGGTGCA	UpstreamP1_CTCF	34
chr15	29696093	29696243	id-32730	9.39e-07	-	GGTGCAGTACCTGCAGCAGGGAGGAGGGAGAGCAG	Upstream_CTCF	16
chr15	29743517	29743667	id-32731	2.6e-07	+	AGGAGTCTGCAGGACCAGGCCAGCAGGTGGCTCAG	V_CTCF_BR	27
chr15	29859251	29859401	id-32732	1.17e-05	-	GGCTGTGCCAGCCAGTGAGTCAGCAGGTGGATCAG	V_CTCF_BR	6
chr15	29861138	29861288	id-32733	5.01e-06	-	TTAAGTCTGCTGGAACCAGCCTACAGGTGGCAGAC	V_CTCF_BR	30
chr15	29888597	29888747	id-32734	2.8e-05	+	TCAGAATTGTTAGCTCATATCCCTAGGGGGCACAA	Upstream_CTCF	24
chr15	29906218	29906368	id-32735	2.46e-08	+	GGGACATCCTTCCTCATGGCCACAAGATGGCGGTC	V_CTCF_BR	29
chr15	29915561	29915711	id-32736	5.72e-07	+	CTGTAGTTAGCACCATTTTCCAGCAGGGGAACTGG	UpstreamP1_CTCF	22
chr15	29949226	29949376	id-32737	3.88e-06	+	GAGTCTCCCGCTGTTCCTCACGCCAGAGGGCAGTG	V_CTCF_BR	18
chr15	29960388	29960538	id-32738	1.11e-05	+	ACTGCATTGTCTGCTATTGCCAGTCCGGGGAAACG	Upstream_CTCF	40
chr15	29972792	29972942	id-32739	9.78e-07	-	GTGTCATCGTCTTCCATCACCACCAGATGGGACCG	UpstreamP1_CTCF	16
chr15	29980302	29980452	id-32740	5.74e-05	-	CAGTTGCCAGCCAGTAGCGACACCGCGTGGCAGGG	UpstreamP1_CTCF	1
chr15	29984856	29985006	id-32741	3.4e-06	+	TATGCTAACCCACAGGCAACCACTAGAGGAAGCTA	Upstream_CTCF	38
chr15	29987814	29987964	id-32742	2.68e-05	+	GGATTAGGATCCTCATGAGACACCAGAGGGCGTGT	Upstream_CTCF	26
chr15	29989929	29990079	id-32743	1.64e-06	+	CATCAGCTGGGAGAAACAAGCACTAGGGGGCACCT	UpstreamP1_CTCF	21
chr15	29990504	29990654	id-32744	2.96e-05	-	ATGCAGGAAGGCCACCTAGCAGGCAGATGGGGAGT	UpstreamP1_CTCF	3
chr15	30033026	30033176	id-32745	9.39e-07	-	TGTTTAGCAGCAATCCTGGCCACTAGATGCCAGTA	Upstream_CTCF	38
chr15	30040169	30040319	id-32746	5.28e-08	+	AGTGCATTTCCATTATCTACCAAAAGATGGAGGCA	Upstream_CTCF	28
chr15	30045787	30045937	id-32747	1.85e-05	-	TGTGCATAGTTCTGAGTGATCAACAGGCGGCACCA	Upstream_CTCF	1
chr15	30113731	30113881	id-32748	1.03e-06	+	CAAAGACAGCAGCTCCCGGCCAGCAGGAGGTGGCA	V_CTCF_BR	37
chr15	30218120	30218270	id-32749	6.46e-07	-	TCCCTCCAAGGCTTGCTGGCCACCAGGAGGTGCTG	V_CTCF_BR	40
chr15	30228002	30228152	id-32750	6.8e-06	-	CTCCAGCAAAGCACATCTGCCTGGGGGTGGCAGTG	UpstreamP1_CTCF	39
chr15	30231027	30231177	id-32751	2.27e-06	-	AGCTGTGCAAGACTTTCAGCCACATGGGGGCAGGG	V_CTCF_BR	37
chr15	30234472	30234622	id-32752	4.01e-05	+	CAAAACCGATCCAGAAAGCCCACTAGGTGGAGATG	V_CTCF_BR	35
chr15	30277584	30277734	id-32753	1.1e-05	+	AGCACGATGTTGAGCTTTCTCAGTAGAGGGCGCTA	V_CTCF_BR	36
chr15	30322684	30322834	id-32754	6.74e-08	-	GCAGCAATGTTCACAATCGCCAAAAGATGGCAACA	Upstream_CTCF	23
chr15	30335536	30335686	id-32755	1.1e-05	-	CAAGGGTAGAAATATAGCACCACTAGATGGTACTA	V_CTCF_BR	33
chr15	30348774	30348924	id-32756	5.68e-06	-	GACAGCCCTCTTTCTCCAGCCACTAGGAGGTAGCC	V_CTCF_BR	10
chr15	30367603	30367753	id-32757	7.73e-06	-	CCTAAGAAACTACAAAATACCACAAGATGGCACTC	V_CTCF_BR	39
chr15	30422396	30422546	id-32758	1	+	NA	NONE	35
chr15	30465669	30465819	id-32759	2.17e-09	-	GCGGCAGGCTCCTGGACGGACAGCAGGGGGCACCA	V_CTCF_BR	23
chr15	30487886	30488036	id-32760	1.93e-05	-	CCCTTTGTAACCGACTCCACCGACAGGAGGCGCGG	Upstream_CTCF	6
chr15	30913678	30913828	id-32761	1	+	NA	NONE	11
chr15	30918250	30918400	id-32762	1.73e-06	-	CTGCAGACACCCGGAGCCACCACGGGGGGGTCACA	UpstreamP1_CTCF	33
chr15	30938393	30938543	id-32763	2.43e-06	+	TGTGCATGGTGGCTGGTCACCAGGAGGTGGCCACC	Upstream_CTCF	11
chr15	30941202	30941352	id-32764	1	+	NA	NONE	8
chr15	30953418	30953568	id-32765	6.21e-06	+	GCTGTGATAATTTAAAGAGCCACTAGAGGTCATTC	Upstream_CTCF	37
chr15	30962532	30962682	id-32766	1	+	NA	NONE	3
chr15	31047356	31047506	id-32767	1.96e-08	-	CACCAGAGTCCCAGGCTGGCCACTAGGTGGCGCTT	V_CTCF_BR	15
chr15	31091799	31091949	id-32768	9.51e-07	+	CCCTCACACCCAGGGTCTTCCTGCAGGTGGAGCTG	V_CTCF_BR	25
chr15	31092015	31092165	id-32769	1.77e-05	-	ACTGCTTTGCCCCAAACTTCCTGCTGCTGCAGCTG	Upstream_CTCF	16
chr15	31093459	31093609	id-32770	3.4e-06	+	GTGAGTGGGAGGCCAGGGCACGGCAGGGGGAGCTG	V_CTCF_BR	29
chr15	31151605	31151755	id-32771	6.86e-07	-	GAAGCTATGTTTCAGGCGGCCACTAGAGGGTGAAT	Upstream_CTCF	39
chr15	31186790	31186940	id-32772	5.68e-06	+	CCATTCTGCCAGGTCTGTCCCAGCAGGTGTCACTA	V_CTCF_BR	22
chr15	31195770	31195920	id-32773	1	+	NA	NONE	17
chr15	31198120	31198270	id-32774	4.88e-05	+	ATGGGCAGTAATCTAGTGACCGCAAGGAGTCACTG	V_CTCF_BR	29
chr15	31233818	31233968	id-32775	4.88e-05	-	GCGGCAACAGCGCAGTGGCCCCCTGGAGGCCTGCT	Upstream_CTCF	9
chr15	31282323	31282473	id-32776	3.11e-05	+	TGGTGTGGCAACTAGGTCGCAACTAGGTGGTGGGG	V_CTCF_BR	21
chr15	31283426	31283576	id-32777	6.82e-05	+	CCGGGAATCAGGCAGCCGCGCTGCTGTGGGCAGGG	V_CTCF_BR	15
chr15	31289583	31289733	id-32778	4.94e-06	-	GGTGTAGCTTCTTTCTAAGACACAAGGAGGCACAT	Upstream_CTCF	11
chr15	31325452	31325602	id-32779	1	+	NA	NONE	7
chr15	31326570	31326720	id-32780	8.21e-06	-	GCATCTAAGAGCAAGCCTCCCAGAAGGGGGCAGGT	V_CTCF_BR	17
chr15	31391623	31391773	id-32781	1	+	NA	NONE	16
chr15	31396306	31396456	id-32782	6.43e-06	+	GCGGGGGTGCAGTCCTTCTCCTCATGGGGGAGCCA	V_CTCF_BR	1
chr15	31421596	31421746	id-32783	7.07e-08	-	AGGTCGGCACTGGAGGCGGCCAGGTGGGGGCAGCA	V_CTCF_BR	40
chr15	31428331	31428481	id-32784	1	+	NA	NONE	21
chr15	31435567	31435717	id-32785	7.73e-06	-	CCACTCTACTCCAGCGTGGGCAGCAGAGGGAGACT	V_CTCF_BR	23
chr15	31437639	31437789	id-32786	1.61e-05	-	CGGATGTTGCTGAAGTTACCCACTAGGTGGACTAG	UpstreamP1_CTCF	33
chr15	31472039	31472189	id-32787	8.03e-07	+	CAATCAGTACCTGCAGGGACCAGTAGGAGCCCCAG	Upstream_CTCF	25
chr15	31489760	31489910	id-32788	1.13e-05	-	CTGACATTGCTCCACGCTGCCACGTGGCGGCGCCA	UpstreamP1_CTCF	40
chr15	31492979	31493129	id-32789	4.94e-06	+	CCATCCACCCACGCCGTCACCAGCAGGTGGGGACC	Upstream_CTCF	40
chr15	31498730	31498880	id-32790	1	+	NA	NONE	17
chr15	31506893	31507043	id-32791	1.11e-05	+	TGTGCAGTTACTGCTGCACACACGTGAGGACACAC	Upstream_CTCF	18
chr15	31507722	31507872	id-32792	1.51e-08	+	CTGCTGAGGCCTGTGGCTGACACCAGGGGGCAGGG	UpstreamP1_CTCF	40
chr15	31528802	31528952	id-32793	1.7e-05	-	CTGGCCATGGGCCCTGAAACCACCAGGAGGCTCTT	Upstream_CTCF	30
chr15	31539848	31539998	id-32794	9.84e-05	+	TTTGTAGGGAAAGTGTCGGCAGGATGGTGGCGCAG	V_CTCF_BR	0
chr15	31546756	31546906	id-32795	8.33e-05	+	GATGCAATGCTGAGACTGAACTGCAGAGCTGAGTA	Upstream_CTCF	12
chr15	31556596	31556746	id-32796	1.59e-06	+	CTTCTGAAATGGACTGCCAGCTCCAGGGGGCGGCA	V_CTCF_BR	6
chr15	31570497	31570647	id-32797	3.24e-06	-	GGTGTAGTGGAGCTCTCAGCCTCCAGGGGTGTCCC	Upstream_CTCF	5
chr15	31588953	31589103	id-32798	8.16e-07	+	CACCAGGACGCCGGGAGGGGCAGGAGAGGGCAGGA	V_CTCF_BR	4
chr15	31595405	31595555	id-32799	1	+	NA	NONE	24
chr15	31635180	31635330	id-32800	1.96e-08	-	CCCAAGCACAGGAGCCTGGCCAGCAGGGGGATGCG	V_CTCF_BR	13
chr15	31653038	31653188	id-32801	2.06e-07	+	CCTGCTGTGCACCTGGAGCCGGCCAGGTGGCAGGT	Upstream_CTCF	3
chr15	31654133	31654283	id-32802	5.7e-05	-	GATGCAGATCCCAAGTGCCACTGTAGGGGCTCATG	Upstream_CTCF	10
chr15	31658159	31658309	id-32803	4.7e-05	+	GGCGCTGCTCCGCTCGCGGCCTCGCTGTGGCGCCA	Upstream_CTCF	33
chr15	31658678	31658828	id-32804	1	+	NA	NONE	22
chr15	31682356	31682506	id-32805	3.4e-06	-	GGATTGACTCTTGAGTGATCCACCAGAGGGTGGTA	V_CTCF_BR	7
chr15	31684295	31684445	id-32806	1.73e-05	-	TGGGCTGGGGGAATCGCAGTGGGCAGAGGGCGCTG	V_CTCF_BR	15
chr15	31685341	31685491	id-32807	9.71e-06	-	CTAGGAGGTCCCAGTAGCCCCAGCAGGGTGGGGGC	Upstream_CTCF	7
chr15	31689546	31689696	id-32808	1.64e-05	-	TGCAAGTGCGCGTCACTGAGGAGGAGAGGGCGCCA	V_CTCF_BR	11
chr15	31727583	31727733	id-32809	3.63e-06	-	TGTCCAGGAAAGAGCTTGGACCCTAGGGGGCGGAA	V_CTCF_BR	40
chr15	31731629	31731779	id-32810	3.65e-07	+	ATGGATGAAGGCTATGTCACCTCCAGGGGGAGGCA	V_CTCF_BR	38
chr15	31734962	31735112	id-32811	1.5e-05	+	CTAGTCTCCCCACCCTGTGCCTGCAGGGGGACCAG	Upstream_CTCF	38
chr15	31747811	31747961	id-32812	2.6e-05	-	AAGCAATAGCAAATGTTCAACACCAGGGGAGTAGG	UpstreamP1_CTCF	34
chr15	31754463	31754613	id-32813	2.53e-05	+	TCCCCTGGGTAGAAATTCTCCTCATGGTGGCAGTG	V_CTCF_BR	35
chr15	31765279	31765429	id-32814	1.13e-05	-	TCGCAGTGCTAGGCTCAGATCACCAGGGAGGGGTT	UpstreamP1_CTCF	8
chr15	31780131	31780281	id-32815	1.73e-05	-	TGTGGCACAAAATTACAAACCAGTAGAGGTCAGCA	V_CTCF_BR	27
chr15	31780945	31781095	id-32816	1	+	NA	NONE	40
chr15	31782352	31782502	id-32817	5.05e-10	-	TTGCTGTTCTAGACATTTACCACCAGAGGGCAAGC	UpstreamP1_CTCF	40
chr15	31790762	31790912	id-32818	1	+	NA	NONE	26
chr15	31863981	31864131	id-32819	1	+	NA	NONE	30
chr15	31867945	31868095	id-32820	2.11e-06	+	ACTACATCCTCCCATGTGCCCACAAGCGGGAGGCA	V_CTCF_BR	5
chr15	31897711	31897861	id-32821	1	+	NA	NONE	33
chr15	31942646	31942796	id-32822	1.96e-08	+	CACCAGAGTCCCAGGCTGGCCACTAGGTGGCGCTT	V_CTCF_BR	38
chr15	32032454	32032604	id-32823	1.29e-05	-	CTGCAGCGACTCCTGGTTTCACACAGAGGGAAAGC	UpstreamP1_CTCF	4
chr15	32149485	32149635	id-32824	8.81e-07	+	TAGCCAGGAGCCGGGCCTCCCAGCAGGAGGCAGCA	V_CTCF_BR	7
chr15	32160156	32160306	id-32825	3.47e-07	-	TTGAATTAGCTCTTGTGGGCCAGCAGGGGGCGTGC	UpstreamP1_CTCF	40
chr15	32179488	32179638	id-32826	2.58e-05	-	CCTGCCTGTCTGCATGCTCCCCCTAGGGGTTTGAG	Upstream_CTCF	20
chr15	32199750	32199900	id-32827	1.63e-05	+	ACCCCGATTCTCCCTCTCTCCAGCAGGGGCGGGCC	Upstream_CTCF	3
chr15	32245888	32246038	id-32828	6.51e-07	+	CCAACTGTCCTGGCCCTGCCCACCAGGGGGCCCCT	Upstream_CTCF	17
chr15	32256880	32257030	id-32829	1	+	NA	NONE	2
chr15	32264426	32264576	id-32830	1.65e-07	-	CTCCAGGGCTGCTGAGTGGCCAGCAGGCGGTGGTG	UpstreamP1_CTCF	9
chr15	32267145	32267295	id-32831	1.3e-07	-	TTGCAATTTTAACCTTTAGCCGTTAGGTGGCGCCA	UpstreamP1_CTCF	39
chr15	32267628	32267778	id-32832	2.66e-05	+	CCCCTGAGCCCCCTGAGCCCCAGTGGCTGGCGACA	V_CTCF_BR	1
chr15	32268166	32268316	id-32833	1.09e-06	-	CATGCAATACTGGGCATGCCCACTAGGCACAAACA	Upstream_CTCF	27
chr15	32270141	32270291	id-32834	2.58e-10	+	CGGCGGTCTCCCCAAGCAGCCACCAGGGGGCAGAG	V_CTCF_BR	40
chr15	32295940	32296090	id-32835	1.47e-05	+	CTAGCTTCCAGCTTGTTCAACTGTAGAGGGAGCAA	V_CTCF_BR	7
chr15	32321230	32321380	id-32836	5.98e-05	-	ATTCTGCCAGGAGAAAGGGACGCCAGGGGTCCCTG	UpstreamP1_CTCF	13
chr15	32321707	32321857	id-32837	7.12e-06	+	ACGCAGGGCGCTGCTGTGCTCAGCAGAAGGGAGCA	UpstreamP1_CTCF	32
chr15	32322458	32322608	id-32838	7.44e-05	-	ACTGCAGCCCGAGGTGTGAGCGGGAGGTACTCCCG	Upstream_CTCF	32
chr15	32334568	32334718	id-32839	1.1e-06	-	GAAATGTTCCCTCATCCTTCCACCAGAGGGAAGTG	V_CTCF_BR	14
chr15	32396779	32396929	id-32840	1	+	NA	NONE	13
chr15	32423118	32423268	id-32841	3.56e-06	-	TCAACAGTAACCACGGAGACCAGCAGGAGGTGGTA	Upstream_CTCF	9
chr15	32635064	32635214	id-32842	1.5e-05	+	CCCTTTGTAGCCGACTCCACCGACAGGAGGCGCGG	Upstream_CTCF	17
chr15	32903071	32903221	id-32843	1	+	NA	NONE	38
chr15	32907635	32907785	id-32844	1.41e-05	-	CCGCAGACACCCAGAGCCACCACGGGGGGGTCACA	UpstreamP1_CTCF	18
chr15	32941656	32941806	id-32845	3.12e-08	+	TTGCAGTCCTGGGACTAAACCAGCAGAGGGCCAAC	UpstreamP1_CTCF	40
chr15	32943550	32943700	id-32846	1.69e-10	+	CTGCAGTGCCTCCGCTTTGCCACAGGGTGGCAACA	UpstreamP1_CTCF	40
chr15	32949802	32949952	id-32847	2.31e-06	-	CATGGGCTGCCAGAGACGCCCACAAGAGGACAGTG	Upstream_CTCF	32
chr15	32951598	32951748	id-32848	1	+	NA	NONE	26
chr15	32954934	32955084	id-32849	3.67e-09	+	TCAGGATTTCCTGTAATGGCCACCAGGTGGTGCCA	Upstream_CTCF	40
chr15	32966724	32966874	id-32850	4.31e-07	-	AACTCCAATGATCGCTTGTCCAGAAGAGGGCACTA	V_CTCF_BR	9
chr15	32971618	32971768	id-32851	1.56e-06	+	CTGCAATGACAGGCATGAGCCACCAGGCCTGGCCC	UpstreamP1_CTCF	23
chr15	33117184	33117334	id-32852	1	+	NA	NONE	9
chr15	33136458	33136608	id-32853	6.62e-09	+	TTGCAGTTCAATTCAGCAGCCACTAGGTGGTAATA	UpstreamP1_CTCF	38
chr15	33148388	33148538	id-32854	1	+	NA	NONE	20
chr15	33175757	33175907	id-32855	7.12e-06	-	ATGATATTACTGGGTCCTGCCTGCAGGAGTCAGGA	UpstreamP1_CTCF	16
chr15	33228622	33228772	id-32856	3.2e-08	-	ACTGCAGTACCATAGACAGACACTAGAGAGAGCAG	Upstream_CTCF	40
chr15	33248308	33248458	id-32857	2.6e-06	-	GCTCTTTTCCTACCCCACACCACAAGAGGGCACCT	V_CTCF_BR	40
chr15	33285603	33285753	id-32858	1	+	NA	NONE	37
chr15	33287159	33287309	id-32859	5.12e-06	-	GAGTCATTCCACAATCTCACCACTGGAGGTCAGTT	UpstreamP1_CTCF	37
chr15	33299576	33299726	id-32860	6.51e-05	+	TGCCAAATACAGGGAAAGTCAACTAGATGGCAGCA	V_CTCF_BR	33
chr15	33314116	33314266	id-32861	6.05e-06	+	TGAAAGTAACCAACTCCTGTCACTAGGTGGCAGTC	V_CTCF_BR	39
chr15	33367271	33367421	id-32862	2.27e-05	-	GTACTGTTCTTACCAGTTTCCAGGTGAGGGAGCTG	V_CTCF_BR	23
chr15	33378813	33378963	id-32863	3.11e-05	+	TGCAACTTAAAGTAATTGACCAACAGATGTCACTG	V_CTCF_BR	39
chr15	33425045	33425195	id-32864	1.73e-06	-	ATGTTTCTTCATGTTTTGTCCAGTAGAGGGGGGTG	UpstreamP1_CTCF	40
chr15	33446205	33446355	id-32865	9.84e-06	-	CTGCAGCTCCACAGAGGCAGGAGGGGATGGCATTC	UpstreamP1_CTCF	0
chr15	33452360	33452510	id-32866	8.81e-07	+	TTCCCAGGGCCTAGGCTGGCCACTGGGTGGCACAT	V_CTCF_BR	30
chr15	33474837	33474987	id-32867	3.71e-05	-	ATAGGAATTCATCCAGTGAGAGGTAGATGGCGCCT	Upstream_CTCF	11
chr15	33494234	33494384	id-32868	5.08e-05	+	AATGCTGAGGAAGAATCTCCCCAGAGGGGGCAGAA	Upstream_CTCF	36
chr15	33508263	33508413	id-32869	7.73e-05	+	CCATGGATAAACTCAACTGACAGCAGGGGGCCCTG	Upstream_CTCF	23
chr15	33508578	33508728	id-32870	3.11e-05	+	GGTTGACTGTTAAACCTTGTCAATAGAGGGCACTA	V_CTCF_BR	40
chr15	33518921	33519071	id-32871	4.59e-07	-	TGGCAATACCCCTAGGTGCCCTCTAGAGGCCTCCA	UpstreamP1_CTCF	39
chr15	33526236	33526386	id-32872	4.41e-06	+	GCAAAAGGCTTTCAGTTGGCCACGAGAGGGTGATA	V_CTCF_BR	40
chr15	33534972	33535122	id-32873	1.04e-05	+	GGTAATTACCATATCCAGACCAGCAGAGGGCATGA	V_CTCF_BR	40
chr15	33571160	33571310	id-32874	9.71e-06	+	GCTGCTTTCCCAAGAGAAGCCGGAGGAGGCAGAAA	Upstream_CTCF	32
chr15	33585026	33585176	id-32875	3.97e-07	+	AAGATAGATTAGCTCTGTGCCACCAGAGGGCGACC	V_CTCF_BR	39
chr15	33588400	33588550	id-32876	1.21e-05	+	CCTGGAAGTGTCACAGAGACCCCTAGAGGTCCTCA	Upstream_CTCF	8
chr15	33601894	33602044	id-32877	1	+	NA	NONE	34
chr15	33603955	33604105	id-32878	5.96e-07	+	CACTCAGGTCCCCTCCTTGACACCTGAGGGCGCTG	V_CTCF_BR	6
chr15	33606294	33606444	id-32879	6.23e-05	-	TGTCAGTGATTTCAGAAGGCCAGAAGAGGGTATAT	UpstreamP1_CTCF	3
chr15	33684774	33684924	id-32880	8.19e-06	+	CTGCCACTTCCAGCCTTTGCCACTTGGAGGCCTAA	UpstreamP1_CTCF	15
chr15	33690080	33690230	id-32881	2.58e-05	+	TTTTCTGGGCTCCCTTTGTCCACAAGGGGGTCTGT	Upstream_CTCF	6
chr15	33700428	33700578	id-32882	3.88e-06	+	AATTTGCTTAGGATAATGGCCTCCAGATGGCATCC	V_CTCF_BR	1
chr15	33741348	33741498	id-32883	5.92e-05	+	GCTGTGGTCACCTTAGTGCTCCGCTGGGGGAGGAT	Upstream_CTCF	3
chr15	33745198	33745348	id-32884	4.51e-05	-	CCTGCAGTTCAGGCTGCTGCCCCTAAGGAAAAAAA	Upstream_CTCF	1
chr15	33836264	33836414	id-32885	1	+	NA	NONE	1
chr15	33877942	33878092	id-32886	1.48e-06	+	TAAATTACAGACTGGTTGGCCCCCAGGGGGCTCTG	V_CTCF_BR	2
chr15	33900979	33901129	id-32887	1.24e-05	-	TTCTTTCCATTGAAAATAACCACCAGGAGGAGCAA	V_CTCF_BR	38
chr15	33915341	33915491	id-32888	3.48e-06	-	CCGCATTCCCCCGCAGCAGCCATATGGGGGCGGCT	UpstreamP1_CTCF	21
chr15	33932335	33932485	id-32889	1.67e-07	-	CTGGGTACCAGCGTGTGTGCCTGCAGATGGCAGTG	V_CTCF_BR	5
chr15	33947164	33947314	id-32890	6.49e-06	-	ACTGCAGGAGGTGCTGGAGAGACAAGGTGGCGGCC	Upstream_CTCF	18
chr15	33952454	33952604	id-32891	3.09e-06	+	GCCGCATGCCCAACAGCTTCCTGAAGGTGGAGACC	Upstream_CTCF	0
chr15	33967569	33967719	id-32892	5.68e-06	-	AGCCGTTTCACAGCCATTGCCTATAGGGGGCAGGA	V_CTCF_BR	39
chr15	33992012	33992162	id-32893	3.09e-06	-	CCTGTATTTTCCTAAGTGGTCAAAAGGGGGAGTGT	Upstream_CTCF	37
chr15	33993012	33993162	id-32894	2.6e-10	-	CTGCAGTGCACGTAAGCGGACAGGAGAGGGCAGCA	UpstreamP1_CTCF	40
chr15	33993617	33993767	id-32895	1.19e-06	-	AGGAGCTTCATCCACACTCCCAGCAGAGGGCAGCT	V_CTCF_BR	36
chr15	34021959	34022109	id-32896	2.97e-06	-	AGATTTCTGTCTCTGTTGGACACCAGGTGGAGCCT	V_CTCF_BR	37
chr15	34027954	34028104	id-32897	1.41e-05	+	AAGTTCTCTTCAAATCGCACCAGTAGGTGGCCTCA	UpstreamP1_CTCF	40
chr15	34030012	34030162	id-32898	1.46e-10	-	ACAGCAGTTTCACATCTCGCCAGTAGAGGGCAGAA	Upstream_CTCF	40
chr15	34050991	34051141	id-32899	4.5e-06	+	CCTGATGGGGAGAAACCTCCCAGCAGGGGTCGACA	Upstream_CTCF	24
chr15	34058655	34058805	id-32900	1.7e-05	+	AGTGAGATATTCAGATAATCCAACAGAGGGCAGGT	Upstream_CTCF	29
chr15	34061635	34061785	id-32901	1	+	NA	NONE	2
chr15	34092947	34093097	id-32902	3.63e-05	+	CTGATTCTGACCAGCTCTTCCGCATGGTGGCAGAA	V_CTCF_BR	8
chr15	34100822	34100972	id-32903	1	+	NA	NONE	1
chr15	34102521	34102671	id-32904	2.6e-06	+	CCACCCTATACTGACAGGGCCACAAGGAGGCAGGC	V_CTCF_BR	8
chr15	34248310	34248460	id-32905	1	+	NA	NONE	3
chr15	34256411	34256561	id-32906	9.25e-06	-	TATACTGAACTGCAGACAACCACTAGAGGTCTCCA	V_CTCF_BR	40
chr15	34260537	34260687	id-32907	3.81e-05	+	TTTCAGGATATACTGCTGTCCAGCAGGGGAAGTAA	UpstreamP1_CTCF	6
chr15	34267350	34267500	id-32908	4.01e-05	-	GAAGAATATCTTTGTGAATCCTCTAGATGGCAGAA	V_CTCF_BR	21
chr15	34286335	34286485	id-32909	1.19e-06	-	GAATGCTGCTGCTGATCTGACAGGAGGTGGCGCTC	V_CTCF_BR	40
chr15	34335729	34335879	id-32910	4.5e-06	-	TCTTCACTTTCCCTTTTCTCCACCAGAGTACAGGC	Upstream_CTCF	5
chr15	34354236	34354386	id-32911	2.47e-08	+	CCAGCCCTTTTTAAAATTGCCACAAGAGGGCAGCA	Upstream_CTCF	40
chr15	34402390	34402540	id-32912	6.18e-07	+	TCTTGACTTCATATCATGGCCACAAGGGGGTGAAC	Upstream_CTCF	40
chr15	34411673	34411823	id-32913	8.13e-06	+	GCAGGAATAAGCCACTTAGCCACTTGGTGGAGATG	Upstream_CTCF	14
chr15	34458282	34458432	id-32914	3.65e-05	+	GTGTCACCTCACCCGGGAAGCGCTAGGGGTCAGGA	UpstreamP1_CTCF	1
chr15	34485578	34485728	id-32915	1	+	NA	NONE	14
chr15	34501840	34501990	id-32916	3.16e-06	-	GGGCAGCGGGCGCTGGGGGGCTCCAGGGGACTGGG	UpstreamP1_CTCF	20
chr15	34502322	34502472	id-32917	5.23e-10	-	CTACCGTGCGAAGCTCTAGCCACCAGGGGGCACTG	V_CTCF_BR	40
chr15	34508129	34508279	id-32918	1	+	NA	NONE	2
chr15	34516054	34516204	id-32919	8.89e-06	-	AAGGCATGGGCCACTGCACCCAGCAGATGGCCTCC	Upstream_CTCF	10
chr15	34533690	34533840	id-32920	1.7e-05	+	CAAACAGTTCCCAATAAAGCCTGAAGGGGTCACTC	Upstream_CTCF	39
chr15	34635368	34635518	id-32921	6.39e-08	+	TTGCCTTGTTTTCAGCTAGCCAGAAGGGGGCGCAC	V_CTCF_BR	40
chr15	34650003	34650153	id-32922	3.88e-06	-	CCTGAGAGCCAGTCTGTTGCCAGGAGGAGGCTGCA	V_CTCF_BR	0
chr15	34650705	34650855	id-32923	7.6e-05	+	CTGACACAGCTCCTTGCTTCCACTAGGGGCGATGG	UpstreamP1_CTCF	39
chr15	34652632	34652782	id-32924	3.18e-06	+	CTATGAAGTCTCTGACATGCCAGCGGAGGGCAGTC	V_CTCF_BR	9
chr15	34654342	34654492	id-32925	1	+	NA	NONE	1
chr15	34659855	34660005	id-32926	1.34e-06	-	GTTGCGGGGCGCCATGCAGCCGCCAGAGGACGCAA	Upstream_CTCF	40
chr15	34729208	34729358	id-32927	8.89e-06	+	GCGGCCCCGCCAGACAGCGCCACTTGCCGGCGCCG	Upstream_CTCF	20
chr15	34781362	34781512	id-32928	4.24e-07	-	GCTGCACTTCTTCAACGCCCCGCTGGAGGCGACCG	Upstream_CTCF	3
chr15	34781627	34781777	id-32929	5.3e-05	+	GCGTAGCCATCAGCCATCTCCACCATGGCGCCCCC	UpstreamP1_CTCF	3
chr15	34787507	34787657	id-32930	7.82e-06	+	AAGTACTGGACGCTGACGGCCACTGGGGGCGTGCA	UpstreamP1_CTCF	22
chr15	34806744	34806894	id-32931	1.17e-05	-	TCGCGGGGCAGGGCGAGGGCAGAGAGGGGGCGCCC	V_CTCF_BR	16
chr15	34816132	34816282	id-32932	1.73e-05	+	AACAGGCCACCAGGTGCAGACAGGGGAGGGAGGAA	V_CTCF_BR	29
chr15	34876334	34876484	id-32933	1	+	NA	NONE	10
chr15	34880299	34880449	id-32934	6.17e-09	-	CTGCAGTATATGGCTGCTGCCACTGGATGGCAACC	UpstreamP1_CTCF	38
chr15	34902766	34902916	id-32935	3.48e-06	+	TTTCTAGGATGGCCTTTGTACACTAGGTGGCAGAG	UpstreamP1_CTCF	36
chr15	34908933	34909083	id-32936	1	+	NA	NONE	35
chr15	34914006	34914156	id-32937	1	+	NA	NONE	33
chr15	35000654	35000804	id-32938	1	+	NA	NONE	40
chr15	35006787	35006937	id-32939	2.78e-06	-	GCTCCAGGATTCCACAGCAACTGCAGGGGGCAGAG	V_CTCF_BR	0
chr15	35014799	35014949	id-32940	8.99e-05	-	TTTCCTCTCCTCCCTGGCACAGCTAGAGGGTGCAA	V_CTCF_BR	26
chr15	35087482	35087632	id-32941	1	+	NA	NONE	20
chr15	35145733	35145883	id-32942	1	+	NA	NONE	11
chr15	35212541	35212691	id-32943	8.68e-11	-	TCTGCAGTTCAAACACACTCCACCAGGTGGCATCA	Upstream_CTCF	40
chr15	35262018	35262168	id-32944	1.19e-06	+	TGACCTCCTCTGTACACGCCCTCTAGCGGGCGGCA	V_CTCF_BR	40
chr15	35264351	35264501	id-32945	1.37e-05	+	GCTGGGATTACAGGCGTGAGCCACCGGGGGCGCCC	Upstream_CTCF	22
chr15	35272872	35273022	id-32946	1	+	NA	NONE	40
chr15	35280506	35280656	id-32947	4.34e-05	-	TCCGCTCGGGACCCGCGGACCGCCCGGAGGCGACA	Upstream_CTCF	7
chr15	35283628	35283778	id-32948	1.64e-07	+	ACTGCCTTTCCCATGGGAGACAGTAGGAGGCAGGG	Upstream_CTCF	32
chr15	35311335	35311485	id-32949	8.71e-06	+	AAAGCAGAGGGCAAGTAGGGCTGCAGGGGGAGCTA	V_CTCF_BR	39
chr15	35364717	35364867	id-32950	3.73e-06	+	TTTGCTGTTACAAATACAGCCACTAGGAGCATTCA	Upstream_CTCF	21
chr15	35370803	35370953	id-32951	6.37e-07	+	TTGCGCTCATCCTGCTTGGCCACTAGAGAGCAGTA	UpstreamP1_CTCF	40
chr15	35475484	35475634	id-32952	1	+	NA	NONE	2
chr15	35487985	35488135	id-32953	2.46e-06	-	CAGAAGGGACAAGGATCAACCAGTAGGTGGGGATC	UpstreamP1_CTCF	11
chr15	35498591	35498741	id-32954	9.14e-09	-	CCTGCATTATCACCTTTGTCCTGTAGGAGGCAGAG	Upstream_CTCF	40
chr15	35581342	35581492	id-32955	3.11e-05	+	AGGACAATTCCTCTGGGCTTCAGAAGGTGGCAGTA	V_CTCF_BR	40
chr15	35585646	35585796	id-32956	1	+	NA	NONE	32
chr15	35638319	35638469	id-32957	1	+	NA	NONE	0
chr15	35729518	35729668	id-32958	1	+	NA	NONE	34
chr15	35736911	35737061	id-32959	1.28e-06	-	TTTGCTAATCCAAATAGAGACACTAGAGGGAGCTC	Upstream_CTCF	40
chr15	35740727	35740877	id-32960	1	+	NA	NONE	5
chr15	35811850	35812000	id-32961	9.26e-05	+	GTCTAATGTTCACTAAAAGACTATAGAGGGCACTG	UpstreamP1_CTCF	38
chr15	35814490	35814640	id-32962	1	+	NA	NONE	22
chr15	35833063	35833213	id-32963	5.7e-05	-	ACTCCCTTATCCCTTGTGGCCAGGGGGAGGCAACT	Upstream_CTCF	7
chr15	35837943	35838093	id-32964	1.55e-05	-	TACCGACGCCTGGGCCCCACCGCCAGAGGGATTGG	V_CTCF_BR	26
chr15	35989773	35989923	id-32965	3.81e-05	+	AGTTTGTGACAATTTTTAGCCTGCAGGTGTTGCTG	V_CTCF_BR	29
chr15	36043926	36044076	id-32966	2.38e-07	+	TCCGCTTTAGAAGTTTCGGCCTGTAGGTGGCAGCA	V_CTCF_BR	39
chr15	36184459	36184609	id-32967	4.34e-05	-	AGGGAAATGCAAACTAAAGCCACAAGGAGATGCTA	Upstream_CTCF	8
chr15	36204519	36204669	id-32968	2.66e-05	-	TTTCCACATGGGCTCCTCATCAGTAGGAGGCAGCA	V_CTCF_BR	31
chr15	36316382	36316532	id-32969	1	+	NA	NONE	7
chr15	36343230	36343380	id-32970	4.43e-05	+	GGGGAGAAGCCGCCCTTTTCCAGCAGGAGGTGTCC	V_CTCF_BR	15
chr15	36344959	36345109	id-32971	1.17e-05	+	GGGGAAGCAAGAAGCTTCTCCACGTGGTGGCAGGA	V_CTCF_BR	33
chr15	36454187	36454337	id-32972	1	+	NA	NONE	12
chr15	36501511	36501661	id-32973	1	+	NA	NONE	20
chr15	36543794	36543944	id-32974	4.88e-05	+	ACAGATTTTTCTCTAAAGGACATTAGGGGGTGCTC	Upstream_CTCF	21
chr15	36570466	36570616	id-32975	1.02e-07	+	ATGCAGTTTGACCTACAAGACAGTAGATGGCACTT	UpstreamP1_CTCF	33
chr15	36720265	36720415	id-32976	2.72e-05	-	CAGAAGAGGCCAGGGCTTCCCAGAAGGGGGCTATT	UpstreamP1_CTCF	14
chr15	36741599	36741749	id-32977	1	+	NA	NONE	8
chr15	36743655	36743805	id-32978	8.58e-06	+	AAGTTGGGCGGAAAAGTAAACACTAGGGGTCAGGA	UpstreamP1_CTCF	5
chr15	36793397	36793547	id-32979	6.48e-05	+	AGTCAAGAAGATTAACATGCCACTAGGGGACAGCA	UpstreamP1_CTCF	39
chr15	36884011	36884161	id-32980	1.5e-05	-	GTTGTTGATACTTGCCTGGCCCCTAGAGGGATGGG	Upstream_CTCF	21
chr15	36937436	36937586	id-32981	1.01e-05	+	GAGGTATGACCTTCCTGCCCCACTAGAGGGTATCA	Upstream_CTCF	25
chr15	37053691	37053841	id-32982	1	+	NA	NONE	2
chr15	37070168	37070318	id-32983	6.15e-05	-	GCTGAACATTGCATTCTCTTCACAAGGGGGAGAAA	Upstream_CTCF	4
chr15	37103363	37103513	id-32984	1.75e-07	+	GTGCATTAACTCACTCAGGCCGCCAGGGGACTGCT	UpstreamP1_CTCF	38
chr15	37137003	37137153	id-32985	2.43e-06	+	GAAGTGAGCCTGACAGCAGCCACAAGAAGGAGCCA	V_CTCF_BR	18
chr15	37169599	37169749	id-32986	1	+	NA	NONE	3
chr15	37175955	37176105	id-32987	2.89e-09	+	CAGCGTTCTGCTCTAATTGCCAGCAGGGGGCGCTC	V_CTCF_BR	40
chr15	37393665	37393815	id-32988	1	+	NA	NONE	15
chr15	37394399	37394549	id-32989	1	+	NA	NONE	9
chr15	37398676	37398826	id-32990	2.1e-05	-	TTTGGAGCCCCGCCAGATAGCGCTAGAGGGCTATT	Upstream_CTCF	34
chr15	37425942	37426092	id-32991	6.82e-05	-	ATATTCAGTTCTGCTTTCTCCAGTAGATGTCACTT	V_CTCF_BR	38
chr15	37426926	37427076	id-32992	4.44e-06	-	GTTTTGTTAATTAACAAGGCCAGCAGAGGGAGTGA	UpstreamP1_CTCF	39
chr15	37427541	37427691	id-32993	9.27e-07	-	GTGCATTAACCTCTTCAGACCACTAGGGTTCAAAG	UpstreamP1_CTCF	39
chr15	37497010	37497160	id-32994	9.66e-05	+	ACTGTTGTTTTAATATTTCTACACAGAGGGCAGCA	Upstream_CTCF	17
chr15	37581432	37581582	id-32995	5.72e-07	+	CAGCATCCCTGGACTCTAACCACTAGATGCCAGTA	UpstreamP1_CTCF	38
chr15	37667820	37667970	id-32996	1	+	NA	NONE	2
chr15	37974612	37974762	id-32997	1	+	NA	NONE	36
chr15	37991059	37991209	id-32998	4.41e-06	+	AAAAGCTTCAGTCTGTCCTCCAGGAGATGGAGCCA	V_CTCF_BR	12
chr15	38056980	38057130	id-32999	1.82e-07	+	AGAACACGCTATCATTCTGCCACTAGATGGCACTG	V_CTCF_BR	40
chr15	38081689	38081839	id-33000	1	+	NA	NONE	15
chr15	38086102	38086252	id-33001	2.23e-06	-	ATGCAGTGCAGATTTGTGTCCACTAGAGACTGATA	UpstreamP1_CTCF	27
chr15	38115925	38116075	id-33002	2.96e-05	+	CTTCCACCTTGGGAGAGCACAGCTAGAGGGAGCCA	V_CTCF_BR	6
chr15	38116973	38117123	id-33003	9.41e-05	+	AGCAATGCCTGTCCCACCGGCAGGAGGTGTCTGGA	V_CTCF_BR	33
chr15	38149815	38149965	id-33004	1.26e-05	-	AAAGTACTCTTTGAAGGAACCTCTAGGTGCCACTG	Upstream_CTCF	2
chr15	38172872	38173022	id-33005	4.59e-07	-	GTGTACGTGCACAGCAAAACCACAAGGTGGTGGTA	UpstreamP1_CTCF	40
chr15	38184069	38184219	id-33006	3.33e-08	-	TTGCAATTCTCCCTGTAGGCCAAAAGAGGGCACTT	UpstreamP1_CTCF	40
chr15	38274113	38274263	id-33007	1.47e-05	+	TAGCCTGTTTCCCTCATGAACAGTAGAGGCCACTA	V_CTCF_BR	40
chr15	38288035	38288185	id-33008	1	+	NA	NONE	40
chr15	38295205	38295355	id-33009	2.01e-05	+	GGTCACTGCAGTTGCATGTGCATTAGGGGGCACCC	UpstreamP1_CTCF	40
chr15	38302699	38302849	id-33010	3e-06	+	CAGCAGCTGGCAGGGGGAACCTGCAGAGGGAGTGT	UpstreamP1_CTCF	22
chr15	38305213	38305363	id-33011	1.11e-05	+	GGTGGCAGACAGAGAACCACCACTGGGTGCCAGTG	Upstream_CTCF	12
chr15	38321135	38321285	id-33012	1	+	NA	NONE	20
chr15	38364757	38364907	id-33013	2.29e-05	+	CTGATGTTACAGAACGTCTGCGAGAGAGGGAGCTC	UpstreamP1_CTCF	36
chr15	38365073	38365223	id-33014	1.82e-07	+	CTCTGTTGTGCGGGCCGGGCCTGCAGAGGGTAGCC	V_CTCF_BR	14
chr15	38462060	38462210	id-33015	5.92e-05	+	TTCCCCACTACAGTGTGAGCTCCTAGAGGGCAGAG	V_CTCF_BR	3
chr15	38543736	38543886	id-33016	1.51e-08	+	CAGCAGTGCAACCAGGGGGACAGCAGGAGGAGCTC	UpstreamP1_CTCF	40
chr15	38544408	38544558	id-33017	1.73e-05	+	GGCAGCGGCTGCGGCGGCGGAAGGAGCGGGCGGCG	V_CTCF_BR	2
chr15	38552366	38552516	id-33018	1.21e-05	-	TGTGAAAGGTTCCCAACAACCACCAGAAGCAAGGA	Upstream_CTCF	21
chr15	38646640	38646790	id-33019	4.7e-06	-	TCTCTGGCCTGGAAATCATCCAGTAGGTGGTGCTG	V_CTCF_BR	39
chr15	38682246	38682396	id-33020	2.43e-06	-	AGACCACTACCCAGACTGACCACTGGGTGGTGCAC	Upstream_CTCF	40
chr15	38706667	38706817	id-33021	3.86e-05	+	AAAGCAGTTCTCTCTGCTCCCTGGAGCTGTGGTCC	Upstream_CTCF	40
chr15	38719690	38719840	id-33022	2.15e-05	+	AGGATCAACCTGAATTACTCCAGCAGGTGGTGGTA	V_CTCF_BR	11
chr15	38732572	38732722	id-33023	2.25e-11	+	ATGCAGTTCCATCTACAGGCCAGTAGATGGCGCTG	UpstreamP1_CTCF	40
chr15	38736043	38736193	id-33024	1	+	NA	NONE	5
chr15	38746622	38746772	id-33025	2.81e-05	+	GAAACTCTGTTGCAGGAATCCGCCGGGTGGCGCGG	V_CTCF_BR	30
chr15	38766455	38766605	id-33026	5.26e-07	+	GCTGTTTTCCCATATGTGTCCTGTAGGTGGTAGCC	Upstream_CTCF	40
chr15	38788492	38788642	id-33027	1	+	NA	NONE	13
chr15	38810380	38810530	id-33028	1	+	NA	NONE	1
chr15	38837448	38837598	id-33029	1	+	NA	NONE	17
chr15	38850969	38851119	id-33030	1	+	NA	NONE	7
chr15	38854546	38854696	id-33031	7.82e-06	-	CTGGGGCGCACTGCATGGGCCACAAGGGGCTGGCT	UpstreamP1_CTCF	3
chr15	38856320	38856470	id-33032	5.33e-11	+	TGGGCAGGGCCGGGAGGGGCCACCAGGTGGCGCAG	V_CTCF_BR	40
chr15	38856962	38857112	id-33033	1	+	NA	NONE	36
chr15	38895566	38895716	id-33034	1.92e-06	-	CTGCTAGGTCTCAGTGGGCCCAGCCGAGGGCAGCA	UpstreamP1_CTCF	0
chr15	38907126	38907276	id-33035	1	+	NA	NONE	1
chr15	38920223	38920373	id-33036	1	+	NA	NONE	5
chr15	38940023	38940173	id-33037	1.71e-06	-	CTCAGGAAAACCTGTGGAACCTGGAGAGGGCAGTG	V_CTCF_BR	40
chr15	38940554	38940704	id-33038	4.88e-05	-	AAGCACTGTTCTTGTTCTCCCAGGACCTGGCAGCT	UpstreamP1_CTCF	3
chr15	38942694	38942844	id-33039	1.92e-05	+	CTGCAGGTTGTACCTGCTGCCACTAGGCTGTTAGG	UpstreamP1_CTCF	10
chr15	38975947	38976097	id-33040	8.52e-08	-	CTGTAATATGTGTGTGCTGCCACTGGATGGCACCA	UpstreamP1_CTCF	39
chr15	38983054	38983204	id-33041	9.51e-07	-	CAACAGTACCAAAGAACTGCCTGAAGGTGGCGCTC	V_CTCF_BR	40
chr15	38991964	38992114	id-33042	1.15e-07	-	GCAGGCACACCTCCAGTGACCACTAGGTGGCAGTT	Upstream_CTCF	40
chr15	39000147	39000297	id-33043	4.34e-07	+	GTGTAACACCCAAGAATGACCAGGAGATGGTGTTG	UpstreamP1_CTCF	40
chr15	39017167	39017317	id-33044	4.23e-06	-	CATCTGTGAAAACAGGTCACCAGCAGAGGGCCTCT	UpstreamP1_CTCF	28
chr15	39061280	39061430	id-33045	3.97e-07	+	TTATTCAGCAGATTGGCTCCCAGCAGAGGGCACTG	V_CTCF_BR	38
chr15	39088930	39089080	id-33046	3.24e-06	-	GCTGCAGTAGCCAGATGTTGAGGTAGGGGGAGGTT	Upstream_CTCF	6
chr15	39101921	39102071	id-33047	1	+	NA	NONE	8
chr15	39110011	39110161	id-33048	3.42e-09	+	CGGTCAGTTCCAGGCTGTTCCAGCAGGGGGCGGCC	Upstream_CTCF	40
chr15	39145935	39146085	id-33049	4.31e-07	-	CCAGGCAGAGGAGAGGCCACCTCCAGGGGGAGGCT	V_CTCF_BR	40
chr15	39152775	39152925	id-33050	1	+	NA	NONE	8
chr15	39156478	39156628	id-33051	1.03e-06	-	CATTGACCTGGAGCTACCCACACCAGGGGGCAGCA	V_CTCF_BR	35
chr15	39157098	39157248	id-33052	1	+	NA	NONE	17
chr15	39157554	39157704	id-33053	1	+	NA	NONE	7
chr15	39165350	39165500	id-33054	5.92e-05	-	TTAGGCTGCCAGTAGTGGGGCACTAGAGGGAGTCT	V_CTCF_BR	24
chr15	39177266	39177416	id-33055	1	+	NA	NONE	6
chr15	39181261	39181411	id-33056	1	+	NA	NONE	1
chr15	39283453	39283603	id-33057	9.67e-08	-	AGTGTATTCCTGAGTTTCACCAGTAGATGGAAGCA	Upstream_CTCF	40
chr15	39305588	39305738	id-33058	5.72e-07	-	GCGCCATTCTCTCCCACTGCCGCCAGGTGGCTGCT	UpstreamP1_CTCF	5
chr15	39407957	39408107	id-33059	2.66e-05	-	ATCTGAGCTCCCTGCTTAGCCACCAGAGTGCAGGG	V_CTCF_BR	10
chr15	39418223	39418373	id-33060	1.65e-07	+	GTGAAATTCTAGGCACCAGCCATCAGGGGGAGCAG	UpstreamP1_CTCF	40
chr15	39446478	39446628	id-33061	1	+	NA	NONE	36
chr15	39464368	39464518	id-33062	5.65e-05	+	AACAAAAAGATTTTAGCTGCCAGCAGAGAGCACCA	V_CTCF_BR	40
chr15	39472251	39472401	id-33063	1	+	NA	NONE	11
chr15	39490300	39490450	id-33064	1	+	NA	NONE	4
chr15	39605283	39605433	id-33065	1.59e-06	+	AGAACAGACCTACTGGGAGGCAGTAGAGGGCACTG	V_CTCF_BR	34
chr15	39657516	39657666	id-33066	3.86e-05	-	CATGCCGTACTGTCTACCGCCAACAGGAAAAAACT	Upstream_CTCF	4
chr15	39731130	39731280	id-33067	7.1e-07	-	CTGCACCTTCCTTCTTTCCCCACTTGAGGGATCTC	UpstreamP1_CTCF	28
chr15	39737407	39737557	id-33068	8.99e-05	-	ACTCCCATCCCTCAGAGAGCCCCAGGGAGGCAGCA	V_CTCF_BR	8
chr15	39758907	39759057	id-33069	5.38e-05	-	GCCCTAAAATTGAGCCAGGCCTAGAGGTGGCTCTG	V_CTCF_BR	8
chr15	39766880	39767030	id-33070	1	+	NA	NONE	6
chr15	39789313	39789463	id-33071	1	+	NA	NONE	2
chr15	39836027	39836177	id-33072	8.81e-07	+	AGGTCCCAGCCAAAATGTGCCAGCAGAGGTCAGTA	V_CTCF_BR	13
chr15	39842123	39842273	id-33073	2.72e-05	-	CAGCAGATAACATATCTGGCCACTGGGGGAATAAG	UpstreamP1_CTCF	11
chr15	39848126	39848276	id-33074	2.58e-05	+	AATGCAGGACCGCTTGAGAAGGGCAGATAGCAGAG	Upstream_CTCF	13
chr15	39871222	39871372	id-33075	6.75e-05	+	CAGCCATGGCAGCATGAATCCTGAAGGGGCAGTGA	UpstreamP1_CTCF	31
chr15	39871989	39872139	id-33076	1.83e-05	+	AGCCCGATAGCGCTGGATCACAGCAGAGGGAGCGA	V_CTCF_BR	9
chr15	39872465	39872615	id-33077	3.42e-08	-	GCGGCGCTCCCTCGGCCGGCCGCTTGGGGGCGGTG	V_CTCF_BR	40
chr15	39872861	39873011	id-33078	9.25e-06	-	GGAGACCACCTAGGAGGGCCCGCGGGGTGGCGCAG	V_CTCF_BR	19
chr15	39873985	39874135	id-33079	6.37e-07	+	CTGCTGGGCACCAACAGCTCCACCATGGGGCTGGC	UpstreamP1_CTCF	40
chr15	39875742	39875892	id-33080	1.76e-05	+	AAGTAATGTGTGTCCTCTGCCCACAGGGGGTGCTG	UpstreamP1_CTCF	40
chr15	39886283	39886433	id-33081	7.49e-05	+	GGCTGGAAAGATTTCACCGCCTACAGATGGCGTCT	V_CTCF_BR	8
chr15	39894482	39894632	id-33082	2.1e-06	+	CTAGCGTTCTCTCCTAGGGCCTCCAGGTGGCGTGT	Upstream_CTCF	32
chr15	39917072	39917222	id-33083	5.48e-05	+	GAGTCAGCTCCCAGGTCAGCAGCCAGGAGGCTCAG	Upstream_CTCF	25
chr15	39920378	39920528	id-33084	5.67e-06	+	AGGGCAGCCAGAGGCAGCACCACTAGAGGGAGAAT	Upstream_CTCF	36
chr15	39923663	39923813	id-33085	3.86e-05	+	TAGGCAATGACTCACCCCACCTACAGGCAGAGGCG	Upstream_CTCF	12
chr15	39924130	39924280	id-33086	3.28e-05	+	AGCACAAGCTCTGGCCTCTGCACTAGATGGTGGTG	V_CTCF_BR	10
chr15	39933448	39933598	id-33087	1	+	NA	NONE	17
chr15	39974679	39974829	id-33088	2.04e-05	+	CTGTGCAAGCTGGGGCTCCCCGGATGAGGGCTCCC	V_CTCF_BR	8
chr15	39978349	39978499	id-33089	3.65e-07	+	CACAGACGTGATTATGTGACCACTAGGTGGCACCT	V_CTCF_BR	40
chr15	40013608	40013758	id-33090	1	+	NA	NONE	8
chr15	40036653	40036803	id-33091	3.47e-07	-	ATGCACCTCCAGGATTTCACCTCCAGGGGCTGTGC	UpstreamP1_CTCF	13
chr15	40039630	40039780	id-33092	1	+	NA	NONE	5
chr15	40049196	40049346	id-33093	5.08e-07	-	TCAGGCACTTGTAAATTGTCCAGTAGGTGGCAGCA	V_CTCF_BR	39
chr15	40060260	40060410	id-33094	5.12e-06	-	CAGTGCTTCCCTGCTCAAACCCCTAGAGGGGGCAG	UpstreamP1_CTCF	8
chr15	40063589	40063739	id-33095	1.34e-06	+	CTGCAGTCCCCTCGTGAATCCCCAGGGTGGAAGAT	UpstreamP1_CTCF	12
chr15	40078801	40078951	id-33096	4.7e-06	+	GAAGAGGAGATATTTGTGTCCACTAGATGGTGCTG	V_CTCF_BR	38
chr15	40094199	40094349	id-33097	4.11e-07	+	ATGTTATACACCAGAACGTACACCAGGTGGCCCAA	UpstreamP1_CTCF	40
chr15	40167275	40167425	id-33098	2.43e-06	-	GAGTGAACTCTGCCTGGCACCAACAGATGGCAGTA	V_CTCF_BR	40
chr15	40180091	40180241	id-33099	1.99e-07	+	GACAAAGGCTGATCACCAGCCTGGAGAGGGCACCA	V_CTCF_BR	40
chr15	40212525	40212675	id-33100	1	+	NA	NONE	23
chr15	40213010	40213160	id-33101	1	+	NA	NONE	23
chr15	40217453	40217603	id-33102	1	+	NA	NONE	18
chr15	40223941	40224091	id-33103	1	+	NA	NONE	19
chr15	40251802	40251952	id-33104	3.81e-05	-	TACATCAGCTCTGGCCTCCTCAGCAGATGGTGCTA	V_CTCF_BR	5
chr15	40268995	40269145	id-33105	1	+	NA	NONE	35
chr15	40314224	40314374	id-33106	1.97e-06	-	GCAGAACTGAAGAAGCAAACCAGGAGGGGGCAGAG	V_CTCF_BR	9
chr15	40322563	40322713	id-33107	8.71e-06	+	CCGGAGAAGCTGTCAGCCAGCACTAGGAGGCGCTA	V_CTCF_BR	40
chr15	40331153	40331303	id-33108	3.63e-06	+	GCGTCAAGGCCCTGGTCCTCCTGCAGGAGGCACAG	V_CTCF_BR	25
chr15	40337403	40337553	id-33109	9.81e-06	+	GCCTGTGACTCGTCTTGGGCCAGTAGGGGACGCCC	V_CTCF_BR	40
chr15	40345515	40345665	id-33110	4.14e-06	+	TTTCCCCTGGGTAGTTCGTCCAGGAGGAGGCAGCC	V_CTCF_BR	35
chr15	40348020	40348170	id-33111	1	+	NA	NONE	3
chr15	40352104	40352254	id-33112	2.8e-05	+	AGAGCTGTAGCTATCCCTGTCCATAGGGGGCGTAT	Upstream_CTCF	8
chr15	40364394	40364544	id-33113	3.81e-05	+	CCTCACTAGTCTCATCTCTCCAGTAGGAGGCCTTT	UpstreamP1_CTCF	9
chr15	40374104	40374254	id-33114	1	+	NA	NONE	30
chr15	40397092	40397242	id-33115	9.29e-06	+	AGTGCACGCGTTAGAACCACCGCTAGGGGCGCCAG	Upstream_CTCF	40
chr15	40399207	40399357	id-33116	9.62e-05	-	AAGCTCAGACTTTCAAGAGCCATCAGGTGGAGCAA	UpstreamP1_CTCF	19
chr15	40401279	40401429	id-33117	1	+	NA	NONE	38
chr15	40429883	40430033	id-33118	6.21e-05	+	GAGAAAGAGGCTGTGGCCTCCCCTAGGAGGAGCTC	V_CTCF_BR	8
chr15	40509504	40509654	id-33119	6.74e-08	+	GGTGCATTTTCAAAATTAACCACTGGAGGGAGTTG	Upstream_CTCF	39
chr15	40535481	40535631	id-33120	2.6e-05	-	AAGTAACTTGCCCGAGTCACCAGGAAGAGGCAGCA	UpstreamP1_CTCF	3
chr15	40545027	40545177	id-33121	5.08e-07	+	CGGCGCGGGGCATTCGCGTCCCCGAGAGGGCGCAG	V_CTCF_BR	8
chr15	40555114	40555264	id-33122	3.45e-05	+	TCCTGTACATGTGGCTCTACCTCTAGGGGGTGTTC	V_CTCF_BR	12
chr15	40564787	40564937	id-33123	1.31e-05	+	CCCGGGAGAAGCACTCGGGCCGCCAGGTGGCCGTC	V_CTCF_BR	3
chr15	40564988	40565138	id-33124	1.02e-07	-	TGGTAGTCCCGCATGATCACCACCTGGGGGCAGGC	UpstreamP1_CTCF	35
chr15	40565753	40565903	id-33125	7.78e-06	-	AGATCACTTCAGGAGCCATCCAGTAGGGGGTTCCC	Upstream_CTCF	15
chr15	40566974	40567124	id-33126	1.74e-08	-	GCAGCCCCGTGCTGACCTGCCAGCAGGGGGCGTCC	V_CTCF_BR	40
chr15	40571698	40571848	id-33127	2.02e-12	+	CGGGGAGGGCCCAGCGCTGCCACCAGGGGGCACCA	V_CTCF_BR	40
chr15	40574382	40574532	id-33128	2.58e-05	-	GGTGCAGTTCAGCGGTGACCCCGAGGCGGCCGACT	Upstream_CTCF	17
chr15	40574754	40574904	id-33129	7.49e-05	+	CCCGGGCAGCCTGGCAGTTCCGCACGGGGGCGCCC	V_CTCF_BR	40
chr15	40581035	40581185	id-33130	9.25e-06	-	CCTTGCTGTCTCCACAGTTCCAGAAGGAGGCGCTG	V_CTCF_BR	3
chr15	40581724	40581874	id-33131	1.97e-06	+	GCCTGGCACAGGTCAGGACCCAGTAGGTGGCAGCT	V_CTCF_BR	10
chr15	40599874	40600024	id-33132	2.19e-08	+	AGGGCAGGAAGGAGGCCAGCCAGGAGGGGGAGCCA	V_CTCF_BR	39
chr15	40602336	40602486	id-33133	8.79e-07	-	ATGCATGCTTTGAGTGCACCCAGCAGGGGGCATCC	UpstreamP1_CTCF	40
chr15	40613198	40613348	id-33134	9.4e-06	+	AGGCATATTCACTTTCAGGCCACTAGGGGGCCATT	UpstreamP1_CTCF	40
chr15	40615586	40615736	id-33135	1.48e-06	+	CACTCTACGCCGCGCCAGCCCACCAGGGGTCGCGG	V_CTCF_BR	38
chr15	40629083	40629233	id-33136	1	+	NA	NONE	19
chr15	40630354	40630504	id-33137	5.21e-08	-	GGCCAAGTGCCAGGTGTGACCTCTAGGTGGCAGCA	V_CTCF_BR	40
chr15	40631845	40631995	id-33138	1.39e-07	+	ACAGAGAGACACCAGTGGGACACCAGGGGGCAGAG	V_CTCF_BR	33
chr15	40636858	40637008	id-33139	2.59e-06	+	TGTCTGTTTCTCTGTGTCGCCACTAAGGGGCAGCA	UpstreamP1_CTCF	40
chr15	40646663	40646813	id-33140	1.26e-07	-	AACGCCAAGAAGGCTGCAGCCAGCAGGGGGTGGAG	V_CTCF_BR	40
chr15	40650765	40650915	id-33141	6.84e-06	-	GGGAGGGCGATGGGGGCTGACACTAGGGGGTGTCA	V_CTCF_BR	30
chr15	40660071	40660221	id-33142	7.44e-06	-	AGGGCGAGGCAGCGAACGGCCGGCAGGCGGCTCAG	Upstream_CTCF	16
chr15	40660384	40660534	id-33143	2.74e-08	+	CTGCTGGTTCGCAGCACTGGCGGCAGGGGGCGCCT	UpstreamP1_CTCF	38
chr15	40714227	40714377	id-33144	3.97e-07	-	AACCCAACCCCGCGGGCAGCCGGCAGGGGTCAGGC	V_CTCF_BR	40
chr15	40732878	40733028	id-33145	7.73e-05	+	CCCGCACCGCCTCCCCCGGCCGCCTCGTGCTGCCC	Upstream_CTCF	21
chr15	40733267	40733417	id-33146	4.31e-07	+	GCCCGCCCGGCCCCGGCCCCCAGGAGGAGGCGCTG	V_CTCF_BR	30
chr15	40734446	40734596	id-33147	1.48e-06	+	ACTGCGGGGGCCGGGGCGCCCGCCGGGAGGAGCTG	Upstream_CTCF	25
chr15	40762948	40763098	id-33148	1	+	NA	NONE	10
chr15	40799356	40799506	id-33149	6.46e-07	-	AGGAGGCGTCTCTGCAGATCCTGCAGGGGGAGCCG	V_CTCF_BR	40
chr15	40812041	40812191	id-33150	1.41e-06	+	GAGCTGAGACCAACCCAAGCCGCAAGGTGGCAGTG	UpstreamP1_CTCF	40
chr15	40822989	40823139	id-33151	2.96e-05	-	CAAAAAATACAAAAATTAGCCGGGTGGTGGCGCAC	V_CTCF_BR	1
chr15	40837779	40837929	id-33152	8.58e-06	+	CACTACTGTTCCACTTTGGCCTGTAGGAGGTGGTG	UpstreamP1_CTCF	21
chr15	40859475	40859625	id-33153	1	+	NA	NONE	35
chr15	40877691	40877841	id-33154	1	+	NA	NONE	2
chr15	40882083	40882233	id-33155	2.78e-06	+	TCTTGCAGTTGCAGCTGCTCCAGTAGATGGCGCCT	V_CTCF_BR	40
chr15	40886602	40886752	id-33156	2.68e-05	+	CCTGAAGTTCCTGCGGTGGGAGGTAGGGTACGCTC	Upstream_CTCF	38
chr15	40971361	40971511	id-33157	1.02e-07	-	TTGCAGCACCACACTGCCACCTACAGGTGGCTCAG	UpstreamP1_CTCF	40
chr15	40994379	40994529	id-33158	1	+	NA	NONE	33
chr15	41032145	41032295	id-33159	1.81e-06	-	GAGGCATTTTCCAAAGGATCCAGGAGAGGGAGTTC	Upstream_CTCF	27
chr15	41034653	41034803	id-33160	1.1e-06	-	TGTATCTCTAGGAGCTGGACCACCAGGAGGCAGTC	V_CTCF_BR	12
chr15	41036798	41036948	id-33161	7.44e-06	+	ACAGTTCTTTCCACATTTCCCCCTAGAGGTGAGAG	Upstream_CTCF	33
chr15	41038791	41038941	id-33162	2.78e-06	+	CTGCCCAGAAAACCAGAAACCACAAGGTGGCAGGC	V_CTCF_BR	40
chr15	41056185	41056335	id-33163	7.15e-05	+	AGGTGCCCCGGGATTGACGCCGCCTGTGGCCAGAG	V_CTCF_BR	37
chr15	41061092	41061242	id-33164	1	+	NA	NONE	3
chr15	41074934	41075084	id-33165	6.39e-08	-	CAGGTGCCCTGGCTATGGCCCAGCAGGTGGCAGCA	V_CTCF_BR	38
chr15	41077481	41077631	id-33166	1	+	NA	NONE	29
chr15	41096079	41096229	id-33167	1	+	NA	NONE	12
chr15	41099297	41099447	id-33168	1	+	NA	NONE	20
chr15	41101703	41101853	id-33169	1.23e-05	-	CTGAAGAGCTGCTTTACCAGCCCAAGAGGGCAGTC	UpstreamP1_CTCF	9
chr15	41116036	41116186	id-33170	8.23e-05	+	GTGCAGTGGCTTACCCCTCCCAGCACTTTGGGAGG	UpstreamP1_CTCF	2
chr15	41139583	41139733	id-33171	3.66e-06	-	CTGTACTGGCCTGGCCTGGCCACAGGCAGAAGGAG	UpstreamP1_CTCF	11
chr15	41149953	41150103	id-33172	8.19e-10	+	AGAGCAGTGCCATGTTTGACCACCAGAGGGGAGGA	Upstream_CTCF	40
chr15	41151438	41151588	id-33173	1.26e-07	+	AGGTGGGAGCTCTCGGGGGTCACTAGGGGGCGCTG	V_CTCF_BR	40
chr15	41165928	41166078	id-33174	1.38e-06	-	GGGAGGAGACTGGAGCAGGCCCCGAGGTGGCGCTG	V_CTCF_BR	40
chr15	41184154	41184304	id-33175	5.86e-07	-	CTGGCTTTTCTTATTCTGGCCACTTGGGGGCCCCT	Upstream_CTCF	40
chr15	41185919	41186069	id-33176	1	+	NA	NONE	22
chr15	41186383	41186533	id-33177	1.74e-10	-	GCTGCAGTTCCGAGCTTTGACACCAGGAGGCAATC	Upstream_CTCF	40
chr15	41187136	41187286	id-33178	2.81e-05	+	TCTCCTCAGGCTCTCTTGGCCCCCAGCTGGTGGAT	V_CTCF_BR	40
chr15	41191650	41191800	id-33179	2.31e-06	+	CTTCCAGTTCATAGGCCGAGCAGCAGAGGGGGCTG	Upstream_CTCF	0
chr15	41196316	41196466	id-33180	2.58e-09	+	GGGCTGTTCTTCCCTTTGGCCAGCAGATGGTGCTG	UpstreamP1_CTCF	40
chr15	41198645	41198795	id-33181	9.55e-09	+	CCCGCCGAGTCTGCAGTGGGCACTAGGGGGCGCCG	V_CTCF_BR	40
chr15	41199071	41199221	id-33182	3.97e-07	+	ACCGGGTGGGGGAAGGGGACCAAGAGGGGGCGCAG	V_CTCF_BR	32
chr15	41199990	41200140	id-33183	4.5e-06	+	GGAGCCATACGTGCTGAAGCCACCAGGAGAGGGCC	Upstream_CTCF	3
chr15	41206762	41206912	id-33184	1.19e-06	+	ATCAATTTGTCCATGGTGGCGGGCAGGGGGCGCCC	V_CTCF_BR	21
chr15	41209172	41209322	id-33185	1	+	NA	NONE	7
chr15	41222029	41222179	id-33186	9.84e-06	-	TCGCAAGGCCGCCCACTGGCCAGTACGCCGCGCTC	UpstreamP1_CTCF	22
chr15	41222832	41222982	id-33187	2.44e-07	+	TGAGTAGCTCGCTCCGCCACCACAGGGGGGCGACA	Upstream_CTCF	40
chr15	41229301	41229451	id-33188	1.03e-06	-	CTGCATAAAGCCAGTGCTGCCACTAGAGGCAAGCC	UpstreamP1_CTCF	25
chr15	41230386	41230536	id-33189	1	+	NA	NONE	37
chr15	41234191	41234341	id-33190	9.29e-06	+	GCGGCCGTCGGGGCTGCGCGCGGGAGGGGCCGCCG	Upstream_CTCF	39
chr15	41245596	41245746	id-33191	1	+	NA	NONE	14
chr15	41255876	41256026	id-33192	1	+	NA	NONE	1
chr15	41267236	41267386	id-33193	3.71e-05	+	AGAACTGTGGTACTGCGGCCCAGCAGAGGGCCACA	Upstream_CTCF	15
chr15	41275026	41275176	id-33194	2.53e-05	+	CCCGTATGCGGCATAGGCAGCTGCAGAGGCCGCTG	V_CTCF_BR	10
chr15	41310909	41311059	id-33195	9.84e-05	-	TGTCTCTGTATCCTGCTTAGCGACAGGTGGAGCTC	V_CTCF_BR	32
chr15	41314801	41314951	id-33196	4.24e-07	-	TCTGTAGTTTTGCATCTGGACCATAGATGGCACTG	Upstream_CTCF	40
chr15	41407416	41407566	id-33197	1	+	NA	NONE	35
chr15	41477151	41477301	id-33198	2.66e-05	-	GATACTACTATAATTGAAGACACCAGAGGGTGCTA	V_CTCF_BR	39
chr15	41487409	41487559	id-33199	8.33e-05	-	AGTGATATAATTTGTCTGTCCTCTAGGGGACCTTA	Upstream_CTCF	22
chr15	41522934	41523084	id-33200	6.98e-07	-	GGCTGCCGTCCTCCTCCCGGCCGCAGGGGGCGCTG	V_CTCF_BR	40
chr15	41579747	41579897	id-33201	1.84e-05	+	ATGTTTTTTGGTTATATGCCCAGAAGAGGGAGTGC	UpstreamP1_CTCF	31
chr15	41589105	41589255	id-33202	5.21e-08	+	TCCTCCAAAGTAGCTGGGACCACAAGAGGGCACCA	V_CTCF_BR	19
chr15	41624356	41624506	id-33203	1	+	NA	NONE	31
chr15	41717189	41717339	id-33204	5.98e-05	+	CTGGAGGGCGTCAGCCTCCCCGGTGGCTGGGACTG	UpstreamP1_CTCF	13
chr15	41731061	41731211	id-33205	6.21e-06	-	ACAGAATGACTACGCATGTCCTGCAGAGGGACCCA	Upstream_CTCF	13
chr15	41758117	41758267	id-33206	8.03e-07	+	ACTGCGCTATCCTCTTTGTCCACAAGAGGATGCTC	Upstream_CTCF	40
chr15	41767015	41767165	id-33207	4.14e-06	+	GGAAGGTAGGATATTCTCTCCTCTAGAGGGAACCA	V_CTCF_BR	1
chr15	41786636	41786786	id-33208	5.65e-05	-	ACCGCGAGAACAGGACCTTCCGCTGGAGGGAGCAT	V_CTCF_BR	18
chr15	41799257	41799407	id-33209	3.8e-08	-	GGCCCAGTCCTGGCCTCTGCCACCAGGTGTCACCG	V_CTCF_BR	15
chr15	41812513	41812663	id-33210	1	+	NA	NONE	0
chr15	41849883	41850033	id-33211	1.39e-07	+	TGAGTCTCTCCTCCTGCTGCCGCCTGGGGGCGCCC	V_CTCF_BR	40
chr15	41851053	41851203	id-33212	3.97e-07	+	AGCTCGGGCTGCGGGCGGGCCGGGAGGAGGCGGCG	V_CTCF_BR	9
chr15	41854070	41854220	id-33213	8.43e-09	+	GTTCTGCCAAGTGGCCTGGCCAGCAGGGGGAGGGG	V_CTCF_BR	33
chr15	41873368	41873518	id-33214	3.66e-06	+	GAGCAAGTTCATGGGAGATGCAGCAGGAGGCGCAG	UpstreamP1_CTCF	38
chr15	41877593	41877743	id-33215	1.92e-06	-	CTGCAGGGCGCCGGCTCTGTCCGCAGCTGGGGCCC	UpstreamP1_CTCF	1
chr15	41877942	41878092	id-33216	1	+	NA	NONE	14
chr15	41880643	41880793	id-33217	1	+	NA	NONE	9
chr15	41883690	41883840	id-33218	5.08e-05	+	GGTGCAGATTGTCCCCTTTCCACTAGGGTGGTACT	Upstream_CTCF	2
chr15	41896147	41896297	id-33219	9.81e-06	+	ATTAGTCTTCCCTTCGCATCCACCAGGAGGAGGTA	V_CTCF_BR	40
chr15	41952785	41952935	id-33220	1	+	NA	NONE	36
chr15	41953935	41954085	id-33221	1	+	NA	NONE	2
chr15	41988328	41988478	id-33222	3.88e-06	+	CTACGAACTTGGTGAGTGCCCAGAAGGGGTCACTG	V_CTCF_BR	39
chr15	42065044	42065194	id-33223	8.76e-09	+	CTGCAGCATGCAAGTAAAGACACCAGGTGGCACCA	UpstreamP1_CTCF	40
chr15	42066752	42066902	id-33224	8.33e-05	+	GAGGCTGGTGAGGCTGGGCCCGAACGGGGGCGCTG	Upstream_CTCF	39
chr15	42098844	42098994	id-33225	2.84e-05	-	GCTCAGTGCTGGCTGGGATCCACCACATGCCAAGG	UpstreamP1_CTCF	25
chr15	42102914	42103064	id-33226	1.38e-06	-	ACCCAGGACTTCCAGTCACCCGGCAGAGGGAGCTG	V_CTCF_BR	14
chr15	42103713	42103863	id-33227	9.29e-06	-	AGAAGCGTTCCTCCTGAGCCCAGCAGGGGGCCCCC	Upstream_CTCF	40
chr15	42115457	42115607	id-33228	1	+	NA	NONE	14
chr15	42117770	42117920	id-33229	1	+	NA	NONE	4
chr15	42119915	42120065	id-33230	1	+	NA	NONE	17
chr15	42151099	42151249	id-33231	3.28e-05	-	CATGAGCCTCTCCTCCTGGCAGGAAGGAGGCGCTC	V_CTCF_BR	8
chr15	42152344	42152494	id-33232	5.65e-05	+	GGAACTTGTCTGAGTCCTGCCATTAGTGGGCAGCA	V_CTCF_BR	30
chr15	42159212	42159362	id-33233	1	+	NA	NONE	0
chr15	42170195	42170345	id-33234	2.34e-06	+	AAGCAATGCATCGGGCCCACCTGGAGGGGGCCAGC	UpstreamP1_CTCF	5
chr15	42186403	42186553	id-33235	1	+	NA	NONE	3
chr15	42186997	42187147	id-33236	6.05e-06	-	GGGCGCGCTGAGCGGCTGTCCTGCTGTGGGCTGTG	V_CTCF_BR	28
chr15	42196827	42196977	id-33237	6.46e-07	-	ATGAGTTGGCAGCATTTCAACAGCAGAGGGCAGCA	V_CTCF_BR	40
chr15	42201393	42201543	id-33238	1	+	NA	NONE	1
chr15	42208783	42208933	id-33239	5.92e-05	+	TTCAGCGGTGGAACATGAAACTGCAGGTGGCGTGA	V_CTCF_BR	4
chr15	42219076	42219226	id-33240	1	+	NA	NONE	11
chr15	42222782	42222932	id-33241	3.88e-07	-	CTGCAGTGCCAGCTGTTGTCCACAGGCATGCAGGA	UpstreamP1_CTCF	34
chr15	42226917	42227067	id-33242	1	+	NA	NONE	0
chr15	42229579	42229729	id-33243	1	+	NA	NONE	4
chr15	42248511	42248661	id-33244	1.09e-06	-	GTGCTGTGTGAGTGATTGTCCAGCTGGGGGACTCA	UpstreamP1_CTCF	17
chr15	42259164	42259314	id-33245	3.03e-05	-	CCTGTCATGTTTGAGTGGACACCAAGGTGGCGATG	Upstream_CTCF	1
chr15	42260166	42260316	id-33246	1	+	NA	NONE	7
chr15	42263805	42263955	id-33247	1.11e-05	-	CATGCACCGCCTTTAGCCGCCCGTAGGAAGTGAGC	Upstream_CTCF	16
chr15	42264957	42265107	id-33248	1.93e-05	-	AGAGGTGAGGCACCGGCAACCAGAAGGGGGCCCTG	V_CTCF_BR	36
chr15	42281818	42281968	id-33249	7.44e-09	+	GCCGCAGTTCCCCCAAAGGACACATGGGGGCACCC	Upstream_CTCF	40
chr15	42310895	42311045	id-33250	7.73e-06	-	TCCCCCAGTCCCCAGTAGGTCCCCAGGGGGCAGTG	V_CTCF_BR	4
chr15	42349322	42349472	id-33251	1	+	NA	NONE	33
chr15	42352014	42352164	id-33252	1.6e-10	-	ATTGCAGTTCAGGTGGCTGCCACCAGGGGGCTGTG	Upstream_CTCF	40
chr15	42358798	42358948	id-33253	3.88e-07	+	CCGCAGTCTCTCACGTGAAACAGGAGAGGGCACTG	UpstreamP1_CTCF	39
chr15	42361413	42361563	id-33254	3.63e-05	+	TTCTTAGAACTCACGGTGGAAGCAAGGGGGCAGCG	V_CTCF_BR	10
chr15	42371928	42372078	id-33255	4.01e-05	+	AACAGTAGGAGCCCGAGGCCCAGCATGGGGCGCTG	V_CTCF_BR	5
chr15	42376685	42376835	id-33256	5.93e-10	-	CTGCAGTGGACAGAAATGGCCGCAAGGTGGCGAGC	UpstreamP1_CTCF	40
chr15	42386885	42387035	id-33257	2.53e-05	+	TTCAGGACAGAAGATGCAGCCAGGGGGAGGCAGAC	V_CTCF_BR	12
chr15	42426218	42426368	id-33258	2.74e-08	-	CCGTGGTAATGATGGCTGGCCTGCAGGTGGCAGTG	V_CTCF_BR	40
chr15	42430019	42430169	id-33259	1.56e-06	-	CTGTTTTAAAAGTCTACCAACACTAGGTGGCGAGC	UpstreamP1_CTCF	40
chr15	42430295	42430445	id-33260	1.97e-06	-	GAGTCAGGGAGGCTGTTAACCACTAGAGGTCAGGG	V_CTCF_BR	19
chr15	42442255	42442405	id-33261	1.46e-08	-	GCTGCTGTGTCTTTCAGGGCCAGGAGGTGGCTCTG	Upstream_CTCF	11
chr15	42449006	42449156	id-33262	9.88e-07	+	GGAGCTATTTCCAACAAGACCTCTAGGTGAAGCTG	Upstream_CTCF	13
chr15	42491555	42491705	id-33263	3.45e-05	+	GAACTTGCTCACGGTCACGCAGCCAGGGGGAAGTG	V_CTCF_BR	2
chr15	42508739	42508889	id-33264	1.9e-06	-	TCTGCTGTTCCCACATCTCCCTCTTGAGGTCTTCC	Upstream_CTCF	24
chr15	42605767	42605917	id-33265	1.02e-07	-	CTGCTCTGTGATATGGTGCCCAGAAGGTGGCTGTA	UpstreamP1_CTCF	6
chr15	42663426	42663576	id-33266	1.15e-06	-	AGCTCTGTCCCCATCATGACCCCCAGGAGGAGCTG	Upstream_CTCF	29
chr15	42677795	42677945	id-33267	7.78e-06	-	GCAGCTGCCCTGGAACCCGTCTATAGGGGGCAGTA	Upstream_CTCF	40
chr15	42679173	42679323	id-33268	6.19e-06	-	ATGCCATGTTCCCAAGGCGGCAGGAGGGGGAGTCT	UpstreamP1_CTCF	0
chr15	42701313	42701463	id-33269	8.19e-06	+	CTGCATTTGCCCGTCCCCAGCTCCTGCTGCCACCT	UpstreamP1_CTCF	0
chr15	42736670	42736820	id-33270	1.55e-05	-	TTCTCCCTAGGTATATCCACAGCCAGGGGGCGGGA	V_CTCF_BR	13
chr15	42763888	42764038	id-33271	2.37e-05	-	TTAACAATATCCTAGATGTCCACAAGGTGGGGATG	Upstream_CTCF	40
chr15	42783150	42783300	id-33272	6.82e-05	+	TCCATCAGGCCGCCGAGAGCCAGGCGAGGGAGCTC	V_CTCF_BR	25
chr15	42800457	42800607	id-33273	4.43e-05	+	CATACATGCAAAACTCCCGTCTACAGAGGGCGGAC	V_CTCF_BR	6
chr15	42841442	42841592	id-33274	7.44e-05	-	GTTGTTGGAAATGCTTGTTCCGCAAGGGGACAGAA	Upstream_CTCF	13
chr15	42868009	42868159	id-33275	1	+	NA	NONE	14
chr15	42873495	42873645	id-33276	1	+	NA	NONE	14
chr15	42883905	42884055	id-33277	5.93e-06	-	CTTGCAGTAGCTGACTTGTCCTCTAGTAGTCCCTA	Upstream_CTCF	38
chr15	42942771	42942921	id-33278	2.43e-06	-	TAGGCCAGTGTTGTTTTCCCCACAAGGTGGCAGAC	V_CTCF_BR	40
chr15	42967070	42967220	id-33279	7.82e-06	-	CAGTCCTACCTTGAGTCAGACGGCAGGAGGCAGTG	UpstreamP1_CTCF	1
chr15	42972398	42972548	id-33280	8.64e-05	-	TTAGTCATGCCTTACTCTGCCACCAGGTTCCTATA	Upstream_CTCF	4
chr15	42996706	42996856	id-33281	5.34e-06	+	GGTCACTGTAGCCATCTTAGCGCTAGAGGGCACTG	V_CTCF_BR	40
chr15	43015381	43015531	id-33282	2.8e-05	-	CAAGATATTCCCTACTGAACCACATGGTGGGGCAG	Upstream_CTCF	35
chr15	43030176	43030326	id-33283	1.67e-07	+	AGCCCAGCTAATGTTTTGGCCGGGAGAGGGCAGCA	V_CTCF_BR	30
chr15	43033973	43034123	id-33284	1	+	NA	NONE	10
chr15	43068508	43068658	id-33285	1	+	NA	NONE	0
chr15	43089705	43089855	id-33286	1	+	NA	NONE	24
chr15	43093368	43093518	id-33287	4.7e-06	+	CCTCGCCCTCCAACAGCTTCCTGTAGGTGGCGATC	V_CTCF_BR	37
chr15	43213104	43213254	id-33288	1.24e-05	-	TGAAGATAGCGGCAATTCTCCGGTGGGGGGCGGAG	V_CTCF_BR	28
chr15	43219006	43219156	id-33289	1.41e-06	-	TTGCAGTGGAACACTATTATCGCTAGGGTGCGCTA	UpstreamP1_CTCF	40
chr15	43276880	43277030	id-33290	1	+	NA	NONE	18
chr15	43397677	43397827	id-33291	1	+	NA	NONE	11
chr15	43415421	43415571	id-33292	1.56e-05	+	TTTGCTAAGAAGCGCTCGCCCAGGAGGAGGCAGGG	Upstream_CTCF	34
chr15	43478015	43478165	id-33293	3.45e-05	-	GAACTGAGGCAAGGGGAGCCCGGAAGGAGGCGCAC	V_CTCF_BR	39
chr15	43479879	43480029	id-33294	6.19e-06	+	ACTCACTGCAAGTAAGATACCACAAGGAGGCAGCA	UpstreamP1_CTCF	39
chr15	43496619	43496769	id-33295	5.01e-09	-	CACACGCAAGTGGAGCTGGCCAGCAGGTGGCAGGA	V_CTCF_BR	39
chr15	43501301	43501451	id-33296	1.83e-05	+	ATGAGATGGGGAAATGCGGCCGCAGGGAGGCAGCA	V_CTCF_BR	36
chr15	43503074	43503224	id-33297	8.21e-05	-	AAGCCTTCCCCAATCCCCGAAGGCAGGGGGAGCCT	V_CTCF_BR	1
chr15	43511260	43511410	id-33298	5.3e-05	-	CCTCAGTAGCTTCAGACTGGCCACAGGGGGCGTAG	UpstreamP1_CTCF	39
chr15	43517768	43517918	id-33299	9.25e-06	+	CCACCAAGGAGCTTCTATTCCAGCAGGGGGAGACA	V_CTCF_BR	40
chr15	43561059	43561209	id-33300	1.52e-07	-	TTTCCCCCAGAGGAGCTGTCCAGCAGAGGGTGCCG	V_CTCF_BR	40
chr15	43577867	43578017	id-33301	3.41e-08	-	GTAGCAGTATCATGAGAAGCCACAAGAGGGAGCTG	Upstream_CTCF	40
chr15	43585758	43585908	id-33302	5.92e-05	+	GACTCAAGCCGCAAGGTTGCCACTAGGGGAGAGGA	Upstream_CTCF	7
chr15	43638665	43638815	id-33303	2.15e-05	+	TCCAGACATTGCCAAGTGTCCCCTGGGGGGCAGAA	V_CTCF_BR	14
chr15	43648660	43648810	id-33304	1.04e-07	-	CTGGGATTACAGGCGTGAGCCACCGGGTGGCGCCC	V_CTCF_BR	15
chr15	43663408	43663558	id-33305	8.33e-05	-	CCAGCGCACCTCCAGGCGACCACGAGGGGAGTGCT	Upstream_CTCF	12
chr15	43663763	43663913	id-33306	4.34e-05	-	CAGGCCCTTTCCTCGCCCCGCCACAGGTGGGGCTC	Upstream_CTCF	40
chr15	43668416	43668566	id-33307	5.53e-08	+	GAGCTATGTCAAGCTTTCACCTCTAGAGGGCAGGA	UpstreamP1_CTCF	40
chr15	43733126	43733276	id-33308	2.11e-06	+	AACAATTGTATTCTCACAGCCACCAGATGGCAAAG	V_CTCF_BR	40
chr15	43775619	43775769	id-33309	2.04e-05	+	AAATGTTTACAGCAATTAGCCTCTGGGTGGCAGGA	V_CTCF_BR	37
chr15	43791276	43791426	id-33310	1	+	NA	NONE	12
chr15	43802399	43802549	id-33311	1.03e-05	-	GTGCAATGAGCTCAGACTGCAGCAAGGGGGATTTG	UpstreamP1_CTCF	40
chr15	43803885	43804035	id-33312	2.78e-09	+	GTGCAGTGCTGCGGAGCCACCTGCGGGTGGAAGCA	UpstreamP1_CTCF	39
chr15	43806808	43806958	id-33313	1.85e-07	-	AAGCTTTTACCAGACTTGACCACTAGAAGGAGCTG	UpstreamP1_CTCF	40
chr15	43810025	43810175	id-33314	8.98e-06	+	CTGGACCCAGAACCAGAGGCCACCAGGGGCTGTGA	UpstreamP1_CTCF	18
chr15	43816759	43816909	id-33315	2.18e-07	+	GGAGACAGTCAAGCCAGGGCCTGAAGAGGGCACAC	V_CTCF_BR	8
chr15	44061920	44062070	id-33316	2.57e-08	-	AGGCACTGCACAGGCTGGAGCACTAGGGGGCAGTC	UpstreamP1_CTCF	40
chr15	44067733	44067883	id-33317	9.67e-08	-	AGTGCTCCTGCCACTTTCCCCACCAGGTGTCAGTG	Upstream_CTCF	39
chr15	44069690	44069840	id-33318	1.1e-06	-	GCGCCCGTATCCCTGCCCACCAACTGGGGGCGCTC	V_CTCF_BR	38
chr15	44085337	44085487	id-33319	1	+	NA	NONE	25
chr15	44091480	44091630	id-33320	4.41e-06	+	CTTTCCACTACTGTCCTTGACAGCAGGAGGCAGCA	V_CTCF_BR	16
chr15	44159400	44159550	id-33321	1	+	NA	NONE	1
chr15	44164741	44164891	id-33322	3.11e-05	+	AGAACTTATGCAGAGGATGACCCTAGGGGGCAGCA	V_CTCF_BR	40
chr15	44174267	44174417	id-33323	6.43e-06	+	TGACCTGGGCCAGTGACAGCAGCTAGAGGGCAGTA	V_CTCF_BR	40
chr15	44196086	44196236	id-33324	6.49e-06	+	GTGTTTATTCTGATTTTTACCACAAGGGGTCGCTA	Upstream_CTCF	40
chr15	44205647	44205797	id-33325	1	+	NA	NONE	5
chr15	44231386	44231536	id-33326	3.11e-05	+	ATAACCAATCCCAAATCCCCCAGATGGGGGAGCTG	V_CTCF_BR	40
chr15	44315394	44315544	id-33327	1.64e-07	-	CAAGCAATTCCTGTAACAACCTCCAGATGGGGAGA	Upstream_CTCF	27
chr15	44322484	44322634	id-33328	2.27e-05	-	TAAATACAAAAATAAACAAACAGTAGAGGGCAGAA	V_CTCF_BR	10
chr15	44358541	44358691	id-33329	9.49e-08	-	TTGATCATCTCTTCCCCTTCCACCAGAGGGCGCTC	V_CTCF_BR	40
chr15	44423116	44423266	id-33330	1	+	NA	NONE	18
chr15	44486746	44486896	id-33331	1.92e-06	-	GTGCACCTTTCCGGGGCGCCCGGAGGGAGGCGGGT	UpstreamP1_CTCF	23
chr15	44487587	44487737	id-33332	1.39e-05	-	GAGGAACCCCTCGTTTGGGACGCTAGAGGGCTGCT	V_CTCF_BR	39
chr15	44512006	44512156	id-33333	1	+	NA	NONE	40
chr15	44536149	44536299	id-33334	3.09e-06	-	GCTGCACTATGACATTTCAGCACTAAGTGGAGCCA	Upstream_CTCF	37
chr15	44553338	44553488	id-33335	2.19e-05	+	ATGTGTTGGGCGGGATGCTCCAGCAGGCGGCTCCT	UpstreamP1_CTCF	10
chr15	44558064	44558214	id-33336	4.14e-05	+	CAACATTGCTAGCCTATACCCACTAGATGTCAATA	UpstreamP1_CTCF	20
chr15	44579347	44579497	id-33337	1	+	NA	NONE	25
chr15	44591216	44591366	id-33338	1.38e-06	-	AGCCCTGTTCCCACTGGAGCCTCTAGGGGGAGGCT	V_CTCF_BR	40
chr15	44611750	44611900	id-33339	5.55e-07	-	ACTGCACCACGGCACTCCTACCCTAGGTGGCAGAG	Upstream_CTCF	16
chr15	44663118	44663268	id-33340	3.81e-05	+	TTTCTGTTCAGCTCTCAGCCCTATAGGAGGAGCTG	UpstreamP1_CTCF	12
chr15	44719172	44719322	id-33341	1	+	NA	NONE	30
chr15	44720051	44720201	id-33342	1	+	NA	NONE	23
chr15	44720632	44720782	id-33343	1	+	NA	NONE	32
chr15	44770664	44770814	id-33344	1	+	NA	NONE	16
chr15	44792152	44792302	id-33345	1	+	NA	NONE	9
chr15	44794099	44794249	id-33346	3.09e-06	-	TGTGTATATTTCTTCTTTGCCAGTAGATGGAGACA	Upstream_CTCF	40
chr15	44825064	44825214	id-33347	1	+	NA	NONE	24
chr15	44828822	44828972	id-33348	8.21e-05	-	GCCAACGCCTACCCCGCTTCGACCGGAGGGTGCGC	V_CTCF_BR	40
chr15	44830113	44830263	id-33349	1.61e-05	-	GGTCAGTTCATTCTTTTTACCACAGGGTGGGGGAA	UpstreamP1_CTCF	18
chr15	44838175	44838325	id-33350	1	+	NA	NONE	39
chr15	44842635	44842785	id-33351	4.14e-05	-	GGGTGTTTTCCTATTATGTCCTCTAGGTGGCTATT	UpstreamP1_CTCF	35
chr15	44870779	44870929	id-33352	2.97e-06	+	TACCAAGGTCACAGATTGACCACTAGGTGGCGTGC	V_CTCF_BR	40
chr15	44876483	44876633	id-33353	1.67e-07	+	CAGTGCCCTGCCAAGGTGAGCAGCAGATGGCGCTC	V_CTCF_BR	38
chr15	44885292	44885442	id-33354	1.55e-05	+	CACACAGGCAGGAAGCATTCCACTAGATGGTGCTA	V_CTCF_BR	39
chr15	44955918	44956068	id-33355	8.5e-06	+	CGGTCGATTCCATTCGTTTCCTGTGGGGGGCAGTA	Upstream_CTCF	40
chr15	44967362	44967512	id-33356	1.26e-05	-	CTAGCAGAGCTGTGCATCGCCCACAGGCGGTGGCC	Upstream_CTCF	0
chr15	45002898	45003048	id-33357	1	+	NA	NONE	40
chr15	45003342	45003492	id-33358	6.82e-05	+	TCTCTGGGGCCAGTCTGCAAAGCGAGGGGGCAGCC	V_CTCF_BR	16
chr15	45005947	45006097	id-33359	1	+	NA	NONE	38
chr15	45018838	45018988	id-33360	7.73e-06	-	TCCTGCAGATTACCCTCAGACACTGGAGGGAGCCG	V_CTCF_BR	25
chr15	45030696	45030846	id-33361	5.86e-07	-	TCTGCAATAACTTCCTACTGCTCTAGAGGGAGCTA	Upstream_CTCF	40
chr15	45076997	45077147	id-33362	1.77e-09	-	CTGTTATGCCCGGACGGGGCCACTAGAGGGCTCTT	UpstreamP1_CTCF	40
chr15	45091137	45091287	id-33363	1.55e-05	-	TGATGGCGGTGCTTAGTGGACAGCTGGGGGATGAC	V_CTCF_BR	39
chr15	45091893	45092043	id-33364	1	+	NA	NONE	10
chr15	45104165	45104315	id-33365	1.55e-05	-	AGTCCCTCAGCTGCTGCTGACACCTGATGGTGCTA	V_CTCF_BR	3
chr15	45141194	45141344	id-33366	2.96e-05	-	CTGTTGATTCCATAAGTGGCCAAATGAGGGCTGTC	UpstreamP1_CTCF	13
chr15	45145653	45145803	id-33367	1.79e-08	+	GCTGCAGTGACTCTCCCAGACACTAGAGGGTGCTG	Upstream_CTCF	40
chr15	45314783	45314933	id-33368	1.37e-05	-	ACGGCTGCCTTGAAAACCGCCTGCAGAGGCAGTAG	Upstream_CTCF	37
chr15	45329374	45329524	id-33369	5.97e-08	-	GCTGCAGTGACTCTCCCAGACACGAGAGGGTGCTG	Upstream_CTCF	40
chr15	45333846	45333996	id-33370	6.64e-05	+	CCGTTGATTCCAGAAGTGGCCAAACGAGGGCTGTC	Upstream_CTCF	8
chr15	45379828	45379978	id-33371	3.5e-05	-	TTCCTTCTCTGCTATAAGCCCCCTAGAGGGCAGGA	UpstreamP1_CTCF	20
chr15	45402566	45402716	id-33372	1.96e-08	+	CCTCCCTCACCTCATGTAGACACCAGGGGGCACCA	V_CTCF_BR	37
chr15	45403670	45403820	id-33373	8.99e-05	+	CGCTCCAGGAGTGCGAGGAGCCATAGATGGCGCTG	V_CTCF_BR	5
chr15	45409405	45409555	id-33374	1.23e-05	-	CACCGGTTGCCAGCGTGACCCAGAAGGCGGCGCCG	UpstreamP1_CTCF	9
chr15	45410377	45410527	id-33375	2.43e-06	-	TGGTAGGGTCCCTCCGGCCTCACTAGAGGGCGCCC	V_CTCF_BR	40
chr15	45418873	45419023	id-33376	9.25e-06	+	AGGTGGCTTCTGATTTTGCACACAAGGGGGAGCTA	V_CTCF_BR	40
chr15	45427634	45427784	id-33377	7.84e-05	-	CGCTCCAGGAATGCGAGGAACCATAGATGGCGCTG	V_CTCF_BR	20
chr15	45428732	45428882	id-33378	1.15e-07	-	CCTCCCTCACCTCATGTAGACGCCAGGGGGCACCA	V_CTCF_BR	30
chr15	45455351	45455501	id-33379	7.55e-07	+	CTGGCAGCCTGACCAGGGACCACTGGAGGGAGCTG	V_CTCF_BR	40
chr15	45459682	45459832	id-33380	1.5e-05	+	TCTGCACTACCTCGCACGGACCCAGTGGGGAGAGG	Upstream_CTCF	39
chr15	45460553	45460703	id-33381	1.96e-08	-	GCCTGGACCCCAGGGTTGGCCAGCAGGGGTCGGGG	V_CTCF_BR	1
chr15	45471453	45471603	id-33382	8.16e-07	+	GCAAAAGGCTGCCAACCTGCCACCAGGGGGCATCT	V_CTCF_BR	40
chr15	45475329	45475479	id-33383	7.55e-07	-	CACTTGCACGGTTTCTCAGCCAGCAGGTGGTAGAG	V_CTCF_BR	5
chr15	45490588	45490738	id-33384	3.56e-06	+	AGAGCATTACATGAGAGTTACTGTAGGTGGCGGTC	Upstream_CTCF	39
chr15	45491162	45491312	id-33385	1.71e-06	+	AACCCTCCAGGGTTCCGGTCCTACAGGGGGCGCTC	V_CTCF_BR	40
chr15	45491804	45491954	id-33386	1	+	NA	NONE	7
chr15	45497052	45497202	id-33387	1	+	NA	NONE	10
chr15	45497450	45497600	id-33388	6.04e-07	+	AGGCAGCACATCTGGATTTCCACTAGAAGGCGCTG	UpstreamP1_CTCF	40
chr15	45507760	45507910	id-33389	3.97e-07	-	ATGAGGTTTCTTCACCCCTCCAGTAGAGGGCGCAG	V_CTCF_BR	40
chr15	45514265	45514415	id-33390	3.97e-05	+	GGGCCGTGAAATCAACCTGCCATCAGGTGACTGTC	UpstreamP1_CTCF	12
chr15	45517880	45518030	id-33391	2.81e-05	+	CTTCTCCCTGTGTCCTCAAAGGGCAGAGGGCGCTA	V_CTCF_BR	11
chr15	45528892	45529042	id-33392	4.34e-05	+	CTATCATTAATATAAACCTCCACCAGGGGGTCTAA	Upstream_CTCF	11
chr15	45545698	45545848	id-33393	1.93e-05	-	GTGATAATACCACAAGCTGCCTGAAGGGGCAGCCC	V_CTCF_BR	38
chr15	45560455	45560605	id-33394	3.06e-08	-	TGTCCACCAATTCCCCCAGCCAGGAGAGGGCAGCA	V_CTCF_BR	32
chr15	45569191	45569341	id-33395	1.54e-05	-	TAGCAATATTGGCCTCTACTCACTAGATGTCAGTA	UpstreamP1_CTCF	39
chr15	45599438	45599588	id-33396	6.67e-08	+	CTGCAGATTAATATTATTGCCACCAGATGGCAAGA	UpstreamP1_CTCF	37
chr15	45607276	45607426	id-33397	1	+	NA	NONE	28
chr15	45664723	45664873	id-33398	3.86e-05	+	CAGGCACATCTCCTACAATCCACTAGGGACAAGAA	Upstream_CTCF	11
chr15	45670382	45670532	id-33399	1	+	NA	NONE	37
chr15	45686110	45686260	id-33400	2.31e-06	-	TCTTTCATTCTACCTTCTTCCAGCAGGGGCTAGCA	Upstream_CTCF	35
chr15	45691934	45692084	id-33401	2.04e-05	-	TTAAAGCACTAGAATTGAACCACTAGAGGGAGTCC	V_CTCF_BR	40
chr15	45722528	45722678	id-33402	1.99e-07	+	GTAAGGAAGACCGCGGCGAGCGGCAGGGGGCGCCA	V_CTCF_BR	40
chr15	45731702	45731852	id-33403	4.34e-05	+	GTTGCCTTGCAGAGTGCTCCCGCCAGGGTTTGCTG	Upstream_CTCF	3
chr15	45734926	45735076	id-33404	1	+	NA	NONE	11
chr15	45747063	45747213	id-33405	2.77e-07	+	GTGCTGTTACCCAGCAGGGGGACCAGGGGCCTGGG	UpstreamP1_CTCF	30
chr15	45749854	45750004	id-33406	5.51e-07	-	TTGTCATATTCAAAATCGACCAGGAGATGGCGCCC	V_CTCF_BR	38
chr15	45750244	45750394	id-33407	1.74e-07	+	CAGGTAATTCAGATTTTACCCACTAGAGGGCGTGC	Upstream_CTCF	39
chr15	45751083	45751233	id-33408	1.15e-07	+	CAGGTAATTCGGATTCTCCCCACTAGAGGGCGTGC	Upstream_CTCF	40
chr15	45814706	45814856	id-33409	8.61e-08	+	CCGACGCTCCGCCGGGGCTCCGCGAGGGGGCGGCA	V_CTCF_BR	37
chr15	45866313	45866463	id-33410	4.24e-07	-	AAGGTCCTACCAGTCCTGCCCACCAGAGGGGGAAC	Upstream_CTCF	40
chr15	45903641	45903791	id-33411	1.92e-05	-	CTCCGTTTACAATAAAGTGACAGTAGGGGGCGACT	UpstreamP1_CTCF	37
chr15	45906540	45906690	id-33412	3.88e-06	-	TAGAACTGGGAGAACAATACCACAAGATGGCAGCA	V_CTCF_BR	40
chr15	45911210	45911360	id-33413	3.63e-06	+	TGACAATCACTGGGCTTTACCAGCAGGGGGTTGTG	V_CTCF_BR	22
chr15	45927677	45927827	id-33414	8.99e-05	+	CGCGTGGGACAGAGGGGGCGCTCGAGGGGTCGGCT	V_CTCF_BR	39
chr15	45933595	45933745	id-33415	8.19e-06	-	AAGCTGTGAAGCAAGTACACCAGTAGTGGGCCAGG	UpstreamP1_CTCF	21
chr15	45952445	45952595	id-33416	3.56e-05	+	AGGGCCATGATTTGAGAGGAAACTAGGGGGCAGTC	Upstream_CTCF	22
chr15	45954696	45954846	id-33417	1	+	NA	NONE	3
chr15	45958459	45958609	id-33418	1.32e-05	+	CTGGTAATGCCTATCTCACTCACTAGATGGAGTTC	Upstream_CTCF	21
chr15	45996271	45996421	id-33419	2.57e-08	-	CAGCAGTTCCCTTTCCTGGCCAGCAGGATGCCGTG	UpstreamP1_CTCF	38
chr15	45997960	45998110	id-33420	5.77e-08	+	AGACAAGGTCAGGTCAGAGCCACAAGAGGGCGCTC	V_CTCF_BR	40
chr15	46006819	46006969	id-33421	6.8e-06	+	GGTGAATTGCACCAATAATGCTGTAGGTGGCGCTG	Upstream_CTCF	40
chr15	46007404	46007554	id-33422	1	+	NA	NONE	12
chr15	46007846	46007996	id-33423	1.28e-06	+	TTCCTCCTTTTACTTGTGACCAGTAGATGGCTCTA	V_CTCF_BR	37
chr15	46072683	46072833	id-33424	1.56e-06	+	ATGTGCTTGGAACCAGGGGGCAGCAGAGGGAAGCT	UpstreamP1_CTCF	17
chr15	46082648	46082798	id-33425	6.98e-07	-	ATAGAGATGAGGGTGACTGCCACTAGGGGGTGGTG	V_CTCF_BR	40
chr15	46087780	46087930	id-33426	2.19e-05	+	CTAGTATTTGAGTGGTGTTGCAGTAGATGGCGCTA	Upstream_CTCF	39
chr15	46094334	46094484	id-33427	1	+	NA	NONE	8
chr15	46129520	46129670	id-33428	1	+	NA	NONE	4
chr15	46222664	46222814	id-33429	6.75e-05	+	CAGCAGACACCTCTGTCTCCCTCTAGATGTTAGGA	UpstreamP1_CTCF	0
chr15	46255020	46255170	id-33430	1	+	NA	NONE	1
chr15	46369536	46369686	id-33431	4.43e-05	-	TGTGGCTGGAACACAGTGAGAGGCAGAGGGCAGTA	V_CTCF_BR	3
chr15	46372191	46372341	id-33432	1.23e-05	-	CTGGTGTGCGGCGCTGCAAACAGCAGGAGGGGTCT	UpstreamP1_CTCF	2
chr15	46384170	46384320	id-33433	1	+	NA	NONE	39
chr15	46553264	46553414	id-33434	8.02e-05	-	GCAACGGCACACACAGTATCCAGCAGGGGTCCTCC	Upstream_CTCF	9
chr15	46573048	46573198	id-33435	1.35e-05	-	ATGCTTGGAGTCAAAACGAGGGCCAGGGGGCAGTA	UpstreamP1_CTCF	24
chr15	46596646	46596796	id-33436	3.88e-06	+	AGACACCATCCTGGAGCTGCCAACAGGGGGAGACA	V_CTCF_BR	39
chr15	46602234	46602384	id-33437	9.25e-06	+	GTGTGTCTGTCAAAGGACAACAGGAGAGGGCAGCA	V_CTCF_BR	6
chr15	46604449	46604599	id-33438	1.03e-06	+	AGCACAGTGCTAAAGAATGCCAGGAGAGGGCAGCA	V_CTCF_BR	40
chr15	46795001	46795151	id-33439	1	+	NA	NONE	23
chr15	47079212	47079362	id-33440	1	+	NA	NONE	5
chr15	47319876	47320026	id-33441	6.8e-06	-	TCGTTGTTTGGGCTGTAATCCAGTAGATGGCACTT	UpstreamP1_CTCF	15
chr15	47487032	47487182	id-33442	1.1e-05	+	TGATGTTCTCTTTGTCTTACCAGGAGGTGTCACTA	V_CTCF_BR	36
chr15	47488294	47488444	id-33443	1.85e-07	+	GAGCTATGTGTTCTGCTGTCCTCCAGGTGGCAGCA	UpstreamP1_CTCF	40
chr15	47626124	47626274	id-33444	1	+	NA	NONE	8
chr15	47666563	47666713	id-33445	1	+	NA	NONE	34
chr15	47763769	47763919	id-33446	1.28e-06	+	GCTGAATTACCATGAGATGGCAGTAGAGAGCAGCC	Upstream_CTCF	40
chr15	47789092	47789242	id-33447	1.34e-06	+	ACTGCAGTCCTTCAATGCACCACTAGTTTGTGCCA	Upstream_CTCF	30
chr15	47793143	47793293	id-33448	2.66e-05	+	GTTGTATAATTGCTTCCAAGCAGTAGAGGGAAGTA	V_CTCF_BR	14
chr15	47843391	47843541	id-33449	1.39e-07	+	GAGTTTGTGCATTGCTTGGCCAGCTGGGGGCACAC	V_CTCF_BR	31
chr15	47881321	47881471	id-33450	4.7e-08	+	AGGGTGTGTGCATGGCTAGACAGCAGAGGGCACCA	V_CTCF_BR	17
chr15	47902124	47902274	id-33451	7.02e-05	-	CTGGATATCCTCAAAGCAGCCACCAGGAGATAATG	UpstreamP1_CTCF	4
chr15	47903163	47903313	id-33452	8.99e-05	-	GGGATTTCATATGTTCTCACCACTAGGTGCTGCCT	V_CTCF_BR	16
chr15	47906970	47907120	id-33453	2.12e-06	-	TTGTTATTAACCCCATTTTCCAGATGAGGGCACTG	UpstreamP1_CTCF	2
chr15	47959537	47959687	id-33454	1.15e-07	+	CAGGCTTCCTAGAGGGCTGCCTGAAGAGGGCAGCC	V_CTCF_BR	3
chr15	47977806	47977956	id-33455	1.03e-05	-	CTGTGTTGGTTTGAGACTCCCACTAGGGGTCTCAG	UpstreamP1_CTCF	13
chr15	48002167	48002317	id-33456	1	+	NA	NONE	6
chr15	48003979	48004129	id-33457	6.98e-07	+	TCTATTCTCTTTTCCTTAACCAGTAGGTGGCACTA	V_CTCF_BR	39
chr15	48009480	48009630	id-33458	1.38e-06	-	GTCCCACCCCCGGGCACGGACGGCAGGAGGCGCGG	V_CTCF_BR	33
chr15	48043747	48043897	id-33459	2.19e-05	+	ATGCTCTTGGGAAGTGGAAGCCCCAGGGGCCCATC	UpstreamP1_CTCF	9
chr15	48161557	48161707	id-33460	1.64e-05	-	CTCCCACCTTTTCTCAAGTCCACTTGGTGGCAGTC	V_CTCF_BR	6
chr15	48205192	48205342	id-33461	1	+	NA	NONE	27
chr15	48255612	48255762	id-33462	1.52e-07	-	GAGGGGAAGTGGGAAGCTGCCCGCAGGGGGCACAC	V_CTCF_BR	11
chr15	48275859	48276009	id-33463	3.18e-06	+	CACAGAGGCTCCAGCGCAGCCACGTGGTGGAAGAG	V_CTCF_BR	18
chr15	48280237	48280387	id-33464	3.18e-06	-	TAGGTCCATAATCTTACAACCTGTAGGTGGCAGTG	V_CTCF_BR	39
chr15	48280907	48281057	id-33465	2.96e-05	+	GTCTGCCCAGGAAGATTGACCTGGGGGTGGTGGTG	V_CTCF_BR	15
chr15	48317465	48317615	id-33466	1	+	NA	NONE	23
chr15	48377342	48377492	id-33467	3.12e-08	-	GTGCTGTCTCCCTGAATTTTCACCAGGTGGCACCA	UpstreamP1_CTCF	37
chr15	48402185	48402335	id-33468	1.55e-05	+	AGCTGGGGTGACATTCCTTCCTCAAGGGGGATCTG	V_CTCF_BR	16
chr15	48404546	48404696	id-33469	6.84e-06	+	CCCAACCTGTGTGGAAGCATCAGCAGGTGGAGCTG	V_CTCF_BR	38
chr15	48452673	48452823	id-33470	1.09e-07	+	AATGTACTTCTCACTCATCCCACTAGGTGGAATAC	Upstream_CTCF	11
chr15	48453371	48453521	id-33471	4.68e-05	-	AAGCAATAGCAGTCAGTAACCAGCAGGCTGACAGC	UpstreamP1_CTCF	19
chr15	48503551	48503701	id-33472	2.4e-05	-	ACCATAAAAATGTCAAGGGCCACAAGGAGGTGGCA	V_CTCF_BR	14
chr15	48542897	48543047	id-33473	8.08e-08	-	GGAGCAATTTCCTAAATGGCCACAAGATGGACATA	Upstream_CTCF	40
chr15	48573996	48574146	id-33474	1	+	NA	NONE	21
chr15	48578053	48578203	id-33475	1.59e-06	-	GTAACATTCTGATTTTTGACCAGCAGAGGTCACTG	V_CTCF_BR	39
chr15	48588107	48588257	id-33476	1	+	NA	NONE	2
chr15	48592379	48592529	id-33477	3.86e-05	+	AAGGCAGGAGGATCACTTGAGCCCAGGGGGCAGAG	Upstream_CTCF	3
chr15	48623108	48623258	id-33478	1	+	NA	NONE	23
chr15	48626613	48626763	id-33479	1	+	NA	NONE	7
chr15	48629238	48629388	id-33480	3.91e-06	-	CCTGTCTTGTCCCACAGCACCACCTGGTGACACTA	Upstream_CTCF	36
chr15	48644770	48644920	id-33481	6.39e-08	-	AGCTCACCTTAGATAACTGCCACCAGGTGGCAGTA	V_CTCF_BR	40
chr15	48650445	48650595	id-33482	2.72e-05	+	AGGAAATAGTATCTAGCAACCACTAGATGTCACTT	UpstreamP1_CTCF	38
chr15	48699237	48699387	id-33483	1.55e-05	+	TAGCTGACACCATAACCAACCCACAGGGGGCACAG	V_CTCF_BR	39
chr15	48751240	48751390	id-33484	1	+	NA	NONE	8
chr15	48751781	48751931	id-33485	1	+	NA	NONE	17
chr15	48799773	48799923	id-33486	6.15e-05	-	GGTGCCTCTTCTCTGTGTGCCCCTAGTGGACAGCT	Upstream_CTCF	40
chr15	48812822	48812972	id-33487	3.4e-06	-	TGATGCCGGCCGATGCTGGTCTCCAGGGGTCACTG	V_CTCF_BR	18
chr15	48818083	48818233	id-33488	2.27e-05	+	CAAAACGTCTCCAAAATGACCACAAGGTGCCTCTG	V_CTCF_BR	8
chr15	48858303	48858453	id-33489	1	+	NA	NONE	14
chr15	48895424	48895574	id-33490	1.31e-05	+	CATGAATCCTTGGGGGAAGCCAGGAGGAGGCAGGC	V_CTCF_BR	17
chr15	48933724	48933874	id-33491	1.48e-06	-	CCCCGAGTCTGCCTGATGCCCAGTTGGTGGCAGCA	V_CTCF_BR	39
chr15	48937199	48937349	id-33492	1	+	NA	NONE	8
chr15	48940266	48940416	id-33493	6.18e-07	-	CATGCAGTTTCCAGAGTCCCCTGTGGGTGCAGAGC	Upstream_CTCF	39
chr15	48941368	48941518	id-33494	1	+	NA	NONE	10
chr15	48963446	48963596	id-33495	1	+	NA	NONE	13
chr15	49009776	49009926	id-33496	1	+	NA	NONE	25
chr15	49093380	49093530	id-33497	4.43e-05	-	GCATTTTGATATTTTGTTTCCACTAGAGGGAGTTG	V_CTCF_BR	37
chr15	49103876	49104026	id-33498	8.58e-06	-	CAGTACTGGGCTTTACTGAGGACTGGGTGGCGCTG	UpstreamP1_CTCF	33
chr15	49115528	49115678	id-33499	1	+	NA	NONE	15
chr15	49148163	49148313	id-33500	1.55e-05	-	TGAAATTCCAGGGAAGCAGCCACCAGTAGGTGGTG	V_CTCF_BR	38
chr15	49154134	49154284	id-33501	3.47e-07	+	GTTCAGCTTTTCAGGTCAACCACCAGATGGTGCTA	UpstreamP1_CTCF	40
chr15	49170164	49170314	id-33502	5.13e-05	+	TCCAACCACAGTGGCGCGCCAAGTAGGAGGCGGTA	V_CTCF_BR	6
chr15	49170500	49170650	id-33503	1	+	NA	NONE	18
chr15	49187690	49187840	id-33504	9.51e-07	-	AGGTGGCAGCCAGCCATAGACAGCAGAGGGCTGGG	V_CTCF_BR	3
chr15	49189349	49189499	id-33505	4.34e-05	+	AGAGAAACGCCCCAGAGCACCAACAGTGGCCACTT	Upstream_CTCF	12
chr15	49207039	49207189	id-33506	3.81e-05	-	GTAGAATGGTAGCTGTCAGGCAGTAGGGGGAGTTA	V_CTCF_BR	9
chr15	49229043	49229193	id-33507	1	+	NA	NONE	2
chr15	49246819	49246969	id-33508	1	+	NA	NONE	23
chr15	49255737	49255887	id-33509	1.17e-05	-	GGATGCAAGACAAGATCTTCCAAGAGAGGGCAGCC	V_CTCF_BR	39
chr15	49258284	49258434	id-33510	3.65e-05	-	CAGCAGAGTACAGTGGCTGCCAGCAGAGGCTTTGC	UpstreamP1_CTCF	36
chr15	49267206	49267356	id-33511	2.59e-06	+	CTGGTGGAGCTGGAAATGGCCAGAAGGGGCAACAC	UpstreamP1_CTCF	30
chr15	49268032	49268182	id-33512	6.47e-09	-	CCTGCAGCTCCCGCCGCCGCACCGAGGGGGCGCTG	Upstream_CTCF	40
chr15	49338807	49338957	id-33513	8.21e-06	+	CCTGGCCTGGAGGCTAAGGCCAGGTGGAGGCGCCC	V_CTCF_BR	39
chr15	49352937	49353087	id-33514	1	+	NA	NONE	9
chr15	49371654	49371804	id-33515	1.55e-05	-	AGTTGTCTTCAAGTCTCCGCAGCCAGGTGGAGCCA	V_CTCF_BR	8
chr15	49438322	49438472	id-33516	3.97e-07	-	CACACGAGGAAGGAATTATCCTCCAGAGGGCGCAC	V_CTCF_BR	40
chr15	49469893	49470043	id-33517	7.11e-06	+	TGTGGACTGGTTTGGTGATCCACTGGGTGGCAGGA	Upstream_CTCF	11
chr15	49508636	49508786	id-33518	3.81e-05	+	AGGCACTCCCCTGGCTGCCACAGCTGGTGTCACAC	UpstreamP1_CTCF	24
chr15	49517924	49518074	id-33519	7.61e-08	-	GGTGCTGTGCCAAAGGGAGCCAAAAGATGGAGCTG	Upstream_CTCF	37
chr15	49521845	49521995	id-33520	3.45e-05	+	AAGCCACCTAGTGGAATGCCCAGGTGGTGGTGGCA	V_CTCF_BR	7
chr15	49527896	49528046	id-33521	1.82e-06	+	AGTCAGTATCGCTGTGTTGGCACAAGATGGCAGCA	UpstreamP1_CTCF	40
chr15	49535170	49535320	id-33522	4.88e-05	+	GAAAGGTCAGAGCCAAGTGCCTGCGGAGGGAGTTG	V_CTCF_BR	5
chr15	49563388	49563538	id-33523	4.43e-05	+	CAGGCCGGCCAGGCTCCTGCCTCCTGTTGGCTTTC	V_CTCF_BR	10
chr15	49663131	49663281	id-33524	1.83e-05	+	AGATCATATTCATGTGCAAACACCAGATGGAGCCT	V_CTCF_BR	34
chr15	49714215	49714365	id-33525	1.74e-07	-	TGTGAAATGCACTACTTTACCACCAGGTGGTGCAT	Upstream_CTCF	40
chr15	49715238	49715388	id-33526	1	+	NA	NONE	18
chr15	49763556	49763706	id-33527	3.63e-05	+	AGAGGCGGAGGTTGTAGTGCACCTAGATGGCGCCA	V_CTCF_BR	39
chr15	49801608	49801758	id-33528	1	+	NA	NONE	0
chr15	49814110	49814260	id-33529	1.55e-07	-	GTGCAGTTCAGTTCCCAGTACAGTAGGTGGTGCTT	UpstreamP1_CTCF	37
chr15	49898898	49899048	id-33530	1.84e-06	+	GAAGCCTGCCTTGTTTTGGCCACCAGATGGCTTTA	V_CTCF_BR	25
chr15	49912429	49912579	id-33531	1	+	NA	NONE	10
chr15	49913362	49913512	id-33532	1	+	NA	NONE	8
chr15	49914885	49915035	id-33533	1.39e-05	+	GATCATGTAGTTTCAGAGACCACTGGAGGGAGCTG	V_CTCF_BR	27
chr15	49931051	49931201	id-33534	1	+	NA	NONE	2
chr15	49967447	49967597	id-33535	4.65e-05	+	AACTGAACACTCACCTCTACCAGCAGGGGCAAAAA	V_CTCF_BR	31
chr15	50124915	50125065	id-33536	9.51e-07	-	GTAGCTAGGGGACTGCCTGGCACTAGGTGGCGGAA	V_CTCF_BR	40
chr15	50167712	50167862	id-33537	8.02e-08	-	AAGTAATTGCTCACCTTGGCCTCCAGGTGGCTGAG	UpstreamP1_CTCF	26
chr15	50169071	50169221	id-33538	1.34e-06	+	AGGTAGTGAGTGGTAGTGACCAGGAGATGACAGCA	UpstreamP1_CTCF	36
chr15	50169500	50169650	id-33539	1	+	NA	NONE	11
chr15	50194609	50194759	id-33540	3.91e-06	-	GATGTGATTTTGGTCTTGGACAGCAGAAGGAGATA	Upstream_CTCF	31
chr15	50215838	50215988	id-33541	1	+	NA	NONE	5
chr15	50296036	50296186	id-33542	1.52e-07	-	TGCTCAGGAGAGAATCTGACCGCCAGATGGCAGTG	V_CTCF_BR	40
chr15	50344146	50344296	id-33543	7.55e-07	-	AGACTGGCCCAGAGATTTTCCAGGAGGGGGAGCCC	V_CTCF_BR	40
chr15	50352226	50352376	id-33544	1	+	NA	NONE	4
chr15	50408782	50408932	id-33545	8.71e-06	+	GACGAGGAACAAGGACAGAGCTCTAGAGGGCGCTC	V_CTCF_BR	39
chr15	50420559	50420709	id-33546	1.34e-06	-	AGGCCTTGCCCTTCATCAGCCACAAGGAGGCAGGA	UpstreamP1_CTCF	28
chr15	50430246	50430396	id-33547	1	+	NA	NONE	27
chr15	50430713	50430863	id-33548	1.09e-06	-	TGTATAATTCCAGTATCTGCCACCAGGTGGGAGAT	Upstream_CTCF	38
chr15	50437705	50437855	id-33549	6.43e-06	-	TTCACATTTAGTAAAATTTCCACTAGATGGCAGTA	V_CTCF_BR	39
chr15	50440679	50440829	id-33550	5.55e-07	+	CTTGCCATTCCACCTTCTGCCACGTGAGGACACAG	Upstream_CTCF	40
chr15	50443797	50443947	id-33551	1	+	NA	NONE	7
chr15	50458613	50458763	id-33552	2.96e-05	-	ACTATAAATAAGGCACTCACCAGTAGAGGGTTGGC	V_CTCF_BR	17
chr15	50474298	50474448	id-33553	1.99e-07	+	GAGAGCAGGTGGCTGCCCCCCACAAGGGGGCGGGC	V_CTCF_BR	37
chr15	50479098	50479248	id-33554	1	+	NA	NONE	7
chr15	50502627	50502777	id-33555	1	+	NA	NONE	18
chr15	50509842	50509992	id-33556	1	+	NA	NONE	1
chr15	50527163	50527313	id-33557	1	+	NA	NONE	10
chr15	50534399	50534549	id-33558	2.38e-07	+	CCCTGTGTCTAAACCATGGCCTGCAGAGGGCAACA	V_CTCF_BR	22
chr15	50544104	50544254	id-33559	1	+	NA	NONE	12
chr15	50554339	50554489	id-33560	2.1e-05	+	AGGCACATTCAGGCACCCACCAGTAGAGGTGACAG	UpstreamP1_CTCF	16
chr15	50606673	50606823	id-33561	7.73e-06	-	CTATAAACATACAAAGGGCCCTGAAGGGGGCAGTG	V_CTCF_BR	40
chr15	50608369	50608519	id-33562	1.09e-06	-	TTGGTAGTAATTCCTGTTACCACTAGATGGCCATC	Upstream_CTCF	40
chr15	50621250	50621400	id-33563	1	+	NA	NONE	0
chr15	50651151	50651301	id-33564	3.81e-05	+	GCTTATGACTAGAAGGAGGCCACTAGGTGGCCAGC	UpstreamP1_CTCF	40
chr15	50794180	50794330	id-33565	1.43e-05	-	TAATCAATTTTCTTCCTCTACAGCAGAGGTCAGCA	Upstream_CTCF	1
chr15	50797441	50797591	id-33566	4.5e-05	-	CTGCTATGGAGAACTTCTACCAGCAGGTTAGATTC	UpstreamP1_CTCF	5
chr15	50845039	50845189	id-33567	3.63e-05	-	GGGAGAAAGTTGAATCCAGTCAGGTGATGGCGCTC	V_CTCF_BR	0
chr15	50914656	50914806	id-33568	1	+	NA	NONE	39
chr15	50967853	50968003	id-33569	2.64e-08	+	GTTGCACTACCAGATTTTACCAAGAGGTGGCAAAC	Upstream_CTCF	40
chr15	50977738	50977888	id-33570	1.16e-05	+	AAAGCAAACTTGCCAGACTCCAGCAGAGGGAGAGT	Upstream_CTCF	26
chr15	50978261	50978411	id-33571	6.8e-06	-	GAGCACGGTCCTCCTGGCGCCAGTTGCTGGCAGAT	UpstreamP1_CTCF	27
chr15	50978755	50978905	id-33572	2.11e-06	+	GGAAGCGTCTCCGGAGGCGGCAGCAGAGGCCGCCG	V_CTCF_BR	31
chr15	51069404	51069554	id-33573	1	+	NA	NONE	23
chr15	51121228	51121378	id-33574	1	+	NA	NONE	8
chr15	51132848	51132998	id-33575	6.82e-05	+	GTAGTGCTGTGCCTCTGCTGCTACAGGTGGCGCTG	V_CTCF_BR	15
chr15	51166143	51166293	id-33576	1	+	NA	NONE	14
chr15	51169227	51169377	id-33577	2.81e-08	-	GCTGCAATTCCCAACTCAGTCACTAGATGGCTACG	Upstream_CTCF	40
chr15	51177498	51177648	id-33578	1	+	NA	NONE	21
chr15	51178174	51178324	id-33579	2.2e-06	-	TATACAGTTCCACTCTCATGCCCAAGGGGGCGCCA	Upstream_CTCF	40
chr15	51200726	51200876	id-33580	3.33e-09	-	GCGTCGTTCTCGCGAGAGGCCACCAGAGGGCGCAA	V_CTCF_BR	40
chr15	51231593	51231743	id-33581	9.31e-05	+	TCAGTTGTATTTTACTTCACCACCACAGAGAGGAG	Upstream_CTCF	5
chr15	51330956	51331106	id-33582	4.3e-06	-	TAGTTAGTCCCTGCATGCACCACGAGGGGGCCTGA	Upstream_CTCF	11
chr15	51393069	51393219	id-33583	5.96e-07	-	AGGGGCCCGGCAAATGCAGCCTGTAGGGGTCAGCC	V_CTCF_BR	6
chr15	51413474	51413624	id-33584	1	+	NA	NONE	14
chr15	51425202	51425352	id-33585	5.35e-09	+	CTGCATTGCCACATGGAAGCCACTGGATGGCGCAA	UpstreamP1_CTCF	40
chr15	51455167	51455317	id-33586	1.1e-06	+	GGCTCCCATTTAGCAATGTCCACTAGGTGGCGACA	V_CTCF_BR	40
chr15	51456146	51456296	id-33587	1	+	NA	NONE	25
chr15	51484979	51485129	id-33588	7.94e-11	-	CCTGCTATGCTCACATCCGCCAGCAGGGGGCAGAT	Upstream_CTCF	40
chr15	51522146	51522296	id-33589	1	+	NA	NONE	39
chr15	51573674	51573824	id-33590	6.84e-06	+	ATGGAAAAGCAGGACTTGAGCAACAGGGGGCAGCA	V_CTCF_BR	40
chr15	51575380	51575530	id-33591	4.43e-05	-	AGGTGGCCATTCACTTAATTCAGCAGGTGGAGCCA	V_CTCF_BR	9
chr15	51579152	51579302	id-33592	6.21e-05	+	ATCTGTGAGGTGGGTGGCATCAATAGAGGGCAGGG	V_CTCF_BR	25
chr15	51592026	51592176	id-33593	1	+	NA	NONE	1
chr15	51594863	51595013	id-33594	5.13e-05	-	GGACATCAAAGAAGGCCTGCCAGAGGAGGTCGCGT	V_CTCF_BR	2
chr15	51628288	51628438	id-33595	1.11e-05	-	GGTGCAATTCTAAATGCGGCCACGAGACAAATGCT	Upstream_CTCF	13
chr15	51641845	51641995	id-33596	1	+	NA	NONE	2
chr15	51659266	51659416	id-33597	2.43e-06	-	AAGGGGAAGGCTGGATAAGCCAGCAGAGGCCGCAG	V_CTCF_BR	17
chr15	51669421	51669571	id-33598	1	+	NA	NONE	1
chr15	51673540	51673690	id-33599	2.62e-07	-	CTGTGTCTCCATGACTTTACCACCAGATGGCGAAC	UpstreamP1_CTCF	39
chr15	51675116	51675266	id-33600	3.91e-06	-	CTAGCTTGTCTCATCTGAGCCACTGGGGGGAGTCG	Upstream_CTCF	40
chr15	51683377	51683527	id-33601	1	+	NA	NONE	4
chr15	51694191	51694341	id-33602	1.39e-07	-	CAGGGAGCAGCAGCACGTTCCACCAGGGGGAGCTA	V_CTCF_BR	40
chr15	51695587	51695737	id-33603	2.81e-05	-	AACATTAGGCTAAAAGAAAACACCAGAGGGTGCCA	V_CTCF_BR	39
chr15	51791690	51791840	id-33604	5.01e-06	-	AGTAGCTGTCATCACTTTACCACTAGGTGGTAGTA	V_CTCF_BR	40
chr15	51829293	51829443	id-33605	5.41e-07	+	GTTTAGCTCATCAAATTGGCCACAAGGAGGAGCTC	UpstreamP1_CTCF	40
chr15	51847307	51847457	id-33606	3.56e-05	-	TGTACAATCTATGTTCAAACCAGCAGGTGGAGTGA	Upstream_CTCF	5
chr15	51853549	51853699	id-33607	1	+	NA	NONE	5
chr15	51866205	51866355	id-33608	1.7e-05	-	CCTGTTTTTTGTATTCCTTCCTCTAGATGGTGTCC	Upstream_CTCF	22
chr15	51882166	51882316	id-33609	2.5e-05	-	GGGCTGCTCTTTCAGAAGGACTGTAGATGGGGCAC	UpstreamP1_CTCF	3
chr15	51914115	51914265	id-33610	2.11e-06	+	CCTCGCTGCCCTAGCACAGCGGGCAGGGGGAGCCA	V_CTCF_BR	39
chr15	51942234	51942384	id-33611	7.73e-06	+	AAAGCTAAATTCCTACCATCCACCTGGTGGCAGTA	V_CTCF_BR	40
chr15	51981189	51981339	id-33612	2.43e-06	+	TGAGCAATCCCTATAACAGCCAGCATGTGGTGCAG	Upstream_CTCF	35
chr15	52010094	52010244	id-33613	1	+	NA	NONE	7
chr15	52018704	52018854	id-33614	1	+	NA	NONE	15
chr15	52019834	52019984	id-33615	1.26e-05	-	TGTGCAGCAGTATGTACAGAAGCCAGGGGGAGCCT	Upstream_CTCF	39
chr15	52027541	52027691	id-33616	3.28e-07	-	CAGCATCTCTGGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	19
chr15	52052115	52052265	id-33617	2.43e-06	-	CTGTCTGGCTTCTGTTTGGCCCACAGGGGGCACTA	V_CTCF_BR	38
chr15	52068491	52068641	id-33618	3.63e-08	-	CCTGTATTACACAGAACTTGCACCAGGAGGCAGCA	Upstream_CTCF	40
chr15	52069309	52069459	id-33619	2.43e-06	-	CTGATTTGTACTAGTTTCACCGCCAGATGGAGCTC	V_CTCF_BR	40
chr15	52074666	52074816	id-33620	3.65e-05	+	GTTTAGATTCCCCTATTGGACACTAAGTGGTGCTG	UpstreamP1_CTCF	38
chr15	52093713	52093863	id-33621	8.99e-05	+	AAGGCCTGCTGAGAATCCACCACTGGGGGCAGGCT	V_CTCF_BR	40
chr15	52121820	52121970	id-33622	1	+	NA	NONE	27
chr15	52180897	52181047	id-33623	9.51e-07	+	TTTCCATTTTCTCTCTTAGCCACTAGATGGAGCTA	V_CTCF_BR	38
chr15	52198158	52198308	id-33624	4.04e-08	-	CAGCAATTCCTCAGCTCATCCTCTAGATGGCAGGC	UpstreamP1_CTCF	40
chr15	52199870	52200020	id-33625	2.02e-06	-	CTGCGCTCTCACCTATCAGCCACTAGAGAGCATTC	UpstreamP1_CTCF	32
chr15	52209823	52209973	id-33626	1	+	NA	NONE	40
chr15	52228416	52228566	id-33627	2.39e-05	-	GAGCTTCACCAGCTGCCCCCTATTAGGGGGCGCCA	UpstreamP1_CTCF	24
chr15	52263683	52263833	id-33628	5.01e-06	+	GGAGGATGGCACCTCCGGGAGTGCAGGGGGCGCTG	V_CTCF_BR	38
chr15	52274564	52274714	id-33629	1.41e-06	+	ACAGTAATATGGCAAAAGGCCACAAGATGGTGATG	Upstream_CTCF	38
chr15	52315768	52315918	id-33630	2.27e-05	-	GCGACTGCGCTCCAGCCTGGCAACAGAGGGAGACA	V_CTCF_BR	2
chr15	52338311	52338461	id-33631	4.51e-05	-	ATTGCAGTACTCATAGTTCAAGAAAGGGGCAGCAA	Upstream_CTCF	21
chr15	52362879	52363029	id-33632	4.65e-06	-	CTGTTGAAGCCATGCAAGCGCAGGAGGGGGCAGTG	UpstreamP1_CTCF	8
chr15	52363974	52364124	id-33633	1	+	NA	NONE	1
chr15	52369468	52369618	id-33634	2.53e-05	-	GGCCTCTGACTGTTAGTGTCCTACAGGGGTCAGTC	V_CTCF_BR	34
chr15	52371190	52371340	id-33635	7.55e-07	-	CTGAGGAGAAGGCGTTCTTCCACAAGGGGGCGCCT	V_CTCF_BR	40
chr15	52372427	52372577	id-33636	1	+	NA	NONE	5
chr15	52374868	52375018	id-33637	2.43e-06	+	CAGCTCACCACACCTCCCACCTCCTGGTGGAGCCA	V_CTCF_BR	7
chr15	52404684	52404834	id-33638	2.1e-05	-	GCCGTGCTGCGCTCCGCGGCCGCCAGGTTACGGCA	Upstream_CTCF	16
chr15	52406050	52406200	id-33639	2.96e-05	+	CTGCAGTAAAGCTGCCCTACCACTTGGGTCTTGTG	UpstreamP1_CTCF	12
chr15	52426914	52427064	id-33640	2.19e-05	+	CTGTCCTGTCTCACCACTGCCTCCTGACGGAGGTG	UpstreamP1_CTCF	1
chr15	52430131	52430281	id-33641	1	+	NA	NONE	3
chr15	52430785	52430935	id-33642	4.03e-06	-	AAGCAGTGAGTTGGAACAGCCACTAGTGGGTGTGG	UpstreamP1_CTCF	24
chr15	52432147	52432297	id-33643	1.28e-06	-	AGGAATCTTGCAGACTTGTTCACCAGGGGGCGCTG	V_CTCF_BR	40
chr15	52455844	52455994	id-33644	4.23e-08	+	CCAGCACAGCGTATCTGCTCCACCAGGGGGCAGCC	V_CTCF_BR	38
chr15	52463716	52463866	id-33645	4.34e-05	-	CCTGCTGTTTGGCCACATGCCTCCTGCAGCCATCA	Upstream_CTCF	24
chr15	52475875	52476025	id-33646	1.48e-06	+	AGTGCTTTACCACTTTTCACCAAGTGGGGGCTCTG	Upstream_CTCF	40
chr15	52483613	52483763	id-33647	1	+	NA	NONE	5
chr15	52500671	52500821	id-33648	3.24e-06	-	GAAGCAGTACAGCGGAGAAGAGGTAGGGGGCGCCC	Upstream_CTCF	40
chr15	52509441	52509591	id-33649	2.83e-07	+	CCAGACACTTGGAGGAGCTCCAGAAGAGGGCGCCA	V_CTCF_BR	28
chr15	52519688	52519838	id-33650	7.54e-08	-	CTGCGCTTGCAGAGAGGTACCAGTAGGTGTCACTC	UpstreamP1_CTCF	40
chr15	52546655	52546805	id-33651	8.52e-08	+	GTGCAAGGCCCAGTGGCAGCCAGAAGAGGGGGACT	UpstreamP1_CTCF	27
chr15	52548607	52548757	id-33652	9.06e-08	+	GTGTGATTTCAAGATTTGGCCACAAGGTGGTGCAG	UpstreamP1_CTCF	40
chr15	52554112	52554262	id-33653	7.11e-06	-	TGTGTTACTGTGATATTGGTCAGCAGGGGGTGTGG	Upstream_CTCF	30
chr15	52623722	52623872	id-33654	8.59e-05	+	AAGCTTAATATTGCTGACTCCACGAGGTGTCAGTA	V_CTCF_BR	39
chr15	52624181	52624331	id-33655	7.49e-05	-	TGCAGCTGCAGGTTTATGATCTGTAGAGGCCACTG	V_CTCF_BR	9
chr15	52628807	52628957	id-33656	5.34e-06	-	CCATGCCTGCCAATTTTAGCCAGGTGGTGGCTCCA	V_CTCF_BR	18
chr15	52641389	52641539	id-33657	1	+	NA	NONE	12
chr15	52642733	52642883	id-33658	4.48e-07	-	TGGGCCTTTCTGTCATTTGCCACCAGAGGGAATCT	Upstream_CTCF	11
chr15	52755898	52756048	id-33659	1.55e-05	-	CTTCTAACACTATGAGGCACCTGAAGAGGGCAATG	V_CTCF_BR	29
chr15	52758550	52758700	id-33660	1	+	NA	NONE	5
chr15	52821027	52821177	id-33661	8.91e-07	+	TAGGAAGCGCCCGCAGCCGCCGGCAGGGAGCAGGG	Upstream_CTCF	27
chr15	52821350	52821500	id-33662	1	+	NA	NONE	26
chr15	52861024	52861174	id-33663	5.68e-06	-	ATCTTTTCCCGGCGTCTCGTCTGCAGAGGGAGCAC	V_CTCF_BR	28
chr15	52970382	52970532	id-33664	1	+	NA	NONE	37
chr15	52971038	52971188	id-33665	2.97e-06	-	GGAGAGGAGAGCGAGTTAGTCAGCAGAGGTCGGCC	V_CTCF_BR	32
chr15	52971761	52971911	id-33666	1.5e-05	+	ACTTCGGTTGCGCTCCCAGCCGGCAGAGGCGCGCC	Upstream_CTCF	31
chr15	53022527	53022677	id-33667	1	+	NA	NONE	3
chr15	53027797	53027947	id-33668	2.64e-08	-	TTAGTAATATACATTTTGGCCAGTAGGTGGCAGCA	Upstream_CTCF	40
chr15	53052290	53052440	id-33669	2.72e-05	+	TTGCTATGCCTCTTGCCCACCATGAGGGGCGGCAT	UpstreamP1_CTCF	9
chr15	53058096	53058246	id-33670	5.77e-08	+	ATTGTCTGGAAACTGATGGCCAGCAGAGGGAGGTG	V_CTCF_BR	39
chr15	53072820	53072970	id-33671	8.58e-08	+	TCTGCAGCGAGCACAGAGGTCACTAGGTGGCGCGC	Upstream_CTCF	40
chr15	53076211	53076361	id-33672	8.43e-09	+	GGTCGCCCAGCCCCGACGGCCCGCAGGGGGCGCGC	V_CTCF_BR	34
chr15	53083439	53083589	id-33673	7.17e-05	+	CGCGCGGGTCTCCGCTTGGCCCCTAGGGACGCCCT	Upstream_CTCF	21
chr15	53097714	53097864	id-33674	4.88e-05	+	GCTGCGGTGCCTCCGGGGGCCTTTTGGGGCGCCTT	Upstream_CTCF	22
chr15	53105133	53105283	id-33675	8.58e-08	+	CTTGCCCTTCTGCCTTTTGCCAGGAGATGGTGCGG	Upstream_CTCF	3
chr15	53116631	53116781	id-33676	2.1e-05	+	CCTGCGTCTGTAGATTCCACCTCTGGGGGCAGGGC	Upstream_CTCF	2
chr15	53207693	53207843	id-33677	1	+	NA	NONE	1
chr15	53252608	53252758	id-33678	1.5e-05	+	GCAGTATTTTCACATCCAGCCATGTGGTGGCAGAC	Upstream_CTCF	2
chr15	53385973	53386123	id-33679	1	+	NA	NONE	3
chr15	53470181	53470331	id-33680	1.84e-05	-	CAGAACCAACTAACTACTGTCACCAGGTGGTGGAG	UpstreamP1_CTCF	1
chr15	53489630	53489780	id-33681	1.09e-07	-	CTGCAGAGCCACGTGCCAGCGCCTAGGGGGCGCTC	UpstreamP1_CTCF	40
chr15	53510331	53510481	id-33682	8.19e-06	+	GTGCCATTTCAGGCAAAGACCCATAGAGGGTGGCT	UpstreamP1_CTCF	5
chr15	53600491	53600641	id-33683	1	+	NA	NONE	10
chr15	53643700	53643850	id-33684	4.31e-05	+	GTGAGCCTACAGACTGGGAGCTCTAGGAGGTGCTG	UpstreamP1_CTCF	9
chr15	53676735	53676885	id-33685	1.55e-08	+	CAGCCTGGCAGCCTAGCAGCCTGCAGGTGGCACTG	V_CTCF_BR	18
chr15	53766122	53766272	id-33686	1	+	NA	NONE	5
chr15	53804366	53804516	id-33687	1	+	NA	NONE	8
chr15	53879120	53879270	id-33688	1.41e-08	-	GGGCAGTTTCCAAAGCCTCCCCCTAGGGGGCAGTA	UpstreamP1_CTCF	31
chr15	53903897	53904047	id-33689	3.56e-06	-	AATGTAAAAACAACCCTGCACAGTAGGAGGCAGCA	Upstream_CTCF	4
chr15	53947777	53947927	id-33690	2.66e-05	+	TTTATATAACGACAAGAGACCTCTAGTGGGAGCTC	V_CTCF_BR	12
chr15	53958231	53958381	id-33691	1.14e-06	-	CTGTTGCTTGTGAGTTGGAACACTAGGGGACAGCA	UpstreamP1_CTCF	27
chr15	54009238	54009388	id-33692	5.68e-06	-	GATGATAGACCAAATGTAGCCTCTTGGTGGCACTG	V_CTCF_BR	29
chr15	54009791	54009941	id-33693	9.78e-07	-	CAGCATCCCTTGCCTCTCCCCACTAGATGCCACTA	UpstreamP1_CTCF	26
chr15	54100414	54100564	id-33694	9.62e-08	+	GTGTATTTCCTTTTAGTCTCCACTAGAGGGAGAAG	UpstreamP1_CTCF	38
chr15	54100772	54100922	id-33695	1	+	NA	NONE	8
chr15	54103844	54103994	id-33696	2.27e-06	+	ATACCTTAAGACTGTCTGTCCACCAGATGTCACCC	V_CTCF_BR	22
chr15	54161366	54161516	id-33697	8.58e-08	+	CCTGCAGTTACGTGGATGGCCACATGGGGAAAGCA	Upstream_CTCF	33
chr15	54167442	54167592	id-33698	6.49e-06	+	GTGCAGTGTAGCATCTCAGCAGGTTGATGGCAGAC	UpstreamP1_CTCF	7
chr15	54184192	54184342	id-33699	6.37e-07	+	AGGCAAGAGCCTTACACCACCACCAGGTGGTGACA	UpstreamP1_CTCF	22
chr15	54255256	54255406	id-33700	2.11e-06	+	TGGGCACAAATTAGACACGCCAGCAGAGGGCGAGC	V_CTCF_BR	37
chr15	54269134	54269284	id-33701	1.9e-06	+	TGTGCTACTCTCCAGTGTTACAGCCGGGGGCAGCA	Upstream_CTCF	24
chr15	54375173	54375323	id-33702	9.38e-09	+	GTGCAATTCAGGCTGCATTCCAGTAGGTGGCAATG	UpstreamP1_CTCF	40
chr15	54566250	54566400	id-33703	3.91e-06	+	GATGCTGAGGCTAACATCGTCAACAGGGGGAGCCA	Upstream_CTCF	25
chr15	54574773	54574923	id-33704	1.39e-07	-	CACTGGCCCCTTGCACTTGTCAGCAGAGGGCACCC	V_CTCF_BR	4
chr15	54774082	54774232	id-33705	8.97e-05	-	GGAGCAATGCTGCCACACACCTGCAAGTGCCTTCA	Upstream_CTCF	3
chr15	54886437	54886587	id-33706	2.83e-07	+	TGTGCGGGTTGACCTCCTGCCAGGAGGTGGCGCTT	V_CTCF_BR	13
chr15	55133245	55133395	id-33707	1	+	NA	NONE	9
chr15	55328051	55328201	id-33708	1	+	NA	NONE	6
chr15	55401176	55401326	id-33709	2.33e-07	-	AGGCAGTGTGGCAGGGGGGCCGATAGAGGGCGCTG	UpstreamP1_CTCF	40
chr15	55460678	55460828	id-33710	1.97e-06	-	AAGTATGTGCTTCTGGGTGCCAGGTGGGGGCAGCA	V_CTCF_BR	40
chr15	55488724	55488874	id-33711	1	+	NA	NONE	32
chr15	55489277	55489427	id-33712	2.15e-05	-	AGGCGCTGTGAGAGCAAGTTCACAAGGTGGCGCAG	V_CTCF_BR	38
chr15	55509884	55510034	id-33713	1.41e-06	+	GTGCTATTGTTCCTTTTCTCCACATGGTGGTGCTA	UpstreamP1_CTCF	40
chr15	55555334	55555484	id-33714	2.84e-05	+	CTGTTTCTTCCTTTTGCATTCGCCAGGGGGTAGGG	UpstreamP1_CTCF	0
chr15	55574160	55574310	id-33715	1.98e-08	+	TAGCAGTACAGGCCTTTAACCAGCAGCTGGCACAG	UpstreamP1_CTCF	20
chr15	55581347	55581497	id-33716	4.48e-07	+	TCTGCACCACCACCAGTCCCGACCGGAGGGCCTGG	Upstream_CTCF	2
chr15	55582747	55582897	id-33717	1.97e-06	-	TGGCGCTGGGAGAAGAGAGCCGCTGGGTGGCAGCA	V_CTCF_BR	40
chr15	55611219	55611369	id-33718	8.23e-05	+	CGGAAACGGCGAAAGGAAACCGCAAGGAGGCCACC	UpstreamP1_CTCF	32
chr15	55700174	55700324	id-33719	1.31e-05	+	GCTGTGCACTCGCGCACGGCCCGAGGAGGTCGCCC	V_CTCF_BR	20
chr15	55700530	55700680	id-33720	8.33e-05	-	GTGGTAGTTCTTCTCTTCACCGCTGCCGGGCAGGA	Upstream_CTCF	40
chr15	55727546	55727696	id-33721	8.71e-06	-	GTGACTTCTTCACTTATATCCAGCAGGGGGAGAAA	V_CTCF_BR	40
chr15	55731991	55732141	id-33722	5.34e-06	-	ACCCACTTTCTCACTGTGTCCACATGGGGGAGCTC	V_CTCF_BR	40
chr15	55806162	55806312	id-33723	4.71e-06	+	TGTGTAATTTTTCCCAAAGCCTGTAGCTGTCGCTG	Upstream_CTCF	38
chr15	55810960	55811110	id-33724	1.76e-05	-	GTGCAATGGCGTGATCTTGCCACTAGATTTATTCT	UpstreamP1_CTCF	34
chr15	55818769	55818919	id-33725	3.67e-07	+	TTGAAGTTTGAGCTGTGATCCAGTAGATGGCGCTA	UpstreamP1_CTCF	40
chr15	55819487	55819637	id-33726	1.48e-05	+	AGGCTCTTTGTTCCTTCCCCAGCCAGAGGGCAGCA	UpstreamP1_CTCF	14
chr15	55856652	55856802	id-33727	1.41e-06	-	CTCCACCTCTCTGTTCTGGCCACTAGGAGCAGAGG	UpstreamP1_CTCF	38
chr15	55880429	55880579	id-33728	1	+	NA	NONE	24
chr15	55920405	55920555	id-33729	1.96e-07	+	AGGCAGTGTCCAGTCCTGTGCTACAGGGGGCACCA	UpstreamP1_CTCF	30
chr15	55933926	55934076	id-33730	8.71e-06	-	TCGTGATAGTTAATAAACACCAGTAGAGGGAGCTC	V_CTCF_BR	39
chr15	55940676	55940826	id-33731	1.15e-06	+	CTTGCATTTCTGTTCTCCATCACTAGATGGCATCT	Upstream_CTCF	39
chr15	55953322	55953472	id-33732	3.81e-05	-	TTGTACTCAGGGAATATCCCCTCCTGCTGGCTCCC	UpstreamP1_CTCF	4
chr15	56034491	56034641	id-33733	4.7e-05	+	GGGGGAACTCCCACAACAGACACGGGAAGCCGCGA	Upstream_CTCF	26
chr15	56034914	56035064	id-33734	8.58e-06	-	TTTCTCTTACCGCTGTGGGGCGGGAGCGGGCGCGA	UpstreamP1_CTCF	16
chr15	56066686	56066836	id-33735	3.24e-06	-	CCTGCCTTTTCTGACTTGGCCTCTGGGGGCAGTGT	Upstream_CTCF	40
chr15	56081379	56081529	id-33736	3.79e-08	+	GGGCAGCAGTGGGCAGCTAACAGTAGGGGGCGCTG	UpstreamP1_CTCF	40
chr15	56092058	56092208	id-33737	4.7e-08	-	GGTCCGAAGGTCGTTTCTGCCAGGAGGTGGCACCA	V_CTCF_BR	40
chr15	56095184	56095334	id-33738	1	+	NA	NONE	20
chr15	56117176	56117326	id-33739	3.22e-05	-	TTGTTTTCTTGCTGGATGGCAGCTGGGGGGCACTC	UpstreamP1_CTCF	6
chr15	56119508	56119658	id-33740	8.5e-06	-	CCTTCATCCCCTTCATCTCCCACTAGGGGCTCGTG	Upstream_CTCF	15
chr15	56138419	56138569	id-33741	2.58e-09	-	CTGCAGTTTAGGAATACTACCACTAGGTGGCCATA	UpstreamP1_CTCF	40
chr15	56152835	56152985	id-33742	1.41e-06	-	CAAGCACAACGTGCATTTACCACCAGGCGGCAGAT	Upstream_CTCF	10
chr15	56190015	56190165	id-33743	1.74e-08	-	ATGGGAGTGTGGCTCATGGCCACTAGAGGGCAGGA	V_CTCF_BR	40
chr15	56210143	56210293	id-33744	6.86e-07	-	AATGGATTGTTTCAAAGTACCAGCAGGGGCCAGCA	Upstream_CTCF	40
chr15	56214066	56214216	id-33745	1.56e-05	-	TGCGTTATTTGCATGTTGTCCACAAGGAGGGACAG	Upstream_CTCF	16
chr15	56281705	56281855	id-33746	5.01e-06	+	TGCACTGTTGTGGCTGCTGCCACCAGGGGCATCTA	V_CTCF_BR	27
chr15	56283332	56283482	id-33747	7.73e-06	+	AGCACTTTACTTTTAATCAACAGCAGAGGGCTGCC	V_CTCF_BR	16
chr15	56285829	56285979	id-33748	6.43e-06	+	GCGACAGCAGCGCCTCCCGCGGCGAGCGGGCACTA	V_CTCF_BR	40
chr15	56286489	56286639	id-33749	1.03e-06	+	TGGGCGTTGATCCGCAGCACCACCAGAAGGCAGTG	V_CTCF_BR	31
chr15	56310351	56310501	id-33750	1	+	NA	NONE	35
chr15	56332916	56333066	id-33751	1	+	NA	NONE	6
chr15	56345085	56345235	id-33752	4.88e-08	-	ATGCAGTTTTTCAGTTTTACCACTAGATGGAGAAT	UpstreamP1_CTCF	40
chr15	56390586	56390736	id-33753	1.24e-05	-	GCCATTTTGGTTGCTTTGTCCAGTAGATGGCTACA	V_CTCF_BR	27
chr15	56536048	56536198	id-33754	2.1e-05	+	CCGCACAACACCTACCGCTCCGCCGGGGGGCGTGG	UpstreamP1_CTCF	14
chr15	56538348	56538498	id-33755	3.06e-08	-	CACACTCCGGTCAGCACCGCCGCTAGAGGGCAGCC	V_CTCF_BR	37
chr15	56541404	56541554	id-33756	1.59e-06	+	AAGAGCTCTCTCTTAGGCAACTCCAGGGGGCACCA	V_CTCF_BR	40
chr15	56578557	56578707	id-33757	9.62e-05	+	ATCTTGTGCCACTAGGGCGGCAGCAGAGAGAAAGA	UpstreamP1_CTCF	37
chr15	56587749	56587899	id-33758	1	+	NA	NONE	14
chr15	56721175	56721325	id-33759	1.17e-05	-	ATAGATTTTTTGCATGTTACCACTAGATGTCAGCA	V_CTCF_BR	36
chr15	56783443	56783593	id-33760	4.23e-08	+	AACGAAGGCTCAGTCAGGGCCACTAGAGGGAGCCA	V_CTCF_BR	40
chr15	56786246	56786396	id-33761	5.38e-05	-	CCAAGCCACTGTGCTGGGTGCTGTAGGGGGAGACA	V_CTCF_BR	5
chr15	56788853	56789003	id-33762	2.23e-06	+	TAGTATTGTAGCATTTGTACCAGTAGATGGCACTC	UpstreamP1_CTCF	39
chr15	56832417	56832567	id-33763	6.04e-07	-	CTGCAATCCCAGGCACTCGGCAGGCGGGGGCAGGA	UpstreamP1_CTCF	2
chr15	57031806	57031956	id-33764	8.56e-05	+	AGGTAATAGAGAGAGTCCACCACTGGGGGACTTTG	UpstreamP1_CTCF	16
chr15	57032551	57032701	id-33765	2.6e-06	+	CAGTTGCTGGTAGGCTCTGCCAATAGGGGGAACTA	V_CTCF_BR	39
chr15	57038299	57038449	id-33766	1.23e-05	+	CTGCAATTACTGACATCCTCAGCTAGGGTGAAGAT	UpstreamP1_CTCF	10
chr15	57097199	57097349	id-33767	1	+	NA	NONE	9
chr15	57109557	57109707	id-33768	1.54e-05	+	ATGTTATTCCAGTGATTCACAGCCAGAGGCCTGAC	UpstreamP1_CTCF	9
chr15	57114020	57114170	id-33769	3.12e-08	+	ATGTACTTTTCAGGGTTGGCCTGCAGGTGGTGGTG	UpstreamP1_CTCF	39
chr15	57161897	57162047	id-33770	6.05e-06	-	AAGACTGCCATATTGTACAACTCCAGGGGGCGCCA	V_CTCF_BR	40
chr15	57179750	57179900	id-33771	1.01e-05	-	ACAGTGGTTTCACCGTGTCCCTCCCGGCGGCGCTC	Upstream_CTCF	30
chr15	57210468	57210618	id-33772	2.27e-05	+	CCGAGAACCAGCAAGACCAACGCGAGGAGGCGCCA	V_CTCF_BR	39
chr15	57309329	57309479	id-33773	1.11e-05	+	GGTGCTCTCTCTAGAGTGTCCATTTGAGGGCCTCG	Upstream_CTCF	35
chr15	57371780	57371930	id-33774	2.4e-05	-	GAACAAGGCTGAGGAACAACCGCCAGGGGCTACTC	V_CTCF_BR	11
chr15	57372718	57372868	id-33775	1	+	NA	NONE	18
chr15	57403323	57403473	id-33776	1	+	NA	NONE	33
chr15	57430591	57430741	id-33777	5.86e-07	-	ATAGCAGTTGCCTAAATTTCCACTGGAGGCAGCAG	Upstream_CTCF	40
chr15	57438711	57438861	id-33778	5.01e-06	+	TCAAGGCAGAAATACCAAGACACAAGGGGGCACTG	V_CTCF_BR	38
chr15	57506126	57506276	id-33779	2.81e-06	-	GTTGCAACTTGATAATTTTCCTGCAGATGGCTCCA	Upstream_CTCF	40
chr15	57592884	57593034	id-33780	5.92e-05	-	CCGGCTCTTGGAGACCCCGGCCACAGCGGGAGGGG	Upstream_CTCF	1
chr15	57598929	57599079	id-33781	5.72e-09	-	CCGGTCACAGCCGCTTCCGACAGCAGGGGGCGCCC	V_CTCF_BR	40
chr15	57620846	57620996	id-33782	1	+	NA	NONE	6
chr15	57621883	57622033	id-33783	1	+	NA	NONE	10
chr15	57630168	57630318	id-33784	1.34e-06	-	CCTGCCCTGGACCAGATGACCAGGAGGAAGCAGCC	Upstream_CTCF	26
chr15	57632969	57633119	id-33785	9.88e-07	+	GTGGTTATTCTACAAAGTACCATCAGGTGGCACCA	Upstream_CTCF	40
chr15	57637959	57638109	id-33786	1.48e-06	+	CCTAGCTCCCCATCGCCCACCAGCAGTTGTCACTG	V_CTCF_BR	32
chr15	57656912	57657062	id-33787	1.16e-05	+	TCTGCTTTCCACCCTGTGTCCCCCTGCAGGCAGCT	Upstream_CTCF	35
chr15	57664498	57664648	id-33788	8.19e-06	-	CTGCCTTAATACGGGTTGCCCTGAAGGAGGAGCCT	UpstreamP1_CTCF	25
chr15	57669757	57669907	id-33789	2.6e-05	+	TGGTGCTTTCCAACTTTAGACAGTAGATGGTGCCT	UpstreamP1_CTCF	16
chr15	57754677	57754827	id-33790	4.99e-07	-	TCTGTAATTCCCCTCTTTCCCTAAAGATGGCATGA	Upstream_CTCF	31
chr15	57767335	57767485	id-33791	3.86e-05	-	GGTGGAGTGCAGGCCTTGGAGACCAGGCAGGACTC	Upstream_CTCF	4
chr15	57795631	57795781	id-33792	4.96e-08	-	GCTGCAACACCTGCCCCACACACAAGGGGGCCCAG	Upstream_CTCF	38
chr15	57798766	57798916	id-33793	3.65e-05	-	TAGTTGCTACCAGTTTCTTCCAAGTGGGGGCAGCA	UpstreamP1_CTCF	35
chr15	57819812	57819962	id-33794	2.08e-07	-	ATGTTGTTGTTTTTTCCATCCACAAGGTGGCACTC	UpstreamP1_CTCF	40
chr15	57821511	57821661	id-33795	6.75e-05	+	CAGAAAGTGCTGAATGCACTCACCAGATGGGGGTG	UpstreamP1_CTCF	12
chr15	57829450	57829600	id-33796	2.1e-06	-	GGAGCAGTTCCCGAAAGTGACTGTAGGAGCCCACA	Upstream_CTCF	13
chr15	57834512	57834662	id-33797	1.74e-08	-	ACCCTGTTGCCAGAACTGTCCAGCAGAGGGCAGCC	V_CTCF_BR	40
chr15	57838288	57838438	id-33798	4.01e-05	+	TGGAAAGTTCTAAAAAGAAGCTGCAGAGGGAGCTG	V_CTCF_BR	22
chr15	57845827	57845977	id-33799	1.84e-06	+	CGCAGCAGTGAGCTGTCTTCCTGGAGGTGGCAGCA	V_CTCF_BR	10
chr15	57852127	57852277	id-33800	6.04e-09	+	GATGTAATAGCCGAGGTGGACAGCAGGGGGAGCTG	Upstream_CTCF	40
chr15	57853292	57853442	id-33801	1.34e-06	+	CTGACCTTTCTCAGTATATCCACTGGGTGGCAGCA	UpstreamP1_CTCF	40
chr15	57873128	57873278	id-33802	9.81e-06	-	TCCATTTTAGACCTCATGGCCAAAGGGGGGCGGTG	V_CTCF_BR	5
chr15	57899789	57899939	id-33803	3.31e-06	+	ATGCACCAGGATACTTCTTACACCAGGTGGACCAG	UpstreamP1_CTCF	8
chr15	57904302	57904452	id-33804	2.47e-05	-	ACTTCAGACCTCTTTTCTCCAGCCAGAGGGCAGCA	Upstream_CTCF	36
chr15	57912193	57912343	id-33805	1	+	NA	NONE	28
chr15	57927596	57927746	id-33806	6.21e-06	-	CTGGCTCTACCCATTCATCCCACATGAGGGCTCCA	Upstream_CTCF	17
chr15	57933249	57933399	id-33807	2.1e-05	+	CTACATTTCTCCCACCTCACCACAGGGGGGTGTCT	UpstreamP1_CTCF	39
chr15	57933728	57933878	id-33808	3.63e-06	-	ACTGTGGAAACCCAGCCAGCCCCTAGGGGGTGCTA	V_CTCF_BR	40
chr15	57948128	57948278	id-33809	2.93e-07	-	CTGCATTTAGTTCTAGCTGTCACCAGGTGGTGGTA	UpstreamP1_CTCF	12
chr15	57959570	57959720	id-33810	3.11e-05	+	GTATTCGTTACACATATAAACACAAGGGGGTGGTG	V_CTCF_BR	38
chr15	58024842	58024992	id-33811	7.23e-07	+	GCTCCAATGTGAGCTTTCACCACTAGAGGGCGTGA	Upstream_CTCF	40
chr15	58032375	58032525	id-33812	1	+	NA	NONE	4
chr15	58035774	58035924	id-33813	2.83e-07	+	GCAGCCAGAGCTTGAAAGGCCACAAGATGGCGGTG	V_CTCF_BR	37
chr15	58039445	58039595	id-33814	1	+	NA	NONE	5
chr15	58043524	58043674	id-33815	1.81e-06	+	ACTGCTATTTCACAGTCTCTCAGTAGATGTCAGCA	Upstream_CTCF	40
chr15	58044694	58044844	id-33816	1	+	NA	NONE	34
chr15	58054581	58054731	id-33817	1.64e-06	-	CCTGCACTCCTGACCATAGCCACTAGGGCCAAAGA	Upstream_CTCF	34
chr15	58153351	58153501	id-33818	1.15e-07	-	TACCAGTTACTCAGTTTGACCACAAGAGGGCGCAA	UpstreamP1_CTCF	40
chr15	58157608	58157758	id-33819	3.48e-06	+	ATGTTCTGACCTATGTTGTCCACTAGGGGAGCCAC	UpstreamP1_CTCF	38
chr15	58158475	58158625	id-33820	9.11e-08	+	GTTGCACTAAGGCCCCTGGGCGCCAGGGGGCTCTG	Upstream_CTCF	40
chr15	58203646	58203796	id-33821	1	+	NA	NONE	4
chr15	58215049	58215199	id-33822	4.88e-05	+	TACAAGTTCTGCAGATTGTCCTCCAGGGGCTGCAA	UpstreamP1_CTCF	11
chr15	58236091	58236241	id-33823	9.81e-06	-	CCTCCAGACCCTCTCTCCTCCTGCAGGGGGAAAGC	V_CTCF_BR	4
chr15	58261672	58261822	id-33824	2.44e-07	+	ACTGTCCCTCCTGACATGACCAGAAGGTGGGAGTG	Upstream_CTCF	36
chr15	58335532	58335682	id-33825	1.38e-08	+	GGATATAGAACACATGTGGCCACCAGTGGGCGCTC	V_CTCF_BR	40
chr15	58348309	58348459	id-33826	1.32e-05	-	GCTGTGTTCCACAAACTTACCTCTAGGCGGCCACT	Upstream_CTCF	36
chr15	58357807	58357957	id-33827	1.23e-05	+	GGGCTGTGCGCGCGGTCCGCGGCCCGGGGGCGCGC	UpstreamP1_CTCF	3
chr15	58358609	58358759	id-33828	3.41e-11	-	GCCGCCCGGGCGGTCCCGGCCGGCAGAGGGCAGCA	V_CTCF_BR	39
chr15	58363140	58363290	id-33829	2.2e-07	-	TTGCACATACACACCATCAACTGCAGGGGGCGCCA	UpstreamP1_CTCF	40
chr15	58369760	58369910	id-33830	1.39e-05	+	AGCTAAGAAATTTGTTTAGGCAGAAGGGGGAGCTA	V_CTCF_BR	36
chr15	58407931	58408081	id-33831	3.56e-06	+	AAGGGAGTATGAAATAGAGCCACCAGATGGAGTCA	Upstream_CTCF	39
chr15	58474861	58475011	id-33832	1.99e-07	-	CTGAGCCTGAGCATGGCAGCCACCAGATGTCACTC	V_CTCF_BR	40
chr15	58477805	58477955	id-33833	1	+	NA	NONE	32
chr15	58480402	58480552	id-33834	4.14e-06	-	GCGTGTGAGGGGCTCTGGAACACAGGGGGGCGCGC	V_CTCF_BR	0
chr15	58493061	58493211	id-33835	7.44e-06	-	TATGCAGGATGGCATTAGCCCTGTGGATGGCAGCC	Upstream_CTCF	3
chr15	58495592	58495742	id-33836	1	+	NA	NONE	11
chr15	58505247	58505397	id-33837	2.38e-07	+	GTGTCCTCTTGCTCCATGCCCAGCAGAGGGAGCAG	V_CTCF_BR	40
chr15	58509796	58509946	id-33838	4.51e-05	+	ACAGTAAGTACGTTCATTGCAGCTAGGTGTCACTA	Upstream_CTCF	15
chr15	58513946	58514096	id-33839	5.34e-06	-	CACCACGGGGCTCAGCTAACCACATGGGGTCACTC	V_CTCF_BR	40
chr15	58515056	58515206	id-33840	6.84e-06	+	AGCAGGCTAAATTACTTCCCCACAAGATGGAGCTG	V_CTCF_BR	22
chr15	58520028	58520178	id-33841	3.65e-07	+	ACTTAATTTAGGTACACTGCCACCAGGTGGAGGCA	V_CTCF_BR	40
chr15	58534293	58534443	id-33842	1	+	NA	NONE	28
chr15	58562255	58562405	id-33843	2.43e-06	+	AAGGATCATACTATACTTGTCAGCAGAGGGCACTG	V_CTCF_BR	40
chr15	58574651	58574801	id-33844	6.8e-06	-	CTTCGCTGCTCCTCCTCCCCCATCAGGAGGCAGAA	UpstreamP1_CTCF	0
chr15	58580924	58581074	id-33845	1.39e-05	+	TCCTAGCATATTGTCCCTCCCTGTAGAGGGCAACG	V_CTCF_BR	10
chr15	58591505	58591655	id-33846	1	+	NA	NONE	3
chr15	58601075	58601225	id-33847	1	+	NA	NONE	27
chr15	58652019	58652169	id-33848	1	+	NA	NONE	0
chr15	58653728	58653878	id-33849	3.63e-05	+	GAAAAAGCAGAGGAACCAGCCACCAGGAGCAAGTC	V_CTCF_BR	12
chr15	58673273	58673423	id-33850	1	+	NA	NONE	1
chr15	58676099	58676249	id-33851	1.83e-05	+	AGATGGGTTCTAACAATAGCCTCTAGGGGTCTGTC	V_CTCF_BR	12
chr15	58722625	58722775	id-33852	1	+	NA	NONE	4
chr15	58726101	58726251	id-33853	1	+	NA	NONE	7
chr15	58731239	58731389	id-33854	1	+	NA	NONE	39
chr15	58746767	58746917	id-33855	8.23e-05	+	GTGCATGGCAATTTTCTAGTCAACAGGTGGGGTTG	UpstreamP1_CTCF	2
chr15	58749999	58750149	id-33856	4.01e-05	-	CCTGCAGAGCCAGCATCAGGGGCAGGATGGAGACA	Upstream_CTCF	2
chr15	58791232	58791382	id-33857	6.51e-05	-	CTCGCCCTGCCCCAGCCTGTCACTGGCAGGCACTG	V_CTCF_BR	11
chr15	58809433	58809583	id-33858	7.78e-06	-	TGTGCTGTGCCACATAGTGGAGAGAGGGGGCACAA	Upstream_CTCF	29
chr15	58848051	58848201	id-33859	1.31e-05	-	GGTTTCTGGTTGGGTGTGACCACTGGAGGGAGAGG	V_CTCF_BR	16
chr15	58851187	58851337	id-33860	9.78e-07	-	TGGTAGCTATACAGCAAGCCCAGCAGAGGGTACTG	UpstreamP1_CTCF	5
chr15	58857924	58858074	id-33861	1	+	NA	NONE	5
chr15	58904637	58904787	id-33862	2.12e-06	-	AAGCACAGCTGTCATTTGGGCCCTAGGGGGCAGGG	UpstreamP1_CTCF	8
chr15	58969759	58969909	id-33863	2.4e-05	+	CAAAACAGGCAGAACAAATACAGTAGAGGGCACTG	V_CTCF_BR	11
chr15	59050476	59050626	id-33864	1	+	NA	NONE	36
chr15	59052683	59052833	id-33865	2.6e-05	+	TGGCAGTTGCAGTGAAGCAACACCAGGACCCGGCT	UpstreamP1_CTCF	5
chr15	59062792	59062942	id-33866	6.04e-07	+	CTGTAGGGCGAATGTCTCACCAGTAGCTGGTGAGA	UpstreamP1_CTCF	33
chr15	59063435	59063585	id-33867	1	+	NA	NONE	39
chr15	59063698	59063848	id-33868	1.19e-06	+	AATGGGCTGGGGGCGGCGGCCGCCAGGAGGAGCCT	V_CTCF_BR	29
chr15	59071931	59072081	id-33869	8.21e-05	+	GAGGAGAGTATAAATACCGCCAGTAGGAGTTGCCC	V_CTCF_BR	1
chr15	59095923	59096073	id-33870	1.1e-05	+	TCACTACACTCCGTCCTGGGCAGCAGAGGGAGACT	V_CTCF_BR	1
chr15	59131814	59131964	id-33871	1	+	NA	NONE	40
chr15	59144663	59144813	id-33872	6.82e-05	+	TGGACGAAGTCCTTTCAATCAACTAGAGGGCAGTA	V_CTCF_BR	34
chr15	59158593	59158743	id-33873	8.91e-07	+	GAAGCATTTCCTGTCTTGCCCTGTAGGGGAAGCTT	Upstream_CTCF	38
chr15	59225722	59225872	id-33874	2.19e-05	+	GAGCAGCGCGCTGCCGAGGCAGCGAGTGGGCTGCA	UpstreamP1_CTCF	18
chr15	59226118	59226268	id-33875	1	+	NA	NONE	36
chr15	59249678	59249828	id-33876	6.04e-07	+	CAGCATCCTTGACCTCTACCCACTAGATGGCAGTA	UpstreamP1_CTCF	40
chr15	59272663	59272813	id-33877	6.82e-05	+	ATGTTTAAGCAATTTTGATTCAGTAGGTGGCACTC	V_CTCF_BR	37
chr15	59398201	59398351	id-33878	1	+	NA	NONE	34
chr15	59430453	59430603	id-33879	1.15e-07	-	AACAACCAGTCGGCCTCCCCCAGCAGGGGGCAGAC	V_CTCF_BR	39
chr15	59436931	59437081	id-33880	1.47e-05	+	CCAGGCAATCTCCTCTGCGTCACTAGGTGGCAATC	V_CTCF_BR	37
chr15	59453529	59453679	id-33881	1	+	NA	NONE	39
chr15	59464820	59464970	id-33882	1.69e-05	+	ATGCACTACAGCATGTTTCTAAACAGGGGGCAGTG	UpstreamP1_CTCF	21
chr15	59467143	59467293	id-33883	4.73e-07	+	GCTGTAGTGAGCCGAGTGCCCACTATGGGGCAGAA	Upstream_CTCF	40
chr15	59477976	59478126	id-33884	9.84e-06	-	CAGCCTTCTTGGCCTCCACCCACTAGATGCCAGTA	UpstreamP1_CTCF	25
chr15	59539689	59539839	id-33885	1.99e-07	+	ACAACCTATACGAAAGCAACCAGCAGAGGGCAGGC	V_CTCF_BR	39
chr15	59642385	59642535	id-33886	2.19e-05	+	CAGGCAGGCTCCTGCCTTTCCTCAGGGTGGAAGAG	Upstream_CTCF	2
chr15	59652622	59652772	id-33887	7.73e-05	+	CCTGCATTCCCCTTTCTGTCCAGCAGGCCATCGAG	Upstream_CTCF	39
chr15	59669046	59669196	id-33888	5.28e-05	+	ATTGTAAAACTCATTCTAGACACATGATGGAGCTA	Upstream_CTCF	28
chr15	59688960	59689110	id-33889	6.05e-06	-	CTATTGCACTCCAGCATGGGCAACAGAGGGAGCCC	V_CTCF_BR	18
chr15	59703736	59703886	id-33890	5.67e-06	+	GGTGTGAAATCATCTCCCTCCACCAGGAGGAAGAA	Upstream_CTCF	5
chr15	59704903	59705053	id-33891	1.19e-06	-	GTTTCCCTCGGGCCACTCCACAGCAGATGGCAGCA	V_CTCF_BR	36
chr15	59713315	59713465	id-33892	8.02e-05	+	CTTGAACTCTGCATTCCTAACAGTAGAGGGGCTCG	Upstream_CTCF	17
chr15	59722251	59722401	id-33893	1	+	NA	NONE	10
chr15	59749409	59749559	id-33894	1	+	NA	NONE	9
chr15	59785188	59785338	id-33895	3.1e-07	-	ATGTGCTTGGCTCTTAGGCCCAGCAGAGGGCAGAA	UpstreamP1_CTCF	40
chr15	59793831	59793981	id-33896	3.67e-07	-	ATACAATTCCAGGTTGTGGCCATCAGGTGGCAGAG	UpstreamP1_CTCF	40
chr15	59821215	59821365	id-33897	1.81e-06	-	CTAGGAGTTTTCATTCTCTCCAGGTGGGGGCAGCA	Upstream_CTCF	40
chr15	59825088	59825238	id-33898	8.13e-06	+	AATGCAGAACTGTAGTCTATCCCTAGGTGGCGCAT	Upstream_CTCF	40
chr15	59855131	59855281	id-33899	1	+	NA	NONE	23
chr15	59908794	59908944	id-33900	1.24e-05	-	AATATCTGCAAAGTAGAGGGCAGCAGGTGGCTCCA	V_CTCF_BR	10
chr15	59914644	59914794	id-33901	1.74e-08	-	CCAAGGACCATCACATCAGCCAGCAGGGGGAGGCC	V_CTCF_BR	40
chr15	59925030	59925180	id-33902	6.18e-07	-	ACAGCAATTCCCAAAGCTCACACTGGGGGATGCCA	Upstream_CTCF	40
chr15	59929813	59929963	id-33903	6.49e-06	-	CAGTAATACATGTTTCCTCCCAAAAGAGGGCAGGA	UpstreamP1_CTCF	22
chr15	59934661	59934811	id-33904	3.16e-06	-	ATGAACTTTCATAACTTAGCCACATGAGGGCAATA	UpstreamP1_CTCF	25
chr15	59980094	59980244	id-33905	3.03e-05	+	AGTGCACTGGCAATTTTATACAGAAGAAGCCTGTA	Upstream_CTCF	12
chr15	59981139	59981289	id-33906	1	+	NA	NONE	24
chr15	59983538	59983688	id-33907	3.33e-08	+	CTGCAATGTGCAGAATTCCCCACAGGGTGGCAGAA	UpstreamP1_CTCF	39
chr15	60017215	60017365	id-33908	6.84e-06	+	AAACTGTGTGACGCTAATGCCACATGGTGGCGCCA	V_CTCF_BR	40
chr15	60028511	60028661	id-33909	1.01e-05	-	AGCGGCATTGCTACCCTGACCACCAGAGAGTGCTG	Upstream_CTCF	16
chr15	60033616	60033766	id-33910	8.71e-06	+	GGCTGTATCTCATGCCTTGACACTAGATGTCAGCG	V_CTCF_BR	37
chr15	60044070	60044220	id-33911	8.56e-05	+	CTGTAGTGACATTGAACGACCTCTAGGAACACATT	UpstreamP1_CTCF	39
chr15	60057111	60057261	id-33912	3.81e-05	-	GCCAAGCACTATAATACATGCGGTAGGGGGAGCCC	V_CTCF_BR	27
chr15	60167393	60167543	id-33913	3.86e-05	+	GGTGTAGTTCTGAGATTCACCATTGGGGTGATCTT	Upstream_CTCF	30
chr15	60178262	60178412	id-33914	1	+	NA	NONE	3
chr15	60209835	60209985	id-33915	2.1e-06	+	AGTGAACGTATCAGAAATGCCAGAAGGTGGCAGTG	Upstream_CTCF	40
chr15	60286172	60286322	id-33916	8.19e-06	+	AGGCACTGAGCTCAGCAGGCCCTTAGGGGGCGTTA	UpstreamP1_CTCF	26
chr15	60289359	60289509	id-33917	6.23e-05	+	TGGCACCGCGCGCTAGGACCCACGAAGCGGCGCGC	UpstreamP1_CTCF	9
chr15	60296508	60296658	id-33918	6.8e-06	-	GTGGCAGCGACGTGTTAGGGCTCCGGAGGGCGCTG	Upstream_CTCF	14
chr15	60371488	60371638	id-33919	5.12e-06	-	TATCAGTGTAGCCTGTTGGCCACAAGAGGGACAAA	UpstreamP1_CTCF	39
chr15	60419855	60420005	id-33920	3.63e-05	+	GGAAGGGAGCAGCGGAAGACGAGGAGAGGGTGCCC	V_CTCF_BR	40
chr15	60426927	60427077	id-33921	1.99e-07	+	CAGAACAGGCCCTCTAGCTCCAGCAGGTGGCACTG	V_CTCF_BR	38
chr15	60430426	60430576	id-33922	7.44e-05	+	CATGTGCTGTACACTCTTGCCACTTGGTGTGATTC	Upstream_CTCF	3
chr15	60472106	60472256	id-33923	6.98e-07	-	TTGGGGTTGCTATGCTCTGCCACTAGGGGGTAGTA	V_CTCF_BR	40
chr15	60504807	60504957	id-33924	6.82e-05	+	CCTCCATATCTCATTGATGAGTCCAGGGGGCGCTG	V_CTCF_BR	14
chr15	60507526	60507676	id-33925	2e-06	+	CAGTCAATACTGAACTGGGCCTCCAGGGGGGAATC	Upstream_CTCF	11
chr15	60564959	60565109	id-33926	1	+	NA	NONE	22
chr15	60579077	60579227	id-33927	1	+	NA	NONE	4
chr15	60592004	60592154	id-33928	8.13e-06	-	GATGCTTTTCCTGTTCCTACAGGCAGGCGTCGCCC	Upstream_CTCF	26
chr15	60619139	60619289	id-33929	2.62e-07	-	TTGTATTGATGACATTTGACCACAAGAGGACGCTC	UpstreamP1_CTCF	40
chr15	60621155	60621305	id-33930	6.46e-07	+	ATGGTTGCCGCAGACATCCCCACAAGATGGCGCTC	V_CTCF_BR	40
chr15	60632975	60633125	id-33931	5.01e-06	+	GGCCAACAGAGTCTCGGGAGCAGCAGGAGGCGCAG	V_CTCF_BR	32
chr15	60651978	60652128	id-33932	1.64e-05	+	CAGACTTTACCCATGTATATCAGCAGAGGGCAGTG	V_CTCF_BR	40
chr15	60663417	60663567	id-33933	6.75e-05	+	TAGCTTTGCCAAGGGAATGCCACGGGGAGGTGTTG	UpstreamP1_CTCF	8
chr15	60683554	60683704	id-33934	3.36e-05	-	CTGTAGTCTTGTTCTTCTGCCACCCTGGGGCATTA	UpstreamP1_CTCF	26
chr15	60736485	60736635	id-33935	8.71e-06	-	CTTTTTTTTCCCCTGGCTTCCTGGAGATGGCAGTA	V_CTCF_BR	37
chr15	60771086	60771236	id-33936	3.86e-05	-	TGTGTTGCAGCCCAGACGCGGACGGGAGGGCGCTG	Upstream_CTCF	19
chr15	60800112	60800262	id-33937	2.58e-09	+	ATGCAGTGTACCTGACATACCAGTAGAGGGCAGTG	UpstreamP1_CTCF	40
chr15	60813087	60813237	id-33938	9.67e-08	-	GCTGCATGGTAATCTGCTGCCACTAGGTGGTGGTA	Upstream_CTCF	39
chr15	60843975	60844125	id-33939	2.04e-05	-	AAAGGTGGCAGGAGAATGAACAGATGGTGGCAGTA	V_CTCF_BR	20
chr15	60876188	60876338	id-33940	2.19e-05	+	GATCAATGACATTTGGGAACCACTAGAGGACTGGA	UpstreamP1_CTCF	15
chr15	60878102	60878252	id-33941	1.96e-08	+	GCCGTCCATGTGCAAGTAACCACTAGAGGGCAGCC	V_CTCF_BR	40
chr15	60883382	60883532	id-33942	2.97e-06	+	CGGCGAGGAACCTGCGGGCGCACAAGCGGGCGGCG	V_CTCF_BR	21
chr15	60884278	60884428	id-33943	1.76e-05	+	CTGACAGGAGCCGGAGGGGGCAGCAGAGGGGGATC	UpstreamP1_CTCF	21
chr15	60884999	60885149	id-33944	4.43e-05	-	TTGCGAGCCTCTTGCCCCACCGAGTGGGGGCAGAA	V_CTCF_BR	30
chr15	60907696	60907846	id-33945	2.29e-05	+	TTGCGTTTACCCAGCAAAACCAACAGGGAGCAATC	UpstreamP1_CTCF	5
chr15	60915444	60915594	id-33946	3.63e-06	+	TAAAATTCTTTAGTAATGCCCAGGAGGGGGCAGTC	V_CTCF_BR	16
chr15	60942461	60942611	id-33947	1	+	NA	NONE	5
chr15	60964716	60964866	id-33948	1.47e-05	+	CGGTGTGGCTCTTATGTGTGCACAAGGGGGCAATC	V_CTCF_BR	13
chr15	61029505	61029655	id-33949	7.78e-06	-	CCTTCCATTGGTCTTTTTGCCAATAGGTGGTGCTC	Upstream_CTCF	19
chr15	61032993	61033143	id-33950	3.09e-05	+	TAGCAGAATCCTGTTGCTACCAATAGAGGGTGGGT	UpstreamP1_CTCF	8
chr15	61080044	61080194	id-33951	1.37e-08	-	ACTGCAGTATCCCCAGCAGCCACAAGGGTGCCCAG	Upstream_CTCF	38
chr15	61091238	61091388	id-33952	5.67e-06	-	AGTGTAGTTCCAGAGACCAGCACGAGGGCACGGAG	Upstream_CTCF	5
chr15	61093863	61094013	id-33953	1	+	NA	NONE	2
chr15	61121830	61121980	id-33954	5.68e-06	+	CAGACACTTGAGATTCCTACCAGGAGATGGAAGAA	V_CTCF_BR	7
chr15	61132642	61132792	id-33955	4.21e-05	+	AACCCTGTCCCCACTCTCACCAGCAGAGGCTTGGC	V_CTCF_BR	16
chr15	61149472	61149622	id-33956	1	+	NA	NONE	3
chr15	61155769	61155919	id-33957	1	+	NA	NONE	9
chr15	61191215	61191365	id-33958	2.73e-07	+	GCAGCAGCTCATCTGCAGACCACTAGGGGTTGTTC	Upstream_CTCF	6
chr15	61197911	61198061	id-33959	2.66e-05	-	CCTAGGGTATAGGAACATGTCACTAGGGGGTGCCC	V_CTCF_BR	26
chr15	61209226	61209376	id-33960	2.93e-08	-	ATGAAGTTGGGTCCAGGCCCCACCAGGTGGCAGTA	UpstreamP1_CTCF	40
chr15	61224942	61225092	id-33961	1	+	NA	NONE	27
chr15	61256920	61257070	id-33962	1	+	NA	NONE	18
chr15	61263345	61263495	id-33963	1.3e-07	-	AATGCAGTGTTAGGGGAGTCCAGAGGAGGGCGGCT	Upstream_CTCF	8
chr15	61317726	61317876	id-33964	1	+	NA	NONE	2
chr15	61343770	61343920	id-33965	8.71e-06	-	CAGACAGTACAGGCAAGCATCACTAGGTGGCACAG	V_CTCF_BR	40
chr15	61374810	61374960	id-33966	2.43e-06	+	GCTGCAGTTCTTCATTGGGACTGAAGGAGAAAGGC	Upstream_CTCF	10
chr15	61392780	61392930	id-33967	1	+	NA	NONE	2
chr15	61404572	61404722	id-33968	1.04e-06	+	AAAGCAATCTGAAAAGCCTCCCCCAGGGGGAGTGG	Upstream_CTCF	20
chr15	61411231	61411381	id-33969	1	+	NA	NONE	35
chr15	61448647	61448797	id-33970	1	+	NA	NONE	18
chr15	61455561	61455711	id-33971	2.27e-06	+	TTCTGCCAGGTAAAGGCCTCCTCTAGAGGGCAGGA	V_CTCF_BR	15
chr15	61459719	61459869	id-33972	5.12e-07	+	CTACAATTTGGCTATGTGACCACCAGGTGGTGACA	UpstreamP1_CTCF	40
chr15	61462202	61462352	id-33973	1	+	NA	NONE	2
chr15	61476751	61476901	id-33974	8.99e-05	-	TGACTGTATGCCAAGTACTCCCCTAGGGGGCGAAG	V_CTCF_BR	19
chr15	61487445	61487595	id-33975	3.6e-07	+	GTTGCAGTAACTCTCTCAGCCACTAGAGGTCTACT	Upstream_CTCF	40
chr15	61508769	61508919	id-33976	2.93e-07	+	CCTCAGTGCCTGGATGGGGCAGCCAGAGGGCAGTA	UpstreamP1_CTCF	25
chr15	61521389	61521539	id-33977	1	+	NA	NONE	30
chr15	61521611	61521761	id-33978	1	+	NA	NONE	15
chr15	61660279	61660429	id-33979	8.52e-08	-	CTCCAATGTCAACAACCTGCCACCAGGTGGCTAGC	UpstreamP1_CTCF	23
chr15	61682402	61682552	id-33980	3.63e-05	-	AATGTAAGCATAGGAAGAACCTGTAGAGGGATCAC	V_CTCF_BR	3
chr15	61820183	61820333	id-33981	1	+	NA	NONE	7
chr15	61823104	61823254	id-33982	6.64e-05	+	GATTCCCTGTTAAACTCTGCCACTAAGGGGTGCTG	Upstream_CTCF	19
chr15	61913384	61913534	id-33983	2.78e-06	-	GGCACTCCAGCGACTGTGGCCAGCAGGTGGGGCCA	V_CTCF_BR	38
chr15	61936996	61937146	id-33984	1.84e-06	-	ACTTACCTAAATCCCACAGCCACTGGGGGGCAGGG	V_CTCF_BR	11
chr15	61994870	61995020	id-33985	5.9e-06	+	GTGCAGTTGCTGCTTGTCACCTGCAATAGGTGCTC	UpstreamP1_CTCF	11
chr15	62056501	62056651	id-33986	1.04e-05	+	AGTAGAGTACAGGACCAGGCCAGAGGAGGGCTCTG	V_CTCF_BR	3
chr15	62110319	62110469	id-33987	2.6e-06	-	GCCTGCAGGTGACTCAGCTCCACAGGAGGGCACCA	V_CTCF_BR	8
chr15	62120362	62120512	id-33988	2.19e-05	-	CCCCGGCTAAGCAGGAAGACCAGCAGGGGGCCCGT	UpstreamP1_CTCF	27
chr15	62126403	62126553	id-33989	6.07e-11	-	CGTGCAGTTCTCTCGCTGGCCACAGGGTGGCGGAG	Upstream_CTCF	40
chr15	62127808	62127958	id-33990	4.38e-08	-	GCTGTCTTTTTCTGATCTTCCACTAGAGGGCGCCC	Upstream_CTCF	40
chr15	62148603	62148753	id-33991	4.01e-05	-	CAAGTGCTACCTCTGCCATCCAGTAGGGTGAAATA	Upstream_CTCF	12
chr15	62164225	62164375	id-33992	2.81e-05	+	GTGTTTAATTTTAAACCAACCACTAGAGGTCTCTA	V_CTCF_BR	38
chr15	62208365	62208515	id-33993	7.02e-05	+	AGGCAGAAACTGACTTTGGCCATTAGGAGGCTAAT	UpstreamP1_CTCF	9
chr15	62289962	62290112	id-33994	1	+	NA	NONE	6
chr15	62314312	62314462	id-33995	4.21e-05	-	TGTTTGTGTTTGCAGACATCCACTAGGGGGCTTGG	V_CTCF_BR	38
chr15	62321109	62321259	id-33996	1	+	NA	NONE	1
chr15	62351410	62351560	id-33997	1	+	NA	NONE	35
chr15	62352717	62352867	id-33998	1.77e-05	+	TAGGCGCCGCAGCCCTGGCCCTCTAGAGGCCGACG	Upstream_CTCF	40
chr15	62359034	62359184	id-33999	2.68e-05	-	GGAGCGCTTGCCAGTGGGCCGAGCAGAGGGGCGCT	Upstream_CTCF	33
chr15	62360051	62360201	id-34000	1.64e-05	+	TCGAGAGCCCGCACACGCGCCGCAAGGAGTCGCTC	V_CTCF_BR	7
chr15	62360753	62360903	id-34001	1	+	NA	NONE	34
chr15	62364016	62364166	id-34002	9.51e-07	-	GACAAAACACTTGAGGGATCCACTAGAGGGCAGTA	V_CTCF_BR	39
chr15	62417200	62417350	id-34003	1	+	NA	NONE	15
chr15	62418091	62418241	id-34004	1	+	NA	NONE	39
chr15	62435037	62435187	id-34005	2.53e-05	-	ACAAAAGTTTTTAAAGGTGACACCAGGGGGAGATC	V_CTCF_BR	15
chr15	62456772	62456922	id-34006	1.64e-05	-	TCGAGAGCCCGCACACGCGCCGCAAGGAGTCGCTC	V_CTCF_BR	6
chr15	62457386	62457536	id-34007	3.16e-05	-	GCCGCAGTACTGAAGGTGGCGCCTCGGCAGCGGGC	Upstream_CTCF	11
chr15	62533442	62533592	id-34008	7.62e-07	+	CCTGTGAAGCCGGTTCTGGCCACTAGGGTGCAGGG	Upstream_CTCF	40
chr15	62533634	62533784	id-34009	1	+	NA	NONE	2
chr15	62537111	62537261	id-34010	6.46e-07	-	CCCTCACGCCCAGGGTCTTCCTGCAGGTGGAGCTG	V_CTCF_BR	12
chr15	62545608	62545758	id-34011	3.18e-06	-	TGCTGCTGTCTTTTGCTGAACTCCAGGGGGAGCGA	V_CTCF_BR	15
chr15	62546665	62546815	id-34012	2.46e-08	-	AATCCCACCCCTGGAGCCCCCAGCAGGGGGCGCAG	V_CTCF_BR	40
chr15	62570326	62570476	id-34013	1.24e-05	+	AGATGACCCAAGGACAGAGGCAACAGAGGGCAGTG	V_CTCF_BR	7
chr15	62599221	62599371	id-34014	4.7e-06	-	ACACAATTTTCTAAAGCAACCACAAGGTGGCTCTG	V_CTCF_BR	40
chr15	62637257	62637407	id-34015	5.17e-06	-	CAGGGTGTTGTACAGGTGGCCACTAGAGGGACTCT	Upstream_CTCF	39
chr15	62658381	62658531	id-34016	1.28e-06	+	GGACCTCTGTCAGATGCAGCCTGTAGGGGTCAGCC	V_CTCF_BR	7
chr15	62683096	62683246	id-34017	1	+	NA	NONE	26
chr15	62683448	62683598	id-34018	9.31e-05	-	CCGGCACTGCCCCCGTCGCTCAGCGGCCAGCAGTT	Upstream_CTCF	20
chr15	62684022	62684172	id-34019	2.47e-05	+	GGTGCTCAGCCGGAGCCGTGCGCTGGGCGGCGTCC	Upstream_CTCF	36
chr15	62684650	62684800	id-34020	1	+	NA	NONE	27
chr15	62755109	62755259	id-34021	1	+	NA	NONE	3
chr15	62765125	62765275	id-34022	1	+	NA	NONE	8
chr15	62775090	62775240	id-34023	1.5e-05	-	TTTGCTCTCATTCACACCTCCACAAGAAGGGGTCG	Upstream_CTCF	38
chr15	62841683	62841833	id-34024	1.09e-06	-	GTGCCATACCTAGATTTCGCCTCTAGTGGCCAGCA	UpstreamP1_CTCF	40
chr15	62850944	62851094	id-34025	8.71e-06	-	GATGCTTCTCACTTCTCTGCCTGGAGATGGTACCA	V_CTCF_BR	3
chr15	62881573	62881723	id-34026	1	+	NA	NONE	19
chr15	62910738	62910888	id-34027	1	+	NA	NONE	31
chr15	62931306	62931456	id-34028	1.54e-05	+	TAGTTATTGCTCTCTGAGGCCAGCAGGGGAGATGG	UpstreamP1_CTCF	5
chr15	62941244	62941394	id-34029	1	+	NA	NONE	40
chr15	62950880	62951030	id-34030	1	+	NA	NONE	1
chr15	62967294	62967444	id-34031	3.28e-05	+	TAACTACCTCTCTCCAAGTCCACCTGCTGGCAGAG	V_CTCF_BR	0
chr15	62983348	62983498	id-34032	1	+	NA	NONE	11
chr15	62998693	62998843	id-34033	4.7e-06	-	AAATTTAGCCATATCTCTACCTCCAGAGGGCAACA	V_CTCF_BR	26
chr15	63034302	63034452	id-34034	8.98e-06	+	CTGCAAACAATAGCTAGAGCCACTAGGGGACTGGA	UpstreamP1_CTCF	37
chr15	63034715	63034865	id-34035	1.56e-05	-	TGTCCTTTCTTCGAAGCCACCACCAGGGGGCCTGC	Upstream_CTCF	40
chr15	63074315	63074465	id-34036	1.23e-05	+	TTGTCATGTAATCATGTGTCCACTAGGGGTTGAGC	UpstreamP1_CTCF	40
chr15	63074761	63074911	id-34037	2.67e-06	-	GCTGCTCCACTGCGACCTGCCAACAGGTGCACTGG	Upstream_CTCF	25
chr15	63089669	63089819	id-34038	1.31e-05	+	GTGTGTCTGGTTTGAGGAACCGGTAGGAGGCAGTC	V_CTCF_BR	2
chr15	63120799	63120949	id-34039	2.59e-06	+	TAGCTGTGTATGCATCTGTCCACCAGGGCTCAGGA	UpstreamP1_CTCF	30
chr15	63127649	63127799	id-34040	2.96e-05	+	TTCTTAGCATTTCCTGTCGCCTCTTGGTGGCGAAA	V_CTCF_BR	5
chr15	63140213	63140363	id-34041	2.96e-05	+	TGCATCCCAGGTGGTTCTGACCACAGGGGGCAGTG	V_CTCF_BR	40
chr15	63141002	63141152	id-34042	6.98e-07	-	TGGACAATGGGGAGAGTTACCAGGAGGTGGCAGGA	V_CTCF_BR	33
chr15	63170555	63170705	id-34043	7.73e-06	+	GGGGATTGGGCAGCAGTTGCCAGGAGGAGGCATCC	V_CTCF_BR	2
chr15	63176539	63176689	id-34044	1	+	NA	NONE	15
chr15	63178657	63178807	id-34045	1.81e-06	-	CAGGCTTTGCCTGCTCAGTCCACAGGGTGGAGGGA	Upstream_CTCF	9
chr15	63182495	63182645	id-34046	1	+	NA	NONE	13
chr15	63196827	63196977	id-34047	1	+	NA	NONE	7
chr15	63201442	63201592	id-34048	2.04e-05	-	TGGAAAGATCACAAAATCCACTGCAGAGGGCAGTA	V_CTCF_BR	9
chr15	63205094	63205244	id-34049	4.51e-05	-	AAAGCTGTTCTCCTCTTGACCTCTAGAGTTTCCAA	Upstream_CTCF	24
chr15	63220477	63220627	id-34050	8.5e-06	-	CAGGCACCAGGGATATTGTCCAGCAGGGGACTGTC	Upstream_CTCF	37
chr15	63281051	63281201	id-34051	6.23e-05	+	GTGCAGTGGTGCGATCCTCCCACCTGGCCCTCCCA	UpstreamP1_CTCF	0
chr15	63296517	63296667	id-34052	9.25e-06	+	TGAACTGTCCTGAAGACATCCAGGAGGAGGCACCC	V_CTCF_BR	17
chr15	63317795	63317945	id-34053	1.92e-06	-	CTGCATTTCTCCTCGCCAGCCTCTTGGTGGCTTCT	UpstreamP1_CTCF	16
chr15	63318451	63318601	id-34054	4.99e-07	-	AATGCAGTGCTCTGACTGACCACCAGGATCCTGCC	Upstream_CTCF	14
chr15	63328261	63328411	id-34055	2.15e-05	-	CTCGCTACAACCCACTCAGGCTCTAGGAGGCAGCC	V_CTCF_BR	19
chr15	63334182	63334332	id-34056	1.32e-05	-	TCTGCGGGCGCGGGTCAGAGAGGCAGGGGGCGGCA	Upstream_CTCF	21
chr15	63334830	63334980	id-34057	1	+	NA	NONE	17
chr15	63340265	63340415	id-34058	2.6e-07	+	GAGCGGAGCGCTCCCGCGGCCAGCAGGAGTCGCTA	V_CTCF_BR	40
chr15	63340560	63340710	id-34059	1.28e-06	+	GACTTCCGGACTGCTCCTGGCCGCAGGGGGCGCCG	V_CTCF_BR	13
chr15	63341382	63341532	id-34060	1	+	NA	NONE	18
chr15	63349341	63349491	id-34061	1	+	NA	NONE	19
chr15	63385893	63386043	id-34062	4.68e-07	-	TTGGGTGGAGAATATGTGAACAGCAGGTGGCAGCA	V_CTCF_BR	40
chr15	63414577	63414727	id-34063	1.28e-06	+	TCTCGGGGACCGCCCCTTCCCCCTAGGGGGCGGAC	V_CTCF_BR	36
chr15	63438992	63439142	id-34064	1	+	NA	NONE	35
chr15	63448446	63448596	id-34065	9.29e-06	+	TCTGTAATCCCACTTCTACTCAACAGAGGGTTCTA	Upstream_CTCF	16
chr15	63450254	63450404	id-34066	1	+	NA	NONE	38
chr15	63458552	63458702	id-34067	4.88e-05	+	GAGACTATTATTTCAAGATCCAATAGGTGGCACAA	V_CTCF_BR	25
chr15	63481215	63481365	id-34068	2.27e-05	-	TGGCGCAGCCTACGGGTTATCTGCAGAGGGCATTA	V_CTCF_BR	25
chr15	63535427	63535577	id-34069	1	+	NA	NONE	16
chr15	63569272	63569422	id-34070	3.45e-05	-	GATCGGGTTCCAGTGCCGGCCGCGAGGTGGTTAAG	V_CTCF_BR	22
chr15	63580639	63580789	id-34071	1.73e-05	-	TGTGTCAAGGAAAGACTAACCAGTTGAGGGCAGAT	V_CTCF_BR	16
chr15	63581100	63581250	id-34072	1.77e-05	+	CAGGTTTTGCCAGCTTTTTTCACTAGATGGTGCTA	Upstream_CTCF	40
chr15	63685493	63685643	id-34073	1	+	NA	NONE	1
chr15	63688919	63689069	id-34074	1	+	NA	NONE	10
chr15	63695114	63695264	id-34075	2.4e-05	-	ACCCCACAGTTTTGATACTCCACTAGGTGTCACCA	V_CTCF_BR	40
chr15	63695587	63695737	id-34076	1	+	NA	NONE	13
chr15	63712540	63712690	id-34077	1	+	NA	NONE	17
chr15	63729094	63729244	id-34078	1.39e-05	-	GGCCAGTTGCAGGAAGTAGACGGTAGTTGGAGCTC	V_CTCF_BR	29
chr15	63742517	63742667	id-34079	1	+	NA	NONE	6
chr15	63753596	63753746	id-34080	7.82e-06	-	GCTCTCTGCCGACCGCGGGCCCCTAGGAGGAGCCT	UpstreamP1_CTCF	18
chr15	63758990	63759140	id-34081	2.6e-06	+	TGGACACTAACATTTTGCACCAGAAGATGGCAGTC	V_CTCF_BR	40
chr15	63766385	63766535	id-34082	4.59e-07	+	CTGCTCTCTCTCTCTCTCAACCCCAGGGGGCATTC	UpstreamP1_CTCF	28
chr15	63779615	63779765	id-34083	8.53e-09	+	CACGCAGCACCACCTGTGTCCCCTAGGGGGCGAGC	Upstream_CTCF	40
chr15	63796520	63796670	id-34084	2.38e-07	+	AACACAGCCGGACTCTGCGCCACCAGCTGGAGCTC	V_CTCF_BR	38
chr15	63797427	63797577	id-34085	1	+	NA	NONE	30
chr15	63797878	63798028	id-34086	1	+	NA	NONE	37
chr15	63823918	63824068	id-34087	8.76e-09	+	CTGCAGTGCTCCTCCCATGCCTCTAGGAGGCTGAC	UpstreamP1_CTCF	40
chr15	63879110	63879260	id-34088	1	+	NA	NONE	14
chr15	63891872	63892022	id-34089	1.71e-06	-	CCGGGGCCTTGGCTCCCCGCAGCCAGAGGGAGCTA	V_CTCF_BR	40
chr15	63893061	63893211	id-34090	5.38e-05	-	CTGTGCTCTGCCCGCAGGGCCAGGCGCGGGCACGC	V_CTCF_BR	14
chr15	63898069	63898219	id-34091	7.27e-06	-	TCCTGCTAGCAGCCTGCTGCCTCCTGGGGGAGATC	V_CTCF_BR	4
chr15	63902455	63902605	id-34092	2.38e-07	+	GCAGCAAGGAAGGGAGGTGCCACTAGGTGGCTCTG	V_CTCF_BR	40
chr15	63902829	63902979	id-34093	7.11e-06	+	CCTGCAGCCTCAGGAGGCAGCACAGGGAGGAATAG	Upstream_CTCF	9
chr15	63956673	63956823	id-34094	1	+	NA	NONE	1
chr15	64044400	64044550	id-34095	4.71e-06	+	ACTTTTATACCACTGCCTGACACAAGGTGGCCTCC	Upstream_CTCF	40
chr15	64110531	64110681	id-34096	1.43e-05	+	TCTGAAATAAGGAGCCAAACCGACAGATGGCAGAC	Upstream_CTCF	11
chr15	64118863	64119013	id-34097	4.7e-06	+	GCAAGCATTAAGCACTCATCCACAAGGGGTCACCC	V_CTCF_BR	24
chr15	64122761	64122911	id-34098	1	+	NA	NONE	12
chr15	64136102	64136252	id-34099	9.84e-06	-	CTGCAGTAACTCACATTCACCACCACACACAGGCA	UpstreamP1_CTCF	25
chr15	64183303	64183453	id-34100	5.21e-08	-	GGATGCTTGGTAACTAAGGCCACCAGGTGGCGCTG	V_CTCF_BR	40
chr15	64184027	64184177	id-34101	1.26e-05	+	GCTGCAGTTCCCACAAGCAGAGTCAGATGGGGTTC	Upstream_CTCF	3
chr15	64189835	64189985	id-34102	5.67e-06	+	GTAGCTTTCCAAAGTTCAGCCACGAGAAGGCGTAA	Upstream_CTCF	0
chr15	64200617	64200767	id-34103	1.84e-06	-	CACCTCCTAACTGGCCTGACCTGCAGTGGCCGCCA	V_CTCF_BR	2
chr15	64208349	64208499	id-34104	3.48e-06	-	CTGCTGCTTCCTGCCCCTGCCTGTGGATGTTGGTA	UpstreamP1_CTCF	39
chr15	64208808	64208958	id-34105	8.21e-06	-	TCCTTCCACTGGCTTGTTCACTGTAGGGGGCAGCC	V_CTCF_BR	17
chr15	64235015	64235165	id-34106	3.45e-05	-	AACAAAACCCTTGGGCAACCCAGTAGAGGGAGACA	V_CTCF_BR	4
chr15	64237579	64237729	id-34107	3.22e-07	+	TCTGCCAGGCCCCGCACCACCACTAGGGGCTCCAG	Upstream_CTCF	40
chr15	64238242	64238392	id-34108	7.8e-08	+	CCAGCCCAGGGCCTGCCTGCCACCAGGAGGCAGAA	V_CTCF_BR	16
chr15	64275574	64275724	id-34109	8.91e-07	-	GTGGAAACTCCAGCCACAGGCCCCAGGGGGCAGCA	Upstream_CTCF	27
chr15	64278933	64279083	id-34110	7.46e-06	+	CTGATCTCCTGGGTCTGGGCCTGAAGATGGGGCTA	UpstreamP1_CTCF	1
chr15	64292874	64293024	id-34111	1.1e-06	+	TCTTTGGGGTGCTGGAGAGCCACATGAGGGCACTC	V_CTCF_BR	3
chr15	64303071	64303221	id-34112	1	+	NA	NONE	7
chr15	64317014	64317164	id-34113	6.46e-07	+	TTCAAGCCCTGTGGCCAGGCCACCAGGGGCCAGTG	V_CTCF_BR	26
chr15	64338700	64338850	id-34114	2.89e-09	-	GGACTGTCCGGAGGGGGCTCCAGCAGGGGGCGCCC	V_CTCF_BR	40
chr15	64359837	64359987	id-34115	3.05e-07	-	GGTGCGATTATCTGGGAGAACACCAGATGGCAGCA	Upstream_CTCF	40
chr15	64361776	64361926	id-34116	7.46e-06	+	CTGATGGTGCCTTTTCACTCCAGCAGGGGCGACAG	UpstreamP1_CTCF	40
chr15	64384411	64384561	id-34117	1	+	NA	NONE	25
chr15	64385371	64385521	id-34118	1	+	NA	NONE	34
chr15	64388999	64389149	id-34119	3.42e-05	+	GGTGTTTCCCGTAATGTTACCGGTAGGAGGCCCTT	Upstream_CTCF	36
chr15	64429654	64429804	id-34120	8.46e-07	+	CAGGCTGGCTTAGGCTCTGCCACTAGGTGGGGGCA	Upstream_CTCF	23
chr15	64435619	64435769	id-34121	2.97e-06	-	CCTTTCACAGACAGTATGAACGCCAGGTGGCAGAG	V_CTCF_BR	3
chr15	64441704	64441854	id-34122	2.47e-07	-	TTGCATTAGGCTGTTTGCTCCACCTGGGGGCACCC	UpstreamP1_CTCF	36
chr15	64445849	64445999	id-34123	1.61e-09	-	CCTGCCTCCTAGCATATGGCCACTAGGGGGCAGCA	V_CTCF_BR	40
chr15	64455496	64455646	id-34124	4.1e-06	+	AGCGCTGTTCCACTGGCCTGCGGTAGCTGGCGCTT	Upstream_CTCF	40
chr15	64458908	64459058	id-34125	4.99e-07	-	GCAGCCATTCCAGTAACACCCACAAGAGGACAGCT	Upstream_CTCF	3
chr15	64486269	64486419	id-34126	8.64e-05	-	GATTGCACACTCCTCCTGGCCACAGGATGGCCACA	Upstream_CTCF	8
chr15	64502038	64502188	id-34127	2.59e-06	+	TTGAATTTTAAACAGTTGAGCACTAGAGGGCGAAA	UpstreamP1_CTCF	38
chr15	64509180	64509330	id-34128	5.74e-05	+	GTGCAGTATCATAAAAGGCTCAAAGGATGGCTCAC	UpstreamP1_CTCF	4
chr15	64626837	64626987	id-34129	2.43e-06	+	TAATGCTGCCATTGATCTGACAGGAGGTGGCGCTC	V_CTCF_BR	7
chr15	64648771	64648921	id-34130	3.97e-05	-	TTGAAACACAATTAAAAATCCACAAGAGGGAGATG	UpstreamP1_CTCF	39
chr15	64673375	64673525	id-34131	1	+	NA	NONE	12
chr15	64679789	64679939	id-34132	5.86e-07	+	CATGCACTGACAGAGCTCGACTCCGGAGGGCACAA	Upstream_CTCF	33
chr15	64719182	64719332	id-34133	5.01e-06	+	AACTAAAGTACATTTTTGAGCAGCAGAGGGAGCCG	V_CTCF_BR	38
chr15	64752436	64752586	id-34134	3.24e-06	+	CCAGCGAGAGTTCTACTGCCCACGAGGGGACAGCG	Upstream_CTCF	11
chr15	64753672	64753822	id-34135	1.61e-05	-	ATGTGTCTCCTCCTCCTCAACCCCAGAGGGAGGAA	UpstreamP1_CTCF	28
chr15	64812197	64812347	id-34136	1.23e-05	-	CTGCTGTAACATACTGCCATGAGGAGGTGGTACAG	UpstreamP1_CTCF	23
chr15	64856515	64856665	id-34137	1	+	NA	NONE	2
chr15	64922727	64922877	id-34138	2.96e-05	-	AAGATCACACCACTACGCTCCAGCTGGGGGAGACA	V_CTCF_BR	13
chr15	64946106	64946256	id-34139	3.81e-05	-	TTAAACCTTTCTAGACTTTCCTCTAGATGGTGCTG	V_CTCF_BR	37
chr15	64973755	64973905	id-34140	2.78e-06	-	CAGCCTGTTGGTAAAAAAACCACAAGGTGGCACTC	V_CTCF_BR	40
chr15	64978442	64978592	id-34141	1.14e-06	+	CCGTATTGAAGAGGAATCACCAATAGGTGGCAGCA	UpstreamP1_CTCF	40
chr15	64982922	64983072	id-34142	8.97e-05	+	AAATATTTACCTAAATTGTCCACTAGGTGCCAAGT	Upstream_CTCF	33
chr15	64985575	64985725	id-34143	1	+	NA	NONE	8
chr15	64995308	64995458	id-34144	3.16e-05	-	GAGGCAGGCGCTCGCTGAGGCAAAAGGAGGCGCTC	Upstream_CTCF	16
chr15	65020507	65020657	id-34145	1.51e-12	-	TCTGCAATGCTCCCAGAGGCCACCAGAGGGCAGGG	Upstream_CTCF	40
chr15	65023586	65023736	id-34146	7.8e-08	+	GGTTTGTGAGCATCTTCAACCACGAGAGGGCGCCC	V_CTCF_BR	39
chr15	65032808	65032958	id-34147	1.64e-05	+	AAAATTAAACACCTCACTTCCTCGAGGGGGAGCTA	V_CTCF_BR	38
chr15	65042275	65042425	id-34148	1.17e-05	+	AAGAAACAGACAGGGAGGACCAGGAGCTGGCTGGG	V_CTCF_BR	33
chr15	65043830	65043980	id-34149	1	+	NA	NONE	7
chr15	65059512	65059662	id-34150	6.43e-06	+	AGACAGAGGAAGTGACGTGACACCAGATGTCGCTG	V_CTCF_BR	10
chr15	65102220	65102370	id-34151	4.7e-08	-	GCTCCCCATGCACTGCAGACCACTAGGTGGCGCCA	V_CTCF_BR	40
chr15	65108725	65108875	id-34152	2.15e-05	+	GACTGAGGCTCCTGCCCCGCCGCAGGGTGGCATAG	V_CTCF_BR	1
chr15	65118017	65118167	id-34153	2.6e-06	-	TCAGACCCGACACCACGCGCCGCCGGGTGGCTGCC	V_CTCF_BR	13
chr15	65128054	65128204	id-34154	3.29e-05	-	CCAGACTGACCTCACGGCGGCAGCAGGGAGCAGAG	Upstream_CTCF	39
chr15	65133677	65133827	id-34155	1	+	NA	NONE	29
chr15	65148801	65148951	id-34156	1	+	NA	NONE	26
chr15	65155511	65155661	id-34157	2.27e-06	+	GTCAGCTGAGGGATAGGATCCTGCAGAGGGAGCAC	V_CTCF_BR	9
chr15	65158588	65158738	id-34158	1.23e-05	+	ACGTAGGACCCAGCTGGAGCCTCTTGAGGGAGATG	UpstreamP1_CTCF	3
chr15	65187677	65187827	id-34159	1	+	NA	NONE	10
chr15	65197315	65197465	id-34160	7.17e-05	-	TGCGCATCTTAAAAAGCTGCAGGAAGGGGGCAATA	Upstream_CTCF	13
chr15	65197822	65197972	id-34161	2.47e-08	-	GCTGCAGTTTCGGTTGTCGACACGCGGGGGAGCAA	Upstream_CTCF	38
chr15	65239511	65239661	id-34162	5.08e-05	+	CGGCACTGCCCCTGTCTGGGATCATGAGGGAGAGC	UpstreamP1_CTCF	2
chr15	65253472	65253622	id-34163	2.46e-06	+	TGGCAATGACAACTTGCAGTCATCAGGGGGCAGAG	UpstreamP1_CTCF	18
chr15	65301443	65301593	id-34164	8.89e-06	-	TGTGCTATAAAAGACTGAGCCAGAAGGTGGGGTTT	Upstream_CTCF	30
chr15	65321196	65321346	id-34165	1	+	NA	NONE	6
chr15	65321800	65321950	id-34166	1	+	NA	NONE	28
chr15	65325479	65325629	id-34167	1.92e-06	+	CTGTGGTTGTATCAGATGCCCGCAAGGAGGTGCTG	UpstreamP1_CTCF	40
chr15	65326129	65326279	id-34168	1.28e-06	+	TTTGCTACTTCCTAGACAGCCACTAGATAGCACCA	Upstream_CTCF	40
chr15	65346722	65346872	id-34169	8.43e-09	+	GCCGCCCTGCCTTTCCCGTCCACCAGGTGGCACAA	V_CTCF_BR	40
chr15	65347059	65347209	id-34170	1	+	NA	NONE	3
chr15	65370337	65370487	id-34171	4.68e-07	-	CGGCTTTCTCCCTGAGCAGCCGCCAGGTGCCGCCC	V_CTCF_BR	33
chr15	65375669	65375819	id-34172	3.09e-05	-	CAGCCCTGTGTGTATTCCGCCGCCAAGAGGAGCCA	UpstreamP1_CTCF	30
chr15	65378762	65378912	id-34173	4.94e-06	-	AAAGCACTGTCCTCCCTCCACCAGAGGGGGCACCA	Upstream_CTCF	40
chr15	65379301	65379451	id-34174	1.28e-06	+	ACCTCACTCCCTTCCATGGGCACCAGGGGGCCTGT	Upstream_CTCF	36
chr15	65379789	65379939	id-34175	9.81e-06	+	CCCTGATGGAGATAGCGTCCCTCCTGGTGGCAGCC	V_CTCF_BR	3
chr15	65382128	65382278	id-34176	1	+	NA	NONE	2
chr15	65393993	65394143	id-34177	3.18e-06	-	CACCCAGCTGCCGACTTGACCCATAGGGGGCGCTC	V_CTCF_BR	40
chr15	65425192	65425342	id-34178	3.73e-06	-	GCTGGAGGGTGAAGTGTGTGCAGGAGGTGGAGGAG	Upstream_CTCF	15
chr15	65481592	65481742	id-34179	5.72e-07	+	CTGATGTTCAGGGAGATGGTCAGCAGATGGTGCTA	UpstreamP1_CTCF	40
chr15	65487707	65487857	id-34180	1	+	NA	NONE	17
chr15	65489090	65489240	id-34181	1.39e-05	-	ACTGTCCAAGGAAGAGTGCCCTCGAGGAGGCAGCA	V_CTCF_BR	6
chr15	65504523	65504673	id-34182	1	+	NA	NONE	39
chr15	65543814	65543964	id-34183	4.7e-06	+	AGTCTGAGACTTTGCATGGCAGCCAGATGGCAGCC	V_CTCF_BR	7
chr15	65563397	65563547	id-34184	3e-06	-	GTGAACGTTGCCTGCCTTCCCACTAGAGGGCCCCT	UpstreamP1_CTCF	40
chr15	65563982	65564132	id-34185	1.37e-05	-	CATGTATTCAGTCACACCTCCAGTGGGTGGCATGC	Upstream_CTCF	3
chr15	65579207	65579357	id-34186	4.01e-05	-	GGACGTGAGCTGCAGGCGGAAGACAGGTGGCGCCG	V_CTCF_BR	39
chr15	65590154	65590304	id-34187	1.03e-09	-	GCTGCAGCCTCCGCGATGGCCACAAGAGGGCCCAA	Upstream_CTCF	40
chr15	65596677	65596827	id-34188	1	+	NA	NONE	40
chr15	65605096	65605246	id-34189	1.17e-05	-	AGTAAATGACTGCACACTGCTACCAGAGGGAGGAG	V_CTCF_BR	11
chr15	65611274	65611424	id-34190	3.86e-08	+	GCTGTAATCCTTGTTAATTCCACTGGGTGGCAGCA	Upstream_CTCF	40
chr15	65622750	65622900	id-34191	7.55e-07	-	CAGAGTGCGGCGCTGAGGGCCAGGAGGTGGCGTAC	V_CTCF_BR	1
chr15	65628845	65628995	id-34192	2.58e-07	+	TCTGCAGTCTCTCGATGCACCCCAAGAGGGTGTTG	Upstream_CTCF	14
chr15	65677272	65677422	id-34193	6.39e-08	+	CAACAGCGTCTGCCCAGTTCCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr15	65678046	65678196	id-34194	5.2e-08	-	CGGCTCTTTTCTAAATAGGACACCAGGGGGCGACA	UpstreamP1_CTCF	39
chr15	65688128	65688278	id-34195	1.24e-05	+	TCAGTGGCGTAGCAGTGACCCGCGTGGGGGCGCTG	V_CTCF_BR	3
chr15	65688392	65688542	id-34196	6.48e-05	+	GCGCTGTGCTCGCCCGCGTCCGCGACAGCGCCTCG	UpstreamP1_CTCF	3
chr15	65693190	65693340	id-34197	5.72e-09	-	TCGCCAGGGTCCCTGGCGTCCACCAGGGGGCAGGA	V_CTCF_BR	40
chr15	65693763	65693913	id-34198	5.96e-07	+	TGGTGAATATCTGGATTGTCCAGCAGGTGGAGGCA	V_CTCF_BR	39
chr15	65701828	65701978	id-34199	3.91e-06	+	TCTGGACCTACCCAGGAAGCCACAAGAGGGACCAA	Upstream_CTCF	20
chr15	65707610	65707760	id-34200	1	+	NA	NONE	19
chr15	65715346	65715496	id-34201	1.99e-07	+	GCCATCTTGGGCGAGCGGCCCGGGAGGGGGCGCCC	V_CTCF_BR	3
chr15	65728165	65728315	id-34202	2.81e-05	-	CAACCCCACCCATCCAAGCCTGCCAGAGGGCGCAC	V_CTCF_BR	36
chr15	65781582	65781732	id-34203	2.55e-06	+	CCAGCATTACCAAGACCAGCCTCTAGGAGAAAAAC	Upstream_CTCF	40
chr15	65810015	65810165	id-34204	7.46e-06	-	CTGTGGTGTTGGACCCCACCCAGCAGACAGCGGCG	UpstreamP1_CTCF	40
chr15	65824487	65824637	id-34205	3.81e-05	-	TCTATTAAACCACCGTGGAGCAGTAGAGGGAGACA	V_CTCF_BR	12
chr15	65850829	65850979	id-34206	3.11e-05	-	TCCCTCAAAGCCAACTCCTCCAGTTGGGGTCAGTG	V_CTCF_BR	7
chr15	65882555	65882705	id-34207	9.81e-06	+	ATTATGGCCATACTGTACAACTGCAGGGGGCACCA	V_CTCF_BR	1
chr15	65888410	65888560	id-34208	1.31e-05	+	GTAGTCAGGGATGTTCAGGTCACCAGGGGGCATCA	V_CTCF_BR	38
chr15	65903560	65903710	id-34209	5.51e-07	+	TCTGGCTCATCCCGGAGGGACGCTAGGGGGCGCGG	V_CTCF_BR	40
chr15	65913301	65913451	id-34210	5.34e-06	+	GTGGGCCCTTCTGTGGGCTTCAGCAGAGGGAGCTC	V_CTCF_BR	5
chr15	65931042	65931192	id-34211	6.46e-07	+	TGAAGTAGTGTCACCACAACCACTAGATGGCAGAA	V_CTCF_BR	39
chr15	65934077	65934227	id-34212	5.12e-07	-	CTGTTGGTCATGGAGATGCCCAGCTGGGGGCCCTC	UpstreamP1_CTCF	7
chr15	65958651	65958801	id-34213	3.71e-05	+	ATGGCTACTCAATGATTAACAAGCAGGTGGCATAC	Upstream_CTCF	6
chr15	66110808	66110958	id-34214	2.04e-05	-	AACACTGTCCAGGTGTACAACACCAGGAGGCACCA	V_CTCF_BR	6
chr15	66116586	66116736	id-34215	7.44e-05	-	CAAGTCAATCCGAAAGGAACCACAAGGGGCAGAAT	Upstream_CTCF	40
chr15	66121634	66121784	id-34216	3.84e-06	-	CGGTATTTTCATGTTGTGCCCACTAGGTGTCTCGT	UpstreamP1_CTCF	40
chr15	66125050	66125200	id-34217	1.56e-05	+	TCTGCTTTCCTTAGAATGGCCTCCCAGGGGAGCTC	Upstream_CTCF	31
chr15	66129175	66129325	id-34218	6.82e-05	-	TTAAGCTGGCATGCCTCAGTCAACAGGGGGCATTG	V_CTCF_BR	33
chr15	66149295	66149445	id-34219	2.74e-08	-	ATGTGCTGCAACTCTCCCACCACCAGGGGGAGCTA	UpstreamP1_CTCF	40
chr15	66155064	66155214	id-34220	3.97e-05	+	GAGCCAAGGCCAGTTCACTCCTCTAGGAGGCAGTA	UpstreamP1_CTCF	40
chr15	66161780	66161930	id-34221	6.82e-05	-	TGTGGGACCAGGGGGCGTCGCTGCAGGGGTAACCC	V_CTCF_BR	40
chr15	66162217	66162367	id-34222	4.21e-05	-	TGGGAAGGGTGTACGCCGAGGGGGAGGGGGCGCTA	V_CTCF_BR	23
chr15	66209030	66209180	id-34223	5.67e-06	+	CCTGCTGGTCTGGACAATGCCCACAGTGGCCAGTA	Upstream_CTCF	40
chr15	66220027	66220177	id-34224	1	+	NA	NONE	35
chr15	66222462	66222612	id-34225	1	+	NA	NONE	0
chr15	66238088	66238238	id-34226	1.64e-05	+	GCCACAGTTAAGGTTTCATCCTGTTGGGGGCAGTG	V_CTCF_BR	15
chr15	66246898	66247048	id-34227	2.23e-06	+	CTGTATTAGCCCTGAGCCCCAGGCAGGGGGCATTC	UpstreamP1_CTCF	9
chr15	66254684	66254834	id-34228	1.03e-06	-	CAGCATCCCTGGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	19
chr15	66273314	66273464	id-34229	2.65e-10	+	ACTGCAGTCCTGCTCCCTGCCAGGAGGGGGAAGCA	Upstream_CTCF	40
chr15	66274731	66274881	id-34230	6.04e-07	-	TTGCAGGCTGCGACAGCGACCACTGGGGGCCCCAC	UpstreamP1_CTCF	27
chr15	66289281	66289431	id-34231	1	+	NA	NONE	1
chr15	66300139	66300289	id-34232	2.4e-05	+	CACTTATTTAGGCACTGTGCTGCTAGGGGGCAGTG	V_CTCF_BR	24
chr15	66308599	66308749	id-34233	2.02e-06	+	CTGCAATATTTGTACACTGCCATCAGAGAGCAGCA	UpstreamP1_CTCF	7
chr15	66311775	66311925	id-34234	1.64e-05	-	GGAGAGGCTTGTGCTGCCCCCAGGGGAGGGAGGGC	V_CTCF_BR	1
chr15	66339210	66339360	id-34235	8.79e-07	-	CTGAAAGAGCAGTGTGTCACCTGCAGGGGGAACCT	UpstreamP1_CTCF	23
chr15	66358926	66359076	id-34236	2.97e-06	-	AGCCCCCCTAGGGGTGTGGCAAGGAGATGGCAGGG	V_CTCF_BR	2
chr15	66370924	66371074	id-34237	1.04e-06	-	CCTGCACTTCCAGGGGCAGCCTGCAGGCAGGGTCT	Upstream_CTCF	5
chr15	66373524	66373674	id-34238	1.13e-05	+	CAGGAAGGGGAGACATCCTCCATCAGGGGGCAGCA	UpstreamP1_CTCF	27
chr15	66377612	66377762	id-34239	1.46e-07	-	TGTGCTGGTTGGCCTCTTGCCAGGAGGTGGCGCTT	Upstream_CTCF	23
chr15	66388511	66388661	id-34240	1	+	NA	NONE	1
chr15	66423082	66423232	id-34241	3.36e-05	+	GTGAAGAAAGAAGCCATCACCACATGGGGGCAACT	UpstreamP1_CTCF	15
chr15	66444384	66444534	id-34242	5.3e-05	-	TGGCAGTGCCCATGAGGGGCTGAGAGCTGGAAGAG	UpstreamP1_CTCF	8
chr15	66460203	66460353	id-34243	3.73e-06	-	GCTGCAGAATGCTGCCTGCCCAGCAGGGGTTCAGG	Upstream_CTCF	7
chr15	66462072	66462222	id-34244	8.03e-07	+	GCTGCTGGGTTCCTTCCTACCCGCAGGCGGAGCAG	Upstream_CTCF	1
chr15	66480967	66481117	id-34245	4.68e-07	-	CTCACTGGGTAGACAAGGGCCAGTAGGTGGAGGGG	V_CTCF_BR	10
chr15	66483955	66484105	id-34246	4.73e-07	-	AGTGTCATTCCCATGCCCTCCTCAAGGGGGCATCT	Upstream_CTCF	40
chr15	66513107	66513257	id-34247	1	+	NA	NONE	15
chr15	66526517	66526667	id-34248	2.5e-05	+	AACTACTGCAGCCATGTCACCACCATGAGGCGCTA	UpstreamP1_CTCF	32
chr15	66530781	66530931	id-34249	2.81e-05	+	AGTCTAGAGCCCAGGAGCACCGCCTGGAGGCAGTA	V_CTCF_BR	3
chr15	66544807	66544957	id-34250	1.59e-06	+	CGATCCCGAGACGCGGCTGCCGCTGGATGGAGCCC	V_CTCF_BR	39
chr15	66579916	66580066	id-34251	1	+	NA	NONE	40
chr15	66616093	66616243	id-34252	1	+	NA	NONE	2
chr15	66678970	66679120	id-34253	3.88e-06	+	TCCACCTGCTTGCCTCGGGGCGACAGAGGGCGCCA	V_CTCF_BR	40
chr15	66680197	66680347	id-34254	4.23e-06	+	TTGCAGGCCAACTGCCTGGCCAGCGGGGGCGTGCT	UpstreamP1_CTCF	39
chr15	66687388	66687538	id-34255	8.9e-05	-	TATCTGTGGTTTCAGGCATCCACTAGGGGTCTTGG	UpstreamP1_CTCF	12
chr15	66693974	66694124	id-34256	2.01e-05	+	AAGCACTGTTGGAGCTTGGCCTGAGGAGGGAGTGT	UpstreamP1_CTCF	24
chr15	66696944	66697094	id-34257	1	+	NA	NONE	12
chr15	66762666	66762816	id-34258	1	+	NA	NONE	3
chr15	66773686	66773836	id-34259	1	+	NA	NONE	16
chr15	66790132	66790282	id-34260	2.19e-08	-	GGCCAGGCTACGGCGGGCGCCGGAAGGGGGCGCAC	V_CTCF_BR	39
chr15	66791282	66791432	id-34261	1.71e-06	-	TGTAAAGATTTAACTTTAACCACAAGAGGGCACAA	V_CTCF_BR	39
chr15	66808371	66808521	id-34262	1	+	NA	NONE	4
chr15	66859479	66859629	id-34263	7.55e-07	-	TACTCACATTATTAAGCGTCCACTAGGTGGCAGCA	V_CTCF_BR	40
chr15	66880975	66881125	id-34264	1.73e-06	+	AGGTAGTTTTGTCCAGGGTCCGCTTGGGGGCGCAG	UpstreamP1_CTCF	30
chr15	66886873	66887023	id-34265	1.24e-05	-	CCTTTTCCAGCCTGCTTCACAGCTAGGTGGCACCA	V_CTCF_BR	24
chr15	66896035	66896185	id-34266	5.21e-08	+	GGGACATGTGGACAAGCCGCCCCCAGGGGGCGCTC	V_CTCF_BR	40
chr15	66910209	66910359	id-34267	1	+	NA	NONE	3
chr15	66911585	66911735	id-34268	5.8e-11	+	CTGTAGTGATGGGGCTCGGCCACCAGATGGCCCCA	UpstreamP1_CTCF	40
chr15	66924414	66924564	id-34269	2.78e-06	-	CTGGGCAGGAAGCCAGGGGGCAGCTGAGGGAGGCC	V_CTCF_BR	5
chr15	66938658	66938808	id-34270	5.48e-05	-	TCGGGACTCTCCCAGATGCCCTCCAGAGTCAGCAA	Upstream_CTCF	3
chr15	66978103	66978253	id-34271	8.71e-06	+	TCTTTCAATATCCTTCTCTCCACTAGAGGTCAGCG	V_CTCF_BR	40
chr15	66990808	66990958	id-34272	1.04e-05	-	TGCCTGGCATGCGCTGTGGCCACTAGAGGGTGTGT	V_CTCF_BR	40
chr15	66998587	66998737	id-34273	6.8e-06	+	CTTGATTCCCCTCCTTCTCCCAGAAGGAGGCGCTG	Upstream_CTCF	39
chr15	66999833	66999983	id-34274	7.27e-06	-	CATTATCACCCCTTCCTCACCTCCAGGAGGAGCTA	V_CTCF_BR	32
chr15	67037063	67037213	id-34275	1.69e-05	-	ACCCAGTTCTTCCTAGCACCCACTAGAGGGACTGG	UpstreamP1_CTCF	32
chr15	67066786	67066936	id-34276	7.8e-08	-	GGTGGCACCCACATTCCTGCCACCAGAGGGTGGTG	V_CTCF_BR	40
chr15	67073860	67074010	id-34277	3.8e-08	-	GCATCGGCCCCTCTCGAGGCCGGCAGGTGGCGGTG	V_CTCF_BR	0
chr15	67081503	67081653	id-34278	1.92e-06	+	GTGTTCCTACCCCCACACCCCTGCTGGTGGCAGCA	UpstreamP1_CTCF	40
chr15	67094193	67094343	id-34279	3.81e-05	+	CTGTCTCCACTCACAAGAGGCAGCAGAGGGTTGAG	V_CTCF_BR	31
chr15	67107662	67107812	id-34280	2.1e-05	-	CTGTTGCTCCACATCCTGGCTAGCATGTGGTATTT	UpstreamP1_CTCF	15
chr15	67131134	67131284	id-34281	1.56e-06	+	TTTCTGTTTCCATGCTTTGCCACTAGGGGCTGGTT	UpstreamP1_CTCF	40
chr15	67143213	67143363	id-34282	8.21e-06	+	GCTTTTTGGCAATTTTCTGCTAGGAGAGGGCGCCA	V_CTCF_BR	22
chr15	67143630	67143780	id-34283	1.82e-07	-	CAGCCTGTTCTCCACACGGCCGCCAGAGGGAGCCT	V_CTCF_BR	40
chr15	67145819	67145969	id-34284	2.94e-06	-	GATTTAATGCCATTGCAAGGCTGTAGGGGGCGCTG	Upstream_CTCF	40
chr15	67155279	67155429	id-34285	4.55e-09	-	GATGCATGGCCAATATTGACCACGAGAGGGCGCCT	Upstream_CTCF	40
chr15	67189011	67189161	id-34286	1	+	NA	NONE	0
chr15	67192387	67192537	id-34287	1	+	NA	NONE	9
chr15	67196135	67196285	id-34288	1.63e-09	-	CCTGTGGTTCCAATAGCAGCCACCAGGTGGCAAGT	Upstream_CTCF	40
chr15	67198417	67198567	id-34289	2.77e-07	+	CTGCCATTACTTTATGCCACCTGCAGGGGACAGCC	UpstreamP1_CTCF	36
chr15	67201243	67201393	id-34290	3.63e-06	+	ATGACTGTCACAGCCTCCATCACCAGGGGGCTCTG	V_CTCF_BR	13
chr15	67215835	67215985	id-34291	2.93e-08	-	CTGTATGTGCCAACGTCTCCCACTAGAGGGCGGGA	UpstreamP1_CTCF	40
chr15	67236128	67236278	id-34292	1	+	NA	NONE	12
chr15	67239151	67239301	id-34293	1.41e-06	+	CTGCATTGTGCCTGAATAACCACACGAGGGCGCCC	UpstreamP1_CTCF	40
chr15	67258732	67258882	id-34294	8.13e-06	-	TCTTGAGGAAAAATAATGTCCAGTAGAGGGCATCC	Upstream_CTCF	38
chr15	67268812	67268962	id-34295	1.21e-06	+	GAGCAGTAACAAACATGGACCAGAAGAGTGTGCAG	UpstreamP1_CTCF	13
chr15	67322077	67322227	id-34296	1.56e-05	+	GCTGCACTGAGCCCTGCAGACTGGCGGTGGCAGAC	Upstream_CTCF	0
chr15	67325996	67326146	id-34297	9.84e-05	+	GCGCAAGCGTGCCCGGGACGCTGCTGGAGGCGCCG	V_CTCF_BR	11
chr15	67350408	67350558	id-34298	3.6e-07	-	GCAGCATTATTCATAGTAGCCACAAGGCGGGAGCA	Upstream_CTCF	8
chr15	67354925	67355075	id-34299	3.81e-05	-	CTGCTTTTGCAGAGGTTGTCCTTGGGAGGGAAACA	UpstreamP1_CTCF	5
chr15	67357424	67357574	id-34300	1.93e-05	-	CCCTGGAGAGGACCCGAGCCCGAGAGGGGGCGCGC	V_CTCF_BR	30
chr15	67358080	67358230	id-34301	8.97e-05	-	GCAGCAGAAGTTTGGGTTTCCGCACGGGGTAGCTG	Upstream_CTCF	21
chr15	67358381	67358531	id-34302	7.44e-05	+	GCGTCCCGTCGAGCCCAGCCCCGCCGGGGGCGCTC	Upstream_CTCF	6
chr15	67372949	67373099	id-34303	1	+	NA	NONE	14
chr15	67373571	67373721	id-34304	1.41e-05	-	AAGCCGCTTCCAGCCTTACCCACAAGATGGCCTAG	UpstreamP1_CTCF	37
chr15	67375843	67375993	id-34305	5.7e-05	-	ACTGCAATTCTGACTCAGCCCAGCTGGGCAGAATG	Upstream_CTCF	15
chr15	67397713	67397863	id-34306	1	+	NA	NONE	28
chr15	67428020	67428170	id-34307	1.21e-06	+	AAGCATTGCCCTGCCTTGGCCTGTTGGTGGTGGGG	UpstreamP1_CTCF	24
chr15	67457220	67457370	id-34308	2e-06	-	TGTGCAGGTCTGGCCATCGCCACAGGCGGCAGTAG	Upstream_CTCF	17
chr15	67472896	67473046	id-34309	4.65e-05	-	GAGTGGGTTCCCAACAGCGCCCCATGTTGGCGCAG	V_CTCF_BR	27
chr15	67473843	67473993	id-34310	1.15e-06	-	AGTGAGTCTTCCCCCATGCCCAGCAGGAGGCAGAG	Upstream_CTCF	24
chr15	67488862	67489012	id-34311	1	+	NA	NONE	3
chr15	67532706	67532856	id-34312	1.28e-06	+	TCATTCACACTGTTGGCAGCCACCTGGTGGAGCTG	V_CTCF_BR	33
chr15	67572720	67572870	id-34313	1	+	NA	NONE	3
chr15	67596231	67596381	id-34314	1	+	NA	NONE	40
chr15	67676343	67676493	id-34315	5.9e-06	+	GTGTGTTTGGGCTCACTAACCACAAGGAGGCATTG	UpstreamP1_CTCF	32
chr15	67678438	67678588	id-34316	1.17e-05	+	GGATGGAAACCACTGAAGTGCAGCAGAGGGCAGAC	V_CTCF_BR	23
chr15	67689608	67689758	id-34317	1	+	NA	NONE	21
chr15	67713553	67713703	id-34318	1.18e-05	+	CACCTACTCCATGTTTTTCCCACCAGGGGGTGTGA	UpstreamP1_CTCF	14
chr15	67714713	67714863	id-34319	3.63e-06	-	TTGGCAAGGAGTACACAGGACTGCAGGTGGCACTG	V_CTCF_BR	21
chr15	67725960	67726110	id-34320	2.73e-07	-	AATGTAGTACCTGCTGGAGACAGCAGGGTGCAGTG	Upstream_CTCF	40
chr15	67736632	67736782	id-34321	6.49e-06	+	GTGCCATATTGCCATTAAGCCAGAAGGTGGATTCA	UpstreamP1_CTCF	9
chr15	67749388	67749538	id-34322	1.9e-09	+	TGGGCTATCCCAACAGCTGCCACCAGGTGGCAACA	Upstream_CTCF	40
chr15	67793645	67793795	id-34323	1	+	NA	NONE	39
chr15	67813445	67813595	id-34324	1	+	NA	NONE	4
chr15	67813722	67813872	id-34325	1	+	NA	NONE	20
chr15	67814180	67814330	id-34326	1	+	NA	NONE	11
chr15	67864374	67864524	id-34327	3.18e-06	+	TTGGGGACCAAAAAGGCTTCCTGAAGAGGGCAGTG	V_CTCF_BR	13
chr15	67906202	67906352	id-34328	5.52e-05	-	TTGCATTAACTTTTTCAGGCCACTGGGGTACAATT	UpstreamP1_CTCF	20
chr15	67933920	67934070	id-34329	1	+	NA	NONE	6
chr15	68023918	68024068	id-34330	1	+	NA	NONE	2
chr15	68075707	68075857	id-34331	2.66e-05	+	TGCTTGTGCTGTTTTCTCACCGCCAGATGGTGAAC	V_CTCF_BR	4
chr15	68091958	68092108	id-34332	1	+	NA	NONE	2
chr15	68095615	68095765	id-34333	1	+	NA	NONE	4
chr15	68124422	68124572	id-34334	2.38e-07	-	GGAGAGTTGAGAAGGATGACCAGTAGGTGGAGGCC	V_CTCF_BR	39
chr15	68126264	68126414	id-34335	3.65e-07	-	GGGCCCTGGACAGGGACGCCCGGGAGGGGGCGGGC	V_CTCF_BR	39
chr15	68128829	68128979	id-34336	8.34e-07	-	CTGTAATGCTTAAAATCTGTCGCAAGGTGGCAACA	UpstreamP1_CTCF	40
chr15	68131222	68131372	id-34337	8.21e-06	-	GCCCCGGAGCCACCCAGGGACAGCGGCGGGTACTC	V_CTCF_BR	12
chr15	68133491	68133641	id-34338	2.81e-05	-	TTCACAGCACACGTCTCGGCATCCAGAGGGCTCTT	V_CTCF_BR	29
chr15	68155850	68156000	id-34339	2.01e-10	+	CTGTAACTTTCGCACGCCGCCACCAGAGGGCGGCG	UpstreamP1_CTCF	40
chr15	68166253	68166403	id-34340	1.03e-05	+	ATGCCATGCTGTGCTCTCCCCAGCAGGGTCTGGAG	UpstreamP1_CTCF	14
chr15	68176948	68177098	id-34341	1	+	NA	NONE	1
chr15	68198851	68199001	id-34342	3.88e-06	+	GGGCCCACCTCTATGGAAACCACTAGGGGGAACTT	V_CTCF_BR	37
chr15	68227647	68227797	id-34343	3.28e-05	+	GGTGGCACCAGCTTCACTGACAGTAGGAGGTGCTA	V_CTCF_BR	13
chr15	68229683	68229833	id-34344	5.97e-08	+	GCAGAGGTGTCCCCTGTTGGCAGCAGGGGGCGGAG	Upstream_CTCF	8
chr15	68232362	68232512	id-34345	1.13e-05	-	GACCACTTTCACAATTTCGCCACAAGCAGGTGCTA	UpstreamP1_CTCF	5
chr15	68338345	68338495	id-34346	7.49e-05	+	CAGGCTGCTAGTACTGCTGACTGGAGTGGGAACTT	V_CTCF_BR	1
chr15	68343699	68343849	id-34347	9.84e-06	-	GGGATGTTGCTAAAGTTACCCACTAGGTGGAATAA	UpstreamP1_CTCF	29
chr15	68346857	68347007	id-34348	6.15e-05	+	CGTGTTATTGTTGTGGGCGCCTCTGGCGGGGGTGG	Upstream_CTCF	16
chr15	68447415	68447565	id-34349	6.05e-06	-	GACTCACGTTCCCACTCTCCCTCCAGGTGGTGCTA	V_CTCF_BR	39
chr15	68479510	68479660	id-34350	1	+	NA	NONE	13
chr15	68487436	68487586	id-34351	1.64e-06	+	CTTGTATTCTCCACAATGGCCTCTTGGGGTCAACC	Upstream_CTCF	39
chr15	68492346	68492496	id-34352	1.11e-05	-	CCTGCTCTCCCCTGTGGGCCCTGGAGGGGCACTGT	Upstream_CTCF	4
chr15	68503244	68503394	id-34353	1.73e-11	-	CCCTCAGTGCCCGCTGTGGCCAGCAGAGGGCAGCG	V_CTCF_BR	40
chr15	68522454	68522604	id-34354	7.49e-05	-	TCACCATACCTCTCACACGACTCTAGATGTCACCA	V_CTCF_BR	14
chr15	68545369	68545519	id-34355	3.47e-09	+	CTGTAGTTTCCCTCTTTCGCCACTACATGGCAGGC	UpstreamP1_CTCF	40
chr15	68549621	68549771	id-34356	5.92e-05	-	ATTCGTATGTTACGGCTTGTCCCCAGAGGGTGCTC	V_CTCF_BR	14
chr15	68570619	68570769	id-34357	1.03e-05	-	CCGCTGCAGCTGCCGTGCGCCCCCGGAGGCCGCGT	UpstreamP1_CTCF	39
chr15	68585404	68585554	id-34358	3.36e-05	-	GTGCATTTTCTCTTTCAGGCCACTGAGAGTTGCTA	UpstreamP1_CTCF	1
chr15	68597217	68597367	id-34359	2.43e-06	-	GTTGCTATGCTAAGAACAAACTGCAGAGGGGAGGC	Upstream_CTCF	15
chr15	68598645	68598795	id-34360	4.11e-08	-	GCTGCAATGTTCCCAGCATCCAAGAGAGGGAGGTG	Upstream_CTCF	40
chr15	68599102	68599252	id-34361	2.11e-08	+	TGGCATTTCTGGGGTGTGGCCAGTGGAGGGCAGCA	UpstreamP1_CTCF	40
chr15	68608934	68609084	id-34362	2.55e-06	-	AGAGGAGCTGTGGCAGGAGCCAGTAGGCGGCAGCA	Upstream_CTCF	40
chr15	68627180	68627330	id-34363	1.43e-05	-	CCTGCCATTCCTCCTCCTGTCTCTTGGGTGCAGGC	Upstream_CTCF	15
chr15	68628438	68628588	id-34364	2.67e-06	+	CCTTCACCTGCTCATGAGCACAGCAGAGGGCAATG	Upstream_CTCF	4
chr15	68653475	68653625	id-34365	2.01e-05	+	AAGGCTACTGCATTGCACAACATCAGGGGGCGCCA	Upstream_CTCF	7
chr15	68658763	68658913	id-34366	5.96e-07	-	ACGGAGGGCAGAATTCTAGCCAGAAGGGGGCGAGG	V_CTCF_BR	23
chr15	68664965	68665115	id-34367	2.11e-08	-	CTGCAGGGAGCCAAGGAGCCCAGCAGAGGGCTTCC	UpstreamP1_CTCF	40
chr15	68675885	68676035	id-34368	4.66e-08	-	TGTGCAATGATCATAACTGACACTAGGGGGTGCAA	Upstream_CTCF	40
chr15	68682000	68682150	id-34369	4.01e-05	-	TCTCCTCCTCTCCATGAGGGCGCCAGGGAGCAGAA	Upstream_CTCF	20
chr15	68723298	68723448	id-34370	1.38e-06	-	CCAGCGCCTCGGTTACTGGCCGGGTGTGGGCGCTC	V_CTCF_BR	13
chr15	68741854	68742004	id-34371	5.98e-05	+	CTGCAGCCCTGTGGGGAGACAGCAGGCAGGCAGCT	UpstreamP1_CTCF	2
chr15	68777536	68777686	id-34372	1.04e-05	-	AGCGCCAAACGCAAGGTTGGCAGGAGGGGTCGGAG	V_CTCF_BR	2
chr15	68797143	68797293	id-34373	4.88e-05	+	CCTCCAGTCTCACCTTCTGTCGGCAGGAGGCTTCA	Upstream_CTCF	3
chr15	68809839	68809989	id-34374	9.4e-06	-	ACACAGCACTCCAGCCGGGCCACCAGGCGGCAAGG	UpstreamP1_CTCF	18
chr15	68816419	68816569	id-34375	3.18e-06	+	ATGAGAGGACCGCTTGAGCCCAGGAGGTGGCAGTG	V_CTCF_BR	7
chr15	68831496	68831646	id-34376	6.98e-07	-	GGCACAGTGGTAAGCGTTGTCAGTAGAGGGCGCTA	V_CTCF_BR	40
chr15	68836840	68836990	id-34377	1.04e-05	+	TCCTGATGCAGTCAACTTACCACCAGGAGGCAGGT	V_CTCF_BR	16
chr15	68838823	68838973	id-34378	8.46e-07	+	CCTGAGGTGTCTAGATGGGCCACCAGGAGCTGCTG	Upstream_CTCF	4
chr15	68842947	68843097	id-34379	9.11e-08	+	GGCGTCCTACCCAGAATGTCCAGCAGGTGGTGCTG	Upstream_CTCF	40
chr15	68845187	68845337	id-34380	2.19e-05	-	CTTCACCACCTAAAGACTGACAGCAGGAAGCGCAG	UpstreamP1_CTCF	7
chr15	68846461	68846611	id-34381	1.99e-07	+	ATAACAGATTTTGGCTTTGCCAGTAGGTGGCGCTA	V_CTCF_BR	40
chr15	68852044	68852194	id-34382	3.51e-13	+	GTGCAGCTCCACGGCGTGCCCACCAGGGGGCGCGG	UpstreamP1_CTCF	40
chr15	68852458	68852608	id-34383	1	+	NA	NONE	14
chr15	68870874	68871024	id-34384	1.99e-07	+	CACGGGCCGACTTTGCGAGCCTCCAGGGGGCGAAC	V_CTCF_BR	36
chr15	68905766	68905916	id-34385	4.65e-05	-	TCAGGGAGAACCTTGCCAGCCACCAGGGGACTGAA	V_CTCF_BR	3
chr15	68916604	68916754	id-34386	1	+	NA	NONE	16
chr15	68923235	68923385	id-34387	6.82e-05	-	GTGAGACCTAGGAGGAAGTCCACTAGGGGGCTTCT	V_CTCF_BR	31
chr15	68924133	68924283	id-34388	5.01e-06	+	GACAGCCCCTCCTGAGCTGCCAGGAGGAGGTGCTC	V_CTCF_BR	15
chr15	68927651	68927801	id-34389	1	+	NA	NONE	10
chr15	68934999	68935149	id-34390	1	+	NA	NONE	1
chr15	68937018	68937168	id-34391	3.18e-06	-	TTCAGCATGGGAGATGCGGACAGCAGAGGCCAGTG	V_CTCF_BR	24
chr15	68943532	68943682	id-34392	1.09e-07	-	CCTGCAGGCCCAGCCCTGACCACAGGGGGCGGTAG	Upstream_CTCF	40
chr15	68951422	68951572	id-34393	6.8e-06	+	TTCCAGTTACTCAGTTCCTCCAGTAGGAGGGAATT	UpstreamP1_CTCF	30
chr15	68965404	68965554	id-34394	3.47e-07	-	TTTCAGTTACTGCTGAAGGGCAGAAGAGGGCAGAC	UpstreamP1_CTCF	37
chr15	68966445	68966595	id-34395	1.77e-09	-	CTGTGCTACCAGCATTCCACCAGCAGAGGGCGGTG	UpstreamP1_CTCF	40
chr15	68993156	68993306	id-34396	5.92e-05	+	GAGGGAGAAGAGGCAGGCGCCTCTTGCTGGTGGGC	V_CTCF_BR	2
chr15	69022869	69023019	id-34397	1.03e-06	+	TGTAGAAACTTGAATCCAGCCAGCAGGTGGCAGAT	V_CTCF_BR	40
chr15	69071329	69071479	id-34398	6.9e-05	+	CACGTCACTTCTAAAGCAACCAGAAGAGGGACACG	Upstream_CTCF	23
chr15	69076139	69076289	id-34399	2.33e-07	+	GTGGGGCTGTAGGCTGCAACCACCAGGGGGCCCCA	UpstreamP1_CTCF	39
chr15	69083758	69083908	id-34400	2.4e-05	+	ACCAGCCAGGTGGGCACCACCCCTAGAGGTCTCTG	V_CTCF_BR	6
chr15	69087374	69087524	id-34401	1	+	NA	NONE	17
chr15	69099259	69099409	id-34402	4.01e-05	-	CTTTATATGTCCATACCCCCTGCCAGAGGGCAGCA	V_CTCF_BR	3
chr15	69110793	69110943	id-34403	6.05e-06	+	CCGCGCCCCACCCCGCCTCCAGGCAGGGGGCAGGC	V_CTCF_BR	8
chr15	69121471	69121621	id-34404	3.16e-06	-	ATGCAGTGGCACTTTCAAGCCTTTAAGTGGCAGCA	UpstreamP1_CTCF	40
chr15	69167136	69167286	id-34405	3.22e-05	-	CTGAGGCTCCATTTCTTCATCTGTAGGAGGCAGTG	UpstreamP1_CTCF	8
chr15	69168283	69168433	id-34406	8.43e-09	-	TGACAAGGAAGGCCATTGGCCGCCAGGGGGCGCGC	V_CTCF_BR	39
chr15	69217329	69217479	id-34407	1.93e-05	-	TGTCAGAGAAGGACTTCAGCCACCCGGGGGCAGTA	V_CTCF_BR	40
chr15	69247378	69247528	id-34408	7.84e-05	-	CAAAAAATGTTCAAGTAATCCACTGGAGGGCAGGA	V_CTCF_BR	7
chr15	69302783	69302933	id-34409	2.15e-05	+	ATGGCCCAACTGCAAAGAGCCGCCTGGTGGATGCC	V_CTCF_BR	4
chr15	69323933	69324083	id-34410	2.15e-05	-	GGTCCAGCTTCTCGTCAGGCAGCGAGATGGCGCTC	V_CTCF_BR	39
chr15	69328124	69328274	id-34411	3.11e-05	+	GGTACACGGTTCGGCCTCCCCGACAGGTGTCGCTC	V_CTCF_BR	32
chr15	69338155	69338305	id-34412	1.97e-06	+	CGCCAGGAGTTCATGCCCCACACCAGGGGGAGCAG	V_CTCF_BR	33
chr15	69348799	69348949	id-34413	1	+	NA	NONE	4
chr15	69351511	69351661	id-34414	1.82e-07	+	CCAGACAGATTCCAGTTGCCCACGAGAGGGCGCTG	V_CTCF_BR	39
chr15	69354067	69354217	id-34415	5.7e-05	-	CCTGTCTTTCTTTGTTTCTCCAGCAGGCTACACTC	Upstream_CTCF	21
chr15	69357117	69357267	id-34416	1.67e-07	-	AGATGAGGGGCTGCAGAGACCTCCAGGGGGCAGTG	V_CTCF_BR	16
chr15	69366502	69366652	id-34417	3.42e-05	+	GGCGCTCTGCGCTGCGCGCCCAGTGGGGACAGCAC	Upstream_CTCF	28
chr15	69374223	69374373	id-34418	5.92e-05	+	GCTTTCTCTCTCAGATTCTCCAGAGGGGGGAGACT	Upstream_CTCF	12
chr15	69425975	69426125	id-34419	4.68e-05	-	CTGGCCTTTTGGCCAGGCCCCACAGGGTGCCACTC	UpstreamP1_CTCF	10
chr15	69433878	69434028	id-34420	1.74e-08	+	CCAAGTCTAAGGTGAGTGGCCACCAGAGGGAGGAC	V_CTCF_BR	23
chr15	69454021	69454171	id-34421	2.6e-05	-	CTCCAGCGAGACCAGCGCGCCCCCACAGGGATCCC	UpstreamP1_CTCF	36
chr15	69506258	69506408	id-34422	1	+	NA	NONE	25
chr15	69518217	69518367	id-34423	1	+	NA	NONE	37
chr15	69548326	69548476	id-34424	3.73e-06	-	ATTGCTATTGAAGCCCCCAACAACAGGGGGTGCTT	Upstream_CTCF	3
chr15	69557817	69557967	id-34425	7.15e-05	-	TTTTCCTAAGACCTTAACACCAGCAGAGGGTGTTA	V_CTCF_BR	40
chr15	69595789	69595939	id-34426	8.16e-07	-	GGGGAATTTTAAAAGGCTGCCTGAAGAGGGCACTA	V_CTCF_BR	38
chr15	69636684	69636834	id-34427	2.19e-05	-	TTGAGGTTATTTTTAATCAACACCAGGGGGCTTGC	UpstreamP1_CTCF	7
chr15	69650758	69650908	id-34428	1.92e-06	-	GGGCTGCTCACTCTCCACTCCACCAGAGGCTGCCC	UpstreamP1_CTCF	5
chr15	69654517	69654667	id-34429	9.26e-05	-	GTGTGATGTTGGTCTTCTGCCTCTAGCTAGTGCCA	UpstreamP1_CTCF	8
chr15	69667846	69667996	id-34430	1.11e-05	-	ACTGTCCTTCATTGCTCCGCCTGGGGAGGGCTCTG	Upstream_CTCF	5
chr15	69672818	69672968	id-34431	3.65e-07	+	GAGGCACTTGGTCAGGCAGCCTGTAGATGGAGCCA	V_CTCF_BR	38
chr15	69687051	69687201	id-34432	3.41e-08	-	GTTGCAGTTCCGCATTAGGCCACGCGATGTCGCCA	Upstream_CTCF	40
chr15	69702739	69702889	id-34433	5.08e-05	-	CTGGCTTATCCCCACAGCCTCACTAGATGGCATCG	Upstream_CTCF	38
chr15	69755137	69755287	id-34434	5.13e-05	+	GTTTCGCTGAGGCCTGTTAACCGCTGGGGGCGCCT	V_CTCF_BR	40
chr15	69758384	69758534	id-34435	2.33e-07	-	TAGCCCTTCCCAGGATTGGCCACTATGGGGCAACA	UpstreamP1_CTCF	40
chr15	69767412	69767562	id-34436	1	+	NA	NONE	37
chr15	69768214	69768364	id-34437	2.24e-10	+	CTTGCAGTTCTCCTTTGGGGCAGGAGGGGGCGGCA	Upstream_CTCF	40
chr15	69770679	69770829	id-34438	7.8e-08	+	CAGAAGAGCGTGGGAGTGAGCAGCAGGGGGCGCTA	V_CTCF_BR	40
chr15	69776973	69777123	id-34439	9.71e-06	+	ACTGTAGCAGAGTTCACCATCAGCAGGAGGTGCTG	Upstream_CTCF	3
chr15	69794931	69795081	id-34440	3.42e-08	-	ACCTTTCCCGGTAGAGGGACCTGCAGGGGGCAGCA	V_CTCF_BR	38
chr15	69815844	69815994	id-34441	1.26e-07	+	AGGTGATGAGAAAGGCAGGCCTGCAGGGGGCAGCA	V_CTCF_BR	40
chr15	69823836	69823986	id-34442	9.84e-06	+	CTGTAATCCCCAGCTGCAGCCTGCACAGCTCACGG	UpstreamP1_CTCF	1
chr15	69852310	69852460	id-34443	1	+	NA	NONE	20
chr15	69868416	69868566	id-34444	3.06e-08	+	TGTGGCACGGGAGTGCTGAACAGCAGAGGGCACCA	V_CTCF_BR	40
chr15	69869565	69869715	id-34445	1.15e-06	-	GCGGGTGTTCCCTTCCCCACCCCAAGGTGGCTGCC	Upstream_CTCF	5
chr15	69885444	69885594	id-34446	3.05e-07	+	ATTGCTGTTCCAACAGCTGCAGCCAGGGAGAGGTA	Upstream_CTCF	16
chr15	69887349	69887499	id-34447	2.08e-07	+	CAGCAGCCCTGGCCTCTGCCCTCTAGATGCCAGTA	UpstreamP1_CTCF	5
chr15	69896445	69896595	id-34448	1.84e-05	+	TTGACTTACCTGCATCTTCCCAGTAGGTGGACCTC	UpstreamP1_CTCF	20
chr15	70009682	70009832	id-34449	1.92e-05	+	CTTCACTCTGGCTAGGAAAACCCTAGATGGCACCG	UpstreamP1_CTCF	4
chr15	70015843	70015993	id-34450	8.19e-06	+	AAGCCAGTCCTCTAAAGCACCCCTAGGGGGAGGTC	UpstreamP1_CTCF	33
chr15	70021613	70021763	id-34451	5.51e-07	+	CAATCCAAAATTCCTCCAGCCAGTAGGGGGCGATG	V_CTCF_BR	40
chr15	70042240	70042390	id-34452	1	+	NA	NONE	39
chr15	70055135	70055285	id-34453	4.01e-05	+	CGGCTTCATCTCATTTCACACTCAAGGGGGAGCTC	V_CTCF_BR	30
chr15	70058585	70058735	id-34454	4.38e-08	-	GCAGCATTACTCACAGTAGCCAAGAGGTGGAAGCA	Upstream_CTCF	8
chr15	70147191	70147341	id-34455	1	+	NA	NONE	9
chr15	70168378	70168528	id-34456	2.04e-05	+	CATTAGCTGTCAGGAGTAGACTCTAGAGGCCGCTC	V_CTCF_BR	3
chr15	70239273	70239423	id-34457	9.29e-06	+	ATGGCAGATCTCGCTGCCTCCACTAGGGACAGGAT	Upstream_CTCF	11
chr15	70244284	70244434	id-34458	3.09e-05	+	AAGTTGCCTCTAGGAAGGAACACTAGAGGGCTAGA	UpstreamP1_CTCF	22
chr15	70249632	70249782	id-34459	5.68e-06	-	ACATGGTAAGAAAGCCCTTCCAGCAGGGGTCAGGC	V_CTCF_BR	26
chr15	70271697	70271847	id-34460	8.21e-05	+	TGCATGAAGCCACGGTGAGTCAGCAGATGGCGTGT	V_CTCF_BR	21
chr15	70307488	70307638	id-34461	3.45e-05	+	GGTTCAGGAAGAGAGGCTGGAGGCAGGGGGCAGTC	V_CTCF_BR	5
chr15	70347650	70347800	id-34462	1.04e-05	-	GGGGCTAGAGGCAGGGCAGCCAGTCGGGGGCAGTG	V_CTCF_BR	1
chr15	70348166	70348316	id-34463	4.7e-06	+	GCCGGGGAGAGTGTGCCCTCCAGGGGAGGGAAGCA	V_CTCF_BR	7
chr15	70356918	70357068	id-34464	1	+	NA	NONE	14
chr15	70365022	70365172	id-34465	2.02e-06	-	CAGCATCCTTGGCCTGTAGCCACTAGATGTCAATA	UpstreamP1_CTCF	3
chr15	70366859	70367009	id-34466	5.96e-07	-	CCTCTTCCCTCCAGCACCAGCAGCAGGTGGCGCAG	V_CTCF_BR	0
chr15	70370840	70370990	id-34467	5.38e-05	-	TGGGGCAGGCCCAGATCCACAGCAAGGGGTCACTG	V_CTCF_BR	3
chr15	70385493	70385643	id-34468	7.84e-05	+	TAACTAATCCCTCAGGAAGCCACAAGCTGGCTTCC	V_CTCF_BR	10
chr15	70388339	70388489	id-34469	1.11e-05	-	CCTGCCATCCCCCGCGGGGACGGAGGGGGCTCCCG	Upstream_CTCF	13
chr15	70388828	70388978	id-34470	3.28e-05	-	GGCGCGGGGGGCTGCTTGTGTTCCAGGGGGAGCTG	V_CTCF_BR	22
chr15	70390306	70390456	id-34471	3.81e-05	-	TTTTCATGCATAGTTTTAGACACAAGAGGGCATTG	V_CTCF_BR	39
chr15	70392837	70392987	id-34472	4.31e-07	-	GGGCCCCGCGGCTTCTCGGCCGCCTGCTGGCGGGC	V_CTCF_BR	39
chr15	70393179	70393329	id-34473	1	+	NA	NONE	15
chr15	70396696	70396846	id-34474	9.41e-05	-	GGAAACCCTGTGCCATTAGTCAATAGAGGTCAGCA	V_CTCF_BR	3
chr15	70414382	70414532	id-34475	8.81e-07	+	CCGTGAAGGGGTTCCAGGAACTCCAGGTGGCAGCA	V_CTCF_BR	30
chr15	70433827	70433977	id-34476	1	+	NA	NONE	7
chr15	70442314	70442464	id-34477	5.38e-05	-	CTCCCCATGTCCACCACATCCACATGGTGTCAGAC	V_CTCF_BR	6
chr15	70444727	70444877	id-34478	8.64e-05	+	TGTGCACAGCCCTAACTGTCCACTGGGCTCCTCCA	Upstream_CTCF	9
chr15	70446399	70446549	id-34479	9.62e-05	-	GTGTTGTTGGGGGAGGGGGCTGCTGCAGGGAGGTT	UpstreamP1_CTCF	1
chr15	70464972	70465122	id-34480	8.02e-05	-	GTAATAATTCCAAATGCTACCAGCAGGAGTTGGGT	Upstream_CTCF	14
chr15	70473804	70473954	id-34481	1	+	NA	NONE	32
chr15	70475330	70475480	id-34482	1	+	NA	NONE	25
chr15	70488895	70489045	id-34483	1.21e-05	+	CCTCCAGCACCAGCAGCACCCGCTGGGAGGCCCAG	Upstream_CTCF	10
chr15	70503107	70503257	id-34484	2.18e-07	-	CAGCCCAGTACAGGTCTGGGCACCAGGGGGCTCTG	V_CTCF_BR	31
chr15	70506769	70506919	id-34485	4.94e-06	-	CCTGTGCTACCTAAAGAGGCCTCCAGGTGTGCTGA	Upstream_CTCF	26
chr15	70509790	70509940	id-34486	1	+	NA	NONE	2
chr15	70529232	70529382	id-34487	1	+	NA	NONE	7
chr15	70552202	70552352	id-34488	7.07e-08	+	GGGACCTGAGCAGCACCAACCACAAGAGGGCAGAC	V_CTCF_BR	32
chr15	70558036	70558186	id-34489	7.55e-07	-	GAGGGTGTCACTGCATCCCCCAGCAGGTGGAGCAA	V_CTCF_BR	35
chr15	70601032	70601182	id-34490	1.15e-07	-	CTGCAGTTCAGGAGTGAGGCCTGTGGGTGGCTTGG	UpstreamP1_CTCF	5
chr15	70615572	70615722	id-34491	3.81e-05	+	CAGCAGGGTGGCTGCCCGGGCTCCAGGCCGAACTC	UpstreamP1_CTCF	12
chr15	70620195	70620345	id-34492	1	+	NA	NONE	8
chr15	70632217	70632367	id-34493	7.12e-06	+	GAGCACCAGCCTCCTCTCTACTCTGGGTGGCAGCT	UpstreamP1_CTCF	3
chr15	70644410	70644560	id-34494	2.1e-05	-	CTGTGCTGATTGTGTTCATCCAGCAGGTGATCCTG	UpstreamP1_CTCF	5
chr15	70647734	70647884	id-34495	2.1e-06	+	TCTGCTCCTCTCATGGGGACCACCAGGTGTGCTCT	Upstream_CTCF	35
chr15	70655394	70655544	id-34496	6.27e-08	-	GTGCAGCAGCCCAACATGGCCACATGGTGGGGGAA	UpstreamP1_CTCF	40
chr15	70680187	70680337	id-34497	4.03e-06	+	ACGTAGCACCTACTTTGTGACACTAGGTGGAAAGA	UpstreamP1_CTCF	5
chr15	70708987	70709137	id-34498	4.31e-07	+	ACATGTCCTGGCGTCTGCCCCACGAGAGGGCACCA	V_CTCF_BR	4
chr15	70719660	70719810	id-34499	1.37e-05	+	AGAGCATGGCAAGAATACACCAGCAGGAGGTGAAT	Upstream_CTCF	26
chr15	70726024	70726174	id-34500	1	+	NA	NONE	9
chr15	70730229	70730379	id-34501	7.73e-05	-	CCTGCTTGTTCCCTCTCCAACAGGTGGGGCCCAAG	Upstream_CTCF	13
chr15	70752639	70752789	id-34502	4.4e-10	-	TTGCGTTTGCTCCTGCCAGCCACCAGGGGGCACCA	V_CTCF_BR	40
chr15	70759375	70759525	id-34503	4.31e-07	-	AGCATCTTTGCACATGAGGCCTGCAGGTGGCAGCA	V_CTCF_BR	40
chr15	70780478	70780628	id-34504	5.75e-09	-	ATGCAGTTCAAGGTTCTGGTCACCAGGGGTCAGGC	UpstreamP1_CTCF	40
chr15	70785162	70785312	id-34505	2.2e-06	+	CCTGTAATTGCTCTAACTGCCCCCTGGGGAAGTGG	Upstream_CTCF	23
chr15	70797723	70797873	id-34506	1	+	NA	NONE	20
chr15	70801328	70801478	id-34507	4.88e-05	+	GGGACCATTTCCAGTGGGGACAGTAGAGGGGGCTG	Upstream_CTCF	36
chr15	70805182	70805332	id-34508	4.88e-06	-	TGGTAGTGGCCTGACTTGGCAGGAAGAGGGTGCTG	UpstreamP1_CTCF	40
chr15	70809258	70809408	id-34509	2.04e-05	-	ATAGATCCCTTGGTGCAGGCCACCTGCTGGCAATG	V_CTCF_BR	17
chr15	70849968	70850118	id-34510	1.73e-06	+	CAGCTGCACAGCAGCAGTGCCAGTAGGCGGCATCC	UpstreamP1_CTCF	4
chr15	70853114	70853264	id-34511	1	+	NA	NONE	12
chr15	70858495	70858645	id-34512	8.59e-05	-	CTGAGTGGAGGAGCCTCCAACACTGGCTGTCGCTG	V_CTCF_BR	22
chr15	70861594	70861744	id-34513	1.69e-05	+	GTGCCCAGGGTTTCTGTTGCCACTAGAGGGGGAGC	UpstreamP1_CTCF	40
chr15	70877661	70877811	id-34514	1.28e-06	-	GAAAGGGGTCCACGCTCGGTCCGCAGGGGGCGCTG	V_CTCF_BR	37
chr15	70897100	70897250	id-34515	1	+	NA	NONE	25
chr15	70929238	70929388	id-34516	3.88e-06	-	GAGCTAGAGATGTGAGTGGGCAGGAGATGGCAGGA	V_CTCF_BR	39
chr15	70963114	70963264	id-34517	7.84e-05	+	AACCACTATCATCAAAAACACTCTAGAGGGCACCA	V_CTCF_BR	23
chr15	70972068	70972218	id-34518	1.93e-05	+	CCAACATTAGCTGCACATAACACAAGGTGGCAGTG	V_CTCF_BR	39
chr15	71015084	71015234	id-34519	8.61e-08	-	AAATAGCTTCTCTTAGTTGCCACCAGAGGGAGCCA	V_CTCF_BR	39
chr15	71047310	71047460	id-34520	2.39e-05	+	TTTCAATAATATGCTGTATCCTTTAGGTGGCAGGA	UpstreamP1_CTCF	9
chr15	71103383	71103533	id-34521	1.21e-05	-	CCCGCAATACCAGTCACTTGACCCTGGGGGCAGAG	Upstream_CTCF	13
chr15	71104506	71104656	id-34522	1.62e-08	-	AAGCAGTTACTCTCTTCTACCACAAGATGGCAACA	UpstreamP1_CTCF	40
chr15	71117578	71117728	id-34523	8.58e-08	+	AAGGCTATGTCCCGGTTGGACACTAGAGGGCACTG	Upstream_CTCF	40
chr15	71147098	71147248	id-34524	1	+	NA	NONE	29
chr15	71167498	71167648	id-34525	9.84e-05	-	CTAAGTTCATTTCACAGAGACACTAGATGGAGTTG	V_CTCF_BR	38
chr15	71185425	71185575	id-34526	1.71e-06	+	TGTCCAGGATCTGGGCTCCCCAGAAGGTGGAGCTG	V_CTCF_BR	39
chr15	71200201	71200351	id-34527	1.15e-06	+	ACATCAATACCTAATCTGACCAGTAGGGGCCTTCT	Upstream_CTCF	37
chr15	71266454	71266604	id-34528	1.64e-05	+	GTGAGTACTTAGGAATTGGTCACTAGGAGGCAGCA	V_CTCF_BR	39
chr15	71303961	71304111	id-34529	5.89e-08	+	GAGTAGTGGCCTGCATTGGCCACTAGGTGACTATA	UpstreamP1_CTCF	40
chr15	71362126	71362276	id-34530	1	+	NA	NONE	13
chr15	71391435	71391585	id-34531	2.31e-06	-	AATACAACTCTTCCCCAGACCACCAGGAGGCAAGG	Upstream_CTCF	20
chr15	71395551	71395701	id-34532	2.83e-07	-	AGTCCAGGCCCATGATTGGCCACTGGGTGGCACAC	V_CTCF_BR	40
chr15	71401551	71401701	id-34533	1	+	NA	NONE	25
chr15	71406657	71406807	id-34534	1	+	NA	NONE	3
chr15	71407644	71407794	id-34535	5.33e-11	+	CCGGCCCTTCCCGCGGTCGCCGCCAGGGGGCGGCA	V_CTCF_BR	39
chr15	71417531	71417681	id-34536	1	+	NA	NONE	8
chr15	71418538	71418688	id-34537	3.73e-06	+	GCTGTGGTACCAGCACAGGCCACAGGAGGCTCTCC	Upstream_CTCF	39
chr15	71429252	71429402	id-34538	8.71e-06	-	AAGTGGCCATCCCCACACACCAGGAGGAGGCAGCA	V_CTCF_BR	33
chr15	71487659	71487809	id-34539	3.48e-06	+	TGGCAGAAATGGGAAAAGTCCAGTAGATGGAGCCA	UpstreamP1_CTCF	31
chr15	71512070	71512220	id-34540	1	+	NA	NONE	6
chr15	71519397	71519547	id-34541	1	+	NA	NONE	10
chr15	71529816	71529966	id-34542	1	+	NA	NONE	14
chr15	71544746	71544896	id-34543	4.44e-06	-	GCGAAGTGGCTGGCCTCCACCACAAGGAGCAGGGA	UpstreamP1_CTCF	12
chr15	71549410	71549560	id-34544	1	+	NA	NONE	23
chr15	71568108	71568258	id-34545	1	+	NA	NONE	2
chr15	71629657	71629807	id-34546	5.28e-05	-	TGAGTAAGGAGCATCAAGCCCTCCAGGGGCAGGTT	Upstream_CTCF	7
chr15	71678895	71679045	id-34547	4.1e-06	+	AATGCAGACATTTAAATTTCCAGCAGATGGAGATG	Upstream_CTCF	35
chr15	71704505	71704655	id-34548	4.51e-05	+	TATTTTATCTTGCCTCTCCCCAGAAGGGGCAGGCT	Upstream_CTCF	27
chr15	71728012	71728162	id-34549	6.05e-06	+	TGAGCACATGGACACGTGGCCACATGGGGGTGCCT	V_CTCF_BR	1
chr15	71732937	71733087	id-34550	4.99e-07	-	TATGTAATTTTAGTACTGAACACTAGATGTCACGA	Upstream_CTCF	39
chr15	71735902	71736052	id-34551	5.09e-10	-	GCTGCGGTTCTGCAAATGCCCAGCAGGGGGACCTG	Upstream_CTCF	40
chr15	71741049	71741199	id-34552	1.91e-08	+	GCTGCAGTTACCTCCATTAACTCTAGATGGCACTC	Upstream_CTCF	40
chr15	71761818	71761968	id-34553	4.68e-07	-	CCACCTGTGCCTCACTTCGCCGGAAGGGGGCTCTC	V_CTCF_BR	22
chr15	71777559	71777709	id-34554	9.25e-06	-	GAGGTGGAGAGGGAGATGGCCACTAGGGGCAGAGC	V_CTCF_BR	40
chr15	71796944	71797094	id-34555	8.46e-07	-	CTAGTAATACAAGACGTTAACACTAGGGGACACTG	Upstream_CTCF	2
chr15	71825374	71825524	id-34556	6.67e-08	+	CTGCAGTTTGATAAAATAACCTCTAGATGGAGCTT	UpstreamP1_CTCF	40
chr15	71865235	71865385	id-34557	3.73e-06	+	GGAGCTGTTCCTGGAGAAGTCTGTAGAGGGCATAC	Upstream_CTCF	33
chr15	71867930	71868080	id-34558	5.86e-07	+	CCTGTAGTTACGTGTATTACCACTAGATGACCTTC	Upstream_CTCF	39
chr15	71883533	71883683	id-34559	1	+	NA	NONE	35
chr15	71889119	71889269	id-34560	1.01e-05	+	GTGGCAATGGTTTGTCGGGCCCCTAGGTGACCCTG	Upstream_CTCF	2
chr15	71942381	71942531	id-34561	8.02e-05	-	ACTTTATTTACACAAACAGACGGCAGGTGGATTAG	Upstream_CTCF	1
chr15	71943103	71943253	id-34562	2.15e-05	-	CCTGAGAGCGTGCCAACAGACAACAGGAGGCGGTG	V_CTCF_BR	8
chr15	71944142	71944292	id-34563	6.43e-06	-	TGCCTGTTTGCATTTTTCTCCACAAGATGGCACCT	V_CTCF_BR	40
chr15	71999563	71999713	id-34564	1	+	NA	NONE	7
chr15	72023006	72023156	id-34565	1.85e-07	-	CTGCAGGAGAACTGTTTTAACACTAGGTGGCGTGA	UpstreamP1_CTCF	40
chr15	72027443	72027593	id-34566	6.8e-06	-	CGGAATTAGTGTGGACAGACCACCAGGGGGGTCTA	UpstreamP1_CTCF	6
chr15	72036375	72036525	id-34567	5.21e-08	+	TAATAATAGCTCAGTGTTGCCACCAGGTGGCAGCA	V_CTCF_BR	40
chr15	72045127	72045277	id-34568	1.3e-07	+	GGTTCAGCCCCTGGAATGACCAGCGGATGGCAGTC	Upstream_CTCF	39
chr15	72072837	72072987	id-34569	5.34e-06	+	AAAAGCCATTTAAAGCCAGCCACTAGAGGGAGTCA	V_CTCF_BR	40
chr15	72077172	72077322	id-34570	1.52e-07	+	TTCTGGAGGAGTGCACCCCCCACCAGGGGGAGGCA	V_CTCF_BR	39
chr15	72093603	72093753	id-34571	3e-08	-	CTTGGAATACCCTGAAAGGCCACAAGATGGAGGTG	Upstream_CTCF	40
chr15	72095160	72095310	id-34572	2.18e-07	+	CGCTGCGCTTTTTGTCCTTCCAGGAGGGGGCGCTG	V_CTCF_BR	39
chr15	72134058	72134208	id-34573	8.89e-06	+	CTGGGACTATAGGTGCTCGCCACCAGGGGTAGTTT	Upstream_CTCF	12
chr15	72143282	72143432	id-34574	1.1e-05	-	AACCATGTAACAGCTTCAGCCTCATGGTGGCAGTG	V_CTCF_BR	38
chr15	72410434	72410584	id-34575	2.43e-06	-	GCGGGGCCGACCCGTGCTGGCAGTAGGGGGCGTGG	V_CTCF_BR	22
chr15	72448474	72448624	id-34576	3.81e-05	-	GGAAGTGATGACAACTGAGCCACTAGGCGGCAGCA	V_CTCF_BR	40
chr15	72455194	72455344	id-34577	1	+	NA	NONE	11
chr15	72492145	72492295	id-34578	1.1e-06	+	TGACCACTACTTCCTCACACCACAAGGTGGCACCA	V_CTCF_BR	40
chr15	72514937	72515087	id-34579	2.12e-06	+	ATGCAGAGCCAACCTCCAGCCAGCAGTGGAAGCCT	UpstreamP1_CTCF	4
chr15	72519084	72519234	id-34580	3.71e-05	+	CCAGGAGCTTTGTCTATGGACAGAAGTGGGGGAGG	Upstream_CTCF	39
chr15	72565192	72565342	id-34581	1	+	NA	NONE	40
chr15	72577878	72578028	id-34582	1.7e-05	+	AAGGCAATCCCACTCTTGCTGGCTAGGGGGCCTCC	Upstream_CTCF	26
chr15	72578378	72578528	id-34583	5.51e-07	-	GAGTGACTGTCCAGGGGAACCAGCAGAGGGCGTTG	V_CTCF_BR	40
chr15	72581918	72582068	id-34584	3.4e-06	-	CTTCCACCCCGCGCCACTGCCGCTAGGGGCCTGCG	V_CTCF_BR	0
chr15	72605054	72605204	id-34585	1.03e-06	+	AAGTCTTGTCCCTGCTTCTCCAGCAGGTGGCAGCT	V_CTCF_BR	40
chr15	72633860	72634010	id-34586	9.51e-07	-	CCATCTTGTGTGCTGTGCACCACCAGGGGGTGGGG	V_CTCF_BR	36
chr15	72634853	72635003	id-34587	1.97e-06	+	ATCACTTCTGCATCTGAAACCAGGAGGGGGCAGTC	V_CTCF_BR	40
chr15	72674631	72674781	id-34588	5.17e-06	+	GTTTCATTTCTCTTCTCCCACACTAGGTGGCCAGA	Upstream_CTCF	40
chr15	72754572	72754722	id-34589	1.41e-05	+	CTGTGATTACAGGCAAGTGCCACTAGGTTTGGCTA	UpstreamP1_CTCF	29
chr15	72765375	72765525	id-34590	1	+	NA	NONE	35
chr15	72766002	72766152	id-34591	1	+	NA	NONE	40
chr15	72767419	72767569	id-34592	4.1e-06	-	CTTTCGACACCCTCTATCCCCAGCAGAGGCAGCGG	Upstream_CTCF	24
chr15	72767754	72767904	id-34593	2.27e-06	+	GCAGCTTGGTGTACAGTTGCCCCAAGTGGGCACCA	V_CTCF_BR	8
chr15	72825479	72825629	id-34594	1.35e-05	-	GAGAATTGCTTGAACCTGGCAGGTAGGGGGCTGCA	UpstreamP1_CTCF	37
chr15	72878120	72878270	id-34595	1.14e-06	-	CTGTCATGGCTTGCCTATCCCAGCTGGGGGCACTG	UpstreamP1_CTCF	39
chr15	72892323	72892473	id-34596	5.86e-07	+	TAAGATGTTACAGACTTGTCCAGCAGGTGGCATCA	Upstream_CTCF	40
chr15	72920690	72920840	id-34597	3.24e-06	-	GATGTAATGTAGGGCCTCGCCCACAGGAGGTGCTG	Upstream_CTCF	38
chr15	72963283	72963433	id-34598	1.22e-07	-	CCTGTGAAGCCGGCTCTGGCCACTAGGGGCAGGGC	Upstream_CTCF	40
chr15	72978170	72978320	id-34599	1	+	NA	NONE	9
chr15	72981956	72982106	id-34600	1	+	NA	NONE	28
chr15	73014533	73014683	id-34601	5.72e-07	+	ATGTATTCCATCACAGCAGACTCCAGGTGGCGCTG	UpstreamP1_CTCF	40
chr15	73025029	73025179	id-34602	2.94e-06	+	CATGCTACACCGTGCAGGGCCACATGGGGAAGCAC	Upstream_CTCF	25
chr15	73063408	73063558	id-34603	3.67e-07	-	TTGCTATGAGTAGAATAGGCCTGAAGGGGGAGGCC	UpstreamP1_CTCF	36
chr15	73075643	73075793	id-34604	1	+	NA	NONE	21
chr15	73076648	73076798	id-34605	1	+	NA	NONE	40
chr15	73089238	73089388	id-34606	4.7e-08	+	TGGGGAGAGTGGCTTGGCGCCCGCAGGGGGCGCCG	V_CTCF_BR	38
chr15	73127714	73127864	id-34607	1.97e-06	+	ATTCTCCTGGATCTCACAGCCAATAGGGGGCAGAG	V_CTCF_BR	39
chr15	73138604	73138754	id-34608	1	+	NA	NONE	6
chr15	73144010	73144160	id-34609	9.29e-06	+	GTTGCAGCCTGAGAGGCTGACTGCAGGAGGCAGGT	Upstream_CTCF	1
chr15	73215782	73215932	id-34610	7.44e-05	-	GAAGCCTTGGCATGGAGGACACACAGGGGGCGACG	Upstream_CTCF	16
chr15	73301560	73301710	id-34611	1.93e-05	-	GTTACAGTTTGCTTCTATAGCTCCAGGGGGCAGGA	Upstream_CTCF	7
chr15	73307966	73308116	id-34612	3.4e-06	+	TGTGCACCAGCAGCAGCTGCCAGAGGAGGCAGTAG	Upstream_CTCF	12
chr15	73345415	73345565	id-34613	7.27e-06	+	TCTTGTGCTCACACTAGCACCAGTAGAGGCCACTA	V_CTCF_BR	38
chr15	73373810	73373960	id-34614	2.6e-06	-	TACTTGCTGTAATATTTCACCACCAGGTGGCAGAT	V_CTCF_BR	40
chr15	73419770	73419920	id-34615	6.21e-06	+	CTGGCATCCCTGCCTTCTACCCATAGGTGGCAGTA	Upstream_CTCF	40
chr15	73443334	73443484	id-34616	1	+	NA	NONE	5
chr15	73448901	73449051	id-34617	1.73e-08	+	GTGCATGTCAGCCTCCAGGCCAGTAGGTGGCACTT	UpstreamP1_CTCF	12
chr15	73532265	73532415	id-34618	1.14e-06	-	CAGCATCCCTGGCCTCTATCCACTAGATGTCAGTA	UpstreamP1_CTCF	38
chr15	73533338	73533488	id-34619	9.58e-10	+	CCTGCATTTGAAAATTCAGCCACCAGGTGGCACCA	Upstream_CTCF	40
chr15	73536794	73536944	id-34620	4.14e-06	-	AGAACTTCAGAGAGGTCTACCTCTAGGGGGTGCTG	V_CTCF_BR	38
chr15	73542035	73542185	id-34621	1	+	NA	NONE	28
chr15	73557988	73558138	id-34622	1.52e-07	-	CCACCCACTCCCTAGATTGCCACTAGAGGGCAACA	V_CTCF_BR	39
chr15	73565817	73565967	id-34623	8.81e-07	-	GAACTGTCACCTGATACTTCCACCAGGGGGCACTT	V_CTCF_BR	40
chr15	73576523	73576673	id-34624	2.8e-05	+	GTTGCAATATCTTGAAAGATCATAAGATGGGGGTG	Upstream_CTCF	34
chr15	73598373	73598523	id-34625	6.21e-05	+	CTACTATCCCTCCTGTGCGTCCCTAGGTGGAGCTC	V_CTCF_BR	40
chr15	73617750	73617900	id-34626	1.59e-06	+	AGGGGGCGTCAGCTCCACCCCACCAGGGGGCGTCA	V_CTCF_BR	28
chr15	73757070	73757220	id-34627	4.94e-06	+	TGCTTAGTACCTCCTTTCTCCTGTAGGGGGAAAAC	Upstream_CTCF	40
chr15	73832214	73832364	id-34628	9.25e-06	-	ACAAAAAAAGGCAAAGAGGGCAGTAGAGGGCACAC	V_CTCF_BR	7
chr15	73852963	73853113	id-34629	2.96e-05	+	TGTACTTTACAAAAGTGTATCACTAGATGGCAGCA	V_CTCF_BR	38
chr15	73856582	73856732	id-34630	1	+	NA	NONE	33
chr15	73861834	73861984	id-34631	6.82e-05	+	GACACAGATGGAAAGCCACCCAGCAGAGAGCGCTG	V_CTCF_BR	9
chr15	73887131	73887281	id-34632	1	+	NA	NONE	3
chr15	73926136	73926286	id-34633	1	+	NA	NONE	25
chr15	73928889	73929039	id-34634	1	+	NA	NONE	40
chr15	73969537	73969687	id-34635	9.58e-10	+	GCTGCATTTCCACTTATCACCAGGAGGTGGCTCAG	Upstream_CTCF	40
chr15	73976033	73976183	id-34636	5.01e-06	+	GTAAGGACAGAGCCCAAGGCCACTAGGTGTCAGGC	V_CTCF_BR	37
chr15	73979108	73979258	id-34637	1.93e-05	+	GCAGCCTCTGAGATTATGACCACATGGGGGCTGTT	V_CTCF_BR	21
chr15	73983936	73984086	id-34638	1.48e-06	+	GGAGTGCGGAGCCTTGCTACCAGAAGGGGCCAGCA	V_CTCF_BR	29
chr15	73992702	73992852	id-34639	2.74e-08	-	GACAGGCACTTCTTTATGGCCACAAGATGGCGCCA	V_CTCF_BR	40
chr15	73994849	73994999	id-34640	3.22e-07	+	TCGGCAGCGCTGCCGTCAGCCTGCAGGTGGCCGGT	Upstream_CTCF	11
chr15	73996256	73996406	id-34641	3.22e-07	+	TCGGCAGCGCTGCCGTCAGCCTGCAGGTGGCCGGT	Upstream_CTCF	13
chr15	73997248	73997398	id-34642	1.37e-05	-	GGTGTTTGACCACACGGGGGCAGCAGAGACAGCCC	Upstream_CTCF	40
chr15	74004582	74004732	id-34643	6.05e-06	+	ACAACCACAGAGGCAGTGCCCAGATGGGGGAGCTC	V_CTCF_BR	32
chr15	74010234	74010384	id-34644	1.22e-07	-	GGTGCTCGGCCCACATAATCCACTAGGAGGCAGAC	Upstream_CTCF	36
chr15	74035685	74035835	id-34645	4.14e-06	-	TCTGCCTAAGGTCTCTCAGCCAAGAGGTGGCAGAC	V_CTCF_BR	5
chr15	74063882	74064032	id-34646	1.17e-05	+	ACCTGCAGGGTTCGCTGTCCCAGTGGTGGGCACTG	V_CTCF_BR	4
chr15	74073739	74073889	id-34647	2.6e-06	-	TGGTTTTGGGCAGAAGCTGCCACAAGGTGTCAGTA	V_CTCF_BR	40
chr15	74083779	74083929	id-34648	1.5e-05	+	GTTGCATTGGCATGGGAGAGCTGTGGGAGGCAGGC	Upstream_CTCF	8
chr15	74085002	74085152	id-34649	7.49e-05	-	GAGGACAGGCACATTTATGCAGGGAGGGGGCAGAC	V_CTCF_BR	10
chr15	74159357	74159507	id-34650	1.97e-06	-	CCCTTTGTCTTTGGGACCTCCTCTAGGGGGCAGGA	V_CTCF_BR	22
chr15	74163139	74163289	id-34651	2.53e-05	+	AACAGCACAACAATGCCCGCCACCAGGAGCAGCAG	V_CTCF_BR	5
chr15	74166364	74166514	id-34652	1.67e-07	+	CAACAATTTTGGTATACTGCCACCAGGTGGCAGTA	V_CTCF_BR	39
chr15	74189842	74189992	id-34653	1.08e-08	+	CTGCACTTGCGTGTGCCAGCCTACAGAGGGCGCTC	UpstreamP1_CTCF	40
chr15	74191628	74191778	id-34654	1.09e-06	+	GGTGCAGTCCCTCTAGAGGACAGAAGAAGGTTCAG	Upstream_CTCF	8
chr15	74200737	74200887	id-34655	3.8e-08	-	GCTGCAGGGAGGACCGCAGTCAGCAGAGGGCGCCA	V_CTCF_BR	40
chr15	74220076	74220226	id-34656	1.27e-06	+	GCGCAGCTCCGACACGCCCCCGCCGGGTGGGGAGC	UpstreamP1_CTCF	13
chr15	74220282	74220432	id-34657	6.43e-06	-	TTGGCTGGGTCGGGGGAAGTCGGGAGGGGGCGCTG	V_CTCF_BR	40
chr15	74228720	74228870	id-34658	1.59e-06	-	CAGCCAGACTCCAGAGGAGCCCCTAGGTGGCAGAG	V_CTCF_BR	33
chr15	74243567	74243717	id-34659	1.08e-08	+	GCTCCCCGGGGGCCTGTGGGCAGCAGGGGGAGCCA	V_CTCF_BR	40
chr15	74257182	74257332	id-34660	1.76e-09	-	GTAGCAGCAACGGCATTTACCACCAGGGGGCGGGC	Upstream_CTCF	40
chr15	74265379	74265529	id-34661	1.28e-08	+	CCAGCTATCTCCCGTGTTGCCACAAGATGGCACCA	Upstream_CTCF	40
chr15	74275151	74275301	id-34662	9.88e-07	+	GAAGCAGTGACAGAGTGTACCAGGAGGGGAAGCTG	Upstream_CTCF	15
chr15	74284669	74284819	id-34663	4.24e-07	-	GCTGCAGTTCGGTCCTCCCAGCGCAGGGGGAGCCA	Upstream_CTCF	40
chr15	74290489	74290639	id-34664	1	+	NA	NONE	1
chr15	74329323	74329473	id-34665	1.84e-06	-	TTTCTCCTGCAGATCTCGGTCTCCAGGTGGCAGCA	V_CTCF_BR	40
chr15	74332828	74332978	id-34666	7.44e-05	-	TCTGAAAGACTCAGGTTTGCCAGCAGGGCCATCAG	Upstream_CTCF	17
chr15	74340828	74340978	id-34667	1.47e-10	+	GGGCTGCTCCCGGACTCTGCCAGCAGAGGGCGCTG	V_CTCF_BR	39
chr15	74346466	74346616	id-34668	2.01e-10	+	AAGCAGTTCCCCCATGTAACCTGCAGGTGGCACCA	UpstreamP1_CTCF	40
chr15	74358227	74358377	id-34669	8.21e-05	-	GCTGAGTTCATGGCCCTGCCCCCTAGTGGCCAGAG	V_CTCF_BR	28
chr15	74365392	74365542	id-34670	9.51e-07	-	CCCTCATGCCCAGGGTCTTCCTGCAGGTGGAGCTG	V_CTCF_BR	36
chr15	74399480	74399630	id-34671	1.55e-07	-	TTGCCGGGATGCCTGGTGGACAGCAGGTGGAGCAA	UpstreamP1_CTCF	11
chr15	74401102	74401252	id-34672	9.88e-07	+	GATGCAATGTAGGGCCTCGCCCACAGGAGGTGCTG	Upstream_CTCF	32
chr15	74415425	74415575	id-34673	2.1e-05	-	ACTGCTGTGCACTGCTCTGTGGGCAGAGGGAGTCT	Upstream_CTCF	13
chr15	74419972	74420122	id-34674	6.53e-09	+	TGCGCCCGGCAAGCGGCTTCCAGCAGGGGGCGCGC	V_CTCF_BR	40
chr15	74425674	74425824	id-34675	7.27e-06	+	CTTGTGCCTCGCCTCCCGCGCTGCAGGGGGTGCCG	V_CTCF_BR	16
chr15	74426865	74427015	id-34676	2.89e-09	-	GGCTTGCCCGGGTGTTTAGCCAGCAGATGGCAGCA	V_CTCF_BR	37
chr15	74428141	74428291	id-34677	7.84e-05	-	AGAAGGATTTGGTTCCCTGCCGGCAGGAGGCTTTG	V_CTCF_BR	18
chr15	74428469	74428619	id-34678	1	+	NA	NONE	28
chr15	74436835	74436985	id-34679	1.21e-06	+	CTGTGGTGCAGCTCTCTAGCCTGAAGGTGGTGCTT	UpstreamP1_CTCF	26
chr15	74465338	74465488	id-34680	7.91e-05	-	CCGCCCCTCACTGCGCTCCCCACTGGCTGGGGAGG	UpstreamP1_CTCF	12
chr15	74468674	74468824	id-34681	2.58e-05	+	ACAGCATTGCCTGTGCTCTCCTCTCAGGGGCAGCA	Upstream_CTCF	10
chr15	74472634	74472784	id-34682	1.43e-05	-	CCCCCACTTCCATGTGCTGCCTGCAGGGGACATCC	Upstream_CTCF	14
chr15	74495342	74495492	id-34683	1	+	NA	NONE	25
chr15	74495600	74495750	id-34684	2.01e-05	-	CTTGCTCACCCTCAACCTCACTCCAGGAGGAGCAG	Upstream_CTCF	4
chr15	74496361	74496511	id-34685	4.01e-05	+	TCCCAAATGGCCCTTCTTGCAGGAAGAGGGCTCTG	V_CTCF_BR	15
chr15	74502068	74502218	id-34686	1.48e-06	-	CCTGCCCTGCTTGCCACAGCACCTAGGTGGAGCAC	Upstream_CTCF	13
chr15	74532401	74532551	id-34687	9.84e-06	+	GGGCACATGCCTGCAAGCCTCACCAGGAGGCGCCA	UpstreamP1_CTCF	36
chr15	74545761	74545911	id-34688	3.73e-06	+	CATGCACACACTTAAGTTTCCAGCAGAAGGAGCTG	Upstream_CTCF	10
chr15	74588285	74588435	id-34689	2.97e-06	-	ACCTGAGGCATGAAGCAGTCCTGCAGATGGCAGTC	V_CTCF_BR	21
chr15	74591880	74592030	id-34690	5.92e-05	-	CCAGTATTTCCTTGGCTGGATGCAAGGTGGCATGA	Upstream_CTCF	1
chr15	74592565	74592715	id-34691	3.03e-05	+	CATGTCACACAGCCCTGCACCGCAGGAGGGTGCAA	Upstream_CTCF	5
chr15	74595350	74595500	id-34692	3.65e-07	-	GCTCAGAGTTAATCACCTGCCACCAGGTGGTGCTG	V_CTCF_BR	40
chr15	74596881	74597031	id-34693	5.63e-06	-	GAGTGGGGGAGGGGACTGGCCTGCAGGGGGCCTTG	UpstreamP1_CTCF	3
chr15	74600261	74600411	id-34694	2.11e-06	-	TGCTTCCAGGGCCTGTCCTCCTGAAGGTGGCAGTA	V_CTCF_BR	40
chr15	74604187	74604337	id-34695	1.96e-08	-	GAAAAGCGGCCCCTGGTGGCCAGGAGCTGGCGGCC	V_CTCF_BR	40
chr15	74613105	74613255	id-34696	6.39e-08	-	TCACTCTGGAACCTCATCACCACCAGAGGGCAGGC	V_CTCF_BR	40
chr15	74615030	74615180	id-34697	5.72e-07	-	ATGTGGTTTGCCTTTGCAGTCAGCAGAGGGCAGCC	UpstreamP1_CTCF	40
chr15	74628837	74628987	id-34698	6.21e-06	+	TGTGAAATACTCCATTAAGCCACTAGGCTGAGCTG	Upstream_CTCF	21
chr15	74658135	74658285	id-34699	3.09e-06	-	ACTGGCTTCGCTGGCCCTGCCAGGAGGCGGCGGCG	Upstream_CTCF	20
chr15	74666084	74666234	id-34700	5.51e-07	+	TCTCAGATCAAACCTTGTGCCACTAGGTGGAGCCA	V_CTCF_BR	40
chr15	74666601	74666751	id-34701	2.06e-07	+	GCCGCAGTCCCCTCCAGCACCTCCTGGTGGGGGCC	Upstream_CTCF	22
chr15	74667024	74667174	id-34702	5.12e-06	+	CTCCCAGAACTCAGTTTCCCCAGCAGGGGGCCCGG	UpstreamP1_CTCF	23
chr15	74667673	74667823	id-34703	1.39e-07	+	CAGGACATACAGCCGGGCTCCACTAGAGGGCAGCA	V_CTCF_BR	40
chr15	74674824	74674974	id-34704	1.04e-11	+	TCCGGGCCTCTCTGGGTGGCCAGCAGGGGGCGGTA	V_CTCF_BR	40
chr15	74676145	74676295	id-34705	2.43e-06	-	GCCCCGTGAGTCACCGGCTCCTCCAGGTGGTGCAG	V_CTCF_BR	8
chr15	74689057	74689207	id-34706	1.48e-06	+	CCCAGCACTGCAGCTGAGGCCTCCTGAGGGAGCCA	V_CTCF_BR	17
chr15	74699778	74699928	id-34707	1.19e-06	-	GGACAAGCAGCACAGCAGGCCTCTAGCTGGCGGTG	V_CTCF_BR	20
chr15	74703476	74703626	id-34708	1	+	NA	NONE	2
chr15	74716099	74716249	id-34709	1	+	NA	NONE	6
chr15	74731163	74731313	id-34710	3.63e-10	-	CGGCTCTGTTCCAGAGTGGCCACCAGGTGGCACTC	UpstreamP1_CTCF	40
chr15	74733936	74734086	id-34711	2.1e-05	-	TTCTGCTTACCCAGCCTCTCCAGCAGGTGGGGTCC	UpstreamP1_CTCF	13
chr15	74753370	74753520	id-34712	4.41e-06	-	GCCGGGTTCCTTCCGCGGGACGGGTGAGGGCGCTG	V_CTCF_BR	36
chr15	74775097	74775247	id-34713	1.28e-06	-	CAGCAGAGTGCAGCCAGGTCCTGGAGGTGGCAGCA	V_CTCF_BR	33
chr15	74782256	74782406	id-34714	8.43e-09	-	GCTTGCGTGCCATTGCAGGCCACCAGAGGGCACTA	V_CTCF_BR	40
chr15	74794781	74794931	id-34715	8.21e-05	-	AGGACATGCTGCCTAGCTGCAGAGAGAGGGCAGCA	V_CTCF_BR	19
chr15	74836040	74836190	id-34716	1	+	NA	NONE	35
chr15	74838228	74838378	id-34717	1	+	NA	NONE	13
chr15	74895288	74895438	id-34718	1	+	NA	NONE	0
chr15	74903774	74903924	id-34719	8.59e-05	-	AGCAGCTGGCAGAAAGCAGGCAGCAGAGGGCCGAG	V_CTCF_BR	3
chr15	74913489	74913639	id-34720	3.22e-07	-	CCTGCACTGCCATCCTGTGGCAGCATGTGGCAGTG	Upstream_CTCF	40
chr15	74923262	74923412	id-34721	1.46e-07	+	ACTGCTCCTCAGATTTTGGCCAAGAGAGGGCCCCG	Upstream_CTCF	19
chr15	74924402	74924552	id-34722	6.53e-09	-	CCAGCTGCACGGCAGCTGTCCACCAGAGGGCAGAC	V_CTCF_BR	40
chr15	74924844	74924994	id-34723	1.63e-05	+	AAGGCGTTTGTTATCAGGAGCAGCAGGGGACAGCA	Upstream_CTCF	7
chr15	74927603	74927753	id-34724	1.37e-08	+	AGTGCCTTTCCACCTGTCGCCACTGGGTGGCATGA	Upstream_CTCF	40
chr15	75018445	75018595	id-34725	1	+	NA	NONE	7
chr15	75018664	75018814	id-34726	1	+	NA	NONE	12
chr15	75061296	75061446	id-34727	4.11e-08	-	CATGTGTTTCTCTAACTGCCCACGAGGGGGCAGCC	Upstream_CTCF	40
chr15	75063510	75063660	id-34728	6.39e-08	+	CTTGAGCTCTGTGTTGTGGCCACCAGGAGGCGCTG	V_CTCF_BR	40
chr15	75074214	75074364	id-34729	2.01e-05	+	CCTTCAACGCAGCCAGGCGGCAAGTGGGGGCAGGG	Upstream_CTCF	38
chr15	75076912	75077062	id-34730	1	+	NA	NONE	2
chr15	75080215	75080365	id-34731	1	+	NA	NONE	40
chr15	75086110	75086260	id-34732	6.46e-07	-	CTCCCCAAACTCCCTGCCACCACAGGGGGGCGCGG	V_CTCF_BR	29
chr15	75090825	75090975	id-34733	1.26e-07	-	CAGCCTGGGCCCCCTCCAGCCACCTGCTGGCGCAC	V_CTCF_BR	6
chr15	75091955	75092105	id-34734	1.93e-05	-	ATGAGGATAAGGCTCCCCTCCTCATGGTGGCACTG	V_CTCF_BR	3
chr15	75092601	75092751	id-34735	4e-11	-	ATGCACCGTCCAGGCCTGACCACCAGAGGGCGGCA	UpstreamP1_CTCF	40
chr15	75101369	75101519	id-34736	1.5e-05	+	GGAGCAGTTCCACTCTCTGGTGTAAGGGGGCGGTG	Upstream_CTCF	36
chr15	75109052	75109202	id-34737	6.8e-06	+	GCCCCTGCCCCAGCCTCCTCCAGCAGGGGGCCCAC	Upstream_CTCF	8
chr15	75109738	75109888	id-34738	1.48e-06	+	CTGTGCTGCCTCCCTCTTGGCGGAAGGCGGCACTG	UpstreamP1_CTCF	35
chr15	75113524	75113674	id-34739	1.39e-05	-	TGCTTGCTCCTCTTTCAGGCCCGCAGGTGGAGCCT	V_CTCF_BR	3
chr15	75127754	75127904	id-34740	1	+	NA	NONE	40
chr15	75129961	75130111	id-34741	2.6e-05	+	CAGCAGGGGGGGACGACAGCCACAAGCAGAGAGCA	UpstreamP1_CTCF	22
chr15	75132468	75132618	id-34742	3.97e-07	-	TCTAGCAGGGCCTTAGCGACCACTGGGGGGCAGAG	V_CTCF_BR	29
chr15	75135594	75135744	id-34743	5.08e-05	+	CCGCCAGTTCCTGCAGGGCCCACGTGGGGATACGG	Upstream_CTCF	18
chr15	75137458	75137608	id-34744	5.86e-07	-	GGTGCACTCCCTCTACCGACGGACAGGGGCCAGCT	Upstream_CTCF	3
chr15	75182231	75182381	id-34745	5.63e-06	-	ATGTAGTTCCCTGAGCGTTCCGCCAGGCCCCGGGG	UpstreamP1_CTCF	7
chr15	75184848	75184998	id-34746	4.11e-07	+	CTGCAACTGGGGAGGGTGGACAGCAGGGGCTAGGT	UpstreamP1_CTCF	6
chr15	75194031	75194181	id-34747	1.13e-10	-	CCTGCAGTTTTTATTATTACCAGCAGAGGGAGCTA	Upstream_CTCF	40
chr15	75227739	75227889	id-34748	3.45e-05	-	ACCTTCCAAGTAGCTGGGACCACAAGGGTGCGCCA	V_CTCF_BR	31
chr15	75240611	75240761	id-34749	1	+	NA	NONE	24
chr15	75242829	75242979	id-34750	2.32e-08	-	ATTGCTATGCCCACACTGACCACTAGGTGATGCTC	Upstream_CTCF	40
chr15	75244297	75244447	id-34751	5.08e-05	+	AAGGGACTCTCCCACTCTGCCACTAGTCGGCTCCT	Upstream_CTCF	16
chr15	75247671	75247821	id-34752	2.83e-07	+	TCCTGGGTCTCCCTCTGGGCCAGCAGGGGGAAAAG	V_CTCF_BR	10
chr15	75248598	75248748	id-34753	7.44e-05	+	GGTGCAGGCCCGCCAGGCGGCGCTTGAGGATCTCG	Upstream_CTCF	35
chr15	75250934	75251084	id-34754	5.74e-05	-	GGGTAAATCCCGGTTCTGAACAGCAGGGACCGAGG	UpstreamP1_CTCF	31
chr15	75268616	75268766	id-34755	1.59e-06	+	AAGGCCATGGCTCTTTCAGCCTGCAGGTGTCAGCC	V_CTCF_BR	27
chr15	75280498	75280648	id-34756	1.15e-08	-	CAGCAGGGCCTCCAATTGAACACCTGGGGGCACCC	UpstreamP1_CTCF	39
chr15	75321727	75321877	id-34757	2.96e-09	+	GTGGCCGTATCTGGCATGTCCAGCAGGGGGCGGTG	Upstream_CTCF	40
chr15	75322908	75323058	id-34758	2.04e-05	-	TGATGCTCCTGCAGGAGATCCAGCAGGAGGCAATG	V_CTCF_BR	24
chr15	75326252	75326402	id-34759	9.31e-05	-	ACAGTCGTGCTCTCATCTGCCCCTGGGGGAGCTGG	Upstream_CTCF	11
chr15	75330948	75331098	id-34760	1.48e-06	-	GTGAGAGCCATTTACTCTGCCTCCAGGGGTCGGAG	V_CTCF_BR	0
chr15	75335273	75335423	id-34761	1.61e-09	+	CCAGCCCCCAGCGCCTTGGCCTGCAGAGGGCAGAG	V_CTCF_BR	40
chr15	75335978	75336128	id-34762	8.13e-06	+	ACATCTGTCTAGCTTCTGGCCTGCAGGAGGCCCTA	Upstream_CTCF	35
chr15	75347027	75347177	id-34763	1	+	NA	NONE	1
chr15	75397456	75397606	id-34764	1.32e-05	+	CACGCAGTACCACTCTCCAGCCCCAGGGTCCATGC	Upstream_CTCF	16
chr15	75418448	75418598	id-34765	1	+	NA	NONE	4
chr15	75437948	75438098	id-34766	6.19e-06	+	CTGCAGCAGTCATGGGCAAGGTGCAGGTGGTGCTG	UpstreamP1_CTCF	10
chr15	75470912	75471062	id-34767	5.74e-05	-	ATGTAACCCAGCGCCCCGGCTTGCAGGAGCGGCCC	UpstreamP1_CTCF	3
chr15	75475117	75475267	id-34768	1	+	NA	NONE	20
chr15	75494419	75494569	id-34769	3.73e-06	-	CCCTCAGTCCCCGGGCCGGCCGGTAGGGGCGCCCT	Upstream_CTCF	40
chr15	75495770	75495920	id-34770	1.47e-05	-	GGAATGACCTGATCTCCTGCCAGTAGGAGGTGGAA	V_CTCF_BR	20
chr15	75497222	75497372	id-34771	2.33e-07	-	CCGCAGGAGTCAGGGCAGCCCAGCAGATGGTGCTG	UpstreamP1_CTCF	40
chr15	75544741	75544891	id-34772	1	+	NA	NONE	25
chr15	75566836	75566986	id-34773	9.67e-08	-	ATGGCAGTCCCAATGAAATCCACCAGGTGTCACTA	Upstream_CTCF	18
chr15	75591683	75591833	id-34774	1.01e-09	-	CCTGCGAAGCCGGCTCTGGCCACTAGGGGGCAGGG	V_CTCF_BR	35
chr15	75600510	75600660	id-34775	7.54e-08	-	AAGCAGTTCCCCCACACAACCTGCAGGTAGCACCA	UpstreamP1_CTCF	40
chr15	75619436	75619586	id-34776	1.11e-05	-	GATGCAGGCAAGGGCCTTGCCCACAGGAGGTGCTG	Upstream_CTCF	20
chr15	75621139	75621289	id-34777	9.38e-09	+	CTGCTGGGGTGCCTGGTGGACAGCAGGTGGAGCAA	UpstreamP1_CTCF	7
chr15	75655294	75655444	id-34778	3.36e-05	-	CTGCTACTTCTCGTAGGATCCTCTAGGGGATGTCT	UpstreamP1_CTCF	20
chr15	75660215	75660365	id-34779	5.96e-07	+	CCAGCAGAGGGTGCTGCTCCCAGCAGAGGGTGCTG	V_CTCF_BR	40
chr15	75660934	75661084	id-34780	5.01e-06	+	AGGAAACCAAAGGTTCCGGCGTCCAGAGGGCGCCT	V_CTCF_BR	34
chr15	75694320	75694470	id-34781	2.97e-06	+	AAGGGCCTCGCTCTGTCGCCCAGGAGGAGGCGCAG	V_CTCF_BR	21
chr15	75745303	75745453	id-34782	1	+	NA	NONE	36
chr15	75801392	75801542	id-34783	8.58e-06	+	CTCTTCTCCCCATTCTTACCCAGCAGGGGGAGTCT	UpstreamP1_CTCF	40
chr15	75824876	75825026	id-34784	1	+	NA	NONE	40
chr15	75857794	75857944	id-34785	3.28e-07	+	CAGCATTCCTGACCTCTATCCACTAGATGCCAGTA	UpstreamP1_CTCF	12
chr15	75871750	75871900	id-34786	1.17e-05	+	GGCGGAGCGAGGACGCAGTCCGGGAGGGGGAGACA	V_CTCF_BR	40
chr15	75890195	75890345	id-34787	1.11e-05	+	ATTGCAGTTCCTGGTAAAACCTTTCGGCGGCAGCA	Upstream_CTCF	39
chr15	75913189	75913339	id-34788	1.21e-05	+	TCTGCAGTTCCAGTAACCTCCGGCGGCGCTCACTC	Upstream_CTCF	27
chr15	75917384	75917534	id-34789	2.81e-05	-	ACCTGGGGCTAAGGTCCGAACACTTGGAGGCAGCA	V_CTCF_BR	31
chr15	75930744	75930894	id-34790	1.93e-05	+	CCTCCTGGGCCACTTCTAACCGCTAGATGGCCAAG	Upstream_CTCF	39
chr15	75933315	75933465	id-34791	1	+	NA	NONE	39
chr15	75940265	75940415	id-34792	1.38e-08	-	TCCGCCCTGCGGGGCCCGGCCAGTGGGGGGCGGGC	V_CTCF_BR	38
chr15	75976170	75976320	id-34793	1.62e-08	-	CGGCTGTGTGGCAGCACAGCCACCAGGTGGTGCCA	UpstreamP1_CTCF	40
chr15	75977076	75977226	id-34794	1.64e-05	+	AGGACAGTGACAGTGAAGGCCACAGGATGGCTCTG	V_CTCF_BR	17
chr15	75977679	75977829	id-34795	2.27e-05	+	GGGACGCTGAAGTTTTGCGCCTCTAGTGGGATGGC	V_CTCF_BR	7
chr15	75978644	75978794	id-34796	3e-09	+	CTGCTATTACCACCCAGGACCATCAGAGGGCGCCC	UpstreamP1_CTCF	35
chr15	75987111	75987261	id-34797	5.96e-07	+	GCAAGGGACAGACCAGGGAACTGCAGGTGGCGGCC	V_CTCF_BR	40
chr15	76013518	76013668	id-34798	1.52e-07	+	CCCTTGGAAGCAGCTGCCACCTGCAGGTGGCGGGC	V_CTCF_BR	37
chr15	76020769	76020919	id-34799	1.96e-08	+	AGGAGCAGCCGTGAATTAGCCAGGAGGGGGCAGCG	V_CTCF_BR	40
chr15	76023671	76023821	id-34800	2.1e-05	-	GTGGATTTACTACTCCAGGGCAGTGAGGGGCGCCA	UpstreamP1_CTCF	31
chr15	76025248	76025398	id-34801	7.09e-08	-	CTGCAGTACCCAATTATTGCCACTGGGCAGCAGCA	UpstreamP1_CTCF	40
chr15	76044832	76044982	id-34802	2.97e-06	+	GAGGACACTGTGGCCACCTCCTCCAGGTGTCGCTC	V_CTCF_BR	4
chr15	76050734	76050884	id-34803	1.17e-05	-	GGCCGGAAGCGGACCACAGCCCGCAGGAGGTGCTG	V_CTCF_BR	39
chr15	76078545	76078695	id-34804	2.43e-06	+	GTGAGCGGGAGGCCAGGGCACGGCAGGGGGAGCTG	V_CTCF_BR	28
chr15	76094534	76094684	id-34805	3.34e-10	-	AAGCAGTTCCCCCATATAACCTGCAGGTGGCACCA	UpstreamP1_CTCF	40
chr15	76102425	76102575	id-34806	1.83e-05	+	CAGGAATTTTCACAGCTCACCTGATGATGGCACTG	V_CTCF_BR	38
chr15	76129426	76129576	id-34807	1	+	NA	NONE	21
chr15	76177697	76177847	id-34808	1	+	NA	NONE	15
chr15	76214207	76214357	id-34809	2.19e-05	-	AGGTCCTTCAGGACGTATTCCAGAAGGAGGCACTG	UpstreamP1_CTCF	40
chr15	76221105	76221255	id-34810	1.56e-05	-	CAGGAACTAAAAGCTGCTACCGCTAGGAGGTGGCA	Upstream_CTCF	40
chr15	76221674	76221824	id-34811	1	+	NA	NONE	37
chr15	76248232	76248382	id-34812	1	+	NA	NONE	11
chr15	76349892	76350042	id-34813	2.89e-07	+	GGTGCTGTGAAGTAAGACATCACCAGGGGGCAGCA	Upstream_CTCF	40
chr15	76351305	76351455	id-34814	3.16e-06	+	CTCCACCGGGGCGATGCTGCCTCCAAGGGGCGCAA	UpstreamP1_CTCF	35
chr15	76351654	76351804	id-34815	2.66e-05	-	GTTTCATCCGCGCGGGGCGCCCGGTGAGGGAGCGG	V_CTCF_BR	28
chr15	76352231	76352381	id-34816	8.9e-05	-	CGGCTCTGCAGCGGCGCCGGCCGCGGCTCGCGCTC	UpstreamP1_CTCF	1
chr15	76431933	76432083	id-34817	3.13e-10	-	GCTGCACTACTGCTTTTGACCACCAGAGAGCAGTG	Upstream_CTCF	40
chr15	76440360	76440510	id-34818	2.19e-08	+	GGTGTACAGCGGCGGGTGACCGCTAGATGGCGGCG	V_CTCF_BR	40
chr15	76443396	76443546	id-34819	3.67e-09	-	GGTGTTATCCCCAGAATTGCCACGAGAGGGCAGGC	Upstream_CTCF	40
chr15	76478107	76478257	id-34820	8.52e-08	+	CTGCACTTACACTTCATTCCCTCCAGGTGGGGTCC	UpstreamP1_CTCF	40
chr15	76483201	76483351	id-34821	1.39e-07	+	GGTGCGAGGCGTGCGGGGAACACTAGGTGGCGGTG	V_CTCF_BR	40
chr15	76483732	76483882	id-34822	5.01e-06	-	GAACACTGGCTCGTTTTCTCCACGAGGAGGCACCC	V_CTCF_BR	5
chr15	76489007	76489157	id-34823	3.97e-05	-	GAGCTGCTTCCTCCTCACGGCTGGGGCTGGCACCC	UpstreamP1_CTCF	14
chr15	76527674	76527824	id-34824	8.5e-06	+	TTTTTATTACAATAACTTTCCAACAGATGGCAGTA	Upstream_CTCF	39
chr15	76571331	76571481	id-34825	1	+	NA	NONE	3
chr15	76577687	76577837	id-34826	2.89e-07	-	GTTGCACACCTAGTCACTGGCACCAGGGGGAGCAT	Upstream_CTCF	40
chr15	76622757	76622907	id-34827	5.35e-09	-	CTGCATTTTCCTCATCTTTCCAGAAGGGGGAACCC	UpstreamP1_CTCF	40
chr15	76626294	76626444	id-34828	2.5e-09	-	CAGGGGTTCAGACAGCTGGCCAGGAGGGGGCAGCC	V_CTCF_BR	40
chr15	76633426	76633576	id-34829	6.75e-05	-	TGGCGGATGGGACTGCCCGCCACCAGGGGCGTCCC	UpstreamP1_CTCF	26
chr15	76756149	76756299	id-34830	2.01e-05	+	GGTCCAGGTCATGGTTCTGCCACTAGGTAGCTCTG	Upstream_CTCF	4
chr15	76881472	76881622	id-34831	1.21e-06	+	TGTGTTGTTTGGTCTCCTGCCAGGAGGTGGCATTT	Upstream_CTCF	7
chr15	76917733	76917883	id-34832	1	+	NA	NONE	22
chr15	76935145	76935295	id-34833	3.63e-06	+	TTCACCATTTAGGGTACTACCACTAGGGGGTAGTA	V_CTCF_BR	34
chr15	77024777	77024927	id-34834	1.41e-09	+	CTGTTATGCCCAGACAGGGCCACCAGAGGGCTGCT	UpstreamP1_CTCF	37
chr15	77133329	77133479	id-34835	4.21e-05	-	ATCTGTATTCTCCGTTGGTGCTGTAGATGGCACTA	V_CTCF_BR	40
chr15	77159182	77159332	id-34836	6.18e-07	-	TCTGTAAAATCTCCATACAGCACTAGGTGGCACAC	Upstream_CTCF	39
chr15	77195807	77195957	id-34837	2.28e-05	+	CTTGCACCATGTAAGGAGACAGCTAGAGGGTGCCA	Upstream_CTCF	40
chr15	77223675	77223825	id-34838	6.46e-07	+	GAGGGGCACATGGAGTGGACCAGGAGTGGGCAGGA	V_CTCF_BR	12
chr15	77233721	77233871	id-34839	3.81e-05	+	ATGTAGAATCATTAGTCTACCAAAAGATGGCAGTT	UpstreamP1_CTCF	16
chr15	77253790	77253940	id-34840	8.71e-06	+	ATTCCCTGGGTCTGTTTCCCCAGCAGAGGGCTAAC	V_CTCF_BR	12
chr15	77256075	77256225	id-34841	8.02e-05	+	ACGGATGCTCTGTGGTGCCCCACGAGGAGGAGTTT	Upstream_CTCF	17
chr15	77263280	77263430	id-34842	1	+	NA	NONE	14
chr15	77265776	77265926	id-34843	7.73e-06	+	TGCTGCTCCACCTTCCTGGGCTCTAGGAGGCGCTG	V_CTCF_BR	40
chr15	77267149	77267299	id-34844	4.7e-06	+	GCTCACCCTGCCCACATATCCACCAGGGGCTGCCG	V_CTCF_BR	7
chr15	77288819	77288969	id-34845	1.15e-07	-	CTGCAGCCCCAGGAAAAGGCCCGGGGAGGGCAGGG	UpstreamP1_CTCF	10
chr15	77306140	77306290	id-34846	1	+	NA	NONE	6
chr15	77316733	77316883	id-34847	2.5e-09	+	GCGTCATGAGGCCATATGGCCGCCAGGGGGCAGCC	V_CTCF_BR	40
chr15	77321940	77322090	id-34848	1	+	NA	NONE	6
chr15	77323821	77323971	id-34849	8.21e-05	-	TCCACCTCCCCTCCCATCCCCGGCAGAGGGGGCAG	V_CTCF_BR	15
chr15	77327538	77327688	id-34850	1.18e-09	+	GGAGCAGGTGCTGAGATGGCCTGCAGAGGGCGCCA	V_CTCF_BR	40
chr15	77356847	77356997	id-34851	1	+	NA	NONE	9
chr15	77368009	77368159	id-34852	6.21e-05	+	GTGTGCCGGGGTGGCAGTGCCGGCAGCAGCCGCCT	V_CTCF_BR	9
chr15	77386830	77386980	id-34853	1.38e-06	+	GAACGGATTCTCCCCTAAGCCTCCGGAGGGCGCCC	V_CTCF_BR	38
chr15	77400127	77400277	id-34854	6.43e-06	+	GAAGCCTGCAGGTGACTGCTCACCAGAGGGCGATC	V_CTCF_BR	40
chr15	77400510	77400660	id-34855	8.99e-05	+	AGCAAAGTACCACAGCAAACCAAAGGGTGGCACCA	V_CTCF_BR	28
chr15	77405257	77405407	id-34856	7.44e-06	+	GGAGCAATGAGCCACTTAAACACTGGGAGGCAGTC	Upstream_CTCF	20
chr15	77411245	77411395	id-34857	1.38e-06	+	GAGAGCCTGAGCCACAGTGACACTAGAGGGAGCTG	V_CTCF_BR	40
chr15	77472037	77472187	id-34858	1	+	NA	NONE	2
chr15	77478954	77479104	id-34859	5.68e-06	+	AGGCAAACACCTTTAGCAAGCACCAGATGGAGCTG	V_CTCF_BR	39
chr15	77604080	77604230	id-34860	1	+	NA	NONE	2
chr15	77711976	77712126	id-34861	3.45e-05	+	GCAGGTCCCAACTTTCCTTCCTCTGGGGGGCGTCG	V_CTCF_BR	33
chr15	77713356	77713506	id-34862	1	+	NA	NONE	7
chr15	77721579	77721729	id-34863	1	+	NA	NONE	1
chr15	77789265	77789415	id-34864	2.74e-08	-	GCAGTGTTTCCTAGCCGGGACAGCAGAGGGCGCCA	V_CTCF_BR	40
chr15	77798638	77798788	id-34865	4.73e-07	+	TGTGCACTCCCCTCCCTCTCCACCAGTTGCTGGTT	Upstream_CTCF	10
chr15	77807047	77807197	id-34866	2.4e-05	+	TTGTACAAAGGCCTCTCTGGCTACAGAGGGCGCAG	V_CTCF_BR	5
chr15	77832132	77832282	id-34867	1	+	NA	NONE	28
chr15	77835783	77835933	id-34868	1.96e-08	-	AGTGCCCAGGGGCCTCCGGCCACTGGAGGGCAGCA	V_CTCF_BR	40
chr15	77836036	77836186	id-34869	1	+	NA	NONE	1
chr15	77839375	77839525	id-34870	1	+	NA	NONE	4
chr15	77841686	77841836	id-34871	1	+	NA	NONE	21
chr15	77861065	77861215	id-34872	1.26e-07	-	AGGCCTGGCCTGGGGGCAACCAGCTGGGGGCAGGG	V_CTCF_BR	9
chr15	77863601	77863751	id-34873	3.4e-06	-	GGCTCAGCATTCTGCTCCTCCCCTAGGGGGCGGGG	Upstream_CTCF	2
chr15	77876698	77876848	id-34874	9.66e-05	-	AGTTTAGTCTCACTGGGGGCCTCAGAGGGGCAGCA	Upstream_CTCF	37
chr15	77909986	77910136	id-34875	7.8e-08	+	GCTGTCCAAGGTCACCCAGCCAGTAGAGGGAGCAA	V_CTCF_BR	38
chr15	77923485	77923635	id-34876	8.58e-06	-	GTCCTCTGCTTGGTTTGGGCAGCCAGAGGGCGCAT	UpstreamP1_CTCF	26
chr15	77925939	77926089	id-34877	1.73e-11	+	GAGGCCCTGCACCCAGTGGCCAGCAGAGGGCAGCG	V_CTCF_BR	40
chr15	77926882	77927032	id-34878	6.34e-08	+	TCTTCTATGGCTGAATGGACCAGCAGGGGGCAGGC	Upstream_CTCF	39
chr15	77935979	77936129	id-34879	4.68e-07	+	ACCATGGTTCAGGGCTTAACCCCCAGAGGGCAGCA	V_CTCF_BR	13
chr15	77942743	77942893	id-34880	1.74e-08	+	CCATAGCAACCCTGGGCATCCAGCAGGGGGCAGCC	V_CTCF_BR	37
chr15	77947438	77947588	id-34881	1.04e-06	-	CAGGAAGTTCCCTCCCGACCCTGTAGGTGGAGCTG	Upstream_CTCF	39
chr15	77952168	77952318	id-34882	1.55e-08	+	AGCAGCTGCCTAGCCTCCTCCAGCAGAGGGCACCC	V_CTCF_BR	39
chr15	78001954	78002104	id-34883	8.56e-05	-	AAGCAGTGGGCCTGCAGCGCCACTGGAAAGCTTCA	UpstreamP1_CTCF	7
chr15	78015262	78015412	id-34884	1	+	NA	NONE	4
chr15	78077386	78077536	id-34885	1.74e-07	-	TGTGTAATTTGCATGACAGCCTGGAGAGGGCGCCG	Upstream_CTCF	39
chr15	78112700	78112850	id-34886	5.68e-06	+	AAGGACGGTCAGACCACGCCATCCAGGGGGCGCTC	V_CTCF_BR	34
chr15	78113915	78114065	id-34887	5.12e-07	-	CTCCTACTTCCAGCTCCGGACAGCAGGGGGAGGCT	UpstreamP1_CTCF	40
chr15	78156659	78156809	id-34888	5.65e-05	-	TGCTTCTCGTTCAGTTCTTCCACGAGGAGGTGCTG	V_CTCF_BR	10
chr15	78162895	78163045	id-34889	2.58e-09	+	CTGCAGTACCCAATTATTGCCACTGGGCGGAAGCA	UpstreamP1_CTCF	40
chr15	78164494	78164644	id-34890	4.59e-07	+	GTGGACTTACTTCTCCAGGGCAGTGGGGGGCGCCA	UpstreamP1_CTCF	36
chr15	78167563	78167713	id-34891	6.39e-08	-	AGGAGCAGCCATGAATTAGCCAGGAGGGGGCAGTG	V_CTCF_BR	40
chr15	78192790	78192940	id-34892	3e-09	-	CTGCTATTACCACCCAGGACCATCAGAGGGCGCCC	UpstreamP1_CTCF	35
chr15	78194379	78194529	id-34893	4.96e-08	+	ACTGCCATCCCTGGGCCTGCCCCTAGGTGGAAGAG	Upstream_CTCF	40
chr15	78195329	78195479	id-34894	3e-09	+	CGGCTGTGTGGCAGCATGGCCACCAGGTGGTGCCA	UpstreamP1_CTCF	40
chr15	78200632	78200782	id-34895	4.43e-05	+	CCGCCCCGCTGCACCAGCTCCACACGGGGGCGCAC	V_CTCF_BR	38
chr15	78202926	78203076	id-34896	8.16e-07	+	AACAGGCCACCCGGTGCAGACAGGAGAGGGAGGCA	V_CTCF_BR	24
chr15	78209668	78209818	id-34897	1.03e-06	-	CCCTCATGCCCAGGGTTTTCCTGCAGGTGGAGCTG	V_CTCF_BR	21
chr15	78245404	78245554	id-34898	1.04e-06	+	GATGCAGGGGCGGCCCTCGCCCACAGGAGGTGCTG	Upstream_CTCF	37
chr15	78251828	78251978	id-34899	3.34e-10	+	AAGCAGTTCCCCCATATAACCTGCAGGTGGCACCA	UpstreamP1_CTCF	40
chr15	78259240	78259390	id-34900	2.27e-06	+	TGCAGATTTCTCAGGCTGGCCTGAAGGTGGTGCTG	V_CTCF_BR	40
chr15	78276051	78276201	id-34901	9.84e-05	+	AGCAGAGAAGGCAGAGCCACCAGCAGAGGGGGTCC	V_CTCF_BR	31
chr15	78287365	78287515	id-34902	3.41e-08	-	GCTGCTGGGCAACTGGAGGACTGCAGGGGGCGCCA	Upstream_CTCF	39
chr15	78292521	78292671	id-34903	5.37e-06	+	CTGCAGGACCATGCAAGGCCCAGCAGTGTGGGAGG	UpstreamP1_CTCF	31
chr15	78297401	78297551	id-34904	9.26e-05	+	TTGTACACATCTCTTCTCCCAACTAGGAGGCAGAC	UpstreamP1_CTCF	24
chr15	78340674	78340824	id-34905	1	+	NA	NONE	8
chr15	78362093	78362243	id-34906	6.05e-06	+	CCCTTCTGCTATGAGGACACCACTAGAAGGCACCA	V_CTCF_BR	4
chr15	78365143	78365293	id-34907	4.11e-07	+	CAGCAGTTTCCAGACATGTCCAGCAAAAGGTACTA	UpstreamP1_CTCF	12
chr15	78368624	78368774	id-34908	9.51e-07	-	TCCAGCTAAGGTCACACAGCCAGTAGGTGGCAGAT	V_CTCF_BR	32
chr15	78369983	78370133	id-34909	2.04e-05	-	GCGAAGGGGCGGTGCGGAGGGGGTAGGGGGCGCAG	V_CTCF_BR	11
chr15	78400786	78400936	id-34910	2.58e-10	-	AGGCTGGCTGTCTCACCAGCCACCAGAGGGCGGCG	V_CTCF_BR	40
chr15	78405671	78405821	id-34911	2.83e-07	+	GGGATCAAGCTGAGACTCTCCACAAGAGGGCACTC	V_CTCF_BR	40
chr15	78419134	78419284	id-34912	1.06e-05	+	CTTGTTTCCCTGGGACTCACCCCAAGGAGGCAGTG	Upstream_CTCF	5
chr15	78423759	78423909	id-34913	2.47e-08	+	GCTGCAGCGCGCCCGGGTCCCGGCAGGAGGCGACC	Upstream_CTCF	40
chr15	78469826	78469976	id-34914	1.09e-06	+	TCGGCCATTACAAAGAGGCACACTAGGCGGCGCCC	Upstream_CTCF	40
chr15	78473388	78473538	id-34915	9.71e-06	-	GCTGCCTGACTGCTGCCTGCCACCAGGGTTCTGTG	Upstream_CTCF	37
chr15	78486991	78487141	id-34916	4.17e-05	-	GCTGTGGTCTCCCCCACCCCACAGAGGAGGCGCTG	Upstream_CTCF	2
chr15	78488101	78488251	id-34917	4.38e-09	-	ATAGGCGAGGTGGGTCTGGCCAGCAGGTGGCAGGG	V_CTCF_BR	40
chr15	78533383	78533533	id-34918	7.42e-09	-	TGGGTGGGAGGCGCTCTGGCCAGCAGGGGTCAGCA	V_CTCF_BR	40
chr15	78534556	78534706	id-34919	4.41e-06	-	CTTCCTATCCCCGGTCTCTCCACAGGAGGGAGCCA	V_CTCF_BR	38
chr15	78555652	78555802	id-34920	1	+	NA	NONE	7
chr15	78557343	78557493	id-34921	9.25e-06	+	TGGGCGCCGTGCGGCGCGGTCGGTGGAGGGCGCTT	V_CTCF_BR	25
chr15	78564834	78564984	id-34922	1	+	NA	NONE	1
chr15	78577235	78577385	id-34923	1.31e-05	+	CCCCAGGAGAGGGCCCCAGACACCAGCTGCAGCAA	V_CTCF_BR	31
chr15	78591489	78591639	id-34924	7.9e-07	-	CTGTATTAACCGAAGTTTTCCAGTAGTGGGCCACG	UpstreamP1_CTCF	31
chr15	78596322	78596472	id-34925	3.36e-05	-	GTGGGGTCCTTTCTGGGGTCCACGAGGGTGCAGGC	UpstreamP1_CTCF	4
chr15	78600861	78601011	id-34926	2.31e-07	+	GGGGCTTTACCACGGCTGGCCAGAGGATGGCAGTC	Upstream_CTCF	40
chr15	78608126	78608276	id-34927	5.77e-08	+	GCAGCACTCAGGGGCTTGGCCACAAGAGGGAGGGA	V_CTCF_BR	38
chr15	78609663	78609813	id-34928	3.65e-07	-	AGCAGCACGCTGTGAGTGTCCAGAAGAGGGCTCCC	V_CTCF_BR	39
chr15	78629229	78629379	id-34929	1	+	NA	NONE	13
chr15	78683397	78683547	id-34930	5.86e-07	-	GAGGCACTTCTCACTGACTCCAGCAGAAGGCTTCC	Upstream_CTCF	6
chr15	78689353	78689503	id-34931	6.98e-07	+	ATAAACATATCAGCCCCGGCCCCTAGAGGGCACTG	V_CTCF_BR	40
chr15	78707865	78708015	id-34932	5.38e-05	-	ATACCATGCGCTAAATTGGTCACCAGAGGGAGTCT	V_CTCF_BR	39
chr15	78715300	78715450	id-34933	1.13e-11	-	CTGCTGTTAGGCCTAGTGGCCTCCAGGGGGCAGCA	UpstreamP1_CTCF	39
chr15	78731370	78731520	id-34934	1	+	NA	NONE	39
chr15	78774805	78774955	id-34935	9.81e-06	-	TGAAGAATGTGAAGACTGGTCACTAGAGGGTGCTG	V_CTCF_BR	40
chr15	78799871	78800021	id-34936	2.68e-05	+	CCTGCTCTACCTCCTAGCGCCGGTGCGCGGCCGAG	Upstream_CTCF	30
chr15	78833032	78833182	id-34937	4.31e-07	+	CAAGCCTGGACGCCGGGGCCCGCGAGGGGGCGGGC	V_CTCF_BR	33
chr15	78858414	78858564	id-34938	1	+	NA	NONE	37
chr15	78863114	78863264	id-34939	6.15e-05	+	ACTGGGTTATTCTTTGTTGTCAGAGGGGGGCGTCC	Upstream_CTCF	8
chr15	78910851	78911001	id-34940	6.34e-08	+	AAAGCAAATAAAACAGTCACCACCAGGGGGCAGCA	Upstream_CTCF	40
chr15	78911825	78911975	id-34941	1	+	NA	NONE	5
chr15	78912376	78912526	id-34942	1.38e-06	-	CTCCCGCTCTCCAGAGGAGCCTGCTGGGGGAAGCC	V_CTCF_BR	28
chr15	78931185	78931335	id-34943	1.1e-06	+	CAGTTAAACAGAGAAGCCGCCACTAGGGGTCAGTC	V_CTCF_BR	39
chr15	78933864	78934014	id-34944	1	+	NA	NONE	17
chr15	78988286	78988436	id-34945	7.27e-06	+	ACAGGCGCCAGCTCCCTCACCAGCAGGGTGCACCA	V_CTCF_BR	13
chr15	79001847	79001997	id-34946	4.28e-10	-	AAGCAGTTCCCGCATATAACCTGCAGGTGGCACCA	UpstreamP1_CTCF	40
chr15	79007248	79007398	id-34947	5.67e-06	+	AGTGTCCTTATAAGACAAGACACCAGAGGGTGCAC	Upstream_CTCF	24
chr15	79028758	79028908	id-34948	7.73e-06	+	CCCTCATGCCCAGGGTCTTCCTGCAGGTGGAGATG	V_CTCF_BR	12
chr15	79030582	79030732	id-34949	5.01e-09	-	CCTGTGAAGCTGGCTCTGGCCACTAGGGGGCAGGA	V_CTCF_BR	29
chr15	79032909	79033059	id-34950	7.12e-06	-	CTGCCCCGCTGCACCGGCTCCACACGGGGGCGCAC	UpstreamP1_CTCF	39
chr15	79043474	79043624	id-34951	5.37e-06	-	CTGCAGGACCATGCAAGGCCCAGCAGTGTGGGAGG	UpstreamP1_CTCF	39
chr15	79048645	79048795	id-34952	3.2e-08	-	CCTGCAGTCCTCCAGTTGCCCAGCAGCGGTGGGAC	Upstream_CTCF	40
chr15	79051333	79051483	id-34953	2.73e-07	-	CCTGCTCCTCTGGGACAGATCTGCAGGGGGCAGCG	Upstream_CTCF	22
chr15	79056884	79057034	id-34954	7.73e-06	+	GAGTGCCAGGTGGCACAGGGCCGCAGGTGGCAGCG	V_CTCF_BR	4
chr15	79059924	79060074	id-34955	2.23e-06	+	CAGGTGGCCTGCAGGCTCACCAGCAGGGGGGGCCA	UpstreamP1_CTCF	28
chr15	79080701	79080851	id-34956	2.27e-06	-	CTGCGCACCTTGTGGGTGTCCAGGGGAGGGCAGGC	V_CTCF_BR	3
chr15	79082379	79082529	id-34957	2.8e-05	+	GCAGGGGTGCTGACAGATGCCTCCAGAGTCCAGCA	Upstream_CTCF	4
chr15	79088160	79088310	id-34958	2.68e-05	+	GCTGCAATCAGCCACAGTGCCCCCGGTGGGACTTA	Upstream_CTCF	6
chr15	79100951	79101101	id-34959	2.57e-08	-	CTGCAATTACTCCTTGCTGGCACTGGGTGGTGCTA	UpstreamP1_CTCF	40
chr15	79102873	79103023	id-34960	3.65e-07	+	CAAGACCCGGCCCCCCGAGCCGCCAGGGGCCGCGC	V_CTCF_BR	6
chr15	79103942	79104092	id-34961	1.61e-09	-	AAGGCCTGGCAGGGCTCCGCCGGCAGGGGGCGCTC	V_CTCF_BR	40
chr15	79120045	79120195	id-34962	1	+	NA	NONE	6
chr15	79129999	79130149	id-34963	1.73e-06	+	TTTCTGTGCTGAATTCTCTCCTGAAGAGGGCAGGC	UpstreamP1_CTCF	11
chr15	79152602	79152752	id-34964	1.28e-06	+	GGAAACGGAAAGGTGCTGACCACTAGAGGGCTGTT	V_CTCF_BR	40
chr15	79165962	79166112	id-34965	4.01e-05	+	GCAGCGCCCCCTTCCACGACGACCAGAAGGTTGCC	Upstream_CTCF	39
chr15	79166360	79166510	id-34966	1	+	NA	NONE	20
chr15	79200092	79200242	id-34967	2.11e-06	+	GGCTTCTTGTTAGGTTCTGCCAGTAGAGGGCATTA	V_CTCF_BR	40
chr15	79202237	79202387	id-34968	3.29e-05	+	CATTATGTTACCATAGTGGCCATAAGGTGTCGCTG	Upstream_CTCF	40
chr15	79206422	79206572	id-34969	6.18e-07	+	CCTGCTGTTCCTACTCATGCAGACAGGTGGCCCAC	Upstream_CTCF	39
chr15	79218767	79218917	id-34970	2.6e-06	+	CTGGCCTGGTCGTCAGGGCCCTGCAGGTGTCACCA	V_CTCF_BR	9
chr15	79243395	79243545	id-34971	1	+	NA	NONE	37
chr15	79272165	79272315	id-34972	2.27e-06	-	TCCAGACATTGCCAAATGTCCACTAGGGGGCAAAA	V_CTCF_BR	40
chr15	79295083	79295233	id-34973	4.7e-08	-	GGGAAGGCAGAGGGCACCCCCAGCAGAGGGCACAG	V_CTCF_BR	11
chr15	79299579	79299729	id-34974	2.18e-07	-	GACGATTCCAGTGGCGTAAGCACCAGAGGGCGCTG	V_CTCF_BR	39
chr15	79317695	79317845	id-34975	9.25e-06	-	ATGTCTGAAAAGGGCAAGATCACCAGGGGGCGCCT	V_CTCF_BR	32
chr15	79320812	79320962	id-34976	3.18e-09	+	GCTGTAATACCCCTCCTCTCCAAGAGATGGCGCCA	Upstream_CTCF	40
chr15	79322929	79323079	id-34977	3.83e-09	-	TCCAGGATGTGGGGCTGAGCCACCAGAGGGCGGAG	V_CTCF_BR	27
chr15	79327642	79327792	id-34978	2.67e-06	-	CCTGCATTCTCATTTAGCACCACCAGGCACCCCCA	Upstream_CTCF	36
chr15	79358358	79358508	id-34979	2.91e-05	-	TATGTGTCACCTGCTTCCTCCTCTAGGGGGGCAGG	Upstream_CTCF	5
chr15	79422990	79423140	id-34980	4.11e-07	+	ATGTAATTTACCCTAATGACCACAAGGTGCTGGGG	UpstreamP1_CTCF	38
chr15	79461304	79461454	id-34981	1.43e-05	-	GTTGTGTTCCCTCTGAGACCCACAGGGAGGCAGCC	Upstream_CTCF	23
chr15	79464446	79464596	id-34982	4.02e-07	+	TGTGTTGTTATAGGGGAGGCCACCAGGGGCTGTGG	Upstream_CTCF	27
chr15	79476833	79476983	id-34983	8.76e-09	-	CTGCCAGGGCCCTTTCTCACCACCAGGTGGCGCTT	UpstreamP1_CTCF	40
chr15	79477628	79477778	id-34984	3.36e-07	+	GGAACTCTGCAAACCTCCACCAGCTGAGGGCGCTG	V_CTCF_BR	40
chr15	79488264	79488414	id-34985	1.55e-07	+	GGTGCAGTTCCCTGTTTGCTCAGAGGGTGGTGCCG	Upstream_CTCF	30
chr15	79500635	79500785	id-34986	1.48e-06	-	GACATTGACCCAGAAGATGCCACCAGGTGGCAGTT	V_CTCF_BR	26
chr15	79502276	79502426	id-34987	1.01e-05	-	AAGGCTACCCCAGCATCCTCAGGCAGGGGGCGCAT	Upstream_CTCF	34
chr15	79511064	79511214	id-34988	2.47e-08	+	GGTGCAGTCTAGCAATTGGACACTAGAGGGTGGAC	Upstream_CTCF	39
chr15	79589016	79589166	id-34989	1.56e-06	+	CAGCATCTCTGGCCTCCACTCACTAGATGGCAGTA	UpstreamP1_CTCF	37
chr15	79603468	79603618	id-34990	1.09e-06	+	TCGGTAGTCGTCGCCCCAGCCCGCCGGGGGCGCAG	Upstream_CTCF	38
chr15	79612457	79612607	id-34991	1.73e-08	-	CTGTTATGCCTGGACAGGGCCGCCAGAGGGCTCCT	UpstreamP1_CTCF	15
chr15	79631053	79631203	id-34992	1.21e-09	+	CTGTTATGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr15	79632464	79632614	id-34993	1.22e-07	+	GCAGCAATATGAGAAATGACCACAAGAGGACAGTA	Upstream_CTCF	40
chr15	79657017	79657167	id-34994	1.35e-05	+	CTGTCAGAGAGGAGTTTGGCCACTGGATGGCCAAA	UpstreamP1_CTCF	11
chr15	79673474	79673624	id-34995	1.96e-08	+	CCATGCAAGGCGATTGCTACCACCAGGTGGCAGCA	V_CTCF_BR	40
chr15	79689318	79689468	id-34996	1	+	NA	NONE	1
chr15	79723987	79724137	id-34997	3.4e-06	+	CACTCTTCGCCCCTGCTTGCCACTGGGGGCCGCAG	V_CTCF_BR	26
chr15	79724522	79724672	id-34998	5.08e-07	-	CCAGGGCCAGCGCGCCGCGGCTGAAGGGGGCGCTC	V_CTCF_BR	33
chr15	79725039	79725189	id-34999	2.91e-05	-	TCCCGAATCCCTGCTCTGTCCACCAGGTGCGGCCC	Upstream_CTCF	7
chr15	79726060	79726210	id-35000	9.11e-08	+	CCAGCATTACTGGGCCCGCCCTGCAGGTGGAAGCT	Upstream_CTCF	23
chr15	79743083	79743233	id-35001	9.81e-06	+	AAATACTCCTTTTTTATAACCTGCAGAGGGTGCTG	V_CTCF_BR	36
chr15	79757645	79757795	id-35002	2.89e-07	-	TCTGCACCTTTGCCTACGCCCTCAAGTGGGCACCA	Upstream_CTCF	2
chr15	79833039	79833189	id-35003	1.48e-06	+	ATTGCAATTATTGTAATGACCAGCAGGGACAGAGT	Upstream_CTCF	21
chr15	79835584	79835734	id-35004	1.46e-08	-	TCAGCAATGCCTGGTCAACCCAGCAGGGGGCTGTG	Upstream_CTCF	19
chr15	79851096	79851246	id-35005	2.27e-05	-	AGTTTGGACGGCGCCCCCGCTGGCAGATGGCGAGA	V_CTCF_BR	9
chr15	79866653	79866803	id-35006	1	+	NA	NONE	12
chr15	79867530	79867680	id-35007	1	+	NA	NONE	3
chr15	79885529	79885679	id-35008	1.73e-05	-	ACTGAGGCAGAAGCCTAGTCCTGCAGCTGGAGCAA	V_CTCF_BR	36
chr15	79885930	79886080	id-35009	1.75e-07	-	CAGTAATTTCAAAGTACTTCCAGTAGGTGGAAGTC	UpstreamP1_CTCF	38
chr15	79888456	79888606	id-35010	7.55e-07	-	TGCTCATAACATACTCCAGCCTCTAGGGGGAGCTG	V_CTCF_BR	40
chr15	79965882	79966032	id-35011	4.94e-06	+	GAACCACTTCCGCAAAGCCACAGCAGGGGGAGGGC	Upstream_CTCF	20
chr15	79968447	79968597	id-35012	1	+	NA	NONE	27
chr15	79975226	79975376	id-35013	1	+	NA	NONE	7
chr15	80061605	80061755	id-35014	2.34e-06	+	ATGCATCCCTGGCCTCTACCCATTAGATGGCAGTA	UpstreamP1_CTCF	37
chr15	80071099	80071249	id-35015	1	+	NA	NONE	6
chr15	80140630	80140780	id-35016	1	+	NA	NONE	21
chr15	80142240	80142390	id-35017	1.26e-07	-	TAATCACCACATCAGACTGCCTCCAGAGGGCACTG	V_CTCF_BR	40
chr15	80145958	80146108	id-35018	3.18e-06	-	CTCTGCATGTTTCTAGCTGACAGGAGGTGGCAGTA	V_CTCF_BR	39
chr15	80150945	80151095	id-35019	2.81e-05	-	TGAATAGTTTTCTTAATTTCCAGCAGATGTCAGTG	V_CTCF_BR	28
chr15	80188979	80189129	id-35020	2.81e-05	+	GCCAAGAGCGTCCAGACCACGACTAGGGGGCGTGC	V_CTCF_BR	35
chr15	80189591	80189741	id-35021	1	+	NA	NONE	23
chr15	80193292	80193442	id-35022	5.65e-05	+	CAGTCTTCTAAAATATTGGAAGGTAGGGGGCACCA	V_CTCF_BR	13
chr15	80285840	80285990	id-35023	3.39e-10	-	GCTGCAGTTCCATTTGAGAACACGAGATGGCGCCC	Upstream_CTCF	40
chr15	80345065	80345215	id-35024	1	+	NA	NONE	1
chr15	80351673	80351823	id-35025	2.66e-05	+	AAACCGCGGCGGGAAGCGCCCCAGAGAGGGCAGTG	V_CTCF_BR	21
chr15	80353173	80353323	id-35026	1.7e-05	+	ACTGCACTCCAGCCTGGCGACAGAGGGAGACTCCG	Upstream_CTCF	35
chr15	80379542	80379692	id-35027	2.91e-05	+	GCTGTAGTTTTTTACATGCCCACTAGTCGTGCTTG	Upstream_CTCF	32
chr15	80383348	80383498	id-35028	1.9e-06	+	TAGGTGTTACTTGACTTGGCCACTAGGAGGAAGAG	Upstream_CTCF	39
chr15	80465776	80465926	id-35029	9.88e-07	-	GCTGCATTCTATGAGTTGGGGTCCAGGTGGCGCCA	Upstream_CTCF	40
chr15	80472932	80473082	id-35030	5.12e-07	+	GTGCATGTGTCACTCACTTCCTGCAGGGGGCTGGC	UpstreamP1_CTCF	9
chr15	80476377	80476527	id-35031	8.89e-06	-	CTTGCAAGTTGCAAGCTCAACACCAGATGGGGTTT	Upstream_CTCF	35
chr15	80495990	80496140	id-35032	1.24e-05	+	GAGAGCAGGCACTGTGCTGGCTCGTGGGGGCGCTG	V_CTCF_BR	8
chr15	80527274	80527424	id-35033	1.11e-05	-	CCTGCCCAAGGTCACCCAGCCACCAGGGGGGCAGA	Upstream_CTCF	40
chr15	80534595	80534745	id-35034	7.49e-07	+	CTGCAGAAACTCTCCTGGCCCGCAAGGGGGCTCCT	UpstreamP1_CTCF	40
chr15	80536939	80537089	id-35035	8.99e-05	-	TTGTGTCTTCTTTGCCTCAACCACAGAGGGCAGTG	V_CTCF_BR	4
chr15	80600469	80600619	id-35036	1.1e-05	-	CCTGACTGAGTGAGACCTCCCAACAGGGGTCGCCA	V_CTCF_BR	11
chr15	80602243	80602393	id-35037	7.27e-06	-	AAATAATGCCTTGTTACCTGCACCAGGGGGCAGTC	V_CTCF_BR	40
chr15	80615751	80615901	id-35038	1	+	NA	NONE	32
chr15	80657826	80657976	id-35039	4.41e-06	-	GACTGGTCACTCCGGGTCACCACAAGGGGCCTCTG	V_CTCF_BR	1
chr15	80659571	80659721	id-35040	4.88e-05	-	CATGGAGAGGATCCCTATTCAACTAGGTGGCGCTG	V_CTCF_BR	35
chr15	80708054	80708204	id-35041	5.28e-05	+	GGTAGTGTTCCTGATTTGACCACTGGGTGGATAGG	Upstream_CTCF	12
chr15	80711366	80711516	id-35042	2.59e-06	+	GATCTGTTAGGTCTGTCTGCCACTAGATGGCGTGG	UpstreamP1_CTCF	40
chr15	80743493	80743643	id-35043	9.84e-06	+	CTGCTGGGCCTGGCTCAGGCCATCTGAAGGGAGAG	UpstreamP1_CTCF	3
chr15	80748256	80748406	id-35044	8.76e-09	+	TCGCTCTTCCCCATGGTGAACACTAGGTGGCAGCG	UpstreamP1_CTCF	40
chr15	80768022	80768172	id-35045	5.72e-07	+	CTGCAATTAGTATACATTACCACTAGAGGTTGTCG	UpstreamP1_CTCF	32
chr15	80799995	80800145	id-35046	1.1e-05	+	GGGAGCGCTCTGTCCGAAGCCAGGGGAGGGCAGAT	V_CTCF_BR	5
chr15	80805162	80805312	id-35047	3.63e-05	-	GGAGGAAAATGTTATGTTCTCAGTAGATGGCAGCA	V_CTCF_BR	33
chr15	80827593	80827743	id-35048	1	+	NA	NONE	5
chr15	80860116	80860266	id-35049	2.43e-06	+	TTGGAAAAGTCTACTGTGGACGGTAGAGGGCAGTG	V_CTCF_BR	40
chr15	80862953	80863103	id-35050	1	+	NA	NONE	5
chr15	80877172	80877322	id-35051	3.71e-05	-	GATGTCTGCCCCTGGTCCACCACTGGGTGACGTCC	Upstream_CTCF	6
chr15	80877925	80878075	id-35052	4.65e-05	+	TGCCCACTGACTGAGACACTCAGTAGGGGGTGCAG	V_CTCF_BR	4
chr15	80878173	80878323	id-35053	2e-06	-	AGTGCAGCGTTAGGCTTTCTCAGCAGAGGACGCTG	Upstream_CTCF	18
chr15	80893088	80893238	id-35054	4.65e-05	+	ACAGGGACCAGCTAGACTTCCAATAGATGGTGCTC	V_CTCF_BR	3
chr15	80912175	80912325	id-35055	1.21e-05	+	ACTGCACAAAACCATTCTTCCACAAGATGGCTCTT	Upstream_CTCF	37
chr15	80929112	80929262	id-35056	1	+	NA	NONE	18
chr15	80952566	80952716	id-35057	8.13e-06	+	TTGGCAGTTCCAAAGAGAGCCTCATGGTGGGGACT	Upstream_CTCF	38
chr15	80966207	80966357	id-35058	8.71e-06	-	CTAGTTTGAAGCTGGTTCCCCAGAGGAGGGCAGCA	V_CTCF_BR	21
chr15	80988838	80988988	id-35059	3.73e-06	-	ACAGTGCCACTACTTTGCCCCACCAGGAGGCAAAC	Upstream_CTCF	38
chr15	81040276	81040426	id-35060	4.01e-05	-	CGTGCAACGCATACCCAATGCAGCAGCAGGAAAGC	Upstream_CTCF	12
chr15	81050991	81051141	id-35061	1	+	NA	NONE	7
chr15	81068896	81069046	id-35062	6.8e-06	-	TGAGCATACTTAAGTCCCACCAACAGGGGTCGCCC	Upstream_CTCF	32
chr15	81071374	81071524	id-35063	1.26e-07	-	AGAGTCCCGCCCGCAGCAGCCAGGTGAGGGCGCTG	V_CTCF_BR	40
chr15	81079691	81079841	id-35064	1.97e-06	-	GGCAAGTGTTTTGGTATGGCCAGTAGAAGGAGCCC	V_CTCF_BR	25
chr15	81127779	81127929	id-35065	2.47e-07	+	CCGCATGGCCACCCTTCAGCCTGCAGGGGCAGCCA	UpstreamP1_CTCF	34
chr15	81138965	81139115	id-35066	2.18e-07	+	CCTGCCGGTGGTCCCGATGCCACTAGGTGGGGCAG	Upstream_CTCF	6
chr15	81148840	81148990	id-35067	2.02e-06	-	CTCCGGGACCCCTAACTCACCACTAGGGGACCCCA	UpstreamP1_CTCF	39
chr15	81173263	81173413	id-35068	1	+	NA	NONE	6
chr15	81203540	81203690	id-35069	2.23e-06	+	ATGCAGTCACACCTTTCTCACACAGGGTGGTGATG	UpstreamP1_CTCF	11
chr15	81207917	81208067	id-35070	1	+	NA	NONE	14
chr15	81227277	81227427	id-35071	1	+	NA	NONE	20
chr15	81229023	81229173	id-35072	1.39e-07	+	TCCCCAGCCACCCTCTTTACCTGGAGGGGGCGCTC	V_CTCF_BR	12
chr15	81235771	81235921	id-35073	1.5e-05	-	AATTCAGTTCCATACAAGATGTCCAGGTGGCGTTG	Upstream_CTCF	6
chr15	81262495	81262645	id-35074	1.71e-06	-	TAAAAATTAAAGGATGTACCCACTAGGGGGCAGCA	V_CTCF_BR	40
chr15	81269979	81270129	id-35075	2.12e-06	+	ATTCAGGGACTCGTTTATGCCACCAGGGTGTGGCG	UpstreamP1_CTCF	40
chr15	81274669	81274819	id-35076	4.21e-05	-	TAAAAGCTCTAGAAACCCATCACATGGGGGCGCTC	V_CTCF_BR	20
chr15	81283915	81284065	id-35077	1.1e-05	-	ACTAGGATAGGGCTCCAAGCCACTGGGTGGAGCAA	V_CTCF_BR	24
chr15	81288677	81288827	id-35078	7.1e-07	-	CTGTAGTGCCACCTGTTGGTCAGTAAGAGGCATTC	UpstreamP1_CTCF	40
chr15	81295014	81295164	id-35079	8.61e-08	+	ACCGCGTGACGCGATGCCGCCACGAGGTGGAGCAG	V_CTCF_BR	4
chr15	81362346	81362496	id-35080	2.96e-05	+	CCCTAGGACTGGACACGTTCCACTAGGGGGTGTAC	V_CTCF_BR	9
chr15	81398932	81399082	id-35081	1.85e-07	+	AAGCTGTACCCACGAATTGCCACATGAGGGCACAC	UpstreamP1_CTCF	40
chr15	81400884	81401034	id-35082	4.1e-06	-	CCAAAACTTCCACCTTGCCCCACCAGAGGGCCCTA	Upstream_CTCF	40
chr15	81410774	81410924	id-35083	4.7e-06	-	CCAGCGGGTGAGTGGCTTTCCCGCTGAGGGCGGCC	V_CTCF_BR	1
chr15	81426527	81426677	id-35084	1	+	NA	NONE	15
chr15	81438497	81438647	id-35085	2.66e-05	+	CTTGTCAGTGCCAGGCCAACCCCTGGATGGCAGGG	V_CTCF_BR	4
chr15	81443842	81443992	id-35086	1.56e-05	-	AGTGCTTCACAATCACCGTCAGCCAGGCGGCAGTC	Upstream_CTCF	2
chr15	81444804	81444954	id-35087	1	+	NA	NONE	17
chr15	81448087	81448237	id-35088	7.62e-09	+	TTGCAGTTTTCCAAAGTGGCCACGAGATGTCAATG	UpstreamP1_CTCF	40
chr15	81456653	81456803	id-35089	8.21e-06	-	CAGACAACTATGGCCAGTATCAGCAGAGGGAGCTG	V_CTCF_BR	35
chr15	81458100	81458250	id-35090	4.34e-05	-	AGTGTGAGGCATACACCTGCCTGGAGATGGGAGAA	Upstream_CTCF	2
chr15	81467399	81467549	id-35091	6.84e-06	+	TATTACTTGCTTATCTCCACCTCAAGGGGGAGCAA	V_CTCF_BR	24
chr15	81468880	81469030	id-35092	8.99e-05	+	ACTATACAGTCCAGTCTCTACGCTAGAGGCCGCTA	V_CTCF_BR	7
chr15	81475593	81475743	id-35093	1.47e-05	+	CAGTTTCAGCAGAAGCAGAACAGAAGAGGGAGCTG	V_CTCF_BR	21
chr15	81487203	81487353	id-35094	1.76e-05	+	TTGAACTTCCTAGTTCTAACCAGGGCGGGGCTCTC	UpstreamP1_CTCF	0
chr15	81491916	81492066	id-35095	1.24e-05	+	ACATGGCTACCTTGCTCAGCCAATAGGAGGCGGTC	V_CTCF_BR	7
chr15	81527294	81527444	id-35096	5.17e-06	+	CTCTCAGCACTGTTCATCACCACTAGGGGCCATAA	Upstream_CTCF	19
chr15	81533307	81533457	id-35097	2.66e-05	-	GTGGGGAAAGAGACACTTTTCAACAGAGGGCGCTG	V_CTCF_BR	15
chr15	81549438	81549588	id-35098	5.55e-07	-	CCTGAAGGACTCCTTTTCAGCAGCAGATGGTGCTA	Upstream_CTCF	38
chr15	81558274	81558424	id-35099	1.91e-09	-	CAGCAGTTGCAAGTGCCTGGCACAAGGGGGCGCTC	UpstreamP1_CTCF	40
chr15	81558874	81559024	id-35100	4.65e-05	-	AAGGAGGGGTGAGATGCTACAGACAGAGGGCGCTG	V_CTCF_BR	40
chr15	81567495	81567645	id-35101	3.42e-08	+	GAGCGATGTCCCTGGATGACCACGAGATGGCGCTG	V_CTCF_BR	40
chr15	81586894	81587044	id-35102	2.86e-06	-	CTGCAGAACGGCCTTGTCTCCAGGAGACGGTGCTG	UpstreamP1_CTCF	16
chr15	81589280	81589430	id-35103	1	+	NA	NONE	2
chr15	81589668	81589818	id-35104	3.5e-05	+	CAGCCATCCTGGGCAGCTACCTCTAGGGTGCCAAC	UpstreamP1_CTCF	4
chr15	81626324	81626474	id-35105	5.13e-05	+	TATGGTGGCTGTAGTTTGACCCCTAGGGGCCTCTC	V_CTCF_BR	9
chr15	81629066	81629216	id-35106	1	+	NA	NONE	39
chr15	81649622	81649772	id-35107	6.18e-07	+	TCTGCATTTTGCTAACATGCCACAAGGGGGTTGGG	Upstream_CTCF	29
chr15	81660927	81661077	id-35108	1	+	NA	NONE	5
chr15	81693106	81693256	id-35109	2.73e-07	-	ACTGCAGAACTTAATTTAGCCACAAGATGGAGACT	Upstream_CTCF	40
chr15	81702734	81702884	id-35110	2.97e-06	+	CTGTGAATCTAACATCAAACCTCCAGATGGCACCA	V_CTCF_BR	39
chr15	81703512	81703662	id-35111	1	+	NA	NONE	29
chr15	81773019	81773169	id-35112	1.76e-09	+	GGTGCATTATTATAAATCCCCACTAGGGGGCAGTA	Upstream_CTCF	40
chr15	81816340	81816490	id-35113	4.43e-05	+	TGCCCCTGACCTGAGGCTACCACTAGGGGTTTCCT	V_CTCF_BR	11
chr15	81905110	81905260	id-35114	8.79e-07	-	CTCCTGTACCAGAGAGAAGACAGCAGAGGGGGCTA	UpstreamP1_CTCF	6
chr15	81935430	81935580	id-35115	2.72e-06	-	AGGCAGTGCAGGGCAGCTACCAGCAGGGCCCATTT	UpstreamP1_CTCF	4
chr15	81938002	81938152	id-35116	1	+	NA	NONE	4
chr15	82036825	82036975	id-35117	1	+	NA	NONE	1
chr15	82045556	82045706	id-35118	1.23e-05	-	GGGTGTTGTCCCCAATTCACCACCAGAGGACATCT	UpstreamP1_CTCF	16
chr15	82078194	82078344	id-35119	1	+	NA	NONE	7
chr15	82101985	82102135	id-35120	3.88e-06	-	GGGTCTTTATGCAGCAGAGTCACTAGGTGGCACTA	V_CTCF_BR	33
chr15	82105675	82105825	id-35121	3.84e-06	+	CAGTAGTAGCAGCAACTCACCTTTAGGAGGAGCTC	UpstreamP1_CTCF	36
chr15	82186520	82186670	id-35122	8.23e-05	-	AGGTAAACGCCCTCAGAGGCCAGTGGGGGGTGATT	UpstreamP1_CTCF	3
chr15	82232049	82232199	id-35123	2.83e-10	-	CTGCAATTAGGGAAGGGTGCCACTAGGTGGCAGTA	UpstreamP1_CTCF	40
chr15	82299241	82299391	id-35124	7.73e-05	-	GCTGTGTTCCTTTCTGGAGGCTCTAGGGGCAGAAT	Upstream_CTCF	9
chr15	82335419	82335569	id-35125	5.08e-05	+	GGAGGGGTTCCCCCTTCCCCCAGCACGGTGCGCAC	Upstream_CTCF	6
chr15	82335895	82336045	id-35126	3.45e-05	-	TTCCTCCTCCGTGGTCTTCCCCGGGGGTGGCGCCA	V_CTCF_BR	6
chr15	82339548	82339698	id-35127	8.81e-07	-	GAGACGGTCCCTGGGAGATCCGGGAGGGGGCGCAG	V_CTCF_BR	40
chr15	82344076	82344226	id-35128	6.48e-05	-	GAGCCATTTCCTACTCTGGCCTTCAGCTTGCGGTC	UpstreamP1_CTCF	4
chr15	82374328	82374478	id-35129	2.31e-06	+	GTTGTTATTCAGTAACACACCTGGAGGGGGCCCTG	Upstream_CTCF	34
chr15	82395953	82396103	id-35130	5.52e-05	-	ATCATCTGCTGCATTTTGGCCACCGAGGGGAGCAA	UpstreamP1_CTCF	33
chr15	82397940	82398090	id-35131	2.81e-06	-	TCTGTTTTCTTGGGCTCAGCCAGTGGGAGGCACCC	Upstream_CTCF	19
chr15	82400942	82401092	id-35132	3.86e-08	+	AGGGCAGTACGGCAGGGCTCCACCAGAGGGGAGCA	Upstream_CTCF	40
chr15	82404645	82404795	id-35133	7.73e-05	+	GGCGCTGCCCTCAAGCAGGGCCCAAGAGGCAACAG	Upstream_CTCF	5
chr15	82416828	82416978	id-35134	1.19e-06	+	TCTCTATAGCAGCAGACGTCCTGCAGGGGGAACTG	V_CTCF_BR	16
chr15	82432243	82432393	id-35135	2.47e-07	-	TTTCCGTTCCTAATAACCGCCACTAGGGGGAAATC	UpstreamP1_CTCF	39
chr15	82468973	82469123	id-35136	2.55e-06	-	AATGTACCACTTTATGCTTCCACCAGGGGTATCTG	Upstream_CTCF	16
chr15	82490457	82490607	id-35137	5.96e-07	-	CACAACTGCACTGAGATGAACACAAGGGGGCAGCC	V_CTCF_BR	40
chr15	82514002	82514152	id-35138	1.21e-06	+	TAGGCAATCAAAACTGCTGGCACTAGGGGGCCACA	Upstream_CTCF	40
chr15	82573854	82574004	id-35139	1	+	NA	NONE	23
chr15	82574822	82574972	id-35140	6.51e-05	+	TCAACCATGGGAAATCCCACCACCTGAGGTCAAGA	V_CTCF_BR	7
chr15	82660080	82660230	id-35141	1	+	NA	NONE	3
chr15	82824887	82825037	id-35142	5.77e-08	-	CCGCCGCCCCCGCTCCACTCCGCCAGGGGGCGCTG	V_CTCF_BR	19
chr15	83002193	83002343	id-35143	1	+	NA	NONE	31
chr15	83034535	83034685	id-35144	2.18e-07	+	TGTGATTTACGTTATGTTGCCACTAGGTGGCACTA	V_CTCF_BR	33
chr15	83220472	83220622	id-35145	1	+	NA	NONE	2
chr15	83254060	83254210	id-35146	2.67e-06	+	GCGGCAAAGTCTGGACATTCCAGCAGATGGGGGTG	Upstream_CTCF	22
chr15	83290848	83290998	id-35147	2.78e-06	+	TAGGGAATGTGGAGAGGGCCCTCTAGGTGGCAGAC	V_CTCF_BR	37
chr15	83306439	83306589	id-35148	1.64e-05	+	AGTACAAATCTAATCACCTACTCCAGAGGGCAGTG	V_CTCF_BR	0
chr15	83316118	83316268	id-35149	7.12e-06	+	GCGCCGGGTGCTAAAGAGACCCGCAGGGGGCGTGA	UpstreamP1_CTCF	30
chr15	83317101	83317251	id-35150	2.1e-06	+	TCGGAACTGTAGCCCCTGGGCTCCAGGAGGCGCAC	Upstream_CTCF	18
chr15	83349271	83349421	id-35151	6.51e-05	-	CCTATGTCATGGACCCCGACCACCGGCTGCTGCTG	V_CTCF_BR	13
chr15	83419655	83419805	id-35152	1.01e-05	-	AATGCAACAGGTGTTGCTGCCTCCAGCAGGCGTCA	Upstream_CTCF	24
chr15	83439601	83439751	id-35153	7.84e-05	+	ATACAATGACTTCTGTGTATCTGCAGGGGGTGCTG	V_CTCF_BR	3
chr15	83460922	83461072	id-35154	1	+	NA	NONE	4
chr15	83474926	83475076	id-35155	2.66e-05	+	TCTTACTACTCAAGTGTCACCAGGAGAGGTCACAT	V_CTCF_BR	3
chr15	83478682	83478832	id-35156	4.7e-08	+	CGGGGCTCCGCGGCGCGCACCGGCAGTTGGCGGCG	V_CTCF_BR	27
chr15	83501329	83501479	id-35157	2.1e-06	-	CCGGCAACTCAATGAACCGCCACCGGAGGGGTGGT	Upstream_CTCF	27
chr15	83518493	83518643	id-35158	1.23e-05	+	AGGAAGCTCTTCAACTCCACCTTCAGGTGGCGCTG	UpstreamP1_CTCF	40
chr15	83519677	83519827	id-35159	3.4e-06	-	AAAAGCTGGCAGTGACTGCACGCCAGATGGCACCG	V_CTCF_BR	3
chr15	83549464	83549614	id-35160	2.19e-05	-	GGGCCTCTCTTCTTTTCTTCCACCAGATGACACTC	UpstreamP1_CTCF	1
chr15	83559563	83559713	id-35161	1	+	NA	NONE	6
chr15	83612060	83612210	id-35162	1	+	NA	NONE	14
chr15	83628602	83628752	id-35163	1	+	NA	NONE	8
chr15	83669271	83669421	id-35164	1.43e-05	-	TTAGAATTTCAATTTACATCCAAGAGGTGGCACCA	Upstream_CTCF	39
chr15	83679697	83679847	id-35165	8.58e-08	+	GGGGCACTGGAGAATGCTGCCAGCAGGAGGCAGTG	Upstream_CTCF	40
chr15	83680386	83680536	id-35166	8.59e-05	-	CGAGACTCGCTCCCGCCGGCCTTAAGGTGTCGCCC	V_CTCF_BR	40
chr15	83736200	83736350	id-35167	1	+	NA	NONE	24
chr15	83754328	83754478	id-35168	1.85e-05	+	ACTGCAAAGCACTAAACCTCAAATAGGGGGCTCTC	Upstream_CTCF	21
chr15	83781503	83781653	id-35169	5.93e-06	-	CCAGCAGTGCTACCAGGAACAGGATGAGGGCAGCA	Upstream_CTCF	19
chr15	83787082	83787232	id-35170	9.81e-06	+	AAAGATGCTCATCAAGCTACCAGGAGAGGCCAGCA	V_CTCF_BR	7
chr15	83832736	83832886	id-35171	7.84e-05	-	TCTTTCATAGATTGATGAACTCCCAGAGGGCGCTG	V_CTCF_BR	9
chr15	83847844	83847994	id-35172	3.29e-05	-	ACAGAATGCCCCACCAGGGGCAGTGGGAGGCAGGT	Upstream_CTCF	1
chr15	83877014	83877164	id-35173	2.84e-05	-	CTTTCCGGCAGCTTGGTGCCCAGCAGAGGGTCCCC	UpstreamP1_CTCF	30
chr15	83878245	83878395	id-35174	3.18e-06	+	GTTGTCAGTTGGAAGCCAACCAGGGGAGGGCAGTA	V_CTCF_BR	12
chr15	83879342	83879492	id-35175	1	+	NA	NONE	8
chr15	83917261	83917411	id-35176	3.47e-09	+	TTGCAATAACCAAGTAATTCCAGCAGAGGGCACTA	UpstreamP1_CTCF	39
chr15	84041473	84041623	id-35177	2.2e-07	-	TTGCATTTGTGAGGCAGAGACAGCAGATGGCACAG	UpstreamP1_CTCF	6
chr15	84048052	84048202	id-35178	3.8e-08	+	GGCGAGGACAGGGAGTGCACCAGCAGAGGGAACCC	V_CTCF_BR	22
chr15	84049492	84049642	id-35179	3.88e-06	-	CAGGTCTGCTGCTGTGAAGCCACTTGAGGGCGCCT	V_CTCF_BR	39
chr15	84064963	84065113	id-35180	7.44e-05	+	CCCGTAGCTCACTGCTTTGCCAGCAGGACTAACCA	Upstream_CTCF	6
chr15	84105424	84105574	id-35181	7.84e-05	-	ATTACTGTTAGGATTACGGTCTATAGGGGGCAGTG	V_CTCF_BR	39
chr15	84107550	84107700	id-35182	4.58e-08	+	CTGTCGCTTCTCAACACCACCACAAGGTGGCAGCA	UpstreamP1_CTCF	40
chr15	84115712	84115862	id-35183	1	+	NA	NONE	35
chr15	84228235	84228385	id-35184	2.38e-07	-	TGCACATTCTGACTTCTGGCCACTAGAGGGTACCA	V_CTCF_BR	40
chr15	84234445	84234595	id-35185	6.05e-06	+	AGGTTGTAAATTATAGGAACCAATAGAGGGCGCCC	V_CTCF_BR	39
chr15	84240974	84241124	id-35186	6.86e-07	-	GAAGTACTTACCATTTGGACCACTAGATGGGGATA	Upstream_CTCF	40
chr15	84265851	84266001	id-35187	1.56e-06	-	AGGCAAGGACTGCAGGCAGCCTCTAGAAGGCAGGA	UpstreamP1_CTCF	3
chr15	84322676	84322826	id-35188	2.43e-06	+	CGTGCACTTGCCGGGCGGTGCAGGTGGCGGCGCGC	Upstream_CTCF	1
chr15	84323544	84323694	id-35189	1	+	NA	NONE	8
chr15	84326415	84326565	id-35190	8.16e-07	+	TGTATTTTCTGGTGTAGAGCCTGTAGGGGGCACTC	V_CTCF_BR	33
chr15	84403456	84403606	id-35191	4.14e-06	+	GGACATTATGCCCAGATTGCCCCCAGGGGTCACTC	V_CTCF_BR	33
chr15	84415856	84416006	id-35192	1.5e-05	-	CTAGGATTTCAGACACTTGCAGCAAGAGGGCAGCC	Upstream_CTCF	30
chr15	84431266	84431416	id-35193	1	+	NA	NONE	8
chr15	84444610	84444760	id-35194	1.73e-05	+	TGGTAAGTTCCTAAGACAACCACATGCTGGCACTC	V_CTCF_BR	16
chr15	84506842	84506992	id-35195	1.71e-06	-	TTGATTGTCCCCGTACAAGCCTGCAGGTGGAGCCA	V_CTCF_BR	39
chr15	84511150	84511300	id-35196	1.16e-05	+	CCTGCCCGTCTGCATGCTCCCCCTAGGGGCTTGAG	Upstream_CTCF	12
chr15	84642687	84642837	id-35197	3.09e-07	-	CTATAGGGTATGCTGTTGGCCTCTAGGGGGAGCAG	V_CTCF_BR	37
chr15	84662492	84662642	id-35198	5.17e-06	-	GATGAGCTTTTCTTTCTTACCAGAAGGTGGCAAAA	Upstream_CTCF	24
chr15	84692513	84692663	id-35199	5.51e-07	-	ATCCACAGGCTTCTCCAAACCACCAGAGGGAGCTG	V_CTCF_BR	39
chr15	84703697	84703847	id-35200	9.25e-06	-	AATAAAAAGCAAGGTCTGTCCAGTAGAGGGCGTAA	V_CTCF_BR	34
chr15	84704263	84704413	id-35201	7.62e-07	-	GAAGTAATCCTATCATTAGCCAGTAGGAGGAGACT	Upstream_CTCF	39
chr15	84777613	84777763	id-35202	1.11e-05	+	TGAGCATTCTGCTAGTAAGCCACAAGGTGGGAGGC	Upstream_CTCF	37
chr15	84788243	84788393	id-35203	2.55e-06	-	CAGGCAATCAAAATTGCTGGCACTAGGTGGCCACA	Upstream_CTCF	29
chr15	84811669	84811819	id-35204	9.51e-07	+	CACAACTGCACTGAGATGAACACAAGGGGGCAGTC	V_CTCF_BR	40
chr15	84841361	84841511	id-35205	1	+	NA	NONE	21
chr15	84864475	84864625	id-35206	1.22e-08	+	TGGCTCTGTGGCAGTGCGGCCACCAGGTGGTGCCA	V_CTCF_BR	39
chr15	84915141	84915291	id-35207	5.97e-08	-	ATGGCAGTCCCCGTGAAATCCACCAGGTGTCACCA	Upstream_CTCF	31
chr15	84915400	84915550	id-35208	1.46e-07	-	CCTGTGAAGCCGGCTCTGGCCACTAGGGGACAGGG	Upstream_CTCF	37
chr15	84976632	84976782	id-35209	6.82e-05	-	CCAGGCCGCCACACAGCTCCCCGCAGAGGCCTCGG	V_CTCF_BR	6
chr15	85048919	85049069	id-35210	1.15e-07	+	CCTGTGAAGCCAGCTCTGGCCACTAGGGGACAGGG	Upstream_CTCF	3
chr15	85106832	85106982	id-35211	8.89e-06	-	ATCGCACTACTGCATCCAGCCTCTGGGTGACAGAG	Upstream_CTCF	38
chr15	85113986	85114136	id-35212	1	+	NA	NONE	22
chr15	85114216	85114366	id-35213	1	+	NA	NONE	31
chr15	85118808	85118958	id-35214	1	+	NA	NONE	21
chr15	85131298	85131448	id-35215	1.77e-09	+	AAGCAGTTCCCACACATAACCTGTAGGTGGCACCA	UpstreamP1_CTCF	40
chr15	85141589	85141739	id-35216	3.63e-05	+	AACAGAGATGGCTGTAGTACCACCAGAGGTCATGG	V_CTCF_BR	3
chr15	85142361	85142511	id-35217	1.71e-06	+	TGCAGACTTCTCAGGCTGGCCTGGAGGTGGTGCTA	V_CTCF_BR	40
chr15	85177261	85177411	id-35218	2.43e-06	-	CCGGTCCCTGGACGGCGGCGCTGCAGCGGGCGGCG	V_CTCF_BR	12
chr15	85181522	85181672	id-35219	2.96e-05	-	GGAGATATACACAGCCGAATCACCAGGTGTCACTA	V_CTCF_BR	32
chr15	85198055	85198205	id-35220	1.82e-07	+	CTAGTGACACTTGCCTGCGCCAGTAGGTGGCAGAG	V_CTCF_BR	40
chr15	85201585	85201735	id-35221	1.15e-07	-	GCCGGTGCCCGGTCCTTAGCCTGAAGGTGGCGGGC	V_CTCF_BR	35
chr15	85291261	85291411	id-35222	2.46e-06	-	GGGCAGGGGCCGAGGCCGCCCACTAGAGGAACAGG	UpstreamP1_CTCF	29
chr15	85291994	85292144	id-35223	9.78e-07	-	GTGGGGTGGCGGCCCGGGCCCGCCAGGCGGCGGTC	UpstreamP1_CTCF	34
chr15	85292869	85293019	id-35224	1.84e-05	+	GTGCAGTGTGGTGCACAGTGTGGCAGAGTGCGGAG	UpstreamP1_CTCF	25
chr15	85326836	85326986	id-35225	3.36e-07	-	TTGATACTTTTTCTAGTGGCCTCCAGAGGGCTCCG	V_CTCF_BR	12
chr15	85327062	85327212	id-35226	5.13e-05	+	TAAGTCCCCTGTTGGGTCACCTCTAGGGAGCGCCA	V_CTCF_BR	21
chr15	85360289	85360439	id-35227	6.15e-05	-	TCTGGAGAGGCCCGGGAGGCCTCGGGAGGAAGGCG	Upstream_CTCF	11
chr15	85360828	85360978	id-35228	7.16e-08	-	GGCGCAGGCCCAGCCCAGGCCTCCAGGGGCCAGGC	Upstream_CTCF	21
chr15	85361598	85361748	id-35229	2.59e-06	-	GTGAAGGGAAACTGAGCTGCCCACAGGGGGCAGGA	UpstreamP1_CTCF	21
chr15	85362562	85362712	id-35230	7.82e-06	-	CTGTCCTTGTCTCTCAGAACCTCTAGGGGTCTGTG	UpstreamP1_CTCF	26
chr15	85364784	85364934	id-35231	6.49e-06	-	CAAGCAGGAAGGGTGCTGCCCCCGAGAGGGAGCTG	Upstream_CTCF	22
chr15	85369663	85369813	id-35232	4.88e-05	-	CGTTCCTAGGTGTGAAGCGCCACCTGAAGGCAGGT	V_CTCF_BR	38
chr15	85369899	85370049	id-35233	1.26e-05	-	TTGGCTGCTCCAGGACCAACCAGCAGGAGTGCCAA	Upstream_CTCF	5
chr15	85382857	85383007	id-35234	5.26e-07	+	GTGGCACCTCCCGCTCCTACCTCTAGGTGTCGAGA	Upstream_CTCF	2
chr15	85388895	85389045	id-35235	2.55e-09	+	CATGTAAGTCCCACACTGGCCACTGGGTGGCACAC	Upstream_CTCF	40
chr15	85405581	85405731	id-35236	3.18e-06	+	GATGGATACCACATGGGTACCGCTAGATGGCAGGG	V_CTCF_BR	15
chr15	85407450	85407600	id-35237	1	+	NA	NONE	25
chr15	85414819	85414969	id-35238	9.51e-07	-	CCCGAGAGGCTGGGTCAGGCCTGCAGGAGGCAGCA	V_CTCF_BR	23
chr15	85421869	85422019	id-35239	2.78e-06	-	TTTCCAGGGCCTCTGGGTGTCAGTAGGGGGCGCCT	V_CTCF_BR	40
chr15	85433357	85433507	id-35240	7.17e-05	+	AGTGAACTTCCTCCTGAGCCCTGGAGGCAGGGACT	Upstream_CTCF	0
chr15	85471528	85471678	id-35241	6.67e-08	-	GTGCAGTGACTGTCATGAGCCAGGTGGGGGCAAAA	UpstreamP1_CTCF	40
chr15	85478304	85478454	id-35242	3.06e-08	-	TGTCCACCATGTCTCCCAGCCAGGAGAGGGCAGCA	V_CTCF_BR	37
chr15	85498670	85498820	id-35243	4.43e-05	-	AGCCACCAATGCATCCACCCCACCTGGTGGAAGAA	V_CTCF_BR	40
chr15	85524479	85524629	id-35244	1.39e-07	-	GCCGAGCCCCCAGCGGTGACCTCCAGCGGGTGCTG	V_CTCF_BR	29
chr15	85544269	85544419	id-35245	1.31e-05	-	GTGTGAGGCACAGGAAGAAGCTGGAGAGGGCGCAG	V_CTCF_BR	4
chr15	85548685	85548835	id-35246	8.59e-05	-	TCAAAATGTTCTTTTAGGAACACCAGGGGGCATAT	V_CTCF_BR	23
chr15	85554042	85554192	id-35247	1	+	NA	NONE	8
chr15	85587616	85587766	id-35248	9.51e-07	-	TGGTCCTTTCCAGATCCACCCACAAGATGGCACCA	V_CTCF_BR	40
chr15	85616985	85617135	id-35249	9.25e-06	-	ATGGGAAAGGCTGCTTAGGCCTGGAGGGGTCACTG	V_CTCF_BR	3
chr15	85646482	85646632	id-35250	1.03e-06	+	ATGCAGTCAGAGGAAATGTTCGGCAGGGGGAGCAT	UpstreamP1_CTCF	1
chr15	85664102	85664252	id-35251	2.15e-05	-	GTCAGCTGGAAGGCCAAGGCCGCATGGTGGCTCTC	V_CTCF_BR	0
chr15	85712201	85712351	id-35252	1.39e-05	-	TGATACTTCCCACACTCCTCCACTGGGGGGCGATG	V_CTCF_BR	40
chr15	85794234	85794384	id-35253	1.46e-07	-	ATGGCAGTCCTCGTGAAATCCACCAGGTGTCACCA	Upstream_CTCF	30
chr15	85833042	85833192	id-35254	2.01e-05	-	GTTGAAACAAACAATCTTGCCACTGGGTGCCAACC	Upstream_CTCF	38
chr15	85839899	85840049	id-35255	4.48e-07	+	TGTGCTATGAAAGACTGTCCCAGCAGATGGCAGAA	Upstream_CTCF	40
chr15	85856175	85856325	id-35256	2.81e-05	+	ACTTCCTGCACTTTCCCCACCAGTAGGAGGCTGCT	V_CTCF_BR	36
chr15	85861268	85861418	id-35257	2.5e-05	+	CTGTATATGCCCCAGGCCACCAGATGGGGGAGAGT	UpstreamP1_CTCF	39
chr15	85867598	85867748	id-35258	1	+	NA	NONE	5
chr15	85874453	85874603	id-35259	1.92e-05	-	TTGAAGGGACCAAGTGCAGCCTCTAGCGGCTGCTT	UpstreamP1_CTCF	40
chr15	85878565	85878715	id-35260	5.01e-06	+	TTGAGTAAGCCCTGAGGAGCCAGCAGGAGGTGCTC	V_CTCF_BR	21
chr15	85956710	85956860	id-35261	1.84e-05	-	TTGCAGCACAATAACCCAAAAGCCAGGGGTCAGGG	UpstreamP1_CTCF	22
chr15	85957836	85957986	id-35262	3.45e-05	-	TCTTAGAAATGCATCCACACCAGGAGAAGGCACTC	V_CTCF_BR	26
chr15	85958400	85958550	id-35263	2.19e-05	-	TCATCAAAGCCTCTGCTGTCCACCAGGCGCCATCT	Upstream_CTCF	11
chr15	85987180	85987330	id-35264	2.04e-05	-	ACTAGGATAAAAATTCCTGCCAGCAGATGTCAATC	V_CTCF_BR	15
chr15	85997761	85997911	id-35265	3.22e-05	-	AGGGAGTGGCCAACAGAGCCGACTAGAGGCAGCTA	UpstreamP1_CTCF	9
chr15	86021157	86021307	id-35266	5.86e-07	+	TGTGCTTCTCCTCCTGTGTCCACTTGGTGGAACTT	Upstream_CTCF	25
chr15	86029319	86029469	id-35267	1	+	NA	NONE	40
chr15	86048423	86048573	id-35268	6.46e-07	-	TTGGTCCATTAAAACAAAGCCAGCAGATGGCGCTC	V_CTCF_BR	40
chr15	86083408	86083558	id-35269	5.74e-05	-	GAGAAGGGATTCCATTCCACCTGTGGAGGACAGCA	UpstreamP1_CTCF	1
chr15	86087011	86087161	id-35270	2.72e-05	+	GAGCTCTCAGTATCCACAACCAGGAAGGGGCGACG	UpstreamP1_CTCF	14
chr15	86104065	86104215	id-35271	5.13e-05	-	AAACACTGCATTAAAGTAACCTACAGGTGGCAGTT	V_CTCF_BR	1
chr15	86108934	86109084	id-35272	1.19e-06	-	GTGGCTATGTGTGACAGGACCAGTAGAGGGAAGGA	V_CTCF_BR	4
chr15	86123244	86123394	id-35273	2.12e-06	-	CAGTTTTGCAACCAAATCGCCACTAGAAGTCACTG	UpstreamP1_CTCF	14
chr15	86135443	86135593	id-35274	1	+	NA	NONE	29
chr15	86159356	86159506	id-35275	1.63e-05	+	TTTGGGTCTTCAGCATCCCCCACTAGGTGGTGTCC	Upstream_CTCF	40
chr15	86163273	86163423	id-35276	1	+	NA	NONE	14
chr15	86185861	86186011	id-35277	1	+	NA	NONE	5
chr15	86250327	86250477	id-35278	1	+	NA	NONE	4
chr15	86273592	86273742	id-35279	4.44e-06	+	TGTCACTTTCCATAAATTACCACAAGGTGGTGCTC	UpstreamP1_CTCF	40
chr15	86292079	86292229	id-35280	9.81e-06	+	CTTCCCCTACCTTTCGTCACCACCTGAGGGCATGA	V_CTCF_BR	10
chr15	86303740	86303890	id-35281	8.21e-05	+	TCCCAGGCCCAGGACACCATCTATAGATGGCAGTA	V_CTCF_BR	29
chr15	86311095	86311245	id-35282	5.97e-08	-	AATGCAGTCCCACCTCTTCCCACTGGGTGAAGGTC	Upstream_CTCF	5
chr15	86332496	86332646	id-35283	8.56e-05	-	CTCAAGGGAGCCCAGCAGGGCAGGAGGAGGCGACT	UpstreamP1_CTCF	5
chr15	86343784	86343934	id-35284	5.93e-06	+	GCTTCAGTTCCCAAGGGAGGAGCCAGGTGTCAGTG	Upstream_CTCF	26
chr15	86345989	86346139	id-35285	3.09e-06	+	GCAGCAGGCATGTGCAGAAACACCAGGGGGAGCTT	Upstream_CTCF	39
chr15	86374863	86375013	id-35286	5.01e-06	-	GAGTACAAGACTGAGAATGTCAGCAGAGGGCGCTG	V_CTCF_BR	40
chr15	86383893	86384043	id-35287	5.77e-08	-	GAAATGTTCAGGGCTCTTGCCGCCAGAGGGCGCGC	V_CTCF_BR	40
chr15	86397690	86397840	id-35288	7.09e-08	+	ATGCAGGATAATCAATGTTCCACTAGGTGGCACTG	UpstreamP1_CTCF	40
chr15	86402115	86402265	id-35289	9.49e-08	+	CAGTGACATTCTCAGCTGACCTCTAGGGGGCAGCA	V_CTCF_BR	40
chr15	86408441	86408591	id-35290	2.2e-06	+	TTTGCAGAAGTGCTGAGATCCACAAGATGGCAGCA	Upstream_CTCF	40
chr15	86423879	86424029	id-35291	2.66e-05	-	AAAAGTCACGACCATTTGTCCAGAAGGAGGAGCAG	V_CTCF_BR	6
chr15	86495249	86495399	id-35292	1.04e-05	-	AGTTTATGGCTGAATTTGACCACAAGAGGCCAGAA	V_CTCF_BR	1
chr15	86583681	86583831	id-35293	1.64e-06	+	CCTGTAATGGCAGGTGCGGAAGGCAGGTGGAGCAG	Upstream_CTCF	6
chr15	86588370	86588520	id-35294	1.55e-05	+	GTTTACAAACTGTGACCAACCACTGGTGGGAGCTG	V_CTCF_BR	10
chr15	86620391	86620541	id-35295	1	+	NA	NONE	3
chr15	86658483	86658633	id-35296	1	+	NA	NONE	19
chr15	86683212	86683362	id-35297	3.36e-05	-	GGGGAATACCAAGACCTGACCACCAGGGGCGCTGT	UpstreamP1_CTCF	35
chr15	86722203	86722353	id-35298	4.24e-07	-	CTTGTTGCTGCTGGCCAGACCACCAGGTGGCCCAT	Upstream_CTCF	8
chr15	86756782	86756932	id-35299	2.1e-06	+	GTTGCTATTCTATGTCCTGCCAAGTGAGGGAGCAC	Upstream_CTCF	16
chr15	86775484	86775634	id-35300	1	+	NA	NONE	36
chr15	86795718	86795868	id-35301	1.37e-05	+	TATGGATAATGCAGTGTAGCCAGCAGGTGGGGGTA	Upstream_CTCF	5
chr15	86799958	86800108	id-35302	1	+	NA	NONE	4
chr15	87167909	87168059	id-35303	1.41e-06	+	CTGTGATGAGCTGACCTGGCCACAGGGTGTCACAA	UpstreamP1_CTCF	34
chr15	87234438	87234588	id-35304	3.81e-05	+	TTCTTTTGTCTCTTAGCAAACTGCAGGGGGCAAGA	V_CTCF_BR	13
chr15	87286641	87286791	id-35305	3.03e-05	-	ACCTTCATCTCACAACCCGACACCAGGGGACGCTC	Upstream_CTCF	31
chr15	87300049	87300199	id-35306	2.96e-05	-	GGTCAACACAACCAAACTACAGCCAGAGGGAGCTA	V_CTCF_BR	10
chr15	87316919	87317069	id-35307	1.84e-06	+	CCCTGATGCTGTCCACCTACCACTAGTTGGCTCTG	V_CTCF_BR	3
chr15	87420743	87420893	id-35308	1	+	NA	NONE	10
chr15	87437675	87437825	id-35309	1	+	NA	NONE	1
chr15	87447044	87447194	id-35310	1.92e-05	+	GTCTTGTTACCAACAATTGCCTGTAGAGGTCCAGG	UpstreamP1_CTCF	6
chr15	87459163	87459313	id-35311	5.68e-06	+	TCTTGTTTCCTCCAAATGGCCTGTAGAGGTCAGAA	V_CTCF_BR	37
chr15	87524197	87524347	id-35312	1	+	NA	NONE	4
chr15	87576415	87576565	id-35313	1	+	NA	NONE	27
chr15	87585981	87586131	id-35314	5.38e-05	+	ACCAAATTGTTTTGCCTATCCACATGGTGGTGCCA	V_CTCF_BR	16
chr15	87891300	87891450	id-35315	6.21e-06	-	TCTGTTCCTTCTCTTGTCTCCACTAGGGACAACAC	Upstream_CTCF	11
chr15	87892560	87892710	id-35316	1	+	NA	NONE	7
chr15	88021678	88021828	id-35317	8.89e-06	-	CCTGTAACTTCACTACAATCCTGCAGGGGGATTAT	Upstream_CTCF	27
chr15	88033260	88033410	id-35318	2.43e-06	-	CCCTGATTGCTCAAGTGGAACACCTGGGGGCAGCC	V_CTCF_BR	10
chr15	88148223	88148373	id-35319	5.12e-06	-	TTGTATTTTTGCGGCTTCACCGACAGGGGGCTCAT	UpstreamP1_CTCF	38
chr15	88151549	88151699	id-35320	8.58e-06	-	ATGCCATAAGTTTAAAGGGCCGCCAGGGGCCCATC	UpstreamP1_CTCF	4
chr15	88153247	88153397	id-35321	1	+	NA	NONE	8
chr15	88167193	88167343	id-35322	8.16e-07	+	TGAGTTTGTTGGTCTCCAGCCAGGAGGTGGCGCTT	V_CTCF_BR	30
chr15	88203827	88203977	id-35323	2.96e-05	+	TGTCTCAAACTGTCTCTAACTGCTAGGTGGCAGCA	V_CTCF_BR	26
chr15	88215645	88215795	id-35324	2.47e-08	+	CCTGCCTTCCTTTACTTTCCCAGCAGGGGGAGCAG	Upstream_CTCF	39
chr15	88253799	88253949	id-35325	1	+	NA	NONE	7
chr15	88259777	88259927	id-35326	4.88e-06	+	CTGCCATGCTTTGAGATGGACGATAGAGGGGGCCA	UpstreamP1_CTCF	7
chr15	88296930	88297080	id-35327	3.88e-06	-	GTGGGAAGTATAGGTGTCACAACCAGGGGGCAGGC	V_CTCF_BR	16
chr15	88304826	88304976	id-35328	5.12e-07	+	CTGCATTATCTGAGCACAGCCCCAAGGGGGCCAAG	UpstreamP1_CTCF	11
chr15	88360942	88361092	id-35329	1.28e-06	-	ACAGCATCCCTGGGCTCTCCCACTAGATGCCAGTA	Upstream_CTCF	21
chr15	88502396	88502546	id-35330	4.43e-05	+	TGTTTGTTTATCATCTGGTCCCCTAGTGGGCAGAG	V_CTCF_BR	14
chr15	88547291	88547441	id-35331	4.73e-07	-	ATTGTAAAGCTCTAAAGCTCCACCAGGTGGAGGAG	Upstream_CTCF	12
chr15	88552606	88552756	id-35332	1.21e-06	-	TTGCATTTCTGCATGGCAACCATTAGGTGGAACGT	UpstreamP1_CTCF	20
chr15	88558839	88558989	id-35333	1	+	NA	NONE	2
chr15	88571367	88571517	id-35334	5.51e-07	+	AGGTGCTCTCAGTGGTCCTGCAGCAGGGGGCGCCA	V_CTCF_BR	12
chr15	88658921	88659071	id-35335	1	+	NA	NONE	1
chr15	88709450	88709600	id-35336	6.21e-05	-	GATCTAGACCCAGATGTAAACAGTAGAGGGAGTGC	V_CTCF_BR	4
chr15	88736773	88736923	id-35337	1.01e-05	+	AGTGTTATGCAAATAGTGACCACTAGGCGAATAAA	Upstream_CTCF	17
chr15	88761170	88761320	id-35338	4.7e-06	+	GTGCCCATTCTCCAGGCCGCCTCTGGGGGTCGCTG	V_CTCF_BR	9
chr15	88784358	88784508	id-35339	1.99e-07	-	CTGCCCAGGAGGTCACTGAACAGAAGAGGGCGGCA	V_CTCF_BR	7
chr15	88787238	88787388	id-35340	2.11e-08	+	TTGCTGTTCTCCATGCCAGCCACTGGGTGTCACTG	UpstreamP1_CTCF	40
chr15	88787822	88787972	id-35341	1.19e-06	-	ATCCCAGTTCCATATAAAGCCACAAGAGGGCACTA	V_CTCF_BR	40
chr15	88790150	88790300	id-35342	9.87e-11	-	GCGGCTACACTCCTGGTGGCCACCAGAGGGCAGTG	V_CTCF_BR	40
chr15	88799725	88799875	id-35343	1.29e-05	-	GTGTCCGTTTTAATTCTGCCCAGTAGGTGGGACTT	UpstreamP1_CTCF	5
chr15	88801623	88801773	id-35344	1.41e-06	+	CTGGCATTTTGCCCTCCCACCAGCAGGCGGGGACA	Upstream_CTCF	40
chr15	88817885	88818035	id-35345	4.55e-09	-	TTTGCTTTTCCTTCCGTGGCCAGTAGGTGGTGCTA	Upstream_CTCF	40
chr15	88852731	88852881	id-35346	6.05e-06	+	TCCCCTGAGGACTTTCTTACCACTAGGGGCCACCT	V_CTCF_BR	10
chr15	88874556	88874706	id-35347	3.4e-06	-	TCGCTCGGGGGTCTTCCGGCCCATAGATGGCGCTG	V_CTCF_BR	39
chr15	88878438	88878588	id-35348	5.67e-06	+	TTTGCTTTATCATCTTATACCAATAGGAGGTGGTA	Upstream_CTCF	7
chr15	88881395	88881545	id-35349	3.29e-05	+	GAAGGAATTACAGAGATGCCCAGCAAAGGGCATGG	Upstream_CTCF	18
chr15	88918545	88918695	id-35350	1	+	NA	NONE	6
chr15	88979105	88979255	id-35351	1	+	NA	NONE	20
chr15	88990596	88990746	id-35352	1.39e-05	-	AAACAAGAGTCTGATTAGTCCACTAGCTGGCAGTC	V_CTCF_BR	11
chr15	88993531	88993681	id-35353	3e-08	-	CAGGCAATACCTGTGGTGTCCACAGGGAGGCGCCA	Upstream_CTCF	40
chr15	88998338	88998488	id-35354	6.98e-07	-	GGGCTCATACGCATGAGCACCACAAGGTGGCAGGG	V_CTCF_BR	40
chr15	89011527	89011677	id-35355	8.59e-05	+	GCCTCCAAAACAAAATGGGGAGGTAGAGGGCGCTA	V_CTCF_BR	38
chr15	89013978	89014128	id-35356	1	+	NA	NONE	29
chr15	89019905	89020055	id-35357	1.41e-06	+	GAGCAATATTTAGAAATTTCCATTAGGTGGCGGTG	UpstreamP1_CTCF	40
chr15	89022534	89022684	id-35358	9.06e-08	+	GTGCAGGAAGGGCTGCTGACCAGAAGGGGAAGGCA	UpstreamP1_CTCF	20
chr15	89030762	89030912	id-35359	1.35e-05	-	AGGCTCATGCTGCTTACAGCCTGCAGAGGGCCCTG	UpstreamP1_CTCF	27
chr15	89032691	89032841	id-35360	7.27e-06	+	CCTTCCAATGGCATGACCACCAACAGGGGGCATCC	V_CTCF_BR	26
chr15	89089912	89090062	id-35361	4.71e-06	-	GCTTCGATCCTTCCTCCGGGCACAAGGGTGCGCTG	Upstream_CTCF	40
chr15	89147170	89147320	id-35362	9.25e-06	-	CCACTACTGATCCAGTGCGCATCTAGGGGGCGCAA	V_CTCF_BR	14
chr15	89154310	89154460	id-35363	2.62e-07	+	GGGCCATGCCCATAGGCTTCCAGAAGGGGGAGGCA	UpstreamP1_CTCF	32
chr15	89157859	89158009	id-35364	8.52e-08	-	GTGGAGTTACCTAAAGCTTCCAGCAGAGGACGCTG	UpstreamP1_CTCF	40
chr15	89167681	89167831	id-35365	5.93e-06	+	TGTGTCGTTTCCTCTTCACACAGTAGAGGGGGTGG	Upstream_CTCF	37
chr15	89174941	89175091	id-35366	3.1e-07	+	CTGCTCCGGCTTGGCTGTTCCAGCAGGTGGGGCGC	UpstreamP1_CTCF	1
chr15	89182139	89182289	id-35367	1	+	NA	NONE	40
chr15	89182658	89182808	id-35368	8.97e-05	+	GCTGTACGACAAGTTCATCCGGCCTGAGGGAGAGA	Upstream_CTCF	8
chr15	89200707	89200857	id-35369	6.39e-08	+	CTTGTCTGGCTATGACTGGCCACCAGGTGGTGGCC	V_CTCF_BR	40
chr15	89207772	89207922	id-35370	2.5e-05	-	GGTCACTGCATCCATATACGCATTAGGGGGCACCC	UpstreamP1_CTCF	35
chr15	89223762	89223912	id-35371	6.46e-07	+	CAGGCTGGCACTGAGAGTGCCACTGGGTGGCAGCA	V_CTCF_BR	8
chr15	89238874	89239024	id-35372	3.03e-05	+	GCATCCTTGGACTCCAGGGCCAGTAGGCGGTGCCC	Upstream_CTCF	2
chr15	89244927	89245077	id-35373	1.28e-06	-	GGAAAGGAACCAGGTGTTCCCGCCAGAGGGAGCTG	V_CTCF_BR	39
chr15	89262871	89263021	id-35374	1	+	NA	NONE	2
chr15	89290288	89290438	id-35375	5.13e-05	+	GCCTGACCTTTCTACTGTTCCTCTAGGTGCCAGTG	V_CTCF_BR	2
chr15	89325852	89326002	id-35376	4.41e-06	+	TCCAGTGTACTTCCCTGTTCCACCAGATGTCACCA	V_CTCF_BR	4
chr15	89347612	89347762	id-35377	1	+	NA	NONE	9
chr15	89348735	89348885	id-35378	1.31e-05	-	CATTGAGCACAGAGCCTGGCACCTAGGTGGCGCTC	V_CTCF_BR	21
chr15	89357766	89357916	id-35379	8.71e-06	+	AGGGCTCCCACAATGCATCACTCCAGAGGGCGCCA	V_CTCF_BR	4
chr15	89377666	89377816	id-35380	3.18e-06	-	TCTATCAGAGTCCAGTGGCCCAGCAGGTGTCGCTC	V_CTCF_BR	40
chr15	89382020	89382170	id-35381	4.3e-06	+	GAGGTAGTGCTGCTGGTGGCCACTGAAGGGCGCGT	Upstream_CTCF	4
chr15	89408475	89408625	id-35382	1.92e-05	+	CTCCAGTGTCTCTCTCCCTCCACGTGGGGCAGAAG	UpstreamP1_CTCF	0
chr15	89414237	89414387	id-35383	5.08e-07	-	TGATGCCTGCTCTGCTGGGCCGGCAGAGGTCAGCA	V_CTCF_BR	7
chr15	89422009	89422159	id-35384	6.53e-09	+	GGGTGGCTGGTGCTCTTGGCCTCCAGGTGGCAGTA	V_CTCF_BR	40
chr15	89437603	89437753	id-35385	4.48e-07	+	AGTACAAGTCCCCCAGGTACCAGCAGGAGGCAGCA	Upstream_CTCF	39
chr15	89440733	89440883	id-35386	2.12e-06	-	AGGCAGGGGGTGCATCTGAGCAGCAGGAGGTGGGG	UpstreamP1_CTCF	37
chr15	89448086	89448236	id-35387	2.2e-09	+	CCTACAGTTCCACTGATGGCCAGCAGGTGGCATTG	Upstream_CTCF	40
chr15	89454347	89454497	id-35388	1.38e-06	+	AGGAAGGGTGATTTCAGAACCACCAGGGGGCAAGG	V_CTCF_BR	40
chr15	89455043	89455193	id-35389	1.04e-05	-	ACTTTAAGCTCCTGAGGCCCCTGGAGGGGGAGCTC	V_CTCF_BR	19
chr15	89456457	89456607	id-35390	1.56e-06	+	AGCGCGCCGCACAGCGCGGCCAGCAGGCGGGGGCG	Upstream_CTCF	19
chr15	89482167	89482317	id-35391	1.93e-05	+	AACACAGTTTTAAGGCGCACCGCGTGGGGGCAGAC	V_CTCF_BR	2
chr15	89530648	89530798	id-35392	5.17e-06	-	CAGGCTGTGCAATGCCCCAACAGTAGAGGGGGTGC	Upstream_CTCF	11
chr15	89547472	89547622	id-35393	6.74e-08	-	GGTGTAAGGCTCCTAAGCACCAGCTGGGGGCACCC	Upstream_CTCF	40
chr15	89560912	89561062	id-35394	1.26e-07	-	AAGCCGTGAGTCCAGTTAACCACGAGAGGGCGCGG	V_CTCF_BR	40
chr15	89577564	89577714	id-35395	4.17e-05	+	TGTGTCTTACAATAGCTGTCAGCTAGGTGGCTCTC	Upstream_CTCF	38
chr15	89600843	89600993	id-35396	2.55e-09	+	GCTGCCATTCCCTCCATGGCCTCAGGGTGGCGCTG	Upstream_CTCF	40
chr15	89611555	89611705	id-35397	8.99e-05	-	TCTCAGCTTTCAAGTCTTTCCAGCTGAGGTCTCAG	V_CTCF_BR	4
chr15	89625233	89625383	id-35398	4.85e-07	+	CAGCATCTCTAGCCCCTACCCACTAGAGGTCAACA	UpstreamP1_CTCF	6
chr15	89634094	89634244	id-35399	1	+	NA	NONE	28
chr15	89647377	89647527	id-35400	8.71e-06	+	GCCCTGAGGGGCGCTGTTGCTCCCAGGTGGCAGAA	V_CTCF_BR	8
chr15	89670666	89670816	id-35401	1.21e-05	-	ACACCAGTTCAGGGTCTTGCCAGCAGGAGGATTTG	Upstream_CTCF	35
chr15	89672854	89673004	id-35402	1.01e-09	-	GGCAAGGTGAAGCCACTGGCCAGCAGGGGGCAGGG	V_CTCF_BR	40
chr15	89683069	89683219	id-35403	1.14e-06	+	CCGGAGTTTCAGCACGCAGCCAGCAGAGGACATCA	UpstreamP1_CTCF	36
chr15	89714824	89714974	id-35404	1.15e-06	-	CTTGCAGTAAACAACCTTCACAGATGGGGGCGCTG	Upstream_CTCF	40
chr15	89721082	89721232	id-35405	5.08e-07	-	CAATCATGTGCTCTTGCTGACAGCAGATGGCGCTA	V_CTCF_BR	40
chr15	89750180	89750330	id-35406	6.07e-12	+	GGGCAGTGTCAGGGCACGGCCAGCAGGGGGCGGCG	UpstreamP1_CTCF	40
chr15	89759007	89759157	id-35407	1	+	NA	NONE	1
chr15	89773645	89773795	id-35408	9.41e-05	+	AGCAGCTGTCTCTGTCTCTCCAGCAGAGGGACCAG	V_CTCF_BR	31
chr15	89787007	89787157	id-35409	1.39e-05	-	GGAGCGTCCCAGCTCACAGTCGGAGGGGGGCGCTG	V_CTCF_BR	39
chr15	89836410	89836560	id-35410	1	+	NA	NONE	17
chr15	89843247	89843397	id-35411	3.11e-05	-	GTAGGTACCAATCCTGAATCCACTAGATGTCACTC	V_CTCF_BR	32
chr15	89849508	89849658	id-35412	1.04e-05	+	TGGTTTCATTTTAGTTTGGTCAGTAGGTGGCAGGC	V_CTCF_BR	39
chr15	89864963	89865113	id-35413	8.98e-06	+	GTGATGGTGCCGGCAGTCACCACTTGGGGCAGGAT	UpstreamP1_CTCF	29
chr15	89874171	89874321	id-35414	1	+	NA	NONE	10
chr15	89875731	89875881	id-35415	6.49e-06	+	GGTGGTCAACCAGATGCCACCTCAAGGGGGCGTCT	Upstream_CTCF	40
chr15	89900037	89900187	id-35416	2.31e-06	+	ACTGTGTTTGTCACAATTGCCACGTGGTGGCGTGC	Upstream_CTCF	40
chr15	89901927	89902077	id-35417	2.25e-11	+	CTGCATCTCCCCGGAACGCCCACCAGAGGGCGCTG	UpstreamP1_CTCF	40
chr15	89902171	89902321	id-35418	2.83e-07	+	TTGTGAGGGCTCGGCGGAGGCGCCAGGGGGCGCTA	V_CTCF_BR	30
chr15	89942611	89942761	id-35419	1.77e-05	-	CCTGGGGCTCGAGCCGGGAGCCCCGGGGAGCGCCG	Upstream_CTCF	39
chr15	89943161	89943311	id-35420	2.44e-07	-	CTTGTACTTGACACTTTGTCCGGAAGATGGCGGGG	Upstream_CTCF	26
chr15	89950579	89950729	id-35421	9.39e-07	+	CCCGCACCGCCAGAGGTGGCGCCTAGGCGGCGGGG	Upstream_CTCF	23
chr15	89954813	89954963	id-35422	4.68e-07	+	CGCTCCTATTCCAGATCCGCCGACAGAGGGCGCCG	V_CTCF_BR	38
chr15	89959643	89959793	id-35423	1	+	NA	NONE	40
chr15	89964574	89964724	id-35424	2.97e-06	-	TTGGGGGCATCGTGCTCCCCCACTAGATGGCGAAC	V_CTCF_BR	12
chr15	89974035	89974185	id-35425	3.13e-10	-	GCTGCACTTCCGAAATCTACCACGAGGTGTCGCTG	Upstream_CTCF	40
chr15	89979891	89980041	id-35426	3.36e-05	-	ATTGGGTGAAAGCCATTGGCCACTAGGTGGGCCAG	UpstreamP1_CTCF	7
chr15	89986035	89986185	id-35427	1.15e-07	+	CCTGCGAGGGCTGCATCTGCCCCAAGGGGGCGCCC	Upstream_CTCF	40
chr15	89986898	89987048	id-35428	7.73e-06	-	ATCTGTTCTAACATTTAGGCCCCCAGAGGGCAGGC	V_CTCF_BR	12
chr15	90016122	90016272	id-35429	1.19e-06	-	CATGTGATCCGCACGGCGATCACAAGGTGGCGCTC	V_CTCF_BR	40
chr15	90035353	90035503	id-35430	1.21e-10	+	GGCAGGGCTGGCACTCTGGCCTCCAGGGGGCACCA	V_CTCF_BR	40
chr15	90038277	90038427	id-35431	8.61e-08	+	AGGAGAAACTGTGGTCTCCCCAGCAGGGGGCGCAC	V_CTCF_BR	38
chr15	90039550	90039700	id-35432	3.97e-07	+	TCTTGTGCGTCCTCTCTGACCACCAGTGGGCGTCG	V_CTCF_BR	37
chr15	90043958	90044108	id-35433	1.14e-06	-	AAGAATTTGCCTGAGATCACCAGCAGAGGGAGACA	UpstreamP1_CTCF	39
chr15	90060447	90060597	id-35434	1	+	NA	NONE	4
chr15	90075567	90075717	id-35435	1	+	NA	NONE	4
chr15	90100011	90100161	id-35436	7.8e-08	-	TGCAGATACCGACAAGTTACCACTAGAGGGCAGCA	V_CTCF_BR	40
chr15	90172247	90172397	id-35437	3.63e-06	-	CTCGGTGAAGGGTTAGCAGACAGCAGGAGGCAGTA	V_CTCF_BR	3
chr15	90190444	90190594	id-35438	7.94e-12	+	CCGCCACCTCCAACCGCCGCCACCAGAGGGCGCCA	V_CTCF_BR	39
chr15	90191597	90191747	id-35439	4.48e-07	+	CCTGCAGCTCGCGCAAGAGGCTGTAGGCGGCGTCG	Upstream_CTCF	0
chr15	90195969	90196119	id-35440	9.49e-08	-	TGCACGGGCATCAGAGCTGCCTGCAGGTGGAGCCA	V_CTCF_BR	7
chr15	90206196	90206346	id-35441	2.97e-06	-	AGGAAAGCTGCCTCCTCAGCCGCCTGAGGGCTGTG	V_CTCF_BR	18
chr15	90216468	90216618	id-35442	9.14e-09	+	TAGGCATTGCACACAGAGGCCACCAGGGGGTGGGC	Upstream_CTCF	40
chr15	90217982	90218132	id-35443	2.96e-05	-	ATGTAAAACTGTAGCATGTCCAGGAGAGGGGGTCA	UpstreamP1_CTCF	10
chr15	90233920	90234070	id-35444	3.45e-05	+	AGGGGCTGAGTCTCTCCGCCCCAGAGGGGGCGGGC	V_CTCF_BR	1
chr15	90283393	90283543	id-35445	4.31e-07	+	GGGAAAATTCTAAACATTACCACTAGGTGGCACCA	V_CTCF_BR	40
chr15	90293982	90294132	id-35446	4.31e-05	+	TCGCTGAGGCCTAGCACGGCCGACAGGTGGCCGAT	UpstreamP1_CTCF	40
chr15	90304085	90304235	id-35447	7.97e-09	+	CACGCACTCCCAACCACAGCCAACAGAGGGCGCTG	Upstream_CTCF	40
chr15	90316361	90316511	id-35448	9.71e-06	-	TGTGTAGTTCCAGACCTGGCCAGTGGGTTAACATA	Upstream_CTCF	36
chr15	90319915	90320065	id-35449	3.65e-05	-	TCGCTGAGACCCAGCACGGCCGATAGGTGGCCGAT	UpstreamP1_CTCF	37
chr15	90328710	90328860	id-35450	4.17e-05	+	CCGGCTGGGTCCCTAACAGCCTTGAGGAGGAGCTC	Upstream_CTCF	2
chr15	90358096	90358246	id-35451	2.66e-05	-	GGGAGGAGCCCGGGCGGAGCTGCGGGCGGGCGGCC	V_CTCF_BR	3
chr15	90407141	90407291	id-35452	1	+	NA	NONE	13
chr15	90408325	90408475	id-35453	1	+	NA	NONE	17
chr15	90418319	90418469	id-35454	1.85e-07	-	CCGCAGAACAGAGCTCAGGCCGCTAGGGGGCACCT	UpstreamP1_CTCF	40
chr15	90431549	90431699	id-35455	2.27e-06	-	AGTAAAAGTTGCCAGATGTCCACCAGATGGTGCTC	V_CTCF_BR	40
chr15	90441970	90442120	id-35456	3.97e-05	-	CAGCAGGGCTGAAACCCTGCTTTCAGGGGCCCCCA	UpstreamP1_CTCF	40
chr15	90453017	90453167	id-35457	2.67e-06	-	GGTGCAGTTGCCCTCCCAGCCACCGGGCTGGGAAC	Upstream_CTCF	5
chr15	90464806	90464956	id-35458	1	+	NA	NONE	19
chr15	90514890	90515040	id-35459	1.22e-07	-	CCTGCCAGGCCGGGATCCTCCAGCAGAGAGCGCTC	Upstream_CTCF	40
chr15	90515451	90515601	id-35460	6.39e-05	+	GCCGTCAGTCCCCAAGCTTCCTCAGGAGGGCCCAT	Upstream_CTCF	9
chr15	90545384	90545534	id-35461	1.76e-05	+	GGGTTGTTGCGCGTCCCAGCCGGCCGGGGGTGGGG	UpstreamP1_CTCF	0
chr15	90548052	90548202	id-35462	7.46e-06	+	ATGTGACTGGCCAGTGAGACAACTAGGGGGAACTG	UpstreamP1_CTCF	11
chr15	90566657	90566807	id-35463	7.27e-06	+	AGCAGGTAGGAAGTTGGTGCCTGTAGGTGGCATCA	V_CTCF_BR	4
chr15	90614585	90614735	id-35464	1.04e-05	-	ACATCGCAGATGTGTATGACCACCAGGGGGCCCTG	V_CTCF_BR	40
chr15	90622245	90622395	id-35465	4.7e-05	-	GCTGCTCTGCCTCACACTGCGGGAGGGTGAGGCCT	Upstream_CTCF	2
chr15	90630137	90630287	id-35466	4.55e-09	-	ATTGCAGGGTCCTCTGTGGACAGCAGGGGGCAGGA	Upstream_CTCF	40
chr15	90630738	90630888	id-35467	2.81e-06	+	TGCGCAAAACCTGAGATGGACTGCAGGGGGAGAGA	Upstream_CTCF	38
chr15	90639712	90639862	id-35468	8.23e-05	-	CTGCACCATTTCACATTCCCACCAACAGGGCACAA	UpstreamP1_CTCF	35
chr15	90641474	90641624	id-35469	5.67e-06	-	GCGGCTGGACCTCTAGCCTCCTGCTGGGAGCAGCA	Upstream_CTCF	25
chr15	90686482	90686632	id-35470	1.04e-07	+	GCAGCCAGTTGACGAACAGCCAGAAGGTGGCAGTG	V_CTCF_BR	40
chr15	90701168	90701318	id-35471	4.38e-08	+	CGTGCTGCGTGGCTCCTGGCCACGAGGGGGCATGG	Upstream_CTCF	40
chr15	90727787	90727937	id-35472	3.4e-06	-	TCGGCCTCGCTGGACCTGGGCCACAGGGGGCGGCC	Upstream_CTCF	22
chr15	90757903	90758053	id-35473	1.93e-05	+	ATTTCCCATTTTTCTTTGGCCACCAGGAGGCCCAG	Upstream_CTCF	40
chr15	90762897	90763047	id-35474	5.72e-09	-	AGTCCCACGCCCAAGCATGCCACCAGGGGGCACCG	V_CTCF_BR	40
chr15	90764623	90764773	id-35475	1.84e-06	-	AGAGGACTTCACCTTGCAGCCAGTTGAGGGAGCTC	V_CTCF_BR	40
chr15	90776529	90776679	id-35476	8.79e-07	-	CCGAACTTCCTGCCCCAGTCCGGCAGGGGCCGACC	UpstreamP1_CTCF	40
chr15	90784608	90784758	id-35477	1.04e-05	-	ATCCCTGCCCTCAGTGCACCCGGCAGCAGGCGCTG	V_CTCF_BR	1
chr15	90792913	90793063	id-35478	1.92e-06	-	CTGCTGGGTCCGCCCCTAGCCGCCTGGGGATGGAC	UpstreamP1_CTCF	11
chr15	90830028	90830178	id-35479	3.5e-05	-	TGTCAGTGGTACCCTTTTGCCTAAGGGTGGCACTG	UpstreamP1_CTCF	40
chr15	90836657	90836807	id-35480	2.38e-07	+	CCCTCATGCCCAGGGACTTCCAGCAGGTGGAGCTG	V_CTCF_BR	40
chr15	90838223	90838373	id-35481	2.43e-06	+	GTGAGCGGGAGGCCAGGGCACGGCAGGGGGAGCTG	V_CTCF_BR	17
chr15	90844545	90844695	id-35482	4.38e-09	-	CCTGTGAAGCCTGCTCTGGCCACTAGGGGGCAGGG	V_CTCF_BR	40
chr15	90863358	90863508	id-35483	1.65e-07	+	CTGCCCTTGCTCTTAACCACCACAAGGTGTCACTC	UpstreamP1_CTCF	40
chr15	90883673	90883823	id-35484	8.46e-07	-	GCTGCTGCAGTGCAGGCAACCGGGAGGTGGAGGAG	Upstream_CTCF	7
chr15	90893112	90893262	id-35485	7.73e-05	-	TGGGTGCTAAAGGGCGTGGCCGAGAGGAGGCGTAG	Upstream_CTCF	1
chr15	90905358	90905508	id-35486	1.28e-06	+	AGTGCTGTGCAGGCATTAGTCACCAGAGGTCTCAC	Upstream_CTCF	40
chr15	90925766	90925916	id-35487	5.13e-05	-	TCTGGGCATCTCTGCTTTTCCACAGGCTGGCTCTA	V_CTCF_BR	5
chr15	90931830	90931980	id-35488	1	+	NA	NONE	15
chr15	91006791	91006941	id-35489	1	+	NA	NONE	9
chr15	91009752	91009902	id-35490	5.41e-06	-	GCCTTATTAACACAGCTGTCCACAAGGGGGGGGGG	Upstream_CTCF	3
chr15	91025721	91025871	id-35491	1.52e-07	-	GCTACTATTCGCCAGGTCACCAGCAGAGGGAACAA	V_CTCF_BR	40
chr15	91073260	91073410	id-35492	5.92e-05	-	CGATCTTCTCACTGAACTTCCGCGGGTTGGCGCTG	V_CTCF_BR	28
chr15	91088410	91088560	id-35493	2.81e-08	-	GCAGCATTATTCACAATAGCCAAGAGGTGGCGGCA	Upstream_CTCF	25
chr15	91094663	91094813	id-35494	5.52e-05	-	GTGCTGTCCAGTTCGGTGGCCACCAGCCACATGTG	UpstreamP1_CTCF	9
chr15	91101479	91101629	id-35495	1	+	NA	NONE	11
chr15	91103956	91104106	id-35496	1	+	NA	NONE	3
chr15	91141502	91141652	id-35497	1.26e-05	-	ACATCAGTTGGCCAGTTTACCAGTGGGTGGGGTTA	Upstream_CTCF	25
chr15	91144317	91144467	id-35498	1	+	NA	NONE	1
chr15	91147254	91147404	id-35499	9.81e-06	-	AGATGAGGAGTTCAGTGTGCATGTAGGGGGCGCCG	V_CTCF_BR	38
chr15	91160313	91160463	id-35500	2.78e-06	-	AGGAGGGCTTTGGAGCTGGGCACTGGGGGGAGCCC	V_CTCF_BR	3
chr15	91162103	91162253	id-35501	1	+	NA	NONE	23
chr15	91162806	91162956	id-35502	1.64e-05	-	TCTTCGTAAGGACCTTGAGGCTCTAGTGGGCGCAA	V_CTCF_BR	11
chr15	91171513	91171663	id-35503	8.5e-06	-	TCAGCCCATCTTTCTTGTACCAGCAGGTGGGGTAA	Upstream_CTCF	13
chr15	91182339	91182489	id-35504	8.16e-07	+	GCCTGCTCCCACCGCAGAGTCAGAAGGTGGCGCCG	V_CTCF_BR	10
chr15	91186146	91186296	id-35505	1.1e-05	+	CAGACCTCCCCACTAAGAGCAGCCAGAGGGAGCTG	V_CTCF_BR	38
chr15	91191397	91191547	id-35506	1.41e-09	+	CTGCTATGTCCTCATGTGGACACTAGGTGGAGCTG	UpstreamP1_CTCF	40
chr15	91208198	91208348	id-35507	5.12e-06	+	GTGCAGCGGACCCTTAGGTCCTGGTGGGGGAGTCG	UpstreamP1_CTCF	19
chr15	91234699	91234849	id-35508	4.71e-06	-	TGTGCTTCATGAGGAGCAGCCACCAGGGGCTGTTG	Upstream_CTCF	34
chr15	91237019	91237169	id-35509	1.38e-07	-	TGTGGTTTTCCCCAAATGGCCACTTGATGGCACTC	Upstream_CTCF	40
chr15	91245205	91245355	id-35510	6.46e-07	+	AGAAGGAACCATTCTTGGGCCAGTAGTGGGCAGGG	V_CTCF_BR	13
chr15	91260592	91260742	id-35511	1	+	NA	NONE	38
chr15	91329689	91329839	id-35512	1	+	NA	NONE	6
chr15	91361984	91362134	id-35513	4.14e-06	+	CAGTTCATGAGTGCAGCAACCACTAGGAGGCAGGG	V_CTCF_BR	36
chr15	91402495	91402645	id-35514	4.14e-06	+	GTGAAGGCCATCCTGGGAGCCGCATGATGGCAGCA	V_CTCF_BR	10
chr15	91429346	91429496	id-35515	1.38e-08	-	AGGAATGGGGCCAGGGTGGCCACCAGGGGCCGCTG	V_CTCF_BR	40
chr15	91435286	91435436	id-35516	1	+	NA	NONE	0
chr15	91436445	91436595	id-35517	1.74e-07	+	TCAGCAGGGGTCCTCCCCACCTGCAGGGGGCGACT	Upstream_CTCF	27
chr15	91439121	91439271	id-35518	2.58e-05	+	GATGATATACAGGCTATGGCCAGATGGCGGTGTCA	Upstream_CTCF	24
chr15	91440530	91440680	id-35519	1	+	NA	NONE	2
chr15	91445539	91445689	id-35520	3.5e-05	-	CTGTCGTTGCGCCCCTCGGGCAAAGGGGTGCTGCC	UpstreamP1_CTCF	39
chr15	91447154	91447304	id-35521	8.64e-05	-	GTAGCAGCTCTGCCGCTAGGGTGGAGAGGACGCTC	Upstream_CTCF	20
chr15	91453995	91454145	id-35522	7.73e-06	-	TGACAAGGGAGCGCAGAAGCCTGTGGGTGGCGCAG	V_CTCF_BR	2
chr15	91473306	91473456	id-35523	4.01e-05	-	CAGGGACTTCCGGGAAGGCCCGGAAGTGGCCCGGG	Upstream_CTCF	4
chr15	91475015	91475165	id-35524	4.88e-05	+	TTGTCATCTGTTACCTCCTCCACCAGGCGCCGCAC	UpstreamP1_CTCF	40
chr15	91475756	91475906	id-35525	4.7e-08	-	CGATCCCCGGGCCTCCCCGGCGCCAGGGGGCGCTG	V_CTCF_BR	40
chr15	91477609	91477759	id-35526	1.77e-09	-	CAGCAGGAGCCCCCTGCAGCCTGCAGGTGGCAGCA	UpstreamP1_CTCF	40
chr15	91478764	91478914	id-35527	1	+	NA	NONE	18
chr15	91499873	91500023	id-35528	3.41e-11	+	CGCCGCAGCCAGGCGGCGGCCGGCAGAGGGCGCTG	V_CTCF_BR	38
chr15	91509411	91509561	id-35529	4.34e-05	-	GGTGTTCCTGCTCTAGCTTCCACGATGAGGCGCCC	Upstream_CTCF	0
chr15	91576471	91576621	id-35530	1.03e-06	-	CCCTCATGCCCAGGGACTTCCTGCAGGTGGAGCTG	V_CTCF_BR	40
chr15	91593171	91593321	id-35531	4.02e-07	-	TGTGCTATGAAAGGCTGTCCCAGCAGATGGCAGAA	Upstream_CTCF	40
chr15	91599190	91599340	id-35532	7.11e-06	+	GCTGTTGTTGCTTGTCCTAACACACGATGGCACTG	Upstream_CTCF	40
chr15	91612341	91612491	id-35533	3.63e-05	+	AGCAACAGCCTGCTTTTCCCCAGTGGAGGGCGTTG	V_CTCF_BR	23
chr15	91643026	91643176	id-35534	4.01e-05	-	GCTGTCTCCACCCCGCCTAGGGCGAGGGGGCGCTG	V_CTCF_BR	37
chr15	91650375	91650525	id-35535	4.23e-06	+	GTGTGGTTACTAGGCCTGACCACATGGGGCTAGGA	UpstreamP1_CTCF	6
chr15	91685489	91685639	id-35536	1	+	NA	NONE	37
chr15	91740223	91740373	id-35537	2.1e-05	+	CGGCTGTGGCAGCCTTTAGCCCATAGATGCTGATC	UpstreamP1_CTCF	3
chr15	91768110	91768260	id-35538	2.31e-06	-	CCCCTAGTTCCAATTCTGGACACCAGGAGGCAATG	Upstream_CTCF	40
chr15	91790929	91791079	id-35539	5.51e-07	-	CACTCTCTGCTAGGCTCTGCCAATAGAGGGCGCTA	V_CTCF_BR	40
chr15	91801732	91801882	id-35540	9.29e-06	+	GAGGTGAGTCAGTGCTTTTCCACCAGGGGGAGAGT	Upstream_CTCF	19
chr15	91811940	91812090	id-35541	1	+	NA	NONE	40
chr15	91813723	91813873	id-35542	1	+	NA	NONE	5
chr15	91814913	91815063	id-35543	1.57e-08	-	GCTGTTTTCCAGCTCACGACCAGCAGATGGCAGCA	Upstream_CTCF	40
chr15	91832669	91832819	id-35544	1.1e-05	-	AGAGATTAGCATGGAGCCACCTGCAGAGGGAGTTC	V_CTCF_BR	19
chr15	91846174	91846324	id-35545	1.38e-07	+	TTGCTTTATTCCCATATCAACACTAGAGGGCAGTA	UpstreamP1_CTCF	40
chr15	91894913	91895063	id-35546	8.97e-05	-	ATGGGACTTCCAGAAGCTACCAGAGGGGTCAGCAA	Upstream_CTCF	12
chr15	91896141	91896291	id-35547	5.08e-07	+	TCTCTCTTGCTACCTTCTACCAGCAGGTGGAAGCA	V_CTCF_BR	4
chr15	91919632	91919782	id-35548	1	+	NA	NONE	1
chr15	91923541	91923691	id-35549	7.54e-08	+	CTGTTGCTCCACATCCTTGCCAGCAGTTGGCGTTG	UpstreamP1_CTCF	11
chr15	92020227	92020377	id-35550	1	+	NA	NONE	4
chr15	92058358	92058508	id-35551	1	+	NA	NONE	4
chr15	92065938	92066088	id-35552	3.84e-06	-	GAACAATTCCCCACTTCAAGCACCAGATGGTACCA	UpstreamP1_CTCF	34
chr15	92132696	92132846	id-35553	2.1e-05	-	CCTGTTTTCCCACAGCCTGCCAACAGGGTATGCTG	Upstream_CTCF	25
chr15	92203711	92203861	id-35554	1.24e-05	-	CCCTTTGCTGCCGAGGTGGTCAGCAGGAGGTGCTG	V_CTCF_BR	11
chr15	92222748	92222898	id-35555	5.08e-07	+	ACACTCCCTCTCCAAGTGGGCTCCAGGTGGCAGCA	V_CTCF_BR	5
chr15	92249774	92249924	id-35556	7.55e-07	+	GGTGTTTGAATAGGCACTACCAACAGAGGGCGCCA	V_CTCF_BR	40
chr15	92393015	92393165	id-35557	1.17e-05	+	TTCCTAAATTCACCATCCACCACTAGAGGGAGAGA	V_CTCF_BR	40
chr15	92396005	92396155	id-35558	1.65e-07	-	CTGCAAGATCGCCGCGGCCCCAGCAGAGGGCCTTC	UpstreamP1_CTCF	39
chr15	92396450	92396600	id-35559	9.55e-09	-	GGCGGGAGGCGGCGCCCGGCCCCTAGGTGGCGCTG	V_CTCF_BR	39
chr15	92397435	92397585	id-35560	7.27e-06	+	GGCCGGGGCTGCCAGCGAGCGGGTAGCGGGCGGGA	V_CTCF_BR	26
chr15	92399319	92399469	id-35561	4.58e-08	-	TAGAAGTGCCAGGATGCCGCCACCAGGTGGACCGA	UpstreamP1_CTCF	31
chr15	92429208	92429358	id-35562	6.05e-06	+	CCCGGCAGGCCCCTGTGAGCCACAGGGAGGCAGAG	V_CTCF_BR	20
chr15	92485240	92485390	id-35563	8.21e-05	-	GGTACATTTAAACAGCAAAACAGTAGGTGGTGGCA	V_CTCF_BR	16
chr15	92485597	92485747	id-35564	2.81e-06	+	GCAGTGCTACTATGGCACAACTGCAGGGGGCACCA	Upstream_CTCF	25
chr15	92490275	92490425	id-35565	1.9e-06	+	TGTGTATTTCCTTCCCTGGCCTTGAGAGGGCTGTG	Upstream_CTCF	13
chr15	92494036	92494186	id-35566	3.71e-05	+	GGAGCCACCCTTTACTCCACCAACAGGTGGCTTAT	Upstream_CTCF	17
chr15	92497531	92497681	id-35567	3.16e-06	-	GTGCAGTACCCGCCCGTCTCCGCCTGGCTGAGGCT	UpstreamP1_CTCF	6
chr15	92511968	92512118	id-35568	2.34e-06	+	CTGCACTGTCCGTGGTTACCCTTAGGGTGGCGCTG	UpstreamP1_CTCF	28
chr15	92516857	92517007	id-35569	7.49e-07	-	CAGCATCCGCAGCCTCTCCCCACTAGATGCCAGTA	UpstreamP1_CTCF	28
chr15	92518922	92519072	id-35570	3.18e-06	-	GCCTGCCTTGGAGCGTCCACCACTGGGTGGCTGTA	V_CTCF_BR	9
chr15	92525769	92525919	id-35571	1	+	NA	NONE	27
chr15	92597296	92597446	id-35572	1.21e-05	+	CAAGGCATTCCAGCTTTGGCCACTGGGGGCTCCTT	Upstream_CTCF	39
chr15	92603265	92603415	id-35573	1	+	NA	NONE	3
chr15	92620699	92620849	id-35574	6.46e-07	-	GCTCAGGTGCTTCCTCTTGTCACCAGAGGGAGCCA	V_CTCF_BR	39
chr15	92622389	92622539	id-35575	6.67e-08	+	ATGCATCTAGTACTCCATGCCACTAGGGGGCACAC	UpstreamP1_CTCF	38
chr15	92623815	92623965	id-35576	3.71e-05	-	CCTGGTGTACCCCGTGTGGCCTCTGGGGCACCGAG	Upstream_CTCF	10
chr15	92625608	92625758	id-35577	5.08e-07	-	GGTTGGCTGTGACTCTGCCCCACTAGAGGGCAGTG	V_CTCF_BR	40
chr15	92634472	92634622	id-35578	1.38e-06	+	ACATACATGAACCTGGAAGACAGCAGGGGGCAGCA	V_CTCF_BR	39
chr15	92640924	92641074	id-35579	4.24e-07	+	CGTGTGGCACAGCTCTTTACCGGTAGAGGGCAGAA	Upstream_CTCF	39
chr15	92642205	92642355	id-35580	1	+	NA	NONE	15
chr15	92687129	92687279	id-35581	3.11e-05	+	GCCTGCAGCAGCCAGGTCACCAGAGGTGGGCATGG	V_CTCF_BR	3
chr15	92692292	92692442	id-35582	1	+	NA	NONE	9
chr15	92748759	92748909	id-35583	2.78e-06	-	CAAACTCAGCTGATAGCTGCCTGCAGAGGGAGCAT	V_CTCF_BR	25
chr15	92769358	92769508	id-35584	6.98e-07	-	GCAATGTGCTTTAGGGTAGCCACTAGGTGGCAGAT	V_CTCF_BR	35
chr15	92788038	92788188	id-35585	4.51e-05	+	GGTGTGATGTGCACACAGTCCACATGGGGGCTATT	Upstream_CTCF	14
chr15	92821101	92821251	id-35586	1.21e-06	+	TCATTTCTTACAAAAATGCCCACCAGAGGGCATCC	Upstream_CTCF	34
chr15	92850026	92850176	id-35587	3.5e-05	-	CTGCATATGCAAGAAGGAAACTCAAGGGGGCATTT	UpstreamP1_CTCF	26
chr15	92920480	92920630	id-35588	1.5e-05	+	GATGCCTGGCTATTTCTGTCCAACAGGGGACAACT	Upstream_CTCF	5
chr15	92923415	92923565	id-35589	3.91e-06	-	AATGGAATATACAGACCCACCAGAAGGAGGCTGGC	Upstream_CTCF	5
chr15	92926876	92927026	id-35590	3e-09	-	CTGTAATAGCGGAGGGGGGCCACCAGGTGACACTG	UpstreamP1_CTCF	40
chr15	92934978	92935128	id-35591	1.52e-07	+	CTCCCTTGTGAACAGTGAGCCACTAGAGGGCAGGA	V_CTCF_BR	39
chr15	92962160	92962310	id-35592	1.48e-06	+	TCTTAGCCGCAGCATGTTTCCTCCAGGGGGTGCCC	V_CTCF_BR	9
chr15	92969220	92969370	id-35593	2.15e-05	+	GACTTACACTTTATTGTGGCCCGCAGGAGGAAGCC	V_CTCF_BR	6
chr15	93064879	93065029	id-35594	1.21e-06	+	ATGGCAATACCATGGCCAGACACCAGGTTGCAGCA	Upstream_CTCF	40
chr15	93075169	93075319	id-35595	3.09e-05	-	CTGTAATTCCTGGTGGAAACCGCTAGGCTCAGCAA	UpstreamP1_CTCF	10
chr15	93138865	93139015	id-35596	1	+	NA	NONE	10
chr15	93155353	93155503	id-35597	6.05e-06	+	GCAGTGAGCCATGATCATGCCACTGGGTGGCAGAG	V_CTCF_BR	16
chr15	93155708	93155858	id-35598	6.82e-05	+	GACCTTAGGCCAAGTCCCAGCACTGGGTGGCAATG	V_CTCF_BR	16
chr15	93162915	93163065	id-35599	3.1e-07	+	CAGCACTTCCAGGGTGTTTACACTAGGGGTTGGAA	UpstreamP1_CTCF	10
chr15	93168884	93169034	id-35600	1	+	NA	NONE	7
chr15	93175052	93175202	id-35601	4.41e-06	+	CCGGGTTTGTCACAGCCTGACGCTTGAGGGCGCCG	V_CTCF_BR	19
chr15	93189845	93189995	id-35602	2.97e-06	-	TTTTATTATGCAGGCGAAGCCTCCAGGTGGCAGGC	V_CTCF_BR	8
chr15	93197486	93197636	id-35603	3.28e-05	+	AGCACTGTGTGTACGCTTGGAAGCAGAGGGAGGCA	V_CTCF_BR	14
chr15	93198453	93198603	id-35604	1.93e-05	+	CCCTGTCGGCCGGCGGGGGAAGGAAGAGGGCGGGA	V_CTCF_BR	7
chr15	93210814	93210964	id-35605	3.09e-05	+	TGGCTGTTTCTCCTGTTCCCCACAGTGTGGAGCCC	UpstreamP1_CTCF	5
chr15	93226810	93226960	id-35606	9.78e-07	-	TTTCAGCTTGCTCAACTGGACAGCAGATGGTGCCA	UpstreamP1_CTCF	39
chr15	93237358	93237508	id-35607	2.18e-07	+	TTCTCCTGATCAGCCTTCACCACCAGAGGGCTCAA	V_CTCF_BR	40
chr15	93258151	93258301	id-35608	2.2e-06	-	GTGGCTGTTTAAGAAAGCTACACAAGATGGCGCCA	Upstream_CTCF	40
chr15	93290376	93290526	id-35609	5.68e-06	-	GGAACACATTCTCGCTCCATCTCCAGGGGGAGCCA	V_CTCF_BR	20
chr15	93340490	93340640	id-35610	1.19e-06	+	AGTATAATAACATCAGTCACCACTAGATGGCAGTA	V_CTCF_BR	38
chr15	93352423	93352573	id-35611	1.77e-10	+	GCCGGAGCTCCGCGGCCAGCCGCCAGGGGGCAGCC	V_CTCF_BR	40
chr15	93442887	93443037	id-35612	8.9e-05	+	TTGCTCCAGTGCAACTTGAACACTAGGGAGGCGCT	UpstreamP1_CTCF	38
chr15	93456621	93456771	id-35613	2.77e-07	-	GAGCATCTCTGGCCTCTACCCACTAGAGGCCAGTA	UpstreamP1_CTCF	5
chr15	93461275	93461425	id-35614	1.37e-08	-	ATCGCGGTTTCCCAAATGGCCACAAGAGGGCAGCA	Upstream_CTCF	40
chr15	93481699	93481849	id-35615	1.21e-06	+	TTGTACTTACCCCCCAACACCAGCAGGGGAATTTG	UpstreamP1_CTCF	36
chr15	93486061	93486211	id-35616	1	+	NA	NONE	20
chr15	93497921	93498071	id-35617	3.03e-05	+	TTCTTTGTTCTTTTTACCCCCACTTGGGGGCGATC	Upstream_CTCF	39
chr15	93512737	93512887	id-35618	5.67e-06	-	GTTGCAGTTGCAAAGAGCACCCCTAGGGCCCAGTA	Upstream_CTCF	32
chr15	93545257	93545407	id-35619	1	+	NA	NONE	24
chr15	93561857	93562007	id-35620	3.36e-07	-	CGCCAAGAACTGCTGGCAGCCACCAGAAGGCAGAA	V_CTCF_BR	37
chr15	93573987	93574137	id-35621	1.84e-07	+	AATGTGGTTCTAGAACCATCCTGCAGAGGGCAGCA	Upstream_CTCF	40
chr15	93579283	93579433	id-35622	1.64e-06	+	GGTTAGTGTCTGTCTCTCACCACTAGAGGTCAGTC	UpstreamP1_CTCF	40
chr15	93580907	93581057	id-35623	7.55e-07	+	TTCTGCTTTGGCTGAACGGCCTGGAGAGGGCTCCA	V_CTCF_BR	32
chr15	93584918	93585068	id-35624	3.91e-06	+	CCTGTAGTGACGGTTCCGGCCGCCAGGGAAGATGC	Upstream_CTCF	15
chr15	93595853	93596003	id-35625	5.68e-06	-	TGCTGGTGTGCATGCTTGTCCACTTGGGGTCGCCA	V_CTCF_BR	36
chr15	93616418	93616568	id-35626	1.19e-06	-	CGGCCTCGCTGAAACCCGAGCGCGAGGGGGCGGTG	V_CTCF_BR	7
chr15	93631178	93631328	id-35627	1.3e-07	+	AATGCACAGCTCACCACTTCCGCTAGATGGCGCTA	Upstream_CTCF	40
chr15	93705960	93706110	id-35628	1	+	NA	NONE	2
chr15	93721722	93721872	id-35629	2.27e-06	-	ACTCCCAAACCATCCCCAGCCAGCAGAGGCTGCCC	V_CTCF_BR	6
chr15	93877264	93877414	id-35630	4.03e-06	+	GTGCTGTGATGATCTAAGTCCCCTAGCGGCAAATG	UpstreamP1_CTCF	13
chr15	93942475	93942625	id-35631	5.72e-07	+	CAGCATCCTCGACCTCTGCCCACTAGATGCCAGTA	UpstreamP1_CTCF	11
chr15	93949521	93949671	id-35632	3.63e-05	-	AAACTGTCCAAAGACTGTGACAGAAGAGGGAGACC	V_CTCF_BR	0
chr15	93954205	93954355	id-35633	1	+	NA	NONE	1
chr15	94029408	94029558	id-35634	5.86e-07	-	CTTTCAGTTCAGCATGGGACACCCAGGGGGCGGAA	Upstream_CTCF	4
chr15	94039417	94039567	id-35635	1	+	NA	NONE	7
chr15	94041972	94042122	id-35636	5.28e-05	+	GCATTCTTTTACATTCCAGCCACCAGAGGAAGGTG	Upstream_CTCF	5
chr15	94059100	94059250	id-35637	3.28e-05	-	GAAATGTCTTGGACTGGAACTTCCAGAGGGAGGCA	V_CTCF_BR	4
chr15	94110162	94110312	id-35638	9.84e-05	-	ATTAACAAGCACTGTATGGCCAACAGAGGGCTTTT	V_CTCF_BR	8
chr15	94160847	94160997	id-35639	1.84e-05	-	CTCAACTTCTGCTCCACAACCAGCAGGTGGTCTCA	UpstreamP1_CTCF	12
chr15	94344163	94344313	id-35640	1.04e-05	+	CCTCTCAGACCTGCTTTCTCCACAAGGGGGAAAAG	V_CTCF_BR	9
chr15	94518423	94518573	id-35641	4.14e-06	-	GACAGATGAGCTCAGAGAACCACAAGAGGGCAGGT	V_CTCF_BR	39
chr15	94540405	94540555	id-35642	1.83e-05	+	AGATGTCATATTTTGGGCATCACTAGAGGGAGCCA	V_CTCF_BR	40
chr15	94543910	94544060	id-35643	5.67e-06	+	GCTGCAGGTCAGAATGCAAACTGAAGGTGGCTTCC	Upstream_CTCF	7
chr15	94572161	94572311	id-35644	2.47e-05	-	CCCTCTCTTCCCCTGTTCACCACTAGGAGCATAAC	Upstream_CTCF	15
chr15	94584207	94584357	id-35645	5.65e-05	-	TCCAACTGCATCCATGTGGCCACAAGGGGCATGAT	V_CTCF_BR	14
chr15	94613698	94613848	id-35646	5.65e-05	-	CCCAGCTGCCGCATTCTACACTAGAGGTGGCGCCC	V_CTCF_BR	11
chr15	94627036	94627186	id-35647	1	+	NA	NONE	17
chr15	94663215	94663365	id-35648	4.5e-05	-	GGCTATTTCATGGACTTAGCCACAAGGTGACAGCA	UpstreamP1_CTCF	40
chr15	94675237	94675387	id-35649	8.71e-06	+	AGCTGGTACATGTCTTTAGCCAATAGGTGGCTCTC	V_CTCF_BR	16
chr15	94679112	94679262	id-35650	3.66e-06	-	TTGCATCCTTGGACTTTATCCACTAGATGACAGTA	UpstreamP1_CTCF	28
chr15	94697608	94697758	id-35651	2.59e-06	-	TTGCAATTGCACAATTAGGCCAGTAGAGCTACGTA	UpstreamP1_CTCF	15
chr15	94707563	94707713	id-35652	2.57e-08	+	TTGCCGTTTCTGTATTCTACCTGCAGGGGGCAGTG	UpstreamP1_CTCF	40
chr15	94711594	94711744	id-35653	1.38e-06	-	ATGAGTTTTCTTCACCCTTCCAGGAGAGGGCGCAC	V_CTCF_BR	33
chr15	94774517	94774667	id-35654	2.29e-05	-	GCGCTATGCTTGGTGCTGGGCACTGGCTGGGCGTA	UpstreamP1_CTCF	28
chr15	94867561	94867711	id-35655	2.6e-10	-	TTGCAACGCTACAGAGTGGCCACAAGAGGGCACCA	UpstreamP1_CTCF	40
chr15	94870702	94870852	id-35656	8.58e-08	+	ATTGGAGTACCTTCTCTGAACACCAGATGGCATGA	Upstream_CTCF	40
chr15	94889599	94889749	id-35657	2.19e-05	+	TTGCCTTATTCCTTTATAGTCACTAGAGGGTAGAA	UpstreamP1_CTCF	14
chr15	94919360	94919510	id-35658	1	+	NA	NONE	18
chr15	94956301	94956451	id-35659	3.81e-05	+	GAGTTTACTTAAAGATAGTCCTGCAGGTGGCGATA	V_CTCF_BR	39
chr15	94973423	94973573	id-35660	4.43e-05	-	AAAAAGGAACAGGAGTTGGCCACAAGGGGCCTGGT	V_CTCF_BR	4
chr15	95010458	95010608	id-35661	1	+	NA	NONE	5
chr15	95022211	95022361	id-35662	1	+	NA	NONE	1
chr15	95069425	95069575	id-35663	2.59e-06	+	GTGTAATGAGGTCTTGCTGCCACTAGGGCCCTGAA	UpstreamP1_CTCF	38
chr15	95120281	95120431	id-35664	9.49e-08	+	CGGGAGGTGTCACACTCAGCCACTAGAGGGCAACG	V_CTCF_BR	38
chr15	95125719	95125869	id-35665	9.84e-05	+	GGATGTGGGAAGTCACAGTTCAGTAGGTGGTGCTG	V_CTCF_BR	26
chr15	95209905	95210055	id-35666	2.02e-06	+	TTGGACCTCTCCAATACAGCCTCCAGAGGGCATCT	UpstreamP1_CTCF	8
chr15	95213785	95213935	id-35667	1.48e-06	+	TTCCTATTTCTGTTTATAACCAGAAGAGGGCAGTC	V_CTCF_BR	40
chr15	95215103	95215253	id-35668	1	+	NA	NONE	13
chr15	95217600	95217750	id-35669	1	+	NA	NONE	5
chr15	95262341	95262491	id-35670	1	+	NA	NONE	0
chr15	95388418	95388568	id-35671	3.28e-05	+	AGAGTCCGGAAATGGGGCGCCGGTGGGGGCCGGGG	V_CTCF_BR	16
chr15	95567777	95567927	id-35672	9.81e-06	+	GTCCCTACTTATTCCACCATCAGTAGGGGGAGCTG	V_CTCF_BR	40
chr15	95569493	95569643	id-35673	2.83e-07	+	CAGGCACCCCAAGAAGCAGCCACAGGAGGGCAGCA	V_CTCF_BR	40
chr15	95676024	95676174	id-35674	1	+	NA	NONE	2
chr15	95720520	95720670	id-35675	5.41e-06	+	TATGAAAATCCCCAAATTACCACTGGAGAGCACTA	Upstream_CTCF	7
chr15	95792093	95792243	id-35676	4.43e-05	+	TCCAACCCCACTTCTAGGGAGGGAAGGGGGCGCAC	V_CTCF_BR	3
chr15	95802770	95802920	id-35677	8.16e-07	+	GACCATGACGATTTCTGATCCACCAGGGGGAGCAG	V_CTCF_BR	40
chr15	95810828	95810978	id-35678	1.55e-05	+	CTCTGTGTTTCCACATCCACCTCCAGGAGGCTGTG	V_CTCF_BR	5
chr15	95828403	95828553	id-35679	1	+	NA	NONE	27
chr15	95835227	95835377	id-35680	1.1e-06	-	CATTAAACTTTAATCTCTACCACTAGGGGGCAGAA	V_CTCF_BR	40
chr15	95869050	95869200	id-35681	1	+	NA	NONE	4
chr15	95871914	95872064	id-35682	7.73e-05	+	ATTGTACCGCCCCATCCTGCCAGCAGGAAAATCTT	Upstream_CTCF	5
chr15	95952560	95952710	id-35683	1.93e-05	+	AGATCTGTTTGAGCTTAGGACAGGAGAGGGCAGCT	V_CTCF_BR	18
chr15	95954111	95954261	id-35684	6.8e-06	+	AGAGCTGGTGGCATGGAGTCCAGCAGAGAGCAGCA	Upstream_CTCF	15
chr15	95974349	95974499	id-35685	1	+	NA	NONE	2
chr15	95992576	95992726	id-35686	5.17e-06	+	GCTGAAAATCTGTCAGTGGCCTGTGGGTGGTACTG	Upstream_CTCF	8
chr15	96007446	96007596	id-35687	1.1e-06	+	CCTCACATTGGCCAGATGGCCTGGAGGTGGCACTT	V_CTCF_BR	2
chr15	96084544	96084694	id-35688	3.63e-06	-	TCCGGCAGCATTCAAACGAACACTAGAGGGAGGGG	V_CTCF_BR	5
chr15	96123484	96123634	id-35689	2.11e-06	-	GCAGGCTTGGGTAAGATTGCCTCTAGGTGGCTCGA	V_CTCF_BR	24
chr15	96303823	96303973	id-35690	7.07e-08	+	GGACGCGCTTGGTCGAGGGGCAGCAGAGGGCACTC	V_CTCF_BR	18
chr15	96370163	96370313	id-35691	6.19e-06	-	CTGGACCTTCCTTCTGCAGCCTATAGGTGGCAATG	UpstreamP1_CTCF	30
chr15	96372442	96372592	id-35692	1	+	NA	NONE	3
chr15	96394194	96394344	id-35693	7.82e-06	-	TTGTCATTGCTGGCATTTGCCGCAGGAGGGCATTA	UpstreamP1_CTCF	25
chr15	96418496	96418646	id-35694	1	+	NA	NONE	11
chr15	96432098	96432248	id-35695	7.02e-05	+	ACTCTGTAATGGTGGGCAGACAGAAGGTGGGGCTA	UpstreamP1_CTCF	5
chr15	96438038	96438188	id-35696	3.36e-05	-	GAGCTGAGACCAGAGTATACCACTAGAGGATGAGA	UpstreamP1_CTCF	3
chr15	96465796	96465946	id-35697	2.34e-06	+	CTGTAATTCTGCAATTTGGGCACAAGAGTCCCCTA	UpstreamP1_CTCF	15
chr15	96571977	96572127	id-35698	1	+	NA	NONE	14
chr15	96590083	96590233	id-35699	1	+	NA	NONE	6
chr15	96590741	96590891	id-35700	5.08e-05	+	TGGGCAATTCTGGCCCTAGCCACTTGGAACTCCCA	Upstream_CTCF	20
chr15	96593291	96593441	id-35701	1	+	NA	NONE	0
chr15	96616175	96616325	id-35702	2.96e-05	+	TGCTAAACAAGATGCCCAAACAGTAGAGGGCGTGG	V_CTCF_BR	8
chr15	96617261	96617411	id-35703	9.4e-06	+	AAGCACTATCACCTTCCCACCACCCGGGGGCTTGA	UpstreamP1_CTCF	8
chr15	96656727	96656877	id-35704	5.92e-05	+	AGAGTGATTCTCACTCTGTCACCCAGGCGGGAGTG	Upstream_CTCF	1
chr15	96670173	96670323	id-35705	2.96e-05	+	ACACCCCATCCCATCTCATCCTGTAGGAGGCTCCC	V_CTCF_BR	8
chr15	96865010	96865160	id-35706	1.39e-07	-	CACTCGGTGTCAGGGGCGGCCGCCGGGTGGCGGAA	V_CTCF_BR	22
chr15	96870567	96870717	id-35707	3.18e-06	+	TTAGGCAGCGAGGACTCTTACACTAGGGGGCAGAC	V_CTCF_BR	40
chr15	96875130	96875280	id-35708	1.93e-05	-	TGTGCGAGGGTGCAAGAGGGCGCGGGAGGGCGCCC	V_CTCF_BR	5
chr15	96888854	96889004	id-35709	2.15e-05	-	GTGACAGTACTCAGCATAGCGGGTAGATGGCACAA	V_CTCF_BR	36
chr15	96895358	96895508	id-35710	4.43e-05	-	GAGGTGCGCCTCCCTCGCGGTGCCAGAGGGCGCTT	V_CTCF_BR	6
chr15	96897211	96897361	id-35711	8.71e-06	+	GACCGGCTTCTCCCAGTCCCCGGGAGGAGGCGCTG	V_CTCF_BR	36
chr15	96898396	96898546	id-35712	6.21e-06	-	GTTGCTATTACACTTCCTACCGCAAGATGCAGTGC	Upstream_CTCF	36
chr15	96900192	96900342	id-35713	6.49e-06	+	GGCGTCATTCCAGTTTCTGCAGCGAGGTGGCGCTC	Upstream_CTCF	40
chr15	96939049	96939199	id-35714	4.68e-05	+	AAGCATGTGTGTTAGGAGTCATCCAGGGGGAGCCA	UpstreamP1_CTCF	18
chr15	96946420	96946570	id-35715	6.49e-06	+	AGAGAAGTGCCTGATTCTTCCTGCAGGGGCTGAAA	Upstream_CTCF	13
chr15	97006169	97006319	id-35716	2.96e-05	-	TAGCATCCGTAAATTTCAAACACTAGAGGGAGATC	UpstreamP1_CTCF	30
chr15	97020586	97020736	id-35717	1.85e-05	+	GCAGCAATCTGCATTCCCACCAACAGGGTACAGGC	Upstream_CTCF	9
chr15	97034952	97035102	id-35718	3.65e-07	+	CAGTGGATCCCGCACCGGGGCTGCAGGTGGCGCTG	V_CTCF_BR	8
chr15	97127030	97127180	id-35719	5.34e-06	-	GGCAGAGTGGCAGAATGACCCACAAGATGGCACCT	V_CTCF_BR	20
chr15	97129010	97129160	id-35720	6.8e-06	+	TGAGCGATGCCCCCTATTGACTCTAGCAGGCAGGC	Upstream_CTCF	36
chr15	97166041	97166191	id-35721	2.02e-06	+	ATGGAGCTTCTACTAAGCACCACCAGGTGGAATGA	UpstreamP1_CTCF	11
chr15	97200396	97200546	id-35722	2.31e-07	+	ACTGTAATGCTGGGGCAGGCCTGTTGGGGGAGGAA	Upstream_CTCF	9
chr15	97244811	97244961	id-35723	2.66e-05	-	TTTTCATTTGTGCTTCTAGCAGCTAGAGGGCACAA	V_CTCF_BR	16
chr15	97277412	97277562	id-35724	8.16e-07	+	TGGGTGTAGTCTCCTGCTGACAGCAGAGGGCAGCT	V_CTCF_BR	3
chr15	97293712	97293862	id-35725	5.35e-09	-	GTGCAGTGAGAGCCTGTGGCCAACAGGAGGTGGGG	UpstreamP1_CTCF	11
chr15	97404099	97404249	id-35726	7.15e-05	-	AGCTCCCATTTCTTTTTGTCCACCAGATGGCCCAA	V_CTCF_BR	9
chr15	97436657	97436807	id-35727	4.51e-05	-	CCTGCAGCTTTCTGGGCATAAGACAGATGGCAGTG	Upstream_CTCF	35
chr15	97548388	97548538	id-35728	2.91e-05	+	ACTGCAGGCCACCTATGGGCAAGAAGAGGAACCAA	Upstream_CTCF	5
chr15	97573595	97573745	id-35729	1	+	NA	NONE	4
chr15	97669928	97670078	id-35730	1	+	NA	NONE	9
chr15	97751432	97751582	id-35731	5.65e-05	-	TAAAAGTCCCTTGTCTATACCACAAGAGGTAGCTA	V_CTCF_BR	4
chr15	97778680	97778830	id-35732	5.72e-07	-	GTTCCCTTTCTGATCTCTGCCACTAGGAGGCACTG	UpstreamP1_CTCF	40
chr15	97782518	97782668	id-35733	1	+	NA	NONE	4
chr15	97789112	97789262	id-35734	3.63e-08	-	CCTGCAGTACCACAGACAGACACAAGAGAGAGCAA	Upstream_CTCF	40
chr15	97844584	97844734	id-35735	2.53e-05	+	GGTTGCCACTTCAGCTCAGCCACAAGGGGCAGGGT	V_CTCF_BR	2
chr15	98025890	98026040	id-35736	2.43e-06	-	ATTCTCCTGCCCCTGGCACCCTGTAGGTGGAGCCC	V_CTCF_BR	16
chr15	98288823	98288973	id-35737	1.09e-07	-	TATGTAATTCTGAAAAGAGCCGCTAGGTGGGAGTG	Upstream_CTCF	40
chr15	98298474	98298624	id-35738	6.84e-06	-	CATAATATTTGAGCAATGGTCAGTAGATGGCGGTA	V_CTCF_BR	38
chr15	98348338	98348488	id-35739	2.1e-06	-	CCTGCATTTCCCTCCCTTACAACCAGGCAGCCAGG	Upstream_CTCF	9
chr15	98392516	98392666	id-35740	1.63e-05	-	ATGGCTGCTCCTGTCTGTGCCACAAGGGGCGCTTC	Upstream_CTCF	13
chr15	98418870	98419020	id-35741	4.7e-08	-	CTCCCTCCACACCTCCCCTCCAGCAGAGGGAGCCG	V_CTCF_BR	10
chr15	98442336	98442486	id-35742	8.21e-06	+	AGCCCTAATGTTTTCCTGAACAACAGGTGGCGGTA	V_CTCF_BR	40
chr15	98447463	98447613	id-35743	1.99e-07	+	CCGACACCCGGCCCTGCCGACGCGAGGTGGCGCCG	V_CTCF_BR	38
chr15	98452646	98452796	id-35744	6.74e-08	+	AGTGCAGTGACAGTGGCTGCCATGAGAGGGCAGCC	Upstream_CTCF	40
chr15	98488109	98488259	id-35745	1	+	NA	NONE	0
chr15	98539586	98539736	id-35746	1.48e-06	+	GATGATGTCAAGAAGCCGGCCACCAGAGGGCCAGA	Upstream_CTCF	39
chr15	98560484	98560634	id-35747	7.73e-06	-	CACGCGAATTGCATGGGACCCACTGGAGGGAGCCA	V_CTCF_BR	2
chr15	98586551	98586701	id-35748	1	+	NA	NONE	6
chr15	98626886	98627036	id-35749	6.39e-05	+	CATGCAGTGTGAGTTTTGCCCTCAGAGGGGCTCTG	Upstream_CTCF	18
chr15	98628366	98628516	id-35750	2.11e-08	-	TAGCACTTTTAGGATGAATCCACCAGGTGGCACCA	UpstreamP1_CTCF	39
chr15	98685930	98686080	id-35751	7.55e-07	+	CTCTCTCCCCTCCCCACTACCACCAGGGGGAATCC	V_CTCF_BR	19
chr15	98717651	98717801	id-35752	6.43e-06	-	TCAAAGGCTTAAAGATGTGACAGCAGGTGGCACCT	V_CTCF_BR	17
chr15	98721317	98721467	id-35753	6.49e-06	-	CAGAAGTAGCAGGCTTTTATCAGTAGATGGGGGTA	UpstreamP1_CTCF	40
chr15	98815912	98816062	id-35754	3.22e-05	-	CATACGTACCTCCCTGTGACCACAAGGGGGTCAGG	UpstreamP1_CTCF	13
chr15	98835781	98835931	id-35755	1.38e-06	+	CGGAGAGTTGGTATGCACACCGCTAGAGGGCGCAG	V_CTCF_BR	40
chr15	98836172	98836322	id-35756	5.3e-05	+	GCGCAACTCCAGGCGCGCGCCGCAACCGCGCAGGG	UpstreamP1_CTCF	1
chr15	98838480	98838630	id-35757	7.44e-05	+	GCTGTACTGACCTTCTGGAGCCCCAGGGTGCTTAT	Upstream_CTCF	40
chr15	98851479	98851629	id-35758	1	+	NA	NONE	21
chr15	98854929	98855079	id-35759	1.08e-08	+	AAGCTAATACCGTTTCTGGCCAGCAGGTGGCGGTG	V_CTCF_BR	40
chr15	98925470	98925620	id-35760	1	+	NA	NONE	14
chr15	98946946	98947096	id-35761	2.6e-06	-	TTTGAAAAAGCAGGAAGCACCAGCAGATGGAGCGC	V_CTCF_BR	5
chr15	98959514	98959664	id-35762	1	+	NA	NONE	2
chr15	98964945	98965095	id-35763	6.51e-11	-	CCGCAGCCTCCCCGCGCGGCCACTAGATGGCGCTG	V_CTCF_BR	40
chr15	98971687	98971837	id-35764	4.48e-07	-	AGGGAAATACCCACGGCGGCCACACGATGGCAGCC	Upstream_CTCF	39
chr15	98972057	98972207	id-35765	1.41e-06	+	GGAGCTTTCCTGCCTCTACCCACTAGATGTCAGTA	Upstream_CTCF	29
chr15	98985724	98985874	id-35766	8.84e-10	+	CTGCAGTAGACGACAATGGCCACTAAGGGGAGCCA	UpstreamP1_CTCF	40
chr15	99062416	99062566	id-35767	5.21e-08	+	AGTCTTTTTGGCTTAATAGCCACTAGGGGGCGCTA	V_CTCF_BR	38
chr15	99066630	99066780	id-35768	2.27e-05	+	TCTAGAGGATAACGCTTGGCCAGTAAGGGGCAGCA	V_CTCF_BR	33
chr15	99080897	99081047	id-35769	1.93e-05	+	GGGCCTGTGCATCCCTGCCCCGCCAGGAGGCTCAG	V_CTCF_BR	4
chr15	99091035	99091185	id-35770	8.13e-06	+	GCAGCTGTAACCAACTCCCCCGCTGGGGGCATGGG	Upstream_CTCF	9
chr15	99091784	99091934	id-35771	1.28e-06	-	GATGCCTTTTCTGGATTGACAACTAGGGGCCAGTC	Upstream_CTCF	32
chr15	99111709	99111859	id-35772	1	+	NA	NONE	39
chr15	99125075	99125225	id-35773	2.19e-05	+	GTTTCTTCTCTCTGAGTCCCCACTAGGGGCTGTTG	Upstream_CTCF	34
chr15	99190831	99190981	id-35774	3.41e-11	-	GGGCGCGTCCCCGCGGCGGCCGCCAGAGGGCGCGG	V_CTCF_BR	40
chr15	99192300	99192450	id-35775	6.98e-07	-	CCGGACGCCCGAGCTTCCGCCGCGGGAGGGCGCGA	V_CTCF_BR	29
chr15	99192857	99193007	id-35776	8.59e-05	-	GCCCCTCGGAGGAAAAGTTCCCGCAGTGGCCGCGG	V_CTCF_BR	34
chr15	99202558	99202708	id-35777	6.98e-07	-	TGCTGAATTTCCCTTCTGGCCACTAGATGGAGCCT	V_CTCF_BR	40
chr15	99278612	99278762	id-35778	1	+	NA	NONE	2
chr15	99314821	99314971	id-35779	4.43e-05	-	CGTTGTTATTCATAAGTGAGCTGCAGGGGGAAACC	V_CTCF_BR	14
chr15	99320264	99320414	id-35780	1	+	NA	NONE	2
chr15	99322939	99323089	id-35781	2.6e-07	+	ACTCTGGAACCACAGCCCTCCAGTAGAGGGCACAC	V_CTCF_BR	38
chr15	99329062	99329212	id-35782	1.03e-06	+	ACAAAGCACACCTACGTGACCACTAGCTGGAGCAC	V_CTCF_BR	5
chr15	99343985	99344135	id-35783	6.84e-06	+	GGCTTTTTATGAATGAGGCCCAGAAGGGGGAGGAG	V_CTCF_BR	16
chr15	99347340	99347490	id-35784	7.1e-07	+	ATGCAGTACACATGTGTGGTCACTGGAGGGAATGG	UpstreamP1_CTCF	34
chr15	99349069	99349219	id-35785	1.03e-07	+	AGTGCAGTTCTGACACTCACCACCTGGAGTTAGCA	Upstream_CTCF	38
chr15	99394260	99394410	id-35786	4.3e-06	-	TAGGCCTTACCCTGCCTGCCCGGGAGAGGCCACTG	Upstream_CTCF	39
chr15	99398616	99398766	id-35787	2.37e-05	+	CAAGCAGTGCTTTTTATCATCCATAGATGGAGATG	Upstream_CTCF	7
chr15	99399559	99399709	id-35788	6.49e-06	-	TCTGATAGTCTCTCTGCTACCAGGAGGAGGAAACC	Upstream_CTCF	8
chr15	99405231	99405381	id-35789	3.03e-05	-	CCTACAGTTTCCTGATCCACCACTATGTGGTAGGG	Upstream_CTCF	14
chr15	99416653	99416803	id-35790	4.65e-05	+	CATCGAAAAAACAAAACATTCTGCAGAGGGCAGTC	V_CTCF_BR	25
chr15	99424960	99425110	id-35791	5.86e-07	-	AATTTAATCCCCCTAATGATCACAAGGGGGCAGTA	Upstream_CTCF	39
chr15	99447822	99447972	id-35792	3.28e-05	-	AATTGCCTCTTCACGGCTGTCTCTAGGGGGCATCA	V_CTCF_BR	40
chr15	99495483	99495633	id-35793	1.5e-05	-	GCTGCGCTGCTCAAAGTGTGGAGCAGATGGTCACC	Upstream_CTCF	2
chr15	99512018	99512168	id-35794	1	+	NA	NONE	2
chr15	99579220	99579370	id-35795	7.84e-05	-	GGAGTTGGAGGTTGCAGTGAGCCCAGATGGCGCCA	V_CTCF_BR	36
chr15	99602247	99602397	id-35796	6.64e-11	-	GGAGCAGCTCCGACTCCCGCCGGCAGGGGGCGGCG	Upstream_CTCF	40
chr15	99603012	99603162	id-35797	1.3e-07	-	GGGCAGGAGGACGCTGTGGCCGGCAGGAGGCTGCA	UpstreamP1_CTCF	24
chr15	99620053	99620203	id-35798	7.16e-08	-	TTTGCAATTGTCCTGTTAACCACTAGATGGCGTGT	Upstream_CTCF	39
chr15	99640874	99641024	id-35799	6.84e-06	+	ACCGTTCATCCATCCGCCGCAGGAAGGGGGCGCAC	V_CTCF_BR	40
chr15	99645067	99645217	id-35800	6.04e-07	+	CCGCACCGACCACCTGCGGCCGCCAAGGTGCGGCA	UpstreamP1_CTCF	40
chr15	99645693	99645843	id-35801	4.14e-06	+	TGGGTGCGCAGCAGCGCGAGCTGCAGGAGGCGCTG	V_CTCF_BR	7
chr15	99645960	99646110	id-35802	1.83e-05	+	ACGAGGACGAGGTGCGCGAGCTGGAGGAGGCGCTG	V_CTCF_BR	25
chr15	99663801	99663951	id-35803	1.1e-05	-	ACGGGGTGCTTCCTAGCAAACAGCAGGTGGAGAAG	V_CTCF_BR	12
chr15	99710797	99710947	id-35804	5.63e-06	-	CTCCAGGCCTCTGCTGCCTCCACCAGGGAGAAATA	UpstreamP1_CTCF	9
chr15	99748022	99748172	id-35805	1	+	NA	NONE	6
chr15	99753519	99753669	id-35806	3.95e-09	-	TTAGCAACACCAAGCCTTGCCAGCAGATGGCGGGC	Upstream_CTCF	40
chr15	99794079	99794229	id-35807	8.91e-07	+	CCTGCTTCTCCGGCTTGAGCCACTGGGTGGATGGA	Upstream_CTCF	17
chr15	99813283	99813433	id-35808	1.11e-05	+	AGAGTGATATTATGGAACACCAGTAGGTGTCAGTC	Upstream_CTCF	40
chr15	99826751	99826901	id-35809	1	+	NA	NONE	39
chr15	99884154	99884304	id-35810	1.27e-06	+	CTGCGGTGTCCTGGCCTCCCCACCAGGCTGTGCTG	UpstreamP1_CTCF	36
chr15	99901896	99902046	id-35811	7.27e-06	-	TTAAGAATGCTTCTCTGTGCCTGTAGGGGGTGCTA	V_CTCF_BR	39
chr15	99911834	99911984	id-35812	5.08e-05	-	TGGGAAATTTCATAAGTCACCTTAAGAGGGTGCCA	Upstream_CTCF	23
chr15	99925319	99925469	id-35813	1.15e-07	-	GAGGCACCAGCAGGAGGCACCAGCAGGGGGCTGAA	V_CTCF_BR	34
chr15	99930979	99931129	id-35814	9.41e-05	+	AAAAGTAGCAGCCTGGAAGCCACTAGAGGGGGCAG	V_CTCF_BR	29
chr15	99942537	99942687	id-35815	2.83e-07	+	TTGGCAGCCTGATCCGGAGCCTGCAGAGGGAGGAG	V_CTCF_BR	3
chr15	99949351	99949501	id-35816	1	+	NA	NONE	40
chr15	99966243	99966393	id-35817	5.01e-06	+	CGCCCAGACACATCTCCAGCCAGCAGGAGGCTACG	V_CTCF_BR	35
chr15	99975632	99975782	id-35818	3.24e-06	+	GCTGCCCCAGGCTTCTTGGCCACTGGAGGGTGAGG	Upstream_CTCF	6
chr15	99995148	99995298	id-35819	6.64e-05	+	GCTGCTGATTAGGCCTCCTCCACAAGGAGATAAAC	Upstream_CTCF	19
chr15	100007097	100007247	id-35820	8.13e-06	-	TCTGCAGGCCCTCGAGTGCACAGCGGCAGCAGGCC	Upstream_CTCF	4
chr15	100008838	100008988	id-35821	7.62e-07	-	GTTGTTCTTCCTGCCTCTTCCTCGAGAGGGCAACT	Upstream_CTCF	2
chr15	100045067	100045217	id-35822	8.71e-06	-	GACTCATTCTGAAGCCAGGCCTCCAGGAGGAGCTC	V_CTCF_BR	35
chr15	100048120	100048270	id-35823	1	+	NA	NONE	7
chr15	100052676	100052826	id-35824	5.92e-05	+	ACAACTGCCTGGAGTCCAGCCTGGAGGTGGCCCCA	V_CTCF_BR	2
chr15	100104465	100104615	id-35825	1	+	NA	NONE	1
chr15	100243996	100244146	id-35826	1.73e-06	+	CTGCATGATACAGCCTGAACCACAAGGGGGTTCCC	UpstreamP1_CTCF	40
chr15	100244688	100244838	id-35827	9.51e-07	-	GAGTGAGTGATTTTCAGAACCACAAGAGGGCAGTA	V_CTCF_BR	40
chr15	100270251	100270401	id-35828	4.7e-06	-	GGCATGAGGGGGAAGGCAGGCAGATGGGGGCACTA	V_CTCF_BR	40
chr15	100284475	100284625	id-35829	1	+	NA	NONE	17
chr15	100296137	100296287	id-35830	6.64e-05	-	ACTACATTGTTAAAATTTATCGGTAGAGGGCGATA	Upstream_CTCF	40
chr15	100332497	100332647	id-35831	9.29e-06	+	AGTTCATCACCCTAGAACACAGCCAGGGGGCAGTG	Upstream_CTCF	22
chr15	100448044	100448194	id-35832	1	+	NA	NONE	7
chr15	100450263	100450413	id-35833	8.91e-07	-	CAGGTTGTATTCGGCAGGCCCAGAAGAGGGAGCCC	Upstream_CTCF	38
chr15	100468621	100468771	id-35834	8.62e-10	+	CGCGAGCGAGGGCGTCCGGCCGGCAGGTGGCACTG	V_CTCF_BR	39
chr15	100501356	100501506	id-35835	2.04e-05	+	TAGAACTTTTATTCTAGAGACACCAGATGGTGGCG	V_CTCF_BR	29
chr15	100505089	100505239	id-35836	1	+	NA	NONE	1
chr15	100521476	100521626	id-35837	1.03e-06	-	TGCCTCACACCTGGCCCTGCCTCATGGGGGCACTA	V_CTCF_BR	23
chr15	100538099	100538249	id-35838	1	+	NA	NONE	2
chr15	100582877	100583027	id-35839	1	+	NA	NONE	4
chr15	100669966	100670116	id-35840	6.98e-07	-	TCCCTGGCCTTAGTTCTGCCCACTAGAGGGAGCGG	V_CTCF_BR	19
chr15	100672276	100672426	id-35841	1	+	NA	NONE	24
chr15	100673318	100673468	id-35842	8.03e-07	+	CCTGCAAGATGTGGAGCTGCCTGTTGGGGGCAGTG	Upstream_CTCF	10
chr15	100699772	100699922	id-35843	8.97e-05	+	AAAGTGGCTCCAGCTGCCACCTCATGGTGTAACCA	Upstream_CTCF	11
chr15	100710470	100710620	id-35844	1.35e-05	-	CTTCAGTTTCCACATAGGTTCAGATGAGGGAGCTA	UpstreamP1_CTCF	1
chr15	100747369	100747519	id-35845	1.47e-05	+	TTTCCCTCTCTCCAAGTGAGCACAAGAGGGCAGGT	V_CTCF_BR	5
chr15	100781804	100781954	id-35846	4.94e-06	+	GTATCACTTCCACCCCATTCCACCAGGCAGAGGGC	Upstream_CTCF	8
chr15	100805830	100805980	id-35847	3.11e-05	-	ACCCACAGGTCCCTGTGTGGCTCTGGGGGGAGGCC	V_CTCF_BR	1
chr15	100875212	100875362	id-35848	1.16e-05	-	CTTGCATTTCTCACAAGTTCCCCCGGGGGTGCTGA	Upstream_CTCF	10
chr15	100879306	100879456	id-35849	2.58e-05	-	ACTGTCCTTCCCTTTAGCACCATGTGAGGGTGCTG	Upstream_CTCF	39
chr15	100881867	100882017	id-35850	6.51e-05	-	CGTTCTCGCGGCGTCCTGGCGGCCCGGGGGCGGCG	V_CTCF_BR	0
chr15	100882336	100882486	id-35851	2.58e-09	+	GGGCAGTGGCGGGGACACGGCACCAGGTGGCGCGC	UpstreamP1_CTCF	39
chr15	100889938	100890088	id-35852	1.55e-08	+	GTGAGATGCCACATCCCCTCCAGCAGGGGGCGGCC	V_CTCF_BR	40
chr15	100890430	100890580	id-35853	1.15e-07	+	GTCAGCCTGGCTCCGGCCTCCACCAGGGGGTGCTA	V_CTCF_BR	40
chr15	100924101	100924251	id-35854	2.78e-06	-	TCCATGCTAATAAAACCTTCCACCAGGTGGCTCTC	V_CTCF_BR	35
chr15	100973632	100973782	id-35855	1	+	NA	NONE	5
chr15	101080058	101080208	id-35856	9.31e-05	+	GTTTCCCTTCCCTTTCTGGTCCTGAGGGGGAGCTG	Upstream_CTCF	5
chr15	101112697	101112847	id-35857	6.74e-08	-	TGTGCAGTTTTAATTTATAACACTAGATGGCACCT	Upstream_CTCF	27
chr15	101168119	101168269	id-35858	2.57e-08	+	GTGTCATGCTCATGCCTTACCAGCAGATGGCAGCA	UpstreamP1_CTCF	40
chr15	101173266	101173416	id-35859	7.27e-06	+	CCTGCCTGAATAATGAGCGCCACCTGTGGGAGGAA	V_CTCF_BR	38
chr15	101191026	101191176	id-35860	8.5e-06	-	AATCCAATTCAAATGCAGACCTGCAGGTGTCACCA	Upstream_CTCF	31
chr15	101191661	101191811	id-35861	1	+	NA	NONE	20
chr15	101203373	101203523	id-35862	3.88e-06	+	TCCTCACATCACAGAGAAGCCAGCAGGGGGAGAAA	V_CTCF_BR	39
chr15	101205850	101206000	id-35863	2.5e-05	+	AAGCACTCCTCCCTCTGGAACACAGGGCGGCTCGC	UpstreamP1_CTCF	3
chr15	101212296	101212446	id-35864	1.28e-06	+	GTGTGTGAATGCTGACCATCCGGCAGAGGGCAGGA	V_CTCF_BR	39
chr15	101243203	101243353	id-35865	2.68e-05	-	GGTTTTACTTCCAGGACAAGCAGTAGGAGGCAGTG	Upstream_CTCF	17
chr15	101243999	101244149	id-35866	2.97e-06	-	GGGGCTCAGGCCAGGACAGCCACTGGAGGGCGTGG	V_CTCF_BR	2
chr15	101265225	101265375	id-35867	3.28e-05	+	GGCTGGATTTGGCCTGCAGTCTGCAGTTGGCTGAC	V_CTCF_BR	17
chr15	101269175	101269325	id-35868	2.31e-06	+	CCTGTCGGGCTCCCAATCCCCACCAGATGATGTCC	Upstream_CTCF	3
chr15	101276980	101277130	id-35869	2.53e-05	+	TCTGAGATCCACTGCCCTGTCTGAAGGGGGCGATG	V_CTCF_BR	24
chr15	101305651	101305801	id-35870	3.22e-05	-	GTGTTTTTTCATTATTCGACCACAGGAAGCCCCTG	UpstreamP1_CTCF	17
chr15	101342055	101342205	id-35871	4.94e-06	+	TTGGCAGAATCAACTGTGGTCCCTAGGGGGCTGCA	Upstream_CTCF	0
chr15	101383342	101383492	id-35872	1	+	NA	NONE	1
chr15	101389822	101389972	id-35873	6.46e-07	+	CCCCCCTGGACGTACAGAACCAGCAGGTGGCATCG	V_CTCF_BR	35
chr15	101406546	101406696	id-35874	5.93e-06	-	GATGAGACCCCAAACAAGACCAGCAGAGGGACCCT	Upstream_CTCF	1
chr15	101409866	101410016	id-35875	3.42e-08	-	TCGCCCACCCCGACACCAGCCACCAGGTGGCGTCA	V_CTCF_BR	40
chr15	101413392	101413542	id-35876	2.44e-10	-	ACTGCACTTCTCCTGTTGGCCACTAGATGTCACAG	Upstream_CTCF	40
chr15	101432012	101432162	id-35877	1	+	NA	NONE	9
chr15	101443009	101443159	id-35878	7.44e-06	+	CCTGCAGGACAAACAGGGTCTGCCAGATGGCATAT	Upstream_CTCF	4
chr15	101446176	101446326	id-35879	1	+	NA	NONE	12
chr15	101450441	101450591	id-35880	1.59e-06	-	GAACTCAAATGCAAACAGGCCACTAGAGGGAGGAA	V_CTCF_BR	40
chr15	101455125	101455275	id-35881	9.81e-06	+	CTGTGAAATCGCAGTCCTGCCTGGGGAGGGAGCTG	V_CTCF_BR	36
chr15	101458270	101458420	id-35882	1.46e-08	+	CCTGCGCTCCCTCGCGGTGGCGCCAGGTGGCGGGG	Upstream_CTCF	40
chr15	101459607	101459757	id-35883	3.8e-08	-	GGGCCGGGAGGCAGCCAGGCCGCCGGGGGGCGCCG	V_CTCF_BR	13
chr15	101466584	101466734	id-35884	2.19e-05	+	ACTGTGTCATCTGAAAAAGCCCACAGGAGGCGCTG	Upstream_CTCF	29
chr15	101475179	101475329	id-35885	3.6e-07	-	AGTGTAGGACTAAGACCAGGCACAAGAGGGAGGGC	Upstream_CTCF	37
chr15	101484779	101484929	id-35886	5.65e-05	+	TGCTTGCTTTTGTGTTTGGAAGGCAGATGGCAGTC	V_CTCF_BR	7
chr15	101513686	101513836	id-35887	1.28e-06	+	TCCCCGGTGCCCTGGAAGGGCTCCAGGTGGCGGTC	V_CTCF_BR	7
chr15	101547276	101547426	id-35888	4.7e-08	-	GACGGGCATCCCTATTTGGCCACCAGATGGCGATG	V_CTCF_BR	40
chr15	101547611	101547761	id-35889	8.21e-06	-	CACTGGTCTTCCTTTATTTCCACCAGAGGGAGTCA	V_CTCF_BR	17
chr15	101548708	101548858	id-35890	1.12e-09	-	CCTGCAAGTCACCCTCCAACCTCCAGAGGGCGCCG	Upstream_CTCF	40
chr15	101549146	101549296	id-35891	8.16e-07	+	AGCTGAACCTCTCCGACAACCACCTGGGGGAGCTG	V_CTCF_BR	7
chr15	101555503	101555653	id-35892	5.51e-07	+	AAGCGTATTGCCTTTTTCACCACCAGAGGTCGCCA	V_CTCF_BR	40
chr15	101557674	101557824	id-35893	8.16e-07	-	CAATGCTGCCGCTGATCTGACAGGAGGTGGCGCTG	V_CTCF_BR	37
chr15	101569483	101569633	id-35894	6.84e-06	-	GTCATCGGGTGCTGGCCTGTCCGTAGGGGGCAGCA	V_CTCF_BR	12
chr15	101596918	101597068	id-35895	4.3e-06	-	AGTGGCCTTCACAAGGTGGCCCTCAGGTGGAGGGA	Upstream_CTCF	1
chr15	101604447	101604597	id-35896	5.41e-06	+	CCTGAGCTCCCCCAGCTCCCCACAAGGAGGCTTTC	Upstream_CTCF	10
chr15	101605025	101605175	id-35897	3.09e-07	+	TGCCTGGTGGGGGGGGTGGCAGGCAGGGGGCAGTG	V_CTCF_BR	4
chr15	101609343	101609493	id-35898	3.6e-07	-	AGTGTAATTCCATCTGAGACCTGGGGATGGCAGGA	Upstream_CTCF	30
chr15	101629087	101629237	id-35899	1.63e-09	+	GGAGCAGTTCCCTCGCCCGCCGCCAGGGTGCGCCC	Upstream_CTCF	39
chr15	101639574	101639724	id-35900	2.72e-05	+	GGGCCTTCCACCGGCACCTCCTGCAGATGGGGCTG	UpstreamP1_CTCF	20
chr15	101640920	101641070	id-35901	4.1e-06	+	CTTGGCACAGCTTCCTCTGCCAGCAGAGGGGGCAG	Upstream_CTCF	15
chr15	101642547	101642697	id-35902	2.96e-05	+	CCTCTCCCACACTGCCCCTTCACTAGGGGTCAGAC	V_CTCF_BR	4
chr15	101661164	101661314	id-35903	7.73e-06	+	TGTAGCCTGAGAGCCGAGGCCAGCAGGAGGTACAG	V_CTCF_BR	3
chr15	101661907	101662057	id-35904	1	+	NA	NONE	37
chr15	101663120	101663270	id-35905	3.48e-06	+	CTGGAACCTGGGACCCTGAACACCAGGGGGCCAGG	UpstreamP1_CTCF	1
chr15	101666922	101667072	id-35906	1.63e-05	+	AGAGAGGCTTATCCAAGGGCCAGCAGGAGGGGACA	Upstream_CTCF	7
chr15	101674062	101674212	id-35907	7.23e-07	+	ACTGCTGAGCAACTGCAGTCCCCCAGGTGGCCGTG	Upstream_CTCF	10
chr15	101678010	101678160	id-35908	1	+	NA	NONE	3
chr15	101685780	101685930	id-35909	1	+	NA	NONE	0
chr15	101693138	101693288	id-35910	4.96e-08	+	CCTGCATTTTCCCATCTGCCCTGCAGGGGTCTGGC	Upstream_CTCF	40
chr15	101707884	101708034	id-35911	6.21e-05	+	TGTGCATGGGCTTGGCCAGCCTGGTGGGGCAGCAG	V_CTCF_BR	5
chr15	101757767	101757917	id-35912	1	+	NA	NONE	17
chr15	101777458	101777608	id-35913	1.64e-06	+	TTGCAAGAGCCACAGGAAGCCTCTAGAGGGAATGC	UpstreamP1_CTCF	4
chr15	101784350	101784500	id-35914	2.96e-05	+	AGAAGCCAAAAAGGCCTCAACAACAGGTGGAAGCA	V_CTCF_BR	9
chr15	101790590	101790740	id-35915	4.7e-05	-	CATGTTATCCAGTAACTGGGCTCTAGTTGGCCAAA	Upstream_CTCF	20
chr15	101791269	101791419	id-35916	9.41e-05	+	GTGCCCGGGGAGCAGGGGCTCACCTGTAGGCGGCC	V_CTCF_BR	7
chr15	101792386	101792536	id-35917	1	+	NA	NONE	30
chr15	101794684	101794834	id-35918	6.39e-08	-	AGGATGAGGACAGCCTTGGCCTCCAGGGGGCTGTG	V_CTCF_BR	7
chr15	101797135	101797285	id-35919	1	+	NA	NONE	39
chr15	101798453	101798603	id-35920	2.11e-06	-	CGCAGGAATTAGCTGTGTACCACAAGAGGGTGCCA	V_CTCF_BR	40
chr15	101807598	101807748	id-35921	1	+	NA	NONE	9
chr15	101810185	101810335	id-35922	7.44e-06	-	CATGTGCTCACCTTGTCCACCAGCAGAGGCTGCTG	Upstream_CTCF	39
chr15	101816797	101816947	id-35923	6.04e-07	+	ATGTACCAGCCATAGGTGGCCAGCAGGGAGCCCAC	UpstreamP1_CTCF	40
chr15	101829229	101829379	id-35924	3.63e-06	+	TTCAAATATGTCACAAAAACCACCAGAGGGAGCTC	V_CTCF_BR	39
chr15	101832392	101832542	id-35925	3.84e-06	-	TTGCACCTTTTCTCAGGTTCCACTAGATGGTATGA	UpstreamP1_CTCF	9
chr15	101840595	101840745	id-35926	3.86e-08	+	CATTTAATTCCAGAGAGGACCACCAGGTGGAGTCC	Upstream_CTCF	40
chr15	101861049	101861199	id-35927	1	+	NA	NONE	29
chr15	101897606	101897756	id-35928	1	+	NA	NONE	6
chr15	101962520	101962670	id-35929	2.6e-06	-	GAAACTCCAGATGGACTGCCCTGTAGTGGGCAGCA	V_CTCF_BR	4
chr15	101979607	101979757	id-35930	5.38e-05	+	GTCACTGTCATTCGATCACCCTCATGGGGGAGCAG	V_CTCF_BR	4
chr15	101994127	101994277	id-35931	8.9e-05	+	CTACACTGAGCACCCAAGGCAGTCAGGGGGAGCCC	UpstreamP1_CTCF	1
chr15	102019859	102020009	id-35932	1.64e-06	-	GTGTTGGATAAGGGCCCTCCCACCAGAGGTCAGGC	UpstreamP1_CTCF	2
chr15	102029536	102029686	id-35933	1.16e-05	-	GCGGCCCGGCCGAGGCGGACCGCGTGGCGGCGGCG	Upstream_CTCF	11
chr15	102030062	102030212	id-35934	7.44e-06	-	GCGGCACCGCGTCCCGAGAGCCCCAGAAGTCGGCG	Upstream_CTCF	5
chr15	102032831	102032981	id-35935	5.92e-05	-	CCACGCTCATCTCCGGTATCCTGAAGGTGGTGTCC	V_CTCF_BR	10
chr15	102036533	102036683	id-35936	2.11e-06	-	GGAACTGCCAGAGCATGACCCTGCAGAGGGCAGGA	V_CTCF_BR	1
chr15	102042191	102042341	id-35937	1.97e-06	-	TGTCTCTCTCCTTCTGCATCCTCCAGGGGGCAACA	V_CTCF_BR	40
chr15	102080860	102081010	id-35938	8.19e-06	+	CAGATGCTAGGAGTGATGTTCACCAGGGGGCCCCA	UpstreamP1_CTCF	21
chr15	102118879	102119029	id-35939	9.84e-06	-	GTGTCATGCCTGTGGGAGGCAGGCAGAGGGCGTCT	UpstreamP1_CTCF	38
chr15	102137925	102138075	id-35940	1	+	NA	NONE	1
chr15	102148613	102148763	id-35941	4.14e-06	+	TCACCTGTTCCCTGCCTGCCCTCCAGAGGGTGCCT	V_CTCF_BR	14
chr15	102156480	102156630	id-35942	8.21e-05	+	GCTTGGAATCTGGGCTGGGACCGCTGGGGTCAGCA	V_CTCF_BR	2
chr15	102181480	102181630	id-35943	9.71e-06	-	GTGACAGTTCCATCTCTCGTCGCTAGGTGGCGCAT	Upstream_CTCF	40
chr15	102182626	102182776	id-35944	2.97e-06	-	TGGAGTTGGCTATGTTGGACCAGCAGATGGCTCTT	V_CTCF_BR	34
chr15	102192576	102192726	id-35945	3.18e-06	-	GCGAAAGCGCAAACGCCGGCCGCCAGGAGTCGCAG	V_CTCF_BR	40
chr15	102195184	102195334	id-35946	1.73e-05	-	TCTCATTTGCGCCCTAGTGCCAGGTGGGGTCACTG	V_CTCF_BR	17
chr15	102204639	102204789	id-35947	3.56e-06	+	TATGACCTATGGGACTTGGCCACTGGGTGGCGAAC	Upstream_CTCF	38
chr15	102212694	102212844	id-35948	1	+	NA	NONE	8
chr15	102220000	102220150	id-35949	1	+	NA	NONE	2
chr15	102234649	102234799	id-35950	1.35e-05	-	TGGTTCTGTTAGTCACCAGCCAGTAGAGGGTGTGC	UpstreamP1_CTCF	26
chr15	102264332	102264482	id-35951	1	+	NA	NONE	32
chr15	102307454	102307604	id-35952	1.21e-05	-	AGGGCACTGCCTTCCACCCACCCCAGGTGTCTTCC	Upstream_CTCF	32
chr15	102314076	102314226	id-35953	9.51e-07	-	CCCTCACACCCAGGGTCTTCCTGCAGGTGGAGCTG	V_CTCF_BR	39
chr15	102417965	102418115	id-35954	1.1e-06	-	ATCAAGAACCCAGAAATCTCCACCAGGGGGCAACC	V_CTCF_BR	7
chr16	60954	61104	id-35955	5.09e-10	-	CCTGCAATGTCCCTAGCTGCCAGCAGGCGGCGTGC	Upstream_CTCF	15
chr16	102958	103108	id-35956	5.74e-05	+	GAGCACGATGAGAGATCGTCCAGGAGGCGGTGTTG	UpstreamP1_CTCF	26
chr16	115773	115923	id-35957	3.05e-07	+	GGCGCAGACACCGTAGTGACCACCAGGTGACGCCA	Upstream_CTCF	40
chr16	122013	122163	id-35958	1.85e-05	-	GCTGCATTTTCCTTCCCGGCCACGACCGGCGGGTG	Upstream_CTCF	21
chr16	125081	125231	id-35959	1	+	NA	NONE	8
chr16	126220	126370	id-35960	6.48e-05	-	ATGAGAGTTCCAACTGTGGCCTGCAGAGTGGGCTG	UpstreamP1_CTCF	32
chr16	127456	127606	id-35961	8.46e-07	-	GCTGGAGCGCAGGCAGCCTCCTCTAGAGGCCGAGG	Upstream_CTCF	11
chr16	134289	134439	id-35962	6.8e-06	+	CCGCATTTGCTGGCTTTGTCCACTAGTGCTCGCCC	UpstreamP1_CTCF	19
chr16	146990	147140	id-35963	2.14e-11	-	GGCGGTGTGCACAGCATGGCCACCAGGGGGCAGCA	V_CTCF_BR	40
chr16	152731	152881	id-35964	6.05e-06	+	ACACCATGGCCCCAAGGTCCCAGAGGAGGGCAGCA	V_CTCF_BR	8
chr16	155646	155796	id-35965	3.31e-06	-	GTGGAGGAGCACAGCTCATCCGCTAGGGGTCGACG	UpstreamP1_CTCF	4
chr16	157135	157285	id-35966	5.08e-07	+	TCCTGTCCTCCTTTAATATCCACTAGGTGGCGCTG	V_CTCF_BR	40
chr16	167861	168011	id-35967	1.97e-06	+	AAGCCAACTACAAGTTCTGCCACCAGGGGGAGTTG	V_CTCF_BR	40
chr16	190308	190458	id-35968	5.41e-06	-	AGTGTAGCCTCTTACATTCCCACCAGCAGGAGAGA	Upstream_CTCF	11
chr16	193135	193285	id-35969	1.67e-07	-	GTGAACCCCACCCGGCCCTCCTGCAGATGGCGGTG	V_CTCF_BR	1
chr16	230305	230455	id-35970	3.65e-05	+	GCGAAGCTGCGGCGCGGCGCCCCCTGGAGGCCGCG	UpstreamP1_CTCF	32
chr16	230680	230830	id-35971	3.06e-08	+	CACAAGTCAGAGCCCACGGCCAGAAGGTGGCGGAC	V_CTCF_BR	29
chr16	231503	231653	id-35972	1.62e-08	-	GCGCAGGTACCGGCTCGCGCCGGGAGGGGGCGCTG	UpstreamP1_CTCF	40
chr16	238785	238935	id-35973	1.71e-06	-	ACGTCTTGTCTTCTGGCATCCAGTAGATGGCAGGG	V_CTCF_BR	31
chr16	258485	258635	id-35974	6.73e-07	-	ATGCATCTCTCACAACTCCCCAGAAGAGGGCCTCC	UpstreamP1_CTCF	11
chr16	284389	284539	id-35975	1	+	NA	NONE	27
chr16	285004	285154	id-35976	1	+	NA	NONE	40
chr16	322732	322882	id-35977	1.41e-08	+	GGGCAGTCCCATGGTGCGTCCAGCAGGGTGCAGCC	UpstreamP1_CTCF	9
chr16	337465	337615	id-35978	1.73e-06	-	GTACATTTCTCAGGCTAGGCCAGCAGGGGCTGCCC	UpstreamP1_CTCF	15
chr16	353792	353942	id-35979	3.97e-07	+	CTCAAGGAACCAAAAGTGACCAGGAGGTGGCAGAA	V_CTCF_BR	28
chr16	359589	359739	id-35980	6.15e-05	-	TGTGAAGGTGGATGCTTCCCCTCAAGAGGGGGAGC	Upstream_CTCF	5
chr16	368745	368895	id-35981	5.93e-06	-	GCCGCATTCTCACCGCACACAGCCAGGGGTCAGCA	Upstream_CTCF	35
chr16	392658	392808	id-35982	1	+	NA	NONE	1
chr16	402627	402777	id-35983	1.41e-06	-	CCCGCACTTCCGGACGCCGCCGGCGGGGGCGCTCG	Upstream_CTCF	39
chr16	412252	412402	id-35984	1.38e-06	-	GGGAAGAGGCGTTCTTGGGACGCAAGAGGGCACTG	V_CTCF_BR	40
chr16	414677	414827	id-35985	6.18e-07	+	TAAGCACGTGCCACCATGGCCGACAGGGGGACCGA	Upstream_CTCF	8
chr16	424268	424418	id-35986	9.55e-09	-	GCACAGCCCAGACGGTGGCCCAGCAGAGGGCGGCC	V_CTCF_BR	0
chr16	433530	433680	id-35987	4.48e-07	+	TGTGCTGCTTGGAAATGGTCCACCAGGTGCAGCAG	Upstream_CTCF	8
chr16	436687	436837	id-35988	5.13e-05	+	AAAAAAAAAATTGGCCTTTTCACAAGATGGCGCTG	V_CTCF_BR	19
chr16	437901	438051	id-35989	1	+	NA	NONE	21
chr16	441909	442059	id-35990	7.11e-06	+	GACGCAGTTCCAGCGCTGGCCTCTGAGCGGCAGTA	Upstream_CTCF	40
chr16	447864	448014	id-35991	2.19e-05	+	CCTGCAATGCCCGCACCAGCCGCAGCAGAGCCCCA	Upstream_CTCF	37
chr16	448943	449093	id-35992	2.96e-05	-	ACGCCATCGGGCTTCACCGCCACCAGGGTCCGCTC	UpstreamP1_CTCF	1
chr16	452034	452184	id-35993	7.8e-08	-	ACACGCGAGCCCTCGGGGACCACGTGGGGGCGCCG	V_CTCF_BR	39
chr16	457419	457569	id-35994	1.71e-06	-	CTGGTCCACGGCGGCCATGACAGCTGGGGGCGCTC	V_CTCF_BR	0
chr16	475169	475319	id-35995	1	+	NA	NONE	35
chr16	507384	507534	id-35996	7.46e-06	-	CTGCCCTTCCCTGCAAAATCCAGTAGTGGCAGAAA	UpstreamP1_CTCF	6
chr16	508249	508399	id-35997	2.1e-05	+	CAGCTGTGTCCTGGCATCTCCAGCAGGGCTGCCCT	UpstreamP1_CTCF	11
chr16	537815	537965	id-35998	2.38e-07	-	AGCTGCTGTCCTCACACAACCACTGGGGGGCGCCG	V_CTCF_BR	38
chr16	545534	545684	id-35999	1.84e-06	-	TCCACAATGCTGCGTGTCATCAGCAGAGGGAGCCG	V_CTCF_BR	40
chr16	555894	556044	id-36000	2.53e-05	+	GCTCAGCCTCACCAGCAGGCCTGGAGGTGCAGCTC	V_CTCF_BR	3
chr16	571571	571721	id-36001	4.01e-05	+	ACATCAGGACCTGAGATGACCGCTGTGTGGCGCTC	Upstream_CTCF	28
chr16	576721	576871	id-36002	1	+	NA	NONE	2
chr16	577137	577287	id-36003	3.09e-05	-	GTGCTGTGCTTGGTCCTGGCGGCCAAGAGCGGCGG	UpstreamP1_CTCF	30
chr16	583830	583980	id-36004	9.84e-05	+	TGTGTTCCAGGGTCAGAGTCCTCCTGGTGGAAGCT	V_CTCF_BR	7
chr16	585341	585491	id-36005	1.06e-05	-	CCTGTATGCCACACACACACCCCGTGAGGGCAGCA	Upstream_CTCF	4
chr16	587811	587961	id-36006	2.55e-06	-	CCACCAGTGCTGGCGGCCTCCACAAGGGGCAGCGC	Upstream_CTCF	36
chr16	590058	590208	id-36007	4.7e-08	-	CGGACCTGGTCACCTCTGGCCAGCAGCGGGCGAAG	V_CTCF_BR	11
chr16	597122	597272	id-36008	8.02e-08	+	GGGCTGGTGGCCACGGAGCCCGCCAGGGGGCAGTG	UpstreamP1_CTCF	35
chr16	599658	599808	id-36009	2.2e-06	-	GCTGCAGCGCCAGGCTCTCACAGGGGGCGCCGGTG	Upstream_CTCF	28
chr16	605971	606121	id-36010	5.01e-09	-	GCAGCGCCAACAAGAGGGGCCAGGAGAGGGCACCG	V_CTCF_BR	7
chr16	609597	609747	id-36011	1.48e-05	+	GGGCAGCGCTGAGGCACCTCCCACAGGAGCCGGGA	UpstreamP1_CTCF	5
chr16	626949	627099	id-36012	5.17e-06	-	ACAGACGTGCCTGATGCTGCCCCCAGAGGCCTGGC	Upstream_CTCF	32
chr16	629189	629339	id-36013	1.38e-08	+	CCAGCGCGGTGCTTGGGCACCACAAGGGGGCAGCC	V_CTCF_BR	40
chr16	632633	632783	id-36014	2.81e-06	-	GAGGCAAGTGAGCCTGCAGCCAGAAGGGAGCGCTG	Upstream_CTCF	7
chr16	635486	635636	id-36015	3.81e-05	+	CCCCAGCCACTCGCAGCCACCAAGAGGTGCCGCCT	V_CTCF_BR	20
chr16	639814	639964	id-36016	5.51e-07	-	CCGCCCTGCCTTCCCGTAGTCACCAGAGGTCGCCC	V_CTCF_BR	27
chr16	642588	642738	id-36017	1	+	NA	NONE	7
chr16	650975	651125	id-36018	6.51e-07	-	AGAGCTTTAACGCTAATGACCAGGAGGTGGCTCTG	Upstream_CTCF	39
chr16	661196	661346	id-36019	3.09e-07	-	CGGGGACTCCCCTAGGCCACCCCTAGATGGCGCCA	V_CTCF_BR	39
chr16	672232	672382	id-36020	1.13e-05	+	GCGCAGTACCAGTTCACGAGCAGGCGGGGGTGCTG	UpstreamP1_CTCF	19
chr16	674146	674296	id-36021	5.86e-07	+	GTTGCCATGCGGGAGGTTGCCACTAGGGAGAGTGG	Upstream_CTCF	6
chr16	686136	686286	id-36022	3.42e-05	-	GCGGCAGTACCTGGATCCGGCCCAGCGTGGCGTCC	Upstream_CTCF	13
chr16	698128	698278	id-36023	2.2e-07	+	CAGCTGTTCCTAGTGGCTGCTGGGAGGGGGCGCTG	UpstreamP1_CTCF	38
chr16	709292	709442	id-36024	1.47e-05	+	GGGCGTCTGTGCCAGGCCTCCCGAAGGTGGCGATG	V_CTCF_BR	27
chr16	710778	710928	id-36025	1.04e-05	-	TCACAGGACCTCGGCTGGAGCGCCAGGAGGCGCTA	V_CTCF_BR	35
chr16	711004	711154	id-36026	5.01e-06	+	TCTTTGCCTACACGTGCGGCCGCCTGGTGGTGGTG	V_CTCF_BR	37
chr16	717931	718081	id-36027	7.62e-07	+	TCCGCCGTGGCCGGCGCGTCCACACGGTGGCGCGC	Upstream_CTCF	40
chr16	725258	725408	id-36028	5.08e-07	+	GCAGGGAGTACTGGGTCAGCCTGGAGGGGGAGCAA	V_CTCF_BR	17
chr16	731047	731197	id-36029	8.21e-06	-	GGGACCAAGGCCGGGCCAGCCGCATGAGGGCGTAG	V_CTCF_BR	36
chr16	732799	732949	id-36030	6.74e-08	-	TCTGCTGCACCCCCTTCCTCCACCAGGTGCTGTAC	Upstream_CTCF	12
chr16	736111	736261	id-36031	6.98e-07	-	CACAAGTGACCAGTGCCCGCCCCTAGGTGGCGCAA	V_CTCF_BR	40
chr16	737323	737473	id-36032	6.39e-08	-	TCCCACAGGGGCTGGTTGGCCACTGGAGGGCGCGA	V_CTCF_BR	5
chr16	756920	757070	id-36033	1	+	NA	NONE	3
chr16	760253	760403	id-36034	1.06e-05	+	CGTGCAGGGCTCAGCTGGGGACACAGGAGGCGCTG	Upstream_CTCF	15
chr16	761822	761972	id-36035	8.62e-10	+	GGGGCTGACCCTCACGCCGCCACCAGAGGGCGCCT	V_CTCF_BR	40
chr16	762967	763117	id-36036	1.1e-06	+	TGGCTTAATAATGGACCCACCGCCAGGGGGTGCCG	V_CTCF_BR	39
chr16	765702	765852	id-36037	2.27e-06	+	CGCCCAGGTCTTCGCGGAGCGCGCAGGGGGCGCCC	V_CTCF_BR	29
chr16	769880	770030	id-36038	9.25e-06	-	AAGGGTGTATGTACACTGAGCTCTAGGGGGAGCTG	V_CTCF_BR	40
chr16	770589	770739	id-36039	3.63e-06	-	ATGACTCTGCCTCGGGGAGACTGCTGGGGGCGCTC	V_CTCF_BR	34
chr16	771101	771251	id-36040	9.51e-07	-	CGCGGCCCTCGCAGCCTGGCCTGGGGCTGGCGGTG	V_CTCF_BR	13
chr16	783016	783166	id-36041	1.59e-06	-	GGCCTGTCTTGGGGACCTGCAGCCAGGTGGCGCTC	V_CTCF_BR	21
chr16	783788	783938	id-36042	9.55e-09	-	GAAGCCTGAAGACACTCAGCCAGCAGGGGGCGGGA	V_CTCF_BR	38
chr16	791034	791184	id-36043	5.72e-09	-	GCCGCAGCGCCGGGGCTCGTCAGCAGAGGGCGCCG	V_CTCF_BR	40
chr16	791285	791435	id-36044	1	+	NA	NONE	13
chr16	793956	794106	id-36045	5.86e-07	-	CATGCAACCTCCCACCCAACCACCGGGGGCGGCTG	Upstream_CTCF	33
chr16	795903	796053	id-36046	9.11e-08	+	GCTGCGGAGCCCACGGGGGCCGGCAGGTGCCACAA	Upstream_CTCF	38
chr16	835706	835856	id-36047	1.01e-09	-	AGGAAGGGCTGAGGTGGGGCCGGCAGGGGGCGCCA	V_CTCF_BR	40
chr16	838041	838191	id-36048	9.31e-05	+	GCAGCACTACCAGGCCCGGCAGCCAGGTCTGCCCG	Upstream_CTCF	6
chr16	841775	841925	id-36049	1.1e-06	+	TACGCCTTCATCTACCTGGGCTGCAGGTGGCACTG	V_CTCF_BR	6
chr16	845278	845428	id-36050	4.71e-06	+	GGATCACCTTCCCCAGCAGCCAGCAGGAGGTGTGC	Upstream_CTCF	7
chr16	863764	863914	id-36051	1.79e-08	+	CCCGCCGTCCTCGCCGTCACCACCGGGTGGAGCCA	Upstream_CTCF	40
chr16	874338	874488	id-36052	5.34e-06	+	ACTAGGCCCACGACGGCCAGCAGCGGGGGGAGCTC	V_CTCF_BR	0
chr16	881335	881485	id-36053	9.81e-06	+	GGCAGGGGCTGCAGGGATCCCAGGAGGAGGCGCTC	V_CTCF_BR	7
chr16	897979	898129	id-36054	1.71e-06	-	TCACCTGGGCTCCCACACACCAGCAGGAGGCAGCA	V_CTCF_BR	1
chr16	928571	928721	id-36055	7.62e-07	-	GGTGCCACGCCACGTTGGTGCACGTGGGGGCGCCC	Upstream_CTCF	13
chr16	936123	936273	id-36056	4.5e-05	+	TTGCTCAGGATCACACAAGCCAGTAAGGGGCGCAT	UpstreamP1_CTCF	5
chr16	943549	943699	id-36057	1.38e-08	+	CGGGACAGGCTTCCAGGGGCCTGCAGAGGGAGCCG	V_CTCF_BR	12
chr16	944937	945087	id-36058	3.22e-07	-	GCTGTACCCCACGCTTCTGCCTGAGGGGGGCGCCC	Upstream_CTCF	14
chr16	947214	947364	id-36059	8.81e-07	+	CCCCGCTTCTCTCACTTGGCCCCCAGAGGCCGCCA	V_CTCF_BR	2
chr16	971229	971379	id-36060	3.31e-06	-	GGGCTATGGCGACTGTTCACCGCAGGAGGGCTCTG	UpstreamP1_CTCF	1
chr16	1063380	1063530	id-36061	1.97e-06	-	GGCGATGGGCACCTGCGTGCAGGCAGAGGGCAGCA	V_CTCF_BR	9
chr16	1078923	1079073	id-36062	1.76e-05	-	CGGCAGTGTCTGCAGACGTCCTCCCGGGGCTGCAC	UpstreamP1_CTCF	0
chr16	1080557	1080707	id-36063	1.93e-05	-	TAAACAGGAGGCGCAGCGGCCGCCAGGGAGCGGGC	V_CTCF_BR	7
chr16	1105199	1105349	id-36064	4.55e-09	-	GGAGCACGGCCGGCGCTGGCCACTGGGGGGCACAC	Upstream_CTCF	40
chr16	1107577	1107727	id-36065	3.13e-10	+	CACGCAGGGCCCACTGTGCCCACCAGAGGGCGCCA	Upstream_CTCF	40
chr16	1121929	1122079	id-36066	1.83e-05	+	TCCCCAGCCTCCGCGCTCAGCGGGAGGAGGCGCTC	V_CTCF_BR	1
chr16	1124041	1124191	id-36067	5.75e-09	+	CTGCACTCACAGAGCTGGACCCCAAGGGGGCAGTG	UpstreamP1_CTCF	26
chr16	1139829	1139979	id-36068	2.18e-07	-	CACCCAGGGCGCCCGGCAACCGGCAGGGGTCGGAG	V_CTCF_BR	14
chr16	1145855	1146005	id-36069	1.59e-06	+	AGAGCCCCCCTGGACTCCTCCGGCAGAGGGAGCCT	V_CTCF_BR	1
chr16	1152904	1153054	id-36070	1.63e-09	-	ACCGCATTTCCGCGCGCGGCCGGCAGAGGGCGAGC	Upstream_CTCF	40
chr16	1156412	1156562	id-36071	4.48e-07	+	GGCGCGATGCCCCCTGTGGCCAGCAGAGTGTGGTG	Upstream_CTCF	40
chr16	1179715	1179865	id-36072	1	+	NA	NONE	1
chr16	1195335	1195485	id-36073	6.48e-05	+	ATGCCAACCTTTGTCACAGCCAGGAGGGGGCCTCC	UpstreamP1_CTCF	1
chr16	1200476	1200626	id-36074	6.43e-06	+	AGGAGAATCGCTTGAACTGACACCAGGAGGCGGAG	V_CTCF_BR	8
chr16	1200830	1200980	id-36075	6.82e-05	-	AAAACAGTTTCCAAACTAAGTGCCAGGGGGCGCCC	V_CTCF_BR	13
chr16	1202753	1202903	id-36076	2.18e-07	-	ACAATGCCGGGCGTGGGGTGCACCAGGGGGCGCTC	V_CTCF_BR	31
chr16	1219613	1219763	id-36077	3.45e-05	-	GCCACAGTGGTGTCAGCTGCCCCCAGCGGCCTGTG	V_CTCF_BR	3
chr16	1226216	1226366	id-36078	1.28e-06	+	CGACGGGGCATCTCACCCACCACGGGAGGGCAGGG	V_CTCF_BR	3
chr16	1231430	1231580	id-36079	3.09e-07	-	AAGCTTGAGGCCCTGCCAGCCACTTGGTGGCAGCG	V_CTCF_BR	21
chr16	1234493	1234643	id-36080	9.81e-06	-	CACCAGGGGGCCTGGATGCCTACGAGAGGGCAGGG	V_CTCF_BR	17
chr16	1243429	1243579	id-36081	8.59e-05	-	CGATGACGCACCCACTGCGACCCCAGCGGCCAGAG	V_CTCF_BR	8
chr16	1243926	1244076	id-36082	5.37e-06	-	TGGCAGCAGCGCCCCCTGCCCAACACGGGCCACGC	UpstreamP1_CTCF	9
chr16	1244721	1244871	id-36083	5.72e-09	-	CCGCCCCTCCTGAAAGCAGCCACCAGGTGGCGCCT	V_CTCF_BR	39
chr16	1256445	1256595	id-36084	4.68e-05	-	GAGTAAATCCCCAGCTTGTCCACCTGGCGGCCCAT	UpstreamP1_CTCF	8
chr16	1265485	1265635	id-36085	3.56e-05	-	AGAGCTTGCACCACAGTGTCCAGCAGGGCGCGCAT	Upstream_CTCF	2
chr16	1266327	1266477	id-36086	7.02e-05	-	CAGCATTTGCACACACTGCCCCGCTGGGCGGCGCA	UpstreamP1_CTCF	2
chr16	1270485	1270635	id-36087	2.08e-07	+	GGGCTCTGCGCGGCCCTCCGCGGCAGAGGGCGGCA	UpstreamP1_CTCF	1
chr16	1332343	1332493	id-36088	8.81e-07	+	TGAGGGACCAGGGTGGAGGACGCCAGTGGGCGCCA	V_CTCF_BR	4
chr16	1336109	1336259	id-36089	1.15e-07	-	AAGGCTCTGTGTTTCCCTGCCAGCAGGGGGCTCGG	V_CTCF_BR	25
chr16	1339180	1339330	id-36090	1.1e-06	-	GTCAGCACTCTGAATGTGCCCAGGAGGGGGCTGCC	V_CTCF_BR	2
chr16	1341407	1341557	id-36091	1	+	NA	NONE	1
chr16	1351000	1351150	id-36092	1.47e-10	+	CCAGCGTTTCACGGCAGGGCCAGCAGGGGGCGGCA	V_CTCF_BR	40
chr16	1369055	1369205	id-36093	4.14e-06	+	CGAAAGGGGCGCTCAGCGGTCACCAGCAGGCGCAG	V_CTCF_BR	0
chr16	1380652	1380802	id-36094	1.23e-10	+	CCTGCAATTTCTAGGGCTGCCACCAGAGGGTGGTA	Upstream_CTCF	40
chr16	1381288	1381438	id-36095	8.91e-07	+	GCTGCAGTTCCCATCCCCACCAACTGGGACTGAGG	Upstream_CTCF	17
chr16	1386143	1386293	id-36096	1.15e-07	+	GCTCCACTGGCTTCGGGGGACAGCAGGGGGAGCAG	V_CTCF_BR	16
chr16	1388255	1388405	id-36097	7.07e-08	+	ACCTCCTCCCTGAAGCCGCCCTGCAGGGGGCGCAG	V_CTCF_BR	39
chr16	1397015	1397165	id-36098	2.66e-05	-	AGGCCACACCTCGGCATTAACGGGAGGAGGCGCTG	V_CTCF_BR	32
chr16	1400235	1400385	id-36099	1.83e-05	+	GTGCCTCCTGATCACCCTGCTGCCGGATGGCGGCG	V_CTCF_BR	0
chr16	1413531	1413681	id-36100	6.39e-08	+	CGCCCCGTGCCCGCCATGGCCACAGGGGGGAGCTG	V_CTCF_BR	40
chr16	1417203	1417353	id-36101	5.77e-08	-	CCCGTGTGGCCGATAGCGACCGGCAGCTGGCGCTG	V_CTCF_BR	0
chr16	1420460	1420610	id-36102	3.73e-06	-	CCAGCTGTGTTGGACATGGCCACCGGGGGCGCTGT	Upstream_CTCF	40
chr16	1429927	1430077	id-36103	1	+	NA	NONE	10
chr16	1442991	1443141	id-36104	1	+	NA	NONE	2
chr16	1459604	1459754	id-36105	8.79e-07	-	GTGCTGTAGTAAGCGCCTGCCTCTAGGTGGTCACT	UpstreamP1_CTCF	6
chr16	1463756	1463906	id-36106	3.83e-09	-	GACGGCGACGAGTAAGCGGCCGCGAGGGGGCGCCG	V_CTCF_BR	40
chr16	1476739	1476889	id-36107	4.31e-05	+	CTCCCGTGGTGCCCATCTGCCCCCAGTGGCCATTG	UpstreamP1_CTCF	9
chr16	1478617	1478767	id-36108	1.28e-06	+	CCCGGCCATTCCACAGCATGCGGCAGAGGGCGCCG	V_CTCF_BR	34
chr16	1480951	1481101	id-36109	5.68e-06	-	TTATAGCCGCGCTCTGCAGCCGCCAGGGGCTGGCA	V_CTCF_BR	10
chr16	1486490	1486640	id-36110	9.41e-05	-	TGGGTCGAGGCCAAGGCTGGTCCTAGATGGCGCCC	V_CTCF_BR	9
chr16	1493708	1493858	id-36111	5.68e-06	-	AGCTGGAGCAGTGGTGAGCCCTGCAGGGGGTGCTG	V_CTCF_BR	1
chr16	1500431	1500581	id-36112	2.68e-05	-	TTGGGATCTCCCTGTCCTACCTCACGGGGGCGGCG	Upstream_CTCF	14
chr16	1541415	1541565	id-36113	1.81e-06	-	GGTGCAGTTAGGAGAGCAGACGGTAGGGGGGCGAC	Upstream_CTCF	6
chr16	1544456	1544606	id-36114	6.05e-06	+	TGGAGCTGCTGCCCCATGGCCGCCTGGAGGAGCTG	V_CTCF_BR	40
chr16	1556707	1556857	id-36115	4.43e-05	+	TGGACTTGTGCCAGACAGCCCTGCAGGGGGAGTAG	V_CTCF_BR	2
chr16	1557031	1557181	id-36116	1	+	NA	NONE	0
chr16	1562326	1562476	id-36117	1.64e-05	+	GGGTGAGGTGGTGCACGTGACCCCGGGTGGCGCTA	V_CTCF_BR	2
chr16	1581235	1581385	id-36118	1	+	NA	NONE	10
chr16	1584622	1584772	id-36119	2.38e-07	+	GAGCGTGGCCTCTGGGCAGGCAGGAGGGGGCACTG	V_CTCF_BR	9
chr16	1588896	1589046	id-36120	6.19e-06	-	GTGCAGCTTGGTGAGGCCTGAGGTAGGGGGCGCTT	UpstreamP1_CTCF	21
chr16	1593130	1593280	id-36121	9.78e-07	-	CTGCAGAACGCTGCACCGGCCTCGAGGAGGAGAAG	UpstreamP1_CTCF	7
chr16	1593699	1593849	id-36122	1.27e-06	-	CTGTTTTATGGCCCTCGGGTCAGCAGAGGGCCCCG	UpstreamP1_CTCF	32
chr16	1606317	1606467	id-36123	2.37e-05	-	CAGGCAGTGCCGCACCCAGGCAGAGGAGGCGCCAG	Upstream_CTCF	8
chr16	1614438	1614588	id-36124	9.49e-08	-	GCCAAAGCCTCGACCCCGCCCAGCAGGGGGTGCCA	V_CTCF_BR	38
chr16	1633282	1633432	id-36125	1.84e-05	-	CTGTCGCAGTCTGGAACGGAAGGCAGGTGGCGATC	UpstreamP1_CTCF	18
chr16	1660379	1660529	id-36126	1	+	NA	NONE	6
chr16	1681263	1681413	id-36127	8.89e-06	+	CCGTTGGTTCCCCATTTGGCCACTGGGGAGCCTCA	Upstream_CTCF	9
chr16	1717377	1717527	id-36128	2.62e-07	-	CTGCAGGTGGCAGCTCAGGGCACTGGAGGGAGTCC	UpstreamP1_CTCF	13
chr16	1728295	1728445	id-36129	1	+	NA	NONE	3
chr16	1728895	1729045	id-36130	1	+	NA	NONE	14
chr16	1741521	1741671	id-36131	7.27e-06	+	GCAGTTTGATGCCATCTCACCTCTAGAGGCCAGCC	V_CTCF_BR	37
chr16	1742152	1742302	id-36132	1.17e-05	-	GAGGAGCCGCCACAGCCCGTCTGCAGTGGGCGTCC	V_CTCF_BR	3
chr16	1753606	1753756	id-36133	4.01e-05	+	CCTTTATCGCACGTTATTTGCTGGAGATGGCGCCA	V_CTCF_BR	6
chr16	1755969	1756119	id-36134	2.66e-05	-	GCCGGAAGCGCGGGTGAGCCGGGCAGAGGGAGCTC	V_CTCF_BR	39
chr16	1757471	1757621	id-36135	1.48e-05	+	AAGCAGTTACAAGAGCCGGGCCCTGTGGGGAGCAC	UpstreamP1_CTCF	13
chr16	1773666	1773816	id-36136	6.74e-08	-	AGTGTAGTTCCTACAGCAGCCCAGAGAGGGAGCTG	Upstream_CTCF	40
chr16	1795257	1795407	id-36137	1.31e-05	+	GTTCCCTGTTTTCTCTCTGCCGGGTGGTGGCAGAG	V_CTCF_BR	5
chr16	1812672	1812822	id-36138	3.79e-08	-	CTGCAGCTGCTGCCCACATCCCCCAGGGGCCCCCA	UpstreamP1_CTCF	1
chr16	1812967	1813117	id-36139	8.56e-05	+	CCGCAGCCCCCACTTGTGGCCTGCAATGGGGTTGG	UpstreamP1_CTCF	1
chr16	1814109	1814259	id-36140	2.19e-08	-	TTCATGGTGGGGTCCTTCTCCACCAGAGGGCGGCA	V_CTCF_BR	38
chr16	1823454	1823604	id-36141	1.56e-06	+	GGGTAGGAAAGGCCTTTCTCCGCCAGGCGGCGCCC	UpstreamP1_CTCF	40
chr16	1831912	1832062	id-36142	2.84e-05	-	GAGCTGCGCGGCCCAGGAGACGGTGGCGGGAGGAG	UpstreamP1_CTCF	31
chr16	1833273	1833423	id-36143	9.71e-06	-	GGTGCAGTTGCAACCGCGACCTCCAGGATAGCGGG	Upstream_CTCF	35
chr16	1836222	1836372	id-36144	1	+	NA	NONE	19
chr16	1862739	1862889	id-36145	1.1e-06	+	GCCGCAGAATGGGAGGCGCCCTGCAGGAGGCGGCC	V_CTCF_BR	40
chr16	1866320	1866470	id-36146	2.43e-06	+	GCAGCGACTCTCACTCCACTCAGCAGAGGGAGCCC	Upstream_CTCF	0
chr16	1873926	1874076	id-36147	1.64e-06	-	CTTGCTGGAGGGCAGATGGCCAGGCGGGGGCACCC	Upstream_CTCF	36
chr16	1913734	1913884	id-36148	4.85e-07	+	ATGTGCTACTTAATGAGGACCACTAGGGGTCAGCA	UpstreamP1_CTCF	40
chr16	1934270	1934420	id-36149	3.91e-06	+	CCTGCCATCCCATTTTTCAACAGCAGGGTGTGATC	Upstream_CTCF	36
chr16	1950126	1950276	id-36150	1.41e-06	-	GTGTTCTGGTGCTCACTGGCCTCCAGGGCTCAGGC	UpstreamP1_CTCF	5
chr16	1973750	1973900	id-36151	7.42e-09	+	GAGCAAGCGGAGGGGGCTGCCGCCAGAGGGCGGGC	V_CTCF_BR	35
chr16	1979763	1979913	id-36152	1	+	NA	NONE	40
chr16	1982389	1982539	id-36153	1.03e-05	-	CTGTCCCTTTCTGCTTCTCCCTGCAGGAGGAGCAG	UpstreamP1_CTCF	35
chr16	1991472	1991622	id-36154	1.92e-05	+	GTGCTCCTTCCCCAGGCACCCGCCACGGGAGGCGC	UpstreamP1_CTCF	29
chr16	1993443	1993593	id-36155	2.4e-05	-	GCCCCATGTGCGCCCCTAGCCACCAGGGCGCGAGG	V_CTCF_BR	9
chr16	1996662	1996812	id-36156	3.97e-07	+	TGCCGATGCGGAAGATCTGCCAGAAGGGGGCACAT	V_CTCF_BR	16
chr16	2000278	2000428	id-36157	3e-06	+	ATGGTGTACAAGTGTGCGAGCAGCTGGGGGCAGTG	UpstreamP1_CTCF	6
chr16	2002914	2003064	id-36158	1	+	NA	NONE	26
chr16	2009343	2009493	id-36159	5.92e-05	-	GCCTCGCCGCAGGGCGCCCCCGCGTGGGGCCTCCG	V_CTCF_BR	40
chr16	2014329	2014479	id-36160	5.08e-05	-	GGGGTCGGGCCCCTGGGCGGCGCCGGAGAGCGGTC	Upstream_CTCF	35
chr16	2033486	2033636	id-36161	4.5e-05	+	CCGCGACAGCCGGCGAGGGGCGCCAGGGAGCCCAA	UpstreamP1_CTCF	38
chr16	2033884	2034034	id-36162	5.51e-07	+	CTGCGTGCGCCGCGGATCGACGCCTGAGGGCGCCA	V_CTCF_BR	37
chr16	2053906	2054056	id-36163	3.83e-09	+	GACACAACGCCAGGCCTCTCCACCAGGGGGCGGCA	V_CTCF_BR	40
chr16	2055743	2055893	id-36164	3.97e-07	+	ATACACTCCTCTGTCCTTGCCGCCTGGGGGCACCC	V_CTCF_BR	12
chr16	2059819	2059969	id-36165	4.31e-05	+	GTGCGCGTCGCGACTTCCGCCTCAGCGCGGCGCCG	UpstreamP1_CTCF	8
chr16	2066571	2066721	id-36166	1.46e-08	+	GCAGAAGCTCCCCGGGCCACCTCCAGGGGGCGTCC	Upstream_CTCF	40
chr16	2069728	2069878	id-36167	1	+	NA	NONE	2
chr16	2073213	2073363	id-36168	2.96e-09	+	GATGCAATGCCACCAGTTCCGGCCAGGTGGCGCTG	Upstream_CTCF	40
chr16	2077583	2077733	id-36169	1.97e-06	+	TGCGCCTGCCTGTGCGTACCCAGGAGGGGTCGCAG	V_CTCF_BR	28
chr16	2079867	2080017	id-36170	2.97e-06	+	CCAGGGACCATCTTGTTGGCCACTGGGGGCCACTG	V_CTCF_BR	31
chr16	2086541	2086691	id-36171	2.6e-06	-	ACAGCCACCGCCCACCGAGGCAGCAGGAGGCGCAC	V_CTCF_BR	0
chr16	2097413	2097563	id-36172	4.14e-05	+	AAGCGTTTTCTTGCTTGGGGCGAAAGGGGGCAGCG	UpstreamP1_CTCF	23
chr16	2097617	2097767	id-36173	4.14e-05	-	CTGCAGCAGGTAGCGCCGCGCCGTGGCTGGAGCGT	UpstreamP1_CTCF	13
chr16	2097830	2097980	id-36174	4.23e-08	+	GCAAGGATCGCCGGCCTTTCCGCCAGAGGGCGGCA	V_CTCF_BR	39
chr16	2106255	2106405	id-36175	6.53e-09	-	CTTGCCCAGGGCTACACAGCCAGCAGGTGGCACAC	V_CTCF_BR	38
chr16	2107240	2107390	id-36176	1.46e-07	+	GCAGCTGTTCCAGAGGCTGCCACTAGAGCGAGGCC	Upstream_CTCF	39
chr16	2121959	2122109	id-36177	1.67e-07	+	GGCCTCCCTCCCTGTCTGGCCTGTGGAGGGCAGCC	V_CTCF_BR	9
chr16	2132192	2132342	id-36178	1.64e-05	-	TACAAGCTGCTTGGGCAGACCTGAGGAGGGCAGTG	V_CTCF_BR	8
chr16	2140875	2141025	id-36179	8.91e-07	-	CGCGCCGCTTCACTAGCTTCGACCAGGTGGCGCAG	Upstream_CTCF	13
chr16	2157155	2157305	id-36180	1.21e-06	+	AGGCAATGCTCACTGAGGGCCCCTGGGGGGATGCG	UpstreamP1_CTCF	3
chr16	2171471	2171621	id-36181	1	+	NA	NONE	38
chr16	2176562	2176712	id-36182	7.44e-06	-	CCTGCACTCTGCTGCCTGCGCTCCAGCTGGCTGAG	Upstream_CTCF	5
chr16	2190693	2190843	id-36183	1.15e-07	-	GTGAAAGTACCCAAGAGAGCCTCTAGGGGGCGGTG	UpstreamP1_CTCF	40
chr16	2198869	2199019	id-36184	2.37e-05	+	CTTGCAGCCCGGCCGGCCCTCGCTTGGCGGCGGTG	Upstream_CTCF	12
chr16	2200746	2200896	id-36185	2.93e-07	+	AGGCGGTGTCCTCCCCAGCCCAGCAGATGGCCCTG	UpstreamP1_CTCF	23
chr16	2202739	2202889	id-36186	2.96e-05	-	TGGATCTCGGTCAGCCAGGCCTGTGGGAGGCAGCA	V_CTCF_BR	24
chr16	2203629	2203779	id-36187	5.21e-08	-	CTCCCTCACCTGGACGTGCCCAGGAGGGGGCAGCA	V_CTCF_BR	38
chr16	2233554	2233704	id-36188	8.23e-05	+	CTGCCCGTCCTGGGCCCAGCCCCTGGGATGCAGGT	UpstreamP1_CTCF	0
chr16	2244967	2245117	id-36189	7.55e-07	+	TGTGTCCAAGGTCATGCGGCCACTAGGTGGAAACC	V_CTCF_BR	40
chr16	2254755	2254905	id-36190	4.01e-05	-	GCTGCACCCCTTCCTCTGGCCGCAGAGGGGGTGCA	Upstream_CTCF	2
chr16	2255712	2255862	id-36191	7.73e-06	-	CCCCCCCCCACCTCCGCAGCCGGCAGGGGGGAGTC	V_CTCF_BR	24
chr16	2263804	2263954	id-36192	7.49e-05	-	ACAGACATCCTCCTAGGCGCCACCTGTGGCCTGAA	V_CTCF_BR	14
chr16	2274142	2274292	id-36193	1	+	NA	NONE	37
chr16	2283810	2283960	id-36194	1.13e-05	+	GAGACCTTCCTGTGGTTCCCCAGCAGGTGGCCAGC	UpstreamP1_CTCF	15
chr16	2293311	2293461	id-36195	3.33e-08	+	ATGCAGTACCTGGGGTTGTCCGCCAGGATGCGGTA	UpstreamP1_CTCF	17
chr16	2294484	2294634	id-36196	1.52e-07	+	GAGAAGACACCCGGGCGGTCCTGCAGGGGGAGCCG	V_CTCF_BR	20
chr16	2301606	2301756	id-36197	7.8e-08	-	CGGCGAGCGGCTGTTTCGGCCGGTAGGTGGAGGCG	V_CTCF_BR	40
chr16	2328388	2328538	id-36198	1.03e-05	+	CAGCTTCCGCTTGTTACCACCACTAGAGGCAGGAG	UpstreamP1_CTCF	28
chr16	2334974	2335124	id-36199	1	+	NA	NONE	0
chr16	2346712	2346862	id-36200	1.38e-06	+	ACACTGGGTTGCCACTCAGTCACTAGGGGGCAGAA	V_CTCF_BR	39
chr16	2376031	2376181	id-36201	1.34e-06	-	TCTGTTCTTCACCTTCCCTCCGCCAGGAGACACCT	Upstream_CTCF	1
chr16	2390065	2390215	id-36202	7.6e-05	+	GCGCCCGGCATCCCTGCGGCCGGAAAGCGGCGCCA	UpstreamP1_CTCF	31
chr16	2390887	2391037	id-36203	1	+	NA	NONE	40
chr16	2437120	2437270	id-36204	1	+	NA	NONE	38
chr16	2473217	2473367	id-36205	1.09e-06	-	TGTGCAGTACCGCTGTGTGCCTCCGGGGGCGCTGC	Upstream_CTCF	40
chr16	2478542	2478692	id-36206	1.85e-05	+	CGAGCAGCTCCAGGTAGCAGCCGAGGAGGCCAGAC	Upstream_CTCF	37
chr16	2479031	2479181	id-36207	5.93e-06	+	GAAGCCCGAACCCATGCGGCCGGGAGGGGACGCCC	Upstream_CTCF	4
chr16	2479528	2479678	id-36208	2.18e-07	+	GGAGGGGAGGCCCTGGCGGCCTGAAGAGGGCTGGC	V_CTCF_BR	16
chr16	2479758	2479908	id-36209	5.17e-06	-	TCCGCAGCCCTTTCCCCGACCAGGAGGCGCTGGTG	Upstream_CTCF	8
chr16	2480491	2480641	id-36210	1.93e-05	+	GCTGTCAACTCCGCATTCTACAATAGAGGGCACAC	Upstream_CTCF	37
chr16	2482330	2482480	id-36211	7.23e-07	+	GGTGCGACACACTTTATGGACCCCAGGGGGTGCTG	Upstream_CTCF	26
chr16	2488183	2488333	id-36212	1	+	NA	NONE	1
chr16	2505396	2505546	id-36213	1	+	NA	NONE	1
chr16	2515701	2515851	id-36214	3.63e-06	-	GAATGCATACAGCCTACAGCCTACAGGGGGCAGGG	V_CTCF_BR	39
chr16	2517853	2518003	id-36215	1.41e-05	+	CTGCTCTTGGCCACCGGCGGCGCTGGGGGCTCGTG	UpstreamP1_CTCF	24
chr16	2524040	2524190	id-36216	2.94e-06	+	GCTGCAGCGCCGCCTGAGCCCGCCGGCTGGGCAGG	Upstream_CTCF	38
chr16	2525311	2525461	id-36217	3.88e-06	+	TGCAGCTGCGGCTTGGCCTACGGGAGGGGGCGCAG	V_CTCF_BR	6
chr16	2531772	2531922	id-36218	2.55e-06	+	TTTGCACTTCCAACCATCACAGGCAGGCGGGCCAA	Upstream_CTCF	2
chr16	2534043	2534193	id-36219	3.63e-06	-	GAGGCTGAGAGGAGAATGACCACCAGGGGTCTGCT	V_CTCF_BR	4
chr16	2537308	2537458	id-36220	1	+	NA	NONE	19
chr16	2547545	2547695	id-36221	1.85e-05	+	TCTTCTGGGCCAGCAAAGGCCTGTCGGGGGATCGG	Upstream_CTCF	3
chr16	2550729	2550879	id-36222	6.46e-07	+	CCGCCACTGACCTGAGCATCCTGCAGGGGGAGGAG	V_CTCF_BR	25
chr16	2551299	2551449	id-36223	1.87e-09	-	GGCGCGATGCTATGCGGCACCAGCAGGGGGCACCA	V_CTCF_BR	40
chr16	2553058	2553208	id-36224	2.62e-07	-	CTGGAAGGCCCGGGTGGGGCCCCCTGGGGGCAGCC	UpstreamP1_CTCF	36
chr16	2557204	2557354	id-36225	4.71e-06	+	CCTTCAGTACCTTCAGGGGACTGTTGGGGCAGCAC	Upstream_CTCF	7
chr16	2560485	2560635	id-36226	1	+	NA	NONE	10
chr16	2563093	2563243	id-36227	1.04e-07	+	ACGTGCAGAGCCCGGGGGGCCTCCAGAGGTCGCAG	V_CTCF_BR	28
chr16	2571344	2571494	id-36228	3.16e-06	+	CTGCACTGCACTCTGGCTGCCTCCAGGCTTCAGAA	UpstreamP1_CTCF	17
chr16	2574318	2574468	id-36229	3.42e-08	+	CCTGAGCCAAGGTGAGGCACCTCCAGGGGGCAGCC	V_CTCF_BR	5
chr16	2579638	2579788	id-36230	1	+	NA	NONE	28
chr16	2590176	2590326	id-36231	5.51e-07	+	TGTGTGTCCGCGTGGACAGCCAACAGGGGGAGCAG	V_CTCF_BR	39
chr16	2601565	2601715	id-36232	2.19e-05	+	TCTGCGTGACAGCATCTTGACCATAGGAGGCGCCC	Upstream_CTCF	30
chr16	2610859	2611009	id-36233	2.32e-08	-	AATGCATGGCCCTGCGTGCCCACAAGAGGGAGCCA	Upstream_CTCF	40
chr16	2630308	2630458	id-36234	4.11e-08	-	CCAGCAGACCCCGTCTCGCCCACTAGAGGGAGAAC	Upstream_CTCF	35
chr16	2636284	2636434	id-36235	1.82e-07	+	GCAGGCATCCCAGCCCCCACCTCCGGGGGGCAGCA	V_CTCF_BR	38
chr16	2642846	2642996	id-36236	4.21e-05	-	GTGACAGAACACGCCAGCACCACGGGGAGGCAGGC	V_CTCF_BR	3
chr16	2653749	2653899	id-36237	1.55e-05	+	CCACGCCGAGGAGAGCTCAGCAGGAGAGGGCGACT	V_CTCF_BR	14
chr16	2669728	2669878	id-36238	3.86e-08	+	CCAGCAGACCCCATCTCGCCCACTAGAGGGAGAAC	Upstream_CTCF	33
chr16	2689184	2689334	id-36239	2.32e-08	+	AATGCATGGCCCTGCGTGCCCACAAGAGGGAGCCA	Upstream_CTCF	7
chr16	2710909	2711059	id-36240	8.17e-10	-	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	26
chr16	2720163	2720313	id-36241	7.1e-09	-	CTGTTATGCCCGGACAGGGCCACAAGAGGGCTCCT	UpstreamP1_CTCF	40
chr16	2721320	2721470	id-36242	3.65e-07	-	TGTGTGCCCGCGTGGACAGCCAACAGGGGGAGCAG	V_CTCF_BR	40
chr16	2771302	2771452	id-36243	7.99e-11	-	CCCGCGCCGCGCCCCGCGCCCACCAGAGGGCAGCA	V_CTCF_BR	40
chr16	2773226	2773376	id-36244	1	+	NA	NONE	6
chr16	2803792	2803942	id-36245	1	+	NA	NONE	23
chr16	2809150	2809300	id-36246	1	+	NA	NONE	3
chr16	2814874	2815024	id-36247	4.88e-05	-	AGAATCACATTCGCTTCTCCCTCTAGATGGCGTTC	V_CTCF_BR	14
chr16	2820498	2820648	id-36248	2.43e-06	-	ACACAGGACAGACATCAGGCCACAGGGTGGCACCA	V_CTCF_BR	29
chr16	2829421	2829571	id-36249	3.81e-05	+	GACCCAGCACGAGTCCTTGCCCCTAGAGGGAGTCT	V_CTCF_BR	7
chr16	2833205	2833355	id-36250	1.41e-06	+	CTGCAGCATGGTCTGTTCTCCACCTGGGGGACAGA	UpstreamP1_CTCF	9
chr16	2835538	2835688	id-36251	7.73e-06	-	TGCCAGCTGAGTACCGCGTGCGCCTGGGGGCGCTG	V_CTCF_BR	10
chr16	2835760	2835910	id-36252	5.55e-07	+	AGTGCGCCGCTGTCAGCACCCACTGGGGGGCGATG	Upstream_CTCF	30
chr16	2848347	2848497	id-36253	2.18e-07	+	GAGCTCCCAACCCGCCCTGCCCCCAGGGGGCGACC	V_CTCF_BR	10
chr16	2867131	2867281	id-36254	2.5e-09	+	GAGCTCCCACCCCGCCCCGCCCCCAGGGGGCGCCC	V_CTCF_BR	19
chr16	2873489	2873639	id-36255	2.39e-05	-	GCGATATCGCCAAAGTTACCCACTAGGTGGAGTGA	UpstreamP1_CTCF	39
chr16	2884025	2884175	id-36256	1	+	NA	NONE	0
chr16	2885653	2885803	id-36257	1	+	NA	NONE	14
chr16	2888969	2889119	id-36258	1.93e-05	+	TGGCCATGCGTCTAAGACACAGGCAGAGGGCGCTG	V_CTCF_BR	40
chr16	2892566	2892716	id-36259	4.23e-08	+	CGGCCTCGCTACGACTCTGCCAACAGGGGGCGCTG	V_CTCF_BR	39
chr16	2904824	2904974	id-36260	8.17e-09	+	CCGCAATTGTGGCATGCTACCACCAGGGGGTGCCT	UpstreamP1_CTCF	40
chr16	2908608	2908758	id-36261	6.8e-06	-	AGGAACGACAGGAGGGCGGCCACCAGGAGGCCACC	UpstreamP1_CTCF	10
chr16	2908854	2909004	id-36262	1.48e-06	-	CGGGTTGCCACTGTGGCAGCCGCTGGGGGGAAGCA	V_CTCF_BR	14
chr16	2918473	2918623	id-36263	6.94e-09	-	GCTCCAGTCCCTCACGCGGCCACCGGGGGGCGACA	Upstream_CTCF	39
chr16	2924957	2925107	id-36264	6.53e-09	+	TGGCCGATGCTCTTGGCGGCCAGGAGAGGGCGCGC	V_CTCF_BR	40
chr16	2933305	2933455	id-36265	1.21e-05	-	GACGCAGGACCCTCCCCGCCCGCCAGGGCCCGTCC	Upstream_CTCF	17
chr16	2944238	2944388	id-36266	2.47e-07	+	CTGCAGTGGCAGAACCGACACGGCGGGAGGCGCTA	UpstreamP1_CTCF	23
chr16	2954271	2954421	id-36267	5.77e-08	+	TGGCCGATGCTCCTGACGGCCGGGAGAGGGCGCGC	V_CTCF_BR	40
chr16	2957179	2957329	id-36268	8.17e-10	-	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	18
chr16	2957412	2957562	id-36269	6.05e-06	-	ATTATTTTAGCCACCAGGGCCGGGTGGTGGCGCCA	V_CTCF_BR	3
chr16	2964349	2964499	id-36270	1.15e-06	-	GCTGCGGTCCTGCTGGTGACCACAAGGGCTCAGCG	Upstream_CTCF	13
chr16	2969771	2969921	id-36271	1.76e-09	-	GCAGCAATACTCCATATGGCCACAAGATGGTGGTG	Upstream_CTCF	40
chr16	2977157	2977307	id-36272	5.47e-10	-	GTGCAGTGTGCTACCTTGTCCACTAGGTGGTGCTG	UpstreamP1_CTCF	40
chr16	3000888	3001038	id-36273	1.1e-06	+	CCCTTGCAAAGTTCCAGGGCCACCAGATGTCGCCT	V_CTCF_BR	5
chr16	3011823	3011973	id-36274	1.67e-07	-	ATGCACAGGTGCAGATTGGCCACATGGGGGCGGCA	V_CTCF_BR	40
chr16	3014296	3014446	id-36275	1	+	NA	NONE	16
chr16	3016952	3017102	id-36276	1.09e-07	+	CTGCAGCTGGGCCCTGGGCCCGCCAGGCGCCGCGC	UpstreamP1_CTCF	14
chr16	3020197	3020347	id-36277	4.1e-06	+	GCCGCTCTGTCTTGGGGCTCCGCCTGGTGGCGGCT	Upstream_CTCF	40
chr16	3021193	3021343	id-36278	8.16e-07	-	GAGGTGATAGAGCACGGAGCCTGCAGGGGGTGCAA	V_CTCF_BR	8
chr16	3033752	3033902	id-36279	5.12e-07	-	GTGCTGTGGCGGCGACGGGACACACGGGGGCGCGC	UpstreamP1_CTCF	40
chr16	3051429	3051579	id-36280	6.39e-05	+	AGCTCAGGTCCCTGGGAGGGGAGGAGGGGGCAAGG	Upstream_CTCF	2
chr16	3053803	3053953	id-36281	1.71e-06	+	GAATCCGCAGATCCTCAAGCCAGGTGGGGGCGCCC	V_CTCF_BR	38
chr16	3063573	3063723	id-36282	4.51e-05	-	CACTGGGCACCTGTGATGGCCACCAGGAGGCCAAG	Upstream_CTCF	7
chr16	3068235	3068385	id-36283	2.94e-06	+	CGTGCGAATCCCAGGCTTGTCAGAGGGGGGCGCTG	Upstream_CTCF	37
chr16	3070526	3070676	id-36284	1	+	NA	NONE	17
chr16	3071502	3071652	id-36285	3.65e-07	-	CAAGGATGGGCCAAAGCAGCCGGAAGGGGGCAGGA	V_CTCF_BR	38
chr16	3078306	3078456	id-36286	9.55e-09	-	AGCTGCTGCGCGCCATCCGCCAGAAGGTGGCGCTC	V_CTCF_BR	40
chr16	3081754	3081904	id-36287	7.54e-08	+	CTGCATTGCTTCATTTCATCCACTAGAGGGAGAAT	UpstreamP1_CTCF	40
chr16	3083870	3084020	id-36288	1	+	NA	NONE	35
chr16	3108369	3108519	id-36289	3.63e-06	-	GTGAGCGGCCGCGCCCCGCCCTCCAGCTGCCGGTC	V_CTCF_BR	10
chr16	3108780	3108930	id-36290	8.61e-08	-	TGCTGTTCTTGGGGAAGCGCCAGTAGTGGGCGCCC	V_CTCF_BR	28
chr16	3108994	3109144	id-36291	1.59e-06	-	CGGGAGGCTACACCCCCCACCAGCAGGGGCAAGAG	V_CTCF_BR	27
chr16	3109335	3109485	id-36292	1.38e-09	+	CGTCGTTCCCTCCCGGCTGCCGCCAGGGGGCGGTC	V_CTCF_BR	40
chr16	3123027	3123177	id-36293	2.6e-07	-	TTTCATCGGCAAGCCCCCGCCACCAGCAGGCGCCG	V_CTCF_BR	7
chr16	3137268	3137418	id-36294	3.28e-07	-	CAGCTGTTTCCCCTGCTGGACACTAGGCTGCGCCA	UpstreamP1_CTCF	38
chr16	3139133	3139283	id-36295	2.18e-07	+	GGCCTGGCGCCCGTGTGCACCAGCAGGTGTCGCAG	V_CTCF_BR	1
chr16	3144695	3144845	id-36296	4.88e-06	+	GTGTCATAAAAAGTAAGTGCCTGTAGGAGGCGCTG	UpstreamP1_CTCF	40
chr16	3145965	3146115	id-36297	2.27e-06	+	TAAAATAAGTCATCTATAGCCACCAGGAGGCACTG	V_CTCF_BR	39
chr16	3151445	3151595	id-36298	2.02e-06	+	GTGTATGAATCCGTACCTGACGCTAGGGGGCGTTA	UpstreamP1_CTCF	40
chr16	3164210	3164360	id-36299	1.64e-05	-	TCAGGAAAGTCCTGGATAAACACAGGGTGGCGCTG	V_CTCF_BR	7
chr16	3165597	3165747	id-36300	1.21e-05	+	GGGGCTGAGGGTCTCTATGCCAGCAGGGGACGCTA	Upstream_CTCF	15
chr16	3174764	3174914	id-36301	2.97e-06	-	GCGCGTTTCTTCTGCTCCCCCGGAAGAGGGCACGG	V_CTCF_BR	39
chr16	3179643	3179793	id-36302	2.11e-06	-	GGCATGATCTTAAGCTTTGTCAGTAGAGGGCGCTG	V_CTCF_BR	40
chr16	3181899	3182049	id-36303	4.38e-08	+	GCTGTCTTCTCCACTGTGGCCAGCGGAGGGCAGGA	Upstream_CTCF	40
chr16	3199752	3199902	id-36304	1	+	NA	NONE	40
chr16	3202344	3202494	id-36305	1	+	NA	NONE	40
chr16	3209116	3209266	id-36306	1	+	NA	NONE	16
chr16	3213459	3213609	id-36307	1	+	NA	NONE	35
chr16	3216052	3216202	id-36308	1.21e-09	-	CTGTTATGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	37
chr16	3221572	3221722	id-36309	1	+	NA	NONE	1
chr16	3224402	3224552	id-36310	2.89e-09	-	CCAGGACCCCAGAGTTCAGCCAGGAGGGGGCGCCC	V_CTCF_BR	40
chr16	3225023	3225173	id-36311	2.53e-05	-	TGGGCTGGGTTGCAGGGGGCCGGGAGAAGGTGGGA	V_CTCF_BR	4
chr16	3233353	3233503	id-36312	2.94e-06	+	GAAGCAGAGGCCGCTTGGGGCAGCAGAGGCCGCGT	Upstream_CTCF	36
chr16	3314230	3314380	id-36313	2.96e-05	+	CTGTCCGCAGTGTGCCCGGACGCGGGGAGGCGCTG	V_CTCF_BR	40
chr16	3314985	3315135	id-36314	1	+	NA	NONE	14
chr16	3317050	3317200	id-36315	2.67e-06	+	GTGGTATTTCTCTTTCTGTCCTGTAGAGGGCATCT	Upstream_CTCF	40
chr16	3334242	3334392	id-36316	1	+	NA	NONE	7
chr16	3345875	3346025	id-36317	1.48e-06	+	CTGTCTTTCCTGCTCTTCTCCGCCAGAGGCCCCCA	UpstreamP1_CTCF	0
chr16	3355634	3355784	id-36318	1.97e-06	+	GCCGCTGGAGCGGCGGCGGCCGCAGGGAGGCAGCC	V_CTCF_BR	31
chr16	3406234	3406384	id-36319	4.23e-06	+	TGGTGGTGATGGCATTTGACCGCTACGTGGCAGTG	UpstreamP1_CTCF	4
chr16	3413861	3414011	id-36320	1.24e-05	+	TTGAAAACAAAAGTACACTCCACAAGGTGGCAGCC	V_CTCF_BR	14
chr16	3415905	3416055	id-36321	1.92e-06	-	CTGCATCCCTGGCCTCCACCCACTAGACGTCAGTA	UpstreamP1_CTCF	21
chr16	3428074	3428224	id-36322	6.21e-06	+	ACTGTCATTCTGAGTGTACCCTCCTGGTGGAAGGT	Upstream_CTCF	1
chr16	3477751	3477901	id-36323	3.24e-06	+	CAGGCATGAGCCATGGTGCCCAGCAGATGGTGCAT	Upstream_CTCF	14
chr16	3494179	3494329	id-36324	1	+	NA	NONE	19
chr16	3504234	3504384	id-36325	2.96e-05	-	CAGACACCTAACGGCACTCCCAGTGGTGGGAAGCC	V_CTCF_BR	9
chr16	3507523	3507673	id-36326	1.13e-05	+	GTGTCGTCGCGGGGTGGTGCTGCCAGCTGGCTCCG	UpstreamP1_CTCF	8
chr16	3507991	3508141	id-36327	2.27e-06	-	CCCGCAACGAGTTATGTAACCGGCAGGGGCCGCAG	V_CTCF_BR	40
chr16	3511275	3511425	id-36328	3.88e-06	-	GGCACCTCTCTGCCCACCTCCGCAGGGGGGCACTC	V_CTCF_BR	8
chr16	3531407	3531557	id-36329	6.39e-08	-	CCTGGGGGCAGGCACACAGTCACCAGGGGGCACTC	V_CTCF_BR	12
chr16	3531931	3532081	id-36330	3.45e-05	+	GGTGTGGCGGTGTCCTCTGCCTGTGGGGGCAGCAG	V_CTCF_BR	3
chr16	3533065	3533215	id-36331	2.72e-05	+	CTGCAGTCCCTCCCAGCAGTCTGTAGCTACCAGGC	UpstreamP1_CTCF	2
chr16	3536094	3536244	id-36332	4.71e-06	+	CTTGTAGGGCCTGGCCTTGTGGGCAGGGGGCAGTC	Upstream_CTCF	13
chr16	3538162	3538312	id-36333	4.14e-06	+	GGACACAAACGCTCGTGCTCCACTGGGGGGCAGAA	V_CTCF_BR	4
chr16	3541117	3541267	id-36334	5.08e-07	-	CCCAAGGCTGTAGCGGTCCCCAGGAGGGGGAGCTC	V_CTCF_BR	13
chr16	3544625	3544775	id-36335	1.09e-07	+	CCAGTGGCTCTCACACTGGCCAGTGGGTGGCGGGT	Upstream_CTCF	1
chr16	3550810	3550960	id-36336	1.31e-05	-	TACGCACGGGGAGAGCGGGCCGGCAGAGAGCGCTC	V_CTCF_BR	40
chr16	3570980	3571130	id-36337	8.46e-07	-	CCTGTGGTTGCTGTCGCTGCCTCCAGGTGCTGCCT	Upstream_CTCF	3
chr16	3577338	3577488	id-36338	1.21e-09	+	CTGTTATGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr16	3668165	3668315	id-36339	1	+	NA	NONE	3
chr16	3676555	3676705	id-36340	8.34e-07	+	CTGTTGTTAGGTGGAGTGTCCTCTAGATGTCAGTT	UpstreamP1_CTCF	6
chr16	3703193	3703343	id-36341	3.97e-07	+	ATCCCCCAACCGCCCGGAGCCTCCAGGAGGCGCAA	V_CTCF_BR	1
chr16	3704380	3704530	id-36342	1.64e-09	+	GAGCAGTCATGGCTGTCAGCCACCAGGGGGCTCCA	UpstreamP1_CTCF	40
chr16	3715623	3715773	id-36343	1.34e-06	-	GGTGCAGCCCAGGGAGTGGCAGGAAGAGGGCGTGC	Upstream_CTCF	7
chr16	3716256	3716406	id-36344	1.93e-05	-	GGCATCGGTTCTCCTACTGCCTCCAGGGGGTGTCT	V_CTCF_BR	12
chr16	3724573	3724723	id-36345	8.46e-07	-	CCTGCACTACCCGGCATAGCCCAGCGGTGGGGCTG	Upstream_CTCF	13
chr16	3727137	3727287	id-36346	1.5e-05	+	ACAGGAGGCTGCATAGTGTCCACCAGGCGACAGGC	Upstream_CTCF	2
chr16	3740549	3740699	id-36347	6.74e-08	+	ACGGCAAACTCACGGGTGGCCACCAGAGGGGGCAA	Upstream_CTCF	38
chr16	3741487	3741637	id-36348	1.21e-05	+	ACAGCACTTCCCACATTCGCCTCACGGGTGACACC	Upstream_CTCF	17
chr16	3756886	3757036	id-36349	7.73e-06	+	GGAGCTGCAAGAATGTTTTCCTGCAGAGGTCGCAC	V_CTCF_BR	1
chr16	3801161	3801311	id-36350	1	+	NA	NONE	5
chr16	3803155	3803305	id-36351	1	+	NA	NONE	3
chr16	3830671	3830821	id-36352	1.43e-05	+	ACTGTTACGTACAGTTTATGCACTAGATGGCTCCG	Upstream_CTCF	25
chr16	3833627	3833777	id-36353	4.88e-05	+	ACCTCAGCACCTCTGATATTCAGGAGGTGGCTCTG	V_CTCF_BR	2
chr16	3840733	3840883	id-36354	4.23e-08	+	CTCGCTGCCTACTCCCTCGCCGCCAGAGGGAGGTG	V_CTCF_BR	0
chr16	3843302	3843452	id-36355	1	+	NA	NONE	19
chr16	3867815	3867965	id-36356	1	+	NA	NONE	0
chr16	3868882	3869032	id-36357	2.72e-05	+	CAGACGCTCCCCACAGCCCCCACTAGAGGCTTCAC	UpstreamP1_CTCF	1
chr16	3897453	3897603	id-36358	4.88e-05	+	AAAAAATGCACTCTATCCACCTCTAGTGGGCTGCT	V_CTCF_BR	5
chr16	3913786	3913936	id-36359	8.98e-06	+	CTGTCATAGCAGCCAGCTGCCACCAGAACACAGTA	UpstreamP1_CTCF	8
chr16	3921245	3921395	id-36360	7.49e-05	-	GGGAGGCGGTCAGTGTGGTGCTGAGGAGGGAGCCC	V_CTCF_BR	8
chr16	3930066	3930216	id-36361	1.39e-07	-	CCGGCGGCGGCGGCGGCGGCCGGGGGCGGGCGGTG	V_CTCF_BR	19
chr16	3946494	3946644	id-36362	1	+	NA	NONE	32
chr16	3959115	3959265	id-36363	6.49e-06	-	GGGCAATTCGCAGGACATTCCAGCAGTCGGAGCCC	UpstreamP1_CTCF	6
chr16	3989174	3989324	id-36364	5.08e-07	+	AGCGCTCCGGCTCTGGTTGGCGCTAGGTGGCGCCC	V_CTCF_BR	40
chr16	4004679	4004829	id-36365	1	+	NA	NONE	20
chr16	4033109	4033259	id-36366	4.31e-07	+	TCAGCCATAAGCCATGGAGCCAGAAGAGGGAGCTA	V_CTCF_BR	40
chr16	4042372	4042522	id-36367	6.82e-05	-	CCCAGTGCAGCAGCGCCCCGCAGCGGAGGTCGGGG	V_CTCF_BR	8
chr16	4049022	4049172	id-36368	1	+	NA	NONE	12
chr16	4147993	4148143	id-36369	5.65e-05	+	AGAGAGTGGCTGGCCCATAGCTCCAGGAGGCACTG	V_CTCF_BR	6
chr16	4166629	4166779	id-36370	3.11e-05	-	GCGCGCGGCCTCTGGGACGCCGAGGGAGGGCGGGC	V_CTCF_BR	5
chr16	4186247	4186397	id-36371	1	+	NA	NONE	11
chr16	4203463	4203613	id-36372	4.65e-05	-	TGCACACAGGCGCTTGCAGCCACTAGATGTCTACT	V_CTCF_BR	1
chr16	4210812	4210962	id-36373	2.23e-06	-	CTTCATTGGCCAACTTTACCCAGTAGGAGGGGATG	UpstreamP1_CTCF	19
chr16	4221305	4221455	id-36374	1	+	NA	NONE	5
chr16	4234466	4234616	id-36375	1	+	NA	NONE	2
chr16	4240693	4240843	id-36376	1.77e-05	-	GAGTCAGAACCAGCACCAGCCACTCGGTGTCGGTG	Upstream_CTCF	0
chr16	4250336	4250486	id-36377	1.57e-08	+	GCTGTGGTTTCGGCTCCTCACAGCAGGGGGCACCG	Upstream_CTCF	40
chr16	4264397	4264547	id-36378	1	+	NA	NONE	3
chr16	4303394	4303544	id-36379	1	+	NA	NONE	13
chr16	4304136	4304286	id-36380	2.64e-08	+	CCTGCCGTTTCGCACCTGGCCGAAAGGGGTCGCTG	Upstream_CTCF	37
chr16	4311689	4311839	id-36381	2.44e-10	+	TCTGCACCGCGCGCCGTGCCCAGCAGAGGGCGCTG	Upstream_CTCF	39
chr16	4313631	4313781	id-36382	1	+	NA	NONE	13
chr16	4321953	4322103	id-36383	1	+	NA	NONE	12
chr16	4322997	4323147	id-36384	1.11e-05	-	CATGCAATTCCTTACTCCGCGGAAGGAGGCCGGGG	Upstream_CTCF	34
chr16	4323923	4324073	id-36385	5.38e-05	+	CTCCGCCAGGATGCGCTCCCCAAGAGGGGGTGACG	V_CTCF_BR	37
chr16	4338507	4338657	id-36386	3.8e-08	+	AGGGCTGGGGCTCCCCCGACCAGTAGGGGGCGTCC	V_CTCF_BR	40
chr16	4340670	4340820	id-36387	2.86e-06	+	CCTCTCTGCTTCTCAGTGTCCACAAGGAGGAACCA	UpstreamP1_CTCF	36
chr16	4344059	4344209	id-36388	1	+	NA	NONE	7
chr16	4347600	4347750	id-36389	1	+	NA	NONE	1
chr16	4349124	4349274	id-36390	1.47e-05	+	CTCTCCTCCTGGAATTCAGCCTCCAGATGTCAGAT	V_CTCF_BR	14
chr16	4350003	4350153	id-36391	1.81e-06	-	TGTGCAATCCCATGACCAGCCGATAGAGGACGTTT	Upstream_CTCF	17
chr16	4357803	4357953	id-36392	3.45e-05	-	AAACTCCCTCCCCGAGGCGGAAGCTGGGGGCGCCC	V_CTCF_BR	3
chr16	4359833	4359983	id-36393	1.48e-06	+	TTTTCAGCTCTGGGCCCTGCGGGCAGGTGGCGCTG	Upstream_CTCF	40
chr16	4363923	4364073	id-36394	4.3e-06	+	AGCGCAGCGATTCCCGCCGCCGTGAGGGGGCGCTC	Upstream_CTCF	39
chr16	4364704	4364854	id-36395	1	+	NA	NONE	36
chr16	4377982	4378132	id-36396	2.6e-06	+	AACTGAGGAACGGAAGGCTCCACCAGGAGGCGCAG	V_CTCF_BR	20
chr16	4378273	4378423	id-36397	1.23e-05	-	GTGCTTTTGTTCCCGGCTGGGTGAAGGGGGCAGGC	UpstreamP1_CTCF	37
chr16	4380402	4380552	id-36398	4.4e-10	-	GCCCCAGGGCGCTGGGTCGCCACCAGGGGGCAGCT	V_CTCF_BR	39
chr16	4388357	4388507	id-36399	8.71e-06	-	GACCAAGGACCCAAAGGCCTCTGCAGGGGGCGCTG	V_CTCF_BR	24
chr16	4390130	4390280	id-36400	4.14e-06	+	AGCACCCACAGCCCTGCAACCGGCAGGAGGAGCAA	V_CTCF_BR	25
chr16	4400924	4401074	id-36401	1	+	NA	NONE	18
chr16	4401125	4401275	id-36402	1	+	NA	NONE	2
chr16	4409167	4409317	id-36403	2.91e-12	+	CCTGTACTTGCCCACATGGCCACCAGGGGGCAGGG	Upstream_CTCF	40
chr16	4427894	4428044	id-36404	2.62e-07	-	ATGCTGTGGGTCCATCTGGCCACAGGGTGGCTTTC	UpstreamP1_CTCF	36
chr16	4431232	4431382	id-36405	2.34e-06	-	TCGTTGTCCTGCAGCTTGAGCTCCAGGAGGCGGTC	UpstreamP1_CTCF	1
chr16	4440774	4440924	id-36406	5.92e-05	+	TGAGGCTTGCACAAAGTCGCAGCTAGGAGGCAGCA	V_CTCF_BR	26
chr16	4443421	4443571	id-36407	2.37e-05	-	CAGTCAGTTCCACTTTTGTCCAGCTGAAGACCGAG	Upstream_CTCF	7
chr16	4451665	4451815	id-36408	1	+	NA	NONE	2
chr16	4452513	4452663	id-36409	2.4e-05	-	GCCCCAGCGCCCAGCCCTGCCCAGGGGTGGCGCTG	V_CTCF_BR	19
chr16	4452771	4452921	id-36410	9.49e-08	-	GGAGAGAAGGGGCAGGAGGCCGCTAGGGGGCGCGC	V_CTCF_BR	38
chr16	4454536	4454686	id-36411	5.37e-06	-	GTGCTGTGGCAGAGAGGGGGCGCTAGAGGAGCACC	UpstreamP1_CTCF	40
chr16	4459466	4459616	id-36412	8.5e-06	+	ACTGAATCCTCATAAGGATGCAGCAGGTGGCACTG	Upstream_CTCF	32
chr16	4465420	4465570	id-36413	2.04e-05	-	TCCCCTGTGGCACTTGTAGCCTCATGAGGGAGACA	V_CTCF_BR	19
chr16	4465848	4465998	id-36414	1	+	NA	NONE	12
chr16	4483402	4483552	id-36415	2.04e-05	-	AAACTCAGGAGGTCTCCACCCACTAGATGCCAGTA	V_CTCF_BR	3
chr16	4511686	4511836	id-36416	1.41e-06	+	CCTCTGGTGCCCCCGATCCCCACAAGGGGCCGCGA	Upstream_CTCF	1
chr16	4513989	4514139	id-36417	5.13e-05	-	CAGAGAGCCTCAACAGCCTGCCCTAGGTGGCAGTA	V_CTCF_BR	1
chr16	4526353	4526503	id-36418	7.49e-05	+	GGCTGCAGGGACTGCGGCGCCTGAGGGAGTCGCTG	V_CTCF_BR	40
chr16	4528140	4528290	id-36419	7.62e-07	+	GTTGAAGTGCTGTGAGTCACCAAAAGGGGGAACGT	Upstream_CTCF	38
chr16	4556506	4556656	id-36420	7.49e-07	+	CAGATGTGTGTCTCTTCGACCACTAGGTGGCCACA	UpstreamP1_CTCF	40
chr16	4561606	4561756	id-36421	1.55e-07	+	TCTGCACATCCAAGCGCACCCACAAGGGGGACCCT	Upstream_CTCF	40
chr16	4567909	4568059	id-36422	3.4e-06	+	CAGAAAATGCTCTCTGGCGCCTCTGGGTGGCACCA	V_CTCF_BR	40
chr16	4579506	4579656	id-36423	1	+	NA	NONE	17
chr16	4588707	4588857	id-36424	2.58e-05	+	GCTGGCAGTCGCACTTCTGTCACAAGGAGGCGGGT	Upstream_CTCF	21
chr16	4598859	4599009	id-36425	3.83e-09	-	CCCCAGTGCCACTGTGTTGCCAGCAGATGGCACTG	V_CTCF_BR	40
chr16	4624856	4625006	id-36426	8.16e-07	-	AGAAAATGAGGGCTGTGAGCCTGGAGGGGGCAGTG	V_CTCF_BR	14
chr16	4625273	4625423	id-36427	1.37e-05	-	ACTGCTTGGGCAGATGAGCCCTCCGGGAGGAGCTC	Upstream_CTCF	5
chr16	4635549	4635699	id-36428	1.62e-08	-	CCGCAGGGAACTGATCCAACCAGCAGGTGGCAGAA	UpstreamP1_CTCF	40
chr16	4662507	4662657	id-36429	8.64e-05	-	TGGAGAATGCTCACAGCGGCCTGCAGAGGGGGTCT	Upstream_CTCF	37
chr16	4666555	4666705	id-36430	2.04e-05	-	GTCTCAACGAAGGAGGCTGGGGCCAGGGGGCGCAA	V_CTCF_BR	40
chr16	4674325	4674475	id-36431	7.55e-07	-	AGTTTGTCTCCCGCCCCGACCGGCAGAGGGCGTAG	V_CTCF_BR	40
chr16	4700600	4700750	id-36432	2.17e-09	-	CCTGCCCCTGGCCATCTGGCCTCTAGGGGGCAGCA	V_CTCF_BR	39
chr16	4716631	4716781	id-36433	3.55e-08	-	CTGCAGGGTCAGAGTGCCGCAGGCAGGTGGCGGAA	UpstreamP1_CTCF	9
chr16	4733039	4733189	id-36434	1.39e-07	-	CCGGGACCGCACAGCCGCTCCACCAGGGGGTGCTG	V_CTCF_BR	37
chr16	4743459	4743609	id-36435	5.65e-05	-	GAGGTGCTGCGGGCGGTGTGCAAAGGAGGGCGGTG	V_CTCF_BR	30
chr16	4745259	4745409	id-36436	8.16e-07	+	TCTCCACTGTCCCAAGCAGTCACTAGGTGGCGGCC	V_CTCF_BR	29
chr16	4767466	4767616	id-36437	2.47e-07	+	CTGCTGCACTCCAGCCTGGGCGACAGAGGGCGACT	UpstreamP1_CTCF	31
chr16	4810389	4810539	id-36438	5.65e-05	-	AACTTGCAAGTGATTGTGTCCTCTAGGGGGCTTGC	V_CTCF_BR	8
chr16	4838205	4838355	id-36439	5.51e-07	-	GCTCCACCAGGACCCACGTCCACCAGGTGTCACAG	V_CTCF_BR	7
chr16	4847856	4848006	id-36440	1	+	NA	NONE	0
chr16	4852847	4852997	id-36441	6.37e-07	+	CGGCACCAGCCTGGGGCGCCCGCTTGGGGGCGGAG	UpstreamP1_CTCF	11
chr16	4855330	4855480	id-36442	1.21e-06	+	GAGGCAGTGGTGGATGTGGCCAGCAGGCAGTGCTG	Upstream_CTCF	8
chr16	4862157	4862307	id-36443	9.81e-06	-	TCTTTCCAGGTGATTGTGTCCAGGGGGGGGCGCTT	V_CTCF_BR	3
chr16	4864948	4865098	id-36444	2.6e-07	-	ACAACCCAAAAACGAATGGCCACCAGGTGGAAGGC	V_CTCF_BR	14
chr16	4934149	4934299	id-36445	1.84e-06	-	AGCAGCACCGGCGGCAGCTCCTGGAGGGGGAGCTC	V_CTCF_BR	0
chr16	4959871	4960021	id-36446	2.6e-06	-	GAGATGGTGCCAGCATCGGCCTGCAGGTGGAGTTA	V_CTCF_BR	19
chr16	4973127	4973277	id-36447	1.7e-05	-	GACGCGTTCCCAGGTAGAACCAGTGGAGGGAGAAG	Upstream_CTCF	9
chr16	4974866	4975016	id-36448	1.55e-07	-	GTGCAGGCTGGGCTGTGAGCCAGCAGGGGACACAG	UpstreamP1_CTCF	4
chr16	4986355	4986505	id-36449	1.73e-05	-	GGGAGGCGAGGGATGGGTGTCCGGAGGGGGCGGGC	V_CTCF_BR	35
chr16	5006264	5006414	id-36450	1.04e-05	-	CACAAAGTTCCCATCCCTGTCGCAAGGTGGCAGCA	V_CTCF_BR	40
chr16	5007702	5007852	id-36451	3.4e-06	+	AGCGCCTGGACAGGGCTGACCCCCAGCAGGCGCTC	V_CTCF_BR	8
chr16	5060978	5061128	id-36452	7.1e-07	-	CTGCCCTGAGGCCCTGCGCCCTCCAGAGGACAGGT	UpstreamP1_CTCF	9
chr16	5074788	5074938	id-36453	1.37e-05	-	ATTGATATAATAAAAGGAGCCACCAGGTGGTGTGT	Upstream_CTCF	32
chr16	5075432	5075582	id-36454	9.51e-07	-	TCTGGCCGCAGAGAAGGAGCAGCCAGGGGGCGCCC	V_CTCF_BR	40
chr16	5086287	5086437	id-36455	1	+	NA	NONE	11
chr16	5086949	5087099	id-36456	1.19e-06	-	CCCCCACGGCCCTCCTCTCCCACCAGGTGGCTCTT	V_CTCF_BR	2
chr16	5092834	5092984	id-36457	2.31e-07	-	GGGGCTCCTCCGGAAGCTGCCAGAAGAGGCCGCTG	Upstream_CTCF	21
chr16	5106476	5106626	id-36458	3.63e-06	+	GCCCAATGTGATGCCTGGGCCACTAGGAGGTGCTC	V_CTCF_BR	40
chr16	5108603	5108753	id-36459	6.51e-07	-	CTGGGAGTTCCAACAACTACAACTAGGGGGCTGGG	Upstream_CTCF	38
chr16	5112941	5113091	id-36460	1.46e-07	+	TATGCAGTAAGACAATTTCCCAGCAGATGGCTGTC	Upstream_CTCF	22
chr16	5134901	5135051	id-36461	3.1e-07	-	CTGTCATTTCAGCTTCTGGCCACTGGGAGGTGCTG	UpstreamP1_CTCF	40
chr16	5142391	5142541	id-36462	2.74e-08	-	GCAGGTCTGCCCTGTGCCACCAGGAGAGGGCAGCA	V_CTCF_BR	39
chr16	5183043	5183193	id-36463	1.17e-05	-	GGGGCTAGCGTGGTTTTGATCCCCAGAGGGAGCTG	V_CTCF_BR	10
chr16	5289641	5289791	id-36464	1.04e-11	+	CCGCGGTGCGGGCGAGCGGCCGGCAGAGGGCGCCA	V_CTCF_BR	40
chr16	5400239	5400389	id-36465	7.17e-05	-	CAAACAATTCACTTTCTGACCACCAGGCAGCCAAC	Upstream_CTCF	7
chr16	5415731	5415881	id-36466	1	+	NA	NONE	1
chr16	5462824	5462974	id-36467	3.97e-05	+	GAGCAAATGCTGGAATTCCCCAGCGAGAGGCGCCA	UpstreamP1_CTCF	4
chr16	5465196	5465346	id-36468	1.39e-05	+	GGGGAGGAAGGCACCTTCTTCACAAGGTGGCAGGA	V_CTCF_BR	10
chr16	5478987	5479137	id-36469	3.48e-06	-	GTTTTCCTGGTCCCCTTCGCCACCAGAGGGCCAGG	UpstreamP1_CTCF	16
chr16	5516676	5516826	id-36470	2.12e-06	-	GGGCAGGGACAATGGACAAGCTCTAGGAGGCAGCC	UpstreamP1_CTCF	5
chr16	5535710	5535860	id-36471	3.71e-05	-	ATGGTCGTTCTTGTGCTCCCAGACAGGGGGCACAC	Upstream_CTCF	11
chr16	5540690	5540840	id-36472	4.82e-11	-	ATGCACTTCTAGCCCACGGCCTGCAGGGGGCGCGG	UpstreamP1_CTCF	37
chr16	5552483	5552633	id-36473	7.78e-06	+	GTTGCTGTTACTGTAGGTGGCAGCAGAAGCCTGAC	Upstream_CTCF	20
chr16	5652111	5652261	id-36474	2.66e-05	-	AGGCCAACATATGCTGCCTCCAGTAGAGGTCGTCA	V_CTCF_BR	4
chr16	5654869	5655019	id-36475	7.78e-06	-	AGATCACTTTTGCTAAATTCCAAAAGGTGGCAGCA	Upstream_CTCF	14
chr16	5657422	5657572	id-36476	1.28e-06	-	CGTCAGTATCATCACCGTGACTCCAGGGGGCACAG	V_CTCF_BR	2
chr16	5666221	5666371	id-36477	1.19e-06	-	TGACAGCTCCAGGAAGCGGCCACCAGGTGGCGTGT	V_CTCF_BR	37
chr16	5683960	5684110	id-36478	2.11e-06	-	CGCTTATTTGAGTCTGTGTCCTCTAGATGGCAGTA	V_CTCF_BR	38
chr16	5807099	5807249	id-36479	8.81e-07	+	GCCCTTGGTCGATATTCAGCCAGCAGAGGGAGAAA	V_CTCF_BR	11
chr16	5968903	5969053	id-36480	3.88e-06	+	CACATGGGGTGAACAGTGGACACAAGGAGGCGCAG	V_CTCF_BR	12
chr16	6066611	6066761	id-36481	2.04e-05	+	TGGAAAGTATTTTTCATGTCCAGTAGGAGGAGCCA	V_CTCF_BR	30
chr16	6131467	6131617	id-36482	7.62e-09	-	CAGCTGTTCCCATTCATGAGCAACAGGGGGCAGCA	UpstreamP1_CTCF	39
chr16	6140006	6140156	id-36483	1.48e-05	+	CTTTCCTTGCCTTTTATAGCCACTAGAGGCCTCCT	UpstreamP1_CTCF	4
chr16	6197166	6197316	id-36484	3.24e-06	-	TCACCACCATCAACAGCGGCCAGCAGAGGACGCTA	Upstream_CTCF	10
chr16	6215458	6215608	id-36485	3.18e-06	-	TCTAACTCAAAATGAATGTCCACCAGAGGGCAAAC	V_CTCF_BR	20
chr16	6283298	6283448	id-36486	2.72e-05	-	CGTCAGATCCCCACTGCAACCACCCGGGGGAGATG	UpstreamP1_CTCF	0
chr16	6347768	6347918	id-36487	3.18e-06	+	CAGTCAGAGAGGAGATTGGCCACTGGGTGGCGAAA	V_CTCF_BR	8
chr16	6385228	6385378	id-36488	1.57e-08	-	CATGCAGTACCAAGACCTACCACCTGGGGCCTGAC	Upstream_CTCF	39
chr16	6395235	6395385	id-36489	2.97e-06	-	ACTGCCTCTGGGCACACTGCCTATAGGGGGAGCCC	V_CTCF_BR	13
chr16	6399908	6400058	id-36490	1	+	NA	NONE	3
chr16	6464780	6464930	id-36491	1.47e-05	-	CTATATCCTTGACCTATATCCACTAGATGTCAGCA	V_CTCF_BR	4
chr16	6496494	6496644	id-36492	1.29e-05	+	TTCAAGTGATGAATGTGGGACCCTAGGGGGCAGTG	UpstreamP1_CTCF	0
chr16	6623757	6623907	id-36493	1.21e-06	-	CCGGAGTGTCGCTGCGAGGCCAGCGGGTGTCACTG	UpstreamP1_CTCF	9
chr16	6652476	6652626	id-36494	9.71e-06	-	GCAGCACACACAACCCTGTCCTGCAGGTGGCCTTT	Upstream_CTCF	1
chr16	6661650	6661800	id-36495	1.93e-05	+	GGCTTCTGGATATTTTCACCCAGTAGAGGGCGTGA	V_CTCF_BR	10
chr16	6693201	6693351	id-36496	1.04e-10	-	CCTGCAATATCACAAATGGCCAGCAGATGGGAGCA	Upstream_CTCF	39
chr16	6732254	6732404	id-36497	8.5e-06	+	GCGTCGATTTCCCAGCTGACCACTAGAGGCGCCCC	Upstream_CTCF	37
chr16	6732546	6732696	id-36498	3.33e-08	+	CAGCAGTTCTGGCCTCCAACCGCCAGATGTCGAGA	UpstreamP1_CTCF	4
chr16	6734187	6734337	id-36499	1.26e-07	+	GTGTTAGAGGCTAATGTGGCCAGAAGATGGCAGTG	V_CTCF_BR	28
chr16	6764635	6764785	id-36500	4.88e-05	-	ATGCAACACCTTGAAGCCACCACGTGAGGCACTCC	UpstreamP1_CTCF	5
chr16	6776054	6776204	id-36501	5.08e-07	+	AGAACTTTGTTACACAGAGCCAGGAGGGGGCAGTA	V_CTCF_BR	10
chr16	7019722	7019872	id-36502	1.31e-05	-	ACGAGGATGAGGCAACACAACTGAAGGGGGCACCA	V_CTCF_BR	8
chr16	7027609	7027759	id-36503	1	+	NA	NONE	0
chr16	7075715	7075865	id-36504	3.33e-09	+	AGGTACTGAGAGGAGATGGCCAGCAGATGGCGCTG	V_CTCF_BR	37
chr16	7136975	7137125	id-36505	2.02e-06	+	CCGCAATGACACCGTGGCGTCGGTAGATGGCTGTA	UpstreamP1_CTCF	15
chr16	7318238	7318388	id-36506	7.97e-09	+	GGTGCTATTCAGGGAACGGACAGTAGGGGGCAAAA	Upstream_CTCF	40
chr16	7363308	7363458	id-36507	9.11e-08	+	GGTGCAGTGGCAGAACCTTCCACTGGGGGTCTCCA	Upstream_CTCF	31
chr16	7371794	7371944	id-36508	2.31e-06	-	TCTGCGATGTCATGGCCAGGCAGCTGGTGGCAACA	Upstream_CTCF	4
chr16	7395592	7395742	id-36509	2.15e-05	-	CAGACGGCTCCATCACCGGCAGCAAGTGGGAGCTC	V_CTCF_BR	1
chr16	7455331	7455481	id-36510	5.2e-08	+	GTGCAGTTTTTTCCCTGTTCCACCAGGTGTTGCCA	UpstreamP1_CTCF	20
chr16	7563523	7563673	id-36511	4.3e-08	+	CAGCATTCCTGGCCTCCACCCACTAGATGGCAGTA	UpstreamP1_CTCF	23
chr16	7665688	7665838	id-36512	5.01e-06	-	AAGCGTCCTTGGCCTCCACCCACTAGATGTCAGCA	V_CTCF_BR	9
chr16	7971504	7971654	id-36513	1.04e-05	-	TGTGGTGAGGGCTCCCTGTGCACTAGGTGGCAATG	V_CTCF_BR	4
chr16	8223249	8223399	id-36514	1.67e-07	-	TGAATAGCAGTCTTGCTGGCCACTAGGTGGCGACC	V_CTCF_BR	40
chr16	8244914	8245064	id-36515	3.22e-07	-	CCTGTAGTACCAGCTAGTGCCAGAGAGGGGCAGCA	Upstream_CTCF	24
chr16	8405833	8405983	id-36516	1.93e-05	-	TCTCATTTACAAAAAACACCCTGTAGAGGGCAGGC	V_CTCF_BR	13
chr16	8431377	8431527	id-36517	2.96e-05	+	GAGAGGACACAGAACGAGACCAACAGGGGGAAATG	V_CTCF_BR	10
chr16	8475100	8475250	id-36518	3.81e-05	+	ATTCGCGTGACTAAAACATCCACAAGAGGGCTTCA	V_CTCF_BR	5
chr16	8544232	8544382	id-36519	1.48e-05	-	TTGGAATTACCCTGACTCAAGACTAGAGGGCATTG	UpstreamP1_CTCF	2
chr16	8617789	8617939	id-36520	1	+	NA	NONE	40
chr16	8622967	8623117	id-36521	5.65e-05	+	TACAAGAACATATTTGTCACCACAAGGAGGAGCCT	V_CTCF_BR	40
chr16	8705901	8706051	id-36522	1	+	NA	NONE	2
chr16	8729303	8729453	id-36523	3.97e-05	+	CAGCAATACCCACTCAGCAGCAGCAGCGTCACCCA	UpstreamP1_CTCF	40
chr16	8738871	8739021	id-36524	2.96e-05	-	AAGATGTGAGCAGCGGCCACCACAGCGGGGCGCCT	UpstreamP1_CTCF	0
chr16	8745882	8746032	id-36525	8.91e-07	+	ACTCCACTTCCACGGGCTGCCAGTTGGGGGAGAAA	Upstream_CTCF	40
chr16	8749084	8749234	id-36526	1.97e-06	-	AACTGAATCCTGCCACCAACCACAAGAGGGAGCCT	V_CTCF_BR	36
chr16	8754917	8755067	id-36527	4.68e-07	+	GCCCCTGGCAGGATTCTCACCACAAGGTGGTGCCC	V_CTCF_BR	39
chr16	8808136	8808286	id-36528	1	+	NA	NONE	6
chr16	8885862	8886012	id-36529	6.39e-08	-	GTGGTCTGCTCATGCAGTACCAGCAGAGGGCACAC	V_CTCF_BR	40
chr16	8889072	8889222	id-36530	1	+	NA	NONE	7
chr16	8890762	8890912	id-36531	1.63e-05	+	TCTGGGCTGGACAATGTATCCACAAGGGGGTGTGA	Upstream_CTCF	18
chr16	8949262	8949412	id-36532	3.97e-07	+	TTTCCAAAGAACTGCCCCTCCACCAGAGGGAGCTG	V_CTCF_BR	36
chr16	8957743	8957893	id-36533	1	+	NA	NONE	11
chr16	8963606	8963756	id-36534	1.21e-06	+	TCTGCAGCCCCTATTGGGGCCACTGGGGAAAAGGC	Upstream_CTCF	15
chr16	8967542	8967692	id-36535	3.03e-05	+	GTTGGAGTGGCATTTATCACAGCTAGGGGCAGTAG	Upstream_CTCF	39
chr16	8974210	8974360	id-36536	2.06e-12	-	CTGCCCTTCCCGGCCATCGCCACCAGGGGGCAGCA	UpstreamP1_CTCF	40
chr16	8979673	8979823	id-36537	8.99e-05	-	AGAAGGTTGTGGGTGGGATGCAGGAGCTGGCGACG	V_CTCF_BR	17
chr16	8985679	8985829	id-36538	1	+	NA	NONE	5
chr16	8987456	8987606	id-36539	1.15e-06	+	GCAGCCGAGCCACTCGTGCCCACTAGGGACAGCCC	Upstream_CTCF	4
chr16	8999174	8999324	id-36540	1.47e-05	+	GCACTGTGACAAGTACCCAACACTAGAAGGCAGCG	V_CTCF_BR	40
chr16	8999790	8999940	id-36541	7.12e-06	-	CTTCACCACCACTCTTGGGAGTGTAGAGGGCGCCA	UpstreamP1_CTCF	40
chr16	9017188	9017338	id-36542	3.18e-06	-	TGATGTGTTTTTTTTGCAGACACCAGTTGGCGCTC	V_CTCF_BR	9
chr16	9029902	9030052	id-36543	1.48e-06	+	ACTAAGAGTCCATGTCCTGCCACCAGGTGGTGCCT	V_CTCF_BR	39
chr16	9030419	9030569	id-36544	3.8e-07	-	AGAGAACCTCCCCCATCCCCCAGCAGAGGCCACTG	Upstream_CTCF	40
chr16	9040545	9040695	id-36545	3.81e-05	-	AGGTGGAGCCTTCTGCGTGCTGGCAGATGGCTGAG	V_CTCF_BR	7
chr16	9056491	9056641	id-36546	1	+	NA	NONE	17
chr16	9057870	9058020	id-36547	1	+	NA	NONE	1
chr16	9083205	9083355	id-36548	5.96e-07	+	TTACTCAACCCGGGTGCCACCTGTAGGTGGCACAA	V_CTCF_BR	4
chr16	9102732	9102882	id-36549	3.09e-07	-	TACTTCTTTCTCCCCGTGGCCACTAGAGGGTGCGA	V_CTCF_BR	40
chr16	9107135	9107285	id-36550	2.6e-06	-	TTCCCTCCCACCCCTGCAGGCGGCAGATGGAGCTC	V_CTCF_BR	27
chr16	9127414	9127564	id-36551	1.96e-08	-	TCCCAGAGGCTCCCTTTCGCCACCAGAGGGCACTT	V_CTCF_BR	40
chr16	9144390	9144540	id-36552	2.73e-07	-	CCCGAATTGCTCCGCTTCTCCACCTGGGGGCGCTC	Upstream_CTCF	40
chr16	9179018	9179168	id-36553	1.93e-05	-	GCTGCACTATTTTACGTTTCCACTAGCAGTGCACA	Upstream_CTCF	16
chr16	9186210	9186360	id-36554	1.15e-07	+	CGGCCCTGCCGCCCCCTCCCCGCAAGATGGCGCCG	V_CTCF_BR	25
chr16	9208774	9208924	id-36555	5.41e-06	+	GTTTGATTTCCTCTGACCACCAGCAGGAGGGGAGG	Upstream_CTCF	14
chr16	9213827	9213977	id-36556	6.39e-05	-	TAATCTGCTGACGTAGTCACCACTAGAGGTAGTAG	Upstream_CTCF	23
chr16	9218878	9219028	id-36557	8.02e-05	+	TCTGTGTGACCCAACGGCGCCCCTACGTGGCCCCA	Upstream_CTCF	8
chr16	9219183	9219333	id-36558	2.11e-06	+	TTTAATCCTGGCACTGTGGCCACAAGATGGCATTC	V_CTCF_BR	21
chr16	9228750	9228900	id-36559	1.99e-07	-	GTGCCCTGTGCTCCAGGAGCCTCTAGATGGCAGTG	V_CTCF_BR	40
chr16	9233002	9233152	id-36560	1.74e-08	+	ATGTCGGGGCTCCAGGCGGCCTGTAGAGGGCAGTA	V_CTCF_BR	40
chr16	9238043	9238193	id-36561	5.28e-05	+	AAGGACACTTCTGCAAAGCCCTGAAGGGGGCGAGG	Upstream_CTCF	6
chr16	9254083	9254233	id-36562	7.44e-09	+	TCAGCCATTACCAATTCAGCCAGCAGGGGGCAGCA	Upstream_CTCF	40
chr16	9317207	9317357	id-36563	9.71e-06	-	CCTTTAATCCTTGCAGCACCCCCAAGAGGTCAGTG	Upstream_CTCF	7
chr16	9319494	9319644	id-36564	2.1e-05	-	GGGTTGGTTCCTTCTGCAAGCTCTAGGGGGAGCAT	UpstreamP1_CTCF	37
chr16	9350078	9350228	id-36565	1.41e-06	+	CCTGCTTTTCTGAAGCCGTCCTCCAGGGGCGCCAT	Upstream_CTCF	40
chr16	9352425	9352575	id-36566	5.28e-08	+	GCAGCAGACCTCCACATTGCCACTAGGTGGTAGTA	Upstream_CTCF	40
chr16	9359984	9360134	id-36567	1	+	NA	NONE	4
chr16	9364375	9364525	id-36568	3.63e-06	+	ATGGCTCCACTGTTTTGCTCCACTTGGGGGCACCA	V_CTCF_BR	4
chr16	9391463	9391613	id-36569	2.6e-06	+	CTAGAGTTACTCCTCCAAGCCACCAGGTGTCACTG	V_CTCF_BR	38
chr16	9421067	9421217	id-36570	1	+	NA	NONE	3
chr16	9466926	9467076	id-36571	6.75e-05	-	GTGCTATGGAGACAGCAAGGCTTGAGGGGGCCCTC	UpstreamP1_CTCF	2
chr16	9501126	9501276	id-36572	1.64e-07	-	TCTGCAGTACTCCCCTGGTAAAGTAGGTGGAGGAC	Upstream_CTCF	2
chr16	9509566	9509716	id-36573	9.25e-06	-	CCCCCACGCCACCTGCAGACAGGCAGAGGGAGCCA	V_CTCF_BR	10
chr16	9572985	9573135	id-36574	3.4e-06	+	ATGACTCTCTTATGTCAGAACAGCAGGGGGCACAA	V_CTCF_BR	9
chr16	9739891	9740041	id-36575	1	+	NA	NONE	7
chr16	9742070	9742220	id-36576	2.01e-05	+	ATGGAACATCTGCTATACACCAATAGAGGGAGGCA	UpstreamP1_CTCF	40
chr16	9789131	9789281	id-36577	2.43e-06	-	CTGGTAGTGACAGCAGCAGCCACAAGGGGCCTAAA	Upstream_CTCF	12
chr16	9842652	9842802	id-36578	2.77e-07	+	AGGCTGTGGGACTTGGCGGCCACTGGGGGGCTCCT	UpstreamP1_CTCF	2
chr16	9891167	9891317	id-36579	4.5e-06	-	CCGGGGTTTCCTGGCATGGCCTCTAGAGGCTGGCC	Upstream_CTCF	3
chr16	9914859	9915009	id-36580	6.15e-05	-	CTTGCTGCTGGCTTTGTGTCTGGTAGGGGGAGACA	Upstream_CTCF	10
chr16	9921279	9921429	id-36581	1	+	NA	NONE	2
chr16	10013467	10013617	id-36582	1	+	NA	NONE	8
chr16	10040311	10040461	id-36583	5.01e-06	-	TGGTCAGAATAAAAAATATCCACCAGGTGGCTCAG	V_CTCF_BR	13
chr16	10063515	10063665	id-36584	2.46e-06	-	CAGCAACCCTGGTCTTTACCCACTGGGTGCCAGTC	UpstreamP1_CTCF	9
chr16	10107360	10107510	id-36585	1	+	NA	NONE	11
chr16	10125457	10125607	id-36586	3.31e-06	+	CAGCCAGTTCTCCACGTGGCCACCAGAGGATGCTT	UpstreamP1_CTCF	27
chr16	10133136	10133286	id-36587	1	+	NA	NONE	11
chr16	10133339	10133489	id-36588	7.73e-06	-	AGTCCTCGCTGCCCTCTGTTCTGTAGGTGGCAGCC	V_CTCF_BR	18
chr16	10147457	10147607	id-36589	5.34e-06	-	ACAACAGAAGGACGTTGTAACAGCAGGTGGCAGGA	V_CTCF_BR	2
chr16	10172516	10172666	id-36590	7.55e-07	-	AGCTTCTCACCTCTCTTGGCCTGAAGGGGGCTGTG	V_CTCF_BR	10
chr16	10216513	10216663	id-36591	1.84e-05	-	TTTCCCTCAGGTTGGCTCTCCAGCAGGGGGCCCAA	UpstreamP1_CTCF	30
chr16	10230893	10231043	id-36592	1.17e-05	-	TGGAAGCAGGTTTAGCCCACCTGCAGGGGGAGTGA	V_CTCF_BR	12
chr16	10274656	10274806	id-36593	8.43e-09	-	GTCTGTAGTTCGCTCCGCGCCAGCAGGGGGCGGGG	V_CTCF_BR	36
chr16	10275516	10275666	id-36594	1.96e-08	-	GCGGCGAAGTGCAGGAGGGGCACCAGGGGGCGCTG	V_CTCF_BR	40
chr16	10296622	10296772	id-36595	1.09e-07	-	GGGGTTATACCAAGGTGGAACACCAGAGGGCAGAG	Upstream_CTCF	22
chr16	10335234	10335384	id-36596	1	+	NA	NONE	4
chr16	10350768	10350918	id-36597	5.09e-10	+	GATGGAGTTTCTCCTGAGGCCACCAGGAGGCGCCA	Upstream_CTCF	40
chr16	10402634	10402784	id-36598	4.65e-06	-	CAGCAACACAGATCAAAGCCCTGCAGAGGGGGACA	UpstreamP1_CTCF	3
chr16	10408793	10408943	id-36599	4.21e-05	+	GTTATATATCATTCCTTCTCCAGAAGATGGAGCTT	V_CTCF_BR	20
chr16	10463014	10463164	id-36600	5.34e-06	+	CAAGCTAGCCTGGACTTGTCCACATGGTGGCAGAA	V_CTCF_BR	32
chr16	10594977	10595127	id-36601	1	+	NA	NONE	11
chr16	10603542	10603692	id-36602	7.07e-08	-	GTGTGTTCCTTCAACATTACCACCAGGTGGCAGCC	V_CTCF_BR	40
chr16	10608564	10608714	id-36603	1.97e-06	+	AAACAATTTGGATAAATGCCCACCAGGTGGCAGGA	V_CTCF_BR	40
chr16	10615651	10615801	id-36604	8.16e-07	+	ACCGTGTTGTCACATGCCACCACTAGGGGGTGGTA	V_CTCF_BR	40
chr16	10660613	10660763	id-36605	1.39e-07	+	GAGGACAGAAAGACATGGACCACAAGGTGGCGGCC	V_CTCF_BR	19
chr16	10672337	10672487	id-36606	3.11e-05	-	TGGGGCTGACACTGCCCCACCTCGGGCTGGAGGAG	V_CTCF_BR	10
chr16	10673861	10674011	id-36607	3.81e-05	+	CCCAAGAAGTCGCTCCTCGCCGCTCGGGGGCGCGA	V_CTCF_BR	39
chr16	10674449	10674599	id-36608	2.12e-06	+	CTGCGCGCCCTCCCTCCACCCTCTAGGCGGCGGGG	UpstreamP1_CTCF	40
chr16	10688281	10688431	id-36609	1.1e-05	-	GCTTCCTGAGAGCATCTCACCTCCTGGTGGAGGGA	V_CTCF_BR	8
chr16	10691121	10691271	id-36610	1	+	NA	NONE	8
chr16	10703284	10703434	id-36611	1.77e-05	-	AAAGCAGCTCTCATTCCACACAGCAGGAGTCATCT	Upstream_CTCF	16
chr16	10711262	10711412	id-36612	2.67e-06	-	CCTGCAGCCAGGCCAGCACCCACAAGAGGCTGCAG	Upstream_CTCF	24
chr16	10722030	10722180	id-36613	9.88e-07	-	CCTGTTCTGCCTCTGCCTTCCCCTGGAGGGCCGAG	Upstream_CTCF	2
chr16	10723624	10723774	id-36614	5.92e-05	-	CAGCCCAGTCCCAGCTGATCCTGCAAGGGGCGCCA	V_CTCF_BR	11
chr16	10754174	10754324	id-36615	5.34e-06	+	AACTCCCCCCACCCCACCCCCACCTGCTGGCAGAA	V_CTCF_BR	0
chr16	10762376	10762526	id-36616	2.89e-07	+	CACGCAGGGCCTCAGATCACCAGCAGGGGCCCTCA	Upstream_CTCF	40
chr16	10823691	10823841	id-36617	1	+	NA	NONE	22
chr16	10831030	10831180	id-36618	4.31e-09	-	CTGCGGTTCCTTAGTTATACCAGCAGGTGGAGCTC	UpstreamP1_CTCF	40
chr16	10845188	10845338	id-36619	1.06e-05	+	GCTGTTCTCCCCGGATGGCTCCATAGAGGGCACCT	Upstream_CTCF	9
chr16	10910925	10911075	id-36620	1	+	NA	NONE	4
chr16	10922266	10922416	id-36621	1	+	NA	NONE	9
chr16	10926121	10926271	id-36622	4.68e-07	-	GACAGATCCTTCCCTAGCGCCTGCAGAGGGAGCAG	V_CTCF_BR	6
chr16	10971338	10971488	id-36623	1	+	NA	NONE	16
chr16	10986955	10987105	id-36624	3.09e-06	+	GAAGCATTCTCCCCTCGAGCCTCCAGAGGCAGCGT	Upstream_CTCF	6
chr16	11006577	11006727	id-36625	2.19e-05	+	GCGCTCTGGGGAACAGCGGCCATGGGGTGGAACAG	UpstreamP1_CTCF	1
chr16	11012714	11012864	id-36626	2.75e-09	-	GGTGCTATGCCAAGGCCTACCAGAAGGTGGCAGTG	Upstream_CTCF	40
chr16	11017637	11017787	id-36627	1.15e-06	-	CATGCTGTAGCGGGAGGAGCCAGGAGAGGGGGTTT	Upstream_CTCF	1
chr16	11024684	11024834	id-36628	1.03e-06	-	TTCTGCTTCAGGCTGCTGGCCAGCAGGTGTCTCAG	V_CTCF_BR	22
chr16	11036297	11036447	id-36629	2.78e-06	-	TTGAGCCGGCCAATTAGCGCGTGCAGGGGGCGGCC	V_CTCF_BR	20
chr16	11038704	11038854	id-36630	1	+	NA	NONE	13
chr16	11043275	11043425	id-36631	5.52e-05	-	GTGCACTGCTCCCCTTGCCCCACTAGGCTTTCTCA	UpstreamP1_CTCF	15
chr16	11043598	11043748	id-36632	1.64e-06	-	CAGCAGCTGCTACCGTAACTCACCAGGGGACGGCA	UpstreamP1_CTCF	10
chr16	11047899	11048049	id-36633	5.89e-08	+	ACGCAATATCACTGCATACCCAGCAGATGGCGCCA	UpstreamP1_CTCF	39
chr16	11057981	11058131	id-36634	8.16e-07	+	GTGATGGCTCTCGCAGCCGCCGCTAGGTGGTGCTG	V_CTCF_BR	40
chr16	11065432	11065582	id-36635	3.05e-07	+	AAAGCATGTCACATTGTGAACAGCAGGGGGCAATG	Upstream_CTCF	40
chr16	11073634	11073784	id-36636	1	+	NA	NONE	11
chr16	11075695	11075845	id-36637	2.02e-06	-	CAGCATCCCTGACCTCCACCCACTAGATGTCAGTA	UpstreamP1_CTCF	40
chr16	11077137	11077287	id-36638	1.83e-05	+	TCCATGAATGACTCAGGCCCCAGGTGAGGGCAGTA	V_CTCF_BR	24
chr16	11082459	11082609	id-36639	2.81e-08	+	GGTGCTGTTCCATGTTCCACCTCCAGAGGCAGCCT	Upstream_CTCF	39
chr16	11083736	11083886	id-36640	6.39e-05	-	TCAGGAACTCTAATCCTGGCCGGAAGGGGTGCTAT	Upstream_CTCF	4
chr16	11144563	11144713	id-36641	1.64e-05	+	GCCCACCAGCACCTGCCGTCCAGCAGGAGGTGATC	V_CTCF_BR	2
chr16	11154078	11154228	id-36642	1	+	NA	NONE	0
chr16	11194105	11194255	id-36643	4.43e-05	-	ATTTCTTGGCAGAGGAAATCCACCAGCAGGCGGAG	V_CTCF_BR	36
chr16	11196193	11196343	id-36644	1.73e-05	+	CCAAAGGTACAGCTTGTCTCCACCAGAGGTCTCCT	V_CTCF_BR	25
chr16	11199092	11199242	id-36645	3.73e-06	-	CGTGCAGTTCACAGCTTGACAACTTGGTGAAAACA	Upstream_CTCF	12
chr16	11208695	11208845	id-36646	1	+	NA	NONE	1
chr16	11219641	11219791	id-36647	1	+	NA	NONE	0
chr16	11242158	11242308	id-36648	3.18e-06	-	TGCCTCCAGACCTCCTCCACCAGGAGGTGGAGGTT	V_CTCF_BR	1
chr16	11250282	11250432	id-36649	2.23e-06	+	GTGCATTCCTGATTCTGCTCCAGCTGGGGTCAGTG	UpstreamP1_CTCF	1
chr16	11254831	11254981	id-36650	1	+	NA	NONE	0
chr16	11277103	11277253	id-36651	2.27e-06	-	ACGTGGGGGAAGGGGGTTTCCAGCAGCTGGCTGGC	V_CTCF_BR	5
chr16	11277907	11278057	id-36652	1.17e-05	-	GGCAGCTTCTCCCTCTAAGCCTCCAGGAGGAGCAG	V_CTCF_BR	12
chr16	11305002	11305152	id-36653	4.03e-06	+	CAGCAGTGAGATGCACTCTGGAGTAGATGGCTCCC	UpstreamP1_CTCF	22
chr16	11312496	11312646	id-36654	1.05e-08	-	GTTGCAATACCACTTATCACCAGTAGGGAGAAACC	Upstream_CTCF	37
chr16	11327090	11327240	id-36655	7.44e-06	-	CCCGCTGTGCGCAGCCCGCCCGCCAGGCACAGCCG	Upstream_CTCF	3
chr16	11328018	11328168	id-36656	1.21e-05	+	GTTGTAAATATAGACCTGGCCACAATGGGGCGGGG	Upstream_CTCF	7
chr16	11348741	11348891	id-36657	3.48e-06	+	ATGCGCTGGCGGCACAGCTCCTGCAGCGGCCGCAC	UpstreamP1_CTCF	27
chr16	11349629	11349779	id-36658	8.08e-08	-	GGCGCGGATCCCAGCCTGGCCAGCAGGCGGCGGGC	Upstream_CTCF	40
chr16	11350304	11350454	id-36659	1	+	NA	NONE	22
chr16	11350586	11350736	id-36660	1	+	NA	NONE	16
chr16	11351236	11351386	id-36661	5.68e-06	-	AGAAGCCGTCTGAGAGCTGTCTGTAGAGGGCAGTG	V_CTCF_BR	40
chr16	11356892	11357042	id-36662	1	+	NA	NONE	4
chr16	11378000	11378150	id-36663	1.31e-05	-	TTTCTAGGAGCCCTGCTTTACCCCAGGGGGCAGTG	V_CTCF_BR	21
chr16	11391676	11391826	id-36664	1	+	NA	NONE	20
chr16	11409519	11409669	id-36665	8.34e-07	+	GTGTGGTCTCCAGCTCTGGCCGCCAGGAGACAAAG	UpstreamP1_CTCF	23
chr16	11410298	11410448	id-36666	8.56e-05	-	CAGAACGGATCTGGGACCAGCAGGAGGGGCAGCGC	UpstreamP1_CTCF	6
chr16	11422576	11422726	id-36667	1	+	NA	NONE	20
chr16	11444771	11444921	id-36668	1	+	NA	NONE	11
chr16	11448758	11448908	id-36669	1.56e-05	-	CCAGCACAGCCTCCACTGTCTGGCGGGGGGCGCTT	Upstream_CTCF	6
chr16	11450652	11450802	id-36670	3.36e-05	-	CCCATTTTCTGTGCATAGACCAGCAGGGGGGGCCA	UpstreamP1_CTCF	40
chr16	11451578	11451728	id-36671	1	+	NA	NONE	13
chr16	11465712	11465862	id-36672	4.65e-06	-	CAGCTATGGAATCTGCTCACCGATAGGGGGTGCCC	UpstreamP1_CTCF	40
chr16	11480911	11481061	id-36673	8.21e-06	+	GACTCACATTCCCAGGGGCCCGCCAGCAGGCGGCG	V_CTCF_BR	39
chr16	11488947	11489097	id-36674	2.19e-05	+	CCAGCATCTGAGCTCAGCCCCGCTGGGTGTCACTG	Upstream_CTCF	21
chr16	11490187	11490337	id-36675	2.64e-11	+	TTTGCAGTTCCTCAGATAGCCACTAGATGGCGGGG	Upstream_CTCF	40
chr16	11496186	11496336	id-36676	6.82e-05	-	GCTGGGGAGGCAGACGCCACCTCTTGGAGGAGCCT	V_CTCF_BR	11
chr16	11498548	11498698	id-36677	8.34e-07	-	AGGTGGTGCTGTGGGATGGCCAGGAGGTGGCCCTC	UpstreamP1_CTCF	4
chr16	11499532	11499682	id-36678	1.38e-07	-	GCTGCTGTGTGGGGAGGGACCTACAGGTGGCAGAA	Upstream_CTCF	40
chr16	11501434	11501584	id-36679	3.97e-07	+	AGTTGTAGTACTGTTGCAGACAGCAGGGGGCAGTC	V_CTCF_BR	40
chr16	11591246	11591396	id-36680	1.14e-06	-	AAGCAGTCAGAGGCGGGAACCTCCAGCAGGCGGCC	UpstreamP1_CTCF	33
chr16	11601047	11601197	id-36681	5.37e-06	-	CACCACCTGCAGTCCGTGGCAACCAGATGGCCCTG	UpstreamP1_CTCF	12
chr16	11618327	11618477	id-36682	3.81e-05	-	CTGCTATTTCCTGCAGCAGCCTCTTGGTCTTGCTG	UpstreamP1_CTCF	20
chr16	11626099	11626249	id-36683	7.07e-08	+	CATGATAGAGAAGAAGTAACCAGCAGGGGGCAGTG	V_CTCF_BR	40
chr16	11681159	11681309	id-36684	7.55e-07	+	GCGCTGGGGCGCTCCCGGCCCTCTGGAGGGCGGCC	V_CTCF_BR	17
chr16	11704513	11704663	id-36685	6.82e-05	+	GCAGGTTGCGCACTGCACAAATGCAGGGGGCACTC	V_CTCF_BR	14
chr16	11735342	11735492	id-36686	6.49e-06	-	AATAAAATTCTGCCCTTGGCCTCTAGGGGGCCATA	Upstream_CTCF	40
chr16	11736389	11736539	id-36687	5.68e-06	+	GCACTGCACTCCAGCCTGGCCAACAGAGGGAGACT	V_CTCF_BR	38
chr16	11751078	11751228	id-36688	3.24e-06	-	GGGGAAGCACAAGAAAAGGCCTACAGGTGGAGCCA	Upstream_CTCF	19
chr16	11769418	11769568	id-36689	1	+	NA	NONE	16
chr16	11792389	11792539	id-36690	4.31e-07	-	GTGATAGAGGTTGTTATCGCCACCAGCTGGCAGGG	V_CTCF_BR	27
chr16	11808547	11808697	id-36691	1.46e-07	-	AGCGTAGTGTCCCTGTACTCCACCAGGTGGCGTCT	Upstream_CTCF	40
chr16	11851495	11851645	id-36692	1	+	NA	NONE	8
chr16	11891067	11891217	id-36693	1.18e-09	-	CGGCAAGCGCGGCCTCCCGCCGCTAGAGGGCGCCG	V_CTCF_BR	38
chr16	11907675	11907825	id-36694	2.46e-06	-	TTGTAATGATAAGAACTAGCCACAAGTTGTCACTA	UpstreamP1_CTCF	40
chr16	11965167	11965317	id-36695	1.55e-05	+	AAGTTTGAGACCAGCCTGACCAATAGGGGGAAACC	V_CTCF_BR	35
chr16	11974027	11974177	id-36696	9.67e-08	-	CATGTATTATTCACAGTAGCCAGAAGGTGGAAGCA	Upstream_CTCF	12
chr16	12009204	12009354	id-36697	1.39e-07	-	GGGCCCGGCAGCGCCGCCACCCCCAGTTGGCGGCG	V_CTCF_BR	14
chr16	12010043	12010193	id-36698	2.55e-06	-	GCTGCCCCCCCACCAGGTGACAGGTGGGGCCGCCG	Upstream_CTCF	20
chr16	12010453	12010603	id-36699	2.1e-05	+	CTGCAGTGTGGCTCATAAAGCGCTGGGGCCCAGGC	UpstreamP1_CTCF	12
chr16	12043589	12043739	id-36700	3.03e-05	+	TGTGTAGTTACCCAGAGCGACATTGGGTGTCACCT	Upstream_CTCF	40
chr16	12066020	12066170	id-36701	2.11e-06	+	TTCTGTCATGCCAATGAAGCCTCCAGGTGGCAGGC	V_CTCF_BR	37
chr16	12151161	12151311	id-36702	2.8e-05	+	CTGGCACATCCCATAGCATCCACTTGGTGTCTGTG	Upstream_CTCF	12
chr16	12161835	12161985	id-36703	4.64e-09	-	TTGTAGTGCCTTGAATCAGACAGTAGAGGGCAGCA	UpstreamP1_CTCF	39
chr16	12173947	12174097	id-36704	5.67e-06	+	CATGTCATGGTCCCCCTTGGCTGCAGAGGGGGCAA	Upstream_CTCF	0
chr16	12189148	12189298	id-36705	1.01e-09	+	AGGAAGAGCCACATTGGAGCCACCAGGGGGCGCCC	V_CTCF_BR	40
chr16	12192713	12192863	id-36706	5.08e-05	-	ATGCAGGGAGTGACCTGGCCCACTTGGGCCAGACA	UpstreamP1_CTCF	10
chr16	12193772	12193922	id-36707	1	+	NA	NONE	1
chr16	12260252	12260402	id-36708	5.38e-05	+	ATGGTGAAGGAAGGGCTCTCCACTTGGAGGAGCTG	V_CTCF_BR	10
chr16	12267957	12268107	id-36709	1.06e-05	+	CATGTTCCTGTTAACTCCCCCTCTAGAGGGCAGAT	Upstream_CTCF	26
chr16	12278270	12278420	id-36710	8.71e-06	-	ACTCTTGGAAATAAGGCTACCAGCAGGAGGCTCTA	V_CTCF_BR	14
chr16	12287134	12287284	id-36711	1	+	NA	NONE	14
chr16	12309696	12309846	id-36712	5.41e-07	-	ACGCACCACTCCTGATGGGCCAGCAGGAGGACCCC	UpstreamP1_CTCF	38
chr16	12322701	12322851	id-36713	7.84e-05	+	GGCTGCCTCCCTGCAGTGACCACACGAGGGAGCCT	V_CTCF_BR	39
chr16	12352021	12352171	id-36714	1.1e-06	-	GGTGACAGGTCAGAGCAGGACGGCAGGTGGCGGCA	V_CTCF_BR	16
chr16	12354576	12354726	id-36715	3.71e-05	-	AGCTCAGCAAACACTCCCTCCAGCCGGGGGCGCAT	Upstream_CTCF	23
chr16	12365090	12365240	id-36716	9.51e-07	-	AGCCAACAGCCCCCATGAGCCACATGAGGGCAGTG	V_CTCF_BR	38
chr16	12402028	12402178	id-36717	2.12e-06	+	GCCTACTGCTCATCTGTCCCCACCAGGTGGCATTC	UpstreamP1_CTCF	3
chr16	12405246	12405396	id-36718	3.91e-06	-	CCAGCATGGTGCAGTCCAGCCAGCAGAGGAAGCCA	Upstream_CTCF	10
chr16	12424024	12424174	id-36719	4.88e-05	-	ATGTTGGTCAGGCTGGTCGCCAGGTGAGGAAACAG	UpstreamP1_CTCF	1
chr16	12434380	12434530	id-36720	3.65e-07	+	GTCATCTGGAGCAGAGTGACCACTTGGGGGCAGTG	V_CTCF_BR	40
chr16	12435419	12435569	id-36721	7.44e-06	-	TGAGAAAGCCATGGTGTGGCCACAAGATGGGAGCC	Upstream_CTCF	25
chr16	12444923	12445073	id-36722	4.5e-05	-	ATGTAATTCCTACAATCCCCCTGCAGGGCTGGCAT	UpstreamP1_CTCF	22
chr16	12450617	12450767	id-36723	2.11e-06	-	GGCGAGGTGAAGCTACTGGCCTCTAGTGGGTGGAA	V_CTCF_BR	10
chr16	12462576	12462726	id-36724	7.12e-06	+	GAGAAGTGACAGGCAGCGGCCACCAGGATTCTCCT	UpstreamP1_CTCF	2
chr16	12467904	12468054	id-36725	1.46e-07	+	TCTGGAATACCACTTCTCCCCACTGGATGGTGGGC	Upstream_CTCF	0
chr16	12486598	12486748	id-36726	1	+	NA	NONE	27
chr16	12519015	12519165	id-36727	1	+	NA	NONE	1
chr16	12549222	12549372	id-36728	2.74e-08	+	CCGCCGTGGCTGTAACTGACCTCTAGGTGGCGGTG	UpstreamP1_CTCF	40
chr16	12562509	12562659	id-36729	1.04e-06	-	CGTGTTCCCTCCTCAGTCACCACCAGGTGGCCTGT	Upstream_CTCF	29
chr16	12584423	12584573	id-36730	1	+	NA	NONE	1
chr16	12597160	12597310	id-36731	5.17e-06	-	TCTGCAAAGCCTCTTCCCACCACTCGGCAGCAGCC	Upstream_CTCF	4
chr16	12629561	12629711	id-36732	1	+	NA	NONE	4
chr16	12652630	12652780	id-36733	9.4e-06	+	GGGCCACAGTCACCAAGAGCCACAAGAGGGCCACA	UpstreamP1_CTCF	10
chr16	12667753	12667903	id-36734	5.51e-07	+	TGGAGGAGCGATGGTAACCCCACTAGGGGGCGCCC	V_CTCF_BR	39
chr16	12698139	12698289	id-36735	3.09e-06	+	CCTGCCTCTGTAGGCTCCACCTCTAGGGGCAGGGC	Upstream_CTCF	3
chr16	12719040	12719190	id-36736	1	+	NA	NONE	3
chr16	12887102	12887252	id-36737	1.18e-05	+	GGGCTGTGGAGACGCGCTCCAGGGAGGGGGCACTG	UpstreamP1_CTCF	8
chr16	12909335	12909485	id-36738	5.34e-06	-	GGTTTCAATCAAACAGTGCCCAGCAGGGGGAAGAT	V_CTCF_BR	21
chr16	12913321	12913471	id-36739	8.52e-08	-	AGTCTGTTACCCACTCTCACCTCCAGGGGGCGCGC	UpstreamP1_CTCF	40
chr16	12990542	12990692	id-36740	5.26e-07	+	GCAGCATTTTTGTTTGTCACAACCAGGGGGTGCTA	Upstream_CTCF	37
chr16	12992529	12992679	id-36741	7.49e-05	+	CTCTGCGCTCTTCTTGACACAAACAGGGGGCAGTC	V_CTCF_BR	17
chr16	12993540	12993690	id-36742	1	+	NA	NONE	2
chr16	12995126	12995276	id-36743	1.17e-05	+	GGCTGAGCCGCGCCTCCTACCCAGAGAGGGCGCGG	V_CTCF_BR	5
chr16	13001645	13001795	id-36744	2.43e-06	-	GAGATGAACCCAAGAGCTTCCTGAAGGGGGCAGTC	V_CTCF_BR	27
chr16	13059932	13060082	id-36745	3.81e-05	+	TCTAAACATTGCCAGATGTCCCCTAGAGGGCAAAA	V_CTCF_BR	10
chr16	13067997	13068147	id-36746	2.74e-08	+	AGCTTGGGCCACTCCTTGGCCAGGAGAGGGCAGGA	V_CTCF_BR	4
chr16	13099723	13099873	id-36747	6.48e-05	+	GAGCAGGGGAAGGTCTGAAACAGTGGGAGGCTCTT	UpstreamP1_CTCF	2
chr16	13207105	13207255	id-36748	7.73e-06	-	GCAGATACTCTGTGACTGGCCCCTTGAGGGAGCCA	V_CTCF_BR	11
chr16	13276960	13277110	id-36749	3.88e-06	+	GAAGGGCCACAGACCTCCACCACTAGGTGGAAAAA	V_CTCF_BR	4
chr16	13280780	13280930	id-36750	1.09e-07	-	GCAGCACTCTTCACAACAGCCAGGAGGTGGTAGCA	Upstream_CTCF	9
chr16	13310668	13310818	id-36751	2.58e-07	-	GGTGGATCAATAGCAGTGACCACTAGGGGGCAACT	Upstream_CTCF	30
chr16	13425928	13426078	id-36752	5.28e-05	-	GCCTGTCTTCTCCAGTATACCAGCAGAGGGCCTCT	Upstream_CTCF	18
chr16	13426638	13426788	id-36753	1.31e-05	-	GGGCCATGTAGCACCTCTGCCCCCAGATGGATGGA	V_CTCF_BR	2
chr16	13472155	13472305	id-36754	1	+	NA	NONE	5
chr16	13483424	13483574	id-36755	3.4e-06	+	CAGGGATCATAGCATGGAATCAGCAGGTGGCAGCA	V_CTCF_BR	6
chr16	13491092	13491242	id-36756	3.45e-05	+	TGGTGCCCTGCTGCTGAAACCCCTAGGGGGAGCAT	V_CTCF_BR	11
chr16	13502962	13503112	id-36757	5.08e-05	+	TAGTCGGAGAGGAGTTCGGCCGCTAGATGGCCAAA	UpstreamP1_CTCF	5
chr16	13520246	13520396	id-36758	2.72e-05	+	CATCTGGGAGATAGAGCCCCCACTGGGAGGCACTG	UpstreamP1_CTCF	15
chr16	13529853	13530003	id-36759	2.78e-06	-	TCTGGTTCTAACACCTCTGACACTAGGGGGCAGCT	V_CTCF_BR	18
chr16	13532783	13532933	id-36760	2.8e-05	-	ATTTCACTTAGCATGATGTCCTCTAGGGGCATCCA	Upstream_CTCF	8
chr16	13547926	13548076	id-36761	7.55e-07	-	CACGGTTGGTTAAATTTGTCCTGCAGGGGGAGCCC	V_CTCF_BR	36
chr16	13557571	13557721	id-36762	1	+	NA	NONE	2
chr16	13604731	13604881	id-36763	2.58e-07	+	CCTGCAATTTGTGTATGTGCCACTAGGTGACAAAT	Upstream_CTCF	31
chr16	13646050	13646200	id-36764	1.21e-06	+	CCTGAAATTCATGAAATCCTCACCAGAGGGAGTCT	Upstream_CTCF	9
chr16	13833930	13834080	id-36765	2.78e-09	+	CTGTTATGCCTGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	5
chr16	13861136	13861286	id-36766	4.51e-05	-	CTTCCTGTTCCCAGCTCAGACAGAGGAGGGAGACA	Upstream_CTCF	12
chr16	13933563	13933713	id-36767	8.71e-06	+	CACAGGAATAAATGTTCTACCAGTAGGGGGAGATA	V_CTCF_BR	15
chr16	13960099	13960249	id-36768	4.7e-08	+	GGCTAAGCAAGCTCTCTCGCCACTAGAGGGAACCC	V_CTCF_BR	40
chr16	13967818	13967968	id-36769	1.48e-06	-	TCCATTTTTTTTTTCCTTACCACAAGGTGGCACTC	V_CTCF_BR	40
chr16	13990757	13990907	id-36770	1.65e-07	-	CTTCTGGGCTAACACCAAACCAGCAGGGGGAGCTA	UpstreamP1_CTCF	40
chr16	13998787	13998937	id-36771	1.77e-09	+	CTGTTATGCCCAGACAGGGCCACCAGAGGGCTCTT	UpstreamP1_CTCF	40
chr16	14003711	14003861	id-36772	5.7e-05	+	CTAGAAGTATGGAAGTCTGCCACCAGAGGTTTCAT	Upstream_CTCF	8
chr16	14013223	14013373	id-36773	1	+	NA	NONE	38
chr16	14013640	14013790	id-36774	6.19e-06	+	CTGATATCTGCAAGCTACACCGACAGGGGGCGCCA	UpstreamP1_CTCF	39
chr16	14017680	14017830	id-36775	3.8e-07	+	TTTGTTGTGTTTAAAACTACCACTAGGTGTCAGTA	Upstream_CTCF	38
chr16	14029402	14029552	id-36776	1.85e-05	-	CATGTAGTACCCTTGTCAGAGCATAGGGGTCGCTG	Upstream_CTCF	40
chr16	14062778	14062928	id-36777	1	+	NA	NONE	6
chr16	14097267	14097417	id-36778	7.02e-05	-	CTGCCATTGCACTGCTGTGGCTCTGGGAGCAGCAA	UpstreamP1_CTCF	28
chr16	14101563	14101713	id-36779	1	+	NA	NONE	9
chr16	14109846	14109996	id-36780	1	+	NA	NONE	13
chr16	14112807	14112957	id-36781	1	+	NA	NONE	15
chr16	14118234	14118384	id-36782	2.96e-05	+	AATGTAAATTGATATGGCCACTGCAGAGGGCAGCC	V_CTCF_BR	11
chr16	14279883	14280033	id-36783	1.38e-07	-	GCAGCAGTTTTTCTTAGTGCCACTAGTTGGCTGGG	Upstream_CTCF	40
chr16	14286549	14286699	id-36784	1	+	NA	NONE	14
chr16	14296573	14296723	id-36785	4.01e-05	+	AGTGCAATTCTACATTTGGCCACCACACTGCTATC	Upstream_CTCF	37
chr16	14343502	14343652	id-36786	3.42e-08	+	CTCCCGCATTCCCCGGTAGCCAGTAGGTGGAGCTA	V_CTCF_BR	40
chr16	14379076	14379226	id-36787	7.12e-06	-	CCGCTGCACACCAGCCTGAGCGACAGAGGGAGACC	UpstreamP1_CTCF	39
chr16	14380410	14380560	id-36788	9.25e-06	+	GGCGCTTGTGAAGCAGCTGCCAGGAGAGGCTGCTG	V_CTCF_BR	5
chr16	14383703	14383853	id-36789	4.58e-08	-	CTGCTCTTGCTTCATGCCTCCACAAGGTGTCACTG	UpstreamP1_CTCF	40
chr16	14393455	14393605	id-36790	2.6e-05	-	GTGTCCTACCCTGGCCCTTCCTGCAGGGGTTGTCT	UpstreamP1_CTCF	29
chr16	14394790	14394940	id-36791	4.5e-06	+	TGAGCGTGACCTGTGTTGGCCAACAGAGGACAGCA	Upstream_CTCF	40
chr16	14403367	14403517	id-36792	1.41e-05	+	TTGCTAAACGTGCTTTTGCCCTCCAGGGGCAGACG	UpstreamP1_CTCF	26
chr16	14404533	14404683	id-36793	3.56e-05	-	GAGGCCTGTCAGGCAAGTGCCCCTAGAGGCCAAGG	Upstream_CTCF	33
chr16	14419909	14420059	id-36794	1	+	NA	NONE	7
chr16	14473064	14473214	id-36795	5.12e-06	+	CTGTCATGCTCCCTCAGCGCCACAAGGGACCAGAG	UpstreamP1_CTCF	19
chr16	14484783	14484933	id-36796	1	+	NA	NONE	0
chr16	14493948	14494098	id-36797	1	+	NA	NONE	11
chr16	14580839	14580989	id-36798	1	+	NA	NONE	40
chr16	14583408	14583558	id-36799	1	+	NA	NONE	40
chr16	14623089	14623239	id-36800	7.73e-06	-	CTTAATTCCTTTTCACCAACCAGAAGGTGGTGCTG	V_CTCF_BR	40
chr16	14657098	14657248	id-36801	4.44e-06	-	TTGCACTGCACTGGCTCCAACACTAGGCGTGACCA	UpstreamP1_CTCF	24
chr16	14687091	14687241	id-36802	7.73e-06	+	ACCAACAGGTCACTTACCGCAGGCAGAGGGCAGTA	V_CTCF_BR	24
chr16	14694076	14694226	id-36803	2.67e-06	-	AATGTGTTACTGAGTTTAGCCTGCAGGTGGCAACT	Upstream_CTCF	38
chr16	14735933	14736083	id-36804	2.68e-05	+	TGAGCCCTTCCCTGCATGGCCAGTGTGGGCGGCGG	Upstream_CTCF	10
chr16	14763839	14763989	id-36805	2.6e-05	+	AGGACCTTACTCCTTATCACCAGCAGGAGGGACGG	UpstreamP1_CTCF	18
chr16	14927410	14927560	id-36806	4.7e-06	+	TCGCGCGGAGTCCTCCAGGCCTCTAGAAGGCAGAG	V_CTCF_BR	35
chr16	14978401	14978551	id-36807	1.83e-05	+	GAGGTGCTCCAGAGCGCCGCCTGCTGAGGGTTGAG	V_CTCF_BR	2
chr16	15069016	15069166	id-36808	1.48e-06	+	TCCCTGGAGAAGGTCCGTGCCGGGAGGGGGCGATG	V_CTCF_BR	13
chr16	15069543	15069693	id-36809	1.64e-06	-	CACGCAGTTCCCGGTCCCGCCCCCAGAGGTTCTGA	Upstream_CTCF	14
chr16	15083953	15084103	id-36810	1.15e-07	+	CTGCTGTAGCCACATCGGGCCGCCAGGCGCGGGCA	UpstreamP1_CTCF	4
chr16	15116171	15116321	id-36811	4.11e-07	-	GTGCAAGGCACAGTACTGAACACTAGGGGAGACCA	UpstreamP1_CTCF	38
chr16	15122698	15122848	id-36812	6.23e-05	-	GTGCCTCTCCCGGCCGACTCCTGAAGGTGTCATGT	UpstreamP1_CTCF	2
chr16	15128515	15128665	id-36813	4.21e-05	-	TGCTTCCTTGCTGTTTCAGCCGCCAGGGTGCGGTG	V_CTCF_BR	8
chr16	15135646	15135796	id-36814	1	+	NA	NONE	20
chr16	15140700	15140850	id-36815	1.1e-06	-	GGCCAGGAAGATGTGGGGACCGCTAGGGGGCGAGG	V_CTCF_BR	12
chr16	15149632	15149782	id-36816	4.14e-05	-	GCGCGGGGCTTCGGGGCGGGCCCGAGGGGAAGCTG	UpstreamP1_CTCF	31
chr16	15150038	15150188	id-36817	1	+	NA	NONE	30
chr16	15166176	15166326	id-36818	1	+	NA	NONE	1
chr16	15166389	15166539	id-36819	1	+	NA	NONE	23
chr16	15313973	15314123	id-36820	1	+	NA	NONE	32
chr16	15521526	15521676	id-36821	5.77e-08	+	AACACACAGAGTCACACAGCCAGCAGGTGGCAGAG	V_CTCF_BR	40
chr16	15529521	15529671	id-36822	1	+	NA	NONE	7
chr16	15551942	15552092	id-36823	2.53e-05	-	AGAAGAGGCATCAGTTCAACCTGTAGGTGTCAGGA	V_CTCF_BR	14
chr16	15554377	15554527	id-36824	2.43e-06	+	GATGATGTGCCAAGACCAGCCTGAAGGTGGCCAAG	Upstream_CTCF	17
chr16	15561186	15561336	id-36825	8.21e-05	-	AAGAAAATGCAAATTAAAACCACAAGATGTCACTG	V_CTCF_BR	31
chr16	15576218	15576368	id-36826	4.03e-06	-	ATGCAGGATTCAGAGCCACCCACTGGATGGTTCTG	UpstreamP1_CTCF	34
chr16	15601410	15601560	id-36827	3.09e-05	-	CAGCTGCCAAGGAATGTCTCCACGAGGAGGACAAA	UpstreamP1_CTCF	5
chr16	15603738	15603888	id-36828	1.37e-05	-	TCTGTTTTCACAGGTTCTTCCTCCGGGTGGCTCTG	Upstream_CTCF	18
chr16	15616960	15617110	id-36829	1	+	NA	NONE	16
chr16	15625766	15625916	id-36830	1	+	NA	NONE	2
chr16	15633090	15633240	id-36831	2.43e-06	+	TAATGCAGCCGCTGATCTGACAGGAGGGGGAGCTC	V_CTCF_BR	7
chr16	15634452	15634602	id-36832	1.15e-06	-	CCTGACCTCCTCACACCAGCCACCAGGTGCAACAT	Upstream_CTCF	2
chr16	15644787	15644937	id-36833	1	+	NA	NONE	40
chr16	15666227	15666377	id-36834	1.31e-05	-	CCCAGAAGAAACCCCATACCCACTAGCTGTCGCTC	V_CTCF_BR	10
chr16	15702487	15702637	id-36835	1.64e-05	-	CTATCTTTATATCTCCTGTCCAGTAGTGGTCAGCA	V_CTCF_BR	16
chr16	15736544	15736694	id-36836	1.84e-07	+	ACTTCACTCCTGGAGGGCCCCACCAGGGGTCAGAC	Upstream_CTCF	39
chr16	15737452	15737602	id-36837	4.17e-05	-	TTATTTTTTTCTCCACTTGCCACTAGGTTGCACTA	Upstream_CTCF	40
chr16	15739205	15739355	id-36838	1	+	NA	NONE	11
chr16	15776016	15776166	id-36839	1.48e-05	-	GTGATCGTGCCACTGCACTCCAGCAGGGGCGACAG	UpstreamP1_CTCF	40
chr16	15798478	15798628	id-36840	2.78e-06	-	CAGTCCATGAACATTCACACCAGCAGGGGGTGCTG	V_CTCF_BR	40
chr16	15812168	15812318	id-36841	1.64e-05	-	GCCTGGAGGCCCGGATCGCCCAGCTGGAGGAGGAG	V_CTCF_BR	0
chr16	15814594	15814744	id-36842	1.55e-08	-	GTGCGTGCTGCCGGGGAGGCCAGCAGAGGGAGGTC	V_CTCF_BR	1
chr16	15838956	15839106	id-36843	4.17e-05	+	ACTGCCAGTTCCGCAGCTTGAGGTAGGCGGCGCAG	Upstream_CTCF	24
chr16	15850080	15850230	id-36844	1.76e-05	+	CTGTCTCTGCGCTGAGCAGCCACTGGGGGTCCCCT	UpstreamP1_CTCF	16
chr16	15850531	15850681	id-36845	3.42e-08	-	GATGTTGCCTGCGTGTTGCCCACTAGGGGGCGGCA	V_CTCF_BR	40
chr16	15859835	15859985	id-36846	1.92e-06	+	TAGCATCCCTGGCCTCTAACCACTAGATGTCAGTG	UpstreamP1_CTCF	40
chr16	15871764	15871914	id-36847	4.21e-05	+	ATAACGTGGAAAAATGGGACCACTAGGTGCTGCTA	V_CTCF_BR	40
chr16	15876911	15877061	id-36848	1.43e-05	-	GCGTTTGTGCAAAGGCATCCCGGCAGAGGGGGCCG	Upstream_CTCF	20
chr16	15890303	15890453	id-36849	1	+	NA	NONE	2
chr16	15905943	15906093	id-36850	5.74e-05	+	GCCCGGTGTCACCGACTGACCAGCAGGGCTCCGGC	UpstreamP1_CTCF	16
chr16	15915797	15915947	id-36851	7.1e-09	-	CTGCCATTACCTCCAAAGACCAGCAGGTGGAGCCT	UpstreamP1_CTCF	40
chr16	15958089	15958239	id-36852	8.23e-05	+	GAGAAGCTAGACATGCATGGGTGCAGGGGGCAGTC	UpstreamP1_CTCF	0
chr16	15960373	15960523	id-36853	9.84e-05	+	AAGAGTTTCGGAGCCCAAACAAGTAGGGGGCTGGC	V_CTCF_BR	4
chr16	15968828	15968978	id-36854	3.63e-06	+	GCTGGCATCTTGACTCCAACCTCAAGGGGGAGCCT	V_CTCF_BR	40
chr16	15982367	15982517	id-36855	1	+	NA	NONE	33
chr16	16034456	16034606	id-36856	1.92e-05	-	CTGCAATTACAGGCACCCGCCACCATGCCTGGCTA	UpstreamP1_CTCF	15
chr16	16040210	16040360	id-36857	2.72e-05	-	GTGAAATACCATCATACACCCACCAGAGTGACTGG	UpstreamP1_CTCF	17
chr16	16043046	16043196	id-36858	1.39e-05	+	GCGCCCGGTACACTCCAGGCAGGTAGGGGGCTCCG	V_CTCF_BR	18
chr16	16084966	16085116	id-36859	8.71e-06	-	CCCTTGAGCTGGACGCTAAACGCCAGGAGGCACTA	V_CTCF_BR	6
chr16	16090490	16090640	id-36860	8.5e-06	+	TGTGCAGAACCTGTGCCATCCAGATGGGAGCAGTA	Upstream_CTCF	17
chr16	16119298	16119448	id-36861	6.43e-06	-	CCCCCCACAACCCCTGCACCCAGCAGGAGGCAATG	V_CTCF_BR	9
chr16	16119731	16119881	id-36862	1.1e-05	+	GTCTGAGGCTGGGAAACCCCCTGGAGGTGGCTCTG	V_CTCF_BR	14
chr16	16139801	16139951	id-36863	1	+	NA	NONE	22
chr16	16155912	16156062	id-36864	1	+	NA	NONE	22
chr16	16168413	16168563	id-36865	7.44e-05	+	AATGTTTAGCACGCTCTAGCCAGTGGGGGCCCCCT	Upstream_CTCF	22
chr16	16190091	16190241	id-36866	1	+	NA	NONE	39
chr16	16221617	16221767	id-36867	1.13e-05	-	GTGTAATACACCCTTGGTTCCTCACGGGGGCACTC	UpstreamP1_CTCF	40
chr16	16230997	16231147	id-36868	3.4e-06	+	GCTGCCATACGAGGGCAGTCAGCCAGGTGGCTCTG	Upstream_CTCF	5
chr16	16236972	16237122	id-36869	2.78e-06	+	TCCTTTTGACAACAAGTCGCCTCTAGTGGGAGCTG	V_CTCF_BR	40
chr16	16239104	16239254	id-36870	3.63e-06	-	AAGACACTGGCACAGATGCACACCAGGTGGAGCTC	V_CTCF_BR	23
chr16	16261874	16262024	id-36871	7.91e-05	-	AGCCTGTGACCTCCCCTGTAAAATAGGGGGCGCCA	UpstreamP1_CTCF	9
chr16	16277506	16277656	id-36872	3.88e-06	+	ATATTTTTGGATGTCACAACCAGTAGGGGGTGCTG	V_CTCF_BR	38
chr16	16281325	16281475	id-36873	1.48e-06	+	GAACAATTTCAAATGTTGTCCACCTGGGGGCGCTC	V_CTCF_BR	40
chr16	16288821	16288971	id-36874	4.73e-07	-	TGCGCCCTTCTCCATTGAGCCACTAGGTAGCGCCA	Upstream_CTCF	40
chr16	16296398	16296548	id-36875	3.97e-07	+	AATGTAGACACACAAGGAGACACCAGGGGGCGCAA	V_CTCF_BR	17
chr16	16326224	16326374	id-36876	4.7e-06	+	TCGCGCGGAGTCCTCCAGGCCTCTAGAAGGCAGAG	V_CTCF_BR	6
chr16	16351285	16351435	id-36877	3.65e-07	+	GCCACATTGGTCTGTAGGACCACTAGGTGGAGCTC	V_CTCF_BR	15
chr16	16671048	16671198	id-36878	2.43e-06	-	ATGGAAGACAGGCATGTTGACAGCAGAGGGTGCTA	V_CTCF_BR	11
chr16	16687401	16687551	id-36879	4.28e-10	+	CTGCAGTACCACAGAGCTCCCTGTAGGTGGCAGGG	UpstreamP1_CTCF	40
chr16	16874801	16874951	id-36880	3.4e-06	+	CAGGCACTGTATGATTGCCACAGTAGGGGGAACCA	Upstream_CTCF	2
chr16	16955433	16955583	id-36881	3.09e-07	+	CGCTTGCTCTCCCACAGGACCACCAGATGTCGCTG	V_CTCF_BR	40
chr16	16965182	16965332	id-36882	2.31e-06	+	GGTGCAGAGCAGAGGATGACAGCCGGGGGGCAACA	Upstream_CTCF	5
chr16	16975785	16975935	id-36883	2.96e-05	+	CTCCAGACACTGCCAGTGTCCCCTGGGAGGCGCAA	UpstreamP1_CTCF	2
chr16	17027830	17027980	id-36884	9.84e-05	-	TCCAACTGTTTAGCCTATACACGCAGGGGGCGCTG	V_CTCF_BR	4
chr16	17090810	17090960	id-36885	1.34e-06	-	CAGCATCCTTGGCCTCTATCCACTAGGTGCCAGTA	UpstreamP1_CTCF	10
chr16	17147489	17147639	id-36886	6.37e-07	+	ATGTAGTTTGAGCCATGATCCAGTAGATGGTGCTT	UpstreamP1_CTCF	12
chr16	17164096	17164246	id-36887	4.01e-05	+	TGTGTAGTACCCACATCTAGGAGATGGCGGTGCAA	Upstream_CTCF	2
chr16	17173219	17173369	id-36888	5.26e-07	+	CCTGTGATCCCAGCCCCAGCCTGGAGGAGGCAGAA	Upstream_CTCF	9
chr16	17225303	17225453	id-36889	3.09e-07	+	GTTCCCATGGTCAGCCCACCCTGCAGGGGGCACAC	V_CTCF_BR	20
chr16	17251883	17252033	id-36890	1.48e-06	+	ATCCCATCACGTGATGTCACCTACAGGGGGCGCTC	V_CTCF_BR	25
chr16	17252675	17252825	id-36891	6.21e-05	-	GTTTCCACAGGACAAATGACCAGTTGGTGGCGTTT	V_CTCF_BR	5
chr16	17273934	17274084	id-36892	1.37e-05	-	TTTGTCATGAACTGAGCGACCGGGAGATGGCCCCA	Upstream_CTCF	1
chr16	17288167	17288317	id-36893	5.21e-08	+	CAAAGCAAGCCAACAATGGCCTCTAGGGGGCAGCA	V_CTCF_BR	38
chr16	17300660	17300810	id-36894	8.02e-05	+	GGTGCGAGAATGGAAACCACCACTTGGGTGTGCCA	Upstream_CTCF	22
chr16	17305724	17305874	id-36895	4.24e-07	+	GCAGCATCGCTGGATCTACCCACTAGGTGCCAGTA	Upstream_CTCF	33
chr16	17318705	17318855	id-36896	1	+	NA	NONE	11
chr16	17321230	17321380	id-36897	1.72e-06	+	GCAGCAGGAACAAGGCTGGCAGGCAGAGGGCAGAT	Upstream_CTCF	4
chr16	17325201	17325351	id-36898	1	+	NA	NONE	6
chr16	17331526	17331676	id-36899	5.08e-07	-	GAGGAACCCCTGCATTTTGCCAGCAGATGGCATCC	V_CTCF_BR	5
chr16	17345497	17345647	id-36900	1.48e-06	-	AAGGCTGTTTCACCTGCGACCCATAGGAGGCAATC	Upstream_CTCF	9
chr16	17352776	17352926	id-36901	1.84e-06	+	CAGCGGGGTTGGAACTTACCCTCGAGGGGGCAGAA	V_CTCF_BR	10
chr16	17355129	17355279	id-36902	5.28e-05	-	TACTCAGCTTACAGAATGGCCACAAGGTGTCTTAG	Upstream_CTCF	9
chr16	17364319	17364469	id-36903	1.55e-05	+	CTGTGTGGTACAGAGATACACAGCAGAGGGCGAAA	V_CTCF_BR	4
chr16	17372076	17372226	id-36904	4.7e-06	+	TGGACCGCAGTTGTTCAGGCCACTAGATGGCTCTT	V_CTCF_BR	37
chr16	17388052	17388202	id-36905	1	+	NA	NONE	3
chr16	17398895	17399045	id-36906	1	+	NA	NONE	16
chr16	17425807	17425957	id-36907	6.49e-06	-	ATGCAATAATCCCTGTGTCCCACAAGGGGATATGA	UpstreamP1_CTCF	12
chr16	17438861	17439011	id-36908	7.27e-06	+	AGAAAAGGAGCTTCCTCAGCCTGTGGGTGGCAGAG	V_CTCF_BR	6
chr16	17440400	17440550	id-36909	4.68e-05	+	ATGTGCAGGTCAGAGATGGCCACGAGGAGGCCCAT	UpstreamP1_CTCF	9
chr16	17461883	17462033	id-36910	2e-06	-	TCGGCAGTTCTGTGTGTGGCCTCTTGGAGTCATTC	Upstream_CTCF	19
chr16	17470020	17470170	id-36911	8.19e-06	-	GCGCCATCCCTGTCTCTACCCTCTAGGTGCCAGTA	UpstreamP1_CTCF	6
chr16	17503865	17504015	id-36912	1.64e-05	-	TCAAGGATTTGGGTCTGTGCCTGGTGGTGGCAGTG	V_CTCF_BR	1
chr16	17510474	17510624	id-36913	1	+	NA	NONE	22
chr16	17525912	17526062	id-36914	1	+	NA	NONE	21
chr16	17556040	17556190	id-36915	3.86e-05	+	AGGACAAATCCATTCATTGCCCCTAGGTGGCCCTG	Upstream_CTCF	11
chr16	17561910	17562060	id-36916	5.08e-07	-	TCCATGGAGCTCCAGGAGACCAGAAGGGGGCAGGC	V_CTCF_BR	40
chr16	17563074	17563224	id-36917	4.01e-05	-	AGCCGTTAAAGGATATTAGACACCAGGGGGATGGT	V_CTCF_BR	13
chr16	17567926	17568076	id-36918	7.49e-05	+	CTCAGCAGAGCTTCTCAACCCAGCAGAGGCTGCTC	V_CTCF_BR	13
chr16	17568440	17568590	id-36919	2.04e-05	+	GCAGTGCACATGTATCTCAGTACCAGGGGGCGCAG	V_CTCF_BR	6
chr16	17570720	17570870	id-36920	1.47e-05	+	TAATCATCTACCCAATGCATCAGCAGAGGGAGCTC	V_CTCF_BR	39
chr16	17585131	17585281	id-36921	1.93e-05	+	AATGAAGTACTGATTCACACCACTATGTGGCAAGT	Upstream_CTCF	10
chr16	17638765	17638915	id-36922	4.7e-06	+	AAATGGTCAAAGAGGAACTCCACCAGGGGGCGACA	V_CTCF_BR	29
chr16	17649297	17649447	id-36923	7.6e-05	+	CAGCACTACTGATCTATCGACATTTGGGGCCAGAT	UpstreamP1_CTCF	12
chr16	17650551	17650701	id-36924	6.27e-08	+	CTGCATTAACTCTTTCAGTCCACCAGAGGGCCATT	UpstreamP1_CTCF	40
chr16	17659546	17659696	id-36925	4.23e-06	-	TTGCATCTCTCCTTTTTTACCAACAGGGGGTGTAT	UpstreamP1_CTCF	21
chr16	17673246	17673396	id-36926	2.55e-06	-	TATGCGATTCTGCATTCAGTCACTAGATGGCGTTT	Upstream_CTCF	39
chr16	17685538	17685688	id-36927	1.13e-05	-	CCCCACCTCCCCAAATGTCCCCCTAGGAGGCAGTA	UpstreamP1_CTCF	3
chr16	17864077	17864227	id-36928	7.1e-07	+	ATGTTCTACCCTCAGCCTGACCCCAGAGGGAGCGG	UpstreamP1_CTCF	8
chr16	17898868	17899018	id-36929	1.17e-05	+	GATTACAAATGAAAACCAGCCCCCAGAGGGTGCAG	V_CTCF_BR	5
chr16	17924172	17924322	id-36930	2.04e-05	-	GGAACAAGAAACTAACCAGCCTGCAGGAGTCGCTG	V_CTCF_BR	9
chr16	17925295	17925445	id-36931	5.41e-07	-	CTTTGGTTCCCTGAATCCTCCAGCAGAGGGACCTG	UpstreamP1_CTCF	28
chr16	18015562	18015712	id-36932	8.43e-09	+	GGTGTCAGAGCCTGAATAGCCACCAGGGGGCAGGA	V_CTCF_BR	37
chr16	18024253	18024403	id-36933	5.98e-05	-	GTGCCACTTTACATTCCTGCCAGCAGGGTATGAGA	UpstreamP1_CTCF	19
chr16	18042022	18042172	id-36934	1	+	NA	NONE	1
chr16	18064962	18065112	id-36935	6.43e-06	+	CTTGCACAAGGCCATACAGCCTGTAGGAGGCAGAG	V_CTCF_BR	16
chr16	18225586	18225736	id-36936	1	+	NA	NONE	17
chr16	18603347	18603497	id-36937	5.96e-07	-	AATGTAGACACATAAGGAGACACCAGGGGGCGCAA	V_CTCF_BR	36
chr16	18771329	18771479	id-36938	4.28e-10	-	CTGCAGTACCACAGAGCTCCCTGTAGGTGGCAGGG	UpstreamP1_CTCF	37
chr16	18813061	18813211	id-36939	6.84e-06	+	GGGAAGCGGTTCAACCGCCTCTGCAGGGGGCGCTG	V_CTCF_BR	40
chr16	18877725	18877875	id-36940	4.01e-05	-	CTTGCTATAAATCACTTCACCAGGAGGCGTCTTCA	Upstream_CTCF	13
chr16	18938294	18938444	id-36941	1.38e-06	-	TAGCCCCCAGCTTCTTTCACCAGCAGAAGGCGGGC	V_CTCF_BR	10
chr16	18951495	18951645	id-36942	3.63e-06	+	CCACTGCACTCCAGCCTGGACAGCAGAGGGAGACT	V_CTCF_BR	33
chr16	18957600	18957750	id-36943	3.56e-06	-	AAAGTAAATTCAATGAGCACCTCCAGGGGGCCCTA	Upstream_CTCF	40
chr16	18973778	18973928	id-36944	1	+	NA	NONE	5
chr16	18980714	18980864	id-36945	2.14e-10	-	CCAGACCTTCCACACGTGGCCACCAGAGGGCGCGC	V_CTCF_BR	40
chr16	18990716	18990866	id-36946	1	+	NA	NONE	39
chr16	18995130	18995280	id-36947	6.48e-05	-	CATCAGGGACCGCAGAGGGGCTGCAGAGCCCGGGA	UpstreamP1_CTCF	40
chr16	19022601	19022751	id-36948	1.21e-06	-	ATGCATTTATGCTACTGACCCTGTGGGGGGCAGTA	UpstreamP1_CTCF	12
chr16	19025915	19026065	id-36949	1.47e-05	-	GTGGTCAGAGCTCTGGAAACCTGGAGGAGGCGCCC	V_CTCF_BR	14
chr16	19083679	19083829	id-36950	2.94e-06	-	GATACAATACCTCTCTGGCACGGTAGGGGGCAGGG	Upstream_CTCF	40
chr16	19097899	19098049	id-36951	1.61e-09	+	CCTCGGCGCCCGCCTGTGTCCGGCAGAGGGCGCCC	V_CTCF_BR	39
chr16	19103660	19103810	id-36952	1	+	NA	NONE	16
chr16	19106039	19106189	id-36953	5.08e-05	-	ATTGCAGTTTCAAATACTCTTGCTAGAGGGCATAA	Upstream_CTCF	23
chr16	19118932	19119082	id-36954	7.15e-05	-	TGATTCATTTCCCACAGTGGGAGCAGGGGGAGCTC	V_CTCF_BR	5
chr16	19126257	19126407	id-36955	2.53e-05	-	CTCCGTGGCTCCAGCGCCACAAGCGGCGGGAGGCG	V_CTCF_BR	22
chr16	19126546	19126696	id-36956	1.56e-05	-	GGTGGGGGGCTGTTCCAGGCCACCTGGGGTCAAGG	Upstream_CTCF	27
chr16	19178038	19178188	id-36957	1	+	NA	NONE	13
chr16	19179093	19179243	id-36958	1	+	NA	NONE	40
chr16	19188516	19188666	id-36959	1	+	NA	NONE	22
chr16	19191339	19191489	id-36960	5.51e-07	-	GTGTAAAGTTAAGCTGTCGCCACGTGGGGGCGCCA	V_CTCF_BR	40
chr16	19225384	19225534	id-36961	3.56e-06	+	CCAGATGTTGCCAAATGTCCCTGGAGGTGGCAGCA	Upstream_CTCF	19
chr16	19234682	19234832	id-36962	4.11e-08	+	CCTGCAATGTAGACGCCATCCTGCAGGTGGCGATA	Upstream_CTCF	40
chr16	19342203	19342353	id-36963	9.31e-05	+	AAGTCACTTCCAATACATGCCCCATGAGGCAGCAC	Upstream_CTCF	14
chr16	19360335	19360485	id-36964	1	+	NA	NONE	4
chr16	19387025	19387175	id-36965	1.96e-07	-	ATGAGGTTCCCATAATCCACCAGCAGGTGGTGGAA	UpstreamP1_CTCF	38
chr16	19400610	19400760	id-36966	3.65e-07	+	GGAAAGACTGTGGGACTTCCCACAAGGGGGCGCAG	V_CTCF_BR	40
chr16	19412188	19412338	id-36967	3.48e-06	+	CGGACCTTCCCCTAAAGGCGCAGTAGGTGGCACTG	UpstreamP1_CTCF	24
chr16	19421954	19422104	id-36968	1.17e-05	+	GGCTCCGGTGCAGGGAGCGCCGCCTGCGGGCTGCT	V_CTCF_BR	27
chr16	19424020	19424170	id-36969	2.67e-06	-	ACTGTGCCATTCCCCCACTCCTGTAGAGGGCGGTC	Upstream_CTCF	6
chr16	19459161	19459311	id-36970	1.63e-05	+	TCAGAGATGCTAAGACACACACCCAGGGGGCGCAC	Upstream_CTCF	23
chr16	19470202	19470352	id-36971	1	+	NA	NONE	2
chr16	19486007	19486157	id-36972	1.26e-05	+	ATTGCTTTCCTAATTGCTACCAGCAGGGGATTGAT	Upstream_CTCF	18
chr16	19498213	19498363	id-36973	9.25e-06	-	ATAATCATTTGGATAAAGGGCAGCAGGGGGCAGAA	V_CTCF_BR	13
chr16	19505369	19505519	id-36974	3.45e-05	+	AAATGTTTCTTTTCTTTCACCAAAAGATGGCAGTA	V_CTCF_BR	16
chr16	19514080	19514230	id-36975	5.08e-07	-	TTGAATAGAGAGCTGCAAACCACCAGGGGGCAGAG	V_CTCF_BR	40
chr16	19532832	19532982	id-36976	1	+	NA	NONE	31
chr16	19533311	19533461	id-36977	1.55e-05	+	GGGAGGGTCCAAGGCACCGGCAGCAGCAGGAACCC	V_CTCF_BR	40
chr16	19566554	19566704	id-36978	5.9e-06	-	CTGCTTAGCTCACCTGCGTCCTCTAGGGGCAGAAA	UpstreamP1_CTCF	40
chr16	19567585	19567735	id-36979	5.63e-06	+	AAGAAGGGAGTGATTATCCCCACCAGGGGGCTAGG	UpstreamP1_CTCF	35
chr16	19570775	19570925	id-36980	1.03e-05	+	ATGATTTTTGAGAAAATGCCCACAAGAGGTCGCTG	UpstreamP1_CTCF	40
chr16	19589690	19589840	id-36981	4.65e-05	+	AAGGATTCTGAAATAGACGGCCGCAGAGGGCAGCA	V_CTCF_BR	6
chr16	19595138	19595288	id-36982	7.6e-05	+	TTGCCCCTACCCTTCCCAGCCTCTAGTCGTCGCTG	UpstreamP1_CTCF	40
chr16	19612779	19612929	id-36983	7.49e-07	+	ATGTGGCTTAAAATCTGTCCCACCAGGTGGCAGCA	UpstreamP1_CTCF	40
chr16	19639690	19639840	id-36984	1.73e-05	+	ATTATGGCCCCACATTAGACCAACAGATGGAGCTA	V_CTCF_BR	10
chr16	19671003	19671153	id-36985	1.92e-06	-	CTGCAATGAAGATGTGCTGCCACCAAGTGATGGGG	UpstreamP1_CTCF	19
chr16	19692477	19692627	id-36986	1.97e-06	+	TAGCTCCCAATTTGTTCAGCCAGTAGGAGGCAGCA	V_CTCF_BR	32
chr16	19729105	19729255	id-36987	3.71e-05	+	GCAGCAACACCCCACTCCCCCGGCAGGATCACCAG	Upstream_CTCF	31
chr16	19890790	19890940	id-36988	3.09e-07	+	ATCTCTCCACGTGCTGGGGCCTGCAGAGGGCGAAC	V_CTCF_BR	13
chr16	19896100	19896250	id-36989	5.65e-05	-	GGCGCCTCGCGCGGCAGCGACTCTGGCAGGCGCTG	V_CTCF_BR	32
chr16	19897689	19897839	id-36990	1.2e-08	-	GCGTCAGTTCCAAGAGCTGCCACCAGGTGACAGTG	Upstream_CTCF	40
chr16	19910781	19910931	id-36991	2.96e-09	+	ACTGCATTTCCCCGGATTTCCACTTGGGGGAGACG	Upstream_CTCF	40
chr16	19912031	19912181	id-36992	4.51e-05	+	TCTGTGGTTCCCATGGCATCCACTAGGGCTGGAAT	Upstream_CTCF	29
chr16	19918875	19919025	id-36993	3.95e-10	+	CTGCAGTGAAGCACAGGGGCCACAGGGTGGCAGTG	UpstreamP1_CTCF	40
chr16	19934550	19934700	id-36994	1	+	NA	NONE	0
chr16	19960149	19960299	id-36995	1.3e-07	+	CGTGTTGCTGCAGTCTGGACCACCAGGTGGCCCAT	Upstream_CTCF	10
chr16	19961975	19962125	id-36996	1	+	NA	NONE	4
chr16	19980944	19981094	id-36997	2.81e-06	+	ACAGTTGTACAACTGCACAACCCTAGGGGGTGCCA	Upstream_CTCF	7
chr16	19992310	19992460	id-36998	3.47e-07	+	GTGGAGTTTCCTTTACTGGCCGGTGGGAGGCAGTG	UpstreamP1_CTCF	39
chr16	20003155	20003305	id-36999	5.01e-06	-	GGTGAACACTCACAGCTGCCCAGGAGAGGGAGACA	V_CTCF_BR	8
chr16	20016410	20016560	id-37000	1	+	NA	NONE	15
chr16	20272052	20272202	id-37001	3.45e-05	+	GAAGATCATGTGCTCCACACCAGTAGGGGCAGCAA	V_CTCF_BR	7
chr16	20311897	20312047	id-37002	1.64e-07	-	CCTGCTCTCTACTAAACAGCCAATAGAGGGCACTG	Upstream_CTCF	39
chr16	20338739	20338889	id-37003	1.9e-06	-	GCTGCATTCCCATGGCTGGCCAGAGGAGGAACGCT	Upstream_CTCF	9
chr16	20359786	20359936	id-37004	7.27e-06	+	GGACGGACGCATCCCACAGGCAGCAGTGGCCGCTC	V_CTCF_BR	10
chr16	20361066	20361216	id-37005	1	+	NA	NONE	15
chr16	20371459	20371609	id-37006	1	+	NA	NONE	19
chr16	20394832	20394982	id-37007	2.96e-09	-	TTTGCAGTTCTCAGAATGGACACAAGAGGGCATGA	Upstream_CTCF	40
chr16	20397179	20397329	id-37008	1.82e-07	-	CTGTTAGCTCCAGGACGTTCCACCAGATGGCGCTC	V_CTCF_BR	40
chr16	20432482	20432632	id-37009	2.96e-05	-	CTCCCTGTAAAACGTAAATACACTAGGTGGCACTA	V_CTCF_BR	3
chr16	20564929	20565079	id-37010	5.38e-05	+	TGAATTTTCTTTCTCAGAACCACAAGGTGGTGACA	V_CTCF_BR	11
chr16	20613710	20613860	id-37011	1.39e-05	+	CTCCCTGTAAAACGTAAAAACACTAGGTGGCACTA	V_CTCF_BR	18
chr16	20633638	20633788	id-37012	1	+	NA	NONE	4
chr16	20636532	20636682	id-37013	1.72e-06	-	TGTGCGTTTACACGGTATGGCACCAGGGGACAGTG	Upstream_CTCF	7
chr16	20648681	20648831	id-37014	7.23e-07	+	CCGGCTTGATCTTCATTCCCCAGTAGGTGGCACAA	Upstream_CTCF	4
chr16	20688328	20688478	id-37015	2.06e-07	+	TGTGCACTTCCTACTCCAACCACCTGGTGTCAAAT	Upstream_CTCF	8
chr16	20703145	20703295	id-37016	1	+	NA	NONE	34
chr16	20719579	20719729	id-37017	7.15e-05	-	AAAAAATAATTGTGCACTGCCAAAAGGTGTCGCTG	V_CTCF_BR	30
chr16	20733732	20733882	id-37018	1	+	NA	NONE	3
chr16	20751713	20751863	id-37019	7.55e-07	-	TGACTGGCAATTTCGTTGGGCACTAGGGGGCAGAG	V_CTCF_BR	39
chr16	20753237	20753387	id-37020	1	+	NA	NONE	34
chr16	20786174	20786324	id-37021	5.93e-06	+	CAGGCACAAAGCGGCTCTGCCACTAGAGGGGGCAA	Upstream_CTCF	40
chr16	20788723	20788873	id-37022	1	+	NA	NONE	1
chr16	20811008	20811158	id-37023	1.84e-06	+	CTTCTTAGCAACTAGAAAGCCACTAGATGGCAGTG	V_CTCF_BR	36
chr16	20817849	20817999	id-37024	3.5e-05	+	CTTCTCTTCTGCGTTTCCCGGGCTAGGGGGCGTGG	UpstreamP1_CTCF	7
chr16	20818133	20818283	id-37025	1.04e-05	+	TCAAGCCCGTGTAGCTCTCCCGCTAGGAGGCGGCA	V_CTCF_BR	40
chr16	20861305	20861455	id-37026	2.65e-10	+	ACTGCAGTGCCACCCTTCACCAGTAGGTGCCTCCA	Upstream_CTCF	40
chr16	20886279	20886429	id-37027	2.27e-05	-	ATAGACAGCATTGTGGTGGCCATTAGGTGGCAGCA	V_CTCF_BR	32
chr16	20911119	20911269	id-37028	8.5e-06	-	TGAGCGCTGTGAGGTAGGAGCCCTAGGGGGAGGTG	Upstream_CTCF	11
chr16	20940576	20940726	id-37029	1.43e-05	-	GATGGGTTTCACTGGCTGACCACCAGATGAAGTAG	Upstream_CTCF	5
chr16	20956286	20956436	id-37030	1.64e-05	-	CACCTCCTAAGAATGCAGCCCACTAGGTGTCAGCC	V_CTCF_BR	25
chr16	20967771	20967921	id-37031	1	+	NA	NONE	19
chr16	21012746	21012896	id-37032	1	+	NA	NONE	40
chr16	21071575	21071725	id-37033	1.19e-06	-	GCATGGTGGAAAAGTGGCTCCAGCAGGTGGAGCAG	V_CTCF_BR	6
chr16	21095252	21095402	id-37034	1.82e-07	-	GGTCAGAGGAAGGGAGCGGGCAGTAGGGGGCAGTA	V_CTCF_BR	40
chr16	21113427	21113577	id-37035	4.31e-09	-	CAGCTCTTAACAGCAGGGGCCAGCAGAGGGCGGCT	UpstreamP1_CTCF	39
chr16	21168142	21168292	id-37036	5.12e-06	+	TTGAAGATTCACAGAGACGCCCCTAGATGGCACTC	UpstreamP1_CTCF	40
chr16	21169867	21170017	id-37037	3.28e-05	+	GAGCCGAGGGGCGGTGCCCGGGCCAGGGGGCGGAG	V_CTCF_BR	20
chr16	21200098	21200248	id-37038	1.03e-06	+	AAAGCGTTTCATCTCTGAGCCAGTAGAGGGAGCGC	V_CTCF_BR	40
chr16	21264937	21265087	id-37039	3.45e-05	+	CCTTTTTAGGAGATATTTGCCACTAGGGGTCTCAT	V_CTCF_BR	7
chr16	21288468	21288618	id-37040	2.11e-06	+	ACACTGTCACATGCTTGAGGCAGCAGTGGGCGCTG	V_CTCF_BR	4
chr16	21289619	21289769	id-37041	2.43e-06	+	CCTGCTGGTCACAGCCCAGCCTCCGGGGGCGGAGC	Upstream_CTCF	40
chr16	21295290	21295440	id-37042	3e-06	+	GCGCTGGCCGCTGCTCCAGACGCCAGGGGGCCCAC	UpstreamP1_CTCF	38
chr16	21311973	21312123	id-37043	3.4e-06	-	GCTCCGAAGTTAAGCTTTGTCAGGAGAGGGCGCAA	V_CTCF_BR	40
chr16	21312782	21312932	id-37044	2.1e-05	-	CCCGCAGCTCCAGTGCGCCCCACCTGTTGCCTCAC	Upstream_CTCF	22
chr16	21313094	21313244	id-37045	1.06e-05	-	GCTGCCGCCTCCGCCTCCGCCGCTGAAGGGCGCGC	Upstream_CTCF	37
chr16	21360864	21361014	id-37046	2.93e-07	-	AAGCTGTGGAGACCAACGGACAGGAGGGGGAGGCA	UpstreamP1_CTCF	11
chr16	21499408	21499558	id-37047	1.85e-05	-	GATGCTTATTCCAGTGTCACCACTAGGTGTGGTGT	Upstream_CTCF	33
chr16	21518580	21518730	id-37048	8.71e-06	-	AGGCTGGGTGTCAGGTTTGCCAGGTGCTGGCTCCG	V_CTCF_BR	3
chr16	21533128	21533278	id-37049	2.94e-06	+	TCAGCAGCCCAGGCAGCCACCGGCAGGGGAGTGCG	Upstream_CTCF	27
chr16	21536881	21537031	id-37050	5.68e-06	+	CTGACGAAGGAGGATGAGCCCAGGAGAGGGAGCAG	V_CTCF_BR	8
chr16	21537490	21537640	id-37051	4.94e-06	+	GCAGCAGTTTGAGGGTCCTCCAGCAGAGCGTGCTG	Upstream_CTCF	14
chr16	21546018	21546168	id-37052	2.66e-05	-	CGTGCACCATGCGCGCGCAATTCTAGGGGGCGCTG	V_CTCF_BR	29
chr16	21563019	21563169	id-37053	4.43e-05	-	TACTTTTGGTGTCAGGAAACCACCAGGAGTCAGCA	V_CTCF_BR	6
chr16	21566253	21566403	id-37054	6.67e-08	-	GTGCCTCTTCACCGAACTGCCACCAGGGGCCGCTC	UpstreamP1_CTCF	40
chr16	21595411	21595561	id-37055	7.49e-05	+	ATTTTACAAAAGTAAATAAACACTAGGAGGCGGTA	V_CTCF_BR	40
chr16	21610790	21610940	id-37056	4.65e-05	+	GCGGCGTTCCGCGGCCGGAAGGGAAGGGGGAGGTG	V_CTCF_BR	16
chr16	21615325	21615475	id-37057	1	+	NA	NONE	15
chr16	21626329	21626479	id-37058	8.71e-06	-	CAACCAGGATTGATTTTGCCCTCTAGGGGGCAATG	V_CTCF_BR	33
chr16	21652122	21652272	id-37059	4.65e-05	-	AACAAATAAGCCACAACGGACTCTAGATGTCAGTG	V_CTCF_BR	40
chr16	21668618	21668768	id-37060	4.14e-06	+	TTGGTGGTGTGTCACCATTCCACTAGATGGCAGTG	V_CTCF_BR	40
chr16	21695651	21695801	id-37061	1.82e-07	+	GATGGCTTCTGCTCCTTGCCCTGTAGGGGGCGCCA	V_CTCF_BR	40
chr16	21710088	21710238	id-37062	1.1e-05	-	TGCTTGACCTTAGAAATTTCCTCTAGGGGGCTCAG	V_CTCF_BR	11
chr16	21719952	21720102	id-37063	1.1e-06	-	TCTGGCAATATTGAAATAGCCACTGGGGGGCAGCA	V_CTCF_BR	40
chr16	21722363	21722513	id-37064	1	+	NA	NONE	12
chr16	21732672	21732822	id-37065	1.27e-06	-	CTCCACCCCTGGCCTCTACCCACTAGAGGCCAGTA	UpstreamP1_CTCF	4
chr16	21738662	21738812	id-37066	1.59e-06	+	GGTGTGAATCCTAGCCTTGCCACTAGCTGGCAGTT	V_CTCF_BR	11
chr16	21813255	21813405	id-37067	1.15e-06	-	AATGTCATCCTGCCTTTGGTCACTAGGTGGTGGTC	Upstream_CTCF	40
chr16	21946522	21946672	id-37068	1	+	NA	NONE	40
chr16	21962449	21962599	id-37069	2.83e-07	+	GTGGAAGTGGTGGATGTGTCCACAAGATGGCACTC	V_CTCF_BR	40
chr16	21993526	21993676	id-37070	4.3e-06	-	AGTGTAGTATCATGAGTCAGGTGTAGGTGGAGCAG	Upstream_CTCF	9
chr16	22012408	22012558	id-37071	1.21e-10	+	GGCACTGCCCTCGGGATGGCCGCCAGGGGGCGCTG	V_CTCF_BR	39
chr16	22018997	22019147	id-37072	1.19e-06	-	GTGGGGAGCTGCCCGTCTTCCAGCAGGAGGCGGGC	V_CTCF_BR	25
chr16	22067326	22067476	id-37073	1.48e-06	+	CTAAAGGGACTAATATGGGCCGGCAGGGGGCGAGG	V_CTCF_BR	29
chr16	22089155	22089305	id-37074	3.65e-07	-	TTTCAGGGGTGGAGTGGAAACACTAGGGGGCGCCC	V_CTCF_BR	40
chr16	22110421	22110571	id-37075	2.81e-06	-	ACAGCTCTCTATCACATGGACACTAGATGTCACTC	Upstream_CTCF	39
chr16	22134541	22134691	id-37076	2.43e-06	-	TGGCCAAAGCTTCAGGAGGCCTGTAGGTGGAGCAC	V_CTCF_BR	30
chr16	22137496	22137646	id-37077	3.65e-05	-	TTGTTGGATAACTGCTCCTCCAGCAGCAGCCGCAG	UpstreamP1_CTCF	2
chr16	22153227	22153377	id-37078	1.35e-05	+	GGGCAGTTTCCTTAGCTCTAAGGCAGATGGCAAGG	UpstreamP1_CTCF	40
chr16	22188082	22188232	id-37079	6.49e-06	-	CTAGGGCTTCCCAAATTCTCCACTGGAGGGACCCA	Upstream_CTCF	28
chr16	22195355	22195505	id-37080	2.81e-06	+	GAGGTACCTCTGCTGGTCCCCGGTAGAGGGAGCAT	Upstream_CTCF	40
chr16	22197986	22198136	id-37081	2.34e-06	-	CTGCAGATGGGTCTCAGGGCCAGATGGAGGCGCTC	UpstreamP1_CTCF	37
chr16	22200013	22200163	id-37082	3.55e-08	-	TTGATGTGTCACAGATTGACCAGCAGAGGGTACCC	UpstreamP1_CTCF	40
chr16	22201040	22201190	id-37083	1	+	NA	NONE	6
chr16	22207323	22207473	id-37084	4.68e-05	-	AAGCGGCAGCACGGGAGCGCCCCTACGTGGCTGTA	UpstreamP1_CTCF	40
chr16	22209974	22210124	id-37085	6.21e-05	+	GTTCTTATACAGGCACTGGCCACTTGGTGGTATTC	V_CTCF_BR	20
chr16	22210351	22210501	id-37086	8.91e-07	+	TGTGACTTGCCCTCTGTGGCCACAAGAAGGAAGCA	Upstream_CTCF	31
chr16	22210979	22211129	id-37087	5.41e-06	-	TCAGCAGGACTGTGGGAGGCCAGCAGGGCGACGGG	Upstream_CTCF	26
chr16	22217427	22217577	id-37088	1.12e-09	+	GCTGCAGGCGCTGTGATGGCCACCTGGGGGCGGCC	Upstream_CTCF	40
chr16	22234426	22234576	id-37089	1	+	NA	NONE	13
chr16	22290391	22290541	id-37090	2.29e-05	+	CTGTAAAAATGGGCCCCTTCCTCAAGGGGGTGTCC	UpstreamP1_CTCF	2
chr16	22308535	22308685	id-37091	1.15e-07	-	AGGCCGTGAGCCCCGCCCTGCAGCAGGGGGCGCTG	UpstreamP1_CTCF	40
chr16	22311888	22312038	id-37092	4.34e-05	-	TCTGCTGTGCAGACAGAGGGCAGTGTAGAGCGGAG	Upstream_CTCF	40
chr16	22330154	22330304	id-37093	1.15e-07	+	TGGCTGTTCTGCGGGGCATCCAGAAGGTGGCGATG	UpstreamP1_CTCF	40
chr16	22332650	22332800	id-37094	7.42e-09	-	GTGGAGCAGTGCAAGGGCGCCACCAGGTGGCAGTA	V_CTCF_BR	40
chr16	22681712	22681862	id-37095	5.63e-06	+	CTGCCCTTTGTGTTGTAGGCCACAAGGATGCACTG	UpstreamP1_CTCF	13
chr16	22682672	22682822	id-37096	1	+	NA	NONE	5
chr16	22692095	22692245	id-37097	8.16e-07	+	GTCGGTTCCCTTTCCTCTTCCTGCAGATGGCAGCA	V_CTCF_BR	40
chr16	22799332	22799482	id-37098	1	+	NA	NONE	10
chr16	22824593	22824743	id-37099	7.91e-05	+	CTCCCCGGGGAGCAGTCTACCGCTAGGCGGCGGCT	UpstreamP1_CTCF	35
chr16	22825450	22825600	id-37100	4.88e-05	-	GTGCGGGCTGGCGGGTGGACCGGACGGTGGCGCTG	V_CTCF_BR	22
chr16	22910250	22910400	id-37101	1.82e-07	+	TTGGATCACCTCCAACTACCCACTAGGGGGCGCTG	V_CTCF_BR	40
chr16	22930692	22930842	id-37102	1	+	NA	NONE	0
chr16	22947349	22947499	id-37103	2.78e-06	-	AATTTCTATAGGTTCTAGGCCAGCAGGTGGCTGTA	V_CTCF_BR	1
chr16	22960219	22960369	id-37104	1.03e-06	-	GAAACAGTGAGCAACTCAACCTGTAGGTGGCGCAG	V_CTCF_BR	40
chr16	22981097	22981247	id-37105	3.28e-07	-	GTGCAATCCCTCCTTCCACCCACTTGATGGAACAA	UpstreamP1_CTCF	5
chr16	22985013	22985163	id-37106	1.81e-06	-	TTTGCTGTTCACTCTTCAGCCAGAGGGAGGCTGGC	Upstream_CTCF	5
chr16	22988732	22988882	id-37107	1	+	NA	NONE	32
chr16	22990476	22990626	id-37108	1	+	NA	NONE	7
chr16	23024930	23025080	id-37109	1.48e-06	-	CACTATCACAAGGACATCACCAGCAGATGGTGCTA	V_CTCF_BR	35
chr16	23059610	23059760	id-37110	9.4e-06	+	CTGCAGTTCCATGTTTTGTCCACAGGAACAGAGCA	UpstreamP1_CTCF	20
chr16	23072144	23072294	id-37111	3.8e-07	-	GATGTCACATCACCTATGGCCACGTGGGGGCACTA	Upstream_CTCF	40
chr16	23084575	23084725	id-37112	2.1e-05	-	GGTGTAATAATAATGCCTACCTCATGGGGTCATCG	Upstream_CTCF	30
chr16	23093088	23093238	id-37113	1	+	NA	NONE	19
chr16	23093626	23093776	id-37114	1.55e-05	+	AGAACCCTCACAGAGCCCATCAGCAGGGGGCATAA	V_CTCF_BR	25
chr16	23166853	23167003	id-37115	4.41e-06	-	AGTGGTGCGGCTACCACTGTCTGAAGGTGGCGCCA	V_CTCF_BR	39
chr16	23193756	23193906	id-37116	1.92e-06	+	ATGCAGGATGGCAGGGCGGCCTCGGGGCGGCAGCA	UpstreamP1_CTCF	40
chr16	23224988	23225138	id-37117	3.81e-05	-	CACCTCACACAGCACCTGGCACCTAGGGGGTGCTC	V_CTCF_BR	3
chr16	23255579	23255729	id-37118	4.7e-06	-	ATGACATGGTAGCTGACTACCCCCAGAGGGAGCAG	V_CTCF_BR	8
chr16	23270337	23270487	id-37119	8.16e-07	+	GGCAGCTCAGAGAACAGAGCCAGCAGGTGGAGACA	V_CTCF_BR	6
chr16	23308362	23308512	id-37120	3.42e-08	+	GCGCCTGGGGGCCTCCGGACCTGTAGGTGGCACTG	V_CTCF_BR	32
chr16	23313806	23313956	id-37121	4.65e-06	+	CTGTCCCGGCCTCAGTTTCCCACGGGAGGGCGCTT	UpstreamP1_CTCF	6
chr16	23347200	23347350	id-37122	7.49e-05	+	GTTTGGCTTTCTGGGAGCACCCCTAGATGTCAGGG	V_CTCF_BR	1
chr16	23360160	23360310	id-37123	5.97e-08	+	TCTGCAATGCTAGCCCCTTCAAGTAGGTGGCCCCG	Upstream_CTCF	35
chr16	23370139	23370289	id-37124	1.18e-05	+	CTGCACTCCCGCCTGGGCGACAGGGGGAGACTCTC	UpstreamP1_CTCF	2
chr16	23382894	23383044	id-37125	4.11e-08	-	CCTGCAGGTGCCAGGGGGGGCGCCAGAGGGGGCGC	Upstream_CTCF	20
chr16	23410438	23410588	id-37126	1	+	NA	NONE	11
chr16	23435172	23435322	id-37127	1.09e-06	+	GTGCTCTGCTCTCAGTCGGCCACCGGGGAAAGCCC	UpstreamP1_CTCF	9
chr16	23444200	23444350	id-37128	1	+	NA	NONE	17
chr16	23445740	23445890	id-37129	5.2e-08	-	CTGTTTTTCTCTTAGTTAGCCAGTAGGGGGTGCTC	UpstreamP1_CTCF	40
chr16	23446872	23447022	id-37130	5.21e-08	-	TGTGGCATGTACATTTTGGCCAGAAGGGGGCGGAC	V_CTCF_BR	40
chr16	23512005	23512155	id-37131	1	+	NA	NONE	1
chr16	23515852	23516002	id-37132	2.11e-08	+	GAGCAGCTCCAAAAAATGACCCCCAGGGGGCCAGC	UpstreamP1_CTCF	29
chr16	23517434	23517584	id-37133	1.47e-05	-	GGGTCTGAGCTACATGAAGTCACCAGGGGGTGGTG	V_CTCF_BR	24
chr16	23521716	23521866	id-37134	3.97e-05	-	GCGCAGTCAGCAGAGGAGAGCGCCAGGACGCTACA	UpstreamP1_CTCF	14
chr16	23547091	23547241	id-37135	1	+	NA	NONE	3
chr16	23567529	23567679	id-37136	2.01e-05	-	GTGCTGTTGGGAGCTTAGCAAGCTAGAGGGTGACA	UpstreamP1_CTCF	6
chr16	23568756	23568906	id-37137	9.87e-11	+	ACGGCTGCGGCCGCACTCGCCACCAGGGGGCAGAG	V_CTCF_BR	40
chr16	23587327	23587477	id-37138	1	+	NA	NONE	13
chr16	23598736	23598886	id-37139	1	+	NA	NONE	3
chr16	23607651	23607801	id-37140	1.3e-09	-	GGCGCAGTGCCTCCAGGAGCCGCCAGGGGCCGCCA	Upstream_CTCF	40
chr16	23608455	23608605	id-37141	1	+	NA	NONE	35
chr16	23647392	23647542	id-37142	1	+	NA	NONE	12
chr16	23689806	23689956	id-37143	5.98e-05	-	CTGCGGTTCACTTGCGCCTCCTCCAGGAAGCTTTT	UpstreamP1_CTCF	40
chr16	23721464	23721614	id-37144	8.16e-07	-	AATGGCCTTTCTCTCTGACCCAGCAGATGGCAGCC	V_CTCF_BR	7
chr16	23739292	23739442	id-37145	6.51e-07	-	CCTGCAGTTTGAAATGTTACCATTAGAGGCCTCTC	Upstream_CTCF	40
chr16	23746635	23746785	id-37146	3.88e-06	+	CCTAATGCAAAACCTACTTCCAGCGGGGGGCAGTA	V_CTCF_BR	40
chr16	23754207	23754357	id-37147	7.46e-06	+	GAGGACCTGCCCTTTACGTCCACCAGAGGATGGCG	UpstreamP1_CTCF	16
chr16	23812848	23812998	id-37148	7.8e-08	+	TGAGGTTGTCTGGTGGCTTCCACCAGGGGGCAGAC	V_CTCF_BR	40
chr16	23814931	23815081	id-37149	1.34e-06	+	CGGCACGAGGCACATCCTCCCAGAAGGGGGTGCTG	UpstreamP1_CTCF	40
chr16	23847823	23847973	id-37150	8.21e-06	-	GCTCTAGAGGCGCCTGAGAGCAGGAGAGGGCAGGA	V_CTCF_BR	1
chr16	23848393	23848543	id-37151	1.22e-08	-	AGAAGAGAGGAGGCTGCGACCACCAGGTGGCGGGA	V_CTCF_BR	9
chr16	23888566	23888716	id-37152	1.31e-09	+	CTGCTGCACCCCAGCCTGGGCAGCAGAGGGAGACC	UpstreamP1_CTCF	20
chr16	23899159	23899309	id-37153	1.55e-05	+	AGAATGCTTGAAGGATTCTCCAGCTGGGGGTGCTG	V_CTCF_BR	1
chr16	23978647	23978797	id-37154	1	+	NA	NONE	1
chr16	24021902	24022052	id-37155	3.65e-07	-	ACGAAGAGGGTGCTAAAGGACAGCAGGGGGCGCTA	V_CTCF_BR	40
chr16	24027402	24027552	id-37156	1	+	NA	NONE	6
chr16	24048101	24048251	id-37157	2.74e-08	-	GTGTATTTCCCACAGAATGACACCAGAGGGAAGCA	UpstreamP1_CTCF	40
chr16	24053465	24053615	id-37158	1.52e-07	+	TAAACTAGGCCGCGAGGGCCCACTAGGGGGCAGTC	V_CTCF_BR	40
chr16	24057098	24057248	id-37159	1.84e-06	+	CGGGAAGAATGTGTCTTTTCCACTAGATGGCAGGC	V_CTCF_BR	30
chr16	24082313	24082463	id-37160	2.27e-06	+	TAGTTAGTACACACTGTGACCTGAAGAGGGAGCTC	V_CTCF_BR	37
chr16	24113842	24113992	id-37161	1.77e-05	-	AGGGCAGTTGGCCAAGAGGCAGACAGGGGGCCTGG	Upstream_CTCF	3
chr16	24146134	24146284	id-37162	1	+	NA	NONE	0
chr16	24162784	24162934	id-37163	1	+	NA	NONE	1
chr16	24264541	24264691	id-37164	5.01e-06	-	AGATCGTTCCTCATTTTCACCACTAGAGGGCTCTT	V_CTCF_BR	40
chr16	24321212	24321362	id-37165	7.17e-05	+	TTTTAAATAGGACAAAAAGCCACTAGAGGGCTTTA	Upstream_CTCF	12
chr16	24322043	24322193	id-37166	1.69e-05	-	GTGAAATTCCGATGTATAGACTCTAGAGGCAGACT	UpstreamP1_CTCF	2
chr16	24330114	24330264	id-37167	2.97e-06	+	TACCAGGCAGGCAACCCCACCAGTAGGAGGCTCCC	V_CTCF_BR	8
chr16	24348501	24348651	id-37168	7.11e-06	-	TCAGCAGGTGCCTATCTGACCTCTAGAGGGGTAGT	Upstream_CTCF	6
chr16	24420487	24420637	id-37169	6.34e-08	+	AATGCAATTCTCTTGACATCCAGCAGAGAGCAGGA	Upstream_CTCF	19
chr16	24430184	24430334	id-37170	1	+	NA	NONE	6
chr16	24510633	24510783	id-37171	1.84e-06	-	TGTGTCTAATTCCAGCTTGCCAGCTGAGGGCGCTT	V_CTCF_BR	40
chr16	24516182	24516332	id-37172	5.93e-06	-	TGTACTGTTTTCTGTTTGCCCACTAGAGGTCAGGC	Upstream_CTCF	40
chr16	24528440	24528590	id-37173	7.55e-07	+	AACACAATCTCATGGGAGTCCACTAGGGGGCAGCC	V_CTCF_BR	40
chr16	24534922	24535072	id-37174	7.17e-05	+	CCTGTAGTACAGCACCAGGCCTATAGGACCAGCAA	Upstream_CTCF	11
chr16	24547335	24547485	id-37175	5.12e-07	-	ATGTAATACAGCCCATCGACCGGCAGGGTGCTGTG	UpstreamP1_CTCF	25
chr16	24550377	24550527	id-37176	1	+	NA	NONE	37
chr16	24550867	24551017	id-37177	2.84e-05	+	GCTCGGTGAGAGCCCCCGAGCGGCAGGGGGCCAAC	UpstreamP1_CTCF	39
chr16	24579843	24579993	id-37178	5.38e-05	+	TTGTGTACTTTATTCCATTCCAGTAGAGGTCACTG	V_CTCF_BR	34
chr16	24592098	24592248	id-37179	1	+	NA	NONE	38
chr16	24682842	24682992	id-37180	1	+	NA	NONE	19
chr16	24700563	24700713	id-37181	1.26e-07	-	CTGCCCACCTTCCTCGCTGCCACCAGAGGGCTCTT	V_CTCF_BR	40
chr16	24706222	24706372	id-37182	8.5e-06	-	GGAGAAAGTTTCAGCTCAGCCATCAGAGGGCAGTG	Upstream_CTCF	16
chr16	24712484	24712634	id-37183	4.7e-06	+	CCAAATGAGGCTGCAGGGGACTGCAGGGGGAGCTT	V_CTCF_BR	37
chr16	24811931	24812081	id-37184	3.81e-05	-	ATGAATGCCTTTTCCCAGGACTCTAGAGGGCAGAT	V_CTCF_BR	19
chr16	24812151	24812301	id-37185	6.43e-06	-	AGCTGGTACTGAGGCTTTGTCAGAAGAGGGAGCTC	V_CTCF_BR	31
chr16	24817377	24817527	id-37186	1.64e-06	-	TGTGTGCTTCCAAATGACGACAGCAGATGGACCTA	Upstream_CTCF	17
chr16	24840554	24840704	id-37187	1	+	NA	NONE	3
chr16	24845894	24846044	id-37188	5.38e-05	+	AGAAGGGAAGCCAGTGCAGCAGCTAGAGGGAGACA	V_CTCF_BR	40
chr16	24850220	24850370	id-37189	9.84e-05	+	TTCTGTTCCATGTCTCGGTCCACGGGGAGGCTCCA	V_CTCF_BR	6
chr16	24917653	24917803	id-37190	1	+	NA	NONE	40
chr16	24950742	24950892	id-37191	6.43e-06	-	TTTCCAGCCGCCACTTCCGCCCACAGATGGCAGCA	V_CTCF_BR	0
chr16	24967386	24967536	id-37192	1	+	NA	NONE	22
chr16	25006892	25007042	id-37193	1	+	NA	NONE	32
chr16	25067051	25067201	id-37194	3.6e-07	+	ACTGCAGATAAAACTGTTAACACTAGATGGCACTA	Upstream_CTCF	40
chr16	25077322	25077472	id-37195	4.24e-07	+	CAGGTGGTTTCCCAGGCTCCCACCTGGGGGCAGCA	Upstream_CTCF	11
chr16	25117905	25118055	id-37196	3.28e-07	-	ACGCTGTGCCGAGCGCTGTGCTGTGGGGGGCAGCA	UpstreamP1_CTCF	32
chr16	25119426	25119576	id-37197	6.46e-07	-	CACGTGGTCTCTGAGGCTCCCACCTGGGGGCAGCA	V_CTCF_BR	20
chr16	25123164	25123314	id-37198	2.96e-05	-	CCTCGTCGTCTGCGTCGCAGCTCGAGGTGGAACAG	V_CTCF_BR	23
chr16	25138216	25138366	id-37199	3.41e-07	+	ACTGCAGATGTAGCTTTTACCACTAGATGACACTA	Upstream_CTCF	40
chr16	25146990	25147140	id-37200	1.75e-07	-	GTCCTGTTCCTGCTCACTGCCAGCAGATGGGAGTC	UpstreamP1_CTCF	38
chr16	25149555	25149705	id-37201	1	+	NA	NONE	6
chr16	25155327	25155477	id-37202	3.16e-06	-	CAGTCATTCACTGCAAAGGCCACCAGAGGGACTGG	UpstreamP1_CTCF	40
chr16	25187455	25187605	id-37203	7.55e-07	-	ACCACTGGGGGAGGCAAGCCCAGCAGGGGGCAGCT	V_CTCF_BR	23
chr16	25228312	25228462	id-37204	1.83e-05	-	CAGCCTGGAGAGGAAGATGCCGACAGAGGGCTCAC	V_CTCF_BR	1
chr16	25236689	25236839	id-37205	4.66e-08	-	CTTGTAAGTGAATCAAAGACCACTAGGGGGCAGCA	Upstream_CTCF	40
chr16	25245147	25245297	id-37206	1.46e-08	+	GCTGCTGTTCTCTCCGCTGCCACATGGTGCCGCTG	Upstream_CTCF	40
chr16	25268341	25268491	id-37207	1	+	NA	NONE	35
chr16	25269543	25269693	id-37208	1.63e-05	-	CACGCCGCGCCGTGCACCTCCGCCAGAGGAAGAAG	Upstream_CTCF	16
chr16	25288067	25288217	id-37209	1.84e-07	+	GCTGTTAATCCAAAAGTGAACAGCAGAGGGCAGTT	Upstream_CTCF	40
chr16	25377504	25377654	id-37210	1.46e-07	+	TCTGTAGTCCCCACTTAGGTCCGTAGAGGGAGGTA	Upstream_CTCF	4
chr16	25384107	25384257	id-37211	4.5e-05	-	GGTCAATTGTGCCTAAACTCCAAAAGGGGGAGACA	UpstreamP1_CTCF	10
chr16	25406962	25407112	id-37212	1.56e-06	-	TGAGCATAGCCCACTATCACCACCTGATGGAAGCA	Upstream_CTCF	13
chr16	25617575	25617725	id-37213	1	+	NA	NONE	3
chr16	25690347	25690497	id-37214	5.17e-06	+	TTTGAAATTCTTAGTTATGACTCTAGGAGGCAGAC	Upstream_CTCF	8
chr16	25702189	25702339	id-37215	3.91e-06	+	ATGGTACTCACTAGAGCCACCCCCAGGAGGCACCT	Upstream_CTCF	3
chr16	25719428	25719578	id-37216	8.02e-08	+	CTGCTATTTAAGTATGCTGCCACCAGGTGGTGATT	UpstreamP1_CTCF	37
chr16	25747108	25747258	id-37217	1	+	NA	NONE	3
chr16	25833850	25834000	id-37218	1.55e-05	-	CTCCTTAACCCAGTGGTCCTCAGCAGAGGGCAACC	V_CTCF_BR	0
chr16	25850154	25850304	id-37219	8.79e-07	+	TTGTGATTTGCCTTCCCTGCCACTAGGTGTCACTG	UpstreamP1_CTCF	39
chr16	26007525	26007675	id-37220	2.96e-05	+	TCTATGTACCCTTCCTCCTCCACCAGAGGGCCAGG	UpstreamP1_CTCF	9
chr16	26123328	26123478	id-37221	5.13e-05	+	ATATTTATAAACTCTTGCCCCAGTAGATGGTGCTG	V_CTCF_BR	6
chr16	26464642	26464792	id-37222	1.09e-06	-	GCTGAAATTTTACTGCTTAACAGCAGATGTCAGTG	Upstream_CTCF	10
chr16	26581232	26581382	id-37223	2.66e-05	-	GACTCCAGGCTGACTTTCTCCACTGGGTGTCACTC	V_CTCF_BR	24
chr16	26657069	26657219	id-37224	4.34e-07	+	CAGCAGCGCCCCCAAGGGGCCAGCAAGGTGGGGCA	UpstreamP1_CTCF	22
chr16	26776545	26776695	id-37225	1	+	NA	NONE	37
chr16	26806636	26806786	id-37226	1.29e-05	-	GTGCCTGTGGGGCTACAAACCCCTAGGGGGTGCCC	UpstreamP1_CTCF	16
chr16	26963854	26964004	id-37227	1.03e-06	+	ATGTACTGACTGCCTCCCACCTCTAGATGGTGAGT	UpstreamP1_CTCF	7
chr16	26974537	26974687	id-37228	1.03e-06	+	TACCCTGTTCAAAGTTAAGCCAGTAGGGGGCAGAG	V_CTCF_BR	34
chr16	27025419	27025569	id-37229	1	+	NA	NONE	2
chr16	27074132	27074282	id-37230	1.39e-07	-	TTCTGCCTCACCTGTGCAGCCACCTGAGGGCAGTG	V_CTCF_BR	4
chr16	27092370	27092520	id-37231	2.86e-06	+	ATGTCCTTCACCATTTTCTCCACCAGGGGAGACAA	UpstreamP1_CTCF	38
chr16	27094533	27094683	id-37232	4.43e-05	+	CACCCAGCCCCAATCATAGACAGATGGTGGTGCTA	V_CTCF_BR	2
chr16	27096637	27096787	id-37233	7.17e-05	+	CCAGGGGCACAAGAACCCACCACCGGGGGCTCACA	Upstream_CTCF	6
chr16	27121077	27121227	id-37234	1.99e-11	-	TCTGCAGTGCCGCGCATCGCCGCTGGGGGGCAGCA	Upstream_CTCF	40
chr16	27121499	27121649	id-37235	1	+	NA	NONE	39
chr16	27122895	27123045	id-37236	1	+	NA	NONE	2
chr16	27142207	27142357	id-37237	8.13e-06	-	GCTGCAGTTGCCTCATGTTGCCAGAGGGGTTGCTG	Upstream_CTCF	22
chr16	27166452	27166602	id-37238	7.97e-09	+	CACGCAATACCCTGGTCGGCCACAAGGGGGCTCTC	Upstream_CTCF	40
chr16	27175727	27175877	id-37239	3.91e-06	+	CCTGGAATGAGACAGCCTCCCACAGGGTGGAGCTG	Upstream_CTCF	3
chr16	27180893	27181043	id-37240	1	+	NA	NONE	38
chr16	27190913	27191063	id-37241	6.34e-08	+	GCTGCAGTGTGGAGAGTATACTGTAGGGGGCGCGA	Upstream_CTCF	40
chr16	27192437	27192587	id-37242	2.58e-05	+	CTGGCATGTTCCAGAAGCAGCTGGAGGTGGAGCTG	Upstream_CTCF	30
chr16	27204746	27204896	id-37243	8.19e-06	-	CTGTCCTATCCTGCATCCACCAGGAGAGGCCCTCA	UpstreamP1_CTCF	36
chr16	27206897	27207047	id-37244	2.47e-05	+	CCAGTCACCCCTTGTACCACCAGCAGGAGCATCCA	Upstream_CTCF	3
chr16	27215084	27215234	id-37245	1	+	NA	NONE	1
chr16	27234115	27234265	id-37246	1	+	NA	NONE	12
chr16	27234745	27234895	id-37247	3.4e-06	+	TGGGAGGGTGAGCCTCCCACCAGCAGGGGTCATTG	V_CTCF_BR	28
chr16	27237365	27237515	id-37248	7.84e-05	+	CAAACTCCTGCACTCAGATCCTGCAGGTGGCGTGT	V_CTCF_BR	11
chr16	27240618	27240768	id-37249	1.84e-06	-	CGCTCCCATGGGGCCATGGTCTGGAGGGGGAGCCC	V_CTCF_BR	4
chr16	27242012	27242162	id-37250	2.2e-07	+	CTGCTACTTCTGCAGCGCTCCTGCAGGTGGCAGCT	UpstreamP1_CTCF	14
chr16	27246402	27246552	id-37251	2.08e-07	+	TTCCAGCTCCTCAAAAATGCCACTAGAGGGCTCTG	UpstreamP1_CTCF	40
chr16	27254362	27254512	id-37252	6.15e-05	+	AAGGCAGCACTGCTCTGCTCCAGCCGAGTGCCCGA	Upstream_CTCF	15
chr16	27279954	27280104	id-37253	1.35e-05	+	CCCTAGCTCCCCACGTTACCCACCAGGGAGCCCAA	UpstreamP1_CTCF	36
chr16	27285288	27285438	id-37254	1	+	NA	NONE	19
chr16	27326677	27326827	id-37255	3.65e-05	-	CAGCCCTCACGTCTGTCTTCCTGCAGAGGGGGTGC	UpstreamP1_CTCF	23
chr16	27338645	27338795	id-37256	1	+	NA	NONE	24
chr16	27367082	27367232	id-37257	7.54e-08	-	ATGCAGGAAACGCTGACGCCCAGCAGGAGGTGCTG	UpstreamP1_CTCF	40
chr16	27374704	27374854	id-37258	8.19e-06	-	ATGCCACTGCCCAGGCTGTCCACAAGGGGGTCTGT	UpstreamP1_CTCF	23
chr16	27379556	27379706	id-37259	1.15e-07	-	GGTGCTGATGCTGATGTGGTCACCAGAGGGCAGCA	V_CTCF_BR	40
chr16	27383844	27383994	id-37260	9.62e-08	-	GTGTGGCAATGAGGAAAGGCCAGCAGAGGGAGGCA	UpstreamP1_CTCF	12
chr16	27386375	27386525	id-37261	3.2e-08	-	GACGCTGTCCCGGCAAGGACCACCAGGTGGTGATG	Upstream_CTCF	40
chr16	27394570	27394720	id-37262	2.96e-05	-	GCACTGGACCCAGAGTCCTACAGAAGATGTCGGCA	V_CTCF_BR	3
chr16	27438507	27438657	id-37263	1.39e-05	+	GGAGTCAGCCTCAGGCAAACCACTAGAGGCAGCTC	V_CTCF_BR	24
chr16	27439931	27440081	id-37264	6.04e-07	+	GGGCATTCCTCTGCCCAAGACAGTAGAGGGCACTC	UpstreamP1_CTCF	31
chr16	27456907	27457057	id-37265	8.16e-07	+	GCTTAATGGGCTTAAGGGGCCACTAGGTGGTGGTG	V_CTCF_BR	28
chr16	27461407	27461557	id-37266	6.21e-05	+	CACCCGCGGGGCCGTCCCGCCTGCAGAGGGCCACT	V_CTCF_BR	2
chr16	27468544	27468694	id-37267	5.77e-08	-	CTGCATATTGCAGTGCTTACCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr16	27482510	27482660	id-37268	1	+	NA	NONE	15
chr16	27487866	27488016	id-37269	1	+	NA	NONE	6
chr16	27523053	27523203	id-37270	1	+	NA	NONE	16
chr16	27527298	27527448	id-37271	1.03e-06	+	CTGCAGTGGATGCACTTGGCCAGTAGGGGAGTTAT	UpstreamP1_CTCF	40
chr16	27616951	27617101	id-37272	1.15e-06	+	TTTGTGCTGTTTCATTCTACCTCTAGGGGGCAGTA	Upstream_CTCF	40
chr16	27651201	27651351	id-37273	2.27e-06	+	GTGTTTTAGAGCTCTCGTACCTCTAGAGGGAGCCA	V_CTCF_BR	40
chr16	27654189	27654339	id-37274	1.5e-05	+	ACATTTATTCTTCAACACGCCTGCTGGGGGCAGTA	Upstream_CTCF	39
chr16	27682902	27683052	id-37275	2.94e-06	-	GCTGCAGTTGCAGGTGAAAGAGGAAGGTGGCAGCA	Upstream_CTCF	24
chr16	27702073	27702223	id-37276	2.81e-05	+	CTGGAGCATTTCAGCCCTGTCGAAAGGGGGCGCCA	V_CTCF_BR	40
chr16	27709698	27709848	id-37277	6.98e-07	+	TCCAGGTGGAGAACGCAGCCCTGCAGAGGGCGCTC	V_CTCF_BR	36
chr16	27732240	27732390	id-37278	3.22e-05	-	CTTCAGTTTGCAGACTCCCCCTGATGGAGGCCCCA	UpstreamP1_CTCF	1
chr16	27760315	27760465	id-37279	2.58e-05	-	CCTGAGGCGTCTGAGTCAGCCACAAGAGGGTGTGT	Upstream_CTCF	34
chr16	27766350	27766500	id-37280	7.73e-05	-	CGGGTCACATTCACAGGGGGCAGGAGAGAGCAGGA	Upstream_CTCF	9
chr16	27781175	27781325	id-37281	1.24e-05	+	GGATGGCCTGTGCGTCTCCCCGCCAGAGGGCTTTC	V_CTCF_BR	7
chr16	27791325	27791475	id-37282	9.78e-07	+	CAGATGTGACGAGCACCTCCCGCCAGGGGGAGTCA	UpstreamP1_CTCF	37
chr16	27812710	27812860	id-37283	7.62e-07	-	CCTGCGATGGGCTGACTTGCCGGCAGGAGGAACGG	Upstream_CTCF	5
chr16	27870468	27870618	id-37284	1.84e-06	+	GGTCTTCTCCTGACTTCTGGCTCTAGGGGGCGCTC	V_CTCF_BR	23
chr16	27876683	27876833	id-37285	1.04e-07	-	CCACTTCCACCTCCACTCCCCACCAGGTGGCAGTG	V_CTCF_BR	36
chr16	27878949	27879099	id-37286	7.33e-10	-	GGTACCCTCCTCCTGGTGGCCAGTAGAGGGCAGCA	V_CTCF_BR	40
chr16	27891268	27891418	id-37287	2.78e-06	+	GACCTTGGGCTGAGCTGGTCCAGCAGATGTCAGAG	V_CTCF_BR	2
chr16	27904384	27904534	id-37288	2.19e-08	+	TGCGGCAGAGAACAGGTGACCTCCAGGGGGCAGAA	V_CTCF_BR	23
chr16	27931728	27931878	id-37289	2.39e-05	+	CTGCAGTGCCTTCTGTCCTCCACCATGGCTGCACA	UpstreamP1_CTCF	3
chr16	27932012	27932162	id-37290	5.41e-07	-	TTGCTGTTTCCTCCCCTCACCAGCAGGAGAAGTGG	UpstreamP1_CTCF	36
chr16	27941303	27941453	id-37291	5.12e-07	-	ATGTAAGTGCCAGCCCTGGCCAAAAGGTGGAGATG	UpstreamP1_CTCF	4
chr16	27983881	27984031	id-37292	5.2e-08	+	GAGCTGTGGCATGTTACTGCCACCTGATGGCAGCA	UpstreamP1_CTCF	39
chr16	27985067	27985217	id-37293	3.33e-08	+	CGGCAGGGCTTGTTGTCAACCACCAGGGGGTACAG	UpstreamP1_CTCF	20
chr16	28003285	28003435	id-37294	1	+	NA	NONE	0
chr16	28008391	28008541	id-37295	3.4e-06	+	GGTGTAGGCCCAGCCACATCCCCTAGAGGAGGCTC	Upstream_CTCF	5
chr16	28011434	28011584	id-37296	6.15e-05	+	TGTGCGCTCAAAAGTTAGGCCACAGCGGGGCGCAG	Upstream_CTCF	2
chr16	28075007	28075157	id-37297	1.48e-06	-	GGAACAGTGTCGCCGGCCGCCTGCAGGTGTCTCCC	V_CTCF_BR	14
chr16	28082153	28082303	id-37298	5.28e-08	-	CTGGCGGTCCCACTCTTGGCCCCTAGGAGGCAGCA	Upstream_CTCF	40
chr16	28102363	28102513	id-37299	2.78e-06	-	TTTACTGCCTAGTGAAAGGCCTGCGGGGGGCGCTG	V_CTCF_BR	38
chr16	28110961	28111111	id-37300	6.15e-05	+	CATGCTTGGCACTATGTGGTCCACAGAGGGTGCTG	Upstream_CTCF	4
chr16	28136575	28136725	id-37301	3.73e-06	-	GTTGTAGACCCAGGAGAAACCAGGAGAGGTCAGTC	Upstream_CTCF	2
chr16	28148456	28148606	id-37302	1.69e-05	+	CTCCTCTGAACTCCTGTGGCAGCTAGATGGGGCCC	UpstreamP1_CTCF	18
chr16	28152269	28152419	id-37303	1	+	NA	NONE	8
chr16	28202920	28203070	id-37304	1	+	NA	NONE	4
chr16	28204520	28204670	id-37305	1.64e-06	-	ATGCAGTGCCCTCAGAGATCCCCCAGCAGCTGCCA	UpstreamP1_CTCF	4
chr16	28213808	28213958	id-37306	4.01e-05	+	GCAGCATCAACAGGTCTGGAAGCAGGGGGGCGCTA	Upstream_CTCF	27
chr16	28229542	28229692	id-37307	1.47e-05	-	AGACAGTGTGTTCCCATCACCTACAGAGGGTGCCA	V_CTCF_BR	40
chr16	28275947	28276097	id-37308	1	+	NA	NONE	2
chr16	28289116	28289266	id-37309	7.55e-10	+	CTGCACTACGGCGAAACGGCCACTAGAGGGCGTGT	UpstreamP1_CTCF	40
chr16	28292881	28293031	id-37310	1	+	NA	NONE	11
chr16	28295621	28295771	id-37311	1.04e-06	-	GGGGCATCCCCTGGACTTCCCAGAAGGAGGCAGGA	Upstream_CTCF	3
chr16	28322291	28322441	id-37312	1.64e-05	-	CTCCCTTCAGGCCTTTTCTCCGCAAGGTGTCAGCA	V_CTCF_BR	2
chr16	28328500	28328650	id-37313	3.2e-08	-	GATGCCAGGCCCAAGATAACCACAAGGGGGCGACA	Upstream_CTCF	40
chr16	28333174	28333324	id-37314	1.38e-07	+	GACGTAGTAGCCTGGGCTTCCAGCAGGTGGCGAGC	Upstream_CTCF	40
chr16	28335102	28335252	id-37315	2.15e-05	+	CAAAAGTTTAGAAAAATGACCACTGGGTGGCTGTC	V_CTCF_BR	9
chr16	28338310	28338460	id-37316	5.37e-06	+	CTTCAGATCCCCCACTTAGCCACAGAGTGGCGGGA	UpstreamP1_CTCF	39
chr16	28502774	28502924	id-37317	1.71e-06	+	CAATGCGCGCCCTGATGGTCCAACAGAGGGAGCCG	V_CTCF_BR	40
chr16	28519468	28519618	id-37318	1.38e-06	-	GCCGGGGAGTGAGCTGCCACCACTGGGGGGTGCTG	V_CTCF_BR	40
chr16	28536211	28536361	id-37319	4.41e-06	-	ACAGAGCAGGGCTGTCCCACAGGCAGAGGGCACTC	V_CTCF_BR	8
chr16	28552478	28552628	id-37320	1	+	NA	NONE	2
chr16	28560736	28560886	id-37321	6.43e-06	-	ACACGTAGCCATATCATGACCAGAAGGTGGCATAG	V_CTCF_BR	40
chr16	28565413	28565563	id-37322	1.35e-05	-	GCGCACCGCCCCTAGAGCGCCGCCTCAGGGAGGTC	UpstreamP1_CTCF	39
chr16	28565588	28565738	id-37323	3.81e-05	-	GGAAGCACGCAAGCGCAGACCTCGAGCGGCCGGGC	V_CTCF_BR	17
chr16	28609435	28609585	id-37324	1.99e-07	+	CTAGTGAAAACCAGCCGGACCAGCAGGGGGTGGCA	V_CTCF_BR	22
chr16	28627332	28627482	id-37325	2.78e-09	-	CTGTTATGCCTGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	32
chr16	28813923	28814073	id-37326	3.42e-08	+	GGCAAACATTTCTTCTTTGCCAGTAGAGGGCGCCG	V_CTCF_BR	32
chr16	28833840	28833990	id-37327	4.21e-05	+	TTAAGGCTCTGCCCACGGGCCGCCAAGTGGCGGAA	V_CTCF_BR	16
chr16	28835367	28835517	id-37328	1.64e-05	-	GAGCATCCACGCGCACGTACGGGAAGGGGGCGCGC	V_CTCF_BR	36
chr16	28837531	28837681	id-37329	3.63e-06	-	AATGTCCTCCCGACGAGGGCCACCTGCTGGCTCAG	V_CTCF_BR	31
chr16	28847855	28848005	id-37330	4.43e-05	-	GTCTGGGAAGGAGCGGCCTCCTCAAGGTGTCTCGG	V_CTCF_BR	9
chr16	28857786	28857936	id-37331	4.48e-07	-	TCCTCAGTGCCCCCTGCGACCGCCAGAGAGAACTA	Upstream_CTCF	40
chr16	28874691	28874841	id-37332	6.75e-05	+	GCGTTGTCCGCGTGCCCCTCCACAGCGGGGCCGGC	UpstreamP1_CTCF	35
chr16	28885004	28885154	id-37333	1.3e-09	+	GGTGCAGCTGCAGCAGTCACCACTAGGGGGTGATG	Upstream_CTCF	40
chr16	28886568	28886718	id-37334	9.51e-07	+	TGATCTGTGGCTGTGCCCTCCAACAGAGGGCACCC	V_CTCF_BR	23
chr16	28888736	28888886	id-37335	1.15e-06	-	TCTGCCCTGCTGCATCTGTCCACGAGGGGAACAGG	Upstream_CTCF	4
chr16	28891329	28891479	id-37336	1	+	NA	NONE	19
chr16	28894109	28894259	id-37337	2.47e-08	+	CCTGCACTTGCACTCGCAGGCAACAGGTGGAACCC	Upstream_CTCF	3
chr16	28923421	28923571	id-37338	3.91e-06	+	GCAGGAGTATGGCATGAACCCGGTAGGTGGAGCTA	Upstream_CTCF	6
chr16	28928523	28928673	id-37339	1	+	NA	NONE	2
chr16	28935902	28936052	id-37340	1	+	NA	NONE	15
chr16	28948700	28948850	id-37341	5.77e-08	+	CATGGACACCCCTCCTTCTCCACCAGATGGCAGCG	V_CTCF_BR	17
chr16	28948971	28949121	id-37342	2.47e-05	-	AGGTTACTATTCCTCCTGGCCTCCAGGTGTCCTCC	Upstream_CTCF	1
chr16	28956974	28957124	id-37343	2.46e-08	-	GACTGCAGGCGCACAACAGCCAGCAGGTGGAGCTG	V_CTCF_BR	40
chr16	28985355	28985505	id-37344	1.41e-06	+	CTGCCTGCCCTACAAAAGCCCACCGGAGGGCGCAA	UpstreamP1_CTCF	40
chr16	28989149	28989299	id-37345	2.43e-06	-	ACCATGTAACTGGAGATGAACACTAGGGGGAAGCA	V_CTCF_BR	39
chr16	28991810	28991960	id-37346	2.43e-06	-	TGTGAGCCACCGCACCCGGCCTCTAGGGGGCTTAC	V_CTCF_BR	22
chr16	28992983	28993133	id-37347	3.67e-09	-	CCTGTAATTCAAGCAGCTGCCACAAGGGGACAGTA	Upstream_CTCF	40
chr16	29022531	29022681	id-37348	3.4e-06	+	CCTGTCCGAGACCACAAGGCCTCTGGGTGGCAGCG	V_CTCF_BR	23
chr16	29118732	29118882	id-37349	3.09e-07	+	GTGGGACGGTGCTGCCGGGCCACCAGAGGCAGCAA	V_CTCF_BR	2
chr16	29124207	29124357	id-37350	5.41e-06	+	TCTGCTGTTTCTCATTCAACCTTAAGGTGTCAGCA	Upstream_CTCF	24
chr16	29126857	29127007	id-37351	9.51e-07	+	TGGAGCCCGGCTTTGCCAACCACTAGGTGGCAAGC	V_CTCF_BR	2
chr16	29142989	29143139	id-37352	6.21e-06	+	GATGGAGTTTAGCACGAGTGCTGCAGATGGCAATG	Upstream_CTCF	8
chr16	29168404	29168554	id-37353	1	+	NA	NONE	10
chr16	29189513	29189663	id-37354	2.53e-05	+	GAACCATGCACAGTGTTGGCCACGAGATGCCGTAA	V_CTCF_BR	12
chr16	29190818	29190968	id-37355	3.97e-05	-	CAGCTCTGGTCTTCACTGGGCCCCTAGGGGAGCCA	UpstreamP1_CTCF	32
chr16	29193259	29193409	id-37356	5.01e-09	+	TTTGCACCCCGCTCTGCAGCCTCCAGGGGGCAGCA	V_CTCF_BR	34
chr16	29203631	29203781	id-37357	3.22e-07	+	GCTGCAAGGCCACATCCTGCCATCTGGGGGTGCTG	Upstream_CTCF	37
chr16	29239154	29239304	id-37358	9.41e-05	-	AGCCCCCTTACCCCTTCCGCCATGTGAGGGCGCAG	V_CTCF_BR	23
chr16	29239521	29239671	id-37359	5.01e-09	+	GCCTGCTCAGGCCACACGGCCTGCAGGTGGCACTG	V_CTCF_BR	40
chr16	29268755	29268905	id-37360	3.36e-07	-	CTCAGCAATCCTGAAGCAGACAGCAGATGGCAGCC	V_CTCF_BR	38
chr16	29268972	29269122	id-37361	1	+	NA	NONE	17
chr16	29269450	29269600	id-37362	7.62e-07	-	CATGAACCAACTGGCATGACCACCAGGAGCCACCA	Upstream_CTCF	3
chr16	29273008	29273158	id-37363	3.4e-06	+	GGGGCAGTGCTCTCGTCACAGAGCAGAGGGCCGCA	Upstream_CTCF	9
chr16	29279790	29279940	id-37364	1	+	NA	NONE	23
chr16	29322177	29322327	id-37365	3.18e-06	+	CAGGGAATGGGAGAGGCTGCCTGTGGAGGGAGCTG	V_CTCF_BR	19
chr16	29327614	29327764	id-37366	8.5e-06	-	GTTGTAATGAGGTCATCCTGCAGGAGAGGGAGCTC	Upstream_CTCF	27
chr16	29329418	29329568	id-37367	5.13e-05	-	ACCAGCCGCCCAAGTGCTGCCCGCAGAGCGCGGCG	V_CTCF_BR	27
chr16	29329896	29330046	id-37368	2.04e-05	-	CAAAGCAGCCCAGCTGCTGCCACCGGGAGGCAAGA	V_CTCF_BR	24
chr16	29340009	29340159	id-37369	3.71e-05	-	ACTGCAGGCCCACTATGTGCACCCTGGAAGCGGAG	Upstream_CTCF	12
chr16	29606549	29606699	id-37370	3.81e-05	+	CCCCGGAGGACGAGGACGACGAGGAGCAGGCGGTG	V_CTCF_BR	1
chr16	29632041	29632191	id-37371	5.08e-05	-	GGTGCACCATGCGCGCACAATTCTAGGGGGCGCTG	Upstream_CTCF	35
chr16	29652979	29653129	id-37372	4.14e-06	+	TGTTTAACTTTATGACTGTCCTGGAGAGGGCAGCA	V_CTCF_BR	21
chr16	29668298	29668448	id-37373	5.67e-06	-	CGGGCTGTTTTCCACACAGCAGCCAGAGGGACCCA	Upstream_CTCF	2
chr16	29675617	29675767	id-37374	1.47e-05	-	GACCTGGGGTCCACTGGCCCCGCTGGAGGGCTCCA	V_CTCF_BR	3
chr16	29685738	29685888	id-37375	1	+	NA	NONE	2
chr16	29703389	29703539	id-37376	9.78e-09	+	GCTGCAGGTCTTCTCCCTGCCGATAGATGGCGCTG	Upstream_CTCF	40
chr16	29711906	29712056	id-37377	1.77e-10	+	TGATGGCCACCCCTGATGGCCACCAGAGGGCACTG	V_CTCF_BR	40
chr16	29721767	29721917	id-37378	2.96e-05	-	ATGAAGAGGATTTTTATTGCCACTAGGTGGCTTAG	V_CTCF_BR	40
chr16	29733035	29733185	id-37379	5.89e-08	-	CTGTTATGCCCGGACAGAGCCACCAGAGGTCTCCT	UpstreamP1_CTCF	40
chr16	29740662	29740812	id-37380	4.11e-07	-	TGGCATTTCTGGCCTCTATCCACTAGGTGTCAGAA	UpstreamP1_CTCF	40
chr16	29747617	29747767	id-37381	7.78e-06	+	GTTGCATGGATGCCCTTAGCCACAAGGGGGTCTGG	Upstream_CTCF	29
chr16	29749113	29749263	id-37382	1	+	NA	NONE	1
chr16	29769263	29769413	id-37383	8.99e-05	-	GCAAAAATAAACATTCCAACCAGTGGGTGGAGGAT	V_CTCF_BR	29
chr16	29796476	29796626	id-37384	1.7e-05	+	TGGGCGGCACTCAGCAGCTCCCCCAGCGGCCACTG	Upstream_CTCF	34
chr16	29801738	29801888	id-37385	1.5e-05	+	CGGGCGGCGCTGAGCAGCTCCCCCAGCGGCCACCG	Upstream_CTCF	40
chr16	29816548	29816698	id-37386	1	+	NA	NONE	25
chr16	29819019	29819169	id-37387	7.73e-05	+	CATGAGCTACCACGTGCGCTCACATGACGGCGCTG	Upstream_CTCF	40
chr16	29819381	29819531	id-37388	9.25e-06	+	CGCTGTGACGGCCTGGGCTCCGGGAGGAGGCGCAG	V_CTCF_BR	25
chr16	29827620	29827770	id-37389	1.03e-07	-	GCGGCCAGACCGCCCGTCCCCGGGAGGGGGCGCTC	Upstream_CTCF	40
chr16	29828606	29828756	id-37390	6.23e-05	-	CTGAGGCAGCAAGCAAAGGCCTCTAGGGGAGCCGA	UpstreamP1_CTCF	37
chr16	29831018	29831168	id-37391	3.16e-06	-	CAGCAGGTACGGACACTGCACCCTAGAGGCAGGAG	UpstreamP1_CTCF	30
chr16	29854379	29854529	id-37392	1	+	NA	NONE	27
chr16	29859939	29860089	id-37393	7.07e-08	-	TGCTGGTGCTGTGGGTGCTCCAGCAGGTGGCGCTG	V_CTCF_BR	40
chr16	29873910	29874060	id-37394	9.41e-05	+	AGCAGGTAGAAGGAGGAGGCCGTGAGGGGGCAGCA	V_CTCF_BR	37
chr16	29874302	29874452	id-37395	1.39e-05	+	CCGGCCCCGAGGTGCGCGGGACGCAGGGGGCGCGC	V_CTCF_BR	25
chr16	29874860	29875010	id-37396	1	+	NA	NONE	40
chr16	29884859	29885009	id-37397	3.42e-08	-	GCTGCCTGCCAGGGTACAGCCTCGAGGGGGCAGCC	V_CTCF_BR	1
chr16	29910941	29911091	id-37398	5.92e-05	-	CAGAGAGTTTCCTTTGCCTCCCCTAGGGGCCGCGG	V_CTCF_BR	37
chr16	29922126	29922276	id-37399	1.15e-07	-	TGGCAGGGGAAGGAGCCCACCACCAGGAGGCAGGA	UpstreamP1_CTCF	9
chr16	29922783	29922933	id-37400	1.28e-06	+	GAGCTCACAACAGTACTGACCTCAAGGGGGAGGAC	V_CTCF_BR	6
chr16	29924888	29925038	id-37401	1	+	NA	NONE	0
chr16	29928431	29928581	id-37402	8.56e-05	-	TAGCCAGCACCCAAGACAGCCACCAGGGGTTCTTG	UpstreamP1_CTCF	25
chr16	29955230	29955380	id-37403	1	+	NA	NONE	38
chr16	29963406	29963556	id-37404	2.01e-05	+	GCCGCAACTTGAGTTCTGACCACTAGGATGGACAA	Upstream_CTCF	24
chr16	29973133	29973283	id-37405	1	+	NA	NONE	38
chr16	30012194	30012344	id-37406	2.02e-06	+	CTCCAGGAAGAGAAGCCCTCCGCTGGGGGGCGCCC	UpstreamP1_CTCF	23
chr16	30016932	30017082	id-37407	2.25e-08	-	TTGCAGGGTCTCTGCCTCCCCAGCAGGTGGCAGAT	UpstreamP1_CTCF	40
chr16	30032970	30033120	id-37408	8.02e-08	-	GAGGAGTAGCAGGCGTCTCCCACTAGGTGGCAGCA	UpstreamP1_CTCF	40
chr16	30039358	30039508	id-37409	2.1e-05	-	CTGCCCTGACTCCTCCAGGCCACTTGGGACCTCTC	UpstreamP1_CTCF	1
chr16	30043659	30043809	id-37410	8.53e-09	-	GGTGCTTTCCTACAGATTGCCGCTAGAGGGCAGCA	Upstream_CTCF	40
chr16	30053307	30053457	id-37411	1	+	NA	NONE	25
chr16	30066449	30066599	id-37412	4.31e-07	-	GCCCGGAGGAACCTTGCTTCCTGCAGGGGGAGCTA	V_CTCF_BR	40
chr16	30075392	30075542	id-37413	1	+	NA	NONE	37
chr16	30080224	30080374	id-37414	2.18e-07	+	CCCGTTATGCCAGTATCTGCCAGCAGGTGGGCCTG	Upstream_CTCF	40
chr16	30087146	30087296	id-37415	1	+	NA	NONE	30
chr16	30093997	30094147	id-37416	1	+	NA	NONE	35
chr16	30096767	30096917	id-37417	3.09e-07	+	CCAGTCAGCTTGCCCAGGGCCTCCAGGGGCCGCTG	V_CTCF_BR	7
chr16	30103327	30103477	id-37418	8.19e-06	+	TTGCCTCCCTGGGACGCTGCCCCTAGGCGGCGGCC	UpstreamP1_CTCF	40
chr16	30103908	30104058	id-37419	6.37e-07	-	TGGCTCCAGCCCGGCCTGGCCGCCAGGGAGCGCCA	UpstreamP1_CTCF	40
chr16	30123521	30123671	id-37420	7.84e-05	+	GAGCCAGGCCTCTCTCACGCCCCCGGTGGCCGCCC	V_CTCF_BR	36
chr16	30124160	30124310	id-37421	2.89e-09	+	TGGCGGGATGTGCAGGCCACCTCCAGGGGGCGCCA	V_CTCF_BR	40
chr16	30135887	30136037	id-37422	1.37e-05	-	AAGGAAATGCCAACCTCAGTCACTAGAGGGGAATC	Upstream_CTCF	35
chr16	30154508	30154658	id-37423	5.52e-05	+	CTCCACTGTGTGGCACTGTGTGCTAGGGGGTGACC	UpstreamP1_CTCF	26
chr16	30198729	30198879	id-37424	3.6e-07	+	GCTTCAGCCGCATGAGTGAGCGGCAGGTGGCGCTG	Upstream_CTCF	40
chr16	30347449	30347599	id-37425	1.59e-06	+	TGACCTGAGCGGCCTGTCCCCAGCAGAGGCCACTA	V_CTCF_BR	3
chr16	30353397	30353547	id-37426	1.24e-05	+	AGAACAGTTGGGCAGACACACACCAGGGGGTGCAA	V_CTCF_BR	25
chr16	30364283	30364433	id-37427	6.74e-08	+	TTTGGAGTTGTAGAACTGACCACCAGGGGGGTCCA	Upstream_CTCF	36
chr16	30366936	30367086	id-37428	1	+	NA	NONE	27
chr16	30370014	30370164	id-37429	8.97e-05	+	GCAGCAGGACCAGGGCCACCCGGAAGATGATCTTA	Upstream_CTCF	7
chr16	30375771	30375921	id-37430	2.19e-05	-	TGTTCTATAGACCAAGCTTCCTCCAGATGTCAGTA	Upstream_CTCF	12
chr16	30381408	30381558	id-37431	8.97e-05	+	CCATGACGGCGCGGCGGGGCCACCAGGGGCGCCGT	Upstream_CTCF	9
chr16	30382406	30382556	id-37432	5.01e-06	-	GACTATCCCTGGGCTGGCACCGCCTGCTGGCAGCA	V_CTCF_BR	40
chr16	30389897	30390047	id-37433	2.96e-05	+	CGGATCAGCTTCTCGGTGTCCGCCAGAGGCAGCAT	V_CTCF_BR	37
chr16	30406598	30406748	id-37434	3.63e-06	-	ACCTTGGAGGAGCTGCGGGCCTGTGGGGGTCGCCC	V_CTCF_BR	27
chr16	30406953	30407103	id-37435	3.41e-11	+	CGCCCGGTGCCCGCGCTGGCCGGCAGAGGGCAGCG	V_CTCF_BR	33
chr16	30411521	30411671	id-37436	7.91e-05	+	CGGCGCTGCAGAGACAAGGCAGCAAGGAGGAGGAA	UpstreamP1_CTCF	7
chr16	30418508	30418658	id-37437	7.31e-05	-	CTGCTCCGCCCGAAATAGGCCACGTGCGCTCCCGC	UpstreamP1_CTCF	21
chr16	30420894	30421044	id-37438	2.46e-08	-	CCCCCAGCACCCAGCAGGCCCACTAGGGGGCAGCA	V_CTCF_BR	40
chr16	30429557	30429707	id-37439	1.28e-06	-	GGTGGCAGTGGCGGCCGTGGCGCCAGGGGGCAGCT	V_CTCF_BR	26
chr16	30441528	30441678	id-37440	2.38e-07	+	CGCGTCACTTCGTTTATGGGCGCCAGAGGGCGCCA	V_CTCF_BR	40
chr16	30441836	30441986	id-37441	1	+	NA	NONE	4
chr16	30456775	30456925	id-37442	5.67e-06	-	AGGGCTGAGGCTGCAAGGTCCCGCAGGAGGCGCTG	Upstream_CTCF	40
chr16	30461189	30461339	id-37443	1.52e-07	+	TTCCACCTACACGCATCACCCTCCAGGGGGCGCCC	V_CTCF_BR	40
chr16	30493783	30493933	id-37444	1.56e-06	+	GCTGCAGGGTTGATATTAGACTGTAGAGGGGGCAA	Upstream_CTCF	37
chr16	30503313	30503463	id-37445	1.03e-05	+	CTGCTCTGCACAGAGACCATCAGATGGGGTCAGTG	UpstreamP1_CTCF	2
chr16	30510778	30510928	id-37446	5.41e-06	+	AATGCTCTGGGATGAGCTACCTGCAGGGGCAGGCT	Upstream_CTCF	2
chr16	30518156	30518306	id-37447	5.65e-05	-	TCCTGGCTGCCTGGGGCTCAAAGAAGGGGGCAGTG	V_CTCF_BR	0
chr16	30527919	30528069	id-37448	2.43e-06	+	CAGAGCACACTGTGGGAGCCCAGGAGGGGGAGCTG	V_CTCF_BR	5
chr16	30530005	30530155	id-37449	8.13e-06	+	TTGGAAGCCCCAGGAACAGGCAACAGAGGGAGCCC	Upstream_CTCF	4
chr16	30533570	30533720	id-37450	4.01e-05	-	GGTGGCGAGATGGAAGGTTCAGGCAGAGGGAGCTG	V_CTCF_BR	4
chr16	30538374	30538524	id-37451	2.37e-05	+	GGAGCGACGCTTCCCGGCGCCAGCGGGGGCGGTGT	Upstream_CTCF	40
chr16	30538822	30538972	id-37452	8.19e-06	-	TGGCACCTCCCTCCCACTACCTCCTGAAGGCGCTT	UpstreamP1_CTCF	21
chr16	30539057	30539207	id-37453	1	+	NA	NONE	8
chr16	30545865	30546015	id-37454	5.65e-05	+	GATCCCGCCCCGTTTGGGTCCCGGGGAGGGAGCGG	V_CTCF_BR	13
chr16	30547113	30547263	id-37455	4.65e-05	-	GAAGCCAAGAGCCTGGCTGCAGCTAGAGGGAGACA	V_CTCF_BR	40
chr16	30569206	30569356	id-37456	1	+	NA	NONE	20
chr16	30597072	30597222	id-37457	4.01e-05	+	GGCCCCGCAACACCACTAACCGATAGATGGCGTAC	V_CTCF_BR	32
chr16	30609584	30609734	id-37458	6.73e-07	-	GGGCACATCCCACATTGCCCCTGCAGGGGGCAGAA	UpstreamP1_CTCF	40
chr16	30621277	30621427	id-37459	7.73e-06	+	TCCCTGCGCAGGGAGCGGAGCCGAAGGTGGCGCCA	V_CTCF_BR	12
chr16	30626808	30626958	id-37460	6.51e-07	-	ACTGCAGCCACCTCTTCCACCTGAGGAGGGCGCTG	Upstream_CTCF	39
chr16	30640184	30640334	id-37461	1.38e-07	-	TGCTTACTTCCAACAGCTGCCGCCAGGTGGAGCCA	Upstream_CTCF	40
chr16	30649394	30649544	id-37462	1.41e-06	-	CAGCATCCCTAGCCTCTACCCACTAGATGTCAGTA	UpstreamP1_CTCF	40
chr16	30658803	30658953	id-37463	2.29e-05	+	GTTCTGCTGGCCACCCTGCCCTGCAGAAGCAGGGA	UpstreamP1_CTCF	1
chr16	30661956	30662106	id-37464	8.23e-05	+	GGGCGGTGTCCAGAGGCTCCGAGAAGAAGGCCATC	UpstreamP1_CTCF	28
chr16	30662711	30662861	id-37465	4.14e-06	+	GGACACCCGCTCCGGGCGACCGGCCGGGGGCGCCC	V_CTCF_BR	40
chr16	30669347	30669497	id-37466	3.42e-08	-	AGGCGTTGGGGGCGGTTGGCCGCCGGGGGGCGCGC	V_CTCF_BR	40
chr16	30670551	30670701	id-37467	2.34e-06	+	CCGTCGCGGCCCCGCCGAGCCCGCAGGGGGGGCCC	UpstreamP1_CTCF	22
chr16	30671277	30671427	id-37468	1.28e-06	+	GGGGGTTTCCGAGGGGCAGCAAGGAGGGGGCAGTG	V_CTCF_BR	30
chr16	30676629	30676779	id-37469	8.19e-06	+	CGGCCGTCTCCTTTGGCTCCCTGCAGGGGGCCTTC	UpstreamP1_CTCF	8
chr16	30681554	30681704	id-37470	2.6e-07	+	TGGGGCCAGCAGGAGATGACCAACAGGGGGCAGGA	V_CTCF_BR	30
chr16	30705340	30705490	id-37471	3.73e-09	-	GTGTAATGGGAGCTGTTGGCCAGGAGGTGGCAGTG	UpstreamP1_CTCF	40
chr16	30733836	30733986	id-37472	9.29e-06	+	AATGTGGTGCACCTCGTGTCAGCAGGGGGGCAGCA	Upstream_CTCF	28
chr16	30773625	30773775	id-37473	4.94e-06	+	CCTGCTGGTGAGGGCTCTGGCGCCGGGGGGGACGG	Upstream_CTCF	13
chr16	30787323	30787473	id-37474	6.9e-05	+	AGAGACGCGGCCACCTTCGCCCCTGGAGAGCGCCA	Upstream_CTCF	6
chr16	30788024	30788174	id-37475	3.71e-05	-	GGTACCGCTGCCACTGGGACCACTAGGGGTGGTAA	Upstream_CTCF	35
chr16	30789404	30789554	id-37476	1.22e-07	-	CAGCAGGACTGCAGAGTGGCCGCCTGGTGGCTCTG	UpstreamP1_CTCF	8
chr16	30793287	30793437	id-37477	2.11e-08	+	GAGCAGCGGTAGGGTCTGGCCCCCAGGGGGCTCCT	UpstreamP1_CTCF	7
chr16	30798879	30799029	id-37478	1	+	NA	NONE	5
chr16	30809318	30809468	id-37479	1	+	NA	NONE	35
chr16	30816844	30816994	id-37480	1.11e-05	+	GCCTCCGCTCCTAGAGAGGCCCACGGAGGGCGCCG	Upstream_CTCF	27
chr16	30825694	30825844	id-37481	3.71e-10	-	CGCCCGGTTCCGAAACGGACCAGCAGGGGGCGGCC	V_CTCF_BR	40
chr16	30841136	30841286	id-37482	4.68e-07	-	CCTCACCAGCCTGCCTCAACCACCAGGGGCCAGAC	V_CTCF_BR	32
chr16	30850482	30850632	id-37483	1.7e-05	-	AGTGTGGTACACATTCTGTCCTCTAGAGAGGCCAC	Upstream_CTCF	26
chr16	30856124	30856274	id-37484	4.14e-06	+	AACATGATGTTATGCTTTGTCAGTAGAGGGCGCTG	V_CTCF_BR	40
chr16	30879196	30879346	id-37485	7.78e-06	-	GCTGTGTTCCCTCCTGGAGGCTCTAGGGGACAGTC	Upstream_CTCF	39
chr16	30886162	30886312	id-37486	3.24e-06	-	AGTGCGGCTGCAAGAGCGGGCGCCCGAGGGCGTTC	Upstream_CTCF	12
chr16	30888349	30888499	id-37487	2.72e-06	+	CAGCAAGGAGGAGAGTGGAACACCAGGGAGCGGTA	UpstreamP1_CTCF	22
chr16	30905495	30905645	id-37488	2.38e-07	-	CAACTCCCGCTCTCGGCGGCGGGCAGGGGGCGCTG	V_CTCF_BR	39
chr16	30913542	30913692	id-37489	4.1e-06	-	CGGGCCTGGCGCGCCGCGTCCTCCAGGCGGCGCAG	Upstream_CTCF	37
chr16	30914946	30915096	id-37490	1.21e-06	-	ATCCACTTCCTGTTCTGGGCTGGCAGAGGGCACCA	UpstreamP1_CTCF	4
chr16	30933015	30933165	id-37491	1.73e-06	-	CGTCTGTTACCGAGCACTGCTCCCAGGGGGCGCTC	UpstreamP1_CTCF	39
chr16	30946582	30946732	id-37492	2.08e-07	+	ATGCAGTGTGGAAGGATGTACAGAGGGTGGCGCTG	UpstreamP1_CTCF	40
chr16	30953347	30953497	id-37493	1.61e-05	-	TTGTCATAGCACCTGGCGGCCATAGGGGGGAGACA	UpstreamP1_CTCF	40
chr16	30961550	30961700	id-37494	9.81e-06	-	TGGGGCGGTTACTTGGCTGGCTACAGAGGGCGCAC	V_CTCF_BR	34
chr16	30965069	30965219	id-37495	3.36e-07	+	AACTAGAGGAACTGAATCGCCTGCAGGGGGAGCTG	V_CTCF_BR	40
chr16	30968400	30968550	id-37496	4.41e-06	-	ACCCGGATGGGAGGGACGGCCGGGAGGTGGAAAAA	V_CTCF_BR	37
chr16	30969549	30969699	id-37497	2.27e-06	-	CCGCGCCCCGATCCTCCGGCCGAAAGGTGGCACCT	V_CTCF_BR	10
chr16	30984294	30984444	id-37498	3.81e-05	+	TAGCGTGTGCAAAGGCCCTCCAGCAGGGGAAGCAG	UpstreamP1_CTCF	34
chr16	30988851	30989001	id-37499	1.03e-06	+	ATGCTGAAGCGTGAGGTGGTCTGTAGGGGGCGCTG	V_CTCF_BR	40
chr16	30991198	30991348	id-37500	6.39e-08	-	CGTGGGAGCGGAGGCTGCGCCTCCGGAGGGCGCCC	V_CTCF_BR	3
chr16	30996367	30996517	id-37501	6.53e-09	+	CCAGTGGAGCACAGAGCGGCCGCCAGGGGGCGCCT	V_CTCF_BR	40
chr16	30996857	30997007	id-37502	2.32e-08	+	CCAGCAGTAACAGGTGGTTGCAGCAGGTGGCAGCC	Upstream_CTCF	27
chr16	30998085	30998235	id-37503	3.24e-06	+	TCAGCAGTACCTGCCTTTGCCACCAGGTCCGTGGG	Upstream_CTCF	8
chr16	31000704	31000854	id-37504	1.03e-06	+	AATGGGACTCTGAGGGCTAACAGGAGAGGGCGGCC	V_CTCF_BR	0
chr16	31021395	31021545	id-37505	2.97e-06	-	GGGGTTGGAGGCCATGAAGACACAAGGGGGCAGGA	V_CTCF_BR	28
chr16	31027505	31027655	id-37506	3.45e-05	-	CGAACCAGTGCCAGCCAGACCACCAGATGGCCCAC	V_CTCF_BR	21
chr16	31037284	31037434	id-37507	6.48e-05	-	CTGCTTTGGACTGTCTGGGGGAGGAGGGGCAGATG	UpstreamP1_CTCF	25
chr16	31053599	31053749	id-37508	3.09e-07	-	ACCGGGAGGCGCTGCGGGGCCACCGGGAGGCGCAG	V_CTCF_BR	34
chr16	31086189	31086339	id-37509	1	+	NA	NONE	27
chr16	31089001	31089151	id-37510	1.85e-05	+	AGTGTGGTCGTGCTTACCGCCACCGGGGGAGCCTG	Upstream_CTCF	16
chr16	31090942	31091092	id-37511	1.95e-07	+	GCTGCAGGTTGGGCCCATCCCAGAAGGAGGCAGCA	Upstream_CTCF	6
chr16	31091646	31091796	id-37512	1	+	NA	NONE	1
chr16	31107272	31107422	id-37513	1.71e-06	-	AGCGTCTTGGTGACACCAGCCACTAGGTGTCAGGG	V_CTCF_BR	39
chr16	31117057	31117207	id-37514	5.97e-08	+	GGTGCATGTCCAACCTCCGCCGCCGGGGGCAGCAG	Upstream_CTCF	40
chr16	31128242	31128392	id-37515	1	+	NA	NONE	30
chr16	31141373	31141523	id-37516	2.1e-05	+	ACATCCTGACTGAGGTGGACCGGCAGGGGGCCCAC	Upstream_CTCF	8
chr16	31145996	31146146	id-37517	8.89e-06	+	CATGCACCTGTAGTCCCAGCCACTAGGGAGGCTGA	Upstream_CTCF	10
chr16	31153810	31153960	id-37518	5.23e-10	-	GGTGCCACTGCCTGTACGGCCGCCAGGGGGCGGCA	V_CTCF_BR	40
chr16	31155083	31155233	id-37519	8.02e-05	-	CTTGACATGCAGTCATCTGCCACTAGGGTGACTCT	Upstream_CTCF	6
chr16	31160354	31160504	id-37520	2.97e-06	+	AGTGAGCAGCGGAGAGGACCCAGGAGGGGGCGATG	V_CTCF_BR	0
chr16	31171102	31171252	id-37521	6.47e-09	-	GGAGCAGTTACTCTTCTTGCCACGAGAGGGAGCAC	Upstream_CTCF	37
chr16	31212281	31212431	id-37522	3.28e-05	+	TTAAGCCTGTTAAGAGCCAGCACCAGAAGGAGCCC	V_CTCF_BR	29
chr16	31226194	31226344	id-37523	3.97e-07	+	CGCAGGCACTCAGCACCAACCTGCAGCTGGCGCGC	V_CTCF_BR	4
chr16	31232164	31232314	id-37524	1.27e-06	+	CAGAAATACTGCCTGGTGACCAGCAGGTGAGAGCA	UpstreamP1_CTCF	2
chr16	31262253	31262403	id-37525	1	+	NA	NONE	1
chr16	31276565	31276715	id-37526	3e-06	+	GGGTATGGGCCCCCACCGTCCTCTGGGTGGCAGAA	UpstreamP1_CTCF	14
chr16	31286532	31286682	id-37527	5.01e-06	+	AAAGAAAAAGGCTCCCCTTCCTCTAGGGGGAGGTC	V_CTCF_BR	5
chr16	31297257	31297407	id-37528	6.82e-05	-	GAATGATAGATACTGCAGACTACCAGATGGAGGAG	V_CTCF_BR	2
chr16	31310410	31310560	id-37529	5.26e-07	-	TCTGCTGTACAACATTGCACCAATAGATGACAGTA	Upstream_CTCF	32
chr16	31345132	31345282	id-37530	9.4e-06	-	CTGGTATCACTTTCTCTGGCCACTAGAGCCCACTC	UpstreamP1_CTCF	39
chr16	31369364	31369514	id-37531	1	+	NA	NONE	1
chr16	31394001	31394151	id-37532	1.93e-05	-	CGCACCGGGGCCATGTCCCTCCCTAGAGGGCGCTC	V_CTCF_BR	40
chr16	31454445	31454595	id-37533	1.1e-06	-	CTCCTAGCGCCTCCTCCCGCCCCTAGGGGTCGCCG	V_CTCF_BR	39
chr16	31463206	31463356	id-37534	1.47e-05	-	GAACAATGCTGTCTTACAGCCTCTAGGGGCAGGCA	V_CTCF_BR	40
chr16	31465121	31465271	id-37535	3.22e-05	+	CTGTAACCTCAAGTACTTTTCTGCAGGGGACAGGC	UpstreamP1_CTCF	4
chr16	31467100	31467250	id-37536	2.94e-06	+	GCTGCCTTCATTTCTGTAACCTCCGGGGGGAGCTC	Upstream_CTCF	40
chr16	31469320	31469470	id-37537	1.26e-05	-	ACAGCTCCCACCTGCCCATCCACTAGGCGGCCCAC	Upstream_CTCF	37
chr16	31470352	31470502	id-37538	3.36e-07	+	CCAAGGCCGGGCCGCACCACCGCTGGGGGGCAGCG	V_CTCF_BR	40
chr16	31472117	31472267	id-37539	1.59e-06	-	AAACTGCTTTCACACATTGCCACTAGGAGGCACCA	V_CTCF_BR	40
chr16	31484163	31484313	id-37540	4.31e-07	+	GAGGGGCTTCCGGCCCCTGGCGGTAGAGGGCGCTG	V_CTCF_BR	38
chr16	31485543	31485693	id-37541	4.65e-05	+	TGAGTCCTGGATATCTGAGTCACTAGAGGGAGCGT	V_CTCF_BR	17
chr16	31489296	31489446	id-37542	4.24e-07	-	GCTGCAGGTCCCGCTGCGGCCACAGGGCAGTGACC	Upstream_CTCF	11
chr16	31496968	31497118	id-37543	1.24e-05	-	AGCAGCACCACGAAGAGCGCCTACGGGGGGCAGTA	V_CTCF_BR	0
chr16	31499984	31500134	id-37544	1.56e-06	-	CAGCAGCAGCTCGCGGTCGCCGGCGCGTGGCCGCA	UpstreamP1_CTCF	11
chr16	31580250	31580400	id-37545	7.73e-06	-	GACTGGCCGGGGTGGAGTTCCTGTGGAGGGCAGTC	V_CTCF_BR	5
chr16	31704624	31704774	id-37546	1.48e-06	-	TCCCCCACTCTGAAGGTGATCACCAGGTGGCGGCT	V_CTCF_BR	1
chr16	31708340	31708490	id-37547	3.81e-05	-	GGGAAAAGACTCCCTTTCTCCACCAGGGGATGCTC	UpstreamP1_CTCF	40
chr16	31711834	31711984	id-37548	1	+	NA	NONE	31
chr16	31719183	31719333	id-37549	5.08e-05	+	CAGCAACTTCAGAATGGCAGCCACATGGGGCGCCA	UpstreamP1_CTCF	3
chr16	31722670	31722820	id-37550	6.98e-07	+	GGCCTGTCTGCCCTCAGGCCCAGCAGGAGGCGCTA	V_CTCF_BR	21
chr16	31725947	31726097	id-37551	1.1e-06	-	GCTGTGAACCTCAGGGACACCTGAAGGGGGCGCTC	V_CTCF_BR	39
chr16	31750656	31750806	id-37552	3.4e-06	-	AGGCCCATTCCTAGGATGACCAGCAGATGTCTCAG	V_CTCF_BR	22
chr16	31870797	31870947	id-37553	1.22e-07	+	CTGTCACGCCTGCACAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	40
chr16	31880031	31880181	id-37554	1.87e-09	-	TTCCTCACTCTGAAGTTGGCCACCAGGTGGCGGCA	V_CTCF_BR	40
chr16	31881801	31881951	id-37555	1	+	NA	NONE	6
chr16	31892096	31892246	id-37556	1	+	NA	NONE	6
chr16	31967661	31967811	id-37557	1.96e-08	+	CCACCAGGGGGCGCTCAGGACACCAGGGGGCGCTC	V_CTCF_BR	20
chr16	31985682	31985832	id-37558	4.89e-09	+	CCTGCAGGGGCGCGCGGGGCAACCAGGGGGCGCTC	Upstream_CTCF	15
chr16	32007765	32007915	id-37559	9.55e-09	+	GGAGGAGAACCCAGAGTGGCCAGCAGAGGGCTCAG	V_CTCF_BR	14
chr16	32050233	32050383	id-37560	1.15e-07	+	CACCATGGGTTACTCAAAACCACCAGGGGGCGCTC	V_CTCF_BR	20
chr16	32050579	32050729	id-37561	2.74e-08	+	CGGGGGGGGTCACAGAGAACCACAAGGGGGCACTC	V_CTCF_BR	15
chr16	32077673	32077823	id-37562	6.86e-07	+	CCTGAAGGGGTCCCAGAAACGACTAGGGGGCGCCA	Upstream_CTCF	9
chr16	32176220	32176370	id-37563	3.88e-07	-	TATCATTTTTACATTCCCACCACCAGGGGGCAGGA	UpstreamP1_CTCF	11
chr16	32290024	32290174	id-37564	3.63e-06	+	CGGCGTCCTTGTTCAGGCGGCGCCGGGGGGCGCTC	V_CTCF_BR	3
chr16	32876764	32876914	id-37565	2.08e-07	+	CTGCGGTAGGCCTGGAAAGTCAGCAGGTGGCGCTG	UpstreamP1_CTCF	17
chr16	32909246	32909396	id-37566	1.61e-09	+	CGGGGGGGGGGCGCTCAAACCACCAGGGGGCGCTC	V_CTCF_BR	17
chr16	32934038	32934188	id-37567	8.61e-08	-	GAGCTGAGGGTCAGGCTTCCCAGCAGGGGGAGCCA	V_CTCF_BR	8
chr16	32951294	32951444	id-37568	5.01e-09	+	GGAGGAGAGCCCAGAGTGGCCAGCAGAGGGCTCAG	V_CTCF_BR	16
chr16	32993795	32993945	id-37569	1.15e-07	+	CACCATGGGTTACTCAAAACCACCAGGGGGCGCTC	V_CTCF_BR	22
chr16	33020937	33021087	id-37570	1.76e-09	+	CCTGAAGGGGTCCCAGAGACCACCAGGGGGCGCCA	Upstream_CTCF	15
chr16	33457327	33457477	id-37571	3.34e-10	-	CTGCAATTTCAAGTAACCACCACTAGGGGGTGGTG	UpstreamP1_CTCF	16
chr16	33458960	33459110	id-37572	4.68e-07	-	TAGCACACGTTTTCAGGCACCACTAGAGGGCAGGC	V_CTCF_BR	8
chr16	33483628	33483778	id-37573	1	+	NA	NONE	1
chr16	33537238	33537388	id-37574	7.44e-05	+	ACAGGCTGTGCAACATTATCCAGTAGGTAGCGACA	Upstream_CTCF	18
chr16	33539593	33539743	id-37575	1	+	NA	NONE	7
chr16	33605682	33605832	id-37576	1.28e-06	+	GGAACACAGGGTGGAATCAGCTGCAGGGGGCGCTC	V_CTCF_BR	17
chr16	33618899	33619049	id-37577	6.53e-09	+	TGGTAGATGCTGCTCACAACCACCAGGGGGCGCTC	V_CTCF_BR	31
chr16	33619130	33619280	id-37578	4.38e-09	+	ACACCAGGGTCCCTCAGAACCACCAGGGGGCGCTG	V_CTCF_BR	23
chr16	33630120	33630270	id-37579	3.41e-08	+	GCTGCAGGGGCATCTGAGACCACGAGGGGGTGTCC	Upstream_CTCF	8
chr16	33647104	33647254	id-37580	4.55e-09	-	CCTGAAAGGGTCCCAGAGACCACCAGGGGGCGCCA	Upstream_CTCF	14
chr16	33716154	33716304	id-37581	9.55e-09	-	GGAGGAGAACCCAGAGTGGCCAGCAGAGGGCTCAG	V_CTCF_BR	5
chr16	33740661	33740811	id-37582	4.89e-09	-	CCTGCAGGGGCGCGCGGGGCAACCAGGGGGCGCTC	Upstream_CTCF	9
chr16	33764141	33764291	id-37583	8.62e-10	-	CACCAGGGGGTGTTCAGGACCACCAGGGGGCGCTC	V_CTCF_BR	33
chr16	33798377	33798527	id-37584	9.51e-07	-	CTGGGACACCAGCTTTCTGCCGGCTGGGGGCAGAG	V_CTCF_BR	6
chr16	33871665	33871815	id-37585	1	+	NA	NONE	0
chr16	33889306	33889456	id-37586	1	+	NA	NONE	0
chr16	33935232	33935382	id-37587	2.19e-05	+	GCTGCGGCACGTACTAGACCCGGAAGGCGCAGGCG	Upstream_CTCF	26
chr16	33951243	33951393	id-37588	1	+	NA	NONE	27
chr16	33953106	33953256	id-37589	1	+	NA	NONE	40
chr16	33954323	33954473	id-37590	1	+	NA	NONE	29
chr16	33955728	33955878	id-37591	8.59e-05	-	AGGGGCAGGACCCTCCCCGGCACGGGGGGTCTGAC	V_CTCF_BR	40
chr16	33956395	33956545	id-37592	5.13e-05	+	GTTATTGAAAGTCGAGGTGACACGGGAGGGAGGTC	V_CTCF_BR	37
chr16	33957080	33957230	id-37593	1	+	NA	NONE	39
chr16	33959199	33959349	id-37594	1	+	NA	NONE	40
chr16	33961085	33961235	id-37595	1	+	NA	NONE	22
chr16	33963165	33963315	id-37596	9.25e-06	-	CGGAACACTCAGCTAAGAGCATCGAGGGGGCGCCA	V_CTCF_BR	37
chr16	33963350	33963500	id-37597	5.52e-05	-	TAGCGGTGCAATACAAATGCCCCCAGCTGTCCCTC	UpstreamP1_CTCF	0
chr16	33963877	33964027	id-37598	1	+	NA	NONE	40
chr16	33964894	33965044	id-37599	1	+	NA	NONE	38
chr16	33965547	33965697	id-37600	1	+	NA	NONE	22
chr16	33966261	33966411	id-37601	3.45e-05	-	GGCACCGCGCGGCCGAGAGTCGGAGGCGGGCGCGC	V_CTCF_BR	2
chr16	33973597	33973747	id-37602	1	+	NA	NONE	0
chr16	34022667	34022817	id-37603	1	+	NA	NONE	0
chr16	34256759	34256909	id-37604	5.21e-08	+	GAGCTGGAGACGTCGCTGAGCACCAGGTGGCGCCG	V_CTCF_BR	5
chr16	34281824	34281974	id-37605	6.51e-07	-	TGGGCAATTTCTGGAGCAGGCACAAGAGGTCAGCA	Upstream_CTCF	0
chr16	34288400	34288550	id-37606	2.97e-06	-	GGACCATTGCAAAGAGTCAACAGCAGGGGGCTGAA	V_CTCF_BR	2
chr16	34299375	34299525	id-37607	5.21e-08	+	GGAGGTGACTGTCAGGGCACCTGCAGGGGGCAGCA	V_CTCF_BR	3
chr16	34324091	34324241	id-37608	1	+	NA	NONE	0
chr16	34337266	34337416	id-37609	1.2e-08	-	TCAGTGCTGCCCACAGTGGCCACTAGAGGACGCCA	Upstream_CTCF	32
chr16	34423045	34423195	id-37610	1.03e-07	+	CCTGCGGGGCTGCCACCAACCACAAGGTGGTGCTG	Upstream_CTCF	20
chr16	34429159	34429309	id-37611	1.43e-05	+	CCAGCTGCAGGAATCAAAGACACTAGAGGCAGGCA	Upstream_CTCF	0
chr16	34429807	34429957	id-37612	1.84e-07	-	AATGCCATTATCCCCACCTCCAGCTGGGGGCGCCT	Upstream_CTCF	10
chr16	34474050	34474200	id-37613	1.55e-05	-	TCAAAAATTCTAAGGGCCACCTCTAGGTGGAGGCT	V_CTCF_BR	6
chr16	34507260	34507410	id-37614	8.71e-06	+	GGTAGTAAACAGGAGTCGGGCAGTAGGGGGCATTG	V_CTCF_BR	4
chr16	34545982	34546132	id-37615	1.65e-07	-	CTGCAGCCAATCACTCAGGCCACTGAGGGGCGCTG	UpstreamP1_CTCF	5
chr16	34625856	34626006	id-37616	1.01e-08	-	CAGTTATGCCCAGACATGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	40
chr16	34659760	34659910	id-37617	1	+	NA	NONE	1
chr16	34666561	34666711	id-37618	5.06e-11	-	GCTGCAATGCTAGTGCGGGCCACCAGGCGGCAGCA	Upstream_CTCF	36
chr16	34726754	34726904	id-37619	3.48e-06	+	GAGCGATGCCTTCCCTCTGCCACAAGGCGCCGCCT	UpstreamP1_CTCF	6
chr16	34740494	34740644	id-37620	8.9e-05	+	GGGCAGGACCTTTACCCCACCGCTAGGGACGGGCT	UpstreamP1_CTCF	3
chr16	34760703	34760853	id-37621	1.75e-07	-	CTGCAGACCAGCTCACCTTGCAGCAGGTGGCAGCC	UpstreamP1_CTCF	4
chr16	34787370	34787520	id-37622	5.37e-06	-	CTGCGCTGCGGGTCAGCTCCCGGCAGGGCGGGCAC	UpstreamP1_CTCF	2
chr16	34794831	34794981	id-37623	1	+	NA	NONE	0
chr16	34825368	34825518	id-37624	1.21e-09	+	CTGTTATGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	21
chr16	34860681	34860831	id-37625	1	+	NA	NONE	5
chr16	34968669	34968819	id-37626	6.67e-08	+	CTGCGGTGCCCCATGGTCTCCGCTTGGGGGCCCGC	UpstreamP1_CTCF	0
chr16	34981595	34981745	id-37627	2.58e-07	+	TTGGTTGTTCCTCCTGGTAGCACCAGGGGGCCACA	Upstream_CTCF	0
chr16	34983597	34983747	id-37628	1.7e-05	+	CCGTCAGGGTCTGTCCTGGCAGCCCGGGGGCGCCA	Upstream_CTCF	0
chr16	34986344	34986494	id-37629	6.82e-05	+	CCCGCCTGCACACCCACTGCGACCTGGGGCCTCCC	V_CTCF_BR	0
chr16	35043531	35043681	id-37630	2.75e-09	+	GCTGCAGTGCTAGCTGTGAACACCAGGGGAAGAAC	Upstream_CTCF	10
chr16	35143434	35143584	id-37631	3.86e-08	+	CCTTCAGTTCCTGCTGCTTCCTGAAGAGGGCACTC	Upstream_CTCF	26
chr16	35215924	35216074	id-37632	1	+	NA	NONE	0
chr16	46389055	46389205	id-37633	1	+	NA	NONE	0
chr16	46390104	46390254	id-37634	1	+	NA	NONE	0
chr16	46391235	46391385	id-37635	1	+	NA	NONE	0
chr16	46392171	46392321	id-37636	1	+	NA	NONE	0
chr16	46392622	46392772	id-37637	1	+	NA	NONE	35
chr16	46393189	46393339	id-37638	1	+	NA	NONE	0
chr16	46394371	46394521	id-37639	1	+	NA	NONE	0
chr16	46395364	46395514	id-37640	1	+	NA	NONE	0
chr16	46396648	46396798	id-37641	1	+	NA	NONE	0
chr16	46401198	46401348	id-37642	1	+	NA	NONE	0
chr16	46403353	46403503	id-37643	1	+	NA	NONE	0
chr16	46403647	46403797	id-37644	1	+	NA	NONE	0
chr16	46404936	46405086	id-37645	1	+	NA	NONE	0
chr16	46406510	46406660	id-37646	1	+	NA	NONE	0
chr16	46407651	46407801	id-37647	1	+	NA	NONE	0
chr16	46417216	46417366	id-37648	1	+	NA	NONE	2
chr16	46426252	46426402	id-37649	1	+	NA	NONE	0
chr16	46427543	46427693	id-37650	1	+	NA	NONE	0
chr16	46452223	46452373	id-37651	1	+	NA	NONE	0
chr16	46516924	46517074	id-37652	3.84e-06	-	GTGTAATTCTGACTTCAATCCCGTAGATGGTGCTT	UpstreamP1_CTCF	11
chr16	46588373	46588523	id-37653	2.78e-09	+	CTGTTATGCCTGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr16	46641559	46641709	id-37654	5.13e-05	-	AAATGTGGCATTTATCTCCCCACTAGATGGTGCTT	V_CTCF_BR	37
chr16	46655324	46655474	id-37655	8.99e-05	-	AAGAACAGCTGTCAGCCTGGGGCGAGGGGGCAGTG	V_CTCF_BR	15
chr16	46663377	46663527	id-37656	2.6e-06	+	GAAATTTGGCTTGCGTTTTCCACTAGAGGGCAGCT	V_CTCF_BR	40
chr16	46667027	46667177	id-37657	7.73e-06	-	GAGAGGCGTGTTCTCTCTGCCGACAGGTGGAGCGA	V_CTCF_BR	3
chr16	46682707	46682857	id-37658	1	+	NA	NONE	22
chr16	46707419	46707569	id-37659	2.31e-06	+	TCATAGCTGCCCATAGTGGCCACTAGAGGACGCCA	Upstream_CTCF	40
chr16	46722495	46722645	id-37660	4.48e-07	-	TCGGCCGTCCCCACGCCCTCCTGGAGGGGTCGCAG	Upstream_CTCF	39
chr16	46724032	46724182	id-37661	1	+	NA	NONE	40
chr16	46738701	46738851	id-37662	8.21e-06	-	AAAGGTTTTTTGAGGGCAGCCTCCAGAAGGAGCTA	V_CTCF_BR	14
chr16	46791298	46791448	id-37663	6.34e-08	-	CCAGCACTGCGCGGTCCCAGCACCAGAGGCCAGCA	Upstream_CTCF	10
chr16	46802811	46802961	id-37664	1	+	NA	NONE	1
chr16	46835482	46835632	id-37665	5.01e-06	-	TACTTTATTTAAATGGTAACCAGCAGAGGGAGCTT	V_CTCF_BR	39
chr16	46887958	46888108	id-37666	1.48e-06	+	TTGCAAAAGCCGGCATCCGGCGCTAGATGGCAGCT	UpstreamP1_CTCF	40
chr16	46891562	46891712	id-37667	1.72e-06	+	AGTGCAGTCCCCAATTTCCCCTCTAGTTGCAATCC	Upstream_CTCF	39
chr16	46892884	46893034	id-37668	1	+	NA	NONE	31
chr16	46918029	46918179	id-37669	2.94e-06	-	CGGGCCGGACCGGGACCGGACAGTAGGCGGGAGCG	Upstream_CTCF	18
chr16	46934521	46934671	id-37670	1.39e-05	+	CAGCCTGTGTCTTGTTCCCCCAGGTGATGGCACTA	V_CTCF_BR	6
chr16	46942890	46943040	id-37671	5.51e-07	-	ATAAAATACCCATCTACTGCCACCAGGTGGCGCTT	V_CTCF_BR	40
chr16	46952853	46953003	id-37672	3.28e-05	-	GGAACAAGTGACAGAGAAAACACCAGGTGTCGCAA	V_CTCF_BR	5
chr16	46963732	46963882	id-37673	3.73e-09	-	CCTCATTTCCCCGCTGTCGCCAGCAGGGGGCGATG	UpstreamP1_CTCF	40
chr16	46981842	46981992	id-37674	5.01e-06	+	TGGATGAAAAACTGTTTAAGCACCAGGGGGAGCTG	V_CTCF_BR	39
chr16	47008385	47008535	id-37675	1	+	NA	NONE	26
chr16	47052169	47052319	id-37676	6.51e-07	-	AGTGCACTCCTGCATTCTGACCACAGGTGGCACCT	Upstream_CTCF	39
chr16	47053593	47053743	id-37677	8.13e-06	+	TGAGCAATTAAAACTCCTTCCAAATGGTGGCACTG	Upstream_CTCF	34
chr16	47070240	47070390	id-37678	4.7e-05	-	GGGACACTTTCCCCCATGACACCTAGAGGGCATCA	Upstream_CTCF	12
chr16	47071782	47071932	id-37679	1.37e-08	+	GCTTCTGCACCGGCTCAGGCCGCCAGAGGGCGCGC	Upstream_CTCF	40
chr16	47077763	47077913	id-37680	4.14e-05	+	CTGCACTTCAGCCCGCGTGACAGAGCGAGACACTC	UpstreamP1_CTCF	4
chr16	47079090	47079240	id-37681	2.84e-05	+	AAGCAGGCATGCATGTCGGCCGTTAGAGGTCAGCT	UpstreamP1_CTCF	20
chr16	47084212	47084362	id-37682	9.25e-06	-	AGCAAGGTCAATACCCCCACCTGCTGGGGGAGGGA	V_CTCF_BR	17
chr16	47093991	47094141	id-37683	2.43e-06	-	TTCCAAAGAATGGCAGCTGCCACTAGGGGGATGGG	V_CTCF_BR	14
chr16	47095828	47095978	id-37684	8.16e-07	-	ATTCCTATCGCCGCATTCCCCAGCAGGGGGCTGTG	V_CTCF_BR	5
chr16	47108913	47109063	id-37685	1	+	NA	NONE	0
chr16	47144978	47145128	id-37686	1.48e-05	+	CTGTAATGACTTCCCTCTTCCACTAGACTGTGATG	UpstreamP1_CTCF	25
chr16	47166318	47166468	id-37687	1	+	NA	NONE	20
chr16	47175708	47175858	id-37688	1	+	NA	NONE	40
chr16	47177379	47177529	id-37689	4.4e-10	+	GGCGGCGCGCCAGCCTCGGCCCGCAGGGGGCGCCG	V_CTCF_BR	40
chr16	47178296	47178446	id-37690	5.12e-06	+	GGGCAGGGAAGCGCGGACATCGGCAGAGGGAGCCC	UpstreamP1_CTCF	38
chr16	47196707	47196857	id-37691	1	+	NA	NONE	20
chr16	47239128	47239278	id-37692	5.34e-06	+	GCAGCCTCCTGGCCTCTATCCACTAGATGCCAGTA	V_CTCF_BR	21
chr16	47292899	47293049	id-37693	1.15e-06	+	CCTGCCAGACCCTTTCCAACCATCAGGGGGAGTAC	Upstream_CTCF	40
chr16	47357286	47357436	id-37694	5.98e-05	+	TTGGGATTCTGCAGAGTCCCCACCAGGAGGACTCT	UpstreamP1_CTCF	18
chr16	47446752	47446902	id-37695	1.24e-05	+	ACACATTGCCATTCCTGAGCCAGTAGGAGGCTGTA	V_CTCF_BR	3
chr16	47458874	47459024	id-37696	4.88e-05	-	CTACTGCCACTAGATTCCACCACTGGGGGCAGGGC	UpstreamP1_CTCF	7
chr16	47495028	47495178	id-37697	1	+	NA	NONE	30
chr16	47605104	47605254	id-37698	3.88e-06	+	GAATACTTCAGCCTTTAGGCCAGTAGGAGGCACCC	V_CTCF_BR	13
chr16	47615142	47615292	id-37699	3.63e-05	-	ATAGACAGAGCCCATCCATCCTCTAGAGGGAGTTG	V_CTCF_BR	26
chr16	47694566	47694716	id-37700	5.12e-06	-	CTGCTGTCCCAGTTCAGGAGCACTAGGGGTGCTGC	UpstreamP1_CTCF	13
chr16	47728607	47728757	id-37701	3.91e-06	-	CGTGCACTGCCCAGGTAGGCAGACAGGAGGCCTTG	Upstream_CTCF	25
chr16	47808642	47808792	id-37702	1.26e-05	+	TTTGTTCTACTATGCCCTGCCCCCAGAGGTGGAAT	Upstream_CTCF	28
chr16	47907468	47907618	id-37703	1.37e-05	+	CCTCCACCACCCACATCAGCAGCTAGGGGGAGACA	Upstream_CTCF	40
chr16	47962005	47962155	id-37704	8.81e-07	-	ATAAGGGAATAAAAGCTGGCCACCTGGGGGAGCAG	V_CTCF_BR	14
chr16	48011681	48011831	id-37705	7.49e-05	+	AGAAAACTGTTTGTCTGCTCCTGCAGGGGGCATTT	V_CTCF_BR	7
chr16	48029333	48029483	id-37706	5.98e-05	-	AAGCATGGCCTGTGCCATGACGGTAGGGGGAGTCT	UpstreamP1_CTCF	27
chr16	48063807	48063957	id-37707	5.96e-07	+	CAGCCAGGCTGGGAGAAGACCAGGAGAGGGCAGGA	V_CTCF_BR	22
chr16	48075879	48076029	id-37708	6.37e-07	-	GTGGACTGTCGCTGTCCCACCTGCAGGGGGATCCC	UpstreamP1_CTCF	27
chr16	48087426	48087576	id-37709	5.74e-05	+	CGGCCTTGCCAGAGAGCCAGAGCCACGGGGCAGCA	UpstreamP1_CTCF	10
chr16	48089040	48089190	id-37710	5.68e-06	-	TGCGTGTTCCAGCTTGTTGCCACTAGGGGCTGCTG	V_CTCF_BR	40
chr16	48145938	48146088	id-37711	7.27e-06	-	ATCATTGCTTGTCACACCTCCAGGAGGGGGTGCTA	V_CTCF_BR	10
chr16	48147514	48147664	id-37712	8.43e-09	-	AGTTGGAAGAGGCAGGTAGCCACCAGGTGGCACAA	V_CTCF_BR	29
chr16	48151479	48151629	id-37713	9.55e-09	-	CTCTGACTCCCATGAGCGTCCAGCAGGTGGCGCCC	V_CTCF_BR	39
chr16	48160338	48160488	id-37714	1.73e-05	+	AACCTGGATGCCCTGTAGAACACTTGAGGGCAGCA	V_CTCF_BR	13
chr16	48170619	48170769	id-37715	1	+	NA	NONE	9
chr16	48190755	48190905	id-37716	2.02e-12	-	CGGCGGGGCCGGAAGGCAGCCAGCAGGGGGCGGCA	V_CTCF_BR	40
chr16	48197052	48197202	id-37717	7.49e-05	+	ACGATATTGTCCAGGGCTGCAGACAGAGGGCAGGG	V_CTCF_BR	4
chr16	48198889	48199039	id-37718	1.55e-08	-	CCGTCTTTTCCTTGAGCGACCAGCAGATGGCAGCC	V_CTCF_BR	38
chr16	48265855	48266005	id-37719	4.14e-05	+	TAGATCTCGCCTTGAGCAGCCAGAAGAGGGGGCAC	UpstreamP1_CTCF	40
chr16	48291655	48291805	id-37720	1.04e-05	-	AACACACTGCTGCCGCCCACAGCCAGGGGGCTCTC	V_CTCF_BR	39
chr16	48305730	48305880	id-37721	1	+	NA	NONE	20
chr16	48313172	48313322	id-37722	1	+	NA	NONE	1
chr16	48351654	48351804	id-37723	1.03e-06	-	GCCAGCCAAAGCTTTGTGGTCAGCAGGGGGCTCAA	V_CTCF_BR	16
chr16	48368375	48368525	id-37724	6.21e-05	+	CACTTCTTGCAGCAGTTGACTGCATGGGGGCGCAG	V_CTCF_BR	23
chr16	48387629	48387779	id-37725	5.12e-07	+	TCGCTCTGCCCTGTTCCACCCAGCAGGGGCAACAA	UpstreamP1_CTCF	38
chr16	48399685	48399835	id-37726	1	+	NA	NONE	28
chr16	48469312	48469462	id-37727	1.84e-06	-	GTTTCCATCAGGGGTGCTCCCGGCAGGGGGCAGCT	V_CTCF_BR	8
chr16	48531941	48532091	id-37728	2.6e-05	-	TAGCTGGTGTCCTGAGGGGGCAGCAGGAGCCCAGG	UpstreamP1_CTCF	1
chr16	48545019	48545169	id-37729	1.55e-05	-	GCCCCACCTGTGCCCACCACCAGCAGTTGCAGCCT	V_CTCF_BR	14
chr16	48560524	48560674	id-37730	1.28e-06	-	GATAACCTGGGCCAAGGAGCCACCAGGTGGAGTCA	V_CTCF_BR	34
chr16	48560966	48561116	id-37731	1.17e-05	+	AGCTTCCCTTCCATGGCCCACACCAGGAGGCAGCA	V_CTCF_BR	5
chr16	48565774	48565924	id-37732	1	+	NA	NONE	6
chr16	48568951	48569101	id-37733	2.47e-05	+	ACTGTGAAACGAGGGCTCTCCACTGGGTGGCCTCC	Upstream_CTCF	9
chr16	48573101	48573251	id-37734	1.15e-07	+	GCCACACTGCAGCATCTGGACGGCAGAGGGCAGCG	V_CTCF_BR	39
chr16	48576170	48576320	id-37735	4.31e-07	-	TGAAAGTGGACCCGCGGTGCCACTAGATGGCACTT	V_CTCF_BR	40
chr16	48638024	48638174	id-37736	4.88e-05	-	CAGTCTCAGTGCTAGTTCATCCCCAGAGGGAGCGC	V_CTCF_BR	5
chr16	48644097	48644247	id-37737	1.28e-06	-	GCCTTCACCCTACTCCCTTCCCCTAGGGGGCGGCG	V_CTCF_BR	33
chr16	48657226	48657376	id-37738	3.47e-09	-	CTGCGCTGGCGCCGCGAGAACAGCAGGTGGCGCCA	UpstreamP1_CTCF	40
chr16	48664432	48664582	id-37739	4.39e-11	-	CTGTAATGCCAGGCTGCTGCCACAAGGTGGCACTG	UpstreamP1_CTCF	40
chr16	48666351	48666501	id-37740	2.01e-05	-	AAGCAGAGCCCCTGGTGGACCTGCAGTGGACACAC	UpstreamP1_CTCF	7
chr16	48715591	48715741	id-37741	1	+	NA	NONE	10
chr16	48721483	48721633	id-37742	5.7e-05	+	CTGTCTGTTCTTGTTCCTAACGGTAGGGGTCATCA	Upstream_CTCF	39
chr16	48750768	48750918	id-37743	3.41e-07	+	CCTGCACTACAGTGACGTTCCAATAGGTGGGGTGC	Upstream_CTCF	6
chr16	48865365	48865515	id-37744	3.6e-07	+	GCTGCTGTTCCAACTTCTACCAACAGGAGTGTCTG	Upstream_CTCF	29
chr16	48868602	48868752	id-37745	2.19e-05	+	ACTGTTAGTTTTGGGCTGAAGGGCAGAGGGCAGCA	Upstream_CTCF	7
chr16	48895984	48896134	id-37746	7.78e-06	+	TGAGGAGTTCCTTTACCCCCAGGCAGGAGGCAGTA	Upstream_CTCF	28
chr16	48898091	48898241	id-37747	3.11e-05	+	CACCTGAAGCAGCTCTCAACCACTAGGGGCAGAAC	V_CTCF_BR	17
chr16	48935999	48936149	id-37748	6.37e-07	+	GAGCAGGGAGGCAACTCTGCCACCGGAGGGACCGC	UpstreamP1_CTCF	27
chr16	48937115	48937265	id-37749	2.81e-05	+	GAGAGGAGAAGCTCCTGGGCCACAGGGAGGCGATG	V_CTCF_BR	5
chr16	48944796	48944946	id-37750	1	+	NA	NONE	6
chr16	48945732	48945882	id-37751	1	+	NA	NONE	28
chr16	48952945	48953095	id-37752	2.19e-05	-	GGTGGAGTTCAGCAGGAAAACAGAGGAGGTCACTC	Upstream_CTCF	6
chr16	49034561	49034711	id-37753	1.02e-07	+	GAGCCCTTGCCTTACCTGGCCACAAGGGGGCGTAA	UpstreamP1_CTCF	37
chr16	49054120	49054270	id-37754	2.46e-06	+	CTGCAGTTTCCCATTTGTGCAGCCAGGGTGATGAA	UpstreamP1_CTCF	13
chr16	49083240	49083390	id-37755	8.79e-07	-	CTGCCCCCCTCGGATTTCTCCTCCAGAGGGGGCGC	UpstreamP1_CTCF	8
chr16	49092428	49092578	id-37756	1.04e-05	+	CCCAACCCAAGTAGCTGGAACTACAGGTGGCGCCA	V_CTCF_BR	12
chr16	49218029	49218179	id-37757	1.09e-06	-	GGTGTAGTAAATGTATACACCAAAAGGGGCCGCTG	Upstream_CTCF	30
chr16	49316169	49316319	id-37758	2.47e-08	-	GCTGCCCTCGCGCCCGCGCCCGCTGGGGGGCGCTC	Upstream_CTCF	15
chr16	49321609	49321759	id-37759	7.27e-06	+	GATTTGGCCAATGGAAGCACCTGTAGAGGGAAGAG	V_CTCF_BR	1
chr16	49364794	49364944	id-37760	1.34e-06	-	TATGCACCATCCTTCTACTCCAGCAGGGGGTCTCA	Upstream_CTCF	6
chr16	49372025	49372175	id-37761	5.34e-06	-	TCGCTTCACTGTACCAGTGCCTCCAGTGGTCAGCA	V_CTCF_BR	2
chr16	49382435	49382585	id-37762	4.65e-05	+	AGCAAGCATCTGAACACTTCCAAAAGGGGGCGATA	V_CTCF_BR	22
chr16	49382922	49383072	id-37763	5.77e-08	-	ACTCCTGCCAGGTCAGCTGCCACAAGAGGGCAGGG	V_CTCF_BR	18
chr16	49384518	49384668	id-37764	2.37e-09	-	CCTGCTATCTTGAGACCGACCAGCAGATGGCGGAA	Upstream_CTCF	40
chr16	49386969	49387119	id-37765	1.52e-07	-	GGAAGCTTCTTGGGGGTGGGCAGCAGGGGGAGCTG	V_CTCF_BR	39
chr16	49416966	49417116	id-37766	7.23e-07	+	GATGTAATAAGACCAATGGCCAGTGGGTGGTGTGG	Upstream_CTCF	28
chr16	49441950	49442100	id-37767	1.34e-06	+	TTCCCCTTCCCTTCCTGCGCCACCAGGTGGGGCTC	UpstreamP1_CTCF	40
chr16	49471385	49471535	id-37768	5.08e-07	-	CATTGCAGGCCACGGGAAGGCAGCAGAGGGCGGCA	V_CTCF_BR	5
chr16	49474419	49474569	id-37769	1.37e-05	+	GGTGTTTAACAGCCTCTACCCACTAGATGCCAGTA	Upstream_CTCF	6
chr16	49475288	49475438	id-37770	2.38e-07	+	ACTTGACAAACCCATTCCACCAGCAGTGGGCAGCA	V_CTCF_BR	28
chr16	49498849	49498999	id-37771	9.55e-09	+	CGCTGAGAGGCCCCGGGGCCCAGTAGGGGGCGCTG	V_CTCF_BR	33
chr16	49524019	49524169	id-37772	2.12e-06	-	TAGCCCTTCCCTTGCCAGGACTCCAGGTGGCACTT	UpstreamP1_CTCF	2
chr16	49526221	49526371	id-37773	1.76e-09	+	CCTGCAGCTGTGCCGCTGACCGCCAGGGGTCAGCA	Upstream_CTCF	40
chr16	49547081	49547231	id-37774	7.78e-06	+	TTCTCACTCCCTGGAACCACCACTGGGTGTCAGCC	Upstream_CTCF	24
chr16	49561602	49561752	id-37775	3.4e-06	+	ATTTACTCAAGTAACACAGCCAGATGGGGGCGGTG	V_CTCF_BR	15
chr16	49561966	49562116	id-37776	1	+	NA	NONE	7
chr16	49590521	49590671	id-37777	5.97e-08	+	CCTGCAGTTACTTCTTTATCCACAAGAGAGCACAG	Upstream_CTCF	37
chr16	49599885	49600035	id-37778	1.64e-06	-	CCAGGCCTCCTACCACTGACCACCAGGGGGTTTGC	Upstream_CTCF	18
chr16	49626924	49627074	id-37779	2.11e-08	-	TTGCTGTGGATAGCAGTCACCACCAGGGGTCCCCC	UpstreamP1_CTCF	40
chr16	49627418	49627568	id-37780	1	+	NA	NONE	24
chr16	49642838	49642988	id-37781	1.35e-05	+	GGGCAGTAACAAGGCCTTTCCCCATGGTGTCAGTA	UpstreamP1_CTCF	36
chr16	49672162	49672312	id-37782	1.93e-05	-	ACTGCGAGGACACCTTCAGCCAGACGGAGGAGCTG	Upstream_CTCF	0
chr16	49678097	49678247	id-37783	1	+	NA	NONE	31
chr16	49686504	49686654	id-37784	1	+	NA	NONE	7
chr16	49706790	49706940	id-37785	3.67e-07	+	GTGATCTATGGGCCAGCCTCCACCAGGAGGCACTC	UpstreamP1_CTCF	13
chr16	49738803	49738953	id-37786	1.84e-06	-	TGGGTGCAAAGGGTGGCCTCCTGGAGGTGGCAGTG	V_CTCF_BR	28
chr16	49743816	49743966	id-37787	1.04e-06	-	TCAGCATCCTTGGCATTGCCCACTAGATGCCAGTA	Upstream_CTCF	20
chr16	49773435	49773585	id-37788	6.18e-07	-	ACCGTTTTTCCCTCAGCCACCTACAGAGGGCGGGC	Upstream_CTCF	35
chr16	49784520	49784670	id-37789	5.38e-05	-	GCATCTTCTGTCTTTTTCCCCACTAGAGGGTAAAC	V_CTCF_BR	5
chr16	49789288	49789438	id-37790	1	+	NA	NONE	36
chr16	49835325	49835475	id-37791	1.43e-05	-	GTTGCACTTCACTGCTTATTCAGAGGTGGGCAGCA	Upstream_CTCF	17
chr16	49888980	49889130	id-37792	5.51e-07	+	GGAGAAGGCCTGGGCAGGGGCGGGAGGGGGCGCCA	V_CTCF_BR	4
chr16	49891080	49891230	id-37793	1	+	NA	NONE	39
chr16	49891669	49891819	id-37794	5.01e-09	+	TCTGCGAGGTTTTACCCAGCCGCCAGGGGGCGCCG	V_CTCF_BR	40
chr16	49910676	49910826	id-37795	5.21e-08	-	GGGCCCATGCCCAGGCCTGGCGGCAGGGGGCGCCC	V_CTCF_BR	40
chr16	49924875	49925025	id-37796	2.1e-05	-	CCAGTCACGCCGGTCTCTGCAGCTAGGAGGCAGAA	Upstream_CTCF	34
chr16	49952325	49952475	id-37797	1	+	NA	NONE	9
chr16	49955871	49956021	id-37798	3.09e-07	-	TCCTGAGAATTTCCAGCCACCAGAAGGGGGCAGAC	V_CTCF_BR	40
chr16	49985562	49985712	id-37799	3.45e-05	-	AGAACAAGGTGGTTTCTGCCCAGTTGGTGGCGTCA	V_CTCF_BR	4
chr16	49991876	49992026	id-37800	3.65e-05	+	GAGCTACTCATCTGTTGTGTCCCTAGGGGGAAGCA	UpstreamP1_CTCF	40
chr16	50055527	50055677	id-37801	3.09e-06	-	ACTGCAGGGCTTTTGTTTGCCTGAGGGGGGTGTGC	Upstream_CTCF	35
chr16	50058861	50059011	id-37802	1.03e-09	+	GCTGCAGTTCCTCCCCGGGGCAGCAGGCGACGCCA	Upstream_CTCF	40
chr16	50100337	50100487	id-37803	3.56e-05	-	GCTGCAGTCTCCCTGACGGCCAGGCTGGGGTCTAG	Upstream_CTCF	12
chr16	50101530	50101680	id-37804	3.56e-06	+	CTGGTTGTGCAGAGAATGGACTGCAGAGGGGGCAA	Upstream_CTCF	40
chr16	50170426	50170576	id-37805	3.97e-05	+	GGGTTGGGACCCACTGGGTCCACTGTGAGGCAGAC	UpstreamP1_CTCF	34
chr16	50186193	50186343	id-37806	1	+	NA	NONE	10
chr16	50240459	50240609	id-37807	1	+	NA	NONE	0
chr16	50244553	50244703	id-37808	1.85e-07	-	CTGTAGAGGAAAGCAGGCCCCAGCAGAGGGCAGGC	UpstreamP1_CTCF	40
chr16	50247958	50248108	id-37809	1.55e-07	+	CTTGTCATACCAAAAAGTACCAGTAGAGGGTAGCA	Upstream_CTCF	40
chr16	50279932	50280082	id-37810	1.74e-08	+	CCAGGCCTGGGACACGCGGCCAGCGGGGGGCGCCT	V_CTCF_BR	31
chr16	50285622	50285772	id-37811	4.88e-05	+	TGTCATTGTCCCCGCCTGGCCTCCGGGGGCTCCCA	UpstreamP1_CTCF	7
chr16	50299233	50299383	id-37812	2.18e-07	+	GTGAGTCCTATGCCTGTCTCCACCAGATGGCAGAC	V_CTCF_BR	38
chr16	50308941	50309091	id-37813	1	+	NA	NONE	9
chr16	50331642	50331792	id-37814	1.37e-05	-	CCTGTGCTCTGGCTTCTGGCCAGGAGGGAGCTAAG	Upstream_CTCF	4
chr16	50350970	50351120	id-37815	1	+	NA	NONE	8
chr16	50351228	50351378	id-37816	6.21e-06	+	CTAGCAGTGACCAGGGCTGCCCGGCGGGGGCTCTC	Upstream_CTCF	8
chr16	50357616	50357766	id-37817	8.89e-06	+	CCATCAGAGCCAACTGTTTCCACTAGATGTCCTCG	Upstream_CTCF	38
chr16	50361061	50361211	id-37818	3.63e-06	+	CCTTAAACCATGAAAGTGGCCTACAGAGGGAGCTG	V_CTCF_BR	39
chr16	50388896	50389046	id-37819	2.78e-06	-	CGTATTATTCTCTCCTTTTCCAGTAGATGGCAGTA	V_CTCF_BR	37
chr16	50402897	50403047	id-37820	1.03e-09	-	GCTGCAGCACCACCTCCGGTCGCCAGGGGCCGCCA	Upstream_CTCF	40
chr16	50406159	50406309	id-37821	2.31e-06	+	TGTGGAGGAGAAAGCCTGGCCACTGGGGGGTGTGG	Upstream_CTCF	38
chr16	50406971	50407121	id-37822	8.89e-06	-	CCTGCTGAACCAGCCTCAGCCTCTTGAGGCCTCTC	Upstream_CTCF	6
chr16	50408700	50408850	id-37823	1.1e-06	+	GGAGGACAGAGCACTGGAGCCAGGTGAGGGCAGTG	V_CTCF_BR	38
chr16	50415704	50415854	id-37824	8.99e-05	-	TCTGGTGAAGTGAAAGCCTGGGGCAGGGGGCGCTG	V_CTCF_BR	4
chr16	50416098	50416248	id-37825	7.8e-08	-	CGACCACTCTGCACAGTTACCACCAGAGGGCAGCT	V_CTCF_BR	27
chr16	50482480	50482630	id-37826	3.16e-06	-	GTGTGGATCCCAACAGTGGCCACAAGAAGGAGTGC	UpstreamP1_CTCF	30
chr16	50498645	50498795	id-37827	1.09e-06	+	GCCGCCACACCTGCGATTGCCTCCAGGGGGCTATT	Upstream_CTCF	30
chr16	50536184	50536334	id-37828	5.01e-06	+	GGCTTTTGCTTGGGTTTGGCCAATAGGAGGCACCG	V_CTCF_BR	3
chr16	50543606	50543756	id-37829	4.96e-08	-	AGTGCAAAACCTGAACTCAGCCCCAGGGGGCGCTC	Upstream_CTCF	40
chr16	50574438	50574588	id-37830	5.12e-06	-	ATGAACTGCAATGAGGAAGCCTGCGGGTGGAGCTG	UpstreamP1_CTCF	9
chr16	50581351	50581501	id-37831	5.96e-07	+	ACACGGACCCACAGTGTCCCCAGAAGGGGGCAGGC	V_CTCF_BR	29
chr16	50591865	50592015	id-37832	7.07e-08	+	CCGGGGAACACACACCCTGCCTCAAGGGGGCAGTG	V_CTCF_BR	14
chr16	50625930	50626080	id-37833	1	+	NA	NONE	4
chr16	50627750	50627900	id-37834	5.92e-05	+	AGGGAAAATCAAAGTGTTCCCAGAAGAAGGAGGAA	Upstream_CTCF	35
chr16	50644296	50644446	id-37835	7.82e-06	-	CTGCTCTCACCAGACCTGGCCACGCGGTGGCCTAC	UpstreamP1_CTCF	2
chr16	50644981	50645131	id-37836	2.97e-06	+	GCCACGTTCCCCTGCATGGCCTCCAGGAGTCACTG	V_CTCF_BR	27
chr16	50645420	50645570	id-37837	2.62e-07	+	CTGGAGTTGGTGGTTCTGCCCAGCAGGGAGCAGTG	UpstreamP1_CTCF	26
chr16	50661530	50661680	id-37838	7.73e-06	-	TTTCCTGCATGAACGAACGCCTGAAGGGGGAGCAG	V_CTCF_BR	36
chr16	50668980	50669130	id-37839	4.44e-06	+	GTGCAGAACCCTGGGGCTAGCAGTGTGGGGCGCTA	UpstreamP1_CTCF	6
chr16	50670924	50671074	id-37840	5.17e-06	-	TGAGAGATGACCCTTATGACCACCAGGAGGGGATG	Upstream_CTCF	4
chr16	50678787	50678937	id-37841	8.34e-07	-	CAGTTTTGGCAGCTCCTTGCCACTGGGGGGTGGTC	UpstreamP1_CTCF	38
chr16	50688074	50688224	id-37842	1	+	NA	NONE	4
chr16	50699392	50699542	id-37843	3.42e-09	-	CCTGCAATTTAAAAAGTAGACAGCAGATGGCGCTG	Upstream_CTCF	40
chr16	50701533	50701683	id-37844	2.6e-07	+	GGGAGTCAACTTAGCCCTACCAGCAGGTGGAACTA	V_CTCF_BR	27
chr16	50702620	50702770	id-37845	9.49e-08	+	GGGAGCCAACCTACCCCTACCAGCAGGTGGAACTG	V_CTCF_BR	7
chr16	50705682	50705832	id-37846	2.43e-06	+	GGGGCGTCTACAGTTTTTACCACAAGGTGTCGCTG	V_CTCF_BR	40
chr16	50710719	50710869	id-37847	2.02e-06	+	CTGTAAGAAAAGATCTGTTCCAGGAGATGGCACTA	UpstreamP1_CTCF	6
chr16	50711459	50711609	id-37848	3.1e-07	-	TTGTCATTCCCTCTGCCTGCCAGGAGGGGGCATGA	UpstreamP1_CTCF	38
chr16	50717754	50717904	id-37849	2.72e-06	+	CATCTCCGCCTCCCCCTGCCCAGCAGAGGGCCTGG	UpstreamP1_CTCF	4
chr16	50744040	50744190	id-37850	3.6e-07	-	ACTGCCGTTATCATTACTGACACCAGGAGGAGTTC	Upstream_CTCF	1
chr16	50754075	50754225	id-37851	2.04e-05	+	GGCTAGGGGAGGACAGTGCCCACGAGCTGGTGACA	V_CTCF_BR	13
chr16	50760036	50760186	id-37852	5.28e-05	-	CCTGACAAACCCATGATGGTCACTAGGTGGGTTCA	Upstream_CTCF	8
chr16	50781596	50781746	id-37853	4.21e-05	-	TGGTGTGTTTGTTTTAATTCCACTTGAGGGCACTG	V_CTCF_BR	37
chr16	50815150	50815300	id-37854	1.21e-05	+	CTCGGTATTTCACCTGTGCCCTGAAGAAGGCGCTG	Upstream_CTCF	30
chr16	50840220	50840370	id-37855	7.54e-08	-	GCGCCATAACCAGTAATGACCACAAGATGGCGCTG	UpstreamP1_CTCF	40
chr16	50840548	50840698	id-37856	1.99e-07	-	CCGACCTTACGGCATTCGCCCAGTAGATGGCGCTA	V_CTCF_BR	39
chr16	50848532	50848682	id-37857	1	+	NA	NONE	3
chr16	50855622	50855772	id-37858	3.73e-06	+	CAAGGGATGCCCAGGGCTGCCAGCAGGCGTCAGTA	Upstream_CTCF	36
chr16	50857204	50857354	id-37859	1	+	NA	NONE	19
chr16	50874368	50874518	id-37860	2.27e-05	+	AAAGGAAGTGGCAGATCTTCAGGCAGGGGGCAGCA	V_CTCF_BR	21
chr16	50897398	50897548	id-37861	1	+	NA	NONE	4
chr16	50918139	50918289	id-37862	3.83e-09	-	GCCACACCGATTGCCGTCACCAGCAGGTGGCGCTA	V_CTCF_BR	38
chr16	50918558	50918708	id-37863	6.51e-07	-	CCTGCACCTTTTAGATGCCACTCCAGGGGGCAAGC	Upstream_CTCF	4
chr16	50936505	50936655	id-37864	1	+	NA	NONE	12
chr16	50952708	50952858	id-37865	3.28e-07	-	CTGCAAGTTGCATTGCACAACTGCAGGGGGCACCA	UpstreamP1_CTCF	9
chr16	50976164	50976314	id-37866	2.27e-06	-	AGACAGAGTGGGACTTCTGACAGTAGGGGGCTCTC	V_CTCF_BR	4
chr16	51030204	51030354	id-37867	1.47e-05	+	AAGGATCGGGACTGGCCGGAAGGTAGGGGGCACTC	V_CTCF_BR	4
chr16	51073672	51073822	id-37868	3.88e-06	+	CCTTTTCCAGGCCACTTCTCCTGCTGGGGGCAGTG	V_CTCF_BR	12
chr16	51083718	51083868	id-37869	1	+	NA	NONE	10
chr16	51096106	51096256	id-37870	2.18e-07	+	CCAGCAGGTGAGTGAGTAGCCACCAGGGGCTGGTG	Upstream_CTCF	12
chr16	51118672	51118822	id-37871	2.6e-06	-	TGGTTAAAATGACTTGGTGCCTCTAGGGGGAAGCA	V_CTCF_BR	8
chr16	51153556	51153706	id-37872	2.1e-05	-	CTGCAGAGCCTCAGACTGGCAGTGAGGGGTCAGTG	UpstreamP1_CTCF	6
chr16	51154842	51154992	id-37873	4.44e-06	+	TAGCAACCCTGCCCTCTGCCCACTGGATGCCAATA	UpstreamP1_CTCF	1
chr16	51160002	51160152	id-37874	5.55e-07	-	AGTGCAACCACAGATGAGTCCAGCAGGGGCAGGTT	Upstream_CTCF	12
chr16	51171227	51171377	id-37875	7.82e-06	+	GCGCTGCTGCATACTGATTCCAGAAGCTGGAAGGA	UpstreamP1_CTCF	1
chr16	51172256	51172406	id-37876	7.17e-05	+	GGTGCACTTAGCGAGACAACAGAGAGAGGCCGCTG	Upstream_CTCF	2
chr16	51174199	51174349	id-37877	8.61e-08	+	GCCACTCTCTTCGCTTTTGCCACCAGAGGGTGGCA	V_CTCF_BR	6
chr16	51180202	51180352	id-37878	5.48e-05	+	CATGGATGAATCAAACTGAACACTAGATGGGGTTC	Upstream_CTCF	33
chr16	51186083	51186233	id-37879	8.56e-05	+	CCGCCACCCCATCCCCTCCCCGCCAGGGGCACTGA	UpstreamP1_CTCF	21
chr16	51193926	51194076	id-37880	1	+	NA	NONE	13
chr16	51235668	51235818	id-37881	4.03e-06	+	CTGCTATTTCTTATCCCCACCACATGGAGTCACTG	UpstreamP1_CTCF	24
chr16	51288989	51289139	id-37882	8.64e-05	+	TGTGTCTGTCTCTCCCATTACACTGGGTGGCTCTA	Upstream_CTCF	1
chr16	51336079	51336229	id-37883	8.64e-05	-	AGATCTGGTATCTTCATCACCACTAGAGGTAGTAC	Upstream_CTCF	17
chr16	51337143	51337293	id-37884	1	+	NA	NONE	4
chr16	51371722	51371872	id-37885	3.73e-06	-	CAAGGGATGCCTGGAGCCGCCACCAGGGGCTAAAA	Upstream_CTCF	34
chr16	51408435	51408585	id-37886	1	+	NA	NONE	15
chr16	51410115	51410265	id-37887	4.41e-06	+	TATGGTTGTGCACTGCACAACTCCAGGGGGCGCTG	V_CTCF_BR	27
chr16	51443334	51443484	id-37888	1.5e-05	-	ATATCAGTTCACTATTCCCACAGCAGATGGCTGGC	Upstream_CTCF	3
chr16	51495251	51495401	id-37889	5.98e-05	-	CTGGAGGCTGCTACCCTGAGCTCCAGGTGACTGGG	UpstreamP1_CTCF	7
chr16	51559057	51559207	id-37890	4.01e-05	-	AAATCTTTGCTCCCAGGCCTCGGCAGGTGGCAGTG	V_CTCF_BR	31
chr16	51591119	51591269	id-37891	1	+	NA	NONE	20
chr16	51678277	51678427	id-37892	2.04e-05	-	GGTAGGGAGCTGAGGATGTCCACTAGGGGCCATTC	V_CTCF_BR	8
chr16	51719504	51719654	id-37893	2.15e-05	+	GAGGAAGGAAACATTTTAGCCTGTAGGGGCCACCT	V_CTCF_BR	1
chr16	51790830	51790980	id-37894	7.02e-05	-	CTGTCACTTTAAAAGTGAGGCGCTAAGGGGCAGTA	UpstreamP1_CTCF	5
chr16	51796127	51796277	id-37895	3.71e-10	-	GGCGGCCAGGAGTGGCCTGCCAGCAGATGGCGCTG	V_CTCF_BR	40
chr16	51847624	51847774	id-37896	6.27e-08	+	AAGCAGTGCTTTGTCTCAGTCACCAGGTGGCAGGA	UpstreamP1_CTCF	34
chr16	51852383	51852533	id-37897	9.49e-08	+	GTTGCTCCATGGCAACCTACCAGAAGGGGGCACTG	V_CTCF_BR	38
chr16	51890880	51891030	id-37898	4.71e-06	+	ATTGCTTCTTCTTTGCCTTCCACCAGGAGGCCTCC	Upstream_CTCF	4
chr16	51975453	51975603	id-37899	2.11e-06	-	CTCCCCTAGCTCATAGTTGCCTGAAGGGGGCAGAT	V_CTCF_BR	22
chr16	52005192	52005342	id-37900	2.62e-07	-	TTGGAGTGTCTGGAGGAAACCTCCAGATGGCGCTG	UpstreamP1_CTCF	37
chr16	52016757	52016907	id-37901	1.82e-07	-	GCGAGGATTTGTCAGGTTTCCACTAGAGGGCAGCA	V_CTCF_BR	40
chr16	52102432	52102582	id-37902	5.38e-05	+	AATCTCAAACTGCATACAAGCAGCAGATGTCAGTG	V_CTCF_BR	27
chr16	52103838	52103988	id-37903	1.64e-06	+	CTAGCTATTTTTCCTTCTTCCACAAGATGGGGCAA	Upstream_CTCF	28
chr16	52225568	52225718	id-37904	4.23e-08	+	ACCCAATTCCCCCGCAGCACCACTAGAGGGCAGCA	V_CTCF_BR	40
chr16	52469541	52469691	id-37905	3.97e-05	+	GTGTACGCCACATCTAAGGCAGGCAGGTGGTGCAT	UpstreamP1_CTCF	6
chr16	52485822	52485972	id-37906	2.12e-06	+	ATGCATCCCCAGCCTCTTCCCACTAGATGCTAACA	UpstreamP1_CTCF	1
chr16	52562803	52562953	id-37907	6.19e-06	+	GTGCAGAAACTCTTTGCAACCACTAGGGAGCTAAC	UpstreamP1_CTCF	11
chr16	52582931	52583081	id-37908	1.01e-05	-	CTTGCAATTCCCATTCTTGCAGCTAGCGGGTTTCC	Upstream_CTCF	32
chr16	52587361	52587511	id-37909	2.44e-07	-	AATGCTATTTCATCGCACAACTCTAGGGGGCACCA	Upstream_CTCF	31
chr16	52615513	52615663	id-37910	5.52e-05	+	AAACAAGTACATGCAGTTGCCAGCAGATGACGACA	UpstreamP1_CTCF	23
chr16	52743319	52743469	id-37911	9.39e-07	+	CCTGGTCTCCCATCTCCACCCAGCAGAGAGCAGTG	Upstream_CTCF	7
chr16	52895611	52895761	id-37912	3.4e-06	-	GGAAACGTTTCCCACATTTTCACCAGGGGGCACTC	V_CTCF_BR	27
chr16	52946592	52946742	id-37913	1.03e-06	-	TGCACAACACAAGCAGCTACCAGCAGATGGTGCTG	V_CTCF_BR	40
chr16	52948503	52948653	id-37914	2.81e-05	-	CACCCCGCAGCAGCTCAAACCCCTAGGGGGAGCAT	V_CTCF_BR	5
chr16	53010817	53010967	id-37915	1.21e-06	+	GAAGCAGTTTCTTCTCCTGCCTCTGGATGTCACTG	Upstream_CTCF	38
chr16	53041137	53041287	id-37916	3.22e-07	+	CCAGGAACAGCAACTGTTGCCACTGGGGGGCCCCA	Upstream_CTCF	14
chr16	53056454	53056604	id-37917	9.81e-06	-	AGATAACTATAGGGAGTGAGCACTAGAGGGCAACA	V_CTCF_BR	40
chr16	53088804	53088954	id-37918	2.41e-08	+	CTGCGCAGCCGCCCCGCGCCCACTAGGTGGCGCCT	UpstreamP1_CTCF	40
chr16	53095741	53095891	id-37919	1	+	NA	NONE	10
chr16	53119628	53119778	id-37920	1	+	NA	NONE	12
chr16	53132992	53133142	id-37921	1.1e-06	+	CCTGCTTGGCCAGGAGGAACCTGCAGCTGGAGCCA	V_CTCF_BR	12
chr16	53158013	53158163	id-37922	1	+	NA	NONE	1
chr16	53163461	53163611	id-37923	1	+	NA	NONE	2
chr16	53164430	53164580	id-37924	2.55e-09	+	ACTGCACTGCCCCGCGCTCCGGCCAGAGGGCGCCC	Upstream_CTCF	40
chr16	53193895	53194045	id-37925	2.11e-06	-	TGAGATGCTTGATCTTCCTCCAGTAGGGGGAGCAA	V_CTCF_BR	40
chr16	53241773	53241923	id-37926	8.81e-07	-	CTCCTTCTGCGGAAGTAGGCCAGCAGATGGTGCTA	V_CTCF_BR	40
chr16	53242276	53242426	id-37927	1	+	NA	NONE	14
chr16	53254627	53254777	id-37928	7.46e-06	-	CAGGAATACACAGAGTACCCCAGAAGGAGGCAGCA	UpstreamP1_CTCF	38
chr16	53317366	53317516	id-37929	9.84e-05	-	AGATAGCTCCCTTTGCCAACCATAAGATGGCACTC	V_CTCF_BR	40
chr16	53390480	53390630	id-37930	8.21e-06	-	CAGTTAAGCAGAAAAGCCACCTCTAGGGGTCAGTC	V_CTCF_BR	16
chr16	53407366	53407516	id-37931	1	+	NA	NONE	6
chr16	53439007	53439157	id-37932	1	+	NA	NONE	19
chr16	53449444	53449594	id-37933	5.68e-06	-	CCCTTCTTCCAGGTCTGTCCCAGCAGGTGTCACTA	V_CTCF_BR	18
chr16	53455288	53455438	id-37934	4.4e-10	+	CTCCCTCCACACCTCCCGGCCAGCAGAGGGAGCCG	V_CTCF_BR	17
chr16	53529354	53529504	id-37935	2.6e-07	-	GTGAGCTGCTGCTATGAGGCCAGTAGTGGGCAGCG	V_CTCF_BR	30
chr16	53538062	53538212	id-37936	9.25e-06	-	CCGAGATTGGACGGACTAACCACGGGGAGGCACCG	V_CTCF_BR	22
chr16	53542847	53542997	id-37937	4.51e-05	+	AGCGATCTTCCTTCTTCCACCACATGAGGACGCAG	Upstream_CTCF	15
chr16	53544475	53544625	id-37938	2.75e-09	-	CTTGCATTCTTCCTATTGCCCACCAGAGGGCACTC	Upstream_CTCF	40
chr16	53545394	53545544	id-37939	1	+	NA	NONE	5
chr16	53580900	53581050	id-37940	1.55e-05	-	GGGACAGGGGCTAAAGTGGCCGCCAGGGGACAGAG	V_CTCF_BR	33
chr16	53583969	53584119	id-37941	1.47e-05	+	AGTGATGATCCTTCCTCCGGCTGTAGATGGAGCCA	V_CTCF_BR	40
chr16	53726135	53726285	id-37942	1.31e-05	+	TTTCCACATCTCGTCCCAGCCGCTTGGGGCCGCCA	V_CTCF_BR	28
chr16	53737848	53737998	id-37943	1	+	NA	NONE	19
chr16	53777109	53777259	id-37944	8.16e-07	+	GGAATGAAAGCTTGCTTGGCCACTAGGTGGCTCCT	V_CTCF_BR	39
chr16	53779933	53780083	id-37945	1.06e-05	+	TATGCAACTCCTAAGTTTTCCTCTAGAGGAGTGTA	Upstream_CTCF	35
chr16	53787492	53787642	id-37946	5.65e-05	-	CAAACACCAACAGCTCATGTCTCAAGGTGGCAGTC	V_CTCF_BR	10
chr16	53789438	53789588	id-37947	1	+	NA	NONE	9
chr16	53807168	53807318	id-37948	1.93e-05	+	CTAAGTTGAAATGTGCAAGTCACTAGGTGGCACTG	V_CTCF_BR	40
chr16	53830784	53830934	id-37949	2.6e-05	-	GATTAGTAGCTGCCCAGAACCACTAGGGGAGAGAA	UpstreamP1_CTCF	15
chr16	53856280	53856430	id-37950	1.24e-05	+	GAAAGTGTTTAACAAGTGGCCTGTAGGGGGAAAGA	V_CTCF_BR	31
chr16	53916344	53916494	id-37951	1	+	NA	NONE	23
chr16	53926098	53926248	id-37952	2.81e-05	+	CATATTTTCTCAGTTGCAAGCAGTAGGGGGCAATG	V_CTCF_BR	40
chr16	53935447	53935597	id-37953	2.67e-06	-	AGTGCAATGGCAAATAGAGACAGCAGAGAGTGCAC	Upstream_CTCF	2
chr16	53979952	53980102	id-37954	7.11e-06	+	GAAGGAACAGCTCTACTGGCCTGTAGGGGACACTG	Upstream_CTCF	40
chr16	54096453	54096603	id-37955	7.78e-06	+	CCATCATTAGCCAGCTCTACCTGCAGGAGGAGATG	Upstream_CTCF	6
chr16	54096844	54096994	id-37956	1	+	NA	NONE	8
chr16	54097035	54097185	id-37957	1	+	NA	NONE	22
chr16	54174450	54174600	id-37958	1.43e-05	-	GGTGCCCTATATAAGCTCACAAGCAGGGGGCCTAT	Upstream_CTCF	23
chr16	54199257	54199407	id-37959	1	+	NA	NONE	2
chr16	54210350	54210500	id-37960	5.38e-05	-	TTACCGCTGCTCAAGGTCAGCGCAGGCGGGCGCTG	V_CTCF_BR	10
chr16	54227664	54227814	id-37961	6.17e-09	+	CTGCAGTGCCCCCGAGCGGCCTGATGGTGTCACCA	UpstreamP1_CTCF	40
chr16	54276179	54276329	id-37962	1.41e-06	+	ACTGGATCTTTGCAGTCTGACAGCAGGTGGCAGGA	Upstream_CTCF	5
chr16	54278157	54278307	id-37963	3.24e-06	-	GCTGTGGCTTTAGCAGATGGCTCTAGGTGGCCCCC	Upstream_CTCF	6
chr16	54316287	54316437	id-37964	4.31e-07	+	CGCCGAGCGTCCCCTTTGTCCTGTAGAGGGAGCTC	V_CTCF_BR	39
chr16	54319310	54319460	id-37965	6.21e-06	-	CCGTCCCGTCCCAAGAACGCCACCAGGGAGAGCAC	Upstream_CTCF	28
chr16	54395835	54395985	id-37966	1	+	NA	NONE	27
chr16	54421738	54421888	id-37967	4.17e-05	+	ACTGTCATTTTTTCCTTTTCCACAGGATGAAACTA	Upstream_CTCF	4
chr16	54444011	54444161	id-37968	8.9e-05	-	GCACAGTGTTGCCGCCTCACCACTGGGGAGCTCCA	UpstreamP1_CTCF	5
chr16	54466692	54466842	id-37969	1.01e-05	+	GCAGTGGTATTACAACTGACTTCTAGGGGGAGCCA	Upstream_CTCF	11
chr16	54480469	54480619	id-37970	4.14e-05	+	CAGCAGTGCCCCACTGGGCCCACCAGTCAGTCTCC	UpstreamP1_CTCF	11
chr16	54572249	54572399	id-37971	8.98e-06	+	CTGATCTGATTTTTTCTACCCTGCAGGGGACAGCA	UpstreamP1_CTCF	26
chr16	54667872	54668022	id-37972	1.26e-07	+	GGCAATGCTGACAAACCTTCCAGCAGAGGGCACTG	V_CTCF_BR	39
chr16	54691204	54691354	id-37973	1	+	NA	NONE	6
chr16	54846265	54846415	id-37974	9.84e-06	-	TGGAAGTGGTCAGCGTAGAACAGGAGATGGCAACC	UpstreamP1_CTCF	29
chr16	54851543	54851693	id-37975	1.54e-05	+	CAGCACACATCTGCTGCCACCAGGAGGTGTCAATA	UpstreamP1_CTCF	33
chr16	54880848	54880998	id-37976	3.81e-05	+	GGTCTGATATATATTCCTTTCTGCAGAGGGCAGTG	V_CTCF_BR	4
chr16	54883298	54883448	id-37977	3.22e-05	-	TTGTTCCTCATATCCAGAACCACCAGCTGGGGTCC	UpstreamP1_CTCF	3
chr16	54962670	54962820	id-37978	1.28e-06	+	CCCTCGTGGCTGGCGCGAGCCCCCGGCGGGCGGCG	V_CTCF_BR	8
chr16	54963444	54963594	id-37979	1.84e-06	-	GGGGCGCTGGTGAACCAGGACAGAAGATGGCACAG	V_CTCF_BR	24
chr16	54964416	54964566	id-37980	1	+	NA	NONE	21
chr16	54964582	54964732	id-37981	1.43e-05	-	GCGGCCGCAGCCAACCCGGCCGCCAGGCGCGCCTC	Upstream_CTCF	17
chr16	54966801	54966951	id-37982	2.6e-06	+	GTAAAAAGGAAAAGAGAGGCCTGGAGGGGGCGCGC	V_CTCF_BR	19
chr16	54968929	54969079	id-37983	1	+	NA	NONE	23
chr16	54971389	54971539	id-37984	6.51e-07	-	ATCGCATGGCTCCCAGGGGCCGGTAGGCGGCGCCC	Upstream_CTCF	36
chr16	54972699	54972849	id-37985	1	+	NA	NONE	7
chr16	54976387	54976537	id-37986	4.94e-06	-	TGGGCATTTGAGTGCTTTGCCACTAGATGCCTCAC	Upstream_CTCF	16
chr16	54991364	54991514	id-37987	2.83e-07	-	TTCAGGAACACCTGCCCCACCTGTAGGGGGCAGTA	V_CTCF_BR	40
chr16	54992177	54992327	id-37988	6.82e-05	+	TACCCAAAGAGCTGCCCCATCGCCTGATGGAACCC	V_CTCF_BR	7
chr16	55055856	55056006	id-37989	5.08e-07	-	GGTATTGAGTAGCCTGCAGCCAGGAGGTGGCGCTT	V_CTCF_BR	30
chr16	55067212	55067362	id-37990	2.81e-05	-	AAGGGATGCCCTCATCTCACCTGTGGGTGGCAATG	V_CTCF_BR	6
chr16	55069058	55069208	id-37991	3.45e-05	+	TACCCAAATATTCGCTAAGCCCACAGGTGGCGCCA	V_CTCF_BR	39
chr16	55077528	55077678	id-37992	2.72e-06	-	TTTCTCTCCTCTCTTCTTGCCACAAGGAGGAGCTA	UpstreamP1_CTCF	11
chr16	55090510	55090660	id-37993	2.47e-05	-	GGAGCAATTACAGCCAGGCCCGGCAGGGCTGGCAG	Upstream_CTCF	17
chr16	55154391	55154541	id-37994	2.53e-05	+	GAAGAAGGAATAGATGAAGACAGCAGGGGTCAGTG	V_CTCF_BR	19
chr16	55186960	55187110	id-37995	1	+	NA	NONE	3
chr16	55189838	55189988	id-37996	4.11e-07	-	GTGCAATCCTACTATGTGTCCAGGAGGGAGCGAGC	UpstreamP1_CTCF	3
chr16	55205269	55205419	id-37997	9.39e-07	-	TGTGAAGTTCATGTAATTGCCAACAGGGGGGTTGA	Upstream_CTCF	14
chr16	55241886	55242036	id-37998	1.31e-05	+	TCCTCTGTGTGTTCGGGGACCAGGAGATGCCTCCC	V_CTCF_BR	10
chr16	55276706	55276856	id-37999	2.58e-05	+	CCTGCCTGTCTGCATGCTCCCCCTAGGGGTTTGAG	Upstream_CTCF	6
chr16	55291994	55292144	id-38000	3.88e-06	-	GGTCCATGAGCAGACACGGCCACAGGGTGTCGCTG	V_CTCF_BR	39
chr16	55328095	55328245	id-38001	1.09e-06	+	TTTGAATTGCCTAACTCCTCCACTGGGGGGTAGCA	Upstream_CTCF	21
chr16	55357530	55357680	id-38002	5.55e-07	-	GCTGCAGCCCCTGCGCTCCGCTGGGGGTGGCGCTG	Upstream_CTCF	17
chr16	55357746	55357896	id-38003	1.22e-08	+	GAGGGATCCCGAACCTCGGCCTCGAGGGGGCGCTA	V_CTCF_BR	32
chr16	55405065	55405215	id-38004	4.88e-06	-	ATGCTGGACCGGGCCGGCAACGCTAGAGTGCAGGC	UpstreamP1_CTCF	37
chr16	55445295	55445445	id-38005	7.23e-07	+	GTTGCAGCCTCCTCCCTCTCCTGCAGGGGAAGGAC	Upstream_CTCF	11
chr16	55499140	55499290	id-38006	7.94e-11	+	GCTGCTTCTCCAAAAGTGGCCACCAGATGGCGCAG	Upstream_CTCF	40
chr16	55500087	55500237	id-38007	1	+	NA	NONE	18
chr16	55529026	55529176	id-38008	6.51e-05	+	GCCCAAATCAGGATATATAACAGCAGATGTCAGCA	V_CTCF_BR	37
chr16	55535612	55535762	id-38009	1.41e-06	+	CTGCAGAAAGGAAGGGAGCCCCCTAGGAGGCACTG	UpstreamP1_CTCF	40
chr16	55536830	55536980	id-38010	4.5e-05	+	CTTTATTGTGCAGGGCAGGCAGGCAGGCGGCGCCC	UpstreamP1_CTCF	24
chr16	55543343	55543493	id-38011	2.11e-06	+	AGTCTGAGGAGGGAGGTGGCCTGAAGGGGGCATGG	V_CTCF_BR	18
chr16	55547585	55547735	id-38012	1	+	NA	NONE	31
chr16	55577528	55577678	id-38013	1	+	NA	NONE	35
chr16	55657314	55657464	id-38014	4.48e-07	+	GGTGTTGCACCCAGAAAAGGCTGCAGAGGGCAGCA	Upstream_CTCF	38
chr16	55677231	55677381	id-38015	2.27e-06	-	CTCAGGAGTGGACATGCAGTCACCAGGGGGTGCTG	V_CTCF_BR	37
chr16	55681827	55681977	id-38016	1.04e-05	+	CAAAAAGAAAAGAGCTCAGACACTAGAGGGCAATC	V_CTCF_BR	23
chr16	55690075	55690225	id-38017	3.65e-07	+	AGGCCCGGGCCGAGACGCGCCAGCAGAGGGCTAGC	V_CTCF_BR	17
chr16	55694921	55695071	id-38018	1	+	NA	NONE	11
chr16	55728393	55728543	id-38019	2.43e-06	-	AAGTCCCCACAGCACTGGGCCAGCAGGAGGTAGCA	V_CTCF_BR	8
chr16	55735738	55735888	id-38020	3.65e-07	-	TGTCTGATGTCCCTCTGAGCCACCAGGTGGTGCTC	V_CTCF_BR	39
chr16	55737431	55737581	id-38021	3.22e-07	-	ACGGAACTAAAACTAAACACCACCAGAGGGCACCA	Upstream_CTCF	39
chr16	55746309	55746459	id-38022	3.42e-08	+	GATAATATGAGCACTACGACCACCAGGTGGCACCA	V_CTCF_BR	40
chr16	55876852	55877002	id-38023	2.18e-07	-	CCTGTGAATTTCCTGATGTCCAGTAGAGGGCAGCA	V_CTCF_BR	40
chr16	55978309	55978459	id-38024	2.83e-07	+	CTGTGCAGTGCCACTCAGACCACTAGATGGCGGTA	V_CTCF_BR	40
chr16	56063066	56063216	id-38025	1.38e-07	+	TCTGCTGTCTCAGGCAGTACCAGCAGGGACCAGTG	Upstream_CTCF	13
chr16	56075788	56075938	id-38026	3.8e-07	+	GCAGCATTCACCTCTCAGTACAGCAGAGGGCAGTG	Upstream_CTCF	27
chr16	56237078	56237228	id-38027	1.97e-06	-	AACCTACTTCTCTCTTCAAGCAGCAGGGGGCAGTG	V_CTCF_BR	35
chr16	56280503	56280653	id-38028	1	+	NA	NONE	10
chr16	56296009	56296159	id-38029	4.3e-06	+	GGAGGAGTTGCACAGGCAGCCAGCAGATGTCCACT	Upstream_CTCF	2
chr16	56303848	56303998	id-38030	1	+	NA	NONE	31
chr16	56311088	56311238	id-38031	3.22e-07	-	AATCCACTTCCCAACTTGGCCTCCAGGAGGAGCGG	Upstream_CTCF	39
chr16	56315156	56315306	id-38032	3.18e-06	-	CAGGAGAGGATGTTTGAGAACAGCAGGGGGAGCTG	V_CTCF_BR	39
chr16	56328556	56328706	id-38033	1	+	NA	NONE	3
chr16	56331316	56331466	id-38034	2.81e-06	-	TGCGCAGTGTCCATGTCATCCACCGGGTGGGTGGC	Upstream_CTCF	4
chr16	56341212	56341362	id-38035	1	+	NA	NONE	0
chr16	56345242	56345392	id-38036	1.15e-07	+	AGCCCTGTGCAGCTCTTCCCCAGCAGAGGGCAGAG	V_CTCF_BR	36
chr16	56350576	56350726	id-38037	3.42e-05	-	AGTGCTGGGGACAGAACTGCCAGCAGGAACTGGAC	Upstream_CTCF	13
chr16	56352332	56352482	id-38038	1.89e-10	-	ACTGTAGTTGTCCCTGTACCCACCAGGGGGCAGGA	Upstream_CTCF	40
chr16	56358418	56358568	id-38039	2.01e-05	+	AGGCCTTGCACTGTTTTTAGCCCCAGGTGGAGGCG	UpstreamP1_CTCF	2
chr16	56366689	56366839	id-38040	6.43e-06	+	TGGTGTCCAGCTGCAGATGACAGCAGAGGGCGTCC	V_CTCF_BR	39
chr16	56370272	56370422	id-38041	7.15e-05	+	AGGACTCTCAGAGGCACTTCCTGGGGGTGGCTCAG	V_CTCF_BR	4
chr16	56383069	56383219	id-38042	1.04e-06	-	CAGGCACTGCCAGGAGCAGCCACTAGAGTGACCTG	Upstream_CTCF	17
chr16	56390426	56390576	id-38043	1.97e-06	-	TGGCGGGAGTGGCTTAGGGCCGCCAGGTGGCGTCT	V_CTCF_BR	40
chr16	56391855	56392005	id-38044	1.71e-06	-	TTACCTCCTGCGTGTTCGGCCTGCAGGGGGCTTCC	V_CTCF_BR	26
chr16	56435484	56435634	id-38045	4.68e-05	+	AGGTAATGTCCCCACTCCTCCACTAGGATGAGTCT	UpstreamP1_CTCF	39
chr16	56454154	56454304	id-38046	7.49e-05	-	AAAGGGAGGAAACCACCAAATGGTAGGGGGCGCAG	V_CTCF_BR	11
chr16	56459406	56459556	id-38047	5.96e-07	-	GCGCCCGTCCCGCCAGCGTCCCGCTGGGGGCGGCG	V_CTCF_BR	36
chr16	56485136	56485286	id-38048	5.08e-05	-	TGCGCTGTCCTGTTAATGGCGGGCAGTAGCCGCTG	Upstream_CTCF	17
chr16	56547922	56548072	id-38049	1.48e-06	+	GGTATTAAAGTTGCAGCAGCCTGTAGGTGGCAGGC	V_CTCF_BR	40
chr16	56566722	56566872	id-38050	1.64e-05	-	CTGGTCACACCCAGGAATGGCTCCAGGGGGCTGTA	V_CTCF_BR	27
chr16	56568985	56569135	id-38051	3.4e-06	+	CCTGCAGAAAGCATGCTCACCTGCAGAAGGCGTGC	Upstream_CTCF	5
chr16	56611053	56611203	id-38052	5.96e-07	+	AGGCAAAGTCCTCAGGTGGGCTGTAGGGGGCGCTC	V_CTCF_BR	40
chr16	56634427	56634577	id-38053	3.67e-07	-	TTTCATGTATCCCCAGTGACCAGCAGAGGGCATGG	UpstreamP1_CTCF	40
chr16	56637600	56637750	id-38054	4.01e-05	+	AACCAAATTCTGTCCACAACCACATGAGGGAGCTT	V_CTCF_BR	40
chr16	56641344	56641494	id-38055	1	+	NA	NONE	4
chr16	56643685	56643835	id-38056	1	+	NA	NONE	25
chr16	56644300	56644450	id-38057	1	+	NA	NONE	16
chr16	56658961	56659111	id-38058	1	+	NA	NONE	20
chr16	56662531	56662681	id-38059	3.4e-06	-	AGGAAGAACTCACTCTTCACCACGGGATGGCACCA	V_CTCF_BR	4
chr16	56677500	56677650	id-38060	3.4e-06	-	AGGCGAAAAAACAGGCGGGCCGGTAGGAGGCGGAA	V_CTCF_BR	37
chr16	56681837	56681987	id-38061	2.84e-05	+	TGGCAGCGCTAGGGAGGATCCTGCGGCGGGCCCGT	UpstreamP1_CTCF	1
chr16	56688237	56688387	id-38062	7.84e-05	+	GGAAATGCCCAGCATGTTCCCAGCAGGGTGCAGTG	V_CTCF_BR	5
chr16	56707981	56708131	id-38063	1.13e-05	+	CTGCACTCCAGCCTGGCCGACAGAGGGAGACTCCG	UpstreamP1_CTCF	37
chr16	56717430	56717580	id-38064	1.1e-05	+	CCTAATGATCCAGTCCTTTCCTGCAGGGGTAGCCC	V_CTCF_BR	17
chr16	56736058	56736208	id-38065	4.98e-09	-	TTGCAATAAAGAGAAATGACCACCAGGGGACAGCA	UpstreamP1_CTCF	40
chr16	56745868	56746018	id-38066	4.88e-05	-	CTGGACCTCCCATATTCTGCCAGTCGGGGGTGTAA	UpstreamP1_CTCF	0
chr16	56777877	56778027	id-38067	3.4e-06	-	GGGGCTGGACAGGAAAAGGCCAGCAGGGACAGCAG	Upstream_CTCF	20
chr16	56823453	56823603	id-38068	7.73e-06	-	AAAGCCTAGTTGCTCTCATTCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr16	56827595	56827745	id-38069	6.46e-07	+	ATTTGAAAGAAACTCACTGCCACTAGATGGCACAC	V_CTCF_BR	40
chr16	56858334	56858484	id-38070	1.55e-05	+	CCTTCCAACTCTGAATTGGCCAGCAGGGGTTGTCA	V_CTCF_BR	39
chr16	56876170	56876320	id-38071	8.81e-07	-	TGGCCCCTTCACCTACCTGCCACCTGAGGGCAGTT	V_CTCF_BR	4
chr16	56885021	56885171	id-38072	4.21e-05	+	CCATCAGCCTGTTTAATGGCCTCCTGTGGGATGGC	V_CTCF_BR	6
chr16	56885962	56886112	id-38073	8.58e-06	-	TGCTACTGGCAGCTGCAAGCCACCAGAGGGCCACA	UpstreamP1_CTCF	40
chr16	56901264	56901414	id-38074	2.32e-08	+	ACTGTGTTTCCCTAAAAAGCCACCAGGGGGCTGCA	Upstream_CTCF	40
chr16	56903559	56903709	id-38075	1.19e-06	-	GATGATGATCCAGGTCAGGACTGCAGGGGGCACCC	V_CTCF_BR	38
chr16	56905369	56905519	id-38076	7.73e-06	+	CTCTCCCCGCATTTTCTGACCTGCAGCTGTCAGAG	V_CTCF_BR	18
chr16	56908942	56909092	id-38077	4.14e-05	+	AAGCTTTTTAGGTTACCAACCAGCAGGCGTCAGCT	UpstreamP1_CTCF	13
chr16	56917016	56917166	id-38078	7.15e-05	+	GCAGGTTGCACACTGCATAACTCTAGGAGGCACCA	V_CTCF_BR	2
chr16	56943554	56943704	id-38079	9.41e-05	+	AGGGTCCGCTTCATCAGAACCACCAGGGGACTGTG	V_CTCF_BR	1
chr16	56966031	56966181	id-38080	2.72e-05	-	CCGCTGCGCTCCTAGGTGCCAGGCAGGCGGCGTCT	UpstreamP1_CTCF	30
chr16	56966276	56966426	id-38081	4.23e-08	-	GCAGCCGGACGTGGCATCCCCAGCAGAGGGCGGGG	V_CTCF_BR	26
chr16	56985295	56985445	id-38082	2.78e-06	-	GGCGTATCCTCCAGTAGCACCTCAAGGTGGCGCCT	V_CTCF_BR	40
chr16	56990810	56990960	id-38083	2.19e-05	-	CAAGTTGCTCCATCTTTGGCCACTGGGGGCTCTTT	Upstream_CTCF	34
chr16	56998542	56998692	id-38084	1.08e-08	+	CTTGGTAAATGTTTCTGAGCCACCAGGGGGCGCCA	V_CTCF_BR	40
chr16	57046378	57046528	id-38085	5.08e-05	-	ATCTAATGGCACCGCTGATCCGACAGGAGGCAGAG	UpstreamP1_CTCF	5
chr16	57079809	57079959	id-38086	1.67e-07	-	GAGGCCAAGAGGCCTGGTCCCACTAGAGGGCAGCC	V_CTCF_BR	39
chr16	57118260	57118410	id-38087	9.57e-10	+	GTGCAGTTACAGCTGAGCACCACTGGAGGGCAGGC	UpstreamP1_CTCF	40
chr16	57126310	57126460	id-38088	4.5e-05	-	CTGGAGGGGCGCGCGCTCTCCCACGGGAGGAGCGG	UpstreamP1_CTCF	23
chr16	57126822	57126972	id-38089	5.34e-06	+	TGACTCAGCTCCGACCCGGCCACGCGGGGGCGCCC	V_CTCF_BR	40
chr16	57132212	57132362	id-38090	1.67e-07	-	AGCAGGCTGGCACTCCTGACCAGGTGGGGGCGGCA	V_CTCF_BR	4
chr16	57180443	57180593	id-38091	1.1e-05	-	CCCAGCCTCTCATCAGACCCCACTAGAGGGCAGGT	V_CTCF_BR	10
chr16	57180689	57180839	id-38092	2.43e-06	+	CAGGTGATCCCAGATCTGCCCACAAGGAGGCCGGG	Upstream_CTCF	39
chr16	57182314	57182464	id-38093	4.88e-05	-	CCAGAGAGGCTTTCACAGACCTCTAGGTGGCCAAC	Upstream_CTCF	14
chr16	57202024	57202174	id-38094	1.83e-05	-	TGCTTCTTAGATTTCCTGGGCACTAGATGTCACTA	V_CTCF_BR	40
chr16	57212927	57213077	id-38095	1	+	NA	NONE	6
chr16	57221236	57221386	id-38096	1	+	NA	NONE	16
chr16	57238716	57238866	id-38097	2.81e-08	+	AGTGCAGTACCCACTGCTGACACAAGGAGCCAACC	Upstream_CTCF	21
chr16	57250989	57251139	id-38098	1	+	NA	NONE	4
chr16	57278708	57278858	id-38099	1	+	NA	NONE	24
chr16	57333580	57333730	id-38100	1	+	NA	NONE	27
chr16	57334586	57334736	id-38101	4.94e-06	+	AGCGCGATGCACCTAGGCGACGCCAGAGGGTGCGC	Upstream_CTCF	40
chr16	57336688	57336838	id-38102	3.63e-05	+	AAACACAAGCAAGATCAAAGCTGCAGGTGGCAGCA	V_CTCF_BR	26
chr16	57352221	57352371	id-38103	3.88e-07	-	GAGCAGAGGCAAGAGGGCCCCTGCAGGGGGCGGGG	UpstreamP1_CTCF	9
chr16	57406315	57406465	id-38104	3.97e-05	-	CAGTGCTGTCCCCTTGCCGCCGCCAGAGATCTGTG	UpstreamP1_CTCF	27
chr16	57411086	57411236	id-38105	1.92e-06	-	TGGCAGTCCCCTAAAATGGCCTGCAGGTGTCTTCT	UpstreamP1_CTCF	12
chr16	57416688	57416838	id-38106	1.2e-08	-	CCAGCAGCCCCACCGCCTGCCTCCGGGTGGCAGCC	Upstream_CTCF	22
chr16	57443895	57444045	id-38107	3.65e-07	-	ATTTGACAGCTGTGGCTGACCAGGAGGGGGCAGCT	V_CTCF_BR	11
chr16	57451057	57451207	id-38108	2.04e-08	-	CCTGCAATGAGCTGACTGGCCACAAGGGAGCAGCA	Upstream_CTCF	40
chr16	57452873	57453023	id-38109	7.61e-08	+	TGGGTTGTTTTCCAGTGGCCCACCAGAGGGCACTC	Upstream_CTCF	40
chr16	57453604	57453754	id-38110	3.84e-06	-	ACGCAGGACCACACACGGGGCCACAGGGGGAGCAC	UpstreamP1_CTCF	14
chr16	57456375	57456525	id-38111	8.16e-07	-	CTCCCACCATCTCTGGTCACCACCAGTGGGCGTTC	V_CTCF_BR	40
chr16	57496440	57496590	id-38112	2.78e-09	+	CGGCAGTTCTGGCCTCCGAGCAGCAGGCGGCGCTG	UpstreamP1_CTCF	40
chr16	57504465	57504615	id-38113	5.08e-05	+	GAAGAGATTCTTCAGGTCAACGCTAGGGGCAGAGA	Upstream_CTCF	11
chr16	57506777	57506927	id-38114	4.3e-06	-	CCTGCTTGAACTACCAGGGCCACAGGAGGGGGATA	Upstream_CTCF	5
chr16	57509881	57510031	id-38115	1.84e-07	+	CCTGCAGCCACCCCTGCCTGCCACAGGGGGCGGTG	Upstream_CTCF	37
chr16	57552563	57552713	id-38116	1.73e-05	-	TATCCCTGCAGCTCAGCATCCTGAAGGAGGCGCAC	V_CTCF_BR	9
chr16	57553778	57553928	id-38117	1.47e-10	-	CCTGTGCAGGCCTCAATGGCCACCAGAGGGCGCAG	V_CTCF_BR	40
chr16	57560954	57561104	id-38118	1.64e-06	+	CAGCAGTGCCCACGCTAGCCTACGGGATGGAGGGG	UpstreamP1_CTCF	13
chr16	57569854	57570004	id-38119	5.01e-06	-	CCCCTCCACCCTCCGCCCGTCGCTAGGTGGAGCGG	V_CTCF_BR	32
chr16	57610394	57610544	id-38120	3.2e-08	+	AGTGCGTTTCCCAGAACGAACACTAGGCGGCACCG	Upstream_CTCF	40
chr16	57625409	57625559	id-38121	1.48e-06	+	GTGATCATTCCCATAGCAACCACCAGGGGTCAGGG	V_CTCF_BR	40
chr16	57634380	57634530	id-38122	9.78e-09	+	CGAGCACTCCTCACCTGTGCCTGCAGGTGGCAGCA	Upstream_CTCF	38
chr16	57643581	57643731	id-38123	2.19e-05	+	CTGGCATGACTTGGCGTAACCTCAGGGAGGCACCA	Upstream_CTCF	21
chr16	57661451	57661601	id-38124	1	+	NA	NONE	35
chr16	57662327	57662477	id-38125	1.1e-06	-	TGGATTTCTCAGAGGGAGACCAGGAGGGGGCAGGG	V_CTCF_BR	38
chr16	57683031	57683181	id-38126	3.67e-09	-	AGGGCGCTTCCTATCATGACCGCCAGGGGGAGCCA	Upstream_CTCF	40
chr16	57694691	57694841	id-38127	1.47e-05	+	CATCTTGGCTGTGCATAGGACTCCAGAGGGCGTCA	V_CTCF_BR	5
chr16	57697130	57697280	id-38128	1	+	NA	NONE	0
chr16	57698329	57698479	id-38129	4.14e-06	-	GCATGGTCCACAGTTCTTGCCACAAGAGGGCTTCA	V_CTCF_BR	28
chr16	57701959	57702109	id-38130	1.26e-07	-	TCACCGCACCCTGGGTCCACCTGCAGAGGGAGCTG	V_CTCF_BR	34
chr16	57703376	57703526	id-38131	3.22e-05	+	TGGTTGGGCCTTCAAGCCTCCTCCAGGTGATGCTG	UpstreamP1_CTCF	8
chr16	57715094	57715244	id-38132	1.22e-07	+	CTGTAGTTCAATATCAAAACCAGCAGCTGGTGGTA	UpstreamP1_CTCF	2
chr16	57754281	57754431	id-38133	3.42e-08	-	GCTGGTCCATGCCCCAAGGCCAGCAGGGGGCACCT	V_CTCF_BR	40
chr16	57756098	57756248	id-38134	1.31e-05	+	GAGAGGCTGTCATGGGAACCCAGAGGGGGGCGCAC	V_CTCF_BR	7
chr16	57757219	57757369	id-38135	1	+	NA	NONE	31
chr16	57761809	57761959	id-38136	1.17e-05	+	CCAACTTCACTGCCCCCTGTCTGCAGATGGAGGAC	V_CTCF_BR	24
chr16	57770610	57770760	id-38137	1.73e-06	+	CTGCAGCTCATTATCCTGGCCTCTGGGAGGAGTTT	UpstreamP1_CTCF	36
chr16	57787053	57787203	id-38138	1.71e-06	-	TGGGCCGCTCATAGATGCGCCGGAGGGGGGCGCTG	V_CTCF_BR	0
chr16	57788976	57789126	id-38139	1.22e-07	-	GGTGCAGGTGTGGAAGCAACCACTGGGGGCCGGGG	Upstream_CTCF	21
chr16	57791217	57791367	id-38140	7.94e-12	+	GGGGCTCTGGGCCATGTGGCCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr16	57809628	57809778	id-38141	6.39e-05	+	GGAGGAGAAAGCAGACTCCCCACTAGGCGGCTGAA	Upstream_CTCF	33
chr16	57815871	57816021	id-38142	3.16e-06	-	TTGCCTCTCTAAGCAAAGCCCGCCAGGGGGTACAC	UpstreamP1_CTCF	7
chr16	57829379	57829529	id-38143	8.71e-06	+	GGCTTTATTACCCCGGCTGCCTCTAGGTGGCAATT	V_CTCF_BR	40
chr16	57835043	57835193	id-38144	1.01e-05	-	TTTGCAATGTCCCTGATCTAGGGCAGGGGGAGTAT	Upstream_CTCF	13
chr16	57835240	57835390	id-38145	8.5e-06	-	AGTTCTGCTGTTCACAGGGGCACCAGGGAGCAGAG	Upstream_CTCF	27
chr16	57836277	57836427	id-38146	4.31e-07	+	CTCGGCCCGGCCCGGCCCGCCGGCAGGAGGCAGCT	V_CTCF_BR	28
chr16	57846333	57846483	id-38147	3.48e-06	-	CAGCTGGGGCCACCGCCTGCCACTGGGTGTCTTCA	UpstreamP1_CTCF	2
chr16	57860655	57860805	id-38148	1	+	NA	NONE	3
chr16	57862548	57862698	id-38149	3.22e-07	-	CAGGCACTTAACTAAAAGGCCACTAGGGGCCAAGG	Upstream_CTCF	31
chr16	57893364	57893514	id-38150	2.81e-06	+	CACGAAGCTCTCAGAAACTCCAGCAGGGGGCTCAT	Upstream_CTCF	40
chr16	57897589	57897739	id-38151	8.13e-06	-	CCCGCTGTGTGCCTGTTTATCACTAGATGGTGCTA	Upstream_CTCF	40
chr16	57933731	57933881	id-38152	2.19e-08	+	CGCTGCCGAGCAAAACCAGACAGCAGAGGGCGCCC	V_CTCF_BR	40
chr16	57940459	57940609	id-38153	4.99e-07	+	CCCGTCATACTGGTTCTGGCCATCAGAGGGCACGC	Upstream_CTCF	40
chr16	57948278	57948428	id-38154	1	+	NA	NONE	13
chr16	57973604	57973754	id-38155	4.68e-07	+	TCCTGGGAGTAGCCTACAACCTGTAGAGGGCAGTG	V_CTCF_BR	37
chr16	57979811	57979961	id-38156	1	+	NA	NONE	34
chr16	57989639	57989789	id-38157	7.46e-06	+	TGCCAAGGACCGCAAGTGGCCACCAGGAGCAAGGA	UpstreamP1_CTCF	20
chr16	57991830	57991980	id-38158	1	+	NA	NONE	7
chr16	58011744	58011894	id-38159	6.43e-06	+	TTCCCATGGAGCGGCAGCGCAACCAGCTGGCGGGC	V_CTCF_BR	20
chr16	58028805	58028955	id-38160	5.67e-06	-	ACTGAGTTCCTTCCTGTGGCCACAGGGAGGGGCTG	Upstream_CTCF	38
chr16	58033324	58033474	id-38161	3.86e-05	-	CTGGCATTACCTCATGCTGCCACAAAGTGGTGAGT	Upstream_CTCF	30
chr16	58034611	58034761	id-38162	9.55e-09	-	TGGCCCGGCCACGGGGTCCCCGGCAGGGGGCGGCC	V_CTCF_BR	40
chr16	58035327	58035477	id-38163	1.03e-05	-	GAGCCGCTGCTGCTGTAGCCCACCAGGGGCGCCGC	UpstreamP1_CTCF	31
chr16	58039267	58039417	id-38164	4.64e-09	-	CTGTCATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr16	58045534	58045684	id-38165	1.35e-05	-	ATGAGGGTGAGTGAAATGACCACCAGGGGTAAAGA	UpstreamP1_CTCF	16
chr16	58052909	58053059	id-38166	1.16e-05	+	GGTGAATTTCCAGGGCGGGAGCACAGAGGGCGCTG	Upstream_CTCF	17
chr16	58054680	58054830	id-38167	3.06e-08	+	TGGTCCTTCCCAGAAACTGCCAGTAGAGGGCAGCC	V_CTCF_BR	40
chr16	58060635	58060785	id-38168	9.84e-05	-	GAAGGAAGGAGGGGAGGCAAGGGCTGGGGGCGGCG	V_CTCF_BR	11
chr16	58066281	58066431	id-38169	2.81e-05	-	CTCATCAGCCTGTATCCTGCAGACAGGGGGCGCTC	V_CTCF_BR	40
chr16	58069353	58069503	id-38170	3.84e-06	-	GTGCCTGACACCACCCTGTGCAGCAGATGGTGCTC	UpstreamP1_CTCF	2
chr16	58080924	58081074	id-38171	2.12e-06	-	CTGCCTCTCCCTCTTCTGGACTCTTGAGGGCAGCC	UpstreamP1_CTCF	0
chr16	58081437	58081587	id-38172	9.41e-05	+	AGGAAAGTGATGATTTGCTGCAGTAGGGGTCGCAC	V_CTCF_BR	1
chr16	58131223	58131373	id-38173	2.43e-06	+	GGTGCAGATGGGGAAATCGCCACAGGGGGCAGCAC	Upstream_CTCF	40
chr16	58132246	58132396	id-38174	1.24e-05	-	TCCCCAGCACCTGGAGTGGCCAGAGGAGGGAGTGG	V_CTCF_BR	7
chr16	58141237	58141387	id-38175	1.7e-05	-	GCTGTAGTTCTCATTCCCTCCACCTGACTGCTGGT	Upstream_CTCF	31
chr16	58144780	58144930	id-38176	2.5e-05	-	GTGCTCCTGGGGGTTCAGAGCAACACAGGGAGGCA	UpstreamP1_CTCF	9
chr16	58155924	58156074	id-38177	6.21e-06	-	GGAGCTATGCTCAGTTCTCCCCACAGGGGTCTCCC	Upstream_CTCF	40
chr16	58159812	58159962	id-38178	1	+	NA	NONE	4
chr16	58160959	58161109	id-38179	5.17e-06	-	ACTGTGTCCCTTAACAACGCCACTAGAGGTCGGAT	Upstream_CTCF	35
chr16	58161673	58161823	id-38180	1	+	NA	NONE	39
chr16	58175409	58175559	id-38181	8.99e-05	+	TCCTCCCACCTCAGCCTCCCCAGTAGATGGGGCTA	V_CTCF_BR	19
chr16	58232026	58232176	id-38182	1.52e-07	-	GCCCGGCGGGTCCCCCCGCGCTCCAGGGGGCGCTG	V_CTCF_BR	39
chr16	58277530	58277680	id-38183	1	+	NA	NONE	7
chr16	58286768	58286918	id-38184	5.92e-05	-	AAGGTCCCATGGTCAATTGGCCACAGAGGGCGCAC	V_CTCF_BR	9
chr16	58313339	58313489	id-38185	2.15e-05	-	GCATGCTGCTGTGTAGGGGCCACAAAGGGGCAGCA	V_CTCF_BR	1
chr16	58333776	58333926	id-38186	5.89e-08	+	TTGCTTCTGCCTCTACTGGTCACCAGAGGGCGCCA	UpstreamP1_CTCF	39
chr16	58340341	58340491	id-38187	1.15e-07	-	AGGTGGAAGTTGCAGTGAGCCAGGAGATGGCGCCA	V_CTCF_BR	40
chr16	58370673	58370823	id-38188	1.22e-07	+	CGTGCGATGATCATTTCTGCCGGCAGGGGGCAATC	Upstream_CTCF	40
chr16	58373482	58373632	id-38189	2.8e-05	+	ATTGCACTCCACATTGTTGCCACCGGGAAAACCAC	Upstream_CTCF	38
chr16	58378361	58378511	id-38190	7.15e-05	+	CTCAGAATATCTTGTCAGAGCAGAAGGGGGCAGAT	V_CTCF_BR	0
chr16	58379580	58379730	id-38191	1	+	NA	NONE	30
chr16	58455563	58455713	id-38192	6.64e-05	-	GTAGGAGGGCTGCAGCGCACAGCCAGGTGGGGCTA	Upstream_CTCF	9
chr16	58469808	58469958	id-38193	2.11e-06	+	TAAAACCCAGCTAGGAGAGCCACCAGGGGGCTGGT	V_CTCF_BR	28
chr16	58486108	58486258	id-38194	1.93e-05	-	GACAACTTTGGACCTTTAGCCCAGAGAGGGCACCA	V_CTCF_BR	9
chr16	58498856	58499006	id-38195	4.34e-07	+	TTGCCCTGCTGGAAACTCACATCCAGGGGGCAGTG	UpstreamP1_CTCF	30
chr16	58504921	58505071	id-38196	2.27e-05	+	GAACAGATTCTTCCCAGAACCCCCAGAGGGAGACA	V_CTCF_BR	5
chr16	58521725	58521875	id-38197	6.53e-09	-	CACGCGGTCTCCCTCTTGGCCACGAGGTGGCGCGC	V_CTCF_BR	40
chr16	58522498	58522648	id-38198	1.93e-05	-	TCAGTAGCTCCTGGGCTCCCCTCCTGGTGATGGGA	Upstream_CTCF	14
chr16	58524100	58524250	id-38199	2.01e-05	+	TGTGCAGGTTGCGGGACAGCCGCACGGAGGTGCTG	Upstream_CTCF	0
chr16	58529021	58529171	id-38200	3.1e-07	+	CAGCAGGGAAGAGACGGGGCCTCTAGGGGGAGTGA	UpstreamP1_CTCF	40
chr16	58530233	58530383	id-38201	4.65e-05	+	CCTGTCCACTCCTGTCACACCACATGGAGGCAGCA	V_CTCF_BR	22
chr16	58535801	58535951	id-38202	1	+	NA	NONE	6
chr16	58540912	58541062	id-38203	3.88e-06	+	TGGGGGCCCTTGCACACTGCCCCCTGAGGGAGGCA	V_CTCF_BR	13
chr16	58541212	58541362	id-38204	1.21e-06	-	CCTGCAGGGCAGGGCAGCCCCTAAAGGGGGCTCCA	Upstream_CTCF	8
chr16	58545909	58546059	id-38205	5.21e-08	+	ACAATCATCTGGACAACAGCCACAAGGGGGCGCTC	V_CTCF_BR	40
chr16	58549584	58549734	id-38206	1.84e-07	+	CCTGCAGTTCCCAGCGGCCTCTCTGGGGGTCGGAC	Upstream_CTCF	34
chr16	58597808	58597958	id-38207	1	+	NA	NONE	17
chr16	58648933	58649083	id-38208	1	+	NA	NONE	11
chr16	58672262	58672412	id-38209	1.64e-05	-	TCCTCCTGCACAGAGTCGGCCTCCAGATGGGGCCA	V_CTCF_BR	40
chr16	58695236	58695386	id-38210	3.16e-06	-	CGGCCGTTTCTTCCTTTGGTCAGTAGAGGTCACCT	UpstreamP1_CTCF	39
chr16	58712771	58712921	id-38211	1.67e-07	+	AGCTTGTGGCAAAGGCCTGGCAGCAGAGGGCACCC	V_CTCF_BR	35
chr16	58768210	58768360	id-38212	2.34e-06	-	ACGCCGCTCCGCCCGCCGGCCGCCAGGGATCGCTG	UpstreamP1_CTCF	39
chr16	58787486	58787636	id-38213	6.98e-07	-	AGCCTGAACAAGGGTGTCGCCACCAGAGGTCTCTG	V_CTCF_BR	2
chr16	58790426	58790576	id-38214	5.08e-07	-	AAGCATCCTGAGACTTCTACCACGAGATGGCAGCC	V_CTCF_BR	40
chr16	58848273	58848423	id-38215	1.82e-07	+	GGGTCATGACTGTTAGTGGACACGAGGGGGCAGCC	V_CTCF_BR	40
chr16	58877716	58877866	id-38216	5.92e-05	+	CTTAATATTCTTCTCAGTAACACTAGAGGTCACTC	V_CTCF_BR	30
chr16	58889921	58890071	id-38217	2.4e-05	-	TATCTAACAAGCAGTCTGGCATGTAGAGGGAGCTC	V_CTCF_BR	0
chr16	59081161	59081311	id-38218	2.94e-06	-	GCTGTATTTCCTTCTGAGTGCTCTAGGGGCAGAAT	Upstream_CTCF	19
chr16	59182522	59182672	id-38219	1	+	NA	NONE	3
chr16	59226580	59226730	id-38220	7.16e-08	+	AAGGTGATTCCAAGAGGCACCAGTAGGGGGAGGCA	Upstream_CTCF	40
chr16	59283142	59283292	id-38221	2.81e-05	-	GCACCTGAAGTATCATAAGCCTCTGGAGGGAGCTG	V_CTCF_BR	9
chr16	59375437	59375587	id-38222	3.09e-06	-	CCAGCAGCTGCTTTGAAGCCCACTAGAGGCTCCAG	Upstream_CTCF	16
chr16	59446270	59446420	id-38223	2.2e-06	+	GCAGCACATCTGTGATTTACCACTGGAAGGAGCTA	Upstream_CTCF	30
chr16	59625469	59625619	id-38224	1	+	NA	NONE	13
chr16	59933956	59934106	id-38225	1.01e-05	+	GGTGCAATACTGGGCTTTGTCAATAGAGGATGTGA	Upstream_CTCF	9
chr16	60007985	60008135	id-38226	1	+	NA	NONE	2
chr16	60141612	60141762	id-38227	1	+	NA	NONE	4
chr16	60237589	60237739	id-38228	8.79e-07	-	ATGTGTTTCTTCATGGAAGCCAGCAGGTGGCTCTC	UpstreamP1_CTCF	38
chr16	60720850	60721000	id-38229	1.28e-06	+	GGGTGGATGTGCAATTTATCCTGCAGGGGGAGCTC	V_CTCF_BR	12
chr16	60789952	60790102	id-38230	2.53e-05	-	AAAAGATCATTTCAGCTTACCACTTGAGGGTGCTG	V_CTCF_BR	16
chr16	60941674	60941824	id-38231	1.24e-05	-	GTAAAGCGATATTCTTCTACCAGTAGAAGGCAGTA	V_CTCF_BR	7
chr16	61025901	61026051	id-38232	3e-06	-	CAGCATCCTTGGCTTTTCCCCACTAGATGCCAGTA	UpstreamP1_CTCF	6
chr16	61041722	61041872	id-38233	1	+	NA	NONE	5
chr16	61048905	61049055	id-38234	7.61e-08	-	TGGGCTGTTTGGCCTACTGCCACGAGGTGGCGCTT	Upstream_CTCF	10
chr16	61084571	61084721	id-38235	7.1e-07	+	CATCAGCTACGGCACAGTGCCAGTGGGTGGCAGGG	UpstreamP1_CTCF	1
chr16	61182902	61183052	id-38236	2.23e-06	+	GTGTAGTTTGGGCTGAGATCCGGTAGATGGTGCTT	UpstreamP1_CTCF	15
chr16	61333779	61333929	id-38237	2.6e-06	+	TGTGGATCCAAGCTTTAGACCAACAGAGGGCACCA	V_CTCF_BR	9
chr16	61400039	61400189	id-38238	1	+	NA	NONE	4
chr16	61848829	61848979	id-38239	1.39e-05	-	GCAGCCTTTGGCATGTCATTCAGAAGGGGGAGCCC	V_CTCF_BR	4
chr16	61970573	61970723	id-38240	5.13e-05	-	ATTGGCAATGATCAGTGGGACCCCTGGTGGCAGTC	V_CTCF_BR	27
chr16	61980051	61980201	id-38241	1.38e-07	+	CCTGCTGTTTTGGAGAAGACCACCAGGTGTCCTCT	Upstream_CTCF	14
chr16	62075439	62075589	id-38242	4.01e-05	-	CAACATGCACAGATATTGCACGCTAGAGGGCACTT	V_CTCF_BR	32
chr16	62102791	62102941	id-38243	1	+	NA	NONE	30
chr16	62112025	62112175	id-38244	1.71e-06	-	AGGGAATTGCAAGAGGCCAACAGGAGAGGGCAGCA	V_CTCF_BR	26
chr16	62160427	62160577	id-38245	4.01e-05	-	AACGTACTTTGCTACTCTGACGATAGAGGGCACTC	V_CTCF_BR	39
chr16	62224466	62224616	id-38246	2.47e-07	+	CTGCTATGCCTCAGAGTTACCACAGAGTGGCAGTG	UpstreamP1_CTCF	30
chr16	62228878	62229028	id-38247	3.5e-05	-	TTGAAGACCATCGTTTTCCCCACTGGATGGCGATA	UpstreamP1_CTCF	15
chr16	62239507	62239657	id-38248	2.66e-05	-	TTTAAAATCTCATATACAGCCACTAGGAGGAGGAA	V_CTCF_BR	8
chr16	62247770	62247920	id-38249	6.18e-07	-	CTGGCACTATGATGAACGCCCACAAGGAGGCAGGC	Upstream_CTCF	21
chr16	62259692	62259842	id-38250	3.8e-08	+	GTGAATAAACCAGCAGGAGCCAGCAGGTGGCGCAG	V_CTCF_BR	32
chr16	62283085	62283235	id-38251	2.01e-05	-	CTTGCAATTCTCTCCCCTGCCACTATTTGAAGCAG	Upstream_CTCF	13
chr16	62290351	62290501	id-38252	3.65e-05	-	ATGGGATAATTCTTCCATGCCACTAGGGGGACCCT	UpstreamP1_CTCF	28
chr16	62397500	62397650	id-38253	2e-06	-	TCTTCAATACATGAGTCTCCCACTTGGAGGCACTA	Upstream_CTCF	8
chr16	62672828	62672978	id-38254	3.45e-05	+	AACTAAGTTCAATGCACAGCCACTTGGGGCCAGAA	V_CTCF_BR	2
chr16	62745840	62745990	id-38255	2.19e-05	+	CCTGCTCATCTGCATGCTCCCCCTAGGGGTTTGAG	Upstream_CTCF	13
chr16	62904579	62904729	id-38256	1	+	NA	NONE	2
chr16	63095381	63095531	id-38257	1.12e-08	+	CATGCAAGTCCCACAGCAGCCTCCAGGTGGGGACG	Upstream_CTCF	3
chr16	63323871	63324021	id-38258	2.73e-07	-	TGTGCAGGATTCCGGTTCACCTCTAGATGGTGCTG	Upstream_CTCF	39
chr16	63389926	63390076	id-38259	1.03e-06	-	CTGTCACGTCCGGACAGGGCCACTGGAGGGCTCCT	UpstreamP1_CTCF	5
chr16	63395043	63395193	id-38260	3.55e-08	+	CTGCATGTTAGTATCCTGGCCACTAGATGGCAATA	UpstreamP1_CTCF	37
chr16	63495246	63495396	id-38261	8.71e-06	+	GTATTCTAAGCATTTGAGACCACTTGAGGGCACTG	V_CTCF_BR	34
chr16	63564228	63564378	id-38262	1.64e-05	+	GTTTTAGAATTAAGGAGAGGCAGTAGAGGGAGCTC	V_CTCF_BR	16
chr16	63737065	63737215	id-38263	9.84e-06	+	GTGCTCTGGCCTCTCTCCAGAAGCAGGTGCCTCCT	UpstreamP1_CTCF	9
chr16	63754872	63755022	id-38264	1.21e-06	+	CAGCATCTTTAACCTCTACCCACTAGATGCCACTA	UpstreamP1_CTCF	23
chr16	63823634	63823784	id-38265	1.15e-06	-	AGTGAAGATACCACAGGAACCAGCAGATGGCGATG	Upstream_CTCF	23
chr16	63915886	63916036	id-38266	1	+	NA	NONE	13
chr16	64042148	64042298	id-38267	8.9e-05	+	TTGTGTTACTCACTGGCTTACAGTTGGAGGCAGTA	UpstreamP1_CTCF	13
chr16	64085870	64086020	id-38268	8.58e-08	-	TCTGCTCTCTCTCTCTTTGGCACTAGATGGCACCT	Upstream_CTCF	32
chr16	64123736	64123886	id-38269	1	+	NA	NONE	34
chr16	64186421	64186571	id-38270	1	+	NA	NONE	5
chr16	64442738	64442888	id-38271	3.42e-05	-	AGAGATCTTCAACTCCAAACCCCAAGAGGGGGCAG	Upstream_CTCF	7
chr16	64489364	64489514	id-38272	2.96e-05	-	GATTTAAGCAGTTTCATAGTCACTAGGGGTCACTC	V_CTCF_BR	27
chr16	64504320	64504470	id-38273	4.88e-05	-	AGGAGCAAGTGGTTCTGAGCCAGCAGGGAGAGCTG	V_CTCF_BR	27
chr16	64515570	64515720	id-38274	2.04e-05	-	CAATAAGAACAGGCCATTTCCTGCAGGGGGCATGA	V_CTCF_BR	3
chr16	64661227	64661377	id-38275	1.76e-05	-	GGGCAGTTTTGCATTCTGAGCACAGGCTGCCTGGA	UpstreamP1_CTCF	18
chr16	64688260	64688410	id-38276	1	+	NA	NONE	6
chr16	64781465	64781615	id-38277	1	+	NA	NONE	15
chr16	64806513	64806663	id-38278	1	+	NA	NONE	17
chr16	64844257	64844407	id-38279	1	+	NA	NONE	8
chr16	64875550	64875700	id-38280	1	+	NA	NONE	9
chr16	64926730	64926880	id-38281	1	+	NA	NONE	9
chr16	64984292	64984442	id-38282	2.43e-06	-	CAGGGCTGTATAGCAGGAGCCACTAGGGGGCTTCA	V_CTCF_BR	35
chr16	65018013	65018163	id-38283	3.55e-08	-	ATGAAGGGCTGCCAAAGGGCCACTAGGGGGCCACA	UpstreamP1_CTCF	40
chr16	65078424	65078574	id-38284	4.31e-05	-	GAGCAGAGAAGCATCTTCTCCTCCAGCAGGGGCTC	UpstreamP1_CTCF	4
chr16	65096737	65096887	id-38285	1	+	NA	NONE	6
chr16	65102146	65102296	id-38286	8.64e-05	+	CTTTCCTCTCTTCTTCAGCACACAAGGAGGCAGTG	Upstream_CTCF	5
chr16	65151995	65152145	id-38287	1.67e-07	-	CGGAAGATTGCACTTCTGGCCACTAGAGGGCAATG	V_CTCF_BR	40
chr16	65155869	65156019	id-38288	1.69e-05	-	GCTCATTCCGCGGCCGCCGCCAGCTGAGGGGAGCG	UpstreamP1_CTCF	29
chr16	65157866	65158016	id-38289	1.17e-05	-	AAAGGTTCAGGGCCAGGGACCCACAGGGGGAGGCA	V_CTCF_BR	14
chr16	65160853	65161003	id-38290	4.73e-07	+	GATGCAATTCTCCTTTCCAACACTAGGAGCAATCA	Upstream_CTCF	40
chr16	65188389	65188539	id-38291	7.15e-05	-	ACTGACCTGGCCTGGCCATCCAGAGGTGGGAGATG	V_CTCF_BR	2
chr16	65215054	65215204	id-38292	1	+	NA	NONE	18
chr16	65229957	65230107	id-38293	1	+	NA	NONE	3
chr16	65252282	65252432	id-38294	1.04e-05	+	CACAGCATGCAGTAAATGACCAGTAGATGTCGACC	V_CTCF_BR	1
chr16	65283909	65284059	id-38295	1.71e-06	+	GAGGGTGCTCTCATGACAGGCAGAAGAGGGCGGAA	V_CTCF_BR	4
chr16	65376502	65376652	id-38296	4.73e-07	-	GTTTCAGTTCACACAATGTCCTCTTGGGGGCATGG	Upstream_CTCF	23
chr16	65463493	65463643	id-38297	1	+	NA	NONE	7
chr16	65559755	65559905	id-38298	5.28e-05	+	AAAACCTTTCCAAGACAGACCACTAGGAGGAAAAG	Upstream_CTCF	17
chr16	65582466	65582616	id-38299	4.68e-07	+	GAGACAGCAGCATCTGCTGCCTGCAGGGGGCTGGG	V_CTCF_BR	30
chr16	65606303	65606453	id-38300	1	+	NA	NONE	16
chr16	65610674	65610824	id-38301	1	+	NA	NONE	18
chr16	65668307	65668457	id-38302	7.44e-06	+	GCAGCCACCGCCCACTCATCCTCCAGGGGGACCAC	Upstream_CTCF	13
chr16	65692391	65692541	id-38303	1.17e-05	-	CCTAGCTGCATTGACCTAACCTCCAGATGGCTTCC	V_CTCF_BR	16
chr16	65701047	65701197	id-38304	4.7e-05	-	CTTGCTTATCTCACAGTGGCCACTGAGGGGCCTAG	Upstream_CTCF	32
chr16	65718254	65718404	id-38305	2.32e-08	+	CCTGCAATTCAGTAAGTGACCACCAGTAGCCACTC	Upstream_CTCF	34
chr16	65731096	65731246	id-38306	6.51e-07	-	GCTTCACTGCCGGATCTGTTCACTAGATGGCATGG	Upstream_CTCF	28
chr16	65738893	65739043	id-38307	1.48e-06	+	GGTTACTTTGCACCAGTTACCCCTAGAGGGCACCA	V_CTCF_BR	38
chr16	65756456	65756606	id-38308	7.46e-06	+	CTGTTAGGTATCAGGCCCAACAGCAGGGGGTGAGC	UpstreamP1_CTCF	8
chr16	65761769	65761919	id-38309	9.31e-05	+	AATGCATCAGGGTAGTGTCCCCCTAGGGGTAGAAC	Upstream_CTCF	8
chr16	65771856	65772006	id-38310	2.58e-05	-	TAAGCTGTGCAGTTTCTGCTCACAGGGAGGCAGGC	Upstream_CTCF	8
chr16	65785621	65785771	id-38311	1	+	NA	NONE	15
chr16	65828156	65828306	id-38312	1.03e-06	-	CAGCATCCCTGGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	13
chr16	65866271	65866421	id-38313	1	+	NA	NONE	3
chr16	65951053	65951203	id-38314	1	+	NA	NONE	6
chr16	65977697	65977847	id-38315	8.64e-05	-	TGAGTGATGCCCAGGCACAGAGCAAGGTGGCAGCA	Upstream_CTCF	2
chr16	65998792	65998942	id-38316	7.62e-07	+	AGTGCCCGGCCAGGTGTGACCACATGGGGGCCACA	Upstream_CTCF	28
chr16	66025318	66025468	id-38317	1.28e-06	+	TCCCCTCCTCATCACCTCTCCAGTAGGTGGCTCTA	V_CTCF_BR	10
chr16	66060254	66060404	id-38318	2.81e-06	-	ATTGCCTTTCCCTATGAATCCTCTAGGTGGGGCCT	Upstream_CTCF	39
chr16	66064045	66064195	id-38319	5.93e-06	+	TGGGCAAATGCAGCTGGCTCCACCAGAGGCAGTTC	Upstream_CTCF	10
chr16	66129697	66129847	id-38320	6.73e-07	-	TGGTTCTGCTGAATCTCTGCCACTGGGGGGCAGAA	UpstreamP1_CTCF	33
chr16	66149412	66149562	id-38321	4.3e-06	-	ACTGCAATTCAGGAACAGGTCACTAAGAGGCAGTG	Upstream_CTCF	22
chr16	66161522	66161672	id-38322	1	+	NA	NONE	19
chr16	66164189	66164339	id-38323	3.81e-05	+	GTCTAAACTCCATCATTTACCAGGTGCGGGAACTC	V_CTCF_BR	8
chr16	66186190	66186340	id-38324	2.66e-05	-	CAGAACATGCATGTCTGGGACAGAGGAGGGAGCAA	V_CTCF_BR	9
chr16	66187187	66187337	id-38325	7.12e-06	-	GTCCAGCTTCCTCAGCCTGCCACAGGGGGTTACTG	UpstreamP1_CTCF	15
chr16	66194014	66194164	id-38326	2.5e-05	-	CTGTGCTTTCCTCTCTACCACTCTGGGTGGAGCCA	UpstreamP1_CTCF	23
chr16	66201834	66201984	id-38327	3.36e-07	-	CCTCCTCTCAGCCTTCTCTCCAGAAGAGGGCAGTC	V_CTCF_BR	32
chr16	66289636	66289786	id-38328	2.44e-07	-	CCTGCAATGCACCTCCTGGCCTCCAGAATGTGCCA	Upstream_CTCF	15
chr16	66300696	66300846	id-38329	1.63e-05	-	GCTGTCACTGCTGGGCTCTCCAGTGGTGGCCGCCA	Upstream_CTCF	20
chr16	66304433	66304583	id-38330	6.2e-10	-	GCGTGCAGGACTCCCGTAGCCGCCAGGGGGCGCTG	V_CTCF_BR	40
chr16	66308016	66308166	id-38331	6.98e-07	-	ACCAGCCCTGGGACCTTGGCCACTGGAGGGTGCTA	V_CTCF_BR	38
chr16	66308431	66308581	id-38332	8.21e-06	+	TGTATACTGTCATAAACTTCCAGAAGATGGCAGTA	V_CTCF_BR	38
chr16	66309850	66310000	id-38333	1.2e-08	+	TATGCAGTTCCACAGGAAGACAGCAGGAGGAGCAA	Upstream_CTCF	40
chr16	66312691	66312841	id-38334	2.34e-06	-	GTGTGGTTTGACTTACAAACCAGTAGATGGAGCTT	UpstreamP1_CTCF	25
chr16	66324663	66324813	id-38335	1.59e-06	-	TGCCCTCTGCCTGCCTTGGCCAGAAGATGGTGCTT	V_CTCF_BR	11
chr16	66349240	66349390	id-38336	5.47e-10	-	GTGCTACTGCCTCTGATGGCCACTAGGGGGAACCA	UpstreamP1_CTCF	40
chr16	66358816	66358966	id-38337	8.21e-06	+	GGCCATTCACAGCGAATCACCAGTGGGTGGCGATG	V_CTCF_BR	36
chr16	66376331	66376481	id-38338	1.61e-09	+	CAACTCAGCTGTGCAGCTGCCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr16	66378563	66378713	id-38339	2.18e-07	-	GGCTACTATATCGGATCCACCACTAGATGGCAGCA	V_CTCF_BR	39
chr16	66379480	66379630	id-38340	2.47e-05	+	CCTGCACTCTTCTTTTCCATCCACAGGAGGAGCAT	Upstream_CTCF	25
chr16	66380242	66380392	id-38341	1.52e-07	-	TGTGTTTCACCTGGGGCGGCCAGGAGGTGGCTCTG	V_CTCF_BR	14
chr16	66391500	66391650	id-38342	8.02e-08	+	CATCTGTTCTCATCGCTAGCCACTAGATGGCGACA	UpstreamP1_CTCF	40
chr16	66415821	66415971	id-38343	6.05e-06	-	TCTCCAGCCTGTTTCTCTACAGCCAGAGGGCACCC	V_CTCF_BR	6
chr16	66416551	66416701	id-38344	2.86e-06	+	GGGCTGGGTCTCCGAGGAACCACAAGGGGTCGTCA	UpstreamP1_CTCF	22
chr16	66440468	66440618	id-38345	4.23e-08	+	GGTTGGTAATGGGAAATGACCACTAGGGGGCGCGC	V_CTCF_BR	40
chr16	66453576	66453726	id-38346	5.01e-06	-	TACTCTTGTGAAGCATTGGCCAGCAGGGGGATAGG	V_CTCF_BR	33
chr16	66463562	66463712	id-38347	3.91e-06	+	CCTCCCCTTCCCCATTCACCCACTAGGGGTCACGT	Upstream_CTCF	30
chr16	66477954	66478104	id-38348	1.64e-05	-	ACCAGGGACAGTGAGCTCACCACCAGGGGACAGTG	V_CTCF_BR	33
chr16	66506039	66506189	id-38349	8.03e-07	-	GGTGCAATGCCGAGGAGGTACAGAGGAGGGGGACA	Upstream_CTCF	18
chr16	66507828	66507978	id-38350	1.16e-05	-	CATGCAGTTCTGGAGCTGACCTGCGGGCTGGAGCT	Upstream_CTCF	6
chr16	66511537	66511687	id-38351	5.55e-07	+	GGAGCTGTACCCAGATTCTCCACCAGGGTAAGGAG	Upstream_CTCF	32
chr16	66512715	66512865	id-38352	5.72e-09	+	GATACAGAGGAGGGTGTGACCAGCAGAGGGCACAG	V_CTCF_BR	40
chr16	66517734	66517884	id-38353	1.91e-09	-	GAGCAGTGGCAGCAGCGAGCCGGCAGGTGGCAGTG	UpstreamP1_CTCF	40
chr16	66518083	66518233	id-38354	6.05e-06	-	GAAGTTTCTGCATTCATTCCCAGGAGGTGGAGCCC	V_CTCF_BR	1
chr16	66518920	66519070	id-38355	4.68e-07	+	CACAAGCAACAGGCATCGCCCAGAAGAGGGCGGAA	V_CTCF_BR	7
chr16	66542384	66542534	id-38356	1.73e-05	+	TCATTCCACACACATGTGAACACTTGAGGGAGCTC	V_CTCF_BR	8
chr16	66545987	66546137	id-38357	6.46e-07	+	GACAGACAGATGGAAGCAGGCAGCAGGGGGCAGGG	V_CTCF_BR	34
chr16	66549744	66549894	id-38358	1	+	NA	NONE	37
chr16	66558912	66559062	id-38359	1	+	NA	NONE	6
chr16	66570527	66570677	id-38360	4.65e-06	-	TCCCAGTGGCCGACCTTAGCCACTAGGGGTGTCCA	UpstreamP1_CTCF	10
chr16	66582429	66582579	id-38361	5.65e-05	+	TGCCCACCCACCAGTCTCAACACTGGGGGGAGAGG	V_CTCF_BR	5
chr16	66583579	66583729	id-38362	9.41e-05	-	CGGGCGCGAGACCGCAGCGAGCGCTGGGGGCGCTC	V_CTCF_BR	37
chr16	66583974	66584124	id-38363	2.6e-05	+	CTGCTAGTCCAGCCGTTGGGCGCCGCCTGGATCCC	UpstreamP1_CTCF	26
chr16	66585405	66585555	id-38364	3.03e-05	+	GGCGTGATGCTGGCAGTCACCACTAGGCAGGGAGA	Upstream_CTCF	40
chr16	66596459	66596609	id-38365	1	+	NA	NONE	10
chr16	66614539	66614689	id-38366	9.66e-05	-	TGCCCAGTTCTGTCTCTTTCCACTAGATGACTGCT	Upstream_CTCF	28
chr16	66623433	66623583	id-38367	4.5e-06	-	TGTGCCTCACACTGCCTGGCCTGCAGGGGATGCTG	Upstream_CTCF	40
chr16	66638765	66638915	id-38368	4.24e-09	-	GCCGCACTCACCGACTCGGCCAGCAGGAGGCGGCC	Upstream_CTCF	40
chr16	66642547	66642697	id-38369	4.93e-12	+	CCCGGAGAGGGGTCTCTGGCCACCAGGTGGCGCCG	V_CTCF_BR	40
chr16	66684962	66685112	id-38370	1	+	NA	NONE	40
chr16	66692546	66692696	id-38371	9.81e-06	+	AGCATCCCTGGCCTCCACACCACTAGGTGCCAGTA	V_CTCF_BR	21
chr16	66694691	66694841	id-38372	1.04e-05	-	TCCTCACTTAGCACAGCGAGCAGGAGAGGGAAGAG	V_CTCF_BR	35
chr16	66696831	66696981	id-38373	3.09e-05	+	CACCTAGGTCCCAGACTGACCACTGGGTGGCATAT	UpstreamP1_CTCF	40
chr16	66730243	66730393	id-38374	4.88e-05	+	GCTCGGTGGTGGGCTGGTACGGGCTGCTGGCGCCC	V_CTCF_BR	6
chr16	66730658	66730808	id-38375	2.55e-06	+	GGAGCCAGGCCGCAGCCGGCCGCTCGGAGGCGCTC	Upstream_CTCF	25
chr16	66730847	66730997	id-38376	1	+	NA	NONE	26
chr16	66751035	66751185	id-38377	3.91e-06	+	TCGGCCGTCTCACTGTGAGCCAGCAGGGTGTGCTG	Upstream_CTCF	40
chr16	66762160	66762310	id-38378	5.01e-06	+	AAAACTTACTCCAAGTACTCCACTAGAGGGCACTA	V_CTCF_BR	40
chr16	66773960	66774110	id-38379	3.41e-07	-	AAAGCATCCCCTATAGCCACCAGAAGGTGGCGCTT	Upstream_CTCF	40
chr16	66785761	66785911	id-38380	1	+	NA	NONE	40
chr16	66792094	66792244	id-38381	2.67e-06	-	CTTGCTCACTCACTGCCTGCCAGCAGGGGAAGGAG	Upstream_CTCF	21
chr16	66844421	66844571	id-38382	6.39e-05	-	GTGGCACTGCCTCTGTGCTTCTTTAGAGGGAGCTG	Upstream_CTCF	7
chr16	66864847	66864997	id-38383	1.18e-09	+	TACCGTCTCCTGCGCGCTGCCTGCAGGGGGCGCCG	V_CTCF_BR	40
chr16	66883579	66883729	id-38384	1.99e-07	-	AGGGCAGAAATCCTGACAGCCGGCAGGTGGCAGAA	V_CTCF_BR	12
chr16	66885480	66885630	id-38385	2.86e-06	-	GTGCTCGTCTCCTGTCTGTCAGGGAGAGGGCAGTG	UpstreamP1_CTCF	4
chr16	66901825	66901975	id-38386	2.88e-10	-	GCCGCAGCTTTAAACGTGGCCACCAGGGGGCGAGA	Upstream_CTCF	40
chr16	66907134	66907284	id-38387	2.14e-10	-	GAGGCTTCAGGGGACACGGCCAGCAGGGGGCGCGG	V_CTCF_BR	40
chr16	66929197	66929347	id-38388	2.72e-06	+	CAGCATGAAGCAGAAGTTGCCTCTAGATGTCGCCA	UpstreamP1_CTCF	40
chr16	66937265	66937415	id-38389	1.41e-06	+	TGGGAAGTAGGCAGGACAGCCACCAGATGGGGCCA	Upstream_CTCF	12
chr16	66943765	66943915	id-38390	1.34e-06	-	CCTGCAGTTCCTGAGGGAACCGCTGGGATGCAAGG	Upstream_CTCF	40
chr16	66956024	66956174	id-38391	3.86e-05	-	AACGCACGACGGCAAGCAGGCACCCGGAGGCGAGA	Upstream_CTCF	0
chr16	66958836	66958986	id-38392	1.24e-05	+	GCACCCGGGGTCAGCGCCGCCTGCAGGTCGCGCTC	V_CTCF_BR	36
chr16	66962771	66962921	id-38393	1.48e-06	-	CTTGATAGGTGCTGTGCAGCTGGCAGGGGGCGCCG	V_CTCF_BR	40
chr16	66981186	66981336	id-38394	6.53e-09	+	CCCACATTGCCCATTTTGGCCACCAGGTGGCAGAC	V_CTCF_BR	40
chr16	66988095	66988245	id-38395	1.38e-08	+	CCCACTTTGCCCATTTGGGCCACCAGGTGGCAGAC	V_CTCF_BR	40
chr16	66995023	66995173	id-38396	2.04e-05	+	TGAGCATGGGGCTGGCCACCAGCTAGGTGGCGCTG	V_CTCF_BR	40
chr16	67011673	67011823	id-38397	8.61e-08	+	GAACAGTGCAGGAGTGTGAGCACCAGGGGGCGCTG	V_CTCF_BR	40
chr16	67023761	67023911	id-38398	1	+	NA	NONE	34
chr16	67048054	67048204	id-38399	1.28e-06	+	ACTGCAGTCACGGATCCAGCCGCCTGGCGCCAGCC	Upstream_CTCF	33
chr16	67048208	67048358	id-38400	2.53e-05	+	TGGCGCCCGCCAGCAGTCTCCAGGCGGGGGCGGCC	V_CTCF_BR	9
chr16	67049209	67049359	id-38401	9.4e-06	-	CCGCACCTCATTCCACTGGACTCAAGGTGGTGTCA	UpstreamP1_CTCF	27
chr16	67051850	67052000	id-38402	2.32e-08	+	ATAGCTGTTGCAGCACACACCTCCAGGGGGCACCA	Upstream_CTCF	40
chr16	67062534	67062684	id-38403	5.7e-05	-	CTTTTCGTCCCTAAACCGACCGGCAGGGGTGTAGG	Upstream_CTCF	30
chr16	67075553	67075703	id-38404	1	+	NA	NONE	17
chr16	67134948	67135098	id-38405	3.48e-06	-	TTGGAATCAACAGAAATTACCACTAGATGCCACTG	UpstreamP1_CTCF	39
chr16	67138130	67138280	id-38406	2.83e-07	+	CCAGAAGGGCAGATTCCACCCAGCAGAGGGCAGGG	V_CTCF_BR	40
chr16	67146917	67147067	id-38407	7.46e-06	+	GTGTTGTTATCTCTTTTTGCCAGGTGAGGGACAGG	UpstreamP1_CTCF	6
chr16	67180500	67180650	id-38408	9.81e-06	+	ACCACAGGGCAAGTGGGGCCCAGCAGAGGGTGTTG	V_CTCF_BR	22
chr16	67183875	67184025	id-38409	1.67e-07	-	CGTGGGGCGCGGAGGGTCGCGTGCAGGGGGCGCTG	V_CTCF_BR	21
chr16	67184365	67184515	id-38410	1.46e-08	+	CCTGTAAGGGTCGCAGTCGGCAGCAGGGGGCAGCG	Upstream_CTCF	12
chr16	67185806	67185956	id-38411	3.5e-05	-	GGGCTGGGTTCTTAAGAGACCAGTAGAGGCTGTCT	UpstreamP1_CTCF	22
chr16	67189357	67189507	id-38412	3.06e-08	-	GCCGCTTCCTCCGCGCCTACCGCGAGGGGGCGCTG	V_CTCF_BR	40
chr16	67194009	67194159	id-38413	4.31e-07	-	GGGTACCAGAAAATTCTGGTCTCCAGGGGGCGCCC	V_CTCF_BR	40
chr16	67198188	67198338	id-38414	2.27e-05	+	GACTACGTCCCGGGGTTCGGCGGGAGGGGGCGTGC	V_CTCF_BR	3
chr16	67203683	67203833	id-38415	3.18e-06	-	GTGGGGGCTTCGCTCACCCCCGATAGGGGGCGCCA	V_CTCF_BR	39
chr16	67204168	67204318	id-38416	4.68e-07	-	GGCGCACCAGGAGATGAGGCCAGGAGGGGGCAGTT	V_CTCF_BR	29
chr16	67208167	67208317	id-38417	4.1e-06	+	GATGCACTGCCTGATGCCGAGCGCAGGGTGCGCCG	Upstream_CTCF	38
chr16	67212173	67212323	id-38418	1	+	NA	NONE	24
chr16	67213396	67213546	id-38419	2.6e-07	+	TCACTCAGCTGCACCACAACCTGCAGGTGGCAGTG	V_CTCF_BR	30
chr16	67213718	67213868	id-38420	3.63e-06	-	TATGAACACTTTGAGGCTGCCACTGGGGGGCAGCT	V_CTCF_BR	34
chr16	67219398	67219548	id-38421	6.46e-07	-	CTCCCGTCAAACACTTGCCCCACAAGGTGGCGCCG	V_CTCF_BR	40
chr16	67232229	67232379	id-38422	5.51e-07	-	GCAGCTCCTCGGTTCTGTGCCACTGGGTGGCAGCC	V_CTCF_BR	40
chr16	67233479	67233629	id-38423	3.33e-09	-	GGCACGAGGCTCAGCGAGGCCGGCAGGGGGCGCCG	V_CTCF_BR	34
chr16	67233931	67234081	id-38424	1.64e-06	-	AGTGTGCGGCCCCGGGCGTCAACTAGGTGGCGCAA	Upstream_CTCF	23
chr16	67244106	67244256	id-38425	1	+	NA	NONE	1
chr16	67260808	67260958	id-38426	5.01e-06	+	TGAGGGCGGCTTCCTCTCACCTCCAGGGGCAGCGA	V_CTCF_BR	33
chr16	67261166	67261316	id-38427	3.16e-05	-	CCAGCTCTAGCACGGTCTGGCCAGGGATGGCGCCC	Upstream_CTCF	35
chr16	67265792	67265942	id-38428	1.34e-06	+	AATGCCAAGCCCATGCCCACCACCAGAGGGACAGG	Upstream_CTCF	17
chr16	67271123	67271273	id-38429	2.1e-05	+	ACGTCAGTGCCCGCAGTGCCCAGGTGGCGCTGGAC	Upstream_CTCF	0
chr16	67280172	67280322	id-38430	2.34e-06	-	GCGCTGTTTCCGGGCCAGGACTCTGGGAGGCGCAC	UpstreamP1_CTCF	40
chr16	67280747	67280897	id-38431	1	+	NA	NONE	21
chr16	67282777	67282927	id-38432	7.07e-08	+	GCCTGTGACGCGGGGGCGCCCGGTAGGTGGCGGCG	V_CTCF_BR	25
chr16	67294676	67294826	id-38433	3.63e-06	+	GAGAGAGTCTGTTGCAACCCCACAAGAGGGCAGCA	V_CTCF_BR	40
chr16	67298414	67298564	id-38434	2.97e-06	-	CCCCCTAAGCTGGATCCTAACACTAGGGGGCTCAA	V_CTCF_BR	32
chr16	67312612	67312762	id-38435	4.68e-07	-	GGCCTGGCTTCTCCACTTACCTGCTGGGGGCGCTC	V_CTCF_BR	39
chr16	67313287	67313437	id-38436	1.77e-10	+	CTGTGGCTCCGTCCTCCGGCCTCCAGGGGGCGGCG	V_CTCF_BR	40
chr16	67317355	67317505	id-38437	1	+	NA	NONE	26
chr16	67318930	67319080	id-38438	1.38e-06	-	CGGCAGGCAGCAATAGTGGCCGCATGGTGGCAGTG	V_CTCF_BR	40
chr16	67328859	67329009	id-38439	4.31e-07	-	GGGAATGGCCCCTCTTCTGCCAGGAGGTGGAGGAA	V_CTCF_BR	21
chr16	67339445	67339595	id-38440	1.04e-05	+	CCCATTCTCCCTCAAAAGTCCTGCAGGGGGCAGAT	V_CTCF_BR	13
chr16	67344206	67344356	id-38441	7.44e-06	-	GTAGCAATTTCAGTCAGCAAAGCCAGAGGGCAGCT	Upstream_CTCF	22
chr16	67360735	67360885	id-38442	1.99e-07	+	TGGACGAGGAAGGCATTCGCCGCCTGGGGGCGCTG	V_CTCF_BR	36
chr16	67373474	67373624	id-38443	3.11e-05	-	ACACTACTCTGTGAACACAACAGAAGAGGGAGCTC	V_CTCF_BR	40
chr16	67383213	67383363	id-38444	1	+	NA	NONE	39
chr16	67397292	67397442	id-38445	3.86e-05	-	AGTGCTAGTTCTGGTGCCACCACTTGGAGACCACA	Upstream_CTCF	9
chr16	67406690	67406840	id-38446	4.51e-05	+	GTGGCTGTAATTTTTGTGCACCAAAGGGGGCAGTC	Upstream_CTCF	40
chr16	67427304	67427454	id-38447	7.1e-09	-	CTGCAGTCCCACCCGGGAGCCGGCAGGGAGCGGAG	UpstreamP1_CTCF	38
chr16	67431919	67432069	id-38448	2.43e-06	-	CCTGGAACAGCCGCTGGGGGCAGCAGGGACCGGGC	Upstream_CTCF	13
chr16	67433433	67433583	id-38449	7.42e-09	-	GGGGACCCACCCCGCAGCGCCTGCAGAGGGCGCGC	V_CTCF_BR	39
chr16	67438943	67439093	id-38450	3.63e-06	+	GGCTCTAGTGAACAAGAAGCCCCCAGATGGCACTG	V_CTCF_BR	4
chr16	67441856	67442006	id-38451	6.05e-06	-	CAAATAATGCTTGGCTTGGCCTGCAGGAGGCTCTG	V_CTCF_BR	27
chr16	67450403	67450553	id-38452	1	+	NA	NONE	36
chr16	67453924	67454074	id-38453	1.82e-06	+	CTGCTGTTACCTCGACTCTAGCCCAGGGGGACCCA	UpstreamP1_CTCF	13
chr16	67459129	67459279	id-38454	5.65e-05	+	TCCCCAGGGGGCGTATTAGCCACCAGGGGTGGGGC	V_CTCF_BR	6
chr16	67462136	67462286	id-38455	1.96e-08	+	CCGTGCTCTCCCTACACGGCCAGCAGAGGGTACCA	V_CTCF_BR	40
chr16	67464984	67465134	id-38456	1	+	NA	NONE	0
chr16	67465310	67465460	id-38457	1.19e-06	-	ATGAGCACCGCGCGAGTGGCCACCGGCAGGCGCTG	V_CTCF_BR	17
chr16	67478275	67478425	id-38458	2.15e-05	-	CAGGGTGGGGTTTGTGGACCCGCTGGGGGGCGACC	V_CTCF_BR	15
chr16	67479524	67479674	id-38459	2.91e-05	+	AGCTCTGTGGGGTACATGGGCAGCAGAGGGGGCTG	Upstream_CTCF	32
chr16	67480030	67480180	id-38460	5.13e-05	-	AGAGGGCCCTGTGGGAGCTCCCCCAGTGGCCAGTG	V_CTCF_BR	27
chr16	67481616	67481766	id-38461	5.96e-07	-	GTTGAGAAGCCATATTGTTCCAGCAGGTGGCACCA	V_CTCF_BR	38
chr16	67490341	67490491	id-38462	2.18e-07	+	CCAGCAAGTGCTGAAATCTCCACTAGGGGAAGCTG	Upstream_CTCF	40
chr16	67499816	67499966	id-38463	1.28e-06	-	GGACAATGCCATCCTCCCACCACAAGGGGGTGCGC	V_CTCF_BR	40
chr16	67515171	67515321	id-38464	3.18e-06	+	AGAGGAAGTTTGAGGCCGGCCGCTTGGTGGCGCCT	V_CTCF_BR	40
chr16	67528000	67528150	id-38465	3.73e-09	+	CAGCAGTTCTGTTCTCTGCCCACTAGGTGTCAGTA	UpstreamP1_CTCF	39
chr16	67547934	67548084	id-38466	8.89e-06	+	CCAGCACTTTGCAGGGGCTGAAGCAGGTGGAGCTC	Upstream_CTCF	14
chr16	67548376	67548526	id-38467	1.31e-05	-	AGCAAGCGTAAACATGCACCCACAAGGGGGCGTGC	V_CTCF_BR	40
chr16	67555023	67555173	id-38468	3.28e-05	-	ACTTGGCAAAATACCGCCAGCTCAAGGGGGTGCCC	V_CTCF_BR	40
chr16	67555502	67555652	id-38469	5.72e-09	-	CCCGCTAGTCCAGCCTCGGCCTCCAGGGGGAGCTG	V_CTCF_BR	40
chr16	67559466	67559616	id-38470	3.88e-06	-	AGAAAAATCCCTGGGACAGACAGCAGAGGGTGGTG	V_CTCF_BR	30
chr16	67561268	67561418	id-38471	3.09e-06	+	AGGGCACTACAAAGGAAGCCCAAGAGGAGGGGCTG	Upstream_CTCF	2
chr16	67562489	67562639	id-38472	3.97e-05	-	GGCCGGTGGCCCACGCAGCCCACCAGCTTGCAGGG	UpstreamP1_CTCF	17
chr16	67570830	67570980	id-38473	1.04e-05	-	ACAGGAGAATCGCTTGAACCCGGGAGGTGGCGCCA	V_CTCF_BR	21
chr16	67578253	67578403	id-38474	8.71e-06	-	GGGAACACCATCAGCCTCACCAGCAGGAGGCGACT	V_CTCF_BR	38
chr16	67580980	67581130	id-38475	3.83e-09	+	GGGTGGCTGGAGCTTCTGCCCACCAGGGGGCAGCA	V_CTCF_BR	40
chr16	67596655	67596805	id-38476	2.02e-06	-	CGGCCGCGCCGCAGCAGGGACGGTAGAGGGAGACA	UpstreamP1_CTCF	40
chr16	67597213	67597363	id-38477	5.52e-05	+	CCGCCGCTGGTCTCCGTCTCCGCCGAGTGGCGCAG	UpstreamP1_CTCF	39
chr16	67647860	67648010	id-38478	1	+	NA	NONE	34
chr16	67666589	67666739	id-38479	1	+	NA	NONE	9
chr16	67678686	67678836	id-38480	3.42e-09	-	CCCGCAGTCCCTGCCGCGAACACCAGGGGACGCTG	Upstream_CTCF	40
chr16	67687139	67687289	id-38481	1	+	NA	NONE	32
chr16	67697155	67697305	id-38482	3.28e-07	+	ACGCAGCAGCTGGCTCTGGCCTACAGGGGGCCCGG	UpstreamP1_CTCF	36
chr16	67697589	67697739	id-38483	2.18e-07	+	CCTGCAGTGAGCAGGAATGCCTCCGGGGGGCTCTC	Upstream_CTCF	38
chr16	67701877	67702027	id-38484	3.71e-05	-	GGTGCAGACACCATGCTGGCCACAGCGTGGAGCAC	Upstream_CTCF	40
chr16	67702503	67702653	id-38485	9.88e-07	-	GGTGCCAAATTTGCCCCCGCCACCAGAGGGCCTAG	Upstream_CTCF	36
chr16	67706717	67706867	id-38486	4.41e-06	+	GAGATGCTACTGCCTTCTTCCAGGAGGGGGTGCTG	V_CTCF_BR	40
chr16	67757242	67757392	id-38487	7.31e-05	+	GGGCTCCGCTGCCTGGCTGCCACATGGGTGCATAC	UpstreamP1_CTCF	10
chr16	67764363	67764513	id-38488	2.97e-06	-	AGGAGGATGGCCTCCTCTCCCAGCAGGGGGCATGC	V_CTCF_BR	7
chr16	67841111	67841261	id-38489	1.39e-05	-	CTAGATCAATGGTCAGAGGCCAGCAGGAGGTGCAG	V_CTCF_BR	37
chr16	67850580	67850730	id-38490	3.88e-06	+	GGCCGCCTTCCCGTTTTTACCTACAGGGGGAAGCA	V_CTCF_BR	40
chr16	67865025	67865175	id-38491	3.4e-06	+	GGAGAGCTTTCCCCAAAGGCCAGCAGGGGAAAACC	Upstream_CTCF	15
chr16	67875785	67875935	id-38492	9.84e-06	+	CCGCAGTAACTCGATCTTTCCCTTAGGCGGCGCTT	UpstreamP1_CTCF	40
chr16	67876980	67877130	id-38493	2.81e-06	+	AGTGCAAGTGGAGTTTGCAGCCGCAGAGGGCGCAG	Upstream_CTCF	35
chr16	67878454	67878604	id-38494	1	+	NA	NONE	25
chr16	67899370	67899520	id-38495	1.22e-08	-	AGGATGCTCATGGCTGCTGCCTCCAGAGGGCACCA	V_CTCF_BR	40
chr16	67916792	67916942	id-38496	8.64e-05	+	CACTCACTTCCCTTTGCAGCCTGCAGGAGTCCATT	Upstream_CTCF	2
chr16	67917725	67917875	id-38497	3.11e-10	+	TTCCCTCTGGGCCTCGGTGCCACCAGGGGGCGCTC	V_CTCF_BR	40
chr16	67920396	67920546	id-38498	1.16e-05	+	CATGCAGGCCCCAAGAGCTCCTCCAGTGGAGACTG	Upstream_CTCF	1
chr16	67941436	67941586	id-38499	1.55e-05	+	GACCAGGCGAGTTTTGCAGTCACTTGGTGGCAGTG	V_CTCF_BR	2
chr16	67953645	67953795	id-38500	5.37e-06	-	CAGTGGTGGCACAGAGGTGACACAAGATGGGGCTG	UpstreamP1_CTCF	18
chr16	67956956	67957106	id-38501	5.12e-07	+	CTGCTGTGCTGCCTCTCCCTCTCCAGGGGGAGTAG	UpstreamP1_CTCF	5
chr16	67960507	67960657	id-38502	3.28e-05	+	CTTAGAGAAGTAATGCGGGCCAGAGGGTGCCACTG	V_CTCF_BR	38
chr16	67962487	67962637	id-38503	3.97e-07	-	GCTGCCAACACCCATGCAGACACCAGATGGCGCCT	V_CTCF_BR	40
chr16	67966096	67966246	id-38504	1	+	NA	NONE	36
chr16	67976098	67976248	id-38505	3.09e-06	+	CCAGGAGTGGTAGATAGCACCCCTAGAGGCCACTG	Upstream_CTCF	40
chr16	67977858	67978008	id-38506	3.8e-08	+	GGAAGAGCACATTGAGGAGCCAGAAGGGGGCGGCA	V_CTCF_BR	9
chr16	67980627	67980777	id-38507	1.1e-06	-	TGCTGCCACCTGAGAGCTGGCACAAGGGGGAGCCA	V_CTCF_BR	25
chr16	67983612	67983762	id-38508	1	+	NA	NONE	0
chr16	67997714	67997864	id-38509	1	+	NA	NONE	0
chr16	68011835	68011985	id-38510	9.66e-05	-	ATTGCCCTTCCATGGCTGTCCTGCAGGGCAGAGAG	Upstream_CTCF	6
chr16	68014390	68014540	id-38511	1.93e-05	-	CGCTGCAGCGGCGGTTCCGGCCCATGGGGGCGCTC	V_CTCF_BR	33
chr16	68027240	68027390	id-38512	2.46e-13	+	GCGGCACCGCCCAGTACGGCCACCAGGGGGCGCCC	V_CTCF_BR	40
chr16	68074583	68074733	id-38513	9.49e-08	-	TGGCAAAACAACCATGGATCCACCAGGGGGCGCTG	V_CTCF_BR	40
chr16	68098726	68098876	id-38514	3.97e-05	-	CTGCCAGTCTTGATTCTAGACAGGCGGGGGCAGCA	UpstreamP1_CTCF	40
chr16	68104974	68105124	id-38515	1	+	NA	NONE	2
chr16	68105132	68105282	id-38516	8.13e-06	+	GCTGCAATGCTAAGAGAGGATGCTGGGGGGCATAC	Upstream_CTCF	1
chr16	68106395	68106545	id-38517	2.96e-05	+	AAGCTGAGTCAAGGACTTGCCACCAGCCGGGGCGC	UpstreamP1_CTCF	4
chr16	68117822	68117972	id-38518	2.81e-05	-	ACACTTGAGCTACCAGGGAGCCCTAGAGGGAGCCA	V_CTCF_BR	27
chr16	68118540	68118690	id-38519	4.88e-05	-	GGTGGCTGCGCCTTTGTCCCCACTAGCGGGCCCCC	V_CTCF_BR	27
chr16	68127890	68128040	id-38520	3.67e-07	+	TAGCAGTGATACAGTTAGACCAATAGAGGGTACTG	UpstreamP1_CTCF	40
chr16	68128359	68128509	id-38521	1	+	NA	NONE	35
chr16	68150262	68150412	id-38522	1.41e-05	-	TTGTTCCATGTTCCTTCAACCACCAGAGGGACTCA	UpstreamP1_CTCF	39
chr16	68214288	68214438	id-38523	3.88e-06	+	TACAAGCAAAAGTTGGCCACCACTTGATGGCGGTG	V_CTCF_BR	11
chr16	68236045	68236195	id-38524	5.52e-05	+	GTGCTGAAAACTGACACTGCCACTTGCAGGCTCTG	UpstreamP1_CTCF	3
chr16	68263398	68263548	id-38525	2.17e-08	-	GCTGCAGTATCACCAGAAGACATTAGGGGGCAGTA	Upstream_CTCF	40
chr16	68268949	68269099	id-38526	9.81e-06	-	GCCTGTCCCGGCCGGCTGGCCAGGCGTGGGCGCTG	V_CTCF_BR	20
chr16	68273952	68274102	id-38527	1.67e-07	+	CAGAGTGGCTGCCGAGCACCCGCCAGAGGGCGCGC	V_CTCF_BR	36
chr16	68279344	68279494	id-38528	1	+	NA	NONE	12
chr16	68295564	68295714	id-38529	1.22e-08	+	GACTTTGATACACCAGGGGCCACAAGAGGGCGCCC	V_CTCF_BR	40
chr16	68297991	68298141	id-38530	9.51e-07	+	CGTTTGGATCCCTGTGTGAGCTGTAGGGGGCGCCC	V_CTCF_BR	40
chr16	68308791	68308941	id-38531	1	+	NA	NONE	4
chr16	68321917	68322067	id-38532	6.51e-07	-	CCTGCAATGCTCCCAGCCTCCACCAAAGGAAACCA	Upstream_CTCF	15
chr16	68344881	68345031	id-38533	1	+	NA	NONE	24
chr16	68362636	68362786	id-38534	3.2e-08	-	GCTGCACTACTTAGTAAGAGCAGTAGGTGTCAGTA	Upstream_CTCF	40
chr16	68379915	68380065	id-38535	2.84e-05	-	CTGTGAGCGCCTCCACAGGTCTCCAGAGGGCATGA	UpstreamP1_CTCF	4
chr16	68389399	68389549	id-38536	3.81e-05	+	ACTGATGAGAGAGAAGTGGCAGAGAGGGGGCGCCG	V_CTCF_BR	34
chr16	68390415	68390565	id-38537	3.03e-05	+	ACTGCAGCACTAGGAACTCCCGGCAGGGCAGGAAG	Upstream_CTCF	4
chr16	68398721	68398871	id-38538	1.22e-07	+	GAAGCAGGTCCAGCTGCCCACACCGGATGGCGCTG	Upstream_CTCF	37
chr16	68401028	68401178	id-38539	1.06e-05	-	GGAGGAGGAGCAGTTGTTGCCTGAAGACGGCGCCC	Upstream_CTCF	40
chr16	68414401	68414551	id-38540	2.4e-05	-	GGGCAGAGGGCCTCCTGAGGATGCAGGTGGCGCTG	V_CTCF_BR	2
chr16	68416269	68416419	id-38541	3.42e-05	-	CGTGCAATACCCTGAGCAGCCACTATGCTGCATCT	Upstream_CTCF	40
chr16	68418687	68418837	id-38542	1.71e-06	-	TTCTGGCTGCAGCTCCAGGTCAGCAGGGGGCAGGG	V_CTCF_BR	13
chr16	68423131	68423281	id-38543	8.58e-06	+	CTCCTGCCTGCCTGCCTGTCCACCAGGAGGCCTCA	UpstreamP1_CTCF	8
chr16	68430554	68430704	id-38544	2.44e-07	+	GGTTCGATTCCCTTTGTACACACCAGGGGGCACAG	Upstream_CTCF	40
chr16	68470603	68470753	id-38545	2.08e-07	-	CTGCAATTAGAGCATGCTGCCACAAGGGGCACCAT	UpstreamP1_CTCF	38
chr16	68479473	68479623	id-38546	2.6e-06	+	TGACTGGTTTAACCTCTTTCCAGCAGAGGTCGCTG	V_CTCF_BR	39
chr16	68542661	68542811	id-38547	2.04e-05	-	AGATGTGGGGAAGCTGTGGCCAGCAGGGGACAGCT	V_CTCF_BR	5
chr16	68544174	68544324	id-38548	6.53e-09	-	GCAGCTGAGGCCCGTACAACCTGCAGGGGGCGCCC	V_CTCF_BR	39
chr16	68554621	68554771	id-38549	4.31e-09	+	CTGCAGGTTCCATAAGTGTCCGCTAGGGGGCTACC	UpstreamP1_CTCF	40
chr16	68562631	68562781	id-38550	2.41e-08	+	CAGTAGTGCGTCGCAGAGGACGGCAGGTGGCGCTC	UpstreamP1_CTCF	40
chr16	68624496	68624646	id-38551	2.17e-09	+	CCGCGTGCTTGCCTGGTGGCCACCGGGGGGCGGTG	V_CTCF_BR	40
chr16	68626499	68626649	id-38552	6.05e-06	-	TGCTGACAGAGTTTACACACCACCAGAGGGAGACA	V_CTCF_BR	36
chr16	68647568	68647718	id-38553	2.97e-06	+	AGGGTCACCATGCTGCACAACTCCAGGGGGCAGCA	V_CTCF_BR	2
chr16	68663554	68663704	id-38554	1.93e-05	-	TCAACTTGTCCTCAGCTGCCTGCTAGAGGGCACCA	V_CTCF_BR	9
chr16	68678788	68678938	id-38555	1	+	NA	NONE	15
chr16	68723986	68724136	id-38556	1.73e-05	-	CTAACTGGCCTTCCAAGGCCCAGGGGGTGGCAGGC	V_CTCF_BR	7
chr16	68730581	68730731	id-38557	6.43e-06	-	CATACCCGACCGCCAAGAGCCACCTGGTGGATGTC	V_CTCF_BR	8
chr16	68738348	68738498	id-38558	1.96e-08	+	GAAGGCTCTTTCCCCACGCCCAGCAGAGGGCACCA	V_CTCF_BR	40
chr16	68741550	68741700	id-38559	2.1e-06	+	CCTGCAGTGCAGTTGGGGATCGCCAGGTGGTCACT	Upstream_CTCF	31
chr16	68772211	68772361	id-38560	2.27e-06	-	CTGCCCAGGACGCGGCCTCTCTCCAGGTGGCGCCG	V_CTCF_BR	13
chr16	68783550	68783700	id-38561	1.84e-06	+	TTGCCACCAAGTCACCCCGCCAGGTGATGGCAGTG	V_CTCF_BR	18
chr16	68834282	68834432	id-38562	9.67e-08	-	GCAGCAGTTTTCATTTCTTCCATCAGGGGCCACCC	Upstream_CTCF	40
chr16	68835096	68835246	id-38563	4.88e-05	+	CTGCAATTACAGGCGCCTGCCACTAAACCTGGCTA	UpstreamP1_CTCF	7
chr16	68859384	68859534	id-38564	5.41e-07	-	CTTCAACTTTGGGAGGACACCAGGAGGGGGCAGAA	UpstreamP1_CTCF	12
chr16	68877917	68878067	id-38565	4.14e-06	+	TAGAAATGTGAGGTCCTAGCCGCGTGAGGGCGCAG	V_CTCF_BR	38
chr16	68881273	68881423	id-38566	1.03e-06	+	GTAGATGTTATTTTCATCACCAGTAGAGGGCAGAG	V_CTCF_BR	39
chr16	68936408	68936558	id-38567	3.31e-06	+	AGGCCATTCAGTGATTCAACCACTAAGGGGCGCTG	UpstreamP1_CTCF	40
chr16	68949467	68949617	id-38568	1	+	NA	NONE	3
chr16	69006708	69006858	id-38569	2.43e-06	+	TTGGGAGCAAGCTGTGAGGCCACCAGGAGGAGCAG	V_CTCF_BR	38
chr16	69024181	69024331	id-38570	1.41e-06	+	GGAGCAAAGCCACATCTTGCCACATGGTGGCAGGT	Upstream_CTCF	24
chr16	69029179	69029329	id-38571	3e-06	+	GGGTCCTGACATGTAGACACCAGTAGGGGGAAATC	UpstreamP1_CTCF	39
chr16	69085483	69085633	id-38572	3.56e-06	-	GATGGAGTTTCACTCTTGTCCACTAGGCTGGAGTG	Upstream_CTCF	29
chr16	69117560	69117710	id-38573	2.17e-08	+	AGAGCCGTGCCCAGGTCTTCCAGCAGGTGGCCCTG	Upstream_CTCF	26
chr16	69134795	69134945	id-38574	7.9e-07	+	CTGCCTGTGCTCACCTCCACCTCCAGAAGGCAGCA	UpstreamP1_CTCF	13
chr16	69139423	69139573	id-38575	1	+	NA	NONE	37
chr16	69146679	69146829	id-38576	5.21e-08	+	CCATGCCTATTCAGAGCAGCCTCCAGGGGGAGCCC	V_CTCF_BR	40
chr16	69157989	69158139	id-38577	5.96e-07	-	ACAAAGTACTCCAAGTTTGCCACCAGGTGGTGCTG	V_CTCF_BR	40
chr16	69177156	69177306	id-38578	3.66e-06	+	GTGCAGTTCTGGGACTCAGCCACTGGGACGCTTGT	UpstreamP1_CTCF	32
chr16	69184165	69184315	id-38579	4.5e-06	+	ACTGTAGACGTTAATTTTGTCAGTAGGGGGCGCAT	Upstream_CTCF	40
chr16	69207205	69207355	id-38580	1	+	NA	NONE	3
chr16	69217077	69217227	id-38581	1	+	NA	NONE	1
chr16	69294044	69294194	id-38582	2.68e-05	+	CATGCTTGGGGCAACCAGTACAGCAGGAGGCAGTA	Upstream_CTCF	20
chr16	69306973	69307123	id-38583	1	+	NA	NONE	6
chr16	69320963	69321113	id-38584	1.59e-06	-	CCAAATTCATGACAACTAACCACAAGAGGGCGCTT	V_CTCF_BR	38
chr16	69345126	69345276	id-38585	6.64e-11	+	CCTGCAGTGCGAGCCGTGGACGCTAGGGGGCAGCC	Upstream_CTCF	40
chr16	69345884	69346034	id-38586	1.84e-05	+	GGGTGGTGCTGGGATGGCGCCACCTGGGTGAACAA	UpstreamP1_CTCF	35
chr16	69353227	69353377	id-38587	5.01e-06	-	GTCCGAACAGCAGAATCCCCCGCCAGGGGGTGCGC	V_CTCF_BR	1
chr16	69364538	69364688	id-38588	3.48e-06	-	AGGCGCTCCCGGGAGGAGAGCGGAAGGGGGCGGTG	UpstreamP1_CTCF	10
chr16	69368501	69368651	id-38589	4.65e-06	-	CTGCTGCTGTGCCAGCCACCCAGCCGGGGACGCTG	UpstreamP1_CTCF	0
chr16	69373419	69373569	id-38590	9.29e-06	+	ACGTCACTTCCCTTCCGGACCACAAGGGGCGCTGA	Upstream_CTCF	40
chr16	69419605	69419755	id-38591	5.01e-06	-	GCTGGCAGGCGGGCGTCCCGCAGTAGCGGGCGGGC	V_CTCF_BR	17
chr16	69430039	69430189	id-38592	5.08e-07	+	ACCATGAAATCTTAAACTTCCAGCAGGGGGCAGCA	V_CTCF_BR	39
chr16	69430764	69430914	id-38593	1	+	NA	NONE	22
chr16	69432325	69432475	id-38594	1	+	NA	NONE	40
chr16	69457363	69457513	id-38595	7.17e-05	-	AATTGAACTCAACTGCTCTCCGCTAGAGGTCCCAG	Upstream_CTCF	4
chr16	69458539	69458689	id-38596	7.46e-06	-	CTGCCCTTTCCCATCGCTGCCGCTAGCTTCCGCAG	UpstreamP1_CTCF	19
chr16	69497851	69498001	id-38597	1	+	NA	NONE	4
chr16	69498976	69499126	id-38598	1.97e-06	-	CCGAACACCCCAGAGACCAGCTCCAGGTGGCACTG	V_CTCF_BR	32
chr16	69510936	69511086	id-38599	1.03e-06	+	AGCATTGGTGGCTGTTCTACCACCAGCTGGAGCAG	V_CTCF_BR	14
chr16	69516014	69516164	id-38600	4.01e-05	-	GCGCCAGCACTCCGTGTAACCTCCAGGGAGGGCGC	Upstream_CTCF	21
chr16	69528900	69529050	id-38601	6.05e-06	+	AGGAGAATCCTAGGATCTACCTCATGGGGGCGCTG	V_CTCF_BR	40
chr16	69561118	69561268	id-38602	1	+	NA	NONE	11
chr16	69567021	69567171	id-38603	2.1e-05	+	TTTACTATCCTGACCTCTACCACTAGGTGCCCGAA	Upstream_CTCF	15
chr16	69599534	69599684	id-38604	2.66e-05	-	AGGGAAAAGGTATTTGCAACGACCTGGTGGCGGCG	V_CTCF_BR	21
chr16	69601252	69601402	id-38605	2.04e-05	+	CTTTACGCTTTTTAAACCACCGGGAGGGGGCAAAA	V_CTCF_BR	35
chr16	69743517	69743667	id-38606	1.03e-06	+	CATCTCTTCTTTCAATGCACCACAAGAGGGCAGTG	V_CTCF_BR	40
chr16	69746925	69747075	id-38607	4.94e-06	-	AAGGCAGTGCTTTCCATCACCACTGGTGGCAGTGG	Upstream_CTCF	18
chr16	69755950	69756100	id-38608	1.16e-05	+	ACTTCATACCCTACCATGAACAGTGGGTGGAGCTG	Upstream_CTCF	2
chr16	69788849	69788999	id-38609	6.39e-08	-	CAGGGAGGTGCTGGCGCGGCCGCCAGGAGGCGCAG	V_CTCF_BR	40
chr16	69830518	69830668	id-38610	3.88e-07	+	ATGTAGATTCATGCTCTTACCACCAGGTGGCCTCA	UpstreamP1_CTCF	40
chr16	69832453	69832603	id-38611	3.81e-05	+	AAAAGAGCCGGAACATCTGCCACAGGGGGGCATCT	V_CTCF_BR	36
chr16	69882668	69882818	id-38612	3.97e-05	+	CTGTGGCCCTCATCAGCTGTCAGTAGTGGCCAGTG	UpstreamP1_CTCF	23
chr16	69893626	69893776	id-38613	2.18e-07	-	TGGAAGCAGAGCGCCTTCTCCAGCAGGTGGCAGGA	V_CTCF_BR	38
chr16	69901112	69901262	id-38614	1.59e-06	+	GGTCAGCCAGGCTCACTCACCAGCAGGTGGCTTCC	V_CTCF_BR	11
chr16	69951666	69951816	id-38615	6.75e-05	-	CTGAAGTGCTGCATGGCCCCCTGGAGCTGATTCCG	UpstreamP1_CTCF	5
chr16	69964207	69964357	id-38616	9.49e-08	-	AATATGACATCAACATTGGCCACTAGAGGGCAGTA	V_CTCF_BR	40
chr16	69971431	69971581	id-38617	8.71e-06	-	TGCTGTTCTTGGTGTAGTGCCGGTAGATGGTGCTC	V_CTCF_BR	38
chr16	69972970	69973120	id-38618	5.01e-06	-	GTCCGCACTGCCAGCCAGGACGCCAGAGGGCGAGA	V_CTCF_BR	0
chr16	70052249	70052399	id-38619	4.85e-07	+	GTGCAAGGCACAGTACCGAACACTAGGGGAGACCA	UpstreamP1_CTCF	35
chr16	70132929	70133079	id-38620	1	+	NA	NONE	30
chr16	70185406	70185556	id-38621	9.25e-06	-	CCAGGTGACAACACCTGAACCACTGGGTGGCACTT	V_CTCF_BR	5
chr16	70192619	70192769	id-38622	5.55e-07	+	TGGGCAGATGCAGGCATTACCAGCAGGGAGCAGAC	Upstream_CTCF	20
chr16	70199082	70199232	id-38623	1.39e-07	+	CGATGTTGTTGTTCGCAGGCCAGTAGGTGGCGCTG	V_CTCF_BR	38
chr16	70285068	70285218	id-38624	9.62e-05	+	CCGCTGCCCAGCAGCCCGGCCACCTGATTCAGCAC	UpstreamP1_CTCF	18
chr16	70285347	70285497	id-38625	2.53e-05	-	AGCGTGAGCTGGCGCTGGCGCTGCAGGAGGCGCTG	V_CTCF_BR	1
chr16	70285854	70286004	id-38626	1.92e-05	-	GGGCCGTTCTCCCTCCGGGCCTCCAGGGGCGCTGT	UpstreamP1_CTCF	40
chr16	70286608	70286758	id-38627	7.55e-07	-	CAGGCAAGAACGTTGGCTGCCTGCAGGAGGCGCTG	V_CTCF_BR	39
chr16	70287843	70287993	id-38628	1.34e-06	+	CCCGCAATTCATCCTTCTGCCACTGGGGGATGACT	Upstream_CTCF	40
chr16	70301545	70301695	id-38629	5.2e-08	-	GTGCAGTTTCTCAAGACTCTCAGCAGAGGGCGTCG	UpstreamP1_CTCF	40
chr16	70333016	70333166	id-38630	1	+	NA	NONE	16
chr16	70333371	70333521	id-38631	1	+	NA	NONE	9
chr16	70365603	70365753	id-38632	5.51e-07	+	CAGAGCTCTCAAAAGAAGGCCACCAGGTGGCTCTG	V_CTCF_BR	31
chr16	70404104	70404254	id-38633	5.51e-07	+	CAGAGCTCTCAAAAGAAGGCCACCAGGTGGCTCTG	V_CTCF_BR	32
chr16	70414900	70415050	id-38634	1.39e-07	+	CGGCCCGGGAGCACCCCACCCCGCAGAGGGCGCCA	V_CTCF_BR	38
chr16	70424839	70424989	id-38635	9.25e-06	+	AGGGAAGCAGGGAGCGCAGTCTCTAGGTGGCTCTC	V_CTCF_BR	6
chr16	70429379	70429529	id-38636	1.82e-07	+	GGGGATCCTTCCTGGTCAGCCTACAGGGGGCGCCC	V_CTCF_BR	40
chr16	70430244	70430394	id-38637	4.21e-05	+	TCAGGGGATGGGAGATTGATCTGTAGAGGGAGCTT	V_CTCF_BR	4
chr16	70442877	70443027	id-38638	8.21e-06	+	TCAGATCCACCACCTGCTACCTCAGGAGGGAGCCC	V_CTCF_BR	4
chr16	70451264	70451414	id-38639	1.69e-05	+	TTGATCCTTGCCCCTAGACCCAGCAGAGGACGGTG	UpstreamP1_CTCF	1
chr16	70451698	70451848	id-38640	6.49e-06	-	GTGTGGTCCAGTTTAATGGCCCCCTGGAGGCAGTC	UpstreamP1_CTCF	9
chr16	70473126	70473276	id-38641	1.17e-05	+	CCGGCATGCTGGGATATGGAGTCCAGCGGGCGCTG	V_CTCF_BR	29
chr16	70475655	70475805	id-38642	4.88e-06	-	GGTCAATGTACAGCTCTGTCCACTAGCTGGCAATT	UpstreamP1_CTCF	2
chr16	70488512	70488662	id-38643	1	+	NA	NONE	13
chr16	70489974	70490124	id-38644	3.65e-07	-	GAAACAGGGTCCGGCTCTGTCACCAGAGGGCGGAA	V_CTCF_BR	13
chr16	70501136	70501286	id-38645	5.96e-07	-	ACCCAAGGCACGGATTTCCCCACCAGGTGGAAGCA	V_CTCF_BR	14
chr16	70504894	70505044	id-38646	5.21e-08	-	CCCACACGCTCAGGCCTCACCTGCAGGTGGCAGTG	V_CTCF_BR	40
chr16	70507751	70507901	id-38647	1	+	NA	NONE	20
chr16	70542742	70542892	id-38648	1	+	NA	NONE	29
chr16	70563420	70563570	id-38649	1.38e-06	+	TTTTGTGTGTCTGATCAGGCCTCTAGAGGGCAGTC	V_CTCF_BR	37
chr16	70616640	70616790	id-38650	2.43e-06	-	CATTGTCTCTCCTGCTTCTGCAGCAGGGGGCAGTG	V_CTCF_BR	38
chr16	70636907	70637057	id-38651	2.1e-05	+	GTGAGCATCTCCTATGTGGCCACCAGGGAGCTGGG	UpstreamP1_CTCF	8
chr16	70638436	70638586	id-38652	1	+	NA	NONE	17
chr16	70644478	70644628	id-38653	1	+	NA	NONE	7
chr16	70656887	70657037	id-38654	1.38e-06	+	GGGGATTAATCGGACACGAGCAGCAGGGGGAGCAC	V_CTCF_BR	14
chr16	70673001	70673151	id-38655	3.29e-05	+	GATGTGGTGACATTGATCACAGATAGGTGGCACCC	Upstream_CTCF	25
chr16	70679260	70679410	id-38656	6.49e-06	+	ACTCTGTAGCCATTTTCCCCCACCAGAGGGGAGAC	UpstreamP1_CTCF	11
chr16	70685364	70685514	id-38657	9.31e-05	-	TTTGTCCCTGCAGGACCTCCCACCAGGAGTGCCCT	Upstream_CTCF	8
chr16	70687727	70687877	id-38658	7.11e-06	-	GAAACATTACCATCCTTTGCCACTGGGGGTCACTG	Upstream_CTCF	40
chr16	70690790	70690940	id-38659	1.03e-05	+	CAGTGACTTCCCTGTTTCCGCAGCAGAGGGCCCAG	UpstreamP1_CTCF	9
chr16	70713952	70714102	id-38660	1.21e-10	+	GCGCAGTCCCGGCCTCGGGCCAGGAGGGGGCGCCC	V_CTCF_BR	37
chr16	70716735	70716885	id-38661	1.38e-06	+	TTAGCTCATTTGCCCACGGCCACAGGGTGGCGGGG	V_CTCF_BR	14
chr16	70729785	70729935	id-38662	1	+	NA	NONE	18
chr16	70731556	70731706	id-38663	1.39e-05	+	CCACCCAGGAACCCAGCCCACACTTGGGGGAGCCC	V_CTCF_BR	17
chr16	70734755	70734905	id-38664	2.6e-07	+	CCGGCAGGCGGGACCTGTGGCAGCAGAGGGCAGGG	V_CTCF_BR	2
chr16	70737399	70737549	id-38665	1.92e-05	+	TGGCAATGGAGCTTTTGGCCCAGCAGGGGCTGTGT	UpstreamP1_CTCF	37
chr16	70749173	70749323	id-38666	1	+	NA	NONE	26
chr16	70749364	70749514	id-38667	1.48e-05	+	CAGCAGCAGCGCCCTGCCGCCCCCTGGGTGAAACT	UpstreamP1_CTCF	10
chr16	70772406	70772556	id-38668	1.09e-07	-	GTCCAGCCCCCCTGCTCCACCAGCAGGGGGTGCCT	UpstreamP1_CTCF	40
chr16	70785090	70785240	id-38669	7.46e-06	-	CAGCTTCTTCCTGGCCAGGCCTGGAGAGGGCCCAG	UpstreamP1_CTCF	12
chr16	70793621	70793771	id-38670	1.27e-06	-	ATGCTCCCAGCCCATGTCAGCAGCAGGAGGCGAGC	UpstreamP1_CTCF	17
chr16	70803812	70803962	id-38671	2.81e-05	-	CATGCGAGGACTTGTGTATCCTGCAGAGGGCTTAG	V_CTCF_BR	10
chr16	70804671	70804821	id-38672	2.1e-05	-	CAGCCGTTTATGAAATGTACCACTAGGAGTCCCCT	UpstreamP1_CTCF	31
chr16	70805092	70805242	id-38673	1.38e-07	-	GCTGTAATGGCGCAGTCTTCCACATGGGGGCAGTG	Upstream_CTCF	40
chr16	70842408	70842558	id-38674	4.88e-08	-	GAGCAATTTTCCAGAGAGGCCAGCAGGGGACCCTG	UpstreamP1_CTCF	38
chr16	70910510	70910660	id-38675	8.19e-06	-	TTTCATTTGCTTCTGCCCAACACTTGGGGGCACTA	UpstreamP1_CTCF	40
chr16	70922235	70922385	id-38676	2.11e-06	+	GTATACTGCCTTGCTACTGCCAGATGGGGGCAGTA	V_CTCF_BR	26
chr16	70969502	70969652	id-38677	4.68e-07	+	ATTTGGCACCATCCTGGGCCCTGCAGGGGGCAGTG	V_CTCF_BR	19
chr16	70973760	70973910	id-38678	1.84e-05	+	GAGAAGATGCTTTCTGTGACCAGAAGGTGACACTG	UpstreamP1_CTCF	36
chr16	70976308	70976458	id-38679	8.81e-07	+	CCCAAGCACAGAGTCACAGGCAGCAGGGGGAGCAG	V_CTCF_BR	38
chr16	70987462	70987612	id-38680	7.91e-05	-	GTGAAGCAGCCAGAAAAGCCCAGAATGAGCCAGGA	UpstreamP1_CTCF	14
chr16	70988934	70989084	id-38681	3.63e-06	+	GACCGCATGTCTGCTTCCCCCACCAGGTGTCAGAC	V_CTCF_BR	25
chr16	70997428	70997578	id-38682	1.29e-05	-	CTGCCATTGCAAGTACCACACACTGGGTGGCCTAA	UpstreamP1_CTCF	4
chr16	71002397	71002547	id-38683	4.01e-05	-	CCTTGGCCTTCTTTGACAAACAGTAGGAGGAGCTC	V_CTCF_BR	32
chr16	71033770	71033920	id-38684	8.64e-05	+	AGGCCACTTCTATAACGCTCCAGAAGGTGTCCCCA	Upstream_CTCF	39
chr16	71035575	71035725	id-38685	1.16e-05	+	GTTGGTCTGCAGCCAGGGGAGACCAGAGGGAAGAA	Upstream_CTCF	32
chr16	71040555	71040705	id-38686	3.18e-06	-	GGTGAAGAGACGCCTGCTGCCCCTAGAGGGCTGAG	V_CTCF_BR	40
chr16	71053038	71053188	id-38687	1	+	NA	NONE	19
chr16	71117601	71117751	id-38688	1.56e-05	+	TGTGTCATCCACTCTCTGTCCAGCCGAGGTCATGA	Upstream_CTCF	0
chr16	71127419	71127569	id-38689	1	+	NA	NONE	0
chr16	71249005	71249155	id-38690	1	+	NA	NONE	25
chr16	71250751	71250901	id-38691	1	+	NA	NONE	24
chr16	71264483	71264633	id-38692	1	+	NA	NONE	2
chr16	71281517	71281667	id-38693	1	+	NA	NONE	0
chr16	71283397	71283547	id-38694	1	+	NA	NONE	13
chr16	71323376	71323526	id-38695	8.89e-06	-	GCTTCCGTTGCCATAGTGGCCGGGGGCGGGAGGCT	Upstream_CTCF	21
chr16	71345618	71345768	id-38696	6.97e-10	-	GTGCTGTTACACATAATGATCAGCAGGGGGCAGTG	UpstreamP1_CTCF	40
chr16	71391770	71391920	id-38697	1.97e-06	-	GGGGCTTTTAGACATTTGGCCAGGGGGTGGCAGAA	V_CTCF_BR	12
chr16	71392484	71392634	id-38698	7.33e-10	-	CTGCGCCTGCGCCCGGCCGCCAGAAGGGGGCGCGC	V_CTCF_BR	40
chr16	71401406	71401556	id-38699	9.25e-06	-	GTGAGGAACACAGGAGAGATCGGCAGGTGGCGCTG	V_CTCF_BR	40
chr16	71446298	71446448	id-38700	7.33e-10	-	TGGGTTGCTTGGCGGTCAGCCAGCAGGGGGCACTC	V_CTCF_BR	37
chr16	71446733	71446883	id-38701	5.77e-08	+	CTGTGAGTGAACAAGATGACCACAAGGGGGCAGCA	V_CTCF_BR	40
chr16	71456040	71456190	id-38702	1.76e-09	-	TCTGCAATTTCTGGCCCTTCCTCCAGGGGGAAGCC	Upstream_CTCF	40
chr16	71474664	71474814	id-38703	1.19e-06	-	CATTGTCCCTTCCAGGTGCCCGCCAGAGGGCGCGT	V_CTCF_BR	32
chr16	71475460	71475610	id-38704	2.68e-11	+	GGTGCAGCGAGCGCGCCGGCCGCCAGGGGGCACCA	V_CTCF_BR	35
chr16	71496303	71496453	id-38705	3.63e-06	+	TGGGAGTCTTGGAAATGGACCAGTGGATGGCGCGC	V_CTCF_BR	27
chr16	71513411	71513561	id-38706	2.6e-06	+	TGCCTGTGCTCAAGAGCATCCTGTAGAGGGAGCTC	V_CTCF_BR	40
chr16	71528081	71528231	id-38707	9.25e-06	-	TTACGTCTCCCAGAAATTTCCACTAGGTGGTACTG	V_CTCF_BR	38
chr16	71533786	71533936	id-38708	6.51e-07	-	GCTGAAATTTATCCCGCTGACACTAGATGTCACCA	Upstream_CTCF	40
chr16	71534975	71535125	id-38709	1.55e-07	-	CTGCACCCTTGGGCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	18
chr16	71535628	71535778	id-38710	6.43e-06	+	GGGCCACTGCAGTTGTGAAACTCTAGGGGGAACCA	V_CTCF_BR	20
chr16	71536722	71536872	id-38711	1	+	NA	NONE	5
chr16	71571692	71571842	id-38712	2.38e-07	-	GAGAAAGTGACTGAGGCTGACACCAGGTGGCAGCA	V_CTCF_BR	39
chr16	71576299	71576449	id-38713	2.83e-07	-	CACGGTTCTACTTCCTTATCCTCCAGGGGGCGCAC	V_CTCF_BR	40
chr16	71586755	71586905	id-38714	1	+	NA	NONE	24
chr16	71598926	71599076	id-38715	1.11e-05	+	CCTGATACTCTCCAGTTACCCGGTAGGCGGGGCTC	Upstream_CTCF	33
chr16	71599476	71599626	id-38716	1.09e-06	+	AATGCCATCCCTCCTTTGACCTCCAGAGCGCGCAG	Upstream_CTCF	33
chr16	71634854	71635004	id-38717	4.65e-05	-	AAAACTGCAGTTCTCTAGACCTGAAGAGGTCAGTG	V_CTCF_BR	2
chr16	71641675	71641825	id-38718	1	+	NA	NONE	28
chr16	71645022	71645172	id-38719	2.78e-12	-	GCAGGGGGCCCAGAGCTGGCCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr16	71645520	71645670	id-38720	7.84e-05	+	CCAGCCTGCTGAATCAGAATCACCGGGAGGCGCTA	V_CTCF_BR	7
chr16	71648969	71649119	id-38721	1	+	NA	NONE	9
chr16	71659910	71660060	id-38722	2.6e-07	+	CCCAGACGCGCTCAGGCCGCCCCCTGAGGGCGCCC	V_CTCF_BR	10
chr16	71661693	71661843	id-38723	1	+	NA	NONE	8
chr16	71674543	71674693	id-38724	5.63e-06	-	GTGCAGTAGCCCACTGCCGCTAGGAGGCTGAAGGC	UpstreamP1_CTCF	0
chr16	71679474	71679624	id-38725	2.33e-07	-	TTGTAGTGAGTGCTGTTTTCCAGGAGATGGAGCCA	UpstreamP1_CTCF	39
chr16	71682944	71683094	id-38726	3.66e-06	-	CTCCAATGGCTCTATTGTGCCCCTAGAGGACAGCC	UpstreamP1_CTCF	39
chr16	71703959	71704109	id-38727	8.21e-05	+	GGTGAGGAGCACATTCCAAGCACAGGGTGGCAACA	V_CTCF_BR	25
chr16	71758083	71758233	id-38728	1	+	NA	NONE	14
chr16	71780462	71780612	id-38729	2.44e-07	-	GCAGCATTGATGTGGAACTCCAGCAGAGGGCAGTA	Upstream_CTCF	40
chr16	71851967	71852117	id-38730	2.46e-06	-	TTGTTGTTCCCTGAGTTGGCCTCCAGGGACTGGCT	UpstreamP1_CTCF	23
chr16	71879720	71879870	id-38731	8.9e-05	-	GAGCAACGCCCAGGACTCCCCGGGAAGGGAGGGTG	UpstreamP1_CTCF	15
chr16	71894610	71894760	id-38732	3.18e-06	+	GCCAGTGGCTCCACGCTCACCACAAGGGGTCAGTT	V_CTCF_BR	14
chr16	71901879	71902029	id-38733	1	+	NA	NONE	20
chr16	71916406	71916556	id-38734	1.15e-06	-	TGGTCAGTTCCCCATTTGGCCACTAGGAGGATTAT	Upstream_CTCF	40
chr16	71917676	71917826	id-38735	4.31e-07	+	AAGGACCAACAGCCGGCGGCCGCGAGGGGGCGAGG	V_CTCF_BR	40
chr16	71928241	71928391	id-38736	1	+	NA	NONE	35
chr16	71946856	71947006	id-38737	2.17e-08	-	GCAGCATTATTCACAATGGCCAAGAGGTGGAGGCA	Upstream_CTCF	2
chr16	71951987	71952137	id-38738	1	+	NA	NONE	8
chr16	71995444	71995594	id-38739	2.27e-06	-	AAATGATTCGCTCACAAGGTCAGCAGGGGGCGCTG	V_CTCF_BR	40
chr16	72042342	72042492	id-38740	2.43e-06	-	CAGCCTGCCCGCTTGATCGCCGGCTGTTGGCGGAG	V_CTCF_BR	22
chr16	72055123	72055273	id-38741	5.75e-09	-	GTGCAGCTGCCCACCTTGGTCAGCAGGCGGCGCAG	UpstreamP1_CTCF	39
chr16	72099095	72099245	id-38742	6.21e-05	+	AGGAGAAGAGTGTGAAGAACCTCCAGGAGGTGGGG	V_CTCF_BR	6
chr16	72100691	72100841	id-38743	2.6e-06	+	AACCAATGTTATCTACTTTCCAGCAGGTGGCTCCA	V_CTCF_BR	40
chr16	72112397	72112547	id-38744	1.71e-06	-	AGAAGCCCACAGGCTGAGGCCAGGAGGTGGTGCTG	V_CTCF_BR	0
chr16	72133317	72133467	id-38745	1.3e-07	-	ATAGCACTTCTTAGATTTACCACATGGTGGCACCA	Upstream_CTCF	40
chr16	72158888	72159038	id-38746	2.17e-09	+	GGTATTTTCTTCTCAGTGGCCAGCAGAGGGCACCC	V_CTCF_BR	40
chr16	72183999	72184149	id-38747	1.71e-06	-	TCTTAGTTCTCATGGGGGTCCGGCAGGGGGCTCTG	V_CTCF_BR	20
chr16	72229590	72229740	id-38748	7.82e-06	+	TTGTACTTAAACCTCAGCAGCACTAGGTGATGCTG	UpstreamP1_CTCF	31
chr16	72232895	72233045	id-38749	1	+	NA	NONE	2
chr16	72272705	72272855	id-38750	4.14e-06	-	CACCATCCCTGGCCCCTACCCACTAGATGTCAGTA	V_CTCF_BR	13
chr16	72275871	72276021	id-38751	3.86e-08	+	CCTGCAGTTCTCTCAATGTGCAGTAGGTGTCTATC	Upstream_CTCF	40
chr16	72278883	72279033	id-38752	5.38e-05	+	TCCTTACTCCCCGTGTAATCCTGGTGGGGGCAGTC	V_CTCF_BR	25
chr16	72434297	72434447	id-38753	2.18e-07	+	GTAGTAGTTCAGGTCATGCCCAACAGATGTCGCTG	Upstream_CTCF	40
chr16	72463118	72463268	id-38754	6.51e-05	+	TCTCCTTGGCACTGCGGCACATGCAGATGTCGCTG	V_CTCF_BR	4
chr16	72501178	72501328	id-38755	6.84e-06	-	GTTATTTCATGTGCATGCAACACAAGAGGGCACTC	V_CTCF_BR	40
chr16	72508557	72508707	id-38756	1	+	NA	NONE	5
chr16	72509713	72509863	id-38757	2.1e-05	-	GGAGCAGTACTTATAAGGGCCTGAAAGTGACAGCA	Upstream_CTCF	12
chr16	72536108	72536258	id-38758	2.31e-07	+	AATTCACTCCCAGCACTGCCCAGAAGGTGTCACCA	Upstream_CTCF	40
chr16	72564555	72564705	id-38759	2.15e-05	+	AGTATGTAAAGAGTACTTTCCGGTAGGGGGCAATG	V_CTCF_BR	29
chr16	72615171	72615321	id-38760	8.5e-06	+	CCTGCTTCTGTACACTCCACCTCTGGGGGCAGGAC	Upstream_CTCF	2
chr16	72691900	72692050	id-38761	1	+	NA	NONE	3
chr16	72723854	72724004	id-38762	2.43e-06	+	TATGTAACTACTCCCTCCACCAGAAGGGAGAGCAC	Upstream_CTCF	15
chr16	72822000	72822150	id-38763	1	+	NA	NONE	3
chr16	72852471	72852621	id-38764	2.31e-06	+	GATGCACGCACATGTTCACTCAGCAGGGGGCGGTC	Upstream_CTCF	38
chr16	72866557	72866707	id-38765	8.86e-10	+	CCTGCAGTTCCATCCAGGACCTACAGGTGTCGCCC	Upstream_CTCF	40
chr16	72870976	72871126	id-38766	8.99e-05	-	AAGGATGAAGGCAATGGCGCCCCTGGAGGGAGACC	V_CTCF_BR	24
chr16	72872192	72872342	id-38767	7.09e-08	-	GAGCTGGGCCATACTCTGCCCAGCAGGGGCCGAAC	UpstreamP1_CTCF	3
chr16	72872447	72872597	id-38768	1	+	NA	NONE	7
chr16	72881145	72881295	id-38769	1.83e-05	-	TAGCAGAGAGGTCTGCGTGTCACTAGGGGGAGACA	V_CTCF_BR	40
chr16	72883129	72883279	id-38770	1	+	NA	NONE	17
chr16	72890809	72890959	id-38771	2.28e-05	-	GGTGTGATCTGAAGCATCACCTGCGGGTGTCAGTG	Upstream_CTCF	40
chr16	72893240	72893390	id-38772	4.41e-06	+	CGCTATCGTCCCAGAGAGGCCGCAAGGGGGCAAGA	V_CTCF_BR	13
chr16	72961860	72962010	id-38773	2.34e-06	-	TGGCCTTGGCACGGTGCCAGCCCCAGGGGGCACTG	UpstreamP1_CTCF	24
chr16	72971288	72971438	id-38774	1.63e-05	-	CCAGAAGTGACACTTTTCACCACTAGTAGGACAGG	Upstream_CTCF	11
chr16	72973242	72973392	id-38775	1	+	NA	NONE	28
chr16	72981958	72982108	id-38776	7.11e-06	-	TGTGCCTGCCCGGGCTTCGCCACAGGGGGCGGGGA	Upstream_CTCF	4
chr16	72995518	72995668	id-38777	1	+	NA	NONE	37
chr16	72997945	72998095	id-38778	1	+	NA	NONE	4
chr16	73021723	73021873	id-38779	1	+	NA	NONE	5
chr16	73029145	73029295	id-38780	7.23e-07	-	TCTGCAGTTCCCGTTCCGTCCTCCAGGGCACCCAG	Upstream_CTCF	40
chr16	73046060	73046210	id-38781	1	+	NA	NONE	17
chr16	73056640	73056790	id-38782	1	+	NA	NONE	18
chr16	73065216	73065366	id-38783	7.78e-06	+	CGAGTGTTTCTAGCCAGTAACTCTAGGGGGCAGGT	Upstream_CTCF	32
chr16	73070075	73070225	id-38784	1.06e-05	+	TTAGAAAGTCCCTATTCTGCCACTAGGGATCACAA	Upstream_CTCF	6
chr16	73073375	73073525	id-38785	9.4e-06	-	TAGTATCCCTGGCATCTCCCCACTAGATGCCAGTA	UpstreamP1_CTCF	6
chr16	73082110	73082260	id-38786	3.63e-05	-	CCGGCCTGCGCCCGGCACGACTGTAGATGTCAGGC	V_CTCF_BR	33
chr16	73084764	73084914	id-38787	1	+	NA	NONE	15
chr16	73087971	73088121	id-38788	1	+	NA	NONE	11
chr16	73091497	73091647	id-38789	9.71e-06	-	TCTGCCCTGGACACTAGGGGCTCCCGGGGGCTCGG	Upstream_CTCF	39
chr16	73102395	73102545	id-38790	1.41e-05	-	ATGAACTTCCCTAGTATGGCCAGCCGAGGCTGGAA	UpstreamP1_CTCF	10
chr16	73104439	73104589	id-38791	5.13e-05	-	TCCATAAAGGCAGTGCCTGCCGAGGGAGGGCGGGA	V_CTCF_BR	11
chr16	73105675	73105825	id-38792	3.29e-05	-	ACAGCTGTTCCCTTTGATTCCCAGTGGTGTCACCC	Upstream_CTCF	3
chr16	73156705	73156855	id-38793	2.27e-05	+	CCAGGCTGGATGTGGTCGGCCGCTGGGTGGAGTTA	V_CTCF_BR	8
chr16	73196058	73196208	id-38794	1	+	NA	NONE	3
chr16	73206790	73206940	id-38795	1.43e-05	-	AAAACAGTCCCATCAGGAAACAGCAGGGGGAGAAA	Upstream_CTCF	35
chr16	73210525	73210675	id-38796	7.49e-05	-	TCACACTGCCACGTTCCTTCCCAAAGGTGGCAGCA	V_CTCF_BR	36
chr16	73217682	73217832	id-38797	1	+	NA	NONE	18
chr16	73221371	73221521	id-38798	5.08e-05	+	GTGTGGTGAGACTCCTGTGGCAGATGGGGGCATTT	UpstreamP1_CTCF	10
chr16	73230781	73230931	id-38799	4.5e-06	-	GTCGTGCTACCAACAGGAAACACTAGGGGTCACCA	Upstream_CTCF	40
chr16	73233233	73233383	id-38800	1	+	NA	NONE	14
chr16	73251685	73251835	id-38801	5.08e-07	-	TAGGTTAACTACAAAGCCACCAGCAGGGGGAAGTG	V_CTCF_BR	37
chr16	73253223	73253373	id-38802	2.68e-05	-	TCTGGCCTGCCCAACCACAGCCCTAGAGGCAAGAA	Upstream_CTCF	35
chr16	73266621	73266771	id-38803	1	+	NA	NONE	14
chr16	73302625	73302775	id-38804	4.11e-07	-	AAGCATGTCCCAGGGATGGCCACCAGGATGCACTC	UpstreamP1_CTCF	35
chr16	73364014	73364164	id-38805	1.21e-06	-	GGGCTATTTCCCTTGTCTAGCAGTAGGTGGCTCAA	UpstreamP1_CTCF	8
chr16	73561210	73561360	id-38806	5.37e-06	-	CTGTATGTACAGTATTTAGTCAGAAGGTGGTGCCA	UpstreamP1_CTCF	19
chr16	73580219	73580369	id-38807	1	+	NA	NONE	2
chr16	73599284	73599434	id-38808	9.25e-06	+	CTCAAGAGTAGTAACTTGGACACAAGGTGGTGCTA	V_CTCF_BR	25
chr16	73748151	73748301	id-38809	5.51e-07	+	GGAAGCAAGGCAGCTGCTTCCAGCAGGGGGCAGAT	V_CTCF_BR	40
chr16	73764715	73764865	id-38810	1	+	NA	NONE	3
chr16	73774636	73774786	id-38811	3.09e-06	+	AAAGCAGTACCCCTGCCTTCCATCAGGGGCTTCTC	Upstream_CTCF	12
chr16	73777681	73777831	id-38812	5.34e-06	+	GCAAACAGCTGCAGACACAACTCTAGGGGGCGCCA	V_CTCF_BR	19
chr16	73880484	73880634	id-38813	1	+	NA	NONE	15
chr16	73881109	73881259	id-38814	1.38e-06	+	CATTGCACTCCAGCCTGGGCCACAAGAGGGCAACT	V_CTCF_BR	12
chr16	73912648	73912798	id-38815	1.77e-05	-	GACGTTGAACTTCACTTTTCCAGTAGATGGCATTG	Upstream_CTCF	40
chr16	73990610	73990760	id-38816	5.96e-07	-	AGCTGTGATTCTGATGTGTCCACTAGTGGGCACTG	V_CTCF_BR	40
chr16	74068876	74069026	id-38817	3.4e-06	-	TGTCAAAAAGCTGTTTTTCCCTGCAGAGGGCAGTG	V_CTCF_BR	38
chr16	74069861	74070011	id-38818	3e-06	+	TTCCAGTCTCTAAATGTGACCAGCAGGGGGGCTGA	UpstreamP1_CTCF	38
chr16	74098348	74098498	id-38819	4.88e-05	+	TATTTTTAATGTTACAGAAGCAGCAGGGGGCAATC	V_CTCF_BR	15
chr16	74138020	74138170	id-38820	1	+	NA	NONE	2
chr16	74141790	74141940	id-38821	3.8e-08	-	CCCTGTTATCCCTCCCCCACCAGCAGGGGGAGGTA	V_CTCF_BR	40
chr16	74260636	74260786	id-38822	2.43e-06	-	AGAGAGCTCTGTATTTTCTCCACAAGAGGGCAGGA	V_CTCF_BR	38
chr16	74266640	74266790	id-38823	1	+	NA	NONE	8
chr16	74286312	74286462	id-38824	1	+	NA	NONE	2
chr16	74309064	74309214	id-38825	8.98e-06	-	GTTTAATTTTTTTTTTATTCCAGCAGAGGGAGACA	UpstreamP1_CTCF	40
chr16	74338527	74338677	id-38826	1	+	NA	NONE	40
chr16	74343803	74343953	id-38827	5.68e-06	+	GGAGCCAACCTGTTCTTCGACACTAGATGGCGTCA	V_CTCF_BR	40
chr16	74363405	74363555	id-38828	2.18e-07	-	TGCTGTTGTTGTTCACAGGCCAGTAGGTGGCGCTG	V_CTCF_BR	40
chr16	74464082	74464232	id-38829	2.18e-07	-	TGATGTTGTTGTTCGCAGGCCAGTAGGTGGCGCTG	V_CTCF_BR	26
chr16	74483588	74483738	id-38830	2.31e-06	+	GATGCACTAACACAGAACTGCAGCTGGGGGTGGTA	Upstream_CTCF	24
chr16	74487144	74487294	id-38831	1.9e-06	-	TGTGTCATTCTAGGTGGCCCCAGCAGATGGCTTCT	Upstream_CTCF	6
chr16	74503115	74503265	id-38832	5.7e-05	+	AATGCTGACTACATTCCTGACAGAAGGGGAAGCCA	Upstream_CTCF	6
chr16	74597718	74597868	id-38833	1	+	NA	NONE	9
chr16	74600095	74600245	id-38834	1.03e-05	-	ATGTAGATACTTTCCCTGTCCAGGAGGTGGGCCTC	UpstreamP1_CTCF	0
chr16	74609151	74609301	id-38835	1	+	NA	NONE	15
chr16	74657261	74657411	id-38836	3.63e-06	-	AAGAGTATTATTCAGTTGAACACAAGAGGGCACTG	V_CTCF_BR	40
chr16	74684985	74685135	id-38837	2.66e-05	-	TATGTTAAAAACTTTCTGATCCCCAGAGGGCGCTC	V_CTCF_BR	40
chr16	74711890	74712040	id-38838	1.31e-05	-	CAGGCTTAGAAGCCCATGACCTGCAGGAGTCAGCA	V_CTCF_BR	2
chr16	74734446	74734596	id-38839	4.51e-05	-	CGTGTGGCGTCCGGTACAGTCAGCAGAGTGCAGGG	Upstream_CTCF	31
chr16	74743427	74743577	id-38840	8.62e-10	+	GGAGTAGGGCTGCATGCTGCCACCAGAGGGCAGCA	V_CTCF_BR	40
chr16	74750319	74750469	id-38841	3.97e-07	-	GCAGCTCATCCTGCCCGAGGCAGTAGGGGGCACTG	V_CTCF_BR	6
chr16	74753087	74753237	id-38842	2.18e-07	-	GGCCTGGCCCTGTAGCTGTCCAACAGAGGGCAGCA	V_CTCF_BR	23
chr16	74757059	74757209	id-38843	1.84e-06	-	AAGCCAAGTGTGGCGGCAGGCAGAAGGGGGAGCTA	V_CTCF_BR	0
chr16	74758967	74759117	id-38844	2.12e-06	+	CTGCAGTAACCCTCGGTGACCGGGAGGAGCTCTGG	UpstreamP1_CTCF	30
chr16	74760749	74760899	id-38845	3e-08	-	CCTGCAATTAGCTCCTCTGCCACAAGAGGTCAGCA	Upstream_CTCF	40
chr16	74788911	74789061	id-38846	4.31e-07	+	AGTGGATTCTTCCTCGCAGCCTCTAGAGGGAACCA	V_CTCF_BR	10
chr16	74800737	74800887	id-38847	2.15e-05	+	GAGATTAGAACAGTGGCTGCCTCTGGGAGGCGCTG	V_CTCF_BR	24
chr16	74808521	74808671	id-38848	1.28e-06	+	GCCGCTGGACCTCGGAGGGCGAGAAGGAGGCGGCG	Upstream_CTCF	34
chr16	74822892	74823042	id-38849	3.31e-06	+	GATCAGGGGCAGGGGATGACCACAAGGGGTCATGA	UpstreamP1_CTCF	2
chr16	74829470	74829620	id-38850	7.11e-06	+	GATGCTATACCAATGACTTTCTCTAGGGGAAAGGG	Upstream_CTCF	7
chr16	74847128	74847278	id-38851	1	+	NA	NONE	40
chr16	74851873	74852023	id-38852	4.21e-05	+	TGCTTGGGCTCTGCCGAGAACCCAAGGTGGAGCCG	V_CTCF_BR	19
chr16	74896764	74896914	id-38853	7.73e-06	-	TAAAGCTGAGAAATTATTAACACTAGGTGGCAGCA	V_CTCF_BR	40
chr16	74903706	74903856	id-38854	1.04e-07	-	CTCATCTTTGCGTGCCCAGCCTCAAGGTGGCGCCA	V_CTCF_BR	29
chr16	74908827	74908977	id-38855	2.94e-06	+	CATGGAAACCCAGTGCCCTACAGCAGGGGGCAGCT	Upstream_CTCF	7
chr16	74970939	74971089	id-38856	2.81e-06	+	CCTGTCCTCAGAGACCTGACCACAAGGAGGAACTA	Upstream_CTCF	13
chr16	74988758	74988908	id-38857	4.5e-05	-	CCGTTGCAACCCCTGGCAACCACCAGTCTGCGCTC	UpstreamP1_CTCF	1
chr16	75007165	75007315	id-38858	2.2e-06	-	GCTGCAACGCCACTGTGCTCCAGCTGGGGTGATGG	Upstream_CTCF	11
chr16	75032460	75032610	id-38859	1.03e-06	+	GAAAGAATGGACATCACGTCCACCAGAGGGTGCTG	V_CTCF_BR	40
chr16	75034444	75034594	id-38860	1	+	NA	NONE	17
chr16	75086804	75086954	id-38861	1	+	NA	NONE	6
chr16	75096745	75096895	id-38862	5.98e-05	-	GGGCACTATCTCCAGGTGAGCAAAAGGAGCTGGGA	UpstreamP1_CTCF	18
chr16	75097718	75097868	id-38863	1	+	NA	NONE	0
chr16	75109147	75109297	id-38864	1	+	NA	NONE	1
chr16	75121735	75121885	id-38865	1.76e-05	+	TGGCTGGCTACTCCCCTGGCCTCCAGGGTGTGCCG	UpstreamP1_CTCF	9
chr16	75129132	75129282	id-38866	1	+	NA	NONE	6
chr16	75130781	75130931	id-38867	3.24e-06	-	ACCGCCCTTCCCTGCCCCTCCAGCAGGGGCTCAGC	Upstream_CTCF	39
chr16	75134097	75134247	id-38868	2.58e-05	-	GCAGCCTTTCCTCACCACTCCACAAGGCGGTTTTA	Upstream_CTCF	11
chr16	75143997	75144147	id-38869	4.68e-07	-	AATTCAGAGGACACCACAGCCGGCAGAGGGCTGCA	V_CTCF_BR	7
chr16	75144551	75144701	id-38870	3.88e-06	-	TGCGCCCTCCAGTGCCTGGCAACTAGGAGGCGCTC	V_CTCF_BR	40
chr16	75145238	75145388	id-38871	2.57e-08	-	CAGTTGTTCCCCCCTAAGCCCACAGGAGGGCGCCC	UpstreamP1_CTCF	40
chr16	75148337	75148487	id-38872	2.6e-07	+	AGGGCCAGAGCCCGGGCCCCCCGCAGAGGGCGCTC	V_CTCF_BR	0
chr16	75164517	75164667	id-38873	4.88e-05	+	CAGTGTAACTGCCTGACCATCACCTGAGGGTGGCC	V_CTCF_BR	16
chr16	75172600	75172750	id-38874	1.55e-05	-	GGTCCTGCTGCTGCTGAAAGCCGCAGGGGGCAGCC	V_CTCF_BR	12
chr16	75231575	75231725	id-38875	5.34e-06	-	GTATTCTGGGGAACACTATCCACTAGTGGGTGCCC	V_CTCF_BR	9
chr16	75233330	75233480	id-38876	4.92e-12	+	TATGCAGTTTTCATATTGGCCACCAGGTGGCAGCC	Upstream_CTCF	40
chr16	75258756	75258906	id-38877	1	+	NA	NONE	3
chr16	75267855	75268005	id-38878	1.38e-08	+	GGCGCAGTGAGCTGAGTGGCCACCAGGTGGTGCTG	V_CTCF_BR	40
chr16	75271083	75271233	id-38879	1.04e-07	+	ATGTCCTGTGGCCCCGGGGCCAGCAGGTGTCGCGG	V_CTCF_BR	0
chr16	75272138	75272288	id-38880	1.31e-05	-	GAGAGAGCTGAACAGGGAGCCTGGTGGTGGAGGCG	V_CTCF_BR	7
chr16	75272964	75273114	id-38881	9.51e-07	+	GAAAAACAGAGCAACGCAGCCACCAGGGGGAAAAG	V_CTCF_BR	38
chr16	75274715	75274865	id-38882	1	+	NA	NONE	11
chr16	75278333	75278483	id-38883	9.29e-06	+	AGCGCCATCTCCCTGGCCGGCATCAGAGGGCGATG	Upstream_CTCF	17
chr16	75283480	75283630	id-38884	1.76e-05	+	TTGGTTTAGCCGGCTGTGGGCTCCTGGGGGCAAGG	UpstreamP1_CTCF	4
chr16	75284525	75284675	id-38885	5.01e-06	+	AGCGATCAGCCTCTCGGACCCTCGAGAGGGAGCTC	V_CTCF_BR	7
chr16	75290173	75290323	id-38886	2.37e-05	+	GGGGCAGTGTTTGTCATTACCAGTAGTGGCTCTGA	Upstream_CTCF	11
chr16	75291096	75291246	id-38887	8.16e-07	-	CTGTGTTCTATGAAAGCGGCCGGGAGTGGGCAGCA	V_CTCF_BR	10
chr16	75299974	75300124	id-38888	1	+	NA	NONE	5
chr16	75338562	75338712	id-38889	1	+	NA	NONE	18
chr16	75339673	75339823	id-38890	3e-06	+	GAGTTGGGCCCTGTTTTTTCCAGGAGGTGGAGAAC	UpstreamP1_CTCF	20
chr16	75353455	75353605	id-38891	1	+	NA	NONE	15
chr16	75354453	75354603	id-38892	1.92e-05	-	TAGCAAAGCCACTCGTCCCCCAGGAGAGGGTGTCA	UpstreamP1_CTCF	6
chr16	75383457	75383607	id-38893	2.59e-06	+	CTGCTGTACCCCAGCCTGGGCGACAGAGCGAGACT	UpstreamP1_CTCF	1
chr16	75419550	75419700	id-38894	3.48e-06	-	CTTTAACTTCTTTTACTGTACACTAGAGGGCAGAA	UpstreamP1_CTCF	37
chr16	75436887	75437037	id-38895	4.04e-08	-	CTGCTGTTTTCTCAATTTGTCAGAAGAGGGCAGCA	UpstreamP1_CTCF	40
chr16	75466844	75466994	id-38896	2.53e-05	+	ATGTGCCGGTTCCCGCGCTGCAAGAGGGGGCGGCG	V_CTCF_BR	18
chr16	75498165	75498315	id-38897	1.1e-05	+	CCGGAGGACAGCGCCCACGCCGCCAGCAGGCTGCG	V_CTCF_BR	13
chr16	75498675	75498825	id-38898	1.99e-07	-	CGGTCCCAGAGCGCGCCGTCCAGGAGGGGGCGCGT	V_CTCF_BR	40
chr16	75505778	75505928	id-38899	6.19e-06	+	GTGTGATGAGTGAGATCATTCAGTAGAGGGCGCTG	UpstreamP1_CTCF	40
chr16	75515517	75515667	id-38900	7.78e-06	+	AGTGCTGAAGGCAGCATGGGCTCCAGAGGGAGGAT	Upstream_CTCF	14
chr16	75525869	75526019	id-38901	2.2e-07	-	TTGCAGTCCCAGCCCCCTGCCTCTGGGGGATGCCA	UpstreamP1_CTCF	35
chr16	75551380	75551530	id-38902	5.34e-06	-	GCATGCAATTCCCTTCTTTCCTACAGGGGGCGCTG	V_CTCF_BR	40
chr16	75555392	75555542	id-38903	3.09e-05	+	ATGTGATGCATGAGATCTTTCAGTAGAGGGCGTGG	UpstreamP1_CTCF	38
chr16	75584250	75584400	id-38904	3.63e-05	-	AGCTTCCTGTTAGGTTCTGCCAGTAGGAGGCATGA	V_CTCF_BR	39
chr16	75589737	75589887	id-38905	2.66e-05	-	AGCCGACCGTGCGCTTCCAACACCAGGTGCTGCTC	V_CTCF_BR	21
chr16	75617084	75617234	id-38906	1	+	NA	NONE	10
chr16	75625485	75625635	id-38907	1	+	NA	NONE	18
chr16	75655141	75655291	id-38908	1	+	NA	NONE	39
chr16	75678285	75678435	id-38909	2.15e-05	-	CACCACATCTCTGTGTTTCCCGCTAGGTGGTGGTA	V_CTCF_BR	1
chr16	75678649	75678799	id-38910	7.55e-07	+	CTGGAGAGGAAATACCTGGCCACAAGATGGCAATA	V_CTCF_BR	10
chr16	75729732	75729882	id-38911	5.68e-06	+	TGTAAGTTTTTCAATAACACCTCCAGGGGGCAGTA	V_CTCF_BR	28
chr16	75798188	75798338	id-38912	1.47e-05	-	TGTCAGATTACATGTATGGCCACGAGGAGGTGCTA	V_CTCF_BR	40
chr16	75823181	75823331	id-38913	3.88e-06	+	TACTGTGTTTTGCAATCCACCACTAGGTGGCAATG	V_CTCF_BR	39
chr16	75835315	75835465	id-38914	4.5e-06	+	TTTGAAATAATCAGATTGTCCAAAAGAGGGTGCCA	Upstream_CTCF	17
chr16	75839968	75840118	id-38915	1.47e-05	+	TGTGGGACCGAGCCCTTGTCCTGTGGGGGGTGCAC	V_CTCF_BR	5
chr16	75855176	75855326	id-38916	3.16e-06	-	TAGCATCTCTGACCTTTACCCACTAGATGACAGTA	UpstreamP1_CTCF	4
chr16	75948011	75948161	id-38917	7.11e-06	-	CCTGCAATAAAATTGCTGGGCTAAAGGGGGTGCAT	Upstream_CTCF	0
chr16	76191639	76191789	id-38918	1	+	NA	NONE	10
chr16	76299473	76299623	id-38919	8.91e-07	+	TCTGCAGTACCACAGAAAGTCACCAGGGGAGCTCC	Upstream_CTCF	40
chr16	76313042	76313192	id-38920	1	+	NA	NONE	24
chr16	76673963	76674113	id-38921	2.27e-06	-	GTGAAGAAATTAGCAGGAACCAGCAGATGGCGATG	V_CTCF_BR	31
chr16	76687448	76687598	id-38922	3.4e-06	-	CTCACTAACTCAAGTAGAGACACTAGAGGGAGCCA	V_CTCF_BR	38
chr16	76699901	76700051	id-38923	2.1e-05	+	TGGTTATAGTGTGATCTGTCCAGCAGAGGGACTAG	UpstreamP1_CTCF	17
chr16	76702342	76702492	id-38924	1.38e-06	+	GACAAAGGACTGTGGCCAGCCTCTAGAGGGTAGCA	V_CTCF_BR	6
chr16	76716539	76716689	id-38925	1	+	NA	NONE	3
chr16	76763514	76763664	id-38926	1.06e-05	+	ACAGCACTGGCCAGAAGGGGCAGAGGGAGGGAGCT	Upstream_CTCF	12
chr16	76784899	76785049	id-38927	6.23e-05	+	TGTCAGTTTCCTGCTCATTCCACCTGGGTGAGCTA	UpstreamP1_CTCF	2
chr16	76790941	76791091	id-38928	1	+	NA	NONE	2
chr16	76857035	76857185	id-38929	2.66e-05	-	CCATTGCACTCCAGCTTGGCCGACAGAGGGAGACT	V_CTCF_BR	15
chr16	76888229	76888379	id-38930	2.27e-06	+	AAACCAATACTCAGACCAACCTCCAGCTGGCAGTG	V_CTCF_BR	25
chr16	76916126	76916276	id-38931	2.27e-05	-	TGGTAGAGGTGGAATACAGCCACAGGGGGGAGAAA	V_CTCF_BR	14
chr16	77077123	77077273	id-38932	2.1e-05	-	AATGTTTTGGCAAGAGCATCCTATAGGTGGCATCA	Upstream_CTCF	36
chr16	77183599	77183749	id-38933	1	+	NA	NONE	1
chr16	77203664	77203814	id-38934	2.97e-06	-	TAGGGATTCTTGATTCTGTACTGCAGGGGGCGCTA	V_CTCF_BR	40
chr16	77205761	77205911	id-38935	2.93e-08	-	CTGTCTTTATCAAAGGTGGCCACTAGATGGCAGAA	UpstreamP1_CTCF	39
chr16	77224891	77225041	id-38936	1	+	NA	NONE	22
chr16	77228341	77228491	id-38937	2.55e-06	-	AGTGTGCGCTCTGAACCAGCCAGCAGGCGGCGGAG	Upstream_CTCF	0
chr16	77246160	77246310	id-38938	1.21e-05	+	GGAGCGGCGGCTGCACTCGCCGCCTGAGGTCGAGG	Upstream_CTCF	6
chr16	77257152	77257302	id-38939	6.43e-06	+	ACACGATGTTAAGCTTTGCTCAGTAGAGGGCGCCA	V_CTCF_BR	39
chr16	77258125	77258275	id-38940	1	+	NA	NONE	26
chr16	77270076	77270226	id-38941	3e-08	+	CATGCAATATGTTCAGGGCACACCAGAGGGCGCTA	Upstream_CTCF	39
chr16	77326492	77326642	id-38942	1	+	NA	NONE	2
chr16	77410379	77410529	id-38943	1.28e-06	-	ACCCTGCAGCACACAGAGTCCAGTAGCGGGCGCAA	V_CTCF_BR	33
chr16	77440696	77440846	id-38944	4.01e-05	+	AGCCAAATACTGCATGTTCTCACAAGGGGGAGCTA	V_CTCF_BR	35
chr16	77468388	77468538	id-38945	3.88e-06	-	AGCGGAGCTCCGAGAGCGGGTGGCAGGGGGCGCCC	V_CTCF_BR	4
chr16	77471880	77472030	id-38946	1.03e-05	+	CTGCAATATGTATAAATTGTCTCTAGATGGTGACA	UpstreamP1_CTCF	28
chr16	77533493	77533643	id-38947	1	+	NA	NONE	8
chr16	77618249	77618399	id-38948	5.47e-10	-	GTGCTGTTTCAACCACTGTCCACAAGGTGGCAACC	UpstreamP1_CTCF	40
chr16	77631233	77631383	id-38949	5.63e-06	-	ATGTTATAGCTTCAGCTGTCCAACAGGGGACTCCC	UpstreamP1_CTCF	21
chr16	77633829	77633979	id-38950	8.61e-08	+	CTTCCAGGATCCAGACTGGCCACTAGATGGAGCAC	V_CTCF_BR	40
chr16	77691095	77691245	id-38951	4.3e-06	+	TCTGTCAGCCATCTAGTTACCACTAGGGGAAGATC	Upstream_CTCF	20
chr16	77694437	77694587	id-38952	2.4e-05	-	GCAAGCCTCATTGAAAAGTCCACTAGGGGGAGAAG	V_CTCF_BR	39
chr16	77709736	77709886	id-38953	1.3e-09	+	GCTGCAATATGCACACTATCCAGCAGAGGGCAGGA	Upstream_CTCF	40
chr16	77720397	77720547	id-38954	1.93e-05	+	TCACTTCTTACTAACTTGTCCAGATGGTGGCAGAG	V_CTCF_BR	4
chr16	77756569	77756719	id-38955	5.34e-06	+	GCCAGTCCACCTGCGAGCGCCGGATGGGGGAGCAC	V_CTCF_BR	36
chr16	77816750	77816900	id-38956	2.53e-05	-	AGAGAAGTGTGCAGCCCATCCTGATGGTGGCAGTA	V_CTCF_BR	40
chr16	77818940	77819090	id-38957	9.88e-07	+	GCTGTAATACTCTGTTTTACCATCAGTGGCCACTG	Upstream_CTCF	38
chr16	77884700	77884850	id-38958	2.97e-06	-	AACCGTGGAGCCGTCCAGTCCACCAGATGGCAAAG	V_CTCF_BR	13
chr16	77927787	77927937	id-38959	2.01e-05	-	ATGTGAGTAACAATTATCACCACTAGGGGTAATCA	UpstreamP1_CTCF	11
chr16	77939189	77939339	id-38960	1.93e-05	-	AAGGTTGGAATCTCGGCAAACAGAAGAGGTCAGCA	V_CTCF_BR	11
chr16	77946684	77946834	id-38961	1.69e-05	+	GTGAGGGCTCTCTTCTTGGCCTGTAGATGGCCGTC	UpstreamP1_CTCF	6
chr16	77985783	77985933	id-38962	4.43e-05	+	AAAGGTAGAGAATTTTTGAGCACTAGGGGGAGATA	V_CTCF_BR	37
chr16	77989137	77989287	id-38963	2.29e-05	-	CAGCATCCTTGGCCTCTGCTCACTAGATGTCAGTA	UpstreamP1_CTCF	15
chr16	78005574	78005724	id-38964	8.43e-09	-	AACTCAAACTGTCAAGTGACCACCAGAGGGCGCTG	V_CTCF_BR	40
chr16	78032641	78032791	id-38965	2.37e-05	-	CCTGCCCGTCTGTATGCTCCCCCTAGGGGTTTGAG	Upstream_CTCF	4
chr16	78036953	78037103	id-38966	1.12e-08	-	GCTGTGTGTCCCGGACTGACCACTAGGTGGCAGGA	Upstream_CTCF	40
chr16	78039920	78040070	id-38967	1	+	NA	NONE	31
chr16	78079921	78080071	id-38968	1.59e-06	+	CGGCCCTGGCAGGGCGGTGCCTGGGGTGGGCGCTG	V_CTCF_BR	18
chr16	78094310	78094460	id-38969	2.78e-06	+	ATTATTTTAACCACCAGGGCCAGGTGGTGGCGCCA	V_CTCF_BR	9
chr16	78128183	78128333	id-38970	8.5e-06	-	TGTCTAGTTACACAACTGCACACCAGATGGCCCTA	Upstream_CTCF	22
chr16	78133124	78133274	id-38971	1	+	NA	NONE	25
chr16	78133470	78133620	id-38972	1.03e-06	+	TTCGTGGTCGGCGGAGCGGCCCCTGGAGGGCGCAG	V_CTCF_BR	14
chr16	78133933	78134083	id-38973	1.21e-09	-	GCGCAGTGCTGCATCCTGAACAGCAGAGGGCGCGC	UpstreamP1_CTCF	40
chr16	78135551	78135701	id-38974	7.12e-06	-	TTGTTTTTCCTCTACCTTGCCACCAAAGGCAGCAG	UpstreamP1_CTCF	1
chr16	78156794	78156944	id-38975	2.04e-05	+	TATATATTTTTATTTTTTTCCACTAGAGGGCTCTG	V_CTCF_BR	39
chr16	78168806	78168956	id-38976	1.93e-05	+	TGCTGATGGCACAGTGAGAACGGGAGAGGGCAGAA	V_CTCF_BR	6
chr16	78197809	78197959	id-38977	2.81e-05	+	TGTAATGCCTGGTGTTTACCCACTAGATGCCAGTA	V_CTCF_BR	10
chr16	78261801	78261951	id-38978	2.04e-05	+	TTATTTATATTCCATTTCACCACAAGATGTCACCA	V_CTCF_BR	28
chr16	78269206	78269356	id-38979	1.76e-09	-	AGTGCACCTCCACTCCCTGCCACCAGGGGTCAGAT	Upstream_CTCF	40
chr16	78274429	78274579	id-38980	1	+	NA	NONE	10
chr16	78283160	78283310	id-38981	7.31e-05	+	ATGCACTCTCATTCCTTTTCCTCCAGGGACTCCTG	UpstreamP1_CTCF	9
chr16	78293869	78294019	id-38982	1	+	NA	NONE	5
chr16	78397939	78398089	id-38983	8.71e-06	+	GTGACCTTGCCCTTCCTGGCCTGTGGATGTCGCTC	V_CTCF_BR	2
chr16	78430068	78430218	id-38984	3.22e-07	-	GATGTAATAATTATTCTCTCCACCAGGGGCAGGTT	Upstream_CTCF	29
chr16	78471366	78471516	id-38985	5.41e-07	-	AGGCAGAGACATGGCTTTACCAGTAGGGGCCGCTG	UpstreamP1_CTCF	40
chr16	78512462	78512612	id-38986	2.86e-06	+	CTGCATTAATTATTCCAGGCCACAAGGGTGCCGTT	UpstreamP1_CTCF	28
chr16	78537512	78537662	id-38987	2.47e-07	+	GTGTATATGCATGATTTCACCACCAGGGGGCATTG	UpstreamP1_CTCF	40
chr16	78539919	78540069	id-38988	3.18e-06	+	CCAAGAGCTCCTCGCTTGGCCAGCAGGGGCTGCCT	V_CTCF_BR	20
chr16	78587630	78587780	id-38989	1.34e-06	-	GCTGTGACCACCAATACTGCCACCAGGGGGGTCTG	Upstream_CTCF	5
chr16	78637188	78637338	id-38990	8.5e-06	-	CATGTAGTTTGCCTGATCACCCAGTGGGGGCGTTC	Upstream_CTCF	11
chr16	78739684	78739834	id-38991	8.79e-07	+	CTACAATTCTGGTACTTTGCCACAAGGTGGTGGTA	UpstreamP1_CTCF	33
chr16	78761597	78761747	id-38992	1.26e-05	-	TCTACCATTCCCTGTCTCACCACCAGGGAGACAAG	Upstream_CTCF	12
chr16	78804576	78804726	id-38993	3.83e-09	-	GACGCCATGTCCAGCTTCGCCAGTAGAGGGCGCTG	V_CTCF_BR	38
chr16	78922499	78922649	id-38994	1	+	NA	NONE	3
chr16	78959099	78959249	id-38995	6.98e-07	+	CCAAGGCTGATCATTGCTGCCACTGGGTGGCAGCA	V_CTCF_BR	31
chr16	79007137	79007287	id-38996	1	+	NA	NONE	2
chr16	79022373	79022523	id-38997	1.48e-06	+	CTGGTAATACTCCCTCTCCCCAGGAGAGGTCCCAG	Upstream_CTCF	11
chr16	79047140	79047290	id-38998	1.54e-05	-	CTGTACTACTCACCACTCCCCAGCACAGCCTGCTG	UpstreamP1_CTCF	8
chr16	79081354	79081504	id-38999	2.04e-05	-	ACACTGATACACATGGTGGCCCCTAGAGGGAGTTC	V_CTCF_BR	36
chr16	79084660	79084810	id-39000	1	+	NA	NONE	1
chr16	79170728	79170878	id-39001	1.17e-05	+	TTATGTGTAAACTGTCCAACCTGCAGGAGGCAGTA	V_CTCF_BR	6
chr16	79203260	79203410	id-39002	2e-06	+	AATGCAGTGCTTCCCTGCAGCTGCAGAGGGTCTCA	Upstream_CTCF	4
chr16	79247141	79247291	id-39003	3.18e-06	-	GATGTGGCAAGGCTATGGGCCACTGGAGGGCAATG	V_CTCF_BR	8
chr16	79295510	79295660	id-39004	3.8e-08	-	TGCAAGCGGCAAAGGCTGGCCAGAAGAGGGCTCCA	V_CTCF_BR	22
chr16	79368249	79368399	id-39005	8.61e-08	+	GAAGTCAGAACAGCGGTCACCTCTAGGGGGCGCTG	V_CTCF_BR	24
chr16	79451685	79451835	id-39006	1	+	NA	NONE	1
chr16	79577314	79577464	id-39007	7.49e-05	+	TCAACAAATGTCTGGATGTTCTCAAGATGGCGGGC	V_CTCF_BR	1
chr16	79623691	79623841	id-39008	1.5e-05	+	CCGTCATTAGCGCCCCCGGGCGCCGGGCGGCGTCG	Upstream_CTCF	2
chr16	79632788	79632938	id-39009	2.28e-05	-	CCTGCCGCTTCAAGAGGGTGCAGCAGAGACACGTC	Upstream_CTCF	23
chr16	79636160	79636310	id-39010	1.17e-05	-	CAATTTCAACTGACCTTTGCCGAAAGGTGGCGCTG	V_CTCF_BR	40
chr16	79692117	79692267	id-39011	8.56e-05	-	GAGGCCTACTGTACTATGTCCACTAGACGGAACCT	UpstreamP1_CTCF	12
chr16	79788486	79788636	id-39012	3.81e-05	+	TTGATATGAACAGCAAGGCTCTGTAGGGGGCAGAC	UpstreamP1_CTCF	5
chr16	79791190	79791340	id-39013	1	+	NA	NONE	12
chr16	79801608	79801758	id-39014	1.71e-06	+	CTCAGGGCAGATGCGAAGCCCAGCAGAGGGCACTT	V_CTCF_BR	35
chr16	79804308	79804458	id-39015	6.82e-05	+	TGTCCCTTCAGGCTGCGCAACGCTGGAGGGCGATG	V_CTCF_BR	6
chr16	79810514	79810664	id-39016	4.01e-05	-	GGCTGTTTGGTGAGCACACTCACCAGATGGCTGGG	V_CTCF_BR	19
chr16	79870111	79870261	id-39017	4.34e-05	+	GATGCAGCACCAACACAGTCCACTAGAGCTTCCAT	Upstream_CTCF	13
chr16	79880315	79880465	id-39018	1.06e-05	-	CCTGCCAGATAGTAATGATCCAGCCGAGGGCACCA	Upstream_CTCF	2
chr16	79919392	79919542	id-39019	1.85e-05	+	TGTGCTGTTCCGAAAACTGCCAGTGGGCTCCTCCT	Upstream_CTCF	5
chr16	80031270	80031420	id-39020	6.05e-06	+	TTTACTCTAACTGCACATTCCTCCAGGGGGCAGTG	V_CTCF_BR	39
chr16	80046643	80046793	id-39021	1	+	NA	NONE	6
chr16	80118617	80118767	id-39022	6.21e-05	-	AGCACACTATCCTGAGTATTCAACAGGTGGCAGTC	V_CTCF_BR	36
chr16	80180944	80181094	id-39023	2.94e-06	-	TGTGCCAGCCCAAGGCTCACCAACAGGGGGGATTT	Upstream_CTCF	7
chr16	80205798	80205948	id-39024	1	+	NA	NONE	1
chr16	80311170	80311320	id-39025	9.81e-06	+	AGTCCTCAAACCAAAGACACCTGTAGGGGGAACTC	V_CTCF_BR	13
chr16	80351796	80351946	id-39026	1.08e-05	+	TCCCAGTTCCTGCCTTCAGCCACCAGAGGCACTGC	UpstreamP1_CTCF	37
chr16	80353234	80353384	id-39027	6.04e-07	-	TTGCCCTTGGGTGTTATATCCTGCAGGTGGCACTG	UpstreamP1_CTCF	27
chr16	80375266	80375416	id-39028	2.6e-05	+	GGTAAATGCTACAAGGTGGCCACAGGGGGACAGTA	UpstreamP1_CTCF	19
chr16	80403600	80403750	id-39029	2.34e-06	-	GTTCACCTGCTAATGGCCGGCAGAAGGAGGCAGCA	UpstreamP1_CTCF	38
chr16	80421383	80421533	id-39030	8.02e-05	-	CCTGGCTTACAGCGAGCTGCCGCTGGGAGATGCAC	Upstream_CTCF	8
chr16	80471722	80471872	id-39031	1.76e-05	+	CTCCATATCCCTCTGAAAGCCACAAGAGGGGGCTG	UpstreamP1_CTCF	10
chr16	80500413	80500563	id-39032	1.26e-07	-	TAGCTCATCTCTCCTGGAGCCACAAGATGGCGCTG	V_CTCF_BR	40
chr16	80534560	80534710	id-39033	1.84e-06	+	CTTCCTGTTTTAACATCAACCAGGAGGTGGCAGAG	V_CTCF_BR	16
chr16	80560439	80560589	id-39034	5.41e-07	-	CTGTGTTACTCCTCACAGGCCTCTAGGTGGTGCTG	UpstreamP1_CTCF	40
chr16	80561310	80561460	id-39035	3.18e-06	+	GTACCGCTCATCTTCATTTCCACTTGAGGGCGCTG	V_CTCF_BR	40
chr16	80613989	80614139	id-39036	2.19e-05	-	GTGCAGTGGGGCTTTGGGAACAGCAATGGACGCTT	UpstreamP1_CTCF	6
chr16	80648947	80649097	id-39037	1.69e-05	-	AAGTAGTACCTTTTGGGGGCCAGCAGGGACTGAGA	UpstreamP1_CTCF	23
chr16	80740423	80740573	id-39038	1.83e-05	+	TCACTGAGTTGCCACCAAGCCGCTAGGGGCAGCCC	V_CTCF_BR	4
chr16	80794585	80794735	id-39039	1	+	NA	NONE	9
chr16	80837273	80837423	id-39040	3e-08	+	TCCGCAGCGCCCCCTTTCGCCCCCAGGGAGCACGA	Upstream_CTCF	37
chr16	80858792	80858942	id-39041	2.67e-06	-	GTGTCAACTCCATCTGCTACCAACAGATGGCGATA	Upstream_CTCF	39
chr16	80886262	80886412	id-39042	2.6e-07	-	GGGGATCCATTTATGTCTGCCACCAGGGGGCAGGT	V_CTCF_BR	39
chr16	80958527	80958677	id-39043	1.03e-06	+	ACAGCCACCAGCACGCTAGCCGCGAGGGGGCGTTG	V_CTCF_BR	40
chr16	80965900	80966050	id-39044	6.82e-05	-	TCTCCTGCAGCCTCCCCGGCCTGCGGTCGGCGCCC	V_CTCF_BR	26
chr16	80966372	80966522	id-39045	3.18e-06	-	GGCGTGTGCGCGCGCGCGGCCTCCTGGTGGTTCTC	V_CTCF_BR	20
chr16	80972235	80972385	id-39046	2.4e-05	-	ATATTCTCTTCCATTCGCCCCACTGGGGGGCTCCC	V_CTCF_BR	14
chr16	80982876	80983026	id-39047	3.06e-08	-	CACCATACCTTTCCAGGTGCCTCCAGGGGGCGCTG	V_CTCF_BR	39
chr16	81002421	81002571	id-39048	1	+	NA	NONE	5
chr16	81008602	81008752	id-39049	2.31e-07	+	TCTGTATTTCTACTGCCTGACACTAGGGGGACTGA	Upstream_CTCF	38
chr16	81038351	81038501	id-39050	2.38e-07	+	AGTCTAAGACAGATTTCAACCACCAGGTGGCACAA	V_CTCF_BR	39
chr16	81040966	81041116	id-39051	1	+	NA	NONE	10
chr16	81041190	81041340	id-39052	5.13e-05	-	ACAGGCAATGCGAGGAGCAACGCAAGAGGGTACAG	V_CTCF_BR	28
chr16	81069223	81069373	id-39053	3.11e-05	-	GAGAGGACTTTAGGTGACGCCGCCAGGAGGCGAAA	V_CTCF_BR	40
chr16	81095840	81095990	id-39054	1	+	NA	NONE	5
chr16	81096190	81096340	id-39055	1	+	NA	NONE	1
chr16	81172911	81173061	id-39056	5.92e-05	+	TTTTCCTGCCTTGGGCCTGCCCAGAGGGGGTGCTC	V_CTCF_BR	6
chr16	81173219	81173369	id-39057	3.29e-05	+	GATGCACCACCAGGGCAGGCCTTGAGGGGGTTTGC	Upstream_CTCF	2
chr16	81175134	81175284	id-39058	4.73e-07	+	GCTGCAATACAAACAACAGCCAGGTGGGGCGGCAT	Upstream_CTCF	37
chr16	81187624	81187774	id-39059	1.11e-05	+	ACCGGAGTGTCGGGATCAGCCAGGTGGTGGGGCTC	Upstream_CTCF	1
chr16	81189445	81189595	id-39060	6.98e-07	-	GGTCATTGGGTGCTGGCTGCCCCAAGGGGGCACAA	V_CTCF_BR	10
chr16	81208339	81208489	id-39061	2.59e-06	+	ATGGAGGACACAGCCTTGGCCAGCTGGAGGAGCTG	UpstreamP1_CTCF	12
chr16	81232396	81232546	id-39062	4.65e-05	-	TCTCCAGAAACATTACAGTCCACTTGGTGGAGCTG	V_CTCF_BR	34
chr16	81238785	81238935	id-39063	2.18e-07	+	ATGTCAATCCCTAGATTTGCCAGAAGGTGGCGCTC	V_CTCF_BR	40
chr16	81246608	81246758	id-39064	2.89e-07	-	GCTGCAGTCACCACTGTCCCCGCTGGAGGGTCCAG	Upstream_CTCF	5
chr16	81248500	81248650	id-39065	6.53e-09	-	GGCTCTGCAGCTCTGGCGGCCAGCAGAGGGCAGTT	V_CTCF_BR	40
chr16	81294773	81294923	id-39066	3.05e-07	+	CTTTTTGTTCCAGTGTTTGCCAGTAGGAGGAGCAC	Upstream_CTCF	40
chr16	81297204	81297354	id-39067	2.27e-06	+	CAATCCTACCTTCTATTGACCTGAAGAGGGAGGCA	V_CTCF_BR	33
chr16	81301126	81301276	id-39068	1.1e-05	+	CCCCTACATTCCAGTCTGGGCAGCAGAGGGAGACT	V_CTCF_BR	3
chr16	81349362	81349512	id-39069	1	+	NA	NONE	26
chr16	81383959	81384109	id-39070	1	+	NA	NONE	25
chr16	81385793	81385943	id-39071	7.49e-05	-	CCCCAGAGGTTCAAGTGGACATGGAGAGGGAAGAG	V_CTCF_BR	0
chr16	81400061	81400211	id-39072	1.22e-07	+	GAGTAGTTCAGTCGTGCTACCAGAAGAGGGTGCCA	UpstreamP1_CTCF	40
chr16	81437239	81437389	id-39073	4.38e-09	+	CCGCAGGCCATAAAAGCGTCCAGCAGAGGGCGCCC	V_CTCF_BR	40
chr16	81439465	81439615	id-39074	4.02e-07	-	ATTGCAAGTCATCCCACCTCCACAAGGTGGAAACT	Upstream_CTCF	33
chr16	81462661	81462811	id-39075	4.88e-05	+	TGGCCACATTGTTTTGTGGCCACCAGGGGGTTTGT	V_CTCF_BR	40
chr16	81479128	81479278	id-39076	5.51e-07	-	GCCCTGGGCTCCAGGTGCAGCGCCAGGGGGCAGCC	V_CTCF_BR	35
chr16	81481296	81481446	id-39077	2.41e-08	-	AGGCAAGGCCCCCTGGAGCCCACCAGAGGGCAAGG	UpstreamP1_CTCF	12
chr16	81484420	81484570	id-39078	1	+	NA	NONE	23
chr16	81485805	81485955	id-39079	1	+	NA	NONE	3
chr16	81506692	81506842	id-39080	7.31e-05	-	AAGCACTTGCAGGCGGTGGCCACCAGTGCAGCAGG	UpstreamP1_CTCF	4
chr16	81515097	81515247	id-39081	1.64e-05	+	CATGCCAGGGCCAGAGCGGCTCCCAGAGGGTGCTG	V_CTCF_BR	8
chr16	81516458	81516608	id-39082	1.84e-06	+	TGCCTGCTTGCTCGTCCGTTCAGCAGATGGCGGTG	V_CTCF_BR	1
chr16	81520631	81520781	id-39083	1	+	NA	NONE	2
chr16	81529005	81529155	id-39084	1	+	NA	NONE	2
chr16	81531408	81531558	id-39085	3.22e-07	-	GGAGCAGCAGCCATGGTGGCCTGCAGGGGACCCAG	Upstream_CTCF	15
chr16	81561998	81562148	id-39086	1	+	NA	NONE	14
chr16	81563916	81564066	id-39087	1	+	NA	NONE	4
chr16	81571834	81571984	id-39088	1.47e-05	-	CCACTGCAGGCAGGAGCCACCGCCGGGGGCCGCCT	V_CTCF_BR	12
chr16	81585078	81585228	id-39089	5.41e-06	+	CCAGCCATGTCAGTGTGTGGCTGTAGGTGGCTGCA	Upstream_CTCF	5
chr16	81586303	81586453	id-39090	1.15e-07	+	GGAGCTGCTCTTGTGCCTACCACCAGGGGCCATCC	Upstream_CTCF	16
chr16	81591747	81591897	id-39091	9.11e-08	-	GCAGCACTATCTCTAACGGCCGAGAGGTGGAAGCA	Upstream_CTCF	2
chr16	81616469	81616619	id-39092	4.5e-05	-	CTGCTACCCCACACTGCCACCGTCAGGAGCTCCTG	UpstreamP1_CTCF	30
chr16	81617718	81617868	id-39093	7.82e-06	+	CGGCCCCTAGCGCCCACCAGCACCAGGTGGTGGGT	UpstreamP1_CTCF	9
chr16	81619588	81619738	id-39094	1	+	NA	NONE	40
chr16	81631848	81631998	id-39095	1	+	NA	NONE	22
chr16	81646140	81646290	id-39096	1	+	NA	NONE	5
chr16	81657099	81657249	id-39097	1.26e-07	+	CAATAATTTAGGTATGCTGCCACCAGGTGGCAGTG	V_CTCF_BR	40
chr16	81658114	81658264	id-39098	5.37e-06	+	TTGCATCTCTAGGCCATTCCCAACAGGGGCAGCAT	UpstreamP1_CTCF	3
chr16	81666894	81667044	id-39099	7.11e-06	+	CCTGCCATTCTTTTGTTGGCCTCCAGGGCTCCCAC	Upstream_CTCF	35
chr16	81682452	81682602	id-39100	8.46e-07	+	TCTGCACTGTCCCCTAGAGCCCCCAGCAGGAGTGA	Upstream_CTCF	0
chr16	81730944	81731094	id-39101	4.7e-06	-	GAGTCGGCGAGGCTGCTGGCCACTAGGGTGCAGCA	V_CTCF_BR	40
chr16	81756841	81756991	id-39102	1.59e-06	-	TATTTATGGTGACAGTTTTCCAGCAGATGGCAGTA	V_CTCF_BR	39
chr16	81763062	81763212	id-39103	3.16e-05	+	CAGGCTGCTGTGAGCGCCTTCAAGAGGGGGCAGCA	Upstream_CTCF	17
chr16	81763956	81764106	id-39104	9.78e-09	-	TCTGACCTTCCCGTCCTGGCCACCAGGGGCAGACA	Upstream_CTCF	40
chr16	81766443	81766593	id-39105	2.11e-06	-	CTTTCTGGGAGTCAAGTGGACACCAGGAGGCAGTA	V_CTCF_BR	20
chr16	81771710	81771860	id-39106	8.16e-07	-	CCGACTGTTGTCAATTGTGCCACCAGGAGGCAGCA	V_CTCF_BR	40
chr16	81782516	81782666	id-39107	6.21e-05	+	CCAGGCACTGAGGCCTGTGGCGGGGGGTGGCAGGA	V_CTCF_BR	6
chr16	81789784	81789934	id-39108	1.73e-05	-	AGGAAGCCCTATCTGAAAGGCGGTAGGGGGCAGTG	V_CTCF_BR	4
chr16	81831921	81832071	id-39109	2.68e-05	+	CCTGCTCTTCTGTAGCACACAGCTAGGGGTCCTCT	Upstream_CTCF	5
chr16	81856799	81856949	id-39110	8.58e-06	-	CTGCCCCGGCCACAGGGGCTCACCAGAGGCCTGAC	UpstreamP1_CTCF	3
chr16	81865513	81865663	id-39111	1.31e-05	-	GGCTCCAGCAAGACAGCAGCCTGCAGAAGTCAGTC	V_CTCF_BR	4
chr16	81876152	81876302	id-39112	1.92e-05	-	CCCCAATTCCCATACATGACCTCAAGGGGCACCAC	UpstreamP1_CTCF	9
chr16	81889492	81889642	id-39113	1.56e-05	-	ACAGGGGGTCAGGGCTCAGCCTGCAGGTGGGGCTA	Upstream_CTCF	7
chr16	81907593	81907743	id-39114	3.88e-07	-	GCTCAATGTGGCATTCTGGCCACCAGGGGTCAACC	UpstreamP1_CTCF	40
chr16	81913361	81913511	id-39115	1	+	NA	NONE	31
chr16	81919717	81919867	id-39116	4.3e-06	-	CACGTAATAAAGTCAACCACCACTAGGTGGGGTAA	Upstream_CTCF	40
chr16	81924075	81924225	id-39117	1.9e-06	+	GGTGGGATTATTGATTTTGCCACTAGAGGGCATCT	Upstream_CTCF	40
chr16	81929633	81929783	id-39118	8.52e-08	-	GAGCAACTTGCACTCTCGGCCTGCAGGGGGTGCCA	UpstreamP1_CTCF	36
chr16	81933770	81933920	id-39119	1	+	NA	NONE	14
chr16	81966445	81966595	id-39120	6.73e-07	-	CTGTACTGTGGCATCAGAGACACTGGAGGGCAGAA	UpstreamP1_CTCF	17
chr16	81973069	81973219	id-39121	1.03e-06	-	AGCCTGGGAGCCACATCCACCAGCAGGGGGTTCTA	V_CTCF_BR	29
chr16	81973375	81973525	id-39122	6.98e-07	+	GGATGCGGAGATTGTCTTACCAGAAGGGGGCAGCT	V_CTCF_BR	23
chr16	81974518	81974668	id-39123	1	+	NA	NONE	38
chr16	82028208	82028358	id-39124	8.33e-05	+	TGCTGGCTTCCAAGGCCAGCCAGCAGGGGCACCAG	Upstream_CTCF	33
chr16	82030877	82031027	id-39125	2.43e-06	-	AAGGTATTTCCGTATTATACCAGAAGAGGGAGATG	Upstream_CTCF	34
chr16	82041162	82041312	id-39126	1	+	NA	NONE	6
chr16	82050000	82050150	id-39127	3.24e-06	+	GAGGTGATCCCAGAAACTACCAGTAGGGGGGTGGA	Upstream_CTCF	40
chr16	82051117	82051267	id-39128	1	+	NA	NONE	3
chr16	82065148	82065298	id-39129	2.2e-06	+	CTGGCAATAGACAAGATGACCACTTGGTGGGGATG	Upstream_CTCF	40
chr16	82077358	82077508	id-39130	1	+	NA	NONE	9
chr16	82095606	82095756	id-39131	2.43e-06	-	AAGTGTATTTATGCTACTGCCACATGGGGGCACCA	V_CTCF_BR	39
chr16	82098987	82099137	id-39132	4.7e-06	+	CATCCTGATATCACACAAGCCTCTAGGGGGAACTG	V_CTCF_BR	1
chr16	82203716	82203866	id-39133	1	+	NA	NONE	13
chr16	82263747	82263897	id-39134	1.04e-07	-	GGGAAAAGGTCTCTGCCTCCCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr16	82275183	82275333	id-39135	3.86e-05	+	TGCTCTCTTCTCGGACTAGCCACCAGGGGCATTGT	Upstream_CTCF	12
chr16	82297228	82297378	id-39136	2.38e-07	+	TTGGGATGCACCTTCATGGCCACCAGATGTCACTG	V_CTCF_BR	40
chr16	82377890	82378040	id-39137	4.03e-06	-	CTGCACACACTCCTGGTGGAAGGCAGGGGGCAGAA	UpstreamP1_CTCF	36
chr16	82401670	82401820	id-39138	2.18e-07	+	CTGGATCATGTGTAGACTACCAGCAGGTGGCAGAG	V_CTCF_BR	40
chr16	82473386	82473536	id-39139	5.17e-06	+	GATCCTATACCAGCTCTGGGCACTAGGGGGGTGTC	Upstream_CTCF	40
chr16	82490325	82490475	id-39140	1.26e-07	-	TGTGTATATCACAGAGCTGCCACAAGAGGGCACTG	V_CTCF_BR	40
chr16	82540980	82541130	id-39141	1.97e-06	-	AACAGCTGGGTCCCAGAGGCCCCTAGAGGGAGCCC	V_CTCF_BR	5
chr16	82608270	82608420	id-39142	1	+	NA	NONE	19
chr16	82614014	82614164	id-39143	1.04e-07	-	TTAAGCTGCGGTGCTCTGGGCAGCAGAGGGCACTA	V_CTCF_BR	38
chr16	82637512	82637662	id-39144	1.39e-07	+	GCAGGATTCTCCTCTCCAGCCTCCAGAGGGAGCAC	V_CTCF_BR	39
chr16	82655550	82655700	id-39145	8.59e-05	-	AAGAAGCAGTTAAAACCCCCCTCTAGGTGTCTCCC	V_CTCF_BR	30
chr16	82661007	82661157	id-39146	1.85e-05	-	TCTCCAATGCACCGAGCCTCCGGAGGAGGGAACCA	Upstream_CTCF	31
chr16	82661540	82661690	id-39147	4.01e-05	+	CGAGGGAAGGGCACGCCAACCAGGAGAGGGGGCGA	V_CTCF_BR	11
chr16	82664430	82664580	id-39148	6.84e-06	+	TACCTGTTGAAAAATTTCTCCAGAAGAGGGCTCCA	V_CTCF_BR	35
chr16	82665667	82665817	id-39149	3.18e-06	-	GCTACGGAGGCACGTCCTGCCTAAAGAGGGCAGTA	V_CTCF_BR	38
chr16	82673436	82673586	id-39150	1.22e-08	-	AATGCACAGATAGGCACGGCCACCAGGTGGCGGGA	V_CTCF_BR	40
chr16	82675050	82675200	id-39151	3.41e-07	+	CCTGCAGATATTCTCTTTCCCACTAGATGGTACCA	Upstream_CTCF	36
chr16	82705426	82705576	id-39152	3.42e-08	-	CACAGAGAAATGATGCTGGCCAGCAGGGGGCACTT	V_CTCF_BR	40
chr16	82772416	82772566	id-39153	9.39e-07	-	TTAGTAAGACAGCCACTGGCCACCAGGGGTTGTAG	Upstream_CTCF	29
chr16	82781822	82781972	id-39154	4.21e-05	+	ACTCAATTCATGTTCCCATCCAGAAGAGGGCTTCA	V_CTCF_BR	28
chr16	82789304	82789454	id-39155	2.1e-06	+	TCCGTTGTGGCGGGATTGACCACTAGGTGGTATGT	Upstream_CTCF	34
chr16	82827553	82827703	id-39156	1	+	NA	NONE	1
chr16	82829790	82829940	id-39157	1	+	NA	NONE	21
chr16	82835064	82835214	id-39158	1	+	NA	NONE	5
chr16	82867884	82868034	id-39159	1	+	NA	NONE	8
chr16	82936969	82937119	id-39160	1	+	NA	NONE	7
chr16	83102452	83102602	id-39161	4.43e-05	-	ATAGTGAAAACATTCTTAACCAGTGGGTGGCAATC	V_CTCF_BR	33
chr16	83103011	83103161	id-39162	1	+	NA	NONE	8
chr16	83104499	83104649	id-39163	8.64e-05	+	TATGCTTCACGCAGTCATGCCACATGAGGTCATGA	Upstream_CTCF	4
chr16	83143264	83143414	id-39164	4.23e-06	-	GTTCAATAGCTACTTGTGACCAGCTGGAGGCATCT	UpstreamP1_CTCF	15
chr16	83147025	83147175	id-39165	7.23e-07	+	TATGCCTGTCTTGTGCTAGGCACCAGGGGGCGTAG	Upstream_CTCF	39
chr16	83150008	83150158	id-39166	1.73e-05	+	TTGACACACTCCTGACCAGTCAGTGGATGGCGCTG	V_CTCF_BR	12
chr16	83233744	83233894	id-39167	7.73e-06	+	GATGAGGGTGTGAGCCTGGGCGCTGGGTGGCAGCC	V_CTCF_BR	25
chr16	83245384	83245534	id-39168	1.82e-06	+	ATGCCCTTCCAGAGTGTTGACACCAGGGGCTCATG	UpstreamP1_CTCF	6
chr16	83249117	83249267	id-39169	1.89e-10	-	CCTGCAATTCCGATGTCTGACACCAGGTGGCAATG	Upstream_CTCF	40
chr16	83261772	83261922	id-39170	5.72e-07	-	GTGGAGCAGCATGCCTGACCCACCAGATGGCAATA	UpstreamP1_CTCF	2
chr16	83282766	83282916	id-39171	1	+	NA	NONE	4
chr16	83317826	83317976	id-39172	5.38e-05	+	TAGTCAAAGCAGAGAGTTGGTACTAGATGGCGCTG	V_CTCF_BR	13
chr16	83336596	83336746	id-39173	5.13e-05	+	TGATGGCTCCAGCAATTGCCCACATGATGGCATCA	V_CTCF_BR	9
chr16	83363952	83364102	id-39174	1.61e-05	-	TTGCAGTGGCACACTCTAACCTCAAGGGCAACCTT	UpstreamP1_CTCF	15
chr16	83389921	83390071	id-39175	6.21e-05	-	TTGAGCATCTCTCAAACTACCGCTAGGGGGAGAAT	V_CTCF_BR	40
chr16	83427347	83427497	id-39176	4.44e-06	-	GTTTACTGTGTGTCTCCCTCCACTAGGGGGTGAAC	UpstreamP1_CTCF	32
chr16	83433988	83434138	id-39177	9.51e-07	-	TCATTCCTTCAGGAAGTTTCCTCTAGGGGGCACCA	V_CTCF_BR	27
chr16	83435783	83435933	id-39178	1.64e-05	-	CAGGTGGCAAACTATATGGTCAATAGGTGGCGCTC	V_CTCF_BR	29
chr16	83452300	83452450	id-39179	6.74e-08	+	AAGGCTCTTTTAAGTGTGACCACCAGGGGACAGCA	Upstream_CTCF	28
chr16	83480497	83480647	id-39180	2.47e-07	-	CTTCAATGCAGGTACATGACCATTAGGTGGCAGTA	UpstreamP1_CTCF	38
chr16	83501210	83501360	id-39181	1.82e-07	-	GCAGCCAGGAACGACACAGACAGCAGAGGGCAGAA	V_CTCF_BR	3
chr16	83583900	83584050	id-39182	1	+	NA	NONE	3
chr16	83640367	83640517	id-39183	5.72e-07	-	CTGCAGTGACCCTATTGTACCACAAGGCAGCCGTG	UpstreamP1_CTCF	21
chr16	83751070	83751220	id-39184	1	+	NA	NONE	24
chr16	83826101	83826251	id-39185	8.34e-07	-	CAGCACCCTTACCCTCCATCCACTAGATGCCACTA	UpstreamP1_CTCF	11
chr16	83826955	83827105	id-39186	1.35e-05	+	GAGCCAGCCCCGCAGCTGGCCATAAGGAGGAGCCA	UpstreamP1_CTCF	11
chr16	83855737	83855887	id-39187	1.04e-05	-	AGCCACGGGATGCTGGGAACCACTAGGAGCCGCCA	V_CTCF_BR	9
chr16	83859810	83859960	id-39188	3.71e-10	+	CCCAGACTTCCATCTGTGGCCAGCAGAGGGCAGCG	V_CTCF_BR	40
chr16	83881186	83881336	id-39189	1	+	NA	NONE	4
chr16	83912586	83912736	id-39190	9.88e-07	-	GGAGCAAAATCCACAAGTTCCAGCAGAGGGGGATG	Upstream_CTCF	39
chr16	83920800	83920950	id-39191	5.34e-06	+	TGTTCTTGTAACACCAGGGCCAACAGCTGGCACGG	V_CTCF_BR	34
chr16	83933160	83933310	id-39192	3.88e-06	+	TGGTGCAGCTGCGGGCCGACCTGCTGGAGGCGCAG	V_CTCF_BR	17
chr16	83960367	83960517	id-39193	4.11e-08	+	AGCGCTGTGCACCCCGTCGCCGCGAGATGGCGGTG	Upstream_CTCF	40
chr16	83966006	83966156	id-39194	2.27e-06	+	CCCTGTGATCCCAGCTCCACCAGCAGAGGCAGCAG	V_CTCF_BR	5
chr16	83968990	83969140	id-39195	1.47e-05	+	TTGTCGATATCCGGCGTGGTCAGCAGAGGGCTTTG	V_CTCF_BR	2
chr16	83973823	83973973	id-39196	1.83e-05	-	GCTGAGCGATGAGTTCCACGCTGAAGGGGGCAGCA	V_CTCF_BR	17
chr16	83984651	83984801	id-39197	2.66e-05	-	GAGGTGAGAGTAGCAGGAACCTACAGAGGGCGAGA	V_CTCF_BR	10
chr16	83987759	83987909	id-39198	5.48e-05	+	AAGGCAAAGGAGTAAATGGCCACTAGAGGTGCCAA	Upstream_CTCF	40
chr16	83988359	83988509	id-39199	7.11e-06	+	AGTTCTGATTCCTCATTGGCCAGCAGGGGCTCCTG	Upstream_CTCF	19
chr16	83990462	83990612	id-39200	3.11e-10	+	GAGCGATTTGGGCCTGCGGCCAGCAGAGGGCGCGG	V_CTCF_BR	40
chr16	84001736	84001886	id-39201	1.01e-09	+	CCGCTCCCCGGGGCTGGAGCCGGCAGAGGGCGCTC	V_CTCF_BR	40
chr16	84026902	84027052	id-39202	2.4e-05	+	GGAGTCGAGTTTGCTCCCTCCGCAAGGGGGAGAGC	V_CTCF_BR	13
chr16	84030575	84030725	id-39203	8.98e-06	-	TGGCAGAGACTCCCTCTGGCCTACAGGGGGCCTAG	UpstreamP1_CTCF	22
chr16	84062266	84062416	id-39204	1.19e-06	-	AGGCACAGCTGGAGAGAGACCTGCAGAGGGCTCTG	V_CTCF_BR	0
chr16	84077859	84078009	id-39205	3.36e-07	-	AAGGATCCGCCCTCCATGGCCTCCAGAGGGAGCAT	V_CTCF_BR	39
chr16	84082036	84082186	id-39206	1.37e-08	-	CCTGCACTATTCACAGTAGCCAGAAGGCGGGGCCG	Upstream_CTCF	26
chr16	84096459	84096609	id-39207	5.72e-09	-	CTGGACTTTGTGGGCACTGCCACGAGGGGGCGCCC	V_CTCF_BR	40
chr16	84099255	84099405	id-39208	2.11e-08	-	GTGCAGCATCGCGAAGTTTCCAGAAGATGGCGTCG	UpstreamP1_CTCF	40
chr16	84115817	84115967	id-39209	9.41e-05	+	GCCATGGGACACCGCCTGGCTGGGAGAAGGAGGAG	V_CTCF_BR	5
chr16	84118498	84118648	id-39210	8.16e-07	+	CTGACGTGGGAGCTACTGGTCTCTAGGGGGCAGCA	V_CTCF_BR	40
chr16	84122417	84122567	id-39211	1.34e-06	+	CGTTCTGTCACTTCAACAGCCAGCAGGTGGCCAGG	Upstream_CTCF	21
chr16	84123124	84123274	id-39212	1.31e-05	-	CCTATGAGACTGAAATCAGACAGCAGGGGGAGAGC	V_CTCF_BR	2
chr16	84150222	84150372	id-39213	1.18e-05	+	CTGAGCGAGCGGGCCGCCGCCGCTAGGCGGAGCGG	UpstreamP1_CTCF	27
chr16	84165967	84166117	id-39214	1	+	NA	NONE	1
chr16	84174945	84175095	id-39215	8.52e-08	-	GTGCACGTGCCTAGCACCAGCAGCAGGGGGACCTG	UpstreamP1_CTCF	18
chr16	84177932	84178082	id-39216	1	+	NA	NONE	38
chr16	84178579	84178729	id-39217	4.23e-08	+	GGGGTCTGGGGCGAAAGGACCGCGAGAGGGCGCCC	V_CTCF_BR	19
chr16	84178984	84179134	id-39218	5.3e-05	-	CTGCACCACCTGTCGCAGGCTCCGAGGGCTCAGGG	UpstreamP1_CTCF	11
chr16	84190270	84190420	id-39219	4.1e-06	-	TCTGCATGAACTGCATGAACCACTAGTTGGCGAAT	Upstream_CTCF	39
chr16	84208976	84209126	id-39220	4.48e-07	-	CTGGTAATGCCAGTAATGGCCTCTGGGTGGAGTAG	Upstream_CTCF	36
chr16	84212365	84212515	id-39221	5.01e-06	+	TGGCTCATCATCACAGTGGCCTCCAGAAGGTGGCG	V_CTCF_BR	26
chr16	84213845	84213995	id-39222	1.54e-05	+	TTCCACTTCAGCATCGGCACCAGGGGAAGGCGCTC	UpstreamP1_CTCF	0
chr16	84217680	84217830	id-39223	3.1e-07	+	TTGCAGTCACTCTGGGAGCCCGGCAGGCGGCTCCA	UpstreamP1_CTCF	33
chr16	84220657	84220807	id-39224	1.03e-06	-	ACGCCCGTTCCCTCTCCTCCCGGGAGGGGGCGCGC	V_CTCF_BR	40
chr16	84243746	84243896	id-39225	6.84e-06	+	CCCTGGGCAGAGCCCTGAGCCACCTGGGGTCTGAA	V_CTCF_BR	26
chr16	84259401	84259551	id-39226	1	+	NA	NONE	0
chr16	84269569	84269719	id-39227	1.34e-06	+	GCAGCACTTTTTACTCTGGCCTCCTGGGGCAGAGT	Upstream_CTCF	7
chr16	84273073	84273223	id-39228	8.02e-05	-	GAGTGAATTCCTTTCCCGTGCTCCAGAAGGAGCTG	Upstream_CTCF	12
chr16	84284228	84284378	id-39229	6.8e-06	+	TGTGTTCCTGCCTCAGGAGGCAGCAGAGGCCAGGA	Upstream_CTCF	12
chr16	84301017	84301167	id-39230	1	+	NA	NONE	1
chr16	84310953	84311103	id-39231	3.55e-08	+	TAGTAGCATCTGGATGCTTCCAGCAGGGGGCGCTG	UpstreamP1_CTCF	40
chr16	84341237	84341387	id-39232	2.04e-05	-	AAGAATACACCGTACGTCGTCGGGAGGGGGCGGCT	V_CTCF_BR	0
chr16	84341847	84341997	id-39233	4.7e-08	-	CACACGGTGTCACCAGTGCCCTGCAGGGGGCACCA	V_CTCF_BR	40
chr16	84346840	84346990	id-39234	1	+	NA	NONE	8
chr16	84349152	84349302	id-39235	1	+	NA	NONE	6
chr16	84366717	84366867	id-39236	1.17e-05	+	TGGGAGAGGAAGACTGCAGCCACTGGGGGGCTTCA	V_CTCF_BR	5
chr16	84373992	84374142	id-39237	1.73e-06	+	CTGCACTGTCACCTCCTCCTCACTAGGTGGTTTTA	UpstreamP1_CTCF	12
chr16	84400434	84400584	id-39238	1.03e-06	-	CCAGACGAGAGAGGAGTTACCTGGAGGGGGAGCTC	V_CTCF_BR	15
chr16	84409671	84409821	id-39239	1.64e-05	-	TTATCTCTGTGTTGGGAAGCCGCAAGGGGTCGCAG	V_CTCF_BR	2
chr16	84430877	84431027	id-39240	1.74e-07	+	GCTGTGATACCACCTATCATCAGTAGGAGGCACTC	Upstream_CTCF	40
chr16	84440308	84440458	id-39241	1	+	NA	NONE	3
chr16	84457186	84457336	id-39242	6.84e-06	+	AGGCCATGTTTCTGTTCAGCCAGCAGATGGTGAAA	V_CTCF_BR	7
chr16	84498703	84498853	id-39243	1	+	NA	NONE	10
chr16	84517745	84517895	id-39244	7.1e-07	+	CTGTTCTCCATAGGGAAAGCCAGGAGGGGGAAGCA	UpstreamP1_CTCF	0
chr16	84518349	84518499	id-39245	3.88e-06	-	TGTCCATACTCACGAAACAACAGCAGAGGGCAGCC	V_CTCF_BR	40
chr16	84520550	84520700	id-39246	1	+	NA	NONE	3
chr16	84538427	84538577	id-39247	9.49e-08	+	CGTGCGTACCAAGGAGGCGCCTGGAGAGGGCGGCC	V_CTCF_BR	27
chr16	84540131	84540281	id-39248	9.55e-09	-	CTGTTTCTGGAGGGTATGGCCACGAGGTGGCGCCA	V_CTCF_BR	40
chr16	84545053	84545203	id-39249	8.43e-09	+	GGCCAATGCTGTCCTGTGTCCACCAGGTGGCGCTC	V_CTCF_BR	40
chr16	84560558	84560708	id-39250	6.51e-05	-	GTCCCCCTTCCTTGTCGTGTGTGCAGGGGGAGCCC	V_CTCF_BR	5
chr16	84582526	84582676	id-39251	1.03e-06	-	GGAGAGGTGGGGACTGTGGCCAGGGGAGGGCGCGT	V_CTCF_BR	0
chr16	84607828	84607978	id-39252	8.21e-06	+	ACTTTCTCCCCACATCCCGCCTCCAGGGGCTGCTC	V_CTCF_BR	6
chr16	84616660	84616810	id-39253	3.5e-05	+	GTGCAGTGTGGTGAAGTGGCCGTGTCGGGGCTCTG	UpstreamP1_CTCF	4
chr16	84628393	84628543	id-39254	1	+	NA	NONE	9
chr16	84632539	84632689	id-39255	2.37e-05	+	CCTGTAATCACCAAAGCCACCAGGATGAGCCGCTC	Upstream_CTCF	1
chr16	84652328	84652478	id-39256	7.11e-06	+	GCTGCAGGGCTGCAGAGCTCCACAGGGGACCTCCA	Upstream_CTCF	24
chr16	84655851	84656001	id-39257	3.63e-06	-	AATCCCTTACACTTTCGGTCCAGTAGAGGGCGATC	V_CTCF_BR	40
chr16	84656496	84656646	id-39258	4.31e-07	+	GGGGTCACAAACTTACTTGCCTGTAGGGGGCAGGC	V_CTCF_BR	40
chr16	84681674	84681824	id-39259	2.01e-05	+	AGGGACGCTCCCGCTCAGCCCGGAAGGAGGCGAGA	Upstream_CTCF	17
chr16	84706028	84706178	id-39260	1.09e-07	+	AGAGCAGAGCTCAGGGCATCCTCCAGGGGGCGCGC	Upstream_CTCF	40
chr16	84711106	84711256	id-39261	9.25e-06	+	GTCTGCAGGCTGGGATGCAGCAGCAGGAGGCAGCA	V_CTCF_BR	7
chr16	84745759	84745909	id-39262	7.02e-05	+	CTGTAGATGCCCTGTCCTTCCTCAGGAGGCAGTCA	UpstreamP1_CTCF	0
chr16	84759745	84759895	id-39263	2.43e-06	-	GGACTATCAGTACAGCACGGCACTAGGGGGCGCTG	V_CTCF_BR	40
chr16	84769904	84770054	id-39264	2.18e-07	+	CCTGCAGAAGCGCCTCCTGCCAGCGGAGGGCTGCT	Upstream_CTCF	25
chr16	84771901	84772051	id-39265	1.83e-05	+	AAAATAACACAGCTTTCTGTCACCAGGGGGCATCC	V_CTCF_BR	21
chr16	84772190	84772340	id-39266	5.63e-09	-	ACAGCTGCACTTATCTCCACCACCAGGGGGCAACC	Upstream_CTCF	40
chr16	84773422	84773572	id-39267	3.81e-05	-	TCACTACATTGCAACACAGCCAGTAGAGGCTGGGA	V_CTCF_BR	6
chr16	84780572	84780722	id-39268	4.03e-06	+	GGTCAGGAGCATCAAGACGCCACTAGGCGGCAGGA	UpstreamP1_CTCF	40
chr16	84782795	84782945	id-39269	6.9e-05	+	GATCCACTACCACAAATTCCCTTTAGTGGGCACAC	Upstream_CTCF	16
chr16	84788094	84788244	id-39270	3.8e-07	+	CTTGCAGTTATTGAACAAACCACTGGGTGGTGCTA	Upstream_CTCF	40
chr16	84788696	84788846	id-39271	9.26e-05	-	TGGAAGGAAATGAAAGCAGCCACCAGGGCCAGGCA	UpstreamP1_CTCF	4
chr16	84794683	84794833	id-39272	4.43e-05	-	TTAACTCATTCCCTCACTGAGGGCAGAGGGCGCAC	V_CTCF_BR	1
chr16	84807058	84807208	id-39273	1	+	NA	NONE	1
chr16	84809144	84809294	id-39274	4.31e-07	-	GGGGAGGACGCAGGGATCACCGGCTGGGGGCGCGC	V_CTCF_BR	0
chr16	84819032	84819182	id-39275	1	+	NA	NONE	25
chr16	84840026	84840176	id-39276	1.64e-05	+	TGCAGGCACTTCAGGCTCCCCTGATGGTGGCGGTG	V_CTCF_BR	10
chr16	84918473	84918623	id-39277	2.2e-06	-	CAGGCTGTTTCCCAGTGGAACGCCAGGAGGGACCC	Upstream_CTCF	7
chr16	84930605	84930755	id-39278	8.03e-07	+	CGTGCCTGTCCCTGGCTGGCCTCTAGGAGGGAGCC	Upstream_CTCF	6
chr16	84939692	84939842	id-39279	4.44e-06	-	CTTCACCGCCTTCCACCTTCCTCCTGAGGGAGCTG	UpstreamP1_CTCF	6
chr16	84941434	84941584	id-39280	1	+	NA	NONE	12
chr16	84956822	84956972	id-39281	2.15e-05	+	TCCTCAGCATATCAGGGAACCACCAGGGGCATCAG	V_CTCF_BR	5
chr16	84958856	84959006	id-39282	3.83e-09	+	GGCAGTGCAGAATTGCCCACCACCAGGGGGCAGCA	V_CTCF_BR	40
chr16	84959838	84959988	id-39283	1	+	NA	NONE	11
chr16	84962331	84962481	id-39284	9.41e-05	+	TAAACAAAGCCTCCCAGCCCAGCCAGGGGGAGCGG	V_CTCF_BR	7
chr16	84974421	84974571	id-39285	1.7e-05	-	GCGGGAATGCTGCCCTCGGCCGACAGGGACGAGGA	Upstream_CTCF	12
chr16	84984675	84984825	id-39286	8.08e-08	+	GGGGTTCTGCTCATCATGGACACTAGGGGGCCCCA	Upstream_CTCF	38
chr16	84985921	84986071	id-39287	6.04e-09	-	AGTGTCATTCCCTAAAAGGCCACCAGAGGGTGCTG	Upstream_CTCF	40
chr16	84987276	84987426	id-39288	1	+	NA	NONE	0
chr16	84992776	84992926	id-39289	1.48e-06	+	AATGACAGGCAAGGCCCGTCCTGCAGGGGGTGCAG	V_CTCF_BR	38
chr16	84995565	84995715	id-39290	5.38e-05	-	ACTCTCACCATATGGCCTTCCTCTAGGAGGAGCGC	V_CTCF_BR	7
chr16	85004249	85004399	id-39291	2.14e-11	-	AGCGTGTGCTGCATGACGGCCACCAGGGGGCGCCA	V_CTCF_BR	40
chr16	85008733	85008883	id-39292	4.88e-05	+	AAAAGCTAACCAAAAACTCCAACAAGAGGGCGCCA	V_CTCF_BR	2
chr16	85016232	85016382	id-39293	9.25e-06	+	AAAGGCATTCACACACAAACCTGGAGGTGGCGGTC	V_CTCF_BR	15
chr16	85022058	85022208	id-39294	1	+	NA	NONE	19
chr16	85036789	85036939	id-39295	6.39e-05	+	GGGGCAGGACTGAGGCTGGGTCCAGGGGGGCGCTG	Upstream_CTCF	3
chr16	85045162	85045312	id-39296	1	+	NA	NONE	20
chr16	85061103	85061253	id-39297	3.45e-05	+	CCCAGCCTCTAAGCAGAGCCAGCAAGGGGGCGCCG	V_CTCF_BR	34
chr16	85061709	85061859	id-39298	2.31e-07	+	AGTGCAACCCGGGCCGCTGCCTGGAGGAGGCGCCC	Upstream_CTCF	38
chr16	85062944	85063094	id-39299	1	+	NA	NONE	12
chr16	85083572	85083722	id-39300	1.01e-05	+	AAAGAAGTACAGCCCGTCACCCAGGGAGGGCGCGC	Upstream_CTCF	1
chr16	85089970	85090120	id-39301	1.13e-05	+	TTTCCATTCCACAGAACAGCAGCCAGAGGGAGCCA	UpstreamP1_CTCF	37
chr16	85090950	85091100	id-39302	1.48e-05	-	GGTCAGTTGCAGAGTCCAGCCACTGGGGGCCCAAT	UpstreamP1_CTCF	34
chr16	85120425	85120575	id-39303	3.48e-06	-	TCTCACTGTGGCACTGTGGCCACCAGGGGTCGTGT	UpstreamP1_CTCF	40
chr16	85121671	85121821	id-39304	5.51e-07	+	AAGCACGCAAGCCGTGTGGCCTGCAGAAGGCAGTG	V_CTCF_BR	2
chr16	85127531	85127681	id-39305	3.45e-05	-	ATACTGGTGTCACTGCACGCCACTTGGGGGCTACC	V_CTCF_BR	1
chr16	85133074	85133224	id-39306	4.73e-07	+	GTGGCAATACCTCAGAGTGCCTCCAGGGAGTGCTC	Upstream_CTCF	39
chr16	85137903	85138053	id-39307	3.09e-07	+	ATCCTTAGAACAAGGGGAGCCACCAGAGGGTGCTC	V_CTCF_BR	23
chr16	85148632	85148782	id-39308	7.61e-08	+	TCCGCGCTACTGCCGATGGCCACGGGAGGGCAGCA	Upstream_CTCF	40
chr16	85149002	85149152	id-39309	2.04e-05	-	TCAACTTTTCTTTCTCTGGCCGCTAGATGTCTCTG	V_CTCF_BR	40
chr16	85160457	85160607	id-39310	8.58e-06	+	GTCTTGCTGGCTGCCCTGGCCACCAGGGAGCCCGC	UpstreamP1_CTCF	11
chr16	85194258	85194408	id-39311	4.65e-05	+	TTCATTGCAGCTGCTCTGGAAGGCAGGGGGTGCCC	V_CTCF_BR	15
chr16	85201698	85201848	id-39312	3e-06	-	CTCCAGGCCCTACTCTTGACCACCAGGGCGAGTAG	UpstreamP1_CTCF	9
chr16	85202330	85202480	id-39313	1	+	NA	NONE	7
chr16	85206306	85206456	id-39314	1	+	NA	NONE	38
chr16	85207373	85207523	id-39315	1.97e-06	+	AACGCAGGCTGGTGTCTGCCCAGAAGGGGTCAGCA	V_CTCF_BR	34
chr16	85221152	85221302	id-39316	1.15e-07	+	CGTGCTGGTCTGCTCTTGACCGGGAGATGGCGTGG	Upstream_CTCF	9
chr16	85237910	85238060	id-39317	1.46e-07	-	GCAGCATTACTCACACTAGCCAAAAGGTGGAAACA	Upstream_CTCF	12
chr16	85243457	85243607	id-39318	1	+	NA	NONE	25
chr16	85254164	85254314	id-39319	5.77e-08	-	GACGGGCCAGGGCAAGCGGGCAGCAGCGGGCAGCA	V_CTCF_BR	13
chr16	85261834	85261984	id-39320	1	+	NA	NONE	26
chr16	85268181	85268331	id-39321	4.14e-05	+	AGGCCCTGTGACGTTCCCAACGCCAGGAGGCCCAG	UpstreamP1_CTCF	13
chr16	85272110	85272260	id-39322	8.89e-06	-	AGTGCAGAGGCTGGCGGCCCCAGTGGGGGCAGAGC	Upstream_CTCF	25
chr16	85275077	85275227	id-39323	1	+	NA	NONE	1
chr16	85279344	85279494	id-39324	4.31e-09	+	TGGCAGTTCCAGGACATGGACTCTAGGTGGCACCA	UpstreamP1_CTCF	40
chr16	85283857	85284007	id-39325	2.68e-05	-	CCGGTCCTGCAGGGGCTGGGCGAGAGGGGGTGCAC	Upstream_CTCF	0
chr16	85286889	85287039	id-39326	1.95e-07	+	GGGGCACTGTGCCCGCTGCCCGCTAGGTGTCGCTG	Upstream_CTCF	40
chr16	85287300	85287450	id-39327	2.28e-05	+	GGAACTGTGCGTGCAAAGGCCAGGAGGTGGGACAG	Upstream_CTCF	13
chr16	85298288	85298438	id-39328	1	+	NA	NONE	3
chr16	85305310	85305460	id-39329	2.6e-05	-	CTCCCCCATCCCATCTCTCCCTCCAGGCGGCACTG	UpstreamP1_CTCF	3
chr16	85309326	85309476	id-39330	1.38e-08	+	GGCGCTGAGCCCCATGTCCCCAGCAGATGGCGCCC	V_CTCF_BR	40
chr16	85321023	85321173	id-39331	3.81e-05	-	TCAAGGAACAGCAAGAAGGCCAGCAGGGGCAGAAC	V_CTCF_BR	25
chr16	85323991	85324141	id-39332	7.73e-06	+	AACCTCGATAGACACTAGGCCTCTAGGGGGCAAGG	V_CTCF_BR	15
chr16	85330726	85330876	id-39333	1.67e-07	+	CGGCGCTTCCTCTTCCCTCCCTCCAGAGGGCGCAC	V_CTCF_BR	40
chr16	85336992	85337142	id-39334	2.73e-11	+	CTGCAGGAAGCCCTCCTAGCCACCAGAGGGCGCCG	UpstreamP1_CTCF	40
chr16	85350129	85350279	id-39335	3.71e-10	+	GGGACTGGACTGCCCGTGGCCAGTAGGGGGCAGTG	V_CTCF_BR	40
chr16	85362037	85362187	id-39336	2.28e-05	-	GCTGCAGTTGAATAGCCCGCCAGTCGGCTGAGAGC	Upstream_CTCF	2
chr16	85363022	85363172	id-39337	3.65e-07	-	GTGCCCGACTGAGGGTCCACCTGCAGGTGGCTCTG	V_CTCF_BR	12
chr16	85364523	85364673	id-39338	5.92e-05	-	GTATGACCTCTCTAACTCCCCACTAGGTGGCTTGC	V_CTCF_BR	40
chr16	85367804	85367954	id-39339	6.98e-07	-	AGGCCAGTGAGGCCCAGGGCCACCAGGTGGCAAGT	V_CTCF_BR	7
chr16	85368820	85368970	id-39340	1.1e-05	+	TCGCTGACACAGCCCTTTGCCCCATGGTGGCACTG	V_CTCF_BR	16
chr16	85369953	85370103	id-39341	3.86e-05	+	AGAGCTTCAGAGATGCCGACCAGTCGGTGGCGTTC	Upstream_CTCF	0
chr16	85380954	85381104	id-39342	2.39e-05	+	GCGCCCTGTTGCCTGACAGCCATGAGGAGGCGCTC	UpstreamP1_CTCF	40
chr16	85383067	85383217	id-39343	1.24e-05	+	TGCTGCAACCTGAGTGTCCCCAGCAGGGGCAGGGG	V_CTCF_BR	8
chr16	85390615	85390765	id-39344	1	+	NA	NONE	0
chr16	85397179	85397329	id-39345	8.91e-07	+	AAAGCACTGAGCTGTTTTCCCACCAGAGGGTGCAG	Upstream_CTCF	23
chr16	85403674	85403824	id-39346	2.05e-09	+	GGTGCAGTTTAGCGTTTTCCCAGGAGGTGGCGCAG	Upstream_CTCF	40
chr16	85404563	85404713	id-39347	8.89e-06	-	AGTGTGGGGCGCAAACTCCCCAGAAGAGAGCGCGA	Upstream_CTCF	12
chr16	85419115	85419265	id-39348	1	+	NA	NONE	5
chr16	85425364	85425514	id-39349	8.81e-07	+	CCACCAATCTCCGAGCTCACCTGCAGATGGCTCTA	V_CTCF_BR	14
chr16	85427405	85427555	id-39350	5.72e-09	+	GGGCAGGTGGGCCTTCTCACCGCCAGGGGGCAGCA	V_CTCF_BR	40
chr16	85428554	85428704	id-39351	8.71e-06	+	AAGACATATAGGAATTAGGCCTGTAGAGGGAAGCA	V_CTCF_BR	13
chr16	85431214	85431364	id-39352	1.21e-06	-	GTGTGAGGCTGACGCGCGTCCTCCAGAGGGGGCCA	UpstreamP1_CTCF	25
chr16	85436902	85437052	id-39353	1.71e-06	+	GGGCCACCCAGGGGCATGACCACCAGGAGGCGTGG	V_CTCF_BR	17
chr16	85450078	85450228	id-39354	2.57e-08	+	ATGCGGTGTGCCCACTTGCCCTCTAGGGGGAGCCC	UpstreamP1_CTCF	39
chr16	85450859	85451009	id-39355	1.56e-05	-	TCAGCCGGGGGTGATGTTGCCCCCAGGGGGACATC	Upstream_CTCF	0
chr16	85452799	85452949	id-39356	5.3e-05	-	ATGTTGCCTCCTGAGGTGGCCTCTAGCGCCCTCTA	UpstreamP1_CTCF	26
chr16	85454400	85454550	id-39357	2.65e-10	+	GCTGCAGTGCCGCGGGCCTCCACACGGGGGCGCCC	Upstream_CTCF	40
chr16	85456251	85456401	id-39358	1	+	NA	NONE	11
chr16	85461934	85462084	id-39359	3.8e-08	-	CTTACACAGCGTTACAGGGCCAGCAGGTGGCAGAG	V_CTCF_BR	40
chr16	85470950	85471100	id-39360	2.68e-05	-	CATACGGCTGCCTCCCGGTCCAGCAGGAGGCCCCG	Upstream_CTCF	7
chr16	85474839	85474989	id-39361	6.43e-06	+	TGCAGACATTGCCATTTGTCCGCTGGGGGGCACAG	V_CTCF_BR	11
chr16	85478794	85478944	id-39362	9.78e-07	+	GTGCGGTAATTAGAGGCTGACACCAGGTGTGGCCG	UpstreamP1_CTCF	11
chr16	85479253	85479403	id-39363	8.16e-07	-	GGGGGAGCTCTCCCTCGAGCCAGGAGAGGGCTGCT	V_CTCF_BR	1
chr16	85481048	85481198	id-39364	1.55e-05	+	GCTCAGCACATACCAGCTGTCACCAGCTGTCACCA	V_CTCF_BR	3
chr16	85486275	85486425	id-39365	1.71e-06	-	ACCCGGAGTTCTGCACCGCCCACCAGGGGTCTCTC	V_CTCF_BR	15
chr16	85487903	85488053	id-39366	2.5e-09	+	CCATGCGGCAGGGGAGCGGCCAGCAGATGGCTCCA	V_CTCF_BR	6
chr16	85496926	85497076	id-39367	5.74e-05	+	GTGCCTGGGCCAACTCTAGGCAGCCGGGGGAGGCT	UpstreamP1_CTCF	0
chr16	85505839	85505989	id-39368	2.18e-07	-	GAAGCTTCCTCCCCCCAGGCCTCCAGAGGGAGCAC	V_CTCF_BR	19
chr16	85507068	85507218	id-39369	1.19e-06	-	CACAAGCCAAGGACCGTGGCAGCCAGGGGGAGCCG	V_CTCF_BR	9
chr16	85507628	85507778	id-39370	6.64e-05	+	TCTGATGGGTCCTCTGCTGCCACATGGAGGATGAG	Upstream_CTCF	12
chr16	85508973	85509123	id-39371	6.49e-06	+	CTGTAGAGGCACCTGGTGTCCTGAAGCAGGCAAGG	UpstreamP1_CTCF	6
chr16	85513908	85514058	id-39372	4.41e-06	+	TCGCTTGCTTCCTGGCCTTGCGGCAGGGGGCGCGC	V_CTCF_BR	22
chr16	85519053	85519203	id-39373	1	+	NA	NONE	3
chr16	85524716	85524866	id-39374	1.64e-07	+	GCTGCAGGTCAGCCCGGAGCCGCTAGTAGGCACTG	Upstream_CTCF	40
chr16	85526647	85526797	id-39375	2.5e-05	-	CTGCATCGCCCCTCCCTGGAGAACACAGGGCTCAC	UpstreamP1_CTCF	0
chr16	85542752	85542902	id-39376	1.59e-06	+	TATGTGTGGGTGCACGTGGACGCAAGGGGGCAGGA	V_CTCF_BR	0
chr16	85545413	85545563	id-39377	1	+	NA	NONE	3
chr16	85548031	85548181	id-39378	8.81e-07	+	GAGGGACAGGGCAGTCAGGCCTGGAGGTGGCGGGC	V_CTCF_BR	16
chr16	85548746	85548896	id-39379	2.81e-05	-	GGCAGAGGTGAGGCGGGTGCCCGCAGATGGAAACT	V_CTCF_BR	24
chr16	85554448	85554598	id-39380	4.11e-07	-	GGGCAGTGCTGGCCAGCTGTCAGAGGGTGGCGGGC	UpstreamP1_CTCF	3
chr16	85555232	85555382	id-39381	1.43e-05	-	AGAGCAACACACTCCTGCTCCTCCAGGCGGGAGAT	Upstream_CTCF	1
chr16	85562604	85562754	id-39382	3.2e-08	+	GCTGCAGTACTGAGAACTGACTGTAGGGGTAGCAG	Upstream_CTCF	40
chr16	85563064	85563214	id-39383	1.81e-06	+	TCTGTGCTCCCCCTTGGCACCTGTTGGGGGCAGCT	Upstream_CTCF	3
chr16	85563432	85563582	id-39384	1.77e-05	+	CCAGCAGGACCAGCCGTGGCCTGTAGGGCACCTTG	Upstream_CTCF	27
chr16	85580885	85581035	id-39385	1.59e-06	-	TGGAAGAGGCAGGAAGGAGCCTCCAGAGGGAGCAT	V_CTCF_BR	34
chr16	85584307	85584457	id-39386	1	+	NA	NONE	21
chr16	85584736	85584886	id-39387	9.41e-05	-	CCACACTTCTCCGGAAAAGCCTGGTGGTGGCAATG	V_CTCF_BR	10
chr16	85586964	85587114	id-39388	5.51e-07	+	TCAGCGCGGGGCGGAGCAGCCAGAGGTTGGCGGCG	V_CTCF_BR	8
chr16	85587175	85587325	id-39389	5.37e-06	-	GCGCTCTTCCCCGCCGCCGCCAGCAGCTCGGTGGC	UpstreamP1_CTCF	26
chr16	85591339	85591489	id-39390	7.44e-05	-	AGAGTAAAAGTACAGATTTCCTCCAGGAGGAGTCT	Upstream_CTCF	28
chr16	85591955	85592105	id-39391	3.28e-05	-	AATAAATATGCACCAGCAGCCTCCAGTGGCAGGTG	V_CTCF_BR	12
chr16	85597229	85597379	id-39392	7.44e-06	-	TAAGCAAGCAGCCAAATGCCCACTGGGCGGCGGTC	Upstream_CTCF	16
chr16	85598174	85598324	id-39393	6.05e-06	-	CACAGGCTTCAGAGCCCCACCCCTAGAGGGTGCTG	V_CTCF_BR	40
chr16	85600456	85600606	id-39394	5.21e-08	+	AGGGCCGGCCACTGCATGGGCAGTAGGGGGCGGTC	V_CTCF_BR	18
chr16	85601050	85601200	id-39395	5.68e-06	-	CTCATGCCACACTGAGGGGCCACGAGGAGGCGTCC	V_CTCF_BR	3
chr16	85607600	85607750	id-39396	1	+	NA	NONE	3
chr16	85640171	85640321	id-39397	2.81e-05	+	AGCAGTTGAGCCAGGCCCACCACCAGGGTGCAGGA	V_CTCF_BR	4
chr16	85641139	85641289	id-39398	2.1e-05	-	CCCTCAGTAGCCCAGGTCACCTCTAGGGGAACAGG	Upstream_CTCF	24
chr16	85642725	85642875	id-39399	5.51e-07	-	TGGGGGCGGCAAGGGACAGACAGCAGAGGGCAGAT	V_CTCF_BR	1
chr16	85644215	85644365	id-39400	3.79e-08	-	CTGCCGGACACCCCGGCAACCGCCGGGGGGCAGCA	UpstreamP1_CTCF	38
chr16	85645136	85645286	id-39401	1	+	NA	NONE	0
chr16	85649658	85649808	id-39402	8.03e-07	-	GGTGCAGGACCCCGGTCTGCCACAGAGTGGCGCTG	Upstream_CTCF	40
chr16	85662363	85662513	id-39403	1.38e-06	-	GGCGCGAGTCCCAGACCAGACCCCAGATGGCGCAC	V_CTCF_BR	17
chr16	85665762	85665912	id-39404	1.97e-06	-	CCATGCCCATGGCAGGCAACAGCCAGGTGGCGCCG	V_CTCF_BR	32
chr16	85668828	85668978	id-39405	1.38e-08	+	TTGGGGTCTGGTTTCCGTACCACCAGGGGGCAGCC	V_CTCF_BR	38
chr16	85670495	85670645	id-39406	3.18e-06	+	TGGTGCTACCTCCCCATCTGCGCCAGAGGGCAGCA	V_CTCF_BR	0
chr16	85671425	85671575	id-39407	6.84e-06	-	CTCTGCCCAGGACGTGCCGTCGCCAGGAGGCAGCC	V_CTCF_BR	3
chr16	85673366	85673516	id-39408	2.86e-06	+	TGGCATCTGCTTGCCGTGTGCAGCAGGCGGCAGCC	UpstreamP1_CTCF	7
chr16	85680010	85680160	id-39409	2.12e-06	+	CTGCTCCTGCTGGAACCTGCCCCCAGTGGACACTG	UpstreamP1_CTCF	15
chr16	85693465	85693615	id-39410	7.94e-11	+	GCTGCAGTTGTGACAGGGGCCACTGGGGGGCAGTC	Upstream_CTCF	40
chr16	85707601	85707751	id-39411	1.29e-05	+	CTCTTGCTCCCAAGGGCCCTCACCAGAGGCCAGGG	UpstreamP1_CTCF	9
chr16	85709283	85709433	id-39412	1.04e-05	+	AGAAAATGCCAGGGATCCACCACAAGATGGAGATG	V_CTCF_BR	39
chr16	85721365	85721515	id-39413	8.21e-06	-	CCGGAGTTGGAGGGTGCAGGCGGGAGAGGGAGCGC	V_CTCF_BR	2
chr16	85723413	85723563	id-39414	9.84e-05	+	AGCTCACCTGTGTCAGAATCCCCTAGCGGGTGCCC	V_CTCF_BR	5
chr16	85732868	85733018	id-39415	7.73e-06	-	ACCCTCTGCCCTCCTCTTGAATCCAGGGGGCGCTG	V_CTCF_BR	14
chr16	85739193	85739343	id-39416	5.37e-06	-	AAGCAGATACAGGTTAAAATCAGCAGAGGGCAGGA	UpstreamP1_CTCF	7
chr16	85751529	85751679	id-39417	3.88e-06	-	CTGGGCGGCCGGGAGTTCACCAAGAGCTGGCACAG	V_CTCF_BR	38
chr16	85752452	85752602	id-39418	2.83e-07	-	ACCCACTCCAGCTGCGTGACCGCAAGGGGGCGACA	V_CTCF_BR	39
chr16	85762625	85762775	id-39419	2.38e-07	+	CTGTGCCGCCCTGCTGGAACCTGGAGAGGGCGCAC	V_CTCF_BR	38
chr16	85783921	85784071	id-39420	2.78e-06	+	TCCGCTCGAGCGCAGCCAGCCAGGAGAAGGAGCGC	V_CTCF_BR	24
chr16	85786794	85786944	id-39421	1	+	NA	NONE	31
chr16	85793549	85793699	id-39422	1.08e-08	-	CCTGCGCCCACTCACCCCACCAGCAGGTGGAGCCG	V_CTCF_BR	39
chr16	85819227	85819377	id-39423	1	+	NA	NONE	5
chr16	85820914	85821064	id-39424	1.84e-06	+	GGCCCCTGCCACCAAGCCCCCTGCAGGGGCCGCTG	V_CTCF_BR	4
chr16	85832697	85832847	id-39425	2.46e-06	+	GTGTGGTGGGCGCCGGGGCCGCCCAGGGGGAGGTG	UpstreamP1_CTCF	25
chr16	85837597	85837747	id-39426	7.73e-06	+	TCTCTAGAACCCTGCCTTGCCTGTAGAGGGTGCTT	V_CTCF_BR	3
chr16	85843319	85843469	id-39427	2.94e-06	-	ACTTCAGCTTCCCCTACCACCCCCAGGAGCCCACC	Upstream_CTCF	1
chr16	85852889	85853039	id-39428	4.23e-08	+	GCTACATTCTGAGGTCTGGACAGCAGAGGGCGCTC	V_CTCF_BR	40
chr16	85855100	85855250	id-39429	2.32e-08	+	GCGGTCATATCCCGCGTGAGCACCAGGTGGCGCTA	Upstream_CTCF	40
chr16	85859047	85859197	id-39430	4.14e-06	+	TCACACTTCCCCTGCCCAGCCACGTGGGGGCAGGT	V_CTCF_BR	23
chr16	85866260	85866410	id-39431	7.42e-09	-	GTGTCCCGCGTGCGAGGCGCCTCCAGATGGCGGCC	V_CTCF_BR	2
chr16	85880812	85880962	id-39432	1.19e-06	+	CAAGGGGTGGAAATCGGGCCCTGCAGGGGGCTCTG	V_CTCF_BR	1
chr16	85893462	85893612	id-39433	2.58e-05	+	GTGGGAGCTCCCCCTGTGGACTGAGGGTGGCCACA	Upstream_CTCF	7
chr16	85896584	85896734	id-39434	8.16e-07	-	TCAAGTCCATATCCTGTGGCCACCAGGAGGCTGCC	V_CTCF_BR	19
chr16	85912512	85912662	id-39435	4.7e-06	+	TGGTTGCCATGCCAGGTGGACAGGAGGAGGCAGTG	V_CTCF_BR	19
chr16	85928035	85928185	id-39436	6.9e-05	-	CTTGAGAAAGCCAGAGTCACCTGCAGATGGGGCTC	Upstream_CTCF	14
chr16	85931113	85931263	id-39437	1.24e-05	-	GCTCCAGCACGTGTCATTGGCAGTAGGTGTCACTA	V_CTCF_BR	6
chr16	85948557	85948707	id-39438	2.29e-05	+	GCGCTGCCTCTCTTTTGGGGCTGCAGGTGGAGTGG	UpstreamP1_CTCF	1
chr16	85950710	85950860	id-39439	2.72e-06	+	ATGTGGTCAGCCTTGCACAACTCTAGGGGGCGCCG	UpstreamP1_CTCF	36
chr16	85969857	85970007	id-39440	1	+	NA	NONE	1
chr16	85995737	85995887	id-39441	6.46e-07	+	AGCCTTGTTTTCAGTCTGGCCACAAGGTGGTGGCA	V_CTCF_BR	15
chr16	86009244	86009394	id-39442	1	+	NA	NONE	3
chr16	86013275	86013425	id-39443	2.97e-06	+	TGCAGGTGACTGGTGGCCGCCGCTGGGTGGCTCCA	V_CTCF_BR	10
chr16	86021215	86021365	id-39444	1.73e-05	-	ATCCTCATGGCCAAGGGTCCCAGGAGGTGGTGGAG	V_CTCF_BR	39
chr16	86050108	86050258	id-39445	5.12e-07	-	GTGTAATTTTTTAGTTTGTTCACTAGAGGGAGCCA	UpstreamP1_CTCF	40
chr16	86053127	86053277	id-39446	1.5e-05	+	GCTGCTGCGCCAGTGGTGACCACACTGTGTCGCTG	Upstream_CTCF	40
chr16	86054674	86054824	id-39447	4.7e-05	-	GATGCCTGACTCCCGGGCTCCTCCAGGTGTTTCCC	Upstream_CTCF	1
chr16	86058739	86058889	id-39448	2.38e-07	-	TATGGGTGCATGCGGCGCACCACTAGATGGCAGAG	V_CTCF_BR	2
chr16	86077922	86078072	id-39449	5.77e-08	+	TGGTGGACAAACATGGCCTCCACCAGGGGGCGCGA	V_CTCF_BR	39
chr16	86079059	86079209	id-39450	1.9e-06	-	CATGCTGTCACCACATCAACCGCAAGGGGGGATCT	Upstream_CTCF	1
chr16	86082617	86082767	id-39451	7.27e-06	+	ACACCCTCATCACTGACAACCTCTGGGGGGCGCCT	V_CTCF_BR	18
chr16	86096498	86096648	id-39452	2.1e-06	-	TCAGCTGTGAACAGTACAGCCACCCGGGAGCGCTA	Upstream_CTCF	0
chr16	86098620	86098770	id-39453	1	+	NA	NONE	8
chr16	86106030	86106180	id-39454	8.46e-07	+	GGAGCACTCTTCCCCCAGACCGCCAGGTGACTCCC	Upstream_CTCF	4
chr16	86106542	86106692	id-39455	1.99e-07	+	TGGCCACATCCTCGTTTGTCCAGCAGAGGGCAGCT	V_CTCF_BR	40
chr16	86127450	86127600	id-39456	8.16e-07	+	TGGCTCTCTTCTGGGCAGGCCTGCAGGGGGTGCTA	V_CTCF_BR	31
chr16	86169509	86169659	id-39457	1	+	NA	NONE	2
chr16	86189924	86190074	id-39458	1.23e-05	+	GGGCAAGCTCTGGTGGAGACCAGTGGGTGACAGTA	UpstreamP1_CTCF	5
chr16	86192474	86192624	id-39459	1.67e-07	+	GTGGGTTTCTCCTCTGTTGCCTCCAGAGGGAGCAG	V_CTCF_BR	25
chr16	86225795	86225945	id-39460	1.17e-05	+	CATTTCCACTGAACTGCGACCTATAGGGGGCTGCC	V_CTCF_BR	2
chr16	86257057	86257207	id-39461	1.69e-05	+	ACGGAGTTTCAATGTGAGGGCAGCAGGGAGCAGGA	UpstreamP1_CTCF	7
chr16	86257850	86258000	id-39462	1.34e-06	-	TGTGCAGTGTGCAGGGTGTCCTGAAGGTGTCCCAC	Upstream_CTCF	27
chr16	86263885	86264035	id-39463	3.16e-05	+	CGTGGAAGAGCCACGGCTGCCACCGGGAACCGCTT	Upstream_CTCF	0
chr16	86286394	86286544	id-39464	1.11e-05	+	TTGGTTACACAAATAGGGGGCGCTAGAGGGCAACG	Upstream_CTCF	38
chr16	86350697	86350847	id-39465	3.22e-05	-	CTCCTCCCCGAAGCTACGCCCTGCAGGGAGCGCTG	UpstreamP1_CTCF	10
chr16	86374427	86374577	id-39466	6.51e-11	+	GGCGCGCCCCTCGTCCTCACCACCAGGGGGCGCAG	V_CTCF_BR	39
chr16	86399346	86399496	id-39467	6.49e-06	+	CCTGTTGAGGTGAAGCAGGCCAGGAGGGGGCCTTC	Upstream_CTCF	4
chr16	86437517	86437667	id-39468	1	+	NA	NONE	18
chr16	86479287	86479437	id-39469	1	+	NA	NONE	2
chr16	86495964	86496114	id-39470	9.27e-07	+	CTGCACTCCCTCCGTTTGGCCCCTTGGAGCAGGTG	UpstreamP1_CTCF	2
chr16	86510910	86511060	id-39471	2.08e-07	+	CAGCACTTCCCACCTGATCCCAGCAGGAGCTGCTC	UpstreamP1_CTCF	12
chr16	86531981	86532131	id-39472	9.25e-06	-	CTGGATGCAACTGAGATTGCCGCTAGAGGGTGACG	V_CTCF_BR	23
chr16	86541828	86541978	id-39473	1	+	NA	NONE	5
chr16	86543516	86543666	id-39474	3.18e-06	+	GCGCCCACCAACGCGGGGGCCCGAGGGGGGCAGGG	V_CTCF_BR	11
chr16	86546963	86547113	id-39475	9.71e-06	-	CCCCCACTTCTGCCATTGGCCGGAAGGAGGGGGGA	Upstream_CTCF	1
chr16	86551395	86551545	id-39476	1.26e-07	-	GGCCTGATCCAGCAGGCGGGCAGGAGGGGGCAGCA	V_CTCF_BR	40
chr16	86553448	86553598	id-39477	1	+	NA	NONE	2
chr16	86553796	86553946	id-39478	2.93e-08	-	TAGCATCTGCACGAAGTGGACAGCAGGTGGCGCTG	UpstreamP1_CTCF	40
chr16	86555322	86555472	id-39479	2.31e-07	-	AGGGCTGTTCCGACAGAAGCCAGCAGGAGTCCCTA	Upstream_CTCF	15
chr16	86557471	86557621	id-39480	1	+	NA	NONE	5
chr16	86562375	86562525	id-39481	4.88e-05	+	CTGCCACCGCACACCCACCGCACCACACGGCGGCA	UpstreamP1_CTCF	6
chr16	86583284	86583434	id-39482	2.72e-05	-	TGCCACTTGCCAGCTCTGGCCACATGGTGGTATCA	UpstreamP1_CTCF	5
chr16	86597160	86597310	id-39483	1	+	NA	NONE	3
chr16	86597511	86597661	id-39484	1	+	NA	NONE	40
chr16	86601021	86601171	id-39485	1	+	NA	NONE	7
chr16	86602003	86602153	id-39486	8.71e-06	+	CTCTCAACCTCGCCGCCGGCCAGGAGGGCGCGCTC	V_CTCF_BR	17
chr16	86609415	86609565	id-39487	1	+	NA	NONE	39
chr16	86642191	86642341	id-39488	4.51e-05	-	CCTGCCACCCTGCTAAACCACCAGAGGGGGAACTG	Upstream_CTCF	29
chr16	86664131	86664281	id-39489	3.88e-06	+	ACCTCAGGAGAAAAATCAGCCGGGAGGTGGAGCAC	V_CTCF_BR	1
chr16	86692439	86692589	id-39490	3.41e-08	-	CCTGCTGTTTCCCAACAGAGCAGCAGGGGTGGCTA	Upstream_CTCF	7
chr16	86698729	86698879	id-39491	3.81e-05	+	CAGCACCGGACAAAACGCCCCAGCACTGGCCGCCA	UpstreamP1_CTCF	8
chr16	86713759	86713909	id-39492	1	+	NA	NONE	7
chr16	86743993	86744143	id-39493	6.49e-06	+	GCTGCAGCCTCGCTCGTCACCCAAGGCGGGCAGAG	Upstream_CTCF	3
chr16	86785318	86785468	id-39494	5.51e-07	-	GTGGGGGAATGCGTGGCCGCCAACAGAGGGTGCCG	V_CTCF_BR	8
chr16	86794838	86794988	id-39495	4.33e-10	-	GCTGCAGTTCCAGCCCCGACCACCAGGAGTTGATC	Upstream_CTCF	40
chr16	86802132	86802282	id-39496	1	+	NA	NONE	10
chr16	86806531	86806681	id-39497	7.49e-07	-	CAGCAGTCCCTCCCGCCACCCTCTGGGGGGATCAG	UpstreamP1_CTCF	13
chr16	86814809	86814959	id-39498	1.04e-05	+	AGTGAGCATCCCAGGAGATCCAGGAGGAGGCGGTC	V_CTCF_BR	3
chr16	86843360	86843510	id-39499	4.71e-06	+	GGTGCCACACGGAGATTGAGCCACAGAGGGCAGAC	Upstream_CTCF	21
chr16	86853251	86853401	id-39500	1	+	NA	NONE	35
chr16	86865099	86865249	id-39501	1.73e-06	+	CTGTTAGGAACCAGGCCACACAGCAGGGGGAGCGC	UpstreamP1_CTCF	23
chr16	86868165	86868315	id-39502	5.65e-05	-	ATTCCAGATGGTGGAGAGGGCTGCAGGGGGAGTCA	V_CTCF_BR	25
chr16	86868386	86868536	id-39503	6.84e-06	-	ACCTGCACTTACAACACGGCCTGATGGTGGCAGAC	V_CTCF_BR	29
chr16	86870605	86870755	id-39504	5.08e-05	+	AGTGTTGAATCCAAAAATGCCACAAGCAGGCCCCT	Upstream_CTCF	15
chr16	86890702	86890852	id-39505	1.34e-06	-	GCAGCACTGCACAATCTGGCCGCAGGGTGTCCCCT	Upstream_CTCF	10
chr16	86899530	86899680	id-39506	3.22e-05	-	GTGCAGTGCTCTGTTACGGCCACCACCCTCCCTCG	UpstreamP1_CTCF	9
chr16	86907855	86908005	id-39507	1.84e-07	-	GGTTCAGTACCACTGTGGACCTCTGGGGGTCAGCG	Upstream_CTCF	40
chr16	86935088	86935238	id-39508	7.02e-05	+	GTGATTGGGACTGGGCAGTCCACTGGAGGGGGCCC	UpstreamP1_CTCF	11
chr16	86965336	86965486	id-39509	2.2e-06	-	GCTGCGCATGGATCAGCGGGCACCAGGGGCAGCCA	Upstream_CTCF	9
chr16	86999848	86999998	id-39510	6.21e-06	-	GATGTGAGACCCAGACACACCAGGAGGAGGCCACG	Upstream_CTCF	15
chr16	87019871	87020021	id-39511	1.82e-06	+	ATGCAGTTCCCACCTGAGACCACCAGGCCAGAATC	UpstreamP1_CTCF	22
chr16	87051155	87051305	id-39512	7.84e-05	-	GAACCTTTACACATGAGAAGCAGGAGAGGGCGTTG	V_CTCF_BR	35
chr16	87086616	87086766	id-39513	5.3e-05	-	GCGCAGTGCCCCACATGGCCCTCGGAGGCGCTGTG	UpstreamP1_CTCF	22
chr16	87089839	87089989	id-39514	1	+	NA	NONE	30
chr16	87090882	87091032	id-39515	7.27e-06	-	GGGGTGGATGTGTAGGCAACCAGCAGAGGGCCCCG	V_CTCF_BR	32
chr16	87093722	87093872	id-39516	1.56e-06	-	ATTTCAGTCCAGATCTCCTCCAGGAGAGGGTGCTG	Upstream_CTCF	29
chr16	87096394	87096544	id-39517	5.21e-08	-	GGGGAGGTTTGTCCGCTGTCCAGTAGATGGCGCTG	V_CTCF_BR	40
chr16	87104326	87104476	id-39518	7.27e-06	+	CAGGCGCCCTCCTCCGGCTCCTCTAGGTGGAGGTT	V_CTCF_BR	0
chr16	87110995	87111145	id-39519	3.36e-07	-	TCTTGCTAGGTCACACCAGCCTCTAGGGGGAGCTC	V_CTCF_BR	40
chr16	87161044	87161194	id-39520	2.4e-05	+	GAACTTGCTTCTCACCTCCCAAGCAGGGGGCTCTC	V_CTCF_BR	7
chr16	87173935	87174085	id-39521	4.5e-05	+	CTGCAGGGATTGAATGAGGTCACAGGGGGAGGCAT	UpstreamP1_CTCF	1
chr16	87179038	87179188	id-39522	9.39e-07	-	GGTGAAGTTCTCCAGGGGACCCGAGGAGGCCGCCC	Upstream_CTCF	9
chr16	87203295	87203445	id-39523	4.7e-05	+	GGTGCATCCCCCACCAGCTCCTCATGGCGGAGAGT	Upstream_CTCF	2
chr16	87206349	87206499	id-39524	2.86e-06	-	AGGCAGTGGCCAGATTTGGCCAGAGGGTGCAGTGT	UpstreamP1_CTCF	32
chr16	87211774	87211924	id-39525	1	+	NA	NONE	13
chr16	87217383	87217533	id-39526	1.3e-07	-	CAGCTGTCATCATGGATGGACACCAGGTGGTGCAG	UpstreamP1_CTCF	20
chr16	87219051	87219201	id-39527	9.81e-06	+	GGGTCCATAAAAACCTACCCCACAAGGGGGCTCCC	V_CTCF_BR	27
chr16	87224164	87224314	id-39528	4.94e-06	-	CCCGTAGTTTCCAAAACACCCTCTAGGCAGCAGTA	Upstream_CTCF	31
chr16	87236895	87237045	id-39529	2.46e-08	+	TCGCCAGGCCCAGGCCTGGCCACTGGGTGGCGCAC	V_CTCF_BR	40
chr16	87263342	87263492	id-39530	1	+	NA	NONE	3
chr16	87267703	87267853	id-39531	1.1e-05	-	GTCTCCAAAACAGCTTCTTCCACATGGGGGCAGAA	V_CTCF_BR	38
chr16	87269720	87269870	id-39532	7.54e-08	+	CCGCAGCGACCACAGGCAGCCACTGGGAGGCTGCA	UpstreamP1_CTCF	25
chr16	87309931	87310081	id-39533	4.7e-06	+	CCTCCTGCCCTCCATATGGACGCATGGGGGCAGCC	V_CTCF_BR	1
chr16	87312331	87312481	id-39534	1.52e-07	-	GGCGCCACATCTCTGCCGGCCAGGAGGTGGTGCTG	V_CTCF_BR	40
chr16	87331637	87331787	id-39535	1.26e-07	-	TGAAACTTGGCGTTAGGAGCCACAAGAGGGCACTG	V_CTCF_BR	40
chr16	87339439	87339589	id-39536	1	+	NA	NONE	29
chr16	87350514	87350664	id-39537	2.96e-05	+	AGCCAATGTAAGTGAGGTTCCTGTGGGTGGCGGTC	V_CTCF_BR	40
chr16	87358055	87358205	id-39538	4.14e-06	-	GTGGAAAGGTGCTGGAGGGCCAGGGGGAGGCGCCC	V_CTCF_BR	4
chr16	87358398	87358548	id-39539	1.85e-10	+	CTGCAGTGACCCTACATGCCCACTAGAGGTCACAC	UpstreamP1_CTCF	40
chr16	87382009	87382159	id-39540	1.21e-06	-	CTGCTACCCTCAAGCTCTACCATTAGGGGGCCCAG	UpstreamP1_CTCF	22
chr16	87382504	87382654	id-39541	1.73e-05	+	AGCAGCAGACCAAGCCTCGGCAGCAGGAGGCACAT	V_CTCF_BR	2
chr16	87386643	87386793	id-39542	1.99e-07	-	GGGGAGTGGACCCCTGCAGCCTCCAGGAGGCAGCA	V_CTCF_BR	2
chr16	87414529	87414679	id-39543	7.44e-05	+	TACGGTTTCCCAAACAAACCCCCCAGAGGTCACCA	Upstream_CTCF	15
chr16	87417492	87417642	id-39544	5.74e-05	+	CTGCTGCCCTCCCCTCCAGCGTGAGGGCGCCGCCC	UpstreamP1_CTCF	10
chr16	87418013	87418163	id-39545	5.37e-06	-	GAGCAGGCGTGCGCGGCTCCCAGCAGCTGCAGGAA	UpstreamP1_CTCF	6
chr16	87426958	87427108	id-39546	1	+	NA	NONE	38
chr16	87428148	87428298	id-39547	1.85e-05	-	GGTACCAGTCCAGACTCTGCCACTAGGTGGACCAT	Upstream_CTCF	40
chr16	87444731	87444881	id-39548	4.01e-05	+	GCCTGAGGGCCCCAGTGTTAAGCCAGGGGGCAGCA	V_CTCF_BR	26
chr16	87450456	87450606	id-39549	1.84e-06	+	AGCCACCAAGCCGGTTTGCCCAGCAGAGGGAGTCC	V_CTCF_BR	40
chr16	87454350	87454500	id-39550	8.21e-05	-	AGGTGTAAATCATATCAGACCAGCAGGCGGCACCA	V_CTCF_BR	36
chr16	87467831	87467981	id-39551	1	+	NA	NONE	2
chr16	87471594	87471744	id-39552	7.73e-05	-	TGGGTTTTTCCTCATTTTCTCCATAGGTGGCAGGC	Upstream_CTCF	11
chr16	87472358	87472508	id-39553	3.65e-05	+	TTCCTCCCGCTACAGAGGAACAGCAGAGGGCCCTA	UpstreamP1_CTCF	1
chr16	87495110	87495260	id-39554	1.64e-05	+	TCTTTCATCTCATACCTGGACGGTAGGTGGCAGTT	V_CTCF_BR	33
chr16	87500863	87501013	id-39555	1	+	NA	NONE	2
chr16	87521154	87521304	id-39556	7.02e-05	+	CAGCCCCGCACCGACACGTGCGCCAGCGGTCCACA	UpstreamP1_CTCF	3
chr16	87525472	87525622	id-39557	3.36e-05	-	TGGCGCTGCTGGGCTCGGAGCAGCGCGAGGCGGCG	UpstreamP1_CTCF	12
chr16	87529985	87530135	id-39558	2.83e-07	+	CTCCTTGTGAGGGGGCCCAGCACCAGGGGGAGCCC	V_CTCF_BR	7
chr16	87576473	87576623	id-39559	3.4e-06	-	TAATGCTGCAGCTGATCTGACAGGAGGGGGAGCTC	V_CTCF_BR	7
chr16	87577479	87577629	id-39560	2.97e-06	-	CAGCCCTACGTGGGAAGCGGCAGAAGGGGGCTCCA	V_CTCF_BR	12
chr16	87581906	87582056	id-39561	6.39e-05	-	GCTGTTAATAGCTGACTCTCCAGCAGAGGACTGTC	Upstream_CTCF	16
chr16	87584104	87584254	id-39562	5.63e-09	+	GGTGTGCTGCCCTTGCCGTCCAGCAGGTGGCGCGC	Upstream_CTCF	40
chr16	87604752	87604902	id-39563	5.28e-05	-	TGTTCCTTCTCCCTCCCCACCGCTGGGAGGCCCAA	Upstream_CTCF	35
chr16	87605081	87605231	id-39564	1.15e-06	-	TGTGCTATATTGTCACCACCCTCCCGAGGGCGCCA	Upstream_CTCF	32
chr16	87608741	87608891	id-39565	9.29e-06	-	GTGGTAATTAACCAGGCGGCCCACTGGGGGCAGGA	Upstream_CTCF	24
chr16	87614472	87614622	id-39566	8.59e-05	+	ACCGTCAACCCAGACATTTACGAGAGGTGGCGCCA	V_CTCF_BR	13
chr16	87622469	87622619	id-39567	9.29e-06	+	GCTGCATGGTCGCTGCCGTCCAGACGGGGTCTCCC	Upstream_CTCF	38
chr16	87627561	87627711	id-39568	1	+	NA	NONE	0
chr16	87650175	87650325	id-39569	1.56e-05	-	GATGCCACCTCGGGAGAGACCACATGAGGGGGACA	Upstream_CTCF	2
chr16	87653849	87653999	id-39570	1	+	NA	NONE	8
chr16	87658743	87658893	id-39571	2.6e-06	-	CACCATGCCCAGTGGTCAGTCGCCAGGTGGAGCCC	V_CTCF_BR	0
chr16	87669204	87669354	id-39572	2.38e-07	-	AGCGGATGAGATGAGGCCGCCAGCAGGTGTCACTC	V_CTCF_BR	40
chr16	87670109	87670259	id-39573	8.16e-07	-	AGCCTGACCTCATCACCCCACAGCAGAGGGCACCA	V_CTCF_BR	40
chr16	87687029	87687179	id-39574	3.05e-07	-	GCTGCATTTCCTAGACGGCCCACTAGAGTGTCCCA	Upstream_CTCF	40
chr16	87691746	87691896	id-39575	8.71e-06	+	GAGCTGGCTACTATAGCGACCTCCTGAGGTCGCAG	V_CTCF_BR	0
chr16	87696138	87696288	id-39576	9.4e-06	-	GGGACAGACTCTGGAGGGGCCACCAGGGGGCCAGG	UpstreamP1_CTCF	17
chr16	87704986	87705136	id-39577	1.83e-05	-	AGCGGCCGCCACCCAGGACATACCAGGTGGCGCTG	V_CTCF_BR	8
chr16	87712300	87712450	id-39578	2.43e-06	+	AGACACGTGCCGGAGAAGGCCACATGAGGGCAGAG	V_CTCF_BR	15
chr16	87715945	87716095	id-39579	1.21e-06	+	GTGCAGGTGTTAATCCTCACCACCAGGGCGATGGT	UpstreamP1_CTCF	40
chr16	87725007	87725157	id-39580	2.43e-06	+	GTGAGGACGCAGGGGGGTGTCCGCAGGGGGCGCTC	V_CTCF_BR	0
chr16	87726563	87726713	id-39581	7.42e-09	-	CTTGGTTGGGCCGGGCCAGCCTGCAGGGGGCAGAG	V_CTCF_BR	12
chr16	87736075	87736225	id-39582	3.09e-07	-	AGAGAGGTCAGCTCAGCGTCCAGGAGGGGGCGCCT	V_CTCF_BR	40
chr16	87737479	87737629	id-39583	1	+	NA	NONE	0
chr16	87738461	87738611	id-39584	3.88e-06	+	CAGAGCATGGCGCGCATGGGCGGCAGGGGGAGCAT	V_CTCF_BR	3
chr16	87740799	87740949	id-39585	9.51e-07	+	CAGGAGGAGCTGGATGGGGACACCTGGTGGCAGCC	V_CTCF_BR	12
chr16	87754214	87754364	id-39586	5.08e-07	-	CATTTTAGCAGCAGCTCTGCCTGGAGGGGGCGCGC	V_CTCF_BR	0
chr16	87768370	87768520	id-39587	5.38e-05	-	ACTCTCATGTGTAGTGTGTCCGCTGGATGGTGCTG	V_CTCF_BR	3
chr16	87768990	87769140	id-39588	9.51e-07	-	CCGCCCCAGCGCAGTTAGGGCAGCGGGGGGCGCCC	V_CTCF_BR	3
chr16	87780274	87780424	id-39589	8.99e-05	-	TCTTGGCCCCCAGTTCCAGTCTCTAGAGGGAGTGG	V_CTCF_BR	1
chr16	87781369	87781519	id-39590	8.98e-06	+	GTGACATAACCAAGCCCGGGCTCCAGGGAGCGCCG	UpstreamP1_CTCF	8
chr16	87786742	87786892	id-39591	1	+	NA	NONE	0
chr16	87802913	87803063	id-39592	3.95e-09	-	TCTGCACTTCAACTTGAAGGCAGCAGAGGGCGCCT	Upstream_CTCF	40
chr16	87811251	87811401	id-39593	7.8e-08	+	GGACAGCACCACACGCCGGCCAGGAGGTGGCGCAT	V_CTCF_BR	40
chr16	87811589	87811739	id-39594	1.55e-08	+	AGGTCAGGGCAGCAGCCGGCCGGCAGGGGGCGACA	V_CTCF_BR	39
chr16	87812782	87812932	id-39595	9.14e-09	+	CCCGCAATGTCTGCGTCGGCCGCCAGGGGTCACTC	Upstream_CTCF	36
chr16	87814111	87814261	id-39596	6.46e-07	-	CTCCATAGACACTGAAGAGACACCAGGTGGCGGTG	V_CTCF_BR	6
chr16	87840398	87840548	id-39597	1.03e-06	-	TGGAAAGGCGGCTGCATCTGCACCAGGTGGCGGCA	V_CTCF_BR	14
chr16	87844164	87844314	id-39598	3.22e-05	-	CTCTGCTGCCACCCAAGGTCCACCTGGGGCTGCAG	UpstreamP1_CTCF	2
chr16	87845866	87846016	id-39599	1	+	NA	NONE	3
chr16	87849315	87849465	id-39600	8.21e-06	+	TTTGTGGTGGATGTAACTGCAGCCAGAGGGCACTC	V_CTCF_BR	21
chr16	87874102	87874252	id-39601	6.04e-07	-	TTCCAGCCCAGCGAGCAGACCACCGGGGGGCAGGC	UpstreamP1_CTCF	15
chr16	87878045	87878195	id-39602	6.75e-05	+	CTGACGGGGCCCAGGGACGCCCCCAGTGGCCAAAC	UpstreamP1_CTCF	23
chr16	87881875	87882025	id-39603	1.16e-05	-	CAGGCTCTGCCGTCCCAGCCCAGCAGCAGCAGCAC	Upstream_CTCF	3
chr16	87883683	87883833	id-39604	1.47e-10	+	GGCGAAGTGCCACGTACAGCCAGCAGGGGGCGCCA	V_CTCF_BR	40
chr16	87885411	87885561	id-39605	1	+	NA	NONE	14
chr16	87900434	87900584	id-39606	3.29e-05	-	GGTGCTGAGTCTCTGACTTCCTGCTGGTGCCAGGA	Upstream_CTCF	27
chr16	87905286	87905436	id-39607	5.68e-06	-	AAAACGCTGCCGAATCTTTCCAACAGATGGCACTC	V_CTCF_BR	40
chr16	87911537	87911687	id-39608	1.28e-06	+	GGTTCACATCTCACCTCTACCACTTGGTGGCACCA	Upstream_CTCF	38
chr16	87923485	87923635	id-39609	1.03e-06	-	CACGTGCACCATGCGCGCAACTCTAGGGGGCGCTG	V_CTCF_BR	36
chr16	87943070	87943220	id-39610	5.98e-10	-	GTTGCTCTTCACCGAACTGCCACCAGGGGCCGCTC	Upstream_CTCF	40
chr16	87953328	87953478	id-39611	4.21e-05	+	TGCATGGACAAGAGAGAGGAAGGCAGGGGGCAGCG	V_CTCF_BR	10
chr16	87960916	87961066	id-39612	6.39e-05	-	AGCTCCAGTTTCCACAGGACCACTAGGTGGGGTAC	Upstream_CTCF	34
chr16	87964233	87964383	id-39613	2.32e-08	+	GCTGCTGCTACCCCACTGGGCAGGAGAGGGAGCCC	Upstream_CTCF	40
chr16	87965243	87965393	id-39614	1	+	NA	NONE	3
chr16	87984471	87984621	id-39615	4.24e-07	+	GCCGCAGCAGCAGGTAGGACCCGCTGGGGGCGCAC	Upstream_CTCF	39
chr16	87985548	87985698	id-39616	8.02e-05	-	TCTGCGGTCCCCGAGAGCGCCCCTTGCGTGTGCAA	Upstream_CTCF	30
chr16	87990547	87990697	id-39617	1.32e-05	+	AGTGTTAACTCCTAAGCTGCCAGCAGATGGTGTGC	Upstream_CTCF	38
chr16	88014478	88014628	id-39618	3.56e-06	+	TCTGCTGTTTCTCCTTCAACCTTAAGGTGTCAGCA	Upstream_CTCF	7
chr16	88017039	88017189	id-39619	9.51e-07	+	TGGAGCCCGGCTTTGCCAACCACTAGGTGGCAAGC	V_CTCF_BR	5
chr16	88017256	88017406	id-39620	1	+	NA	NONE	20
chr16	88020245	88020395	id-39621	2.6e-06	-	TGAATGATATCATTTGCCCCCAGCAGAGGGAAGCA	V_CTCF_BR	21
chr16	88038863	88039013	id-39622	5.01e-06	-	TTGAAAACACTGGCCGCACCCAGAGGAGGGCGCTG	V_CTCF_BR	35
chr16	88056404	88056554	id-39623	8.5e-06	-	GTTGTAATGAGGTCATCCTGCAGGAGAGGGAGCTC	Upstream_CTCF	9
chr16	88058256	88058406	id-39624	5.08e-07	+	CTCTGGATCTCCTTTGTGGCCGGCAGGGGGCATTC	V_CTCF_BR	37
chr16	88058681	88058831	id-39625	1.48e-06	+	ATGGCTGTTTCTTTCTTGCCCTCCCGGTGGCAGCA	Upstream_CTCF	29
chr16	88069113	88069263	id-39626	2.93e-07	-	AAGCTGTGGAGACCAACGGACAGGAGGGGGAGGCA	UpstreamP1_CTCF	18
chr16	88094561	88094711	id-39627	3.22e-05	-	TTGCCGCCCACCCCCCCTTCCAGCAGGGCGGCGCT	UpstreamP1_CTCF	29
chr16	88095151	88095301	id-39628	3.45e-05	+	GTAGGAGAAAGATTTTAGGCCAGTTGGGGGCATCA	V_CTCF_BR	6
chr16	88097223	88097373	id-39629	1.28e-06	-	CATGACGTGCCTTCCACAGCCAGAGGAGGGCAGAA	Upstream_CTCF	30
chr16	88102160	88102310	id-39630	8.61e-08	+	GTGCGGGTGCTGGCTGCCTCCTCCAGTGGGCGCCA	V_CTCF_BR	10
chr16	88132516	88132666	id-39631	4.71e-06	+	TCTAGAGTTCCCCCAGTGGCCAAAAGGTGGACTCA	Upstream_CTCF	28
chr16	88152476	88152626	id-39632	1	+	NA	NONE	19
chr16	88179165	88179315	id-39633	3.97e-05	-	CAGCTCTGGTCTTCACTGGGCCCCTAGGGGAGCCA	UpstreamP1_CTCF	28
chr16	88187303	88187453	id-39634	2.15e-05	+	CTGAGGCCTTTCTCCATGGCCTGCGGATGGCGTCT	V_CTCF_BR	5
chr16	88191950	88192100	id-39635	1.72e-06	+	GCTGCAAGGCGACATCCTGCCATCTGGGGGTGCTG	Upstream_CTCF	15
chr16	88227756	88227906	id-39636	5.01e-09	+	GCCTGCTCAGGCCACACGGCCTGCAGGTGGCACTG	V_CTCF_BR	40
chr16	88268108	88268258	id-39637	1	+	NA	NONE	14
chr16	88275637	88275787	id-39638	1.48e-06	-	TGAAGGATGGCTTGGGCCACCTGCAGGTGGTGCTG	V_CTCF_BR	31
chr16	88296517	88296667	id-39639	1.09e-06	-	CCTGCATTTCTGCGAACGATCCCCAGCTGTCGCTA	Upstream_CTCF	18
chr16	88320995	88321145	id-39640	3.13e-10	+	GCTGCACCACTGCCCACTACCACTAGGGGGAGACA	Upstream_CTCF	40
chr16	88338394	88338544	id-39641	2.1e-05	-	GGGGAAGCAAGTCCACTGGCCTCCAGGGTGCAGGC	Upstream_CTCF	12
chr16	88342504	88342654	id-39642	5.52e-05	-	GCACGGTGGCTCAGCAGGGCCACTGGGGGGACCTC	UpstreamP1_CTCF	10
chr16	88343626	88343776	id-39643	3.09e-07	-	TCTCCCTGCCCCCACTGCACCACTGGAGGGCACCC	V_CTCF_BR	38
chr16	88371897	88372047	id-39644	6.49e-06	-	AGTCAGGAGCCGGGGGTGGCCTGCAGGGTGCAGAC	UpstreamP1_CTCF	14
chr16	88372597	88372747	id-39645	4.14e-06	+	CTCCCCAGGGCTGCTGCGTCCTGGAGGGGGCGTGC	V_CTCF_BR	3
chr16	88382110	88382260	id-39646	1	+	NA	NONE	9
chr16	88443901	88444051	id-39647	1	+	NA	NONE	8
chr16	88450255	88450405	id-39648	1.32e-05	-	CCTTCCCTTCCGGCCGCCGCCACGCGGGGCGCCGC	Upstream_CTCF	39
chr16	88454929	88455079	id-39649	1	+	NA	NONE	13
chr16	88470357	88470507	id-39650	3.63e-05	+	TGCAAACACAGCCTCTGTGCCGCCAGGGGGCCCAA	V_CTCF_BR	14
chr16	88472828	88472978	id-39651	1.64e-06	-	CCTGGAGATCCTCTGCTGAGCTGCAGGCGGCAGGC	Upstream_CTCF	8
chr16	88473220	88473370	id-39652	3.63e-06	-	CCTGAGGGGTGCTGAACAGCCGCTAGGGGGAATCA	V_CTCF_BR	25
chr16	88482443	88482593	id-39653	7.15e-05	-	TGATTAATGGGTTTCTGCGACGCCTGGTGGCTGCG	V_CTCF_BR	6
chr16	88495182	88495332	id-39654	1.5e-05	+	CCTGGGGGCCCCCTGGCTGCCACCAGGAGTATGTT	Upstream_CTCF	24
chr16	88503414	88503564	id-39655	1.04e-07	+	GAGCACGCGGTCCGCTTCGCCCGCAGGGGGCAGGC	V_CTCF_BR	2
chr16	88503868	88504018	id-39656	2.46e-08	-	ACGCGCTGCGGGCTGTGCACCGCCAGGTGGCGCTG	V_CTCF_BR	39
chr16	88508858	88509008	id-39657	1.37e-05	+	GCAGCCTGGGCCAGGCCTGCCTGCAGGAGGGGCTG	Upstream_CTCF	19
chr16	88509521	88509671	id-39658	4.93e-12	+	GTGGACGGCCCCCGCCTGGCCACCAGGTGGCAGCA	V_CTCF_BR	40
chr16	88511715	88511865	id-39659	8.23e-05	+	GTGAACTGCTGGCCTCACGCCAGGCAGTGGCGCTC	UpstreamP1_CTCF	3
chr16	88512647	88512797	id-39660	6.37e-07	+	CTGCACTGGCGTGTCCTCTCCTCGAGGCGGCTGAG	UpstreamP1_CTCF	1
chr16	88519668	88519818	id-39661	1.06e-05	-	TCGGCTTTTCTCAATGGAACCCGCGGGCGGCGAGC	Upstream_CTCF	1
chr16	88521255	88521405	id-39662	1	+	NA	NONE	13
chr16	88521809	88521959	id-39663	1	+	NA	NONE	23
chr16	88522678	88522828	id-39664	1	+	NA	NONE	14
chr16	88545996	88546146	id-39665	1.69e-05	+	CTTATCTGGCCGCTGTGTGCCGCCAGAGGCCAGGT	UpstreamP1_CTCF	3
chr16	88555040	88555190	id-39666	2.41e-08	+	GTGGAGGGGCCCCCAGCTGCCAGCAGAGGGGACCA	UpstreamP1_CTCF	7
chr16	88557152	88557302	id-39667	2.46e-08	-	CGGTCCCCCTTCCTGGGGGACAGCAGGGGGAGCCC	V_CTCF_BR	28
chr16	88560246	88560396	id-39668	1	+	NA	NONE	0
chr16	88560972	88561122	id-39669	2.11e-06	+	GCAGTAGGGAGCAGAGGGTGCAGTAGAGGGCGCAG	V_CTCF_BR	3
chr16	88561802	88561952	id-39670	1.85e-07	-	CTGCACTGGCACAGGTGGGCAGGTAGGGGGCCAGA	UpstreamP1_CTCF	10
chr16	88572007	88572157	id-39671	1.64e-07	-	GCTGCGTTCCCGGGAGCTGACGGCAGGGGGTGCTG	Upstream_CTCF	40
chr16	88593965	88594115	id-39672	1.76e-09	-	GCGGCTCTTCCTGCAGCCACCCGCAGGGGGCAGCC	Upstream_CTCF	40
chr16	88597412	88597562	id-39673	5.08e-05	+	GGTGAGAAACCAGCACTAACCTGCAGAGGCAGAAA	Upstream_CTCF	2
chr16	88598033	88598183	id-39674	3.18e-06	-	CCATAAGGAGATGCTTTGGCCTCATGGGGGCAGAA	V_CTCF_BR	0
chr16	88598387	88598537	id-39675	2.12e-06	-	CAGTAGTAGAGCAGGTGCGCCTGCAGGTTGCGCTC	UpstreamP1_CTCF	0
chr16	88600824	88600974	id-39676	4.01e-05	-	GGCGGGCAGGCCGAGCGCGCCGGGCGGTGGCGCAG	V_CTCF_BR	7
chr16	88601196	88601346	id-39677	4.71e-06	-	ACGGCAGTACCGGTGGTTGCCGTTGGGCAGCGGCG	Upstream_CTCF	23
chr16	88603752	88603902	id-39678	6.21e-06	-	CCAGCCCTGCATGGTGGGGACAGTAGGGGGTTATG	Upstream_CTCF	12
chr16	88606258	88606408	id-39679	1.17e-05	+	TCTCAGGCAGAGCCTCAGGACGCCAGGAGGCAGCA	V_CTCF_BR	18
chr16	88625557	88625707	id-39680	1	+	NA	NONE	40
chr16	88628432	88628582	id-39681	1.91e-09	-	TTGCTATTTCCTCAAAGAGCCACCAGAGGGCACTC	UpstreamP1_CTCF	40
chr16	88644280	88644430	id-39682	1.26e-05	+	GAGGCAGCTCCAGAAGCTGCCAGCAGGGTTTCCGT	Upstream_CTCF	6
chr16	88654711	88654861	id-39683	3.88e-06	-	CTGGTGGATGCTGCAGCCTCCTGCAGTTGGAACCA	V_CTCF_BR	6
chr16	88659958	88660108	id-39684	2.97e-06	+	CGGCACCCAAGTCCAGCGGCCTCAAGGGGCAGCAC	V_CTCF_BR	6
chr16	88664765	88664915	id-39685	1.84e-06	-	CTCGGGACGACAGAAGCAGCCGAAAGGGGGCACTG	V_CTCF_BR	0
chr16	88676618	88676768	id-39686	1.37e-05	+	TGTGTAGTTCTGTTCTGTGACTGCAGGGACAGTCA	Upstream_CTCF	33
chr16	88677687	88677837	id-39687	1.04e-07	+	GGGACCGAGAGCGGGAGCGCCGGCAGAGGGAGCGC	V_CTCF_BR	5
chr16	88679821	88679971	id-39688	1	+	NA	NONE	7
chr16	88684864	88685014	id-39689	1	+	NA	NONE	4
chr16	88691196	88691346	id-39690	3.81e-05	-	GGGCTCACTGGGTGCTGCTCGGCTAGGGGGCGCTT	V_CTCF_BR	1
chr16	88693896	88694046	id-39691	1.22e-08	-	GCCAGACTGGAGGGAGGGGCCAGCAGGGGGTGCTC	V_CTCF_BR	7
chr16	88695207	88695357	id-39692	4.31e-07	+	ACCGAGGTGAGCCTCCCAGCCCCTAGGGGGCAGGG	V_CTCF_BR	40
chr16	88698398	88698548	id-39693	4.7e-06	+	TCGGCCCAGCACTCGGGAGCCGCTGGGGGGCGAGG	V_CTCF_BR	0
chr16	88700025	88700175	id-39694	7.73e-06	-	AAACATCCTCTCCACTAGACCACATGGGGGCAGTC	V_CTCF_BR	39
chr16	88701712	88701862	id-39695	6.27e-08	+	GTGCACTGCACAAGGACTCCCAGCAGAGGACGAGG	UpstreamP1_CTCF	21
chr16	88703198	88703348	id-39696	1.13e-05	-	CTCCAGCACCTCCTCTTGGCCGCTGTGTGGCTCTC	UpstreamP1_CTCF	13
chr16	88722255	88722405	id-39697	1.35e-05	+	GGGCAACTTCCAGATCCCAGCGGGTGGTGGCGCCC	UpstreamP1_CTCF	1
chr16	88729795	88729945	id-39698	1	+	NA	NONE	15
chr16	88734025	88734175	id-39699	5.17e-06	+	GGGGTTTGGCCTGGACAGGCCAGCAGAGGGGCCCC	Upstream_CTCF	15
chr16	88739253	88739403	id-39700	1.09e-06	+	CCTGCATTTCCTTGGGATTCCCAGAGATGGCGCAT	Upstream_CTCF	38
chr16	88747595	88747745	id-39701	1.26e-07	+	CAGGTGAAGACACGCCCCACCTGCAGGTGGCAGTG	V_CTCF_BR	37
chr16	88751646	88751796	id-39702	2.5e-09	-	ACACCCGAGGCCCGGGCTGCCACCAGGGGGTGCCA	V_CTCF_BR	40
chr16	88764630	88764780	id-39703	4.7e-08	-	GGCAGCTGAGTTTGAGTGGCCACTAGAGGGTGCCC	V_CTCF_BR	39
chr16	88778250	88778400	id-39704	1	+	NA	NONE	0
chr16	88781868	88782018	id-39705	1.43e-05	+	GGGGCAGTGGCTCCCCCGGCCTGAGGAGTGCCGCC	Upstream_CTCF	0
chr16	88786463	88786613	id-39706	8.21e-06	-	CCGTGCTGGGCAAGCTGGCCTTCCAGGTGGCGCTG	V_CTCF_BR	0
chr16	88786874	88787024	id-39707	7.27e-06	+	GATATGTGCCCTGGGCCCTGCGGAAGGGGGCGCTC	V_CTCF_BR	0
chr16	88789359	88789509	id-39708	9.51e-07	+	GGCTCCGGCCTGCGGGAGGGCGGGAGGGGGCGCTG	V_CTCF_BR	1
chr16	88802657	88802807	id-39709	5.96e-07	+	CAGGGCGAGCACAGCATGGCCAGTTGGTGGCGGCT	V_CTCF_BR	5
chr16	88803823	88803973	id-39710	1.04e-11	+	ATGCGAGAGCGCCAGGCGGCCACCAGGGGGCAGCA	V_CTCF_BR	40
chr16	88810299	88810449	id-39711	7.07e-08	+	CCGACACGAACAGGAGCCACCACCAGGGGGTGCTG	V_CTCF_BR	40
chr16	88814444	88814594	id-39712	8.02e-08	-	AGGCAGCAAGAGACCTTCCCCAGCAGAGGGCAGAG	UpstreamP1_CTCF	39
chr16	88819740	88819890	id-39713	4.68e-07	-	GGTGTCTGTGGCAAGGCTGACAGAAGATGGCGCCA	V_CTCF_BR	12
chr16	88822025	88822175	id-39714	1	+	NA	NONE	31
chr16	88825672	88825822	id-39715	5.68e-06	+	TGGGAAGCTCTGAAAGGGGCCGGGTGAGGGCAGGC	V_CTCF_BR	4
chr16	88825917	88826067	id-39716	7.9e-07	-	GAGCAGGGCAGAGCAGCGGCCGCCAGGAGCTGCCT	UpstreamP1_CTCF	7
chr16	88830198	88830348	id-39717	4.7e-05	+	CCTGAAATGAAGGCTTTGGAAGCTAGGAGGCAGCT	Upstream_CTCF	7
chr16	88842309	88842459	id-39718	2.1e-05	-	ATGCTGGAGCCAGGCTCCGGCTCTGGTTGGCGCCT	UpstreamP1_CTCF	1
chr16	88850685	88850835	id-39719	6.18e-07	+	AGTGTGGGACCGCCTCAGTCCGGCAGAGGGGGGTG	Upstream_CTCF	39
chr16	88851961	88852111	id-39720	7.55e-07	-	ACTCCGAGCCTCCCCACGGTCCCCAGGGGGCGCTG	V_CTCF_BR	40
chr16	88866082	88866232	id-39721	2.1e-05	-	CGTGGCCAGCCCTGGGGCTCCAGCCGGGGGCAGAA	Upstream_CTCF	0
chr16	88878752	88878902	id-39722	1.72e-06	+	GCGGCGGGCCTGGGCTGGACCGGCCGGGGGCGCTG	Upstream_CTCF	37
chr16	88879124	88879274	id-39723	2.04e-05	-	GCGGGAGAATGGCCGGAACCCAGGAGGTGGAGCTT	V_CTCF_BR	28
chr16	88882520	88882670	id-39724	2.44e-10	+	GGGGCAGTTCCCCCAGTGCCCAGGAGATGGCAGTG	Upstream_CTCF	39
chr16	88888035	88888185	id-39725	5.67e-06	-	TGAGTAGGGCCGGTGGGAGGCAGCAGAGAGCAGTA	Upstream_CTCF	10
chr16	88898361	88898511	id-39726	3.28e-07	+	CTGCAGTGACGTGCCCTGGCCACCATGCGAGGGCA	UpstreamP1_CTCF	22
chr16	88904572	88904722	id-39727	1	+	NA	NONE	2
chr16	88905607	88905757	id-39728	2.58e-05	+	TCCGCAGGTCACCGCCCGGCCACAGGGGACACTCG	Upstream_CTCF	16
chr16	88910944	88911094	id-39729	6.39e-08	-	CCGAAGCTGCTGAAGGCGGCCTGTAGAGGGCAGGG	V_CTCF_BR	33
chr16	88924265	88924415	id-39730	6.49e-06	-	GCTTAGCAGCAGCCACCGCCCAGCAGGGAGCGGTC	UpstreamP1_CTCF	40
chr16	88945617	88945767	id-39731	1.29e-05	-	ACGCCCTGACGGTCATCAACCAGCAGGAGGACTCC	UpstreamP1_CTCF	4
chr16	88953356	88953506	id-39732	3.4e-06	+	CAAAGTCTTCCCAGAGCTGCCGCGGGAGGGCGGAC	V_CTCF_BR	9
chr16	88968449	88968599	id-39733	2.84e-05	+	TTGCATTTCCGGCATGTTCCCAGGTGGCGCTGCTG	UpstreamP1_CTCF	12
chr16	88973034	88973184	id-39734	1.93e-05	-	GGCGTAGTGACAGGGCCCGCCTCATGGGGCAGCGG	Upstream_CTCF	9
chr16	88974198	88974348	id-39735	6.39e-05	-	AGGGCAGACTCAGGCATGCCCAGAGAGGGGCGCAC	Upstream_CTCF	7
chr16	88981022	88981172	id-39736	6.51e-05	-	ACCAGGCCCTGGGCACTGTCCACAGGGTGCAGGGC	V_CTCF_BR	7
chr16	88981520	88981670	id-39737	3.97e-07	+	GATCCGTGTGCTGGGGGTGCCGCCAGGTGGTGGCG	V_CTCF_BR	1
chr16	88989017	88989167	id-39738	2.1e-05	-	GCTGCAAGCTGGGACCCGGCCTGTAGGCGGGATTT	Upstream_CTCF	6
chr16	88991743	88991893	id-39739	4.14e-06	+	CCAGGAGATCTGCAGGGGGCCAGGGGGTGGTGCTG	V_CTCF_BR	40
chr16	88994901	88995051	id-39740	1	+	NA	NONE	2
chr16	89002530	89002680	id-39741	4.44e-06	+	TTCCATGTGTGACCTGGGGCCACCAGGGTGCGCAG	UpstreamP1_CTCF	11
chr16	89007753	89007903	id-39742	5.17e-06	-	GCAGCGGCGGCGGCGGGGGGCAGGAGGCGGAGGCG	Upstream_CTCF	0
chr16	89008358	89008508	id-39743	1	+	NA	NONE	39
chr16	89013512	89013662	id-39744	3.91e-06	+	GGTGCAATGTAGGGACCCCCCACTAGGGAACAAGT	Upstream_CTCF	10
chr16	89015324	89015474	id-39745	1.41e-05	+	CTGGAGAAGCACAAACTCCCCAGTAGATGGTGTCA	UpstreamP1_CTCF	21
chr16	89027533	89027683	id-39746	2.01e-05	+	CCTGCTGTAACAGATCTGTAAAGAAGGGGGCCTGT	Upstream_CTCF	4
chr16	89034885	89035035	id-39747	3.5e-05	-	CACGTGTTCTAAAAGGTCACCAGCAGGTGACAGAA	UpstreamP1_CTCF	1
chr16	89039525	89039675	id-39748	2.77e-07	-	CTGCACTCCAGGCGGTGGGACACAGGGAGGCACTG	UpstreamP1_CTCF	4
chr16	89058308	89058458	id-39749	8.13e-06	+	CATGCCTGATCACACGTGGGCGCTGGGGGGCGTGT	Upstream_CTCF	4
chr16	89073870	89074020	id-39750	1.48e-06	-	CAGGGGCAGCCAGAGACAGCCACAAGGAGGAGCTG	V_CTCF_BR	10
chr16	89111121	89111271	id-39751	9.11e-08	-	GCTGCAGCCCTTTCCCGGGCCAGGGGGTGGCCGGC	Upstream_CTCF	0
chr16	89119936	89120086	id-39752	1.1e-06	+	TGCATGGAGTGACCTGGCGCCGCGAGGTGGAGCTG	V_CTCF_BR	8
chr16	89136221	89136371	id-39753	1	+	NA	NONE	0
chr16	89138155	89138305	id-39754	3.65e-07	-	TCCAGAGTCGGGAAAGGAACCGGGAGGGGGCGGCA	V_CTCF_BR	6
chr16	89167033	89167183	id-39755	1	+	NA	NONE	2
chr16	89188943	89189093	id-39756	6.23e-05	-	CTGCTGGGGACATTTCTGACTAGATGGTGTCCCCA	UpstreamP1_CTCF	2
chr16	89198979	89199129	id-39757	1.21e-06	+	TTGTAATTGGTCACTCAGCCCTGTGGAGGGCGCTG	UpstreamP1_CTCF	16
chr16	89211709	89211859	id-39758	4.38e-08	-	CCTGTGATGCTGGGGTGGGCCAGCAGGTGCCACTC	Upstream_CTCF	12
chr16	89218451	89218601	id-39759	4.03e-06	+	GGGCGTTTTCCTCCTGTGACCAGGAAGGGGCGCCT	UpstreamP1_CTCF	5
chr16	89233946	89234096	id-39760	3.56e-05	+	GCTGCCCTTCCCCCACCCGCCTCCACTGGCATCCC	Upstream_CTCF	40
chr16	89234532	89234682	id-39761	6.17e-09	+	CTGGACTGACCCCCTGTGGCCGCCAGGGGCAGCTG	UpstreamP1_CTCF	14
chr16	89235430	89235580	id-39762	1	+	NA	NONE	23
chr16	89237132	89237282	id-39763	6.43e-06	+	TGGCCGAGGTGGCAAGGAGGCTCCAGGAGGCGGCA	V_CTCF_BR	15
chr16	89249985	89250135	id-39764	4.01e-05	+	ATGACAACCGGCCAGCCTTCCTGCAGGAGGCGTTC	V_CTCF_BR	10
chr16	89250811	89250961	id-39765	3.71e-05	-	AGCGGTACTCACGAAGGTGCCGCTAGAGGGACCAC	Upstream_CTCF	7
chr16	89276120	89276270	id-39766	2.96e-05	-	GATCGGAGCAGTGGGTCTCACACGAGGTGGTGCTG	V_CTCF_BR	6
chr16	89282987	89283137	id-39767	2.27e-06	-	ATTAAGAAACAAGATGTGCCCAGGAGGTGGCGGTG	V_CTCF_BR	40
chr16	89307304	89307454	id-39768	1.21e-10	+	GATTGGGAAGAGGGCCTGGCCAGCAGGGGGCGGTA	V_CTCF_BR	40
chr16	89313265	89313415	id-39769	2.29e-05	+	CGGCAGGTGGAGACGTGGGACAGAGGCGGGTGGAG	UpstreamP1_CTCF	27
chr16	89313650	89313800	id-39770	8.21e-05	+	GGGACACCCAGGGCCTAGGCGGGGTGGGGGCAGGG	V_CTCF_BR	0
chr16	89323492	89323642	id-39771	1	+	NA	NONE	1
chr16	89323841	89323991	id-39772	5.38e-05	+	TGCCTGGAAGGAGCTCTCAGCCGCTGGGGGAGCCG	V_CTCF_BR	17
chr16	89324592	89324742	id-39773	9.84e-05	+	AGGAAAGTCTGTTTTTCTGTCACCAGGTGGAGTGG	V_CTCF_BR	18
chr16	89337371	89337521	id-39774	1	+	NA	NONE	1
chr16	89355971	89356121	id-39775	4.68e-07	-	TAGCACATGGCTGCATTCTCCAGCAGAGGGCACCT	V_CTCF_BR	40
chr16	89358359	89358509	id-39776	3.4e-06	-	TCTGGCCCCTGATTTCCATCCACAGGAGGGCACTG	V_CTCF_BR	5
chr16	89359706	89359856	id-39777	8.08e-08	+	ACTTCTGTGCTGCATGTGGCCACTAGGGGTGGACA	Upstream_CTCF	32
chr16	89360254	89360404	id-39778	1	+	NA	NONE	1
chr16	89366750	89366900	id-39779	5.08e-05	+	GTGCACATGCCCTTCCTGGCCAGAGGCTCCCAGGG	UpstreamP1_CTCF	6
chr16	89374904	89375054	id-39780	1.37e-05	-	CCTGTCTTCTCCCAACTGTCCTGGTGGGGGTGCTG	Upstream_CTCF	38
chr16	89383252	89383402	id-39781	8.34e-07	+	GTGCGGTGAGCATGCAGGGCTGGGAGGGGGCAGCA	UpstreamP1_CTCF	11
chr16	89399424	89399574	id-39782	2.27e-06	-	CCACTGAGTCTGTGACCTCACACCAGGGGGCAGGC	V_CTCF_BR	16
chr16	89400170	89400320	id-39783	1	+	NA	NONE	40
chr16	89401488	89401638	id-39784	9.66e-05	+	CCTGATGCCCCATGTCCGGCCTGTGGGGGCACTGT	Upstream_CTCF	31
chr16	89408158	89408308	id-39785	2.39e-05	+	CGGGAGTGCTGCACCTCCACCCACAGCGGCCACGG	UpstreamP1_CTCF	3
chr16	89409924	89410074	id-39786	1	+	NA	NONE	12
chr16	89411757	89411907	id-39787	1.69e-05	+	TGGCTGCTATTAAGGGCTAGCACTGGGAGGCAGTC	UpstreamP1_CTCF	12
chr16	89412136	89412286	id-39788	1	+	NA	NONE	1
chr16	89422337	89422487	id-39789	1	+	NA	NONE	0
chr16	89422739	89422889	id-39790	5.92e-05	+	ATGATGACACCAGCTCCGGAAGCCAGATGGAGCAG	V_CTCF_BR	5
chr16	89423471	89423621	id-39791	6.43e-06	-	AGCCTACCTCTGAGCAGTGCCCCTAGATGGCTCCA	V_CTCF_BR	25
chr16	89423954	89424104	id-39792	1.01e-05	-	CATTCTGCTTCTCTGTCATCCGCCAGGGGACACTC	Upstream_CTCF	8
chr16	89439734	89439884	id-39793	4.88e-05	+	ATTCCAAAACACACGCCTTCCACCGGGGGCAACCC	V_CTCF_BR	12
chr16	89440922	89441072	id-39794	1.01e-05	-	ACAGCTCTCCTGAGGTTGCTCTGTAGATGGCGCAT	Upstream_CTCF	21
chr16	89446018	89446168	id-39795	2.72e-05	-	CTGCACGGAGCTCTTCCGTGCTGCTTGGGGCGCTC	UpstreamP1_CTCF	11
chr16	89449853	89450003	id-39796	3.65e-05	-	TGGCTCTTCCTTCTTGCAGACACAGGAGGCAGCAG	UpstreamP1_CTCF	28
chr16	89477389	89477539	id-39797	2.77e-07	+	AGGCAGGATCCTGAAGCTGCCTGCAGAGGGAGGGG	UpstreamP1_CTCF	30
chr16	89491171	89491321	id-39798	1.11e-05	-	TGAGTTCTGTGCGTGTTCACCACTGGGGGCCCCCG	Upstream_CTCF	1
chr16	89492724	89492874	id-39799	4.88e-08	+	GTGCAATACCTGCCTCCCTCCCGCAGGAGGCCCGG	UpstreamP1_CTCF	27
chr16	89509409	89509559	id-39800	1	+	NA	NONE	15
chr16	89509973	89510123	id-39801	1	+	NA	NONE	27
chr16	89520286	89520436	id-39802	2.39e-05	+	CTCAACTGACTTATCTCTGCCACAAGGGGCAGAGG	UpstreamP1_CTCF	38
chr16	89555684	89555834	id-39803	1	+	NA	NONE	38
chr16	89556019	89556169	id-39804	2.83e-07	-	CTGAGGCTGCCGGGAGGGGCTGCCAGGGGGCGCTG	V_CTCF_BR	15
chr16	89558041	89558191	id-39805	1	+	NA	NONE	32
chr16	89561842	89561992	id-39806	1	+	NA	NONE	15
chr16	89568477	89568627	id-39807	1.59e-06	-	AGCGCCAGGAAGAGAGAAGCCAGCAGAGGCCAGCA	V_CTCF_BR	17
chr16	89574065	89574215	id-39808	1	+	NA	NONE	11
chr16	89575449	89575599	id-39809	1	+	NA	NONE	39
chr16	89592180	89592330	id-39810	3.88e-07	-	CTGCAGACACAGCAGGAGCCCCCCAGAGGCCGGCG	UpstreamP1_CTCF	10
chr16	89592657	89592807	id-39811	2.43e-06	-	TTCGGTACATCAAGGCTAGCCGCTGGGGGGCAGAA	V_CTCF_BR	0
chr16	89614916	89615066	id-39812	1	+	NA	NONE	1
chr16	89623960	89624110	id-39813	2.11e-06	-	ACTTGCACCAGTCCACATGGCAGCAGGGGGCAGTG	V_CTCF_BR	40
chr16	89624391	89624541	id-39814	1	+	NA	NONE	3
chr16	89627496	89627646	id-39815	1	+	NA	NONE	10
chr16	89632058	89632208	id-39816	1	+	NA	NONE	40
chr16	89641181	89641331	id-39817	2.6e-06	-	GAGGAGGCTCAGGGCCCCGCCGGCGGGAGGCAGCA	V_CTCF_BR	34
chr16	89657978	89658128	id-39818	6.82e-05	-	CCCAGAGACACATACAGGGCCACACGGTGGCAGAG	V_CTCF_BR	2
chr16	89665920	89666070	id-39819	4.01e-05	+	CAGAACAGGGTTGGGGCGGCCACAGTGGGGCGCCA	V_CTCF_BR	39
chr16	89674473	89674623	id-39820	1	+	NA	NONE	0
chr16	89674746	89674896	id-39821	8.81e-07	-	GCCGTGGAGGCACCAAGTGACTCCAGAGGGAGCCG	V_CTCF_BR	8
chr16	89682086	89682236	id-39822	2.89e-09	+	GAGGCACGTTGGGATTTGGCCACCAGAGGGCAGGA	V_CTCF_BR	40
chr16	89703919	89704069	id-39823	2.27e-05	+	GGTGTGAGCGGCCAAGGGGGCCGAAGGGGGAGGGC	V_CTCF_BR	4
chr16	89707709	89707859	id-39824	1.3e-07	-	CCGTTACGCCCGGACAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	38
chr16	89708597	89708747	id-39825	3.16e-05	+	CATGTAATAGCCACTGTGAAAGGGTGGGGGCAGTG	Upstream_CTCF	10
chr16	89733556	89733706	id-39826	6.62e-09	-	TTGTTATGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr16	89734164	89734314	id-39827	1.97e-06	-	CTCGACTGCCCAAGGCTAACCAGATGGGGGAGGCA	V_CTCF_BR	9
chr16	89735740	89735890	id-39828	1	+	NA	NONE	0
chr16	89753598	89753748	id-39829	2.84e-05	-	AGGCTCTCTCCTGGTCTCTGCAGAGGGAGGCACCG	UpstreamP1_CTCF	17
chr16	89763739	89763889	id-39830	4.3e-06	+	CACGCTGTAGCCACAAGCGCCGCTGGGCGTCGCCA	Upstream_CTCF	2
chr16	89766600	89766750	id-39831	2.1e-06	+	AAAGTCCTGGCGCCTCCGACCAGCAGGTGTCCCCG	Upstream_CTCF	39
chr16	89767427	89767577	id-39832	2.66e-05	-	TCCTGGTGGAGGACTTCGACCTGCACGGGGCGCTG	V_CTCF_BR	40
chr16	89767926	89768076	id-39833	5.96e-07	+	CCGACCAGAGCCCCTTCGCCCGGCAGATGGAGCTG	V_CTCF_BR	38
chr16	89770790	89770940	id-39834	1.06e-05	+	ACAGAATTCTACCCTAAAGCCTCCAGAGGGAGTCA	Upstream_CTCF	21
chr16	89772461	89772611	id-39835	1	+	NA	NONE	40
chr16	89774213	89774363	id-39836	4.71e-06	+	GCTGTACTACTTGGCCAGGCCTCCCCGGGGCAGCA	Upstream_CTCF	0
chr16	89778379	89778529	id-39837	4.04e-08	-	CTGCGGCTCCAGGAGGCCGCCAACAGGTGGGACTC	UpstreamP1_CTCF	7
chr16	89816055	89816205	id-39838	1.84e-05	+	GTGCTGCCCTGCCCAGGTGGTAGTAGGTGTTACCG	UpstreamP1_CTCF	1
chr16	89819090	89819240	id-39839	1.42e-10	+	CTGTTGTGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr16	89824982	89825132	id-39840	2.23e-06	+	CTGCAGGTCTCCGTCACAGCCCCCTGAAGCCGAGG	UpstreamP1_CTCF	0
chr16	89859630	89859780	id-39841	8.17e-10	-	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	34
chr16	89883105	89883255	id-39842	6.23e-05	+	GCGTCGTGGCCATGTTGGTCCTGGGGGAGGCGCCT	UpstreamP1_CTCF	29
chr16	89905117	89905267	id-39843	1.08e-05	+	GTGTTTTTCATCTGTGCAGCAGGCAGGTGGCTCTG	UpstreamP1_CTCF	6
chr16	89914563	89914713	id-39844	5.9e-06	-	CAGCAGGGCCCTGGCCAGGGCTCGGGGGGTCACCT	UpstreamP1_CTCF	0
chr16	89927329	89927479	id-39845	1.05e-08	-	AGTGCAGTGCGGTTCGGCCCCAGCAGGCGGCAGCA	Upstream_CTCF	40
chr16	89958765	89958915	id-39846	3.33e-08	+	GTGCACTGGCCTGCGCTGGGCACCAGGGGCGTCAG	UpstreamP1_CTCF	4
chr16	89973076	89973226	id-39847	5.3e-05	+	TCGCAGGACCGTGGACCGTCCACTGGGGACAGCTT	UpstreamP1_CTCF	13
chr16	89976805	89976955	id-39848	4.31e-09	-	TCGCAGGGACACGGAGGGGCCGCCAGGGGGCAGAG	UpstreamP1_CTCF	40
chr16	89985092	89985242	id-39849	3.4e-06	+	ACCCCCTGGGTCCTGCACGCCGCCTGGTGGCAGGC	V_CTCF_BR	40
chr16	89987140	89987290	id-39850	5.13e-05	-	TCTGAGCCTTAGAACCGGCCCTCAGGAGGGCTCAG	V_CTCF_BR	3
chr16	89989312	89989462	id-39851	1	+	NA	NONE	17
chr16	89992058	89992208	id-39852	1	+	NA	NONE	19
chr16	90012128	90012278	id-39853	1	+	NA	NONE	9
chr16	90014482	90014632	id-39854	5.26e-07	+	CGTGAAGCCCCCGCGGGGCCCTGCAGGTGGCTGGC	Upstream_CTCF	21
chr16	90015061	90015211	id-39855	1	+	NA	NONE	40
chr16	90039045	90039195	id-39856	8.89e-06	+	CTTGCTGTGGCGATGTGGTGGCCCAGGAGGCGGCA	Upstream_CTCF	10
chr16	90066578	90066728	id-39857	2.64e-08	-	TCAGCAGGTCCAGGGTGCACCTGTAGGTGGCACTG	Upstream_CTCF	20
chr16	90072724	90072874	id-39858	4.88e-05	-	AGAAGCAGCCCCTAGGCGACCCCGAGCGGCAGGCC	V_CTCF_BR	0
chr16	90085925	90086075	id-39859	2.68e-11	-	GGGTCCGCTGGGCCAGGGGCCAGCAGGGGGCGCGC	V_CTCF_BR	35
chr16	90088921	90089071	id-39860	1	+	NA	NONE	10
chr16	90092628	90092778	id-39861	6.51e-07	+	TGCGTGGTTTCAGCAACTTCCACAAGGGGGTGGGG	Upstream_CTCF	26
chr16	90144284	90144434	id-39862	6.8e-06	+	TTGTAGTTAGGGCTGTGATCCAATAGATGGTGCTT	UpstreamP1_CTCF	33
chr16	90146941	90147091	id-39863	2.84e-05	+	CTGGGATTACAGGCATGTGCCACCAGGGCTGGCTA	UpstreamP1_CTCF	9
chr16	90148424	90148574	id-39864	1.96e-08	+	CAGAGATTCCCGAGGGCTGCCGCGAGGGGGCGCCC	V_CTCF_BR	39
chr16	90163499	90163649	id-39865	1.97e-06	-	CTGCGTCCTCCCTGCCAGGGCGGCAGAGGGAGCCA	V_CTCF_BR	17
chr16	90172734	90172884	id-39866	2.2e-09	+	CCTGCACCGCCTGCGACGGCCGTCAGGGGGCGCGA	Upstream_CTCF	23
chr16	90233241	90233391	id-39867	1	+	NA	NONE	12
chr17	11207	11357	id-39868	1	+	NA	NONE	0
chr17	13401	13551	id-39869	3.22e-07	-	TGGGCTGTTCCCTGACTCTCCGCAAGGGGGATGAA	Upstream_CTCF	30
chr17	14437	14587	id-39870	1.52e-07	+	CTGGCCACAGAGGGTCCCTCCACAAGATGGCACCC	V_CTCF_BR	40
chr17	31385	31535	id-39871	8.81e-07	+	AGCGAGTGCCAGAGGCCGGCAGGCAGGGGGCGGGC	V_CTCF_BR	9
chr17	64695	64845	id-39872	2e-06	-	GCCGCACCTCTCTCCTTCCCCACTCGATGGCTCCC	Upstream_CTCF	2
chr17	83226	83376	id-39873	2.15e-05	+	ACCTCCATGATCATGGCAGCCACTAGGGGCAGGGT	V_CTCF_BR	7
chr17	135962	136112	id-39874	2.15e-05	-	GGGACAGCCCTTCACCCAACCTCTGGAGGGCGACT	V_CTCF_BR	3
chr17	154912	155062	id-39875	2.27e-06	+	GCACCACCAGGCGCACAGCCCAGGAGGTGGCAGGA	V_CTCF_BR	4
chr17	159315	159465	id-39876	3.05e-07	-	TGTGCCATATCCTGGACCCCCAGCAGGAGGCTGGC	Upstream_CTCF	19
chr17	198497	198647	id-39877	3.28e-07	-	CTGCACTCCCAAGGGAGGGCCACGTGGTGGGGATG	UpstreamP1_CTCF	6
chr17	235954	236104	id-39878	1.08e-08	-	CGCCGGTTTCACGGTTTTGCCGCCAGAGGGCAGCG	V_CTCF_BR	40
chr17	260915	261065	id-39879	6.8e-06	+	CATGGGCTCCCCCTCGCACCCACCAAGGGGCAGCC	Upstream_CTCF	28
chr17	262133	262283	id-39880	1.1e-06	+	TGACATGTGCCTCATACCATCAGCAGGGGGCACCA	V_CTCF_BR	40
chr17	266779	266929	id-39881	8.97e-05	-	ACTGTGGTTTGTTTCTTGCCCTGAAGGAGTCCTCA	Upstream_CTCF	2
chr17	414295	414445	id-39882	1.63e-05	-	AGTGGACCAACTGGAGCAGCCACTGGAGGGCTTTA	Upstream_CTCF	10
chr17	416304	416454	id-39883	1.1e-05	+	GAAGGGAGAAGGGCAGCCACCAGGAGCGGCCAGGG	V_CTCF_BR	4
chr17	459951	460101	id-39884	1	+	NA	NONE	11
chr17	468874	469024	id-39885	1	+	NA	NONE	39
chr17	523760	523910	id-39886	1	+	NA	NONE	5
chr17	530508	530658	id-39887	1	+	NA	NONE	25
chr17	537028	537178	id-39888	2.58e-05	+	GGAGCTTCTTGTGATGCGCACACGAGGAGGCAGCA	Upstream_CTCF	7
chr17	548429	548579	id-39889	6.48e-05	+	ATGCAGTGTCACTTCACGTCCTAACGGGGGCATCT	UpstreamP1_CTCF	11
chr17	591493	591643	id-39890	5.93e-06	-	GAAGCAAACCCATCCTTCTTCACAAGGTGGCAGGA	Upstream_CTCF	40
chr17	603867	604017	id-39891	2.6e-05	-	AAATTGTACCTCCTCTTGTCCATTAGGGGGCACCA	UpstreamP1_CTCF	39
chr17	610246	610396	id-39892	2.4e-05	-	TTCAGTGTTTGCTCCTCACACCCCAGGGGGCAGTG	V_CTCF_BR	6
chr17	655513	655663	id-39893	2.66e-05	-	GGCTGGTGGGAGGGCTCTGCCGGAAGGCGGCGCTG	V_CTCF_BR	40
chr17	684688	684838	id-39894	1	+	NA	NONE	7
chr17	685310	685460	id-39895	4.03e-06	-	ATGAAGGTGCAGGCCGGGGCCGACAGGGGCTGGCG	UpstreamP1_CTCF	32
chr17	695564	695714	id-39896	4.03e-06	-	TGGCGATTACAAACACCCACCAGCTGGTGGAGCAG	UpstreamP1_CTCF	19
chr17	698177	698327	id-39897	1.52e-07	+	GCTGTCACAGTGGCGTCTGCCAGGAGGTGGCAGGC	V_CTCF_BR	40
chr17	773065	773215	id-39898	1	+	NA	NONE	3
chr17	779762	779912	id-39899	1	+	NA	NONE	2
chr17	782956	783106	id-39900	2.38e-07	+	AGGTGTCTCTTTCTAGCCTCCGGCAGGGGGCGGCA	V_CTCF_BR	39
chr17	819679	819829	id-39901	2.2e-06	-	GGTGCAATTTCACATTTTACCAGGAGGGACTGTCT	Upstream_CTCF	29
chr17	853895	854045	id-39902	7.31e-05	-	TGGTCCTGCTCACGTCCGTCCACTCGGTGGCATCC	UpstreamP1_CTCF	17
chr17	854919	855069	id-39903	1	+	NA	NONE	16
chr17	879774	879924	id-39904	1.73e-06	-	GTGAAGAGCCGGAGTTCTCCCAGCTGAGGGCACTG	UpstreamP1_CTCF	6
chr17	882709	882859	id-39905	2.43e-06	+	CCAGGCTGGCGCTGAGCTGCGCGCAGGGGGCGCTG	V_CTCF_BR	36
chr17	884386	884536	id-39906	1.01e-05	-	GCCTCATTTTTCACTCTTTCCATTAGGTGGCGATG	Upstream_CTCF	40
chr17	899854	900004	id-39907	1.79e-08	-	GCTGCCGTGCTCCGGATCGCCGGGAGGGGACGCGC	Upstream_CTCF	40
chr17	902461	902611	id-39908	1.28e-06	-	TATGCGTTCATAGATGCTTCCTGCAGGTGGCACCA	V_CTCF_BR	40
chr17	904305	904455	id-39909	4.48e-07	-	GGTGTGGTACAGAAACTGTCCTCCAGAGAGCAGCC	Upstream_CTCF	6
chr17	905784	905934	id-39910	1	+	NA	NONE	12
chr17	950399	950549	id-39911	8.46e-07	-	AATGCAGTCTTTCTGCCCGCCAGCAGGCGCTGAGG	Upstream_CTCF	10
chr17	959396	959546	id-39912	1.41e-06	-	CGGAAACTTTTTCATCTGGCCACCAGGTGGTGATG	UpstreamP1_CTCF	40
chr17	961733	961883	id-39913	3.41e-11	+	GCGGCTGTGCCAGGGACGGCCAGCAGAGGGCACTC	V_CTCF_BR	40
chr17	1011894	1012044	id-39914	3.83e-09	+	GAGCCCTGAGCTGGGCTGGCCTGGAGGGGGCGGCC	V_CTCF_BR	9
chr17	1012890	1013040	id-39915	2.1e-05	-	GTTGCAAAGCCTGACTCCTCCAGCGGCGGCGGGAC	Upstream_CTCF	21
chr17	1026402	1026552	id-39916	1.52e-09	+	ACAGCAATCCCTGCAGAGTCCACTAGGTGGGGCCG	Upstream_CTCF	40
chr17	1050931	1051081	id-39917	3.41e-07	-	CTTGCTTTCCCGTCTTTCCCCAGAAGAGGGTGCTG	Upstream_CTCF	38
chr17	1064198	1064348	id-39918	3.81e-05	-	CAGCGACACCTGCCCGCTTCCCTCAGAAGGCACCG	UpstreamP1_CTCF	2
chr17	1068576	1068726	id-39919	1.04e-05	+	ACCTCCTGCGGGTGGATGGCCGGGAGGAGGTGCAA	V_CTCF_BR	5
chr17	1074149	1074299	id-39920	3.09e-06	+	GGCGCCATTGCACAGAACAACTGCAGGGGGCACTC	Upstream_CTCF	35
chr17	1090593	1090743	id-39921	1.87e-09	-	CCGAGGTGCTGCTGTGCGGCCGCCAGATGGCGCTG	V_CTCF_BR	40
chr17	1107093	1107243	id-39922	4.88e-05	-	GGAGCTGGTTTCTCCTCCCGCGTCAGGCGGCGCCA	Upstream_CTCF	25
chr17	1162500	1162650	id-39923	5.05e-10	+	CTGGAGTTCCACTTTCTGACCAGAAGAGGGCGCCG	UpstreamP1_CTCF	39
chr17	1171763	1171913	id-39924	1.99e-07	+	CGCCCGGGAGTCCCGGGTTCCAGGAGGGGGCGCCT	V_CTCF_BR	40
chr17	1179558	1179708	id-39925	5.77e-08	+	TTCCCCTCATCACTACCTGCCACGAGGTGGCGCTG	V_CTCF_BR	40
chr17	1202051	1202201	id-39926	7.16e-08	-	GCTGCACCCCCCACAGGTGCCTGCCGGGGGAGGTC	Upstream_CTCF	1
chr17	1203984	1204134	id-39927	5.12e-06	-	GGGCCACTGACCCCTCTGGCCTCCAGGCGGCGTGG	UpstreamP1_CTCF	1
chr17	1235947	1236097	id-39928	4.11e-07	-	CTGTTGATGTGACTGATTCCCACAAGGGGGCGCTC	UpstreamP1_CTCF	40
chr17	1264292	1264442	id-39929	1	+	NA	NONE	6
chr17	1268829	1268979	id-39930	3.56e-06	+	TGATGATTCCTACTTGTTACCACTAGGTGGCGAGC	Upstream_CTCF	40
chr17	1288268	1288418	id-39931	9.26e-05	-	TGGTCATGCCTGTGAATAGCCACTGCAAGGCAGCC	UpstreamP1_CTCF	1
chr17	1358641	1358791	id-39932	7.44e-06	+	GGTGACTTCCTACCAAAGGCCACCAGGGGAGCACG	Upstream_CTCF	40
chr17	1376561	1376711	id-39933	8.02e-05	-	TCGTGTATCTCATCCTCTTCCCCTAGGTGGCCCCA	Upstream_CTCF	25
chr17	1388367	1388517	id-39934	1.09e-06	-	CTGCACCACCCTCCACCCTCCAGTAGGACCCAGAG	UpstreamP1_CTCF	30
chr17	1391507	1391657	id-39935	2.43e-06	+	GCTGGCGCCCCCGCAGCCACCGCCCGGCGGCGGAA	Upstream_CTCF	6
chr17	1419040	1419190	id-39936	2.97e-06	-	TTCCTTAAGCCTCTGTCGGACAGCAGGGGGAGATC	V_CTCF_BR	40
chr17	1419653	1419803	id-39937	2.27e-05	-	CTCAGGTGAGGGCACCCTGGCGGCAGAGGCAGGCC	V_CTCF_BR	23
chr17	1424954	1425104	id-39938	1	+	NA	NONE	27
chr17	1436630	1436780	id-39939	9.78e-07	-	CTGCAGTCTTCACGATACCCCATGAGGAGGCGCTG	UpstreamP1_CTCF	38
chr17	1465216	1465366	id-39940	2.1e-05	-	GGGCGCGGGCTCAGCCGGGACTGCAGGCGGCGCTG	UpstreamP1_CTCF	37
chr17	1477837	1477987	id-39941	3.8e-08	+	CAGGGCCCCACGGAGCCCGCCGGCAGGGGGTGCTG	V_CTCF_BR	39
chr17	1520956	1521106	id-39942	2.38e-07	-	CAGCGAGGTCTAGGCATGGCCACGGGATGGCACCA	V_CTCF_BR	16
chr17	1521278	1521428	id-39943	1.28e-06	-	CCTCGGCGCTACAGCCCTGGCGCCAGAGGGCTGCA	V_CTCF_BR	13
chr17	1530673	1530823	id-39944	8.13e-06	+	GGTGGAAGGAACACCCTGGACAGCAGGTGGGGTTC	Upstream_CTCF	1
chr17	1532428	1532578	id-39945	8.81e-07	-	GGGGCGGCCGCGGGAGAGCCCGGCTGGGGGCGCTG	V_CTCF_BR	36
chr17	1533390	1533540	id-39946	1.04e-07	-	TGGCCCGGGCGGATTCTAGACAGTAGGGGGCACAC	V_CTCF_BR	40
chr17	1540020	1540170	id-39947	8.61e-08	+	GGAGTCATCAGTGGCCCAGCCGGCAGAGGGCGGCT	V_CTCF_BR	1
chr17	1544421	1544571	id-39948	1	+	NA	NONE	16
chr17	1546780	1546930	id-39949	1	+	NA	NONE	31
chr17	1548815	1548965	id-39950	1.15e-07	-	GGGCAGCACGTCTGTGTGGCCAGCAGGTGGGTCTC	UpstreamP1_CTCF	2
chr17	1551732	1551882	id-39951	1	+	NA	NONE	29
chr17	1552239	1552389	id-39952	1.67e-07	+	TGCCGCAGCTCAGCGTTCACCAGCAGGAGGCGCTG	V_CTCF_BR	40
chr17	1572733	1572883	id-39953	5.53e-08	+	CTGCACTGACTTACAGCTCCCTCTAGGTGGCATCT	UpstreamP1_CTCF	40
chr17	1575655	1575805	id-39954	1.03e-05	+	CTGCGATTACAGGCGCCGGCCACCAGGCCCGGTTA	UpstreamP1_CTCF	20
chr17	1607964	1608114	id-39955	2.47e-05	-	GAGATAGTGCCACTGCAGTCCAGCAGGGGTGACAG	Upstream_CTCF	1
chr17	1617211	1617361	id-39956	2.04e-05	+	AAGAACTACTGCGGCTCAGCCAGGTGAGGGCGTGA	V_CTCF_BR	40
chr17	1619421	1619571	id-39957	1	+	NA	NONE	25
chr17	1619977	1620127	id-39958	1.43e-05	-	CCTTAAAGAGCTATAGCGTCCCGCAGAGGCCGGCG	Upstream_CTCF	26
chr17	1624196	1624346	id-39959	1.77e-09	+	CTGCAGTGTAACCCCAGTACCGCTAGAGGGCAGGG	UpstreamP1_CTCF	40
chr17	1628131	1628281	id-39960	4.88e-05	+	TGGGCTCAGCCCCGCGCTGCCCCCGGGCGGCCTGG	Upstream_CTCF	10
chr17	1629009	1629159	id-39961	4.34e-07	+	GGGCTATGGACGCCTGTCACCGCCAGGGGCTGGCG	UpstreamP1_CTCF	1
chr17	1631886	1632036	id-39962	2.43e-06	-	CGTGAACCACTGTGCTCGGCCAGCAGGAGGTGTTT	Upstream_CTCF	11
chr17	1670709	1670859	id-39963	1	+	NA	NONE	31
chr17	1687416	1687566	id-39964	8.71e-06	-	GTAATTATCCCCATGCCAGCCACAAGATGGCTATA	V_CTCF_BR	39
chr17	1690693	1690843	id-39965	6.51e-05	+	TTCTAATCCGCTGTGACGCCCGGATGGTGGCGACA	V_CTCF_BR	2
chr17	1768858	1769008	id-39966	9.51e-07	-	AGAAACCACGAAAACTTTACCTCTAGAGGGCAGCA	V_CTCF_BR	40
chr17	1786197	1786347	id-39967	5.86e-07	+	TTGGCACTGATTCTCTTCACCACTGGGGGGCATCA	Upstream_CTCF	40
chr17	1802801	1802951	id-39968	1.32e-05	+	CGTGCTGTTCCTTTTTTGAACTGCAGGGTCAAAAA	Upstream_CTCF	39
chr17	1810184	1810334	id-39969	5.74e-05	-	GAGAATTTCCATTCCATCAACAAGAGAGGGAGCCA	UpstreamP1_CTCF	16
chr17	1810783	1810933	id-39970	9.81e-06	+	GGCAGCCACTATAACGTGCCCGGCAGTGGCCGCTG	V_CTCF_BR	9
chr17	1812131	1812281	id-39971	5.96e-07	+	CCGGTTACAAGCTGTTTCTCCAGCAGGTGGAGCTG	V_CTCF_BR	40
chr17	1843777	1843927	id-39972	4.7e-08	+	TCTGCCCAAGGAGACCCAGCCTGCAGGGGGAGGCA	V_CTCF_BR	2
chr17	1900562	1900712	id-39973	2.27e-05	-	CCACATCAGCTGGGCTGGTCCTGGAGCTGGCTGAG	V_CTCF_BR	3
chr17	1905914	1906064	id-39974	1	+	NA	NONE	6
chr17	1929402	1929552	id-39975	1.52e-07	-	GAATCCCTCTGATCCCAGGCCAGCAGGGGGTGCCG	V_CTCF_BR	40
chr17	1932154	1932304	id-39976	1	+	NA	NONE	11
chr17	1934017	1934167	id-39977	5.74e-05	+	GTTCCTTACACGCCAGCGACCACTAGGGACCTGTC	UpstreamP1_CTCF	40
chr17	1944696	1944846	id-39978	6.75e-05	-	ATGTCCCTCAGAGCCACGGCCGCCTAGGGGAGGGG	UpstreamP1_CTCF	6
chr17	1944895	1945045	id-39979	3.09e-06	-	TGTGCGTTTCCCGTCGCGGTCGCAGGGCGGCGGCC	Upstream_CTCF	31
chr17	1945284	1945434	id-39980	1.84e-06	-	AAGCCCGCCAGGCACAGGACCCGCAGGGGTCGCTG	V_CTCF_BR	39
chr17	1945911	1946061	id-39981	8.03e-07	-	CCAGTGATTCCTCCAGGCCCCTGCAGACGGCGGGC	Upstream_CTCF	39
chr17	1946365	1946515	id-39982	2.67e-06	+	TCTGCTCCTACATCCAGCTCCTCTAGGGGCAGCCT	Upstream_CTCF	25
chr17	1956957	1957107	id-39983	7.8e-08	+	GCCTGCGCAGCAAAGGGAGCCTCCGGGGGGCGCCC	V_CTCF_BR	38
chr17	1958245	1958395	id-39984	7.8e-08	+	CGCGCAGAGCCCTGCGCGCCCGCGAGGTGGCGCCA	V_CTCF_BR	40
chr17	1960022	1960172	id-39985	4.5e-06	-	CCAGCACGTTCTTGTGCGCGCGGAAGAGGGCGTTC	Upstream_CTCF	6
chr17	1960323	1960473	id-39986	1.39e-07	-	CCGCCGCCGCCGCCGCCGCCCCGCAGGTGGCAGTA	V_CTCF_BR	1
chr17	1961907	1962057	id-39987	7.55e-07	+	CCACGCACTTCCTGCACGACCCCAAGGTGGCGCTG	V_CTCF_BR	39
chr17	1968413	1968563	id-39988	1.67e-07	+	GTGTGAGAAGCACCACTGGGCAGAAGGGGGCGCCA	V_CTCF_BR	40
chr17	1971464	1971614	id-39989	1	+	NA	NONE	18
chr17	1974065	1974215	id-39990	9.78e-07	-	TTGTTGGAATGCCTGTCACCCTCTAGGTGGCAGCC	UpstreamP1_CTCF	11
chr17	1974882	1975032	id-39991	1	+	NA	NONE	7
chr17	1978953	1979103	id-39992	1	+	NA	NONE	18
chr17	1986955	1987105	id-39993	1	+	NA	NONE	3
chr17	1994556	1994706	id-39994	4.94e-06	+	AAGGCAGGAGCGAAACTGGCCACAAGGATGCACAG	Upstream_CTCF	34
chr17	1995708	1995858	id-39995	6.67e-08	+	CTGCTGTCCCCACCTGTAACCACCAGGTGTGTGCT	UpstreamP1_CTCF	12
chr17	1998383	1998533	id-39996	2.19e-05	+	GGGGCCCTCACTTACTGAACCAGCAGGGGAGGCTG	Upstream_CTCF	39
chr17	2025980	2026130	id-39997	9.41e-05	+	AAGATACTAGAGGATCTCACCAGTGGGAGGTGCCA	V_CTCF_BR	27
chr17	2027388	2027538	id-39998	7.17e-05	+	GGGGCACTTCTAACTTCTGACACCAGGACACCCAA	Upstream_CTCF	18
chr17	2073438	2073588	id-39999	3.71e-05	-	TATGTAGTGATCCACAGGCTACCTAGGGGGCAGTG	Upstream_CTCF	35
chr17	2077955	2078105	id-40000	2.47e-05	-	ACAGCCAAACCCGGCTGAGCCAAAAGATGGAGCTT	Upstream_CTCF	8
chr17	2078337	2078487	id-40001	3.84e-06	-	AGGCAGCGGGCTCAAGTGGCCAGCAGGGCACTGGG	UpstreamP1_CTCF	22
chr17	2078781	2078931	id-40002	1	+	NA	NONE	7
chr17	2082001	2082151	id-40003	1	+	NA	NONE	1
chr17	2095847	2095997	id-40004	2.43e-06	-	GATAAGGGCCAACAAATTGCCTCCAGGTGGTGGTA	V_CTCF_BR	20
chr17	2119214	2119364	id-40005	1	+	NA	NONE	11
chr17	2126536	2126686	id-40006	8.5e-06	+	ACTGCTACATCTGCTGTTGGCACTTGGGGCAAAGG	Upstream_CTCF	3
chr17	2135058	2135208	id-40007	1.59e-06	-	TGCAGAGAAGCCCCGGTGGCAGCAAGAGGGCACCC	V_CTCF_BR	40
chr17	2139437	2139587	id-40008	2.68e-05	-	GATGCAGTTGCACATCTGGCCACGCGAAAGGCAGC	Upstream_CTCF	8
chr17	2148165	2148315	id-40009	3.65e-07	-	CTGCACACAGGTGCCACTGCCGGCAGAGGGTGCTG	V_CTCF_BR	40
chr17	2154965	2155115	id-40010	2.19e-05	+	CTCCAGAAAACACAGCCAACCAGCAGAGGGACAGC	UpstreamP1_CTCF	17
chr17	2185670	2185820	id-40011	1.56e-06	-	TATGTACTTCCCTCTCTCACCACTATGTGTCACTG	Upstream_CTCF	40
chr17	2239753	2239903	id-40012	2.66e-05	-	GAGCTGCTGGAAAAGACCTTCGCGAGAGGGCGCAG	V_CTCF_BR	38
chr17	2256445	2256595	id-40013	5.08e-07	-	GGAATCGTTTGGTTTCCCACCACTAGGGGGCGCAT	V_CTCF_BR	40
chr17	2270509	2270659	id-40014	1.26e-07	-	ACCGAGGCCGCGCGGCTGGCCGCTAGGTGGTGGTA	V_CTCF_BR	30
chr17	2273156	2273306	id-40015	4.14e-06	+	CGCGTGTTCCCTTAATTTGCCTCCTGGTGGAGCTG	V_CTCF_BR	31
chr17	2285977	2286127	id-40016	5.09e-10	+	CCAGCTCTTCCAGGAGCTACCAGCAGAGGGAGCCC	Upstream_CTCF	40
chr17	2292057	2292207	id-40017	2.72e-05	-	GTGCCTGGGCGAAAAGCTGCCAGCAGGGAGGTCTG	UpstreamP1_CTCF	14
chr17	2299280	2299430	id-40018	3.4e-06	-	TTGTGAGCACGGCAAGCGTCCTCCAGGGGTCAGGA	V_CTCF_BR	31
chr17	2303326	2303476	id-40019	4.51e-05	+	GGAGCGCCCCCCGCACCCTCCCCACGGGGCCAGGG	Upstream_CTCF	10
chr17	2316081	2316231	id-40020	2.29e-05	-	CAGCTGGGGCACTTGGCTGGCTCGAGGAGCCAGTC	UpstreamP1_CTCF	26
chr17	2319443	2319593	id-40021	6.04e-09	-	GCGGCATTTCCCTCCGTGGCCACACGAGGGCACCC	Upstream_CTCF	39
chr17	2325213	2325363	id-40022	1	+	NA	NONE	37
chr17	2362687	2362837	id-40023	3.11e-05	-	GTTAAATGTGTTGGACTGACCTCAGGATGGCGCTT	V_CTCF_BR	31
chr17	2388326	2388476	id-40024	1	+	NA	NONE	6
chr17	2427562	2427712	id-40025	1.24e-05	+	CCACTGCACTCCAGCCTGGCCAATAGAGGGAGACT	V_CTCF_BR	28
chr17	2446813	2446963	id-40026	2.59e-06	-	TGGCACCACTGCACTTCAGCCCCTAGGGGACAGAG	UpstreamP1_CTCF	15
chr17	2450619	2450769	id-40027	1	+	NA	NONE	7
chr17	2461950	2462100	id-40028	2.27e-06	-	CAGGAGAATGGCGTGAACCCCGCCAGGGGGCGGAA	V_CTCF_BR	4
chr17	2475124	2475274	id-40029	1	+	NA	NONE	3
chr17	2496683	2496833	id-40030	2.11e-06	+	GCACCGCTCAGCCGCCCGCCCGCTAGAAGGCAGCG	V_CTCF_BR	19
chr17	2578703	2578853	id-40031	7.8e-08	-	GACATACAGCATGTAACCACCACCAGAGGGCAGTA	V_CTCF_BR	40
chr17	2593530	2593680	id-40032	4.7e-05	-	CGTGTGCGGCCATCAGTTCCCGGCTGGGGGGCAGG	Upstream_CTCF	0
chr17	2601780	2601930	id-40033	6.23e-05	+	CGTCAATGACGGCCATGGCGCCCCTGGTGGCTGCC	UpstreamP1_CTCF	16
chr17	2605777	2605927	id-40034	4.88e-05	+	GAGGGGAGAGGTTCCGTGATCAACTGTGGGCGCTG	V_CTCF_BR	4
chr17	2611053	2611203	id-40035	4.38e-09	-	GGGGCTGGCAGCCAGGTCACCTGCAGGGGGCAGCA	V_CTCF_BR	40
chr17	2624318	2624468	id-40036	1.9e-06	+	CTAGGCCTCCTTCCTCTCTCCACCAGGGGGGACGC	Upstream_CTCF	3
chr17	2628112	2628262	id-40037	1.64e-06	-	GTGCTGCGGCCAACGCGGAGCTGCGGCGGGAGGTG	UpstreamP1_CTCF	21
chr17	2639271	2639421	id-40038	5.38e-05	-	ACCAGATCTTCCTCCTCTGCCACTTGGAGGAGCCT	V_CTCF_BR	5
chr17	2680896	2681046	id-40039	3.5e-05	-	CTTCAGGTTTGTTAACAAGCATGTAGGGGGAGCTA	UpstreamP1_CTCF	10
chr17	2689674	2689824	id-40040	1.22e-08	+	CTCGCACCACCCAAGCTTGCCTGCAGAGGGCGCAA	V_CTCF_BR	40
chr17	2693954	2694104	id-40041	9.49e-08	-	AGCAGCTCAGACCTCATAGCCACCAGTGGGAGCTG	V_CTCF_BR	1
chr17	2699681	2699831	id-40042	1.08e-05	-	ACGACGTCCCCGGGGCTGTCCGCAAGAGGGCCGTG	UpstreamP1_CTCF	2
chr17	2729518	2729668	id-40043	1.19e-06	+	CGTGAGCCACCATGCCTGGCCTGCAGGGGGCATTT	V_CTCF_BR	37
chr17	2731828	2731978	id-40044	9.55e-09	+	AACACAGTTTCCCCGTCCGCCAGCAGGTGGCACTG	V_CTCF_BR	40
chr17	2740622	2740772	id-40045	1	+	NA	NONE	10
chr17	2747774	2747924	id-40046	8.64e-05	+	ATTGCAGACCTGCAGTTGCTCAGCAGGAGGTTTGG	Upstream_CTCF	24
chr17	2752186	2752336	id-40047	2.46e-08	+	GACGCAACTGTGCTGTGGCCCAGCAGGGGGCGCTG	V_CTCF_BR	40
chr17	2771065	2771215	id-40048	7.73e-06	-	CCTTGCGTCTGGGAGGGTACCAGCAGCTGCAGCCA	V_CTCF_BR	9
chr17	2771482	2771632	id-40049	1.28e-06	-	TTCCTCTGGGCCTGGCCCTCCACCAGGGGGATGGA	V_CTCF_BR	29
chr17	2804242	2804392	id-40050	9.81e-06	+	GGGTGCTGTCACAGGGGCTCCGCCAGGGGTCTGTC	V_CTCF_BR	1
chr17	2809758	2809908	id-40051	1	+	NA	NONE	1
chr17	2812535	2812685	id-40052	1.56e-05	+	GGTGCAGAGTGCACAGTGGCCACTGGGCTCCGCGG	Upstream_CTCF	2
chr17	2831493	2831643	id-40053	2.37e-05	-	TTTGCTGTTTCCCCACCGGCCGCATGGAGAGCCAG	Upstream_CTCF	3
chr17	2833462	2833612	id-40054	8.91e-07	-	GTGGTACTGATGGTATTGGCCACAAGGGGGCCTGG	Upstream_CTCF	40
chr17	2840957	2841107	id-40055	1	+	NA	NONE	32
chr17	2886288	2886438	id-40056	1	+	NA	NONE	26
chr17	2916374	2916524	id-40057	1.15e-07	-	ATAGCTGTGGCCCCTCCTGCCACTAGGGGTCAGGT	Upstream_CTCF	40
chr17	2929105	2929255	id-40058	5.74e-05	-	GGGCAGTGGGGTCAGAGCGCCCCCGCCTGGCATCA	UpstreamP1_CTCF	2
chr17	2942239	2942389	id-40059	1	+	NA	NONE	8
chr17	2947132	2947282	id-40060	3.09e-07	+	GGCACCGTGTTGCGCTTTGTCAGTAGAGGGCGCCA	V_CTCF_BR	37
chr17	2952080	2952230	id-40061	2.6e-07	+	ATACCTCCCCGCCCGGCTGCCACTGGATGGCGCGC	V_CTCF_BR	39
chr17	2977279	2977429	id-40062	1	+	NA	NONE	2
chr17	3194890	3195040	id-40063	2.38e-07	+	ACCGCCTCCCTGTGAGCATCCTCCAGATGGCACTC	V_CTCF_BR	5
chr17	3212024	3212174	id-40064	1.48e-06	-	GAAGGGGTGGAGTTGGAGACCACTAGGGGGCAAAA	V_CTCF_BR	9
chr17	3239278	3239428	id-40065	2.27e-05	-	AGGAGAGTTTCTGAAACTTCCACTGGAGGGCTCTG	V_CTCF_BR	19
chr17	3289282	3289432	id-40066	1	+	NA	NONE	0
chr17	3289861	3290011	id-40067	2.66e-05	-	CCACCGCCACTAGGTGGGCCCCGCAGGTGGAGAAG	V_CTCF_BR	0
chr17	3351075	3351225	id-40068	1.17e-05	-	GGCTTTTGCTAGAGGTCAGCCAGTAGGAGTCACTG	V_CTCF_BR	26
chr17	3438907	3439057	id-40069	1.56e-06	+	CTGCGATGTCCCCCTGCCGCCGCTCGATGGCGATG	UpstreamP1_CTCF	37
chr17	3454545	3454695	id-40070	2.67e-06	-	GATGTAGTGTGTGCAGTGACCAGTAGGGCGGGCGC	Upstream_CTCF	28
chr17	3505944	3506094	id-40071	1.27e-06	+	CAGTTTTCTCTTAGTGTTACCACTAGGGGGCACAT	UpstreamP1_CTCF	40
chr17	3539305	3539455	id-40072	7.46e-06	-	GAGCTGTGCCCGTGCTGCGCGGGCAGAGGCGGCGG	UpstreamP1_CTCF	13
chr17	3551212	3551362	id-40073	6.39e-08	-	CGCGACGTTTGTGCCTAAGCCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr17	3562969	3563119	id-40074	7.84e-05	+	CCGTGTCCTTGGAGCCAAGGCCCCAGTGGGAGGAA	V_CTCF_BR	28
chr17	3571414	3571564	id-40075	7.27e-06	-	CCGTGTCCCCAGACGGGGAGCTGCTGGGGGCGGGC	V_CTCF_BR	29
chr17	3581372	3581522	id-40076	8.81e-07	+	TGGCCAGACCTGTGTGTGGGCGGGAGGGGGCGCAC	V_CTCF_BR	5
chr17	3586377	3586527	id-40077	5.35e-09	+	ATGCAATTGCCCCTCTCCTCCAGCAGAGGGAGACT	UpstreamP1_CTCF	40
chr17	3595178	3595328	id-40078	1.41e-06	-	TTGCAGGACTGGGTTTCAGTCAGCAGTGGGAGCTG	UpstreamP1_CTCF	20
chr17	3595687	3595837	id-40079	3.81e-05	-	CAGGTTAGGCACCATCACAACCCCAGAGGGAGGCG	V_CTCF_BR	33
chr17	3626816	3626966	id-40080	4.04e-08	+	TGGCAGCCCCCGGCACTGGCCGGCAGGGGTAACCC	UpstreamP1_CTCF	40
chr17	3635595	3635745	id-40081	4.7e-05	-	GCAGGATTGGTCACCCCGTCCTCAAGAGGTCATCT	Upstream_CTCF	23
chr17	3637659	3637809	id-40082	7.9e-07	+	GTGCAGTGATACTTGTCAGCCACAGGGTGTCCTCG	UpstreamP1_CTCF	40
chr17	3641091	3641241	id-40083	1.41e-06	+	AAGCGTTTGCTTGCTATGTACACTAGGGGGCGATG	UpstreamP1_CTCF	40
chr17	3668843	3668993	id-40084	1.48e-06	+	GAGTCAGTTCCTGTGAAGGTCACCAGGGGCCCCCA	Upstream_CTCF	9
chr17	3676203	3676353	id-40085	2.78e-06	-	CCTGTGAGGGCTGATGCTACCTCCAGGTGGAGCAT	V_CTCF_BR	15
chr17	3702657	3702807	id-40086	1.56e-06	-	CATCACCTCAGTGCCTTTTCCAGCAGGTGGCATCG	UpstreamP1_CTCF	5
chr17	3719352	3719502	id-40087	3.8e-07	-	TCAGCACTCCCGTCCACGGCCACCAGTCAGCAGTA	Upstream_CTCF	26
chr17	3730564	3730714	id-40088	8.16e-07	-	AGGAGCAGCAAAGGGCTTCCCTGTAGGGGGCGGTA	V_CTCF_BR	40
chr17	3747335	3747485	id-40089	7.07e-08	+	ACGAATTCCTCATGCCCAGCCACCAGGTGGAGCAC	V_CTCF_BR	39
chr17	3749588	3749738	id-40090	2.68e-11	-	CCGGCCCGGTTTTCTCCCGCCACCAGGGGGCGGCG	V_CTCF_BR	39
chr17	3767091	3767241	id-40091	5.96e-07	+	CTGTGTCTGGCTTGTTCCACCACTAGGGGGTGCTG	V_CTCF_BR	40
chr17	3782782	3782932	id-40092	1.59e-06	-	AAGTGGAGTCTGGCTGAAGCCTCCAGTGGGCAGAG	V_CTCF_BR	7
chr17	3795640	3795790	id-40093	6.05e-06	-	GCTGGGGCGAGAGGGGGCGGCAGAGGCGGGCGCTG	V_CTCF_BR	12
chr17	3810902	3811052	id-40094	3.48e-06	-	CACCTGTTGCTATCTGGGACCTGCAGGGGACAGCA	UpstreamP1_CTCF	37
chr17	3817234	3817384	id-40095	2.74e-08	+	GTGCAGTACTGAGCAGTGGCCAGACGAGGGCGCAA	UpstreamP1_CTCF	40
chr17	3838462	3838612	id-40096	9.49e-08	+	CCTCGGCGTCATACACAAACCACCAGGTGGCGGCA	V_CTCF_BR	40
chr17	3868481	3868631	id-40097	2.37e-05	+	GCAGAAACCACTCGCCCCGCCAAAAGGAGGAGCTA	Upstream_CTCF	20
chr17	3870526	3870676	id-40098	1.38e-06	+	TTGCCACCTCCTCCACCAGACAGAAGGTGGCAGAA	V_CTCF_BR	6
chr17	3908021	3908171	id-40099	5.01e-09	-	CGGCCGCCTCTGTCTCCGGCCACCGGGTGGCGCTG	V_CTCF_BR	39
chr17	3910243	3910393	id-40100	1	+	NA	NONE	6
chr17	3910729	3910879	id-40101	6.86e-07	+	GGTGCAGTACACTCAACAGGCTGTGGGGGGGGTCA	Upstream_CTCF	5
chr17	3911452	3911602	id-40102	2.04e-05	-	AAAAAAGAAAAAAGGAATGCCTGCAGAGGGTGGCG	V_CTCF_BR	23
chr17	3920823	3920973	id-40103	1.18e-05	+	TTGCAGTTCAGCTCCTTGTGCAGGAGGGCGGCGCT	UpstreamP1_CTCF	39
chr17	3936172	3936322	id-40104	1	+	NA	NONE	13
chr17	3938506	3938656	id-40105	9.81e-06	+	AGTTGTTATCCTCAGTGTGACTCAAGAGGGCACTA	V_CTCF_BR	17
chr17	3951662	3951812	id-40106	1	+	NA	NONE	6
chr17	3976280	3976430	id-40107	1	+	NA	NONE	0
chr17	3978248	3978398	id-40108	8.79e-07	-	ATGCTTTTCCTTTTGTCAGCCTTCAGGGGGCAGTA	UpstreamP1_CTCF	40
chr17	4053668	4053818	id-40109	1	+	NA	NONE	3
chr17	4059780	4059930	id-40110	2.8e-05	-	GAGGCAGCACCACGTTCCTGCACTGGTGGCAACAG	Upstream_CTCF	1
chr17	4060182	4060332	id-40111	3.6e-07	-	AGGGTTGTCCGGCATCTGGCCACTAGGGGGGCCGG	Upstream_CTCF	34
chr17	4064557	4064707	id-40112	1	+	NA	NONE	33
chr17	4103240	4103390	id-40113	4.3e-08	+	AAGCAATTGCTCTCAGTAGCCTCCAGGTGGCATCA	UpstreamP1_CTCF	40
chr17	4118749	4118899	id-40114	1.3e-09	+	CATGTAATTCCTTCCAAGGACAGCAGGGGGCACTC	Upstream_CTCF	40
chr17	4143113	4143263	id-40115	2.53e-05	-	TAAGAAGGAAGGACTTGAGCCACTAGGGGGATAGA	V_CTCF_BR	21
chr17	4152758	4152908	id-40116	5.37e-06	-	TTCTAATTCTTTAAAATCACCAGCAGGGGGACAGG	UpstreamP1_CTCF	40
chr17	4161891	4162041	id-40117	3.22e-05	+	TTCTATTAATCTGTGCTGTCCATTAGGGGGAGCTA	UpstreamP1_CTCF	16
chr17	4167119	4167269	id-40118	1	+	NA	NONE	30
chr17	4167871	4168021	id-40119	1	+	NA	NONE	12
chr17	4199061	4199211	id-40120	1	+	NA	NONE	1
chr17	4207831	4207981	id-40121	1.38e-06	-	ATCATTAGCCCTCATGTAGTCACTAGAGGGCGCTC	V_CTCF_BR	40
chr17	4260639	4260789	id-40122	6.39e-05	-	GGATAAATACTTTCCAAGACCTCCAGGGGATGCCT	Upstream_CTCF	5
chr17	4265637	4265787	id-40123	8.34e-07	-	CAGCATTCGTGGCCTTCACCCACTAGATGCCAGTA	UpstreamP1_CTCF	33
chr17	4270196	4270346	id-40124	8.64e-05	-	CTAACAATTCCTACTTCGCACACCATGTGGCAGTG	Upstream_CTCF	38
chr17	4300255	4300405	id-40125	2.53e-05	-	ACACCGCCTGGAATCCAGTCCAGCAGGTGGTGTCA	V_CTCF_BR	14
chr17	4311315	4311465	id-40126	1.37e-05	-	CCTGCAATCTGCCATGGGCCAGACAGGAGGAGGGA	Upstream_CTCF	5
chr17	4316598	4316748	id-40127	5.33e-11	-	CAGGTCTGATGCCCGGTGGCCACCAGGTGGCGCTG	V_CTCF_BR	40
chr17	4324008	4324158	id-40128	8.02e-08	+	CTGCTATTTCCCATCATGACCACATGGTGTCGCCA	UpstreamP1_CTCF	40
chr17	4325364	4325514	id-40129	1	+	NA	NONE	15
chr17	4403092	4403242	id-40130	7.84e-05	-	GCGCGCACTCGCCGCACGCACGCAGGGGGGTGGAG	V_CTCF_BR	3
chr17	4403742	4403892	id-40131	1	+	NA	NONE	5
chr17	4404772	4404922	id-40132	3.36e-07	+	GCCTCCCTCCCTCTCCTGGCCTGGAGTGGGAGCTC	V_CTCF_BR	6
chr17	4412749	4412899	id-40133	2.68e-05	+	CAAGTCAGAGCTGTTCTCACCACCAGGGTGAGGGA	Upstream_CTCF	10
chr17	4416854	4417004	id-40134	1.17e-05	-	AAGGAGCTCCCTGCACCAGCCTCAGGAGGGAGCCT	V_CTCF_BR	14
chr17	4437557	4437707	id-40135	1.1e-05	+	AAAGGGCTGTCTTGAGCGGCCAGCAGGGGCTTGTG	V_CTCF_BR	8
chr17	4443638	4443788	id-40136	5.51e-07	-	AGGGGCAACAGCAGAGCCTACAGCAGGGGGCACAC	V_CTCF_BR	30
chr17	4444992	4445142	id-40137	1.17e-05	-	GCAAAGGTCACCGAGGTAACAGCCGGGGGGCGCCC	V_CTCF_BR	14
chr17	4448455	4448605	id-40138	5.67e-06	-	GAGGTGTTGCCAGCATGGGCCGGGCGGGGGCGGTG	Upstream_CTCF	0
chr17	4454598	4454748	id-40139	6.75e-05	+	GCCCGCTGGCTATCCATGCCCACAAGGGGGCCTGC	UpstreamP1_CTCF	25
chr17	4458823	4458973	id-40140	6.48e-05	+	TGGCATCTGCCCCTTTGGAGCCCCAGGGGGGCATT	UpstreamP1_CTCF	34
chr17	4464320	4464470	id-40141	8.46e-07	+	CGTGTTTTGCGACTCTTGTCCAGAAGGTAGCGCCA	Upstream_CTCF	32
chr17	4468959	4469109	id-40142	1.29e-05	+	CTGCATATACTTCTAGGAGTCCCTAGAGGGCAGCA	UpstreamP1_CTCF	40
chr17	4470105	4470255	id-40143	3.65e-07	+	CTGACCTAGAGGAAAATGACCACGAGATGGCAGTA	V_CTCF_BR	40
chr17	4487172	4487322	id-40144	5.08e-07	+	GGTCGGGAGCCTCTACCGACCACTAGTGGGAAGGG	V_CTCF_BR	39
chr17	4488068	4488218	id-40145	6.05e-06	+	AGCTCGAGCGCCTGACGCGCCAGGTGGAGGCGCTG	V_CTCF_BR	3
chr17	4498437	4498587	id-40146	1.69e-05	+	CAGCCATAACTCAGGTCCATCGGCAGGGGGAGCGT	UpstreamP1_CTCF	21
chr17	4504124	4504274	id-40147	1	+	NA	NONE	5
chr17	4529364	4529514	id-40148	5.34e-06	-	TCACAGAAATCATTATGTTCCACGAGAGGGCAGTA	V_CTCF_BR	40
chr17	4542776	4542926	id-40149	2.1e-05	+	TTGCAGAACCAGGCGTCGTCCTTAAGGAGGTGCCG	UpstreamP1_CTCF	32
chr17	4596566	4596716	id-40150	4.59e-07	+	GTGCAGCAGCGCCCCCTTATCTGCAGGGGGTGCTT	UpstreamP1_CTCF	5
chr17	4602840	4602990	id-40151	1.06e-05	-	CCTGCGAACTCTGGCCTGGGCAACAGAGGGAGACT	Upstream_CTCF	7
chr17	4613275	4613425	id-40152	5.37e-06	+	CTGCGAAGATCAAATGCAAACACCAGGAGGAGCTG	UpstreamP1_CTCF	40
chr17	4634568	4634718	id-40153	2.68e-05	+	GTTGTAGTTCATCAAGCGGACCGAGGAGGCGAGGC	Upstream_CTCF	18
chr17	4635087	4635237	id-40154	3.42e-05	+	CCTTCACCGCTTCAGTGCAACACGTGGAGGCGGAG	Upstream_CTCF	40
chr17	4636605	4636755	id-40155	2.34e-06	+	CAGCTATGCTTTGGCCTCTCCAGCAGGGTGCTCCT	UpstreamP1_CTCF	31
chr17	4648513	4648663	id-40156	5.34e-06	-	CTGGGGAGGGCTGGTGCCCCCTCCAGTGGCCACCG	V_CTCF_BR	15
chr17	4686123	4686273	id-40157	5.13e-05	-	CGTCACATTCCAGGGGACCACGCGAGGGGGCGCCT	V_CTCF_BR	12
chr17	4690693	4690843	id-40158	2.47e-08	+	AATGCCTTTCCCCCTGTGACCACCAGATGGACTCC	Upstream_CTCF	40
chr17	4693290	4693440	id-40159	3.42e-05	-	GATGCGGACCCAGGGCCGCACGGTAGGCGTCGCTG	Upstream_CTCF	40
chr17	4693684	4693834	id-40160	6.51e-05	-	TCCCGTCTTTCCGAGACTGCGGACAGAGGGAGCTC	V_CTCF_BR	30
chr17	4711664	4711814	id-40161	4.41e-06	+	GAGGGCGACCGGACTGCTTCCTGTAGAGGGCAGGT	V_CTCF_BR	6
chr17	4718695	4718845	id-40162	5.67e-06	+	GATCTGATTCCCCAACTCACCACCAGGAGGAGGGT	Upstream_CTCF	40
chr17	4721306	4721456	id-40163	1	+	NA	NONE	1
chr17	4726710	4726860	id-40164	2.5e-05	+	TTCCAGCCTCCCGTTCCTGCCCACACGGGGCACCA	UpstreamP1_CTCF	3
chr17	4755949	4756099	id-40165	2.28e-05	+	TGAGGAAGAACCTGTTTGGCCCACAGAGGGAGACA	Upstream_CTCF	30
chr17	4783440	4783590	id-40166	1	+	NA	NONE	6
chr17	4785391	4785541	id-40167	4.7e-08	-	GGACCTGTGCCCAACAGGTCCAGAAGGGGGCGCCC	V_CTCF_BR	40
chr17	4792473	4792623	id-40168	2.58e-09	-	TCGTAGTGATAGCCTTTGGCCACAAGAGGGCACCA	UpstreamP1_CTCF	40
chr17	4799164	4799314	id-40169	4.24e-07	+	GGGGCAGTGTAGTGACAGACCACGGGGAGGCGCCC	Upstream_CTCF	17
chr17	4799439	4799589	id-40170	5.72e-09	-	TCCTCTACTGTCAGGTCGACCAGCAGAGGGCGGTG	V_CTCF_BR	28
chr17	4800228	4800378	id-40171	2.43e-06	+	CCGAGGACTTCCCAGCTGGCCCCCAGGGGGCGAGT	V_CTCF_BR	13
chr17	4806966	4807116	id-40172	6.47e-09	-	ACGGTACTATCATCTGTGACCACAAGGTGGCAGCA	Upstream_CTCF	40
chr17	4812502	4812652	id-40173	3.29e-05	-	AGAGCAGGTCTTTGTGTGGAGTGGAGAGGGGGCCC	Upstream_CTCF	40
chr17	4817327	4817477	id-40174	6.04e-07	+	CTGCTGTTCCAAAGTCTGCCATCCAGAGGGACAGA	UpstreamP1_CTCF	10
chr17	4837687	4837837	id-40175	2.81e-06	-	GCTGAGGGCCTCCTTCCTGCCACTAGAGGCCCCAC	Upstream_CTCF	38
chr17	4842671	4842821	id-40176	1	+	NA	NONE	11
chr17	4860067	4860217	id-40177	3.36e-07	-	ATTTGGCCAGACGCTCCGAGCGGCAGGGGGCGCCA	V_CTCF_BR	34
chr17	4871292	4871442	id-40178	1.5e-05	+	GTAGAAAGTGCCCGTGGAGCCGGCAGGAGGCCCCC	Upstream_CTCF	24
chr17	4874222	4874372	id-40179	1.5e-05	-	TAGGTTGTGTTGAGTGTGTCCAGCAGGAAGTGCTG	Upstream_CTCF	2
chr17	4883974	4884124	id-40180	5.97e-08	+	GGTGTAATACTGATTGTAGCCACTGGGAGGCATCA	Upstream_CTCF	40
chr17	4890661	4890811	id-40181	1.03e-07	-	GCTTCCGTCCTCCTCCCCCGCGCCAGGGGGCGCCG	Upstream_CTCF	38
chr17	4900925	4901075	id-40182	8.23e-05	-	GGGAAACGTCGGGGGCTGACCCGCGGGGGCACCCA	UpstreamP1_CTCF	10
chr17	4923085	4923235	id-40183	1.59e-06	-	ACCAGTCCCACCCCCAGTACCTGTAGGGGGTGCCA	V_CTCF_BR	29
chr17	4934793	4934943	id-40184	9.78e-09	+	CCTGTCGTTCCACTCTTGTCCGCCAGGAGGAGAAA	Upstream_CTCF	40
chr17	4937028	4937178	id-40185	2.28e-05	-	CCATCACTACCCTCTGTAACCACAGGGGGCTCAGG	Upstream_CTCF	7
chr17	4946946	4947096	id-40186	1.06e-05	-	ACTGTTGAGTGGAAGCCAGCCAGTAGAGGGGGGCT	Upstream_CTCF	9
chr17	4958989	4959139	id-40187	1	+	NA	NONE	7
chr17	4965810	4965960	id-40188	1.3e-07	-	GAGGCAGTTTTCTTGCTGGGCATCAGGTGGCGCCA	Upstream_CTCF	40
chr17	4982172	4982322	id-40189	6.48e-05	-	CAGCACAGGGCACAATCTGCCACTAGGGCGTTAAG	UpstreamP1_CTCF	28
chr17	5000429	5000579	id-40190	3.65e-07	+	GCGCGGCGGGTAAGCGCCGACACTAGCGGGCGCCT	V_CTCF_BR	3
chr17	5026449	5026599	id-40191	1	+	NA	NONE	1
chr17	5035893	5036043	id-40192	2.1e-05	-	CACCAGTCTTAGGTCCCAGCCTCTAGGTGGGGTCC	UpstreamP1_CTCF	3
chr17	5042868	5043018	id-40193	3.97e-07	+	TCCCAGGAGGACCAGCTGGCCACCTGCTGGCAGGC	V_CTCF_BR	8
chr17	5095236	5095386	id-40194	1	+	NA	NONE	40
chr17	5100368	5100518	id-40195	3.63e-06	+	GTGTGAACTTCTTAATACACCACTAGGTGGCAGTG	V_CTCF_BR	40
chr17	5140949	5141099	id-40196	1.52e-07	-	GAGAAAGCACCACAGGTGACCACTAGAGGGTGCCC	V_CTCF_BR	40
chr17	5152959	5153109	id-40197	8.61e-08	+	GGAAACATTCTCACTTCTACCACCAGATGGCGGCC	V_CTCF_BR	40
chr17	5185125	5185275	id-40198	1	+	NA	NONE	31
chr17	5200644	5200794	id-40199	1	+	NA	NONE	9
chr17	5210759	5210909	id-40200	1.26e-05	-	CAACCACTAACTACTTAGGCCAGCAGAGGGCCAAG	Upstream_CTCF	40
chr17	5326016	5326166	id-40201	1.28e-06	+	GATGCCGCTCCTTTCTCTTCCAGCTGGAGGAGCTG	Upstream_CTCF	20
chr17	5334701	5334851	id-40202	1	+	NA	NONE	16
chr17	5342526	5342676	id-40203	1	+	NA	NONE	40
chr17	5403354	5403504	id-40204	4.44e-06	-	CTGTGATGCTGCATCGCCCCCAGGAGGAGCCAGCT	UpstreamP1_CTCF	10
chr17	5403970	5404120	id-40205	2.39e-05	-	CCGCATCGCGCCCCCCGCCCAAGAAGGAGGCGCCT	UpstreamP1_CTCF	8
chr17	5409753	5409903	id-40206	1.84e-07	+	GCAGCATTACTCACAATAGCCGAAAGGTGGAAGCA	Upstream_CTCF	6
chr17	5425894	5426044	id-40207	2.64e-08	-	TCAGCACTGCTAAGTGCTCCCACCTGGTGGCACAA	Upstream_CTCF	12
chr17	5487395	5487545	id-40208	1.11e-05	+	GGGGGAGTGGTAGGAAAAGCCAGGGGAGGGAGGAG	Upstream_CTCF	13
chr17	5490871	5491021	id-40209	3.42e-08	+	AAACAGCTACTCACTCTGGCCACTAGATGGCACTC	V_CTCF_BR	40
chr17	5495830	5495980	id-40210	1.24e-05	+	TGACAAAATTTAATTTAGGCCAGTAGGTGGCGATA	V_CTCF_BR	39
chr17	5564933	5565083	id-40211	3.73e-06	+	AGTGCAACTCCTATGTTTTACAGACGAGGGAGCAG	Upstream_CTCF	9
chr17	5571320	5571470	id-40212	1.83e-05	-	ATTACCAGGTGCAAACTGAACACTAGGAGGAGCCG	V_CTCF_BR	31
chr17	5608480	5608630	id-40213	6.46e-07	+	GCTATCCTTCCCCAACTCTCCTGCAGGGGGCAGGA	V_CTCF_BR	39
chr17	5610280	5610430	id-40214	6.18e-07	-	ACATTCATTCCCCACAGGACCGCCAGGAGGCAGCA	Upstream_CTCF	40
chr17	5650716	5650866	id-40215	2.58e-07	+	ACTGCAGGACCAGGACAGACAGCCAGAGGGCCACA	Upstream_CTCF	29
chr17	5679886	5680036	id-40216	8.71e-06	-	GACGGCTTTGCAGCTCCTCCCTCCAGGAGGCAGAG	V_CTCF_BR	3
chr17	5683958	5684108	id-40217	1	+	NA	NONE	18
chr17	5689495	5689645	id-40218	8.02e-05	+	TCAGCAGTTCTGCTGGCCTCCATAGGGGACAGTCT	Upstream_CTCF	21
chr17	5696586	5696736	id-40219	1.57e-08	+	ATTGCAATACCACCTCTCACCAGCAGTTGCCACTA	Upstream_CTCF	38
chr17	5697312	5697462	id-40220	2.58e-05	+	TGGGTTTTGTCATTAGGGGGCACTAGAGGGATGCT	Upstream_CTCF	30
chr17	5700856	5701006	id-40221	3.45e-05	-	TTGCCACGCAGTGGTGGAGGCTGCAGCTGGAAGGA	V_CTCF_BR	6
chr17	5704762	5704912	id-40222	2.43e-06	-	TCACACGTTTGTGACCTAACCTGCAGGGGTCACTA	V_CTCF_BR	2
chr17	5741750	5741900	id-40223	8.02e-05	-	CTCCCAACTCCCATTTTGGCCAGTGGGGGCACCTC	Upstream_CTCF	2
chr17	5742363	5742513	id-40224	5.93e-06	+	GGAGCAGGCTGGGGTTTGGCCAGGAGAGTGCAGCA	Upstream_CTCF	10
chr17	5744038	5744188	id-40225	7.6e-05	+	GTGCTCTTTTAGTGTGTGGTCTGTAGGCGGCTTGT	UpstreamP1_CTCF	1
chr17	5939440	5939590	id-40226	5.74e-05	-	TGGAAGCACCTGGTGAGAGCCGGGAGGCGGCAGAG	UpstreamP1_CTCF	1
chr17	5942972	5943122	id-40227	1.64e-06	-	CCTGCTCCTCCACCTTCCACCATGTGAGGGCACAG	Upstream_CTCF	10
chr17	5949378	5949528	id-40228	3.47e-07	-	CAGCATCTCTGGCCTTTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	23
chr17	5972332	5972482	id-40229	1.11e-05	-	AGTTTCATGCCTCCGACTCCCGCTAGGGGCAGAGC	Upstream_CTCF	40
chr17	5977700	5977850	id-40230	5.17e-06	-	CAGTCAGTGCCTCTGCCCACCTCTGGGTGGGGCAC	Upstream_CTCF	5
chr17	6049382	6049532	id-40231	2.93e-07	+	AGGCAGTGAGTGCTCGCTGTCACCAGGGGGCTCAG	UpstreamP1_CTCF	8
chr17	6081739	6081889	id-40232	1.54e-05	+	CAGCTGCAGGCCTCAGTCACTGATAGAGGGCGGTA	UpstreamP1_CTCF	8
chr17	6119644	6119794	id-40233	1	+	NA	NONE	12
chr17	6135649	6135799	id-40234	3.18e-06	+	GAATGAGCTGCCGGGTTCTCCAGCAGAGGGAGAGG	V_CTCF_BR	12
chr17	6138586	6138736	id-40235	7.31e-05	+	CTATTACACTCCAGCCTGGCCGACAGAGGGCCACA	UpstreamP1_CTCF	11
chr17	6180151	6180301	id-40236	7.15e-05	+	ATGGTAAAGTCTCCTTCAAAGGCTAGAGGGCGCCA	V_CTCF_BR	11
chr17	6183147	6183297	id-40237	3.4e-06	+	ATCACAGCCGCCAGGTGAGCCACTGGGTGGTGCCA	V_CTCF_BR	23
chr17	6189669	6189819	id-40238	1.97e-06	+	CAGGGTTTGAAATGCACCACCCCAAGAGGGCGCCA	V_CTCF_BR	15
chr17	6193942	6194092	id-40239	7.73e-06	+	GGAGCCACAGTCCCCTCATCCACCAGTAGGAGCTC	V_CTCF_BR	10
chr17	6230394	6230544	id-40240	9.41e-05	-	CTTCCAGCCTCAGTGGAGTATGGCAGGGGGCGCAC	V_CTCF_BR	10
chr17	6245358	6245508	id-40241	1.71e-06	-	GGGCCAGGATATAGGCCAACCACCAGCTGGTGGAG	V_CTCF_BR	3
chr17	6316447	6316597	id-40242	4.88e-08	-	GTGTAGTTACTACAAGTTCCCAATAGATGGCAGGA	UpstreamP1_CTCF	40
chr17	6323800	6323950	id-40243	2.6e-07	-	GCCTTCCCGTTGGGTTTGGCCGGCAGGAGGCAGCA	V_CTCF_BR	39
chr17	6325442	6325592	id-40244	4.23e-08	-	AGGCTTTGTTTTCAAGTTGCCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr17	6326304	6326454	id-40245	1.39e-07	-	GAGGAAGGGGATGTTATGGCCTGCAGAGGGAGCAA	V_CTCF_BR	15
chr17	6330582	6330732	id-40246	5.12e-06	-	TTTCCATAATGAGAAGTTTCCAGCAGATGGCAATA	UpstreamP1_CTCF	22
chr17	6334214	6334364	id-40247	1.12e-08	-	GCTGCAGTGCCATCCTCTGCCAGTAGGTGATCCCA	Upstream_CTCF	37
chr17	6339414	6339564	id-40248	3.84e-06	-	GTGTAGGAGCTTGAACTGGCCACACGGTGGTGCCA	UpstreamP1_CTCF	40
chr17	6374896	6375046	id-40249	6.82e-05	+	CACCCCTACCTCCAATAAAGCTGCAGAGGGAGCCT	V_CTCF_BR	26
chr17	6376575	6376725	id-40250	1.28e-06	+	GGAACACTTCTCTCGCTGACCAGCAGGTGTCTCCA	V_CTCF_BR	40
chr17	6399240	6399390	id-40251	1.17e-05	-	CCACCTTACGATGACCCGGCATGGAGGGGGCTCCC	V_CTCF_BR	24
chr17	6410144	6410294	id-40252	4.14e-05	-	TTGCAATACTCTTGTCTACCCTGGATGGGGCCAGC	UpstreamP1_CTCF	5
chr17	6428560	6428710	id-40253	1	+	NA	NONE	3
chr17	6458758	6458908	id-40254	1	+	NA	NONE	14
chr17	6462417	6462567	id-40255	4.85e-07	-	CTGCCTCTCTTTCCTCCGGGCAGCAGAGGTCAGCG	UpstreamP1_CTCF	9
chr17	6470924	6471074	id-40256	1	+	NA	NONE	6
chr17	6478522	6478672	id-40257	4.65e-06	+	GAGCACTGAGGGCCTCCCTGTGGCAGGTGGCAGGA	UpstreamP1_CTCF	24
chr17	6482422	6482572	id-40258	5.13e-05	+	GTCTATTATTGTGCACTGACAGCCAGGGGGCTCCT	V_CTCF_BR	8
chr17	6551622	6551772	id-40259	2.78e-06	-	TGGCCTGCTTCATTGATAGCCAGTAGGTGCCACTA	V_CTCF_BR	35
chr17	6554057	6554207	id-40260	1	+	NA	NONE	32
chr17	6558247	6558397	id-40261	2.38e-07	-	ATTCCTCGGTGCCCCGGGACCGCAAGAGGGAGCCG	V_CTCF_BR	16
chr17	6560656	6560806	id-40262	1	+	NA	NONE	1
chr17	6569431	6569581	id-40263	1.62e-08	+	GTGCCATGACAGACGATGGACAGTAGAGGGCAGAC	UpstreamP1_CTCF	40
chr17	6605187	6605337	id-40264	7.62e-07	-	CCTGCTTTGACACTCTTGAGCTAAAGGGGGCGCCC	Upstream_CTCF	39
chr17	6613753	6613903	id-40265	1	+	NA	NONE	9
chr17	6615766	6615916	id-40266	3.81e-05	+	CTGCAACTCCAGGTCCTGCCACCCAAGGCGCGAGC	UpstreamP1_CTCF	12
chr17	6616824	6616974	id-40267	1.56e-06	-	GATGCTAGGGCCCAGGCTGCCCCTAGAGGGCTGGC	Upstream_CTCF	36
chr17	6624515	6624665	id-40268	1.17e-05	-	GCCACTGCACTCCAGCCTGCCAACAGAGGGAGACT	V_CTCF_BR	15
chr17	6652961	6653111	id-40269	8.71e-06	+	ATACAGAATTGGACCCTGTTCACAAGATGGCGCCA	V_CTCF_BR	23
chr17	6690137	6690287	id-40270	1	+	NA	NONE	11
chr17	6703862	6704012	id-40271	8.21e-06	+	GGGAGGTGGTGGAGACTTCCCTCTAGGGGGCATTC	V_CTCF_BR	13
chr17	6746265	6746415	id-40272	6.21e-05	-	CCAGCCCCCATCCAGCCTCACCCCAGCTGGAGGTG	V_CTCF_BR	12
chr17	6746687	6746837	id-40273	5.34e-06	+	TCAAGGAAATCAATATGTTCCACAAGAGGGCAGTA	V_CTCF_BR	39
chr17	6757102	6757252	id-40274	2.29e-05	-	AAGCAGACCTTCAGCTTCTCCAGTAGGGGGTGTGT	UpstreamP1_CTCF	38
chr17	6797606	6797756	id-40275	3e-06	-	TTGTGTTTGCGCAGCTTCACCATCAGGAGGCGCCC	UpstreamP1_CTCF	38
chr17	6814431	6814581	id-40276	2.53e-05	+	CGGATCTATCCTATAAGAAACGCTAGAGGGAGCTC	V_CTCF_BR	40
chr17	6817269	6817419	id-40277	5.97e-08	+	CGTGCACTCCCAAATCCCAACACAGGAGGGCAGCC	Upstream_CTCF	40
chr17	6905018	6905168	id-40278	8.08e-08	-	GGTGCAGTCCTGGGAGGCACCGCATGGTGGCGACA	Upstream_CTCF	39
chr17	6908222	6908372	id-40279	3e-08	-	TCTGCAATCTCTTCATTTGTCAACAGGGGGCAGCA	Upstream_CTCF	40
chr17	6918164	6918314	id-40280	8.61e-08	+	GGACAGCGCTCCCTGGCGGCCACGGGAGGGCGGGC	V_CTCF_BR	40
chr17	6925396	6925546	id-40281	8.76e-09	-	CGGCAATGTGCGGCTCCTTCCACGAGGGGGCGGCC	UpstreamP1_CTCF	40
chr17	6941595	6941745	id-40282	5.08e-07	-	CGGAGGAGAGCACCACAGGCCACTAGGTGGAGGGA	V_CTCF_BR	22
chr17	6949192	6949342	id-40283	3.88e-06	+	GGAGCATGCATCCATTGAGCCACATGATGGCAGTG	V_CTCF_BR	40
chr17	6955477	6955627	id-40284	1.65e-07	+	CCGCTGTTATCACCACAGGACACTAGATGTCGCTG	UpstreamP1_CTCF	40
chr17	7029810	7029960	id-40285	1.41e-08	+	CTGTTATGCCCAGACAGGGCCACCAGAGGGTTCCT	UpstreamP1_CTCF	21
chr17	7036903	7037053	id-40286	1.17e-05	+	CAGAATCCCACTGCTCAAACCTCTAGGGGGAGCCT	V_CTCF_BR	39
chr17	7039671	7039821	id-40287	4.02e-07	-	CTGGCACCTGCAGCTGTGACCACACGGTGGCGCTG	Upstream_CTCF	40
chr17	7040617	7040767	id-40288	2.72e-05	-	GAGCGGTGGTTGGCGGAATCCCCTGGCGGGAGGCG	UpstreamP1_CTCF	9
chr17	7051317	7051467	id-40289	1.18e-05	-	GTGCACTCTTACTAATGAAGGGCTAGGTGGCGCCT	UpstreamP1_CTCF	14
chr17	7068537	7068687	id-40290	2.78e-06	-	GTGAACAGGCTTAGGGAAGCCACAAGATGGAGCAA	V_CTCF_BR	36
chr17	7077659	7077809	id-40291	1	+	NA	NONE	16
chr17	7080819	7080969	id-40292	2.11e-08	-	CTGCAGTGACGCAGTCATGCCATTAGGTGTCAGCA	UpstreamP1_CTCF	40
chr17	7089716	7089866	id-40293	9.25e-06	-	TGGGTGTGAAGGGGAATACACAGCAGGGGGCAATG	V_CTCF_BR	39
chr17	7097021	7097171	id-40294	1.63e-05	-	ACTGAGTTGCTTTTGATATCCTCAAGGGGGAGACA	Upstream_CTCF	4
chr17	7117230	7117380	id-40295	3.42e-08	+	ACCTGCAGGCCCTGCTTATCCACCAGTGGGCGCCA	V_CTCF_BR	40
chr17	7118286	7118436	id-40296	3.09e-07	-	GAGGGTAGCCCAAGAGGAGCCTGCAGGGGGCACAT	V_CTCF_BR	40
chr17	7124305	7124455	id-40297	3.18e-06	+	GTGTGGGCCTTTGCAACACCCAGGTGAGGGCGCCC	V_CTCF_BR	39
chr17	7142804	7142954	id-40298	1.37e-08	-	GGTGCACTGCGCCTCGGCGCCGGCGGGGGGAGGAG	Upstream_CTCF	8
chr17	7146433	7146583	id-40299	2.89e-09	+	GCGGAGGTCGGGGCGCCAGCCACCTGGGGGCAGCG	V_CTCF_BR	13
chr17	7155759	7155909	id-40300	1.83e-05	+	AGGACACTGGGTCATGACGCCATCAGAGGGCGCCA	V_CTCF_BR	29
chr17	7165714	7165864	id-40301	1.85e-05	+	GAGGTGGCTCGGAGGTGAGCCAGCAGGTGCGGGCG	Upstream_CTCF	5
chr17	7183971	7184121	id-40302	3.18e-09	+	ACTGCGGCTCCTCGCTCGCCCTCCAGGTGGCAGCA	Upstream_CTCF	40
chr17	7186422	7186572	id-40303	1	+	NA	NONE	6
chr17	7198637	7198787	id-40304	2.43e-06	+	ATTCTCCTGCCTTGAGCCACCTCAAGGTGGCTCCC	V_CTCF_BR	18
chr17	7199812	7199962	id-40305	1.77e-10	-	CGGCGGCCTCCGGGAGCGGCCGGCAGAGGGCGCGC	V_CTCF_BR	40
chr17	7211286	7211436	id-40306	1	+	NA	NONE	17
chr17	7216656	7216806	id-40307	1	+	NA	NONE	35
chr17	7227617	7227767	id-40308	1.57e-08	+	TTTGTGATGCCCGCTGCGGCCGCCAGGCGGCGCAC	Upstream_CTCF	40
chr17	7232142	7232292	id-40309	2.27e-06	-	GGAACAGAAAGACCATAGAGCACCAGGGGGCGGTC	V_CTCF_BR	30
chr17	7232931	7233081	id-40310	3.63e-06	+	GGCACCGACGACCCCGCCCTCGCTAGGGGGCGGTG	V_CTCF_BR	10
chr17	7249253	7249403	id-40311	9.78e-07	-	TAGTTATGAAGACAACTTTCCAGCAGATGGCAGTA	UpstreamP1_CTCF	37
chr17	7250091	7250241	id-40312	3.66e-06	-	CTGCTCTGCACAGCACTGACCCACAGCTGCAGGAG	UpstreamP1_CTCF	14
chr17	7253192	7253342	id-40313	1	+	NA	NONE	33
chr17	7254748	7254898	id-40314	2.38e-07	-	GCGCCCAACACCCTACGGGCCCGAAGGTGGCGCCC	V_CTCF_BR	28
chr17	7255737	7255887	id-40315	2.46e-06	-	GTGGGTTTCCGGAATCCAACCAGCAGGTGACGGTG	UpstreamP1_CTCF	40
chr17	7257592	7257742	id-40316	1	+	NA	NONE	7
chr17	7259439	7259589	id-40317	1.15e-07	+	AGCGTTGCCTCTGCTGTCTCCTGCAGGGGGCAGCA	V_CTCF_BR	40
chr17	7283644	7283794	id-40318	1	+	NA	NONE	6
chr17	7284934	7285084	id-40319	5.13e-05	-	CACAGTCATTGCCTCTCCTCCACCGGAGGCAGCAA	V_CTCF_BR	14
chr17	7296893	7297043	id-40320	5.96e-07	+	AAGGCACCCCTGGCAGTGGCAAGAAGGGGGCAGCA	V_CTCF_BR	30
chr17	7298334	7298484	id-40321	2.01e-05	-	CCGCGCTTCCTCCTCTGGCCCTCTAGGCGGCCTGA	UpstreamP1_CTCF	38
chr17	7299538	7299688	id-40322	1	+	NA	NONE	12
chr17	7307298	7307448	id-40323	4.34e-05	+	GCCGCAGCTCCGGACAAGGCGCCCAAGCGGCGGAA	Upstream_CTCF	22
chr17	7319749	7319899	id-40324	1.55e-05	-	AGTAAGCAGACAAAAGAGAGCAGCAGAGGGAGGTG	V_CTCF_BR	23
chr17	7339144	7339294	id-40325	8.62e-10	-	GGGCCGGGGGCGGCGGGCCCCACCAGGGGGCACTC	V_CTCF_BR	36
chr17	7340336	7340486	id-40326	1.67e-07	+	GGCAGCTCTGTTTTGCCCGCCAGGAGCTGGCGCTC	V_CTCF_BR	39
chr17	7344368	7344518	id-40327	3.84e-06	-	AGGCAGGGACAGAGGGAGACCAGCAGGGGTACTGA	UpstreamP1_CTCF	23
chr17	7345928	7346078	id-40328	1	+	NA	NONE	2
chr17	7348601	7348751	id-40329	1	+	NA	NONE	17
chr17	7367423	7367573	id-40330	7.11e-06	-	CGAGCAGGGCCTTGTGTTTCCACGTGGTGTCCCTG	Upstream_CTCF	3
chr17	7388227	7388377	id-40331	1	+	NA	NONE	33
chr17	7406407	7406557	id-40332	3.36e-05	-	ACGTCCTTCACCAGGTCCTCCTGCAGAGTGCGCCG	UpstreamP1_CTCF	39
chr17	7418189	7418339	id-40333	4.65e-05	+	ATGATCACCCATAATCCCACCACTAGGAGGCATAC	V_CTCF_BR	40
chr17	7426508	7426658	id-40334	2.81e-05	+	CGGTCTTAACTGCTTCCTGCTGACAGGGGGCGCTG	V_CTCF_BR	40
chr17	7452509	7452659	id-40335	1.48e-05	+	TGGCGCTGGCCTGCCTCGGCCTCCTGCTGGCCGTG	UpstreamP1_CTCF	26
chr17	7458994	7459144	id-40336	1.73e-05	-	CATTTGGCTTCTGGTTTTGCCACCAGGGGGATATT	V_CTCF_BR	37
chr17	7463802	7463952	id-40337	6.86e-07	+	GTAGCAGTGCAGGGAGCTACCGCTAGGAGGGAGGT	Upstream_CTCF	39
chr17	7464385	7464535	id-40338	5.08e-07	-	GGGTGCTTCCCTCGAGCGGCCGCTAGATGGTGGTG	V_CTCF_BR	40
chr17	7475373	7475523	id-40339	1	+	NA	NONE	13
chr17	7486277	7486427	id-40340	4.43e-05	-	GAAAGGGCACCTTGGACTACCTGGTGGGGGCGTTG	V_CTCF_BR	2
chr17	7490141	7490291	id-40341	4.65e-05	+	AAGGACTCCTGTCTCCCCACCCCTAGGTGTCGCTT	V_CTCF_BR	35
chr17	7490800	7490950	id-40342	2.96e-05	-	GAGTGGAAACGGAATGACTCCAGTAGCTGGCTCTA	V_CTCF_BR	22
chr17	7492721	7492871	id-40343	9.14e-09	-	TGTGGAGCTCCGCTCAGCGCCGCCAGATGGCGCAG	Upstream_CTCF	36
chr17	7517651	7517801	id-40344	5.38e-05	+	CCACGCGTTCCTGCTCCGGCCAGGGGAGGGGGCTA	V_CTCF_BR	23
chr17	7518273	7518423	id-40345	3.88e-06	-	CGCAAGCGCTAGCAAGCGACCAGGAGGGGGAGTGA	V_CTCF_BR	40
chr17	7535881	7536031	id-40346	3.36e-07	+	ATTTAAGTGGTGAGAATGGCCAGTAGGTGGAGGCA	V_CTCF_BR	40
chr17	7536558	7536708	id-40347	8.19e-06	-	CGTCAGTGCCATTGCCTGGGCTCTGGGGGCAGCTG	UpstreamP1_CTCF	25
chr17	7537776	7537926	id-40348	9.39e-07	+	ATTGCTGCCCAGGGAAGAAGCAGCAGGGGGCGTGA	Upstream_CTCF	40
chr17	7560824	7560974	id-40349	1.73e-06	+	CTGCAGCCTCCACACTCCACCCACAGGTGGACCCT	UpstreamP1_CTCF	10
chr17	7576670	7576820	id-40350	5.24e-09	-	CCTGCAATTGGGGCATTTGCCATCAGGGGGCAGTG	Upstream_CTCF	40
chr17	7590868	7591018	id-40351	1	+	NA	NONE	28
chr17	7591425	7591575	id-40352	4.39e-11	-	CTGCACCGCCCCCCCGCCGCCTGCAGAGGGCGCAG	UpstreamP1_CTCF	40
chr17	7614808	7614958	id-40353	4.99e-07	-	CCTGCATTACTCTCTCCCTCCCCTAGAGGTGACAC	Upstream_CTCF	37
chr17	7620210	7620360	id-40354	2.15e-05	-	GGGGCGCTGCGGGCCGGGGCTGCTAGAAGGCGCCT	V_CTCF_BR	37
chr17	7620642	7620792	id-40355	2.89e-09	-	CGCCCCAGCCGGAACGGGTCCAGCAGATGGCGCCG	V_CTCF_BR	40
chr17	7646972	7647122	id-40356	1.41e-06	+	CAGTGATGTCGCTGTTCTGCCACTAGATGGCCATA	UpstreamP1_CTCF	40
chr17	7649105	7649255	id-40357	2.15e-05	-	CTCGCTGGCTGACCCCTGGCGAGTAGAAGGAGGTA	V_CTCF_BR	12
chr17	7649530	7649680	id-40358	1.76e-05	-	CTTCAGAGTGAAACTGGGTCCCCTAGGGGACAGCA	UpstreamP1_CTCF	29
chr17	7683978	7684128	id-40359	8.98e-06	-	CTGTAGGCGGCGCTTCTTGCCAGCATAGCGCAGAA	UpstreamP1_CTCF	2
chr17	7685705	7685855	id-40360	2.34e-06	-	TTGCTTTTGCTTCTTCCAGTCACCTGGGGGCACTA	UpstreamP1_CTCF	33
chr17	7726133	7726283	id-40361	2.19e-08	+	AGACATTATTACCAGGCAACCAGCAGAGGGCGCCA	V_CTCF_BR	40
chr17	7728710	7728860	id-40362	2.29e-05	+	CATTATTAATCCTCCTTGGCCACTTGGGGCAGCTG	UpstreamP1_CTCF	35
chr17	7737491	7737641	id-40363	1.37e-05	+	GTTGGAAAATCCAACTGCGCCACTGGGCGGAGCGG	Upstream_CTCF	10
chr17	7738258	7738408	id-40364	5.96e-07	+	CGGAGCCTTCCCAACGTAGCCACAAGATGGCGAGG	V_CTCF_BR	40
chr17	7741715	7741865	id-40365	1.43e-05	-	GCTGTAATTCATCTGTCCAACAGCTGGGGTGTGTG	Upstream_CTCF	7
chr17	7745001	7745151	id-40366	1.09e-06	+	CTGCAGTGACACATAGCGGGCCGGGGCCGGCACCG	UpstreamP1_CTCF	26
chr17	7755187	7755337	id-40367	2.64e-08	-	GTTGTTATTCTCCTGGTGGCCTGCAGGGGTCGACA	Upstream_CTCF	40
chr17	7760390	7760540	id-40368	6.23e-05	-	CGGCGGCTGAGCGCGCCCGACAGCAGCTAGAGGCG	UpstreamP1_CTCF	40
chr17	7761870	7762020	id-40369	8.97e-05	-	GGTGCAGTACCTCAGGCAGCCGGTCAGCGGATCTA	Upstream_CTCF	39
chr17	7766074	7766224	id-40370	1.64e-09	+	CTGTCATTTCCCCATATGGCCACCAGGTGGCTGTA	UpstreamP1_CTCF	40
chr17	7789474	7789624	id-40371	9.31e-05	-	GCAGCGGTCTGGAGAGCGCCGCCCAGAGAGTGCCG	Upstream_CTCF	11
chr17	7789969	7790119	id-40372	9.66e-05	+	GGTGCCTTTGGGGTTGCCTCCGGCAGAGGCGCTGA	Upstream_CTCF	31
chr17	7790652	7790802	id-40373	1.97e-06	-	TATTATTTCTCTCGACTTGCCAGAAGGGGGAGGGA	V_CTCF_BR	23
chr17	7792594	7792744	id-40374	3.36e-05	-	TGGCAGGTCCTTTCAGTCACCGCCAGGGCTCCTCC	UpstreamP1_CTCF	38
chr17	7801219	7801369	id-40375	1	+	NA	NONE	39
chr17	7816361	7816511	id-40376	2.1e-05	+	TGCTTAGTTCCCCTAAGAGTCAGTAGAGGTCACTA	Upstream_CTCF	40
chr17	7826130	7826280	id-40377	3.16e-06	+	AAGAAGGGCCTAGAAAGACGCAGCAGGGGGCGGGC	UpstreamP1_CTCF	17
chr17	7836463	7836613	id-40378	2.46e-06	+	ATGCTTCTTTGCGCCTCAGCCGGCAGGCGGAGGCC	UpstreamP1_CTCF	37
chr17	7873977	7874127	id-40379	6.84e-06	+	AGCCTTCCAAGTAGCTGGGACTACAGGTGGCGCCA	V_CTCF_BR	14
chr17	7875835	7875985	id-40380	8.33e-05	+	GCAGTTTTGTAATATGTTACCACTGGGGGCACTGG	Upstream_CTCF	34
chr17	7886129	7886279	id-40381	3.03e-05	+	GCTGTAGCAAAAGCGCCACCCAGCAGTGACCACTG	Upstream_CTCF	35
chr17	7892140	7892290	id-40382	1.38e-06	-	CTCTAAAAAACAATGTTTTCCACCAGGGGGAGCTG	V_CTCF_BR	40
chr17	7893589	7893739	id-40383	1.52e-09	-	CCTGCAGGGACCGGCTTAGCCGCCAGGGGGAGCCC	Upstream_CTCF	40
chr17	7900533	7900683	id-40384	8.71e-06	-	TGTACTATAAATAGCCTCAGCTGCAGGTGGCGCTC	V_CTCF_BR	40
chr17	7911688	7911838	id-40385	5.92e-05	-	TTTGTGACTTTCTTTTCCCCCTCTAGGGGTTGCTA	Upstream_CTCF	10
chr17	7920121	7920271	id-40386	1.62e-08	+	GTGCACTGCACAAGAGACAACTCTAGGGGGCAGCA	UpstreamP1_CTCF	39
chr17	7944799	7944949	id-40387	7.62e-09	-	TTGCAATTAAAGTACACTGCCACCAGGTGGTGGCC	UpstreamP1_CTCF	40
chr17	7961098	7961248	id-40388	1.27e-06	-	CTGTAATGGCGATTCATTAACATTAGATGGCAGTG	UpstreamP1_CTCF	40
chr17	7963636	7963786	id-40389	8.89e-06	+	TTTGTAATTCAGAAAAAATTCGCTAGATGGCGCAT	Upstream_CTCF	39
chr17	7977062	7977212	id-40390	2.25e-08	+	GTGCCCTGGTACTGGCTGCCCGGCAGAGGGCGCCA	UpstreamP1_CTCF	40
chr17	7982623	7982773	id-40391	2.39e-05	-	TCGCCATCCAGGTGCCTGGGCTGCAGGCGGCGCTG	UpstreamP1_CTCF	35
chr17	7983359	7983509	id-40392	6.46e-07	+	TGCGACATTTTCCAAGAAGCCGCCAGAGGGCGCGC	V_CTCF_BR	40
chr17	7997270	7997420	id-40393	1.21e-10	+	TCACCCTCACCCCTGGTGGCCACAAGGGGGCGCCC	V_CTCF_BR	40
chr17	7998812	7998962	id-40394	5.9e-06	+	ATCCTGTGACTGTACCCATCCACAAGAGGGCCAGA	UpstreamP1_CTCF	19
chr17	8013654	8013804	id-40395	4.23e-08	-	TGTGCCTGCTGTGGCTCAGCCCCCAGGGGGCGCTG	V_CTCF_BR	39
chr17	8022144	8022294	id-40396	8.03e-07	-	AGTGCGGCGCCGGAACCGGCCGCGCGGGGCCGCTG	Upstream_CTCF	40
chr17	8023907	8024057	id-40397	8.5e-06	-	AGTGCAGAGCTCCGGCTGCCCGCTTGGGGGGTGTT	Upstream_CTCF	38
chr17	8025005	8025155	id-40398	2.72e-06	+	GGGCTAGGGTGGCCCTGGTGCACTGGGGGGCGCTG	UpstreamP1_CTCF	40
chr17	8041981	8042131	id-40399	2.15e-05	+	GTCGATAGGACTATGAGAATCGCAAGAGGGCGCTC	V_CTCF_BR	39
chr17	8042342	8042492	id-40400	1	+	NA	NONE	26
chr17	8054608	8054758	id-40401	1.22e-07	+	TCAGCGGTTGCTGGAGGGACCACAGGAGGGCGGGA	Upstream_CTCF	11
chr17	8060175	8060325	id-40402	8.21e-05	+	CTGGGTCCCACCGAGGCTCCCTGAAGCTGGAAGGT	V_CTCF_BR	34
chr17	8062190	8062340	id-40403	1.37e-08	-	AGTGTGATTCTCAAAGTGGCCACAGGGGGGCACTA	Upstream_CTCF	40
chr17	8079587	8079737	id-40404	1	+	NA	NONE	28
chr17	8085330	8085480	id-40405	1.12e-08	-	CCAGCAGTACCTCCTATGGCCACTGGCTGGCTCTA	Upstream_CTCF	40
chr17	8090040	8090190	id-40406	1	+	NA	NONE	40
chr17	8091011	8091161	id-40407	1	+	NA	NONE	32
chr17	8093098	8093248	id-40408	1.82e-07	-	CGCTGTCTGGGGCCGGGAGCCGCAGGGGGGCGCCG	V_CTCF_BR	28
chr17	8099404	8099554	id-40409	1	+	NA	NONE	7
chr17	8103467	8103617	id-40410	1	+	NA	NONE	35
chr17	8104695	8104845	id-40411	1.11e-05	+	CATGTCTTTCTTCAGATGTCCCCTAGAGGACAACT	Upstream_CTCF	12
chr17	8124627	8124777	id-40412	1	+	NA	NONE	22
chr17	8126735	8126885	id-40413	7.49e-05	+	TCTGGGGCCCAGAAGACCCACGGAAGAGGGCGTTA	V_CTCF_BR	37
chr17	8152196	8152346	id-40414	3.56e-05	+	TCAGGAACTCAAACACAGCCCGCCTGGTGGATGAC	Upstream_CTCF	16
chr17	8157235	8157385	id-40415	1.35e-05	-	TTGCAGTTTCCTCCGAGTGTGTCCAGGGGCTGCCC	UpstreamP1_CTCF	31
chr17	8158980	8159130	id-40416	4.88e-06	+	ATGTAGGGTCCAGGATAGGCCAGTAGGGGTGCTGA	UpstreamP1_CTCF	38
chr17	8179313	8179463	id-40417	3.4e-06	-	GCTGCCCCTCCAGCCTGACCAGGCAGAGGGAGCTG	Upstream_CTCF	2
chr17	8193977	8194127	id-40418	2.81e-05	+	AGAAGGAGTTTGTCAGAGCCCACCAGGGGCAGCAC	V_CTCF_BR	4
chr17	8204071	8204221	id-40419	3.11e-05	-	AGACGATCCTTCCTCACCACCACTAGGTGGAGTTT	V_CTCF_BR	40
chr17	8227567	8227717	id-40420	5.13e-05	+	AAAGAGCATTCGAATGGAGGCAACAGGGGGCGATA	V_CTCF_BR	12
chr17	8259286	8259436	id-40421	1.17e-05	-	CCACTGCGCTCCAGCCTGGGCAACAGAGGGAGACA	V_CTCF_BR	4
chr17	8280006	8280156	id-40422	2.41e-08	-	CTGCACGGTGTCCGCGGTGCCTCTAGGGGGCGGGG	UpstreamP1_CTCF	40
chr17	8286565	8286715	id-40423	7.44e-09	-	CTCGCAGTTCCCCTCCTAGCCACTAGGTGACACTA	Upstream_CTCF	32
chr17	8286717	8286867	id-40424	4.71e-06	-	GCCGCTCGTTCCTTCATCACCCCCAGGGGCAGTTG	Upstream_CTCF	2
chr17	8313691	8313841	id-40425	1.22e-08	+	GATACATACCTAATCACGGCCAGCAGGTGGCGCTC	V_CTCF_BR	39
chr17	8321116	8321266	id-40426	5.7e-05	-	CATCTACTTCTCTCCCACCCCAGCAGGAGAAGGAG	Upstream_CTCF	1
chr17	8333450	8333600	id-40427	4.1e-06	-	AATGGTCTGGCAGATATGTCCACCAGATGTCCCAC	Upstream_CTCF	7
chr17	8334393	8334543	id-40428	1.41e-06	+	AGTGCGTTTCCCAGCACCTCAGCCAGGAGGCAGGG	Upstream_CTCF	8
chr17	8340046	8340196	id-40429	1	+	NA	NONE	8
chr17	8384380	8384530	id-40430	2.59e-06	+	GTGCAGTGCCCGTTAGTGCACACCACGGCTCCCAC	UpstreamP1_CTCF	1
chr17	8392395	8392545	id-40431	2.39e-05	+	ATGTGGTGAGCTGCTGAGGCCTCCTGCTGACACCA	UpstreamP1_CTCF	18
chr17	8438217	8438367	id-40432	1.06e-05	+	ATTTGAGTTTATCCACCAGCCACTGGGTGTCGCGG	Upstream_CTCF	0
chr17	8476215	8476365	id-40433	1	+	NA	NONE	37
chr17	8478102	8478252	id-40434	3.88e-06	+	AAGTCGCAGACAGGGACACCCAGCAGGGGGAGAAG	V_CTCF_BR	32
chr17	8482212	8482362	id-40435	1	+	NA	NONE	6
chr17	8515202	8515352	id-40436	1	+	NA	NONE	6
chr17	8533980	8534130	id-40437	2.89e-07	-	GCAGCAGTGCTAAAGGAGCCCGGCGGAGGCAGCGG	Upstream_CTCF	33
chr17	8534696	8534846	id-40438	1.56e-06	+	CTGCAGTGGGGGAAGGAACGCGGGGGAGGGCGCTG	UpstreamP1_CTCF	32
chr17	8554454	8554604	id-40439	4.7e-06	-	ACTCCAAAGCTTCCCACTGCCAGCAGGTGGAGTGA	V_CTCF_BR	32
chr17	8602204	8602354	id-40440	1.48e-05	+	CAGCAGCGGAGACAGCTGGTCAGCAGAGGTGGTGG	UpstreamP1_CTCF	3
chr17	8643936	8644086	id-40441	1.41e-06	+	TCGGCAGTGTCAGACGCTGCCCCCAAGAGGCGCGG	Upstream_CTCF	13
chr17	8649370	8649520	id-40442	9.02e-13	-	TGGAGGGCGCGGCAGACGGCCAGCAGGGGGCGCCA	V_CTCF_BR	40
chr17	8657285	8657435	id-40443	1.47e-05	+	TCTCTCACCTACCAAAAGGCCACTAGAGGGCTTTG	V_CTCF_BR	39
chr17	8689240	8689390	id-40444	5.61e-08	-	CCAGGGGTTCCGAAGCTCTCCACCAGGGAGCGCCA	Upstream_CTCF	40
chr17	8694691	8694841	id-40445	2.39e-05	-	GTGCCATTTTACATTCCCACCAGCAGGGCATGAGA	UpstreamP1_CTCF	33
chr17	8702719	8702869	id-40446	1.31e-05	+	CTAGGGGCGCGTCCGGGGGCCTGTAGGGTGCGCTC	V_CTCF_BR	9
chr17	8707501	8707651	id-40447	8.5e-06	+	GGTGTATTTCTTCAGTCCAGCACATGGGGTCCCCA	Upstream_CTCF	15
chr17	8734046	8734196	id-40448	1.84e-06	-	CCCCCGTCAAGCCCCTGTGGCTGTAGGGGGCAGTA	V_CTCF_BR	15
chr17	8736066	8736216	id-40449	2.74e-08	-	CGCGGGGGCAGCTCACTGCACAGCAGGGGGCGCCA	V_CTCF_BR	39
chr17	8762395	8762545	id-40450	1.69e-05	-	CTGCCAGGAACTCAGAAGACAGCCAGAGGGCCCTC	UpstreamP1_CTCF	11
chr17	8791906	8792056	id-40451	6.84e-06	+	AGGCCTGAGACAAAGGAAGTCAGCAGATGGCGCGA	V_CTCF_BR	34
chr17	8798364	8798514	id-40452	4.31e-09	-	CTGTAATGCACGTGAGTGGCCACCAGATGGTGTCC	UpstreamP1_CTCF	40
chr17	8804530	8804680	id-40453	1	+	NA	NONE	5
chr17	8819059	8819209	id-40454	1.48e-05	-	GTGTTCTGCCCCCTTAAGGACAGGAGTGTGCAGAA	UpstreamP1_CTCF	9
chr17	8869045	8869195	id-40455	1.52e-07	-	CCTGGCTGACGCTGCCGGGCCGCCAGGTGGCTGGA	V_CTCF_BR	7
chr17	8878774	8878924	id-40456	5.34e-06	-	TGGTGACATGCTGGAATTTCCACTAGAGGTCACTC	V_CTCF_BR	8
chr17	8889715	8889865	id-40457	1	+	NA	NONE	23
chr17	8894948	8895098	id-40458	5.08e-07	+	TGTAAATGGACACCGACTGCCACTAGGGGGTGCTG	V_CTCF_BR	40
chr17	8897664	8897814	id-40459	3.2e-08	+	CATGCCATGCCACACAGGGCCACACGGGGGAGCCC	Upstream_CTCF	40
chr17	8901445	8901595	id-40460	3.42e-09	-	TCTGCTACTTTCCCGTAGTCCACCAGGTGGCGCAG	Upstream_CTCF	40
chr17	8906272	8906422	id-40461	1.83e-05	-	ACTCTTCCCCGAGACTCCGCCAGGTGGTGTCACGC	V_CTCF_BR	26
chr17	8907912	8908062	id-40462	3.88e-06	+	CTTCAGCCAGGCTGTGGCGCCTCCAGTGGGTAGGG	V_CTCF_BR	3
chr17	8954215	8954365	id-40463	1	+	NA	NONE	5
chr17	9018874	9019024	id-40464	3.81e-05	+	ACTCAGAGGCCTCAGAAGGAAAGCAGAGGGCAGGC	V_CTCF_BR	30
chr17	9023911	9024061	id-40465	2.6e-06	-	CCCACACTACCACCAGCAGCCTCTTGGGGGCGCTT	V_CTCF_BR	31
chr17	9066048	9066198	id-40466	3.67e-07	-	ATGCAGGTTGCAGTTACAGGCTGCAGGGGGAGACA	UpstreamP1_CTCF	19
chr17	9067981	9068131	id-40467	3.88e-06	-	TTCATGTTTCTCTTGGCAACCACCAGAGGCAGCCG	V_CTCF_BR	4
chr17	9083062	9083212	id-40468	6.21e-06	-	CAGGTTTTGCCAGCAGCACCCACAGGGTGGCAATC	Upstream_CTCF	9
chr17	9099655	9099805	id-40469	4.21e-05	-	ATCACGACAGCCACAGGAGGCGGCAGCTGGTAGCC	V_CTCF_BR	3
chr17	9128898	9129048	id-40470	7.07e-08	+	CAGCCCAGGGAGAAGGTGACCAGTAGGGGGAGGGC	V_CTCF_BR	18
chr17	9131805	9131955	id-40471	1	+	NA	NONE	12
chr17	9159425	9159575	id-40472	6.19e-06	-	TTCTAGTTCTTCCTCTTACCCGCCAGAGGGCCTTA	UpstreamP1_CTCF	1
chr17	9175773	9175923	id-40473	3.81e-05	+	TTGTAAGGTGCAAAATAAGTCACAAGGGGGTGCCT	UpstreamP1_CTCF	13
chr17	9195603	9195753	id-40474	2.12e-06	+	CTGCAGCTTAGGTGTGTCACCACCGTGTGGTGGAA	UpstreamP1_CTCF	40
chr17	9225725	9225875	id-40475	2.19e-05	+	GGGGGCCTGAGGACCAAGCCCAGCAGGGGACGCTG	Upstream_CTCF	19
chr17	9228243	9228393	id-40476	8.89e-06	-	GGAGCTGTACTTGCTGCTGCCACCTGGCATCACAA	Upstream_CTCF	18
chr17	9252023	9252173	id-40477	1.69e-05	+	CTCAAGTTCACGAAGTTTTCCAGCTGAGGGAGCTT	UpstreamP1_CTCF	2
chr17	9292591	9292741	id-40478	1	+	NA	NONE	12
chr17	9306027	9306177	id-40479	1.72e-06	+	GATGCTAAACTTAACTTTCGCAGCAGAGGGCGATA	Upstream_CTCF	40
chr17	9368599	9368749	id-40480	9.26e-05	-	AGGCAGTAACGTAGACATGAAGCCAGGAGACAGCA	UpstreamP1_CTCF	23
chr17	9370931	9371081	id-40481	1.93e-05	+	TGCAGGGGAAACCCTTTCCCCTGAAGAGGGCGTTG	V_CTCF_BR	28
chr17	9389156	9389306	id-40482	4.48e-07	+	CCGGGAGTTCTAAATCTGACCAGTAGGAGTTGCAG	Upstream_CTCF	9
chr17	9425514	9425664	id-40483	1.48e-06	-	TGTTGTAACTAAACTGTAACCAGCAGATGGCTCTC	V_CTCF_BR	40
chr17	9432461	9432611	id-40484	3.67e-07	-	GAGCTATGTCCTGAACAGACCACAAGATGGAGATG	UpstreamP1_CTCF	39
chr17	9458206	9458356	id-40485	3.45e-05	-	ATGGCATTTAGCTAATCCACCCCATGAGGGCGCTC	V_CTCF_BR	39
chr17	9479208	9479358	id-40486	1	+	NA	NONE	22
chr17	9480591	9480741	id-40487	6.98e-07	+	AGGACAGAAGGGGAAGGGGACGCCAGGGGGAGCTA	V_CTCF_BR	40
chr17	9531926	9532076	id-40488	1	+	NA	NONE	12
chr17	9547950	9548100	id-40489	9.66e-05	+	TAAGGAGTGAACCAGAAACCGCGTAGGGGGCGCGC	Upstream_CTCF	34
chr17	9549312	9549462	id-40490	3.4e-06	+	CGGGCCGCGCCGAGGTCACCGAGCAGCTGGCGGCG	V_CTCF_BR	23
chr17	9579532	9579682	id-40491	2.6e-06	-	CCCTGTACTTGGTACATTGTCACCAGGTGGCAGGG	V_CTCF_BR	30
chr17	9600093	9600243	id-40492	7.07e-08	-	CACACAGGTGGAGGGCTCACCAGTAGAGGGCAGGA	V_CTCF_BR	15
chr17	9629028	9629178	id-40493	6.49e-06	-	GAGCATGTTGCCTGGAGCCCCGGCAGGTGGCGAGA	UpstreamP1_CTCF	22
chr17	9632472	9632622	id-40494	5.53e-08	+	GTGCTTTGCTACAGTTTGGCCACTAGAGGATGCTA	UpstreamP1_CTCF	40
chr17	9648018	9648168	id-40495	3.66e-06	+	CTGGGGTGCCAATCTATGGCCACTGGTTGGAGACA	UpstreamP1_CTCF	1
chr17	9648338	9648488	id-40496	2.97e-06	-	AGTATGATGTCAAGTTTTGTCAGTAGAGGGCGCCA	V_CTCF_BR	39
chr17	9672024	9672174	id-40497	4.88e-05	+	CTGCTGTGCCGAAGGGTTTCCTGGAGAGATGAGCT	UpstreamP1_CTCF	38
chr17	9701383	9701533	id-40498	2.66e-05	-	ATACAAGGCTCTGCCCTGCCCTCAAGGGGTCAGCT	V_CTCF_BR	7
chr17	9705896	9706046	id-40499	4.43e-05	+	AGAACCCCAGGCAAGGCTGTCAACAGAAGGCACCG	V_CTCF_BR	4
chr17	9727544	9727694	id-40500	1.21e-05	+	GAGGCCTTACTAAGTTCCATCGCTAGAGGGCAACC	Upstream_CTCF	21
chr17	9742799	9742949	id-40501	6.43e-06	-	GAGAGGAGGCCATGGAGAAGCAGCAGAGGGTGCTG	V_CTCF_BR	27
chr17	9778137	9778287	id-40502	8.99e-05	-	GAATGAGCCTCCTTCCCAACAGGTAGGTGGTGCTG	V_CTCF_BR	10
chr17	9793519	9793669	id-40503	1.98e-08	-	TTGCAGCATCCTGCCATGGCCACATGGGGGCGCTT	UpstreamP1_CTCF	37
chr17	9803371	9803521	id-40504	8.79e-07	-	AAGCAGTGGGGATTGGCAAACAGCAGAGGGTGCAC	UpstreamP1_CTCF	13
chr17	9809366	9809516	id-40505	5.52e-10	+	GGTGAACTGCCTGAAGGGACCAGCAGGGGGCAGCC	Upstream_CTCF	35
chr17	9828159	9828309	id-40506	6.17e-09	+	GTGTATTAGCTAACTTTGACCACTAGGTGGAAGCA	UpstreamP1_CTCF	40
chr17	9832287	9832437	id-40507	4.01e-05	+	CCTGTATAGGAAAACATCCCCACCTGGCGGCAGTT	Upstream_CTCF	39
chr17	9862806	9862956	id-40508	1.18e-09	-	GCGGCACGCGGAACGTTCACCAGCAGAGGGCAGCG	V_CTCF_BR	40
chr17	9869043	9869193	id-40509	7.16e-08	+	GCTGCAGAATTGAAACCCTCCACTGGGTGGCACCA	Upstream_CTCF	38
chr17	9885605	9885755	id-40510	1.04e-07	-	GGAAGAAACTTGGAAGTCACCACCAGGTGGCAGAG	V_CTCF_BR	35
chr17	9887119	9887269	id-40511	1	+	NA	NONE	13
chr17	9891242	9891392	id-40512	1.63e-05	-	GTGGTTATTTTACCTGATAACCACAGGGGGCAGCA	Upstream_CTCF	40
chr17	10020954	10021104	id-40513	7.84e-05	+	AGACTAGGGACCAGCAGAGCAGCCAGGAGGCGCCT	V_CTCF_BR	15
chr17	10023192	10023342	id-40514	4.17e-05	+	GAGGATGTCACACCCAGGCACACCAGGAGGCCAAA	Upstream_CTCF	3
chr17	10031250	10031400	id-40515	1	+	NA	NONE	15
chr17	10031589	10031739	id-40516	2.5e-05	-	CTCTAATGGCTCCTGGGAGCAGCCAGAGGTCAGCA	UpstreamP1_CTCF	2
chr17	10130286	10130436	id-40517	1.22e-08	-	TTTACATGCCCGGCCACGGCCACTAGGGGGAGCTC	V_CTCF_BR	39
chr17	10199166	10199316	id-40518	1.67e-07	+	AAAGCATGCCTTTCCACAGCCAGGAGGTGGCAGCA	V_CTCF_BR	40
chr17	10220679	10220829	id-40519	2.18e-07	+	ACGCAGACCCTAAACACTGGCAGCAGGGGGCGCTG	V_CTCF_BR	39
chr17	10230999	10231149	id-40520	1.99e-11	+	GCTGCAATACTCCACATGACCACTGGGTGGCACCA	Upstream_CTCF	40
chr17	10252843	10252993	id-40521	1.64e-07	-	GAGGTTATACAAGGCATGTACACCAGGGGGCACAC	Upstream_CTCF	27
chr17	10261188	10261338	id-40522	5.72e-09	-	GGCGTGGGTGCTGCACTGACCACCAGGTGGAGCTG	V_CTCF_BR	39
chr17	10287583	10287733	id-40523	5.48e-05	+	TGTGCCCAAACCTCTGCCACAGCCAGGAGGCAGAA	Upstream_CTCF	5
chr17	10301780	10301930	id-40524	8.16e-07	-	AGCAGGAAGGCAAAGCTGAGCTGCAGAGGGCGCTG	V_CTCF_BR	10
chr17	10366849	10366999	id-40525	2.1e-06	+	TTGGCATTGCCGAAGGCTTCCAGTAGGGGGTTAGC	Upstream_CTCF	13
chr17	10517981	10518131	id-40526	3.07e-10	-	GTGCAGTTGATGGAAATGACCACCAGAAGGCAGGG	UpstreamP1_CTCF	40
chr17	10519943	10520093	id-40527	4.43e-12	+	GCTGCAGTACCCACTCCTGCCTCTAGGTGGCAGCC	Upstream_CTCF	40
chr17	10521543	10521693	id-40528	7.8e-08	-	CTGGGATTATAGGCGTGAGCCACTAGGTGGCACTG	V_CTCF_BR	40
chr17	10525569	10525719	id-40529	8.46e-07	+	AGTGTACTAAACTGATGGGCCGGGAGGGGGCATTC	Upstream_CTCF	6
chr17	10532212	10532362	id-40530	2.83e-10	+	CTGCAGCAGCCTTTTGTTACCAGCAGGGGGCGCAT	UpstreamP1_CTCF	40
chr17	10534485	10534635	id-40531	1.67e-07	+	GGTAAAGTTCTCCCGCCAGGCAGCAGGTGGCGCCA	V_CTCF_BR	40
chr17	10538703	10538853	id-40532	8.16e-07	-	AGCAGGAAGGCAAAGCTGAGCTGCAGAGGGCGCTG	V_CTCF_BR	15
chr17	10549844	10549994	id-40533	6.73e-07	+	AGGTTGTTTCTGTGCCAGAACACAAGGGGGCGCCA	UpstreamP1_CTCF	40
chr17	10551855	10552005	id-40534	1.61e-05	+	TTGGCGTTCCCAAAGGCCTCCAGCAGGGGATTGGC	UpstreamP1_CTCF	7
chr17	10587289	10587439	id-40535	2.19e-05	-	TGTACATTTGCTAAATCATCCAATAGGGGGAGACA	Upstream_CTCF	40
chr17	10600852	10601002	id-40536	9.84e-05	+	AGTCGCTCTGTCCGTCCCGCTCGTTGGTGGCGCTG	V_CTCF_BR	40
chr17	10640521	10640671	id-40537	1.96e-07	+	CTGTTGGAATTGTATGTGTCCACAAGATGGCGGAC	UpstreamP1_CTCF	40
chr17	10657537	10657687	id-40538	5.96e-07	+	TCTAGTCACTTCCGTGCTGCCAGCAGAGGGCGTGG	V_CTCF_BR	40
chr17	10668193	10668343	id-40539	2.39e-05	+	TGGATGTAGCATCATTAATGCACCAGGTGGCGTCC	UpstreamP1_CTCF	3
chr17	10675864	10676014	id-40540	3.42e-09	+	CTTGTAATTCCAGAAGCTGACACTAGGGGGTGCCC	Upstream_CTCF	40
chr17	10748576	10748726	id-40541	2.83e-10	-	CAGCACTGCTCCAAGTTCACCACTAGGTGGCAGGC	UpstreamP1_CTCF	40
chr17	10779399	10779549	id-40542	5.08e-07	+	TACGATTTCACAGGAGTGGCCACTAGGTGGTGGTG	V_CTCF_BR	40
chr17	10782552	10782702	id-40543	7.73e-06	+	GGTTGTTTTTTCCCCTCAACCTGTAGGAGGCACCA	V_CTCF_BR	27
chr17	10788646	10788796	id-40544	6.84e-06	-	ACTTAAAGTATGTACTCCATCTGCAGGGGGCGCCA	V_CTCF_BR	9
chr17	10935232	10935382	id-40545	1.01e-05	-	CTTGCCATCCCAAAGCTTCCCACTAGGTGTGCTGT	Upstream_CTCF	21
chr17	10942718	10942868	id-40546	1	+	NA	NONE	2
chr17	11048063	11048213	id-40547	2.04e-05	-	AAGGATCTCTTTCTTCAAACCACTAGAGGGCATTG	V_CTCF_BR	37
chr17	11143379	11143529	id-40548	2.19e-05	+	CTCCTGGCTGCGAGTATCACCACTAGGGAGAGGCA	UpstreamP1_CTCF	5
chr17	11144682	11144832	id-40549	5.34e-06	-	TCCAGCGAGAGCAGCAGCAGCAGCAGGAGGCGCCG	V_CTCF_BR	2
chr17	11167937	11168087	id-40550	6.43e-10	+	CTGCAATAAGGATATATAGCCACTAGGTGGCAGTG	UpstreamP1_CTCF	29
chr17	11200439	11200589	id-40551	3.4e-06	-	ATCTCCAAACTCTTACTCTCCACTAGATGGAGCTC	V_CTCF_BR	23
chr17	11294580	11294730	id-40552	4.11e-07	+	GTGAAGGCACCGTAGGACACCTGTAGGGGGCAGTA	UpstreamP1_CTCF	12
chr17	11373243	11373393	id-40553	4.14e-06	+	CATACAAAGAGAAGAAGAGACACCAGAGGGCTCTC	V_CTCF_BR	3
chr17	11531777	11531927	id-40554	1.17e-05	-	GGATGTTACACCCTGCCGCCAGCCAGGTGGCGGTG	V_CTCF_BR	9
chr17	11547704	11547854	id-40555	1.71e-06	-	CGCGAACATCTTACTCTGGCCACTAGAGGGCATCT	V_CTCF_BR	39
chr17	11646330	11646480	id-40556	1	+	NA	NONE	7
chr17	11701209	11701359	id-40557	1.41e-09	+	GCTGCAGCTCCTGCCGCAGACCCTAGGGGGCAGCA	Upstream_CTCF	23
chr17	11775226	11775376	id-40558	6.39e-08	+	CTGCCCACTGCCCTCCAGGCCACCTGGGGGCAGCA	V_CTCF_BR	10
chr17	11784166	11784316	id-40559	2.27e-06	-	AGTACATTATGAACAATTTCCAGCAGATGGCAGTG	V_CTCF_BR	22
chr17	11802913	11803063	id-40560	5.98e-05	+	GCTCAGTTTTGTGGAGACGCCAGAGGGGGTTGCAG	UpstreamP1_CTCF	9
chr17	11812801	11812951	id-40561	1.35e-05	-	ATGCACCATATGTGCAAAGCCACATGGGGGAGCAC	UpstreamP1_CTCF	16
chr17	11826040	11826190	id-40562	2.67e-06	-	ACTTTACTGGGAGGTGTGGCCAGTAGGGGCAGGAT	Upstream_CTCF	10
chr17	11839215	11839365	id-40563	7.82e-06	-	CTGTCGAATTATCCCATGGACACTAGGGGACGCTG	UpstreamP1_CTCF	40
chr17	11884251	11884401	id-40564	3.88e-06	-	AGCTCCTAGTTAAAACAGGTCAGCAGGGGGCAGTC	V_CTCF_BR	40
chr17	11890399	11890549	id-40565	1.56e-06	-	GTTGTAATATCTTATAAACCCACAAGATGGTGCCA	Upstream_CTCF	39
chr17	11900074	11900224	id-40566	1	+	NA	NONE	19
chr17	11988992	11989142	id-40567	2.78e-06	-	CTGTGGGCTGCTGATACTGTCAGCAGAGGGCTCTA	V_CTCF_BR	16
chr17	12084106	12084256	id-40568	1.19e-06	+	GTTACATTCATCTCATTGGCCACTTGGGGGAGCCA	V_CTCF_BR	40
chr17	12159817	12159967	id-40569	1.71e-06	+	GTGAGCATGGCATTTACTGCCACTGGGTGGCAGTG	V_CTCF_BR	38
chr17	12246060	12246210	id-40570	1.08e-08	+	GCCTCCTCCCCCCATCCCTCCAGCAGGGGGCAGTA	V_CTCF_BR	35
chr17	12299196	12299346	id-40571	2.08e-07	+	GTGCAGCTGCCACATCCATCCAGTAGGGGCGCCAA	UpstreamP1_CTCF	39
chr17	12449341	12449491	id-40572	8.5e-06	+	GCTGACTTCTTACGTTCTGCCAATAGGTGGTGCTA	Upstream_CTCF	40
chr17	12450426	12450576	id-40573	9.29e-06	+	ACTTTAATATCTATACTTTACAATAGGGGGAGCAT	Upstream_CTCF	13
chr17	12457675	12457825	id-40574	1	+	NA	NONE	5
chr17	12570812	12570962	id-40575	1	+	NA	NONE	38
chr17	12645694	12645844	id-40576	1.22e-07	-	AGTGTGTTTCCACCGGTGTCCAGAAGAGGGGGCTC	Upstream_CTCF	40
chr17	12743937	12744087	id-40577	7.82e-06	+	GGGCTCCCACTCATCATCACCACGAGGGGGCCTGC	UpstreamP1_CTCF	4
chr17	12757351	12757501	id-40578	7.61e-08	-	CTTGCAAGGCTACTCATCACCACCAGGAGACACGG	Upstream_CTCF	13
chr17	12832170	12832320	id-40579	1.85e-05	+	TCTCTTTTTCTCCTATTTTCCATCAGGTGGCAGCA	Upstream_CTCF	33
chr17	12906527	12906677	id-40580	1.59e-06	-	CACTCGTGAAGAAAATGCACCGCTAGGTGGCGCAG	V_CTCF_BR	40
chr17	12921006	12921156	id-40581	1.59e-06	-	GCGGCCCAAACACCGTGTACCTGCAGGTGGTGGCA	V_CTCF_BR	15
chr17	12927886	12928036	id-40582	1.51e-08	+	GTGCGATGCGCGCCCTTGGTCACTAGAGGGCGCAG	UpstreamP1_CTCF	40
chr17	12933854	12934004	id-40583	3.6e-07	+	ATCGTGTTACCAACAATGAACACTAGGGGGCAGTG	Upstream_CTCF	40
chr17	12935230	12935380	id-40584	8.17e-09	-	GTGAAGGAACCCACATCCACCACTAGGTGGCGGAC	UpstreamP1_CTCF	40
chr17	13017934	13018084	id-40585	1.21e-09	+	GAGCAGTTTCGCCGTGAGGCCAGGAGAGGGCGGGC	UpstreamP1_CTCF	40
chr17	13018664	13018814	id-40586	1.47e-05	-	CAGATGAAACCAGCTGCCCCCAGCGGCGGGCAGCT	V_CTCF_BR	2
chr17	13044150	13044300	id-40587	1	+	NA	NONE	18
chr17	13086410	13086560	id-40588	8.89e-06	-	CCTGCTATTCAGCAGTCAACCTGGAGAGGTGATCA	Upstream_CTCF	4
chr17	13087730	13087880	id-40589	1.7e-05	+	TCTGCAGTTGACTCTTGAACAGCATGGGGGCGTGG	Upstream_CTCF	4
chr17	13110204	13110354	id-40590	5.13e-05	-	AACCAAATATGGCATGTTCTCACAAGGGGGAGCTA	V_CTCF_BR	6
chr17	13133964	13134114	id-40591	1	+	NA	NONE	9
chr17	13159973	13160123	id-40592	2.34e-06	-	ACTCGGTTCCCAAGTTTAACCTCCAGGTGGCCCTG	UpstreamP1_CTCF	2
chr17	13209998	13210148	id-40593	1.28e-06	+	CTTACTACTCATTGCAGAACCAGAAGGGGGAGCCA	V_CTCF_BR	37
chr17	13241224	13241374	id-40594	3.36e-07	+	TTTCCGATGCATTCTGCAGCCACTAGATGGCTCCG	V_CTCF_BR	40
chr17	13249311	13249461	id-40595	1	+	NA	NONE	12
chr17	13249691	13249841	id-40596	7.84e-05	+	ATCTCTAGCGTCAGCAAAGCCACAAGATGTCAAAA	V_CTCF_BR	16
chr17	13251608	13251758	id-40597	2.6e-05	+	TAGCAATTACTCTATCTCACCATGAGAGGTCTGTC	UpstreamP1_CTCF	13
chr17	13257049	13257199	id-40598	1.77e-05	+	GCAGGAGTTCTTTCCCCAAGCTCAAGAGGGCTTTG	Upstream_CTCF	4
chr17	13319554	13319704	id-40599	1	+	NA	NONE	8
chr17	13393829	13393979	id-40600	7.78e-06	+	CCTACAGTTCCCTGGTTGACCAGCTGTTGCAGGCC	Upstream_CTCF	16
chr17	13416481	13416631	id-40601	1	+	NA	NONE	10
chr17	13480100	13480250	id-40602	2.4e-05	+	ATCACAATTTTCATGTCTAGCACTAGATGGCAGAA	V_CTCF_BR	25
chr17	13495287	13495437	id-40603	1	+	NA	NONE	13
chr17	13498197	13498347	id-40604	3.36e-07	+	TCCTTCCTGACTCCTCCTCCCACTAGGTGGCGCTA	V_CTCF_BR	40
chr17	13501169	13501319	id-40605	3.4e-06	+	GATTTGTCCCTTTGTGAGGACAGTAGGTGGCACTG	V_CTCF_BR	40
chr17	13522945	13523095	id-40606	2.6e-05	-	GGGTTTTTCCACTTCCGGGCCACACGAGGGCACAC	UpstreamP1_CTCF	14
chr17	13550950	13551100	id-40607	1.04e-05	+	TGTTTTTGTTGCAGCATCACAAGCAGATGGCAGCA	V_CTCF_BR	12
chr17	13582711	13582861	id-40608	3.4e-06	-	CACAGGAGAAACAGCATCACCTGGAGGGGGAAGTC	V_CTCF_BR	5
chr17	13638920	13639070	id-40609	1	+	NA	NONE	20
chr17	13695692	13695842	id-40610	1	+	NA	NONE	11
chr17	13813586	13813736	id-40611	3.16e-06	-	TGGCTCTTTTCTCACAGCTCCACTAGGTGGTGCCT	UpstreamP1_CTCF	21
chr17	13829029	13829179	id-40612	2.91e-05	-	TCTGGGTTAATATCAGCCTCCATTAGGGGGAGACA	Upstream_CTCF	31
chr17	13839096	13839246	id-40613	2.47e-05	+	CATCCAAGTCCCCAACTGGCCATAGGGTGGAGCCC	Upstream_CTCF	1
chr17	13842649	13842799	id-40614	1.47e-05	-	TGGAGCCCCACTGCTCAAACCTCTAGAGGGAGCAT	V_CTCF_BR	16
chr17	13844311	13844461	id-40615	1	+	NA	NONE	11
chr17	13844748	13844898	id-40616	4.7e-06	-	GTGGAAAAACCAGCAGGAACCAGCAGATGGCTACA	V_CTCF_BR	14
chr17	13923123	13923273	id-40617	9.29e-06	-	TCAGTAGTTCCTTCTCTTTAATCCAGTGGGCGGTG	Upstream_CTCF	7
chr17	13951562	13951712	id-40618	1	+	NA	NONE	40
chr17	13956613	13956763	id-40619	1	+	NA	NONE	10
chr17	13965693	13965843	id-40620	1	+	NA	NONE	21
chr17	14016556	14016706	id-40621	6.84e-06	-	TGAGAGTGAAGGGAGGAAGGCACAAGGGGGCAGAG	V_CTCF_BR	15
chr17	14080426	14080576	id-40622	1	+	NA	NONE	3
chr17	14100003	14100153	id-40623	7.17e-05	+	CCTCCACTTCCTTCTCTCTCCACTAGGGCTCCACC	Upstream_CTCF	39
chr17	14106824	14106974	id-40624	4.14e-05	-	CAGCACAGAGTGCAGAGTGACACTAGGGGCAGGCT	UpstreamP1_CTCF	39
chr17	14115218	14115368	id-40625	8.81e-07	+	GTCTTTCCTCACAAGCCGGCAGCCAGGGGGCGCTG	V_CTCF_BR	37
chr17	14171709	14171859	id-40626	1	+	NA	NONE	14
chr17	14198326	14198476	id-40627	5.12e-06	+	GAGCGGTTCCGATGCCCGCCCGGAAGAGAGCGCTC	UpstreamP1_CTCF	10
chr17	14200752	14200902	id-40628	3e-06	-	CTGCGGGACAGCCGGGAGCGGAGCAGAGGGCAGCC	UpstreamP1_CTCF	32
chr17	14204466	14204616	id-40629	1	+	NA	NONE	21
chr17	14205977	14206127	id-40630	7.49e-07	-	TTGCAGTGCGCGCCTTTGCCCGACAGGGACCAGCA	UpstreamP1_CTCF	40
chr17	14262590	14262740	id-40631	1.67e-07	-	CCACCTGGCCGAGAGCTGGCCTCCAGGTGCCGCTG	V_CTCF_BR	3
chr17	14418492	14418642	id-40632	1.77e-05	-	AGTACACTCAATGCCTCAGCCACCAGAGGGACGTG	Upstream_CTCF	21
chr17	14457336	14457486	id-40633	1	+	NA	NONE	8
chr17	14591567	14591717	id-40634	9.71e-06	-	ATTGCAGATCTTAGACTTGCAGCTAGAGGCAGCAC	Upstream_CTCF	31
chr17	14641298	14641448	id-40635	2.31e-06	+	CTAGTTGTGCCTGCGCTCTCCTCTAGGGGAGGGCA	Upstream_CTCF	29
chr17	14672351	14672501	id-40636	2.4e-05	+	GGCACAATGCTAAGTGTTTACAGTAGAGGGTGCTG	V_CTCF_BR	18
chr17	14688436	14688586	id-40637	2.94e-06	-	CTTGTTCTACCTACTCAGCCCAGCAGGGTGTGCTT	Upstream_CTCF	15
chr17	14708772	14708922	id-40638	4.85e-07	-	CAGCATTCCTGAACTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	21
chr17	14715172	14715322	id-40639	1	+	NA	NONE	26
chr17	14717119	14717269	id-40640	7.73e-06	-	CAGATATCCTCTTTCTAAGACAGCAGGGGGCGCTT	V_CTCF_BR	25
chr17	14789613	14789763	id-40641	1.91e-09	+	GTGCAGTTCAACATAAAAGCCAGTAGATGGCACTT	UpstreamP1_CTCF	37
chr17	14829970	14830120	id-40642	5.51e-07	-	TGGTTTTCTGTCGAGTCTACCAGTAGAGGGCGCCT	V_CTCF_BR	40
chr17	14838567	14838717	id-40643	1	+	NA	NONE	7
chr17	14860924	14861074	id-40644	2.01e-05	+	TCAGAGGTCCCAGAGGACGTCCCAAGGGGGCAGAG	Upstream_CTCF	2
chr17	14932920	14933070	id-40645	4.68e-07	-	TTGTGTATCAGGCAGGGTCCCAGCAGGGGGCAGAA	V_CTCF_BR	16
chr17	14941959	14942109	id-40646	4.17e-05	-	GGTGTTGTGTGCCCGACTGCCTGCAGGGTACTCCC	Upstream_CTCF	6
chr17	14951820	14951970	id-40647	3.81e-05	-	CTACATGGCTCAACCACAACCACAAGGAGTCAGTA	V_CTCF_BR	22
chr17	14995250	14995400	id-40648	6.17e-09	-	GTGCAATCCTAGCCTGTGCCCAGAAGATGGAGCTG	UpstreamP1_CTCF	31
chr17	15037706	15037856	id-40649	2.73e-07	+	CATGCAGCAAGCCTGAAGACCCCTAGGTGGAGCCC	Upstream_CTCF	3
chr17	15046971	15047121	id-40650	1	+	NA	NONE	4
chr17	15059494	15059644	id-40651	1	+	NA	NONE	32
chr17	15072244	15072394	id-40652	1	+	NA	NONE	2
chr17	15074863	15075013	id-40653	3.12e-08	-	GTGCAGTACCAGGCCTCCGCCACAGGGCGGTGGGA	UpstreamP1_CTCF	40
chr17	15117131	15117281	id-40654	8.16e-07	-	TGGGTTTCAAAATAGATTTCCAGCAGGGGGAGCCC	V_CTCF_BR	39
chr17	15135606	15135756	id-40655	1.04e-06	-	TTTGCTGTCTTCTGAACTTCCTGTAGGTGGCAGGT	Upstream_CTCF	15
chr17	15136448	15136598	id-40656	6.84e-06	+	TGACTCACTTTCTCAGCAACCAGTAGGTGGAGATG	V_CTCF_BR	39
chr17	15151589	15151739	id-40657	3.8e-08	+	GAGCAAAGCCTGTGTCTGGCCACTAGTGGGCACAA	V_CTCF_BR	40
chr17	15155271	15155421	id-40658	1	+	NA	NONE	4
chr17	15160767	15160917	id-40659	1.38e-06	+	GCTGAGTCACTACTTGTAACCACCAGGTGTCAGTA	V_CTCF_BR	40
chr17	15164155	15164305	id-40660	2.47e-07	-	CGGCTGCTGCCCCCTCTCGGCGGCAGGCGGCGCGA	UpstreamP1_CTCF	39
chr17	15164635	15164785	id-40661	4.65e-06	-	CTGCACCACCTCTCCGGAGCCGCCAGAGTCTGCGC	UpstreamP1_CTCF	29
chr17	15165789	15165939	id-40662	1.39e-05	+	GCGGGGCTGCGCGCGCGCGAAGCAAGGGGGCAGTG	V_CTCF_BR	30
chr17	15166688	15166838	id-40663	4.01e-05	-	GCGCCTCTGCCAAGCCGAGACTGAAGGGGGCTAGC	V_CTCF_BR	5
chr17	15168547	15168697	id-40664	3.73e-06	-	GCTTCAGTTACAGGGAGCACCACCAGGGAACATCT	Upstream_CTCF	11
chr17	15171468	15171618	id-40665	3.22e-05	+	AAGCACTGGCAGAATCCTGCCTGTAGGTGAGATTT	UpstreamP1_CTCF	9
chr17	15280622	15280772	id-40666	3.88e-06	-	TGAAGACTAACGAAGGGCACCACAAGGGGGTGGAC	V_CTCF_BR	21
chr17	15312285	15312435	id-40667	1	+	NA	NONE	8
chr17	15337581	15337731	id-40668	1	+	NA	NONE	13
chr17	15340151	15340301	id-40669	2.18e-07	+	TGTGCCCTGATAGGCTCAGCCCCCAGGGGGAGCTA	Upstream_CTCF	38
chr17	15349512	15349662	id-40670	2.6e-06	-	GGTAAAGAAGTGGAGAGAGTCAGAAGGGGGCGCCA	V_CTCF_BR	30
chr17	15360608	15360758	id-40671	4.3e-06	-	TGTGCCTTTCACATTTCCCACCCTAGAGGGCAAAA	Upstream_CTCF	25
chr17	15406228	15406378	id-40672	8.17e-09	-	GTGCGGCTCCAGGCAACTGCCAACAGATGGCGCCC	UpstreamP1_CTCF	40
chr17	15429954	15430104	id-40673	1.72e-06	-	CTTGTAGCTTGCACTTGGTCCTCTAGATGGCAATA	Upstream_CTCF	40
chr17	15554497	15554647	id-40674	2.04e-05	+	TGGTCCTTCACTGGCTCGGTCAGCAGGTGGCTTTG	V_CTCF_BR	25
chr17	15555082	15555232	id-40675	1	+	NA	NONE	20
chr17	15572974	15573124	id-40676	1.08e-05	-	TTACTGTGGCAGTATATCCCCACGAGGTGGTGGTA	UpstreamP1_CTCF	20
chr17	15587305	15587455	id-40677	1.85e-05	-	ACTGTAATTCCTTCTGCTGGAGCTAGGGTTCGGCC	Upstream_CTCF	10
chr17	15643493	15643643	id-40678	4.17e-05	-	GCTGAAGTCCTGCCTACTACGTCCTGGTGGACAAA	Upstream_CTCF	11
chr17	15732147	15732297	id-40679	1.67e-07	+	GGGCGTTGTTCACAGCTCAGCAGCAGAGGGCGCCA	V_CTCF_BR	40
chr17	15752487	15752637	id-40680	3.31e-06	+	GGGCACTTTCCAGGTACTACCACATGGAGCCGCTG	UpstreamP1_CTCF	38
chr17	15785485	15785635	id-40681	1.38e-06	-	TCTCAGCCACCGGCCACCACCTCCAGGGGGCATGC	V_CTCF_BR	33
chr17	15848027	15848177	id-40682	3.1e-07	-	CAGCAGGTCCCAGGAGCCGCCGCGAGAGGACCCCC	UpstreamP1_CTCF	29
chr17	15848458	15848608	id-40683	8.16e-07	+	CCCCTCGCCCGGCGCGCCTTCGGTAGGGGGCGCCC	V_CTCF_BR	39
chr17	15857737	15857887	id-40684	1	+	NA	NONE	25
chr17	15881144	15881294	id-40685	8.99e-05	-	TGTCCCTTTTCCCTCCAGGACTGCAGGAGGTGCTG	V_CTCF_BR	15
chr17	15900943	15901093	id-40686	1	+	NA	NONE	5
chr17	15901903	15902053	id-40687	9.51e-07	-	AGCACCATTTTTTTTCTGACCAGCAGAGGGTACTC	V_CTCF_BR	40
chr17	15902897	15903047	id-40688	3.81e-05	-	GGCGGGGGGTCAGGATCCTCCACAGGTAGGCGCAG	V_CTCF_BR	15
chr17	15917311	15917461	id-40689	5.52e-05	-	TTATAGTTTCACGTTTCAACCACCAGGGGAGCATG	UpstreamP1_CTCF	39
chr17	15931569	15931719	id-40690	1	+	NA	NONE	27
chr17	15961768	15961918	id-40691	1	+	NA	NONE	4
chr17	16004169	16004319	id-40692	1.15e-06	-	ACTGTTGTGCCTGAGGAGGGCAGCAGTGGGATGTG	Upstream_CTCF	21
chr17	16118868	16119018	id-40693	2.11e-06	-	AGGTAGGAGAGGCGCCCGGCCAGCGGAGGGAGTTG	V_CTCF_BR	40
chr17	16189227	16189377	id-40694	2.46e-06	+	TTGCTGCCTCCCACAGTGGCCCTTGGGGGGCGATA	UpstreamP1_CTCF	40
chr17	16190447	16190597	id-40695	4.7e-06	-	ATCGCAAGCCCTGGGGCAGACAGCAGGAGGAGCAG	V_CTCF_BR	33
chr17	16191066	16191216	id-40696	4.73e-07	-	TCGGCAGTTCTGTTGCTCTGCACCAGGGAGCAATT	Upstream_CTCF	13
chr17	16208194	16208344	id-40697	2.2e-07	+	CTGCATCCCTGGCCACTACCCACTAGATGTCAGTA	UpstreamP1_CTCF	40
chr17	16208970	16209120	id-40698	4.03e-06	-	CTCAACTCCCAGGCTGTTGCCATCAGGTGGAGCTG	UpstreamP1_CTCF	5
chr17	16232319	16232469	id-40699	1.84e-05	-	TAGTGGCTGCCCTAACTGGCCTCCAGGGGCTTCCT	UpstreamP1_CTCF	35
chr17	16256749	16256899	id-40700	2.5e-05	-	CGGCGGGGGCGCGCGCAGGCCGGCGGGGGCGCGCC	UpstreamP1_CTCF	25
chr17	16267194	16267344	id-40701	1.3e-09	+	TGTGCAGAATCCACAACAGCCACTAGGGGGCAGGA	Upstream_CTCF	40
chr17	16284598	16284748	id-40702	1.31e-05	+	GGACAGTGGGCCTTGTTGACCTGAGGGGGGCGAGG	V_CTCF_BR	30
chr17	16290054	16290204	id-40703	1.1e-06	+	GAATTGTGCTTCACGGTCACCACCAGGTGTCGCGA	V_CTCF_BR	40
chr17	16310797	16310947	id-40704	5.48e-05	+	GAGGCAGGTCGGGGTGTGAGGGGTGGGAGGCGCGG	Upstream_CTCF	14
chr17	16318361	16318511	id-40705	4.31e-07	-	AAGGTGCTCCAAGCACCAGCCAGCAGGTGGAGACA	V_CTCF_BR	40
chr17	16331502	16331652	id-40706	5.96e-07	+	AGGCTCCCACTCAGCCAGGCCAGCAGGGGGCATGC	V_CTCF_BR	40
chr17	16349707	16349857	id-40707	1.28e-06	+	AAAGAGTTTGGTGAAAGTTCCAGCAGAGGGCACAA	V_CTCF_BR	26
chr17	16356648	16356798	id-40708	1.96e-08	+	CATCACTGCACTGCCATTGCCACAAGGGGGCAGCC	V_CTCF_BR	40
chr17	16360139	16360289	id-40709	1.09e-07	+	TTGCAGTCCTCCCCCGATCCCTGAAGATGGCAGGA	UpstreamP1_CTCF	16
chr17	16367124	16367274	id-40710	5.55e-07	+	ATTGCACTGCTCTTATCTGCCAGGGGGTGGTGAGA	Upstream_CTCF	34
chr17	16371355	16371505	id-40711	1	+	NA	NONE	10
chr17	16373755	16373905	id-40712	6.98e-07	-	TGCCAGTGATGTTCTAGAGCCAGGAGGGGGAGCAG	V_CTCF_BR	20
chr17	16389133	16389283	id-40713	1.06e-05	-	CCTGCATCCCCACTCCCTGTCTGCAGGGGAGAGAC	Upstream_CTCF	10
chr17	16389612	16389762	id-40714	8.5e-06	-	TCTGTAGTGGCTAAGCACGACCGCAGGGGCTGTAG	Upstream_CTCF	13
chr17	16395635	16395785	id-40715	5.96e-07	+	CGTCCTCTCGGCAGTCGCGCCTCCTGCGGGCGGCA	V_CTCF_BR	16
chr17	16407663	16407813	id-40716	1	+	NA	NONE	3
chr17	16409615	16409765	id-40717	5.52e-05	-	ACGCCATTTTACATTCCCACCAGCAGGGCACAAGG	UpstreamP1_CTCF	35
chr17	16411347	16411497	id-40718	1	+	NA	NONE	3
chr17	16424687	16424837	id-40719	1.03e-06	-	AGCTAATCCTCTTATCCCACCACTAGATGGCAGGA	V_CTCF_BR	40
chr17	16429008	16429158	id-40720	8.71e-06	+	CCCCAAGTACTTGGGACTACAGGCAGGTGGCACCA	V_CTCF_BR	34
chr17	16438801	16438951	id-40721	6.51e-05	-	AGTTTGTAAGATCTTCCCACCCCAAGGGGGAGATC	V_CTCF_BR	24
chr17	16440293	16440443	id-40722	1	+	NA	NONE	39
chr17	16487651	16487801	id-40723	1.71e-06	+	CCTGTGCAGCTCCCCGAAGCCGCAGGAGGGCGCCC	V_CTCF_BR	39
chr17	16492756	16492906	id-40724	1.31e-09	-	CTGCACTGCACCTAGAGGGCCGCAAGAGGGCGCGC	UpstreamP1_CTCF	40
chr17	16593260	16593410	id-40725	3.06e-08	-	CCAGAAAAAGACTCCTTGGCCTGCAGGTGGCGCTG	V_CTCF_BR	2
chr17	16593413	16593563	id-40726	1	+	NA	NONE	36
chr17	16654650	16654800	id-40727	1.82e-06	+	GTGTAATTCAGTCTGCAATCCAGGAGATGGTGCTC	UpstreamP1_CTCF	40
chr17	16719276	16719426	id-40728	1	+	NA	NONE	3
chr17	16722200	16722350	id-40729	8.21e-06	+	ACTCATTGGGCATCCTCGCCCTCCAGCAGGCGGCG	V_CTCF_BR	6
chr17	16764642	16764792	id-40730	2.4e-05	-	TGAGGGGGCTCAGGCTTGACCATCAGGGGGTGCTC	V_CTCF_BR	16
chr17	16769264	16769414	id-40731	1	+	NA	NONE	16
chr17	16776638	16776788	id-40732	4.31e-09	-	CAGCACCTCTTGATGGTCCCCAGCAGGTGGCGCCA	UpstreamP1_CTCF	40
chr17	16819408	16819558	id-40733	7.55e-07	+	AGCATTGGTGGAGGGGGAGCCACCAGGGGGCATCT	V_CTCF_BR	40
chr17	16823348	16823498	id-40734	2.11e-06	+	GCATAGTCCCACAGCCTGGCCCCAGGGTGGCGCCC	V_CTCF_BR	15
chr17	16825767	16825917	id-40735	4.21e-05	+	AACCTTCTGCAAATGCAGCCCAGTAGGTGTCAGAC	V_CTCF_BR	31
chr17	16849065	16849215	id-40736	2.04e-05	-	GGAGGGGAAACAGACGCCACCTCTTGGTGGAAGGA	V_CTCF_BR	23
chr17	16856783	16856933	id-40737	1	+	NA	NONE	2
chr17	16866208	16866358	id-40738	8.71e-06	+	AAAATGGACAAGTCAAGGACCAGCAGGGGGAGTGG	V_CTCF_BR	33
chr17	16894817	16894967	id-40739	1.28e-06	-	AGCATCGGTGGAGGGACAGCCGCCAGGGGGCGTCT	V_CTCF_BR	40
chr17	16900972	16901122	id-40740	3.47e-07	+	TGGCACCTCCCTATGGTCACCAGCATGTGGCACCC	UpstreamP1_CTCF	23
chr17	16905200	16905350	id-40741	6.2e-10	+	CGGCGCCTCCCAATGGTCACCAGCAGGTGGCGCCG	V_CTCF_BR	40
chr17	16913367	16913517	id-40742	1	+	NA	NONE	38
chr17	16923034	16923184	id-40743	1	+	NA	NONE	4
chr17	16929570	16929720	id-40744	1	+	NA	NONE	4
chr17	16931360	16931510	id-40745	9.88e-07	+	GCTGCTGGACCATCACAGGGCAGAGGGGGTCAGAC	Upstream_CTCF	12
chr17	16932628	16932778	id-40746	1	+	NA	NONE	3
chr17	16933350	16933500	id-40747	2.01e-05	+	ATTGCACCTGCTGTCCTGTCCCCCGGGTGCATCAC	Upstream_CTCF	4
chr17	16935868	16936018	id-40748	1.93e-05	-	ACTCAGAGGCCTCTAGGGCCAGGCAGGTGGCAGCA	V_CTCF_BR	23
chr17	16959223	16959373	id-40749	1	+	NA	NONE	19
chr17	16990911	16991061	id-40750	5.34e-06	-	GCCTAGAGGCGCTCACCGTCCTGTAGAGGGAGATC	V_CTCF_BR	7
chr17	17012072	17012222	id-40751	4.88e-05	-	GGGAGAGGGCGCTGCCATGCCACATGGTGTAACTG	V_CTCF_BR	16
chr17	17012677	17012827	id-40752	6.05e-06	+	TCAACAGTTAAGTAAATGGACGGCAGGTGGCAGGA	V_CTCF_BR	16
chr17	17024168	17024318	id-40753	1	+	NA	NONE	14
chr17	17024628	17024778	id-40754	1	+	NA	NONE	5
chr17	17033480	17033630	id-40755	3.88e-07	-	GTGCTGTTGACAGGTGGTGGCGGCAGAGGCCAGGC	UpstreamP1_CTCF	7
chr17	17044038	17044188	id-40756	3.09e-05	-	GAGCTGTCCTTGCTGCCAGTCACCAGCAGGCCAAC	UpstreamP1_CTCF	27
chr17	17045282	17045432	id-40757	2.18e-07	+	TCTGCGCTCTCCTGCTGTGCCGCTGGGTGGCGCTG	Upstream_CTCF	40
chr17	17050167	17050317	id-40758	2.83e-07	-	CTGTGAAATGGCATCTCCACCTGCAGGTGGCAGCC	V_CTCF_BR	35
chr17	17059049	17059199	id-40759	2.33e-07	+	CTGCAGCAAGCTCTCCCACCCTCCAGGGGCCACAT	UpstreamP1_CTCF	17
chr17	17075506	17075656	id-40760	3.48e-06	+	GTGAAGATATGTAGCTTCACCGGCAGGTGGCCCTA	UpstreamP1_CTCF	10
chr17	17093587	17093737	id-40761	4.88e-05	+	CAGGTTGTTCTGCAGCCACCCCTTAGAGGGGGCTC	Upstream_CTCF	7
chr17	17120199	17120349	id-40762	1	+	NA	NONE	14
chr17	17173347	17173497	id-40763	8.99e-05	+	GGAGGTGGAGGTTGCAGTGACCAGAGATGGCGCCA	V_CTCF_BR	38
chr17	17217030	17217180	id-40764	3.84e-06	-	TGGCAGGTTCCTTTTCATTCCTCAAGATGGCAGCA	UpstreamP1_CTCF	39
chr17	17253776	17253926	id-40765	1	+	NA	NONE	15
chr17	17254049	17254199	id-40766	4.59e-07	+	CTGCTCTTCAGCAGCGGGGCCTCCAGCAGGGGGGC	UpstreamP1_CTCF	7
chr17	17258330	17258480	id-40767	7.33e-10	+	GGACATTGTCCTGGTGTGGCCACCAGGTGGCAGCA	V_CTCF_BR	40
chr17	17259483	17259633	id-40768	4.88e-08	+	CTGCAATTCACACAAATGGCCACTGGATGATGCCA	UpstreamP1_CTCF	40
chr17	17289173	17289323	id-40769	8.59e-05	+	GGTGGCAATGCCTAAGTCCTCGCCAGGAGGCAGTA	V_CTCF_BR	6
chr17	17291474	17291624	id-40770	8.71e-06	+	GAGCCTGCACTACCTCTTCCCACCTGTGGGCTCCC	V_CTCF_BR	39
chr17	17304609	17304759	id-40771	5.92e-05	-	ACCCTTGGGACTGCAGCCACCATTAGAGGGCGCTT	V_CTCF_BR	35
chr17	17328393	17328543	id-40772	1.95e-07	-	CAAGTAGCTTCCATAGCTGCCGCCAGGGGACACAG	Upstream_CTCF	10
chr17	17336722	17336872	id-40773	1	+	NA	NONE	8
chr17	17338811	17338961	id-40774	3.91e-06	-	GAGGCAGGCTCAGCTCCTGCAGCCAGGGGGCTGCC	Upstream_CTCF	33
chr17	17343413	17343563	id-40775	9.62e-08	-	CTGCAATGAGGGCATCCAGCCAGCAGGTGGACTGT	UpstreamP1_CTCF	40
chr17	17349224	17349374	id-40776	9.25e-06	-	GCTATTAGGCAGAACTGGCCCAGTGGGTGGCAGTC	V_CTCF_BR	19
chr17	17384470	17384620	id-40777	4.88e-05	+	GCTGGGACCATGTCCGGTCCACCCAGGTGGCGCTC	V_CTCF_BR	4
chr17	17400221	17400371	id-40778	5.23e-10	+	TCGGCACCGCGCGCTCGGGCCGCCAGAGGGCAGCA	V_CTCF_BR	40
chr17	17404428	17404578	id-40779	7.55e-07	-	GTAGTCGGCAGAGGCTTAGCCAGGTGAGGGCGCGA	V_CTCF_BR	20
chr17	17408979	17409129	id-40780	4.7e-06	+	TCGCCCTGCGCAGGGCCTGCCACTTGGGGCAGGCC	V_CTCF_BR	3
chr17	17412969	17413119	id-40781	1.84e-06	+	GGACCCAACAGGCACGCAGACAGCAGAGGGCGTGG	V_CTCF_BR	4
chr17	17414105	17414255	id-40782	6.43e-06	-	GGAGACCAGCGGCGGGGGCCCTCCAGTGGCCAGTG	V_CTCF_BR	0
chr17	17414672	17414822	id-40783	2.01e-05	-	CTCAAGGAGCTTGTGCCTGCCAGTAGGGGTCCCCC	UpstreamP1_CTCF	7
chr17	17415404	17415554	id-40784	8.99e-05	+	AACAAGGCCTGAGAGTCTTCTGCAAGGGGGAGCTG	V_CTCF_BR	6
chr17	17426663	17426813	id-40785	3.18e-06	+	TCCTCAAGGCCACTGACTCCCAGAAGGTGGCTCCC	V_CTCF_BR	7
chr17	17472137	17472287	id-40786	4.68e-07	-	TGCACCCCAGGGTGGCCAGACGGTAGGTGGCGCTG	V_CTCF_BR	40
chr17	17473679	17473829	id-40787	2.78e-06	-	CAATGTCCCCGGCCTCTGCCCACTAGATGTCAGTA	V_CTCF_BR	38
chr17	17489584	17489734	id-40788	2.4e-09	-	GTGCTGTGGTCAGGTCCAGCCACTGGATGGCGCTG	UpstreamP1_CTCF	39
chr17	17517094	17517244	id-40789	3.73e-06	-	GAGGCAATACTGTGCTTGTCCACTGGGAGGCTTTT	Upstream_CTCF	40
chr17	17545235	17545385	id-40790	1.79e-08	-	CCTGTACTGTCCTTGTCATCCGCCAGGTGGCACTG	Upstream_CTCF	40
chr17	17565242	17565392	id-40791	5.34e-06	-	GGGGAAAAGGCTGACCTGACCACAAGGGGGCTTGA	V_CTCF_BR	34
chr17	17569601	17569751	id-40792	4.88e-06	-	GGCCATTTACTCCTGTAGGCCAGCAGGGGCCCGGG	UpstreamP1_CTCF	17
chr17	17584501	17584651	id-40793	7.1e-09	+	GCGCAGTGGGGCGCGCGGACCGCCAGGGGGTGCTG	UpstreamP1_CTCF	40
chr17	17585222	17585372	id-40794	3.91e-06	-	CCTGCAGCTCCCCAGACGTCCATCCGGTGACCTCG	Upstream_CTCF	17
chr17	17596129	17596279	id-40795	1	+	NA	NONE	19
chr17	17596936	17597086	id-40796	9.84e-05	+	GTAGCTGAGAAAGACATCGGATCCAGGGGGAGCAG	V_CTCF_BR	15
chr17	17605089	17605239	id-40797	2.12e-06	+	CTGAAGCATTGCACAGTGCCCACTGGGAGGCCACC	UpstreamP1_CTCF	10
chr17	17606514	17606664	id-40798	1.26e-07	-	AGCCTGGCCTCCCAGCGGGGCAGTAGGGGGCGCGG	V_CTCF_BR	15
chr17	17609800	17609950	id-40799	4.7e-06	+	TGGTTGTGAGCTGCACCAGCAGCCAGAGGGAGCCG	V_CTCF_BR	29
chr17	17625952	17626102	id-40800	8.21e-06	-	AGGGTTTGGGGGACCCTCCCCAGCTGGGGGAGACG	V_CTCF_BR	14
chr17	17633089	17633239	id-40801	2.89e-07	+	ACTGTCATCTCAGCATGAGCCTCTAGGGGGCAAAG	Upstream_CTCF	40
chr17	17644800	17644950	id-40802	1.79e-08	-	CAGGCAGTTCCAGACAGAGCCAGCTGAGGGAGGCG	Upstream_CTCF	27
chr17	17650611	17650761	id-40803	1	+	NA	NONE	5
chr17	17651626	17651776	id-40804	3.22e-05	+	GTGTGATTAGGGAAGACTTCCTGAAGGAGGTGCTG	UpstreamP1_CTCF	35
chr17	17655443	17655593	id-40805	2.91e-05	+	GGGCCAGTGCCGGGACTGGGCGCGGGGCGGCGCGC	Upstream_CTCF	37
chr17	17655879	17656029	id-40806	1	+	NA	NONE	8
chr17	17678007	17678157	id-40807	2.31e-07	-	GCTGCCAGACCAATGCTGGGCAGAGGAGGGCGCAA	Upstream_CTCF	39
chr17	17684422	17684572	id-40808	1.41e-05	-	GAGCAGGGCATTCCAGCCGCCAGGAGCTGCCTAGC	UpstreamP1_CTCF	32
chr17	17686412	17686562	id-40809	3.97e-05	+	GTGCAGCGCCCCCTTCCTCTCTCCTGGCGCCTGCA	UpstreamP1_CTCF	32
chr17	17688248	17688398	id-40810	4.94e-06	-	GATGTAGTGACACCCAGGGGCCCATGGGGGTGGGG	Upstream_CTCF	39
chr17	17695433	17695583	id-40811	1	+	NA	NONE	1
chr17	17703171	17703321	id-40812	2.34e-06	-	AAGCAGGTGCCCAAGACACACACTAGGAGGCGTGG	UpstreamP1_CTCF	22
chr17	17712550	17712700	id-40813	4.51e-05	-	TGTGGGGTTTTGTCTGCAGCCAGGAGGGGAGCCGC	Upstream_CTCF	4
chr17	17714076	17714226	id-40814	8.5e-06	+	GACGCGCGACCGTTGTGCACCACCAGGGACCGCCG	Upstream_CTCF	16
chr17	17715652	17715802	id-40815	7.68e-13	+	CCTGCAGTGCCCCGATCGGCCACCAGAGGTCAGCA	Upstream_CTCF	40
chr17	17720339	17720489	id-40816	2.4e-05	-	CTGGGCCCAGTGGCTGCTGCCCCCAGTGGTCTGGC	V_CTCF_BR	26
chr17	17731067	17731217	id-40817	1	+	NA	NONE	6
chr17	17740792	17740942	id-40818	1	+	NA	NONE	17
chr17	17747973	17748123	id-40819	8.98e-06	-	CTCCTGCCTACCTTTTTGGCCACTGGGCGGCAGAG	UpstreamP1_CTCF	12
chr17	17753466	17753616	id-40820	1	+	NA	NONE	36
chr17	17763633	17763783	id-40821	5.89e-08	-	ATGCATCCCTCTGCACTGGTCACCAGAGGGCGCAG	UpstreamP1_CTCF	40
chr17	17773784	17773934	id-40822	6.21e-06	+	GCTGTTCCCACCTACCTGGGCACTGGAGGGTGCCA	Upstream_CTCF	19
chr17	17781227	17781377	id-40823	9.84e-05	-	GGATAGAGCCGTGCTCCTGGCAGCAGGGGGTGTGT	V_CTCF_BR	21
chr17	17792204	17792354	id-40824	2.72e-05	-	TTGCTGACACTCACTTCTACCCCCAGGGGCACCAA	UpstreamP1_CTCF	34
chr17	17794439	17794589	id-40825	1.67e-07	+	ACACACTGCTACTGCCAGACCAGCAGGGGGAGGCC	V_CTCF_BR	40
chr17	17805817	17805967	id-40826	7.84e-05	+	CTACCATATAGAACTGTTGGGGGTAGGGGGCGCTG	V_CTCF_BR	13
chr17	17822609	17822759	id-40827	8.81e-07	-	GCTTGTGGATGGCTGTTTACCTGTAGGTGGCAGTG	V_CTCF_BR	40
chr17	17825735	17825885	id-40828	3.22e-05	+	GTGGAGAGACTGCAGGCAGGAAGCAGGGGGCAGGT	UpstreamP1_CTCF	6
chr17	17826347	17826497	id-40829	1	+	NA	NONE	9
chr17	17854237	17854387	id-40830	7.46e-06	+	GGGTGCTGTTTCATCTTCCCCACTAGGGGGAAGAT	UpstreamP1_CTCF	34
chr17	17855337	17855487	id-40831	2.53e-05	+	AGGACAAGAAAGCCACTGCCCACCAGGAGGAGGAT	V_CTCF_BR	9
chr17	17856127	17856277	id-40832	4.23e-06	+	CTGCAGGAAGGCCCCTTAGCCACCTGAGGCACACT	UpstreamP1_CTCF	16
chr17	17858499	17858649	id-40833	4.21e-05	+	GCAGACAATATGGTGGTCACCGGCAGAGGGCCCTC	V_CTCF_BR	0
chr17	17874646	17874796	id-40834	4.34e-05	-	CCTGCAGTGCCTCCCAGGAAAGAAGGGAGGCTGTG	Upstream_CTCF	8
chr17	17875124	17875274	id-40835	3.56e-06	+	CGTGAGGTGGCACCAGTGCCCGGGAGGAGGCCCGA	Upstream_CTCF	7
chr17	17875585	17875735	id-40836	7.17e-05	-	ACAGCGGAGGCCTAGGTGGCAGACAGGGGGCCCGG	Upstream_CTCF	5
chr17	17889009	17889159	id-40837	1.47e-05	+	GTAAACACTTGCTAGCACACCACTAGGGGGTAGGC	V_CTCF_BR	40
chr17	17897707	17897857	id-40838	4.7e-08	+	CCTCGGCCCCCTCAGATGCCCACAAGAGGGCACTG	V_CTCF_BR	40
chr17	17908364	17908514	id-40839	1.05e-08	-	TCTGCAGTGCCTGTGCTCTCCAGCAGGGAGGGAGC	Upstream_CTCF	37
chr17	17922686	17922836	id-40840	6.8e-06	-	TAGTTATTCCACCCACATGGCGCTGGGGGGCACTT	UpstreamP1_CTCF	0
chr17	17929780	17929930	id-40841	1	+	NA	NONE	21
chr17	17936927	17937077	id-40842	7.55e-07	-	CACCTTTAAGGTTTAAGGCCCACCAGATGGCACTG	V_CTCF_BR	40
chr17	17942191	17942341	id-40843	1.64e-06	-	ACGCCGTCTCCTGAATCGGCCGGCGGGTGGCCCCA	UpstreamP1_CTCF	30
chr17	17946915	17947065	id-40844	7.82e-06	-	CTGTAATGAACTTAGTCAACCAGATGATGTCAGCA	UpstreamP1_CTCF	35
chr17	17947375	17947525	id-40845	2.84e-05	+	CTCCATGCGGATACTGTCACCACTAGGGGACAAAA	UpstreamP1_CTCF	13
chr17	17959642	17959792	id-40846	3.88e-06	+	TGTATGAAGGTGCTGGCCACCAGCAGGTGGAGTTG	V_CTCF_BR	8
chr17	17991212	17991362	id-40847	1	+	NA	NONE	29
chr17	17997401	17997551	id-40848	4.23e-08	+	AGGACGCTCTTTCCTCTTGCCAGCAGATGGAGCCC	V_CTCF_BR	40
chr17	18043355	18043505	id-40849	1.04e-05	+	CATCCCAGCTACACTACGGCCAGCAGATGGCCCTA	V_CTCF_BR	40
chr17	18044291	18044441	id-40850	1	+	NA	NONE	15
chr17	18044657	18044807	id-40851	4.59e-07	+	TAGTTATAATGACAAGTTTCCAGCAGGTGGCAGTC	UpstreamP1_CTCF	38
chr17	18044935	18045085	id-40852	1	+	NA	NONE	7
chr17	18046484	18046634	id-40853	4.94e-06	+	GAAGCAGTAGGTAGCCTTTACTGAAGGTGGCGCTA	Upstream_CTCF	39
chr17	18057090	18057240	id-40854	8.21e-05	-	CCTCTTTGCGCAGGAAGATCTTCCAGGGGGCGTCC	V_CTCF_BR	10
chr17	18059768	18059918	id-40855	1.99e-07	-	AGAGGAGGTGCTGTGCCACCCGGCAGGGGGCACTG	V_CTCF_BR	18
chr17	18070334	18070484	id-40856	1.04e-05	+	GGTCACGTAGATTTTGTGGCCACGTGGTGTCACTG	V_CTCF_BR	30
chr17	18076304	18076454	id-40857	1	+	NA	NONE	21
chr17	18086301	18086451	id-40858	6.39e-05	+	CGTGAAACGTCCGCTCCGGGCGGCGGCGGCAGCGG	Upstream_CTCF	7
chr17	18086850	18087000	id-40859	2.81e-06	+	TTGGCAATATGAGCGCACCCCTGTAGAGGGAGCCC	Upstream_CTCF	39
chr17	18088161	18088311	id-40860	1	+	NA	NONE	15
chr17	18088764	18088914	id-40861	5.92e-05	+	TGAAGCACATTCTCCATTCCCAGGAGGGGGAGTGA	V_CTCF_BR	9
chr17	18093442	18093592	id-40862	1	+	NA	NONE	0
chr17	18095380	18095530	id-40863	2.43e-06	+	CCCCCACTACTGGCAGATCCCTGCAGGGGGAGCCC	V_CTCF_BR	40
chr17	18120828	18120978	id-40864	4.73e-07	+	GCCGCAGTTCCTCCTGTGTCCACAGTGTGGCAGCA	Upstream_CTCF	40
chr17	18135271	18135421	id-40865	5.92e-05	-	AGGCCAGGCCTGGACAAGAAAGCCAGGGGGCAGAA	V_CTCF_BR	19
chr17	18144951	18145101	id-40866	1	+	NA	NONE	4
chr17	18150279	18150429	id-40867	2.04e-05	-	CCTCTCACCTGCAGGCGGAGCAGCTGATGGAGGAG	V_CTCF_BR	4
chr17	18151664	18151814	id-40868	3.97e-07	+	TGCTCATACTGTTCCTTGTCCAGAAGGTGGCACCC	V_CTCF_BR	40
chr17	18158648	18158798	id-40869	1.38e-06	-	GGAGGCTAGGAAGAGCGCTCCAGGAGAGGGAGCTA	V_CTCF_BR	7
chr17	18160658	18160808	id-40870	5.13e-05	-	GTTGCCAGTGTGCTGATGGCAGGATGAGGGCACAG	V_CTCF_BR	6
chr17	18161447	18161597	id-40871	2.27e-06	+	GTATGGCGGGTGGCGGTGGCGGGGAGAGGGCAGTG	V_CTCF_BR	16
chr17	18223263	18223413	id-40872	1.85e-07	+	CTGCTGTCATTTTAAGTGAACACCAGGGGTCATCC	UpstreamP1_CTCF	40
chr17	18223746	18223896	id-40873	1.93e-05	-	TCCAGCTCCACAGGTGCTGCCGCCACAGGGCACCC	V_CTCF_BR	0
chr17	18224770	18224920	id-40874	1	+	NA	NONE	38
chr17	18226520	18226670	id-40875	1	+	NA	NONE	34
chr17	18227879	18228029	id-40876	2.34e-06	-	CTTCGGTCACTCTTGGCTTCCACCAGGGGTCTCTG	UpstreamP1_CTCF	10
chr17	18228532	18228682	id-40877	8.58e-08	-	AGTGGACTTCTACTTAGGACCACTTGAGGGCACAA	Upstream_CTCF	11
chr17	18249731	18249881	id-40878	3.16e-05	-	GAACCAGTGCCAAGTGCTGCCTCTAGGGTGTGCAG	Upstream_CTCF	3
chr17	18266130	18266280	id-40879	1	+	NA	NONE	15
chr17	18281295	18281445	id-40880	7.8e-08	-	GGTCCTGGGCTCTGGGCCGCCGCCAGGTGGCTCAA	V_CTCF_BR	16
chr17	18345559	18345709	id-40881	1.96e-08	-	CACTGGGCGTCCTCGCCCTCCAGCAGGTGGCGGTA	V_CTCF_BR	30
chr17	18355353	18355503	id-40882	2.53e-05	-	GTCAGCATGTGGCTGGCTGCTGGGAGAGGGAGCAC	V_CTCF_BR	5
chr17	18467518	18467668	id-40883	3.31e-06	-	ATGTAATTCAGTCTGCAATCCAGGAGATGGTGCTC	UpstreamP1_CTCF	40
chr17	18529065	18529215	id-40884	7.55e-07	+	CCAGAAAAAGACTCCTTGGCCTGCAGGTGGTGCTG	V_CTCF_BR	40
chr17	18539680	18539830	id-40885	4.17e-05	+	GCTGAAGTCCTGCCTACTACGTCCTGGTGGACAAA	Upstream_CTCF	29
chr17	18601515	18601665	id-40886	1	+	NA	NONE	40
chr17	18615814	18615964	id-40887	2.11e-06	+	TTACTGTGGCAGTATATCCCCACGAGGTGGCGGTA	V_CTCF_BR	40
chr17	18720198	18720348	id-40888	1.72e-06	+	CTTGTAGCTTGCACTTGGTCCTCTAGATGGCAATA	Upstream_CTCF	35
chr17	18754626	18754776	id-40889	1.03e-06	-	GCCCCCGTGGCAGCCTCCTCCTCCTGGTGGCAGCA	V_CTCF_BR	14
chr17	18832164	18832314	id-40890	7.49e-05	-	CAATGGCAGACTCTTCAATCCGCCGGGGGGCGTCA	V_CTCF_BR	5
chr17	18855259	18855409	id-40891	1.03e-05	-	ATGCAGTTCAGCTTCCTCACCCCATGGTGGGGTGC	UpstreamP1_CTCF	39
chr17	18864233	18864383	id-40892	2.74e-08	+	CGGGGTGAGCCACGATCTCCCACTAGGGGGCGCCA	V_CTCF_BR	40
chr17	18873977	18874127	id-40893	1.04e-05	-	ACCCCAGTGTCCCGCTGGCCCAGCAGGAGTCACTG	V_CTCF_BR	35
chr17	18935158	18935308	id-40894	1.99e-07	-	CTGTGGGTTGTACACAGCACCAGCAGGTGGAGCCC	V_CTCF_BR	15
chr17	19014517	19014667	id-40895	1	+	NA	NONE	26
chr17	19045863	19046013	id-40896	2.18e-07	+	CTGTGGGTTGTACACAGCACCAGCAGGTGGAGCCA	V_CTCF_BR	23
chr17	19140621	19140771	id-40897	5.21e-08	-	ACACCAGCCAACATGGCGGCCGGGAGGGGGCGCGC	V_CTCF_BR	7
chr17	19140787	19140937	id-40898	1	+	NA	NONE	20
chr17	19145871	19146021	id-40899	1	+	NA	NONE	4
chr17	19164421	19164571	id-40900	2.67e-06	-	AGTGCAACATGGAACAAGCCCTGTAGAGGGCAACT	Upstream_CTCF	31
chr17	19173957	19174107	id-40901	3.56e-05	-	TATGTAGTTCTCACTCCGGCCACAGGGATTATGTC	Upstream_CTCF	25
chr17	19220686	19220836	id-40902	1.81e-06	+	GCTGTCTTCCGCCCTGGCAGCAGCAGGTGGTGCTA	Upstream_CTCF	35
chr17	19225253	19225403	id-40903	5.12e-06	+	TTGTCTCTACAGTGTGATTCCAGCAGGGGGCAGAT	UpstreamP1_CTCF	38
chr17	19230326	19230476	id-40904	3.88e-06	-	GCACGAGTTTATGTTCCATCCAGCAGTGGGTGCCA	V_CTCF_BR	12
chr17	19234645	19234795	id-40905	1	+	NA	NONE	15
chr17	19240498	19240648	id-40906	7.23e-07	+	CTTGCTGTGCAACAGCTGACCGACAGAGGGCCTGT	Upstream_CTCF	17
chr17	19241522	19241672	id-40907	2.38e-07	-	TACAAAAAAGGCCAGCTCCCCACCAGGGGGCAGAG	V_CTCF_BR	40
chr17	19247337	19247487	id-40908	2.68e-05	-	GATGGAAAAGCCTAACCGGCCAGCGGAGGCAGCGT	Upstream_CTCF	16
chr17	19266267	19266417	id-40909	5.34e-06	+	GTGTTTAAAATACATTCAGCCACTAGATGTCGCTG	V_CTCF_BR	40
chr17	19281243	19281393	id-40910	8.21e-06	-	CTCTGGGAATGTGTCATCCCCGGTAGAGGGTGCCC	V_CTCF_BR	23
chr17	19300880	19301030	id-40911	1.73e-06	+	TGGCACTGCCTCAGTACCGCCAGGTGGGGGTAGAA	UpstreamP1_CTCF	18
chr17	19314183	19314333	id-40912	3.88e-07	-	CAGCACTGCCTCTACTGGGCCAGCTGAGGTCTCCC	UpstreamP1_CTCF	16
chr17	19322174	19322324	id-40913	4.99e-07	-	CTTGCAGTACTGCCATCTGCAACATGAGGGAGGCC	Upstream_CTCF	24
chr17	19350486	19350636	id-40914	1.34e-10	-	CCTGCAGTTCTAGAGACAGACACCAGAGGGAGCCA	Upstream_CTCF	40
chr17	19352330	19352480	id-40915	1	+	NA	NONE	11
chr17	19361115	19361265	id-40916	4.3e-06	-	GCTGCAGTTTTGAACACAGCCTAGGGGTGGAGTGT	Upstream_CTCF	12
chr17	19370656	19370806	id-40917	1.38e-08	+	CCTGAGCAGAAGGGTCTGACCAGGAGAGGGCACCA	V_CTCF_BR	34
chr17	19372779	19372929	id-40918	4.94e-06	-	GAGGCGGTTATTGAACTAGCCATTAGAGGGCACTC	Upstream_CTCF	39
chr17	19411304	19411454	id-40919	1	+	NA	NONE	30
chr17	19417320	19417470	id-40920	1.09e-06	+	AAAGCAAAATCTCAGAACACCGGCAGAGGGCGCAA	Upstream_CTCF	40
chr17	19450101	19450251	id-40921	8.58e-06	-	CTGAACATTTACCAGCCTGCCACTGGGTGGGGCCA	UpstreamP1_CTCF	33
chr17	19471149	19471299	id-40922	5.92e-05	+	GTCGGTGTGAACAGCACAGAAGGAAGGGGGCGGAC	V_CTCF_BR	12
chr17	19480682	19480832	id-40923	1	+	NA	NONE	2
chr17	19481984	19482134	id-40924	4.71e-06	+	AATGTAATTCTCTGCACATCCAGCTGGTGAAACTG	Upstream_CTCF	16
chr17	19494367	19494517	id-40925	8.21e-06	+	GGGCCTGGGGTCCCTACAGCCACTAGGGAGCAGCG	V_CTCF_BR	6
chr17	19518334	19518484	id-40926	1.69e-05	-	CTGCAATACAATGCTGCCCCCAGGGGCTGCGAGGG	UpstreamP1_CTCF	16
chr17	19549316	19549466	id-40927	3.83e-09	-	TCGTGCCCGCTGGCTTCTGCCAGTAGGGGGCACTA	V_CTCF_BR	39
chr17	19552209	19552359	id-40928	1.01e-05	+	CGTGCAGTTCTCTGCAGGACCAGGCCATGGAGCTC	Upstream_CTCF	33
chr17	19575885	19576035	id-40929	3e-06	-	ATGTTATATCCTCAGTTGAACGGCTGAGGGCACCA	UpstreamP1_CTCF	31
chr17	19607990	19608140	id-40930	5.52e-05	+	GTGGAGGAGAGCCCATGGCCCTGCTGGGGACGCTG	UpstreamP1_CTCF	16
chr17	19616865	19617015	id-40931	4.96e-08	-	GCTGCGGCTCCAGCAGTGACCAGCAGGGACAGAGG	Upstream_CTCF	38
chr17	19622234	19622384	id-40932	1.26e-07	-	GAGGCTCCCCCCGCCCCAGCCACAGGATGGCGCAC	V_CTCF_BR	35
chr17	19648280	19648430	id-40933	1.03e-06	-	GTCCGCTGCAGTTCCGGATCCAGCAGCTGGAGGCG	V_CTCF_BR	40
chr17	19657285	19657435	id-40934	1.77e-05	-	ACAGTGAGGAATGCACCAGCCACTAGGCGGCAGGG	Upstream_CTCF	37
chr17	19658773	19658923	id-40935	1.04e-05	+	CAGACACTGGTTTTGGTGGCCACAGGGGGCAGCCC	V_CTCF_BR	3
chr17	19665932	19666082	id-40936	1.03e-06	-	TGCTAAGCTCAACCTGCCAGCAGCAGAGGGCAGTG	V_CTCF_BR	39
chr17	19669899	19670049	id-40937	4.38e-09	-	GACCTGGGCCAGCCCTCAACCGGCAGAGGGCGCCC	V_CTCF_BR	40
chr17	19689288	19689438	id-40938	2.53e-05	+	CTTGGAACTTGCTGCTGTACCTGCAGGAGGTGCCA	V_CTCF_BR	30
chr17	19715859	19716009	id-40939	1	+	NA	NONE	37
chr17	19770369	19770519	id-40940	1	+	NA	NONE	39
chr17	19771076	19771226	id-40941	1	+	NA	NONE	20
chr17	19771412	19771562	id-40942	9.81e-06	+	CCACGCCCCGGGCTCCAGGCCGCTGGGAGGCGGAC	V_CTCF_BR	19
chr17	19803164	19803314	id-40943	5.01e-06	-	CCCATAGGGAGAGCTGCAGCCGAGAGGGGGAGCTG	V_CTCF_BR	1
chr17	19804340	19804490	id-40944	9.4e-06	-	CAGTGATGTCCAATAAAGGACACTGGAGGGAGCAG	UpstreamP1_CTCF	1
chr17	19896172	19896322	id-40945	5.55e-07	+	AGTTCGGTACTACATATATCCTCTAGGTGGCAGCA	Upstream_CTCF	40
chr17	19912549	19912699	id-40946	5.63e-09	-	CCGGCGCCTCCAGCCATCGCCGCCAGGGGGCGAGC	Upstream_CTCF	40
chr17	19913525	19913675	id-40947	5.17e-06	-	CCAGCTCGGCGTAATTCTTCCTGCAGAGGGCAAGG	Upstream_CTCF	40
chr17	19989699	19989849	id-40948	1	+	NA	NONE	5
chr17	19998713	19998863	id-40949	1.18e-05	+	ATGCATGCCTGGACACACGCCACCAGCTGGTCACT	UpstreamP1_CTCF	38
chr17	19999200	19999350	id-40950	6.8e-06	-	GAAGGCAGCCCGAGACTGGCCAGCAGGGACCGGCA	Upstream_CTCF	19
chr17	20008933	20009083	id-40951	1	+	NA	NONE	8
chr17	20020102	20020252	id-40952	9.27e-07	-	TAGTATCTCTGGCTTCTACCCACTAGATGGCAGTA	UpstreamP1_CTCF	39
chr17	20025051	20025201	id-40953	3.06e-08	+	AGGCTGTCAAGGAATCCAGCCACTAGGTGGCAGCC	V_CTCF_BR	40
chr17	20129163	20129313	id-40954	1	+	NA	NONE	31
chr17	20130169	20130319	id-40955	5.96e-07	+	GGTTGTTGTTCACAGCTCAGCAGCAGAGGGCGCTG	V_CTCF_BR	40
chr17	20137795	20137945	id-40956	1	+	NA	NONE	1
chr17	20224222	20224372	id-40957	3.06e-08	-	CCAGAAAAAGACTCCTTGGCCTGCAGGTGGCGCTG	V_CTCF_BR	36
chr17	20284701	20284851	id-40958	1.82e-06	+	GTGTAATTCAGTCTGCAATCCAGGAGATGGTGCTC	UpstreamP1_CTCF	40
chr17	20350323	20350473	id-40959	8.08e-08	+	AGTGCACCACTTCAAGTGACCACCAGGAAGTGCCG	Upstream_CTCF	12
chr17	20445589	20445739	id-40960	1	+	NA	NONE	10
chr17	20514722	20514872	id-40961	4.1e-06	+	CATGCATTGTTCCCGGCAGCCTCTGGAGGGACTCA	Upstream_CTCF	7
chr17	20550078	20550228	id-40962	6.05e-06	+	GGGTGTTGTTCACAGCTTAGCCGCAGAGGGCGCCA	V_CTCF_BR	36
chr17	20570118	20570268	id-40963	2.1e-05	+	GGGCACTTTCCAGGTACTACCACATGGAGCGGCTG	UpstreamP1_CTCF	8
chr17	20697948	20698098	id-40964	1.03e-07	-	TGGGCACTTCTCCTTCCTACCACCAGGTGAAGAAG	Upstream_CTCF	32
chr17	20704981	20705131	id-40965	6.82e-05	+	AAAACATTACAACAAATGCACACATGAGGGCGCTC	V_CTCF_BR	39
chr17	20752278	20752428	id-40966	1.31e-05	-	GGGTGAGAGAGAGAGTAGTCCACAGGGTGGCACTA	V_CTCF_BR	21
chr17	20756097	20756247	id-40967	1	+	NA	NONE	7
chr17	20799537	20799687	id-40968	1.64e-05	+	CCAGAAAAAGACTCCTTGGTCTGCAGGTGGTGCTG	V_CTCF_BR	27
chr17	20811724	20811874	id-40969	2.4e-05	+	GCTTGAACAGGCCAGGGAGCCACGAGGCGGCGCAG	V_CTCF_BR	40
chr17	20847686	20847836	id-40970	1.93e-05	+	GAACACTCCCTTGGCTACACCAGCAGGTGTCTCAC	V_CTCF_BR	34
chr17	20891541	20891691	id-40971	2.81e-05	-	TCGTCCACTGCTTGGCCTTCCACAAGGTGGTGAAC	V_CTCF_BR	3
chr17	20896301	20896451	id-40972	4.28e-10	-	GTGCAGTTTGTAGGCCTTACCACCAGGAGGCAGCA	UpstreamP1_CTCF	40
chr17	20916260	20916410	id-40973	4.71e-06	+	AGAGCAGTTCACCCTGCAGAAGCCTGGGGGAGCCA	Upstream_CTCF	3
chr17	20923620	20923770	id-40974	1	+	NA	NONE	36
chr17	20936143	20936293	id-40975	1	+	NA	NONE	6
chr17	20943565	20943715	id-40976	8.9e-05	+	CAACTCTTCCTTAACTGGGCCACTAGAGAGTGCTA	UpstreamP1_CTCF	39
chr17	20946956	20947106	id-40977	1.48e-05	-	CCTCACTATCAGCGGGCTCCCGACAGGAGGCGCCC	UpstreamP1_CTCF	39
chr17	20955716	20955866	id-40978	1	+	NA	NONE	1
chr17	20961923	20962073	id-40979	1	+	NA	NONE	29
chr17	20965621	20965771	id-40980	2.58e-05	+	ACAGAGGCCCTGTCGGCAGCCACCAGGAAGCACAA	Upstream_CTCF	2
chr17	20994629	20994779	id-40981	6.98e-07	+	ACTCTGCACTTCCCATTTGACAGCAGAGGGCAGGA	V_CTCF_BR	14
chr17	20999165	20999315	id-40982	1	+	NA	NONE	6
chr17	21003132	21003282	id-40983	1.48e-06	-	AGTGTATTACTGAAGACGGACAGGTGGTGGCAGGG	Upstream_CTCF	39
chr17	21023062	21023212	id-40984	1.5e-05	+	GATTCCATTCCGCGTGCTTCAGGAAGGTGGCGCTG	Upstream_CTCF	40
chr17	21030640	21030790	id-40985	2.86e-06	+	TGGCAGGACCGAGGGTTGAGCGCTGGGGGCCAGTG	UpstreamP1_CTCF	17
chr17	21032445	21032595	id-40986	7.46e-06	+	GTGATGCATGCTGTGGAGGACAGTAGAGGGTGCTG	UpstreamP1_CTCF	40
chr17	21066531	21066681	id-40987	3.16e-05	+	GCTTTGGTACATTGTCAGGACACTAGGGGGACATT	Upstream_CTCF	15
chr17	21067633	21067783	id-40988	1	+	NA	NONE	10
chr17	21102761	21102911	id-40989	1	+	NA	NONE	6
chr17	21105264	21105414	id-40990	1.47e-05	-	CCACTCATTTCTCATCTGAGCACGTGGGGGCACTG	V_CTCF_BR	0
chr17	21117764	21117914	id-40991	1	+	NA	NONE	31
chr17	21121583	21121733	id-40992	8.71e-06	-	CCCTTGTCATCTGACTCAGCCAGTGGGAGGCACTG	V_CTCF_BR	20
chr17	21143087	21143237	id-40993	6.23e-05	-	GGACAATTTCTCCTAGTTACCACTAGGGGTTACAT	UpstreamP1_CTCF	40
chr17	21144922	21145072	id-40994	2.93e-07	-	CTGTGGGTCACAGCATGGACCAGGAGGGGTCACCA	UpstreamP1_CTCF	5
chr17	21146537	21146687	id-40995	1.15e-07	-	CCTGCAGCCGTAACCCTGGCCTGCAGGCGGGAGCG	Upstream_CTCF	0
chr17	21153325	21153475	id-40996	1.26e-05	+	TTTGCTCCCCTTAGAGCAGCAGCTAGAGGGAGCTG	Upstream_CTCF	22
chr17	21179501	21179651	id-40997	2.62e-07	-	CTGCACTGGCGATGCGCATCCTGCGGGTGGGGGTG	UpstreamP1_CTCF	21
chr17	21182069	21182219	id-40998	4.01e-05	-	CTTAGCACTTCCTGCCCAGCAGGCAGGAGGCAGTC	V_CTCF_BR	16
chr17	21183415	21183565	id-40999	5.47e-10	+	GAGCACTGCCGGGCCCTGGTCACCAGAGGGCGCTG	UpstreamP1_CTCF	40
chr17	21189249	21189399	id-41000	6.8e-06	-	AAGCAGCTGCAGGTTCAGAAAGCCAGGAGGCAGCC	UpstreamP1_CTCF	20
chr17	21192019	21192169	id-41001	2.43e-06	-	GCCTCGGCTGGGTTCTCTGCAGGCAGAGGGCAGTC	V_CTCF_BR	23
chr17	21193240	21193390	id-41002	1.41e-06	-	AGGGCACTCGATATAGCCGCCAGGAGGTGTCAGCA	Upstream_CTCF	7
chr17	21219955	21220105	id-41003	5.72e-09	+	CAGGCTCTGTCTCCTGTAGCCGCCAGGGGGCGGTA	V_CTCF_BR	40
chr17	21241013	21241163	id-41004	5.93e-06	+	GGTGAGCTGGTCCCTCTGGCCGGGAGGTGGCCTCG	Upstream_CTCF	8
chr17	21278108	21278258	id-41005	2.66e-05	-	TTGCTTAATTACAGAACTACCAGATGGTGGAGCCA	V_CTCF_BR	9
chr17	21280052	21280202	id-41006	5.74e-05	+	CGGCGGCGATGCAGCCAGCGCGGCAGCTGCCGGGG	UpstreamP1_CTCF	0
chr17	21281486	21281636	id-41007	6.49e-06	-	CCTCTCTGACCCTCGCCCGCCACAGGGCGGCGGTC	UpstreamP1_CTCF	9
chr17	21290831	21290981	id-41008	1	+	NA	NONE	2
chr17	21306835	21306985	id-41009	2.53e-05	-	GAAGGAATGATGGGCAGGAACCCCAGCGGGAGGCA	V_CTCF_BR	1
chr17	21307927	21308077	id-41010	5.51e-07	+	AGTGTCTGCGATGGCCACCCCAGCAGAGGGCACTA	V_CTCF_BR	30
chr17	21315845	21315995	id-41011	1	+	NA	NONE	3
chr17	21320159	21320309	id-41012	8.16e-07	+	ACGAGGGCCAGGGCTTCTGCCTGAAGATGGAGCTG	V_CTCF_BR	8
chr17	21334825	21334975	id-41013	3.88e-06	-	ATTAAAGCCTATCCATTCCCCACCAGGTGGCTGTC	V_CTCF_BR	7
chr17	21353346	21353496	id-41014	8.81e-07	-	TTTGAGGGAACAAGGCCTCCCAGCAGGTGGCAGGA	V_CTCF_BR	37
chr17	21355720	21355870	id-41015	1.17e-05	+	CAGCGCCGCGTTCTGTGCTACGCTAGGGGGAGCAC	V_CTCF_BR	38
chr17	21360440	21360590	id-41016	4.89e-09	+	CGGGCAGTTCCCGGGTTAGTCAGCAGGGGGCGCGT	Upstream_CTCF	40
chr17	21415004	21415154	id-41017	7.46e-06	-	AGGTGGCGCCCGACAGCCGGCGCCAGCGGCCGCGG	UpstreamP1_CTCF	39
chr17	21416354	21416504	id-41018	3.28e-07	-	TTGCTATATATAAAGGTGACCGCCAGGTGTCGCTA	UpstreamP1_CTCF	40
chr17	21428867	21429017	id-41019	1.95e-07	+	CATGTAATGCCCCTGACCTCCACCAGAGAGAGATT	Upstream_CTCF	25
chr17	21743853	21744003	id-41020	1.28e-06	+	GAATTGTGCGTCACCATCACCACCAGGTGTCGCGA	V_CTCF_BR	2
chr17	21793805	21793955	id-41021	1	+	NA	NONE	0
chr17	21837301	21837451	id-41022	4.51e-05	-	CTTGCAGTCCCCCTTGTGGACACCTTAAAGCGACC	Upstream_CTCF	8
chr17	21864157	21864307	id-41023	2.81e-05	+	GACTGTCATTTTGAGGTGTCCTCAAGGTGGCGTGC	V_CTCF_BR	6
chr17	21908507	21908657	id-41024	9.51e-07	-	AAATAACCGCAGGTGCGGGGCGGCAGGGGGCGCGC	V_CTCF_BR	0
chr17	21953837	21953987	id-41025	1.24e-05	+	AGAGAAAACCTTAACAGTGCAGCCAGGTGGCGCCC	V_CTCF_BR	2
chr17	21962547	21962697	id-41026	4.5e-05	-	TTGCTGTTTCTGGTGTTCACCACGGTGCGGCATTC	UpstreamP1_CTCF	3
chr17	21991805	21991955	id-41027	5.34e-06	-	GGGAAACTTCACCTCCCTGCCAGTAGCAGGAGCCA	V_CTCF_BR	3
chr17	22007295	22007445	id-41028	8.16e-07	-	AAACCTTCCTGGAGGCCCTCCACAAGGTGGCAGAG	V_CTCF_BR	10
chr17	22012555	22012705	id-41029	3.22e-07	-	CGGGCGATTCCCAGGTTAGTCAACAGGGGGCGCAC	Upstream_CTCF	10
chr17	22017273	22017423	id-41030	4.14e-06	-	CAGCGCCGCGTTCTGTGCTACACTAGGGGGAGCAC	V_CTCF_BR	8
chr17	22020659	22020809	id-41031	1	+	NA	NONE	15
chr17	22033199	22033349	id-41032	8.81e-07	+	TTTGAGGGCACAAGTCCTCCCAGCAGGTGGCAGGA	V_CTCF_BR	7
chr17	22100339	22100489	id-41033	2.02e-06	-	CAGTTTTTAGAAACATATTCCAGCAGATGGCAGTA	UpstreamP1_CTCF	28
chr17	22194077	22194227	id-41034	1.38e-08	-	TGACAGCTTCTGGCCGCGGCCACTAGGGGGCGCAT	V_CTCF_BR	29
chr17	22194621	22194771	id-41035	2.11e-06	+	GCGAAGACCCTGTCACCTCCCAGCAGGGGGCGTGC	V_CTCF_BR	17
chr17	22202669	22202819	id-41036	3.8e-08	-	GCGAAGACCCCGTCACCTCCCAGCAGAGGGCGCAC	V_CTCF_BR	18
chr17	22203223	22203373	id-41037	1.38e-08	+	TGACAGATTCTGACCGCGGCCAGAAGGGGGCGCGC	V_CTCF_BR	14
chr17	22204142	22204292	id-41038	9.25e-06	+	TCCGTGTTTCTCTGCCTGGGCAGAAGATGGTGCTA	V_CTCF_BR	4
chr17	25266353	25266503	id-41039	1	+	NA	NONE	39
chr17	25334881	25335031	id-41040	8.81e-07	-	TTTGAGGGAACAAGGCCTCCCAGCAGGTGGCAGGA	V_CTCF_BR	6
chr17	25365861	25366011	id-41041	9.81e-06	-	TGTGGGTTTCATCTGGGTTTCAGCAGATGGCGCTA	V_CTCF_BR	13
chr17	25398029	25398179	id-41042	1	+	NA	NONE	5
chr17	25410543	25410693	id-41043	2.93e-08	+	GGGCTGTCATTGGCTGCTACCACCAGGAGGCAGCC	UpstreamP1_CTCF	0
chr17	25524667	25524817	id-41044	1.12e-09	+	CTGTTATGCCCGGACAAGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	38
chr17	25533602	25533752	id-41045	4.7e-06	+	GAGTTAGCCAGAGGCCCATCCTATAGAGGGCGCCC	V_CTCF_BR	39
chr17	25563844	25563994	id-41046	2.2e-09	+	TATGCAATCCCAAATGTGTCCAGCAGAGGTCAGGA	Upstream_CTCF	40
chr17	25569561	25569711	id-41047	1	+	NA	NONE	8
chr17	25572385	25572535	id-41048	2.97e-06	+	AAAGAGGAGGTGATTGTGAGCTGCAGAGGGCAGTG	V_CTCF_BR	39
chr17	25621285	25621435	id-41049	1	+	NA	NONE	21
chr17	25659970	25660120	id-41050	6.53e-09	-	CAGCCCTCCTGACTCGCGGCCACCGGAGGGCGGTG	V_CTCF_BR	37
chr17	25676193	25676343	id-41051	9.06e-08	+	CCGCTCTTGCCCGCTGCTGCCGCCAGGAGGCCGCT	UpstreamP1_CTCF	35
chr17	25680900	25681050	id-41052	4.3e-11	+	GCGGTGCGGCCCTTCTCGGCCGGCAGGGGGCGCCG	V_CTCF_BR	39
chr17	25681638	25681788	id-41053	8.21e-05	-	GTGCTTACACTACTGTCAGACACTGGGTGGAGCAT	V_CTCF_BR	23
chr17	25683166	25683316	id-41054	1.17e-05	-	CAGACCTTCCTGGGAAGGCCCAGCAGGTGTCTCAC	V_CTCF_BR	3
chr17	25708138	25708288	id-41055	1.12e-09	-	AGAGCAGGAGCCGCTGCCGCCACCAGGGGGCGAGG	Upstream_CTCF	40
chr17	25711561	25711711	id-41056	1.69e-05	-	CAGCAGGAACTCTGAGAGTCCTCCTGCTGGAAGGA	UpstreamP1_CTCF	25
chr17	25715487	25715637	id-41057	1.73e-06	-	GAGAACCTTGTCCTCCAGGCCACCAGGGGGACCCA	UpstreamP1_CTCF	40
chr17	25735109	25735259	id-41058	8.81e-07	+	GTGGAAGTGGGAGCTCTCACCAGGAGGTGGCACTT	V_CTCF_BR	13
chr17	25741850	25742000	id-41059	1.21e-06	+	GCAGCATCTCAGTCTCCACCCACTAGATGCCAGTA	Upstream_CTCF	11
chr17	25758033	25758183	id-41060	1.46e-07	-	TCGCAGTGTGGTCAGCCTGCCAGCAGGTGGCCAGC	UpstreamP1_CTCF	40
chr17	25782942	25783092	id-41061	5.96e-07	+	AAGTGCTGTAAGCCCCTTCCCACTAGATGGCAGCC	V_CTCF_BR	39
chr17	25785294	25785444	id-41062	3.29e-05	+	CCTGTGAGGCTCAGTTCCGGGAGGAGGGGTCGCTG	Upstream_CTCF	17
chr17	25786281	25786431	id-41063	1	+	NA	NONE	6
chr17	25793754	25793904	id-41064	4.14e-06	+	TGGCCAACGGAGGCCTGGGCCGGCTGGGGCCACTC	V_CTCF_BR	2
chr17	25819035	25819185	id-41065	1	+	NA	NONE	2
chr17	25821348	25821498	id-41066	5.51e-07	+	GTGGGAAGGAAGGAAGGGAACAGCAGGTGGCAGTA	V_CTCF_BR	37
chr17	25856455	25856605	id-41067	2.04e-05	-	AGCGTGGAGCGGCATCGCCCCCCTGGAGGGCAGCA	V_CTCF_BR	21
chr17	25861571	25861721	id-41068	1	+	NA	NONE	28
chr17	25871594	25871744	id-41069	9.66e-05	-	AGAGTCATTACGTCTCTGGCCACAGGGGAGGCCCT	Upstream_CTCF	8
chr17	25879582	25879732	id-41070	3.22e-05	-	GGTCACTTGCCCTAGCCTTCCTGGAGAGGGCCATC	UpstreamP1_CTCF	16
chr17	25885806	25885956	id-41071	1	+	NA	NONE	3
chr17	25886314	25886464	id-41072	1	+	NA	NONE	1
chr17	25886716	25886866	id-41073	1	+	NA	NONE	21
chr17	25896428	25896578	id-41074	5.01e-09	+	GGAGCCAGGCCCAGGGCCACCAGCAGGTGGAGCCC	V_CTCF_BR	40
chr17	25901067	25901217	id-41075	3.71e-05	-	AAAGCAATCCTCTACTTGTCCGGAAGGGTGTCCTC	Upstream_CTCF	11
chr17	25905873	25906023	id-41076	2.15e-05	-	CCAGATGACTCATCCAACGCCTCCAGTGGTCAGAG	V_CTCF_BR	20
chr17	25907206	25907356	id-41077	8.91e-07	-	ACTGTAGCTCATAGACTGGCCTACTGGAGGCACCA	Upstream_CTCF	5
chr17	25907618	25907768	id-41078	3.88e-07	-	CTGTTCTTCTCCCCAGTGTACAGTGGAGGTCACTG	UpstreamP1_CTCF	10
chr17	25913508	25913658	id-41079	1	+	NA	NONE	13
chr17	25920630	25920780	id-41080	1.19e-06	-	CATTCTGGGTGAGAAGCTACCACCAGAGGGAAACG	V_CTCF_BR	13
chr17	25925856	25926006	id-41081	2.96e-05	+	CGGCTGGCCCGGTGGTTCAGCTGGAGAAGGCACGC	UpstreamP1_CTCF	1
chr17	25926992	25927142	id-41082	4.31e-07	-	CAGGTCCTTCAGGAGGTATCCAGAAGGTGGCACTG	V_CTCF_BR	39
chr17	25928849	25928999	id-41083	2.06e-10	-	GAGGCATTTCCAGCAATGGCCAGCAGATGGCACTG	Upstream_CTCF	40
chr17	25930294	25930444	id-41084	3.97e-07	+	TTCCCAGCAACTGTATCAGCCACCAGGTGTCGCTA	V_CTCF_BR	40
chr17	25936747	25936897	id-41085	2.38e-07	+	TAGAGAGGCGCCTCATTCTCCAGCAGAGGGAGCTG	V_CTCF_BR	40
chr17	25959310	25959460	id-41086	8.16e-07	-	CCTCATTCTGGACTCAGTGTCACCAGGGGGCACTC	V_CTCF_BR	7
chr17	25978558	25978708	id-41087	4.55e-09	-	AGTGCACCACTTCAAGTGACCACCAGGAGGTGCTG	Upstream_CTCF	39
chr17	25981902	25982052	id-41088	1	+	NA	NONE	17
chr17	25982059	25982209	id-41089	7.55e-07	+	TTTCCCATTATCCCCACTACCAGGAGAGGGAGCCC	V_CTCF_BR	11
chr17	25997930	25998080	id-41090	2.78e-06	+	GCCTCTAGATGGGGTCCTAACACAAGTGGGCAGCC	V_CTCF_BR	6
chr17	26075231	26075381	id-41091	4.14e-05	+	AGGAAGATGCACATTCCCTCCAGCAGGGGATGCCC	UpstreamP1_CTCF	40
chr17	26083881	26084031	id-41092	5.24e-09	-	AGTGCACCACTTCAAGTGACCACCAGGAGGTGCTA	Upstream_CTCF	40
chr17	26087170	26087320	id-41093	2.91e-11	+	GCTGTTGTTACCATGTTGGCCACCAGAGGGCGCCA	Upstream_CTCF	40
chr17	26121990	26122140	id-41094	7.9e-07	+	AGGCACCTCTGCAGTCTCCCCAGCAGAGGCCTCTA	UpstreamP1_CTCF	7
chr17	26124540	26124690	id-41095	7.73e-06	+	AGGGCCGTCATGCTGTACACATCCAGGGGGCGCCC	V_CTCF_BR	16
chr17	26132573	26132723	id-41096	8.46e-07	+	TATGTCATTTGTCAAGTGACCACTGGAGGGCGTGA	Upstream_CTCF	40
chr17	26195718	26195868	id-41097	1.38e-07	-	TCAGCTACTGAGACCAAGGCCACCAGATGGAGGCA	Upstream_CTCF	15
chr17	26206520	26206670	id-41098	1.17e-05	-	TGCAGGAGGCAGGTGAGGTCCAGATGATGGAGGCC	V_CTCF_BR	2
chr17	26207154	26207304	id-41099	1.46e-07	-	ATGGCTGTGATCCCCATGACCACTAGAGGCCACTC	Upstream_CTCF	39
chr17	26220377	26220527	id-41100	3.41e-11	-	CCCCGAGTCCCGCGCGCGGCCGGCAGAGGGCGCTG	V_CTCF_BR	40
chr17	26276445	26276595	id-41101	3.28e-05	-	GGGAGTGCCCTCAGAGAAGCCAGCAGGTGGGGCTA	V_CTCF_BR	11
chr17	26281667	26281817	id-41102	7.44e-06	+	GCTGTATTCCCTTAAGCACCCAACCGGGGGCTTTG	Upstream_CTCF	0
chr17	26348689	26348839	id-41103	1.08e-05	+	ATGTACTTGGCCCCACAGCCATGTAGGAGGAGCCA	UpstreamP1_CTCF	0
chr17	26369558	26369708	id-41104	1.84e-06	-	CTTCCCCCCAGGATTCCTGCCACAAGTGGGTACTA	V_CTCF_BR	10
chr17	26464063	26464213	id-41105	1	+	NA	NONE	7
chr17	26520491	26520641	id-41106	1	+	NA	NONE	9
chr17	26554633	26554783	id-41107	1.17e-05	+	CCAGACTGCGAGGACCGCCTCGGCAGGTGGCGGTA	V_CTCF_BR	13
chr17	26554923	26555073	id-41108	1	+	NA	NONE	8
chr17	26555604	26555754	id-41109	1	+	NA	NONE	36
chr17	26557813	26557963	id-41110	1.97e-06	+	ATCATTTTAACCACCAGGGCCAGGTGGTGGCGCCA	V_CTCF_BR	9
chr17	26560390	26560540	id-41111	5.93e-06	+	TGTGTAATTTTTCCTAAAGCCTGTAGTTGTCGCTG	Upstream_CTCF	40
chr17	26561281	26561431	id-41112	5.01e-06	+	GGGGTGCTGTGACTGATGCCCGGAAGGGGGCAGAT	V_CTCF_BR	11
chr17	26562453	26562603	id-41113	4.88e-05	-	ATTACTTGGGATTTACTATCCGACAGGGGGAGCGC	V_CTCF_BR	11
chr17	26568951	26569101	id-41114	3.56e-06	-	ATTGCACATCTGTTCTGGGCCTGGTGGGGGCAGCG	Upstream_CTCF	14
chr17	26575266	26575416	id-41115	7.1e-07	-	TGGCTCTTCCTGCTGCCCCCCACCAGGGGTCCACA	UpstreamP1_CTCF	14
chr17	26578245	26578395	id-41116	6.39e-08	-	CCTCGTGTGGGTGCTGCTGCCGCCGGAGGGCGCCC	V_CTCF_BR	34
chr17	26578768	26578918	id-41117	1.74e-07	-	GGTGGATTTTGAGCTAATGCCTCCAGGGGGCGACA	Upstream_CTCF	40
chr17	26587932	26588082	id-41118	1	+	NA	NONE	1
chr17	26595442	26595592	id-41119	2.34e-06	-	GTGCAGCACGCTTATCTGGACACTAGGTGAGGTAG	UpstreamP1_CTCF	4
chr17	26645471	26645621	id-41120	7.62e-07	-	GGTGCAGTGCGGCCGTCACGGAGCAGGGGTCGCAG	Upstream_CTCF	13
chr17	26646314	26646464	id-41121	2.68e-05	+	GCTGCCGCGCGAGCTCTACCCAGTCGAGGTGAGGG	Upstream_CTCF	27
chr17	26649090	26649240	id-41122	2.19e-05	-	TGTGCATGTTTCAGCCCAACCACTAGGTGATCTCC	Upstream_CTCF	38
chr17	26654878	26655028	id-41123	1	+	NA	NONE	27
chr17	26662164	26662314	id-41124	1	+	NA	NONE	11
chr17	26665203	26665353	id-41125	2.15e-05	+	TACTGAGTAGCCAGGAGTACAGGCAGGTGGCAGCA	V_CTCF_BR	15
chr17	26674106	26674256	id-41126	7.27e-06	-	TGTTATTCTTGTCCTTAGTCCTCCAGGGGGAGCTG	V_CTCF_BR	40
chr17	26684518	26684668	id-41127	1	+	NA	NONE	7
chr17	26693745	26693895	id-41128	1.82e-06	-	CTGTGCTTCCCCAAACCCACCCCTAGGGTGAGCCT	UpstreamP1_CTCF	34
chr17	26696834	26696984	id-41129	3.65e-07	+	GGATGGTAGTGAGTCTCCAGCAGCAGGGGGCACCC	V_CTCF_BR	17
chr17	26697317	26697467	id-41130	1.7e-05	-	GCTGCAGCAGCCGCTGGAGGGGGCAGAGGGGATGG	Upstream_CTCF	17
chr17	26708693	26708843	id-41131	2.4e-05	+	TGCCGTTGCTCGACTCTAACCGCTTGGAGGCGCAG	V_CTCF_BR	25
chr17	26732294	26732444	id-41132	1.84e-06	+	AGGCCCAGCGAGGCCAGCACTAGCAGCGGGCGGCG	V_CTCF_BR	8
chr17	26732829	26732979	id-41133	4.5e-05	-	TAGCGGGGCGGCGAGGAGCCTGGCAGGTGGAGGGC	UpstreamP1_CTCF	6
chr17	26734615	26734765	id-41134	3.03e-05	+	GGTGCTAATTCAGGGGCTGGAGGTAGGGGGAGCAG	Upstream_CTCF	25
chr17	26740629	26740779	id-41135	4.65e-05	-	TGTCACCCCCAAACTGTGTCAGCCAGGAGGCGCTC	V_CTCF_BR	4
chr17	26741032	26741182	id-41136	8.59e-05	-	AAGTGCCACAACACTTCAGTCCCTAGAGGGCAGTT	V_CTCF_BR	8
chr17	26743946	26744096	id-41137	9.81e-06	-	ATAGGGTTTCTTCATCTCTGCAGTAGAGGGCGCAC	V_CTCF_BR	40
chr17	26747454	26747604	id-41138	3.36e-07	-	AGCTCTCCGCGCCTGGGAGGCAGCAGAGGGCAGGA	V_CTCF_BR	20
chr17	26753334	26753484	id-41139	8.53e-09	-	ACTGTGGTACCAGGCGTGGCCACCAGGAGGGAAAC	Upstream_CTCF	40
chr17	26793915	26794065	id-41140	6.46e-07	-	GATTGTCATTTCTCAGTGGCCAGCAGTGGGCAGAT	V_CTCF_BR	7
chr17	26800666	26800816	id-41141	1.98e-08	+	TTGCTGCTCCACACCATGGCCACCTGCTGGCAGGC	UpstreamP1_CTCF	22
chr17	26815341	26815491	id-41142	1.96e-08	-	AGGGCTGGGGAATCATTAGCCAGGAGAGGGCACCC	V_CTCF_BR	5
chr17	26819560	26819710	id-41143	1	+	NA	NONE	12
chr17	26821832	26821982	id-41144	4.93e-12	+	CGCGGTCTGCCCTCCGCAGCCACCAGGGGGCACCA	V_CTCF_BR	40
chr17	26839285	26839435	id-41145	5.28e-05	+	ACTGCTTTCTGAACACTGCCCCCTGGAAGGATCAA	Upstream_CTCF	16
chr17	26861760	26861910	id-41146	2.06e-09	-	GTGCAGTGGTGGGGAGAGGCCAGCTGGGGGTGCCA	UpstreamP1_CTCF	7
chr17	26867838	26867988	id-41147	5.23e-10	-	TATGCTTGGTATGGGGTGGCCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr17	26875308	26875458	id-41148	2.88e-10	+	ACTGCAGTTCCCAGAGAGCCCTGCAGAGGGCAGGT	Upstream_CTCF	39
chr17	26876845	26876995	id-41149	1.43e-05	-	ATTTCCAGGCCTCTGTGGGCCACCAGGGGAGGATG	Upstream_CTCF	4
chr17	26880950	26881100	id-41150	3.18e-06	-	CTGGCTCAATCCTCCTCCACCACCAGGGGCCTCAA	V_CTCF_BR	9
chr17	26881656	26881806	id-41151	2.94e-06	-	TCTTTAGTGTCCCAGCCTTCCTCTAGACGGCAGTA	Upstream_CTCF	15
chr17	26899651	26899801	id-41152	1	+	NA	NONE	3
chr17	26901638	26901788	id-41153	2.55e-06	-	CCCGTTATGCCAGTATCTGCCAGCAGGTGTGTGTG	Upstream_CTCF	27
chr17	26902535	26902685	id-41154	2.27e-06	-	GGCCATTTGGCCCATCTGGCCAGGAGAGGCAGCAG	V_CTCF_BR	25
chr17	26940401	26940551	id-41155	1.9e-06	-	CCAGAGTTTCCCATTAGGCCCATTAGGGGGCAGCA	Upstream_CTCF	40
chr17	26971106	26971256	id-41156	9.11e-08	+	CCTGCAGCTTCCGCTGACACCACTTGGTGGCCAAC	Upstream_CTCF	40
chr17	26973966	26974116	id-41157	5.97e-08	+	CCTGCTAGTCACTGAAATTCCAGCAGATGGCAGCC	Upstream_CTCF	40
chr17	27003093	27003243	id-41158	2.18e-07	-	CCTGGGCTTCTTGCAGGGCCCTGTAGGTGGCAGCA	Upstream_CTCF	38
chr17	27012066	27012216	id-41159	1.84e-06	+	GGATGCCTCACTTCCATGAGCAGTAGATGGCACTC	V_CTCF_BR	27
chr17	27025527	27025677	id-41160	1	+	NA	NONE	3
chr17	27028273	27028423	id-41161	1.73e-06	+	CTGCTGTATCTGCCTTATCCCAGTAGAGGGGCTGC	UpstreamP1_CTCF	1
chr17	27033671	27033821	id-41162	1.34e-06	+	GTGCTGGACGCCACACCAGCCAGCAGATGTCCTCT	UpstreamP1_CTCF	6
chr17	27037538	27037688	id-41163	1	+	NA	NONE	21
chr17	27038483	27038633	id-41164	5.92e-05	-	AGAGGGGCGGGGCAGGGGCTGGGCAGAGGGCGCGG	V_CTCF_BR	2
chr17	27039406	27039556	id-41165	5.97e-08	+	GCAGCGTTCCCGCCCCTGGCCCCCAGGGGACACCC	Upstream_CTCF	16
chr17	27041465	27041615	id-41166	6.05e-06	-	TATCCAGACCAAAGAGCTGCCTCTTGGTGGCAGTA	V_CTCF_BR	15
chr17	27044691	27044841	id-41167	4.01e-05	+	GGGGCGCGGAGCGGCCCCGCCACACGGGGTCAGTG	V_CTCF_BR	33
chr17	27047160	27047310	id-41168	3.11e-05	+	CAGCCTCGTGGGCTGAGTTCCGGTAGAGGGAGTTG	V_CTCF_BR	25
chr17	27047821	27047971	id-41169	1.77e-05	-	GGGGCAGTACTGACTTGTTTCTCCTGGGAGCGCTC	Upstream_CTCF	22
chr17	27052342	27052492	id-41170	1	+	NA	NONE	30
chr17	27053943	27054093	id-41171	9.57e-10	+	CAGCAGTTGCGGCTCCTAGCCACTAGGTGTCAGCC	UpstreamP1_CTCF	39
chr17	27055063	27055213	id-41172	1	+	NA	NONE	40
chr17	27062296	27062446	id-41173	1.82e-06	+	CTGCGGTGAGTGTATGCACCCTCCAGGGGACAACT	UpstreamP1_CTCF	7
chr17	27070242	27070392	id-41174	9.31e-05	+	GTCGGCTTGCCTCTCTTCCCCAGCAGGAGGGCAGG	Upstream_CTCF	30
chr17	27070958	27071108	id-41175	6.49e-06	+	CGAGCCCTGGCCGCGACCGCCAGTCGGCGCCGCCC	Upstream_CTCF	26
chr17	27075067	27075217	id-41176	1	+	NA	NONE	1
chr17	27077162	27077312	id-41177	7.97e-09	-	GATGCAGTTTTCCCGGCGTCCATCAGAGGGCGAGC	Upstream_CTCF	31
chr17	27077761	27077911	id-41178	9.81e-06	-	GGACCCACACCTATTGCCACAACTAGAGGGAGCTA	V_CTCF_BR	38
chr17	27090841	27090991	id-41179	8.17e-09	+	CTGCCATTTCCAGACCCCTCCACTAGGGGGCAGAT	UpstreamP1_CTCF	40
chr17	27098926	27099076	id-41180	1	+	NA	NONE	5
chr17	27120422	27120572	id-41181	5.13e-05	-	ATAGCTAAGTCCCTGCTGGCCAGCTGCTGTTGGTG	V_CTCF_BR	3
chr17	27138731	27138881	id-41182	1	+	NA	NONE	19
chr17	27139850	27140000	id-41183	1	+	NA	NONE	6
chr17	27169807	27169957	id-41184	4.01e-05	-	GGCACTGAGGAAGACGCCCCCGGCAGGGGCTGCGC	V_CTCF_BR	17
chr17	27175797	27175947	id-41185	9.49e-08	+	TGTTGTTGTCATATAGTCTCCAGCAGGGGGCGCCA	V_CTCF_BR	40
chr17	27176395	27176545	id-41186	2.1e-06	+	TCTACACTCCAGGAACTCACCAGCAGGGAGCAGGC	Upstream_CTCF	33
chr17	27181988	27182138	id-41187	7.8e-08	-	GAACAAGCCTAGCCCCGCGCCAGCTGGGGGCAGCC	V_CTCF_BR	21
chr17	27188703	27188853	id-41188	1	+	NA	NONE	1
chr17	27206163	27206313	id-41189	2.62e-07	-	CTGTTCTTCCGCATTCTAGCCACTGGGGAGCAACA	UpstreamP1_CTCF	40
chr17	27222979	27223129	id-41190	1	+	NA	NONE	1
chr17	27223926	27224076	id-41191	2.15e-05	+	CCAGAACCGGGTTTCCCAACCTGTAGAGGCCGCAT	V_CTCF_BR	26
chr17	27224270	27224420	id-41192	4.94e-06	-	GCTGCGCACCCTCGGGCACCCACCAGGGGCTCCCC	Upstream_CTCF	39
chr17	27224684	27224834	id-41193	7.12e-06	+	CAGCCCCGCCGGAAGTGTGGCGGCGGAGGGCGGGG	UpstreamP1_CTCF	13
chr17	27230125	27230275	id-41194	1	+	NA	NONE	39
chr17	27239439	27239589	id-41195	1	+	NA	NONE	38
chr17	27243469	27243619	id-41196	2.78e-09	-	CAGCACTTCTCAAGTATGGCCACTTGGTGGCAGCC	UpstreamP1_CTCF	40
chr17	27280632	27280782	id-41197	6.47e-09	-	AGTGCAGTGCCTAGATTAGCCACAAGAGGTCACTT	Upstream_CTCF	40
chr17	27292724	27292874	id-41198	1.48e-06	+	ATTGTCATACCAAATTTGACCAAATGGTGGCAGCA	Upstream_CTCF	40
chr17	27300416	27300566	id-41199	2.12e-06	-	GGGCCATGCCTCCCCTGGACCAGAGGGGGCCAGAG	UpstreamP1_CTCF	17
chr17	27310785	27310935	id-41200	1	+	NA	NONE	3
chr17	27320305	27320455	id-41201	2.6e-05	+	ATGAGGAGCTACCCACTGGCCCCAAGGTGGGGGTG	UpstreamP1_CTCF	13
chr17	27333036	27333186	id-41202	1	+	NA	NONE	1
chr17	27340931	27341081	id-41203	2.19e-05	+	GGTGAACCTCAAGACAGGGCCATAGGATGGCAGTC	Upstream_CTCF	1
chr17	27363688	27363838	id-41204	8.64e-05	+	GGTGCTGTCCTGGGCACTCACAGAGGGCGCTGTCA	Upstream_CTCF	8
chr17	27369759	27369909	id-41205	3.36e-07	+	CAGGCTGAAGAGGGGAAAACCAGCAGGGGGAGGCA	V_CTCF_BR	30
chr17	27417869	27418019	id-41206	4.21e-05	+	TGAAGGCGGCTCAGCTGCTCCTCCAGCTGGAGAGA	V_CTCF_BR	8
chr17	27435127	27435277	id-41207	6.15e-05	-	GCAGCCTTTCTCATGTCCTGCTCTAGTGGACAGAG	Upstream_CTCF	11
chr17	27438959	27439109	id-41208	1.48e-06	-	CCCGGGCTGCCCGCTTCCTCCACAAGGTGTCAGCA	V_CTCF_BR	40
chr17	27440448	27440598	id-41209	6.49e-06	+	GGTTCATATCCATGACAGTCCCCCAGAGGGCGTCT	Upstream_CTCF	22
chr17	27443020	27443170	id-41210	9.11e-08	+	GAGGTAACTCCACATGCTGCCACCGGAGGGCAACA	Upstream_CTCF	40
chr17	27444262	27444412	id-41211	8.17e-10	-	TTGCATGTCAGGGTGGCGGCCACTAGGGGGCAGCA	UpstreamP1_CTCF	40
chr17	27451186	27451336	id-41212	4.24e-07	+	AATGGGTTTCTCACATTGGCCAGGAGGTGGAGACA	Upstream_CTCF	40
chr17	27471046	27471196	id-41213	1.46e-07	-	TTGCACCACCACGCTTTGGGCAGCAGAGGGACTAG	UpstreamP1_CTCF	40
chr17	27472467	27472617	id-41214	1.27e-06	+	CTGTAATACCTCAAGGCGAACACTGTGGGGAAGCA	UpstreamP1_CTCF	40
chr17	27475975	27476125	id-41215	2.06e-10	+	CCTGCAGCGCCGCTGGCGCCCAGCAGAGGGTGGCA	Upstream_CTCF	40
chr17	27503648	27503798	id-41216	2.6e-06	-	CGGAGCTCAGCACAGCCGGCCGGGAGGAGGCTCCC	V_CTCF_BR	15
chr17	27507402	27507552	id-41217	2.43e-06	-	GCGTTTATCCCCACAGCCGCCAGCAGGGAGCTCCC	Upstream_CTCF	40
chr17	27531477	27531627	id-41218	2.96e-05	+	GTGCAGCCAGCGGCCCCGGCCGGCGGCTCCAGGAA	UpstreamP1_CTCF	0
chr17	27546524	27546674	id-41219	5.96e-07	-	CCTAGCCTCTAATTTCTGACCACCAGGGGGCATAC	V_CTCF_BR	40
chr17	27568179	27568329	id-41220	1	+	NA	NONE	20
chr17	27568747	27568897	id-41221	1	+	NA	NONE	20
chr17	27570845	27570995	id-41222	1.15e-06	+	GCTTTAAGCCCTTGCACAGCCACCAGGTGGCCAGA	Upstream_CTCF	40
chr17	27573902	27574052	id-41223	6.73e-07	+	TTGCCCTGCAGAGACATGCCCAGGAGAGGGCCCAG	UpstreamP1_CTCF	7
chr17	27579329	27579479	id-41224	1.55e-07	+	CCTGCTATTTGATTTTTCTCCACCAGGTGGTACTT	Upstream_CTCF	39
chr17	27580179	27580329	id-41225	3.29e-05	-	TTGGATATAACCTGTATGTCCAGTAGGGGACATGA	Upstream_CTCF	18
chr17	27610643	27610793	id-41226	2.66e-05	+	AAACATTTTCCAGTAATAGTCTCTAGAGGGCAGAC	V_CTCF_BR	32
chr17	27618278	27618428	id-41227	1.31e-05	-	AGGAACAGTTTTTTTTAATCCAGAAGAGGGCGCAA	V_CTCF_BR	39
chr17	27621425	27621575	id-41228	2.78e-06	-	GATTCTAAGAGGTGCAAAGCCAGCAGATGGCTCAC	V_CTCF_BR	17
chr17	27688377	27688527	id-41229	6.49e-06	-	CTGTGATAACATGTGCAGTCCTACAGGTGGAGCTA	UpstreamP1_CTCF	21
chr17	27696925	27697075	id-41230	3.8e-07	+	TAGGCACTACACTAGGTTTCCAGCTGAGGGCAGCC	Upstream_CTCF	40
chr17	27697252	27697402	id-41231	1.37e-08	+	CTTGCTGTTTTTCCTCTTGCCACTAGAGGGTAGAA	Upstream_CTCF	39
chr17	27712010	27712160	id-41232	5.17e-06	-	GGTGTATTAAAACTAGGTGGCAGCAGTGGGAAGCA	Upstream_CTCF	21
chr17	27864097	27864247	id-41233	9.78e-09	-	AGTGCTGTTTAACTGTTAACCACTAGGTGGAGCTA	Upstream_CTCF	40
chr17	27893127	27893277	id-41234	1	+	NA	NONE	15
chr17	27894888	27895038	id-41235	3.66e-06	-	GTGCGCTGGCCGGCCCGCCCCGCAGCGGGGCGCTG	UpstreamP1_CTCF	40
chr17	27896122	27896272	id-41236	1	+	NA	NONE	15
chr17	27899956	27900106	id-41237	5.53e-08	-	GGCCAGTGCCGCGCCATCGCCACCAGGGAGCGCCC	UpstreamP1_CTCF	37
chr17	27901793	27901943	id-41238	1	+	NA	NONE	4
chr17	27907434	27907584	id-41239	3.71e-10	+	ACATGGCCATCAGAGGTGGCCACCAGGTGGCACCA	V_CTCF_BR	40
chr17	27912093	27912243	id-41240	1.48e-06	+	AAGGGACCAGCCTTCTTCGCCAAGAGGGGGAGCCC	V_CTCF_BR	40
chr17	27918029	27918179	id-41241	4.65e-05	-	CCCCGCCCCTTACCCCCTTCCCGCTGAGGCCACCA	V_CTCF_BR	1
chr17	27918762	27918912	id-41242	6.39e-08	-	GGACCGCTGCCCGCCTGCACCACCAGGGGTCAGCA	V_CTCF_BR	40
chr17	27919119	27919269	id-41243	1	+	NA	NONE	4
chr17	27919479	27919629	id-41244	3.84e-06	-	GTGAGGTTGGACAGAAAAAGCAGCAGGTGGCAGCT	UpstreamP1_CTCF	12
chr17	27921285	27921435	id-41245	8.16e-07	-	GCCTAGAAACCAGGCCCCAGCACCAGAGGGCAGGA	V_CTCF_BR	39
chr17	27940192	27940342	id-41246	3.22e-07	+	GCCGCGGGACTGACCGCCTCCACTAGAGGGTGGTG	Upstream_CTCF	9
chr17	27940531	27940681	id-41247	7.07e-08	-	CGTGGCGCTGGCGAGGGTCCCGGCAGGGGGCGCTA	V_CTCF_BR	32
chr17	27944244	27944394	id-41248	1.82e-07	+	CCCCAGGGACTCGGCATCACCAGGTGGGGGCGCCA	V_CTCF_BR	40
chr17	27945091	27945241	id-41249	7.62e-07	-	CGAGCAGGAGCAAGCCCGGCCTCACGAGGGCGCCC	Upstream_CTCF	36
chr17	27946302	27946452	id-41250	4.23e-08	+	GAACAGAAGCAGCTGGGAGCCAGGAGGGGGCACTG	V_CTCF_BR	40
chr17	27952168	27952318	id-41251	2.84e-05	-	CAGCTCTGTCAGGCCTTGGCAGCCAGAAGAAGGCT	UpstreamP1_CTCF	20
chr17	27966647	27966797	id-41252	4.02e-07	+	GCTGCATGAGCTCCAGCCACCCCTAGGAGGAGACA	Upstream_CTCF	40
chr17	27972216	27972366	id-41253	1	+	NA	NONE	8
chr17	28009175	28009325	id-41254	4.44e-06	+	CTGCAGTTATTGTCTTCTGTCTCTAGGGGAAGATT	UpstreamP1_CTCF	19
chr17	28098991	28099141	id-41255	1	+	NA	NONE	12
chr17	28106373	28106523	id-41256	2.78e-06	-	ATAAATGTTTGGGGGGTGGCCACCAGGGGGTGTGG	V_CTCF_BR	40
chr17	28113351	28113501	id-41257	1	+	NA	NONE	7
chr17	28134892	28135042	id-41258	1.28e-06	+	CTAATTTAACTATGGGCCTCCACTAGAGGGCAGAC	V_CTCF_BR	40
chr17	28171630	28171780	id-41259	1.1e-05	+	ACCTCTAACAAACCTGTGCACAGTAGAGGGAGCAA	V_CTCF_BR	13
chr17	28194930	28195080	id-41260	1	+	NA	NONE	33
chr17	28257197	28257347	id-41261	2.96e-05	-	CCGAGGGGAGAGGCGGTAGCTGACAGGTGGCGCCT	V_CTCF_BR	11
chr17	28258479	28258629	id-41262	2.6e-07	-	TCACAGGCACTCCTGATCACCACCAGGGGGCAAAA	V_CTCF_BR	40
chr17	28260491	28260641	id-41263	1.39e-05	+	GAGGCCAAGAGCAGGATTCCCAAAAGAGGGAGCCA	V_CTCF_BR	39
chr17	28281629	28281779	id-41264	6.49e-06	-	TGGCCATATTCTCATAGCTCCACTAGGTGGTGCCC	UpstreamP1_CTCF	30
chr17	28327144	28327294	id-41265	6.21e-06	-	CTGGTTTTTCTTGATCTTACCAGAAGGTGTCAGTG	Upstream_CTCF	16
chr17	28339086	28339236	id-41266	1	+	NA	NONE	34
chr17	28348839	28348989	id-41267	1.81e-06	-	ATTGTATGACATAGTATCTCCACTAGGCGGCACCT	Upstream_CTCF	40
chr17	28353819	28353969	id-41268	4.11e-07	+	CAGGTGTGAACCGCTATGCCCAGCAGGGGGCATCT	UpstreamP1_CTCF	40
chr17	28420636	28420786	id-41269	3.42e-09	-	ACTGCAATTAATATTTCTTCCACCAGAGGGCACTA	Upstream_CTCF	40
chr17	28422835	28422985	id-41270	6.19e-06	-	CTGCGATGGCAAGTTTTTTCCTTAAGAGGGAGCCA	UpstreamP1_CTCF	40
chr17	28431622	28431772	id-41271	1.67e-07	+	AAGATCCGGCCTGCATCTACCACAAGAGGGCAGTA	V_CTCF_BR	40
chr17	28452390	28452540	id-41272	8.81e-07	+	AGATTTTTTCTCTAGTGGTCCAGCAGAGGGAGCCC	V_CTCF_BR	40
chr17	28520429	28520579	id-41273	7.02e-05	+	CTGAACTTCACCTCCTGTCCCATCAGCGGCAGCAT	UpstreamP1_CTCF	0
chr17	28528358	28528508	id-41274	1	+	NA	NONE	1
chr17	28530551	28530701	id-41275	1.15e-06	-	GCTGCAGGCTTCAGCCCCGACTGTAGGGGCAGCTG	Upstream_CTCF	25
chr17	28539803	28539953	id-41276	2.5e-05	+	ATGCAGTTCACCACGCTGGTCACCAGGGCATCTCT	UpstreamP1_CTCF	11
chr17	28563987	28564137	id-41277	4.11e-08	-	CTTGCGGTCCCCGCCCTGGCGTCTAGGTGGCACCA	Upstream_CTCF	36
chr17	28605175	28605325	id-41278	8.03e-07	-	GGTGACACTCCAGTGTTGCCCACCAGAGAGCAGAG	Upstream_CTCF	39
chr17	28626142	28626292	id-41279	1.31e-05	+	GAAACTGTTTATGCTAGTGCCACATGGTGGAGCCA	V_CTCF_BR	37
chr17	28663473	28663623	id-41280	1	+	NA	NONE	6
chr17	28663759	28663909	id-41281	1	+	NA	NONE	39
chr17	28667245	28667395	id-41282	1.18e-05	+	ATGTGACTTTTGCAGTTGACCACTAGAGGTCCCTT	UpstreamP1_CTCF	40
chr17	28699891	28700041	id-41283	2.11e-06	+	CACTTGTCAAGGTGAGTCAACACTAGGGGGAACCA	V_CTCF_BR	27
chr17	28787706	28787856	id-41284	6.8e-06	+	CAGGGAGTGGATATTGTCACCAGCAGGGGTCCAGG	Upstream_CTCF	15
chr17	28804250	28804400	id-41285	3.1e-07	+	CTGTAAGATAACGAATTGATCAGCAGGTGGCAGTG	UpstreamP1_CTCF	40
chr17	28882583	28882733	id-41286	1.97e-06	-	GCCTCTAGGTGGGGTCCTAACACAAGTGGGCAGCC	V_CTCF_BR	36
chr17	28892257	28892407	id-41287	4.65e-06	+	CAGCACCGCTCAGGATAAGCCTGCTGGTGGGGCTG	UpstreamP1_CTCF	23
chr17	28900700	28900850	id-41288	7.49e-07	-	CTGCAGCCACAGTGACCAGCCACCAGGTGTGCCAT	UpstreamP1_CTCF	8
chr17	28927104	28927254	id-41289	1	+	NA	NONE	39
chr17	29020893	29021043	id-41290	1	+	NA	NONE	35
chr17	29025002	29025152	id-41291	1.28e-08	-	GCTGCGCTTCCTTCCCCGGCCGCTAGGGGCCGTTT	Upstream_CTCF	40
chr17	29025216	29025366	id-41292	1	+	NA	NONE	6
chr17	29042240	29042390	id-41293	6.04e-07	-	CAGCCTTCACTCCCAGAAGCCACTAGGGGGCGTTC	UpstreamP1_CTCF	36
chr17	29042455	29042605	id-41294	1	+	NA	NONE	11
chr17	29044117	29044267	id-41295	1.47e-05	-	ATGGCTCTCTCCCATGTAGCAGCTAGAGGGAGCTC	V_CTCF_BR	39
chr17	29046432	29046582	id-41296	1.38e-08	-	CAGTATGTTTCCCCCATGGCCACCAGAGGGCGCTT	V_CTCF_BR	40
chr17	29133085	29133235	id-41297	4.7e-05	+	TATTTAAAAACCAAAGAGGCCTGTAGGAGGCAGAG	Upstream_CTCF	32
chr17	29148928	29149078	id-41298	3.09e-06	+	CCTGTAATTCCATCACCGGAAGGCAGAGGTGGGAG	Upstream_CTCF	5
chr17	29151425	29151575	id-41299	5.01e-06	-	CCCACAGGGGCGCTGTGGGCCCGGGGGTGGCGCGG	V_CTCF_BR	5
chr17	29151649	29151799	id-41300	1.28e-06	-	TGCGCGAGGCCGCGCCGGGCCGCTTGGAGGCGCCC	V_CTCF_BR	39
chr17	29153096	29153246	id-41301	3.97e-07	-	GCCTCCTGAATTGCTGGGACCACAGGAGGGCGCCA	V_CTCF_BR	39
chr17	29247561	29247711	id-41302	4.7e-05	+	GCGACAATTCCACAAGCTGACCATAGGGGCAGGGG	Upstream_CTCF	26
chr17	29250040	29250190	id-41303	3.63e-06	+	GGGACTGGAGTAGAGGCAGCGGGCAGGGGGCTCCC	V_CTCF_BR	2
chr17	29251443	29251593	id-41304	1.1e-06	-	AGGCTGAGGGTATCCTCCACCCCCAGAGGGCAGGA	V_CTCF_BR	9
chr17	29269893	29270043	id-41305	1	+	NA	NONE	20
chr17	29283920	29284070	id-41306	2.39e-05	+	CTCCTGTTCCTCCTCTTTACCAGTAGGGCTTCCTC	UpstreamP1_CTCF	18
chr17	29297320	29297470	id-41307	3.45e-05	+	TTGGGAAACGCGCTTACATCCCGCAGAAGGCGGTA	V_CTCF_BR	11
chr17	29297969	29298119	id-41308	1	+	NA	NONE	30
chr17	29298161	29298311	id-41309	7.73e-06	-	GGCGGCAAGTGGGGCAGGCCCAGCGGCGGGCGTCG	V_CTCF_BR	7
chr17	29319688	29319838	id-41310	1.55e-05	+	GCTGCTTGAGTAGGTGGGACTGCAAGGTGGCGCTA	V_CTCF_BR	10
chr17	29324398	29324548	id-41311	1	+	NA	NONE	1
chr17	29339863	29340013	id-41312	2.96e-05	+	TCTAGCCACTTTGTATTTACCACTAGATGTCTCAC	V_CTCF_BR	38
chr17	29342756	29342906	id-41313	6.43e-06	+	TAATGCTGCTGCTGATCTGACAGAAGGTGGAGCTC	V_CTCF_BR	20
chr17	29379205	29379355	id-41314	1.24e-05	+	CTTTCCTGTCACATGATGGCATCTAGAGGGAGCCA	V_CTCF_BR	13
chr17	29388769	29388919	id-41315	3.47e-07	-	CTGCAAGTAGAAGCAGGGCCCAACTGGGGGCGCCA	UpstreamP1_CTCF	32
chr17	29395471	29395621	id-41316	2.6e-07	-	TGAGTCAGCCAGAGCCCATCCTGTAGAGGGCGCCC	V_CTCF_BR	40
chr17	29421903	29422053	id-41317	2.96e-05	-	ACGCCGCCATGACACCCCACCGGAAGTGGGATCCT	V_CTCF_BR	11
chr17	29543286	29543436	id-41318	6.46e-07	-	CCTTGAGAAAACTTATTAACCACTAGATGGCAGCA	V_CTCF_BR	37
chr17	29548061	29548211	id-41319	1	+	NA	NONE	10
chr17	29565359	29565509	id-41320	1	+	NA	NONE	28
chr17	29593191	29593341	id-41321	1.5e-05	+	ATTGTTAGTCAGCTTGCTGGCCACAGGTGGCAGTG	Upstream_CTCF	39
chr17	29667470	29667620	id-41322	1.21e-05	-	GCAGCACAGCCACAGCTACCCAAAAGAGGGCTTTG	Upstream_CTCF	13
chr17	29700310	29700460	id-41323	1	+	NA	NONE	40
chr17	29705770	29705920	id-41324	3.45e-05	-	ATTCCCAAGATGCCTGCCACCACTAGGGGCTTCCC	V_CTCF_BR	34
chr17	29710614	29710764	id-41325	7.73e-05	+	TGTGGTGCGATGAGTTCTTCCTGCAGATGGCCTCA	Upstream_CTCF	15
chr17	29716506	29716656	id-41326	2.96e-09	+	AGAGCCATTTCTGCAGCCCCCACCAGGGGGCAGCC	Upstream_CTCF	40
chr17	29719363	29719513	id-41327	4.14e-05	+	GTGTACGTCCTGCTGGGCCGGGCCAGGGGGTGAAA	UpstreamP1_CTCF	3
chr17	29720489	29720639	id-41328	6.19e-06	-	TTCTAATGGCAGGAACTGTCCAGCTGGGGGAGAAG	UpstreamP1_CTCF	3
chr17	29721661	29721811	id-41329	5.28e-05	+	GCTGTGCTGCTGCCTGCGGGCTGGAGAAGCAGTGC	Upstream_CTCF	7
chr17	29733092	29733242	id-41330	2.31e-07	+	TTTGCTCCCCAGATGATGCCCTCCAGAGGGCGGAA	Upstream_CTCF	9
chr17	29742209	29742359	id-41331	4.88e-05	+	ACAGGAGGTGGGCACCTCAGGCCCAGGGGGCGCTC	V_CTCF_BR	9
chr17	29752733	29752883	id-41332	1	+	NA	NONE	3
chr17	29761776	29761926	id-41333	1	+	NA	NONE	2
chr17	29764399	29764549	id-41334	4.66e-08	+	CCTGCTGTGTCTTAGCTGTCCCCTAGGGGTCAGTC	Upstream_CTCF	40
chr17	29773719	29773869	id-41335	2.59e-06	-	CTGCTGCTCCAGGAAGATGCCCCCTGGTGTCCCAG	UpstreamP1_CTCF	37
chr17	29792726	29792876	id-41336	8.71e-06	-	CCAGGCTAGAGTGCAGTGGCCACTGGTAGGCGCGA	V_CTCF_BR	0
chr17	29814695	29814845	id-41337	1	+	NA	NONE	8
chr17	29835337	29835487	id-41338	8.02e-05	-	CATGTGAGTGCATTTCTCACCACAAGGGGATCCAC	Upstream_CTCF	40
chr17	29844696	29844846	id-41339	1.34e-06	-	TGTGTACAACTCCTGGGGGCCCTCAGGTGGCGCCA	Upstream_CTCF	38
chr17	29849080	29849230	id-41340	2.97e-06	-	AGAGCTCTCACCTGCCCAGACAGCAGGGGTCGCCT	V_CTCF_BR	9
chr17	29852473	29852623	id-41341	1.96e-08	-	GGGGTCAGGGGAGAACCTGACAGCAGGGGGCGCTC	V_CTCF_BR	40
chr17	29852912	29853062	id-41342	1.48e-06	-	TTGCTCAGCAGCCCACCAGCCGCCAGGTGGGGCTC	UpstreamP1_CTCF	7
chr17	29853391	29853541	id-41343	2.47e-07	-	GAGGAATTCAGCCCCACCACCAGCAGGTGGCCCCA	UpstreamP1_CTCF	40
chr17	29854755	29854905	id-41344	3.63e-05	+	TTTCTCCTTTCGCCAGGGTGCAGCAGTTGGAGGAA	V_CTCF_BR	11
chr17	29855685	29855835	id-41345	4.7e-06	+	GCGAGTTCAATGCCAGGGCCCGCGAGGTGGAGCTC	V_CTCF_BR	0
chr17	29860765	29860915	id-41346	7.27e-06	+	AGGGGCGCCATGGGAACAGGCTCCGGAGGGAGCCG	V_CTCF_BR	38
chr17	29868737	29868887	id-41347	7.44e-06	+	CCTGCAGCTCTGCTCACAGCCATGCGGGGCAGAAG	Upstream_CTCF	35
chr17	29885804	29885954	id-41348	7.33e-10	+	CGGCCCGGGAGCGGAGCGGCCGGCAGGGGGCTCCC	V_CTCF_BR	40
chr17	29886819	29886969	id-41349	1	+	NA	NONE	11
chr17	29923736	29923886	id-41350	9.25e-06	+	GCCCAGAGCAGCAGGGCCTCCGGCAGGGGCCTGTG	V_CTCF_BR	13
chr17	29936379	29936529	id-41351	1	+	NA	NONE	3
chr17	29972490	29972640	id-41352	1.28e-06	+	AGCAGGGCAGGGAGGGCATCCACATGGGGGCAGTC	V_CTCF_BR	16
chr17	30023211	30023361	id-41353	1.43e-05	+	TAAGCTCTTCAGCCCGTGGAGAGCAGAGGCAGAGC	Upstream_CTCF	24
chr17	30060485	30060635	id-41354	9.88e-07	-	GCTTCACTACGCACAGACTCCAGCAGGGGAAGTGA	Upstream_CTCF	10
chr17	30065290	30065440	id-41355	2.83e-07	-	GAGGAAATCGGAACACTTACCACCAGTTGGCGCAC	V_CTCF_BR	9
chr17	30131008	30131158	id-41356	7.31e-05	-	TACCGGCACCCAACACCTACCTCCAGGTTGCAGTG	UpstreamP1_CTCF	5
chr17	30169673	30169823	id-41357	1.82e-07	-	GTGGCCTTATTCTGTTTGTCCAGCAGGTGGCAGTA	V_CTCF_BR	40
chr17	30185789	30185939	id-41358	1.93e-05	+	TTTACCAAATCCGCAGCGGCGCCCAGCGGGCGGAC	V_CTCF_BR	28
chr17	30228768	30228918	id-41359	9.78e-09	-	GCTGCAATCCCACAATCGGCCACAGGGAGGGGACG	Upstream_CTCF	39
chr17	30239853	30240003	id-41360	9.81e-06	-	GTAACTGTATTCTAGCTTGCCACAGGAGGGCAACC	V_CTCF_BR	39
chr17	30241785	30241935	id-41361	1.54e-05	-	CTGTGCCACTGCATTCCAACCTGTAGATGGAGTGA	UpstreamP1_CTCF	39
chr17	30334267	30334417	id-41362	9.55e-09	-	GGGCGAGGTGGCGCGGCGGCCGCTAGGGGGAGCGC	V_CTCF_BR	39
chr17	30438490	30438640	id-41363	3.88e-06	-	GATGACAAGTTGTGACTCCCCTGCTGGGGGCGCCA	V_CTCF_BR	38
chr17	30439563	30439713	id-41364	1	+	NA	NONE	6
chr17	30462654	30462804	id-41365	1	+	NA	NONE	31
chr17	30466011	30466161	id-41366	1.47e-05	-	TTATGATGTTAACAAACGTCCACTAGGTGTCACTC	V_CTCF_BR	39
chr17	30469278	30469428	id-41367	7.84e-05	+	GTCTCCGGGGTCGCGGTGCCCAAAGGAGGGTGGGC	V_CTCF_BR	40
chr17	30475610	30475760	id-41368	3.5e-05	-	AAGTTATTGAAATTAGAATACACTAGGGGGAGGAA	UpstreamP1_CTCF	0
chr17	30530563	30530713	id-41369	9.51e-07	+	TATGGTATAATGAAGATTGCCAGCAGGTGGCTCTA	V_CTCF_BR	35
chr17	30549773	30549923	id-41370	1	+	NA	NONE	14
chr17	30580168	30580318	id-41371	3.12e-08	+	GTGCTATGGCCTCATTTTCCCACTAGAGGACACTG	UpstreamP1_CTCF	40
chr17	30591509	30591659	id-41372	2.47e-05	-	GGTGTGATTTTGAAAACAGCCTTCAGGGGACAGAA	Upstream_CTCF	36
chr17	30602187	30602337	id-41373	1	+	NA	NONE	15
chr17	30614953	30615103	id-41374	8.21e-06	+	CCGCTGAGGATAGAGCTGGTCCCCAGGTGGAGCTC	V_CTCF_BR	9
chr17	30625341	30625491	id-41375	3.91e-06	+	GCTGGAGAACGGACTGCTGCCCATAGAGGGAGGTG	Upstream_CTCF	11
chr17	30646564	30646714	id-41376	3.18e-09	-	CCTGCAACTCCAAGGATGGCCGATAGATGGCAGAA	Upstream_CTCF	40
chr17	30668163	30668313	id-41377	8.23e-05	+	CTCTTTTTACCTGAAATCATCACCAGAGGGAGTTT	UpstreamP1_CTCF	38
chr17	30670083	30670233	id-41378	1	+	NA	NONE	5
chr17	30771259	30771409	id-41379	3.63e-06	+	TCTTTTCCTCGCCGGCCGCCCGCTAGGAGGCGCTG	V_CTCF_BR	38
chr17	30772283	30772433	id-41380	4.65e-05	+	GACTAATCTTTCCAGACTGCCTGTAGGGGTTGGAA	V_CTCF_BR	24
chr17	30788857	30789007	id-41381	3.06e-08	+	AGAGTTGGAGATTAGGTAGCCACCAGGGGGCTCCA	V_CTCF_BR	38
chr17	30789453	30789603	id-41382	3.06e-08	+	AGAGTTGGAGATTAGGTAGCCACCAGGGGGCTCCA	V_CTCF_BR	37
chr17	30810603	30810753	id-41383	3.22e-07	+	TCTGTGCTGCTCAGAAGGGCCACTAGATGCTGCTC	Upstream_CTCF	40
chr17	30814072	30814222	id-41384	3.5e-05	+	CGGCGGGGCCGCGGCGCGCATTGCGGAGGGCGCGG	UpstreamP1_CTCF	2
chr17	30814598	30814748	id-41385	3.65e-05	+	CTGTTTGAGGATGGCGCGGCCACCGTGGGCCACTA	UpstreamP1_CTCF	10
chr17	30814801	30814951	id-41386	1	+	NA	NONE	6
chr17	30817237	30817387	id-41387	2.6e-06	+	ATCCTGCTGCCGCGTGCGACCAGAGGTGGGAGGCC	V_CTCF_BR	8
chr17	30824608	30824758	id-41388	1.26e-07	+	GCCCTTCCTCAGGGAGTGTCCAGCAGAGGGAAGAG	V_CTCF_BR	21
chr17	30916123	30916273	id-41389	1.11e-05	+	ACGGCATACAGTCTGATGGCCACAAGGTGGCCGGC	Upstream_CTCF	34
chr17	30920139	30920289	id-41390	3.63e-06	-	ATCTCCTTTTCCAGCCTTGCCACCAGGGGGAAATT	V_CTCF_BR	24
chr17	30936226	30936376	id-41391	5.51e-07	-	CTGATAGCACCTGTGGTAGCCAGGAGGTGGCACTT	V_CTCF_BR	31
chr17	30938125	30938275	id-41392	4.68e-05	+	CTCCTCTGCAATGGAATGAGCGCTAGAGAGCAGAG	UpstreamP1_CTCF	2
chr17	30986446	30986596	id-41393	2.18e-07	+	ATGTCAGTTCCACCTGCCACCAACAGATGGCGTGG	Upstream_CTCF	40
chr17	31003597	31003747	id-41394	1.04e-07	+	GTTAGCCGCCACCTCACAACCACAAGGGGGAGCCA	V_CTCF_BR	39
chr17	31082219	31082369	id-41395	3.81e-05	-	TTGATAAAATCATGTTAATCCAGGAGAGGGAGCTC	V_CTCF_BR	38
chr17	31096988	31097138	id-41396	2.1e-05	-	AATGAATTAAAAACAAAAAACAGTAGAGGGCAACA	Upstream_CTCF	22
chr17	31110650	31110800	id-41397	2.11e-06	+	GGTTGGGTCTTAAAAATCACCACTAGGTGGTGCCA	V_CTCF_BR	39
chr17	31122682	31122832	id-41398	4.65e-05	+	AGCAACTTGCGCCAGCAAGACAGCAGAAGGAGGAA	V_CTCF_BR	3
chr17	31130991	31131141	id-41399	1.65e-07	+	ATGCAGTCATCCCTTGATACCAGCAGAGGGTTGGT	UpstreamP1_CTCF	15
chr17	31140253	31140403	id-41400	8.98e-06	+	CTGTGTTCCTCCAGACAGCCCAGTAGGGGATGCAG	UpstreamP1_CTCF	11
chr17	31149590	31149740	id-41401	7.49e-05	-	GGACGCGCGAGGGCCGGAACCCCGGGTGGCCGCCC	V_CTCF_BR	11
chr17	31178818	31178968	id-41402	1	+	NA	NONE	0
chr17	31182122	31182272	id-41403	2.01e-05	-	AGTGTGTTTTTAAAAAAGGCCACAAGGAGTCCTCA	Upstream_CTCF	19
chr17	31203668	31203818	id-41404	1.37e-05	-	GGCGCGAGGCTGCGCTTTCCCGAGAGGGGGCGCCT	Upstream_CTCF	39
chr17	31204344	31204494	id-41405	2.23e-06	-	TGGCAGCTACCAAGTGTGGGCGGCAGGCGGCCATC	UpstreamP1_CTCF	40
chr17	31237023	31237173	id-41406	8.08e-08	-	GGTGCACTTCAAAGAGTGGTCACTGGGTGTCACCA	Upstream_CTCF	40
chr17	31239475	31239625	id-41407	1	+	NA	NONE	30
chr17	31262547	31262697	id-41408	1	+	NA	NONE	1
chr17	31264051	31264201	id-41409	1.87e-09	-	AGGCACGTCGGCATACCAGCCACCAGGTGGCAGCA	V_CTCF_BR	40
chr17	31268125	31268275	id-41410	1.73e-06	+	TTGCAGTTGCAAACTGTGGCTGGTGAGTGGCAGTC	UpstreamP1_CTCF	4
chr17	31268558	31268708	id-41411	6.67e-08	+	CTGCAATTTTACCTAGCTACCACTAGGTGGATAGT	UpstreamP1_CTCF	36
chr17	31271399	31271549	id-41412	3.4e-06	+	AGTGCTGTGATGGAGGGGACCACAAGAGGGACTGT	Upstream_CTCF	13
chr17	31325451	31325601	id-41413	1.46e-08	-	GCGGCACTTGAATCTTCCGCCACGAGAGGGCACCA	Upstream_CTCF	40
chr17	31341850	31342000	id-41414	5.01e-06	-	AGCATCTGCATCAGATCAGACTGCAGGGGGCTGTC	V_CTCF_BR	4
chr17	31343983	31344133	id-41415	1.47e-05	+	AGAGGCCTCGTTCCAGCTGCCTCTTGAGGGAGACA	V_CTCF_BR	15
chr17	31349193	31349343	id-41416	1.63e-05	-	TTAGCAGTTTTAGAAAGATCCTTCAGGCGGCGATA	Upstream_CTCF	33
chr17	31355900	31356050	id-41417	8.99e-05	+	GAGAGACTTTCCAAGTCATGCTGTAGATGGCACCT	V_CTCF_BR	13
chr17	31365799	31365949	id-41418	8.16e-07	+	CCAAAGATCCTAAGGCACACCAGTAGGTGGCGCTG	V_CTCF_BR	40
chr17	31376932	31377082	id-41419	2.31e-07	-	CTTGCCCTGATCCTTGGGACCACTAGGAGGCAACA	Upstream_CTCF	40
chr17	31433934	31434084	id-41420	3.09e-05	-	AAGCTTCGACAACCAGCCAGCAGGAGGGGCAGGGA	UpstreamP1_CTCF	11
chr17	31472192	31472342	id-41421	3.4e-06	-	CCATCAATGTCCCCTGATGCCAGAAGGGTGCAGAC	Upstream_CTCF	6
chr17	31508051	31508201	id-41422	8.99e-05	+	TGGTGACCGAGATTACCATCCACCAGGGGTCATGT	V_CTCF_BR	6
chr17	31519502	31519652	id-41423	3.65e-05	+	CTGCTGGACAGGCAGGGAGCAAGGAGGTGTGGCTG	UpstreamP1_CTCF	8
chr17	31520461	31520611	id-41424	5.65e-05	-	TGGTGGGTGCAGATTCCAGCAGACAGAGGGCAGGC	V_CTCF_BR	3
chr17	31527682	31527832	id-41425	5.97e-08	-	ACTGCTGTGCTGGGAATAAACTGCAGGGGGCAAGG	Upstream_CTCF	30
chr17	31529134	31529284	id-41426	6.39e-08	+	TGGCCTGCCTGCATCAGAACCAGCAGGTGGCACAA	V_CTCF_BR	16
chr17	31560287	31560437	id-41427	6.21e-05	-	CTAGAGGGAAAACCTCCTAGCGCATGAGGGCACTG	V_CTCF_BR	2
chr17	31616092	31616242	id-41428	6.84e-06	+	ACTGGGCCATGATAGGAAGCCACTAGGGGTCACCT	V_CTCF_BR	15
chr17	31618891	31619041	id-41429	6.36e-11	-	CTGCAGGGGCCAGGGGTCGCCCGCAGGGGGCGGCC	UpstreamP1_CTCF	12
chr17	31619631	31619781	id-41430	1	+	NA	NONE	32
chr17	31620357	31620507	id-41431	1	+	NA	NONE	16
chr17	31626254	31626404	id-41432	6.64e-05	-	GATGCTATAACACTGGCCACCTCTAGGGCCCCACA	Upstream_CTCF	21
chr17	31658010	31658160	id-41433	1.39e-05	-	TAACACCACTGCTGATCTAACAGGAGGTGGAGCTA	V_CTCF_BR	17
chr17	31662609	31662759	id-41434	5.17e-06	+	GAAGCATTCCCCGTGGCTACCACCAGGGTCACCAA	Upstream_CTCF	25
chr17	31704983	31705133	id-41435	1.03e-06	+	AGCAGATACCCCCTGGTAGGCACAAGGTGGCACTG	V_CTCF_BR	11
chr17	31728384	31728534	id-41436	1.08e-08	-	AAGGAGGGCAGGAGGGGAGCCAGCAGGTGGCAGAG	V_CTCF_BR	4
chr17	31786153	31786303	id-41437	1	+	NA	NONE	5
chr17	31828336	31828486	id-41438	6.23e-05	-	GGGCAGGATGCTCACTGGAGCCCCTGCTGGCACTG	UpstreamP1_CTCF	13
chr17	31847559	31847709	id-41439	1.82e-07	+	GGGACAGTTTGGAGAGAGACCACGAGAGGGCGGCA	V_CTCF_BR	38
chr17	31848930	31849080	id-41440	1.34e-06	-	TAGGCCAGGCAGCGGCTGCCCAGCAGAGGGCCCCC	Upstream_CTCF	31
chr17	31849749	31849899	id-41441	9.78e-07	-	CTTCAGTGTCTGTGTCTGCACTGGAGGTGGCGCTC	UpstreamP1_CTCF	19
chr17	31889962	31890112	id-41442	2.96e-05	+	CATGGGCTTAGGCTAGTGGGCTCTAGGAGGAGCTG	V_CTCF_BR	13
chr17	31917325	31917475	id-41443	1.97e-06	-	CCCCCTTTGCTTCCTCAGGCCAGGAGAGGTCACTG	V_CTCF_BR	1
chr17	31958064	31958214	id-41444	6.8e-06	-	GGCCTCTGACTCCCTCCCACCACCATGTGGCAGTG	UpstreamP1_CTCF	4
chr17	31969135	31969285	id-41445	1.56e-06	+	AAGCAATACTATAACTCGCACTCTAGGGGGAGCAA	UpstreamP1_CTCF	14
chr17	31975117	31975267	id-41446	4.02e-07	-	TCAGAATTACATGTGGCTGCCACCAGATGGAGCCT	Upstream_CTCF	36
chr17	31978829	31978979	id-41447	2.04e-05	-	CTTTCCCAGAGCAGTTTGTCCAGGAGAGGGAGACT	V_CTCF_BR	22
chr17	32001738	32001888	id-41448	2.73e-07	-	TGTGCTACACTACATTCGGCCGGCAGAGAGCAGAA	Upstream_CTCF	40
chr17	32013326	32013476	id-41449	8.53e-09	-	GTTGGTGTTCCACTCCACCCCAGCAGGGGGAGCCC	Upstream_CTCF	37
chr17	32016873	32017023	id-41450	3.63e-06	+	GAAGATTTCTACCCTGGAGCCTCCAGAGGGCGTGC	V_CTCF_BR	25
chr17	32039282	32039432	id-41451	3.65e-07	+	GCACACAACACACACTGAGCCACAAGAGGGCTCCA	V_CTCF_BR	14
chr17	32052826	32052976	id-41452	8.02e-08	+	CTGCACTGACCCCACAGAGCCACACGAGGGCAGCA	UpstreamP1_CTCF	40
chr17	32078257	32078407	id-41453	3.36e-07	-	AGAACAATTCCTGGCAGTGCCACTAGATGGCGGAA	V_CTCF_BR	40
chr17	32106241	32106391	id-41454	1.34e-10	+	GGTGCAGTTCTTCAGCTGCCCTCCAGATGGCGGTG	Upstream_CTCF	40
chr17	32185773	32185923	id-41455	7.49e-05	+	AACCATTGAACCATGCCAGACACAAGGAGGCAGAT	V_CTCF_BR	5
chr17	32199772	32199922	id-41456	1	+	NA	NONE	2
chr17	32254983	32255133	id-41457	9.25e-06	+	AGTGAGTGACAGCAGGCAAACAGTAGGAGGCACCA	V_CTCF_BR	21
chr17	32262071	32262221	id-41458	1	+	NA	NONE	0
chr17	32265302	32265452	id-41459	5.3e-05	+	CTGATATTCCCTCCCACCAACGCTAGAGGCTGTTT	UpstreamP1_CTCF	1
chr17	32273299	32273449	id-41460	5.68e-06	-	AAATGTTGGCACTTTTGCTACAGCAGAGGGCACTG	V_CTCF_BR	8
chr17	32276272	32276422	id-41461	1.83e-05	-	CTAGTCTATGGCCAGCGAACAGCTAGGGGGCAGTG	V_CTCF_BR	31
chr17	32291467	32291617	id-41462	2.12e-06	+	CTTCATTCTCCCTTTCACACCACAAGGTGGCTGAG	UpstreamP1_CTCF	10
chr17	32352335	32352485	id-41463	1.13e-05	-	GTACACTGAGCAGTCCACTCCACGAGGGGGTGCAA	UpstreamP1_CTCF	8
chr17	32408421	32408571	id-41464	4.55e-09	+	CCAGCAATTCAGGTAGATGCCACCAGATGGTGCTG	Upstream_CTCF	34
chr17	32473585	32473735	id-41465	1.15e-07	-	GAAGTTATTCACCTCCCCACCACCTGGGGGCAGCC	Upstream_CTCF	36
chr17	32490832	32490982	id-41466	5.41e-07	-	CTGTAACCACACGCATAGAACACAAGGGGGAGAGG	UpstreamP1_CTCF	39
chr17	32498360	32498510	id-41467	1.69e-10	+	GTGCAATTGCCCCCAACTACCACCAGAGGTCACTG	UpstreamP1_CTCF	39
chr17	32505159	32505309	id-41468	1	+	NA	NONE	20
chr17	32527036	32527186	id-41469	1.09e-06	+	CTGCTAGAAACCTCTTTCACCATAAGGTGGCAGCA	UpstreamP1_CTCF	40
chr17	32561270	32561420	id-41470	1	+	NA	NONE	6
chr17	32633566	32633716	id-41471	7.49e-05	-	CAGGAAAACTGGTTGAAATCCTGATGGGGGCACTG	V_CTCF_BR	36
chr17	32645624	32645774	id-41472	2.66e-05	+	TAATGATGGATAGATCAGGCCTGCAGGGGGAGTAG	V_CTCF_BR	34
chr17	32684509	32684659	id-41473	1.69e-05	+	CTGAAGAGCTATGTGATCACCACCAGCAGGTGTCC	UpstreamP1_CTCF	8
chr17	32688575	32688725	id-41474	3.4e-06	-	GGGTGCAAGCCACACTTGGGCGCTAGAGGGAGCGC	V_CTCF_BR	40
chr17	32705714	32705864	id-41475	1	+	NA	NONE	6
chr17	32709941	32710091	id-41476	2.81e-05	-	TTTCTTAGACTATGAATCACCTCCAGATGTCAGGC	V_CTCF_BR	7
chr17	32747416	32747566	id-41477	9.58e-10	+	GATGCATTCTCAGTCATGACCACTAGAGGGCAGAA	Upstream_CTCF	40
chr17	32758167	32758317	id-41478	4.43e-05	+	AGCCCCACAGGGAATGTTACACCTAGGTGGCAGCA	V_CTCF_BR	5
chr17	32763830	32763980	id-41479	2.38e-07	-	CAGCAAGGAGGGTGCTGAGCCAGGAGGTGGCAGGG	V_CTCF_BR	5
chr17	32770999	32771149	id-41480	2.18e-07	+	GCAGTTCTGCCCTCTGTGGTCAGGAGAGGGCAGCC	Upstream_CTCF	27
chr17	32801835	32801985	id-41481	4.5e-05	+	GTGACTTTACTCCTAGAATCCAGGAGGGGCAGCTG	UpstreamP1_CTCF	11
chr17	32846424	32846574	id-41482	7.54e-08	-	AAGCTGTGTCCAGCTTCACCCAACAGAGGGCGCTA	UpstreamP1_CTCF	40
chr17	32854997	32855147	id-41483	6.75e-05	+	GTGCACAACCTGCACAGCTACACAGGATGGCCCTT	UpstreamP1_CTCF	22
chr17	32869860	32870010	id-41484	5.63e-09	+	GGTGCTATTCCGATTTGTAACTCCAGGGGGCGCCA	Upstream_CTCF	40
chr17	32871390	32871540	id-41485	1.93e-05	+	GCTGAAATGCTTTTCCAACACAGGAGAGGTCAGAA	Upstream_CTCF	3
chr17	32886037	32886187	id-41486	1	+	NA	NONE	1
chr17	32889541	32889691	id-41487	3.2e-08	+	ATAGCAGTACTAATGATGGCCACAAGGAGGAAAGA	Upstream_CTCF	40
chr17	32906018	32906168	id-41488	2.97e-06	-	AGCCGCTCTTCCAGAGGCGCGGGTAGGGGGCACCC	V_CTCF_BR	2
chr17	32907765	32907915	id-41489	2.74e-08	+	CCCCCCGCGCCTCGCAGATCCTGCAGGGGGCACCA	V_CTCF_BR	10
chr17	32912111	32912261	id-41490	7.91e-05	+	GCCTTGTTAATGTTTAAGACCAGTAGGTGGGGATG	UpstreamP1_CTCF	35
chr17	32936577	32936727	id-41491	1.83e-05	-	CTTGAGCAGGGGAATGAGACCACAAGGTGGTGCTT	V_CTCF_BR	5
chr17	32946804	32946954	id-41492	3.45e-05	-	TGCACATGCACATGCATCCACACCAGATGTCAGTG	V_CTCF_BR	5
chr17	32951614	32951764	id-41493	8.5e-06	-	CTAGGACTCCTCCCAATCCCCTGCTGGTGGCGTAA	Upstream_CTCF	5
chr17	32953309	32953459	id-41494	6.98e-07	+	TGGGGCCCTTCAGCACCAGCCAGGTGGTGGCGCGG	V_CTCF_BR	7
chr17	32965378	32965528	id-41495	7.8e-08	-	CTGGAGGAAGAGCCCTCCACCTGCAGGGGGCAGAA	V_CTCF_BR	40
chr17	32992911	32993061	id-41496	3.16e-06	+	GTGCAGGAGAGAAGGTACACAGCAAGGGGGCAGTG	UpstreamP1_CTCF	6
chr17	33077161	33077311	id-41497	5.68e-06	-	CTCACAGGTCCCAGACTTGCCAGTGGGTGGTGCAC	V_CTCF_BR	12
chr17	33168595	33168745	id-41498	3.63e-06	+	AATTACTAAGTGAAACTGGCCAGGAGTGGGCTCAC	V_CTCF_BR	16
chr17	33179629	33179779	id-41499	4.14e-05	+	CTGCACAGCCACTCCCCAGCCACTAGGGCATCTCC	UpstreamP1_CTCF	24
chr17	33202553	33202703	id-41500	2.12e-06	-	CAGCATCCGTGGTCTCTACCCACTAGGTGCCAGTA	UpstreamP1_CTCF	3
chr17	33220008	33220158	id-41501	5.51e-07	-	CAGCCTCCTCCTCAGGCTGCCTGTTGGGGGCAGCC	V_CTCF_BR	40
chr17	33308150	33308300	id-41502	3.09e-07	-	AGGCTCGGGAGGCGCTGGGCCACGAGGAGGCACAA	V_CTCF_BR	38
chr17	33325319	33325469	id-41503	1.67e-08	+	TGAGCCTTTCCAGCCCTGACCAGGAGATGGCGGTG	Upstream_CTCF	40
chr17	33349569	33349719	id-41504	1	+	NA	NONE	28
chr17	33370232	33370382	id-41505	1	+	NA	NONE	3
chr17	33390685	33390835	id-41506	1	+	NA	NONE	35
chr17	33415507	33415657	id-41507	1	+	NA	NONE	27
chr17	33415837	33415987	id-41508	1	+	NA	NONE	14
chr17	33416409	33416559	id-41509	1.04e-07	-	GCCGTCGGGAGCCTCAGCTCCGCCAGGGGGCGCGA	V_CTCF_BR	40
chr17	33416855	33417005	id-41510	3.36e-05	+	TAGCACTGCCCAGTCTAAACCGCTAGGACTAGCTA	UpstreamP1_CTCF	24
chr17	33445158	33445308	id-41511	9.62e-08	-	CAGCATCTCTGGCCTCTGCCCACTAGATGCCAGTA	UpstreamP1_CTCF	37
chr17	33446849	33446999	id-41512	2.96e-09	-	GCGGCTCTGCCCCGTGCGGCCCGCAGATGGCGCTG	Upstream_CTCF	40
chr17	33469307	33469457	id-41513	1.03e-06	-	GGGACGCTTCTCCTCCCCAACAGCAGAGGGCGATG	V_CTCF_BR	40
chr17	33478231	33478381	id-41514	1	+	NA	NONE	40
chr17	33498571	33498721	id-41515	1.17e-05	+	ATGTTAATGGTAAACTTTCCCACCAGATGGTGCTC	V_CTCF_BR	31
chr17	33569416	33569566	id-41516	5.12e-06	-	CTGCCAGGCATAGGTGTGGCCACTGGGGCGAAACC	UpstreamP1_CTCF	36
chr17	33583778	33583928	id-41517	7.6e-05	+	ATCTGGCTTCACATACTCTACACCAGGGGTCCCCC	UpstreamP1_CTCF	18
chr17	33639830	33639980	id-41518	9.27e-07	+	GTGATATTTGATCTACAGGCCAGTAGATGGCGCTT	UpstreamP1_CTCF	40
chr17	33699857	33700007	id-41519	1	+	NA	NONE	8
chr17	33760371	33760521	id-41520	9.84e-05	-	TGGGGGCAACCGTGCTTTTAAGCAAGGGGGCAGCA	V_CTCF_BR	27
chr17	33774887	33775037	id-41521	1	+	NA	NONE	3
chr17	33815364	33815514	id-41522	1	+	NA	NONE	24
chr17	33860447	33860597	id-41523	1.28e-06	-	CCCATTCCCTCTCCAACTGCCAGGTGAGGGCAGTG	V_CTCF_BR	40
chr17	33866504	33866654	id-41524	2.74e-08	-	ATAGTCTCTCTGGTCCTCGCCGCCAGAGGGCGCAA	V_CTCF_BR	40
chr17	33878381	33878531	id-41525	1	+	NA	NONE	10
chr17	33882850	33883000	id-41526	2.47e-05	+	CCTTTTGCATCATTTTCCCCCACTTGGTGGTGCCC	Upstream_CTCF	39
chr17	33905583	33905733	id-41527	1	+	NA	NONE	25
chr17	33923725	33923875	id-41528	1.52e-07	-	GCGGGGGCCCATGCAGCTGACGCTAGGGGGCGCAG	V_CTCF_BR	19
chr17	33940068	33940218	id-41529	1.35e-05	-	ATGTGCTGGTGCAGTGCTGCCACCATGTGGAGTAG	UpstreamP1_CTCF	39
chr17	33988062	33988212	id-41530	1	+	NA	NONE	12
chr17	34068510	34068660	id-41531	2.44e-07	+	AGTGCAGTGCCCGGCCCGACCCGCGGGGGTGCCAC	Upstream_CTCF	21
chr17	34074602	34074752	id-41532	9.67e-08	-	AGTACAGTACTAAATGTCGCCACAAGATGGCGGGC	Upstream_CTCF	40
chr17	34091180	34091330	id-41533	3.42e-08	+	TGCGCCAGGAGTCCAGCACCCAGCAGGTGGCGCTG	V_CTCF_BR	40
chr17	34091701	34091851	id-41534	9.81e-06	-	CCAACAGTGGGCCTTCTTGACGGATGGGGGCGCTC	V_CTCF_BR	40
chr17	34094059	34094209	id-41535	7.27e-06	+	TCTAGACTCCCAGCAGGTGTCAGCAGAGGGCAGAT	V_CTCF_BR	39
chr17	34097256	34097406	id-41536	4.38e-09	-	CCCCTGACCTTCTGCCCCACCTGCAGGGGGCGCCC	V_CTCF_BR	32
chr17	34131860	34132010	id-41537	1	+	NA	NONE	40
chr17	34135986	34136136	id-41538	3.88e-07	-	TTGCTGCAGAGTGCTTGGGCCACCTGGGGGCGTTC	UpstreamP1_CTCF	40
chr17	34136496	34136646	id-41539	7.02e-05	+	GGGTAGGTGACTTCTTCAGCGAGCAGCGGCAGCGA	UpstreamP1_CTCF	24
chr17	34176605	34176755	id-41540	6.98e-07	+	AAAAAATGGCTTCAGATGGCCACTAGGGGGCAAAA	V_CTCF_BR	40
chr17	34198541	34198691	id-41541	5.93e-06	+	AGTGTTCCTCCCCTCCTTGCCTCTAGAGGCATGCT	Upstream_CTCF	9
chr17	34274221	34274371	id-41542	2.81e-08	+	TGTGCAATTTATCCAGTGGACACTAGAGGACAGCA	Upstream_CTCF	40
chr17	34275362	34275512	id-41543	1	+	NA	NONE	0
chr17	34296622	34296772	id-41544	2.34e-06	+	AAGTCATTGTGGCTTTTAACCACTGGGTGGCGCTG	UpstreamP1_CTCF	40
chr17	34303103	34303253	id-41545	2.78e-06	+	TCGGGTTTTAACAACATGGCCACTGGGGGGCAGTT	V_CTCF_BR	40
chr17	34309176	34309326	id-41546	7.82e-06	+	CCCCCATGGCCAACCATGACCAGCAGGGGACCCTC	UpstreamP1_CTCF	14
chr17	34336476	34336626	id-41547	7.07e-08	-	CCGAATTTGCAGCTATCGGCCAGCAGGGGTCGCTC	V_CTCF_BR	40
chr17	34399997	34400147	id-41548	3.09e-07	-	GACCTTCGCACTTGTTTCACCAGCAGGGGGCAATG	V_CTCF_BR	40
chr17	34446180	34446330	id-41549	9.81e-06	-	ATGTGTGGAGAAGAGGAGAACTCCAGAGGGAACCC	V_CTCF_BR	11
chr17	34452865	34453015	id-41550	1.55e-08	+	ATGGGGCGGTTGCCTTCCACCAGCAGAGGGCAGAG	V_CTCF_BR	12
chr17	34458946	34459096	id-41551	4.7e-06	+	AGCCCCTTTCCTTCCCCTGCCACTTGGTGGCTGGC	V_CTCF_BR	22
chr17	34459698	34459848	id-41552	1	+	NA	NONE	0
chr17	34476446	34476596	id-41553	1.12e-09	-	ATGCACTGCACAGTGATTGCCAGTAGATGGCGCAA	UpstreamP1_CTCF	40
chr17	34480104	34480254	id-41554	1.97e-06	+	CTGGTAACAGTGTGTTCAGCCACAAGAGGGAGACC	V_CTCF_BR	30
chr17	34816193	34816343	id-41555	1.64e-06	+	TTGCTGTGACAATATCTAGTCCCTAGGGGGTGGAC	UpstreamP1_CTCF	12
chr17	34819848	34819998	id-41556	4.43e-05	+	TTAGCCGGTGTGGGCGCGGCCTGGAGCGGGCCCAG	V_CTCF_BR	18
chr17	34829591	34829741	id-41557	1.04e-05	-	AGGAACCCAAAGGTTGCCGACAGTAGGGGGCATGG	V_CTCF_BR	0
chr17	34838932	34839082	id-41558	7.8e-08	-	CGCAACGCCGCGCACCGTCCCGCCAGAGGGCGCTC	V_CTCF_BR	39
chr17	34890267	34890417	id-41559	7.33e-10	-	CCTCCACCTTTCCACCTGGCCGGCAGGGGGCGGCC	V_CTCF_BR	40
chr17	34891344	34891494	id-41560	4.14e-06	+	GCCCTTCCCACGTAGACCGTCTGCTGGGGGCGCCG	V_CTCF_BR	18
chr17	34899841	34899991	id-41561	1.32e-05	+	CCTTCAAGGTCAGAACTGAACACACGGTGGCGAGA	Upstream_CTCF	36
chr17	34901649	34901799	id-41562	3.81e-05	-	GCGCAGCGCTCGGCCTGGGGGAGGGGGAGGAGGGG	UpstreamP1_CTCF	26
chr17	34948083	34948233	id-41563	8.21e-06	+	GCTCACTGGGGAAGCGGCGCCGCCAGCTGCCAGGA	V_CTCF_BR	19
chr17	34957865	34958015	id-41564	1	+	NA	NONE	38
chr17	34959480	34959630	id-41565	9.11e-08	+	GCTGTGCTTCCCTTGCTGGACACAAGGAGGCAGTA	Upstream_CTCF	40
chr17	34965365	34965515	id-41566	1	+	NA	NONE	36
chr17	34965722	34965872	id-41567	7.46e-06	-	TGGCGCTTTCGAAAGCCGGATGCCAGGTGGCGCCA	UpstreamP1_CTCF	34
chr17	34966092	34966242	id-41568	8.02e-05	-	GTAGGATTATTCCCCTTTCGCCCAGGAGGGCACCG	Upstream_CTCF	4
chr17	34978503	34978653	id-41569	6.43e-06	+	CCCAAGATATGATTCTCCTCCACCAGGGGCCAGAG	V_CTCF_BR	2
chr17	34982445	34982595	id-41570	4.96e-08	+	GCGTCTGTGTCAGGTGCGTCCACCAGAGGGCGACA	Upstream_CTCF	40
chr17	34985838	34985988	id-41571	4e-10	+	GGTGCAGTGCCCATCATTCACACTAGATGGCGCTC	Upstream_CTCF	40
chr17	35004144	35004294	id-41572	2.97e-06	-	CTTCCTTCTGGAGGATCCTCCTGGAGGTGGCACTG	V_CTCF_BR	28
chr17	35014667	35014817	id-41573	5.34e-06	+	CAAGTGCTTAAAGCCTCTGGCACTTGGGGGCGCCA	V_CTCF_BR	36
chr17	35029635	35029785	id-41574	1.1e-06	-	CACACCCTCATCCTCTTGGCCGCCAGGAGGCTCCC	V_CTCF_BR	9
chr17	35057759	35057909	id-41575	4.01e-05	-	AGAGGTTCTGCCACTGACTCCTCTAGGGGGATGTC	V_CTCF_BR	1
chr17	35062687	35062837	id-41576	1.01e-08	-	CTGTGCTGCCCTCTTGGGGCCGGCAGATGGCAGGG	UpstreamP1_CTCF	40
chr17	35111993	35112143	id-41577	9.81e-06	-	TTCTGGTGCACACAAGGCACTGCCAGGGGGCAGTG	V_CTCF_BR	38
chr17	35125582	35125732	id-41578	6.82e-05	+	GGACTGTAGCAGAGGATGCCCGCTGGGAGGCAGAA	V_CTCF_BR	28
chr17	35170705	35170855	id-41579	5.65e-05	-	TGTAGCTTCCCAGCCCCCATCCCCAGGGGGAGACA	V_CTCF_BR	2
chr17	35195104	35195254	id-41580	1.56e-05	-	AATGCAGGCACCGGAGCTGCCAGGAGGGGAGCTGG	Upstream_CTCF	18
chr17	35207465	35207615	id-41581	1.3e-07	+	CTGTGGGGGCATGCACACCCCAGCAGGGGGAGGTA	UpstreamP1_CTCF	36
chr17	35212714	35212864	id-41582	1.41e-06	+	TCAGCAGGGCACAAGAACTCCTCAAGGGGGTGCAA	Upstream_CTCF	13
chr17	35217250	35217400	id-41583	1.73e-05	+	ACTCCTCACCCTGACTCCACCAGGAGGTGGAGTGA	V_CTCF_BR	0
chr17	35227507	35227657	id-41584	1.15e-07	+	ATCCTCCCGGGTCTTTGGGCCACAAGGTGGAGGCG	V_CTCF_BR	20
chr17	35228002	35228152	id-41585	3.91e-06	+	CTTGCTCTGTCTCAAAGGGTCTGCAGGCGGAGCCC	Upstream_CTCF	6
chr17	35249478	35249628	id-41586	2.43e-06	+	TGATAGCTGGACCCAGCCTCCAGCAGATGGCATCA	V_CTCF_BR	23
chr17	35253996	35254146	id-41587	2.27e-06	+	AGTGGGGCTTGCTACGAATCCGCCAGAGGGCAGAA	V_CTCF_BR	4
chr17	35291639	35291789	id-41588	1.04e-07	+	TGGAGCAACCTCCTCCTGCCCACCAGAGGGAGGTG	V_CTCF_BR	12
chr17	35305353	35305503	id-41589	1	+	NA	NONE	10
chr17	35306742	35306892	id-41590	1	+	NA	NONE	26
chr17	35405056	35405206	id-41591	4.01e-09	-	CCGCAGCCGCCCGAATCTGCCACAAGGTGGCAGTA	UpstreamP1_CTCF	40
chr17	35417441	35417591	id-41592	5.92e-05	-	GCCTCGCTTCTTCTGCAGTCCAGCCGAAGGCACTG	Upstream_CTCF	0
chr17	35438394	35438544	id-41593	2.68e-05	-	GAAGCAGGAAATGATACAGCCACCAGGGGCTTGAT	Upstream_CTCF	18
chr17	35439491	35439641	id-41594	6.43e-06	+	CACCCATTAGAGCCACTGGCCAGCAGGAGGTGACC	V_CTCF_BR	14
chr17	35445966	35446116	id-41595	1.24e-05	+	ACAGATGACTCTTGGTCAAACACCAGGGGTCAGGC	V_CTCF_BR	16
chr17	35491035	35491185	id-41596	8.34e-07	-	CTGCAGTGTCTCTAGATAAGCAGCAGCAGCAGCAG	UpstreamP1_CTCF	2
chr17	35494117	35494267	id-41597	1	+	NA	NONE	17
chr17	35519864	35520014	id-41598	4.68e-07	-	GAGTCATGGAACTGTTTGACCGCCAGCTGGCAGCA	V_CTCF_BR	1
chr17	35531299	35531449	id-41599	2e-06	-	CCTTCATTTTTTCAGATGGGCGCTAGGTGTCAGGG	Upstream_CTCF	33
chr17	35547569	35547719	id-41600	1.56e-06	+	GTGCATTATCTCACTAAGGCCACCAGGTGATTAAC	UpstreamP1_CTCF	32
chr17	35551275	35551425	id-41601	9.41e-05	+	TATCTGATGCTCTCAACAACCTCTAGGGGTAGATA	V_CTCF_BR	13
chr17	35569225	35569375	id-41602	4.43e-05	-	GCATAATTCTTATAACAAAGCAGCAGGGGGCTCTC	V_CTCF_BR	33
chr17	35577572	35577722	id-41603	2.27e-06	-	ACTGGATGCCACTGTTGATCCAGCAGAGGTCGGCA	V_CTCF_BR	40
chr17	35578908	35579058	id-41604	3e-06	-	TTACAGTGCACATAGGTGTCCAGCAGAGGCAGCCT	UpstreamP1_CTCF	31
chr17	35592695	35592845	id-41605	1.73e-05	+	TCACTTGCCTTCCCTAAGGCCACCAGGGGCAGGTT	V_CTCF_BR	7
chr17	35596745	35596895	id-41606	1.99e-07	-	CTGCTGACATTGCTTCCTGCCACAAGATGGCAGTG	V_CTCF_BR	39
chr17	35656605	35656755	id-41607	6.82e-05	-	TGTCATGTGCTCCTGGCAGCCAGGAGAGGCAGTGG	V_CTCF_BR	8
chr17	35716272	35716422	id-41608	3.6e-07	+	TCTGCCATTCGGGGCCCAGCGGCTAGAGGGCGGGC	Upstream_CTCF	30
chr17	35719528	35719678	id-41609	1	+	NA	NONE	1
chr17	35730543	35730693	id-41610	4.85e-07	-	TTGCTGTTCTCATCCAGTGTCACAAGGTGGCAAAA	UpstreamP1_CTCF	40
chr17	35743472	35743622	id-41611	1	+	NA	NONE	3
chr17	35754755	35754905	id-41612	4.88e-08	-	ATGCAGTTAGCAATTTCAGCCACTGGATGGTGCAA	UpstreamP1_CTCF	40
chr17	35774326	35774476	id-41613	1	+	NA	NONE	37
chr17	35798366	35798516	id-41614	1	+	NA	NONE	39
chr17	35849582	35849732	id-41615	7.12e-06	+	CTCCAATCCCGAAAGCACCCCAGCAGAGCGCCCCC	UpstreamP1_CTCF	14
chr17	35850178	35850328	id-41616	5.01e-06	-	AGTCAAGGACCGCCAGGGAGCAGGTGGGGGCGCCG	V_CTCF_BR	27
chr17	35851429	35851579	id-41617	9.81e-06	+	GAGGGAGGGACGAGGGTTGCCACGAGGAGGTAGGA	V_CTCF_BR	16
chr17	35866885	35867035	id-41618	8.58e-08	+	GCAGTAGTTCCCTGTTCTGGCACTAGGGGAAACTG	Upstream_CTCF	40
chr17	35879058	35879208	id-41619	1.31e-05	-	ACAGACAGTTTCAAGCTGGCCTATGGAGGGCACCA	V_CTCF_BR	14
chr17	35880409	35880559	id-41620	1.97e-06	-	GGTAGGAGCAGACACATTCCCTCGAGAGGGCAGCG	V_CTCF_BR	6
chr17	35887477	35887627	id-41621	2.81e-05	+	TGGAGGAGACATGCTTCTACCACAAGAGGGAGTCT	V_CTCF_BR	40
chr17	35930716	35930866	id-41622	5.72e-07	-	GGGCATTAACCTTGTTGGACCAGTGGGTGGAGCTG	UpstreamP1_CTCF	40
chr17	35969614	35969764	id-41623	8.13e-06	-	ACTGGGCCGCCAGCTGGGCCCTGCAGAGGGCCTAC	Upstream_CTCF	39
chr17	36003447	36003597	id-41624	3.63e-05	+	TCCCAGGCCCCGGGCAGCGTCGGAAGAGGGCGTGA	V_CTCF_BR	30
chr17	36010552	36010702	id-41625	1.48e-05	+	GCGCAAGGACCAATGCTGACCTCACGGTGGCACTC	UpstreamP1_CTCF	40
chr17	36021777	36021927	id-41626	1	+	NA	NONE	29
chr17	36061540	36061690	id-41627	2.83e-07	+	ATTGCCCAGATCGGTCTGTCCAGTAGAGGGCAGGA	V_CTCF_BR	40
chr17	36062628	36062778	id-41628	1	+	NA	NONE	15
chr17	36070621	36070771	id-41629	2.01e-05	+	CCTGCAAAACAACACAAACCCAGTAGGGAACATTA	Upstream_CTCF	11
chr17	36075115	36075265	id-41630	7.82e-06	+	ATGCACTAGACAGAGACTTACGGCAGGAGTCAGTC	UpstreamP1_CTCF	10
chr17	36097236	36097386	id-41631	7.78e-06	-	AGAGCTGTTATAAAGATATACACAAGGGGCAGCAG	Upstream_CTCF	34
chr17	36104335	36104485	id-41632	8.5e-06	-	CGTTTCCCACCAGAGAAGTCCCCCGGGGGGCGCTC	Upstream_CTCF	7
chr17	36105628	36105778	id-41633	2.01e-05	+	TTTGGGTTTGCAGAACTGCCCGCCAGAGAGCGTAG	Upstream_CTCF	14
chr17	36131014	36131164	id-41634	3.12e-08	-	CTGTAATTCCCAGGCACAGCCACAAGGCGGGGGCA	UpstreamP1_CTCF	40
chr17	36151451	36151601	id-41635	1.09e-06	-	TGTCCAGTTTTGCTCATATGCAGTAGGGGGCGCTG	Upstream_CTCF	40
chr17	36162815	36162965	id-41636	1	+	NA	NONE	8
chr17	36176023	36176173	id-41637	4.41e-06	-	TTTCCTTCTGTTCATGTCACCACTAGATGGTGCAC	V_CTCF_BR	40
chr17	36176812	36176962	id-41638	1.21e-05	-	TGTGCAGCCAGAGGGAGATCCATTAGGGGGTGCCA	Upstream_CTCF	30
chr17	36180065	36180215	id-41639	1	+	NA	NONE	1
chr17	36204430	36204580	id-41640	2.11e-08	-	GTGCGGTTCCTCGCACTCGCCACTAGAGGTGAGGC	UpstreamP1_CTCF	39
chr17	36313798	36313948	id-41641	7.84e-05	-	AAAACATTACAGCAAATGCGCACATGAGGGCGCTC	V_CTCF_BR	15
chr17	36382164	36382314	id-41642	1	+	NA	NONE	24
chr17	36444290	36444440	id-41643	1	+	NA	NONE	36
chr17	36478181	36478331	id-41644	1.6e-10	-	GGTGCATCACCCCCTCTCGCCACTAGGTGGAGCCC	Upstream_CTCF	40
chr17	36478502	36478652	id-41645	1	+	NA	NONE	19
chr17	36489657	36489807	id-41646	1.52e-09	+	TCTGTCGTCCTCACCCTGGCCTGCAGAGGGCGCTG	Upstream_CTCF	40
chr17	36505117	36505267	id-41647	1.99e-07	+	CGGCCAGGAAAGCAGCTGGACAGCAGAGGGCGATG	V_CTCF_BR	40
chr17	36537047	36537197	id-41648	4.3e-06	-	AATGCCTTCCCCTTTATAAGCAAAAGAGGGCAGCA	Upstream_CTCF	25
chr17	36559318	36559468	id-41649	4.21e-05	-	TTGGCCACACCTTTCTCCTCAGGGAGGTGGCGCCA	V_CTCF_BR	29
chr17	36571062	36571212	id-41650	9.49e-08	-	GTGGCTTAGCCCTGAGGAGCCACTAGGTGGCAGGA	V_CTCF_BR	40
chr17	36580012	36580162	id-41651	2.04e-08	+	CCTGCCCTGCCATCCTTCTCCACCAGGGGATGCTC	Upstream_CTCF	40
chr17	36600452	36600602	id-41652	4.38e-09	+	GAGGCATGCCAGCGCTGGGCCAGCAGGGGGCTCTG	V_CTCF_BR	40
chr17	36605587	36605737	id-41653	1	+	NA	NONE	4
chr17	36612801	36612951	id-41654	1	+	NA	NONE	36
chr17	36617610	36617760	id-41655	1.1e-06	-	AACCTGGGGGCCTGGGTGTCCACCAGGGGCCTCTG	V_CTCF_BR	11
chr17	36627579	36627729	id-41656	2.53e-05	-	GACAGTCTCAACAGGACTCCAGCCAGAGGGCGCAA	V_CTCF_BR	18
chr17	36631111	36631261	id-41657	2.83e-07	-	GAGCTGAGGGTCAGGCTCCCCGGCAGGGGGAGCCA	V_CTCF_BR	37
chr17	36638345	36638495	id-41658	6.98e-07	+	GCCACACGCCAGAGCAGGCCCAGCAGGGGGAGACC	V_CTCF_BR	10
chr17	36641220	36641370	id-41659	2.46e-08	-	GGGTCGTTGTCCCTTCTGTCCTCCAGGGGGCACCA	V_CTCF_BR	38
chr17	36648410	36648560	id-41660	1.64e-05	-	CATAATGATATCCGTGTGCACACCAGAAGGCGGCA	V_CTCF_BR	40
chr17	36663904	36664054	id-41661	8.13e-06	+	AGTGCAACCACATTGCACAACTCCAGGGGGTGCCT	Upstream_CTCF	18
chr17	36665683	36665833	id-41662	4.94e-06	-	CATGCTGATCCCCAAATCCCCGCCAGGGGCGCTCT	Upstream_CTCF	40
chr17	36666728	36666878	id-41663	1.03e-06	-	GGCCGGGAGGCCAGCGCCGCCGCCGGGGGCCGCAG	V_CTCF_BR	25
chr17	36693535	36693685	id-41664	1.67e-07	-	CAGCCTTCCAAGTAGCTGGACTGCAGGTGGCGCCA	V_CTCF_BR	40
chr17	36701173	36701323	id-41665	5.08e-05	+	TCTGCTGGGCAGTGGCGCCCCACGTGGTGCGGCCT	Upstream_CTCF	7
chr17	36714449	36714599	id-41666	2.1e-05	+	TAGCGCAGCCGTTCCTCTTCCACCAGGGTGCGCTG	UpstreamP1_CTCF	40
chr17	36715795	36715945	id-41667	1	+	NA	NONE	22
chr17	36718127	36718277	id-41668	2.11e-06	+	GACGGCCCTCGTGCAGCAGCCCGTAGGGGTCAGCA	V_CTCF_BR	2
chr17	36719892	36720042	id-41669	1	+	NA	NONE	6
chr17	36724613	36724763	id-41670	1.7e-05	+	CATGGTGTACCCAGGATGGCCCTGAGCAGGCGCTA	Upstream_CTCF	8
chr17	36733598	36733748	id-41671	6.43e-06	+	CCAGACGGAACTGGAGGTGGCACTAGAGGGCAGAT	V_CTCF_BR	21
chr17	36736237	36736387	id-41672	7.84e-05	-	AGGAGCCCTATGAGTCAGGCCACACGGGGGCGGGA	V_CTCF_BR	37
chr17	36740711	36740861	id-41673	9.57e-10	-	GTGCCGTCCTCCTAGCCGGCCACTGGGGGGCGCCC	UpstreamP1_CTCF	39
chr17	36761064	36761214	id-41674	3.09e-07	+	CTCACCCTAGATGCCCTCCCCAGCTGGGGGCGCCC	V_CTCF_BR	15
chr17	36762739	36762889	id-41675	7e-10	-	CCTGCAGTTCCCGCGCACGCCTGCAGGAGGGGCTG	Upstream_CTCF	40
chr17	36766128	36766278	id-41676	2.1e-05	-	CTTTCAGAGCCACTGCCCTACCACAGGGGGAGCCC	Upstream_CTCF	31
chr17	36773621	36773771	id-41677	8.9e-05	+	CGACAGTGTGCCCTCCCAGCCTGTGGGTGGGGCAC	UpstreamP1_CTCF	3
chr17	36819454	36819604	id-41678	1.1e-05	-	GTCCTGAGTCACTGGCAGGGCCCTAGGGGGCAGCA	V_CTCF_BR	40
chr17	36823892	36824042	id-41679	2.78e-09	-	ATGCAGTTCCAGAGCTTGTCCACTAGATGCTGCTG	UpstreamP1_CTCF	40
chr17	36828043	36828193	id-41680	6.64e-05	+	CTCGCACCTCGTTTTCGGGGGAAGAGGGGGCGCTA	Upstream_CTCF	16
chr17	36830819	36830969	id-41681	1.64e-05	+	CACGGGCGCCCCCGGCCCGCCACCCGGGGCCGCAG	V_CTCF_BR	20
chr17	36833407	36833557	id-41682	9.11e-08	+	GCTGCAATTACCATTTCCTCCGGTAGAGGACACTC	Upstream_CTCF	40
chr17	36850062	36850212	id-41683	2.97e-06	+	TGGAGGCTGCCGGGAAGAGCCAGGAGAGGGAGAGA	V_CTCF_BR	8
chr17	36852978	36853128	id-41684	3.03e-05	-	GGCGTGATAGCTTGCATGGACAAGAGGAGGCGCTC	Upstream_CTCF	36
chr17	36860230	36860380	id-41685	9.25e-06	+	GCGGACCCGGCGGAAGAGTCTGCCAGGGGGCAGTG	V_CTCF_BR	15
chr17	36886324	36886474	id-41686	6.53e-09	+	GTTCCACCGCCAGGCCCGCCCGGCAGGGGGCGCCG	V_CTCF_BR	39
chr17	36890191	36890341	id-41687	3.91e-06	+	GGTGCAAACACAGACAAGCCCATCAGGGGGCTCCC	Upstream_CTCF	38
chr17	36891449	36891599	id-41688	2.06e-09	-	CTGCAGACACCATCCTCCACCAGCAGGGGGCGCAA	UpstreamP1_CTCF	40
chr17	36903832	36903982	id-41689	6.46e-07	-	CTTTGGGGCGGCCGCGAGGCCGGGGGAGGGCGCCC	V_CTCF_BR	27
chr17	36905539	36905689	id-41690	1.59e-06	-	ACTGCGGACCGGAGCCCCAGCGCCAGGTGGAGCCG	V_CTCF_BR	13
chr17	36905928	36906078	id-41691	1.14e-06	-	GCGCAGGTCTCCTGGTCGCCGGCCAGAGGGCGAAA	UpstreamP1_CTCF	4
chr17	36906219	36906369	id-41692	1	+	NA	NONE	10
chr17	36918008	36918158	id-41693	9.51e-07	+	ACGTGACAGGCTGTTACCGCCTGCAGGAGGCGCTG	V_CTCF_BR	40
chr17	36939607	36939757	id-41694	9.81e-06	+	CTCTACAACACTGTCACGCCCTGAAGGGGGCAGTT	V_CTCF_BR	13
chr17	36955389	36955539	id-41695	1.1e-05	+	TGCGGGGCAAGGGCCCAGGGCTGCAGGGGGCGTGG	V_CTCF_BR	21
chr17	36972190	36972340	id-41696	4.3e-08	-	ATGCTGTGACTTAATTTGGCCCCTAGATGGCTGAG	UpstreamP1_CTCF	39
chr17	36978881	36979031	id-41697	1	+	NA	NONE	38
chr17	37018120	37018270	id-41698	1	+	NA	NONE	7
chr17	37021248	37021398	id-41699	4.65e-05	-	GTTTCCTTGACTTTCCCAGCCTATAGAGGCCGCTA	V_CTCF_BR	39
chr17	37023826	37023976	id-41700	1	+	NA	NONE	29
chr17	37025570	37025720	id-41701	1	+	NA	NONE	37
chr17	37026826	37026976	id-41702	1.21e-05	+	TCCGCTCTGCGCCGAGCGCCAAGTAGGCGGAAGCG	Upstream_CTCF	7
chr17	37027914	37028064	id-41703	3.5e-05	+	TTGCTCTTGGGGAGTGTGGGCATATGGGGCCGCTG	UpstreamP1_CTCF	28
chr17	37039909	37040059	id-41704	8.9e-05	+	TTGTTTCTCTTCTATATTACCGACAGGGGCAGGCT	UpstreamP1_CTCF	23
chr17	37064359	37064509	id-41705	2.86e-06	-	GCCCTGGGCCCCGAAGGTGCCAGCAGGGGGCCTGC	UpstreamP1_CTCF	20
chr17	37065824	37065974	id-41706	8.71e-06	-	CTGTCCCACACCTTGATGACCCCTAGTGGGCTCTA	V_CTCF_BR	14
chr17	37071316	37071466	id-41707	1.31e-05	+	CTCCATACAGCGCAGCGCCCCAGGTGGTGGCGGGG	V_CTCF_BR	16
chr17	37073639	37073789	id-41708	1	+	NA	NONE	25
chr17	37074970	37075120	id-41709	1.31e-05	-	GCCGTGGAATGTGCTGAAGACAGATGGGGGCGCTG	V_CTCF_BR	15
chr17	37079229	37079379	id-41710	3.16e-06	+	CAGCACTGACACCTGCTCCCCTCCAGGGGTGCAGG	UpstreamP1_CTCF	22
chr17	37080308	37080458	id-41711	9.11e-08	+	GGTGTAGGGGCCTTCCGGACCAACAGGGGGAGCAG	Upstream_CTCF	40
chr17	37123586	37123736	id-41712	9.29e-06	+	TCCGGAGCTGCAGCCCTACCCACCAGGCGTCCCCG	Upstream_CTCF	22
chr17	37126569	37126719	id-41713	6.9e-05	-	CTAGAATTCTCTTAATTCTCCACTAGTTGGCCAGG	Upstream_CTCF	18
chr17	37127167	37127317	id-41714	1	+	NA	NONE	8
chr17	37132163	37132313	id-41715	8.99e-05	+	TGGTGATTGCCTCGGCCTGGAGGGAGAGGGCAGTG	V_CTCF_BR	40
chr17	37139498	37139648	id-41716	2.78e-06	+	AATGTGTGCTGCAATTCTCCCAGAAGGTGGCAGCA	V_CTCF_BR	40
chr17	37158482	37158632	id-41717	8.79e-07	+	CTGCACTACCTCCAGGGGACCTCCAGAGTGAGTGT	UpstreamP1_CTCF	13
chr17	37168581	37168731	id-41718	7.82e-06	-	GGGCACTAGAACTAGCCGGCCGCTAGGGTGCCGGT	UpstreamP1_CTCF	13
chr17	37185052	37185202	id-41719	1.55e-05	+	GGAACAGGCCTCTGCTCAGCCTCCAGAGCGCGCCA	V_CTCF_BR	2
chr17	37202280	37202430	id-41720	5.77e-08	+	TCCCTGCAGGCCTGCGGATCCACCAGGGGGCTCCG	V_CTCF_BR	8
chr17	37225733	37225883	id-41721	6.73e-07	+	CTGCACAGCCACTAGATGAGCACTATGTGGCACTG	UpstreamP1_CTCF	40
chr17	37234222	37234372	id-41722	2.47e-07	-	CAGCACTGGCTCTCTCCTGCAGGCAGAGGGCAGGA	UpstreamP1_CTCF	30
chr17	37240966	37241116	id-41723	6.19e-06	-	CTCCTGTGCCTGGCCTGTGCCAGAAGGGTTCACGC	UpstreamP1_CTCF	4
chr17	37245620	37245770	id-41724	4.44e-06	-	CAGCACTTCCTGTTTCTCTCCATGAGGTGGCTTCA	UpstreamP1_CTCF	23
chr17	37248659	37248809	id-41725	1	+	NA	NONE	12
chr17	37264373	37264523	id-41726	1	+	NA	NONE	19
chr17	37304159	37304309	id-41727	5.41e-06	+	GTTGCTACTCTACACAGAGCCATGAGGTGGGGCTC	Upstream_CTCF	0
chr17	37306597	37306747	id-41728	1	+	NA	NONE	2
chr17	37309223	37309373	id-41729	7.07e-08	-	GTTGTGGCTCGTCACGTGGCCACTTGAGGGCAGCA	V_CTCF_BR	40
chr17	37309922	37310072	id-41730	1	+	NA	NONE	19
chr17	37320958	37321108	id-41731	6.98e-07	+	GTGAGAAAGGAGGGACCTGCCGCTAGAGGGAGCGA	V_CTCF_BR	38
chr17	37331279	37331429	id-41732	1.96e-08	-	CACACCTGACATGTATTCGCCTCCAGGGGGCGCTG	V_CTCF_BR	40
chr17	37350742	37350892	id-41733	6.05e-06	+	AGGACATGGAAGCAGACAGCCGGCAGGGGGAGTGG	V_CTCF_BR	37
chr17	37363324	37363474	id-41734	2.27e-06	+	AGCTGGTTTCCACCCTGGACCAGAAGATGGTGCTA	V_CTCF_BR	40
chr17	37381252	37381402	id-41735	1.71e-06	+	CGGGACTGGGACCCGGCGGCCGCTGGAGGGTGCGC	V_CTCF_BR	3
chr17	37388415	37388565	id-41736	1.34e-06	-	GGTGCTGCTTTCTGTGCAGTCTGCAGGGGGCAGTG	Upstream_CTCF	40
chr17	37392082	37392232	id-41737	5.96e-07	+	CAGCCCTACTCACGGTCTAACTCCAGAGGGCGCTG	V_CTCF_BR	40
chr17	37395954	37396104	id-41738	8.08e-08	-	CCTGCACCACACTCTGCAGCCACAGGAGGGCGTGG	Upstream_CTCF	40
chr17	37401101	37401251	id-41739	2.75e-09	-	ATGGCCATATCACATCTGGCCACCAGGGGGCAGGG	Upstream_CTCF	40
chr17	37402621	37402771	id-41740	1.1e-05	-	GGTATTTAACGAATGCTGGACACTAGGGGGAGAAA	V_CTCF_BR	35
chr17	37417681	37417831	id-41741	1.19e-06	-	ACCTGTCACTCCACCCCCATCAGTAGGGGGCAGCA	V_CTCF_BR	38
chr17	37427356	37427506	id-41742	7.55e-07	+	CTTGATGGCATACTGCTTACCCCCAGAGGGCAGCC	V_CTCF_BR	40
chr17	37437573	37437723	id-41743	1	+	NA	NONE	1
chr17	37508998	37509148	id-41744	1	+	NA	NONE	8
chr17	37550112	37550262	id-41745	6.75e-05	-	TTTTACTTGACAGCAACTAACAATAGGTGGTGGTA	UpstreamP1_CTCF	12
chr17	37561347	37561497	id-41746	4.71e-06	-	ACTGCTTCACCCTGCCTGAGAACCAGGGAGCACTG	Upstream_CTCF	20
chr17	37683601	37683751	id-41747	7.55e-07	+	TCACTGTTAATTAGCACTTCCACCAGAGGGCAGAC	V_CTCF_BR	40
chr17	37696548	37696698	id-41748	6.51e-05	+	ATGTTCAGTATTGCAGAGTCTAGGAGGGGGCACTG	V_CTCF_BR	2
chr17	37704237	37704387	id-41749	5.28e-08	+	GCTGCAGTCATGGTTTCTGCCACACGAGGGCGCTG	Upstream_CTCF	40
chr17	37732568	37732718	id-41750	6.73e-07	-	CTGCCAGCCTCCCTGGCAGCCACTAGGCGGCTGTG	UpstreamP1_CTCF	40
chr17	37778310	37778460	id-41751	5.55e-11	+	ACTGCTGTACTCGTTTGTGCCACCAGAGGGCAGCC	Upstream_CTCF	40
chr17	37779783	37779933	id-41752	5.24e-09	-	GATGCGCTTCCAGAAAGAGCCGGCAGGTGGCGGAG	Upstream_CTCF	40
chr17	37785582	37785732	id-41753	4.5e-05	+	TTGACATGACACCTCCCAGCCGCAGGAGGGAGAGG	UpstreamP1_CTCF	2
chr17	37786277	37786427	id-41754	1	+	NA	NONE	1
chr17	37790745	37790895	id-41755	2.55e-06	-	TTTTAAATTCTACATCTAAACACTAGAGGGCACCC	Upstream_CTCF	40
chr17	37791089	37791239	id-41756	4.01e-05	+	GACTGTTCCCTCAGGAAAAGCAGCAGGTGGCTGGG	V_CTCF_BR	5
chr17	37791492	37791642	id-41757	9.4e-06	-	CAGCGCCAGCACCCAGGAGCCACTAGGAGTCGTGG	UpstreamP1_CTCF	22
chr17	37793360	37793510	id-41758	1	+	NA	NONE	29
chr17	37808883	37809033	id-41759	7.44e-06	-	CAGGCCCTCTCAGTCCAGGCCTGCAGGTGGCCTCT	Upstream_CTCF	6
chr17	37810219	37810369	id-41760	5.21e-08	-	CCTCCTCTCTCGGGAGCCTCCACTAGGGGGCAGTA	V_CTCF_BR	40
chr17	37821960	37822110	id-41761	2.81e-05	+	ACCACCAGCAGGGGCAGTGCCAGGTGCTGGTGCAG	V_CTCF_BR	32
chr17	37824780	37824930	id-41762	4.7e-06	-	GTTCGGGTTGCACAGGTCCCCGCGAGGGGGCGCGT	V_CTCF_BR	38
chr17	37828528	37828678	id-41763	1.84e-06	-	CCCACCCTCCTCCAGGACACCACTAGGTGGTGCTG	V_CTCF_BR	40
chr17	37839672	37839822	id-41764	6.84e-06	+	ACATTCAATTGTATGATTAGCACCAGAGGGCAGAC	V_CTCF_BR	2
chr17	37844093	37844243	id-41765	3.5e-05	+	GAGCAGTTCTGCTCTTCGCACTGCAGTACGCAGTC	UpstreamP1_CTCF	19
chr17	37845347	37845497	id-41766	1	+	NA	NONE	9
chr17	37855216	37855366	id-41767	1	+	NA	NONE	6
chr17	37860357	37860507	id-41768	1	+	NA	NONE	0
chr17	37861157	37861307	id-41769	1	+	NA	NONE	36
chr17	37875055	37875205	id-41770	9.25e-06	-	CATTGCCAGCACTGTATTCCCACTAGGGGGCATAC	V_CTCF_BR	40
chr17	37886785	37886935	id-41771	3.65e-07	-	AACGTAGCAGTGGCGGAGACCCGCAGGGGGCGCCC	V_CTCF_BR	40
chr17	37896325	37896475	id-41772	1	+	NA	NONE	14
chr17	37901090	37901240	id-41773	5.13e-05	+	CCAACAAGCTTCGAAATGGCCACAAGGGGCTTCGG	V_CTCF_BR	19
chr17	37910199	37910349	id-41774	2.43e-06	+	GGAGGGAAGGCCGCCGGCTTCGCCAGGGGGCGCGC	V_CTCF_BR	23
chr17	37910529	37910679	id-41775	2.81e-08	-	ACCGCACTTCCCGCGACGGCCGCTGGGTGTCACTG	Upstream_CTCF	39
chr17	37937396	37937546	id-41776	5.74e-05	+	TTCCTTTCACACAAAACCACCACCAGATGTGGCAC	UpstreamP1_CTCF	3
chr17	37944452	37944602	id-41777	1	+	NA	NONE	0
chr17	37976949	37977099	id-41778	5.68e-06	+	GGCTGGGGCCACTAGACAGCCTCAGGATGGAGCTG	V_CTCF_BR	6
chr17	37991422	37991572	id-41779	7.27e-06	+	CCTTGCCCTCCAGCAACTTCCTGTAGGTGGCGATC	V_CTCF_BR	19
chr17	38020472	38020622	id-41780	2.58e-05	-	GCCGCTGTAACCCCGCGCACCGGCAGGTCGCCGGC	Upstream_CTCF	16
chr17	38029041	38029191	id-41781	1.73e-06	+	TTGTAGTTACTTACATTAGCCCCCAGATGCAGTGA	UpstreamP1_CTCF	25
chr17	38073380	38073530	id-41782	3.18e-06	+	AAGAAAGTTCTCTTCTCCCCCACCAGATGGAAGCA	V_CTCF_BR	37
chr17	38080802	38080952	id-41783	1	+	NA	NONE	26
chr17	38091152	38091302	id-41784	1.84e-06	+	GAAAGTGTAGCAGTGAGGACCACCAGCGGTCACTC	V_CTCF_BR	4
chr17	38094562	38094712	id-41785	1.73e-06	+	ATGCTTTGTTGTCTCATGGCCACGAGATGGCCTGA	UpstreamP1_CTCF	5
chr17	38095905	38096055	id-41786	4.14e-06	+	TTCTGCTCCAATTCTGCAGCCCCTAGTGGGCAGTG	V_CTCF_BR	39
chr17	38111262	38111412	id-41787	1.64e-05	+	GGGAGAAGGGGATCCTTTCCCAATAGGTGGAGCTG	V_CTCF_BR	6
chr17	38115299	38115449	id-41788	7.97e-09	+	CCATCACTACCTTAATTGACCACCAGAGGGAGGTA	Upstream_CTCF	40
chr17	38130847	38130997	id-41789	1.73e-06	-	CAGCAGAAGTCCCTTCTGGCCATCAGAGGGAGCAT	UpstreamP1_CTCF	11
chr17	38136196	38136346	id-41790	3.09e-05	+	GGGCTCCCTAAAGCGTCTGCCAGTAGGGGCTCCCA	UpstreamP1_CTCF	36
chr17	38136787	38136937	id-41791	2.31e-07	-	AGTGCATTTCTGTGGGCGTCCACGAGAGGTCCCCT	Upstream_CTCF	40
chr17	38137432	38137582	id-41792	1	+	NA	NONE	25
chr17	38170085	38170235	id-41793	7.61e-08	+	ACGTCCCTGCCATTGGTGACCACCAGGGGGCCCCC	Upstream_CTCF	38
chr17	38175960	38176110	id-41794	9.84e-06	-	CTGCAGTTCATGCCCTTCACCACCGTGAGTACCAC	UpstreamP1_CTCF	15
chr17	38183374	38183524	id-41795	7.07e-08	-	AGCCCTATGTTCACATTGACCACTAGGTGGCAGCA	V_CTCF_BR	40
chr17	38191470	38191620	id-41796	2.58e-09	+	CTGCCGTGCAGCGCAGCAGCCAGTGGAGGGCGCTA	UpstreamP1_CTCF	40
chr17	38195241	38195391	id-41797	3.97e-07	+	GAACCTTGCTGGATACCAACCTGCAGGGGGAGCTG	V_CTCF_BR	40
chr17	38218700	38218850	id-41798	1	+	NA	NONE	19
chr17	38219001	38219151	id-41799	2.27e-06	+	GCGGGCGGCGGCGAGGCGGCCTGCAGGGAGCAGCC	V_CTCF_BR	21
chr17	38226173	38226323	id-41800	2.67e-06	+	TATGTCTTTCTGTCTCTGACCTGCAGGGGGGGTTT	Upstream_CTCF	39
chr17	38230259	38230409	id-41801	2.31e-06	-	TTTGGGATCCCATAACAAGACAGCAGGGGGCAGGA	Upstream_CTCF	13
chr17	38231873	38232023	id-41802	5.63e-09	-	AGTGTAGTCCTAGAGATAGCCACAAGGTGGCGCAT	Upstream_CTCF	40
chr17	38242810	38242960	id-41803	4.7e-08	-	TCTCACTGAGGCTCCCTGCCCACCAGGGGGAGCTC	V_CTCF_BR	38
chr17	38264274	38264424	id-41804	1	+	NA	NONE	17
chr17	38265844	38265994	id-41805	5.67e-06	-	CCCGCATTTCCAGAATCTGCACACAGGAGGCACTC	Upstream_CTCF	34
chr17	38268017	38268167	id-41806	8.34e-07	-	CTGCAATTCCAGCTTTTAGCCACTCAGGGGCTCCC	UpstreamP1_CTCF	40
chr17	38269465	38269615	id-41807	2.73e-07	+	GCTGCTGCCCCACATTCACCCTGAAGGGGGCACTT	Upstream_CTCF	40
chr17	38278830	38278980	id-41808	3.67e-07	-	TCGCTGCTCAGGATTGCCGCCGGCAGGGGCCGCGG	UpstreamP1_CTCF	36
chr17	38279363	38279513	id-41809	4.68e-05	-	TTCCATCTGCCCTCGCTGGCCGCCAGGGTCCCGGC	UpstreamP1_CTCF	13
chr17	38285845	38285995	id-41810	1	+	NA	NONE	10
chr17	38292197	38292347	id-41811	1	+	NA	NONE	4
chr17	38324732	38324882	id-41812	1.02e-07	-	CTGCATTTCCAGCTCCTGACCACTAAGAGGCGTCT	UpstreamP1_CTCF	40
chr17	38334481	38334631	id-41813	7.44e-06	-	GGTTCAGAAGATGCTCGGGCCGCTCGGGGGCGCCC	Upstream_CTCF	5
chr17	38346783	38346933	id-41814	1.55e-07	+	TGAGCAATCCCTCACCCTGCCACCAGGAGCCCAGC	Upstream_CTCF	40
chr17	38347971	38348121	id-41815	3.97e-07	-	CGCCCTGGGGTTGCGTATGCCAGAAGAGGGCGCCT	V_CTCF_BR	40
chr17	38358157	38358307	id-41816	7.61e-08	+	TAGGCAGTGCCCTTTGAATCCACTAGGTGTCACCA	Upstream_CTCF	40
chr17	38375404	38375554	id-41817	2.19e-08	+	GCTTCCGCCTTTACGTGGGCCGGCAGGGGGCGGGC	V_CTCF_BR	40
chr17	38410995	38411145	id-41818	2.28e-05	-	ACAGGAGAACTGCTTGAATCCGGGAGGTGGAGGTG	Upstream_CTCF	3
chr17	38440760	38440910	id-41819	1	+	NA	NONE	37
chr17	38447076	38447226	id-41820	1.1e-06	-	ACTTAGCAGCAAATATTGGTCACCAGATGGCACCA	V_CTCF_BR	39
chr17	38457683	38457833	id-41821	3.63e-06	+	ACAGTAAAGTCTGTCGCAAACAGCAGGTGGCGGCT	V_CTCF_BR	36
chr17	38459360	38459510	id-41822	3.65e-07	+	ATGGCAATTTGTGACTGAGACACCAGAGGGCACCC	V_CTCF_BR	40
chr17	38467875	38468025	id-41823	6.9e-05	-	CCTGCAGGGGAGCCCTGCACCACAGGCAGGGAAAC	Upstream_CTCF	7
chr17	38470853	38471003	id-41824	1	+	NA	NONE	24
chr17	38472946	38473096	id-41825	1	+	NA	NONE	17
chr17	38473718	38473868	id-41826	1	+	NA	NONE	40
chr17	38475081	38475231	id-41827	5.21e-08	+	TCAGCCAGGGGGCCCACTCCCACCAGAGGGAGCCG	V_CTCF_BR	29
chr17	38497502	38497652	id-41828	3.56e-06	-	GGTGCTGTTGGCACAAACACAGGCAGAGGGGGCCC	Upstream_CTCF	29
chr17	38505856	38506006	id-41829	1.1e-05	+	TCAGGTAGGCGATGGGCAAACGCTTGGGGGCAGCA	V_CTCF_BR	6
chr17	38511373	38511523	id-41830	2.24e-10	-	GCTGCACCCCCAGCCTCGGCCACCGGGGGGCGTGC	Upstream_CTCF	40
chr17	38514839	38514989	id-41831	9.48e-11	+	CCTGCCATTTCTACATTAACCACCAGGTGGCGGCA	Upstream_CTCF	40
chr17	38518934	38519084	id-41832	1.14e-06	+	CCCCAGGTGCCGCCGGCAGCCACTGGGAGGCAGTA	UpstreamP1_CTCF	37
chr17	38519614	38519764	id-41833	2.19e-05	+	CAGCGGCGCGCGCGGCGGGCGCGCAGGGCGCACGG	UpstreamP1_CTCF	3
chr17	38555491	38555641	id-41834	1.03e-06	+	CATTGACAAATGTAAATTACCACAAGGGGGCAGTC	V_CTCF_BR	37
chr17	38558974	38559124	id-41835	9.51e-07	+	GCCTCACCCCTGGCCTCTGCCACTAGATGCCAGTA	V_CTCF_BR	16
chr17	38571703	38571853	id-41836	1.85e-07	-	ATGCTATTCAAACAGTAAACCAGTAGGTGGTGGTA	UpstreamP1_CTCF	40
chr17	38573531	38573681	id-41837	1	+	NA	NONE	34
chr17	38576258	38576408	id-41838	2.8e-05	+	TGTGTTAGAGAGCACAGGACCACCAGGGGCTCAGA	Upstream_CTCF	1
chr17	38579691	38579841	id-41839	1.5e-05	+	AATGTCCCATACAGCCTAGCCTCTAGGTGGCCCCT	Upstream_CTCF	29
chr17	38583436	38583586	id-41840	8.89e-06	+	TTATTAGCACTATCATTGTCCACCTGGAGGCAGCA	Upstream_CTCF	6
chr17	38590023	38590173	id-41841	6.67e-08	-	TTGCACCTCCCGCTCCCCACCTCCAGAGGCAGCAC	UpstreamP1_CTCF	40
chr17	38595291	38595441	id-41842	1.7e-05	+	GGGGGAGACACAGGTCTTGCCACCAGGGGGTCTCA	Upstream_CTCF	9
chr17	38597337	38597487	id-41843	5.63e-09	+	TCTGCAGTCTTGATGGTTGCCAGTAGGTGCCGTCA	Upstream_CTCF	40
chr17	38599198	38599348	id-41844	1.7e-05	+	CCAGCGGTTGAGGCTGGAAGCACCGGGGTGCGGTG	Upstream_CTCF	18
chr17	38600032	38600182	id-41845	2.27e-06	-	CGCACCAGCTCCTCGCAGCCCACGGGGGGGCGGCA	V_CTCF_BR	38
chr17	38602155	38602305	id-41846	4.88e-05	-	ATGCCATGCCCTCCCCAAACCCCTAGGGGATCTTA	UpstreamP1_CTCF	36
chr17	38606555	38606705	id-41847	5.21e-08	-	GCCACAGCCCAGGACACTAACACCAGGGGGCACCC	V_CTCF_BR	40
chr17	38610983	38611133	id-41848	2.43e-06	-	AGGGTTCCCCAGGCAACACCCAGCAGGAGGCACAC	V_CTCF_BR	9
chr17	38632501	38632651	id-41849	2.58e-05	-	GCTTCAACCAGCCTCACAGCCACACGGGGGAAGCA	Upstream_CTCF	40
chr17	38655848	38655998	id-41850	1	+	NA	NONE	30
chr17	38657724	38657874	id-41851	7.73e-06	+	AAAGGCACCTACCTGGTGTCCACAGGTGGGCAGAC	V_CTCF_BR	2
chr17	38682987	38683137	id-41852	4.7e-06	-	CCCGCCCTGGTGCTCATTGCCTGGAGGAGGCAGGA	V_CTCF_BR	14
chr17	38689668	38689818	id-41853	1.21e-06	-	GTGAAAGAAAGCCAGCTGTCCACAAGGGGGCATTC	UpstreamP1_CTCF	40
chr17	38690618	38690768	id-41854	1	+	NA	NONE	7
chr17	38698386	38698536	id-41855	6.51e-05	-	CGGAGGAGGGGCTGCCGTGCCAGAAGAGTGCTGCC	V_CTCF_BR	8
chr17	38711350	38711500	id-41856	1.34e-06	+	AGGTAACAGAAGCTCATGGCCAGCAGGGGGACCAG	UpstreamP1_CTCF	17
chr17	38716628	38716778	id-41857	5.53e-08	-	GTGCCATGCAGGGAGGCTTCCAGCAGGTGGTGCTG	UpstreamP1_CTCF	40
chr17	38718300	38718450	id-41858	1	+	NA	NONE	38
chr17	38719434	38719584	id-41859	5.38e-05	-	GGGGAGGAGAGGAACGCTGCAGCCTGGGGTCGCTG	V_CTCF_BR	7
chr17	38721410	38721560	id-41860	8.81e-07	+	CAGGTGCACCCCTCCTGGGACAGCAGGGGGCATTC	V_CTCF_BR	3
chr17	38722900	38723050	id-41861	1	+	NA	NONE	4
chr17	38771975	38772125	id-41862	1.24e-05	+	CAGGGATTAAGCTGACTGTCCTCTGGGTGGAGCCC	V_CTCF_BR	40
chr17	38774129	38774279	id-41863	1.95e-07	-	GCTGCAGGGCACGTTCTCAGCTGCAGAGGGCCCAG	Upstream_CTCF	23
chr17	38776278	38776428	id-41864	4.85e-07	+	ATCCAGTGCTTAACAAGCTCCTGTAGAGGGCGCTG	UpstreamP1_CTCF	40
chr17	38832312	38832462	id-41865	6.34e-08	+	GCAGCACTATTCATCATAGCCAAAAGGGGGAAGCA	Upstream_CTCF	6
chr17	38870852	38871002	id-41866	3.88e-06	+	TAGACAGATAAGACAGCAGACAGCAGGTGGTGCCA	V_CTCF_BR	28
chr17	38875255	38875405	id-41867	4.21e-05	-	TGCAGGACATCAAGACACGCCTGGAGGTGGAGATC	V_CTCF_BR	5
chr17	38883300	38883450	id-41868	1	+	NA	NONE	38
chr17	38894906	38895056	id-41869	5.48e-05	-	TGGGGAGCACCGATGTGGGCCAGGAGGCAGAAAGG	Upstream_CTCF	8
chr17	38948169	38948319	id-41870	1.13e-05	-	CTGTGACTGAAAAGTCTCACCACTAGATGACGCAT	UpstreamP1_CTCF	40
chr17	38953088	38953238	id-41871	2.06e-07	-	GCTGCAGTCCCTGATGGCCACGGTAGGTGACAGCG	Upstream_CTCF	3
chr17	38959890	38960040	id-41872	7.8e-08	+	CACGCTCACCCTTCTCCTTCCACCAGGGGGCAGGG	V_CTCF_BR	40
chr17	39013343	39013493	id-41873	1.47e-05	+	AAGTTCATTTCTTGAGACTCCAGAAGATGGCACTC	V_CTCF_BR	38
chr17	39019322	39019472	id-41874	9.25e-06	+	CACCCTTGGGCCTCCCCGTCCAGCAGGCGGCGGTA	V_CTCF_BR	32
chr17	39029661	39029811	id-41875	1	+	NA	NONE	24
chr17	39041589	39041739	id-41876	4.3e-06	+	AATTCAATTCCAGAAAATACCACTAGAGGCATTTC	Upstream_CTCF	34
chr17	39065641	39065791	id-41877	4.7e-06	+	GGTTTATGTTGCCCTATAGCCAGCAGGGGGTGTTC	V_CTCF_BR	40
chr17	39120209	39120359	id-41878	3.28e-07	-	CTTCACTTACATTGCATTGCCACTAGGGGCAGAGG	UpstreamP1_CTCF	40
chr17	39165231	39165381	id-41879	1	+	NA	NONE	1
chr17	39197734	39197884	id-41880	1	+	NA	NONE	14
chr17	39218504	39218654	id-41881	1.73e-05	-	AAGAGGGCATGGCCCACCATCACAAGAGGTCACCA	V_CTCF_BR	6
chr17	39297330	39297480	id-41882	1	+	NA	NONE	2
chr17	39335296	39335446	id-41883	1	+	NA	NONE	1
chr17	39454680	39454830	id-41884	3.73e-06	+	CCAGCAGGACGGCAGGCCATCGACAGGGGGAACCA	Upstream_CTCF	4
chr17	39478684	39478834	id-41885	4.85e-07	-	GTGTAATATCATGAGATGAACACTAGAGGCTGCCA	UpstreamP1_CTCF	40
chr17	39480486	39480636	id-41886	3.36e-07	+	GGGACTCGTCAGCAGAGTCCCAGCAGAGGGAGCCG	V_CTCF_BR	37
chr17	39485691	39485841	id-41887	7.09e-08	-	CCGCAGTGTGGTCAGCCTGCCAGTAGGTGGCCAGC	UpstreamP1_CTCF	40
chr17	39562545	39562695	id-41888	1	+	NA	NONE	23
chr17	39573871	39574021	id-41889	6.48e-05	+	TATAGCTACCTGGGACTGGCCACTAGGGGGTCACA	UpstreamP1_CTCF	39
chr17	39612576	39612726	id-41890	1.32e-05	-	ACTGCCATTCAAGGAAGACTGGCCAGAGGGCGACA	Upstream_CTCF	34
chr17	39643149	39643299	id-41891	9.49e-08	+	CACTTGCAGTCCTCTCCCTCCAGCAGGTGGCGGTA	V_CTCF_BR	38
chr17	39653083	39653233	id-41892	8.58e-08	-	ATGGCTGTCCTGCCCAGGCCCTGCAGGGGGCAGGC	Upstream_CTCF	40
chr17	39658042	39658192	id-41893	7.49e-05	-	GTCCCTTGAGCTGGGGGCACAGCTAGGAGGCACTA	V_CTCF_BR	3
chr17	39658583	39658733	id-41894	1.5e-05	+	CCTGGCCCTCGAGCAGGCTGCGGTAGGTGGCGATC	Upstream_CTCF	0
chr17	39675334	39675484	id-41895	3.16e-05	+	CTCTCCATGCCAGAAGAGAGCAGCAGGGAGCGAAC	Upstream_CTCF	22
chr17	39678044	39678194	id-41896	3.91e-06	+	ACTGAAGTGGCCACGATGACCAGCAGGATGTAAAG	Upstream_CTCF	19
chr17	39679986	39680136	id-41897	8.5e-06	+	CCTGTCCCTCGAGCAGGCTGCGGTAGGTGGCAATC	Upstream_CTCF	2
chr17	39684528	39684678	id-41898	4.14e-05	+	GCGCCTTTTATGCCCGCGGCCGGTGGAGGGGGGAA	UpstreamP1_CTCF	2
chr17	39686930	39687080	id-41899	1	+	NA	NONE	9
chr17	39691318	39691468	id-41900	4.7e-06	-	GGGAATGCCTCGCATGTGCCCACAAGGTGGCTGCT	V_CTCF_BR	14
chr17	39705202	39705352	id-41901	1.55e-07	-	TTGGCGAGTCCCCTCGCGGCCCCCAGGAGGCGCTG	Upstream_CTCF	40
chr17	39705599	39705749	id-41902	5.08e-07	+	TTCCTGGCGTGTAACATGGCCACAAGGGGCCGCTG	V_CTCF_BR	40
chr17	39711865	39712015	id-41903	3.81e-05	-	CTATAGCCAGGAGGCACAGACACTAGAGGGAGAAT	V_CTCF_BR	7
chr17	39733186	39733336	id-41904	1.04e-05	-	TGCAGGTACCCACAGCCCTGCGCCAGTGGGCAGTG	V_CTCF_BR	5
chr17	39735931	39736081	id-41905	1.21e-06	+	GATGCAATCCCAGCTGCCTCCACTAGACTGTGCTA	Upstream_CTCF	40
chr17	39739431	39739581	id-41906	4.41e-06	+	ACTCACTGGGCGTCCTCGCCCTCCAGCAGGCGGCG	V_CTCF_BR	12
chr17	39744501	39744651	id-41907	1	+	NA	NONE	3
chr17	39745638	39745788	id-41908	1.73e-06	-	GTGCAGGGAGACTCACTAACCACAAGAGGTCCTGC	UpstreamP1_CTCF	4
chr17	39747676	39747826	id-41909	1	+	NA	NONE	6
chr17	39766527	39766677	id-41910	6.05e-06	+	ACTCACTGGGCATCCTCGCCCTCCAGCAGGCGGCG	V_CTCF_BR	37
chr17	39771861	39772011	id-41911	1	+	NA	NONE	9
chr17	39776855	39777005	id-41912	1.31e-05	+	ACTCACTGGGCATCCTCTCCCTCCAGCAGGCGGCG	V_CTCF_BR	14
chr17	39780790	39780940	id-41913	2.67e-06	-	CCTGTTGTAATCGCTACGCCCACTTGGTGGCCTAT	Upstream_CTCF	10
chr17	39784096	39784246	id-41914	2.4e-05	+	CCTCAACCTCCAGCAAGCGGCGGTAGGTGGCGATC	V_CTCF_BR	6
chr17	39804246	39804396	id-41915	4.3e-11	-	GAGGCGCCACCCAAGATGGCCAGCAGAGGGCGCTC	V_CTCF_BR	40
chr17	39804992	39805142	id-41916	1.74e-08	+	GGAGGAAGCCGCGGCCTCGCCCCCAGAGGGCAGCA	V_CTCF_BR	40
chr17	39810689	39810839	id-41917	8.13e-06	-	GCTGTTCCCCCAAGTCCTGAGGCCAGGGGGTGCTG	Upstream_CTCF	14
chr17	39819061	39819211	id-41918	2.64e-11	-	GCTGCGCTTCCAGAAATGGCCACCAGGTGGTGGCA	Upstream_CTCF	40
chr17	39822249	39822399	id-41919	3.17e-13	-	GAGGAGGCCGTGGGCCCGGCCAGCAGAGGGCGCCG	V_CTCF_BR	40
chr17	39823336	39823486	id-41920	5.08e-07	-	GGCACACTTCCTGCAATGGCCACAGGATGGCAGCA	V_CTCF_BR	40
chr17	39835544	39835694	id-41921	1.73e-05	+	CAAGTCTTAGCCAGTTTGGTCAGAAGGGGGAGCTT	V_CTCF_BR	34
chr17	39844341	39844491	id-41922	3.4e-06	-	CCCCCCGAGAATAATTCTGGCACCAGAGGGCGTCC	V_CTCF_BR	39
chr17	39845176	39845326	id-41923	3.66e-06	-	CGGCGGTGGCGGGAGAAGGCGGGCAGGGGGGAACG	UpstreamP1_CTCF	1
chr17	39846168	39846318	id-41924	3.24e-06	+	AAAGTCATAATGGATTTGTCCACAAGGGGGTGCCA	Upstream_CTCF	40
chr17	39852330	39852480	id-41925	4.04e-08	-	CTGTGTTTTTACACTACTGCCACAAGGGGGCACCA	UpstreamP1_CTCF	40
chr17	39881499	39881649	id-41926	5.68e-06	-	TGACCATTCTTCCTCCCTCCCACCAGGGGGATGGG	V_CTCF_BR	7
chr17	39894347	39894497	id-41927	7.94e-11	+	CCAGCAACTCTGGCTACGGCCACCAGAGGGCAGTG	Upstream_CTCF	40
chr17	39930181	39930331	id-41928	1	+	NA	NONE	5
chr17	39933443	39933593	id-41929	6.82e-05	+	CAGTCCATGCTGCTTCCTGCAGCCAGGGGCAGCTG	V_CTCF_BR	33
chr17	39934250	39934400	id-41930	1.77e-05	+	ATTCCACTGCCTCCAACCACCACCAGTGGGGCTTG	Upstream_CTCF	20
chr17	39942207	39942357	id-41931	6.21e-05	+	CCGTGCGCTCACCTGCTCGGCAGGTGGGGCCAGAG	V_CTCF_BR	9
chr17	39942636	39942786	id-41932	2.38e-07	-	CGAGCGCCACCCTGCACCGGCGGCAGGGGGCGCGC	V_CTCF_BR	40
chr17	39957936	39958086	id-41933	1.63e-09	-	GACGCAGTGTGCAGATCTGCCACCAGGGGGCGGGA	Upstream_CTCF	40
chr17	39966067	39966217	id-41934	1.63e-05	-	ATTGGATTTAGAGTCTTCTCCACTGGGGGGACGGA	Upstream_CTCF	19
chr17	39967918	39968068	id-41935	1.55e-05	+	CGGTGCAGCCGCAGCGCCGCCTCCAGGTAGCGCGC	V_CTCF_BR	40
chr17	39982783	39982933	id-41936	1.83e-05	+	TGGCGCAATCTCAGCTCACCCAGGAGATGGAGGTT	V_CTCF_BR	17
chr17	40021732	40021882	id-41937	1.23e-05	+	CAGCAGCGCCGCCTCGCCTCCAGCAGCGCCGCCTC	UpstreamP1_CTCF	12
chr17	40042034	40042184	id-41938	1	+	NA	NONE	39
chr17	40051458	40051608	id-41939	1	+	NA	NONE	2
chr17	40053107	40053257	id-41940	1.14e-06	-	CAGCTGTCCCTGCAGAGGGCCTGGGGGAGGCGCTG	UpstreamP1_CTCF	20
chr17	40054727	40054877	id-41941	4.88e-05	+	CCGCTGTATTTCCTCTATGCCCCCAGGGAACAGAG	UpstreamP1_CTCF	1
chr17	40067057	40067207	id-41942	1	+	NA	NONE	14
chr17	40069255	40069405	id-41943	6.49e-06	-	CTAGTGGTGGTGTTTCTTCCCACTAGGAGGCAGCT	Upstream_CTCF	28
chr17	40070103	40070253	id-41944	1.71e-06	+	TCTGGGAGAGAGAAGCTGGTCAGAAGGGGGCAGGC	V_CTCF_BR	4
chr17	40074509	40074659	id-41945	1.26e-05	-	TGCGCGCCTCCGGGGCGGGCCACGCGGGGCCAGGC	Upstream_CTCF	9
chr17	40086488	40086638	id-41946	1	+	NA	NONE	11
chr17	40086644	40086794	id-41947	1.01e-05	+	GCAGCAACTCCAGAGAGAACCGCCAGAGCGTGCAA	Upstream_CTCF	39
chr17	40111799	40111949	id-41948	7.84e-05	-	TTTGGGTATGATTTCTCCGCCATGAGAGGGCAGTG	V_CTCF_BR	40
chr17	40115097	40115247	id-41949	5.28e-08	+	CGGGCACGTCCCTCTCAGAACAGCAGGTGGCAGCA	Upstream_CTCF	40
chr17	40161321	40161471	id-41950	5.93e-06	-	GGTGTCCGTCCCTGCCTGAACAGTAGGGAGTGCTG	Upstream_CTCF	33
chr17	40171938	40172088	id-41951	5.9e-06	-	GAGCGCGGACCGCGCAGCTCCCCCAGAGGCCGGCG	UpstreamP1_CTCF	40
chr17	40177034	40177184	id-41952	1.61e-09	+	GATCTGCCGCTCCCTCCAGCCACCAGGGGGCAGGA	V_CTCF_BR	39
chr17	40180661	40180811	id-41953	1.71e-06	-	GGACAGAAGCTAAGCCTCGCCAGATGAGGGCAGGC	V_CTCF_BR	37
chr17	40183344	40183494	id-41954	4.01e-05	+	GAATACTTCAAGGTAATGACCAGGAGGAGGTGCAA	V_CTCF_BR	15
chr17	40187854	40188004	id-41955	3.33e-09	+	AGCCAGGGGAGGTGGGGGGCCAGTAGGGGGCAGGG	V_CTCF_BR	1
chr17	40202370	40202520	id-41956	4.14e-06	+	GGGGAGGGCTGAGGAACTTCCTCTGGGGGGCGCGC	V_CTCF_BR	13
chr17	40202582	40202732	id-41957	4.44e-06	+	CTCCACGGAGCGACAGCAGCCACTAGCGGCAACGG	UpstreamP1_CTCF	32
chr17	40203939	40204089	id-41958	1.81e-06	+	GTTGCAGCCCCCACAGCTGCCCCCGAGTGGCACCA	Upstream_CTCF	0
chr17	40215886	40216036	id-41959	1.47e-05	-	CTCGGCCTCGGTTGCCAAGACAGCAGGGGGCATCT	V_CTCF_BR	31
chr17	40219409	40219559	id-41960	2.44e-10	+	GCGGCAGTCCCACAGATAGCCTCCAGGTGGCGCAG	Upstream_CTCF	39
chr17	40219640	40219790	id-41961	7.73e-06	+	AATATTTTGCACCTTCTCACCTCTAGATGGAGGTC	V_CTCF_BR	3
chr17	40224543	40224693	id-41962	1.43e-05	-	TCAGGACCGCCCCGGGTGGCCGCGAGCGGCTGGAC	Upstream_CTCF	15
chr17	40224995	40225145	id-41963	2.55e-06	-	AGTGTGATCCCCCTGGCACCCAGCAGGTGGTCCAT	Upstream_CTCF	21
chr17	40248854	40249004	id-41964	5.51e-07	+	AGGTCCAGAGATCCAGGAACCAGCAGGGGGCAGGT	V_CTCF_BR	15
chr17	40250811	40250961	id-41965	3.63e-06	-	AACCCCTACACAGCTGAGCCCTGGAGAGGGCACCC	V_CTCF_BR	4
chr17	40253667	40253817	id-41966	4.22e-11	-	GCTGCAGTGCCCGGTTTGGGCTGTAGGGGGCGGGA	Upstream_CTCF	40
chr17	40268837	40268987	id-41967	2.6e-07	-	CGGCCCGTTCCTCACATCCCCACAAGGTGGCAGCC	V_CTCF_BR	40
chr17	40270714	40270864	id-41968	8.71e-06	+	ACCTTGCCATCTCTTGTTCCCACCTGATGGCAGGG	V_CTCF_BR	40
chr17	40276362	40276512	id-41969	4.73e-07	+	GCAGCAGCTCCAACAGGTAGCAGCAGAGAGCTGAG	Upstream_CTCF	23
chr17	40282679	40282829	id-41970	1.21e-06	+	CCTCACCTCCCTGCCCTCCCCACTAGAGGTCAGGA	UpstreamP1_CTCF	17
chr17	40315176	40315326	id-41971	5.51e-07	+	AGTCCACTGTTGGCCCTTACCTGTAGGGGGCGCCT	V_CTCF_BR	38
chr17	40323948	40324098	id-41972	2.81e-06	+	GGTGCACCAGCGAGGTCTGCAGGAAGGTGGCGGGG	Upstream_CTCF	8
chr17	40332949	40333099	id-41973	3.88e-06	+	GAGCTTTCAGCGCGGCCGGGCCGGAGGGGGCGCGC	V_CTCF_BR	2
chr17	40333425	40333575	id-41974	7.78e-06	-	GCTGCGAAATATGTCAACTCCAGTAGGCGGCACTG	Upstream_CTCF	40
chr17	40336243	40336393	id-41975	4.7e-08	+	GCGGCGTGGTTGCCGCTGGCCTGCAGGAGGCGCTG	V_CTCF_BR	39
chr17	40345285	40345435	id-41976	1	+	NA	NONE	2
chr17	40374267	40374417	id-41977	1.47e-05	+	CTGCCAAACTGCTACAGGGTCAAAAGGGGGCGCTG	V_CTCF_BR	40
chr17	40377411	40377561	id-41978	6.05e-06	-	TCCTTCTCGGGTATCACATCCAGAGGGGGGCAGTG	V_CTCF_BR	3
chr17	40398649	40398799	id-41979	1	+	NA	NONE	5
chr17	40400667	40400817	id-41980	1	+	NA	NONE	19
chr17	40403252	40403402	id-41981	2.18e-07	-	GTTGCATTGCTAATTCTGACCACAAGTGGTCAGGA	Upstream_CTCF	38
chr17	40434782	40434932	id-41982	1.72e-06	-	AATGTCATTCCTCCCTTGGCCACCTGGTGAAATTG	Upstream_CTCF	10
chr17	40438972	40439122	id-41983	2.68e-05	-	CCAGATGCTCTGCAGGGGGCCCCAGGGAGGAGGAA	Upstream_CTCF	1
chr17	40443935	40444085	id-41984	5.51e-07	-	TGCCGGATGCAGCGGACCAGCTCCAGGGGGCAGCG	V_CTCF_BR	33
chr17	40462571	40462721	id-41985	5.01e-06	-	TCTGGCAGAGGTGAAAAGACCGGCAGGGGGCGAGA	V_CTCF_BR	31
chr17	40464330	40464480	id-41986	4.23e-08	+	TCCTCCTCCTTCCCAGAGACCAGCAGGTGGCACCA	V_CTCF_BR	39
chr17	40474863	40475013	id-41987	7.8e-08	+	GAGTCAAGGCCATCTCCACCCACCAGGGGGCAGTA	V_CTCF_BR	40
chr17	40477178	40477328	id-41988	1	+	NA	NONE	15
chr17	40481101	40481251	id-41989	1	+	NA	NONE	6
chr17	40486791	40486941	id-41990	1	+	NA	NONE	32
chr17	40540866	40541016	id-41991	1.73e-05	+	CTTTTCCCGGCCCTTGGCACCACGTGGTGGCGAGG	V_CTCF_BR	16
chr17	40555320	40555470	id-41992	2.11e-06	-	AGTCCAGAAAATTAGGGTCCCAGAAGGGGGCAGCA	V_CTCF_BR	37
chr17	40558162	40558312	id-41993	8.76e-09	-	GGGCAGTGTGCGATTTGCGGCACCAGAGGGCGCTC	UpstreamP1_CTCF	40
chr17	40580528	40580678	id-41994	1.37e-05	+	TACTAAATGCCAGCTAAGTCCAACAGGGGGCATGC	Upstream_CTCF	40
chr17	40591331	40591481	id-41995	1	+	NA	NONE	40
chr17	40599394	40599544	id-41996	2.29e-05	+	CTGAGGCCTCTTTTCTTGGCCTGTAGATGGCCACC	UpstreamP1_CTCF	17
chr17	40611358	40611508	id-41997	1	+	NA	NONE	38
chr17	40669580	40669730	id-41998	1.55e-08	-	GACGCACAGCCGCATTTTGCCAGGAGGGGGCGCAC	V_CTCF_BR	40
chr17	40672122	40672272	id-41999	1	+	NA	NONE	17
chr17	40672631	40672781	id-42000	1.74e-07	+	TGGGCTGTGTGATCCCCTGCCAGGAGGGGGCGATG	Upstream_CTCF	38
chr17	40679364	40679514	id-42001	8.08e-08	-	TGAGTCCTTCCCTATCTGGCCACCAGAGAGCAGCC	Upstream_CTCF	40
chr17	40682129	40682279	id-42002	3.97e-05	+	CTGCACTCCAGCTTGGGCGACAGAGGGAGACTCTG	UpstreamP1_CTCF	7
chr17	40683994	40684144	id-42003	6.9e-05	+	GCAGCGGCGGCCAGGCACGGCGCGAGGCGACGCCA	Upstream_CTCF	40
chr17	40696110	40696260	id-42004	9.29e-06	+	GCAGAGGTACCCCAGCCAGCCGCGAGGAGACACTG	Upstream_CTCF	0
chr17	40700286	40700436	id-42005	9.81e-06	+	ACCACAGCAAGGAGATCTACCGCGAGGAGGCGCAG	V_CTCF_BR	30
chr17	40705407	40705557	id-42006	1.41e-06	+	TGTGTAACGCAGGCCTGGGCCTGCTGGGGCCGCTG	Upstream_CTCF	20
chr17	40705998	40706148	id-42007	4.14e-06	-	CAACACTTCAGCAGCTAGGTCAGCAGGTGGCACAA	V_CTCF_BR	21
chr17	40706499	40706649	id-42008	1	+	NA	NONE	11
chr17	40708324	40708474	id-42009	1	+	NA	NONE	31
chr17	40715589	40715739	id-42010	2.28e-05	+	GCTGCAGGTAGCAGTGCCACAGACAGGAGGAGGAA	Upstream_CTCF	5
chr17	40719515	40719665	id-42011	3.97e-07	-	AGGGCCCGTCAGACCTCCGCCCCTAGGGGGAGGCG	V_CTCF_BR	23
chr17	40729762	40729912	id-42012	9.4e-06	-	CTGAAATGAACTATGGAGTCCGGGAGGGGTCGCTT	UpstreamP1_CTCF	40
chr17	40730543	40730693	id-42013	1.04e-05	+	TGCCTAATACCGAGCTTCGCACCCAGGGGGCACTC	V_CTCF_BR	40
chr17	40748881	40749031	id-42014	1	+	NA	NONE	3
chr17	40761144	40761294	id-42015	3.31e-06	+	TCGTAAGGCCCCAGCACCTCCACCAGGGCCCGCTG	UpstreamP1_CTCF	40
chr17	40770683	40770833	id-42016	4.14e-06	+	GAGGCCTCTGGGAATCAGGACAGCAGGTGGTGCTG	V_CTCF_BR	29
chr17	40776456	40776606	id-42017	8.71e-06	+	AGCCATGGTCAAGAGATGGCCAGAAGGAGGTGGTG	V_CTCF_BR	24
chr17	40817418	40817568	id-42018	7.62e-07	+	GCTGTGATGCTCTTCTGTCCCCCCAGGTGGTGCTG	Upstream_CTCF	8
chr17	40822262	40822412	id-42019	1.82e-06	+	AGGCTCTGCAGGCGCAGCGCCGCCAGGGCGCGCAG	UpstreamP1_CTCF	3
chr17	40826001	40826151	id-42020	1.71e-06	+	AGGTTGGGTCTCCACTCTGCCTCTAGGGGGCTCCT	V_CTCF_BR	40
chr17	40828810	40828960	id-42021	6.49e-06	-	ACGCTGCACCGGACACTGCCCCCCACAGGGCTGGA	UpstreamP1_CTCF	33
chr17	40831002	40831152	id-42022	8.59e-05	+	CCCCGACAGTCTGAACATTCCAATAGCGGGAACTC	V_CTCF_BR	18
chr17	40831871	40832021	id-42023	5.41e-07	-	CTGGGCCGCACGCTGCTGGCCGCCAGGGGGCCCGA	UpstreamP1_CTCF	38
chr17	40833312	40833462	id-42024	3.09e-07	-	CCTGCATATGGGCATCCTTCCAGGAGAGGGCGCTG	V_CTCF_BR	40
chr17	40873142	40873292	id-42025	1.47e-05	+	CAATTTAGGAGGTCTTTGAACACTAGGAGGCACTG	V_CTCF_BR	40
chr17	40888162	40888312	id-42026	1	+	NA	NONE	12
chr17	40896116	40896266	id-42027	1	+	NA	NONE	30
chr17	40896382	40896532	id-42028	1	+	NA	NONE	15
chr17	40915549	40915699	id-42029	4.7e-08	-	TGGTTGCTGGCTTTAGTGGACACCAGGGGGCAGTG	V_CTCF_BR	40
chr17	40925294	40925444	id-42030	6.15e-05	-	CTTTCTGGAAAGAGAGAGACCGGCAGGAGGAGTCC	Upstream_CTCF	38
chr17	40927618	40927768	id-42031	2.1e-05	+	TAGAACCTCCCTTTCTTTGCCTGTAGGAGGCCGGG	UpstreamP1_CTCF	20
chr17	40950529	40950679	id-42032	1	+	NA	NONE	20
chr17	40972072	40972222	id-42033	1.38e-08	+	GCTCCTGGACTCTTCACTGCCTGCAGGGGGCGCTG	V_CTCF_BR	40
chr17	40976309	40976459	id-42034	6.94e-09	-	GCTGCTTTTCCCAGCCCGGCCTCTGGGGGCCGCTG	Upstream_CTCF	40
chr17	40985521	40985671	id-42035	1	+	NA	NONE	24
chr17	40995497	40995647	id-42036	4.23e-06	+	GAGTGATACCCATGAACTGCCAGTAGAGGCTGCTA	UpstreamP1_CTCF	40
chr17	41025256	41025406	id-42037	4.34e-07	-	AAGCTGCACTGAAGAGTGAACACTAGGGGGAAATG	UpstreamP1_CTCF	12
chr17	41030665	41030815	id-42038	7.11e-06	+	GGTCCAATTCAGCTTGTGACCAGAAGAGGGATCAT	Upstream_CTCF	24
chr17	41034765	41034915	id-42039	8.52e-08	+	CATCAGTGGTAGAATTTGTCCACTAGGGGCCGGGC	UpstreamP1_CTCF	30
chr17	41081375	41081525	id-42040	2.28e-05	-	AATGTAATTGGTTAAGCCACCAGTAGGGTGTGTGA	Upstream_CTCF	40
chr17	41089867	41090017	id-42041	7.27e-06	-	CACCATCCTTTGCAATTTAACAGCAGAGGGTGCTG	V_CTCF_BR	40
chr17	41131966	41132116	id-42042	1	+	NA	NONE	14
chr17	41132884	41133034	id-42043	3.45e-05	-	AAGGCGAAGTCTTCGAGCTCCCGCAGAAGGCGCTG	V_CTCF_BR	24
chr17	41150074	41150224	id-42044	2.58e-07	-	GTTGTAGTTCCTTTCTCTGGCGCTAGGAGGGGGAA	Upstream_CTCF	40
chr17	41155977	41156127	id-42045	1	+	NA	NONE	26
chr17	41158671	41158821	id-42046	4.7e-06	+	TCCCAGGGGTGGGGAAGCCTCGGCAGGGGGCGGCA	V_CTCF_BR	40
chr17	41174044	41174194	id-42047	1.29e-05	+	ACGCAGCGTCAGCTGGCCGGGCCCAGGGGCCGGGG	UpstreamP1_CTCF	4
chr17	41176517	41176667	id-42048	1.21e-05	+	TCTCCTTGTCCCCAAGCATCCACCAGAGGACGCAG	Upstream_CTCF	40
chr17	41186449	41186599	id-42049	1	+	NA	NONE	10
chr17	41237631	41237781	id-42050	9.84e-05	+	TGAATGTCTCCTTAAGTCCCCACCAGGAGGAGTTG	V_CTCF_BR	25
chr17	41276504	41276654	id-42051	3.42e-05	-	TCAGTAGTAACAGATGCTGCCGGCAGGGATGTGCT	Upstream_CTCF	35
chr17	41280930	41281080	id-42052	1.73e-05	-	CGAACTTTGGTTACTGTCTCCACCAGAGGCCTGTA	V_CTCF_BR	7
chr17	41320934	41321084	id-42053	3.42e-05	-	TCAGTAGTAACAGATGCTGCCGGCAGGGATGTGCT	Upstream_CTCF	30
chr17	41323227	41323377	id-42054	2.23e-06	-	CTTCCTTACCAGCTTCCCGCCCCCGGGGGGCGCCT	UpstreamP1_CTCF	35
chr17	41324308	41324458	id-42055	2.72e-06	+	CTGTTTTCTCTTAGTTGGCCCACCAGCTGGAGGAG	UpstreamP1_CTCF	34
chr17	41363991	41364141	id-42056	1.23e-05	-	TTTCAAGTCCCACCACACACCCCTAGAGGCCGTTA	UpstreamP1_CTCF	32
chr17	41368786	41368936	id-42057	2.27e-05	-	TCGGCCATGGGAGGGCAGGCCAGATGCTGGCTGAA	V_CTCF_BR	7
chr17	41381811	41381961	id-42058	1	+	NA	NONE	34
chr17	41382125	41382275	id-42059	1	+	NA	NONE	24
chr17	41387230	41387380	id-42060	1.61e-05	-	ATCCGATTCTCTCCTTGCAGTAGCAGGGGGCAGCA	UpstreamP1_CTCF	40
chr17	41399870	41400020	id-42061	5.13e-05	+	GAGGCGGCGGCTCGGCAGATCACCGGAGGTCGGGA	V_CTCF_BR	31
chr17	41400350	41400500	id-42062	5.37e-06	+	CCGCAGGACAAAACTAAAACAGCAAGGGGGCACCG	UpstreamP1_CTCF	40
chr17	41400613	41400763	id-42063	9.4e-06	+	CTGCTATTTATTGTAGTCAAGGCAAGGGGGCAGGG	UpstreamP1_CTCF	7
chr17	41400773	41400923	id-42064	1	+	NA	NONE	22
chr17	41401063	41401213	id-42065	1	+	NA	NONE	23
chr17	41402113	41402263	id-42066	9.27e-07	-	CTGTCATGCCCGGGCAGGGCCACTAGGAGGGCTCC	UpstreamP1_CTCF	32
chr17	41408368	41408518	id-42067	2.29e-05	-	CCCCATTAAAGGCAAAATTCCACCAGGGGGTGATG	UpstreamP1_CTCF	26
chr17	41411675	41411825	id-42068	1.01e-08	-	CTGTCATGCCCGGACAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	35
chr17	41416399	41416549	id-42069	7.1e-09	-	TTGTTATGCCCAGGCAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr17	41426613	41426763	id-42070	3.73e-09	-	CTGTTATGTCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	27
chr17	41442857	41443007	id-42071	1.26e-05	-	GCTGAATTTCCCCCAATAACCACCAGGGTAGTACC	Upstream_CTCF	39
chr17	41446220	41446370	id-42072	1	+	NA	NONE	19
chr17	41447918	41448068	id-42073	7.15e-05	+	TCACTGCACTCTAGCTTGGACAACAGAGGGAGACT	V_CTCF_BR	3
chr17	41466041	41466191	id-42074	2.53e-05	+	GGCTGACACCAGACACCGGGCAGAGGGAGGCGGCG	V_CTCF_BR	40
chr17	41466861	41467011	id-42075	1.56e-06	-	CTGCCATCCGGCTTTCCATCCTGCAGGGGGAGCAT	UpstreamP1_CTCF	40
chr17	41471423	41471573	id-42076	5.21e-08	+	CAGGCGGTGACAAATACATCCACCAGGGGGCAGCA	V_CTCF_BR	40
chr17	41480113	41480263	id-42077	4.31e-07	+	GTCCCTCTGGCCTGACTGTCCAGCTGGTGGCACTA	V_CTCF_BR	3
chr17	41496307	41496457	id-42078	7.15e-05	+	CGCTGAGGGTTGCTGCTGCACACAGGAGGCCGGCA	V_CTCF_BR	23
chr17	41506027	41506177	id-42079	4.01e-05	-	GAGACACAGTTTCATTCTGCCACCAGAGTGCAGTG	V_CTCF_BR	39
chr17	41508028	41508178	id-42080	7.12e-06	+	CTGTTGTGGGACTCTACTGGCACCAAGTGGGAAGG	UpstreamP1_CTCF	6
chr17	41545754	41545904	id-42081	1	+	NA	NONE	9
chr17	41561104	41561254	id-42082	8.61e-08	+	CGGGCGGAGATTTTTCTCGCCTGTAGAGGGCGCAG	V_CTCF_BR	40
chr17	41598043	41598193	id-42083	1.64e-06	+	GTTGTAGTCTTTTTTTGTCCCTCTAGATGGCAGAG	Upstream_CTCF	40
chr17	41611102	41611252	id-42084	1.55e-05	-	GAAGGGTAGGAGAAGGGTTCCAGAGGAGGGAGGCA	V_CTCF_BR	18
chr17	41621469	41621619	id-42085	2.4e-05	-	TCAGTGCGTTTTGGTGGGGCCTGAGGGTGTCGCTG	V_CTCF_BR	8
chr17	41623153	41623303	id-42086	6.39e-05	-	ACGGCGAGCCCGGCTCCTGGGAGCAGGTGGGACCT	Upstream_CTCF	5
chr17	41654112	41654262	id-42087	4.7e-08	+	CGGGAGTTGTGTGCTGCTGCCACAAGGTGGCAGTG	V_CTCF_BR	40
chr17	41669209	41669359	id-42088	1	+	NA	NONE	19
chr17	41705496	41705646	id-42089	6.21e-05	-	CTGTGAATGCCTGAACTCCCAGGCAGAGGGAAGCA	V_CTCF_BR	7
chr17	41723600	41723750	id-42090	1.38e-09	-	GACCCTCCCCGGCCCGCTGCCAGGAGGGGGCGCGG	V_CTCF_BR	13
chr17	41751276	41751426	id-42091	3.39e-10	-	GCTGCGGTTCTAATTCTCACCACCAGAAGGCGCTC	Upstream_CTCF	40
chr17	41755375	41755525	id-42092	1.04e-11	-	CGCGCAGAGCGAGACTTGGCCAGCAGAGGGCGCCA	V_CTCF_BR	40
chr17	41758157	41758307	id-42093	3e-08	+	CCTGCAATTCCACTGGTGGCTACCAGGTGTCCGTG	Upstream_CTCF	15
chr17	41761753	41761903	id-42094	5.08e-05	-	TGGCCCAGACCAAGCAAAGCCACCAGAGGGCCTGG	UpstreamP1_CTCF	5
chr17	41771559	41771709	id-42095	5.01e-06	+	TATCCCAGACAGAAGTGCAACACCAGGTGGAGGTG	V_CTCF_BR	10
chr17	41771855	41772005	id-42096	4.48e-07	+	AGTGCAGTTCTACAACTGGACACACGATGTCGCTT	Upstream_CTCF	40
chr17	41773849	41773999	id-42097	9.41e-05	-	AGAAGGCAAATGAGACCAGCCATGAGGGGGAGCAA	V_CTCF_BR	11
chr17	41791374	41791524	id-42098	9.29e-06	+	CGAGCTGTGCCTGCTCTCTGCAACAGGAAGGGGCC	Upstream_CTCF	0
chr17	41810728	41810878	id-42099	1.39e-05	-	CTAGCACACTGGTGTTCACCCACCAGGAGGCTCAA	V_CTCF_BR	16
chr17	41837888	41838038	id-42100	1.99e-07	-	GTCACCCCTCCTTTTGTCTCCAGCAGGTGGCAGAC	V_CTCF_BR	39
chr17	41843897	41844047	id-42101	4.31e-07	-	GTGAGCCATAATATGATGGGCAGCAGGTGGCGCTG	V_CTCF_BR	40
chr17	41856571	41856721	id-42102	1	+	NA	NONE	29
chr17	41867749	41867899	id-42103	1.34e-06	+	CTTGTTCTGCCCACTCAGCCCAGCAGGCTGCGCTC	Upstream_CTCF	37
chr17	41891505	41891655	id-42104	1.27e-06	+	TGGCACCTACCGATCAGAACCACCAGGCGGGGCCG	UpstreamP1_CTCF	23
chr17	41900305	41900455	id-42105	2.37e-05	+	GAAGTAGTTCCCCAAGTTCCCAGCAGGACTAAGCT	Upstream_CTCF	7
chr17	41909974	41910124	id-42106	1	+	NA	NONE	17
chr17	41918207	41918357	id-42107	5.52e-05	+	TGCCAGATTCCATTCCCTGCCCCCAGAGGGCCCTA	UpstreamP1_CTCF	40
chr17	41923723	41923873	id-42108	1.79e-08	-	GACGCAGTACTGCCCTTGGCCACGGGGCGGCGGTG	Upstream_CTCF	40
chr17	41950584	41950734	id-42109	1.93e-05	-	AGGCCCCCTTCTCATTTCCCCACAGGGGGGTGCTG	V_CTCF_BR	28
chr17	41956009	41956159	id-42110	3.84e-11	+	GCTGCAGCACCAGGCATGGCCAGCAGAGGGACCCC	Upstream_CTCF	40
chr17	41957842	41957992	id-42111	1.79e-08	+	CCTGAAGTTCCCCTAACCACCCACAGAGGGCGTGC	Upstream_CTCF	40
chr17	41975382	41975532	id-42112	1	+	NA	NONE	2
chr17	41984879	41985029	id-42113	1.03e-06	+	TTAAAGCGGCAAGGCCTCTCCGCGAGGGGGCGGAG	V_CTCF_BR	36
chr17	41987658	41987808	id-42114	8.2e-12	+	GGTGCACTTCCTATAATGACCAGCAGGGGCCACCA	Upstream_CTCF	39
chr17	41993885	41994035	id-42115	2.11e-06	-	TTTTATCACGCAGGTGAAGCCTCCAGGTGGCAGGC	V_CTCF_BR	4
chr17	41995233	41995383	id-42116	1	+	NA	NONE	38
chr17	42015597	42015747	id-42117	9.51e-07	+	CAAGTGCCGCAGCCCAGGGCCGCCAGTTGGCTGAA	V_CTCF_BR	20
chr17	42018069	42018219	id-42118	3.86e-08	+	TTGGCACTTCCTGCTGCCCCCACCAGGGGTCCACA	Upstream_CTCF	40
chr17	42021457	42021607	id-42119	2.17e-09	+	GGGTAGAGGTTGCAGCTCGCCGCCAGAGGGCGCCA	V_CTCF_BR	40
chr17	42023862	42024012	id-42120	2.2e-06	+	ATTGCACATCTGTTCTGGGCCTCATGGGGGCAGCG	Upstream_CTCF	27
chr17	42027319	42027469	id-42121	3.63e-05	+	GTGAGACTCAAAGCAAGAACTGCCAGGGGGAGCAC	V_CTCF_BR	27
chr17	42052266	42052416	id-42122	3.81e-05	-	AGGCAATCCATGACTGAAAGCGGGAGATGGCGGCT	UpstreamP1_CTCF	1
chr17	42060840	42060990	id-42123	5.41e-06	+	ACTGTTAGGCAGCAGCCTGGCTACAGGGGGCACTG	Upstream_CTCF	39
chr17	42072373	42072523	id-42124	3.33e-08	-	TTGTAATGACAAACAATTGCCACCAAGGGGCGATG	UpstreamP1_CTCF	40
chr17	42083291	42083441	id-42125	2.58e-05	-	GCTGTGGGCCAGACGTGGTGCTCGAGAGGGCCCCC	Upstream_CTCF	34
chr17	42084564	42084714	id-42126	2.44e-07	+	CCTGTCCTACCTGCAGTCCCCACCAGGCTGCGCAA	Upstream_CTCF	39
chr17	42086048	42086198	id-42127	3.42e-05	+	AAAGCAGCCCCAGCTCTGCCCAGAGGAGGCGCTGA	Upstream_CTCF	19
chr17	42089947	42090097	id-42128	8.21e-06	+	TACCCTAGAGCTCTCATCAGCTCTAGGGGGCAGAG	V_CTCF_BR	1
chr17	42118918	42119068	id-42129	2.2e-07	-	GATCAGTTTGTGGATGGTTCCACCAGAGGGCAGTG	UpstreamP1_CTCF	39
chr17	42147878	42148028	id-42130	1	+	NA	NONE	19
chr17	42148452	42148602	id-42131	5.52e-05	+	GTGCTCTGGATCAGCCTCATCACCGAGTGGCTCAA	UpstreamP1_CTCF	10
chr17	42151811	42151961	id-42132	1.1e-05	-	CTCTGAGGCCTTTTTACTGCCACTTGAGGTCACTG	V_CTCF_BR	15
chr17	42160945	42161095	id-42133	5.98e-05	-	CTGAAACCTGCTCTCCTGCCCTGCAGGTGGACAGT	UpstreamP1_CTCF	37
chr17	42161689	42161839	id-42134	8.81e-07	-	ACAATTATCACGTCACACACCTCCAGAGGGCGCCA	V_CTCF_BR	40
chr17	42173099	42173249	id-42135	4.7e-06	+	TCAGACAGGAAGAAGGGTAACAGCAGGGGGAGGGC	V_CTCF_BR	36
chr17	42174524	42174674	id-42136	9.51e-07	-	CTTCTCCCACCCCACCCTGCCTGCAGGGGGTTCCA	V_CTCF_BR	10
chr17	42175641	42175791	id-42137	1.84e-06	-	GTTCCCCAGCCTTCCTAGTCCACCAGGAGGCGGCC	V_CTCF_BR	40
chr17	42180361	42180511	id-42138	7.27e-06	+	GCCCTCAGGACCTCCCTCACCAGGTGGGGGAGACA	V_CTCF_BR	1
chr17	42182943	42183093	id-42139	1	+	NA	NONE	6
chr17	42183357	42183507	id-42140	1	+	NA	NONE	2
chr17	42188540	42188690	id-42141	3.65e-07	+	CTTCCCGAATGAGCCGCCGCCGGCAGCTGGCAGGA	V_CTCF_BR	22
chr17	42192323	42192473	id-42142	3.81e-05	-	GAGACTGTTTTGGTGAGGGGCAGCAGGTGGAGACT	V_CTCF_BR	4
chr17	42193084	42193234	id-42143	4.11e-08	-	CCTGGCTTTCCAGCTCCCCCCAGCAGGGGGAGATG	Upstream_CTCF	40
chr17	42196151	42196301	id-42144	1	+	NA	NONE	13
chr17	42201327	42201477	id-42145	2.19e-05	-	CCCCAGGTCCCCTCCCCGACCGCGGGAGGGCGTGT	UpstreamP1_CTCF	40
chr17	42219101	42219251	id-42146	4.14e-06	+	AGCCGACTGGGAAGAGGAGCCGCTTGGGGGCGACC	V_CTCF_BR	39
chr17	42228010	42228160	id-42147	2.18e-07	-	GGTGCAAAAACCAGGGCTGCCTGAAGGGGGCAGTG	V_CTCF_BR	40
chr17	42245909	42246059	id-42148	1.28e-08	-	GCAGCTGTGCTTCCAGGAGCCTCTAGGGGGAGGAA	Upstream_CTCF	40
chr17	42248400	42248550	id-42149	2.38e-07	+	CTGAACAGGGTAGGGGGCACCAGAAGAGGGCAGAA	V_CTCF_BR	10
chr17	42275813	42275963	id-42150	1	+	NA	NONE	37
chr17	42281136	42281286	id-42151	1.74e-07	+	GCTGCCATGTGAAGAATGGGCTGTAGGGGGCGAGA	Upstream_CTCF	40
chr17	42284000	42284150	id-42152	2.18e-07	+	CGGGTCCAGGCAGCTCCTTCCTGCAGGGGGCAGGG	V_CTCF_BR	39
chr17	42287808	42287958	id-42153	1.52e-07	+	GGCGTCAGCCTTCCACCCACCCCCAGGGGGCGCGC	V_CTCF_BR	40
chr17	42295807	42295957	id-42154	1.91e-08	-	GGAGCAGGCCCTCGCGTGGCCAGGGGAGGGCGCGC	Upstream_CTCF	40
chr17	42296476	42296626	id-42155	7.16e-08	-	GGCGCAGTTCTCCCCGGCCGCCGGAGGGGGCGGCG	Upstream_CTCF	40
chr17	42297005	42297155	id-42156	5.08e-07	-	GTGCGAGCTGAGGCCGGGGCCGGCGGCGGGCGGGC	V_CTCF_BR	11
chr17	42299559	42299709	id-42157	1.38e-08	-	CCCTCGCGGCTGCCCGCCGCCGCCGGGGGGCAGCG	V_CTCF_BR	32
chr17	42300016	42300166	id-42158	5.7e-05	+	GCTGCTGTAATTCCTCTTGTCTCCTGGGAGAAATG	Upstream_CTCF	15
chr17	42317986	42318136	id-42159	1.59e-06	+	AAACCTAGGGCTTGGGAGACCAGTAGTGGGAGCCC	V_CTCF_BR	4
chr17	42344213	42344363	id-42160	8.98e-06	-	GTGCAGTTCGGGCTGATTACACAAAGGTGGTGCCA	UpstreamP1_CTCF	13
chr17	42386979	42387129	id-42161	1.83e-05	-	GAGGAGAGTGCAGGTGTGGGCTGCAGGGGGAGTGG	V_CTCF_BR	9
chr17	42403951	42404101	id-42162	1	+	NA	NONE	18
chr17	42406466	42406616	id-42163	1	+	NA	NONE	36
chr17	42408786	42408936	id-42164	3.31e-06	-	CATAAATTTCAAAAAATGTCCTCTAGGGGGCAGTA	UpstreamP1_CTCF	40
chr17	42422810	42422960	id-42165	1	+	NA	NONE	22
chr17	42423216	42423366	id-42166	3.09e-07	-	ACCCTAGCTCCGTTATCTTCCACTAGGTGGCACCC	V_CTCF_BR	40
chr17	42428231	42428381	id-42167	7.44e-09	-	CTGGCACTGCCCCAATCCCCCACTAGGGGGTAGCA	Upstream_CTCF	40
chr17	42432042	42432192	id-42168	3.83e-09	-	CCTTCGACCACTACCTGGGCCACAAGGGGGCGGCC	V_CTCF_BR	29
chr17	42433817	42433967	id-42169	1.04e-05	+	TAAGTGACGCCCAGAGCTGGCTGTAGGTGGAGCTG	V_CTCF_BR	5
chr17	42440800	42440950	id-42170	1	+	NA	NONE	10
chr17	42441173	42441323	id-42171	1.08e-08	-	CCAGCGGTGTGGCGCGCCGCCTGCAGGGGGCGCTT	V_CTCF_BR	40
chr17	42453547	42453697	id-42172	5.96e-07	-	ATGGCATTCAGGGCTCTAAACTCCAGGGGGCGCTG	V_CTCF_BR	40
chr17	42462998	42463148	id-42173	6.84e-06	+	TTTCTAGGACGTTCCAGTGCTGCCAGGGGGCGCAG	V_CTCF_BR	35
chr17	42477723	42477873	id-42174	1.97e-06	+	AAATTAATAGTTCTGATGGCCACTGGAGGGCAGTG	V_CTCF_BR	39
chr17	42486799	42486949	id-42175	3.4e-06	-	TGAGCAGTATGACAAAGCACCACTAGGGACAGTTC	Upstream_CTCF	32
chr17	42522910	42523060	id-42176	1	+	NA	NONE	34
chr17	42588855	42589005	id-42177	4.21e-05	+	TTTGACGACCCATAGATCGACTCTAGGAGGAGCCC	V_CTCF_BR	24
chr17	42589336	42589486	id-42178	1	+	NA	NONE	20
chr17	42600633	42600783	id-42179	1.48e-06	-	GGAAACCCCAGGTCAGACAGCACCAGGGGGCGGTA	V_CTCF_BR	40
chr17	42610990	42611140	id-42180	1.87e-09	+	CTGCCCCAGGTCCCCATGTCCAGCAGAGGGCGCTG	V_CTCF_BR	40
chr17	42611360	42611510	id-42181	3.63e-05	-	TAGGATGGAAGAGGCGCAGGCTGTGGGTGGCGGGA	V_CTCF_BR	9
chr17	42641946	42642096	id-42182	5.48e-05	-	CTAGGAACCCTTAGATAGACCTCTAGGAGGAGTCT	Upstream_CTCF	13
chr17	42643345	42643495	id-42183	7.54e-08	+	CTGAATTTGCAGTTCTCAGCCAGCAGGGGTCGCTC	UpstreamP1_CTCF	38
chr17	42659343	42659493	id-42184	1.61e-05	+	CAGCGCATGCTCACAAACAGCAGCAGGGGGTGCTG	UpstreamP1_CTCF	38
chr17	42680417	42680567	id-42185	2.08e-07	-	TTGCTGTTCCCTCTGCCTACCACCAGCTGCCTCAT	UpstreamP1_CTCF	4
chr17	42700582	42700732	id-42186	1.21e-06	+	CTGCTTTTCTAACAAGCTCCCAGGTGATGGCACTG	UpstreamP1_CTCF	22
chr17	42705775	42705925	id-42187	3.4e-06	-	GCTGCCTTGTCTTCCACGGCCGACTGGTGGCTCTG	Upstream_CTCF	11
chr17	42711857	42712007	id-42188	1	+	NA	NONE	1
chr17	42714048	42714198	id-42189	4.7e-05	-	ATGGTAGTGGTAAATATCTCCATGAGATGGTGCTC	Upstream_CTCF	36
chr17	42733380	42733530	id-42190	1	+	NA	NONE	21
chr17	42750001	42750151	id-42191	1.63e-05	-	AGGGCACTGATATATTAGGTCAGTAGGGGGAGTAT	Upstream_CTCF	39
chr17	42768423	42768573	id-42192	5.92e-05	+	AGATATGGAGAGAGTCACACAACTAGAGGGCGCCT	V_CTCF_BR	36
chr17	42811254	42811404	id-42193	1.99e-07	+	ATGCAGAGGGGATGTGTAGCCAGAAGGTGGCAGGC	V_CTCF_BR	38
chr17	42822803	42822953	id-42194	8.81e-07	+	GGGAAGCAAGGCACCTTCTCCACAAGGTGGCAGGA	V_CTCF_BR	18
chr17	42837182	42837332	id-42195	2.34e-06	+	CACAAGGGTCCGCCAGGAGCCACCAGGGGGCCCGG	UpstreamP1_CTCF	29
chr17	42839561	42839711	id-42196	9.29e-06	+	AGGGCACTTCCCAGTTCTGCCTCCAGGGCTCTCTG	Upstream_CTCF	26
chr17	42844039	42844189	id-42197	7.78e-06	+	GGAGCATGTGAGAGCCTGGGCAGCCGGGGGAGCAA	Upstream_CTCF	0
chr17	42852263	42852413	id-42198	1.63e-09	+	GCTGCAGTGCGCATCGTGGCCACTGGGCGCCGCCC	Upstream_CTCF	40
chr17	42856551	42856701	id-42199	1.15e-07	+	GAGGAAGGTACGACCCGACCCAGCAGGGGGCAGTG	V_CTCF_BR	40
chr17	42856795	42856945	id-42200	2.89e-09	+	GCGGCCAGGCCCTCCCCTGCCACCAGGTGGAACTG	V_CTCF_BR	11
chr17	42909339	42909489	id-42201	8.71e-06	+	CACTCTGTCGCCAGGCTGGAGTGCAGTGGGCGCCA	V_CTCF_BR	20
chr17	42910304	42910454	id-42202	9.84e-05	-	GTTCCTCTGGAATGAGGGTCTTCAAGGGGGAGGAG	V_CTCF_BR	25
chr17	42922013	42922163	id-42203	1	+	NA	NONE	22
chr17	42942624	42942774	id-42204	1.39e-07	-	AGGAGATGCTGCTTTTCAGACACCAGGGGGCAGCA	V_CTCF_BR	40
chr17	42943631	42943781	id-42205	1	+	NA	NONE	3
chr17	42956112	42956262	id-42206	6.39e-08	-	GTTATCATTGGTGAGACAGCCAGCAGAGGGAGCCA	V_CTCF_BR	40
chr17	42979128	42979278	id-42207	2.66e-05	+	ATCCCAGAAAGAAAAACAAACAGCAGATGGCAAAG	V_CTCF_BR	29
chr17	42981537	42981687	id-42208	1	+	NA	NONE	0
chr17	42982312	42982462	id-42209	1	+	NA	NONE	3
chr17	42988561	42988711	id-42210	4.7e-06	+	CCTCGCCCTCTAGCAGCTTCCTGTAGGTGGCGATC	V_CTCF_BR	39
chr17	42994219	42994369	id-42211	1.1e-06	+	CGCCACACAGCAAGGGCAGCCCCTAGGGGGCTGTG	V_CTCF_BR	23
chr17	42997478	42997628	id-42212	1.99e-07	+	AGGGAACTGAGCCTGGTGGCCACTAGATGGTGGTG	V_CTCF_BR	40
chr17	42998916	42999066	id-42213	8.16e-07	-	TCTGGTCCTCGCCTTTCACCCTCCAGAGGGAGCCA	V_CTCF_BR	11
chr17	43024910	43025060	id-42214	1	+	NA	NONE	16
chr17	43030460	43030610	id-42215	8.81e-07	-	CGAACTCCAGAGACTGCTGCCAGCAGATGGCTCTT	V_CTCF_BR	9
chr17	43039353	43039503	id-42216	1.04e-05	-	CCACACCACAAGCCACAGTCCTGGAGAGGGCGCTT	V_CTCF_BR	33
chr17	43042894	43043044	id-42217	7.49e-05	-	TCAAAAGCTCCTTTTCCCTCCAGCAGGGGCAGGGT	V_CTCF_BR	14
chr17	43046016	43046166	id-42218	1	+	NA	NONE	32
chr17	43054563	43054713	id-42219	1.97e-06	-	GTGTGCGGGGCCCTTGCCACCAACAGGTGGCACAT	V_CTCF_BR	13
chr17	43055703	43055853	id-42220	9.25e-06	-	GACACCCCCTGGAAACTCGCCCCTAGTGGGCGTCA	V_CTCF_BR	12
chr17	43075264	43075414	id-42221	3.65e-07	+	GAGCCGCAGCCCAGAGGCCCCTGCAGGGGGCAGGG	V_CTCF_BR	12
chr17	43084325	43084475	id-42222	6.51e-05	-	GATTTGGGCATCAGAGGAGCCACGCGGGGGCGGGA	V_CTCF_BR	8
chr17	43094325	43094475	id-42223	1.48e-06	+	AGGGCAATGGATTCAGCAGCCTCTAGAGGTCACCC	V_CTCF_BR	39
chr17	43096700	43096850	id-42224	1.39e-07	-	GCGCCCGGTGCTCGGCGATCCGGAAGAGGGCGCCC	V_CTCF_BR	39
chr17	43099497	43099647	id-42225	2.96e-05	-	AAGTTGAGGCCGCTCAGCAACTGCAGAGGTCGGGC	V_CTCF_BR	40
chr17	43121249	43121399	id-42226	1.17e-05	-	TGCTGCAGGGCTTCCGCAGCGACATGGTGGCGCTC	V_CTCF_BR	3
chr17	43126679	43126829	id-42227	5.74e-05	-	CTGTTGCTCAAGCTGGAGTGCAGTGGCAGTCACTG	UpstreamP1_CTCF	39
chr17	43173637	43173787	id-42228	1.04e-07	+	AGGAAGGCATAGAGCAGATCCACCAGAGGGCACCA	V_CTCF_BR	39
chr17	43176610	43176760	id-42229	7.07e-08	-	GCAGGGAGACCCCAGCTGGCCAGCAGGTGGCGTGA	V_CTCF_BR	40
chr17	43182637	43182787	id-42230	6.46e-07	-	GGGCTAAGAAAGTGTCATGCCAGAAGAGGGCAGCA	V_CTCF_BR	28
chr17	43186338	43186488	id-42231	6.46e-07	+	TCTGTCCTGGTATTCCTGGTCAGCAGGTGGCAGTG	V_CTCF_BR	27
chr17	43188815	43188965	id-42232	2.11e-06	-	ATGGACTTGGCTAAGACAGCCAGGGGGTGGCAGCA	V_CTCF_BR	8
chr17	43209317	43209467	id-42233	3.8e-08	-	CCAGGGTGTTCTTTGCTTCCCACCAGGGGGCGCTC	V_CTCF_BR	40
chr17	43210652	43210802	id-42234	7.11e-06	-	GATGCCACGCCGCTGGCCGCCGCAAAGTGGCGGTG	Upstream_CTCF	39
chr17	43212715	43212865	id-42235	3.06e-08	+	AGCGAACAGATGCGGATTTCCACCAGGGGGCGCTA	V_CTCF_BR	40
chr17	43213122	43213272	id-42236	4.3e-06	-	GGTGCACATCTCCAACTCCCGAACAGGTGGAGAAA	Upstream_CTCF	14
chr17	43226619	43226769	id-42237	3.88e-07	+	GAGCGGGTGCCCGAGGAGGACAGTAGGTGGCAATC	UpstreamP1_CTCF	40
chr17	43229479	43229629	id-42238	1.11e-05	-	GCTTCAGCTCTGCACTGTAAAGCCAGAGGGCACTG	Upstream_CTCF	40
chr17	43238293	43238443	id-42239	2.91e-05	-	GCGGAGGTCGCAGGTCTGGCCACAAGTCGGCGTGG	Upstream_CTCF	38
chr17	43246987	43247137	id-42240	9.49e-08	+	GCACCGGCCAGCAGTCCTGCCGCCAGGTGGAGGAG	V_CTCF_BR	2
chr17	43249682	43249832	id-42241	5.92e-05	+	CCCCGGCAGGAACTGCCCGACCCCAGGTGGAAACT	V_CTCF_BR	5
chr17	43250174	43250324	id-42242	9.81e-06	+	ATCCCTTCCCCCACCCCAGGCCCCAGGGGGTGCTG	V_CTCF_BR	20
chr17	43250508	43250658	id-42243	9.29e-06	-	GCTGACTTTGATCCCTTGGCCAGCAGGGGAGAAGC	Upstream_CTCF	23
chr17	43260254	43260404	id-42244	2.6e-06	-	GCACTTGCCCCCATGTGTGCCACCAGCAGGAGGCC	V_CTCF_BR	11
chr17	43275265	43275415	id-42245	3.09e-07	-	CCCGCAGAGAGGGCCCCAGCCGGCAGGTGCCGCTG	V_CTCF_BR	40
chr17	43278134	43278284	id-42246	1.37e-05	+	AAAGCATTCTTTTTGAAGGCCACTAGGGACCCCTA	Upstream_CTCF	16
chr17	43296372	43296522	id-42247	1.03e-09	+	GCTGTCATACCGTCTACGGCCAGCAGGGGGTAGCA	Upstream_CTCF	40
chr17	43301548	43301698	id-42248	2.01e-05	+	TGGTTCCTCTCATTCCCCACCAGCAGGGGCATGAG	UpstreamP1_CTCF	13
chr17	43309156	43309306	id-42249	1.04e-07	-	GGGAAGGAACTCAGTCTAGCCAGCAGGTGGTGCCC	V_CTCF_BR	37
chr17	43312123	43312273	id-42250	3.8e-07	+	CCTGTTTTCTCCCATGCGGCCTCCAGGTGTCCCCC	Upstream_CTCF	40
chr17	43313141	43313291	id-42251	1.52e-07	-	AGAGACATGGGAAGGATCACCACAAGGTGGCGCTC	V_CTCF_BR	40
chr17	43317562	43317712	id-42252	1.21e-05	-	TCAGTCATTCTTAGTATAGCCACAAGGTTGTGCAA	Upstream_CTCF	6
chr17	43324413	43324563	id-42253	1.18e-05	+	CTGGTGCATCCTCCTCTTGGCCACAGAGGGCAGCA	UpstreamP1_CTCF	40
chr17	43334072	43334222	id-42254	6.23e-05	+	GTGCCCAGAACACTAGTCCCCAGCAGGGGAGCCCC	UpstreamP1_CTCF	36
chr17	43340257	43340407	id-42255	2.01e-05	+	GCGTTGGGACTAGAAGCAGCCACTGGGAGGAGTGG	UpstreamP1_CTCF	25
chr17	43348319	43348469	id-42256	1.04e-07	-	GTGACGGCACCCAGCATGGCCAACAGGGGGAGCTG	V_CTCF_BR	40
chr17	43354668	43354818	id-42257	6.43e-06	+	AAGTAAGCCTTGAGTAGCATCGCCAGGGGGCGCTG	V_CTCF_BR	40
chr17	43361632	43361782	id-42258	3.06e-08	+	AGGACTGTGGCACGCCTGGCCAACAGGGGGCACAG	V_CTCF_BR	40
chr17	43363549	43363699	id-42259	1	+	NA	NONE	1
chr17	43370883	43371033	id-42260	1.09e-06	+	AGGCTGTTGAGAAGCTGACCCAGCAGATGGCAGCT	UpstreamP1_CTCF	34
chr17	43377491	43377641	id-42261	1.21e-06	+	CTGCAATTACCACCACATGCCTGATGATGGCTGGC	UpstreamP1_CTCF	18
chr17	43384125	43384275	id-42262	1	+	NA	NONE	29
chr17	43388880	43389030	id-42263	9.84e-06	-	GATTTGTACCAAGAAAGAAGCAGCAGGGGGTACTC	UpstreamP1_CTCF	32
chr17	43393882	43394032	id-42264	2.77e-07	-	CTGCTCTGCGCCCCAGTGCCCCCAGGATGGAGCTC	UpstreamP1_CTCF	32
chr17	43394246	43394396	id-42265	8.5e-06	-	TGGGGAGATCGGCGCTTGGCCGGTAGGTGACGGGG	Upstream_CTCF	7
chr17	43394861	43395011	id-42266	3.65e-05	+	CTGCTGCCAAGCGGTGGCGGCTGAGGCGGGAGGTG	UpstreamP1_CTCF	24
chr17	43398518	43398668	id-42267	1.01e-05	-	GCTGCAACTTCAGGCAGTCCCGACAGGGAAAGGAA	Upstream_CTCF	15
chr17	43442103	43442253	id-42268	1.24e-05	-	TGCCACACTGGCTCTCCAGTCAGCAGAGGCCAGAA	V_CTCF_BR	15
chr17	43448640	43448790	id-42269	5.61e-08	-	GCAGCATTATTCACATTGGCCAAAAGGTGGAAGCA	Upstream_CTCF	9
chr17	43449300	43449450	id-42270	5.41e-07	+	AAGCTGGTCTCCTCCCTGGCCCCCAGCAGGCAGGG	UpstreamP1_CTCF	20
chr17	43453723	43453873	id-42271	3.22e-05	-	CTGCTCTTCAACCGTCAGGAGGGTTGGGGGAGCCT	UpstreamP1_CTCF	2
chr17	43463004	43463154	id-42272	1.38e-08	-	GAGTCTTGAAGCTGAACTGCCAGTAGGGGGCGCCA	V_CTCF_BR	40
chr17	43472587	43472737	id-42273	3.88e-06	+	ATCACATTTTGCAAACTGCCCACTAGGGGTCACCG	V_CTCF_BR	40
chr17	43473587	43473737	id-42274	4.14e-06	+	GTCGATGTCCAGCCCTGGGCCAGAGGGAGGCGCTG	V_CTCF_BR	10
chr17	43474296	43474446	id-42275	3.16e-05	-	AATCCAGTCCGCAGAGCTGCCCCCAGAGGAGAGCG	Upstream_CTCF	1
chr17	43476218	43476368	id-42276	5.08e-05	+	AACGTTGTCCCACCTTCTGCAGCCAGGAGTCCCCA	Upstream_CTCF	19
chr17	43503249	43503399	id-42277	1.1e-06	-	TCTCCTGTTCTTTTGCTGCCCAGGAGAGGGCAGAA	V_CTCF_BR	40
chr17	43505527	43505677	id-42278	5.47e-10	+	GTGCCGTTCCCCACCCTGGCCACAAGGCGGCGGGC	UpstreamP1_CTCF	40
chr17	43516384	43516534	id-42279	6.27e-08	+	TGGCAGTGGCAGGTACCACCCACCAGGTGCCACTT	UpstreamP1_CTCF	9
chr17	43528570	43528720	id-42280	1.87e-09	+	ACAGGGAGCGGATGGGCAGCCAGCAGGGGGCAGGG	V_CTCF_BR	33
chr17	43531206	43531356	id-42281	8.64e-05	-	CGTGCAGTACCCAGACCAGCCTGAGGAACCCCCCG	Upstream_CTCF	12
chr17	43578846	43578996	id-42282	9.84e-05	+	CCCTGCGAGCCCGAACGGTCCACAGGGCGGCGCCA	V_CTCF_BR	19
chr17	43640817	43640967	id-42283	1.28e-06	+	ACACCCATAAACAAAACTACCTGCAGAGGGCAGAG	V_CTCF_BR	8
chr17	43662049	43662199	id-42284	4.88e-05	-	CTGAGCTCGCCCAGGATGGGCAGCAGTAGCCGGAG	UpstreamP1_CTCF	5
chr17	43662541	43662691	id-42285	2.04e-05	+	GGGCGAGGTGGCGCAGCGGCTGCTTGGGGGAGCGC	V_CTCF_BR	29
chr17	43663656	43663806	id-42286	1.52e-07	+	TGCAGCCGCTGGGTCCCGGCCTGCAGGAGGCGCGG	V_CTCF_BR	6
chr17	43669828	43669978	id-42287	4.4e-10	-	CCACAGATCTTAGAGGCGGCCAGCAGAGGGCGCTG	V_CTCF_BR	40
chr17	43715138	43715288	id-42288	8.5e-06	-	CATGAGATGCCATGGCCATCCAAAAGAGGGAGGCA	Upstream_CTCF	6
chr17	43717839	43717989	id-42289	5.51e-07	+	AGCATGCTGCTGCACATTGCCACTAGGTGGTGCTG	V_CTCF_BR	40
chr17	43723956	43724106	id-42290	1	+	NA	NONE	4
chr17	43726139	43726289	id-42291	3.05e-07	+	CTTGCTGGTGCAGGGCTTCCCTGCAGATGGCGCTG	Upstream_CTCF	34
chr17	43741266	43741416	id-42292	1.09e-06	-	CATGCAGCAACTGACACTGCCCCCAGAGGGTTGAC	Upstream_CTCF	14
chr17	43742173	43742323	id-42293	3.36e-07	+	CCCAGGGCTGCCTCCTTGGCCAGAAGGTGGCATTA	V_CTCF_BR	11
chr17	43743499	43743649	id-42294	3.11e-05	+	GAAGCAGGAATCCAGCTGGAAGGTAGAGGGCAGTC	V_CTCF_BR	22
chr17	43797271	43797421	id-42295	1	+	NA	NONE	40
chr17	43799644	43799794	id-42296	6.46e-07	+	CCCAGCCTGAGGCCACTGTCCAGCAGGGGGAGAGA	V_CTCF_BR	39
chr17	43817917	43818067	id-42297	6.84e-06	-	GGACCTGCCTTTCTGTCTTCCACCAGAGGTTGCCC	V_CTCF_BR	4
chr17	43834077	43834227	id-42298	5.08e-05	+	TTGCAGGCTGTCTTGGCTGTCGGTGGGTGGAAGCA	UpstreamP1_CTCF	4
chr17	43845436	43845586	id-42299	2.18e-07	-	GCACCAAGAGTCGCTCTGCCCAGGAGGGGGCAGAG	V_CTCF_BR	22
chr17	43860668	43860818	id-42300	1.87e-09	+	GCCCAGAGGGCTCGGCCGGCCGGGAGGGGGCGCTG	V_CTCF_BR	36
chr17	43862424	43862574	id-42301	5.9e-06	+	CGGCAGTTCCTGTTCCCCGACCGCGGCTGGGAGCG	UpstreamP1_CTCF	17
chr17	43872331	43872481	id-42302	4.59e-07	-	CAGCTCCTCCAGATCTCCTCCTGCAGGGGGTGCAC	UpstreamP1_CTCF	34
chr17	43889634	43889784	id-42303	1	+	NA	NONE	33
chr17	43890818	43890968	id-42304	6.21e-06	-	CCCGCAGCTCCTAAGGATGCACAGAGGGGGCGCTG	Upstream_CTCF	32
chr17	43906140	43906290	id-42305	2.77e-07	-	ATGCTGCCACCCAGTCAGAACACCAGGTGGACCTC	UpstreamP1_CTCF	13
chr17	43909597	43909747	id-42306	1.52e-09	-	TTGCAGTGTTGAATTCTCACCACCAGGTGGAGCTT	UpstreamP1_CTCF	40
chr17	43913522	43913672	id-42307	4.34e-05	+	GCAGCTGTCTCCACTAGGGCCGCCACAAGAAGCCA	Upstream_CTCF	5
chr17	43925891	43926041	id-42308	2.6e-05	-	CTGCCCTTCCAAAGCTGGCCCTCTACCGGGGAAGA	UpstreamP1_CTCF	3
chr17	43930175	43930325	id-42309	6.04e-09	-	CTTGCTCTTATCTTCCTGGCCAGTAGGTGGCAGCA	Upstream_CTCF	40
chr17	43967083	43967233	id-42310	5.92e-05	+	CTGTCTGCCAACAGCACTCCCAGTGGCTGGAACAA	V_CTCF_BR	30
chr17	43971707	43971857	id-42311	8.43e-09	-	CGGGAGCCTTCTCCTCCGGCCACTAGTGGGCGCGC	V_CTCF_BR	40
chr17	43972928	43973078	id-42312	1.41e-05	-	GCGCGCCAGCCCCGCGCCTCCGGCAGGGAGCGCAC	UpstreamP1_CTCF	8
chr17	43985789	43985939	id-42313	1	+	NA	NONE	2
chr17	44013312	44013462	id-42314	6.86e-07	+	TCTCCACTCCCAAACCCAACCCCCAGAGGGCAGAG	Upstream_CTCF	1
chr17	44024480	44024630	id-42315	1.24e-05	-	GCGCCCAGCACACAGGCAGCCACTGGGAGGTGCTC	V_CTCF_BR	9
chr17	44026535	44026685	id-42316	4.7e-06	-	TCAGGCTGCGCTGCGGCCCTCGCTAGGGGGCAGCC	V_CTCF_BR	39
chr17	44049098	44049248	id-42317	3.73e-06	+	TCCCCAGTTCCTCCTGAGAACAAAAGGGGGCGCTG	Upstream_CTCF	17
chr17	44068329	44068479	id-42318	2.81e-05	+	TTGGTCAGGTTCAACACTGCCCCCAGGGGCCTCTG	V_CTCF_BR	26
chr17	44079999	44080149	id-42319	2.75e-09	+	GGTGCAATATTCAAGATGGCCACAAGATGGCAATA	Upstream_CTCF	40
chr17	44088287	44088437	id-42320	1.9e-06	-	TTTGCATCTGGAGTCTCTGCCAGAGGGTGGCGCAG	Upstream_CTCF	21
chr17	44121742	44121892	id-42321	4.23e-06	-	ATGAGGCTACAGCAACTTCCCAGCAGGAGGAAGAA	UpstreamP1_CTCF	40
chr17	44124457	44124607	id-42322	1	+	NA	NONE	10
chr17	44138946	44139096	id-42323	4.1e-06	-	AATGTAATCTAAGGAATAACCACTAGGGTGTGGTA	Upstream_CTCF	36
chr17	44264414	44264564	id-42324	4.01e-05	-	TGACTGTTTGTTAGCACCTCCACCAGAGGGTGTGA	V_CTCF_BR	40
chr17	44270786	44270936	id-42325	3.03e-05	-	GCGGCCCTTCGCCGCCGCAGCCGCAGCCGGCGGAG	Upstream_CTCF	39
chr17	44271575	44271725	id-42326	2.58e-05	-	AGTGAACTTCCTTTTGGTGGCGGCAGGAAGCATAA	Upstream_CTCF	20
chr17	44272446	44272596	id-42327	1.73e-05	+	ACAGTAGAAGGGTATTGGACCAACAGATGGCGAAC	V_CTCF_BR	40
chr17	44290378	44290528	id-42328	3.4e-06	-	GGTGGTGGTAATTTATCTGTCAGCAGGGGGAGCTG	V_CTCF_BR	40
chr17	44292534	44292684	id-42329	1	+	NA	NONE	1
chr17	44331297	44331447	id-42330	4.4e-10	+	CCACAGATCTTAGAGGCGGCCAGCAGAGGGCGCTG	V_CTCF_BR	40
chr17	44337402	44337552	id-42331	1.52e-07	-	TGCAGCCGCTGGGTCCCGGCCTGCAGGAGGCGCGG	V_CTCF_BR	26
chr17	44344675	44344825	id-42332	5.98e-05	-	TTGTACAGCCCGTCCCGATCCACCAGCAGGGTCAC	UpstreamP1_CTCF	20
chr17	44364137	44364287	id-42333	1.08e-08	-	CTGTAATGATTGTAAATGGGCACAAGAGGGCAGCA	UpstreamP1_CTCF	40
chr17	44848447	44848597	id-42334	1.64e-05	-	TGGAAGTGGGACGGGCCCCTCTGTAGGTGGCGCAG	V_CTCF_BR	11
chr17	44859707	44859857	id-42335	1.98e-08	-	GTCCAGTACTGCCCAGGAGCCAGCAGGTGGAGCAC	UpstreamP1_CTCF	40
chr17	44862029	44862179	id-42336	1	+	NA	NONE	1
chr17	44885020	44885170	id-42337	6.43e-06	-	ATGTGTTTTCCGTCATCAGCCTCTTGAGGGCAGAC	V_CTCF_BR	4
chr17	44888374	44888524	id-42338	1	+	NA	NONE	4
chr17	44899798	44899948	id-42339	2.19e-08	-	CGCCTTGCTATCAGCACTGCCGCCAGGGGGCGCGC	V_CTCF_BR	37
chr17	44913345	44913495	id-42340	1.23e-10	-	GCTGCTGTTCCTGGGAGCCCCAGCAGGTGGCACTA	Upstream_CTCF	40
chr17	44919279	44919429	id-42341	2.58e-10	+	CCGCCGCGAGCAGCGCTGACCGGCAGGGGGCGCTC	V_CTCF_BR	36
chr17	44920329	44920479	id-42342	5.61e-08	-	GTTGCAATACCACATGTCTCCAATAGGAGTCACTA	Upstream_CTCF	39
chr17	44928907	44929057	id-42343	2.15e-05	+	GCTTGAGCGGCGCGAGGAGATGCTAGAGGGCGCAG	V_CTCF_BR	15
chr17	44929576	44929726	id-42344	4.7e-06	-	CGCACGGTTCCTTCCTGCGTCTCCAGCTGGCGCTC	V_CTCF_BR	3
chr17	44952308	44952458	id-42345	3.28e-07	+	CTGCCACCACCGCCTCTGGCCCTCAGAGGGCGGCA	UpstreamP1_CTCF	3
chr17	44953910	44954060	id-42346	2.25e-08	-	TGGCAGTGGCAGGAGAAGGCCACCAGGCGGCTCTG	UpstreamP1_CTCF	36
chr17	45018293	45018443	id-42347	2.11e-06	-	TAAGAATTCACCCCCGCCTCCACTAGAGGGTGCTC	V_CTCF_BR	40
chr17	45019998	45020148	id-42348	2.11e-08	+	AAGCTGTCCTCAGGCCTTGCCCCTAGGGGGCGGCA	UpstreamP1_CTCF	40
chr17	45054070	45054220	id-42349	1	+	NA	NONE	15
chr17	45054825	45054975	id-42350	1.15e-06	+	GCTGCAAGGGAAGTTAGCACCTGCAGGAGGCGTGG	Upstream_CTCF	40
chr17	45056109	45056259	id-42351	7.73e-06	-	TGGCGCCCGACGAGCGCAGCCTGTGGGTGTCGCGG	V_CTCF_BR	2
chr17	45070719	45070869	id-42352	1	+	NA	NONE	1
chr17	45078602	45078752	id-42353	1.76e-09	-	TGTGCAATTTATCCAGTGGCCACTAGAGGACAGCA	Upstream_CTCF	40
chr17	45144849	45144999	id-42354	3e-06	+	CTGTTGGCGGCTAGGTCCCCCACCAGATGGCTCAT	UpstreamP1_CTCF	38
chr17	45212889	45213039	id-42355	1	+	NA	NONE	14
chr17	45213086	45213236	id-42356	1	+	NA	NONE	30
chr17	45213583	45213733	id-42357	1	+	NA	NONE	29
chr17	45213904	45214054	id-42358	1	+	NA	NONE	36
chr17	45214598	45214748	id-42359	9.62e-05	-	CTGCAGGGAACTGTTTCAGTCTGCAACGGGAACAT	UpstreamP1_CTCF	39
chr17	45221189	45221339	id-42360	1	+	NA	NONE	8
chr17	45234277	45234427	id-42361	1	+	NA	NONE	39
chr17	45235554	45235704	id-42362	1	+	NA	NONE	29
chr17	45258894	45259044	id-42363	1	+	NA	NONE	32
chr17	45266505	45266655	id-42364	1	+	NA	NONE	21
chr17	45307218	45307368	id-42365	3.47e-07	+	GCGCAATACCTACCTTCCACCACTAGATGACAAAC	UpstreamP1_CTCF	40
chr17	45323589	45323739	id-42366	1	+	NA	NONE	3
chr17	45331213	45331363	id-42367	8.59e-05	+	GACTGTGCTGGCGCTGGGGGCGCTGGCGGGCGTTG	V_CTCF_BR	40
chr17	45335193	45335343	id-42368	1	+	NA	NONE	1
chr17	45352767	45352917	id-42369	1.97e-06	+	GGCTGAGTCACTGGCCTGGCCAGCAGGTGGTTACC	V_CTCF_BR	13
chr17	45352948	45353098	id-42370	6.15e-05	+	AAGGCAACCTCCCTGGCCGCCTGGGGGGAGGGGCG	Upstream_CTCF	6
chr17	45356454	45356604	id-42371	2.78e-06	+	AAGAGCGTGTGTCACCCTCCCAGGAGAGGGAGGTA	V_CTCF_BR	4
chr17	45356967	45357117	id-42372	1.41e-06	-	CATGCATCTTCAGGCTCCATCAGCAGAGGGAGAGA	Upstream_CTCF	22
chr17	45364546	45364696	id-42373	1	+	NA	NONE	4
chr17	45371826	45371976	id-42374	1	+	NA	NONE	7
chr17	45382868	45383018	id-42375	1	+	NA	NONE	5
chr17	45393144	45393294	id-42376	4.34e-07	-	TTGTAATTGGTCCCAGTGGCCATTAGATGGCTCTG	UpstreamP1_CTCF	40
chr17	45396012	45396162	id-42377	1.48e-05	-	CTTCTGTGCACCTTGGTTTCCACCTGTTGGAACAG	UpstreamP1_CTCF	5
chr17	45401071	45401221	id-42378	1	+	NA	NONE	32
chr17	45401304	45401454	id-42379	4.11e-07	+	GAGCAGCGCCGCCCGAGGGGCGGCAGGGGCTGACC	UpstreamP1_CTCF	23
chr17	45439662	45439812	id-42380	2.78e-09	+	CTGTTATGCCTGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr17	45578088	45578238	id-42381	2.02e-06	+	GTGCGAATGCAGAAAACTTCCACTAGAGGGTACCA	UpstreamP1_CTCF	29
chr17	45693305	45693455	id-42382	1.64e-06	-	AGAGAACTGTTATTCTAGTCCACTAGATGGCACTC	Upstream_CTCF	39
chr17	45695912	45696062	id-42383	9.25e-06	-	CCAACTATTCTGATTCTCGCCACTAGTGGGAGAAA	V_CTCF_BR	40
chr17	45698926	45699076	id-42384	1.64e-05	+	GTTGCTTGTTTTCTTTTAGCCTGAGGGTGGCAGTG	V_CTCF_BR	26
chr17	45737673	45737823	id-42385	1.09e-07	-	GCAGCATTACCCACAATAGCCAAAAGGTGGATGCA	Upstream_CTCF	14
chr17	45741807	45741957	id-42386	3.22e-07	+	AGTGGTATTATCACTGTGAACACAAGGGGGCAGCA	Upstream_CTCF	40
chr17	45763523	45763673	id-42387	1.54e-05	-	GTGTATTTCCATGAACTAGCCTGCAGGCACCACTA	UpstreamP1_CTCF	10
chr17	45776297	45776447	id-42388	9.07e-12	+	GTTGCAATTCCTGTGCCTGCCAGCAGAGGGCGCCC	Upstream_CTCF	40
chr17	45791730	45791880	id-42389	2.43e-06	-	TGGGTTGGCTCTTAGAAGGCAACCAGGGGGCGCAG	V_CTCF_BR	22
chr17	45794893	45795043	id-42390	1.82e-07	-	TGGGCACACACAGAGGCCAGCACCAGGGGGCACTG	V_CTCF_BR	40
chr17	45798516	45798666	id-42391	6.51e-07	-	GGGGCAGAGACCTCACCAGCCACCGGGAGGCGGCA	Upstream_CTCF	17
chr17	45803225	45803375	id-42392	7.46e-06	-	CTGTGTCTGCGATTCAGCACCACTAGGGGCAGGAC	UpstreamP1_CTCF	37
chr17	45810432	45810582	id-42393	3.65e-07	+	AGAATTTGCCTAGTATTAGCCACGAGAGGGCGGGG	V_CTCF_BR	37
chr17	45820108	45820258	id-42394	1.87e-09	-	GGGTAGGGGCTTGGTGGGCCCACCAGGGGGCGCCC	V_CTCF_BR	38
chr17	45822494	45822644	id-42395	8.98e-06	-	CTGAATCACTGGATTCCGGCCGGATGGGGGCAATC	UpstreamP1_CTCF	9
chr17	45853368	45853518	id-42396	2.46e-06	+	CTGTATGAGCCTTCCCACACCAGTGGGAGGCAGTA	UpstreamP1_CTCF	29
chr17	45854072	45854222	id-42397	9.11e-08	+	AGTGAAATTCCTCAAGCATCCACAAGAGGGCTCCC	Upstream_CTCF	40
chr17	45859999	45860149	id-42398	2.19e-05	+	CTGCACTTCAGCCTGGACACCAGAGTGAGACGCTG	UpstreamP1_CTCF	2
chr17	45867504	45867654	id-42399	5.28e-05	-	CGTGCAGCGGGCCCAGTGGCCGCGGAGCGGAGCCC	Upstream_CTCF	40
chr17	45879872	45880022	id-42400	7.55e-07	-	GGTGAGATTCTCCAGGCATCCTCAAGAGGGCACCC	V_CTCF_BR	40
chr17	45899200	45899350	id-42401	4.88e-05	+	CAGCTCTGCCCCCCTGCTCCCCGGAGGACTCAGGG	UpstreamP1_CTCF	35
chr17	45908361	45908511	id-42402	2.11e-06	-	CCATGTTCATTCAGCATAGCCAGCAGGTGGCATGG	V_CTCF_BR	39
chr17	45908717	45908867	id-42403	8.21e-05	+	GACCTGGGCCACTCCTTACCCGCCTGGGGCAGGAG	V_CTCF_BR	2
chr17	45914769	45914919	id-42404	1	+	NA	NONE	1
chr17	45918657	45918807	id-42405	5.24e-09	+	CCTGCAGCTCCGCCGTTTTCCACCAGGGCGCGCGC	Upstream_CTCF	40
chr17	45920519	45920669	id-42406	7.16e-08	+	CCTGCAGTTTCCCGGCTTCCCACTGTGGGGCGGAA	Upstream_CTCF	40
chr17	45922314	45922464	id-42407	4.01e-05	-	CCTGTCTTTCTAGGCAGTCCCCCTAGAGGAAAAAT	Upstream_CTCF	40
chr17	45924808	45924958	id-42408	5.34e-06	+	TTCTTGGTGCCGGTGTGGGTCTGGAGGTGGCGCTG	V_CTCF_BR	27
chr17	45925299	45925449	id-42409	1.85e-07	+	CTGAAGCGCCCCCGGGTGGCCAGGTGAGGTCAGCG	UpstreamP1_CTCF	31
chr17	45928346	45928496	id-42410	7.82e-06	+	GAGCCAGACCCGGCGGCTGGCGGCAGGCGGCAGGC	UpstreamP1_CTCF	33
chr17	45945846	45945996	id-42411	1	+	NA	NONE	0
chr17	45967404	45967554	id-42412	8.62e-10	-	CCTCAGCCTTTGTGTGTCACCACCAGGGGGCGCCC	V_CTCF_BR	40
chr17	45971885	45972035	id-42413	2.1e-05	-	TTCTTCTTAACCTCAGCATCCACCAGAGGACACAC	UpstreamP1_CTCF	13
chr17	45973792	45973942	id-42414	3.18e-06	+	GCCAGCCGGGCGGAGGCACCCGGAAGGGGGCGTTC	V_CTCF_BR	25
chr17	45982911	45983061	id-42415	6.15e-05	-	AGAGACCTCTGAGCCCTGGCCACCAGGCTGCAGGC	Upstream_CTCF	9
chr17	45993978	45994128	id-42416	3.88e-06	+	GGCCAATGTGGTGAAGCTGACAGGTGGGGGCGGCA	V_CTCF_BR	0
chr17	46019104	46019254	id-42417	4.01e-05	+	GCAAGAGTTACCGCGGGGACCGAGAGGTGCCGCCG	V_CTCF_BR	23
chr17	46024349	46024499	id-42418	1.21e-06	-	GGAGTCACACCGGCTGCTACCCCTAGAGGGAGCTA	Upstream_CTCF	40
chr17	46026353	46026503	id-42419	4.21e-05	-	GGCACCCAACACCCTCCTGCCTGCAGGGGGCCACA	V_CTCF_BR	15
chr17	46026713	46026863	id-42420	2.18e-07	+	CACCTTGTAGGCAGTACGTCCAGTAGGGGGAGCCC	V_CTCF_BR	40
chr17	46031426	46031576	id-42421	5.37e-06	+	TTGAACTTCCCAGTGGTGACCAGCAGGGCTAAAGT	UpstreamP1_CTCF	31
chr17	46048135	46048285	id-42422	2.46e-06	-	CTGCAGCGGCCGTGGGATTGCGACAGGCGGCGCTC	UpstreamP1_CTCF	40
chr17	46048705	46048855	id-42423	1.31e-05	+	CAGACCAGCAAGCTGCTCGGTAGGAGGGGGCGCCA	V_CTCF_BR	11
chr17	46052723	46052873	id-42424	1	+	NA	NONE	14
chr17	46055826	46055976	id-42425	3.8e-08	+	AGACGTAGTGGTGTCTGAGCCACTAGAGGGCGGTG	V_CTCF_BR	40
chr17	46064594	46064744	id-42426	1.24e-05	-	AGAACGGCTTGCTCAAAGCCCAGCAGATGGTGGTA	V_CTCF_BR	11
chr17	46077150	46077300	id-42427	4.11e-07	-	GTGCCACTACCTGCCGAGGCCACCAGAAGGCCTTG	UpstreamP1_CTCF	19
chr17	46080846	46080996	id-42428	1.03e-05	+	CTGCAGTTACCAGGCCTCGCCGCCTGCCGGGCTGC	UpstreamP1_CTCF	8
chr17	46088771	46088921	id-42429	2.18e-07	+	AAGGCAGTTCCTATCACAGCCAGCTGATGTCACCA	Upstream_CTCF	40
chr17	46089595	46089745	id-42430	1.17e-05	-	CTTTGCACAGGGCTGCTGGGAGCCAGGGGGCGCGG	V_CTCF_BR	16
chr17	46095821	46095971	id-42431	3.56e-06	-	GTAGCTCTCACAGGTTTGCCCAGAAGATGGTGCTG	Upstream_CTCF	40
chr17	46100829	46100979	id-42432	2.37e-05	+	CCTGCCAGCCAATAGCCGGAAGGCAGGGGGCGTGC	Upstream_CTCF	23
chr17	46101296	46101446	id-42433	6.82e-05	+	GGCAGTCTGGAGGAAGCCGGTGCCAGCGGGCAGGA	V_CTCF_BR	34
chr17	46101987	46102137	id-42434	5.37e-06	-	CTCCACCACCCTTAAGCGACCGCAAGGAGGGACGG	UpstreamP1_CTCF	19
chr17	46102546	46102696	id-42435	4.31e-07	+	AGCGCGTTTCCTGCCGGTCCCTGCAGGTGGCACCA	V_CTCF_BR	40
chr17	46103283	46103433	id-42436	1	+	NA	NONE	4
chr17	46103884	46104034	id-42437	1.67e-07	+	GCGCCCCTGCAACCACCGGTCACTAGGTGGCAGCA	V_CTCF_BR	40
chr17	46105441	46105591	id-42438	1	+	NA	NONE	2
chr17	46114424	46114574	id-42439	5.55e-07	+	GCAGATGTTCCACTGCAGGCCCCGAGTGGGCGCTG	Upstream_CTCF	38
chr17	46129436	46129586	id-42440	3.56e-05	+	TTTGGATAGTTATTCTTGGCCAGGAGAGGGCCAAG	Upstream_CTCF	32
chr17	46142135	46142285	id-42441	5.28e-05	-	TGGTCAGTGCCTACAGGATGAGGTAGGTGGCGGAC	Upstream_CTCF	10
chr17	46144287	46144437	id-42442	2.91e-05	+	CCTGTAATCCCACACCAAAACACTAGGATGCCTCT	Upstream_CTCF	25
chr17	46146063	46146213	id-42443	7.44e-06	+	GCTGTGCTACTGTCAACCACCACCAGGGCACACAC	Upstream_CTCF	40
chr17	46151811	46151961	id-42444	4.99e-07	-	TCTACAATTACAGGATCAGCCAGCAGGGGTCAGCA	Upstream_CTCF	39
chr17	46157682	46157832	id-42445	1.83e-05	+	TTATGATTACCAATTTTTGTCAGTAGATGGCACTG	V_CTCF_BR	40
chr17	46175004	46175154	id-42446	2.27e-06	-	AGCATTTATACTTTGATGACCAGAAGGGGGCAACC	V_CTCF_BR	40
chr17	46185102	46185252	id-42447	1	+	NA	NONE	23
chr17	46188616	46188766	id-42448	4.41e-06	+	CTTGGTTGTCTCTAAACAGCCGGGAGGGGGTGCTG	V_CTCF_BR	3
chr17	46208694	46208844	id-42449	3.09e-07	-	AGTGCTAAAGGAGAAGGAACCACTAGGTGGCAGCA	V_CTCF_BR	40
chr17	46212596	46212746	id-42450	2.6e-06	+	AGACTGCTCCTATTTCAGGCCAGAAGATGGAGCTA	V_CTCF_BR	36
chr17	46221088	46221238	id-42451	8.91e-07	+	GATGCTGTCATCTGCATCACCTGCAGGGGACAGTA	Upstream_CTCF	9
chr17	46226882	46227032	id-42452	3.63e-05	-	GTGGATCTGGCTGTGACACCCCCTAGAGGGATCCA	V_CTCF_BR	3
chr17	46231141	46231291	id-42453	6.43e-06	+	CTGAGGAAGTCCTAAATGGACACTAGATGTCACCA	V_CTCF_BR	38
chr17	46241296	46241446	id-42454	3.4e-06	+	TTGTCTGTGTGTGCAGTAGACAACAGAGGGCAGCA	V_CTCF_BR	25
chr17	46258329	46258479	id-42455	5.92e-05	-	GCTGACTGCACTCACCCATCCTGCAGAGGGCCCTC	V_CTCF_BR	12
chr17	46259125	46259275	id-42456	5.77e-08	+	TGCTTTGCCTACAGGCTGGCCAGCAGAGGGTACTC	V_CTCF_BR	39
chr17	46264350	46264500	id-42457	1	+	NA	NONE	6
chr17	46293061	46293211	id-42458	1.27e-06	+	CTGCAGTTCAGATAATTCTCCACAGGGAAGCAGTA	UpstreamP1_CTCF	40
chr17	46306206	46306356	id-42459	1.15e-07	-	CCAGCTCTTACCCCACCTGCCTGTAGAGGGCCCTG	Upstream_CTCF	20
chr17	46321721	46321871	id-42460	1.54e-05	+	GTTCTATCCTATTGAAACGCCAGCAGATGGGGTCA	UpstreamP1_CTCF	10
chr17	46337175	46337325	id-42461	4.3e-06	+	CATGTAAATTTCCAAACTGCAAGTAGGTGGCAGTG	Upstream_CTCF	40
chr17	46338763	46338913	id-42462	1.21e-06	+	GTGAACTGGCATCCTGGAAGCAGTAGGGGGCGTTT	UpstreamP1_CTCF	40
chr17	46340482	46340632	id-42463	2.6e-06	+	GAGAGCTTGTCATTAACTACCAGCAGGTGGTGGTA	V_CTCF_BR	39
chr17	46360906	46361056	id-42464	2.27e-05	+	TCTAACTATAATCTAGCAGCAGGCAGGGGGCAGGA	V_CTCF_BR	5
chr17	46371424	46371574	id-42465	1	+	NA	NONE	5
chr17	46385291	46385441	id-42466	1.51e-08	+	CTGCTGGGTCGTCTTCCAGCCACAAGGTGGCTCCC	UpstreamP1_CTCF	40
chr17	46399536	46399686	id-42467	2.43e-06	+	ACATAAATCTATTTATAAGCCACCAGAGGGCAGGG	V_CTCF_BR	33
chr17	46413368	46413518	id-42468	1.09e-07	+	AAAGTAGTATTTCCTTTTACCACGAGAGGGAGCTA	Upstream_CTCF	38
chr17	46415188	46415338	id-42469	7.73e-06	+	GGAATGCATGCAGTGTAAGCCAGGAGAGGTCACTC	V_CTCF_BR	1
chr17	46419254	46419404	id-42470	1	+	NA	NONE	10
chr17	46426113	46426263	id-42471	1.69e-05	-	AGGAACTGTCTCATGTTTGACACCAGGGGTGGCTG	UpstreamP1_CTCF	4
chr17	46429301	46429451	id-42472	3.12e-08	+	ATGCAGTTTTTAATTTTGACCAGTAGGGTGAGCTG	UpstreamP1_CTCF	39
chr17	46441385	46441535	id-42473	1	+	NA	NONE	0
chr17	46452126	46452276	id-42474	1.28e-06	-	ATGCCTCCACTGGGGACTTCCACCAGATGGTGCTG	V_CTCF_BR	40
chr17	46534724	46534874	id-42475	1.41e-09	-	GCTGCAGGTCTTCCTCTGTCCTGTAGGTGGCGCCT	Upstream_CTCF	40
chr17	46548125	46548275	id-42476	2.53e-05	-	GTTATAATTGTAATTCTTGCCACAGGGTGGCTCTG	V_CTCF_BR	26
chr17	46549150	46549300	id-42477	5.67e-06	+	GCTGGATTATGTTCCTAATCCGGCAGGGGTCGCAA	Upstream_CTCF	9
chr17	46555947	46556097	id-42478	6.49e-06	+	GTGCTATGACAGCCACTTCCCAGTAGGGCTAATGG	UpstreamP1_CTCF	21
chr17	46564095	46564245	id-42479	6.37e-07	+	GTGCTGGGCTGCCTTCTTGACTCCAGGAGGCATGC	UpstreamP1_CTCF	29
chr17	46569970	46570120	id-42480	2.19e-05	+	GCCGCGGGCGCAGAGGCCGCCGCTAGGGTGCAGCT	Upstream_CTCF	39
chr17	46578591	46578741	id-42481	5.92e-05	+	CTTGTCTCCAACTATCTGTCCTCAAGGGGTCAGAT	V_CTCF_BR	22
chr17	46579804	46579954	id-42482	7.55e-07	+	GGGAGAGTGAACAGTTTGGCCAGAAGGTGGCTGGG	V_CTCF_BR	4
chr17	46583728	46583878	id-42483	2.6e-06	-	ACAATATTGTTTTCATGGGCCACCAGGAGGCAGAG	V_CTCF_BR	30
chr17	46600453	46600603	id-42484	5.34e-06	+	GGGGAAAAAATCTGGTACAACTGCAGGGGGCGCCA	V_CTCF_BR	33
chr17	46620797	46620947	id-42485	4.17e-05	+	TCGGCAGGGTCGCAGATGTCCTCCAGGGCTCCCGG	Upstream_CTCF	24
chr17	46627823	46627973	id-42486	1.87e-09	+	GAGGCCATAGAGGGAGGGGCCGGCAGGGGGCGGCA	V_CTCF_BR	24
chr17	46629945	46630095	id-42487	4.65e-06	+	CTGCGAGGCGAGAGAAGAGACACAAGGGGGAGAAG	UpstreamP1_CTCF	8
chr17	46637119	46637269	id-42488	8.13e-06	+	GCTGTACTTTTTCCCCACCCCACGTGTGGGGGCGC	Upstream_CTCF	11
chr17	46639652	46639802	id-42489	1.95e-07	+	CAAGCATTCCCCCAGATGGCCAGCAGGGTCCACAG	Upstream_CTCF	39
chr17	46647150	46647300	id-42490	1	+	NA	NONE	13
chr17	46651168	46651318	id-42491	1	+	NA	NONE	0
chr17	46656017	46656167	id-42492	1	+	NA	NONE	7
chr17	46662828	46662978	id-42493	1.27e-06	-	CTGTAACATCCCGGAGCTGCCAGTAGAGTCCGCCT	UpstreamP1_CTCF	40
chr17	46663846	46663996	id-42494	1	+	NA	NONE	0
chr17	46671332	46671482	id-42495	3.06e-08	-	CCCGCGCTCCCGTCGGTCGCCGGGAGGTGGCGCGC	V_CTCF_BR	39
chr17	46674110	46674260	id-42496	1.1e-05	-	CTAGGAGACTAGGAGGGAATCTGGAGGGGGCGCTG	V_CTCF_BR	1
chr17	46680046	46680196	id-42497	5.96e-07	+	GCCGCGTGTCTCCGAACGGACGGTAGATGGCAGCA	V_CTCF_BR	40
chr17	46681582	46681732	id-42498	2.6e-06	-	GAGATATGGGTGGCTGCTTCCTGGAGGGGGAGCCA	V_CTCF_BR	12
chr17	46690332	46690482	id-42499	5.41e-07	+	AAGCTATTACGAGATACTACCACTAGCGGGGACTG	UpstreamP1_CTCF	36
chr17	46690662	46690812	id-42500	1	+	NA	NONE	15
chr17	46692555	46692705	id-42501	1	+	NA	NONE	0
chr17	46696037	46696187	id-42502	5.77e-08	-	GCGCCTTTTCGCAGAGCAGCCGCTAGATGGCACCC	V_CTCF_BR	38
chr17	46711216	46711366	id-42503	1	+	NA	NONE	17
chr17	46713921	46714071	id-42504	2.5e-05	+	AGGCCGAGACAGAGACCAACCTCTAGGCGGCGCCC	UpstreamP1_CTCF	40
chr17	46719797	46719947	id-42505	2.6e-06	-	CCTCTTGCGGACAGCCCAGCCGCGGGTTGGCGCCG	V_CTCF_BR	7
chr17	46740615	46740765	id-42506	1.13e-05	+	CGCTTCCTCACCGGAGCAACCACCAGATGGCCCTG	UpstreamP1_CTCF	34
chr17	46741032	46741182	id-42507	1	+	NA	NONE	6
chr17	46749100	46749250	id-42508	1.48e-06	+	CCCGCCTTACCGTGGACAGACACTAGAGGGTGCTC	V_CTCF_BR	40
chr17	46755893	46756043	id-42509	4.23e-08	+	GCCGCCTTCCCTCGGGCGGCCGGCAGGGGTCAGTG	V_CTCF_BR	40
chr17	46801984	46802134	id-42510	8.34e-07	+	CTGGAGTGGTGAGCCTCTGTCGGAAGGGGGCGCCC	UpstreamP1_CTCF	40
chr17	46844864	46845014	id-42511	7.54e-08	+	CTGCAGTGTGAGCTACTGGTCACAAGGGGCCAGGT	UpstreamP1_CTCF	22
chr17	46868496	46868646	id-42512	1.04e-05	-	TCTCTTAGCTGAGAAGTGGCCACCAGAGGGGGGTA	V_CTCF_BR	40
chr17	46882325	46882475	id-42513	1.32e-08	+	CCGCAGTTACAGAGATCCACCTGCAGGGGGACCCC	UpstreamP1_CTCF	40
chr17	46891894	46892044	id-42514	6.39e-08	+	CGAAAATGTCCTACATTGGCCACCAGGGGGAGGGA	V_CTCF_BR	40
chr17	46908379	46908529	id-42515	2.72e-05	+	TTGCTGTCCCTGGTGAGTGCCTCAAGTGGAAAGGG	UpstreamP1_CTCF	21
chr17	46937544	46937694	id-42516	4.88e-05	-	AAGACAATACCAAGAATGGCCACCAGGAACTGGCT	Upstream_CTCF	38
chr17	46955631	46955781	id-42517	1.28e-06	-	GAATGGAACCCAATACTCCCCACCAGAGGGCTCAG	V_CTCF_BR	40
chr17	46956422	46956572	id-42518	6.27e-08	-	CTGCACTTTCCTGTAGCAATCTCTAGAGGGCAGTC	UpstreamP1_CTCF	40
chr17	46962135	46962285	id-42519	2.2e-09	-	GAAGCAATTTCACATTTGTCCAGCAGAGGGAGCTC	Upstream_CTCF	40
chr17	46969541	46969691	id-42520	1	+	NA	NONE	21
chr17	46985723	46985873	id-42521	2.66e-05	+	TGGCCCGGTTCTCGGTGGTGCGGGAGCGGGCGGGA	V_CTCF_BR	23
chr17	47031709	47031859	id-42522	1.83e-05	+	CGACGGTTCCTCAGCCTGTAGAGAAGGGGGCGCTG	V_CTCF_BR	40
chr17	47048790	47048940	id-42523	8.5e-06	-	CCTGCCCTGCTCTTCCCTGCCTACAGGGTCCAGGA	Upstream_CTCF	5
chr17	47051290	47051440	id-42524	6.98e-07	-	CAGGACTCGGATACCAGGGGCAGGAGGGGGCGCAA	V_CTCF_BR	0
chr17	47076554	47076704	id-42525	1	+	NA	NONE	21
chr17	47090395	47090545	id-42526	1	+	NA	NONE	8
chr17	47091672	47091822	id-42527	8.89e-06	+	TGCGCTTTCCCCTGCTCCACCGCGAGGGGCCGTGT	Upstream_CTCF	29
chr17	47091962	47092112	id-42528	2.04e-05	+	CACCGCAGGTCATGGTTGGCAGCTAGGGGGAGACG	V_CTCF_BR	34
chr17	47109629	47109779	id-42529	1.22e-07	-	CCGAAGTTCCCCCTCATTATCACTAGATGGCGCCA	UpstreamP1_CTCF	40
chr17	47110034	47110184	id-42530	4.01e-05	-	TAAAGCCAAACCCTAGTGGCCACAAGGGGCAGTAG	V_CTCF_BR	40
chr17	47113196	47113346	id-42531	9.67e-08	-	AGTGCAGTCCCGGGCCCTCCCACAAGGAGGTCCGG	Upstream_CTCF	22
chr17	47113492	47113642	id-42532	5.52e-10	-	GCTGTAATACCACACACCACCAGCAGATGCCGCAG	Upstream_CTCF	40
chr17	47128758	47128908	id-42533	1.9e-06	-	TAGGATATTCCAGCAGCCGCCAGCAGCTGGGGCTC	Upstream_CTCF	3
chr17	47257767	47257917	id-42534	4.23e-08	+	AGCCAAATAATTGCATGGGCCTCCAGGGGGCGCTC	V_CTCF_BR	40
chr17	47263087	47263237	id-42535	3.8e-07	+	GAGGCTGTACCCTGCAAAGCCACAGGGGGGTGCTG	Upstream_CTCF	9
chr17	47269343	47269493	id-42536	7.15e-05	+	GGACTCGCACCGACGCAGTCAGGCTGGGGGCGCAA	V_CTCF_BR	39
chr17	47297087	47297237	id-42537	7.55e-07	-	GAAGGAGGAAGGCTTCTGGCCAGCAGGGGTCGGGT	V_CTCF_BR	36
chr17	47300920	47301070	id-42538	8.53e-09	+	GGTGCGCTACCTCGTACCACCACCAGGAGGCGATT	Upstream_CTCF	40
chr17	47301213	47301363	id-42539	3.56e-06	+	GGAGATGTTCCTTCTCTCACCTGCCGGGGGGGCCC	Upstream_CTCF	1
chr17	47304894	47305044	id-42540	2.19e-08	-	TACAGTGTCACCATTGTCACCACCAGAGGGCAGCA	V_CTCF_BR	40
chr17	47329861	47330011	id-42541	3.8e-07	-	AGTGCAATTGTAAATCTCACCAGAAGGTGACAGTT	Upstream_CTCF	14
chr17	47331557	47331707	id-42542	1	+	NA	NONE	12
chr17	47346468	47346618	id-42543	2.29e-05	+	TTTCAGTTCCACATTTCTGACTCCAGGGGAGCATC	UpstreamP1_CTCF	12
chr17	47354187	47354337	id-42544	4.65e-05	-	TCATGTCCTTACCTAACAGAGGCCAGGTGGCAGCA	V_CTCF_BR	10
chr17	47368198	47368348	id-42545	1.12e-08	-	TCAGCAGTTCTGGCTTTGTCCACAAGGGAGCAATA	Upstream_CTCF	40
chr17	47392947	47393097	id-42546	1	+	NA	NONE	40
chr17	47441598	47441748	id-42547	1.83e-05	+	TGCAGCAAGAAGACCCACACCAGATGAGGGCGCCT	V_CTCF_BR	11
chr17	47443169	47443319	id-42548	2.8e-05	+	AATGTTACCACTTGACAGACCACAAGAGGGCTGGT	Upstream_CTCF	39
chr17	47445874	47446024	id-42549	1.55e-07	-	GCTGCAATACCCGCTGTCAGGACATGGGGGCAGTA	Upstream_CTCF	40
chr17	47472489	47472639	id-42550	1.23e-08	-	AGGCCGTGGCCCCTCTTCTCCACCAGATGGCAGCA	UpstreamP1_CTCF	40
chr17	47485459	47485609	id-42551	1.87e-09	+	GCTGCAGCCTGGCCTCTTGCCAGCAGAGGGAGCCC	V_CTCF_BR	40
chr17	47512542	47512692	id-42552	1.22e-07	+	AAAGTAATGCTCCTTTTGTCCGCTAGGAGGAGCCA	Upstream_CTCF	40
chr17	47516410	47516560	id-42553	9.51e-07	+	AGCTGCGCAGAACAGCTGTCCGGCTGAGGGCGCTG	V_CTCF_BR	9
chr17	47525054	47525204	id-42554	2.55e-06	+	GGAGCAGTATGGATTTTGGCAGCCAGGAGGTGCTG	Upstream_CTCF	26
chr17	47536852	47537002	id-42555	1.93e-05	-	GCGAAGGTTGGTCCCCCTACCGCCAGGGGCCTCTT	V_CTCF_BR	13
chr17	47548830	47548980	id-42556	1.41e-06	-	TTGCAGTGTCTGGCTGAGAGCTGCTGGCGGCAGTG	UpstreamP1_CTCF	1
chr17	47561562	47561712	id-42557	6.39e-08	+	AGCCAGGAGCCAGGGCCTGCCTGCAGGGGGCTGTG	V_CTCF_BR	1
chr17	47564715	47564865	id-42558	6.18e-07	-	GGGGCACCTCCTGAAGGAGCCAGCAGGGGAAGTGC	Upstream_CTCF	10
chr17	47567330	47567480	id-42559	1	+	NA	NONE	1
chr17	47572615	47572765	id-42560	2.23e-06	+	GAGCCGCGGCCAGCTCCGGCGGGCAGGGGGGGCGC	UpstreamP1_CTCF	21
chr17	47573863	47574013	id-42561	1.99e-07	+	CTACGCAGGCGGGAGGCGGCAGGCAGGGGGCGCTG	V_CTCF_BR	40
chr17	47575491	47575641	id-42562	6.82e-05	-	GACTCCTTCCATGATCTAGAAGGTAGGGGGCGGGA	V_CTCF_BR	32
chr17	47589246	47589396	id-42563	2.43e-06	+	GCCAGTGAACCAGACGCCCCCACCAGAGGGAGAAA	V_CTCF_BR	1
chr17	47590085	47590235	id-42564	6.18e-07	-	CCAGCTCGCCCGCCAGGTGCCGCCAGGTGTCCCCC	Upstream_CTCF	2
chr17	47591743	47591893	id-42565	3.91e-06	+	TGTTTTTTCCTGAGCTTGGCCAGAAGGGGGCCATG	Upstream_CTCF	40
chr17	47592917	47593067	id-42566	8.13e-06	-	GGAGGACTTGGCCAAACAACCAGCAGGGGCTGAGG	Upstream_CTCF	31
chr17	47593695	47593845	id-42567	1	+	NA	NONE	9
chr17	47625967	47626117	id-42568	2.89e-09	-	CAAGGGCAGGAGCCACTGGCCAGAAGGGGGCAGTC	V_CTCF_BR	40
chr17	47633795	47633945	id-42569	5.01e-09	-	AGGCGGCCTCCGCCTCTGGCCAACAGAGGGCGCTG	V_CTCF_BR	40
chr17	47634895	47635045	id-42570	8.21e-06	+	GGGACATTTGAGTGGAGCTCCAATAGAGGGCACTG	V_CTCF_BR	40
chr17	47643272	47643422	id-42571	1.77e-05	-	TCTCTAGTCCAGCACCTGACACCCAGGGGGAGCTC	Upstream_CTCF	5
chr17	47645317	47645467	id-42572	5.26e-07	+	GCGGTTATCCCTCCCGCCACCGCCAGGCGTCACCA	Upstream_CTCF	40
chr17	47645774	47645924	id-42573	1	+	NA	NONE	25
chr17	47647511	47647661	id-42574	1.43e-05	-	GCTGCGGTCCACGCCAGCTCCGCAGGGGGCGATGA	Upstream_CTCF	40
chr17	47653078	47653228	id-42575	3.83e-09	+	TCCGCGCGGCTGGGGGCGTCCGCCAGGGGGCGCGC	V_CTCF_BR	39
chr17	47663128	47663278	id-42576	1.38e-07	-	CTGCTCCTACCCGGAGTGTCCTGCAGGGGCAGGGT	UpstreamP1_CTCF	36
chr17	47675384	47675534	id-42577	1	+	NA	NONE	1
chr17	47681227	47681377	id-42578	5.98e-05	+	GTGTACTTACAGTAGGTTACCAGTAGGTTTTCTGG	UpstreamP1_CTCF	28
chr17	47693560	47693710	id-42579	6.19e-06	-	ATTCTGGTGCTCCCAGAGGCCACAAGAGGGACTCC	UpstreamP1_CTCF	38
chr17	47754991	47755141	id-42580	5.65e-05	+	GGAAATGATGGGGGGGCTGAAGGCAGGGGGCGCGT	V_CTCF_BR	26
chr17	47772913	47773063	id-42581	1.67e-08	-	GGTGCAAGCCCAGGCTTAGTCAGCAGGGGGCACCA	Upstream_CTCF	40
chr17	47781347	47781497	id-42582	9.38e-09	-	CTGCTGTTCTTCCCATGTATCACCAGAGGGCAGGC	UpstreamP1_CTCF	40
chr17	47784715	47784865	id-42583	1.18e-05	+	TTGCAAGCATCTGGGAGTACCAAAAGGGGGCCGAC	UpstreamP1_CTCF	31
chr17	47785192	47785342	id-42584	8.59e-05	-	CGCCGGTCGGCGATGTCCGGCTGGAGCTGTCGCCT	V_CTCF_BR	28
chr17	47785701	47785851	id-42585	1	+	NA	NONE	40
chr17	47840730	47840880	id-42586	1	+	NA	NONE	22
chr17	47857169	47857319	id-42587	1.28e-06	-	TATTATGTGCCTAGCCTTGCCAGCAGATGTCACTA	V_CTCF_BR	39
chr17	47919036	47919186	id-42588	4.03e-06	+	CTGTGGCAGTAGGAATGTGCTGGTAGGGGGCAGTG	UpstreamP1_CTCF	34
chr17	47921233	47921383	id-42589	3.88e-06	-	TGGGGTCAGGTACTCCAGTCCAGTAGGGGTCGCTC	V_CTCF_BR	40
chr17	47925635	47925785	id-42590	6.23e-05	-	CTGCCCCACTGTGCACCTGCCACCAGGGAAACAGC	UpstreamP1_CTCF	3
chr17	47929229	47929379	id-42591	2.43e-06	-	ACGAGGTGGTCAGAAGTTTCCACGTGGGGGCGCTG	V_CTCF_BR	40
chr17	47937621	47937771	id-42592	1.04e-07	+	AGCTTGAACTAGGGTGGTGCCGCCAGAGGGCAGTG	V_CTCF_BR	24
chr17	47938581	47938731	id-42593	8.84e-10	+	CTGTTATTGCTACTTGTAGCCACCAGATGGCACCA	UpstreamP1_CTCF	40
chr17	47953268	47953418	id-42594	1	+	NA	NONE	2
chr17	47957979	47958129	id-42595	1.28e-08	+	GCTGCAGTTCCCGCGCAGGCCTCTGGGTGCTGCTC	Upstream_CTCF	40
chr17	47976616	47976766	id-42596	4.68e-07	+	TCTCCTCCCTGGAGAATTACCACCAGATGGCAACC	V_CTCF_BR	37
chr17	47979457	47979607	id-42597	5.92e-05	+	TGGTCACGTCCCCGCCCCACCGACGGAGGTAGGCG	Upstream_CTCF	5
chr17	48029950	48030100	id-42598	1.74e-07	+	TCTGCTGGGGCAGGCTCTGCCCATAGGGGGCGCGC	Upstream_CTCF	40
chr17	48045938	48046088	id-42599	1.63e-05	+	CGTGCCAGGCCCAGGGCGCCCCGCGGGGGCGTGCG	Upstream_CTCF	3
chr17	48050518	48050668	id-42600	4.14e-05	+	ACGCAGTACCTGGCGCTGCCCGAGAGGGCCCAGCT	UpstreamP1_CTCF	4
chr17	48055504	48055654	id-42601	1.48e-06	+	CTTCCCAGGCCTCATTTGGCCAGGAGGAGGCAGGA	V_CTCF_BR	15
chr17	48072015	48072165	id-42602	4.41e-06	+	CCCGATACGCCCCGTATTGCCGGTAGGAGGCTCCG	V_CTCF_BR	21
chr17	48074044	48074194	id-42603	9.14e-09	-	GCTGCAGAGCTCGAAGGAACCACGAGGTGGCGCGC	Upstream_CTCF	40
chr17	48075700	48075850	id-42604	5.53e-08	-	AGGCTCTTTCTTACAATCACCACTAGATGGCGCCA	UpstreamP1_CTCF	40
chr17	48104294	48104444	id-42605	7.94e-11	+	GCTGCAGTTAGCGCAGTCGCCACCAGGTGGCAAGC	Upstream_CTCF	40
chr17	48104658	48104808	id-42606	3.4e-06	-	TGGCTCCGCGGCAGAACGGAGGGCAGGGGGCGCTA	V_CTCF_BR	20
chr17	48113041	48113191	id-42607	1.41e-06	+	CTGTAGTGCACAGCTGAGGCCTGGAGAGGCTCCAC	UpstreamP1_CTCF	18
chr17	48128131	48128281	id-42608	2.8e-05	-	CGTGTGTTACTTTCTAATAACCCTAGGAGGCGTAG	Upstream_CTCF	20
chr17	48132902	48133052	id-42609	2.2e-06	-	TCCGCAGCGCTGTGAGTCCCCAAGAGGTGGCTGGC	Upstream_CTCF	15
chr17	48133373	48133523	id-42610	3.97e-05	-	TGGCAAGCGCACCGGTCGACCGCAAGGAGGACAGG	UpstreamP1_CTCF	17
chr17	48133901	48134051	id-42611	2.43e-06	-	GCTGCTGCCGCTCTGTCTGCCGATGGAGGGCGACC	Upstream_CTCF	35
chr17	48149677	48149827	id-42612	4.14e-05	-	GCACAGTGGCATGCAAGCTCCTCCAGGAGGCCCAC	UpstreamP1_CTCF	2
chr17	48153696	48153846	id-42613	1	+	NA	NONE	0
chr17	48157134	48157284	id-42614	2.41e-08	+	GAGCTGCTCAGAGCTTTGGCCGGCAGGAGGCGGTG	UpstreamP1_CTCF	40
chr17	48164922	48165072	id-42615	2.06e-10	-	CCTGCTGTTTGTCCTGCTGCCAGTAGGGGGCAGCC	Upstream_CTCF	40
chr17	48171249	48171399	id-42616	6.75e-05	+	CTGCACTCCAGCTTGGACGACAGAGGGAGACTCAA	UpstreamP1_CTCF	17
chr17	48171736	48171886	id-42617	3.09e-07	+	TGGGAGATACCACATTCGGCCACAAGAGGGCGCGT	V_CTCF_BR	40
chr17	48180568	48180718	id-42618	9.31e-05	+	TGTGCAGAGCTCTGGGTAGGGAGGGGTGGGCGGTG	Upstream_CTCF	2
chr17	48189664	48189814	id-42619	1.55e-07	+	TTGCTGCAGCGCCCACTGGCCTCTTGGGGGAGCAG	UpstreamP1_CTCF	26
chr17	48190150	48190300	id-42620	1.72e-06	-	GGTGCACAGGCGCTGGCACCCGGCAGGGGCAGCCA	Upstream_CTCF	3
chr17	48192363	48192513	id-42621	2.43e-06	+	CGCATTTGGGGCTTTGTAAACTGTAGAGGGCGCTC	V_CTCF_BR	40
chr17	48194669	48194819	id-42622	4.28e-10	+	CTGCTGCGCCCGGGAGCGACCAGCAGGAGGTGCGG	UpstreamP1_CTCF	37
chr17	48211619	48211769	id-42623	2.04e-05	+	CAGTCAAAACATTGGAAAACCAGTAGGGGGTGGGG	V_CTCF_BR	30
chr17	48217344	48217494	id-42624	7.94e-11	+	ACTGTAATGCTTCATCTAGCCACCAGGGGGCGACC	Upstream_CTCF	40
chr17	48223632	48223782	id-42625	5.89e-08	+	CTGCAGTGACAGGTTGGCACCACTTGGAGCCAGGC	UpstreamP1_CTCF	32
chr17	48226097	48226247	id-42626	2.4e-05	-	CCTCACCCGGACATTCCTTCCTCCAGAGGCTGCCA	V_CTCF_BR	36
chr17	48227336	48227486	id-42627	1	+	NA	NONE	8
chr17	48228415	48228565	id-42628	3.22e-07	+	GCTGCCCTTCTCGCAGCCGCCGCTGGGGGACTGGC	Upstream_CTCF	40
chr17	48238942	48239092	id-42629	1.15e-07	-	CTGCGACCTGGCCAGTCCGCCACGAGAGGGCGCGT	V_CTCF_BR	36
chr17	48243801	48243951	id-42630	1	+	NA	NONE	1
chr17	48246760	48246910	id-42631	8.76e-09	+	CTGAAGTTCTACCTTTCCCCCACAAGAGGGCAACA	UpstreamP1_CTCF	40
chr17	48254330	48254480	id-42632	3.31e-06	-	CTGTGTTCTCTCGGAGTTGCCACTAGGGGAGGGCC	UpstreamP1_CTCF	31
chr17	48255854	48256004	id-42633	1.21e-06	-	CAGCAGGGGGCTGAGGCCGGCCCTAGGTGGCGACT	UpstreamP1_CTCF	40
chr17	48259208	48259358	id-42634	2.37e-05	+	CCTGCATTGCAACACCTGGCCTCTAGTCTGGAGAG	Upstream_CTCF	18
chr17	48261498	48261648	id-42635	4.65e-05	+	AGTCTTTTGCTTCCTCCCACCCCTAGGGGGAAAAA	V_CTCF_BR	31
chr17	48270210	48270360	id-42636	1.63e-05	-	CCGGCACTTTCTCCTCCCTGCAGGAGGGGTGCTAG	Upstream_CTCF	1
chr17	48272622	48272772	id-42637	2.58e-07	+	CCAGCAATACCAGGAGCACCCTGTGGGAGGCAGAC	Upstream_CTCF	39
chr17	48275706	48275856	id-42638	1.67e-07	-	TGCCTGGCCCCATGGTGAGCCAGCAGGGGGAGCAT	V_CTCF_BR	40
chr17	48278063	48278213	id-42639	1	+	NA	NONE	17
chr17	48280668	48280818	id-42640	8.71e-06	+	GATGAGCGGTGCGGGTGGGGCAGCAGAGGGAGACT	V_CTCF_BR	10
chr17	48290492	48290642	id-42641	1	+	NA	NONE	24
chr17	48291812	48291962	id-42642	1	+	NA	NONE	0
chr17	48341524	48341674	id-42643	1.61e-05	+	TGGCAGCACCCCCTTCCTACCCACAGGGCCCGCTG	UpstreamP1_CTCF	8
chr17	48344111	48344261	id-42644	7.31e-05	+	AGGTAGTGGTTTGGCCCAGCAGGCAGAGGGAGTTT	UpstreamP1_CTCF	26
chr17	48347572	48347722	id-42645	1.14e-06	-	CTGCTCTAGCCCGGCTCTGCCTGTAGGGGCAGTAT	UpstreamP1_CTCF	40
chr17	48350403	48350553	id-42646	1.83e-05	+	GTCAAGACAGATTGGCGACACAGCAGGAGGCGCCC	V_CTCF_BR	28
chr17	48350612	48350762	id-42647	1.18e-09	-	GCGGAGCTTCCGGGAGCGGCCGGCAGGTGGCAGCG	V_CTCF_BR	39
chr17	48361863	48362013	id-42648	2e-06	-	AGTGCAGTGTGTGGGATAAACTGCAGGGGGTGAGA	Upstream_CTCF	35
chr17	48374850	48375000	id-42649	2.17e-08	-	CCTGCAGTCCCTCTTGCCTCCAGGCGATGGCAGCA	Upstream_CTCF	40
chr17	48381769	48381919	id-42650	1	+	NA	NONE	4
chr17	48396035	48396185	id-42651	9.31e-05	-	TTGGCAAGTTCCTGCAGCTCCTCCAGGGTACAGTC	Upstream_CTCF	6
chr17	48410832	48410982	id-42652	1	+	NA	NONE	34
chr17	48430736	48430886	id-42653	1	+	NA	NONE	1
chr17	48438170	48438320	id-42654	1	+	NA	NONE	0
chr17	48439450	48439600	id-42655	7.8e-08	+	TGTCAAGTTCTCCTAGTTGCCAGGAGGGGGCACTC	V_CTCF_BR	40
chr17	48442195	48442345	id-42656	5.68e-06	+	AGGCTGCCCCCTGACGGTGCCTCTTGGGGGAAGGC	V_CTCF_BR	29
chr17	48458382	48458532	id-42657	8.64e-05	-	ATTTCAGTCTCTGCCCCAGCCGACAGGCAGAGAGA	Upstream_CTCF	37
chr17	48468875	48469025	id-42658	1	+	NA	NONE	5
chr17	48474880	48475030	id-42659	1.09e-10	-	GTGCAGTGCATCACCCTGGGCACCAGGGGGCGTGC	UpstreamP1_CTCF	37
chr17	48502998	48503148	id-42660	2.6e-07	+	GGACTCTGGCGCCAGCGGGCCCGCAGGGGGCTCAC	V_CTCF_BR	6
chr17	48504401	48504551	id-42661	1.7e-05	+	GCTGTTAGCTTCAGCAGCACCACTGGGGAGCCCTG	Upstream_CTCF	10
chr17	48504887	48505037	id-42662	4.65e-05	-	TTCCTCAGAGTCCTCCCAGCCTGAGGGGGCAGCCA	V_CTCF_BR	38
chr17	48550170	48550320	id-42663	9.71e-06	+	TGTGCTAGCACCGTTCTCGCCGCTAGAGGTCCAGA	Upstream_CTCF	33
chr17	48556033	48556183	id-42664	1.08e-08	+	GCAGTGAGCGCCCGGGCGCCCGGCAGGTGGCGCCG	V_CTCF_BR	40
chr17	48556229	48556379	id-42665	2.43e-06	+	GCGGCAGCAGCCAGAGCGGCCCAGAGGCGCCGCCG	Upstream_CTCF	21
chr17	48556910	48557060	id-42666	2.28e-05	-	AGCGCTTCTCGCAGTAAGGCCACTGGGGGCAGTGA	Upstream_CTCF	39
chr17	48559928	48560078	id-42667	1.08e-08	+	CTGCACTATTTCCTCCCTCCCCGCAGGGGGCGCTC	UpstreamP1_CTCF	40
chr17	48578538	48578688	id-42668	2.53e-05	-	ATGACAAAAATGGGAAAGGGCAGCAGGGGGCGTTG	V_CTCF_BR	40
chr17	48585844	48585994	id-42669	1	+	NA	NONE	31
chr17	48594603	48594753	id-42670	1	+	NA	NONE	1
chr17	48600630	48600780	id-42671	1.83e-05	+	GAGAACCTGGGGAGGTGAGCCACCAGGGAGCAGAA	V_CTCF_BR	6
chr17	48609994	48610144	id-42672	1	+	NA	NONE	11
chr17	48611745	48611895	id-42673	5.98e-05	+	TGCTAGTTCCAGCGGCCAGCCGGTAGGGGCGTGTG	UpstreamP1_CTCF	35
chr17	48619250	48619400	id-42674	1	+	NA	NONE	39
chr17	48624354	48624504	id-42675	3.05e-07	+	TCTGCAATTCTGCGCTCCGCCGCAGGGCGACGCTC	Upstream_CTCF	40
chr17	48626674	48626824	id-42676	5.26e-07	-	GCAGCGATTGTTCACGGTGGCGGCAGAGGGCGGCA	Upstream_CTCF	0
chr17	48628292	48628442	id-42677	2.58e-07	+	AAGGCCATTCTCCTCAGGACCCCAAGGGGGAGCTG	Upstream_CTCF	40
chr17	48635945	48636095	id-42678	2.29e-05	+	AGGGTGTGGGGCCTGCTGACCACCAGGGGACCTGA	UpstreamP1_CTCF	10
chr17	48638090	48638240	id-42679	8.59e-05	+	TGTGGCGCCGGCGACAGCTACGGCAGCGGCAGCCA	V_CTCF_BR	2
chr17	48640429	48640579	id-42680	1.76e-05	-	AAGCTCATCCCTGCTTTGCGCACTAGAGGCAGCAG	UpstreamP1_CTCF	29
chr17	48645248	48645398	id-42681	5.55e-07	+	GGTGTGATGGCGGCAATGGCCTCTTGGGGGAGGGG	Upstream_CTCF	3
chr17	48653313	48653463	id-42682	9.78e-07	-	CTGCGCCACCAGGGGGGGCCCCGGAGAGGGCAGGC	UpstreamP1_CTCF	25
chr17	48674213	48674363	id-42683	8.21e-06	+	GGCCCACGAGATGAAGTCACCGGTAGGGGGTGCAT	V_CTCF_BR	30
chr17	48680835	48680985	id-42684	5.55e-07	+	GCGGCTCTCCCTTGTGTGGCCTCTAGGGGTGACAC	Upstream_CTCF	38
chr17	48691067	48691217	id-42685	2.4e-05	-	CCTTCCTTGAGTACCACAAGAACCAGAGGGCGCTA	V_CTCF_BR	22
chr17	48698303	48698453	id-42686	7.55e-07	-	GGAGATGTTCTCCCGTTAGCCTGAAGTGGGCGCAC	V_CTCF_BR	35
chr17	48703594	48703744	id-42687	2.17e-09	-	GGATGGGGGCTCCTCCTGGCCGCCAGGGGGCAGGA	V_CTCF_BR	40
chr17	48708050	48708200	id-42688	2.17e-08	+	AGTGCAATGAGGGCATCAGACACCAGGTGGCGGCA	Upstream_CTCF	40
chr17	48712064	48712214	id-42689	8.64e-05	+	GAGGCGCTGTCGCAACCCGCGGGACGGGGGCAGGG	Upstream_CTCF	5
chr17	48712403	48712553	id-42690	1.38e-06	+	CCTGAGACGGCCTGGGCGCCCGGGAGGGGGCGATG	V_CTCF_BR	24
chr17	48736713	48736863	id-42691	2.34e-06	+	CTTCGCTTACCCCAGATCTCCTGCAGAGGACGCTG	UpstreamP1_CTCF	9
chr17	48740908	48741058	id-42692	8.58e-06	+	CTGCGGGTAAAAGCAAAGGGCAGCAGAGGAGGGAG	UpstreamP1_CTCF	0
chr17	48753509	48753659	id-42693	5.98e-05	-	CACCTGGACTAGTGAGCGGGCACAAAGGGGCAGAA	UpstreamP1_CTCF	1
chr17	48758769	48758919	id-42694	2.97e-06	-	GCATGTGGATGGGAAGCGTCCAACAGAGGGAGCAA	V_CTCF_BR	40
chr17	48772559	48772709	id-42695	2.78e-06	-	CATTAACTCCCCTTCGTGGTCACTAGAGGGCTCTC	V_CTCF_BR	40
chr17	48774545	48774695	id-42696	1	+	NA	NONE	4
chr17	48775403	48775553	id-42697	5.65e-05	+	TGAATACCATTCTCGGTGGGCCCAAGTGGGAGGCA	V_CTCF_BR	18
chr17	48782618	48782768	id-42698	1.77e-05	-	GCTGTGAATTACCATTTTGGCACTGGGAGGCGGTG	Upstream_CTCF	39
chr17	48834580	48834730	id-42699	1	+	NA	NONE	5
chr17	48851689	48851839	id-42700	1	+	NA	NONE	10
chr17	48860624	48860774	id-42701	3.13e-10	+	GTTGCCATTCTCCGTGTGTCCACCAGGGGCCGCCC	Upstream_CTCF	39
chr17	48883857	48884007	id-42702	4.88e-05	+	CAGAGATGAGTATGGAGGGTCTAGAGGGGGCGCTG	V_CTCF_BR	32
chr17	48894720	48894870	id-42703	2.5e-09	+	AGCCCACGCGGGGCTCCCCCCAGCAGGGGGCGCTG	V_CTCF_BR	39
chr17	48919332	48919482	id-42704	7.1e-07	-	CCGTGGGTTCCTGAGGCCGCCACCAGATGGGAGCA	UpstreamP1_CTCF	40
chr17	48925512	48925662	id-42705	6.48e-05	+	ATGCAATGTGAAGGTTGGCCTGACAGATGACGCTG	UpstreamP1_CTCF	8
chr17	48929561	48929711	id-42706	2.81e-05	+	AGGAAAACAAATGAGATGACCCCTAGAGGGAGCTT	V_CTCF_BR	40
chr17	48940837	48940987	id-42707	5.92e-05	+	GCTTACAGCAGCAGAGTGACCAAAAGGAGGCGATG	V_CTCF_BR	40
chr17	48942299	48942449	id-42708	8.89e-06	-	CTTGCCTCTCCGGCTGTTACCGTGAGAGGGAGGGA	Upstream_CTCF	9
chr17	48981986	48982136	id-42709	9.25e-06	+	CAAGAAGGCCTGGGCCCAGTCCCCAGGGGGCAGCT	V_CTCF_BR	19
chr17	48986756	48986906	id-42710	1.55e-07	-	CCTGCCCTATTTGCCGTCACCAGCAGAGGACAAAG	Upstream_CTCF	15
chr17	48989342	48989492	id-42711	2.58e-07	+	GCTGCAGTGCTCAACTCCACCAGAAGGGAAGGGGA	Upstream_CTCF	17
chr17	49021678	49021828	id-42712	8.03e-07	-	CAAGCCCCACTCCCATCTCCCACCAGGGGCAAGAA	Upstream_CTCF	9
chr17	49027795	49027945	id-42713	9.67e-08	-	GGTTCAAGTCCTGCACTGACCACTGGGGGTCACCG	Upstream_CTCF	40
chr17	49034247	49034397	id-42714	2.23e-06	-	CAGCTCTGCTCCCTTTTGAACACACGGTGGCGCCA	UpstreamP1_CTCF	40
chr17	49038757	49038907	id-42715	1	+	NA	NONE	4
chr17	49078549	49078699	id-42716	1	+	NA	NONE	39
chr17	49119835	49119985	id-42717	3.28e-05	-	ATTCTAACTTACATTCTTACCAGTAGAGGTAGGAA	V_CTCF_BR	3
chr17	49134227	49134377	id-42718	1.56e-06	-	GTGCCACTCACAAAACCCATCAGCAGAGGGAGCTA	UpstreamP1_CTCF	40
chr17	49197193	49197343	id-42719	1	+	NA	NONE	37
chr17	49197726	49197876	id-42720	1.38e-06	-	TGTTCGCGCAGGACCAGGAGCACCAGGTGGAGCTG	V_CTCF_BR	21
chr17	49230630	49230780	id-42721	2.66e-05	-	TCGCGAGCAAATTGGCTTCCCGAGAGGTGGCGCTC	V_CTCF_BR	40
chr17	49243770	49243920	id-42722	6.82e-05	-	CCCACCGCCTTACCGGGAAGCTGGAGGGGCCGGGC	V_CTCF_BR	14
chr17	49244173	49244323	id-42723	2.1e-05	-	AAGCGCTTGATGATCTCGCCCACCAGGCCGCGCTG	UpstreamP1_CTCF	10
chr17	49244515	49244665	id-42724	3.36e-07	+	GCCGCTACCTGCCCACCCGCCGCAGGGGGGCAGCA	V_CTCF_BR	40
chr17	49302115	49302265	id-42725	9.78e-07	+	TTGTTGTTGTATTTGCTTTCCACCAGGAGGTAGGC	UpstreamP1_CTCF	3
chr17	49340131	49340281	id-42726	1	+	NA	NONE	5
chr17	49376252	49376402	id-42727	4.44e-06	+	GTGCTATTTCTCTCTCCCATTGCTAGAGGGCAGCA	UpstreamP1_CTCF	40
chr17	49399850	49400000	id-42728	3.28e-07	-	GTGTACTTAACACTCTACAACAGAAGGTGGCAGTA	UpstreamP1_CTCF	40
chr17	49433488	49433638	id-42729	4.43e-05	-	TCACTGAGTCCCTACCCTGCCTGAGGGAGGCAGAG	V_CTCF_BR	3
chr17	49444324	49444474	id-42730	4.51e-05	-	GCAGTGTCCTGAGTTCTGGGCAGCAGATGGCCCTG	Upstream_CTCF	3
chr17	49447887	49448037	id-42731	9.71e-06	+	GGGGCAGCATCTCTGGTGGCATGCTGGTGGCAGGG	Upstream_CTCF	4
chr17	49449101	49449251	id-42732	1.56e-06	+	TTGCCTTGTTGTCTCTCTGCCACAAGATGGCAATC	UpstreamP1_CTCF	40
chr17	49497678	49497828	id-42733	1	+	NA	NONE	6
chr17	49513112	49513262	id-42734	7.73e-05	+	TATGCAAGACTCAGCCTACTCACCACGTGGGGCGC	Upstream_CTCF	38
chr17	49539003	49539153	id-42735	4.31e-07	+	CTGGCCCTGTTAGGCTCTGCCAGTAGGTGGTGCTA	V_CTCF_BR	40
chr17	49565002	49565152	id-42736	1	+	NA	NONE	8
chr17	49565388	49565538	id-42737	1.48e-06	+	CACCATATGACTCTCTCTGCCTCAAGAGGGAGCTA	V_CTCF_BR	23
chr17	49585595	49585745	id-42738	1.48e-06	+	CTGATGTTTCTGCCAGGCGACACATGGGGGCACTC	UpstreamP1_CTCF	3
chr17	49613315	49613465	id-42739	1.27e-06	-	TAGCATCCCTGATCTCTACCCACTAGATGGCAGTA	UpstreamP1_CTCF	32
chr17	49617719	49617869	id-42740	2.38e-07	-	GGGGTTCCAGGAAGTCTAACCACAAGATGGCACAA	V_CTCF_BR	14
chr17	49625163	49625313	id-42741	1	+	NA	NONE	2
chr17	49662992	49663142	id-42742	4.7e-06	+	GGCGGAATGTTAGCCTTTGTCGGTAGAGGGCACTG	V_CTCF_BR	26
chr17	49713794	49713944	id-42743	1	+	NA	NONE	14
chr17	49717534	49717684	id-42744	4.59e-07	-	TTGCTTTTGCCCAACACTGCCAGCAGGTAGAGCTG	UpstreamP1_CTCF	28
chr17	49731407	49731557	id-42745	3.41e-07	+	GCTGCACCACCAACAGCTGCCACTGGCAGCCAGTA	Upstream_CTCF	6
chr17	49776794	49776944	id-42746	1.38e-06	-	GAACATGAGGGACCAGTAGCCACCTGCTGGCAGAC	V_CTCF_BR	13
chr17	49789019	49789169	id-42747	1	+	NA	NONE	10
chr17	49810407	49810557	id-42748	3.84e-06	+	ATGCCGTCAGGAACTAGAGCCCCCAGAGGACAGTG	UpstreamP1_CTCF	4
chr17	49811948	49812098	id-42749	9.49e-08	-	ATCGCCCTCCCATTCCTGGCCTCCAGGTGGTGCCC	V_CTCF_BR	29
chr17	49819435	49819585	id-42750	1	+	NA	NONE	0
chr17	49841846	49841996	id-42751	1.3e-07	+	ATGTAGCTTCTGAACCTAGTCACTAGAGGGCAGTG	UpstreamP1_CTCF	40
chr17	49911235	49911385	id-42752	1	+	NA	NONE	6
chr17	49927678	49927828	id-42753	3.63e-05	-	TGCCTTTGCTGCTGGCTTTCCTCTAGGTGGCGAGT	V_CTCF_BR	18
chr17	49934654	49934804	id-42754	3.16e-05	-	CATGTGGTGGTAGGCGTATACTGCAGGTGGGAGTA	Upstream_CTCF	9
chr17	49938427	49938577	id-42755	9.51e-07	+	TGATCCTTGTTAGGTTCTGCCAGTAGGGGGTGCTA	V_CTCF_BR	36
chr17	50184122	50184272	id-42756	3.67e-09	-	CATGTACTCCAGCATGTGGCCAGTAGAGGGCGATC	Upstream_CTCF	38
chr17	50236007	50236157	id-42757	4.17e-05	+	CGAGATTTTCCGCAATACAACTGCAGGGGTCGTTA	Upstream_CTCF	8
chr17	50248445	50248595	id-42758	1	+	NA	NONE	37
chr17	50249198	50249348	id-42759	1	+	NA	NONE	5
chr17	50354091	50354241	id-42760	8.52e-08	+	ATGCAACTCCAGGTAGCAGCCTGTAGGTGGGAGAG	UpstreamP1_CTCF	3
chr17	50374736	50374886	id-42761	1.26e-05	-	ACTCCTATTCCCAGTTAGTCCACTGGGTGGTGACT	Upstream_CTCF	17
chr17	50415801	50415951	id-42762	6.8e-06	+	GAAGAAGTCATAGATCATACCACTAGGTGGGAGGA	Upstream_CTCF	5
chr17	50460988	50461138	id-42763	2.74e-08	+	ATGGGACACAGTTCAGTTGCCACTAGAGGGCACTA	V_CTCF_BR	35
chr17	50548051	50548201	id-42764	1.24e-05	-	TAATGGAAGTAGGAGACTTCCAGCAGGTGGCATAG	V_CTCF_BR	5
chr17	50674883	50675033	id-42765	2.19e-05	-	CTGCAGTGCATGACTGCCACCTTTTGGGGCTTCCA	UpstreamP1_CTCF	12
chr17	50900716	50900866	id-42766	1	+	NA	NONE	0
chr17	51110226	51110376	id-42767	8.56e-05	+	GGCCATTGGCACTGTATCACCTTTAGATGGCACTC	UpstreamP1_CTCF	26
chr17	51224109	51224259	id-42768	1	+	NA	NONE	1
chr17	51227591	51227741	id-42769	1	+	NA	NONE	18
chr17	51263483	51263633	id-42770	1.93e-05	-	TGTGTAATACACAAAGACCCAGCCTGGGGGAGCAT	Upstream_CTCF	8
chr17	51267006	51267156	id-42771	4.88e-05	-	AAAGGGCTTCCTTCCCACACCAGTAGGGAACACTG	Upstream_CTCF	0
chr17	51269360	51269510	id-42772	3.29e-05	+	TGTGTTATAATTAGTTATATCACTAGGGGGCTTTA	Upstream_CTCF	6
chr17	51391219	51391369	id-42773	1	+	NA	NONE	8
chr17	51555050	51555200	id-42774	5.3e-05	+	CTGAGGACACAATCTATAGCCACTATGTGGCAGTA	UpstreamP1_CTCF	9
chr17	51594143	51594293	id-42775	1	+	NA	NONE	26
chr17	51708128	51708278	id-42776	9.41e-05	+	AATATGGCAAGATTACTGCCTTCTAGGGGGAGCTC	V_CTCF_BR	6
chr17	51778529	51778679	id-42777	4.7e-06	-	GTCTACTAAGAGGACATAAACAGAAGGTGGCAGCC	V_CTCF_BR	1
chr17	51900626	51900776	id-42778	2.15e-05	-	GGTACGCTGGTCCCTGATGGCCGAAGAGGGCGCCA	V_CTCF_BR	0
chr17	51948605	51948755	id-42779	4.14e-05	-	GGGCAACAGAGCAAGACTCCCTCTAGGGGTGGGGA	UpstreamP1_CTCF	11
chr17	52027675	52027825	id-42780	6.84e-06	-	TCCATGGTGGGAATGTGTACCGCTAGGGGTCACTC	V_CTCF_BR	12
chr17	52085308	52085458	id-42781	3.63e-06	-	GGTTCTTTCCATGCAGGGCACTCCAGAGGGCAGCA	V_CTCF_BR	11
chr17	52090679	52090829	id-42782	1	+	NA	NONE	2
chr17	52163432	52163582	id-42783	4.23e-06	-	AGGCACTAGGCCTTGCTGAGCTGCAGGGGCCTCCA	UpstreamP1_CTCF	6
chr17	52250165	52250315	id-42784	8.71e-06	-	CAAAATTCAGCCAGTTATTCCAGCAGGTGGCTCCC	V_CTCF_BR	36
chr17	52503767	52503917	id-42785	3.63e-06	-	TTAAAGGGGCATACACTTGCCTACAGGTGGCACTG	V_CTCF_BR	24
chr17	52549953	52550103	id-42786	1	+	NA	NONE	3
chr17	52613789	52613939	id-42787	3.28e-05	+	TGAACTTAGCCAGTGGCCACCTACAGAGGGAGCAT	V_CTCF_BR	6
chr17	52621687	52621837	id-42788	1	+	NA	NONE	7
chr17	52731154	52731304	id-42789	1.32e-05	+	CCTGTAATTTAATAAGCAATCAGTAGGGGGATATT	Upstream_CTCF	0
chr17	52740430	52740580	id-42790	7.8e-08	-	TGAGCTCCCTGGGCCTGAGCCTCTAGGGGGCGGGG	V_CTCF_BR	5
chr17	52744023	52744173	id-42791	6.49e-06	-	ACTGCAATACCAAGACAGTCCACTTGATAACTGAG	Upstream_CTCF	2
chr17	52826650	52826800	id-42792	2.1e-05	-	CAAGCAGTACTTGCTGTGGTCCTTGGGTGGAGACA	Upstream_CTCF	8
chr17	52831962	52832112	id-42793	1.96e-08	-	GCCCAATTCGCCCGCTTGCCCACTAGGGGGCGGTG	V_CTCF_BR	17
chr17	52968702	52968852	id-42794	1	+	NA	NONE	37
chr17	52977972	52978122	id-42795	5.13e-05	+	TCACGCTCGGTGCCCGCGCCCCGCAGCGGCAGCGC	V_CTCF_BR	20
chr17	52978290	52978440	id-42796	1.21e-06	+	CTGCTTGATCCATTCTCGGCCTGCAGAGGACGGAG	UpstreamP1_CTCF	27
chr17	53045542	53045692	id-42797	1.48e-06	-	AGGTAGGGGCCGGCGCCGCCCGCAGGGTGGCGCAG	UpstreamP1_CTCF	40
chr17	53070530	53070680	id-42798	6.05e-06	+	TGACTATATTCTCTACTTAGCACTAGAGGGCAGCA	V_CTCF_BR	40
chr17	53083020	53083170	id-42799	5.89e-08	-	CTGCAATTAAGGCACATTAACACTAGGTGGACCCA	UpstreamP1_CTCF	40
chr17	53131314	53131464	id-42800	2.31e-06	+	CTAGCAGTACCTACTTTTTCCACATGAGGCCCTCC	Upstream_CTCF	37
chr17	53159952	53160102	id-42801	1	+	NA	NONE	5
chr17	53254638	53254788	id-42802	1.1e-05	-	GCCTGATTATTGCTGTTGAACAGGTGAGGGCGCTA	V_CTCF_BR	32
chr17	53295343	53295493	id-42803	3.24e-06	+	CATGTTGTGACCTCAGTTGCCACTTGGTGGCTTCT	Upstream_CTCF	0
chr17	53316376	53316526	id-42804	1.93e-05	+	GCTGCTGCTGCTGCTGGAGGCTGGAGGGGGTTGGG	Upstream_CTCF	18
chr17	53330119	53330269	id-42805	1	+	NA	NONE	3
chr17	53337259	53337409	id-42806	1.24e-05	-	TGGGGAGTCCTTTGTGCAGCCCGGTGGGGGCAGAC	V_CTCF_BR	2
chr17	53361071	53361221	id-42807	2.29e-05	-	CTGCAGCCATGACCTCTGGCCACAGGCAGCTTACC	UpstreamP1_CTCF	0
chr17	53373407	53373557	id-42808	1.41e-06	-	ATGTCATACCCATGACTCCCCAGAAGGTGGTGCTC	UpstreamP1_CTCF	40
chr17	53379434	53379584	id-42809	9.62e-05	+	GTTCACAGGCATGAGGTGACCTGCAGGAGAGGCTG	UpstreamP1_CTCF	1
chr17	53381193	53381343	id-42810	8.21e-05	+	TTTAGCCAGCCTTATCTTTCCAGTAGAGGGAGTTT	V_CTCF_BR	30
chr17	53401913	53402063	id-42811	3.88e-06	+	CTGAGACTAAGTGATCTGCCCTCCAGGTGGCGATC	V_CTCF_BR	16
chr17	53420950	53421100	id-42812	1	+	NA	NONE	0
chr17	53426242	53426392	id-42813	2.93e-08	-	GAGCAATTTCCCATCTTTACTACCAGATGGCGCCC	UpstreamP1_CTCF	39
chr17	53434200	53434350	id-42814	1.37e-08	-	CCTGCATGATGACAGATTGCCACAAGGGGGCACCA	Upstream_CTCF	40
chr17	53450737	53450887	id-42815	1.97e-06	-	TGGCTCTCTTCTCACAGCTCCACTAGGGGGTGCCC	V_CTCF_BR	6
chr17	53493489	53493639	id-42816	1	+	NA	NONE	8
chr17	53514719	53514869	id-42817	1	+	NA	NONE	4
chr17	53537041	53537191	id-42818	1	+	NA	NONE	1
chr17	53591483	53591633	id-42819	2.05e-09	-	TTAGCAGCCCCTGCTTTGGCCACTAGATGGCACCA	Upstream_CTCF	40
chr17	53603861	53604011	id-42820	8.86e-10	+	GCTGCAGTCTGCCTCCTCGCCAGCAGAGGGCATTA	Upstream_CTCF	40
chr17	53605006	53605156	id-42821	1.48e-06	+	CACTGCATGTGCACGCTTACCAAGAGAGGGCACCC	V_CTCF_BR	40
chr17	53626629	53626779	id-42822	9.81e-06	+	TCTAGTCATTGGCAAATGTCCTCTAGGGGGCAAAA	V_CTCF_BR	39
chr17	53663120	53663270	id-42823	5.55e-07	-	CCTGCTCAATCAATACCCACCACTGGAGGGAACCA	Upstream_CTCF	14
chr17	53666726	53666876	id-42824	1.08e-05	+	TTGATGCTGTTGCTTTAAACCACCAGGAGGCAAAT	UpstreamP1_CTCF	18
chr17	53679244	53679394	id-42825	2.73e-07	-	ATTGCAGTGCCATAAACATCCACCAGAGTGAGTAA	Upstream_CTCF	40
chr17	53690287	53690437	id-42826	1	+	NA	NONE	3
chr17	53719263	53719413	id-42827	4.23e-06	-	GTGTCTCCATGTCACAATGCCAGCAGGGGGCCCCA	UpstreamP1_CTCF	40
chr17	53730322	53730472	id-42828	1	+	NA	NONE	14
chr17	53782646	53782796	id-42829	2.1e-06	-	TATGAAGTTTCAAATGCTTCCATCTGGGGGCACTA	Upstream_CTCF	4
chr17	53786073	53786223	id-42830	2.58e-05	+	CACGCAGTGACCGTAGTAACCGGCAGAGGCTCTCT	Upstream_CTCF	9
chr17	53795614	53795764	id-42831	4.88e-06	-	ACTCATGAATTATTTCCGGCCACCAGGGGGCCCCA	UpstreamP1_CTCF	40
chr17	53809487	53809637	id-42832	1	+	NA	NONE	1
chr17	53813279	53813429	id-42833	5.01e-06	-	ACAGACTTGCAGTTGGTAGTCGGTAGAGGGCGCAG	V_CTCF_BR	40
chr17	53819751	53819901	id-42834	2.37e-05	+	AGATGTATTCTCACTTTGTCCCGCAGGTGGGAGTG	Upstream_CTCF	6
chr17	53828485	53828635	id-42835	1.64e-06	-	ATGCTGATGCCCGAGGTCTCCACTAGGAGCTGCCA	UpstreamP1_CTCF	40
chr17	53847744	53847894	id-42836	4.41e-06	-	GGTTTTAAATTCAGGATAACCACCAGATGTCACTA	V_CTCF_BR	40
chr17	53849564	53849714	id-42837	2.6e-06	+	TGTCCAATGTGAGGGTGGGGCAACAGGGGGCGCTG	V_CTCF_BR	22
chr17	53902723	53902873	id-42838	8.21e-06	-	GCAGCCAGGTGTTAAATCATCACTAGATGGCAGTA	V_CTCF_BR	36
chr17	53922775	53922925	id-42839	9.81e-06	+	CGGAGGGTTTCCGCGGGATGCTCAAGGGGGCAGTG	V_CTCF_BR	38
chr17	53960603	53960753	id-42840	2.72e-06	+	GTGTGAGTCCACCAAGTGGCCAGCAGGGACAGCAG	UpstreamP1_CTCF	18
chr17	54034564	54034714	id-42841	9.84e-05	+	GGCAAGGGGTACAATGACGCCTCCGGGTGGTGATG	V_CTCF_BR	3
chr17	54042558	54042708	id-42842	4.68e-07	-	CTAATAGGGTTCCTCCTGGGCAGTAGAGGGCACTG	V_CTCF_BR	14
chr17	54074310	54074460	id-42843	1.14e-06	+	ATGCAATAATGAATTTTAACCACTTGATGGCCACA	UpstreamP1_CTCF	20
chr17	54107686	54107836	id-42844	3.71e-05	+	CTACCACCTACTCCTAAGACCAGCAGGTGGCCAGG	Upstream_CTCF	13
chr17	54186750	54186900	id-42845	1.35e-05	+	CAGCATCTCTGACCTCTACCGACCAGCTGCCAGTA	UpstreamP1_CTCF	4
chr17	54199134	54199284	id-42846	5.86e-07	+	GCTGTAGGTCCAATGTAGAGCCCTAGAGGGCCTCC	Upstream_CTCF	32
chr17	54203162	54203312	id-42847	1.03e-06	+	CACAGCAGGGGCAGACAGGCCGGCAGGGGCCACCA	V_CTCF_BR	2
chr17	54204000	54204150	id-42848	3.22e-07	+	TTTGTAAGGCTCTCCAGGACCAAAAGGGGGCACTC	Upstream_CTCF	38
chr17	54210006	54210156	id-42849	1	+	NA	NONE	1
chr17	54218537	54218687	id-42850	1	+	NA	NONE	6
chr17	54250536	54250686	id-42851	1.48e-06	-	GGCAGGAGTGTGTGGACAACCGCCAGGTGGCAAAG	V_CTCF_BR	7
chr17	54309193	54309343	id-42852	2.2e-06	+	GATGCAGTTCAACAGCCCACCCCTAGCTGTCCTCA	Upstream_CTCF	26
chr17	54318882	54319032	id-42853	1	+	NA	NONE	14
chr17	54322017	54322167	id-42854	1.43e-05	+	GCTGTACTTACTAAGAGTACCAGCAGGGTATAGAG	Upstream_CTCF	5
chr17	54334552	54334702	id-42855	4.88e-05	+	TCTCTACTAAGAAAAACCGACACTAGAGGGCTAAG	V_CTCF_BR	4
chr17	54382558	54382708	id-42856	1	+	NA	NONE	13
chr17	54397019	54397169	id-42857	1	+	NA	NONE	39
chr17	54556318	54556468	id-42858	1.26e-07	-	ATGTTGATTGTGGCAATGACCACCAGATGGCAGAC	V_CTCF_BR	39
chr17	54576942	54577092	id-42859	1	+	NA	NONE	2
chr17	54577272	54577422	id-42860	2.96e-05	+	GCCTGATTTGTGGATTTGTCCCATAGGGGGCAGCA	V_CTCF_BR	40
chr17	54583761	54583911	id-42861	5.08e-05	+	CAAGAAATGCTGACAGCCACCAGAAGCTAGAAGAG	Upstream_CTCF	7
chr17	54588454	54588604	id-42862	2.89e-09	-	GCTGGGCAGGGTGATGCGGCCTCCAGAGGGCGGGC	V_CTCF_BR	0
chr17	54597262	54597412	id-42863	4.7e-06	+	AGGGTCAAGGCATTGCACAACTCCAGGGGGCACTA	V_CTCF_BR	1
chr17	54633504	54633654	id-42864	1.04e-05	-	GAAGGGAGATCAGAGACTTCCAGAAGGAGGCAGCA	V_CTCF_BR	6
chr17	54669948	54670098	id-42865	7.63e-11	+	GTGCAGGGCTCATAGCGGGCCAGCAGAGGGCGCGC	UpstreamP1_CTCF	40
chr17	54670534	54670684	id-42866	1.7e-05	+	GTTGCATTGCTCCAGGAGAAAGGAGGGGGGCGGTG	Upstream_CTCF	19
chr17	54672141	54672291	id-42867	3.5e-05	+	CTGCGGTGGCGCTGTCAGCGGCGCGGGGGCCAGCG	UpstreamP1_CTCF	17
chr17	54676336	54676486	id-42868	1.41e-06	-	CTTCAGTTTCCTTATTTGGACACTAGAGGCCTTAG	UpstreamP1_CTCF	17
chr17	54707303	54707453	id-42869	5.72e-07	+	GTGTTCTGTTGCAGAGCAGCCACTGGGGGCAGCTA	UpstreamP1_CTCF	39
chr17	54730083	54730233	id-42870	3.42e-05	+	CATGACTTTGCAGTTCCTGCCACTAGAGGTGGAGT	Upstream_CTCF	4
chr17	54731410	54731560	id-42871	3.48e-06	-	ATGTCGGGTTGCCCTCTAACCACTAGAGGGTGTGA	UpstreamP1_CTCF	40
chr17	54739374	54739524	id-42872	1	+	NA	NONE	14
chr17	54754316	54754466	id-42873	3.16e-05	+	GGTTTATGTCCTGGTGCTGCCACAGGGTGGCTTTC	Upstream_CTCF	25
chr17	54756635	54756785	id-42874	5.86e-07	-	TAAGTGGTGTCCAAAATCTCCACTAGGTGGAGAAA	Upstream_CTCF	40
chr17	54793353	54793503	id-42875	3.88e-07	-	TTGCCAGATCTTATACTGACCACCAGGTGGTGCTG	UpstreamP1_CTCF	40
chr17	54804658	54804808	id-42876	7.02e-05	+	TTGTGGACACCACTCCATGCCCCTAGGAGGCTCCA	UpstreamP1_CTCF	11
chr17	54805749	54805899	id-42877	1.83e-05	-	TGCTCTGCTGGAGCCACTGCCAATGGAGGGCGACA	V_CTCF_BR	6
chr17	54827727	54827877	id-42878	2.66e-05	-	GGTCTCCAGCAGAGTTTTACCAGTAGGAGGCATTG	V_CTCF_BR	18
chr17	54828647	54828797	id-42879	3.55e-08	+	CAGCTGTCTCCCAGCTTGGCCACAAGGAGGAGGAA	UpstreamP1_CTCF	27
chr17	54857679	54857829	id-42880	2.19e-08	-	GCTGCGAGGGCCCGGTCGGCCACTAGGGGTCAGTG	V_CTCF_BR	39
chr17	54891512	54891662	id-42881	4.01e-05	+	GGGTCACTGCTACTTCCCTTCACTGGGTGGGGCTA	Upstream_CTCF	0
chr17	54897133	54897283	id-42882	3.63e-08	+	GACGCAATTCCCAATAAATCCACAAGGTGGCAGAG	Upstream_CTCF	40
chr17	54910642	54910792	id-42883	2.66e-05	+	CGGAACCTGGGGCTGGACGACAGCAGCAGGAGGCG	V_CTCF_BR	16
chr17	54912206	54912356	id-42884	8.46e-07	-	GGTGCAGCTGCCGGCGCGACCGCTGGAGGCTACAC	Upstream_CTCF	30
chr17	54943989	54944139	id-42885	4.88e-06	+	CAGGAGTTAGTGCAGTGCGCCTCCAAGGGGCAGTG	UpstreamP1_CTCF	27
chr17	54945884	54946034	id-42886	1	+	NA	NONE	9
chr17	54954389	54954539	id-42887	1	+	NA	NONE	2
chr17	54969235	54969385	id-42888	2.19e-05	+	TGGTGTTGAACCACTCCACGCACCAGGAGGCGCTG	UpstreamP1_CTCF	39
chr17	54993129	54993279	id-42889	1	+	NA	NONE	15
chr17	55004071	55004221	id-42890	1.83e-05	-	GCTATTTTAGGTCCCTCATACAGCAGAGGGTGCAA	V_CTCF_BR	2
chr17	55017367	55017517	id-42891	1.15e-07	-	CCTGTAATTACCTTTTTTGACACTAGATGGCCCTC	Upstream_CTCF	40
chr17	55038402	55038552	id-42892	6.36e-11	-	CTGTAGTAGCCAGGTTTCACCACTAGGTGGCACAC	UpstreamP1_CTCF	39
chr17	55079038	55079188	id-42893	1.83e-05	+	TCCCCAGTTCCCTTCCTAAAGAGCAGATGGCGGTG	V_CTCF_BR	5
chr17	55081452	55081602	id-42894	2.62e-07	-	GTGCAGTGGCGCTATCTCGCCAGCTGGATGCAATG	UpstreamP1_CTCF	6
chr17	55082470	55082620	id-42895	4.41e-06	+	TGAAATGTTCCACTTGTGGCCTCATGGTGGCACTC	V_CTCF_BR	32
chr17	55087461	55087611	id-42896	6.34e-08	-	GATGCAGTGCCCAAAGAGGCCAGATGGTGGCTTCA	Upstream_CTCF	40
chr17	55088992	55089142	id-42897	3.71e-05	-	CATGCTCTAGGAGGATCCGGGGGAAGGGGGAGCAG	Upstream_CTCF	4
chr17	55127870	55128020	id-42898	7.02e-05	+	ATGACATGGCAGCTGGCTTCCTCTAGGGTGAGCAA	UpstreamP1_CTCF	15
chr17	55131838	55131988	id-42899	1	+	NA	NONE	13
chr17	55162343	55162493	id-42900	1.35e-05	+	GAGCAAGACCCGGCTCCGGGCGGCGGCGGGATGTT	UpstreamP1_CTCF	35
chr17	55162897	55163047	id-42901	2.53e-05	-	AGACAACCGGCGGGGAAGGACGAGAGGGGGCGCAG	V_CTCF_BR	39
chr17	55181978	55182128	id-42902	3.09e-05	-	CTGATCTTTCCCTGGACTACCAATAGGTGATGCGC	UpstreamP1_CTCF	0
chr17	55184029	55184179	id-42903	5.21e-08	+	CCTCCCCTTGCCAGGCCTACCAGCAGAGGGCTCAC	V_CTCF_BR	38
chr17	55187304	55187454	id-42904	3.6e-07	-	CATGCTGTTCCTGTCAGAACCTGCAGGGGAAGAAG	Upstream_CTCF	33
chr17	55191521	55191671	id-42905	5.97e-08	-	CCTGCAATACCACGAGCAGCCATTAGGGGCAGTCT	Upstream_CTCF	40
chr17	55198810	55198960	id-42906	5.51e-07	+	TTTCCTCTCTCTCCTTGTCCCACCAGGTGGCAGCC	V_CTCF_BR	40
chr17	55202841	55202991	id-42907	1.32e-05	-	TCTCAAATACCGTCTGTCCCCACCAGATGTCAGTT	Upstream_CTCF	3
chr17	55208438	55208588	id-42908	4.66e-08	+	GCTGCCACTGTGTCTTAGACCACTAGATGGCGCCA	Upstream_CTCF	40
chr17	55216709	55216859	id-42909	1	+	NA	NONE	6
chr17	55289096	55289246	id-42910	7.02e-05	-	GGACAATTCCCACATTCAGGCAGCAGAGGCATGAG	UpstreamP1_CTCF	7
chr17	55312274	55312424	id-42911	4.1e-06	-	GAGGCTGCTGCATTACACAACTCCAGGGGGCACAA	Upstream_CTCF	12
chr17	55312638	55312788	id-42912	1	+	NA	NONE	0
chr17	55320560	55320710	id-42913	8.61e-08	+	ACAGCTTCTCTTTGCTCGGCCACTAGAGGGAACTG	V_CTCF_BR	40
chr17	55333372	55333522	id-42914	2.11e-08	+	GTGCCATTCCCGGATCTCGGCGGCAGGGGCCGGCA	UpstreamP1_CTCF	17
chr17	55359698	55359848	id-42915	1.39e-05	-	TTAGTATCAGATTTATTATACAGCAGGGGGCAGGA	V_CTCF_BR	9
chr17	55430126	55430276	id-42916	2.68e-05	-	GCTGAAGCAGCAGAGGAGGAGGCTAGGAGGAGCCC	Upstream_CTCF	2
chr17	55479573	55479723	id-42917	5.61e-08	-	CCTGCCATTTCCACAGGGGCCAGAGGAGGGTGGTA	Upstream_CTCF	30
chr17	55481544	55481694	id-42918	1.04e-06	-	GATGCTGTTATCAGACAAGCCTGGAGGGGGAGTCC	Upstream_CTCF	27
chr17	55497417	55497567	id-42919	1.48e-06	-	GGTGCAACCTGACTCCTTTTCAGCAGAGGGCAGTC	Upstream_CTCF	13
chr17	55510409	55510559	id-42920	1	+	NA	NONE	7
chr17	55510851	55511001	id-42921	2.47e-07	-	CTGCTGTAACAAAGTCCTGCAACCAGGTGGCTTAA	UpstreamP1_CTCF	13
chr17	55518296	55518446	id-42922	2.11e-06	-	TCCCTGCAGCCCTGGGAGAGCGGCAGGGGGCAGTG	V_CTCF_BR	33
chr17	55536624	55536774	id-42923	1	+	NA	NONE	14
chr17	55549592	55549742	id-42924	5.37e-06	-	GAGCTCGCCCTGCCCCCTGCCACAAGGAGGCCGGT	UpstreamP1_CTCF	7
chr17	55568338	55568488	id-42925	2.01e-05	-	CAAGCTGTGAGGCAATGGCCCACGAGGGGCAGTGT	Upstream_CTCF	2
chr17	55577055	55577205	id-42926	1	+	NA	NONE	23
chr17	55592878	55593028	id-42927	4.65e-05	-	TGCATTCCCTACCTAGCGCCCACTAGAGGGATTAA	V_CTCF_BR	13
chr17	55593138	55593288	id-42928	1	+	NA	NONE	16
chr17	55609350	55609500	id-42929	1	+	NA	NONE	4
chr17	55618245	55618395	id-42930	1	+	NA	NONE	13
chr17	55618928	55619078	id-42931	6.8e-06	-	GTGTCCTTACAACTGAAGACCTGTAGGTGTTGCCA	UpstreamP1_CTCF	14
chr17	55629369	55629519	id-42932	1	+	NA	NONE	0
chr17	55629771	55629921	id-42933	4.99e-07	+	CCTGAAGTAGCAGGGCCAGACGCTAGGTGTCGCCG	Upstream_CTCF	37
chr17	55632204	55632354	id-42934	6.9e-05	-	CAGGTTTGAGCAAAACATCCCAGCAGGGGCTGCAG	Upstream_CTCF	1
chr17	55661400	55661550	id-42935	2.4e-05	-	TGAGGTGAGGAGGCTACTGCGGACAGGGGGCAGCA	V_CTCF_BR	14
chr17	55675296	55675446	id-42936	6.53e-09	+	AGGCCTCCCAGATCAGTGGCCACCAGAGGGTGCCA	V_CTCF_BR	40
chr17	55682846	55682996	id-42937	1	+	NA	NONE	11
chr17	55686787	55686937	id-42938	7.27e-06	-	ACAAGGAAAGCCTGTTTGGCCTGAAGAGGCCAGTG	V_CTCF_BR	7
chr17	55701079	55701229	id-42939	1	+	NA	NONE	2
chr17	55710593	55710743	id-42940	1.73e-05	-	GAGGGCTGGGAACAGGCGGCAGCCAGGGGGAGTTC	V_CTCF_BR	2
chr17	55740145	55740295	id-42941	1	+	NA	NONE	22
chr17	55749366	55749516	id-42942	7.07e-08	-	AGACAGGGCTGCTGGGTCCCCACTAGAGGGCGCAG	V_CTCF_BR	40
chr17	55755874	55756024	id-42943	5.12e-07	-	CTGCACCACTCCTTCTCTTCCAGGGGAGGGAGGGA	UpstreamP1_CTCF	13
chr17	55785893	55786043	id-42944	9.27e-07	+	CTGCAATAGCCTCTTCCACCCAGCAGACGCCTCCT	UpstreamP1_CTCF	11
chr17	55813192	55813342	id-42945	8.91e-07	-	CATGCACTGCCTGGAGCCCTCCACAGGTGGCAGGC	Upstream_CTCF	38
chr17	55817407	55817557	id-42946	1.47e-05	-	TTGGGCATGTTTTTTTTTGACACCAGGTGTCAGTC	V_CTCF_BR	40
chr17	55825016	55825166	id-42947	1.3e-07	-	GTTGCTGTTTTTGCTAAGACCAGTAGGTGTCATCA	Upstream_CTCF	40
chr17	55833202	55833352	id-42948	6.19e-06	-	GAGTGTGAGCAAGACCTGAGCACCAGGGGGCCCTG	UpstreamP1_CTCF	15
chr17	55845054	55845204	id-42949	1.09e-06	-	TTGCATCCCTGCCCCACCGGCGGTGGGGGGCGCTG	UpstreamP1_CTCF	7
chr17	55850256	55850406	id-42950	1.21e-06	-	TTGTGGTCGCCTCACTTCTCCAGCAGGGAGCACTC	UpstreamP1_CTCF	10
chr17	55860735	55860885	id-42951	5.72e-09	-	CGACACCACCCGGGCTCGGGCAGCAGGGGGCGCTC	V_CTCF_BR	40
chr17	55888699	55888849	id-42952	1.56e-05	+	GGCGCATTTCTCCTCGCAGACAGCAGGTGCTCTTC	Upstream_CTCF	16
chr17	55910808	55910958	id-42953	1.99e-07	-	GGACTTGTCGGTTTCAGCACCACTAGATGGCGCTG	V_CTCF_BR	40
chr17	55911564	55911714	id-42954	5.12e-06	+	AAGCCATTTCCCGTCTTTTCCACAGGAGGGCAGGT	UpstreamP1_CTCF	28
chr17	55927948	55928098	id-42955	9.29e-06	+	GCTGCAACTCGTGTTTCCCGCGGCCGGTGTCGCGG	Upstream_CTCF	0
chr17	55929615	55929765	id-42956	2.83e-07	+	TACAGGAGCAAGCTGTCGGGCAGCAGGGGGCAGGC	V_CTCF_BR	5
chr17	55935392	55935542	id-42957	1.96e-08	+	TGCCACTTCTGCAAGATGACCACCAGGTGGCAGTC	V_CTCF_BR	40
chr17	55945747	55945897	id-42958	4.14e-06	+	AGGCTACATCCTGGGTCAGCCTGCAGGGGCAGCAC	V_CTCF_BR	39
chr17	55952911	55953061	id-42959	3.22e-05	+	CTGTAATTTTAACGGAAAAACAGCAGGCGGCCTGT	UpstreamP1_CTCF	38
chr17	55962718	55962868	id-42960	3.56e-05	+	TCGTCCATGGCCTGGTTGAACTCCAGGCGGCGCAC	Upstream_CTCF	0
chr17	55967934	55968084	id-42961	5.7e-05	+	CCTGTGAAGGAATCCAGGCCCGGCAGGGGCGGCAA	Upstream_CTCF	24
chr17	55969944	55970094	id-42962	1.95e-07	+	GTGGCGCTGCCAAGCCAGGCCACTAGGTGGTGTCC	Upstream_CTCF	40
chr17	55975490	55975640	id-42963	3.4e-06	-	TCATTCCTTCCCTGCATCCCCAGCAGGAGGCAGGT	Upstream_CTCF	36
chr17	55982493	55982643	id-42964	1.5e-05	+	AGAACACTGCCACCCGGTACCACTAGAGACCAGCA	Upstream_CTCF	7
chr17	55984297	55984447	id-42965	1.34e-06	+	CATGAATCACCATCACCAGGCAGAAGGGGGCACTA	Upstream_CTCF	37
chr17	55994585	55994735	id-42966	5.51e-07	+	GAAGATGACAACAAGAGGCCCAGCAGATGGCAGCG	V_CTCF_BR	12
chr17	56026188	56026338	id-42967	1	+	NA	NONE	22
chr17	56032674	56032824	id-42968	7.1e-07	-	CTGCATTTCTCGCCGCCCGCCGCTAGGAAGCCGGC	UpstreamP1_CTCF	38
chr17	56066466	56066616	id-42969	2.31e-06	+	TTTGCAGTTCCAAGTCTTCCGTGTAGGCGTCACTG	Upstream_CTCF	26
chr17	56072902	56073052	id-42970	1.09e-06	-	CTGTAATATCTACCAGATGCCAGCAGGGTGTCCCA	UpstreamP1_CTCF	40
chr17	56076968	56077118	id-42971	1.82e-07	-	GCTAGGGAAAATCACTTAGCCACTAGAGGGAGCTA	V_CTCF_BR	40
chr17	56079662	56079812	id-42972	1	+	NA	NONE	12
chr17	56082773	56082923	id-42973	7.49e-05	-	AGAAGCCGTAGCAGAAGCAACAGCAGGAGTCGCAG	V_CTCF_BR	21
chr17	56161359	56161509	id-42974	7.27e-06	-	TCGCTGCAGGAAGGACGCCCCAGAGGGTGGCGGTG	V_CTCF_BR	9
chr17	56162166	56162316	id-42975	8.5e-06	+	AGTGGTAACCTGGAATAGGCCACCAGGTGACACTA	Upstream_CTCF	39
chr17	56170706	56170856	id-42976	7.84e-05	-	CTAATGATTACTGAGTCTAGCTCAGGGGGGCGCTC	V_CTCF_BR	1
chr17	56174389	56174539	id-42977	7.84e-05	+	GCAAAGATTTACCAGTGGACCACTAGGGGTAATAG	V_CTCF_BR	36
chr17	56174868	56175018	id-42978	2.11e-06	+	AAGGAGTCCAATCAACCTGCCACAAGGTGGCTGGC	V_CTCF_BR	6
chr17	56190505	56190655	id-42979	3e-08	-	GCAGCATTACCCACTTCAGCCAGAAGATGGTGCTG	Upstream_CTCF	40
chr17	56199396	56199546	id-42980	9.25e-06	+	TGGAACTTGCTTGATCTTACCAGAAGATGTCAGCA	V_CTCF_BR	36
chr17	56214170	56214320	id-42981	2.18e-07	-	CACCTGGGTCCCAGACTGGCCCCTAGGTGGCACAC	V_CTCF_BR	40
chr17	56249944	56250094	id-42982	8.13e-06	-	AGGTCACTGCCTCTATTCGACTCTAGGTGGTGCCT	Upstream_CTCF	38
chr17	56271350	56271500	id-42983	1.1e-06	+	CTCCCCTTCGGCTGGACCCCCAGCAGGAGGCGCAA	V_CTCF_BR	19
chr17	56277510	56277660	id-42984	1.31e-09	+	GTGCTGCTCACATTCCCTGCCACCAGGGGGCATCG	UpstreamP1_CTCF	40
chr17	56278630	56278780	id-42985	9.51e-07	-	GGCTAGCGATCTCAGCTCTCCGGCAGGGGGTGCCC	V_CTCF_BR	2
chr17	56280288	56280438	id-42986	1.41e-06	-	TCTGTTTTTCTCCACCAGTCCTCTGGGGGGAAGCT	Upstream_CTCF	3
chr17	56288406	56288556	id-42987	1.38e-06	+	CAAATCTGCAGACGACCTGCCACTAGGGGTCAGGC	V_CTCF_BR	30
chr17	56293160	56293310	id-42988	1.03e-06	-	CTGCTGCTCCCTTCTCTGCCTGCTAGAGGGCCTGG	UpstreamP1_CTCF	23
chr17	56296693	56296843	id-42989	7.44e-06	+	AGTGCAGCCCAAGCCGAACGCCCAAGAGGGCTCCG	Upstream_CTCF	39
chr17	56310342	56310492	id-42990	1.96e-07	+	CTGCTCCTACTCCCACTCACCAGAAGAGGAAGCCG	UpstreamP1_CTCF	11
chr17	56327128	56327278	id-42991	1.51e-08	+	CTGCACAGACCCCCACCTTCCGCTAGAGGGCAGCA	UpstreamP1_CTCF	40
chr17	56332319	56332469	id-42992	3.83e-09	-	AGAGCCTGAGGCACAGCAGCCAGCAGAGGGCAGAG	V_CTCF_BR	26
chr17	56347945	56348095	id-42993	1.55e-07	+	GCTGCACCCCCTTACCTGGCCTCTAGGAGGCTTCC	Upstream_CTCF	27
chr17	56353955	56354105	id-42994	4.59e-07	+	CTGCCCTTGCCTAACTAGCCCAGAAGAGGTCGGGC	UpstreamP1_CTCF	10
chr17	56354603	56354753	id-42995	2.4e-05	+	TATTTTACATCTGTGCCACCCAATAGGGGGAGCCA	V_CTCF_BR	39
chr17	56381754	56381904	id-42996	2.78e-09	+	CCGCACCTTCTCCGCCCGGCCACCAGGTGGCCCTG	UpstreamP1_CTCF	40
chr17	56385781	56385931	id-42997	1.18e-09	+	TGGTGGGCAGCAAGCAGGGCCACCAGGTGGCAGCA	V_CTCF_BR	40
chr17	56390338	56390488	id-42998	1.34e-06	+	ATTCTGTGATTCTAATAAGCCACCAGGTGACACTC	UpstreamP1_CTCF	15
chr17	56394854	56395004	id-42999	1.21e-06	+	CTGGCACCATCCTTCTATCCCACGAGGGGGCAATA	Upstream_CTCF	40
chr17	56397315	56397465	id-43000	1	+	NA	NONE	0
chr17	56402186	56402336	id-43001	2.27e-05	-	AGAGGCAGATCGCGCTGCGCAACCAGCGGGAGACG	V_CTCF_BR	9
chr17	56403384	56403534	id-43002	3.4e-06	-	GAGGCCAAAGGTTTCTGGAGCTGCAGGGGGCAGAG	V_CTCF_BR	9
chr17	56406857	56407007	id-43003	3e-06	-	CTGCTATTCTGTGGGGGTGCCACACGAGGGCCCCC	UpstreamP1_CTCF	39
chr17	56415757	56415907	id-43004	2.6e-05	-	TTCCTTGAACCCCATCCAGCCTGCAGGTGGGGCTC	UpstreamP1_CTCF	19
chr17	56422321	56422471	id-43005	1.73e-05	+	CAAAATCAACTCAAGAGCAACACCAGGTGGCTGAG	V_CTCF_BR	8
chr17	56452785	56452935	id-43006	1	+	NA	NONE	0
chr17	56492845	56492995	id-43007	2.27e-06	-	CTGGTAGCATGAGTGGTGGCCACCAGCTGCAGCTG	V_CTCF_BR	12
chr17	56495037	56495187	id-43008	1.04e-06	-	GATGCAGTTTAGCTGTGGCTCAGTAGAGGGAGTAG	Upstream_CTCF	40
chr17	56505073	56505223	id-43009	1	+	NA	NONE	1
chr17	56510650	56510800	id-43010	2.1e-05	-	ACGCTACGTCTTTGGATGTCCAGTAGGTGTCCCAA	UpstreamP1_CTCF	28
chr17	56524969	56525119	id-43011	1.48e-06	-	TGGTCACTGTAACCACTCAGCAGTAGAGGGCACCC	V_CTCF_BR	40
chr17	56564942	56565092	id-43012	1.28e-06	-	GGGCGGCGGGGAGCAACCGCCGCTGGAGGGCGCAT	V_CTCF_BR	17
chr17	56590737	56590887	id-43013	2.8e-05	+	GGGGGGATTCAGTCCCACGCCTCTAGAGGGCCTTC	Upstream_CTCF	11
chr17	56595758	56595908	id-43014	1.77e-05	+	GGTTCAGTCTTGGTCATCTCCGACTGGCGGCGCTA	Upstream_CTCF	11
chr17	56596048	56596198	id-43015	6.46e-07	-	TATCGCGGGGCCACGGCGACCTCCAGCGGCCACCC	V_CTCF_BR	40
chr17	56598309	56598459	id-43016	4.03e-06	+	TTGCGATTCCGTTCCTTCACCACCAGGCGGGTCAT	UpstreamP1_CTCF	40
chr17	56602593	56602743	id-43017	1	+	NA	NONE	10
chr17	56604779	56604929	id-43018	1.59e-06	+	ACTGCATCAGGCAGGTCAACCAGCAGGGGGTTCTG	V_CTCF_BR	38
chr17	56611830	56611980	id-43019	1.83e-05	-	TGAAGCAGAGTTGGCCAGGCCACCTGCTGGCTGGA	V_CTCF_BR	21
chr17	56618713	56618863	id-43020	1.41e-08	+	CTGCAAGACACACTGATGGCCTCAAGGGGGAGGCC	UpstreamP1_CTCF	40
chr17	56655093	56655243	id-43021	4.7e-06	+	ACCCGGTTCCTGTCAACAGACGCCAGGGGGCGTTG	V_CTCF_BR	40
chr17	56655426	56655576	id-43022	1	+	NA	NONE	3
chr17	56665117	56665267	id-43023	8.17e-10	+	TTGCACTGACCCCTTTGCACCAGCAGAGGGTGCCA	UpstreamP1_CTCF	40
chr17	56668922	56669072	id-43024	4.01e-05	+	TCGTCATTAGTCTCAATCACCACTAGGGCGAGGAA	Upstream_CTCF	32
chr17	56672697	56672847	id-43025	1	+	NA	NONE	0
chr17	56672921	56673071	id-43026	2.58e-05	+	AGTCAAGTGCAAAGAGAGGCCACCTGGAGGAGCTC	Upstream_CTCF	16
chr17	56682847	56682997	id-43027	1.93e-05	+	CCTGCAATTCCTTACTATTCCACCCGGGCCCTCTC	Upstream_CTCF	8
chr17	56709040	56709190	id-43028	4.01e-05	-	ACGTGTAGAACGCTGGAAACCGCGAGAGGGAGATA	V_CTCF_BR	36
chr17	56756654	56756804	id-43029	1	+	NA	NONE	14
chr17	56770059	56770209	id-43030	1	+	NA	NONE	22
chr17	56788443	56788593	id-43031	6.46e-07	+	TAATATCAGTGAAGAGCCTCCAGTAGGGGGCACTC	V_CTCF_BR	38
chr17	56948221	56948371	id-43032	1.83e-05	+	GCCGCCTGTGGGAATAGCCCCTCAAGGTGTCACCC	V_CTCF_BR	9
chr17	57037502	57037652	id-43033	1	+	NA	NONE	37
chr17	57082348	57082498	id-43034	9.11e-08	-	GCAACAGTTCCATGAAGGGCCACAAGGTGGAGGTG	Upstream_CTCF	39
chr17	57184409	57184559	id-43035	1.83e-05	-	GTCTGCGCTTTCCACCAGTACGCCAGGTGGCTCCG	V_CTCF_BR	37
chr17	57243359	57243509	id-43036	1.09e-06	+	TATGCACTGCCACTATTTGCCATTAGGGGTGCCCT	Upstream_CTCF	40
chr17	57255901	57256051	id-43037	5.41e-06	-	GCAGCAATCCTGAGACTTCCCCCTGGGAGACACAC	Upstream_CTCF	6
chr17	57297791	57297941	id-43038	6.73e-07	+	GTGCGCTGCACCAGTGGCACCGGCTGGGGGCGAGC	UpstreamP1_CTCF	39
chr17	57298418	57298568	id-43039	8.58e-08	+	CGTGCAGAACCGAGGGTACCCCGCGGGGGGCACCG	Upstream_CTCF	12
chr17	57388445	57388595	id-43040	5.37e-06	+	TAGTTATGCCCTTATTTTACCACGAGAGGTCTCCC	UpstreamP1_CTCF	40
chr17	57394403	57394553	id-43041	2.77e-07	+	ATGCAATGACTAGACGTTACCACTGGATGGTGCAT	UpstreamP1_CTCF	39
chr17	57401639	57401789	id-43042	3.88e-06	-	AGGCACTCGAATCACTTGAACTGCAGAGGGCTGCA	V_CTCF_BR	15
chr17	57407030	57407180	id-43043	3.29e-05	+	CCTGCATACACACAGCAGGCCTGAAGGGGTCCTCA	Upstream_CTCF	40
chr17	57443497	57443647	id-43044	1	+	NA	NONE	22
chr17	57464786	57464936	id-43045	1	+	NA	NONE	5
chr17	57513132	57513282	id-43046	7.6e-05	-	TGGTTGTTGCCAGGGTCTGGAGGTAGGGGGTGATG	UpstreamP1_CTCF	37
chr17	57518262	57518412	id-43047	3.09e-07	-	TGCCTTGATAGAAGAGGAACCACTAGGTGGCAGCA	V_CTCF_BR	40
chr17	57529107	57529257	id-43048	1	+	NA	NONE	10
chr17	57542469	57542619	id-43049	1	+	NA	NONE	10
chr17	57566341	57566491	id-43050	2.72e-05	-	AAGCACTTCACTCCTATGCCCACAGTGGGGCATGT	UpstreamP1_CTCF	2
chr17	57598960	57599110	id-43051	2.32e-08	+	GATGTAATTTCCTAGACAGCCACTGGAGGGCAGCA	Upstream_CTCF	40
chr17	57612055	57612205	id-43052	9.62e-05	+	GTGTAATTAGACAGATTGTCCTTTAGGGGCACTAA	UpstreamP1_CTCF	33
chr17	57636443	57636593	id-43053	7.23e-07	-	TCTGTAAATCTTTCAGTGACCTGAAGGTGGCAAGC	Upstream_CTCF	36
chr17	57638486	57638636	id-43054	9.81e-06	-	GACAGAAGGGATAAACAGCCCTCTAGGGGGCAGGA	V_CTCF_BR	40
chr17	57685273	57685423	id-43055	1.85e-05	-	GTGGAAATAACAGAGTAGGCCAGGTGGAGGCGCTG	Upstream_CTCF	37
chr17	57811567	57811717	id-43056	5.93e-06	-	ACAGTGTTTTTTCCTATATCCACTAGGGGTCATGG	Upstream_CTCF	3
chr17	57824317	57824467	id-43057	8.21e-06	+	ATATATCTATATTTGGCTGCCACTAGGTGGCATTG	V_CTCF_BR	38
chr17	57830917	57831067	id-43058	1.21e-06	+	GATGTATGTACAATTTTTGACACTAGGTGGAGCAG	Upstream_CTCF	39
chr17	57860726	57860876	id-43059	4.43e-05	+	TTGGCTTTCTATCGTGTTTCCACTAGATGTCTGTG	V_CTCF_BR	11
chr17	57863828	57863978	id-43060	5.92e-05	+	ACTTTAGTACCATTTGAAGACTCTGGGTGTCAGTT	Upstream_CTCF	18
chr17	57916631	57916781	id-43061	6.82e-05	-	TTTCTGATGTCATGTTTGGTCAACTGAGGGCAGCA	V_CTCF_BR	14
chr17	57924253	57924403	id-43062	1	+	NA	NONE	18
chr17	57930678	57930828	id-43063	4.31e-05	-	AGTTAGACCTGGCCTCCGGCCACTAGGAGGCCACC	UpstreamP1_CTCF	40
chr17	57936905	57937055	id-43064	1.92e-05	-	TTGAAATGAATGCTTTGAACCACAGGAGGGAGATG	UpstreamP1_CTCF	35
chr17	57946900	57947050	id-43065	5.92e-05	-	CGAGCAATACCTGTTAATACCACAAGGAACACAAT	Upstream_CTCF	16
chr17	57971158	57971308	id-43066	3.86e-05	+	ACTGCCGCTGCTGTTACAGCCACCAGGAGTTTTAT	Upstream_CTCF	26
chr17	57976584	57976734	id-43067	2.39e-05	-	TTCCTGCTACTCAGTGTTACCTCTAGAAGGCTCAC	UpstreamP1_CTCF	15
chr17	57991738	57991888	id-43068	1.15e-07	+	TGGTCATTGTCCAACATTACCACCAGATGGCAGCA	V_CTCF_BR	39
chr17	58008219	58008369	id-43069	1	+	NA	NONE	4
chr17	58081945	58082095	id-43070	7.49e-07	+	TTGAAGCTGTAGAACTGAGCCACAAGAGGGAACTG	UpstreamP1_CTCF	1
chr17	58083161	58083311	id-43071	3.11e-05	-	TGCTATTCCCTGACCAAGGCCTGCTGGAGGCGGTA	V_CTCF_BR	6
chr17	58085819	58085969	id-43072	2e-06	+	ACTGCTGTTCGTCCCTAGCTCTGAAGGGGGTGCCC	Upstream_CTCF	4
chr17	58114560	58114710	id-43073	3.65e-07	-	CTGTCCAGTCTCGTACCCGCCACTGGGTGGCGCAC	V_CTCF_BR	40
chr17	58155977	58156127	id-43074	5.51e-07	+	GGTGGGGCCGGGGCCGGGGCCAGCAGGGCGCGCCG	V_CTCF_BR	36
chr17	58185476	58185626	id-43075	5.34e-06	-	ATGGTAACAGTGTGTTCAGCCACAAGAGGGAGAAC	V_CTCF_BR	26
chr17	58217287	58217437	id-43076	5.96e-07	-	TGTAGCGCGGACGCGGCTTCCGGTAGGTGGCGGAG	V_CTCF_BR	36
chr17	58219570	58219720	id-43077	3.81e-05	+	CTGTAATCCCAGGGAGGCTGAGGTAGGAGGAGCAC	UpstreamP1_CTCF	37
chr17	58220344	58220494	id-43078	1.39e-07	+	AAGTATTAGACGAGCAGGGACAGCAGAGGGCGCCA	V_CTCF_BR	40
chr17	58232060	58232210	id-43079	1	+	NA	NONE	9
chr17	58236960	58237110	id-43080	1.61e-05	+	GATTTCTCCCAAGCAGGTACCACCAGGTGTCCCCA	UpstreamP1_CTCF	3
chr17	58240539	58240689	id-43081	8.21e-06	+	CAGGCTGCCGTGTCTTAAAACTCCAGGGGGCGCCT	V_CTCF_BR	30
chr17	58252185	58252335	id-43082	6.8e-06	-	TCTGCATGGAGTCTCTCCACCACTTGGTGGCATTG	Upstream_CTCF	36
chr17	58306916	58307066	id-43083	1	+	NA	NONE	22
chr17	58308609	58308759	id-43084	1.03e-05	+	CTGAAATGCTAGCTTTGGAAAAATAGAGGGCAGCA	UpstreamP1_CTCF	39
chr17	58364900	58365050	id-43085	1.32e-05	+	ATTGCGATTCTATAACAGGACTTCAGAGGGAGCAC	Upstream_CTCF	2
chr17	58393165	58393315	id-43086	1	+	NA	NONE	29
chr17	58469721	58469871	id-43087	1.85e-05	-	AAGTCACCACCCCCCGTCGCCAGCGGAGGCGCCCG	Upstream_CTCF	34
chr17	58498808	58498958	id-43088	1	+	NA	NONE	13
chr17	58513389	58513539	id-43089	1.57e-08	-	GCTGTAGTGTCTCACAATTCCTCTAGGTGGCAGTG	Upstream_CTCF	40
chr17	58567633	58567783	id-43090	1	+	NA	NONE	3
chr17	58647221	58647371	id-43091	3.11e-05	-	AAAACCTTACTAGCTCTGTCCACTAGGTGGCATTT	V_CTCF_BR	40
chr17	58651003	58651153	id-43092	1	+	NA	NONE	15
chr17	58654996	58655146	id-43093	5.68e-06	+	TCTTTCTTTTAACTGAGCGCCACAAGAGGTCAGCC	V_CTCF_BR	31
chr17	58663760	58663910	id-43094	9.51e-07	-	CCAGCCTCCTGACCTAGTGTCAGCAGAGGGCACAA	V_CTCF_BR	38
chr17	58678612	58678762	id-43095	3.63e-05	-	ATCTGGAGAACTGACACCACCGGTAGGAGGCAACC	V_CTCF_BR	40
chr17	58716210	58716360	id-43096	6.36e-11	-	ATGCAATTCCAGCAGGCAGCCACTAGAGGGCACCT	UpstreamP1_CTCF	40
chr17	58717989	58718139	id-43097	3.88e-06	-	CAACAATAGACACTGGGGACCACTAGAGGGAGAAG	V_CTCF_BR	40
chr17	58719240	58719390	id-43098	4.68e-05	-	AGCCAATTCCCTTTTTTCCTCAGTAGAGGGTGCTG	UpstreamP1_CTCF	40
chr17	58733937	58734087	id-43099	2.1e-05	-	CTGCTCGGAGCATACGCTGCCTCCAGCGGCCCAAT	UpstreamP1_CTCF	3
chr17	58756815	58756965	id-43100	2.1e-05	-	CTGAAATGTGCTTACGTGACAGCCTGGGGGCGAAC	UpstreamP1_CTCF	0
chr17	58798228	58798378	id-43101	4.48e-07	+	GCGGTACTTCAATGACCTAACACTAGGTGTCGCTA	Upstream_CTCF	40
chr17	58823017	58823167	id-43102	1	+	NA	NONE	18
chr17	58978628	58978778	id-43103	2.28e-05	+	CCTTTCTTTTCTTGCTTATGCAGCAGGAGGCAGCA	Upstream_CTCF	14
chr17	59049247	59049397	id-43104	1.92e-06	+	GTGTACTTGGTGGCTGCATCAGGCAGGTGGCGATG	UpstreamP1_CTCF	40
chr17	59078364	59078514	id-43105	2.8e-05	+	TCTGCAGTTCTCTAGAGTTCCTGCAAGTGTCTCCT	Upstream_CTCF	32
chr17	59079745	59079895	id-43106	2.4e-05	+	AAATGGTTAATGAGACATGCCTCTAGAGGGCAATA	V_CTCF_BR	40
chr17	59119810	59119960	id-43107	8.23e-05	-	ATGTAATGGCTTACTACTGCCAACAGTGGTGGTTC	UpstreamP1_CTCF	14
chr17	59209031	59209181	id-43108	1	+	NA	NONE	1
chr17	59234990	59235140	id-43109	4.17e-05	+	ATTTCAGTGGAGAGGCTCGCCAGCAGGGCGCCAGC	Upstream_CTCF	25
chr17	59314744	59314894	id-43110	3.4e-06	+	TAAAAGCTGGCCATCCCCGCCAGCAGCGGCAACCC	V_CTCF_BR	8
chr17	59325018	59325168	id-43111	1	+	NA	NONE	6
chr17	59378391	59378541	id-43112	1.93e-05	+	TCAAAGTCAAAATGTGTGTGCACCAGGGGTCAGCA	V_CTCF_BR	7
chr17	59385679	59385829	id-43113	4.14e-05	-	CTGCAGAAATTCACTGAACACTAGAGGGGGCGGTG	UpstreamP1_CTCF	24
chr17	59387300	59387450	id-43114	1	+	NA	NONE	18
chr17	59392231	59392381	id-43115	2.1e-06	+	TGAGAAATGTTGATTTCAGCCACCAGAGGGAATTC	Upstream_CTCF	31
chr17	59395181	59395331	id-43116	3.65e-07	+	GGAATCTCCTCCCTTTTAGCCACCTGAGGGCAGAC	V_CTCF_BR	5
chr17	59414738	59414888	id-43117	3.81e-05	+	CAAAGAAGTCAGCTTGCAGCCTCTAGGAGGAGACG	V_CTCF_BR	11
chr17	59426836	59426986	id-43118	1.03e-06	-	GTAGGCAATCAGACTGTCTACACCAGGGGGCAGTG	V_CTCF_BR	36
chr17	59429701	59429851	id-43119	5.41e-06	-	GAAGAAATGCCAATTCCTCCCTCGAGGAGGAAGCA	Upstream_CTCF	11
chr17	59432382	59432532	id-43120	1.37e-05	+	GCTGGGCCTCCAGACACCTCCGCCAGCTGGGGAGG	Upstream_CTCF	13
chr17	59436295	59436445	id-43121	3.65e-07	-	CCCACTTTCTCTGAGGATGCCTGCAGGGGGCACAG	V_CTCF_BR	37
chr17	59463259	59463409	id-43122	4.14e-06	-	CCCTCTCCAGCCTCCCTCCCCAGCAGGTGTCTCTG	V_CTCF_BR	11
chr17	59467409	59467559	id-43123	3.06e-08	-	CTCATGCGCGGCCGGCCCGGCACTAGGGGGCGCTG	V_CTCF_BR	40
chr17	59471101	59471251	id-43124	2.6e-06	+	GAACACTAGCCTGGCCCCAGCAGCAGGGGGTGCTG	V_CTCF_BR	40
chr17	59474779	59474929	id-43125	1.55e-05	-	TAGGAATGCCCGAGGCTCACCGAAAGCTGGCGCTG	V_CTCF_BR	19
chr17	59476736	59476886	id-43126	1.06e-05	+	GGGGTCGTGTCAATGCTTTGCACTTGGGGCCGGCG	Upstream_CTCF	11
chr17	59486984	59487134	id-43127	1.15e-07	-	CGCGGAGCTGCGGGAGCGGCCGGCAGGGGGAGTCC	V_CTCF_BR	37
chr17	59488271	59488421	id-43128	7.42e-09	+	CCTACGTACAGGGCTGCGGACACCAGGGGGCAGCA	V_CTCF_BR	38
chr17	59488952	59489102	id-43129	1.97e-06	-	TGGGATCCGGGCGGCTTAGCCGCTAGGGGTCTCTC	V_CTCF_BR	32
chr17	59489832	59489982	id-43130	1.05e-08	+	TCGGCAACTCCTCACAGGTCCACGAGATGGCGCTG	Upstream_CTCF	40
chr17	59494336	59494486	id-43131	1.41e-08	+	GGGCAGTGGCTCCCTCCTACCACTAGGTGGGGATC	UpstreamP1_CTCF	40
chr17	59503507	59503657	id-43132	2.1e-05	+	GGGCAGCATGTGGAGCCTCCCATTTGGGGGCGCTG	UpstreamP1_CTCF	36
chr17	59504529	59504679	id-43133	3.03e-05	-	CAAATTGTTCTAGCTTTGGCCACTGGGAGGCTGAG	Upstream_CTCF	27
chr17	59515255	59515405	id-43134	5.34e-06	-	ACAATCCTAAGCCTTACCCCCACAAGGGGGAACAA	V_CTCF_BR	2
chr17	59528122	59528272	id-43135	1	+	NA	NONE	18
chr17	59539086	59539236	id-43136	2.78e-06	-	TAATGTAGGGGAACACCAGCCAGAAGGGGTCAGAA	V_CTCF_BR	4
chr17	59541123	59541273	id-43137	3.8e-08	+	GGCAGTTACAAAATGGTGGCCTGCAGGGGGCGGGA	V_CTCF_BR	32
chr17	59548096	59548246	id-43138	3e-06	+	CTGCCACTACCTCCCACGCCCAGCAGGGTCCTGTG	UpstreamP1_CTCF	24
chr17	59556555	59556705	id-43139	5.72e-07	-	ATGCAGTGGGGGTGGCCGGGCTGGGGAGGGCAGTA	UpstreamP1_CTCF	9
chr17	59558896	59559046	id-43140	1.1e-05	+	CTGGGCAGGGCAGATGCCACCAGCAGGGGCAGAGG	V_CTCF_BR	14
chr17	59564212	59564362	id-43141	7.44e-06	-	TGGGAACTACTTCAATTAGACAGCAGGGGGAATGT	Upstream_CTCF	15
chr17	59570263	59570413	id-43142	2.27e-05	-	CTTGGGCAGAGCTGACTCACCCACAGGGGGAGGGC	V_CTCF_BR	23
chr17	59572132	59572282	id-43143	2.97e-06	-	GATGAGCCCCAAACCCCTGGCAGTGGGGGGCGCTC	V_CTCF_BR	3
chr17	59588924	59589074	id-43144	8.71e-06	-	GGACAGGAAGTTTCCTAGCCCAGCAGGGGCCAGCA	V_CTCF_BR	9
chr17	59628640	59628790	id-43145	1.7e-05	-	GAAGCCATTCATATTCTCAACAGTAGAGGTCCTCA	Upstream_CTCF	39
chr17	59652336	59652486	id-43146	8.21e-06	-	AAACATATGGAAAGTCCTGGCTGCAGATGGCAGCA	V_CTCF_BR	37
chr17	59657560	59657710	id-43147	5.98e-05	-	ATGCACGCGTGTCACCACGCTAACAGGCGGCAGGA	UpstreamP1_CTCF	20
chr17	59660718	59660868	id-43148	2.8e-05	-	AAAGCATTTATCTTTCATTCCACAAGGTGGTGTGT	Upstream_CTCF	39
chr17	59713408	59713558	id-43149	1.1e-05	+	GATTGCTGCCTCATTTTCAGCACTAGATGGCGCCT	V_CTCF_BR	40
chr17	59764667	59764817	id-43150	2.27e-06	-	GCTAAGTGCTGGTGTCTAGTCAGCAGGTGGAGCTC	V_CTCF_BR	6
chr17	59807178	59807328	id-43151	4.11e-07	-	CAGCATCTCTAGCATTTACCCACTAGATGCCGGTA	UpstreamP1_CTCF	22
chr17	59833954	59834104	id-43152	1.69e-05	-	GAGCAAATGCAGGATTTCCCCACTAGGTTGCATTC	UpstreamP1_CTCF	14
chr17	59914701	59914851	id-43153	1.84e-05	-	GTGTGGAAGACACTTGGGTCCAGCAGAGTGCGCTG	UpstreamP1_CTCF	40
chr17	60023923	60024073	id-43154	1	+	NA	NONE	0
chr17	60143382	60143532	id-43155	1.26e-07	-	GATGGCGCTATGTTAGTGGCCACCAGCTGGCTGCC	V_CTCF_BR	39
chr17	60145308	60145458	id-43156	1	+	NA	NONE	6
chr17	60186903	60187053	id-43157	2.38e-07	-	TAGGTGCACCCACCCATGGCCACCGGAGGGTGCCA	V_CTCF_BR	40
chr17	60208260	60208410	id-43158	1	+	NA	NONE	1
chr17	60216300	60216450	id-43159	1	+	NA	NONE	9
chr17	60257071	60257221	id-43160	9.41e-05	-	TCCCAGAGGGAAAATATTTCCACCAGGGGACACAA	V_CTCF_BR	26
chr17	60275348	60275498	id-43161	1.63e-05	+	TCAGTGGTGCGTGATGACACCAGGAGGGGTCCTCA	Upstream_CTCF	0
chr17	60284148	60284298	id-43162	5.08e-05	-	CCTCAGTACCACGCTCCTGCCGCTGGGAGCAATCT	UpstreamP1_CTCF	11
chr17	60304094	60304244	id-43163	7.84e-05	-	AAAACATTACAGCAAATGCGCACATGAGGGCGCTC	V_CTCF_BR	29
chr17	60462752	60462902	id-43164	1	+	NA	NONE	0
chr17	60494299	60494449	id-43165	1	+	NA	NONE	8
chr17	60498842	60498992	id-43166	2.58e-05	+	GAAGAGTTCTCCTTACTTACCACCAGAGGGACCCT	Upstream_CTCF	40
chr17	60501235	60501385	id-43167	1.77e-05	+	GGTGCACCTGCAGTCCTCGCCGATAAGAGGCAGCA	Upstream_CTCF	39
chr17	60562447	60562597	id-43168	8.16e-07	-	CCAAGAGGCTGAACCAGTCCCACTAGATGGCACCA	V_CTCF_BR	30
chr17	60630621	60630771	id-43169	1	+	NA	NONE	39
chr17	60670135	60670285	id-43170	1.75e-07	-	CTGTCACTGTCTCCCATGACCACCAGATGGGACCG	UpstreamP1_CTCF	24
chr17	60678917	60679067	id-43171	1	+	NA	NONE	23
chr17	60704995	60705145	id-43172	7.27e-06	+	ACCCGGAGGAGGACGCGAGCCCCTTGCGGGCGGTC	V_CTCF_BR	15
chr17	60715295	60715445	id-43173	1	+	NA	NONE	16
chr17	60731068	60731218	id-43174	2.27e-06	+	TGTGAAAAGGGGAAGGTGGCCGGTAGAGGGAAACC	V_CTCF_BR	12
chr17	60745815	60745965	id-43175	1	+	NA	NONE	6
chr17	60749002	60749152	id-43176	2.01e-05	-	TGCCAGCTGCGCTTCTCGGCCTGCAGGCGGTAGCA	UpstreamP1_CTCF	12
chr17	60749773	60749923	id-43177	8.16e-07	+	TCCCAGCTGCCCTTCCCTGCCAGAAGGTGGCATCA	V_CTCF_BR	40
chr17	60758228	60758378	id-43178	1	+	NA	NONE	6
chr17	60767566	60767716	id-43179	9.51e-07	+	ACATGGAGCTGCTGCTGGGCCACAAGGAGGCGCGA	V_CTCF_BR	24
chr17	60770633	60770783	id-43180	7.16e-08	-	GGTGCTGCTCCTCCTGGATCCACTAGAGGGTGAAC	Upstream_CTCF	40
chr17	60771012	60771162	id-43181	6.51e-05	+	TTTTGCGTCTGTCTCTGGGCCTCTAGGGGACACTC	V_CTCF_BR	11
chr17	60781232	60781382	id-43182	1.82e-07	+	TCGGCGCGGCTCGCCCTGGGCACTAGGGGTCGCCC	V_CTCF_BR	40
chr17	60782718	60782868	id-43183	3.11e-05	+	CTTTGCGGGGTTATTTTTGCCTCTGGGTGGTGGTC	V_CTCF_BR	12
chr17	60797903	60798053	id-43184	2.43e-06	-	GAAAAATTCCTTCATGCTTCCAGCAGGGGGAGGGG	V_CTCF_BR	38
chr17	60802182	60802332	id-43185	1	+	NA	NONE	4
chr17	60805365	60805515	id-43186	1.03e-06	-	TTGCAGTGAGCTATGATTGCCACTGGGCGACAGAG	UpstreamP1_CTCF	17
chr17	60828180	60828330	id-43187	2.4e-05	+	TTAATGAGCTGTGCTGGTAGCAACAGATGGCGCCC	V_CTCF_BR	6
chr17	60832555	60832705	id-43188	4.68e-07	+	CATGCCCAAGCTCCAGGTGACAGCAGAGGGCAGGA	V_CTCF_BR	22
chr17	60857738	60857888	id-43189	1	+	NA	NONE	10
chr17	60868174	60868324	id-43190	6.23e-05	-	TTCCACTTCCTGCAGGTGACCACTTGGCTGCTGTG	UpstreamP1_CTCF	5
chr17	60868605	60868755	id-43191	1	+	NA	NONE	14
chr17	60936631	60936781	id-43192	1	+	NA	NONE	6
chr17	60953157	60953307	id-43193	1	+	NA	NONE	6
chr17	60975709	60975859	id-43194	1	+	NA	NONE	8
chr17	60988513	60988663	id-43195	3.65e-05	+	CTGCCATTGCTCTCAGCTGCCTGTAGAGCCAGTTG	UpstreamP1_CTCF	2
chr17	61043545	61043695	id-43196	4.88e-06	+	CGGCGGCGCTAGCGAGCGGCCGGCGGGGCGCGGGT	UpstreamP1_CTCF	4
chr17	61045898	61046048	id-43197	5.01e-06	-	GTAACACCTCTTCCTACAGACAGTAGGGGGTGGCA	V_CTCF_BR	40
chr17	61064628	61064778	id-43198	4.3e-08	+	GTGCAGTGGCTACTGGCCCCCAGATGAGGGCGCAC	UpstreamP1_CTCF	38
chr17	61072803	61072953	id-43199	3.47e-07	+	AGCTAGCTCCCAGTATTGGCCACCAGATGGCCCTG	UpstreamP1_CTCF	40
chr17	61159740	61159890	id-43200	2.27e-06	+	AAGTTTGAAGAGCTAGTTCCCACAAGGGGGCAGAA	V_CTCF_BR	39
chr17	61184280	61184430	id-43201	1	+	NA	NONE	9
chr17	61190658	61190808	id-43202	1.71e-06	+	TCTTAGAGGAGGATTTTAAACACCAGAGGGCAGAG	V_CTCF_BR	33
chr17	61193683	61193833	id-43203	4.88e-05	+	GAAGCTATCCTACTATCCCCTGGAAGGGGGAGCTC	Upstream_CTCF	31
chr17	61202035	61202185	id-43204	1	+	NA	NONE	4
chr17	61262941	61263091	id-43205	1.83e-05	-	ACAAACAAAATAGCATCTGACAGTAGGGGGCAAAG	V_CTCF_BR	21
chr17	61309990	61310140	id-43206	9.25e-06	-	CCTGACTGGGTGAGAACCCCCAACAGGGGTCGCCA	V_CTCF_BR	10
chr17	61472535	61472685	id-43207	1	+	NA	NONE	15
chr17	61476801	61476951	id-43208	8.89e-06	-	CAATCATTTCCTGCAAAGGCCACAAGGAAGAGGCT	Upstream_CTCF	17
chr17	61477307	61477457	id-43209	1.32e-05	+	GCTGCTGTCTCTGGAGCCCCACCCTGAGGGAAGCC	Upstream_CTCF	10
chr17	61479095	61479245	id-43210	3.29e-05	-	CATGTATTTCCAGGGTTGGCCTCCAGAGTTGCTAG	Upstream_CTCF	14
chr17	61483123	61483273	id-43211	1.48e-06	+	ACTACAGGCAGATTTGCAACCACTAGAGGGCAATA	V_CTCF_BR	40
chr17	61484212	61484362	id-43212	2.78e-06	-	TCAAGTAAATGCTCAAGCTCCACTAGATGGCACTG	V_CTCF_BR	40
chr17	61490574	61490724	id-43213	1	+	NA	NONE	0
chr17	61502861	61503011	id-43214	1.95e-07	+	TGTGCTTCACCATAGTTTACCACTAGGTGTCACTG	Upstream_CTCF	40
chr17	61503858	61504008	id-43215	1	+	NA	NONE	9
chr17	61509392	61509542	id-43216	2.1e-05	-	GCGGTTGTCCAGTCTCGACCCAGCAGAGGCAGTGT	Upstream_CTCF	11
chr17	61510770	61510920	id-43217	2.27e-05	+	AGAGGCAGCAGCTCCAGCAGCCCCAGGGGGCTCTA	V_CTCF_BR	10
chr17	61511455	61511605	id-43218	2.96e-05	+	CCTACCCAAAGCCTTCTGCACTGAAGGGGGCAACA	V_CTCF_BR	21
chr17	61512394	61512544	id-43219	8.03e-07	-	TGGGCACCGCCCTGCTGGGCCTGAAGGAGGCACTG	Upstream_CTCF	35
chr17	61513308	61513458	id-43220	2.58e-07	+	TTTGCCATACCTGAAGAGGCAGGCAGGTGGCGGGG	Upstream_CTCF	15
chr17	61514207	61514357	id-43221	1.22e-07	+	CAAGCACTGCCTTGCTCCTGCCCCAGGGGGAGGCG	Upstream_CTCF	32
chr17	61517869	61518019	id-43222	3.91e-06	-	TCTGTGAGCCCAGGCGTCTCCTCTAGAGGGCCTAG	Upstream_CTCF	23
chr17	61519924	61520074	id-43223	3.22e-07	+	CCTGCAGACCAGAACCTTGCAACCAGAGGGAGCTC	Upstream_CTCF	38
chr17	61523400	61523550	id-43224	7.61e-08	+	GCCGCAGTCCAGTGCGCGGCCGCAAGGGGCAGGTG	Upstream_CTCF	39
chr17	61524117	61524267	id-43225	5.55e-07	+	CCTGCCCGGGCCCAGGAGGCCACTAGATGTCAGAC	Upstream_CTCF	28
chr17	61524811	61524961	id-43226	2.04e-05	+	GCACACCTTCCACGAGCAGACACAAGGGGCCGACA	V_CTCF_BR	6
chr17	61554583	61554733	id-43227	1.01e-08	+	GTGCTGTTCCAGAGCGTGGCCGCCAGCTGGGCGCA	UpstreamP1_CTCF	11
chr17	61556366	61556516	id-43228	7.42e-09	-	CCGTACCTGGGTCCAGGGACCAGCAGGTGGCAGTC	V_CTCF_BR	40
chr17	61562222	61562372	id-43229	3.8e-08	-	GATGCCTCCTGGCTGGGGACCAGCAGAGGGTGCCC	V_CTCF_BR	10
chr17	61565695	61565845	id-43230	1.37e-05	-	CCTGCAGGGCCTCAGCAGTCCTGTGAGGGGCGTGC	Upstream_CTCF	19
chr17	61567673	61567823	id-43231	3.28e-07	-	CTGCCATGTCCCCTCCGCACCACCTGAGGTCGGTG	UpstreamP1_CTCF	13
chr17	61574113	61574263	id-43232	1	+	NA	NONE	0
chr17	61575320	61575470	id-43233	3.06e-08	-	GCACTAGGCTGGTGTGTGCCCTCCAGGGGGCACCC	V_CTCF_BR	39
chr17	61600935	61601085	id-43234	1.56e-05	+	GATGTCCCCAACACCTTCTCCTCCAGGGGGACCCG	Upstream_CTCF	8
chr17	61612159	61612309	id-43235	2.97e-06	+	CCTTATCACCCCAGCCTGTCCAGCAGGGGGTGTCC	V_CTCF_BR	10
chr17	61642104	61642254	id-43236	1	+	NA	NONE	9
chr17	61651099	61651249	id-43237	4.88e-05	-	AAGGGATAACCAGGAATGGCCACAAGAGGGACTGT	Upstream_CTCF	40
chr17	61682990	61683140	id-43238	1	+	NA	NONE	4
chr17	61689705	61689855	id-43239	1.03e-06	-	GGAGAGAGACTGCAGGGCACCACTAGGGGTCAGTG	V_CTCF_BR	40
chr17	61699088	61699238	id-43240	4.44e-06	-	GTCCTGCTCCTCCCCGTGCCCAGCACAGGGCGTGT	UpstreamP1_CTCF	22
chr17	61699320	61699470	id-43241	9.84e-05	+	CAACACCTCCCAATCTCTCCCAAGAGAGGGAGACA	V_CTCF_BR	32
chr17	61753010	61753160	id-43242	7.82e-06	-	CCTCACTGCGCCACCTGTGCCACCAGCTGAAGCAA	UpstreamP1_CTCF	9
chr17	61756691	61756841	id-43243	7.73e-06	-	CACCAGGGACTAAGCATCTACAGCAGAGGGTGCTC	V_CTCF_BR	25
chr17	61766189	61766339	id-43244	6.19e-06	-	TTGTCCTTTCTTGAGGCAGCCAGCAGGGAGCAGGT	UpstreamP1_CTCF	5
chr17	61769872	61770022	id-43245	4.51e-05	+	GGTGCAGTAGCACACACACCACATGGGTGGTGCTC	Upstream_CTCF	17
chr17	61773998	61774148	id-43246	2.2e-07	-	AAGCAACAGTAGCAGATGACCACAAGGGGGTACTG	UpstreamP1_CTCF	40
chr17	61775371	61775521	id-43247	2.6e-06	+	GCAGGGGCATTTATGATGCCCAACAGGTGGCACTG	V_CTCF_BR	40
chr17	61777989	61778139	id-43248	4.23e-08	+	GGGCGGCCGAGTCCTCCCGCCGCCAGGGGCCGCCC	V_CTCF_BR	9
chr17	61778576	61778726	id-43249	8.58e-06	-	CTGCAGCCTCCCTGCTCCCCTGCCAGGCGTCGGGC	UpstreamP1_CTCF	9
chr17	61787825	61787975	id-43250	3.63e-06	-	AGCTGGCGATTGCTTACATCCTGCAGGGGGTGCTG	V_CTCF_BR	38
chr17	61804454	61804604	id-43251	1	+	NA	NONE	8
chr17	61824911	61825061	id-43252	2.78e-06	+	AGTATGACTTCACTGTTGGCCACTAGTGGTCACAC	V_CTCF_BR	10
chr17	61851948	61852098	id-43253	1	+	NA	NONE	37
chr17	61869797	61869947	id-43254	7.44e-06	+	CCAGCAATTCCATTCCAAGCCAGTAGATTCTGACA	Upstream_CTCF	3
chr17	61903858	61904008	id-43255	7.44e-06	-	CTTGCTGGACCTGTGTGCTGCGCCAGGGGGATGGT	Upstream_CTCF	29
chr17	61904967	61905117	id-43256	1	+	NA	NONE	40
chr17	61909991	61910141	id-43257	5.17e-06	+	GCAGTCCTACTTGGGCCTGCCTGCAGGGGGGCAGA	Upstream_CTCF	25
chr17	61912305	61912455	id-43258	9.78e-07	-	GTGTGGTTATTACAGTGTTCCTGCAGATGGCAGTC	UpstreamP1_CTCF	40
chr17	61926153	61926303	id-43259	5.21e-08	+	CCAGCCCGCCAGGGAGCAGCCAGCAGAGGCCGCAA	V_CTCF_BR	31
chr17	61926574	61926724	id-43260	5.28e-05	+	GCCGCACCCTCGCGCGCCCCCGCCTGGCGGTGTAG	Upstream_CTCF	36
chr17	61934509	61934659	id-43261	1.64e-06	-	CAAGTAGTGCTGCAGTTGACCACTAGGGACTGTCC	Upstream_CTCF	40
chr17	61943562	61943712	id-43262	3.4e-06	+	CTTTTCAACCTCAATGTTTCCACTAGGTGGAGCTA	V_CTCF_BR	40
chr17	61944107	61944257	id-43263	2.72e-06	+	CTGCCTTTGCTTCTCACTGCCACAGGGTGTCAGTG	UpstreamP1_CTCF	39
chr17	61947213	61947363	id-43264	1	+	NA	NONE	25
chr17	61958829	61958979	id-43265	1.39e-05	+	CCTGGGGAGAAACCGGAGGGCAACAGAGGGAGCTG	V_CTCF_BR	28
chr17	61959709	61959859	id-43266	8.68e-11	+	GATGCAGTGCTAATACTGACCACTAGAGGGAACAA	Upstream_CTCF	40
chr17	61966425	61966575	id-43267	3.4e-06	+	CTTTTCAACCTCAATGTTTCCACTAGGTGGAGCTA	V_CTCF_BR	14
chr17	61966975	61967125	id-43268	2.72e-06	+	CTGCCTTTGCTTCTCACTGCCACAGGGTGTCAGTG	UpstreamP1_CTCF	40
chr17	61970136	61970286	id-43269	2.97e-06	-	GGTCATAACATGTAACTGAACTGCAGGGGGAGCCA	V_CTCF_BR	23
chr17	61981195	61981345	id-43270	3.4e-06	+	CTTTTCAACCTCAATGTTTCCACTAGGTGGAGCTA	V_CTCF_BR	37
chr17	61981434	61981584	id-43271	1	+	NA	NONE	28
chr17	61984869	61985019	id-43272	4.14e-06	-	GGTCATAACATATAACTGAACTGCAGGGGGAGCCA	V_CTCF_BR	40
chr17	61989101	61989251	id-43273	1.81e-11	+	GATGCAGTGCTAACACTGACCACTAGAGGGAACCA	Upstream_CTCF	40
chr17	61995816	61995966	id-43274	1.31e-05	+	CCTGGGGAGAAACCAGAGGGCAACAGAGGGAGCCG	V_CTCF_BR	30
chr17	61996682	61996832	id-43275	1.89e-10	+	GATGCAGTTCCAACACTGACCACTAGAGAGAACCA	Upstream_CTCF	40
chr17	62014827	62014977	id-43276	2.12e-06	+	CCGCAGAGACAATGGAACGACACTGGGGGGCAGCC	UpstreamP1_CTCF	5
chr17	62021190	62021340	id-43277	3.24e-06	+	GGTGCAGTTCCCCTTCCTGCCTCCAGGACCACCCC	Upstream_CTCF	38
chr17	62023646	62023796	id-43278	1.75e-07	+	TTGCAGGGACAGGAAGGGGCCGCTTGGGGGGGCTC	UpstreamP1_CTCF	5
chr17	62024230	62024380	id-43279	2.83e-07	-	CATGTCTATACTCCAACCACCACCAGAGGGAAGCA	V_CTCF_BR	40
chr17	62027276	62027426	id-43280	1	+	NA	NONE	7
chr17	62028421	62028571	id-43281	1.04e-07	-	AACACCTGGGCCCCTCTCACCAGCAGGTGGTGCCC	V_CTCF_BR	36
chr17	62032271	62032421	id-43282	1	+	NA	NONE	0
chr17	62062631	62062781	id-43283	1.39e-05	-	TGTAAAAGAAAGATCCAAGCCAACAGAGGGCAGGA	V_CTCF_BR	18
chr17	62063201	62063351	id-43284	6.43e-06	-	CGAGCGGCAGGGCGCATCTCCTGAAGGGGGCGTGC	V_CTCF_BR	21
chr17	62067856	62068006	id-43285	1.28e-08	-	GGGGCACTTCATAGCGGCTCCACCAGGGGTCACCA	Upstream_CTCF	40
chr17	62083185	62083335	id-43286	1	+	NA	NONE	6
chr17	62093624	62093774	id-43287	1.64e-06	-	ACTGTAGGGACAGCTGAAATCAGCAGAGGGCAGAA	Upstream_CTCF	38
chr17	62094853	62095003	id-43288	1.16e-05	+	AGTGCAATTCCAATTAACCCCAGTAGGGTTTTTCA	Upstream_CTCF	34
chr17	62103255	62103405	id-43289	8.43e-09	-	GGGGACCTGCTCACTTTGGCCACTAGGTGGCGGGC	V_CTCF_BR	40
chr17	62106348	62106498	id-43290	2.46e-08	+	ATTCTGGAGGAGACAACTGCCACCAGGTGGCACTA	V_CTCF_BR	40
chr17	62114001	62114151	id-43291	3.56e-05	-	CAAGGTTTGGCCGGTCAGTCCTGTAGGTGGCGACT	Upstream_CTCF	33
chr17	62132661	62132811	id-43292	4.65e-06	+	GTGACACTTCCACACTTGGCCACCGGCTGGCCCTG	UpstreamP1_CTCF	15
chr17	62133770	62133920	id-43293	4.31e-07	+	TACATCTGCATACACATAGCCAGGAGGTGGCAGTG	V_CTCF_BR	8
chr17	62141222	62141372	id-43294	2.38e-07	+	TACCAGGGCCGGCGGTCGCCCACCAGGAGGCAGCA	V_CTCF_BR	39
chr17	62159282	62159432	id-43295	7.11e-06	+	CATGCTATACACAACTTAATCTCTGGGGGGCAAGA	Upstream_CTCF	27
chr17	62198513	62198663	id-43296	1	+	NA	NONE	4
chr17	62207318	62207468	id-43297	1	+	NA	NONE	0
chr17	62207710	62207860	id-43298	1	+	NA	NONE	7
chr17	62211108	62211258	id-43299	1	+	NA	NONE	40
chr17	62213355	62213505	id-43300	5.92e-05	+	GTTGGAATTACAGGCATGAGCCCCTGTGGCCAGCC	Upstream_CTCF	1
chr17	62223023	62223173	id-43301	5.37e-06	-	TTGCGTTTCAGCGACTCCACCGCCAGCTGGTAATG	UpstreamP1_CTCF	23
chr17	62226125	62226275	id-43302	2.97e-06	+	ACAGTGGAATGGGCACTGGCAGGCAGAGGGCAGAA	V_CTCF_BR	32
chr17	62232130	62232280	id-43303	1	+	NA	NONE	13
chr17	62233753	62233903	id-43304	3.11e-05	+	TAACTGAGTCTTCCTCCTTCCACCAGAGGCCTGGC	V_CTCF_BR	6
chr17	62235285	62235435	id-43305	1.76e-05	-	CCTCTGCTTTAGGAACTGCCCTGCAGAGGGCCAGA	UpstreamP1_CTCF	3
chr17	62249964	62250114	id-43306	4.88e-06	-	GTGCTACACTCCAGAACTAGCAGAAGTGGGAGCTG	UpstreamP1_CTCF	11
chr17	62257534	62257684	id-43307	1	+	NA	NONE	18
chr17	62278000	62278150	id-43308	6.82e-05	+	ACAAAACCTTACCTGCTGCACTGCAGGAGGCAGAA	V_CTCF_BR	8
chr17	62280174	62280324	id-43309	1	+	NA	NONE	12
chr17	62291586	62291736	id-43310	1	+	NA	NONE	10
chr17	62294174	62294324	id-43311	3.97e-07	+	AGAGCTGGGTGTCAGGTGGCCAGATGGGGGCAGGC	V_CTCF_BR	30
chr17	62308356	62308506	id-43312	1	+	NA	NONE	14
chr17	62314281	62314431	id-43313	8.5e-06	+	GGTGCAGTACTCAGATTGACCTCAGGGAGCTTAGA	Upstream_CTCF	39
chr17	62317934	62318084	id-43314	1	+	NA	NONE	20
chr17	62318488	62318638	id-43315	1	+	NA	NONE	6
chr17	62359441	62359591	id-43316	4.34e-07	-	GAGTAGTTGCTTAGTTTGACCACGAGGTAGCGCTA	UpstreamP1_CTCF	40
chr17	62368738	62368888	id-43317	4.14e-06	-	AGCACAATACTAAACTTTGTCAGTAGAGGGCGCTG	V_CTCF_BR	37
chr17	62384347	62384497	id-43318	7.8e-08	+	GTAAATTTTATCTGTGCTGCCACCAGGTGGCGCAC	V_CTCF_BR	40
chr17	62398520	62398670	id-43319	3.4e-06	+	GACCGATTACCACATGAGAACACAAGAGGGCGCTC	V_CTCF_BR	40
chr17	62487260	62487410	id-43320	3.09e-06	-	GGAGGATTGCTTGAGGCCAGCAGTAGGAGGCAGCA	Upstream_CTCF	40
chr17	62488724	62488874	id-43321	1.7e-05	+	ATTGCAGTACCTTTCTCCACCACTGGAGTCGATGA	Upstream_CTCF	39
chr17	62493529	62493679	id-43322	1.54e-05	+	CTTAACTAGGCAAATGCTGCCGCCAGGTGGCCTAG	UpstreamP1_CTCF	40
chr17	62503633	62503783	id-43323	1.56e-06	-	GTGCTAGACAAAGCCCATGACTCTAGAGGGCACTG	UpstreamP1_CTCF	40
chr17	62530422	62530572	id-43324	1.9e-06	-	GCTCCAATAACACCCCACTGCAGCAGAGGGCAGCA	Upstream_CTCF	37
chr17	62543672	62543822	id-43325	1	+	NA	NONE	3
chr17	62598635	62598785	id-43326	2.27e-05	-	TCTAGCCACTTTGTGTTTACCACTAGATGTCTCAC	V_CTCF_BR	40
chr17	62611529	62611679	id-43327	1	+	NA	NONE	7
chr17	62621161	62621311	id-43328	1	+	NA	NONE	0
chr17	62632051	62632201	id-43329	1	+	NA	NONE	9
chr17	62637772	62637922	id-43330	1	+	NA	NONE	15
chr17	62645345	62645495	id-43331	1.37e-08	-	CCTGTAGCGTCACCTCTTGCCAGTAGATGGGGGTA	Upstream_CTCF	40
chr17	62658529	62658679	id-43332	6.51e-05	+	GGAGCAGGCAGGGAGCAAAGCGGCGGCGGGCGCGG	V_CTCF_BR	18
chr17	62678716	62678866	id-43333	1	+	NA	NONE	8
chr17	62709246	62709396	id-43334	2.59e-06	-	AGCCAGTGGCAAGGCTCAGCCAGCAGGAGGAGAGC	UpstreamP1_CTCF	31
chr17	62728866	62729016	id-43335	1	+	NA	NONE	11
chr17	62733141	62733291	id-43336	1.39e-05	-	CCTCCTGACTGGAAAACCGCCACAGGGAGGCAGTA	V_CTCF_BR	25
chr17	62736286	62736436	id-43337	4.44e-06	+	CCGCATCCCTGGTCACTATCCACTAGATGACAGTA	UpstreamP1_CTCF	24
chr17	62744955	62745105	id-43338	1	+	NA	NONE	2
chr17	62770618	62770768	id-43339	7.55e-07	-	TCTCCTGTTCTCTTGCTGCCCAGGAGAGGGCAGAA	V_CTCF_BR	40
chr17	62773069	62773219	id-43340	7.62e-09	+	GTGCCGTTTTCCACCCTGGCCACAAGGCGGCGGGC	UpstreamP1_CTCF	40
chr17	62782513	62782663	id-43341	1	+	NA	NONE	5
chr17	62793968	62794118	id-43342	4.38e-09	+	ACAGGGAGTGGATGGGTAGCCAGCAGGGGGCAGGG	V_CTCF_BR	36
chr17	62844049	62844199	id-43343	2.83e-07	+	CCCTGCGAGCCCGAACGGTCCACAGGGGGGCGCCA	V_CTCF_BR	40
chr17	62915583	62915733	id-43344	9.55e-09	+	GGGCGAGGTGGCGCGGCGGCCGCTAGGGGGAGCGC	V_CTCF_BR	40
chr17	62923797	62923947	id-43345	5.2e-08	+	CTGTAATGATTGTAAACAGGCACAAGAGGGCAGCA	UpstreamP1_CTCF	36
chr17	62935115	62935265	id-43346	3.83e-09	-	ACGGGAAGCAGACAGGCAGCCAGCAGGGGGCAGGG	V_CTCF_BR	40
chr17	62958032	62958182	id-43347	3.16e-06	-	GAGTCATTATGAGAACTGAACACTAGGGGGACCCA	UpstreamP1_CTCF	28
chr17	62960020	62960170	id-43348	2.97e-06	+	TTTGAGCAGGGCCTGGCACCCAGTAGGTGGTGCTC	V_CTCF_BR	16
chr17	62962198	62962348	id-43349	7.73e-05	-	ACAGAGGGCCGCGTTGCTCCCTCTAGGGAGCAGCA	Upstream_CTCF	38
chr17	62971217	62971367	id-43350	1	+	NA	NONE	9
chr17	63013622	63013772	id-43351	2.19e-05	-	GCGCTGTGGCCAGCGGGGCCCACTGCAGGCAGAGC	UpstreamP1_CTCF	9
chr17	63023493	63023643	id-43352	1.11e-05	+	GGCGTACCACCACAAGCAGCCACTGGGGGCCCTTT	Upstream_CTCF	39
chr17	63053095	63053245	id-43353	2.11e-06	-	GGGGAAGGAGCCCTTCTGCCCACAAGTGGGCTCAG	V_CTCF_BR	3
chr17	63071057	63071207	id-43354	2.01e-05	-	GTTGGAATCCAGTATCCCAACTGGAGGGGGAGCCT	Upstream_CTCF	11
chr17	63082351	63082501	id-43355	1	+	NA	NONE	0
chr17	63090184	63090334	id-43356	9.78e-07	+	CTGAAGGAGAACTCACTTACCACCAGGGGGACGGT	UpstreamP1_CTCF	39
chr17	63096190	63096340	id-43357	1	+	NA	NONE	29
chr17	63096765	63096915	id-43358	1.87e-09	-	CTGCGCGGGCGTCCACCTGCCGCCAGGTGGCGCTG	V_CTCF_BR	40
chr17	63103074	63103224	id-43359	1	+	NA	NONE	10
chr17	63133322	63133472	id-43360	1.77e-10	-	CTGCGCGGGCGCCCACCTGCCGCCAGGGGGCGCTA	V_CTCF_BR	40
chr17	63154644	63154794	id-43361	3.63e-05	+	AGGACTCAGTCAAGAAAGTCCTGGAGGGGGTGCTG	V_CTCF_BR	2
chr17	63169499	63169649	id-43362	7.84e-05	+	TGGGAACATCGCCTCCTCACGAGCAGTTGTCACGA	V_CTCF_BR	9
chr17	63181885	63182035	id-43363	1.56e-05	-	CATGCTCATTTCCATTCTGCCTCTAGGGGGTCTCC	Upstream_CTCF	22
chr17	63191181	63191331	id-43364	1	+	NA	NONE	12
chr17	63194988	63195138	id-43365	1.39e-07	-	GGTGTATGTTGTCACTTTGCCACTAGATGGCACTA	V_CTCF_BR	40
chr17	63215405	63215555	id-43366	2.11e-06	+	TGTGGCTGCTGCTATTGTTCCAGCAGGTGGCAGCT	V_CTCF_BR	38
chr17	63227315	63227465	id-43367	9.51e-07	-	CCCTCTACCTAAGTGAGAGCCAGTAGGGGGATCCC	V_CTCF_BR	36
chr17	63227944	63228094	id-43368	5.34e-06	+	GTCACCTCCTCACACTTCACCAGAAGAGGGAGTCC	V_CTCF_BR	40
chr17	63257437	63257587	id-43369	2.94e-06	+	AGGGCAGTTCTCCGGGTAGCAGCCAGGTGGCTTTT	Upstream_CTCF	29
chr17	63271440	63271590	id-43370	1	+	NA	NONE	5
chr17	63274540	63274690	id-43371	1.03e-07	+	GGTGCAGTCCCTTGAGAGGCCAGGAGGAGGGTGTC	Upstream_CTCF	40
chr17	63290410	63290560	id-43372	1.28e-06	+	GGGCCTGTGCTCAGAGCAGCCAGTAGGTGTCTCCA	V_CTCF_BR	40
chr17	63390862	63391012	id-43373	6.9e-05	+	ACTGGAAGGTGATTTTCCAACACTAGATGGGGTAA	Upstream_CTCF	11
chr17	63410731	63410881	id-43374	2.72e-05	+	ATGTTCTAGTGGGGAGGAGAAGCCAGGTGGCGATG	UpstreamP1_CTCF	15
chr17	63413367	63413517	id-43375	1.1e-05	+	TGCAAATGGTCAAAGTGGGCCAGCAGGAGGCTGCT	V_CTCF_BR	13
chr17	63414864	63415014	id-43376	2.5e-05	-	ATGCACTGCCACTCTGTGGCCAACGTGAGCCCAGG	UpstreamP1_CTCF	24
chr17	63418966	63419116	id-43377	1.5e-05	+	ACATAAGTTCCTTTTATAACCAGAGGAGGGAACTG	Upstream_CTCF	13
chr17	63419576	63419726	id-43378	1.26e-05	-	TGACTCCTTCCCCTCTTGGCCACCAGGGAGTGGTG	Upstream_CTCF	22
chr17	63452167	63452317	id-43379	6.05e-06	+	CAACTCAGCAGCCAGATGAACCCTAGAGGGCACTG	V_CTCF_BR	39
chr17	63491524	63491674	id-43380	3.31e-06	+	CCGCACCCAGGCCGAGCAGCCACAAGATGGACCAA	UpstreamP1_CTCF	11
chr17	63528054	63528204	id-43381	3.86e-05	-	CCTGAGCTAGACTCAGTGTCCTCCTGGGGTAGGAC	Upstream_CTCF	35
chr17	63533796	63533946	id-43382	1.21e-06	+	CTGCGGGTCTTCCTCGTAGCTGCCGGAGGGCAGTA	UpstreamP1_CTCF	0
chr17	63545923	63546073	id-43383	9.84e-05	-	CTCTGCCCTGGCAGACCCACCACTGGGGGCAGAGG	V_CTCF_BR	5
chr17	63550092	63550242	id-43384	4.31e-07	+	GTAAGCAAAGGGTTTTCAGCCTGCAGGTGGCAGAG	V_CTCF_BR	4
chr17	63550733	63550883	id-43385	4.88e-06	+	CTGGAAGCAGCACTCGGAGCCAGCAGAGGGCCATC	UpstreamP1_CTCF	26
chr17	63552619	63552769	id-43386	8.43e-09	-	GGAAGGGCTTGTTCTCCAACCACCAGGGGGCGCGC	V_CTCF_BR	40
chr17	63557983	63558133	id-43387	1	+	NA	NONE	33
chr17	63559576	63559726	id-43388	2.53e-05	-	GTCACAGTCCCTTAGGCTGAGGGCAGGTGGCGCAC	V_CTCF_BR	3
chr17	63584402	63584552	id-43389	9.84e-06	-	TTGCAAAGGCAGCCGCCAACCTGTAGGGGACATTC	UpstreamP1_CTCF	12
chr17	63790731	63790881	id-43390	1.23e-05	-	TTGTCATGCCGTCCATCAACCTACAGAGGGAGCAT	UpstreamP1_CTCF	40
chr17	63794063	63794213	id-43391	2.27e-06	-	CTCATATACCACCCAGTCATCTCCAGGGGGCGCTA	V_CTCF_BR	38
chr17	63915140	63915290	id-43392	6.21e-06	-	CAGGCTATGCCCTCAGATCCCCCAGGGGGGTGCTA	Upstream_CTCF	30
chr17	63937727	63937877	id-43393	4.51e-05	-	TTTTCTGTACCTTTTTTGGCCACTAGGTTTTAATC	Upstream_CTCF	21
chr17	63949894	63950044	id-43394	7.44e-06	-	CAGGGTAGGCAGAGAAAGACCACTAGGTGGGGGCA	Upstream_CTCF	13
chr17	63950239	63950389	id-43395	1	+	NA	NONE	1
chr17	63984249	63984399	id-43396	1.82e-06	-	GATCACTGCCTCCTTTTTGTCACTAGATGGCACCT	UpstreamP1_CTCF	40
chr17	64017987	64018137	id-43397	6.17e-09	-	TTGCAGGTCAACCTCCAGACCAGTAGGTGGCACTT	UpstreamP1_CTCF	20
chr17	64036627	64036777	id-43398	5.01e-06	-	GGCATGAGAATCTCTTGAACCAGTAGGTGGAGCCT	V_CTCF_BR	33
chr17	64161777	64161927	id-43399	4.31e-09	-	GTGCAGTTTAATAACATGGCCAGCAGATGGTGATC	UpstreamP1_CTCF	39
chr17	64196850	64197000	id-43400	9.25e-06	+	CTTTGGAAAGGAATAGATGCCACTAGGAGGCAGCA	V_CTCF_BR	40
chr17	64197998	64198148	id-43401	9.25e-06	+	AGTACTTCCTGTACCATCTCCAGTAGGGGGAGATC	V_CTCF_BR	30
chr17	64204234	64204384	id-43402	1	+	NA	NONE	6
chr17	64251270	64251420	id-43403	4.23e-06	+	TGGATGTTTCCTTCAAAGAACACCAGATGGCAGAA	UpstreamP1_CTCF	40
chr17	64271921	64272071	id-43404	1	+	NA	NONE	10
chr17	64286340	64286490	id-43405	1	+	NA	NONE	33
chr17	64292677	64292827	id-43406	1	+	NA	NONE	2
chr17	64298963	64299113	id-43407	7.02e-05	+	ACGTGGCCAACCGCTTCGCCCGCAAAGGGGCGCTG	UpstreamP1_CTCF	25
chr17	64300562	64300712	id-43408	5.92e-05	+	TTCTAGGCCAGGGGGAGCTGCACAGGGTGGCAGTC	V_CTCF_BR	30
chr17	64306812	64306962	id-43409	1	+	NA	NONE	28
chr17	64394366	64394516	id-43410	1.5e-05	+	CATGCAGACACGATTTATACCCCTAGAGGGAAACT	Upstream_CTCF	5
chr17	64422607	64422757	id-43411	1.1e-06	-	GGTGTAGATAGTACTGGTGCCAGCAGATGGTGCTA	V_CTCF_BR	39
chr17	64447722	64447872	id-43412	8.99e-05	+	GGAGTGGGGCGAGAGATGGAGAGGAGGGGCCGGGG	V_CTCF_BR	36
chr17	64479366	64479516	id-43413	7.15e-05	-	GCCAAAGATTGCCGGGAAACCACCAGAAGCCAGGG	V_CTCF_BR	19
chr17	64519833	64519983	id-43414	7.11e-06	-	GTTGCTGCCTTCTTCATGTCCACCAGGCACCACCC	Upstream_CTCF	9
chr17	64529944	64530094	id-43415	2.91e-05	-	ACTGTGGCATTACGAACGAACAAAAGGAGGGGCTG	Upstream_CTCF	15
chr17	64563436	64563586	id-43416	5.08e-07	-	ACGGCTTAGCAACAATCTGCCAGCAGGGGTCAGTC	V_CTCF_BR	40
chr17	64578786	64578936	id-43417	5.41e-06	+	TTTTCCATTCCCCTAGTGGCCACCAGGATGTGAGC	Upstream_CTCF	30
chr17	64621515	64621665	id-43418	1	+	NA	NONE	39
chr17	64670043	64670193	id-43419	5.41e-06	-	GTTGCAGTACATAAAGCGTCCATTTGGAGGGACTC	Upstream_CTCF	40
chr17	64672157	64672307	id-43420	7.82e-06	+	GTGCAGAACTGACTTGTGGCGACGTGAGGGAACTG	UpstreamP1_CTCF	6
chr17	64711942	64712092	id-43421	3e-06	+	TTGCTTCAGAAACTGAATACCACAAGAGGGCAGTA	UpstreamP1_CTCF	40
chr17	64720470	64720620	id-43422	1	+	NA	NONE	8
chr17	64722124	64722274	id-43423	3.88e-06	-	GGGTTCCATTCAGACCACTCCTGCAGAGGGAGCCC	V_CTCF_BR	3
chr17	64724165	64724315	id-43424	1.99e-07	+	GTGTCCTTTGGCAGCAAGGCCTGCAGGTGGCAGCG	V_CTCF_BR	40
chr17	64733715	64733865	id-43425	8.58e-06	+	CCGCGGAGTCAGGCGCCGGCCACTACGTGTCAGCC	UpstreamP1_CTCF	21
chr17	64786921	64787071	id-43426	1	+	NA	NONE	9
chr17	64795964	64796114	id-43427	2e-06	+	ATAGCTGTGCTGCCCCCTGCCTCTTGGTGGGGGAA	Upstream_CTCF	10
chr17	64837554	64837704	id-43428	4.68e-07	+	ACTCACCTGAAGATAACTTCCAGCAGGTGGCAGCC	V_CTCF_BR	15
chr17	64851451	64851601	id-43429	1.84e-07	+	GCCGCACCACCATGTTCAACCGACAGGGGGCGACC	Upstream_CTCF	38
chr17	64896360	64896510	id-43430	1	+	NA	NONE	38
chr17	64901069	64901219	id-43431	2.83e-07	+	GCCATGACAGAAGGAGAGGCCAGGAGGGGGCAGGC	V_CTCF_BR	16
chr17	64902907	64903057	id-43432	1.03e-09	-	CTGCAATTGCTGGATCTGGACACCAGAGGGAGCGT	UpstreamP1_CTCF	40
chr17	64911331	64911481	id-43433	8.21e-06	+	TCCCACTGGCTTTGCCAGCCCAGGAGGGGGAGCCT	V_CTCF_BR	38
chr17	64938800	64938950	id-43434	1.47e-05	+	TGCTGCCCCATAACCCTCGCCGGTAGAGGCTGCTC	V_CTCF_BR	8
chr17	64948225	64948375	id-43435	1	+	NA	NONE	3
chr17	64948914	64949064	id-43436	2.72e-06	-	CTGCAATGTCACTTGCCTTCCTCCAGGGTCTGGTC	UpstreamP1_CTCF	16
chr17	64954422	64954572	id-43437	1	+	NA	NONE	4
chr17	64963305	64963455	id-43438	1.34e-06	-	CCAGTTCTTTCGGTGAGGTCCCCCAGATGGCTCCC	Upstream_CTCF	2
chr17	64967456	64967606	id-43439	1	+	NA	NONE	3
chr17	64971767	64971917	id-43440	1.24e-05	-	GGAAATAACACCGTGGCCTCCACTGGGGGGTGCTC	V_CTCF_BR	34
chr17	64984690	64984840	id-43441	1	+	NA	NONE	13
chr17	65012646	65012796	id-43442	2.12e-06	+	GTGCTCCTGACTGACTGAGGCAACAGGGGGCGCTT	UpstreamP1_CTCF	13
chr17	65038138	65038288	id-43443	1	+	NA	NONE	0
chr17	65059638	65059788	id-43444	7.17e-05	+	CTTGCTTTTCCTGTTTCTGGAGTTAGATGGCGCTC	Upstream_CTCF	12
chr17	65078429	65078579	id-43445	1.23e-05	-	ATGGAGTGTGAAGTAGCTTCCATCAGGTGTCACTA	UpstreamP1_CTCF	9
chr17	65112281	65112431	id-43446	2.15e-05	+	AAAAAAATACTCTACCAATCCAGAAGAGGGCAGAA	V_CTCF_BR	10
chr17	65132574	65132724	id-43447	1.95e-07	+	GCAGCATTATTCACAATAGCCAAAAGGTGGAAGCA	Upstream_CTCF	1
chr17	65135998	65136148	id-43448	1.09e-06	+	CTGCTACATAGGGAGTGGGACAGTGGGTGGCAGTG	UpstreamP1_CTCF	19
chr17	65154336	65154486	id-43449	4.14e-06	-	CCAGGATGCAGAGGAAAGAACACAAGAGGGCACTA	V_CTCF_BR	37
chr17	65196962	65197112	id-43450	7.73e-05	-	GCTGCTTCTCCACATGTCTCCTCTGTGTGCCAGGG	Upstream_CTCF	40
chr17	65217288	65217438	id-43451	2.97e-06	+	TCATTATCCCTAGTCCTCACCAGCAGATGTCAGTA	V_CTCF_BR	34
chr17	65242117	65242267	id-43452	2.44e-07	-	CCCGCGGTTCTCCCCCGACCCGCCAGGTGGACCCG	Upstream_CTCF	22
chr17	65243009	65243159	id-43453	1	+	NA	NONE	18
chr17	65268807	65268957	id-43454	1	+	NA	NONE	38
chr17	65272302	65272452	id-43455	4.85e-07	+	TTGAAGTCCTCGTCGTCGTCTAGCAGGTGGCGATA	UpstreamP1_CTCF	27
chr17	65285832	65285982	id-43456	2.39e-05	-	CTGCTGCTCCCTTCCAGGGTCAGTTGGAGCTGCTC	UpstreamP1_CTCF	8
chr17	65289941	65290091	id-43457	2.06e-07	-	CTAGCATGGCCCTTCTAAGCCACTAGGGGGTGGCG	Upstream_CTCF	40
chr17	65331030	65331180	id-43458	6.9e-05	-	GATTGTGTTCCCAGACCAAACCACAGGTGGGGCTG	Upstream_CTCF	10
chr17	65334245	65334395	id-43459	1	+	NA	NONE	8
chr17	65356115	65356265	id-43460	1	+	NA	NONE	39
chr17	65362486	65362636	id-43461	1	+	NA	NONE	16
chr17	65370853	65371003	id-43462	1.04e-07	+	TTAAAACCACAGTGCTTGGCCAGTAGATGGCGCGC	V_CTCF_BR	40
chr17	65373195	65373345	id-43463	1	+	NA	NONE	30
chr17	65374301	65374451	id-43464	3.4e-06	-	CTCGCCCGGGGCTCGCCGGCCAGGAGGCGGCGGTA	V_CTCF_BR	39
chr17	65374885	65375035	id-43465	8.02e-05	+	TCTGCGTCTCTTGTTTCTTCCGCCGCGGGGAGCGG	Upstream_CTCF	39
chr17	65380351	65380501	id-43466	1.41e-06	+	AGTGCACTTCATCCAGGCACCCCCAGGGTCCCCAG	Upstream_CTCF	5
chr17	65381755	65381905	id-43467	1	+	NA	NONE	1
chr17	65383196	65383346	id-43468	3.8e-08	+	AGCGTCGCAGGGCTGCACACCGCCAGGGGGCGCCA	V_CTCF_BR	40
chr17	65386756	65386906	id-43469	1	+	NA	NONE	6
chr17	65470561	65470711	id-43470	1.28e-06	-	GGTGGTCACTGCTGGGGAAACAGGAGAGGGCACTA	V_CTCF_BR	12
chr17	65471626	65471776	id-43471	8.08e-08	-	GCATCAGTTCTGCCAGCCACCAACAGATGGCATCA	Upstream_CTCF	40
chr17	65506574	65506724	id-43472	2.15e-05	+	ATGCCTCAAGCCCTTCACTACTCAAGAGGGCGCCC	V_CTCF_BR	15
chr17	65511287	65511437	id-43473	1	+	NA	NONE	2
chr17	65513539	65513689	id-43474	8.58e-08	+	GCAGCATTATTCATAATAGCCACAAGGTGGAAACC	Upstream_CTCF	8
chr17	65531154	65531304	id-43475	1	+	NA	NONE	3
chr17	65542702	65542852	id-43476	6.8e-06	+	AAGCTGAGCCTTCCAGGAACCTGCAGGAGGCAGGC	UpstreamP1_CTCF	24
chr17	65555574	65555724	id-43477	3.88e-06	+	AGGCCAAAGAAACAGTCCTCCAGTTGGGGGCACTG	V_CTCF_BR	35
chr17	65559145	65559295	id-43478	5.08e-05	-	CAAGTGTTTCCTCTGTTCACCAACAGGAGACTCAC	Upstream_CTCF	3
chr17	65571627	65571777	id-43479	1.48e-06	+	CTGTCTTCTCGTGCAGGTGCCACCAGGGGTCTCAG	V_CTCF_BR	13
chr17	65599228	65599378	id-43480	6.51e-07	-	GCTGTACTTTGCAAAAAGGCCATTAGATGGGGCCC	Upstream_CTCF	40
chr17	65603218	65603368	id-43481	8.19e-06	-	GTGCTGGAACGACGCTCTGCCAGTAGGGAGACTTC	UpstreamP1_CTCF	20
chr17	65606323	65606473	id-43482	1	+	NA	NONE	2
chr17	65617010	65617160	id-43483	1	+	NA	NONE	1
chr17	65624688	65624838	id-43484	2.97e-06	-	CCAACCTCCTCTGGCCTGCACCCCAGAGGGCGCTC	V_CTCF_BR	28
chr17	65624973	65625123	id-43485	1	+	NA	NONE	37
chr17	65626157	65626307	id-43486	5.38e-05	-	TGCCTATTAACACAGTCTCCCACAAGAGGGCATCT	V_CTCF_BR	40
chr17	65659682	65659832	id-43487	1	+	NA	NONE	21
chr17	65685789	65685939	id-43488	3.67e-09	-	ATTGTTCTACTCCACATAGCCAGCAGGGGGCAGAA	Upstream_CTCF	40
chr17	65713857	65714007	id-43489	8.52e-08	-	CTGCTCTCGCAGCCTGCGACCTCTGGCGGGCGGAA	UpstreamP1_CTCF	38
chr17	65747589	65747739	id-43490	2.47e-05	-	CTTGCACTCCAGTGCAGGTCCCATAGCTGCCACTA	Upstream_CTCF	4
chr17	65753237	65753387	id-43491	3.11e-05	+	CCTCTGCAGTCCAGCCTGGGCGGCGGAGGGCGACT	V_CTCF_BR	1
chr17	65775206	65775356	id-43492	4.01e-09	-	GTGGAGTGCGCCGGCTCAGGCAGCAGGGGGCGCTA	UpstreamP1_CTCF	40
chr17	65796623	65796773	id-43493	1.26e-07	+	CTACACTTATGGGGATTGGCCTGGAGGTGGCGCCC	V_CTCF_BR	40
chr17	65797879	65798029	id-43494	3.09e-06	-	CCTGACTTACCTGACCCCTCCGCTAGGAGGTGCTC	Upstream_CTCF	32
chr17	65821447	65821597	id-43495	1.74e-08	-	GAGCGAAGCGGCGCGGCGGCCGCTAGGGGGAGCGC	V_CTCF_BR	40
chr17	65830175	65830325	id-43496	5.3e-05	+	CTGATCACCATTCCCTTTACCGCCAGGTGGGGCTA	UpstreamP1_CTCF	23
chr17	65858826	65858976	id-43497	1.1e-05	-	AAGGATTTTTTTCCTAGAGCCTGCAGAGGGAGCAT	V_CTCF_BR	36
chr17	65888024	65888174	id-43498	7.07e-08	+	AACTTAGTCAGCTGAAGAGCCAGCAGGTGGCAGCC	V_CTCF_BR	38
chr17	65908840	65908990	id-43499	1.5e-05	-	GATGATGTCCACACTGCCGCCTGTGGAGGGTGTGG	Upstream_CTCF	0
chr17	65932701	65932851	id-43500	4.51e-05	+	GATGAACTACCCAACCCTGCCGCCTGGCTGTGCAG	Upstream_CTCF	0
chr17	65939007	65939157	id-43501	1.15e-07	+	AGGGCTGCTGCATTGCCTGCCTGGAGGGGGCACTA	V_CTCF_BR	40
chr17	65959492	65959642	id-43502	1.32e-08	+	CTGTAATGATTGTAAACGGGCACAAGAGGGCAGCA	UpstreamP1_CTCF	40
chr17	65967050	65967200	id-43503	1.92e-05	+	CTGGAGTGCAGTGGCGCCATCACCAGCTGACTGCA	UpstreamP1_CTCF	0
chr17	65970759	65970909	id-43504	1.21e-06	+	CTGCAAAGGATTCCGATGAACACCAGGTGGAGAAG	UpstreamP1_CTCF	2
chr17	65989214	65989364	id-43505	5.98e-05	+	TTGTACAGCCCGTCCCGATCCACCAGCAGGGTCAC	UpstreamP1_CTCF	23
chr17	65990694	65990844	id-43506	1	+	NA	NONE	12
chr17	65991766	65991916	id-43507	2.97e-06	-	CTCGACTGGGTGAGCAGGGGCTGCGGGGGGCGCTG	V_CTCF_BR	19
chr17	66007374	66007524	id-43508	1.61e-09	-	CCACAGATCTTAGGGGTGACCAGCAGAGGGCGCTG	V_CTCF_BR	40
chr17	66011997	66012147	id-43509	2.93e-08	+	CTGTAATTTCCAGACGCTGCCTGCAGGTGGGGGAC	UpstreamP1_CTCF	36
chr17	66016120	66016270	id-43510	3e-06	-	GCGCAGGCGCGCGCCGCCGCCGCTGGGGGCGGCTG	UpstreamP1_CTCF	40
chr17	66018850	66019000	id-43511	1	+	NA	NONE	10
chr17	66053733	66053883	id-43512	1.39e-05	+	CCTCCTGACTGGAAAACCGCCACAGGGAGGCAGTA	V_CTCF_BR	33
chr17	66081958	66082108	id-43513	6.82e-05	-	CACTGTGGCCACATTGCAGCCTGCAGAGGCAATAA	V_CTCF_BR	6
chr17	66129650	66129800	id-43514	1.17e-05	+	TTCCCACAGGGTGGGGTGGCCACTAGGGGCTTGAA	V_CTCF_BR	13
chr17	66168662	66168812	id-43515	1.76e-09	+	TGTGCAATTTATCCAGTGGCCACTAGAGGACAGCA	Upstream_CTCF	40
chr17	66181815	66181965	id-43516	6.98e-07	+	TCAATAAGCCCATGCAGGACCTGCAGGGGGCTGCA	V_CTCF_BR	10
chr17	66197024	66197174	id-43517	7.62e-09	-	GTGCCGTTTTCCACCCTGGCCACAAGGCGGCGGGC	UpstreamP1_CTCF	37
chr17	66201479	66201629	id-43518	5.77e-08	-	GAGTGAGGCGGCGCGGCAGCCGCTAGGGGGAGCGC	V_CTCF_BR	40
chr17	66259325	66259475	id-43519	7.82e-06	+	AGTCATTAACGAGAACTGAACACTAGGGGGACCCA	UpstreamP1_CTCF	4
chr17	66259510	66259660	id-43520	1	+	NA	NONE	20
chr17	66285028	66285178	id-43521	1.14e-06	-	TTGTACTTCCTCCAGAAGAACACTAGGGTGAAGGG	UpstreamP1_CTCF	21
chr17	66288728	66288878	id-43522	9.78e-07	+	GTGCATGCACGGAGGGTCGCCACCGGGAGGAGTCG	UpstreamP1_CTCF	27
chr17	66324082	66324232	id-43523	7.09e-08	+	CCTCAGTGCCACTGCTTGACCAGGAGGGGGTGGTC	UpstreamP1_CTCF	29
chr17	66330080	66330230	id-43524	1.28e-06	+	CCTGCAGTGTTTCTTCTAGCCTCCAGGAGACTGAT	Upstream_CTCF	5
chr17	66347611	66347761	id-43525	3.88e-06	+	CAAGCACATGGAGTCGCAGCCACGTGGGGGTGCTA	V_CTCF_BR	24
chr17	66395293	66395443	id-43526	1.71e-06	-	CGCCAGATGACATCTCTCGCCACTAGGGGCCTCCC	V_CTCF_BR	40
chr17	66421257	66421407	id-43527	2.58e-05	+	CCTGCCCTGCACCTGCTGCCCTCCACAGAGCACAC	Upstream_CTCF	1
chr17	66428033	66428183	id-43528	1.64e-07	-	TCTGTTGTCATGGGTTTGAGCACTAGAGGGCGGCT	Upstream_CTCF	38
chr17	66432204	66432354	id-43529	4.68e-05	-	GCATAATGAAAACCACTTGCCAGCAGGGGGCCAGT	UpstreamP1_CTCF	37
chr17	66432641	66432791	id-43530	2.96e-09	-	AAAGCCATTCCTCCCCTTGCCAGTAGGTGGCACTG	Upstream_CTCF	40
chr17	66435040	66435190	id-43531	1	+	NA	NONE	17
chr17	66459232	66459382	id-43532	1.82e-06	-	TAGAACTAAATCATACAGACCACTAGATGGCACTG	UpstreamP1_CTCF	40
chr17	66462380	66462530	id-43533	2.47e-08	-	AGTGTTGTTACAGTGGACTCCAGCAGGTGGCAGCA	Upstream_CTCF	40
chr17	66489574	66489724	id-43534	2.53e-05	-	GGAAGCGATTGCTACAGCGCCGGGAGTGGCCACTC	V_CTCF_BR	12
chr17	66493344	66493494	id-43535	9.62e-05	-	TTGCAACCACTCACCTTCACCACTATAGTGTGAAA	UpstreamP1_CTCF	2
chr17	66507727	66507877	id-43536	2.1e-05	-	TCCGCTGGGGCCGCTCTCCCCCGCCGGGGGTGCTG	Upstream_CTCF	30
chr17	66508721	66508871	id-43537	4.65e-06	+	ATGGCGTCACGGGGAGCGACCTGCAGGGGGACGGC	UpstreamP1_CTCF	10
chr17	66509414	66509564	id-43538	1	+	NA	NONE	11
chr17	66530360	66530510	id-43539	3.05e-07	+	TGTGTGATTTTAAAGGTTGCCACTAGATGGTGGGC	Upstream_CTCF	36
chr17	66535736	66535886	id-43540	4.43e-05	+	TCGAAAACCTCACCCTATTTCACTAGAGGGCACAC	V_CTCF_BR	31
chr17	66573506	66573656	id-43541	2.37e-05	+	GCTGTAGACCAGTGGTTCGCCACTGGGGGCGATTT	Upstream_CTCF	31
chr17	66596372	66596522	id-43542	4.88e-05	-	CCGAGGACTCGCTCCTGGCCAGCCAGGAGGCGCTG	V_CTCF_BR	27
chr17	66604198	66604348	id-43543	8.16e-07	+	TTCAGATGGAAGGCAACTGCCACCAGAGGGAAACC	V_CTCF_BR	9
chr17	66610208	66610358	id-43544	2.96e-05	-	GTCACAATAATAGGCTTTGTCAATAGAGGGCGCTG	V_CTCF_BR	40
chr17	66630614	66630764	id-43545	1.1e-05	+	AGCATACCTCAGAATTGTCCCGCTAGAGGGCAGGA	V_CTCF_BR	8
chr17	66687200	66687350	id-43546	7.73e-05	+	CATGCAAACTACTGAATCTCCCACTGGGGGCAGAT	Upstream_CTCF	2
chr17	66693907	66694057	id-43547	1	+	NA	NONE	6
chr17	66737065	66737215	id-43548	3.36e-05	+	TGGTTGAAGAAGAGTTTGGCCACTAGATGGCCAAA	UpstreamP1_CTCF	35
chr17	66741547	66741697	id-43549	5.68e-06	+	AGCTGATTAACACAAGCCACCTGCAGGTGGCAAAG	V_CTCF_BR	6
chr17	66755567	66755717	id-43550	1.84e-05	+	TGGCAGGTTATGGTCCTGGCCACCAGCAGGATTAA	UpstreamP1_CTCF	19
chr17	66756121	66756271	id-43551	4.02e-07	-	TCGGCAGTGCTCACACACAACTCAAGGTGGCGTTC	Upstream_CTCF	40
chr17	66768091	66768241	id-43552	1.73e-05	+	AACGTTGAGATTCATACGCCCTGTAGAGGGCAATG	V_CTCF_BR	40
chr17	66770491	66770641	id-43553	1.91e-09	+	CTGTTACGCCCAGACAGGGCCACCAGAGGGCTCCC	UpstreamP1_CTCF	40
chr17	66773651	66773801	id-43554	9.62e-08	+	CTTTGGTTTCCAAATTTGGCCAGAAGGTGGCACAA	UpstreamP1_CTCF	40
chr17	66778985	66779135	id-43555	1	+	NA	NONE	4
chr17	66782198	66782348	id-43556	3.67e-07	+	CTGCAGAGCTCCAATGAAACCATCAGGTGGCTGTA	UpstreamP1_CTCF	20
chr17	66790811	66790961	id-43557	7.73e-06	+	GCACAAATTCTAAAGGTTGACAGAAGAGGGAGCAC	V_CTCF_BR	36
chr17	66813645	66813795	id-43558	1.06e-05	-	AATGTTTTACCAGACAAAACCACTTGGAGGCCACA	Upstream_CTCF	12
chr17	66859348	66859498	id-43559	1	+	NA	NONE	13
chr17	66902926	66903076	id-43560	3.86e-05	-	ACTGTAATTCAAATCCATGCAGGCAGGGGCACTGT	Upstream_CTCF	40
chr17	66907968	66908118	id-43561	4.34e-07	-	GGTCACTGCAGCTGTATCAGCACTAGGGGGCACCC	UpstreamP1_CTCF	40
chr17	66949896	66950046	id-43562	5.92e-05	+	TGTGCTACTACTCCTACCGGGGGTAGAGGGTAGTC	Upstream_CTCF	5
chr17	66968383	66968533	id-43563	3.36e-07	-	AGCATCTCTGCTCTCTTATCCACCAGATGGCAGTA	V_CTCF_BR	39
chr17	66979617	66979767	id-43564	2.43e-06	-	AATTCAATTCCAAGGGCTCACACAAGAGGGAAATA	Upstream_CTCF	13
chr17	67042369	67042519	id-43565	3.36e-05	-	AAGAACTTGCTGAATTGCACCAGGAGGGTGCGCTT	UpstreamP1_CTCF	4
chr17	67054502	67054652	id-43566	9.25e-06	+	GACGATTTATTCAAGTCAGCCTCAAGGGGGTAGTA	V_CTCF_BR	24
chr17	67063940	67064090	id-43567	1.26e-05	+	ATTGCATTTCTTGTCAGCTTCTGTTGGGGGCAGTA	Upstream_CTCF	26
chr17	67081209	67081359	id-43568	2.06e-07	-	GCTGCAGTTCAGTTTTGGGCCACCTGGGGTACTGC	Upstream_CTCF	39
chr17	67209262	67209412	id-43569	7.27e-06	+	TGAGTTCATTGGCCTCCAACCAGGAGGTGGAACTT	V_CTCF_BR	14
chr17	67231717	67231867	id-43570	7.8e-08	-	AAAAAGAGTGAAACTCTGACCACCAGATGGCAGCA	V_CTCF_BR	40
chr17	67243046	67243196	id-43571	2.11e-06	-	GATTTGAGGAAAGTTATATCCACTAGGTGGCAGTC	V_CTCF_BR	37
chr17	67331273	67331423	id-43572	7.49e-07	+	TTGTGGTTGCTTTCCTTTGCCACTAGATGGTACTT	UpstreamP1_CTCF	39
chr17	67332819	67332969	id-43573	6.23e-05	+	AGTTAATAAAGCAATCTGACCACTAGGTGCAGTGA	UpstreamP1_CTCF	14
chr17	67353925	67354075	id-43574	3.81e-05	-	ACAAACCCTTCTATAACTACCCACAGAGGGCAGTG	V_CTCF_BR	24
chr17	67354948	67355098	id-43575	1.22e-07	+	TTTGCTCTTCCTCTCTTCACCAGGTGAGGGCACAG	Upstream_CTCF	31
chr17	67390963	67391113	id-43576	8.71e-06	-	TCGTAGATTAACAAAGTGAACAGCAGGGGGCGTAG	V_CTCF_BR	39
chr17	67458180	67458330	id-43577	3.81e-05	-	GTGCCCAGGGCTATGAGATGAAGCAGGGGGCGCTG	V_CTCF_BR	3
chr17	67488644	67488794	id-43578	1.64e-05	-	CATGGATCCTCTCCCAGAGCCTCTGGAGGGAGCCT	V_CTCF_BR	23
chr17	67498442	67498592	id-43579	8.91e-07	-	AGAGCAGCACAGTAAGAGACCAGCAGAGGCGACTC	Upstream_CTCF	19
chr17	67502753	67502903	id-43580	1	+	NA	NONE	40
chr17	67519511	67519661	id-43581	4.14e-05	-	TTCAAGGTTCATTTCTCTGCCACCAGAGGGCCTAA	UpstreamP1_CTCF	40
chr17	67521154	67521304	id-43582	2.43e-06	-	AAAATCTCCTACCAGCTCAGCAGGAGAGGGCGCCC	V_CTCF_BR	29
chr17	67522242	67522392	id-43583	1.96e-07	+	CTGTCATTTCACCAAGGGACCTGAAGGTGGCAGTA	UpstreamP1_CTCF	40
chr17	67522911	67523061	id-43584	1	+	NA	NONE	14
chr17	67565277	67565427	id-43585	2.18e-07	+	TGAGAGACATTTAAAATAGCCACAAGGGGGCAGCA	V_CTCF_BR	40
chr17	67603409	67603559	id-43586	1	+	NA	NONE	40
chr17	67605782	67605932	id-43587	3.05e-07	+	GTAGCATCCCTGGCCCTTGCCACTAGATGCCGCTA	Upstream_CTCF	40
chr17	67606303	67606453	id-43588	5.92e-05	+	CATGGTGGAAGGCATCTCTTCACAGGGTGGCAGCA	V_CTCF_BR	9
chr17	67673451	67673601	id-43589	1	+	NA	NONE	16
chr17	67719995	67720145	id-43590	2.91e-05	+	AATGCATTTCCTTACACCAACACTCTAGGGCAGCA	Upstream_CTCF	33
chr17	67753823	67753973	id-43591	5.08e-05	-	GTGAATTTGAGAGAAAAGGCCACCAGGGTAATCCA	UpstreamP1_CTCF	5
chr17	67758333	67758483	id-43592	3.45e-05	+	ATTTGTAGGGATGGGCAGACCTGTAGGGGGAAAAA	V_CTCF_BR	6
chr17	67759298	67759448	id-43593	1	+	NA	NONE	2
chr17	67798293	67798443	id-43594	8.71e-06	-	CAATAGAACAGCTCAGTCTCCTGAAGGGGGCAGCT	V_CTCF_BR	7
chr17	67909522	67909672	id-43595	1	+	NA	NONE	10
chr17	68097271	68097421	id-43596	1.56e-06	-	CAGCATCCCTAAACTCTTCCCACTAGATGCCAGTA	UpstreamP1_CTCF	26
chr17	68134141	68134291	id-43597	1	+	NA	NONE	6
chr17	68140492	68140642	id-43598	3.36e-07	-	AACATGTGTTCTCTTGTGACCACAAGGTGGCACAA	V_CTCF_BR	40
chr17	68164283	68164433	id-43599	1.21e-05	-	TCCTCATATCCACACGTGGCCCCTAGGAGGTGCTG	Upstream_CTCF	40
chr17	68164955	68165105	id-43600	1	+	NA	NONE	26
chr17	68489588	68489738	id-43601	6.8e-06	+	GGTGCAATGCCTCTGTTGTCCCCTGGGGTACAATA	Upstream_CTCF	14
chr17	68548689	68548839	id-43602	4.7e-06	-	CGATTTTTAAAAAATGTAACCACCAGAGGGCGTAG	V_CTCF_BR	40
chr17	68601109	68601259	id-43603	1.54e-05	+	GTTTAGTCACATAAGGAAACCTATAGATGGCACCA	UpstreamP1_CTCF	18
chr17	68618656	68618806	id-43604	6.98e-07	-	AGCCCCTCTGTTGAGATGGCCAACAGATGGCGCCT	V_CTCF_BR	40
chr17	68626184	68626334	id-43605	3.88e-06	-	ATATAATATAGCTGTGCTACCACAAGATGGCAGGG	V_CTCF_BR	30
chr17	68632787	68632937	id-43606	2.32e-08	+	AGTGTATTCTCCACTTCAGCCACCAGGTGGAAGTA	Upstream_CTCF	38
chr17	68713985	68714135	id-43607	1	+	NA	NONE	8
chr17	68763367	68763517	id-43608	1.3e-07	+	TCTGAACTTTTACAGGATTCCAACAGGGGGCAGTG	Upstream_CTCF	40
chr17	68804840	68804990	id-43609	2.66e-05	+	GTGAGAAAACTCCCTTTGCCCACTAGGTGGCTTTA	V_CTCF_BR	36
chr17	68893101	68893251	id-43610	1	+	NA	NONE	13
chr17	68898134	68898284	id-43611	8.08e-08	-	ACAGCAGTGCCATCTCTGGCCTCAAGGAGTCGTAC	Upstream_CTCF	19
chr17	68941646	68941796	id-43612	6.23e-05	+	CGTCATTGGTTGGCCAGAACCACAGGGTGGGGGTG	UpstreamP1_CTCF	6
chr17	69047374	69047524	id-43613	1	+	NA	NONE	8
chr17	69076082	69076232	id-43614	4.3e-06	+	GTTGCAGTATTGAGATCAGACTCTAGGGGAGAGTA	Upstream_CTCF	18
chr17	69080487	69080637	id-43615	6.39e-08	-	TGGTCTCTAACTTTGGCAACCACCAGGGGGCAGGG	V_CTCF_BR	39
chr17	69081500	69081650	id-43616	1.04e-07	+	TGGCCTCTAGCTCTGGCAACCACAAGGGGGCAGGG	V_CTCF_BR	37
chr17	69114323	69114473	id-43617	4.14e-06	+	ACCCCCTCAATATTTTTTTCCACCAGGTGGCAATG	V_CTCF_BR	33
chr17	69234053	69234203	id-43618	3.03e-05	+	TAGTCCATATTATCAATTTCCAGCAGATGGCATCT	Upstream_CTCF	30
chr17	69288580	69288730	id-43619	2.19e-05	+	GCAACAGTAACTTCATTAACCTGTAGGTGGAGATA	Upstream_CTCF	7
chr17	69301036	69301186	id-43620	1.38e-06	-	TGTGTTGGTTGGTCTCCAACCAGGAGGTGGCGCTT	V_CTCF_BR	21
chr17	69334704	69334854	id-43621	4.5e-05	+	ATGCACAGATCCTCTTGTGGCTGAAGGTGGAAAGC	UpstreamP1_CTCF	13
chr17	69394966	69395116	id-43622	1	+	NA	NONE	4
chr17	69420285	69420435	id-43623	7.6e-05	-	TTGCAGACATGACTGTCGTCCACAAGGAGAAGTGG	UpstreamP1_CTCF	12
chr17	69434815	69434965	id-43624	2.4e-05	+	AGCCTGCTTACACAGGATGCCAACAGATGGCAATA	V_CTCF_BR	13
chr17	69435229	69435379	id-43625	1	+	NA	NONE	12
chr17	69457205	69457355	id-43626	1.47e-05	-	TAATATTTTAGCAGAGCTACAGCCAGAGGGCGCCA	V_CTCF_BR	38
chr17	69469455	69469605	id-43627	3.91e-06	+	TAGGTTTTTCTACAAGCTACCCCTAGAGGGTGCAA	Upstream_CTCF	39
chr17	69629907	69630057	id-43628	1	+	NA	NONE	5
chr17	69647400	69647550	id-43629	4.7e-05	-	GTTGCATTCCTACTCCTGGCCTCAAGGGAAGCTGG	Upstream_CTCF	5
chr17	69695132	69695282	id-43630	1	+	NA	NONE	4
chr17	69756587	69756737	id-43631	1.43e-05	-	GCAGCAAGATAACTTTGAACCAGGAGGCGCCAGAG	Upstream_CTCF	28
chr17	69760786	69760936	id-43632	1.64e-07	+	CAAGCAGACACAGCAATGACCAGCAGGGGCAGGCG	Upstream_CTCF	39
chr17	69827188	69827338	id-43633	1.97e-06	+	TTCCTCCCCGGGCTGAGAGCCGCCTGGTGGAGCTG	V_CTCF_BR	9
chr17	69849486	69849636	id-43634	9.4e-06	+	TTGTAATGCACTTAAATCACCTCTGGGAGGAGTCA	UpstreamP1_CTCF	2
chr17	69941341	69941491	id-43635	8.98e-06	-	TGGCTGTCTTCTCACAGCTCCACTAGGCGGTGCCC	UpstreamP1_CTCF	9
chr17	69955389	69955539	id-43636	2.2e-06	+	TTAGATTTACCCAAAATGCCCTCTAGAGGGAGGTA	Upstream_CTCF	39
chr17	69959575	69959725	id-43637	3.63e-06	+	TAATTGGTAGTGGGTTGTCCCAGCAGAGGGCAGCT	V_CTCF_BR	3
chr17	69966645	69966795	id-43638	1	+	NA	NONE	6
chr17	70002029	70002179	id-43639	1.5e-05	+	CCTCCAATTCAAAGAGAATACAGCAGGTGGTAGGC	Upstream_CTCF	2
chr17	70026624	70026774	id-43640	6.75e-05	-	TAGCGGTTGATTGCGAGGAGCAGCGGAAGGAAGGA	UpstreamP1_CTCF	34
chr17	70049634	70049784	id-43641	6.21e-05	-	ACTAGGAGACCCACTGCCCCCGGTGGCTGGAGCTC	V_CTCF_BR	7
chr17	70052987	70053137	id-43642	1	+	NA	NONE	7
chr17	70073840	70073990	id-43643	4.43e-05	+	TCCTAATAGATAGATTCTGGCAATAGGGGGCAGTA	V_CTCF_BR	22
chr17	70093610	70093760	id-43644	5.34e-06	+	GGGGAGTCTGTGTTTGCTACCACCAGAGGGTGTTC	V_CTCF_BR	13
chr17	70107818	70107968	id-43645	1	+	NA	NONE	4
chr17	70114849	70114999	id-43646	5.86e-07	-	ACTGCAGTTTTCATCTGTATCCAGAGGGGGCGCCA	Upstream_CTCF	40
chr17	70117936	70118086	id-43647	2.59e-06	+	CGGCAGGGTGGGCATCGCGGCGGCTGGGGGCGCTG	UpstreamP1_CTCF	28
chr17	70122774	70122924	id-43648	1	+	NA	NONE	12
chr17	70154455	70154605	id-43649	1	+	NA	NONE	4
chr17	70167960	70168110	id-43650	1.63e-05	-	TCGGATGTGCCCAGCAGCTCCTCTTGGTGGAGTCA	Upstream_CTCF	4
chr17	70283788	70283938	id-43651	9.81e-06	+	TCTTTCTTCATAAAACTCTCCAGTAGAGGGAAGAA	V_CTCF_BR	9
chr17	70306234	70306384	id-43652	3.24e-06	+	GCGGCGGTACCACCATTTCCCACCAGGTTATGCTC	Upstream_CTCF	4
chr17	70330437	70330587	id-43653	6.21e-05	+	GCATAGCCAGACTTGTGGGCCACTTGGAGTCAGTA	V_CTCF_BR	23
chr17	70341807	70341957	id-43654	1	+	NA	NONE	22
chr17	70362119	70362269	id-43655	3.22e-07	+	ACTGCTCCTCCATGACATGCCCCCAGGGGTCATGC	Upstream_CTCF	16
chr17	70385275	70385425	id-43656	1.73e-05	+	GGGTGAGTAGAGGTGCCTTCCTGCAGGGGGAGTGG	V_CTCF_BR	37
chr17	70416784	70416934	id-43657	1	+	NA	NONE	11
chr17	70423447	70423597	id-43658	2.43e-06	-	GTCCCCGCTGCCTGCAGAGCCACCAGGGGTCATAA	V_CTCF_BR	13
chr17	70427029	70427179	id-43659	5.17e-06	-	GCTGGTGTTGAGCTGGGAACCACTAGGTGGTGTAT	Upstream_CTCF	36
chr17	70427335	70427485	id-43660	1.76e-05	-	CTGCAACTCTTATTCTGGCCAAAGAGGGGGCTCTA	UpstreamP1_CTCF	33
chr17	70428354	70428504	id-43661	1.84e-05	-	ATGTATCCTCCGTGTTTATGCTGCAGGGGGCTGAG	UpstreamP1_CTCF	7
chr17	70451764	70451914	id-43662	6.75e-05	-	CTGAACTTGGCCAGGAGGGGAGCCAAGGGGAGGTG	UpstreamP1_CTCF	17
chr17	70462342	70462492	id-43663	2.78e-06	-	TCCTCATCCCTCTGCCTTTCCACAAGTGGGAGCTG	V_CTCF_BR	23
chr17	70468703	70468853	id-43664	7.46e-06	+	ATGCAGTGCACAGTGGCCAACGGGGGATGGGAGAA	UpstreamP1_CTCF	19
chr17	70469106	70469256	id-43665	2.55e-06	+	AGTGCAATACCACCCTACTCCTGCAGGAATGGCCA	Upstream_CTCF	9
chr17	70475408	70475558	id-43666	2.19e-08	-	GGCTGTGGCATTGAACCTGCCTCCAGAGGGCGGTC	V_CTCF_BR	28
chr17	70511794	70511944	id-43667	1	+	NA	NONE	14
chr17	70512958	70513108	id-43668	4.41e-06	+	AAGGCCCACGGGGCACCAGCCAAGAGTGGGAAGCA	V_CTCF_BR	8
chr17	70525613	70525763	id-43669	4.7e-06	+	GCACTGTCTCCCCTGCTAACCACAAGATGGCATGG	V_CTCF_BR	15
chr17	70536575	70536725	id-43670	1.28e-08	-	GCGGCCGTTCGCCGAGTGGCCACTTGATGGCGCTG	Upstream_CTCF	40
chr17	70553179	70553329	id-43671	1.48e-06	+	AAGCCGATACACGGAATAACCACGAGGTGGCGACA	V_CTCF_BR	40
chr17	70556466	70556616	id-43672	1.41e-09	+	CTGCAATAATATAACCTGAACACTAGAGGGCACCA	UpstreamP1_CTCF	40
chr17	70557206	70557356	id-43673	2.6e-06	-	CAGACGTTTACGGGAAGAACCGGCAGGAGGCGCCG	V_CTCF_BR	33
chr17	70584300	70584450	id-43674	2.94e-06	+	TATGCAAACCACAATTTGAACACCAGGGGACAGGT	Upstream_CTCF	29
chr17	70585271	70585421	id-43675	3.28e-07	+	CAGCAGCTTGCTCTCACGCACACCAGATGGCAAAC	UpstreamP1_CTCF	5
chr17	70590514	70590664	id-43676	9.29e-06	-	GCTGCGTTATCCTCAATATCCTGTAGGGGAGGGTT	Upstream_CTCF	26
chr17	70599080	70599230	id-43677	5.52e-05	-	GGGTAGGACTTCCAGTTAACCCCCTGGAGGAGGCT	UpstreamP1_CTCF	35
chr17	70620929	70621079	id-43678	2.97e-06	-	AAGATCCTCTTGCTTTAAGCCACCAGAGGGTGGTA	V_CTCF_BR	17
chr17	70628617	70628767	id-43679	2.96e-05	-	TTGCCTTGCCCCGGTAGCGAAGGCAGATGGTGCCA	UpstreamP1_CTCF	2
chr17	70648064	70648214	id-43680	6.21e-05	+	TGCTCCAACTTCATCCCTGGATCTAGGGGGCAGCA	V_CTCF_BR	5
chr17	70653953	70654103	id-43681	2.15e-05	-	GGGTTTCAGGGAAGCTGGCTCTCTAGAGGGCAGTA	V_CTCF_BR	29
chr17	70657308	70657458	id-43682	1.59e-06	-	AGGAGTGTCCCACTGCACAACTCCAGGGGGCGCCA	V_CTCF_BR	38
chr17	70693934	70694084	id-43683	1.92e-05	-	TTGCCCAGCCCTGGGGTTACAGCCAGGGGGCATTG	UpstreamP1_CTCF	13
chr17	70709490	70709640	id-43684	1.11e-05	+	GGTGTAGATGGGAGAGTTTCCAGGGGGAGGCAGCA	Upstream_CTCF	1
chr17	70721724	70721874	id-43685	6.84e-06	+	AACCTATGCTACCAAGCTACCGCGTGGTGGCGCCG	V_CTCF_BR	40
chr17	70723225	70723375	id-43686	3.42e-05	-	GTGGCAGGCATCATTCAAACCAGCAGGGAGAGTAA	Upstream_CTCF	13
chr17	70723931	70724081	id-43687	2.2e-07	+	AGGAAGTAACGGCATCTGTACACCAGATGGCAGCA	UpstreamP1_CTCF	40
chr17	70731353	70731503	id-43688	1	+	NA	NONE	1
chr17	70822902	70823052	id-43689	1	+	NA	NONE	19
chr17	70826201	70826351	id-43690	7.17e-05	+	CATGTGATTCCTCAAGCTCCCAGCAGGCTTCCAGC	Upstream_CTCF	8
chr17	70903247	70903397	id-43691	1	+	NA	NONE	4
chr17	70948470	70948620	id-43692	1	+	NA	NONE	6
chr17	70965341	70965491	id-43693	3.24e-06	+	GCAGCTAGACACCGAGCGCCCACCAGAGGACTTTC	Upstream_CTCF	2
chr17	70982360	70982510	id-43694	2.43e-06	+	CACCCTAGTCACAACACAACCACTAGGGGGAGATG	V_CTCF_BR	40
chr17	70998877	70999027	id-43695	5.01e-06	-	AACAGATTCTTCCCTAGAGCCTCCAGAGGGAGCAT	V_CTCF_BR	9
chr17	70999754	70999904	id-43696	3.45e-05	+	CTGAGCCAGGGGTGAGGTGGCCACAGAGGGCAGCA	V_CTCF_BR	14
chr17	71010047	71010197	id-43697	3.4e-06	-	TATTTACGATTGCCAAGGCACAGCAGGGGGCACTG	V_CTCF_BR	17
chr17	71013417	71013567	id-43698	1.48e-06	+	GTGCACCACGTTCACCTGAACACTGGGGGCAGGTA	UpstreamP1_CTCF	9
chr17	71052135	71052285	id-43699	8.79e-07	+	CTGCTGGCAACTCCCAAGGCCCCTGGAGGGCACAG	UpstreamP1_CTCF	2
chr17	71060677	71060827	id-43700	2.27e-05	-	GGGGGGACCTCCTCTCTGGGCAGCTGAGGCCAGGA	V_CTCF_BR	1
chr17	71086806	71086956	id-43701	1	+	NA	NONE	1
chr17	71122985	71123135	id-43702	1	+	NA	NONE	22
chr17	71152460	71152610	id-43703	4.96e-08	-	GCTGCAGTTCCTTAGCCGGCCCCGGGGTGGGGTGA	Upstream_CTCF	40
chr17	71185814	71185964	id-43704	7.73e-06	-	GCCAAGTTCATCTGACTGGCCTGAAGATGCCACTG	V_CTCF_BR	40
chr17	71187711	71187861	id-43705	2.1e-06	+	ACTGCAAACTGCAGGCCTGCCAACAGAGGGTGCTC	Upstream_CTCF	40
chr17	71192792	71192942	id-43706	6.46e-07	+	CCCGGTTTCCTATACTCATCCGGCAGGTGGCAGCC	V_CTCF_BR	32
chr17	71193225	71193375	id-43707	5.3e-05	+	GAGCTGCGGGAGACTGAAGCCTCCAGAGCGTCCTC	UpstreamP1_CTCF	0
chr17	71206611	71206761	id-43708	1.69e-05	+	CAGAAATTCCCGCCTTCCACCACTAGGACTCTCAA	UpstreamP1_CTCF	39
chr17	71211651	71211801	id-43709	1	+	NA	NONE	28
chr17	71228395	71228545	id-43710	4.7e-08	-	GGATGGTGCCACTGCGCAGCCGCGAGAGGGCGGTA	V_CTCF_BR	35
chr17	71240649	71240799	id-43711	1	+	NA	NONE	0
chr17	71244006	71244156	id-43712	1	+	NA	NONE	36
chr17	71251926	71252076	id-43713	6.2e-10	+	CTCTGCATTCCTGGCCTGGCCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr17	71253548	71253698	id-43714	2.34e-06	+	ATGCACCTTGATCCAGGGGGCAGTAAAGGGCAGGG	UpstreamP1_CTCF	21
chr17	71257985	71258135	id-43715	3.81e-05	-	CTGGCCACTGGCACCCTGGGGTGAAGGGGGAGGCA	V_CTCF_BR	2
chr17	71269188	71269338	id-43716	2.15e-05	+	CTGGATAAACTGCCCTGACCCTGGAGGGGGTGCTG	V_CTCF_BR	1
chr17	71301299	71301449	id-43717	1.64e-06	+	TGTGTGCTTCCCGGAGCCACCACCCGAAGCCAGCC	Upstream_CTCF	38
chr17	71304208	71304358	id-43718	9.25e-06	+	ACTACCATCCAGTTCCCTGCCGAGAGAGGGCACGC	V_CTCF_BR	11
chr17	71307227	71307377	id-43719	2.64e-08	+	ACTGCCCTCCCCCCGCACCCCGCCAGGAGGCGCCT	Upstream_CTCF	39
chr17	71308481	71308631	id-43720	1	+	NA	NONE	8
chr17	71319812	71319962	id-43721	3.48e-06	-	CAGCTGGAGCGCCCTGCCTCCTAAAGGGGGCAGCT	UpstreamP1_CTCF	11
chr17	71321732	71321882	id-43722	1	+	NA	NONE	22
chr17	71336419	71336569	id-43723	7.84e-05	-	GCATGGATATAGGGAGTGACCGGTAGGGGCAGAGA	V_CTCF_BR	37
chr17	71338826	71338976	id-43724	2.18e-07	+	GGGGAAGTTCTGGCTCTTACCAGCAGAGGAAGCCA	Upstream_CTCF	35
chr17	71344632	71344782	id-43725	3.8e-08	-	GGGCAGGAGGGCCAGGTGTCCTGCAGGGGGCAGGG	V_CTCF_BR	7
chr17	71356298	71356448	id-43726	5.68e-06	-	GGGCAAACTCAGGACAAAGCCTGCAGGAGGCAGCC	V_CTCF_BR	19
chr17	71362961	71363111	id-43727	3.4e-06	-	GCTGCTGTGCAGAAGATGGCCTGGTGGAGGGGAGA	Upstream_CTCF	20
chr17	71366131	71366281	id-43728	3.11e-10	-	CATGCAGAAACCTCATTGGCCAGCAGGGGGCGCCA	V_CTCF_BR	40
chr17	71417220	71417370	id-43729	4.3e-08	-	GTGCCATGCCACGTTTGGACCACTGGAGGGAGGAC	UpstreamP1_CTCF	39
chr17	71425626	71425776	id-43730	6.2e-10	+	ACTGTCATAGGTCCAGTGGCCACCAGATGGCGCCC	V_CTCF_BR	40
chr17	71463366	71463516	id-43731	1	+	NA	NONE	6
chr17	71475258	71475408	id-43732	3.97e-07	+	GGACCATGTGTGCCTGCTGCCTGCAGGTGTCGCCC	V_CTCF_BR	19
chr17	71497734	71497884	id-43733	1	+	NA	NONE	2
chr17	71537392	71537542	id-43734	1.08e-05	-	ATGCCCCACATCCGCTCCACCAGCAGGGAGAGCCT	UpstreamP1_CTCF	5
chr17	71540019	71540169	id-43735	2.31e-06	-	TGTGGAGCTCTCCTGGTGTCCCCTAGATGTCCCTC	Upstream_CTCF	1
chr17	71551458	71551608	id-43736	1.55e-05	+	TGAATGGGAGTATTCCTGGCCTGGGGGAGGCGCCA	V_CTCF_BR	4
chr17	71556940	71557090	id-43737	1.73e-05	+	GAGCACACAGGCTCCTCGACCAGTGGGTGGCGTCT	V_CTCF_BR	19
chr17	71563176	71563326	id-43738	1	+	NA	NONE	0
chr17	71575064	71575214	id-43739	1	+	NA	NONE	1
chr17	71581813	71581963	id-43740	8.02e-08	+	ATGCAGCTCTCTGTGTGAGCCAACAGAGGGTGGTA	UpstreamP1_CTCF	24
chr17	71583567	71583717	id-43741	1.64e-05	+	TCCAGCAATTTCCCTTTGGCCGCAGGGTGGCTCGG	V_CTCF_BR	12
chr17	71591801	71591951	id-43742	3.05e-07	+	CATGCAGTTTGGAGGGGGGCCTGGTGGGGGCAGTG	Upstream_CTCF	38
chr17	71592624	71592774	id-43743	9.84e-05	+	TGTCCCAGCGTCCCAGCCTCTGAAAGGGGGCGCTG	V_CTCF_BR	1
chr17	71596308	71596458	id-43744	7.84e-05	+	CTGGGTTTCCCTCCAGGAGCCCATGGATGGCAGCC	V_CTCF_BR	6
chr17	71616672	71616822	id-43745	8.58e-08	+	CATGCACTGTGAACAACAGCCAACAGGGGGAAATG	Upstream_CTCF	10
chr17	71639097	71639247	id-43746	2.38e-07	-	CAGCGGTGTCCGAGCGGCGCCTGCTGGGGGCGGAG	V_CTCF_BR	29
chr17	71641503	71641653	id-43747	3.88e-06	+	CGCCCAGCGGCTCTGGGACCCGCAGGGGGGCAGCA	V_CTCF_BR	11
chr17	71642913	71643063	id-43748	4.01e-05	+	GGTGCTGTTACTCTGTTCGCTCACAGAGGGGGCCT	Upstream_CTCF	31
chr17	71646418	71646568	id-43749	4.14e-06	+	AGCCCAGTGCAACTGCCAGACAGGAGAGGGTGCTA	V_CTCF_BR	31
chr17	71653744	71653894	id-43750	1.64e-05	+	CTCCTTTCCATTCCCACCGACGCCAGGGGGCGTCT	V_CTCF_BR	39
chr17	71694073	71694223	id-43751	5.13e-05	-	GTGACCATGGCCAAGGACACCGCTAGGGGCCTCAC	V_CTCF_BR	17
chr17	71706410	71706560	id-43752	1.67e-08	-	TATGTCATTCCTCCATTGGCCAGAAGGGGTCACTG	Upstream_CTCF	39
chr17	71709382	71709532	id-43753	3.05e-07	+	GGGGTAGCGCCGGGGGATCCCAGCAGAGGGAAGGC	Upstream_CTCF	7
chr17	71715794	71715944	id-43754	6.64e-05	+	CCAGCCCTGGGCCCCCAGGCCTGTGGATGCTGCTG	Upstream_CTCF	1
chr17	71716327	71716477	id-43755	3.09e-06	-	AGGGCTGGTGTCAGCCATACCAGCAGGTGGCTACG	Upstream_CTCF	6
chr17	71760714	71760864	id-43756	1	+	NA	NONE	2
chr17	71773161	71773311	id-43757	3.97e-05	+	GTGTTATGCTGTGATTTCATCCTCAGAGGGAGCTG	UpstreamP1_CTCF	4
chr17	71779295	71779445	id-43758	4.59e-07	-	AGGCTGTGCTCCAGCAAGCCCTCCAGGTGACGCTG	UpstreamP1_CTCF	16
chr17	71817326	71817476	id-43759	7.42e-09	+	GGCCGCTTCCAATGCCCAGCCTGCAGGTGGCGGCC	V_CTCF_BR	20
chr17	71835697	71835847	id-43760	1	+	NA	NONE	2
chr17	71837959	71838109	id-43761	1.92e-05	-	GGGCATGTTCCCATTCTGGTCAGTAGAGGATGCTG	UpstreamP1_CTCF	35
chr17	71852353	71852503	id-43762	3.86e-05	+	ACTGTAATGTGCGTATGAAGCACCAGGGGATCTTG	Upstream_CTCF	2
chr17	71870218	71870368	id-43763	5.08e-05	+	CTGTTATGTGCCAGACAGTGCACTAGGGGATCTCC	UpstreamP1_CTCF	8
chr17	71898345	71898495	id-43764	3.09e-05	-	AGTCCCTGCAGAACCCAGGCCACCACCGGGCGGCA	UpstreamP1_CTCF	3
chr17	71926274	71926424	id-43765	1.48e-06	-	CTGGCTGTGGCTCCCACAGCCAGTAGGTGGGGTAT	Upstream_CTCF	13
chr17	71929127	71929277	id-43766	4.31e-05	+	ATGTAAATCCCTCGCAGTTGCTGTAGAGGGGGCCA	UpstreamP1_CTCF	3
chr17	71933474	71933624	id-43767	1.39e-05	+	GTGGGCATTTTTCCGCCTGGCAGCAGAGGTCGCTT	V_CTCF_BR	2
chr17	71946787	71946937	id-43768	1.37e-05	+	CATGCTGGTGCACAAAGGTACTGCAGGTGGGAAGC	Upstream_CTCF	10
chr17	71948983	71949133	id-43769	1.87e-09	-	GGGAGCCGGCCGGAGGGAGCCGGCAGGGGGCGCGG	V_CTCF_BR	29
chr17	71952844	71952994	id-43770	3.42e-08	-	CAGTCCCAGGAGGCCAAGGCCTGCAGGGGGCACTG	V_CTCF_BR	35
chr17	71964940	71965090	id-43771	1.31e-05	-	TAAATTACAGAGAAGAGAGGCTGGAGGGGGCGCCA	V_CTCF_BR	2
chr17	71994866	71995016	id-43772	1.22e-07	-	GCTGCAGGTAGCTGGGCTTCCACAAGGGGGCAGGT	Upstream_CTCF	40
chr17	72004426	72004576	id-43773	1.38e-06	-	GCAGTCCGTCGACTCATTTCCTGAAGAGGGCAGCA	V_CTCF_BR	31
chr17	72007111	72007261	id-43774	1.93e-05	+	TCCAAACTTTCCAAGACAGGCTGCAGGGGGTGCAG	V_CTCF_BR	1
chr17	72008050	72008200	id-43775	7.07e-08	-	CTTCCAGCAGGGCCTGTGACCGGCAGAGGGAGGTG	V_CTCF_BR	3
chr17	72040904	72041054	id-43776	2.11e-06	-	GCCACATACTCATTCCCAGCCAAAAGGGGGCAGAG	V_CTCF_BR	0
chr17	72041850	72042000	id-43777	3.88e-06	-	GGCTTCTTCTAAATCCCAGCCACTGGGTGGCTGCC	V_CTCF_BR	5
chr17	72049250	72049400	id-43778	1.1e-05	-	CGGGATCTCTCCACCAGGAACAACAGAGGGCGCTT	V_CTCF_BR	4
chr17	72053370	72053520	id-43779	9.71e-06	-	ACTGAAGATGCCCACATGGCCAGGAGCTGGGACCT	Upstream_CTCF	2
chr17	72060652	72060802	id-43780	4.43e-05	+	GAACTGATCTTCCACACCACCACGTGGGGGAGTCA	V_CTCF_BR	5
chr17	72066639	72066789	id-43781	1	+	NA	NONE	4
chr17	72081709	72081859	id-43782	5.72e-07	-	CTGCCATTACTTCCCACTGCCACCTGATGTCGCTG	UpstreamP1_CTCF	36
chr17	72086132	72086282	id-43783	1.22e-08	+	TGCACCCAGTTAGCTCCTGCCAGTAGGGGGCACTC	V_CTCF_BR	40
chr17	72114152	72114302	id-43784	1	+	NA	NONE	10
chr17	72114819	72114969	id-43785	2.43e-06	+	GCTGCATATGTGATTCAGGCCAGCAGGAGGCTTTG	Upstream_CTCF	21
chr17	72150291	72150441	id-43786	1	+	NA	NONE	15
chr17	72172945	72173095	id-43787	1.52e-09	-	CTGCAGGTCCCTCACACAACCACTAGATGCCAGTG	UpstreamP1_CTCF	40
chr17	72178037	72178187	id-43788	1	+	NA	NONE	2
chr17	72195860	72196010	id-43789	9.06e-08	-	GTGCTGTGTCCACTGGCGGCCGCACGGGGGCGCTG	UpstreamP1_CTCF	40
chr17	72199622	72199772	id-43790	1.6e-10	+	GCTGCACTGTTGACTTCGACCACAAGGGGGCAGGG	Upstream_CTCF	40
chr17	72206649	72206799	id-43791	1.38e-08	+	GGTGCATGGGTTGGGGTGGCCACCAGGTGGTGCTG	V_CTCF_BR	39
chr17	72209064	72209214	id-43792	6.8e-06	-	CTGCAGGACGCCTGAGTGAGGACAAGGTGTCTCAC	UpstreamP1_CTCF	37
chr17	72209651	72209801	id-43793	2.1e-05	-	ATGTAGTCCACGCGCGCCGCCTGCATGGCTCGGCC	UpstreamP1_CTCF	15
chr17	72213287	72213437	id-43794	7.31e-05	+	TAGTTATTGCTACTGTCAACAGGCAGGTGGCCACA	UpstreamP1_CTCF	10
chr17	72241385	72241535	id-43795	9.66e-05	-	GCTGCCTGCATCACCCTGGCCAGCAGTGGCACTGT	Upstream_CTCF	7
chr17	72256215	72256365	id-43796	1.11e-05	-	GGTGCTCATCCGCCACAGACAGGTAGGTGGCTCTC	Upstream_CTCF	11
chr17	72280908	72281058	id-43797	1.77e-05	+	GTTGCAAAGCTGCTTAGCTCCACAGGGTTGCGCTG	Upstream_CTCF	32
chr17	72286498	72286648	id-43798	3.81e-05	+	ACTTGCCTTTAATTCATGGCCTGCAGGGGCAGCGT	V_CTCF_BR	14
chr17	72292841	72292991	id-43799	3.65e-07	-	GAAAAACAGCAGCCTGGCGCCACAAGAGGGAGCAG	V_CTCF_BR	40
chr17	72297404	72297554	id-43800	1.39e-07	+	TGGCCTTTACAACAACTTTCCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr17	72302072	72302222	id-43801	2.53e-05	+	CATAATCCTCAAACTATCCCCAGGAGGAGGCAGCA	V_CTCF_BR	26
chr17	72343015	72343165	id-43802	3.97e-07	-	ACTGAATTCAAGAGACCAGCCAGGAGTGGGCGCTC	V_CTCF_BR	1
chr17	72347930	72348080	id-43803	7.55e-07	+	CAGATGCTGACCTGCGCCTCCTGCAGCTGGCGCTG	V_CTCF_BR	8
chr17	72350317	72350467	id-43804	5.77e-08	-	CTGCGCTCTGTCGCGGGTGCCAGCAGGTGTCGCCC	V_CTCF_BR	31
chr17	72352891	72353041	id-43805	7.49e-07	+	AAGCTGTAGGCGTGGCGGACCAGCAGGCGGCCCTG	UpstreamP1_CTCF	4
chr17	72353424	72353574	id-43806	3.33e-08	+	GCGCAGCGCCCGCTCGGCCACGGCAGGGGGCGGCC	UpstreamP1_CTCF	3
chr17	72357132	72357282	id-43807	1.23e-05	+	AGCCGATTTTCTGGGGTGGCCAGCAGGGGACAGGA	UpstreamP1_CTCF	18
chr17	72357717	72357867	id-43808	2.14e-10	-	CCTGGCTGCACGCGGCCGGCCAGGAGGGGGCGGTG	V_CTCF_BR	39
chr17	72364510	72364660	id-43809	2.06e-12	+	TTGCAGGGTCAGGATGTGGCCACCAGGGGGCAGCA	UpstreamP1_CTCF	40
chr17	72369888	72370038	id-43810	2.66e-05	+	GGAAAGGTCTTTTCCTCCACCACTGGGAGGCGGGA	V_CTCF_BR	3
chr17	72375655	72375805	id-43811	4.7e-08	+	CATGTCCCTGTCAGCTCAGACAGCAGGGGGCGCTG	V_CTCF_BR	40
chr17	72376895	72377045	id-43812	1	+	NA	NONE	17
chr17	72383944	72384094	id-43813	1	+	NA	NONE	11
chr17	72404523	72404673	id-43814	4.44e-06	+	AGGCTGTACTGCTGAGAGGCCACGTGGAGGAGCCC	UpstreamP1_CTCF	23
chr17	72430085	72430235	id-43815	6.05e-06	-	TCCCTCCTCCCTCCTTCTCTCTCCAGGGGGCGCAG	V_CTCF_BR	12
chr17	72433917	72434067	id-43816	1.3e-07	+	AATGCCATTCCCCTGCCAGCCACTAGTGGTCACTG	Upstream_CTCF	40
chr17	72443023	72443173	id-43817	7.55e-07	-	CCGTCTTTCGGCGGTGTGGCCGCCTGGTGGCTCTG	V_CTCF_BR	3
chr17	72450276	72450426	id-43818	2.19e-05	-	GCGGCCCGGCCCCCAGGCTACAGCAGGAGCTGGGA	Upstream_CTCF	17
chr17	72453798	72453948	id-43819	1.52e-07	-	ACCACCATGCCCGCTAACGCCGCCAGGTGGCGCTC	V_CTCF_BR	40
chr17	72456519	72456669	id-43820	4.73e-07	+	CAGGCAGTTCTAGCAGCCAACATCAGATGGCAACA	Upstream_CTCF	12
chr17	72472530	72472680	id-43821	1	+	NA	NONE	11
chr17	72489591	72489741	id-43822	5.61e-08	-	TGTGTGATTCCCCGCATGGCCACAGGGTGGAGATA	Upstream_CTCF	40
chr17	72496705	72496855	id-43823	6.23e-05	-	CAGCGCCTGACTCATACAGCCAATAGGGGGCTTGT	UpstreamP1_CTCF	1
chr17	72529312	72529462	id-43824	1.29e-05	-	ATGTAGAGGATTTCTATTTCTACTAGGTGGCACTG	UpstreamP1_CTCF	22
chr17	72562394	72562544	id-43825	8.64e-05	+	GCTGCTGCTCTCAGCTCAGGCTCTGGGGGCGCTGT	Upstream_CTCF	40
chr17	72569446	72569596	id-43826	2.96e-05	-	TAGCAGTGCCTGGCACAAGTCACCTGCTGGATGGA	UpstreamP1_CTCF	21
chr17	72598223	72598373	id-43827	2.23e-06	-	CTGTCCTCTCAATCCCACACCAGTAGGTGTCAGTG	UpstreamP1_CTCF	40
chr17	72604132	72604282	id-43828	9.81e-06	+	AGGGCAAGCGTTTCAATAGACTGAAGAGGGAGCTG	V_CTCF_BR	4
chr17	72642542	72642692	id-43829	2.04e-05	-	CCTTCTTGAGGCTTATAGCCCAGTAGGGGGAGACA	V_CTCF_BR	36
chr17	72653670	72653820	id-43830	7.73e-06	+	CCCTGCTGGAGACAAATGTCCACAAGGAGGAGGCA	V_CTCF_BR	40
chr17	72679294	72679444	id-43831	5.7e-05	-	AGAGAAAATTCTACTCCCACCCATAGAGGGAGGTC	Upstream_CTCF	1
chr17	72683053	72683203	id-43832	1	+	NA	NONE	6
chr17	72691911	72692061	id-43833	2.43e-06	+	TCTGCATAGCAGAGGTCGCCCTCCAGGGGCTGCAG	Upstream_CTCF	3
chr17	72732960	72733110	id-43834	6.49e-06	-	GTAGTCGCTGCGCACCGCGACAGCAGGCGGCGCCC	Upstream_CTCF	38
chr17	72733859	72734009	id-43835	1	+	NA	NONE	39
chr17	72740847	72740997	id-43836	2.91e-11	+	CCTGCAGTCCCTTGGGCCACCAGCAGAGGGCAGGC	Upstream_CTCF	40
chr17	72741482	72741632	id-43837	1.96e-07	+	CTGCTGCTCCTTCATGTGAATCCCAGGGGGCAGAG	UpstreamP1_CTCF	9
chr17	72745132	72745282	id-43838	6.43e-06	+	ACGTGGAGAAGGAGACCCACCAGCAGGTGGTGAGC	V_CTCF_BR	40
chr17	72755055	72755205	id-43839	5.01e-06	-	AGGAGCCTCCCAGCTGTCTCCAGGAGGTGTCAGTG	V_CTCF_BR	11
chr17	72755779	72755929	id-43840	4.68e-07	-	AGGACCCAACAGGAGTCAGGCAGCAGAGGGCAGAC	V_CTCF_BR	19
chr17	72766964	72767114	id-43841	1.39e-05	-	AGCAGCTGCACCTGACTGGCCACGCGGGGGCAGTG	V_CTCF_BR	40
chr17	72777053	72777203	id-43842	8.71e-06	-	TCTAGACACTGCCTACTGTCCTCTGGGGGGCAGGA	V_CTCF_BR	36
chr17	72781843	72781993	id-43843	7.11e-06	-	ACCGCTCCACAAAGACAAGCCACCAGGAGGCCTCT	Upstream_CTCF	34
chr17	72787722	72787872	id-43844	3.71e-10	+	GGGCGTGGCTTCCCAGTGGCCGGCAGAGGGCGCTA	V_CTCF_BR	40
chr17	72797368	72797518	id-43845	2.2e-07	-	ACGCAGTGCACCTGCGGTGCCACCAGGTGTGACGG	UpstreamP1_CTCF	9
chr17	72810713	72810863	id-43846	5.68e-06	-	GTACACGTTTTCCATGCCTCCTGCGGGGGGCAGTG	V_CTCF_BR	27
chr17	72812262	72812412	id-43847	6.19e-06	+	GCGTAGGACTGGGCTCTGTCCTGTTGGGGGTGCTA	UpstreamP1_CTCF	39
chr17	72838288	72838438	id-43848	1	+	NA	NONE	26
chr17	72839137	72839287	id-43849	3.55e-08	+	CTGTAGTGACAGCGCGCGGGCGACAGGGGCCGCTC	UpstreamP1_CTCF	39
chr17	72846189	72846339	id-43850	2.81e-05	+	TGGTGACAGCCCATGCCCCCCTCTAGAGGGCATCT	V_CTCF_BR	19
chr17	72855984	72856134	id-43851	2.58e-07	-	TGCGTGGTGCTCAGCTTGGCCGCCAGGAGGCGTGG	Upstream_CTCF	29
chr17	72856288	72856438	id-43852	1	+	NA	NONE	17
chr17	72858462	72858612	id-43853	3.97e-07	-	GGCCGTAGCTCCCCTACCATCACCAGGTGGCGCTG	V_CTCF_BR	40
chr17	72861104	72861254	id-43854	3.84e-11	-	GCAGCAATGCTCCATCTGGCCACCAGGGGGGAGCA	Upstream_CTCF	40
chr17	72862091	72862241	id-43855	5.68e-06	+	AGCACAATGTCACATCTCGCCACTGGATGGCAGCT	V_CTCF_BR	13
chr17	72878769	72878919	id-43856	2.1e-05	+	CTGCAGTGAAGGCTGTGCACACCTAGAGGAGGGAA	UpstreamP1_CTCF	5
chr17	72888225	72888375	id-43857	1.55e-05	-	GGGAGGAGGGGCCCAGTGTCCACAAGGGGCAGCGT	V_CTCF_BR	16
chr17	72915635	72915785	id-43858	1.38e-06	+	CGAGGTCGATCTTCTCCTGCCGCAGGAGGGCGGCA	V_CTCF_BR	31
chr17	72919712	72919862	id-43859	6.39e-08	+	GGAGTCCCTCGACCGCACTCCAGCAGGGGGCGCTG	V_CTCF_BR	40
chr17	72929801	72929951	id-43860	5.68e-06	-	TTGGGTCCTAGAAATGCTGCCAGGAGAGGTCTCCC	V_CTCF_BR	4
chr17	72954120	72954270	id-43861	1.03e-09	-	CTTGCACTCCCCGCGCTCACCACCAGGTGGTGTCA	Upstream_CTCF	40
chr17	72956866	72957016	id-43862	1.67e-07	-	GGCTGCATAGGGTCTGTGCCCGGCAGGTGGCGGTC	V_CTCF_BR	40
chr17	72957785	72957935	id-43863	5.21e-08	+	GGTAAGTTAAAGTTCATCACCACCAGGGGGCAGCA	V_CTCF_BR	40
chr17	72959952	72960102	id-43864	1.73e-05	+	CGGCCTGTGGGGGCAGGCAGGAGCAGAGGGCAGGC	V_CTCF_BR	38
chr17	72978335	72978485	id-43865	1.17e-05	+	CCTCCCGCAACGCCGCTGTGCGGTTGGGGGCGGTG	V_CTCF_BR	20
chr17	72983727	72983877	id-43866	2.62e-07	+	GAGCAGCGCGGACCCGAGCCGGGCAGGGGGCGCCC	UpstreamP1_CTCF	6
chr17	72984302	72984452	id-43867	7.44e-05	+	TCTGGAGAACCGGGACGTGGAGAGAGGGGGCGCTG	Upstream_CTCF	37
chr17	72999338	72999488	id-43868	8.21e-06	+	TGAGCCAGGAGCGGCAGCGCAAGGAGCGGGCGGAG	V_CTCF_BR	0
chr17	73000182	73000332	id-43869	4.65e-05	-	CGCGTGCTGTGGTGGCAGGCCGCTAAAGGGCGCTC	V_CTCF_BR	0
chr17	73002928	73003078	id-43870	1	+	NA	NONE	15
chr17	73007153	73007303	id-43871	3.28e-05	+	TCCTCTCCCAGAATCCAGGCCACCAGATGGCCCAA	V_CTCF_BR	8
chr17	73008600	73008750	id-43872	4.23e-06	-	GCGCAGTTTCTAGGTCCCGCCGAGGGGAGGCGGCA	UpstreamP1_CTCF	39
chr17	73014940	73015090	id-43873	9.31e-05	-	CATGGTATTCGCTCCTCAGCCACAGGGTGTCCTGT	Upstream_CTCF	7
chr17	73019865	73020015	id-43874	1	+	NA	NONE	10
chr17	73030265	73030415	id-43875	1.19e-06	-	CTGGTTCTCCGGGGCTGCCCCGCCAGGTGGAGCTG	V_CTCF_BR	35
chr17	73031290	73031440	id-43876	1	+	NA	NONE	25
chr17	73032613	73032763	id-43877	3.86e-05	-	TGTGAAGGGGGCAACCCCAGCATTAGGGGGAGCCC	Upstream_CTCF	9
chr17	73043147	73043297	id-43878	6.84e-06	+	CCGCGCGGGTCCCCGGGCGCTGGTTGGGGGCGCTC	V_CTCF_BR	9
chr17	73050813	73050963	id-43879	7.1e-07	+	CTGCACCACTCCAGCCTGGGCGACAGAGGGAGACT	UpstreamP1_CTCF	36
chr17	73056183	73056333	id-43880	2.01e-05	+	GGAGCTTCACTGTTCTCCTCCATTAGATGGCAGAC	Upstream_CTCF	40
chr17	73059832	73059982	id-43881	4.88e-05	-	GGTGCAGTTCCTACAGCTCCCACTTGTCTGACTCA	Upstream_CTCF	18
chr17	73061105	73061255	id-43882	1.84e-06	+	CAGACACCAATGTTGAGCACCTCCTGAGGGCGCCG	V_CTCF_BR	6
chr17	73066033	73066183	id-43883	9.41e-05	+	TGGATCTCCCCAGCCATAAAGCCCAGGTGGCAGCA	V_CTCF_BR	40
chr17	73073879	73074029	id-43884	1.97e-06	+	CGACCCTTTCTCGCCACAGCCACAGGAGGGCTCTA	V_CTCF_BR	21
chr17	73081683	73081833	id-43885	1	+	NA	NONE	18
chr17	73082871	73083021	id-43886	6.21e-05	+	CACATAAGGTATCCCAGGTTTAGCAGGGGGCGGCA	V_CTCF_BR	5
chr17	73084605	73084755	id-43887	1.72e-06	-	GCAGCAGAAGGGCTCCCGTCCAGCAGAGAGCAGCA	Upstream_CTCF	8
chr17	73101965	73102115	id-43888	1.63e-05	-	AGAGCCACTCATGGCTGGTCCTGGAGGAGGCAGGA	Upstream_CTCF	40
chr17	73109938	73110088	id-43889	1	+	NA	NONE	3
chr17	73110249	73110399	id-43890	4.02e-07	+	GAAGCATGTGGCTAAATCTCCACCAGGGGGCGATA	Upstream_CTCF	40
chr17	73126878	73127028	id-43891	1.35e-05	-	CTGTGTTTTCTACACAGTACCGCTGGGTGGAGCAG	UpstreamP1_CTCF	39
chr17	73127549	73127699	id-43892	2.83e-07	-	CGCCCTGCGGCCCGACCTGGCGGTAGGGGGCGCAG	V_CTCF_BR	40
chr17	73132153	73132303	id-43893	9.25e-06	+	CAAGACGAGGCTGGACTTGCCGCCAGGGGGATTTC	V_CTCF_BR	6
chr17	73138509	73138659	id-43894	1.63e-05	+	GCAGGAGAATCACTTGAAACCGGTAGGTGGAGTTG	Upstream_CTCF	4
chr17	73168004	73168154	id-43895	1.3e-07	-	GCGCAATTATGGTATGTAGCCACAAGGAGGAGCTA	UpstreamP1_CTCF	40
chr17	73178624	73178774	id-43896	2.53e-05	+	AGCGGCGGGGCCTCCTTCGGCGCGGGAGGGAGGAA	V_CTCF_BR	40
chr17	73197909	73198059	id-43897	2.93e-07	-	CTGCATATATTCCCAGTGTCCTCTAGGGGGCAAAA	UpstreamP1_CTCF	40
chr17	73201889	73202039	id-43898	1	+	NA	NONE	26
chr17	73234847	73234997	id-43899	1.74e-08	-	TGTGTAGAGGCCTTTGCAGCCAGCAGGTGGCAGTG	V_CTCF_BR	40
chr17	73236849	73236999	id-43900	9.67e-08	+	AGAGTAGCTCCTCGTCCAGCCAGGAGAGGGCGTTG	Upstream_CTCF	40
chr17	73238806	73238956	id-43901	1.83e-05	-	GTGGGCCCCGGTCCTTCAGGCACGGGGTGGAGGAG	V_CTCF_BR	2
chr17	73257213	73257363	id-43902	4.7e-05	+	CGCTGGGTTCCTGGTGTCACCGCCGGGCGGCGACC	Upstream_CTCF	36
chr17	73259259	73259409	id-43903	4.59e-07	+	CTGCATTGCCAGCGCAGAACCAGAGGATGGGAGTA	UpstreamP1_CTCF	21
chr17	73263827	73263977	id-43904	1	+	NA	NONE	23
chr17	73266527	73266677	id-43905	5.68e-06	+	AAGCGCCCACCCTCCAGTCCCAGCAGGAGGCAGGA	V_CTCF_BR	40
chr17	73266802	73266952	id-43906	1.56e-06	-	TGGGGAGTTCAGGCTGCTCCCGGCAGGGGCGGCGG	Upstream_CTCF	15
chr17	73267288	73267438	id-43907	7e-10	-	AGGGCAGTGCCCCGGGGGCCCGGCAGGTGGCGCGG	Upstream_CTCF	40
chr17	73268572	73268722	id-43908	8.13e-06	+	CATGCTCTGCACTGAGGAGCAGGCAGTGGGCGCTG	Upstream_CTCF	13
chr17	73280535	73280685	id-43909	2.08e-07	+	CTGCAGGGACCCCTTCAGTGCAGCTGGCGGCGGCA	UpstreamP1_CTCF	9
chr17	73285742	73285892	id-43910	3.03e-05	+	CGTGTGACTCGAAAGTCAGCCTGCAGGCGGGGTCC	Upstream_CTCF	31
chr17	73286209	73286359	id-43911	1	+	NA	NONE	35
chr17	73291301	73291451	id-43912	1	+	NA	NONE	4
chr17	73313973	73314123	id-43913	3.73e-06	+	CCTGTGAGCCCCACATGCTCCCCTAGGGGGATGTA	Upstream_CTCF	5
chr17	73319250	73319400	id-43914	8.21e-06	+	AAGGCTTCAGAAAATCAATCCGGCAGGTGGCAGCA	V_CTCF_BR	40
chr17	73361195	73361345	id-43915	1.1e-06	-	AACATAAGCCTCTGGGTGGGCAGCAGATGGAGCTG	V_CTCF_BR	8
chr17	73376550	73376700	id-43916	1	+	NA	NONE	8
chr17	73390010	73390160	id-43917	1	+	NA	NONE	31
chr17	73400371	73400521	id-43918	4.51e-05	+	CTAGCAACCCTTCTGGCTGACTGCAGGGAACGCAG	Upstream_CTCF	40
chr17	73408785	73408935	id-43919	8.76e-09	-	GGGCAATGTCCAGATTTTACCTGCAGGTGGCAGCC	UpstreamP1_CTCF	40
chr17	73422494	73422644	id-43920	1.72e-06	+	CGGGTACTTCCCTTGGTTGCCATTAGATGTCACTC	Upstream_CTCF	40
chr17	73426373	73426523	id-43921	1	+	NA	NONE	21
chr17	73453213	73453363	id-43922	4.88e-05	-	GCCCCTCGGCCGGCTCCATCCAGCTGGGGACGGCC	V_CTCF_BR	4
chr17	73468301	73468451	id-43923	4.65e-05	-	TTGGGGCGCTCTTCTCTAACCACAGGGAGGTGCCC	V_CTCF_BR	3
chr17	73483113	73483263	id-43924	2e-06	-	ATTGCACTCCCAGTGCCTGGCACATGGTGGCAATT	Upstream_CTCF	16
chr17	73483502	73483652	id-43925	3.4e-06	-	ATCCCTGTGCTGCAGGAGTCCAGAAGAGGGAGCAA	V_CTCF_BR	22
chr17	73495111	73495261	id-43926	7.15e-05	-	TTAGGGAACATGCCTGAGCCCAGAGGGAGGCGCCC	V_CTCF_BR	17
chr17	73500476	73500626	id-43927	8.17e-09	+	TGGCAGCACCTGGTCCTCTCCAGCAGAGGGCAGTG	UpstreamP1_CTCF	40
chr17	73511919	73512069	id-43928	8.16e-07	+	ACCAGTGCGGGGACCCCAGCCTCGAGGAGGCGCTC	V_CTCF_BR	40
chr17	73513675	73513825	id-43929	8.19e-06	+	CTGCAGTACCAGGTATCTGCCACCACCCCGCCTCC	UpstreamP1_CTCF	25
chr17	73515182	73515332	id-43930	2.91e-05	+	AGTGCAGTTCCTTGGGCACAGACTGGGGGCGCCTG	Upstream_CTCF	11
chr17	73521043	73521193	id-43931	3.67e-07	-	CTGCAGCGCGCTCCACCGCCCAGCTGCAGGTGGCG	UpstreamP1_CTCF	39
chr17	73548976	73549126	id-43932	2.66e-05	-	GGACAGCAGCACTTTCCCAGCAGCAGAGGCAGCTC	V_CTCF_BR	9
chr17	73558387	73558537	id-43933	3.81e-05	-	CTAGGAAGGGTGCATAAGACCTCCGGAGGGCATCA	V_CTCF_BR	9
chr17	73566567	73566717	id-43934	4.94e-06	+	CAGGTTCGGCTCAGAGCAGCCAGCAGGGGGGCCAC	Upstream_CTCF	0
chr17	73583797	73583947	id-43935	6.84e-06	-	TGCGGACAGGGCAACAGTGCCGCCGGGAGGCGCTG	V_CTCF_BR	21
chr17	73584383	73584533	id-43936	1.47e-05	+	GGACGCGGGCCCAGGGGCGGCCGCGGGGGGCGCCT	V_CTCF_BR	20
chr17	73585237	73585387	id-43937	3.95e-09	+	GCTGCGGCTGCGGCGGCGGCCGCCAGAGGGCGAGG	Upstream_CTCF	38
chr17	73585606	73585756	id-43938	5.41e-07	-	CGGGACCTGCGGGGAGCGGCCACCAGGGGAAGCCC	UpstreamP1_CTCF	39
chr17	73587854	73588004	id-43939	2.73e-07	-	AGGGCAGTGCCTGCAGCTGACCCCAGGAGACGCCA	Upstream_CTCF	3
chr17	73590706	73590856	id-43940	3.2e-08	+	CCAGCTGTGCCTCCTCTGCCCTCCAGGAGACGCCC	Upstream_CTCF	11
chr17	73591416	73591566	id-43941	2.77e-07	-	CTGCACTAAGCAACTCCTCCCAGCAGGAGGACAGC	UpstreamP1_CTCF	11
chr17	73597379	73597529	id-43942	1.2e-08	+	TAGGCAGTACTCGTGCTCACCGGGAGAGGGCGCCA	Upstream_CTCF	40
chr17	73610221	73610371	id-43943	1.02e-07	-	GTGCAGTGACACAGACCAGCCCCGGGGAGGCGCCT	UpstreamP1_CTCF	32
chr17	73611009	73611159	id-43944	5.65e-05	+	GGCTCTGAGCAGCCGCATGAAGGGAGGGGGCGCCA	V_CTCF_BR	8
chr17	73611637	73611787	id-43945	1.52e-07	+	CGCTGGCAGGGCCCTGGGGCCACCTGGTGGAGGAG	V_CTCF_BR	15
chr17	73615047	73615197	id-43946	2.19e-05	-	GAAGGAAAACCTGAGGAGGCCGATGGAGGGCGCCC	Upstream_CTCF	2
chr17	73616174	73616324	id-43947	3.42e-08	+	TGCTAGGTGGAGGGGCAGGCCAGCAGGGGGAGCAG	V_CTCF_BR	40
chr17	73622088	73622238	id-43948	1.13e-05	-	GGGCAATGCGGCAGTACAGGCTCTGGGGGCAGCAG	UpstreamP1_CTCF	40
chr17	73629100	73629250	id-43949	2.78e-12	+	GCTGGGACAGCCGAGGCGGCCACCAGAGGGCGCTC	V_CTCF_BR	39
chr17	73630005	73630155	id-43950	2.04e-05	-	TCCAAGTGTCAAATTACCGTCGCGAGGGGGAGCCC	V_CTCF_BR	40
chr17	73636028	73636178	id-43951	1.39e-07	+	GGGTGGGGACTGAGGGCCACCACTAGGTGGAAGTC	V_CTCF_BR	11
chr17	73649153	73649303	id-43952	8.58e-08	-	CCTGCTATTGCCCTACTCCCCTCTAGTGGGAGCCA	Upstream_CTCF	40
chr17	73650358	73650508	id-43953	2.4e-05	-	GGGAAAACTGGTCCAGATTGCACTAGGGGGCAGAA	V_CTCF_BR	37
chr17	73671115	73671265	id-43954	3.8e-07	+	ACTGTCATAATTGTCATCTCCACTAGGTGGCATTC	Upstream_CTCF	40
chr17	73675792	73675942	id-43955	6.05e-06	+	TTCGGTAAGCAGCAAATTAACAGGAGGTGGCACTG	V_CTCF_BR	31
chr17	73689799	73689949	id-43956	1	+	NA	NONE	23
chr17	73702586	73702736	id-43957	6.43e-06	+	GCAGCCCAGTGACCACTGCCCAGTGGGAGGCGCCA	V_CTCF_BR	7
chr17	73717408	73717558	id-43958	1	+	NA	NONE	12
chr17	73718266	73718416	id-43959	1.24e-05	-	GGGAAAGAGGGCGGATGCTGCAGGAGGTGGCAGTG	V_CTCF_BR	8
chr17	73736984	73737134	id-43960	1	+	NA	NONE	2
chr17	73740027	73740177	id-43961	1.19e-06	-	GGCAGGTGAGACTCCCCTGCCACAGGGTGGCAGGA	V_CTCF_BR	2
chr17	73744003	73744153	id-43962	7.73e-06	-	AAATCCTTCACATAGAAGACCACTAGGTGGCACTT	V_CTCF_BR	40
chr17	73746063	73746213	id-43963	5.23e-10	-	CCACTCAGATCCCCCTTCACCACCAGGGGGCGCCA	V_CTCF_BR	40
chr17	73749083	73749233	id-43964	3.09e-06	-	TGAGTGATTCATCTGATGTCCCACAGGTGGAGCCA	Upstream_CTCF	17
chr17	73749799	73749949	id-43965	1.73e-05	+	GCGGCTGGAAGTTCGAGCCCCTGCTGGGGGAGGAG	V_CTCF_BR	29
chr17	73750575	73750725	id-43966	2.55e-06	-	CCGGCCATTCACCAGGTGCTCTGCAGGGGGAGAGC	Upstream_CTCF	2
chr17	73754876	73755026	id-43967	3.65e-07	-	TCCTCCTGCTCTGTGGTGGCCTCTTGAGGGCAGCA	V_CTCF_BR	40
chr17	73760737	73760887	id-43968	1.26e-07	+	TGAAGGCGAGGAGCCCCAGCCCCCAGAGGGCGGGC	V_CTCF_BR	40
chr17	73761382	73761532	id-43969	1	+	NA	NONE	32
chr17	73768220	73768370	id-43970	3.63e-06	+	AGAGACTGACATCTTGCTCCCAGCAGATGGCTCAC	V_CTCF_BR	35
chr17	73769318	73769468	id-43971	2.6e-05	-	CTGCAGTGCCAGCAGCTTTCCAGCCAGTGTGAGGC	UpstreamP1_CTCF	13
chr17	73770069	73770219	id-43972	1.91e-08	-	TGAGCACTATGCCCGGTGGCCAGCAGGGGCCAATC	Upstream_CTCF	24
chr17	73775086	73775236	id-43973	8.81e-07	+	ATGAGGCTTCTTCACCCCGCCGGTAGAGGGAGCGC	V_CTCF_BR	40
chr17	73779560	73779710	id-43974	1	+	NA	NONE	39
chr17	73795569	73795719	id-43975	1	+	NA	NONE	4
chr17	73805362	73805512	id-43976	2.01e-05	+	CAGGCAAGGCCTGCAACAACAGGCAGGTGGACCTG	Upstream_CTCF	6
chr17	73815272	73815422	id-43977	2.27e-06	-	CCACTGGGTGGGAAGTTTCCCTCTAGAGGGCAGGA	V_CTCF_BR	14
chr17	73823141	73823291	id-43978	2.43e-06	+	CCCCCCTGCTTTGTAGCTACCCCAAGGTGGCGGTA	V_CTCF_BR	15
chr17	73823718	73823868	id-43979	1.28e-06	-	ATGTCTCTACCACATCCCAGCACCAGGGGGAGCAA	Upstream_CTCF	40
chr17	73826245	73826395	id-43980	1.21e-09	-	GGTGCATTTCCTCCAGTTACCAGGAGGGGTCAGTG	Upstream_CTCF	40
chr17	73826555	73826705	id-43981	2.5e-09	+	GGAGCGGGGTGCTCCAGGGCCTGCAGAGGGCGCAG	V_CTCF_BR	6
chr17	73838606	73838756	id-43982	2.2e-06	+	CCTGCTCAATGCCCAGCAGGCAGTAGGGGTCGCTG	Upstream_CTCF	0
chr17	73841405	73841555	id-43983	1.05e-08	+	GCTGCCATTCCTCGAGGAGCCAGCAGGGGACAAGG	Upstream_CTCF	40
chr17	73842301	73842451	id-43984	5.63e-06	+	CTTCTGAGACCAGCACAGACCAGCAGAGGGAATGT	UpstreamP1_CTCF	13
chr17	73844623	73844773	id-43985	5.68e-06	-	TTCCTACAAGTTGACTTTCACGGCAGGGGGCGCCA	V_CTCF_BR	39
chr17	73851317	73851467	id-43986	4.88e-05	+	GTTGAGCGCCATAGTCTCTCCAACAGGGGTCCCGA	UpstreamP1_CTCF	36
chr17	73852063	73852213	id-43987	7.62e-07	+	CTCGCAGCCCCCTCTCCGGCCTCGCGGTGGCGCCG	Upstream_CTCF	39
chr17	73855604	73855754	id-43988	1.21e-05	-	ATTGGGAGTCAAGAGGCGACCAGGCGGGGGCGGTG	Upstream_CTCF	0
chr17	73857496	73857646	id-43989	3.09e-07	-	TGCTCCCTGCCAGGCTCTGCCAAGAGGGGGCGCTA	V_CTCF_BR	40
chr17	73860738	73860888	id-43990	1	+	NA	NONE	4
chr17	73872517	73872667	id-43991	4.34e-07	+	CTGCACTCTGCACAGGACGACAGTAGAGGGGGCAA	UpstreamP1_CTCF	35
chr17	73873463	73873613	id-43992	3.63e-06	-	TGTGGCAGGCGGCAGGAGGGCGGCAGAGGGCGACC	V_CTCF_BR	30
chr17	73873999	73874149	id-43993	1.55e-07	+	CGGCAGTAGCGCTCGAGCGGCCGTAGGTGGCGCGG	UpstreamP1_CTCF	40
chr17	73874436	73874586	id-43994	1.61e-05	-	CTGCCTGGGCGCGCTCTGGCCGCATCGTGGCGCGA	UpstreamP1_CTCF	31
chr17	73874873	73875023	id-43995	1	+	NA	NONE	35
chr17	73884676	73884826	id-43996	1.43e-05	+	CTTTCAGCTCCCACCATTGCCCCTAGCTGGTCAGC	Upstream_CTCF	3
chr17	73885700	73885850	id-43997	1	+	NA	NONE	4
chr17	73887922	73888072	id-43998	2.66e-05	+	GCCCTGACCCGCCTCCACCCCCCCAGCGGGAGGGG	V_CTCF_BR	3
chr17	73891527	73891677	id-43999	2.39e-05	+	TCTCAGTGGCACAAATCTGCCACTAGGGACCCCGC	UpstreamP1_CTCF	40
chr17	73892565	73892715	id-44000	1.26e-07	-	CCGTGCGCGAGTGTCGCCTCCACGAGCGGGCGCTG	V_CTCF_BR	35
chr17	73901161	73901311	id-44001	1.73e-11	+	TATGCTCGCCCATGGCTGGCCACCAGGGGGCGGCA	V_CTCF_BR	40
chr17	73911088	73911238	id-44002	1	+	NA	NONE	3
chr17	73923538	73923688	id-44003	3.63e-06	-	ATGACCTTGTCTTCTGCTTCCTGCAGGGGGTGCCA	V_CTCF_BR	40
chr17	73937307	73937457	id-44004	3.11e-05	-	GTCGGCCACGTGTCAGCCCTCAGAAGTGGGCAGGA	V_CTCF_BR	20
chr17	73975218	73975368	id-44005	1	+	NA	NONE	37
chr17	73996628	73996778	id-44006	2.24e-10	+	GGTGCAGCGCCGGCGGGGGCCAGGAGGGGGAGCTG	Upstream_CTCF	40
chr17	74001784	74001934	id-44007	3.09e-07	-	CATTTTAAATCCAAAAAGACCAGCAGGGGGCGCCC	V_CTCF_BR	40
chr17	74010388	74010538	id-44008	1.15e-08	+	GAGCGCTTCTGAGCTTTGGCCACTAGGGGGCCACA	UpstreamP1_CTCF	40
chr17	74011106	74011256	id-44009	3.09e-07	-	GTCCCCTCCTCCTGCAGCGCCAGCGGAGGGAGCTG	V_CTCF_BR	4
chr17	74023033	74023183	id-44010	2.74e-08	+	GGGCTCTGGGCCGCCGCCGCCGCCAGGTGGCTCAA	V_CTCF_BR	10
chr17	74028455	74028605	id-44011	3.81e-05	+	GGGCATATGTGCAGCCCGGCCACAGGGTGGCCACT	UpstreamP1_CTCF	24
chr17	74053114	74053264	id-44012	3.63e-06	-	GTAAGGGGTCACATTTGGCCCAGCAGGTGGTGCAG	V_CTCF_BR	18
chr17	74071499	74071649	id-44013	1	+	NA	NONE	29
chr17	74076096	74076246	id-44014	1.15e-06	-	ACTGCTAGTCCGGCGGGGACCGCCAGGAGGGTCAT	Upstream_CTCF	29
chr17	74084207	74084357	id-44015	4.59e-07	-	GTGTCCTAGCACCCGTCTGCCAGGAGGCGGCACCA	UpstreamP1_CTCF	27
chr17	74099432	74099582	id-44016	5.86e-07	-	GATGTCCTCCCCTTGCCTGCCCCCAGGAGGAGGAG	Upstream_CTCF	34
chr17	74103722	74103872	id-44017	2.19e-05	+	TTGCTATTGCAAATTCTGCCCCCTTGGGGTAGAAA	UpstreamP1_CTCF	35
chr17	74117608	74117758	id-44018	2.58e-10	+	CGGGCCGGGCCAGGCCGGGCCGCGAGGGGGCGCCC	V_CTCF_BR	40
chr17	74119982	74120132	id-44019	2.4e-05	+	GTCCCCCAGCAGGCAGTGCCCACGAGAAGCCAGCC	V_CTCF_BR	7
chr17	74121319	74121469	id-44020	2e-06	-	ACTGCAATGAGTTCCTTCGCCTACAGGAGGAGCTT	Upstream_CTCF	40
chr17	74128763	74128913	id-44021	6.98e-07	-	AATAGGTGTAGGTGCGCTCCCGGCAGGGGGCAGTG	V_CTCF_BR	9
chr17	74136179	74136329	id-44022	2.43e-06	+	CCCAGGCAGGCGGGGTCGGCCGCCAGGGGGGACCC	V_CTCF_BR	0
chr17	74143925	74144075	id-44023	2.43e-06	-	AATGTACTCCCAAAATCTACCTCTAGAGGTCTCTT	Upstream_CTCF	40
chr17	74148849	74148999	id-44024	1	+	NA	NONE	12
chr17	74149459	74149609	id-44025	1.17e-05	-	CGGCCTGGATACAGACGCACCAGCAGATGTCATCC	V_CTCF_BR	2
chr17	74149894	74150044	id-44026	5.97e-08	-	ATAGCAGTAGCCATTTCTTCCACTGGGGGGAGGGG	Upstream_CTCF	38
chr17	74162500	74162650	id-44027	1.64e-05	+	TCATCCACCACGGCATGTACCACTAGAGGGTAAAC	V_CTCF_BR	10
chr17	74176100	74176250	id-44028	1	+	NA	NONE	30
chr17	74178361	74178511	id-44029	6.74e-08	-	CTGGCAATTTCATCTTTCGTCACCAGGTGGCGCTT	Upstream_CTCF	39
chr17	74184291	74184441	id-44030	1	+	NA	NONE	11
chr17	74185979	74186129	id-44031	4.43e-05	-	TGCTACACTTGGCCATGTGCTGCCAGTGGGAGGTG	V_CTCF_BR	7
chr17	74207762	74207912	id-44032	3.11e-05	-	GGAGGCTTTGTAATAATAGCCGCCAGGTGGCTATT	V_CTCF_BR	0
chr17	74244636	74244786	id-44033	1.47e-05	+	CCGCCTCTGAGAACTGCTGCCAATAGGTGGCTCTT	V_CTCF_BR	36
chr17	74257821	74257971	id-44034	9.41e-05	-	GGGCCCCTTCCCCAAAAGATCTATAGAGGGCACTA	V_CTCF_BR	2
chr17	74268013	74268163	id-44035	3.88e-06	-	GACTTGGGCCCCGTAGACCCCAGCAGAGGGCGAGG	V_CTCF_BR	8
chr17	74272352	74272502	id-44036	9.51e-07	+	GGGGCTGAAGCGGTGGGGCTCAGCAGAGGGCACTG	V_CTCF_BR	4
chr17	74275672	74275822	id-44037	4.4e-10	-	CCAGGATTCCCATTCGTGGCCGCCAGGGGGCGCCC	V_CTCF_BR	40
chr17	74292338	74292488	id-44038	1	+	NA	NONE	2
chr17	74295334	74295484	id-44039	6.39e-08	-	TTGGCGCTCCCCAAGATGGCCACTTGGTGGCGCCA	V_CTCF_BR	21
chr17	74299281	74299431	id-44040	6.39e-08	+	TTGGCGCTCCCCAAGATGGCCACTTGGTGGCGCCA	V_CTCF_BR	15
chr17	74299501	74299651	id-44041	1	+	NA	NONE	22
chr17	74349972	74350122	id-44042	2.46e-06	-	CTGCCCTCATCCGAGATGGCGGCCTGAGGGCGCTC	UpstreamP1_CTCF	39
chr17	74361703	74361853	id-44043	6.43e-06	+	CCACTGCACTCCAGCCTGGGCGACAGAGGGAGCCC	V_CTCF_BR	36
chr17	74364762	74364912	id-44044	5.98e-05	+	GGTCTCTGCAACAAAGCCCCCAGCAAGGGGAAAGC	UpstreamP1_CTCF	13
chr17	74366673	74366823	id-44045	1	+	NA	NONE	28
chr17	74379968	74380118	id-44046	2.59e-06	+	CTGCTCTACCCGGGACAGCGCGCTAGGCGGCCTCA	UpstreamP1_CTCF	39
chr17	74381944	74382094	id-44047	3.1e-07	-	AGGCCACGTCCGCAACCGACCACTAGGGGGCCACG	UpstreamP1_CTCF	40
chr17	74382641	74382791	id-44048	1.75e-07	-	AAGCAGTCAGCTGGGGTCACCAGGAGAGGGCCCCA	UpstreamP1_CTCF	28
chr17	74385242	74385392	id-44049	4.65e-06	+	CTGAGGGGCACACCACCGGCCAGGAGGAGGCCAGA	UpstreamP1_CTCF	24
chr17	74393412	74393562	id-44050	1.92e-06	+	TAGCCCTTCTGCTCAGGACCCAGCAGGTGGGGCTA	UpstreamP1_CTCF	24
chr17	74394183	74394333	id-44051	2.64e-11	-	GCTGCAGTCCCTGATGCTGCCACCAGGTGGCTCTA	Upstream_CTCF	40
chr17	74402250	74402400	id-44052	6.21e-06	-	TGGGCTTTTGGGCGATGGAGCAGCAGGAGGCAGTG	Upstream_CTCF	2
chr17	74404757	74404907	id-44053	4.7e-08	+	CAGCCGGCCTGGCAGGTGAACACTAGAGGGCACTG	V_CTCF_BR	40
chr17	74405863	74406013	id-44054	7.44e-06	+	CATGCTAAGCGCCCATTCTCCTGCAGGGGGGATGC	Upstream_CTCF	12
chr17	74428207	74428357	id-44055	1	+	NA	NONE	3
chr17	74428911	74429061	id-44056	3.5e-05	+	ATGCAATACCCATGCATGCCCACTAGGATGGCTAT	UpstreamP1_CTCF	38
chr17	74449314	74449464	id-44057	4.68e-05	+	ATGCAGTTGCTAGGAGCCACCGCCTCGTCGCTAGG	UpstreamP1_CTCF	40
chr17	74454750	74454900	id-44058	2.11e-06	-	TGGAGAGGCCAAGCAGGCTCCCGCAGAGGGCAGTG	V_CTCF_BR	40
chr17	74456733	74456883	id-44059	7.54e-08	+	CCGTAGGTCCCTTCTTTGTCCAGGAGGTGGCAATC	UpstreamP1_CTCF	40
chr17	74462171	74462321	id-44060	4.7e-08	+	AGTGACTGATTAGGATTGGCCACCAGGGGGTGCCA	V_CTCF_BR	40
chr17	74469759	74469909	id-44061	6.04e-09	+	CCTGCTCTGTGCAGATCTGCCAGGAGGGGGCACCG	Upstream_CTCF	40
chr17	74478180	74478330	id-44062	2.68e-05	+	CATTCAATTTCTGATCTCTCCGCTTGAGGCAAGAA	Upstream_CTCF	2
chr17	74493174	74493324	id-44063	2.18e-07	-	TGTGGCCGCCAACCCTGTGCCAGCAGGTGGTGCAG	V_CTCF_BR	16
chr17	74500316	74500466	id-44064	5.65e-05	+	GCCTGGGGAGGCAGCGGGGGCTCAGGGTGGAGGCT	V_CTCF_BR	30
chr17	74502548	74502698	id-44065	6.04e-09	-	GGCGCGGTACCTCTTCTCGCCACCAGATGGCGATC	Upstream_CTCF	40
chr17	74505873	74506023	id-44066	1	+	NA	NONE	16
chr17	74513818	74513968	id-44067	6.51e-05	+	CTCTGAAGGAGAAAGTCACCCGGCAGGGGCTGCTC	V_CTCF_BR	11
chr17	74519280	74519430	id-44068	1.84e-07	+	GGTGAGGATCCCTCCGCGGCCAGCAGGGGACGCTG	Upstream_CTCF	40
chr17	74523725	74523875	id-44069	5.08e-05	-	CTAGCTCCACCTGCCTTGGCCACCAGGGCAGCCCC	Upstream_CTCF	31
chr17	74525021	74525171	id-44070	3.65e-07	-	GTGGGGGGGGGGCGCAATGACTGCAGGGGGCGCTG	V_CTCF_BR	25
chr17	74525384	74525534	id-44071	1.39e-05	+	TCCATTCAGTCCACAAGGAGCAGAAGTGGGCGGAG	V_CTCF_BR	10
chr17	74535782	74535932	id-44072	2.55e-06	+	CCTGCAACTCTGAAAGTGCCCTGTAGGCGCCTTGA	Upstream_CTCF	26
chr17	74536754	74536904	id-44073	1	+	NA	NONE	37
chr17	74537012	74537162	id-44074	6.21e-05	+	AGGATTCGCTGTCCAGTCCCCAATAGAAGGCGCGG	V_CTCF_BR	31
chr17	74542075	74542225	id-44075	4.88e-05	-	GCTGTCCAGGTCGAGGTCACCACTGGAGGTTGGGA	V_CTCF_BR	3
chr17	74543529	74543679	id-44076	2.27e-06	-	CCCACTACAGTCATCATCCCCACTAGGGGGCACAT	V_CTCF_BR	40
chr17	74553608	74553758	id-44077	1.17e-05	-	GGGGGTAAGATGGTGGCCGCCACCAGGGGCAGTGG	V_CTCF_BR	39
chr17	74554694	74554844	id-44078	4.44e-06	+	TTGCCCGTGTGATTTGGGGCCACTAGGTGTCATTG	UpstreamP1_CTCF	40
chr17	74562004	74562154	id-44079	4.31e-07	-	CAATCTTCACCTTCCCTTGCCAACAGAGGGCACTG	V_CTCF_BR	14
chr17	74566140	74566290	id-44080	5.92e-05	+	ATGACCCTGGGAAGGATGCCCAGCAGGAGGAGTGG	V_CTCF_BR	6
chr17	74567060	74567210	id-44081	1	+	NA	NONE	5
chr17	74576143	74576293	id-44082	1.54e-05	+	TAGCACATATAAAAAGTGTCCTCTAGGTGGCCAGG	UpstreamP1_CTCF	8
chr17	74582253	74582403	id-44083	1.26e-07	-	CTAGAGGCCGAGTGCCGGGCCCGCAGAGGGCAGAG	V_CTCF_BR	38
chr17	74589518	74589668	id-44084	2.58e-05	-	CTTCCAATTCCCATCACAACCCCCAGGGGTTGTAT	Upstream_CTCF	13
chr17	74590182	74590332	id-44085	1	+	NA	NONE	12
chr17	74609438	74609588	id-44086	1	+	NA	NONE	14
chr17	74620081	74620231	id-44087	2.64e-11	-	GGTGCAGTGCCAGCTCCGGGCGGCAGGTGGCGGCA	Upstream_CTCF	40
chr17	74626507	74626657	id-44088	1	+	NA	NONE	2
chr17	74667128	74667278	id-44089	2.96e-05	-	TTTCTGCACCCAGTCGTGGCCCCCTGCAGGCTCCA	UpstreamP1_CTCF	13
chr17	74677423	74677573	id-44090	1.48e-06	-	TGCGTGCTGACTGTGACCACCAGGAGAGGGCGTCA	V_CTCF_BR	39
chr17	74678075	74678225	id-44091	7.6e-05	+	CAGACCTGACCGCTTTCTGGCCCCAGGCGGAAGGA	UpstreamP1_CTCF	9
chr17	74679173	74679323	id-44092	5.9e-06	-	TTGCAGTCCCTGGACAGAGGCTAGAGGGGGCTGGA	UpstreamP1_CTCF	20
chr17	74679599	74679749	id-44093	1.54e-05	-	CTGGAGGGGGCCTAATGGGCCGGCAGGTTGGGGTG	UpstreamP1_CTCF	32
chr17	74684339	74684489	id-44094	8.98e-06	+	GCCCTGTGGTCATGGTCAACCAGCAGGTGGGGGCT	UpstreamP1_CTCF	13
chr17	74693823	74693973	id-44095	1	+	NA	NONE	8
chr17	74701077	74701227	id-44096	1	+	NA	NONE	6
chr17	74704126	74704276	id-44097	8.99e-05	+	CCCCACTACTTTGTCCTTGGCCAAAGAGGGCACCG	V_CTCF_BR	39
chr17	74709446	74709596	id-44098	1.39e-05	+	GAGACAAAGTTGAGAGCCACCGCCTGGGGGTGCAA	V_CTCF_BR	3
chr17	74711030	74711180	id-44099	3.97e-07	-	AGCCCAAAAAGGCTCTTTGCCACCAGGGGGCGTGG	V_CTCF_BR	40
chr17	74723218	74723368	id-44100	2.59e-06	+	CAGCAGCACCCGCCAGGAGGCGCCTGAGGTCAGGA	UpstreamP1_CTCF	40
chr17	74732446	74732596	id-44101	2.55e-06	-	CTTGCTCGTCCCGCCCGCAGCCCTAGGCGGCGTCG	Upstream_CTCF	37
chr17	74769297	74769447	id-44102	2.12e-06	-	CAGTTCCTCTCAAGAGTAGGCAGCAGAGGGAGAAA	UpstreamP1_CTCF	13
chr17	74777791	74777941	id-44103	1.04e-05	-	TGAATACCATAGCACAAAGCCAGTAGGAGGCAGCC	V_CTCF_BR	32
chr17	74789979	74790129	id-44104	7.73e-06	+	AGCCATAGAATCTAGGTGGCCACTAGGAGGTGGAA	V_CTCF_BR	40
chr17	74812727	74812877	id-44105	9.51e-07	+	GGCTCACATCCTTTCGTGCCCTGCAGAGGGCGACC	V_CTCF_BR	40
chr17	74816221	74816371	id-44106	1.9e-06	+	AAGGCTCTACCCAACCTCAGCAGCTGGGGGAGTCC	Upstream_CTCF	3
chr17	74835924	74836074	id-44107	1.03e-05	+	CTGCGGTGTTGGACAGCGCCTCCTAGGAGGCTGTT	UpstreamP1_CTCF	40
chr17	74840041	74840191	id-44108	3.56e-06	-	AGTCCCCTTCCCCAGGAGGCCACCAGATGTCCCCA	Upstream_CTCF	10
chr17	74840649	74840799	id-44109	1.5e-05	-	GCTGTGATTCCAATCTGTCCCGCAGGGGGTCTTCC	Upstream_CTCF	3
chr17	74864355	74864505	id-44110	9.87e-11	+	GCGCACAGCGGGGCTGCGGCCACGAGGTGGCGCCG	V_CTCF_BR	40
chr17	74865740	74865890	id-44111	7.02e-05	+	GGGCAGGGGCGGCGCTGCAGGGCTACGGGGCGGCT	UpstreamP1_CTCF	0
chr17	74867868	74868018	id-44112	1	+	NA	NONE	8
chr17	74884008	74884158	id-44113	1.71e-06	-	TCCAGGGACAGTGGCAGAACCAGCAGGAGGAGCCA	V_CTCF_BR	39
chr17	74884811	74884961	id-44114	2.73e-07	+	CCTGCGGAACCAGAGTTCCCCACTGGAGGGCCGCG	Upstream_CTCF	17
chr17	74914624	74914774	id-44115	5.01e-06	-	CTGTCTGGTCCCTGACAGACCAGATGGGGGCAGAA	V_CTCF_BR	0
chr17	74925782	74925932	id-44116	5.63e-06	-	GGGCAGAGCGAGGGTAAGGCCAGGAGAGGCAGCAG	UpstreamP1_CTCF	1
chr17	74936934	74937084	id-44117	4.11e-08	-	CCTGCAAGTCTGAACTCACCCAGAGGGGGGCACCG	Upstream_CTCF	35
chr17	74949226	74949376	id-44118	1	+	NA	NONE	1
chr17	74965544	74965694	id-44119	1	+	NA	NONE	4
chr17	75007380	75007530	id-44120	2.11e-06	+	AGTTCCTGGGCAGTCCGTACCACATGGGGGCAGTA	V_CTCF_BR	39
chr17	75032952	75033102	id-44121	5.08e-05	+	GGGAAGGTGTGCACACAGGCCGACAGATGGAGTCC	UpstreamP1_CTCF	15
chr17	75045682	75045832	id-44122	1	+	NA	NONE	17
chr17	75051061	75051211	id-44123	3.6e-07	+	AGGGCCATAGCTCTGCAGGCCAGCAGGAGGAGCGG	Upstream_CTCF	4
chr17	75052443	75052593	id-44124	8.62e-10	-	CTGTGCCTGCGCGGCTTCGCCACGAGGGGGCGCTC	V_CTCF_BR	40
chr17	75062982	75063132	id-44125	3.42e-08	-	CCCAGCAGGAGTCTGGGAGCCACTAGATGGCAGTC	V_CTCF_BR	40
chr17	75082691	75082841	id-44126	2.2e-09	+	GCAGCGCCACCAAGAGCCACCACCAGGGGGCAGAG	Upstream_CTCF	40
chr17	75084742	75084892	id-44127	4.59e-07	-	GCGGACTGCGAGTCGGCGACCACCAGGAGGCGAGA	UpstreamP1_CTCF	39
chr17	75092664	75092814	id-44128	6.8e-06	+	TTTGAATTTCTCTCTTCGTCCACTAGAGGATGTAA	Upstream_CTCF	40
chr17	75105823	75105973	id-44129	1	+	NA	NONE	11
chr17	75119778	75119928	id-44130	9.67e-08	-	GAAGCTGGCCCCTGCCTGGCCAGCAGGTGGACCTG	Upstream_CTCF	12
chr17	75141881	75142031	id-44131	5.96e-07	-	CTAGGAGTGAGCAAAGCAGCCAGCTGGTGGCGGGG	V_CTCF_BR	36
chr17	75143104	75143254	id-44132	4.21e-05	+	ACTAGAACGCACGGTGGCGGCAGGAGTGGCCGGCA	V_CTCF_BR	7
chr17	75180586	75180736	id-44133	1	+	NA	NONE	5
chr17	75196998	75197148	id-44134	4.68e-05	-	CTGCACTACTGAAAATACTCTGCCAGAGGCACTGC	UpstreamP1_CTCF	6
chr17	75204610	75204760	id-44135	9.71e-06	-	GCTGGTTAGTAACCTCCGGCCACCAGAGAGCAGGA	Upstream_CTCF	33
chr17	75210870	75211020	id-44136	8.43e-09	-	GGGCTCTGAGGACAATGAGCCACCAGAGGGCACAG	V_CTCF_BR	40
chr17	75229891	75230041	id-44137	1	+	NA	NONE	4
chr17	75236460	75236610	id-44138	4.01e-05	+	CAGGCCGGGCTCACCAGCCTCCCCGGGGGGCAGGC	Upstream_CTCF	0
chr17	75238305	75238455	id-44139	1	+	NA	NONE	9
chr17	75243205	75243355	id-44140	1.67e-07	-	GTGCGCAGACGCGCACACTCCAGCAGGTGGCGCTG	V_CTCF_BR	40
chr17	75249590	75249740	id-44141	9.66e-05	-	GCTGTAATCCCAGCGCTTCAAGACAGGAGGATCTC	Upstream_CTCF	15
chr17	75251087	75251237	id-44142	3.56e-05	+	AGAACACTTTCCGGTCTTGCCTCCAGGTGACGATT	Upstream_CTCF	16
chr17	75252929	75253079	id-44143	3.4e-06	-	GTCTCACATCTGATGGCAAGCTGCAGGGGGCAGTA	V_CTCF_BR	30
chr17	75254900	75255050	id-44144	1	+	NA	NONE	2
chr17	75262410	75262560	id-44145	2.31e-06	+	AGAGGAGCAGCAGGCAAGGCCAGCAGGAGGTGACA	Upstream_CTCF	4
chr17	75263041	75263191	id-44146	1.04e-05	+	GGGCGCTCTTCGGGGGAGCCCAGCAGCTGTCAGAA	V_CTCF_BR	36
chr17	75276050	75276200	id-44147	7.11e-06	-	TAATCTGTCCAGCCACAGCCCTGCAGAGGGAGCAG	Upstream_CTCF	19
chr17	75277201	75277351	id-44148	3.18e-06	-	GGGCTGGCGGGCGCCGGGCCTGGGAGGGGGCGCCC	V_CTCF_BR	26
chr17	75303166	75303316	id-44149	1.64e-05	+	TCTTTAGGAGGCACGCGGACCTCCAGTGGCCGGCT	V_CTCF_BR	1
chr17	75318147	75318297	id-44150	1	+	NA	NONE	15
chr17	75319471	75319621	id-44151	7.17e-05	+	CTGGGAGGCTAGGAACAGGCCACGAGGGAGGGCTG	Upstream_CTCF	11
chr17	75321409	75321559	id-44152	1.64e-05	+	TTCTCACGCCCAGCTGGTTCCGCTGGGTGGCGGGG	V_CTCF_BR	20
chr17	75327595	75327745	id-44153	4.38e-08	+	GGTGCAGAAAGCCTTTCCTCCAGCAGGTGGCGCCG	Upstream_CTCF	40
chr17	75350783	75350933	id-44154	5.34e-06	+	GCTTGTGTGTTTGCCACAGACAGTGGAGGGCGGTG	V_CTCF_BR	10
chr17	75362732	75362882	id-44155	3.73e-06	-	CCTGCTGGCTCTGATGATACCACCAGGGACTGCAG	Upstream_CTCF	21
chr17	75365699	75365849	id-44156	4.5e-05	-	AGGCTCCAGACGGGACACCCCATTAGGTGGCAGGC	UpstreamP1_CTCF	0
chr17	75370577	75370727	id-44157	1.39e-07	-	AGCCTTTCCCCCTCCCGGCCCACCAGAGGGCTCTG	V_CTCF_BR	34
chr17	75374965	75375115	id-44158	6.75e-05	-	CTGCAGAGCCGAACGCAGGCTGCCAGCGCCCCCGC	UpstreamP1_CTCF	1
chr17	75378633	75378783	id-44159	9.84e-05	+	GGAGAGAGGCACTGTTGGAGAGGCAGAGGGAGCTG	V_CTCF_BR	8
chr17	75396794	75396944	id-44160	1.93e-05	+	GGGTGCGCTGTGGGTCTGGCCTGGGGAAGGAGCTG	V_CTCF_BR	40
chr17	75416597	75416747	id-44161	3.5e-05	-	CTGAGATCTAAAGGACTGTCCACCAGGAGGACAGC	UpstreamP1_CTCF	26
chr17	75421361	75421511	id-44162	3.71e-05	+	GCTGTGGGGCCCTCTCCTGCCTGCAGCTGAGAGCC	Upstream_CTCF	7
chr17	75423807	75423957	id-44163	1	+	NA	NONE	16
chr17	75426259	75426409	id-44164	4.31e-07	+	CTGCCCGAGCCGTGACCTGTCAGTAGGGGGCAGTG	V_CTCF_BR	40
chr17	75431850	75432000	id-44165	1	+	NA	NONE	3
chr17	75432376	75432526	id-44166	2.73e-07	+	CCAGCTGTTCAGAGCGGATCCAGAAGGTGGAGAGA	Upstream_CTCF	15
chr17	75433167	75433317	id-44167	1	+	NA	NONE	15
chr17	75443360	75443510	id-44168	1	+	NA	NONE	6
chr17	75453395	75453545	id-44169	4.7e-05	+	GCTCCATCTCCCCAAGTCTCCCCTAGAGGCGCCCC	Upstream_CTCF	2
chr17	75455044	75455194	id-44170	2.18e-07	+	GGGCCATGGGCCCATGCGTCCAGGAGGTGGAGGCA	V_CTCF_BR	1
chr17	75467296	75467446	id-44171	1.71e-06	-	ATGCCCAGGCCCTTCAGAGACAGCAGGGGGCTGGA	V_CTCF_BR	21
chr17	75473604	75473754	id-44172	1.85e-05	+	GTTGTGCTACTCACGGGCTGCACTAGGAGCTGGGG	Upstream_CTCF	18
chr17	75475600	75475750	id-44173	5.65e-05	+	TATTATTTCTCAAGCGGGGCCCCTGGTGGGCAGGA	V_CTCF_BR	8
chr17	75476437	75476587	id-44174	4.14e-06	+	CGGCTGGGGATGCAGGCTGCAGCCAGGGGGCTCAG	V_CTCF_BR	15
chr17	75482801	75482951	id-44175	3.81e-05	-	ATGTGCTAGGGGGCGCTGGCCTGCAGGGTGGTGCC	UpstreamP1_CTCF	11
chr17	75491127	75491277	id-44176	8.84e-10	-	CTGCGGTACTCAAGGTTGGCCACCAGGGTGCAGCA	UpstreamP1_CTCF	40
chr17	75497259	75497409	id-44177	3.45e-05	+	GTGGGGGATCTGAAGGGCGTCCACAGGGGGCGCTG	V_CTCF_BR	39
chr17	75503384	75503534	id-44178	3.63e-05	+	AAACGGCCACACGGAGGAGCCAGCAGCAGTCTCTC	V_CTCF_BR	24
chr17	75515148	75515298	id-44179	1	+	NA	NONE	9
chr17	75524834	75524984	id-44180	5.52e-05	-	GTGCACGGTCCCCAGCCCGCGCGCAGCAGCCTGGA	UpstreamP1_CTCF	19
chr17	75538893	75539043	id-44181	2.08e-07	+	GGGCAGTTGCACAGAGTGGCCATCGGGTGTCAGTG	UpstreamP1_CTCF	40
chr17	75568433	75568583	id-44182	9.81e-06	-	TTACATAAGCAGCCCAGTGCCTGCAGAGGGCGAAT	V_CTCF_BR	10
chr17	75592554	75592704	id-44183	8.21e-05	-	CAGCCCAACACAGAGATGACAGACAGGGGGCTCTG	V_CTCF_BR	7
chr17	75603060	75603210	id-44184	1.59e-06	-	TGTCTACAACAGTGCCCAGCCAGCAGGAGGCGCTT	V_CTCF_BR	28
chr17	75613692	75613842	id-44185	1	+	NA	NONE	2
chr17	75630984	75631134	id-44186	4.7e-06	-	GAGACACAGGGGGAGGCCACGTGCAGATGGCAGCA	V_CTCF_BR	2
chr17	75641204	75641354	id-44187	5.12e-07	+	CTGCAGGGGGCCTCAGTGAGCAGCAGATGAAAAGC	UpstreamP1_CTCF	18
chr17	75645852	75646002	id-44188	5.01e-06	-	TGATTGATTGAGTCACTGGCCACATGATGGAGCTC	V_CTCF_BR	16
chr17	75687445	75687595	id-44189	1	+	NA	NONE	4
chr17	75724437	75724587	id-44190	1	+	NA	NONE	32
chr17	75730913	75731063	id-44191	8.21e-05	-	GAGCGCTGGTGCCCATCAGAGACGGGAGGGCAGAG	V_CTCF_BR	14
chr17	75737312	75737462	id-44192	4.04e-08	-	CTGCAGTTTGGGTGAGTGCTCACCTGGGGGCGCTG	UpstreamP1_CTCF	40
chr17	75758842	75758992	id-44193	7.44e-06	-	CCAGTTGCTGAGCCAGGAGCCACAAGGGGCAGTCC	Upstream_CTCF	1
chr17	75766599	75766749	id-44194	9.88e-07	-	ACTGCTGCCCTGACCTCAGACAGGAGGAGGCGTCC	Upstream_CTCF	2
chr17	75768571	75768721	id-44195	3.31e-06	-	CTGGAGGGCCTGGGAACAGGCAGATGGGGGCAGGA	UpstreamP1_CTCF	39
chr17	75769102	75769252	id-44196	9.29e-06	-	GAGGCTGGGTGAATCTCGGCCAGAAGAGGGCCTGA	Upstream_CTCF	9
chr17	75811693	75811843	id-44197	5.63e-06	-	GCGCCCTGTTGTTATGGGGCCAGTGGGAGGCAGGC	UpstreamP1_CTCF	16
chr17	75817262	75817412	id-44198	5.55e-07	-	ACAGCAATGCTGGCCACATCCTCTAGGGAGCATTG	Upstream_CTCF	16
chr17	75843813	75843963	id-44199	9.51e-07	+	ATGGAGGCTCCAAAGTCCACCAGTAGAGGGAAGAA	V_CTCF_BR	9
chr17	75844442	75844592	id-44200	1	+	NA	NONE	0
chr17	75886496	75886646	id-44201	8.23e-05	-	AAGTCATATCTCCGAATGCCCAGCAGGGTGCCTGG	UpstreamP1_CTCF	15
chr17	75888578	75888728	id-44202	1	+	NA	NONE	38
chr17	75910888	75911038	id-44203	8.71e-06	+	CTGGCGCAGCAGAGTGCTGCCCAGAGGTGGCGCTC	V_CTCF_BR	23
chr17	75924002	75924152	id-44204	7.27e-06	+	GTGAAGCCGTGGGAGACTGCCCCCTGAGGGAGGTG	V_CTCF_BR	2
chr17	75954633	75954783	id-44205	3.65e-05	-	CTTCCCCGCCCCGCGTTGGCCTCCAACAGGAAGTC	UpstreamP1_CTCF	35
chr17	75994161	75994311	id-44206	1.24e-05	-	GGTGGGAGGAAGGGTCTGGCCACAAAGGGGCAGTG	V_CTCF_BR	3
chr17	76006990	76007140	id-44207	3.16e-06	+	GCGCTGTGCTCCGGGGGCGCCTCCCGAGGGCACTT	UpstreamP1_CTCF	2
chr17	76010048	76010198	id-44208	1.99e-07	-	TGCAGAATCCTACAACCCGCCAGAAGAGGGAGCCA	V_CTCF_BR	40
chr17	76015572	76015722	id-44209	1.97e-06	+	GTTACCATCTACCTTTTCACCAGCAGATGTCACCC	V_CTCF_BR	39
chr17	76015865	76016015	id-44210	1	+	NA	NONE	6
chr17	76028265	76028415	id-44211	1	+	NA	NONE	14
chr17	76037084	76037234	id-44212	3.56e-05	+	GGCGTAGAGGCAGCTGTGCACGCGAGGTGGCGTCT	Upstream_CTCF	31
chr17	76081155	76081305	id-44213	4.5e-06	+	AGAGGAAGATCGCTTTCTGCCACTAGATGACGCTG	Upstream_CTCF	40
chr17	76106786	76106936	id-44214	1.1e-05	-	GTGACCTCCCAGCTCCTCGCCTCATGGGGCCGCTG	V_CTCF_BR	0
chr17	76108805	76108955	id-44215	7.94e-12	+	CCTGCCATCTGGGGCTTGGCCAGCAGAGGGCGCCC	V_CTCF_BR	40
chr17	76113571	76113721	id-44216	3.83e-09	+	GAGACCCTGGGGCCTGCCGCCTCCAGGTGGCGCAC	V_CTCF_BR	38
chr17	76128217	76128367	id-44217	1.17e-05	-	CCGGAGGTACCGCTGACAGTCACCTGGGGGTGCTG	V_CTCF_BR	6
chr17	76130533	76130683	id-44218	3.4e-06	-	CCTGTGAGTACTTGGTAGCCCAGAAGATGGCGCTG	V_CTCF_BR	40
chr17	76133510	76133660	id-44219	2.46e-08	+	CTGCCTGCACCGCCGCACACCTCCAGGGGGCGCCA	V_CTCF_BR	40
chr17	76134140	76134290	id-44220	4.68e-07	-	AAGACGCTATTCAGCAGGGGCAGCAGGGGGCAGTA	V_CTCF_BR	30
chr17	76140420	76140570	id-44221	4.5e-05	+	CTCAAGGTTCCCCTGAACACCACCACGTGGAGAAA	UpstreamP1_CTCF	21
chr17	76162560	76162710	id-44222	2.43e-06	-	GTTGAACCATAGGACTGGGCCACCAGGAGGTGGGG	Upstream_CTCF	5
chr17	76170722	76170872	id-44223	2.94e-06	+	GCAGCATGCAGGGCAGCGTCCAGTAGGCGGCAGTG	Upstream_CTCF	19
chr17	76171197	76171347	id-44224	6.39e-05	+	ATGGCTGCGCTCCCATGGAAAGACAGAGGGCGCTC	Upstream_CTCF	24
chr17	76172736	76172886	id-44225	7.54e-08	-	CAGCCATGGCAGCGTCAGCCCTCCAGGGGGCGCGC	UpstreamP1_CTCF	40
chr17	76183183	76183333	id-44226	2.83e-07	-	CGCACGTCCCGGATTCCTCCCACGAGGGGGCGGGC	V_CTCF_BR	40
chr17	76186359	76186509	id-44227	7.73e-06	-	TGAGAGGGTGCGATTCTGACCACAGGAGGTCACTG	V_CTCF_BR	9
chr17	76202503	76202653	id-44228	1.85e-05	-	GGGGCAGGATAACCACTTGAGCCCAGGAGGCAGCA	Upstream_CTCF	29
chr17	76247097	76247247	id-44229	5.74e-05	-	CGGCAGCGGCTGGGGCTGGCCCCAGGCTTGCCGGG	UpstreamP1_CTCF	40
chr17	76247680	76247830	id-44230	5.9e-06	-	CAGCATTGCAGCAGCTTCTCCAGCAGGCGATGCTC	UpstreamP1_CTCF	3
chr17	76255193	76255343	id-44231	8.19e-06	-	CTGGAGAGGGACATCTTTCCCACTAGGGGGTCCCA	UpstreamP1_CTCF	5
chr17	76264206	76264356	id-44232	2.96e-05	-	AGGCAGGGATGGTTGCGGGGCAGTGAGGGGAGCCA	UpstreamP1_CTCF	1
chr17	76285967	76286117	id-44233	4.14e-06	+	AGCATCTACTCTTTCTGGGCCGCTAGAGGGAGACC	V_CTCF_BR	40
chr17	76304034	76304184	id-44234	2.43e-06	-	GCTGCAGCCATTTCTGCTACCGCTAGAGAGAGCCT	Upstream_CTCF	17
chr17	76310388	76310538	id-44235	2.89e-07	-	CCTGGCGTGGCGCCACCTTCCACCGGGTGGCCGCG	Upstream_CTCF	7
chr17	76311220	76311370	id-44236	1.48e-06	-	CCTGCAGGACCCTGCCTGGCCTCTGGGGTGTGTTC	Upstream_CTCF	31
chr17	76311583	76311733	id-44237	1.7e-05	-	GAGGGTTTCCCAGCCTTGGCCTGCAGGTGACTCCA	Upstream_CTCF	31
chr17	76314191	76314341	id-44238	1.26e-05	+	GAGTCTGTTCTCTGTGTGCCCGGCAGAGGGATAGA	Upstream_CTCF	4
chr17	76325929	76326079	id-44239	3.09e-06	-	GGTGCATGGCTGGGGGCAGCCAGCAGGGTGGGAGA	Upstream_CTCF	12
chr17	76334673	76334823	id-44240	9.41e-05	+	AGGGACCTCACCAGAGCCCTCTGTAGAGGTCAGCA	V_CTCF_BR	0
chr17	76340624	76340774	id-44241	1.81e-06	+	TGGGCATCACCTCAACTTTCCCCTAGGTGACGCTG	Upstream_CTCF	3
chr17	76341408	76341558	id-44242	4.96e-08	+	CGAGCAGGACCGCCGGCCACCACCAGGAGCTGGCA	Upstream_CTCF	13
chr17	76342922	76343072	id-44243	8.21e-06	+	CAGTCATCTCTGGCCGCGTCCTGCGGAGGGTGCTG	V_CTCF_BR	19
chr17	76346603	76346753	id-44244	1.93e-05	-	GAGGTGTCTGTGCTGCACAACTCCAGGGGGTGCTG	V_CTCF_BR	27
chr17	76347825	76347975	id-44245	2.1e-05	+	CTGCACTTGTCCATGCTTGCCGCCTACAGGCCCGC	UpstreamP1_CTCF	23
chr17	76349167	76349317	id-44246	1.17e-05	+	GTCCGGGAAGTGACTCTTCCTGGCAGAGGGCGGCC	V_CTCF_BR	2
chr17	76352459	76352609	id-44247	1	+	NA	NONE	6
chr17	76356957	76357107	id-44248	3.83e-09	+	CCCAACCTACGGCCCGCGTCCGCCAGAGGGCGCCC	V_CTCF_BR	40
chr17	76358905	76359055	id-44249	1.21e-06	+	ACAGAAGTGCTGGGTGAATCCTGCAGGGGGAGATG	Upstream_CTCF	32
chr17	76362470	76362620	id-44250	1.24e-05	+	TGCCCAGGACGGGGAGAGCCCGGGAGGGGGCGAGG	V_CTCF_BR	3
chr17	76374535	76374685	id-44251	1	+	NA	NONE	8
chr17	76382513	76382663	id-44252	1	+	NA	NONE	10
chr17	76386461	76386611	id-44253	5.92e-05	-	GCTGCACTTCCCAGAAAGCCCACCGGTCTGTCACT	Upstream_CTCF	31
chr17	76408555	76408705	id-44254	5.37e-06	+	CTGTCTGCCTCAGCGCTGGCCTCTAGGTGGCCTCA	UpstreamP1_CTCF	40
chr17	76413837	76413987	id-44255	2.8e-05	-	AGTGCTCTCTCCTCAGTGTCCTCAGTGGGGCGCCT	Upstream_CTCF	3
chr17	76417448	76417598	id-44256	6.23e-05	-	CTGCAACTGTCCTTGTCTAAGACCAGGTGAGCCTA	UpstreamP1_CTCF	3
chr17	76418229	76418379	id-44257	2.78e-09	+	CTGCAGTGACCCCTCCTGGCCAGCAGAGGTATTGG	UpstreamP1_CTCF	40
chr17	76441792	76441942	id-44258	8.62e-10	+	GAGGAGTTCACACTCCCGGCCTGCAGGGGGCGCCC	V_CTCF_BR	40
chr17	76444805	76444955	id-44259	2.01e-05	-	TGTGTCATCCCATGGTGGAAGGCTAGAGGGCGAGA	Upstream_CTCF	36
chr17	76447071	76447221	id-44260	2.27e-06	+	GAGGCTTCCTGTCACGGAGACTGTAGGGGGCAGAA	V_CTCF_BR	5
chr17	76485431	76485581	id-44261	5.01e-06	-	GCAATGAGGTATGGAGGAGGCAGCAGGAGGCGCCA	V_CTCF_BR	16
chr17	76488253	76488403	id-44262	5.12e-06	-	GGGCTCTGGGGAGAAGCTTCCCCCAGGAGGTGGCG	UpstreamP1_CTCF	8
chr17	76493284	76493434	id-44263	1.34e-06	+	GCTGTGTCTCTCCAAGTCACCACTTGAGGGGGCCC	Upstream_CTCF	40
chr17	76498015	76498165	id-44264	5.52e-05	-	AACCAGTGCCTGGCTGGGGCCTACCGAGGGCGCTC	UpstreamP1_CTCF	0
chr17	76501267	76501417	id-44265	1	+	NA	NONE	5
chr17	76510748	76510898	id-44266	1.77e-05	+	CCTGCAGCAGAGCTGGCCGCCAGGGGCGGTCCCCT	Upstream_CTCF	0
chr17	76515632	76515782	id-44267	2.04e-05	-	TATACTAGTTCCATACTATCCTCTAGATGGCTGCA	V_CTCF_BR	2
chr17	76552379	76552529	id-44268	4.7e-06	+	GACAGACCATCCCCTTGAGCCTCCAGAAGGAGGCA	V_CTCF_BR	3
chr17	76555880	76556030	id-44269	6.21e-05	-	CGGCATGCGGGTAAAGAAAAGGCCAGGTGGCGCCC	V_CTCF_BR	13
chr17	76560433	76560583	id-44270	1	+	NA	NONE	0
chr17	76570185	76570335	id-44271	6.05e-06	-	GACCTGCTGTCTAACAAGACCTCCAGGTGGTGCTC	V_CTCF_BR	16
chr17	76576971	76577121	id-44272	3.29e-05	+	GCTACCGTTTTCTGAGCGATCACCGGGTGGCAGGT	Upstream_CTCF	5
chr17	76601043	76601193	id-44273	3.4e-06	-	TTAGCCAGGCAGGTAGTCACCAGGAGATGGTGGTA	V_CTCF_BR	22
chr17	76626596	76626746	id-44274	1.26e-07	+	GGAGGCTCTTCCCCTACAGCCTGCAGAGGGAGCAG	V_CTCF_BR	33
chr17	76639510	76639660	id-44275	1	+	NA	NONE	0
chr17	76665065	76665215	id-44276	1	+	NA	NONE	0
chr17	76670982	76671132	id-44277	3.24e-06	-	GATGCATTTTGTGGTGGGCCCCCTAGAGGGGAAGA	Upstream_CTCF	17
chr17	76685226	76685376	id-44278	1.81e-06	+	CTTGCCACTATAAAGCCTGCCACCAGAGGCAGGCT	Upstream_CTCF	25
chr17	76704706	76704856	id-44279	3.28e-05	-	CAGACATTCCCTTTGCCAGCCGCTTGGTGGCATTG	V_CTCF_BR	40
chr17	76713135	76713285	id-44280	1	+	NA	NONE	11
chr17	76720541	76720691	id-44281	6.73e-07	+	CTGCGTCCCTGGCCTCTACCCACTAGGTGCCAGCA	UpstreamP1_CTCF	14
chr17	76724055	76724205	id-44282	1.03e-06	+	CACGACAAATGGATGCCCACCTCTAGGTGGCACGA	V_CTCF_BR	8
chr17	76732862	76733012	id-44283	1	+	NA	NONE	21
chr17	76741551	76741701	id-44284	5.21e-08	-	TAACAATCTTTTCATGTAGCCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr17	76765363	76765513	id-44285	1	+	NA	NONE	30
chr17	76783578	76783728	id-44286	1	+	NA	NONE	11
chr17	76787681	76787831	id-44287	6.98e-07	+	CTGGACAGCTGCCCAGAGGCCTCTAGGGGGCTGTG	V_CTCF_BR	24
chr17	76795150	76795300	id-44288	2.18e-07	-	CCTCTTGTCCTTCTCTTCACCACAAGGTGGCACTC	V_CTCF_BR	38
chr17	76802689	76802839	id-44289	1.95e-07	-	GTAGCAGTTCCCTGTTTTCACAGTAGGTGGAAGAT	Upstream_CTCF	14
chr17	76805522	76805672	id-44290	1	+	NA	NONE	1
chr17	76819862	76820012	id-44291	1	+	NA	NONE	30
chr17	76820550	76820700	id-44292	1	+	NA	NONE	0
chr17	76821810	76821960	id-44293	7.27e-06	-	GGTTGCGGTGTCCCCAGCACCTGCAGGGGGAGTGC	V_CTCF_BR	0
chr17	76824689	76824839	id-44294	4.43e-05	-	AGGCCTGCTAAGTGCTCGCCCTGTAGGAGGTGCTG	V_CTCF_BR	40
chr17	76837128	76837278	id-44295	6.39e-05	-	ACTTCAGGCGTCCGCCACGCCGCCAGGTGTGCTCG	Upstream_CTCF	17
chr17	76839501	76839651	id-44296	1.16e-05	-	GAGCCACTTCCTTTGGGTACCAACAGGTGGCGTGG	Upstream_CTCF	40
chr17	76848879	76849029	id-44297	1.19e-06	-	AAGGAGCCTCTCCTGTCCGGCGGGAGGGGGCGCCC	V_CTCF_BR	33
chr17	76861944	76862094	id-44298	3.47e-09	+	CTGCAGTTTGGCCAGAAAGCCCCTAGAGGGCAGTG	UpstreamP1_CTCF	40
chr17	76879583	76879733	id-44299	1.21e-06	-	CTGGAGCACCCCCAGGTGCCCGCTGGCAGGCGGTG	UpstreamP1_CTCF	16
chr17	76880027	76880177	id-44300	1	+	NA	NONE	12
chr17	76881614	76881764	id-44301	8.21e-05	+	GGGGAGGATTTAGGCTCGCAAGGCAGGGGGCAGGC	V_CTCF_BR	0
chr17	76892660	76892810	id-44302	1.19e-06	-	TCTGAGTGGTTGAAGGCAGCCAGCAGAAGGCAGGC	V_CTCF_BR	7
chr17	76921448	76921598	id-44303	5.89e-08	-	CTGCATTGGCCGCCAGCCACCGGGAGGAGGAGCAG	UpstreamP1_CTCF	35
chr17	76933777	76933927	id-44304	1.85e-05	-	TGCTCAGGTCACCCAGCTGGCGGTAGGAGGCGAAC	Upstream_CTCF	3
chr17	76936843	76936993	id-44305	6.21e-06	+	GCTGTAGCTCTCTCCCTCCCCAGGAGGCAGAATGC	Upstream_CTCF	5
chr17	76952039	76952189	id-44306	1.17e-05	+	ATCTTTCTTTGTGAAGGGACCACCAGGGGCTGCTG	V_CTCF_BR	5
chr17	76956057	76956207	id-44307	1	+	NA	NONE	11
chr17	76967470	76967620	id-44308	1.55e-07	-	AATGACCTTCAACAACCGGCCACCAGATGTCGCCC	Upstream_CTCF	40
chr17	76972130	76972280	id-44309	3.45e-05	-	CGATGGTGACATGCGGCTGGCCGATGGGGGCGCCA	V_CTCF_BR	16
chr17	76974130	76974280	id-44310	7.23e-07	+	TCAGCAAGCCTGGGGCAGGCCTCTGGGTGGCACTG	Upstream_CTCF	18
chr17	76982168	76982318	id-44311	8.19e-06	+	CTGTGCTTAGGTAATCAGTACACTGGAGGGAGCCA	UpstreamP1_CTCF	35
chr17	76989025	76989175	id-44312	2.37e-05	+	GCAGCTGTGGGCAGATGTGTCCCCAGGGGCCTGCC	Upstream_CTCF	2
chr17	76989347	76989497	id-44313	1.76e-09	+	CCTGAAGTGACCGAAATCACCACCAGATGGCAGCA	Upstream_CTCF	40
chr17	76994577	76994727	id-44314	1.29e-05	-	CTGCAGTTCCTGGCCGCCACCAGCACCCTGACCCT	UpstreamP1_CTCF	7
chr17	77015729	77015879	id-44315	1.75e-07	+	GTGCTTGGAACTGGGGAGTCCACCAGGGGGCCCTC	UpstreamP1_CTCF	40
chr17	77020558	77020708	id-44316	7.61e-08	-	TCTGCCATCCCCGCCCTGGCCACCAGGCTGAAGCC	Upstream_CTCF	35
chr17	77024725	77024875	id-44317	5.93e-06	+	AGCTCAGGTCTGCTTGTGCCCATTAGAGGGCACTG	Upstream_CTCF	38
chr17	77025048	77025198	id-44318	1	+	NA	NONE	0
chr17	77038551	77038701	id-44319	4.38e-08	-	GCTGCAAGCTGCTTTCTGGCCACCAGGCGGCGCAT	Upstream_CTCF	40
chr17	77042049	77042199	id-44320	5.28e-08	+	CATGTGATGCCATGAGGGGCCGCGAGGTGGCAGCC	Upstream_CTCF	40
chr17	77061294	77061444	id-44321	3.65e-07	+	CGTGTGGATGTGTGACTTTCCAGAAGGGGGCACTG	V_CTCF_BR	40
chr17	77078835	77078985	id-44322	2.19e-08	-	CCGTCGTTCCACAAGCCCGCCAGAAGAGGGCGCGG	V_CTCF_BR	40
chr17	77083776	77083926	id-44323	1.6e-10	+	CCTGCAGTGAGGGAAGAGGCCACCAGGTGGCAGCA	Upstream_CTCF	40
chr17	77086695	77086845	id-44324	6.64e-05	-	CCCGCACCGAGGGAGCACGCCGGCAGGGGCGCCGA	Upstream_CTCF	29
chr17	77094655	77094805	id-44325	2.74e-08	-	CTGGTGTCCCCCGCAGAGGCCTCCAGGTGGAGCAG	UpstreamP1_CTCF	2
chr17	77101414	77101564	id-44326	3.56e-06	+	AGTGTATGTAAACAGGTCCCCTGCAGGGGGCATCC	Upstream_CTCF	15
chr17	77105775	77105925	id-44327	1.48e-06	+	ACACAGCTCTGGCCTCTGAGCAGCAGAGGGCGATG	V_CTCF_BR	37
chr17	77112768	77112918	id-44328	7.23e-07	-	GCTGCAGGAGCAGTATTCCCCGCTTGGGGCAGCAG	Upstream_CTCF	15
chr17	77122348	77122498	id-44329	1.99e-07	-	GCCTGTGAATCGCCGCCTGCCACATGAGGGCACCA	V_CTCF_BR	35
chr17	77144307	77144457	id-44330	6.43e-06	-	AAAGAGTTTCTGAGTGAGGCCTGCAGGAGGCAGCC	V_CTCF_BR	26
chr17	77164854	77165004	id-44331	2.96e-05	-	GTGCCTTCATGACCCAGGGCCAGGCGAGGGCGCAC	V_CTCF_BR	12
chr17	77179386	77179536	id-44332	5.41e-06	+	CATGGAGCACAGCATGGGGCGGCAGGGGGGCGCCC	Upstream_CTCF	7
chr17	77182206	77182356	id-44333	4.41e-06	-	TGGAGCTGGGTGTGATGAGCCGCCTGATGGAGGCA	V_CTCF_BR	4
chr17	77184160	77184310	id-44334	6.86e-07	+	GAGGCCTCGCTGGAGGTGGCCAGCAGAGGGCCCAC	Upstream_CTCF	40
chr17	77188995	77189145	id-44335	5.34e-06	-	GGCCCCACAGAAGCCCTGGGCACCAGGGGCTGGCA	V_CTCF_BR	1
chr17	77198957	77199107	id-44336	1	+	NA	NONE	5
chr17	77199227	77199377	id-44337	2.29e-05	+	GGGCTGTGACAACCCCTGGCCTGTGGGGGCACTGT	UpstreamP1_CTCF	10
chr17	77219799	77219949	id-44338	1	+	NA	NONE	1
chr17	77230054	77230204	id-44339	1.28e-06	+	GCTGCCCTCCTCGTGGTGAACACTTGCGGGCGCCT	Upstream_CTCF	0
chr17	77269142	77269292	id-44340	1.59e-06	-	GCAGGGCAGTGCCACCCGTCCACCAGGTGGCTAGA	V_CTCF_BR	14
chr17	77295527	77295677	id-44341	1	+	NA	NONE	5
chr17	77297693	77297843	id-44342	6.94e-09	+	GCAGCACTACTCCCAGTGGCCAAAAGGGGACAGCA	Upstream_CTCF	21
chr17	77301092	77301242	id-44343	1.04e-06	-	GCTGTGCTTCCTGCCCTGGCCAGGCGGCGGCCCAC	Upstream_CTCF	12
chr17	77302166	77302316	id-44344	3.65e-05	+	CTGCAGGCGGCGGCTGCTGCAGCCAGATAACGCCA	UpstreamP1_CTCF	3
chr17	77356447	77356597	id-44345	9.84e-06	-	CAGAAGCTGACGGGTGGGGGCCCCAGGGTGCGGCG	UpstreamP1_CTCF	2
chr17	77365718	77365868	id-44346	5.28e-08	-	GCTGCAGGACCTGAAAGGCCCTCTAGGGAGAGGGG	Upstream_CTCF	9
chr17	77384670	77384820	id-44347	1.26e-07	-	ACGTGGACATCCTCCGTGGCCACTAGAGGGTAGTG	V_CTCF_BR	40
chr17	77387966	77388116	id-44348	1.75e-07	-	TTGCCATACAAGTTTCCTTCCACCAGGGGGAGCAC	UpstreamP1_CTCF	40
chr17	77389468	77389618	id-44349	8.68e-11	-	CCAGCAGTGCCAGCCAGCGCCGCGAGGTGGCGCCA	Upstream_CTCF	40
chr17	77397315	77397465	id-44350	7.1e-07	+	ACGCTGCTGCTCACGCGCCCCACCAGGTGGTAGAA	UpstreamP1_CTCF	40
chr17	77413814	77413964	id-44351	4.71e-06	+	GCAGCATCACTCTCAATAGCCACACGGGGCGGCAG	Upstream_CTCF	3
chr17	77423953	77424103	id-44352	3.97e-07	+	TTGACTGGGCCCCGTGCTCCCAGCAGATGGAGCTG	V_CTCF_BR	8
chr17	77434259	77434409	id-44353	1.13e-05	-	TAGCGGTGCCCCTACTGGGCCTGCAGGGTTAGGAC	UpstreamP1_CTCF	10
chr17	77438511	77438661	id-44354	1	+	NA	NONE	4
chr17	77472298	77472448	id-44355	2.53e-05	-	AGCGGAGGAGACTGGGCGGGTCGCAGAGGGCGCTG	V_CTCF_BR	3
chr17	77492607	77492757	id-44356	1	+	NA	NONE	1
chr17	77632811	77632961	id-44357	8.21e-06	-	AGCCTGGGTCTTGGTGTGACCACTAGGAGGAGCAT	V_CTCF_BR	40
chr17	77645397	77645547	id-44358	2.58e-05	-	TGTGTGCTCTGCGTGTCTCCCACCAGGGGCACCGT	Upstream_CTCF	5
chr17	77655026	77655176	id-44359	2.19e-05	-	TGCTGAGTCTCATTCCCAGCCACCAGGGGTCCCGC	Upstream_CTCF	10
chr17	77655864	77656014	id-44360	4.68e-05	+	ATGCCGCAGGGGTCAGTCGCCTCCCGGAGGCAGAG	UpstreamP1_CTCF	1
chr17	77675911	77676061	id-44361	4.31e-09	-	CAGCTGTTCTGGAAACCCGCCCCCAGGGGGCCCCA	UpstreamP1_CTCF	26
chr17	77682537	77682687	id-44362	7.61e-08	-	TTGGTAATCTCCAACGTGTCCACCAGGTGGTGCTG	Upstream_CTCF	40
chr17	77696281	77696431	id-44363	1	+	NA	NONE	36
chr17	77696825	77696975	id-44364	1	+	NA	NONE	0
chr17	77713092	77713242	id-44365	4.31e-07	-	TCCCGTTTCTGTCCCCGGCCCAGCAGTGGGAGCCA	V_CTCF_BR	2
chr17	77715827	77715977	id-44366	2.18e-07	+	GCGGCGCTGCCGTCTGCAGCCACGCGGGGGCGCGC	Upstream_CTCF	40
chr17	77720053	77720203	id-44367	4.24e-07	+	TCAGCTCTGTATACTGTCACCAGGAGGCGGCGCTC	Upstream_CTCF	40
chr17	77751446	77751596	id-44368	2.6e-05	-	CGGCTGCTTCCTGCCCCCGCCTTCGAGGGGCGCTG	UpstreamP1_CTCF	36
chr17	77763218	77763368	id-44369	3.45e-05	-	TCATAAGCCAGAGGACAGGCCCGCTGGGGTCGCCC	V_CTCF_BR	4
chr17	77763766	77763916	id-44370	5.72e-09	+	ACCCGGGCCGACGCCGCCACCTGCAGAGGGCGCGC	V_CTCF_BR	38
chr17	77771050	77771200	id-44371	2.78e-06	+	TACGTGACCAGCGTTCCAATCGCCAGGGGGCGGAG	V_CTCF_BR	24
chr17	77775262	77775412	id-44372	1	+	NA	NONE	10
chr17	77781217	77781367	id-44373	3.24e-06	+	GTTGCAGGGCCCTGGATTGTCACAGGGGGCAGGGC	Upstream_CTCF	12
chr17	77782586	77782736	id-44374	1	+	NA	NONE	36
chr17	77782942	77783092	id-44375	3.73e-06	+	CCTGCACCAAGTCGCCTTGCCACCAGGCTGCGTGA	Upstream_CTCF	11
chr17	77783905	77784055	id-44376	1	+	NA	NONE	0
chr17	77785252	77785402	id-44377	2.83e-07	-	TGTTCCAGGCGCAGGCTGCCCAGCAGGGGGCATCG	V_CTCF_BR	40
chr17	77792246	77792396	id-44378	1.13e-05	-	CTGCAGTGCTGTGCAGCTGCCGTAGGGAGTCATCA	UpstreamP1_CTCF	1
chr17	77805106	77805256	id-44379	5.92e-05	+	TGCCCAGGACCACCCTTCTCCACTCGAGGGCTCTG	Upstream_CTCF	5
chr17	77806288	77806438	id-44380	9.51e-07	+	CCCGGCAGCGCTCGCCGCGCCTCTAGTGGGAGCCT	V_CTCF_BR	7
chr17	77808477	77808627	id-44381	5.34e-06	-	AGGCTCGCTCCCCCAGCCACAAGAAGCGGGCAGCC	V_CTCF_BR	0
chr17	77808831	77808981	id-44382	8.61e-08	-	ACCTGCAGTACCAGGGCGGCCACAAGGAGGCGCCC	V_CTCF_BR	39
chr17	77809485	77809635	id-44383	2.01e-05	-	CAGAAGATTCCGGAATTAGCGGGTAGGGGGCGACC	UpstreamP1_CTCF	25
chr17	77811176	77811326	id-44384	2.19e-05	-	GCTGTCCTGCAGCCACTGGCCGCTTGGCACCAGCA	Upstream_CTCF	31
chr17	77812298	77812448	id-44385	8.13e-06	+	TCTTCTTCCCCTCCCTGCACCACTAGGAGGGAGAA	Upstream_CTCF	22
chr17	77813659	77813809	id-44386	2.58e-10	+	CCGGGACGCGCGGGCCCCGCCGGCAGGGGGCGGAA	V_CTCF_BR	39
chr17	77814322	77814472	id-44387	2.04e-08	+	GCTGCTGCGCCCTATGCGGCCTGCCGAGGGCGCCG	Upstream_CTCF	36
chr17	77816998	77817148	id-44388	4.7e-05	-	GCTGCAGTGCCGCGCGGCCCGCTAGGGTGGGACTC	Upstream_CTCF	14
chr17	77818673	77818823	id-44389	9.14e-09	+	CTTGCACTCGCCACGCCCTCCCCTAGGGGGCGGGC	Upstream_CTCF	40
chr17	77824441	77824591	id-44390	8.5e-06	+	GTTGCACCTCCCCAGGTCACCAGCAGCTGAGCAAC	Upstream_CTCF	9
chr17	77828703	77828853	id-44391	1	+	NA	NONE	1
chr17	77847860	77848010	id-44392	1	+	NA	NONE	11
chr17	77848276	77848426	id-44393	2.01e-05	-	CTTGTAATAACCAGAGCGACCACTAGGGAAGTGAT	Upstream_CTCF	40
chr17	77871683	77871833	id-44394	2.39e-05	+	CTGTACTACCACTGATGAGCCTTTAGGTGGTTTCC	UpstreamP1_CTCF	7
chr17	77879728	77879878	id-44395	1.34e-06	+	CTGCACGGACTAACGCTGCCCACCAGGGGTGCAGT	UpstreamP1_CTCF	30
chr17	77881128	77881278	id-44396	1.1e-05	-	CCGTCTGTGGGCAGGACTGCCTGTAGGAGGTGCTG	V_CTCF_BR	11
chr17	77890078	77890228	id-44397	6.51e-05	-	TTTATTCTGCACGTGCAAACAGCCAGGGGGCAGGA	V_CTCF_BR	38
chr17	77898291	77898441	id-44398	3.65e-07	-	ACTGTCCCGTGCAAGAAGGCCTGGAGGGGGCGCTG	V_CTCF_BR	40
chr17	77899128	77899278	id-44399	4.99e-07	-	TTGGCAGGAGCCCCAGTGTCCGGAAGAGGGAGCAG	Upstream_CTCF	31
chr17	77907855	77908005	id-44400	1.59e-06	+	GGCCCCTGAAAAGTGTGGCCCGCCAGGTGGCACCT	V_CTCF_BR	1
chr17	77909015	77909165	id-44401	8.58e-06	-	CAGCTCCGGACCTCAGGCCCCCCCAGCAGGCGGCG	UpstreamP1_CTCF	5
chr17	77910717	77910867	id-44402	3.66e-06	+	TTCCTCTGAGGCAAAGTGGCCTGCAGGGGCCCCTG	UpstreamP1_CTCF	10
chr17	77924813	77924963	id-44403	1.24e-05	+	GCTACTGTAATAAGGGAAGCCAGCAGGAGGCTCTG	V_CTCF_BR	6
chr17	77944624	77944774	id-44404	6.84e-06	-	GCAAACTGCATCTCTGTTTCCAGAGGGTGGCGCTG	V_CTCF_BR	36
chr17	77948732	77948882	id-44405	6.05e-06	-	TCTTCCTTGGGCCTTCTTACCTATAGAGGGCGCAG	V_CTCF_BR	36
chr17	77958859	77959009	id-44406	4.41e-06	-	CCAGGATCCAGGACGAGCACCTCCAGCTGGAAGAG	V_CTCF_BR	3
chr17	77965515	77965665	id-44407	3.8e-08	-	CCGGGAGGGATCCCGGTGCCCAGCAGATGGCAGGC	V_CTCF_BR	40
chr17	77979710	77979860	id-44408	8.17e-10	+	ATGCAGTTCTTCAGATCCACCACTAGAGGGGACCC	UpstreamP1_CTCF	40
chr17	77982305	77982455	id-44409	9.14e-11	+	CTGCACTGTTGGCCTGGCACCACCAGGGGGAGCTC	UpstreamP1_CTCF	40
chr17	77984709	77984859	id-44410	6.82e-05	+	AGAACACACACTTCCGGCAGATCCAGGGGGCACTG	V_CTCF_BR	0
chr17	78002680	78002830	id-44411	3.71e-05	+	TGCTCAAAGCCATTGGTGACCAGTAGGTAGGGCCA	Upstream_CTCF	15
chr17	78003173	78003323	id-44412	1	+	NA	NONE	17
chr17	78004690	78004840	id-44413	1	+	NA	NONE	7
chr17	78009870	78010020	id-44414	1.1e-06	-	CCGAAATAGGAGAAATCTCCCTGCAGAGGGCGGCA	V_CTCF_BR	30
chr17	78022776	78022926	id-44415	4.01e-05	-	GGGGTGGTGCTCCTGGCATGTAGCAGGGGGAGCTC	V_CTCF_BR	5
chr17	78039313	78039463	id-44416	5.37e-06	-	CTGCAGTACCTGAGCGCCTCCAGCACCGCCCTGTG	UpstreamP1_CTCF	3
chr17	78056563	78056713	id-44417	5.28e-08	+	CGTGTTTTGCTGCCAGTTTCCAGAAGAGGGCAGCA	Upstream_CTCF	40
chr17	78074869	78075019	id-44418	1	+	NA	NONE	17
chr17	78075173	78075323	id-44419	8.81e-07	+	GCCCGCTCTGCCGGAGCCGCCACTGGGGGGCGTAG	V_CTCF_BR	40
chr17	78085602	78085752	id-44420	4.48e-07	+	GGTGCACCTCCAGGGCCAGCCTGAAGAGGCAGCGA	Upstream_CTCF	12
chr17	78098201	78098351	id-44421	2.27e-06	-	CCACAGGGCCCCACAGTGGCCGCCAGAGGGCTTCT	V_CTCF_BR	40
chr17	78120816	78120966	id-44422	8.19e-06	-	CGGCAGCGGCACAGCGAGGTCGGCAGCGGCAGCGA	UpstreamP1_CTCF	4
chr17	78165111	78165261	id-44423	7.78e-06	-	CCGTCAGCTCGAACACCTGCCTGCGGAGGGAGTCC	Upstream_CTCF	3
chr17	78169994	78170144	id-44424	3.19e-11	+	TTTGGAATTCACCCCATGGCCACCAGGGGGCGCAA	Upstream_CTCF	40
chr17	78177287	78177437	id-44425	1	+	NA	NONE	16
chr17	78183964	78184114	id-44426	1.76e-05	+	CTGCCATGACGGCAGTGCCCCTGGTGGTGGAGGGG	UpstreamP1_CTCF	7
chr17	78188309	78188459	id-44427	6.39e-08	+	GGCTGTGCTCTGGTACCGGCCGCCAGGGGGAAGGG	V_CTCF_BR	0
chr17	78200076	78200226	id-44428	1.38e-06	+	GAACGCAGGTGGTGCAGGGACGGCAGGTGGAGCTG	V_CTCF_BR	2
chr17	78222762	78222912	id-44429	1.99e-07	+	CAACTGGGCGACTCAGCCGCCACGAGATGGAGCAC	V_CTCF_BR	5
chr17	78226810	78226960	id-44430	6.37e-07	-	CTGCCTGCCCCGTCCCTCCCCCGCAGGTGGCACTG	UpstreamP1_CTCF	39
chr17	78237300	78237450	id-44431	8.9e-05	+	CTGCTGTGATTTCACTTTCGCAGAAAATGAAACTG	UpstreamP1_CTCF	30
chr17	78252006	78252156	id-44432	2.04e-05	-	CGGAGGCGGGCAGTCTGGCCCTGTAGCGGGCATGC	V_CTCF_BR	4
chr17	78252609	78252759	id-44433	5.93e-06	+	GATGCAGCCCCGCTTGAGGCCGCCAGCGTGCCTTC	Upstream_CTCF	1
chr17	78253846	78253996	id-44434	8.46e-07	-	CCTGCATTTCCCAGGAGCTGCAGGAGTGGGCTCAC	Upstream_CTCF	22
chr17	78256866	78257016	id-44435	1	+	NA	NONE	3
chr17	78258551	78258701	id-44436	1	+	NA	NONE	28
chr17	78261752	78261902	id-44437	2.15e-05	+	CCCAGGCACAGCCACCACGCCACTGGAGGGTGACG	V_CTCF_BR	0
chr17	78266613	78266763	id-44438	1.67e-07	-	ACTGTTTCCAAGACACCGGACACCAGGGGGCAGGG	V_CTCF_BR	29
chr17	78313119	78313269	id-44439	3.36e-07	-	CAAGGAAGTGCTCCATCTGCCTGCAGAGGGCTGCC	V_CTCF_BR	5
chr17	78335393	78335543	id-44440	4.7e-08	-	AAGTCATGGCGCTCCCCTGCCTCCAGGGGGCTCCG	V_CTCF_BR	40
chr17	78338147	78338297	id-44441	7.73e-06	-	CCGACTCCACTGGGCTCTGTCAAAAGAGGGCGCCA	V_CTCF_BR	39
chr17	78362096	78362246	id-44442	1	+	NA	NONE	17
chr17	78388277	78388427	id-44443	1	+	NA	NONE	20
chr17	78398792	78398942	id-44444	9.29e-06	-	AGGACAGTCCCAGAGTCTCCCAGCAGAGGGAATGA	Upstream_CTCF	20
chr17	78400782	78400932	id-44445	2.14e-10	+	CTGCTGGCGCGCAGTGTGGCCTCCAGGGGGCAGCA	V_CTCF_BR	40
chr17	78410121	78410271	id-44446	1	+	NA	NONE	8
chr17	78414922	78415072	id-44447	6.43e-06	+	GCTGCGCTGGGCCCGCCTCACTGTAGGGGGCTGCG	V_CTCF_BR	5
chr17	78448451	78448601	id-44448	6.39e-05	+	TTTTCAGTTACATAACAAGCCTTAAGATGGCACTG	Upstream_CTCF	38
chr17	78451920	78452070	id-44449	1.03e-05	+	CTTCGGCCGCCGCTTCCTGGCGCCAGAGGGACCCC	UpstreamP1_CTCF	35
chr17	78458558	78458708	id-44450	3.65e-07	+	CGTGAGCCACCGCGCCCAGCCGGCAGGTGGCATTC	V_CTCF_BR	2
chr17	78478870	78479020	id-44451	2.66e-05	-	AGACAAGAGAAAGGTTAGGCGGCCAGGGGGAGCTA	V_CTCF_BR	18
chr17	78485674	78485824	id-44452	1.82e-06	-	CTTCGGTACCTCACTCCTCCCGCTGGAGGGCAGAC	UpstreamP1_CTCF	15
chr17	78499168	78499318	id-44453	1.1e-06	+	GGACACAGCGTCCCCCCCACCAGGAGGAGGCAGTG	V_CTCF_BR	2
chr17	78512976	78513126	id-44454	2.19e-05	+	CTGTCAACAAAGCATCTGACCTGCAGGGGGGAGTG	UpstreamP1_CTCF	11
chr17	78514338	78514488	id-44455	1.73e-05	+	ATCTGCAGGCTGACGTTCACCACCAGCAGGAGGCT	V_CTCF_BR	18
chr17	78549254	78549404	id-44456	2.6e-06	-	GCAACCTACACCATCCACAACACGAGGGGGCGCCA	V_CTCF_BR	40
chr17	78579556	78579706	id-44457	1	+	NA	NONE	3
chr17	78582883	78583033	id-44458	2.2e-07	+	CATCACTAGCCTGCCTCGGGCTGCAGGGGGCGGGG	UpstreamP1_CTCF	2
chr17	78623934	78624084	id-44459	3.97e-05	-	GAGTCCAACACAGGGCTGGCCAGCAGGGGTCCCCT	UpstreamP1_CTCF	39
chr17	78634451	78634601	id-44460	8.16e-07	-	CAGTTACCATTGAGTGCGGCCAGCAGGGGTCACTT	V_CTCF_BR	10
chr17	78646065	78646215	id-44461	1	+	NA	NONE	2
chr17	78652607	78652757	id-44462	1.82e-07	-	ACTGGCTTGTCGGGCATGGACAGCAGAGGGCTGCG	V_CTCF_BR	18
chr17	78711002	78711152	id-44463	7.27e-06	+	AGAGGGCCTTGCTCGATGGGAAGTAGGGGGCGCTG	V_CTCF_BR	8
chr17	78725671	78725821	id-44464	2.12e-06	-	CTGTAATGGAAAGCATTCTGCTGTAGGGGCCAACC	UpstreamP1_CTCF	4
chr17	78729518	78729668	id-44465	5.01e-06	+	AAAGAGGGGAGAGGAGCTGTCTGGAGGGGGCAGCA	V_CTCF_BR	39
chr17	78745214	78745364	id-44466	1.48e-06	+	GGTGCAGTTAAGCTTCAGGACGGAAGGGGGTACCT	Upstream_CTCF	1
chr17	78747294	78747444	id-44467	6.23e-05	+	GTGCTTTGCTCCAAGGCAGGCCACTGGGGGCATTT	UpstreamP1_CTCF	20
chr17	78747636	78747786	id-44468	4.34e-05	-	GCCGCATAGCCCTGCGTGTCCACCGGGAGCTGTCT	Upstream_CTCF	22
chr17	78774707	78774857	id-44469	1.18e-05	-	CCGCACCTGCTGTCCCTGGGCCACACGGGGCAGCC	UpstreamP1_CTCF	8
chr17	78800903	78801053	id-44470	5.7e-05	-	TAAGCAGAGGGAGACGCGTCCACCAGAAGGGCCAT	Upstream_CTCF	21
chr17	78820124	78820274	id-44471	1.28e-06	+	TTCGTGAAGGCTTGGATGCCCGGCAGGTGGCAGGG	V_CTCF_BR	2
chr17	78833128	78833278	id-44472	2.66e-05	-	AATCTTTGTCCCCAACAACCCTGCAGAGGGCAACA	V_CTCF_BR	29
chr17	78835731	78835881	id-44473	1	+	NA	NONE	39
chr17	78840115	78840265	id-44474	1.67e-07	+	CCGGAGATCCCGGCTTCCACCTGAAGAGGGCAGCG	V_CTCF_BR	40
chr17	78844374	78844524	id-44475	1.47e-05	-	GGGACCAGCAGGGTCACACGCTCTAGATGGCACTC	V_CTCF_BR	6
chr17	78859807	78859957	id-44476	1.69e-05	+	GGGCAGGGAGTGTGTCTCCCCGTCAGGTGGCGTTG	UpstreamP1_CTCF	0
chr17	78864341	78864491	id-44477	1.14e-06	+	TTGCAGTTCCATCGGCGCAAATCAAGAGGGCGCTG	UpstreamP1_CTCF	15
chr17	78865685	78865835	id-44478	3.86e-05	+	CAGGTTTCTCAGATACCTGCCGCAAGGGGTCCCTG	Upstream_CTCF	21
chr17	78868258	78868408	id-44479	1	+	NA	NONE	37
chr17	78873239	78873389	id-44480	6.84e-06	-	GGGGCAGAGGTGGCACTAACCTGCTGGAGGCGCTA	V_CTCF_BR	40
chr17	78897786	78897936	id-44481	7.73e-06	+	GGCACACAGCACTCTGCGTCCGCTTGGGGGCAGCT	V_CTCF_BR	0
chr17	78900751	78900901	id-44482	1.04e-05	-	GAAGGGGCACTTCCCTCTGTCTGCAGGGGCCGCCA	V_CTCF_BR	15
chr17	78901853	78902003	id-44483	6.48e-05	-	GAGTTACAGACGACGCCGACCACAACACGGCGCTC	UpstreamP1_CTCF	15
chr17	78915842	78915992	id-44484	1.97e-06	+	AGACCCTGCTGGATGAGCGTCTCCAGGTGGCGGCG	V_CTCF_BR	8
chr17	78916212	78916362	id-44485	1	+	NA	NONE	20
chr17	78922231	78922381	id-44486	3.16e-06	+	CAGATGTGAGCATCTCCCAACACCAGAGGGAGAGG	UpstreamP1_CTCF	1
chr17	78922964	78923114	id-44487	1.7e-05	-	AGATCCATATCTGGGCGAGCCAGCAGGAGGAGTCG	Upstream_CTCF	14
chr17	78923921	78924071	id-44488	3.55e-08	+	CTGCAGCACCAGGCATTCGCCTCTAGGAGTCATCG	UpstreamP1_CTCF	15
chr17	78929858	78930008	id-44489	3.28e-05	+	AGCAGGAAAACCTCAGCAGCCCCTGGGAGGCGCCC	V_CTCF_BR	5
chr17	78930702	78930852	id-44490	1.93e-05	-	CTCGACTATGCCCCAGGCATCGCTAGAGGGAGCAG	V_CTCF_BR	0
chr17	78932784	78932934	id-44491	2.31e-06	+	AGGGCGGTGTGGAGCAGGCCCAGCAGAGGGGAGGC	Upstream_CTCF	40
chr17	78933242	78933392	id-44492	2.11e-06	-	GGACGCAGGAGGAAAAGGGCCACGAGAGGGAGAGC	V_CTCF_BR	11
chr17	78935394	78935544	id-44493	1.09e-06	-	CCTGCAGGTCAGGTGTCCCCCAGCAGGGGAGCAGC	Upstream_CTCF	15
chr17	78938785	78938935	id-44494	4.41e-06	+	CCCCTCTCACACAGAGCTGTCAGCAGGGGCCGCTG	V_CTCF_BR	9
chr17	78944316	78944466	id-44495	6.98e-07	-	CCTCCATGGTCGCAGCCCTCCACCAGGTGGCAGGT	V_CTCF_BR	40
chr17	78955205	78955355	id-44496	7.16e-08	-	GGAGCAGCGGCCGCGGCGGCCACGCGGTGGCGCTG	Upstream_CTCF	38
chr17	78955470	78955620	id-44497	9.84e-05	-	GGGGCTGCGGCAGCGCCGGGGAGAAGTGGGCTGCT	V_CTCF_BR	8
chr17	78958684	78958834	id-44498	1.83e-05	+	ACAAAGGCCTGCAACTTGCCCACAAGGAGGCTCTG	V_CTCF_BR	32
chr17	78962874	78963024	id-44499	1.64e-06	+	CCGGGAACACCGAATCGGAACACTAGAGGGGGCTG	Upstream_CTCF	40
chr17	78965495	78965645	id-44500	5.52e-05	+	CTGTGGTTTCGAACCCGCGGCAACGGCGCGCGGCC	UpstreamP1_CTCF	28
chr17	78967238	78967388	id-44501	5.92e-05	+	AACCGGGAATGAGCCCTCTCAGGTAGAGGGAGCAC	V_CTCF_BR	2
chr17	78970182	78970332	id-44502	2.27e-05	+	CACACTCCTGACATGGGGGCCAGTAGGTGGGGCTA	V_CTCF_BR	12
chr17	78997706	78997856	id-44503	1.55e-08	+	GCTACCACTCCCAGGCTGTCCACCAGGTGGCAGTG	V_CTCF_BR	35
chr17	79009020	79009170	id-44504	1	+	NA	NONE	23
chr17	79011917	79012067	id-44505	1.5e-05	-	GTAGCCTTAATTCCAAAGGCCACCGGGGGAGGCAG	Upstream_CTCF	21
chr17	79014706	79014856	id-44506	3e-09	+	ATGCTGTGCTGAGGAGTCCCCTCTAGGGGGCAGGA	UpstreamP1_CTCF	40
chr17	79023410	79023560	id-44507	1.64e-05	+	GCTGAGAACAGAGTTCTTTCCACCTGGGGCCGCTG	V_CTCF_BR	9
chr17	79049298	79049448	id-44508	1.84e-06	-	GCACCCCACAAGGTTAGGGCCACAAGGAGGCAGGC	V_CTCF_BR	1
chr17	79053825	79053975	id-44509	5.48e-05	-	AGATCAGCAGTGAGAGGCACCGGTAGGGGCAGTGA	Upstream_CTCF	1
chr17	79059423	79059573	id-44510	8.21e-06	+	AGCTGCTTACGCAGCTGGAGCAGAAGGTGGAGCTG	V_CTCF_BR	3
chr17	79068469	79068619	id-44511	8.34e-07	+	GAGCAGCCACTGGCTGCAGCCTGCAGGTGGCCAGT	UpstreamP1_CTCF	29
chr17	79071291	79071441	id-44512	8.81e-07	-	TCTTAAGAAGATGCGGCCTCCGCAAGGGGGCGGCC	V_CTCF_BR	39
chr17	79074780	79074930	id-44513	1	+	NA	NONE	1
chr17	79075632	79075782	id-44514	4.5e-05	+	CAGTGGCGGGCGTCTGCGCCCTCTGGCGGGGGCCA	UpstreamP1_CTCF	40
chr17	79093713	79093863	id-44515	1.99e-07	+	AGCCATCAGCCTGCTGCGGCCGGTTGGGGGCGCTG	V_CTCF_BR	26
chr17	79097444	79097594	id-44516	1.15e-07	+	AAGCGGAGTAGGGCCCGCACCAGCAGGGGGCTGAG	V_CTCF_BR	0
chr17	79103211	79103361	id-44517	3e-06	+	CCGTCCTTCTCTGCGGTCCCCAGCGGGTGGGGCCA	UpstreamP1_CTCF	24
chr17	79108732	79108882	id-44518	1	+	NA	NONE	1
chr17	79116616	79116766	id-44519	2.74e-08	+	ATCGGCGTGACCCTCACGCCCACCAGGTGGCACTC	V_CTCF_BR	40
chr17	79150570	79150720	id-44520	5.55e-07	+	GCAGCATTATTCACAATTGCCAAAAGGTGGACGAA	Upstream_CTCF	12
chr17	79153079	79153229	id-44521	3.63e-08	+	CCAGCAGCACCACTACAAGCCCCAAGGGGGCCCCC	Upstream_CTCF	2
chr17	79162552	79162702	id-44522	1.1e-05	-	GGTCCAAAGCCGCGCCTGAACGCTTGGTGGCAGAC	V_CTCF_BR	0
chr17	79163541	79163691	id-44523	8.52e-08	-	CTGCGGTGAAGCGGGCCGACCACCTGGAGGAGCTG	UpstreamP1_CTCF	33
chr17	79166735	79166885	id-44524	6.21e-05	+	TCAAGGCCCCTCAAAGCCACCGCCCGGGGGCAGGC	V_CTCF_BR	1
chr17	79174724	79174874	id-44525	1.55e-07	-	TGTGCAGTTCCATGAGATTCCACCAGGGTGTATAG	Upstream_CTCF	40
chr17	79204403	79204553	id-44526	2.25e-08	-	CTGATGTCCCCTCCCTTCACCCGCAGAGGGCGCTG	UpstreamP1_CTCF	40
chr17	79215549	79215699	id-44527	1.12e-09	-	AAAGCAGTCCCCGCCACGCCCTGCAGGTGGCGCTC	Upstream_CTCF	40
chr17	79227229	79227379	id-44528	1.31e-09	+	ATGTAATACTCAGTCATTACCACCAGATGGCGGCA	UpstreamP1_CTCF	40
chr17	79228771	79228921	id-44529	8.46e-07	+	CGTGAATGACCAGTCTGGGGCTCCAGGGGGAGCTC	Upstream_CTCF	39
chr17	79229382	79229532	id-44530	3.97e-07	+	CGCACGCCCCCAGGAACACCCAGCAGAGGGTGCTG	V_CTCF_BR	26
chr17	79232264	79232414	id-44531	6.27e-08	-	GTGGACTTCTCGGTGCCAGCCAGCAGGAGGCTCCC	UpstreamP1_CTCF	23
chr17	79234022	79234172	id-44532	2.4e-05	+	CTCGGCCTCTCCAAGCCGGCCGCCAGGGGCTTCCT	V_CTCF_BR	1
chr17	79263394	79263544	id-44533	5.08e-07	-	CCTGGGTGAGGCGCCCTCTCCACAAGGTGGCTCTG	V_CTCF_BR	8
chr17	79265639	79265789	id-44534	1.22e-07	+	CAGGCAGCACCACCGTGGCACACTAGGGGTCAGCA	Upstream_CTCF	39
chr17	79269317	79269467	id-44535	1	+	NA	NONE	31
chr17	79269975	79270125	id-44536	4.44e-06	-	AGGCATTTCCTCCTGTTCTCCTGAAGGTGGGGCAC	UpstreamP1_CTCF	40
chr17	79276710	79276860	id-44537	5.13e-05	+	CACGGGGGCCATCTAGGCTCCCACAGAGGGCTGTG	V_CTCF_BR	22
chr17	79283125	79283275	id-44538	2.33e-07	+	CTGCAGATGGTAATCACGGCCACCAGGAGGAAACT	UpstreamP1_CTCF	39
chr17	79283455	79283605	id-44539	9.51e-07	+	CCCCACTTCTTCCCCAGCCCCTCCAGGGGGAGCTG	V_CTCF_BR	32
chr17	79296678	79296828	id-44540	3.65e-07	-	CAGCATTGGGACTCCGGTGTCAGCAGAGGGCGCTG	V_CTCF_BR	40
chr17	79301153	79301303	id-44541	2.32e-08	-	ACAGCAGCCCTGGTCACGGCCAGCAGGAGGTGGAA	Upstream_CTCF	27
chr17	79304216	79304366	id-44542	1	+	NA	NONE	31
chr17	79312790	79312940	id-44543	1.09e-06	-	GGGCTGGGCCACAGCGCCTCCATTAGGAGGCACCG	UpstreamP1_CTCF	14
chr17	79316583	79316733	id-44544	1.37e-05	-	ATTGCTGAGCCGAGTGGGGCGCCCAGGAGCCAGCG	Upstream_CTCF	2
chr17	79319145	79319295	id-44545	1	+	NA	NONE	23
chr17	79319538	79319688	id-44546	3.31e-06	+	GCGCTGCGTCCGTCTTCGACCGCCAGGGCCCGCGT	UpstreamP1_CTCF	38
chr17	79346379	79346529	id-44547	6.8e-06	+	CCGCCTGACCTCCTTGAGCCCAGCAGATGGCCACG	UpstreamP1_CTCF	40
chr17	79353539	79353689	id-44548	5.92e-05	+	AGTGACGTGTCATGGGTGAACAGCAGTGGAGGGTG	Upstream_CTCF	14
chr17	79360568	79360718	id-44549	3.63e-06	+	GCGGGTTCGGTGCCAGGAGGCGCCGGGGGGCGGAG	V_CTCF_BR	1
chr17	79368062	79368212	id-44550	1	+	NA	NONE	22
chr17	79371423	79371573	id-44551	1.03e-06	-	CTGCAAAGCGAGCGCCCGGCCGCCAGGGCCCGGAG	UpstreamP1_CTCF	39
chr17	79375837	79375987	id-44552	2.27e-06	+	GCCTCCCCAAGCGCAGGGTGCTCTAGAGGGCGCTG	V_CTCF_BR	39
chr17	79377144	79377294	id-44553	8.03e-07	-	GAAGTAGTTTGCAGTTCTCCCACCAGAAGGAGCCT	Upstream_CTCF	27
chr17	79378544	79378694	id-44554	4.88e-06	+	TGGCAGGTAGCACCTCTGTCCCCTGGCGGGCACCT	UpstreamP1_CTCF	6
chr17	79383017	79383167	id-44555	5.13e-05	+	GGTGTCAGAGCCCAGGGGATTGGCAGATGGCGCTG	V_CTCF_BR	10
chr17	79383279	79383429	id-44556	5.17e-06	+	GAGGCGACTCCCTGATTGTCCACGCGGGGTCGCGG	Upstream_CTCF	4
chr17	79403735	79403885	id-44557	1.97e-06	-	CCCAGGCCAAGTCTGGGAACCTGGGGAGGGCGCCC	V_CTCF_BR	18
chr17	79407903	79408053	id-44558	3.56e-05	-	GGCGCAGCTCCTGGCGCCCCCAGAGGAGAGGCGAG	Upstream_CTCF	40
chr17	79412726	79412876	id-44559	1.92e-05	+	CTGCGCTGAATCCGGGCTGCCTGCAGGGAGGCGCC	UpstreamP1_CTCF	12
chr17	79426108	79426258	id-44560	1	+	NA	NONE	0
chr17	79438864	79439014	id-44561	1.28e-06	-	CTGCCTGGGCTCTGGTTGCGCAGCAGTGGGCGCTC	V_CTCF_BR	20
chr17	79447375	79447525	id-44562	2.4e-05	-	GGCCCCGCCTCTTGCAGATCCACTAGGAGCCACCC	V_CTCF_BR	22
chr17	79447794	79447944	id-44563	2.2e-07	-	GTGCAGTACCCAGGGCCAGCAACAAAGGGGAGCTG	UpstreamP1_CTCF	19
chr17	79451425	79451575	id-44564	2.32e-08	-	GCCGCCATCCCGGCCACGGCCGCTGGAGGGCGCCC	Upstream_CTCF	40
chr17	79455549	79455699	id-44565	3.55e-08	-	GTGCAGAGCCCCGCTCTGGCCACCCGGGGGGGCCG	UpstreamP1_CTCF	8
chr17	79484906	79485056	id-44566	3.28e-05	-	TGCCAGGGAGCAGGCATGGCCACATGAGGCAGGCT	V_CTCF_BR	7
chr17	79486440	79486590	id-44567	9.78e-09	+	GCTGTCGTTCCCACCTGGGCCGCCAGGTGGGTGCC	Upstream_CTCF	38
chr17	79490340	79490490	id-44568	1.84e-07	-	GCTGCAGTTCCACTTACACGGGCGAGGGGGCCGCA	Upstream_CTCF	34
chr17	79494727	79494877	id-44569	1.71e-06	-	CAGTGGCCGTGCAGCCCTGCAGGCAGGGGGCAGAG	V_CTCF_BR	35
chr17	79504717	79504867	id-44570	1.55e-07	-	CTCCACCTCACCTTGGCTGCCACCAGGGGACACTG	UpstreamP1_CTCF	40
chr17	79516313	79516463	id-44571	2.83e-07	-	CAGGCCCCATGTGTGTCTGTCACCAGGTGGCACCA	V_CTCF_BR	3
chr17	79518428	79518578	id-44572	1.21e-05	-	GCTGCTGACCGCGGCCCAGGCTGTAGAGGGGGCAG	Upstream_CTCF	15
chr17	79520371	79520521	id-44573	1	+	NA	NONE	34
chr17	79521094	79521244	id-44574	6.49e-06	-	GCTGCTGTCTCGAAGGCTTCCGCTAGGAGTGTGTG	Upstream_CTCF	5
chr17	79526197	79526347	id-44575	4.4e-10	+	GGGCTGGGCCCGGTCCTAGCCAGCAGAGGGCAGGC	V_CTCF_BR	38
chr17	79535205	79535355	id-44576	8.19e-06	+	CTGTATTCTCCATCTAGGGCAGCAAGAGGGAGGAA	UpstreamP1_CTCF	8
chr17	79540927	79541077	id-44577	2.66e-05	-	TTTAGCGCCCCCATCACAGCCAGCAGAGCGCAGAA	V_CTCF_BR	1
chr17	79543761	79543911	id-44578	1	+	NA	NONE	17
chr17	79549725	79549875	id-44579	1	+	NA	NONE	11
chr17	79559111	79559261	id-44580	1	+	NA	NONE	0
chr17	79566955	79567105	id-44581	1	+	NA	NONE	7
chr17	79568661	79568811	id-44582	8.89e-06	-	ATGGTTCTTTTAAAAAGAGACACTAGATGGCAGTA	Upstream_CTCF	40
chr17	79577204	79577354	id-44583	1	+	NA	NONE	1
chr17	79619218	79619368	id-44584	3.31e-06	+	GTGCATTGTGCCATGGCTGTCCCTGGGTGGCAGTG	UpstreamP1_CTCF	1
chr17	79634149	79634299	id-44585	1	+	NA	NONE	0
chr17	79634975	79635125	id-44586	2.27e-06	-	CTCGTCTGGAACCACAGCGCCACCAGCTGCCAGCC	V_CTCF_BR	20
chr17	79643013	79643163	id-44587	1.21e-09	+	CTGTTATGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	28
chr17	79656700	79656850	id-44588	1	+	NA	NONE	2
chr17	79660948	79661098	id-44589	1.48e-06	-	CCATCAACCCTACTGCCTTCCAGGAGAGGGAGCTC	V_CTCF_BR	20
chr17	79664287	79664437	id-44590	1.24e-05	-	GGGGGGGGGCAAATGCCACGCAGCAGGGGGCGTGC	V_CTCF_BR	0
chr17	79668472	79668622	id-44591	6.39e-08	-	GGGCTGCTGCTGGGGGGGACCGCCAGAGGGTGCCA	V_CTCF_BR	3
chr17	79668947	79669097	id-44592	5.96e-07	-	GTGGCTGCCGAGAGAGGCCCCTGCAGAGGGAGCCC	V_CTCF_BR	32
chr17	79670293	79670443	id-44593	1	+	NA	NONE	34
chr17	79674436	79674586	id-44594	2.67e-06	-	AGTGTATTTTTCTCAGCAGCCACCAGAGGCACATT	Upstream_CTCF	19
chr17	79677742	79677892	id-44595	5.65e-05	-	GGAGGTGCTCAGGAGGCAACCAGGAGAGTGCAGTG	V_CTCF_BR	8
chr17	79678353	79678503	id-44596	1	+	NA	NONE	32
chr17	79679724	79679874	id-44597	1.01e-05	+	CCAGCCGGCTTCCCAGTTCTCGGCAGGTGGCGATC	Upstream_CTCF	37
chr17	79683312	79683462	id-44598	5.38e-05	+	AGCGCATGCAACAGAAACGCCCGAAGGAGGCGCTG	V_CTCF_BR	9
chr17	79700863	79701013	id-44599	6.34e-08	+	CCTGTCACTCCCTGAGTGGCCTCTGGGTGGCAGCC	Upstream_CTCF	40
chr17	79764827	79764977	id-44600	8.98e-06	-	GAGCCGGGCTGGGTGAGGAGCAGCAGGAGCCGCCT	UpstreamP1_CTCF	4
chr17	79766846	79766996	id-44601	1.17e-05	-	GCCAGCAGCAGCAGCAACAGCAGCAGGGGTCGCTG	V_CTCF_BR	26
chr17	79779721	79779871	id-44602	3.4e-06	+	ATCTCCTGCACCAGCCCACCCACCAGGAGGCGCCT	V_CTCF_BR	40
chr17	79783884	79784034	id-44603	5.9e-06	-	CTGCATAAAGGCCAAGTGGCCACTGGAGGCAGAGG	UpstreamP1_CTCF	21
chr17	79790562	79790712	id-44604	5.28e-05	+	CCCGTTAGGCCCAGCATCACCGCCCGGGGAGACGG	Upstream_CTCF	0
chr17	79807489	79807639	id-44605	3.65e-07	+	AGAGGCTGTGGCGCCCCAACCACGAGGGGTCAGCC	V_CTCF_BR	0
chr17	79812890	79813040	id-44606	7.73e-06	-	AGGTTAGTTCTGGGGTTGGTCTGCAGAGGGTGGCG	V_CTCF_BR	23
chr17	79818685	79818835	id-44607	7.15e-05	-	AGGCGCAGAGTCCGTGCTACCGAAAGGGGCAGCCA	V_CTCF_BR	16
chr17	79822288	79822438	id-44608	3.88e-06	+	AGGCTGGTTCCGCTGGGCACCTGCAGAGGGCTGAT	V_CTCF_BR	17
chr17	79827306	79827456	id-44609	2.91e-12	+	GCTGCACTTCCCGAGATCCCCACCAGGGGCCGCCC	Upstream_CTCF	40
chr17	79829272	79829422	id-44610	3.36e-07	-	ACGCGCCCACGAGGCCCAGCCGCAAGATGGCGACG	V_CTCF_BR	32
chr17	79849798	79849948	id-44611	1	+	NA	NONE	7
chr17	79862351	79862501	id-44612	2.6e-07	+	TGGTGGGGGCATCCGGGGACCAGGTGGGGGCGCAC	V_CTCF_BR	0
chr17	79864926	79865076	id-44613	4.11e-08	+	ACTTCAGCCCAGCAAGCGACCACCAGGAGGAGGCA	Upstream_CTCF	24
chr17	79865740	79865890	id-44614	8.97e-05	+	CCTGCTACCACCACTAGGGACACTAGCAGCCCTGC	Upstream_CTCF	26
chr17	79869579	79869729	id-44615	3.66e-06	+	CCGCCGCCACCTCCGGGAACCTCCACGGGGCGCTG	UpstreamP1_CTCF	10
chr17	79870712	79870862	id-44616	3.56e-05	+	CGTGCACACACAGGGTGGGGCAGCAGTGGCCCCAG	Upstream_CTCF	5
chr17	79876180	79876330	id-44617	7.49e-05	-	TTTATTGCTAAATTATTGTCCAGGAGGGGCAGCAC	V_CTCF_BR	17
chr17	79881518	79881668	id-44618	2.94e-06	+	GCCGCAGCCCCCAGCCTGGCCAATAGCAGGTGAGG	Upstream_CTCF	5
chr17	79885203	79885353	id-44619	1.39e-05	-	GCGGGCGGTTGGGGGCCCGGCGGCGGGGGCCGCTG	V_CTCF_BR	2
chr17	79885877	79886027	id-44620	1.09e-06	-	TGGCAGGGCCCAGGCCGGCACTCGAGGGGGCGCAC	UpstreamP1_CTCF	40
chr17	79886128	79886278	id-44621	3.45e-05	+	TGCTTGTTGGAGATGCCCAGCGGTAGGGGGCGAGG	V_CTCF_BR	23
chr17	79890622	79890772	id-44622	7.23e-07	+	AATGGAGGGCAGGGAGGGGCCGGGAGGGGGCGTGG	Upstream_CTCF	0
chr17	79899517	79899667	id-44623	8.16e-07	+	GCCCAGGTGCAGGTACGCACCCCCAGGGGGCTCCA	V_CTCF_BR	2
chr17	79911438	79911588	id-44624	3.63e-05	-	CCACTGCATTCTAGCCTGACAGGCAGAGGGAGACC	V_CTCF_BR	18
chr17	79916755	79916905	id-44625	1	+	NA	NONE	18
chr17	79917667	79917817	id-44626	8.81e-07	+	CTCAGGGACGGCGGCGGTCCCGGGAGGTGGCGCTC	V_CTCF_BR	40
chr17	79919191	79919341	id-44627	2e-06	+	CCTGGACTACCCCGCCGCGGCCGCCGGAGGCGCTC	Upstream_CTCF	37
chr17	79949534	79949684	id-44628	3.4e-06	-	GCCACTGGGCTCAGGGAGGCCCGCAGAGGGCATCA	V_CTCF_BR	12
chr17	79953786	79953936	id-44629	9.67e-08	-	AGGGCAGCTTCACCCGTCACCTGCAGGAGGAGCAG	Upstream_CTCF	9
chr17	79958086	79958236	id-44630	5.68e-06	-	AGCGCCTCCCGACGGGCGAGCACGGGCGGGCACTA	V_CTCF_BR	3
chr17	79958641	79958791	id-44631	2.59e-06	-	CTGCAGGGCAGCCTCCCAGCCAGTGGAGGCACTTC	UpstreamP1_CTCF	4
chr17	79961361	79961511	id-44632	4.43e-05	+	TCGGTGCGGATGCTGTGCTCAGCCTGGGGGCGGCG	V_CTCF_BR	16
chr17	79965334	79965484	id-44633	1.43e-05	+	CCCACATTTCCCCCAGTGACCACCAGGCTGTGCCC	Upstream_CTCF	14
chr17	79972332	79972482	id-44634	4.14e-06	-	CGGCACCACAGTGCCTCGGCAGGGAGATGGCACCA	V_CTCF_BR	3
chr17	79975544	79975694	id-44635	5.52e-05	-	CAGCACTATAGCCCGCTCGGGGGCAGCAGGAGGCC	UpstreamP1_CTCF	0
chr17	79977911	79978061	id-44636	4.7e-08	+	AGCAGATGCGTGGGCAGCTCCACTAGGGGGCGCCA	V_CTCF_BR	40
chr17	79978262	79978412	id-44637	7.82e-06	+	TTGCCCTGGTGCTCATGATCCTGCAGGAGGTGCTG	UpstreamP1_CTCF	5
chr17	79979116	79979266	id-44638	3.42e-08	-	CAGTAAGCAGCTGGAAGGACCAGCAGGTGGCACTG	V_CTCF_BR	40
chr17	79988429	79988579	id-44639	8.76e-09	+	CTGCAGTGATGGCGAGCGACCACCGAGAGGCGCTG	UpstreamP1_CTCF	40
chr17	79995205	79995355	id-44640	1.87e-09	-	AGCGCTGCGAGGCGGCGAGCCAGGAGGGGGCGGCA	V_CTCF_BR	40
chr17	80016062	80016212	id-44641	1	+	NA	NONE	2
chr17	80020553	80020703	id-44642	6.98e-07	-	AGACACCGTGCACCGTCGGCCTCATGGGGGCAGTG	V_CTCF_BR	9
chr17	80035694	80035844	id-44643	1	+	NA	NONE	9
chr17	80038655	80038805	id-44644	5.37e-06	+	GTGGGGCCCTCCGGGTTCACCAGCAGGGAGCGCAG	UpstreamP1_CTCF	8
chr17	80044872	80045022	id-44645	4.14e-06	-	GCCTGTCTGAGCGCGCTGCCCTGCAGGAGGAGCTG	V_CTCF_BR	0
chr17	80056053	80056203	id-44646	1	+	NA	NONE	40
chr17	80060861	80061011	id-44647	6.84e-06	+	GGTCAGCGGGCGGCCAACGCCTCCTGCTGGAGCCC	V_CTCF_BR	12
chr17	80064259	80064409	id-44648	1.56e-06	+	CTGGTGGGTGCCGAGGAGGCCACTAGGAGGCTGAG	UpstreamP1_CTCF	38
chr17	80065469	80065619	id-44649	1.3e-07	-	CGGGCAGTGCAGCTGTTGGACAGCAGGGGGTGTTT	Upstream_CTCF	40
chr17	80078271	80078421	id-44650	1.83e-05	+	GCTCTGTCCTAGTGTCGGTGCACTGGAGGGCGCAG	V_CTCF_BR	2
chr17	80087117	80087267	id-44651	6.84e-06	+	GAAGACTGTGGAAAGGAAGCCAAAAGGGGGCACTA	V_CTCF_BR	39
chr17	80103544	80103694	id-44652	4.7e-08	-	GAACAGCCCCACTCAGGGGCCTGCAGGGGGAAGCA	V_CTCF_BR	0
chr17	80111857	80112007	id-44653	9.78e-07	-	ATGTGTTACATCCCTGGGTCCACTGGGGGGCAGTG	UpstreamP1_CTCF	40
chr17	80128659	80128809	id-44654	1.1e-06	+	AATAGGATGTGCTACGTGTCCACTAGAGGGAACAG	V_CTCF_BR	1
chr17	80145997	80146147	id-44655	2.72e-06	+	CGGCCGTCCCTGCCCTCACCCTCTGGGTGGAGCCA	UpstreamP1_CTCF	1
chr17	80159616	80159766	id-44656	1.84e-06	+	CGCAGTTTCCCCTGCGCCTCCTCCAGCTGGCTCCG	V_CTCF_BR	0
chr17	80163836	80163986	id-44657	2.55e-06	+	GACGCAATCTGCCTGTCGGCCAGCAGGCGTCCCCA	Upstream_CTCF	40
chr17	80172009	80172159	id-44658	1.7e-05	-	GGGTCAACCCCAGCACTGTCCTGTGGGTGGGGGTA	Upstream_CTCF	1
chr17	80174553	80174703	id-44659	1	+	NA	NONE	5
chr17	80188885	80189035	id-44660	3.88e-06	-	GGGAGGAGCCCCCGTATTGCCCGCAGTAGGCGCCC	V_CTCF_BR	36
chr17	80194348	80194498	id-44661	8.17e-10	+	CTGCAGGGACCCAAGGGGCCCAGCAGGCGGCGCTC	UpstreamP1_CTCF	40
chr17	80202282	80202432	id-44662	8.81e-07	+	AGGGAGTACAGGGCGGCCACCACTGGAGGGAGCTG	V_CTCF_BR	33
chr17	80203323	80203473	id-44663	7.31e-05	+	CTGGCATGGCAGAGACTGCCCAGAGTGTGGCGCAG	UpstreamP1_CTCF	8
chr17	80209965	80210115	id-44664	2.91e-05	+	CCTGTCCATCCCTTTCCAGCCACTTGGGGCCCTGA	Upstream_CTCF	8
chr17	80215448	80215598	id-44665	2.15e-05	-	CCGCCCTCAGGCACAGCTGTCACTGGCTGGCACGG	V_CTCF_BR	8
chr17	80222550	80222700	id-44666	8.5e-06	+	CTGGCAACAGCTCCAGTGACCACTGAGGGGCACAC	Upstream_CTCF	1
chr17	80226125	80226275	id-44667	1.41e-06	+	GCAGCCCTGTCCCACCTCGCCCACCGGGGGCACCC	Upstream_CTCF	19
chr17	80255917	80256067	id-44668	1.47e-05	+	CGTGCGTGTGGGGAGCGGGTCTGGTGAGGGCGCAC	V_CTCF_BR	14
chr17	80258771	80258921	id-44669	3.71e-10	+	CCACCCACGCCCCGTCCCGCCACCAGAGGGCAGGC	V_CTCF_BR	40
chr17	80263113	80263263	id-44670	7.17e-05	-	TGTGCGCAGCATCAAAGGCCCTGAAGGTGGGGTTG	Upstream_CTCF	4
chr17	80279417	80279567	id-44671	4.38e-09	-	GGGATGGCTCCTGGCCCCACCGCCAGGGGGCAGCG	V_CTCF_BR	40
chr17	80286060	80286210	id-44672	3.42e-05	+	TGTGTGGCTCCTCTCCCGCCAGGCAGAGGCGGCTC	Upstream_CTCF	5
chr17	80288687	80288837	id-44673	4.31e-05	-	CGGAACGGTGCAGTCCAGGCCGCCAGGGGCTGAGA	UpstreamP1_CTCF	13
chr17	80290582	80290732	id-44674	1.09e-06	-	GCGGGAGGACAGGAGGCCACCAGCAGAGGGGACAG	Upstream_CTCF	11
chr17	80294745	80294895	id-44675	1.69e-05	-	GAGCGATCCCCCTAGCTCCCCCACAGAGGGTGCTG	UpstreamP1_CTCF	2
chr17	80308217	80308367	id-44676	3.45e-05	-	GTGTCACATTGAAATAGTTTCGGCAGGGGGCGGTG	V_CTCF_BR	22
chr17	80309803	80309953	id-44677	5.77e-08	+	TCCGTGCAGACTGAAGTGACCACCAGGGGGTGCTA	V_CTCF_BR	39
chr17	80315108	80315258	id-44678	1.91e-08	-	TGAGCTGTGGCTGCCCTGGCCAGAAGGGGGCCGGG	Upstream_CTCF	7
chr17	80316433	80316583	id-44679	1.93e-05	+	GGAGGAAAGCATAATGGAAACTGCAGAGGGCGATG	V_CTCF_BR	23
chr17	80330336	80330486	id-44680	1	+	NA	NONE	0
chr17	80332171	80332321	id-44681	2.72e-06	-	CGGCTCCGGCACAGAGCTGCCAGTGGCGGCCAGCC	UpstreamP1_CTCF	1
chr17	80337579	80337729	id-44682	1.82e-07	+	CTGCCTGGGTGTGGATGGGGCAGCAGTGGGCGCCA	V_CTCF_BR	7
chr17	80342565	80342715	id-44683	1	+	NA	NONE	17
chr17	80346080	80346230	id-44684	2.55e-06	-	GGAGCTGGAGGACCCGCGGCCAGAGGGTGGCCCCG	Upstream_CTCF	14
chr17	80351072	80351222	id-44685	1.38e-06	-	TGTCACAGGACGTCAGGAGCCACGTGGGGGAGCCC	V_CTCF_BR	0
chr17	80357100	80357250	id-44686	6.75e-05	+	ATGTTGGAGCAGCCGTGTTCCAGCAAAGGCTACGG	UpstreamP1_CTCF	6
chr17	80372505	80372655	id-44687	1	+	NA	NONE	38
chr17	80374767	80374917	id-44688	1.64e-06	+	CTGCAATTACAGGCAAGCACCACCAGGCTCAGCCT	UpstreamP1_CTCF	31
chr17	80382552	80382702	id-44689	5.26e-07	-	ACAGGAACTGCAGCTCTTCCCTGTAGGGGGCGCTG	Upstream_CTCF	40
chr17	80438785	80438935	id-44690	7.1e-09	+	ATGCAGTGTCTGGAGGGCAGCAGCAGGGGGCATTC	UpstreamP1_CTCF	40
chr17	80448529	80448679	id-44691	9.29e-06	+	GCTGCTCACCAGGCCTAGAACACCAGAAGTCGGTA	Upstream_CTCF	3
chr17	80452022	80452172	id-44692	2.4e-05	+	ACACTTGCTGGGTTCCTTACCTGGAGGGGTCTCTA	V_CTCF_BR	32
chr17	80452659	80452809	id-44693	3.42e-08	-	CTCTGTTGGCCCCTCTTGGCCAGTAGGGGTCGCCG	V_CTCF_BR	40
chr17	80461790	80461940	id-44694	1	+	NA	NONE	2
chr17	80469228	80469378	id-44695	1	+	NA	NONE	4
chr17	80486792	80486942	id-44696	1.34e-06	-	TGGCATCCCTGGCCTCTGTCCACTAGATGCCAGTA	UpstreamP1_CTCF	39
chr17	80509816	80509966	id-44697	1.28e-06	-	GCCTCACACCCTGAGGACTCCACAAGGGGGAGCCC	V_CTCF_BR	40
chr17	80512407	80512557	id-44698	9.14e-09	-	GATGCACTACAGGAAAGGAACACTAGGTGGCAGAA	Upstream_CTCF	40
chr17	80516359	80516509	id-44699	1	+	NA	NONE	4
chr17	80525309	80525459	id-44700	2.83e-07	-	CCCGGGACGCAGCAGCGGGTCAGCTGGGGGCGCCC	V_CTCF_BR	0
chr17	80571887	80572037	id-44701	2.46e-06	+	ATGCATTTCCTCCCTCCCTCCTCCAGAGGTGCCCT	UpstreamP1_CTCF	24
chr17	80573710	80573860	id-44702	2.27e-06	-	CCGATGACAAGCTGTGACTCCAGCTGGGGGCGCCA	V_CTCF_BR	29
chr17	80605544	80605694	id-44703	1	+	NA	NONE	35
chr17	80624803	80624953	id-44704	1	+	NA	NONE	1
chr17	80626517	80626667	id-44705	6.46e-07	+	TGGAGCAGGCACTTCTAAGCCTGCAGGGGGCAGGG	V_CTCF_BR	40
chr17	80637552	80637702	id-44706	5.26e-07	+	CCTGCAGGTCACCGAGCACAGGGCAGGGGGCAGCC	Upstream_CTCF	9
chr17	80666153	80666303	id-44707	1	+	NA	NONE	28
chr17	80668612	80668762	id-44708	3.42e-05	+	CCTGCCGGCTCAGCTACGCCCCCTAGTTAGGGCTG	Upstream_CTCF	14
chr17	80669781	80669931	id-44709	1	+	NA	NONE	34
chr17	80671351	80671501	id-44710	4.51e-05	+	AGAGTGACCCAGGGGCTTGCCACAAGGGGGACAGT	Upstream_CTCF	5
chr17	80701324	80701474	id-44711	4.14e-06	+	GGGGGAATGTGTGCTGCAGCCAATGGGGGGCAGTG	V_CTCF_BR	16
chr17	80709183	80709333	id-44712	2.53e-05	-	GGATCACACGGGCCCCGCGCCGAGTGGTGGCGCGC	V_CTCF_BR	3
chr17	80725144	80725294	id-44713	1.39e-05	-	ATTTGTCCCTGCAATCATTCCACTGGGGGGCGCTA	V_CTCF_BR	39
chr17	80732955	80733105	id-44714	1.46e-07	-	AAAGCACCTGCTCATCCCGGCACTAGGTGGCGCTG	Upstream_CTCF	40
chr17	80735765	80735915	id-44715	1.21e-09	-	CTGTTATGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	9
chr17	80735989	80736139	id-44716	1	+	NA	NONE	14
chr17	80739761	80739911	id-44717	1.61e-09	+	CTTGGAGCCCCACCTGTTGCCAGCAGAGGGCAGTG	V_CTCF_BR	40
chr17	80744431	80744581	id-44718	1.74e-08	-	TCTCCCACAGCCAGCCTGGCCAGAAGGTGGCACGC	V_CTCF_BR	6
chr17	80781056	80781206	id-44719	7.8e-08	-	GGGAACTGAGGTACACAGGCCTGCAGGGGGCAGCA	V_CTCF_BR	37
chr17	80793952	80794102	id-44720	7.44e-05	+	AAAGCAGTTTCCCTGCCTCCCTTCAGGAAGTAGAG	Upstream_CTCF	3
chr17	80794734	80794884	id-44721	2.47e-05	-	TGAGCTCCAAACACTCTCACCACCAGGGGCTTCCT	Upstream_CTCF	34
chr17	80797772	80797922	id-44722	7.27e-06	+	GATGTGGCCGGTCTTGGTGCCGGTGGCTGGCGGTG	V_CTCF_BR	2
chr17	80804090	80804240	id-44723	1.09e-06	-	GACGCAGCACGTGGAGGGGGCAGCAGAGGGCTGGA	Upstream_CTCF	2
chr17	80821476	80821626	id-44724	1.55e-05	-	CCAGGGAAGGCGCCCAGTTCCTCCAGGGGTCAATG	V_CTCF_BR	13
chr17	80822826	80822976	id-44725	1.03e-05	-	CCTCAGCTGCCTGCAGGGAGCAGCAGCTGGCCTCA	UpstreamP1_CTCF	9
chr17	80825673	80825823	id-44726	1.1e-06	-	AGAGCCGGCAGCACCATCACCGGCAGGAGGCACTG	V_CTCF_BR	0
chr17	80829486	80829636	id-44727	3.63e-06	-	GCACAGTAGCCTGAGCCTGCCACCAGGGGCATCTG	V_CTCF_BR	18
chr17	80833378	80833528	id-44728	1.7e-05	-	CGCGCCGCTCAGCAGGTTTGCTCGAGGTGGAGGCC	Upstream_CTCF	3
chr17	80834678	80834828	id-44729	1.59e-06	+	TCCAAATTGCTGAGTACTGCCGGGAGAGGGAGCCG	V_CTCF_BR	36
chr17	80841154	80841304	id-44730	1	+	NA	NONE	2
chr17	80855495	80855645	id-44731	1.64e-06	+	TGTGGTGCACATGACCCTCCCTCCAGGAGGCGCCA	Upstream_CTCF	18
chr17	80871667	80871817	id-44732	1	+	NA	NONE	39
chr17	80872267	80872417	id-44733	7.09e-08	-	GTGCAGACACAGCTGGAGGCCGGCAGGGGGCCCAG	UpstreamP1_CTCF	35
chr17	80872979	80873129	id-44734	1.84e-06	+	GGTCACTTTCTCACCCAGGCCAGAGGATGGCGCCC	V_CTCF_BR	34
chr17	80875652	80875802	id-44735	3.06e-08	-	TCTCCCCGGCTCACGGCTGACTCCAGGGGGCGCCA	V_CTCF_BR	40
chr17	80877864	80878014	id-44736	8.59e-05	-	GAAACGTGGCCCTGACCAGCCACGAGGGGGCCAGG	V_CTCF_BR	8
chr17	80882705	80882855	id-44737	1.82e-06	+	GTGTGGCTGTACACGATGGGCAGCAGAGGGCCTCT	UpstreamP1_CTCF	10
chr17	80883363	80883513	id-44738	4.88e-06	+	CTGCTTGTCTCCCCTCCGGCCACCTGGCGTCTGAA	UpstreamP1_CTCF	12
chr17	80892029	80892179	id-44739	8.81e-07	-	GGTTAAGGCAGAGCCAAGTCCAGCAGGTGGCAGAC	V_CTCF_BR	27
chr17	80904751	80904901	id-44740	4.23e-06	-	CTGCTGCTCCTGACAGGACCTCACAGGGGGCGCCT	UpstreamP1_CTCF	3
chr17	80917334	80917484	id-44741	3.28e-05	+	GACGGCTGCGGGGACTTCCCCACCAGGTGACGCAG	V_CTCF_BR	0
chr17	80921185	80921335	id-44742	7.54e-08	+	CAGCAGTCACCACGCGGGGACAGAAGGGGGAGAGC	UpstreamP1_CTCF	39
chr17	81009198	81009348	id-44743	3.63e-06	+	CCGTTCCTCCACCCCACGACCAGGTGAGGGCGAAC	V_CTCF_BR	9
chr17	81025832	81025982	id-44744	1.09e-06	-	CCCGCACTTCCAAAAACGTCCAGCTGGAAGCCCTG	Upstream_CTCF	33
chr17	81031347	81031497	id-44745	1.84e-06	+	GCCAGAGCTCTCAGCCCCTCCAGCTGGGGGCAGCT	V_CTCF_BR	15
chr17	81034942	81035092	id-44746	1	+	NA	NONE	36
chr17	81035530	81035680	id-44747	3.97e-05	+	CTCCCCTTCGGTCTAGCAGCCACCAGGGGCTCTGA	UpstreamP1_CTCF	6
chr17	81057300	81057450	id-44748	2.74e-08	+	AGTGCAGCCCCTGTGCCAGCCTGCAGTGGGCACCG	V_CTCF_BR	10
chr17	81061489	81061639	id-44749	1.52e-07	+	GAAGGGTCAGCCGAGCTGGCCAGAAGGGGGCTCCT	V_CTCF_BR	12
chr17	81078377	81078527	id-44750	1.91e-09	+	GTGCTGTTCCGTGCTCCCGCCAGCAGCAGGCGAGG	UpstreamP1_CTCF	2
chr17	81097875	81098025	id-44751	4.01e-05	-	AGCGGGTTCCACCACGGTCCTTGAAGGGGGCGGTC	V_CTCF_BR	0
chr17	81122676	81122826	id-44752	4.88e-05	-	TATTAAATGCAGGCATCTGGCTGAGGAGGGCGCCA	V_CTCF_BR	23
chr17	81127181	81127331	id-44753	4.14e-05	-	CTGGGGCGGGAGTCACAGGCCACCAGCCGGGGGGG	UpstreamP1_CTCF	0
chr17	81128109	81128259	id-44754	1.92e-06	-	CAGCTTGGCCGAGTCCTAGCCGCCAGGTGCTGCCA	UpstreamP1_CTCF	1
chr17	81128834	81128984	id-44755	1	+	NA	NONE	11
chr17	81143481	81143631	id-44756	6.49e-06	+	TGTGCCAGCGCTGGCCACACCACCAGGAGGCCTGG	Upstream_CTCF	20
chr17	81143872	81144022	id-44757	7.78e-06	-	CCAGGGGGACTTCTCATCCCCAGCAGGGGGTGTGT	Upstream_CTCF	12
chr17	81153215	81153365	id-44758	2.43e-06	-	ACACGCGGGTTCTCTGTGGCCAGCAGGCGGCGCTG	V_CTCF_BR	40
chr17	81153623	81153773	id-44759	3.4e-06	-	GTACGTGGGTTCTCTGTGGCCAGCAGGCGGCGCTG	V_CTCF_BR	39
chr18	11714	11864	id-44760	8.81e-07	-	GTGGCAGCCGGCTCAGGAGCCGCGGGAGGGCGGTG	V_CTCF_BR	28
chr18	73549	73699	id-44761	1	+	NA	NONE	29
chr18	75946	76096	id-44762	5.77e-08	-	GAGAGATTCTCCAGAGCTGCCGCGAGGGGGCGCCC	V_CTCF_BR	17
chr18	82905	83055	id-44763	1.1e-06	+	TTGTCAGCTAGATCCTCAGCCCGCAGAGGGAGCCA	V_CTCF_BR	5
chr18	108187	108337	id-44764	1	+	NA	NONE	0
chr18	108805	108955	id-44765	1	+	NA	NONE	0
chr18	109411	109561	id-44766	3.56e-05	+	AACTCTTTTCTAGTCTCTGCCTACAGAGGGCGTTG	Upstream_CTCF	0
chr18	111357	111507	id-44767	1	+	NA	NONE	0
chr18	158576	158726	id-44768	2.53e-05	-	GCGGCGCAGGAGAGCTGGGCCTGACGAGGGCGGCA	V_CTCF_BR	10
chr18	212898	213048	id-44769	3.73e-06	+	GATGTGATGCAATCTGTGAACACTAGGAGGGGATA	Upstream_CTCF	26
chr18	268634	268784	id-44770	8.33e-05	+	AGTGCCCGGCGCTGATTGGAAAACGGGTGGCGCTG	Upstream_CTCF	25
chr18	286542	286692	id-44771	2.72e-06	+	TTGAAGTAACTGGTTCCGACCACATGAGGACAGCG	UpstreamP1_CTCF	40
chr18	292400	292550	id-44772	9.84e-06	+	AGGCAAATGCAAGCCCTGAACTCTGGGGGGCAGTA	UpstreamP1_CTCF	34
chr18	293667	293817	id-44773	1	+	NA	NONE	20
chr18	305258	305408	id-44774	7.78e-06	-	CGTGCAAAACTCAGGAGAGCCTAGAGGTGGCATGA	Upstream_CTCF	3
chr18	322632	322782	id-44775	1	+	NA	NONE	35
chr18	332689	332839	id-44776	9.81e-06	+	ATTATAATTATTTCAACAGCCACCAGAAGGAGCCA	V_CTCF_BR	8
chr18	390081	390231	id-44777	5.01e-06	+	GGACCTAGAAGTGCTTTGCCCAGCAGGGGGCTAGG	V_CTCF_BR	33
chr18	429799	429949	id-44778	1	+	NA	NONE	3
chr18	434841	434991	id-44779	1	+	NA	NONE	7
chr18	449521	449671	id-44780	1	+	NA	NONE	5
chr18	460105	460255	id-44781	1	+	NA	NONE	8
chr18	469214	469364	id-44782	2.6e-05	-	CCGCAGAATTTCCACAGGCACAATAGAGGGCACTA	UpstreamP1_CTCF	17
chr18	471988	472138	id-44783	1	+	NA	NONE	3
chr18	476490	476640	id-44784	1	+	NA	NONE	14
chr18	477691	477841	id-44785	8.99e-05	-	AGATGCTGCCTCTGCCCAACCAGCAGGGGGACACC	V_CTCF_BR	36
chr18	497116	497266	id-44786	1	+	NA	NONE	40
chr18	499739	499889	id-44787	1.29e-05	+	TGACACTTCCATAAACCGGCCTGCAGAGGACACCG	UpstreamP1_CTCF	14
chr18	500263	500413	id-44788	1	+	NA	NONE	17
chr18	515230	515380	id-44789	4.7e-06	+	CTCGGCCACGCGCCCGCTGCCACACGGGGGCGCTG	V_CTCF_BR	1
chr18	525301	525451	id-44790	5.38e-05	+	CTATGGTTACCACCAGCAAGCTATAGAGGGCAGCC	V_CTCF_BR	2
chr18	563874	564024	id-44791	2.91e-05	+	CATGCAATACTCTAATCCACAGCTAGATGTGCCTC	Upstream_CTCF	8
chr18	580272	580422	id-44792	1.74e-08	+	GGGGTGGTCCCGCGCCGCGCCGGCGGGGGGCGCCC	V_CTCF_BR	1
chr18	597020	597170	id-44793	2.74e-08	+	CCAGCCGGTGGCACAGACGCCTCCAGGGGGCAGCA	V_CTCF_BR	39
chr18	604874	605024	id-44794	1	+	NA	NONE	4
chr18	616485	616635	id-44795	1.92e-06	-	TGGTACTGTTCAGAAGAAAACACTAGAGGGCAGGC	UpstreamP1_CTCF	40
chr18	624124	624274	id-44796	8.16e-07	+	TGGCCAAGTACAGCAAGCACCACAAGGGGGAGCAC	V_CTCF_BR	39
chr18	629900	630050	id-44797	2.28e-05	-	GCAGTCATTATTTTGCCTACCACAAGGGGCAAAAC	Upstream_CTCF	38
chr18	644439	644589	id-44798	1	+	NA	NONE	30
chr18	657766	657916	id-44799	1	+	NA	NONE	26
chr18	666272	666422	id-44800	3.63e-06	+	CGAGGCTGAGCCACAGCGTGCTGTAGGTGGCGCTG	V_CTCF_BR	38
chr18	678606	678756	id-44801	1.39e-05	+	CCCAAGGGGACGTCATCCACCTGTTGGGGGCGTCA	V_CTCF_BR	4
chr18	681222	681372	id-44802	1.11e-05	-	CCTGCAGGTCCAGGCGGGGGCAGTGGAGATGCCCC	Upstream_CTCF	0
chr18	686811	686961	id-44803	4.99e-07	+	CCTGCTGTTCTCTTCTGTACCAGCTGGAGGCTTCA	Upstream_CTCF	13
chr18	688464	688614	id-44804	1.56e-05	-	GATGATGGACCTGACTTTCCCAGTTGGCGGCAGGA	Upstream_CTCF	1
chr18	697888	698038	id-44805	1	+	NA	NONE	3
chr18	706082	706232	id-44806	1.06e-05	-	GATGCTTTTCACCTGCCTTTCACCCGGGGCCACTG	Upstream_CTCF	0
chr18	711750	711900	id-44807	1	+	NA	NONE	29
chr18	712715	712865	id-44808	1.76e-09	+	GCTGCAGTCCCAGCTCCGGGCTCCCGGGGGCGCAC	Upstream_CTCF	40
chr18	730187	730337	id-44809	1.08e-05	-	GAGACCTAACAGAAAATAGCCACTAGGAGGCTGGG	UpstreamP1_CTCF	40
chr18	741957	742107	id-44810	1.57e-08	+	CTTGTAGTTGTCCTTGTCACCACTAGATGGAACTA	Upstream_CTCF	39
chr18	814806	814956	id-44811	4.14e-06	-	GGCATAGGAGCAGTCTTGGCCAGGTGGAGGCGGCA	V_CTCF_BR	10
chr18	831047	831197	id-44812	3.63e-06	-	CGTCACTAAATGCTAATAAACACTAGAGGGCACAA	V_CTCF_BR	40
chr18	832296	832446	id-44813	3.4e-06	-	TCTGCTAGGCACGCATTCACCAGCTGGTGTCTCTG	Upstream_CTCF	31
chr18	839444	839594	id-44814	8.2e-12	-	ACGGCACTGCCAGTTTTGACCACCAGGTGGCGCCC	Upstream_CTCF	38
chr18	864898	865048	id-44815	3.4e-06	+	GCGTGAGTCCTTCAAAACGCCACTAGGTGACGGTG	Upstream_CTCF	40
chr18	902329	902479	id-44816	1.43e-05	+	CGTGAAGTCAGCAAACTCCCCACATGGTGGCTCCC	Upstream_CTCF	32
chr18	904834	904984	id-44817	5.86e-07	-	GCCGCAGGAACCAGCGGGAGCAGCAGGAGGAGCTG	Upstream_CTCF	27
chr18	961677	961827	id-44818	3.36e-07	-	GTGACAGTTCCGATGCTAGCCTCCAGGGGTCGCTG	V_CTCF_BR	40
chr18	1006434	1006584	id-44819	5.13e-05	+	TGATTCATACATATCCAGGTCACAAGGGGGCAGTT	V_CTCF_BR	1
chr18	1014337	1014487	id-44820	1	+	NA	NONE	1
chr18	1015212	1015362	id-44821	1	+	NA	NONE	9
chr18	1062704	1062854	id-44822	9.88e-07	-	ATTGTGTTTGCCCAAGAAACCACCAGGAGGCACAC	Upstream_CTCF	23
chr18	1078416	1078566	id-44823	1	+	NA	NONE	6
chr18	1102972	1103122	id-44824	6.39e-05	+	AGGGCATGTTGTGGAGCAAGCATCAGATGGCGCTG	Upstream_CTCF	1
chr18	1200257	1200407	id-44825	1	+	NA	NONE	3
chr18	1383581	1383731	id-44826	5.93e-06	+	GCAACCATGCACACAGTCACCAGCAGGGGCCCCTG	Upstream_CTCF	4
chr18	1420188	1420338	id-44827	6.51e-05	+	TACCTTAGGTAAATTGCTTCCTCTAGGTGGCTACA	V_CTCF_BR	3
chr18	1488534	1488684	id-44828	4.1e-06	+	GATGCGGTTCTTCCCAGAGCCCATAGGCGTCAGCC	Upstream_CTCF	4
chr18	1499386	1499536	id-44829	1.93e-05	-	AGTTGAGGAACAAATATGACCTCTAGGTGGCATCT	Upstream_CTCF	14
chr18	1513688	1513838	id-44830	9.78e-07	-	CTGCTTTTGGCATAGTTGGACTCTAGAGGGCATAG	UpstreamP1_CTCF	18
chr18	1559625	1559775	id-44831	2.93e-07	+	CTCCAGTTTAGTCTCCCTTCCAGTAGGTGGCACTT	UpstreamP1_CTCF	11
chr18	1586009	1586159	id-44832	4.23e-06	+	TTGAATTTTCTTCAAATTATCACTAGGTGGCAGTG	UpstreamP1_CTCF	39
chr18	1664230	1664380	id-44833	9.51e-07	-	ACTTTGCATTTGCGACTAACCCCTAGGGGGCGCCG	V_CTCF_BR	38
chr18	1676602	1676752	id-44834	1	+	NA	NONE	0
chr18	1751382	1751532	id-44835	1	+	NA	NONE	9
chr18	1807031	1807181	id-44836	1	+	NA	NONE	12
chr18	1914595	1914745	id-44837	3.79e-08	+	GTGCATTTCAACCTACAGGCCAGTAGATGGCATTT	UpstreamP1_CTCF	32
chr18	2079839	2079989	id-44838	3.88e-06	-	AGCTGTCATACAGAGGTGACCAGAAGATGGAGACA	V_CTCF_BR	3
chr18	2083784	2083934	id-44839	1.73e-05	-	GGCAGCAGGGGCAGGAGAACCACAGGGAGGCAGAG	V_CTCF_BR	30
chr18	2104988	2105138	id-44840	5.23e-10	+	CCTCGGTACCATTCTCCCGCCAGCAGGGGGCGCTG	V_CTCF_BR	40
chr18	2134475	2134625	id-44841	5.72e-07	-	GTGCAGATGGCTCAAAACAACAGCAGGGGGCTGTG	UpstreamP1_CTCF	19
chr18	2180709	2180859	id-44842	2.1e-05	+	GTTGAACTGCAATGCAGTTGCAACAGAGGCCACAG	Upstream_CTCF	9
chr18	2224005	2224155	id-44843	1.55e-05	-	ATTTTGCAGGGTAGTTTAACCTGATGGGGGCAGTG	V_CTCF_BR	40
chr18	2230826	2230976	id-44844	2.23e-09	-	CTGTAATGTCTGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	39
chr18	2293231	2293381	id-44845	1.95e-07	+	TGTGCTGGTTGGCCTCCTGCCAGGAGGTGGCGCTT	Upstream_CTCF	8
chr18	2337670	2337820	id-44846	2.67e-06	+	ACAGCCATCCATCCATCCACCACATGGAGGCACTA	Upstream_CTCF	40
chr18	2467106	2467256	id-44847	5.96e-07	-	TCCAGGCCTCTCTCCTTGGCCTGTAGATGGCTGTC	V_CTCF_BR	22
chr18	2471648	2471798	id-44848	2.46e-06	-	TTCTAATGCATTCAACCTGCCACTAGGTGGCTGGC	UpstreamP1_CTCF	36
chr18	2542059	2542209	id-44849	4.3e-08	-	ATGCAGTTCTTCCTCATTCCCAGTAGAGAGCAGCA	UpstreamP1_CTCF	39
chr18	2547601	2547751	id-44850	4.88e-05	-	CTTGTGTGTAATAATATGTCCACTGGGTGTCACTG	UpstreamP1_CTCF	38
chr18	2570975	2571125	id-44851	1	+	NA	NONE	31
chr18	2574738	2574888	id-44852	1	+	NA	NONE	6
chr18	2638437	2638587	id-44853	2.72e-05	+	CCCTGGTTTTCAACATTGCCCACCAGAGAGCAGCA	UpstreamP1_CTCF	22
chr18	2655963	2656113	id-44854	1.54e-05	+	GCGCACCTCAGCCCTGAGCCCGGCGGCGGCAGGCG	UpstreamP1_CTCF	16
chr18	2766370	2766520	id-44855	1.06e-05	+	CATGTAAATTGTACTCTTACCACTAGAGGACCCTG	Upstream_CTCF	37
chr18	2821821	2821971	id-44856	8.99e-05	-	GAAAACTCAGTTACAGGGCCAGCTAGGTGGCAGTA	V_CTCF_BR	4
chr18	2847437	2847587	id-44857	1	+	NA	NONE	10
chr18	2881599	2881749	id-44858	4.43e-05	-	CTCGGGTTTTGTTCATCGGCCAGGAGATGACGGCC	V_CTCF_BR	17
chr18	2895398	2895548	id-44859	1	+	NA	NONE	0
chr18	2906223	2906373	id-44860	1	+	NA	NONE	2
chr18	2906732	2906882	id-44861	5.41e-06	+	GGCGCCCTCGCCCCCGCCGCCCGCAGAGGCCCCGA	Upstream_CTCF	35
chr18	2932301	2932451	id-44862	6.43e-06	+	AAACAAATCTCATCTTTGAGCAGTAGGTGGCAGCA	V_CTCF_BR	40
chr18	2948102	2948252	id-44863	2.78e-06	+	GAAATTTCATGGAAGAGCTCCTCCAGGTGGCAGCA	V_CTCF_BR	39
chr18	2982604	2982754	id-44864	2.01e-05	+	GATGTAACTCACCAAGATACCAGGAGGGGACTTGT	Upstream_CTCF	8
chr18	2985740	2985890	id-44865	6.73e-07	-	TTGTGTTTCCATAGTATGGCCACTGGGGGGGAGTA	UpstreamP1_CTCF	38
chr18	2994649	2994799	id-44866	1.09e-07	+	TAGCAGCCCTGGCCTCCAACCACCAGATGCCAGTA	UpstreamP1_CTCF	38
chr18	3014052	3014202	id-44867	1	+	NA	NONE	10
chr18	3063079	3063229	id-44868	2.27e-06	-	AGAGTGCTCAGGCTGCAGCCCAGCAGGGGGAGCCT	V_CTCF_BR	40
chr18	3121389	3121539	id-44869	1.84e-06	+	TGTCAGCGGCAACAATGGGCCAGAAGATGGTGCAA	V_CTCF_BR	22
chr18	3129375	3129525	id-44870	1.82e-07	-	GAGCCTGGTGGACTAACCGCCTCCAGGGGGCGCGT	V_CTCF_BR	40
chr18	3151519	3151669	id-44871	3.8e-07	-	AAGGTTGTTTCTCTCCCTTCCACTAGAGGGAGACA	Upstream_CTCF	39
chr18	3187347	3187497	id-44872	1.26e-05	+	ATGGTTGTTCTGTGTGTTTCCACTAGAGGCGAACT	Upstream_CTCF	22
chr18	3238865	3239015	id-44873	1.06e-05	-	CTGGGTATACCCAGCGTTGCCACAAGAGGTCTTGG	Upstream_CTCF	35
chr18	3246132	3246282	id-44874	3.67e-07	-	TTGCAATGCATGGACACCTCCACAGGGTGGTGGCC	UpstreamP1_CTCF	40
chr18	3262051	3262201	id-44875	6.82e-05	-	GGAAGGCGCACCGGAAGGCGCACCGGAAGGCGCAC	V_CTCF_BR	14
chr18	3279910	3280060	id-44876	6.05e-06	+	GGCTGTTGCCGTCGTCCAGGCAAGAGGGGGCAGCA	V_CTCF_BR	21
chr18	3281540	3281690	id-44877	1.1e-05	+	GAGACAATAACTAGAAGTGTCACTAGGTGGCACTA	V_CTCF_BR	36
chr18	3296442	3296592	id-44878	1	+	NA	NONE	6
chr18	3297507	3297657	id-44879	5.51e-07	-	ACTGTCAATTGGCCTCCAGCCAGAAGGTGGCGCTT	V_CTCF_BR	40
chr18	3323014	3323164	id-44880	4.14e-06	-	AAAATTACAGAAGATGTGCCCACTAGGGGGCACAT	V_CTCF_BR	39
chr18	3339354	3339504	id-44881	1	+	NA	NONE	1
chr18	3367900	3368050	id-44882	1	+	NA	NONE	11
chr18	3380515	3380665	id-44883	1	+	NA	NONE	30
chr18	3441431	3441581	id-44884	1.56e-06	+	CAGCATCCCTGGTCTCTATCCACTAGATGCCAGTA	UpstreamP1_CTCF	39
chr18	3447931	3448081	id-44885	5.65e-05	-	TCCCCGTGGTTCTCCTTGGCCACGCGGTGGCTCTC	V_CTCF_BR	34
chr18	3448342	3448492	id-44886	3.86e-05	+	CCTGCGCCACATCTGTCCCGCACCGGGCGCAGCAG	Upstream_CTCF	21
chr18	3452286	3452436	id-44887	3.71e-05	-	CCGTCACCTTTCATTGTTTCCAGGAGTCGGCGCCG	Upstream_CTCF	23
chr18	3454803	3454953	id-44888	2.43e-06	-	GACACATTTTTAGTTTTGGACTGCAGGGGGCAGAA	V_CTCF_BR	40
chr18	3468424	3468574	id-44889	2.08e-07	+	CTGTAGTTCCAGCTACGCATCAGTAGGAGGCTGAG	UpstreamP1_CTCF	27
chr18	3481941	3482091	id-44890	1	+	NA	NONE	40
chr18	3499656	3499806	id-44891	1.93e-05	-	GCTTCCTGGCCCATCTCTGGCACCAGGAGGAGTCT	Upstream_CTCF	17
chr18	3539285	3539435	id-44892	1	+	NA	NONE	14
chr18	3585932	3586082	id-44893	3.65e-07	-	GAAGATGAGCTGACAACAGCCACCAGGTGGCGTCC	V_CTCF_BR	40
chr18	3594348	3594498	id-44894	2.04e-08	-	TGTGATGTTCCAGGCTTGGCCACAAGGGGACACTA	Upstream_CTCF	40
chr18	3596785	3596935	id-44895	3.28e-07	-	CGGCATTGGCCAACATCAAACACGAGGGGGCTCTG	UpstreamP1_CTCF	35
chr18	3602638	3602788	id-44896	9.41e-05	-	GAAAACTGGAATATAATCCGCACCAGGAGGCAGTG	V_CTCF_BR	31
chr18	3635534	3635684	id-44897	4.1e-06	+	ACTTTAATGAGAATACTCACCAGCAGATGGCCACC	Upstream_CTCF	27
chr18	3640359	3640509	id-44898	1	+	NA	NONE	0
chr18	3643783	3643933	id-44899	3.42e-05	-	TAGGCTTTCCCAGTGGACACCACTAGGAGTGCCAC	Upstream_CTCF	36
chr18	3653040	3653190	id-44900	1	+	NA	NONE	30
chr18	3653489	3653639	id-44901	3.81e-05	+	TGCTATGAAGCTGCACAGTGCGGAAGAGGGCACCC	V_CTCF_BR	4
chr18	3655830	3655980	id-44902	1	+	NA	NONE	3
chr18	3664979	3665129	id-44903	3.56e-05	+	GCTGGAGTTCCTTTTTGTAACCGCTGGGGAAGAGG	Upstream_CTCF	16
chr18	3665886	3666036	id-44904	4.7e-06	-	TTTGTTTCCAGCTCGGCAGCCGCCAGGTGTCTGCC	V_CTCF_BR	21
chr18	3666380	3666530	id-44905	3.47e-07	-	GCGTAATGACAGCACACAAACGCCAGGGGGCAATG	UpstreamP1_CTCF	40
chr18	3690067	3690217	id-44906	1.72e-06	-	TCCGCAGTGAGCTGTGATTGCACCAGAGGGCAACA	Upstream_CTCF	8
chr18	3703756	3703906	id-44907	7.27e-06	+	TATGAACACACCTCAGCAGCCGCCAGAGGGAGACT	V_CTCF_BR	40
chr18	3711013	3711163	id-44908	1.48e-06	+	GACAGAGGAAGTCAGAGAGCCAGGAGGGGCCGCCC	V_CTCF_BR	10
chr18	3771434	3771584	id-44909	6.53e-09	+	GCGTCAGTCCCGGGGAGGACCGGCAGGGGGCGGTC	V_CTCF_BR	40
chr18	3772675	3772825	id-44910	1.29e-05	-	CTGCATGCCTAACAAGCTCCCAGGGGGTGCCAATG	UpstreamP1_CTCF	35
chr18	3773507	3773657	id-44911	8.23e-05	-	CTGCCAGTTCTTGTTTTCAGCACTAGGGGATCAAA	UpstreamP1_CTCF	25
chr18	3794614	3794764	id-44912	2.1e-05	+	TGTGACTTGGCCCACTGCCCCCCTAGAGGGCAGAT	Upstream_CTCF	11
chr18	3852443	3852593	id-44913	1	+	NA	NONE	14
chr18	3858737	3858887	id-44914	1	+	NA	NONE	8
chr18	3869990	3870140	id-44915	7.49e-05	-	TTAATTTCTCATTGTATTTACTGAAGGGGGCAGTA	V_CTCF_BR	39
chr18	3885333	3885483	id-44916	1	+	NA	NONE	39
chr18	3902764	3902914	id-44917	6.8e-06	+	TTTGTGATTTCTAGACTGGACACTAGGGAGAGTCT	Upstream_CTCF	6
chr18	3931651	3931801	id-44918	1	+	NA	NONE	6
chr18	3967885	3968035	id-44919	4.34e-05	-	AATGAAATGTTCAAAACAGCCACAAGGAGAATGTG	Upstream_CTCF	4
chr18	3971023	3971173	id-44920	3.45e-05	-	TGTAGCTACCGAAAGAAGGCAGGCAGAGGGAGCTG	V_CTCF_BR	35
chr18	3985804	3985954	id-44921	2.01e-05	-	TTTGCACATCACTTTTCTGGCTCTTGGGGGAGGGA	Upstream_CTCF	10
chr18	3988258	3988408	id-44922	3.73e-06	+	CTTGCCACTATAAAGCCTACCACCAGAGGCAGCTT	Upstream_CTCF	8
chr18	3995615	3995765	id-44923	2.31e-07	-	GTTGCACCAAAGCGAGAGAACACTAGGGGGCAGTG	Upstream_CTCF	40
chr18	3998859	3999009	id-44924	3.36e-07	-	GCCTATTGAGCCTGTCTGTCCAGTAGGTGGCAGAA	V_CTCF_BR	39
chr18	4017596	4017746	id-44925	3.41e-07	-	AGTGAAGTTTAAGGCTGAGCCAGGAGAGGGCGAGA	Upstream_CTCF	38
chr18	4068672	4068822	id-44926	3.63e-08	-	ACTGTAGTTTTACCAACACACAGCAGATGGCAGTA	Upstream_CTCF	40
chr18	4106537	4106687	id-44927	4.89e-09	+	CCAGTAGTACTTCCTTCAGCCGGCAGAGGGCAGAA	Upstream_CTCF	39
chr18	4130853	4131003	id-44928	4.31e-07	+	CTGATTGGCGAGGATGTGGCCAGCAGGGGGAATTG	V_CTCF_BR	18
chr18	4144326	4144476	id-44929	1	+	NA	NONE	4
chr18	4182309	4182459	id-44930	6.98e-07	+	AGTTTTTCACCCTTACGGGCCGGAAGATGGCACCA	V_CTCF_BR	12
chr18	4434255	4434405	id-44931	1	+	NA	NONE	1
chr18	4449249	4449399	id-44932	1	+	NA	NONE	2
chr18	4450419	4450569	id-44933	6.05e-06	+	AGAGAGACCTTCCCACAAGCCGCCTGAGGGAGCCA	V_CTCF_BR	4
chr18	4619214	4619364	id-44934	1.1e-05	+	GCTTCGCAGGTGTGGGCAAACAGTAGGAGGCAGAG	V_CTCF_BR	1
chr18	4765529	4765679	id-44935	3.24e-06	+	ACTGCAGAGTATCGACCAAGCTGCAGGGGGTGCCA	Upstream_CTCF	6
chr18	4789599	4789749	id-44936	1	+	NA	NONE	4
chr18	5004178	5004328	id-44937	2.19e-05	+	CTGAGGTACCGGGTTCATCTCACTAGGGAGCGCCA	UpstreamP1_CTCF	6
chr18	5023430	5023580	id-44938	2.89e-07	-	AGTACAATATCAAGCTTTGCCAGTAGAGGGAGCTG	Upstream_CTCF	38
chr18	5057858	5058008	id-44939	6.62e-09	-	GTGTAGTTACCATTTATATCCACAAGATGGCAGGC	UpstreamP1_CTCF	40
chr18	5066496	5066646	id-44940	3.09e-07	-	TTGTGCAAGCTGCCTGTCACCAACAGGGGGCAGCC	V_CTCF_BR	30
chr18	5073375	5073525	id-44941	1.41e-06	+	GTGTCATTTCAGAACACGGTCACCAGGTGACAGCA	UpstreamP1_CTCF	38
chr18	5073746	5073896	id-44942	9.27e-07	+	ATGCATTGACTGCTTATGGCCTCTAGAGGCTCCAG	UpstreamP1_CTCF	37
chr18	5106836	5106986	id-44943	7.73e-06	-	GACTTGCTTCTCTTGCTTGGCACTAGGTGGCACTT	V_CTCF_BR	24
chr18	5237733	5237883	id-44944	2.6e-06	+	TAGCCACTAGCGGAGCCGCCCGCCTGAGGGAGCCC	V_CTCF_BR	34
chr18	5285086	5285236	id-44945	1	+	NA	NONE	1
chr18	5425036	5425186	id-44946	8.46e-07	+	GAAGAAGGTACACATCAGACCACCAGAGGGCAATC	Upstream_CTCF	40
chr18	5453145	5453295	id-44947	2.27e-05	-	TTCTCTAATTTCAGCTGTGCCAGAAGAGGGCTTCA	V_CTCF_BR	4
chr18	5456601	5456751	id-44948	1.35e-05	+	ATGTAATACCCTGTTTGAGCCACTGAGGGGTATAG	UpstreamP1_CTCF	32
chr18	5488930	5489080	id-44949	7.12e-06	-	CTGCAGCGCACAGCACCCCGGTGCGGAGGGAGGTG	UpstreamP1_CTCF	8
chr18	5518476	5518626	id-44950	2.46e-06	+	GTGCAATAGAAGCTCCAGAACAGCAGGGGTTTGTA	UpstreamP1_CTCF	3
chr18	5546782	5546932	id-44951	1.41e-05	-	TTGCAATGTGCCCAGTGAGGCACTGTGGGGAGACA	UpstreamP1_CTCF	36
chr18	5556370	5556520	id-44952	5.3e-05	+	ATTTGGTGTTGAAATGCTGCCACAAGAGGCGGGAG	UpstreamP1_CTCF	14
chr18	5600498	5600648	id-44953	2.96e-05	+	ATTTTTTAACCTAAAACTTACACTAGGTGGAGCCC	UpstreamP1_CTCF	31
chr18	5604893	5605043	id-44954	1.19e-06	-	GATGGTTGACAGCTAAGGGCCACCTGCTGGCAGCA	V_CTCF_BR	19
chr18	5626266	5626416	id-44955	2.68e-05	-	AATGTAATACTCAAAGTAGCCACCAGATCACTGAA	Upstream_CTCF	12
chr18	5744471	5744621	id-44956	1	+	NA	NONE	7
chr18	5788014	5788164	id-44957	5.51e-07	+	CATGACCTGAAAATCATGCCCAGCAGGTGGCAGAG	V_CTCF_BR	3
chr18	5841668	5841818	id-44958	7.49e-05	-	TATCATATAGTAATTACAACCAGTAGATGGCATCT	V_CTCF_BR	13
chr18	5852137	5852287	id-44959	4.68e-07	+	CCCAGTCAGAATAACTAGACCAGCAGATGGCACTA	V_CTCF_BR	25
chr18	5868310	5868460	id-44960	6.73e-07	+	CTGTACGGTATCATGGCTGACACAAGAGGGCGCAG	UpstreamP1_CTCF	40
chr18	5879506	5879656	id-44961	8.79e-07	+	GAGCACATACACCTACTTGGCAGTAGGGGGAGCAA	UpstreamP1_CTCF	40
chr18	5890632	5890782	id-44962	3.83e-09	-	GGCGCGGTAGCGGCGCGCGCCGCCAGGGGGCAGGG	V_CTCF_BR	29
chr18	5951534	5951684	id-44963	1.39e-05	-	GGACCAAGCCAGCATGCTAACAGCAGGTGTCTCCC	V_CTCF_BR	5
chr18	5975420	5975570	id-44964	3.42e-05	-	TGAACATTTCCTTGCTTCTCCAGCAGAAGTCACTA	Upstream_CTCF	24
chr18	6044888	6045038	id-44965	2.72e-06	-	CAGCTAGAACTGTTGTCCACCAGCAGGTGGCCTGA	UpstreamP1_CTCF	29
chr18	6069349	6069499	id-44966	1	+	NA	NONE	2
chr18	6219235	6219385	id-44967	3.47e-09	-	TCGCAGTTCTATGCCTTGGCCTCCAGAGGGAGCTC	UpstreamP1_CTCF	40
chr18	6258066	6258216	id-44968	8.81e-07	+	GAGGTGTGCTGAGTGATGGTCTGCAGGGGGCAGTG	V_CTCF_BR	5
chr18	6281946	6282096	id-44969	1	+	NA	NONE	3
chr18	6401824	6401974	id-44970	5.01e-06	-	TGGATTGAGGTCACAGCGGCCCCTTGATGGCGCTG	V_CTCF_BR	22
chr18	6414532	6414682	id-44971	1	+	NA	NONE	11
chr18	6482671	6482821	id-44972	1.82e-07	-	CAGGCCCTTCCCTCGTGAGCCAGCAGATGGTGCTG	V_CTCF_BR	38
chr18	6521926	6522076	id-44973	1.21e-09	-	GTTGCAGTTCCACAGGTGGACAGCAGGGGAAGCAA	Upstream_CTCF	40
chr18	6541609	6541759	id-44974	1	+	NA	NONE	31
chr18	6543437	6543587	id-44975	2.11e-06	+	AAAATTGCTATTGAAATAACCACTAGATGGCAGTG	V_CTCF_BR	37
chr18	6604333	6604483	id-44976	1.38e-06	+	TGCAGTGAGCCGAGATCAGCCGCTAGGTGGCTGAG	V_CTCF_BR	13
chr18	6617067	6617217	id-44977	1	+	NA	NONE	4
chr18	6712524	6712674	id-44978	6.8e-06	+	CTGCAACTACAGGCATGCACCACCAGGCTTGGCTG	UpstreamP1_CTCF	11
chr18	6729910	6730060	id-44979	1	+	NA	NONE	32
chr18	6733074	6733224	id-44980	8.23e-05	-	TTTTAGGTACCCACAACTCCCTCTAAAGGCCAGTG	UpstreamP1_CTCF	24
chr18	6857451	6857601	id-44981	8.71e-06	+	TCAGGGAACTGCACGCCTCCCGCTGGGTGGCAGCG	V_CTCF_BR	3
chr18	6874436	6874586	id-44982	6.51e-05	-	ACTAGGAATTTTAATTGTGCCACTGGATGTCACTG	V_CTCF_BR	20
chr18	6876888	6877038	id-44983	1	+	NA	NONE	3
chr18	6885202	6885352	id-44984	1	+	NA	NONE	16
chr18	6886356	6886506	id-44985	5.37e-06	-	ATTTTCTTCCTCAGTAATGACACAAGATGGCGCCA	UpstreamP1_CTCF	40
chr18	6920123	6920273	id-44986	1.21e-06	+	TCTGCTTTCCCGGTATTCGTCGCTAGACGGCAGCA	Upstream_CTCF	40
chr18	6973261	6973411	id-44987	2.1e-05	-	GGGCAGTAGGCAAGACTGGAAGCCAGGAGGCCAGC	UpstreamP1_CTCF	1
chr18	7000608	7000758	id-44988	9.27e-07	-	TTGCATGCACCCAGCTCAGCCTCTAGATGGCACAT	UpstreamP1_CTCF	38
chr18	7021105	7021255	id-44989	1.97e-06	-	AGGGTGGCCCGGGCTGCCTCCTGAAGGGGGTGCTG	V_CTCF_BR	24
chr18	7022389	7022539	id-44990	5.08e-07	-	ATGGTACTACGACATGGGGACACAAGAGGGCACCA	V_CTCF_BR	37
chr18	7032688	7032838	id-44991	1	+	NA	NONE	3
chr18	7038339	7038489	id-44992	1.28e-08	+	GCCGCTGTTCCCACCCTCGCCACTGGAGGGCCTCC	Upstream_CTCF	40
chr18	7038719	7038869	id-44993	2.28e-05	+	CCTGCTCATTAAATCCCGCCGCGCAGATGGCGCCT	Upstream_CTCF	12
chr18	7164731	7164881	id-44994	1.83e-05	+	CGACAGTTTACTCCGAGCCCCAATAGATGGCACTG	V_CTCF_BR	39
chr18	7174807	7174957	id-44995	9.51e-07	-	CTGACCTAAGAGGGTGGTGGCAGCAGATGGCAGCA	V_CTCF_BR	22
chr18	7176767	7176917	id-44996	6.51e-05	-	TATACCCAGCCCTCACCAGCCAGGGGGTGTAAGGA	V_CTCF_BR	7
chr18	7177250	7177400	id-44997	3.97e-05	-	AGGTACTACCCCCATTATGTCGCTAAGGGGAGCTG	UpstreamP1_CTCF	40
chr18	7196533	7196683	id-44998	2.89e-07	-	TGTGTTCTACTCCAGGTGCCCTCTGGAGGGCAGGA	Upstream_CTCF	14
chr18	7221521	7221671	id-44999	2.97e-06	+	GACACCTGCAGCCATTTAAGCACTAGAGGGAGCCA	V_CTCF_BR	40
chr18	7272390	7272540	id-45000	3.36e-07	+	GATCGGAGTCTGACGATGGTCAGCAGGTGGCACTC	V_CTCF_BR	37
chr18	7272814	7272964	id-45001	9.29e-06	+	TCTGCTGCCCTGTCTGAGACCAGCAGAGCCCACAG	Upstream_CTCF	32
chr18	7349550	7349700	id-45002	1	+	NA	NONE	11
chr18	7366700	7366850	id-45003	8.21e-05	-	GACAGCCTGCTGGGATAAGCCAGAGGGGGCAGCAG	V_CTCF_BR	2
chr18	7367603	7367753	id-45004	1	+	NA	NONE	16
chr18	7447394	7447544	id-45005	2.55e-06	-	TCTGCCCTTCTGCCTTCTACCATGTGAGGGCACAG	Upstream_CTCF	3
chr18	7452433	7452583	id-45006	5.86e-07	-	TCTGCACTTCTGCATGGGGGCCACCGGGGGAGCTG	Upstream_CTCF	40
chr18	7488684	7488834	id-45007	6.75e-05	+	CTGCCGTGACCACAGAGTGCCCATATGAGGTGCTA	UpstreamP1_CTCF	11
chr18	7566674	7566824	id-45008	3.36e-07	-	GGAGCGAAGTTGGCGGGCGCCGGGAGATGGCGCGG	V_CTCF_BR	17
chr18	7567167	7567317	id-45009	1.59e-06	-	CGCCCGGCGCCGCCGCGGCCCGCTAGAGGGCGTGA	V_CTCF_BR	36
chr18	7568192	7568342	id-45010	4.88e-05	+	TTGAAGTTCCCAGTTGCAGCCGCCGGGCCGCCTGG	UpstreamP1_CTCF	24
chr18	7568591	7568741	id-45011	4.88e-05	-	CCGCCAGTGCCTCTCCTTCCCACCTGGGACCCCCG	Upstream_CTCF	32
chr18	7575207	7575357	id-45012	7.12e-06	-	CAGCTACACCTAGTGATCAGCTGCGGATGGCAGCA	UpstreamP1_CTCF	12
chr18	7592445	7592595	id-45013	2.2e-06	+	GCTGTCAGGCCTCTGCCCACCTGCAGGGGGAAAAT	Upstream_CTCF	30
chr18	7601441	7601591	id-45014	9.25e-06	-	GAGCCAAGGCTCGCAACAGCCACCAGGAGCCAGGA	V_CTCF_BR	24
chr18	7613005	7613155	id-45015	1.92e-05	+	TTGCCACTGTAGTGTTTATCCACTTGAGGGCAGAT	UpstreamP1_CTCF	5
chr18	7626940	7627090	id-45016	1.85e-05	-	GAGGAAGGACACTAAGCCACCTGCAGAGGGGGATA	Upstream_CTCF	35
chr18	7666488	7666638	id-45017	1	+	NA	NONE	16
chr18	7723143	7723293	id-45018	1	+	NA	NONE	4
chr18	7735329	7735479	id-45019	7.73e-06	+	CCACTGCATTCCAGCCTGGCCAACAGAGGGAGACT	V_CTCF_BR	37
chr18	7755821	7755971	id-45020	2.04e-05	-	TTACCCCTGTGCAAGTGGAACACTAGAGGGAGAAC	V_CTCF_BR	32
chr18	7789956	7790106	id-45021	1.15e-07	+	CAGTAATTCCTTAAATCCCCCAGCAGATGGAGACG	UpstreamP1_CTCF	40
chr18	7806002	7806152	id-45022	1.17e-05	+	CTGCCAGCCTAGTGGCATACCAGAAGTGGGCTGAG	V_CTCF_BR	21
chr18	7809132	7809282	id-45023	1.3e-07	+	CCTGGTGTTTTCCAGGATGCCGGTAGGAGGCGGCA	Upstream_CTCF	2
chr18	7872614	7872764	id-45024	8.71e-06	+	CGTGGCATCTCTTGACAGACCTGTGGAGGGCACTC	V_CTCF_BR	34
chr18	7877663	7877813	id-45025	8.21e-06	-	TGGACTGTGCTGGGCAGGACCTGAGGAGGGCTCCC	V_CTCF_BR	8
chr18	7922027	7922177	id-45026	3.5e-05	+	GGTTACTGCCTAATTTTTGGCACTAGATGACACCT	UpstreamP1_CTCF	2
chr18	7926663	7926813	id-45027	2.81e-06	-	TCTGTTTCTCTGGGTTCCTCCTCCAGGGGGAGTGT	Upstream_CTCF	33
chr18	7950918	7951068	id-45028	1	+	NA	NONE	14
chr18	7980271	7980421	id-45029	2.97e-06	-	CTGGCTGTAGGGTAGAGCAACTCTAGGGGGCAGCA	V_CTCF_BR	33
chr18	8012037	8012187	id-45030	1.55e-07	+	TCTGCAAGTTGGAGAGACGCCACTGGGGGGCATTG	Upstream_CTCF	8
chr18	8052424	8052574	id-45031	1.71e-06	+	TCAGGTTTGTAACCTAGGGGCAGTAGGTGGCACCC	V_CTCF_BR	23
chr18	8063867	8064017	id-45032	7.78e-06	+	CATTCAACATTACCTAACACCACTAGGGAGTGCTC	Upstream_CTCF	14
chr18	8084300	8084450	id-45033	3.8e-07	+	GCTGACGTCCTTCGCTCAGCCACTAGGGGGTAGAT	Upstream_CTCF	40
chr18	8106817	8106967	id-45034	1	+	NA	NONE	2
chr18	8219899	8220049	id-45035	4.51e-05	+	CAATTATTGTGCCTAAACTCCAAAAGGGGGCGCTA	Upstream_CTCF	36
chr18	8225541	8225691	id-45036	1	+	NA	NONE	4
chr18	8258177	8258327	id-45037	4.43e-05	+	AAGGGCAGTCTGTGCTAAGCCTCTGGGGGGAACCT	V_CTCF_BR	3
chr18	8277370	8277520	id-45038	4.43e-05	+	GAGTTAGCACTGGAGAGGCACTGCAGGAGGCAGCC	V_CTCF_BR	2
chr18	8324798	8324948	id-45039	7.11e-06	-	AAAGTAATCCCCAAGGTCACCTATGGGAGGCAGTA	Upstream_CTCF	27
chr18	8328259	8328409	id-45040	5.01e-06	+	TTTTTCTCTTGCATTCTGGCCTCCAGATGGAGATG	V_CTCF_BR	4
chr18	8340074	8340224	id-45041	7.49e-05	+	GTGGCAGAAGGAACGGCCGCCAAGTGTTGGCTGCA	V_CTCF_BR	4
chr18	8356452	8356602	id-45042	1.59e-06	-	ACTGGGAAAACCACTGTTACCAGGAGAGGGTGCCA	V_CTCF_BR	8
chr18	8359217	8359367	id-45043	2.59e-06	-	TCGCAGTTACCTGGAGGAGCCAGGAGAGCGTGCTC	UpstreamP1_CTCF	7
chr18	8367498	8367648	id-45044	1.69e-05	+	CGGCTGCTGCCTGCAGCCGACGCGCGGGGGCGCCC	UpstreamP1_CTCF	37
chr18	8389766	8389916	id-45045	8.5e-06	+	AGTGTAGCGCCACCTAACGGCTGTGGGTGGAGAGT	Upstream_CTCF	40
chr18	8424563	8424713	id-45046	1	+	NA	NONE	4
chr18	8425603	8425753	id-45047	8.21e-05	+	TTTAAAGACTCAGAAGCGGTCACAAGGGGGAGTGG	V_CTCF_BR	11
chr18	8426507	8426657	id-45048	3.71e-10	+	GCCAGTGCTGGAATCCCCGCCAGCAGGGGGCAGCG	V_CTCF_BR	38
chr18	8450035	8450185	id-45049	4.51e-05	+	TGGGTCAGTCTCAGACCCACCACTAGGCGGACTCT	Upstream_CTCF	40
chr18	8451469	8451619	id-45050	1.41e-05	+	TCCCACTTCCTACAAGCAGCCGCCAGGGGTAGGGT	UpstreamP1_CTCF	5
chr18	8461690	8461840	id-45051	1.64e-05	-	TTCCAGACGGTGGAGGGCTCCTAGAGAGGGCAGCA	V_CTCF_BR	6
chr18	8478783	8478933	id-45052	5.46e-12	+	AGTGCAGTTCCAGGCATAGCCAGCAGGTGGAGGGG	Upstream_CTCF	40
chr18	8480602	8480752	id-45053	4.14e-06	-	TAGCTGATACTGTGCAGAACCACGAGATGGCTCTG	V_CTCF_BR	40
chr18	8507483	8507633	id-45054	1.48e-06	-	TTAGGAGTTCCTTTACATGCCTGCTGGGGGCGACA	Upstream_CTCF	38
chr18	8525908	8526058	id-45055	4.34e-05	-	TGTCCCGTACAGAGAGCTCTCCCTAGGGGGCAGCA	Upstream_CTCF	35
chr18	8542478	8542628	id-45056	7.55e-07	-	TCATGTCCATCCTGCCCAACCTGGAGAGGGCAGTG	V_CTCF_BR	6
chr18	8607773	8607923	id-45057	1	+	NA	NONE	3
chr18	8609280	8609430	id-45058	3.41e-11	+	CGGGCGCGCGGTCCTCCCGCCGGCAGGGGGCGCCC	V_CTCF_BR	38
chr18	8647484	8647634	id-45059	4.02e-07	-	CCTGTTTGCCTGAGTATCACCAGCAGAGGCCGCAG	Upstream_CTCF	9
chr18	8654617	8654767	id-45060	7.62e-09	+	GTGCAATTATACAAAATTTCCACTAGGAGGAGGCA	UpstreamP1_CTCF	40
chr18	8655205	8655355	id-45061	1	+	NA	NONE	22
chr18	8696861	8697011	id-45062	6.47e-10	+	GGTGCCATCCCAAAAGCCACCACAAGGGGGCACCC	Upstream_CTCF	40
chr18	8704575	8704725	id-45063	1	+	NA	NONE	7
chr18	8704823	8704973	id-45064	3.09e-05	+	CAGCCGCGGCACACGCCTTCCCCAAGTGGCCGGCG	UpstreamP1_CTCF	8
chr18	8707072	8707222	id-45065	8.46e-07	+	GTGGCGGTTCAGGATAATGCCACTGGAGGGCCCCC	Upstream_CTCF	37
chr18	8783866	8784016	id-45066	1.97e-06	-	TCCGCTTCCTCTTCTACAAACTGCAGGTGGCGGCG	V_CTCF_BR	2
chr18	8802085	8802235	id-45067	1	+	NA	NONE	13
chr18	8807988	8808138	id-45068	5.08e-05	-	TCAGCATCACTGCTTGCTGTGGCCAGGTGGAAATG	Upstream_CTCF	2
chr18	8868596	8868746	id-45069	3.63e-05	+	TACAAACAAGACAGCCTGGCCAGAGGAGGCAGCAG	V_CTCF_BR	3
chr18	8882636	8882786	id-45070	3.8e-08	+	TTTCTCACCCCTGAGGCTGCCACAAGGGGGCGGGG	V_CTCF_BR	27
chr18	8896616	8896766	id-45071	1.26e-05	-	TAATGAGTTTCTCCCTTTTCCTCCAGGGGGCCACT	Upstream_CTCF	7
chr18	8899065	8899215	id-45072	1	+	NA	NONE	24
chr18	8912578	8912728	id-45073	4.14e-06	-	GTGTGTGTGTGCCGGGCTGCCAGGAGGAGGAGGGC	V_CTCF_BR	5
chr18	8921513	8921663	id-45074	6.21e-05	+	ATTGAACAGGTTTGATGTGGCCCTAGAGGGCAGAA	V_CTCF_BR	34
chr18	8948586	8948736	id-45075	1	+	NA	NONE	6
chr18	8953163	8953313	id-45076	1	+	NA	NONE	12
chr18	8979168	8979318	id-45077	1	+	NA	NONE	3
chr18	8982583	8982733	id-45078	1	+	NA	NONE	40
chr18	8988376	8988526	id-45079	5.41e-06	-	AGGGCATTTCTCCCCAAGGTGGCTAGGTGGCGATA	Upstream_CTCF	40
chr18	8997758	8997908	id-45080	9.31e-05	+	ATTGACACTCCCGAGCTCTCCACAGGGTAGCATTG	Upstream_CTCF	4
chr18	9014503	9014653	id-45081	9.41e-05	+	CTCTGAGATCTGCTTGTCCCCACCTGATGTCTGTG	V_CTCF_BR	1
chr18	9017166	9017316	id-45082	4.01e-05	+	CTGGGATCACTCACAGATGCCTCAGGGAGGCGGCC	Upstream_CTCF	19
chr18	9047789	9047939	id-45083	4.7e-06	-	TAGCGATCATGTAGCTATGCCAGCAGGGGTAGCCC	V_CTCF_BR	1
chr18	9055357	9055507	id-45084	4.65e-05	-	AAATTATTATATTGTGTAACCAAAAGATGGCAGTA	V_CTCF_BR	29
chr18	9073701	9073851	id-45085	3.4e-06	+	GGAACGCGGGTATCATTATCCACTAGGTGGCAATA	V_CTCF_BR	40
chr18	9103533	9103683	id-45086	1	+	NA	NONE	31
chr18	9148062	9148212	id-45087	1.65e-07	-	TTGCTGCAACTTCCATAAACCAGTAGAGGGCTGCA	UpstreamP1_CTCF	40
chr18	9288452	9288602	id-45088	1	+	NA	NONE	1
chr18	9296286	9296436	id-45089	4.1e-06	-	TCAGAACTTTGAAGACTTTCCACTAGAGGCCATAG	Upstream_CTCF	5
chr18	9333886	9334036	id-45090	1.56e-05	-	GGAGCTCTGCATCGGGAGTCGAGAAGAGGGGGCGC	Upstream_CTCF	15
chr18	9334617	9334767	id-45091	1.76e-05	+	CGGGAGCTGGCGGCTGTGGACCCCAGCGGGGGCGG	UpstreamP1_CTCF	39
chr18	9366222	9366372	id-45092	7.91e-05	+	TTGCCATACCAACTCATAGATCCTAGATGTCGCTG	UpstreamP1_CTCF	33
chr18	9392840	9392990	id-45093	6.43e-06	+	GAGAGATACAGGAGAATGACCAGTTGGTGGAGCAG	V_CTCF_BR	23
chr18	9403915	9404065	id-45094	1.03e-06	-	CTGTAATGGCTAACACCCACCAGCTAATGGCGCTA	UpstreamP1_CTCF	16
chr18	9418197	9418347	id-45095	6.9e-05	-	GATGCAGTTCCACGCTGGTGAACAGGGGCGCCCCA	Upstream_CTCF	5
chr18	9474907	9475057	id-45096	1.61e-05	-	CTGGGGGCCGCCCGGCTGGCCGCTGGGTGGGGCGG	UpstreamP1_CTCF	31
chr18	9516557	9516707	id-45097	3.22e-09	-	TTGCAGTGACATCTCTTGACCACAAGAGGGGGACA	UpstreamP1_CTCF	40
chr18	9519548	9519698	id-45098	4.14e-05	+	CTGCTGCCCATCCTTGCAACAGCTAGGGGCTGAAC	UpstreamP1_CTCF	2
chr18	9535765	9535915	id-45099	1	+	NA	NONE	9
chr18	9540707	9540857	id-45100	1.5e-05	-	CATGTCAAAGCCCACATGACCACTAGTGGTCGTCA	Upstream_CTCF	7
chr18	9549541	9549691	id-45101	5.34e-06	+	GGGTCCCAGACATGAGCACCCTCTAGTGGGAACCG	V_CTCF_BR	33
chr18	9575587	9575737	id-45102	7.62e-07	+	ATTGCAGTAATGCTACACACCGGTAGGCGGCAAAC	Upstream_CTCF	39
chr18	9612333	9612483	id-45103	2.5e-05	+	ATTCAAAACTGCTTGTAAACCACTAGAGGGCATGG	UpstreamP1_CTCF	40
chr18	9614024	9614174	id-45104	1.73e-05	-	GGACGGTGGGCGAGGGCGGCCCCAGGCGGGCTGGG	V_CTCF_BR	8
chr18	9638981	9639131	id-45105	3.81e-05	+	TTTCCCTGTGTTCAGCTCTCCACCTGTGGCCACCA	V_CTCF_BR	1
chr18	9661714	9661864	id-45106	1.21e-06	-	GCTGTCATTCTCACAGCTGCCAGGAGGATGAGCTG	Upstream_CTCF	38
chr18	9673611	9673761	id-45107	5.08e-05	-	GGGTGATTTCTAACCTCTAACATTAGAGGGCAGTG	UpstreamP1_CTCF	40
chr18	9674382	9674532	id-45108	1	+	NA	NONE	7
chr18	9683471	9683621	id-45109	3.1e-07	+	CAGCAGCGCAACTCCAGGGCCACCATGTGGCCGGA	UpstreamP1_CTCF	37
chr18	9684136	9684286	id-45110	1.37e-05	+	CCTGGAAACTGTCTCAAGGCCACAAGATGGGGCAG	Upstream_CTCF	39
chr18	9695060	9695210	id-45111	2.15e-05	+	TTACATATTTCTTGGTCAGCCACAAGGTGCCAGGA	V_CTCF_BR	3
chr18	9708330	9708480	id-45112	3.88e-07	+	CGGCACTGCCTGGCTGCGAGCACATGATGGCGATA	UpstreamP1_CTCF	20
chr18	9722760	9722910	id-45113	1.41e-06	+	AGGCTGCATTCCTGTGGCACCACCAGGTGGAAGAT	UpstreamP1_CTCF	20
chr18	9739644	9739794	id-45114	1	+	NA	NONE	24
chr18	9762846	9762996	id-45115	1.21e-05	+	ACAGGAGTTTCCTTTGCCACCAGCAGGGTAGGGGA	Upstream_CTCF	4
chr18	9771590	9771740	id-45116	5.98e-10	-	ACTGCTGTTCCTCGGCTGGCCACCAGGGGCACACC	Upstream_CTCF	40
chr18	9782563	9782713	id-45117	1	+	NA	NONE	3
chr18	9792677	9792827	id-45118	8.08e-08	-	AGTGTACTGCCAGATCCCACCAGTAGGGGCACCAA	Upstream_CTCF	40
chr18	9798230	9798380	id-45119	3.56e-06	-	ACTGGAGAGATGCAAGACTCCACCAGGGGACACCA	Upstream_CTCF	25
chr18	9811075	9811225	id-45120	4.1e-06	+	AGTGCGTTCTGGAATGGGGGCAGTGGGTGGCGCCG	Upstream_CTCF	8
chr18	9817847	9817997	id-45121	3.63e-06	-	CAGTGGCCCCATGACACTACCACTAGAGGTAGCAG	V_CTCF_BR	1
chr18	9831228	9831378	id-45122	1	+	NA	NONE	34
chr18	9835877	9836027	id-45123	1	+	NA	NONE	0
chr18	9859387	9859537	id-45124	5.08e-07	+	GGCTTTGCATCCTGGAAGACCTGCAGGGGGCGGGG	V_CTCF_BR	7
chr18	9895491	9895641	id-45125	2.55e-06	-	CGGGCAGTGGGAAGGTGCGCCTGCAGGAGGGAGCA	Upstream_CTCF	5
chr18	9913865	9914015	id-45126	1	+	NA	NONE	0
chr18	9951370	9951520	id-45127	6.84e-06	-	CCACCAAGGCAATTACTGCCCACTAGAGGGAGAAA	V_CTCF_BR	40
chr18	9966195	9966345	id-45128	3.86e-05	+	CATGCCTTCCCACTGCGTCCCACTGGGGACCTGAA	Upstream_CTCF	5
chr18	9967666	9967816	id-45129	8.19e-06	-	CTGAACTAACCTGAAAGGGGCTGAAGGGGACGATA	UpstreamP1_CTCF	1
chr18	9971435	9971585	id-45130	3.8e-07	+	GTTGTAAAATCTGATCCTGCCACGAGGTGGCAGTG	Upstream_CTCF	40
chr18	10005440	10005590	id-45131	1	+	NA	NONE	2
chr18	10006319	10006469	id-45132	3.29e-05	+	TGAGCTTTATTTTTAAAAGCCTCATGGGGGCAGTG	Upstream_CTCF	32
chr18	10016243	10016393	id-45133	7.73e-06	+	GGAAGCAGGAACAGAGCATCCTGCAGAGGCCACTG	V_CTCF_BR	36
chr18	10032466	10032616	id-45134	7.42e-09	+	CCCAGGGCCTCGCTGGCGGCCACTTGGGGGCAGCA	V_CTCF_BR	23
chr18	10038401	10038551	id-45135	1	+	NA	NONE	23
chr18	10044210	10044360	id-45136	4.88e-05	+	GGGAGGGAAGGCTGGGGCTCCCCTGGTGGGAGCCA	V_CTCF_BR	3
chr18	10076523	10076673	id-45137	4.65e-05	+	TTAGGCATCCTGCTTGAAACCTGAAGAGGGAGACA	V_CTCF_BR	18
chr18	10134863	10135013	id-45138	7.17e-05	-	TGTGGCAGGGATGAGGTGACCACTAGGGGACCAGC	Upstream_CTCF	16
chr18	10153830	10153980	id-45139	1.03e-05	-	CTGGCCCACTCAGGACTGTCCAGCAGGGTGCCCCG	UpstreamP1_CTCF	3
chr18	10156338	10156488	id-45140	8.71e-06	-	CCTCCCTTGTCTTTGAGGAGCACCTGGTGGCAGCA	V_CTCF_BR	6
chr18	10194720	10194870	id-45141	8.59e-05	+	CAGTCACATGCTCAGCCTGCCCCCAGAGGCAAATC	V_CTCF_BR	29
chr18	10199884	10200034	id-45142	1	+	NA	NONE	0
chr18	10230194	10230344	id-45143	4.43e-05	+	GCAAGCACAGTCTTACTGGCCATGAGAGGGAGCTG	V_CTCF_BR	31
chr18	10249418	10249568	id-45144	1.03e-07	-	TCAGCAATACCCTTATCTGCCAGTGGAAGGAGACG	Upstream_CTCF	16
chr18	10291777	10291927	id-45145	1.01e-05	-	GCTGGTTTGTCTGCTCTGCCCAGCAGGGTGGAGCT	Upstream_CTCF	3
chr18	10293859	10294009	id-45146	2.31e-06	+	TCCCCACTTCCTGCCCCTCCCACCAGGGGACAGAA	Upstream_CTCF	1
chr18	10304759	10304909	id-45147	1.41e-05	-	TGGTTTTCCCTGGAACTTGCCACTGGGTGGAGAGC	UpstreamP1_CTCF	12
chr18	10321325	10321475	id-45148	1	+	NA	NONE	10
chr18	10343854	10344004	id-45149	3.55e-08	-	CTGCAGCCCGCCGGCCCCTCCAGCAGGGGAGGCCA	UpstreamP1_CTCF	3
chr18	10346903	10347053	id-45150	7.46e-06	+	CAGAAAGGCCCACAACTGACCGCTGGGAGGCCCAG	UpstreamP1_CTCF	2
chr18	10403247	10403397	id-45151	8.16e-07	-	TTGGAGGCAGGAAGGATGCCCTGCAGAGGGCTCCA	V_CTCF_BR	8
chr18	10437964	10438114	id-45152	9.41e-05	+	TGCTGTAGTGGCTCTGGTGGCTGAAGATGGCAAGA	V_CTCF_BR	9
chr18	10442528	10442678	id-45153	1.7e-05	+	AGTGCTCTTCCACCATTAGGCAGTCTGTGGCACTC	Upstream_CTCF	29
chr18	10482477	10482627	id-45154	2.43e-06	+	TCAGCATGTGCTGGGCTCACCTGTAGGTGGTGCTG	Upstream_CTCF	6
chr18	10490844	10490994	id-45155	4.5e-05	+	GGGTAACTCAGCAGCGCCACCACAAAGGGCCCGTC	UpstreamP1_CTCF	14
chr18	10518633	10518783	id-45156	1	+	NA	NONE	30
chr18	10520195	10520345	id-45157	5.08e-05	+	CTTGCAGCTTGTAAAGGCACGTGCAGGCAGCGCCA	Upstream_CTCF	40
chr18	10544454	10544604	id-45158	6.8e-06	-	ACTGCCATGCTGTGAACCACCAATGGGGGCACACG	Upstream_CTCF	16
chr18	10547059	10547209	id-45159	1	+	NA	NONE	9
chr18	10560559	10560709	id-45160	9.49e-08	+	AGGGTCAGAATTTTTCTAACCACCAGGTGGCGCAG	V_CTCF_BR	39
chr18	10682435	10682585	id-45161	1.55e-07	-	CCTGTTGGCCCCTGTGGATCCACCAGGGGGTACTG	Upstream_CTCF	20
chr18	10754268	10754418	id-45162	1.9e-06	-	CATGCTCCCCTCTTCCTCTCCAACAGGGGTCAGCT	Upstream_CTCF	4
chr18	10762487	10762637	id-45163	1	+	NA	NONE	4
chr18	10784712	10784862	id-45164	6.82e-05	+	TGTTTCTTCCAGTGGCTCACCTGTAGATGGTGTTG	V_CTCF_BR	13
chr18	10787422	10787572	id-45165	3.88e-06	+	GTTCCTGCAAGCTATCTGGCCCATAGGGGGCGCTC	V_CTCF_BR	40
chr18	10851858	10852008	id-45166	8.79e-07	+	TTGTATTTTCTACCCTCAGCCGCTAGATGGCATAA	UpstreamP1_CTCF	40
chr18	10927004	10927154	id-45167	4.5e-05	-	GTGCAGCTCGCCCCCTCCTCCCGCGTGTGACCCAG	UpstreamP1_CTCF	9
chr18	10943120	10943270	id-45168	2.78e-06	-	TGGCCCTCTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	9
chr18	10965184	10965334	id-45169	1	+	NA	NONE	12
chr18	11021742	11021892	id-45170	1.92e-06	+	CTGCAGTTCCATTCTTCTCCATCTTGATGGCAGAG	UpstreamP1_CTCF	3
chr18	11025839	11025989	id-45171	1	+	NA	NONE	3
chr18	11040935	11041085	id-45172	3.36e-07	-	CAGAGAAAGGGTTCTGCTTCCACCAGAGGGAGCTG	V_CTCF_BR	40
chr18	11111429	11111579	id-45173	9.25e-06	-	CAGATTTGGAGGGCCCTGGCCACTGGGTGGTGCAT	V_CTCF_BR	3
chr18	11154507	11154657	id-45174	1.24e-05	-	TTTTTCAATATACTTCTAGCCAAAAGGTGGCACTG	V_CTCF_BR	38
chr18	11163735	11163885	id-45175	2.81e-08	-	TCTGCACCCTGCAGCGCGGCCAGCAGGGAGCGCAC	Upstream_CTCF	28
chr18	11269095	11269245	id-45176	1	+	NA	NONE	5
chr18	11308784	11308934	id-45177	1	+	NA	NONE	6
chr18	11309336	11309486	id-45178	2.97e-06	-	GCAGAGAAACTGGCAGAAACCAGCAGATGGCAACA	V_CTCF_BR	31
chr18	11310608	11310758	id-45179	3.06e-08	+	AGGGGCTGGCAGAACATGGCCACCAGAGGTCAGCA	V_CTCF_BR	40
chr18	11322807	11322957	id-45180	3.63e-05	+	CAAACACTACGAGCCAGGGCCTGAAGGGGCTGCAA	V_CTCF_BR	11
chr18	11323314	11323464	id-45181	1	+	NA	NONE	15
chr18	11379772	11379922	id-45182	1.83e-05	+	CTCGCGCTAACTGAGGCGAACCCTGGAGGGCGCTG	V_CTCF_BR	8
chr18	11387987	11388137	id-45183	1.21e-06	-	TCAGCAGTTCCTTTCTGTCCCGCTTGGTGGCTGTT	Upstream_CTCF	38
chr18	11398795	11398945	id-45184	8.9e-05	-	ATGTGATGAGGCGGAGGTGGCAGTAGAGAGCAACT	UpstreamP1_CTCF	36
chr18	11468479	11468629	id-45185	1.37e-05	+	ACAGTAATGCACGATGATACCATGCGGGGGCAGTG	Upstream_CTCF	12
chr18	11488164	11488314	id-45186	4.17e-05	+	TTTGGACAAACTGTGGTGGCCACCAGGGGTGTATG	Upstream_CTCF	13
chr18	11512761	11512911	id-45187	3.28e-05	-	ATACCTGCACACTCCATTTCCACATGGTGGCAGCT	V_CTCF_BR	35
chr18	11519199	11519349	id-45188	1.82e-07	-	AATTGGCTGCCATAAATTGCCACTAGAGGGCACGC	V_CTCF_BR	40
chr18	11533492	11533642	id-45189	3.4e-06	+	TCCTCTCCCCAGACTCCAGACTCTAGAGGGCGACC	V_CTCF_BR	4
chr18	11549287	11549437	id-45190	2.44e-07	-	TGTGCACTACCTACTCCAGCCACCCGGTGTCAAAT	Upstream_CTCF	17
chr18	11553446	11553596	id-45191	9.78e-09	-	TGTGCAGTACCACATGTCTCCTGTAGATGGCTCTA	Upstream_CTCF	40
chr18	11570899	11571049	id-45192	1	+	NA	NONE	34
chr18	11577667	11577817	id-45193	5.3e-05	-	CAGCAGCTCCCCCGGCTGTCTGGCTGATGCCCTTG	UpstreamP1_CTCF	0
chr18	11592062	11592212	id-45194	3.63e-06	-	AGAGTTCATCAGAGACTTGCCAGGTGAGGGAGCCC	V_CTCF_BR	8
chr18	11655415	11655565	id-45195	3.67e-09	+	TCTGGGGTTCGGAACGAGGCCAGCAGGGGGCGGTC	Upstream_CTCF	40
chr18	11728367	11728517	id-45196	4.68e-07	-	AGCAAGTGTAAAAATGCAGCCAGAAGAGGGCAGAA	V_CTCF_BR	37
chr18	11733061	11733211	id-45197	8.58e-08	+	CGGGTTGTTTCTCGAACGGCCGCCTGGTGGCGCTG	Upstream_CTCF	40
chr18	11741646	11741796	id-45198	3.12e-08	-	CTGCAATTATACTTTTACACCAGCAGGTGACAACA	UpstreamP1_CTCF	40
chr18	11753438	11753588	id-45199	8.21e-05	-	GCACTGACCTAGACTGGTTTCACTAGAGGTCAGTA	V_CTCF_BR	2
chr18	11761679	11761829	id-45200	2.58e-07	-	GGTGCATTTCACCTTTCTACCACTAGACAGCACGA	Upstream_CTCF	36
chr18	11772863	11773013	id-45201	2.19e-05	-	TCCGCAGGGAGGATACCTACCACTCGATGGCAATG	Upstream_CTCF	0
chr18	11821787	11821937	id-45202	1	+	NA	NONE	0
chr18	11826947	11827097	id-45203	2.74e-08	+	TCTGGGAGAGAGGGAGTGCCCAGCAGAGGGCACAG	V_CTCF_BR	11
chr18	11840621	11840771	id-45204	4.17e-05	-	ACAGCATTCCCGAATACGTCCACCAGGTCTCCTGT	Upstream_CTCF	6
chr18	11849767	11849917	id-45205	9.62e-05	-	CTGCACACAGCAGCCACTGAATCCAGATGGCGTTG	UpstreamP1_CTCF	15
chr18	11859572	11859722	id-45206	1	+	NA	NONE	2
chr18	11860247	11860397	id-45207	1	+	NA	NONE	37
chr18	11872606	11872756	id-45208	6.8e-06	-	ATGTCACACCCAGCCAAAGGCACTAGAGGGAGAGC	UpstreamP1_CTCF	40
chr18	11937993	11938143	id-45209	1.48e-06	+	AAAATGATTAGCAATGTCCCCAGCAGATGGCGCAA	V_CTCF_BR	40
chr18	11952321	11952471	id-45210	1	+	NA	NONE	8
chr18	11964027	11964177	id-45211	2.86e-06	-	CTGAGGTGTCAGCATCCTCCCAGCAGGAGGTGCAT	UpstreamP1_CTCF	39
chr18	11970441	11970591	id-45212	5.7e-05	+	TCTGCAGTTGCCAAAATGACCTGGAAAAGAAAGTG	Upstream_CTCF	8
chr18	11980530	11980680	id-45213	1	+	NA	NONE	28
chr18	11995518	11995668	id-45214	1.34e-06	-	CATGCGTCTCCCCAGCAGAGCACTTGGTGGCGCCC	Upstream_CTCF	40
chr18	11999477	11999627	id-45215	4.24e-07	-	GCAGCTGAACAGGCATAGGCCACCAGGGGACATCA	Upstream_CTCF	15
chr18	12010264	12010414	id-45216	3.36e-05	-	CTACACCTTGGGCTCCGGGCCACTGTGGGGCAGCA	UpstreamP1_CTCF	10
chr18	12039053	12039203	id-45217	3.95e-10	-	GCGCAGTTCTTCCGCTCGGACAGCAGGGGGCGCGC	UpstreamP1_CTCF	40
chr18	12046507	12046657	id-45218	8.16e-07	+	CCTCACCTTATCATGCTGGCCACTGGGTGGCAGGG	V_CTCF_BR	7
chr18	12047021	12047171	id-45219	8.79e-07	-	AGGCACTATCAGGGGCTGCCCTGCTGGTGGCAGCA	UpstreamP1_CTCF	20
chr18	12048333	12048483	id-45220	4.23e-08	-	CTGGGGGCTGCGGGGCTGGCCGCTTGAGGGCGCTA	V_CTCF_BR	0
chr18	12057649	12057799	id-45221	1.83e-05	-	GCTGGGCCACCATGCCTGACCTGAAGATGCAGGAG	V_CTCF_BR	8
chr18	12060304	12060454	id-45222	1	+	NA	NONE	0
chr18	12068484	12068634	id-45223	5.17e-06	+	CGGGCACCGCGGGCATCGTCCGCGCGGGGGAGCTC	Upstream_CTCF	11
chr18	12074858	12075008	id-45224	1	+	NA	NONE	30
chr18	12086787	12086937	id-45225	3.42e-08	-	TGGCAGGGCGAGGTCATTGCCGGCAGAGGGCAGAA	V_CTCF_BR	4
chr18	12091845	12091995	id-45226	1	+	NA	NONE	2
chr18	12092837	12092987	id-45227	2.23e-06	+	TCTCTGTTCTCGTCCTGCTCCAGCAGGTGGCATTG	UpstreamP1_CTCF	25
chr18	12093531	12093681	id-45228	6.84e-06	+	AATCACAGGCGTGAGCCAGCCAGCAGGCGGCGCTC	V_CTCF_BR	5
chr18	12121297	12121447	id-45229	2.64e-08	-	CCTGCTGTTCACAAAGTGCCCAGAAGAGGGTCCAA	Upstream_CTCF	39
chr18	12237308	12237458	id-45230	2.14e-11	-	GAGCGGTGTGCGCCCGCGGCCACCAGGGGGCAGGC	V_CTCF_BR	40
chr18	12247047	12247197	id-45231	3.28e-05	-	AGGACGCTGTGAGCAATGGGGTGGAGGGGGCGCTC	V_CTCF_BR	36
chr18	12271752	12271902	id-45232	1.21e-06	+	ACGCTGGAGCAGGAAGCCGCCAGCAGGTGTCTCGC	UpstreamP1_CTCF	40
chr18	12272025	12272175	id-45233	1.67e-07	-	GGCCGTTTTCTCTCAGCGGCCTCTTGGGGGCGCCA	V_CTCF_BR	40
chr18	12278242	12278392	id-45234	1.29e-05	+	CTGCAGATTCTGCCTGCAGCCAGGTGGGGCACCGC	UpstreamP1_CTCF	38
chr18	12279221	12279371	id-45235	1	+	NA	NONE	25
chr18	12283280	12283430	id-45236	1.24e-05	+	AATTCTGCCCGCAGACAGCCCTGCGGGTGGCGCTG	V_CTCF_BR	39
chr18	12287777	12287927	id-45237	5.34e-06	-	GCTCGGCAGGGCGCCCCCGCCTGCAGCTGCAGCGG	V_CTCF_BR	26
chr18	12307500	12307650	id-45238	1	+	NA	NONE	29
chr18	12307891	12308041	id-45239	4.41e-06	-	CGCTGCCCCTTGTGGTGCCCCGCCAGAGGGAGACG	V_CTCF_BR	22
chr18	12328012	12328162	id-45240	1.15e-07	+	TGCCTGCAGGTGCAAAGGTCCAGCAGGGGGCGCCT	V_CTCF_BR	40
chr18	12377642	12377792	id-45241	1.64e-05	+	AGTAGCGAAGGCCCCAGCGGCGGCAGATGGAAGGA	V_CTCF_BR	34
chr18	12391768	12391918	id-45242	1.48e-05	+	TTGTGCTGCATACGGTTCCCCACTAGGCGTCAGGA	UpstreamP1_CTCF	40
chr18	12394539	12394689	id-45243	7.07e-08	+	ATGAGGCCTGGAGGGCATGCCAGCAGAGGGAGCCC	V_CTCF_BR	40
chr18	12396502	12396652	id-45244	3.6e-07	+	CCTGGTGTCCTTCCGCCAGCCAACAGGTGGCCACC	Upstream_CTCF	12
chr18	12420012	12420162	id-45245	1.35e-05	+	CTGCATTCCTGCCTGCTGGGCGACAGAGTGAGACC	UpstreamP1_CTCF	24
chr18	12420353	12420503	id-45246	9.26e-05	+	GTGCTACAGCGCCGCGTGGACGGCCGCGGCCGCCT	UpstreamP1_CTCF	19
chr18	12421334	12421484	id-45247	1	+	NA	NONE	3
chr18	12421831	12421981	id-45248	3.45e-05	-	TTGTCAGGACAGTGGTTATCCTGTGGGGGGTGCCC	V_CTCF_BR	9
chr18	12423058	12423208	id-45249	3.22e-05	+	CAGGACTTCTCCATACACACTGGCAGTGGGCGCCC	UpstreamP1_CTCF	28
chr18	12478801	12478951	id-45250	1.7e-05	+	TCTTCCCTCTCCACAAGGGGCAGTAGGTGGATGAT	Upstream_CTCF	26
chr18	12531821	12531971	id-45251	6.82e-05	-	CACCATATTCCAGAGCCATACTGCAGGGGTAGCTG	V_CTCF_BR	28
chr18	12539959	12540109	id-45252	2.43e-06	+	AATAATGTGGAAAGAGTGGTCAGTAGGTGGCACCA	V_CTCF_BR	36
chr18	12552276	12552426	id-45253	7.46e-06	+	TTGCACTATCCCTCTCCCAACGCCAGGCAGCACAG	UpstreamP1_CTCF	11
chr18	12604571	12604721	id-45254	2.96e-05	+	TTCAAATATCTCTGCATGACCACTAGGTGCAAGAC	V_CTCF_BR	33
chr18	12640742	12640892	id-45255	1	+	NA	NONE	28
chr18	12640971	12641121	id-45256	1.93e-05	+	CTACACGCGGGCGGCCAGGCAGGGAGATGGCAGTA	V_CTCF_BR	8
chr18	12658208	12658358	id-45257	1	+	NA	NONE	14
chr18	12658708	12658858	id-45258	1	+	NA	NONE	18
chr18	12659964	12660114	id-45259	8.53e-09	-	GCAGCAGTATCCCATAAGGCCAGGAGGTGGTAGTG	Upstream_CTCF	40
chr18	12686212	12686362	id-45260	1.73e-06	+	TTGTTTCTACAGAGAAAGGCCAGCAGAGTGCACCA	UpstreamP1_CTCF	35
chr18	12702323	12702473	id-45261	1.24e-05	+	ATCCTCGCTACAGTCCCGGCAAGCAGATGCCGCTG	V_CTCF_BR	11
chr18	12727173	12727323	id-45262	2.55e-09	+	CGTGCAATTCTGAAGACAGACACCAGAGGGAGCAA	Upstream_CTCF	40
chr18	12744252	12744402	id-45263	3.63e-06	+	CAGCTTCCTATTAAACCTTCCAGTAGAGGGAACTG	V_CTCF_BR	40
chr18	12765291	12765441	id-45264	7.31e-05	+	GAGTAGAGGCCATGTGAGGACACAGGGAGGAGACA	UpstreamP1_CTCF	4
chr18	12767141	12767291	id-45265	2.06e-07	-	GCAGCACTGGGCCGAGTGTCCTGCAGGAGGAGCTG	Upstream_CTCF	20
chr18	12841114	12841264	id-45266	1.21e-06	+	TCAGCAGGAAGGGGAAATTCCAGCAGAGGGCACAT	Upstream_CTCF	8
chr18	12883601	12883751	id-45267	1	+	NA	NONE	1
chr18	12886667	12886817	id-45268	3.79e-08	+	CTGTCCTGCCATGTGAAGGCCCCTAGGTGGCACCA	UpstreamP1_CTCF	40
chr18	12890605	12890755	id-45269	7.73e-05	+	GACACAGTGTTAAGCTTTGTCAGTAGGGGGAGTGG	Upstream_CTCF	38
chr18	12893913	12894063	id-45270	5.13e-05	-	TGAAATCTTTATTAAGGCAGCAGCAGGGGGAGACA	V_CTCF_BR	40
chr18	12934585	12934735	id-45271	1.83e-05	-	CATTCCTGTGAGACAGGAGCCAGCAGGCGGCACTA	V_CTCF_BR	40
chr18	12946938	12947088	id-45272	1	+	NA	NONE	27
chr18	12973814	12973964	id-45273	1	+	NA	NONE	0
chr18	12991474	12991624	id-45274	9.51e-07	+	CGGGACAGTGACGGTTGGGCCGGGTGGGGGCGCAG	V_CTCF_BR	27
chr18	13003548	13003698	id-45275	1	+	NA	NONE	39
chr18	13103501	13103651	id-45276	2.37e-05	-	GCAGTCATGACTGACCTTGACATAAGGTGGCGCTA	Upstream_CTCF	39
chr18	13113148	13113298	id-45277	3.97e-07	+	TTGTCCTGGTACTGCTTGGCCAGCAGAGGGTTCCA	V_CTCF_BR	39
chr18	13139878	13140028	id-45278	4.14e-06	+	ACACCAGCCTGCTCCGGGGCCAGCAGGTGGCCCTC	V_CTCF_BR	16
chr18	13159608	13159758	id-45279	6.47e-09	-	CCTGCAATACTTCGTACAGACACCAGAGGGAGTAA	Upstream_CTCF	40
chr18	13187110	13187260	id-45280	1.55e-07	-	ACAGTAATTCCACAGTCAGCCTCCAGGAGCCAGGC	Upstream_CTCF	10
chr18	13216190	13216340	id-45281	1	+	NA	NONE	39
chr18	13217273	13217423	id-45282	3e-08	+	CTTGGAGTTCCCCGTGCGGCCGGCGGTGGGCGCGC	Upstream_CTCF	31
chr18	13226895	13227045	id-45283	1	+	NA	NONE	3
chr18	13277183	13277333	id-45284	1.26e-05	+	ACTGCAGCACACAAGCCAGACAGATGGTGGCTTAG	Upstream_CTCF	1
chr18	13303067	13303217	id-45285	1.9e-06	-	GCTGCTGTCCAGCATGTGCCCTGCAGGGGTGCACT	Upstream_CTCF	2
chr18	13327323	13327473	id-45286	7.49e-05	-	TATCCAACTTTTCACCTTTCCACGTGGTGGTGCTG	V_CTCF_BR	1
chr18	13362458	13362608	id-45287	4.88e-06	+	CAGCAGGGCAGCCATGCGGCCTTCAGATTGCAGTC	UpstreamP1_CTCF	2
chr18	13375659	13375809	id-45288	1.56e-05	-	GGTGCTGTTCCCTGACTGTACAGAGGGAAGGGAGG	Upstream_CTCF	19
chr18	13410156	13410306	id-45289	1	+	NA	NONE	0
chr18	13440377	13440527	id-45290	7.12e-06	-	AAGTTCTAGTCATATCTGAACAGTAGGGGGCCAAG	UpstreamP1_CTCF	15
chr18	13484914	13485064	id-45291	1.54e-05	-	GTGTCGTGATAGAGCTCATCCACTGGGTGACGTGC	UpstreamP1_CTCF	2
chr18	13492386	13492536	id-45292	4.5e-06	-	GCTGCTACTCCCCAGCTGGACTGCAGGAAGAGTGA	Upstream_CTCF	1
chr18	13525849	13525999	id-45293	8.59e-05	-	AGAGAAACCTCACATAGACACACAGGAGGGCGCAA	V_CTCF_BR	3
chr18	13530964	13531114	id-45294	2.74e-08	-	CAGCCAGCAAGCGGACCAGCCTGCAGGTGGCACAG	V_CTCF_BR	38
chr18	13548206	13548356	id-45295	1.48e-06	+	CCGTAAGTTCTCACTCTGGCCAGAAGGTGGGGTTA	Upstream_CTCF	12
chr18	13558174	13558324	id-45296	3.12e-08	+	CTGCATTCCTCCATAGTTCCCAGTAGGTGTCACTC	UpstreamP1_CTCF	40
chr18	13627168	13627318	id-45297	5.01e-06	+	CCATTGCACTCCAGCCTGGCCGACAGAGGGAGACG	V_CTCF_BR	0
chr18	13630278	13630428	id-45298	1.23e-05	-	TATCACTACCGTCCTTTCCACTCTAGATGGCAGTC	UpstreamP1_CTCF	40
chr18	13680725	13680875	id-45299	2.5e-05	-	CAGTGATTTCCCATTTCTGCCACTAGTCGGCCGAG	UpstreamP1_CTCF	40
chr18	13726457	13726607	id-45300	5.12e-06	-	CAGAAGCTTCACTGAGCGGGCACTGGAGGTCGCGA	UpstreamP1_CTCF	20
chr18	13746695	13746845	id-45301	1	+	NA	NONE	18
chr18	13796657	13796807	id-45302	1.82e-07	+	CCCCCGGGGTCCTCCAGGGCCGGTAGAGGGTGCTG	V_CTCF_BR	5
chr18	13801084	13801234	id-45303	1.03e-06	+	GAGCGCTAGCGCCCCCGGGCCCGCAGGTGTCGGGA	UpstreamP1_CTCF	40
chr18	13812112	13812262	id-45304	4.94e-06	+	GAATTAATTCTCCCCTAAGCCACGAGGGGGCCAGT	Upstream_CTCF	38
chr18	13813379	13813529	id-45305	1.74e-07	+	GAGGTAGTGCCATCTATGATCAGGAGAGGGCAGCA	Upstream_CTCF	40
chr18	13823989	13824139	id-45306	5.52e-10	+	GCCGCTGTGCCGTGCTGGGCCACTAGGTGGCAGCG	Upstream_CTCF	40
chr18	13832233	13832383	id-45307	1.59e-06	+	ATGGTCAAACTCTTTTTTGCCAGCAGGTGGTGGTA	V_CTCF_BR	20
chr18	13874676	13874826	id-45308	1.83e-05	+	AATAACTTATGGCACATCTCCACGAGAGGGTAGTA	V_CTCF_BR	1
chr18	13895778	13895928	id-45309	7.17e-05	+	GGAGCCATCCGCAACAGCAACACCATGAGGCAGCG	Upstream_CTCF	1
chr18	13909630	13909780	id-45310	1	+	NA	NONE	7
chr18	13973169	13973319	id-45311	1.47e-05	+	ACTCACGGATTGTTGGCAGCCACTGGGAGGCAGGA	V_CTCF_BR	6
chr18	13982251	13982401	id-45312	2.59e-06	-	AAGCTGTTTGTAATTCCCACCACCAGAGGGTCTCA	UpstreamP1_CTCF	7
chr18	14044025	14044175	id-45313	1.77e-05	-	TATGTTGTTTGAGAACAGATCACTGGGTGGCTCCA	Upstream_CTCF	1
chr18	14074307	14074457	id-45314	1.15e-08	+	CTGCACTGCACCCTGATGGCCAGCAGGGAGTGATG	UpstreamP1_CTCF	34
chr18	14075322	14075472	id-45315	5.86e-07	+	CTTGTAGTTTCAGGTCTGCCCAGCAGGAGTACATG	Upstream_CTCF	21
chr18	14086704	14086854	id-45316	1.54e-05	-	GGTCACTGCTGCTTTTTTAGCATTAGAGGGCGCTC	UpstreamP1_CTCF	39
chr18	14127834	14127984	id-45317	1.7e-05	-	GATGTTATACACAAGGTGCCCACCAGGCTTCACTT	Upstream_CTCF	25
chr18	14178862	14179012	id-45318	2.47e-05	-	AACGCTGTGCGCTCGCTGCGCTCCAGGAGCAGGAG	Upstream_CTCF	25
chr18	14395646	14395796	id-45319	7.23e-07	-	TAAGCAATTTCGTCATTACACACCAGAGGTCAGTA	Upstream_CTCF	15
chr18	14415913	14416063	id-45320	2.46e-08	-	GAGCCAGTGGGATCGTCGGCCAGGAGAGGGCGCCT	V_CTCF_BR	19
chr18	14458669	14458819	id-45321	5.01e-06	-	GCCGACTGCCTGATTTTGGCCACTAGGTGGAGTCT	V_CTCF_BR	29
chr18	14459929	14460079	id-45322	2.6e-07	+	CGCTCAGCTGCAGCTACCACCGCCAGGTGGCTCCC	V_CTCF_BR	4
chr18	14618902	14619052	id-45323	4.21e-05	+	TTCATCGCAAACAACACCGCCCCCTGATGGAAGTA	V_CTCF_BR	2
chr18	14868941	14869091	id-45324	8.64e-05	-	TCTAAAATTCCCTTTTCCCCCACTAGGGTGCCTGA	Upstream_CTCF	17
chr18	14922165	14922315	id-45325	5.3e-05	+	GGGCAGAACTCAGCCAACACCCACAGAGGGAGCAT	UpstreamP1_CTCF	3
chr18	14944306	14944456	id-45326	4.24e-09	+	TCTGCTCTTCCCTCGCTCGCCACCTGGGGGTACTG	Upstream_CTCF	3
chr18	14976855	14977005	id-45327	4.23e-08	-	CTCACAGGCAGGGTTGCAACCACCAGGGGGAGGAG	V_CTCF_BR	19
chr18	14979084	14979234	id-45328	3.09e-07	+	CCCAGCTCAGGCAAGCAGCCCACAAGGGGGCGCTC	V_CTCF_BR	33
chr18	14992166	14992316	id-45329	2.83e-07	-	CAGACACCTTTCATCCCCAACAGCAGAGGGCGCTG	V_CTCF_BR	8
chr18	15000331	15000481	id-45330	1.22e-08	-	CCCGTCCTTCAAGCTGCGGACACCAGAGGGCGCAG	V_CTCF_BR	12
chr18	15001890	15002040	id-45331	5.9e-06	-	CAGCTCCACCGTGCAGCCCCCACTGGGTGCGGCCC	UpstreamP1_CTCF	6
chr18	15315425	15315575	id-45332	3.71e-05	+	TCTTCCCTATCCTTTATCCCCACCTGCTGGAGGCT	Upstream_CTCF	11
chr18	18511968	18512118	id-45333	1	+	NA	NONE	0
chr18	18512215	18512365	id-45334	1	+	NA	NONE	0
chr18	18512695	18512845	id-45335	1	+	NA	NONE	0
chr18	18512954	18513104	id-45336	1	+	NA	NONE	0
chr18	18513233	18513383	id-45337	1	+	NA	NONE	0
chr18	18513479	18513629	id-45338	1	+	NA	NONE	0
chr18	18514107	18514257	id-45339	1	+	NA	NONE	0
chr18	18514927	18515077	id-45340	1	+	NA	NONE	0
chr18	18515762	18515912	id-45341	1	+	NA	NONE	0
chr18	18516098	18516248	id-45342	1	+	NA	NONE	0
chr18	18516509	18516659	id-45343	1	+	NA	NONE	0
chr18	18516975	18517125	id-45344	1	+	NA	NONE	0
chr18	18517551	18517701	id-45345	1	+	NA	NONE	0
chr18	18518070	18518220	id-45346	1	+	NA	NONE	0
chr18	18518313	18518463	id-45347	1	+	NA	NONE	0
chr18	18518642	18518792	id-45348	1	+	NA	NONE	0
chr18	18518887	18519037	id-45349	1	+	NA	NONE	0
chr18	18519118	18519268	id-45350	1	+	NA	NONE	0
chr18	18519819	18519969	id-45351	1	+	NA	NONE	0
chr18	18520232	18520382	id-45352	1	+	NA	NONE	0
chr18	18551170	18551320	id-45353	3.63e-05	+	TCAAATTTTCTGCCTGAAGCCTCAAGAGGGAGACA	V_CTCF_BR	21
chr18	18551932	18552082	id-45354	8.03e-07	+	GCTGCTGTATTAAGATCAGACAGTAGGGGGACAAT	Upstream_CTCF	40
chr18	18696209	18696359	id-45355	6.84e-06	-	GGCACCCTCAGAGCTTAGGCCTCCTGCTGGCACAG	V_CTCF_BR	17
chr18	18714969	18715119	id-45356	2.01e-05	-	CAACATTTCTGACCTCTACCCACTAGATGCCAGTC	UpstreamP1_CTCF	37
chr18	18759692	18759842	id-45357	4.31e-07	-	CCTATATGTGGCTATGCTACCACTAGATGGCAGTG	V_CTCF_BR	40
chr18	18772089	18772239	id-45358	3.8e-08	-	GTCCTTGAGTCAAAGCCAGCCAGCAGAGGGCTCCA	V_CTCF_BR	39
chr18	18775245	18775395	id-45359	3.4e-06	+	TTACAGATACTCCTAATGAACACTAGATGGCACTC	V_CTCF_BR	39
chr18	18822130	18822280	id-45360	3.28e-05	-	CTCCGAGGTGCTAGCGCCGCCGGCGGCTGGCGTCT	V_CTCF_BR	30
chr18	18838071	18838221	id-45361	1	+	NA	NONE	5
chr18	18896027	18896177	id-45362	1	+	NA	NONE	2
chr18	18969397	18969547	id-45363	1	+	NA	NONE	21
chr18	19024528	19024678	id-45364	4.14e-06	-	TGCAGCATCATGAGACTGGACACTAGGTGGTGCAA	V_CTCF_BR	40
chr18	19049269	19049419	id-45365	1	+	NA	NONE	8
chr18	19069203	19069353	id-45366	2.04e-05	+	CTCAGGTGATGAGGCTACAACACTAGGGGGTGCTA	V_CTCF_BR	40
chr18	19089149	19089299	id-45367	1.72e-06	-	ACTGCAGCGCAAGAAGTGTCCAGAAGAGCGCAGCT	Upstream_CTCF	25
chr18	19173961	19174111	id-45368	5.89e-08	+	CAGCAGCCCCGACCTCCATCCACTAGATGCCAGTA	UpstreamP1_CTCF	19
chr18	19180108	19180258	id-45369	4.88e-06	-	GGGCAGCGCCAGTGCTGGTCCCGCAGGTAGCTCCG	UpstreamP1_CTCF	31
chr18	19180916	19181066	id-45370	5.01e-09	-	CAGGAACGACAAGCGGCCGCCGCTAGGGGGCGCCG	V_CTCF_BR	35
chr18	19192108	19192258	id-45371	3.05e-07	+	GTCGCAAGGCAACCTCCAGCCGCCAGGGGCCGCAG	Upstream_CTCF	40
chr18	19212482	19212632	id-45372	1	+	NA	NONE	23
chr18	19252877	19253027	id-45373	1.69e-05	+	GTGTCACATTCCTGCCAGCGCTCCAGATGGCAGCC	UpstreamP1_CTCF	8
chr18	19284378	19284528	id-45374	9.84e-05	-	AGCAGCATTGCCAAGGTGAGCCGGGGGTGGCGCAG	V_CTCF_BR	27
chr18	19284830	19284980	id-45375	4.73e-07	+	AGCGCGGTTCCAAGACCGGCCACCGGGAGGGCGGG	Upstream_CTCF	37
chr18	19321778	19321928	id-45376	2.96e-05	+	GCGCGGGGGGAAGGGGCGAGCTGCGGTGGGCGTCG	V_CTCF_BR	24
chr18	19325287	19325437	id-45377	1.48e-05	-	CTGGAGATATTGTGGGTTGCCACAAGGAGGTGGGG	UpstreamP1_CTCF	16
chr18	19334001	19334151	id-45378	8.81e-07	+	TGGATCCCTGTTGGCTCTGCCAGTAGGAGGCACTA	V_CTCF_BR	37
chr18	19364629	19364779	id-45379	1.15e-07	+	CTGTCACGCCCAGACAGGGCCACTAGAGGGCTCGT	UpstreamP1_CTCF	40
chr18	19400354	19400504	id-45380	1.03e-06	+	CTTTAGCTTCTTAGGATCACCACTAGAGGGTGACC	UpstreamP1_CTCF	38
chr18	19431412	19431562	id-45381	2.81e-05	-	GACATTCATTATCCTTTAACCACTTGGGGTCACTA	V_CTCF_BR	35
chr18	19477811	19477961	id-45382	4.02e-07	+	GATGCACCAACCTCTTCTCCCACAAGGGGTCAGTA	Upstream_CTCF	40
chr18	19492423	19492573	id-45383	6.43e-06	+	GTGACCCTGGCTGCTGCAGCCTGTGGGGGTCACTG	V_CTCF_BR	27
chr18	19494804	19494954	id-45384	2.27e-05	+	TGGACATGCCTTATCTCCACCACTGGGGGTCAGGC	V_CTCF_BR	40
chr18	19508972	19509122	id-45385	1	+	NA	NONE	5
chr18	19536118	19536268	id-45386	8.62e-10	-	CCTAGACTGCCTAGACTGGCCACCAGGTGGCGCAC	V_CTCF_BR	40
chr18	19577687	19577837	id-45387	2.43e-06	+	GTGAGATGGCACTGACTCACCACTAGTGGTCGCTA	V_CTCF_BR	40
chr18	19632820	19632970	id-45388	5.68e-06	+	GCCAGCCAGTCTGGGCTTTTCACAAGGTGGCAGCA	V_CTCF_BR	3
chr18	19688747	19688897	id-45389	2.04e-05	+	CCTTAATAAAGTGAGCTCACCAACAGATGGTGCTG	V_CTCF_BR	34
chr18	19746734	19746884	id-45390	1	+	NA	NONE	5
chr18	19748397	19748547	id-45391	8.02e-05	-	TCTGTACAAACTGATACGGTCCCTAGCGGGCAAAA	Upstream_CTCF	26
chr18	19748940	19749090	id-45392	6.39e-05	+	TCTGGAGCGCCCCTCCCGCCGCGGCGGCGGCGCGG	Upstream_CTCF	10
chr18	19749424	19749574	id-45393	2e-06	+	GCTGCAGTTTTCCGGCAGAGCAGTAAGAGGCGCCT	Upstream_CTCF	38
chr18	19754883	19755033	id-45394	1	+	NA	NONE	13
chr18	19765336	19765486	id-45395	5.13e-05	+	GAGTGGCTGGTGTGAGCTGCAGCCAGGGGGCATCT	V_CTCF_BR	18
chr18	19773536	19773686	id-45396	1	+	NA	NONE	3
chr18	19799734	19799884	id-45397	4.94e-06	-	GGTTCAAGACCAAAAAGCTCCACCTGGTGGTGTCA	Upstream_CTCF	29
chr18	19813325	19813475	id-45398	3.65e-07	-	CAGGGGTGTGCCTGCCCAGCCTCCAGGTGGTAGTG	V_CTCF_BR	2
chr18	19836265	19836415	id-45399	1	+	NA	NONE	6
chr18	19862208	19862358	id-45400	2.58e-05	+	CCTGAAGAATGCAGCTTGCCCAGCAGGGGAGTGTG	Upstream_CTCF	14
chr18	19863093	19863243	id-45401	1	+	NA	NONE	13
chr18	19889307	19889457	id-45402	9.51e-07	+	AATGGGCCTGTGAGCAGCTCCACCAGAGGGAAGAC	V_CTCF_BR	13
chr18	19904524	19904674	id-45403	7.46e-06	+	CTGGGATGAGGCCTAATGGCCTCTAGGAGGTGCAG	UpstreamP1_CTCF	31
chr18	19912692	19912842	id-45404	1.09e-07	+	TCTGTAGTTCCCCAAATGGACGATGGGAGGCAGGG	Upstream_CTCF	36
chr18	19929001	19929151	id-45405	1	+	NA	NONE	9
chr18	19943980	19944130	id-45406	1	+	NA	NONE	34
chr18	19958785	19958935	id-45407	9.81e-06	-	TGCAGCTGGAGCCATGGCACAACTAGATGGCACAC	V_CTCF_BR	40
chr18	19988152	19988302	id-45408	6.15e-05	+	GGTGTCATCCCCACATGGGCCTCAAGAGGAGCTGT	Upstream_CTCF	34
chr18	20008420	20008570	id-45409	5.92e-05	-	AAACGAACTTCCTCCGTGACCACTAGGGAGCTCCC	V_CTCF_BR	11
chr18	20012924	20013074	id-45410	8.56e-05	-	GAGCATGGATAGATTGTGTGCCCTGGGGGGCTGAT	UpstreamP1_CTCF	2
chr18	20021726	20021876	id-45411	4.01e-05	+	GAATCACCAATACCTGCTACCAATAGGGGGCCTGC	Upstream_CTCF	17
chr18	20116589	20116739	id-45412	2.66e-05	-	TGCTCGGCCTGCCACGCCTCCTGCTGGGGCCAGAA	V_CTCF_BR	2
chr18	20139424	20139574	id-45413	1.77e-05	+	GAGGTCCTCCCCGGCCGGGCCGCCTGGCGGCTCCA	Upstream_CTCF	35
chr18	20139995	20140145	id-45414	6.39e-05	+	GCTTTGAGTTCCAGTGGGGGCAGCAGGGAGTGGAA	Upstream_CTCF	26
chr18	20143196	20143346	id-45415	4.88e-05	-	AACTATTATCATAGATCATCCACTAGAGGGTGACA	V_CTCF_BR	40
chr18	20150586	20150736	id-45416	1	+	NA	NONE	12
chr18	20189727	20189877	id-45417	1	+	NA	NONE	15
chr18	20261937	20262087	id-45418	4.51e-05	+	CCAGCCTTCTTGCTTTGGCCCTCCAGGGGAAAACT	Upstream_CTCF	2
chr18	20284401	20284551	id-45419	6.98e-07	-	CTGGCTTTGTGCATATTTACCACAAGGTGGCAGTA	V_CTCF_BR	37
chr18	20285147	20285297	id-45420	3.28e-05	+	GCACAGTAGCATCGCCAGAACAGCTGGGGGTGCTG	V_CTCF_BR	5
chr18	20292325	20292475	id-45421	1.83e-05	-	TTTTGTTCACCATTCCTCCCTACCAGGGGGAGCCC	V_CTCF_BR	17
chr18	20379106	20379256	id-45422	3.86e-08	+	TGTGGATTACTACAAATGTCCACCAGAGGGAGACT	Upstream_CTCF	38
chr18	20393713	20393863	id-45423	4.14e-05	+	GAGTTTCTGCACATGTGATACACTAGGTGGTGCTA	UpstreamP1_CTCF	39
chr18	20426176	20426326	id-45424	4.43e-05	+	AATAATGTACGAGAGGAGAACACTAGGTGGTGCTA	V_CTCF_BR	37
chr18	20510169	20510319	id-45425	1.83e-05	+	GGGACATTAAAAACCTAGCCCTGAAGGTGGCAGCA	V_CTCF_BR	40
chr18	20563291	20563441	id-45426	2.28e-05	-	TTAACAGTTCTTTTGTTTTCCACTAGATGGTGATA	Upstream_CTCF	38
chr18	20579237	20579387	id-45427	6.05e-06	+	GATGGTGGCTGGAACTGAAACAGCAGAGGGCTGGG	V_CTCF_BR	7
chr18	20611576	20611726	id-45428	1.85e-05	+	ACAGTTTTCTGCTATCACACCAGCAGAGGCCAGAA	Upstream_CTCF	36
chr18	20633900	20634050	id-45429	5.26e-07	-	GCTGCTCTGCCTATAGAAAGCCCTAGGGGGAGACT	Upstream_CTCF	38
chr18	20657469	20657619	id-45430	2.81e-05	+	GGCATGTGTGTAAGTGAGAAAAGCAGGGGGCACCA	V_CTCF_BR	36
chr18	20675546	20675696	id-45431	3.5e-05	+	GTGGAGATTGCGCCACTGCACTCCAGAGGGGGCGA	UpstreamP1_CTCF	33
chr18	20685667	20685817	id-45432	1	+	NA	NONE	2
chr18	20686588	20686738	id-45433	5.98e-05	-	CAGCAGCCACGGCTGTGAGCCGCCAGGGACCCAGT	UpstreamP1_CTCF	16
chr18	20711791	20711941	id-45434	1.04e-07	+	CTACCATTAAACATCTTCACCAGCAGAGGGCGCAA	V_CTCF_BR	40
chr18	20716892	20717042	id-45435	1	+	NA	NONE	12
chr18	20734836	20734986	id-45436	1	+	NA	NONE	21
chr18	20787424	20787574	id-45437	3.8e-07	-	GGTGTAAGTTCTCTGATGGGAACTAGGGGGCGCTA	Upstream_CTCF	38
chr18	20791518	20791668	id-45438	1.08e-05	+	CCGTGGGTACCCAGTCACGCCCCCAAGGGGCAGGC	UpstreamP1_CTCF	3
chr18	20817082	20817232	id-45439	3.86e-05	-	GTTTGTGTTTGCCACAAGGCCACTGGGGGTCATCC	Upstream_CTCF	2
chr18	20817737	20817887	id-45440	5.55e-07	+	GCTGCCATCTCCTCTGCAGACACCAGAGGGGCCTG	Upstream_CTCF	30
chr18	20823227	20823377	id-45441	5.68e-06	-	AGCTACTGCCCAGGCCTGTGCGCCTGAGGGCGCCC	V_CTCF_BR	4
chr18	20911368	20911518	id-45442	1.73e-06	-	CTGCCCTCCTGTTTGTTGGCCACTGGGAGGAAAAA	UpstreamP1_CTCF	6
chr18	20917901	20918051	id-45443	4.43e-05	+	GGGATGGCGGTCATGTTACCCACAAGGAGGCGTTG	V_CTCF_BR	12
chr18	20938935	20939085	id-45444	2.66e-05	-	GCTTAAGCCGTGTAGTTCAGCACTAGATGGTGCAG	V_CTCF_BR	33
chr18	20947595	20947745	id-45445	2.58e-05	+	TCTGAACTGCAATTAATCACCTCTAGGTGTACTGT	Upstream_CTCF	1
chr18	20958908	20959058	id-45446	4.68e-07	-	GCTCTTGAGGGCTAACTTCCCAGCAGATGGCAGTA	V_CTCF_BR	40
chr18	20960238	20960388	id-45447	6.8e-06	-	CAAGTGGTGGCTAAGGGTGCCAGCAGGGGTGACAC	Upstream_CTCF	10
chr18	20991878	20992028	id-45448	2.53e-05	-	TTGGAAACTATTTTTTGGTCCACTAGGTGTCAGTG	V_CTCF_BR	39
chr18	21003282	21003432	id-45449	2.81e-05	+	CTCAACCAGGCAATCTTCCCCTCCAGGGGGCATTT	V_CTCF_BR	5
chr18	21078879	21079029	id-45450	2.38e-07	+	CTGAGGCAGCTCTTCTTGGCCTGTAGGTGGCGCCT	V_CTCF_BR	40
chr18	21082971	21083121	id-45451	1	+	NA	NONE	30
chr18	21085591	21085741	id-45452	1.15e-06	-	TATGCAATGCCACTCTACACCACCAGAGCGCTGCT	Upstream_CTCF	40
chr18	21096012	21096162	id-45453	7.42e-09	+	CGTAACGTCACCGCTCTGACCACTAGAGGGCACTC	V_CTCF_BR	40
chr18	21116307	21116457	id-45454	1	+	NA	NONE	2
chr18	21166943	21167093	id-45455	2.2e-09	-	GCTGCGCTGCGCAGCTGGGCCAGCAGGTGGCGAGG	Upstream_CTCF	40
chr18	21198989	21199139	id-45456	9.67e-08	+	AAGGCAGTATTAGGTGGCACCAGCAGAGGCCAGTG	Upstream_CTCF	24
chr18	21199530	21199680	id-45457	2.8e-05	+	GGCGCTGTCCCGTCCTGCGGGAAGAGGAGGCGGCG	Upstream_CTCF	14
chr18	21202310	21202460	id-45458	4.58e-08	+	TTGTTCTTTGTCACTCTCTCCACCAGAGGGCGGGC	UpstreamP1_CTCF	40
chr18	21209459	21209609	id-45459	4.1e-06	+	GCAGCCATAATTTGTTTGCACAGGAGGTGGCAGAG	Upstream_CTCF	11
chr18	21211816	21211966	id-45460	1	+	NA	NONE	8
chr18	21220104	21220254	id-45461	4.14e-06	+	GAGGAGAGAGTGCTGACAGCCACCAGGGGCTGGAA	V_CTCF_BR	27
chr18	21269330	21269480	id-45462	1	+	NA	NONE	36
chr18	21281647	21281797	id-45463	1	+	NA	NONE	2
chr18	21283153	21283303	id-45464	4.3e-06	-	GATGTCATCCATGAAGTAGACACCAGGTGGTGTGA	Upstream_CTCF	39
chr18	21358684	21358834	id-45465	1	+	NA	NONE	3
chr18	21359699	21359849	id-45466	1.26e-05	-	GAGGTCCTGTTATAACTGACCTCCAGGGGGCCTTT	Upstream_CTCF	28
chr18	21392625	21392775	id-45467	1.09e-06	-	TGAGCATCATTAGTATTGTCCAGAAGAGGGCAATA	Upstream_CTCF	37
chr18	21404327	21404477	id-45468	1	+	NA	NONE	22
chr18	21481053	21481203	id-45469	1.7e-05	+	TAAGGACCTGGCAGAAAACCCACCAGGGGGAGAAC	Upstream_CTCF	4
chr18	21498515	21498665	id-45470	2.46e-08	-	CACGCCAACTCTCCATCAACCAGCAGATGGCGCTG	V_CTCF_BR	40
chr18	21501866	21502016	id-45471	2.04e-05	-	CACATTCTTCCAGAGGCTCCCTGAAGGTGGCAACC	V_CTCF_BR	6
chr18	21536470	21536620	id-45472	1.84e-05	+	TTGCTGAATACAGTTCCAGCCACCAGAAAGCAGCA	UpstreamP1_CTCF	15
chr18	21543505	21543655	id-45473	5.68e-06	+	CATCATAAATTTTCAGTGACCTGGAGATGGAGCCC	V_CTCF_BR	15
chr18	21544601	21544751	id-45474	1.37e-05	+	CTGGTAGTGTGAGCAGGAAACGCAAGGGGGCAAGC	Upstream_CTCF	6
chr18	21582584	21582734	id-45475	3.81e-05	-	CAGTTTGGTTTTTTTCTCTCCTGCAGAGGGAGAGC	V_CTCF_BR	20
chr18	21589720	21589870	id-45476	1	+	NA	NONE	3
chr18	21594913	21595063	id-45477	1	+	NA	NONE	14
chr18	21596762	21596912	id-45478	1	+	NA	NONE	40
chr18	21603506	21603656	id-45479	1.38e-07	+	CTTGCAGGGCTCTGGGGTACCCCTAGGGGGTGGTG	Upstream_CTCF	33
chr18	21656369	21656519	id-45480	1.06e-05	-	GACGCTCTGCACTGTGGCTCCTACAGGGGCCGCTC	Upstream_CTCF	39
chr18	21691982	21692132	id-45481	5.68e-06	-	GGAAGGGTTCTCCCCACAGCCTCCAGAGGGCTTGA	V_CTCF_BR	22
chr18	21699062	21699212	id-45482	4.64e-09	-	ATGCAGACAACTACTTTGGCCACCAGGTGGCAGCA	UpstreamP1_CTCF	40
chr18	21756827	21756977	id-45483	5.51e-07	+	GTTTCCCCAACACTCTTAGACACCAGGGGGCGCTT	V_CTCF_BR	40
chr18	21808047	21808197	id-45484	9.66e-05	-	ACTGTCATCTGATGGAGCATCCCTAGGGGTCAGTG	Upstream_CTCF	4
chr18	21814461	21814611	id-45485	1	+	NA	NONE	4
chr18	21852099	21852249	id-45486	2.2e-06	-	GTTGCCAGGGCCGGTGTCTCCAGGAGAGGGCCGAG	Upstream_CTCF	33
chr18	21939788	21939938	id-45487	9.81e-06	+	TTCTGATTTTTACCAAAGAACACTAGGGGGCACTA	V_CTCF_BR	40
chr18	21977726	21977876	id-45488	6.46e-07	+	GCGCCGGGACCACGGCGGAGCGCGAGGTGGCGCCG	V_CTCF_BR	8
chr18	21982485	21982635	id-45489	1.19e-06	-	GCCCACCATTCTGGACCTCTCAGCAGGGGGCGCCA	V_CTCF_BR	33
chr18	21993237	21993387	id-45490	4.3e-06	-	ACTGCGGTGCCGGAATTCTCCACAAAGTGTCAGTG	Upstream_CTCF	36
chr18	22008788	22008938	id-45491	1	+	NA	NONE	24
chr18	22013903	22014053	id-45492	6.05e-06	+	TCATATTTTCCATATAATTCCAGCAGAGGGCAGCA	V_CTCF_BR	39
chr18	22027253	22027403	id-45493	1.92e-06	+	TGGTAGGGCCCTAAGAAATCCACCAGATGGCATAC	UpstreamP1_CTCF	30
chr18	22067733	22067883	id-45494	2.17e-08	+	TCAGCAGTCTCTGTGTTGTCCACCAGATGTCAGTA	Upstream_CTCF	40
chr18	22068973	22069123	id-45495	4.48e-07	-	GCTACAATACCAACTATAGCCAGTAGATGGTGCTT	Upstream_CTCF	39
chr18	22094439	22094589	id-45496	1.22e-07	+	TTTGTAATACTTCCTTTCACCACTAGGGGTTGTTG	Upstream_CTCF	40
chr18	22124137	22124287	id-45497	5.17e-06	+	CCAGGTGTAACTTAATTGACCACTGGATGTCACCA	Upstream_CTCF	39
chr18	22180144	22180294	id-45498	4.21e-05	+	CAAGGGTCTACCAGAGAGACCACATGATGTCGCTG	V_CTCF_BR	40
chr18	22211722	22211872	id-45499	1.31e-05	+	TGTACCCAGTAGGTTCGCTGCTGTAGAGGGCGCCA	V_CTCF_BR	6
chr18	22252649	22252799	id-45500	2.4e-05	-	TATCCACACAGTCACAGCTACACTAGAGGGCACTT	V_CTCF_BR	16
chr18	22306773	22306923	id-45501	7.55e-07	-	AGGGAGTTTTTTTAGGTGGACACGAGGTGGCGCTG	V_CTCF_BR	40
chr18	22307808	22307958	id-45502	4.41e-06	-	GTCTGCAGGTGGCCTCACTCCTGTAGGGGGCAGGG	V_CTCF_BR	13
chr18	22314171	22314321	id-45503	1.24e-05	-	CTTAGATCAACCAGACTGGCCACAGGATGTCACTG	V_CTCF_BR	32
chr18	22375211	22375361	id-45504	2.96e-05	+	TGTTATTCCTTAGAAGTAGCCTCAAGGGGGAGTAG	V_CTCF_BR	13
chr18	22379270	22379420	id-45505	1.56e-05	+	CCTTATATTTGCATCCTGTCCATCAGAGGGCACAG	Upstream_CTCF	16
chr18	22407549	22407699	id-45506	5.08e-05	+	CTTCACTAACAAACCCAAACCAAGTGGGGGAGACA	UpstreamP1_CTCF	4
chr18	22458377	22458527	id-45507	2.27e-06	+	AACAACTCTATGGAAGGGACCAGCAGATGTCACTG	V_CTCF_BR	39
chr18	22527608	22527758	id-45508	8.21e-05	+	CTTTGGATGTGAAGATTGCACAGCAGGAGGCAACA	V_CTCF_BR	2
chr18	22569838	22569988	id-45509	1.5e-05	+	GGATTGGTTCTTTCCAGAGCCCCTAGGGGGAGAAC	Upstream_CTCF	14
chr18	22642781	22642931	id-45510	5.74e-05	-	GGGCACCCATGAGCACTATTCATCAGAGGGCAGAA	UpstreamP1_CTCF	21
chr18	22679869	22680019	id-45511	7.44e-05	+	GAGTCAATATTAATTCCACACAGTGGGGGGCCCGC	Upstream_CTCF	14
chr18	22701532	22701682	id-45512	6.15e-05	-	GTTGTTCCTTCACTGTCCCCCTCCAGTGGTGGGGA	Upstream_CTCF	17
chr18	22721291	22721441	id-45513	1	+	NA	NONE	10
chr18	22745352	22745502	id-45514	7.17e-05	+	GCAGCAATCCCACCGTCCCCCGGTAGACTGTCAAA	Upstream_CTCF	14
chr18	22756589	22756739	id-45515	3.16e-05	-	GCTGCGATCCCTCGGAGCCCCTGTAGGCTTCGCTG	Upstream_CTCF	3
chr18	22803292	22803442	id-45516	1	+	NA	NONE	7
chr18	22815771	22815921	id-45517	1	+	NA	NONE	8
chr18	22818655	22818805	id-45518	1	+	NA	NONE	0
chr18	22836524	22836674	id-45519	1	+	NA	NONE	2
chr18	22890254	22890404	id-45520	7.27e-06	+	TGTCTACATTTTTAATTAGTCACCAGGGGGAGCTA	V_CTCF_BR	25
chr18	22914650	22914800	id-45521	8.02e-05	+	GCCGCAATACTGAGTGCCACCCCTAGAGACTTTGC	Upstream_CTCF	28
chr18	22930642	22930792	id-45522	2.4e-05	-	CGCTCCCCTCCCCGCTGAGCCCCTAGGTGGAGTGA	V_CTCF_BR	11
chr18	22932447	22932597	id-45523	1	+	NA	NONE	32
chr18	23142064	23142214	id-45524	7.27e-06	+	ATCTGTGAACCGAGAGTGGCCACTAGGGGTCATGG	V_CTCF_BR	35
chr18	23172896	23173046	id-45525	1	+	NA	NONE	13
chr18	23194236	23194386	id-45526	7.6e-05	-	GTATATTAACTCTTTCCTGCCACTAGGGGACCATC	UpstreamP1_CTCF	14
chr18	23249857	23250007	id-45527	1	+	NA	NONE	22
chr18	23252577	23252727	id-45528	6.21e-06	+	CAGGGTATTTCACCTCCCTCCCCTGGGTGGCGCAC	Upstream_CTCF	27
chr18	23306273	23306423	id-45529	3.22e-05	+	CTGCCGCGCACATGCATATGCATGAGGTGGAGCTC	UpstreamP1_CTCF	5
chr18	23385982	23386132	id-45530	5.63e-06	-	CTGCAGTGAGCTGATTGCACCACTGCACGTCAGCC	UpstreamP1_CTCF	6
chr18	23412104	23412254	id-45531	1.84e-06	-	TGGGGAGGCAGTTCTGCTGCCACATGGGGGCGCAT	V_CTCF_BR	40
chr18	23476278	23476428	id-45532	1.03e-06	+	CCCCGTGTAGGTAGCATGACCCCTAGTGGGCACCA	V_CTCF_BR	38
chr18	23477594	23477744	id-45533	1	+	NA	NONE	3
chr18	23496013	23496163	id-45534	2.93e-07	-	CTGCATTTTAATATGGCTACCACTAGGTGCCCCGA	UpstreamP1_CTCF	32
chr18	23501648	23501798	id-45535	3.86e-08	+	TCTGCATTTACTGCCCCATCCACCAGAGGGAGTCT	Upstream_CTCF	40
chr18	23554617	23554767	id-45536	1	+	NA	NONE	5
chr18	23556750	23556900	id-45537	8.58e-06	-	CAGTCCTCTTCAGGTTCAGCCACTAGGGGACCCTG	UpstreamP1_CTCF	15
chr18	23631944	23632094	id-45538	1	+	NA	NONE	2
chr18	23683653	23683803	id-45539	1.15e-06	+	GTCGCAGGCCAAGTCTTCACCTGCAGAGGGCGTAA	Upstream_CTCF	28
chr18	23706122	23706272	id-45540	1	+	NA	NONE	9
chr18	23739439	23739589	id-45541	4.3e-06	-	GATGTAATGATAAATGCAAACAGAAGATGGCAGGC	Upstream_CTCF	21
chr18	23765354	23765504	id-45542	7.11e-06	+	AGGTTGATTCCTCTCATGACCACCAGAGGCAATCA	Upstream_CTCF	32
chr18	23834877	23835027	id-45543	9.4e-06	-	ACTCAGTAACATGGACTTGCCCCTAGAGGCAGCTG	UpstreamP1_CTCF	21
chr18	23887266	23887416	id-45544	9.88e-07	+	GAAGCTGTATTGTGCTTAAACACCAGAGGGTGCCA	Upstream_CTCF	39
chr18	23917188	23917338	id-45545	4.88e-05	-	AACACTCAAGTTATTAAGAACTCTAGGGGGCAGGA	V_CTCF_BR	18
chr18	23963770	23963920	id-45546	2.58e-09	+	CAGAAGTTCTGCTTGTTGACCAGCAGAGGGCAGTG	UpstreamP1_CTCF	40
chr18	23966054	23966204	id-45547	7.44e-05	-	AAGGTCATTCCAACAGGATGCAGCAGAGAGCCTGA	Upstream_CTCF	13
chr18	23985471	23985621	id-45548	3.63e-06	+	GCCTGGCAGTGTCCTCCTGACAGTTGGTGGCAGCA	V_CTCF_BR	40
chr18	24000730	24000880	id-45549	1.09e-06	-	GTTGCTGCAGGACATCACGCCACGAGGGGGCTGAG	Upstream_CTCF	3
chr18	24012909	24013059	id-45550	5.68e-06	-	GGGAGAGCCAGTTCCATGGCCAGCAGAAGGATGGC	V_CTCF_BR	5
chr18	24036152	24036302	id-45551	1	+	NA	NONE	14
chr18	24038013	24038163	id-45552	9.39e-07	+	CATGCGGGAGCACCACACACCTCCAGGGGACGCTC	Upstream_CTCF	23
chr18	24040490	24040640	id-45553	1.71e-06	+	GCTAGTGTACTGCCCTGTGCCACCTGATGGAGCTG	V_CTCF_BR	3
chr18	24048918	24049068	id-45554	5.86e-07	+	GATGCAATTCCATCACCAGCCACCAGAGCGGAAGG	Upstream_CTCF	40
chr18	24096960	24097110	id-45555	6.51e-05	+	TGCACAGTAAAAACTCCAGTAACCAGGGGGAGCTA	V_CTCF_BR	12
chr18	24127822	24127972	id-45556	4.01e-05	-	GCCCGGACTTCGAGACCATGGACAAGGGGGCGCTG	V_CTCF_BR	32
chr18	24146995	24147145	id-45557	4.94e-06	+	CCTGCAAACCCTCTCTTTGCCAGTAGAGTTCAGAT	Upstream_CTCF	14
chr18	24153555	24153705	id-45558	1.15e-07	+	CTGCTGTGCACGGAATTTGCCAAAAGGTGGCCAAC	UpstreamP1_CTCF	7
chr18	24201514	24201664	id-45559	6.27e-08	+	ATGCACTAATAGGAAACTTGCACAAGGGGGCAGGG	UpstreamP1_CTCF	40
chr18	24229789	24229939	id-45560	3.65e-07	-	GGTCTGATACCCATTCCATCCAGCAGATGGCAGTG	V_CTCF_BR	40
chr18	24234449	24234599	id-45561	1	+	NA	NONE	10
chr18	24235867	24236017	id-45562	1.41e-06	-	AGTGTGCTTCCTCTCCCGCCCCCAAGAGGGACCTG	Upstream_CTCF	32
chr18	24236957	24237107	id-45563	2.46e-08	-	GCAGGAGGAGCGGGTGCGGCCAGCAGGGGCCGCGG	V_CTCF_BR	39
chr18	24351614	24351764	id-45564	1.23e-05	-	AAACACTTCTCTGGTCTCACCAGCAGGAGGAGAGG	UpstreamP1_CTCF	39
chr18	24383722	24383872	id-45565	1.16e-05	+	CATTTACTTTTAGCACCTGCCAAGGGGTGGAGCTG	Upstream_CTCF	14
chr18	24384540	24384690	id-45566	5.3e-05	+	CTGCAGCCAGCTGTCACTTAGGCTGGGTGGAAGCG	UpstreamP1_CTCF	25
chr18	24393124	24393274	id-45567	1	+	NA	NONE	31
chr18	24421048	24421198	id-45568	1.93e-05	+	CAGCCAGGTCTTCACCTTCCATGCAGGGGGCAGTA	V_CTCF_BR	9
chr18	24443149	24443299	id-45569	2.96e-05	+	TGCGCCAGGAACGAGCAGGCTGCCAGCGGGAGGAG	V_CTCF_BR	3
chr18	24451512	24451662	id-45570	5.86e-07	+	TATGCACCTGTGGTCCCAGCCACTGGGGGGCTGAG	Upstream_CTCF	2
chr18	24543381	24543531	id-45571	5.9e-06	-	GTGAAGTTTTTCCATTTGAACAGATGGGGGAGCTT	UpstreamP1_CTCF	23
chr18	24584521	24584671	id-45572	1.55e-05	-	ATTTTGAAATTGGACCTTGTCACTAGGGGGCACTT	V_CTCF_BR	34
chr18	24585690	24585840	id-45573	2.96e-05	+	AGCTACGAACCTTCTTCTTCCACTAGGGGCAGGAG	V_CTCF_BR	37
chr18	24597986	24598136	id-45574	1.13e-05	+	ATGTCATTGCCACACTATGCCAGCAAGGGGAGTAG	UpstreamP1_CTCF	37
chr18	24743294	24743444	id-45575	3.22e-07	-	CCTGCCTCTGTAGACTCCACCTCTAGGGGGCAGGG	Upstream_CTCF	17
chr18	24765452	24765602	id-45576	3.29e-05	-	TAATCACTTCCTCGACTGGGCATGGGGTGGCACCT	Upstream_CTCF	3
chr18	24791677	24791827	id-45577	6.39e-05	-	AGGGCTTTGCAAGCTCTTCACACGAGAGGATGCTA	Upstream_CTCF	6
chr18	24878505	24878655	id-45578	7.15e-05	-	TTAAACTTAGTTCCTTTGTACTCTAGATGGAGCAC	V_CTCF_BR	20
chr18	24943999	24944149	id-45579	6.51e-05	+	AGACATTTTTAGTGGATAAGCACTAGGTGTCACTA	V_CTCF_BR	26
chr18	24980069	24980219	id-45580	1.27e-06	-	GTGTAGTTCAAAGGGAAGTTCCCTAGGGGGAGGTC	UpstreamP1_CTCF	22
chr18	25008187	25008337	id-45581	1.72e-06	-	TGAGCTGATCTCAACTAGAGCAGTAGGTGGCGAAA	Upstream_CTCF	18
chr18	25009267	25009417	id-45582	7.27e-06	-	GATATAGCTGTAGTGCTGAACTGTAGAGGGCAGGG	V_CTCF_BR	2
chr18	25129441	25129591	id-45583	3.63e-05	-	GTTTCCTTATCTTTTTCAGCCTCTAGAGGCCACCT	V_CTCF_BR	8
chr18	25179291	25179441	id-45584	2.93e-08	-	AGGCAGTGCTTGCCCAGTAACACTAGGTGGCAGCA	UpstreamP1_CTCF	40
chr18	25185308	25185458	id-45585	2.93e-08	+	ATGTACCACTTTCTCTAGGCCAGTAGAGGGCAGCA	UpstreamP1_CTCF	40
chr18	25188811	25188961	id-45586	5.96e-07	-	TGGCCATTTATTTCAATAACCTGCAGAGGGCAGCA	V_CTCF_BR	40
chr18	25208054	25208204	id-45587	1.61e-05	+	ATGCTGATGCCAGAAGGCACCACTTGGTGGTGATT	UpstreamP1_CTCF	9
chr18	25265904	25266054	id-45588	3.36e-07	+	TGGCTTATGGCACTTTTGGCCACCAGGGGGAGAAA	V_CTCF_BR	40
chr18	25330135	25330285	id-45589	2.66e-05	-	TGAGCCTGTGGGGTGACAACCATTAGAGGGCAGCA	V_CTCF_BR	40
chr18	25358515	25358665	id-45590	1.7e-05	+	TGATCAATATCAGAAACTTCCACAAGTTGGTGCTA	Upstream_CTCF	38
chr18	25418338	25418488	id-45591	7.73e-05	+	TTGGTAATGCCTCATCTCACCACCTGGCTGAATCA	Upstream_CTCF	6
chr18	25534161	25534311	id-45592	6.15e-05	-	AGGGCAGTAACACAATCTACCACAGAAGGGAGTTA	Upstream_CTCF	9
chr18	25585229	25585379	id-45593	9.26e-05	-	CTGTGATTGCTGCCCTCTAGCTCCACAGGACAGTT	UpstreamP1_CTCF	5
chr18	25593079	25593229	id-45594	2.53e-05	+	TCTTGGCTCACAGCAGCTTCCACCAGAGGGAGTAT	V_CTCF_BR	37
chr18	25688897	25689047	id-45595	1	+	NA	NONE	23
chr18	25738215	25738365	id-45596	1	+	NA	NONE	15
chr18	25755390	25755540	id-45597	2.01e-05	+	GGGCAGGGACAGGCGTGCCGCACCATGGCGCACCA	UpstreamP1_CTCF	10
chr18	25756352	25756502	id-45598	2.66e-05	+	AGGACAGTAGAGCCCTTGAGCACCGGGAGGCGCAC	V_CTCF_BR	14
chr18	25757549	25757699	id-45599	1	+	NA	NONE	27
chr18	25758371	25758521	id-45600	1.26e-07	-	CGGCCTCCGCCCTCCCCCGCCCGCAGGTGGCTCCC	V_CTCF_BR	29
chr18	25767947	25768097	id-45601	6.75e-05	+	ATCCTGCTCTTTGAACCAGCCATTAGGAGGTGCTC	UpstreamP1_CTCF	17
chr18	25769490	25769640	id-45602	5.55e-07	-	GGTGCAAAATCCTGTCCTGCCAGTAGGTGTCATCA	Upstream_CTCF	40
chr18	25937868	25938018	id-45603	5.3e-05	+	TTTCCTTTACTCCAAGTGACCACTAGGGGAATTTG	UpstreamP1_CTCF	36
chr18	25994307	25994457	id-45604	1	+	NA	NONE	1
chr18	26019952	26020102	id-45605	1.84e-05	+	GTGCAGTTTATCCTGCCAGCCCATAGATAGCACTT	UpstreamP1_CTCF	18
chr18	26214923	26215073	id-45606	1	+	NA	NONE	6
chr18	26217975	26218125	id-45607	4.7e-06	-	AGAAGCGGAAGAGTGTTGGCCTCCAGGGGGCATGT	V_CTCF_BR	18
chr18	26279267	26279417	id-45608	3.28e-05	+	ATTATTTTAGCCACCAGGGTCAGGTGGTGGCGCCA	V_CTCF_BR	7
chr18	26451012	26451162	id-45609	1.31e-05	-	GGCCATTTCCTCCTTGCAACTGCCAGGGGGAGCAC	V_CTCF_BR	8
chr18	26541710	26541860	id-45610	2.96e-05	+	GACACAATGTTAAAGTTTGTCAATAGAGGGCGCCA	V_CTCF_BR	40
chr18	26575386	26575536	id-45611	3.81e-05	+	GGCCCATCACCAATAGCATCCACTAGAGGGTATAA	V_CTCF_BR	33
chr18	26704237	26704387	id-45612	1	+	NA	NONE	2
chr18	26771329	26771479	id-45613	7.15e-05	+	AAACTACTCTGTCCTTTCAGCACTAGGGGGAGTTA	V_CTCF_BR	38
chr18	26941957	26942107	id-45614	7.42e-09	+	GTTCTCACCCCCGAGGCCGCCACAAGGGGGCGGGG	V_CTCF_BR	10
chr18	27016553	27016703	id-45615	3.5e-05	+	CTGAAATGACTCCTAGTGGCCACAGTGGGGACAAT	UpstreamP1_CTCF	20
chr18	27019502	27019652	id-45616	1.92e-05	+	CTGCTACTGCCCCTACTGGGCAACAGGCTCCAGCC	UpstreamP1_CTCF	34
chr18	27136128	27136278	id-45617	1	+	NA	NONE	5
chr18	27196988	27197138	id-45618	4.41e-06	+	CTCCTTGTAATGAGCACAACCAGGAGAGGGCAGGT	V_CTCF_BR	5
chr18	27374526	27374676	id-45619	3.63e-05	-	ATTTATGTATCATAGTGATACAGAAGGGGGCAGTA	V_CTCF_BR	6
chr18	27448233	27448383	id-45620	5.67e-06	+	ATTTCACTACCCAGCTTAATCAATAGGGGGTGGTG	Upstream_CTCF	3
chr18	27454597	27454747	id-45621	1.71e-06	+	AAATTATGTTATCCACCTTCCAGCAGGGGGCTCCA	V_CTCF_BR	39
chr18	27459853	27460003	id-45622	4.65e-05	+	TGATCTTGACTGCTTCCTGCTGACAGGGGGCACTG	V_CTCF_BR	18
chr18	27473029	27473179	id-45623	8.58e-06	+	ATGTCATTACCTTGGACTGACACTAGAGGTCAGTT	UpstreamP1_CTCF	39
chr18	27661192	27661342	id-45624	6.15e-05	+	AAGGCTCTGATGAAGTCTTCCTGTAGATGGGGACA	Upstream_CTCF	11
chr18	27772350	27772500	id-45625	1.48e-06	-	CGGCTAGCGCCTGCACACACCAGCAGGGGGCCTCA	UpstreamP1_CTCF	18
chr18	27851820	27851970	id-45626	8.02e-05	-	TTAGTGTCCCTAAAAGAGGACACCAGAGAGCACTC	Upstream_CTCF	5
chr18	27860951	27861101	id-45627	3.4e-06	-	TGGTTTATTCCGTAATGAGTCAGCAGGGGGCAGTA	V_CTCF_BR	40
chr18	27941890	27942040	id-45628	2.83e-07	+	TGTGGCCCTCTGCCTGCCACCAGTGGAGGGCAGCC	V_CTCF_BR	3
chr18	27956633	27956783	id-45629	1	+	NA	NONE	19
chr18	28037204	28037354	id-45630	4.3e-06	+	CATTCATCACCATAAACTAACAGCAGGGGTCAGGA	Upstream_CTCF	8
chr18	28041676	28041826	id-45631	1	+	NA	NONE	0
chr18	28469971	28470121	id-45632	1.24e-05	-	CAGATCTGACATCCTGCAGACAGAAGATGGTGCTG	V_CTCF_BR	27
chr18	28550273	28550423	id-45633	8.71e-06	+	TTATTCATTTCTCAGGTAACCACAGGATGGCAGCA	V_CTCF_BR	33
chr18	28551448	28551598	id-45634	1.55e-07	-	AATGTGATTTAAGAAATGGCCACTAGATGGCAATA	Upstream_CTCF	40
chr18	28579280	28579430	id-45635	1	+	NA	NONE	5
chr18	28623023	28623173	id-45636	2.2e-06	+	AATGCAGAACCCCAATCCGCCCGCAGGGATCCCTG	Upstream_CTCF	9
chr18	28681818	28681968	id-45637	3.8e-08	+	CGAGGGTCAGCAGGAGCAGCCGGCAGAGGGCTCCG	V_CTCF_BR	20
chr18	28685788	28685938	id-45638	9.71e-06	-	TATTTCATTGCACCACTGGGCGGGAGGGGGAGCTC	Upstream_CTCF	5
chr18	28750412	28750562	id-45639	5.48e-05	-	CCTGTAATTCTCTCACTAGCCTTGGGTTGGTGGTC	Upstream_CTCF	4
chr18	28786818	28786968	id-45640	1.09e-06	-	ACTGCATTACTCACCGAGACCGCTGGACGGCTTCA	Upstream_CTCF	24
chr18	28822041	28822191	id-45641	6.51e-07	-	AGTGCAATTGCAGAGACCACCGCCAGGGTGCCTAA	Upstream_CTCF	30
chr18	28846579	28846729	id-45642	1.83e-05	+	TTATCATAAGGTAAAATTTCCTGAAGGTGGCAGCA	V_CTCF_BR	23
chr18	28854165	28854315	id-45643	7.44e-05	-	AGTAGTATTCCACCTAATAACAGCAGGGGTCAATG	Upstream_CTCF	5
chr18	28920934	28921084	id-45644	1	+	NA	NONE	1
chr18	28976896	28977046	id-45645	1.35e-05	-	ATGTGATAGCAGTTTTTCAACAGCAGGGGACTGGG	UpstreamP1_CTCF	12
chr18	29004466	29004616	id-45646	4.5e-06	+	CGAGTGATGCCGGCTATATCCCAAAGGTGGCGCTG	Upstream_CTCF	39
chr18	29016957	29017107	id-45647	2.15e-05	-	CTAGACTGCAAGCTCTCAGACAGCAGGGGTCAGGT	V_CTCF_BR	6
chr18	29086458	29086608	id-45648	1	+	NA	NONE	30
chr18	29091300	29091450	id-45649	8.64e-05	-	AATTTAGACCAATCGTTCTCCACTAGGGGCAGTTT	Upstream_CTCF	22
chr18	29102648	29102798	id-45650	1.06e-05	+	TTTGCAGTTCTCTAATGAAACATTAGGAGGCTCCT	Upstream_CTCF	12
chr18	29133886	29134036	id-45651	9.25e-06	-	TTTTTCAAGGATAGTTTGGCCAGCAGGGGGATAGG	V_CTCF_BR	35
chr18	29135963	29136113	id-45652	1.64e-07	+	AGTGTTATATGCTTTATGGCCACAAGATGGCACTA	Upstream_CTCF	40
chr18	29137546	29137696	id-45653	1	+	NA	NONE	16
chr18	29143864	29144014	id-45654	1.19e-06	-	TTCTTTTTGTCTCATTTTGCCACTAGATGGCAGGC	V_CTCF_BR	30
chr18	29190962	29191112	id-45655	5.12e-07	+	CTGCCATTACTTTCACTCCCCAGGAGGGGGAGGGT	UpstreamP1_CTCF	32
chr18	29206472	29206622	id-45656	7.62e-07	-	AATGCCATTCGCTGATCCGACAGGAGGTGGAGCTC	Upstream_CTCF	13
chr18	29226472	29226622	id-45657	1	+	NA	NONE	4
chr18	29235880	29236030	id-45658	6.86e-07	-	TCTGCATTTCTAACAAATCCCGCAAGGTGATGCTG	Upstream_CTCF	1
chr18	29261250	29261400	id-45659	3.81e-05	-	GACAGATTGCTGTAGCCCACCCCTAGAGGCCAGAG	V_CTCF_BR	33
chr18	29264703	29264853	id-45660	1.41e-05	-	CTGCAGTTAGCTGCCCCTCTCCGCAGGGGCGCCGC	UpstreamP1_CTCF	6
chr18	29265132	29265282	id-45661	2.96e-05	+	CGGCATTACCGCCGCGCGCCCGGGGTGAGGCGCCC	UpstreamP1_CTCF	25
chr18	29265290	29265440	id-45662	1	+	NA	NONE	26
chr18	29267622	29267772	id-45663	1	+	NA	NONE	19
chr18	29290995	29291145	id-45664	5.3e-05	+	CTGCAATGCATGTTTTTCACACAAAGGTGTCACTC	UpstreamP1_CTCF	21
chr18	29302445	29302595	id-45665	1.63e-09	-	CAAGCACTTCTCAAAGCCGCCTCTAGGGGGCAGAA	Upstream_CTCF	40
chr18	29321232	29321382	id-45666	6.17e-09	+	TTGTAATACTGGCTTGCCTCCACTAGATGGCGCTG	UpstreamP1_CTCF	40
chr18	29381126	29381276	id-45667	1.01e-05	-	ATTGAGACTCCAGAACTGCACAGCAGAGGGCCAAA	Upstream_CTCF	4
chr18	29399704	29399854	id-45668	1.1e-06	-	TAACTGAAACCAACTATATCCACTAGAGGGCACTA	V_CTCF_BR	38
chr18	29523282	29523432	id-45669	6.05e-06	-	CTCGAGGCTCCACCTGCCGCTAGTAGGTGGCTCTC	V_CTCF_BR	29
chr18	29537026	29537176	id-45670	1	+	NA	NONE	40
chr18	29557356	29557506	id-45671	1.19e-06	-	GTATTATGTTATCCACCTTCCAGCAGGGGGCTCCA	V_CTCF_BR	40
chr18	29599659	29599809	id-45672	1.24e-05	+	AAAACCCAGCCACAACGTAACAGGAGGTGGCAGGC	V_CTCF_BR	13
chr18	29652427	29652577	id-45673	8.21e-06	-	CGACCAGCACCTAATCTGTCCTGTAGGTGGCAAAA	V_CTCF_BR	37
chr18	29720127	29720277	id-45674	5.21e-08	-	CCAGTGGATCCCGCAGGGGCCTGCAGGTGGAGCTG	V_CTCF_BR	6
chr18	29738096	29738246	id-45675	2.6e-07	+	AAACACACACGTGGGATGGCCACAAGGTGGCAGCT	V_CTCF_BR	40
chr18	29818976	29819126	id-45676	4.02e-07	+	CAAGTACTCACCCCTGTGGCCAGGAGGGGGATGGA	Upstream_CTCF	10
chr18	29841085	29841235	id-45677	1.64e-07	-	TCTGTAGTACTAAATATGGCCACAGGGTGTGGAGC	Upstream_CTCF	29
chr18	29851778	29851928	id-45678	1.23e-08	+	ATGTACTTCTACGTGTCAGGCAGCAGGGGGCAGTT	UpstreamP1_CTCF	40
chr18	29869580	29869730	id-45679	2.27e-06	+	GAACCAGGGGTGACTATACCCACTAGGGGGCAATG	V_CTCF_BR	40
chr18	29913871	29914021	id-45680	2.27e-06	+	CCACAACCACACAGGCCAGCCCCTAGATGGCTCCG	V_CTCF_BR	19
chr18	29938202	29938352	id-45681	4.11e-07	+	CTGCAGGGGAAGGGAACTGCCTGCAGGGGACATAG	UpstreamP1_CTCF	23
chr18	29960662	29960812	id-45682	5.38e-05	+	ATTGTGACCACCAAAAATGTCTCTAGATGGCGCTG	V_CTCF_BR	24
chr18	30019884	30020034	id-45683	1	+	NA	NONE	38
chr18	30042035	30042185	id-45684	1	+	NA	NONE	19
chr18	30049267	30049417	id-45685	1.48e-06	+	GTGTACTTCCACAGCTGCCCCACAGCAGGGCAGGC	UpstreamP1_CTCF	25
chr18	30050967	30051117	id-45686	8.58e-06	-	CTGCAGGGCGCCCGAGTGGTCGGACGGGGGAGCGA	UpstreamP1_CTCF	40
chr18	30129331	30129481	id-45687	5.24e-09	-	CCTGCAACGTCATCAAGAGCCACCAGGTGGTGGTG	Upstream_CTCF	39
chr18	30131032	30131182	id-45688	1	+	NA	NONE	29
chr18	30132512	30132662	id-45689	4.04e-08	-	TTGCAGTTTAGGTAAATTGCCACCAGGTGGAGTGT	UpstreamP1_CTCF	40
chr18	30156369	30156519	id-45690	1.19e-06	+	ACTTGGAACCGCTGAGGCCCCACTAGGGGGCTGCA	V_CTCF_BR	38
chr18	30249631	30249781	id-45691	1.28e-06	-	ATACCAGTGCCCATGTACACCACCAGGGGGACCCA	Upstream_CTCF	32
chr18	30254600	30254750	id-45692	1	+	NA	NONE	26
chr18	30263120	30263270	id-45693	1	+	NA	NONE	8
chr18	30294626	30294776	id-45694	2.58e-07	+	GCAGCAATTTTGAACTGAGCCACTAGATGGTGTAC	Upstream_CTCF	39
chr18	30322740	30322890	id-45695	7.11e-06	+	TCTGTTTTTCTACCTTCTCCCCCAGGGGGCAACCA	Upstream_CTCF	4
chr18	30323409	30323559	id-45696	1	+	NA	NONE	8
chr18	30349810	30349960	id-45697	8.59e-05	+	ACGGGGGGCGGCAGCGAGTCCAGCAGGGCGCGCAT	V_CTCF_BR	5
chr18	30427833	30427983	id-45698	3.22e-07	+	CATGCAGTGCTACAGACGGGCAGTGGGGGAGAGCA	Upstream_CTCF	8
chr18	30471896	30472046	id-45699	6.51e-05	+	GGCACAATATGCTGCTAGGTCAACAGATGGCAGGG	V_CTCF_BR	17
chr18	30474019	30474169	id-45700	6.8e-06	+	ACTGCAGTACCTCTGTACGAGGATAGAGGGCTGCT	Upstream_CTCF	35
chr18	30479910	30480060	id-45701	2.11e-06	+	ATTGGCAACTTCTAACCCTCCAGCAGATGGAGCAC	V_CTCF_BR	28
chr18	30499919	30500069	id-45702	4.68e-05	-	TAGATGTGTCAACCCCCTGCCATTAGAGGGAGTAA	UpstreamP1_CTCF	35
chr18	30510789	30510939	id-45703	5.63e-06	-	TAGTATTAACTCTTTCTGGCCACTAGGGGACCACT	UpstreamP1_CTCF	39
chr18	30536623	30536773	id-45704	2.28e-05	-	GCTGCACCAATGCAGACAGCAGCCAGGGGTCTACG	Upstream_CTCF	24
chr18	30600959	30601109	id-45705	1.28e-06	-	GTTGGTTGCTGTTTCTAAGCCTCCAGGTGGCAGTG	V_CTCF_BR	11
chr18	30602468	30602618	id-45706	1	+	NA	NONE	14
chr18	30765005	30765155	id-45707	5.9e-06	-	CTGCAGTGCACCTTTCTGTGGAAGAGGGGGCTAAG	UpstreamP1_CTCF	16
chr18	30781691	30781841	id-45708	8.91e-07	-	TAGGCTTTGCCAATAGGGGGCACTAGAGGGAGACT	Upstream_CTCF	38
chr18	30790673	30790823	id-45709	5.21e-08	+	GAAGAGGCATCACGTATTGCCACTAGATGGCACCA	V_CTCF_BR	39
chr18	30811502	30811652	id-45710	1.56e-05	+	GGAGTAAAGCTAGGCTTTATCAACAGAGGGCAGGG	Upstream_CTCF	12
chr18	30812105	30812255	id-45711	2.97e-06	+	TGGTTTTAGCAGTCACAAACCAGAAGGTGGCAGCA	V_CTCF_BR	40
chr18	30913129	30913279	id-45712	1	+	NA	NONE	10
chr18	30984305	30984455	id-45713	5.12e-07	+	GTGAAATGTCACTTCACAGCCACTAGGAGGCTATA	UpstreamP1_CTCF	30
chr18	30986926	30987076	id-45714	1	+	NA	NONE	4
chr18	31020143	31020293	id-45715	7.49e-07	+	ACGAAGTTCCTCTAGGCGGCCAGCGGAGGGAGACT	UpstreamP1_CTCF	34
chr18	31075391	31075541	id-45716	1.18e-05	-	ATGTTATTGCTGAAATCAAGCAGGTGGTGGCACTC	UpstreamP1_CTCF	36
chr18	31131491	31131641	id-45717	9.39e-07	-	CCTGCAGTGTCAGTAGAGACCACATGGGGAGCCTG	Upstream_CTCF	2
chr18	31137793	31137943	id-45718	5.17e-06	+	CATGTCCTTCAGGGAGTATCCAGAAGAAGGCATTG	Upstream_CTCF	1
chr18	31186687	31186837	id-45719	2.84e-05	+	CTGTAGTTCATGTTGGTGCACAATAGGGGCACTGC	UpstreamP1_CTCF	23
chr18	31253786	31253936	id-45720	1	+	NA	NONE	6
chr18	31324109	31324259	id-45721	3.88e-06	+	TTCTGGAAAACCTCAGCAACCACCAGGGGGCTTTG	V_CTCF_BR	28
chr18	31331676	31331826	id-45722	7.55e-07	+	CAGAAGATGTTGTGTTTAGCCACCAGATGGCGAAA	V_CTCF_BR	37
chr18	31341435	31341585	id-45723	1.84e-06	-	TATAAAACAGATGGAGCAGCCACTGGGTGGCAGCA	V_CTCF_BR	35
chr18	31377941	31378091	id-45724	1	+	NA	NONE	2
chr18	31413929	31414079	id-45725	4.21e-05	+	TCTTGCTTCACCTCACTGGCCTTAAGGGGGCACTC	V_CTCF_BR	15
chr18	31419535	31419685	id-45726	4.02e-07	+	TTTGTCATTACTCTCTCTTCCAGTAGAGGGCAGGA	Upstream_CTCF	39
chr18	31496284	31496434	id-45727	9.27e-07	+	CTGCAATTCTGGCCTTTCTCCATTAGGGACCGGCG	UpstreamP1_CTCF	17
chr18	31611898	31612048	id-45728	1.55e-07	-	GCTGCAGCACCACTAGTCCCCGGAAGAGTGCAGTG	Upstream_CTCF	20
chr18	31657666	31657816	id-45729	1.93e-05	-	TTATCAGTTACTCTAATAACCACTAGAGGTCTACT	Upstream_CTCF	16
chr18	31702832	31702982	id-45730	1.38e-07	+	CCGCATTGGCTCCTTTTCACCACTAGGGAGCACTA	UpstreamP1_CTCF	39
chr18	31705842	31705992	id-45731	8.59e-05	-	TTTTTTTTTTTTGGTGCATCCTGTAGATGTCACTA	V_CTCF_BR	6
chr18	31739137	31739287	id-45732	5.51e-07	+	GCGCTCCGGGCGCCGCGCTCCGCGAGGGGGAGCAG	V_CTCF_BR	25
chr18	31805038	31805188	id-45733	7.55e-07	+	GTAGCAGCGGGCCCGGCGGCAGCCAGGTGGCAGAA	V_CTCF_BR	29
chr18	31844991	31845141	id-45734	4.5e-06	-	ACTGCAGTCTGCTGGTAAACCAGAAGGAGTCAATG	Upstream_CTCF	3
chr18	31902771	31902921	id-45735	4.41e-06	-	TGCGTCCATAAAGACTGCACCACATGGTGGCGCTC	V_CTCF_BR	38
chr18	31932864	31933014	id-45736	9.29e-06	+	CATTCAGTAAATAAAATGTCTGCCAGGGGGCAGCA	Upstream_CTCF	26
chr18	32019962	32020112	id-45737	1	+	NA	NONE	3
chr18	32092453	32092603	id-45738	6.82e-05	+	ATCTTTTATGGTGGTGAATCCAGCAGATGGATGGC	V_CTCF_BR	9
chr18	32156712	32156862	id-45739	1.47e-05	-	GGCTGTTTGTCCCTTGCAGCCTCTAGGTGGAGTGA	V_CTCF_BR	8
chr18	32175707	32175857	id-45740	1.16e-05	+	TTTGGTTTGCTTCTGCCAGGCACCTGGGGGCGATA	Upstream_CTCF	37
chr18	32224075	32224225	id-45741	1	+	NA	NONE	20
chr18	32227321	32227471	id-45742	1	+	NA	NONE	5
chr18	32241573	32241723	id-45743	3.67e-07	+	TTGTTTTGGCATATTTTCACCACTAGAGGGAGATA	UpstreamP1_CTCF	40
chr18	32303252	32303402	id-45744	1	+	NA	NONE	19
chr18	32309351	32309501	id-45745	3.24e-06	+	CTAGAAGTTTTAATACCTTCCTGTAGGTGGCAGGT	Upstream_CTCF	40
chr18	32344561	32344711	id-45746	1	+	NA	NONE	25
chr18	32368025	32368175	id-45747	2.25e-08	-	GTGTAATAATGACTATGAACCACTAGATGGCACTG	UpstreamP1_CTCF	39
chr18	32370183	32370333	id-45748	8.58e-06	-	CTGTCCTTCCCCATCACAGCATGTAGTGGGCACTC	UpstreamP1_CTCF	6
chr18	32389828	32389978	id-45749	1.48e-06	-	TAGGTTGCCATGGCACATGACTGCAGGGGGCGCCC	V_CTCF_BR	38
chr18	32401761	32401911	id-45750	6.15e-05	+	CAGGCAGTTCAGCATATGATCCATAAGGGGCACTG	Upstream_CTCF	26
chr18	32420596	32420746	id-45751	1	+	NA	NONE	2
chr18	32446853	32447003	id-45752	4.7e-08	+	CTGTGGTCAGGCTCAAGAGCCAGCAGGGGGAGCAG	V_CTCF_BR	40
chr18	32447680	32447830	id-45753	2.6e-06	+	AGCCAAACTGTGGCAGTGCCCCCAAGGTGGCGCCA	V_CTCF_BR	38
chr18	32461563	32461713	id-45754	1	+	NA	NONE	32
chr18	32481407	32481557	id-45755	1	+	NA	NONE	18
chr18	32492091	32492241	id-45756	1	+	NA	NONE	19
chr18	32523068	32523218	id-45757	1	+	NA	NONE	15
chr18	32537557	32537707	id-45758	1	+	NA	NONE	18
chr18	32586063	32586213	id-45759	2.91e-05	+	GGAACAATTAACTGAAATTCCACCAGATGGCAATG	Upstream_CTCF	40
chr18	32606501	32606651	id-45760	1	+	NA	NONE	23
chr18	32609877	32610027	id-45761	4.99e-07	+	CCTGCAGTTTCCTTTCCCTCCAGAAGGTATCAAAG	Upstream_CTCF	19
chr18	32621646	32621796	id-45762	1.77e-05	-	CCTTCACAAATGCATGCCTGCAGCAGGGGTCGCAG	Upstream_CTCF	18
chr18	32665454	32665604	id-45763	4.88e-06	+	GTGTGCCCCCAGGAATATTCCACCAGAGGCAGCAG	UpstreamP1_CTCF	2
chr18	32675639	32675789	id-45764	4.14e-06	-	AGTTCTTTCTTTTGAAGGACCGCCAGATGGAGCAA	V_CTCF_BR	7
chr18	32702947	32703097	id-45765	5.01e-06	+	CCGTGAGCCATGCTGAGCGCCTCCAGCGGCCGGGG	V_CTCF_BR	20
chr18	32707296	32707446	id-45766	1.46e-08	-	GCAGCACTATCTAGAATGGCCAGAAGTGGGCAGGA	Upstream_CTCF	38
chr18	32710304	32710454	id-45767	4.01e-05	+	TCCACTGCTTTGCAAGCAGCCACATGGGGGTGTCA	V_CTCF_BR	8
chr18	32724051	32724201	id-45768	1.04e-05	-	AGTAGAGAAACCAAACTGGCCTCTAGGTGGTGCTT	V_CTCF_BR	40
chr18	32765884	32766034	id-45769	1	+	NA	NONE	6
chr18	32811044	32811194	id-45770	1.63e-09	+	CGTGCCCTGCTTTAAATGGCCAACAGGGGGCAGCA	Upstream_CTCF	40
chr18	32862581	32862731	id-45771	9.41e-05	-	ATAAACACACATACATAGGCCAGGAGTTGGAGAAG	V_CTCF_BR	11
chr18	32935136	32935286	id-45772	2.6e-07	-	CGCTTAGGCCCCAGATTGGCCACTGGGTGGCAGAC	V_CTCF_BR	39
chr18	32956413	32956563	id-45773	3e-06	+	GTGTGGTTAGAGGCCATAGGCAGCAGGGGCCCTTG	UpstreamP1_CTCF	9
chr18	32958298	32958448	id-45774	1	+	NA	NONE	16
chr18	32966586	32966736	id-45775	1.35e-05	+	GCGTGATGTTAACAATTTGTCAGCAGGAGGCGCTA	UpstreamP1_CTCF	40
chr18	32967176	32967326	id-45776	3.47e-07	-	GTCCAATGTAATCAACCTGCCACCAGGTGGCTGGC	UpstreamP1_CTCF	32
chr18	32987954	32988104	id-45777	9.51e-07	+	GTATTCTTTGCCTTCTTCTCCACAAGAGGGCGCAA	V_CTCF_BR	40
chr18	33010745	33010895	id-45778	1.96e-08	-	TGAGCCCCAGCAAAGGCCACCAGCAGTGGGCACCA	V_CTCF_BR	3
chr18	33022273	33022423	id-45779	1.55e-05	-	TTCTGTTTTGATTCTCCCGCCTCTAGGGGTCTCTG	V_CTCF_BR	16
chr18	33059287	33059437	id-45780	7.17e-05	-	CCTTCAATTCAAGCACTCTGGCCACGGTGGCGCAG	Upstream_CTCF	11
chr18	33071423	33071573	id-45781	1	+	NA	NONE	4
chr18	33071765	33071915	id-45782	2.96e-05	-	ATCAGCTCTGTTAGTGCTGCAAAGAGGGGGCGCCC	V_CTCF_BR	5
chr18	33091923	33092073	id-45783	1.03e-06	-	ATTGGCTGAACCTACCTGGGCACCAGAGGGCAACA	V_CTCF_BR	22
chr18	33106461	33106611	id-45784	1	+	NA	NONE	1
chr18	33169074	33169224	id-45785	1.56e-05	+	GAGGTACAGTATCTTGTTTCCACCAGGTGGGAGTA	Upstream_CTCF	22
chr18	33241826	33241976	id-45786	1.47e-05	+	AGGATATTTATAATCAGGGCCACTAGATGTCTCCC	V_CTCF_BR	29
chr18	33293627	33293777	id-45787	1	+	NA	NONE	11
chr18	33336586	33336736	id-45788	5.08e-07	+	AGTTTATTTGGCTTCTCTTCCAGCAGGTGGCGCTG	V_CTCF_BR	40
chr18	33357110	33357260	id-45789	2.18e-07	-	GGTGAGGTGGCACCACTGGCCGCAAGGGGGTGCAG	Upstream_CTCF	28
chr18	33418021	33418171	id-45790	3.4e-06	-	TCGAACTATGGCCCTTGACCCTGAAGGGGGCAGCA	V_CTCF_BR	6
chr18	33436281	33436431	id-45791	1	+	NA	NONE	5
chr18	33497127	33497277	id-45792	6.48e-05	+	GATTTCTCCCTTCACCCTGCCAGCAGAGGAGGCTG	UpstreamP1_CTCF	33
chr18	33506620	33506770	id-45793	2.81e-06	-	GCTGCACTACTCTGTTCCTCCACCAGTGGAGCTTG	Upstream_CTCF	15
chr18	33519256	33519406	id-45794	8.21e-05	-	CTTCTCCAGTAAGGCTCTGTCAATAGGGGGTGCTA	V_CTCF_BR	39
chr18	33522933	33523083	id-45795	6.8e-06	-	GTGGCAGCTCCCACAGACTCCCACAGATTGCGCCC	Upstream_CTCF	6
chr18	33530459	33530609	id-45796	3.56e-12	-	GTGCAGTTCCTCACAGTGACCAGCAGGGGGAAAAA	UpstreamP1_CTCF	40
chr18	33579078	33579228	id-45797	2.67e-06	+	TCTACATTACTTGCAGTGTCCAGCAGGGGACTGAG	Upstream_CTCF	39
chr18	33597754	33597904	id-45798	5.08e-07	+	ATCTGTAGCTCCCGCTCTTCCACTAGATGGCACTA	V_CTCF_BR	40
chr18	33647057	33647207	id-45799	7.78e-06	+	GCTGGCATCCCGACGCCGGGAAGCCGGGGGCGCTG	Upstream_CTCF	5
chr18	33656228	33656378	id-45800	5.08e-05	+	CAGTCACACCCCATTTGATCCTGTAGAGGGAAACT	UpstreamP1_CTCF	22
chr18	33675999	33676149	id-45801	1.09e-06	+	TTGAAGTTGTGTTAAAATTCCACAAGGTGGCAGAC	UpstreamP1_CTCF	40
chr18	33702739	33702889	id-45802	4.7e-08	-	GCTCTGACAAGCTCTCGGACCACCAGATGGCAGAC	V_CTCF_BR	8
chr18	33766635	33766785	id-45803	1	+	NA	NONE	19
chr18	33769009	33769159	id-45804	1.93e-05	-	CATTGAGGGGAGAGGTTGGCCAATAGTGGGCGTGA	V_CTCF_BR	17
chr18	33783436	33783586	id-45805	1	+	NA	NONE	1
chr18	33792852	33793002	id-45806	1.5e-05	+	TGAGAACCACCTCCCAGAGCCTTCAGAGGGCAGGA	Upstream_CTCF	21
chr18	33862054	33862204	id-45807	1	+	NA	NONE	13
chr18	33864770	33864920	id-45808	3.63e-10	-	CTGCACTTACCTAATGCTGCCAGCAGGTGGTAGAC	UpstreamP1_CTCF	40
chr18	33876680	33876830	id-45809	1	+	NA	NONE	39
chr18	33877129	33877279	id-45810	1.15e-07	-	TTTGGAATACCCCGGCAGGGCACCAGGTGGCCAGG	Upstream_CTCF	30
chr18	33916013	33916163	id-45811	1	+	NA	NONE	17
chr18	33952953	33953103	id-45812	7.23e-07	-	ACAGGCATGCCTCACAGAGCCACCAGGAGGCACGT	Upstream_CTCF	28
chr18	33983090	33983240	id-45813	4.44e-06	+	GTGTGTCTCCTTCCTCTCTCCCCTAGGGGGCTGGC	UpstreamP1_CTCF	23
chr18	33991733	33991883	id-45814	1.01e-05	-	AGGTCAATCTCCCAAATGGCCACATGGTGGCCTTG	Upstream_CTCF	40
chr18	33992858	33993008	id-45815	1.41e-08	-	ATGAAGTTTCACCATGTGCCCACCAGTGGGCAGTG	UpstreamP1_CTCF	40
chr18	34000310	34000460	id-45816	1	+	NA	NONE	32
chr18	34004777	34004927	id-45817	4.51e-05	-	GATGTGATAACTGAGATGGCCACTGGGTGACTAAT	Upstream_CTCF	16
chr18	34017929	34018079	id-45818	1	+	NA	NONE	7
chr18	34035843	34035993	id-45819	2.43e-06	-	ATCTACAGGCAGACCTTCTGCACTAGGGGGCGGCA	V_CTCF_BR	10
chr18	34083618	34083768	id-45820	1.39e-05	+	TCAGTCCATTCTTAGCTTCCCACCAGAGGGAGTTA	V_CTCF_BR	14
chr18	34112421	34112571	id-45821	1	+	NA	NONE	2
chr18	34119900	34120050	id-45822	1	+	NA	NONE	1
chr18	34138208	34138358	id-45823	4.14e-06	+	GGTATCATAGTAAGCTGGGCCACTGGAGGGCTCAC	V_CTCF_BR	5
chr18	34152325	34152475	id-45824	5.51e-07	-	GGCCTGTAAACCGCTCCAGACACGAGATGGCGCTA	V_CTCF_BR	40
chr18	34160424	34160574	id-45825	1.77e-05	+	CATGAAGGTCTCCTGCCCCCCTGCAGGGTGTGCTC	Upstream_CTCF	28
chr18	34163495	34163645	id-45826	1	+	NA	NONE	8
chr18	34165260	34165410	id-45827	3.71e-05	+	GCTGTTGCTCTTCTACCGGCCACTTGGCTGTGCAT	Upstream_CTCF	13
chr18	34200896	34201046	id-45828	1	+	NA	NONE	16
chr18	34204534	34204684	id-45829	6.05e-06	+	GAGATGGAAAAGCTGGTCTTCTGCAGAGGGCGCCA	V_CTCF_BR	22
chr18	34242082	34242232	id-45830	1.13e-05	-	CCGCCATTGATGAGAAAGTCCACAAGATGGAGATG	UpstreamP1_CTCF	36
chr18	34268109	34268259	id-45831	6.47e-10	+	CCTGCAGTTGTCCCCTCTACCACCAGGTGGGGTGA	Upstream_CTCF	40
chr18	34271487	34271637	id-45832	1	+	NA	NONE	11
chr18	34286651	34286801	id-45833	4.88e-05	+	CCTGTCTGTAATGAAGCCGCCAGGAGGGGCCCTTG	Upstream_CTCF	4
chr18	34294560	34294710	id-45834	1.64e-05	-	TGGTCAGATACTAGGGAGACCACTAGGAGGCTGCA	V_CTCF_BR	29
chr18	34313215	34313365	id-45835	5.93e-06	+	ACTGAACTCCCACATCTCTCCTCTAGGGGAGATAA	Upstream_CTCF	26
chr18	34333660	34333810	id-45836	1.26e-05	-	TAAGGAATACACATCAGAACCACAAGGAGACACCA	Upstream_CTCF	13
chr18	34337199	34337349	id-45837	5.01e-06	-	GGGACAATATCCTAATGTTCCAGCAGAGGGCAATC	V_CTCF_BR	39
chr18	34341377	34341527	id-45838	8.97e-05	-	GGAGATAGGACAGGACCTGCCTACAGGGGGCCTCC	Upstream_CTCF	17
chr18	34349703	34349853	id-45839	1.38e-06	+	TGTTTCTGCCCTGCACCCAGCACCAGGGGGCGCTT	V_CTCF_BR	38
chr18	34362676	34362826	id-45840	1.26e-05	+	GCTTCCTTGCCTGCCCTGAAAGCCAGGAGGCGGCA	Upstream_CTCF	2
chr18	34388824	34388974	id-45841	1	+	NA	NONE	8
chr18	34389645	34389795	id-45842	4.31e-07	-	AGTAGTTTCCTTGTCTTCACCACTAGATGGCACTA	V_CTCF_BR	40
chr18	34401814	34401964	id-45843	4.21e-05	-	TTCCATGCAGGCATCCCAGTCACCAGAGGGAGTCT	V_CTCF_BR	5
chr18	34409122	34409272	id-45844	1.81e-06	-	ACGGCTCGCCCCTCGCCGTCCCGTGGAGGGCGCCG	Upstream_CTCF	39
chr18	34479371	34479521	id-45845	1.96e-07	-	TTGCAATTTAGATATACTATCACCAGGTGGCAGTA	UpstreamP1_CTCF	33
chr18	34522345	34522495	id-45846	9.62e-08	+	CTGCAATTCAGTTCCACAGGCAGTAGGGGGAGTAG	UpstreamP1_CTCF	40
chr18	34599186	34599336	id-45847	3.47e-07	+	GTGCAGTTCATCCTACGAGCCCATAGATGGCACTT	UpstreamP1_CTCF	39
chr18	34732508	34732658	id-45848	2.8e-05	+	CCTGCAGTGTCCAGAGTGTCCATACAGTGGCGCGT	Upstream_CTCF	2
chr18	34747035	34747185	id-45849	1.17e-05	+	CAGTGCCCTGCTGCTCAAACCTCTAGGGGGAGCAT	V_CTCF_BR	16
chr18	34787478	34787628	id-45850	1.93e-05	+	TGTCTTGGGTTTTCTTTAACTGCCAGGTGGCAGCA	V_CTCF_BR	7
chr18	34827800	34827950	id-45851	9.31e-05	-	CAGGCTGTAGTCACAGAAAGCTGAGGAGGGAGGGA	Upstream_CTCF	1
chr18	34833437	34833587	id-45852	1.03e-06	-	CCATTTCCCTGTGGCAGGGCCACCAGGGGCAGGAG	V_CTCF_BR	4
chr18	34836839	34836989	id-45853	2.1e-05	-	CCAGCTGTTCCTGGTTAAGCCACTTGGGTTCTCTC	Upstream_CTCF	33
chr18	34846346	34846496	id-45854	8.46e-07	+	CATGCAGTGCTGGCCCCAGGCCTGAGGGGGCACTG	Upstream_CTCF	32
chr18	34862472	34862622	id-45855	4.73e-07	+	CTTGTAGAGCCACCTCACTGCCCCAGGGGGCAGCA	Upstream_CTCF	40
chr18	34875021	34875171	id-45856	8.61e-08	+	AGCTGTGCCTCACCTTCCTCCAGGAGGGGGCGCCC	V_CTCF_BR	40
chr18	34879507	34879657	id-45857	1	+	NA	NONE	3
chr18	34889083	34889233	id-45858	3.28e-05	+	ATTGATGCTGGAAGAACTTCCTCTAGGTGTCAGCA	V_CTCF_BR	13
chr18	34894606	34894756	id-45859	4.24e-07	-	CCTGTTGTTCCCCCCACAAGCTGCAGGGGAGGCTG	Upstream_CTCF	12
chr18	34902504	34902654	id-45860	6.49e-06	+	TGTCAATGGCCCATTCAGGGCACTAGGGGTCTCTG	UpstreamP1_CTCF	40
chr18	34915483	34915633	id-45861	4.71e-06	-	AGAGAGGGTACAGTGGAGGCCAGCAGGGGGCCACG	Upstream_CTCF	40
chr18	34917372	34917522	id-45862	7.54e-08	+	CTGCTGAGTTCAGCAGGTGCCACCAGGAGGCAGCT	UpstreamP1_CTCF	3
chr18	34923365	34923515	id-45863	3.33e-09	+	GGCGCAGAGCTGCATACAGCCACCAGATGGCAGCC	V_CTCF_BR	40
chr18	34961619	34961769	id-45864	1	+	NA	NONE	9
chr18	34963160	34963310	id-45865	3.86e-05	+	AGAGCAGCGGCCACTGGGTGAAGCAGGAGGCTCAG	Upstream_CTCF	16
chr18	34965922	34966072	id-45866	4.62e-11	+	CTTGCAATTCTAAATATGGCCACCAGGTGGTGGAA	Upstream_CTCF	40
chr18	34973957	34974107	id-45867	2.6e-05	+	GCGCTGGGCTCCGAGACCCGCGGGAGGGGCCCGCG	UpstreamP1_CTCF	18
chr18	34974326	34974476	id-45868	1.92e-05	-	AGCCAGGAAGCACGCGCGGCCAGAAGGAGGCCCGG	UpstreamP1_CTCF	7
chr18	35010772	35010922	id-45869	6.84e-06	+	ATTAGCAGGTCTCACTTGGTCTGGAGGTGGCGCTG	V_CTCF_BR	12
chr18	35024793	35024943	id-45870	1.04e-05	+	CAGAAAATAAAGGGAGTTTCCAGGAGAGGGTGCTG	V_CTCF_BR	39
chr18	35036489	35036639	id-45871	6.84e-06	-	TCGACCCAAAGGAATTCAGTCAGAAGATGGCAGCA	V_CTCF_BR	7
chr18	35056276	35056426	id-45872	1.85e-08	-	GTGGTATGTTCCCATGAGCCCACCAGGGGGCGCCA	UpstreamP1_CTCF	40
chr18	35061201	35061351	id-45873	5.34e-06	-	GGGGAAGAGCTGGGTCCAGCCAGTAGGAGGCAAGG	V_CTCF_BR	6
chr18	35065368	35065518	id-45874	5.01e-06	-	GGCGCAAGCGGCCGACGCGCCGACAGGGGGCGACT	V_CTCF_BR	27
chr18	35079150	35079300	id-45875	1	+	NA	NONE	1
chr18	35104656	35104806	id-45876	2.6e-05	-	CAGCTGCGCACCCCAGCGGCCTGCGGCTCGGGGGA	UpstreamP1_CTCF	3
chr18	35105023	35105173	id-45877	1.71e-06	+	TCCCTTCCTCTTAAGCTGGCCACAGGGTGGCTCCG	V_CTCF_BR	0
chr18	35109978	35110128	id-45878	2e-06	+	ACTGCACTACCCACGCCATCCTGCAGAGATGACAG	Upstream_CTCF	8
chr18	35113648	35113798	id-45879	8.76e-09	-	CTGCAGCTCCCCACTTTCTCCAGGAGAGGGACATG	UpstreamP1_CTCF	38
chr18	35115619	35115769	id-45880	6.37e-07	-	ATGCTCCTCTGTGGCCTGGCCTCCTGGTGGCCGCC	UpstreamP1_CTCF	6
chr18	35117946	35118096	id-45881	5.23e-10	-	CCTGTGTTTTCAGACGTGGCCAGCAGAGGGCACCA	V_CTCF_BR	40
chr18	35133803	35133953	id-45882	1.81e-06	+	TAAGAAGTTCTTCGTCTCACCGTCAGAGGGCAGGC	Upstream_CTCF	29
chr18	35150447	35150597	id-45883	2.18e-07	+	AGCGACTGCTCTGCCCAGACCTGCAGAGGGCAGTG	V_CTCF_BR	7
chr18	35157403	35157553	id-45884	5.01e-06	+	GCTCCACACCCTCGCTGTTCCCCCAGCGGGCGGGG	V_CTCF_BR	2
chr18	35159001	35159151	id-45885	9.62e-05	+	GTGCTGCTAATGCTTTTGGCCTCTGGGGGTGCTAT	UpstreamP1_CTCF	40
chr18	35160483	35160633	id-45886	5.08e-07	+	TTCAGCTCCTCATTCCCAGCCTCTAGAGGGCTCCA	V_CTCF_BR	7
chr18	35235075	35235225	id-45887	1.77e-05	+	AGGACAGTTCCTAATGCCTCCTCCAGGTGGGAACT	Upstream_CTCF	4
chr18	35253302	35253452	id-45888	1.54e-05	-	GGGAAAGCCTCCTGCTCTGCCAGCAGACGGCACCT	UpstreamP1_CTCF	2
chr18	35264688	35264838	id-45889	1.92e-06	+	GTGCCACATGAATGAGATGCCACCAGGGGGTGCTT	UpstreamP1_CTCF	13
chr18	35285109	35285259	id-45890	8.46e-07	+	GCTGAGCTACCACCTGCTCCCGGCAGGGGCTGCAC	Upstream_CTCF	4
chr18	35316131	35316281	id-45891	3.48e-06	-	GTGTGCTGTGAGACTCTGGACAGCAGAGGTCTCAG	UpstreamP1_CTCF	3
chr18	35358595	35358745	id-45892	5.01e-09	+	TTCGCCTTCCCAGATGGGACCACCAGGGGGCAGTG	V_CTCF_BR	40
chr18	35470057	35470207	id-45893	2.4e-05	-	CCTCTGACGCAAGCAGTAGCCACTAGGGAGCAGAG	V_CTCF_BR	3
chr18	35627908	35628058	id-45894	3.66e-06	+	AAGCATCCCTGGTCTTTGCCCACTAGATGACAGTA	UpstreamP1_CTCF	13
chr18	35706551	35706701	id-45895	9.29e-06	+	CTTGTAGTTCCAAATCTCACCAGGAAGAGGAGATT	Upstream_CTCF	6
chr18	35947572	35947722	id-45896	1	+	NA	NONE	19
chr18	35991192	35991342	id-45897	3.81e-05	-	AAACAGATACTAAAGGGAATCACCAGGGGGAGCTT	V_CTCF_BR	6
chr18	36007352	36007502	id-45898	2.15e-05	-	CATTAGCATACAATAAAAGCCAGCAGGGGGTGCAT	V_CTCF_BR	13
chr18	36119453	36119603	id-45899	4.14e-06	-	GTTGGGCACAGGCTGACTCCCAGTAGGGGTCACAG	V_CTCF_BR	1
chr18	36125142	36125292	id-45900	1	+	NA	NONE	24
chr18	36332069	36332219	id-45901	1.39e-05	-	AGGCGTTGTCAGCGACAAGCCAGCAGCGGCAGCAC	V_CTCF_BR	1
chr18	36370382	36370532	id-45902	6.04e-07	-	GTGTCTTGCCATCTTTGTACCCGCAGGGGGCAGAG	UpstreamP1_CTCF	22
chr18	36447781	36447931	id-45903	1	+	NA	NONE	4
chr18	36742104	36742254	id-45904	1	+	NA	NONE	6
chr18	36786771	36786921	id-45905	2.44e-07	+	AATGTTTTCCCACTATATCCCACTAGAGGGAGGGG	Upstream_CTCF	12
chr18	36813023	36813173	id-45906	7.27e-06	+	TTGGGTCCGCCTTGATGCACCACTGGAGGGAGGGA	V_CTCF_BR	1
chr18	36854596	36854746	id-45907	1	+	NA	NONE	9
chr18	37066358	37066508	id-45908	6.49e-06	+	GCTGGAGAGCACAGACCCATCTCTAGGGGGCAGCT	Upstream_CTCF	25
chr18	37151578	37151728	id-45909	1.19e-06	-	TGGGTGTTGGTAAGATTGGACACCAGAGGGTGCTA	V_CTCF_BR	40
chr18	37193750	37193900	id-45910	1	+	NA	NONE	3
chr18	37261146	37261296	id-45911	8.98e-06	+	TTGCTTTAAAACCAAACAGACAGTAGGAGGCATGC	UpstreamP1_CTCF	7
chr18	37310727	37310877	id-45912	7.49e-05	-	AATCTTGCAAATCTCCTCACCAGAAGGTGGTGACT	V_CTCF_BR	9
chr18	37313019	37313169	id-45913	1	+	NA	NONE	25
chr18	37375445	37375595	id-45914	5.92e-05	+	CAACTTTAACTGCTTCCTGCTGACAGGGGGCACTG	V_CTCF_BR	18
chr18	37386574	37386724	id-45915	8.89e-06	-	CTTGCACTTCTTTCTCCTGCCAGCATGTGAAGAAG	Upstream_CTCF	15
chr18	37415421	37415571	id-45916	1	+	NA	NONE	24
chr18	37421548	37421698	id-45917	3.63e-05	-	GGGAAGACGCTTCATCTCATCCCTAGATGGCAGCA	V_CTCF_BR	35
chr18	37427394	37427544	id-45918	1.29e-05	-	GTCCACTTCCAGAGGACAGTCAGCAGGGGATGCCT	UpstreamP1_CTCF	1
chr18	37546388	37546538	id-45919	1.28e-08	-	TCAGCAGTTCAATCTCTCCCCACCAGGGTGAGCCG	Upstream_CTCF	35
chr18	37600061	37600211	id-45920	1.5e-05	-	ATGGCAGTGCTACTCAGTCCCAGAAGCTGTTGCTA	Upstream_CTCF	9
chr18	37739500	37739650	id-45921	4.7e-06	-	AAACAGCTTACATTTGCATCCTGTAGAGGGCAGTG	V_CTCF_BR	37
chr18	37759734	37759884	id-45922	3.36e-05	+	GTGTATTGAAGGTTTGTAACATGCAGGGGGAGTCT	UpstreamP1_CTCF	6
chr18	37873417	37873567	id-45923	1	+	NA	NONE	29
chr18	37993306	37993456	id-45924	1	+	NA	NONE	34
chr18	37995469	37995619	id-45925	4.14e-06	+	CCGAGATGCAGCTTGGGATCCTGGAGAGGGCAGGA	V_CTCF_BR	3
chr18	38001428	38001578	id-45926	3.4e-06	+	GCTCCATGAGCCTTCAGGGCCTGCAGGGGCAGCAG	V_CTCF_BR	9
chr18	38053742	38053892	id-45927	1	+	NA	NONE	2
chr18	38109597	38109747	id-45928	2.34e-06	+	AGGTAGTAACTATTTTGGGCCACAAGGTGTCTGTC	UpstreamP1_CTCF	23
chr18	38239966	38240116	id-45929	1	+	NA	NONE	5
chr18	38273637	38273787	id-45930	1	+	NA	NONE	9
chr18	38515501	38515651	id-45931	2.97e-06	+	AGTTCCTCATTTGTCCCAACCACTAGGGGGCTCTT	V_CTCF_BR	39
chr18	38537626	38537776	id-45932	4.1e-06	+	AGTGCAGTAAAAAGAATGCCCTCTAGCTGTAACAA	Upstream_CTCF	14
chr18	38602620	38602770	id-45933	1	+	NA	NONE	1
chr18	38676629	38676779	id-45934	2.6e-05	-	TTGTAATTTTTCTTTGGTGCCAGGTGGGTGCACTG	UpstreamP1_CTCF	29
chr18	38954902	38955052	id-45935	1.23e-05	-	CTGCAATTTGCAGTATCTGCCTCTGAGTGGAATGG	UpstreamP1_CTCF	7
chr18	38958746	38958896	id-45936	1	+	NA	NONE	31
chr18	38971721	38971871	id-45937	1	+	NA	NONE	39
chr18	38975801	38975951	id-45938	4.7e-05	-	AGATGAATTTATAATGTGAACAGTAGGGGGCCAGC	Upstream_CTCF	23
chr18	39112487	39112637	id-45939	2.96e-05	-	TTTCATTTACATTAAAAGTCCATCAGGTGTCAGCC	UpstreamP1_CTCF	25
chr18	39325525	39325675	id-45940	3.4e-06	-	TGTTCATTTGGGCAGTGCCCCACTAGATGGCAGGG	Upstream_CTCF	40
chr18	39344543	39344693	id-45941	1	+	NA	NONE	1
chr18	39348033	39348183	id-45942	1.55e-05	+	ATAATAAGAGGTGCTCTGTCCAGCGGGTGGTGCTA	V_CTCF_BR	27
chr18	39414861	39415011	id-45943	1	+	NA	NONE	2
chr18	39440355	39440505	id-45944	8.5e-06	-	ACAGCTCTTCCATTTCCATACTCTAGGAGTCAGCA	Upstream_CTCF	6
chr18	39479618	39479768	id-45945	5.38e-05	+	TCCCAGTTATGGTTTAGTGCCACCTGATGGTGGTT	V_CTCF_BR	17
chr18	39486754	39486904	id-45946	5.34e-06	-	CATGTTAATTTATTGCTAACCACTAGATGGCACTT	V_CTCF_BR	39
chr18	39518590	39518740	id-45947	6.49e-06	-	GCGTAATGTGTCCTGAATCCCACCAGGGGCAAACA	UpstreamP1_CTCF	28
chr18	39555279	39555429	id-45948	1	+	NA	NONE	3
chr18	39608315	39608465	id-45949	5.35e-09	+	AAGCAGTGTCACAGTTTAGCCAGCAGAGGGTGCAA	UpstreamP1_CTCF	40
chr18	39610674	39610824	id-45950	1.93e-05	+	TGTGATTCCCAGATGCCCACCAGCAGAGGGAGTGT	V_CTCF_BR	40
chr18	39632216	39632366	id-45951	8.21e-06	+	AGCTTTTGTTAACAGTTTTCCACTAGAGGGTGCTC	V_CTCF_BR	38
chr18	39633265	39633415	id-45952	1.38e-06	+	TGAAGTTTACTCAGCTTGCACAGCAGAGGGCGCTG	V_CTCF_BR	40
chr18	39652463	39652613	id-45953	1.06e-05	-	ATTATTGTACCACTGCACTCCAGTGGGGGGCGACA	Upstream_CTCF	30
chr18	39694413	39694563	id-45954	1.97e-06	+	AACCAGAAACAAAATCCTTCCACTAGATGGCGGTG	V_CTCF_BR	40
chr18	39721576	39721726	id-45955	3.55e-08	-	GTGCAGTTGGACCTACAAGCCAGAAGATGGAGCTT	UpstreamP1_CTCF	19
chr18	39766577	39766727	id-45956	4.01e-05	-	GGAGAAGCAGGCACCTTTTTCACTAGGAGGCAGAA	Upstream_CTCF	1
chr18	39854535	39854685	id-45957	1.71e-06	-	TCAGAGGTCTTCAACTTACCCACCAGGGGTCACCC	V_CTCF_BR	31
chr18	39878829	39878979	id-45958	6.17e-09	+	ATGCACCAGGGCTCCCTGGCCAGCAGATGGCGATG	UpstreamP1_CTCF	40
chr18	39981360	39981510	id-45959	4.5e-06	+	GCAACAGTGCCCTTCCAGGCCAGCAGGGTGAGTCC	Upstream_CTCF	15
chr18	40006662	40006812	id-45960	1	+	NA	NONE	2
chr18	40176279	40176429	id-45961	2.78e-09	+	ATGCAGTTCAACCTACAAGCCAGTAGATGGCACTT	UpstreamP1_CTCF	36
chr18	40200686	40200836	id-45962	4.88e-06	+	GTCCTATTCATCTCAGCTACCACTAGGAGCCAGAG	UpstreamP1_CTCF	6
chr18	40215474	40215624	id-45963	5.08e-05	+	AAATCAACTCTTGATTCTTCCTGAAGGGGTCACTG	Upstream_CTCF	13
chr18	40310362	40310512	id-45964	4.34e-05	-	GGAATAATACCATGTGTGTCCACTTGAGGGGGGTT	Upstream_CTCF	21
chr18	40440133	40440283	id-45965	1	+	NA	NONE	1
chr18	40536551	40536701	id-45966	1.38e-07	+	GGAGCAGTACCATCAATGGGCAACAGGAAGCAGTC	Upstream_CTCF	3
chr18	40636441	40636591	id-45967	3.81e-05	+	ATTTTAGGCTGAGAAATGACCAATAGGGGACAGTG	UpstreamP1_CTCF	1
chr18	40750686	40750836	id-45968	1	+	NA	NONE	12
chr18	40851915	40852065	id-45969	3.13e-10	-	CCTGTAGTACCAAACAAGACCACAAGATGGCAGGC	Upstream_CTCF	40
chr18	40857236	40857386	id-45970	1	+	NA	NONE	12
chr18	40976361	40976511	id-45971	1.26e-05	-	AGAGAAATATCAAATTAGTTCTCTAGGTGGCAGCA	Upstream_CTCF	35
chr18	41001030	41001180	id-45972	1.29e-05	-	CAGCCACTACTGCTTTTGCTCACAAGGAGGCAGTG	UpstreamP1_CTCF	22
chr18	41002606	41002756	id-45973	1	+	NA	NONE	22
chr18	41095570	41095720	id-45974	3.28e-07	+	TTGTAGTTTGGGATAGGAACCAGTAGAAGGCACTT	UpstreamP1_CTCF	6
chr18	41143903	41144053	id-45975	2.47e-05	-	TGTTTAATTCCTATTTGGGCCATGTGATGGCACTA	Upstream_CTCF	37
chr18	41151162	41151312	id-45976	3.28e-07	+	CGGTACCAAACCCCATCAACCAGTAGGTGGAGCTG	UpstreamP1_CTCF	39
chr18	41159501	41159651	id-45977	6.82e-05	-	GTAGCATCCATGGACTCTACCACTAGATGTCTATA	V_CTCF_BR	7
chr18	41167638	41167788	id-45978	5.24e-09	-	GCTGTACTTTTCTTGATAGCCACCAGGTGGCATAC	Upstream_CTCF	40
chr18	41176194	41176344	id-45979	5.12e-07	-	TAGCATTGGTGTACATTTTCCACTAGATGGCAATC	UpstreamP1_CTCF	40
chr18	41201021	41201171	id-45980	4.94e-06	+	AATGTGATTACTTCTTTGAACAACAGATGGCAGTA	Upstream_CTCF	37
chr18	41228112	41228262	id-45981	1	+	NA	NONE	24
chr18	41241576	41241726	id-45982	4.43e-05	+	TGTTACTTGTGGGATAGCTCCTCAAGGTGTCACCA	V_CTCF_BR	35
chr18	41369285	41369435	id-45983	8.99e-05	+	AAACTGCCATTGTAACTCCACACTTGATGGCAGTA	V_CTCF_BR	29
chr18	41385890	41386040	id-45984	5.38e-05	-	TGAACTCAGCTGATGCCCGCCCACAGAGGGAGCAT	V_CTCF_BR	4
chr18	41536863	41537013	id-45985	3.16e-05	+	CTAGCAGTACGCCGAAAGTCAGAAAGGAGGAGCCC	Upstream_CTCF	33
chr18	41678585	41678735	id-45986	3.31e-06	+	TTGTAGTTTGGTTTGTGATCCAGTAGATGGTGCTT	UpstreamP1_CTCF	30
chr18	41678847	41678997	id-45987	1.64e-05	+	CACACATTTCCAGGCTGACCCTGCAGAGGGAGACA	V_CTCF_BR	33
chr18	41710436	41710586	id-45988	9.51e-07	+	TTAGGTCTAGCCTCCTCAGCCACTAGGGGTCAGAA	V_CTCF_BR	39
chr18	41809841	41809991	id-45989	8.16e-07	+	CACCAGGCCCGGCCTGTTGCCTGCAGGAGGAGCTG	V_CTCF_BR	17
chr18	41858504	41858654	id-45990	1	+	NA	NONE	4
chr18	41905987	41906137	id-45991	1.28e-06	-	GTCAGTGCTTGAAAACTCGCCTACAGGGGGCAGCA	V_CTCF_BR	38
chr18	42038950	42039100	id-45992	1	+	NA	NONE	23
chr18	42116467	42116617	id-45993	1	+	NA	NONE	13
chr18	42159097	42159247	id-45994	8.34e-07	+	ATGCATTAACCCACTTAGCCCACTAGGGGTTCCCT	UpstreamP1_CTCF	39
chr18	42178585	42178735	id-45995	4.01e-05	-	GCCAGGCCTTTGGTGCTTTCTTCTAGGGGGCACCT	V_CTCF_BR	14
chr18	42218289	42218439	id-45996	1.61e-05	-	CTGTGCTCACATAGGATGACCACTAGGGAAAGCTG	UpstreamP1_CTCF	10
chr18	42234783	42234933	id-45997	4.21e-05	+	AGGAGAATTGTACTTATCCCAAGTAGAGGGCAGCA	V_CTCF_BR	12
chr18	42253018	42253168	id-45998	2.5e-05	+	AGGCAAGAGTCAGTATGGCCCTGGAGAGGGAGACA	UpstreamP1_CTCF	7
chr18	42258971	42259121	id-45999	1	+	NA	NONE	38
chr18	42259332	42259482	id-46000	1.47e-05	-	CCGTCACCCCGCGATCTTCCTCGCAGGGGGCGCCG	V_CTCF_BR	17
chr18	42260813	42260963	id-46001	1	+	NA	NONE	22
chr18	42266298	42266448	id-46002	2.96e-05	-	GCTGGGTGCAACTAGCTGGCCACCTGGAGGTGACA	V_CTCF_BR	7
chr18	42324413	42324563	id-46003	1	+	NA	NONE	6
chr18	42414974	42415124	id-46004	4.88e-05	+	GAGATTGGATTTTACAGAGCAGCTAGAGGGAGCCA	V_CTCF_BR	11
chr18	42467163	42467313	id-46005	1	+	NA	NONE	10
chr18	42475530	42475680	id-46006	4.21e-05	-	TAACACCATTGCCACCTTCCCACTGGGAGGCAGCA	V_CTCF_BR	38
chr18	42479886	42480036	id-46007	1	+	NA	NONE	24
chr18	42481362	42481512	id-46008	1.69e-05	-	CTGAAGTGCTGCCCCTCGGTGGCCAGAAGTCACTC	UpstreamP1_CTCF	35
chr18	42507227	42507377	id-46009	1	+	NA	NONE	8
chr18	42518097	42518247	id-46010	8.89e-06	-	CCAGCCTTTGTTATCCTCCCCAGAGGAGGGAAGCC	Upstream_CTCF	1
chr18	42548449	42548599	id-46011	2.27e-05	-	CCTTTGCTCCTAGTGGTCTCCTCTTGCTGGCAGCG	V_CTCF_BR	15
chr18	42553362	42553512	id-46012	2.74e-08	-	CTCTCACTTGGAATGGCAGCCTCCAGAGGGCAGCA	V_CTCF_BR	34
chr18	42594317	42594467	id-46013	2.81e-06	-	AATGCGCTGCCCTGATCCAACAGCAGGAGGATGTA	Upstream_CTCF	28
chr18	42604879	42605029	id-46014	1.17e-05	+	GAGCCCAATGTGAAGGGAGCCGCCTGGAGGCACTA	V_CTCF_BR	8
chr18	42606274	42606424	id-46015	3.24e-06	-	CTTGCTGTGCCTAGTGTCACATACAGAGGGTGGCA	Upstream_CTCF	8
chr18	42637051	42637201	id-46016	4.5e-05	-	CTGCTAGTGAGGCCTCTGCAAGGTAGGGGGCATCT	UpstreamP1_CTCF	9
chr18	42643823	42643973	id-46017	1.08e-05	+	CTGAGCTTCACCGCAGCTCCCACCACGCGGCGCTT	UpstreamP1_CTCF	1
chr18	42749726	42749876	id-46018	2.2e-06	-	GGTGCTGTTTTCCTAATGGCCTGATGGTGCAAGTG	Upstream_CTCF	22
chr18	42751678	42751828	id-46019	2.84e-05	-	TTTCACTACTTAGCTTTCACCACCAGGTCCTAATA	UpstreamP1_CTCF	6
chr18	42792808	42792958	id-46020	4.68e-07	-	GAGCAGAAAGTTGGATCCCCCACTAGATGGCGCCA	V_CTCF_BR	40
chr18	42835125	42835275	id-46021	2.01e-05	-	CCAGCAGTAGGAAGAGAAAACAGCAGGGTGCTACA	Upstream_CTCF	15
chr18	42855603	42855753	id-46022	1.04e-10	+	CCTGCAGTTCTGTTCTCTACCACTAGGTGGAAGTA	Upstream_CTCF	38
chr18	42862478	42862628	id-46023	1.16e-05	+	AAAGTAGATCCTGTGCCAGACGGTAGAGGGCAATG	Upstream_CTCF	24
chr18	42864239	42864389	id-46024	5.38e-05	+	GGCTTTTGACTTGGTTTGGCCAATGGGAGGCACTG	V_CTCF_BR	7
chr18	42896216	42896366	id-46025	1.64e-07	+	GAGGCAGAGCAAATGATGGCCACCAGGAGGCTGCC	Upstream_CTCF	22
chr18	42921535	42921685	id-46026	3.56e-05	-	GCAGGGAGCCGAGACCACACCACTAGGTGGCCAAG	Upstream_CTCF	30
chr18	42936042	42936192	id-46027	3.63e-06	-	ATCCTTTTGAATTTTTGGACCACCAGAGGTCACAC	V_CTCF_BR	14
chr18	42964487	42964637	id-46028	1.52e-07	-	GTAGTTGGCTACATACCATCCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr18	42966358	42966508	id-46029	2.58e-05	-	ACAGAGGGAATGCTTGGGTCCATTAGGGGGCGCCG	Upstream_CTCF	40
chr18	43021192	43021342	id-46030	8.21e-06	-	ATTTGAATATCATGCCCCTCCACAAGAGGGCACAT	V_CTCF_BR	34
chr18	43106103	43106253	id-46031	1	+	NA	NONE	25
chr18	43151811	43151961	id-46032	1.72e-06	+	ACAGTTATACCTGCTTGCTCCTCCAGGGGCAGTGG	Upstream_CTCF	39
chr18	43169731	43169881	id-46033	1	+	NA	NONE	7
chr18	43181160	43181310	id-46034	1.63e-05	+	TGAGCTTTATCCTAACTTACCACATGGAGGTGCTG	Upstream_CTCF	9
chr18	43199661	43199811	id-46035	1	+	NA	NONE	9
chr18	43201051	43201201	id-46036	5.93e-10	+	ATGCTGTATCACCTCTTGGCCACCAGAGGGAGAGA	UpstreamP1_CTCF	40
chr18	43209151	43209301	id-46037	1	+	NA	NONE	2
chr18	43240924	43241074	id-46038	1	+	NA	NONE	1
chr18	43241863	43242013	id-46039	4.01e-05	+	GCTGCTTCTCCATCCTGAGCCAGAGGGAAGGGACA	Upstream_CTCF	7
chr18	43245188	43245338	id-46040	6.17e-09	+	CTGCTATTCTCACACTTGACCACAGGAGGGAACCA	UpstreamP1_CTCF	40
chr18	43268850	43269000	id-46041	1	+	NA	NONE	7
chr18	43271342	43271492	id-46042	1.71e-06	+	TTATGAAACTTTCACACTGTCAGCAGAGGGCGCCA	V_CTCF_BR	40
chr18	43302979	43303129	id-46043	3.22e-07	+	CCTGTGGTCTGGCGGGTGTCCAGCGGGTGGAGCCA	Upstream_CTCF	40
chr18	43313597	43313747	id-46044	1.16e-05	+	CCTGTCTTTAGCCGTGACACCTGTAGAGGGAGTCA	Upstream_CTCF	20
chr18	43318705	43318855	id-46045	8.58e-08	+	GCTGTGGTCCTTGCCATCCCCAGTAGGAGGCAAGG	Upstream_CTCF	24
chr18	43346150	43346300	id-46046	1	+	NA	NONE	19
chr18	43366754	43366904	id-46047	1.73e-05	+	AGTCATACAACCGGTACAGCCACAAGGGGCAGCCT	V_CTCF_BR	12
chr18	43383298	43383448	id-46048	3.11e-05	+	AGTATACAACAGCAAGCAGGCTCCAGGGGGAAGTT	V_CTCF_BR	7
chr18	43387291	43387441	id-46049	1.95e-07	-	TGTGCTGGTTGGCCTCCTGCCAGGAGGTGGCGCTT	Upstream_CTCF	20
chr18	43408060	43408210	id-46050	8.98e-06	+	CTGCTCCACCACCGTGTGTGCACCAGAGGCTCTGT	UpstreamP1_CTCF	9
chr18	43417689	43417839	id-46051	2.1e-05	-	CAGAAGTAGCGGCGGTCGTCAGCCAGGGCGAGGCG	UpstreamP1_CTCF	30
chr18	43419510	43419660	id-46052	4.02e-07	-	GAAGCCTTCTCCAGATGCCCCACCAGAGGGAGGCA	Upstream_CTCF	40
chr18	43430035	43430185	id-46053	2.93e-07	-	CTGCAGGCTCCAGACTTCACCACAGGGTGGCCAAC	UpstreamP1_CTCF	40
chr18	43460030	43460180	id-46054	3.99e-12	-	GCTGCTGCGCCCCCAGCTGCCAGCAGGGGGCAGCG	Upstream_CTCF	40
chr18	43490492	43490642	id-46055	3.12e-08	-	AAGCAAGGCCCTCCGTGTTCCAGCAGAGGGCAGTG	UpstreamP1_CTCF	40
chr18	43496393	43496543	id-46056	1.38e-06	-	GTGTCACACAACAGGTCACCCACAAGGTGGCACAG	V_CTCF_BR	28
chr18	43504891	43505041	id-46057	2.6e-07	+	CTTGCTCAGAGTCACACAGCCAGAAGGTGGCAGAA	V_CTCF_BR	30
chr18	43554159	43554309	id-46058	2.83e-07	-	TTTCACCAAGCAGGCATTGCCACCAGATGGCAACA	V_CTCF_BR	40
chr18	43620959	43621109	id-46059	9.84e-05	+	ACCCTGATAGCTCTTCCTACCACCAGTTAGCGCTA	V_CTCF_BR	1
chr18	43626209	43626359	id-46060	1.21e-05	+	CCCGCAGTCTCCAAAGCCACCAACAGGGTTACGGG	Upstream_CTCF	7
chr18	43641561	43641711	id-46061	1.16e-05	-	TCAGCACTTCCGCAGATGGCCAGATCTGGGCACTG	Upstream_CTCF	1
chr18	43652394	43652544	id-46062	2.23e-06	-	TTCCAATACCCAAAGACTTCCAGAAGGAGGCAGCT	UpstreamP1_CTCF	27
chr18	43653824	43653974	id-46063	1.38e-07	-	TTTGCAATTAAAAACTTTGTCACCAGATGGCGGAA	Upstream_CTCF	39
chr18	43677986	43678136	id-46064	2.66e-05	+	CGCCACAGCCCCTCGCCCTCCTGCAGAGAGCGCCC	V_CTCF_BR	22
chr18	43728826	43728976	id-46065	1.82e-07	+	TTGACATATATAATTTTAGCCACCAGAGGGCAGTC	V_CTCF_BR	40
chr18	43753393	43753543	id-46066	1.38e-09	+	CCCAGCGGGCCACGTCCCACCAGCAGGTGGCGGTC	V_CTCF_BR	40
chr18	43753819	43753969	id-46067	1.73e-05	+	GAGGAGCGCGGGTTCCATCGCGCCAGATGGCGCTG	V_CTCF_BR	36
chr18	43754805	43754955	id-46068	5.28e-05	-	AAGGTAGTGGAAGCGCCGAGAGGCAGGCGGCGCCA	Upstream_CTCF	30
chr18	43793433	43793583	id-46069	9.39e-07	-	AATGTAACACCTCTGAAAGCCAACAGAGGGAGTAA	Upstream_CTCF	38
chr18	43844414	43844564	id-46070	1	+	NA	NONE	13
chr18	43861237	43861387	id-46071	4.33e-10	+	GATGCAGTCCCGGCAGTGCCCAGCAGAGGCCAACC	Upstream_CTCF	40
chr18	43871085	43871235	id-46072	5.28e-05	-	AGAGGAAGTGTGACAGGGGGCAGCAGAGGAAAGGG	Upstream_CTCF	7
chr18	43900395	43900545	id-46073	3.56e-05	-	GGGTTAATACCATTACCTACCACAGGAGGCTGGTG	Upstream_CTCF	24
chr18	43918290	43918440	id-46074	1.26e-07	-	AGCTTTAACTGGCTCACAGCCTGCAGAGGGCACAG	V_CTCF_BR	4
chr18	43924085	43924235	id-46075	6.51e-07	+	GCTGCTGACTCAGCACCAGCCTGCAGGTGGAGAGG	Upstream_CTCF	5
chr18	43949418	43949568	id-46076	3.11e-05	-	TAAAGCAACACCTCACTGACCAGCAGAGGGATTCT	V_CTCF_BR	21
chr18	43973319	43973469	id-46077	4.21e-05	+	GCAGGCCTGAGGGCAGACGCCAGAAGGGTGCGCTG	V_CTCF_BR	30
chr18	43988409	43988559	id-46078	1	+	NA	NONE	31
chr18	44001440	44001590	id-46079	1	+	NA	NONE	4
chr18	44026018	44026168	id-46080	2.19e-05	+	TAGGTGATATTGTATTCTTCCACCAGAGAGCACTA	Upstream_CTCF	6
chr18	44038564	44038714	id-46081	2.72e-06	+	CTGCTCTGGCCACCTGCAGGCAGAAAGTGGGGGAA	UpstreamP1_CTCF	3
chr18	44045340	44045490	id-46082	1.1e-06	+	AGCCACCAGCAGTCCCTGTCCAGCAGGGGGCTGGT	V_CTCF_BR	38
chr18	44061151	44061301	id-46083	6.86e-07	-	GCAGAAATACCACCTTCGTCCAGAAGGGGGACTTT	Upstream_CTCF	40
chr18	44087304	44087454	id-46084	1	+	NA	NONE	5
chr18	44097453	44097603	id-46085	1.03e-05	-	TTGTACTTACACAGCTTAACCTAAGGAGGGCAATA	UpstreamP1_CTCF	6
chr18	44098521	44098671	id-46086	3.09e-07	-	ATCTGCCCGGGTCTAACAGCCAGCAGGTGGCAGGT	V_CTCF_BR	26
chr18	44106470	44106620	id-46087	1.39e-05	+	TGGAAACTGCACTCAGTGGTCTACAGAGGGCACTC	V_CTCF_BR	2
chr18	44107232	44107382	id-46088	1.92e-06	+	ATGCATTTACCAGGCATCAACACCAGGCGTCAACT	UpstreamP1_CTCF	11
chr18	44135811	44135961	id-46089	4.34e-07	+	ATGTGGCAGCTGTGAGCCTCCACCAGGGGTCAGCA	UpstreamP1_CTCF	40
chr18	44203084	44203234	id-46090	2.15e-05	-	TGTTTATTATGACAGTTATCCAACAGATGGCAGTA	V_CTCF_BR	24
chr18	44226554	44226704	id-46091	5.67e-06	-	GCAGCAATGAGCGCTGCGGGCTGATGGGGGCAGAG	Upstream_CTCF	1
chr18	44238290	44238440	id-46092	1	+	NA	NONE	38
chr18	44243274	44243424	id-46093	5.93e-06	-	AGAGTAATTTGCTGGGCGGCCAGTAGGGGTATGAT	Upstream_CTCF	16
chr18	44257743	44257893	id-46094	1.28e-06	+	ACTAGTACCCAGAGGGCTTCCAGTAGAGGGCTCTG	V_CTCF_BR	29
chr18	44295199	44295349	id-46095	4.14e-06	+	CTGGACGATGGCATTCGGGACTGCAGGGGTCGCAC	V_CTCF_BR	3
chr18	44335095	44335245	id-46096	2.96e-05	-	GGTGGGAGGGTGAGGATCGCTGCTAGGTGTCGCTG	V_CTCF_BR	19
chr18	44352457	44352607	id-46097	1	+	NA	NONE	6
chr18	44373666	44373816	id-46098	5.26e-07	-	GTGGCAATTATCTCACTGCCCAGCAGAGGCAGCTT	Upstream_CTCF	34
chr18	44470849	44470999	id-46099	9.81e-06	-	GTGGACGCAAGCATGACCTCCTGATGAGGGCGCTG	V_CTCF_BR	1
chr18	44527379	44527529	id-46100	6.23e-05	-	CTGTGGAAAGAATTGCTGGCCAGTAGCAGGTGATA	UpstreamP1_CTCF	1
chr18	44530138	44530288	id-46101	6.51e-05	+	GCCTTATTTTTTGTTTTAGTCCCTAGATGGCGCTA	V_CTCF_BR	39
chr18	44562778	44562928	id-46102	7.27e-06	-	GAGCACAAAACAAAGGCTACCAAAAGGTGGCAGCA	V_CTCF_BR	40
chr18	44576873	44577023	id-46103	2.31e-07	+	CATGCATTTTTCCTTTCTGCCACGAGATGGCTCTT	Upstream_CTCF	40
chr18	44610548	44610698	id-46104	1.69e-05	-	TTGCTATAGCAATGTTACACCAGCAGGAGAGGGTT	UpstreamP1_CTCF	17
chr18	44626715	44626865	id-46105	1.09e-06	+	TGTGTAAAAATCCCTCTCACCAGCAGATGGAGCCT	Upstream_CTCF	40
chr18	44676355	44676505	id-46106	1	+	NA	NONE	17
chr18	44702622	44702772	id-46107	1	+	NA	NONE	33
chr18	44718377	44718527	id-46108	2.37e-05	-	TCAGTAGAAATGGCATACACAACCAGAGGGAGCTA	Upstream_CTCF	12
chr18	44731404	44731554	id-46109	1.24e-05	-	AACCTGGCTTCATGACTAGCCACCAGGGGACAGCA	V_CTCF_BR	40
chr18	44742032	44742182	id-46110	2e-06	+	ACTGCAGAATTCTGGAAAAACAGCAGAGGGCACTT	Upstream_CTCF	40
chr18	44773795	44773945	id-46111	4.33e-10	+	GCTGCAGTCCCCGCCGCTGCCGCCCGGGGGCGACT	Upstream_CTCF	30
chr18	44786819	44786969	id-46112	1.32e-05	+	CGGGAAGTTACTAGGCTCGCCCGCGGGAGTCGCTG	Upstream_CTCF	6
chr18	44787727	44787877	id-46113	6.51e-07	-	CTCGCCCTGCCCTGCCTGACCAACAGGCGGCGTCA	Upstream_CTCF	22
chr18	44789751	44789901	id-46114	1.1e-05	-	CAGGAGAAGTTTCCTGCCGCTCCTAGGGGGCGCCA	V_CTCF_BR	24
chr18	44809983	44810133	id-46115	1.73e-06	-	TTGGAGGCCATCATGGTTTCCACTAGGGGGCAAAG	UpstreamP1_CTCF	40
chr18	44871831	44871981	id-46116	2.11e-06	-	ATAGCCAGTGCCCCACTGACCTCCAGTGGCCACCA	V_CTCF_BR	2
chr18	44924170	44924320	id-46117	8.02e-08	+	CTGCAATTTGGCTATGCTGCCATAAGGGGGCGATA	UpstreamP1_CTCF	33
chr18	44948983	44949133	id-46118	4.85e-07	-	CTGCAGCCAGCCCGGGCTGCCGCTGGGTGGCCACT	UpstreamP1_CTCF	10
chr18	44973173	44973323	id-46119	3.88e-06	-	TGACCCTCTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	4
chr18	45058335	45058485	id-46120	8.89e-06	-	CACGAAATGTCCAAAATGCCCCTTAGGGGGCAGTG	Upstream_CTCF	20
chr18	45072111	45072261	id-46121	8.21e-06	+	ATGTAAAGAGGTGGTGTTACCAGTGGAGGGAGCAA	V_CTCF_BR	7
chr18	45083667	45083817	id-46122	1.97e-06	-	AGCCGAGGCACACAGATGACAGCCAGAGGGCAGCG	V_CTCF_BR	6
chr18	45122613	45122763	id-46123	7.42e-09	+	AGTGACCACGATTGACCGGCCAGTAGGGGGCAGTC	V_CTCF_BR	34
chr18	45128115	45128265	id-46124	3.5e-05	-	GTCTAATGTCTGCTCTGTTCCTGCAGGGGGGTGTA	UpstreamP1_CTCF	4
chr18	45184977	45185127	id-46125	8.99e-05	+	GGAGGTGGAGGCTGCAGTGAGCCTAGATGGCGCCA	V_CTCF_BR	3
chr18	45245611	45245761	id-46126	2.5e-09	-	TTGGGTGCAGGCTGTGTGGCCAGCAGGGGGAGGTG	V_CTCF_BR	7
chr18	45257224	45257374	id-46127	1	+	NA	NONE	4
chr18	45275649	45275799	id-46128	1.01e-09	-	GGTCAGTGCGGCATCGCGGACACCAGGGGGCGCCA	V_CTCF_BR	40
chr18	45281025	45281175	id-46129	1.38e-09	-	TCGCACTGCATGGGACCCACCAGCAGAGGGCGCCA	V_CTCF_BR	40
chr18	45282874	45283024	id-46130	1.64e-07	-	GCTGTCAGGCTGCAGGCTGCCACTAGGTGGTGCTA	Upstream_CTCF	40
chr18	45284492	45284642	id-46131	3.03e-05	-	AGCGTAGTTCACTTTCTAGTCTCTAGATGGAGACT	Upstream_CTCF	39
chr18	45299120	45299270	id-46132	7.97e-09	+	GGTGCTATGCACCCCACCACCAGAAGGCGGCGCCC	Upstream_CTCF	40
chr18	45302458	45302608	id-46133	6.21e-05	+	TCATGTATTCCTTGGTTGTTCGCTAGATGGCAGGC	V_CTCF_BR	31
chr18	45391420	45391570	id-46134	7.15e-05	+	TCCATCTTCACTGATATATCCAGGAGGTGGCGTTT	V_CTCF_BR	3
chr18	45403294	45403444	id-46135	3.71e-05	+	AAAACACTACCAACTTTGGGCAAAAGGTGGCTCGC	Upstream_CTCF	12
chr18	45425574	45425724	id-46136	1.14e-06	+	TTGCTGTGACTATGAAATTCCAGAAGGAGGTGCCC	UpstreamP1_CTCF	11
chr18	45458204	45458354	id-46137	3.63e-05	+	CCCCAACTTGCACATCTGCCCTACAGGAGGCAGCA	V_CTCF_BR	27
chr18	45459143	45459293	id-46138	3.5e-05	+	GTGAAGGACACCCAGGAAGCCATTTGGTGGAGCTG	UpstreamP1_CTCF	14
chr18	45523994	45524144	id-46139	5.97e-08	-	TGTGCTGCTTCCATTGCAGCCACATGGGGGCGCTG	Upstream_CTCF	40
chr18	45534580	45534730	id-46140	5.97e-08	+	TGCGCACTGCGAGCGGCGGCCACGCGGGGGCGCTG	Upstream_CTCF	36
chr18	45534922	45535072	id-46141	5.68e-06	-	GACCCCGGGAGAAAAACCGCCCCTGGAGGGCGCGC	V_CTCF_BR	24
chr18	45546756	45546906	id-46142	1	+	NA	NONE	7
chr18	45549133	45549283	id-46143	1.1e-06	-	TTGTGTACTAAAGAATTTTCCAGCAGAGGGCAGTA	V_CTCF_BR	40
chr18	45550275	45550425	id-46144	2.6e-07	+	AGGAGCAGGGTGGCAAAGGCCAGGAGAGGGAGCCA	V_CTCF_BR	39
chr18	45554592	45554742	id-46145	1.03e-06	-	GGCCGCTGTTCATGTCTGGACTCCTGGGGGCGCTA	V_CTCF_BR	26
chr18	45557486	45557636	id-46146	6.46e-07	+	GGCTCCTGGTGTCTCCTGGCCACTAGAGGTCTCAC	V_CTCF_BR	40
chr18	45564105	45564255	id-46147	2.83e-07	+	GGAGGCAGAGCCTGCGTTGGCAGGAGAGGGCGCTC	V_CTCF_BR	36
chr18	45576296	45576446	id-46148	4.14e-06	-	CCCACCTCAGCCACTAATTCCACCAGGTGGCTGTG	V_CTCF_BR	2
chr18	45631802	45631952	id-46149	2.4e-05	-	CATGTTTGGAATTGTCCCACCACTGGGAGGCACTA	V_CTCF_BR	21
chr18	45650838	45650988	id-46150	2.02e-06	-	CCCTAGTAATCCTCACAGAACAGCAGGGGGCAATG	UpstreamP1_CTCF	2
chr18	45660199	45660349	id-46151	1	+	NA	NONE	7
chr18	45662489	45662639	id-46152	3.1e-07	+	CTGCAGGAACTCAGGCGCTCCAGTGGGTGACGCCG	UpstreamP1_CTCF	7
chr18	45705473	45705623	id-46153	2.66e-05	-	AGTGAAAACATCAGGCCAACCTCTGGGTGGCTCTA	V_CTCF_BR	5
chr18	45736505	45736655	id-46154	5.3e-05	-	GTGCCATTTTACATTCCTACCAGCAGTGTGTGAAA	UpstreamP1_CTCF	16
chr18	45745862	45746012	id-46155	8.16e-07	+	GGAAAGGATTCAGGCCTAGGCAGCAGGTGGCAGAG	V_CTCF_BR	7
chr18	45756180	45756330	id-46156	3.31e-06	-	CTGCAGGGCACATTCCCCACCACGTGGAGGCCAAA	UpstreamP1_CTCF	18
chr18	45756976	45757126	id-46157	1.09e-06	+	GGTGCAAGGATGTGAGCTGCCAGTGGGTGGGGCTG	Upstream_CTCF	40
chr18	45822039	45822189	id-46158	2.27e-05	+	GAATTCACAAGGAGCTGAAACTCTAGGTGGCAGGC	V_CTCF_BR	38
chr18	45844453	45844603	id-46159	2.1e-05	-	CTGCTGTCATCAATAGGGGGTGGCAGAGAGCAGAA	UpstreamP1_CTCF	36
chr18	45862803	45862953	id-46160	6.82e-05	+	TGAAGATAGAAGCTTGAAGCCTCCAGAGGCCTGAC	V_CTCF_BR	22
chr18	45867018	45867168	id-46161	4.31e-05	+	TTGGGGTTGAAACATATTCACAGCAGATGGTGCTG	UpstreamP1_CTCF	6
chr18	45872128	45872278	id-46162	1.55e-05	-	TGATTTGCCCAAGTTCCCACAGCCAGATGGCAGCA	V_CTCF_BR	37
chr18	45937191	45937341	id-46163	9.71e-06	-	TAATCCGTAGCCAGAATGGGCACTAGGCGGCCGGG	Upstream_CTCF	21
chr18	45938851	45939001	id-46164	1	+	NA	NONE	40
chr18	45946107	45946257	id-46165	2.89e-07	-	ACTGCAGCTGCCTTTCCTACCAGGTGGTGGCGAGA	Upstream_CTCF	24
chr18	45971954	45972104	id-46166	1.67e-08	+	GCTGCTATTGTGTCCTCCTCCAGCAGGGGTCAGCA	Upstream_CTCF	40
chr18	45973085	45973235	id-46167	1.61e-09	-	AGGCTCTCCAGCCGACAGGCCACCAGAGGGCACCC	V_CTCF_BR	40
chr18	45979737	45979887	id-46168	1.65e-07	-	GTGCCAGGCTCGGTGCCAGCCCCCAGGGGGCTCTC	UpstreamP1_CTCF	6
chr18	45991700	45991850	id-46169	9.49e-08	-	CCAATTAAATTCACAGCCACCACCAGAGGGCACAG	V_CTCF_BR	40
chr18	46002368	46002518	id-46170	4.11e-07	+	GAGCACTTGCTATCAGCTCCCACTAGGTGTCTCTG	UpstreamP1_CTCF	40
chr18	46016646	46016796	id-46171	5.13e-05	-	TGAATGAATATGCTAAGTACCGAAAGGGGGCAGTG	V_CTCF_BR	0
chr18	46065127	46065277	id-46172	4.68e-05	+	CTGCGCCAGCGCCGTGGGGTCGCTGGGCGGCGGGT	UpstreamP1_CTCF	4
chr18	46066749	46066899	id-46173	7.12e-06	+	GTGCCGGTGCCTGGATGTGGCCGGAGGGGGCGTCC	UpstreamP1_CTCF	38
chr18	46068948	46069098	id-46174	6.8e-06	+	TTGCAATGCAATAACACAGCCTACAGGAGGGAACA	UpstreamP1_CTCF	9
chr18	46100220	46100370	id-46175	1	+	NA	NONE	11
chr18	46115568	46115718	id-46176	1	+	NA	NONE	5
chr18	46131938	46132088	id-46177	2.1e-06	-	GATGCCTTGCAGCAGAGAGCCCACAGGGGGCAGCT	Upstream_CTCF	40
chr18	46133539	46133689	id-46178	1	+	NA	NONE	13
chr18	46141975	46142125	id-46179	1	+	NA	NONE	1
chr18	46166224	46166374	id-46180	7.55e-07	-	CCGCCCAGCTTTGATCCCTCCAGTAGGGGGCAACA	V_CTCF_BR	39
chr18	46167000	46167150	id-46181	4.71e-06	+	CCTGCATTCTGCCAAGCAACCTCTGGGTGGTGGGT	Upstream_CTCF	16
chr18	46175813	46175963	id-46182	4.01e-05	+	GTTGCCTCTGTAGACTCCACCTCTGGGGGCAGCGC	Upstream_CTCF	15
chr18	46188814	46188964	id-46183	1	+	NA	NONE	9
chr18	46190738	46190888	id-46184	8.35e-11	-	CTGCAGGTCCCAGGTGGCACCACTAGAGGGCGAGG	UpstreamP1_CTCF	40
chr18	46194151	46194301	id-46185	2.68e-05	-	GTCACAGTTCCTGGTCTGGCCATGAGGTGGCCACA	Upstream_CTCF	40
chr18	46195397	46195547	id-46186	1.85e-05	-	AGGGCTGGGTGCCGGAGCACCACTGGGGGCAGCAC	Upstream_CTCF	25
chr18	46201715	46201865	id-46187	1.67e-07	+	GCTGTATGGTGGTGTGCTCCCACTAGAGGGCACCA	V_CTCF_BR	40
chr18	46203257	46203407	id-46188	1.82e-07	+	AAGGAATGGCCTGGCAGCCCCAGCAGGTGGCGCTG	V_CTCF_BR	39
chr18	46206786	46206936	id-46189	1.61e-05	+	GCTCAGGGTTGAGAAGAGGCCAGCAGGGGTGCCCG	UpstreamP1_CTCF	5
chr18	46207334	46207484	id-46190	1.23e-05	+	CGGCTCCCAGGCTGACCCGCCGGCAGGCGGCCCCC	UpstreamP1_CTCF	9
chr18	46238377	46238527	id-46191	5.41e-06	+	TGTGTGTTTTGAGACATGGCCTCCAGGAGGCTCCT	Upstream_CTCF	40
chr18	46261538	46261688	id-46192	2.18e-07	+	ATCCGTCTCTGCAATGGGGCCAGCAGAGGGCAAGG	V_CTCF_BR	5
chr18	46276151	46276301	id-46193	2.97e-06	+	GCTCGGGGGATGCCCAGAGCCACCAGCAGGCTGTA	V_CTCF_BR	14
chr18	46287958	46288108	id-46194	1	+	NA	NONE	0
chr18	46295754	46295904	id-46195	1.72e-06	-	TCAGCATGGGGACAGATGGCCCACAGGGGGCAGGG	Upstream_CTCF	29
chr18	46300451	46300601	id-46196	1	+	NA	NONE	2
chr18	46303549	46303699	id-46197	1.47e-10	+	TGCTGGGTGGGCAGGGCGGCCTGCAGGGGGCACCA	V_CTCF_BR	40
chr18	46303864	46304014	id-46198	1	+	NA	NONE	0
chr18	46304269	46304419	id-46199	5.21e-08	+	ACAGGCATGCCTTGAGTCACCAGCAGTGGGCAGCC	V_CTCF_BR	23
chr18	46305153	46305303	id-46200	9.84e-05	+	CGCATCGGGACACATCAGTCCAGCAGGTCGCGCTG	V_CTCF_BR	3
chr18	46351965	46352115	id-46201	3.88e-07	+	GAGCAGGGCATTCAGCTACCCAGCAGAGGCCAGGG	UpstreamP1_CTCF	7
chr18	46355083	46355233	id-46202	8.16e-07	+	ATCCCTGTTCTCTGCGTTCCCTGCAGAGGGCACAA	V_CTCF_BR	17
chr18	46385862	46386012	id-46203	3.71e-05	+	CCAGAAACTGACAGCCTGACAGCCAGGGGGCCTGG	Upstream_CTCF	10
chr18	46402627	46402777	id-46204	2.37e-05	-	CCTGTGGAGCTTGTTCCCGCCACAGGAGGGGCCAG	Upstream_CTCF	27
chr18	46414531	46414681	id-46205	4.31e-07	-	CAGCCCCGTCCTGCCTCTCCCGGCAGGTGGCGGGC	V_CTCF_BR	4
chr18	46423547	46423697	id-46206	1.15e-07	-	CCTGGACCCCTTACCCTGGCCACAAGGGGGAGAGT	Upstream_CTCF	32
chr18	46424149	46424299	id-46207	3.63e-05	-	GCAGGTCCTAAGAAAGCATCCTGCAGAGGCAGGAG	V_CTCF_BR	8
chr18	46429020	46429170	id-46208	3.42e-05	-	GCTGCAATTAACTCGCTGGGCAGCGTGGGCAAGTC	Upstream_CTCF	3
chr18	46429660	46429810	id-46209	6.82e-05	-	GGACAGTGGTCACATCCTGTTTCTAGGGGGCAGCA	V_CTCF_BR	5
chr18	46439660	46439810	id-46210	3.56e-06	-	GGTGCCCCATGAGGGACTGCCACCAGGTGTCCTCC	Upstream_CTCF	31
chr18	46451065	46451215	id-46211	4.7e-05	-	TGTGTGCTTAGAGATAGTCCCGGCAGGAGGAGACT	Upstream_CTCF	13
chr18	46459969	46460119	id-46212	7.61e-08	+	CCTGGACTCCCCACGGAGGACACAAGAGGGAAGCC	Upstream_CTCF	5
chr18	46464051	46464201	id-46213	5.92e-05	+	CCGTCATTTCTCACAGTGGCCTGCAGGGTACTAAG	Upstream_CTCF	33
chr18	46474910	46475060	id-46214	1	+	NA	NONE	13
chr18	46476011	46476161	id-46215	1.18e-05	-	GTGCGTTTGTGCAGCCATCCCTCCAGGGGGAGTGT	UpstreamP1_CTCF	30
chr18	46476341	46476491	id-46216	1.03e-09	+	CTGCAGTCCAGGCGGCCGGGCAGCAGGAGGCACGC	UpstreamP1_CTCF	29
chr18	46478099	46478249	id-46217	3.06e-08	-	CGGCAGAAGGACCGGAGCGCCAGGAGAGGGCGGAC	V_CTCF_BR	32
chr18	46482468	46482618	id-46218	1	+	NA	NONE	27
chr18	46489695	46489845	id-46219	2.2e-06	+	CATGCAATACCTCCCAGTGCAAAGAGAGGGTAGTC	Upstream_CTCF	17
chr18	46501335	46501485	id-46220	1.82e-07	+	ACGTGCCCCGGTCGCTCAGCCAGCTGGTGGCAGGG	V_CTCF_BR	17
chr18	46509491	46509641	id-46221	2.47e-05	-	AGAGTGGTTAGGAACCAGGCCTGCAGGGGCAGATC	Upstream_CTCF	4
chr18	46523368	46523518	id-46222	2.81e-06	+	ACTGCTGCGGCCTGGCTGCCCTGGGGAGGGCAGGC	Upstream_CTCF	13
chr18	46523656	46523806	id-46223	9.4e-06	-	CTGCAGGTCCCTGGAGCTGGCAAGAAGGGGAATTG	UpstreamP1_CTCF	13
chr18	46543677	46543827	id-46224	9.71e-06	-	GCTGGGAGGCCACGAGGCTCCCCCAGGAGGACGCG	Upstream_CTCF	11
chr18	46548298	46548448	id-46225	7.55e-07	+	ATGGGTTGTGCACTGCTTAACTGCAGAGGGCGCCC	V_CTCF_BR	40
chr18	46568398	46568548	id-46226	9.51e-07	-	GGAGGAGAAGCGCTCTCAGCCAGCAGGGGGAGTGA	V_CTCF_BR	40
chr18	46574495	46574645	id-46227	5.13e-05	+	CTGGTCCTTAAAAAAAGAACCACATGAGGGCAATA	V_CTCF_BR	4
chr18	46575042	46575192	id-46228	1	+	NA	NONE	5
chr18	46585529	46585679	id-46229	1	+	NA	NONE	38
chr18	46622505	46622655	id-46230	4.01e-05	+	ACCTGTTTTTATGCTATTACCACATGGTGGTGCCA	V_CTCF_BR	11
chr18	46688995	46689145	id-46231	8.13e-06	-	CCAGTCTTACCAGACATGGTCAGAAGAGAGCAGCA	Upstream_CTCF	8
chr18	46695456	46695606	id-46232	6.21e-05	+	ACACAGTTTCTGTCCTGCCTCCCCAGAGGGCGCAG	V_CTCF_BR	6
chr18	46700851	46701001	id-46233	2.28e-05	-	AAAGTAGTTTCTGTTTCTGAAAGTAGGGGGTGAGA	Upstream_CTCF	9
chr18	46705260	46705410	id-46234	5.96e-07	-	ATTAACTGTAGCTTTTGAGCCAGCAGAGGGAGCAC	V_CTCF_BR	40
chr18	46733310	46733460	id-46235	7.49e-05	+	GAATTGGACACTGCTTTCACCACATGGTGTCTCCA	V_CTCF_BR	30
chr18	46764947	46765097	id-46236	1.21e-05	-	GATGCTTTAGCTAAAGCTCCCCCTTGGTGGTGCTG	Upstream_CTCF	40
chr18	46776105	46776255	id-46237	7.44e-05	-	CTTTCACTTTTTCTCACAGCCATCAGGAGTGAGTA	Upstream_CTCF	3
chr18	46777335	46777485	id-46238	1.04e-05	+	CAACATCTCTGGCCTCTACCCACTAGATGTCAGTA	V_CTCF_BR	40
chr18	46839063	46839213	id-46239	2.53e-05	+	AGACCCAGGCGGGGCATCACCACCAGGGGTCCCCA	V_CTCF_BR	14
chr18	46862161	46862311	id-46240	8.81e-07	-	GCAGTGAGCCAAGATCGCGCCACTAGGTGTCAGCC	V_CTCF_BR	23
chr18	46888900	46889050	id-46241	1	+	NA	NONE	3
chr18	46895350	46895500	id-46242	1.73e-05	-	TAGTGAAGCAGCCCGAAACCCTCCAGTGGGAACCG	V_CTCF_BR	5
chr18	46924814	46924964	id-46243	2.27e-05	-	GGCTTTCTCTGCCACTCTGTCGGTAGAGGGTGGCC	V_CTCF_BR	10
chr18	46941860	46942010	id-46244	3.4e-06	-	ATTGTATTATGTGTACTGAGCACTAGATGGTGCTC	Upstream_CTCF	40
chr18	46974310	46974460	id-46245	3.81e-05	-	CATGGAGAGGATTCCTATTTCACTAGGTGGCGCTG	V_CTCF_BR	40
chr18	46991199	46991349	id-46246	1	+	NA	NONE	21
chr18	47027185	47027335	id-46247	1	+	NA	NONE	6
chr18	47037124	47037274	id-46248	6.53e-09	+	GGCTGAGGGACACCATGGGCCACTAGATGGCACCA	V_CTCF_BR	40
chr18	47085810	47085960	id-46249	9.4e-06	+	ATGTTATTTTAATGTGGAGACACAGGAGGGCACTC	UpstreamP1_CTCF	40
chr18	47123966	47124116	id-46250	1.04e-05	+	GAGGGCTCAGGCCCAGAGGCCAGCTGGGGCAGCAG	V_CTCF_BR	6
chr18	47155675	47155825	id-46251	4.23e-08	-	TGTGGCAGCCCTGGCCTCTCCTGCAGGGGGCAGCC	V_CTCF_BR	37
chr18	47175306	47175456	id-46252	1.19e-06	-	CCACCACCCCTGAGCATTGCCACTAGGGGCAGCTC	V_CTCF_BR	32
chr18	47224103	47224253	id-46253	7.27e-06	-	CACTTCACAGCCTCAGAAGGCAGCAGAGGGCAGCT	V_CTCF_BR	19
chr18	47250004	47250154	id-46254	4.21e-05	+	AGCCGTGGCTCAAAGGCAGCCCCCGGGGGTTGCCC	V_CTCF_BR	1
chr18	47251678	47251828	id-46255	3e-08	-	GCAGCATTATTCACAATAGCCACAAGGTGGAAGGA	Upstream_CTCF	15
chr18	47252734	47252884	id-46256	1	+	NA	NONE	29
chr18	47255051	47255201	id-46257	1.19e-06	-	GGCTTGCTCCAGCCTTTGGGCCCTAGGGGGCGCCA	V_CTCF_BR	40
chr18	47256038	47256188	id-46258	1	+	NA	NONE	22
chr18	47289120	47289270	id-46259	2.55e-06	-	AGTGCAGGCCCTGAAGGCGCAGGCAGGGAGCAGTG	Upstream_CTCF	4
chr18	47291725	47291875	id-46260	1	+	NA	NONE	7
chr18	47294500	47294650	id-46261	1.41e-05	-	AAGCCCGGGCACACCTTGTACCCTAGGTGGCGCCT	UpstreamP1_CTCF	40
chr18	47310977	47311127	id-46262	1.85e-05	-	TCAGTTTTGATAGATAGTACCAGAAGGAGGAGCTC	Upstream_CTCF	33
chr18	47365595	47365745	id-46263	2.86e-06	+	GTGTTCTGAGTCATGAAGCCCTGCAGAGGGAGAGG	UpstreamP1_CTCF	6
chr18	47376348	47376498	id-46264	4.88e-05	+	AGGAACGGACAGGTGTGAGAATGCAGGGGGCAGGG	V_CTCF_BR	7
chr18	47384230	47384380	id-46265	2.01e-05	-	CTGGAAAGCTGGAATCTGGCCTGCAGGAGGAGTAC	UpstreamP1_CTCF	25
chr18	47385217	47385367	id-46266	3.6e-07	-	TGGGCTTTTTCTTTTCCCACCAGGAGGTGGCGCTC	Upstream_CTCF	40
chr18	47388173	47388323	id-46267	1	+	NA	NONE	39
chr18	47390427	47390577	id-46268	1.31e-05	-	CTCGCCGGCAGGAACGCGGTAACAAGATGGCGGCC	V_CTCF_BR	2
chr18	47413883	47414033	id-46269	1.73e-06	-	GTGTAGTGCTGGCATCTGTCCTGATGAGGGCCTCA	UpstreamP1_CTCF	29
chr18	47421357	47421507	id-46270	1.74e-07	-	GGTGCACTACCAGCAGAGCCCAGGTGAGGACACCA	Upstream_CTCF	1
chr18	47426406	47426556	id-46271	6.04e-07	+	CAGCATGTACACAGGGCTCCCAGCAGGGTGCAGCG	UpstreamP1_CTCF	21
chr18	47471182	47471332	id-46272	4.88e-06	+	CTCCTCCTCAGACCTCCCTCCACCAGATGGCCTCC	UpstreamP1_CTCF	33
chr18	47500592	47500742	id-46273	1	+	NA	NONE	5
chr18	47536266	47536416	id-46274	1.48e-06	+	GATGTCCTCATGCAGTCTGCCACCAGGTGGTGACA	Upstream_CTCF	40
chr18	47570925	47571075	id-46275	1	+	NA	NONE	18
chr18	47577768	47577918	id-46276	2.81e-05	+	ACAAGGAGAGTTTTCCCTGACACTAGAAGGCAGGA	V_CTCF_BR	35
chr18	47583461	47583611	id-46277	6.21e-05	-	CATAGTGGAGAAAGTGAGGACACCTGGGGGTAGAA	V_CTCF_BR	12
chr18	47617457	47617607	id-46278	6.49e-06	+	GATGCATTGCAGCCACTTGCCACCAGGTCAAAGGA	Upstream_CTCF	3
chr18	47637888	47638038	id-46279	8.97e-05	+	CCTGCTAAAACCCTATCTTCCTTAAGGGGTCAGTC	Upstream_CTCF	20
chr18	47669803	47669953	id-46280	4.65e-06	+	CAGCACCGGCTGACACCAGCCACAGGATGGGGCAT	UpstreamP1_CTCF	7
chr18	47696488	47696638	id-46281	5.96e-07	+	CTGTGAGAATGCATTTTGTCCAGCAGTGGGCAGTG	V_CTCF_BR	19
chr18	47714203	47714353	id-46282	1	+	NA	NONE	4
chr18	47721557	47721707	id-46283	2.14e-11	-	GCCTGCGCGCGCGCGGCGTCCAGCAGGGGGCGGCC	V_CTCF_BR	23
chr18	47730449	47730599	id-46284	4.34e-07	-	TAGCTGTTGGGAAAAGTGTCCAGAAGAGGGCGTGA	UpstreamP1_CTCF	40
chr18	47745263	47745413	id-46285	5.96e-07	+	ATCAAGGAGAAAGATAGGACCACAAGGTGGCAGCA	V_CTCF_BR	39
chr18	47794915	47795065	id-46286	3.42e-08	-	CTTCAACCTGCTGGTGGGTCCGCCAGGGGGCGCCG	V_CTCF_BR	38
chr18	47807843	47807993	id-46287	9.62e-05	-	GTGCTTAGCCAGAGGCGGAGCCCGAGAGGCAGGCA	UpstreamP1_CTCF	38
chr18	47814069	47814219	id-46288	3.84e-06	+	GCGTCGTCTCCGCTGCAAACCAGTAGGTGGCCGGC	UpstreamP1_CTCF	39
chr18	47866629	47866779	id-46289	2.19e-08	-	CCGTGAGGACACCGCATGGCCACTTGGGGGCGCTC	V_CTCF_BR	15
chr18	47883008	47883158	id-46290	6.51e-07	-	CTTGTCCTGTCAACCCCTACCACCAGGAGCAGCAG	Upstream_CTCF	31
chr18	47883722	47883872	id-46291	1.67e-07	-	AGGTTTACTTGCCACATGGCCACAAGGTGGCAGGG	V_CTCF_BR	39
chr18	47928458	47928608	id-46292	7.16e-08	+	CTTGCAGTGCCTGACAGGGCCTGGAGGCGGGGCGG	Upstream_CTCF	11
chr18	47945472	47945622	id-46293	2.5e-05	-	ATCTACTTACACATTCCATCCAGAAGAGGGGCCTC	UpstreamP1_CTCF	13
chr18	47951427	47951577	id-46294	6.39e-05	-	CTTGCAGAGCAGAGTACAACCACATGGAGTGGGGA	Upstream_CTCF	3
chr18	47955578	47955728	id-46295	1.03e-06	-	ACCGTTTAAATTTTCATGGCCACTAGAGGGCAATA	V_CTCF_BR	39
chr18	47981061	47981211	id-46296	6.43e-06	-	TGCGGAAGCTCGCCTACCATCAGCAGCTGGCAGAA	V_CTCF_BR	4
chr18	48033606	48033756	id-46297	4.68e-07	+	GAGGTCCCCAGCCCACAGGCCACTTGAGGGCAGTG	V_CTCF_BR	37
chr18	48100171	48100321	id-46298	2.53e-05	-	CTCAAAATACCAGACAGCACCACTAGGAGGCTCAA	V_CTCF_BR	34
chr18	48105095	48105245	id-46299	5.28e-05	+	AGTACTGCTCCCATAATGCTCTGTAGAGGGAGCAC	Upstream_CTCF	8
chr18	48113204	48113354	id-46300	5.75e-09	-	CTGCAATTTGAAGGTGTCACCACAAGATGGCAATG	UpstreamP1_CTCF	22
chr18	48136841	48136991	id-46301	4.68e-07	-	TGGCTCTCTGTTGTTTCTGCCAACAGGGGGCACTA	V_CTCF_BR	27
chr18	48171315	48171465	id-46302	1.84e-07	-	TCTGCTCTCCCTCACCTTCCCTCTAGATGGCTCTC	Upstream_CTCF	36
chr18	48185570	48185720	id-46303	1	+	NA	NONE	20
chr18	48188654	48188804	id-46304	1.52e-09	+	CTGTAATTTGAGTCAACAGCCACCAGAGGGCAGGG	UpstreamP1_CTCF	40
chr18	48235747	48235897	id-46305	1	+	NA	NONE	9
chr18	48248828	48248978	id-46306	2.67e-06	-	CCTGCTGAGCCTTGAATATACAGTAGAGGGAGTAA	Upstream_CTCF	11
chr18	48311236	48311386	id-46307	3.18e-06	-	CACCAAAGCTGCTCAGTGACCAGAGGAGGGCGACA	V_CTCF_BR	38
chr18	48318105	48318255	id-46308	5.08e-07	+	ACTCCTCCCCATCCTATAGCCAGTTGGGGGCAGTC	V_CTCF_BR	10
chr18	48345755	48345905	id-46309	2.34e-06	-	CACCAGTATGGGAGCTCGACCTCTAGGGGGTAGGA	UpstreamP1_CTCF	36
chr18	48346376	48346526	id-46310	2.19e-08	+	AGGCCCGTTCCCCATGCGGCCGCGAGATGGCGGCA	V_CTCF_BR	40
chr18	48384209	48384359	id-46311	1	+	NA	NONE	25
chr18	48393299	48393449	id-46312	8.59e-05	-	AGCTACCTCTGAGATTCTATCTCTTGGGGGCAGTA	V_CTCF_BR	30
chr18	48509354	48509504	id-46313	6.34e-08	+	TTTGCTTTTCTCAGAGGGAGCAGTAGGGGGCAATG	Upstream_CTCF	30
chr18	48532864	48533014	id-46314	4.88e-05	+	CTGCTGCCTAGAGTTCTTAGTTCCAGAGGGAGAAA	UpstreamP1_CTCF	7
chr18	48554604	48554754	id-46315	1	+	NA	NONE	22
chr18	48577601	48577751	id-46316	3.18e-06	-	GACAGCCTTTACAAAACCACCACTAGGGGGATCTA	V_CTCF_BR	40
chr18	48636800	48636950	id-46317	2.97e-06	+	AGCCGAGTTCCCACGGCCACCACTGGGTGTCGCCC	V_CTCF_BR	40
chr18	48660061	48660211	id-46318	2.11e-06	+	GACGGAGGGGGCGATACCACTTCCAGGGGGCAGCA	V_CTCF_BR	5
chr18	48662212	48662362	id-46319	2.6e-05	+	TACCTGTGGTTTCAAGCATCCACTAGGGGGCTTGG	UpstreamP1_CTCF	39
chr18	48678683	48678833	id-46320	8.81e-07	-	GCAAGCCTGTCTGCGGGGGCCACCAGAGGGCATGT	V_CTCF_BR	3
chr18	48694885	48695035	id-46321	1	+	NA	NONE	12
chr18	48724513	48724663	id-46322	1	+	NA	NONE	39
chr18	48725740	48725890	id-46323	5.93e-06	+	CGTGAGCCACCGCGCCTGGCCTCTAGGGGGTATTT	Upstream_CTCF	15
chr18	48804527	48804677	id-46324	4.11e-08	+	AGGGCAGCCCCATCACACACCTCTAGGGGGCACTG	Upstream_CTCF	40
chr18	48848321	48848471	id-46325	1	+	NA	NONE	7
chr18	48890908	48891058	id-46326	1.3e-07	-	TCTGCACTGACTTCTCTGCCCTCAAGGGGTCAGGG	Upstream_CTCF	6
chr18	48910941	48911091	id-46327	1.92e-06	+	CTGCAGTGCCTGTTGATGGCCCCCTACTGGTGGCA	UpstreamP1_CTCF	40
chr18	49064014	49064164	id-46328	2.78e-06	-	TGCCTAGCGCAGCAGCTGGCCGGAAGGAGGAGCTC	V_CTCF_BR	27
chr18	49086386	49086536	id-46329	2.43e-06	+	TACGCCCCAGTGCTCCTGAACAGGAGATGGAGCTA	V_CTCF_BR	12
chr18	49147596	49147746	id-46330	8.89e-06	+	GAAGCACTTGGAGCAAAGGCTGCTAGATGGCGCTG	Upstream_CTCF	39
chr18	49194603	49194753	id-46331	1.37e-08	+	AGTGCAGTGAGAGATTTCTCCACGAGGTGGCGCTC	Upstream_CTCF	40
chr18	49214350	49214500	id-46332	3e-06	+	TTGTGGTATAACAGGTCCACCAGCAGAAGGCATTC	UpstreamP1_CTCF	5
chr18	49473398	49473548	id-46333	1	+	NA	NONE	3
chr18	49533602	49533752	id-46334	3.28e-05	+	GCTTTTCCCATTTTTCCTCCCAGTAGGGGTCTCTG	V_CTCF_BR	13
chr18	49609200	49609350	id-46335	1	+	NA	NONE	1
chr18	49633471	49633621	id-46336	1	+	NA	NONE	7
chr18	49745190	49745340	id-46337	9.84e-05	-	GGCTGCCTTTCCCCTCCAGACAGTAGGAGGTGATA	V_CTCF_BR	11
chr18	49792622	49792772	id-46338	1	+	NA	NONE	6
chr18	49812515	49812665	id-46339	6.46e-07	-	ATCTCTGCTTCCAAGGTTCCCAGCAGGGGGAGGTG	V_CTCF_BR	14
chr18	49814888	49815038	id-46340	1.1e-06	-	AGTGGCAAATTACGCATGCCCACAAGTGGGCGCTG	V_CTCF_BR	37
chr18	49866273	49866423	id-46341	5.41e-06	+	AGTGACTTCCCACGCTTTGCCCACAGAGGGCATCC	Upstream_CTCF	33
chr18	49868483	49868633	id-46342	1	+	NA	NONE	4
chr18	49869587	49869737	id-46343	2.81e-06	+	AGTTCACTCTATAAAAGGACCAGTAGGAGGTGCCC	Upstream_CTCF	23
chr18	49874715	49874865	id-46344	9.78e-09	+	GTTGCAGTTACTGAAACCCCCACCAGGGGCAGATG	Upstream_CTCF	39
chr18	49936240	49936390	id-46345	5.96e-07	-	TCACTTGACACTGAGAGAACCACCAGAGGGTGCCC	V_CTCF_BR	14
chr18	49949481	49949631	id-46346	3.45e-05	+	GATAAATGTTGCTCTTCTGCCTGTAGGTGGCTAAC	V_CTCF_BR	14
chr18	49978361	49978511	id-46347	1	+	NA	NONE	2
chr18	50011467	50011617	id-46348	4.17e-05	+	TCTGTAGTTCTCGAACTGGACTGTGTATGGTGCTG	Upstream_CTCF	9
chr18	50163140	50163290	id-46349	4.31e-07	-	TGTGTTGGTTGGCCTCCTGCCAGGAGGTGGCGCTT	V_CTCF_BR	5
chr18	50197395	50197545	id-46350	5.68e-06	-	ATGATTATGTTAAGCCTCCCCAGCAGGGGTCACTA	V_CTCF_BR	26
chr18	50221266	50221416	id-46351	3.91e-06	-	GAGGCAACCCTTGATTCCCCCAGAAGGTGTCACTG	Upstream_CTCF	31
chr18	50243394	50243544	id-46352	3.4e-06	+	TCTCCCTGCTGAGAACTGACCGCAAGAGGGCTCCT	V_CTCF_BR	27
chr18	50319107	50319257	id-46353	1	+	NA	NONE	39
chr18	50396724	50396874	id-46354	8.13e-06	-	AGTTTAGTTTTTGGGAAGGGCTGTAGATGGCAGTG	Upstream_CTCF	7
chr18	50430354	50430504	id-46355	1.38e-06	-	GGATAAACACTACAGATTGCCTACAGGGGGCGCCA	V_CTCF_BR	33
chr18	50518557	50518707	id-46356	1.16e-05	-	TCTGCTTATCAAATAGCAAACACTTGGGGGAGCTC	Upstream_CTCF	21
chr18	50531282	50531432	id-46357	9.71e-06	-	ACTGTTATAACAAACCTAGTCTCAAGAGGGCAACA	Upstream_CTCF	3
chr18	50674538	50674688	id-46358	2.6e-05	+	GTTCTTTAGACGTTCTTCACCGGCAGAGGACAGGA	UpstreamP1_CTCF	1
chr18	50679781	50679931	id-46359	1	+	NA	NONE	26
chr18	50906559	50906709	id-46360	1.64e-06	-	GGTGTAATTTACCACTGTGCCACTGGAGAGCAATG	Upstream_CTCF	35
chr18	50941452	50941602	id-46361	1	+	NA	NONE	0
chr18	51094437	51094587	id-46362	3.55e-08	+	TTGTAATTACAGCAGAAAACCACCAGATGGCAAAA	UpstreamP1_CTCF	40
chr18	51213493	51213643	id-46363	1.52e-07	+	GTTAAGTCCAAGCCACCACCCAGCAGGTGGCACCC	V_CTCF_BR	18
chr18	51225399	51225549	id-46364	7.55e-07	+	TGAAAGAAATCATCTCTTGCCACCAGATGGTGCCC	V_CTCF_BR	38
chr18	51391265	51391415	id-46365	5.96e-07	-	GATAATCACAACGTGTTTGCCTGCAGAGGGAACCA	V_CTCF_BR	18
chr18	51436189	51436339	id-46366	2.97e-06	+	ACCCAGATCAGATAGATGACCCCTAGGTGGCAGTA	V_CTCF_BR	36
chr18	51477033	51477183	id-46367	1.76e-05	-	AAGAACTGAGCAACCTGGTTCACTAGAGGGAGCTG	UpstreamP1_CTCF	8
chr18	51531327	51531477	id-46368	1.16e-05	-	GATGCAAGCACTCCCTTGGCCACTTGGCGGCTAAT	Upstream_CTCF	30
chr18	51546852	51547002	id-46369	1	+	NA	NONE	7
chr18	51569974	51570124	id-46370	1.28e-06	-	GTTGTATTTCCCTGCCTCAGCCCTAGAGGTAGCCA	Upstream_CTCF	20
chr18	51645943	51646093	id-46371	2.34e-06	-	AAGTGCTAATCCCATCTTTCCACTAGAGGGCAGAT	UpstreamP1_CTCF	40
chr18	51654269	51654419	id-46372	2.04e-05	-	TGTGAATGAAAAGGAAGAACCTCTAGGGGTCAGTG	V_CTCF_BR	40
chr18	51749671	51749821	id-46373	3.28e-07	+	CAGCATCTCTGGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	33
chr18	51751102	51751252	id-46374	1.97e-06	-	AGCGCGGGAGGGGGCGTGGCCCCGAGAAGGCGGAG	V_CTCF_BR	31
chr18	51759321	51759471	id-46375	3.11e-05	+	TTCCCCTAGTAGCAGCAGTCCAGGAGAGGTCTCCC	V_CTCF_BR	17
chr18	51772997	51773147	id-46376	4.7e-05	+	ACTCCAGCCTCCAGCCTGGGCGACAGAGGGAGACT	Upstream_CTCF	4
chr18	51773653	51773803	id-46377	4.71e-06	+	GAAGCAGCTTCTCACCCTGCCACTAAGTGGAAGAA	Upstream_CTCF	6
chr18	51796808	51796958	id-46378	1.41e-06	-	ATGTACTGAGTTTATGTTAACACTAGGGGGATCTA	UpstreamP1_CTCF	39
chr18	51857642	51857792	id-46379	5.65e-05	-	AAAACTGTTAAAGAAATTTCCACTAGATGGCTCTT	V_CTCF_BR	22
chr18	51884096	51884246	id-46380	1.71e-06	+	GAGGGAGAAACAGCACCTTCCAGCAGGGGTCGCGA	V_CTCF_BR	39
chr18	51919038	51919188	id-46381	9.11e-08	+	GCTGTTATGCTTTTTTATTCCACTAGAGGGCACCT	Upstream_CTCF	39
chr18	51942994	51943144	id-46382	4.68e-05	-	CTGCTTCCCCAGTGTCTGGAATGCAGAAGGAAGCC	UpstreamP1_CTCF	10
chr18	51970806	51970956	id-46383	1.5e-05	+	GAAGCCACCCTGTCTCTGGGCGTCAGGTGGCGCTC	Upstream_CTCF	40
chr18	52226345	52226495	id-46384	5.26e-07	+	GCTGCAGTAACATTTTGCAACAACAGATGGTGCTA	Upstream_CTCF	38
chr18	52289431	52289581	id-46385	6.48e-05	-	GTGCTATTCTGCATTCCTACCAGCAGTGCATAAAA	UpstreamP1_CTCF	28
chr18	52314545	52314695	id-46386	5.68e-06	-	CCTTCTTTCTAACTGGCGTCCACCAGATGTCTCCC	V_CTCF_BR	39
chr18	52338639	52338789	id-46387	1.19e-06	-	GTTTTTCACAAGAAAGTGCCCACTAGATGGCACTA	V_CTCF_BR	37
chr18	52346914	52347064	id-46388	2.4e-05	+	CCACAAGAAAAGAAACCAACCAGTAGATGTCTCTG	V_CTCF_BR	40
chr18	52409899	52410049	id-46389	8.21e-05	+	GCAAATCCCTGGAGTCTAACCACAAGGAGGATGCT	V_CTCF_BR	13
chr18	52443035	52443185	id-46390	2.47e-07	-	CTGCAAGGCACCTAGACGCCCAGTAGGTGGATGAT	UpstreamP1_CTCF	37
chr18	52583877	52584027	id-46391	8.17e-09	+	CTGCAAGGCAGGGGCATCGCCAGCAGAGGACAGCA	UpstreamP1_CTCF	16
chr18	52598546	52598696	id-46392	2.96e-05	-	TGGTGCCCTCTCCGATCAGCCTGGTGAGGGAAACC	V_CTCF_BR	11
chr18	52617574	52617724	id-46393	1.85e-05	-	CCTGAGATTTAGCCAGCTGACACTGGATGTCACCA	Upstream_CTCF	22
chr18	52625363	52625513	id-46394	1	+	NA	NONE	4
chr18	52650422	52650572	id-46395	2.72e-06	-	TAGACGTTTTATGAAATGTCCACTAGGTGGCAACA	UpstreamP1_CTCF	40
chr18	52668055	52668205	id-46396	1.85e-05	+	GCTGCAGTTACGGTGTTGGAGCCCAGAGGTGTCGC	Upstream_CTCF	1
chr18	52675207	52675357	id-46397	3.5e-05	+	ATGCACTTGCTTTGAGCAGCCAAAGTGTGGCAGCT	UpstreamP1_CTCF	8
chr18	52678718	52678868	id-46398	1	+	NA	NONE	15
chr18	52698495	52698645	id-46399	8.21e-06	-	TCATGTACAAATAAATGCTCCAGCAGGGGGAAGGC	V_CTCF_BR	6
chr18	52763633	52763783	id-46400	7.73e-06	+	CCAAGAAGTTTCTGAGCCCACACTAGATGGCAGCA	V_CTCF_BR	40
chr18	52834459	52834609	id-46401	5.34e-06	+	AGATCTAGAAGTCAGAAGCCCAGCAGGGGGCTCAC	V_CTCF_BR	19
chr18	52895569	52895719	id-46402	3.45e-05	+	TTGTTTAATGCTGAGGCTTCTGGCAGAGGGCAGCA	V_CTCF_BR	13
chr18	52896045	52896195	id-46403	2.66e-05	+	AGACTGAGGATGACGGCCACCGCCTGGTGGAGGAT	V_CTCF_BR	7
chr18	52901965	52902115	id-46404	7.27e-06	+	CCATACTCCCAAACGCGTTTCACTAGAGGGCGCTG	V_CTCF_BR	39
chr18	52911914	52912064	id-46405	4.3e-06	+	CCAGCTGTTTCCCATCTAGACTACAGGGGGAAAAT	Upstream_CTCF	3
chr18	52942401	52942551	id-46406	2.25e-08	-	CTGTAGTTTCAAAAGATGTACTGCAGAGGGCAGAG	UpstreamP1_CTCF	33
chr18	52989657	52989807	id-46407	1	+	NA	NONE	29
chr18	53006590	53006740	id-46408	2.5e-05	+	AACCAATATCCTTTGTAATCCACAAGGTGGCAATG	UpstreamP1_CTCF	22
chr18	53010811	53010961	id-46409	7.11e-06	+	TCTGCACTACCTTAACTTCTCTGAAGAGGGAGTAT	Upstream_CTCF	40
chr18	53051895	53052045	id-46410	1.15e-07	+	TTGTCTTTTTCTCCTCTAGCCACCAGGGGGCACTT	UpstreamP1_CTCF	40
chr18	53073265	53073415	id-46411	4.41e-06	+	TACCAAAGAGGCAGCACAGCCAGCAGGAGGCTGGG	V_CTCF_BR	28
chr18	53082621	53082771	id-46412	8.43e-09	+	TCAGTTCCTATGTGAGCAGCCAGCAGAGGGCGCAC	V_CTCF_BR	40
chr18	53144755	53144905	id-46413	4.68e-05	+	ATACTGCAACACCATTTCACCACCAGGGCACACGC	UpstreamP1_CTCF	33
chr18	53189360	53189510	id-46414	1.56e-05	-	GTCTCCATGTCAGCCTCTACCAATAGGAGGCGCTG	Upstream_CTCF	40
chr18	53221864	53222014	id-46415	9.31e-05	+	TATACAATGTGCATGTACAACCCCAGGGGGTGCCA	Upstream_CTCF	3
chr18	53245120	53245270	id-46416	2.96e-05	+	GCCATGAAGTAAAAAGGCACCAGCAGGTGCTGCTG	V_CTCF_BR	26
chr18	53257105	53257255	id-46417	2.6e-05	+	GTGCTGGTCGACCACGCCTCCTCCGGGAGCGGAGG	UpstreamP1_CTCF	17
chr18	53302080	53302230	id-46418	1	+	NA	NONE	4
chr18	53366597	53366747	id-46419	4.88e-05	+	TCATCTCTTCTTCCTTTGGCCACCTGCTGACAAGA	Upstream_CTCF	13
chr18	53370167	53370317	id-46420	1	+	NA	NONE	5
chr18	53443327	53443477	id-46421	1	+	NA	NONE	24
chr18	53447619	53447769	id-46422	1.48e-05	+	CAGCCCCGCCCGGAACCGACCGCCAGGCGCTGTTG	UpstreamP1_CTCF	21
chr18	53448993	53449143	id-46423	4.7e-06	-	TTGGCCTGAATGCGGGAAAGCACCAGGGGGAGCTC	V_CTCF_BR	39
chr18	53455905	53456055	id-46424	3.63e-05	+	GTCATAATGCTTGTCCTGAACACGAGGGGTCTCTA	V_CTCF_BR	1
chr18	53520624	53520774	id-46425	4.34e-07	+	CAGCAACCCTGGCCTCCACCCACTAGATGCCAGTA	UpstreamP1_CTCF	4
chr18	53528612	53528762	id-46426	3.8e-08	-	GCCATTCCCTCAGAGACAGCCAGCAGAGGGAGCAA	V_CTCF_BR	39
chr18	53536219	53536369	id-46427	1	+	NA	NONE	4
chr18	53664372	53664522	id-46428	3.86e-05	+	TGTGCACTTCCTGTCATCAAAGAGAGGAGGAGAGG	Upstream_CTCF	25
chr18	53665523	53665673	id-46429	1	+	NA	NONE	14
chr18	53668965	53669115	id-46430	5.41e-06	+	TGTGTACTTCCACCACTGACCACCAAAAGACTGCC	Upstream_CTCF	13
chr18	53734642	53734792	id-46431	1	+	NA	NONE	3
chr18	53750312	53750462	id-46432	9.25e-06	+	TCAGGAAGCTGGACCAGCGCCACCTGAAGGAGCCA	V_CTCF_BR	19
chr18	53750876	53751026	id-46433	1.35e-05	+	GTGCAAGGGCTGAGCACCACAGCCTGGGGGCCCAC	UpstreamP1_CTCF	1
chr18	53814009	53814159	id-46434	1	+	NA	NONE	2
chr18	53905955	53906105	id-46435	4.71e-06	-	GGTGCAATGCTCTTGACTACCACTGGGCATCAACA	Upstream_CTCF	33
chr18	53924518	53924668	id-46436	1	+	NA	NONE	6
chr18	53966270	53966420	id-46437	6.9e-05	+	CTTGGGCTTCTCTTTCCAGCCACAAGGGGCTTTTA	Upstream_CTCF	31
chr18	53981743	53981893	id-46438	1.29e-05	-	TAGCTATTACCACTTTTTTCTGGTAGATGGCAATA	UpstreamP1_CTCF	25
chr18	53991008	53991158	id-46439	1	+	NA	NONE	4
chr18	54025956	54026106	id-46440	7.15e-05	+	AGGTGAGTATATTATACTACCACTTGGTGGTAGTA	V_CTCF_BR	20
chr18	54056527	54056677	id-46441	2.27e-05	-	TGGCAGGAGTGTCGATGAGGCTGTAGAGGGTGGCA	V_CTCF_BR	11
chr18	54101262	54101412	id-46442	6.8e-06	+	GAGCAGATGCCTATCAATACCACTTGGGGGCATTC	UpstreamP1_CTCF	3
chr18	54230979	54231129	id-46443	3.06e-08	-	TGGGACAGTCTGGTGAGGGCCACCAGGGGGCTGAC	V_CTCF_BR	35
chr18	54243415	54243565	id-46444	3.86e-05	-	GAAACTTTTCCAGATTTCGCCACTAGATGTCATGA	Upstream_CTCF	40
chr18	54312761	54312911	id-46445	7.15e-05	+	TACATTATTTTCCCAGGTGTCCCTAGGTGGCGCAA	V_CTCF_BR	40
chr18	54318684	54318834	id-46446	4.14e-06	-	CGCGATGTAGCCTATCAGACCGCCGGTGGGCGCCC	V_CTCF_BR	19
chr18	54370257	54370407	id-46447	4.85e-07	+	ACGTAATCTCCAAAAATACCCAGAAGGGGGCAGCA	UpstreamP1_CTCF	39
chr18	54376839	54376989	id-46448	3.5e-05	-	TTGAAATAGACTACTAAATCTGCTAGAGGGCAGCA	UpstreamP1_CTCF	35
chr18	54416017	54416167	id-46449	9.78e-07	+	GTTAAGTAACAGCAAAACAACAGCAGAGGGCACCA	UpstreamP1_CTCF	40
chr18	54456953	54457103	id-46450	4.99e-07	+	GTTGTAGTTGGTGGCAAGGCCCCTAGGAGGCGTAG	Upstream_CTCF	39
chr18	54536520	54536670	id-46451	7.49e-07	+	TTGCAGAACCTATTGTGTTCCAGCAGGGGGCTATC	UpstreamP1_CTCF	40
chr18	54662912	54663062	id-46452	1.48e-05	-	ATGTAGTACACACAGACAGGAGGCAGAGGTCAGAG	UpstreamP1_CTCF	13
chr18	54697152	54697302	id-46453	5.28e-05	-	CATGCAACGCCTTTCCCAAACCACAGAGAGTGCCA	Upstream_CTCF	34
chr18	54717681	54717831	id-46454	2.94e-06	+	AAGGCAGGTTCCACCTTGTCCACTGGGGGTTCCCA	Upstream_CTCF	6
chr18	54719540	54719690	id-46455	9.06e-08	+	CTGCATCCCCAACCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	12
chr18	54745631	54745781	id-46456	1	+	NA	NONE	2
chr18	54770975	54771125	id-46457	2.04e-05	-	CCCCTCTGGAACGAAGCTTCCAGAAGAAGGAGCAG	V_CTCF_BR	6
chr18	54776531	54776681	id-46458	8.21e-06	-	TCCCATTAGCCTGTGTTCTCCAGGAGGAGGCAGCA	V_CTCF_BR	6
chr18	54789066	54789216	id-46459	7.73e-06	+	CCCCGGCCCAGGAAGGAGCCCGGTAGGGGGTGCGC	V_CTCF_BR	3
chr18	54803063	54803213	id-46460	1.85e-05	+	GGTGCCCTACCAATCCTTGCAGCTAGGGGTTTACA	Upstream_CTCF	27
chr18	54891314	54891464	id-46461	2.27e-05	-	TAAGAGTACAGTGTGCAGTGCAGGAGAGGGCGCTA	V_CTCF_BR	1
chr18	55104715	55104865	id-46462	1	+	NA	NONE	13
chr18	55105181	55105331	id-46463	4.24e-07	-	GCTGTACCTCGCAGCTTGGCCGCTAGAGGAGGCAC	Upstream_CTCF	39
chr18	55106221	55106371	id-46464	3.24e-06	-	TGTGTTCTTTGCGCGACCGGCATGAGGGGGCGGCA	Upstream_CTCF	20
chr18	55113694	55113844	id-46465	2.6e-06	-	TAGTGCAGTTAGAAGACTCCCGGCAGGTGGCACTC	V_CTCF_BR	39
chr18	55114718	55114868	id-46466	7.73e-06	+	AAGAGGAAGAGCATTACCACCGCTGGGGGGCGGGG	V_CTCF_BR	14
chr18	55134174	55134324	id-46467	8.23e-05	+	CTTCCCCTGGGAGATCTGCCCACCAGGGGCACTCT	UpstreamP1_CTCF	9
chr18	55225228	55225378	id-46468	4.4e-10	+	AGAGGCTTGGCCCTAGTAGCCACCAGGGGGCGGTA	V_CTCF_BR	40
chr18	55229185	55229335	id-46469	4.34e-07	-	GTGTCATTTAAATCTGTGACCACTAGATGGTGCTA	UpstreamP1_CTCF	40
chr18	55253697	55253847	id-46470	1	+	NA	NONE	12
chr18	55297508	55297658	id-46471	1.06e-05	+	CTTGCATTTCCTACTTGGTCCTGTTCGTGGCGCCG	Upstream_CTCF	40
chr18	55311893	55312043	id-46472	1	+	NA	NONE	25
chr18	55379611	55379761	id-46473	1	+	NA	NONE	19
chr18	55395405	55395555	id-46474	5.74e-05	-	GCGAGGTACCACCAGACTAACACCAGGGACCAGCA	UpstreamP1_CTCF	4
chr18	55526623	55526773	id-46475	1.76e-05	-	CTGAAGTTCATCTGACACACCACAAGGGGCTCTGC	UpstreamP1_CTCF	40
chr18	55549142	55549292	id-46476	4.04e-08	+	CTGAACTTTCCCTCATTCACCACGAGAGGGAGCGC	UpstreamP1_CTCF	40
chr18	55574185	55574335	id-46477	1.22e-07	+	GGAGCAATCTCAGGGAAGCCCAGCAGATGGAGATC	Upstream_CTCF	36
chr18	55578156	55578306	id-46478	3.73e-09	+	TTGCTATGAGCAGGGGTCACCAGCAGAGGGCAGAG	UpstreamP1_CTCF	40
chr18	55626591	55626741	id-46479	1.03e-06	+	GGGACATTCAGAATCACAGCCAGAAGGGGGCAATC	V_CTCF_BR	40
chr18	55637749	55637899	id-46480	4.68e-07	+	GTGGCTAGCCTGTTGCCCAACTCCAGGTGGCGCCA	V_CTCF_BR	39
chr18	55710843	55710993	id-46481	1.48e-05	+	AGGCAATGGCGACTTGCGGCCACACTGGGGCAGCC	UpstreamP1_CTCF	40
chr18	55711925	55712075	id-46482	2.38e-07	+	GGGGAGTTCCTATCCCGCGCCGGCAGGGGGAGGGG	V_CTCF_BR	21
chr18	55712865	55713015	id-46483	1.39e-05	-	CCAGACCTGAGCGCGCACCCCGCCAGATGGCAAAC	V_CTCF_BR	11
chr18	55714645	55714795	id-46484	4.24e-07	+	GGTGCTGTTCCTTGCGTCATCAGCAGAGGTCTGTC	Upstream_CTCF	13
chr18	55719140	55719290	id-46485	1	+	NA	NONE	37
chr18	55734998	55735148	id-46486	1.84e-07	-	CCTGCATTCCCCGCTGCCACCAGCAGCTGTCATCT	Upstream_CTCF	14
chr18	55755159	55755309	id-46487	2.96e-05	-	GTGCTTCAGTCCCACCCAAGCCCTAGCGGGCATAA	UpstreamP1_CTCF	5
chr18	55789242	55789392	id-46488	1.67e-08	-	GCTGTAAGCCAAAGGGCTACCACTAGAGGGCGACA	Upstream_CTCF	40
chr18	55792564	55792714	id-46489	8.5e-06	+	TGTGTGTTTCTGAATCTGACCAGTTGAGGCAGGCT	Upstream_CTCF	23
chr18	55803130	55803280	id-46490	3.36e-07	-	CAGAACCACCTGTATTTAGCCACAAGGGGGAGCAA	V_CTCF_BR	40
chr18	55807893	55808043	id-46491	1.55e-05	+	CCTTTCTGGTGTCATCTGTCCTGTTGGTGGCAGAG	V_CTCF_BR	14
chr18	55812080	55812230	id-46492	1.73e-06	+	ATGTGGTACCAGTCAGGGCCCAACAGAGGGACCTC	UpstreamP1_CTCF	5
chr18	55842460	55842610	id-46493	5.52e-05	+	TGGGACTGCGCCTTTCTGGCCACTAGGGACCGTAC	UpstreamP1_CTCF	15
chr18	55848095	55848245	id-46494	1.57e-08	-	AATGCACCTGACAATATGGCCACCAGAGGGTGCTG	Upstream_CTCF	39
chr18	55861425	55861575	id-46495	9.88e-07	+	ACTGTAAAAGCAGGAGCCACCAGCAGATGGTGATG	Upstream_CTCF	38
chr18	55888433	55888583	id-46496	1	+	NA	NONE	4
chr18	55899281	55899431	id-46497	1.34e-06	-	TGAGCATTACAAGTTTTTGCCTCTAGATGACACTG	Upstream_CTCF	40
chr18	55970109	55970259	id-46498	2.19e-05	+	CTCTTCTACCTTGTAGTCGTCAGTAGAGGGCATGC	UpstreamP1_CTCF	5
chr18	55988518	55988668	id-46499	2.29e-05	-	CTGCAGTAGGGCCCATGCACAGGCAGGTCCCTCTG	UpstreamP1_CTCF	15
chr18	55989406	55989556	id-46500	2.27e-05	-	GAACTGATCTACTAGAGATCCACTAGATGTCACTA	V_CTCF_BR	40
chr18	56003196	56003346	id-46501	1	+	NA	NONE	31
chr18	56032203	56032353	id-46502	3.11e-05	-	GGCAATGGAGCCCAGGCCACCAGAGGGGGTCTGAG	V_CTCF_BR	15
chr18	56059245	56059395	id-46503	1.85e-05	-	ACTGTGCCTCCTGAGAGGGCCTTCTGAGGGCAGCC	Upstream_CTCF	11
chr18	56067328	56067478	id-46504	2.6e-07	+	GGTATCATTTGCTGCCTCGCCAGTAGAGGGTGCCG	V_CTCF_BR	40
chr18	56069686	56069836	id-46505	2.37e-05	+	CTTGGAATTCCTGCCGCCTCCTCCAGGGTTATGAG	Upstream_CTCF	12
chr18	56074910	56075060	id-46506	1.03e-05	+	TAGCAATTCTAAGACTCTGCCACTAGGGTCATCAC	UpstreamP1_CTCF	18
chr18	56107728	56107878	id-46507	7.73e-06	+	CATGTATGTGGCAGGGAGAGCTGCAGAGGGCAGTG	V_CTCF_BR	3
chr18	56116710	56116860	id-46508	4.41e-06	+	AGCGATAGCCCTGGTATGACCAGGAGGTGGCGATT	V_CTCF_BR	8
chr18	56119853	56120003	id-46509	1	+	NA	NONE	10
chr18	56140696	56140846	id-46510	2.97e-06	+	ATAGCTGGCGTGCTGCACAACTCCAGGGGGCAGCA	V_CTCF_BR	13
chr18	56152632	56152782	id-46511	2.78e-06	-	GGGCAGAGCAGTCCCCCAGCCAGGAGGAGGAGGGG	V_CTCF_BR	9
chr18	56159731	56159881	id-46512	3.33e-08	-	CTGCAGGACAGACTGGTGGCCAGTAGGAGACAGAA	UpstreamP1_CTCF	20
chr18	56161138	56161288	id-46513	9.55e-09	-	CGACGAGATTGCAGTTCAACCACCAGAGGGCACCA	V_CTCF_BR	40
chr18	56164296	56164446	id-46514	1.84e-06	-	AGTTTGTTACTTGCAGCTGCCAAGAGGGGGCACCA	V_CTCF_BR	37
chr18	56193789	56193939	id-46515	1.48e-06	+	AGGTACTGATGGCCAAATAGCACCAGAGGGTGCCA	UpstreamP1_CTCF	7
chr18	56197090	56197240	id-46516	1.85e-07	+	GTGTAATTAGCTAGGGCAGCCACTGGGCGGCAGCC	UpstreamP1_CTCF	40
chr18	56202147	56202297	id-46517	1	+	NA	NONE	10
chr18	56208522	56208672	id-46518	6.98e-07	+	CATTGTCACGAGACCAGTACCAGGAGATGGCGCTA	V_CTCF_BR	37
chr18	56225661	56225811	id-46519	1	+	NA	NONE	22
chr18	56247923	56248073	id-46520	3.5e-05	-	GTGCAATCCTCAGCATTTTCCATTTGAGGCAGCGT	UpstreamP1_CTCF	25
chr18	56248640	56248790	id-46521	1.7e-05	+	CCAGGTTTTCAGCTTTGGCCCAGCAGGGGAGGAAC	Upstream_CTCF	28
chr18	56251541	56251691	id-46522	1.11e-05	-	CTTTCAACCTCAGTTTTGCCCACAGGGAGGAGGCA	Upstream_CTCF	16
chr18	56257552	56257702	id-46523	6.48e-05	+	CTTCACCCCTTCAGCCAGGAATGCAGGGGGAGGGA	UpstreamP1_CTCF	9
chr18	56286525	56286675	id-46524	1	+	NA	NONE	11
chr18	56303145	56303295	id-46525	1	+	NA	NONE	17
chr18	56328802	56328952	id-46526	1	+	NA	NONE	38
chr18	56338850	56339000	id-46527	4.31e-07	-	CCGGAGGGGCGAGCAGCGGCCCCGTGGGGGCGGCC	V_CTCF_BR	19
chr18	56431629	56431779	id-46528	6.98e-07	-	GCACAGTTCTTCCTTTGAGCCAGGAGGGGGAGCAA	V_CTCF_BR	40
chr18	56435762	56435912	id-46529	5.01e-09	+	CCGGCCGGGAGCTGGGTACCCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr18	56448899	56449049	id-46530	9.55e-09	+	GGCCTTTGCACGTGAATAGCCACCAGGTGGCAGTG	V_CTCF_BR	40
chr18	56452937	56453087	id-46531	1	+	NA	NONE	27
chr18	56455196	56455346	id-46532	2.74e-08	-	CTGAAGGGCCAAGAGTCTGCCAGCAGATGGCTCAG	UpstreamP1_CTCF	5
chr18	56471336	56471486	id-46533	8.21e-06	+	AACTGGGTACCTCATGTACACAGTAGAGGGAGCCG	V_CTCF_BR	13
chr18	56531228	56531378	id-46534	1.82e-06	-	CATCTGTGCCCGGCCGGCGCCGGCGGGGGGAGTAG	UpstreamP1_CTCF	5
chr18	56564443	56564593	id-46535	5.65e-05	-	AGTTAAAAATAAAGGGAAGGCAGCAGGGGGAGCTT	V_CTCF_BR	10
chr18	56567334	56567484	id-46536	1.18e-05	+	CTGCGCAGCTGCGGCCTGTCCTCCAGGGGCTTCTC	UpstreamP1_CTCF	3
chr18	56601699	56601849	id-46537	2.15e-05	-	GGGTCTGGAAGTGCACCGACCTGCAGATGGCCCCA	V_CTCF_BR	2
chr18	56723006	56723156	id-46538	1	+	NA	NONE	35
chr18	56724553	56724703	id-46539	6.98e-07	-	GAGGAGAAACACAGTACAGCCACATGGGGGCGCTC	V_CTCF_BR	39
chr18	56735222	56735372	id-46540	3.16e-06	-	GTTCTGGATCAAGATGCAGCCACAGGGGGGCGTTG	UpstreamP1_CTCF	40
chr18	56737774	56737924	id-46541	1.09e-07	-	GGTTCAGGTGCCAAAGAAGCCACCAGGGGGCTCCC	Upstream_CTCF	40
chr18	56751520	56751670	id-46542	2.46e-08	+	GCTGCATGTGTTTGGGTGACCACGAGAGGGCAGCA	V_CTCF_BR	38
chr18	56763413	56763563	id-46543	2.15e-05	-	CTCTCTCTTTCCCACCCAGCATGCGGATGGCGCCC	V_CTCF_BR	7
chr18	56794418	56794568	id-46544	1.21e-06	-	TAAGCTTTGCCAATAGAGAGCACTAGGGGGACACC	Upstream_CTCF	12
chr18	56807852	56808002	id-46545	1	+	NA	NONE	10
chr18	56817607	56817757	id-46546	5.96e-07	-	AAGTGTGCCCCTTGGCCAACCACATGAGGGCGGCC	V_CTCF_BR	6
chr18	56832345	56832495	id-46547	9.4e-06	+	CTGCCATTTAGAGCTCCTCCTACCTGGTGGCACAA	UpstreamP1_CTCF	2
chr18	56868124	56868274	id-46548	1.48e-06	+	ACGCCTTGAGATTCTCCTCCCAGTAGAGGGAGGCC	V_CTCF_BR	24
chr18	56916535	56916685	id-46549	1.3e-07	+	GTTGAAGTTCTCAAGATAGCCATCAGATGGCAGCC	Upstream_CTCF	40
chr18	56932059	56932209	id-46550	1	+	NA	NONE	3
chr18	56933761	56933911	id-46551	3.88e-06	+	GTGGTGAGGCTTAACTGAGCCACTAGATGGAAACC	V_CTCF_BR	7
chr18	56936447	56936597	id-46552	9.29e-06	-	CTGGCTCGGGCCGCCGCTGCCGGGCGGGGGCGCCA	Upstream_CTCF	25
chr18	56940711	56940861	id-46553	1.3e-07	-	AGTGCCGGCCCAGGGGTGGCCACTAGAGGACCCTG	Upstream_CTCF	35
chr18	56975556	56975706	id-46554	5.38e-05	-	TCTATCCTCCCATGGCATAACGGGAGAGGGAGCTC	V_CTCF_BR	22
chr18	56975824	56975974	id-46555	8.43e-09	+	AGTGGCCGCGGCGCTAGGAACACCAGGGGGCGCCG	V_CTCF_BR	40
chr18	57049823	57049973	id-46556	1	+	NA	NONE	6
chr18	57062588	57062738	id-46557	1	+	NA	NONE	3
chr18	57069822	57069972	id-46558	1.95e-07	-	CCTGCAGTTCCAAGCTGACACGGCAGATGGTGTAG	Upstream_CTCF	38
chr18	57082691	57082841	id-46559	1.9e-06	+	TGTGCAGTTCCTTCCAGAGGCCCCTGGCGGTGCTG	Upstream_CTCF	16
chr18	57113371	57113521	id-46560	1	+	NA	NONE	23
chr18	57126713	57126863	id-46561	7.9e-07	+	GTGCAATATTATTGATTAGCCACATGGGGGCATGA	UpstreamP1_CTCF	40
chr18	57215076	57215226	id-46562	1	+	NA	NONE	18
chr18	57224193	57224343	id-46563	5.08e-05	+	CTCTCAAGGTCAGTGTAGGGCACCAGGTGCAGCTC	Upstream_CTCF	7
chr18	57244419	57244569	id-46564	6.84e-06	+	CAGAAAAGCATTTGTGGGGTCACCAGATGGCAGCT	V_CTCF_BR	1
chr18	57260512	57260662	id-46565	1	+	NA	NONE	10
chr18	57272331	57272481	id-46566	4.71e-06	+	GCTGCTCCCCCTAGGAGGCACAGCAGGGAGAAATG	Upstream_CTCF	5
chr18	57297138	57297288	id-46567	3.22e-05	+	CTGCAGGGGCACACTGCAGTCTGCAGGGAAAAGAA	UpstreamP1_CTCF	5
chr18	57298926	57299076	id-46568	1.81e-06	+	TTAGAGTTGCCACCTTTTCCCACTAGGTGGCAGCT	Upstream_CTCF	40
chr18	57313602	57313752	id-46569	1.17e-05	-	CCTGGGTGCAGCCATGGCTCCTCTAGATGGCGTTG	V_CTCF_BR	24
chr18	57327296	57327446	id-46570	1.37e-05	+	CCTGCACTCCCTCTATCAGCCTAAAGGAAGGGATA	Upstream_CTCF	3
chr18	57342937	57343087	id-46571	2.15e-05	+	TGAGAGTCTAGTCCCTTTTACACTAGAGGGTGCTG	V_CTCF_BR	6
chr18	57350989	57351139	id-46572	7.82e-06	-	GTGTACTGACTGGGATGCTCCAGCAGGGACACCCC	UpstreamP1_CTCF	14
chr18	57364594	57364744	id-46573	1.96e-08	+	GCCGCCGCCTTCCCTCTTCCCGGCAGGGGGCGCCG	V_CTCF_BR	40
chr18	57383206	57383356	id-46574	1	+	NA	NONE	24
chr18	57386145	57386295	id-46575	1	+	NA	NONE	17
chr18	57430779	57430929	id-46576	5.68e-06	+	TGAGATGGCACAGGATTTAACACAAGAGGGAGGCA	V_CTCF_BR	8
chr18	57450417	57450567	id-46577	3.8e-07	+	AAAGCTGGTCCCAGCTGGTCCACTAGATGTCACTG	Upstream_CTCF	40
chr18	57484463	57484613	id-46578	1	+	NA	NONE	1
chr18	57487806	57487956	id-46579	6.64e-05	+	TCAACAATGTGCAGTAAAACCACCAGGGGAAAGAC	Upstream_CTCF	8
chr18	57490967	57491117	id-46580	4.73e-07	-	CCTGTAATTACCTGGGAGGACAAGAGATGGCGCTG	Upstream_CTCF	40
chr18	57504862	57505012	id-46581	5.08e-07	+	GGCTACTGACACTATTTTGCCACTAGAGGGCGATG	V_CTCF_BR	40
chr18	57507648	57507798	id-46582	1	+	NA	NONE	34
chr18	57655459	57655609	id-46583	1.75e-07	+	GAGAAGTTACTGCTGCTGTGCAGTAGATGGCGCCA	UpstreamP1_CTCF	40
chr18	57661705	57661855	id-46584	2.94e-06	-	GCTGTTTAACCAAATACATCCACTTGAGGGCACCG	Upstream_CTCF	34
chr18	57663725	57663875	id-46585	1.39e-07	+	CAGGCTAGGCTGGATTTGGCCACTAGGTGGAACGC	V_CTCF_BR	40
chr18	57670984	57671134	id-46586	1	+	NA	NONE	1
chr18	57736519	57736669	id-46587	1.1e-06	+	GAAGGATCGTTCCCTAGAGCCAGTAGAGGGAGCCT	V_CTCF_BR	30
chr18	57742805	57742955	id-46588	2.62e-07	+	CAGCCAGTGCCCAAATGCACCAGCAGGGGGCCCGA	UpstreamP1_CTCF	21
chr18	57757521	57757671	id-46589	1	+	NA	NONE	21
chr18	57813086	57813236	id-46590	7.84e-05	-	TTAAGCACTATTGCCATGAACGCCAGGGGGATATC	V_CTCF_BR	3
chr18	57887263	57887413	id-46591	2.86e-06	-	CAGCTCTCCCCCAACCCATCCACTAGGTGTCTTAG	UpstreamP1_CTCF	12
chr18	58012746	58012896	id-46592	4.88e-05	+	CAGTTCCTAATTGTTTATGCCAGTAGAGGGACTCA	UpstreamP1_CTCF	8
chr18	58079054	58079204	id-46593	4.14e-05	-	TGGTCATTCCCTGATGACGCCACCAGAAGTGAACG	UpstreamP1_CTCF	33
chr18	58081513	58081663	id-46594	3.63e-08	-	GCTGCAGAGCAGGAGGTGAGCAGCAGGTGGAGCAC	Upstream_CTCF	38
chr18	58216705	58216855	id-46595	1.93e-05	-	AATTCTGCACAGAGAATGAGCCATAGAGGGCGCTA	Upstream_CTCF	38
chr18	58285073	58285223	id-46596	1	+	NA	NONE	7
chr18	58335930	58336080	id-46597	1.47e-05	+	GTATATTTTCATGAAAGTGCCAGTAGATGTCAGCA	V_CTCF_BR	24
chr18	58344166	58344316	id-46598	8.13e-06	+	AAAGAAATGTAAGTGCTGGCCACAAGGAGTCAGGC	Upstream_CTCF	20
chr18	58352183	58352333	id-46599	6.37e-07	+	TTGCATTTATTTAATTGTTCCACTAGATGGCATTA	UpstreamP1_CTCF	39
chr18	58475745	58475895	id-46600	1.51e-08	+	TTGCATTTTCCTTTTGTGGACTCCAGAGGGCAGCA	UpstreamP1_CTCF	36
chr18	58493695	58493845	id-46601	1	+	NA	NONE	25
chr18	58752914	58753064	id-46602	7.12e-06	-	GTACATTGTCACATCATGGCCAGGAGGAGGTAGCA	UpstreamP1_CTCF	8
chr18	58756043	58756193	id-46603	1.3e-09	+	TCTGAAGTTCCAAAAGTCACCAGCAGATGGCCCAC	Upstream_CTCF	40
chr18	58918299	58918449	id-46604	9.84e-05	-	ATTATGATGATGACCTTTGAATCCAGGTGGCAGTG	V_CTCF_BR	6
chr18	58989599	58989749	id-46605	1.97e-06	+	CATCCTATCTCGCCTTACACCTGTAGGTGGCGCCC	V_CTCF_BR	40
chr18	59000707	59000857	id-46606	6.46e-07	+	GACAGGCCGAACGCGGTGGCCGCGGGAGGGCAGGG	V_CTCF_BR	2
chr18	59001398	59001548	id-46607	1.34e-06	+	GCGGTGGCGCCTCCCTCCGCCTGCAGAGGGGACAG	Upstream_CTCF	2
chr18	59003705	59003855	id-46608	2.01e-05	-	AAGGCATTCAATAACTTCTCCACCAGGGGAAAAAC	Upstream_CTCF	11
chr18	59102422	59102572	id-46609	1.72e-06	-	TGTGTAGTATATAGTGGTACCACTAGAGGCAGTAT	Upstream_CTCF	40
chr18	59169848	59169998	id-46610	2.97e-06	-	GCAACATTACTGAAAGTGAACAGGAGGTGGCAGCA	V_CTCF_BR	40
chr18	59170673	59170823	id-46611	2.84e-05	-	TCTCAATGGATCAATATGGCCCCCTGGGGGCAAAA	UpstreamP1_CTCF	12
chr18	59218859	59219009	id-46612	4.38e-08	+	CCTGCAATTCCTTGAGTTTCCATAAGGTGGCATTG	Upstream_CTCF	40
chr18	59249189	59249339	id-46613	2.88e-10	+	CAGGCAGTCTCTCTTTCGGCCACCAGAGGGCGCTC	Upstream_CTCF	40
chr18	59273968	59274118	id-46614	6.51e-05	-	GTCGTCAGGGCCACATTGGCACCAAGGGGGTGCAG	V_CTCF_BR	4
chr18	59279849	59279999	id-46615	5.92e-05	+	TCCCTTTTTCTTCCTCCAAACACAAGGAGGAGCTC	V_CTCF_BR	34
chr18	59303155	59303305	id-46616	7.9e-07	+	GCGTTCTTCCATCAAGAAAACACAAGGGGGCGGTA	UpstreamP1_CTCF	40
chr18	59304643	59304793	id-46617	9.39e-07	-	CTTGAGGTGCAAAGAACTGCCTGCAGAGGGCCGCC	Upstream_CTCF	14
chr18	59505888	59506038	id-46618	4.68e-07	-	GCCTGCAGTCGCACTTTGAACAGCAGAGGGAGGTG	V_CTCF_BR	7
chr18	59519221	59519371	id-46619	8.59e-05	+	GTGACAGGCAGCTCAGAGCCAGCCAGGGGGCACAT	V_CTCF_BR	13
chr18	59527899	59528049	id-46620	4.94e-06	+	CAAGTGGTTCAGGAGGTATCCAGAAGAAGGCACTG	Upstream_CTCF	11
chr18	59560306	59560456	id-46621	3.91e-06	-	GTTGCTAGTAGGCGCTCTGCCACCAGAGGGGAACT	Upstream_CTCF	31
chr18	59561024	59561174	id-46622	1	+	NA	NONE	25
chr18	59561541	59561691	id-46623	5.68e-06	-	GAACGCGGAGGGCGGCCGGGCAGGTGGGGGTGCCG	V_CTCF_BR	35
chr18	59568711	59568861	id-46624	1.22e-07	-	CTGCCACTTCTCTTCTTGACCACTAGAGGGTGGAC	UpstreamP1_CTCF	40
chr18	59576134	59576284	id-46625	1	+	NA	NONE	2
chr18	59625147	59625297	id-46626	2.58e-07	+	AGAGCAGCACCAGCAGCCGCCTGTAGAGGTTGCTG	Upstream_CTCF	28
chr18	59625573	59625723	id-46627	7.44e-06	+	TGTGATTTTTCATAAACCAACACCAGGGGCAGAGG	Upstream_CTCF	2
chr18	59662892	59663042	id-46628	2.5e-05	-	TGGCTGAGTCCAGCCAAGATCAGCAGAGGGCCCAG	UpstreamP1_CTCF	5
chr18	59697927	59698077	id-46629	1	+	NA	NONE	9
chr18	59705340	59705490	id-46630	1	+	NA	NONE	10
chr18	59770563	59770713	id-46631	1	+	NA	NONE	7
chr18	59798661	59798811	id-46632	1.46e-07	-	ATGGTATGCTGAAGGATGACCAGCAGGTGGAGCTA	UpstreamP1_CTCF	39
chr18	59850941	59851091	id-46633	2.58e-07	+	AATGCAATATGCACTACAGCCACTAGAGGATGCCC	Upstream_CTCF	40
chr18	59855374	59855524	id-46634	6.23e-05	-	GTGCAACACCAGCCAAGGGTTGGAAGCAGGCAGAG	UpstreamP1_CTCF	38
chr18	59863421	59863571	id-46635	8.71e-06	-	CCACTGCACTCCAGTTTGGCCGACAGAGGGCGACT	V_CTCF_BR	15
chr18	59906839	59906989	id-46636	3.22e-05	+	GCACAGTTCCGGTCTGTCCCCTGTAGGTGGGACAT	UpstreamP1_CTCF	16
chr18	59913026	59913176	id-46637	2.81e-06	-	CATTCACTCCCTCCCCCTTCCACTAGAGGGTTTGG	Upstream_CTCF	34
chr18	59916833	59916983	id-46638	9.49e-08	-	GGCTAGTAAGTACTTTTGGCCACCAGGTGGCAGCT	V_CTCF_BR	40
chr18	59992346	59992496	id-46639	7.8e-08	+	CTGGCACCGCCGGGCCCGGCCGGAGGGGGGCGCAG	V_CTCF_BR	31
chr18	59992755	59992905	id-46640	6.86e-07	+	GAGGCGCTTCCAGAGTTGGACGGCGGAGGGCGGGA	Upstream_CTCF	24
chr18	60003702	60003852	id-46641	1	+	NA	NONE	2
chr18	60036622	60036772	id-46642	6.9e-05	+	GGTGCCGGGTCTGGAAGCTCCCCTGGTGGCCAGTC	Upstream_CTCF	4
chr18	60052201	60052351	id-46643	8.97e-05	+	CCCGAAGCTCGGAGCCAGGGCTCGCGAGGGCAGCA	Upstream_CTCF	4
chr18	60066967	60067117	id-46644	1.31e-05	+	CTTATCAGTCTCCCTGGAGACAACAGGTGGAGCCC	V_CTCF_BR	4
chr18	60067384	60067534	id-46645	3.84e-06	-	ACGCTAGGGCTCAGCCCCTCCAGCAGGTGGCTAAA	UpstreamP1_CTCF	38
chr18	60069486	60069636	id-46646	1.41e-05	-	CTCCTGTCTCCTGCTGCGGCCTCCTAGTGGCACAA	UpstreamP1_CTCF	4
chr18	60069884	60070034	id-46647	2.72e-06	+	GTGTGGGCCATCTTCCTGGCCTGCAGGTGGCCACC	UpstreamP1_CTCF	4
chr18	60090456	60090606	id-46648	3.4e-06	-	CCCCACATTTTGCTATTGACCACTAGGTGGAGATA	V_CTCF_BR	40
chr18	60090818	60090968	id-46649	1	+	NA	NONE	16
chr18	60093029	60093179	id-46650	3.22e-07	+	CTTGTAGTTAAGAATGATCCCACTAGATGGAGCTC	Upstream_CTCF	40
chr18	60115015	60115165	id-46651	2.6e-05	+	GGGCTAGAGTCTGTGCCAACCTGCAGGAGGGGCTG	UpstreamP1_CTCF	5
chr18	60125173	60125323	id-46652	8.9e-05	+	GGGAAACTAACACAGTGAGCCTGCAGGAGACGCTG	UpstreamP1_CTCF	18
chr18	60125706	60125856	id-46653	7.49e-07	+	ATGCAGGTGAGGCTGGCATCCTGCAGATGTCAGCG	UpstreamP1_CTCF	14
chr18	60233548	60233698	id-46654	1.52e-07	-	CTCCGTTAAGCTGCCATCGCCACCAGAGGGAACCT	V_CTCF_BR	36
chr18	60251681	60251831	id-46655	7.61e-08	-	CTCGCACTGTCCTCGTCCCCCACCAGGTGGCATTG	Upstream_CTCF	40
chr18	60253531	60253681	id-46656	4.31e-07	+	TGGACGTTAGGCTGGCCAGTCACTAGGGGGCAGCA	V_CTCF_BR	40
chr18	60254567	60254717	id-46657	4.99e-07	+	GCTGCAGGCACCTGCTTCACCGCGGGAGGGAGCCA	Upstream_CTCF	8
chr18	60305750	60305900	id-46658	6.39e-08	+	CTGGGGCATCCTCCTTTCCCCACCAGGGGGCAGAA	V_CTCF_BR	39
chr18	60327076	60327226	id-46659	6.18e-07	-	GCTGTCACTCCTCTACCACCCAGCAGGTGACAGAA	Upstream_CTCF	9
chr18	60377717	60377867	id-46660	9.71e-06	-	GCTCTAGTGCACTAAATGGGCCCCAGGTGGCCAAA	Upstream_CTCF	7
chr18	60382167	60382317	id-46661	3.65e-07	+	CAATACTCACTGGCCACGGCCAGCTGCTGGCGGCC	V_CTCF_BR	40
chr18	60384137	60384287	id-46662	1.73e-05	+	ACAGCCCGGGCGGGGCCGTCCGCGAGGGGTCGTGC	V_CTCF_BR	28
chr18	60403227	60403377	id-46663	2.27e-05	+	ATGGCCTGGAATCTTTGCACCGAAAGGGGGCAGAG	V_CTCF_BR	0
chr18	60467349	60467499	id-46664	5.68e-06	-	TGCCTCCCACTGGATTCAGCCAGTGGGGGGTGGGG	V_CTCF_BR	2
chr18	60469900	60470050	id-46665	4.7e-06	-	CCCAAGTAAGTTCCACGCTCCAACAGAGGGCAGTA	V_CTCF_BR	34
chr18	60544922	60545072	id-46666	1.55e-05	+	GAATTTGAGCAAAGCAGAGCCGGCAGGTGGTGCTT	V_CTCF_BR	20
chr18	60595720	60595870	id-46667	1	+	NA	NONE	15
chr18	60603356	60603506	id-46668	3.16e-05	-	CACGTTGTCCCAAATGTGGCCACTGGGAGCTCCTT	Upstream_CTCF	8
chr18	60611848	60611998	id-46669	5.65e-05	-	CTTTGTAGTGGCACTGAAAACTCAAGGGGGAGGTA	V_CTCF_BR	27
chr18	60625235	60625385	id-46670	6.43e-06	-	CTAAAAATACAAAAATTGGCCAGGTGGTGGCGCAA	V_CTCF_BR	40
chr18	60644881	60645031	id-46671	1	+	NA	NONE	11
chr18	60650009	60650159	id-46672	8.81e-07	-	CACCCAAAGTCTAAGCTTACCAGCAGGTGGTGCTG	V_CTCF_BR	40
chr18	60659271	60659421	id-46673	7.55e-07	-	CCCTCGGGAGCCCGGGCTCCCTACAGGGGGCGCTC	V_CTCF_BR	19
chr18	60683601	60683751	id-46674	6.98e-07	+	CTCACAGTTTGTCATGAAGCCACTAGGGGGCAGGG	V_CTCF_BR	40
chr18	60689775	60689925	id-46675	4.66e-08	+	GCTGCAGTGTGCGGACCGGCCAGAGGGGGCAGCAC	Upstream_CTCF	39
chr18	60692500	60692650	id-46676	8.59e-05	+	CTAAGCCTCGCATTTCAGCCCTGTGGGTGGAGCTG	V_CTCF_BR	36
chr18	60740826	60740976	id-46677	5.63e-06	-	CTGTCATTCACAGGCCAAGCCACAGGATGCCACTG	UpstreamP1_CTCF	16
chr18	60763407	60763557	id-46678	8.59e-05	+	ACCTTCAATGCCTTCCAGTCCACAGGGAGGCGGTC	V_CTCF_BR	5
chr18	60786945	60787095	id-46679	2.97e-06	+	GGACCTGAGATGCCGTCCTCCACTTGGTGGCAGTG	V_CTCF_BR	37
chr18	60798458	60798608	id-46680	3.65e-07	+	GGTCCTTGGTTAACTTTTACCAGGAGAGGGCGCAA	V_CTCF_BR	38
chr18	60822756	60822906	id-46681	9.88e-07	-	CCTACTCTTCCCTCCCAAGCCAACAGGGGGAAGCA	Upstream_CTCF	40
chr18	60825915	60826065	id-46682	1	+	NA	NONE	2
chr18	60929588	60929738	id-46683	4.88e-05	-	AACCCAGCACTTACTCTGAACAGGAGGTGGAGTTG	V_CTCF_BR	5
chr18	60985389	60985539	id-46684	1	+	NA	NONE	39
chr18	60987593	60987743	id-46685	1.55e-08	+	CTGCGCCCGCGGGGCCCGGCCAGTGGGTGGCGCGG	V_CTCF_BR	23
chr18	60988026	60988176	id-46686	9.4e-06	+	TTGTGTTACCGGCGCTCGGCCGCCGGGGGAAGACC	UpstreamP1_CTCF	23
chr18	60990370	60990520	id-46687	1.85e-07	-	GAGTAACGCTGTGAAACAACCAGCAGGTGGCGAAA	UpstreamP1_CTCF	40
chr18	61007240	61007390	id-46688	7.73e-05	-	TCTACATTGATGTGTGGGCCCTTTAGGGGGCGCCA	Upstream_CTCF	40
chr18	61009557	61009707	id-46689	1.17e-05	+	AAGACAAGTCCTGACACCACCGCTGGGTGGCAGAA	V_CTCF_BR	39
chr18	61090095	61090245	id-46690	1	+	NA	NONE	24
chr18	61106588	61106738	id-46691	1.51e-08	-	CTGTATTTTCGGGGCATTGCCAGTAGAGGGCATTC	UpstreamP1_CTCF	40
chr18	61111234	61111384	id-46692	7.82e-06	-	AGGTAACTACCATCGCTGCCCTCCAGGTGCAAACC	UpstreamP1_CTCF	5
chr18	61157413	61157563	id-46693	1.77e-05	-	GGGGCTATCAGAGGAACGACCAGCATGGGGAGCTG	Upstream_CTCF	1
chr18	61173400	61173550	id-46694	8.03e-07	-	GCTGTGACAATGAAAATGTCCCCTAGGGGGCAGAA	Upstream_CTCF	40
chr18	61178640	61178790	id-46695	2.6e-06	+	GATAGCTAAATTTAGTCAGCCGCTAGAGGGAGGTG	V_CTCF_BR	40
chr18	61182602	61182752	id-46696	1.7e-05	+	GCTGCACTGCCATCACTGACCACATGAAAACCAGA	Upstream_CTCF	34
chr18	61185782	61185932	id-46697	1.85e-07	+	CTTCTGTTCATTTTCTCTTCCACTAGATGGCGCTG	UpstreamP1_CTCF	40
chr18	61191013	61191163	id-46698	2.81e-05	+	TACTTTCTCAAGGACAGAAACAGCAGGAGGCAGTG	V_CTCF_BR	18
chr18	61245726	61245876	id-46699	1.28e-08	-	ACTGCACTTCACTGTACCGACAGAAGAGGGCACTC	Upstream_CTCF	39
chr18	61343890	61344040	id-46700	7.23e-07	-	AGTGCTATTGCAGCCACTGCCACACGGTGTCACAG	Upstream_CTCF	35
chr18	61409109	61409259	id-46701	1.83e-05	-	TCCCGTGTTACTGTCTCATCCACAAGGAGGAGCTC	V_CTCF_BR	34
chr18	61450734	61450884	id-46702	6.21e-06	-	GGTGTGTTAATAAGCACTCCCTGAAGGTGGCGGTG	Upstream_CTCF	13
chr18	61491283	61491433	id-46703	3.09e-07	+	GAGGATGATGATGGAAGCAACACCAGGGGGCGCCA	V_CTCF_BR	39
chr18	61511585	61511735	id-46704	3.81e-05	-	TACAAAAGCAAAAAAGTAAACACTAGGGGTCAGTA	V_CTCF_BR	39
chr18	61515488	61515638	id-46705	1.39e-05	-	GGTAACAAGCAACTCCTGTCCTCTAGAGGTCAGGC	V_CTCF_BR	40
chr18	61517335	61517485	id-46706	9.51e-07	-	CCACATCTCTGGCTTCTAACCACCGGATGGCAGTA	V_CTCF_BR	38
chr18	61558254	61558404	id-46707	3.42e-05	+	ATTGTTATTCTATGGAATGCCACAAAGTGTCGCTG	Upstream_CTCF	31
chr18	61603498	61603648	id-46708	3.36e-07	-	CGTCCACTAGAATTAGTCACCAGGAGGTGGCAGCC	V_CTCF_BR	40
chr18	61616422	61616572	id-46709	4.41e-06	+	CGCCCTCCTGCCCAGGCGCCCGCTAGGTGGTGCCT	V_CTCF_BR	37
chr18	61618620	61618770	id-46710	1	+	NA	NONE	34
chr18	61630984	61631134	id-46711	1.71e-06	+	GGCCCAGTGTTCAGCTTTGCCAATAGAGGGAGCTG	V_CTCF_BR	40
chr18	61642436	61642586	id-46712	1.99e-07	-	CTTCATAGAACTGGGCCAACCAGAAGGTGGCACCA	V_CTCF_BR	38
chr18	61646714	61646864	id-46713	5.2e-08	-	CAGCACTTCTGGCTTCCATCCACTAGATGTCAGTA	UpstreamP1_CTCF	40
chr18	61662143	61662293	id-46714	2.57e-08	-	ATGTCATTGCCTAGATCGTCCAGTAGAGGGCGCCG	UpstreamP1_CTCF	40
chr18	61685222	61685372	id-46715	1	+	NA	NONE	36
chr18	61705188	61705338	id-46716	1	+	NA	NONE	39
chr18	61764829	61764979	id-46717	5.17e-06	+	AAAGAACTACTCCGCGTGGTCAGAAGAGGGAGCTT	Upstream_CTCF	18
chr18	61771342	61771492	id-46718	1.2e-08	+	AGTGAAGTTTCCACTGTGAGCGGCAGGTGGCGGGC	Upstream_CTCF	21
chr18	61787279	61787429	id-46719	1	+	NA	NONE	19
chr18	61911918	61912068	id-46720	4.21e-05	+	CTTCCTAAGAGGAGATCCTCCTCATGGTGGAGCCA	V_CTCF_BR	11
chr18	61997522	61997672	id-46721	1.38e-06	-	GCCTAGATCTGTCCACTTTCCTGCAGATGGCAGTA	V_CTCF_BR	14
chr18	62076877	62077027	id-46722	1.03e-05	-	GAGAGTCTCTTAAATTTCACCACCAGAGGGCCCCA	UpstreamP1_CTCF	29
chr18	62634015	62634165	id-46723	3.63e-06	-	GCTCTTGGCCATGTTGGCAGCAGGAGGGGGCAGTG	V_CTCF_BR	7
chr18	62639919	62640069	id-46724	1	+	NA	NONE	2
chr18	62759092	62759242	id-46725	2.1e-06	-	CCTGCAGAATTCCATGTTGTCAACAGATGGCGTAA	Upstream_CTCF	34
chr18	62873898	62874048	id-46726	1.27e-06	-	GTGGGGTGGCTGCCCTCCACCGGCAGAGGGCCACA	UpstreamP1_CTCF	9
chr18	62895331	62895481	id-46727	1	+	NA	NONE	11
chr18	62922777	62922927	id-46728	1.5e-05	+	ACAGTGATTTTTCAGCTGACCTTTAGGGGGCCGAG	Upstream_CTCF	6
chr18	63103818	63103968	id-46729	1	+	NA	NONE	11
chr18	63106541	63106691	id-46730	1	+	NA	NONE	17
chr18	63190809	63190959	id-46731	3.91e-06	+	TAGGTAATACGCTAAGCAGCCTCCAGGGGTCTGTG	Upstream_CTCF	4
chr18	63234724	63234874	id-46732	1.93e-05	-	GCATAATAAAACGTGCTTACCTCTAGAGGGCATAG	V_CTCF_BR	24
chr18	63392790	63392940	id-46733	1.64e-06	+	GTGGCTATTTGTGAGGCGGCCACTGGGTGGGGCAA	Upstream_CTCF	24
chr18	63420908	63421058	id-46734	1.81e-06	-	TCTGCAGAACCAGCAAATCCCCAGAGGAGGCACTC	Upstream_CTCF	26
chr18	63455737	63455887	id-46735	2.94e-06	-	AATGCATTAGTTGAGCAAGCCGGCAGATGGCCCCT	Upstream_CTCF	14
chr18	63604046	63604196	id-46736	2.1e-06	+	GCAACACTACCCATCATGGCCAAAAGAGGGAGAAA	Upstream_CTCF	10
chr18	63605921	63606071	id-46737	2.12e-06	+	GTGAAAAAGCCAGCTGAAACCAGCAGATGGCGATG	UpstreamP1_CTCF	29
chr18	63635977	63636127	id-46738	2.72e-05	+	CAGAACAGTCTCGCTTCTGCCACTAGGAGGCTTCG	UpstreamP1_CTCF	25
chr18	63651122	63651272	id-46739	6.51e-05	+	ACAATTTTCTATCAAATAGCCACCAGATGGAGTGT	V_CTCF_BR	13
chr18	63713400	63713550	id-46740	1	+	NA	NONE	2
chr18	63791757	63791907	id-46741	6.49e-06	+	TCAGGAATCCCAACATCTACCACATGGTGGAATCT	Upstream_CTCF	17
chr18	64060874	64061024	id-46742	1	+	NA	NONE	8
chr18	64163219	64163369	id-46743	3.88e-06	-	GTCATCCGCATGATCTCCCCCAGCAGGGGGTGCCT	V_CTCF_BR	30
chr18	64191013	64191163	id-46744	2.43e-06	-	AGTGCAAGGTTGAGCCTTGTCAGTAGAGGGCTGTG	Upstream_CTCF	4
chr18	64201021	64201171	id-46745	1	+	NA	NONE	13
chr18	64216087	64216237	id-46746	9.4e-06	+	TCGATGTGATAGATATGAACCAGCAGAGGACGCTG	UpstreamP1_CTCF	21
chr18	64227464	64227614	id-46747	1.19e-06	+	AATTTAGAGAACCCCTTCACCAGAAGGTGGCAGAG	V_CTCF_BR	30
chr18	64284056	64284206	id-46748	2.4e-09	-	GTGCGGTTCCACCTGAAAGCCAGTAGGTGGCACTT	UpstreamP1_CTCF	28
chr18	64391940	64392090	id-46749	1	+	NA	NONE	3
chr18	64416433	64416583	id-46750	8.71e-06	-	TTTCCTAAGTGTGGTCTGGCCTGAAGATGGCATTG	V_CTCF_BR	16
chr18	64486598	64486748	id-46751	1	+	NA	NONE	22
chr18	64539625	64539775	id-46752	5.65e-05	-	GAATATATTTATTATTTAATCACTAGATGGCAGTA	V_CTCF_BR	25
chr18	64554175	64554325	id-46753	8.71e-06	-	TGCCTCTTGCAAATCTTGGCCAGAAGGGGGAGAAT	V_CTCF_BR	4
chr18	64658258	64658408	id-46754	6.05e-06	-	GTGGGTAGATTATATTAGACCAGAAGGGGGCTCTG	V_CTCF_BR	4
chr18	64772039	64772189	id-46755	1.99e-07	+	ATGGCTCTTAAAGCTCTTGCCAGAAGGTGGCGCAG	V_CTCF_BR	39
chr18	64867596	64867746	id-46756	5.26e-07	-	ATTGCAACTTTCAGAAAGACCACTAGATGTCCCTA	Upstream_CTCF	34
chr18	64884912	64885062	id-46757	5.51e-07	+	GTCACAGTTCTTAGTGTATCCACCAGATGGCGGGC	V_CTCF_BR	40
chr18	64946380	64946530	id-46758	1	+	NA	NONE	4
chr18	64948192	64948342	id-46759	1	+	NA	NONE	4
chr18	64949117	64949267	id-46760	2.72e-06	+	CTGCCTTTGTAAAGAGATGCCACTGGGAGGCTCCA	UpstreamP1_CTCF	6
chr18	65124039	65124189	id-46761	1	+	NA	NONE	22
chr18	65131191	65131341	id-46762	4.34e-07	+	GTGCGGTTTGACCTACAAGCCAGTAGATGGTGCTT	UpstreamP1_CTCF	29
chr18	65180627	65180777	id-46763	1	+	NA	NONE	32
chr18	65183268	65183418	id-46764	9.49e-08	+	TCCCTGTCCTCAGGTGGAGCCGCCAGAGGGAGCTC	V_CTCF_BR	39
chr18	65258115	65258265	id-46765	1	+	NA	NONE	29
chr18	65373089	65373239	id-46766	1	+	NA	NONE	22
chr18	65377990	65378140	id-46767	5.52e-05	-	GGGCAGTGTTGAGCTTGGAATAGAAGACGGAAGGA	UpstreamP1_CTCF	32
chr18	65512422	65512572	id-46768	1	+	NA	NONE	22
chr18	65531995	65532145	id-46769	2.39e-05	-	CAGTAACATCAATGACAGTTCAACAGGTGGCACCA	UpstreamP1_CTCF	9
chr18	65820147	65820297	id-46770	2.6e-06	-	TCGTGCCCTGCTGCTCAAACCTCTAGAGGGAGCTC	V_CTCF_BR	18
chr18	65840241	65840391	id-46771	1.84e-06	-	AGCTGATTAACACAAGCCGCCTGCAGAGGGCAAAA	V_CTCF_BR	22
chr18	65997981	65998131	id-46772	1	+	NA	NONE	9
chr18	66074114	66074264	id-46773	4.88e-05	-	ACCGCACTCCCCCGTCTGGTCTACAGTGGCCTCTG	Upstream_CTCF	22
chr18	66162056	66162206	id-46774	1.24e-05	+	AGTAACTTACCAAGCCTGGCCTGCAGTTGGCTATG	V_CTCF_BR	13
chr18	66290705	66290855	id-46775	7.1e-07	-	TTGCATCCCACTGCAAAGGCCAAGAGGGGGCAGCA	UpstreamP1_CTCF	39
chr18	66327730	66327880	id-46776	1.73e-05	-	AAATATTTTCTCTAAAGCACCACAAGGGGTCAGCA	V_CTCF_BR	40
chr18	66330164	66330314	id-46777	1	+	NA	NONE	33
chr18	66344300	66344450	id-46778	6.49e-06	-	CTGCTTTCTCTTTGGCCTGCCACTGGGTGTCATCA	UpstreamP1_CTCF	22
chr18	66401040	66401190	id-46779	1.09e-06	-	GATGCTGAACTACATAGTTCCAGCAGATGTCACCA	Upstream_CTCF	13
chr18	66403092	66403242	id-46780	2.28e-05	-	CCTGCATAACCTTATACTACCACATGATGTCCCTC	Upstream_CTCF	39
chr18	66404336	66404486	id-46781	2.93e-07	+	GTGTTCTCTTTGAGTTTTACCAGCAGGGGGTGGGC	UpstreamP1_CTCF	16
chr18	66490467	66490617	id-46782	1	+	NA	NONE	4
chr18	66511053	66511203	id-46783	1.56e-06	-	ATTGTATGTCTAAATTTATGCAGCAGAGGGCACTC	Upstream_CTCF	22
chr18	66514619	66514769	id-46784	4.34e-07	+	ATGCATTTACTACCTCTTGCCACTAGTGTGCAGCA	UpstreamP1_CTCF	37
chr18	66523238	66523388	id-46785	1	+	NA	NONE	16
chr18	66592629	66592779	id-46786	4.14e-05	+	TTGTCATGTCCTCCACTGAGGGGTAGGGGGTGACA	UpstreamP1_CTCF	37
chr18	66669582	66669732	id-46787	1.56e-05	+	ATGGCCATGCCCGATTTCAACACTAGGGGCTGTAT	Upstream_CTCF	34
chr18	66875886	66876036	id-46788	7.44e-05	+	GGAACTCTGTACAGTACGGCCCCTAGAGGGGAGAG	Upstream_CTCF	17
chr18	67032996	67033146	id-46789	4.73e-07	-	GCTGCAGCCTCCTTCTCCTCCACCAGGAGCTGCTT	Upstream_CTCF	12
chr18	67136680	67136830	id-46790	9.81e-06	+	CGCCGGGAGTGATCTGCCGCCACTAGGGCGCAGCA	V_CTCF_BR	33
chr18	67152111	67152261	id-46791	2.28e-05	-	CAAGTTTCCCAGCTGAAGCCCAGCAGGTGACGCTC	Upstream_CTCF	28
chr18	67157437	67157587	id-46792	3.29e-05	+	ACAGCAGTCACAGCTCATGCCACCATCAGGAGGAA	Upstream_CTCF	3
chr18	67255678	67255828	id-46793	1	+	NA	NONE	27
chr18	67304254	67304404	id-46794	2.19e-05	+	GGGTCATTACCCAGAGCAGTCAGCAGGGAGCTCCC	Upstream_CTCF	39
chr18	67425083	67425233	id-46795	1.32e-05	+	GCAGTGCCTCCATAAGCTTCCTCCAGGTGGACTGA	Upstream_CTCF	9
chr18	67512952	67513102	id-46796	3.73e-06	+	GTTGCTTTATGTCTTAAGGCCACTAGAGGAAGTCA	Upstream_CTCF	16
chr18	67568353	67568503	id-46797	1.23e-05	-	GTGTAATACCTCCCTTTAACCTGTAGGTTGATTCC	UpstreamP1_CTCF	15
chr18	67583855	67584005	id-46798	1	+	NA	NONE	9
chr18	67610376	67610526	id-46799	1.03e-06	+	CAGAGCAGGCACCCAGTAAACACTAGGTGGCAGAG	V_CTCF_BR	34
chr18	67627042	67627192	id-46800	1	+	NA	NONE	21
chr18	67652619	67652769	id-46801	6.82e-05	+	CTCTCCCAAGCTGGAGTCGTCTGCTGGTGGTGCTA	V_CTCF_BR	6
chr18	67740053	67740203	id-46802	1	+	NA	NONE	33
chr18	67743260	67743410	id-46803	6.43e-06	+	CATACACACACATGAACTGCCACCAGGAGGCTGAA	V_CTCF_BR	23
chr18	67753909	67754059	id-46804	3.6e-07	-	TTGGTTATTTCAGAGATGACCACAAGATGGCAGTA	Upstream_CTCF	33
chr18	67800488	67800638	id-46805	1	+	NA	NONE	7
chr18	67839576	67839726	id-46806	1	+	NA	NONE	37
chr18	67863193	67863343	id-46807	1.41e-06	+	AGGCTGGTACTCTATTTGGCCATTAGGTGGCACTT	UpstreamP1_CTCF	40
chr18	67874551	67874701	id-46808	6.21e-05	+	AGGCTGCCTGGCCCTCTGGCTTCCAGTTGGTTGCC	V_CTCF_BR	3
chr18	67978336	67978486	id-46809	1.81e-06	+	AGAGCACTTCTCACAGTCTCCTGCAGATGTTCCCC	Upstream_CTCF	1
chr18	68079376	68079526	id-46810	8.5e-06	-	CCGGTGATGCCTGTTCTGACCACCAGAAAGGACCT	Upstream_CTCF	7
chr18	68101243	68101393	id-46811	4.38e-09	-	CCGAGACCAATTCTCTTGGCCAGCAGATGGCAGCC	V_CTCF_BR	40
chr18	68118001	68118151	id-46812	9.25e-06	-	AAGTGAAGGATTCTCCTGGCCACAGGAGGTCAGTA	V_CTCF_BR	38
chr18	68122068	68122218	id-46813	5.26e-07	-	TAGGAAATGCATAGAATCGCCACAAGGGGGTGCTA	Upstream_CTCF	40
chr18	68132082	68132232	id-46814	8.16e-07	+	ATCGCGCCAAGACAGTAGGCCAGCAGAGGCCGCTG	V_CTCF_BR	38
chr18	68157386	68157536	id-46815	1	+	NA	NONE	13
chr18	68157699	68157849	id-46816	1.96e-08	+	GCGATGTTTAATAATTTGGCCAGCAGAGGGCACTG	V_CTCF_BR	40
chr18	68159093	68159243	id-46817	4.7e-08	-	TCTGCATAAAGATGCATGGCCACAAGAGGGCACTG	V_CTCF_BR	40
chr18	68166571	68166721	id-46818	1	+	NA	NONE	2
chr18	68245850	68246000	id-46819	9.81e-06	-	ATCCAGGAGGCAATCAGTCCCGACAGGGGGCGCTG	V_CTCF_BR	24
chr18	68266181	68266331	id-46820	6.2e-10	+	CACCAGCCCATGAAAGCAGCCAGCAGGGGGCGCTG	V_CTCF_BR	39
chr18	68294417	68294567	id-46821	1	+	NA	NONE	4
chr18	68449214	68449364	id-46822	1.85e-07	+	CTGTTGTTTGGGATTTTCGACTCTAGATGGCGGTA	UpstreamP1_CTCF	38
chr18	68599581	68599731	id-46823	4.7e-06	+	CAAATGCATTTTCTTGGGACCACTAGGTGGCATCA	V_CTCF_BR	37
chr18	68648643	68648793	id-46824	1	+	NA	NONE	1
chr18	68650738	68650888	id-46825	4.21e-05	+	TCCTGCTGTGCCCAGGCATCCACTAGGAGCAGCCC	V_CTCF_BR	8
chr18	68665842	68665992	id-46826	3.84e-06	+	GTGTAATAAGCAAGGGATCCCAGAAGGAGGCGTAA	UpstreamP1_CTCF	23
chr18	68742505	68742655	id-46827	1.27e-06	+	CTGTAATTGCTGAAGACAACCCCTAGCGGACAGTC	UpstreamP1_CTCF	6
chr18	68786189	68786339	id-46828	1	+	NA	NONE	4
chr18	69065909	69066059	id-46829	4.43e-05	+	CATGTGGAGACAACCACAAGCTCTGGGTGGCGCTA	V_CTCF_BR	24
chr18	69093800	69093950	id-46830	7.44e-06	-	CTTGCAATTACAGTTTAGGACTACAGGGGGCTTTT	Upstream_CTCF	12
chr18	69452136	69452286	id-46831	3.55e-08	-	ATGCAGTGAAGAAACCACACCAGTAGGTGGTGACA	UpstreamP1_CTCF	35
chr18	69466199	69466349	id-46832	1	+	NA	NONE	2
chr18	69516774	69516924	id-46833	8.02e-05	+	GGCGCTATACCCTGCAAAGCCACAGGGGGAGCTGC	Upstream_CTCF	18
chr18	69708692	69708842	id-46834	3.31e-06	-	AAGAAATTCCATCCTCTTGCCAGGAGGTGGCATAT	UpstreamP1_CTCF	15
chr18	69753797	69753947	id-46835	9.06e-08	-	TTGTTATTCTCCCTTTCTACCCCCAGAGGGCACTT	UpstreamP1_CTCF	36
chr18	69986580	69986730	id-46836	6.05e-06	+	GGTCCTGTGTGCTAAACCTCCACAGGATGGCGCTG	V_CTCF_BR	11
chr18	70197952	70198102	id-46837	4.31e-05	-	TTTCAGGAAAAAAAACTCCCCAATAGATGGTGCTG	UpstreamP1_CTCF	18
chr18	70209221	70209371	id-46838	6.98e-07	-	CGGGCGGCTGCGGATCCTGCCTGGGGGTGGCGCTG	V_CTCF_BR	14
chr18	70211640	70211790	id-46839	5.2e-08	-	CGGCAGGGAGGCCCGGGCACCCGCAGGTGGCGCCC	UpstreamP1_CTCF	37
chr18	70318399	70318549	id-46840	1.81e-06	-	AGTGTATTTCCTCTTCCGACCTGTGGGTGCGGCAG	Upstream_CTCF	8
chr18	70320341	70320491	id-46841	1.64e-06	+	TTTGTCACTCCACAGTGCTCCTGCAGGGGGCTCCA	Upstream_CTCF	36
chr18	70339734	70339884	id-46842	4.11e-07	-	TGGTAATGTCTTCAAGATGCCACCAGAGGGGGCCA	UpstreamP1_CTCF	39
chr18	70368668	70368818	id-46843	2.1e-06	+	AAGGCATGTTCTGTTCTCCCCACCAGATGTCACCC	Upstream_CTCF	36
chr18	70429880	70430030	id-46844	1.15e-07	+	TCATCTATTCCCATTATTACCACAAGGTGGCGAAC	Upstream_CTCF	39
chr18	70436208	70436358	id-46845	4.68e-07	+	TACAGCGCGGCAAGCAGGGACAGGAGAGGGCAGTG	V_CTCF_BR	11
chr18	70603100	70603250	id-46846	4.94e-06	-	CATGTCATTGCTCTTCCACCCGCTAGGGAGAGGCC	Upstream_CTCF	12
chr18	70691337	70691487	id-46847	2.6e-07	+	ACCTGCACAGGAACCACTGCCAGAAGAGGGAAGCC	V_CTCF_BR	6
chr18	70803545	70803695	id-46848	1	+	NA	NONE	29
chr18	70804716	70804866	id-46849	1	+	NA	NONE	6
chr18	70817573	70817723	id-46850	1	+	NA	NONE	14
chr18	70831811	70831961	id-46851	1	+	NA	NONE	4
chr18	71019718	71019868	id-46852	4.31e-05	+	CACCAGTGCCTTTGTTTCAGCACTAGATGATGCTT	UpstreamP1_CTCF	14
chr18	71187577	71187727	id-46853	8.58e-08	-	TGTGCTGTTCGGAGTTTGTCCTGCAGGTGACGCAG	Upstream_CTCF	31
chr18	71320626	71320776	id-46854	1.39e-05	+	GGGAGATATTACTAAGTCACCACCAGTTGGCATGG	V_CTCF_BR	1
chr18	71442179	71442329	id-46855	2.46e-06	-	CTGCAGGGTCGGGTGTTTGCCAGGAGCAAGCAGGG	UpstreamP1_CTCF	11
chr18	71509030	71509180	id-46856	1	+	NA	NONE	31
chr18	71510145	71510295	id-46857	8.52e-08	-	CTGCAATTGCTTGCGTGACCCGCTAGGTGGTGCAG	UpstreamP1_CTCF	40
chr18	71518182	71518332	id-46858	1	+	NA	NONE	4
chr18	71558878	71559028	id-46859	1.74e-07	+	CCCGCATCTCCAGATGAGCCCTGCAGGTGGCGAAG	Upstream_CTCF	30
chr18	71559264	71559414	id-46860	6.82e-05	+	CTTGGAAGAGGGGTAGGGGGCGCTGGCTGGCAGGG	V_CTCF_BR	22
chr18	71639086	71639236	id-46861	8.61e-08	+	GATCCTGAGAGGCGACTGCCCGCCAGGGGGCACAG	V_CTCF_BR	10
chr18	71647684	71647834	id-46862	6.43e-06	-	CAGACGGAGAGAAAGGAGCCCAGCAGAGGGAGACA	V_CTCF_BR	39
chr18	71708071	71708221	id-46863	4.4e-10	+	GTGATGCCTCCTCACCCCGCCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr18	71718217	71718367	id-46864	5.28e-05	-	AATGCATATATAACAAGCAGCTGCAGATGGTGCTG	Upstream_CTCF	6
chr18	71730436	71730586	id-46865	3.45e-05	+	AGACTTATTCTATGAACCCCCAGTAGGGGGAAATA	V_CTCF_BR	7
chr18	71749790	71749940	id-46866	6.49e-06	+	CCAGCTACTGGCAGCCTGGCCACACGGAGGAGCCC	Upstream_CTCF	40
chr18	71784330	71784480	id-46867	6.8e-06	-	GTTGCACTACTAGGAGTCAGCAGAGGGTGCTGTTG	Upstream_CTCF	40
chr18	71803715	71803865	id-46868	1.29e-05	-	GTGAAAAGCCCAAGGGTGCTCAGAAGGTGGCGCCT	UpstreamP1_CTCF	1
chr18	71814854	71815004	id-46869	3.81e-05	-	CAGCAGGGGCGGTGGCGCGGCCCGGGGGCGCGCCA	UpstreamP1_CTCF	13
chr18	71820224	71820374	id-46870	7.12e-06	-	GTGCTGTGGTATGGGGCTCCCAGCTGCAGGGAGCA	UpstreamP1_CTCF	31
chr18	71830368	71830518	id-46871	1	+	NA	NONE	22
chr18	71863450	71863600	id-46872	1	+	NA	NONE	17
chr18	71863729	71863879	id-46873	6.39e-08	+	ACGCCTTACCCCTTCATGGCCACTAGAGGGCAACC	V_CTCF_BR	39
chr18	71909725	71909875	id-46874	1.61e-05	+	CTGAAATAATCAGTATTTTCCAGGAGGAGGGTGTC	UpstreamP1_CTCF	20
chr18	71958476	71958626	id-46875	3.45e-05	-	GCCCTGCGCGGCGGCATCCTCGCTAGGTGGTGCTG	V_CTCF_BR	27
chr18	71958996	71959146	id-46876	4.14e-05	+	TGGTTGTGCTTCTGAATCTCCTCTAGGGTGTAGTA	UpstreamP1_CTCF	33
chr18	71977792	71977942	id-46877	1	+	NA	NONE	40
chr18	71998763	71998913	id-46878	7.73e-06	-	TCCCTTCTCTGGCCTCTACCCACTAGATGTCAGTA	V_CTCF_BR	40
chr18	72009797	72009947	id-46879	3.45e-05	-	TTCAATTGTATCTGAAATGCCACTGGAGGGAGCAC	V_CTCF_BR	39
chr18	72020534	72020684	id-46880	4.7e-06	+	CATGTTCAGTAGCAGTGGACCACAAGGTGGAGCTT	V_CTCF_BR	40
chr18	72064896	72065046	id-46881	1.56e-06	+	CCCGCATTTCTTACAAGTTCCTCGAGGTGGCTCCT	Upstream_CTCF	10
chr18	72098776	72098926	id-46882	1.24e-05	+	CAAAGCAAAAGCAGCTAGTCCAGCAGAGGGCGTGG	V_CTCF_BR	3
chr18	72127263	72127413	id-46883	2.59e-06	+	ATGTGGTGGCCAAGAGTCACCACAAGGGGAGAATC	UpstreamP1_CTCF	38
chr18	72143509	72143659	id-46884	2.32e-08	-	CCTGCAGTATCCGGAAGGACCACTGGGGGTCTCTT	Upstream_CTCF	40
chr18	72160975	72161125	id-46885	1.64e-06	-	TGTGCTCAGTTCTGATTTTCCAGCAGGTGGCCCTG	Upstream_CTCF	39
chr18	72163907	72164057	id-46886	3.05e-07	-	CGGGTCGTTCCACTCGACTCCACCAGGGAGGGCCA	Upstream_CTCF	36
chr18	72219305	72219455	id-46887	2.97e-06	-	GTCAAGGTAAGAACTGCGTCCAGTAGGTGGTGCTG	V_CTCF_BR	40
chr18	72235148	72235298	id-46888	1.41e-05	-	ATGTAATGACACAGTCATCCTGGGAGGGGGCGTTA	UpstreamP1_CTCF	13
chr18	72247116	72247266	id-46889	2.01e-05	-	TTGTGATTTTCCCTTCACTCTGCCAGAGGGCGAGA	UpstreamP1_CTCF	2
chr18	72265662	72265812	id-46890	2.39e-05	+	AAGCTTTAGCGTCTGGTTTCCAGCAGGGGCTCCCT	UpstreamP1_CTCF	35
chr18	72271533	72271683	id-46891	1.48e-05	+	CTTTGCTTGTCTGCTATGTCCACCAGGGGTCTTAG	UpstreamP1_CTCF	11
chr18	72335520	72335670	id-46892	2.97e-06	+	AACGTCCTGTGAGAAGCGGCCAGCAGGTGTCATCA	V_CTCF_BR	39
chr18	72364455	72364605	id-46893	1.03e-06	+	ATGTAAAAATCATGAAGGACCAGCAGAGGGCAATA	UpstreamP1_CTCF	40
chr18	72366711	72366861	id-46894	2.34e-06	+	TTGCTTTAACTGTTCATTTCCAGTAGATGGCTATA	UpstreamP1_CTCF	24
chr18	72369692	72369842	id-46895	3.63e-08	+	AGTGCTGCTGCTTGCGTGACCACGAGGGGGAGTCA	Upstream_CTCF	39
chr18	72452022	72452172	id-46896	3.86e-05	-	AATGCATTCCCGAGAACCTCCAGAGGGAGTGTGGA	Upstream_CTCF	5
chr18	72531801	72531951	id-46897	4.68e-07	-	AGGCCAGGCACTGCGCCGGCCACTAGAGGCAGCAC	V_CTCF_BR	40
chr18	72608467	72608617	id-46898	7.15e-05	-	GCCACCACACTGACATCTACCTGTGGCTGGCTGAA	V_CTCF_BR	35
chr18	72675889	72676039	id-46899	1.64e-05	-	TGGAAAAGACATTACTGTTCCCCAAGAGGGCGCCA	V_CTCF_BR	39
chr18	72753628	72753778	id-46900	1.97e-06	-	AAATGGGGATGCTGATCGTCCACTAGGTGGCTGTA	V_CTCF_BR	38
chr18	72837773	72837923	id-46901	8.21e-05	-	AGGGTGCTGTACTGAGATGGAAGGAGAGGGCGCCC	V_CTCF_BR	8
chr18	72842952	72843102	id-46902	1.76e-05	+	ATCCTTCTCCTTAATATGTGCACCAGAGGGGGCTG	UpstreamP1_CTCF	23
chr18	72869183	72869333	id-46903	1	+	NA	NONE	0
chr18	72873832	72873982	id-46904	3.63e-05	+	AGTCGCATGGCCACACCTACCTTCAGAGGGCGCAG	V_CTCF_BR	14
chr18	72882011	72882161	id-46905	1	+	NA	NONE	10
chr18	72885185	72885335	id-46906	1	+	NA	NONE	33
chr18	72920179	72920329	id-46907	6.23e-05	+	CTGCACTGACAGCACGCAGACAACACCGGCGAGGT	UpstreamP1_CTCF	26
chr18	72952530	72952680	id-46908	1	+	NA	NONE	8
chr18	72956398	72956548	id-46909	1.84e-07	-	CCAGCGCCTCCTCCACCAGCCAACAGGGGCCACTG	Upstream_CTCF	32
chr18	73021640	73021790	id-46910	3.63e-06	-	AGAAGTATCCCCCCTAGATCCTGCAGAGGGAGCAC	V_CTCF_BR	11
chr18	73026199	73026349	id-46911	1.19e-06	+	CCTCTCTTTTGCTCTCCTGCCACAGGAGGGCACAG	V_CTCF_BR	31
chr18	73056258	73056408	id-46912	9.84e-05	+	AGAGAGCAGAGGCTGAGGGGCGCTAGTGGTCTGCA	V_CTCF_BR	10
chr18	73077910	73078060	id-46913	6.05e-06	-	TTAACAGAGTCCCCTCTACCCACCAGATGTCAGTG	V_CTCF_BR	16
chr18	73121092	73121242	id-46914	2.19e-05	-	TCTGCACTACCTGTACTTCCCAACAGGCATTTGGA	Upstream_CTCF	8
chr18	73146442	73146592	id-46915	1.41e-06	-	ACTGTCCTCCTTGCAGTCGGCAGGAGGGGACACTG	Upstream_CTCF	4
chr18	73154011	73154161	id-46916	1.39e-05	+	CAGACATATTCCACAGGAGCCAGTTGGGGGAGCTT	V_CTCF_BR	6
chr18	73174320	73174470	id-46917	1	+	NA	NONE	0
chr18	73184414	73184564	id-46918	9.4e-06	-	GAGCAGGTGCGTCCCCCAGCCGCCAGGGACAGCTT	UpstreamP1_CTCF	2
chr18	73191081	73191231	id-46919	1.39e-05	-	CATAATTCCCTAACGTCAATCAGTAGGGGGAGCTC	V_CTCF_BR	39
chr18	73194424	73194574	id-46920	3.28e-05	+	GAAAAATCCTTTTGTGCTCCCGGCAGGGGGAGAAG	V_CTCF_BR	5
chr18	73204976	73205126	id-46921	4.88e-05	-	AAGGAAATACCAGAAATTTCCAAGAGAGGGACTGT	Upstream_CTCF	3
chr18	73259039	73259189	id-46922	1.17e-05	+	AGGGAGGAACTCCCCCAGACCAGCAGGGGTCGTGC	V_CTCF_BR	18
chr18	73319774	73319924	id-46923	1	+	NA	NONE	5
chr18	73350231	73350381	id-46924	1	+	NA	NONE	19
chr18	73403567	73403717	id-46925	8.91e-07	+	CCCGCAGTGTTCCTTCCCACCTGCAGGGGCGAGCT	Upstream_CTCF	21
chr18	73439524	73439674	id-46926	1.84e-06	-	GAAGTCACTCATGAAGCAGCAGCCAGGGGGCGCCA	V_CTCF_BR	39
chr18	73566250	73566400	id-46927	2.97e-06	-	GCCTAAAGGAGCATGCTGCTCTCCAGGGGGCGCTG	V_CTCF_BR	36
chr18	73596804	73596954	id-46928	2.19e-08	+	GGTCCAAGGAGAGGGTGGGCCAGCAGGTGGAGCAG	V_CTCF_BR	12
chr18	73608957	73609107	id-46929	1.09e-07	-	ATTCTCTTCCAGGAAAATTCCACCAGGTGGCACAA	UpstreamP1_CTCF	22
chr18	73670768	73670918	id-46930	7.12e-06	-	GTGTGTTAACTTGACTGAGCCACAAGGTGGCCAGA	UpstreamP1_CTCF	22
chr18	73820541	73820691	id-46931	6.43e-06	+	ACCAAAGGATGGGCTCTTACCACAAGGTGGAGATA	V_CTCF_BR	2
chr18	73838462	73838612	id-46932	2.11e-06	-	TGCTTCAGCCCCTGAGCAGCCACAGGATGGAGCTC	V_CTCF_BR	11
chr18	73858886	73859036	id-46933	1	+	NA	NONE	4
chr18	73879557	73879707	id-46934	7.12e-06	-	CTGTCAGGTCCAGATGTGTGCACGGGAGGGCGCCT	UpstreamP1_CTCF	3
chr18	73881852	73882002	id-46935	7.78e-06	+	GAAGTCCTTTGGACACTGTCCAGTAGGCGTCGCTA	Upstream_CTCF	13
chr18	73964986	73965136	id-46936	2.1e-05	-	AGGCATTTCCCACACAGCACACATAGGGGGCACTA	UpstreamP1_CTCF	37
chr18	73968972	73969122	id-46937	1.03e-06	-	ACAACATGCCTGATTCCTTCCAGCAGGTGGAGGCA	V_CTCF_BR	39
chr18	73971046	73971196	id-46938	2.2e-06	-	AATGCATTCTCCCCAGAGGACAGCAGAGGACCAGC	Upstream_CTCF	18
chr18	73976823	73976973	id-46939	1	+	NA	NONE	7
chr18	73986763	73986913	id-46940	1.59e-06	-	GTGGCTGTCACAGGCTCCACCACAAGATGTCACCA	V_CTCF_BR	32
chr18	74008413	74008563	id-46941	1.83e-05	+	GGACATTGGCTGAGTTCTGCCGGGTGTTGGCAGCA	V_CTCF_BR	5
chr18	74018765	74018915	id-46942	7.15e-05	-	AGATCTGGGGAACGAGCTGTCCATAGGGGGCGCTG	V_CTCF_BR	32
chr18	74061144	74061294	id-46943	9.57e-10	-	CTGAAGTTGCCCTCTTCCACCACTAGATGGCAGGC	UpstreamP1_CTCF	40
chr18	74088577	74088727	id-46944	1	+	NA	NONE	9
chr18	74092863	74093013	id-46945	1.22e-08	-	GCTCAGTTCTCCTGGGCAGCCGGCAGGTGGCGGCA	V_CTCF_BR	39
chr18	74108845	74108995	id-46946	5.48e-05	-	GGAGAACTTCCAGATCACACCAGCCTGTGGCAGTG	Upstream_CTCF	18
chr18	74110973	74111123	id-46947	2.41e-08	+	GCGCAATGCATGGAAGCTACCACTAGATGGCACCT	UpstreamP1_CTCF	40
chr18	74118087	74118237	id-46948	2.83e-07	+	TTTTACCCTGACTTCTTCACCACCAGGTGGCGCCT	V_CTCF_BR	39
chr18	74138781	74138931	id-46949	1.71e-06	-	CTTGCTTGCCTGGGAGGAGCCGCTAGGGGTCAGTG	V_CTCF_BR	40
chr18	74147650	74147800	id-46950	6.98e-07	-	AAGAGCTGGCACGGTGTGCCCTGCAGAGGGCTCTC	V_CTCF_BR	27
chr18	74154299	74154449	id-46951	9.71e-06	-	TGTGCAGCTACGCGACGCTGCGGGAGGAGTCGCTG	Upstream_CTCF	0
chr18	74172011	74172161	id-46952	4.5e-05	+	CAGCAAGGGGCGACACTCACCCGAAGGTTGAAACA	UpstreamP1_CTCF	21
chr18	74174384	74174534	id-46953	1.35e-05	-	GTGCAGGCTTCATCTGCGTCCGCACGGGGGCAGGT	UpstreamP1_CTCF	6
chr18	74187533	74187683	id-46954	2.97e-06	-	AGATTTGGTCTGTGAGCAGCCAGCAGGAGGTGCCC	V_CTCF_BR	31
chr18	74192968	74193118	id-46955	5.86e-07	-	TGTGCAGTTCCCATGAAGCCCAGAGGGGGCTTGAG	Upstream_CTCF	38
chr18	74207654	74207804	id-46956	1	+	NA	NONE	13
chr18	74230703	74230853	id-46957	4.31e-05	+	GGGTGGTGTGGGAGAACGTCCGCCAGGGCTCACGC	UpstreamP1_CTCF	16
chr18	74231241	74231391	id-46958	5.68e-06	-	GGAACCTATCTGCTCCCGTCCACCAGAAGGAGGGG	V_CTCF_BR	5
chr18	74240765	74240915	id-46959	4.65e-05	-	GAAACTGTCTACCAGTTAGACGGGAGGTGTCAGCG	V_CTCF_BR	30
chr18	74277992	74278142	id-46960	1	+	NA	NONE	7
chr18	74284583	74284733	id-46961	3.09e-06	-	CCTGCCCTGGAAACTCTAGCCTGCAGATGGTGTTC	Upstream_CTCF	13
chr18	74332305	74332455	id-46962	6.46e-07	-	CACACAGGAGCCCAGGCCTGCAGCAGGGGGCGCGC	V_CTCF_BR	37
chr18	74337420	74337570	id-46963	3.91e-06	+	CATGCAAGTGTGTATGAGAACTGCAGGGGGCATTA	Upstream_CTCF	27
chr18	74369592	74369742	id-46964	9.41e-05	+	CCCCTCCAAGTCAGGATGGAAAGGAGGTGCCGCCA	V_CTCF_BR	15
chr18	74370656	74370806	id-46965	4.21e-05	+	GGTCTCCTTCCATAGCTGGGCCACAGGGGGAGCTC	V_CTCF_BR	40
chr18	74381026	74381176	id-46966	1.41e-06	+	ATTTTATTTTTTCCAGTGCCCAGAAGAGGGCAGAG	Upstream_CTCF	7
chr18	74391367	74391517	id-46967	1.93e-05	-	GCTGTGCCTTCCCTGGAAGGCGGTGGAGGGCGCCT	Upstream_CTCF	16
chr18	74398784	74398934	id-46968	3.42e-09	-	CGTGCAATTTCACGGGCTCCCAGGAGATGGCAGCC	Upstream_CTCF	40
chr18	74401970	74402120	id-46969	6.21e-06	-	GTGGATATTCCAGGTAGCGGCAGCAGGTGGTGCTT	Upstream_CTCF	19
chr18	74421855	74422005	id-46970	9.99e-11	-	CTGTAATTCGAGCGTAGGGCCACCAGATGGCAGCG	UpstreamP1_CTCF	39
chr18	74499582	74499732	id-46971	1	+	NA	NONE	5
chr18	74514085	74514235	id-46972	4.7e-08	+	TGCGTCGTGCCCCGGCCGGGCGCCAGGTGGCGGCA	V_CTCF_BR	40
chr18	74515816	74515966	id-46973	4.31e-07	+	GGAACGGAAAAGCAGACAGACACTAGAGGGCGCAG	V_CTCF_BR	40
chr18	74517243	74517393	id-46974	5.65e-05	-	CTCACTCATTTCCTTTTCATCAGTAGGAGGCAGCA	V_CTCF_BR	34
chr18	74519498	74519648	id-46975	2.28e-05	-	CACGCAATCCATACCACAGCCACCAGGGTGATTGT	Upstream_CTCF	20
chr18	74535775	74535925	id-46976	5.68e-06	-	ACCAGGACCAGGGACCAGGCCTGCAGGGGGAGACT	V_CTCF_BR	34
chr18	74542366	74542516	id-46977	4.5e-05	+	GTCCTGGCTTCCTCTCCTACCAGCAGGGGATGAGC	UpstreamP1_CTCF	6
chr18	74560025	74560175	id-46978	3.56e-05	-	CCTGCAGTTCCCATTTCTGCCAAAAGTCTCCTGGC	Upstream_CTCF	38
chr18	74587165	74587315	id-46979	2.2e-06	+	ATGGCATTGCCTGGGGAAGCCCACAGGTGGAGCAG	Upstream_CTCF	17
chr18	74587422	74587572	id-46980	3.36e-07	+	AATGTGGAAAGGCTTTTAACCAGAAGGGGGCACTG	V_CTCF_BR	40
chr18	74634177	74634327	id-46981	3.28e-07	+	GGGTAGAGTCTGGCAAAGGCCACCAGAGGGCCGTG	UpstreamP1_CTCF	40
chr18	74635548	74635698	id-46982	1.38e-06	-	GGCAGAGGCAGCCTCCCCACCGCTAGGAGGCACTG	V_CTCF_BR	39
chr18	74649685	74649835	id-46983	1	+	NA	NONE	18
chr18	74668685	74668835	id-46984	4.14e-05	+	CAGCAGGGTGCTCTGATATCCAGCCCAGGGCGCCG	UpstreamP1_CTCF	0
chr18	74669559	74669709	id-46985	4.73e-07	+	CCTGCTCCTCTCCCTCCTCCCTCAAGGAGGCCCCA	Upstream_CTCF	3
chr18	74672621	74672771	id-46986	1	+	NA	NONE	4
chr18	74695358	74695508	id-46987	4.39e-11	-	CCGCAGTTCTGGGATGTGGCCACAAGAGGGCGGAG	UpstreamP1_CTCF	40
chr18	74712510	74712660	id-46988	4.96e-08	+	CCTGCGATGATACCCATCACCAGCAGGCGGAGCTC	Upstream_CTCF	40
chr18	74767014	74767164	id-46989	1.17e-05	-	TACAGACACGCAGGGCCCAGCAGCAGCAGGCGGCG	V_CTCF_BR	38
chr18	74771603	74771753	id-46990	4.31e-07	-	CTATTTTTATTTGAATTGGCCACCAGGTGGAAGCA	V_CTCF_BR	39
chr18	74774034	74774184	id-46991	5.08e-07	-	TAAGGGAGGAGAGGAGTGGCCAAAAGAGGGCACTA	V_CTCF_BR	27
chr18	74779584	74779734	id-46992	5.74e-05	-	GTGCAGAGACCAGGGTGGGGCGCTGCAGGGAGTGG	UpstreamP1_CTCF	26
chr18	74779851	74780001	id-46993	1	+	NA	NONE	23
chr18	74781112	74781262	id-46994	3.81e-05	+	AAAATGGATTGTTTCTGTTTCAGCAGAGGGAGCCA	V_CTCF_BR	21
chr18	74813696	74813846	id-46995	1	+	NA	NONE	3
chr18	74822477	74822627	id-46996	1.21e-06	-	AATGTAGTCCCTGCCAGGGCAGCCAGGTGGCCAGT	Upstream_CTCF	15
chr18	74853759	74853909	id-46997	4.59e-07	+	TTGCGCCACTGCACTCCAGCCAACAGAGGGCAACA	UpstreamP1_CTCF	27
chr18	74909150	74909300	id-46998	7.44e-05	-	ACAAAACCACCCCAGCCAGCCAGCAGGGGACGTGA	Upstream_CTCF	35
chr18	74919542	74919692	id-46999	2.58e-05	+	TGGGGCACACCACACATCTCCACCAGGGGCACTAC	Upstream_CTCF	40
chr18	74923922	74924072	id-47000	5.01e-06	-	TAAGAATGTCTCTTAATGACCACTTGATGGCAGCA	V_CTCF_BR	40
chr18	74932866	74933016	id-47001	2.37e-05	+	TTTGCACAAGTAAGAAGCACCACTAGAGGCTTCCC	Upstream_CTCF	3
chr18	74934532	74934682	id-47002	1	+	NA	NONE	1
chr18	75016337	75016487	id-47003	7.17e-05	+	GGTGGACGCACGACTGATCCCATCAGTGGGCAGTG	Upstream_CTCF	1
chr18	75026643	75026793	id-47004	5.3e-05	+	TTCCATGTTTAGGTGGTGGCCACCAAGGGTCTCTG	UpstreamP1_CTCF	1
chr18	75065425	75065575	id-47005	6.86e-07	+	TGTGCTGGTTGGCCTCCTGCCAGAAGGTGGCGTTT	Upstream_CTCF	4
chr18	75084385	75084535	id-47006	1	+	NA	NONE	1
chr18	75111674	75111824	id-47007	8.71e-06	-	TGTGTGTGTCCATGTGGAGGCAGCAGAGGGAGCTT	V_CTCF_BR	4
chr18	75119822	75119972	id-47008	9.41e-05	+	AGTCCTTGTGTTCTAGCGCCCACATGAGGGAGTTG	V_CTCF_BR	4
chr18	75135059	75135209	id-47009	2.19e-05	-	AGCGTTTGACTTCAAAGGGCCACCAGGGGGATTTT	Upstream_CTCF	12
chr18	75180907	75181057	id-47010	1.43e-05	-	ATGGCAATTATTATTTCACCCTCCAGGTGGTGTCT	Upstream_CTCF	4
chr18	75190660	75190810	id-47011	4.73e-07	+	TTTGCTCTTCGTTGATGTACCAGTAGGGGGTGGAT	Upstream_CTCF	15
chr18	75359685	75359835	id-47012	1.1e-06	-	CATGACAGCTTCGTGGAAGCCAGCAGGAGGCACCC	V_CTCF_BR	3
chr18	75362859	75363009	id-47013	8.29e-12	-	GGGCAGTGCTCCCGGGAGGCCAGCAGGGGGCAGTG	UpstreamP1_CTCF	40
chr18	75414743	75414893	id-47014	9.49e-08	-	CACCTTTACGTGTCCCGGTCCAGCAGATGGCAGCC	V_CTCF_BR	25
chr18	75423200	75423350	id-47015	2.15e-05	+	GTATTTGATGATCTTTACTCCACTAGAGGGCTCTG	V_CTCF_BR	23
chr18	75445378	75445528	id-47016	1	+	NA	NONE	1
chr18	75457659	75457809	id-47017	1.24e-05	+	GGGATAGAGAGCAACAGGAACACAAGGGGGCGTTC	V_CTCF_BR	8
chr18	75461292	75461442	id-47018	2.55e-09	+	GCCGCACTTTCAGGGAAAGCCACCAGAGGGCACTG	Upstream_CTCF	33
chr18	75477564	75477714	id-47019	5.96e-07	-	CTACACCGGTGCAATGCTGCCACCAGATGGTAGAG	V_CTCF_BR	24
chr18	75488196	75488346	id-47020	5.92e-05	+	CCCGAGCTCTGCAGGGAGGCCGCCAGACGGCGCAT	Upstream_CTCF	0
chr18	75578397	75578547	id-47021	1.93e-05	+	GGCACCTGCCTGGCTCTGTCCTGAAGATGGCGTCT	V_CTCF_BR	2
chr18	75612136	75612286	id-47022	1.01e-09	+	CGCGGCGCTGGGCGCGCGGCCGCTAGATGGCAGCG	V_CTCF_BR	37
chr18	75640204	75640354	id-47023	2.72e-05	+	ATACAATAACTGAAATAATTCACCAGAGGGCGCGG	UpstreamP1_CTCF	4
chr18	75781335	75781485	id-47024	1	+	NA	NONE	5
chr18	75833404	75833554	id-47025	5.98e-05	-	TGTCTGTGACTCCATAGTGCCACCACATGGAGTGA	UpstreamP1_CTCF	7
chr18	75834747	75834897	id-47026	3.45e-05	+	AAGTAAAGCGATCCTGCCAGCAGTAGGTGTCACTG	V_CTCF_BR	3
chr18	75847296	75847446	id-47027	3.4e-06	-	GAATTAAGCTGCTCCTTGCCCAGCAGGGGGCTCAT	V_CTCF_BR	2
chr18	75952175	75952325	id-47028	1	+	NA	NONE	6
chr18	76133968	76134118	id-47029	2.1e-05	+	AGGCAGAGCTTTCCAGGAGGCAGCAGGGGCTGCAC	UpstreamP1_CTCF	1
chr18	76191654	76191804	id-47030	9.51e-07	-	CAGGCTGGCAGCAGCATCTCCACCAGGAGGCAGTG	V_CTCF_BR	8
chr18	76208272	76208422	id-47031	3.11e-05	+	GCCAACCACCAGCACCTGTCCACAAGGCGGCAGCA	V_CTCF_BR	13
chr18	76239299	76239449	id-47032	6.86e-07	+	GCTGAATTCTCCCACAACACCAGGAGGTGGGGCTG	Upstream_CTCF	3
chr18	76266226	76266376	id-47033	6.8e-06	-	GAGATGTGACAAAACGCTGGCGCTAGAGGGCTGAG	UpstreamP1_CTCF	1
chr18	76324814	76324964	id-47034	4.3e-06	-	CCTGCAAGGCCAGGAGCCCCGGGGTGAGGGCAGCG	Upstream_CTCF	1
chr18	76341082	76341232	id-47035	1	+	NA	NONE	4
chr18	76392388	76392538	id-47036	3.09e-05	+	GTGCAAACACCATCACTCACCATGTGGGGGCAGGG	UpstreamP1_CTCF	4
chr18	76419874	76420024	id-47037	9.49e-08	+	GCTGCGAGGCTGCGGCTGGCCAGGTGGTGGCACTG	V_CTCF_BR	13
chr18	76530592	76530742	id-47038	3.11e-05	-	GGAGAGAAGGTGAAGGCTGCCCCCAGAGGGCTATT	V_CTCF_BR	5
chr18	76635617	76635767	id-47039	7.27e-06	+	AAGGACAATCTCTCTCCTCCCAGCAGAGGGCGTGC	V_CTCF_BR	34
chr18	76639121	76639271	id-47040	3.88e-07	-	CTGCAGTTCCCAGCTTTGGAAGACAGGTGGAGTCA	UpstreamP1_CTCF	26
chr18	76644670	76644820	id-47041	2.23e-06	-	GTGCAGTTCATCCTACAAGCCCATAGATGGTGCTT	UpstreamP1_CTCF	13
chr18	76745073	76745223	id-47042	5.28e-08	+	TTTGCCCTGCCAGGGGTGGCCACTAGATGTCAAGC	Upstream_CTCF	32
chr18	76746287	76746437	id-47043	3.18e-06	-	TGTGTACGCACAGCGCTGAACAGTGGAGGGCACTC	V_CTCF_BR	39
chr18	76758467	76758617	id-47044	1	+	NA	NONE	6
chr18	76760146	76760296	id-47045	1	+	NA	NONE	1
chr18	76786569	76786719	id-47046	1.48e-06	-	GTGGTATTTGTCCATATCACCACTAGGGGCTGGAG	Upstream_CTCF	10
chr18	76829211	76829361	id-47047	1.76e-05	-	CTGCGGGCCTTCCCCGCCTCCGCCAAGCGGCGAGG	UpstreamP1_CTCF	24
chr18	76960142	76960292	id-47048	1	+	NA	NONE	17
chr18	77006628	77006778	id-47049	5.33e-11	-	CGGGGAGCGCGGGGCGCGGCCAGCAGGGGGAGCGC	V_CTCF_BR	40
chr18	77077908	77078058	id-47050	6.49e-06	-	CATGCTGTTCCAGCATTCACCACAGGGAGCTTTTC	Upstream_CTCF	31
chr18	77113363	77113513	id-47051	1.03e-06	+	GGAAAACACCAACGGCCATCCACCAGGGGGTGGAA	V_CTCF_BR	40
chr18	77139078	77139228	id-47052	1.04e-06	+	GGCGCGATTTCCTGCGCTCCCACAAGGTGTCGCTG	Upstream_CTCF	36
chr18	77140934	77141084	id-47053	9.11e-08	+	GGTGTCATTTCAGGCGGTTCCAGAAGGGGGAGCCA	Upstream_CTCF	40
chr18	77144586	77144736	id-47054	1.82e-07	+	GTCAGATCCATGGAGACAGACAGCAGGTGGCGGCC	V_CTCF_BR	12
chr18	77156489	77156639	id-47055	5.92e-05	+	GTTCCGAGCGCGCCTTCTGCCAATAGGTGTCTCCT	V_CTCF_BR	31
chr18	77211626	77211776	id-47056	2.23e-06	-	CTGTCCGTGCTCTGCTTCTCCACCAGAGGCAGCTC	UpstreamP1_CTCF	20
chr18	77217709	77217859	id-47057	4.66e-08	-	GATGGGGTTCCCCAGCAGGCCAGCAGGGAGCAGCC	Upstream_CTCF	3
chr18	77226576	77226726	id-47058	2.19e-08	-	CAAGGGCACGGAGGCACAGACAGCAGAGGGCGGCG	V_CTCF_BR	2
chr18	77271640	77271790	id-47059	2.28e-05	-	CAGGCAGCTCCCCATGCTGCAGCCAGGGGAGCACC	Upstream_CTCF	2
chr18	77273075	77273225	id-47060	7.15e-05	-	CCGACGGGAGTTGACACAGCCTGGTGGTGGTTCTG	V_CTCF_BR	2
chr18	77277486	77277636	id-47061	1	+	NA	NONE	7
chr18	77280222	77280372	id-47062	1.06e-05	+	GTTGCTGCCTCTGCAGATGCCTCCGGAGGGACTCG	Upstream_CTCF	3
chr18	77283196	77283346	id-47063	5.37e-06	+	ATGTTGCTTCCAAGCCAGGCAGCAAGGGGGCAAAA	UpstreamP1_CTCF	4
chr18	77288878	77289028	id-47064	1.74e-07	-	GGTGCAATTCAGGCAGGTTCCATAAGGGGGCATTA	Upstream_CTCF	39
chr18	77336262	77336412	id-47065	1.48e-05	+	CTGCACTGGCGGCGCCTCTCCTCCACTAGGATGTG	UpstreamP1_CTCF	17
chr18	77346206	77346356	id-47066	8.13e-06	-	AAAGCTGTTCCCTTCTCTGACCACAGGGGCTGGGA	Upstream_CTCF	4
chr18	77348840	77348990	id-47067	1	+	NA	NONE	9
chr18	77387947	77388097	id-47068	3.31e-06	+	GGGCAGAGCTGCCCAGCGCCCGCCAGGGGTCCTTG	UpstreamP1_CTCF	2
chr18	77399559	77399709	id-47069	1	+	NA	NONE	15
chr18	77404184	77404334	id-47070	7.1e-09	-	GTGTAATGGAAGCAGGCGGCCACTAGATGGAGACG	UpstreamP1_CTCF	39
chr18	77417540	77417690	id-47071	1	+	NA	NONE	13
chr18	77440080	77440230	id-47072	4.65e-05	-	CCGCGCGGGGCGCACGCAGCCCCCGGAGGCTACAC	V_CTCF_BR	23
chr18	77498107	77498257	id-47073	4.41e-06	+	GCAGTCAGCGGGCTGCGTAACCCCAGGTGGCAGCA	V_CTCF_BR	1
chr18	77507617	77507767	id-47074	2.97e-06	-	GGTCTGCACGCACCGGACACCTGCAGGAGGCGCTG	V_CTCF_BR	9
chr18	77512116	77512266	id-47075	1.61e-05	+	CTGCAGCGGCTCCTAAGGAAAACCTAGTGGCACTG	UpstreamP1_CTCF	14
chr18	77512291	77512441	id-47076	1.39e-05	-	CTTACGAGCCTCTGCATAACCAGCGGGTGCCACTA	V_CTCF_BR	17
chr18	77513062	77513212	id-47077	1	+	NA	NONE	17
chr18	77543048	77543198	id-47078	1.19e-06	-	GGACAGCCACCACGCGCCGCCCACAGAGGGCACTG	V_CTCF_BR	4
chr18	77548430	77548580	id-47079	7.6e-05	-	AAGCAGCCCCTCCCCAGCGCCACCGTGGAGAAGGA	UpstreamP1_CTCF	9
chr18	77550978	77551128	id-47080	1	+	NA	NONE	10
chr18	77557789	77557939	id-47081	2.97e-06	+	TCCTGGGGACCCGCGGATGTCGCGAGGGGGCGCCG	V_CTCF_BR	20
chr18	77587103	77587253	id-47082	6.21e-05	-	CCGAGCCCCAGCTCCATGACCATGTGGGGGCGCAC	V_CTCF_BR	8
chr18	77613995	77614145	id-47083	2.23e-06	-	TTGTAGGTGCAGCCAGTGCTCCCCAGGGGCCGCCT	UpstreamP1_CTCF	1
chr18	77633798	77633948	id-47084	2.59e-06	+	CTGCGGTGTCCAGGTCCAGCCTGTGAGAGGCGCTG	UpstreamP1_CTCF	6
chr18	77645004	77645154	id-47085	3.97e-07	+	GACCACAGACCCCACCCTGACAGTAGAGGGCAGAA	V_CTCF_BR	5
chr18	77684954	77685104	id-47086	3.09e-06	-	AGATCAGGAGTCACCATGCCCACCAGGTGTCCCCC	Upstream_CTCF	10
chr18	77693910	77694060	id-47087	5.68e-06	+	GGTACATACCCAGGAAGGACCGCCTGGGGGCAACC	V_CTCF_BR	17
chr18	77694583	77694733	id-47088	1.97e-06	+	GTCCTGGAAAACAGTGTGGCCTCTAGGTGGCTCCT	V_CTCF_BR	12
chr18	77703270	77703420	id-47089	8.97e-05	-	CGTGTGGCCAACGAGCTCAACGCCAGGCGCCGCTC	Upstream_CTCF	1
chr18	77712024	77712174	id-47090	5.68e-06	-	ACTTGCATCGGAGCGGAGACCCGCGGGGGGCGCTC	V_CTCF_BR	14
chr18	77720350	77720500	id-47091	1	+	NA	NONE	14
chr18	77723146	77723296	id-47092	2.81e-06	+	GCTGTCGTTTCGGTATATGCCTAGGGGTGGCGCGG	Upstream_CTCF	5
chr18	77724557	77724707	id-47093	1.04e-06	-	TCCGCGATTCCCGTATGGGCCGCCGGGAGGCCTCG	Upstream_CTCF	35
chr18	77748086	77748236	id-47094	4.41e-06	-	CGCCTCTGCCCTGCCGGCGTCGCCTGGGGGCGCGA	V_CTCF_BR	36
chr18	77783328	77783478	id-47095	2.31e-06	+	CATGGAGAAAAATCCTATTCCACTAGGTGGCGCCG	Upstream_CTCF	39
chr18	77787930	77788080	id-47096	2.19e-05	-	CTGATTGTCCCTCAAGAGTCCACAAGATGGGATCA	UpstreamP1_CTCF	9
chr18	77789642	77789792	id-47097	4.31e-05	-	GTGGATTGGAGTTTAAGCAGCACTAGGGGGAGTGC	UpstreamP1_CTCF	5
chr18	77794621	77794771	id-47098	1.31e-05	+	GTGTCCCTGGGCGCGGTATTCCCTAGGGGGCGGTG	V_CTCF_BR	38
chr18	77795154	77795304	id-47099	1	+	NA	NONE	7
chr18	77912260	77912410	id-47100	1.84e-07	-	GCTGCAGATCCAGAACCAGGCCACAGAGGGCACCA	Upstream_CTCF	39
chr18	77915739	77915889	id-47101	1.99e-07	+	AGGACAGTTCTGCCACTGACCAGCAGGTGGTGCTG	V_CTCF_BR	39
chr18	77917616	77917766	id-47102	2.23e-06	+	AGGCTGTGACGGGGGTCGGCCCGCAGGGAGCTGAG	UpstreamP1_CTCF	24
chr18	77929211	77929361	id-47103	9.87e-11	+	TCCCCGAATTCACGGGCAGCCAGCAGGGGGCGCCA	V_CTCF_BR	40
chr18	77938148	77938298	id-47104	3.73e-06	+	TGGGCAGCGACAGCTGGGGCCGGCAGGTGAGGACA	Upstream_CTCF	4
chr18	77955440	77955590	id-47105	3.09e-06	-	CCTGCAGTGTGGTTACTCACCTCCAGGCACAGCCC	Upstream_CTCF	7
chr18	77958231	77958381	id-47106	1.1e-05	+	GCCAGTGAAGGGCTTGTCATCAGCAGATGTCGCTG	V_CTCF_BR	30
chr18	77958662	77958812	id-47107	2.11e-06	+	GCCCAGCTTTGATGCATCCCCAGTAGAGGGTGCCA	V_CTCF_BR	8
chr18	78005523	78005673	id-47108	3.6e-07	+	GCTGCAGCTCCGCGTCGGATCGCCAGTGGGTGCGC	Upstream_CTCF	33
chr18	78015807	78015957	id-47109	4.64e-09	-	CTGTCATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	38
chr19	246891	247041	id-47110	2.5e-09	-	GCCCTGCCGTGCCCCGGCACCGGCAGGGGGCGCTG	V_CTCF_BR	0
chr19	247194	247344	id-47111	4.33e-10	-	CCTGCAGTGTCCTTAGCTGCCAGGAGGTGGCGTAG	Upstream_CTCF	0
chr19	267473	267623	id-47112	2.46e-08	-	CAGAGACTCCCCAGGACTGCCGCGAGGGGGCGCCC	V_CTCF_BR	40
chr19	282082	282232	id-47113	1.82e-07	-	GCGATGTCCTTGTTGGCCTCCTGCAGGGGGCACTG	V_CTCF_BR	26
chr19	291638	291788	id-47114	8.13e-06	-	CCCGCTCTTTTGGGCGCCGCGGCCAGGCGGGGGCA	Upstream_CTCF	1
chr19	294665	294815	id-47115	4.94e-06	+	AAGGCAAGACACACAAGCAACAGCGGAGGGCAACA	Upstream_CTCF	13
chr19	295249	295399	id-47116	4.4e-10	-	GAGCGCCTCCTCGGCGTGTCCAGCAGAGGGCGGCC	V_CTCF_BR	40
chr19	310377	310527	id-47117	7.23e-07	-	CGGGCAGGTCCTGGCCCAGCCGCGAGGGGCCGTGT	Upstream_CTCF	9
chr19	348279	348429	id-47118	6.49e-06	+	ATTGCAGCCCCGAGGCGGGGAGGCAGGGGACGCTG	Upstream_CTCF	29
chr19	371840	371990	id-47119	2.04e-05	+	TGCAGCTTACGAGTGCTGCCAGCCAGATGGCGGAA	V_CTCF_BR	5
chr19	373390	373540	id-47120	1.59e-06	-	ACCCTCACCATCACAGTGCCCGGTAGGTGGAGCCC	V_CTCF_BR	7
chr19	378114	378264	id-47121	4.43e-05	-	CACTGCAGTGGCCACAGGCCCTCCAGCGGCAACAA	V_CTCF_BR	11
chr19	383996	384146	id-47122	1.3e-09	+	GCAGCAATACCACAGGCGACCACCAGCTGCCGCCG	Upstream_CTCF	32
chr19	386284	386434	id-47123	3.97e-05	-	GTGAGATTATCTTCTCTTCCCTGTAGATGGCGTCT	UpstreamP1_CTCF	5
chr19	389686	389836	id-47124	4.38e-09	+	GCTGGGGACGCGTGAGGGGCCACCAGGTGGCTGCA	V_CTCF_BR	4
chr19	412439	412589	id-47125	1	+	NA	NONE	1
chr19	480281	480431	id-47126	2.94e-06	-	CGTTTTGCTCTCCCAGATGTCACCAGAGGGCGCTT	Upstream_CTCF	39
chr19	482608	482758	id-47127	1	+	NA	NONE	21
chr19	489641	489791	id-47128	1.19e-06	-	TCCCCCGGCCGCAATCCCGCCCCCAGGAGGCACTA	V_CTCF_BR	20
chr19	495747	495897	id-47129	7.62e-07	-	CCTGCACTTTCCCGGGCGGCCGCACAGGGGCGGTG	Upstream_CTCF	38
chr19	506795	506945	id-47130	2.38e-07	-	CCGCGCTGTTACCCCCTGACCGCCAGAGGGAGCTT	V_CTCF_BR	35
chr19	510696	510846	id-47131	3.06e-08	-	CACGTTTTCCTGGCAGTGACCTGCAGGGGGCAGTG	V_CTCF_BR	40
chr19	518997	519147	id-47132	5.13e-05	+	GCAAGGTGCAGTGCCGTGACCACGAGGCGGTGCCG	V_CTCF_BR	9
chr19	525028	525178	id-47133	1.39e-05	-	GGAGAGGGTGTTGGCTGGACCAGCCGGGGGCGCGG	V_CTCF_BR	1
chr19	531067	531217	id-47134	6.49e-06	-	CGGCGCTGCCTCGGTTCCCCCGACAGCGGGAGCTC	UpstreamP1_CTCF	27
chr19	532097	532247	id-47135	1	+	NA	NONE	1
chr19	532915	533065	id-47136	3.63e-06	-	GAAACTGCTTGGAATTAAACCGCCAGAGGGCAGAA	V_CTCF_BR	40
chr19	534183	534333	id-47137	1	+	NA	NONE	13
chr19	535123	535273	id-47138	3.81e-05	-	TCCTTCCCTGTCAGCATCGCCCCCTGTGGTCACCC	V_CTCF_BR	22
chr19	547971	548121	id-47139	6.48e-05	+	GTGCGGCTTGATCCAGGTGCTCACAGGAGGCGCTG	UpstreamP1_CTCF	6
chr19	548909	549059	id-47140	1.75e-07	-	CTGCACCGAGTCCCTGCTGCCACCACCTGGCGCTT	UpstreamP1_CTCF	6
chr19	550148	550298	id-47141	2.6e-07	+	GTGGATCCCAAGGCTTCTCCCAGGAGGGGGCGGCG	V_CTCF_BR	37
chr19	556164	556314	id-47142	5.68e-06	+	AGAGACACAGAACCAGCCACCAGCAGGAGGCTGAC	V_CTCF_BR	12
chr19	573488	573638	id-47143	2.2e-06	-	CCTTCCCTTCCACGCAGGGCCCCTCGAGGGAGCCT	Upstream_CTCF	3
chr19	584485	584635	id-47144	1.15e-07	+	GGGCCCTCCCTGCCGGCTGCCACCAGGCGGCGCTG	UpstreamP1_CTCF	40
chr19	588197	588347	id-47145	1.48e-06	+	CTTGCGGGTTCTGCCGGCGCCTGCAGGAGGCGTCT	Upstream_CTCF	39
chr19	588834	588984	id-47146	1.19e-06	-	CACCCAGCCCACCAGACAGCCGGGAGGGGGCAGGT	V_CTCF_BR	11
chr19	589433	589583	id-47147	8.71e-06	-	GTGGACGCGGGCCTGGGAGACGGGAGAGGCCGCCA	V_CTCF_BR	10
chr19	605274	605424	id-47148	3.71e-05	-	AGGGCCCGAGTCCTCCCCTCCATAAGGGGGCGCCT	Upstream_CTCF	8
chr19	605690	605840	id-47149	4.17e-05	-	AGGGCCCGAGTCCTTCCCTCCATAAGGGGGCGCCT	Upstream_CTCF	11
chr19	623061	623211	id-47150	3.36e-07	-	TGCGTCAGGCACGCTGAAGCCGGCAGAGGGCAGGC	V_CTCF_BR	2
chr19	624093	624243	id-47151	2.67e-06	+	TCAGCCCTGACCCAGGTCGCCTCCCGGAGGCACCA	Upstream_CTCF	7
chr19	628300	628450	id-47152	1.97e-06	-	TGCTGCCTGGTTCCTCCTTGCTGCAGGGGGCGCCA	V_CTCF_BR	40
chr19	633536	633686	id-47153	1	+	NA	NONE	19
chr19	656956	657106	id-47154	1.73e-05	-	CAGTGCAGCTGTTCCAGGTCCACTGGGTGGTGCTA	V_CTCF_BR	9
chr19	664971	665121	id-47155	1.67e-08	+	CCAGTCATTCCTGCTCTGACCACCAGAGAGCGCAC	Upstream_CTCF	40
chr19	670760	670910	id-47156	4.02e-07	-	CCTGCGGTACCACCTTCGGCCTCCAGGATGGGAAG	Upstream_CTCF	33
chr19	673049	673199	id-47157	1	+	NA	NONE	7
chr19	675420	675570	id-47158	1.77e-05	+	GGCGCAGCGCCTCCAGGCCCACGCAGATGTCGCTG	Upstream_CTCF	18
chr19	679741	679891	id-47159	7.78e-06	-	CTGGGGCTGCCAGGACCTTCCCCCAGGAGGCGTCG	Upstream_CTCF	13
chr19	680331	680481	id-47160	6.86e-07	-	CGCGCAGCTCGCACTCGTCGCGGTAGGTGGCGCCG	Upstream_CTCF	38
chr19	704262	704412	id-47161	1.46e-07	-	CTGCAGCGCCCATCCGCGTCCTGTGGGGAGCAGTC	UpstreamP1_CTCF	7
chr19	708744	708894	id-47162	3.42e-08	+	GGGGGCGGCGGCGGCGCAGCCGGCAGGAGGCGCAG	V_CTCF_BR	16
chr19	711706	711856	id-47163	1.28e-06	+	AGGAATAGACAGATACTGTCCAGGAGGTGGCGGAA	V_CTCF_BR	17
chr19	734159	734309	id-47164	1.63e-09	-	CCTGCCATCCCCTCTCTGGCCACCAGAGTGCGCCG	Upstream_CTCF	40
chr19	737865	738015	id-47165	1.34e-06	-	CGGTCTGTTCTCCCTGCAGTCACCAGAGGGCGTGG	Upstream_CTCF	40
chr19	741669	741819	id-47166	4.41e-06	-	CAGCCTGTTTGCCTCTTGACCTCTAGGAGGAGCCC	V_CTCF_BR	37
chr19	770352	770502	id-47167	1.47e-10	+	GAGGAGCCGATGCACGCTGCCACCAGAGGGCGGCA	V_CTCF_BR	40
chr19	771342	771492	id-47168	4.7e-06	+	TGCGGTGGCTCTTCCACAGCAGCCAGAGGGCGCCT	V_CTCF_BR	40
chr19	784780	784930	id-47169	7.78e-06	+	CCAGCAGAATGAGGGGCCAACGCCAGGGGCAGCAC	Upstream_CTCF	6
chr19	789239	789389	id-47170	1	+	NA	NONE	10
chr19	797234	797384	id-47171	4.7e-06	+	CCCCCGGGCGGCCTTCTGGCCAGTGGGAGGTGCTG	V_CTCF_BR	23
chr19	799214	799364	id-47172	4.41e-06	+	TCTCTAGCGGGGCCTCGTGCAGCCAGAGGGAGCCC	V_CTCF_BR	21
chr19	799466	799616	id-47173	1	+	NA	NONE	11
chr19	799674	799824	id-47174	4.3e-06	+	CCTGCCTTTGGAACTTCTGCCTCTAGAGGCTGGAA	Upstream_CTCF	36
chr19	805366	805516	id-47175	6.46e-07	-	ATCGCACCCACAACCTCCACCGCGAGCGGGCGCTG	V_CTCF_BR	0
chr19	830253	830403	id-47176	3.28e-05	+	CCACGGTTCGCGTATGGAGCCTCCTGTTGGTGGAG	V_CTCF_BR	37
chr19	836527	836677	id-47177	8.89e-06	-	GGGGCCCCTTCCTGTACCAACCGTAGGTGGCGCAA	Upstream_CTCF	3
chr19	843193	843343	id-47178	1	+	NA	NONE	29
chr19	857090	857240	id-47179	6.53e-09	+	GCATCTCTGGAGTAAGCCACCACCAGGGGGCAGCA	V_CTCF_BR	40
chr19	859725	859875	id-47180	3.36e-05	-	CTGGAGGACCGTCCGTGTGACGGAAGGGAGCACCA	UpstreamP1_CTCF	0
chr19	860550	860700	id-47181	4.24e-07	-	TCTGCCGCCCAGGATCCGACCACGGGGCGGCGCCG	Upstream_CTCF	33
chr19	861940	862090	id-47182	1.77e-09	+	CTGCAGGCCCCGGGAAGGGCCTGCAGAGGGAGCGC	UpstreamP1_CTCF	24
chr19	863954	864104	id-47183	1	+	NA	NONE	37
chr19	875677	875827	id-47184	1	+	NA	NONE	10
chr19	883697	883847	id-47185	3.22e-07	+	GGTGCAGGTCTGTGCAGCCACACGGGGTGGCGCCA	Upstream_CTCF	12
chr19	897572	897722	id-47186	1.09e-06	-	CCGCAGTGACCAGCACACACCAGCTGGCGGTGACC	UpstreamP1_CTCF	32
chr19	904146	904296	id-47187	1.1e-06	-	GTCTTGGAAGCAGCAGCGGCCAGGAGGTGCCACTG	V_CTCF_BR	2
chr19	917743	917893	id-47188	1.19e-06	-	CCGAGAGGGCCCCGATGCGTCGCGAGAGGGCGCCC	V_CTCF_BR	39
chr19	921810	921960	id-47189	3.42e-09	+	GCCGCAGTCCCGCAGGTGCCCGGCAGATGGCACGC	Upstream_CTCF	40
chr19	925732	925882	id-47190	5.52e-05	+	CTGCCCGGCTCCCCAGCGCCCCCGGGCTGGTTGCG	UpstreamP1_CTCF	9
chr19	932185	932335	id-47191	3.65e-05	-	CTGCAGAGAGCGCTCATGAGCACAGCGTGGGGCAC	UpstreamP1_CTCF	3
chr19	933440	933590	id-47192	3.63e-06	-	GACCAGCTCCAGCCCCGGGCGAGGAGGTGGCTCCC	V_CTCF_BR	16
chr19	935336	935486	id-47193	2.72e-06	-	CTGTGTGGGTGACAGGAGGCCACCAGGAGGCTACG	UpstreamP1_CTCF	15
chr19	947113	947263	id-47194	2.43e-06	-	CAGACACAGATCTGGGCTGACGGCAGGGGGTGCCC	V_CTCF_BR	2
chr19	955096	955246	id-47195	1.23e-05	+	GTTCAACCCGGGATCTGGCCCACAAGGGGGGCCTG	UpstreamP1_CTCF	4
chr19	960046	960196	id-47196	1	+	NA	NONE	12
chr19	970755	970905	id-47197	3.71e-10	+	GGCCGATGGTTCATAGTGGCCACCAGGTGGCGCTG	V_CTCF_BR	40
chr19	982808	982958	id-47198	8.62e-10	-	GGCGCCGCAGCCCCGCTGGCCGCCAGGTGGCAGGC	V_CTCF_BR	40
chr19	984218	984368	id-47199	1.92e-06	-	GAGCGGCGGCCCCGCGGCCCCAGCGGGTGGCCGAC	UpstreamP1_CTCF	20
chr19	989575	989725	id-47200	1.09e-07	+	CCGCAGTCCTGGGGCAGGGCAGGCAGGGGGCGACA	UpstreamP1_CTCF	38
chr19	993618	993768	id-47201	1	+	NA	NONE	2
chr19	1000142	1000292	id-47202	1.48e-06	+	GGTTAGGCGTCCCCGGCCCCCGCCAGGTGTCACCG	V_CTCF_BR	40
chr19	1001760	1001910	id-47203	4.33e-10	-	GGTGCAGCTCCTGGAGACGGCAGCAGAGGGCGCCC	Upstream_CTCF	39
chr19	1007078	1007228	id-47204	3.63e-05	+	GCAGTGGGCAGTTCCCTGTGTTGCAGGTGGCGCCC	V_CTCF_BR	3
chr19	1010246	1010396	id-47205	1.04e-07	+	TCGGGAAGGTCAGGCCCAGCCAGCAGGGGTCAGAG	V_CTCF_BR	2
chr19	1011574	1011724	id-47206	1	+	NA	NONE	0
chr19	1021720	1021870	id-47207	1.77e-05	-	ATTGCTGCGCGAAGCTACGGGGGCAGGTGGCACAG	Upstream_CTCF	11
chr19	1036019	1036169	id-47208	5.72e-09	-	GGGAAAGGGGCCGGGAGTACCAGCAGAGGGCAGCC	V_CTCF_BR	29
chr19	1039823	1039973	id-47209	2.1e-05	-	CCGTAGGGTGGCGGAGTGCCCGGCAGGTCCCAGGC	UpstreamP1_CTCF	17
chr19	1043026	1043176	id-47210	7.02e-05	+	CTGCTGCAGAGACCCCGAGGGACCAGCGGCCCCCT	UpstreamP1_CTCF	3
chr19	1044496	1044646	id-47211	1.19e-06	-	CATCCTGCATCTGCAGGAGCCGCTGGGGGGCGCAG	V_CTCF_BR	9
chr19	1057294	1057444	id-47212	1.83e-05	+	TGCTCATCTTTCTGGCCTTCCAGCAGAGGGCATAT	V_CTCF_BR	21
chr19	1064997	1065147	id-47213	1.56e-06	+	CCTGCGCTTCCAGCTGCCGCCGGGAGGGCGCTGCG	Upstream_CTCF	39
chr19	1070708	1070858	id-47214	2.11e-06	+	CAGGCCTGATCCACCGCGCCCGGCTGGGGGCGCCT	V_CTCF_BR	28
chr19	1079845	1079995	id-47215	2.12e-06	-	TGGTAGTAGGAGATCGTGGCCTGCGGGCGGCACCG	UpstreamP1_CTCF	8
chr19	1081609	1081759	id-47216	6.51e-05	+	AGAAGTGCGTCTGCGAGATCGAGCGGCGGGCGCTG	V_CTCF_BR	7
chr19	1088062	1088212	id-47217	2.66e-05	+	TGCTTGGGGTGAGGCAAGGCCACCTGCTGGAAACC	V_CTCF_BR	3
chr19	1090117	1090267	id-47218	7.46e-06	-	CTGTGGTGGCACCTGGGAGCCACGTGGGGTCTCAC	UpstreamP1_CTCF	0
chr19	1098702	1098852	id-47219	1	+	NA	NONE	3
chr19	1101942	1102092	id-47220	1	+	NA	NONE	24
chr19	1104480	1104630	id-47221	4.41e-06	+	GCGGGGCTGCTGCGCCCGAGCGGTTGGGGGCGCGG	V_CTCF_BR	3
chr19	1107043	1107193	id-47222	1.02e-07	-	CTGCACTTCTGCTTCCTGGCCAGGGGAGGCCCCAG	UpstreamP1_CTCF	36
chr19	1113369	1113519	id-47223	4.23e-08	+	CCGCGGAGACGCAGAGTGACCAGCAGGGGCCACCA	V_CTCF_BR	40
chr19	1119205	1119355	id-47224	4.51e-05	+	GAGGCAGTTGGCAGCTGAGCCTGGCGGGGACGGGG	Upstream_CTCF	0
chr19	1124024	1124174	id-47225	5.01e-09	+	GTGGGCCCTCGCAGCCTGGCCACCAGAGGGAGGCT	V_CTCF_BR	5
chr19	1129256	1129406	id-47226	1	+	NA	NONE	17
chr19	1131950	1132100	id-47227	3.65e-05	+	CGGCAGGGGGCCCGGCCGTCCTGAATGGGGTCCCA	UpstreamP1_CTCF	22
chr19	1155042	1155192	id-47228	2.46e-06	+	GTGCAGGGACCCAGGCTGGCCCGTGGTGGCAGGGA	UpstreamP1_CTCF	13
chr19	1160846	1160996	id-47229	4.14e-06	+	GTGGGCAGCTCTGCCAGGACCACAAGGGGGCATTT	V_CTCF_BR	18
chr19	1168067	1168217	id-47230	1.21e-05	-	ATTGCTTGCCGACTTTGGAACACCAGGGGCTGCCA	Upstream_CTCF	5
chr19	1177590	1177740	id-47231	8.33e-05	-	CAGGTAATACCAGTCGCTACCCCAGAGGGCCGCTG	Upstream_CTCF	32
chr19	1180550	1180700	id-47232	5.13e-05	-	CGGCGCCCAGGAGGGCTGGCAGGGAGGAGGTGCCC	V_CTCF_BR	21
chr19	1185700	1185850	id-47233	5.98e-05	-	ATGTTTTTGGTCACCATGACCGGGTGGGGACGCTA	UpstreamP1_CTCF	8
chr19	1194601	1194751	id-47234	3.33e-09	-	TCTGCGCGGACCGCTGTGGCCGCCAGGTGGCGGGC	V_CTCF_BR	39
chr19	1207448	1207598	id-47235	4.31e-07	-	GGGCGCCTCTGCTCCTTGGACAGCTGGGGGAGCCA	V_CTCF_BR	33
chr19	1207948	1208098	id-47236	1.48e-06	-	GGGCAGGGCCCGCCAGGCGGCGGCAGGTGCAGCGT	UpstreamP1_CTCF	22
chr19	1214815	1214965	id-47237	7.27e-06	+	GAGGGAGGGGGTGCTTTCGCCTCCTGGTGGAGCAT	V_CTCF_BR	23
chr19	1218129	1218279	id-47238	2.4e-05	+	GCCCTCGCCGGCCGATGACAGACTAGAGGGCGCTG	V_CTCF_BR	36
chr19	1220464	1220614	id-47239	1.04e-07	-	TGCAGCCCTCAGGGAGTGCCCGGGAGGGGGCGCCC	V_CTCF_BR	5
chr19	1220771	1220921	id-47240	2.97e-06	+	AGACCCTCTCTGGCCACAGCCGCTAGGGGGTGCTT	V_CTCF_BR	28
chr19	1221589	1221739	id-47241	2.44e-10	+	GCTGCACTTCCTACGCATGGCAGCAGGTGGCACTG	Upstream_CTCF	40
chr19	1222613	1222763	id-47242	1.74e-07	-	GCTGCAAAGCCAGCAAAGGCCAGAAGGGGGTCTGG	Upstream_CTCF	36
chr19	1223197	1223347	id-47243	1.61e-09	-	TTTGGGGACGTGGGATTGGCCACCAGAGGGCAGAA	V_CTCF_BR	40
chr19	1226587	1226737	id-47244	1.84e-07	+	GCAGCAGTGAGGCTGGCCGCCTGCAGGTGGGGCGC	Upstream_CTCF	1
chr19	1227925	1228075	id-47245	5.96e-07	-	AACCAAAGCGGCCGCGCGGCTTCCAGGTGGCGCTG	V_CTCF_BR	2
chr19	1230785	1230935	id-47246	5.86e-07	+	GCAGCAGTACCAGCGCCATCCTCGGGGGGCCCCTC	Upstream_CTCF	7
chr19	1236148	1236298	id-47247	5.93e-06	+	CCTGCAGGAGCAGGAGCCCACACAGGGGGCAGTGA	Upstream_CTCF	3
chr19	1240380	1240530	id-47248	1.96e-08	-	GGCGCGCTGCTCCTCGACGCCGGCAGAGGGCGCTC	V_CTCF_BR	40
chr19	1244482	1244632	id-47249	1.38e-09	+	GCCGCGCCTGCCAAGGAGGCCACCAGAGGGCAGTG	V_CTCF_BR	40
chr19	1248160	1248310	id-47250	1.52e-07	-	CGCCCCAGGCCCGGTGCTTCCGCCTGGGGGCGCCC	V_CTCF_BR	37
chr19	1249000	1249150	id-47251	3.41e-08	+	GCGGCGCTCCCAGGCGGGCCCGGCAGAGGGCGCGC	Upstream_CTCF	40
chr19	1250589	1250739	id-47252	5.51e-07	-	GGGCCGAGGCAGGCGAGGCCGAGCAGAGGGCGCCC	V_CTCF_BR	2
chr19	1252875	1253025	id-47253	1.97e-06	+	GTGTGAGCAGAGCTCCCCGCCGCTGGGGGGCTGCG	V_CTCF_BR	32
chr19	1261531	1261681	id-47254	1.09e-06	+	CGGTGATTCCCCAAGTCGGCCACTGGAGGGATGAC	UpstreamP1_CTCF	36
chr19	1267045	1267195	id-47255	1.01e-09	-	GACGCGCTGCCCGTTGCGGACACCAGGGGGCGCTG	V_CTCF_BR	40
chr19	1268200	1268350	id-47256	5.98e-05	-	CTCTTCGGCGGCCCCAAAGCCTCTGGGGGGCCCTC	UpstreamP1_CTCF	0
chr19	1269938	1270088	id-47257	1.1e-06	+	CCAAGTCTAGTTCTCAGAGCCACTGGGTGGCGGCC	V_CTCF_BR	22
chr19	1274174	1274324	id-47258	5.55e-07	+	GTGGCTGTTTCCGGGGAGGCCGGGAGGGGCAGCTG	Upstream_CTCF	3
chr19	1279810	1279960	id-47259	1.87e-09	+	CTGTCACGAGGAGGAGCTGCCACCAGGTGGCAGCC	V_CTCF_BR	40
chr19	1285753	1285903	id-47260	5.96e-07	+	CCCGCGCGGCCGGGGCACGGCGGGAGGGGGCGCCC	V_CTCF_BR	4
chr19	1289716	1289866	id-47261	3.8e-08	+	CCGAGGGAGGAGCCGTCCCCCAGCAGAGGGCAGAG	V_CTCF_BR	4
chr19	1315769	1315919	id-47262	1.39e-07	+	CGGCTCCGGGCTCAGGCCGCCGCTAGGTGGAGCGA	V_CTCF_BR	40
chr19	1319118	1319268	id-47263	1.15e-07	-	GTGCTTTCATCACGGCCGGCCGGCGGGGGGAGCCG	UpstreamP1_CTCF	4
chr19	1343254	1343404	id-47264	1.52e-07	+	GATCAGAGGCTGCCAGGGGCCGGCAGAGGGAGGGA	V_CTCF_BR	5
chr19	1354689	1354839	id-47265	9.81e-06	+	GAGCGCGGGAGGGCGGCGCCCGGGAGCGGCCACAC	V_CTCF_BR	18
chr19	1360809	1360959	id-47266	1.55e-07	+	CGTGCAGCTGGAGCCCATGGCAGCAGGGGCCGCAC	Upstream_CTCF	11
chr19	1364487	1364637	id-47267	2.02e-06	-	CTGTTCTTACCACTGCTGGCCAGAAGGGGTATTTT	UpstreamP1_CTCF	37
chr19	1366089	1366239	id-47268	1.24e-05	-	GTGACCCCAGCGAAGTCTCCCGCAAGGAGGCGCTG	V_CTCF_BR	2
chr19	1372092	1372242	id-47269	3.97e-07	-	CCCCAGACACTGCCAGTGTCCCCCAGGGGGCAGAA	V_CTCF_BR	40
chr19	1378077	1378227	id-47270	4.5e-06	-	CGAGTCCCCGAAACAGCGACCAGCAGGGGGCCAAG	Upstream_CTCF	21
chr19	1383264	1383414	id-47271	1	+	NA	NONE	33
chr19	1383678	1383828	id-47272	1	+	NA	NONE	8
chr19	1401544	1401694	id-47273	5.08e-07	-	GCCACCTCTCGCGTGGCCGCCGCTAGAGGCCGCTC	V_CTCF_BR	36
chr19	1406783	1406933	id-47274	6.21e-06	+	TCAGACATTGCCAAGTTATCCCCTAGGGGGCAAAG	Upstream_CTCF	40
chr19	1407075	1407225	id-47275	2.15e-05	-	GGGAGTGTACCCGCCCGCACCCCAGGCGGGCGGAC	V_CTCF_BR	14
chr19	1410468	1410618	id-47276	1	+	NA	NONE	1
chr19	1423104	1423254	id-47277	1.52e-07	+	TCAGTCGGGGCAGCCCCGAGCGCCAGGTGGCGCCG	V_CTCF_BR	7
chr19	1430214	1430364	id-47278	1	+	NA	NONE	3
chr19	1436594	1436744	id-47279	7.44e-06	+	GCCCCAGCTCCCAGGAGGGCCAGGCGGGGGCGGCT	Upstream_CTCF	1
chr19	1438218	1438368	id-47280	5.26e-07	+	CCTGCAGCCTGTGTTTTGCCCTCCAGACGGCAGAG	Upstream_CTCF	39
chr19	1445268	1445418	id-47281	2.89e-09	+	CGGCCTGTTCTCCCCGCAGCCGCCAGCGGGCGCCC	V_CTCF_BR	40
chr19	1445615	1445765	id-47282	2.81e-05	-	CTGGGCGCGCGGGGGGCCGCCGTAAGGGGGCGACA	V_CTCF_BR	30
chr19	1453502	1453652	id-47283	5.67e-06	-	GGTCCAGTTCCTCCAGCAGCCGGATGGTGGCCCGG	Upstream_CTCF	18
chr19	1456539	1456689	id-47284	1	+	NA	NONE	6
chr19	1457268	1457418	id-47285	7.78e-06	-	CCTGGTACTGCAGCCTCCAACGCCAGAAGGCAGGC	Upstream_CTCF	19
chr19	1465796	1465946	id-47286	2.58e-09	+	TTGCAGTGGCGCGCATCGACCAGCTGGTGGAGGAC	UpstreamP1_CTCF	36
chr19	1468970	1469120	id-47287	4.01e-05	-	TGCGTCTTGTGCTGCTTCGCCAGAAGGGTGCGCGC	V_CTCF_BR	25
chr19	1471498	1471648	id-47288	1.15e-07	+	GACTGGGGCAACGCCTCGTCCTGCAGAGGGAGCCG	V_CTCF_BR	38
chr19	1475257	1475407	id-47289	1.16e-05	+	TGGGCACCCCTCACTACTGCCCCCAAAGGGCAGGG	Upstream_CTCF	2
chr19	1478693	1478843	id-47290	2.4e-05	-	TTCACCATCCTGGCCCCGGAAGGTAGGGGGAGCCC	V_CTCF_BR	33
chr19	1482339	1482489	id-47291	7.44e-06	+	GCTGCTGGTCACCTGGGGGCCTGTAGGCCGCGCTG	Upstream_CTCF	4
chr19	1490221	1490371	id-47292	1	+	NA	NONE	2
chr19	1491806	1491956	id-47293	1	+	NA	NONE	0
chr19	1503566	1503716	id-47294	7.42e-09	+	CCCTTCATGTCCCGTCCTGCCGCCAGGGGGCACTG	V_CTCF_BR	40
chr19	1513062	1513212	id-47295	1.73e-05	-	TGCCGCAGATCCGCGCCCGCCGCGCGAGGGCGCCC	V_CTCF_BR	21
chr19	1513949	1514099	id-47296	4.38e-09	-	CCCCAGTCCCTCAGCCCGCCCGCCAGGGGGCGCCG	V_CTCF_BR	40
chr19	1523799	1523949	id-47297	3.88e-06	-	AGTCCCGCACGCCAACCGGGCGCCAGGGGCCGCGC	V_CTCF_BR	6
chr19	1525291	1525441	id-47298	3.18e-06	+	CCACCAGCGCCGTGTTCGCCCTCAAGGTGGTGCCG	V_CTCF_BR	6
chr19	1546295	1546445	id-47299	5.63e-06	+	GTGTCATGTGCGGCGCTGGCCACACGGTGGCGACA	UpstreamP1_CTCF	40
chr19	1567742	1567892	id-47300	5.96e-07	-	GGGGCGCTGGCGACACGGACGAGGAGGGGGCGGCC	V_CTCF_BR	0
chr19	1584487	1584637	id-47301	7.27e-06	-	GCAACAAGGTCAAGAGCGACCCGCAGAAGGCGGTG	V_CTCF_BR	0
chr19	1590793	1590943	id-47302	4.31e-07	+	GCTGGGTTGAGGCCCCAGACCTGCAGAGGGCGGCT	V_CTCF_BR	40
chr19	1591245	1591395	id-47303	5.68e-06	-	GCAATGTGTGGGGCCTCGTCCTGCAGGAGGAGCTC	V_CTCF_BR	33
chr19	1601777	1601927	id-47304	4.31e-09	+	TTGCAGGTCCCACTGCTGGCCAACAGAGGGCTGAA	UpstreamP1_CTCF	34
chr19	1602168	1602318	id-47305	3.88e-06	-	GGCAGGGTTTCTTCATCCGCCTCCAGGAGGAGCAC	V_CTCF_BR	3
chr19	1605899	1606049	id-47306	4.02e-07	+	TGGGTTATTCCTCATTCCGGCAGCAGAGGGTGGCC	Upstream_CTCF	40
chr19	1618301	1618451	id-47307	7.78e-06	+	TAGTCTGTCCTCCAAGCAGCCACCAGAGGGTATCT	Upstream_CTCF	39
chr19	1624539	1624689	id-47308	5.34e-06	+	CCCACGCAGTCAGGCTTCACCACTAGGGGCTGCTG	V_CTCF_BR	40
chr19	1649135	1649285	id-47309	1	+	NA	NONE	5
chr19	1650682	1650832	id-47310	1.38e-07	+	TTGGTGATTCCCCCCTCCCCCAGCAGATGGCACAG	Upstream_CTCF	23
chr19	1651762	1651912	id-47311	2.18e-07	-	CTGGTCGGGGCCGGGCGGGCCGGGGGGGGGCGCGC	V_CTCF_BR	1
chr19	1665552	1665702	id-47312	1.52e-07	+	GGCTGGGCCTCTGGGTCTCCCAGCAGGTGGCAGGG	V_CTCF_BR	4
chr19	1672064	1672214	id-47313	5.33e-11	-	CGCGGCCTTGCCCCATTGGCCACCAGGTGGCAGCA	V_CTCF_BR	39
chr19	1672343	1672493	id-47314	1	+	NA	NONE	37
chr19	1693072	1693222	id-47315	1.64e-06	+	GATGCAAGCAGAGTCCTGTCCTCCAGGTGGGGGTG	Upstream_CTCF	7
chr19	1715684	1715834	id-47316	2.86e-06	-	CTGCTCCTGGCTGGACCTGCCAGTGGGGGCAGAAC	UpstreamP1_CTCF	3
chr19	1725632	1725782	id-47317	4.31e-07	-	CGCATGCGCCCCCGCGCGGCCCGGAGGGGGCTCGG	V_CTCF_BR	8
chr19	1752726	1752876	id-47318	2.78e-06	+	TCACCCCCAGGCTCCAGTGCCTCCAGCGGCCGCAC	V_CTCF_BR	8
chr19	1767547	1767697	id-47319	7.68e-13	-	CCTGCTGTTCCCGCTGTGTCCAGCAGAGGGCAGCC	Upstream_CTCF	40
chr19	1768390	1768540	id-47320	3.97e-07	+	TGGCCTGCACCGGGACATGCCTGAAGGGGGCGCAC	V_CTCF_BR	40
chr19	1775030	1775180	id-47321	4.96e-08	+	CCTGCCTCTCCCCGGCCGGCCACACGGTGGCGCTG	Upstream_CTCF	37
chr19	1780669	1780819	id-47322	6.18e-07	-	CCTGCGTGGTCTGACAGGGCCACGAGGAGGAGCCC	Upstream_CTCF	39
chr19	1781921	1782071	id-47323	2.74e-08	+	CTGCAAATACCCGGCTGGACCACTAGAGGTCAGTG	UpstreamP1_CTCF	40
chr19	1788946	1789096	id-47324	2.83e-07	+	TAGGACCAGCGGCCGTGCACCAGCAGGAGGCGCTG	V_CTCF_BR	40
chr19	1791122	1791272	id-47325	5.77e-08	+	TCCCTGGGCTGGCTCCTGGCCGACAGAGGGCACCC	V_CTCF_BR	12
chr19	1791972	1792122	id-47326	1.52e-07	+	TTCTGCAGCAGGAGGCTGGCCTCCTGGTGGCGCTG	V_CTCF_BR	13
chr19	1794482	1794632	id-47327	1.96e-07	+	CTGTAGGGTCAGGGCTGGACCAGGGGGAGGCAGCC	UpstreamP1_CTCF	4
chr19	1795899	1796049	id-47328	2.02e-06	-	CTGTTCCCCCACAGTTCGAAAGCCAGAGGGCGCCA	UpstreamP1_CTCF	40
chr19	1811990	1812140	id-47329	1	+	NA	NONE	29
chr19	1813058	1813208	id-47330	6.8e-06	-	GTGCTCAGCCCTGCATCTGCGCCTAGGAGGCGCTC	UpstreamP1_CTCF	40
chr19	1826221	1826371	id-47331	1.01e-09	-	CCCCGTGTCCCCAAATTGGCCACCAGGGGGAGCTC	V_CTCF_BR	40
chr19	1837718	1837868	id-47332	9.07e-12	+	TGTGCAGTGCCAGGACCGCCCAGCAGGTGGAGCCA	Upstream_CTCF	40
chr19	1843772	1843922	id-47333	1.1e-06	+	GCCGGCTGTCTCCCATCCACCAGGAGGAGGCAGCA	V_CTCF_BR	31
chr19	1844533	1844683	id-47334	2.4e-05	-	GCGACTCTCCAGAACTGCATCTGTAGAGGGCAGGA	V_CTCF_BR	1
chr19	1848757	1848907	id-47335	1.79e-08	-	CCCGCAGAACTCTCCTCGTCCAGCAGAGGGCGCCT	Upstream_CTCF	40
chr19	1850972	1851122	id-47336	4.68e-07	-	CGGTTTGTCCTCCCCACGGCCACCAGAGGGTGTCC	V_CTCF_BR	33
chr19	1853424	1853574	id-47337	1.9e-09	-	GCTGCGCTGCCCTCCCTGGCCTGCAGGTGGGGCCG	Upstream_CTCF	40
chr19	1855542	1855692	id-47338	6.51e-05	-	TCTAGAGCAAAGACCCACACCGCCTGGAGGCGCAC	V_CTCF_BR	14
chr19	1859425	1859575	id-47339	1	+	NA	NONE	2
chr19	1864840	1864990	id-47340	2.05e-09	+	TGCGCAGTGGCCGGAGCTGCCTCCAGGGGGCGGAG	Upstream_CTCF	38
chr19	1871300	1871450	id-47341	4.21e-05	+	TGCGGAGGTGGCCATGAGGCCTGCAGAGGACGCAC	V_CTCF_BR	2
chr19	1876437	1876587	id-47342	3.42e-08	-	TAGATGGCGAAGCTGGGGTCCAGCAGAGGGCGGTG	V_CTCF_BR	30
chr19	1887505	1887655	id-47343	5.48e-05	-	CCTGAATTTGAGGAATGAGCCCCTGGGGGCAGGAT	Upstream_CTCF	1
chr19	1897725	1897875	id-47344	2.6e-06	+	GGGGTGCAGCTGCCTTTGGTCAGTAGGTGGCAACC	V_CTCF_BR	40
chr19	1913200	1913350	id-47345	1.63e-05	+	ATTTCAGGGACACATACCGCCTCCAGCGGGGAGCA	Upstream_CTCF	0
chr19	1923269	1923419	id-47346	6.18e-07	+	CCAGCAGTGAGCTGGGATGACAGCAGGAGGCACTG	Upstream_CTCF	3
chr19	1929411	1929561	id-47347	2.17e-09	+	CCCGCCGCCCTCCGCTCGGCCGCCAGAGGGCGACC	V_CTCF_BR	40
chr19	1929840	1929990	id-47348	8.71e-06	-	TGCCCACCCCGGGGACTCACCACCAGGGGCAGTAG	V_CTCF_BR	39
chr19	1930282	1930432	id-47349	1.47e-05	+	CCACTGCTAAATCCTTCTTCCACATGAGGGAGCCA	V_CTCF_BR	39
chr19	1941087	1941237	id-47350	1.74e-08	-	CTTACGCCGCCAGCGTCTGCCAGCGGGGGGCGGCA	V_CTCF_BR	21
chr19	1946060	1946210	id-47351	1.81e-06	+	AGGTCACTCCCATTCCATACCTGCAGGGGGAGCTA	Upstream_CTCF	40
chr19	1956950	1957100	id-47352	3.28e-05	+	GGAGGGAGGAGGAGGGGATTCTGCAGAGGGAAGGC	V_CTCF_BR	9
chr19	1970986	1971136	id-47353	1	+	NA	NONE	0
chr19	1979723	1979873	id-47354	1	+	NA	NONE	2
chr19	2019688	2019838	id-47355	2.11e-06	+	CCTGTCTATGCGGTGATGGCGTCTAGAGGGCGCTC	V_CTCF_BR	40
chr19	2027543	2027693	id-47356	3.42e-05	-	ATAGCACTTTGCCTAGTTTCCCCCAGTGGTAACAT	Upstream_CTCF	21
chr19	2039031	2039181	id-47357	1	+	NA	NONE	7
chr19	2044339	2044489	id-47358	9.25e-06	-	GTGGCAGGGAGCAGCTGGAGCTGCTGGGGGCAGTA	V_CTCF_BR	13
chr19	2047170	2047320	id-47359	3.63e-06	+	GGGACATCTGTGGTTGTGACCGGTTGGGGGAGCTC	V_CTCF_BR	6
chr19	2051280	2051430	id-47360	3.33e-09	+	GCGCACGACGTGGGCGGAGCCAGAAGAGGGCGCTC	V_CTCF_BR	39
chr19	2052438	2052588	id-47361	1.83e-05	-	AGCAGGTCTAGCAGCTCCACCCCTAGTTGGCACCT	V_CTCF_BR	5
chr19	2056116	2056266	id-47362	1.03e-06	+	CCCCCTGCCCCCACCTCCACCCCCAGCTGGAGCCC	V_CTCF_BR	10
chr19	2062226	2062376	id-47363	1.5e-05	+	GCAGGTGGTCAGAATCTGACCCCCAGCGGCCACAG	Upstream_CTCF	9
chr19	2065041	2065191	id-47364	4.65e-06	+	GGCCACGCCTCCGGGGCGGCCACCAGGCGGTGGCA	UpstreamP1_CTCF	12
chr19	2069803	2069953	id-47365	2.17e-08	-	GCTGTGCTGCTGCACCTCGCCCCTAGAGGGCACCA	Upstream_CTCF	40
chr19	2087932	2088082	id-47366	3.4e-06	-	TGAGAGCTCTTCACAGTGGCCACGAGGAGGCGAGA	Upstream_CTCF	5
chr19	2089290	2089440	id-47367	1	+	NA	NONE	4
chr19	2091062	2091212	id-47368	3.16e-06	-	GCGTGTTCCCCTGATCTGGCCAGCAGCCGGCACTG	UpstreamP1_CTCF	18
chr19	2096042	2096192	id-47369	6.82e-05	+	GAGGGATCCAGCTTCCCCGCCGCCAGGGTTCGCCC	V_CTCF_BR	40
chr19	2096925	2097075	id-47370	1	+	NA	NONE	38
chr19	2110952	2111102	id-47371	1.48e-06	-	ATAGGAGGCGCTTGGCCTGCGGCTAGGGGGCGCCC	V_CTCF_BR	23
chr19	2123641	2123791	id-47372	1.46e-07	+	GCGGCTGTGCCCTCCCAAGCCGCAAGATGGCGTGG	Upstream_CTCF	1
chr19	2137063	2137213	id-47373	1.43e-05	-	GCTGCAGAGCAGAGCTGGAGCTCCTGGAGGCTGCG	Upstream_CTCF	1
chr19	2156087	2156237	id-47374	1.37e-08	+	GCTGCAACCTCCAGGGTGACCAGCAGAGAGCAGTG	Upstream_CTCF	40
chr19	2168995	2169145	id-47375	1.59e-06	-	AGAGAGTCCGGACCCTTGGCCAGTGGAGGCCGCCC	V_CTCF_BR	7
chr19	2171467	2171617	id-47376	1	+	NA	NONE	14
chr19	2184186	2184336	id-47377	2.94e-06	-	CCTGCACACCTGGCCAACACCGGCAGGGGACCTCA	Upstream_CTCF	0
chr19	2184614	2184764	id-47378	1.93e-05	+	CGTGTCCTTCCATTTCTGGCCTCTTGGAGGGTACC	Upstream_CTCF	3
chr19	2196029	2196179	id-47379	7.27e-06	+	CTCGACATTCCTGTCATTGCCACGAGTGGGCGTGC	V_CTCF_BR	0
chr19	2197073	2197223	id-47380	1.04e-05	+	CCACGCCTGTCTGGTTTGGTCTCTGGGTGGCGCTC	V_CTCF_BR	1
chr19	2199438	2199588	id-47381	3.09e-06	-	GCTGCAGCCACTCTCAGGACCAGAGGCGGCCAGCA	Upstream_CTCF	37
chr19	2204530	2204680	id-47382	3.84e-06	-	CTGCAGTACCCTGACTCAGCCACCACGTCTGATCG	UpstreamP1_CTCF	9
chr19	2208710	2208860	id-47383	2.11e-06	+	TTAGTCACATCCGCGTTTGCCACTGGGGGGCTCTA	V_CTCF_BR	31
chr19	2214033	2214183	id-47384	1	+	NA	NONE	0
chr19	2221200	2221350	id-47385	2.59e-06	+	GGGCAGGCTTCACGGTTGGCCACGTGAGGGCCCTG	UpstreamP1_CTCF	5
chr19	2222057	2222207	id-47386	1.71e-06	-	GAGTTCCGGGGCTGTGCCAGCAGCAGGGGGTGCTG	V_CTCF_BR	38
chr19	2225564	2225714	id-47387	1	+	NA	NONE	0
chr19	2227508	2227658	id-47388	8.58e-06	+	CTGCGGGGCGGGGGGCCGGAGGGCGGAGGGCGGGC	UpstreamP1_CTCF	3
chr19	2231719	2231869	id-47389	8.03e-07	+	ACTGTATTACTTCTGCCTCCCTCTAGGTGACAGTG	Upstream_CTCF	31
chr19	2232548	2232698	id-47390	6.48e-05	-	AGCCGGGGCCTCTCACTGGCCGCCAGGAGACGCCT	UpstreamP1_CTCF	1
chr19	2236333	2236483	id-47391	6.21e-06	+	CCAGCCATGCCGCCCGCCTCCGCTGCGTGGCGCTG	Upstream_CTCF	40
chr19	2243498	2243648	id-47392	1.17e-05	+	GCCAGCCACCGTGCAGCTGCCTGTGGTGGGTGCTG	V_CTCF_BR	5
chr19	2253208	2253358	id-47393	7.55e-07	+	GGGAGGGGTCGCAGGAGTGCCCCCGGGGGGCGCTC	V_CTCF_BR	34
chr19	2254154	2254304	id-47394	2.72e-05	-	AAGATGGAAAAAGAGCCTGCCGCCAGGGGGACCCC	UpstreamP1_CTCF	31
chr19	2256511	2256661	id-47395	4.88e-05	-	ATGGTGCGCGCCTGTAGTCCCAGCTGCAGGCGCTA	V_CTCF_BR	3
chr19	2261925	2262075	id-47396	6.43e-06	-	TGCTCCATGAGCTTCTCAGGCCCTAGGGGGCGCTG	V_CTCF_BR	40
chr19	2263736	2263886	id-47397	1.56e-06	-	GTGCAGGGCCAGGGTTTGGCCACAAAGCCGCAGAG	UpstreamP1_CTCF	7
chr19	2269511	2269661	id-47398	4.7e-05	-	GGAGGATTTCACCATCCGGCCGCTGGGGTCCGAAA	Upstream_CTCF	30
chr19	2273813	2273963	id-47399	7.33e-10	-	GTGGCGCTCCCGGATGCGGCCGGCAGGTGGCGCTG	V_CTCF_BR	39
chr19	2275183	2275333	id-47400	7.78e-06	+	AAATCACTGGCCATCTTCAGCACAAGGGGGTGCTC	Upstream_CTCF	40
chr19	2276230	2276380	id-47401	4.5e-05	-	GCGCAGTGGCTGGCGGAGGCCTGCACGCAGCCGCC	UpstreamP1_CTCF	0
chr19	2291529	2291679	id-47402	2.59e-06	+	ATGCGGTTGCGGCTGAGCTCCAGCAGGCGGGTCTC	UpstreamP1_CTCF	7
chr19	2310004	2310154	id-47403	9.88e-07	+	GCTGCTGTGCTGTGTGACCCCAGTAGGGGAGGTCT	Upstream_CTCF	6
chr19	2315783	2315933	id-47404	2.6e-06	-	CCCCAAACCAATGCTCCTTCCACCAGGTGCCGCTC	V_CTCF_BR	5
chr19	2316065	2316215	id-47405	5.08e-07	-	TCGACCGTGCTGACCAGAGCCAGCAGGGGTCAGGA	V_CTCF_BR	37
chr19	2333840	2333990	id-47406	2.78e-06	+	GGAACATGACGCTGTCTGTCCTGCTGGTGGCAGCG	V_CTCF_BR	20
chr19	2337453	2337603	id-47407	5.96e-07	-	AAGGTGCAGTTCCCCCGCGCCACCAGCGGGATCTG	V_CTCF_BR	34
chr19	2353872	2354022	id-47408	6.46e-07	-	AGTCTGAGAGACGTCCACCCCACCAGGTGGCACCA	V_CTCF_BR	4
chr19	2354249	2354399	id-47409	7.91e-05	-	GTGCAGCGAGGGGAGGATGCCGGGGCCTGGGGCCA	UpstreamP1_CTCF	0
chr19	2356108	2356258	id-47410	1	+	NA	NONE	8
chr19	2374865	2375015	id-47411	1.1e-06	+	TCACAAACTACATATCCTGGCACCAGGGGGCACAG	V_CTCF_BR	1
chr19	2385387	2385537	id-47412	1	+	NA	NONE	10
chr19	2391372	2391522	id-47413	1.96e-07	-	TTGTACTTGGTACCTACAGCCACTAGAGGGCCTCA	UpstreamP1_CTCF	40
chr19	2424772	2424922	id-47414	4.43e-05	+	TCCCGGTGCCGCCTCGGTGCCTGATGGGGGAGACT	V_CTCF_BR	26
chr19	2425396	2425546	id-47415	2.2e-06	+	CATGCTGTGTGCCGGCTTCCCGCAGGGTGGCGTGG	Upstream_CTCF	27
chr19	2426637	2426787	id-47416	5.38e-05	+	TAGGGGAATACCCCAAAGGCCTGAAGGAGGTGCCA	V_CTCF_BR	23
chr19	2430940	2431090	id-47417	8.71e-06	+	CCAGCCTGGAGGCAGCCGGCAGGTAGATGGCTGCC	V_CTCF_BR	1
chr19	2435055	2435205	id-47418	1.1e-05	-	CGCGGCGGCGGCACGAGCGGCGCCTGGTGGAGGTG	V_CTCF_BR	0
chr19	2443985	2444135	id-47419	9.81e-06	+	CAAACGCGTCTCACGGTGTCCACTGGGTGCCGCCC	V_CTCF_BR	0
chr19	2457062	2457212	id-47420	4.68e-05	+	CTGCAAACTCCCAGCTCCGCCACGAGGAAACAGCG	UpstreamP1_CTCF	33
chr19	2461958	2462108	id-47421	1	+	NA	NONE	31
chr19	2474642	2474792	id-47422	3.41e-11	+	GCGCAGAAACTCGGCGCGGCCACCAGATGGCGCCA	V_CTCF_BR	38
chr19	2478367	2478517	id-47423	1	+	NA	NONE	31
chr19	2479565	2479715	id-47424	5.7e-05	+	GGGGCCAAAACCCAAGGGGGCTCCAGGTGGGGAAG	Upstream_CTCF	23
chr19	2495190	2495340	id-47425	2.6e-06	-	CAAGCTGGTGGGACTCTACACTGCAGAGGGCGCTG	V_CTCF_BR	16
chr19	2500895	2501045	id-47426	5.28e-05	+	TTTGCTGTGCCCTCCCAGGCCCCTCGTGGGATTTT	Upstream_CTCF	1
chr19	2520662	2520812	id-47427	6.43e-06	+	GGTCAAAGTTCAGGTCAGGCCTCTGGGTGGCAGCA	V_CTCF_BR	0
chr19	2523663	2523813	id-47428	1.15e-06	+	ATAGCTTTACCAAATGTTACCACCAGGGACGGCCG	Upstream_CTCF	33
chr19	2540887	2541037	id-47429	1.41e-05	+	CGCCAGGGCCATCTTCTCACCAGCAGGGAGAGAGC	UpstreamP1_CTCF	33
chr19	2543643	2543793	id-47430	9.26e-05	-	TTGTGGAGCTGCCTGGAAGCCGCCAGAGCCCGCTC	UpstreamP1_CTCF	36
chr19	2550762	2550912	id-47431	1.38e-08	+	ATTGGAGCAGTGGACCTGGCCTGCAGGGGGCACGG	V_CTCF_BR	19
chr19	2551041	2551191	id-47432	3.09e-07	-	CTGATGGCAGCGTGGCTGGACGGCAGGTGGCACGG	V_CTCF_BR	1
chr19	2579540	2579690	id-47433	7.12e-06	-	ATGTCCCCGAGGAAGGTGACCAGCAGGCGGAGCTG	UpstreamP1_CTCF	40
chr19	2581335	2581485	id-47434	7.27e-06	+	TCCTTCACTTGCAAATTGCCCAGGAGGGGTCAGCA	V_CTCF_BR	17
chr19	2602415	2602565	id-47435	1	+	NA	NONE	22
chr19	2611291	2611441	id-47436	4.4e-10	-	GCCGCCTGTCGGGCCATGACCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr19	2612286	2612436	id-47437	1.38e-06	-	TAAATGTGGGTGATGCTGCCCCCCAGGGGGCACTG	V_CTCF_BR	18
chr19	2613914	2614064	id-47438	1.72e-06	-	TCTGCATTGCACTTGCCGGCCTTTAGATGTCGCTG	Upstream_CTCF	40
chr19	2624589	2624739	id-47439	1	+	NA	NONE	25
chr19	2631179	2631329	id-47440	9.49e-08	+	ATGGCCCAGGGTCACAGAGCCAGTAGGTGGCAGAG	V_CTCF_BR	9
chr19	2637069	2637219	id-47441	4.92e-12	-	CTGCTGTTACCGCTGGCGGCCACGAGGGGGCAGAG	UpstreamP1_CTCF	40
chr19	2648561	2648711	id-47442	4.11e-08	+	GCTGAAATCCTCACTGTCACCTGCAGGTGGTGCCC	Upstream_CTCF	40
chr19	2661721	2661871	id-47443	1.67e-07	+	CTGAGGCCTCCACCAACAGCCACATGAGGGCGCCC	V_CTCF_BR	37
chr19	2663920	2664070	id-47444	1.1e-06	+	CCCCAGACATTACCAGTGTCCCCCAGGGGGCAGGC	V_CTCF_BR	24
chr19	2686023	2686173	id-47445	1.93e-05	+	GGTGTCATCTTGGTCCCAGAGGCCAGGGGGCAGAA	Upstream_CTCF	3
chr19	2720343	2720493	id-47446	1.77e-05	+	ACGCCACTTCCCACCTCCACCGCCTGGGGGGTGCG	Upstream_CTCF	18
chr19	2724270	2724420	id-47447	4.43e-05	-	AGCCCCTGGGGTGACTCTGCCCCCTGAGGCCAGGA	V_CTCF_BR	32
chr19	2740132	2740282	id-47448	1.84e-06	-	TCCGGGTTTCCCGCCGGGGCCGCTTGGTGGCTGCG	V_CTCF_BR	28
chr19	2743248	2743398	id-47449	1	+	NA	NONE	1
chr19	2749319	2749469	id-47450	3.95e-09	-	GGGGCGATTCCGCACGGAGCCGCCAGGGGGCGCGG	Upstream_CTCF	40
chr19	2767339	2767489	id-47451	9.25e-06	+	CTATGTGTCTCAGGACCCGCCGATAGGGGGAGGAG	V_CTCF_BR	0
chr19	2768690	2768840	id-47452	4.01e-05	+	CAAGCAGTGGTGGCGCCACGCAGTGGCAGGCGGGA	Upstream_CTCF	1
chr19	2782093	2782243	id-47453	6.39e-05	+	CCTGGCCTCCACCAACTCCAAACCAGGGGGTCCCC	Upstream_CTCF	18
chr19	2783408	2783558	id-47454	1.28e-06	-	CGTGCACCGCTTCATTCCCGCTCTAGAGGGCAAAC	Upstream_CTCF	40
chr19	2787727	2787877	id-47455	1	+	NA	NONE	2
chr19	2791558	2791708	id-47456	3.56e-05	+	CTCGGTTTCCCCTCCTCGGCCACGTGGTGGCCCCT	Upstream_CTCF	1
chr19	2819694	2819844	id-47457	3.73e-06	+	CCTGCGGAGACGCCGCCCGCCCGGAGGCGGCGCTG	Upstream_CTCF	40
chr19	2841170	2841320	id-47458	8.81e-07	+	GCAACGCTCCCGTCACTCACCGGCAGGGGGTGGGC	V_CTCF_BR	22
chr19	2841425	2841575	id-47459	2.97e-06	-	GGAACCGGGACGCCAGGGACCGCTAGGGGCAGGCG	V_CTCF_BR	39
chr19	2858947	2859097	id-47460	4.21e-05	-	TGCGCGCTTTGAGGCTGCTCCTGAGGAGGGCGCAT	V_CTCF_BR	1
chr19	2867266	2867416	id-47461	1.64e-05	-	GCAGGTGAGCACGACGGGGACACCTGTGGTCACTC	V_CTCF_BR	4
chr19	2872249	2872399	id-47462	1	+	NA	NONE	25
chr19	2887466	2887616	id-47463	2.81e-06	+	TCTGCGTTTTCATTAGTTATCACTAGATGGTAGCA	Upstream_CTCF	39
chr19	2887747	2887897	id-47464	4.71e-06	-	GGAGATGTACTGAAGAGTTCCGGTAGATGGCGGGT	Upstream_CTCF	13
chr19	2923101	2923251	id-47465	1	+	NA	NONE	17
chr19	2951116	2951266	id-47466	1.3e-07	+	TTGTGATGTTCCCTTCTGGCCACTAGATGGCCACG	UpstreamP1_CTCF	39
chr19	2952977	2953127	id-47467	1	+	NA	NONE	26
chr19	2956546	2956696	id-47468	5.21e-08	+	CAATGGAAAAATTGCATGACCACCAGAGGGCACAC	V_CTCF_BR	39
chr19	2962181	2962331	id-47469	4.14e-06	+	GCGCTCATATAACATTTGACCTGTAGGGGGTAGCA	V_CTCF_BR	40
chr19	2977827	2977977	id-47470	1.17e-05	-	GGATAGTGCACATACACTCCCTGCTGGGGGCAGTC	V_CTCF_BR	5
chr19	3022764	3022914	id-47471	6.73e-07	-	TTGCAACAGAGACCTCTGGCCTGCAGAGGGAAAAT	UpstreamP1_CTCF	8
chr19	3036855	3037005	id-47472	1	+	NA	NONE	37
chr19	3039723	3039873	id-47473	1.1e-05	+	CTGCCCAGCGCTAACACAACCTGTAGGGGTCAGCT	V_CTCF_BR	9
chr19	3057453	3057603	id-47474	2.55e-06	+	CTAGCGAGGCAGGCTCAGCCCAGCAGGGGCCGGCT	Upstream_CTCF	7
chr19	3061466	3061616	id-47475	2.11e-06	-	CCTCCCGGCGCTTTGGAGGGCGGTAGAGGGCGCAC	V_CTCF_BR	39
chr19	3074041	3074191	id-47476	6.46e-07	-	CACCAGGCTCCCAAGGCCGGCAGCTGGGGGCGCTG	V_CTCF_BR	32
chr19	3076067	3076217	id-47477	1.67e-08	+	GCCGCTGTTCCACGGATGCCCACACGGGGGCAGTG	Upstream_CTCF	40
chr19	3098241	3098391	id-47478	1.81e-06	-	CCTGCAAGAGCTCTCCAGGCCACAGGGCGGACCCC	Upstream_CTCF	11
chr19	3100495	3100645	id-47479	2.23e-06	+	CTGCAGGCTGGTCTGGTGCACGCCAGGGGTCTCTG	UpstreamP1_CTCF	2
chr19	3102349	3102499	id-47480	1	+	NA	NONE	1
chr19	3104198	3104348	id-47481	1	+	NA	NONE	32
chr19	3108793	3108943	id-47482	2.19e-08	-	TGAGGCCTCCCACCAACAGCCACTAGAGGGAGCCA	V_CTCF_BR	39
chr19	3114713	3114863	id-47483	2.58e-05	-	ACGGCAGTGTCTGAAGCAGCCCGGAGGGCTCGGGC	Upstream_CTCF	0
chr19	3126085	3126235	id-47484	1.37e-08	-	TCTGTCCTCCCAGCAGCAGCCACCAGAGGCCGCCT	Upstream_CTCF	39
chr19	3129217	3129367	id-47485	4.65e-06	+	CAGAAAGAAAACCACCTCACCACCAGGTGGCATTT	UpstreamP1_CTCF	38
chr19	3146693	3146843	id-47486	1.41e-09	+	CCTGTCCTCCCTGCAGCAGCCACCAGAGGGCGCCT	Upstream_CTCF	39
chr19	3163384	3163534	id-47487	3.91e-06	-	AAGGCGTTCCTTCTCCTGTCCACTAGAGTGCGCCA	Upstream_CTCF	40
chr19	3178661	3178811	id-47488	1.31e-05	-	GGGGGCTGACTGAGGCCCGACGCAGGGTGGAGCCA	V_CTCF_BR	4
chr19	3204026	3204176	id-47489	2.58e-07	+	CCTGCACGTGTCCAAGCCGCCTCGGGAGGGCACCC	Upstream_CTCF	0
chr19	3205495	3205645	id-47490	4.3e-08	+	GTGCTGAGCTCTCTCAAGACCACCAGGGGTCAGCC	UpstreamP1_CTCF	3
chr19	3210800	3210950	id-47491	5.86e-07	-	TCTGTCCTCCCTGCGGTAGCCGTCAGAGGGCGCCT	Upstream_CTCF	40
chr19	3224500	3224650	id-47492	8.43e-09	+	GCTGCCCCGCGCGGCGCGGCCGCCAGGGGCCGCTG	V_CTCF_BR	37
chr19	3228741	3228891	id-47493	2.89e-07	-	CCTGCCGCTGTCCCCGCCACCACCAGGGGTGCCAA	Upstream_CTCF	9
chr19	3234850	3235000	id-47494	3.86e-08	+	TCTGTCCTCCCCGCAGCAGCCACCAGAGAGCGCCT	Upstream_CTCF	37
chr19	3249013	3249163	id-47495	1.92e-06	+	GCCCAGCTGGCGGGAGCGACCAGCAGGTGGCCACT	UpstreamP1_CTCF	7
chr19	3250826	3250976	id-47496	9.48e-11	-	GCAGCACCACCCACAGTGGCCACTAGGTGGAAGCA	Upstream_CTCF	39
chr19	3253340	3253490	id-47497	2.11e-06	-	ACTGAGGCCTCCTGAACAGTCACTAGAGGGAGCCA	V_CTCF_BR	17
chr19	3270419	3270569	id-47498	1.72e-06	-	CCCGCGCTGCCCGCCCGAGCCGGGAGGAGGCGTGC	Upstream_CTCF	2
chr19	3275476	3275626	id-47499	8.81e-07	+	GAGGGAAAGGTCATCTCCGCCTGGAGGGGGAGCAG	V_CTCF_BR	40
chr19	3281115	3281265	id-47500	1.83e-05	-	ACCAGGCTGGAGGAGGCTCCCTGCAGGGGCAGCGG	V_CTCF_BR	7
chr19	3302864	3303014	id-47501	9.51e-07	-	TGAGGCCTCCCACCAACAGCCACATGAGGGAGCCA	V_CTCF_BR	26
chr19	3305030	3305180	id-47502	1.38e-09	+	GATGCTTTCGCTCCAGCGACCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr19	3308221	3308371	id-47503	2.64e-08	+	TCTGTCCTCCCTGCAGCAGCCACCAGAGGGGGGCT	Upstream_CTCF	39
chr19	3324506	3324656	id-47504	1.03e-09	+	TCTGTCCTCCCCACAGCAGCCACCAGAGGGCGCCT	Upstream_CTCF	40
chr19	3327068	3327218	id-47505	1.34e-06	+	GCCGCGATGCTTGTGGTTGTCACTAGAGGGAAGCA	Upstream_CTCF	40
chr19	3339790	3339940	id-47506	2.27e-06	+	TTTTCAAAGCTGTGGGTAGGCGGTAGAGGGCGCCC	V_CTCF_BR	34
chr19	3343855	3344005	id-47507	1	+	NA	NONE	24
chr19	3361084	3361234	id-47508	6.98e-07	+	GTCCTGGCTGGAGGTTCGGGCGCGAGGTGGCGCCG	V_CTCF_BR	23
chr19	3369873	3370023	id-47509	1.03e-05	+	GTGCTTTGCTGCCATTTCTCCAGCAGGGTAACCGA	UpstreamP1_CTCF	24
chr19	3396489	3396639	id-47510	7.49e-05	-	GCTCTGTTCACCAGAAGGGACGCCTGGTGGTAGAC	V_CTCF_BR	2
chr19	3428768	3428918	id-47511	1.28e-06	-	TTCCTGCTGACCCAGCTGGCCAGCTGGTGTCAGCA	V_CTCF_BR	5
chr19	3429605	3429755	id-47512	9.07e-12	-	GGAGCAGTTCCTCTCCCGGCCCCCAGGGGGCAGCA	Upstream_CTCF	40
chr19	3440211	3440361	id-47513	5.68e-06	-	GGGACATTTACGGTTGTCACCACTGGGGGGTGCTC	V_CTCF_BR	39
chr19	3463731	3463881	id-47514	2.28e-05	+	TCTGGAGCGCCCCCGTCAGCCCCTGGCGGTGGGAG	Upstream_CTCF	2
chr19	3465490	3465640	id-47515	3.06e-08	-	TGGGGGTGGTAGAGGCTGAGCACCAGGGGGCACCC	V_CTCF_BR	5
chr19	3469729	3469879	id-47516	3.48e-06	-	CTGAGACATCACCCAGTGTCCTCTGGGGGGCAGGA	UpstreamP1_CTCF	30
chr19	3472099	3472249	id-47517	2.17e-09	-	GGGGGTGTCCCCGGCCTGCCCACAAGGGGGCGCCA	V_CTCF_BR	40
chr19	3473110	3473260	id-47518	5.34e-06	-	TGCAGGGGGCAGGACTTCTCCACTAGGGGGCGTTT	V_CTCF_BR	40
chr19	3485105	3485255	id-47519	1.08e-08	-	TCCGTTCTCCCCAAAGCAGCCACCAGGGGGCACCT	V_CTCF_BR	40
chr19	3491712	3491862	id-47520	2.6e-06	+	GGACGTAGCCGACCTCGTGGCGGAAGAGGGCGCTC	V_CTCF_BR	0
chr19	3494728	3494878	id-47521	4.14e-06	-	GGCGCATACGGGACTTTTCCCGGCAGAGGGAGCCT	V_CTCF_BR	4
chr19	3505892	3506042	id-47522	1.73e-05	+	GCGCCCCATTCCGCGACTGTCCCCAGTGGGAACCA	V_CTCF_BR	22
chr19	3510744	3510894	id-47523	2.04e-05	+	GGACATCTGTGCATTGTCACAACTGGGGGGCGCTC	V_CTCF_BR	1
chr19	3512703	3512853	id-47524	1.55e-05	-	AGCCACTCCTCAGAGGAGGACTCTAGATGGCTCTC	V_CTCF_BR	1
chr19	3513262	3513412	id-47525	7.73e-06	+	GAACCACTCTGCGGAGACTCCAGCAGGAGGCAGTG	V_CTCF_BR	17
chr19	3520539	3520689	id-47526	6.18e-07	-	CATGTGGTCCCTGGCTCGGCCACATGGGGCCAGTC	Upstream_CTCF	15
chr19	3526616	3526766	id-47527	2.38e-07	+	CAAGCCGGTGGGGGTCCTGCCCGTAGGGGGCAGTA	V_CTCF_BR	29
chr19	3531829	3531979	id-47528	5.93e-06	-	TCAGCATTCCAGGCCAGCGCCCCTGGAGGCCAGGT	Upstream_CTCF	1
chr19	3538546	3538696	id-47529	2.08e-07	-	GTGCTGGAACGAGACTCAGCCACAAGGAGGTGCGA	UpstreamP1_CTCF	4
chr19	3545188	3545338	id-47530	1.12e-08	+	GCTGTCCTCCCGGCAGCAACCACCAGAGGGCGTCT	Upstream_CTCF	40
chr19	3547534	3547684	id-47531	1.38e-09	+	AGGGCCTTCTCCACTCCCACCAGCAGGGGGCACCG	V_CTCF_BR	39
chr19	3557006	3557156	id-47532	3.18e-06	+	GGAGTCTCGGAGGGGCTGCCCGACAGGTGGCGGGG	V_CTCF_BR	24
chr19	3575458	3575608	id-47533	2.27e-06	-	TCTCGGCCTCATCCAGGTACCGCTGGGGGGCAGCA	V_CTCF_BR	38
chr19	3586179	3586329	id-47534	6.39e-08	+	GGGTTCGTTTGGTTTGCAGCCCCCAGGGGGCGCCA	V_CTCF_BR	40
chr19	3593309	3593459	id-47535	6.51e-05	-	CACCGCACACTCCCTACCACCGCCTGCTGGAGAAA	V_CTCF_BR	21
chr19	3599777	3599927	id-47536	1.15e-07	+	CCCGCAGAGCCCCTACTCACCAGAAGGGGCAGCCA	Upstream_CTCF	36
chr19	3603824	3603974	id-47537	9.51e-07	+	CCCTTCCCTCCTGCATTGGCCAGGAGGGGTAGCAG	V_CTCF_BR	8
chr19	3618650	3618800	id-47538	2.14e-10	-	CCTCCCCTTCTGGGCCGAGCCACCAGGGGGCAGCA	V_CTCF_BR	40
chr19	3631994	3632144	id-47539	3.22e-05	+	GGGCAGTCTGGGCTGAGTCCCACCACTGGGAGCGC	UpstreamP1_CTCF	2
chr19	3642537	3642687	id-47540	4.68e-07	+	GGGAGGGGACAGGCCGTGGGCAGGAGGGGGCGCAT	V_CTCF_BR	0
chr19	3649979	3650129	id-47541	1	+	NA	NONE	1
chr19	3654246	3654396	id-47542	1	+	NA	NONE	35
chr19	3657163	3657313	id-47543	5.34e-06	-	CGGACCTTCTGCCTAATGTCCAGGAGAGGGCGTGG	V_CTCF_BR	21
chr19	3665951	3666101	id-47544	6.07e-11	+	CCTGCATTCTCCCAGGTGGCCGCCAGGGGGCAGGC	Upstream_CTCF	40
chr19	3671897	3672047	id-47545	6.82e-05	+	GGCGAGCCGCGCTGCGGAGCCGGGAGGTGGCCCCT	V_CTCF_BR	20
chr19	3673119	3673269	id-47546	1.55e-05	-	CGCTCGTGCAAAGGCCATGACACAGGGTGGCGCTG	V_CTCF_BR	7
chr19	3685162	3685312	id-47547	2.97e-06	+	GCCCGTGTCAATAGATTCTCCCCTAGGGGGCAGCC	V_CTCF_BR	19
chr19	3692612	3692762	id-47548	5.24e-09	+	TCTGTCCTCCCCACAGCAGCCACCAGGGGGTGCCT	Upstream_CTCF	40
chr19	3700535	3700685	id-47549	2.75e-09	-	TCTGTACTCCCACCCCTGGGCGCGAGGGGGCACTC	Upstream_CTCF	40
chr19	3706168	3706318	id-47550	3.13e-10	-	ACGGTAGTAGCCACTATGGCCACCAGGCGGCGCCA	Upstream_CTCF	40
chr19	3708686	3708836	id-47551	1.84e-05	-	GCTCAGCGTCCTGGGCAGGCCGCCAGGTGCAGTAA	UpstreamP1_CTCF	12
chr19	3719160	3719310	id-47552	1.08e-08	-	CCTGTGTGACACTCCGCCACCAGCAGGTGGCGCAA	V_CTCF_BR	40
chr19	3732370	3732520	id-47553	8.89e-06	-	AAAGCAATTTGGAAATCAAACACTAGGAGTCACTA	Upstream_CTCF	5
chr19	3761679	3761829	id-47554	1.04e-05	+	GTTCTCCCACCCAGCCTCGCCACGCGGGGGCGCTG	V_CTCF_BR	40
chr19	3769543	3769693	id-47555	2.78e-06	+	CTGGTGCCGCACTTCTGTCCCGGGAGGTGGCGCTG	V_CTCF_BR	2
chr19	3783726	3783876	id-47556	1.77e-09	+	CTGCAGGGACGGGGTGGGGCCTCTGGGTGGCAGCA	UpstreamP1_CTCF	32
chr19	3801820	3801970	id-47557	2.34e-06	+	CAGCCGGGCTGGTTTTCACCCACCTGGTGGCAGGA	UpstreamP1_CTCF	31
chr19	3821312	3821462	id-47558	3.18e-06	+	AGCTGCTCCAGCCGCTCCTCCGCCAGGTGCCGCTG	V_CTCF_BR	6
chr19	3821990	3822140	id-47559	6.84e-13	-	GCTGCAGTACCGGGTGCGTCCAGCAGGGGGAGCTC	Upstream_CTCF	40
chr19	3849236	3849386	id-47560	4.85e-07	-	GTCCTCTTAGGTGGGGTGTCCACCAGGTGGAGACA	UpstreamP1_CTCF	39
chr19	3852801	3852951	id-47561	2.43e-06	+	AGGACATCTGTGGTTGTCACCACTTGGGGGAGCTC	V_CTCF_BR	35
chr19	3862955	3863105	id-47562	2.53e-05	+	TACAGGTATGCGCCCTGGCCCCCAAGGTGGCGACA	V_CTCF_BR	3
chr19	3879778	3879928	id-47563	5.96e-07	+	GAGGCCACGCCAGCGCACAACTGCAGGGGGCGCCG	V_CTCF_BR	28
chr19	3907757	3907907	id-47564	1.77e-05	+	ACGGCAGCGCCGCCAACGGGCGCCTGTGGCGGACA	Upstream_CTCF	2
chr19	3939558	3939708	id-47565	2.27e-05	-	TGCTCAGGGCCACACAGTGAAGCCAGAGGGCGCAG	V_CTCF_BR	1
chr19	3969740	3969890	id-47566	2.58e-05	-	CCTGTCTTCTCCAGGGTTGCCATTAGGGGACTCCT	Upstream_CTCF	39
chr19	3977620	3977770	id-47567	4.44e-06	+	TGCCAAGTCCTGCAGGTCTCCACCAGGGGGACCTG	UpstreamP1_CTCF	39
chr19	3986269	3986419	id-47568	3.5e-05	+	TTTCTATTTCATTTCCTCTCCAGGGGGAGGCGCAG	UpstreamP1_CTCF	40
chr19	3986759	3986909	id-47569	3.63e-05	+	GAAAGGATTGAGGCTCTGAAAGGCAGAGGGCGCGG	V_CTCF_BR	18
chr19	3987886	3988036	id-47570	3e-09	-	CTGCACTGGCGACTGTCGGTCAGCAGGGGCCGCTA	UpstreamP1_CTCF	40
chr19	4000000	4000150	id-47571	5.3e-05	-	GAGCAATTACTCAACTCTGCCATCTAAGGGCAAAA	UpstreamP1_CTCF	22
chr19	4058452	4058602	id-47572	8.61e-08	-	TCGGGGCCGCCAGGGGCTCCCAGGAGAGGGCGGAG	V_CTCF_BR	34
chr19	4063808	4063958	id-47573	1	+	NA	NONE	35
chr19	4085425	4085575	id-47574	1.85e-05	-	CCTGCATTCCAGCCTGGCAACAGAGGGAGACAGAC	Upstream_CTCF	4
chr19	4102915	4103065	id-47575	1.1e-06	+	CGCTGTGTGCCCGTCCAGACCCCCAGGGGGCTCCC	V_CTCF_BR	6
chr19	4115570	4115720	id-47576	5.53e-08	-	CTGCAGCTCTGTCTTCTGGCCTCTAGAGTGCTGCC	UpstreamP1_CTCF	3
chr19	4139819	4139969	id-47577	2.46e-08	-	CTTGTCTTCCCTGCAGCAGACACCAGAGGGCGCCC	V_CTCF_BR	39
chr19	4140453	4140603	id-47578	4.3e-06	+	TGTGAGTTTCTCATAAGATCCTCTAGAGGGAGCCG	Upstream_CTCF	40
chr19	4167598	4167748	id-47579	4.58e-08	+	GTGATGTTTCCAGGGATGGCCACAAGGTGGTGGAG	UpstreamP1_CTCF	40
chr19	4186509	4186659	id-47580	6.67e-08	-	GAGCAGTGGGGAGGTCATGACGCTAGGGGGCAGCA	UpstreamP1_CTCF	40
chr19	4200011	4200161	id-47581	5.28e-08	-	CTGGCCGCACCCCGCATGGCCGCCAGGTGGAACCT	Upstream_CTCF	15
chr19	4204705	4204855	id-47582	2.46e-08	-	GTGACCAGAAGCATTGCCGCCACTAGGTGGCAGCA	V_CTCF_BR	40
chr19	4207288	4207438	id-47583	9.51e-07	-	AAGGGTGCCTGAGATACTGCCACTTGGTGGCAGCA	V_CTCF_BR	39
chr19	4208142	4208292	id-47584	1.3e-07	-	CAGGCATGAGCCACCTTGCCCAGCAGGGGGTGCCC	Upstream_CTCF	38
chr19	4208868	4209018	id-47585	3.97e-07	-	TAGGCTGAGCACACTGCCGCCACTTGGTGGCAGCA	V_CTCF_BR	39
chr19	4233465	4233615	id-47586	2.24e-10	+	TCTGTCCTTCCCACAGCAGCCACCAGAGGGCGCCT	Upstream_CTCF	40
chr19	4246790	4246940	id-47587	4.14e-06	+	TTTAACGAGCCGCTGCCCGCTTCTAGGGGGCGCAG	V_CTCF_BR	40
chr19	4256674	4256824	id-47588	5.21e-08	-	TGAGGCTGACAGCCAACAGCCAGTAGAGGGAGCCA	V_CTCF_BR	32
chr19	4263373	4263523	id-47589	5.92e-05	+	ACAGCATAGTCACAAGGCCCCATCTGGTGGCGAAG	Upstream_CTCF	4
chr19	4267127	4267277	id-47590	1.22e-08	+	GGGGAGAGAGTTATAACAGCCAGCAGAGGGCACTG	V_CTCF_BR	40
chr19	4267748	4267898	id-47591	3.63e-08	+	GGCGCGGTTTCTATAGTGGCCTGTAGGTGGCAGCA	Upstream_CTCF	40
chr19	4268910	4269060	id-47592	4.7e-05	+	GGAGCAGCTTCCAACACTACTTCAGGGTGGCAGTG	Upstream_CTCF	16
chr19	4278817	4278967	id-47593	1	+	NA	NONE	6
chr19	4279548	4279698	id-47594	2.97e-06	+	GGGAGAGGGGCCGGGAGCGTCCGCAGGTGGCGCTG	V_CTCF_BR	5
chr19	4297994	4298144	id-47595	1	+	NA	NONE	6
chr19	4343052	4343202	id-47596	1	+	NA	NONE	38
chr19	4350322	4350472	id-47597	1.01e-05	-	AGTCTAGTCCCCACAGCAGCCACCAGAGAACGCCT	Upstream_CTCF	2
chr19	4352693	4352843	id-47598	1.64e-09	-	GTGCCATTGCCCCACATGACCACTAGAGGGAGGGA	UpstreamP1_CTCF	40
chr19	4360643	4360793	id-47599	1.28e-06	+	CTCAGCAAGGGGAGCCTGGCCACCAGGGGCTGGGA	V_CTCF_BR	7
chr19	4363242	4363392	id-47600	7.11e-06	+	GGTGTGCTGCCCACTTGCGCTGGCAGAGGGCGCAT	Upstream_CTCF	38
chr19	4370028	4370178	id-47601	1.59e-06	+	CTGGGCGCCACGGGGAGGCTCACCAGAGGGCGCCT	V_CTCF_BR	39
chr19	4374777	4374927	id-47602	1.29e-05	-	CAGCCTAGGCCCCATACGGCCACCAGGCGCAGCCC	UpstreamP1_CTCF	28
chr19	4375050	4375200	id-47603	1.62e-08	-	CAGTAGGTCCCAGCTTTCCACAGCAGAGGGCACCC	UpstreamP1_CTCF	21
chr19	4375828	4375978	id-47604	1.82e-06	+	GGGCAGCATGGAGGATCTGCGTCCAGGGGGCAGAG	UpstreamP1_CTCF	40
chr19	4386354	4386504	id-47605	1	+	NA	NONE	24
chr19	4399213	4399363	id-47606	2.47e-05	+	GCCGAGATTGCACCACTGCCCTCCAGCTGGGGCGA	Upstream_CTCF	31
chr19	4400667	4400817	id-47607	9.51e-07	-	CGTTAGGGTCACCTCCACGACTCCAGGGGGCGCTG	V_CTCF_BR	37
chr19	4415040	4415190	id-47608	7.15e-05	+	ATCCTGGATCACGTTTTTGGCAGTTGAGGGTGCTG	V_CTCF_BR	8
chr19	4446022	4446172	id-47609	1.84e-06	-	CTGCCTTTTGAGCTGCTGGCCTCGGGAGGGCAGAA	V_CTCF_BR	0
chr19	4447876	4448026	id-47610	1.52e-07	+	GAGCTGAAGGGCCGCAGTGCCAGCAGGGGGCTCCT	V_CTCF_BR	11
chr19	4449178	4449328	id-47611	6.8e-06	+	CCGCACCTCCCTGGGCTGCCCAGACGAGGGCGGGT	UpstreamP1_CTCF	7
chr19	4452693	4452843	id-47612	2.11e-06	+	TCTGACACGCAGGAAACACCCAGCAGATGGCAGCT	V_CTCF_BR	4
chr19	4455890	4456040	id-47613	3.1e-07	-	CTGCTGTCCCAGGGCTCACCTTCTAGAGGGAGCCG	UpstreamP1_CTCF	25
chr19	4456444	4456594	id-47614	1.04e-06	-	GCTGCAGGGAGCTGGCTGGCCAGAGGGTGGTGGGG	Upstream_CTCF	13
chr19	4457832	4457982	id-47615	1	+	NA	NONE	7
chr19	4482857	4483007	id-47616	1	+	NA	NONE	2
chr19	4495649	4495799	id-47617	8.81e-07	-	TGCAAGCTGTACCCCATGGCAGCCAGAGGGCACCC	V_CTCF_BR	32
chr19	4506977	4507127	id-47618	8.58e-08	+	TGAGCAGTGTCCCTACTCTCCACCAGGGGCTTCCC	Upstream_CTCF	18
chr19	4523403	4523553	id-47619	4.3e-11	+	GCCTCGAGCTTACGTGTGGCCACCAGGGGGCAGCA	V_CTCF_BR	40
chr19	4525240	4525390	id-47620	5.01e-09	-	TCTTCCCTCCCCGCAGCAGCCACCAGAGGGCACCT	V_CTCF_BR	40
chr19	4538005	4538155	id-47621	1	+	NA	NONE	2
chr19	4547577	4547727	id-47622	9.55e-09	+	AGTCTCCTCCTGGCAGCAGCCACCAGAGGGCACCT	V_CTCF_BR	40
chr19	4557743	4557893	id-47623	4.4e-10	+	CGCCCCCTCCCAGAAGCAGCCACCAGAGGGCGGGC	V_CTCF_BR	38
chr19	4558481	4558631	id-47624	4.22e-11	+	CCTGCAGTCCCGCTCGTGGCCACAAGACGGCGGGC	Upstream_CTCF	40
chr19	4567671	4567821	id-47625	1.28e-08	+	GCTGTCCTTCCCGAAACAGCCACCAGAGGACGCCT	Upstream_CTCF	40
chr19	4576120	4576270	id-47626	1.9e-09	+	TCTGTCTTCCCCAAAGCTGCCACCAGAGGGCACCA	Upstream_CTCF	40
chr19	4580373	4580523	id-47627	2.81e-05	-	CTCCGAGTTTGGGGCATCTCCCAGAGGGGGCGCTA	V_CTCF_BR	34
chr19	4589727	4589877	id-47628	7.44e-06	+	AGATCACACCCTTCCCTCCCCACCAGGGGGCCTGC	Upstream_CTCF	40
chr19	4607492	4607642	id-47629	1.41e-06	-	CTGATGTCTCCCCTGGCCCCCACTGGAGGGCGTCT	UpstreamP1_CTCF	7
chr19	4619737	4619887	id-47630	1	+	NA	NONE	7
chr19	4622808	4622958	id-47631	1	+	NA	NONE	11
chr19	4623027	4623177	id-47632	1	+	NA	NONE	17
chr19	4624894	4625044	id-47633	3.36e-05	-	CTTCAGCAAAGGCTTGGGGGCAGCAGTGAGCACGG	UpstreamP1_CTCF	40
chr19	4633326	4633476	id-47634	8.71e-06	-	CAGTGCATTCTCTGCAAAGCCACTAGAGGGTGCCT	V_CTCF_BR	40
chr19	4634640	4634790	id-47635	4.65e-06	+	CTGTAGTTCTGGACTAAGCCCCGGGGCTGGCTCTC	UpstreamP1_CTCF	16
chr19	4636353	4636503	id-47636	4.88e-08	-	GCGCCGTTTCCGATCATGCCCGGCAGAGGGCGCGC	UpstreamP1_CTCF	40
chr19	4638513	4638663	id-47637	7.23e-07	+	GCTGCATCCTCCCCGGGGGACCCCAGCTGGCGCTG	Upstream_CTCF	1
chr19	4648277	4648427	id-47638	1.17e-05	-	ATAAACCTGGGTCTTCCTTCCTGCAGGAGGCGGTG	V_CTCF_BR	18
chr19	4660528	4660678	id-47639	1.52e-07	-	GCAGCTGTGAGATGTCCTGCCACAAGAGGGCTCCA	V_CTCF_BR	40
chr19	4677261	4677411	id-47640	4.48e-07	-	CATGCCTTGGTCCTACCAACCCCTAGGGGGCAGTG	Upstream_CTCF	40
chr19	4690483	4690633	id-47641	2.2e-06	+	GACGCATGGCCCCAGACGGCCTGCAGAGGACACAC	Upstream_CTCF	22
chr19	4700676	4700826	id-47642	3.97e-07	-	CTTATTCTGTCGCCATTGGCCTCCGGAGGGCGCAG	V_CTCF_BR	15
chr19	4712774	4712924	id-47643	5.08e-07	-	ACAACAGTGACCGAGGTGGACACCAGGTGGCTGTC	V_CTCF_BR	2
chr19	4713768	4713918	id-47644	1.47e-05	+	TTGAGCCACGGCATCCTGGCCACATGGAGGAGCGG	V_CTCF_BR	8
chr19	4717120	4717270	id-47645	1	+	NA	NONE	7
chr19	4723900	4724050	id-47646	2.28e-05	-	GGTGTCTCTCCCTAACCCACCGGAAGATGTCGTTC	Upstream_CTCF	36
chr19	4730828	4730978	id-47647	2.31e-07	+	GCTGTCTCCCCACCAGCAGCCACCAGAGGGTGCTT	Upstream_CTCF	40
chr19	4732733	4732883	id-47648	9.25e-06	+	GAACAATAGTTCCCTCTTTCCACTAGGTGTCAGCA	V_CTCF_BR	40
chr19	4777040	4777190	id-47649	1.41e-06	+	GCTGTGGCTCAGCCCAAGACCAGAGGGGGCAGCCA	Upstream_CTCF	1
chr19	4791195	4791345	id-47650	1.87e-09	-	AGCACGGGCAAGCGGCCCACCGGCAGGGGGCGCCC	V_CTCF_BR	40
chr19	4803997	4804147	id-47651	7.54e-08	-	CCGCAATGAGCCAACAGTGTCACCAGAGGGCACCA	UpstreamP1_CTCF	40
chr19	4809703	4809853	id-47652	2.74e-14	+	TGGGGCCGGCGGGCGGTGGCCACCAGAGGGCGCTG	V_CTCF_BR	39
chr19	4811797	4811947	id-47653	7.58e-10	+	TCTGTCCTCCCTGCAGCGGCCACCAGAGGGCACCT	Upstream_CTCF	40
chr19	4818011	4818161	id-47654	2.6e-07	+	GGGCACAGCTTCTCCTCAGCCAGCAGGTGGTACAA	V_CTCF_BR	5
chr19	4829494	4829644	id-47655	1.38e-06	-	GAGAAACAGACCACACAAGCCGGCAGGTGGCAGAG	V_CTCF_BR	18
chr19	4831825	4831975	id-47656	1	+	NA	NONE	19
chr19	4851734	4851884	id-47657	5.01e-09	-	AGTCTCCTCCCCACAGCAGCCACCAGAGGGCGCCT	V_CTCF_BR	40
chr19	4872721	4872871	id-47658	3.06e-08	+	AACGGCGGTGAGCATGCTGCCACAAGGTGGCACTG	V_CTCF_BR	40
chr19	4906969	4907119	id-47659	3.56e-05	-	CCTGCATTCTAATCCACGATGTCCAGATGGTGCTG	Upstream_CTCF	17
chr19	4911901	4912051	id-47660	9.88e-07	-	TGTTTATTTTCCAACCTAGACACCAGATGGCAGCA	Upstream_CTCF	40
chr19	4927604	4927754	id-47661	1.03e-05	+	CTGAACCAGGGCATTTCTGCCTCTAGGGGACACAT	UpstreamP1_CTCF	32
chr19	4928946	4929096	id-47662	4.48e-07	+	CATGCAGTGCCAAAAGCCCTCGCTAGAGGGGCCTG	Upstream_CTCF	6
chr19	4941356	4941506	id-47663	1	+	NA	NONE	38
chr19	4941887	4942037	id-47664	4.01e-05	-	TAGGGGGCGCTCTGGTCTCCCCGCGGCGGGCAGGG	V_CTCF_BR	1
chr19	4976563	4976713	id-47665	4.5e-05	-	CTGCGACTCCCCTGCCCCTCCCATCGGGGGCGCTA	UpstreamP1_CTCF	40
chr19	4980959	4981109	id-47666	4.02e-07	+	GGTGCAGTGGCCCGGCGGGCCTGCAGGGGTGCAGA	Upstream_CTCF	7
chr19	5001664	5001814	id-47667	1.69e-05	+	GCCTGGTTCCCCTGCCTCGCCAGCAGGGTGTGCTG	UpstreamP1_CTCF	39
chr19	5017437	5017587	id-47668	7.46e-06	-	CAGCAGTAAGTTAACCTGGACAAGAGGAGGCGCAT	UpstreamP1_CTCF	5
chr19	5026821	5026971	id-47669	1	+	NA	NONE	31
chr19	5029805	5029955	id-47670	1.28e-06	+	TAAAAAGTGCACCAAGTTGCCCCTAGGGGGCGGTG	V_CTCF_BR	40
chr19	5031718	5031868	id-47671	3.18e-09	-	AAGGCACTCCCCACTGCGGGCACTAGAGGGCAGCA	Upstream_CTCF	40
chr19	5032695	5032845	id-47672	3.73e-06	-	CGTGCTAAAAATACCGTGGCCACCAGGAGGACAAA	Upstream_CTCF	13
chr19	5039034	5039184	id-47673	1.15e-08	+	GTGCAGTTCTCACTTCCTGCTGCCAGAGGGCATTG	UpstreamP1_CTCF	40
chr19	5048388	5048538	id-47674	6.97e-11	+	CTGCACTGTCCTCCAAGGGCCGCTAGGTGGCGCTC	UpstreamP1_CTCF	40
chr19	5052606	5052756	id-47675	8.81e-07	+	CCTGGGCTCCCTCAGTCTGGCTGCAGGTGGCACTG	V_CTCF_BR	30
chr19	5080490	5080640	id-47676	5.51e-07	+	CGGCCACGTCAGAACACCGCCACCAGATGCCAGTG	V_CTCF_BR	3
chr19	5086753	5086903	id-47677	1.97e-06	-	GGCAGCCAGGGATGCTCCGCAGGCAGGTGGCAGCA	V_CTCF_BR	14
chr19	5090803	5090953	id-47678	6.05e-06	+	GAGCCCACACCCTCCCTGCCCACCAGGTGTCTCCT	V_CTCF_BR	13
chr19	5109716	5109866	id-47679	6.8e-06	-	ACGGCCCCTCCTCAGGAGGCCTCACGAGGGCGACG	Upstream_CTCF	9
chr19	5117554	5117704	id-47680	6.84e-06	-	GGGAAGGCAGCCTCAGGCTCCACTAGGGGGCTAGG	V_CTCF_BR	13
chr19	5122962	5123112	id-47681	9.29e-06	-	TCTGCACAGTCCTAGTGCCCCACCAGCAGGGGGTC	Upstream_CTCF	9
chr19	5131199	5131349	id-47682	2.83e-07	-	GGCACGACATTAAGGGGTGCCGGCAGGGGGCTCTC	V_CTCF_BR	4
chr19	5137964	5138114	id-47683	9.51e-07	-	TCGGGGATGGCGCTGATGTCCACAGGGTGGCGCTC	V_CTCF_BR	37
chr19	5139441	5139591	id-47684	1	+	NA	NONE	7
chr19	5151099	5151249	id-47685	5.63e-06	-	TTGTAAACCCCTGATCCTGCCAGCAGAGGGGCCCT	UpstreamP1_CTCF	9
chr19	5154268	5154418	id-47686	1.03e-06	-	CGTCTCCTCCCCACAGCAATCACCAGAGGGCGCCT	V_CTCF_BR	40
chr19	5163847	5163997	id-47687	1	+	NA	NONE	2
chr19	5170532	5170682	id-47688	6.04e-09	-	CCTGTCCTCCCTGCAGCAGCCAGTAGAGGGCGCCT	Upstream_CTCF	40
chr19	5186426	5186576	id-47689	1	+	NA	NONE	7
chr19	5209566	5209716	id-47690	1.39e-07	-	GAGAAGGGCAAATGTTTGGCCAGCAGGGGGTGGAG	V_CTCF_BR	5
chr19	5226077	5226227	id-47691	4.7e-06	+	CAGTCTGTCCTCCCCACAGCAGCCAGAGGGCGCCT	V_CTCF_BR	40
chr19	5238850	5239000	id-47692	4.85e-07	-	CGGCAGCGCACGCTGCAGTCCAGTAGGTGTCTCGC	UpstreamP1_CTCF	0
chr19	5271301	5271451	id-47693	7.44e-06	-	CGGGTAATAATGGTTCTCACCACAAGGGGTAATTC	Upstream_CTCF	37
chr19	5289744	5289894	id-47694	9.66e-05	+	GGGGCAGCACTGAGAGGTCCTAGGAGGGAGAGGGG	Upstream_CTCF	19
chr19	5309839	5309989	id-47695	8.21e-05	+	CAGTCTGTCCTTTCTGCAACAGCCAGGGGTCGCCT	V_CTCF_BR	23
chr19	5322023	5322173	id-47696	1	+	NA	NONE	7
chr19	5327146	5327296	id-47697	2.58e-05	-	GTCGCAGGACCTGCATATGGGGCTTGGGGGCGCTG	Upstream_CTCF	7
chr19	5338868	5339018	id-47698	4.71e-06	-	GCTGCTGGGATTCTGGCCTCCTCTGGGTGGCCCCC	Upstream_CTCF	14
chr19	5340118	5340268	id-47699	1	+	NA	NONE	30
chr19	5349175	5349325	id-47700	4.71e-06	+	GGAGAAAGGCTTGGATTCTCCACCAGGTGGGGTCT	Upstream_CTCF	29
chr19	5354613	5354763	id-47701	8.91e-07	-	TCTGTCCTCCCCGCAACAGCAGCCAGAGGGCACCT	Upstream_CTCF	40
chr19	5370001	5370151	id-47702	3.18e-06	+	CAGACCGTTCCCCCCTCAGCAGCCAGAGGGCGCCT	V_CTCF_BR	39
chr19	5377600	5377750	id-47703	3.2e-08	-	TCTGTCCTCCCCATTGCAGCCACCAGAGGGTGCCT	Upstream_CTCF	40
chr19	5387561	5387711	id-47704	1.19e-06	-	AGCTTCCATTACCTCTCTCCCAGCAGAGGGCACCT	V_CTCF_BR	5
chr19	5480668	5480818	id-47705	3.63e-06	-	ACAACTGTTCTCTGAACAGCAGCCAGAGGGCGCCC	V_CTCF_BR	39
chr19	5503744	5503894	id-47706	9.67e-08	+	GTTGCAATGTCACCTTTCACCAGAAGAGGCTGCTC	Upstream_CTCF	33
chr19	5504254	5504404	id-47707	2.8e-05	+	TCTATCCTCCTCTCAGCAGCCACCAGGGGCACCTG	Upstream_CTCF	36
chr19	5515843	5515993	id-47708	3.05e-07	+	GCTGTTATTTCTGTGGCTGCCACAAGGTGTTGCTG	Upstream_CTCF	34
chr19	5523229	5523379	id-47709	3.18e-06	+	CGACCTGTCCTCTCTTTGGCAGCCAGAGGGCGCCT	V_CTCF_BR	40
chr19	5535067	5535217	id-47710	3.05e-07	-	AGGTCAGTTACCAGGCTGGCCACAAGGTGGAGCTT	Upstream_CTCF	40
chr19	5542805	5542955	id-47711	1	+	NA	NONE	21
chr19	5547950	5548100	id-47712	5.97e-08	+	GCTGCAGCCTTTGCACCGACCACCAGAGAGTGCTG	Upstream_CTCF	40
chr19	5554233	5554383	id-47713	1	+	NA	NONE	3
chr19	5557960	5558110	id-47714	1	+	NA	NONE	4
chr19	5561672	5561822	id-47715	5.52e-10	-	CCTGCAATTCCTGTGACTGCCATCAGGTGGCAGAA	Upstream_CTCF	40
chr19	5563204	5563354	id-47716	1.63e-05	-	TCTGTCCTCCCCGTAGCAGGTGCCAGAGGGCGCCT	Upstream_CTCF	27
chr19	5564936	5565086	id-47717	2.47e-05	+	TCTGTTCTCCCCGCTGCAGCCAGGGGTTGCCTGTG	Upstream_CTCF	11
chr19	5567600	5567750	id-47718	4.23e-08	+	CCCACCCCGAGCCCCGCGGCCACCTGGGGTCGCTG	V_CTCF_BR	26
chr19	5578339	5578489	id-47719	3.06e-08	-	GGCCCTCTACTCCATGTGCCCACTAGGTGGCGCCC	V_CTCF_BR	40
chr19	5651508	5651658	id-47720	1.54e-05	+	AAGTTGCTGCCTCAGTTCACCACTGGGGGCAGTTC	UpstreamP1_CTCF	20
chr19	5652280	5652430	id-47721	4.31e-05	-	CCCCACTGAGCACACCCACCCGCTGGGGGACGCCA	UpstreamP1_CTCF	1
chr19	5666248	5666398	id-47722	4.96e-08	-	CCTGCTGTTTCAGGGAAGACCAAGAGAGGGCGAGT	Upstream_CTCF	38
chr19	5687211	5687361	id-47723	2.02e-06	-	ACGTAGCTCACAAAGTTTACCTGCAGGCGGCACTC	UpstreamP1_CTCF	39
chr19	5689342	5689492	id-47724	1	+	NA	NONE	40
chr19	5690149	5690299	id-47725	4.7e-08	+	ACGGCGGGGAAGACTCCAGCCGCCAGGGGGAGCGC	V_CTCF_BR	40
chr19	5719988	5720138	id-47726	5.51e-07	-	CGGCGGCCGATGCTGGCCGCCGCCGGGGGGCGGGT	V_CTCF_BR	12
chr19	5720628	5720778	id-47727	5.37e-06	-	CACCACTGCCCCTCAACCGCCACGGGGAGTCGCTG	UpstreamP1_CTCF	40
chr19	5746031	5746181	id-47728	1.22e-07	-	TCGGCCCCTCTGGAGGAGGCCACCAGGCGGCAGCC	Upstream_CTCF	2
chr19	5773874	5774024	id-47729	5.93e-06	+	AGTGCATGCAGCAAAGCCACCAGCAGATGGTGTCC	Upstream_CTCF	40
chr19	5794232	5794382	id-47730	8.03e-07	-	CGTTTTATTCCCAGGTTGTCCTACAGAGGGCAGCC	Upstream_CTCF	40
chr19	5804121	5804271	id-47731	1	+	NA	NONE	40
chr19	5805960	5806110	id-47732	1.91e-08	+	CCTGGAGCAGCCCGTTCAGCCACCAGAGGGCGTGA	Upstream_CTCF	40
chr19	5823654	5823804	id-47733	1.84e-06	-	AAAGGAGGAGAGGTCATTCCCGGCAGGTGGCAGTG	V_CTCF_BR	35
chr19	5826758	5826908	id-47734	7.82e-06	-	CCGCTTTCTCCCACACTCGCCAGGAGGTGCCCAAG	UpstreamP1_CTCF	31
chr19	5828982	5829132	id-47735	3.03e-05	-	CCTGGTGGGCGAAGACCGGCCCGAGGAGGCCGTCG	Upstream_CTCF	13
chr19	5832212	5832362	id-47736	9.39e-07	-	ACTGCAACATCACTGCCGACCGCAAGGTGTATCCA	Upstream_CTCF	2
chr19	5834824	5834974	id-47737	1	+	NA	NONE	0
chr19	5865199	5865349	id-47738	6.49e-06	+	AATTCACTACCACCTTCCACCACCAGGTTCCCCTT	Upstream_CTCF	34
chr19	5892659	5892809	id-47739	2.5e-09	-	GCCTCTGTCTCTACTGCGGCCGGCAGGGGGCAGCG	V_CTCF_BR	40
chr19	5894495	5894645	id-47740	9.71e-06	+	GCTGGTACCCTTGGCAGGGACGGCAGGCGGCAGGC	Upstream_CTCF	1
chr19	5897349	5897499	id-47741	5.96e-07	-	TGGGGCCCTGGTGCCAGGGCCCGTGGGGGGCGCCG	V_CTCF_BR	24
chr19	5909117	5909267	id-47742	1	+	NA	NONE	1
chr19	5954733	5954883	id-47743	5.28e-05	-	TTGGCTTTCTGGTTCAGGGCCTGCAGGGAGCAGCT	Upstream_CTCF	5
chr19	5968041	5968191	id-47744	8.58e-08	+	ACGGCACTTTTCTGTTCCGCCACTAGGTGGTGTGA	Upstream_CTCF	40
chr19	5987464	5987614	id-47745	4.31e-09	+	ACGCTGTGTCACAGAGTGACCACTGGGGGGCAGCA	UpstreamP1_CTCF	40
chr19	5997555	5997705	id-47746	1.55e-07	+	GCAGCTGGTGCCTGTCTCCCCAGCAGGAGGCGCCT	Upstream_CTCF	32
chr19	6018959	6019109	id-47747	6.47e-09	-	ACTGCACTTCACACAGGGCCCTGCAGGCGGCAGGA	Upstream_CTCF	38
chr19	6021070	6021220	id-47748	3.09e-06	-	CCGGTGAGACTCTAACTCACCACCAGGAGCCAGTG	Upstream_CTCF	15
chr19	6022405	6022555	id-47749	6.8e-06	-	GTTCACCGAGTCTCTGTCACCATGAGGTGGCGCTG	UpstreamP1_CTCF	40
chr19	6048052	6048202	id-47750	1.3e-07	-	CCAGTGGTTCTCACACTGCCCTCCAGGGGTCACTT	Upstream_CTCF	40
chr19	6048919	6049069	id-47751	2.34e-06	+	GAGCCTGACTCACTTCTCACCACTAGATGGCCCCA	UpstreamP1_CTCF	40
chr19	6056286	6056436	id-47752	1	+	NA	NONE	6
chr19	6057617	6057767	id-47753	2.38e-07	+	CTCTCCTGGTACTCGCTGGCCTCCAGATGGTACCA	V_CTCF_BR	15
chr19	6074799	6074949	id-47754	2.19e-08	+	CACGGGTCACGTGAGGAGGCCACCAGAGGGAGCTG	V_CTCF_BR	9
chr19	6092439	6092589	id-47755	1	+	NA	NONE	21
chr19	6100642	6100792	id-47756	2.19e-05	-	TATTTAATTTCACGAACTGCCGGATGGTGGAGTCA	Upstream_CTCF	2
chr19	6125643	6125793	id-47757	1.77e-09	-	GTGCAGTTCTTGGAGAAGACCAGAAGGGGGCTCCT	UpstreamP1_CTCF	40
chr19	6126456	6126606	id-47758	1	+	NA	NONE	40
chr19	6166099	6166249	id-47759	1.04e-05	+	AGAGAGTAGCGTAGTTGCTTCACTAGGGGGCAGCA	V_CTCF_BR	40
chr19	6167949	6168099	id-47760	3.16e-05	+	CAGTCTATCCTCTCTACAGCCACCAGAGAGTGCCT	Upstream_CTCF	15
chr19	6199393	6199543	id-47761	3.81e-05	-	CGATGTAGGTGAGCAGGTGGCAGCTGTTGGAGCCG	V_CTCF_BR	35
chr19	6214018	6214168	id-47762	8.9e-05	+	GCGCATCAGGCCCCTGCCGCCACCACGGCCCCCAC	UpstreamP1_CTCF	0
chr19	6218600	6218750	id-47763	1.74e-10	+	GCTGTCCTTCCAGGCTCAGCCACCAGGGGGCAGTA	Upstream_CTCF	40
chr19	6223784	6223934	id-47764	7.44e-06	+	CAGGCTTCTCTGCTGTTAGCCACCAGGGGCTCCAC	Upstream_CTCF	7
chr19	6224414	6224564	id-47765	2.18e-07	+	CCTGCCACCCTGGCCTCTTCCAGCAGGGGACACAC	Upstream_CTCF	11
chr19	6236483	6236633	id-47766	2.6e-07	-	GGGCGTGACCTCTACCTGGCCGGCAGGGGGTGCCT	V_CTCF_BR	5
chr19	6238418	6238568	id-47767	2.96e-05	+	AAGCACCCCATGCAGGCTGGCGGCTGTGGGAGCCG	V_CTCF_BR	7
chr19	6238733	6238883	id-47768	1	+	NA	NONE	13
chr19	6240221	6240371	id-47769	3.4e-06	-	CCAGCCTCTTCCAGGCAGGCCTGTAGGTGGCTGGC	V_CTCF_BR	2
chr19	6260978	6261128	id-47770	4.38e-08	+	CGAGCAATCCCCTCAACCGCCCCAAGAGGGGGCTG	Upstream_CTCF	40
chr19	6267627	6267777	id-47771	1	+	NA	NONE	0
chr19	6269281	6269431	id-47772	1	+	NA	NONE	2
chr19	6271330	6271480	id-47773	1	+	NA	NONE	35
chr19	6272225	6272375	id-47774	1	+	NA	NONE	30
chr19	6280221	6280371	id-47775	1.01e-09	+	CGGCGCCTGCGCGCTGCGGCCCGCAGGGGGCGCTG	V_CTCF_BR	40
chr19	6299890	6300040	id-47776	2.18e-07	-	GGGGTGCAAATAAAGTGAACCACTAGAGGGCGGTA	V_CTCF_BR	40
chr19	6312159	6312309	id-47777	9.25e-06	+	TATAGCCACTGCCCAGGAGCCACAGGATGGCGATC	V_CTCF_BR	25
chr19	6319326	6319476	id-47778	1	+	NA	NONE	1
chr19	6340741	6340891	id-47779	1.24e-05	+	CCGGGGGAGAGCTCTTCCCCCGCTAGGGGGAGAGA	V_CTCF_BR	15
chr19	6354198	6354348	id-47780	5.51e-07	-	CTCAGACATTGCCAAGTATCCTCCAGGGGGCAGAG	V_CTCF_BR	40
chr19	6361489	6361639	id-47781	8.13e-06	+	GCTGTAGTTCCGCCATCGGACGGAAGCCGACCGGG	Upstream_CTCF	11
chr19	6380435	6380585	id-47782	1	+	NA	NONE	0
chr19	6393093	6393243	id-47783	1	+	NA	NONE	37
chr19	6393452	6393602	id-47784	1	+	NA	NONE	22
chr19	6412524	6412674	id-47785	1.21e-06	-	GAGCCAGTAACAGCTGTGGCCTCTAGGGGGGGCTG	UpstreamP1_CTCF	39
chr19	6417826	6417976	id-47786	2.74e-08	-	GGCTCCTTGTGGCCAGTGGGCAGCAGAGGGCAGCA	V_CTCF_BR	38
chr19	6426377	6426527	id-47787	1.03e-06	-	CACGCTACTGAAGGTCTTACCAGCAGGTGGCATCA	V_CTCF_BR	26
chr19	6427355	6427505	id-47788	4.14e-06	-	CTGCGCCAGGCAGATCTTGCAGCGAGAGGGCACCC	V_CTCF_BR	0
chr19	6430058	6430208	id-47789	1	+	NA	NONE	2
chr19	6433348	6433498	id-47790	1.38e-06	+	CCGCTAGCAGGGGAGTGGGCCTGTAGAGGGCGTGG	V_CTCF_BR	4
chr19	6460588	6460738	id-47791	1.3e-07	+	GGCGCAGTTTCTCGATCCACCATTAGGGGGAAGGG	Upstream_CTCF	40
chr19	6482038	6482188	id-47792	1.08e-08	+	CTGGACGGTCACTGGTGGACCACCAGAGGGAGCCA	V_CTCF_BR	39
chr19	6504899	6505049	id-47793	3.88e-07	-	CAGCATCTCTGGCCTCCACCCACTAGATGCCAGTA	UpstreamP1_CTCF	34
chr19	6510714	6510864	id-47794	1	+	NA	NONE	1
chr19	6516989	6517139	id-47795	1.38e-09	+	CTGGACTGGGGCTCCAGGTCCACCAGGGGGCGCCC	V_CTCF_BR	40
chr19	6551995	6552145	id-47796	4.94e-06	+	GCTGCGCGGCTGGCTAGTCCCCAAAGAGGGCGCTG	Upstream_CTCF	25
chr19	6562566	6562716	id-47797	9.25e-06	+	TTGACAATATGCAGTTTGGGCAGCAGATGGCAATC	V_CTCF_BR	15
chr19	6632148	6632298	id-47798	1.57e-08	+	ACTGTTGTATGAAGAATGGCCTGTAGGGGGAGCCA	Upstream_CTCF	40
chr19	6633344	6633494	id-47799	4.58e-08	-	CTGTCACGCCCGGACAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	40
chr19	6633557	6633707	id-47800	1	+	NA	NONE	11
chr19	6648406	6648556	id-47801	2.15e-05	-	ATGTTCAGATTACCAGCTTACAGCAGGGGTCAGCA	V_CTCF_BR	0
chr19	6661069	6661219	id-47802	1	+	NA	NONE	10
chr19	6674887	6675037	id-47803	1	+	NA	NONE	20
chr19	6710631	6710781	id-47804	5.34e-06	-	ACACGCTGATCGGTGCCAGCGGCCAGAGGGAGGTG	V_CTCF_BR	19
chr19	6717168	6717318	id-47805	1.37e-05	-	TCATCTATTCTACCGACGGCAGCCAGAGGACGCCT	Upstream_CTCF	31
chr19	6733466	6733616	id-47806	1.77e-10	+	CACTCTGGGCCCGCAGTGGCCTGCAGGGGGCGCTC	V_CTCF_BR	35
chr19	6736647	6736797	id-47807	3.88e-06	-	GCCTCTGCCTCCTTGGTCTCCGGCAGGGGGAGAAG	V_CTCF_BR	40
chr19	6738572	6738722	id-47808	3.91e-06	+	TTTTCTAGCTCAGAAGCCACCAGCAGGTGGGGCCA	Upstream_CTCF	40
chr19	6753413	6753563	id-47809	5.68e-06	-	TCCGGGACGCACCCAAATTCCGCAAGGTGGCAGCC	V_CTCF_BR	34
chr19	6769404	6769554	id-47810	2.27e-05	-	TCTTTTTAAATTATTATAACCACGAGGAGGCGCTA	V_CTCF_BR	39
chr19	6772258	6772408	id-47811	2.06e-07	-	TCTGTCCTCCCTGCAGCCACCACCAGAGGTTGCCT	Upstream_CTCF	33
chr19	6802631	6802781	id-47812	1	+	NA	NONE	3
chr19	6862870	6863020	id-47813	1.15e-07	-	GGCGCACTACTGCTGCTGTCCATCAGGGGGCAAGC	Upstream_CTCF	40
chr19	6863691	6863841	id-47814	3.06e-08	-	GAAGCCAAATCACCGAAGGCCACCAGAGGGCACTA	V_CTCF_BR	40
chr19	6926141	6926291	id-47815	2.66e-05	-	GAGGTGCAGTGGTTCTTGACCACAGGGAGGAGCAC	V_CTCF_BR	14
chr19	6942954	6943104	id-47816	1.56e-06	+	CTTGTGGTCTCATATGTCTCCGCTAGAGGGAGAAA	Upstream_CTCF	29
chr19	6953082	6953232	id-47817	1	+	NA	NONE	5
chr19	6964077	6964227	id-47818	9.88e-07	-	AGCTCAATTCCACCGAGGATCTCCAGGGGGCAGTG	Upstream_CTCF	36
chr19	7004451	7004601	id-47819	2.04e-08	-	CCTGTGGTATCATTTGTCTCCACTAGGGGGAGAAA	Upstream_CTCF	27
chr19	7012928	7013078	id-47820	6.34e-08	+	GCTGTGGTCTCATTTGTCTCCACCAGAGGGAGAAA	Upstream_CTCF	28
chr19	7067290	7067440	id-47821	4.3e-08	-	CTGTTATACCCGGACAGGGCCACTAGAGGCCTCCT	UpstreamP1_CTCF	39
chr19	7102429	7102579	id-47822	1.06e-05	+	TTTTTATTTCAAAATATGCCCTGAAGATGGCAGTA	Upstream_CTCF	40
chr19	7149236	7149386	id-47823	3.67e-07	+	CAGTTAGTATTGCAAATGGCCACTAGAGGGCAGAT	UpstreamP1_CTCF	40
chr19	7150410	7150560	id-47824	3.05e-07	+	CCGGCCCTGCGCGGAGCAGGCACCAGGGGTCGCAC	Upstream_CTCF	1
chr19	7188110	7188260	id-47825	2.59e-06	+	CAGATCTTCCCTGACTTCCCCAGCAGAAGTCGCCC	UpstreamP1_CTCF	3
chr19	7198461	7198611	id-47826	1.28e-06	-	TCGGCAGTCCCGGGAGCTGCCACGCGGTGACCCGA	Upstream_CTCF	28
chr19	7239641	7239791	id-47827	3.63e-05	-	CACATGCTACTCACCAGCTCCCCTAGTGGGAGGCA	V_CTCF_BR	40
chr19	7294942	7295092	id-47828	1	+	NA	NONE	38
chr19	7396950	7397100	id-47829	1	+	NA	NONE	3
chr19	7402433	7402583	id-47830	1.03e-05	-	AGGCTCTGTGACACACTGTCCCCCAGAGGCTGCAG	UpstreamP1_CTCF	2
chr19	7406095	7406245	id-47831	6.74e-08	-	GCTGCTATCATGGAGATGGCCACGTGGGGGCAGCA	Upstream_CTCF	40
chr19	7419375	7419525	id-47832	1.15e-07	+	GCTGATAAAGGAGCTTCCACCACGAGGGGGCAGCA	V_CTCF_BR	40
chr19	7431975	7432125	id-47833	1.09e-06	+	CCTGCACAACACAATCCTACAAGTAGGTGGCAGTA	Upstream_CTCF	39
chr19	7439733	7439883	id-47834	1.77e-05	+	GTGGCAGCACCAAATAGTAGAGGCAGGGGGTGCTC	Upstream_CTCF	4
chr19	7445562	7445712	id-47835	5.08e-07	-	AGACATTATGACAGGTTTTCCAGCAGAGGGCAGTA	V_CTCF_BR	40
chr19	7447574	7447724	id-47836	1.43e-05	-	GAGGGACGAGAGGGAAGGTCCACTAGAGGGGGCCA	Upstream_CTCF	14
chr19	7451209	7451359	id-47837	1.29e-05	+	AAGCATCCATCGTCTTCACCCACTTGGTGGCAGGA	UpstreamP1_CTCF	24
chr19	7459798	7459948	id-47838	1.77e-05	-	GCTGCTGCTCCCCGAGCCGTGGTGAGGGGGCGTCG	Upstream_CTCF	17
chr19	7475738	7475888	id-47839	7.78e-06	+	ACTGCCCTTCCTAAGAAGGCCTCAGGGGGTGGAAT	Upstream_CTCF	2
chr19	7509088	7509238	id-47840	1.83e-05	+	TGAAGGTGTACTCCAGGGCCCTGCAGGAGGAGCTG	V_CTCF_BR	1
chr19	7515498	7515648	id-47841	1	+	NA	NONE	26
chr19	7515741	7515891	id-47842	1	+	NA	NONE	17
chr19	7526841	7526991	id-47843	1.03e-06	+	TACCTCCCAGGAATGCAGGACACAAGGGGGCAGCC	V_CTCF_BR	25
chr19	7533740	7533890	id-47844	9.81e-06	+	GGCCAGAGTACGCAGAGCGCCCCGAGGTGGCTCGC	V_CTCF_BR	0
chr19	7542903	7543053	id-47845	7.27e-06	+	GGGAAATTGATCATTCTCTCCTGCTGGGGGCGCAG	V_CTCF_BR	4
chr19	7554733	7554883	id-47846	1	+	NA	NONE	4
chr19	7559555	7559705	id-47847	2.28e-05	-	CATGTGAGATTGTTTATGTCCAGCAGGAGGACACC	Upstream_CTCF	28
chr19	7562284	7562434	id-47848	2.15e-05	-	TCACAATGACCACTCAGCACCTCTAGGGGCAGCCG	V_CTCF_BR	40
chr19	7566108	7566258	id-47849	8.13e-06	-	GATGCGCAACTTGTCGCGGTCGCCAGGAGGCAGGG	Upstream_CTCF	11
chr19	7599495	7599645	id-47850	1	+	NA	NONE	33
chr19	7601306	7601456	id-47851	2.38e-07	-	GTTTCTTCCTCATGCGTGGCCGGGAGGTGGCGGAG	V_CTCF_BR	5
chr19	7633367	7633517	id-47852	1.74e-08	+	CCAGATTCTTACTTTTCTGCCACCAGGGGGCGGTC	V_CTCF_BR	40
chr19	7661580	7661730	id-47853	1	+	NA	NONE	9
chr19	7662703	7662853	id-47854	2.78e-06	-	AGCCACTGCCGTGTGTCACACAGCAGAGGGAGCTG	V_CTCF_BR	6
chr19	7681554	7681704	id-47855	1	+	NA	NONE	2
chr19	7701780	7701930	id-47856	1	+	NA	NONE	11
chr19	7706274	7706424	id-47857	2.28e-05	+	AGTTCTATCCCACTAGGCCCTTGCAGGGGGCAGCG	Upstream_CTCF	28
chr19	7717006	7717156	id-47858	4.98e-09	+	GTGTAGGCACGCGCTGCGAACGCCAGGGGGCGCTG	UpstreamP1_CTCF	40
chr19	7742957	7743107	id-47859	3.86e-05	-	TCAGGATGGCTCTGTACAACCAGCAGGGGACCTGG	Upstream_CTCF	14
chr19	7744332	7744482	id-47860	6.37e-07	+	TGGCTGTGTCTGAGCACCTCCAGCAGATGTCACTC	UpstreamP1_CTCF	19
chr19	7745561	7745711	id-47861	3.12e-08	-	CAGCGGTGCCTGAGAGCGGCCGCAGGGGGGCGCGC	UpstreamP1_CTCF	40
chr19	7746693	7746843	id-47862	1.13e-05	+	CACTAGTTTTCTAGTTACTCCTGTAGGTGGCGGAG	UpstreamP1_CTCF	40
chr19	7747053	7747203	id-47863	1.76e-09	+	CCTGCACTTCCTGGTCTCCCCGCAGGGTGGCGGCG	Upstream_CTCF	19
chr19	7804343	7804493	id-47864	7.73e-05	+	GGTCCAATCCCCCTGGGAGCCTCTGGGAGACGACA	Upstream_CTCF	1
chr19	7813748	7813898	id-47865	5.12e-07	+	GTGAAGAAACCAGCAGGAACCAGCAGATGGCAACA	UpstreamP1_CTCF	36
chr19	7838295	7838445	id-47866	9.62e-05	+	CTGGCCTTCCCTGATTCTTTCACTGGGGTGCGCTG	UpstreamP1_CTCF	6
chr19	7864568	7864718	id-47867	9.39e-07	-	TTTGTAATTAAGAAAAAGTCCGGCAGATGGCGCAT	Upstream_CTCF	39
chr19	7868005	7868155	id-47868	6.64e-05	-	TAGTCACTACCTCTGGTTCCTGGCAGGGGGCGTCT	Upstream_CTCF	25
chr19	7896510	7896660	id-47869	2.78e-06	-	CTGTGAATCCTCTCCCTTCCCGCCAGGGGGTGGCA	V_CTCF_BR	40
chr19	7917842	7917992	id-47870	8.81e-07	-	ACCAACATGCAGGCCCTGACCACCGGGGGCCGCCC	V_CTCF_BR	14
chr19	7918226	7918376	id-47871	4.66e-08	+	TCCGTACTCTAAAGATCGGCCGCTAGGGGGCGGGC	Upstream_CTCF	40
chr19	7926851	7927001	id-47872	3.63e-06	+	GCAGGTGAGGGCCGGGTGGGCGCCGGCGGGCAGAG	V_CTCF_BR	19
chr19	7934140	7934290	id-47873	2.4e-05	+	ACGACGCTCGCCTGCAGCGCCCCCAGTGGCAGCTC	V_CTCF_BR	39
chr19	7959912	7960062	id-47874	1.35e-05	+	AGGTGGTGCCCAGAGTGCCCCTGGAGGGGGTGGAG	UpstreamP1_CTCF	4
chr19	7968491	7968641	id-47875	1	+	NA	NONE	40
chr19	7968901	7969051	id-47876	5.7e-05	+	CCAGTAAGCACGGCGGCGTGGGGGAGGGGGCGGGC	Upstream_CTCF	0
chr19	7973172	7973322	id-47877	2.58e-05	+	CCTGCAGGGGCTGGCAGGACCAGATAGGGGCAATG	Upstream_CTCF	2
chr19	7973672	7973822	id-47878	5.08e-05	+	TCTGCAGCGCCTCCTCTGGGCACCTGGGCCCTAGT	Upstream_CTCF	14
chr19	7981034	7981184	id-47879	2.43e-06	+	GCTGTGCGAGTCCCAGGGGTCGCCAGGGGGCACAT	V_CTCF_BR	17
chr19	7981317	7981467	id-47880	6.23e-05	-	ACGCGGCTGTCGGCCGGGACCTCGAGCGGCCCCGC	UpstreamP1_CTCF	17
chr19	7982804	7982954	id-47881	3.2e-08	+	TCCGCGATGCCCGCAGCAGCCCCCAGGGGCCGCCC	Upstream_CTCF	38
chr19	7985281	7985431	id-47882	4.41e-06	-	TCCGGCTGGCCCTGCCGCGCCTGCAGGAGTCGCAC	V_CTCF_BR	9
chr19	7986964	7987114	id-47883	1	+	NA	NONE	4
chr19	7990141	7990291	id-47884	1.99e-07	-	CCGCCTCGTCCTGGACCGACCACAAGGAGGCGCTC	V_CTCF_BR	40
chr19	7990591	7990741	id-47885	1.04e-05	+	CCCAACTCTGGCCGTGCGCGCAGGTGGGGGCGCTG	V_CTCF_BR	1
chr19	7991430	7991580	id-47886	2.66e-05	-	GTGGGGGTGGGAGCAGGCGGCTGCTGTGGGAGGCG	V_CTCF_BR	19
chr19	7994279	7994429	id-47887	1.38e-07	+	GCCGCAACCCCATCCGTGCCCCATAGGTGGCGGCC	Upstream_CTCF	40
chr19	7998437	7998587	id-47888	1.1e-06	-	TACTGCCCCCTGCCTGCAGCCGCAGGAGGGCACAG	V_CTCF_BR	40
chr19	8009188	8009338	id-47889	1.96e-08	+	TTCCATTCGAAGAATGCCGCCACCAGGTGGCGGTA	V_CTCF_BR	40
chr19	8009586	8009736	id-47890	3.36e-05	+	CTCCATCTCAGGAGCTCCCCCTCAAGGTGGGGGTA	UpstreamP1_CTCF	21
chr19	8035758	8035908	id-47891	2.38e-07	+	TGCCACACACACTCTGTCTCCAGCAGAGGGAGCTA	V_CTCF_BR	40
chr19	8044054	8044204	id-47892	1.67e-07	+	CACTGAGAAGCAGACTCTGCCGGCAGAGGGCAGGG	V_CTCF_BR	7
chr19	8047166	8047316	id-47893	5.67e-06	+	CCAGCACTGCTCCATTCCCCCAGCCGGCAGAGCGC	Upstream_CTCF	1
chr19	8059130	8059280	id-47894	1.34e-06	-	ACAGCTCTCTGACTTCTACCCACCAGGTGTCAGTA	Upstream_CTCF	17
chr19	8066815	8066965	id-47895	1.35e-05	+	TTGTCTCCCCCCAGCCTCTCCACCAGGGTGAGCAG	UpstreamP1_CTCF	37
chr19	8067369	8067519	id-47896	3e-09	-	GCGCAGCGCCCGGCTGGCGCCCCTAGGTGGCAGTA	UpstreamP1_CTCF	40
chr19	8082809	8082959	id-47897	1	+	NA	NONE	23
chr19	8087276	8087426	id-47898	9.26e-05	-	CTGCAATTCTGTGACAAGCGGTGGAGAGGTCTGTG	UpstreamP1_CTCF	0
chr19	8094169	8094319	id-47899	2.04e-05	+	GCGGGCTGGCTGATTCTTCCTGGTAGGGGGCGGTC	V_CTCF_BR	8
chr19	8105884	8106034	id-47900	6.19e-06	-	GTGATGTTCCCCTTCCCCACCAATAGAGGCTGAGC	UpstreamP1_CTCF	5
chr19	8134361	8134511	id-47901	9.99e-11	-	CTGCAATACCCACTGACTGCCAGCAGGGGTCAGTA	UpstreamP1_CTCF	39
chr19	8136856	8137006	id-47902	1.37e-08	-	GACGCAGTGCCCACAGGGACCACCAGGTGACATGG	Upstream_CTCF	10
chr19	8161019	8161169	id-47903	1.32e-08	-	GAGTACTTCCCAGCCATCACCGCCAGGGGTCACTG	UpstreamP1_CTCF	19
chr19	8210917	8211067	id-47904	1.64e-06	+	TGTGAACTTCTTCTCCCTCCCGCAAGAGGCCGCTT	Upstream_CTCF	10
chr19	8219002	8219152	id-47905	2.27e-05	-	AACCAAAAAAAGAGAACATCCACTAGGGGTCAGGC	V_CTCF_BR	35
chr19	8223478	8223628	id-47906	2.46e-06	+	AGGAAGTTAATCAAATCTGTCACTAGGGGGCACTC	UpstreamP1_CTCF	40
chr19	8309435	8309585	id-47907	1.59e-06	-	GGGCGTAGCATTTTGGAGGCCAGAAGAGGGTGCTC	V_CTCF_BR	14
chr19	8316202	8316352	id-47908	1.73e-05	-	GCCAGAAGTGTGGGTGGTGGCGGCTGGGGGCAGGC	V_CTCF_BR	13
chr19	8317984	8318134	id-47909	2.38e-07	-	TGGTCAATGGCCACGTTGCCCACAAGAGGGCGCGC	V_CTCF_BR	40
chr19	8333601	8333751	id-47910	4.14e-05	-	AGGCACTCTCCACACCATGCTGCCAGGGGTGGCGG	UpstreamP1_CTCF	4
chr19	8333888	8334038	id-47911	4.28e-10	+	CTGTTATGCCCGGACAGGGCCACTAGAGGGCTCCA	UpstreamP1_CTCF	40
chr19	8372336	8372486	id-47912	1.73e-05	+	CACTCCAACCCTCCAGCTGCCTCTAGGGGTATCAG	V_CTCF_BR	20
chr19	8386167	8386317	id-47913	1.04e-05	-	GCGCCCTTCAGTATCGCGGACGGAAGATGGCGTCC	V_CTCF_BR	36
chr19	8389355	8389505	id-47914	6.05e-06	-	TCTGACTGTCCCTAACGTTCCACAGGAGGGCACCA	V_CTCF_BR	25
chr19	8399434	8399584	id-47915	1	+	NA	NONE	6
chr19	8400561	8400711	id-47916	3.09e-05	-	CGCCTGTGCCCGGTCCCCGCCGCCGGGGGCGCACG	UpstreamP1_CTCF	26
chr19	8405536	8405686	id-47917	1.93e-05	-	GGTCAGGGACCTCGGCCAGACAGAAGTGGGAAATG	V_CTCF_BR	23
chr19	8412716	8412866	id-47918	3.8e-08	+	AGGAGGCGGGTGTTTTTGGCCTCTAGAGGGCGGAG	V_CTCF_BR	40
chr19	8418943	8419093	id-47919	1.12e-09	+	ACAGCTGCTCTCGAGTTCACCACCAGAGGGCGCTG	Upstream_CTCF	40
chr19	8420675	8420825	id-47920	2.23e-06	+	CTGTGGTTAGTTGCTGGGGGCGGTAGAGGCCAGTC	UpstreamP1_CTCF	17
chr19	8428438	8428588	id-47921	1	+	NA	NONE	29
chr19	8429480	8429630	id-47922	1	+	NA	NONE	37
chr19	8438507	8438657	id-47923	7.78e-06	-	GGTGCCAAACCACCAGCCTCCTGCCGGGGTCAGGG	Upstream_CTCF	0
chr19	8439116	8439266	id-47924	6.84e-06	+	GTGTGTAGGTCCCCTGGGGACACAAGCAGGCGCCA	V_CTCF_BR	4
chr19	8461662	8461812	id-47925	3.18e-06	-	CGCTGTCCTCCTGCAGCAGCCACCAGAGAGCGCCC	V_CTCF_BR	40
chr19	8477871	8478021	id-47926	6.98e-07	-	CGCCCCAGCCCCGCCCCAGGCACGAGGGGGTGCTG	V_CTCF_BR	40
chr19	8491696	8491846	id-47927	2.59e-06	-	GAGTTCTGCCCTAGGAGGACCACCAGATTGCCCGG	UpstreamP1_CTCF	7
chr19	8512271	8512421	id-47928	1.04e-07	-	GAGGAACAGGTCCCTGCCCCCAGCAGGTGGCGGAG	V_CTCF_BR	20
chr19	8521064	8521214	id-47929	2.38e-07	-	AGAGGCAGGCCTCCTCGGGCCTCCTGGTGGCAGCA	V_CTCF_BR	38
chr19	8545675	8545825	id-47930	1	+	NA	NONE	12
chr19	8556610	8556760	id-47931	4.34e-05	+	ACTGTCATGCCCAACTTGTCCACAAGGAAATAAAG	Upstream_CTCF	20
chr19	8570616	8570766	id-47932	3.56e-05	+	CAGGGCGCGCGCACCAAGGCCCCACGGGGGCGCCG	Upstream_CTCF	26
chr19	8571123	8571273	id-47933	5.23e-10	-	TCTTGGGCCCCGGCTCCGCCCAGCAGGGGGCGCCC	V_CTCF_BR	40
chr19	8576630	8576780	id-47934	1.52e-07	+	GGCGCTGATGCGGGGTCAACCTCCGGGGGGCGCTC	V_CTCF_BR	10
chr19	8590293	8590443	id-47935	8.81e-07	+	CAAGGGACGCAGCTCCTCACCTCTGGGGGGCGCAG	V_CTCF_BR	36
chr19	8643710	8643860	id-47936	1.26e-05	+	TATGCAGCGCCCCTAGTGGCCACAGCTGGGAAGGA	Upstream_CTCF	40
chr19	8645776	8645926	id-47937	2.23e-09	+	CTGCAGAACTGAAATTTGAGCACCAGGGGGCAGTA	UpstreamP1_CTCF	40
chr19	8647422	8647572	id-47938	4.41e-06	-	TCCTGCCATAAATCACTGGCCGCTAGATGGAAGCT	V_CTCF_BR	7
chr19	8650530	8650680	id-47939	5.51e-07	+	GGCAGGGGGTCCCAACACAACAGCAGGGGGCACTA	V_CTCF_BR	15
chr19	8650916	8651066	id-47940	5.21e-08	-	TTGCCCTCCAGAGTGAGTGCCGCCAGGGGGCAGTG	V_CTCF_BR	40
chr19	8658978	8659128	id-47941	9.11e-08	+	TCTGCTTTTGTCCTCCTCTCCACAAGGAGGCACTG	Upstream_CTCF	28
chr19	8674379	8674529	id-47942	4.31e-07	+	GGCTGCACATCTGGCCGGGCCGGCAGGAGGCAGTC	V_CTCF_BR	30
chr19	8680720	8680870	id-47943	3.47e-09	+	ATGCAGTACTGCAGCTCTGCCACAGGAGGGCGCAA	UpstreamP1_CTCF	40
chr19	8751638	8751788	id-47944	3.18e-06	-	TACTTTATTCATCACAGAACCACTAGGTGGCAGGA	V_CTCF_BR	39
chr19	8764100	8764250	id-47945	1.13e-11	+	GTGCAGTTCCATACAGCGCCCACCAGGTGCCGCTG	UpstreamP1_CTCF	40
chr19	8804743	8804893	id-47946	1.48e-06	-	GAGACATTTCTTCTCCTCCACACCAGGGGGCAGCA	V_CTCF_BR	40
chr19	8808583	8808733	id-47947	2.46e-08	+	GCCACTCGGAGGTCGTGCTCCAGCAGGTGGCGCCA	V_CTCF_BR	17
chr19	8937169	8937319	id-47948	1.52e-07	+	GAATGCTGCCACTGATCGGCCAGGAGGTGGAGCTC	V_CTCF_BR	8
chr19	8942845	8942995	id-47949	2.37e-05	-	GGAGCGAGTCCCTCCGTCCCCGCGAGTCGGCGCTT	Upstream_CTCF	25
chr19	9098964	9099114	id-47950	1.52e-07	-	GATAAACTAAAAGGATTGGCCAGCAGGGGGCACTT	V_CTCF_BR	12
chr19	9190599	9190749	id-47951	4.96e-08	-	ACTGCAGTTCCCAATGGAGACACACGAGGGCAGAA	Upstream_CTCF	40
chr19	9247268	9247418	id-47952	3.09e-06	+	AGGGCATTCTATACTCTAACCACTAGATGTCAGTA	Upstream_CTCF	40
chr19	9249996	9250146	id-47953	1	+	NA	NONE	11
chr19	9316287	9316437	id-47954	4.28e-10	+	CTGTTATGCCCGGACAGGGCCACTAGAGGGCTCCA	UpstreamP1_CTCF	40
chr19	9422842	9422992	id-47955	3.73e-09	+	CTGTTATGCCTGGACAGAGCCACCAGAGGGCTCCC	UpstreamP1_CTCF	40
chr19	9434622	9434772	id-47956	8.23e-05	-	CCGAAGAGCGCAAGTGTCACCGGTAGGGGGTCTTG	UpstreamP1_CTCF	39
chr19	9542255	9542405	id-47957	1.38e-07	-	GCTGCAATGGGTGGATCAGCCTGTAGGGGGAGTCA	Upstream_CTCF	40
chr19	9546212	9546362	id-47958	3.91e-06	-	GTTGCAGTTCCCGAGCGCTCCTCCAGGTTTGAGGC	Upstream_CTCF	40
chr19	9608958	9609108	id-47959	4.3e-08	+	CTGCACTTCCCACCCGGCTCCTCTAGGGGACCGAA	UpstreamP1_CTCF	36
chr19	9677544	9677694	id-47960	1	+	NA	NONE	24
chr19	9697493	9697643	id-47961	6.82e-05	+	AGTAAGGAAAAAGACGTGACCACAAGGCGGCAGTA	V_CTCF_BR	40
chr19	9698571	9698721	id-47962	7.82e-06	-	CTGTGAGGTCCAACCCTAGCCAGTAGGGGAACGAC	UpstreamP1_CTCF	15
chr19	9736598	9736748	id-47963	1	+	NA	NONE	40
chr19	9756257	9756407	id-47964	5.92e-05	+	TCAAGACATCTGTAATCTACCACAGGGTGTCACTG	V_CTCF_BR	8
chr19	9836626	9836776	id-47965	2.1e-05	-	CAGAAGGTGGCAGTCATGCACTGCAGGGGACACCA	UpstreamP1_CTCF	5
chr19	9900916	9901066	id-47966	6.74e-08	-	CCTGTAGGGCTGGACTCTACCAGGAGATGGAGCCC	Upstream_CTCF	40
chr19	9902307	9902457	id-47967	8.64e-05	-	GCTGGTGTCTCAGTGAAGGCGCAATGGGGGCGGGG	Upstream_CTCF	1
chr19	9906957	9907107	id-47968	2.74e-08	-	GTGAAGAAGCCACCGGGAACCAGCAGATGGCACCA	V_CTCF_BR	40
chr19	9945902	9946052	id-47969	1.76e-05	+	CGGCGGCGGGCGGGCGCGGGCGACAGGCGGCGCAG	UpstreamP1_CTCF	39
chr19	9946814	9946964	id-47970	8.21e-05	-	GCAAATGCGATTGCTATGGGCTCTAGAGGCAGCAG	V_CTCF_BR	26
chr19	9949692	9949842	id-47971	2.37e-05	+	TTGTCAATAGTAATATCATCCACTAGGGGCCTGAG	Upstream_CTCF	28
chr19	9956443	9956593	id-47972	7.12e-06	-	AAGCATCACCTTGCCACAGCCCCCAGCGGCCAGGG	UpstreamP1_CTCF	1
chr19	9957859	9958009	id-47973	1.39e-05	-	GTTAGGAGGAACAGGGCTGCCAGCAGAGGGGGCAA	V_CTCF_BR	39
chr19	9958858	9959008	id-47974	1.22e-08	+	CCACACCGGCCTTCGGGGTCCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr19	9995860	9996010	id-47975	1.09e-07	+	ACTGCAATTCCCAGACTGGGAGGCAGAGGGCTGAG	Upstream_CTCF	37
chr19	10025424	10025574	id-47976	2.43e-06	-	GCGAGGTGATGCGGGGACGCCAGGAGGGGGCGTGA	V_CTCF_BR	40
chr19	10028074	10028224	id-47977	1.93e-05	+	TCGGTTTATCCAATGGGAGCCACTGGAGGGAGATC	V_CTCF_BR	18
chr19	10041649	10041799	id-47978	8.02e-08	+	CTGCACAAACCTCACTCGACCACTAGATGTCGCTC	UpstreamP1_CTCF	40
chr19	10044874	10045024	id-47979	2.05e-09	+	CATGTAGTTCCCGCGGTGGCCGCCTGGAGGCACTG	Upstream_CTCF	40
chr19	10056489	10056639	id-47980	1.38e-06	+	GGTCTGCCCCAAGCCAGGCCCAGCAGGGGGCTCAT	V_CTCF_BR	20
chr19	10069340	10069490	id-47981	1	+	NA	NONE	11
chr19	10088436	10088586	id-47982	3.11e-05	+	ACCTGTTCCCCTCCTGCAGCAGCCAGAGGGTGCCT	V_CTCF_BR	2
chr19	10110998	10111148	id-47983	1.74e-07	-	GCTGCTGAATGGCACATGGACAGTAGGGGGAGCCA	Upstream_CTCF	40
chr19	10112662	10112812	id-47984	1.61e-09	+	GCCAGCTGGACCAGGGCTGCCAGCAGAGGGAGCCA	V_CTCF_BR	40
chr19	10138493	10138643	id-47985	1.74e-08	-	CGTGGCCTCTCGTACTTGGACACCAGAGGGCGCAA	V_CTCF_BR	40
chr19	10142224	10142374	id-47986	1.77e-05	+	TCTGCAGTTCTGAAATACGCCGCTGCCAGGCAGCC	Upstream_CTCF	2
chr19	10183649	10183799	id-47987	1.48e-05	-	GTGTCATGTTGGCATTCGGCCTGCAGGTGGGCTCT	UpstreamP1_CTCF	2
chr19	10184567	10184717	id-47988	5.96e-07	+	GACGTTCCTCATCCTTTGGCCAGCAGATGGAGATG	V_CTCF_BR	8
chr19	10185035	10185185	id-47989	2.43e-06	+	GAGACTACACAAGGCATGACCACTAGGAGGCAGGG	V_CTCF_BR	39
chr19	10208079	10208229	id-47990	1	+	NA	NONE	20
chr19	10209773	10209923	id-47991	8.71e-06	+	GGTCTAGTCTCTCTGACAGCAGCCAGAGGGCGCCT	V_CTCF_BR	40
chr19	10223791	10223941	id-47992	2.59e-06	-	AAGCCTCTTCTCCCCGTGGCCACCAGAGAGCACCC	UpstreamP1_CTCF	40
chr19	10224962	10225112	id-47993	1	+	NA	NONE	0
chr19	10230580	10230730	id-47994	2.27e-05	-	GCGTGCGCCTCCACCTCCGTCCGCAGGTGTCGCTG	V_CTCF_BR	40
chr19	10246376	10246526	id-47995	1.04e-05	+	CCAGGATGTTGCCGAAGAGCCGGTAGGTGTCAGGG	V_CTCF_BR	3
chr19	10266592	10266742	id-47996	1	+	NA	NONE	14
chr19	10270579	10270729	id-47997	1	+	NA	NONE	0
chr19	10317842	10317992	id-47998	2.94e-06	-	GCGGCTGGTTTCCTGGGGAACACAAGGTGGTGCTG	Upstream_CTCF	6
chr19	10327900	10328050	id-47999	1.16e-05	-	CCGGTGCTGCCTCCCAGCCCCTACAGATGGGGCTC	Upstream_CTCF	6
chr19	10330418	10330568	id-48000	1.16e-05	+	GGTGGCATTTGAGCAGAGTCCTGAAGGGGGAGATA	Upstream_CTCF	40
chr19	10338313	10338463	id-48001	2.43e-06	+	TCTTCTGCCTCTGATTGGTCCAGTTGGGGGCGCTC	V_CTCF_BR	28
chr19	10338545	10338695	id-48002	3.8e-07	-	ACAGCAAATCTCTTGGTGAGCAGCAGAGGGGGCGG	Upstream_CTCF	10
chr19	10339666	10339816	id-48003	9.39e-07	+	CCTGCCATTCTCTACCAAGCAGCCAGGGGGAGCTT	Upstream_CTCF	40
chr19	10340704	10340854	id-48004	1	+	NA	NONE	23
chr19	10340967	10341117	id-48005	1	+	NA	NONE	21
chr19	10342052	10342202	id-48006	1	+	NA	NONE	8
chr19	10343363	10343513	id-48007	1.56e-06	-	TTGTTGTTCACTGCTGTGCCCAGTAGGTGCATAAA	UpstreamP1_CTCF	19
chr19	10360889	10361039	id-48008	1.99e-07	-	TTACCATGTTCCCGATAGACCTCCAGGGGGCGCCA	V_CTCF_BR	40
chr19	10369779	10369929	id-48009	5.55e-07	+	CAGTCTGTTCCTTCCACAGCCACAAGATGGCGACA	Upstream_CTCF	40
chr19	10380218	10380368	id-48010	1.56e-06	+	GCTGCAAGTGGGACTTGGGCCGCGCGGGGGAGCTC	Upstream_CTCF	40
chr19	10381679	10381829	id-48011	3.12e-08	+	AAGCAGCACCGCCCCTTGGCCCCCAGGTGGCTAGC	UpstreamP1_CTCF	26
chr19	10398126	10398276	id-48012	7.02e-05	-	ACGCTGTGGGGCGGTTCTAAGGCAAGGGGGAGCCT	UpstreamP1_CTCF	3
chr19	10398502	10398652	id-48013	1.03e-06	+	GGGGCAGAGAGAGTTATGACCCCGAGAGGGCGCAC	V_CTCF_BR	6
chr19	10400400	10400550	id-48014	1.48e-06	+	CATGCCGGCCTCCACGTAGACCCCAGGGGTCGCTC	Upstream_CTCF	9
chr19	10405089	10405239	id-48015	4.94e-06	+	GCTTCCGCGCTGGCCTGCGCCGCCCGGGGTCGCCC	Upstream_CTCF	15
chr19	10405982	10406132	id-48016	1.1e-06	-	GTTTCCTCCTGGGCGCACGCCTCCAGGGGGCGAGG	V_CTCF_BR	27
chr19	10416283	10416433	id-48017	6.9e-05	+	GCAGCATTCCGCAGAGGAGGAAGCTGGGGGTGGGG	Upstream_CTCF	4
chr19	10443511	10443661	id-48018	4.23e-06	-	CTTTTCTCCACCCACTCTACCACAGGGTGGCGGGA	UpstreamP1_CTCF	31
chr19	10445708	10445858	id-48019	2.37e-05	-	GGAGATCGTCTGCAACGTGACCCTAGGGGGCGAGA	Upstream_CTCF	30
chr19	10446477	10446627	id-48020	1	+	NA	NONE	2
chr19	10495347	10495497	id-48021	1.13e-05	+	CTGAGATTGTGCATCCAGCCCAGTAGGTGGCTTAA	UpstreamP1_CTCF	15
chr19	10499659	10499809	id-48022	1.55e-08	-	GTTGTGCCCAAGCCGATCACCACCAGGGGGCAGGA	V_CTCF_BR	40
chr19	10500603	10500753	id-48023	1.28e-06	+	CTTGTCCCCCTCACTACGGCCTGAGGAGGGCACTA	V_CTCF_BR	39
chr19	10501467	10501617	id-48024	5.01e-09	-	GGGTGGCCCAAGCTGATCACCACCAGAGGGCAGTA	V_CTCF_BR	40
chr19	10505772	10505922	id-48025	4.23e-06	-	AGGCGCTGCCATGAGGCCGCCACTTGGTGACGCTG	UpstreamP1_CTCF	4
chr19	10514887	10515037	id-48026	1.48e-06	+	CGGCTCCCCACCCCGCTGGCCGCTGGGTGTCGCTA	V_CTCF_BR	40
chr19	10515305	10515455	id-48027	7.73e-06	+	AGAGAGCGAGCGAAGTTCTCCAGAAGGGGGAGGAT	V_CTCF_BR	13
chr19	10516439	10516589	id-48028	8.46e-07	+	GCAGCAGCAACCAACAAACCCAGTAGGGGTCCCTG	Upstream_CTCF	7
chr19	10527326	10527476	id-48029	1	+	NA	NONE	40
chr19	10527653	10527803	id-48030	4.31e-07	-	GTTCAGGAAATAGCCGTGGTCACTAGAGGGCGCTA	V_CTCF_BR	37
chr19	10529610	10529760	id-48031	4.7e-05	-	ACAGCCACTTTTCTCCCCGCCAGAGGGGGCTCCCG	Upstream_CTCF	31
chr19	10531761	10531911	id-48032	1.95e-07	+	GAGGCAACTCGAGCTGCCGGCCGCAGGGGGCGCTA	Upstream_CTCF	39
chr19	10535084	10535234	id-48033	1.55e-08	-	GCTGTGCCTTCCTCGTCGTCCAGCAGAGGGCGCGC	V_CTCF_BR	40
chr19	10542126	10542276	id-48034	1.16e-05	+	ATGGAAGTTCCCTTTCTGGCCAGACGGGGTGGGCT	Upstream_CTCF	10
chr19	10547213	10547363	id-48035	1.9e-06	-	AGTGCTTTATACACATTAACCGACAGAGGGCTCCA	Upstream_CTCF	40
chr19	10582723	10582873	id-48036	5.96e-07	+	ACAGTGCTTGAGTAGGTAGACACAAGGGGGCACTA	V_CTCF_BR	38
chr19	10589625	10589775	id-48037	8.16e-07	-	CCCCCCGCCCCTTAGCCCTACTCTAGGGGGCGCTC	V_CTCF_BR	39
chr19	10594342	10594492	id-48038	3.18e-06	+	GCCTCTTTCACCCAGAGGCCCACAAGAGGGTGCTG	V_CTCF_BR	40
chr19	10602869	10603019	id-48039	6.98e-07	+	AACTCCTCTTGCTTGGCCACCTGCAGAGGGCGACA	V_CTCF_BR	40
chr19	10613158	10613308	id-48040	4.01e-05	-	CCCGCCAGGACTCGGAGGGCCAGGAGGGCGCGACC	V_CTCF_BR	18
chr19	10616377	10616527	id-48041	3.42e-09	+	GATGCAGTTCCAGACAGCTCCTCAGGGGGGCGGCC	Upstream_CTCF	40
chr19	10621009	10621159	id-48042	7e-10	+	CCTGCAGTTCCAAGGTTTCCCGGAAGGTGGAGCGC	Upstream_CTCF	40
chr19	10624937	10625087	id-48043	8.08e-08	+	CCCGCAGTCCCGGGCCGTGCCGGCAGGCGCCGCGC	Upstream_CTCF	9
chr19	10625169	10625319	id-48044	1.39e-05	-	AGGGGGCCCGCGCCCGTCTCCAGTCGGGGGCGCAC	V_CTCF_BR	0
chr19	10628021	10628171	id-48045	7.27e-06	-	CTCGGTTCAAGGCAGCGCGACTGCGGGTGGCGCAC	V_CTCF_BR	7
chr19	10631776	10631926	id-48046	9.29e-06	+	TCTGCTGCCAGCACCCTCGCCCACAGAGGCAGCTC	Upstream_CTCF	5
chr19	10652209	10652359	id-48047	3.06e-08	+	GACAGAGCCCCGGGGCTGGCCACTAGAGGCCACCC	V_CTCF_BR	40
chr19	10662409	10662559	id-48048	1.1e-06	-	CTCCTCTGTGAGAACCCAGCCTCTGGAGGGCAGCA	V_CTCF_BR	37
chr19	10666060	10666210	id-48049	5.08e-05	+	ACGGTAATGCCGCTACCACCCAGCAGGGTTGCCAT	Upstream_CTCF	24
chr19	10675999	10676149	id-48050	1.92e-05	+	CTGATGTGAGAAGTTGGGCGCCCCACGTGGCGCAA	UpstreamP1_CTCF	40
chr19	10676535	10676685	id-48051	3.41e-07	+	GCTGCAGTTCCTCGCGCTCCCGGTAGCGGTTGTAC	Upstream_CTCF	39
chr19	10679142	10679292	id-48052	5.65e-05	-	AGGTGCGCCGCCTTCTGCACCGGGAGCTGGTGCAT	V_CTCF_BR	19
chr19	10679617	10679767	id-48053	3.71e-10	+	GCCGCCGCCGCTGAGGCAGCCGCCAGGGGGCGGAG	V_CTCF_BR	17
chr19	10680328	10680478	id-48054	1.64e-06	-	CGTGCTCTCCACTCGGGCCCCTCTAGGAGGTGCTA	Upstream_CTCF	11
chr19	10683113	10683263	id-48055	5.97e-08	-	CGGTCTGTTCCCCCAGTAGCCGCTAGAGGGCGCGT	Upstream_CTCF	40
chr19	10691752	10691902	id-48056	3e-08	+	GCTGCAATACTGGCCGTGATCAGCAGATGGTGAGC	Upstream_CTCF	40
chr19	10733880	10734030	id-48057	1.61e-05	-	CCTCTCCTCCTAGTAGCCACCAGCAGAGGGGCCCT	UpstreamP1_CTCF	3
chr19	10745674	10745824	id-48058	1.74e-07	+	ATTGCACTCATCAAAGAAGCCAGCAGGTGGGGGGC	Upstream_CTCF	4
chr19	10755554	10755704	id-48059	6.98e-07	-	TGACTGACACTGGCAGCTGGCACGAGGGGGCAGCA	V_CTCF_BR	40
chr19	10766678	10766828	id-48060	1.85e-05	+	ACTGCCAGGCTTGGCCTTGCCGCCACTGGGCGCTA	Upstream_CTCF	31
chr19	10800921	10801071	id-48061	1.84e-06	-	AACTCCCCACTCCACTGAGCCTCCAGATGGCGAGC	V_CTCF_BR	1
chr19	10806603	10806753	id-48062	5.17e-06	-	TTGGCACCGCCCACTTAGGAGAGCTGGGGGCGCCG	Upstream_CTCF	10
chr19	10810545	10810695	id-48063	1.17e-05	-	GATCTGATATCTGTCCTGGCCAGCAGAGAGCGCTA	V_CTCF_BR	40
chr19	10812435	10812585	id-48064	1	+	NA	NONE	29
chr19	10812737	10812887	id-48065	2.66e-05	+	CTTAGGACAGCGGCGGTTTCCAGATGGTGTCGCTG	V_CTCF_BR	18
chr19	10822841	10822991	id-48066	1.37e-05	+	AGAGCAAGTCGCAGTTCTGGCGGATGGTGGCGCTG	Upstream_CTCF	6
chr19	10828094	10828244	id-48067	1.59e-06	+	ATCGAGACATCGGATCCCACCACGAGGTGTCGCCC	V_CTCF_BR	40
chr19	10835320	10835470	id-48068	6.75e-05	+	CTGTCCCTCTGGACCTGGCCAAGCTGAGGGCTCTC	UpstreamP1_CTCF	8
chr19	10859892	10860042	id-48069	1	+	NA	NONE	5
chr19	10880388	10880538	id-48070	3.03e-05	+	GGTGGGGATCCTGAATCCTCCAGCAGATGTCCTCA	Upstream_CTCF	29
chr19	10880882	10881032	id-48071	9.4e-06	-	ATGAAAATGGCCTCAACGTCCACCAGGAGGAGACC	UpstreamP1_CTCF	37
chr19	10920366	10920516	id-48072	1.1e-06	-	TGGGATTGCCAGAAGAGCCCCGCCAGAGGGCAGTG	V_CTCF_BR	3
chr19	10923826	10923976	id-48073	1	+	NA	NONE	21
chr19	10926343	10926493	id-48074	4.43e-05	-	AAGAGAGCCAGGCAGGGCGGCTCCAGGGGCCTCAG	V_CTCF_BR	1
chr19	10930990	10931140	id-48075	3.97e-07	-	CATACTGTTTCCCTCTCAGCCACCAGAGGGCTCCT	V_CTCF_BR	40
chr19	10939343	10939493	id-48076	3.88e-06	+	ATCTCATAACCAGCCTGGGCCACATGGTGGAACCC	V_CTCF_BR	3
chr19	10939768	10939918	id-48077	9.25e-06	+	TGCTGCGCATGTACCATGCCCTCAAGGAGGCGCTC	V_CTCF_BR	23
chr19	10940105	10940255	id-48078	7.8e-08	-	GCTGTGCCAATGGAAGGCACCAGCAGAGGGCAGGC	V_CTCF_BR	35
chr19	10941857	10942007	id-48079	6.84e-06	+	CAAAGGGGCCCTGGAGCTCCAGGCAGGGGGCGCTG	V_CTCF_BR	1
chr19	10946937	10947087	id-48080	3.22e-07	+	CCAGGAGTGAAGGACCCCCCCACTAGAGGGCAGGC	Upstream_CTCF	32
chr19	10953457	10953607	id-48081	8.58e-06	+	CGGCAGTGCCCCCTACCACCCGCAAGGGCATGACA	UpstreamP1_CTCF	3
chr19	10966942	10967092	id-48082	1.27e-06	-	GTGCTGTTACCTTTTCTGACCACCAGGGCAACAGC	UpstreamP1_CTCF	40
chr19	10969042	10969192	id-48083	1.46e-07	-	TTCCTATTACGCAGCATGCCCACCAGGAGGCGCTG	UpstreamP1_CTCF	40
chr19	10971919	10972069	id-48084	4.38e-08	+	CATGCCATTCTGCCAGCTTCCCCAAGGGGGCGAAA	Upstream_CTCF	40
chr19	10975190	10975340	id-48085	1.52e-07	-	ATCTGTCCTCCTGCAGAAGCCACCAGAGGGCGCCT	V_CTCF_BR	40
chr19	10982060	10982210	id-48086	1.47e-10	+	CTCCCCGCGCCCAGGACGGCCGGCAGAGGGCGCTG	V_CTCF_BR	40
chr19	10983066	10983216	id-48087	1	+	NA	NONE	35
chr19	11006609	11006759	id-48088	6.39e-05	-	TCTGCAGTCTCACTGCTGCCCCCTGGGTCACTCCA	Upstream_CTCF	38
chr19	11026242	11026392	id-48089	6.15e-05	+	GCAGCTCTCGCCTCGGGTACAGCCTGGTGGCGTAA	Upstream_CTCF	20
chr19	11033131	11033281	id-48090	7.44e-06	+	GAGGGAAGGCCACTGCCGGCCACTTGGGGCAGACA	Upstream_CTCF	15
chr19	11034930	11035080	id-48091	2.02e-06	-	CAGCCAGCACTGGGCTCAGCCACCAGGAGGCCCCC	UpstreamP1_CTCF	26
chr19	11036340	11036490	id-48092	2.39e-05	+	GTGCCGCACAAAGTTGTGGCCAGGCCGGGGCAGCA	UpstreamP1_CTCF	15
chr19	11047425	11047575	id-48093	6.34e-08	+	ACTGTTGTGATTAGAAAGACCAGCAGAGGGCATCA	Upstream_CTCF	40
chr19	11052805	11052955	id-48094	2.11e-06	+	CATCTGTAGTGTGTGGTGAACACTAGAGGGAGCAA	V_CTCF_BR	40
chr19	11075713	11075863	id-48095	6.43e-06	-	CTGGGTCATTTCTTGCACAACTCCAGGGGGCACTA	V_CTCF_BR	30
chr19	11079525	11079675	id-48096	6.05e-06	-	CACAGGCACCCAGGAGATGCCTCCAGGAGGCAGGC	V_CTCF_BR	11
chr19	11090847	11090997	id-48097	3.71e-05	+	CCTGTTTCACTGCAGCCTGACTCTAGAGGCAGCAT	Upstream_CTCF	9
chr19	11095017	11095167	id-48098	4.43e-05	-	GGTCCAGAGGCTGCCTGCAGCCCTAGTGGGCAGAG	V_CTCF_BR	14
chr19	11097037	11097187	id-48099	2.74e-08	+	GGCAGCCCCTCCCCGACCACCTGCAGATGGCGGTG	V_CTCF_BR	1
chr19	11098353	11098503	id-48100	3.06e-08	-	GGGCGAGGCGGCGGGTGGGACGGCAGGGGGCGCGG	V_CTCF_BR	0
chr19	11122469	11122619	id-48101	5.01e-06	-	AGATTCGCTCCTCCTTAGGCCACCTGGTGGTGCCC	V_CTCF_BR	8
chr19	11125211	11125361	id-48102	1.27e-06	-	CTGCCACTGCACCCATCAGCCTCCAGGGGAAGAAG	UpstreamP1_CTCF	20
chr19	11131828	11131978	id-48103	3.4e-06	-	ACATACAGGGCCATGCGGGTCGGGAGGGGGCGCAG	V_CTCF_BR	2
chr19	11134945	11135095	id-48104	1.63e-05	-	GCTGCAGCGCAGACATGTCGCACTTGATGACGTAC	Upstream_CTCF	0
chr19	11146704	11146854	id-48105	3.09e-07	+	AGCTTGCCTGCCAAGCTGTGCACCAGAGGGCGCTG	V_CTCF_BR	39
chr19	11196326	11196476	id-48106	1	+	NA	NONE	27
chr19	11201386	11201536	id-48107	1	+	NA	NONE	22
chr19	11217357	11217507	id-48108	1	+	NA	NONE	5
chr19	11236882	11237032	id-48109	1.38e-08	+	CAGGATGTCATTCGTTTGTCCACCAGAGGGCGCCC	V_CTCF_BR	40
chr19	11241742	11241892	id-48110	5.41e-07	-	AAGCATGTTCCCCCAGGAGCCGCCAGAGGGAGACG	UpstreamP1_CTCF	40
chr19	11248469	11248619	id-48111	1.15e-06	+	CCTGTCATCTTTCCTGCGTCCACGGGGTGGCACTT	Upstream_CTCF	40
chr19	11249343	11249493	id-48112	1	+	NA	NONE	6
chr19	11252774	11252924	id-48113	5.51e-07	-	CACACCTGCACCTGCTCGAGCTCCAGAGGGCAGCA	V_CTCF_BR	28
chr19	11266329	11266479	id-48114	1	+	NA	NONE	16
chr19	11270920	11271070	id-48115	1	+	NA	NONE	18
chr19	11308606	11308756	id-48116	1	+	NA	NONE	18
chr19	11314603	11314753	id-48117	1.22e-08	-	GGCCAGCAGCCATCAGTGAACACCAGGGGGCACCA	V_CTCF_BR	40
chr19	11337874	11338024	id-48118	2.38e-07	-	AGGGAGGACATAGAGCCAGCCAGGTGGGGGCGCCA	V_CTCF_BR	34
chr19	11354066	11354216	id-48119	6.51e-11	+	CAGGGGCGGCACAGTTCGGCCAGCAGAGGGCGCAC	V_CTCF_BR	40
chr19	11365467	11365617	id-48120	1.74e-08	+	ACCTGAGGGTAGAGGGTGCCCAGCAGGGGGCACAG	V_CTCF_BR	34
chr19	11373246	11373396	id-48121	1	+	NA	NONE	39
chr19	11397426	11397576	id-48122	7.02e-05	-	CTGCTCTCCAGCCTGGGCGACAGAGGGAGACTGTG	UpstreamP1_CTCF	24
chr19	11399154	11399304	id-48123	1.81e-06	+	GAGTCATTTCCCTCTATTCCCACCAGGAGGCCTTG	Upstream_CTCF	40
chr19	11404553	11404703	id-48124	1.95e-07	+	GCCGCGCTTCCACGGGCCGCCGCCAGGAGACGCGC	Upstream_CTCF	40
chr19	11406637	11406787	id-48125	4.41e-06	+	CTGTTTGAAGGATGAGGAGCCAACAGGGGGCAGTT	V_CTCF_BR	37
chr19	11432418	11432568	id-48126	2.47e-05	-	AGCTCAGTTCTCTCCCCAGCAGCAAGAGGGCACCT	Upstream_CTCF	27
chr19	11434534	11434684	id-48127	1	+	NA	NONE	20
chr19	11455261	11455411	id-48128	1.72e-06	-	GCTGCTGTTCCCTCTCCTCCCGCTGGCTGGGCCTG	Upstream_CTCF	27
chr19	11456827	11456977	id-48129	5.08e-05	+	CTGGTACCTCACTCCCACGCCCCCGGGTGGACAGC	Upstream_CTCF	22
chr19	11465174	11465324	id-48130	2.19e-05	-	GCACTGGTGCCCCTTGTGGCCTGCAGGAGGGACAG	Upstream_CTCF	6
chr19	11489049	11489199	id-48131	2.06e-07	+	TGCTCACTGCCCACTGGCTCCAGCAGGGGGCCCTC	Upstream_CTCF	39
chr19	11491691	11491841	id-48132	8.64e-05	+	TCAGCAGCGACACAGGCTCCGACCAGGCGCTCCAG	Upstream_CTCF	39
chr19	11492430	11492580	id-48133	1.09e-06	-	CTGCAGTGCTCCTAGACGCCCCCGTGGGGCTGGTG	UpstreamP1_CTCF	29
chr19	11492773	11492923	id-48134	4.31e-07	+	GGGAGTTGGCATTGCCCGGCCTGTGGGGGGCAGTG	V_CTCF_BR	39
chr19	11493536	11493686	id-48135	2.66e-05	+	GGGAGTGTTCGCGCCCCGGCCCATAGAGGGCGTGC	V_CTCF_BR	40
chr19	11494182	11494332	id-48136	3.42e-05	-	GGCGGGGAGCCTGCCGGGGCCGATAGGGGGCCCGC	Upstream_CTCF	16
chr19	11495043	11495193	id-48137	2.11e-06	+	CCCTTCCCGAGCCCAGAGGCCGCTTGGGGGCAGGG	V_CTCF_BR	16
chr19	11517058	11517208	id-48138	2.83e-07	-	GAGCACCGGGCTTGGCCGCCCCGCAGAGGGCGCAG	V_CTCF_BR	29
chr19	11545883	11546033	id-48139	2.4e-05	+	TGAAAAATGCACTTTCCGACCGCTAGGTGGTTGCG	V_CTCF_BR	40
chr19	11551741	11551891	id-48140	4.31e-07	-	GGGAAGGGACTAGGGAGTGCCAGGAGGTGGAGCTA	V_CTCF_BR	31
chr19	11557656	11557806	id-48141	1.01e-09	-	CGCCAGTGAGGCACTGCGGCCAGGAGGGGGCAGCA	V_CTCF_BR	40
chr19	11563410	11563560	id-48142	5.68e-06	+	GGGAGAGAGAGCTGGACAGTCAGATGGGGGCGCCA	V_CTCF_BR	34
chr19	11564757	11564907	id-48143	7.07e-08	+	CTGCCTGCTCCCCCGCATTCCACCAGGGGGCACTG	V_CTCF_BR	39
chr19	11571120	11571270	id-48144	9.78e-07	+	CTGTCTGTCCCCCCTACGGCAGCCAGAGGGCGCCT	UpstreamP1_CTCF	39
chr19	11592866	11593016	id-48145	1	+	NA	NONE	12
chr19	11593512	11593662	id-48146	2.6e-07	-	GGCGGGGAGCGAGGCGCGGCCGCTAGGTGGCGTGC	V_CTCF_BR	40
chr19	11607268	11607418	id-48147	2.18e-07	+	CCCTAACCACCCCCTACAGCCGCAAGGGGGCGCCT	V_CTCF_BR	39
chr19	11611735	11611885	id-48148	5.37e-06	+	TGCCACTTCTCTGTGACTCCCAGCAGAGGCCACTG	UpstreamP1_CTCF	0
chr19	11640093	11640243	id-48149	1	+	NA	NONE	30
chr19	11641441	11641591	id-48150	4.01e-05	-	TGCTTGTAGCTGCGGGAGCCTGGCAGAGGGCAGTA	V_CTCF_BR	37
chr19	11646977	11647127	id-48151	2.78e-12	+	CGCCCCCGCCCCTCCCGGGCCGCCAGGGGGCGCCG	V_CTCF_BR	39
chr19	11662858	11663008	id-48152	7.62e-07	-	AGGGCACTGACGGATGTGAACAGCGGGGGGAGACA	Upstream_CTCF	38
chr19	11669740	11669890	id-48153	2.62e-07	+	CGGCATCGCCTCCCGACGGCCGCCGGGAGGAGCCA	UpstreamP1_CTCF	33
chr19	11671464	11671614	id-48154	5.34e-06	+	AGAGGGATCTCTAGGATATCCCCTAGGGGGCAGTG	V_CTCF_BR	40
chr19	11698550	11698700	id-48155	6.73e-07	-	CTGCAGTTCAGGCTGTGGCCATGCAGGGGCAGCAG	UpstreamP1_CTCF	40
chr19	11708029	11708179	id-48156	3.22e-05	+	GTGCAGGGAGGAAACTCGGCCTGAGAGGCGCAGTG	UpstreamP1_CTCF	37
chr19	11708522	11708672	id-48157	2.47e-05	+	GCCGCAAGGTGGGGCTGGGCCAGGAGCTGGGACCC	Upstream_CTCF	13
chr19	11770551	11770701	id-48158	9.27e-07	+	CTGGAGGTTCAAGAAATGGACAGAAGGGGTCACTA	UpstreamP1_CTCF	37
chr19	11784434	11784584	id-48159	3.8e-08	+	CCCCCCTCCTGCTCCAAGGCCAGGAGATGGCGCCA	V_CTCF_BR	38
chr19	11804470	11804620	id-48160	4.14e-06	+	TTTCATAATGCAGATGAAGCCTCCAGGTGGCAGGC	V_CTCF_BR	16
chr19	11811097	11811247	id-48161	3.91e-06	+	GATGTTAATGCCATCCTTACCACAAGAGGGAGCTT	Upstream_CTCF	40
chr19	11849315	11849465	id-48162	2.11e-06	+	AGCTGCGGGCGCGGAGCTGCCCAGAGAGGGCGCCG	V_CTCF_BR	29
chr19	11882443	11882593	id-48163	1.12e-09	+	CTGTTATGCCTGGACAGGGCCACCAGGGGGCTCCT	UpstreamP1_CTCF	26
chr19	11896091	11896241	id-48164	4.71e-06	-	GATGTTAATGCCATCCTCACCACGAGAGGGAGTTC	Upstream_CTCF	29
chr19	11908337	11908487	id-48165	8.16e-07	+	CGATCAATGAAGTGAATAACCTGTAGGGGGCAGCA	V_CTCF_BR	40
chr19	11909580	11909730	id-48166	1	+	NA	NONE	33
chr19	11920882	11921032	id-48167	2.1e-06	-	CCTGTGGTACCAGGTTTTGACTCTAGGGGGTTTCA	Upstream_CTCF	6
chr19	11923052	11923202	id-48168	2.78e-06	-	GATGTTAAAGTCGCCCTCACCACAAGAGGGAGCTT	V_CTCF_BR	40
chr19	11939844	11939994	id-48169	1.63e-05	+	GCTGCATTGCTCATTACTGCCACCTCAGGAAGGTC	Upstream_CTCF	7
chr19	11958522	11958672	id-48170	1.73e-05	+	GTGAGAAGTAGCTGAATAACCTGCAGGGGCAGCAG	V_CTCF_BR	13
chr19	11969348	11969498	id-48171	8.5e-06	-	TTTGTAATTCCAAAGAAGTCAGGAAGATGGCGACT	Upstream_CTCF	16
chr19	11975940	11976090	id-48172	2.1e-05	+	GCTGCATTGCTCATTACTGCCACCCCAGGAAGGTC	Upstream_CTCF	5
chr19	11990217	11990367	id-48173	1	+	NA	NONE	7
chr19	11990827	11990977	id-48174	1	+	NA	NONE	36
chr19	11992137	11992287	id-48175	6.46e-07	+	AGAAGGGTGCAAGGAACCTCCAGCAGGTGGAGCTA	V_CTCF_BR	40
chr19	11998958	11999108	id-48176	7.73e-06	-	GGCTGCGGGCGCGGAGCTGCCCATAGAGGGCTCTG	V_CTCF_BR	34
chr19	12034558	12034708	id-48177	1.82e-07	+	GTGAGAAGTAGCTGAATAACCTGCAGGGGGCAGCA	V_CTCF_BR	39
chr19	12035327	12035477	id-48178	1	+	NA	NONE	21
chr19	12074800	12074950	id-48179	1.82e-07	+	GTGAGAAGTAGCTGAATAACCTGCAGGGGGCAGCA	V_CTCF_BR	39
chr19	12075430	12075580	id-48180	1.03e-06	+	TTCCCCTGCTGCTCTGAGGCCAGCAGATGGCTCCT	V_CTCF_BR	28
chr19	12095844	12095994	id-48181	3.63e-06	+	GTGAGAAACAGCTGAATAACCTACAGGGGGCAGCA	V_CTCF_BR	24
chr19	12099278	12099428	id-48182	4.68e-05	-	GGGCCACTACCGGTCTCCGCACCTAGGTGGTAGTG	UpstreamP1_CTCF	33
chr19	12099785	12099935	id-48183	6.17e-09	-	CTGTTACGCCTGGACGGGGCCACTAGAGGGCTCCC	UpstreamP1_CTCF	39
chr19	12146401	12146551	id-48184	3.88e-07	-	CTGCTCTCCTCGGTTCCCGGCTCCAGGCGGCGAGC	UpstreamP1_CTCF	18
chr19	12163380	12163530	id-48185	5.08e-07	-	CGGCCCTCGGTCCCCTCGGCCGCTGGGTGGAGCTG	V_CTCF_BR	25
chr19	12167252	12167402	id-48186	5.51e-07	-	GTAAGAAGCGGCTTAATAACCTGTAGGGGGCAGCA	V_CTCF_BR	30
chr19	12170383	12170533	id-48187	5.53e-08	+	GTGAAATGCAGGTGAATAACCTGCAGGGGGCAGCA	UpstreamP1_CTCF	38
chr19	12201757	12201907	id-48188	1.82e-07	+	GAGAGAAGTAGGTGAATAACCTGCAGGGGGCAGCA	V_CTCF_BR	40
chr19	12228431	12228581	id-48189	6.48e-05	-	GTCCCAAACCCTGAAGTCGCCTGCAGGGGGCCTGG	UpstreamP1_CTCF	3
chr19	12237653	12237803	id-48190	2.6e-06	+	GATGTTAATGCCGCCCTTACCACAAGAGGGAGCTT	V_CTCF_BR	39
chr19	12248464	12248614	id-48191	1.09e-06	-	GTGCATTATCACATCCCAGACAGATGAGGGCAGCA	UpstreamP1_CTCF	29
chr19	12252068	12252218	id-48192	1.15e-07	-	GTGAGAAGCAGGTGAATAACCTGCAGGGGGCAGCA	V_CTCF_BR	40
chr19	12313206	12313356	id-48193	1.19e-06	-	GGGGTGTGGACTCAGTGCGCCACCTGATGGCTGCC	V_CTCF_BR	25
chr19	12355308	12355458	id-48194	3.73e-06	+	ACAGCTGCTCCCCAACTCACCACAAGGCGAAGTCT	Upstream_CTCF	27
chr19	12457840	12457990	id-48195	1	+	NA	NONE	7
chr19	12476754	12476904	id-48196	5.34e-06	-	CTCCCCTACCGCTCTGAGGCCAGGGGATGGCTCCA	V_CTCF_BR	37
chr19	12551425	12551575	id-48197	2.11e-06	+	GGCTGCGGGCTCGGAGCTGCCCAGAGAGGGCGCCG	V_CTCF_BR	9
chr19	12552282	12552432	id-48198	1	+	NA	NONE	5
chr19	12606205	12606355	id-48199	4.65e-05	+	GTCTCTCCTGCCTCGAACGTCGCTAGGTGGCTCTG	V_CTCF_BR	36
chr19	12624525	12624675	id-48200	9.29e-06	-	TCTGCTGTGACCAGCTCTGACCAAAGGAGGCGTAG	Upstream_CTCF	18
chr19	12632942	12633092	id-48201	3.6e-07	+	GCTGCAGTTCAGGCTGTGGCCACGCTGGGGCATCA	Upstream_CTCF	23
chr19	12662609	12662759	id-48202	3.88e-06	-	CGCGCCTCCTACTCCGAGGCCAGGGGATGGCTCCA	V_CTCF_BR	29
chr19	12666332	12666482	id-48203	1.04e-07	+	CCCCAGCCGAGACGCAGCGCCTCCAGGTGGCTGCG	V_CTCF_BR	7
chr19	12674994	12675144	id-48204	7e-10	+	GCTGCAGTTCAGGCATTGGCCGCGTGGGGGCAGAA	Upstream_CTCF	40
chr19	12721377	12721527	id-48205	1.47e-05	+	CACTTGCTCTGGACTTGCTCCTCGAGGGGTCGCTC	V_CTCF_BR	33
chr19	12751060	12751210	id-48206	6.43e-06	+	AGGGGATGGCATCAGACTGACCCTAGGTGGCGCTC	V_CTCF_BR	39
chr19	12759051	12759201	id-48207	2.38e-07	+	GCCTGGGCTGTGTCCAGCAGCACCAGGTGGCGCCC	V_CTCF_BR	30
chr19	12760747	12760897	id-48208	1.73e-05	+	AACGGCTGATGACCTCCTTCCCCCAGGTGTCGCTG	V_CTCF_BR	0
chr19	12767696	12767846	id-48209	6.8e-06	-	TCAGCATCTGCCCGCTCAGCCAGACGGCGGCGCGC	Upstream_CTCF	8
chr19	12768865	12769015	id-48210	3.4e-06	-	TCTGCCTCCAGGTGTGCAACCAGCTGGAGGCGCTG	V_CTCF_BR	17
chr19	12780604	12780754	id-48211	3.18e-06	+	GGTTGAAGACGCTGGACTGCGGGCAGGGGGCAGTG	V_CTCF_BR	20
chr19	12782941	12783091	id-48212	3.83e-09	-	CTCCCTGCACCCCCCACAGCCACCAGAGGGAGCAC	V_CTCF_BR	40
chr19	12783604	12783754	id-48213	8.64e-05	+	CCTGCAGCTCCGTGGATGGCCGCGTGAGACGCTAT	Upstream_CTCF	2
chr19	12787262	12787412	id-48214	6.47e-09	+	CCATCTGTTCACCACATGGCCACCAGGGGGAGCAT	Upstream_CTCF	40
chr19	12792495	12792645	id-48215	1	+	NA	NONE	15
chr19	12793751	12793901	id-48216	1.03e-06	-	CGGGCCAAGCAGTGGGTCTCCAGCAGGTGGCATTA	V_CTCF_BR	14
chr19	12815925	12816075	id-48217	2.6e-06	+	ACAACCAGGCCCTGACTCCCCACCAGGGGCAGCCC	V_CTCF_BR	2
chr19	12827816	12827966	id-48218	7.73e-05	+	GCAGAGATGGTATTTGCTGCCATGAGATGGCAGTG	Upstream_CTCF	40
chr19	12844271	12844421	id-48219	1.56e-05	+	GCAGCATCCCTGGCCTCTACCCATAGATGTCACTA	Upstream_CTCF	40
chr19	12868477	12868627	id-48220	9.49e-08	-	GCGACCATGCCCGCGCCCGCCGGCAGGAGGCGCTG	V_CTCF_BR	40
chr19	12871484	12871634	id-48221	3.39e-10	+	CCTGTTTCTCCCAGAGTGGCCACCAGAGGGCGCCT	Upstream_CTCF	40
chr19	12876888	12877038	id-48222	3.8e-08	+	TGGCGCGCGCGGTTGGCATCCTCCAGGTGGCGCTG	V_CTCF_BR	36
chr19	12880637	12880787	id-48223	2.6e-06	-	GAGCGGGCTCCCTGCGCGCCCAGCTGGAGGCGCAG	V_CTCF_BR	2
chr19	12884456	12884606	id-48224	4.34e-05	+	CATTTTATTTCTCTCCATGCAGCCAGGGGGAGCTT	Upstream_CTCF	38
chr19	12886448	12886598	id-48225	1.52e-07	+	CGTTCGGGCGCCCGCCCTGCCGCTAGGGGTCAGCC	V_CTCF_BR	40
chr19	12888479	12888629	id-48226	2.44e-10	+	GCTGCCGCGTCGCCCGGGCCCACCAGGGGGCGCGG	Upstream_CTCF	40
chr19	12889875	12890025	id-48227	2.04e-05	-	AGGGGGTGGGCTCCCCAATCCAGCTGGGGGCTGCT	V_CTCF_BR	12
chr19	12890123	12890273	id-48228	3.22e-05	+	CTCCCCTGGCTGACCACAGCCACTGGGTGGACTCC	UpstreamP1_CTCF	23
chr19	12893247	12893397	id-48229	4.7e-06	+	CCTCCCGCCCCGCCGTTCCCCTCCGGGAGGCGCCC	V_CTCF_BR	23
chr19	12899438	12899588	id-48230	2.53e-05	-	GGGTTGGGCAGGGCAGGGCAGGCCAGAGGGCAGCA	V_CTCF_BR	15
chr19	12902580	12902730	id-48231	1.21e-06	-	GTAGTCGTGTAGAGAGAGGCCACCAGGGGCCCGGC	Upstream_CTCF	21
chr19	12907452	12907602	id-48232	1.27e-06	-	CTGTGGTTGCTCATCTTCGCCACACGGTGGCGGTC	UpstreamP1_CTCF	40
chr19	12912861	12913011	id-48233	1.64e-05	+	TGCTGGCGCCTCTGCTACTCCTGCAGCTGGCGACC	V_CTCF_BR	11
chr19	12913015	12913165	id-48234	1.93e-05	-	GAGGAAGGTCCCTTTGCAGCCAGCAGGAGAAGTAG	Upstream_CTCF	24
chr19	12936448	12936598	id-48235	1.97e-06	+	CCAACTCAGGGCCACGCGTCCGCTAGGGGCCGCTG	V_CTCF_BR	36
chr19	12943554	12943704	id-48236	4.7e-08	+	TCGCCGTCGCCCCCGTCGTCCAGCAGGGGTCGCTG	V_CTCF_BR	40
chr19	12949151	12949301	id-48237	1.87e-09	-	GCCCTGCGGCTGCAGCCGGCCGGGAGGGGGCGCTG	V_CTCF_BR	39
chr19	12958501	12958651	id-48238	4e-10	-	CCTGCGCTGCGCACCGAGGCCGCCAGGGGGCGCGC	Upstream_CTCF	40
chr19	12975547	12975697	id-48239	2.12e-06	+	ATGCGGGCCCATTTCCTGGCCTGCAGGCGGCGACT	UpstreamP1_CTCF	7
chr19	12984080	12984230	id-48240	6.43e-06	-	TCGACTGCTTCGTGATCTTCCGGAAGAGGGAGCTG	V_CTCF_BR	14
chr19	12992356	12992506	id-48241	1	+	NA	NONE	15
chr19	12996381	12996531	id-48242	4.23e-08	+	CGGGGTACCCGGACAGTAGCCCGTAGGGGGCGCCC	V_CTCF_BR	38
chr19	13001550	13001700	id-48243	1	+	NA	NONE	23
chr19	13040946	13041096	id-48244	2.89e-09	+	CAGGTGGTGGGGGCCTGAGCCTGCAGGGGGCACCC	V_CTCF_BR	6
chr19	13049684	13049834	id-48245	2.04e-05	-	GGGCTAACCCTAACTCCCGCCGCGGGAGGCCGCTA	V_CTCF_BR	35
chr19	13060016	13060166	id-48246	1.56e-06	+	ACTGCACCCCTTCCTACTACCAGCAGGAGAGAACC	Upstream_CTCF	1
chr19	13075843	13075993	id-48247	7.27e-06	-	CAGTTTATTCCCCCCACAGCGGCCAGAGGGCGCCT	V_CTCF_BR	40
chr19	13076264	13076414	id-48248	9.49e-08	+	CGCACAGTCCCGGGAGCCGCCGCCAGAGGGCGAGC	V_CTCF_BR	40
chr19	13088766	13088916	id-48249	5.47e-10	+	GTGCAGAGACCACCTATGGCCACCAGGGGACACCC	UpstreamP1_CTCF	40
chr19	13094491	13094641	id-48250	2.5e-09	+	CTTGCAGGGAGGGGCCAGGCCAGCAGGGGGCGCGC	V_CTCF_BR	40
chr19	13096214	13096364	id-48251	1	+	NA	NONE	5
chr19	13096702	13096852	id-48252	3.65e-07	+	CCTCTAGATGCAGCTGGGACCAGCAGGGGGTGGGG	V_CTCF_BR	9
chr19	13107492	13107642	id-48253	2.72e-05	-	CTGTTGTGCCCGAGGCTGACCCGACGGTGTGGCCG	UpstreamP1_CTCF	18
chr19	13113263	13113413	id-48254	1.19e-06	+	CAGGGTGGACAGGGCCTGGCAGCCAGAGGGAGGCA	V_CTCF_BR	10
chr19	13118220	13118370	id-48255	2.06e-07	+	CCTGGTATTGGCATCTGGGCCACCAGGGGGCTAGG	Upstream_CTCF	23
chr19	13123095	13123245	id-48256	1	+	NA	NONE	9
chr19	13125162	13125312	id-48257	9.84e-06	+	GGGCTCTGGTACCCCGATGCCAGCCGAGGGCGCGT	UpstreamP1_CTCF	1
chr19	13140878	13141028	id-48258	3.36e-07	-	GCGATCTTTGTCAGCCCTGGCACCAGATGGCGCTG	V_CTCF_BR	40
chr19	13144186	13144336	id-48259	2.6e-05	+	CACCAGCTGCCATGGACTATCAGTAGGGGGCATCT	UpstreamP1_CTCF	38
chr19	13144995	13145145	id-48260	1	+	NA	NONE	40
chr19	13147188	13147338	id-48261	1	+	NA	NONE	21
chr19	13149446	13149596	id-48262	9.29e-06	-	CACGCTATGCATGTGGTCAAGGCCAGAGGGCGCCA	Upstream_CTCF	16
chr19	13162591	13162741	id-48263	1.46e-07	+	GCTGCCGCCTTAGCAGGTGCCTGGAGGGGGCGGGG	Upstream_CTCF	2
chr19	13164094	13164244	id-48264	1	+	NA	NONE	6
chr19	13166137	13166287	id-48265	1.81e-06	-	ACTGCCCTCCCTGGCGGGGCCCCCGGATGCAAGAA	Upstream_CTCF	20
chr19	13170012	13170162	id-48266	2.84e-05	-	GCGCAGACCCAGCCACCTGCCCACAGGGAGCAGCA	UpstreamP1_CTCF	25
chr19	13171605	13171755	id-48267	8.16e-07	+	CCGCCCGGCTGCTGCCGCCACTGCAGAGGGCGCTG	V_CTCF_BR	10
chr19	13172285	13172435	id-48268	1.28e-06	-	GCTGCACTCCTGGACGCCATAGCTAGGTGGCGCAG	Upstream_CTCF	40
chr19	13180901	13181051	id-48269	7.78e-06	-	GCTGCAGGGCCCAGAGAGGCCACTAGGTCCATGGT	Upstream_CTCF	19
chr19	13183473	13183623	id-48270	2.46e-06	-	CAGCATCCCTGGCCTCCACCCACTAGATGACAGTA	UpstreamP1_CTCF	7
chr19	13190343	13190493	id-48271	3.11e-05	-	TGGGCTCCCAGCCAGGAGGCCCCAAGGAGGAAGCC	V_CTCF_BR	9
chr19	13193311	13193461	id-48272	2.01e-05	-	CTGTCAGTGACAGAGAAGGGCTCTGGGGGGAGCCA	Upstream_CTCF	39
chr19	13200122	13200272	id-48273	1.06e-05	+	GGTGCAGGGCCTGTTCCCTCCAGCAGGGCTCCATC	Upstream_CTCF	40
chr19	13202197	13202347	id-48274	1.21e-06	-	TCTTCCCCTCCCCTCCTTGCCACTAGGGAGCTCTG	Upstream_CTCF	14
chr19	13204702	13204852	id-48275	6.53e-09	-	CGTCATTTCCTTCATATCGCCAGCAGGGGGCGCTG	V_CTCF_BR	40
chr19	13205992	13206142	id-48276	1.28e-06	+	TTCCCCCAGCTGCTCCCGACCAGGAGGGGGAGAGC	V_CTCF_BR	3
chr19	13207194	13207344	id-48277	6.86e-07	+	CCTGCTACCCAGCTGGAAGCCACAAGGTGGCTGGC	Upstream_CTCF	30
chr19	13212197	13212347	id-48278	1	+	NA	NONE	38
chr19	13215437	13215587	id-48279	8.58e-08	-	CCAGCGATTCCCGAAGCGGCCACGGGGCGGCAGCT	Upstream_CTCF	39
chr19	13243909	13244059	id-48280	2.84e-05	-	TTCCAGACACTCCAGCTGGCCAGCAGGAGAAAGTA	UpstreamP1_CTCF	1
chr19	13261172	13261322	id-48281	1.04e-05	+	CTTAGCCCTCTCGTGCCGCACCGTAGGGGGCGGTG	V_CTCF_BR	39
chr19	13262401	13262551	id-48282	1.1e-05	+	TGGCGTCACGCCTTCCTGGCCCCTGGAGGGAAGGA	V_CTCF_BR	35
chr19	13264222	13264372	id-48283	8.21e-05	+	CGTTTCCGGAGCCAATGGACACGCAGGAGGCGCCG	V_CTCF_BR	26
chr19	13264427	13264577	id-48284	1.15e-07	+	CCTGCAGCCCCCTCCGGCGCAAGCGGAGGGCGCCT	Upstream_CTCF	23
chr19	13265939	13266089	id-48285	1	+	NA	NONE	38
chr19	13302169	13302319	id-48286	1	+	NA	NONE	2
chr19	13305429	13305579	id-48287	9.14e-09	+	TTGGCTGTTTTCCATCTGGCCTCCAGGTGGCGCTG	Upstream_CTCF	40
chr19	13306622	13306772	id-48288	5.55e-07	+	TTGGCTGTTTGCCAGCTGGCCTCCAGGTGACGCTG	Upstream_CTCF	20
chr19	13318229	13318379	id-48289	5.65e-05	+	CCCGGGGAGTCCTGGGCGAGCGCCCGGTGGCGCCC	V_CTCF_BR	0
chr19	13323766	13323916	id-48290	1.18e-09	+	CCCCACTGTTCCACAAGAGCCACCAGAGGGCGCCC	V_CTCF_BR	40
chr19	13337387	13337537	id-48291	5.74e-05	+	GAGGGGTGGCCCGGGCCAGCCGCTTGGCGGCAGGA	UpstreamP1_CTCF	2
chr19	13339496	13339646	id-48292	1	+	NA	NONE	15
chr19	13345498	13345648	id-48293	4.44e-06	-	GCGCCCTCACCCTTCTTTTCCGGTAGGGGGCGTGC	UpstreamP1_CTCF	40
chr19	13352623	13352773	id-48294	2.18e-07	+	CAAACCCACATCACCCCAGCCACTTGGGGGCAGCA	V_CTCF_BR	31
chr19	13358733	13358883	id-48295	2.43e-06	-	GGCTCAGTTTCAGTGGATACCTCCAGGAGGCAACA	Upstream_CTCF	40
chr19	13372146	13372296	id-48296	7.12e-06	-	CAGCACATTCCCATTGGAACCAGCAGGTGGGCAGG	UpstreamP1_CTCF	22
chr19	13373311	13373461	id-48297	1.15e-07	-	TTTGTATTATTACAACTTCCCAGCAGATGGCAGTA	Upstream_CTCF	40
chr19	13388082	13388232	id-48298	1.15e-08	+	ATGTTGTGAATGAAATTGTCCAGCAGATGGCAGCA	UpstreamP1_CTCF	39
chr19	13388894	13389044	id-48299	8.68e-11	+	TGAGCATTACTGAACATGGCCACCAGAGGGCGCTG	Upstream_CTCF	40
chr19	13410758	13410908	id-48300	3.88e-06	+	AATGCTGCCTGCTGATCTGACGGCAGGTGGAGCTC	V_CTCF_BR	13
chr19	13413567	13413717	id-48301	1.84e-06	+	TCTCTCCCTCCTGCCAGGGCCGGCAGATGGAGCGT	V_CTCF_BR	7
chr19	13445732	13445882	id-48302	5.41e-06	-	GCTTTATTACCCAGACTGGAGTGTAGGGGGCGATC	Upstream_CTCF	12
chr19	13477464	13477614	id-48303	8.03e-07	+	GGTGTTGGGCAACTTGCACCCAGAAGAGGGAGCCA	Upstream_CTCF	40
chr19	13484545	13484695	id-48304	3.28e-05	+	GGCTGACCTTTTCCACCATCCACAAGTGGGCGTCT	V_CTCF_BR	5
chr19	13507503	13507653	id-48305	6.15e-05	-	GTTGTAGTCTTCAAGGGTCCGCCTCGAGGGCACAG	Upstream_CTCF	7
chr19	13527875	13528025	id-48306	7.55e-07	+	AAGGGGGCAGCCTGATGTTCCAGGAGGTGGCAGCC	V_CTCF_BR	1
chr19	13539289	13539439	id-48307	1.21e-05	-	GATGATCCGTGTAATATGCCCACTAGGGGGCCTGC	Upstream_CTCF	40
chr19	13541947	13542097	id-48308	4.44e-06	+	CTGCTGTGTGGGGAACAGTCCTGGGGGTGGGGCAA	UpstreamP1_CTCF	40
chr19	13617434	13617584	id-48309	2.94e-06	-	TTTGAAGCTTCCACTGCGTCCCGGGGGGGGCGTCC	Upstream_CTCF	8
chr19	13637475	13637625	id-48310	7.82e-06	-	TCTCAATTACCAGTGGGGACCTCTGGGAGGCAGCA	UpstreamP1_CTCF	38
chr19	13685903	13686053	id-48311	1.3e-07	-	GTGCAGTTGTTCACATGCCACGCCAGGCGGCACCC	UpstreamP1_CTCF	36
chr19	13690294	13690444	id-48312	9.81e-06	+	AGGTTAAAATATGTAGCTACCAGTAGGAGGCACTA	V_CTCF_BR	21
chr19	13700153	13700303	id-48313	2.14e-11	-	CCGCCGCTGCTAAGACTGGCCACCAGGTGGCGCCA	V_CTCF_BR	40
chr19	13708566	13708716	id-48314	2.96e-05	+	TAAATGATGCTCAAACACGCCAGTAGATGTCAGAC	V_CTCF_BR	40
chr19	13720879	13721029	id-48315	4.65e-05	-	TGCCAGGCGCAGGCACCTGGCTGGGGAGGGAGCGA	V_CTCF_BR	13
chr19	13732291	13732441	id-48316	2.83e-07	+	GCCATCGTCATCCTTGCAGTCAGCAGGGGGCACTG	V_CTCF_BR	27
chr19	13829647	13829797	id-48317	3.4e-06	-	CCGATCTGAGGCATGATGCCCACGGGAGGGCACAA	V_CTCF_BR	38
chr19	13832175	13832325	id-48318	2.19e-05	-	CAGTCTATTCTCCACACTGCAGCCAGAGGGAGCCT	Upstream_CTCF	40
chr19	13837166	13837316	id-48319	1	+	NA	NONE	5
chr19	13860877	13861027	id-48320	7.91e-05	+	GGGATATGGCACAGTGTGACCTGCCGGGGGAGACA	UpstreamP1_CTCF	1
chr19	13872229	13872379	id-48321	1.39e-05	+	TCTCCTTATCACTGTCTCACCACTAGAGGCCAGCT	V_CTCF_BR	37
chr19	13874937	13875087	id-48322	6.64e-05	+	GCTGCCACTTTTGTGGTTCCGAGGAGGCGGCTCAC	Upstream_CTCF	21
chr19	13876771	13876921	id-48323	2.18e-07	-	CCGCTGGGGGCCACCCGCTCCAGGAGGTGGCGGGC	V_CTCF_BR	0
chr19	13895854	13896004	id-48324	1.92e-06	+	CATCTGGCACCGGAGTTGGACACCAGGAGGCGCCT	UpstreamP1_CTCF	40
chr19	13907579	13907729	id-48325	3.09e-05	+	GGGCTCTATCCTCTGTCCAGCTTCAGGGGGCGTTC	UpstreamP1_CTCF	35
chr19	13915718	13915868	id-48326	1.99e-07	+	TGTACCGCATTCGGCACGCCCACCAGGTGGAGCTG	V_CTCF_BR	39
chr19	13936295	13936445	id-48327	2.66e-05	-	AGCCCAGTACCGTGTGCAGCCACTTGGGGTCTCCT	V_CTCF_BR	33
chr19	13944604	13944754	id-48328	4.88e-05	-	CCACCTCCACCGTCCCAGACCTCGAGGCGGCGCCA	Upstream_CTCF	38
chr19	13947589	13947739	id-48329	1	+	NA	NONE	35
chr19	13950399	13950549	id-48330	1	+	NA	NONE	17
chr19	13951416	13951566	id-48331	1	+	NA	NONE	16
chr19	13953259	13953409	id-48332	3.73e-06	+	CGGGCCGCCCTTCCCCCGCTCCGTAGGGGGCGCCC	Upstream_CTCF	21
chr19	13955181	13955331	id-48333	1.71e-06	+	CAGGATCTGACAGGTTGGGGCAGGAGGGGGCAGAG	V_CTCF_BR	10
chr19	13958592	13958742	id-48334	4.23e-08	-	GGATCCGCCGTCTGCGCCGCCGGCAGGGGGAGGGG	V_CTCF_BR	36
chr19	13970500	13970650	id-48335	3.18e-06	+	CTACATGACTAGCCCCCTGCCAGATGGTGGCAGGC	V_CTCF_BR	26
chr19	13973168	13973318	id-48336	1.46e-10	-	GCTGAATTTCCTGCAGCCACCAGCAGGGGGCAGCA	Upstream_CTCF	40
chr19	13983543	13983693	id-48337	7.84e-05	+	TGGACGTGGCGGATGAGCTGCGAGAGAGGGCGCCC	V_CTCF_BR	31
chr19	13991026	13991176	id-48338	6.39e-05	+	GCTCTGGGTCCCAGCGGGGCCGCCCGGCGGAGCCA	Upstream_CTCF	35
chr19	13992090	13992240	id-48339	5.37e-06	+	CAGATCTTGTCCTGTTGGGGCAACAGGTGGCAGTG	UpstreamP1_CTCF	6
chr19	13994608	13994758	id-48340	4.1e-06	-	GGAGGAATCAGGGAAGCCACCACCAGGAGGAGACA	Upstream_CTCF	37
chr19	13999106	13999256	id-48341	4.7e-06	+	TCCCCTCCCACCTGCCTCACCTCTAGCAGGCGCAC	V_CTCF_BR	5
chr19	14014082	14014232	id-48342	1.56e-06	+	CAGCATCCCTGGCCTCCACCCACTAGATGTCAGTA	UpstreamP1_CTCF	40
chr19	14017000	14017150	id-48343	1	+	NA	NONE	9
chr19	14044997	14045147	id-48344	1.67e-07	+	GGGACCTACAGCAGGGCTACCTGCAGGTGGAGCCG	V_CTCF_BR	15
chr19	14064142	14064292	id-48345	6.51e-05	-	CAGCCCAGGGAGCTCCCAGTCAAAAGGGGGAGACA	V_CTCF_BR	37
chr19	14070841	14070991	id-48346	8.19e-06	+	GGGATCCTGCCCTCTCTGTCCACTAGGGGGGCCAC	UpstreamP1_CTCF	39
chr19	14072375	14072525	id-48347	1.38e-06	+	CGTGTGGACACTTTCACCACCGGGAGAGGGAGCCC	V_CTCF_BR	17
chr19	14134418	14134568	id-48348	2.5e-05	+	TTGTTCTTCCCCAGGCCAGGCACTGGGGGCGCAGG	UpstreamP1_CTCF	38
chr19	14143116	14143266	id-48349	5.35e-09	-	CTGCAGTGGCCCGGCGCTGCCTGGAGAGGGAGTCA	UpstreamP1_CTCF	40
chr19	14146127	14146277	id-48350	8.56e-05	+	TCCCGGTTACCATTCACCTCCAGAAGGGGGCCTAG	UpstreamP1_CTCF	26
chr19	14153940	14154090	id-48351	5.96e-07	-	CCTTGAATCTTCGAAGCAACCTCAAGGGGGCAGCA	V_CTCF_BR	40
chr19	14159483	14159633	id-48352	5.28e-08	-	GACGCAGTCCCATGGGGGACCTCTAGGGGCCAGCA	Upstream_CTCF	40
chr19	14161916	14162066	id-48353	3.36e-05	+	CTGCAGTACACGGATTACACCACTGCGCTCCAGCC	UpstreamP1_CTCF	11
chr19	14167612	14167762	id-48354	2.97e-06	-	TGATAAGATACCTGCCCAGCCTGCAGAGGTCGGGA	V_CTCF_BR	1
chr19	14169879	14170029	id-48355	3.97e-07	+	CGATGACTTCTAGCCGCTGCCGGTAGAGGGAGCTC	V_CTCF_BR	39
chr19	14183016	14183166	id-48356	4.96e-08	-	CTTGCAGCGCACAGCTCCGGCCCGAGGGGGCGCCA	Upstream_CTCF	40
chr19	14183964	14184114	id-48357	4.41e-06	-	GGGGGGCTTCCGAGCCTGACCTGGAGGAGGAGGTC	V_CTCF_BR	19
chr19	14184227	14184377	id-48358	2.83e-07	+	GCCCCGCGCTCCCGCGCGCCCTGGAGCGGGCGCGG	V_CTCF_BR	39
chr19	14184541	14184691	id-48359	7.49e-05	+	AGGTGCGCGCCGTGCGCGAGCGCGAGCAGGAACTG	V_CTCF_BR	23
chr19	14185988	14186138	id-48360	3.33e-09	-	GCCACATTTTGCGCCCGGGCCGCCAGGGGGCGGTA	V_CTCF_BR	40
chr19	14200340	14200490	id-48361	2.01e-05	+	CTGTTATTAAACCGCGTTTACAGCGGAGGAAACTG	UpstreamP1_CTCF	32
chr19	14200766	14200916	id-48362	3.41e-07	-	GCCGCAGCCACAGCCGCCGCCGGAGGGGGGCGCGG	Upstream_CTCF	7
chr19	14202294	14202444	id-48363	1	+	NA	NONE	32
chr19	14202978	14203128	id-48364	1	+	NA	NONE	19
chr19	14207522	14207672	id-48365	2.27e-05	+	AGCCTGTTTCCTCACCTCTCCTACAGAGGGTGCCA	V_CTCF_BR	34
chr19	14208686	14208836	id-48366	6.19e-06	+	GGTCATGCCCCAAAATGGTCCAGCAGGTGGCCCTG	UpstreamP1_CTCF	38
chr19	14217714	14217864	id-48367	2.55e-06	+	TGGGGCATCCCCTCTGCCACCGGCAGAGGGGGCCC	Upstream_CTCF	2
chr19	14224994	14225144	id-48368	7.07e-08	+	GTCTGTCCCCAGAACCCTGCCTGCAGGGGGAGCTA	V_CTCF_BR	38
chr19	14225705	14225855	id-48369	1.67e-08	-	GGGGCAGTAGCCAGGCCAGCCTGCAGGGGGCACCT	Upstream_CTCF	40
chr19	14247710	14247860	id-48370	2e-06	+	CGCGCAGCGCCGCCACCCGCCGAGCGGTGGCGCGC	Upstream_CTCF	35
chr19	14248227	14248377	id-48371	2.81e-06	-	CTTGAAACCTCCCAAGAGCCCTCAAGGGGGCGAGA	Upstream_CTCF	40
chr19	14259007	14259157	id-48372	3.67e-09	+	ACTGCAGTGATGTCCAGCCCCAGCAGGGGGCCCTG	Upstream_CTCF	39
chr19	14261142	14261292	id-48373	2.81e-06	-	CCAGAAATGCTGCCGGCTGCACCCAGAGGGAGCAG	Upstream_CTCF	5
chr19	14263588	14263738	id-48374	2.01e-05	-	CTACTGCTGCATCCGCTCCCCACCCGGGGGCACTC	UpstreamP1_CTCF	0
chr19	14268699	14268849	id-48375	4.71e-06	-	ACTGGTCGACCCAAGGCTGCCGCCTGGTGGAGTCC	Upstream_CTCF	7
chr19	14278675	14278825	id-48376	2.4e-05	-	TCTAACCGCGCCCCTTCCTCCCCTAGGTGCCGCCC	V_CTCF_BR	4
chr19	14306958	14307108	id-48377	6.39e-08	+	CAGTATGTTTCCCCCAGGGCCACCAGAGGGCGCGT	V_CTCF_BR	40
chr19	14309277	14309427	id-48378	1.1e-05	+	ATGGCTCTCTCCCACGTAGCAGCTAGAGGGAGCTC	V_CTCF_BR	29
chr19	14311135	14311285	id-48379	6.04e-07	+	CAGCCTTCACTCCCAGAAGCCACTAGGGGGCGTTC	UpstreamP1_CTCF	31
chr19	14328278	14328428	id-48380	2.55e-09	+	GCTGCGCTTCCTTCCCCGGCCGCTAGGGGCCGCTT	Upstream_CTCF	40
chr19	14332358	14332508	id-48381	1	+	NA	NONE	37
chr19	14399715	14399865	id-48382	6.8e-06	+	GGAGCTTTCCCGGTTCTGAGCGGGAGGAGGGGGCG	Upstream_CTCF	39
chr19	14399978	14400128	id-48383	1	+	NA	NONE	12
chr19	14426362	14426512	id-48384	4.14e-05	+	GTGTCCCACTCTGTCCACGCCACTGGGGGCACCAC	UpstreamP1_CTCF	33
chr19	14429810	14429960	id-48385	9.4e-06	-	CCTCACCGTAACACCACGGCCACTGGGGGGCCTCC	UpstreamP1_CTCF	38
chr19	14453715	14453865	id-48386	1.1e-06	-	GAGACCCTCACTCCAACGCCCAGGAGATGGAGCCC	V_CTCF_BR	2
chr19	14459373	14459523	id-48387	4.11e-07	-	ACGCACCTCCCCTTGGAGGCCCACAGGTGGCGCTC	UpstreamP1_CTCF	40
chr19	14464342	14464492	id-48388	2.78e-06	-	GGAATGAATTATGGCTCCCCCACTAGAGGGCTGCG	V_CTCF_BR	19
chr19	14472657	14472807	id-48389	1	+	NA	NONE	37
chr19	14494525	14494675	id-48390	8.9e-05	+	AGGCAGCTGGGCCCTGTAGCCTCACGGTGGGAGTA	UpstreamP1_CTCF	19
chr19	14517085	14517235	id-48391	1.03e-09	-	CAGTAGTGCAGCAGCCCGGCCACCAGGCGGCAGCG	UpstreamP1_CTCF	40
chr19	14542811	14542961	id-48392	9.4e-06	+	CGCCAATGTGCAGGCACCGCCGCCAGGGAGCGCTC	UpstreamP1_CTCF	36
chr19	14544242	14544392	id-48393	2.43e-06	+	CCCTCCCTCCGCGCGGGGACCCCTGGCGGGCGGCA	V_CTCF_BR	13
chr19	14545076	14545226	id-48394	1.99e-07	-	GAGTCCAGGTCAGTGATCCCCACCAGGTGGCACAA	V_CTCF_BR	16
chr19	14559589	14559739	id-48395	1.24e-05	+	GGTACCAGCATGGTCGGTTCCTGGTGAGGGCGCTC	V_CTCF_BR	10
chr19	14578743	14578893	id-48396	1	+	NA	NONE	20
chr19	14583085	14583235	id-48397	7.94e-11	-	GATGCAGTTCCGGGGCCTACCAGAAGAGGGCGCGG	Upstream_CTCF	40
chr19	14584298	14584448	id-48398	6.43e-06	-	CAGGCCCCGACAGCCGGCGTCGCTGGGGGGCGCAC	V_CTCF_BR	5
chr19	14584842	14584992	id-48399	6.05e-06	+	GCAGGCTGGCCACGAACAGCAGGAAGGTGGCGGCC	V_CTCF_BR	0
chr19	14586144	14586294	id-48400	3.8e-08	+	CTCCCGCCGCCCTTGCTGGCCTCCAGGGGCCGCTC	V_CTCF_BR	39
chr19	14590963	14591113	id-48401	1.54e-12	-	GCGGTGGTGCCGGGAGCGGCCAGCAGGTGGCGCCC	V_CTCF_BR	40
chr19	14591578	14591728	id-48402	8.21e-06	+	CCTCCCCCTTTTCTAATCACCACTGGAGGGCGAAG	V_CTCF_BR	18
chr19	14597317	14597467	id-48403	5.86e-07	-	GCTACACTTCCATTGCGGCTCAGCAGGGGGCACCA	Upstream_CTCF	40
chr19	14616340	14616490	id-48404	1.21e-06	+	CGGTCAGTTCTCCGCACAGAGGCCAGGGGGCGCCC	Upstream_CTCF	40
chr19	14627172	14627322	id-48405	9.81e-06	-	GGTGCCAGGTGGGGCGGTGTCTGTAGAGGGCGATG	V_CTCF_BR	15
chr19	14662274	14662424	id-48406	1	+	NA	NONE	39
chr19	14665348	14665498	id-48407	3.16e-06	-	CTGCAATTCCTGCTCATCCCCTGGAGGCGCAGCCT	UpstreamP1_CTCF	11
chr19	14667565	14667715	id-48408	5.72e-09	+	CGGGAGTAAGTCTGTGCGGCCACAAGGGGGCAGTG	V_CTCF_BR	40
chr19	14669658	14669808	id-48409	1.31e-05	-	CTCCCAGGGGAAGCCCAGGGCTGCAGAGGGTACAG	V_CTCF_BR	1
chr19	14674079	14674229	id-48410	1	+	NA	NONE	2
chr19	14682899	14683049	id-48411	1.82e-06	-	CTGTCCCGCCTCCGCCTGTCCGCGAGGTGACGCCA	UpstreamP1_CTCF	39
chr19	14685089	14685239	id-48412	2.11e-06	+	GATTCTTGTGCCCTTCTAGACTCAAGGGGGCAGCA	V_CTCF_BR	40
chr19	14688632	14688782	id-48413	1.08e-05	-	ATGCAGCCCCTTCTGGAGCAGACCAGATGGGGCAG	UpstreamP1_CTCF	3
chr19	14691540	14691690	id-48414	1	+	NA	NONE	12
chr19	14797381	14797531	id-48415	3.63e-06	-	TTCTTTTTCTTTAATCTTACCAGAAGATGGCACTA	V_CTCF_BR	40
chr19	14886782	14886932	id-48416	3e-06	-	CCGCAGCGCCACATGCACCCCAACAGGCGGCCACA	UpstreamP1_CTCF	12
chr19	14887439	14887589	id-48417	5.28e-05	-	TCGGTAAGTACTTTGGGGCCCCGCTGGGGGTGGTA	Upstream_CTCF	28
chr19	14897208	14897358	id-48418	2.62e-07	+	ACGCACCTCCCCTTGGCGGCCCACAGATGGCGCTG	UpstreamP1_CTCF	37
chr19	14982558	14982708	id-48419	3.4e-06	+	GAGTGCAAAAGAGTATCTTCCACAAGATGGCAGTA	V_CTCF_BR	37
chr19	14999751	14999901	id-48420	5.53e-08	-	CTGTCACGCCCAGATAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	36
chr19	15027818	15027968	id-48421	8.03e-07	+	GATGTATTTTGCAGTAGGGCCACTGGGTGGAGTTC	Upstream_CTCF	10
chr19	15136169	15136319	id-48422	4.01e-05	-	GCAGCATCACCTTCTTTGCCCTCAGAGGGGCAGTG	Upstream_CTCF	25
chr19	15184127	15184277	id-48423	2.68e-05	+	TTCGCCCCCTTTGTTCAGTCCACCAGGGGTCGTGG	Upstream_CTCF	18
chr19	15202784	15202934	id-48424	2.18e-07	+	ACTACAGTTAGAGAAGTGGCCACTAGGTGGCAATA	Upstream_CTCF	40
chr19	15212409	15212559	id-48425	2.43e-06	+	AGCTCAATCCCGTGGGTGAACACTAGGGGTCAGTG	Upstream_CTCF	40
chr19	15223359	15223509	id-48426	1	+	NA	NONE	25
chr19	15231398	15231548	id-48427	8.23e-05	+	TAGATCCTGCCCAGCCCTCCCCTCAGGGGGCGCTC	UpstreamP1_CTCF	28
chr19	15236406	15236556	id-48428	2.19e-05	+	ACGCTATTCACCTTCACCTCCAGGATATGGCGCTG	UpstreamP1_CTCF	32
chr19	15261345	15261495	id-48429	1.1e-06	-	ACGCACAGTTTTCCCATAGCCACCAGAGGGCGTCT	V_CTCF_BR	40
chr19	15264910	15265060	id-48430	1.34e-06	+	GGGTCAATCCCACTGGAGACCTCTGGGTGGCAGCA	Upstream_CTCF	40
chr19	15272519	15272669	id-48431	3.88e-06	+	CAGTAGCAAAGTCTTCCAGCCTCTTGGGGGAGCCC	V_CTCF_BR	40
chr19	15284651	15284801	id-48432	4.88e-06	-	CTGTGACAAGCAAAAAATGCCTCCAGATGGAGCTA	UpstreamP1_CTCF	39
chr19	15288392	15288542	id-48433	1.04e-10	+	ACTGCAGCGCCTCGCATTGCCGCCAGGGGTCGCCC	Upstream_CTCF	40
chr19	15306461	15306611	id-48434	1.48e-06	+	CTGCGGCCCCGACCGCGCGTCGGGAGGGGGCGCGC	V_CTCF_BR	32
chr19	15342687	15342837	id-48435	1	+	NA	NONE	26
chr19	15349526	15349676	id-48436	1.19e-06	-	AGCCCCAGTCCATGCTGGACCAGCAGAGGGAGTTG	V_CTCF_BR	12
chr19	15360129	15360279	id-48437	3.1e-07	-	CCGTTCTTGTGCCCATCAGCCACCAGGGCGCAGGA	UpstreamP1_CTCF	23
chr19	15360365	15360515	id-48438	1.1e-05	-	CACTCAAATTCAAAAGAAGCCACTTGAGGGCAGTA	V_CTCF_BR	23
chr19	15360873	15361023	id-48439	2.43e-06	-	TGTGGCCCAGAGTGAGAGGCCGCCAGTGGGCGGGT	V_CTCF_BR	18
chr19	15362560	15362710	id-48440	3.73e-06	-	TTTGTCTTCCCAATCCTGGCCAGCAGGGGCTTTCC	Upstream_CTCF	38
chr19	15363355	15363505	id-48441	1.19e-06	-	TGCTTTTGTAATCCATCAGCCAGCAGGAGGCACTG	V_CTCF_BR	39
chr19	15368723	15368873	id-48442	3.65e-05	-	GGGTAGGGCAGGGACTTGACAGCTGGCTGGCAGTA	UpstreamP1_CTCF	7
chr19	15371898	15372048	id-48443	1.22e-07	-	ATGCAGTTTTTGTTCAGGGCCACCCGGTGGCAGTG	UpstreamP1_CTCF	37
chr19	15374986	15375136	id-48444	4.24e-09	+	AGAGCACGTCCCACAGCAGACAGCAGGGGGCGCTG	Upstream_CTCF	40
chr19	15375756	15375906	id-48445	4.88e-05	-	GGTGTTAGGTACTAAGCAGCCTCCAGAGGTCCCTT	Upstream_CTCF	7
chr19	15376829	15376979	id-48446	5.26e-07	-	CCAGCTGCCCCCTGTGGTTCCAGGAGGTGGGGGCC	Upstream_CTCF	13
chr19	15391876	15392026	id-48447	1.27e-06	-	GCGCACGGCCACTGGCCCGGCTCCAGGCGGCGCAG	UpstreamP1_CTCF	33
chr19	15392833	15392983	id-48448	1	+	NA	NONE	19
chr19	15399316	15399466	id-48449	2.86e-06	-	CTGTTCTGTGCTCTGCACACCAGCAGGAGAAGCCA	UpstreamP1_CTCF	21
chr19	15405568	15405718	id-48450	1	+	NA	NONE	2
chr19	15408438	15408588	id-48451	1	+	NA	NONE	36
chr19	15422114	15422264	id-48452	2.18e-07	+	GCTGTATTATTCACAACAGCCAAGAGGTGGAAGCA	Upstream_CTCF	4
chr19	15430896	15431046	id-48453	1	+	NA	NONE	4
chr19	15435759	15435909	id-48454	2.58e-05	-	AGAGTAGAGCTGCTGACAGCCAGGAGGTGCACCAG	Upstream_CTCF	17
chr19	15476175	15476325	id-48455	1.06e-05	+	CCTGCAGGCCCCCAGGCCACCACACTGGGGTGCTC	Upstream_CTCF	22
chr19	15490896	15491046	id-48456	9.62e-05	+	CCGCCGCCCTCCTCGTCGTCCTCCACGTCGAGGCC	UpstreamP1_CTCF	4
chr19	15523674	15523824	id-48457	1	+	NA	NONE	10
chr19	15530061	15530211	id-48458	7.73e-06	+	GCGCCCGTACCCTGGAGACCCGCCAGAGGGAGTCG	V_CTCF_BR	40
chr19	15548562	15548712	id-48459	2.27e-06	-	CAGGGCTCAGAGAAGGCTCCCAGCAGAGGGCATTA	V_CTCF_BR	31
chr19	15564091	15564241	id-48460	5.38e-05	+	CGCTGCACCGGCCGGGGCCGCCGCAGGGGCCGCTC	V_CTCF_BR	27
chr19	15565181	15565331	id-48461	5.65e-05	-	ATGGTGGATGTGGATGCTGCCCCCAGTGGTTACCA	V_CTCF_BR	39
chr19	15575012	15575162	id-48462	7.11e-06	-	GCTGACTTCCTACCGCTGGCACACAGGGGGCGGTG	Upstream_CTCF	5
chr19	15590522	15590672	id-48463	1.09e-07	+	GCTCTGTAGCCGCTGCTGGCCACCAGAGGGGACTC	UpstreamP1_CTCF	29
chr19	15592898	15593048	id-48464	1	+	NA	NONE	7
chr19	15661786	15661936	id-48465	1	+	NA	NONE	31
chr19	15666758	15666908	id-48466	1.74e-08	-	CCGACGACCCCAGCACAGGCCACCGGGGGGCGCCC	V_CTCF_BR	40
chr19	15667306	15667456	id-48467	4.14e-06	-	GAATGGATCTCCAAATTGTCCAGCAGAGGGAGCGT	V_CTCF_BR	40
chr19	15695572	15695722	id-48468	4.7e-08	+	GCCTGAGTCCCACAGACAGCCAGCAGGGGGCGTCG	V_CTCF_BR	40
chr19	15740214	15740364	id-48469	9.87e-11	+	GCCTCAGTCCCGCGGATGGCCAGTAGGGGGCGCTG	V_CTCF_BR	40
chr19	15742714	15742864	id-48470	1.56e-06	+	CTGGACTTTCCCCTGTCTGACTGTAGGGGGCTCCT	UpstreamP1_CTCF	38
chr19	15784269	15784419	id-48471	1	+	NA	NONE	1
chr19	15813449	15813599	id-48472	5.96e-07	-	TCTGTCAATTGGCCCACAGCCAGGAGGTGGCGCTT	V_CTCF_BR	11
chr19	15864095	15864245	id-48473	4.17e-05	+	GTTGTAATTTACAGTCCCACCAGCAGAGTAGGAGC	Upstream_CTCF	8
chr19	15870901	15871051	id-48474	1.82e-07	-	CCTGGGCCTCTACTGACAGCCAGCAGGGGGCTCTT	V_CTCF_BR	20
chr19	15921316	15921466	id-48475	9.67e-08	-	GCAGCATTGTTCACGAAGGCCAACAGGTGGGGCAC	Upstream_CTCF	22
chr19	15922996	15923146	id-48476	8.33e-05	+	CTGGTGGCTGTTTCAAAGGCCACTAGGAGATGCTG	Upstream_CTCF	22
chr19	15926374	15926524	id-48477	5.34e-06	+	CTCCACAGGTGGGAGCTGACCAGGTGTGGGCTGCA	V_CTCF_BR	4
chr19	15952780	15952930	id-48478	1.97e-06	+	GCTGCATCTTGCGGCCCTACCTGGTGGGGGCGCTG	V_CTCF_BR	29
chr19	15979967	15980117	id-48479	6.18e-07	-	AGTGCATTCCCTACACTGTCCTCTAGAGGTTCCCA	Upstream_CTCF	40
chr19	15982426	15982576	id-48480	3.11e-05	-	ATGCGGAGGGCGGACTTTAGCTGCTGGTGGAGCCA	V_CTCF_BR	5
chr19	16032612	16032762	id-48481	1.56e-05	-	GGCTTAATACACAGCCAGGCCAGCAGGGGATGGTT	Upstream_CTCF	9
chr19	16082136	16082286	id-48482	3.28e-07	-	CTGCTGTTCCACCTTCTCACCAGCATTTGGTGCTG	UpstreamP1_CTCF	17
chr19	16104464	16104614	id-48483	1.47e-05	+	AACATGGCATTGTTTCTGGCCAATAGGGGGCATAC	V_CTCF_BR	23
chr19	16112839	16112989	id-48484	2.19e-08	-	GAGGCCAGTTTTGCAGGGGCCACCAGAGGGAACAG	V_CTCF_BR	12
chr19	16136565	16136715	id-48485	3.36e-07	+	AAACCTACTCCCTCAGAGGCCACCAGAGGGAAGAG	V_CTCF_BR	40
chr19	16144761	16144911	id-48486	1.1e-05	+	CTGGTCAGCAGGTGACTGATCAGTAGGGGTCAGTG	V_CTCF_BR	0
chr19	16146335	16146485	id-48487	2.91e-05	-	AGAACAGGGCCACGGGCTGCCTCCAGAGGGACTCC	Upstream_CTCF	1
chr19	16152438	16152588	id-48488	4.99e-07	+	GGTGCGTTTCTCAATCCAGACGCTGGGGGGCGCTA	Upstream_CTCF	40
chr19	16162572	16162722	id-48489	1	+	NA	NONE	9
chr19	16163280	16163430	id-48490	5.12e-07	-	GCGAAGGTCCAGGAGGCCACCACCAGGAGGCCACA	UpstreamP1_CTCF	14
chr19	16173637	16173787	id-48491	3.41e-08	-	GGTGCAGTCCCACTGAGGGCCTCTGGAGGCAGCAG	Upstream_CTCF	40
chr19	16177458	16177608	id-48492	4.41e-06	+	GAGCCACAAGCAGTAGAAGCCACAGGGGGGCAGAA	V_CTCF_BR	37
chr19	16181304	16181454	id-48493	1	+	NA	NONE	8
chr19	16183701	16183851	id-48494	5.65e-05	-	TGTGAGGACAGGGATAAGGCCGACAGGGGGCTATC	V_CTCF_BR	5
chr19	16191147	16191297	id-48495	2.59e-06	-	CTGCCTTGAGGCTGTAACTCCAGAGGGTGGCGCCG	UpstreamP1_CTCF	40
chr19	16194245	16194395	id-48496	3.84e-06	+	CTGTGCTGCAACCCAGCCACCAGTAGGGTGCCTTC	UpstreamP1_CTCF	27
chr19	16199666	16199816	id-48497	2.04e-05	-	AGAAACCTACACAGCTCCCCCGGTGGGGGGCAGAA	V_CTCF_BR	37
chr19	16222169	16222319	id-48498	4.11e-08	-	CCCGGAGTTCCGTTAGGCGACAGCAGAGGGCGCAC	Upstream_CTCF	40
chr19	16228644	16228794	id-48499	3.36e-07	+	GGGGAGCAAGGGACTCAGGCCTGCAGAGGGCTCTG	V_CTCF_BR	27
chr19	16252024	16252174	id-48500	6.49e-06	+	CTGCTGTTGCCGAGGAGGAGCAGGGGGGTGAGAGA	UpstreamP1_CTCF	2
chr19	16293641	16293791	id-48501	2.96e-09	-	GCTGCCTTTCTCAGTCTTACCTGCAGGGGGCAGCA	Upstream_CTCF	40
chr19	16295949	16296099	id-48502	3.18e-06	+	CTGTGTGAAGAATGGGAGACCGGAAGTGGGCGCCA	V_CTCF_BR	34
chr19	16296661	16296811	id-48503	1.1e-05	-	TCTCATCCTTGGAGCTCCCCCGGCAGAGGGCGACT	V_CTCF_BR	39
chr19	16302164	16302314	id-48504	2.4e-05	-	GCAAGTGGCTTCCCTAGGGCCTGCAGGGGACAGCA	V_CTCF_BR	6
chr19	16311022	16311172	id-48505	1.47e-05	+	AGGTGGTTATGAAAGGCTCCCTGAAGAGGGCGACG	V_CTCF_BR	23
chr19	16343451	16343601	id-48506	1.09e-06	+	CTGCTGTGAGGCAGAAACAGCCCTAGGCGGCAGTA	UpstreamP1_CTCF	2
chr19	16358518	16358668	id-48507	8.19e-10	+	AAGGCTCTGCCAGCCGTGACCACCAGGGGGCATCC	Upstream_CTCF	40
chr19	16432678	16432828	id-48508	1	+	NA	NONE	0
chr19	16436138	16436288	id-48509	7.12e-06	-	CAGCAGCTCAGACACCAGGCCACCCGCGGGGGCGC	UpstreamP1_CTCF	23
chr19	16440001	16440151	id-48510	1.97e-06	-	CAACATCACCCACCTCTGTCCACCAGATGCCAGCA	V_CTCF_BR	33
chr19	16449855	16450005	id-48511	1	+	NA	NONE	30
chr19	16487584	16487734	id-48512	7.6e-05	+	CCGCACGAAGCGCCCCCAGCCACAAGGGGAGCTCT	UpstreamP1_CTCF	40
chr19	16494183	16494333	id-48513	4.01e-05	-	CGAAAGCAGAAAACGTTGGCCACACGGTGGCAGCA	V_CTCF_BR	40
chr19	16497566	16497716	id-48514	9.49e-08	-	CTCACACTGCAGACACTCACCAGCAGATGGCAGAA	V_CTCF_BR	40
chr19	16528623	16528773	id-48515	1.38e-09	-	CATCCCTTCCCACCGCCTGCCACCAGGTGGCACTG	V_CTCF_BR	40
chr19	16548653	16548803	id-48516	1	+	NA	NONE	4
chr19	16552574	16552724	id-48517	1.3e-07	+	CTGCACAGGCTGGCCCTGACCTGCGGGGGGAGCTG	UpstreamP1_CTCF	40
chr19	16556032	16556182	id-48518	2.59e-06	+	CGGCTCGAACACTTGATGACCACCGGATGTCACTC	UpstreamP1_CTCF	12
chr19	16606835	16606985	id-48519	1	+	NA	NONE	24
chr19	16625570	16625720	id-48520	2.6e-06	-	CACCCTGTACCAGCTTTTGCCACAGGGTGGCAGGA	V_CTCF_BR	17
chr19	16629680	16629830	id-48521	2.81e-06	-	CGGGTGCCACCCACAAACCACACCAGGAGGCGCTG	Upstream_CTCF	33
chr19	16639033	16639183	id-48522	2.78e-06	+	GGCAGTTAGAGCAGGCCTGGCAGCAGGAGGCGCTG	V_CTCF_BR	40
chr19	16653095	16653245	id-48523	4.5e-06	+	TCGGCCGGTTTGGGTCTCACCATCGGGGGGCAGCG	Upstream_CTCF	6
chr19	16679746	16679896	id-48524	1.92e-05	+	GGCCACTGCCTGGACTTCCCCAGCAGAGAGCTCTC	UpstreamP1_CTCF	19
chr19	16694077	16694227	id-48525	2e-06	+	ACTGTAGCCTCTCACTTCTCCACTAGGGACCCCTC	Upstream_CTCF	20
chr19	16699177	16699327	id-48526	1	+	NA	NONE	7
chr19	16705748	16705898	id-48527	2.66e-05	-	AGTTGAGACTGTAGAGGGGCCACCGGCAGGAGCAG	V_CTCF_BR	1
chr19	16716385	16716535	id-48528	4.5e-05	+	CAGTGTTTCTGCACTGTCCCAGCCAGGCGGCACTA	UpstreamP1_CTCF	11
chr19	16723183	16723333	id-48529	6.49e-06	-	TCTGTAGTAGAAATCACAAACATTAGGTGGGGCTG	Upstream_CTCF	8
chr19	16734467	16734617	id-48530	1.19e-06	-	AGAGATGGCTCCGGAAGAGGCACGAGGGGGCAGCA	V_CTCF_BR	3
chr19	16738968	16739118	id-48531	1	+	NA	NONE	17
chr19	16742370	16742520	id-48532	1	+	NA	NONE	11
chr19	16770986	16771136	id-48533	6.53e-09	-	CTCCCCTAAGGGGGTCTGGCCTGCAGAGGGCGGGA	V_CTCF_BR	30
chr19	16783663	16783813	id-48534	3.31e-06	-	CAGCATCCCTGGCTTCCACCCACTAGATGACAGTG	UpstreamP1_CTCF	2
chr19	16825637	16825787	id-48535	2.46e-08	+	CTGGTCATTCGCGTGATGGCCTCGAGGGGGCGCTG	V_CTCF_BR	40
chr19	16831269	16831419	id-48536	5.01e-06	-	TCCCTAGACATTGCAATGTCCCCTAGGGGGCAGAA	V_CTCF_BR	27
chr19	16882463	16882613	id-48537	1.38e-07	+	GGTGTAGGAACAAATGTTATCACCAGAGGGCGCTG	Upstream_CTCF	40
chr19	16889723	16889873	id-48538	7.54e-08	+	CAGCATCCCTGGCCTGCACCCACCAGATGGCAGTA	UpstreamP1_CTCF	40
chr19	16912561	16912711	id-48539	8.81e-07	-	CACCACCACCACTGCCTTGCCAGGAGAGGGCATTA	V_CTCF_BR	19
chr19	16936019	16936169	id-48540	2.78e-06	-	CAGACTGAACACTCTGTGGCCACCAGATGTCTGGA	V_CTCF_BR	18
chr19	16946995	16947145	id-48541	4.44e-06	+	CTCCCGTGTTGCCGAGTGTCCCCTGGGTGGCAGAG	UpstreamP1_CTCF	13
chr19	16947572	16947722	id-48542	6.19e-06	-	CGGGACTTCCCCCAGAGAACAGCCAGGGGGCTCCC	UpstreamP1_CTCF	33
chr19	16998809	16998959	id-48543	2.96e-05	+	GAGTGGGGATGTGCTGGGGCTAGAGGAGGGAGGCC	V_CTCF_BR	4
chr19	17000447	17000597	id-48544	5.68e-06	-	GCCCCACCACCAGGACCAGCCCATAGAGGGCGGGC	V_CTCF_BR	8
chr19	17000967	17001117	id-48545	9.62e-08	-	CCGTAGCACAGCAGCATGGCCAGCAGGGGCAGGAA	UpstreamP1_CTCF	5
chr19	17010586	17010736	id-48546	6.19e-06	-	GAACAGTGCAGCTGAGACACCAGCAGGCGGCAGGG	UpstreamP1_CTCF	40
chr19	17021678	17021828	id-48547	8.81e-07	+	GAAAGCTCTTCCCTTAGAGCCTGCAGAGGGAGCAA	V_CTCF_BR	10
chr19	17036107	17036257	id-48548	3.97e-05	-	CTCAACTCTCTTCTCCTTCCCACCAGGGGACGTCA	UpstreamP1_CTCF	1
chr19	17070752	17070902	id-48549	1.04e-06	+	GATGCAGAAGGGATAAAGGCCTGCAGGGGCCACCC	Upstream_CTCF	0
chr19	17080094	17080244	id-48550	2.23e-06	-	CAGCATCCCTGACCTCCACCCACTAGATGTCAGTC	UpstreamP1_CTCF	24
chr19	17115649	17115799	id-48551	2.1e-06	+	CCAGATACTGCCAATATCGCCCCTAGGGGGCAAAA	Upstream_CTCF	8
chr19	17115942	17116092	id-48552	7.23e-07	+	CCAGACATTGCCAATATCGCCCCTAGGGGGCAAAG	Upstream_CTCF	23
chr19	17141402	17141552	id-48553	4.7e-06	+	TAATGCTGCCGCTGATCTGACAGGAGGTGGAGCTC	V_CTCF_BR	0
chr19	17163390	17163540	id-48554	3.1e-07	-	CTGCATGATACAAGAATGGCCAGCAGGTGTCATTG	UpstreamP1_CTCF	40
chr19	17178365	17178515	id-48555	1	+	NA	NONE	40
chr19	17180157	17180307	id-48556	5.68e-06	+	AAAGAGCTTTCACTGACGGCCTCCAGGTGGCTTCC	V_CTCF_BR	12
chr19	17191023	17191173	id-48557	2e-06	+	GCTGCTGTAACAGAACCGCACGCTGGGTGGCCAGA	Upstream_CTCF	34
chr19	17193225	17193375	id-48558	1.64e-05	-	GTCTGCCCTGGAATGGGATGCAGGAGGTGGCAGAC	V_CTCF_BR	1
chr19	17214095	17214245	id-48559	1.03e-07	+	GATGCAATGCCATGGAAGGCCACAGGGGGAAGCAC	Upstream_CTCF	40
chr19	17215251	17215401	id-48560	7.73e-06	-	CACACGCTGCCCCTGGCCCTCACCAGGTGGCGATG	V_CTCF_BR	4
chr19	17218130	17218280	id-48561	9.84e-05	+	CCAGGGTCTCAAAGTGGCACGGCCAGGAGGCAGGA	V_CTCF_BR	1
chr19	17221509	17221659	id-48562	1.38e-06	+	AGGGCGCAGAGGGACGCCCCCAGCTGGTGGAGCCA	V_CTCF_BR	1
chr19	17246297	17246447	id-48563	1	+	NA	NONE	27
chr19	17294057	17294207	id-48564	2.18e-07	+	AGGGCAAGTCCCTGCCCTGCCAGCAGAGGGTTCCA	Upstream_CTCF	22
chr19	17316180	17316330	id-48565	9.49e-08	+	CAAGCGAAGCATTGAGCAGCCAGTAGGGGGCGGCT	V_CTCF_BR	39
chr19	17320717	17320867	id-48566	2.68e-05	+	CTGGCTGGGGCCACCAGGCCCTGCAGGTAGGGGCA	Upstream_CTCF	2
chr19	17346479	17346629	id-48567	1.48e-06	-	TCCCCGAGCTGCCGGTGGCCGACCAGGTGGCGCTG	V_CTCF_BR	36
chr19	17371776	17371926	id-48568	4.38e-09	+	GAGTCCACCCTCACCTCCGCCACCAGAGGGCGCCT	V_CTCF_BR	40
chr19	17393576	17393726	id-48569	5.72e-09	-	CCGTCCTACAGGGGCGCGGTCAGCAGGGGGCGCCC	V_CTCF_BR	40
chr19	17394946	17395096	id-48570	2.6e-07	+	TTTGAGCAGCCAGATCCTGCCAGGAGGTGGCGGGA	V_CTCF_BR	5
chr19	17398977	17399127	id-48571	1	+	NA	NONE	5
chr19	17403712	17403862	id-48572	2.73e-07	+	CCTGCATCTCTCCACTTCCACTCAAGGGGGAGCTG	Upstream_CTCF	40
chr19	17407194	17407344	id-48573	3.28e-05	+	AACAAATGCTTCCGGCTGCCCAGGGGAGGTCACTG	V_CTCF_BR	28
chr19	17414108	17414258	id-48574	8.81e-07	-	CGGGATGCCCCTGCGCTGACCGCCAGGGGCAGGTG	V_CTCF_BR	39
chr19	17416304	17416454	id-48575	1.03e-06	-	TAGTTCTCTCTCCTATTGACCGGCAGAGGGTGCCC	V_CTCF_BR	40
chr19	17430348	17430498	id-48576	9.51e-07	+	GCGAGAGCTCCGCACCTCCCCGCAAGGTGGCGCGG	V_CTCF_BR	0
chr19	17431654	17431804	id-48577	5.41e-06	-	ACTGAGATCCCCACCACCACCAGTGGGGGCAATAA	Upstream_CTCF	1
chr19	17434883	17435033	id-48578	2.15e-05	-	AACCCCATTCCCAGGGAGCCCAACAGGTGGCAGCT	V_CTCF_BR	4
chr19	17438542	17438692	id-48579	3.09e-07	+	TTGACCAGGGCGCACAGCGCCGCCAGGGGGAAGGC	V_CTCF_BR	20
chr19	17451224	17451374	id-48580	1	+	NA	NONE	5
chr19	17451910	17452060	id-48581	4.14e-06	-	AGGTCCGACTTGTTCAGCACCAGGAGGAGGCGCTG	V_CTCF_BR	12
chr19	17457104	17457254	id-48582	1.32e-08	+	CTGACGTGGCGGGGACCGACCAGCAGAGGGCGCGT	UpstreamP1_CTCF	40
chr19	17488095	17488245	id-48583	4.14e-05	+	CTGCTCTGGCCCCCGCCTCGCAGGGGGGAGTGCTT	UpstreamP1_CTCF	5
chr19	17494967	17495117	id-48584	7.55e-07	+	AAGACACTTAAAGAGATGACCAGCAGAGGGCGGGT	V_CTCF_BR	38
chr19	17496906	17497056	id-48585	7.44e-09	-	TGTTGTGTTCCGCCAACGGCCACCAGGGGCCGCCC	Upstream_CTCF	40
chr19	17501233	17501383	id-48586	5.96e-07	-	AGGGTGAGTCGGCCCCCTGCCGGAAGGGGGCGTCG	V_CTCF_BR	21
chr19	17501964	17502114	id-48587	2.91e-05	-	AGGGCGAAGCCTGTGCGGCCCGGGAGGCGGCGCTG	Upstream_CTCF	40
chr19	17505863	17506013	id-48588	4.14e-06	+	CCGCCTGCTCGCCACTGGGCAGCCAGAGGGCGATC	V_CTCF_BR	40
chr19	17531465	17531615	id-48589	4.43e-05	-	AACCCTGTCATCACCCCGTGTGCCAGGGGGCAGCC	V_CTCF_BR	33
chr19	17535862	17536012	id-48590	2.55e-06	-	GCTGCAGCTCCGCCCAGTGGCTGAAGATAGCAAAC	Upstream_CTCF	40
chr19	17552078	17552228	id-48591	1.83e-05	+	GACGTTTAGCAGCTTTTACCCACTAGATGTCAGTA	V_CTCF_BR	40
chr19	17559459	17559609	id-48592	7.07e-08	-	CCCCGCCAGGCCCAGCGGACCAAGAGGGGGCGCCC	V_CTCF_BR	40
chr19	17564346	17564496	id-48593	4.23e-08	+	AGTGTGCCATCTCGTCCTGCCGCGAGGGGGCGCCA	V_CTCF_BR	40
chr19	17577164	17577314	id-48594	4.01e-09	-	CTGTCATGCCCGAACAGGGCCACTAGAGGGCTCCC	UpstreamP1_CTCF	40
chr19	17583981	17584131	id-48595	1	+	NA	NONE	12
chr19	17600064	17600214	id-48596	1.71e-06	+	CTTATGTGCGCCCTCCTGTCCACCTGCTGGCGCAA	V_CTCF_BR	23
chr19	17607167	17607317	id-48597	1.52e-07	+	TGGCAGGGAGGGAAGATGTCCTGCAGGGGGAGCCC	V_CTCF_BR	40
chr19	17609968	17610118	id-48598	1.01e-08	-	CTGTTATGCCCGGACAGGGCCACCAGAGGGTTCCT	UpstreamP1_CTCF	19
chr19	17616590	17616740	id-48599	6.9e-05	-	GGGGACATCGGAGGGGCCACCACCAGGTGGGGTAT	Upstream_CTCF	1
chr19	17622141	17622291	id-48600	1.85e-05	-	CTTGCTGTATCAGGGAGGGCCGGAGAGGGGAGCTC	Upstream_CTCF	36
chr19	17623086	17623236	id-48601	1	+	NA	NONE	37
chr19	17650149	17650299	id-48602	1.99e-07	+	GAGCCCAGACCCTTCCTGGCCTGCGGGGGGCAGGC	V_CTCF_BR	38
chr19	17666909	17667059	id-48603	2.27e-06	-	TGGCCCCATGGGAGGACAGCAGGCAGGGGGCACGC	V_CTCF_BR	22
chr19	17685016	17685166	id-48604	6.64e-11	-	GGTGCTATTCCATCTTGAGCCACCAGGGGGAGCCG	Upstream_CTCF	40
chr19	17691388	17691538	id-48605	1.48e-06	-	CCTGTCACTCTCCTCCCGCCCTCCGGAGGGAGCTT	Upstream_CTCF	27
chr19	17716950	17717100	id-48606	1.19e-06	+	TGCGGCGGCCGAGCGGCAGCCAGCAGGCGGCGCTC	V_CTCF_BR	36
chr19	17717430	17717580	id-48607	1.22e-08	-	CGTGCGGGCAGCAGTTCAGCCGGCAGAGGGCACAG	V_CTCF_BR	26
chr19	17727124	17727274	id-48608	1.69e-05	+	GGGCACCAGGCGCGGGCGGCGGGCGGGAGGCGGAG	UpstreamP1_CTCF	1
chr19	17733231	17733381	id-48609	1.48e-06	-	CCTGGGTCTTTGGCTATAACCACTTGGTGGCAGCA	V_CTCF_BR	40
chr19	17757409	17757559	id-48610	1.1e-06	-	AGTCAGGGAGGGAAGGAACCCTGCAGGGGGCACCA	V_CTCF_BR	25
chr19	17787935	17788085	id-48611	1.19e-06	-	GAATACCTGTTGAGAAGAGCCAGGAGGGGGCGACA	V_CTCF_BR	35
chr19	17814795	17814945	id-48612	2.74e-08	+	CCCAAAGTTCCCAGAGTGGCCAGCTGGGGGCAGCA	V_CTCF_BR	40
chr19	17827464	17827614	id-48613	3.63e-06	-	AGGGCCTGAAGAAATGTCTCCACTAGGGGGATCTG	V_CTCF_BR	39
chr19	17836676	17836826	id-48614	2.34e-06	+	TGGCACCCGCTGTGCCTGGCCTTCAGGGGGCGCTC	UpstreamP1_CTCF	37
chr19	17846576	17846726	id-48615	1.56e-06	-	TTGAAATAAGAACAAGTAGGCAGCAGGGGTCACTA	UpstreamP1_CTCF	14
chr19	17865667	17865817	id-48616	7.54e-08	-	GTGCTGGTCCCAAGTAGCTCCAGTAGAGGGGGACA	UpstreamP1_CTCF	12
chr19	17877564	17877714	id-48617	2.72e-06	-	GTGTTCCACACCCACCCAGCCGCTGGGCGGCGCCC	UpstreamP1_CTCF	39
chr19	17886265	17886415	id-48618	5.09e-10	-	CTTGCTGTGCCAACAACTGCCCCCAGGGGGTGCCA	Upstream_CTCF	40
chr19	17894912	17895062	id-48619	5.98e-05	+	CAGCTCTGACCGAAGCCCTGCAGCGCCAGGCAGAG	UpstreamP1_CTCF	2
chr19	17895290	17895440	id-48620	8.86e-10	-	GCTGTATTACACCAGGTTTCCAGCAGGGGGCAGGA	Upstream_CTCF	40
chr19	17940858	17941008	id-48621	8.71e-06	+	GGCGCTCACCTCAGCAGGGCAGGCAGGAGGCGCCG	V_CTCF_BR	14
chr19	17945414	17945564	id-48622	2.64e-08	+	TCAGCAGGGCCAGCTCTGTCCACTTGGGGGCCGGC	Upstream_CTCF	35
chr19	17966489	17966639	id-48623	4.7e-10	-	ACAGCGCTGCCGCGAGTGTCCACCAGGTGGCAGCA	Upstream_CTCF	40
chr19	17970372	17970522	id-48624	1.24e-05	+	CAGGCGGCGCGCGCCGCCGCCCCTAGTTGCAGCCG	V_CTCF_BR	38
chr19	17973822	17973972	id-48625	5.28e-08	+	CCTGCTCTGACGCAGGAGCCCAGTGGGGGGCGGCT	Upstream_CTCF	3
chr19	17981192	17981342	id-48626	2.2e-06	+	GAGGGTAGGCCAGAGGAGGCCACCAGGGAGCAGCA	Upstream_CTCF	40
chr19	17994402	17994552	id-48627	4.43e-05	-	ACGGTGAAGGAGCCCTGGGAGAGTAGGTGGAAGTG	V_CTCF_BR	1
chr19	18043417	18043567	id-48628	3.88e-06	-	TCAGCCTGGAGCGGCCCGGCCGCCAGAGCGCGCCC	V_CTCF_BR	40
chr19	18049165	18049315	id-48629	2.38e-07	+	TGATGCTGACCTGCTTGGCCCAGTAGGTGGCGCCA	V_CTCF_BR	40
chr19	18053449	18053599	id-48630	1.47e-05	-	TTGAGCTTGGAGTCCTCCTCCTCCAGTAGGCGCTG	V_CTCF_BR	1
chr19	18057215	18057365	id-48631	8.61e-08	+	AAGGTAAGGCCCCCTGCATCCTGCAGGGGGCACCA	V_CTCF_BR	40
chr19	18058395	18058545	id-48632	1.84e-05	+	TGGCAGGCTCTTCCGGGCGCCTGCAGAGGGACAAC	UpstreamP1_CTCF	26
chr19	18107755	18107905	id-48633	5.23e-10	-	GGTGCAGACACCACTCTGGCCACCAGGTGGCACTA	V_CTCF_BR	40
chr19	18109100	18109250	id-48634	2.74e-08	-	AGGGGGCCACGGGCGTCCACCGGCAGGGGGAGCTC	V_CTCF_BR	24
chr19	18109438	18109588	id-48635	8.98e-06	-	CAGCCATGCACACAGGCAGCCACTAGGCGGGTCCT	UpstreamP1_CTCF	26
chr19	18117887	18118037	id-48636	2.17e-09	+	GCGGCAGCGCATTACGCTGCCACGAGAGGGCGCCA	V_CTCF_BR	40
chr19	18131190	18131340	id-48637	9.26e-05	+	CTCCAGCCACCAGGCGCGGCCACCGCCAGCCTCTC	UpstreamP1_CTCF	10
chr19	18164318	18164468	id-48638	1	+	NA	NONE	6
chr19	18168476	18168626	id-48639	2.19e-05	-	GAAGATGCACACCCTGCTTCCACTAGCGGGAGACT	Upstream_CTCF	4
chr19	18169302	18169452	id-48640	3.42e-08	-	GTCCAGATTCTCCCCATGGCCACCAGGTGGCAACA	V_CTCF_BR	40
chr19	18174300	18174450	id-48641	2.27e-06	+	GTTGTAAACAAGGGCATGGCCAGAAGGAGGCAGAG	V_CTCF_BR	21
chr19	18185127	18185277	id-48642	8.81e-07	-	TGTCTCAAGGACAATGTCACCTGCAGGTGGCAGGG	V_CTCF_BR	24
chr19	18205205	18205355	id-48643	9.84e-06	+	ATGCAACTATGTCCCAAGTACTGAAGGGGGCATAC	UpstreamP1_CTCF	19
chr19	18205622	18205772	id-48644	1	+	NA	NONE	5
chr19	18223899	18224049	id-48645	1.52e-07	+	CATAAGGCTGCCTCACTCACCACCGGGGGGCAGCA	V_CTCF_BR	40
chr19	18228993	18229143	id-48646	6.51e-05	+	CGCTGCTGCAGCGCTCCAAGAGGTAGGGGGCACGG	V_CTCF_BR	18
chr19	18248268	18248418	id-48647	4.21e-05	-	CCCAGACACACAGGAAATCCAGCCAGGGGGCGGCC	V_CTCF_BR	0
chr19	18255584	18255734	id-48648	2.38e-07	+	AGCTGGGGAGATGGTGTTCCCAGTAGAGGGCACTG	V_CTCF_BR	4
chr19	18257773	18257923	id-48649	4.59e-07	+	GATCGGTGCGCGGCAGTGACCACCAGGGAGCGGTA	UpstreamP1_CTCF	5
chr19	18263441	18263591	id-48650	1.31e-05	-	GAGGCGTTCTCAAGCTCAGCAAACAGGGGGCAGTA	V_CTCF_BR	36
chr19	18268518	18268668	id-48651	2.4e-05	-	AGTGATGGGCCAGGTGGCGCCTCAAGCTGGAGAAA	V_CTCF_BR	7
chr19	18272214	18272364	id-48652	5.33e-11	+	GCCGCCGCCGTCCTCGCCGCCGCCAGGGGGCGCTC	V_CTCF_BR	39
chr19	18279078	18279228	id-48653	1.15e-07	-	GGTACAATATCTCCGGTTGCCACAAGAGGGCAGAG	V_CTCF_BR	40
chr19	18280607	18280757	id-48654	2.37e-05	-	GGTGAACTTCTCGCAGCGGCCCCCTTGTGGGGGTA	Upstream_CTCF	2
chr19	18302829	18302979	id-48655	2.96e-05	+	ATTAAGTAACCAGTGAAAACCTCTAGAGGGCATTT	UpstreamP1_CTCF	39
chr19	18313637	18313787	id-48656	2.38e-07	+	GTATTAATTGGTGGTGCCCCCAGCAGAGGGCAGCC	V_CTCF_BR	39
chr19	18319262	18319412	id-48657	2.89e-09	+	GCCGTGTCTCCCACGCCCGCCACCAGGGGGTGCCG	V_CTCF_BR	40
chr19	18319584	18319734	id-48658	2.12e-06	-	CTGAAACTGCCTCAGACTCCCCCTAGAGGGAGGGA	UpstreamP1_CTCF	17
chr19	18340360	18340510	id-48659	5.24e-09	+	CAGGCACTTTTCTCCACTGCCACCAGGTGGCCCCA	Upstream_CTCF	40
chr19	18343752	18343902	id-48660	3.86e-05	-	CGGACAAGTCCGCGGGCTGCCGCGAGAGGGACCTG	Upstream_CTCF	21
chr19	18362722	18362872	id-48661	2.1e-12	-	GCTGCAGTTTTGGAACTGACCACCAGGGGGAGGTA	Upstream_CTCF	40
chr19	18366135	18366285	id-48662	3.88e-06	-	TGCACAGCCCCGCGCTCCGCCAGCAGGGAGCGCAC	V_CTCF_BR	24
chr19	18383319	18383469	id-48663	8.97e-05	-	AGCACAATGCTAAGATTTCTCAATAGAGGGCGCTG	Upstream_CTCF	39
chr19	18385860	18386010	id-48664	2.96e-05	+	GCCTGGCTTCCTTGGGGAGCCGCTGGGGGTTGCCG	V_CTCF_BR	15
chr19	18388361	18388511	id-48665	7.62e-07	+	AGAGTCCTTTCGCCTTAGACCACTTGGGGGCAGGC	Upstream_CTCF	40
chr19	18389391	18389541	id-48666	1	+	NA	NONE	35
chr19	18390310	18390460	id-48667	6.46e-07	+	CCGGCCCCGCGCCAAGGCGCGTCTAGGGGGCGCTC	V_CTCF_BR	40
chr19	18392819	18392969	id-48668	2.68e-05	-	GAGGCCCTGGCGGCACAGCAGAGCAGGAGGCGCCA	Upstream_CTCF	32
chr19	18398751	18398901	id-48669	2.47e-05	+	ACTGCCGGACCCCCGCAGGGCGGTCGGGAGTGGGG	Upstream_CTCF	13
chr19	18402154	18402304	id-48670	2.96e-05	+	GGAACTGGAGGCAAGGCAGGCGGCAGGGGGTGAAG	V_CTCF_BR	7
chr19	18414343	18414493	id-48671	1	+	NA	NONE	17
chr19	18415395	18415545	id-48672	2.1e-05	-	AGGGCCAGCCCACAGTCCCCCGCCAGAGTGCGACA	Upstream_CTCF	16
chr19	18418169	18418319	id-48673	4.31e-07	+	GAGCGGAATCGCCACCCTGGCAGGAGGGGGCGCAG	V_CTCF_BR	4
chr19	18420210	18420360	id-48674	1.97e-06	+	ACTTGATGTGCCCTGAGGACCGCCAGGAGGCGCAG	V_CTCF_BR	0
chr19	18433207	18433357	id-48675	1	+	NA	NONE	37
chr19	18434102	18434252	id-48676	1.29e-05	-	AGGCATTAACTGGCTTTGCCCACAGCGTGGAGCCC	UpstreamP1_CTCF	38
chr19	18434623	18434773	id-48677	3.09e-07	-	ACACAGATTGTCCTCAGAGCCTCCAGAGGGAGCCA	V_CTCF_BR	40
chr19	18439234	18439384	id-48678	2.01e-10	-	CTGCAGTAACCACTGGCTGCCACAAGGGGACACCG	UpstreamP1_CTCF	40
chr19	18450558	18450708	id-48679	1.17e-05	+	ACCAGGGAATGAGATGGAACCACTGGGGGGTAGCA	V_CTCF_BR	37
chr19	18452159	18452309	id-48680	1.31e-05	-	CCTTGACTCTGAGGCCCCAGCGGAAGTTGGCGCCC	V_CTCF_BR	27
chr19	18456914	18457064	id-48681	2.53e-05	+	TAGGTGAATTTTGCCTGTTCCAGAAGTTGGCAGGA	V_CTCF_BR	8
chr19	18460458	18460608	id-48682	5.51e-07	+	GCTCCCATTCCTTCCTTGCCCAGAAGGTGGCACAG	V_CTCF_BR	40
chr19	18497003	18497153	id-48683	3.36e-07	+	GCTGGTGCTCTCGTGGCTGCCGCATGGGGGCGCCC	V_CTCF_BR	38
chr19	18499312	18499462	id-48684	1.69e-10	+	TTGCACTTGCGGCCGCAAGCCGCCAGGGGGCGCCG	UpstreamP1_CTCF	40
chr19	18512626	18512776	id-48685	5.96e-07	+	CTCACTGTGTCCTCAGTAGACAGCAGAGGGAGCAG	V_CTCF_BR	39
chr19	18517460	18517610	id-48686	1	+	NA	NONE	16
chr19	18519081	18519231	id-48687	2.67e-06	-	CGAGCAGGTTCAACGTGGGCCACCAGGAATGGGTC	Upstream_CTCF	38
chr19	18521520	18521670	id-48688	3.67e-09	-	CCTGCGGTTCCGAATATAACCACTTGAGGGCAGCA	Upstream_CTCF	40
chr19	18523742	18523892	id-48689	9.81e-06	+	AGACAGGAAGGGAAGGAGCCCTACAGGGGGCACCA	V_CTCF_BR	17
chr19	18524391	18524541	id-48690	1.03e-06	+	ATGGGAGCTGGGGAAGGGCCCTGCAGGGGGTGCCC	V_CTCF_BR	12
chr19	18530283	18530433	id-48691	4.71e-06	+	CCTGCCGTGCCCGCCTGGGGCTCGGGGCGGTGAGG	Upstream_CTCF	28
chr19	18536781	18536931	id-48692	2.64e-08	+	AGGGCAGTGCCCATGAGGACCAGGTGGGGGCAGGA	Upstream_CTCF	9
chr19	18537066	18537216	id-48693	6.23e-05	+	CAGGCCTGCCTGCTTCTCGCCTCTAGGGCTCAGCC	UpstreamP1_CTCF	20
chr19	18539712	18539862	id-48694	8.58e-08	-	CCAGCTCCGCCCTCCTGGCCCGGCGGGGGGCGCCC	Upstream_CTCF	10
chr19	18548141	18548291	id-48695	2.6e-07	-	GCCTGTAGTGGGCGAGGGACCTGCAGGGGGCGAAG	V_CTCF_BR	23
chr19	18550448	18550598	id-48696	1	+	NA	NONE	20
chr19	18551329	18551479	id-48697	1.1e-06	+	GCCTGTGTTCACAGGGCCACCTGTAGAGGGTGCCG	V_CTCF_BR	39
chr19	18561828	18561978	id-48698	3.13e-10	+	CCTGCAAGGCCCACGCTGGCCACATGGGGGCGCCC	Upstream_CTCF	40
chr19	18572764	18572914	id-48699	4e-11	-	CTGCAGGTGCCTGCCTTGGGCAGCAGGTGGCGCTC	UpstreamP1_CTCF	40
chr19	18574022	18574172	id-48700	2.78e-06	+	TGACAGGGAGGAGGAGCAACCTGAGGGGGGCACTG	V_CTCF_BR	17
chr19	18577914	18578064	id-48701	7.12e-06	+	GAACAGTTCCTGGGTTCGGCCACTTGGGGCAGGAA	UpstreamP1_CTCF	40
chr19	18580500	18580650	id-48702	1.12e-08	+	CCCGCTGACCTGACCATGGCCACCAGGGGGCGTTG	Upstream_CTCF	39
chr19	18581162	18581312	id-48703	5.08e-07	+	ACAGAGTGACTGCTGTAGGACACCAGAGGGCACTG	V_CTCF_BR	40
chr19	18587964	18588114	id-48704	2.38e-07	+	GAGGATCGGAATGAAACGGCCACTAGGTGGAAGTC	V_CTCF_BR	33
chr19	18595900	18596050	id-48705	1.43e-05	+	ACTGTGCTTCCTGCTCAGGCAGCTAGGAGGTCCCA	Upstream_CTCF	22
chr19	18596136	18596286	id-48706	1	+	NA	NONE	11
chr19	18596831	18596981	id-48707	1.48e-06	-	TTGTTGCTTCCTGCCAAGGTCAGCAGGGGGTGGCT	UpstreamP1_CTCF	7
chr19	18599170	18599320	id-48708	3.66e-06	+	CTGCAGAGGCAGCCTGTGACCAGCAGGGCATGTGC	UpstreamP1_CTCF	38
chr19	18599752	18599902	id-48709	1.93e-05	+	ACCGACTTCCGTCATCCCACCTGCAGGGGGTGTGG	V_CTCF_BR	39
chr19	18606468	18606618	id-48710	1	+	NA	NONE	5
chr19	18607398	18607548	id-48711	2.67e-06	+	CCTTCCCCAGTGTCCCCTGCCAGCAGGTGGGGCCA	Upstream_CTCF	24
chr19	18620564	18620714	id-48712	3.18e-09	-	CCTGCAGGTCAGGGACAGCCCACTGGGGGGCACTG	Upstream_CTCF	27
chr19	18631123	18631273	id-48713	5.65e-05	+	GGCTCTGGCTGGTCATGGGCCAGCAGCTGCTGTCG	V_CTCF_BR	40
chr19	18632102	18632252	id-48714	6.21e-05	-	TGTCTGGGTGGAAGGCTTTGCAGCTGGGGGCTGGC	V_CTCF_BR	22
chr19	18632959	18633109	id-48715	1	+	NA	NONE	28
chr19	18644082	18644232	id-48716	2.23e-06	+	CTGTACTCCCCCTGCTGGGCCAGCACCTGTAAGGG	UpstreamP1_CTCF	10
chr19	18654919	18655069	id-48717	5.92e-05	+	GGCGACTGAGCCAGCAGGGCCACTGGGAGGAGTTC	V_CTCF_BR	21
chr19	18697253	18697403	id-48718	5.28e-05	-	GTAGTAAATCCTAAACCAGCCAATAGAGGAAGTAG	Upstream_CTCF	24
chr19	18699479	18699629	id-48719	1.15e-07	+	GGGTCCGTGGACCTCCCGGCCTGTAGGGGGCGTCG	V_CTCF_BR	40
chr19	18700306	18700456	id-48720	9.29e-06	-	CTTCCACCGCCAGCACCTCCCGCGAGGCGGCGGCG	Upstream_CTCF	33
chr19	18701526	18701676	id-48721	1	+	NA	NONE	37
chr19	18705211	18705361	id-48722	8.17e-09	+	CGGCAGTGTCAGAGCGCGCCCGGCAGGGGGTGCGC	UpstreamP1_CTCF	39
chr19	18714286	18714436	id-48723	4.65e-06	-	CTGCAGTCCCTTCTTCCAGCCGCCTGGGGAGTCCT	UpstreamP1_CTCF	35
chr19	18716907	18717057	id-48724	9.84e-06	-	TTGGCGCGCTGGGTGCGGGCCCCCAGCGGGCCCCC	UpstreamP1_CTCF	3
chr19	18741065	18741215	id-48725	2.15e-05	-	GTGATAAGAACTAGGACTACCTCTGGGGGGCGACC	V_CTCF_BR	6
chr19	18748635	18748785	id-48726	9.66e-05	+	ACAGAATTCACCCCTTTGGTCAGAGGGAGGCCCCC	Upstream_CTCF	8
chr19	18755276	18755426	id-48727	1.24e-05	-	TGTCATTCATGTTCCAGGCACACAAGAGGGCACAA	V_CTCF_BR	15
chr19	18783651	18783801	id-48728	2.83e-07	-	CTTAACTTGCTCCTCCTGGCCACAAGATGGCTGCA	V_CTCF_BR	40
chr19	18786696	18786846	id-48729	1.67e-07	-	AAAAAGAGGGATATCTCGACCTCCAGGGGGCAGTG	V_CTCF_BR	40
chr19	18794093	18794243	id-48730	7.11e-06	-	TCGGCTGGGGCACTGGAGCCCCCAAGAGGGAGACG	Upstream_CTCF	16
chr19	18841802	18841952	id-48731	1.74e-07	-	GAGGCAGTACTGTTTGAGTCCAGGAGGTGGAGGGT	Upstream_CTCF	19
chr19	18867749	18867899	id-48732	2.47e-05	-	CCCGCAGCCACTGGGGTGCCCGAGGGGTGGCGTGC	Upstream_CTCF	5
chr19	18879388	18879538	id-48733	2.58e-10	-	GGCGCTGGGCAACAGGGGGCCACCAGGGGGCAGGC	V_CTCF_BR	23
chr19	18881035	18881185	id-48734	1.04e-05	+	GCCCGGGCCTTTCGTCCCTCGAGCAGGTGGAGGAA	V_CTCF_BR	13
chr19	18882515	18882665	id-48735	1.76e-05	+	CAGAGCCTGCCTCTGCTGAACACTAGGTGGGGGTG	UpstreamP1_CTCF	40
chr19	18883818	18883968	id-48736	6.98e-07	+	GGGTTAGTCTGCTGGGCAGCGAGCAGGTGGCGGTG	V_CTCF_BR	5
chr19	18887184	18887334	id-48737	1.47e-05	-	TGGAAGAGGCCAGTGAGGACTGCCAGGGGGCGCAT	V_CTCF_BR	35
chr19	18891602	18891752	id-48738	2.19e-05	+	ACAGCCTTGGCAGGACCCGTCCCTAGAGGGGGCTC	Upstream_CTCF	26
chr19	18909333	18909483	id-48739	7.78e-06	+	TCTGCAGTTCCCGCTGGAGAAGGTAGGGTGGGCTG	Upstream_CTCF	28
chr19	18924986	18925136	id-48740	1	+	NA	NONE	17
chr19	18943055	18943205	id-48741	1	+	NA	NONE	21
chr19	18943528	18943678	id-48742	9.67e-08	-	AAGGCAGGTCAGCCCGGGCCCAGGAGGGGGAGCAA	Upstream_CTCF	40
chr19	18950518	18950668	id-48743	5.34e-06	+	GGGACTGAGGGCAGTGAGGCCAGCAGAGGGAGAGT	V_CTCF_BR	3
chr19	18958117	18958267	id-48744	1.52e-07	-	TCATGGTGAACTCTGGGCTCCAGCAGAGGGCACTG	V_CTCF_BR	40
chr19	18958899	18959049	id-48745	1	+	NA	NONE	9
chr19	18959993	18960143	id-48746	1	+	NA	NONE	7
chr19	18964949	18965099	id-48747	5.28e-08	-	GGAGCTCCTGCACATGTGGCCAGCAGGGGCAGGCA	Upstream_CTCF	25
chr19	18967355	18967505	id-48748	6.49e-06	-	GCTCTGCGCCTCACGACAGCCTCCAAGGGGCAGTG	UpstreamP1_CTCF	40
chr19	18977425	18977575	id-48749	4.93e-12	-	TGCTCCTCGCCGCCGCGGGCCAGCAGGGGGCGCTC	V_CTCF_BR	40
chr19	18979323	18979473	id-48750	2.53e-05	-	CGAGTGCGGCTGCCGCTAACCCGGGGCGGGCAGGG	V_CTCF_BR	1
chr19	18994864	18995014	id-48751	5.34e-06	+	ACGATGAGGATGAGAGTGACCACGTGGTGGAGCAG	V_CTCF_BR	2
chr19	19005879	19006029	id-48752	3.11e-05	-	GGGCCTGGGTGCTCTGGCCACGCCAGTGGTCGCTC	V_CTCF_BR	38
chr19	19006352	19006502	id-48753	3.88e-06	+	GTTCCCCCACGCAGCACTGTCTGAAGGGGGCGCGC	V_CTCF_BR	29
chr19	19007459	19007609	id-48754	7.17e-05	-	AGGGCAGAGAGCTGCGTCTCCACTAGGTGCGCCTC	Upstream_CTCF	15
chr19	19026581	19026731	id-48755	1.09e-06	-	CTGACATTTGCCAGTTTGCCCACAAGATGGCAGGC	UpstreamP1_CTCF	40
chr19	19029114	19029264	id-48756	1.92e-06	+	GTGTTACTCTGACCCAACTCCGCCAGAAGGCGCCT	UpstreamP1_CTCF	5
chr19	19051324	19051474	id-48757	7.91e-05	-	CCGGAGTTACCGACCTGGGGTTGGAGGAGGCAGAA	UpstreamP1_CTCF	17
chr19	19052039	19052189	id-48758	2.18e-07	-	CCTCTCCCAGTGCAAAAAGCCGGCAGGGGGCGCAG	V_CTCF_BR	40
chr19	19052911	19053061	id-48759	1	+	NA	NONE	1
chr19	19097663	19097813	id-48760	2.8e-05	-	TATCCGCTTCCTTCACAGCCCAGGAGGGGGACCTC	Upstream_CTCF	40
chr19	19106663	19106813	id-48761	2.78e-06	+	AAGTGCAGCAATCTCTGGGCCACTAGATGGAGATC	V_CTCF_BR	39
chr19	19111169	19111319	id-48762	3.6e-07	-	CGTGCCAGGTCCCGACTGTCCACCTGGAGGCAGCA	Upstream_CTCF	39
chr19	19137493	19137643	id-48763	2.19e-05	-	TTAGCTATGGTTCCTCTAGCCTCACGGTGGCACTG	Upstream_CTCF	37
chr19	19143687	19143837	id-48764	2.55e-06	-	CCTGCCCTTTGCCAGCAGAGAACAAGGGGGCGCCC	Upstream_CTCF	29
chr19	19144596	19144746	id-48765	8.21e-06	+	GCCTGCGCGCGTACGGCGGCCGGAAGGGGCTAGAG	V_CTCF_BR	14
chr19	19162478	19162628	id-48766	2.73e-07	+	CCTGCCGCTTCCTCGCGGCCCAGAAGGGGGCCTAC	Upstream_CTCF	6
chr19	19164710	19164860	id-48767	5.72e-09	+	TCTTAAGTCTTCCCAGCAGCCAGCAGGGGGCACTG	V_CTCF_BR	40
chr19	19171004	19171154	id-48768	7.62e-07	-	CCTGCAGCTTGGCCCAGGCCCAGGGGAGGACGCTG	Upstream_CTCF	1
chr19	19174976	19175126	id-48769	2.83e-07	-	TCAAACCTGGATGCAGTAGCCCCCAGGGGGCAGTA	V_CTCF_BR	40
chr19	19208077	19208227	id-48770	4.01e-05	+	GACTCATTCACCGGGGTCACCACCAGGTGACTGAG	Upstream_CTCF	2
chr19	19208980	19209130	id-48771	2.31e-07	-	ACTGCACCTCTCCAGGTAGCCACCAGTGGCACCTG	Upstream_CTCF	7
chr19	19221261	19221411	id-48772	4.23e-08	-	CGGGAGGGCCGTGAAGGCGCCGCGAGGGGGCGCGC	V_CTCF_BR	31
chr19	19223854	19224004	id-48773	2.43e-06	-	AAATGGTCACAGGAGGCCCCCTGCAGAGGGAACTG	V_CTCF_BR	24
chr19	19226918	19227068	id-48774	9.49e-08	-	AGACGAGGAGGGAAGATGCCCTGCAGGGGGCACCA	V_CTCF_BR	40
chr19	19245840	19245990	id-48775	3.56e-06	-	TCTCCACTGCCCTACACTCCCGCTAGGTGGTGAGG	Upstream_CTCF	9
chr19	19249997	19250147	id-48776	1.15e-06	+	TCTGATGTTCTTTATTTCACCGCTAGGAGGAAAGG	Upstream_CTCF	13
chr19	19250551	19250701	id-48777	2.81e-08	-	ACTGCGCTTTTGCCCTCCACCACGAGGTGGCGTGC	Upstream_CTCF	40
chr19	19256946	19257096	id-48778	7.27e-11	+	TGCGCAGTACCAGGGATGGCCACCAGGGGTCAGCA	Upstream_CTCF	40
chr19	19285955	19286105	id-48779	3.11e-10	-	GGCGCCCCGCCCACTCTAGCCGCCAGGGGGCGCAA	V_CTCF_BR	40
chr19	19296838	19296988	id-48780	7.8e-08	+	TCCCAACGCTGCATGTCTGCCTGTAGGGGGCGCAG	V_CTCF_BR	40
chr19	19328093	19328243	id-48781	1	+	NA	NONE	30
chr19	19335781	19335931	id-48782	7.46e-06	+	GCGCGCGTGCACAGTGCCGCCGCCAGGGTGCCGCG	UpstreamP1_CTCF	3
chr19	19336017	19336167	id-48783	1.48e-06	-	GAAAGCCCTGGGGGCGCGGCCACCAGGGGACGCAC	V_CTCF_BR	39
chr19	19373582	19373732	id-48784	3.09e-06	+	GGCGCAATCCCGGCGTCTGCCTGCAAGGGGAGGAG	Upstream_CTCF	2
chr19	19383937	19384087	id-48785	2.27e-06	+	AGCGCCGCGATCTTGCCGGCCAGCGGCGGGATGTC	V_CTCF_BR	9
chr19	19408680	19408830	id-48786	2.02e-06	-	GTGTACGGTCCGAGAGGCGCCAGTAGGTGCGGAAC	UpstreamP1_CTCF	1
chr19	19426377	19426527	id-48787	1.26e-07	-	GAAGCAGAGAAAGGCCTGCCCAGCAGAGGGCAGGA	V_CTCF_BR	25
chr19	19431559	19431709	id-48788	8.71e-06	-	CCACAACAACAAGCCGCCGCCACAGGGAGGCGGAA	V_CTCF_BR	38
chr19	19432189	19432339	id-48789	8.46e-07	-	TGTGATGTCCCCATCGCCACCAACAGGTGGGATCC	Upstream_CTCF	19
chr19	19453641	19453791	id-48790	4.31e-07	-	TAGCGTCTGGCCAGGCCGTCCGCCAGGGGTCGCTG	V_CTCF_BR	40
chr19	19471967	19472117	id-48791	8.86e-10	-	GCAGCACTATTCACAGTCGCCACAAGGGGGAAGCA	Upstream_CTCF	40
chr19	19477766	19477916	id-48792	4.7e-08	+	TGGCCTGCTCTGGCCTTGGCCACCAGGGGGCATGG	V_CTCF_BR	39
chr19	19496142	19496292	id-48793	1.82e-06	+	CTGCCCAGCCAGTTGCCGGCCGCCGGGTGGCCCAG	UpstreamP1_CTCF	21
chr19	19497506	19497656	id-48794	9.41e-05	+	CCCGCCTCTCTGAGGACCCCTGCCGGAGGGAACCC	V_CTCF_BR	40
chr19	19500308	19500458	id-48795	1.92e-06	-	CTGGACTTGACTTAGCCCAGCAGCAGAGGGCCCAG	UpstreamP1_CTCF	6
chr19	19511041	19511191	id-48796	2.27e-05	+	TCTGGAAAGAGCCTGCCTAACTGCAGATGGAGCCT	V_CTCF_BR	11
chr19	19512524	19512674	id-48797	1	+	NA	NONE	28
chr19	19516192	19516342	id-48798	8.61e-08	+	GTTGGCCACGACCCTTCGGCCTGCGGAGGGCGCTG	V_CTCF_BR	38
chr19	19517855	19518005	id-48799	2.27e-06	-	AGTTTCTGTGCTGCCACAGCCAGGAGGTGTCACTG	V_CTCF_BR	40
chr19	19521846	19521996	id-48800	1	+	NA	NONE	6
chr19	19543672	19543822	id-48801	9.31e-05	+	CCAGTAGAGGACAGTGTGGCCAGTGGAGGTGTGAG	Upstream_CTCF	0
chr19	19586794	19586944	id-48802	2.04e-05	-	ATCCGAGTCCCCTCCATGACCAGAGGAGGGCGTCT	V_CTCF_BR	40
chr19	19593668	19593818	id-48803	1	+	NA	NONE	2
chr19	19601296	19601446	id-48804	5.51e-07	-	CAGCCAAGGACAGACACGTCCTCTAGGTGGCACTG	V_CTCF_BR	40
chr19	19604735	19604885	id-48805	2.27e-06	+	CCACCATCAGCCATTCTGTCCCCTAGAGGGCACAG	V_CTCF_BR	12
chr19	19611991	19612141	id-48806	5.01e-06	+	AGAACTGCATGACAACCAACCAGAAGAAGGCGCTC	V_CTCF_BR	0
chr19	19626489	19626639	id-48807	3.31e-06	+	TAGCAAGGGATACCCATCACCACCAGGGAGCAGAA	UpstreamP1_CTCF	38
chr19	19634965	19635115	id-48808	4.5e-05	-	GGGCTCTTCCTCCTCGCCAACCACAGGGGGGCCAA	UpstreamP1_CTCF	3
chr19	19636177	19636327	id-48809	3.97e-07	-	GTCAACACCCAGGAAATGACCAGCAGGTGGAAGGC	V_CTCF_BR	4
chr19	19641342	19641492	id-48810	3.91e-06	+	GGGGCAGCAGTCAGAGCTGTCACAAGATGGAGGTG	Upstream_CTCF	25
chr19	19643125	19643275	id-48811	6.51e-11	+	GCGGCCAGCGCATCTTCTGCCACCAGAGGGCGCCC	V_CTCF_BR	40
chr19	19651943	19652093	id-48812	1.31e-05	-	GGCCGCACGCACTTCTGCGCCTCCAGAGGACGCCC	V_CTCF_BR	9
chr19	19663651	19663801	id-48813	2.37e-09	-	GCTGCAGCTCCCCCTTTGGCCACCAGGCGTTGTCC	Upstream_CTCF	40
chr19	19665284	19665434	id-48814	3.55e-08	-	CTGCCCCTTCTCTACTGGGCCGCCAGGGGGCGATC	UpstreamP1_CTCF	40
chr19	19673959	19674109	id-48815	8.71e-06	-	GGAGGACATGGTGTCCTTCCCTCGAGAGGGAGGGG	V_CTCF_BR	28
chr19	19676165	19676315	id-48816	1.69e-05	+	CAGCGCCTCTGGCTGCCATGCAGCAGGCGGCAGGT	UpstreamP1_CTCF	2
chr19	19706439	19706589	id-48817	6.19e-06	+	TGGCACTGGGTGTTGGAGACCAACAGGGGGCATAT	UpstreamP1_CTCF	12
chr19	19739027	19739177	id-48818	9.55e-09	+	GGAGCCCTGCCCCGCCCCGCCACCTGGGGGAGCCC	V_CTCF_BR	5
chr19	19740623	19740773	id-48819	2.18e-07	+	CTCCTGGCGGGGTGTTTGGCCACTAGGTGGTGGGA	V_CTCF_BR	34
chr19	19748850	19749000	id-48820	1.48e-06	+	CGCGTGTGGGCGAGAGTGGAGGGCAGGGGGCGCCA	V_CTCF_BR	4
chr19	19754756	19754906	id-48821	1.22e-08	-	CGGACAGAATATCAGGCCTCCACCAGGGGGCGCCA	V_CTCF_BR	40
chr19	19774226	19774376	id-48822	3.63e-06	-	TGGCTGCCGTGTGGCCGTACCGGCGGTTGGCGCTG	V_CTCF_BR	27
chr19	19843464	19843614	id-48823	7.73e-06	+	GGCTGCGGGCGCAGAGCTGCCCATAGAGGGCTCCA	V_CTCF_BR	38
chr19	19856905	19857055	id-48824	1.85e-05	-	CCTGTTCACCCCTCTCCTGACACTGGGTGTCAGGA	Upstream_CTCF	3
chr19	19857483	19857633	id-48825	2.2e-07	-	CGGCTAGGAGCACAGTCAGCCACCAGGAGGCAGGA	UpstreamP1_CTCF	5
chr19	19869083	19869233	id-48826	1.21e-06	+	CTGCACTGGCAGCTGGAAGGCCCCTGGTGGTGGCA	UpstreamP1_CTCF	6
chr19	19887376	19887526	id-48827	1	+	NA	NONE	24
chr19	20041338	20041488	id-48828	1.64e-09	-	CTGTTATGCCCAGACAAGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	30
chr19	20070123	20070273	id-48829	1.64e-09	-	CTGTTATGCCCAGACAAGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr19	20108600	20108750	id-48830	2.44e-10	+	GCTGCAGTGCCAGTGATGGCCTCTAGGTGGTGAGA	Upstream_CTCF	40
chr19	20163010	20163160	id-48831	2.37e-05	+	GGAGCAGTTCGCAGCACTAGAGGAAGGGGCAGGGC	Upstream_CTCF	23
chr19	20189013	20189163	id-48832	3.09e-05	-	GCGCTGTTGCCATCTTATGGCTGAAGGGGACTGAG	UpstreamP1_CTCF	24
chr19	20348554	20348704	id-48833	8.23e-05	-	CACCACCACTCCAGCCTGGGCGACAGAGGGAGACT	UpstreamP1_CTCF	29
chr19	20357919	20358069	id-48834	3.4e-06	+	TAGAGGCAGTGTGGAAGCCCCAGAAGATGGCAGTC	V_CTCF_BR	36
chr19	20389297	20389447	id-48835	4.34e-07	-	ATGTAATGCACCACCCTGTCTACTAGGTGGTGATG	UpstreamP1_CTCF	7
chr19	20471236	20471386	id-48836	1.39e-07	-	TTTCTCACCCCTGAGGCCACCACAAGGGGGCAGGG	V_CTCF_BR	14
chr19	20740948	20741098	id-48837	1.1e-06	+	GAGAATCGCTTGAACCAGGGCAGCAGAGGGCAGCA	V_CTCF_BR	11
chr19	20748181	20748331	id-48838	5.93e-06	+	TACGCAGGGAAGACACAGGACGCCAGGGGGCCCGG	Upstream_CTCF	35
chr19	20934525	20934675	id-48839	1.24e-05	-	GTTACTTGGGATTTACTATCCAACAGGGGGAGCAC	V_CTCF_BR	1
chr19	21147784	21147934	id-48840	2.47e-07	-	TTGAAGTCCTTGCCATCTTCCAGCAGGCGGCGGTA	UpstreamP1_CTCF	13
chr19	21190966	21191116	id-48841	8.52e-08	+	CTGTTACGCCCAGACAGGGCCACTAGTGGGCTCCC	UpstreamP1_CTCF	39
chr19	21279042	21279192	id-48842	1	+	NA	NONE	2
chr19	21385796	21385946	id-48843	2.02e-06	+	TTGTAATAGCACAGAATTGTCACTAGACGGCGCAA	UpstreamP1_CTCF	37
chr19	21392769	21392919	id-48844	1	+	NA	NONE	0
chr19	21439668	21439818	id-48845	2.81e-05	-	TTCCTTGGAAGCATTCCTCCCTCATGGGGGCAGTG	V_CTCF_BR	32
chr19	21518757	21518907	id-48846	7.1e-07	+	CTGCTACTGCATCCTGTCTCCATTAGATGGAGCTG	UpstreamP1_CTCF	12
chr19	21542109	21542259	id-48847	1.06e-05	-	GCTGCGGGTGCAGAGATTCCCCAGAGAGGGCTCCA	Upstream_CTCF	14
chr19	21617864	21618014	id-48848	1.09e-06	-	CTGTAATACACTGCAGAGGGCACCAAAAGGCAGGA	UpstreamP1_CTCF	2
chr19	21640734	21640884	id-48849	1.04e-05	-	TGAGAGTCTGATGATCAGCCCAGCAGAGGTCACTA	V_CTCF_BR	3
chr19	21651724	21651874	id-48850	1	+	NA	NONE	16
chr19	21665686	21665836	id-48851	2.6e-07	-	GGCCTGTACTGCTAGCCGGCCGCTAGGAGGCGCCA	V_CTCF_BR	37
chr19	21666815	21666965	id-48852	7.58e-10	+	GCGGCAGTACCGCTTAGGTCCAGCAGAGGGTGCGA	Upstream_CTCF	39
chr19	21688224	21688374	id-48853	1	+	NA	NONE	11
chr19	21688659	21688809	id-48854	3.65e-05	+	CGGCTTCAGTCCCCTTCAGCCATAAGATGGCGACT	UpstreamP1_CTCF	23
chr19	21861127	21861277	id-48855	7.84e-05	-	GCCTGGGCCCCTCTGTCCTCTCCGAGGTGGCAGTG	V_CTCF_BR	0
chr19	21872020	21872170	id-48856	4.24e-07	+	CCAGCTATGCTAAGGCTGGCCAGAAGGGGCACAAG	Upstream_CTCF	2
chr19	21881134	21881284	id-48857	1.09e-06	-	TTGTAATACTGGTTTGCCTCCACTAGATGTTGCTG	UpstreamP1_CTCF	36
chr19	21949923	21950073	id-48858	1.28e-06	+	CGCTGCGGGTGCAGAGCTGCCAAGAGAGGGCTCCA	V_CTCF_BR	15
chr19	21973922	21974072	id-48859	8.59e-05	-	GACCTTATTCCAAAAAGGTCCGGAAGATGGCGACT	V_CTCF_BR	2
chr19	22063676	22063826	id-48860	2.78e-09	-	CTGTTATGCCTGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	28
chr19	22072965	22073115	id-48861	8.17e-10	-	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	33
chr19	22095584	22095734	id-48862	7.6e-05	-	GTGCATGACTCAGATATGTCCCCTAGTGGTGAAAG	UpstreamP1_CTCF	11
chr19	22702505	22702655	id-48863	6.04e-09	+	CATGCAAGGCCGCGGCTGACCACCGGGAGGCAGCA	Upstream_CTCF	5
chr19	22728675	22728825	id-48864	1.55e-08	-	CCGACATGGCCCATTTTGACCACCAGGTGGCAGAC	V_CTCF_BR	36
chr19	22784379	22784529	id-48865	2.68e-05	-	AGCTCAGTTCCACTACTGCCCGGCAGGGGAGTTCT	Upstream_CTCF	2
chr19	22799080	22799230	id-48866	6.04e-09	-	CATGCAAGGCCGCGGCTGACCACCGGGAGGCAGCA	Upstream_CTCF	6
chr19	22806019	22806169	id-48867	1.03e-05	-	CTGCAGGGCCGCCCCTCCACCGCCCGCTGGTCCCT	UpstreamP1_CTCF	3
chr19	23065731	23065881	id-48868	2.96e-05	-	CGAAGAGAATTTCTATTTTTCACTAGGTGGCACTG	V_CTCF_BR	28
chr19	23077012	23077162	id-48869	4.55e-09	+	GCAGCAGCACCGCATGTGTCCAGCAGAGGGTGAGA	Upstream_CTCF	5
chr19	23253150	23253300	id-48870	3.86e-08	-	GCTGCAGAACCGCTAAGATCCAGTAGAGGGTGCGA	Upstream_CTCF	36
chr19	23276763	23276913	id-48871	4.14e-06	+	GGGTCAGAACTGCTTAGATCCAGCAGAGGGTGCGA	V_CTCF_BR	3
chr19	23456329	23456479	id-48872	1	+	NA	NONE	14
chr19	23464579	23464729	id-48873	3.45e-05	-	AGCTTGCCATGTCTAAGGTCGACCAGATGGCTCTC	V_CTCF_BR	1
chr19	23466848	23466998	id-48874	2.2e-09	-	GCAGCAGTACCATTCAGGTCCAGCAGAGGGATGCG	Upstream_CTCF	40
chr19	23469413	23469563	id-48875	4.96e-08	-	GTGGCAGTACCCTTCAGGTCCAGTAGAGGGATGTG	Upstream_CTCF	37
chr19	23488487	23488637	id-48876	1.06e-05	-	CATGAGCTATTCTCATGCACCACTGGGGGCCAGTC	Upstream_CTCF	15
chr19	23528791	23528941	id-48877	1.46e-07	-	TGTTCAGTTTCTGCCACTTCCTGAAGGGGGCACTG	Upstream_CTCF	17
chr19	23575882	23576032	id-48878	7.31e-05	+	TTTTTCTGCCCCCTAAAGGAATCCAGGAGGCAGAA	UpstreamP1_CTCF	3
chr19	23586598	23586748	id-48879	6.98e-07	+	TCTTGGGGCAGCTCTCTGGCCACTAGAGGCAGGCC	V_CTCF_BR	15
chr19	23603724	23603874	id-48880	1	+	NA	NONE	3
chr19	23619254	23619404	id-48881	2.81e-08	-	GTGGCAGTACCGTTCAGGTCCAGCAGAGGGATGCA	Upstream_CTCF	38
chr19	23619875	23620025	id-48882	1.09e-07	+	GAGGTAGTACCATTCAAGTCCAGCAGAGGGATGCC	Upstream_CTCF	37
chr19	23620776	23620926	id-48883	1.46e-08	-	GCAGCAGTCCCATTCAGCTCCAGCAGAGGGATGCA	Upstream_CTCF	19
chr19	23622548	23622698	id-48884	2.18e-07	-	GTGGCAGTACCGTTCAGGTCCAGCAGGAGGATACA	Upstream_CTCF	40
chr19	23623125	23623275	id-48885	7.16e-08	-	GAGGTAGTACCATTCAGGTCCAGCAGAGGGATGCG	Upstream_CTCF	39
chr19	23623713	23623863	id-48886	9.78e-09	-	GCGGTAGTACCACACAGGTCCAGCAGAGGGATGCA	Upstream_CTCF	40
chr19	23869483	23869633	id-48887	9.41e-05	+	CGCTGCGGGTACAGAGCTGCCCAGAGAGGGCTACA	V_CTCF_BR	31
chr19	23940992	23941142	id-48888	4.14e-05	-	GTGTAATTACAGACATTTGCCACCACGCCCGGCTA	UpstreamP1_CTCF	24
chr19	23946002	23946152	id-48889	1.04e-07	+	CCGTCCCAGGCCCCTCTGGCCGCAAGATGGCGGCT	V_CTCF_BR	5
chr19	24000436	24000586	id-48890	2.62e-07	-	TTGCACCACGAGCTTTGCGCCACTAGATGGCCCAT	UpstreamP1_CTCF	38
chr19	24006837	24006987	id-48891	2.62e-07	-	TTGCACCAGGAGCCTTGTGCCACTAGATGGCCACC	UpstreamP1_CTCF	25
chr19	24038601	24038751	id-48892	1.03e-06	+	TTGTAGTTTGGTCCCAGAGCCATTAGGTGGCTCCG	UpstreamP1_CTCF	13
chr19	24050807	24050957	id-48893	3.48e-06	+	TTGTTATCCTAAAAATAGTCCAGAAGATGGCGACT	UpstreamP1_CTCF	9
chr19	24140741	24140891	id-48894	4.01e-05	-	ATGACCCGAATCCAAATAGCCACCTGGTGGATGTT	V_CTCF_BR	6
chr19	24179473	24179623	id-48895	5.97e-08	-	GTGGCAGTACCATTTATGTCCAGGAGAGGGATGCA	Upstream_CTCF	40
chr19	24183621	24183771	id-48896	1	+	NA	NONE	21
chr19	24184054	24184204	id-48897	1	+	NA	NONE	33
chr19	24184925	24185075	id-48898	1	+	NA	NONE	5
chr19	24213152	24213302	id-48899	1	+	NA	NONE	5
chr19	24216486	24216636	id-48900	1.04e-07	+	CAGCCCCAGGCCCCTCTGGCCGCAAGATGGCGGCT	V_CTCF_BR	32
chr19	24217021	24217171	id-48901	1	+	NA	NONE	4
chr19	24231238	24231388	id-48902	6.21e-06	+	AGTGCAGTACCGCTTAGGTCCACCAGAAAAGCTCA	Upstream_CTCF	24
chr19	24258522	24258672	id-48903	1	+	NA	NONE	2
chr19	24270274	24270424	id-48904	1.54e-05	-	CAGCTGCCCAGAGAGGGCTCCAGGACAGGGCACAG	UpstreamP1_CTCF	24
chr19	24342651	24342801	id-48905	7.49e-07	-	TTGCTATGTGACCAGGCTTCCACTAGATGGGGATG	UpstreamP1_CTCF	40
chr19	24526129	24526279	id-48906	1	+	NA	NONE	0
chr19	27731977	27732127	id-48907	1	+	NA	NONE	0
chr19	27732336	27732486	id-48908	1	+	NA	NONE	0
chr19	27732656	27732806	id-48909	1	+	NA	NONE	0
chr19	27733171	27733321	id-48910	1	+	NA	NONE	0
chr19	27733839	27733989	id-48911	1	+	NA	NONE	0
chr19	27734162	27734312	id-48912	1	+	NA	NONE	0
chr19	27734355	27734505	id-48913	1	+	NA	NONE	0
chr19	27735174	27735324	id-48914	1	+	NA	NONE	0
chr19	27736469	27736619	id-48915	1	+	NA	NONE	0
chr19	27736722	27736872	id-48916	1	+	NA	NONE	0
chr19	27737191	27737341	id-48917	1	+	NA	NONE	0
chr19	27737544	27737694	id-48918	1	+	NA	NONE	0
chr19	27737892	27738042	id-48919	1	+	NA	NONE	0
chr19	27738124	27738274	id-48920	1	+	NA	NONE	0
chr19	27738423	27738573	id-48921	1	+	NA	NONE	0
chr19	27738854	27739004	id-48922	1	+	NA	NONE	0
chr19	27739259	27739409	id-48923	1	+	NA	NONE	0
chr19	27739693	27739843	id-48924	1	+	NA	NONE	0
chr19	27756709	27756859	id-48925	1	+	NA	NONE	0
chr19	27757196	27757346	id-48926	1	+	NA	NONE	0
chr19	27797645	27797795	id-48927	1	+	NA	NONE	0
chr19	27870361	27870511	id-48928	7.78e-06	-	TATGAAGATATTTCCTTTTCCACTAGAGGCCGCAA	Upstream_CTCF	0
chr19	27967074	27967224	id-48929	1	+	NA	NONE	0
chr19	28238023	28238173	id-48930	2.11e-08	-	GTGCCGCTCCCTCCTCCCGCCACCGGGTGGCTGCT	UpstreamP1_CTCF	32
chr19	28265389	28265539	id-48931	7.97e-09	+	GCGGCAGTACCGTTCAGGTCCAGCAGAGGGATGTG	Upstream_CTCF	40
chr19	28265894	28266044	id-48932	7.44e-09	+	CCGGTAATACCGTTCAGGTCCAGCAGAGGGAGGTA	Upstream_CTCF	39
chr19	28266474	28266624	id-48933	1.46e-07	+	GCATCAGTACCATTCAGGTCCAGCAGAGGGATGTG	Upstream_CTCF	33
chr19	28266996	28267146	id-48934	3.67e-09	+	GCAGCAGTACCATTCAGGTCCAGCAGAGGGATCGG	Upstream_CTCF	40
chr19	28268754	28268904	id-48935	2.97e-06	+	GTGACAGTACCATTCAGGTCCAGCAGAGGGATGCA	V_CTCF_BR	38
chr19	28284685	28284835	id-48936	1	+	NA	NONE	24
chr19	28293369	28293519	id-48937	1.21e-09	-	CTGTTATGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	38
chr19	28296840	28296990	id-48938	2.96e-05	-	GTCAGGCGTTCCTCAGCAACCAGATGCGGGATGCC	V_CTCF_BR	0
chr19	28297512	28297662	id-48939	6.98e-07	+	GGACGCAGGCATGGCATGACCGGCAGGAGGCGGAG	V_CTCF_BR	0
chr19	28331444	28331594	id-48940	7.46e-06	-	ATGTTTTCAATAACAGTGACCTCTAGGTGACACCA	UpstreamP1_CTCF	3
chr19	28386497	28386647	id-48941	9.11e-08	+	TCTGCAGCTCCGACCTTGCCCACTACGTGGGGCTG	Upstream_CTCF	5
chr19	28400498	28400648	id-48942	1.26e-07	-	AGCGCGGCAGAGGGCGCCGACTCAAGAGGGCGCCC	V_CTCF_BR	2
chr19	28431457	28431607	id-48943	1	+	NA	NONE	4
chr19	28457380	28457530	id-48944	2.62e-07	+	CAGCATTGATGGCCTTTACCCACTAGATGTCAGTA	UpstreamP1_CTCF	39
chr19	28461932	28462082	id-48945	1	+	NA	NONE	6
chr19	28465005	28465155	id-48946	3.12e-08	+	ATGCTGCTCTGCACAGCGGCCACTGGGAGGCTCTC	UpstreamP1_CTCF	36
chr19	28503370	28503520	id-48947	7.44e-06	+	CAGGCCTTTCCCTGATCCTCCAGGTGGGGTCGCTC	Upstream_CTCF	15
chr19	28586905	28587055	id-48948	1	+	NA	NONE	3
chr19	28699903	28700053	id-48949	1	+	NA	NONE	2
chr19	28708039	28708189	id-48950	1.08e-05	-	TGGAAATTCAGTAGTGTCAGAACCAGGGGGCACCA	UpstreamP1_CTCF	7
chr19	28730323	28730473	id-48951	9.55e-09	+	AGGCCCAGGACCTCAGCCACCACCAGAGGGCAGGA	V_CTCF_BR	30
chr19	28733352	28733502	id-48952	1	+	NA	NONE	38
chr19	28734704	28734854	id-48953	1.74e-07	-	TCTGCATTGTTCCCACCATCCACTTGGGGCCACCC	Upstream_CTCF	2
chr19	28780814	28780964	id-48954	2.96e-05	-	CCTAGTCGCTGGGGTCTCTCCAGCAGAGGACGGTG	V_CTCF_BR	7
chr19	28815321	28815471	id-48955	1.92e-05	-	GGTCAGTTGTGCCTGAATTCCAATAGGGGGAGCGT	UpstreamP1_CTCF	22
chr19	28816363	28816513	id-48956	1.1e-06	-	TGGTTATTTTCCTGCTTGGCCACTTGATGGCACTG	V_CTCF_BR	40
chr19	28849760	28849910	id-48957	4.17e-05	-	GCTGCAGCATTTTACATTCCCACCAGCAGTGTATG	Upstream_CTCF	2
chr19	28865984	28866134	id-48958	9.84e-05	-	TGAAACCTCTGAGTCACTGGCACTAGGAGGTGGTG	V_CTCF_BR	1
chr19	28895397	28895547	id-48959	1	+	NA	NONE	5
chr19	28896681	28896831	id-48960	1.31e-05	-	TGCTAATGCCCCTCAGGCTACGCCGGAGGGCGCCG	V_CTCF_BR	5
chr19	28957140	28957290	id-48961	1.41e-06	+	GACTCAGGGCCACTGCATTCCACCAGGGGGTGCTG	Upstream_CTCF	38
chr19	28959792	28959942	id-48962	8.99e-05	+	GTGGGGGCTCTTGGTCTGCAGAGCTGGTGGCAGCA	V_CTCF_BR	3
chr19	28980159	28980309	id-48963	3.09e-07	+	AGACAGGGACAGAAGGCAGCCAGCGGAGGGCAGGC	V_CTCF_BR	3
chr19	28989736	28989886	id-48964	1	+	NA	NONE	1
chr19	28990149	28990299	id-48965	9.25e-06	-	CAGCTTGGAGAGTGGACCGCCAGTAGGGGCTGGAG	V_CTCF_BR	2
chr19	29021433	29021583	id-48966	1.99e-07	+	GACCCATGTCCCAGATTGACCACCAGAGGGTACAC	V_CTCF_BR	4
chr19	29051807	29051957	id-48967	1	+	NA	NONE	6
chr19	29085033	29085183	id-48968	8.97e-05	-	CTTTCAATTCTAGAGGTGGGAGTCAGGGGACGCTG	Upstream_CTCF	0
chr19	29089881	29090031	id-48969	1.04e-06	+	AATGCAAAAGTCCACCCCACCCCCAGGGGGTAGCA	Upstream_CTCF	0
chr19	29102582	29102732	id-48970	2.91e-05	-	CTTGCCTAGCATTGTGCTGCCGGCAGGTGACACTG	Upstream_CTCF	8
chr19	29124752	29124902	id-48971	3.01e-11	-	GTGCAGTTCAACCTGCAGGCCAGTAGATGGCGCTG	UpstreamP1_CTCF	40
chr19	29132413	29132563	id-48972	8.33e-05	+	GCCTAACTTCCAGGCCCAGACCTCAGGGGGAGCCA	Upstream_CTCF	11
chr19	29149231	29149381	id-48973	1	+	NA	NONE	2
chr19	29185857	29186007	id-48974	1	+	NA	NONE	10
chr19	29196055	29196205	id-48975	1	+	NA	NONE	34
chr19	29201333	29201483	id-48976	8.21e-06	-	ACATGCGACACTTATCTTTCCACTAGATGGTGCTG	V_CTCF_BR	38
chr19	29218590	29218740	id-48977	2.18e-07	-	GAGAGCAGCGGTCCGCCTGCCGGGAGGGGGCGCTT	V_CTCF_BR	23
chr19	29222598	29222748	id-48978	1	+	NA	NONE	7
chr19	29228048	29228198	id-48979	5.01e-06	+	AAATCTTGGCATGTATTTTCCACTAGAGGGCAGCT	V_CTCF_BR	36
chr19	29311317	29311467	id-48980	1	+	NA	NONE	2
chr19	29347212	29347362	id-48981	1	+	NA	NONE	10
chr19	29353240	29353390	id-48982	1	+	NA	NONE	1
chr19	29370197	29370347	id-48983	6.43e-06	-	ATGACTATAGCTCAAAAGCCCACCAGGGGGCGATG	V_CTCF_BR	38
chr19	29407217	29407367	id-48984	1.22e-07	-	GATGCAGCATCAAGAACAGGCCCCAGGGGGTGCTG	Upstream_CTCF	2
chr19	29420513	29420663	id-48985	2.72e-05	+	AAGCAATTCCCCTGCCTCACCGTGGGGTGGTGGAA	UpstreamP1_CTCF	11
chr19	29434680	29434830	id-48986	2e-06	+	GGGGCCTTGCCCTGATCCTCCAGCTGGGGTCGCTC	Upstream_CTCF	14
chr19	29468859	29469009	id-48987	3.2e-08	+	GCTGCAGTCAGCTCAGTGCCCACCAGGAGGACCGC	Upstream_CTCF	22
chr19	29471250	29471400	id-48988	5.93e-06	-	GAGGCAAGAATGAACTTGGCCACTGGAGGACAGTG	Upstream_CTCF	27
chr19	29506083	29506233	id-48989	1	+	NA	NONE	11
chr19	29547188	29547338	id-48990	4.21e-05	-	GGCAGAGTCTACCTGTTTGTGGCCAGGTGGCGCTC	V_CTCF_BR	6
chr19	29569275	29569425	id-48991	2.1e-05	-	GAGCCTTATAGCCCTGAGCCCTGTAGGGGGCCCCT	UpstreamP1_CTCF	0
chr19	29575309	29575459	id-48992	1.75e-07	+	ATGCACTGCAAGCTTCTCGCCAGCAGGGGCTGTGT	UpstreamP1_CTCF	27
chr19	29610605	29610755	id-48993	3.65e-07	+	GCCCTCTTTTTCCTTCTGACCACCGGAGGGCAGAA	V_CTCF_BR	24
chr19	29612766	29612916	id-48994	1.41e-09	-	CCTGCAGTGAGCCCCTTAGGCAGCAGGGGGCAGCC	Upstream_CTCF	33
chr19	29692873	29693023	id-48995	2.72e-05	+	TAGTAATTCTTCAAAGCTAACAGGAGGGGGACACT	UpstreamP1_CTCF	11
chr19	29704108	29704258	id-48996	1	+	NA	NONE	13
chr19	29738082	29738232	id-48997	2.1e-05	-	GGGCACTGCCCCTCAGCAAAGGACAGGTGGAAGGG	UpstreamP1_CTCF	8
chr19	29750216	29750366	id-48998	8.21e-06	-	TTCTTAGCCCCTTCTCCCTCCACTAGGAGGAGCCA	V_CTCF_BR	34
chr19	29751519	29751669	id-48999	1.09e-07	-	GTGTTATTATTACCCCCAACCAGCAGGGGGGGACA	UpstreamP1_CTCF	37
chr19	29754467	29754617	id-49000	3.56e-06	-	ACCTGAATTCCACTTTCAGCCAGCAGGGGGTGTCT	Upstream_CTCF	40
chr19	29769760	29769910	id-49001	6.37e-07	+	TGGCATTCCCCAAGCACCACCAGCAGCGGGCTGAC	UpstreamP1_CTCF	1
chr19	29776909	29777059	id-49002	6.43e-06	-	CCCTAGTGGAGTGGTCCTGCCTGGAGTGGGTGGTC	V_CTCF_BR	18
chr19	29781904	29782054	id-49003	5.52e-05	-	CTCAAGGATGAACCCTCTACCAGCAGGGGATGCTG	UpstreamP1_CTCF	10
chr19	29884934	29885084	id-49004	1	+	NA	NONE	9
chr19	29906573	29906723	id-49005	1.38e-07	+	CCAGCAGTTGCAGGAGAAACCAGAAGGAGGTGCTG	Upstream_CTCF	8
chr19	29908083	29908233	id-49006	1.04e-05	-	CCCACTCCCTCTGCAAGCGCCCCTAGAGGGCTGCT	V_CTCF_BR	5
chr19	29944623	29944773	id-49007	4.01e-05	-	TGATCAATACCTTTGTCAGCCACATGGAGTCACTA	Upstream_CTCF	7
chr19	29958842	29958992	id-49008	1.38e-06	+	GCACCTTTAGCTCTCCATACCAGCAGGTGGCTCCA	V_CTCF_BR	37
chr19	29969656	29969806	id-49009	3.36e-07	-	CTGGCACAGGTCTCGCTGGCCCCTAGAGGGAGCTC	V_CTCF_BR	28
chr19	30015225	30015375	id-49010	9.84e-06	-	TTGCTGTCCTCAGCTTCTGAAGGGAGAGGGCAGAC	UpstreamP1_CTCF	1
chr19	30017182	30017332	id-49011	4.34e-05	+	ACTGACCGATCGCCAGCAGCCTCCCGGTGGGACCG	Upstream_CTCF	2
chr19	30018336	30018486	id-49012	7.17e-05	+	GCTTCACTCGCGCAGGGCGCCGCCCTGTGGCGCAG	Upstream_CTCF	15
chr19	30019330	30019480	id-49013	5.28e-08	-	GCTGCGGGACCCGAGGCGGCCAGAAGGGGTCTCCC	Upstream_CTCF	38
chr19	30019990	30020140	id-49014	5.26e-07	+	GCAGTACTTCCCGAAGTCCCCACCGGGGCGCAGGG	Upstream_CTCF	12
chr19	30067066	30067216	id-49015	1.31e-05	-	AGCCCATCTCTCCCAGGCACCGCCTGCTGGAGCTG	V_CTCF_BR	9
chr19	30081304	30081454	id-49016	1.48e-06	-	GCGCTGCTTCAGGCCCCAGGCAGCAGGGAGCACTC	UpstreamP1_CTCF	6
chr19	30088287	30088437	id-49017	1	+	NA	NONE	38
chr19	30101594	30101744	id-49018	7.42e-09	+	GGGGCCTCTCTGTCGTCTGCCACAAGAGGGCAGCC	V_CTCF_BR	40
chr19	30112786	30112936	id-49019	1.82e-06	-	ATGCAAGGCAGTGTTCTCCCCTGCAGGGGGCTTAC	UpstreamP1_CTCF	6
chr19	30115526	30115676	id-49020	1	+	NA	NONE	16
chr19	30156000	30156150	id-49021	9.84e-05	-	CCCTGGCCTTGGGCAGGGGTGGGGTGGGGGCGCCC	V_CTCF_BR	8
chr19	30158887	30159037	id-49022	6.82e-05	+	GGCTTCATGGCTTCTGCAGCCACACGGGGGCTCTC	V_CTCF_BR	7
chr19	30160014	30160164	id-49023	2.74e-08	-	CAATCCACCCTGGACCCGTCCAGCAGAGGGCAGAG	V_CTCF_BR	39
chr19	30162624	30162774	id-49024	1.37e-08	-	GCTGCAGTTCTGAGCCTGGCCACCAGTAGAAAGCC	Upstream_CTCF	38
chr19	30168025	30168175	id-49025	4.02e-07	-	GCAGCAGTTCTGTTCCAGCCCTGCAGGGGAGAGGG	Upstream_CTCF	14
chr19	30181971	30182121	id-49026	2.97e-06	-	AGTGTCCTCATAAGAAGAGACACCAGAGGGCTCTG	V_CTCF_BR	40
chr19	30185602	30185752	id-49027	9.11e-08	+	AAGGCCTTGCCTGGCTGGCCCACCAGAGGGCGCCT	Upstream_CTCF	40
chr19	30207553	30207703	id-49028	3.09e-07	-	AGGCCAGTTCTGCAATGTGCCGCCAGAGGGAGCTG	V_CTCF_BR	40
chr19	30215003	30215153	id-49029	7.73e-06	+	AGGTGCTTTGCTGGAGGAGCTGCCAGGGGGAGCTG	V_CTCF_BR	15
chr19	30221472	30221622	id-49030	1.24e-05	+	TGGACATGAAGCAAAGCTAACACTAGAGGGTGCTA	V_CTCF_BR	40
chr19	30236315	30236465	id-49031	2.23e-06	-	CTGGCTTGCTCTGGGGTGTCCAGCAGAGGGCCAGA	UpstreamP1_CTCF	38
chr19	30251092	30251242	id-49032	2.14e-11	+	GCTGCGTGGCCGCCACTGGCCAGCAGAGGGCGCGG	V_CTCF_BR	40
chr19	30262746	30262896	id-49033	1.04e-07	+	GAGGGATTCCTCCCTGGAGCCTCCAGGGGGAGCAC	V_CTCF_BR	40
chr19	30270949	30271099	id-49034	1.09e-06	+	CCTGTTGTTCTCCACCCAGCAGCCTGGGGGAGCTG	Upstream_CTCF	16
chr19	30277204	30277354	id-49035	9.51e-07	+	GGTGAACAGCTGTGCACATCCAGCAGAGGGTGCTC	V_CTCF_BR	32
chr19	30306348	30306498	id-49036	2.29e-05	-	GTGCTACCTCGAAGACACAGCACATGGTGGCGACC	UpstreamP1_CTCF	1
chr19	30326044	30326194	id-49037	8.98e-06	+	CTGCACCAATCTCCGCTTCCCGCCAGGGAGTGTGA	UpstreamP1_CTCF	5
chr19	30336123	30336273	id-49038	2.67e-06	-	CGCGCTCTATCCCGTTCTGCCTGCCGAGGGCAGGG	Upstream_CTCF	8
chr19	30349019	30349169	id-49039	1.55e-08	+	AGGCCACGCCTCTCAGTGGCCAGCAGGTGGCAGTT	V_CTCF_BR	39
chr19	30351439	30351589	id-49040	1	+	NA	NONE	2
chr19	30363169	30363319	id-49041	2.46e-06	+	GTGCAGCCCCTGCTCCCCGCCCGCGGGTGCCTTCG	UpstreamP1_CTCF	23
chr19	30364509	30364659	id-49042	1.77e-10	-	CGCAGATGCCCGGGCGCCGCCACCAGATGGCAGCA	V_CTCF_BR	40
chr19	30370182	30370332	id-49043	1.56e-06	+	GTTGTAGTCGCCTTTGGCGCCACTGGGGAGAGCCT	Upstream_CTCF	2
chr19	30373400	30373550	id-49044	1.92e-05	-	AGCCTATGCCTGGCTAACACCGGCAGGAGGCAGCT	UpstreamP1_CTCF	6
chr19	30378493	30378643	id-49045	8.21e-06	-	GGCAGCCCCTCTACTGGGGCCTCTGGGAGGCAGTG	V_CTCF_BR	15
chr19	30457878	30458028	id-49046	3.63e-05	-	TATTTATATTGGTGACAGACCACAAGAGGGCATAA	V_CTCF_BR	36
chr19	30479315	30479465	id-49047	1.22e-07	-	AGGCAGCCGTAGGGTGTGACCACCAAGGGGCAGTG	UpstreamP1_CTCF	10
chr19	30492825	30492975	id-49048	1.71e-06	+	CAGAGGTTTGTGAGTATTTCCACCAGGGGGCACGT	V_CTCF_BR	31
chr19	30502062	30502212	id-49049	2.01e-05	-	CAGCTGTGAGCGCCTCCCACCTGTAAATGTCTGCA	UpstreamP1_CTCF	8
chr19	30537442	30537592	id-49050	1.92e-05	+	TTGTAACTAATTTTGCATGCCAGTAGGTAGCAGTG	UpstreamP1_CTCF	40
chr19	30567214	30567364	id-49051	1.39e-07	-	ATACACAGCCCGCTCCTGGCCTGGAGGGGGCTCCC	V_CTCF_BR	9
chr19	30573202	30573352	id-49052	1.39e-05	+	GCATGCCACACCCCCAGGGCCACGTGGGGCAGCAC	V_CTCF_BR	6
chr19	30576513	30576663	id-49053	3.29e-05	+	TGGGCGCCTCCAGTGGTTTTGAACAGGGGGCGCCA	Upstream_CTCF	7
chr19	30605817	30605967	id-49054	5.98e-05	+	CTCCACTTTCACTGCCTTGGCTCTCGGGGGAGCTG	UpstreamP1_CTCF	0
chr19	30616073	30616223	id-49055	6.48e-05	+	ATGCAATGGTGGGGCTTGTCAAAGAGATGTAGGGA	UpstreamP1_CTCF	22
chr19	30623353	30623503	id-49056	3.91e-06	-	TTTGGGTCTCCCTATGTGGCCACCAGGGGGGCTAA	Upstream_CTCF	8
chr19	30701002	30701152	id-49057	6.46e-07	+	AGTCCTAGGACATGGAGTTCCACGAGGGGGCAGCC	V_CTCF_BR	12
chr19	30706017	30706167	id-49058	1	+	NA	NONE	4
chr19	30713413	30713563	id-49059	8.16e-07	+	CATGCAGAGGGCGTCGGCGCCGACAGGGGGAGCCG	V_CTCF_BR	38
chr19	30718620	30718770	id-49060	1.56e-06	+	TGTGCAATTTAGCAGAAATCCGACAGGGGCCGCGT	Upstream_CTCF	39
chr19	30746847	30746997	id-49061	3.84e-06	+	CTGCATCTGCAGACCACTGGGGGCAGCTGGCGGCA	UpstreamP1_CTCF	6
chr19	30765987	30766137	id-49062	9.41e-05	-	GCTCCCCCAGAGGCCATGGTCTCCAGCAGTCAGTG	V_CTCF_BR	6
chr19	30803619	30803769	id-49063	1.73e-06	-	GTGCAATGCACATCCCAGCCCACTAGGCCGCCCGA	UpstreamP1_CTCF	6
chr19	30835811	30835961	id-49064	2.04e-05	-	TGCTATATTAAAAGATAAGCCAGCAGGAGGCAGAA	V_CTCF_BR	8
chr19	30867183	30867333	id-49065	1.41e-06	+	TCGGCTGGCCCTGTTCCACCCCGCAGAGGGCGATG	Upstream_CTCF	1
chr19	30872974	30873124	id-49066	4.94e-06	-	GATGCAGAGCTGTCTCTTTGCAGGCGGGGGCAGCA	Upstream_CTCF	4
chr19	30890850	30891000	id-49067	1	+	NA	NONE	14
chr19	30897541	30897691	id-49068	4.1e-06	-	ACAGTCATTCCACAGACAGTCTCCAGGGGTCACTC	Upstream_CTCF	26
chr19	30928906	30929056	id-49069	4.23e-08	-	TAAAAAAGGAAGCCAGGGGCCAGCAGAGGGCAGGC	V_CTCF_BR	17
chr19	30934889	30935039	id-49070	2.37e-05	+	CCTTCAAGTGCCCGTACTGCGACCACAGGGCGGCG	Upstream_CTCF	0
chr19	30989692	30989842	id-49071	2.55e-06	+	GCTGCAGTCCTCCGGGCACTCTACCGGGGGCGCAA	Upstream_CTCF	8
chr19	31036165	31036315	id-49072	9.29e-06	-	ACTGTATTGTGCATTAGAACCACCAGGGGAGTGTG	Upstream_CTCF	7
chr19	31047118	31047268	id-49073	6.51e-07	-	GCAGCAGGTTGTGAGGCAGCCAGCAGGGGCAGAAC	Upstream_CTCF	8
chr19	31071701	31071851	id-49074	2.53e-05	+	CACTGACATCCTCCATGGATCAGATGGGGGCAGCA	V_CTCF_BR	1
chr19	31136625	31136775	id-49075	4.65e-05	-	CTAGATGGGAAGCTCCCTGCTGCAGGGTGGCGCCA	V_CTCF_BR	2
chr19	31139347	31139497	id-49076	2.44e-07	-	GTTGCTGTCCTGCAGAAGGCCAGTAGCTGGTGCTG	Upstream_CTCF	17
chr19	31141024	31141174	id-49077	6.84e-06	-	TGAAGTATTTTCGCAATGGCCTCTAGGTGCCGCTA	V_CTCF_BR	40
chr19	31155784	31155934	id-49078	2.72e-06	-	TCGCTTTACTCTCATGGAGCCTCTAGGAGGCACTA	UpstreamP1_CTCF	37
chr19	31157331	31157481	id-49079	3.95e-10	+	CTGCACTCACGTCCTTCCACCAGTAGATGGCGGCC	UpstreamP1_CTCF	40
chr19	31160452	31160602	id-49080	1.74e-08	+	TTCGGGAATCCCGAGATGGCCGCAAGAGGGCGCCC	V_CTCF_BR	40
chr19	31173974	31174124	id-49081	2.93e-08	+	GCGCCGTGCCTCCGGCTGCCCTCTAGGTGGCGCGA	UpstreamP1_CTCF	40
chr19	31177153	31177303	id-49082	5.34e-06	+	GGGCCAACTCTGTTTTTTTCCTGAAGGTGGCAGTG	V_CTCF_BR	30
chr19	31180501	31180651	id-49083	1.9e-06	+	CTTGTCATGTTTGGAGTGACCAGCAGGGACCAGGA	Upstream_CTCF	16
chr19	31186207	31186357	id-49084	9.51e-07	+	TCCCTACTGTGTGCAGAGCCCGCCAGAGGGCAGCA	V_CTCF_BR	24
chr19	31187535	31187685	id-49085	1.39e-07	-	TACTCTTCCTGGGGCCTGGCCTCTAGGTGGCTCCC	V_CTCF_BR	38
chr19	31210551	31210701	id-49086	8.71e-06	+	AGCAGAGCAGGGCGCGGCGCCAGGCGGGGGCGCCC	V_CTCF_BR	6
chr19	31225153	31225303	id-49087	5.55e-07	+	CAGGCCCTGTCTGCATCGGACACCAGATGGCCCCC	Upstream_CTCF	15
chr19	31227030	31227180	id-49088	8.13e-06	+	AGAGCACCCCCTCCACTCACCACCAGGGCGTCCTC	Upstream_CTCF	5
chr19	31233565	31233715	id-49089	1	+	NA	NONE	3
chr19	31269130	31269280	id-49090	2.66e-05	-	ATTGAGAAACAGAATCCGAACACTGGAGGGAGCTG	V_CTCF_BR	2
chr19	31275870	31276020	id-49091	3.42e-08	+	GTCTCATTTTCTTCCCCTACCACCAGATGGCGCCC	V_CTCF_BR	39
chr19	31276735	31276885	id-49092	2.96e-05	+	TAAAAGTAGAGAGATTTCTCCAGTTGGTGGCAGAA	V_CTCF_BR	8
chr19	31291158	31291308	id-49093	3.56e-06	+	GCTGCATTGTCTGCCATCACCGCTGGGGGCGTGGT	Upstream_CTCF	39
chr19	31322303	31322453	id-49094	1	+	NA	NONE	3
chr19	31375168	31375318	id-49095	3.09e-06	+	CCTTTATTCTCTGCAGGTACCACTAGAGGTCAGCT	Upstream_CTCF	7
chr19	31386969	31387119	id-49096	1.38e-07	-	CAGCATTTCTGGCCTCAACCCACTAGGTGCCAGTA	UpstreamP1_CTCF	8
chr19	31459231	31459381	id-49097	1.19e-06	+	AAGGACGGCCATCTGGCAACCACCAGAGGCCAGGC	V_CTCF_BR	23
chr19	31493962	31494112	id-49098	6.19e-06	+	CCGATGTAATCTGAGGAAGCCAACAGGGGGTGCTG	UpstreamP1_CTCF	16
chr19	31502754	31502904	id-49099	2.55e-06	+	TGGTCACTGTCTCCCATCACCCCCAGATGGGGCTG	Upstream_CTCF	4
chr19	31545498	31545648	id-49100	7.23e-07	+	TCTGCAGACCTACAGCTAAGCACTTGGGGGCAGTC	Upstream_CTCF	36
chr19	31574534	31574684	id-49101	1	+	NA	NONE	2
chr19	31590835	31590985	id-49102	9.84e-05	-	ACCTGACTTGTGGGGGCAGCCTGGAGCAGGAACAT	V_CTCF_BR	13
chr19	31592036	31592186	id-49103	4.14e-06	+	AAACATTGGGAGCATGCGGCCACAAGAGGCCACCT	V_CTCF_BR	11
chr19	31601365	31601515	id-49104	9.31e-05	+	TGTGTAAGGTTACACCAGAGCTCCTGTGGGAGGCA	Upstream_CTCF	31
chr19	31616482	31616632	id-49105	5.3e-05	+	CTGTCATAACAAATTCCATGCACTTGGTGGCTAGA	UpstreamP1_CTCF	15
chr19	31631692	31631842	id-49106	1	+	NA	NONE	9
chr19	31637805	31637955	id-49107	1.11e-05	-	CATGCAATCCCAGGAATTGCCTGGTGGCGCCTCTC	Upstream_CTCF	2
chr19	31667762	31667912	id-49108	7.15e-05	+	GCAAACAGGGCTCTCATGCCCTGCTGGTGGAAATG	V_CTCF_BR	4
chr19	31676346	31676496	id-49109	8.61e-08	+	CGGCAGGGATGAGGAGGAGCCTGCAGAGGGAGCTC	V_CTCF_BR	22
chr19	31723270	31723420	id-49110	1.18e-05	-	AAGTAATCCTACTTAACCACAGCCAGGTGGAGCTG	UpstreamP1_CTCF	25
chr19	31740241	31740391	id-49111	4.24e-07	+	CAGGCTGCTGCAGTCCTTGGCACTAGAGGGCAGGC	Upstream_CTCF	27
chr19	31804245	31804395	id-49112	1.71e-06	+	CCCCATGCCTGGCTGCTGACCGGGAGCTGGAAGCC	V_CTCF_BR	5
chr19	31805863	31806013	id-49113	1.38e-06	+	TCCCAAGCAGGGAATCCTGCCACCAGGGGTTGCTG	V_CTCF_BR	35
chr19	31820468	31820618	id-49114	5.13e-05	+	GGCTACCAATAAAAATGAACCACTAGATGGCTTTA	V_CTCF_BR	7
chr19	31829082	31829232	id-49115	7.23e-07	+	GCTGCGTCCCTGAGTACTTCCAGTAGGTGGGGGTG	Upstream_CTCF	37
chr19	31848090	31848240	id-49116	1.77e-10	-	GGCCGCCCGCGCTGTCCCGCCTCCAGAGGGCGCTG	V_CTCF_BR	30
chr19	31855994	31856144	id-49117	1	+	NA	NONE	15
chr19	31909108	31909258	id-49118	1	+	NA	NONE	5
chr19	31927560	31927710	id-49119	2.08e-07	-	AGGCACTGAAGTGCAGGCTCCAGCAGGTGGAAGTG	UpstreamP1_CTCF	5
chr19	31939315	31939465	id-49120	2.68e-05	-	TCTGCAGAGCCCTTCACAGCCTGCAGGAACCCTGG	Upstream_CTCF	14
chr19	31950440	31950590	id-49121	1.29e-05	+	GTGTAGTTCCAATAAGGAGCCAGCAGGCTTGAGAC	UpstreamP1_CTCF	21
chr19	31952805	31952955	id-49122	5.28e-05	-	CCATTTGGCATAACCCCTACCACTAGGTGGGGAGA	Upstream_CTCF	24
chr19	31976035	31976185	id-49123	1.38e-06	+	TAGCCCTCTTCTCACAGCTCCACTAGGTGGAGCCC	V_CTCF_BR	25
chr19	32039964	32040114	id-49124	9.55e-09	-	CCTTCCCCTCAAGGGCCAGCCAGCAGGTGGCAGGA	V_CTCF_BR	35
chr19	32046662	32046812	id-49125	5.51e-07	-	TCTGACTGTCCCAGGGTGGACACCAGGGGTCAGTC	V_CTCF_BR	11
chr19	32082288	32082438	id-49126	1	+	NA	NONE	8
chr19	32104992	32105142	id-49127	1.74e-07	-	ACTGTGACTCCCAGAGAGCCCACTAGAGGGGACAC	Upstream_CTCF	6
chr19	32157496	32157646	id-49128	1.27e-06	-	TGGCAATGTGTCCCCTTGGCCTGTAGGGGAAGCTG	UpstreamP1_CTCF	6
chr19	32167320	32167470	id-49129	3.5e-05	+	TTGACCTTTGCTCAGGTGGACACTAGAGGGCCTCT	UpstreamP1_CTCF	26
chr19	32206456	32206606	id-49130	2.4e-05	+	GAATGTGTGTAAGTCTTCACCACCAGGAGGAAACG	V_CTCF_BR	2
chr19	32330373	32330523	id-49131	1.34e-06	+	AGAGGAGTTTCTTTCTGCCACACCAGGGGTCGCTG	Upstream_CTCF	8
chr19	32373715	32373865	id-49132	2.43e-06	+	CCAGCTGCCTTCTCCTTGCTCACCAGGTGGGGCGG	Upstream_CTCF	7
chr19	32376307	32376457	id-49133	7.12e-06	-	CTGACGGTAGCCCAGGAGGCCGGCAGAGGACGCCT	UpstreamP1_CTCF	3
chr19	32434341	32434491	id-49134	2.1e-05	+	TTTTCAATACCATTAGCGTCCCCCTGGTGGGCAGA	Upstream_CTCF	13
chr19	32532874	32533024	id-49135	1	+	NA	NONE	36
chr19	32558711	32558861	id-49136	1.04e-07	+	CCAAGGAGCTGTCTCTAAGCCTCCAGGGGGCACCC	V_CTCF_BR	6
chr19	32595508	32595658	id-49137	1	+	NA	NONE	10
chr19	32629432	32629582	id-49138	5.93e-06	-	GACGCATTGCAGGGTGTGTCCACAAGGGTGAGATG	Upstream_CTCF	18
chr19	32664879	32665029	id-49139	1.09e-06	-	TAAGTTGTTCAAGGTTATGGCACCAGGGGTCACTC	Upstream_CTCF	4
chr19	32681309	32681459	id-49140	9.38e-09	+	CTGCTGTGTCTCTCCCCAGCCAGCATGGGGCAGGA	UpstreamP1_CTCF	4
chr19	32685391	32685541	id-49141	8.89e-06	-	ATTGCAGTTCACATAATCACCACATGTTGCGGAGG	Upstream_CTCF	4
chr19	32697117	32697267	id-49142	4.94e-06	+	ACTGCAGAGGCATCTCTCACCCATAGATGGGGCAC	Upstream_CTCF	10
chr19	32715626	32715776	id-49143	1.9e-09	-	GGTGCAGTCCCGCGCGCGGCCGGAGGGTGGCAGTG	Upstream_CTCF	40
chr19	32718643	32718793	id-49144	1	+	NA	NONE	9
chr19	32743794	32743944	id-49145	2.6e-06	-	GGCCTCAAATCACCATCAGCTGCCAGAGGGCGCTG	V_CTCF_BR	10
chr19	32755558	32755708	id-49146	2.27e-06	+	GACAGTGAGAAGCCCAGAGACTGAAGGGGGCGCTG	V_CTCF_BR	4
chr19	32778803	32778953	id-49147	3.42e-08	+	ACAGTCCAGGAGGCAACAGCCAGAAGATGGCGCCG	V_CTCF_BR	40
chr19	32809890	32810040	id-49148	5.48e-05	+	GCTGTGATACCATCAGCCACCAATGTGTGTCACCG	Upstream_CTCF	39
chr19	32810218	32810368	id-49149	6.86e-07	+	CTTGTTTTTCTAGGCACTTCCACCAGGGGATGCAA	Upstream_CTCF	26
chr19	32815679	32815829	id-49150	5.3e-05	-	CCTCATTTTCAGTGAGTGACCTTGAGATGGCAGCA	UpstreamP1_CTCF	27
chr19	32827808	32827958	id-49151	9.31e-05	-	ATTTCAGCAGCAACAATGACATCTAGGGGCTGGTT	Upstream_CTCF	27
chr19	32831292	32831442	id-49152	2.18e-07	+	GCTGCACATTGCGCGTGGGCCACTAGATGTCACCA	Upstream_CTCF	40
chr19	32836689	32836839	id-49153	9.81e-06	-	GCTGAGGAGGAAGCGAGCGCCGGCAGAGGCCTGAG	V_CTCF_BR	24
chr19	32848698	32848848	id-49154	4.01e-05	-	TCTTCCAACACTGATATTAACTGCAGGTGGTGCTA	V_CTCF_BR	36
chr19	32868140	32868290	id-49155	2.78e-09	-	CTGTTATGCCTGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	26
chr19	32883733	32883883	id-49156	2.97e-06	+	GGCAAACAGCTAGACATGAGCAGGAGGGGGAGCCC	V_CTCF_BR	2
chr19	32897026	32897176	id-49157	1.1e-05	-	CGCCCCAGCTCTCCCAAGACCGCGAGCGGCCGCCG	V_CTCF_BR	6
chr19	32955219	32955369	id-49158	6.21e-06	+	ATTGTTCTACTCCATAAATTCACTAGGTGGCAATA	Upstream_CTCF	36
chr19	33061238	33061388	id-49159	8.16e-07	-	GTCCTGGTGTCTCCTGCAAGCAGCAGAGGGAGCCC	V_CTCF_BR	40
chr19	33090675	33090825	id-49160	4.11e-08	+	CATGAAACACTCTGGTTGGCCACAAGGTGGCAGCA	Upstream_CTCF	40
chr19	33118891	33119041	id-49161	1.1e-05	+	CATCCCTTTGCTGTGACAGCCCCTAGGGGCCAGCC	V_CTCF_BR	4
chr19	33121354	33121504	id-49162	1	+	NA	NONE	15
chr19	33122355	33122505	id-49163	4.21e-05	+	AGGGAAAAAACCAAACACACCACGAGATGTCAGTG	V_CTCF_BR	4
chr19	33142787	33142937	id-49164	2.33e-07	-	TTGCTATGAAATGCTCTGGGCAGCAGGGGCCTCTC	UpstreamP1_CTCF	17
chr19	33146191	33146341	id-49165	5.52e-05	-	CTGCTGGGGTCCACATGGGGCAGCAGTGAGCCTCT	UpstreamP1_CTCF	35
chr19	33167427	33167577	id-49166	7.73e-06	-	GCGCCAGCCACACCTGTGCGCACCAGCGGCCGCCG	V_CTCF_BR	4
chr19	33167631	33167781	id-49167	5.26e-07	+	CCCGCTGGACCGTGCAAGCCCGGCAGGCGGCGGGC	Upstream_CTCF	8
chr19	33168613	33168763	id-49168	1.06e-05	-	GGAGAAAGTGCCTGTTTAAACACCAGGTGGCCCTA	Upstream_CTCF	22
chr19	33181026	33181176	id-49169	1	+	NA	NONE	40
chr19	33210533	33210683	id-49170	2.04e-05	+	CGCGCGTCAGTCCTCCTGGCCACCGCGTGGCGCTG	V_CTCF_BR	17
chr19	33211667	33211817	id-49171	5.01e-09	+	CTGAACCCTCCCTGCGCCCCCACCAGGGGGCACCC	V_CTCF_BR	5
chr19	33239537	33239687	id-49172	6.15e-05	-	CAATTACTGACATCCACTGCCACTAGGGGTGCAGA	Upstream_CTCF	27
chr19	33278354	33278504	id-49173	1.63e-05	-	ACTGCCTCTCCAGATTCCACCTCTGGGGGCATGGC	Upstream_CTCF	7
chr19	33315081	33315231	id-49174	3.81e-05	-	GCTCAGGCCTTGCCCCTCACCAGCGTGTGGCAGCA	UpstreamP1_CTCF	4
chr19	33362093	33362243	id-49175	1.63e-05	-	CATGCAAGTTCAGTGTGTTCCGTGAGGAGGCGCCT	Upstream_CTCF	7
chr19	33436384	33436534	id-49176	4.31e-05	+	CTGCAGCATTTCCACCCAGCCAGTTGGTACCATGG	UpstreamP1_CTCF	5
chr19	33467224	33467374	id-49177	1.84e-06	+	TTTTAAGAAAACGGCCAGTCCTCCAGAGGGCGCTC	V_CTCF_BR	40
chr19	33513848	33513998	id-49178	2.96e-05	-	ACTCAGGGAGGCCAGAAGGCACCTAGAGGGCGCTG	V_CTCF_BR	24
chr19	33555234	33555384	id-49179	6.9e-05	-	GCTGCGCTGGCGCCCTTGGCCTCTGGGCGCGTTGC	Upstream_CTCF	15
chr19	33610094	33610244	id-49180	4.88e-05	-	GAAACAACTATCATTTCAGGCACTAGGTGGAGACA	V_CTCF_BR	40
chr19	33616888	33617038	id-49181	3.8e-08	+	GAAACAGTTTCCTTACTGGCCACCAGAGGGAAGCA	V_CTCF_BR	40
chr19	33623498	33623648	id-49182	2.18e-07	-	AGCGAAGAGTCCTGGTTCCCCAGCAGGTGGCAGTG	V_CTCF_BR	38
chr19	33624768	33624918	id-49183	1.48e-06	-	AGTCCCTAACCTCGAGGGGCCAGTTGCTGGCAGCC	V_CTCF_BR	10
chr19	33634908	33635058	id-49184	4.88e-08	+	CCGCTGTTCCTGCTCTTGGCCACTTGGTGTCACTG	UpstreamP1_CTCF	40
chr19	33638567	33638717	id-49185	1	+	NA	NONE	7
chr19	33667238	33667388	id-49186	1.04e-05	+	TGTAGTTGCGTGAGGACACCCAGAAGGGGTCAGTG	V_CTCF_BR	28
chr19	33667574	33667724	id-49187	1	+	NA	NONE	36
chr19	33668480	33668630	id-49188	1	+	NA	NONE	40
chr19	33675251	33675401	id-49189	1.83e-05	-	ATAAGCTCCGAATTAGCGTCCGATAGATGGCGCTG	V_CTCF_BR	40
chr19	33679840	33679990	id-49190	4.3e-06	-	GCGTCATCATTCACAATGACCACAAGGTGGGAGTA	Upstream_CTCF	29
chr19	33683052	33683202	id-49191	1.04e-07	+	GTCTTGCCTGGCACAGCAACCTCTAGGGGGCACTA	V_CTCF_BR	39
chr19	33700574	33700724	id-49192	1	+	NA	NONE	7
chr19	33705572	33705722	id-49193	6.49e-06	+	ATTGCTTTCCTGGGAGTCCTCCCTAGATGGCGCAC	Upstream_CTCF	39
chr19	33707096	33707246	id-49194	6.15e-05	-	CTGGCCCCGCCTCACGGGGGCAATGGAGGGCTGAG	Upstream_CTCF	5
chr19	33710437	33710587	id-49195	9.81e-06	+	GCCCCAGTTTCCCCATCTGCCAGGTGGGGCCACTG	V_CTCF_BR	39
chr19	33716699	33716849	id-49196	5.92e-05	+	CCGGGACTGGGGGCCCCGGGCGGCGGGGGCCCGGG	Upstream_CTCF	1
chr19	33726262	33726412	id-49197	1.21e-09	+	CCCGCCATTCCAAAACGTGCCACCAGAGGGCAGCC	Upstream_CTCF	40
chr19	33727746	33727896	id-49198	1.69e-05	+	GCGCACTAGCCTGGCCTGACCATGGGATGGAAATG	UpstreamP1_CTCF	4
chr19	33732654	33732804	id-49199	2.57e-08	+	GTGCAAGAGGAAATCCTGGCCACTAGGTGTCACCC	UpstreamP1_CTCF	40
chr19	33736965	33737115	id-49200	6.47e-10	+	TCTGCAGTACCTGATGTCCCCAGTAGGGGTCACTT	Upstream_CTCF	40
chr19	33740295	33740445	id-49201	2.53e-05	-	GCTCCTCACCTCCTCCTTCCCTCCAGATGTTGCCC	V_CTCF_BR	6
chr19	33766920	33767070	id-49202	1.99e-07	+	GGTCCCCCTGATCAGGGTGGCAGCAGGGGGCAGTG	V_CTCF_BR	2
chr19	33784229	33784379	id-49203	1	+	NA	NONE	13
chr19	33793416	33793566	id-49204	5.51e-07	-	GGGACAGAGGCCGCCTCGGACTCTAGGGGGCGACG	V_CTCF_BR	40
chr19	33795742	33795892	id-49205	1	+	NA	NONE	24
chr19	33801575	33801725	id-49206	2.28e-05	+	CAAGCAGAGCGTCTCCCAGCCGCAAGGTGCTGCGC	Upstream_CTCF	5
chr19	33802326	33802476	id-49207	1.31e-05	-	CCCTCCTGGCAGTGCCCTACAGGTAGGGGGAGCTC	V_CTCF_BR	32
chr19	33824606	33824756	id-49208	5.08e-05	-	CTGTTCAGAGTTAGCACTGCCACCAGATGATGGGG	UpstreamP1_CTCF	15
chr19	33865049	33865199	id-49209	6.82e-05	-	CACCGAGAGGGGGCCGGGCTCCGCAGGGGGCATTC	V_CTCF_BR	34
chr19	33870464	33870614	id-49210	7.82e-06	+	CATTAGCACTGAAAATACGACAGCAGATGGCGACA	UpstreamP1_CTCF	4
chr19	33883444	33883594	id-49211	4.65e-06	-	CTGGTGGGGCTGGACCTCTCCAGGAGGTGCCGCAG	UpstreamP1_CTCF	2
chr19	33889129	33889279	id-49212	1.28e-06	+	GCTGCAAAGCTCTGCTTCGCCGCTGGGAGGCTCAG	Upstream_CTCF	31
chr19	33890800	33890950	id-49213	1.81e-06	+	GCTTAAGTAAGGTACCTGGCCAGCAGGCGGCAGAG	Upstream_CTCF	2
chr19	33893445	33893595	id-49214	1	+	NA	NONE	19
chr19	33897846	33897996	id-49215	1.03e-09	-	CCTGTCCTTCCAGAACTGGCCAGAAGAGGGCAGTG	Upstream_CTCF	40
chr19	33907230	33907380	id-49216	5.21e-08	+	AACACCTGGAACAGGCTCTCCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr19	33918977	33919127	id-49217	1	+	NA	NONE	7
chr19	33921681	33921831	id-49218	9.49e-08	+	GGACGACACTGGGAAGCTGCCACCAGAGGTCGCAA	V_CTCF_BR	40
chr19	33929156	33929306	id-49219	2.96e-05	+	GCCCATCTTACAATCCTGCCCTGCAGGGGGCCCCA	UpstreamP1_CTCF	31
chr19	33963993	33964143	id-49220	1.06e-05	-	TGAGAACTTGAGTCACTGCGCGCCAGGAGGCAGGA	Upstream_CTCF	17
chr19	34003329	34003479	id-49221	3.18e-06	+	AACAGAGGCTCAGGGAGGGCCACAAGGGGCAGCAC	V_CTCF_BR	8
chr19	34034298	34034448	id-49222	8.13e-06	+	GGGTCAAGTCCCACTCTTGAAGCCAGGGGGCGGAG	Upstream_CTCF	15
chr19	34077332	34077482	id-49223	1	+	NA	NONE	5
chr19	34112795	34112945	id-49224	1	+	NA	NONE	3
chr19	34167994	34168144	id-49225	6.43e-06	+	CCCCTTGTGTGATCAGCCGGCAGGGGGGGGCACTG	V_CTCF_BR	4
chr19	34176583	34176733	id-49226	6.05e-06	+	CCAGGCAGCAGCTGGACTCCCAGGAGAGGGAGACA	V_CTCF_BR	3
chr19	34177337	34177487	id-49227	3.28e-05	-	TGATCATCATCTCATTTGTTCAGTAGCTGGCGCTG	V_CTCF_BR	2
chr19	34196133	34196283	id-49228	1.21e-05	-	GCTGCTGAACCAAACAATGCCACTGAGGGGCTCTG	Upstream_CTCF	12
chr19	34198698	34198848	id-49229	1	+	NA	NONE	2
chr19	34212084	34212234	id-49230	4.41e-06	+	GCATGTGTTTGCCTTGACACCAGAAGATGGAGCCC	V_CTCF_BR	13
chr19	34242949	34243099	id-49231	5.12e-06	-	CAGCTGGGGCGTCCAATACCCGCTAGGCGGAGCCT	UpstreamP1_CTCF	8
chr19	34258819	34258969	id-49232	1.82e-07	-	CGAGGATGAGGAAGGTTTGCCACCAGGGGTCAGTG	V_CTCF_BR	38
chr19	34262573	34262723	id-49233	4.38e-08	-	GGTGTAAGTGTCATTTCGGCCACAAGATGGCGCGG	Upstream_CTCF	40
chr19	34269012	34269162	id-49234	2.58e-07	+	GGCGCAGAGCCGTTCTCCGCCGCCAGGTGGGGCTA	Upstream_CTCF	40
chr19	34269826	34269976	id-49235	1	+	NA	NONE	6
chr19	34286296	34286446	id-49236	4.23e-08	+	CCCCACCCCGGGAGTGCGGCCGCTAGGGGGCGTCC	V_CTCF_BR	36
chr19	34303441	34303591	id-49237	2.01e-05	-	AACCACGTGCTGGGTTCCACCACCAGAGGGACAGA	UpstreamP1_CTCF	17
chr19	34359791	34359941	id-49238	7.46e-06	+	CTGCAGCGACGCTGCCTGCCCGGGAGCGGTGCCGC	UpstreamP1_CTCF	20
chr19	34435961	34436111	id-49239	7.8e-08	+	GGATGGGGCGAGCCTTTGCCCTGCAGGGGGCACAG	V_CTCF_BR	16
chr19	34438612	34438762	id-49240	1	+	NA	NONE	30
chr19	34444615	34444765	id-49241	1	+	NA	NONE	11
chr19	34473786	34473936	id-49242	1	+	NA	NONE	5
chr19	34488727	34488877	id-49243	8.59e-05	-	ATATGGTTATATTTTGGATCCACTAGAGGGAGTAA	V_CTCF_BR	25
chr19	34489778	34489928	id-49244	1	+	NA	NONE	33
chr19	34508043	34508193	id-49245	1.18e-05	+	ATGCCATTTGTCCTGTATGACAGCAGGTGGCATAT	UpstreamP1_CTCF	11
chr19	34532950	34533100	id-49246	3.71e-10	+	CGCGCCTGGCTGCCACTCACCAGCAGGGGGCACTG	V_CTCF_BR	40
chr19	34587335	34587485	id-49247	7.55e-07	-	TCAGTGTGGAATGACCTTAACACCAGAGGGCAGTA	V_CTCF_BR	40
chr19	34612056	34612206	id-49248	1.46e-07	+	GTTGCCTTCCCTTGGTCGTGCAGCAGGGGGCAGAG	Upstream_CTCF	40
chr19	34636770	34636920	id-49249	3.63e-08	-	TCCGCATTCCTGTGTATTTCCACTAGATGGCGGCA	Upstream_CTCF	40
chr19	34664554	34664704	id-49250	1	+	NA	NONE	22
chr19	34711491	34711641	id-49251	3.42e-08	-	ATATTGAAGCAAACAACTGCCACCAGAGGGCACCA	V_CTCF_BR	40
chr19	34732468	34732618	id-49252	1	+	NA	NONE	39
chr19	34735632	34735782	id-49253	1	+	NA	NONE	10
chr19	34765676	34765826	id-49254	1	+	NA	NONE	19
chr19	34808879	34809029	id-49255	1.71e-06	-	CTCACACCAAAGCACTTGCCCTCCAGAGGGAACAA	V_CTCF_BR	6
chr19	34827839	34827989	id-49256	1.97e-06	-	GCAAAATTACCAAAAGCACCCAGCAGAGGGCACCT	V_CTCF_BR	40
chr19	34836890	34837040	id-49257	1.74e-08	-	TTTGCCTATCTAGACGGGGCCACTAGATGGCGCCC	V_CTCF_BR	40
chr19	34850060	34850210	id-49258	3.65e-07	+	ACCAGGGACAAACCCCCGGCCTCTTGGGGGCGCGG	V_CTCF_BR	40
chr19	34891506	34891656	id-49259	1.82e-07	-	GAACTACCTGAGCGTCTTGCCAGGAGATGGCAGTC	V_CTCF_BR	13
chr19	34921769	34921919	id-49260	6.21e-05	-	CAAACATAGCAGTAGTCAACCTCTAGGGGGTGTAG	V_CTCF_BR	40
chr19	34961883	34962033	id-49261	8.21e-06	+	TACAGATAGTGCCAGACCGCCAGTAGGTGGAGTAG	V_CTCF_BR	39
chr19	34992550	34992700	id-49262	3.01e-11	-	CTGTACTTGCCGGCTCAGCCCACCAGGTGGCGCCC	UpstreamP1_CTCF	39
chr19	35000791	35000941	id-49263	3.16e-05	-	GGAGCTATGCCCTGCAAAGCCACAGGGGTGGAGCT	Upstream_CTCF	10
chr19	35046474	35046624	id-49264	5.63e-09	-	ACTGTAGGCCCAAGCACTGCCAGCAGGTGGCTGTA	Upstream_CTCF	40
chr19	35047595	35047745	id-49265	5.01e-06	+	GGTAGTTAGCAGGAGTTGGGCAGTAGGGGGCGTTG	V_CTCF_BR	32
chr19	35130511	35130661	id-49266	2.12e-06	+	ACTTACTTCTGCTCAAACACCACCAGGAGGCGCTC	UpstreamP1_CTCF	40
chr19	35153967	35154117	id-49267	3.4e-06	-	TTCCTACTGCTCTAGATCGCCACAAGGTGGCATTG	V_CTCF_BR	40
chr19	35168096	35168246	id-49268	1	+	NA	NONE	19
chr19	35168532	35168682	id-49269	1	+	NA	NONE	3
chr19	35172512	35172662	id-49270	2.43e-06	+	CTATGCTATAGCTGATCTGACAGCAGGTGGAGCTC	V_CTCF_BR	1
chr19	35203703	35203853	id-49271	1.84e-06	-	ATGAAGAGGATTTATATTTCCACTAGGTGGCGCTG	V_CTCF_BR	40
chr19	35223843	35223993	id-49272	5.52e-05	-	ATCTTCCTTCCTTCTCTGGCCGCCAGAGCGCTCTG	UpstreamP1_CTCF	7
chr19	35225048	35225198	id-49273	5.13e-05	+	TGATTCTGGGAAATGTCGATCGGCTGTGGGCGGCG	V_CTCF_BR	7
chr19	35328845	35328995	id-49274	2.59e-06	+	CAGCAGTGACTATACAGGAAACCTAGGGGGCAGAG	UpstreamP1_CTCF	5
chr19	35329272	35329422	id-49275	4.04e-08	+	CTGTACTGGAAGGAAGTGACCACAAGATGACACCG	UpstreamP1_CTCF	32
chr19	35329667	35329817	id-49276	5.68e-06	-	CCTTTTCGGTTGGACATCACCGCTAGGAGGCGGTG	V_CTCF_BR	35
chr19	35332740	35332890	id-49277	1	+	NA	NONE	3
chr19	35342454	35342604	id-49278	3.31e-06	+	GTGCTTTGCATGTAGGCGGACACAAGAGGGCCTCT	UpstreamP1_CTCF	12
chr19	35379120	35379270	id-49279	2.38e-07	-	CAAAGTGGAGTGATCCCAGCCAGAAGGGGGAGCAC	V_CTCF_BR	7
chr19	35464167	35464317	id-49280	6.2e-10	+	GCTGCTAGGGAGGTCCTGACCACCAGAGGGCACTA	V_CTCF_BR	40
chr19	35476529	35476679	id-49281	1.55e-05	-	ACAGGATGCTGCCTGCTTGCCAGGAGGAGGTGGGG	V_CTCF_BR	14
chr19	35503976	35504126	id-49282	2.05e-09	-	TCCGCAGTTCCCCTGGCTTCCACAAGGAGGCAGCC	Upstream_CTCF	40
chr19	35532395	35532545	id-49283	1.03e-05	-	CTACGGGGCTTGCCTTGGACCTCCAGGGGGACCCA	UpstreamP1_CTCF	2
chr19	35535367	35535517	id-49284	2.41e-11	+	CTTGCAGTACCAGGTCTCTCCACAAGGTGGCGCCA	Upstream_CTCF	40
chr19	35536699	35536849	id-49285	9.31e-05	+	GATGCAGATGCTTCCTGTCCCACTGGAGGCGCTGA	Upstream_CTCF	40
chr19	35546704	35546854	id-49286	4.48e-07	+	CATGCTGGTTCCCCACTTGCAGCCAGAGGGAGCTG	Upstream_CTCF	32
chr19	35558122	35558272	id-49287	2.68e-11	+	CCTCATGCAGCCCCGATGGCCACCAGGGGGCACTG	V_CTCF_BR	40
chr19	35571807	35571957	id-49288	7.27e-06	-	GGATGCCACTCACCGCAGTCCACCAGGTGTCTCCA	V_CTCF_BR	3
chr19	35579438	35579588	id-49289	1	+	NA	NONE	10
chr19	35581492	35581642	id-49290	9.11e-08	-	ATTGTTATTCCAGAAATAGCCCCTAGGTGGCCCAC	Upstream_CTCF	40
chr19	35587051	35587201	id-49291	1	+	NA	NONE	8
chr19	35605608	35605758	id-49292	1.35e-11	+	CCTGCAGTTCCCAGGCTTCCCAGCAGAGGGAGACA	Upstream_CTCF	40
chr19	35618937	35619087	id-49293	1	+	NA	NONE	1
chr19	35626389	35626539	id-49294	1.74e-08	-	GAGGTCCTGCCGAGTATGACCACCAGAGGGAGCAG	V_CTCF_BR	40
chr19	35630577	35630727	id-49295	1	+	NA	NONE	10
chr19	35632325	35632475	id-49296	1.03e-05	+	CTACAGCGCCGCTTGGCGCCCGCCGGGAGGGAGCC	UpstreamP1_CTCF	40
chr19	35633939	35634089	id-49297	5.01e-09	+	ACGCCAGCGCCACTGGGCCCCAGCAGGGGGCGCCC	V_CTCF_BR	40
chr19	35642261	35642411	id-49298	8.46e-07	-	CCTGCACTTCACCTTCTTGCCTGTTGGGAGAGAGA	Upstream_CTCF	7
chr19	35644724	35644874	id-49299	7.49e-07	-	AAGGTGTTACACGCCGCCGCCACCAGGGGCTGGGG	UpstreamP1_CTCF	40
chr19	35646062	35646212	id-49300	1	+	NA	NONE	30
chr19	35659314	35659464	id-49301	1	+	NA	NONE	17
chr19	35685051	35685201	id-49302	1	+	NA	NONE	3
chr19	35707893	35708043	id-49303	9.51e-07	-	CAGGCCAACCCAGGTGTGTCCACAAGGTGGTGGCA	V_CTCF_BR	11
chr19	35715721	35715871	id-49304	1.59e-06	-	TCGTGGTCACCGTCCTGGCCCTGCTGGGGGCGCTG	V_CTCF_BR	12
chr19	35727557	35727707	id-49305	1.1e-05	+	GAAAGGGAAGCAGGCACCTTCACAAGGTGGCAGCA	V_CTCF_BR	26
chr19	35738766	35738916	id-49306	6.46e-07	-	GCTGGGCGTGACTCTGCTGTCTCCAGGTGGCGGCG	V_CTCF_BR	32
chr19	35739771	35739921	id-49307	2.8e-05	-	GGCGCGGCGCGCACCAAGGCCAGGAGGGGTGCACG	Upstream_CTCF	9
chr19	35748543	35748693	id-49308	2.37e-05	-	CAGGCAACTCTGCCTTAAGCCACTGGGGACAGAAG	Upstream_CTCF	14
chr19	35760567	35760717	id-49309	1	+	NA	NONE	18
chr19	35797714	35797864	id-49310	3.8e-08	+	CCTGAGTGGCCTCACCCAGCCAGTAGATGGCAGAG	V_CTCF_BR	37
chr19	35806871	35807021	id-49311	3.66e-06	+	CTGTTAGGGACTGGGCTGCACAGCAGGAGGCGAGC	UpstreamP1_CTCF	7
chr19	35818699	35818849	id-49312	6.84e-06	+	CCCTCCCTATGGCCAGCTGCCCATAGAGGGCAGTG	V_CTCF_BR	38
chr19	35823893	35824043	id-49313	1	+	NA	NONE	3
chr19	35833515	35833665	id-49314	3e-06	+	CTGCAGTCTCTCCTGCCTCCCTCTAGGGTCCCCTC	UpstreamP1_CTCF	4
chr19	35843773	35843923	id-49315	5.37e-06	+	CTGTTATACCATGTGAAACTCGCAAGGGGGCAGCC	UpstreamP1_CTCF	40
chr19	35844757	35844907	id-49316	2.12e-06	+	GTGTACTGGCGAGAACTGCTCACCAGGAGGTGATT	UpstreamP1_CTCF	11
chr19	35846999	35847149	id-49317	4.68e-07	-	CACGGGTGCACAGACTTGGCCTGCTGGGGGAGCTG	V_CTCF_BR	3
chr19	35911367	35911517	id-49318	1.55e-05	+	GTCCAGCCAGTTACCAAGCCCAGGTGGGGGCAGTG	V_CTCF_BR	18
chr19	35959729	35959879	id-49319	7.09e-08	-	GGGTAGTAGCCTTATCTGCCCAGGAGGTGGCAGGC	UpstreamP1_CTCF	40
chr19	35967190	35967340	id-49320	2.27e-05	+	AATACAAAAGCGGTCACTTGCTGTAGGGGGCGCTA	V_CTCF_BR	29
chr19	35970366	35970516	id-49321	5.26e-07	+	CCAGTTCTTCGTGCTCTGCCCACTGGAGGGCCCTC	Upstream_CTCF	13
chr19	35986359	35986509	id-49322	8.17e-09	-	TTGCAGTACCTCCTAGAGGCCACAGGGGGGAGAGC	UpstreamP1_CTCF	40
chr19	35988598	35988748	id-49323	2.04e-05	+	GTCCCACCTCTGAACCCTTCCACCAGGAGGCTCTT	V_CTCF_BR	10
chr19	36001387	36001537	id-49324	2.14e-10	+	CGCAGTAGCCGCGATCCTGCCACCAGGGGGCAGCA	V_CTCF_BR	40
chr19	36004984	36005134	id-49325	5.68e-06	-	AGGAACAAGAAGGCAGTCACCTGTAGGTGGCAATG	V_CTCF_BR	31
chr19	36040201	36040351	id-49326	2.18e-07	+	GGCTGTGTGTATTTATTTACCGGCAGGGGGCGCTA	V_CTCF_BR	40
chr19	36046645	36046795	id-49327	1.1e-06	+	TCACCCGTTACCATGATCACCTGTAGGGGGAACCA	V_CTCF_BR	39
chr19	36048611	36048761	id-49328	1.76e-05	+	CTGCAGCGCTCCAGCACGCGCTCGGGGGCGCCCTT	UpstreamP1_CTCF	19
chr19	36050837	36050987	id-49329	1	+	NA	NONE	0
chr19	36066635	36066785	id-49330	1	+	NA	NONE	20
chr19	36083327	36083477	id-49331	5.98e-05	+	TAGCAATTCAATCTTTTTACCTGCTGGAGTCACTT	UpstreamP1_CTCF	39
chr19	36103620	36103770	id-49332	1	+	NA	NONE	12
chr19	36109870	36110020	id-49333	6.53e-09	-	CCCTGGGCCTAGCCTCTCACCACCAGCTGGCGCCA	V_CTCF_BR	25
chr19	36134300	36134450	id-49334	1.41e-05	-	CGGCGGCCTGGGCGCGCGACCACGAGGTGGCCTCT	UpstreamP1_CTCF	7
chr19	36135723	36135873	id-49335	8.9e-05	-	CTGCTGTAGTCAGTATCAGCGGGAAGAATGCTGCA	UpstreamP1_CTCF	18
chr19	36148944	36149094	id-49336	3.42e-05	-	AGTGCAATCCCACCACTGACCACAGGCGATGCTCA	Upstream_CTCF	37
chr19	36183107	36183257	id-49337	1	+	NA	NONE	6
chr19	36184781	36184931	id-49338	1	+	NA	NONE	40
chr19	36205967	36206117	id-49339	4.5e-06	+	GATGTTGCACAAGCACTCGCCACCAAGAGGCAGAC	Upstream_CTCF	23
chr19	36207895	36208045	id-49340	1	+	NA	NONE	40
chr19	36208273	36208423	id-49341	5.65e-05	+	TCCACACCGTGCCAAGCCGCCGCCAGGTCGCGCCT	V_CTCF_BR	9
chr19	36228445	36228595	id-49342	9.14e-09	-	GGTGCACTTCCTGCAGGTGGCAGCAGGGGAAGGAG	Upstream_CTCF	35
chr19	36232006	36232156	id-49343	3.03e-05	-	GAAGTCCCGCTATCACGGCCCCCCAGATGGGGCCT	Upstream_CTCF	37
chr19	36235756	36235906	id-49344	1.64e-05	+	GCCGCCGTGTGTAGCCTGTACGCATGGGGGCGCGA	V_CTCF_BR	40
chr19	36239230	36239380	id-49345	1	+	NA	NONE	14
chr19	36248419	36248569	id-49346	2.86e-06	-	TTCCAGCCCCAGCGCGCGGCCCCCGGGGGGCCAGC	UpstreamP1_CTCF	14
chr19	36274667	36274817	id-49347	2.66e-05	+	GCATACTTTAGGGTGGGGACCGGAAGGAGGCTCTG	V_CTCF_BR	9
chr19	36276063	36276213	id-49348	1.21e-06	+	AAGCAGCGGAAGCCAGGGGGCAGCAGCTGGAAGAC	UpstreamP1_CTCF	1
chr19	36282074	36282224	id-49349	1.71e-06	-	AGCCTGTGTGGCTGGGCTCCCTGCAGGGGGTGCTG	V_CTCF_BR	33
chr19	36297702	36297852	id-49350	8.91e-07	+	CGGTCAGGGCCCCGGGTGTCCAGCAGGGGCAGTGG	Upstream_CTCF	8
chr19	36303114	36303264	id-49351	3.65e-07	+	ACCACGCCTCACTGCCCAGCCAGCAGGTGTCAGGG	V_CTCF_BR	3
chr19	36310994	36311144	id-49352	7.9e-07	-	ATGCAAATTTCCCAAGCTCCCACCAGGGTGCGGTC	UpstreamP1_CTCF	39
chr19	36326537	36326687	id-49353	1.48e-06	+	TCAGGGGACTGAGGACTTGCCTGAAGGTGGCTCTG	V_CTCF_BR	1
chr19	36337314	36337464	id-49354	6.46e-07	-	TTGAGGAGTGCGCTGAGAGCCTGCAGGTGGCTGCA	V_CTCF_BR	13
chr19	36342217	36342367	id-49355	2.18e-07	+	GATGTGCAGGTGGAATTCACCTGCAGGGGGAGCCG	V_CTCF_BR	22
chr19	36361833	36361983	id-49356	2.18e-07	+	GCAGCTGCGCCCACCCCCACCACCAGGTTGTGCCC	Upstream_CTCF	8
chr19	36373104	36373254	id-49357	1.64e-06	+	GCTTTTTTACCACAGCTTCCCAGGAGATGGCAGTA	Upstream_CTCF	40
chr19	36402212	36402362	id-49358	1	+	NA	NONE	15
chr19	36422628	36422778	id-49359	9.84e-06	-	GAGCATGATCACTCAGCCACCACGTGGAGGCAGCA	UpstreamP1_CTCF	40
chr19	36438412	36438562	id-49360	2.46e-06	+	CAGTTGCTCCCATGAGGGGGAGCCAGAGGGCACTG	UpstreamP1_CTCF	40
chr19	36450065	36450215	id-49361	1	+	NA	NONE	38
chr19	36450626	36450776	id-49362	1	+	NA	NONE	1
chr19	36468526	36468676	id-49363	1.81e-06	+	CTTGCAAACCCTGCCACATCCCCTAGGAGGCCCCA	Upstream_CTCF	29
chr19	36477448	36477598	id-49364	9.25e-06	+	TGAAGAGCCCTGACATGGGCCACCAGGGGACGGTC	V_CTCF_BR	1
chr19	36478164	36478314	id-49365	7.49e-05	-	TGCAAGGAAGCAGCCGCATTCGGCTGCGGGCACTC	V_CTCF_BR	18
chr19	36484928	36485078	id-49366	5.37e-06	-	TTGTTGTCCCCGCGGGCCGCCTGGAGGTGTCCTCG	UpstreamP1_CTCF	10
chr19	36485099	36485249	id-49367	3.09e-07	+	TCCACTGCCCCGACTCCCACCCGCAGAGGGCGCGA	V_CTCF_BR	19
chr19	36486281	36486431	id-49368	2.97e-06	-	GCGTGGCCCGAGCGTAGCAGCTGCAGCTGGCGCCG	V_CTCF_BR	8
chr19	36490028	36490178	id-49369	3.8e-08	+	GCTCAGAGGCAACCCTCAGCCTGTAGGGGGCAGCA	V_CTCF_BR	40
chr19	36505457	36505607	id-49370	4.88e-05	+	CTTCCTTTCCCGTCTTCTCCCAGCAAGGGAAACCC	UpstreamP1_CTCF	13
chr19	36521239	36521389	id-49371	3e-06	+	TTGTAGTCTCCCTGATCTACCTCTAGTGGGTGACA	UpstreamP1_CTCF	38
chr19	36523749	36523899	id-49372	2.01e-05	+	CCTGCTGCCCCCCTACCGGCGGCGGGGGAGGAGGG	Upstream_CTCF	21
chr19	36541551	36541701	id-49373	3.65e-05	+	CTGTCAGGATTCTTTGTGTCCAGCAGGGGCTTACT	UpstreamP1_CTCF	17
chr19	36542282	36542432	id-49374	1.73e-05	-	CCAGTCTGTTCCCTGCTTGCAGCCAGAGGGAGCCT	V_CTCF_BR	39
chr19	36545448	36545598	id-49375	1.1e-06	+	CGTTGGGGCGCACATAGTTCCTCTAGGTGGCGGCA	V_CTCF_BR	40
chr19	36547156	36547306	id-49376	1.04e-07	-	TACAGCCAGAGCCCTGTAGCCAGGAGTGGGCGGTA	V_CTCF_BR	28
chr19	36551465	36551615	id-49377	3.09e-07	+	TGCTGAGTGCAGAGAGCAGCCACAGGAGGGCACCA	V_CTCF_BR	40
chr19	36554449	36554599	id-49378	3.97e-05	-	ATGCAGAACCTGAGTCTGCCCGTGAGGAGGCATTG	UpstreamP1_CTCF	13
chr19	36604880	36605030	id-49379	1.71e-06	-	CCTACCCTCTCAGGTGCGGCCACAAGGAGGCTGTG	V_CTCF_BR	36
chr19	36605215	36605365	id-49380	8.46e-07	-	AGTGCCGGAACTGTGATTACCAGCAGGAGGCCGAC	Upstream_CTCF	28
chr19	36618716	36618866	id-49381	5.01e-09	+	GGCAATGACCGCCCATCTGCCACGAGGGGGCGGCA	V_CTCF_BR	40
chr19	36630541	36630691	id-49382	1.43e-05	+	GGTGTTTGTCGCGACAACACCTGCAGAGGGCCCGT	Upstream_CTCF	25
chr19	36661728	36661878	id-49383	3.41e-08	-	GCAGTTGTTTCTGTGCCCGCCACAAGATGGCAGCA	Upstream_CTCF	39
chr19	36681454	36681604	id-49384	7.73e-06	+	AAGGCTAATCAGTTGACCACCACAAGATGGCGAGA	V_CTCF_BR	40
chr19	36735147	36735297	id-49385	1	+	NA	NONE	1
chr19	36736109	36736259	id-49386	7.15e-05	-	GGTCATACACGCCCTCTAGGCGCGAGTTGGTGCAC	V_CTCF_BR	9
chr19	36822514	36822664	id-49387	1.7e-05	-	AAGGTTGGTCTGCAGGTGGCCTCCAGGTGCAAAGT	Upstream_CTCF	23
chr19	36869715	36869865	id-49388	1	+	NA	NONE	40
chr19	36912268	36912418	id-49389	2.12e-06	+	CAGCCACCGGCCGCTCCCGGCACCAGGGGACGCCG	UpstreamP1_CTCF	13
chr19	36979797	36979947	id-49390	1	+	NA	NONE	27
chr19	36980670	36980820	id-49391	1.93e-05	-	CTCTTTCTGAGGCTGTCCAGCGCCTGGGGGCAGTA	V_CTCF_BR	26
chr19	36984132	36984282	id-49392	8.17e-10	-	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	39
chr19	37019164	37019314	id-49393	1	+	NA	NONE	25
chr19	37064222	37064372	id-49394	2.97e-06	-	GGGCGTGGTGCGGCCCCTGCGGCCAGCGGGCTCCG	V_CTCF_BR	15
chr19	37178729	37178879	id-49395	5.3e-05	-	GTGCCAGGCCGTGCTCCAGGAGCCAGGGGACGAAA	UpstreamP1_CTCF	14
chr19	37282860	37283010	id-49396	1	+	NA	NONE	20
chr19	37407320	37407470	id-49397	1.27e-06	+	GTGACGCTGCCGAGTCCCCGCAGCAGGGGGCGAGC	UpstreamP1_CTCF	37
chr19	37430182	37430332	id-49398	1.64e-05	+	AATGACTCATTCATTCTGCCCACAAGGGGGTGCCT	V_CTCF_BR	12
chr19	37464293	37464443	id-49399	1.04e-05	+	AGGGCCACTGGCCCCCAGCTCGGCAGAGGGCAGTG	V_CTCF_BR	35
chr19	37602777	37602927	id-49400	3.22e-07	-	TTTGTAATTCAGAAAAAATCCAGCAGATGGCGAAT	Upstream_CTCF	29
chr19	37605029	37605179	id-49401	1.15e-08	+	ATGTAATGCACTACCCTGTCCACTAGGTGGTGGTG	UpstreamP1_CTCF	36
chr19	37663657	37663807	id-49402	1	+	NA	NONE	38
chr19	37701595	37701745	id-49403	3.22e-05	-	TTGCCTTACTCTAGTCAACACTCCAGGAGGCGGAC	UpstreamP1_CTCF	34
chr19	37719047	37719197	id-49404	2.4e-09	-	CTGTTATGCCCAGACTGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	40
chr19	37800857	37801007	id-49405	4.68e-07	+	GCAGCATCCTGGCCTCTAGCCAATAGGTGGCAGCA	V_CTCF_BR	21
chr19	37808747	37808897	id-49406	9.81e-06	+	AAGCCCGGCACAGGCTGGGTCTGCAGATGGCGTCC	V_CTCF_BR	39
chr19	37820704	37820854	id-49407	6.86e-07	-	CCTGGTTTATCACCTATAGCCACAGGATGGCACCA	Upstream_CTCF	33
chr19	37824857	37825007	id-49408	1	+	NA	NONE	13
chr19	37853750	37853900	id-49409	2.83e-07	+	TGAAGTCAAACCTCATTACCCACCAGAGGGCGCAC	V_CTCF_BR	29
chr19	37862140	37862290	id-49410	5.38e-05	+	CCGCGCCAGGGATGGGAACCCGGCAGGAGTCGCTG	V_CTCF_BR	26
chr19	38042746	38042896	id-49411	1.38e-06	-	AAGAAAAGCACACTTGGGACCACAAGAGGGCGCAT	V_CTCF_BR	38
chr19	38074366	38074516	id-49412	4.68e-05	-	TTGCTAATAATACAGCTGATCCGTAGGTGGCAGCA	UpstreamP1_CTCF	11
chr19	38183060	38183210	id-49413	1	+	NA	NONE	21
chr19	38210679	38210829	id-49414	1.13e-05	+	AGTTAGTGCGTTCTTAGGGCCAGTAGGAGGCGAGT	UpstreamP1_CTCF	40
chr19	38270476	38270626	id-49415	2.84e-05	+	GGGCTGTTTGAGTGTAGAGCCGGTAGGGGAGGGCT	UpstreamP1_CTCF	39
chr19	38346514	38346664	id-49416	7.49e-05	-	TAGAGATGGACGAAGGCAGCGCCTGGGGGGCGCTA	V_CTCF_BR	0
chr19	38376106	38376256	id-49417	6.23e-05	-	ATGCAATACTTTTATCCTGCCACCAGAGACATTTT	UpstreamP1_CTCF	16
chr19	38389425	38389575	id-49418	3.65e-07	+	AGTTAAATTTATAGTCTGGCCAGCAGAGGGCAACG	V_CTCF_BR	40
chr19	38393343	38393493	id-49419	1.48e-06	+	GCCTTGTTAAAGAGAGTTGACTCTAGGGGGCGCTG	V_CTCF_BR	40
chr19	38396681	38396831	id-49420	1	+	NA	NONE	26
chr19	38397618	38397768	id-49421	6.23e-05	-	CTGTAGAGCACTTCCGCAGCCCCGAGGGGCGTGAG	UpstreamP1_CTCF	10
chr19	38420327	38420477	id-49422	4.02e-07	+	GATGCCAGTCAAGTGCTTACCCCCAGGGGCCAGCG	Upstream_CTCF	5
chr19	38422699	38422849	id-49423	1	+	NA	NONE	25
chr19	38453812	38453962	id-49424	1	+	NA	NONE	15
chr19	38465712	38465862	id-49425	2.8e-05	+	GCCGTCGTGGAACTGACAGCCTGGAGGGGACGCAA	Upstream_CTCF	1
chr19	38478100	38478250	id-49426	1.03e-06	+	CAGCATCCCTGGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	37
chr19	38478587	38478737	id-49427	4.43e-05	-	AGACAGGACCAGCAGGGGGACTGTAGGAGGAGGGG	V_CTCF_BR	24
chr19	38481066	38481216	id-49428	3.28e-05	-	TCCTTGTCTCCATGCCCAGCCAGAAGAGAGCGCTC	V_CTCF_BR	12
chr19	38482731	38482881	id-49429	9.66e-05	+	GCTGCATTTCCTCCTTCTACAGCAAGGGCCAGAGC	Upstream_CTCF	17
chr19	38524580	38524730	id-49430	1	+	NA	NONE	13
chr19	38535446	38535596	id-49431	1.73e-05	-	ATGGGGATGCCACGTCAGTCCTGTTGGTGGCACCA	V_CTCF_BR	29
chr19	38545675	38545825	id-49432	7.6e-05	-	CAGCTAAGGAAACGGAAGGCCAGCAGGGGAGGTCA	UpstreamP1_CTCF	1
chr19	38546377	38546527	id-49433	3.28e-05	-	AGCTTCTCCCAAGTGTTCCTCAGCAGGGGGCATCA	V_CTCF_BR	18
chr19	38565080	38565230	id-49434	3.18e-06	-	GTCAAGCTGGGATGATGGCCCGCCTGAGGGCGCTG	V_CTCF_BR	19
chr19	38586456	38586606	id-49435	4.23e-08	+	TCCGTGCTGTCCCTCGTTCCCAGCAGAGGGCACTG	V_CTCF_BR	40
chr19	38625325	38625475	id-49436	1.17e-05	+	CACGTGGGACAGTACTTGGCCTATAGGAGGCGCTC	V_CTCF_BR	40
chr19	38633181	38633331	id-49437	6.05e-06	+	AACCCCTTACACAGTATCACCAGCAGGGGCCGACA	V_CTCF_BR	40
chr19	38634705	38634855	id-49438	3.09e-07	-	ATTGGGGGGCAGTGCCTTGCCTCAAGAGGGAGCTC	V_CTCF_BR	39
chr19	38643739	38643889	id-49439	1	+	NA	NONE	3
chr19	38698411	38698561	id-49440	5.38e-05	+	TCCTGTGATCAGCCTCTGGCCCCCTGGAGGAGGAA	V_CTCF_BR	7
chr19	38702047	38702197	id-49441	8.86e-10	+	CATGCAGTATCCACCGTGGGCACCAGGAGGGGCGG	Upstream_CTCF	27
chr19	38715314	38715464	id-49442	1.85e-08	-	CTGCACTGCTGCTGTCAGGCCTGCAGAAGGCGTTG	UpstreamP1_CTCF	37
chr19	38716958	38717108	id-49443	2.17e-09	+	CGCCCACAAACGCCCTCATCCACCAGGGGGCGCCC	V_CTCF_BR	40
chr19	38720380	38720530	id-49444	6.51e-05	+	AGTCTAGGGGCGCGCGGCGGCGCCCGAGGGCGCCC	V_CTCF_BR	15
chr19	38724543	38724693	id-49445	1.38e-08	+	CTGGAACCCAAGGGTTTGCCCACCAGAGGGCGCTG	V_CTCF_BR	40
chr19	38734561	38734711	id-49446	1.52e-07	+	ATAAAACCAATTCACATAGCCACGAGGGGGCGCTG	V_CTCF_BR	40
chr19	38747233	38747383	id-49447	3.83e-09	-	ACAGCCCCCCACCCCGCCACCGCCAGAGGGCGCAG	V_CTCF_BR	36
chr19	38755887	38756037	id-49448	5.65e-05	-	GCCATGGAACTTTCCACCGCCAGGAGAAGGCTGGT	V_CTCF_BR	10
chr19	38760756	38760906	id-49449	1.63e-05	-	TCTGTCATCTTATCTCTGACCACCAGGGTCACGAC	Upstream_CTCF	24
chr19	38782755	38782905	id-49450	1	+	NA	NONE	18
chr19	38786371	38786521	id-49451	1.38e-08	+	GCCTGCCTGATGGGTGCAGCCTCCAGGGGGCAGGC	V_CTCF_BR	24
chr19	38791629	38791779	id-49452	1	+	NA	NONE	35
chr19	38806754	38806904	id-49453	1.39e-05	+	GGCGAGGCCGGGACCAATCCCAGGAGGAGGCGGTG	V_CTCF_BR	12
chr19	38810860	38811010	id-49454	2.8e-05	+	TGGGTACGTAAGCGCCTCACCGCAAGGCGGCGAGG	Upstream_CTCF	33
chr19	38812254	38812404	id-49455	1.64e-05	+	TAACTCGCCCTCCCGGCCAACAATAGGGGGCAGCT	V_CTCF_BR	15
chr19	38826224	38826374	id-49456	1.1e-06	-	CTGAGGGCGCGGGGCCTGGTCGGCAGAGGGTGCTG	V_CTCF_BR	40
chr19	38842595	38842745	id-49457	6.46e-07	+	GCATGCTGTGCACTGCCCAACTCCAGGGGGCACAC	V_CTCF_BR	8
chr19	38852357	38852507	id-49458	1	+	NA	NONE	31
chr19	38865200	38865350	id-49459	3.63e-06	-	CCGGGTAGCCCGCCGTCGCTCTCGAGGTGGCGCCC	V_CTCF_BR	35
chr19	38875027	38875177	id-49460	1.96e-07	+	TCGTAGTGCTCCAGCTTGGCCACCAGAGAGCCGGA	UpstreamP1_CTCF	18
chr19	38875467	38875617	id-49461	1.74e-08	-	CTGGGACTCAAGGCTTCAGCCGCCAGAGGGCACTG	V_CTCF_BR	40
chr19	38893694	38893844	id-49462	1.47e-10	+	GGGCGGAGCCTGCCACCGGCCGCCAGGGGGCGCGC	V_CTCF_BR	40
chr19	38908607	38908757	id-49463	7.6e-05	+	ATGCACAATCCCGAAGCGACCGCTGGGGCCTGGGG	UpstreamP1_CTCF	11
chr19	38932409	38932559	id-49464	5.34e-06	-	TCTGACCTCTGCTTCACAGACACAGGAGGGCGCTC	V_CTCF_BR	36
chr19	38969291	38969441	id-49465	7.73e-06	+	AAAACAGCTCCTAGGCTGTCCTCAAGAGGTCGCTG	V_CTCF_BR	36
chr19	38972185	38972335	id-49466	3.42e-05	+	AGTGTGGTCCCTGGACCAACCAGCAGGAGAGCTGC	Upstream_CTCF	13
chr19	38993484	38993634	id-49467	4.65e-05	-	TTGAGGATGGGCACGTCGAACACCAGGCGGCGCAA	V_CTCF_BR	4
chr19	39005823	39005973	id-49468	8.52e-08	+	CCGCGGTTCCCCACGGCGGCCGCGTGAGGGCGCTC	UpstreamP1_CTCF	40
chr19	39018926	39019076	id-49469	1	+	NA	NONE	3
chr19	39035124	39035274	id-49470	3.18e-06	+	ATTACAATAGTTTAGTTTTCCAGCAGATGGCAGTA	V_CTCF_BR	40
chr19	39047521	39047671	id-49471	2.46e-06	+	GTGGGGCTACTGTATACCTCCACCAGGAGGCACCT	UpstreamP1_CTCF	37
chr19	39048026	39048176	id-49472	4.23e-06	+	GTGTGGTAAGCCCTGTAAACCGGCTGGTGGCGGAA	UpstreamP1_CTCF	7
chr19	39077209	39077359	id-49473	5.01e-06	+	CCCTTTAACATAAGGCCAGTCAGTAGGTGGCAGTA	V_CTCF_BR	17
chr19	39083710	39083860	id-49474	9.67e-08	+	GCTGCAGTGCAGAGAACAGACTCTAGGGAGCAGGG	Upstream_CTCF	22
chr19	39125358	39125508	id-49475	8.08e-08	-	CGGGTCATTCTCTGAATGGCCGCCAGAGGGAGCCT	Upstream_CTCF	40
chr19	39127566	39127716	id-49476	4.23e-08	+	TCCTGCCTCTGCCCCTTGCCCACCAGAGGGAGCTC	V_CTCF_BR	40
chr19	39141935	39142085	id-49477	1	+	NA	NONE	19
chr19	39143780	39143930	id-49478	1	+	NA	NONE	13
chr19	39147174	39147324	id-49479	1	+	NA	NONE	17
chr19	39166408	39166558	id-49480	2.33e-07	+	CTGCCATACCCAGCCAGGCCAAGCAGAGGGCCCCA	UpstreamP1_CTCF	23
chr19	39174958	39175108	id-49481	1	+	NA	NONE	10
chr19	39176511	39176661	id-49482	6.23e-05	+	TCGCATATTCACCCTTCCACCAGCAGGGCCCAGTT	UpstreamP1_CTCF	40
chr19	39177182	39177332	id-49483	1.18e-05	-	CTCCAGGCAGAGCTTCTCACCAGGAGGAGGAGATG	UpstreamP1_CTCF	19
chr19	39189260	39189410	id-49484	4.14e-06	+	GGGGAACAGCGTTGTGCCACCAGGAGGGGTCTCTG	V_CTCF_BR	10
chr19	39189812	39189962	id-49485	9.51e-07	+	GGGGCTGAGTAGCCGGGCACCACCAGGAGGCTGCG	V_CTCF_BR	4
chr19	39195382	39195532	id-49486	5.65e-05	+	AGGACAGGCCTGGGAGATGCAACCAGGGGGTGGTT	V_CTCF_BR	14
chr19	39202416	39202566	id-49487	5.89e-08	+	CTGCACTCACGGTCCCAGCCCTCCAGAGGCCAGGC	UpstreamP1_CTCF	21
chr19	39209607	39209757	id-49488	8.16e-07	-	CAGAAAGCACAGTGGCGCTCCTGCAGGGGGAGCCA	V_CTCF_BR	39
chr19	39211029	39211179	id-49489	4.51e-05	-	CCTGCTGCGCAGCCCTGGGGCAGGAGGCTCAGCCA	Upstream_CTCF	5
chr19	39220436	39220586	id-49490	1.04e-11	+	GCCTGGGCCATGCGAGGGGCCAGCAGAGGGCGCCA	V_CTCF_BR	40
chr19	39223328	39223478	id-49491	1.97e-06	-	GGGGCCTGTCTGCCACCACACAGCAGATGGAGCCA	V_CTCF_BR	4
chr19	39228864	39229014	id-49492	1	+	NA	NONE	14
chr19	39260487	39260637	id-49493	6.94e-09	+	GCAGCAATGACGGCGGCGGCCGCCAGGGGGACGGA	Upstream_CTCF	38
chr19	39283363	39283513	id-49494	2.44e-07	-	GCAGCAATGCGGAAGGCGGACGCCAGGGGGTCGGA	Upstream_CTCF	29
chr19	39328987	39329137	id-49495	5.26e-07	-	GCTGCACTTCTTCAACGCCCCGCTGGAGGTGACCG	Upstream_CTCF	5
chr19	39329439	39329589	id-49496	2.81e-05	-	ATGTCTGGTAGGTGCTCAGGCTCGGGAGGGCAGCA	V_CTCF_BR	12
chr19	39340608	39340758	id-49497	4.7e-06	+	CGTCACCCGCCGCCCCCACCCGATAGGGGGAGCCA	V_CTCF_BR	38
chr19	39341419	39341569	id-49498	1	+	NA	NONE	22
chr19	39360571	39360721	id-49499	3.42e-08	-	ACGCTGCCTGCGCCCCGCGCCGCAAGGTGGCGCTC	V_CTCF_BR	34
chr19	39366897	39367047	id-49500	4.21e-05	-	GGCCCTTGTGGGGCTGTGGCCACTAGGGGTGAGTA	V_CTCF_BR	11
chr19	39369530	39369680	id-49501	2.84e-05	+	ATGCCTGTTTAAGCCTTGGCCTCTAGGAGGTGTTA	UpstreamP1_CTCF	21
chr19	39373441	39373591	id-49502	7.46e-06	-	CTGAATAGCCCAACTGCAAGCAGCTGGGGGCAGTG	UpstreamP1_CTCF	4
chr19	39378222	39378372	id-49503	1.74e-10	-	CCTGCAGCCCCAAAAGCTACCGCCAGGGGGAGGAA	Upstream_CTCF	40
chr19	39405765	39405915	id-49504	1.64e-05	-	TCTAGGAGCTGCTGAGCAGCCGCTTGGAGGCACTA	V_CTCF_BR	13
chr19	39408782	39408932	id-49505	5.34e-06	-	CCTTGACCTGGGGTTGCATCCACCAGAGGGAGTGC	V_CTCF_BR	38
chr19	39421011	39421161	id-49506	2.4e-05	-	ATCGTGAGTGCGCCTGCGCCGGCCGGGGGGCGCAG	V_CTCF_BR	40
chr19	39423536	39423686	id-49507	1.03e-06	-	TGTTTATTAAAACCCCTTCCCAGCAGAGGGCAGTA	V_CTCF_BR	40
chr19	39443334	39443484	id-49508	3.4e-06	-	AAACAAGGTCTGGGTTTGACCACGAGAGGGAGATG	V_CTCF_BR	39
chr19	39452853	39453003	id-49509	1.93e-05	+	ACATGATGCTAAGTTTTTTTCAGTAGAGGGCGCTG	V_CTCF_BR	40
chr19	39465386	39465536	id-49510	1	+	NA	NONE	21
chr19	39467325	39467475	id-49511	1	+	NA	NONE	40
chr19	39471406	39471556	id-49512	8.56e-05	-	TTTCTGTTGCATGGGGTGGCCGCTAGGCACCAATC	UpstreamP1_CTCF	1
chr19	39528923	39529073	id-49513	9.41e-05	-	CTAATCCTGTTAACAATGGCCTCCAGGGAGAGCTG	V_CTCF_BR	40
chr19	39542998	39543148	id-49514	2.14e-10	+	GGCAGCACCATTCTGGTGGCCGCCAGGGGGCGCCA	V_CTCF_BR	39
chr19	39601125	39601275	id-49515	2.73e-07	+	ACCGTCATGACACTACTCACCAGCAGGTGGCGTCA	Upstream_CTCF	40
chr19	39612805	39612955	id-49516	3.65e-07	+	TGTCCCAGGCCATGAGGAGGCAGCAGAGGGCAGTC	V_CTCF_BR	40
chr19	39616868	39617018	id-49517	1	+	NA	NONE	5
chr19	39619558	39619708	id-49518	7.27e-06	+	CCCTGGGCAGTTCTTATGGCCAGCAGGGGCTGACG	V_CTCF_BR	20
chr19	39634983	39635133	id-49519	1.34e-06	+	TCTCACTGCTGTCCTGTCTCCAGCACGGGGCACCG	UpstreamP1_CTCF	3
chr19	39636430	39636580	id-49520	1	+	NA	NONE	7
chr19	39645232	39645382	id-49521	2.91e-05	+	AGTGCAGCTCCCTCTCCGTCCATTGGGGACCTCGT	Upstream_CTCF	18
chr19	39651150	39651300	id-49522	3.81e-05	+	GTGCAGTTCTGGCTGAGGGAAGATAGGTGCAGAGG	UpstreamP1_CTCF	12
chr19	39657353	39657503	id-49523	6.9e-05	+	CTGGCACGGCCTCTGTGGCCCCCATGAGGTCAGGA	Upstream_CTCF	5
chr19	39677989	39678139	id-49524	1.19e-06	-	GGCAGTGAGCCCACTTCACCCTGCAGGGGGCGACA	V_CTCF_BR	40
chr19	39678332	39678482	id-49525	1.17e-05	-	GGCAGGAAGGCCCGGCTGGGCGGCAGGAGGAAGAG	V_CTCF_BR	5
chr19	39688644	39688794	id-49526	1.04e-07	-	CAGGGGTCGCTGGGTGGGACCAGTAGGGGGTGCTG	V_CTCF_BR	22
chr19	39692535	39692685	id-49527	1.84e-06	-	TTCCTTGAGCCGTTTCTGGCCTCCAGGGGCCTCCG	V_CTCF_BR	33
chr19	39694669	39694819	id-49528	1	+	NA	NONE	0
chr19	39703103	39703253	id-49529	3.63e-06	+	AGGGGGAACCCAGAAGCGCTCAGGAGGTGGCGCCA	V_CTCF_BR	39
chr19	39709880	39710030	id-49530	2.53e-05	+	CCCTTGTGGAGATTACACTCCAGTAGAGGGAGACA	V_CTCF_BR	8
chr19	39715656	39715806	id-49531	5.65e-05	+	GTTTGAAGAAGTGGTGTTGCCACAAGAGGGGGCAG	V_CTCF_BR	16
chr19	39748947	39749097	id-49532	1	+	NA	NONE	5
chr19	39754730	39754880	id-49533	4.88e-06	-	AGGTGCTGCCGGCCACTGTCCCCTGGGGGGCGTCC	UpstreamP1_CTCF	3
chr19	39798698	39798848	id-49534	3.88e-07	-	CGGCCCTGCCGGCCCAGGACCACTACGAGGCGCTG	UpstreamP1_CTCF	8
chr19	39813767	39813917	id-49535	9.71e-06	-	TTATTCCTACCCCCAAGCTCCAGCAGGGAGCACTA	Upstream_CTCF	31
chr19	39818844	39818994	id-49536	7.29e-13	-	CTGCAGTACGAGGCTTGGGCCAGCAGGGGGCGGGC	UpstreamP1_CTCF	40
chr19	39821963	39822113	id-49537	9.71e-06	-	ATTGCACAGGGCCCCGCACCCAGGAGGGGGCCTCA	Upstream_CTCF	0
chr19	39832142	39832292	id-49538	3.45e-05	-	GCAGAGGCCAGTTGTTTGGCCACTTGAGGGAGTTT	V_CTCF_BR	37
chr19	39832621	39832771	id-49539	2.08e-07	-	CTGAGGTTGGGCCTCCAGGCCCGCAGGGGGCAGGC	UpstreamP1_CTCF	40
chr19	39836732	39836882	id-49540	2.23e-06	+	CTTCAGGGAGCTCACAATACCAGTAGGGGGCTTGG	UpstreamP1_CTCF	33
chr19	39842175	39842325	id-49541	1.84e-06	+	TGTAACTGAAAAGAGTGGGCCACAAGGGGGAGGCT	V_CTCF_BR	22
chr19	39863236	39863386	id-49542	3.22e-05	+	ATGCTGTGGCCAGCCTCCACCCCAGTGCGGAGCCA	UpstreamP1_CTCF	10
chr19	39881381	39881531	id-49543	3.4e-06	-	AGGCCCAGCGGGAGGATGGCCACAGGTAGGCGCCA	V_CTCF_BR	29
chr19	39888391	39888541	id-49544	3.11e-10	+	CTGAGCACCGCAGCGGGAGCCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr19	39893235	39893385	id-49545	1	+	NA	NONE	5
chr19	39900516	39900666	id-49546	2.4e-05	-	AGAAATCTGCAACTCCGAGCCACCAGGGGTCTAGA	V_CTCF_BR	30
chr19	39902545	39902695	id-49547	1.9e-09	-	GGTGCCGTTTCCGTCCCAGCCACCAGGTGGGGGTA	Upstream_CTCF	40
chr19	39903408	39903558	id-49548	4.23e-08	-	GTCCGGGCTCCCGGCTGCTCCAGGAGGGGGCGCTG	V_CTCF_BR	40
chr19	39904917	39905067	id-49549	7.49e-05	+	ATCCCCAGGCAATGACAGGCCAGAGGGGGCAGCGC	V_CTCF_BR	38
chr19	39905845	39905995	id-49550	4.23e-08	+	GTGGAGGTAAGGCGGGCAGACACCAGAGGGCAGTG	V_CTCF_BR	19
chr19	39926495	39926645	id-49551	6.39e-05	+	CGTGGACTAGACAACCTCACCGCGCGGCGCCGCAA	Upstream_CTCF	12
chr19	39930990	39931140	id-49552	8.89e-06	+	TTTGCATATTTGCCAACTTGCGGCAGATGGCAGTA	Upstream_CTCF	38
chr19	39959919	39960069	id-49553	9.31e-05	+	CCTGCAGGGCAAGATCCTCAGCGTGGATGGCAACA	Upstream_CTCF	1
chr19	39964886	39965036	id-49554	3.11e-10	+	GCCCCAGCCCCCAGAGCTACCACCAGGTGGCGCCA	V_CTCF_BR	40
chr19	39966046	39966196	id-49555	1.81e-06	+	CCTGGAGGACCTAGACTGTCCAGAGGGCGCCGGAG	Upstream_CTCF	36
chr19	39980517	39980667	id-49556	2.15e-05	+	TGCTGTGTCCCGAGAGTCTCCAGATGGGGGCATCA	V_CTCF_BR	4
chr19	39988585	39988735	id-49557	1.96e-08	+	GGGGGAGGGGCTCGGCCGCCCGGCAGATGGCGGCA	V_CTCF_BR	37
chr19	39993560	39993710	id-49558	6.04e-09	-	GGCGCAGTCCCGGACCGCACCGCGAGGGGGCGCTG	Upstream_CTCF	38
chr19	40005671	40005821	id-49559	2.04e-05	+	GGAACTCGGTGTAACAGAGCCCCCAGTGGTCGCGC	V_CTCF_BR	22
chr19	40009168	40009318	id-49560	4.71e-06	-	AAGGCTATAGCTTCAGAGGCCACTGGAGGCCAAGA	Upstream_CTCF	2
chr19	40023516	40023666	id-49561	3.5e-05	-	ACGTAATGGCTACTCAGGACCGCTAGGGAACGCTA	UpstreamP1_CTCF	40
chr19	40030858	40031008	id-49562	1.09e-06	-	ATGCGTTGGCGCTTCCCGGCCTCGAGGGGGCATCT	UpstreamP1_CTCF	39
chr19	40042184	40042334	id-49563	4.7e-08	+	TGTCGGGTCAGGCTTCTGCCCACTAGAGGGCAGCC	V_CTCF_BR	40
chr19	40118405	40118555	id-49564	1	+	NA	NONE	8
chr19	40162740	40162890	id-49565	5.01e-06	-	ATGAAGAGGATTTTTATTTCCACCAGGTGGCGGTT	V_CTCF_BR	40
chr19	40164611	40164761	id-49566	1	+	NA	NONE	14
chr19	40237611	40237761	id-49567	4.1e-06	+	CTGGCAGTACTCCTCATGGCCTGGGGAGGCAATAG	Upstream_CTCF	10
chr19	40256225	40256375	id-49568	2.31e-07	+	TCTGATGCATCCTCTCCCACCGCTAGAGGGCAGCA	Upstream_CTCF	40
chr19	40256552	40256702	id-49569	1	+	NA	NONE	2
chr19	40256949	40257099	id-49570	1	+	NA	NONE	22
chr19	40257451	40257601	id-49571	1.64e-07	-	GCTGATGCATCCTCTCCCACCGCTAGAGGGCAGCA	Upstream_CTCF	39
chr19	40283723	40283873	id-49572	3.09e-07	+	GGTCACCACCAGCCTTTGAGCTCCAGGGGGCGCTC	V_CTCF_BR	40
chr19	40333138	40333288	id-49573	5.55e-07	-	GCTGCTGTGTGAAAAGTGGACTGTAGAGGGAGTAG	Upstream_CTCF	39
chr19	40334688	40334838	id-49574	1.09e-06	-	GTTGCTGTGTGGAAAGTGGACTGTAGGGGGAGTAG	Upstream_CTCF	40
chr19	40336340	40336490	id-49575	1	+	NA	NONE	35
chr19	40362974	40363124	id-49576	1	+	NA	NONE	1
chr19	40366333	40366483	id-49577	8.64e-05	+	GTTGTAGTTCCCGCATAAGCCACAGAGAGAGGCCG	Upstream_CTCF	2
chr19	40372266	40372416	id-49578	4.14e-06	+	CCCACGGAGTTAAGCTTTGTCAACAGAGGGCGCCG	V_CTCF_BR	40
chr19	40388517	40388667	id-49579	4.41e-06	+	CCCGCGGAGTTAAGCTTTGTCAACAGAGGGCGCTG	V_CTCF_BR	37
chr19	40404274	40404424	id-49580	3.63e-06	+	AGAGGGCGCTGGAGAGTCACCACAGGAGGGAGGGG	V_CTCF_BR	40
chr19	40441333	40441483	id-49581	2.04e-05	+	CACATCCTGCTTCCAGACACCACTAGGGGCAGGTG	V_CTCF_BR	15
chr19	40476741	40476891	id-49582	6.46e-07	-	GGAGGGCTGGGGGTTCTCTCCGGGAGGTGGCGCAG	V_CTCF_BR	40
chr19	40642855	40643005	id-49583	1	+	NA	NONE	30
chr19	40645819	40645969	id-49584	4.88e-08	+	TTGTTGTTGCACATAATGACGACTAGATGGCACCA	UpstreamP1_CTCF	40
chr19	40654133	40654283	id-49585	1.03e-05	+	CTGCTCTTTGTGAAGGCTGCCCCCACAGGGACGCT	UpstreamP1_CTCF	3
chr19	40661679	40661829	id-49586	6.9e-05	+	CATATGATTCCATGGGGGACCACACGAGGGAGCCC	Upstream_CTCF	40
chr19	40671571	40671721	id-49587	3.65e-07	-	GCTGCGTGTTTGGGAAGGGGCAGTAGAGGGCGCTG	V_CTCF_BR	40
chr19	40697724	40697874	id-49588	1.17e-05	+	AAGGGTTTTTTTTCTTGCTCCTGCGGAGGGCGCCC	V_CTCF_BR	29
chr19	40704571	40704721	id-49589	1.46e-07	+	GTTCAGCTAGCACAAATGGCAACTAGGGGGCACAC	UpstreamP1_CTCF	0
chr19	40716970	40717120	id-49590	9.29e-06	-	TTTGCCTTTGCTGCTCCCTCCGCCAGGGGCATGCT	Upstream_CTCF	6
chr19	40723375	40723525	id-49591	1.38e-06	+	AACAGGCGCAACTGCGCCGCTGCTAGGGGGCGCCA	V_CTCF_BR	39
chr19	40723829	40723979	id-49592	8.02e-05	+	CACTCCACCTCCGTGCTCTCCACCAGGCGCCGCTG	Upstream_CTCF	11
chr19	40724322	40724472	id-49593	2.27e-05	-	CTCGAGGGGTTTCCCTAGACCCATAGGGGGCAGCC	V_CTCF_BR	6
chr19	40727889	40728039	id-49594	6.67e-08	-	ATGCAAATTCTGAACTCCTCCACCAGGGGGCAATG	UpstreamP1_CTCF	40
chr19	40730583	40730733	id-49595	5.65e-05	+	ACCTGGACCAGCCAGTCTACCACCAGGGCGCGCAT	V_CTCF_BR	1
chr19	40731640	40731790	id-49596	1	+	NA	NONE	22
chr19	40732020	40732170	id-49597	1	+	NA	NONE	14
chr19	40741655	40741805	id-49598	1.08e-08	-	GCTGCCACTGTCCCTGCGGCCTGGAGGGGGCAGCG	V_CTCF_BR	35
chr19	40758199	40758349	id-49599	2.84e-05	+	CAGCAGGTACCAAGAAGAAAAGGCAGGTGGGGCTC	UpstreamP1_CTCF	6
chr19	40773257	40773407	id-49600	3.22e-05	-	GTGCTGTCCCTGATGGAGGCCAGAGGGAAGGGCTT	UpstreamP1_CTCF	8
chr19	40773413	40773563	id-49601	1	+	NA	NONE	1
chr19	40776468	40776618	id-49602	1.7e-05	-	AGTGCAGGCGACAGAGGCTCCTGAGGGGGTCGCTG	Upstream_CTCF	5
chr19	40785260	40785410	id-49603	1	+	NA	NONE	13
chr19	40790835	40790985	id-49604	8.71e-06	-	GCGGGGGCGGTGGGACCAGCCTCGGGGGGCCGGGG	V_CTCF_BR	1
chr19	40811339	40811489	id-49605	3.65e-07	+	TATAAACTCTATTCACTTGCCACAAGATGGCGCCA	V_CTCF_BR	40
chr19	40818619	40818769	id-49606	2.15e-05	-	GGACTTAATTAGGCTGTTATCACTTGGGGGCGCTC	V_CTCF_BR	2
chr19	40829098	40829248	id-49607	5.67e-06	+	GAGGCTCTGCAATAGTTCACCAACAGGCGCCGCAC	Upstream_CTCF	2
chr19	40872937	40873087	id-49608	5.48e-05	-	GTGTCTGTTCACAGGCCTGACAGAAGATGACGCTG	Upstream_CTCF	16
chr19	40887356	40887506	id-49609	4.23e-06	-	AAGAAGGGTCTGGGTTTGACCACCAGGAGGCCTGG	UpstreamP1_CTCF	37
chr19	40898929	40899079	id-49610	1.59e-06	+	ATGTGCAGAAGTGCCCTCACCGGCAGAGGGCAGGT	V_CTCF_BR	37
chr19	40909557	40909707	id-49611	1.03e-05	-	CTGCGCGAGGACTCACCCGCCGCCAGGAGCCTCAG	UpstreamP1_CTCF	21
chr19	40926644	40926794	id-49612	7.42e-09	+	CACCGCAGAGCCCGACTGGGCACCAGGGGGCGGTG	V_CTCF_BR	40
chr19	40929310	40929460	id-49613	2.46e-06	+	CTGTGTGGCCAGGATCTAGCCACCAGGAGTCGACT	UpstreamP1_CTCF	4
chr19	40931271	40931421	id-49614	1.55e-08	-	GGGAAAGCCGGCCTGGGCACCGCTAGGGGGCGCCG	V_CTCF_BR	39
chr19	40950739	40950889	id-49615	3.09e-06	-	TCAGAAGACCCAGGTGGGACCACCAGAGGACGTGC	Upstream_CTCF	35
chr19	40970354	40970504	id-49616	2.75e-09	+	AGTGCAGTCCCAGCTATGACCAGCAGGGTGGGCGA	Upstream_CTCF	40
chr19	40994118	40994268	id-49617	2.8e-05	+	GATGAAGGTGCGGGGCTCTAGGCTAGGGGGCAGTG	Upstream_CTCF	15
chr19	41008714	41008864	id-49618	5.34e-06	+	TACTGGCACAGAGGTTTGACCACAAGGTGGCTATG	V_CTCF_BR	32
chr19	41019168	41019318	id-49619	5.38e-05	+	GTGCCAGTGGCGCAGGGCCACTGGTGGTGGCGCTG	V_CTCF_BR	3
chr19	41025411	41025561	id-49620	4.94e-06	+	CCTGCAGTGGCGTCTTAGCGGCCTAGAGGCCGCTC	Upstream_CTCF	22
chr19	41027297	41027447	id-49621	1.27e-06	-	CTGTCGCTGCCTCCCATCACCCCTAGATGTCACTA	UpstreamP1_CTCF	39
chr19	41029271	41029421	id-49622	2.18e-07	+	GCACCACGCTCCCTCCTCCCCAGGAGATGGCGCTG	V_CTCF_BR	40
chr19	41032307	41032457	id-49623	4.21e-05	+	GCGTGAGCCACCGCGCCGGCCGCTAGGTGCTGTTC	V_CTCF_BR	3
chr19	41035094	41035244	id-49624	4.3e-08	+	GAGCGATGCTCGCTCTAAGCCGCCAGGGGGCGCGC	UpstreamP1_CTCF	40
chr19	41036218	41036368	id-49625	2.97e-06	+	AAAGAGGCGGGCAGGGAGGCAGGCAGGGGGCGCAC	V_CTCF_BR	35
chr19	41039497	41039647	id-49626	1	+	NA	NONE	38
chr19	41045163	41045313	id-49627	6.05e-06	-	CTTCCCACACTCCTGCTATCCACCAGGGGGTGAGC	V_CTCF_BR	28
chr19	41047212	41047362	id-49628	1.82e-07	+	AGACTCCTGGGCCCTTTTCCCAGCAGAGGGAGCCC	V_CTCF_BR	40
chr19	41048255	41048405	id-49629	4.01e-05	+	GCTGTGCTTCCTGGCCAAGAAGCCAGATGGTGGAG	Upstream_CTCF	10
chr19	41055217	41055367	id-49630	4.14e-06	+	TGCTGGCTTCCAAGGAGTTGCACCAGGTGGCGCAC	V_CTCF_BR	39
chr19	41066270	41066420	id-49631	7.42e-09	-	TGGGGGTGGCTGGGGTAGGCCACCAGGGGGAGGCA	V_CTCF_BR	8
chr19	41076669	41076819	id-49632	9.49e-08	+	TGGCTCAACTTCAGGCCCTCCAGCAGGTGGCGGTA	V_CTCF_BR	13
chr19	41081835	41081985	id-49633	6.75e-05	+	GTCCCCTGGACCATCCAGGGTGCTAGGGGGCAGGG	UpstreamP1_CTCF	0
chr19	41090069	41090219	id-49634	7.6e-05	+	TAGATGGTGGCCACCCTCTCCACTAGGGGCAGAAT	UpstreamP1_CTCF	40
chr19	41100642	41100792	id-49635	7.15e-05	+	TGGGATGGAGGCATGGATTGCTGTAGGTGGCAGTA	V_CTCF_BR	31
chr19	41104603	41104753	id-49636	1.15e-07	-	GACGCCATCCTGAGCCTGGCCGACAGGTGGCGCCA	V_CTCF_BR	40
chr19	41107029	41107179	id-49637	1	+	NA	NONE	34
chr19	41108114	41108264	id-49638	1.74e-08	-	ACACCTCCTGTCCCCTCCGCCCCCAGGGGGCGCCC	V_CTCF_BR	40
chr19	41108604	41108754	id-49639	1.41e-05	-	TGCCTACACCCAGGGTGGGCCACTAGATGGCCACA	UpstreamP1_CTCF	37
chr19	41109311	41109461	id-49640	1	+	NA	NONE	32
chr19	41111529	41111679	id-49641	9.84e-05	+	AGGGGCCCGGAGCTTGCCTCCGCGCGGGGGCGCGC	V_CTCF_BR	37
chr19	41122836	41122986	id-49642	1.24e-05	+	TGACCCTGGCTATCAGCCCACGCCAGGGGGCGGAT	V_CTCF_BR	0
chr19	41140531	41140681	id-49643	9.55e-09	-	AAGACTTTACGAGCATCGGCCACTAGGGGGCGCAG	V_CTCF_BR	40
chr19	41146628	41146778	id-49644	1.83e-05	-	CGTGGGGTGACATGCATAGCAAGCTGGGGGAAGCA	V_CTCF_BR	7
chr19	41168760	41168910	id-49645	2.19e-08	+	AGGCGCCGCGAGCGCAAGACCACGAGGGGGCGCTG	V_CTCF_BR	40
chr19	41188511	41188661	id-49646	4.5e-06	+	GGTGTCCTCCGCCCTGATTCCAGCAGGGTGAGCAG	Upstream_CTCF	1
chr19	41197575	41197725	id-49647	1	+	NA	NONE	7
chr19	41208567	41208717	id-49648	7.8e-08	-	GGTTGGCAGGAGAAGGCATCCACCAGTGGGCGCTC	V_CTCF_BR	37
chr19	41221051	41221201	id-49649	1	+	NA	NONE	19
chr19	41223046	41223196	id-49650	3.81e-05	+	CCGCGGCGGCCCGCATGGGACTGGAGGCGCCGCGA	UpstreamP1_CTCF	13
chr19	41248019	41248169	id-49651	3.65e-05	-	ATGTCGCATCGTCTGTTTCTCACTAGGGGCCGCCT	UpstreamP1_CTCF	7
chr19	41248676	41248826	id-49652	4.04e-08	-	CTGCACCCACCCTGGAGGGCCGGGAGAGGGCGGAA	UpstreamP1_CTCF	2
chr19	41250466	41250616	id-49653	2.78e-06	+	GAGTCTCTCCAGGGGGACGCCACTGGGGGGCGACA	V_CTCF_BR	23
chr19	41268690	41268840	id-49654	7.84e-05	+	TTTCATGGCCTCTTCTCTGCCTCCTGGGGCTGCTG	V_CTCF_BR	2
chr19	41304075	41304225	id-49655	3.88e-06	-	TGCACCAGTCCCCTGCAGGCCACCTGAGGGCGTAG	V_CTCF_BR	33
chr19	41304401	41304551	id-49656	5.92e-05	+	ATTCTGATTCCCACAATCGTCCCGAGGGGGCAGGC	V_CTCF_BR	39
chr19	41310735	41310885	id-49657	1.55e-05	+	AGCTTCCCACTGCTAGGTGGCAGTAGATGGTGGCA	V_CTCF_BR	35
chr19	41312888	41313038	id-49658	2.11e-06	-	CCCACGGTGCCCCGGGAGCCCACTAGGAGGCGCAG	V_CTCF_BR	40
chr19	41313690	41313840	id-49659	5.28e-08	-	CATGCGGCTCTGGGACTGGCCACTAGGTGGGCGTA	Upstream_CTCF	40
chr19	41318072	41318222	id-49660	9.66e-05	-	ACAGCTCCACTAGGGCTGGGGGCGGGGTGGAGACG	Upstream_CTCF	15
chr19	41324639	41324789	id-49661	1	+	NA	NONE	15
chr19	41325771	41325921	id-49662	3.4e-06	-	GTGGTCATTGTCTACCTCTCCACTGGGTGGCGCAG	Upstream_CTCF	40
chr19	41354483	41354633	id-49663	5.34e-06	-	GAGGCATCGAGGAGCGCATCCAGGAGGAGGCGGGC	V_CTCF_BR	23
chr19	41364155	41364305	id-49664	4.14e-05	+	TTCTTGAGCCTCAGCTTCTCCAGTAGGTGGGACTA	UpstreamP1_CTCF	4
chr19	41368409	41368559	id-49665	1	+	NA	NONE	11
chr19	41415015	41415165	id-49666	9.81e-06	-	TGCCAGGCTACTACTCACACCAGCAGGGGCCTCCC	V_CTCF_BR	24
chr19	41439051	41439201	id-49667	1	+	NA	NONE	24
chr19	41480576	41480726	id-49668	2.46e-08	+	AAGCGACACAGACAAGTTACCACCAGGTGGCGCTG	V_CTCF_BR	40
chr19	41507265	41507415	id-49669	1	+	NA	NONE	9
chr19	41529203	41529353	id-49670	5.34e-06	-	CACCCACCTCCTGCTCACACCAGCAGGGGCCTCCC	V_CTCF_BR	10
chr19	41531878	41532028	id-49671	7.27e-06	-	CGCGGCATCAAGGAGGTATCCAGGAGAAGGCGGGC	V_CTCF_BR	1
chr19	41536654	41536804	id-49672	1.76e-05	-	CTGCTTAACTCAGCGCCATGCTCTAGGAGGCAGCC	UpstreamP1_CTCF	9
chr19	41604904	41605054	id-49673	4.01e-05	+	GTTGCCTCTGTACATTCCACCTCTGGGGGCAGGGC	Upstream_CTCF	3
chr19	41632684	41632834	id-49674	5.17e-06	+	GTGGTCATTGTTTACCTCTCCACTGGGTGGCGCAG	Upstream_CTCF	40
chr19	41633793	41633943	id-49675	1	+	NA	NONE	23
chr19	41650433	41650583	id-49676	5.21e-08	-	AAGAGGCACAGACAAATTACCACCAGGTGGCGCTC	V_CTCF_BR	40
chr19	41662227	41662377	id-49677	7.55e-07	+	TGGTCATATCAAATGTTGGCCAGGAGAGGGAGGAA	V_CTCF_BR	32
chr19	41667918	41668068	id-49678	1.71e-06	-	AAGGATCAGACCCTCCAGGCCTCCAGGAGGCGCTG	V_CTCF_BR	32
chr19	41678323	41678473	id-49679	3.63e-06	-	GGAGACTGAGGGTGGGGACCCAGGAGGTGGAACAC	V_CTCF_BR	10
chr19	41689593	41689743	id-49680	1	+	NA	NONE	10
chr19	41710291	41710441	id-49681	3.88e-07	+	GAGCAGCTCCGATGCAGAACCAAAAGGGGGCGATG	UpstreamP1_CTCF	40
chr19	41711994	41712144	id-49682	1.26e-07	+	CGAACTCCAGGCATCTGTGCCAGCTGGGGGCACCC	V_CTCF_BR	20
chr19	41732347	41732497	id-49683	4.01e-05	-	GGTGCAAAGTCTGCAGAGGCCGGAAAGGGGAGGGT	Upstream_CTCF	22
chr19	41754953	41755103	id-49684	1	+	NA	NONE	20
chr19	41768260	41768410	id-49685	1.19e-06	-	CCCCGGTTCTCAGGAGCCGCCACTGGAGGGCGTCC	V_CTCF_BR	39
chr19	41770401	41770551	id-49686	1.34e-06	+	CTGCAGCGCCGCGGCCTGGACACTCGAGGCCTCAA	UpstreamP1_CTCF	39
chr19	41803533	41803683	id-49687	1	+	NA	NONE	2
chr19	41814522	41814672	id-49688	6.47e-10	-	TAGGCATTACCAGGAGAGGCCAGCAGAGGGCGCTG	Upstream_CTCF	40
chr19	41827772	41827922	id-49689	1.59e-06	+	GGCTAATCCCGGCCTCTATCCACTGGAGGGCAGTA	V_CTCF_BR	40
chr19	41829048	41829198	id-49690	1	+	NA	NONE	11
chr19	41831814	41831964	id-49691	2.58e-05	-	TGTTTACTCGGCCTCAGCCCCGGCCGGGGGCGGCA	Upstream_CTCF	0
chr19	41847659	41847809	id-49692	3.97e-07	+	TCCAACCTGGAGCACCTGGTCAGCAGATGGCAGTC	V_CTCF_BR	15
chr19	41858477	41858627	id-49693	1.61e-09	-	AGGGGAGCCGGGAGGGGGGCCCCCAGGGGGCGCCG	V_CTCF_BR	40
chr19	41859968	41860118	id-49694	5.53e-08	-	CCGCTTTGGTGGCGCTTGGCCGCCAGGAGGCAGCA	UpstreamP1_CTCF	40
chr19	41872099	41872249	id-49695	5.65e-05	+	CTCTTGGGGCCCCTGGTCCCCTAGTGGTGGCACCA	V_CTCF_BR	38
chr19	41884338	41884488	id-49696	4.48e-07	-	CCTGCTGTTTCCTACCTCAACATCAGGGGGCCTTG	Upstream_CTCF	30
chr19	41913353	41913503	id-49697	2.27e-05	+	GTCTGGCTATGCTGGGTACTCAGAAGGGGGAAGCA	V_CTCF_BR	3
chr19	41914271	41914421	id-49698	1	+	NA	NONE	10
chr19	41930390	41930540	id-49699	1.85e-07	-	GGGTAGTGCTCCCCGTAGGTCTGCAGGTGGCGGGC	UpstreamP1_CTCF	1
chr19	41933614	41933764	id-49700	6.84e-06	+	CGCCCGGCTGCACCCATGGCCAGGAGGCGGCAGTG	V_CTCF_BR	18
chr19	41934322	41934472	id-49701	8.03e-07	+	CCTGTGTTTGCATCCCTGCCCTCCAGGGGCCCCTG	Upstream_CTCF	8
chr19	41935390	41935540	id-49702	1	+	NA	NONE	1
chr19	41937484	41937634	id-49703	2.11e-06	-	TGAAAGGGGATAAGCTTTGTCAGTAGAGGGCACCA	V_CTCF_BR	40
chr19	41942114	41942264	id-49704	4.43e-05	+	CAAGTCCCAAGCCACACAGCCAGGAGGCGGCAGAG	V_CTCF_BR	13
chr19	41945891	41946041	id-49705	9.41e-05	-	TGTGTCTCGTTTTGAAGCTCAGGGAGAGGGCGCTG	V_CTCF_BR	39
chr19	41953986	41954136	id-49706	4.41e-06	-	TAATCCAACCTCCACGCGGCAGCCAGAGGGAGCTC	V_CTCF_BR	20
chr19	41955364	41955514	id-49707	5.47e-12	+	CTGCTGTGATGCCCTGTCTCCACCAGGTGGCGCCA	UpstreamP1_CTCF	40
chr19	41958924	41959074	id-49708	2.6e-07	-	TTTAGATGACCCCCCCCCACCACAAGATGGCAGTG	V_CTCF_BR	6
chr19	42028598	42028748	id-49709	9.25e-06	-	AGGAAGAGGCAGCGCCGGGGCGCCGGAGGGAGCAG	V_CTCF_BR	1
chr19	42044275	42044425	id-49710	1.15e-07	-	CTGAATTTGCAATTATCAGCCAGCAGGGGTCACTC	UpstreamP1_CTCF	39
chr19	42048464	42048614	id-49711	3.88e-06	+	GTAGTCAAGATCTATTTGTCCAATAGAGGGCGCCC	V_CTCF_BR	40
chr19	42069874	42070024	id-49712	2.33e-07	-	TTGCAATTTTCCACCTCCACCACTAGGGGATCCTC	UpstreamP1_CTCF	40
chr19	42076645	42076795	id-49713	5.08e-05	-	GCAGCAGTGAGAGGATGGGCAGGTGGGAGGAACAC	Upstream_CTCF	12
chr19	42077089	42077239	id-49714	4.23e-08	-	GCTCCTTAGCAGGAGGCGCCCACTAGATGGCGCCC	V_CTCF_BR	40
chr19	42098344	42098494	id-49715	2.17e-08	+	GCTGCAGCTCCCAAAGCTGGGGGCAGGGGGCAGAG	Upstream_CTCF	3
chr19	42101774	42101924	id-49716	1.14e-06	-	GCGCATTTACTGACGATGGTCACAGGGTGGCAGCA	UpstreamP1_CTCF	40
chr19	42104035	42104185	id-49717	1.03e-09	-	GTGTATTTCCCAGGACTGACCACTAGAGGGCGTGA	UpstreamP1_CTCF	40
chr19	42123395	42123545	id-49718	9.84e-05	-	AGTGACTCAGTGAGGCTAATTTCCAGGTGGCAGCA	V_CTCF_BR	23
chr19	42148374	42148524	id-49719	9.78e-07	+	TGTTATTTCCCAGCTCTGACCACTAGAGGGCGTAG	UpstreamP1_CTCF	40
chr19	42150633	42150783	id-49720	5.72e-09	-	AACCGGAAAGCTCGCTGCGCCGCCAGGGGGCGCCA	V_CTCF_BR	39
chr19	42194107	42194257	id-49721	1.93e-05	+	TCAAGATTTGGAGAACTGTCCACCAGGGGGATAGG	V_CTCF_BR	14
chr19	42195420	42195570	id-49722	1.84e-07	-	TCTACACTTTCCTCATTGTCCCCCAGAGGGCAGCA	Upstream_CTCF	40
chr19	42205726	42205876	id-49723	1.28e-06	+	CCAGGAAGGGCGATGGCGTCCTCTAGTGGGCGCCT	V_CTCF_BR	29
chr19	42210764	42210914	id-49724	6.43e-06	-	ACCCTGCTGGGCTGTGGGCCCGGCTGAGGGAGGTC	V_CTCF_BR	14
chr19	42211518	42211668	id-49725	5.26e-07	+	GCCGGAGGTCTCCTCTTGCCCTCCAGGGGGTGACA	Upstream_CTCF	22
chr19	42230551	42230701	id-49726	3.73e-06	+	GATGCAGTTCTCAGAGTTTCCACAAGGCTGGTGGG	Upstream_CTCF	4
chr19	42250657	42250807	id-49727	5.41e-07	-	GTGCGTTTCCTGATGATAGTCACAAGGTGGCAGCC	UpstreamP1_CTCF	40
chr19	42257210	42257360	id-49728	2.89e-09	+	CTGGGGAAAGCTCGCTGCGCCGCCAGGGGGCGCCA	V_CTCF_BR	40
chr19	42257967	42258117	id-49729	1.34e-06	-	TGTTATTTCCCAGCTCCGACCACTAGAGGGCATAG	UpstreamP1_CTCF	39
chr19	42258158	42258308	id-49730	1	+	NA	NONE	3
chr19	42289591	42289741	id-49731	2.25e-08	-	GTGCATTTACTGATGATGGTCACAAGGTGGCAGCA	UpstreamP1_CTCF	39
chr19	42297151	42297301	id-49732	7.55e-07	+	CTGCGGAAAGTTCTCTGCGCCGCCAGGAGGCGCCA	V_CTCF_BR	38
chr19	42299028	42299178	id-49733	1.14e-06	-	TGTTATTTCCCAGCTCTGACCACTAGAGGGCATAG	UpstreamP1_CTCF	40
chr19	42309849	42309999	id-49734	1.39e-05	-	CCTTAATGTGTTTTCTCCTCCTGCAGAGGGCAGGT	V_CTCF_BR	1
chr19	42325285	42325435	id-49735	2.58e-07	-	ACTGTTGTCTTCCATTTCAACACTAGGGGGTACCC	Upstream_CTCF	40
chr19	42340149	42340299	id-49736	3.88e-07	-	GTGTGATTCTTTTCTCTGGCCATAAGGGGGCAGCA	UpstreamP1_CTCF	40
chr19	42363679	42363829	id-49737	1	+	NA	NONE	39
chr19	42377334	42377484	id-49738	7.12e-06	+	CCGCTCCAGCCACTGGGGAGCAGTAGAGGGCCTAG	UpstreamP1_CTCF	40
chr19	42388246	42388396	id-49739	3.16e-06	-	CTGTACTGCGCCACGCAGGCCAGATAGGGCCGCTC	UpstreamP1_CTCF	37
chr19	42391886	42392036	id-49740	1.28e-06	-	CAAAGAGCCCTTCAGAGACCCGCCAGGGGGCGGGA	V_CTCF_BR	24
chr19	42393182	42393332	id-49741	1.47e-05	-	CGGAAAGGTGCTGCCACAGGCTGATGGGGGCGCTG	V_CTCF_BR	3
chr19	42398104	42398254	id-49742	1.84e-06	+	TGGGAAGGCCGGGCCTCTGCCTCTAGGGGGAGAGA	V_CTCF_BR	32
chr19	42400196	42400346	id-49743	3.4e-06	-	AAGACCTCTCAGAACATGGCCACTAGGGGCAGGAG	V_CTCF_BR	39
chr19	42425228	42425378	id-49744	8.59e-05	-	CAGACCTCCCTCCGCCTCGCCTCACGGTGGCGCCT	V_CTCF_BR	9
chr19	42432508	42432658	id-49745	1.96e-08	+	CGCGCCGGGGACAGCCTGGCCGGCTGGGGGCGCGG	V_CTCF_BR	8
chr19	42432967	42433117	id-49746	6.15e-05	-	CCGGTCCAGGCTTGCGTGTCCAGCAGGGGTCCTGG	Upstream_CTCF	24
chr19	42435471	42435621	id-49747	4.34e-07	+	CTGCACAGCACGCCCGCGGCCGGCAGGGGCACACG	UpstreamP1_CTCF	34
chr19	42439118	42439268	id-49748	4.96e-08	-	TCTGGCCTAATCTCCATGTCCACTAGGGGGCAGCA	Upstream_CTCF	40
chr19	42442157	42442307	id-49749	4.34e-05	+	GGCGCGATTCGCTCTTCCGCCTGCGGGGACAGCCG	Upstream_CTCF	23
chr19	42450635	42450785	id-49750	1	+	NA	NONE	1
chr19	42455899	42456049	id-49751	7.42e-12	-	AGTGCACTTCCAGAATCTGCCACCAGAGGGCAGAC	Upstream_CTCF	40
chr19	42462018	42462168	id-49752	3.34e-10	-	CTGCAGGTGCCCACACTGGACACCAGGTGGCCACC	UpstreamP1_CTCF	39
chr19	42463775	42463925	id-49753	1.27e-06	+	GTGCAGAGCTGTCCTTCTGACTCTAGAGGGCATAA	UpstreamP1_CTCF	40
chr19	42482889	42483039	id-49754	1	+	NA	NONE	3
chr19	42483995	42484145	id-49755	1.03e-06	-	ACTCTGAGGAGCACACAAGCCTCCAGGGGGCTCTC	V_CTCF_BR	17
chr19	42502762	42502912	id-49756	7.61e-08	+	GCGGCACCCTCTCGCGAGTCCACTGGGGGGCGCAG	Upstream_CTCF	40
chr19	42503379	42503529	id-49757	1.97e-06	-	ACGGTGACCGCCCGCGCCACCCCCAGGTGTCGGTG	V_CTCF_BR	5
chr19	42527905	42528055	id-49758	9.51e-07	-	GACTGGGAGGTTATGAGTGGCGGCAGGGGGCGCCG	V_CTCF_BR	38
chr19	42532489	42532639	id-49759	3.86e-08	+	TGCGCCCTGCCAGGCTCTGCCAATAGGGGGCGCTA	Upstream_CTCF	40
chr19	42538989	42539139	id-49760	6.2e-10	-	TGCACCCACTGCATCCTGGCCACTAGGGGGCAGCA	V_CTCF_BR	40
chr19	42585812	42585962	id-49761	3.84e-06	+	TAGCAGGGCCTTCACTTCACTGCTAGATGGAGGTA	UpstreamP1_CTCF	40
chr19	42596660	42596810	id-49762	3.36e-07	-	ACCCTTCGCCCCTCCCCAGCCCCTAGAGGGAGCCA	V_CTCF_BR	40
chr19	42606417	42606567	id-49763	2.01e-05	+	GAGTAAAGACTGAAAAGGGACACCAGGGGGCTTCT	UpstreamP1_CTCF	19
chr19	42612802	42612952	id-49764	2e-06	+	GCAGCATGGCCCTCTGAAGCCACTTGAGGGCGTGT	Upstream_CTCF	38
chr19	42618005	42618155	id-49765	1	+	NA	NONE	38
chr19	42620560	42620710	id-49766	1.01e-08	+	AAGCACTGCCCCCAACACACCACCAGAGGGAGGAT	UpstreamP1_CTCF	34
chr19	42626826	42626976	id-49767	5.61e-08	-	AGTGCTGTGTCTCATCTTGCCAGAGGAGGGCAGAG	Upstream_CTCF	25
chr19	42637324	42637474	id-49768	7.58e-10	+	TCAGCGCTTCCCTCCGTGCCCGCCAGAGGGCGGCA	Upstream_CTCF	40
chr19	42644352	42644502	id-49769	4.01e-05	-	GCCTGCAGAGTTGGTGCTGCGCCCAGTGGGAGCTA	V_CTCF_BR	16
chr19	42681262	42681412	id-49770	1	+	NA	NONE	40
chr19	42683506	42683656	id-49771	3e-09	-	TTGCACCACTGCACCCCCGCCTGCAGGGGGCGGGA	UpstreamP1_CTCF	40
chr19	42688590	42688740	id-49772	1.38e-08	-	TAGTCATGCATCACTTCAGCCACCAGGGGGCAGTG	V_CTCF_BR	40
chr19	42704134	42704284	id-49773	1	+	NA	NONE	16
chr19	42722009	42722159	id-49774	1	+	NA	NONE	18
chr19	42724467	42724617	id-49775	2.19e-05	+	GCTGCAGGAGATAAGAGAAACGGGTGAGGGCGCCG	Upstream_CTCF	5
chr19	42733520	42733670	id-49776	2.81e-05	+	TTTTGTTCACCGGTGGAATCCAGTAGGGGGCATAC	V_CTCF_BR	26
chr19	42747455	42747605	id-49777	1	+	NA	NONE	26
chr19	42749010	42749160	id-49778	9.71e-06	-	ACTTTTTGACTCAGAGCTGCCATCAGAGGGCAGCA	Upstream_CTCF	40
chr19	42750416	42750566	id-49779	6.05e-06	+	AGGGAATGACTTACATCACCCAGGAGAGGGAGCAG	V_CTCF_BR	38
chr19	42758584	42758734	id-49780	3.63e-06	-	AGCGGGGGATACGGGATGGCCTCTAGGAGGAGGGC	V_CTCF_BR	15
chr19	42782081	42782231	id-49781	3.16e-06	-	GGTCAGGCCCTGGCATGGGCCAGCAGAAGGGACCA	UpstreamP1_CTCF	7
chr19	42784018	42784168	id-49782	4.66e-08	-	GCTGTCCCGCCGCCGCCTGCCGCCAGGAGGCAGCC	Upstream_CTCF	40
chr19	42785331	42785481	id-49783	3.28e-05	+	TGGAGAGCAGGGTGGGGAGCCGCAGGCGGCCGGCA	V_CTCF_BR	21
chr19	42787841	42787991	id-49784	3.09e-05	-	CTGCAGTAAAGGCACCGAGCCAGGGGGGCGGTTCG	UpstreamP1_CTCF	5
chr19	42793185	42793335	id-49785	8.13e-06	-	ACAGGTTCCCTGCCCACCCCCACTAGGGGGCCTGC	Upstream_CTCF	17
chr19	42795148	42795298	id-49786	1.38e-08	-	CCCCTGGGCAATGAACTGGACAGCAGGGGGCGCAG	V_CTCF_BR	40
chr19	42797780	42797930	id-49787	6.47e-09	-	ACTGCTGCTCTCGCTGCTGCCACCAGGGGCTACAG	Upstream_CTCF	34
chr19	42799596	42799746	id-49788	2.34e-06	+	GGGTGGTGCAGGCCTTGGGCCACAGGGAGGCGCCT	UpstreamP1_CTCF	12
chr19	42800302	42800452	id-49789	3.67e-09	-	GTTGCAGTGCAGGCCCAGGCCACATGGGGGCAGCA	Upstream_CTCF	40
chr19	42815869	42816019	id-49790	1	+	NA	NONE	36
chr19	42817526	42817676	id-49791	2.12e-06	-	CCGCACGTACTTGGCCCGGGCGCGGGGGGGCAGTG	UpstreamP1_CTCF	25
chr19	42817935	42818085	id-49792	1.63e-05	+	GCCACACTCCCGCTCAGGACCGGGAGGGGGCCGTT	Upstream_CTCF	31
chr19	42821854	42822004	id-49793	8.61e-08	+	CCGGCTACGGGCTCATTGGACTGCAGGTGGCGGCC	V_CTCF_BR	5
chr19	42828510	42828660	id-49794	6.15e-05	-	GCTGCCGTCTGGGGCACGAGCGGCTGGTAGGGCGG	Upstream_CTCF	22
chr19	42829386	42829536	id-49795	1.28e-06	-	TGGTTCAGCAAAGCATGGGCCACTGGAGGGCGCCT	V_CTCF_BR	40
chr19	42829912	42830062	id-49796	2.47e-05	+	CGGGCCGTAGAGCCCTTCGCCCCCTGGGGACCCAC	Upstream_CTCF	6
chr19	42830312	42830462	id-49797	1	+	NA	NONE	30
chr19	42833835	42833985	id-49798	1.03e-06	-	TCTGCCCACCTCAGCCTCGCCGGTAGCTGGAGCTA	V_CTCF_BR	4
chr19	42847568	42847718	id-49799	7.73e-06	-	AGCTACATGTGAGTACCGACCACTGGGAGGCGCTG	V_CTCF_BR	38
chr19	42859564	42859714	id-49800	1.73e-06	+	GTGTAGGCAGCCAGGATGACCAGTAGGGGATGGGT	UpstreamP1_CTCF	6
chr19	42860473	42860623	id-49801	2.6e-06	-	GGCCCAGGCCCCCAAACATCCACAAGGTGGCATCG	V_CTCF_BR	5
chr19	42865125	42865275	id-49802	4.5e-05	-	GTGGCCTAGCACAGGACCCCCATTAGAGGGCTCCA	UpstreamP1_CTCF	9
chr19	42874170	42874320	id-49803	7.27e-06	-	AGGGGCAGGTTCTGAGAGCCCACGGGAGGGCAGCA	V_CTCF_BR	1
chr19	42891266	42891416	id-49804	1.21e-06	+	TCTTCAGTTCCCGCGCCATCTGGCAGAGGGCGCAG	Upstream_CTCF	40
chr19	42905549	42905699	id-49805	2.46e-08	-	AATACGGTGGGGTGTTTGCCCACCAGGGGGCAGCA	V_CTCF_BR	40
chr19	42906044	42906194	id-49806	1	+	NA	NONE	31
chr19	42924267	42924417	id-49807	2.17e-09	+	AACCCCCGGGGTCACACGGCCAGCAGGGGGCAGCT	V_CTCF_BR	39
chr19	42928941	42929091	id-49808	6.05e-06	+	TCCTGGGGCTCCTGTGAAGCAGGCAGGGGGCAGCA	V_CTCF_BR	30
chr19	42937923	42938073	id-49809	1.11e-05	-	TGTTTCCTTCCGACAGGGGTCGCCAGAGGCCACAG	Upstream_CTCF	40
chr19	42942682	42942832	id-49810	4.03e-06	+	TGTTATTTCCCAGCTCTGACCACTAGAGGGCCTAG	UpstreamP1_CTCF	40
chr19	42944591	42944741	id-49811	1.77e-10	-	CTGGGGAAAGCTCCCTGCGCCACCAGGGGGCGCCA	V_CTCF_BR	40
chr19	42954713	42954863	id-49812	2.25e-08	+	GTGCATTTACTGATGATGGTCACAAGGTGGCAGCA	UpstreamP1_CTCF	40
chr19	42969976	42970126	id-49813	1	+	NA	NONE	8
chr19	43033518	43033668	id-49814	5.24e-09	-	GCTGCAGGCCTTGTCTTGCCCTCCAGGGGGAGACA	Upstream_CTCF	40
chr19	43045919	43046069	id-49815	4.96e-08	-	TCTACAATTTCCTCACTGTCCACCAGAGGGCCCCA	Upstream_CTCF	39
chr19	43047115	43047265	id-49816	1.46e-07	-	CCAGCCCTGCACTGACTGTCCTGCAGGGGGAGGCT	Upstream_CTCF	22
chr19	43062110	43062260	id-49817	1	+	NA	NONE	2
chr19	43065804	43065954	id-49818	2.11e-06	-	AGCTCTTCCCTCAGCCCTCCCTGCAGAGGGCGCAT	V_CTCF_BR	15
chr19	43067613	43067763	id-49819	2.25e-08	+	GTGTATTTCCCAGATCTGACCACTAGAGAGCACAG	UpstreamP1_CTCF	40
chr19	43071212	43071362	id-49820	1.12e-09	+	GTGCATTAACTAATGATGGCCACAAGGTGGCAGTG	UpstreamP1_CTCF	40
chr19	43100742	43100892	id-49821	3.22e-07	-	CCCACACTTCCCTTCCAGTCCACCAGAGGGCGACA	Upstream_CTCF	40
chr19	43110934	43111084	id-49822	4.7e-08	+	GCTCCTTAGCAGGAGGTGCCCACTAGAGGGCGCAC	V_CTCF_BR	40
chr19	43139191	43139341	id-49823	2.46e-08	+	GCTCCTTAGCAGGAGGGAACCACTAGAGGGCACCC	V_CTCF_BR	39
chr19	43166987	43167137	id-49824	2.68e-05	-	TTTCCACCACCCTGTTCTCACACCAGGTGGAGTCA	Upstream_CTCF	6
chr19	43188196	43188346	id-49825	5.28e-08	+	GTTGTAATACTGATTTCCTCCACCAGATGTCACTG	Upstream_CTCF	40
chr19	43198008	43198158	id-49826	1.82e-07	+	CTGATCCTTAGCAGGGTGTCCTCTAGAGGGCACCC	V_CTCF_BR	40
chr19	43246293	43246443	id-49827	4.5e-06	-	TTCACATTTCCCTCCCTGTCCACCAGAGGGGGACA	Upstream_CTCF	38
chr19	43262936	43263086	id-49828	7.8e-08	+	CAGTCATCAGGCAGTGGAGCCACAAGGTGGCGCAG	V_CTCF_BR	29
chr19	43281284	43281434	id-49829	2.78e-09	-	CTGTTATGCCCAGACAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	39
chr19	43295462	43295612	id-49830	9.81e-06	-	AATGTGGCAAAATTACTTTCCTCTAGAGGGAGCTC	V_CTCF_BR	35
chr19	43297716	43297866	id-49831	1	+	NA	NONE	39
chr19	43335480	43335630	id-49832	1	+	NA	NONE	10
chr19	43361607	43361757	id-49833	1	+	NA	NONE	10
chr19	43376875	43377025	id-49834	9.81e-06	+	TCCATGATGCTCCCTTCCCCCTGTAGAGGGCAGTT	V_CTCF_BR	30
chr19	43385507	43385657	id-49835	2.2e-06	-	TTCACACTTCCCTCCCTGTCCACCAGAGGGGGACA	Upstream_CTCF	38
chr19	43389164	43389314	id-49836	4.01e-09	-	CTGTTATGCCCACAGAAGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	40
chr19	43415642	43415792	id-49837	1	+	NA	NONE	25
chr19	43423699	43423849	id-49838	2.11e-06	-	TTCACACTTCCCTCCCTGTCCACCAGAGGGTGACC	V_CTCF_BR	36
chr19	43427398	43427548	id-49839	2.78e-09	-	CTGTTATGCCCAGACAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	40
chr19	43434492	43434642	id-49840	1	+	NA	NONE	36
chr19	43443008	43443158	id-49841	1.43e-05	-	TTCACACTTCCCTCCCTGTCCAACAGAGGGTGACA	Upstream_CTCF	22
chr19	43446681	43446831	id-49842	1.85e-08	-	CTGTTATGCCCAGACAGGGCCACTAGAGGGATCTT	UpstreamP1_CTCF	37
chr19	43523883	43524033	id-49843	7.27e-06	+	TCTATGATGCTCCCTTCCCCCAGTAGAGGGCAGGT	V_CTCF_BR	34
chr19	43532283	43532433	id-49844	2e-06	-	TTCACACTTCCCTCCCTGTCCACCAGAAGGCGACA	Upstream_CTCF	36
chr19	43533049	43533199	id-49845	7.78e-06	-	GGTGTTATATGACAGATTTCCAGCAGGGAGCTTTA	Upstream_CTCF	3
chr19	43535954	43536104	id-49846	2.93e-08	-	CTGTTATGCCCAGACAGGGGCACTAGAGGGCTCCT	UpstreamP1_CTCF	39
chr19	43580467	43580617	id-49847	1.55e-05	+	TCCACAATGCTCCCTTCCCCCTGTAGAGGGCAGGT	V_CTCF_BR	21
chr19	43588487	43588637	id-49848	7.55e-07	-	TTCACACTTCCCTCCCTGTCCACAAGAGGGCGACA	V_CTCF_BR	40
chr19	43592019	43592169	id-49849	2.78e-09	-	CTGTTATGCCCAGACAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	37
chr19	43606251	43606401	id-49850	1.55e-05	-	AATGTGGCAAAATTACTTTCCTCTAGAGGGAGCGC	V_CTCF_BR	20
chr19	43608494	43608644	id-49851	1	+	NA	NONE	37
chr19	43628633	43628783	id-49852	8.03e-07	+	ACTGTGACTCCCACATTGGCCACTTGGGGATGCTG	Upstream_CTCF	30
chr19	43633420	43633570	id-49853	3.56e-05	+	GCTGCAATGTATTCTTTTACCAGCAGAGTAGCACC	Upstream_CTCF	6
chr19	43692303	43692453	id-49854	4.3e-06	-	TTCACACTTCCCTCCCTGTCCACCAGAGGACGACA	Upstream_CTCF	37
chr19	43695968	43696118	id-49855	2.78e-09	-	CTGTTATGCCCAGACAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	40
chr19	43702932	43703082	id-49856	7.8e-08	+	CAGTCATCAGGCAGTGGAGCCACAAGGTGGCGCAG	V_CTCF_BR	17
chr19	43711435	43711585	id-49857	1.39e-07	-	TTCACACTTCCCTCCCTGTCCACCAGAGGGCGACA	V_CTCF_BR	24
chr19	43715056	43715206	id-49858	1.41e-08	-	CTGTTACGCCCAGACAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	38
chr19	43733556	43733706	id-49859	1	+	NA	NONE	27
chr19	43742450	43742600	id-49860	7.78e-06	-	CAGGCAGGTCACACCACCACCCCTAGTGGCCCCAC	Upstream_CTCF	5
chr19	43766980	43767130	id-49861	1.55e-05	+	TCCATGATGCTCCCTTCCCCCTGTAGAGGGCAGGT	V_CTCF_BR	2
chr19	43775355	43775505	id-49862	1.39e-07	-	TTCACACTTCCCTCCCTGTCCACCAGAGGGCGACA	V_CTCF_BR	37
chr19	43779008	43779158	id-49863	3.79e-08	-	CTGTTATGCCCAGATAGGGCCACTAGAGGTCTCCT	UpstreamP1_CTCF	40
chr19	43793188	43793338	id-49864	9.81e-06	-	AATGTGGCAAAATTACTTTCCTCTAGAGGGAGCTC	V_CTCF_BR	4
chr19	43809890	43810040	id-49865	1.48e-06	+	CCTCCCAGCTTCACGAGAGACAGCAGGGGGCAGAT	V_CTCF_BR	26
chr19	43820963	43821113	id-49866	1.19e-06	-	TGGGCCAAGGTAGGAAAAGCCGCAAGAGGGCAGCA	V_CTCF_BR	39
chr19	43837372	43837522	id-49867	6.46e-07	-	GCCACAAGTCTCCTCTTGCCCTCCAGGGGGCGACA	V_CTCF_BR	40
chr19	43858370	43858520	id-49868	1	+	NA	NONE	2
chr19	43929917	43930067	id-49869	1	+	NA	NONE	40
chr19	43934288	43934438	id-49870	1.28e-06	-	TTTGTCTAAAGGTCATTGTCCACCGGGGGGCACTG	V_CTCF_BR	32
chr19	43937131	43937281	id-49871	1.39e-07	+	GCTCACATTCCCTCTCCAGCCACAAGGGGGCTCTC	V_CTCF_BR	40
chr19	43951284	43951434	id-49872	1.48e-06	+	CTGACATTGCTGCTCCAAGCCGCCAGAGGGCGCAT	V_CTCF_BR	40
chr19	44007742	44007892	id-49873	1	+	NA	NONE	9
chr19	44008491	44008641	id-49874	3.63e-05	+	CCCCGCCTCCCCTCCCTCATCTCTAGGTGTCAGGC	V_CTCF_BR	25
chr19	44017334	44017484	id-49875	4.88e-05	-	CAGCTCCACTAGGGGCAGTGCCCCAGTGGGAACTC	UpstreamP1_CTCF	15
chr19	44023750	44023900	id-49876	5.72e-09	-	GAAGCTGAGAGCTTACTTGCCACCAGGGGGCAGTG	V_CTCF_BR	40
chr19	44037385	44037535	id-49877	8.21e-05	-	TCCCCTCCTCCCACGCTGGACCAAAGGGGGCGTCA	V_CTCF_BR	8
chr19	44039737	44039887	id-49878	1.67e-07	+	TCCTTCATCAACGCAGCCACCACCAGGTGGAGCAC	V_CTCF_BR	40
chr19	44059441	44059591	id-49879	2.8e-05	+	TGATCGTGACCAGGCTCTGCCAATAGGGGGGGCAA	Upstream_CTCF	40
chr19	44064861	44065011	id-49880	2.83e-07	+	CCTCCGTACACTGGGTGATCCTCCAGAGGGCAGCA	V_CTCF_BR	30
chr19	44098923	44099073	id-49881	4.3e-06	+	TCTGCCTGGCTCTGCAGCGCCGCCCGGAGGCGCTC	Upstream_CTCF	40
chr19	44100657	44100807	id-49882	4.41e-06	-	GGCCTCAGTTTTCCTCCTTACAGCAGAGGGCTGCC	V_CTCF_BR	30
chr19	44103917	44104067	id-49883	6.05e-06	+	CTCACTTAGAGGGGCCATGGCACTAGATGGCACTA	V_CTCF_BR	13
chr19	44129226	44129376	id-49884	1	+	NA	NONE	21
chr19	44130368	44130518	id-49885	1	+	NA	NONE	11
chr19	44130950	44131100	id-49886	1.15e-07	-	GGTGGAGGTCCGGGAGCAGGCGGTAGAGGGCGGCG	Upstream_CTCF	1
chr19	44156560	44156710	id-49887	4.88e-08	-	ATGCCATTCAGACGCCTGACCACAAGGTGGCTCCA	UpstreamP1_CTCF	40
chr19	44166774	44166924	id-49888	1.03e-06	-	AAACAGTGGAAAGGGTTTTCCAGCAGAGGGAGCAG	V_CTCF_BR	40
chr19	44173427	44173577	id-49889	2.15e-05	+	AGACCCAGCAGCGTGGAGAGCGCTGGGGGGCGCTG	V_CTCF_BR	40
chr19	44203893	44204043	id-49890	1.93e-05	-	CATCTAGCGACGTGCCGAACAAGCAGGTGGAGGGG	V_CTCF_BR	25
chr19	44212995	44213145	id-49891	6.8e-06	-	GGTGTAACCCCAGCCAACACCACATGGGGGGCAGA	Upstream_CTCF	6
chr19	44227858	44228008	id-49892	9.78e-07	-	CTACCGTACTCCAGCCTGGGCACCAGAGGGAGACA	UpstreamP1_CTCF	39
chr19	44249547	44249697	id-49893	1.28e-08	+	CCAGCTCTGCTGACTTTCACCACCAGGGGGTGTAA	Upstream_CTCF	40
chr19	44263731	44263881	id-49894	1.41e-06	+	GTTGCTGTGAGGAGAATGGCCTGCAGGGGCGGAAG	Upstream_CTCF	40
chr19	44269061	44269211	id-49895	3.42e-05	+	GGGGACATATTAGCCGAGGCCTACAGGAGGCGTAG	Upstream_CTCF	10
chr19	44270729	44270879	id-49896	1.15e-07	+	TGGTGTCCTCTTTGTTGTCCCACCAGGGGGCGCCA	V_CTCF_BR	40
chr19	44278639	44278789	id-49897	3.42e-05	-	GGCGCGTGGCGCTGACCGGGCGGCAGGCGGCGCAG	Upstream_CTCF	31
chr19	44284144	44284294	id-49898	1.7e-05	-	GAGGAAAGACAAAGTTCTTCCAGTAGGCGGCAGCT	Upstream_CTCF	30
chr19	44289567	44289717	id-49899	1.12e-08	-	TCTGCAGTTGCCTAAGTGAACACTAGGTGACAGTA	Upstream_CTCF	40
chr19	44314066	44314216	id-49900	2.67e-06	-	AATTTATTGCAACTATGTTCCAGCAGATGGCAGTA	Upstream_CTCF	39
chr19	44439029	44439179	id-49901	1	+	NA	NONE	31
chr19	44455185	44455335	id-49902	1.72e-06	+	TGTGTAGTTGCAACACTTCCCCCTGGAGGGTAAAA	Upstream_CTCF	38
chr19	44507973	44508123	id-49903	1	+	NA	NONE	21
chr19	44539197	44539347	id-49904	2.31e-07	-	CTTGTTGCCACCACCCAGACCACCAGGTGGCCCAG	Upstream_CTCF	1
chr19	44560147	44560297	id-49905	1	+	NA	NONE	9
chr19	44576785	44576935	id-49906	8.71e-06	-	AGAGACAAGGGCGGGGATCCCTGCAGATGGAGCTC	V_CTCF_BR	24
chr19	44599372	44599522	id-49907	1	+	NA	NONE	31
chr19	44614996	44615146	id-49908	3.24e-06	+	TGTGAGCCACCACGCCCGGCCACTAGGGGTCTTAA	Upstream_CTCF	20
chr19	44617234	44617384	id-49909	1.37e-05	+	TGTGGAGTCGTACACACTGGCTCCAGAAGGAGGAT	Upstream_CTCF	30
chr19	44645766	44645916	id-49910	9.62e-05	-	TTCTTTTCCCATAACCGGACCACCAGGTCCCAGCG	UpstreamP1_CTCF	15
chr19	45004494	45004644	id-49911	2.91e-05	-	AGTGCACTTCCGGGTTCGGCCACAAGAGCAGCCAT	Upstream_CTCF	40
chr19	45004814	45004964	id-49912	3.97e-07	-	GGTCGCGCGCAGCGTCTGACAGGCAGGGGGCACCC	V_CTCF_BR	24
chr19	45016487	45016637	id-49913	8.71e-06	+	TTTGGTTAACTCTAACCCATCAGTAGAGGGCACTC	V_CTCF_BR	39
chr19	45017105	45017255	id-49914	2.5e-09	-	GATGGGGATGGGGATGTGGCCAGCAGGGGGCGCTT	V_CTCF_BR	39
chr19	45020778	45020928	id-49915	8.58e-06	+	AGGTTCTACATTTCCCTGACCACTAGGGGTTGGGA	UpstreamP1_CTCF	21
chr19	45055642	45055792	id-49916	8.68e-11	+	CCTGCAGTGTCCATTGAGGCCACTAGGGAGCGGTA	Upstream_CTCF	39
chr19	45074236	45074386	id-49917	2.43e-06	+	CCCACACATTGTCAAATACCCGCTAGGGGGCAGTA	V_CTCF_BR	40
chr19	45080301	45080451	id-49918	2.6e-07	+	AGGGAGGTTCCTCCTAGAGCCTGCAGAGGGAGCTC	V_CTCF_BR	39
chr19	45086250	45086400	id-49919	3.33e-08	-	GGGCCGTTGCCATGAGTGACCAACAGGGGGCAGAG	UpstreamP1_CTCF	40
chr19	45089108	45089258	id-49920	2.27e-06	-	ATGAAAAAACTGGCAGGAACCAGCAGATGGCAACA	V_CTCF_BR	38
chr19	45091678	45091828	id-49921	6.64e-05	+	AATACAGCTTCACCATTGAGCCATAGATGGAGCTG	Upstream_CTCF	33
chr19	45113928	45114078	id-49922	7.78e-06	+	CCTGCTAAGTTCTCCTCGTCCTGCAGGGGTCCGCT	Upstream_CTCF	35
chr19	45139288	45139438	id-49923	1	+	NA	NONE	10
chr19	45147360	45147510	id-49924	1.55e-05	+	TGGCCGCCGCGTGGCCGCTGCTGCTGGTGGCGCTA	V_CTCF_BR	19
chr19	45157807	45157957	id-49925	1.04e-07	+	TGCCCAGGTTAAAGACCAGCCACGAGAGGGCAGAA	V_CTCF_BR	39
chr19	45160612	45160762	id-49926	1.28e-08	-	TCGTCTGTTCCCCACATGGCCACCAGAGGTCGCCT	Upstream_CTCF	40
chr19	45164989	45165139	id-49927	2.72e-06	+	CAGCTCTTCCCAGGATCCACAGACAGAGGGCACAA	UpstreamP1_CTCF	14
chr19	45185784	45185934	id-49928	1.69e-05	-	TGGTGGTTCTCTGGCTCCGCCTGCAGGTGTGGGGG	UpstreamP1_CTCF	1
chr19	45192548	45192698	id-49929	1.87e-09	+	AGAGAGGGTCAGCCCTGAGCCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr19	45197616	45197766	id-49930	8.21e-06	-	GTGGTGGCGCTTTTTCTGGCCTGAAGGAGGCGACA	V_CTCF_BR	39
chr19	45218464	45218614	id-49931	3.66e-06	+	CAGTTGATGCAGAATGAGGCCAGCAGGAGGGGCAG	UpstreamP1_CTCF	5
chr19	45227239	45227389	id-49932	1.03e-06	+	GAAGGCGTGCCCATGGCAACCGCTAGGTGGTGCCC	V_CTCF_BR	40
chr19	45243604	45243754	id-49933	3.71e-05	-	TCTCTAATGCAAGAGCCTTCCTGTAGGGGGGGCAT	Upstream_CTCF	37
chr19	45251708	45251858	id-49934	3.09e-07	+	CTGCCCCAGGCGCCGCGGGCCGGGAGGGGGCAAGC	V_CTCF_BR	0
chr19	45256493	45256643	id-49935	1	+	NA	NONE	29
chr19	45261505	45261655	id-49936	7.49e-07	-	CCGCTGCGGACCAGCGTGCGCACCAGCGGGAGGAG	UpstreamP1_CTCF	22
chr19	45274031	45274181	id-49937	1.74e-08	-	AGTGGAGACCTGAGGATAGCCACAAGAGGGCGCTC	V_CTCF_BR	40
chr19	45279679	45279829	id-49938	1	+	NA	NONE	5
chr19	45281136	45281286	id-49939	5.01e-06	+	CCCATGGCTCTGGCGGTGGCCCCGTGGGGGCGACA	V_CTCF_BR	22
chr19	45286091	45286241	id-49940	5.92e-05	+	AGTTTTGAGCTGTTGGGTCCCCCTAGAGGGCTGAG	V_CTCF_BR	24
chr19	45287734	45287884	id-49941	7.27e-11	+	TCTGCAGTACTACAAAATTCCAGCAGGTGGCAGTC	Upstream_CTCF	40
chr19	45303862	45304012	id-49942	6.74e-12	+	GTGCAGTGGCCAGCAGGGGGCAGCAGAGGGCAGCA	UpstreamP1_CTCF	40
chr19	45311303	45311453	id-49943	1.24e-05	-	CAGACTGGGACAAAATCCCCCACTAGATGTCACTA	V_CTCF_BR	40
chr19	45316683	45316833	id-49944	2.53e-05	-	GGTCATCCTTGCGGAGCCGCAGGTAGAGGGTGCTG	V_CTCF_BR	22
chr19	45348122	45348272	id-49945	8.61e-08	-	GCCTTCTCACCGCAGCCACCCGCCAGGGGGCAGCA	V_CTCF_BR	38
chr19	45348887	45349037	id-49946	2.53e-05	-	TTTCTAATCTCTGCCCCGAACTCTAGGTGTCGCTG	V_CTCF_BR	40
chr19	45394718	45394868	id-49947	4.41e-06	+	GCCGGGCTTCACGCTGCCGCCGCTGGGAGGCAGCC	V_CTCF_BR	14
chr19	45399170	45399320	id-49948	1.83e-05	-	AAGATGGGGACAATGGTGGACGACAGAGGGCGACA	V_CTCF_BR	20
chr19	45404594	45404744	id-49949	6.84e-06	-	TCCCTGGTAATGTGGAGGCCCACAGGGTGGCAGCA	V_CTCF_BR	12
chr19	45406963	45407113	id-49950	7.33e-10	+	CCTGACCTTCCCCCAGCCGCCTGCAGGGGGCGCCA	V_CTCF_BR	40
chr19	45408087	45408237	id-49951	6.43e-06	+	GAAACCACAATACCTGTGGCAGCCAGGGGGAGGTG	V_CTCF_BR	38
chr19	45414556	45414706	id-49952	2.94e-06	+	CTGGCACTGCTCTGATCACCCACGTGGAGGCAGCA	Upstream_CTCF	39
chr19	45415903	45416053	id-49953	1	+	NA	NONE	15
chr19	45439087	45439237	id-49954	3.63e-05	-	GAGGATAGGAACTAAGAGGTCGGAAGGGGGCAGGG	V_CTCF_BR	9
chr19	45447206	45447356	id-49955	5.65e-05	-	AGCAGGAGGTGACTTTCTGCCCCCAGGGGCAGACA	V_CTCF_BR	6
chr19	45454941	45455091	id-49956	1.04e-07	-	GACAGACCCACTCTTCTCTCCACTAGGGGGCGCAA	V_CTCF_BR	40
chr19	45492554	45492704	id-49957	1.15e-07	+	CTGTCCTCCCCAGTGTCATGCAGCAGGGGGCGCAG	UpstreamP1_CTCF	40
chr19	45511961	45512111	id-49958	2.39e-05	-	CAGCAACGGAAGGCAGCTGCAGCCAGGTGTCCCAC	UpstreamP1_CTCF	2
chr19	45520287	45520437	id-49959	2.97e-06	+	CCCCCCAAATCCCATTTTTCCCCTAGGGGGCAGCA	V_CTCF_BR	40
chr19	45540767	45540917	id-49960	4.71e-06	+	CCTGCTGCCCCCGGCACCGCCACACGCTAGCGCTG	Upstream_CTCF	0
chr19	45542981	45543131	id-49961	6.05e-06	+	TACCCAACCCCACGCATGGCCCCTAGTGGGAGCCT	V_CTCF_BR	10
chr19	45562834	45562984	id-49962	9.49e-08	-	ACCAGGGAATGAAGCCTCTCCACTAGAGGGCGCTG	V_CTCF_BR	40
chr19	45575362	45575512	id-49963	1.97e-06	-	ACCGCCACAAGAAGACCCACCGGCAGGTGCCGCCC	V_CTCF_BR	1
chr19	45582351	45582501	id-49964	7.11e-06	+	CCTGCGAGCCAGCCCGCGACCACGTGGGGCAGTGG	Upstream_CTCF	21
chr19	45592644	45592794	id-49965	1	+	NA	NONE	19
chr19	45596379	45596529	id-49966	2.68e-05	+	CCGGCGGCGACGACTACGACCACTAGGAGAGCGGA	Upstream_CTCF	39
chr19	45606890	45607040	id-49967	1.93e-05	-	ACCATCACCTCCATCACCACCACCAGGAGGCATGA	V_CTCF_BR	26
chr19	45615780	45615930	id-49968	2.46e-08	-	GACCATCTAACACCACTGGCCACTAGAGGGCAGGG	V_CTCF_BR	20
chr19	45619582	45619732	id-49969	1.97e-06	-	ACATGCTGCAGGATGGCCAGCTCCAGGGGGCGGGC	V_CTCF_BR	1
chr19	45629410	45629560	id-49970	1.55e-07	-	CCTGCCACATGCACCTACCCCACAAGGGGGCACCA	Upstream_CTCF	40
chr19	45634419	45634569	id-49971	1.55e-08	-	ATGGGGCTCTGCCGCTCGCCCAGCAGGTGGCAGCC	V_CTCF_BR	34
chr19	45640646	45640796	id-49972	2.53e-05	+	GAAAGCCCAGCCCTCCCTTCCGCATGGTGGCGGCT	V_CTCF_BR	2
chr19	45647116	45647266	id-49973	4.88e-05	+	GCAGCCACTCCAGCCCCCGCCTCCTGGGTTCAAGC	Upstream_CTCF	11
chr19	45649545	45649695	id-49974	3.91e-06	+	GTTGTATTTGCCCCACCCGCCTGACGGGGGTGCTG	Upstream_CTCF	5
chr19	45651673	45651823	id-49975	6.74e-08	-	CGGGCTGGATCCACAGTGGCCAGGAGGGGGCCCCT	Upstream_CTCF	19
chr19	45655259	45655409	id-49976	1.69e-05	+	AGGCACGGCCCGACGGGGGCGCCCTGGAGGCGCTG	UpstreamP1_CTCF	7
chr19	45655825	45655975	id-49977	5.13e-05	-	ACGACGAGGCGGCGCGGCGAATCCAGGAGGCGCTC	V_CTCF_BR	16
chr19	45657690	45657840	id-49978	7.62e-07	+	GCGGGAGTGTCTACAGCACCCAGCAGGAGGAGTAG	Upstream_CTCF	26
chr19	45665400	45665550	id-49979	1.15e-07	+	GTGGCCAGGAGGCTGCTGGACACTAGGGGGAGCAG	V_CTCF_BR	39
chr19	45668083	45668233	id-49980	2.81e-05	-	TCAAGTTCTTGTGCAAAGACCTGTGGGTGGCGGTG	V_CTCF_BR	26
chr19	45672198	45672348	id-49981	5.68e-06	-	TGGAGGAAAGCAGATGGTGACACCAGAGGGAGACA	V_CTCF_BR	5
chr19	45681584	45681734	id-49982	1.04e-07	+	GTGTGCGCGTGAGCCTGGGACACTAGGGGGCGGGC	V_CTCF_BR	40
chr19	45690894	45691044	id-49983	7.73e-06	-	TGTATATTACGCGAGTTTTCCAACAGAGGGCAGTA	V_CTCF_BR	40
chr19	45694823	45694973	id-49984	2.01e-05	+	AGTCACTGCAGCTGTATCTGCATCAGGGGGCACCC	UpstreamP1_CTCF	4
chr19	45704049	45704199	id-49985	1.92e-05	+	GGTCACTGCAGCTGTATCTGCATTAGGGGGCACCC	UpstreamP1_CTCF	39
chr19	45752022	45752172	id-49986	7e-10	-	GCTGCAGTTCTACCGTGCACCACACGGGGGCAGCC	Upstream_CTCF	40
chr19	45755011	45755161	id-49987	1.71e-06	-	GGGTCCCGAGAGAGGGGCGCCCCCAGGGGTCGGGC	V_CTCF_BR	10
chr19	45757338	45757488	id-49988	4.23e-06	+	CCCCAAGTTCCAGGGCCCCCCACCAGGGGGCCAGC	UpstreamP1_CTCF	38
chr19	45773344	45773494	id-49989	8.99e-05	+	TTTACTGATCACTGACTGTGCTCTAGGGGCCGCTG	V_CTCF_BR	4
chr19	45779538	45779688	id-49990	1	+	NA	NONE	8
chr19	45803660	45803810	id-49991	2.23e-06	+	GTTTGCTGGCAGCTCAGGGCCAGCAGGAGGCAAAC	UpstreamP1_CTCF	5
chr19	45815380	45815530	id-49992	1.92e-06	-	AGGCACCAGCACACTGTGGCCTGCAGGTGGATTGG	UpstreamP1_CTCF	4
chr19	45831430	45831580	id-49993	1.85e-07	-	CTGCCCTCCCAGAGTCTCTCCTGGAGGTGGCAGCC	UpstreamP1_CTCF	2
chr19	45842020	45842170	id-49994	2.83e-07	-	ACTACACTATGAAATGCTTCCAGCAGAGGGCGCTG	V_CTCF_BR	39
chr19	45849906	45850056	id-49995	2.6e-06	-	TGTCGCAGCTGCCCCAGGAACTCCAGGTGGCGCTT	V_CTCF_BR	17
chr19	45872052	45872202	id-49996	5.92e-05	+	CGAAAGCTGGTGACGGCCACCGCCAGGGGGACCAA	V_CTCF_BR	0
chr19	45893562	45893712	id-49997	6.05e-06	-	ATTATTTTAACCACCAGGACCAGATGGTGGCGCCA	V_CTCF_BR	10
chr19	45899078	45899228	id-49998	1	+	NA	NONE	7
chr19	45905682	45905832	id-49999	6.51e-11	+	GGCGGTGGGGACGTCGGAGCCACCAGGGGGCGGTC	V_CTCF_BR	37
chr19	45907503	45907653	id-50000	7.55e-07	+	GCAATAGGGGAGCCCACCTCCGCCAGGGGGTGCCC	V_CTCF_BR	39
chr19	45930957	45931107	id-50001	8.91e-07	+	CCTGCAACTCCTGCGTTTTCTGCAAGGGGGCGATG	Upstream_CTCF	39
chr19	45931937	45932087	id-50002	6.46e-07	+	AAGGCTCTGGAAGCGGGCACCGCCGGGGGGCGCAG	V_CTCF_BR	34
chr19	45942812	45942962	id-50003	9.07e-12	+	CCTGCGATCCCTGCGGGGGCCACCAGGGGGCGCGG	Upstream_CTCF	40
chr19	45943052	45943202	id-50004	5.08e-07	+	TCCCCGGGGCCCTCAGTGGTCGCGAGGGGGCGCGC	V_CTCF_BR	11
chr19	45949592	45949742	id-50005	7.73e-06	+	GCACATTCATAGCAAGCCATCAGTAGATGGCAGCA	V_CTCF_BR	40
chr19	45951440	45951590	id-50006	3.66e-06	-	ATGCAGTAACTAGTACAAGCAGGCAGGGGTCCCAG	UpstreamP1_CTCF	30
chr19	45968399	45968549	id-50007	2.97e-06	-	CTGGGAGATGACACAGCAGCCACTAGTAGGCAGTG	V_CTCF_BR	10
chr19	45970678	45970828	id-50008	2.8e-05	+	GCTGCACCATCGGTAGAACAGGGTAGGTGGGGGCG	Upstream_CTCF	32
chr19	45971536	45971686	id-50009	2.81e-05	-	TCCTGCGGTGCCCAGGCCCCCACAGGATGCCGCTG	V_CTCF_BR	23
chr19	45981694	45981844	id-50010	2.78e-06	-	GGCGCTCCTCCAGCCTGCACCTGGAGAGGTCGCTG	V_CTCF_BR	40
chr19	45982330	45982480	id-50011	1.95e-07	-	TACGCAATTCCATAAAAGAACAGCAGGTGTCGCAC	Upstream_CTCF	40
chr19	45988630	45988780	id-50012	7.46e-06	-	CTGCTGGGACTTGTAGTTGCCTAGACAGGGCACCA	UpstreamP1_CTCF	40
chr19	45989094	45989244	id-50013	8.86e-10	-	GAGGCAATTCCAATGTAGGCCACTAGGTGGAGGGC	Upstream_CTCF	40
chr19	45996894	45997044	id-50014	2.2e-06	+	TTGGCCTGTCCAAAATCAGCCACTAGGAGGAGCAC	Upstream_CTCF	40
chr19	46001824	46001974	id-50015	8.13e-06	+	GCCGCGCCGCGCCCAGCGGCCGCACGGGGGTGCCG	Upstream_CTCF	18
chr19	46009720	46009870	id-50016	2.6e-05	+	GGGCTCGGGCGCCTCACCCGGGCCAGGTGGCGCTC	UpstreamP1_CTCF	39
chr19	46027026	46027176	id-50017	5.97e-08	+	ATGGCAGTTTTATTTCCTACCAGCAGGAGGAGCCA	Upstream_CTCF	40
chr19	46031042	46031192	id-50018	4.14e-05	-	ATGACCTACCCACCCGACAACTGAAGGGGGCGTGG	UpstreamP1_CTCF	16
chr19	46032115	46032265	id-50019	1	+	NA	NONE	7
chr19	46032444	46032594	id-50020	1.64e-05	-	TGATGCTGGAGTATTGGCGCCACCAGTTGCAGCAG	V_CTCF_BR	10
chr19	46056881	46057031	id-50021	2.6e-06	-	GCCACCAGGCGCAGCAGCGCCACAAGGAGGAGGAG	V_CTCF_BR	7
chr19	46061698	46061848	id-50022	6.46e-07	-	TATGCTTACTATGGGCTGTCCAGGAGATGGCGCTA	V_CTCF_BR	40
chr19	46073274	46073424	id-50023	5.97e-08	-	CAAGCAATATGCCAAGTGGACAGGAGAGGGCGCCC	Upstream_CTCF	40
chr19	46094300	46094450	id-50024	2.15e-05	+	CGCAGTCCCAGGGGCGGCCCAGGTAGATGGCGCTG	V_CTCF_BR	40
chr19	46110620	46110770	id-50025	8.86e-10	+	CATGCAGGTCCAAGACTGGCCACGAGGGGTCGAAA	Upstream_CTCF	40
chr19	46142365	46142515	id-50026	2.04e-05	-	TGGTGTGCTGGGGGAACTGCGGGTGGGGGGCGCTG	V_CTCF_BR	37
chr19	46144952	46145102	id-50027	6.82e-05	+	CACTGCTAAAAGAGAGCACACAGGTGGGGGCAGAG	V_CTCF_BR	17
chr19	46145449	46145599	id-50028	8.59e-05	-	AGCGGCTGCAGTTACAGGAAGACGAGCTGGCGGTC	V_CTCF_BR	38
chr19	46146474	46146624	id-50029	4e-10	-	CCTGCAACCCCCAAGTCCGCCGCCAGGGGCCGCCG	Upstream_CTCF	40
chr19	46181319	46181469	id-50030	4.21e-05	+	TGGTGCCCCTGCTGGGTGTCCACGAGGTGGTGTTT	V_CTCF_BR	28
chr19	46184860	46185010	id-50031	1.3e-09	-	GGCGCCGTACCCCGCGCTGCCGCCAGAGGGCGGGG	Upstream_CTCF	40
chr19	46190970	46191120	id-50032	1.26e-07	-	TGGAGGGGGCGAGCAGCAGGCAGTAGGGGGCACTG	V_CTCF_BR	15
chr19	46196688	46196838	id-50033	1.01e-09	-	CTGCCCGGGGTTCGCACAACCAGCAGGGGGCGCAG	V_CTCF_BR	40
chr19	46220459	46220609	id-50034	2.34e-06	-	GGGCTGCAGCCTTCTCCCGCCGCCTGGGGGGGCTG	UpstreamP1_CTCF	39
chr19	46233964	46234114	id-50035	5.13e-05	-	ACGGGGGTTCGGGACCGGGTGACGAGGGGGAAGAG	V_CTCF_BR	35
chr19	46256925	46257075	id-50036	2.58e-05	+	CAAGCTCTCAGAAGTCCTGTCTCCAGGGGGCGTGC	Upstream_CTCF	31
chr19	46267947	46268097	id-50037	1.01e-05	+	TCAGCGCTGCTTTGGACAGACACTGGAAGGCACCC	Upstream_CTCF	11
chr19	46273521	46273671	id-50038	1.18e-09	+	CCGGCCCCTCCCTCCCCGGCCGCTAGGGGGCGGGC	V_CTCF_BR	40
chr19	46278104	46278254	id-50039	9.78e-09	-	TAAGCACTGCCCTGGACGGCCTCCAGGGGCCACGA	Upstream_CTCF	22
chr19	46282542	46282692	id-50040	2.25e-08	-	CTGCAGCTCCTCCGGGTGCCCTGCAGGTGTCGTGC	UpstreamP1_CTCF	38
chr19	46286232	46286382	id-50041	1.74e-08	+	AGGGGTGGTGAGGACAGGACCAGGAGGGGGCACCC	V_CTCF_BR	17
chr19	46302390	46302540	id-50042	1.98e-08	-	GCGCACCTACCAGCTTTGTCCACCAGATGGCATGA	UpstreamP1_CTCF	40
chr19	46316226	46316376	id-50043	1.85e-07	-	CTGCTATGGCTCCCCATTGCCCACAGGGGGAAGCT	UpstreamP1_CTCF	18
chr19	46320497	46320647	id-50044	3.36e-05	+	GCGAAATTACCCCTGCTAAACAGCGGAGGTCCGTG	UpstreamP1_CTCF	40
chr19	46323763	46323913	id-50045	1	+	NA	NONE	8
chr19	46331524	46331674	id-50046	1	+	NA	NONE	5
chr19	46352306	46352456	id-50047	2.04e-08	+	CCTGCTGTTCACATAAGGGACAGTAGGGGCAGACA	Upstream_CTCF	40
chr19	46367398	46367548	id-50048	6.46e-07	+	AGGTCTGTCTCCTGGCGATCCCGCAGGGGGCGCCC	V_CTCF_BR	39
chr19	46386699	46386849	id-50049	1.38e-09	-	CGAGGACGTTGCGCGGTAGCCTCCAGGTGGCGCCC	V_CTCF_BR	38
chr19	46406354	46406504	id-50050	3.97e-05	+	CAGAGCTTCCCACCTCGCACCCCTAGAGGCTGGGC	UpstreamP1_CTCF	15
chr19	46412375	46412525	id-50051	3.63e-06	+	AGTCAGAGTGAGACAGTGACCACAGGAGGGCTCTG	V_CTCF_BR	12
chr19	46417185	46417335	id-50052	3.5e-05	-	CTGCACGGCCCTGTAGCGCCCTCTGGGCCCCGGTT	UpstreamP1_CTCF	30
chr19	46425740	46425890	id-50053	1	+	NA	NONE	38
chr19	46430937	46431087	id-50054	3.63e-05	+	AGAGAGAGAGGGCGTGCAACCACGTGGAGGAGGTG	V_CTCF_BR	20
chr19	46434495	46434645	id-50055	3.18e-06	+	TGAGTGGATGGACACATCCCCAGCAGGTGGAGCCT	V_CTCF_BR	14
chr19	46459362	46459512	id-50056	1	+	NA	NONE	7
chr19	46463913	46464063	id-50057	1.93e-05	+	CCCTCGCTCCTCCAACTGACCAGAGGGGGCAGGTG	V_CTCF_BR	20
chr19	46513106	46513256	id-50058	7.58e-10	+	TGTGTGTTTCCCAAGATGGCCACAAGGGGGCGCCC	Upstream_CTCF	40
chr19	46518427	46518577	id-50059	1.35e-05	-	CCGCTGCTCACCTCCTTGGCCAGACGGCGGCAGTC	UpstreamP1_CTCF	8
chr19	46520169	46520319	id-50060	5.89e-08	-	CAGCGGCTGCGGAAACTGTCCACTAGAGGGAGACG	UpstreamP1_CTCF	40
chr19	46524851	46525001	id-50061	1.32e-05	+	TCTGTTCTCCCCACAGCAGCCAGAGGGAGTCTCTT	Upstream_CTCF	20
chr19	46532251	46532401	id-50062	1.38e-09	+	ACGCGGTTCCCTCCTTCAGCCACCAGAGGGCGCGC	V_CTCF_BR	40
chr19	46553019	46553169	id-50063	3.65e-07	-	TGTGTTGGTTGGCCTCCAGCCAGGAGGTGGCGCTT	V_CTCF_BR	20
chr19	46569029	46569179	id-50064	1	+	NA	NONE	12
chr19	46579536	46579686	id-50065	1	+	NA	NONE	22
chr19	46580984	46581134	id-50066	1.48e-06	+	TACCCTCTCTATCTTCTTGCCTGCAGGGGTCGCAG	V_CTCF_BR	39
chr19	46581937	46582087	id-50067	1.41e-06	+	GCCGATATCCCAGTAGTCAACACTAGATGGCAGTA	Upstream_CTCF	40
chr19	46585593	46585743	id-50068	4.66e-08	+	ACTGTAATTCTCTTGATCCCCACAGGGTGGAGGTA	Upstream_CTCF	40
chr19	46628604	46628754	id-50069	5.17e-06	+	TGTGTAGTACTTAGGTGTGCAGACAGAGGGAAGGG	Upstream_CTCF	7
chr19	46677234	46677384	id-50070	2.19e-05	-	TGTCCTGTTTCTGCTCCCTCCTCTAGGTGGCCTTC	Upstream_CTCF	18
chr19	46689501	46689651	id-50071	5.34e-06	-	GAAAACCCTCTAAAAGTGACTGCCAGGTGGCGCCC	V_CTCF_BR	2
chr19	46692805	46692955	id-50072	5.96e-07	-	CTATTATGCCCCGACAGGGCCACTAGAGGGCTCCT	V_CTCF_BR	40
chr19	46738020	46738170	id-50073	3.63e-06	+	GCAGGAGAATGGCATGAACCCAGGAGGTGGCGCTG	V_CTCF_BR	4
chr19	46768613	46768763	id-50074	2.78e-06	-	ATGAATATGCCCCCCTCCACCACATGGGGGAGCCA	V_CTCF_BR	40
chr19	46784126	46784276	id-50075	1.64e-06	+	AGAGTCATCCTAATTTCTGCCACGAGAGGGCGTGT	Upstream_CTCF	40
chr19	46785759	46785909	id-50076	9.84e-05	+	TCCCAATATCAGCTTCTGCCCGAAAGAGGGTGCTA	V_CTCF_BR	37
chr19	46801504	46801654	id-50077	1.61e-09	-	AAGAGGGGCCCCCACCCAGCCAGGAGGGGGCGCTG	V_CTCF_BR	24
chr19	46804011	46804161	id-50078	1.93e-05	+	CCCACACTTCCCAGTAGAACATCCAGAGGGCAGGC	V_CTCF_BR	22
chr19	46849929	46850079	id-50079	5.48e-05	-	AGTGGGATTTCCCCGCTGTCCTCTAGGGTTGGGGG	Upstream_CTCF	21
chr19	46850697	46850847	id-50080	1.67e-07	+	GGCGCTACCAAACGTGAGGCCTGTAGAGGGCGCTA	V_CTCF_BR	40
chr19	46860980	46861130	id-50081	1.1e-06	-	GTTCCTGAAGAGTGGTGCTCCAGGAGAGGGCGCGG	V_CTCF_BR	5
chr19	46874729	46874879	id-50082	5.08e-07	+	CTCCACTGAGGTTGCACAGCCAGGAGGTGGCAGCT	V_CTCF_BR	11
chr19	46876220	46876370	id-50083	3.84e-06	+	ATTAAGTTCTCACGACAATCCTCCAGGGGGTGCTG	UpstreamP1_CTCF	37
chr19	46877456	46877606	id-50084	1.15e-06	+	CCTGCTTCTGTCACACCAACCTGCAGGGGTCAGTG	Upstream_CTCF	19
chr19	46898940	46899090	id-50085	6.46e-07	+	TAGTCATTACAACACTCTTCCAGCAGATGGCGGCA	V_CTCF_BR	40
chr19	46902557	46902707	id-50086	1.32e-05	+	AAATCAATGCCAACCAGGAACTGAGGGTGGCGGTG	Upstream_CTCF	38
chr19	46905012	46905162	id-50087	6.39e-08	-	GGAATGGACACTTTAGTGGCCTGCAGATGGCAGCA	V_CTCF_BR	36
chr19	46905572	46905722	id-50088	1.22e-08	+	GGACCTCTTTTCCCAGCTGCCGCCAGGGGGCGCAA	V_CTCF_BR	40
chr19	46907280	46907430	id-50089	7.27e-06	+	GGTGGTTGCGGGGTCCTACCCCGCAGGGGGCAGGT	V_CTCF_BR	15
chr19	46907476	46907626	id-50090	1.47e-05	-	CCACTTCCTGGGCGCACTCCCTCCAGGGGGCGTAT	V_CTCF_BR	25
chr19	46908434	46908584	id-50091	4.99e-07	+	GCTGCAGCGCCCCATTTAACCACCAAGAGGCTCCA	Upstream_CTCF	33
chr19	46915271	46915421	id-50092	3.36e-07	-	GAGCGCAGGGGTATCATCGGCGCCAGAGGGCACCA	V_CTCF_BR	14
chr19	46915490	46915640	id-50093	6.19e-06	+	TGGCAGGTTGACGCGGCGGCGGGCAGGCGGCGCGC	UpstreamP1_CTCF	6
chr19	46935277	46935427	id-50094	4.48e-07	-	ACCTCAATTCCACGCTTGACCTGCAGGGGAAGCTG	Upstream_CTCF	29
chr19	46941612	46941762	id-50095	3.09e-05	-	ACACAGTTCCCTCACATGTTCACAAGGTGGCTCTC	UpstreamP1_CTCF	10
chr19	46974385	46974535	id-50096	2.23e-06	+	CTGCCCCCTCCGCGGCTGGCCTGCAGGAGGCCTGG	UpstreamP1_CTCF	25
chr19	46991206	46991356	id-50097	7.44e-09	-	GTTGCGATGCCCGCTGATTCCACCAGGAGGCACCC	Upstream_CTCF	40
chr19	46992794	46992944	id-50098	2.97e-06	+	CAGACAGTCGCCTTCTCTCCCAGGAGGGGGCAACC	V_CTCF_BR	29
chr19	47016825	47016975	id-50099	3.83e-09	-	GGCGACGCGCTCGTGTTCCCCACCAGGGGGCGCTG	V_CTCF_BR	40
chr19	47018352	47018502	id-50100	3.16e-06	+	CATCCTTTCCTCCCTTAGACCACAAGAGGGCGAGG	UpstreamP1_CTCF	30
chr19	47019189	47019339	id-50101	2.78e-09	+	GAGCTGTGGCTCCTCATGCCCACTAGAGGGCAGAA	UpstreamP1_CTCF	40
chr19	47032919	47033069	id-50102	8.17e-10	+	CTGAACTGGCTCCCCACGCCCACCAGAGGGCGCTC	UpstreamP1_CTCF	40
chr19	47040864	47041014	id-50103	1.03e-07	-	CGTGCTGTTCTGTGATTGTCCAGCAGGGGCGCTCC	Upstream_CTCF	40
chr19	47046047	47046197	id-50104	9.48e-11	-	CATGCTATTCTCTAATTGGCCACCAGATGGCGCGC	Upstream_CTCF	40
chr19	47071803	47071953	id-50105	8.81e-07	-	CTCTGTTTGCCATTGTTTCCCACCAGGTGGAGCCA	V_CTCF_BR	29
chr19	47074915	47075065	id-50106	1.11e-05	+	GACGCAATGATGACAAACTCCTGGAGAGGGAGACA	Upstream_CTCF	39
chr19	47082964	47083114	id-50107	7.58e-10	-	CCTGCTGTTCTCTCATTACCCACCAGTGGGCGCTC	Upstream_CTCF	24
chr19	47108200	47108350	id-50108	2.73e-07	-	TGGGCACTCTGGGGACTGGCCAGTGGGTGGCAGGC	Upstream_CTCF	18
chr19	47116924	47117074	id-50109	4.14e-06	+	CGGACCCTGCCCAGGCTTGCCGGCAGGAGTCACTA	V_CTCF_BR	5
chr19	47117486	47117636	id-50110	2.32e-08	+	AGTGTCACTCCCAGTGTGACCAGCAGGTGGGGCAA	Upstream_CTCF	40
chr19	47120386	47120536	id-50111	3.42e-08	+	CGCGGGAGCTGGCCAGGAGCCTCCAGGTGGCGCCT	V_CTCF_BR	39
chr19	47125165	47125315	id-50112	5.55e-07	-	GCGGCAGTTTCAGGGGGCCCAGCCGGGTGGCGCCA	Upstream_CTCF	26
chr19	47128557	47128707	id-50113	1.32e-05	-	TCAGGAATTCCCCACCCAGGCCAGAGAGGGAGACA	Upstream_CTCF	26
chr19	47141908	47142058	id-50114	1.26e-07	+	CACACGCAGCGTCTGCCGGCCACATGAGGGCGCGC	V_CTCF_BR	39
chr19	47165376	47165526	id-50115	3.67e-07	-	GCGTAGTGATACAGATTGGCCGCCTGAGGGTGCCC	UpstreamP1_CTCF	40
chr19	47207837	47207987	id-50116	2.17e-09	+	GTGGTAGTTCAGCCCGCAGCCTGCAGGGGGCGCCA	V_CTCF_BR	40
chr19	47219485	47219635	id-50117	5.51e-07	+	CGGCGACTGCAGCTCTAGGCCGCCGGGGGGCGGAG	V_CTCF_BR	26
chr19	47225022	47225172	id-50118	3.63e-05	-	GGCGGGAATGACCGTGGTGACCATAGGGGGCAGCA	V_CTCF_BR	32
chr19	47232109	47232259	id-50119	2.74e-08	-	GGTAGCAGCTGTCCAAGGCCCAGCAGGGGGCGCTC	V_CTCF_BR	40
chr19	47236693	47236843	id-50120	1	+	NA	NONE	7
chr19	47251877	47252027	id-50121	1.26e-07	-	TTACAGACAGGGCAGGAAACCAGCAGGGGGCGCAA	V_CTCF_BR	40
chr19	47253482	47253632	id-50122	9.49e-08	+	AGGTTCCCTCACACCCTCACCAGCAGGTGGCACCT	V_CTCF_BR	40
chr19	47257153	47257303	id-50123	7.55e-07	-	TCATTGGCCACACCCTCAAGCACCAGATGGCGCTG	V_CTCF_BR	39
chr19	47260663	47260813	id-50124	1.03e-09	+	GCTGCAGGGGTTGCTTCCGCCACTAGAGGGCGCGC	Upstream_CTCF	40
chr19	47262972	47263122	id-50125	5.92e-05	-	AGAGTCAATAGAGGCCCTGGGAGAAGGTGGCAGCA	V_CTCF_BR	8
chr19	47270040	47270190	id-50126	8.53e-09	-	CCGTCTGTTCCCCATATGGCCTCCAGAGGGCGCCT	Upstream_CTCF	40
chr19	47281650	47281800	id-50127	1.55e-05	+	AAAAAGAGTGCCTCCAGGGCCACGGGGAGGCAGTG	V_CTCF_BR	2
chr19	47287640	47287790	id-50128	7.27e-06	-	GGTGGACAGGGAGGGATGCCAGCCAGGGGGAGCCC	V_CTCF_BR	39
chr19	47289830	47289980	id-50129	4.31e-05	+	GAGCAAGCCCTAAAGGCAAGCGCAAGGGGGCCTCT	UpstreamP1_CTCF	11
chr19	47328770	47328920	id-50130	1	+	NA	NONE	15
chr19	47333230	47333380	id-50131	1	+	NA	NONE	39
chr19	47343864	47344014	id-50132	4.34e-07	-	ATGCTGGCACTCATAGCTGTCAGCAGGTGGCGACA	UpstreamP1_CTCF	40
chr19	47359475	47359625	id-50133	1	+	NA	NONE	40
chr19	47359934	47360084	id-50134	5.08e-05	+	TTGCAGAGCTGGGAATGCACCCCTTGATGGTTCCG	UpstreamP1_CTCF	21
chr19	47368402	47368552	id-50135	1.82e-06	+	TTGGAGTGGGGGGACTGGAGCAGGAGATGGCGGTA	UpstreamP1_CTCF	3
chr19	47394202	47394352	id-50136	3.63e-06	-	AGCCCAACTATCCTACCTCCCACCAGAGGGAAGCT	V_CTCF_BR	19
chr19	47402433	47402583	id-50137	1	+	NA	NONE	17
chr19	47432413	47432563	id-50138	8.21e-06	+	GCGTGGAATTTTTCAGAGCCCAGAAGGGGGAGCAC	V_CTCF_BR	31
chr19	47482705	47482855	id-50139	1.17e-05	-	TTCTGGACCTGCTCTGAGCCCAACAGGGGGCTCCA	V_CTCF_BR	18
chr19	47483140	47483290	id-50140	1.28e-06	+	GCACCTCCCGAGCAGGAAGGCAGCAGGGGGAGCTG	V_CTCF_BR	2
chr19	47488117	47488267	id-50141	2.1e-06	-	CGAGCTGCAGAAGACCTGGCCAGCCGAGGGCCGCA	Upstream_CTCF	1
chr19	47494517	47494667	id-50142	3.65e-07	-	GGTGGCAGGATTTCACGCACCTCTAGATGGCGCCA	V_CTCF_BR	40
chr19	47505521	47505671	id-50143	8.71e-06	-	GGAGACAGTGAGCCAGCCGTCCCCAGAGGGAGCTC	V_CTCF_BR	27
chr19	47508341	47508491	id-50144	3.45e-05	+	GGTTTCACAGGCTTAGGCGCCCGGGGGGGGAAGCA	V_CTCF_BR	0
chr19	47516325	47516475	id-50145	2.55e-09	+	GCTGTGTTACTCCGCGCGGCCACCAGGGGTCAGCA	Upstream_CTCF	40
chr19	47535576	47535726	id-50146	8.16e-07	-	TGCTGTTCTCCAGAGGCGGCCGCTAGGTGGTAGCA	V_CTCF_BR	40
chr19	47539146	47539296	id-50147	1.3e-09	+	CCTGCATTCCCCTCCTTCGCCGGCAGGTGGAGATG	Upstream_CTCF	37
chr19	47574143	47574293	id-50148	8.21e-06	+	CTCTGCCCAGGGACAGCCCCCAGCAGCTGCCACAG	V_CTCF_BR	0
chr19	47582674	47582824	id-50149	7.8e-08	+	AAGCACAAACCTGGAGCCTCCAGCAGGGGGCAGTC	V_CTCF_BR	40
chr19	47599734	47599884	id-50150	4.21e-05	+	GCCAGGAGCTGTGCAGACACTGGGAGGTGGCACCC	V_CTCF_BR	4
chr19	47603735	47603885	id-50151	1.24e-05	-	GTGTCTTCGTATCTAGATGCCAGCAGTGGGTAGAC	V_CTCF_BR	10
chr19	47628585	47628735	id-50152	8.13e-06	-	TTAATAATTTCCAAAATGTCCTCTAGGGGGCAACA	Upstream_CTCF	40
chr19	47634044	47634194	id-50153	1.48e-06	+	TCCGGGCGTGCTGCCGGCGGCGGTAGGTGGCGCGC	V_CTCF_BR	40
chr19	47652864	47653014	id-50154	3.28e-05	+	CAGTGAATTTTCTTTATAAACACAAGGGGGTGCTC	V_CTCF_BR	38
chr19	47660277	47660427	id-50155	1	+	NA	NONE	4
chr19	47660757	47660907	id-50156	5.38e-05	-	AAAAGAGGTTTCCAGATCCACCCCAGTGGGCACCA	V_CTCF_BR	23
chr19	47690108	47690258	id-50157	5.68e-06	-	TCACACGCGGAGCTCACAGTCTCTAGAGGGCAGGC	V_CTCF_BR	4
chr19	47714068	47714218	id-50158	8.02e-08	+	CTGTAATGTGCAGCCTTGGTCACAAGGGGGAGCAG	UpstreamP1_CTCF	40
chr19	47729190	47729340	id-50159	1	+	NA	NONE	25
chr19	47729413	47729563	id-50160	1	+	NA	NONE	25
chr19	47730367	47730517	id-50161	4.31e-07	-	GTGGCTTCCCTGTGGTTGGACACGAGAGGGCAGGA	V_CTCF_BR	17
chr19	47733843	47733993	id-50162	3.41e-11	+	TTCCCCGGGGCCGCACTGGCCGCCAGGGGGCGCTG	V_CTCF_BR	39
chr19	47747575	47747725	id-50163	3.41e-08	-	CCTGTGCTTCCGCCTTCTGCCGCTCGGGGGCAGCA	Upstream_CTCF	40
chr19	47750756	47750906	id-50164	1.38e-08	-	CGGACACGTTTCCCACTCTCCACCAGGGGGCGGTG	V_CTCF_BR	39
chr19	47754429	47754579	id-50165	3.28e-05	-	GGAGGCCAAGGTGGGAGGATCACTAGAGGCCAGGA	V_CTCF_BR	2
chr19	47775947	47776097	id-50166	5.48e-05	-	ATGTCTATTCTAATTTGCCCCACTAGGTTGCACCT	Upstream_CTCF	21
chr19	47783591	47783741	id-50167	2.18e-07	+	ACTGCGATGTGGAGAATGGACTGCAGGGGGCGATG	Upstream_CTCF	40
chr19	47785908	47786058	id-50168	1.28e-08	-	GCAGCACTATTCACAATAGCCAGAAGGTGGAAGCA	Upstream_CTCF	22
chr19	47787673	47787823	id-50169	2.58e-07	+	CAATCAATACCCTTTTTGTCCACTAGAGGTCGCCT	Upstream_CTCF	40
chr19	47799492	47799642	id-50170	5.08e-07	+	CCTTGTCTCAATAAAATCTCCACAAGGGGGCGCCA	V_CTCF_BR	40
chr19	47808634	47808784	id-50171	8.68e-11	-	CGTGTTGTTCTAGCCCTGACCTCCAGGGGGCGCAG	Upstream_CTCF	40
chr19	47812921	47813071	id-50172	1.48e-06	+	GAGTCCCCTGGGTGTGTGCCCCGCAGAGGGAGCTC	V_CTCF_BR	10
chr19	47834001	47834151	id-50173	1	+	NA	NONE	2
chr19	47852332	47852482	id-50174	5.98e-10	+	ACCGCAATGCCTCTACTGGCCTCTAGAGGGCGCAA	Upstream_CTCF	40
chr19	47861428	47861578	id-50175	7.55e-07	-	GGTTCGCAGCCTGGCTCTGCCACTAGGTGGCTACG	V_CTCF_BR	37
chr19	47894799	47894949	id-50176	2.31e-07	-	AAGGCAATGATCCTGCATCCCTCCAGGGGGCGCTG	Upstream_CTCF	40
chr19	47917836	47917986	id-50177	3.63e-05	-	CCACAGCTGTGCCTGGACACCGCATGAGGGCGCAT	V_CTCF_BR	32
chr19	47927997	47928147	id-50178	1	+	NA	NONE	15
chr19	47930622	47930772	id-50179	2.4e-09	-	GTGTAGTACCCCAGGGCTAGCAGCAGAGGGAGCAG	UpstreamP1_CTCF	40
chr19	47933395	47933545	id-50180	3.71e-05	-	GCTGCTGTACCGGCGCCGGCCGCACATCGGCGGCG	Upstream_CTCF	22
chr19	47933630	47933780	id-50181	1.93e-05	-	GCCTCGCAGACACGTTCGCCAGCAAGGTGGCGGCG	V_CTCF_BR	18
chr19	47939993	47940143	id-50182	4.7e-08	+	AGTGTCGTAGTGTCTCTAGCCACAAGGGGGCAGTG	V_CTCF_BR	40
chr19	47987112	47987262	id-50183	1.23e-08	-	CTGCAGTTCAACTACATTCCCGGTGGGTGGCGCTA	UpstreamP1_CTCF	40
chr19	47999335	47999485	id-50184	6.51e-05	+	AGGAGGACCTGGACCTCTGGCACGAGGAGGCTGGA	V_CTCF_BR	2
chr19	48011280	48011430	id-50185	4.94e-06	-	GAGGATGCTCCACGCAGCCCCAGCAGAGAGCAGCC	Upstream_CTCF	6
chr19	48014143	48014293	id-50186	6.51e-05	-	ATTATTTCTGGGCTGCCAGACGCTAGGGGGCTTTG	V_CTCF_BR	12
chr19	48018769	48018919	id-50187	6.94e-09	-	AAAGCAGTTCTAGTACTGGCCGACAGAGGGAGCAA	Upstream_CTCF	40
chr19	48023380	48023530	id-50188	6.46e-07	-	CCTCGAACCAAAATCCAGACCGGCAGGGGGCGGGC	V_CTCF_BR	9
chr19	48034882	48035032	id-50189	7.8e-08	-	GGCATGCTCCAGCGTGATGCCAGGAGGGGGCACCA	V_CTCF_BR	16
chr19	48044106	48044256	id-50190	2.68e-05	+	CCTGCCACATTCTCTTCCTTCACCGGATGGGGGAG	Upstream_CTCF	37
chr19	48058658	48058808	id-50191	1	+	NA	NONE	21
chr19	48102163	48102313	id-50192	8.9e-05	+	CCTCTGTCAGTGGTGTTGACCAGCAGAGACCGCTT	UpstreamP1_CTCF	9
chr19	48111305	48111455	id-50193	1	+	NA	NONE	39
chr19	48151535	48151685	id-50194	8.99e-05	+	GGTCAGGCGCCTGACAGCGTCACCTGTGGCCACTG	V_CTCF_BR	7
chr19	48155066	48155216	id-50195	5.92e-05	+	CAACCAGCGTTGGCTGATTCCCACAGATGGCGCCA	V_CTCF_BR	21
chr19	48170747	48170897	id-50196	2.19e-05	-	GTGCCCTGTTCCTGCCTGGCCTGAAGGTGTGCACG	UpstreamP1_CTCF	15
chr19	48196901	48197051	id-50197	3.2e-08	-	GGGGCACCACACCCGCTGCCCAGCAGGAGGCAGGA	Upstream_CTCF	18
chr19	48201474	48201624	id-50198	4.55e-09	-	GCTGCTATTCTGCCTCCTGCCACCTGGGGCCAGTG	Upstream_CTCF	39
chr19	48202703	48202853	id-50199	3.6e-07	+	GTGGCCCTACCTCACTCCACCACTAGGCGGTGCCC	Upstream_CTCF	40
chr19	48210660	48210810	id-50200	1.02e-07	-	CGTCTATTCCCGCAAACAGCCACCAGAGGGTGCTG	UpstreamP1_CTCF	40
chr19	48216500	48216650	id-50201	7.07e-08	+	AAGGCGTCTTCCCCACTCCCCACAAGGGGGCGCCA	V_CTCF_BR	40
chr19	48246956	48247106	id-50202	7.8e-08	-	CTATCTGTTTTCTGAGCGTCCGCCAGGGGGCGCCG	V_CTCF_BR	34
chr19	48267507	48267657	id-50203	3.09e-05	+	GAGCAGTTCCAGCAGCGGAACTGGAGACAGCAGTG	UpstreamP1_CTCF	4
chr19	48269243	48269393	id-50204	5.96e-07	+	TGGACGTGGGAGACAGTGGCCGCCAGGAGGCGCCT	V_CTCF_BR	40
chr19	48271990	48272140	id-50205	2.62e-07	+	CAGCACTATGTCTCCCTGCCCACTAGCTGGAGCTC	UpstreamP1_CTCF	28
chr19	48292145	48292295	id-50206	6.67e-08	-	ATGCAGTTCTCAGACGCGGCCACATGCTGTCGCTG	UpstreamP1_CTCF	40
chr19	48293742	48293892	id-50207	3.11e-10	+	GACCCAAGGGCCAGGATTGCCACCAGGGGGCAGCA	V_CTCF_BR	40
chr19	48297890	48298040	id-50208	7.73e-06	+	CAGAGTGGCCAAGCTTGTTTCTCCAGGGGGCGCTC	V_CTCF_BR	34
chr19	48316734	48316884	id-50209	1	+	NA	NONE	5
chr19	48317076	48317226	id-50210	4.93e-12	+	GACCCAGGTGCCAGGACGGCCACCAGGGGGCGGCA	V_CTCF_BR	40
chr19	48327757	48327907	id-50211	5.12e-06	-	TGGCTGATGACCTTAAGGACCTCCAGGGGGCCCCA	UpstreamP1_CTCF	8
chr19	48352501	48352651	id-50212	8.16e-07	+	AATGGGCCTGGGGGTCACACCGCAAGGGGGCGCAG	V_CTCF_BR	40
chr19	48352950	48353100	id-50213	4.88e-05	+	AACAGAACAGACAAAACAGACGCCAGGAGGAGCTG	V_CTCF_BR	18
chr19	48366778	48366928	id-50214	1.21e-10	-	AGACCCAGGGCCAGGATGGCCACTAGGGGGCGGCA	V_CTCF_BR	40
chr19	48372247	48372397	id-50215	3.47e-09	+	CCGTTATGGTGCTCCGTGGCCACCAGGGGGCAACA	UpstreamP1_CTCF	40
chr19	48385151	48385301	id-50216	1.69e-05	+	GCGAACTTAGCAGGTTTGGCCTCCAGGGGTGGTGG	UpstreamP1_CTCF	3
chr19	48444580	48444730	id-50217	1.16e-05	+	GCTGCCCTTCACTGCATAGACAGAACAGGGCGCGC	Upstream_CTCF	12
chr19	48466524	48466674	id-50218	5.01e-06	+	AAAAAACCTATGATTATCACCACCAGATGTCGCTC	V_CTCF_BR	40
chr19	48510172	48510322	id-50219	3.11e-05	-	ACTGATTTAAGTCCTCCCACAGGTAGGTGGCACCA	V_CTCF_BR	38
chr19	48572835	48572985	id-50220	1.32e-05	+	GCTCCAATCCTTTCTCTGAACAGCAGGGGCAGAGT	Upstream_CTCF	25
chr19	48589856	48590006	id-50221	8.16e-07	-	TGTGTTGGTTGGCCTCCACCCAGCAGGTGGAGCAC	V_CTCF_BR	26
chr19	48606431	48606581	id-50222	2.11e-08	-	CTGTACTGCACATTGCAGAACTCCAGGGGGCGCTA	UpstreamP1_CTCF	40
chr19	48610686	48610836	id-50223	1.08e-08	+	CTGTCATGCCCGAATAGGGCCACTAGAGGGCCCCT	UpstreamP1_CTCF	40
chr19	48620923	48621073	id-50224	6.21e-05	-	CAGCCCACGCCCTTACGTGCGGATAGATGGCGCTG	V_CTCF_BR	10
chr19	48627389	48627539	id-50225	1	+	NA	NONE	34
chr19	48655839	48655989	id-50226	1.41e-09	-	CTAGTAGTTCACACACTGGCCAGCAGGTGTCGCTG	Upstream_CTCF	40
chr19	48661832	48661982	id-50227	2.73e-07	+	CAGGCAGTGCCAATGGAGGGAAGCAGAGGGCACTG	Upstream_CTCF	15
chr19	48673773	48673923	id-50228	1	+	NA	NONE	34
chr19	48685745	48685895	id-50229	1.97e-06	-	GGGCGGAAGTAGTAGGCGAACTCCAGCGGGCAGGC	V_CTCF_BR	21
chr19	48693826	48693976	id-50230	3.67e-07	+	GTGCAACGCTACTAAGTGCCCGGGAGAGGGAGAAC	UpstreamP1_CTCF	24
chr19	48697686	48697836	id-50231	7.61e-08	-	TATGCATTTATTCTTTTGACCGGCAGGAGGCAGTG	Upstream_CTCF	40
chr19	48720298	48720448	id-50232	9.78e-07	+	ATGTAATGCCACCACTGATCCGACAGGAGGCAGAG	UpstreamP1_CTCF	8
chr19	48758945	48759095	id-50233	1	+	NA	NONE	32
chr19	48763489	48763639	id-50234	1.41e-08	-	CTGTCACACCCAGACATGGCCACTAGAGGGCTCCC	UpstreamP1_CTCF	40
chr19	48768700	48768850	id-50235	4.68e-07	-	GGGAGTGTAGCAATGAGGACCACCAGAGGTCACTC	V_CTCF_BR	12
chr19	48770381	48770531	id-50236	1.71e-06	+	GGGAATTGGACACCTACAACCACTAGAGGTCGCAA	V_CTCF_BR	40
chr19	48774506	48774656	id-50237	2.1e-05	+	CGGCCGGAGTCTCCGGAGCCCGCAAGGAGGCGCGT	UpstreamP1_CTCF	38
chr19	48780803	48780953	id-50238	1	+	NA	NONE	4
chr19	48793802	48793952	id-50239	3.22e-05	+	GGGCCTGGGTCCACTCCCACCCCCAGGGAGCGCTG	UpstreamP1_CTCF	37
chr19	48794192	48794342	id-50240	4.68e-07	-	GGGGTCGAGCCCCTCCCGGCCACCTGCTGGCTGTG	V_CTCF_BR	18
chr19	48794605	48794755	id-50241	4.55e-09	-	GCTGCCTTAGCAGGATCCGCCGCCAGGTGGCGCGC	Upstream_CTCF	39
chr19	48812698	48812848	id-50242	1.38e-06	-	TAGGACAGCTCAGAGGAGACCTGCAGGGGGCAGCT	V_CTCF_BR	40
chr19	48817752	48817902	id-50243	1.56e-06	+	AAGGCAGTTCACAAGTTCAACATGAGAGGGCGCTA	Upstream_CTCF	40
chr19	48823371	48823521	id-50244	5.21e-08	+	TTAGGGCGCATGTCTGTTCCCACCAGAGGGCGCTC	V_CTCF_BR	40
chr19	48825146	48825296	id-50245	2.27e-05	+	GGCCGCCTACCACGTCCGCGCGCTGGAGGGCGGAA	V_CTCF_BR	21
chr19	48833554	48833704	id-50246	5.01e-06	+	GGAGATCCTGGAGAAGCACCCGCGAGGGGGCAGCT	V_CTCF_BR	16
chr19	48837213	48837363	id-50247	4.68e-07	-	TCACAGCTTCCTGGCCCGGCGGCCAGGGGGCACTC	V_CTCF_BR	39
chr19	48842171	48842321	id-50248	1.47e-05	+	GGCAGAGAACGAGGGATGGCAGGGTGGGGGCGCCG	V_CTCF_BR	9
chr19	48854634	48854784	id-50249	1.21e-10	+	CAGTGGGTTCCCCAAGCAGCCACCAGAGGGCGCCA	V_CTCF_BR	40
chr19	48866372	48866522	id-50250	7.49e-05	+	AGGGACCCGGGAACTACAACTCCCAGGAGGCGCCA	V_CTCF_BR	13
chr19	48880140	48880290	id-50251	1.38e-07	+	CCTTGAGTCCCCACACTGGCCAGGGGAGGGAGGCA	Upstream_CTCF	0
chr19	48884550	48884700	id-50252	7.82e-06	-	CTGCAACCCTCACAGCATCCCTACAGAGGGGGCAC	UpstreamP1_CTCF	11
chr19	48893940	48894090	id-50253	1.84e-06	+	GGCCCTTTCCCACGGACCACAGCCAGGGGGCAGCC	V_CTCF_BR	40
chr19	48894812	48894962	id-50254	1.09e-06	-	ACGGCAAAGCAGGAGGTGGGCGATAGGGGGCGCCG	Upstream_CTCF	40
chr19	48896797	48896947	id-50255	7.23e-07	+	GAAGGGGTCCCCAGGGAGGCCAGGAGGGGGGGCTG	Upstream_CTCF	23
chr19	48922093	48922243	id-50256	1.03e-05	-	GTCTTATGGCACACCCATACCCCTAGGAGGCAGCC	UpstreamP1_CTCF	32
chr19	48936732	48936882	id-50257	7.49e-05	-	CCCCCTGTGGGGTTACTTGCCGGAAGCGGTAGGGT	V_CTCF_BR	10
chr19	48948684	48948834	id-50258	6.82e-05	+	CTGGTTAGGCAATTGACTGCCCCTAGAGGGTAGAT	V_CTCF_BR	37
chr19	48949560	48949710	id-50259	3.63e-05	-	AAAGCTGAGACAGGGGGCGCCTGGGGATGGAAGGC	V_CTCF_BR	37
chr19	48993122	48993272	id-50260	4.7e-08	+	GGGGGTGTTCCCTGGCTCGGCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr19	49000737	49000887	id-50261	4.31e-05	-	CAGCGCCCCCGAGAGCCAGGCCGGAGGTGGCCCCC	UpstreamP1_CTCF	0
chr19	49002194	49002344	id-50262	2.91e-05	+	CCTGCTACGGCGTCCCCCCGCTCCAGTGGCAGGCA	Upstream_CTCF	8
chr19	49009489	49009639	id-50263	1.84e-05	+	TATCTATTGTGTGTCTTCTCCACTAGGGGGTGAGC	UpstreamP1_CTCF	40
chr19	49055348	49055498	id-50264	1.41e-05	+	GAGTAGGCACCTGGCGGGCTCCCCAGGTGGCAGAC	UpstreamP1_CTCF	5
chr19	49063642	49063792	id-50265	5.92e-05	-	TCCCCCCGAGAAGAAATGGCCACTGAGGGGCAGCC	V_CTCF_BR	25
chr19	49072000	49072150	id-50266	8.56e-05	+	CTGCTGTCCGATCGCATTCCTGGAAGGGTGGGCCG	UpstreamP1_CTCF	11
chr19	49087643	49087793	id-50267	8.16e-07	-	AGCTCAGTGTTAAACCTTGTCAGCAGAGGGCGCTG	V_CTCF_BR	40
chr19	49092249	49092399	id-50268	2.89e-09	-	ACAGTCGGTCCCCATCTGACCGCCAGAGGGCGCCG	V_CTCF_BR	40
chr19	49094441	49094591	id-50269	8.13e-06	+	CGTGTAAGACCTTGCCTGTCCTCAAGGGGTTCCTC	Upstream_CTCF	28
chr19	49112119	49112269	id-50270	4.59e-07	-	CGGCATCTTCAGCCTCCACCCAGCAGAGGTCAGTA	UpstreamP1_CTCF	40
chr19	49118356	49118506	id-50271	3.45e-05	-	CTCCCTGCCTCCTTCCCAACAGCCAGGTGGCAGGT	V_CTCF_BR	6
chr19	49120810	49120960	id-50272	5.92e-05	-	CCTGCATTTGTATTTTCAGCCTCTAGGCTGTGTAC	Upstream_CTCF	24
chr19	49121193	49121343	id-50273	1	+	NA	NONE	26
chr19	49122625	49122775	id-50274	1	+	NA	NONE	14
chr19	49133661	49133811	id-50275	2.59e-06	-	GGGCAGCTCCGGGCTGTCGTCCATAGAGGGCAGGC	UpstreamP1_CTCF	19
chr19	49133996	49134146	id-50276	1.54e-05	-	GTGAGGCTGCCCCACATCCCCACCTGGCGGAGCTC	UpstreamP1_CTCF	15
chr19	49140158	49140308	id-50277	4.88e-05	-	GTGAGCCTGGGGGCAGGTGCCAGGCGATGGCGCGG	V_CTCF_BR	27
chr19	49141350	49141500	id-50278	5.38e-05	+	CACTGTAAGACAGAGAACAACGGCAGGGGGCGTCA	V_CTCF_BR	33
chr19	49149866	49150016	id-50279	4.01e-09	+	GTGCAGTGAGGGCTGCTCGCCTGGAGGGGGAGGCA	UpstreamP1_CTCF	40
chr19	49178747	49178897	id-50280	4.31e-07	+	TTGTCTAGGCTGAGAACAGCCACAAGAGGGAGCAC	V_CTCF_BR	40
chr19	49216396	49216546	id-50281	8.89e-06	+	CTGGTAGTTCCCTCTCCTCCCACAAGGAGCTTCTC	Upstream_CTCF	39
chr19	49223224	49223374	id-50282	7.12e-06	+	TGGTCGTGTCCTGGCCCTACCGGCAGGTGCCACCT	UpstreamP1_CTCF	2
chr19	49238692	49238842	id-50283	1.01e-05	+	AGCGCTGCCCCACCCGACGCCGCCCGGGAGCGGTT	Upstream_CTCF	10
chr19	49242190	49242340	id-50284	8.16e-07	-	GGCGCTTCGAGTTGCGCGGCCGCGAGGAGGCGCGG	V_CTCF_BR	37
chr19	49253741	49253891	id-50285	4.65e-05	+	GGAACCAGTCCATGGCCTGCCGGAGGTAGGCGCTG	V_CTCF_BR	0
chr19	49256387	49256537	id-50286	1.48e-06	+	CCTGCAGGTGCTCCCGCGCCCACCAGGGTCTCCGA	Upstream_CTCF	15
chr19	49287977	49288127	id-50287	1.11e-05	-	CCAGAGGCTTCCTCTAAGCCCGCTAGAAGGCACTG	Upstream_CTCF	30
chr19	49291497	49291647	id-50288	1.1e-06	+	ACTTTATACTCAACACTGACCACCAGATGGTGCTG	V_CTCF_BR	40
chr19	49298472	49298622	id-50289	3.09e-07	+	GGCTTTGGGAGTGTCGCAACCACATGGGGGCGCCA	V_CTCF_BR	40
chr19	49311379	49311529	id-50290	5.48e-05	+	AGCGTGGGTCCCCAGATTGCCTTTGGGTGGCGACA	Upstream_CTCF	23
chr19	49314269	49314419	id-50291	2.2e-06	-	GCTGGTCGGCCGCCTTCCCCCAGAAGGAGGCGTGA	Upstream_CTCF	35
chr19	49316016	49316166	id-50292	2.91e-05	-	GTTGCTAGCCCTGTCGCTGTCGCCAGGGGCTCCTG	Upstream_CTCF	9
chr19	49316912	49317062	id-50293	5.08e-07	-	TTTCTTCCCCGCTCCATTTCCTGCAGGGGGCAGTA	V_CTCF_BR	38
chr19	49319281	49319431	id-50294	9.84e-06	+	CTGCAATTCAACTCCCTGGCCACCTGGGAAGTCCC	UpstreamP1_CTCF	22
chr19	49330134	49330284	id-50295	1	+	NA	NONE	38
chr19	49339084	49339234	id-50296	1.38e-09	-	TCAGCCCCAATCCAGGTGGCCACAAGAGGGCGGCA	V_CTCF_BR	40
chr19	49346070	49346220	id-50297	1.52e-07	-	AGCAAAGAAAAAGCTATGACCACCAGATGGCAGTA	V_CTCF_BR	40
chr19	49347911	49348061	id-50298	1	+	NA	NONE	32
chr19	49372480	49372630	id-50299	9.84e-05	-	CCTGGGTGGCACTCTTTGTGCGGGTGGGGGCGCTT	V_CTCF_BR	1
chr19	49375589	49375739	id-50300	1	+	NA	NONE	14
chr19	49376798	49376948	id-50301	3.11e-05	+	GAGCGAGAGGCAACCAGTGTCCCTAGAGGGCAGGG	V_CTCF_BR	4
chr19	49393935	49394085	id-50302	4.5e-06	+	CTTGCAACAACCTCCTCCTCCTCCAGGTGCACGGA	Upstream_CTCF	5
chr19	49394814	49394964	id-50303	1	+	NA	NONE	5
chr19	49403260	49403410	id-50304	1.7e-05	+	GAAGTTATTTTTCCCCCGGCCGGCAGGGAGTTGTA	Upstream_CTCF	37
chr19	49403561	49403711	id-50305	1	+	NA	NONE	19
chr19	49432085	49432235	id-50306	1	+	NA	NONE	1
chr19	49438184	49438334	id-50307	7.73e-06	+	ATCCGATTCTTGTGCCCCTCCAGGTGGTGGCGGTG	V_CTCF_BR	7
chr19	49457882	49458032	id-50308	5.74e-05	-	GAGCATCTCCCGATAAGTGCCAGCAGTGGCGCCGT	UpstreamP1_CTCF	23
chr19	49474288	49474438	id-50309	2.19e-08	-	CTGGCACTTGGTACAGGCGCCAGTAGAGGGCGGTG	V_CTCF_BR	40
chr19	49479577	49479727	id-50310	4.02e-07	+	GCGTCAATGCCCCAGAAAGCCAGCAGGGGCTGCTG	Upstream_CTCF	29
chr19	49482333	49482483	id-50311	1.17e-05	+	TATTAGGACTTGTACTTGTCCTGCAGATGGCAATG	V_CTCF_BR	31
chr19	49490531	49490681	id-50312	5.08e-05	+	GCACCCACGTCCAGGAGCACCACCAGAGGGCCTCC	Upstream_CTCF	11
chr19	49496533	49496683	id-50313	2.6e-10	+	CTGCAGTGAAACCTCGCAGCCGCCAGGAGGCGGTG	UpstreamP1_CTCF	34
chr19	49497078	49497228	id-50314	1	+	NA	NONE	3
chr19	49501380	49501530	id-50315	2.78e-06	+	TGTTGGACAGAAAGGGCCTCCCCTAGGGGGCAGCA	V_CTCF_BR	40
chr19	49503119	49503269	id-50316	3.66e-06	+	AAGTTGAGACGCAGTGAGGCCAGCAGGGTGCGCTC	UpstreamP1_CTCF	39
chr19	49520644	49520794	id-50317	5.52e-05	-	CTGTGGTGCAGGAAAGCCTCAAGTGGAGGGTTGAG	UpstreamP1_CTCF	5
chr19	49521266	49521416	id-50318	2.19e-08	+	TGCGGGCCGCCCCAGGGCGCCTCCAGCGGGCAGAA	V_CTCF_BR	39
chr19	49522966	49523116	id-50319	2.77e-07	+	CTGCTCTGGTACTTTGTGGTCAGTGGGAGGCGCCA	UpstreamP1_CTCF	36
chr19	49535093	49535243	id-50320	2.04e-08	-	GATACAGTTCCCCTTCCTCCCTCCAGGGGGCGCCA	Upstream_CTCF	25
chr19	49540077	49540227	id-50321	6.7e-12	+	GATGCAGTTCCCCTTCCTCCCTCCAGGGGGCGCCA	Upstream_CTCF	34
chr19	49559416	49559566	id-50322	8.03e-07	+	AGAGCTCTGCTCCGCCCCCACGCCAGGGGGCGTGT	Upstream_CTCF	39
chr19	49568144	49568294	id-50323	2.43e-06	-	GCGGAGGGCAGCCGCGGGAGCCGAAGAGGGCGCCC	V_CTCF_BR	9
chr19	49575410	49575560	id-50324	2.4e-05	+	TGGCGGGCGAAGGCGCGGCGGGGCAGGGGGCGCTC	V_CTCF_BR	1
chr19	49575990	49576140	id-50325	1.39e-07	-	GCAGGGCAGGGCGGGCGTCCCGGCAGAGGGCGCGC	V_CTCF_BR	4
chr19	49577324	49577474	id-50326	5.08e-07	-	CCTACCTCTCTCCACACCCCCAGCAGAGGGCGACC	V_CTCF_BR	40
chr19	49578221	49578371	id-50327	2.78e-09	+	CTGTTATGCCTGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	32
chr19	49601177	49601327	id-50328	3.01e-11	+	CTGTAGTTGCAGTCTGTGTCCAGTAGGTGGCAGTG	UpstreamP1_CTCF	40
chr19	49610029	49610179	id-50329	5.24e-09	-	CCAGCTCTTGCTCACGGTACCAGCAGGTGGCGCTG	Upstream_CTCF	40
chr19	49617494	49617644	id-50330	9.25e-06	+	GCGCTCTCCAGGCTGCGCCTCCGCAGGGGGCGCCC	V_CTCF_BR	39
chr19	49622097	49622247	id-50331	2.44e-07	+	CGTGCAGTTCCCGAGGCGGGCGCAGGGGTGCAGAA	Upstream_CTCF	22
chr19	49631181	49631331	id-50332	2.66e-05	-	TCCTGTGCCTCGCGCAGCGTCTCCAGCAGGCGCTC	V_CTCF_BR	33
chr19	49637329	49637479	id-50333	4.01e-05	+	TACAGCTTCACCTCAAGGAGCGCATGGGGGCGCTG	V_CTCF_BR	16
chr19	49649198	49649348	id-50334	7.33e-10	-	AGTGCCACCCCCAAGGCGGCCGGCAGGGGGCACTC	V_CTCF_BR	40
chr19	49649488	49649638	id-50335	5.08e-05	+	CCAGAACATGCCATCATCCCCATGGGGGGGCGCTG	Upstream_CTCF	5
chr19	49655016	49655166	id-50336	5.01e-06	-	CCGGGGCCTGGCTCGAGGAACACCAGGTGGAGTTG	V_CTCF_BR	3
chr19	49669142	49669292	id-50337	8.56e-05	-	CTGTCAGCGTGTTCATGCTCCTGTAGAGGGGGCTG	UpstreamP1_CTCF	20
chr19	49691999	49692149	id-50338	4.73e-07	+	GGAGCAGGGACGGGGGCTGCCGCCAGAGGGGGATG	Upstream_CTCF	0
chr19	49702233	49702383	id-50339	4.11e-08	-	CAGGCATTGTCGAGCATGGCCTCAAGGGGGCACTC	Upstream_CTCF	39
chr19	49711652	49711802	id-50340	2.78e-09	-	CTGTTATTCCTGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr19	49713410	49713560	id-50341	5.63e-06	+	TTGCAGTTACACATTCGGCAAAGTACAGGGCAACA	UpstreamP1_CTCF	11
chr19	49717203	49717353	id-50342	1.38e-06	+	GGGTTGCTATAAGCCCCGGCCTAAAGAGGGCGCTA	V_CTCF_BR	32
chr19	49718036	49718186	id-50343	1	+	NA	NONE	1
chr19	49728230	49728380	id-50344	2.77e-07	-	GTGTACTTGGTGGCCGTGTCAGGCAGGTGGCACTG	UpstreamP1_CTCF	38
chr19	49729393	49729543	id-50345	2.2e-07	+	ATGTTAAACCTAAAGATGTCCACTAGGGGGCAGCA	UpstreamP1_CTCF	40
chr19	49758001	49758151	id-50346	5.92e-05	-	TGTGGCCACCCGGCGTCTCCCTCCAGGGGTCCGAG	Upstream_CTCF	0
chr19	49769722	49769872	id-50347	2.78e-09	+	CTGTTATGCCCAGACAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	29
chr19	49792120	49792270	id-50348	1.19e-06	+	GGGACTGTACCCTGCAAAGCCACGAGGTGGAGCTG	V_CTCF_BR	19
chr19	49804631	49804781	id-50349	1.22e-08	-	GAGACCCGTGTTGAGCAGGCCACTAGGGGGCGCTG	V_CTCF_BR	40
chr19	49810152	49810302	id-50350	1	+	NA	NONE	6
chr19	49812458	49812608	id-50351	3.09e-06	+	GCTGTGGTGCCCTACAAGGCCTGACGGGGGAGTGA	Upstream_CTCF	6
chr19	49831262	49831412	id-50352	3.4e-06	-	CATGCTATTCTCTGCCCAGAAGCCAGGGGGAGCCT	Upstream_CTCF	40
chr19	49851259	49851409	id-50353	6.67e-08	-	ATGGAGTCTCTGCATCTGGCCAGCAGATGGAGGAA	UpstreamP1_CTCF	34
chr19	49866630	49866780	id-50354	2.5e-05	+	TGCTTGTACTCCGGTGTCTCCAGTAGGAGGAGCCT	UpstreamP1_CTCF	37
chr19	49895249	49895399	id-50355	3.88e-06	+	CATCTAAACTTCACCTGCACCAGCAGAGGGCGTGC	V_CTCF_BR	40
chr19	49920457	49920607	id-50356	6.84e-06	-	CACCTCCTTCCTTCTGGAGACGCCTGGGGGCACAC	V_CTCF_BR	3
chr19	49925693	49925843	id-50357	1	+	NA	NONE	36
chr19	49934131	49934281	id-50358	1.34e-06	-	GTGCTTCGTACCTAACTGACCACGTGGTGGCACTG	UpstreamP1_CTCF	38
chr19	49944370	49944520	id-50359	1	+	NA	NONE	3
chr19	49946745	49946895	id-50360	7.55e-07	-	CGGGCCGGGGACTCTGCAGCCACTGGGTGGCGCGT	V_CTCF_BR	40
chr19	49947103	49947253	id-50361	8.62e-10	-	GCGAACGTGGGCGCCGTGTCCACCAGAGGGCGCAA	V_CTCF_BR	36
chr19	49949404	49949554	id-50362	2e-06	-	TGGGCTGTGCCCCTCCAGTCCTATAGAGGTCACTG	Upstream_CTCF	14
chr19	49955182	49955332	id-50363	8.33e-05	-	CCGGTAGGAGCCACAGCGCCCAGCCGGAAGTGTGG	Upstream_CTCF	35
chr19	49963002	49963152	id-50364	1.65e-07	+	ATGCAATCCAGGCATCCACCCAGGAGGAGGCACTG	UpstreamP1_CTCF	3
chr19	49969763	49969913	id-50365	1.04e-05	+	CTCACATTGCTGTAAAGAAACACCTGGGGGCGCAG	V_CTCF_BR	2
chr19	49973691	49973841	id-50366	1.16e-05	+	ACTGCATTTTGGACACCTCACACCAAGGGGAGATG	Upstream_CTCF	35
chr19	49977338	49977488	id-50367	3.71e-10	+	CGTGAGCGGCCGCCTCTCACCACCAGGGGGCGCGC	V_CTCF_BR	39
chr19	49979260	49979410	id-50368	4.43e-05	-	AGAAACAGAACTGTGGGGACCCAGAGGTGGCAGCA	V_CTCF_BR	25
chr19	49979624	49979774	id-50369	1.64e-07	-	AGCGCTGTGCCAGGACCAGCCGCCAGAGGCCCCCG	Upstream_CTCF	40
chr19	49982162	49982312	id-50370	2.6e-06	+	TCCTGCAGGAGACCTCCGAGCAGCTGGTGGCGCTG	V_CTCF_BR	29
chr19	49990404	49990554	id-50371	3.05e-07	-	GCTGCAGGGCCTCTGGTGGCCCGCATGGGGAGACC	Upstream_CTCF	25
chr19	49993070	49993220	id-50372	4.88e-05	-	ACCTGTTTAGCCACGATGGCCGCCAGGCGGCCCAG	Upstream_CTCF	16
chr19	50004361	50004511	id-50373	3.65e-05	+	TTGCGGCCCCCTCCCCTCAGCCGCAGGTGTTTCCG	UpstreamP1_CTCF	1
chr19	50006433	50006583	id-50374	9.81e-06	+	GAGACAGCACTCCACCTAAGCAGCAGAGGGCGACT	V_CTCF_BR	40
chr19	50009937	50010087	id-50375	1.95e-07	+	GGTGTGATTGCCCCCCAGGTCAGTAGGGGGCACTA	Upstream_CTCF	40
chr19	50037570	50037720	id-50376	4.7e-05	+	TGCGCAACGCCACCTATGGCCACTACGCGCCCGGT	Upstream_CTCF	29
chr19	50042861	50043011	id-50377	6.43e-06	+	GCCCCTGCCACTGTCCCTGCCCCTAGCGGGCAAAA	V_CTCF_BR	8
chr19	50050346	50050496	id-50378	3.42e-08	-	ACCAGTTCTCCACATCCAGCCACTAGAGGGCAGTA	V_CTCF_BR	39
chr19	50073525	50073675	id-50379	1	+	NA	NONE	40
chr19	50074656	50074806	id-50380	7.55e-07	-	CCTCTCTGAAATGCTGGTGACAGCAGATGGCAGCA	V_CTCF_BR	31
chr19	50093555	50093705	id-50381	1.03e-05	-	AAGCAGCTCTTCAGTGAGGCCTCCTGAGGCTGCAA	UpstreamP1_CTCF	34
chr19	50094584	50094734	id-50382	4.31e-07	+	CCCTCCTCCCCCCTTCCCTCCTCTAGGGGGAACCC	V_CTCF_BR	4
chr19	50100625	50100775	id-50383	1.55e-05	+	GCCTGATCCAGAGTGGCCCCCACCAGGCGGCGCCA	V_CTCF_BR	5
chr19	50117946	50118096	id-50384	2.53e-05	-	AGCTGCTTGGAGCCTGCCGGCAGCAGGGGGCCCCC	V_CTCF_BR	28
chr19	50128925	50129075	id-50385	6.98e-07	-	GTCGGACTTTGAACCCTGCCCTGGAGGGGGCAGCA	V_CTCF_BR	5
chr19	50139270	50139420	id-50386	8.58e-08	+	CCTGCTATGCCTTAGATAACCAGGAGTGGGCAGGC	Upstream_CTCF	32
chr19	50167795	50167945	id-50387	4.51e-05	+	TCCGCCTTCTCAGCCGGGCCCACTAGGAGTCCTTT	Upstream_CTCF	36
chr19	50169373	50169523	id-50388	1.03e-06	+	GTCCAGGGTCCTCTAGATTCCAGCAGGGGTCGGAG	UpstreamP1_CTCF	31
chr19	50173463	50173613	id-50389	1.04e-05	+	TGTCCTCCGACTCTTTCGCCCGCCTGGTGGAGCTG	V_CTCF_BR	1
chr19	50175396	50175546	id-50390	1	+	NA	NONE	2
chr19	50175693	50175843	id-50391	8.62e-10	-	GCAGTCTGTCCCCAGGCAGCCGCCAGAGGGCGCCC	V_CTCF_BR	40
chr19	50181261	50181411	id-50392	1.99e-07	-	CCCACACACCCAGAAATGGCCACAAGGGGGTGCAC	V_CTCF_BR	40
chr19	50182802	50182952	id-50393	7.15e-05	+	TGTGTGGTCAGCTGCCTGGCCAGAGAGGGGCAGCG	V_CTCF_BR	0
chr19	50184058	50184208	id-50394	2.2e-09	-	GGCGCAGTCCCACCGCCGGTCACTAGAGGGCGGCA	Upstream_CTCF	39
chr19	50187778	50187928	id-50395	8.43e-09	-	TGGTCTATTTCCCACACGGCCGCCAGAGGGCACCC	V_CTCF_BR	40
chr19	50188343	50188493	id-50396	4.65e-05	-	TCCTGGGCCTCTAGCACCACCTCTGGCTGGCAGAT	V_CTCF_BR	23
chr19	50193155	50193305	id-50397	1.08e-08	-	TCACCTGCCCGTTCCGCGGCCGGGAGAGGGCGCTC	V_CTCF_BR	34
chr19	50220829	50220979	id-50398	3.8e-07	+	AGTGGTGTGTTAGCCTCTGCCAATAGGGGGTGCCA	Upstream_CTCF	40
chr19	50249718	50249868	id-50399	2.94e-06	+	TCTGCAATTCCTGCTCGCTCACGTAGGGGCCCTCG	Upstream_CTCF	4
chr19	50254437	50254587	id-50400	8.21e-05	+	GGAGGCGGAGGTTGCAGAGAGCCTAGATGGCGCCA	V_CTCF_BR	38
chr19	50265135	50265285	id-50401	2.6e-06	-	TGGGGAGGACCGAGGTCCTCCACAAGGTGGTAGCA	V_CTCF_BR	33
chr19	50303066	50303216	id-50402	1.48e-06	+	GGCCTGGACTCCTGGGTCTCCAGATGGGGGCAGTG	V_CTCF_BR	28
chr19	50305607	50305757	id-50403	1.47e-05	-	GAGAGACAGAGAGGGAGGGACGGAAGAGGGAAGGA	V_CTCF_BR	29
chr19	50308448	50308598	id-50404	3.09e-06	+	TGTGGAAGGCCAAAGGAGGCACCTAGGGGGCGCCT	Upstream_CTCF	35
chr19	50312688	50312838	id-50405	1.71e-06	-	TCAGTCTGGTGGTGTCCGGCCGGGTGGTGGCAGCA	V_CTCF_BR	25
chr19	50316177	50316327	id-50406	1.04e-06	-	GCGGCGGCGCCCCCGCCCGTCAGCAGGTGGGGCCT	Upstream_CTCF	2
chr19	50316388	50316538	id-50407	2.38e-07	+	CTCGGCCTGTGGTCCGGAGCCGCCAGAGGGCGAGA	V_CTCF_BR	35
chr19	50321533	50321683	id-50408	1	+	NA	NONE	30
chr19	50348841	50348991	id-50409	1.76e-05	+	ATGCAGTCTCTCTCAGCTCCCTCTAGAGATCAGTT	UpstreamP1_CTCF	17
chr19	50360493	50360643	id-50410	1.29e-05	+	GGGCTCCATGGAAAAGCGGCCACTGGGCGGCTCTG	UpstreamP1_CTCF	2
chr19	50361386	50361536	id-50411	2.72e-05	-	CAGCTCCGCTCCCTCACAGCCAGCTCAGGCCACCT	UpstreamP1_CTCF	6
chr19	50364844	50364994	id-50412	1.92e-05	+	TGGCGGTGAAGAGGAAGCAGCGGCAGGGGACGCCC	UpstreamP1_CTCF	0
chr19	50366167	50366317	id-50413	1.61e-09	+	CCTCCCGTTCCCCACGCGGCCACCGGAGGGCACCC	V_CTCF_BR	37
chr19	50393387	50393537	id-50414	2.67e-06	-	CATGATTTTCTACCCGCCGCCGCGCGAGGGCGCGC	Upstream_CTCF	38
chr19	50416685	50416835	id-50415	1.26e-05	+	TCAGCAGACCTCAGTTCAGCCACACGGGTGCGCCA	Upstream_CTCF	17
chr19	50418646	50418796	id-50416	3.73e-06	-	TGTGTAGTTCCTCTGGGAAACTCTAGGGGAGAGGC	Upstream_CTCF	37
chr19	50420169	50420319	id-50417	1.99e-07	+	CATGGCATTCGGCTGACAGCCACCTGGTGGCACTG	V_CTCF_BR	33
chr19	50432953	50433103	id-50418	7.27e-06	+	GCCGCACATGCGCATTGATCCCCAAGAGGGCGGAG	V_CTCF_BR	18
chr19	50441012	50441162	id-50419	1.52e-07	+	TTGTCTTAGCAGGAGTCTGCCGCCAGGTGGCGCGC	V_CTCF_BR	40
chr19	50443555	50443705	id-50420	2.11e-06	-	CACGTGGCTCACTTTGGTGCCAGCAGGGGCAGCAG	V_CTCF_BR	33
chr19	50476766	50476916	id-50421	8.19e-06	-	AAGGAGGGATCAGGAGAGTCCAGCAGGGGACAGAC	UpstreamP1_CTCF	1
chr19	50486999	50487149	id-50422	8.81e-07	-	CAGACAATAACCAAGGGGACCACAAGGGGGCGATG	V_CTCF_BR	40
chr19	50490426	50490576	id-50423	1	+	NA	NONE	33
chr19	50511893	50512043	id-50424	3.18e-06	+	CCAATGAAGGCTGCAGCAGGCACGGGGGGGCGCCA	V_CTCF_BR	38
chr19	50528342	50528492	id-50425	6.84e-06	+	GCTCTCATTCCGAACCCCGACAGCAGGGGCCTCCG	V_CTCF_BR	29
chr19	50550248	50550398	id-50426	7.16e-08	+	GCAGCAATACTGCCTGTAGCCATTGGGTGGCAGCA	Upstream_CTCF	39
chr19	50576782	50576932	id-50427	1.04e-06	+	AGTGCAGGATCTCGGAGACACACTAGGGGACAGCG	Upstream_CTCF	4
chr19	50594116	50594266	id-50428	2.04e-08	-	GATACAGTTCCCCTTCCTCCCTCCAGGGGGCGCCA	Upstream_CTCF	23
chr19	50645295	50645445	id-50429	6.8e-06	+	CCTGTAATCCCAGCACAGGCCTTTGGGAGGCCAAG	Upstream_CTCF	17
chr19	50646358	50646508	id-50430	2.27e-05	-	GGTATATTACAATGACTTCCCAACAGATGGCAGTA	V_CTCF_BR	38
chr19	50650779	50650929	id-50431	2.4e-05	+	GAGTGGGAGGGCGCAGAGACCGAGAGAGGGCGACA	V_CTCF_BR	37
chr19	50658907	50659057	id-50432	6.18e-07	+	CCCACAGTTCCTCACATGGCCTCCGGGAGGCGCTG	Upstream_CTCF	25
chr19	50668771	50668921	id-50433	3.81e-05	+	TACAAAGTGTGAGATCAGGCCACAAGGAGGTGCTC	V_CTCF_BR	21
chr19	50705424	50705574	id-50434	1	+	NA	NONE	6
chr19	50709232	50709382	id-50435	1	+	NA	NONE	5
chr19	50733774	50733924	id-50436	6.43e-06	-	AGCTGCTCTCCAGCGCCCCCCAGCAGCTGGTAGAA	V_CTCF_BR	11
chr19	50740858	50741008	id-50437	1.97e-06	+	GAATCTACCTCGTCGCTGTCCACAGGGTGGCGCTA	V_CTCF_BR	21
chr19	50745398	50745548	id-50438	1	+	NA	NONE	7
chr19	50755687	50755837	id-50439	3.13e-10	+	GGTGCAGTTCAGAATATGGACACAAGGTGGCACCA	Upstream_CTCF	40
chr19	50758497	50758647	id-50440	1.51e-08	+	GTGCAGCTCTGCTATTTCTCCGCCAGGGGGTGGGT	UpstreamP1_CTCF	22
chr19	50762280	50762430	id-50441	1.97e-06	-	ACGCGGGGGTCAGCGGCGGCCACACGGGGGCGCCA	V_CTCF_BR	34
chr19	50767854	50768004	id-50442	8.21e-06	+	GCTTTCCACACAGGGGCCACCAGCAGATGGAGTCT	V_CTCF_BR	12
chr19	50780005	50780155	id-50443	7.84e-05	+	TGGAGGAGGAGACTCGCATCCACGAGGCGGCAGTG	V_CTCF_BR	2
chr19	50793387	50793537	id-50444	6.49e-06	-	AGTCAGTGACTAAGTGGAGTCAGCAGGGGGTGCTG	UpstreamP1_CTCF	6
chr19	50813856	50814006	id-50445	1	+	NA	NONE	1
chr19	50815687	50815837	id-50446	6.51e-05	+	GGCACCCTGGCGGCCGGGGGGAAAAGGGGGAGCCG	V_CTCF_BR	9
chr19	50817635	50817785	id-50447	1.63e-05	-	AGTCCACCTCAGCAATAAGCCGCCAGGGGCCGCAT	Upstream_CTCF	9
chr19	50819055	50819205	id-50448	1.06e-05	+	TCTGCAAAGCCTGGGGCTGCCTGCAGGGTTCTGCA	Upstream_CTCF	15
chr19	50831489	50831639	id-50449	2.14e-11	-	GGGCGGCGGCGCCGGGGGGCCGCCAGGGGGCGCGG	V_CTCF_BR	19
chr19	50831867	50832017	id-50450	1	+	NA	NONE	10
chr19	50832222	50832372	id-50451	6.49e-06	-	GCGTCTCGTCCTTCCGCGGGCGCCAGGGGGCCAGC	Upstream_CTCF	19
chr19	50836868	50837018	id-50452	1	+	NA	NONE	24
chr19	50853112	50853262	id-50453	2.67e-06	+	TCGGTAATTTTCCCCAAGGCCTGTAGCTGTCGCTG	Upstream_CTCF	16
chr19	50853930	50854080	id-50454	1.28e-06	-	TTGTGTCACCCTATCCCCACCTCCAGGTGGCTCAG	V_CTCF_BR	12
chr19	50860424	50860574	id-50455	2.37e-09	+	CCTGCAAATTCCCAATTGGCCACAAGGTGGAGGTG	Upstream_CTCF	37
chr19	50871931	50872081	id-50456	2.37e-09	+	CCTGCAAATTCCCAATTGGCCACAAGGTGGAGGTG	Upstream_CTCF	38
chr19	50875992	50876142	id-50457	1.21e-05	-	GTAGCAGCCCCAAACCCCCCCTGCAGGAGACTCTC	Upstream_CTCF	2
chr19	50883159	50883309	id-50458	1	+	NA	NONE	0
chr19	50896468	50896618	id-50459	1	+	NA	NONE	1
chr19	50905103	50905253	id-50460	3.65e-07	-	GGGGCTGGGTAGGGGCCACTCACCAGGGGGCGCTG	V_CTCF_BR	18
chr19	50909031	50909181	id-50461	2.6e-07	-	GGACACTGTGAGCAGGCGGCCAGGTGGGGGCAGAG	V_CTCF_BR	0
chr19	50914044	50914194	id-50462	1.93e-05	+	TCCCCAGGCCCCTCAGCAACCCCCAGAGGTCAAAC	V_CTCF_BR	4
chr19	50918122	50918272	id-50463	5.24e-09	-	GAGGCAGTGACCAGGTTGGCCACGAGGGGGCAGTT	Upstream_CTCF	40
chr19	50935267	50935417	id-50464	8.13e-06	-	CCGGACGTTGGCGCCCTTCCCGGCAGGGGGACCTG	Upstream_CTCF	3
chr19	50963697	50963847	id-50465	1.73e-05	-	AATCGGTGGCTGCCAGGGGAGACCAGGGGGTAGCG	V_CTCF_BR	26
chr19	50964574	50964724	id-50466	2.55e-09	-	GGCGCACTACTCACAGTGGCCAACAGGTGGAACCA	Upstream_CTCF	40
chr19	50969285	50969435	id-50467	1.48e-05	-	AGGAGCTGCATCCACATGACCAGCAGGGGGACAGG	UpstreamP1_CTCF	39
chr19	50972201	50972351	id-50468	1.09e-06	+	CAGTCTGTTCCCCACAAGTCCCCCAGAAGGCGCAG	Upstream_CTCF	5
chr19	50982487	50982637	id-50469	1.22e-08	-	TGCAGGGGAAGGGGGTCTGCCAGCAGAGGGAGCAG	V_CTCF_BR	40
chr19	50990271	50990421	id-50470	8.61e-08	+	TCTCAATGGAGGGAAGTGTCCTGCAGGGGGCGCTG	V_CTCF_BR	39
chr19	51000158	51000308	id-50471	1	+	NA	NONE	4
chr19	51003600	51003750	id-50472	4.14e-06	+	AATCGGGCAGCAGCTGTCACCACCAGGGGGTGTGG	V_CTCF_BR	37
chr19	51021853	51022003	id-50473	1.01e-05	-	GCTGTCATGCGCCCGCCGGCCTCAAGGGGCGCTAC	Upstream_CTCF	18
chr19	51040031	51040181	id-50474	5.96e-07	+	CTGGGGTAGCTTCTGGTGCCCAGTAGAGGGTGCCC	V_CTCF_BR	20
chr19	51041095	51041245	id-50475	7.8e-08	+	CTCAGCAGCCCGGGAACGGACGGCAGAGGGCGCAC	V_CTCF_BR	40
chr19	51050835	51050985	id-50476	3.18e-06	-	TGTTTACCAGCATTTCCGGCCACTAGATGCCAGTA	V_CTCF_BR	14
chr19	51059894	51060044	id-50477	3.29e-05	-	CCTGCAGCAAATACTGAGGCTCGGAGGGGCCAGCG	Upstream_CTCF	39
chr19	51108020	51108170	id-50478	2.04e-08	+	GATACAGTTCCCCTTCCTCCCTCCAGGGGGCGCCA	Upstream_CTCF	10
chr19	51111418	51111568	id-50479	5.08e-07	+	GTCGGCCACGCCTTGCCAATCGCCAGGGGGCGCTC	V_CTCF_BR	33
chr19	51135534	51135684	id-50480	1.15e-07	+	GGCACTGGGCAAGCCCCCACCACTGGGGGGCAGCA	V_CTCF_BR	17
chr19	51135793	51135943	id-50481	8.61e-08	+	GGATGGCCACCCAGGCCAGCCGCCAGGTGGTGCCC	V_CTCF_BR	0
chr19	51162262	51162412	id-50482	1	+	NA	NONE	6
chr19	51166816	51166966	id-50483	1.35e-05	+	CAGTCTTTGCCTGTCCTGTCCAGCAGGGGATCCCA	UpstreamP1_CTCF	28
chr19	51172734	51172884	id-50484	2.55e-09	+	GCAGAACTTCCTCCCCACGCCAGGAGGGGGCGCCA	Upstream_CTCF	40
chr19	51207557	51207707	id-50485	3.81e-05	+	TCATTGTCCCCTTCCTTATCCACTGGGTGTCACTG	V_CTCF_BR	33
chr19	51208802	51208952	id-50486	8.91e-07	+	GTAGCATCCCCGGTCTCTACCACTAGATGCCAGTA	Upstream_CTCF	40
chr19	51211558	51211708	id-50487	6.84e-06	-	TGCGAGTTTCTCTTGGTGCCCAGGGGAGGGAGCCA	V_CTCF_BR	7
chr19	51213469	51213619	id-50488	2.2e-06	+	CCAGGCATACTGCTGGCTGCCACAAGGCGGCACGT	Upstream_CTCF	28
chr19	51224304	51224454	id-50489	2.18e-07	+	TCCAACAGCACCTCCAGGGCCTGCAGGGGGCAGTT	V_CTCF_BR	33
chr19	51227740	51227890	id-50490	3.8e-07	+	CCCGCGATGCCGTGCAAGCCCTGCAGGAGGCGCAG	Upstream_CTCF	40
chr19	51227995	51228145	id-50491	3.18e-06	-	GCCAGGCGGTGGGAGCTGGACTGTAGGGGGCGTGG	V_CTCF_BR	7
chr19	51228409	51228559	id-50492	1	+	NA	NONE	17
chr19	51286937	51287087	id-50493	1.43e-05	-	GCTGCAAAACTCCAAATAACCACATAGTGGCGGTG	Upstream_CTCF	40
chr19	51297665	51297815	id-50494	1.26e-05	+	ATGACAGCACCCTGCTGGCCCTCCAGGGGGCCCTG	Upstream_CTCF	30
chr19	51298218	51298368	id-50495	7.12e-06	-	CAGCAGGGGCACCACTGGAGCTGCAGGGAGAACAC	UpstreamP1_CTCF	39
chr19	51299546	51299696	id-50496	2.72e-05	+	CTACTCCTCCCACACTCATGCAGCAGCAGGCGCTG	UpstreamP1_CTCF	13
chr19	51339568	51339718	id-50497	2.53e-05	-	GTGGTGCAGGGGGCGCCCAGGAGCAGGTGGCTGCC	V_CTCF_BR	14
chr19	51341675	51341825	id-50498	2.19e-05	+	TTGTCCTGGGAGGGCCTTACCGATAGGTGGCATCA	UpstreamP1_CTCF	34
chr19	51373846	51373996	id-50499	1.73e-05	-	GGCACCACGCAGGCCACATCCACCAGGGGACGCAC	V_CTCF_BR	16
chr19	51385568	51385718	id-50500	5.51e-07	+	TGCACACCCACCCTGGGAGGCTCCAGAGGGCGCAC	V_CTCF_BR	15
chr19	51396480	51396630	id-50501	6.46e-07	-	GCCACCATGTTGGACACACCCACAAGGGGGCAGAC	V_CTCF_BR	24
chr19	51400950	51401100	id-50502	2.77e-07	+	CAGCATCCCTGCCCTCTGCCCACTAGATGCCAGTA	UpstreamP1_CTCF	9
chr19	51409621	51409771	id-50503	7.07e-08	+	GTAAGGTTGGGTCAACGTGCCACAAGGGGGCACTG	V_CTCF_BR	40
chr19	51425613	51425763	id-50504	2.31e-07	-	CGAGTATGTCTCTCCGGCTCCACTAGGTGGCAGTA	Upstream_CTCF	40
chr19	51433196	51433346	id-50505	2.37e-09	+	AGTTCAGTTCTTGCAAAGGCCTCCAGGTGGCGCGA	Upstream_CTCF	40
chr19	51456214	51456364	id-50506	7.73e-06	-	CAGGCCCGGTGCCCAGAGCCCAGGAGGAGGCAGTG	V_CTCF_BR	3
chr19	51471597	51471747	id-50507	2.19e-05	+	CTGATTTGCCTTCCTGTCGACAGGAGAGGGTTACC	UpstreamP1_CTCF	2
chr19	51497433	51497583	id-50508	1	+	NA	NONE	3
chr19	51504333	51504483	id-50509	9.41e-05	+	CCCATGGTGAGGTCTGGGAAATGGAGAGGGCGGGG	V_CTCF_BR	4
chr19	51520128	51520278	id-50510	1.77e-10	-	GACCGGGCTTGCGCTGTGGCCGCCAGGGGGCGGTG	V_CTCF_BR	40
chr19	51524394	51524544	id-50511	1.03e-06	+	TTAGTGGCTACCATATTGGCCAGCAGAGGTCTCCA	V_CTCF_BR	40
chr19	51539859	51540009	id-50512	3.56e-05	-	GAAGGAAAGCTCTTAACAGCCAGCAGGAGGCTTTG	Upstream_CTCF	5
chr19	51598102	51598252	id-50513	2.78e-09	-	GTGCTCTTTTCGTCTCTGGCCACAAGGGGTCGCTG	UpstreamP1_CTCF	40
chr19	51599850	51600000	id-50514	6.86e-07	-	GCTGCTGTGAGGAGAATGAGCTGTAGGGGGTGCAA	Upstream_CTCF	39
chr19	51600755	51600905	id-50515	1.18e-09	-	CGTTCATGTTACTGTCTGACCACCAGGGGGCGCCG	V_CTCF_BR	40
chr19	51602193	51602343	id-50516	6.46e-07	+	ACCTCCTTCTGCGAGGCGAACTGCAGCGGGCGGCA	V_CTCF_BR	6
chr19	51607436	51607586	id-50517	6.19e-06	-	CGGCGTTGGCGGCCGTGCGGCGCCAGGCGGCGCGC	UpstreamP1_CTCF	2
chr19	51611025	51611175	id-50518	6.21e-05	-	TCAGGGCAGCTCTGAGGGCCCTGGTGGAGGCGCTC	V_CTCF_BR	26
chr19	51611998	51612148	id-50519	7.15e-05	+	GGTGGGAATTGAAGGTGGAACTGCAGGGGTTGGTC	V_CTCF_BR	16
chr19	51614974	51615124	id-50520	1.27e-06	-	CTGAAGCATGCCAGTGCCACCACCAGGGGCTAACT	UpstreamP1_CTCF	39
chr19	51635740	51635890	id-50521	7.31e-05	-	GTTTGTTAAACCAAAATGTCCACCAGATGGCCTTT	UpstreamP1_CTCF	26
chr19	51661781	51661931	id-50522	2.18e-07	+	CACCCCCAAATGCATCACACCACCAGGGGGAGCCA	V_CTCF_BR	40
chr19	51662138	51662288	id-50523	1.13e-10	+	CCTGCAACTCTCTGGGTGAGCAGCAGGGGGCGCCC	Upstream_CTCF	40
chr19	51672688	51672838	id-50524	1.32e-08	-	CTGTCATGCCCAGAAAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	40
chr19	51687338	51687488	id-50525	9.62e-05	-	AGGCAGGTGGGGTCGCTCTCCCCTAGGTTGAGGGT	UpstreamP1_CTCF	6
chr19	51751851	51752001	id-50526	1	+	NA	NONE	2
chr19	51757806	51757956	id-50527	7.15e-05	+	ATAGATTAGTGGTTGCCTACAACTAGGGGGTGGAG	V_CTCF_BR	4
chr19	51762724	51762874	id-50528	8.21e-06	-	CCCCAAATCCCAGCATTCACCACTGGGTGGTGCTC	V_CTCF_BR	40
chr19	51796391	51796541	id-50529	1.83e-05	+	CACAGCCGCCAGCCAGGGACCAGCAGGTGGCCCCT	V_CTCF_BR	3
chr19	51798070	51798220	id-50530	1	+	NA	NONE	7
chr19	51799694	51799844	id-50531	2.6e-06	+	CCCCAGAGTCAAGGGAAAGACACAAGAGGGCACTC	V_CTCF_BR	20
chr19	51831035	51831185	id-50532	1.47e-05	-	CCGAAGACGCACGCAGGAGCCGCATGGAGGCGCTG	V_CTCF_BR	27
chr19	51841387	51841537	id-50533	2.39e-05	-	CTTAACTGGACTTCTCCCACCGGCAGAGGCCCCCC	UpstreamP1_CTCF	1
chr19	51842100	51842250	id-50534	3.8e-08	+	ACTGTGCAGGTACGCGTGGCCACCAGGTGGCGAGC	V_CTCF_BR	40
chr19	51842629	51842779	id-50535	1.04e-05	-	AGGCTTCTCGGAGTGCAATCCAGGAGGGGGCGAAG	V_CTCF_BR	28
chr19	51843375	51843525	id-50536	4.88e-06	+	ACGTGATGTCGGCGGGCGGCCGCGAGGCGGCGGCG	UpstreamP1_CTCF	30
chr19	51850012	51850162	id-50537	1.96e-08	+	CTTCCCTCCCCACGTGCGACCACCGGGGGGCACTG	V_CTCF_BR	13
chr19	51857498	51857648	id-50538	9.4e-06	+	AGGCTTCACTCGGATCTGCCCAGCAGGAGGGGAAG	UpstreamP1_CTCF	5
chr19	51866057	51866207	id-50539	1	+	NA	NONE	2
chr19	51869011	51869161	id-50540	1	+	NA	NONE	29
chr19	51884688	51884838	id-50541	7.91e-05	-	CAGCACACAGATGTTTTCACCAATAGGGAGCGCCA	UpstreamP1_CTCF	32
chr19	51897281	51897431	id-50542	1	+	NA	NONE	28
chr19	51901467	51901617	id-50543	2.96e-05	+	GTGAGATTTTCCTCTCTACCCTCTAGATGGCGTTT	UpstreamP1_CTCF	40
chr19	51911134	51911284	id-50544	1.23e-08	-	CTGCAAGGACCAAAGTTGGCCACCAGACGTCGGTA	UpstreamP1_CTCF	40
chr19	51925280	51925430	id-50545	3.99e-12	+	GCTGCAGTTCAGGACGCCGCCCCCAGGGGGCGCTC	Upstream_CTCF	40
chr19	51941607	51941757	id-50546	6.34e-08	-	CTGGCAAATCTCTGGGTGAGCAGCAGGGGGCGCCC	Upstream_CTCF	39
chr19	51942312	51942462	id-50547	3.11e-05	-	TCACCCCAAATGTATCATATCACTAGGGGGAGCCA	V_CTCF_BR	38
chr19	51976295	51976445	id-50548	5.21e-08	+	TCACCTCAAATGCATCTCACCACCAGGGGGAGCCA	V_CTCF_BR	40
chr19	52014746	52014896	id-50549	1.17e-05	+	TGTTTCTCTCCTCAAACTTCCTGCAGGGGGCGTTC	V_CTCF_BR	36
chr19	52018263	52018413	id-50550	1.3e-07	-	ATGTATTTATGAAATTCTGCCACTAGGGGGAGTTC	UpstreamP1_CTCF	40
chr19	52068125	52068275	id-50551	2.83e-07	-	GGAAGGGCTCCTCAGATGGCCTGAAGGGGGCTCTA	V_CTCF_BR	15
chr19	52104485	52104635	id-50552	4.31e-07	-	ACCACCTCCTGCGAGGCGAACTGCAGCGGGCGGCA	V_CTCF_BR	1
chr19	52105862	52106012	id-50553	7.44e-05	+	TGTTCATATTAAGGTTTGGCCACCAGGGAGCTTTT	Upstream_CTCF	3
chr19	52111282	52111432	id-50554	9.25e-06	+	GAGACAGGACAGAGTTCTGCTCCCAGGGGGCGCTC	V_CTCF_BR	40
chr19	52140742	52140892	id-50555	1.17e-05	-	AAAATGCTTTCTCTATCCTCCACAAGGGGGAGCCT	V_CTCF_BR	38
chr19	52158206	52158356	id-50556	5.41e-06	-	AATGCTGAGCTCACCAGGTCCAGTAGGCAGAGCCC	Upstream_CTCF	14
chr19	52160311	52160461	id-50557	2.17e-08	-	AATGCTGAGCTCACTGGGTCCAGCAGGGGGAGCCC	Upstream_CTCF	40
chr19	52164351	52164501	id-50558	4.23e-08	-	CTGAACAAGTGGACCTTGTCCAGCAGGGGGCACAA	V_CTCF_BR	40
chr19	52168418	52168568	id-50559	1	+	NA	NONE	35
chr19	52179283	52179433	id-50560	5.96e-07	-	CAACCTCACCAAATATTCACCGCCAGATGGCACTA	V_CTCF_BR	37
chr19	52192303	52192453	id-50561	1.43e-05	-	AGGGAAGGGACAAAAGAGGCCGGGAGGCGGCGGGG	Upstream_CTCF	15
chr19	52207321	52207471	id-50562	1	+	NA	NONE	40
chr19	52216062	52216212	id-50563	1.12e-09	+	CTGCAGTACCTGCCAGTGTGCGGCAGGTGGCAGGT	UpstreamP1_CTCF	39
chr19	52281222	52281372	id-50564	1.03e-06	-	TTGTGTTTTCTTTTAGCTGCCACAAGAGGGAGCTC	V_CTCF_BR	40
chr19	52286769	52286919	id-50565	5.55e-07	-	CCTGCAGTGCGGTAACATGGCAACAGATGTCACTG	Upstream_CTCF	38
chr19	52302563	52302713	id-50566	5.96e-07	-	TAGTGACCATCCTCAGCAGCCACCAGAGGTCAGGA	V_CTCF_BR	20
chr19	52310325	52310475	id-50567	4.01e-05	-	TAAAGCTCAGGGCCATTGTCCACTAGAGGCAAGCT	V_CTCF_BR	3
chr19	52311974	52312124	id-50568	1.9e-06	-	TTTGTTTTTCCAAAAAAGTCCGGAAGATGGCGACT	Upstream_CTCF	18
chr19	52313231	52313381	id-50569	1	+	NA	NONE	8
chr19	52313636	52313786	id-50570	1.08e-05	-	ATGCACCTGGGCCGCAATTCCTGAAGAGGGAGTCC	UpstreamP1_CTCF	19
chr19	52333680	52333830	id-50571	3.56e-06	-	CCTGCAGTGCAGTAACATGGCAATGGATGTCACTG	Upstream_CTCF	15
chr19	52405235	52405385	id-50572	5.86e-07	+	TCTGCTCTTCTGCCTTCTGCCATGTGAGGGCACCG	Upstream_CTCF	10
chr19	52408177	52408327	id-50573	1.01e-05	+	CCGGCACTGGCCTATGGCGGCGGACGAGGGCGCGA	Upstream_CTCF	28
chr19	52430084	52430234	id-50574	1	+	NA	NONE	36
chr19	52599084	52599234	id-50575	7.12e-06	+	GGGTGGTGGGAGGCCCAGGGCGGTAGGGGGCGTGA	UpstreamP1_CTCF	20
chr19	52642558	52642708	id-50576	5.51e-07	+	AGGACCCGGCGTGAGGAGGACACTAGGTGGCGCGC	V_CTCF_BR	40
chr19	52692741	52692891	id-50577	1.08e-05	-	TGGCTCTCCGCGCCGTTGCGCGGCAGGAGGAGGGA	UpstreamP1_CTCF	18
chr19	52708880	52709030	id-50578	1	+	NA	NONE	1
chr19	52741147	52741297	id-50579	2.01e-10	-	CTGCAGTGAGCCATGATCGCCACTGGGTGGCAGAG	UpstreamP1_CTCF	40
chr19	52751716	52751866	id-50580	5.51e-07	+	TCCAAGACAGAGACAGAGGCCAGGAGGGGGAGCTC	V_CTCF_BR	40
chr19	52759731	52759881	id-50581	5.51e-07	-	TCCAAGAGAGAGACAGAGGCCAGGAGGGGGAGCTC	V_CTCF_BR	24
chr19	52800695	52800845	id-50582	1	+	NA	NONE	35
chr19	52846904	52847054	id-50583	3.4e-06	+	AGGTCATGTCCATACATTCCCGCTAGAGGGCAGTG	V_CTCF_BR	40
chr19	52854887	52855037	id-50584	2.55e-06	-	CCCGCAGTTACACGGGCAGATACTAGGTGGCGGTG	Upstream_CTCF	14
chr19	52872877	52873027	id-50585	1	+	NA	NONE	13
chr19	52894499	52894649	id-50586	3.63e-05	+	AGAGGGGATTTAACAGGGGAAGCTAGGGGGCAGCA	V_CTCF_BR	14
chr19	52901434	52901584	id-50587	5.08e-05	+	TTGCCCCTAGAGCTCAGCGCCCCAACAGGGCACGA	UpstreamP1_CTCF	26
chr19	52956551	52956701	id-50588	1	+	NA	NONE	17
chr19	52968200	52968350	id-50589	5.86e-07	-	TTTGTAATTAAGACAAAGTCCGGCAGATGGCGCAT	Upstream_CTCF	12
chr19	53030409	53030559	id-50590	8.64e-05	-	AGAGACTTCCTTAAAGCCACCGCCAGGGGTGCGGG	Upstream_CTCF	39
chr19	53039065	53039215	id-50591	7.73e-06	-	GAGACCTTGCCCTTTAGAACCGACAGAGGGCGGGG	V_CTCF_BR	26
chr19	53044974	53045124	id-50592	5.48e-05	+	CTTACACGACTCCATGTCCCCTGCAGGCGTCGCCC	Upstream_CTCF	1
chr19	53073340	53073490	id-50593	5.08e-07	-	GAGACCTTGCCCTTTAGAACCGGCAGAGGGCGGGG	V_CTCF_BR	24
chr19	53094082	53094232	id-50594	1	+	NA	NONE	19
chr19	53095670	53095820	id-50595	1.47e-05	-	GTGACAATTCCGCTCAGGGCCTCCAGGGGCATCTC	V_CTCF_BR	17
chr19	53104365	53104515	id-50596	7.55e-07	-	GAGACTTTGCCCTTTAGAACCGGCAGAGGGCGGGG	V_CTCF_BR	37
chr19	53105322	53105472	id-50597	1	+	NA	NONE	29
chr19	53125634	53125784	id-50598	6.05e-06	-	GAAGGTTTGGCTCATGAGGCCTGCAGGTGTCAGTG	V_CTCF_BR	10
chr19	53168944	53169094	id-50599	1	+	NA	NONE	8
chr19	53193788	53193938	id-50600	7.55e-07	+	GAGACTTTGCGGTTTAGAACCGGCAGAGGGCGGGG	V_CTCF_BR	28
chr19	53202938	53203088	id-50601	8.81e-07	-	ATCATCCATGGTGAGGAGGGCAGCAGGGGGCACTA	V_CTCF_BR	11
chr19	53238343	53238493	id-50602	1.1e-06	+	GAGACCTTGCCTTTTAGAACCGGCAGAGGGCAGGG	V_CTCF_BR	40
chr19	53251712	53251862	id-50603	2.94e-06	-	TTTGTAATTCAGAAAAAATCCAGCAGATGGTGTAT	Upstream_CTCF	37
chr19	53290056	53290206	id-50604	2.27e-06	+	GAGACCTTGCCCTTTAGAACCGGCAGAGGGAGGGC	V_CTCF_BR	36
chr19	53360968	53361118	id-50605	1	+	NA	NONE	16
chr19	53462957	53463107	id-50606	1	+	NA	NONE	5
chr19	53485300	53485450	id-50607	1	+	NA	NONE	1
chr19	53496915	53497065	id-50608	5.08e-07	+	GAGACCTTCCCCTATAGAACCGGCAGAGGGCGGGG	V_CTCF_BR	32
chr19	53497246	53497396	id-50609	2.94e-06	-	GCATCTCTGCTGTGTTTAACCAGCAGGTGGTGACC	Upstream_CTCF	22
chr19	53523071	53523221	id-50610	1	+	NA	NONE	23
chr19	53580284	53580434	id-50611	1.56e-06	+	CTTGTAGTAACGTACGCAGACATTAGGTGGCGGTG	Upstream_CTCF	37
chr19	53693088	53693238	id-50612	1.01e-08	-	CTGTTATGCCCGGACAGGGCCACCGGAGGGCTCCT	UpstreamP1_CTCF	15
chr19	53693628	53693778	id-50613	8.33e-05	+	CCAGTTCTGCAGTGCACTCCCAGTGGTGGGTCCTA	Upstream_CTCF	7
chr19	53698648	53698798	id-50614	2.47e-08	+	TCTGCAGTAACGCAGGCAGACACTAGGTGGAGAAC	Upstream_CTCF	40
chr19	53718319	53718469	id-50615	1.08e-08	+	TTGCTGCTCTACCAGTTGACCAGGAGATGGCACGC	UpstreamP1_CTCF	6
chr19	53761081	53761231	id-50616	6.62e-09	+	CTGTTACGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	21
chr19	53811847	53811997	id-50617	1.48e-06	+	CAGGAGGTTCCTTCTCGCTCCGGGAGAGGGCGCTC	V_CTCF_BR	32
chr19	53868415	53868565	id-50618	2.66e-05	+	GCATCCTTGCTGTGTTTATCCGGCAGGTGGTGACC	V_CTCF_BR	28
chr19	53868773	53868923	id-50619	5.96e-07	-	GAGACCTTGCCCTTTAGTACCGGCAGAGGGCGGGG	V_CTCF_BR	30
chr19	53898210	53898360	id-50620	1.39e-05	-	GAGACTTTACCCTTTAGAACCGACAGAGGGCGGGG	V_CTCF_BR	40
chr19	53927058	53927208	id-50621	1	+	NA	NONE	28
chr19	53928372	53928522	id-50622	2.6e-07	+	CTTGTTAGTGCTGTGCTTGCCAGCAGGGGTCACTG	V_CTCF_BR	40
chr19	53935037	53935187	id-50623	1.82e-07	-	GAGACCTTGCGCTTTAGAGCCGGCAGAGGGCGGGG	V_CTCF_BR	38
chr19	53970107	53970257	id-50624	2.72e-05	-	GAGTATTTCTCTGTCGCCCAGGCTAGAGGGCAGTA	UpstreamP1_CTCF	20
chr19	54007653	54007803	id-50625	1	+	NA	NONE	27
chr19	54015246	54015396	id-50626	2.93e-08	-	ATGAGGTGCCCAGCCCTGTCCAGCAGAGGGTGCTG	UpstreamP1_CTCF	40
chr19	54041238	54041388	id-50627	4.5e-05	-	CGGCCGCAGCGCGCAGACAGCAGCAGAGCCCGACA	UpstreamP1_CTCF	36
chr19	54048879	54049029	id-50628	1	+	NA	NONE	2
chr19	54096288	54096438	id-50629	1.41e-09	+	GTGCAGTTCAACCTACAGGCCAGGAGATGGCACTT	UpstreamP1_CTCF	12
chr19	54162708	54162858	id-50630	4.31e-07	+	AAGAGCTGGCAGATCTTAACCAGGAGAGGGAGCCC	V_CTCF_BR	20
chr19	54210652	54210802	id-50631	1.97e-06	+	GAAGATCTCAGGCTGTCGTCCTCTAGAGGGAAGCA	V_CTCF_BR	3
chr19	54249675	54249825	id-50632	1.12e-09	-	CTGTCATGCCCGGACACGGCCACTAGAGGGCTCCC	UpstreamP1_CTCF	40
chr19	54276238	54276388	id-50633	5.28e-08	+	CATGCACTACCCAATCCTGCCTGAAGGTGGGAGTC	Upstream_CTCF	40
chr19	54296284	54296434	id-50634	5.63e-09	+	CATGCATTCCTAGTGTCGTCCACTAGATGGCAGTG	Upstream_CTCF	39
chr19	54312045	54312195	id-50635	1.46e-07	+	CAGCATTCCCGGCCTTTATCCACTAGATGTCAGTA	UpstreamP1_CTCF	40
chr19	54312831	54312981	id-50636	1.9e-06	+	CGCGGTCTTCCCCGTCCGCGCTGTAGGTGGCGCCA	Upstream_CTCF	37
chr19	54315719	54315869	id-50637	3.47e-07	-	CAGCACCTCTGGCCTCTATCCACTATGTGGCAGTA	UpstreamP1_CTCF	31
chr19	54345446	54345596	id-50638	5.08e-07	+	TATGATAGGATTTTAGGCACCAGTAGAGGGCGCTG	V_CTCF_BR	34
chr19	54356288	54356438	id-50639	1.48e-06	+	TGCATTCTACCCTCAGAGTCCTCTAGGGGGCACCC	V_CTCF_BR	40
chr19	54372832	54372982	id-50640	1	+	NA	NONE	36
chr19	54385148	54385298	id-50641	9.29e-06	-	CCTGCCCCGCGTTCCTCCCCCACTAGGGTGCCTCG	Upstream_CTCF	9
chr19	54385479	54385629	id-50642	1.26e-07	-	CACCCCGGGCGCGCCGGCTCCGCCAGGGGGAGCGG	V_CTCF_BR	40
chr19	54410093	54410243	id-50643	2.32e-08	+	CATGTAATCTCACCCGCCGCCACTAGGTGTCCCCA	Upstream_CTCF	40
chr19	54415998	54416148	id-50644	1.62e-08	-	CTGCAGTGACTCATCCTCAGAGGCAGGGGGCGCCC	UpstreamP1_CTCF	32
chr19	54445547	54445697	id-50645	1.1e-06	-	GGAGCGAGGAGTCCCGAGGACGGAAGGGGGCGCTG	V_CTCF_BR	12
chr19	54451052	54451202	id-50646	1	+	NA	NONE	25
chr19	54483088	54483238	id-50647	3.11e-05	-	CGCACACACCCCCGAGCAGCAGCAGGATGGCGCTA	V_CTCF_BR	7
chr19	54484298	54484448	id-50648	9.26e-05	+	ATTAAAGGCAAATTTTTGACCAGTAGGGGAGGGCC	UpstreamP1_CTCF	9
chr19	54512832	54512982	id-50649	4.21e-05	-	AATTTGCAAAACTCAAATGCCTGCAGGGGGCATGA	V_CTCF_BR	8
chr19	54527258	54527408	id-50650	2.06e-07	-	GTTGTTGCTGTCATTTTCGCCGCTAGGTGGCGGCT	Upstream_CTCF	39
chr19	54533254	54533404	id-50651	3.79e-08	-	CTGCAGACTTCACCTCCTACCTCCAGGTGGCGCTC	UpstreamP1_CTCF	40
chr19	54534624	54534774	id-50652	2e-06	-	ACGGCCAGATCTATAACGACCACCAGAGGGACTGC	Upstream_CTCF	38
chr19	54597062	54597212	id-50653	7.55e-07	-	AATTTTGAAGTCTAATTAGCCACCTGGGGGCGCTA	V_CTCF_BR	7
chr19	54599349	54599499	id-50654	1	+	NA	NONE	20
chr19	54599932	54600082	id-50655	4.65e-05	-	AGAAAAGACAGATACAGAGACACTAGGGGGAGAGA	V_CTCF_BR	40
chr19	54641766	54641916	id-50656	5.08e-07	-	GCCCCGCGCTGCAGAGGCGGCGGCAGGGGGCAGGC	V_CTCF_BR	28
chr19	54659673	54659823	id-50657	4.65e-05	+	GGCCATTCCCCCAACCTCTCCCATAGAGGGAGCTG	V_CTCF_BR	20
chr19	54660847	54660997	id-50658	4.43e-05	-	TACTGTACCTGCTACTGTCCCCCCAGGGGGAGCTT	V_CTCF_BR	1
chr19	54663244	54663394	id-50659	1	+	NA	NONE	37
chr19	54672337	54672487	id-50660	4.4e-10	+	CGTGCCGGCGCCAAACTGGCCTGCAGGGGGCAGCA	V_CTCF_BR	40
chr19	54675731	54675881	id-50661	4.01e-05	+	GCACCCCAGGGTCTCGGTACCGAAGGGTGGCAGCA	V_CTCF_BR	7
chr19	54676827	54676977	id-50662	4.96e-08	+	GGGGCAGGTGTGTACCTGGCCAGCAGGTGGCCCGG	Upstream_CTCF	20
chr19	54683838	54683988	id-50663	1.21e-06	+	GCTGCTATGTGAGGACATCCCACGGGGTGGAGCAG	Upstream_CTCF	38
chr19	54684225	54684375	id-50664	6.51e-05	+	AGGGATCTTTTCCCTACCGACAGGGGCTGGCAGGC	V_CTCF_BR	1
chr19	54693093	54693243	id-50665	3.11e-05	+	GCCCACCTGAGCTGCTCGCCGGGCAGGAGGCGGCC	V_CTCF_BR	32
chr19	54715178	54715328	id-50666	4.73e-07	+	ACTGGAGTAGGGATGGGAGCCAGTAGGGGGCCAGG	Upstream_CTCF	8
chr19	54735637	54735787	id-50667	3.42e-08	-	CGACATGGCGCGCATTCCACCAGGAGGGGGCAGCA	V_CTCF_BR	40
chr19	54741883	54742033	id-50668	2.81e-05	-	GGGAGACGGAAGCAAGTTGGCGCCAGTTGGTGCAG	V_CTCF_BR	6
chr19	54770030	54770180	id-50669	4.31e-07	-	GCCATGGAACACATTCCACCCACGAGGGGGCAGCA	V_CTCF_BR	40
chr19	54808527	54808677	id-50670	1	+	NA	NONE	23
chr19	54834339	54834489	id-50671	1	+	NA	NONE	13
chr19	54836494	54836644	id-50672	8.91e-07	+	GTTGTAGTGTGGCTGTAATCCAGTAGATGGCGCTT	Upstream_CTCF	40
chr19	54837022	54837172	id-50673	1.1e-05	+	GTATGGTTTGACCTCCAGGCCAGTAGGTGGCAATT	V_CTCF_BR	5
chr19	54837423	54837573	id-50674	3.45e-05	-	AATTGCTTCCAGCATTGGGCCACAGGGAGGAGCTC	V_CTCF_BR	13
chr19	54854822	54854972	id-50675	1.03e-05	-	GGGCAACACACATTCAAGACCTCTAGGTGGCTTAA	UpstreamP1_CTCF	4
chr19	54865622	54865772	id-50676	6.43e-06	-	CAGAAAATTACCCTATGTACCACTAGGAGGCGGCA	V_CTCF_BR	37
chr19	54902709	54902859	id-50677	1.96e-08	-	GGGAGTTTCTCCACTGTGGCCACAAGAGGGAGCCC	V_CTCF_BR	40
chr19	54903520	54903670	id-50678	3.31e-06	+	CTGTGCTGACTATGTCATTCCACTGGGTGGTGCCA	UpstreamP1_CTCF	25
chr19	54926469	54926619	id-50679	1.6e-10	+	CCCGCAGTCCCCGCCGCGACCACCAGGGGCAGCAC	Upstream_CTCF	22
chr19	54933468	54933618	id-50680	1.48e-06	-	AAGGACACATTTTCAGCCACCTGCAGGGGGCTCAG	V_CTCF_BR	2
chr19	54941280	54941430	id-50681	1.24e-05	+	CCAGACCCTCATCCCTTCTGCTCCAGCTGGCAGCG	V_CTCF_BR	5
chr19	54942261	54942411	id-50682	5.68e-06	+	TGACAGAAGGAAATTTCCACCAGTTGGTGGCACTG	V_CTCF_BR	32
chr19	54947367	54947517	id-50683	1.48e-06	-	CCTGCCCGGTGCGATCCACCCAGCAGGAGGCACGC	V_CTCF_BR	13
chr19	54950718	54950868	id-50684	8.81e-07	-	TTGGGAAATGGGCTCAGGGGCACTAGAGGGCAGTG	V_CTCF_BR	40
chr19	54957658	54957808	id-50685	1.97e-06	-	CATGAGCCACTGCGCCTGGCCAGTAGGGGGTTGCT	V_CTCF_BR	27
chr19	54959652	54959802	id-50686	1	+	NA	NONE	21
chr19	54973986	54974136	id-50687	6.39e-08	-	CCGGAGAGCTGGAGGCGGCCCAGGAGAGGGCGCTG	V_CTCF_BR	38
chr19	54974307	54974457	id-50688	9.81e-06	+	AGCACGCCCGGCCCGAGCGCCGCCAGCGGCTGGTC	V_CTCF_BR	17
chr19	54976613	54976763	id-50689	1	+	NA	NONE	1
chr19	54988899	54989049	id-50690	3.31e-06	-	CTGTGCTGACTATGTCATTCCACTGGGTGGTGCCA	UpstreamP1_CTCF	33
chr19	54989952	54990102	id-50691	5.21e-08	+	GGGAGTTTCTCCACTGGGACCACAAGAGGGCACTC	V_CTCF_BR	40
chr19	54992574	54992724	id-50692	1.82e-07	+	GGGAGTTTCTCCACTGAGACCACAAGAGGGCACCC	V_CTCF_BR	40
chr19	55159696	55159846	id-50693	8.58e-06	-	ATGCCACAATTTGCAAGATCCAGCAGAGGGGGCAG	UpstreamP1_CTCF	4
chr19	55164771	55164921	id-50694	7.27e-06	+	ACGGAAAATTACTTGAGAACCACTAGGGGGAGACA	V_CTCF_BR	39
chr19	55185594	55185744	id-50695	3.22e-07	+	AATGTAGCAGAATCACTGTCCTCTAGGGGGAGCTC	Upstream_CTCF	39
chr19	55187832	55187982	id-50696	1.09e-07	-	TTGCAATACAGGTTTTCCTCCACTAGATGTCGGTG	UpstreamP1_CTCF	40
chr19	55392841	55392991	id-50697	5.34e-06	+	CACAGCTGCTGGGAACGCTCCGCCAGAGGGTGGGG	V_CTCF_BR	21
chr19	55394274	55394424	id-50698	1.34e-06	+	TTGTATTTTGAAGTGTGATCCAGTAGGTGGCACTT	UpstreamP1_CTCF	13
chr19	55395546	55395696	id-50699	7.27e-06	+	CCTTGAGCCTTGTGGAGTAACGGCAGGTGGAGCCA	V_CTCF_BR	4
chr19	55431116	55431266	id-50700	1	+	NA	NONE	4
chr19	55526077	55526227	id-50701	6.84e-06	+	CGAACGGCTCCCTGATGGAACACCAGGAGGAGGCA	V_CTCF_BR	4
chr19	55550261	55550411	id-50702	2.28e-05	-	GCTGCTGGAACTGTTTTCCACAGCAGGGGCGCCAT	Upstream_CTCF	0
chr19	55570742	55570892	id-50703	6.43e-06	-	AAGGCGTTCCACACGCCAGACACTGGGTGGAGCCA	V_CTCF_BR	13
chr19	55591479	55591629	id-50704	6.19e-06	-	CAGCAGCAACGAGCGGCTCCTGCCGGGTGGCATCA	UpstreamP1_CTCF	4
chr19	55600061	55600211	id-50705	1.6e-10	+	GGAGTTGTTCCAACCTGGGCCACCAGATGGCGCCC	Upstream_CTCF	39
chr19	55605978	55606128	id-50706	9.25e-06	+	CCTCCGTCGGTCCCGGGAGTCCGCTGGGGGCGCCG	V_CTCF_BR	3
chr19	55607573	55607723	id-50707	3.63e-05	+	CCTATACCTTCTGTGTTTGCTGCTAGAGGGCGCTT	V_CTCF_BR	8
chr19	55610288	55610438	id-50708	3.88e-07	+	ATGCCCCCGCCATGCTCGGCCAGCAGGCGGCAGGC	UpstreamP1_CTCF	28
chr19	55611580	55611730	id-50709	2.31e-06	-	TCTGGACGTGGCCAAATGTCCCCTGGGGGGCAGCA	Upstream_CTCF	33
chr19	55614842	55614992	id-50710	3.71e-05	+	GGAGCAATTCCTCTTCTGCCCGCTTGGCTGCTTCC	Upstream_CTCF	0
chr19	55624422	55624572	id-50711	9.81e-06	-	AGTCTGAGCACTGGAAGCGCCACCTGTGGGTGGTG	V_CTCF_BR	17
chr19	55627942	55628092	id-50712	1	+	NA	NONE	15
chr19	55644260	55644410	id-50713	1	+	NA	NONE	29
chr19	55647169	55647319	id-50714	4.73e-07	-	ACAGCAGGCTCCTGGAAGCCCTCTGGGGGGCGCTG	Upstream_CTCF	40
chr19	55652710	55652860	id-50715	3.8e-08	+	CCGTTTCCCAGGACGGTATCCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr19	55657567	55657717	id-50716	2.18e-07	+	GGGCCATTTCCCTTCCCGGCCCCGAGAGGGCGCAG	V_CTCF_BR	40
chr19	55672009	55672159	id-50717	1.08e-08	-	GAGCTGCTCCGCGACGTGGCCGCCTGGGGGCGCGC	UpstreamP1_CTCF	40
chr19	55677492	55677642	id-50718	3.4e-06	-	AACGTTCTCCAACGCTCCAGCGGCAGAGGGCGCGC	V_CTCF_BR	40
chr19	55684152	55684302	id-50719	1	+	NA	NONE	18
chr19	55685249	55685399	id-50720	1.03e-06	+	GGAGCGGGTGTGTTCGGCGCCTCCTGGGGGAGCAG	V_CTCF_BR	28
chr19	55687363	55687513	id-50721	3.79e-08	-	CAGCACCATCCGGGCCAGGGCAGCAGGTGGCAGAC	UpstreamP1_CTCF	14
chr19	55713700	55713850	id-50722	8.16e-07	+	CCTTCCTTAACCATTGCATCCAGCAGGTGGAGGCA	V_CTCF_BR	39
chr19	55723924	55724074	id-50723	1.37e-05	+	TGAGCAGGAACCAGAGTCACCACAGTGGGGCAGCA	Upstream_CTCF	36
chr19	55728034	55728184	id-50724	7.73e-06	-	GCCTGGCGTTGGCAGCCAACCCCCAGGAGGCTCCC	V_CTCF_BR	21
chr19	55753082	55753232	id-50725	4.88e-05	-	GGCGGGCTCCCCACCCCAGCCAGGTGTTGTCTGAA	V_CTCF_BR	0
chr19	55759263	55759413	id-50726	1.39e-07	-	CTGAGGAACCAGGCACTGTCCTCCAGAGGGCGGGA	V_CTCF_BR	18
chr19	55783643	55783793	id-50727	4.73e-07	+	ACAGCACTGCCACCCGCCACCACTCGGGGACCTTG	Upstream_CTCF	7
chr19	55803423	55803573	id-50728	1.95e-07	+	CCTGATATTGAAACCCTGGCCTCTAGGGGGAGATA	Upstream_CTCF	40
chr19	55813285	55813435	id-50729	1.67e-08	+	GGGGCGATGCACTCAGTCGCCACTAGAGGGCGATG	Upstream_CTCF	40
chr19	55850654	55850804	id-50730	1.1e-05	-	TCTCCGAGGAAAGCTTCGGCCACAGGAGGGAGAAA	V_CTCF_BR	39
chr19	55852230	55852380	id-50731	2.91e-05	-	ACTGCGAGGCTGCGGGAGAGAAAGAGGGGGCGCTG	Upstream_CTCF	37
chr19	55856030	55856180	id-50732	5.01e-06	+	GGATGCTGTCCAGACATGCCCAGGAGAGGCCGCTG	V_CTCF_BR	19
chr19	55895252	55895402	id-50733	3.63e-06	-	GCAACATCGAGATCTCGCGCCAGGAGCTGGAGCGC	V_CTCF_BR	29
chr19	55929642	55929792	id-50734	1.39e-05	-	TTAATTACTGCTGTGTCTGTCACTAGAGGGAGCAC	V_CTCF_BR	40
chr19	55953960	55954110	id-50735	1	+	NA	NONE	0
chr19	55954936	55955086	id-50736	3.4e-06	-	GGGAATGTGGTGCTGCTGGCATGGAGAGGGCGCTG	V_CTCF_BR	8
chr19	55959186	55959336	id-50737	1.17e-05	-	AGCAGCCAGTGGGACTCTGTCAGCAGAGGGAGAAA	V_CTCF_BR	24
chr19	55964484	55964634	id-50738	4.64e-09	+	AGGCAGCACCCTGCCCCCCCCACAAGGGGGCGGCA	UpstreamP1_CTCF	17
chr19	55966179	55966329	id-50739	4.38e-09	-	CGGCACCAGCAGGCTGCCGCCTCCAGGGGGAGCCA	V_CTCF_BR	40
chr19	55974433	55974583	id-50740	5.92e-05	+	GTCCTAGACCTGGGCCTGGCCCATAGTAGGCGCTC	V_CTCF_BR	6
chr19	55979258	55979408	id-50741	6.51e-11	+	GCTGCGGCCTCGGGACTGTCCACCAGGGGGCGCCC	V_CTCF_BR	38
chr19	55997785	55997935	id-50742	1.15e-08	+	CTGCTCCTCCTGGCGGCGGCCAGCAGCGGCCTGCG	UpstreamP1_CTCF	15
chr19	56015491	56015641	id-50743	2.5e-09	-	CGGCACGTGCCCGCCTCCACCACGAGGGGGCGCTA	V_CTCF_BR	40
chr19	56028325	56028475	id-50744	2.27e-06	+	CATCCTCCCGCAGTGGAGGACGCCAGGTGGCGCCT	V_CTCF_BR	40
chr19	56039914	56040064	id-50745	9.78e-07	+	CAGCAGCACTGGGATCTGAGCGCCAGATGGAGTTT	UpstreamP1_CTCF	19
chr19	56048487	56048637	id-50746	2.19e-05	-	CGCTCTGCTCCCAGTGGGGGCAGAAGGGGCGGGCC	Upstream_CTCF	28
chr19	56060706	56060856	id-50747	1	+	NA	NONE	6
chr19	56061589	56061739	id-50748	3.84e-06	-	CTTGTGTGCCCTCGTTCGGCCAGGAGGGGACAAAG	UpstreamP1_CTCF	22
chr19	56064745	56064895	id-50749	1	+	NA	NONE	13
chr19	56104589	56104739	id-50750	5.77e-08	-	CGCGGCGCTTCGACCACGGCCGCGAGCTGGCGGCC	V_CTCF_BR	0
chr19	56113984	56114134	id-50751	4.68e-05	+	GCGCACCACCACCGCGTGCACTCGGGGGAGCGCCC	UpstreamP1_CTCF	0
chr19	56116083	56116233	id-50752	1	+	NA	NONE	12
chr19	56117675	56117825	id-50753	1.1e-05	-	AGGATGTGAGTGTGAAGGAACTCTAGAGGGAGCTG	V_CTCF_BR	40
chr19	56143114	56143264	id-50754	1.24e-05	-	GACAGGGAACCCTCCTAGGCCTCGTGGGGGCGACA	V_CTCF_BR	40
chr19	56143849	56143999	id-50755	6.04e-09	+	ACTGTCATTACCTTATTGACCACCAGGGGGTGCCC	Upstream_CTCF	40
chr19	56150511	56150661	id-50756	1.82e-07	-	CAGCATCCTTGGCCTCCACCCACCAGATGGCAGTA	V_CTCF_BR	40
chr19	56151537	56151687	id-50757	1	+	NA	NONE	34
chr19	56158364	56158514	id-50758	9.31e-05	-	ACTGCAGCCTGGTCCAAAAATTCCAGGGGGAGCCA	Upstream_CTCF	6
chr19	56163811	56163961	id-50759	1	+	NA	NONE	0
chr19	56165108	56165258	id-50760	2.19e-08	+	GGAGGATACTTCCGTTGGGCCGCCAGGGGGCAGTA	V_CTCF_BR	40
chr19	56183010	56183160	id-50761	3.65e-07	-	TGAGCCAAGCTCCATCCCAGCACCAGAGGGCAGCC	V_CTCF_BR	40
chr19	56187853	56188003	id-50762	1	+	NA	NONE	26
chr19	56189501	56189651	id-50763	5.92e-05	+	GCGTCAGTTCTCTAGATGACCGCATGGAGCCCCAT	Upstream_CTCF	2
chr19	56205754	56205904	id-50764	5.51e-07	-	AGCAGGTGTCACCCTCTGACAACCAGAGGGCAGCA	V_CTCF_BR	1
chr19	56215187	56215337	id-50765	1.08e-08	+	CTGCGTTTCGGCTGCTGGCCCAGCAGAGGGCGCCG	V_CTCF_BR	40
chr19	56215872	56216022	id-50766	4.88e-06	-	CTGTCATAACAAAGTACCGCCAGCTGGGAGCGCTA	UpstreamP1_CTCF	32
chr19	56289055	56289205	id-50767	2.38e-07	+	ATGACATCAGGCCCGCTGCCCAGCTGGGGGCGCTG	V_CTCF_BR	14
chr19	56320949	56321099	id-50768	1.83e-05	-	TTAACTCTTTCTTTAAAGACCGCCAGAGGGCGTCG	V_CTCF_BR	34
chr19	56343784	56343934	id-50769	1.81e-06	+	GAGGCACGTCCTAGATCCTCCACCCGGGGGGCCCG	Upstream_CTCF	0
chr19	56425173	56425323	id-50770	1.23e-05	+	CCCCAAAGACACCTTCTAGCCAGTAGAGGGGGCCC	UpstreamP1_CTCF	20
chr19	56454371	56454521	id-50771	5.12e-06	-	GGGCTGTTTCCTTCTGGAGACTCTAGGGGGAGAAT	UpstreamP1_CTCF	8
chr19	56457291	56457441	id-50772	1.09e-07	-	TTGCTAGTGCTCCTTCCGTCCAGTGGGTGGCGCTG	UpstreamP1_CTCF	20
chr19	56478090	56478240	id-50773	9.84e-05	+	CCATTGCACTCCAGCCTGAGCGACAGAGGGCGACT	V_CTCF_BR	5
chr19	56577890	56578040	id-50774	3.05e-07	+	GTTGAGTTTCCCCTGATGGCCGCTGGGTGGCAGCA	Upstream_CTCF	40
chr19	56582573	56582723	id-50775	1.48e-06	-	GTCTGCAAGATCCTCATCTCCAGCAGGGGTCAGCA	V_CTCF_BR	38
chr19	56587899	56588049	id-50776	3.45e-05	+	CACTGCAGTTCTCAAGAATCCAGGTGGTGGCAGCA	V_CTCF_BR	40
chr19	56592062	56592212	id-50777	1	+	NA	NONE	40
chr19	56592648	56592798	id-50778	2.15e-05	-	AGCTGCTTTGACACCGTAGCCGCCTGGTGGAGTCA	V_CTCF_BR	16
chr19	56616568	56616718	id-50779	1.15e-07	+	AGATCAGGGAAGGGCAGGGCCGCCAGGTGGAGCTG	V_CTCF_BR	39
chr19	56626152	56626302	id-50780	2.12e-06	-	GAGCAGAGCGGGAAGGTGAGCAGGAGAGGGCTCTG	UpstreamP1_CTCF	0
chr19	56631816	56631966	id-50781	1	+	NA	NONE	32
chr19	56657584	56657734	id-50782	1.13e-05	+	CTGCAGGACTGAGGTACAGAGGCCAGGGGCCCAGG	UpstreamP1_CTCF	0
chr19	56664423	56664573	id-50783	1.1e-06	+	ATAAGAGAGAGCCCGTCATCCAGGAGGGGGCAGGC	V_CTCF_BR	0
chr19	56666599	56666749	id-50784	4.34e-07	+	CGGCAACAACGTGTGACAACCTGCAGGGGGTGCTG	UpstreamP1_CTCF	40
chr19	56671516	56671666	id-50785	4.14e-06	-	CCCGGGGGCAGCACCAAGGGCGGGAGATGGCGCTG	V_CTCF_BR	0
chr19	56683364	56683514	id-50786	5.28e-08	-	GCCGCTATGTCTTCTGTCGCCAGGAGGGGGCGTAA	Upstream_CTCF	40
chr19	56701255	56701405	id-50787	4.3e-06	-	ACTGCAGCAAAGTTTTCAGCCACAAGGGGAACCTG	Upstream_CTCF	14
chr19	56702621	56702771	id-50788	1.03e-06	+	ATTGGGGCTGCATCATCCTCCTGGAGGGGGCGCTC	V_CTCF_BR	7
chr19	56723252	56723402	id-50789	2.91e-05	+	ATGGGAGTCTCGGATCATTACACAAGGGGGTGGGA	Upstream_CTCF	9
chr19	56733010	56733160	id-50790	2.47e-05	+	GGTGCTCCTTCAGGCTCCCCCTGTAGGTGAAAACT	Upstream_CTCF	36
chr19	56734400	56734550	id-50791	4.88e-06	-	CTGCACAGGAGCGCCCCCTCCAGCAGGGTGATGCA	UpstreamP1_CTCF	6
chr19	56757234	56757384	id-50792	6.98e-07	-	ATTGGGGCTGCATCACCCTCCTGGAGGGGGCGCTC	V_CTCF_BR	0
chr19	56764290	56764440	id-50793	2.64e-08	-	AGCGCAGTGCTAGGCTCTGCCACTAGAGGGGGTGG	Upstream_CTCF	40
chr19	56765226	56765376	id-50794	5.41e-07	+	GTATAGTTATGACAGATGTCCAGCAGATGGCAGAA	UpstreamP1_CTCF	38
chr19	56812643	56812793	id-50795	1.93e-05	+	GGTGCCTCCCCTTTTTAGGCCAGTAGGGGAACTTC	Upstream_CTCF	30
chr19	56821032	56821182	id-50796	5.24e-09	-	TGTGTTGCACCCCTACCTCCCACTAGAGGGCGCGC	Upstream_CTCF	40
chr19	56845000	56845150	id-50797	1.37e-08	-	TGTGCAGTTTGGCATACTACCAGCAGATGGCATGC	Upstream_CTCF	39
chr19	56859756	56859906	id-50798	7.62e-07	+	AATGTAGCAGAATCACGGTCCTCTAGGGGGAGCTC	Upstream_CTCF	37
chr19	56861939	56862089	id-50799	2.11e-08	-	TTGCAATACTGGCTTGCCTCCACTAGATGTCGGTG	UpstreamP1_CTCF	39
chr19	56880010	56880160	id-50800	1	+	NA	NONE	23
chr19	56904562	56904712	id-50801	1	+	NA	NONE	36
chr19	56904837	56904987	id-50802	1.52e-07	+	GTGGATTCGCCGTGCGCAGCCGGAAGATGGCGCAG	V_CTCF_BR	17
chr19	56907587	56907737	id-50803	1	+	NA	NONE	24
chr19	57059023	57059173	id-50804	2.74e-08	-	ATGCAGTCCCCTTGGCTTGACGCAAGAGGGCAGTG	UpstreamP1_CTCF	31
chr19	57106772	57106922	id-50805	3.45e-05	+	TGGTCCAGGGCGTGCGGGCGCAGGAGAGGGCGTGC	V_CTCF_BR	3
chr19	57156675	57156825	id-50806	2.15e-05	-	AAAGCACACAGCAGGTCAAACGCTAGAGGGTGCTC	V_CTCF_BR	4
chr19	57171895	57172045	id-50807	3.42e-08	+	ATGAGAAGGCTGCACGCTGCCACCAGAGGGCAGCT	V_CTCF_BR	21
chr19	57178080	57178230	id-50808	1.84e-06	+	AGCGTCCTTATAAGAGGAGACACCAGGGGGCTCAC	V_CTCF_BR	3
chr19	57183111	57183261	id-50809	5.9e-06	+	TGGTTCTTAGGAACTACGACTCCCAGGGGGCGCTG	UpstreamP1_CTCF	11
chr19	57200720	57200870	id-50810	2.27e-05	+	GTATGAAATCACGTTGCTGTCACTAGATGGCACTT	V_CTCF_BR	7
chr19	57207274	57207424	id-50811	1	+	NA	NONE	1
chr19	57230523	57230673	id-50812	1.21e-09	-	CTGTTATGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	15
chr19	57237550	57237700	id-50813	3.11e-05	+	CTATCAAGCCCATTTGCCACAGCTAGATGGCACTG	V_CTCF_BR	32
chr19	57259927	57260077	id-50814	2.86e-06	+	CTGTAAAGTGCCTTTGCCATCACTAGGTGGCACTC	UpstreamP1_CTCF	30
chr19	57275245	57275395	id-50815	1.56e-06	-	GAGAAATGACACAGGTTGGCCAGCAGGGGTGATCA	UpstreamP1_CTCF	12
chr19	57275783	57275933	id-50816	1.38e-06	-	AGATTTTTGCCCTGAGTGACCAGCAGATGTCAGTG	V_CTCF_BR	19
chr19	57332851	57333001	id-50817	2.11e-06	+	GGACTCTCACCCCAGCTGGACTCTAGGGGGCAGAT	V_CTCF_BR	2
chr19	57348483	57348633	id-50818	2.27e-06	-	AAACTGTTCATGAGCAGAGCCGCTAGAGGGCTGCC	V_CTCF_BR	8
chr19	57348865	57349015	id-50819	3.42e-08	-	GGCTGGTGGCGCCTTACTTCCTCCAGGGGGCGCCA	V_CTCF_BR	21
chr19	57349376	57349526	id-50820	2e-06	-	GTGGCATCATCTTTGCTGGCCATTAGGTGGCAGCC	Upstream_CTCF	13
chr19	57349655	57349805	id-50821	2.06e-07	-	ACGGTACTGTCTGTGCTAGCCACAGGGTGGCGCCC	Upstream_CTCF	22
chr19	57429444	57429594	id-50822	2.27e-05	-	TACCTTGGGGCAAAATTCTCCAGCAGGGGGATAAG	V_CTCF_BR	2
chr19	57580589	57580739	id-50823	5.77e-08	-	CTGGGCGAGACGCACCTGGTCAGTAGAGGGCGCCA	V_CTCF_BR	23
chr19	57610660	57610810	id-50824	6.21e-12	-	CGGCGATGGCGGTCCATGGCCACCAGGTGGCGCCG	V_CTCF_BR	40
chr19	57613140	57613290	id-50825	8.34e-07	-	CTGATGTAACACAAAGCTGCCACCAGGTGATGTCA	UpstreamP1_CTCF	7
chr19	57615468	57615618	id-50826	1.77e-09	+	TAGCAGTTGCCACGTGCTGCCACTAGGTGGTGGTG	UpstreamP1_CTCF	40
chr19	57703006	57703156	id-50827	1.41e-05	+	CCGCCCTTCAGCCCCGCGGTCTCCAGGGGCGGCGC	UpstreamP1_CTCF	16
chr19	57751976	57752126	id-50828	8.13e-06	-	CCTGCTCATTTCCCCAGCGCCGCCAGGGAGGCGGC	Upstream_CTCF	30
chr19	57791264	57791414	id-50829	1.48e-06	+	GGGCCCGGCCAAAGGAGGCCCAATAGAGGGCGGTC	V_CTCF_BR	38
chr19	57791685	57791835	id-50830	1	+	NA	NONE	8
chr19	57813490	57813640	id-50831	6.43e-06	-	GAGCTAGCTGGATAACCAGCTGCCAGGGGGCAGGA	V_CTCF_BR	18
chr19	57814439	57814589	id-50832	2.8e-05	+	AGCACAGTAGCTGTATGGGCCACTGGGGGCAGGAC	Upstream_CTCF	9
chr19	57832342	57832492	id-50833	3.29e-05	+	CCTGCAATAGTGTTGGCCTCCGACAGGTGCTCAGT	Upstream_CTCF	28
chr19	57863365	57863515	id-50834	2.15e-05	-	CCCTAGTCTACCCACTCTGCAGCCAGAGGGAGCCT	V_CTCF_BR	19
chr19	57901248	57901398	id-50835	1	+	NA	NONE	35
chr19	57918023	57918173	id-50836	2.93e-07	+	CTGTGGGCCAGCCACTAGACCAGCAGATGGCGCTT	UpstreamP1_CTCF	40
chr19	57977211	57977361	id-50837	1.82e-06	+	GGTCACTGCAGCCATTTCAGCACTAGAGGGTGCCA	UpstreamP1_CTCF	40
chr19	57988484	57988634	id-50838	1	+	NA	NONE	18
chr19	57989025	57989175	id-50839	1	+	NA	NONE	39
chr19	57998971	57999121	id-50840	1	+	NA	NONE	25
chr19	58070000	58070150	id-50841	4.41e-06	+	AGACCTCTTTAAGCAGCGGACACCAGAGGGAGTCA	V_CTCF_BR	29
chr19	58090370	58090520	id-50842	8.16e-07	+	CGGAACAAGGGCTAAGCGGCCCGCGGAGGGCGCTA	V_CTCF_BR	35
chr19	58095277	58095427	id-50843	1	+	NA	NONE	21
chr19	58125461	58125611	id-50844	3.86e-05	-	GACGCCCCTAAGAGTGCCGCCGCCGGGCGGCGCAC	Upstream_CTCF	37
chr19	58163110	58163260	id-50845	1.93e-05	+	TCCCTTTTCTCTCCTTCTTCCACTAGGAGGCTCCA	V_CTCF_BR	24
chr19	58192986	58193136	id-50846	1	+	NA	NONE	38
chr19	58249815	58249965	id-50847	5.35e-09	+	CTGTTATGTCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	29
chr19	58313800	58313950	id-50848	8.71e-06	-	AGGGGCAGGGCTGCAGCCTCCCCTGGGTGGCGCTG	V_CTCF_BR	3
chr19	58326393	58326543	id-50849	1.55e-05	-	AGGAGGCTTCCCTGAGGGCCCCGGAGGTGGAGCTG	V_CTCF_BR	4
chr19	58330874	58331024	id-50850	1	+	NA	NONE	37
chr19	58341574	58341724	id-50851	2.17e-09	-	ACACCAATCAAAATGGCCGCCACCAGAGGGCGCCG	V_CTCF_BR	36
chr19	58400342	58400492	id-50852	2.17e-09	+	ACACCAATCAAAATGGCCGCCACCAGAGGGCGCCG	V_CTCF_BR	26
chr19	58414828	58414978	id-50853	3e-06	-	GTGAGATTTTCCTCTCTGCCCACTAGATGGCATTT	UpstreamP1_CTCF	40
chr19	58428098	58428248	id-50854	1.93e-05	-	CTTGAGCCACTGCGCCCGGCCAGAAGGGTGCGCTT	Upstream_CTCF	39
chr19	58459168	58459318	id-50855	1.27e-06	+	CGGAAGTAAAGGCCAAACCCCTGTAGGGGGCGCTG	UpstreamP1_CTCF	37
chr19	58518771	58518921	id-50856	6.46e-07	-	CACTGGTCTCACTTGTCCCCCACCAGGGGGCAACA	V_CTCF_BR	31
chr19	58533377	58533527	id-50857	6.18e-07	+	GGTGCAAAACATTCTCCTACCGCCAGAGGGTAGTA	Upstream_CTCF	39
chr19	58554462	58554612	id-50858	6.8e-06	+	CTGCGCGGGGCAGCCCGGCTCGCCAGGAGGCGCTG	UpstreamP1_CTCF	6
chr19	58566671	58566821	id-50859	1.63e-05	-	GAAGCAAGGTCCGGAGGCGCGGTTAGGGGGCGCTC	Upstream_CTCF	18
chr19	58567030	58567180	id-50860	3.18e-06	-	CTGAGCTGTGATTGTGCCTCCAGCAGGTGGAGACC	V_CTCF_BR	10
chr19	58666531	58666681	id-50861	1.74e-08	-	CCCCACAGCCTCCCTGCTGCCACTGGGGGGCGCCA	V_CTCF_BR	38
chr19	58693384	58693534	id-50862	2.74e-08	+	TAGCAGGCAGTGTACACGACCACCAGAGGGAGGCA	V_CTCF_BR	39
chr19	58730445	58730595	id-50863	6.17e-09	+	CCGCTGCACTCCAGCCTGGCCAGCAGAGGGAGACC	UpstreamP1_CTCF	34
chr19	58740372	58740522	id-50864	3.48e-06	-	CTGCCCTTGCTCGGCCTCGCCGCATGAGGGACCCC	UpstreamP1_CTCF	37
chr19	58740784	58740934	id-50865	5.92e-05	+	GGCAGGTGACGCCTATTGGACCCCAGAGGTCATCC	V_CTCF_BR	39
chr19	58790040	58790190	id-50866	4.43e-05	-	ATGCCCCTTAGGTTGCGGGCAACCAGAGGCCTCAC	V_CTCF_BR	23
chr19	58816637	58816787	id-50867	3.88e-06	+	GGTCCTGGGCGGCCGCTGGCCACCAGGCGGAAGTG	V_CTCF_BR	22
chr19	58822209	58822359	id-50868	1	+	NA	NONE	39
chr19	58833612	58833762	id-50869	2.6e-05	-	CCACACTGTAACAGTCTGACCACTAGAGGGGTGGG	UpstreamP1_CTCF	8
chr19	58840495	58840645	id-50870	1.74e-07	+	AACGCAGCTTGGCCAGAGGCCACCAGAGGTCACCA	Upstream_CTCF	27
chr19	58850633	58850783	id-50871	1.04e-06	+	GCTGCAATGACCGGAAGTCGCCCCTGGGGGCGTAG	Upstream_CTCF	17
chr19	58859103	58859253	id-50872	2.96e-05	-	CGCGGATGTCCGGGGTGTGAAGGCAGCGGGCGCAG	V_CTCF_BR	6
chr19	58873535	58873685	id-50873	6.05e-06	+	GATAAAGGGGAGGAAGCTGCGGCCAGGTGGCGCGA	V_CTCF_BR	25
chr19	58873895	58874045	id-50874	3.16e-05	-	CCGGCTCCAACCACTCCCGCCGCGCGGGGCAGGAC	Upstream_CTCF	14
chr19	58880443	58880593	id-50875	3.41e-08	+	GCTGCAGCCCCGGGAGCCCCCGCCTGGGGGAGTCG	Upstream_CTCF	0
chr19	58883851	58884001	id-50876	7.11e-06	-	CCGGTCAAGTTATTTCAGGCCACCAGGTGGCCCAG	Upstream_CTCF	36
chr19	58899336	58899486	id-50877	2e-06	+	TTTGCGACCCCCCAGTTCATCACTAGATGGCGGCT	Upstream_CTCF	23
chr19	58912974	58913124	id-50878	3.11e-05	-	GGCGTGGCGTGGGGACAAAACGCGTGAGGGCGCTC	V_CTCF_BR	21
chr19	58913671	58913821	id-50879	4.41e-06	+	ACCTGTGATCTGTGTCCCCCCACCAGGGGGATGGG	V_CTCF_BR	2
chr19	58918484	58918634	id-50880	2.01e-05	-	TCTGAAGGCTTCTACATTCCCACCAGCAGGTGGAC	Upstream_CTCF	40
chr19	58919593	58919743	id-50881	6.84e-06	+	GCGCGGCGCGGTCCGATGGCCCCATGGGGCCGCCC	V_CTCF_BR	37
chr19	58978106	58978256	id-50882	7.31e-05	-	GTGTAGTCCTGCCTTCGGCATTCCAGGTGTCCTCC	UpstreamP1_CTCF	24
chr19	58995849	58995999	id-50883	7.73e-06	-	GGCTTACAGGTGTGAGCCACCACATGGGGGAAGGG	V_CTCF_BR	28
chr19	59011032	59011182	id-50884	1.73e-05	-	CCACCGTTGTTGAAAACCTCCAGCAGGGGGCTTGG	V_CTCF_BR	39
chr19	59024215	59024365	id-50885	1	+	NA	NONE	1
chr19	59025369	59025519	id-50886	1.08e-08	+	CATCAGGGCGCAGGGTGCGCCGCCAGGTGGCGCTC	V_CTCF_BR	39
chr19	59028500	59028650	id-50887	2.14e-10	+	TGCCCCGGGGGACGTGCAGCCAGCAGGTGGCGCAG	V_CTCF_BR	11
chr19	59030408	59030558	id-50888	2.73e-07	+	CCTTCTGTTCCCCACACGGCAGCCAGAGGGAGCTT	Upstream_CTCF	40
chr19	59030927	59031077	id-50889	3.24e-06	-	CTAGAAGCGCACGCTGAGAACGCGAGGGGGCGCTG	Upstream_CTCF	40
chr19	59031503	59031653	id-50890	3.18e-06	+	AGTAGGTCTCGGTCCCTGGCCGCCAGGAGGTGCAA	V_CTCF_BR	39
chr19	59055070	59055220	id-50891	1	+	NA	NONE	20
chr19	59066046	59066196	id-50892	1.04e-05	+	ACCCTGAATGCTGAGGGAGACGGTTGGGGGCGCTG	V_CTCF_BR	13
chr19	59084531	59084681	id-50893	1	+	NA	NONE	36
chr19	59086607	59086757	id-50894	6.48e-05	-	AGGCCGCACCGCACAGAGTCCAGCCAGGGGCGCCA	UpstreamP1_CTCF	31
chr19	59086937	59087087	id-50895	3.11e-05	+	CTGGGGCCCCGGCTTCGGGGCAGGAGCTGCAGCCC	V_CTCF_BR	22
chr19	59092612	59092762	id-50896	6.19e-06	-	GCGCCGCTTCCTCCAGACACCGCAAGGGGGTGCTT	UpstreamP1_CTCF	40
chr19	59117867	59118017	id-50897	1.51e-12	+	CCTGCAGTTGTCCTAGTCGCCAGTAGGGGGCGCAA	Upstream_CTCF	0
chr19	59118022	59118172	id-50898	5.74e-05	-	TCGCACAGTCGCGCGCCGCCCGGCGGGGAGCGCGG	UpstreamP1_CTCF	0
chr2	11532	11682	id-50899	8.43e-09	-	GCCCTGCAATGCTCCGACGCCAGCAGAGGGCGCTG	V_CTCF_BR	0
chr2	18765	18915	id-50900	2.38e-07	+	TCCCAGTGCCTGCCAGGATCCACTAGAGGGCAGAG	V_CTCF_BR	35
chr2	60224	60374	id-50901	1	+	NA	NONE	5
chr2	81480	81630	id-50902	4.5e-05	+	GAGCAATGCCCCCACATGGTCAGCAGTGCACCCAA	UpstreamP1_CTCF	3
chr2	115377	115527	id-50903	1.24e-05	-	AAACATTTCAAGAGCTGCACCAGGAGGAGGCAGCA	V_CTCF_BR	12
chr2	142202	142352	id-50904	3.88e-06	-	GGGACTTTTCCAGCATCTGCCACGTGATGGCAGAA	V_CTCF_BR	20
chr2	172198	172348	id-50905	3.1e-07	+	CTTCACTGTGGAGTTTTGGTCACCAGAGGGCTCCA	UpstreamP1_CTCF	29
chr2	246601	246751	id-50906	2.11e-06	+	ACTGATGAAAATGCACTTTCCACCAGAGGGCGATA	V_CTCF_BR	40
chr2	260960	261110	id-50907	3.86e-05	-	TCTGTAGTTCAGCTGACACACTGAAGATGTCCTCA	Upstream_CTCF	3
chr2	265065	265215	id-50908	1	+	NA	NONE	17
chr2	274623	274773	id-50909	3.88e-06	-	GTCCCATGGAGCTGCCCTTCCACATGGGGGCAGGC	V_CTCF_BR	19
chr2	290267	290417	id-50910	6.23e-05	-	AAGCAGGACCGGGAGCAGGGCCGGGGAGGGCCGGT	UpstreamP1_CTCF	38
chr2	332707	332857	id-50911	4.68e-05	+	TTGCCATAAAGATGCTTTGAGTCTAGGTGGCGCTA	UpstreamP1_CTCF	20
chr2	383266	383416	id-50912	6.75e-05	+	TGGTATTTTACCCGGGAAGCCTGCAGGGGCGAGCT	UpstreamP1_CTCF	9
chr2	451592	451742	id-50913	1.01e-05	-	CGTGCAGTTCCCTCTCTCTCCTCCTGGGCCCTCTG	Upstream_CTCF	7
chr2	464990	465140	id-50914	7.31e-05	-	CTGCTGGGCCAGAAGAAACCCCCAGGCAGGAAATG	UpstreamP1_CTCF	5
chr2	501269	501419	id-50915	1	+	NA	NONE	19
chr2	529535	529685	id-50916	1.24e-05	+	ACCATGCTTAACTGCATGAACAGAAGAGGGTGCTA	V_CTCF_BR	35
chr2	535333	535483	id-50917	2.18e-07	+	CATGCACTACCATAAATACCCAGGAGGGGCCTTCA	Upstream_CTCF	26
chr2	551816	551966	id-50918	1.41e-06	-	CCTGGTGTCCGGCAGGAGGCCCGCGGGAGGCGCTG	Upstream_CTCF	3
chr2	583739	583889	id-50919	7.8e-08	-	GGGAACAGGTTCCCTGCGACCAGCAGGGGTCACTC	V_CTCF_BR	10
chr2	637089	637239	id-50920	3.73e-06	-	AGAGTTAGGCAGCATGTCAGCGCTAGGTGGCGCCC	Upstream_CTCF	40
chr2	662655	662805	id-50921	5.01e-06	-	AGACATCTTTTCCACTAACCCTCCAGAGGGCACCA	V_CTCF_BR	38
chr2	667465	667615	id-50922	1.28e-06	-	GGTGCAATCCCACTTTAAAGCACTGGGGGTTGCAC	Upstream_CTCF	40
chr2	676134	676284	id-50923	1.96e-07	-	CAGCAGGGTCCCGGGGAGTCCAGGAGGCGGCGGAG	UpstreamP1_CTCF	35
chr2	677392	677542	id-50924	3.84e-06	-	TAGCAATGCCATGAAATTACCGCGAGAGGAAGCAA	UpstreamP1_CTCF	33
chr2	697127	697277	id-50925	2.29e-05	-	AGGAAAATCTGAGAAACTGCCAGCAGAGGGGGGTC	UpstreamP1_CTCF	7
chr2	709274	709424	id-50926	6.05e-06	-	GGGCTTCCGGGCTGGGGGGTGGGCAGGGGGCGCTG	V_CTCF_BR	5
chr2	714395	714545	id-50927	9.06e-08	+	GTGCAGTTTTAACAGGTGCCCAGAAGAAGGAGAAC	UpstreamP1_CTCF	40
chr2	715971	716121	id-50928	3.1e-07	+	TTCCTGTTACTGAGCCTGGCCACTAGATGGATGCA	UpstreamP1_CTCF	39
chr2	735962	736112	id-50929	2.15e-05	+	TTCTGGTTTGCACTTTCCACCTCCAGGGGCCTCAC	V_CTCF_BR	8
chr2	850229	850379	id-50930	4.4e-10	+	AGGCCTCAGGGGCCCACCGCCAGCAGGGGGCAGAC	V_CTCF_BR	38
chr2	856320	856470	id-50931	8.71e-06	-	TGCTTGGGGATGCTTGGCGACGCCTGGTGGCACTG	V_CTCF_BR	10
chr2	894169	894319	id-50932	4.01e-09	-	GTGCAGTGAAACTGCCAAGCCAGCAGGTGGAGATG	UpstreamP1_CTCF	35
chr2	899033	899183	id-50933	1	+	NA	NONE	9
chr2	950182	950332	id-50934	3.56e-05	+	TTTGGATTATTTTCAGCTAACACTAGATGTCACTT	Upstream_CTCF	33
chr2	983199	983349	id-50935	1	+	NA	NONE	3
chr2	1043282	1043432	id-50936	8.58e-06	+	TTGCAGTTTGGGCTGCAATCTAGTAGGTGGTGATT	UpstreamP1_CTCF	28
chr2	1046887	1047037	id-50937	1	+	NA	NONE	35
chr2	1066439	1066589	id-50938	3.88e-06	-	ACAGTCACTACAGACTCCACCAGCAGCAGGCACTG	V_CTCF_BR	10
chr2	1087715	1087865	id-50939	1	+	NA	NONE	3
chr2	1131868	1132018	id-50940	1.03e-06	-	CTGTTGTTCCCCTCTCTAGCCACACGAGGGTAGGC	UpstreamP1_CTCF	35
chr2	1136214	1136364	id-50941	5.37e-06	+	CTGCTCTCCAGCGCCCCCACAGGCAGGGCGCAGAA	UpstreamP1_CTCF	40
chr2	1143697	1143847	id-50942	6.05e-06	+	TCTGGCTCCTTGTTGGCTTCCTCTAGATGGAGCAG	V_CTCF_BR	10
chr2	1144741	1144891	id-50943	1.9e-06	+	TCTGGATTCCATGGTTCATACACCAGGGGTCGCTG	Upstream_CTCF	7
chr2	1165077	1165227	id-50944	8.02e-08	+	CAGCAGCAGCAACACTGCAACACCAGATGGCAGAG	UpstreamP1_CTCF	3
chr2	1250140	1250290	id-50945	3.36e-07	+	GGGACTTACCTGGGCGGCTCCAGCAGAGGGCACTT	V_CTCF_BR	9
chr2	1418011	1418161	id-50946	1.31e-05	+	CGGTAGAGGCTGCGTGGAGTCAGTGGAGGGAGCCC	V_CTCF_BR	1
chr2	1495633	1495783	id-50947	2.44e-07	+	GCGGCAGAGCCCACTGTGGACAGCAGGAGTCAGGC	Upstream_CTCF	2
chr2	1522827	1522977	id-50948	1.93e-05	+	GGGAGGGAGGCCGGGGGAGCCGCCTGCAGGCACCT	V_CTCF_BR	1
chr2	1542590	1542740	id-50949	2.68e-05	-	CAAGCAATGCCAGTGAACACCAGCAGGGCACCAAA	Upstream_CTCF	38
chr2	1549885	1550035	id-50950	2.06e-09	-	CTGCTGTTTCCCAAGTCACCCAGCAGGTGGGGGTG	UpstreamP1_CTCF	40
chr2	1550795	1550945	id-50951	1.09e-06	-	CAAGTGCTCCCTCCCCGCTCCACCAGGGGTCGTGC	Upstream_CTCF	39
chr2	1554584	1554734	id-50952	5.23e-10	-	TTGGGGAGAGGCTGGGCGGCCACTAGGTGGCGCTG	V_CTCF_BR	35
chr2	1557812	1557962	id-50953	1	+	NA	NONE	31
chr2	1560530	1560680	id-50954	1	+	NA	NONE	1
chr2	1588958	1589108	id-50955	6.46e-07	-	GAGACAGGCACACTTGCAGCCGGCAGAGGTCAGCA	V_CTCF_BR	30
chr2	1592875	1593025	id-50956	4.14e-06	+	GAGGAAGAAGCAGGGTCTGACGGTAGGTGGCAGAG	V_CTCF_BR	20
chr2	1593162	1593312	id-50957	2.12e-06	+	CTGCAAATCTCAGAAGAGTCCTGCAGGAGGGGCAC	UpstreamP1_CTCF	20
chr2	1594753	1594903	id-50958	1	+	NA	NONE	16
chr2	1595767	1595917	id-50959	1.83e-05	+	CGCGTCCTCATCCCAAATCCCAGATGAGGGCGCTG	V_CTCF_BR	38
chr2	1604912	1605062	id-50960	8.33e-05	-	AGTGCAGGAGGCTCCCCCGAGTGGAGGTGGAGGAA	Upstream_CTCF	10
chr2	1617615	1617765	id-50961	1.03e-07	-	CCAGCTGTCCCTCCCTCTCCCAGCAGGAGGTGTGG	Upstream_CTCF	27
chr2	1660238	1660388	id-50962	5.63e-06	-	AGGAAGTGGCAGGTTTCAGTCAGGAGGGGGCAGCT	UpstreamP1_CTCF	16
chr2	1661318	1661468	id-50963	1.55e-05	-	AAGAGAGGGTAGTTCCTTGTCAGTAGGGGGCAGGT	V_CTCF_BR	10
chr2	1679627	1679777	id-50964	3.47e-07	+	CAGGAGTGCTGGGGCTGGGCCGGCAGGAGGAGCTC	UpstreamP1_CTCF	30
chr2	1724660	1724810	id-50965	6.8e-06	-	GGAGCAGGAGGGAATTCCACCAGCAGAGGCGGCTT	Upstream_CTCF	14
chr2	1744850	1745000	id-50966	1	+	NA	NONE	2
chr2	1746860	1747010	id-50967	1	+	NA	NONE	30
chr2	1748792	1748942	id-50968	9.71e-06	-	ACTGTGCTGAGCCAGGCGGCCGGCAGAGAGCAGGT	Upstream_CTCF	12
chr2	1754688	1754838	id-50969	7.07e-08	-	GGTGCGAGGCTTCTGTGGGCCTCTAGAGGGCAGAC	V_CTCF_BR	40
chr2	1773622	1773772	id-50970	9.55e-09	-	GGGACTAAGAAGAGGATCACCACCAGGGGGCAGCA	V_CTCF_BR	40
chr2	1793519	1793669	id-50971	3.16e-05	+	GCTGCAACCAATAGCACAACAGAAAGGGGGCGCTG	Upstream_CTCF	25
chr2	1796044	1796194	id-50972	1	+	NA	NONE	5
chr2	1821391	1821541	id-50973	3.22e-09	-	CAGCACCGCCCCCAGGCCACCGCTAGATGGCACTG	UpstreamP1_CTCF	40
chr2	1827090	1827240	id-50974	1	+	NA	NONE	13
chr2	1842988	1843138	id-50975	1.64e-06	+	CCGTCTTTCTGCCTCTTGGCCGCCAAGGGGCACCC	UpstreamP1_CTCF	1
chr2	1843239	1843389	id-50976	6.9e-05	-	GGGGAAACAGTTCAGTGTTCCACTAGGTGGTGTCT	Upstream_CTCF	22
chr2	1858656	1858806	id-50977	2.8e-05	-	GCTGAATTACCACCCCCGAAAACCGGGGGCTGGTT	Upstream_CTCF	37
chr2	1860358	1860508	id-50978	2.27e-05	-	AGAGAGGATGGGATGATAGACCCTAGAGGGAGCAC	V_CTCF_BR	19
chr2	1890288	1890438	id-50979	3.36e-07	+	ATACTTCGAATGCTTTTGTCCGCCAGGGGGCAGCC	V_CTCF_BR	40
chr2	1891849	1891999	id-50980	3.31e-06	+	CTGCAGTAACGTAGATGTTTCTACAGGTGGCAATG	UpstreamP1_CTCF	37
chr2	1895064	1895214	id-50981	4.43e-05	-	GACAGCTGCCTCGCCGAGGCCACCAGGCGGCTGGG	V_CTCF_BR	5
chr2	1895705	1895855	id-50982	1.67e-07	+	GCGGCCCGGCCTCCCCCACCCGCCAGGTGGCTCCA	V_CTCF_BR	0
chr2	1896706	1896856	id-50983	2.97e-06	+	TGTCGAAACACCTGAGTGGCCACTTGGTGGTGGCA	V_CTCF_BR	1
chr2	1901014	1901164	id-50984	1.96e-08	+	TGCTCGGCTCAGTGCCCTGACAGCAGGGGGCGCTG	V_CTCF_BR	39
chr2	1904635	1904785	id-50985	9.31e-05	+	TGATCAATGCCAGTAACTAACATGTGATGGCGCCA	Upstream_CTCF	15
chr2	1914449	1914599	id-50986	2.27e-06	+	GGCAATGAATTGACTGTTACCAGAAGATGGAGCTC	V_CTCF_BR	27
chr2	1944525	1944675	id-50987	1	+	NA	NONE	5
chr2	2016148	2016298	id-50988	8.13e-06	+	GCAGAAGGTAGATTAGTGGCCACTTGGGGCCAGAG	Upstream_CTCF	2
chr2	2099247	2099397	id-50989	4.58e-08	-	GTGTAGTGACCCCCCGCGGCCACAGGTGGGGGCTC	UpstreamP1_CTCF	10
chr2	2105821	2105971	id-50990	4.01e-09	+	CTGCAGTCCCCTACTTATACCACTGGGGGGAAGCT	UpstreamP1_CTCF	32
chr2	2114175	2114325	id-50991	1	+	NA	NONE	1
chr2	2116701	2116851	id-50992	1	+	NA	NONE	5
chr2	2124676	2124826	id-50993	5.21e-08	+	CTGTGTGTTAGACCCACGGCCACCAGGTGGCGATG	V_CTCF_BR	39
chr2	2137952	2138102	id-50994	3.81e-05	+	TGTTTCTTACATCTCCCTACCACCAGATGGCTTCT	V_CTCF_BR	9
chr2	2146247	2146397	id-50995	1.32e-05	+	TGTGTTGTACATGTTCCCATCTGGAGAGGGAGCTC	Upstream_CTCF	9
chr2	2192148	2192298	id-50996	3.22e-05	+	CAGCAGGCACACGCTCACGCCGATAGGAGCCGTGC	UpstreamP1_CTCF	2
chr2	2233795	2233945	id-50997	1.64e-05	+	CAGATTCTCCAGTGACTTGTCAGTAGAGGGAGCCT	V_CTCF_BR	20
chr2	2238305	2238455	id-50998	1	+	NA	NONE	6
chr2	2275236	2275386	id-50999	9.62e-05	-	CCCCAGCTGACTCCCAGAACCACCAGATGACCTCA	UpstreamP1_CTCF	3
chr2	2295775	2295925	id-51000	2.1e-06	-	CCTTCCTTCCCGCTCCACACCAACAGAGGGAAGCA	Upstream_CTCF	22
chr2	2443379	2443529	id-51001	1	+	NA	NONE	3
chr2	2480110	2480260	id-51002	1	+	NA	NONE	1
chr2	2534168	2534318	id-51003	3.05e-07	-	CCGGCAGCTCCGCTCTCCACCAGCTGTGGCCGCCA	Upstream_CTCF	6
chr2	2547037	2547187	id-51004	5.34e-06	+	GGCGCTTCTTCCTTCTCGGCAGGAAGATGGCGCCC	V_CTCF_BR	7
chr2	2585320	2585470	id-51005	1.1e-05	+	CGCTGCCTCGGGGCTCATCCCTCAAGAGGGCGACA	V_CTCF_BR	3
chr2	2590321	2590471	id-51006	1.43e-05	-	TGAGAAGGGGCAGCTGGTGCCACACGGGGGCCCCC	Upstream_CTCF	5
chr2	2617248	2617398	id-51007	1	+	NA	NONE	6
chr2	2666860	2667010	id-51008	1	+	NA	NONE	5
chr2	2686872	2687022	id-51009	1.03e-06	+	TGGGAGGAGGCACGGGCGGCCTCCAGGAGGTGCTG	V_CTCF_BR	7
chr2	2702422	2702572	id-51010	9.25e-06	-	AGCGAACATTTCCTTTCAGCCACAGGAGGGCGATA	V_CTCF_BR	25
chr2	2814366	2814516	id-51011	7.44e-05	-	AGTGCAGCGTCGCTACTGCCCTCTACAGAGCTCTG	Upstream_CTCF	5
chr2	2835518	2835668	id-51012	2.96e-05	+	AATGAGAGGAGTGGGGAGACCTGAGGGTGGAGCCA	V_CTCF_BR	2
chr2	2848050	2848200	id-51013	2.43e-06	+	CTTACCTGGTTGAAAGCTTCCACCAGGGGGCAAGA	V_CTCF_BR	26
chr2	2850589	2850739	id-51014	1.56e-06	-	CAGCCCTCGCCTGGCTCTGCCTCCAGGTGACGCTG	UpstreamP1_CTCF	8
chr2	2942437	2942587	id-51015	2.68e-05	-	ACCGCACTGCGGAGACTGCCCTGGAGCAGCCAGCA	Upstream_CTCF	2
chr2	2996516	2996666	id-51016	1	+	NA	NONE	3
chr2	3005464	3005614	id-51017	8.71e-06	+	TCCTCCACTCTTCTCCCTGCCAGTAGGTGGTGAGG	V_CTCF_BR	32
chr2	3048350	3048500	id-51018	1.34e-06	-	CCAGCAGTGCCGCACAGAGACCAGAGGTGGAGCAC	Upstream_CTCF	4
chr2	3066400	3066550	id-51019	7.44e-06	+	GGAGCATTCTCCCAGAACCACCACAGGGGGAGGCA	Upstream_CTCF	4
chr2	3077161	3077311	id-51020	1	+	NA	NONE	1
chr2	3082561	3082711	id-51021	1.61e-05	+	CTCAAGTCTCCTTCACAGGCCGCTAGATGGCCAGA	UpstreamP1_CTCF	10
chr2	3104905	3105055	id-51022	1.41e-05	+	GTGATGGAGCCGAGAGTGTCCAGCAGGGACAGCGC	UpstreamP1_CTCF	2
chr2	3149555	3149705	id-51023	8.43e-09	-	GACAGGCGGGTGGTGGCTGCCTGCAGGTGGCAGCC	V_CTCF_BR	4
chr2	3172985	3173135	id-51024	1.47e-05	-	TTCTGTCTGGCCCTTCCTACCCCCAGAGGCCAGTC	V_CTCF_BR	17
chr2	3175643	3175793	id-51025	1.56e-06	+	CTGCACTAACTCATCAACACCTCTAGGTGACTAGG	UpstreamP1_CTCF	6
chr2	3183153	3183303	id-51026	8.81e-07	+	CCCACAGGGAGCCGTGAGGCCTCAGGAGGGCGCCA	V_CTCF_BR	34
chr2	3196851	3197001	id-51027	4.31e-05	+	AGACAGTGCCAGGCCCTTGACGCTAGGAGGTGCAC	UpstreamP1_CTCF	7
chr2	3201968	3202118	id-51028	1.37e-05	+	CTCCCAATTTCAGAGGTGGCCACTGGGAGGCGTGA	Upstream_CTCF	31
chr2	3261726	3261876	id-51029	2.74e-08	+	AGGCCTGGAGCCCTGGTGGGCAGCAGGTGGCAGCC	V_CTCF_BR	7
chr2	3269334	3269484	id-51030	8.16e-07	+	ATATCACAATGACTAGGAGCCGGCAGAGGGCAGGG	V_CTCF_BR	2
chr2	3272064	3272214	id-51031	3.65e-07	+	CCGCCCACTCCCCACCTGCACTCCAGAGGGCAGCC	V_CTCF_BR	2
chr2	3284939	3285089	id-51032	6.67e-08	-	GGGCAGGTCCCAGCCACCACAACCAGAGGGCACTT	UpstreamP1_CTCF	4
chr2	3286335	3286485	id-51033	5.51e-07	-	CTGGGCAACGGAGTTGCCGCCGCCAGCTGGCTCTG	V_CTCF_BR	5
chr2	3289792	3289942	id-51034	1	+	NA	NONE	8
chr2	3307482	3307632	id-51035	4.23e-08	-	CGATGGATCCCGCCGTCTGCCAGCAGAGGGCGAAG	V_CTCF_BR	40
chr2	3353211	3353361	id-51036	2.28e-05	+	AAAGAACTGCACAATACCACCACAAGACGGGGATA	Upstream_CTCF	1
chr2	3381669	3381819	id-51037	1.54e-05	-	CCTCTGGGCCGGGTTCTCACCTCCAGGAGTCCCCG	UpstreamP1_CTCF	29
chr2	3383624	3383774	id-51038	5.34e-06	-	CAAAGCCAGTGTGCTCCCTCCCCGAGGTGGCGCTA	V_CTCF_BR	40
chr2	3402795	3402945	id-51039	1	+	NA	NONE	11
chr2	3427780	3427930	id-51040	2.32e-08	+	GCCGTCATTCCCCCGCCCTCCACTAGGTGGCGCAT	Upstream_CTCF	40
chr2	3447601	3447751	id-51041	1	+	NA	NONE	23
chr2	3451975	3452125	id-51042	1	+	NA	NONE	11
chr2	3458780	3458930	id-51043	4.65e-06	+	GTGCGCCACACCCCGGGGACCGCCAGTGGGCGTGT	UpstreamP1_CTCF	0
chr2	3463345	3463495	id-51044	9.71e-06	-	CCTTCCCTAGCACCTGCTGCCACACGGTGGCTGAC	Upstream_CTCF	10
chr2	3466125	3466275	id-51045	4.66e-08	-	GTTGCAATACCCTGTATGCTCACTAGATGGCAAGA	Upstream_CTCF	36
chr2	3470850	3471000	id-51046	1	+	NA	NONE	1
chr2	3485408	3485558	id-51047	1	+	NA	NONE	0
chr2	3496823	3496973	id-51048	2.66e-05	+	CACCCGGTAACACGATCGACCAACAGAGGCCTCAC	V_CTCF_BR	14
chr2	3497559	3497709	id-51049	1	+	NA	NONE	4
chr2	3528982	3529132	id-51050	1	+	NA	NONE	6
chr2	3583300	3583450	id-51051	4.48e-07	+	AGTGCCATCCTGGCTGCTACCTGGAGAGGGAGGAG	Upstream_CTCF	12
chr2	3583611	3583761	id-51052	8.81e-07	+	AAACAGAAAAAGAACATTGCCAGCAGAGGGAGGGC	V_CTCF_BR	36
chr2	3584426	3584576	id-51053	8.19e-06	-	GTGCTCGTGCTCCCTCCTGCCTGCAGGGGCACTCT	UpstreamP1_CTCF	40
chr2	3587581	3587731	id-51054	4.17e-05	+	GCTCCAGTACCGGCAGACACCAGGAGGGGAGTTCT	Upstream_CTCF	18
chr2	3614673	3614823	id-51055	2.04e-05	-	CAACCAGTCGTTCCTTGGGCCGCAAGGGGGCATGT	V_CTCF_BR	0
chr2	3620334	3620484	id-51056	8.33e-05	-	CAAATTGTCTCAGTTGTGACCAGGAGGGGCCCCTC	Upstream_CTCF	5
chr2	3642647	3642797	id-51057	1.32e-05	+	GGGGCAGTGTCCTCGCGGGCCAGCGACGGGCAGGA	Upstream_CTCF	23
chr2	3674401	3674551	id-51058	5.51e-07	+	TGTGGTAGGCGGTGCCCGGGCCCCAGGGGGCGCAG	V_CTCF_BR	19
chr2	3676531	3676681	id-51059	4.85e-07	+	CTGTTGTCGCACGCAGCCAGCGGGAGGGGGCGTTG	UpstreamP1_CTCF	28
chr2	3698707	3698857	id-51060	6.98e-07	-	CCGTCCTCGTCCTCTTTTCCCACTAGATGGCAGTA	V_CTCF_BR	40
chr2	3704724	3704874	id-51061	4.17e-05	+	GCTGGACGCATCCTAACTACGGCTGGGTGGCGGGG	Upstream_CTCF	4
chr2	3710058	3710208	id-51062	2.33e-07	-	ATGCTGTAACATAGGTTCTGCTGCAGGTGGCGCCT	UpstreamP1_CTCF	29
chr2	3714755	3714905	id-51063	5.55e-07	+	TCTTCAGTCCCCCGCTGCACCTCGAGGGGGCCTCT	Upstream_CTCF	4
chr2	3740074	3740224	id-51064	1.1e-05	+	GGTAGCTGCCTACTTTTCAGCACTAGATGGCACCT	V_CTCF_BR	39
chr2	3775823	3775973	id-51065	4.51e-05	+	TTTAAAATACTTTAAGCTTCCACAAGGGGGCCACC	Upstream_CTCF	40
chr2	3776167	3776317	id-51066	1	+	NA	NONE	8
chr2	3786127	3786277	id-51067	4.44e-06	+	CACTAGTTCTCTAGTGATTCCCCCAGAGGGAGCCA	UpstreamP1_CTCF	38
chr2	3786830	3786980	id-51068	1	+	NA	NONE	3
chr2	3789594	3789744	id-51069	3.4e-06	+	GAGACTCTCGCCTTTAGGACAGCCAGGGGGCGGCA	V_CTCF_BR	10
chr2	3802002	3802152	id-51070	5.68e-06	-	GTCTTTAGGAGGGAAGTGACCACGAGGAGGAGCAA	V_CTCF_BR	10
chr2	3815232	3815382	id-51071	1.11e-05	+	CTTTCTCTTCTTCATTTGTCCTGTAGGTGGACTCC	Upstream_CTCF	2
chr2	3828502	3828652	id-51072	1.03e-06	-	CCACCCTGCACCCCTTGAAGCAGTAGGTGGCGCCA	V_CTCF_BR	38
chr2	3832895	3833045	id-51073	1	+	NA	NONE	14
chr2	3852833	3852983	id-51074	4.68e-07	-	CACTCTGAGCCTTTCTCCACCACCAGGGGTCGGAC	V_CTCF_BR	37
chr2	3875343	3875493	id-51075	8.21e-06	-	CCAATGGGTTCTTTTCTGGTCACTAGGTGGCGATC	V_CTCF_BR	38
chr2	3883631	3883781	id-51076	1.23e-05	-	GTGAAATTATCCTTGACCACAGGTGGGTGGCGCTG	UpstreamP1_CTCF	6
chr2	4007008	4007158	id-51077	1.56e-06	+	CAGCTGGTTATCTAAGTGACCACTGGGTGTCACTG	UpstreamP1_CTCF	39
chr2	4101789	4101939	id-51078	1.1e-06	-	TTAGGAAAATATGTCTTTGCCAGCAGGTGGCAACC	V_CTCF_BR	12
chr2	4151749	4151899	id-51079	1.21e-06	+	CTGCAGTAGCAAAATACCACCAGCTGGGTGCCTTC	UpstreamP1_CTCF	4
chr2	4157989	4158139	id-51080	8.81e-07	-	GTGGCCACCGTGCCACTGACAGGCAGGGGGCAGCA	V_CTCF_BR	7
chr2	4402307	4402457	id-51081	3.42e-08	+	GGCTGGCACATAAACTCTGCCAGTAGAGGGCGGTA	V_CTCF_BR	29
chr2	4448628	4448778	id-51082	1.11e-05	+	GATGCATTCTTCCCTAGAGCCTTTAGAGGGAGCAT	Upstream_CTCF	11
chr2	4762805	4762955	id-51083	9.66e-05	-	GGTTCTTGCCTTCTTTTCAGCACTAGGTGGTGTCT	Upstream_CTCF	13
chr2	4810811	4810961	id-51084	2.91e-05	-	TCTTTTGCTTGCTCACACTCCATTAGGGGGCGGTC	Upstream_CTCF	25
chr2	4943028	4943178	id-51085	6.39e-05	-	GTTTCATTATAAACTGTGACCACTTGGGGCTTACG	Upstream_CTCF	4
chr2	4984517	4984667	id-51086	2.01e-05	-	CTCACAGTGTTGATCATAGCCACCAGGGGGGCCCT	Upstream_CTCF	4
chr2	5132467	5132617	id-51087	3.47e-07	+	CAGCACCCCTGGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	16
chr2	5135603	5135753	id-51088	3.11e-05	+	AGCAGGAGGCTGAGATATGACAGCAGGGGGAGTTG	V_CTCF_BR	3
chr2	5217656	5217806	id-51089	4.88e-05	-	CAGAAGTGGCTCAAGAGCTCCACTGAGGGGGAGGC	UpstreamP1_CTCF	9
chr2	5261959	5262109	id-51090	5.92e-05	-	GCAGGGCTTAGGACCTTTGCCACCAGGAGCATGTA	Upstream_CTCF	14
chr2	5376576	5376726	id-51091	1	+	NA	NONE	6
chr2	5431419	5431569	id-51092	1.39e-05	+	ATTTTTATTAAGCACCAGGTCAGCAGGGGGAGCTG	V_CTCF_BR	11
chr2	5506124	5506274	id-51093	8.61e-08	-	CAAAACTGCCCGTGTCAGTCCACCAGGGGGCGCTG	V_CTCF_BR	37
chr2	5508545	5508695	id-51094	1	+	NA	NONE	7
chr2	5670322	5670472	id-51095	1	+	NA	NONE	2
chr2	5728086	5728236	id-51096	2.84e-05	+	CCACAGTCTTCTGCAGCCGCCGCCATGTGGCAGCC	UpstreamP1_CTCF	1
chr2	5729449	5729599	id-51097	5.96e-07	+	GTTATCAGGACAGGAGTTGCCTGCAGGGGGTGCTG	V_CTCF_BR	6
chr2	5765798	5765948	id-51098	1.7e-05	-	TCTCCATTCCCTCATCTGTCCACTGGGGTGCACAC	Upstream_CTCF	25
chr2	5813639	5813789	id-51099	5.34e-06	+	CCCCTCCACGGCCGCGCGGGCGGAGGATGGCACTG	V_CTCF_BR	2
chr2	5831833	5831983	id-51100	1.28e-06	-	CCCGCGGCGGCCCTGGCCGACGGAAGGTGGCGCTT	V_CTCF_BR	20
chr2	5833922	5834072	id-51101	8.21e-06	+	GCACAGCGCCAGCGAGCAGCAGCTGGGGGGCGGCG	V_CTCF_BR	6
chr2	5836308	5836458	id-51102	8.13e-06	-	TCTTCCCCTTCCCCCTTCACCGCTAGAGGTCAAAC	Upstream_CTCF	15
chr2	5875742	5875892	id-51103	1.32e-05	-	CGGGCACTTCCTTTCCCAGTCGCTTGGTGGGAGCA	Upstream_CTCF	4
chr2	5986045	5986195	id-51104	1	+	NA	NONE	9
chr2	5990002	5990152	id-51105	5.74e-05	+	ATCCATAGGCAGAAAGCCTCCAGCAGGTGGGTCCA	UpstreamP1_CTCF	3
chr2	5994046	5994196	id-51106	1	+	NA	NONE	1
chr2	6055580	6055730	id-51107	2.43e-06	-	CCCTCTCCCCAGGGCCCCACCGCAAGGTGGAGACG	V_CTCF_BR	13
chr2	6055957	6056107	id-51108	4.94e-06	-	TGTTTAGGAGACAGAGAGACCAGCAGGGGCAGCAG	Upstream_CTCF	7
chr2	6056294	6056444	id-51109	4.88e-05	-	TCTTTCTGGGTCATTTCCACCAGCAGAGGGACCCC	UpstreamP1_CTCF	32
chr2	6065880	6066030	id-51110	1	+	NA	NONE	2
chr2	6072768	6072918	id-51111	5.51e-07	+	CAGTCTGGCTGGAGCTGGACCGGCTGGTGGCGCCA	V_CTCF_BR	4
chr2	6117745	6117895	id-51112	1.84e-06	+	GGAAGCATGCTGGACACTGCCAGTAGAGGGAGAAG	V_CTCF_BR	17
chr2	6121876	6122026	id-51113	1	+	NA	NONE	8
chr2	6213982	6214132	id-51114	1	+	NA	NONE	7
chr2	6244174	6244324	id-51115	3.65e-07	+	TGTGTTGGTTGGCCTCCAGCCAGGAGGTGGCGCTT	V_CTCF_BR	9
chr2	6325197	6325347	id-51116	1	+	NA	NONE	3
chr2	6354727	6354877	id-51117	7.49e-07	+	TGGCTCTTCCTCTCTGTGGCCACAAGGAGACGGCT	UpstreamP1_CTCF	11
chr2	6493159	6493309	id-51118	1.21e-09	+	GGAGCAGTTCCCATGCCCGTCACCAGGTGGCAGAG	Upstream_CTCF	38
chr2	6496644	6496794	id-51119	1	+	NA	NONE	7
chr2	6592956	6593106	id-51120	4.21e-05	+	CAAAAAGTACAAAAAGTAGCCAGTGGGTGGAGCAT	V_CTCF_BR	26
chr2	6603280	6603430	id-51121	3.11e-05	-	AAAAGCAGGCATGGACTTTCCAGCAGGTGGTGTTA	V_CTCF_BR	5
chr2	6666458	6666608	id-51122	7.55e-07	-	TTGAACCAGTTACATGGGACCACAAGGGGGAGGTG	V_CTCF_BR	29
chr2	6911763	6911913	id-51123	6.8e-06	-	CTGCTCATTCCTCCGTTTCCCGCTAGGGGAAGGTC	UpstreamP1_CTCF	11
chr2	6913383	6913533	id-51124	1.09e-07	-	GCGGCATCGCGAGGACTGACCACTGGGTGGCACTG	Upstream_CTCF	40
chr2	6931895	6932045	id-51125	2.78e-06	+	AGGACTTGACCCACACTGGCCCACAGGTGGCAGCC	V_CTCF_BR	22
chr2	6966667	6966817	id-51126	8.58e-08	+	GGTGCTGCTCAAAGAATAGACTGTAGGGGGCGGTA	Upstream_CTCF	40
chr2	6968482	6968632	id-51127	8.21e-06	-	GATCAAATACATTACATTTCCACTAGAGGGAGGAA	V_CTCF_BR	39
chr2	6986161	6986311	id-51128	1.31e-05	+	CAGGGAGAAAAATTCCTTTCCACTAGGTGGCATTG	V_CTCF_BR	20
chr2	7005579	7005729	id-51129	1.63e-05	+	CCAGCAGCGCCGCCAGGCGGGGGTCGGGGGCGTCT	Upstream_CTCF	25
chr2	7006637	7006787	id-51130	1.1e-05	-	TGCTGATGCTGGACTGTGGCAGGCAGAGGGTGCTA	V_CTCF_BR	36
chr2	7018154	7018304	id-51131	1	+	NA	NONE	13
chr2	7027882	7028032	id-51132	1	+	NA	NONE	1
chr2	7037406	7037556	id-51133	1.03e-07	+	GCTGCAATTTCAGTGTTCCTCACTAGGTGGCATTT	Upstream_CTCF	40
chr2	7057351	7057501	id-51134	2.91e-05	+	CCTGCGGGGCGGCTCCGGGCCTCGGGCCGGCGCAG	Upstream_CTCF	34
chr2	7058875	7059025	id-51135	6.73e-07	-	CTGTTACCCCAGCCTTGATCCTGCAGGAGGCAGCG	UpstreamP1_CTCF	34
chr2	7062597	7062747	id-51136	1.18e-05	+	ATGCATGGTGTGTTAAGGTCCTCTGGAGGGCAGAG	UpstreamP1_CTCF	27
chr2	7108644	7108794	id-51137	1.64e-05	-	TGATGAGAATAGACTGATCCCAGTAGGGGGAGCAA	V_CTCF_BR	22
chr2	7148075	7148225	id-51138	1	+	NA	NONE	28
chr2	7154599	7154749	id-51139	2.67e-06	-	ATTGCACATGCCTCGTTCTCCTGTAGGTGGCCCTG	Upstream_CTCF	38
chr2	7164544	7164694	id-51140	4.3e-06	-	CCAGAGACTCCAGGCAGTACCAGCAGAAGGCGTGC	Upstream_CTCF	2
chr2	7169939	7170089	id-51141	9.25e-06	-	CTGGACAGCACAGCCTCGGGCTCTAGAGGGAGCTT	V_CTCF_BR	20
chr2	7171921	7172071	id-51142	2.58e-07	+	TCTGCTGCACCTGTCAACTCCACCTGGCGGCACAG	Upstream_CTCF	7
chr2	7174538	7174688	id-51143	3.63e-06	-	CCGGAAGCCTGAAAACTAGGCAGGAGGTGGCAGAA	V_CTCF_BR	28
chr2	7177974	7178124	id-51144	2.31e-07	+	CATTTACTGGCCACACTGAACACTAGGTGGCGGTC	Upstream_CTCF	40
chr2	7184522	7184672	id-51145	2.19e-10	-	CTGCAGTACCGGTTGGGCACCACAAGAGGGAGCCA	UpstreamP1_CTCF	40
chr2	7224129	7224279	id-51146	2.2e-07	-	GTGTAATTCAGGCTGCGACACACTAGATGGCACTA	UpstreamP1_CTCF	40
chr2	7237489	7237639	id-51147	5.93e-10	+	ATGCAGCGCCACGATTCGGTCAGCAGGTGGCGCGC	UpstreamP1_CTCF	40
chr2	7251858	7252008	id-51148	9.25e-06	-	TCAGACAAAGAAAGAGGTGCCACAGGGTGGCAGGA	V_CTCF_BR	30
chr2	7259267	7259417	id-51149	9.25e-06	+	ATCACCCACTTTGTCCTCAACAGCAGGTGTCACTG	V_CTCF_BR	39
chr2	7273758	7273908	id-51150	6.84e-06	-	GAAAGAGAGGCATGGGCAGCCAGCAGGGGGCCCAG	V_CTCF_BR	34
chr2	7291851	7292001	id-51151	4.1e-06	-	AGTGCCAAGTCCCCAACAACCGCCAGGGGCCTCAA	Upstream_CTCF	5
chr2	7343199	7343349	id-51152	1.65e-07	+	GTGAACTTCTGAGGGCCCACCAATAGGTGGCGCAA	UpstreamP1_CTCF	38
chr2	7497167	7497317	id-51153	1.85e-05	+	TCCTCACTGACCTTGTCCGCCGCCAGGTGGACTGA	Upstream_CTCF	4
chr2	7498216	7498366	id-51154	1	+	NA	NONE	3
chr2	7499118	7499268	id-51155	1.04e-05	-	AAGGGCAGGGCTGTGGTCGCCAGTGGGGGCAGCAC	V_CTCF_BR	4
chr2	7504159	7504309	id-51156	1.17e-05	-	GGGGAAGCAGGCATCTTCTTCACAAGGTGGCAGTA	V_CTCF_BR	24
chr2	7510792	7510942	id-51157	1	+	NA	NONE	2
chr2	7518373	7518523	id-51158	6.74e-08	+	GCAGCCGTTCACGCAGTTGCCCCCAGGGGCAGTGA	Upstream_CTCF	16
chr2	7520071	7520221	id-51159	1	+	NA	NONE	17
chr2	7534431	7534581	id-51160	1.11e-05	+	CTAGCTATGCCACCAAGAGCCTCTGGGGGCAAATT	Upstream_CTCF	16
chr2	7567540	7567690	id-51161	2.02e-06	+	TTGGTATTAGTCGGATTGAACACTAGATGGCACTG	UpstreamP1_CTCF	40
chr2	7569961	7570111	id-51162	1	+	NA	NONE	18
chr2	7650565	7650715	id-51163	3.11e-05	+	GCCATGACATTAAACTTTGTCAGTAGAGGGTGGTA	V_CTCF_BR	16
chr2	7798716	7798866	id-51164	5.96e-07	-	CCCGCCATCAGGCTATTGACCAGCAGGAGGAGGCA	V_CTCF_BR	9
chr2	7799826	7799976	id-51165	1	+	NA	NONE	3
chr2	7812307	7812457	id-51166	5.93e-10	-	TTGCAATTTAGGGATGCAGCCACCAGGTGGCAGGA	UpstreamP1_CTCF	40
chr2	7834892	7835042	id-51167	1	+	NA	NONE	1
chr2	7837340	7837490	id-51168	1	+	NA	NONE	14
chr2	7844700	7844850	id-51169	1	+	NA	NONE	8
chr2	7865375	7865525	id-51170	1	+	NA	NONE	21
chr2	7949897	7950047	id-51171	1	+	NA	NONE	8
chr2	7993603	7993753	id-51172	5.72e-07	+	TTGCTATTCCTAATGATGAAGACCAGAGGGCTCCC	UpstreamP1_CTCF	10
chr2	8022567	8022717	id-51173	5.63e-06	+	CAGTGCTAGGAGGGACTGGCCAGTAGGGGTCCAGA	UpstreamP1_CTCF	9
chr2	8092581	8092731	id-51174	2.4e-05	-	GTGAGCCAGGGATTTGTGGCAGCGAGGGGTCGCTG	V_CTCF_BR	5
chr2	8093321	8093471	id-51175	3.16e-06	+	ATGCAGGAGCTATGAGCCAACAGCAGGGAGAGGGG	UpstreamP1_CTCF	1
chr2	8141123	8141273	id-51176	2.18e-07	+	TCCTTGAGTTTGGCCTTGACCAGCAGGTGGCAACA	V_CTCF_BR	38
chr2	8143682	8143832	id-51177	1	+	NA	NONE	6
chr2	8156046	8156196	id-51178	4.14e-06	-	TCATCCATTTATTGTGCATCCTCCAGGTGGCAGGC	V_CTCF_BR	4
chr2	8227823	8227973	id-51179	1.1e-06	+	TTCTGCTGCCACTCCCTTCCCACCAGAGGGTGGTC	V_CTCF_BR	4
chr2	8231133	8231283	id-51180	1	+	NA	NONE	7
chr2	8248226	8248376	id-51181	8.33e-05	+	CCTGAGATCCAGCGTCCTTTCCCTAGGTGTCAGCA	Upstream_CTCF	10
chr2	8273626	8273776	id-51182	1	+	NA	NONE	15
chr2	8329593	8329743	id-51183	5.34e-06	-	TTGGAAAGCAAATGTGACACCTGGAGGGGGCAGCC	V_CTCF_BR	6
chr2	8369801	8369951	id-51184	1	+	NA	NONE	19
chr2	8425214	8425364	id-51185	3.18e-06	-	CTCCTCTCTAGAGGTCCAGCCTGTAGGGGGAGATA	V_CTCF_BR	34
chr2	8442580	8442730	id-51186	1	+	NA	NONE	4
chr2	8443786	8443936	id-51187	2.6e-05	-	TTGCAGCCCTCCCTGTTAACCTCGACACGGCCCCC	UpstreamP1_CTCF	14
chr2	8470515	8470665	id-51188	2.23e-06	-	TTGCTTGTGAGGCTTTCAGGCAGCAGGAGGCAGCC	UpstreamP1_CTCF	6
chr2	8557597	8557747	id-51189	1.63e-05	+	GGACCTCCTCCTGGCGCCACCACCAGGGAGAGGTG	Upstream_CTCF	3
chr2	8562020	8562170	id-51190	1.48e-06	+	GGCCCCTCCTTCAAGGTCTCCAGTAGTGGGAACTG	V_CTCF_BR	6
chr2	8570882	8571032	id-51191	7.62e-07	+	TCAGGAGGACCTGGGTTTGCCTCCAGGGGGTCCCA	Upstream_CTCF	21
chr2	8573720	8573870	id-51192	3.22e-05	-	CCCCAGTACCAAGCCACCCCCAACAGCTGGAGTAG	UpstreamP1_CTCF	2
chr2	8619639	8619789	id-51193	1	+	NA	NONE	1
chr2	8656300	8656450	id-51194	1	+	NA	NONE	11
chr2	8665684	8665834	id-51195	1.39e-05	+	AGCAGGTGTCCTCTTTCATCCAGCTGGGGTCACTG	V_CTCF_BR	26
chr2	8675391	8675541	id-51196	6.43e-06	+	GCCCCGCTCCCAGTAAGTTGCAGCAGGGGGAGGAG	V_CTCF_BR	9
chr2	8680265	8680415	id-51197	9.51e-07	+	CTCACGGCCACTGCTCCCTCCTGAAGGTGGCAGCA	V_CTCF_BR	23
chr2	8685140	8685290	id-51198	5.01e-06	-	CCGAGAGCTGGACCGGGCGCCAGCAGAGGGGGCTG	V_CTCF_BR	36
chr2	8688805	8688955	id-51199	6.51e-07	-	GATGCCATGCCATGATCTCACTCCAGGGGGCTGGG	Upstream_CTCF	16
chr2	8714440	8714590	id-51200	8.56e-05	+	CATCGGCCACCCGCTAGGGCCGCCAGAGTGAAAGC	UpstreamP1_CTCF	2
chr2	8738380	8738530	id-51201	1	+	NA	NONE	16
chr2	8739889	8740039	id-51202	8.9e-05	+	CCACAGGTGCTCCTAGAGGCCACCATGTGGGAGAA	UpstreamP1_CTCF	2
chr2	8767729	8767879	id-51203	6.49e-06	+	AGAGCAGCCTCAACGCCACCCCCTAGAGAGCAGAA	Upstream_CTCF	17
chr2	8767937	8768087	id-51204	1.15e-07	+	GTGGCCCGGAGGAGGCCGCCCTGCAGAGGGCTCCC	V_CTCF_BR	9
chr2	8768817	8768967	id-51205	8.81e-07	-	CAACCCTCCGCTTTCTCTTCCACAAGGGGGCTCCC	V_CTCF_BR	9
chr2	8785134	8785284	id-51206	4.66e-08	+	GGTGCCCTGGGCCCCGTGAACACCAGGGGGCCCCC	Upstream_CTCF	24
chr2	8802815	8802965	id-51207	9.25e-06	-	CCCAGCTCTGCCTTTTCCTCCTCCAGGAGGCAGGG	V_CTCF_BR	32
chr2	8819479	8819629	id-51208	5.92e-05	+	AGGGGAACCGCACCAACACCCACCAGCGGAAGCCC	Upstream_CTCF	26
chr2	8822152	8822302	id-51209	2.01e-05	+	GGTGCCAAGCGCAGCTAGCTCAGCAGGCGGCAGCG	Upstream_CTCF	26
chr2	8825987	8826137	id-51210	7.94e-12	-	GCCGCCGTCCTCGTGTCGGCCAGCAGGTGGCGCCC	V_CTCF_BR	40
chr2	8833491	8833641	id-51211	3.4e-06	+	CGACTCCGGGTTAGCATGGCCAGTTGGGGGCGTGA	V_CTCF_BR	40
chr2	8837452	8837602	id-51212	1.31e-05	+	AACAAGTTCTCTCCTAGAGCCTCCAGGAGGAGCAC	V_CTCF_BR	7
chr2	8882999	8883149	id-51213	5.37e-06	+	TTTCAATGAAACACAGTTACCACCAGGAGCAGCAT	UpstreamP1_CTCF	8
chr2	8901812	8901962	id-51214	7.23e-07	-	TTAGCAATATTCAAAAAGTCCACAAGATGGGAGCA	Upstream_CTCF	40
chr2	8944148	8944298	id-51215	1.21e-05	+	TGTTCACTTGACCAACTGTCCAGAGGAGGCAGGTG	Upstream_CTCF	33
chr2	9013081	9013231	id-51216	3.4e-06	+	CCAATTGGTCTTTATGTATCCTCAAGAGGGCGCAC	V_CTCF_BR	40
chr2	9017612	9017762	id-51217	9.11e-08	-	ACTGCCGTATCCAGGCCCTGCAGCAGGTGGGGCAC	Upstream_CTCF	0
chr2	9022338	9022488	id-51218	1.64e-06	+	TTAGCAGCTAACCTCGTGGCCCATAGGAGGCGCAA	Upstream_CTCF	40
chr2	9044188	9044338	id-51219	7.82e-06	+	CTGTGATTACAGTTGTGCGCCACCACGTGGCTAAT	UpstreamP1_CTCF	5
chr2	9097026	9097176	id-51220	7.49e-07	-	TTGTAGTTCATATTGGCCAACTCCAGGGGACACCA	UpstreamP1_CTCF	25
chr2	9101838	9101988	id-51221	1.31e-05	+	CACACCCCTCAAATCTCCACCCGCAGGGGGCATAA	V_CTCF_BR	4
chr2	9126904	9127054	id-51222	6.18e-07	-	CCTGCCTTGCAGACAGCCACCACTTGGGGGTGTGC	Upstream_CTCF	39
chr2	9204956	9205106	id-51223	1.04e-05	+	TGAGACTGGGAGCTGGTTGCCTCTAGTGGTAGCTG	V_CTCF_BR	5
chr2	9236000	9236150	id-51224	1.56e-05	-	GCTTCTCCACAGGGTGGGGGCAGCAGAGGCCATGC	Upstream_CTCF	27
chr2	9240575	9240725	id-51225	9.25e-06	-	GAGATTAGTAGTGAATGCCCCAGGAGAGGGAGCTA	V_CTCF_BR	3
chr2	9243251	9243401	id-51226	5.48e-05	-	CCTGGGCTGCTCTCACTGGACGATAGAGTGCAGGC	Upstream_CTCF	16
chr2	9251050	9251200	id-51227	4.01e-05	-	CCGGCCCTTCACTGAGCTGGGCAAAGGGGGCGCTG	Upstream_CTCF	39
chr2	9254697	9254847	id-51228	1	+	NA	NONE	29
chr2	9278799	9278949	id-51229	2.55e-06	+	TCTGTTGCAGCGGCCAACACCACAGGGTGTCGCTG	Upstream_CTCF	36
chr2	9279946	9280096	id-51230	1.67e-07	-	GCCAGAAATCCCTAGGTGTCCAGGAGGTGGCGCTG	V_CTCF_BR	40
chr2	9280808	9280958	id-51231	1	+	NA	NONE	12
chr2	9282954	9283104	id-51232	3.18e-09	+	GGCGCAGCATCGACATTCGCCACCAGGGGGTGCTG	Upstream_CTCF	40
chr2	9285885	9286035	id-51233	3.36e-05	-	CCGCAGGCTTCGTCAGCTCCCACCTGGCGCCGCCT	UpstreamP1_CTCF	1
chr2	9300983	9301133	id-51234	7.11e-06	-	GATGTAGAATCAGCGAAGTCCTGTGGAGGGCAGCT	Upstream_CTCF	17
chr2	9309119	9309269	id-51235	1	+	NA	NONE	5
chr2	9318484	9318634	id-51236	1	+	NA	NONE	4
chr2	9341705	9341855	id-51237	1	+	NA	NONE	3
chr2	9346416	9346566	id-51238	5.96e-07	+	CGCCGGCGGAGCGCATCCTCCGGCAGGGGGCGAGC	V_CTCF_BR	38
chr2	9370601	9370751	id-51239	4.3e-06	-	CCTTCCCTCCCACACCCCTCCTGCAGGAGGCTGAG	Upstream_CTCF	21
chr2	9374516	9374666	id-51240	1	+	NA	NONE	3
chr2	9376006	9376156	id-51241	1	+	NA	NONE	2
chr2	9389614	9389764	id-51242	1	+	NA	NONE	12
chr2	9397048	9397198	id-51243	4.43e-05	-	GAAAGTGACAGGCTGTTAGCAGGCAGGAGGCACTC	V_CTCF_BR	8
chr2	9401758	9401908	id-51244	1	+	NA	NONE	13
chr2	9402782	9402932	id-51245	2.43e-06	-	ACTGGGCTGCCACTGCTGTCCACTAGCGGTCACAT	Upstream_CTCF	4
chr2	9418683	9418833	id-51246	1	+	NA	NONE	17
chr2	9427835	9427985	id-51247	1.41e-05	-	TTCCAATCATTGTTGTTAGCCAGCAGCGGGGAGAA	UpstreamP1_CTCF	11
chr2	9433111	9433261	id-51248	1	+	NA	NONE	0
chr2	9473835	9473985	id-51249	6.19e-06	-	GGGCTGGTGTTCAGTGCTGCCTCTGGAGGGTGCTG	UpstreamP1_CTCF	40
chr2	9492937	9493087	id-51250	1	+	NA	NONE	2
chr2	9511643	9511793	id-51251	9.25e-06	-	CCGTCTTGGGATTCACAGGCCACTAGAGGGTGTCC	V_CTCF_BR	40
chr2	9516288	9516438	id-51252	1.74e-07	+	CCAGCACTGAGCTGTGCTGCCGCCAGAGGGCCCAG	Upstream_CTCF	7
chr2	9527622	9527772	id-51253	3.5e-05	-	ATGCTACCCCACAGGGTGGCCAGCTCTGGCCAGCC	UpstreamP1_CTCF	5
chr2	9542301	9542451	id-51254	1	+	NA	NONE	12
chr2	9562709	9562859	id-51255	1	+	NA	NONE	23
chr2	9563277	9563427	id-51256	1	+	NA	NONE	8
chr2	9576926	9577076	id-51257	6.84e-06	-	TTAAGACTTCTGATGGCAACCGGAAGGGGTCGCCA	V_CTCF_BR	21
chr2	9613691	9613841	id-51258	1.82e-06	+	CACCTGTGCCCAAGTCCTGCCACCAGGAGGTGAGT	UpstreamP1_CTCF	35
chr2	9695800	9695950	id-51259	1	+	NA	NONE	40
chr2	9696218	9696368	id-51260	1	+	NA	NONE	15
chr2	9697902	9698052	id-51261	1	+	NA	NONE	30
chr2	9710937	9711087	id-51262	1	+	NA	NONE	31
chr2	9714111	9714261	id-51263	1.92e-06	-	CTGTAGTCCCAGCTACCAGCCACTAGGGAGGCTGA	UpstreamP1_CTCF	33
chr2	9751763	9751913	id-51264	1.69e-05	-	TCGCACCACTGCATTCCAGCCTCTGGGTGACACAG	UpstreamP1_CTCF	23
chr2	9752710	9752860	id-51265	1	+	NA	NONE	13
chr2	9764726	9764876	id-51266	1	+	NA	NONE	0
chr2	9798019	9798169	id-51267	2.1e-05	+	AATCACTGCTGCGAGGTGGCCTCCAGGGGTGGTGT	UpstreamP1_CTCF	23
chr2	9806214	9806364	id-51268	2.27e-05	+	TGGCCACGTCAATATCCTGTCCCCAGGGGGCTCTG	V_CTCF_BR	8
chr2	9830967	9831117	id-51269	1	+	NA	NONE	14
chr2	9839853	9840003	id-51270	1	+	NA	NONE	5
chr2	9843963	9844113	id-51271	8.21e-06	-	CTCATTGACCTCACCTACTCCAGCAGGGGGTGGAG	V_CTCF_BR	31
chr2	9848097	9848247	id-51272	5.7e-05	-	GGTGGTGATCCCAGGGAGGAAGCTAGAGGGAGCAG	Upstream_CTCF	20
chr2	9869791	9869941	id-51273	2.72e-05	+	CTGCAGGGTGGACAGTCTGCCAGAAGCTTCCTGTC	UpstreamP1_CTCF	1
chr2	9876082	9876232	id-51274	1	+	NA	NONE	3
chr2	9877508	9877658	id-51275	3.48e-06	-	GGGTACTAGGGTGAGTAGGGCACTAGGGGGAGTTG	UpstreamP1_CTCF	38
chr2	9903222	9903372	id-51276	1	+	NA	NONE	5
chr2	9905803	9905953	id-51277	8.5e-06	-	AAGGCAACAGCCCCTGTGTCCTTTAGGGGGTGCAC	Upstream_CTCF	19
chr2	9908704	9908854	id-51278	1	+	NA	NONE	27
chr2	9910620	9910770	id-51279	5.01e-06	+	TCTCATTCATCCTCATACACCGCCAGGTGGAGCCA	V_CTCF_BR	39
chr2	9911810	9911960	id-51280	1	+	NA	NONE	24
chr2	9918160	9918310	id-51281	3.79e-08	+	CAGCACTGCCAGCTCCTCTCCTCAAGGTGGAGCTC	UpstreamP1_CTCF	39
chr2	9922698	9922848	id-51282	1	+	NA	NONE	20
chr2	9936650	9936800	id-51283	3.09e-05	-	CTGCTATGTGTGTCCCTCTCCACCAGGACGACTGC	UpstreamP1_CTCF	35
chr2	9939908	9940058	id-51284	1.12e-08	+	AACGCGCTTCCAGATCTTGCCACCAGAGGGCAGGA	Upstream_CTCF	40
chr2	9949253	9949403	id-51285	1	+	NA	NONE	3
chr2	9954070	9954220	id-51286	9.87e-11	+	GCGCGATGGAGGCGCGGTGCCACCAGGTGGCGCCG	V_CTCF_BR	40
chr2	9983607	9983757	id-51287	7.23e-07	+	CCCGCGGCGCCGCGATGGACCTCGAGGAGGCGGTA	Upstream_CTCF	37
chr2	9984025	9984175	id-51288	1	+	NA	NONE	35
chr2	10054901	10055051	id-51289	1.31e-05	-	CACTGAGCTCTGGGCCTGAGCAGCAGTTGGTAGTG	V_CTCF_BR	31
chr2	10072826	10072976	id-51290	2.8e-05	-	GCTGCCTCTGTAAACTACACCTCTGGGGGCAGCAC	Upstream_CTCF	8
chr2	10091207	10091357	id-51291	1	+	NA	NONE	21
chr2	10124441	10124591	id-51292	1.84e-07	+	ACTGTAATTCCAATAATGTCCACTATGTGGTGCAC	Upstream_CTCF	40
chr2	10133725	10133875	id-51293	1	+	NA	NONE	11
chr2	10134762	10134912	id-51294	1	+	NA	NONE	1
chr2	10148691	10148841	id-51295	1	+	NA	NONE	7
chr2	10160297	10160447	id-51296	1	+	NA	NONE	1
chr2	10162764	10162914	id-51297	2.19e-05	-	CGGCACCTGGGCCTCTCGGGCAGTAGGCGATGCTA	UpstreamP1_CTCF	8
chr2	10163570	10163720	id-51298	1.76e-05	+	CTGCAGCAGAGTTATGGGGACACCAACTGGCTGGT	UpstreamP1_CTCF	28
chr2	10168523	10168673	id-51299	1.54e-05	-	TTGCATTTTATTCAGAGAACCAAGAGGAGGCACTC	UpstreamP1_CTCF	18
chr2	10176242	10176392	id-51300	1.38e-07	+	GCTGTGGCTACGGAACAGGCCAGCAGGAGGAGCCA	Upstream_CTCF	40
chr2	10180228	10180378	id-51301	1	+	NA	NONE	10
chr2	10181838	10181988	id-51302	1	+	NA	NONE	0
chr2	10182807	10182957	id-51303	3e-08	+	CCTGCAGGCTCGAGGACTTCCCGGAGGGGGCGGCG	Upstream_CTCF	21
chr2	10188928	10189078	id-51304	1.1e-06	-	AACGTCTACTGCAATGTGAACAGAAGGGGGCACTG	V_CTCF_BR	39
chr2	10194653	10194803	id-51305	1.82e-07	-	CCGTCAGCACCCAGAGCCGCCAGCTGAGGGCTCCA	V_CTCF_BR	19
chr2	10198399	10198549	id-51306	1	+	NA	NONE	12
chr2	10199177	10199327	id-51307	1	+	NA	NONE	0
chr2	10212808	10212958	id-51308	1.55e-08	+	AGTCTCGTTCTGTTGCTCACCACCAGAGGGCACTG	V_CTCF_BR	40
chr2	10220085	10220235	id-51309	7.9e-07	+	GCGCAGCGTCTCGTCCCTGCCGTCGGGGGGCGCCA	UpstreamP1_CTCF	28
chr2	10220512	10220662	id-51310	6.49e-06	+	AGGCAGGGCTGCATAGGCGTCCCGAGGGGGCGCAC	UpstreamP1_CTCF	2
chr2	10231906	10232056	id-51311	8.21e-06	-	CAGTGGATGTCGCACCAGGGCTGCAGGTGGAGCTG	V_CTCF_BR	4
chr2	10234350	10234500	id-51312	2.5e-05	-	AATCCCCTCACGCATTTGGCCACTAGAGGCGGGCA	UpstreamP1_CTCF	4
chr2	10237633	10237783	id-51313	3.56e-06	+	GCTGGGGCTCCCCCAGCGGCCGCCAGCGGTACACA	Upstream_CTCF	40
chr2	10258374	10258524	id-51314	2.59e-06	-	AAGCAGGAAGCAGGGTGGACAACCAGATGGAGCTG	UpstreamP1_CTCF	6
chr2	10264768	10264918	id-51315	2.11e-06	+	TTAACTTTGATGTGTTTTGCCACTAGGTGGAGCGA	V_CTCF_BR	38
chr2	10280928	10281078	id-51316	2.68e-05	+	TGTTGATGAGCACTCGCAGCCACCAGGGGAAGCAG	Upstream_CTCF	25
chr2	10281446	10281596	id-51317	1	+	NA	NONE	10
chr2	10282598	10282748	id-51318	2.17e-08	+	TCTGCCGTTCTACGTGTGGCCAGGCGGGGGAGCTT	Upstream_CTCF	37
chr2	10297495	10297645	id-51319	4.02e-07	+	TATGCACTTGTGAAGTCAGCCTCCAGATGGAGAAA	Upstream_CTCF	17
chr2	10302054	10302204	id-51320	1	+	NA	NONE	3
chr2	10303442	10303592	id-51321	5.72e-09	+	GCTGGGGCCAAGCCCACCACCTGCAGGGGGCACCA	V_CTCF_BR	31
chr2	10309363	10309513	id-51322	2.86e-06	-	TTGCACGTCTAAAACTACACCTGAAGGGGGTGCTT	UpstreamP1_CTCF	22
chr2	10328438	10328588	id-51323	1.09e-06	+	GTGGGGCCTCTCTTCCTGGCCAGCAGGTGGCCGCC	UpstreamP1_CTCF	38
chr2	10336507	10336657	id-51324	4.48e-07	+	GTGGCTGTTTCTGTGGTGACCAGCAGCCGGCACTG	Upstream_CTCF	5
chr2	10349032	10349182	id-51325	7.11e-06	-	ACTGGGGAGGCCAGTTTGGCCACCAGGAGACAGGA	Upstream_CTCF	5
chr2	10361365	10361515	id-51326	3.42e-08	+	GTGGCACCCTGGGAGATGGCCAGCTGTGGGCGCCC	V_CTCF_BR	10
chr2	10364155	10364305	id-51327	1.61e-05	-	TTGCTATTCACATGCCAGGCCTCTGGGAGGCTAGT	UpstreamP1_CTCF	10
chr2	10374187	10374337	id-51328	1.65e-07	+	CTGCAGTACTACATACAGGCCTCAAGGAGAAGCTG	UpstreamP1_CTCF	20
chr2	10379922	10380072	id-51329	8.61e-08	-	GCGCTGGGGGCCGGCCTCGCCAGCAGGGGCAGCAC	V_CTCF_BR	30
chr2	10393726	10393876	id-51330	8.13e-06	+	GATGGAGCACCAGCTTTAACCCACAGGGGAGGCTC	Upstream_CTCF	7
chr2	10397042	10397192	id-51331	8.98e-06	+	ACGCAGCGCCCCCTGACCAGCAGGTGCGGGAAGCA	UpstreamP1_CTCF	2
chr2	10400445	10400595	id-51332	9.88e-07	-	GCTGTAATTGCAGTTCTCTCCAGCTGAGGGATGCT	Upstream_CTCF	13
chr2	10406317	10406467	id-51333	1.48e-06	+	GTCTGCAGCAAAGGATGGCCCGGGAGGGGGCGGTG	V_CTCF_BR	14
chr2	10408387	10408537	id-51334	5.34e-06	-	ACCTCTGGATGCCATCTTGCCTCCAGAGGGAGACT	V_CTCF_BR	7
chr2	10410757	10410907	id-51335	7.46e-06	+	AGCCAGTTTCTCAGCTCCTGCCCCAGGGGGCAGGC	UpstreamP1_CTCF	38
chr2	10417965	10418115	id-51336	4.17e-05	+	TGAGGAACTCTGCATCTGAGGAACAGGTGGAGGGG	Upstream_CTCF	4
chr2	10425871	10426021	id-51337	3.4e-06	-	GCCTCCCGACACCCCACGTCCTGGGGAGGGCAGTG	V_CTCF_BR	12
chr2	10442710	10442860	id-51338	1.18e-05	+	CGGCAGGGCCAGGTTTGGGCCGCGAGGGCCGAGGA	UpstreamP1_CTCF	37
chr2	10444274	10444424	id-51339	1.17e-05	-	CGCAGTCGCTGCCTCCCGGCCAGGAGAGGGACCCC	V_CTCF_BR	32
chr2	10445980	10446130	id-51340	9.62e-05	-	CTGTGCTTGCAGAGCCCTGAAGGTAGGGGGTGTGA	UpstreamP1_CTCF	37
chr2	10457904	10458054	id-51341	6.49e-06	+	ATCCTAGACCACATGAAGCCCACAAGGGGGCCCTG	UpstreamP1_CTCF	13
chr2	10461862	10462012	id-51342	2.94e-06	+	TGTGTATCTGTACTGCATGCCTGTAGATGGCGGAA	Upstream_CTCF	3
chr2	10471112	10471262	id-51343	8.16e-07	-	CGGGAGAGCAGATGGGAGGCCACGAGATGGAGCGA	V_CTCF_BR	11
chr2	10487456	10487606	id-51344	7.46e-06	-	GCGAAGTGACCATTATCAGGCGCTGGGGGGCACAT	UpstreamP1_CTCF	8
chr2	10506825	10506975	id-51345	8.33e-05	+	GCTTCCACTCCCGTCTTCTCCACTAGGAGCTCTGT	Upstream_CTCF	3
chr2	10514806	10514956	id-51346	1.03e-06	+	CGGCAGTTCCACCCTACGGCGTAGAGGAGGCGCCC	UpstreamP1_CTCF	6
chr2	10525695	10525845	id-51347	1.73e-05	+	GAATCCGGTGTCTGCTTGGCCGCGTGGTGTCACTA	V_CTCF_BR	8
chr2	10526519	10526669	id-51348	1	+	NA	NONE	8
chr2	10549353	10549503	id-51349	4.34e-07	-	CTGAAGTGTGGCTGGGCCGACGCTAGAGGGAGCTG	UpstreamP1_CTCF	40
chr2	10575170	10575320	id-51350	1.96e-08	-	ATGGCCCTCCTAGCTATGGACACCAGGGGGCAGCA	V_CTCF_BR	40
chr2	10579623	10579773	id-51351	6.05e-06	+	CCCTGAGCTAACTCGGCAGCCACATGAGGGCTCCT	V_CTCF_BR	5
chr2	10587812	10587962	id-51352	2.96e-05	-	GGGAGGCCCTGGCGGCCGCGCAGCAGGTGCAGGGG	V_CTCF_BR	22
chr2	10588797	10588947	id-51353	1.48e-06	-	CTCGGGCACGAGGTACTGAACGCCAGGTGGAAGCA	V_CTCF_BR	36
chr2	10600788	10600938	id-51354	2.5e-05	+	CAGCAATGAGGGCACATGGGAAGGATAGGGCGCCA	UpstreamP1_CTCF	5
chr2	10607096	10607246	id-51355	2.4e-05	+	GTCGTAGGAGAGAGAACCGACAGCAGGGGTCTCCT	V_CTCF_BR	6
chr2	10607580	10607730	id-51356	1.28e-06	+	GGACGGGCACCACTTCCATCCAGCAGATGTCAGCG	V_CTCF_BR	17
chr2	10612255	10612405	id-51357	1.18e-05	+	AAGCAGATTTGAGTTGTAACCACAAGGGGTAACCT	UpstreamP1_CTCF	21
chr2	10615012	10615162	id-51358	1	+	NA	NONE	1
chr2	10634783	10634933	id-51359	3.63e-06	+	GGGCCAGGTGAGGGGCAGGCCGCAGGAGGGAGCTG	V_CTCF_BR	2
chr2	10660493	10660643	id-51360	6.18e-07	-	GGTGAAATACCAAAGGCCACCTGCAGGGAGTGCTC	Upstream_CTCF	33
chr2	10692756	10692906	id-51361	1	+	NA	NONE	10
chr2	10697723	10697873	id-51362	1.24e-05	-	CATGGGCCGAACCCAGTCGCCGCCTGGTGGTGCTT	V_CTCF_BR	10
chr2	10739816	10739966	id-51363	1	+	NA	NONE	5
chr2	10800216	10800366	id-51364	8.03e-07	-	AGCGCAGTTACAGGCTCAAGCTCTAGGTGGCAGAA	Upstream_CTCF	40
chr2	10808664	10808814	id-51365	1.2e-08	-	TCTGCTATATACATTTTGACCAGGAGGTGGAGCCA	Upstream_CTCF	39
chr2	10818458	10818608	id-51366	5.08e-05	+	CTTACAAGTATTACTTTGGCCACTAGGGGAAAAAA	Upstream_CTCF	36
chr2	10830532	10830682	id-51367	6.51e-07	+	CCTGCTGTTAGCATCCCGAGCGGCAGGAGGAGGCT	Upstream_CTCF	33
chr2	10849572	10849722	id-51368	3.91e-06	+	GTTGCAGAGTCTGTTTACTCCAGAAGATGGCTCCA	Upstream_CTCF	39
chr2	10852373	10852523	id-51369	1	+	NA	NONE	3
chr2	10862084	10862234	id-51370	8.71e-06	+	AGTCCGAAAGGAAGAGGTTCCACCAGGGGTCTCTG	V_CTCF_BR	8
chr2	10897997	10898147	id-51371	1	+	NA	NONE	2
chr2	10905678	10905828	id-51372	3.73e-06	-	GAATCACTGCCTGATCGTCCCAGCAGGGGCCTGAG	Upstream_CTCF	1
chr2	10927765	10927915	id-51373	1.71e-06	+	CAAGGTCATCGAGAGAGGGACAACAGGGGGCGCTA	V_CTCF_BR	39
chr2	10933253	10933403	id-51374	1.19e-06	-	GACCGCCTACCTTCCGTCTCCTGTAGGTGGCAGAA	V_CTCF_BR	28
chr2	10939037	10939187	id-51375	1.04e-05	+	CGAAAAGCATGACGTGACACCACAAGATGGCGATG	V_CTCF_BR	23
chr2	10954780	10954930	id-51376	1	+	NA	NONE	26
chr2	10957633	10957783	id-51377	2.66e-05	+	CACACTTCACCACACAGCTCCCCCGGTGGGCGCCC	V_CTCF_BR	39
chr2	10967022	10967172	id-51378	4.34e-05	-	GGGGCACTGTCACTTCAGATCACCTGGTGTGAGAA	Upstream_CTCF	0
chr2	10972562	10972712	id-51379	1.52e-09	+	GAGTAGTGACAGGAAGTGACCGCAAGGGGGCGCTC	UpstreamP1_CTCF	40
chr2	10975543	10975693	id-51380	1.39e-07	+	GGTGACGAGGCCGGCGCACCCACCAGGGGTCGCTG	V_CTCF_BR	40
chr2	11003400	11003550	id-51381	3.65e-07	+	GGGGTTAGGGAGCAGGTGTCCAGCAGGTGGCTGGA	V_CTCF_BR	3
chr2	11005129	11005279	id-51382	8.97e-05	+	TGTGCAATGCTGCTGAAAGCCACAAGGGCTTCCTT	Upstream_CTCF	37
chr2	11020198	11020348	id-51383	2.39e-05	-	ATTCTAACCCCCAGTGTTACCACTAGAGGGTCGTG	UpstreamP1_CTCF	19
chr2	11034488	11034638	id-51384	3.6e-07	+	CCTGTTACCACTGGCCAGACCACCAGGTGGCCCAA	Upstream_CTCF	6
chr2	11040439	11040589	id-51385	1.82e-07	-	GAAATTGTACAGAAGGTGGACACCAGGGGGCGGGA	V_CTCF_BR	38
chr2	11049904	11050054	id-51386	2.33e-07	+	ATGCAGCCCCTCCCTCTTCCAACCAGATGGCCGCC	UpstreamP1_CTCF	39
chr2	11051722	11051872	id-51387	2.72e-05	+	CTGGAGCACATTTTCCTGCCCAGCAACAGGCGGCA	UpstreamP1_CTCF	22
chr2	11051943	11052093	id-51388	8.03e-07	+	CGTGCCTTGCAGAATTTCACCAGAAGAGGGTACAG	Upstream_CTCF	37
chr2	11054516	11054666	id-51389	9.49e-08	-	AACTCTCCCCCATCCTGGGCCTGCAGGGGGAGCAA	V_CTCF_BR	39
chr2	11076567	11076717	id-51390	2.58e-05	+	GGTGCATTCCCAGCTCCGGCCATCAGAAAACCATG	Upstream_CTCF	23
chr2	11125508	11125658	id-51391	5.67e-06	+	TCTGAGGGACTGGAAGCAGCCAGCAGGGGACTGGA	Upstream_CTCF	8
chr2	11133185	11133335	id-51392	4.88e-06	+	CTGTTAGTTCCAGAGCTTCCTGCCAGGGGCCACCA	UpstreamP1_CTCF	7
chr2	11162312	11162462	id-51393	4.68e-07	+	AATCGAGTACCTTCACCTGCCAGGAGGGGGCTGCA	V_CTCF_BR	15
chr2	11168643	11168793	id-51394	9.81e-06	-	CTCACCTTGCTCTGCTCTCCCAGCAGGTGGTGCTT	V_CTCF_BR	25
chr2	11213510	11213660	id-51395	4.31e-07	+	CGCATGACCCAAGCCAGCGCCAGTGGGTGGCGCTG	V_CTCF_BR	40
chr2	11239375	11239525	id-51396	4.88e-05	+	GTGAGGTGACGCATGCAGAGCACACGGTGGCAGTA	UpstreamP1_CTCF	9
chr2	11252298	11252448	id-51397	1	+	NA	NONE	7
chr2	11264709	11264859	id-51398	4.55e-09	-	ACTGCAGCACGCTCCGGAGGCAGCAGGGGGCACCC	Upstream_CTCF	40
chr2	11270205	11270355	id-51399	1.92e-05	+	CTGGAACGTTCTGCCTCGCCCAGCTGAAGGCCCTA	UpstreamP1_CTCF	37
chr2	11272838	11272988	id-51400	7.07e-08	+	CTTGCGAGCCTCGCAGCATCCACGAGGGGGCAGCA	V_CTCF_BR	39
chr2	11282616	11282766	id-51401	2.31e-06	+	ACTGAAATCTGCATCATGGCCAAAGGGTGGAGCCA	Upstream_CTCF	15
chr2	11295589	11295739	id-51402	4.88e-05	-	CAGCAGCGCCGCCTCCATAGCGCCACGGGCGCGGG	UpstreamP1_CTCF	27
chr2	11374577	11374727	id-51403	1	+	NA	NONE	33
chr2	11460992	11461142	id-51404	1	+	NA	NONE	31
chr2	11500079	11500229	id-51405	5.01e-06	-	TAGAGGACTATTTGCCCCCCCGCTAGAGGGCTCCA	V_CTCF_BR	4
chr2	11514748	11514898	id-51406	1	+	NA	NONE	29
chr2	11527332	11527482	id-51407	1	+	NA	NONE	2
chr2	11544056	11544206	id-51408	1	+	NA	NONE	5
chr2	11552249	11552399	id-51409	1.28e-06	-	CTGTCAGGAAAGAGTCAGACCTGCAGGGGGAGCTG	V_CTCF_BR	39
chr2	11558204	11558354	id-51410	3.18e-06	+	GGCACAATTTTAAGCTTTGTCAGTAGAGGGCGCTA	V_CTCF_BR	39
chr2	11584960	11585110	id-51411	3.11e-05	-	TGAAATTAGCCAAAGAAAAGCTGCAGGGGGCACTG	V_CTCF_BR	20
chr2	11586916	11587066	id-51412	1.21e-05	-	CGAAGAATACCTGTAATGACCAGAAGAGGGGGCTG	Upstream_CTCF	40
chr2	11618161	11618311	id-51413	7.16e-08	+	AGTGAAGTCAAAGTGCTCTCCACCAGGTGGCGCAC	Upstream_CTCF	40
chr2	11622699	11622849	id-51414	1.64e-05	-	GACCTCCGCCGGGGAAGGGTCGGGGGAGGGCGCGG	V_CTCF_BR	5
chr2	11623798	11623948	id-51415	7.73e-06	+	TGGCCCGGCCACCAGGGCGCCGGCAGCTGGAGACT	V_CTCF_BR	4
chr2	11674962	11675112	id-51416	1	+	NA	NONE	38
chr2	11683615	11683765	id-51417	6.8e-06	-	CATTCACTTTTCAATAAGACCACCAGGGGCTTGAT	Upstream_CTCF	8
chr2	11705827	11705977	id-51418	1	+	NA	NONE	1
chr2	11722946	11723096	id-51419	2.18e-07	-	AGAACATTTCCTACCCCCGCCCCCAGGGGGCAGCA	V_CTCF_BR	40
chr2	11724490	11724640	id-51420	2.78e-06	-	ATCCACCACCACAGCTCCACCGCTTGGGGGCAGTA	V_CTCF_BR	40
chr2	11729791	11729941	id-51421	2.81e-05	+	GCACACAGTGGCTTGAGCCACTGAAGGTGGCAGCA	V_CTCF_BR	31
chr2	11732906	11733056	id-51422	1	+	NA	NONE	0
chr2	11783166	11783316	id-51423	2.31e-07	+	GGGGCATTTGTCTGGATGATCACCAGGGGGAGCGG	Upstream_CTCF	26
chr2	11788086	11788236	id-51424	6.86e-07	-	TGAGCATTCCCAGGCTGCAGCTGCAGAGGGAGCCC	Upstream_CTCF	37
chr2	11802219	11802369	id-51425	4.7e-08	+	GGCACTTGGGAGCAGAGGGCCAGCAGGTGGCTCAC	V_CTCF_BR	3
chr2	11816808	11816958	id-51426	3.28e-07	-	CTGTAATCCCAGCAGGTGGCCTCTAGGAAGCAGAG	UpstreamP1_CTCF	23
chr2	11822270	11822420	id-51427	6.97e-11	-	GTGTAGTGGCAGAGTGTCACCTCCAGGGGGCGCTC	UpstreamP1_CTCF	40
chr2	11823840	11823990	id-51428	1	+	NA	NONE	6
chr2	11828650	11828800	id-51429	8.16e-07	+	TGTCCTGGCCCAGAAATACCCTCTAGAGGGCGCTG	V_CTCF_BR	40
chr2	11833143	11833293	id-51430	3.29e-05	+	TGTGACAGACAAGATGGGTCCGATAGGTGGAGCTA	Upstream_CTCF	40
chr2	11837415	11837565	id-51431	1.82e-06	-	CTGCACTGGCCACAGGCCACCAGGAGCTGCTTGCT	UpstreamP1_CTCF	3
chr2	11838458	11838608	id-51432	4.94e-06	-	TGTGCTGTTCCTACGTTTCCCGGAAGAGGCGTAGG	Upstream_CTCF	13
chr2	11842205	11842355	id-51433	6.15e-05	+	CACGCCACGTCACACAAGGCCACATGGGGAAGCAC	Upstream_CTCF	2
chr2	11878730	11878880	id-51434	2.18e-07	+	AGTGTCCACCTCAGCAGTGCCAGGAGAGGGAGCCC	V_CTCF_BR	40
chr2	11883490	11883640	id-51435	1.72e-06	+	CCTGCTCAGCCAGCCACAGCACCCAGGGGGCCCCA	Upstream_CTCF	1
chr2	11885370	11885520	id-51436	1.64e-06	-	CTGCAGGAGTAGAAGCCAGCAGACAGGTGGCACTG	UpstreamP1_CTCF	40
chr2	11886667	11886817	id-51437	6.84e-06	+	AGGCGAGCTGCGCTGACAGCCGGCGGCGGGCTGGG	V_CTCF_BR	24
chr2	11898242	11898392	id-51438	2.89e-07	-	GCAGCATTATTCATAATAGCCAAAAGGAGGCAGCA	Upstream_CTCF	12
chr2	11919413	11919563	id-51439	2.5e-09	-	TGACAAATCCCTCCTCCGGCCACCAGGGGGCAGGG	V_CTCF_BR	38
chr2	11925154	11925304	id-51440	2.02e-12	-	TGCGCCTTCTGACCGGCGGCCACCAGAGGGCGCCC	V_CTCF_BR	34
chr2	11925597	11925747	id-51441	1	+	NA	NONE	4
chr2	11969462	11969612	id-51442	3.42e-08	+	AGTCAACGGGCCCAAATGGCCACCGGGGGGCACAG	V_CTCF_BR	39
chr2	11969799	11969949	id-51443	1	+	NA	NONE	9
chr2	11970121	11970271	id-51444	1	+	NA	NONE	40
chr2	11975728	11975878	id-51445	1.22e-07	+	CAGGCACTCTTCAAATTGGCCACCAGATGGAATAA	Upstream_CTCF	33
chr2	12003860	12004010	id-51446	4.24e-09	+	GGTGTCGTTCCCCTTGCCACCAGCAGATGGTGCCC	Upstream_CTCF	40
chr2	12004216	12004366	id-51447	1.23e-05	-	CTGCCTTGGCCAGAAGGGTCCTGGAGAGGAAGCAG	UpstreamP1_CTCF	5
chr2	12044362	12044512	id-51448	4.14e-06	-	CCACCCTGCACATGGGCCTCCACTAGGAGGAGCTC	V_CTCF_BR	18
chr2	12070339	12070489	id-51449	4.17e-05	-	ACAGAACAAACACATCAGTCCAGCCGGGGGCCCCA	Upstream_CTCF	0
chr2	12091775	12091925	id-51450	5.01e-06	-	AACCTGGGAGGCGGAGGTTGCACGAGATGGCGCCA	V_CTCF_BR	20
chr2	12150707	12150857	id-51451	1	+	NA	NONE	2
chr2	12172641	12172791	id-51452	2.1e-05	+	AAAGCACTGCCTCATAACCAAAGGAGGTGGCGTCC	Upstream_CTCF	22
chr2	12175361	12175511	id-51453	1.48e-06	+	TAAGGAGAAGGCACTTTATCCACCAGAGGGAACGA	V_CTCF_BR	3
chr2	12184168	12184318	id-51454	1	+	NA	NONE	1
chr2	12188801	12188951	id-51455	1.84e-06	-	TCGCTGAGCCCTCACTGGCCCTCTAGGGGGCTCTG	V_CTCF_BR	34
chr2	12190569	12190719	id-51456	1	+	NA	NONE	22
chr2	12238097	12238247	id-51457	1	+	NA	NONE	1
chr2	12266563	12266713	id-51458	8.64e-05	+	ATGGCAGATAGCTGAAAGAACACTTGGGGGTGCCG	Upstream_CTCF	7
chr2	12271367	12271517	id-51459	1	+	NA	NONE	10
chr2	12282056	12282206	id-51460	1	+	NA	NONE	2
chr2	12307756	12307906	id-51461	1.24e-05	+	CTGACGACCTCAGAGGGCTGCCCCAGGGGGCAGCA	V_CTCF_BR	22
chr2	12309390	12309540	id-51462	1	+	NA	NONE	8
chr2	12311714	12311864	id-51463	5.01e-06	-	GTCAATGCACCCCCATTCCACAGGAGGGGGCACAG	V_CTCF_BR	12
chr2	12313790	12313940	id-51464	6.8e-06	-	AGCGTAGTCCTTATCCCAGCCATTAGTGGGCACTG	Upstream_CTCF	36
chr2	12318956	12319106	id-51465	3.42e-05	-	ATTGTAGTTATGAGCTTGGTCTCTGGAGGCAGCCT	Upstream_CTCF	3
chr2	12325107	12325257	id-51466	1	+	NA	NONE	0
chr2	12342956	12343106	id-51467	6.37e-07	-	TTGCTATCCTCACACTTCAGCACCAGGGGCCTCCT	UpstreamP1_CTCF	14
chr2	12353346	12353496	id-51468	3.22e-05	-	CTCCATCTTCAAACCAACAGCAGCAGATGGAGTCC	UpstreamP1_CTCF	1
chr2	12359026	12359176	id-51469	1.16e-05	-	CTTGTTATAACCTCAGATGACACAAGGGGCAGAAA	Upstream_CTCF	5
chr2	12368077	12368227	id-51470	2.02e-06	+	CTGCAACTTAATATTAGGAACTGTAGGGGGAAACA	UpstreamP1_CTCF	2
chr2	12458118	12458268	id-51471	2.01e-05	-	AGGGGAGCAGTAAAGGCCACCGCCAGGAGGCCATC	Upstream_CTCF	4
chr2	12461520	12461670	id-51472	1	+	NA	NONE	20
chr2	12467048	12467198	id-51473	2.04e-05	-	CCCACCACCATCTTTGCTACCGCTTGGTGGTGCCA	V_CTCF_BR	13
chr2	12556814	12556964	id-51474	1.04e-07	+	TTGCTTGTGGAAGTGGGTGCCAGCAGGGGGCAGCT	V_CTCF_BR	39
chr2	12573842	12573992	id-51475	6.98e-07	+	CTCCCCAGCTGGCACCTGGTCAGCAGGGGCCGCCA	V_CTCF_BR	12
chr2	12576054	12576204	id-51476	1	+	NA	NONE	1
chr2	12633506	12633656	id-51477	1.77e-05	+	GAGGCTCTGCTCCCTTCTCCCTGTAGGGACAGCTC	Upstream_CTCF	5
chr2	12638477	12638627	id-51478	1	+	NA	NONE	17
chr2	12688030	12688180	id-51479	1.1e-06	+	GGATTCCCACTAGATTCAGCCAATAGGGGGCACTA	V_CTCF_BR	24
chr2	12695123	12695273	id-51480	1	+	NA	NONE	7
chr2	12695633	12695783	id-51481	5.41e-06	+	GCTGAAAAGCCTGAGTCAGACAGCAGGAGGAAGCA	Upstream_CTCF	28
chr2	12746591	12746741	id-51482	2.27e-06	-	ACTGTGCCCACACTGTGAGTCAGCAGGGGGAGCAG	V_CTCF_BR	32
chr2	12815801	12815951	id-51483	6.05e-06	+	CCTCCCACCCTCTGCTCTGCCAGCAGAGGACACCC	V_CTCF_BR	4
chr2	12819795	12819945	id-51484	5.63e-06	-	GTGCAGGCACATAATAGAAACAGCAGAGGTCCCTT	UpstreamP1_CTCF	2
chr2	12856187	12856337	id-51485	1	+	NA	NONE	39
chr2	12856776	12856926	id-51486	3.29e-05	-	GCTGCCATTGCAGCTCCGTGCCGGGGGCGCCAGCA	Upstream_CTCF	25
chr2	12857730	12857880	id-51487	2.81e-05	-	GGGCGTGTAAGGGGGGGGTGCGGGAGAGGGCAGTT	V_CTCF_BR	38
chr2	12859361	12859511	id-51488	1	+	NA	NONE	15
chr2	12859855	12860005	id-51489	2.39e-05	+	TTGCGATTGTTCAGTTCAGCCCTTAGGGGGAAATC	UpstreamP1_CTCF	14
chr2	12862749	12862899	id-51490	1	+	NA	NONE	28
chr2	12913774	12913924	id-51491	1	+	NA	NONE	8
chr2	12944712	12944862	id-51492	8.13e-06	+	TAGGCAGTGACAGAGACGGCCAGAGGGCAGCACAG	Upstream_CTCF	15
chr2	13022209	13022359	id-51493	1	+	NA	NONE	15
chr2	13071461	13071611	id-51494	6.67e-08	-	TTGCAGTCACACAGCACTACCACGAGATGTCAGTA	UpstreamP1_CTCF	40
chr2	13130778	13130928	id-51495	1	+	NA	NONE	34
chr2	13147148	13147298	id-51496	3.18e-06	-	GGAAAAATTCTAGGAATAATCACCAGGTGGCGCCA	V_CTCF_BR	40
chr2	13186800	13186950	id-51497	3.6e-07	+	TCTGATATTCTCGTTTTCACCAGAAGAGGCCACTA	Upstream_CTCF	33
chr2	13196498	13196648	id-51498	6.49e-06	+	TGAGAAAAGCCCATTTAGCCCAATAGGTGGCACTG	Upstream_CTCF	40
chr2	13283626	13283776	id-51499	1	+	NA	NONE	5
chr2	13333444	13333594	id-51500	1	+	NA	NONE	2
chr2	13334171	13334321	id-51501	6.98e-07	+	TATCTGCCAAATCGAATTACCACAAGAGGGCACAA	V_CTCF_BR	37
chr2	13342176	13342326	id-51502	1.1e-06	+	GGGCCTCTCATCTACACTACCAGCTGGTGGCAGTG	V_CTCF_BR	26
chr2	13554279	13554429	id-51503	1	+	NA	NONE	6
chr2	13555239	13555389	id-51504	1.77e-05	+	CTTCTAATTCCTTTAGATTCCACCAGATGGCTAGC	Upstream_CTCF	4
chr2	13583761	13583911	id-51505	5.52e-05	+	AAGCATCCCTGGCCTCTACTCACTAGATGTCAGTA	UpstreamP1_CTCF	9
chr2	13623685	13623835	id-51506	3.36e-05	+	AGTCAATTATCCTGTGGGGCCTTCAGGGGGCATAC	UpstreamP1_CTCF	13
chr2	13663420	13663570	id-51507	1	+	NA	NONE	10
chr2	13721766	13721916	id-51508	1	+	NA	NONE	22
chr2	13790826	13790976	id-51509	1.02e-07	+	ATGGTGTGTCTGCCCTCCTCCAGCAGAGGGCAGAG	UpstreamP1_CTCF	15
chr2	13844418	13844568	id-51510	3.45e-05	+	GGGAAAGTTCTGAGGACAGACAGAAGAGGGAGTTC	V_CTCF_BR	13
chr2	14277883	14278033	id-51511	3.81e-05	-	GGAGACACAGCAGCCTCTGTCCCCAGAGGTCGGTA	V_CTCF_BR	22
chr2	14428177	14428327	id-51512	1.56e-06	+	CTGCTTTCACCACCCCCAGGCACTAGGGAGAGCTC	UpstreamP1_CTCF	10
chr2	14525265	14525415	id-51513	3.11e-05	+	AGTAGCTTCTTCCCCATCACCACTGGAGGCCAGAA	V_CTCF_BR	15
chr2	14568196	14568346	id-51514	1	+	NA	NONE	29
chr2	14591551	14591701	id-51515	7.27e-06	-	AATTTATTTTGCCCTTCCACCACTTGAGGGCAGAG	V_CTCF_BR	24
chr2	14621160	14621310	id-51516	2.73e-07	-	ACTGTGATTGCATTGGTTGGCAGCAGATGGCAGTG	Upstream_CTCF	10
chr2	14774586	14774736	id-51517	2.5e-09	-	TTCTGCACCACCAGCTCGGCCACCAGCGGGCGGTA	V_CTCF_BR	37
chr2	14775676	14775826	id-51518	2.4e-05	+	GAAGCCGGCCCGGTCCCGGGAGGAAGATGGCGCTG	V_CTCF_BR	22
chr2	14782744	14782894	id-51519	1.28e-06	+	AATCACCTTGCCTGACCTTCCAGTAGGGGGAGCAG	V_CTCF_BR	24
chr2	14795972	14796122	id-51520	1	+	NA	NONE	10
chr2	14824795	14824945	id-51521	1.01e-05	+	CAAGGACCAGCTTTTCCTACCAGCAGAGGGGGACA	Upstream_CTCF	1
chr2	14863162	14863312	id-51522	7.49e-07	-	CAGCAACATCCCTGGCCAAGCACTAGGTGCCAGTA	UpstreamP1_CTCF	10
chr2	14893645	14893795	id-51523	1.37e-05	+	ACATCTCCGCCTGAAACCTCCACCAGGGGCCTTTG	Upstream_CTCF	10
chr2	14971696	14971846	id-51524	8.64e-05	-	TAAGAAATGATGCTTCTAACCACTAGGCTGCACTA	Upstream_CTCF	21
chr2	15044011	15044161	id-51525	6.94e-09	+	GGAGAAGTGCCGGTTACCACCTGCAGGGGGCGGCA	Upstream_CTCF	38
chr2	15047204	15047354	id-51526	1.1e-05	-	TCCACTCTCTCACTAGAGGCCAGTAGAGGGAGTAA	V_CTCF_BR	23
chr2	15077532	15077682	id-51527	3.48e-06	-	CTGCAGTGCAAGTAGGACACATGCAGGTGAAACTC	UpstreamP1_CTCF	2
chr2	15085301	15085451	id-51528	1.97e-06	-	GGTTGCTGCCTCCTGTTTGGCTCTAGGTGGCACCA	V_CTCF_BR	34
chr2	15092145	15092295	id-51529	7.82e-06	-	CTGAGCTTAGTGGGGATGGCCAGGGGGAGGCAGGG	UpstreamP1_CTCF	1
chr2	15092625	15092775	id-51530	1.9e-06	+	CCTGACATGCTCCTGACGCCCAGAGGAGGGCACGT	Upstream_CTCF	4
chr2	15101143	15101293	id-51531	1	+	NA	NONE	10
chr2	15171995	15172145	id-51532	1.43e-05	+	GTAGAAGTGTAGAAGTGTGCCTCTAGGTGGCCAGA	Upstream_CTCF	15
chr2	15188227	15188377	id-51533	1	+	NA	NONE	9
chr2	15198271	15198421	id-51534	3.63e-06	-	TCCAGATGTTGCCCATTGTCCTCTAGGGGGCGAAA	V_CTCF_BR	39
chr2	15287189	15287339	id-51535	1	+	NA	NONE	11
chr2	15299951	15300101	id-51536	3.65e-07	-	ATATCCCCAAATTGCATAGCCAGTAGGTGGCAGAA	V_CTCF_BR	40
chr2	15329490	15329640	id-51537	3.36e-05	-	ATGCTCAGCTGACATACTGCCCCCACAGGCCAGTG	UpstreamP1_CTCF	30
chr2	15393503	15393653	id-51538	7.17e-05	+	GATGCAAAGGGTGCTGGGGCCACTGGGGGTGCCAT	Upstream_CTCF	5
chr2	15409312	15409462	id-51539	1	+	NA	NONE	11
chr2	15440142	15440292	id-51540	1.41e-06	-	AGGGCAGCATCGTCCTGAGCCAGCAGAGGCCCCCT	Upstream_CTCF	10
chr2	15523884	15524034	id-51541	1	+	NA	NONE	2
chr2	15571160	15571310	id-51542	2.1e-06	+	CGTGCGCCACTGTGCCCAGCCGGTAGAGGGCAATT	Upstream_CTCF	26
chr2	15578658	15578808	id-51543	1	+	NA	NONE	4
chr2	15667593	15667743	id-51544	2.19e-05	-	GTTGTCTTTCTGCCTTCTGCCATGTGAGGGCACAG	Upstream_CTCF	18
chr2	15679349	15679499	id-51545	6.8e-06	+	CCTGTGCTTTCGGCATAGGCCAGTAGGGTACAATC	Upstream_CTCF	0
chr2	15686759	15686909	id-51546	1	+	NA	NONE	34
chr2	15717328	15717478	id-51547	1.97e-06	-	CAAGGTGTAGAGAACCCAAGCACTAGGGGGCAGTG	V_CTCF_BR	40
chr2	15728572	15728722	id-51548	1.26e-07	-	CCAGAAACCAGGACAGACACCACCAGGTGGCACCA	V_CTCF_BR	40
chr2	15777508	15777658	id-51549	4.59e-07	+	CATTATTTCCCAGTTGAGTGCACCAGGTGGCGCCA	UpstreamP1_CTCF	40
chr2	15793594	15793744	id-51550	4.21e-05	+	AAACCGTGGTGTCTGGTTGACACTAGAAGGTGCTA	V_CTCF_BR	4
chr2	15805890	15806040	id-51551	5.08e-05	+	AGGCTGTGTGTGCTGAGAAGGGCTAGGGGGCAGGC	UpstreamP1_CTCF	14
chr2	15888962	15889112	id-51552	1.08e-08	-	TGCTCCAGCCTTACAGCAGCCAGGAGGGGGCGCTG	V_CTCF_BR	37
chr2	15921347	15921497	id-51553	3.48e-06	-	GGGAAGTTGCCTTCTCCAGCCACTGGGGGCTGCAG	UpstreamP1_CTCF	19
chr2	15937884	15938034	id-51554	3.97e-07	+	CCTTCCTTGACTGCCCCAGCCACCAGGGGTCTCTC	V_CTCF_BR	20
chr2	15948473	15948623	id-51555	1.97e-06	+	AAGAAGCCGCGATGGGATTCCAGCAGGGGGAGCGG	V_CTCF_BR	2
chr2	15952652	15952802	id-51556	3.29e-05	+	GCTGCAGTTTCTCAGTCAGCCTGGAAAGGCAGTAG	Upstream_CTCF	8
chr2	16001028	16001178	id-51557	1	+	NA	NONE	14
chr2	16079903	16080053	id-51558	2.28e-05	+	TCCGCTTTCTGCTCAGTCTCCGCGAGGTGTCGCCT	Upstream_CTCF	38
chr2	16083536	16083686	id-51559	2.12e-06	-	CTGCTGGCCTCGCATATCGCCGCCTGCTGGCCACG	UpstreamP1_CTCF	28
chr2	16122655	16122805	id-51560	9.26e-05	-	ATGCTCTCCAGTGGTCTGGGCTCGGGGTGTGGCTG	UpstreamP1_CTCF	2
chr2	16154709	16154859	id-51561	6.8e-06	+	TCTGCAGGCTGCCCCATGGCCCGTGGGGGCGCCTC	Upstream_CTCF	4
chr2	16174311	16174461	id-51562	1	+	NA	NONE	18
chr2	16191529	16191679	id-51563	2.96e-05	+	GGAGTAGGAAAGGGACCAGGCAGAGGGTGGAGGCA	V_CTCF_BR	5
chr2	16212865	16213015	id-51564	1.34e-06	+	GTGCTGGAAGCTGATGAGCACAGCAGAGGTCAGTG	UpstreamP1_CTCF	3
chr2	16218108	16218258	id-51565	1	+	NA	NONE	1
chr2	16221590	16221740	id-51566	1	+	NA	NONE	3
chr2	16267141	16267291	id-51567	1	+	NA	NONE	10
chr2	16275629	16275779	id-51568	5.17e-06	+	CTTTGAGGACACCTCTTGGCCTCCAGATGGCCCAG	Upstream_CTCF	1
chr2	16400046	16400196	id-51569	3.09e-07	-	ATGTATGGCAGGAGGACAGCCTGAAGAGGGCGCAG	V_CTCF_BR	19
chr2	16406943	16407093	id-51570	9.39e-07	+	AGTGCCCTCACCCTGCCTGCCAGAAGAGGGCCAGG	Upstream_CTCF	8
chr2	16463219	16463369	id-51571	4.41e-06	-	GGAAGGAGTAAACCAATCACCAGAAGGTGGTGCTA	V_CTCF_BR	28
chr2	16503317	16503467	id-51572	1	+	NA	NONE	11
chr2	16507000	16507150	id-51573	4.3e-06	-	GCTGCACTGTCATCATCTGGCACAGGGGGCACTGA	Upstream_CTCF	3
chr2	16543001	16543151	id-51574	4.5e-06	+	CCAGCATGTTTTCAAATGCCCCTTAGAGGGCGGTA	Upstream_CTCF	1
chr2	16589724	16589874	id-51575	1.17e-05	-	AATAGTCCTCACATCATGGCCACAAGATGGAGTAA	V_CTCF_BR	6
chr2	16610791	16610941	id-51576	6.48e-05	-	TTGTCTTTCTCCCAACCCACCAGCAGGGTTGGAGA	UpstreamP1_CTCF	9
chr2	16624367	16624517	id-51577	4.21e-05	-	ATAGCTTATGCACTGTTCAACCCTAGGGGGCTCCA	V_CTCF_BR	2
chr2	16643023	16643173	id-51578	4.7e-06	-	AGGATCAAACTGTGGCTGTCCTGCAGGGGTCAGAC	V_CTCF_BR	7
chr2	16669115	16669265	id-51579	1.47e-05	-	TTTTGCTTTTTTTGTGTGGCCAGTTGGGGGCATTG	V_CTCF_BR	34
chr2	16689625	16689775	id-51580	1.17e-05	-	CCTTCCTGCTGTCGTAGCGCCCCTAGATGGTGCTG	V_CTCF_BR	36
chr2	16706655	16706805	id-51581	1.15e-07	+	TGTGCAATATTTAGCTCCTTCAGTAGAGGGCGCTG	Upstream_CTCF	36
chr2	16734622	16734772	id-51582	6.46e-07	+	TTAATTAACCTCATTGCCACCACAAGGGGGCACAA	V_CTCF_BR	38
chr2	16789942	16790092	id-51583	6.86e-07	-	GTTGCAATTTTTGAAATGCAAGGCAGGGGGCGCAG	Upstream_CTCF	40
chr2	16790414	16790564	id-51584	1.89e-10	-	CCCGCAGTTCCAGAGATGACCAGCAGAGGGTACCA	Upstream_CTCF	40
chr2	16794835	16794985	id-51585	2.93e-07	+	TTGCAGTTAAGTACCTTATCCACTAAGGGGCATTA	UpstreamP1_CTCF	38
chr2	16797105	16797255	id-51586	1.97e-06	-	TCGCCATGCCAACCCTGGGCCTGTGGAGGGCGCCT	V_CTCF_BR	12
chr2	16799239	16799389	id-51587	1.27e-06	+	TTGTTGTACCAAGAAAGTGCCACAGAGGGGCAGCA	UpstreamP1_CTCF	38
chr2	16802028	16802178	id-51588	3.11e-05	-	GGTGTTAGGAATTTCCAGGCCGGGAGATGGAGACA	V_CTCF_BR	5
chr2	16811829	16811979	id-51589	1.35e-05	+	TTGCACTGCCTGAACACAACCGCTGGGGTGGGTTC	UpstreamP1_CTCF	5
chr2	16817172	16817322	id-51590	6.19e-06	-	TTGCAGTTCCCCGTGCTTGCCACAATGTCGGTCGC	UpstreamP1_CTCF	15
chr2	16820892	16821042	id-51591	3.88e-06	+	GCAGTGACAGAAATTGCTGCCACTGGGGGGAAGAG	V_CTCF_BR	11
chr2	16824519	16824669	id-51592	1	+	NA	NONE	3
chr2	16837303	16837453	id-51593	7.44e-06	-	CTTTTCATTCCAAGGAAGAGCTGCAGAGGGCAGGA	Upstream_CTCF	2
chr2	16843932	16844082	id-51594	1	+	NA	NONE	7
chr2	16904103	16904253	id-51595	1	+	NA	NONE	14
chr2	16908549	16908699	id-51596	1	+	NA	NONE	23
chr2	16938562	16938712	id-51597	4.38e-09	-	GGTTATTAACTCCGAGTGACCACCAGGTGGCGCCG	V_CTCF_BR	39
chr2	16954452	16954602	id-51598	6.43e-06	+	GACGTGTTTCTAACTGTGTCCAGGAGATGGTGCTC	V_CTCF_BR	39
chr2	16956352	16956502	id-51599	7.11e-06	+	CATGCTATCTCTGTATGCTCCTCTGGGGAGCAGCC	Upstream_CTCF	28
chr2	17010387	17010537	id-51600	5.7e-05	-	TGAATATTTCCAGGCCTCACCAGCAGGTGTACACA	Upstream_CTCF	7
chr2	17014289	17014439	id-51601	1	+	NA	NONE	1
chr2	17067337	17067487	id-51602	7.73e-05	-	CCTTCCATTTGCCTAGTGGCCACTAGGATTAAATG	Upstream_CTCF	3
chr2	17071491	17071641	id-51603	6.43e-06	-	TAATGCTGCCACTGATCTGACAGGAGGTGGAGCTC	V_CTCF_BR	5
chr2	17081803	17081953	id-51604	8.21e-06	-	GGCTGTCCTTACTCCTCAGCCTGCAGGTGGCGTAT	V_CTCF_BR	36
chr2	17303423	17303573	id-51605	4.31e-05	-	CTGCGGCCCAGGCTGGAGTGCAGTAGCAGGATCTC	UpstreamP1_CTCF	0
chr2	17329673	17329823	id-51606	4.44e-06	-	CTGCTTTTCCCAGAGGGTGGCGCCAGGAGCAGACT	UpstreamP1_CTCF	37
chr2	17352837	17352987	id-51607	1.21e-06	+	GCTGCATTTCCCCACTCCACCAGCAGAGCCCTGGC	Upstream_CTCF	38
chr2	17491123	17491273	id-51608	1.3e-07	-	TTGCATCAACTGTATGTGGTCAGCAGAGGGCAGTG	UpstreamP1_CTCF	38
chr2	17556599	17556749	id-51609	1	+	NA	NONE	1
chr2	17652187	17652337	id-51610	3.18e-06	+	GATCATGCCCTCATTTTTGGCACTAGATGGCACTA	V_CTCF_BR	40
chr2	17754493	17754643	id-51611	1	+	NA	NONE	31
chr2	17783355	17783505	id-51612	3.86e-08	-	CCCGCAGGTGCTCCATGGGCCACTGGAGGGCAGGG	Upstream_CTCF	4
chr2	17785238	17785388	id-51613	1	+	NA	NONE	2
chr2	17827449	17827599	id-51614	1.51e-08	+	TTGCAGTACATATGTGCTGCCAGAAGGTGGCGAAA	UpstreamP1_CTCF	40
chr2	17830720	17830870	id-51615	2.27e-05	+	ATCTGCGCTCTGTCCATCACCTCCAGGGGCAGCTT	V_CTCF_BR	6
chr2	17852430	17852580	id-51616	5.34e-06	-	CACTTTTAATGCAGCTTAACCACTAGGTGTCACTA	V_CTCF_BR	40
chr2	17854249	17854399	id-51617	1	+	NA	NONE	20
chr2	17900947	17901097	id-51618	4.99e-07	+	GTTGAAATTCCACTTACTGCCTGAAGAGGGAGTAA	Upstream_CTCF	40
chr2	17938707	17938857	id-51619	1	+	NA	NONE	12
chr2	18011461	18011611	id-51620	1.48e-05	+	CTGGAGGCGCCAAAGTGCGCCCCTGGGGGCCAGAG	UpstreamP1_CTCF	14
chr2	18011908	18012058	id-51621	2.06e-07	-	TTTGCAGTTAGCACGGAATCCTGGAGGGGGCGCCC	Upstream_CTCF	39
chr2	18016844	18016994	id-51622	1	+	NA	NONE	9
chr2	18033131	18033281	id-51623	2.19e-05	-	CCTGAGCGCCTCCCAAAAGCCATTAGAGGGCAACA	Upstream_CTCF	40
chr2	18035188	18035338	id-51624	1.72e-06	+	AGTGCTGGTCAGCGCTCCTCCAACAGGGGCAGACT	Upstream_CTCF	8
chr2	18060463	18060613	id-51625	1	+	NA	NONE	35
chr2	18060813	18060963	id-51626	1.1e-06	+	AGCAAGCGAGCCAGTCTTGCCGGCAGGGGCCGCGG	V_CTCF_BR	33
chr2	18100202	18100352	id-51627	1	+	NA	NONE	28
chr2	18158393	18158543	id-51628	1	+	NA	NONE	5
chr2	18183049	18183199	id-51629	4.65e-05	-	CAGTCTTAACTACTTCCTGCTGACAGGGGGCGCTG	V_CTCF_BR	26
chr2	18248305	18248455	id-51630	8.64e-05	-	GGTGCAATGCCCTTGAAATCTGCCAGGGGAGTCTG	Upstream_CTCF	11
chr2	18299058	18299208	id-51631	5.86e-07	+	AATGCAGTGCTTTCCACTGCCACATGATGGTGAAC	Upstream_CTCF	39
chr2	18331051	18331201	id-51632	2.15e-05	-	ACTCATGTTGAAGCTTAATCCTCTAGGTGGCAGTA	V_CTCF_BR	40
chr2	18336261	18336411	id-51633	8.16e-07	+	AAATGATTTGCCCTTGGAGCCTCCAGAGGGAGCAG	V_CTCF_BR	19
chr2	18353999	18354149	id-51634	4.43e-05	+	TCCTTGGCACAATTGCAGGCCACATGATGCCACCC	V_CTCF_BR	8
chr2	18360131	18360281	id-51635	5.41e-06	-	TTGGAGATTCATGGAGCTGCCACTAGAGGGAGTGC	Upstream_CTCF	38
chr2	18401071	18401221	id-51636	7.46e-06	+	ATGTCTTTCATCTCCCATGCCACTAGGAGCCAGCA	UpstreamP1_CTCF	34
chr2	18426223	18426373	id-51637	3.91e-06	+	AAGGCAATGCAGGGGACAGACAGCAGATGGCTTCC	Upstream_CTCF	5
chr2	18447574	18447724	id-51638	6.18e-07	-	GCTGCAACTACCCTGCTGGCCTCCAGGGGTGCTGA	Upstream_CTCF	39
chr2	18527273	18527423	id-51639	1	+	NA	NONE	6
chr2	18559422	18559572	id-51640	5.96e-07	-	GAAGAGTTACCCCTATCCAACAGCAGAGGGCAGCA	V_CTCF_BR	40
chr2	18563812	18563962	id-51641	1	+	NA	NONE	0
chr2	18568738	18568888	id-51642	4.41e-06	+	ATGCGTGAAACTGAAGTTAGCAGGAGAGGGCGCTG	V_CTCF_BR	15
chr2	18569068	18569218	id-51643	5.8e-11	+	ATGCAATGACCAGCCATAGCCACTAGGGGGAAGCA	UpstreamP1_CTCF	40
chr2	18586093	18586243	id-51644	1.17e-05	-	GGGACACTACATTTGTACACCTCTAGGGGGTGCCA	V_CTCF_BR	39
chr2	18590092	18590242	id-51645	1.24e-05	+	GCTGGATGTCTACATCCAGCTAGCAGATGGAGGAA	V_CTCF_BR	3
chr2	18591944	18592094	id-51646	2.66e-05	-	AAACTTAACATCATGCCAGACAGCAGGGGGAGTAA	V_CTCF_BR	15
chr2	18606474	18606624	id-51647	2.04e-05	+	GGTCTGGTGATAATATCAACCTCTAGAGGGAGAAC	V_CTCF_BR	20
chr2	18616817	18616967	id-51648	9.51e-07	+	TATGTGTTTTGGACAGTATCCAGAAGGTGGCGCCA	V_CTCF_BR	40
chr2	18627095	18627245	id-51649	1	+	NA	NONE	3
chr2	18636707	18636857	id-51650	1	+	NA	NONE	40
chr2	18664068	18664218	id-51651	5.01e-06	+	AGATATAATGTCATCTTTGCCAGCAGGTGGCTACA	V_CTCF_BR	11
chr2	18701900	18702050	id-51652	1.38e-09	+	TTGTCTGGTGGGGCATGTGCCACCAGAGGGCGCCC	V_CTCF_BR	40
chr2	18783632	18783782	id-51653	1.7e-05	-	GCGGCAATACCCAGATCTCCCTCTTGAGGCTATCT	Upstream_CTCF	13
chr2	18871744	18871894	id-51654	1.84e-06	+	TTGAAAGCAGCCAGGGTGGCAGCAAGGGGGCGCCA	V_CTCF_BR	36
chr2	18878970	18879120	id-51655	2.67e-06	-	CCTGCCTCTCTAGACTCTGCCTCTGGGGGCAGGGC	Upstream_CTCF	4
chr2	18923780	18923930	id-51656	1.08e-08	-	CCAGCCCATGGAAGCGGAGCCACCAGTGGGCACTA	V_CTCF_BR	30
chr2	18931295	18931445	id-51657	9.81e-06	+	TGACTAGATTCACCACTGACAGGAAGGGGGCGCCA	V_CTCF_BR	40
chr2	18932543	18932693	id-51658	1	+	NA	NONE	5
chr2	18934432	18934582	id-51659	1	+	NA	NONE	20
chr2	18969121	18969271	id-51660	1.72e-06	-	ATAGTGCTGCCCAGAGGGGCCACCAGGGAGCCTGA	Upstream_CTCF	10
chr2	19005512	19005662	id-51661	1	+	NA	NONE	4
chr2	19036421	19036571	id-51662	1.13e-05	+	ATGCAATTAGCAGTCTCTGCCACTAGGCTGTATGG	UpstreamP1_CTCF	40
chr2	19038112	19038262	id-51663	1	+	NA	NONE	4
chr2	19065484	19065634	id-51664	1.04e-07	+	ACAAATGCTGGAGAGGGCACCAGCAGGGGGAACCC	V_CTCF_BR	38
chr2	19168926	19169076	id-51665	9.25e-06	+	TCATCTGGCTTGGGGCCAGACACTAGAGGGTGCTT	V_CTCF_BR	34
chr2	19251158	19251308	id-51666	1	+	NA	NONE	14
chr2	19310607	19310757	id-51667	2.93e-08	+	CAGCACTCCTGGCCTCTCCCCACCAGATGCCAGTA	UpstreamP1_CTCF	6
chr2	19311167	19311317	id-51668	9.4e-06	+	ATGTAATTTACAGCCCTAACCAGAAGGTGATGTCA	UpstreamP1_CTCF	6
chr2	19316806	19316956	id-51669	1.71e-06	-	AAATGGTTTCATGGGCAGGACAGCAGGGGGCAGGC	V_CTCF_BR	6
chr2	19321212	19321362	id-51670	1.01e-05	+	TCTGGAATGCAGTAGCTCTGCCCGAGGGGTCACTG	Upstream_CTCF	17
chr2	19337306	19337456	id-51671	1.59e-06	-	GGGTTAGTGTTTGAAGCAACCAGGAGGGGGAGGGC	V_CTCF_BR	6
chr2	19357476	19357626	id-51672	1	+	NA	NONE	5
chr2	19358073	19358223	id-51673	5.74e-05	+	GCTCTATGACTAGTTCTGGCCAGCAGGGTTTGGAC	UpstreamP1_CTCF	20
chr2	19466746	19466896	id-51674	1	+	NA	NONE	3
chr2	19499459	19499609	id-51675	2.1e-05	-	CAGTTAATTCCTTCCTGGTGCTCCAGAAGGCAGCA	Upstream_CTCF	6
chr2	19512854	19513004	id-51676	9.39e-07	-	TGGGTTGTTCACCAGTTCCCCACCAGGGGCCTCTT	Upstream_CTCF	40
chr2	19549972	19550122	id-51677	4.27e-13	+	GCCGCCCCTCCAGGGCTGGCCAGCAGGGGGCAGCG	V_CTCF_BR	39
chr2	19553177	19553327	id-51678	1	+	NA	NONE	12
chr2	19558550	19558700	id-51679	1.82e-06	-	CCGCTCTGGACCTAAAAAGGCAGCAGGGGTCGCGC	UpstreamP1_CTCF	11
chr2	19562865	19563015	id-51680	4.23e-08	-	CCGAGATGTGGCTTGCTCGCCAGCAGGGGGCACGT	V_CTCF_BR	40
chr2	19569234	19569384	id-51681	7.49e-07	+	CTGCAGCGTGATGCTTTCTCCAAGAGATGGCGAGC	UpstreamP1_CTCF	36
chr2	19577611	19577761	id-51682	2.27e-06	-	TAACACTCCGGGTTCCCAACCACAAGGAGGCACTG	V_CTCF_BR	29
chr2	19616661	19616811	id-51683	1.73e-05	+	GAAGCCCACTGGCTGATGGCCACTAGGAGGTGAAA	V_CTCF_BR	8
chr2	19741814	19741964	id-51684	8.97e-05	+	GCTGCAATACTACCAAGATCCTCCTGGGTTTCAGG	Upstream_CTCF	16
chr2	19773670	19773820	id-51685	4.3e-06	-	TCTGTGGTCACAGTGTGAGCCGCCAGATGGGGCAT	Upstream_CTCF	2
chr2	19774633	19774783	id-51686	1	+	NA	NONE	4
chr2	19780142	19780292	id-51687	1	+	NA	NONE	4
chr2	19800425	19800575	id-51688	7.17e-05	+	ACAGTAGAAATGAGCTATGCAGCCAGGGGGTGCAC	Upstream_CTCF	16
chr2	19848994	19849144	id-51689	1.01e-05	+	ATTTCATTCCTAGTGGCAGTCAGCAGGAGGCAGAG	Upstream_CTCF	23
chr2	19866972	19867122	id-51690	3.73e-06	-	CATGTTCTTTCAAAACCTTCCATTAGGTGTCAGCG	Upstream_CTCF	31
chr2	19876674	19876824	id-51691	4.88e-05	-	TGGTGCTTCCCCCAACTCACGTGTAGGTGGCGTCT	UpstreamP1_CTCF	17
chr2	19887088	19887238	id-51692	1.24e-05	+	ACCTAGGTACCACCAAAGGCAGGCAGGGGGCACAA	V_CTCF_BR	6
chr2	19904124	19904274	id-51693	3.4e-06	+	ACACACACACCAGCAATGACCACCAGGAGGTGCTG	V_CTCF_BR	30
chr2	19936769	19936919	id-51694	1	+	NA	NONE	13
chr2	19946522	19946672	id-51695	1.99e-07	-	GTTGGGGCGGGGGCACTGTCCACTGGAGGGCACTG	V_CTCF_BR	40
chr2	19947837	19947987	id-51696	1	+	NA	NONE	8
chr2	19969395	19969545	id-51697	2.59e-06	+	ATGAGGTACTACTTCCCAACCACTGGGTGGCAATA	UpstreamP1_CTCF	35
chr2	19974610	19974760	id-51698	6.49e-06	-	TTGCTCTATGTGAATTCGGACAGCAGGGGGTTAGT	UpstreamP1_CTCF	13
chr2	20001529	20001679	id-51699	1	+	NA	NONE	3
chr2	20051000	20051150	id-51700	6.53e-09	-	CACGCCTGGACTTCCCTGGCCACCAGAGGGCTGAG	V_CTCF_BR	37
chr2	20063247	20063397	id-51701	8.46e-07	-	CAGGTCATTTTCCACATGGCCACTGGGTGTCGCCC	Upstream_CTCF	40
chr2	20101426	20101576	id-51702	1	+	NA	NONE	22
chr2	20155665	20155815	id-51703	2.96e-05	+	AAATGTGTACTATTACCAACCTCTGGAGGGAGCTC	V_CTCF_BR	40
chr2	20215363	20215513	id-51704	8.13e-06	+	TTTTTTTTTCTATTGCATACCACTGGGGGGCACTG	Upstream_CTCF	40
chr2	20216258	20216408	id-51705	2.6e-05	+	ATCTCATGGCCACACCTGGCCACAAGGGGGTCTTG	UpstreamP1_CTCF	17
chr2	20250533	20250683	id-51706	1	+	NA	NONE	37
chr2	20251831	20251981	id-51707	5.08e-05	-	AGGCACCCTCCCATTTCCGCCACAGGGGCGAGGAT	UpstreamP1_CTCF	25
chr2	20262760	20262910	id-51708	1	+	NA	NONE	16
chr2	20271354	20271504	id-51709	1	+	NA	NONE	6
chr2	20277264	20277414	id-51710	1.83e-05	-	GTGAACAAACTTGCTGTTCACTCCAGAGGGAGGCA	V_CTCF_BR	7
chr2	20293501	20293651	id-51711	4.41e-06	-	AGAGAGACCGTGTGGATGTCCTGCAGGGGGTGCCT	V_CTCF_BR	40
chr2	20298038	20298188	id-51712	4.7e-06	-	TTGACATTACAAGGCAGCGACGCAAGAGGGCGGCC	V_CTCF_BR	40
chr2	20303400	20303550	id-51713	1.76e-05	+	GGGATGTTGCCAAGGTCACCCACTAGGTGGACTAA	UpstreamP1_CTCF	38
chr2	20306618	20306768	id-51714	1.87e-09	+	CTCCCTCCACACCTCCCCGCCAGCAGAGGGAGCCG	V_CTCF_BR	33
chr2	20331384	20331534	id-51715	1.37e-05	+	TTAGAAGTCTCAGGAACTGACTCTAGAGGGAACCT	Upstream_CTCF	12
chr2	20335492	20335642	id-51716	1.2e-08	+	GGAGCAGCTGCGGCCGGTTCCAGCAGGGGGCAGCT	Upstream_CTCF	40
chr2	20349273	20349423	id-51717	1	+	NA	NONE	13
chr2	20369308	20369458	id-51718	6.49e-06	-	CCAGTGGGTCCACAGGTTTCCTGGAGAGGGCGTGT	Upstream_CTCF	4
chr2	20377497	20377647	id-51719	3.48e-06	-	CTGCTCTTGCCTGGCTCCTGCTGGAGATGGAAGAC	UpstreamP1_CTCF	25
chr2	20379527	20379677	id-51720	1.03e-06	+	GTGTTTGAACAATGATTAACCAGCAGCGGGCAGGC	V_CTCF_BR	9
chr2	20387297	20387447	id-51721	3.97e-05	+	CCCCTGCTGAAAGCTGCTGTCAGCAGGGGGCCACA	UpstreamP1_CTCF	8
chr2	20390924	20391074	id-51722	1.64e-06	+	GCTGTCTCCACTTCAGTCTCCACCAGGGGCCACAA	Upstream_CTCF	2
chr2	20391201	20391351	id-51723	1.48e-06	-	AATGGGGCACAATCCCTGCCCGCCAGGGGGAGCTT	Upstream_CTCF	27
chr2	20397849	20397999	id-51724	1	+	NA	NONE	3
chr2	20405931	20406081	id-51725	3.65e-05	-	TTCCTGGGACTGCTGTTTGCCAGCAGGGCCCGTCC	UpstreamP1_CTCF	6
chr2	20422624	20422774	id-51726	3.03e-05	-	GGTGCCTTACCTCCCTGGACCGCTGGGCATCACCT	Upstream_CTCF	7
chr2	20425159	20425309	id-51727	3.4e-06	-	GGAGCGCGCTCCGCGTCCACGCCCAGAGGGCGCTG	V_CTCF_BR	40
chr2	20426270	20426420	id-51728	1.39e-05	+	TTCGAAGGTTCTACCTCTACCAGAGGGTGGCTCCA	V_CTCF_BR	21
chr2	20427804	20427954	id-51729	8.21e-06	+	AAGATGCTGCTACAAAGAGCCTCTAGGAGGCAGCC	V_CTCF_BR	18
chr2	20430605	20430755	id-51730	9.71e-06	-	CCTGTATTCTTACAAGAGACAGCCAGAGGGAGATT	Upstream_CTCF	12
chr2	20431675	20431825	id-51731	1	+	NA	NONE	16
chr2	20442112	20442262	id-51732	4.3e-11	+	GGCGCAGGGGAGGGCCGGGCCGCCAGGGGGCGCTC	V_CTCF_BR	38
chr2	20442506	20442656	id-51733	3.91e-06	-	GCTGTAGACACAACGGCAGCCACCAGGTGACCTAG	Upstream_CTCF	14
chr2	20490892	20491042	id-51734	7.44e-06	-	CATTCTTTTGAAATGTCTTCCACAAGGTGGCAGGA	Upstream_CTCF	40
chr2	20526032	20526182	id-51735	2.46e-08	-	TCCAAGTCTCTCCTTTGGGCCACAAGAGGGCACCC	V_CTCF_BR	40
chr2	20578890	20579040	id-51736	5.21e-08	+	TCCCTCTGTCCCTCTGGGCCCACTAGAGGGCGGCA	V_CTCF_BR	40
chr2	20583373	20583523	id-51737	4.68e-05	+	TTGCTTTAGCTACTTCAGTCCAGCAGACAGAGCTA	UpstreamP1_CTCF	8
chr2	20586511	20586661	id-51738	5.01e-06	-	GACAGCCACATTCTTGAGCACAGCAGGGGGCAGTG	V_CTCF_BR	6
chr2	20595875	20596025	id-51739	5.72e-07	+	CTGGAGAGCCTCCAGTAGCCCAGCAGGTGGCTCTC	UpstreamP1_CTCF	40
chr2	20611300	20611450	id-51740	1.2e-08	+	AGTGCAGTAGCTGCATGGGCCACACGGGGGCGAGC	Upstream_CTCF	38
chr2	20622759	20622909	id-51741	2.55e-06	-	CTGGTTCTGGCAGGTTCTTCCAATAGGGGGCACTA	Upstream_CTCF	40
chr2	20636948	20637098	id-51742	2.96e-05	+	GAACTATGCCAGGAGATGAACACTGGGGGGTGCAG	V_CTCF_BR	9
chr2	20643085	20643235	id-51743	1.19e-06	+	AAAGACCCCATAAAGATTGCCGCAAGGTGGCACTA	V_CTCF_BR	38
chr2	20647307	20647457	id-51744	2.11e-06	+	CCGACATTGAGGTGGACGGCAAGCAGGTGGAGCTG	V_CTCF_BR	16
chr2	20649585	20649735	id-51745	6.64e-05	-	TGTGTAAACCCCTTGATGGCCTGAAGGGAACCCAG	Upstream_CTCF	12
chr2	20652378	20652528	id-51746	8.5e-06	+	GGAGCATCTATCTGGCAGGCCAGGAGAGGGGGTTG	Upstream_CTCF	37
chr2	20706056	20706206	id-51747	2.66e-05	+	TCCAGGACCAACCTTACCAGCACCAGGGGGAGTAG	V_CTCF_BR	35
chr2	20714433	20714583	id-51748	5.3e-05	+	GTTCAAGGGCACAGATAGTCCTGTTGGGGGAGCAT	UpstreamP1_CTCF	12
chr2	20725045	20725195	id-51749	4.7e-05	-	CTAGTGCTGAGTCCTCAGGCCTGCAGGGGACACTC	Upstream_CTCF	26
chr2	20732898	20733048	id-51750	4.5e-05	-	GGGAAACTCCTGTCCCAAGCCAGAAGGGGCAGTTG	UpstreamP1_CTCF	3
chr2	20735505	20735655	id-51751	9.26e-05	-	CTAAAGCTACACAAAGAAGCCTGCAGGAGTCGCTC	UpstreamP1_CTCF	5
chr2	20741580	20741730	id-51752	1	+	NA	NONE	8
chr2	20762355	20762505	id-51753	3.81e-05	+	GCTTGCACGATTGGCCTCTGAAGCAGGGGGCAGTG	V_CTCF_BR	31
chr2	20792401	20792551	id-51754	1.27e-06	+	TTCCAGTTCCTGGCGTTCCCCCGCTGGTGGCAGCA	UpstreamP1_CTCF	14
chr2	20793465	20793615	id-51755	4.31e-07	-	CCCGTGGCGGCTCCAGGGACCAGCAGGGGCAGCAG	V_CTCF_BR	19
chr2	20795451	20795601	id-51756	2.19e-05	-	CCTCTGCCCACTTCCCTGCCCAGCAGGGGACTGTG	UpstreamP1_CTCF	8
chr2	20800638	20800788	id-51757	1.47e-05	+	AAACTTCAGTTAATGAAACCCACAAGAGGGCACTG	V_CTCF_BR	37
chr2	20805736	20805886	id-51758	1	+	NA	NONE	9
chr2	20809315	20809465	id-51759	1	+	NA	NONE	13
chr2	20817751	20817901	id-51760	4.01e-05	+	CTGAGAGAATCATGCCCCACTGGCAGTGGGAGGCG	V_CTCF_BR	38
chr2	20819012	20819162	id-51761	6.84e-06	-	GCTCCCTGCCGCTGCCCAGCCCCGTGTGGGCACTG	V_CTCF_BR	1
chr2	20825722	20825872	id-51762	1	+	NA	NONE	11
chr2	20833870	20834020	id-51763	2.43e-06	+	GGACACGCCCTGTCCTCAGCCCCCTGTGGGCGGCA	V_CTCF_BR	10
chr2	20834572	20834722	id-51764	8.13e-06	-	GCTGGTCTTCCCAGACTCCCTGGAAGGGGGAGCCC	Upstream_CTCF	13
chr2	20835692	20835842	id-51765	1.75e-07	+	CAGCAGCGCCTCGCCGCGGCCACGGCGGGGAAGGA	UpstreamP1_CTCF	38
chr2	20842260	20842410	id-51766	1.37e-11	-	CCTGAGGGGAGCAGTCGGGCCAGCAGGGGGCGCCC	V_CTCF_BR	40
chr2	20850292	20850442	id-51767	1.03e-06	-	GCGAATCAGACAAGCTCGCCCTGCAGGGGGCTGCA	V_CTCF_BR	20
chr2	20850848	20850998	id-51768	3.11e-10	-	GCGAACTGCGCGGCCGCTGCCACCAGGGGGCAGGC	V_CTCF_BR	40
chr2	20853524	20853674	id-51769	1.99e-07	+	CACTGAGAGACACCCGCAGCCTGCAGGGGGTGCTC	V_CTCF_BR	21
chr2	20861345	20861495	id-51770	5.8e-11	+	CTGCTGTTACAACAAGTAACCAGCAGATGGCAGTG	UpstreamP1_CTCF	40
chr2	20866710	20866860	id-51771	1	+	NA	NONE	35
chr2	20874824	20874974	id-51772	1	+	NA	NONE	11
chr2	20875651	20875801	id-51773	4.02e-07	+	GCTGCAGTTCCTCCTGTGCTCAGTGGGGTGGGCGG	Upstream_CTCF	24
chr2	20876228	20876378	id-51774	8.21e-06	-	CTCTCCCTGCAGTCTGTGTCCACCAGGTGTCTCCT	V_CTCF_BR	33
chr2	20877311	20877461	id-51775	1	+	NA	NONE	21
chr2	20882057	20882207	id-51776	1.99e-07	+	CTAGGCTTGCCCACTGTGGCCTCCAGGAGGCAGCA	V_CTCF_BR	40
chr2	20953530	20953680	id-51777	1	+	NA	NONE	7
chr2	20955041	20955191	id-51778	1	+	NA	NONE	28
chr2	20981548	20981698	id-51779	1.48e-06	+	GTGGCCCTTTGGGCTAATGCCTCTAGATGGCACTA	V_CTCF_BR	40
chr2	21052558	21052708	id-51780	1	+	NA	NONE	3
chr2	21068194	21068344	id-51781	1	+	NA	NONE	4
chr2	21116453	21116603	id-51782	2.81e-05	-	AGAAGGCCACTCATTTTGACCACTAGGAGTCAGGG	V_CTCF_BR	39
chr2	21185947	21186097	id-51783	2.46e-08	-	CAGTGAAGTATAGAGCTCACCACCAGAGGGCAGCA	V_CTCF_BR	40
chr2	21250455	21250605	id-51784	1.21e-05	+	GAAGTCATGCTTCAGGTGACCCCTAGCGGGGAGAG	Upstream_CTCF	30
chr2	21265832	21265982	id-51785	3.56e-12	+	CTGCAGTGATGACAGACGGCCACTAGATGGCGGTG	UpstreamP1_CTCF	40
chr2	21267049	21267199	id-51786	1.04e-05	+	ACCTGGGATGCAGCCGCAGCCACCAGGGGCTGGGT	V_CTCF_BR	2
chr2	21295440	21295590	id-51787	1.11e-05	+	AATGTAATCCGCTGCTGGTCTGGCAGGGGGCAGAG	Upstream_CTCF	6
chr2	21341295	21341445	id-51788	8.46e-07	-	TTGTCAGTTTTTTATGTGGCCACCGGGAGGCAGCA	Upstream_CTCF	39
chr2	21388366	21388516	id-51789	3.63e-05	-	AAATATATAGGACTGAATGCCACTAGATGTCAGTA	V_CTCF_BR	21
chr2	21398811	21398961	id-51790	2.78e-06	+	TTAAAAGTAGAAATTTTGGCCACCAGATGGAGACC	V_CTCF_BR	14
chr2	21457454	21457604	id-51791	4.31e-05	+	TTGTATTTTCCAAAGATAGCCACAAGGGTGTCTGC	UpstreamP1_CTCF	10
chr2	21477561	21477711	id-51792	3.88e-06	-	GGTCAGGTCAAGCCTGTGTCCAGAGGAGGGCTCCC	V_CTCF_BR	2
chr2	21540133	21540283	id-51793	1.04e-07	-	CCGGCCTTAGTTTATACTGCCACGAGGGGGCAGTA	V_CTCF_BR	40
chr2	21549153	21549303	id-51794	1.97e-06	+	GAGAAATCAGCATTCCCAGACAGCAGAGGGCTCAG	V_CTCF_BR	9
chr2	21586317	21586467	id-51795	1	+	NA	NONE	19
chr2	21595662	21595812	id-51796	1.39e-05	+	AGCCCTGCGAGCTCACAATCCACAAGGAGGCAGCA	V_CTCF_BR	31
chr2	21618366	21618516	id-51797	5.68e-06	+	GGAAGAGGCAGCTCTGGGACCTCTAGTGGTCACTG	V_CTCF_BR	27
chr2	21638247	21638397	id-51798	2.59e-06	+	GTGCTCCCTCTCACTCACCCCACTGGAGGGCGACT	UpstreamP1_CTCF	23
chr2	21645047	21645197	id-51799	2.89e-09	+	GCTAGGAGTCAGGCTGCAGCCAGGAGGGGGCGCCA	V_CTCF_BR	34
chr2	21850889	21851039	id-51800	1.47e-05	+	TTTCTTCTGTGCTAGATTACCAAGAGATGGCAGCA	V_CTCF_BR	7
chr2	21879318	21879468	id-51801	1	+	NA	NONE	5
chr2	21977161	21977311	id-51802	2.18e-07	+	AGGTGGTACTCAGGGGGTGCCTGTAGGTGGCAGCA	V_CTCF_BR	29
chr2	22139898	22140048	id-51803	1	+	NA	NONE	7
chr2	22151288	22151438	id-51804	5.17e-06	+	TTGGTAATATGCCTATCACCCACAAGAGGGCTCCC	Upstream_CTCF	18
chr2	22225416	22225566	id-51805	1	+	NA	NONE	3
chr2	22333322	22333472	id-51806	1	+	NA	NONE	10
chr2	22347011	22347161	id-51807	5.61e-08	-	TCTGTTTTTCAGCTAACTGCCACAAGGGGGCTGGA	Upstream_CTCF	24
chr2	22438506	22438656	id-51808	6.49e-06	-	CCTGATGGTTTGTATTTGCTCACCAGAGGGCGTAG	Upstream_CTCF	8
chr2	22459516	22459666	id-51809	1	+	NA	NONE	2
chr2	22578812	22578962	id-51810	1e-11	+	CCTGCAGGTCACATTATGGCCAGCAGAGGGCAGCA	Upstream_CTCF	40
chr2	22598077	22598227	id-51811	5.96e-07	-	GACTGGTTGATGAGGTCAGGCTCCAGGGGGCGCTG	V_CTCF_BR	11
chr2	22660117	22660267	id-51812	1	+	NA	NONE	8
chr2	22849623	22849773	id-51813	4.21e-05	-	GCAGAGGCTATACAAGCACCTCCCAGGGGGCGCTA	V_CTCF_BR	15
chr2	22960149	22960299	id-51814	1	+	NA	NONE	12
chr2	23113254	23113404	id-51815	1.11e-05	-	CCAGCATTCGGAGAGATGGCCCACAGTTGGAGGCC	Upstream_CTCF	2
chr2	23127096	23127246	id-51816	5.01e-09	+	GGTTGAGGTTAGACTGTGGCCTCCAGGGGGCGCAG	V_CTCF_BR	37
chr2	23225222	23225372	id-51817	9.31e-05	-	ACAGCAGCAGTACACTTGGCCCTCTGGTGGACTGA	Upstream_CTCF	14
chr2	23314908	23315058	id-51818	1	+	NA	NONE	3
chr2	23320196	23320346	id-51819	7.12e-06	-	GTGCAACCCACTGACAGTAACTCCAGGGGGAGTCT	UpstreamP1_CTCF	6
chr2	23368471	23368621	id-51820	5.86e-07	+	CCAGCAGATACCTCTAGGTACAGCAGGTGGAGCTG	Upstream_CTCF	7
chr2	23422313	23422463	id-51821	4.31e-07	+	TTCTCTCTCTCTCTCTTCTCCACAAGGGGGCGCAC	V_CTCF_BR	40
chr2	23465145	23465295	id-51822	7.91e-05	+	TTGTAGTGACCCAGGACAGAGGACAGGGGCAGCAT	UpstreamP1_CTCF	4
chr2	23515031	23515181	id-51823	1.21e-06	-	GCAGGAGGTCTTCTTGGCTCCTGCAGGGGGTGCTG	Upstream_CTCF	14
chr2	23517261	23517411	id-51824	5.67e-06	-	TTCTGAATGTCAACAGTGGCCACCAGGGTGCAGCA	Upstream_CTCF	19
chr2	23536004	23536154	id-51825	4.7e-10	+	GCTGCAGTGCCACGCATCTCCACTAGGGGTGGTCC	Upstream_CTCF	40
chr2	23553258	23553408	id-51826	1	+	NA	NONE	33
chr2	23574496	23574646	id-51827	6.19e-06	-	GCTCTGTGCGAGACGTTTGCCGCTAGAGGGAGTGC	UpstreamP1_CTCF	40
chr2	23583702	23583852	id-51828	6.05e-06	+	GGCCCCAGCACGTGGTCAAGCAGGAGAGGGAGGGG	V_CTCF_BR	14
chr2	23608331	23608481	id-51829	1.97e-06	-	GGCAGCCCAGGGAGGATGCCCGGGAGAGGGAAGTC	V_CTCF_BR	14
chr2	23609324	23609474	id-51830	1.71e-06	+	CACGGGGACGGCGAAGCGGCCAGGAGGTGGTGTCG	V_CTCF_BR	25
chr2	23622521	23622671	id-51831	2.38e-07	-	GAAAGAAGATGGGGGTTGACCAGAAGAGGGCAGGA	V_CTCF_BR	11
chr2	23626357	23626507	id-51832	1.71e-06	-	AATTTACAGGTACATGTGACCACTTGGGGGCACAG	V_CTCF_BR	21
chr2	23627364	23627514	id-51833	1.61e-05	+	AGGTGGTCCACTGTCACGCCCACAAGAGGGCATTT	UpstreamP1_CTCF	34
chr2	23637890	23638040	id-51834	8.98e-06	-	TTGCAGCACCCACTTTTGGAAGCTTGGTGGTGCTG	UpstreamP1_CTCF	38
chr2	23683239	23683389	id-51835	5.53e-08	-	CAGCATTTCTAGCCTCCACCCACTAGAGGCCAGTA	UpstreamP1_CTCF	40
chr2	23728230	23728380	id-51836	1.82e-06	+	CTGCACCGCTCCTTCCCTTCCTGCAGGGGCATCAT	UpstreamP1_CTCF	35
chr2	23729054	23729204	id-51837	1	+	NA	NONE	4
chr2	23742334	23742484	id-51838	4.14e-05	+	TTGCCCTATTTAGGAGCTGTCAGCAGAGGGAGTGT	UpstreamP1_CTCF	14
chr2	23755284	23755434	id-51839	7.82e-06	-	ATGCACATCCCACAAAGCTCCACTAGCAGGGGCCT	UpstreamP1_CTCF	7
chr2	23768368	23768518	id-51840	1.03e-06	-	CAGCACCCCCTTTCGCTTACCACGAGGTGGTGCCT	UpstreamP1_CTCF	26
chr2	23770736	23770886	id-51841	1	+	NA	NONE	12
chr2	23786829	23786979	id-51842	3.2e-08	-	GCTGCCATTCTCCATATGGCCAACAGCTGGCCCTG	Upstream_CTCF	24
chr2	23787145	23787295	id-51843	5.08e-07	+	CAAGGACTGGGCAGGGTGGCCAGGAGGGGGAGAGG	V_CTCF_BR	6
chr2	23789716	23789866	id-51844	6.67e-08	-	CTTCAGCCTCCAGCACCAACCACCAGGGGGGGACA	UpstreamP1_CTCF	40
chr2	23801977	23802127	id-51845	7.91e-05	-	GGGCAGAACTGTAGACTTACCACATGGGGTTGCTC	UpstreamP1_CTCF	10
chr2	23818568	23818718	id-51846	6.39e-08	-	GGGAAGGGATGGAGGAGGACCTGCAGAGGGCAGTC	V_CTCF_BR	20
chr2	23840461	23840611	id-51847	1.17e-05	+	GTGGACCAGCTCCTGTGCACCTCCAGCGGCAGCCA	V_CTCF_BR	29
chr2	23841807	23841957	id-51848	2.19e-05	-	GTGCTCCAAGCCCTGTTCCCCTGGAGGGGAAGGAC	UpstreamP1_CTCF	2
chr2	23847355	23847505	id-51849	3e-09	+	CTGCAATTCAGACCACCCGCCACCAGAGGTCGTGA	UpstreamP1_CTCF	39
chr2	23859421	23859571	id-51850	5.51e-07	+	TCCCACTGTCCCACAGCAGCCACTTGAGGGCAGGG	V_CTCF_BR	34
chr2	23860383	23860533	id-51851	7.31e-05	-	GAGCCGTATCCCATTAGGACCTGTGGGCTGCGCTC	UpstreamP1_CTCF	2
chr2	23862568	23862718	id-51852	1	+	NA	NONE	7
chr2	23888072	23888222	id-51853	1	+	NA	NONE	4
chr2	23896824	23896974	id-51854	1	+	NA	NONE	1
chr2	23907707	23907857	id-51855	4.14e-06	-	ACTGGGGATCCTGCTCTGGCCCGGTGGGGGCAGTG	V_CTCF_BR	4
chr2	23929052	23929202	id-51856	9.38e-09	-	GTGCTATGCCACCCTGCGAGCGGCAGAAGGCGCTC	UpstreamP1_CTCF	1
chr2	23935646	23935796	id-51857	1	+	NA	NONE	9
chr2	23940378	23940528	id-51858	1	+	NA	NONE	0
chr2	23983755	23983905	id-51859	1.7e-05	-	TGAGTTTTGTTTTCTCTTACCAGTAGATGGCATAT	Upstream_CTCF	35
chr2	23989098	23989248	id-51860	1	+	NA	NONE	9
chr2	24027200	24027350	id-51861	2.43e-06	+	GTCCTGGCAGACTGCCTATCCAGGAGGGGTCACTC	V_CTCF_BR	39
chr2	24036434	24036584	id-51862	1.55e-07	+	TGTGCACCTGTAGTCCCAGCCACCAGGAGGCTGAG	Upstream_CTCF	10
chr2	24047670	24047820	id-51863	1.97e-06	+	GCCACAATTATCAGTTATGCCAGTAGGGGGAACCA	V_CTCF_BR	40
chr2	24149922	24150072	id-51864	1.83e-05	-	CGCCCCGCCGTGGCTGCGGCCGGAAGCGGTCTCGT	V_CTCF_BR	40
chr2	24177317	24177467	id-51865	5.17e-06	+	GCTGCAGTATTTCACATTCCCACCAGTAGCGTACC	Upstream_CTCF	12
chr2	24211368	24211518	id-51866	3.31e-06	+	TTGTACCTCTCATTGTATTCCAACAGGTGGCATCA	UpstreamP1_CTCF	35
chr2	24244358	24244508	id-51867	1.56e-06	+	GTTGTGCCTCCCTCCGCTCCCACTGGGAGGCAGTA	Upstream_CTCF	40
chr2	24247084	24247234	id-51868	8.71e-06	-	CCCACACTGTGCCTCGCTGGCTGCAGGGGGCGTGC	V_CTCF_BR	34
chr2	24283857	24284007	id-51869	7.23e-07	-	GACGCAAAGCCAGGAGGGGACACCAGATGGCGTTG	Upstream_CTCF	40
chr2	24306838	24306988	id-51870	1	+	NA	NONE	23
chr2	24307268	24307418	id-51871	6.51e-11	-	CAGGGCAGCGAGGCGCTGGCCGGCAGGGGGCGCTG	V_CTCF_BR	40
chr2	24307555	24307705	id-51872	4.01e-05	+	GGCCCGGCTCCCCTCCCATGCACCAGGCGGCGCCG	V_CTCF_BR	20
chr2	24387348	24387498	id-51873	1.38e-08	-	GCACCCTCATCGTGTGGCTCCACCAGGGGGCACCC	V_CTCF_BR	37
chr2	24398763	24398913	id-51874	1	+	NA	NONE	17
chr2	24426350	24426500	id-51875	1.23e-05	+	CTGCATGGTGCTCCCTCAGCCCCAAGAGAGCGCAG	UpstreamP1_CTCF	7
chr2	24446004	24446154	id-51876	1.23e-05	+	CTGCCAGGACACTGTCCATCCAGCAGGGCGTGTTG	UpstreamP1_CTCF	4
chr2	24451476	24451626	id-51877	3.88e-06	+	AGACTACATAATTTCCCAACCAGTAGAGGGCAATA	V_CTCF_BR	38
chr2	24560944	24561094	id-51878	1	+	NA	NONE	15
chr2	24574975	24575125	id-51879	1	+	NA	NONE	28
chr2	24605387	24605537	id-51880	3.97e-07	-	TGCTGGATGCGCCCTCTAACCTCTAGGGGGAGCAC	V_CTCF_BR	40
chr2	24625631	24625781	id-51881	5.08e-07	-	CTCCCTCCGCACCTCCCCGCAAGCAGAGGGAGCCC	V_CTCF_BR	7
chr2	24632915	24633065	id-51882	3.41e-07	+	CATGGCTTTCCTCTTCTGACCACAAGATGGAGCAG	Upstream_CTCF	40
chr2	24644619	24644769	id-51883	1.24e-05	+	CAACATCCAAATTGTCTTCTCTCCAGGGGGCGCCA	V_CTCF_BR	40
chr2	24713823	24713973	id-51884	7.33e-10	+	GGACGCCGGCTGGGGCGGGCCGGCAGAGGGCGCGG	V_CTCF_BR	36
chr2	24714251	24714401	id-51885	7.73e-06	-	CCTCCGGAGCAGGGGTCCCCCCGCAGGGGGATGCA	V_CTCF_BR	7
chr2	24766223	24766373	id-51886	3.81e-05	-	ACTCATCTTAAAACTTGATCCCCTAGGTGGCAGTG	V_CTCF_BR	36
chr2	24802071	24802221	id-51887	1	+	NA	NONE	1
chr2	24836030	24836180	id-51888	2.97e-06	+	GTAGGGTTCAACCTACAAGCCAGTAGATGGCGCTT	V_CTCF_BR	40
chr2	24972109	24972259	id-51889	3.09e-05	-	CTGGTATTGTGCCCTGCTACCTCTAGGTGTCTTGG	UpstreamP1_CTCF	10
chr2	25014019	25014169	id-51890	4.24e-07	-	TGTGCTTTTAGAAATCCTTCCACTAGGGGCCGGGC	Upstream_CTCF	39
chr2	25015716	25015866	id-51891	1.99e-07	+	CCACCACTTTACCGCGAGCCCAGCAGGGGGCGGAG	V_CTCF_BR	40
chr2	25048025	25048175	id-51892	1.03e-09	+	GCTGTACTTCCCTGGAAAGCCAGTAGGGGGCACTT	Upstream_CTCF	40
chr2	25049134	25049284	id-51893	5.34e-06	-	ATGTGAATACCAGGTGCAGCCAGGAGGGGCCAGGG	V_CTCF_BR	5
chr2	25050590	25050740	id-51894	1.73e-06	-	GTGCTGAGGTGGCTTTCTGCCACTAGGGGTCCTCA	UpstreamP1_CTCF	40
chr2	25053352	25053502	id-51895	1	+	NA	NONE	35
chr2	25062933	25063083	id-51896	9.29e-06	+	ATTGTGGGCCTCTTCCCCTCCACAAGAGGGGGCCT	Upstream_CTCF	9
chr2	25084936	25085086	id-51897	2.72e-05	+	CAGTACAGACAGGTATCCACCACAAGGTGAGGCTG	UpstreamP1_CTCF	3
chr2	25086615	25086765	id-51898	1	+	NA	NONE	11
chr2	25104663	25104813	id-51899	7.07e-08	+	GGAGAGCGGGTGCTACTGGCCTCTAGTGGGCGGAG	V_CTCF_BR	31
chr2	25133835	25133985	id-51900	1	+	NA	NONE	3
chr2	25139625	25139775	id-51901	1.69e-05	+	CAGCACATAGCCACTGTCTCCAGGAGGTGGGGTGG	UpstreamP1_CTCF	0
chr2	25144154	25144304	id-51902	4.3e-06	-	AAAGCCCTGCGAAGTATGGGCTGAAGGTGGCGCCT	Upstream_CTCF	39
chr2	25151038	25151188	id-51903	1	+	NA	NONE	16
chr2	25152245	25152395	id-51904	1	+	NA	NONE	20
chr2	25163423	25163573	id-51905	1.85e-05	-	GAAACTGTCTCCCTTCTGACCAGCAGGGAGCAAAC	Upstream_CTCF	2
chr2	25172173	25172323	id-51906	8.21e-06	+	GCCTCCCCAGAGAGGGTGTCCACATGGGGTCAGTA	V_CTCF_BR	8
chr2	25198432	25198582	id-51907	3.73e-06	+	GAAGTTGTTTACAGTTTCAACAATAGATGGCGCCA	Upstream_CTCF	40
chr2	25241832	25241982	id-51908	1	+	NA	NONE	2
chr2	25264256	25264406	id-51909	7.82e-06	-	GTGTAATTCGCAAGCTTTGCCGCCAGGATCCTCTC	UpstreamP1_CTCF	40
chr2	25265044	25265194	id-51910	1.11e-05	-	GCTGCGGCGTTCCCAGCCAGCCCTCGGCGGCGCCC	Upstream_CTCF	1
chr2	25265552	25265702	id-51911	8.13e-06	+	TCTGCGCGGCTCGGAGAAGGCGGGAGGCGGCGCCG	Upstream_CTCF	6
chr2	25277654	25277804	id-51912	2.11e-06	+	ACCGTGAACACTTCCTTGTCCTCTAGAGGGCTGCC	V_CTCF_BR	12
chr2	25301642	25301792	id-51913	4.43e-05	+	GCTCAGCAGGTGTCAGGATCCGCCAGGTGTCAGGT	V_CTCF_BR	7
chr2	25335122	25335272	id-51914	3.84e-06	+	GTGCAGTCCTTGGAGTCCAGCAGATGGGGCTGCCC	UpstreamP1_CTCF	2
chr2	25352188	25352338	id-51915	2.2e-09	-	GATGCTATTCCAGAAACAGCCACCAGATGGCATAC	Upstream_CTCF	40
chr2	25353079	25353229	id-51916	8.13e-06	+	ACTGTGACAGCAAAAGCTGCCACAGGGTGGCCAAC	Upstream_CTCF	19
chr2	25382968	25383118	id-51917	5.3e-05	-	ACGCAGTTGCTTCTTCCAGCCCCTAGGGCTTAAGC	UpstreamP1_CTCF	12
chr2	25384012	25384162	id-51918	3.63e-06	+	TCGTCCTTCTTCTCGGCCGCCACCAGCAGGCTGTG	V_CTCF_BR	1
chr2	25387566	25387716	id-51919	1.48e-05	-	CTGCAGAGCCTCAGCCTGCCTGGAAGATGCCGAGA	UpstreamP1_CTCF	0
chr2	25389029	25389179	id-51920	1	+	NA	NONE	35
chr2	25391701	25391851	id-51921	1	+	NA	NONE	5
chr2	25393868	25394018	id-51922	3.11e-05	+	AAAAACAGACCACAAGGGGCCACAAGGGGCATGTC	V_CTCF_BR	6
chr2	25419404	25419554	id-51923	1.01e-09	-	ATGGTACTGCACCGGGTGGCCACCAGAGGGCAGGG	V_CTCF_BR	39
chr2	25424270	25424420	id-51924	2.34e-06	+	CTGCAGTGGCCTGAACTGACCACAGGGGCCTAAGT	UpstreamP1_CTCF	40
chr2	25450592	25450742	id-51925	1.71e-06	-	CCATGACTGTTCACAGCCTCCTCCAGGGGGCTCAA	V_CTCF_BR	8
chr2	25451771	25451921	id-51926	9.88e-07	-	GGTGACTTACTCACTTCCCCCACCAGAGGGCCTGG	Upstream_CTCF	40
chr2	25480918	25481068	id-51927	1	+	NA	NONE	27
chr2	25500196	25500346	id-51928	1.96e-08	+	CCGGTGAGGCCCCGGGCTCCCAGCAGGGGGCGCCT	V_CTCF_BR	37
chr2	25517256	25517406	id-51929	1.77e-05	+	CTCGCAGGAAGAAAAGCCACCTCTAGGGGTGGGCC	Upstream_CTCF	4
chr2	25520822	25520972	id-51930	3.5e-05	+	CTGAAGAGGAAAGGTTTGGCCAGGCGGGGGCAGGC	UpstreamP1_CTCF	18
chr2	25531525	25531675	id-51931	1	+	NA	NONE	7
chr2	25532350	25532500	id-51932	6.46e-07	+	ACGAATTCTCATCACATCACCACCGGGGGGCACTG	V_CTCF_BR	40
chr2	25560377	25560527	id-51933	1	+	NA	NONE	5
chr2	25562675	25562825	id-51934	1.82e-06	+	CTGCAGCTGTCACATCTGCCCGCGAGGGAGGAGGC	UpstreamP1_CTCF	10
chr2	25565374	25565524	id-51935	1.74e-07	+	CCTGCAGTTCTCCCGACCTCCGCCAGAGCCCACTG	Upstream_CTCF	40
chr2	25571333	25571483	id-51936	3.81e-05	-	ACGCAAGGATGCTGCGTGGCCATTGGGTGGCGTGT	UpstreamP1_CTCF	5
chr2	25577725	25577875	id-51937	1.43e-05	-	GCTGCAGTGTGAGTAGTGTCACACCGATGGCGCTG	Upstream_CTCF	4
chr2	25584905	25585055	id-51938	8.58e-08	+	GCCGCATTTCGCTCTTCACCCTCCAGGTGGCGCTA	Upstream_CTCF	40
chr2	25599671	25599821	id-51939	1.47e-10	-	TGCGCCGCGGACTCCGTGGCCGCCAGGGGGCGCGC	V_CTCF_BR	40
chr2	25745090	25745240	id-51940	2.62e-07	-	CTACAGTTTCCCAAAGCCACCACTAGATGTCAGGC	UpstreamP1_CTCF	39
chr2	25774346	25774496	id-51941	2.81e-06	+	CCAGCAGTACTGAGAACTTCCTCCAGGCAGTGTTA	Upstream_CTCF	7
chr2	25781189	25781339	id-51942	1	+	NA	NONE	6
chr2	25790399	25790549	id-51943	1.84e-06	-	GGAAATTTCACCTTTCTTCCCAGCAGATGGCAGAG	V_CTCF_BR	40
chr2	25795673	25795823	id-51944	4.71e-06	-	ACTGACCTTGTTCATATGGCCTCCAGGTGGCTTCT	Upstream_CTCF	10
chr2	25829872	25830022	id-51945	3.45e-05	+	AACCAACTTTTCCATCTGAACAGTAGGTGGCATAA	V_CTCF_BR	39
chr2	25831742	25831892	id-51946	4.65e-05	+	CCACCTAGTGGGGATGGCAGCAGTAGGGGCAGCTA	V_CTCF_BR	4
chr2	25887679	25887829	id-51947	4.7e-06	-	CCTTGAGGCCTCATGTTGCCCTGGAGGGGGCGATG	V_CTCF_BR	40
chr2	25916025	25916175	id-51948	1.38e-07	-	TAGCAGTTGTTGCTGGCTGCCACCAGGGGTACCTC	UpstreamP1_CTCF	14
chr2	25923122	25923272	id-51949	2.57e-08	-	CCGCAGTGAGCCTGTTTCACCACTAGAAGGCAAAG	UpstreamP1_CTCF	40
chr2	25937732	25937882	id-51950	3.81e-05	-	TGCCTATTCAACTTCTCCGCCTGGAGGTGGCATCT	V_CTCF_BR	32
chr2	26045088	26045238	id-51951	1	+	NA	NONE	14
chr2	26074902	26075052	id-51952	5.01e-06	+	AACTGTTAGCTTACGTTAACCACAGGAGGGCAGTG	V_CTCF_BR	38
chr2	26079383	26079533	id-51953	1	+	NA	NONE	15
chr2	26101516	26101666	id-51954	1	+	NA	NONE	22
chr2	26173984	26174134	id-51955	5.21e-08	+	GGGATGTTCTTCATGGCCACCAGCAGAGGGAGCCA	V_CTCF_BR	40
chr2	26178865	26179015	id-51956	5.48e-05	-	GTACTAATTCCTGGGCCTTCCACAAGGTGGTGTGA	Upstream_CTCF	36
chr2	26189568	26189718	id-51957	1	+	NA	NONE	10
chr2	26206736	26206886	id-51958	1	+	NA	NONE	3
chr2	26207624	26207774	id-51959	1	+	NA	NONE	28
chr2	26214512	26214662	id-51960	1.59e-06	+	ACAAACAAACCAAGTTTTGCCAGCAGAGGGAGACA	V_CTCF_BR	40
chr2	26220823	26220973	id-51961	2.15e-05	+	TTTCAGGCTGACTTGGAGACCACTTGGGGGTGGTA	V_CTCF_BR	38
chr2	26223524	26223674	id-51962	2.59e-06	+	AGCCTGTGCCCTTATATGCCCAGCAAGGGGCAGCC	UpstreamP1_CTCF	7
chr2	26233930	26234080	id-51963	1	+	NA	NONE	8
chr2	26256704	26256854	id-51964	1	+	NA	NONE	11
chr2	26277983	26278133	id-51965	2.6e-05	-	GTGCACTTCTAACAATCCTCCACTAGAACTGAAAC	UpstreamP1_CTCF	7
chr2	26282505	26282655	id-51966	1.55e-07	+	ACAGCACTATTCACAATAGCCAAGAGGTGGAGACA	Upstream_CTCF	23
chr2	26311046	26311196	id-51967	6.34e-08	+	GTTGCAGTTACTCCTCTTGCCACTGGATGGTGCTT	Upstream_CTCF	40
chr2	26368063	26368213	id-51968	7.49e-07	-	ATGCAGTTTCCAGCATTGGTCACACGGTGGCGGAG	UpstreamP1_CTCF	40
chr2	26394467	26394617	id-51969	2.74e-08	+	CCGCATCATCCCCCAATTACCTGCAGAGGGCGCCG	V_CTCF_BR	39
chr2	26401918	26402068	id-51970	1	+	NA	NONE	10
chr2	26407679	26407829	id-51971	4.14e-06	-	CGGGGTCGAAGCGCTCGCGGCAGTAGGAGGCGCTG	V_CTCF_BR	34
chr2	26458085	26458235	id-51972	5.01e-06	+	CCACTGTACTCCAGCCTGGACAGCAGAGGGAGACT	V_CTCF_BR	36
chr2	26467448	26467598	id-51973	1	+	NA	NONE	39
chr2	26530441	26530591	id-51974	1	+	NA	NONE	4
chr2	26537218	26537368	id-51975	1.84e-06	-	CTACACCGCGGCCTGGAGCCCTGGAGAGGGCAGCA	V_CTCF_BR	23
chr2	26539067	26539217	id-51976	4.1e-06	-	CGGGTACTGCCAGTTGCTGCCACCTGGTGAGGAAG	Upstream_CTCF	38
chr2	26552994	26553144	id-51977	1.46e-08	-	CACGCAGGTCCCGGGCCGGCCACTGGGTGGCACAC	Upstream_CTCF	40
chr2	26569011	26569161	id-51978	1	+	NA	NONE	7
chr2	26618289	26618439	id-51979	1.59e-06	+	TGATGGGGCCCGTTTCTGGCCAGAGGGTGGCTCTG	V_CTCF_BR	12
chr2	26624786	26624936	id-51980	1	+	NA	NONE	14
chr2	26661599	26661749	id-51981	5.34e-06	+	CTGGGCCAGAGTCTGTAGTCCAGCAGAGGGAGATG	V_CTCF_BR	29
chr2	26681629	26681779	id-51982	5.9e-06	-	CTGGGGCTGCACGCCATGTCCTCTGGGAGGCAGTA	UpstreamP1_CTCF	11
chr2	26683226	26683376	id-51983	1	+	NA	NONE	25
chr2	26684733	26684883	id-51984	7.07e-08	+	CCTCCTGCTGGCCCTTCAGCCACCTGTGGGCGCCA	V_CTCF_BR	2
chr2	26685467	26685617	id-51985	2.31e-07	-	TCAGCTGTTCCAGGGCCTGTCATTAGGGGGCACCC	Upstream_CTCF	39
chr2	26692080	26692230	id-51986	1.85e-11	-	CTGCAATTTTCACAGACTGCCACCAGGTGGCGGTG	UpstreamP1_CTCF	40
chr2	26694248	26694398	id-51987	5.01e-06	+	ACGCCACTTCCACACCCAACCCCCAGATGGCAGTT	V_CTCF_BR	23
chr2	26695288	26695438	id-51988	9.49e-08	+	CGAAGTTGCATGTTCCCAGCCAGCAGGGGGCTGAC	V_CTCF_BR	23
chr2	26726091	26726241	id-51989	1.39e-07	-	CCGGGCCTGGGAGGCTGGAGCAGCAGGTGGCACTG	V_CTCF_BR	8
chr2	26726373	26726523	id-51990	4.7e-06	+	GCCTTGTAACCAGGCACCCCCGACAGAGGGCGCTG	V_CTCF_BR	38
chr2	26744178	26744328	id-51991	1.48e-06	+	GCTGCAATGTGACAAGACACTCCCAGGGGGCAGGG	Upstream_CTCF	40
chr2	26753614	26753764	id-51992	1	+	NA	NONE	9
chr2	26760008	26760158	id-51993	1.55e-05	+	CCTATGCTTCCCCTCAAGGTCTGGAGATGGCGCCC	V_CTCF_BR	3
chr2	26775924	26776074	id-51994	2.68e-05	-	GTTGCAGCTGAGGCACTGGGGACAAGATGTCCCCC	Upstream_CTCF	3
chr2	26778554	26778704	id-51995	7.62e-07	-	GAGGTATCTTCTCTCCAGACCAGCAGAGGGCCCCA	Upstream_CTCF	37
chr2	26782593	26782743	id-51996	2.59e-06	+	TTGCCTTTTCCCCTCCTGACCTCAGGAGGGCCCTG	UpstreamP1_CTCF	6
chr2	26785262	26785412	id-51997	2.74e-08	+	GGGCTGCTCCGGGAGGTGGCCGCCAGGGGGGCGCA	UpstreamP1_CTCF	34
chr2	26800796	26800946	id-51998	6.07e-11	-	GGTGTAGTGCCCTCTGTATCCACCAGAGGGCAGCA	Upstream_CTCF	40
chr2	26805059	26805209	id-51999	1.08e-08	+	TCCTCCATGGCACGCGCTGCCTCCAGGGGGCACGC	V_CTCF_BR	5
chr2	26828424	26828574	id-52000	1.09e-07	+	CAGCACTAGAGTATCTCTACCAGAAGGTGGCAGTG	UpstreamP1_CTCF	40
chr2	26838502	26838652	id-52001	1.67e-07	+	GGTGGTGCCAAGCCCAAGACCGCCAGGTGGCAGCG	V_CTCF_BR	33
chr2	26906626	26906776	id-52002	4.73e-07	-	CCTGCACTGCCACTTGGAGGCAGTTGGGGGACATG	Upstream_CTCF	8
chr2	26908469	26908619	id-52003	5.96e-07	-	TGCACTGTACACCCTGTTACCTGCAGAGGGAGGTC	V_CTCF_BR	2
chr2	26951221	26951371	id-52004	7.44e-09	+	GGAGCAGAGCCACTCGTCGCCGGGAGGGGGCGGCC	Upstream_CTCF	22
chr2	26951407	26951557	id-52005	1.15e-07	-	GGGGCAGTCTCCTGGCCTCCCAGCAGGGGTCCCCC	Upstream_CTCF	6
chr2	26963741	26963891	id-52006	6.74e-08	-	TGAGCAGCTCCAGCCCCAAGCGGCAGGTGGCAGAA	Upstream_CTCF	17
chr2	26968712	26968862	id-52007	1.55e-08	-	TACAAGGCTCACTAGACAGCCACCAGATGGCGCTC	V_CTCF_BR	40
chr2	26989722	26989872	id-52008	1.32e-05	+	GCATCCATGCTCTTAACCACCACTGGAGGGTGTGG	Upstream_CTCF	10
chr2	26994034	26994184	id-52009	1.34e-06	+	TATGGACCAACTTGTTCTACCAGCAGGGGGCCCTC	Upstream_CTCF	39
chr2	27008327	27008477	id-52010	1	+	NA	NONE	17
chr2	27008656	27008806	id-52011	1	+	NA	NONE	32
chr2	27009756	27009906	id-52012	2.4e-05	+	CTGGTGGATGGGAGACCCAACGGCAGGAGGAGGCA	V_CTCF_BR	2
chr2	27061504	27061654	id-52013	6.9e-05	+	TATGCTTTTCTTTGTTCTGCCTCATGAGGGCTTTT	Upstream_CTCF	27
chr2	27063941	27064091	id-52014	3.4e-06	-	AGGGTAGTTCAGTTCCTACCCACAGGGTGGCTGTA	Upstream_CTCF	34
chr2	27069264	27069414	id-52015	2.86e-06	+	CTGCAGAAAACATTTACAGTCACTAGAGGGCTCTC	UpstreamP1_CTCF	40
chr2	27073572	27073722	id-52016	1	+	NA	NONE	2
chr2	27106978	27107128	id-52017	1	+	NA	NONE	1
chr2	27137152	27137302	id-52018	1.47e-05	-	CCCCTGGAGGGCTTCAAAGCAGCAAGGGGGCGCTC	V_CTCF_BR	13
chr2	27145689	27145839	id-52019	1.41e-06	-	CTTGCACAGCTTAAAGCAACCAACAGAGGGTGGTA	Upstream_CTCF	40
chr2	27165583	27165733	id-52020	1.82e-07	-	CAGTCATGGAGGATGTTCCCCGGCAGGGGGCGCCA	V_CTCF_BR	40
chr2	27165914	27166064	id-52021	1	+	NA	NONE	7
chr2	27170151	27170301	id-52022	2.66e-05	-	CTCTGGGCAACTGGCCAGTCAGCCAGGGGGCAGGG	V_CTCF_BR	14
chr2	27184689	27184839	id-52023	2.75e-09	+	ACTGTACTACCTGTAAAGGCCTCCAGATGGCGCTT	Upstream_CTCF	40
chr2	27205350	27205500	id-52024	1.82e-06	+	TTGCAGTACAGGCCTCAAGCCAGGTGGGGCAGGAG	UpstreamP1_CTCF	38
chr2	27233810	27233960	id-52025	1	+	NA	NONE	12
chr2	27239837	27239987	id-52026	1.91e-08	-	TAAGTAGAACTAAACATGGCCAGCAGGTGGCACCC	Upstream_CTCF	40
chr2	27247227	27247377	id-52027	2.4e-05	-	ACTCCCCCGGTCTAACTGGCCAGCAGGCGGCGTCA	V_CTCF_BR	34
chr2	27247904	27248054	id-52028	5.01e-06	+	TGCAGATACCTGGTCCAGCCCAGCAGAGGGCAAAA	V_CTCF_BR	22
chr2	27256024	27256174	id-52029	1	+	NA	NONE	23
chr2	27273281	27273431	id-52030	3.41e-07	+	CAAGCGCTGCCCCGGAGCTCCAGGAGGCGGCGGCG	Upstream_CTCF	37
chr2	27294226	27294376	id-52031	9.31e-05	+	GCTGCACGTCCGTGATCATCCTGCGGAGAAGAGAG	Upstream_CTCF	15
chr2	27301796	27301946	id-52032	1	+	NA	NONE	19
chr2	27304062	27304212	id-52033	1	+	NA	NONE	40
chr2	27308488	27308638	id-52034	1	+	NA	NONE	40
chr2	27309422	27309572	id-52035	5.01e-09	+	ACGCCCGTTTCGCCGGCGTCCGCCAGGGGGCGCTC	V_CTCF_BR	40
chr2	27319365	27319515	id-52036	1	+	NA	NONE	1
chr2	27321583	27321733	id-52037	2.78e-06	+	ATGGCGGTGGTAGATTCCACCCCAAGGTGGCGCTC	V_CTCF_BR	40
chr2	27323084	27323234	id-52038	2.11e-06	+	GCTGAGCTGAACTGACAGGCCAGTGGGGGGCAGGG	V_CTCF_BR	4
chr2	27336699	27336849	id-52039	3.63e-05	+	TTTACTGCTAGGACCCAGGCCGACAGGAGGCACTG	V_CTCF_BR	8
chr2	27341945	27342095	id-52040	1	+	NA	NONE	3
chr2	27346596	27346746	id-52041	1.48e-06	+	CGCCGCCCATCCCGGGGCACCGGCGGTGGGCGGGG	V_CTCF_BR	12
chr2	27356777	27356927	id-52042	1.39e-05	+	AAATGCACCACTCTCGCCGCTGCTAGAGGGCAGGC	V_CTCF_BR	40
chr2	27374986	27375136	id-52043	8.58e-06	+	GTCCAGCACTCCAGCACATCCACAGGGTGGGGCAG	UpstreamP1_CTCF	13
chr2	27392822	27392972	id-52044	5.68e-06	+	GGCACTTCGCTGGGCTCCACCAATAGAGGGTGCTA	V_CTCF_BR	40
chr2	27397631	27397781	id-52045	1.11e-05	+	GCTGCAGTGAGCTATGGTGGCGCCAGGCTGCAGTG	Upstream_CTCF	5
chr2	27414507	27414657	id-52046	1.64e-06	-	CTCGCTCTGTCTGAATTGTCCACAAGGGGTCCCCA	Upstream_CTCF	40
chr2	27440232	27440382	id-52047	5.52e-05	-	GAGTCGGTCCACGTGGCTAACGGCGCGGGGCGCTG	UpstreamP1_CTCF	33
chr2	27440930	27441080	id-52048	1	+	NA	NONE	20
chr2	27473126	27473276	id-52049	1.48e-06	+	CGCTGCGGTGGCGTATGCCCCAGTTGGGGGCGCTG	V_CTCF_BR	40
chr2	27485415	27485565	id-52050	1.64e-05	+	ACCCGAGGAAGTCAGGCGGCCGGGAGGAGGCGTAG	V_CTCF_BR	18
chr2	27487993	27488143	id-52051	1.08e-08	+	CGGCCAGCAGCACCGAGTGCCAGGAGGGGGCGCAG	V_CTCF_BR	39
chr2	27502852	27503002	id-52052	4.98e-09	-	TTGCAGTTACTCATTAGCATCACCAGGTGGCGCTG	UpstreamP1_CTCF	40
chr2	27503245	27503395	id-52053	2.11e-06	-	AATGTGTCCAGGGGACTGGGCAGCAGAAGGCACCC	V_CTCF_BR	17
chr2	27514979	27515129	id-52054	1	+	NA	NONE	25
chr2	27521694	27521844	id-52055	4.43e-05	+	AGGGACTTGCCTCAGGCCTCCCAGAGAGGGCAGTC	V_CTCF_BR	5
chr2	27524393	27524543	id-52056	1.99e-07	+	GGGAGTGTAGCAGTGAGGACCACCAGAGGTCGCTC	V_CTCF_BR	38
chr2	27526415	27526565	id-52057	7.1e-07	-	TTGCATTTGCCTCTGTTGAAAGCCAGGTGGCGCAA	UpstreamP1_CTCF	40
chr2	27529492	27529642	id-52058	4.65e-06	+	GTGCAACCCAACCCCGGAGCCACAAAGGCGCGCCC	UpstreamP1_CTCF	22
chr2	27543954	27544104	id-52059	1.63e-05	+	CCCTCCCTATTCTTGATGACCACAAGGGGGAATCT	Upstream_CTCF	39
chr2	27590332	27590482	id-52060	4.68e-05	+	GCGTTGTGCATGCTCGCTGACAGGGGACGGCACTG	UpstreamP1_CTCF	0
chr2	27593149	27593299	id-52061	2.39e-05	-	CTGCAGCCGCGGAGCGAGGCAGCGGGGCGGCTCCG	UpstreamP1_CTCF	40
chr2	27601121	27601271	id-52062	4.31e-07	-	AGATTTGAGCCTCCATGTGCCACCAGGTGGTGCCA	V_CTCF_BR	37
chr2	27631010	27631160	id-52063	4.99e-07	+	ACTGTCATTCCAGAGCTAACCACAGGGAGGAGCGA	Upstream_CTCF	40
chr2	27651075	27651225	id-52064	1	+	NA	NONE	29
chr2	27653338	27653488	id-52065	1	+	NA	NONE	20
chr2	27663912	27664062	id-52066	1.92e-05	-	TTGCACTGCATCAGCACCACCTAGGGAGGGAAGAG	UpstreamP1_CTCF	0
chr2	27665080	27665230	id-52067	1.28e-06	+	TCGTGTGTTCGCGCCTTTCCCGCCAGGGGGAGCGG	V_CTCF_BR	15
chr2	27667026	27667176	id-52068	1	+	NA	NONE	2
chr2	27672695	27672845	id-52069	6.74e-08	+	CCAGGACTGCAAGCCATGCCCACCAGGAGGCCCAC	Upstream_CTCF	7
chr2	27676964	27677114	id-52070	9.29e-06	+	CTGGTTATGGACAAACCTGCCTCCAGGTGGGGACA	Upstream_CTCF	7
chr2	27712036	27712186	id-52071	1	+	NA	NONE	29
chr2	27717375	27717525	id-52072	7.31e-05	+	AAGCCCAGGTCACAGCTGACCAGCAGGAGGACCGT	UpstreamP1_CTCF	26
chr2	27745398	27745548	id-52073	1.38e-06	-	AAAAGTATTTGTTGAATGACCAGCAGTGGGCAGGA	V_CTCF_BR	17
chr2	27805975	27806125	id-52074	1	+	NA	NONE	28
chr2	27844503	27844653	id-52075	1	+	NA	NONE	24
chr2	27870232	27870382	id-52076	7.46e-06	+	CTTCTCTGAACTTACATTTCCACCAGGAGGCTTCC	UpstreamP1_CTCF	8
chr2	27878306	27878456	id-52077	1	+	NA	NONE	3
chr2	27886622	27886772	id-52078	1	+	NA	NONE	27
chr2	27886940	27887090	id-52079	8.02e-05	+	ACTGCGGTGATTTTAGGAGTCTACAGGAGGAGCAG	Upstream_CTCF	32
chr2	27906494	27906644	id-52080	3.06e-08	-	CTAGGACTTCAGATTTCTGCCACCAGAGGGCAGTA	V_CTCF_BR	40
chr2	27926731	27926881	id-52081	9.55e-09	+	CAACCACGGCAGGGAGTGACCACAAGGGGGCAGTA	V_CTCF_BR	40
chr2	27929322	27929472	id-52082	7.55e-07	-	TCCCCAAGCAGCAGTCTGGCCAGCTGTGGGAGGTG	V_CTCF_BR	20
chr2	27931245	27931395	id-52083	1	+	NA	NONE	1
chr2	27946267	27946417	id-52084	1.02e-07	+	ATGAAGTTCCTCCACTTTCACAGTAGGGGGCGAGC	UpstreamP1_CTCF	40
chr2	27948303	27948453	id-52085	1	+	NA	NONE	9
chr2	27958223	27958373	id-52086	2.94e-06	-	TTGGCACTTCCCAGTAAACCCTCCAGGTGTCCAGG	Upstream_CTCF	12
chr2	27960799	27960949	id-52087	6.43e-06	+	TAGGCCTCTGGGCTCCCAGCCGGCTGGAGGCACAG	V_CTCF_BR	13
chr2	27976289	27976439	id-52088	1	+	NA	NONE	7
chr2	27977107	27977257	id-52089	6.8e-06	+	CTCCAGTAGCTGTCCACAGCCATGGGAGGGCGCTC	UpstreamP1_CTCF	40
chr2	28022691	28022841	id-52090	8.71e-06	+	GGCTTCTGCCTTGTTCTTGCCTGCAGGAGGCTGAG	V_CTCF_BR	20
chr2	28030468	28030618	id-52091	4.1e-06	+	AATGAGGTACTGTGCCCGGCCACCAGAGGTCCTTT	Upstream_CTCF	40
chr2	28046563	28046713	id-52092	5.9e-06	-	GTGAATGGACTCTCAGCATCCCCCAGGTGGAGCAG	UpstreamP1_CTCF	6
chr2	28070726	28070876	id-52093	9.27e-07	+	GTGCATAGAAATTCTCTGGCCACCAGGGGAAGGTC	UpstreamP1_CTCF	22
chr2	28177147	28177297	id-52094	1	+	NA	NONE	15
chr2	28177812	28177962	id-52095	3.28e-05	+	TGTGAGGAAACCAGTGGTTCAGGCAGGGGGCAGTA	V_CTCF_BR	35
chr2	28188329	28188479	id-52096	1	+	NA	NONE	0
chr2	28196603	28196753	id-52097	2.37e-05	+	AGAACAGTGCCCAGACTAGCCTCTGGGTGGTGCGT	Upstream_CTCF	36
chr2	28378600	28378750	id-52098	5.9e-06	+	ACACAGTTCCCCATACCAACCACCAGATGGGGTTA	UpstreamP1_CTCF	40
chr2	28391279	28391429	id-52099	1	+	NA	NONE	12
chr2	28398035	28398185	id-52100	4.02e-07	-	TGTGCAAGTGCTCTGCAGCCCTGCAGGGGGTGGAC	Upstream_CTCF	20
chr2	28451413	28451563	id-52101	1	+	NA	NONE	34
chr2	28472942	28473092	id-52102	8.97e-05	+	GCTTCTATAGGGAAGACCTCCTATAGAGGGTGACA	Upstream_CTCF	17
chr2	28542094	28542244	id-52103	1	+	NA	NONE	14
chr2	28561296	28561446	id-52104	1	+	NA	NONE	11
chr2	28563567	28563717	id-52105	1.82e-07	+	CATTCAGCAGTGACAGCAGCCAGTAGTGGGCAGTG	V_CTCF_BR	35
chr2	28596468	28596618	id-52106	3e-06	+	TGGCTTTTGCACAGCTCTGCCAACAGGTGCCACTG	UpstreamP1_CTCF	2
chr2	28598131	28598281	id-52107	1.28e-06	+	ATGGGGGCTTCCACCCAGCCCGGCAGGGGGCAGGA	V_CTCF_BR	2
chr2	28613019	28613169	id-52108	1.19e-06	+	CGGAACGCAAGCCTCCCGGCGGGCAGAGGGAGCCA	V_CTCF_BR	27
chr2	28613402	28613552	id-52109	3.63e-06	+	GCACCCGGATTTTCGACCGCCAGGTGGGGGAGGGC	V_CTCF_BR	28
chr2	28614935	28615085	id-52110	1.21e-06	+	GTGCCCCGCCAACACCCGGCCGCAGGGCGGCGCGG	UpstreamP1_CTCF	31
chr2	28615727	28615877	id-52111	1	+	NA	NONE	9
chr2	28619752	28619902	id-52112	5.17e-06	-	ATAGTTTTCCTAAAAATTTCCCGTAGAGGGCACTA	Upstream_CTCF	40
chr2	28629691	28629841	id-52113	4.65e-06	-	CCCCACCTCCTCAGAGTCGCCGCCACAGGGCACAG	UpstreamP1_CTCF	11
chr2	28636499	28636649	id-52114	9.25e-06	-	AAAAGAGAAAGCACTTGATCCAGCAGGTGGCAGAT	V_CTCF_BR	39
chr2	28642295	28642445	id-52115	1.47e-05	-	ACCGTCTTAGGTTGAGAACCCAGTAGAGGTCGCCC	V_CTCF_BR	19
chr2	28642867	28643017	id-52116	4.41e-06	-	GCCTGGCAGGGCCCTGTGGCCAGCAGGGGCTGAGC	V_CTCF_BR	22
chr2	28670842	28670992	id-52117	6.51e-07	-	GCTGGAAGACTGACAGGGGCCAGCAGGGGTCCTTT	Upstream_CTCF	14
chr2	28675457	28675607	id-52118	1.02e-07	-	CTGTACCTGAGAGGGGCAGACACTAGAGGGCGCAA	UpstreamP1_CTCF	40
chr2	28676924	28677074	id-52119	2.2e-06	+	GGAGCCATGCATGTCTGGGCCTGAGGGTGGCGGTG	Upstream_CTCF	4
chr2	28680268	28680418	id-52120	8.03e-07	+	GCTGCGTCACCTCCGGTGCCCAACAGGCGGCCACA	Upstream_CTCF	12
chr2	28692637	28692787	id-52121	2.15e-05	-	GGTGTGTAGCTCACCCTTCCCGCAAGGGGGAACAT	V_CTCF_BR	7
chr2	28694225	28694375	id-52122	7.55e-07	-	CCTGAGAACACTGTGGTGGCCACATGAGGGAGGCA	V_CTCF_BR	6
chr2	28711846	28711996	id-52123	2.62e-07	-	GTGAAATTTGATGCTCTGCCCACCAGGGGGATCCT	UpstreamP1_CTCF	11
chr2	28715937	28716087	id-52124	1.77e-05	-	TTCGCTGTTGTCTAAGAATCCACAAGGAGGTGCTA	Upstream_CTCF	39
chr2	28750200	28750350	id-52125	8.81e-07	+	GCTCAGCTGGGTGGCTGAGCCAGCAGGAGGAGCAG	V_CTCF_BR	15
chr2	28781388	28781538	id-52126	1.26e-05	+	TTTGCTATTGTTCTTCTAACCACATGGTGTAGCTG	Upstream_CTCF	12
chr2	28789755	28789905	id-52127	7.1e-09	+	CTGCAGGAGCCCGCTAAATTCACCAGGGGGCGCTG	UpstreamP1_CTCF	37
chr2	28817264	28817414	id-52128	1.22e-08	+	ACAACTAGAACGAAGCTGGCCACAAGGGGGCAGCG	V_CTCF_BR	40
chr2	28824176	28824326	id-52129	1.82e-06	+	TTGTTGTTCCTAACTTTGCCCAGTAGGCGTTGGAG	UpstreamP1_CTCF	18
chr2	28830157	28830307	id-52130	1.04e-05	-	CTCTCAGGATTCCCAGCAGACACATGGGGGAGCTG	V_CTCF_BR	32
chr2	28844075	28844225	id-52131	8.13e-06	+	CTATTACCGCCTCTCCAGGGCAGCAGGAGGCGCAC	Upstream_CTCF	39
chr2	28848199	28848349	id-52132	1	+	NA	NONE	17
chr2	28884600	28884750	id-52133	5.28e-05	-	AAGGCAGGCCGGTCAGTGGACGGCAGTGAGAGCCC	Upstream_CTCF	9
chr2	28885842	28885992	id-52134	5.08e-05	+	TGGCACCCCCTCAGCGTCAACACTCGGGGGAGCGA	UpstreamP1_CTCF	0
chr2	28886384	28886534	id-52135	2.06e-07	+	ATAGAAGTGTCCCAGGGCACCAGCAGAGGGAGGAG	Upstream_CTCF	38
chr2	28973734	28973884	id-52136	1	+	NA	NONE	25
chr2	28974650	28974800	id-52137	2.27e-05	+	AGCTGGGCGGTGCCGAGGAGGAGGAGGTGGCGGCC	V_CTCF_BR	37
chr2	28976334	28976484	id-52138	5.08e-05	-	TAGTGAACACTGACTGCAGGCACCAGGGGGCCTCC	Upstream_CTCF	40
chr2	29044343	29044493	id-52139	8.08e-08	+	GGTGCAGTAAAGTTGTTGTGCAGAAGGGGGCAGTG	Upstream_CTCF	39
chr2	29175725	29175875	id-52140	1	+	NA	NONE	26
chr2	29179305	29179455	id-52141	8.91e-07	+	CCTGGAGTTTCTCATTCAGCCAGATGGGGGCCAAA	Upstream_CTCF	40
chr2	29179879	29180029	id-52142	3.88e-06	+	CACTACACTCCAGCCTGGGCCACAAGAGGGAGACT	V_CTCF_BR	37
chr2	29181594	29181744	id-52143	3.73e-06	+	ACGTCAATATAAAAAGCATCCACTAGGTGCCAGTC	Upstream_CTCF	40
chr2	29201695	29201845	id-52144	1.71e-06	+	CGAGGGTCTGGCCGCCCTTCCACCAGGGGTCGATA	V_CTCF_BR	8
chr2	29234719	29234869	id-52145	5.48e-05	-	TCTCTACTTGCTTAACACACCGCAAGGGGCAGCTG	Upstream_CTCF	9
chr2	29236058	29236208	id-52146	1	+	NA	NONE	14
chr2	29238100	29238250	id-52147	8.81e-07	-	GCCAAGGCCTACGATGTGGCCACAGGAGGGAGCGC	V_CTCF_BR	28
chr2	29258614	29258764	id-52148	1.48e-06	-	GAGCATTTCCAAGCTGCCGGCAGGAGGCGGTGCCC	UpstreamP1_CTCF	0
chr2	29276836	29276986	id-52149	2.04e-05	+	GGTGTGACGCTGCTGGGAGGCACTGGGTGGCTCTG	V_CTCF_BR	31
chr2	29285442	29285592	id-52150	9.51e-07	+	GCCGCTAGCTTGCATGGCCACAGCAGGGGGCACTC	V_CTCF_BR	3
chr2	29299208	29299358	id-52151	3.03e-05	-	GCAGCAGGCGCTGCACACAGCCCCAGTGGCCAGTC	Upstream_CTCF	10
chr2	29328313	29328463	id-52152	1.38e-06	+	CCATGCTGGGTTTTCCCTGTCTCCAGAGGGCAGCC	V_CTCF_BR	23
chr2	29372953	29373103	id-52153	1	+	NA	NONE	13
chr2	29384169	29384319	id-52154	3.86e-05	+	ATAGCAATATGCTATTTTAACACATGGTGGCATTG	Upstream_CTCF	19
chr2	29419790	29419940	id-52155	7.55e-07	-	CGCACTCTTCCTTGACCAATCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr2	29429919	29430069	id-52156	8.02e-05	-	CCTCCAGGTATCCCTGCAGCCATAAGGTGGTGCTC	Upstream_CTCF	20
chr2	29434963	29435113	id-52157	6.86e-07	+	AGTGAAGGAAGACATCTGGCCACCAGGTGACGCGG	Upstream_CTCF	28
chr2	29448794	29448944	id-52158	1.18e-09	-	ATACCTCCGTGTGGTCTGGCCAGCAGAGGGCACAG	V_CTCF_BR	13
chr2	29461502	29461652	id-52159	1.64e-07	+	CCTGCTATGCCTTGCCCAACCAGCAGAGTGAGCTG	Upstream_CTCF	40
chr2	29484558	29484708	id-52160	2.72e-05	-	CTGCAGTACCGAGAGACACCTGCCAGCAGAGACAG	UpstreamP1_CTCF	5
chr2	29516879	29517029	id-52161	5.08e-05	+	AGGAAGCTTCATGGGATGTGGGGCAGGTGGCGCCA	UpstreamP1_CTCF	13
chr2	29518835	29518985	id-52162	1.28e-06	+	TACGGCTTGCTCCAGGCTGACTGCAGGTGGCAGAA	V_CTCF_BR	34
chr2	29532093	29532243	id-52163	7.55e-07	+	CATGAATGTGTTGCAATGACCACTAGTGGGAGCCA	V_CTCF_BR	40
chr2	29537716	29537866	id-52164	1	+	NA	NONE	23
chr2	29539923	29540073	id-52165	4.01e-05	-	CAGGGTGGTGGTTCTGTGGCCAGCAGAGGGACAGA	Upstream_CTCF	21
chr2	29552886	29553036	id-52166	4.34e-07	-	TAGTATTTGCAGAGAATGCCCAGTAGGAGGCAGGG	UpstreamP1_CTCF	38
chr2	29566806	29566956	id-52167	8.64e-05	-	CCTGTGGGCATGAATGTTTCCTCTAGGTGTCCTCA	Upstream_CTCF	21
chr2	29574872	29575022	id-52168	1.93e-05	+	GAGGAGGGAGATGCTGTATCCTGGAGAGGCCACTG	V_CTCF_BR	4
chr2	29640690	29640840	id-52169	1	+	NA	NONE	10
chr2	29836897	29837047	id-52170	4.41e-06	-	AGGGAAAGGAGCCTGGGGAACGGTAGGGGGAGGTG	V_CTCF_BR	2
chr2	29867938	29868088	id-52171	8.71e-06	+	TTTTGTAATATTTTTGCTACCACCAGGTGGTAGTG	V_CTCF_BR	18
chr2	29873829	29873979	id-52172	1	+	NA	NONE	2
chr2	29937330	29937480	id-52173	9.66e-05	-	ACCGCAGGTGTCCTGATGACCACTAGGCTAGGCCT	Upstream_CTCF	16
chr2	30005077	30005227	id-52174	1	+	NA	NONE	3
chr2	30006687	30006837	id-52175	5.52e-05	+	ATCCCAGTCCTCCAGGATTCCACCAAGTGGCAGTC	UpstreamP1_CTCF	6
chr2	30047143	30047293	id-52176	3.88e-06	-	TGGCCATCTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	27
chr2	30064370	30064520	id-52177	3.63e-08	-	CCTGCTATTACCCAGAAGGCCAATAGAGGGCTCCC	Upstream_CTCF	40
chr2	30143828	30143978	id-52178	4.41e-06	-	GGGACAGACCCCAGCTCCGACTGCGGGGGGCAGGA	V_CTCF_BR	3
chr2	30146102	30146252	id-52179	1.38e-08	+	CGTCTGCTGCACCCAATGGCCACTAGGGGGCTGCA	V_CTCF_BR	40
chr2	30231189	30231339	id-52180	1	+	NA	NONE	2
chr2	30249417	30249567	id-52181	1.96e-08	-	TGGCTCAGCCTGAGTGGGGCCAGGAGGTGGCAGCA	V_CTCF_BR	40
chr2	30295235	30295385	id-52182	2.18e-07	-	CCTGGAGTGATCTCAATCACCACTGGGTGTCGCTC	Upstream_CTCF	40
chr2	30301518	30301668	id-52183	1.55e-05	+	GGCTTCTTGTTAGGCTCTGCCAATAGGAGGCACTA	V_CTCF_BR	30
chr2	30313808	30313958	id-52184	2.05e-09	+	TCTGCATTTCCCACTCACTCCACAAGGTGGCAATA	Upstream_CTCF	40
chr2	30338663	30338813	id-52185	1.03e-09	-	CCTGCACTTCCGCTGTTGAACACTAGATGGTGGCC	Upstream_CTCF	40
chr2	30370710	30370860	id-52186	6.98e-07	-	CGCGAGCGCCCCCGCCGGCCCAGCTGATGGAGGCC	V_CTCF_BR	38
chr2	30388002	30388152	id-52187	1	+	NA	NONE	40
chr2	30394838	30394988	id-52188	1.95e-07	+	CATGCAGTCCAGCACGTGGTCAGCAGGGAGAGTCA	Upstream_CTCF	29
chr2	30420488	30420638	id-52189	2.15e-05	-	CCGAGGCAGTGGCAAGTGTCCAGTAGGGGCAGCGT	V_CTCF_BR	24
chr2	30429681	30429831	id-52190	9.67e-08	+	ATTGCTCTTCCTCTCACTTCCTCCAGAGGGTACAG	Upstream_CTCF	14
chr2	30431346	30431496	id-52191	1.09e-07	+	GGGTAATGCTCATGAGTGGCCAGCAGGGAGCAGAA	UpstreamP1_CTCF	40
chr2	30448121	30448271	id-52192	5.17e-06	-	ACAGGATGTCTGCTAGCTTCCTCCAGGGGCAGCTG	Upstream_CTCF	20
chr2	30453346	30453496	id-52193	1	+	NA	NONE	20
chr2	30454176	30454326	id-52194	8.98e-06	-	TCGCAGCTCCGGCGGGCGGCGGCTCGGGGGCGCGC	UpstreamP1_CTCF	10
chr2	30462247	30462397	id-52195	1.56e-06	+	GCTGTAGTTCCCCACATGTCCTCAAGAGTTTGGGA	Upstream_CTCF	40
chr2	30523933	30524083	id-52196	1	+	NA	NONE	3
chr2	30557709	30557859	id-52197	1	+	NA	NONE	13
chr2	30558994	30559144	id-52198	1	+	NA	NONE	5
chr2	30564493	30564643	id-52199	6.05e-06	+	GGATTGTAGGAGTAAACAGACAGAAGAGGGCTCCA	V_CTCF_BR	14
chr2	30572687	30572837	id-52200	1	+	NA	NONE	3
chr2	30597043	30597193	id-52201	1.93e-05	+	CATGAAGCTGCCCGTGCTGCCACAAGGGACACCAC	Upstream_CTCF	14
chr2	30632112	30632262	id-52202	5.98e-05	+	CAGCAAGTCACTGCTACTGCCTCCACCAGGAAAGC	UpstreamP1_CTCF	20
chr2	30667332	30667482	id-52203	1.1e-06	-	AGCAACATGCAGCCCAGTGCCAGCAGAGGCCACAG	V_CTCF_BR	1
chr2	30670404	30670554	id-52204	1.64e-05	-	CACCTGACGCCTCAGCCAGCCTCCAGGAGTCGCTT	V_CTCF_BR	30
chr2	30695377	30695527	id-52205	1	+	NA	NONE	12
chr2	30698550	30698700	id-52206	1	+	NA	NONE	16
chr2	30726205	30726355	id-52207	1	+	NA	NONE	15
chr2	30879686	30879836	id-52208	1	+	NA	NONE	2
chr2	30893503	30893653	id-52209	5.98e-05	+	GGGGACTTGCATGCCTCCACCACAGAGGGGAGCTC	UpstreamP1_CTCF	15
chr2	30909044	30909194	id-52210	1.08e-08	+	CGGCACCCAAGTCTTCCAGCCAGCAGGTGGCAGAA	V_CTCF_BR	37
chr2	30915385	30915535	id-52211	1.77e-05	+	TGCTCTGTGTCTCCAGTGACACCCAGAGGGCAGAA	Upstream_CTCF	38
chr2	30915881	30916031	id-52212	1	+	NA	NONE	2
chr2	30920184	30920334	id-52213	1.21e-09	+	CTGTTATGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	25
chr2	30929986	30930136	id-52214	6.39e-08	-	TGTATTCCCTTCCCTGTGACCTCCAGGTGGCAGCA	V_CTCF_BR	40
chr2	30931811	30931961	id-52215	1.5e-05	+	TATTCAATTCTCACAGCAACCTCAAGAGGCAGTAT	Upstream_CTCF	40
chr2	30934596	30934746	id-52216	8.17e-09	-	TTGCAGTGTCCAGGAGGAGCCAGAAGGAGGAGCTG	UpstreamP1_CTCF	40
chr2	30937061	30937211	id-52217	8.02e-08	+	CAGTAATTAGTGGAGATGACCACTAGGTGTCACTG	UpstreamP1_CTCF	40
chr2	30938319	30938469	id-52218	1	+	NA	NONE	11
chr2	30939042	30939192	id-52219	2.43e-06	-	GGTAATGGGCGCGACCTTGCCGCCTGGTGGAGGAC	V_CTCF_BR	1
chr2	30970150	30970300	id-52220	1.82e-06	+	TTGTAGTCAAGCCCTGTCACCACCAGGTGATGTCT	UpstreamP1_CTCF	5
chr2	31013373	31013523	id-52221	1	+	NA	NONE	1
chr2	31026125	31026275	id-52222	1	+	NA	NONE	3
chr2	31030336	31030486	id-52223	2.96e-05	-	TTCAATGTCCTCTCTCTCTCCAAGAGGTGGCAGGC	V_CTCF_BR	9
chr2	31085023	31085173	id-52224	3.88e-06	+	AAGCCATGAATATGGCAGGACTCCAGGGGGAGCCC	V_CTCF_BR	40
chr2	31092970	31093120	id-52225	1	+	NA	NONE	9
chr2	31106140	31106290	id-52226	4.14e-06	-	ACCGGTTGCTCCAGCTCCTCCAGCAGAGGTCAGCT	V_CTCF_BR	10
chr2	31138482	31138632	id-52227	7.12e-06	-	AGGCCCCCAAACGAAGCCACCAGCAGAGGGCCCAG	UpstreamP1_CTCF	33
chr2	31154024	31154174	id-52228	1	+	NA	NONE	0
chr2	31201853	31202003	id-52229	2.83e-07	+	CAGTCGGCACAGGCCATGGCCTGATGGGGGCGGCC	V_CTCF_BR	10
chr2	31202723	31202873	id-52230	3.88e-06	-	CTGGGGATGGAAGCCAAGGCCAGCAGAGGGAGTGA	V_CTCF_BR	35
chr2	31225440	31225590	id-52231	3.28e-05	+	ATATTTTTCCAAGGGCCAGCCAAGAGAGGGAGACG	V_CTCF_BR	3
chr2	31256017	31256167	id-52232	4.71e-06	-	GGAGCTATACCACACGTGACAGATAGGTGGGAGCC	Upstream_CTCF	22
chr2	31261393	31261543	id-52233	3.45e-05	-	AAAATCAGCAGCCTAGCAGCCACTAGAGGGGGCAG	V_CTCF_BR	18
chr2	31272234	31272384	id-52234	7.54e-08	+	CAGCTGTTCAGCTCCCTGGTCACCAGGGGACACTA	UpstreamP1_CTCF	13
chr2	31290287	31290437	id-52235	1.71e-06	+	CTTCTGAGCCGGTTTTGTGCCGGCAGAGGGTGCAC	V_CTCF_BR	23
chr2	31302649	31302799	id-52236	5.08e-07	-	TCCGGTGCCTGGGAAGTGACCACCAGAGGGAGTAG	V_CTCF_BR	35
chr2	31312646	31312796	id-52237	3.11e-05	+	CCTTGTTTATACCTGAAAGACAGCAGAGGGAGCTT	V_CTCF_BR	10
chr2	31360048	31360198	id-52238	1	+	NA	NONE	15
chr2	31360927	31361077	id-52239	1.79e-08	-	CCTGCCCCGCCAACCCTGACCGCCGGGGGGTGCCC	Upstream_CTCF	35
chr2	31361591	31361741	id-52240	1	+	NA	NONE	35
chr2	31374507	31374657	id-52241	1.14e-06	+	CTGTGCTTCAAGGACATTGCCATCAGGTGGTGGTG	UpstreamP1_CTCF	25
chr2	31393071	31393221	id-52242	2.31e-07	-	TGTGCAGTGGCTTATGTCAACGCTAGGTGGTGCAC	Upstream_CTCF	40
chr2	31412256	31412406	id-52243	1	+	NA	NONE	0
chr2	31416009	31416159	id-52244	4.5e-05	+	GTGTACGTCCACTTCTGGGCCGCCTCCTGGCTCAA	UpstreamP1_CTCF	1
chr2	31456710	31456860	id-52245	1.48e-05	+	GCGCTGTTCCCAAATCGAAGCCCCAGAGGCGGAGA	UpstreamP1_CTCF	37
chr2	31458588	31458738	id-52246	1	+	NA	NONE	12
chr2	31476360	31476510	id-52247	5.01e-06	-	AACAGGCAGTCTAATATGGCCAGTAGGGGCCTCTG	V_CTCF_BR	11
chr2	31486647	31486797	id-52248	1.1e-05	-	AACACCAACTTCTCCATGGCCTGTAGAGGGTGATA	V_CTCF_BR	19
chr2	31491309	31491459	id-52249	1	+	NA	NONE	22
chr2	31506629	31506779	id-52250	1.01e-05	+	CCAGTAGGGGAACGACACAGCAGCAGGGGCCACGT	Upstream_CTCF	9
chr2	31519982	31520132	id-52251	1	+	NA	NONE	13
chr2	31540350	31540500	id-52252	1	+	NA	NONE	6
chr2	31556556	31556706	id-52253	1.91e-08	-	CCTGCGGTATCGCCTGGAACCTGCAGAGGGCAGTA	Upstream_CTCF	40
chr2	31577871	31578021	id-52254	1	+	NA	NONE	40
chr2	31609690	31609840	id-52255	9.14e-09	+	CTTGCAGTGCCCCATAATATCTCCAGGGGGCACCA	Upstream_CTCF	32
chr2	31610790	31610940	id-52256	5.96e-07	-	TTACCTGCTCCTCTTGCAGCCTGCAGGGGGCTGGG	V_CTCF_BR	20
chr2	31613424	31613574	id-52257	1	+	NA	NONE	4
chr2	31624492	31624642	id-52258	1	+	NA	NONE	9
chr2	31636882	31637032	id-52259	1.39e-05	+	AAAAAAAAATTGTGGTTTGCCACAAGGTGTCAGTA	V_CTCF_BR	30
chr2	31650949	31651099	id-52260	6.49e-06	+	ACAGAAGTGGCTCACAGCCCCACCTGGAGGCCCAG	Upstream_CTCF	34
chr2	31657905	31658055	id-52261	1.11e-05	-	TCTCCACTACCAAATTCAAACACCTGGTGGCATCA	Upstream_CTCF	35
chr2	31712425	31712575	id-52262	3.4e-06	+	ACTGCCTCTCTAGATTCCACCTCCGGGGGCAGGGC	Upstream_CTCF	15
chr2	31749056	31749206	id-52263	1.28e-08	-	TTGGCAATTTCACTTTTTGCCACAAGAGGGCGCTT	Upstream_CTCF	39
chr2	31764641	31764791	id-52264	2.66e-05	-	TTCTCTGATACTACCCAGGCCAGCAGGAGGATGTG	V_CTCF_BR	5
chr2	31899642	31899792	id-52265	1	+	NA	NONE	20
chr2	31900751	31900901	id-52266	1	+	NA	NONE	17
chr2	31913512	31913662	id-52267	9.06e-08	+	TTGTAATACTAGTTTGCCTCCACCAGATGTCGCTG	UpstreamP1_CTCF	38
chr2	31919632	31919782	id-52268	1.85e-05	+	CATGGAGAGGATTCCTATTCCACTAGGTGGCATTG	Upstream_CTCF	34
chr2	31954871	31955021	id-52269	2.27e-06	-	GGTCATTGAAGCTGTTTTAGCACTAGAGGGCACCC	V_CTCF_BR	39
chr2	31987287	31987437	id-52270	1	+	NA	NONE	23
chr2	31989811	31989961	id-52271	1	+	NA	NONE	0
chr2	32047888	32048038	id-52272	8.02e-08	-	AGGTAGTGGCCCGCTATGCCCTGCAGATGGAGCAG	UpstreamP1_CTCF	6
chr2	32062481	32062631	id-52273	1	+	NA	NONE	33
chr2	32111902	32112052	id-52274	1	+	NA	NONE	40
chr2	32206265	32206415	id-52275	1	+	NA	NONE	10
chr2	32235833	32235983	id-52276	6.21e-06	-	GCTGCAGCCGCCACTGCCTCCTCGCGGGGCTGCCC	Upstream_CTCF	24
chr2	32248009	32248159	id-52277	3.91e-06	+	GTTTCAGCAGCATCTATACCCACTAGATGCCAGTA	Upstream_CTCF	4
chr2	32264990	32265140	id-52278	7.73e-05	-	TGGGCTGGTCACTTGGTCTGCAGCTGGGGTGGCGC	Upstream_CTCF	21
chr2	32288275	32288425	id-52279	1	+	NA	NONE	10
chr2	32288573	32288723	id-52280	6.73e-07	+	GCGCGGCCGCCGCTGGGAGCCACCAGGCGGCGGAG	UpstreamP1_CTCF	40
chr2	32360507	32360657	id-52281	1.43e-05	-	ACTGTAAAAATTTTTCTGTCCTCTAGGTGGCATTT	Upstream_CTCF	37
chr2	32426574	32426724	id-52282	7.44e-06	+	GTGGTTGTGGCCACTGTGCCCGGAGGGAGGCAGCA	Upstream_CTCF	1
chr2	32437515	32437665	id-52283	1	+	NA	NONE	17
chr2	32453373	32453523	id-52284	9.26e-05	-	AATTTTTGACAGGCTAACTCCACTAGGGGGTGATT	UpstreamP1_CTCF	10
chr2	32551666	32551816	id-52285	4.73e-07	-	GTAGCATTCCTGGTTTCTACCACTAGATGCCAGTA	Upstream_CTCF	40
chr2	32582238	32582388	id-52286	4.41e-06	+	TGATTGTGCTGAGCGCAGGCCGGAAGATGGCGGCT	V_CTCF_BR	4
chr2	32671580	32671730	id-52287	7.27e-06	+	CTGATACCCCTCGCTTCAATCTGCAGGTGGCAGTC	V_CTCF_BR	9
chr2	32750516	32750666	id-52288	8.16e-07	+	ACACCACCTCGCCCACCATCCAGGAGGGGGAGGAC	V_CTCF_BR	0
chr2	32767192	32767342	id-52289	8.33e-05	-	GGAGATATATATGCATATATCACTAGGGGGAGTCT	Upstream_CTCF	10
chr2	32779036	32779186	id-52290	1.57e-08	+	TATGGAGTTACCCCTCTGGCCACTAGATGGAGATC	Upstream_CTCF	39
chr2	32852549	32852699	id-52291	3.5e-05	+	GTGTTCCAAAAACTTCCCTGCACCAGCGGCAGGGG	UpstreamP1_CTCF	31
chr2	32904018	32904168	id-52292	1	+	NA	NONE	19
chr2	32943996	32944146	id-52293	2.37e-05	+	AAGGCAGTGTGCTTGACCAAGCCTAGGGGGCAGAG	Upstream_CTCF	4
chr2	32947685	32947835	id-52294	1.16e-05	-	GTGGTCATTCCACTCCTTTCCTCCAGATGATGCCA	Upstream_CTCF	18
chr2	32997796	32997946	id-52295	2.86e-06	+	TGTCAATGTCCTTATTTTGCCACTAGATGGCAATT	UpstreamP1_CTCF	39
chr2	33051280	33051430	id-52296	1	+	NA	NONE	20
chr2	33081583	33081733	id-52297	2.46e-06	-	GAGAGATTTGGGGATGCGGCCACCAGGTGGACGCC	UpstreamP1_CTCF	4
chr2	33151736	33151886	id-52298	1.76e-05	+	TTCTGATGAGCACGACTAGACAGCAGGGGGCCCCC	UpstreamP1_CTCF	4
chr2	33166232	33166382	id-52299	1.81e-06	-	ATGGCAATACAGACCCTGTCCACTGGGAGCAGACA	Upstream_CTCF	36
chr2	33171416	33171566	id-52300	7.42e-09	-	GGATGGGAGTGCAGGGCGGGCAGCAGAGGGCGCCC	V_CTCF_BR	40
chr2	33179433	33179583	id-52301	1	+	NA	NONE	1
chr2	33243314	33243464	id-52302	1.32e-05	+	GATGTCAGTCCTTGGCCTCCCCCTAGGTGCCAGCT	Upstream_CTCF	14
chr2	33258728	33258878	id-52303	1	+	NA	NONE	39
chr2	33259899	33260049	id-52304	8.21e-06	+	TTTACGATTATGCCAGTGGGCAGCAGGTGGCAAGC	V_CTCF_BR	35
chr2	33311946	33312096	id-52305	1	+	NA	NONE	16
chr2	33341975	33342125	id-52306	1	+	NA	NONE	1
chr2	33351754	33351904	id-52307	8.97e-05	+	TATTGAGTTTGGCCGTAGTCCCATAGGGGGAGTAG	Upstream_CTCF	31
chr2	33359397	33359547	id-52308	1	+	NA	NONE	25
chr2	33427806	33427956	id-52309	1	+	NA	NONE	0
chr2	33440573	33440723	id-52310	3.11e-05	-	ACACCAGTCACCTGGCAGGCCTCCAGGGGCAGCGT	V_CTCF_BR	17
chr2	33492947	33493097	id-52311	2.15e-05	-	TTCATGCTTCAAACATGTGACAGCAGATGTCAGCC	V_CTCF_BR	2
chr2	33495760	33495910	id-52312	1.24e-05	-	AGAAAATGTTAGGCTGACACCACTAGAGGGTACTA	V_CTCF_BR	40
chr2	33598139	33598289	id-52313	1.37e-08	-	GCTGTAGTACATTACATCGCCAATAGGTGGCATTC	Upstream_CTCF	40
chr2	33605191	33605341	id-52314	1.55e-07	-	CTGTAATATAAGGTAATCACCACTAGATGACGCTG	UpstreamP1_CTCF	40
chr2	33620843	33620993	id-52315	1.38e-07	-	GAAGTAATTCTCCAGTGGAACTGCAGGGGGCAGCA	Upstream_CTCF	40
chr2	33638116	33638266	id-52316	3.88e-06	+	TATTTGCCTGAGAGCTCCACCACTGGATGGCAGTA	V_CTCF_BR	40
chr2	33644756	33644906	id-52317	1	+	NA	NONE	22
chr2	33666416	33666566	id-52318	1.27e-06	-	GCGTTGTTTTCTGGTATTGCCACTAGAGAGCAGCC	UpstreamP1_CTCF	40
chr2	33700838	33700988	id-52319	1	+	NA	NONE	40
chr2	33755053	33755203	id-52320	1.04e-07	-	GGCCGCTGGGCTCTAGTGACCACAAGATGGAAGCC	V_CTCF_BR	21
chr2	33780150	33780300	id-52321	7.73e-06	+	TTCTTCCATTGCTTCATTTCCTGTAGTGGGCGCTA	V_CTCF_BR	12
chr2	33808421	33808571	id-52322	6.8e-06	-	CGTCACCACTCATCTCTGGCCACTGGGTGTAGCTG	UpstreamP1_CTCF	40
chr2	33813440	33813590	id-52323	1	+	NA	NONE	5
chr2	33824605	33824755	id-52324	1	+	NA	NONE	31
chr2	33892077	33892227	id-52325	1.96e-07	-	CAGCCCTTTTGCCAGGCTTGCAGCAGGGGGCACCC	UpstreamP1_CTCF	17
chr2	33895719	33895869	id-52326	1.24e-05	+	ACTCTTCCACCCTACAGCACCACTAGGTGGCTGGT	V_CTCF_BR	33
chr2	33899125	33899275	id-52327	1.35e-05	+	CTGTGTTATGGCTGAGAATCCACTAGATGGTACTA	UpstreamP1_CTCF	31
chr2	33906518	33906668	id-52328	7.46e-06	+	TAGCATTTACATATGGAATCCACAAGAAGGAGCTC	UpstreamP1_CTCF	24
chr2	34008047	34008197	id-52329	3.88e-06	+	TGCCCAGACAACGCGAAGCCCAGGAGGTGGAGCCA	V_CTCF_BR	17
chr2	34067322	34067472	id-52330	1	+	NA	NONE	5
chr2	34237907	34238057	id-52331	1.39e-05	+	CTCACGATGACTGACGGGGGCAGCAGAGGGCTTTC	V_CTCF_BR	40
chr2	34321763	34321913	id-52332	1.82e-07	+	GGAGAAAGATAGAGAATGGCCGCTAGAGGGCAGTG	V_CTCF_BR	39
chr2	34591191	34591341	id-52333	2.47e-05	+	AGTGTAATTTGAGACCACGCCTGCAGGGTCCCCTG	Upstream_CTCF	7
chr2	34712303	34712453	id-52334	1	+	NA	NONE	3
chr2	34772520	34772670	id-52335	7.12e-06	-	CAGCCAGCACCTGCACACACCACCAGAGGGCCTAA	UpstreamP1_CTCF	11
chr2	34773121	34773271	id-52336	7.91e-05	+	GATCAATGGCATTGCACTGCCACTAGGCAGCTCCC	UpstreamP1_CTCF	5
chr2	34795687	34795837	id-52337	3.88e-06	-	TATTGCTTACAAATCACAGACAGAAGAGGGCAGCA	V_CTCF_BR	20
chr2	34944365	34944515	id-52338	8.43e-09	+	TTTGGTGGAGGTGGTGCGGCCGGCAGGGGGCGGGG	V_CTCF_BR	2
chr2	34951139	34951289	id-52339	3.45e-05	+	GAAATGCACCTGCAGTTTGCCACCAGGAGGCATAT	V_CTCF_BR	6
chr2	34963867	34964017	id-52340	1.3e-07	-	GGTGCAATGTTAAGCTTTGTCAACAGGGGGCAATG	Upstream_CTCF	17
chr2	35133025	35133175	id-52341	1	+	NA	NONE	5
chr2	35190716	35190866	id-52342	1	+	NA	NONE	4
chr2	35204376	35204526	id-52343	1	+	NA	NONE	4
chr2	35221171	35221321	id-52344	1	+	NA	NONE	2
chr2	35261056	35261206	id-52345	1.59e-06	+	TTACTGCTGGACCAGTTTACCTGAAGGTGGCACTC	V_CTCF_BR	18
chr2	35324597	35324747	id-52346	1	+	NA	NONE	0
chr2	35339950	35340100	id-52347	8.16e-07	-	CCACATCATGCTGCCACTGCCACTGGGTGGCGGAA	V_CTCF_BR	18
chr2	35393556	35393706	id-52348	1.47e-05	+	GAAATGTCACAAATTTTCAACAGCAGAGGGCAATC	V_CTCF_BR	11
chr2	35424489	35424639	id-52349	1.41e-05	+	TTGTTGTTTGACATTCTTGCCAGTATGTGGTGTTG	UpstreamP1_CTCF	10
chr2	35568328	35568478	id-52350	4.34e-07	-	CTGAATTTGCAGTTATCAGCCAGCAGGGGTCGTTC	UpstreamP1_CTCF	29
chr2	35591057	35591207	id-52351	8.21e-06	+	TTCCCATTTCCCAGCTTAAACACTAGATGGAGCAG	V_CTCF_BR	14
chr2	35635629	35635779	id-52352	6.2e-10	-	ACGCAGAAGGATCCCCCAGCCAGCAGGGGGCGCAG	V_CTCF_BR	40
chr2	35640474	35640624	id-52353	9.14e-09	-	CCAGCAATTCTAGTAGCTGCCACCAGGTGCAGAGT	Upstream_CTCF	31
chr2	35653725	35653875	id-52354	4.11e-08	-	GTTGGAGTTGGACTCCCTCCCAGCAGGGGGCAGAG	Upstream_CTCF	39
chr2	35680164	35680314	id-52355	1	+	NA	NONE	27
chr2	35703300	35703450	id-52356	6.84e-06	+	CCTGACTGGGAGAGATCTCCCAGCAGGGGTCGACA	V_CTCF_BR	5
chr2	36008995	36009145	id-52357	1.31e-05	-	CGAGAGCTTTAGGAGACAGCCACATGATGGTGCTG	V_CTCF_BR	9
chr2	36083416	36083566	id-52358	1	+	NA	NONE	9
chr2	36096864	36097014	id-52359	5.72e-07	+	AAGCATGGACCGGAGAAGGGCACCAGAGGGAGACA	UpstreamP1_CTCF	28
chr2	36099112	36099262	id-52360	4.43e-05	+	AAAACAAACATGTCGTTCTTCACAAGGTGGCAGTA	V_CTCF_BR	14
chr2	36106685	36106835	id-52361	1	+	NA	NONE	4
chr2	36198355	36198505	id-52362	1	+	NA	NONE	39
chr2	36316036	36316186	id-52363	2.1e-06	-	TCTGCAGTTCTCTTCAGAGCCTGCAGGCAGGAAAG	Upstream_CTCF	2
chr2	36517451	36517601	id-52364	7.44e-06	-	CATGCTGTAATACTACATGGCAACAGATGGGGATA	Upstream_CTCF	4
chr2	36545802	36545952	id-52365	3.36e-07	+	AGAAGTTGGGGAGAATCAACCACCAGATGGAGCTG	V_CTCF_BR	35
chr2	36549403	36549553	id-52366	1.04e-05	-	ACTAAAGGAGTTCTGGAGACCACTAGGTGTCAGTC	V_CTCF_BR	39
chr2	36560908	36561058	id-52367	1	+	NA	NONE	21
chr2	36579284	36579434	id-52368	8.03e-07	+	TTATTAATCCCCAGGATGGCCAATAGAGGGCAGAC	Upstream_CTCF	40
chr2	36580048	36580198	id-52369	6.9e-05	+	CTTGCAGGTTTCTCATTCGCCACTAGTCACTGGCT	Upstream_CTCF	32
chr2	36584846	36584996	id-52370	2.53e-05	-	AGTAGTGAGGAAGGCACGCCGGGCAGAGGGCGCCT	V_CTCF_BR	11
chr2	36585126	36585276	id-52371	1	+	NA	NONE	38
chr2	36586285	36586435	id-52372	1.7e-05	-	TTTTCATTAACAGATACAACCAGTAGGGGTCATTT	Upstream_CTCF	35
chr2	36604233	36604383	id-52373	6.48e-05	+	GCTCAGGGGCGCTGTCCAGCCAGCTGATGACAGCT	UpstreamP1_CTCF	13
chr2	36639344	36639494	id-52374	5.86e-07	+	CTTGCAGTTTCAGTTTTCTACAAATGGGGGCGCAG	Upstream_CTCF	18
chr2	36645101	36645251	id-52375	5.41e-06	+	CATGCCGATCTTCTGTGCAGCACTGGGTGGCAGGC	Upstream_CTCF	3
chr2	36687089	36687239	id-52376	1.64e-05	-	AACTCAGAAATCATGGAAACCCCTAGAGGGCACTC	V_CTCF_BR	40
chr2	36734602	36734752	id-52377	2.04e-05	-	CCCATCTACATTCAGCTTCCCAATAGAGGGAGCTC	V_CTCF_BR	40
chr2	36758176	36758326	id-52378	8.89e-06	+	GCTGCATTTAGCTTCTTGGCCACCAGGATCCCAGA	Upstream_CTCF	26
chr2	36772208	36772358	id-52379	1	+	NA	NONE	35
chr2	36773320	36773470	id-52380	3.11e-05	-	AAATAAGGTTAAACACATACCAATAGGGGGCACTC	V_CTCF_BR	20
chr2	36824958	36825108	id-52381	1.52e-07	-	AGTGAGTGCGGGGCCCCGGCCGGGAGTGGGCGGGA	V_CTCF_BR	10
chr2	36873495	36873645	id-52382	9.67e-08	-	GTTGCAAGGCCCCACCAAACCACAAGGGGGCCAGG	Upstream_CTCF	40
chr2	36889936	36890086	id-52383	1	+	NA	NONE	1
chr2	36891371	36891521	id-52384	1.59e-06	-	AAAACAAAGTCCTTGCTCTCCAGTAGGGGGAGCTC	V_CTCF_BR	40
chr2	36899476	36899626	id-52385	1.54e-05	-	TGTCAGTTGTCCCACAGTTCCACAATGGGGCACTA	UpstreamP1_CTCF	40
chr2	36923033	36923183	id-52386	2.23e-06	+	CTGCGTGAGTGCACACTCCCCAGCAGGAGGAGGAA	UpstreamP1_CTCF	36
chr2	36928779	36928929	id-52387	1	+	NA	NONE	27
chr2	36932996	36933146	id-52388	6.43e-06	+	TCTCCACTCTGGCCTCCACCCACTAGGTGCCAGCA	V_CTCF_BR	10
chr2	36935559	36935709	id-52389	1	+	NA	NONE	33
chr2	36997959	36998109	id-52390	6.73e-07	-	CTGTCATCGCTATTCCCTGCCACTAGGCGGCGCTC	UpstreamP1_CTCF	40
chr2	37005068	37005218	id-52391	9.25e-06	+	TCATCCTCCTTTCTACAGGACACCAGGTGTCACCC	V_CTCF_BR	6
chr2	37007487	37007637	id-52392	3.73e-06	+	GGTAAAGTGCATATTTTCACCAGTAGGTGGCGATA	Upstream_CTCF	40
chr2	37012436	37012586	id-52393	6.47e-10	-	CTTGCAGTGTGAATTGTTGCCAGCAGGTGGCAGTG	Upstream_CTCF	40
chr2	37039471	37039621	id-52394	6.98e-07	+	CTTACCCTACTCAGACCAGCCTGAAGGTGGCGCGA	V_CTCF_BR	40
chr2	37046597	37046747	id-52395	1	+	NA	NONE	9
chr2	37064344	37064494	id-52396	8.98e-06	+	GTGCAGTGGAGCGATCTGGACTCCACCTGCTGGGC	UpstreamP1_CTCF	0
chr2	37145583	37145733	id-52397	9.39e-07	-	GTTGTAGTTTTTCCTGAGACCACTAGAATGCACTA	Upstream_CTCF	31
chr2	37187482	37187632	id-52398	2.96e-05	+	AGAATATTACACTGCATGGCCTCAGGATGGCACTT	V_CTCF_BR	4
chr2	37232276	37232426	id-52399	1	+	NA	NONE	38
chr2	37253326	37253476	id-52400	6.21e-06	-	GCTGTGTTCCTTTCTAGAGGCTCTAGGGGGCATCC	Upstream_CTCF	35
chr2	37361601	37361751	id-52401	1.69e-05	-	GAGCCATGGATAAAGGTGGGCGCTAGGGGCAGCAC	UpstreamP1_CTCF	0
chr2	37369815	37369965	id-52402	2.1e-05	-	GAAGTCATTTACATTTTAGACACCAGAGGGCCATT	Upstream_CTCF	20
chr2	37395636	37395786	id-52403	2.96e-05	+	GTGACATGTTTTCTTTACATCACTAGGGGGAGCCA	UpstreamP1_CTCF	40
chr2	37407512	37407662	id-52404	1.04e-05	+	ATAAAAGAGGAAACTGTAACCAACAGGGGGCAACA	V_CTCF_BR	21
chr2	37417016	37417166	id-52405	3.63e-05	+	TTCGGAGGAAAGCAGCACTCCAGGGGGTGGCAGAC	V_CTCF_BR	19
chr2	37429059	37429209	id-52406	1	+	NA	NONE	6
chr2	37454118	37454268	id-52407	5.92e-05	-	GGTGCCATGCTCTAGGTGCACAGGAGGCACAGCGA	Upstream_CTCF	0
chr2	37509136	37509286	id-52408	2.18e-07	-	ACTTGCCCCAGAAATATAGCCAGTAGGTGGCAGAG	V_CTCF_BR	26
chr2	37515244	37515394	id-52409	1	+	NA	NONE	31
chr2	37551785	37551935	id-52410	1.04e-05	-	CGCCTCGTCCGGTACTCAGACGCTGGCGGGCGCAG	V_CTCF_BR	22
chr2	37570692	37570842	id-52411	6.49e-06	+	CCTGTCTTCTCCTACAGCTCCAGAGGAGGGCAGAA	Upstream_CTCF	38
chr2	37589980	37590130	id-52412	8.71e-06	-	TTTCTCATCTGTGGCAAAGGCACAAGGGGGCACTC	V_CTCF_BR	9
chr2	37605668	37605818	id-52413	2.1e-05	+	ATGCACTGATTGACTTTGGCCTGTGGCTCACGCCC	UpstreamP1_CTCF	3
chr2	37623148	37623298	id-52414	1.31e-09	+	CTGCAGGGCCCTCGCGCTGCCAGTAGGTGTCACCT	UpstreamP1_CTCF	40
chr2	37641673	37641823	id-52415	1.35e-05	+	GAGTTATTCTGAAAGATCACCACTAGGAGATGCAC	UpstreamP1_CTCF	40
chr2	37642738	37642888	id-52416	3.4e-06	+	TCCCTAGTCAGCTCTGTCAACACCGGGTGGCAGCC	V_CTCF_BR	36
chr2	37644632	37644782	id-52417	1	+	NA	NONE	7
chr2	37763444	37763594	id-52418	1.04e-07	-	AGAGGAATTAGGTCTTTGGCCTGTAGAGGGCGCTG	V_CTCF_BR	39
chr2	37773599	37773749	id-52419	2.78e-06	+	TGGCCCACTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	23
chr2	37803049	37803199	id-52420	2.31e-06	-	GGTGTTGTTGCAGGCAAGTCCTACAGAGGGTAGTC	Upstream_CTCF	32
chr2	37864768	37864918	id-52421	4.01e-05	+	GGCTGTACTCCCTCCAGAGGCTCTAGGGGGAAATC	V_CTCF_BR	24
chr2	37866275	37866425	id-52422	5.74e-05	+	CTGTCTTGAAGCCTTCTGGCCTGTAGGGTGTATGG	UpstreamP1_CTCF	8
chr2	37873146	37873296	id-52423	4.65e-06	+	ATGCAGAACCGCTGGAGCCCCACGAGGTGTCTCCC	UpstreamP1_CTCF	6
chr2	37875892	37876042	id-52424	1.41e-06	-	GCAGGGAGGCCACCTCTGAACAGCAGGGGGCCCGA	Upstream_CTCF	20
chr2	37884892	37885042	id-52425	5.72e-07	-	CAGCATTCCTGGCTTCTACCCACTAGATGCCAGGA	UpstreamP1_CTCF	3
chr2	37910079	37910229	id-52426	1.48e-05	+	CTCCACCTCCAGGGGGTGATCACAGGGGGTCAGAC	UpstreamP1_CTCF	0
chr2	37938209	37938359	id-52427	2.59e-06	+	ATGCAGGAGTCAGAGTCAGACAGGAGGAGGCGTGA	UpstreamP1_CTCF	7
chr2	37940558	37940708	id-52428	3.09e-06	-	TGAGCCATCCTGCTCTGTTCCACCAGGGAGCTGAA	Upstream_CTCF	15
chr2	37977550	37977700	id-52429	2.01e-05	+	CTGCAGTTACCTCTACACAACAGCAGAAGTGCTTT	UpstreamP1_CTCF	4
chr2	38024388	38024538	id-52430	2.53e-05	-	GATGGAAACTGAGTGAGGGCCAAATGAGGGAGCCC	V_CTCF_BR	3
chr2	38036704	38036854	id-52431	2.27e-06	-	CATGTTGAAAAGAGCAGAGCCTGCAGGGGTCGCTC	V_CTCF_BR	39
chr2	38039662	38039812	id-52432	1.24e-05	+	TTTGTAGATGAGAAAACAGACGCAAGAGGGCAGTG	V_CTCF_BR	29
chr2	38059847	38059997	id-52433	1.39e-07	-	TACCTCTCCAGTGGGGTGGACACCAGGGGGTGCCA	V_CTCF_BR	40
chr2	38075025	38075175	id-52434	1.81e-06	-	GCTGCAGTGAACAGAATGGACAGAGGGGGAGGCAG	Upstream_CTCF	10
chr2	38078579	38078729	id-52435	8.13e-06	-	AGTGACATTTAAGCTGTGACCGGTAGGAGGAAAAA	Upstream_CTCF	4
chr2	38083694	38083844	id-52436	9.51e-07	-	GATAAGCCTGGAGCCCTGGGCGCCAGGTGGCAGGC	V_CTCF_BR	2
chr2	38104746	38104896	id-52437	2.97e-06	-	GTCACGATTTTATTTCTTGACAGTAGATGGCGCTG	V_CTCF_BR	40
chr2	38107796	38107946	id-52438	1	+	NA	NONE	25
chr2	38118187	38118337	id-52439	6.39e-08	-	GTTTGGGTAGAAAAACCGGCCACAAGAGGGCAGTA	V_CTCF_BR	40
chr2	38123588	38123738	id-52440	4.68e-07	+	AACTTTGAACCGTTACTGGCCTGGAGATGGCACCA	V_CTCF_BR	29
chr2	38152292	38152442	id-52441	5.01e-06	+	CCCGGTAGAGTTGAACCCACCACGAGAGGGAGAGG	V_CTCF_BR	18
chr2	38152669	38152819	id-52442	1	+	NA	NONE	19
chr2	38209354	38209504	id-52443	1.52e-07	+	CTCTTTTTTCACTCTGCCACCAGCAGGGGGAGCTC	V_CTCF_BR	40
chr2	38211848	38211998	id-52444	6.84e-06	+	ACATATGTAGTTAGAATGACCTCTAGATGGAGGTA	V_CTCF_BR	24
chr2	38220409	38220559	id-52445	8.03e-07	+	GAGGAAGTTGGAACTCTTTCCACCAGGGGGAATCA	Upstream_CTCF	33
chr2	38265324	38265474	id-52446	2.15e-05	-	CTTGAACGCGTCCCCCTTGCGCCCGGGGGGCGCTG	V_CTCF_BR	30
chr2	38303484	38303634	id-52447	1	+	NA	NONE	30
chr2	38303652	38303802	id-52448	1	+	NA	NONE	17
chr2	38303855	38304005	id-52449	1.61e-09	-	AGCCTGGGCGGCCCCGCGCCCACCAGCGGGCGGCG	V_CTCF_BR	34
chr2	38304291	38304441	id-52450	1.03e-06	-	GATACGCGCCCGGGCTCGGCCTGCGGGTGGTGGCC	V_CTCF_BR	14
chr2	38342492	38342642	id-52451	2.75e-09	-	CCTGTAGTTCTACGATTGGCCCCTAGACGGCGATC	Upstream_CTCF	40
chr2	38348173	38348323	id-52452	5.34e-06	+	AAGGGAAGTTCGGGCGCCTCCTGCAGTGGGTGCTC	V_CTCF_BR	1
chr2	38390282	38390432	id-52453	1	+	NA	NONE	20
chr2	38395884	38396034	id-52454	1	+	NA	NONE	2
chr2	38405484	38405634	id-52455	1	+	NA	NONE	9
chr2	38460980	38461130	id-52456	1	+	NA	NONE	24
chr2	38487657	38487807	id-52457	1	+	NA	NONE	13
chr2	38489308	38489458	id-52458	1	+	NA	NONE	1
chr2	38501882	38502032	id-52459	1.95e-07	-	CCTGTTATTTACCTAGAGTACAGCAGGGGGCAGAT	Upstream_CTCF	39
chr2	38542988	38543138	id-52460	1.04e-05	+	GTGGAAGCTAATAAAAGTAACAGTAGGTGGCACTC	V_CTCF_BR	38
chr2	38573618	38573768	id-52461	6.21e-06	+	CATGAAAGACAAGTTTTCCACAGAAGGGGGAGCAG	Upstream_CTCF	7
chr2	38602280	38602430	id-52462	1	+	NA	NONE	10
chr2	38603377	38603527	id-52463	2.53e-05	+	GCTGCCAACGCAACTGCGTCTTCGAGGGGGCAGGG	V_CTCF_BR	26
chr2	38603884	38604034	id-52464	1	+	NA	NONE	40
chr2	38604177	38604327	id-52465	3.36e-05	+	GAGCAGCGAGCGTCTCTCCCCATCAGGGCCCCGCG	UpstreamP1_CTCF	10
chr2	38658419	38658569	id-52466	1	+	NA	NONE	2
chr2	38667997	38668147	id-52467	7.27e-06	+	TATTAAGATAAGTTCCTGGCCCCAAGGGGGAGGTA	V_CTCF_BR	6
chr2	38673731	38673881	id-52468	9.81e-06	+	GACTAGCTCCTCTCTGTGGCCTCCTGGGGTAACTA	V_CTCF_BR	33
chr2	38693015	38693165	id-52469	2.27e-06	-	CCCTAACTTTTGTTCTGCTCCAGTAGAGGGAGCCA	V_CTCF_BR	40
chr2	38694576	38694726	id-52470	1	+	NA	NONE	17
chr2	38704275	38704425	id-52471	1.03e-06	-	GGGCCATGCAGCAGGGAGGACAGCAGGTGGCTCTG	UpstreamP1_CTCF	3
chr2	38712991	38713141	id-52472	1	+	NA	NONE	15
chr2	38715148	38715298	id-52473	3.11e-05	-	TGTGAGCCACCGCACCCAGCCTGTAGGTGTCTCAT	V_CTCF_BR	3
chr2	38735599	38735749	id-52474	1.03e-06	-	CTGTCTTGTTGGCAGGTCTCCAGAAGGGGGCGTTG	UpstreamP1_CTCF	37
chr2	38750984	38751134	id-52475	1.03e-06	-	TGCGTTTTCCTCCGGGCTGCCCCTAGATGGCGGAG	V_CTCF_BR	32
chr2	38755330	38755480	id-52476	1.24e-05	+	CCGCCGCCGCTGTGATTGGGCGAAAGATGGCGCTG	V_CTCF_BR	19
chr2	38763333	38763483	id-52477	5.33e-11	+	ATCGAGTCTGGGGCTCCGGCCACCAGGTGGCGCCA	V_CTCF_BR	40
chr2	38766220	38766370	id-52478	1.39e-05	-	TCCCTTCACGCAAGCTCAGCCTCTAGGGGGCATGT	V_CTCF_BR	21
chr2	38782485	38782635	id-52479	1	+	NA	NONE	40
chr2	38808805	38808955	id-52480	2.43e-06	+	ATAAATAGCTCAGTACATACCAGTAGGGGGCACTA	V_CTCF_BR	39
chr2	38817347	38817497	id-52481	2.47e-07	-	AGGTAGTGATCAGAGATGTCCAGCAGAGGGTATCC	UpstreamP1_CTCF	35
chr2	38829876	38830026	id-52482	1.97e-06	+	GGCTGAGAAGCGCGGACGGACTGAGGGGGGCGCCC	V_CTCF_BR	22
chr2	38830683	38830833	id-52483	8.21e-06	+	GAAGGCTGCGAGGCGCGCGTCGGCAGGAGGCGCTG	V_CTCF_BR	40
chr2	38943397	38943547	id-52484	1	+	NA	NONE	13
chr2	38949434	38949584	id-52485	9.71e-06	+	TCTGTATTTATGAAAACAACCTCTAGTGGGCCCTT	Upstream_CTCF	21
chr2	38953241	38953391	id-52486	2.27e-05	-	ATAAAGGCACTTTTGTTTCCCAGTAGATGGTGCTA	V_CTCF_BR	39
chr2	38968125	38968275	id-52487	6.21e-06	-	ATTTTAATTTATATTAGTACCAGTAGAGGTCGCTG	Upstream_CTCF	40
chr2	38977933	38978083	id-52488	1	+	NA	NONE	7
chr2	38978422	38978572	id-52489	1	+	NA	NONE	4
chr2	39005678	39005828	id-52490	1	+	NA	NONE	30
chr2	39053245	39053395	id-52491	1	+	NA	NONE	5
chr2	39062266	39062416	id-52492	5.68e-06	-	CCTTTGTGGCATTTTTTTTCCAGAAGAGGGCGCTT	V_CTCF_BR	39
chr2	39153224	39153374	id-52493	1.1e-06	+	CAAGTCTTCCCTGAACCTACCTCCAGTGGGAGCCC	V_CTCF_BR	15
chr2	39174373	39174523	id-52494	5.63e-06	-	CTGCAACTTCCAGCCCTTTCAGCCAGGGGCACGGC	UpstreamP1_CTCF	27
chr2	39174903	39175053	id-52495	5.21e-08	+	AGCTTCGTGCTACAGATCACCACCAGGTGGCACAC	V_CTCF_BR	40
chr2	39187513	39187663	id-52496	1	+	NA	NONE	18
chr2	39235387	39235537	id-52497	1	+	NA	NONE	5
chr2	39263335	39263485	id-52498	1	+	NA	NONE	17
chr2	39286617	39286767	id-52499	1.55e-05	+	CAGGATACCATAACTAAAACCAGTAGAGGTCGCTA	V_CTCF_BR	40
chr2	39296429	39296579	id-52500	1.59e-06	+	CCACTGTACTCCAGCCTGGCCAACAGAGGGAGACC	V_CTCF_BR	31
chr2	39347552	39347702	id-52501	3.36e-07	+	CGGCGGCCGGGCCAGGGAGCCGCGAGAGGGCGAGC	V_CTCF_BR	33
chr2	39351602	39351752	id-52502	9.49e-08	-	GCGGAGCGTTGCACTTGCACCTGCAGGGGGCACAC	V_CTCF_BR	40
chr2	39453923	39454073	id-52503	3.03e-05	-	AAGGCATGAGCATCACTTGGAACCAGGAGGCGGAG	Upstream_CTCF	3
chr2	39455347	39455497	id-52504	1.55e-08	-	GTTCACTCTTACCTCTCAGCCAGCAGAGGGCGCGC	V_CTCF_BR	39
chr2	39455684	39455834	id-52505	1	+	NA	NONE	9
chr2	39457103	39457253	id-52506	6.98e-07	-	CCCACGCTCTTTCTTCTCTCCACCAGGTGGAAGTA	V_CTCF_BR	40
chr2	39553921	39554071	id-52507	3.11e-05	-	AAAAAAGCGGGCACCTTCTTCACAAGGTGGCAGGA	V_CTCF_BR	20
chr2	39595234	39595384	id-52508	3.5e-05	-	TTGCTGCCATAATTTTTAGTAGGCAGGGGGCGCGA	UpstreamP1_CTCF	0
chr2	39606926	39607076	id-52509	5.01e-06	+	AGATTTTTGTTACCAATGACCACAGGAGGGCACAC	V_CTCF_BR	40
chr2	39608837	39608987	id-52510	1	+	NA	NONE	0
chr2	39661116	39661266	id-52511	1	+	NA	NONE	2
chr2	39663595	39663745	id-52512	9.84e-06	-	GGTCAGCGCGACGAACCGGACAGCAGGGGTCTGGT	UpstreamP1_CTCF	15
chr2	39722338	39722488	id-52513	1	+	NA	NONE	8
chr2	39740901	39741051	id-52514	2.73e-07	+	TCTTCTCTCTCCATTACTCCCACTAGGGGGTGCCC	Upstream_CTCF	40
chr2	39743510	39743660	id-52515	4.65e-05	+	AGAGGATTTATCTGACTCAACTGGAGATGGCTCCC	V_CTCF_BR	11
chr2	39757865	39758015	id-52516	1	+	NA	NONE	13
chr2	39776844	39776994	id-52517	9.71e-06	-	CCTGCTGGTGCCTCCCTGGCCATCAGGGGAGTATG	Upstream_CTCF	5
chr2	39821002	39821152	id-52518	1.82e-07	+	TAACTGCTTGTCTGCTTGTCCACCAGAGGGAGGCA	V_CTCF_BR	40
chr2	39924123	39924273	id-52519	1	+	NA	NONE	33
chr2	39956099	39956249	id-52520	1	+	NA	NONE	40
chr2	39957960	39958110	id-52521	1.13e-05	-	GTGTGCTATGAACCAACAGCCAATAGATGGTGCTA	UpstreamP1_CTCF	39
chr2	40065100	40065250	id-52522	5.63e-09	+	TGTGCAGTTTGACCTGCGGCCGGTAGATGGCACTT	Upstream_CTCF	40
chr2	40079128	40079278	id-52523	2e-06	+	GCAGCAAGTTGTGTTGGTGCCACAAGATGCCACCC	Upstream_CTCF	25
chr2	40140827	40140977	id-52524	5.01e-06	+	AGCCAGCTACTTGTTTTATCCACTAGAGGGTAGCA	V_CTCF_BR	40
chr2	40216590	40216740	id-52525	1	+	NA	NONE	3
chr2	40405476	40405626	id-52526	8.13e-06	+	CCTTTCTTCTCACTCATCTCCACCAGGCGGGGCTC	Upstream_CTCF	8
chr2	40439875	40440025	id-52527	1	+	NA	NONE	1
chr2	40440404	40440554	id-52528	2.27e-05	+	CTAGACTGGATATATTTGACCAGTAGATGGAGTAA	V_CTCF_BR	39
chr2	40457958	40458108	id-52529	1	+	NA	NONE	20
chr2	40471860	40472010	id-52530	5.96e-07	+	GGATTAGTTAGCAGAGCAGCCACTGGAGGGCACTC	V_CTCF_BR	38
chr2	40483917	40484067	id-52531	6.8e-06	+	GTGCAATCCCTCTATTCTGCCACCTGGGACAGCCT	UpstreamP1_CTCF	37
chr2	40512134	40512284	id-52532	1	+	NA	NONE	21
chr2	40545700	40545850	id-52533	1	+	NA	NONE	3
chr2	40587905	40588055	id-52534	2.27e-06	-	ACCACAACACTGTGTGGCCCCAGCAGAGGGTGCTG	V_CTCF_BR	17
chr2	40611622	40611772	id-52535	1	+	NA	NONE	11
chr2	40675743	40675893	id-52536	3.36e-07	+	AAGTCAGGCAGAACGTTTGCCACAAGAGGGAGCAG	V_CTCF_BR	39
chr2	40677767	40677917	id-52537	1	+	NA	NONE	22
chr2	40715269	40715419	id-52538	2.47e-05	+	AGTCCAGCTTTTTCTATAACCACAAGGGGGACACC	Upstream_CTCF	39
chr2	40724558	40724708	id-52539	1	+	NA	NONE	23
chr2	40781953	40782103	id-52540	3.42e-09	-	AGTGCACTATCTGCATTGAGCTCCAGGGGGAGCCA	Upstream_CTCF	40
chr2	40987321	40987471	id-52541	1.26e-05	-	GGGGGAATATAACATGTAACCACTGGAGGACAGCA	Upstream_CTCF	40
chr2	41036416	41036566	id-52542	1	+	NA	NONE	6
chr2	41047590	41047740	id-52543	4.31e-05	-	TGTTAATACTATCTGATTCCCACTAGAGGGAAAAC	UpstreamP1_CTCF	27
chr2	41071647	41071797	id-52544	1	+	NA	NONE	26
chr2	41162605	41162755	id-52545	1.16e-05	-	GCTGCATTCTCATCTGGAGGCTCTAGGGGAAGAAT	Upstream_CTCF	18
chr2	41182902	41183052	id-52546	1	+	NA	NONE	14
chr2	41510334	41510484	id-52547	4.14e-06	-	GCATAGGGGACAATGAAGGACACAAGAGGGCGGGA	V_CTCF_BR	16
chr2	41627335	41627485	id-52548	3.42e-08	-	TAAATAGACTCCGTCTGGGCCAGCAGGGGGCAGGA	V_CTCF_BR	34
chr2	41636605	41636755	id-52549	1	+	NA	NONE	8
chr2	41637291	41637441	id-52550	2.47e-07	-	CAGCATTCCTGGCCTCTATCCACTAGATGCCAGTA	UpstreamP1_CTCF	16
chr2	41641680	41641830	id-52551	2.4e-05	+	AGCACAATGTTAAGATTTCTCAGTAGAGGGCGCTG	V_CTCF_BR	38
chr2	41700599	41700749	id-52552	7.78e-06	-	ACAGTTCTGCTCAGTGAGCCCTGCAGGAGGTGGAT	Upstream_CTCF	3
chr2	41724167	41724317	id-52553	1.3e-07	-	TCTGGATTAGTATTAGCTTCCACCAGGGGGAGACA	Upstream_CTCF	35
chr2	41922993	41923143	id-52554	1.3e-07	-	GCTGCAGTCTAGAGAATAGACAGGAGAGGGCAGTT	Upstream_CTCF	11
chr2	41926059	41926209	id-52555	1.26e-07	-	AGCGGAGATGTGGGCTATGCCAGCAGGTGGCAGTG	V_CTCF_BR	40
chr2	41930015	41930165	id-52556	1	+	NA	NONE	2
chr2	41992185	41992335	id-52557	7.46e-06	-	GAGATCCTCTGCCACGTGTGCACTAGGTGGCATTC	UpstreamP1_CTCF	10
chr2	42009828	42009978	id-52558	1.84e-07	-	ATTGTCATTTTTAGTGTTACCACTAGATGGCAGGG	Upstream_CTCF	40
chr2	42033544	42033694	id-52559	2.47e-05	+	AATGTATTTCATTATGCCAACCAAAGAGGGCACTC	Upstream_CTCF	11
chr2	42040723	42040873	id-52560	1	+	NA	NONE	1
chr2	42067911	42068061	id-52561	9.11e-08	+	GAGGCATTACCCCTACAGACCACTTGGCGGCGCCG	Upstream_CTCF	40
chr2	42080923	42081073	id-52562	4.31e-07	+	TGCAATATGGCAATAACACCCACCAGAGGGCAGCA	V_CTCF_BR	40
chr2	42096969	42097119	id-52563	4.23e-08	+	GAAATCCCAGATGTGGTGGCCAGCAGGGGTCGCTG	V_CTCF_BR	40
chr2	42098434	42098584	id-52564	9.51e-07	-	GATGTGGAGCCTCCGCCTGCCACTGGAGGGAGGAG	V_CTCF_BR	34
chr2	42159230	42159380	id-52565	1	+	NA	NONE	6
chr2	42159751	42159901	id-52566	4.02e-07	+	CCTGCTCTCCCTGCTCCCTCCAACAGAGGACAAAC	Upstream_CTCF	17
chr2	42160411	42160561	id-52567	1.59e-06	+	GGCCGCTGGAGCACCCTCCCCACTTGTGGGCACCA	V_CTCF_BR	1
chr2	42164605	42164755	id-52568	1.41e-06	+	ATGCAAGCACACCATTACACCAGGAGGAGGAGGGA	UpstreamP1_CTCF	8
chr2	42181176	42181326	id-52569	1.26e-05	-	CCTGCTATACACCAGGCATCCATGGGATGGCCCAC	Upstream_CTCF	2
chr2	42190168	42190318	id-52570	7.31e-05	+	GTTCAGTAGACAACCCTTATCATAAGGAGGCAGGA	UpstreamP1_CTCF	6
chr2	42197824	42197974	id-52571	3.71e-05	-	GGTTCAGGTTCTGGTCTTGTCACTCGTGGGCGCTG	Upstream_CTCF	0
chr2	42239915	42240065	id-52572	4.59e-07	-	GTGTAGTTACTCAAAGGGGACAGTAGAGGGGCTCC	UpstreamP1_CTCF	26
chr2	42267898	42268048	id-52573	1.15e-06	-	TATGAAGTGTTTCTCGGAGACTCCAGAGGGCGCTG	Upstream_CTCF	28
chr2	42269022	42269172	id-52574	2.34e-06	-	TTGTACCTTTCGTTCTGAACCTCTAGGGGGCTGAC	UpstreamP1_CTCF	13
chr2	42272123	42272273	id-52575	1	+	NA	NONE	8
chr2	42273413	42273563	id-52576	4.5e-05	-	CTGTTCTGCCCCACTCTGGGCCGTGGCTGCAGTCT	UpstreamP1_CTCF	2
chr2	42282057	42282207	id-52577	2.02e-06	-	GTGGCGTTGACGATGCTGTCCAGCAGAGGACGCAG	UpstreamP1_CTCF	16
chr2	42287345	42287495	id-52578	1	+	NA	NONE	14
chr2	42299645	42299795	id-52579	3.48e-06	-	CTGCCACTCCCCTCTGCAGCCGCCAACTGGTGCTG	UpstreamP1_CTCF	15
chr2	42301946	42302096	id-52580	2.55e-06	+	GGGGCTGGGCTGAGCCCAGGCACTAGGGGGCTCTT	Upstream_CTCF	23
chr2	42304626	42304776	id-52581	1	+	NA	NONE	35
chr2	42310817	42310967	id-52582	1.84e-05	-	GAGCTGTTGCTGCCATCTGCCTGCATGGGAGAGCA	UpstreamP1_CTCF	11
chr2	42313706	42313856	id-52583	2.17e-08	-	AGTGTATTTCTCCAATTTGGCACCAGATGGCAACA	Upstream_CTCF	40
chr2	42316580	42316730	id-52584	1.04e-07	-	TGCCCAGGATGTGGGCCGCCCGCTAGGGGGCAGCA	V_CTCF_BR	40
chr2	42323169	42323319	id-52585	1.04e-07	+	TGTATGTGCCTACATATGCCCAGCAGGTGGCGCCC	V_CTCF_BR	40
chr2	42411575	42411725	id-52586	3.36e-05	-	AAGCTGGAAAGGTAGGTGAGAGCCAGGTGGCAGGA	UpstreamP1_CTCF	17
chr2	42412252	42412402	id-52587	8.16e-07	-	GAACAAGAGACCAGGCTGGCCAGAAGGTGGTAGTC	V_CTCF_BR	7
chr2	42423935	42424085	id-52588	1.17e-05	-	GACTTCCCTTCTCTTTCCCACAGTAGAGGGCAGGG	V_CTCF_BR	38
chr2	42465995	42466145	id-52589	7.73e-06	-	TCTCTACAAAAAAAATTAGCCAGGGGGTGGCAGCA	V_CTCF_BR	38
chr2	42502134	42502284	id-52590	1	+	NA	NONE	19
chr2	42555684	42555834	id-52591	1.1e-06	-	CAATGGTACTCAATGGTAACCAGCAGGTGGTGCTA	V_CTCF_BR	39
chr2	42564748	42564898	id-52592	1	+	NA	NONE	32
chr2	42565722	42565872	id-52593	6.19e-06	-	TGGCCCCTCGACAGGCTGACCGCCAGGTGGGGATG	UpstreamP1_CTCF	0
chr2	42566457	42566607	id-52594	4.31e-05	-	CCGCAGTCCTCTTGGTTCACCACTAGTGTGTGTCT	UpstreamP1_CTCF	21
chr2	42588764	42588914	id-52595	1	+	NA	NONE	39
chr2	42599368	42599518	id-52596	1	+	NA	NONE	3
chr2	42612420	42612570	id-52597	3.97e-07	+	GCCGAGCCAAGCACTGGGAGCAGCAGAGGGAGCCC	V_CTCF_BR	39
chr2	42613933	42614083	id-52598	3.09e-05	-	CTGTTAAGGCAAGGACTGTCCACTAGGGGAGATAG	UpstreamP1_CTCF	40
chr2	42648904	42649054	id-52599	1	+	NA	NONE	8
chr2	42684281	42684431	id-52600	1	+	NA	NONE	34
chr2	42722243	42722393	id-52601	2.38e-07	-	AAAGGACTCCGTTTGGCGACCTCTAGCGGGCACCG	V_CTCF_BR	40
chr2	42740493	42740643	id-52602	3.4e-06	+	AAAACACTTCCAGAGAGGACCACTAGGAGGTGCTG	Upstream_CTCF	40
chr2	42786103	42786253	id-52603	4.65e-05	-	AGACTGGTGAGATTACCTGCCAGGAGAGGGAGTGT	V_CTCF_BR	12
chr2	42825907	42826057	id-52604	3.24e-06	-	TCTGTGTTAATGTGAAAGTCCTCCAGGGGGCCCAG	Upstream_CTCF	22
chr2	42850560	42850710	id-52605	1	+	NA	NONE	11
chr2	42878542	42878692	id-52606	2.53e-05	-	TTGCCTATTCTTTTGGTAACCTCAGGATGGCAGTA	V_CTCF_BR	2
chr2	42890389	42890539	id-52607	8.17e-09	-	CTGCTGTCCTGCACATTCACCAGCAGTGGGAAGCA	UpstreamP1_CTCF	40
chr2	42970374	42970524	id-52608	1.48e-06	+	CCTGCTATCTCAGTCTTTATCAGAAGGGGGCCTTG	Upstream_CTCF	11
chr2	42997777	42997927	id-52609	4.34e-05	-	GGTGTTAAGTGACCAGTGACCACTAGGGTGTGTAA	Upstream_CTCF	40
chr2	43019722	43019872	id-52610	4.31e-05	-	GTCCGCGGGCCCCAAGCCCCCACCACGGGGTCGCG	UpstreamP1_CTCF	20
chr2	43021726	43021876	id-52611	3.28e-05	-	CTGGGCAGGCAAACACCACCCAGCGGAGGCCAGGG	V_CTCF_BR	35
chr2	43029410	43029560	id-52612	1	+	NA	NONE	4
chr2	43036963	43037113	id-52613	3.48e-06	-	CGGCAGCTCTTGGGCCCTCCAGGCAGGAGGCGGGG	UpstreamP1_CTCF	32
chr2	43037974	43038124	id-52614	6.05e-06	+	AACTGCACCTAGTCCCGGACCACAGGAGGGCGGAT	V_CTCF_BR	21
chr2	43040386	43040536	id-52615	1.95e-07	-	ACTGCCATTCCAGCAGTAACCAGTAGGGACAGAAA	Upstream_CTCF	39
chr2	43054857	43055007	id-52616	1	+	NA	NONE	40
chr2	43056091	43056241	id-52617	9.55e-09	+	GCTGTGTCTCTTCGTGGCGCCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr2	43056755	43056905	id-52618	5.08e-05	+	CTGCTTTGCCCAGCTTCTCCCACTGTGGTGCTGTT	UpstreamP1_CTCF	6
chr2	43086209	43086359	id-52619	7.97e-09	+	CTGGCAATTCAAGAGTCTACCACCAGATGGCAGTG	Upstream_CTCF	40
chr2	43133028	43133178	id-52620	5.68e-06	-	TCGGAGGAGACCCTGCTGCCCACCAGGAGGCATCG	V_CTCF_BR	30
chr2	43134155	43134305	id-52621	5.08e-05	+	GCTACAGTCTCGGCTGCCCCAGGGAGGAGGCGGTG	Upstream_CTCF	8
chr2	43148378	43148528	id-52622	9.4e-06	-	GCCCAGCCAGCCTCAGATACCAGCAGATGGCCCCA	UpstreamP1_CTCF	11
chr2	43151305	43151455	id-52623	1.47e-05	+	GGCTGCCCCTTCCTGTTCTCCACAGGGAGGCACCA	V_CTCF_BR	15
chr2	43152036	43152186	id-52624	1	+	NA	NONE	10
chr2	43152734	43152884	id-52625	2.28e-05	+	GTTGGCTGCCTCACCCTCACCAGCAGGAGGGGAGC	Upstream_CTCF	8
chr2	43155818	43155968	id-52626	1	+	NA	NONE	37
chr2	43156153	43156303	id-52627	1	+	NA	NONE	40
chr2	43156363	43156513	id-52628	2.62e-07	-	CTGTATCTCTGCCGGGAGGACAGTGGAGGGCAGCA	UpstreamP1_CTCF	0
chr2	43158710	43158860	id-52629	6.73e-07	+	CTGCATTTGTAACCTGCTTCCTGGTGGGGGCGCTG	UpstreamP1_CTCF	40
chr2	43174094	43174244	id-52630	2.55e-09	+	CTTGCAATTCAAGTTTCTGGCACCAGATGGCAGCG	Upstream_CTCF	40
chr2	43181890	43182040	id-52631	2.8e-05	-	TATGTGATGAAGAGTTCCTCCTCCAGAGGGTGTCC	Upstream_CTCF	18
chr2	43196990	43197140	id-52632	4.43e-05	+	CTGTGTGTGACAGGGGCCGAAGCCAGAGGGTGCCA	V_CTCF_BR	10
chr2	43202309	43202459	id-52633	1.63e-09	+	GCTGCGCTGCCCACTCCCCGCAGCAGGTGGCGCCG	Upstream_CTCF	40
chr2	43206742	43206892	id-52634	2.66e-05	+	AGGAGAATGTGTGTGCTGGCCTCTGGGTGTCAGGC	V_CTCF_BR	15
chr2	43249493	43249643	id-52635	3.09e-06	-	AGACAAGTTCCAAGGCTGACCACCAGGTGACACCA	Upstream_CTCF	38
chr2	43251736	43251886	id-52636	5.08e-07	+	CCGTCCGTTCCTGGCCTCACCAGCAGAGGTCTCCA	V_CTCF_BR	40
chr2	43252543	43252693	id-52637	1	+	NA	NONE	7
chr2	43263181	43263331	id-52638	1	+	NA	NONE	15
chr2	43273824	43273974	id-52639	4.88e-05	-	GTCCAGAGGATTTTATTCCCCTGCAGAGGGCCCCA	UpstreamP1_CTCF	22
chr2	43297210	43297360	id-52640	1	+	NA	NONE	7
chr2	43298180	43298330	id-52641	1	+	NA	NONE	2
chr2	43302174	43302324	id-52642	2.28e-05	-	AGTGCAGAGGCCAGACCTGCCACTTGCAGGCTGTA	Upstream_CTCF	25
chr2	43304741	43304891	id-52643	1	+	NA	NONE	10
chr2	43331994	43332144	id-52644	1.82e-06	+	GGGCAGCAGAGAGCAGCACCCTGCAGGTGCCAGTG	UpstreamP1_CTCF	14
chr2	43333173	43333323	id-52645	6.86e-07	-	GCTGCATTTAGAAAGTTGTCCACAAGGAGGAATGG	Upstream_CTCF	40
chr2	43354401	43354551	id-52646	5.33e-11	+	GAGCTTCTGGGCCGGCTAGCCAGCAGGGGGCGCTG	V_CTCF_BR	40
chr2	43358593	43358743	id-52647	1	+	NA	NONE	8
chr2	43358794	43358944	id-52648	1.28e-06	+	CCAAGTTGAGAACTGTCCAACTGCAGGGGGCACCA	V_CTCF_BR	38
chr2	43367595	43367745	id-52649	5.74e-05	+	GAGTTGGAAATCTGGCTGGCCAGCAGCGGCGCCTC	UpstreamP1_CTCF	9
chr2	43370157	43370307	id-52650	1.04e-06	+	CCTGCTGCTGCTGCTGCCTCCACTTGGGGCAGATG	Upstream_CTCF	28
chr2	43373434	43373584	id-52651	3.4e-06	+	CTCTGCTCTTTCTGTGTCTCCACCAGGTGGTGGGA	V_CTCF_BR	9
chr2	43386103	43386253	id-52652	1	+	NA	NONE	11
chr2	43389423	43389573	id-52653	1.35e-05	+	CTGCACATGGCCTTTGTGGCCGCTGGAGGGGCTCA	UpstreamP1_CTCF	2
chr2	43392660	43392810	id-52654	4.59e-07	-	GGGTAGGGTCCACTCTTTGCCACAAGGGGGCTTTG	UpstreamP1_CTCF	36
chr2	43396245	43396395	id-52655	5.12e-06	+	CTGCAGAGTGGGTTCCTGAGCACGTGAGGGCACAA	UpstreamP1_CTCF	14
chr2	43397192	43397342	id-52656	4.24e-07	+	GGTGCGGGTCCTTGGGCCATCTCTAGGGGGCGCTG	Upstream_CTCF	40
chr2	43419427	43419577	id-52657	8.91e-07	+	CCTCCAGTCCTCAGAGTCCCCTGTAGGAGGCAGCA	Upstream_CTCF	39
chr2	43435141	43435291	id-52658	4.59e-07	+	CTGCAATGTTAGCTACGGGTCAGTAGGGGCTGCAG	UpstreamP1_CTCF	12
chr2	43437690	43437840	id-52659	1.09e-06	-	CTGCGGTCCTGCCTTCCCGCCACCTGAGGCCCCGT	UpstreamP1_CTCF	5
chr2	43441443	43441593	id-52660	1	+	NA	NONE	20
chr2	43445441	43445591	id-52661	8.33e-05	-	GGTGCTTAGCTGGTCTGGGACGCCAGGCGGAATTT	Upstream_CTCF	14
chr2	43445886	43446036	id-52662	1	+	NA	NONE	10
chr2	43447248	43447398	id-52663	1	+	NA	NONE	23
chr2	43451376	43451526	id-52664	3.11e-05	-	TCTCCATCTCCGACGACTGAGGCAAGAGGGCGCCA	V_CTCF_BR	40
chr2	43453940	43454090	id-52665	9.51e-07	+	CTCTCGGCCCCAGTGGATGCCGCCGGGTGGCGGCG	V_CTCF_BR	24
chr2	43454534	43454684	id-52666	8.23e-05	-	CTGGGGAAGGCCGGCCCGACCAGCAGACGGAAAGG	UpstreamP1_CTCF	25
chr2	43454892	43455042	id-52667	2.81e-06	-	GCGGCTTTAGCCTCACTGGGCGCTAGATGGGAGTG	Upstream_CTCF	39
chr2	43456769	43456919	id-52668	7.8e-08	-	AGCCCTCTTCCTCACACATCCAGCAGGTGGCGCTC	V_CTCF_BR	40
chr2	43457755	43457905	id-52669	1	+	NA	NONE	13
chr2	43467754	43467904	id-52670	8.89e-06	-	TCCTCTGGGCCATTTGTCTCCAGTAGGGGTCAGCT	Upstream_CTCF	31
chr2	43484131	43484281	id-52671	8.56e-05	-	CAGAGGGACCTCTACCTGTCTACCAGATGGGAGGC	UpstreamP1_CTCF	1
chr2	43496312	43496462	id-52672	1	+	NA	NONE	27
chr2	43498486	43498636	id-52673	1	+	NA	NONE	32
chr2	43506580	43506730	id-52674	3.11e-05	+	TTTTTCTTTAGGATGTCCTACAGCAGGGGTCAGCA	V_CTCF_BR	4
chr2	43572803	43572953	id-52675	1	+	NA	NONE	24
chr2	43627765	43627915	id-52676	3.81e-05	-	TCTTAGACATCATGTCAGACCACTAGGTGGAAAGC	V_CTCF_BR	29
chr2	43674002	43674152	id-52677	7.61e-08	-	CAAGAAATACTGACAGCCACCAGCAGGTGGAAGAG	Upstream_CTCF	27
chr2	43683548	43683698	id-52678	1	+	NA	NONE	19
chr2	43692024	43692174	id-52679	1	+	NA	NONE	12
chr2	43711563	43711713	id-52680	3.42e-05	-	AATTGACTTGCAGTTGTTAACACTAGATGTCACTG	Upstream_CTCF	39
chr2	43751531	43751681	id-52681	1.05e-08	+	GCTGTAGTTCAAGAGGTGGCCAGCAGTTGGCCTCC	Upstream_CTCF	40
chr2	43769532	43769682	id-52682	7.17e-05	-	ATTACATATTCTACATTCTCCACTAGGTGGGGATA	Upstream_CTCF	38
chr2	43804546	43804696	id-52683	3.1e-07	-	CAGTTGTTAAGCTTATCCACCTGCAGGTGGCGATG	UpstreamP1_CTCF	40
chr2	43819617	43819767	id-52684	3.6e-07	+	CATGCATCCCCATCTCTACCCACTAGATGCCAGTG	Upstream_CTCF	22
chr2	43824034	43824184	id-52685	4.43e-05	+	GCATTGCTTTTCATATTCACCTACAGGTGGCTGTA	V_CTCF_BR	38
chr2	43832351	43832501	id-52686	1	+	NA	NONE	39
chr2	43836565	43836715	id-52687	8.02e-08	-	CAGTTATATTGTCATTTGACCACCAGATGGCAGAG	UpstreamP1_CTCF	40
chr2	43839714	43839864	id-52688	3.86e-08	+	GCAGCACCCCGACCACTCCCCACTAGATGGCAGTA	Upstream_CTCF	40
chr2	43844823	43844973	id-52689	1.79e-08	+	GGTGGTATTCCAGCCATTCCCAGCAGAGGGAACAA	Upstream_CTCF	15
chr2	43862996	43863146	id-52690	1	+	NA	NONE	12
chr2	44025555	44025705	id-52691	7.1e-07	+	TTGCAGTTACTTATTTTTGCCACTAGAGAGGGTCA	UpstreamP1_CTCF	38
chr2	44029367	44029517	id-52692	1	+	NA	NONE	4
chr2	44105137	44105287	id-52693	6.97e-10	+	CTGCAGTGGCACAGACCAGCCACAGGATGGCAGTA	UpstreamP1_CTCF	40
chr2	44125547	44125697	id-52694	2.74e-08	-	ACCGCCGGGGAGCCCCTTCCCAGCAGGTGGCAGTC	V_CTCF_BR	36
chr2	44169188	44169338	id-52695	1	+	NA	NONE	7
chr2	44177670	44177820	id-52696	4.41e-06	+	AAAGATTTATATTCATAGACCTGCAGAGGGCAGCA	V_CTCF_BR	39
chr2	44236389	44236539	id-52697	8.02e-05	-	GCTGGGCAGCCCCTTCGTACCACTAGGGGAATCAT	Upstream_CTCF	27
chr2	44271426	44271576	id-52698	2.2e-07	+	CTGCGCGGCCCAGACTGGGACGCTAGATGGCAGGC	UpstreamP1_CTCF	40
chr2	44311373	44311523	id-52699	1	+	NA	NONE	0
chr2	44314428	44314578	id-52700	1.84e-06	+	GCGCCATTGAGGACACTCTCCTCGAGGTGGCAGTA	V_CTCF_BR	40
chr2	44317738	44317888	id-52701	9.25e-06	-	GCAACTTGGCCACCCTAGGCCTCAAGGGGTCAGGA	V_CTCF_BR	10
chr2	44461620	44461770	id-52702	8.21e-06	+	AAGAAAAAAAAAAACTTTTCCGGCAGGGGGCAGGG	V_CTCF_BR	16
chr2	44463538	44463688	id-52703	1	+	NA	NONE	19
chr2	44471291	44471441	id-52704	1.15e-07	+	ATTTCAATTTCTATCATATCCACCAGATGGCAGTC	Upstream_CTCF	40
chr2	44475216	44475366	id-52705	1.55e-05	+	TGCTTCTTCAAAGCCTCAACCTGAAGGTGGTGCAC	V_CTCF_BR	21
chr2	44518355	44518505	id-52706	1	+	NA	NONE	13
chr2	44518918	44519068	id-52707	2.94e-06	+	GCTGGCATGCTGGGGAAATCCAGCAGAGAGCACCC	Upstream_CTCF	40
chr2	44522976	44523126	id-52708	9.66e-05	+	ACAGCACCACCTGGGTGTGGACCCAGGTTGCGCGG	Upstream_CTCF	33
chr2	44570122	44570272	id-52709	1.63e-05	-	GATGACTTACAATCACTGTCAGCCAGGTGGCAGTC	Upstream_CTCF	37
chr2	44588597	44588747	id-52710	2.8e-05	-	ATTGGCGTGCTGCAAACCAGCTCTAGGCGGCTCTG	Upstream_CTCF	12
chr2	44617153	44617303	id-52711	2.19e-05	-	TTTTAAGAATATTTTCTGCCCACTAGAGGGAGAAG	UpstreamP1_CTCF	34
chr2	44619611	44619761	id-52712	1.38e-06	+	GAGTTTGTGACTAGAAAACCCAGCAGAGGGCGCCA	V_CTCF_BR	38
chr2	44706692	44706842	id-52713	7.12e-06	+	CTGCCATTGTTGTTCAGATCCTATAGGTGGCAGCA	UpstreamP1_CTCF	40
chr2	44787636	44787786	id-52714	5.96e-07	+	TAGGCGTGAGCCACGGTGCCCAGCAGGTGGCATCC	V_CTCF_BR	35
chr2	44843213	44843363	id-52715	1.56e-06	-	CTGCTGCACAGTTCAAGAGACAGAAGATGGCAGCT	UpstreamP1_CTCF	20
chr2	44847595	44847745	id-52716	8.81e-07	-	TGGGGAATGGGTAAAATGACCACCAGGTGGTACAA	V_CTCF_BR	12
chr2	44850883	44851033	id-52717	1.28e-06	+	CAGGCAATCCCCTACTCCACCACCAGGAAGCTACA	Upstream_CTCF	37
chr2	44895582	44895732	id-52718	1	+	NA	NONE	36
chr2	44942851	44943001	id-52719	5.41e-07	-	GTGGAATCCCTGGTCTCTACCACTAGATGCCAGTA	UpstreamP1_CTCF	40
chr2	44997442	44997592	id-52720	3.97e-07	+	AACGAAGCCTCCACTTTGGCCTCCAGAGGTCAGCA	V_CTCF_BR	16
chr2	45038149	45038299	id-52721	4.68e-07	-	AGGAGCAGCCCACCCGGGGGCGGGAGGGGGCGCTG	V_CTCF_BR	2
chr2	45124658	45124808	id-52722	3.88e-06	+	AAACCAGCTTTATCCATGAACAGTAGATGGCAGTC	V_CTCF_BR	28
chr2	45148041	45148191	id-52723	2.43e-06	+	TCTGCCCTACCATGCCTGGCCACTGGGAGTATAAC	Upstream_CTCF	15
chr2	45164930	45165080	id-52724	1	+	NA	NONE	12
chr2	45171045	45171195	id-52725	3.22e-05	-	CTGGTGTCTGGAATTCTCTCCACAAGGAGGCCTTG	UpstreamP1_CTCF	4
chr2	45171452	45171602	id-52726	5.3e-05	-	AGGCAGAACCCGAGCCCGGCCGCTTGGGGAGGCCT	UpstreamP1_CTCF	2
chr2	45178449	45178599	id-52727	8.91e-07	-	GCTGCATGACCTCCCCAGCCCACAAGGGGAATGGG	Upstream_CTCF	9
chr2	45179429	45179579	id-52728	1.76e-05	+	CCGTCTTTCTTCTTTCAGGCCGCTGGGAGGCGCTG	UpstreamP1_CTCF	40
chr2	45182870	45183020	id-52729	2.18e-07	-	CGCATGCTATGCACCATCGCCGCGAGGTGGCAGCA	V_CTCF_BR	40
chr2	45183318	45183468	id-52730	1.54e-05	-	CTTCAGCAAGCCCTTGTGGAGAGGAGAGGGTACTA	UpstreamP1_CTCF	12
chr2	45192049	45192199	id-52731	2.47e-08	+	GCTGCCGCACTAATTGCCACCAGCAGGGGGGCCGG	Upstream_CTCF	39
chr2	45201319	45201469	id-52732	1.1e-05	-	CCCAGGGGTAGATAAGGGACCCATAGAGGGCGCTA	V_CTCF_BR	40
chr2	45208852	45209002	id-52733	6.39e-08	+	AATCCGAGCCTACGTTTCTCCAGCAGGTGGCGCCA	V_CTCF_BR	40
chr2	45229253	45229403	id-52734	8.71e-06	-	GGGGTCATTAAAGCCCCGGGCTACAGGGGGCAGAG	V_CTCF_BR	22
chr2	45229896	45230046	id-52735	5.34e-06	-	TGCCTGGAGTTTTCACCTGCCGGTAGGGGTCAGGG	V_CTCF_BR	11
chr2	45241307	45241457	id-52736	4.31e-07	-	GGCCTGAACTCTGGGCCCGCCGCGTGGGGGCGCTG	V_CTCF_BR	39
chr2	45247722	45247872	id-52737	2.91e-05	+	TCCCCAGTGTCTGTTCCCTACACTAGGGGCAGGCG	Upstream_CTCF	3
chr2	45252005	45252155	id-52738	7.73e-05	+	AATGGGGTTGCCAAGTCCATCAACAGGAGGTGCTC	Upstream_CTCF	32
chr2	45270353	45270503	id-52739	1	+	NA	NONE	2
chr2	45282585	45282735	id-52740	1	+	NA	NONE	7
chr2	45295375	45295525	id-52741	7.73e-06	-	GCTTGTGTCCAATGAGTGATCAGCAGAGGGATCCC	V_CTCF_BR	31
chr2	45296315	45296465	id-52742	3.28e-05	+	TGGCTTGCCCAAGGGAACACAGCCAGGTGGCAGTA	V_CTCF_BR	10
chr2	45310413	45310563	id-52743	1.47e-05	-	CCCAGAGACAGGTTAGCAACCACCAGTTGCAACTG	V_CTCF_BR	9
chr2	45331729	45331879	id-52744	1	+	NA	NONE	6
chr2	45355866	45356016	id-52745	1	+	NA	NONE	25
chr2	45395840	45395990	id-52746	1	+	NA	NONE	13
chr2	45396604	45396754	id-52747	4.41e-06	-	CGGGTGCCATTCCGTTCGCCCAGAGGGTGGCGGGG	V_CTCF_BR	15
chr2	45397062	45397212	id-52748	3.16e-05	+	CCAGGACCGCACACCGCCGCCCGCAGGCAGAGACG	Upstream_CTCF	16
chr2	45400811	45400961	id-52749	1	+	NA	NONE	22
chr2	45417869	45418019	id-52750	7.27e-06	-	AAGCCTCCGTTTCATCTGACCGCTAGAGGGATGGC	V_CTCF_BR	5
chr2	45465529	45465679	id-52751	2.4e-05	+	GAGAACATTCAGTTCACAACCAGCAGGTGGTTCCT	V_CTCF_BR	35
chr2	45483949	45484099	id-52752	6.05e-06	+	GGCTGAGGCCCTAGGCTGGCCAGTGGGGGCAGGAC	V_CTCF_BR	2
chr2	45516619	45516769	id-52753	1	+	NA	NONE	1
chr2	45556580	45556730	id-52754	3.42e-05	-	CTTTTTCTTCTGCAAAGAGCCACTAGGGTGCCTCA	Upstream_CTCF	26
chr2	45572585	45572735	id-52755	3.66e-06	+	CTGCAGTTGCTGTGAATGGCCTTGGGGTGGGGATG	UpstreamP1_CTCF	19
chr2	45667402	45667552	id-52756	8.64e-05	+	CCAGTAGGTGTTCTTATGTCCCCTAGTGGATACAG	Upstream_CTCF	34
chr2	45711268	45711418	id-52757	2.15e-05	+	TTAGGTGACCTCTGACTGTCCACCAGGGGCAGGAT	V_CTCF_BR	39
chr2	45721942	45722092	id-52758	5.34e-06	-	ATTGCTTCTAACTTGTCCTCCACCAGATGGTGCTA	V_CTCF_BR	38
chr2	45805700	45805850	id-52759	1.48e-05	-	AGGCTGGGACATGTAAATGTCTGTAGGGGGCAGTC	UpstreamP1_CTCF	40
chr2	45812508	45812658	id-52760	1.81e-06	+	CAAGCTATGCATAAACACACCAGCAGAGGGACTCC	Upstream_CTCF	39
chr2	45834968	45835118	id-52761	1	+	NA	NONE	40
chr2	45837723	45837873	id-52762	8.13e-06	-	CCTTCTGTAGTGCGCCTGGCATGTAGGAGGCGCTC	Upstream_CTCF	39
chr2	45866783	45866933	id-52763	1	+	NA	NONE	4
chr2	45870898	45871048	id-52764	1.21e-10	+	GGGGCGAGCGCGCCAGCGTCCACCAGAGGGCGCTG	V_CTCF_BR	40
chr2	45876604	45876754	id-52765	2.37e-05	-	GTTGTCTTACCCTGTCACTCCCCCAGCTGGAGATA	Upstream_CTCF	11
chr2	45878139	45878289	id-52766	1	+	NA	NONE	39
chr2	45878505	45878655	id-52767	3.84e-06	+	CGGCGCGGCGCTGCTTCGCCCAGGAGGCGGCGGCC	UpstreamP1_CTCF	11
chr2	45927950	45928100	id-52768	1	+	NA	NONE	6
chr2	45939817	45939967	id-52769	2.4e-05	-	GAGCCAAGCAGATGGAAGCCCAGAGGAGGGAGCCA	V_CTCF_BR	26
chr2	45956963	45957113	id-52770	8.46e-07	+	AGTGCAGTTCCTACTAGCTCCACCTGGAGTCTTAA	Upstream_CTCF	39
chr2	45962303	45962453	id-52771	4.01e-05	+	AAGTCTGCCATATCTCCCACCACTAGAGGTTTCCA	V_CTCF_BR	9
chr2	45970613	45970763	id-52772	1.37e-05	+	GAAGTTGCTCCGGAGAAAGGAACCAGGGGGAGCTG	Upstream_CTCF	11
chr2	45983054	45983204	id-52773	2.23e-06	-	CTGCAACTCCTTATTATACCCAGCAGTGGGGATGC	UpstreamP1_CTCF	4
chr2	46005265	46005415	id-52774	3.97e-07	+	CCAATTGCTGATGGCTTTGCCACCAGGTGGCAAAG	V_CTCF_BR	31
chr2	46005849	46005999	id-52775	9.51e-07	-	AAGGTCACACCTTGAGCTCCCACTAGGTGGCAGTA	V_CTCF_BR	40
chr2	46051106	46051256	id-52776	2.96e-05	-	CAGCACTACACAGGATGGAACTGCAGCAGCCTGCA	UpstreamP1_CTCF	4
chr2	46052281	46052431	id-52777	1.22e-07	-	CTGCAGAGCCACAAGTTCCCCACAAGGTGCAGCTC	UpstreamP1_CTCF	20
chr2	46061154	46061304	id-52778	1	+	NA	NONE	1
chr2	46067627	46067777	id-52779	1.13e-05	-	CTGCATTGCCCCCTGGGCACCCCGGGGGAGCTGCT	UpstreamP1_CTCF	2
chr2	46087503	46087653	id-52780	2.91e-05	-	CCTTCAGAGGAGTGCCAGCCCATCAGGGGGCCCCA	Upstream_CTCF	22
chr2	46106651	46106801	id-52781	2.46e-06	+	CAGATGTTGCAGGTACTCTCCACTAGATGCTGCCA	UpstreamP1_CTCF	18
chr2	46116396	46116546	id-52782	1	+	NA	NONE	37
chr2	46134843	46134993	id-52783	1	+	NA	NONE	5
chr2	46139452	46139602	id-52784	1	+	NA	NONE	2
chr2	46157560	46157710	id-52785	1.71e-06	-	ATGTGCAATGCTTCCTCCCCCACCAGTGGGAGGCA	V_CTCF_BR	13
chr2	46163640	46163790	id-52786	4.03e-06	-	CTGCATTTTCCAAACCCTTCCACCAGAGCCACACG	UpstreamP1_CTCF	40
chr2	46170524	46170674	id-52787	5.01e-06	+	AGCCGGGGCTTAGGAAGGTCTGCCAGGGGGCGCTA	V_CTCF_BR	26
chr2	46194509	46194659	id-52788	3.88e-06	+	CCTACCACCCCACAGTAGACCAGCAGAGGGAGAGA	V_CTCF_BR	7
chr2	46220655	46220805	id-52789	1.28e-06	+	AGACAGGTCTGGCATTTCAACACCAGAGGGAGCTA	V_CTCF_BR	40
chr2	46238102	46238252	id-52790	3.36e-07	+	CCGCATAGGTGTCTGGGAACCAGAAGGTGGCAGTA	V_CTCF_BR	39
chr2	46246022	46246172	id-52791	2.67e-06	-	AGCGCAGCACCATCACTGGCCAGCACTGGGCAGAG	Upstream_CTCF	12
chr2	46256515	46256665	id-52792	1.39e-07	+	TCATGTGACACCGGGGTGAACAGCAGGGGGAGCCA	V_CTCF_BR	37
chr2	46277764	46277914	id-52793	2.19e-05	-	CAAGTCATGCTCTTTGCAGGCCACAGGTGGCAGTG	Upstream_CTCF	30
chr2	46283797	46283947	id-52794	4.14e-06	+	CCATCATCATGTCATCCTTCCAGCAGGTGGTAGCA	V_CTCF_BR	10
chr2	46290173	46290323	id-52795	8.84e-10	+	TTGCAGTTAACAGCTTTTGCCACGAGAGGGCGATG	UpstreamP1_CTCF	40
chr2	46306345	46306495	id-52796	1	+	NA	NONE	13
chr2	46318163	46318313	id-52797	2.11e-06	+	TGGTTTCTTTTCCCCCTAGACAGCAGAGGGTGCTG	V_CTCF_BR	29
chr2	46361953	46362103	id-52798	3.5e-05	+	AGGCAATGCCTGCTTCCCCTCAGCAGGGATCAGGA	UpstreamP1_CTCF	8
chr2	46394657	46394807	id-52799	1	+	NA	NONE	6
chr2	46399452	46399602	id-52800	1	+	NA	NONE	29
chr2	46412461	46412611	id-52801	5.63e-06	-	CTGCATCTCTGGTCTCCCTCCCTCAGAGGGCATGC	UpstreamP1_CTCF	33
chr2	46456550	46456700	id-52802	4.5e-06	+	CCTTCTCTGATTATCCTCACCACTAGGTGGGATGG	Upstream_CTCF	24
chr2	46457326	46457476	id-52803	3.16e-05	+	GCAGGAATACTGTTACCCAACTCAGGGTGGTGCCA	Upstream_CTCF	17
chr2	46476935	46477085	id-52804	2.96e-05	-	ATGCAATTCCATTGAAAATCCATTAGGAGGCTTTT	UpstreamP1_CTCF	7
chr2	46491714	46491864	id-52805	5.41e-06	+	GGAGGTAGTCCTAACCCAGCCACCAGAGGACAGCT	Upstream_CTCF	5
chr2	46503944	46504094	id-52806	1	+	NA	NONE	38
chr2	46521402	46521552	id-52807	3.41e-07	-	GATGTTGTGGCCACAGAGGGCAGCAGAGGACACCG	Upstream_CTCF	40
chr2	46524893	46525043	id-52808	1.18e-05	-	GAGCACCTGGGCTCCCTGGCGGGTGGGGGGCTGTG	UpstreamP1_CTCF	14
chr2	46525833	46525983	id-52809	1.46e-07	-	CCGGCTGGACTGGGAGCGGCCGGGAGAGGGCGAGA	Upstream_CTCF	36
chr2	46527033	46527183	id-52810	1	+	NA	NONE	29
chr2	46535245	46535395	id-52811	1	+	NA	NONE	7
chr2	46554901	46555051	id-52812	3.06e-08	+	GGTGGTGGTCTCAGCCCCACCTCCAGAGGGCAGTG	V_CTCF_BR	35
chr2	46561241	46561391	id-52813	1.98e-08	+	CAGCAGGGCCAAAGCATGACCAGCAGGAGGAGCAT	UpstreamP1_CTCF	40
chr2	46564841	46564991	id-52814	6.9e-05	+	GGGGAAATACCTTCAAGCCCAGAGAGGTGGCACCA	Upstream_CTCF	9
chr2	46567351	46567501	id-52815	1	+	NA	NONE	13
chr2	46579964	46580114	id-52816	8.21e-06	-	ATGCCCAGTGCATTTGCTTCCAGGAGGTGGCGAAA	V_CTCF_BR	28
chr2	46592133	46592283	id-52817	1.59e-06	-	TTCACAGTTACCTCTTTCACCACTAGATGGCACCT	V_CTCF_BR	40
chr2	46593548	46593698	id-52818	2.67e-06	-	GATGCAGATAGATAGTCAGCCACAAGGAGGCAGAG	Upstream_CTCF	40
chr2	46604449	46604599	id-52819	8.16e-07	-	TCCGGCAGCCACAGCAAGGCCAGGAGAGGGTGGCA	V_CTCF_BR	14
chr2	46616713	46616863	id-52820	1.34e-06	+	CTTCAACTCCTGCAAATGTCCAGAGGAGGCCAGCA	UpstreamP1_CTCF	19
chr2	46658721	46658871	id-52821	4.7e-05	+	CTGGCAACCCCCACAGCCTCCAGCAGGGCAGGCAC	Upstream_CTCF	3
chr2	46688628	46688778	id-52822	1.03e-09	-	GCAGCAGTACTGCTTTTGTCCACAAGATGGCAGGC	Upstream_CTCF	40
chr2	46691724	46691874	id-52823	5.77e-08	+	CACCAACGTTAAGCGGGGACCACAAGGGGGCAGTA	V_CTCF_BR	39
chr2	46715637	46715787	id-52824	2.44e-07	-	ACTGTAGTCCTGTCCTTGGGCTCAGGAGGGCAGCC	Upstream_CTCF	28
chr2	46717780	46717930	id-52825	1.29e-05	+	CTGCAGAGGCGCCTCTTCACAAGCAGGTCACGCTC	UpstreamP1_CTCF	16
chr2	46769013	46769163	id-52826	5.01e-09	+	GCGACCTCGGAGAATGTGGCCTCCAGGGGGAGCCC	V_CTCF_BR	40
chr2	46781341	46781491	id-52827	3.4e-06	-	ATAGCACTGCGGCCCTTCTCCACCAGGTGAACTGG	Upstream_CTCF	4
chr2	46782280	46782430	id-52828	1.41e-05	-	ATTCTAAGGAGGGACTCGACCACTAGAGGGCCGGA	UpstreamP1_CTCF	39
chr2	46791976	46792126	id-52829	1.11e-05	-	GCTGTGTTTGCTGTTATCACCACCAGGGTGTATGC	Upstream_CTCF	22
chr2	46828625	46828775	id-52830	1	+	NA	NONE	39
chr2	46843145	46843295	id-52831	1.55e-05	-	GTTCGCCTTTCTGCTTTTCTCACTAGTGGGCGCCC	V_CTCF_BR	39
chr2	46844060	46844210	id-52832	1	+	NA	NONE	31
chr2	46859596	46859746	id-52833	6.18e-07	+	TTGGTAATAGTAGGTCTCTCCACCAGATGGCAATG	Upstream_CTCF	38
chr2	46870765	46870915	id-52834	4.71e-06	-	GCCTCAAGGCCTGGAATAGCCTCTAGGGGGCCTTG	Upstream_CTCF	29
chr2	46872837	46872987	id-52835	7.1e-07	-	GTGCTGTGTGAATCAGGAGCCTGTAGGAGGAACAC	UpstreamP1_CTCF	10
chr2	46877784	46877934	id-52836	9.51e-07	-	AAGCGTAGGCAGTAACACACCACTAGATGGCGCTA	V_CTCF_BR	40
chr2	46884205	46884355	id-52837	1	+	NA	NONE	39
chr2	46890149	46890299	id-52838	5.01e-06	-	GGCTACATTAGCGTTCTAGCCAGCAGGAGGCAAAG	V_CTCF_BR	33
chr2	46899979	46900129	id-52839	1	+	NA	NONE	13
chr2	46926042	46926192	id-52840	6.15e-05	+	GCAGCCGCGCAGAGCGCGCACCCAAGCGGCCGGAC	Upstream_CTCF	28
chr2	46926627	46926777	id-52841	1.17e-05	+	CCGCGCCCGGCGCATTCCGCCCCCGGCTGTCGCCC	V_CTCF_BR	2
chr2	46997062	46997212	id-52842	1.9e-06	-	AGAGTAAGCCTGCACCTGTCCACTAGAGGTCAAGA	Upstream_CTCF	31
chr2	47003986	47004136	id-52843	2.18e-07	-	CATCAGATGTAGCCTGGGGACTCCAGGGGGCGCTA	V_CTCF_BR	40
chr2	47008078	47008228	id-52844	1.26e-07	-	TGGAATAGCTCTGAGTCCGCCAGCAGAGGGCTGTC	V_CTCF_BR	34
chr2	47030279	47030429	id-52845	1.93e-05	+	TCTGTCTGACCTCCTCTCCTCTCCAGGAGGAGGCA	Upstream_CTCF	21
chr2	47038157	47038307	id-52846	1.1e-05	-	GAAAACGTCCCATTTCTTGCCCCCAGGGGGCTCAT	V_CTCF_BR	20
chr2	47039679	47039829	id-52847	3.56e-05	-	CGGGCTTTGCCAATTACCCACACAGGAAGGGGGCA	Upstream_CTCF	13
chr2	47042381	47042531	id-52848	1	+	NA	NONE	13
chr2	47074752	47074902	id-52849	4.5e-06	-	GCTGAATTCCATCTCGGGCCCTGGAGGCGGCAGCA	Upstream_CTCF	19
chr2	47085218	47085368	id-52850	1	+	NA	NONE	8
chr2	47097293	47097443	id-52851	1.71e-06	-	ATGCTCACCTGGGATCCAGCCAGGAGAGGGCGTGG	V_CTCF_BR	4
chr2	47104034	47104184	id-52852	2.72e-06	-	CTGCGAAGCTATATTTTAAGCAGCAGAGGGCAATG	UpstreamP1_CTCF	40
chr2	47106017	47106167	id-52853	1.82e-06	+	ATCTTGTGACCCTCAAAGGCCACAAGGGGTAGCTG	UpstreamP1_CTCF	18
chr2	47116273	47116423	id-52854	2e-06	-	TTTGTCATTTACAGATGAACCTCTAGATGGCGGCA	Upstream_CTCF	40
chr2	47133485	47133635	id-52855	1	+	NA	NONE	1
chr2	47140837	47140987	id-52856	3.84e-06	-	GAGCACTGTGACAGCCAAGGCACTGGGAGGCGCAC	UpstreamP1_CTCF	22
chr2	47146109	47146259	id-52857	1.17e-05	+	TCCCAAGATACCAGAATGGCCTCTAGGTGGCATCT	V_CTCF_BR	40
chr2	47164608	47164758	id-52858	5.26e-07	+	ATAGCAATTCATTTATATGCCAGTAGGGGCCTCAG	Upstream_CTCF	39
chr2	47168882	47169032	id-52859	1.28e-06	+	GCGCCCAGACAGTCCTCGGCCGACAGCGGGCGCCT	V_CTCF_BR	33
chr2	47187879	47188029	id-52860	2.6e-06	+	CCACCTGTAACAGAGGAGCCCACCAGAGGGTGCTG	V_CTCF_BR	16
chr2	47213706	47213856	id-52861	2.2e-07	+	CTGCAGTTCCTCAGAGTCCCAGGGAGAGGGAGGGA	UpstreamP1_CTCF	23
chr2	47214248	47214398	id-52862	3.83e-09	+	GCGTCTCTTCCCCTCACCGCCACTAGAGGGCAGCC	V_CTCF_BR	40
chr2	47216161	47216311	id-52863	4.7e-06	-	GGCTGGCAAGCTCCCCAGTCCCCTAGGTGGCAGCA	V_CTCF_BR	29
chr2	47217124	47217274	id-52864	8.13e-06	-	GCTGCCTAGGGCCCTGTGGCCTACAGGGGGCCGGC	Upstream_CTCF	16
chr2	47220705	47220855	id-52865	1.06e-05	-	GATTGATTACCAACCTCTGCCACAAGCAGGCAGGA	Upstream_CTCF	1
chr2	47230390	47230540	id-52866	6.43e-06	-	CCATCCCTAACTCATCTCACCAGGAGAGGTCAGGC	V_CTCF_BR	7
chr2	47233830	47233980	id-52867	1.38e-06	+	GCTAGGGGTTGCACACTCACCCGCAGGGGGCTCTG	V_CTCF_BR	17
chr2	47234164	47234314	id-52868	1	+	NA	NONE	18
chr2	47241436	47241586	id-52869	1.63e-05	-	CCTGCTCTCTTTACAGTGCCACCTAGGGAGCAAGA	Upstream_CTCF	18
chr2	47242507	47242657	id-52870	6.05e-06	+	CACCTCCTTCCTGAGGAGGGCAGCAGGGGGTAGTG	V_CTCF_BR	35
chr2	47243804	47243954	id-52871	4.99e-07	+	CCAGCTGTTAACTTGGAGGCCACAAGGAGGAAGTG	Upstream_CTCF	37
chr2	47261349	47261499	id-52872	1.26e-05	+	GAGGCCAGGCCTGCAGGGGGCCTCAGGGGGCAGCA	Upstream_CTCF	39
chr2	47270381	47270531	id-52873	1	+	NA	NONE	29
chr2	47276395	47276545	id-52874	3.71e-05	-	GCTGCTATACTGCTGGCGGGGGGGAGGGGTTCCTC	Upstream_CTCF	16
chr2	47285529	47285679	id-52875	1	+	NA	NONE	6
chr2	47299199	47299349	id-52876	3.03e-05	-	AGGGTAGTGGCCAGGCTGGCCAGCAGGGCACCAGG	Upstream_CTCF	22
chr2	47302553	47302703	id-52877	2.02e-06	+	AAGCATTTCCTTGTTGGAAGCAGCAGAGGGCCAGG	UpstreamP1_CTCF	17
chr2	47304008	47304158	id-52878	3.71e-05	-	AATGCCATTCATATTTGTGCCTGCAGGAAACACTA	Upstream_CTCF	14
chr2	47315609	47315759	id-52879	4.14e-06	+	AAACGGGGCAGAGTACCTGCCTCTAGGGGGCTATG	V_CTCF_BR	38
chr2	47321626	47321776	id-52880	1	+	NA	NONE	5
chr2	47348796	47348946	id-52881	5.74e-05	+	CAGCAGGGCCATGCTCCCTCCAGAGGATCTAAGGG	UpstreamP1_CTCF	27
chr2	47355119	47355269	id-52882	1	+	NA	NONE	7
chr2	47402502	47402652	id-52883	6.84e-06	-	ACAAGGCGTTTCTTGTTCACCGCCGGAGGGAAGCA	V_CTCF_BR	6
chr2	47402960	47403110	id-52884	4.7e-06	-	CGCGTCCTCCGCGTGCCGGGATCCAGGGGGCGCGC	V_CTCF_BR	8
chr2	47404007	47404157	id-52885	1.84e-05	+	CCGCGCTGTCCTGGCAACTGCGCCAGGCGGCAGAG	UpstreamP1_CTCF	40
chr2	47422366	47422516	id-52886	3.45e-05	-	GCTCCACACTAAAAAGGGGCCCACAGAGGGCAATA	V_CTCF_BR	12
chr2	47445183	47445333	id-52887	1	+	NA	NONE	1
chr2	47448200	47448350	id-52888	6.48e-05	+	AAGCAACTTGCTAGGGAGGCCACATGGAGACAGTG	UpstreamP1_CTCF	2
chr2	47464817	47464967	id-52889	9.4e-06	+	CAGTAGTTCTCTCTTGCTTCCGCCAGGGAGTCATG	UpstreamP1_CTCF	9
chr2	47466846	47466996	id-52890	6.05e-06	+	ACAGGACCCCACTCCAGCTCCTCCTGGGGGCAGGG	V_CTCF_BR	2
chr2	47491455	47491605	id-52891	1	+	NA	NONE	19
chr2	47494580	47494730	id-52892	1	+	NA	NONE	14
chr2	47499610	47499760	id-52893	1.15e-08	-	GTGCAATGGAGGCTGGCGGCCGACAGAGGGCGCAA	UpstreamP1_CTCF	40
chr2	47500561	47500711	id-52894	3.56e-06	+	CCTGCAATGGTTCCCCACGCCACTTGGAGTAAAAG	Upstream_CTCF	3
chr2	47501297	47501447	id-52895	1	+	NA	NONE	10
chr2	47526824	47526974	id-52896	2.19e-05	+	TTGCAAGAGCCTCAGCTGGCCAGCAGGACTTGACT	UpstreamP1_CTCF	18
chr2	47540331	47540481	id-52897	1.47e-05	-	CTGACGTTTGAGTCAACACCCAAGAGAGGGCGGTG	V_CTCF_BR	14
chr2	47541001	47541151	id-52898	2.43e-06	+	GAGCTTGGTTGCCTTTGCTCCAGTAGGGGGCTGTC	V_CTCF_BR	31
chr2	47550358	47550508	id-52899	1.11e-05	-	CCTGTCATTCACTGTTTAGCCACTGAAGGGCAGTG	Upstream_CTCF	40
chr2	47562313	47562463	id-52900	2.74e-08	+	GAGCTATATAACCCTATGGCCAGCAGAGGGAAGTA	UpstreamP1_CTCF	40
chr2	47572117	47572267	id-52901	7.44e-06	-	CTGGCAGTCCCCTGGGCTTCCTGCAGGGACCTGGA	Upstream_CTCF	34
chr2	47596593	47596743	id-52902	1	+	NA	NONE	9
chr2	47601028	47601178	id-52903	4.23e-06	-	CAGCAGTGTTCACACACCAGCACATGGAGGTGCCG	UpstreamP1_CTCF	26
chr2	47615529	47615679	id-52904	1.17e-05	-	AAATGGATCTGAAGCTCTGTCAGCAGAGGGTGCTA	V_CTCF_BR	40
chr2	47629906	47630056	id-52905	1.1e-05	+	AGTGCCTGCCGGAAATCTCCCACCTGGTGGCAACC	V_CTCF_BR	6
chr2	47634513	47634663	id-52906	5.34e-06	-	TAGCCCTCTTTTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	14
chr2	47664539	47664689	id-52907	3.88e-06	+	ATAAAGTGAATTCAGAGAGACAGTAGAGGGCAGCA	V_CTCF_BR	38
chr2	47728613	47728763	id-52908	3.16e-06	-	CTGCAGGCTGCCACTCACCCCTGCAGGAGGAATTG	UpstreamP1_CTCF	4
chr2	47738009	47738159	id-52909	3.09e-05	-	CAGGGATATCACAGTCATACCACCAGGGGCAGGCT	UpstreamP1_CTCF	31
chr2	47746021	47746171	id-52910	1	+	NA	NONE	1
chr2	47748234	47748384	id-52911	2.37e-05	+	GGGTCGGCACCGAGCGCGGCCAGGCGGCGGCGCAG	Upstream_CTCF	4
chr2	47748456	47748606	id-52912	1	+	NA	NONE	36
chr2	47759997	47760147	id-52913	1	+	NA	NONE	1
chr2	47766487	47766637	id-52914	5.86e-07	+	GCTGCAGTACTGGGGACAGACTGCAGGGGTGAGTT	Upstream_CTCF	39
chr2	47798129	47798279	id-52915	1.39e-05	-	CGCATTGGTGCCGCCAGAGCCACCGGGAGGCGTCG	V_CTCF_BR	13
chr2	47798569	47798719	id-52916	6.46e-07	+	CAGCGCATCGGTGCCGCAGCCGCGGGCGGGCGCCG	V_CTCF_BR	30
chr2	47839224	47839374	id-52917	1	+	NA	NONE	0
chr2	47869120	47869270	id-52918	1	+	NA	NONE	0
chr2	47881530	47881680	id-52919	3.22e-05	+	TAACTCTTTCACTCTCTGGGCACTAGGGGGCCAAG	UpstreamP1_CTCF	40
chr2	47892068	47892218	id-52920	1	+	NA	NONE	28
chr2	47943567	47943717	id-52921	6.27e-08	+	CCGTTATGCCCGGACACGGCCACCAGAGGCCTCCT	UpstreamP1_CTCF	32
chr2	47982633	47982783	id-52922	1	+	NA	NONE	37
chr2	47995143	47995293	id-52923	3.8e-12	-	GGTGCAGGGCGCCGTGTGGCCACCAGAGGGCACTC	V_CTCF_BR	40
chr2	48010845	48010995	id-52924	2.11e-06	+	AGGGAGGAGACGCGTCCCGCCAGGTGGGGGTGCTG	V_CTCF_BR	20
chr2	48018041	48018191	id-52925	2.43e-06	-	GGTTGTAAACCAGACAAGGCCACCAGGGGTAACCC	V_CTCF_BR	4
chr2	48056142	48056292	id-52926	2.86e-06	+	CTGGGATTACAGGCACACGCCACCACGAGGCAGTG	UpstreamP1_CTCF	4
chr2	48085080	48085230	id-52927	6.43e-06	+	TGAAATATCGCATTAAAGAACAGCAGATGGCGCCA	V_CTCF_BR	34
chr2	48134105	48134255	id-52928	1	+	NA	NONE	40
chr2	48243898	48244048	id-52929	1.15e-06	-	CATGTTCTTTGCATTCTGGCCACCAGGGGCTTCAG	Upstream_CTCF	38
chr2	48274480	48274630	id-52930	1	+	NA	NONE	9
chr2	48308268	48308418	id-52931	1	+	NA	NONE	12
chr2	48333779	48333929	id-52932	6.04e-09	-	GATGGACTTTCACACTTGGCCACTAGGTGTCGCTG	Upstream_CTCF	40
chr2	48334675	48334825	id-52933	1.64e-06	-	AGTGCACTTCCCAGCTTTGGCAGCAAGGGTAGCCT	Upstream_CTCF	35
chr2	48338402	48338552	id-52934	1.46e-07	+	GTGTGGCCACCCAGTCCTGCCACAAGATGGCGACA	UpstreamP1_CTCF	38
chr2	48338735	48338885	id-52935	6.23e-05	+	CGGTGACATTCCCAGGATTCCGGCAGGGGGAGTGG	UpstreamP1_CTCF	7
chr2	48340601	48340751	id-52936	1	+	NA	NONE	2
chr2	48432704	48432854	id-52937	2.46e-06	-	AGGCAGCAAACAAGAATGTCCTGCAGAGGGCCAAA	UpstreamP1_CTCF	34
chr2	48471628	48471778	id-52938	2.29e-05	+	CTGCATTTCCACCAGCTCACAAGCAAAAGCAAGGC	UpstreamP1_CTCF	0
chr2	48541454	48541604	id-52939	1	+	NA	NONE	35
chr2	48541782	48541932	id-52940	2.34e-06	-	CTGCAGCTTCCAGCAGTCGCCTCCGGGAAGACGCG	UpstreamP1_CTCF	27
chr2	48542514	48542664	id-52941	2.58e-05	+	CCCTCTCGCCCCTCCACCGCCTCGAGGGGGCCTCA	Upstream_CTCF	34
chr2	48647979	48648129	id-52942	4.11e-08	-	CTGGTAGAACCTCGTATCACCACCAGGGGGCGTGC	Upstream_CTCF	40
chr2	48660799	48660949	id-52943	1	+	NA	NONE	2
chr2	48667705	48667855	id-52944	1.59e-06	-	TGCCTGGGCTGTGCCCCTGGGACCAGGGGGCGCCA	V_CTCF_BR	30
chr2	48698192	48698342	id-52945	9.25e-06	-	AATAAATGAAGCATTCCTTCCTCAAGAGGGCGGAC	V_CTCF_BR	38
chr2	48706068	48706218	id-52946	1	+	NA	NONE	1
chr2	48757468	48757618	id-52947	1.38e-06	+	CCCCAGGGGCGCCCTGGGGCCCGCAGAGGGATGGC	V_CTCF_BR	33
chr2	48767759	48767909	id-52948	1	+	NA	NONE	3
chr2	48772532	48772682	id-52949	1.24e-05	-	TAGACAGACAGCAAGCCAGCCGCTAGGGGCAGGAG	V_CTCF_BR	19
chr2	48793804	48793954	id-52950	1	+	NA	NONE	36
chr2	48816429	48816579	id-52951	3.42e-09	-	CGTGTTGTCGCAGTGCTGACCACCAGGGGGAACTG	Upstream_CTCF	39
chr2	48827476	48827626	id-52952	5.26e-07	+	TTTGCAGTACATTCTTTAAACAGAAGAGGGTGCTC	Upstream_CTCF	40
chr2	48828625	48828775	id-52953	1.04e-07	+	TCCCCAGGGAAGAGTGTGTCCAGCAGAGGGCTCTG	V_CTCF_BR	40
chr2	48849975	48850125	id-52954	3.05e-07	+	ATTGCAATACTAGATTTTGCCGCAAGATGGTAATA	Upstream_CTCF	14
chr2	48952965	48953115	id-52955	1	+	NA	NONE	12
chr2	48954831	48954981	id-52956	1	+	NA	NONE	13
chr2	49027846	49027996	id-52957	1	+	NA	NONE	8
chr2	49083701	49083851	id-52958	4.14e-06	+	TATAGCACACTATGCAGGGCCACATGGGGGAAGCA	V_CTCF_BR	2
chr2	49129739	49129889	id-52959	3.05e-07	+	GTAGCCATTTTGCTTATAACCAGTAGGGGGAAGAA	Upstream_CTCF	16
chr2	49139365	49139515	id-52960	3.73e-06	+	TCTGCCACTCTCTCAGCCTCCAGTGGGTGTCTCAC	Upstream_CTCF	20
chr2	49142509	49142659	id-52961	1	+	NA	NONE	1
chr2	49173724	49173874	id-52962	7.62e-09	+	CTGTAGTTACTTGATTTCACCACTAGATGGTGATC	UpstreamP1_CTCF	40
chr2	49270143	49270293	id-52963	1	+	NA	NONE	6
chr2	49271937	49272087	id-52964	1	+	NA	NONE	18
chr2	49295245	49295395	id-52965	3.11e-05	-	GCACTGCTGTGAGTGAATGCCTCAAGGGGGCTATA	V_CTCF_BR	5
chr2	49397482	49397632	id-52966	2.78e-06	-	TGGCCCTCTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	3
chr2	49449526	49449676	id-52967	5.01e-06	-	AGCCAAGGAATGTGGGCAGCCTCTAGAGGCCAGAA	V_CTCF_BR	15
chr2	49482551	49482701	id-52968	4.88e-05	+	ATATAATTTCTACTGGTAGCCACAGGGTGGCATTC	UpstreamP1_CTCF	16
chr2	49513328	49513478	id-52969	1	+	NA	NONE	12
chr2	49518114	49518264	id-52970	1.92e-06	+	TTCCTGTCCTTCAGCCTCACCAGCAGAGGGTAATG	UpstreamP1_CTCF	4
chr2	49559675	49559825	id-52971	1.64e-05	-	AATATCCATCTACTCATCACCACCAGATGGAGTAA	V_CTCF_BR	14
chr2	49686862	49687012	id-52972	1.21e-06	-	CTTTCACTACTCCTAACAGACAGCAGGGGGAAATT	Upstream_CTCF	7
chr2	49718034	49718184	id-52973	1.03e-06	-	CAGGTGCACAGTAGCCCCACCACTAGAGGGAGCAT	V_CTCF_BR	37
chr2	49844060	49844210	id-52974	2.78e-06	+	AGGAGGAATTCTGCTTCCACCAGTAGAGGGTAGTG	V_CTCF_BR	31
chr2	49847060	49847210	id-52975	2.81e-05	-	GAAAAATTTGCCACTGTTGCCAGTAGGTGGAGTCT	V_CTCF_BR	25
chr2	49915104	49915254	id-52976	5.96e-07	+	TGTTGATGTAGCCACTTGGCCAGCAGAGGGAGAAA	V_CTCF_BR	30
chr2	49998143	49998293	id-52977	1.15e-06	+	CTTGTTCTACCCACTTAGCCCAGCAGGCTGCGCTC	Upstream_CTCF	28
chr2	50034948	50035098	id-52978	4.65e-05	+	AGTTGCTTTCTAGATTCTATCTGCAGGGGGCAACA	V_CTCF_BR	5
chr2	50371543	50371693	id-52979	2.81e-05	-	TGGGGATGACCTTATAATCCCTGTAGGTGGCAGTA	V_CTCF_BR	39
chr2	50545413	50545563	id-52980	1	+	NA	NONE	18
chr2	50571737	50571887	id-52981	2.2e-06	+	AAAGAAATGTTTGTAAAGGCCAGCAGACGGCGCCT	Upstream_CTCF	23
chr2	50573453	50573603	id-52982	9.81e-06	-	GTCGCGCGGCTGGGCCCCGCGGGAAGGGGGCGTCA	V_CTCF_BR	1
chr2	50629609	50629759	id-52983	2.34e-06	-	CTACTACTTCCGTAATCGACCAGCAGGGGACACTA	UpstreamP1_CTCF	40
chr2	50703443	50703593	id-52984	1.26e-07	-	CTTGCCTACACTGAGACAGCCAGTAGGTGGCAGAG	V_CTCF_BR	30
chr2	50716410	50716560	id-52985	1	+	NA	NONE	5
chr2	50718800	50718950	id-52986	4.31e-09	+	ATGTAGTTTTGCTAGGTGGCCACCTGAGGGCACTC	UpstreamP1_CTCF	40
chr2	50719728	50719878	id-52987	1.04e-05	-	TTTACCATACCTTAAAAAGACACTAGAGGGCAGCA	V_CTCF_BR	40
chr2	50740991	50741141	id-52988	2.4e-05	-	CCTCTTTAAAATATATGCACCACTAGAGGGAGAAA	V_CTCF_BR	23
chr2	50756874	50757024	id-52989	6.04e-07	+	TTGTAATAACCTGTCATCGTCACTAGAGGGTACTC	UpstreamP1_CTCF	40
chr2	50763594	50763744	id-52990	1.64e-06	+	AGGTAGTAGCGGAATATTGCCACAGGGTGGTACAC	UpstreamP1_CTCF	36
chr2	50802498	50802648	id-52991	3.84e-06	-	CTGCAGAGAGAGCTTTCTGCCTCTAGGGAGCATCC	UpstreamP1_CTCF	17
chr2	50834057	50834207	id-52992	3.6e-07	+	GCTGCATTTTTCTGGGTGGACAGTAGGGGTGGTGG	Upstream_CTCF	26
chr2	50902148	50902298	id-52993	6.15e-05	-	AAGGTTTTTCTCATGGCAGAAGGCAGGGGGAGCCA	Upstream_CTCF	21
chr2	50973770	50973920	id-52994	6.98e-07	+	TCTTTTCATTGGCCACTGGCCACTAGAGGGCTGCT	V_CTCF_BR	39
chr2	50978513	50978663	id-52995	1	+	NA	NONE	2
chr2	51013611	51013761	id-52996	1.83e-05	-	AATCCTATAATCTTGTCTTCCACTTGATGGCGCTA	V_CTCF_BR	12
chr2	51099796	51099946	id-52997	5.67e-06	-	AGTGCTCTTAAACTTCTGGCCACAAGTGGTCCTCG	Upstream_CTCF	17
chr2	51257515	51257665	id-52998	8.13e-06	+	TCTTCAGTACAGAGCAATCCCCACAGGTGTCAGCT	Upstream_CTCF	2
chr2	51474512	51474662	id-52999	1.31e-05	-	GGAGACGAGGTTTTGTCTTCCTCTAGATGGCGATG	V_CTCF_BR	5
chr2	51562900	51563050	id-53000	1	+	NA	NONE	10
chr2	51651665	51651815	id-53001	1.11e-05	+	CTTGCTGCACTCATTCAGCCCAGCAGGCTGTGCTC	Upstream_CTCF	16
chr2	51732777	51732927	id-53002	3.28e-05	-	GTTGTATAGAGAGGATCAGACGGTAGGTGGTGCTA	V_CTCF_BR	16
chr2	51737178	51737328	id-53003	3.97e-05	+	ATGCTGAAAGACAGGGCTCCCACATGGAGGCAGTA	UpstreamP1_CTCF	2
chr2	51809157	51809307	id-53004	8.02e-05	+	CGCTGACTAACACAAGCTGCCTCTAGGCGGCAAAC	Upstream_CTCF	0
chr2	51827045	51827195	id-53005	5.93e-06	-	AATGAATTTATGAAAGCTTCCACCAGGTGTCATAA	Upstream_CTCF	1
chr2	51876630	51876780	id-53006	1	+	NA	NONE	9
chr2	51937575	51937725	id-53007	1.38e-07	-	TCTGCAACCCCTCCAGAGGTCACTAGAGGTCACAC	Upstream_CTCF	24
chr2	52022758	52022908	id-53008	1.22e-07	-	TGTGTTGTTTGGCCTCTAGCCAGGAGGTGGCGCTT	Upstream_CTCF	33
chr2	52183708	52183858	id-53009	1	+	NA	NONE	3
chr2	52192476	52192626	id-53010	1.48e-06	-	ACGGTGGGGCAGGGGGTGGACAGCGGAGGGTGCTG	V_CTCF_BR	5
chr2	52224833	52224983	id-53011	7.73e-06	-	ACCTCCATAATTTAATCTCCCACTAGGTGGCTCCC	V_CTCF_BR	22
chr2	52261856	52262006	id-53012	1	+	NA	NONE	17
chr2	52371889	52372039	id-53013	3.22e-05	-	CTGAAAATGAAAGGACACTCCACAGGGTGGCAGCA	UpstreamP1_CTCF	15
chr2	52372302	52372452	id-53014	1.63e-05	+	TGTGCATTAGCTTAAGTAGTCAGTGGATGTCAGCA	Upstream_CTCF	4
chr2	52567472	52567622	id-53015	4.65e-05	-	CAAATGTGGCCTCACTGCAACAGAGGAGGGAGCTG	V_CTCF_BR	6
chr2	52636536	52636686	id-53016	1.84e-07	+	CCTGTTTGTCTGGGTATCACCAGCAGAGGGTGCAG	Upstream_CTCF	5
chr2	52643595	52643745	id-53017	1	+	NA	NONE	26
chr2	52683939	52684089	id-53018	1.84e-06	-	GATTTTAAGGATACTTTGGCCTGCAGAGGGCTGGG	V_CTCF_BR	1
chr2	52840345	52840495	id-53019	4.5e-06	-	GGTGCTAAACTGTCCTCACCAACTAGGTGGCGGTA	Upstream_CTCF	23
chr2	52859807	52859957	id-53020	1.93e-05	-	ACACCAAAGAGTCTGGGAACAGCAAGAGGGCGCCA	V_CTCF_BR	5
chr2	53037700	53037850	id-53021	1	+	NA	NONE	35
chr2	53048888	53049038	id-53022	1	+	NA	NONE	29
chr2	53176821	53176971	id-53023	6.34e-08	-	GCAGCTGTACCCTGCAAAGCCACGGGGTGGAGCTG	Upstream_CTCF	10
chr2	53184053	53184203	id-53024	9.81e-06	-	TAACAAAATCAGAGGGGTAACACCAGGGGGCAGAT	V_CTCF_BR	22
chr2	53203618	53203768	id-53025	1.41e-06	-	CAAGGAATTCAGCAAGTGCACTCAAGGGGGCAGCA	Upstream_CTCF	39
chr2	53242354	53242504	id-53026	1.31e-05	+	AGCTCTCCTACCGAGATGACCAGAAGATGGAGACT	V_CTCF_BR	8
chr2	53246093	53246243	id-53027	3.63e-05	+	AAAATGCTCCCCCTAGACTCCACAAGAGGTCAGAG	V_CTCF_BR	29
chr2	53256269	53256419	id-53028	1	+	NA	NONE	11
chr2	53267802	53267952	id-53029	1.13e-05	-	GTGCAGTTTTGCATTCCTGCCAGCAGTGTATGATA	UpstreamP1_CTCF	28
chr2	53429433	53429583	id-53030	1.92e-05	-	ATGTTTTGAACTTGCTGATCCAGTAGATGTCACTC	UpstreamP1_CTCF	35
chr2	53437770	53437920	id-53031	2.4e-05	-	AAGAGTGCCTTTGGGAAAGCCACAAGGGGGCTTTC	V_CTCF_BR	27
chr2	53495462	53495612	id-53032	1	+	NA	NONE	26
chr2	53502985	53503135	id-53033	1.5e-05	-	GAAGCAAGAGAAAGGATGACAACTAGAGGGAAACA	Upstream_CTCF	6
chr2	53650139	53650289	id-53034	2.97e-06	+	TCAAAGTTTGGCCTGGGATCCAGTAGATGGCGCCT	V_CTCF_BR	39
chr2	53670084	53670234	id-53035	2.43e-06	-	TGATGCTGCCACTGATCTGACAGGAGGGGGAGCTC	V_CTCF_BR	25
chr2	53687550	53687700	id-53036	1	+	NA	NONE	10
chr2	53700523	53700673	id-53037	1.64e-05	-	TGGCCATTGTCTCTTGGAGCCACAAGGTGTTGCTG	V_CTCF_BR	32
chr2	53735899	53736049	id-53038	1	+	NA	NONE	18
chr2	53738856	53739006	id-53039	1	+	NA	NONE	6
chr2	53742974	53743124	id-53040	3.63e-05	-	ATGGAGATTGCACCTTTCATCACAGGAGGGCAGCA	V_CTCF_BR	31
chr2	53797223	53797373	id-53041	4.21e-05	-	AGGATTAGAACAGTGATTGCCTCTGGGTGGTGGTG	V_CTCF_BR	10
chr2	53942834	53942984	id-53042	5.2e-08	-	CTGCAATTTGGTCATTATGCCACTAGGTGACACAG	UpstreamP1_CTCF	34
chr2	53967432	53967582	id-53043	4.41e-06	-	TGGAGTTTCTTTTCTAGTGCCACCAGATGTCAGTA	V_CTCF_BR	38
chr2	53994842	53994992	id-53044	1	+	NA	NONE	38
chr2	54014344	54014494	id-53045	2.96e-05	-	GCTCGGCCGCCGCCGGACGCCTCCAGGAGGCCGCA	UpstreamP1_CTCF	21
chr2	54050858	54051008	id-53046	5.89e-08	-	GTGGTGTGAGCCACTGTGCCCAGCAGAGGGCATTA	UpstreamP1_CTCF	33
chr2	54056496	54056646	id-53047	1	+	NA	NONE	0
chr2	54197474	54197624	id-53048	1	+	NA	NONE	1
chr2	54198329	54198479	id-53049	2.11e-06	-	GCCTGTCGTGGCGACTGGGACTCCAGTGGGCTGCC	V_CTCF_BR	13
chr2	54275618	54275768	id-53050	8.97e-05	+	ACAGTCTTGCTCTGTCACCCCACTGGAGTGCAGTA	Upstream_CTCF	6
chr2	54279766	54279916	id-53051	1	+	NA	NONE	20
chr2	54280087	54280237	id-53052	2.29e-05	+	TAGCTGGCACAATGTTTCATCAGTAGAGGGTGCTG	UpstreamP1_CTCF	39
chr2	54308877	54309027	id-53053	3.42e-05	-	CATCCTGTGGCCAGTCACCCCTCCAGGTGGCCACA	Upstream_CTCF	5
chr2	54310301	54310451	id-53054	5.41e-06	+	AATGTTAGTCTGCTGCCACCCGCCAGGGGTCAGTT	Upstream_CTCF	2
chr2	54311871	54312021	id-53055	5.34e-06	-	TCAGGCTGGACACAGGTGGCAGGAAGAGGGCAGTG	V_CTCF_BR	38
chr2	54312334	54312484	id-53056	3e-06	+	ATTTAGTTCACTGGCGGGTCCACGTGGTGGCACTG	UpstreamP1_CTCF	11
chr2	54331098	54331248	id-53057	1	+	NA	NONE	23
chr2	54334197	54334347	id-53058	3.16e-05	+	ACTGCCTTGCCTTGGGTAGATGGTAGGTGGCAGCA	Upstream_CTCF	40
chr2	54335221	54335371	id-53059	7.78e-06	+	TGTGCTTATCACAGAACCAGCAGCAGATGGCCCCT	Upstream_CTCF	7
chr2	54342490	54342640	id-53060	1	+	NA	NONE	39
chr2	54388924	54389074	id-53061	1	+	NA	NONE	16
chr2	54403833	54403983	id-53062	1.28e-06	+	ATCCAGGAATTGACCTTGGCCTCAGGGGGGCAGCC	V_CTCF_BR	40
chr2	54433818	54433968	id-53063	8.89e-06	+	AATGCAAACTAAATGTTCCCCTGTAGGGGGTGCAA	Upstream_CTCF	40
chr2	54481453	54481603	id-53064	7.09e-08	+	TAGCAGTACTTGGGAATAGCCAGTAGCAGGCAGCA	UpstreamP1_CTCF	21
chr2	54506632	54506782	id-53065	9.39e-07	-	ACTGCAGCTCTGGATCCTGCCACTGGGGGTTCTGG	Upstream_CTCF	39
chr2	54556738	54556888	id-53066	1	+	NA	NONE	18
chr2	54558119	54558269	id-53067	1	+	NA	NONE	14
chr2	54568930	54569080	id-53068	1.21e-06	+	GTGGAGTGGAGAAGAGCTGCCAGAAGCAGGCGCTC	UpstreamP1_CTCF	31
chr2	54614614	54614764	id-53069	1	+	NA	NONE	7
chr2	54650424	54650574	id-53070	4.71e-06	-	ACTCCACTCCCTTCCCTCCTCAGAAGGGGGCGGAG	Upstream_CTCF	2
chr2	54685012	54685162	id-53071	1	+	NA	NONE	6
chr2	54725282	54725432	id-53072	3.81e-05	+	GAGCATAGACTAAGTGCTTCCACTGGGTGGAGCAT	UpstreamP1_CTCF	40
chr2	54730461	54730611	id-53073	1.55e-05	-	GGGCCTGCAGGAGAACAGACAGGTAGGGGGCACTG	V_CTCF_BR	40
chr2	54737883	54738033	id-53074	2.27e-05	-	AGCAAGTTTCTGCGTTCTCCCAGTAGGGGGAAAAA	V_CTCF_BR	21
chr2	54749951	54750101	id-53075	3.09e-07	+	GGGGGTTTCTTCTCATTGGTCAGCAGGTGGCACCA	V_CTCF_BR	40
chr2	54752068	54752218	id-53076	1	+	NA	NONE	4
chr2	54784896	54785046	id-53077	7.31e-05	-	GCGCTGTGCAGCGCCACAGCCAGGGGAGGTGTAAG	UpstreamP1_CTCF	29
chr2	54802103	54802253	id-53078	1	+	NA	NONE	10
chr2	54823152	54823302	id-53079	2.38e-07	-	TGCGTGAGGAGGTGTTGGGGCAGCAGAGGGCAGTG	V_CTCF_BR	12
chr2	54830595	54830745	id-53080	1	+	NA	NONE	9
chr2	54838816	54838966	id-53081	3.09e-07	+	GAGCCAAGCTTAAGGGTTGCCAGCAGGTGGCAAAC	V_CTCF_BR	6
chr2	54884827	54884977	id-53082	9.51e-07	+	CTGGTTATGCAGGTAGCCATCACCAGAGGGCAGCA	V_CTCF_BR	40
chr2	54888078	54888228	id-53083	2.96e-05	-	GAGCGCTCCCAGGCACGGTCCACCAAGTGCAACGT	UpstreamP1_CTCF	13
chr2	54892649	54892799	id-53084	5.67e-06	+	CATGGCCTTTAGCTCATGACCATAAGAGGGCGCTA	Upstream_CTCF	39
chr2	54900935	54901085	id-53085	1	+	NA	NONE	9
chr2	54931952	54932102	id-53086	4.34e-05	-	GGAGATATTTATATCTCTTCCTGAAGATGGCGACA	Upstream_CTCF	37
chr2	54935957	54936107	id-53087	5.9e-06	-	CTGCAGCAGCGGTAGGCAAGGTGCAGGCGGCGCAG	UpstreamP1_CTCF	24
chr2	54950923	54951073	id-53088	3.71e-05	+	AGTGCAGGGCGCCGCCAGGGCGGCAGTGCGCGCGG	Upstream_CTCF	37
chr2	54956108	54956258	id-53089	1.97e-06	-	AAGAGGTTTATTAAAGTCGCCAGCTGGTGGCAGTC	V_CTCF_BR	15
chr2	54983193	54983343	id-53090	1	+	NA	NONE	8
chr2	54990893	54991043	id-53091	1.14e-06	+	CTGGTGCTTTCAGGGCGTGACACTAGGGGGCACCT	UpstreamP1_CTCF	37
chr2	55001086	55001236	id-53092	1.41e-06	-	TAGCAGTGCCCCTCTTTCTCCTCCTGCTGGCTGGA	UpstreamP1_CTCF	37
chr2	55065802	55065952	id-53093	7.8e-08	-	CTATGCTTGGTACAGAGAGCCAGCAGATGGCGGTA	V_CTCF_BR	40
chr2	55086727	55086877	id-53094	8.97e-05	+	TTTCCAGTGGAGGTTTATTCCAGAAGGTGTCAGCA	Upstream_CTCF	10
chr2	55106272	55106422	id-53095	1	+	NA	NONE	4
chr2	55127091	55127241	id-53096	2.78e-06	+	TGCACTGCACAGATATTTGCCACCTGGGGGCAATA	V_CTCF_BR	40
chr2	55225035	55225185	id-53097	1.41e-06	+	TCTGCAGTTTCTAGGGCATACGCTAGGGGTCTTAG	Upstream_CTCF	18
chr2	55241195	55241345	id-53098	7.02e-05	-	TTGAAGTGCTGTAATTTAGTCCATAGAGGGCATTA	UpstreamP1_CTCF	16
chr2	55242205	55242355	id-53099	4.41e-06	+	ACTTGATCTTCCATCTGCAACACTAGATGGCACCA	V_CTCF_BR	40
chr2	55275644	55275794	id-53100	1	+	NA	NONE	35
chr2	55276178	55276328	id-53101	7.02e-05	-	CCGCAGTGAAGGGAGAGCGCCTCCAGTGGTGTGGT	UpstreamP1_CTCF	40
chr2	55276673	55276823	id-53102	1	+	NA	NONE	39
chr2	55277407	55277557	id-53103	4.01e-05	+	GCTGCAGCTGCTGCCGCCGCCGCCGGGGCCGCGTC	Upstream_CTCF	29
chr2	55290924	55291074	id-53104	1.64e-05	+	GCACTGTACTCCAGCCTGGGCAACAGGGGGAGACA	V_CTCF_BR	31
chr2	55298268	55298418	id-53105	1	+	NA	NONE	34
chr2	55339740	55339890	id-53106	6.48e-05	-	GTTCATGGCTATGCTCGAGCCGCAAGGCGGGGCTG	UpstreamP1_CTCF	14
chr2	55342321	55342471	id-53107	4.71e-06	+	TCTGTATTCCTTTCTACAAGCACTAGAGGACAATC	Upstream_CTCF	5
chr2	55355584	55355734	id-53108	3.31e-06	-	TTGCAGTGAGTTGGGACTGTCCCCAGGGGACAGAA	UpstreamP1_CTCF	0
chr2	55363064	55363214	id-53109	9.27e-07	-	CTGCTGGTCACCTAACATGCCTGGAGGTGGGGGCC	UpstreamP1_CTCF	2
chr2	55384702	55384852	id-53110	2e-06	+	AAGGCTATTCCCATAGCCATCAGCAGAGGGATCAG	Upstream_CTCF	27
chr2	55394650	55394800	id-53111	2.19e-05	-	GTGGCCTTGTGGATGCAGGACACTAGATGCCAGTA	UpstreamP1_CTCF	12
chr2	55395818	55395968	id-53112	3.63e-05	-	GAATATGTGCCAGTTTGACTCAGTAGATGGCGGCA	V_CTCF_BR	40
chr2	55402830	55402980	id-53113	2.86e-06	-	TGGTAGTTCTATATCTTAACCAGCTGAGGGAGCTT	UpstreamP1_CTCF	39
chr2	55450470	55450620	id-53114	1	+	NA	NONE	20
chr2	55495806	55495956	id-53115	1	+	NA	NONE	14
chr2	55496420	55496570	id-53116	1	+	NA	NONE	31
chr2	55538804	55538954	id-53117	1.21e-05	+	GTAGTAATACCAAGACTACCCACTGGGCTGCACAG	Upstream_CTCF	38
chr2	55646907	55647057	id-53118	1	+	NA	NONE	40
chr2	55652818	55652968	id-53119	1	+	NA	NONE	8
chr2	55659254	55659404	id-53120	3.42e-05	-	TAATTTCTTTTCCTTTCTACCAATAGAGGGCAACA	Upstream_CTCF	40
chr2	55738755	55738905	id-53121	2.23e-06	-	ACGTAGGTGCTGATTTAGATCACCAGAGGGCAGAC	UpstreamP1_CTCF	39
chr2	55796251	55796401	id-53122	1.99e-07	+	ACCAAAAGACCGGACAGGGCCACCAGAGGGCTCCT	V_CTCF_BR	18
chr2	55808703	55808853	id-53123	1	+	NA	NONE	36
chr2	55844688	55844838	id-53124	3.11e-05	-	CTAGGACAGCCCGTGCGAGCCTGCTGGAGGAGGAA	V_CTCF_BR	25
chr2	55844961	55845111	id-53125	1.1e-06	+	ACGCCTGCGCCGCGAGAGGCCGCTAGGTGGAAGGG	V_CTCF_BR	39
chr2	55847425	55847575	id-53126	2.02e-06	-	ATGTAATGCCCCTGCTCATCTGACAGGGGGCAGAG	UpstreamP1_CTCF	40
chr2	55848784	55848934	id-53127	1.52e-07	-	GTGGGACGGTTGCCCTCCACCAGCAGAGGGCAAAG	V_CTCF_BR	12
chr2	55891255	55891405	id-53128	1	+	NA	NONE	0
chr2	55914478	55914628	id-53129	6.46e-07	+	TCGCACCACTGCACTCCGGCCTGGAGATGGAGCAA	V_CTCF_BR	39
chr2	55945429	55945579	id-53130	6.98e-07	+	CACTAGGAGAATTCATTTCCCACTAGAGGGCGCTC	V_CTCF_BR	40
chr2	55970218	55970368	id-53131	1.18e-05	-	CAGCAAGGATTGCCACCTATCTGTAGATGGCAGAA	UpstreamP1_CTCF	6
chr2	55998874	55999024	id-53132	1.11e-05	+	AAAGAAGTTCTTACTATAACCTTTAGATGGCACAA	Upstream_CTCF	38
chr2	56008779	56008929	id-53133	1	+	NA	NONE	16
chr2	56112378	56112528	id-53134	1	+	NA	NONE	6
chr2	56150574	56150724	id-53135	1	+	NA	NONE	16
chr2	56179624	56179774	id-53136	1	+	NA	NONE	3
chr2	56188559	56188709	id-53137	8.81e-07	-	GGCAAAACTTTCCATTTGACCACAAGAGGGCAGCT	V_CTCF_BR	39
chr2	56237021	56237171	id-53138	5.68e-06	-	TGTGAATTCTGCAAACCAGACAGAAGAGGGAGCTA	V_CTCF_BR	39
chr2	56247514	56247664	id-53139	3.56e-05	+	ACTGCTAGATAGAAGCCCACCTCTAGGGGAGAGGT	Upstream_CTCF	2
chr2	56304790	56304940	id-53140	1.35e-05	+	TTGCTGGATTCAGCAACCACCAGGTGGGGCCAAGG	UpstreamP1_CTCF	40
chr2	56336077	56336227	id-53141	2.53e-05	+	GAGGTTCTGGGCAAAGCTGCAGGTAGGTGGAGCTG	V_CTCF_BR	26
chr2	56349230	56349380	id-53142	8.34e-07	-	CTGCAGTCATTGTCCCTAACCAGAAGAGGCACCCT	UpstreamP1_CTCF	4
chr2	56357709	56357859	id-53143	1.21e-06	+	CCTGTGGGTGAGGATTCTACCACCAGAGGGAGTTG	Upstream_CTCF	40
chr2	56359419	56359569	id-53144	3.63e-06	-	TAATCTATGTTCTATTTCCCCAGTAGATGGCACCC	V_CTCF_BR	39
chr2	56361332	56361482	id-53145	1	+	NA	NONE	1
chr2	56407374	56407524	id-53146	2.46e-06	-	GTGATGTTGTAGCACCTCCCCTACAGGGGGCAGTT	UpstreamP1_CTCF	4
chr2	56410767	56410917	id-53147	2.81e-05	+	TGCCTGGTGACAAGGCCGGTGTGCAGAGGGCAGAG	V_CTCF_BR	40
chr2	56412833	56412983	id-53148	5.28e-05	-	CCAGCAGGGCGGTTCCCGGCCACTAGTGTACTGCA	Upstream_CTCF	32
chr2	56418866	56419016	id-53149	1.1e-05	+	GATGTGCAGGGCTGAAATGCCACTAGAGGGCAATT	V_CTCF_BR	39
chr2	56516452	56516602	id-53150	1	+	NA	NONE	26
chr2	56666886	56667036	id-53151	1	+	NA	NONE	1
chr2	56728161	56728311	id-53152	5.48e-05	+	GTTGTAGTGAATAAACCTGCCACTAGGTTGGTTTC	Upstream_CTCF	7
chr2	56899231	56899381	id-53153	6.04e-07	+	GTGTGGTTTGATCTACAAGCCAGTAGATGGCACTT	UpstreamP1_CTCF	18
chr2	56899535	56899685	id-53154	3.4e-06	+	GGGAGCTGGGAGACCTGCACAGGCAGGGGGCAGCC	V_CTCF_BR	5
chr2	56976419	56976569	id-53155	3.79e-08	-	ATGTTGTTTCTATCAGTTACCACTAGATGGAGGTA	UpstreamP1_CTCF	39
chr2	57212926	57213076	id-53156	1	+	NA	NONE	10
chr2	57263387	57263537	id-53157	8.71e-06	+	CCAAATTTGCAGTCATCAGCCAGCAGGGGTCATTC	V_CTCF_BR	18
chr2	57429356	57429506	id-53158	3.88e-06	-	CTAAGACGATAAGTGTCCTCCAGTAGAGGGAAGTA	V_CTCF_BR	3
chr2	57431666	57431816	id-53159	8.64e-05	+	GATGGTGCTGACTGGCCAGCCAGCAGAGAGTGTCA	Upstream_CTCF	6
chr2	57604235	57604385	id-53160	6.05e-06	+	GAAAAGAAGAGCAATTCAAACAGAAGAGGGCACTC	V_CTCF_BR	26
chr2	57681191	57681341	id-53161	4.01e-05	+	TCCTAAGGCACTATTCCAGAATGCAGGGGGCAGTA	V_CTCF_BR	26
chr2	57724754	57724904	id-53162	1.55e-08	-	GGTGTGAGGAATACAGCTACCACCAGAGGGCAGCC	V_CTCF_BR	40
chr2	57737949	57738099	id-53163	1	+	NA	NONE	18
chr2	57744004	57744154	id-53164	4.23e-06	-	TGGTATTAATACCTTATAACCACTAGATGTCACTA	UpstreamP1_CTCF	37
chr2	57776772	57776922	id-53165	1.9e-06	+	TCTGTTTTCTGTCAGCTTACCAGTAGGTGGTGCTG	Upstream_CTCF	34
chr2	57780125	57780275	id-53166	3e-06	-	TTGCACAGCCCAGGAGCCACCAGTAGATGTCTTCA	UpstreamP1_CTCF	14
chr2	57795529	57795679	id-53167	1	+	NA	NONE	0
chr2	57825201	57825351	id-53168	1.17e-05	+	ATGCTTCCATTGCTTGCAGCCAACAGATGTCACTG	V_CTCF_BR	7
chr2	57928808	57928958	id-53169	1	+	NA	NONE	5
chr2	57948065	57948215	id-53170	1.28e-08	+	AGTGCACTTCTTCTCTTGAACAGCAGAGGGTACTC	Upstream_CTCF	40
chr2	57987071	57987221	id-53171	5.72e-09	+	GCTGGCAGGGGAGAGATGGCCACTAGATGGCAGTG	V_CTCF_BR	40
chr2	58133407	58133557	id-53172	1	+	NA	NONE	40
chr2	58273885	58274035	id-53173	1.47e-05	+	CTCCGCCTCGTCGCAGCGGCAGGTAGGAGGCGGTG	V_CTCF_BR	17
chr2	58338040	58338190	id-53174	3.63e-05	-	GAATGCAATAAGTCGACATCCACTAGGGGCAGGAC	V_CTCF_BR	17
chr2	58358377	58358527	id-53175	1	+	NA	NONE	28
chr2	58444417	58444567	id-53176	1.38e-06	-	AATAGATTCTCTCCTAGAGCCTCCAGAGGGAGCAC	V_CTCF_BR	39
chr2	58468479	58468629	id-53177	1	+	NA	NONE	8
chr2	58568336	58568486	id-53178	1.29e-05	+	CAGCCTGCACCTGTGCACACCACCAGGGGGCCTGA	UpstreamP1_CTCF	16
chr2	58586067	58586217	id-53179	3.11e-05	-	ATCAACGTACGCTGGGCAGCAGCCAGGGGGCATAA	V_CTCF_BR	18
chr2	58675261	58675411	id-53180	3.88e-06	-	ACAAAGGGAAAGGGAATCCTCAGCAGAGGGCGCCA	V_CTCF_BR	40
chr2	58781200	58781350	id-53181	3.4e-06	-	TCACCAAGTCCATGAAGGACCTGCAGGAGGCAGCC	V_CTCF_BR	36
chr2	58798493	58798643	id-53182	4.43e-05	+	GGTTTTTGTGCTAGTACAGACACTAGGGGGTGTCC	V_CTCF_BR	39
chr2	58810084	58810234	id-53183	2.19e-05	+	ATTTTGCATCCCTTGATGCACAGCAGGGGGAGTGG	UpstreamP1_CTCF	3
chr2	58821419	58821569	id-53184	1	+	NA	NONE	35
chr2	58908208	58908358	id-53185	1	+	NA	NONE	14
chr2	58929582	58929732	id-53186	1	+	NA	NONE	11
chr2	58935812	58935962	id-53187	1	+	NA	NONE	18
chr2	58985260	58985410	id-53188	5.68e-06	-	CCTGGCAGTTAGTGGCGGGCAGCCAGGGGGCTCAG	V_CTCF_BR	1
chr2	58989447	58989597	id-53189	8.58e-08	+	CATGCTGGTGCCAAATTGGTCACAAGGGGGCACCG	Upstream_CTCF	39
chr2	58996705	58996855	id-53190	1	+	NA	NONE	2
chr2	59078844	59078994	id-53191	1	+	NA	NONE	12
chr2	59099008	59099158	id-53192	6.04e-07	-	ATGTAGAGTAAATCTTTATCCACCAGGGGGCTGCA	UpstreamP1_CTCF	35
chr2	59118412	59118562	id-53193	5.67e-06	-	GTAGAAGTTCATTACCTAGACAGGAGAGGGAGGGC	Upstream_CTCF	7
chr2	59152715	59152865	id-53194	1	+	NA	NONE	2
chr2	59252408	59252558	id-53195	4.23e-08	+	TGGACTGCAGGCTGGCTTCCCAGCAGAGGGCGCAC	V_CTCF_BR	40
chr2	59409528	59409678	id-53196	3.65e-07	-	GGGGTCCCTAAGCCTCTAACCACTAGGGGGCAAAA	V_CTCF_BR	39
chr2	59503287	59503437	id-53197	1.39e-05	+	TTTTCACATTCTTAGCCACCCAGTAGGAGGCGCTG	V_CTCF_BR	32
chr2	59529072	59529222	id-53198	5.34e-06	+	TAATTGCTTTCCTAAATTACCAGCAGGTGGTGCAA	V_CTCF_BR	39
chr2	59534458	59534608	id-53199	1.48e-05	+	GGGTAGACCTAAGTTCTCAGCACCAGAGGACACTG	UpstreamP1_CTCF	2
chr2	59676515	59676665	id-53200	1.47e-05	+	AGGTGAGGAATGTGAAGGACCAGCAGGTGGCATGT	V_CTCF_BR	8
chr2	59690086	59690236	id-53201	1.56e-06	+	TGTGCTCTTAGCTCTTTTGGCACTAGGTGGCCAGC	Upstream_CTCF	8
chr2	59812201	59812351	id-53202	9.49e-08	-	GGGCTAGAGGGCCCCCAGGCCACCAGGGGGCATTC	V_CTCF_BR	27
chr2	59981602	59981752	id-53203	1	+	NA	NONE	15
chr2	59989314	59989464	id-53204	7.73e-06	+	AGCACTGCTTGCTAGTTAACCTCTTGGGGGCAGGC	V_CTCF_BR	3
chr2	60002386	60002536	id-53205	1	+	NA	NONE	7
chr2	60016791	60016941	id-53206	8.71e-06	+	CCCTAGGCTCAGGCTGCTTCCGATAGAGGGCACAC	V_CTCF_BR	15
chr2	60085184	60085334	id-53207	1	+	NA	NONE	6
chr2	60159581	60159731	id-53208	3.84e-06	-	GGGTTCTGAGAGCCTGAGACCAGCAGAGGGAGTAT	UpstreamP1_CTCF	15
chr2	60162283	60162433	id-53209	1	+	NA	NONE	9
chr2	60345337	60345487	id-53210	1.47e-05	-	GTAAAGAAACTGTCAGGAACCAGCAGATGGTGACA	V_CTCF_BR	4
chr2	60347039	60347189	id-53211	3.88e-06	-	TTGCTAACTCTGACATGGGGCTGTAGAGGGCACCA	V_CTCF_BR	13
chr2	60379474	60379624	id-53212	2.06e-07	-	CCTGCAATACCTAATTCTACCATTAGGTGTTGCTC	Upstream_CTCF	40
chr2	60503238	60503388	id-53213	1	+	NA	NONE	8
chr2	60522026	60522176	id-53214	4.14e-05	+	CAGTGCTTGCAGCTTCTCTCCTGCAGGGGAGCCCA	UpstreamP1_CTCF	7
chr2	60522881	60523031	id-53215	1.64e-05	-	GAGATTTATGAGCACCGTACCTCATGGTGGCGCTG	V_CTCF_BR	3
chr2	60530006	60530156	id-53216	2.19e-05	+	AAGGCACTCATCCTTCAGGCCTCAGGAGGGTGCTC	Upstream_CTCF	5
chr2	60540697	60540847	id-53217	2.02e-06	+	ATGCAGGTTTGAGCTTCTACCAGCAGGGTCAGCCT	UpstreamP1_CTCF	5
chr2	60545748	60545898	id-53218	4.68e-07	-	ACGCCCATCTGAATGGGAGCCGGCAGAGGGCTCAC	V_CTCF_BR	4
chr2	60563693	60563843	id-53219	1.35e-05	+	CAGCAGGTACCCAAAACAGACAGTGCAAGGCACAA	UpstreamP1_CTCF	4
chr2	60564263	60564413	id-53220	2.6e-07	+	GCTACCAGCAAGATGCCTGCCACGAGAGGGCAGCT	V_CTCF_BR	21
chr2	60580625	60580775	id-53221	2.66e-05	-	TCCTGAGCCTCAGCTGGGGCCAGGCGGGGGCAGAC	V_CTCF_BR	2
chr2	60666714	60666864	id-53222	4.66e-08	+	AGTGAAGTTCCTGCAATGACCACTGGGTGTGGGCC	Upstream_CTCF	37
chr2	60683631	60683781	id-53223	1	+	NA	NONE	32
chr2	60723730	60723880	id-53224	2.97e-06	+	CGACTTTCTCTCCCAGCAGCCAGCAGGGGCCTGGG	V_CTCF_BR	7
chr2	60724758	60724908	id-53225	1	+	NA	NONE	6
chr2	60731417	60731567	id-53226	9.66e-05	-	GGTGGCCTCCTCTGCCTTTTCAGTGGGTGGCTGGG	Upstream_CTCF	24
chr2	60732518	60732668	id-53227	1.31e-05	-	GTGTGGATGCAGTGTTTGTCCAGCTGAAGGCAGCC	V_CTCF_BR	4
chr2	60736313	60736463	id-53228	7.73e-05	+	CAAGAATTTTTTTACTTTTCCATTAGAGGGCTCTG	Upstream_CTCF	14
chr2	60742941	60743091	id-53229	4.34e-05	+	TGTGGGGATTACCGAGTCACCACCAGGCTGCGCTG	Upstream_CTCF	28
chr2	60749758	60749908	id-53230	6.9e-05	+	CCTGAGTCTCCCTCACTCCCCACCATGTGGCCCAT	Upstream_CTCF	6
chr2	60761252	60761402	id-53231	1	+	NA	NONE	21
chr2	60763749	60763899	id-53232	7.73e-05	-	GATGTGATTGCGGTGTTGCCAGCAGGGGGGTGGCA	Upstream_CTCF	13
chr2	60777578	60777728	id-53233	3.81e-05	-	GGCTGAATGAGCCATTCGGTCGCTAGGAGGCAGAA	V_CTCF_BR	40
chr2	60781554	60781704	id-53234	1	+	NA	NONE	23
chr2	60782240	60782390	id-53235	1	+	NA	NONE	38
chr2	60788029	60788179	id-53236	3.36e-07	+	GTTTCTCTAATTAACATGTCCACCAGAGGGCAGTA	V_CTCF_BR	40
chr2	60792751	60792901	id-53237	8.21e-06	-	TCTTGGACAACCTGTGATTGCAGCAGGGGGCACCA	V_CTCF_BR	35
chr2	60809041	60809191	id-53238	1.34e-06	-	GCGCAGTGTCCAGCTCAGGCCGCACGATGGCGCCC	UpstreamP1_CTCF	40
chr2	60824700	60824850	id-53239	1	+	NA	NONE	3
chr2	60869144	60869294	id-53240	8.89e-06	+	ACTGCAGTTCCATTGCTGGCCTCTTTGAGGAAATC	Upstream_CTCF	19
chr2	60869549	60869699	id-53241	4.23e-08	-	CACACACTGTGTGACATGACCACTAGGGGGCAGAC	V_CTCF_BR	39
chr2	60883229	60883379	id-53242	7.44e-06	+	GCCGCAATCAGTAATCCTGCCAGCAGGGTGTGGTG	Upstream_CTCF	5
chr2	60886312	60886462	id-53243	1	+	NA	NONE	32
chr2	60901805	60901955	id-53244	1.77e-10	-	TGTGGGAAGTGGGACGTGGCCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr2	60902585	60902735	id-53245	1	+	NA	NONE	11
chr2	60934920	60935070	id-53246	1.48e-06	+	GGTTAATTCTGCACAATGGCCACTAGAGGGGGTCA	UpstreamP1_CTCF	39
chr2	61021530	61021680	id-53247	1.03e-06	+	GTGTTGATATGCCCTGCTTCCAGTAGGTGGTGGTA	UpstreamP1_CTCF	38
chr2	61032622	61032772	id-53248	8.71e-06	+	TAATATATCCACTGTCTAACCAGTAGGGGGTAGGA	V_CTCF_BR	32
chr2	61045645	61045795	id-53249	4.41e-06	+	GTCAGTCAAGAAATGACAACCCCAAGGGGGCAGCA	V_CTCF_BR	36
chr2	61066589	61066739	id-53250	2.72e-05	+	GTGCTCTAATTCTAATCTGACCGTGGGGGACAGTC	UpstreamP1_CTCF	3
chr2	61108070	61108220	id-53251	6.73e-07	-	CAGCGGCGGGACGTTGCGCCCTGTAGGGGGAAGTG	UpstreamP1_CTCF	39
chr2	61108847	61108997	id-53252	1.64e-05	-	GCAGCTCCCAGCGTCCTGGCCGGAGGCGGCCGCAG	V_CTCF_BR	13
chr2	61226187	61226337	id-53253	2.55e-06	-	TCATCTTTACTAGTTGAGTCCAGTAGAGGGCAATA	Upstream_CTCF	39
chr2	61256405	61256555	id-53254	1	+	NA	NONE	7
chr2	61362722	61362872	id-53255	1	+	NA	NONE	40
chr2	61371881	61372031	id-53256	3.11e-05	-	GGGAATGCCAGTACAACAGCCACAAGGGGTCTTCC	V_CTCF_BR	22
chr2	61393133	61393283	id-53257	8.21e-06	-	GCCCACAGCGACATGCCTCCCAGCAGAGGGTGTCA	V_CTCF_BR	7
chr2	61404284	61404434	id-53258	3.45e-05	-	CTGTCTGGGCCGCCTGCGAAGGGCGGAGGGCGCTG	V_CTCF_BR	18
chr2	61451963	61452113	id-53259	1	+	NA	NONE	8
chr2	61646757	61646907	id-53260	5.7e-05	-	GTTTTAATTATTGTAACTACAGCTAGGTGGCAACA	Upstream_CTCF	8
chr2	61653538	61653688	id-53261	1.2e-08	+	CTGGCAGTACCCCTTGTGGCCTGGGGGTGGCGGTG	Upstream_CTCF	40
chr2	61660901	61661051	id-53262	8.16e-07	-	GAGGTGCAGTGGCTACTGGCCCCCAGAGGGTGCAC	V_CTCF_BR	10
chr2	61697603	61697753	id-53263	2.97e-06	-	CCTCCCCGGGCTGCCGCGGCCTGCGGGAGGCGACG	V_CTCF_BR	1
chr2	61698827	61698977	id-53264	1	+	NA	NONE	14
chr2	61713950	61714100	id-53265	2e-06	-	CATGCACCTGTAATCCCAACCACCAGGGAGGGTAA	Upstream_CTCF	12
chr2	61770319	61770469	id-53266	1.72e-06	-	ATGGCACTCCTGGCCTCTGCCACTAGATGTCTATG	Upstream_CTCF	25
chr2	61794303	61794453	id-53267	1	+	NA	NONE	24
chr2	61860505	61860655	id-53268	5.67e-06	-	AAAGTGAGACCTAAGAAGACCAGCAGATGGCATAA	Upstream_CTCF	10
chr2	61863043	61863193	id-53269	8.71e-06	-	CAGGGACTCTCATCTCCCACAGCCAGAGGGCAGAA	V_CTCF_BR	36
chr2	61886133	61886283	id-53270	1.59e-06	-	CCTATGTCTTGAGTAGTTGCCACTAGATGGCAATA	V_CTCF_BR	40
chr2	61887615	61887765	id-53271	1	+	NA	NONE	14
chr2	61922140	61922290	id-53272	7.44e-06	+	CCCGCCCTCAGGCTGGCTGCCACGCGGGGGCGCAG	Upstream_CTCF	40
chr2	61990912	61991062	id-53273	7.73e-05	-	GCTGTGGGAAGAGGCGCGGGCGACCGGGGGCGTCA	Upstream_CTCF	37
chr2	61992250	61992400	id-53274	7.73e-05	-	AAAACTATAATAATAGTGGCCAGAGGGGGGCCGGG	Upstream_CTCF	15
chr2	62020536	62020686	id-53275	2.37e-09	-	GCTGCACGTCTTCTCTTCTCCAGCAGGTGGCAATG	Upstream_CTCF	40
chr2	62023516	62023666	id-53276	2.04e-05	+	CTGGGGCGTGTGGGGGGCGCTGGGAGAGGGAGGGG	V_CTCF_BR	6
chr2	62080317	62080467	id-53277	1.47e-05	-	GTTGTGGACACCAGTCCAGCAGGTAGAGGGCAGGG	V_CTCF_BR	25
chr2	62082015	62082165	id-53278	1	+	NA	NONE	21
chr2	62115867	62116017	id-53279	1	+	NA	NONE	6
chr2	62126062	62126212	id-53280	2.4e-05	-	AATAACATAAATTCCTGTGCCACCAGGGGCTGCTA	V_CTCF_BR	40
chr2	62137811	62137961	id-53281	6.84e-06	-	ATGAGGAAATACAAAATCATCACCAGAGGGCAGTA	V_CTCF_BR	38
chr2	62138759	62138909	id-53282	5.34e-06	-	GTACCTATGCAGAGGACAGACTGTAGAGGGCAGGA	V_CTCF_BR	37
chr2	62145096	62145246	id-53283	6.86e-07	+	GCAGTAATTCTGTTTTTCTACTGTAGGTGGCAGTG	Upstream_CTCF	40
chr2	62193527	62193677	id-53284	1.93e-05	+	GCAGTAATACCCAATTGAAACACTAGTTGGTTGTA	Upstream_CTCF	1
chr2	62198061	62198211	id-53285	1	+	NA	NONE	17
chr2	62220685	62220835	id-53286	3.36e-07	+	AGGCTGTCAGCCTAGGCTGCCAGTAGATGGAAGTA	V_CTCF_BR	40
chr2	62227796	62227946	id-53287	7.12e-06	+	CTGCAGACATGGATTTCAACCAGCTGGAGGCATTC	UpstreamP1_CTCF	4
chr2	62241289	62241439	id-53288	1	+	NA	NONE	34
chr2	62423612	62423762	id-53289	1	+	NA	NONE	28
chr2	62424518	62424668	id-53290	1	+	NA	NONE	27
chr2	62442844	62442994	id-53291	4.65e-05	-	TCAGAGCTAGCAGCCTCCATCTCTAGAGGGCATCC	V_CTCF_BR	14
chr2	62524916	62525066	id-53292	1	+	NA	NONE	36
chr2	62526963	62527113	id-53293	1	+	NA	NONE	40
chr2	62528770	62528920	id-53294	1.34e-06	+	TTTGCAATAGGAGATGACAGCAGTAGGGGGAGTTC	Upstream_CTCF	11
chr2	62566677	62566827	id-53295	7.27e-06	-	TGTGGCTCTTTCCCCAGCTCCACCAGGGGTCTCAC	V_CTCF_BR	28
chr2	62589749	62589899	id-53296	1.93e-05	+	CCAGAGGGCTGCCTGACGAGGGCCAGAGGGCAGTG	V_CTCF_BR	3
chr2	62634809	62634959	id-53297	8.21e-06	-	GAAGGGAAACAAGCGACTGTCAGTAGGTGGAGCTG	V_CTCF_BR	1
chr2	62637268	62637418	id-53298	1.09e-06	-	CAGCATCTCCGGCCTCTGTTCACTAGATGCCAGTA	UpstreamP1_CTCF	31
chr2	62639324	62639474	id-53299	6.62e-09	-	TTGTAATTCCTACTCATAGCCACAAGATGGCACTA	UpstreamP1_CTCF	40
chr2	62650434	62650584	id-53300	2.6e-06	+	AGCAACCTGCGCTATGTGACCAGAAGAGGGAGAAC	V_CTCF_BR	40
chr2	62652047	62652197	id-53301	1	+	NA	NONE	6
chr2	62671143	62671293	id-53302	1.34e-06	-	ATGCTCTTCAAGGGACTCTCCAGAGGAGGTCACTG	UpstreamP1_CTCF	13
chr2	62684178	62684328	id-53303	1.63e-09	+	CCTGCGATCTCTCGCGCGGCCAGCAGGGGCCAGCA	Upstream_CTCF	40
chr2	62692949	62693099	id-53304	1	+	NA	NONE	1
chr2	62695064	62695214	id-53305	1.64e-06	-	CAAGCCTTCCTAACCAGACCCAGCAGAGGGCATGC	Upstream_CTCF	23
chr2	62702560	62702710	id-53306	1	+	NA	NONE	6
chr2	62753810	62753960	id-53307	1	+	NA	NONE	1
chr2	62800165	62800315	id-53308	3.67e-07	+	ATGCACATCTTAGCATTTGCCACCAGGAGGGACTC	UpstreamP1_CTCF	7
chr2	62899856	62900006	id-53309	1	+	NA	NONE	5
chr2	62933232	62933382	id-53310	3.63e-06	+	GACGAGCCACCGCCTGTCTCCGCTGGGGGGCAGGG	V_CTCF_BR	40
chr2	62952486	62952636	id-53311	1.03e-06	-	ATGACGGCATGCACAGTTGCCAGCAGGGGGCCCCC	UpstreamP1_CTCF	37
chr2	62987846	62987996	id-53312	9.4e-06	-	TTGCATGAACTCATACTAGCAACCAGGAGGAGAGC	UpstreamP1_CTCF	7
chr2	63002318	63002468	id-53313	5.48e-05	-	AAGTCAATTTCATCATTCACCACTGAGGGGAGCTA	Upstream_CTCF	37
chr2	63014585	63014735	id-53314	5.34e-06	+	GCTGTTTAGAGTATTATAACCACTTGATGGCACCC	V_CTCF_BR	38
chr2	63029383	63029533	id-53315	1.14e-06	-	CTGCATCCCTGGCTTCTACCCACTAGATGGCCAGT	UpstreamP1_CTCF	40
chr2	63168704	63168854	id-53316	1	+	NA	NONE	7
chr2	63250712	63250862	id-53317	1.61e-05	-	ACACAATTCCTAGTTTTGGCCACCAAGTGGTGCTA	UpstreamP1_CTCF	40
chr2	63265277	63265427	id-53318	1	+	NA	NONE	2
chr2	63274734	63274884	id-53319	1	+	NA	NONE	12
chr2	63281400	63281550	id-53320	3.28e-05	-	CTTTCCTGGCTGGGGCCCAGCGCTAGGGGGAGTCC	V_CTCF_BR	27
chr2	63298895	63299045	id-53321	1	+	NA	NONE	9
chr2	63306123	63306273	id-53322	1.59e-06	+	ACATCCGAGACTCACCCCACCACTAGGAGGCAGTC	V_CTCF_BR	39
chr2	63348729	63348879	id-53323	2.89e-07	-	CAGGTACTTTAAAAAAGGGGCAGTAGGGGGCAGGC	Upstream_CTCF	14
chr2	63416187	63416337	id-53324	4.96e-08	-	TCTGCGGTTCTGCAGGCAGGCTCTAGGGGGAGCAA	Upstream_CTCF	40
chr2	63528152	63528302	id-53325	8.16e-07	-	TGCCTCATGGATCCCTGTCCCACTAGGTGGCACTG	V_CTCF_BR	26
chr2	63595263	63595413	id-53326	1.01e-05	+	GTTGTACTTATCCTTGTCTCCTCTAGGAGACAGAT	Upstream_CTCF	11
chr2	63636131	63636281	id-53327	1.1e-06	-	AGTGGTCGTTGGCCTCCTGCCGGGAGGTGGCGCTT	V_CTCF_BR	0
chr2	63652077	63652227	id-53328	7.9e-07	-	TTGTAATTTAGGCTGCAATCCAGTAGATGGCGCTT	UpstreamP1_CTCF	40
chr2	63714218	63714368	id-53329	3.56e-05	-	ACATTTATTTATCAGTGTCCCAGTAGAGGGCATTG	Upstream_CTCF	30
chr2	63715369	63715519	id-53330	8.81e-07	-	GAAAGTCTGGAGCAGTCAGTCACTAGGGGGCAGCC	V_CTCF_BR	37
chr2	63771275	63771425	id-53331	2.53e-05	-	TTGTGGAATTACTGAGTAAACACTAGGTGGTGCAG	V_CTCF_BR	39
chr2	63805525	63805675	id-53332	1	+	NA	NONE	20
chr2	63821890	63822040	id-53333	1.48e-06	+	CTCAGTTGACTTGGTGCAACCAGCAGGTGTCAGTC	V_CTCF_BR	20
chr2	63894359	63894509	id-53334	1	+	NA	NONE	6
chr2	63919261	63919411	id-53335	1.1e-06	+	ATATAAAACACAGCATTGACCAGCAGATGGCTCTA	V_CTCF_BR	39
chr2	63926301	63926451	id-53336	6.49e-06	+	GCTCACTGATAATGTACTACCTCTAGAGGGCAGTT	UpstreamP1_CTCF	40
chr2	64016616	64016766	id-53337	1	+	NA	NONE	4
chr2	64019823	64019973	id-53338	1	+	NA	NONE	3
chr2	64067860	64068010	id-53339	1.32e-05	-	TGAGCAGTACGCGGGGATACCGCGCGTGGGAGCAG	Upstream_CTCF	27
chr2	64068677	64068827	id-53340	1	+	NA	NONE	36
chr2	64088492	64088642	id-53341	2.12e-06	-	TAGAAATGAAAATACATCACCACCAGGGGTCAGTG	UpstreamP1_CTCF	40
chr2	64116056	64116206	id-53342	4.14e-06	-	ATCTGCATTCTACACATCCACAGCAGGTGGCACCA	V_CTCF_BR	40
chr2	64220531	64220681	id-53343	1	+	NA	NONE	2
chr2	64227847	64227997	id-53344	2.89e-07	-	AGTGCAGTGCCAGTGTTGACCACAGGGTGCTTGTG	Upstream_CTCF	38
chr2	64246326	64246476	id-53345	1	+	NA	NONE	10
chr2	64251013	64251163	id-53346	8.97e-05	-	ACAGCTGTGTTAGGGAAACCCACAGGGTGAGGAAC	Upstream_CTCF	12
chr2	64266377	64266527	id-53347	8.98e-06	+	CAGAAATTCTATTGTTTAGCCAGTAGGAGGTCCAG	UpstreamP1_CTCF	24
chr2	64276947	64277097	id-53348	1.71e-06	+	AGCCCAGTGCTGATGTTTTACAGCAGGTGGCAGCC	V_CTCF_BR	40
chr2	64282540	64282690	id-53349	1.15e-07	-	GGGGCAGTCTGGGAGTCCACCACTAGGGGCCACAG	Upstream_CTCF	40
chr2	64371410	64371560	id-53350	2.27e-05	-	GCCGCCGCCGCCTCCACTAGCAGCAGCGGCAGCAG	V_CTCF_BR	32
chr2	64403059	64403209	id-53351	6.05e-06	+	GGCACTGGGGAGGAGAGGGTCTGAAGGGGGAGCTA	V_CTCF_BR	1
chr2	64444490	64444640	id-53352	1	+	NA	NONE	11
chr2	64455499	64455649	id-53353	3.45e-05	-	AATGAGAACTGTTTCCCTGCGTGCAGCTGGCGCGC	V_CTCF_BR	25
chr2	64457829	64457979	id-53354	1	+	NA	NONE	1
chr2	64538776	64538926	id-53355	7.02e-05	+	GCGTAATACCTGCCGTCACGCAGCTGAGAGCGCTC	UpstreamP1_CTCF	3
chr2	64539606	64539756	id-53356	1	+	NA	NONE	40
chr2	64555182	64555332	id-53357	6.84e-06	-	TCATTTCTCCTGATATGCCCCAGCAGAGGGCAATG	V_CTCF_BR	36
chr2	64557006	64557156	id-53358	1.06e-05	+	AGGGAATTTTCACAGTTTTCCACCAGATGAGGCCA	Upstream_CTCF	7
chr2	64558108	64558258	id-53359	5.96e-07	+	ATGTCAAGCTCCGCAGCAGGCACTAGGTGGCGCTA	V_CTCF_BR	39
chr2	64564580	64564730	id-53360	9.4e-06	+	TTGCTTTGTCTCTCACCCGTCACCAGGGGTCTCAT	UpstreamP1_CTCF	8
chr2	64587529	64587679	id-53361	1.47e-05	+	TAGTAAAAAAGGCAGGATGGCACCAGGGGGCACTT	V_CTCF_BR	30
chr2	64589703	64589853	id-53362	1	+	NA	NONE	2
chr2	64591051	64591201	id-53363	1	+	NA	NONE	17
chr2	64630105	64630255	id-53364	1	+	NA	NONE	27
chr2	64682792	64682942	id-53365	1.06e-05	-	AGAGGAGTGCTAAACCACAACAGAAGTGGGCAGGG	Upstream_CTCF	9
chr2	64684792	64684942	id-53366	2.94e-06	+	GTTGCACTTCTAGTTATAGTCTCTGGAAGGCACCC	Upstream_CTCF	7
chr2	64698139	64698289	id-53367	1.63e-05	+	ACAGCAATGTTCTGTCTGGGCTGCTGAGGCCACTT	Upstream_CTCF	5
chr2	64710071	64710221	id-53368	1.08e-05	+	ATGTTGGAGTCATCACACCCCACCAGCAGGAACGA	UpstreamP1_CTCF	4
chr2	64715224	64715374	id-53369	3.63e-10	-	CTGCAGGAGCAAAAGTCAGCCAGCAGGGGGAGCTC	UpstreamP1_CTCF	40
chr2	64750009	64750159	id-53370	1.71e-06	+	AGCTTGCACACGAGCTAAACCAGCAGGGGGCGAAA	V_CTCF_BR	40
chr2	64782876	64783026	id-53371	4.01e-05	-	GCCGCAATTCTCTTTCACAACAGCAGGGTAAGAAC	Upstream_CTCF	38
chr2	64789370	64789520	id-53372	4.01e-05	-	CACTTCGCCTTCATTTAGGACTGCAGGGGGCATAA	V_CTCF_BR	33
chr2	64814139	64814289	id-53373	1	+	NA	NONE	39
chr2	64822677	64822827	id-53374	1	+	NA	NONE	35
chr2	64836523	64836673	id-53375	3.88e-07	+	CCGCAGGTCCGCCGCCCGCCCGCTCGGGGGCGCCC	UpstreamP1_CTCF	29
chr2	64836931	64837081	id-53376	1	+	NA	NONE	19
chr2	64843428	64843578	id-53377	5.17e-06	+	GGAGGAGGGCACCTTTACAACAGCAGGTGGAGCAC	Upstream_CTCF	8
chr2	64849571	64849721	id-53378	2.8e-05	+	CATGAGGGAGCCCAAAGCACCACTTGGGGCCAGGC	Upstream_CTCF	28
chr2	64852636	64852786	id-53379	9.67e-08	-	TCTGGGGTCCTCAGAGTCACCACAAGAGGGCCCCA	Upstream_CTCF	19
chr2	64854628	64854778	id-53380	1.64e-06	-	GCTGCCCCAGCCCCACAGCCCGCCAGGCGGCCTCC	Upstream_CTCF	4
chr2	64857403	64857553	id-53381	1.31e-05	-	TGCCAAAGATACCAGCAAACCACCAGAAGGCAGGA	V_CTCF_BR	12
chr2	64872303	64872453	id-53382	3.63e-06	-	CCGGTGCGCAGCGGGAGAGCCCGGAGGAGGCGCCG	V_CTCF_BR	31
chr2	64873578	64873728	id-53383	2.46e-08	+	GACAGCACATCACATCCAGCCACGAGGGGGCGCAG	V_CTCF_BR	40
chr2	64880370	64880520	id-53384	6.43e-06	-	CGAGCGGCGGGCGGGGGCGCCTGGAGCTGTCGCCT	V_CTCF_BR	7
chr2	64880902	64881052	id-53385	7.17e-05	+	GCGGCAGGCAGCGGAGGAGGAAGCAGGAGGCGGGC	Upstream_CTCF	31
chr2	64882473	64882623	id-53386	1	+	NA	NONE	39
chr2	64927035	64927185	id-53387	1.7e-05	+	CTCGCACTTCTCCTTGCTGCCACCATGTGAAGAAG	Upstream_CTCF	11
chr2	64938627	64938777	id-53388	4.51e-05	-	GAGGAGGTTCCCACTGTCAACGGCAGGCGCTGGCC	Upstream_CTCF	2
chr2	64977910	64978060	id-53389	1.28e-06	+	GGCGGCCGCGGCGGGGCGAGCGGCGGCGGGCGGCA	V_CTCF_BR	21
chr2	64978665	64978815	id-53390	1.09e-06	+	CTGTGCTGCCTACTCTGATCCGGCAGGAGGAGGCG	UpstreamP1_CTCF	40
chr2	64995004	64995154	id-53391	7.6e-05	-	GCGCAGTGGCTCCCGCGGGCTGCCTGGGCGCTTTC	UpstreamP1_CTCF	13
chr2	64998170	64998320	id-53392	6.43e-06	+	CCGGATTGAGTGCAGGCAGCCACAGGCTGGAGGTG	V_CTCF_BR	20
chr2	65019525	65019675	id-53393	1.32e-05	-	CCTGTTTTGATCATGCAGTCCAGTAGTGGTCAGTG	Upstream_CTCF	30
chr2	65034619	65034769	id-53394	2.81e-05	+	TTGAGGAAGCCCAAGCTAGCCACATGGAGGAGCAC	V_CTCF_BR	27
chr2	65058258	65058408	id-53395	1	+	NA	NONE	9
chr2	65058681	65058831	id-53396	2.01e-05	+	GCGGCGGTGGACAGCCCCGGCAACAGTGGGCCCTC	Upstream_CTCF	4
chr2	65058971	65059121	id-53397	9.39e-07	-	GCCGCTTGTCTCCACTTCCCCAGTAGGGGTCAGTA	Upstream_CTCF	40
chr2	65081057	65081207	id-53398	2.66e-05	-	TCCCATCAACTCCTGGCAACCACTAGTTGGCTTTC	V_CTCF_BR	6
chr2	65085345	65085495	id-53399	1.21e-05	+	CCCGTCCCCTCCTGCTTGGCCAGCAGAGGAGGCCC	Upstream_CTCF	17
chr2	65086758	65086908	id-53400	1.01e-08	-	GGGCAGTCGCAGACGGCGGCCTCCAGAGGGCCACG	UpstreamP1_CTCF	23
chr2	65092797	65092947	id-53401	6.21e-12	-	CGGTAGGGGCCCCGCGCGGCCGCCAGGGGGCGCTG	V_CTCF_BR	38
chr2	65093955	65094105	id-53402	1	+	NA	NONE	17
chr2	65096454	65096604	id-53403	1	+	NA	NONE	5
chr2	65100684	65100834	id-53404	7.63e-11	-	CTGCACCGGCGAGGGGCGGCCACCAGGGGGTGCGC	UpstreamP1_CTCF	35
chr2	65116213	65116363	id-53405	2.81e-05	-	TTGAGGCAGTATGGAAGCTCCAAAAGGTGGCAGTC	V_CTCF_BR	38
chr2	65132538	65132688	id-53406	1	+	NA	NONE	6
chr2	65140494	65140644	id-53407	6.39e-08	-	GTCTGGGGCTTCCTGGCTGCCACCAGGTGTCACCA	V_CTCF_BR	31
chr2	65144872	65145022	id-53408	2.04e-08	+	GCGGCTCTTCTCCTTTCTGCCACAGGGTGGCGCTG	Upstream_CTCF	40
chr2	65149946	65150096	id-53409	1	+	NA	NONE	8
chr2	65161901	65162051	id-53410	3.1e-07	-	CTGCATGTCCGTTAGGAGTCCACAAGGAGGCTGTG	UpstreamP1_CTCF	11
chr2	65166919	65167069	id-53411	4.5e-06	-	GATGCATCCCTGAGAATGTGCTGGAGGGGGTGGTA	Upstream_CTCF	4
chr2	65168393	65168543	id-53412	3.09e-05	+	GAGAGGTGTCCATGTTCCTCCATTAGGTGGAGCTC	UpstreamP1_CTCF	3
chr2	65170056	65170206	id-53413	1	+	NA	NONE	0
chr2	65190986	65191136	id-53414	5.68e-06	+	TGTCTGGCTCTAGAAGCCTCCACTAGATGGTGGTA	V_CTCF_BR	19
chr2	65206133	65206283	id-53415	7.44e-05	+	CCAGACACTTCCAAAATGTCCTTTAGGAGGCAGTA	Upstream_CTCF	38
chr2	65215892	65216042	id-53416	6.49e-06	-	CAGAGCTCGCCGGCCTCTCCCGCCAGGGGGCCGGG	UpstreamP1_CTCF	39
chr2	65224239	65224389	id-53417	6.64e-05	+	ATGGTGCTTCAGCTCACTGCCACCAGGAGAGCCCT	Upstream_CTCF	30
chr2	65244657	65244807	id-53418	5.55e-07	+	TCTGCAGAGCCCGCAGAGCCAGCTAGAGGGAGCAG	Upstream_CTCF	35
chr2	65260487	65260637	id-53419	1	+	NA	NONE	32
chr2	65266867	65267017	id-53420	9.84e-06	+	GGGCCATTACCACCCTAGGCCTACAGAGGGTGGTT	UpstreamP1_CTCF	13
chr2	65267905	65268055	id-53421	4.65e-10	-	GTGCAGTTCTCAAGCATGACCACAAGGTGGAGTCC	UpstreamP1_CTCF	40
chr2	65291961	65292111	id-53422	5.86e-07	+	TGTGCAGTTTCTTAATGAGCCACAAGGTGAGGATG	Upstream_CTCF	40
chr2	65297319	65297469	id-53423	1	+	NA	NONE	38
chr2	65298791	65298941	id-53424	1.12e-09	+	GCAGCAGTCTCCAGGGTCACCAGGAGAGGGCGGAG	Upstream_CTCF	39
chr2	65343914	65344064	id-53425	1.39e-05	-	CAGAGGGCTGCCTTCTCTTGCTGTAGAGGGCACAC	V_CTCF_BR	15
chr2	65357467	65357617	id-53426	3.48e-06	-	CAGCTCGGCCTTAGCCAATCCGCCAGGGGGAGTCC	UpstreamP1_CTCF	39
chr2	65369796	65369946	id-53427	1	+	NA	NONE	33
chr2	65396545	65396695	id-53428	1.28e-06	-	GCGATGAGCGCTTACTCAGCCAGAAGGGGGCGTGC	V_CTCF_BR	40
chr2	65414500	65414650	id-53429	2.93e-07	-	GGGCTTCTACCAGAATTTACCAGCAGGGGTCAGCC	UpstreamP1_CTCF	40
chr2	65483315	65483465	id-53430	4.94e-06	+	AGAGCATTGCTTTACTAATTCAGTAGGTGGCAGCC	Upstream_CTCF	31
chr2	65492313	65492463	id-53431	5.51e-07	+	AGTTTGTGAATCTTGACAACCACCAGAGGGAGCAA	V_CTCF_BR	39
chr2	65505328	65505478	id-53432	3.5e-05	+	TGGTAGGTTTAATTTTTGACCAGCAGGTGTACACT	UpstreamP1_CTCF	19
chr2	65525606	65525756	id-53433	5.12e-06	-	CTGTACCCACTCCCCTGGGCCTAGAGAGGGCATCA	UpstreamP1_CTCF	4
chr2	65528155	65528305	id-53434	3.73e-06	+	TCTGCAGTGGCAGGAGGCGGCGGCAGCAGACAGCA	Upstream_CTCF	10
chr2	65536859	65537009	id-53435	1	+	NA	NONE	6
chr2	65540375	65540525	id-53436	1.73e-05	+	TGTGGCTGCTGCAGTGTGGGCGGCAGGGGGAGTGG	V_CTCF_BR	3
chr2	65547663	65547813	id-53437	1.71e-06	+	GCATGTCCACAGTCTACTGCCTCCTGAGGGCAGAG	V_CTCF_BR	40
chr2	65578036	65578186	id-53438	1.63e-05	-	CCTGTAACACTACTTTCAGCCAGCAGGGTAGATCC	Upstream_CTCF	40
chr2	65580306	65580456	id-53439	1	+	NA	NONE	23
chr2	65582053	65582203	id-53440	2.43e-06	+	GGCCCAGGAGAAGGAAAGCCCAGCAGAGGGCTGAG	V_CTCF_BR	4
chr2	65591323	65591473	id-53441	4.5e-05	+	CTCCAATAACAATGAATCCCCACTAGGGCGGGAAT	UpstreamP1_CTCF	13
chr2	65609600	65609750	id-53442	1	+	NA	NONE	14
chr2	65609948	65610098	id-53443	1	+	NA	NONE	15
chr2	65614248	65614398	id-53444	1.31e-05	-	GCCCCTGTGTTCTGTGACCCCAACAGAGGGAGCCA	V_CTCF_BR	21
chr2	65659596	65659746	id-53445	7.27e-06	-	CGCTTCCGCCCTACTTCCTCCTCCTGTTGGCGGCG	V_CTCF_BR	31
chr2	65662912	65663062	id-53446	1	+	NA	NONE	21
chr2	65663562	65663712	id-53447	6.23e-05	+	CAGCTGTCTCCCCCAAGCCCCGCTGGCAGGAATGG	UpstreamP1_CTCF	11
chr2	65669679	65669829	id-53448	7.44e-06	+	CAGACAGTTCCCCACAATGCCAGGAGAGGCAACCA	Upstream_CTCF	11
chr2	65686371	65686521	id-53449	1	+	NA	NONE	3
chr2	65755121	65755271	id-53450	7.27e-06	+	CAAGCTACTAGAAAGAGAGACACAAGAGGGCTCCC	V_CTCF_BR	3
chr2	65780500	65780650	id-53451	3.05e-07	-	CATGTTTTCTCCCTATTCTCCACAAGAGGGAGCCA	Upstream_CTCF	40
chr2	65800378	65800528	id-53452	1.31e-05	-	GGGTATATAAAAGAAACTACCACTAGATGTCACTG	V_CTCF_BR	40
chr2	65847725	65847875	id-53453	1	+	NA	NONE	25
chr2	65865681	65865831	id-53454	1.41e-06	+	ATTTCACTGCTCAGTGGCACCTCCAGAGGTCAGGG	Upstream_CTCF	38
chr2	65867761	65867911	id-53455	4.88e-06	+	AAGCAAAAATACGTTATCGTCACTAGGGGGCGGAA	UpstreamP1_CTCF	40
chr2	65894652	65894802	id-53456	7.16e-08	-	ATTGAAGTCCTCACATCTTCCAGCAGGTGGTGGTA	Upstream_CTCF	10
chr2	65898896	65899046	id-53457	5.68e-06	-	AGTGGTTGCAAAGGTCTCCCCAGCAGGAGGAGCCC	V_CTCF_BR	6
chr2	65914161	65914311	id-53458	1.64e-05	+	GTGATCAGATTTACCGTTTCCACTAGATGGCATTA	V_CTCF_BR	27
chr2	65938267	65938417	id-53459	3.88e-06	-	GCCTCTCGGGACTAGTTCTCCACTAGGTGGAGACA	V_CTCF_BR	37
chr2	65949292	65949442	id-53460	1	+	NA	NONE	35
chr2	65970248	65970398	id-53461	1.74e-07	+	GCTGCAGTTCCAGGCATCACAGGCAGAGGTGACTA	Upstream_CTCF	26
chr2	66028253	66028403	id-53462	7.8e-08	-	AGAAGGCATGGAAGGTTCACCAGCAGAGGGCAGGG	V_CTCF_BR	39
chr2	66146155	66146305	id-53463	1.03e-05	+	TTGCAATTCCTTGGCTCTGCCACAGAATGTCACCT	UpstreamP1_CTCF	11
chr2	66147050	66147200	id-53464	3.09e-06	-	TCTGCACTTCCAAACATTGCCTCTAGGTTCTGTGT	Upstream_CTCF	12
chr2	66201573	66201723	id-53465	1	+	NA	NONE	31
chr2	66205842	66205992	id-53466	3.03e-05	-	GTTATACTTTGAATTCTGACCAGCAGAGGACAACA	Upstream_CTCF	0
chr2	66227047	66227197	id-53467	1	+	NA	NONE	24
chr2	66240739	66240889	id-53468	6.46e-07	+	GGTGACTGTAGCAGGACTGCCACTTGGTGGCAGCA	V_CTCF_BR	31
chr2	66243873	66244023	id-53469	1.28e-06	+	ACTCTCAGGCGAGAGGTTGCCAACAGATGGCTCCC	V_CTCF_BR	1
chr2	66257802	66257952	id-53470	9.4e-06	-	TTGCAGTAACTCCATTTTTCCCAAAGGGGTCATGA	UpstreamP1_CTCF	30
chr2	66277585	66277735	id-53471	1	+	NA	NONE	3
chr2	66323076	66323226	id-53472	2.37e-05	+	TCTGTCATAAACCTGCTCACCACCAGGGTTAACCT	Upstream_CTCF	15
chr2	66497552	66497702	id-53473	4.94e-06	-	ACTGTCTTTACAGCTCACACCTCTAGATGGAGAAG	Upstream_CTCF	5
chr2	66503246	66503396	id-53474	5.92e-05	-	GATGTAATACTTCCAACATCCTGCAGGGCCCCAGG	Upstream_CTCF	19
chr2	66628424	66628574	id-53475	1	+	NA	NONE	5
chr2	66650674	66650824	id-53476	1	+	NA	NONE	12
chr2	66656260	66656410	id-53477	2.05e-09	+	GCTGCAGTTTTTCTATTGTCCAGTAGACGGCACAA	Upstream_CTCF	40
chr2	66672416	66672566	id-53478	1.41e-06	+	ATGCGGTACAGTGCCACGGCCGCCGGTGGGCTCCA	UpstreamP1_CTCF	17
chr2	66673044	66673194	id-53479	5.21e-08	-	CGAGCCGAGAGCGCGGCGGTCAGGAGAGGGCGCCC	V_CTCF_BR	22
chr2	66723392	66723542	id-53480	3.86e-05	+	TTTGTGTTTCCGTATGCCTCCTGCAGGGGAGACTT	Upstream_CTCF	36
chr2	66724990	66725140	id-53481	1	+	NA	NONE	7
chr2	66802550	66802700	id-53482	1.61e-05	-	GAGTCGTTTTTCGAAATCCCCAAAAGATGGCAGTC	UpstreamP1_CTCF	37
chr2	66804936	66805086	id-53483	5.68e-06	-	AGAGGGGCAGAACCTCTGGACACTAGGTGGAGAAG	V_CTCF_BR	6
chr2	66810156	66810306	id-53484	1	+	NA	NONE	10
chr2	66814507	66814657	id-53485	3.11e-05	+	GGCGCAGGTGAGTCACCAGACTCCAGGGGTTGGGA	V_CTCF_BR	37
chr2	66834377	66834527	id-53486	8.71e-06	+	CTAGTCAGGCATGAGCAGGGCAGGAGAGGGCTCCC	V_CTCF_BR	2
chr2	66878092	66878242	id-53487	1	+	NA	NONE	1
chr2	66999920	67000070	id-53488	8.33e-05	+	TCTTCTCTAGAGGTGAAGTCCAGTGGAAGGAAGAA	Upstream_CTCF	18
chr2	67067072	67067222	id-53489	2.19e-05	+	GAGCAGTTCTTTTAGACTGCCTCTTGTAGGCACGC	UpstreamP1_CTCF	8
chr2	67101729	67101879	id-53490	1	+	NA	NONE	6
chr2	67157370	67157520	id-53491	1	+	NA	NONE	6
chr2	67210008	67210158	id-53492	2.6e-05	+	AGGAAGTGACCAAAGAGAGCCAGTATGTGTCACTG	UpstreamP1_CTCF	6
chr2	67230241	67230391	id-53493	1	+	NA	NONE	22
chr2	67275561	67275711	id-53494	2.97e-06	-	AAGTCTAGAGGCTCTGCCACCTGTAGGTGGCTCTA	V_CTCF_BR	23
chr2	67437657	67437807	id-53495	2.6e-05	+	CTGCATTAACTCTTCTGGTCCTCTAGGGTACTGAA	UpstreamP1_CTCF	22
chr2	67442500	67442650	id-53496	3.09e-07	-	GAGGCCAAGAGCTTCCCGCCCAGCAGGGGGTAGCC	V_CTCF_BR	40
chr2	67461707	67461857	id-53497	9.81e-06	-	TGCACAATGTTCCCTTTTTGCAGTAGAGGGCACTG	V_CTCF_BR	38
chr2	67464542	67464692	id-53498	1.48e-06	+	CAGCATCCCTGGCTTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	25
chr2	67504716	67504866	id-53499	2.96e-05	+	GACTCTGAAATGTGGCCATCAGCCAGGTGGCAGTG	V_CTCF_BR	7
chr2	67549902	67550052	id-53500	1.23e-05	-	CAGCCTTTGCGTTGAAAAAGCACTAGGTGGTGCCC	UpstreamP1_CTCF	39
chr2	67557233	67557383	id-53501	1	+	NA	NONE	1
chr2	67677477	67677627	id-53502	1.73e-05	+	AGCTGTGAGAAAGCCTCACCCACAAGGAGGAGCCA	V_CTCF_BR	15
chr2	67704059	67704209	id-53503	1	+	NA	NONE	39
chr2	67809082	67809232	id-53504	3.33e-08	-	GTGCAGTTTGACCTACAAGGCAGTAGATGGCGCTT	UpstreamP1_CTCF	33
chr2	67877520	67877670	id-53505	1.93e-05	-	GTTTCTGTTCTTTCCATATCCTGCAGATGTTGCTG	Upstream_CTCF	1
chr2	67878031	67878181	id-53506	6.8e-06	-	CTGTTGCTCCAGCATGAGAATTCCAGCGGGCTGTG	UpstreamP1_CTCF	40
chr2	67960889	67961039	id-53507	5.21e-08	+	TGCACAGCCCCAATGCCAGCCAGAAGATGGCAGCA	V_CTCF_BR	40
chr2	68051549	68051699	id-53508	1	+	NA	NONE	10
chr2	68067723	68067873	id-53509	1.97e-06	-	TTGTGAAGACTGCAGCCAGGCTGCAGAGGGCAGTG	V_CTCF_BR	40
chr2	68073700	68073850	id-53510	1.01e-05	-	GCATCCATTTTTTTTTCTACCCGTAGGGGGAGCTC	Upstream_CTCF	40
chr2	68082060	68082210	id-53511	1	+	NA	NONE	27
chr2	68093135	68093285	id-53512	1	+	NA	NONE	4
chr2	68107695	68107845	id-53513	1	+	NA	NONE	4
chr2	68120684	68120834	id-53514	1.54e-05	+	GGGTTATTTTATCCTCTTGCCAGCAGGGGAGACAT	UpstreamP1_CTCF	16
chr2	68146712	68146862	id-53515	7.11e-06	+	TCTTTGTTACTCCCAGCATCCAGGAGGGGTCAGCA	Upstream_CTCF	9
chr2	68246054	68246204	id-53516	1	+	NA	NONE	1
chr2	68258794	68258944	id-53517	1.55e-07	-	TTGCATTTATCAATCAGAACCACTGGATGGCAGCA	UpstreamP1_CTCF	39
chr2	68284911	68285061	id-53518	7.02e-05	+	CTACACCTAAATTGTCTAGCCACCAGGCGGCTATT	UpstreamP1_CTCF	8
chr2	68325710	68325860	id-53519	1	+	NA	NONE	5
chr2	68337379	68337529	id-53520	7.6e-05	-	GTGGAAAGTGGCACATCTTCCAGTAAGTGGCACTG	UpstreamP1_CTCF	13
chr2	68349625	68349775	id-53521	1.11e-11	+	TCTGCAATGCCCACATCTCCCACAAGGGGGCAGCG	Upstream_CTCF	40
chr2	68361792	68361942	id-53522	2.97e-06	+	GAGGTGAAGGCCGCCGGCGCCTCCAGCTGTCAGAA	V_CTCF_BR	5
chr2	68384432	68384582	id-53523	1	+	NA	NONE	13
chr2	68385065	68385215	id-53524	1	+	NA	NONE	18
chr2	68396583	68396733	id-53525	1	+	NA	NONE	21
chr2	68401436	68401586	id-53526	4.21e-05	-	TCCGCAGATGTGGACCTTGCAGACAGAGGGCAGAC	V_CTCF_BR	11
chr2	68412806	68412956	id-53527	5.86e-07	-	CGTTTAAGACACTGAACTACCCCCAGGGGGCGCTA	Upstream_CTCF	39
chr2	68423377	68423527	id-53528	8.16e-07	+	CCCCAATGAGAAGTAAAATCCACCAGGGGGCGCAG	V_CTCF_BR	33
chr2	68435480	68435630	id-53529	3.97e-05	+	TTGCAATTACTCAACTCTGCCACTGCAGCACAGAA	UpstreamP1_CTCF	5
chr2	68452462	68452612	id-53530	3.45e-05	-	TCTGTTTCCTTGCTCCTGTTCACTAGAGGTCACTC	V_CTCF_BR	38
chr2	68471700	68471850	id-53531	7.27e-06	-	TTCTTGAGAATTAGAAAAGCCAGGAGAGGGAGCTG	V_CTCF_BR	27
chr2	68478298	68478448	id-53532	4.71e-06	-	GCTGTAGTGTTTCAGACCGACGCTAGGGGTGTGTC	Upstream_CTCF	40
chr2	68479021	68479171	id-53533	1.97e-06	-	CCGCGGCGGTTGCGGGCGAGCCGGAGAGGGCGGCG	V_CTCF_BR	1
chr2	68510075	68510225	id-53534	4.7e-06	-	TTACACATCTTCTTGGCTACCACTAGGTGGTACTA	V_CTCF_BR	39
chr2	68519384	68519534	id-53535	2.57e-08	-	CTGCAGTGATGCTGTACAGCCACCAGGGAACAGCA	UpstreamP1_CTCF	40
chr2	68521436	68521586	id-53536	2.58e-07	-	GGTGAACCACTGCACCTGGCCAGCAGGGGCCATTT	Upstream_CTCF	22
chr2	68543444	68543594	id-53537	1	+	NA	NONE	7
chr2	68546509	68546659	id-53538	2.43e-06	+	GCGAGGGTCTGGCGCGGCGGCTCCGGGGGGCGGAG	V_CTCF_BR	10
chr2	68585181	68585331	id-53539	8.97e-05	-	GTTGCTCTAATGAAAGGGCATGCTAGGGGGAGCTG	Upstream_CTCF	40
chr2	68587161	68587311	id-53540	1	+	NA	NONE	30
chr2	68589229	68589379	id-53541	2.6e-06	+	AGATAGTTCTCTTTACTGACCACTAGGTGTCGCTA	V_CTCF_BR	40
chr2	68612739	68612889	id-53542	1	+	NA	NONE	2
chr2	68645966	68646116	id-53543	1	+	NA	NONE	14
chr2	68667804	68667954	id-53544	1	+	NA	NONE	14
chr2	68668981	68669131	id-53545	1.38e-08	-	GGTCAATGCTAATCCTCTGCCAGCAGAGGGCGCAA	V_CTCF_BR	40
chr2	68690536	68690686	id-53546	5.67e-06	+	CTTGCTATCTAAGAATAGCACACTAGATGGTGCTA	Upstream_CTCF	38
chr2	68693492	68693642	id-53547	1	+	NA	NONE	12
chr2	68693759	68693909	id-53548	1	+	NA	NONE	35
chr2	68715015	68715165	id-53549	2.33e-07	+	CTGTTGTGGAGTTATGTGTCCACTAGAGGTCACAT	UpstreamP1_CTCF	36
chr2	68822433	68822583	id-53550	7.12e-06	-	CTACACCACCCTGTCTGCCCCGGTAGAGGGCGATG	UpstreamP1_CTCF	40
chr2	68870921	68871071	id-53551	2.04e-05	-	GGGGTCCCTGGAGCATCCTCCCCGGGAGGGCGCGC	V_CTCF_BR	7
chr2	68873575	68873725	id-53552	1.64e-05	-	AAAAGCTTCCCATCACCCAACTCTAGAGGGCTCTG	V_CTCF_BR	30
chr2	68896933	68897083	id-53553	4.31e-07	+	GTCTGTGGGCTATGCCCCTCCACGAGGGGGCTCCC	V_CTCF_BR	4
chr2	68936667	68936817	id-53554	4.48e-07	+	CAGGTGGTTTTCTGAAAGACCAGCAGAGGGAGCTA	Upstream_CTCF	40
chr2	68942675	68942825	id-53555	2.83e-07	-	CCTCCTCCACTCAGTGTGTCCACAAGATGGCAGTA	V_CTCF_BR	40
chr2	68950033	68950183	id-53556	3.97e-07	+	AAACACGTGGGCCTGTGCTCCAGCAGAGGGCTCCC	V_CTCF_BR	33
chr2	68971815	68971965	id-53557	1.18e-05	+	TTGTTATTCTGATTTAGAGCCAGTAGAGAGTGCCC	UpstreamP1_CTCF	19
chr2	68978980	68979130	id-53558	4.38e-09	+	AAACTGACGCTGGGAGTGGCCACTAGATGGCGGCA	V_CTCF_BR	40
chr2	68993003	68993153	id-53559	5.3e-05	+	CTGTAATGGCTTGTAGCCTCCTCAAGGGCCAGTGC	UpstreamP1_CTCF	9
chr2	68993364	68993514	id-53560	1	+	NA	NONE	3
chr2	69001729	69001879	id-53561	1.43e-05	+	GCTGGGGTTTGAGTGGGGTCCGCTGGAGGGGGCCT	Upstream_CTCF	4
chr2	69003382	69003532	id-53562	3.56e-06	+	TGAGCATTCACACTGAGGGCCACAGGGAGGCATTG	Upstream_CTCF	25
chr2	69039509	69039659	id-53563	1	+	NA	NONE	9
chr2	69064510	69064660	id-53564	1.99e-07	-	GTCCTGGTGCAGTAGGCTTCCGGCAGAGGGCGCAC	V_CTCF_BR	38
chr2	69066488	69066638	id-53565	1.99e-07	+	GTTGGTGGCCCACTTCCTGCCACTAGTGGGAGCTC	V_CTCF_BR	40
chr2	69127743	69127893	id-53566	3.28e-05	-	GGTCACTGCAGCTGGTGTTGCACAGGGTGGCGCCG	V_CTCF_BR	17
chr2	69128376	69128526	id-53567	4.11e-07	-	CAGCATTTCAGCCCGTTTAGCACTAGAGGACACCC	UpstreamP1_CTCF	37
chr2	69137051	69137201	id-53568	8.58e-08	-	CATGCCATTCACAAAGTGGCCACAAGGTGGGTGTA	Upstream_CTCF	40
chr2	69152549	69152699	id-53569	2.18e-07	-	ACAGCAATATCCTGTCTGGCCACAAGGTGATGACA	Upstream_CTCF	40
chr2	69159642	69159792	id-53570	2.47e-05	-	ACAGCTCTGCCTGCTGTGGACGGCTGGGGTACTGC	Upstream_CTCF	10
chr2	69161508	69161658	id-53571	1	+	NA	NONE	1
chr2	69170733	69170883	id-53572	4.11e-07	+	TTGTAGTTTGGGATGAAATCCAGTAGATGGCGCGT	UpstreamP1_CTCF	40
chr2	69238858	69239008	id-53573	1.1e-06	+	GGCAAAGTGGTGTTGGCTGCCAGCAGGGGTCTCAG	V_CTCF_BR	18
chr2	69240086	69240236	id-53574	4.31e-09	+	GTGCTTTCGCCGCCTTTGTCCACAAGGTGGCAGCC	UpstreamP1_CTCF	40
chr2	69240841	69240991	id-53575	3.16e-05	+	AGGGCCACAGAGGGACCGCGCGGCAGGCGGCGGCG	Upstream_CTCF	15
chr2	69241754	69241904	id-53576	1	+	NA	NONE	24
chr2	69253227	69253377	id-53577	1	+	NA	NONE	39
chr2	69288799	69288949	id-53578	1	+	NA	NONE	14
chr2	69346370	69346520	id-53579	2.58e-05	+	TCGGCGTGACCCAGCTCTCCCCACAGAAGGCAGCC	Upstream_CTCF	2
chr2	69377251	69377401	id-53580	1	+	NA	NONE	14
chr2	69387262	69387412	id-53581	2.33e-07	+	CTGCCATGACCTGCCCTCACCTCTGGAGGGCAGGT	UpstreamP1_CTCF	21
chr2	69401094	69401244	id-53582	1	+	NA	NONE	4
chr2	69404046	69404196	id-53583	1	+	NA	NONE	22
chr2	69413064	69413214	id-53584	1	+	NA	NONE	5
chr2	69419733	69419883	id-53585	1	+	NA	NONE	5
chr2	69435279	69435429	id-53586	8.21e-06	-	GTTTGTAATCCCACTGACAGCAGCAGGGGGCAGAC	V_CTCF_BR	38
chr2	69465590	69465740	id-53587	4.68e-05	-	AGGCAATTGACATAATCCTGCCGAAGGTGGTGCTC	UpstreamP1_CTCF	10
chr2	69469601	69469751	id-53588	7.6e-05	-	GAGCTGGCCACCAGGCTGGCCGAGAGGGGAGGCTA	UpstreamP1_CTCF	3
chr2	69481021	69481171	id-53589	1	+	NA	NONE	2
chr2	69500398	69500548	id-53590	9.51e-07	-	CTTGGGCAGACTGCCTGTCCCTGCAGGTGGCGGTC	V_CTCF_BR	12
chr2	69525571	69525721	id-53591	2.27e-05	+	CCACCAGGGCGAGTCAGAGCAAGGAGAGGGAAGGC	V_CTCF_BR	16
chr2	69534230	69534380	id-53592	7.44e-06	+	GGGACACTACTGTCCCTGCCCTCCAGACGGCGCCC	Upstream_CTCF	38
chr2	69534612	69534762	id-53593	2.72e-06	-	TTGCGGAGACGGGCAGCGGCCACACGGGGGCAGCG	UpstreamP1_CTCF	40
chr2	69603001	69603151	id-53594	2.43e-06	+	ATGGCTACTCATGATATAAACACTAGAGGGCAGCA	V_CTCF_BR	40
chr2	69664077	69664227	id-53595	1	+	NA	NONE	40
chr2	69664579	69664729	id-53596	4.99e-07	-	GCAGCAGGACCGCCCGCAGCCGGTAGGGTGGGCTC	Upstream_CTCF	39
chr2	69691912	69692062	id-53597	1.28e-06	-	CCTGCAGTTACTAATAATTCCTGTAGAAGCAGCAG	Upstream_CTCF	7
chr2	69702998	69703148	id-53598	8.46e-07	+	ACTGCTGTTTCTAGAGTGCCCACCTGGAAGTGGAG	Upstream_CTCF	0
chr2	69741742	69741892	id-53599	8.97e-05	-	TGCTCAGTTCCCTGTGGTGTCCCAAGGAGGCTCTC	Upstream_CTCF	17
chr2	69786936	69787086	id-53600	9.38e-09	+	CTGCAATTTGAGATAACTACCACCAGATGGGAGCA	UpstreamP1_CTCF	40
chr2	69792571	69792721	id-53601	5.72e-09	-	CAGTCTAGCCCTGGTCCGGCCACTAGGTGGCAGTA	V_CTCF_BR	40
chr2	69852628	69852778	id-53602	1	+	NA	NONE	3
chr2	69870421	69870571	id-53603	1	+	NA	NONE	26
chr2	69871373	69871523	id-53604	7.31e-05	+	ACGCGGCTTAACCGCTTAGCCCCTAGCGGGTCCTG	UpstreamP1_CTCF	24
chr2	69941897	69942047	id-53605	4.3e-06	-	CAAGGTTAACCAAGAATGGGCAGCAGGGGGCGTTG	Upstream_CTCF	40
chr2	69943983	69944133	id-53606	2.6e-06	-	TCCTCCACACAGTGCTTGGCCAGTAGTAGGCAGAC	V_CTCF_BR	24
chr2	69947709	69947859	id-53607	7.62e-07	+	GCTGCAATATGGGAAATTGACCAGAGGGGGCACAG	Upstream_CTCF	40
chr2	69951886	69952036	id-53608	2.17e-08	+	CCTGTGGTTGCTTCTTCTGCCACTAGATGGCGTCC	Upstream_CTCF	40
chr2	69962191	69962341	id-53609	7.91e-05	+	CTGCTTTTGCTCATTCCTGCCTGTAGGCCAAGCTA	UpstreamP1_CTCF	18
chr2	69968413	69968563	id-53610	1	+	NA	NONE	39
chr2	69994155	69994305	id-53611	1	+	NA	NONE	23
chr2	70017413	70017563	id-53612	1	+	NA	NONE	17
chr2	70023443	70023593	id-53613	7.44e-05	-	ATAGTACCTTGGAAGATCTCCTGAAGGTGGCCACC	Upstream_CTCF	4
chr2	70044188	70044338	id-53614	4.28e-10	-	CTGCAGTTCTTGGAAAACACCACCAGGGGGAGATT	UpstreamP1_CTCF	40
chr2	70056764	70056914	id-53615	1	+	NA	NONE	2
chr2	70120261	70120411	id-53616	5.51e-07	+	GGAACAACACACACTGGGGCCTGTAGGGGGAGGAG	V_CTCF_BR	20
chr2	70137381	70137531	id-53617	1.9e-06	+	TCTGCAGCCCCAGCACCACACAGTGGCTGGCACAG	Upstream_CTCF	5
chr2	70139222	70139372	id-53618	2.97e-06	+	TATACTTACTACTTCATTTCCAGTAGATGGCACCA	V_CTCF_BR	38
chr2	70141679	70141829	id-53619	8.56e-05	-	CTGCTCCTCACCGGGTCTGGCATTGGCTGGGAGGG	UpstreamP1_CTCF	32
chr2	70196388	70196538	id-53620	5.08e-07	-	AATGTCCCTGGCAAGGCTGACGGCAGAGGGCGGTG	V_CTCF_BR	1
chr2	70224708	70224858	id-53621	4.01e-05	+	ACCTGCTCTCTGGCAGGGGCCGCCTGCTGGCTTCC	V_CTCF_BR	4
chr2	70233402	70233552	id-53622	8.08e-08	-	TTTGCAGCTCCTACACCTAACCGTAGGGGGCCCCA	Upstream_CTCF	12
chr2	70266643	70266793	id-53623	4.5e-05	+	CAGTGATTTACACAAACAGCCAGCAGGGGAGGTGC	UpstreamP1_CTCF	10
chr2	70289537	70289687	id-53624	1	+	NA	NONE	9
chr2	70290273	70290423	id-53625	1	+	NA	NONE	0
chr2	70298065	70298215	id-53626	2.77e-07	-	CTGCATTTACTTCATCAGGCCACTAGGTGATGAAC	UpstreamP1_CTCF	40
chr2	70315287	70315437	id-53627	2.8e-05	+	GGAGACGCTCTCCCAGTCTCCGCAAGGGAGAGTCA	Upstream_CTCF	32
chr2	70321615	70321765	id-53628	1.83e-05	-	CTGGACAGTATGTGGTTCACCACTTGGGGTAGCCA	V_CTCF_BR	8
chr2	70330816	70330966	id-53629	2.27e-06	+	CAAGCCAATGCTGTGATCCCCAGTAGGGGGCTGTC	V_CTCF_BR	4
chr2	70343029	70343179	id-53630	1	+	NA	NONE	2
chr2	70359459	70359609	id-53631	4.01e-05	+	CCTGGGGAAGGAAGCCCTGCCAGCAGGCAGCGCCA	Upstream_CTCF	19
chr2	70368291	70368441	id-53632	2.58e-05	-	GTGTCAGTACCTGGTCAGGCCCCTAGGGTGTGAGA	Upstream_CTCF	39
chr2	70369889	70370039	id-53633	4.11e-07	-	GGGCTCGGCTGCTTTGCTTCCACCAGGCGGCGCCG	UpstreamP1_CTCF	40
chr2	70372047	70372197	id-53634	1.39e-05	-	GACAACACAAAAAAATCACCCACAGGGGGGCAGCC	V_CTCF_BR	2
chr2	70418224	70418374	id-53635	1	+	NA	NONE	36
chr2	70426563	70426713	id-53636	4.88e-05	+	GGCTCAATGTTACGCTTTGTCAATAGAGGGCACTT	Upstream_CTCF	18
chr2	70488762	70488912	id-53637	3.42e-05	+	TTAGCTTCTTTAAACAGATGCAGAAGGTGGCGGTG	Upstream_CTCF	4
chr2	70520456	70520606	id-53638	8.71e-06	+	GGACCTGGAGACTAGTCGGCCGGAAGGAGGTGCCG	V_CTCF_BR	28
chr2	70528408	70528558	id-53639	1.71e-06	+	CAACCTAGCAATACAAATTCCACCAGAGGGCAGCC	V_CTCF_BR	40
chr2	70528715	70528865	id-53640	2.43e-06	+	GTGGTGGGGCGAGCGCCTGCCACCAGGGGCTTCCC	V_CTCF_BR	13
chr2	70529192	70529342	id-53641	6.97e-11	-	ATGCAGTGGCTCCGTTCGGCCGCCAGGGGGGGGCG	UpstreamP1_CTCF	40
chr2	70531133	70531283	id-53642	8.89e-06	+	AACGATTTTCTGCCATTGGGCGCTAGATGGCAGGA	Upstream_CTCF	40
chr2	70563794	70563944	id-53643	8.16e-07	-	CCCCCCACCCCGCCCGCCACCAGCAGAGGGTGTAG	V_CTCF_BR	14
chr2	70568420	70568570	id-53644	3.79e-08	+	CTGCAATTTGAAAAGTACTCCTCTAGAGGGCACTG	UpstreamP1_CTCF	40
chr2	70584233	70584383	id-53645	4.43e-05	+	ATTGTTCATGGTTCCACCACCAGTAGGTGTTGGAG	V_CTCF_BR	1
chr2	70584560	70584710	id-53646	1.01e-05	-	GGAGCCTTTCCCAACTTTAGCACTTGGGGCAGCGT	Upstream_CTCF	14
chr2	70613200	70613350	id-53647	2.04e-05	+	ATCTGAAGAAAATGTGAAGCCGGAGGGGGGCGCTG	V_CTCF_BR	3
chr2	70687590	70687740	id-53648	1.48e-06	+	GCTGCTGTTCTCTCCTTTGCCTCAGGTAGGCGTTG	Upstream_CTCF	17
chr2	70696709	70696859	id-53649	1	+	NA	NONE	15
chr2	70698506	70698656	id-53650	5.9e-06	+	CAGCACTGGGGCTTGTGCGCCCCTAGGGTGCTGTA	UpstreamP1_CTCF	0
chr2	70714633	70714783	id-53651	1	+	NA	NONE	5
chr2	70724114	70724264	id-53652	1	+	NA	NONE	9
chr2	70725305	70725455	id-53653	3.4e-06	+	TCTGCCATTCTTAACAATACCACCAGGGACAATGT	Upstream_CTCF	36
chr2	70733378	70733528	id-53654	1	+	NA	NONE	2
chr2	70768662	70768812	id-53655	2.6e-05	+	GTGTCGTGAAGAGCTCACACAGGGAGATGGCAGCA	UpstreamP1_CTCF	11
chr2	70780884	70781034	id-53656	4.71e-06	+	CCTGCCCTACCTGCGGTGCCCGAGTGGCGGAGCGG	Upstream_CTCF	29
chr2	70781373	70781523	id-53657	1.85e-07	+	CCGCAGTGGCGGCTTCCAGGCTCTAGGCGGCGGAG	UpstreamP1_CTCF	40
chr2	70785454	70785604	id-53658	3.97e-07	+	GAGTCTCTGGGACTCAGGGCCACCAGGTGGCTACC	V_CTCF_BR	6
chr2	70794210	70794360	id-53659	1	+	NA	NONE	1
chr2	70842485	70842635	id-53660	2.68e-05	-	TCTGTTGCTGATAGGCCATCCAGACGGTGGCACTC	Upstream_CTCF	7
chr2	70844838	70844988	id-53661	2.74e-08	-	CAGAAAATACACCCTGGTGCCAGCAGGTGGCACCC	V_CTCF_BR	40
chr2	70870974	70871124	id-53662	3.88e-07	-	TTGCTGTCCTGCCACGAGGCCTCCCGGGGGCGCTC	UpstreamP1_CTCF	40
chr2	70872980	70873130	id-53663	1.93e-05	-	GCGACAATTCTCATCACTGTCACTAGAGGCAGCAG	Upstream_CTCF	36
chr2	70875121	70875271	id-53664	8.76e-09	-	CTGCCGCTACCAACGATGCCCACCAGGGGACGACG	UpstreamP1_CTCF	40
chr2	70882465	70882615	id-53665	1	+	NA	NONE	39
chr2	70914059	70914209	id-53666	2.05e-09	+	GCTGCTCTGCCTAGGCCAGCCAGGAGAGGGCGGAC	Upstream_CTCF	40
chr2	70932063	70932213	id-53667	3.97e-07	+	CATAAGCAAGGAATCCTGCCCACCAGGTGGCAGGA	V_CTCF_BR	9
chr2	70933644	70933794	id-53668	1	+	NA	NONE	2
chr2	70975637	70975787	id-53669	2.84e-05	-	CTGTGGTCACACGTTCTAATCACCAGGGGAGCCAA	UpstreamP1_CTCF	19
chr2	70976893	70977043	id-53670	1	+	NA	NONE	2
chr2	70987692	70987842	id-53671	7.55e-07	+	AAAGGAAGGTGAGTTGTTACCTCCAGGGGGAAGCA	V_CTCF_BR	2
chr2	70995283	70995433	id-53672	1	+	NA	NONE	32
chr2	71012551	71012701	id-53673	1.1e-05	-	TGAAGAGGAAGGGCCTTGGGCAGATGGTGGCAGTG	V_CTCF_BR	40
chr2	71016835	71016985	id-53674	6.43e-06	+	CGTTAGATAGTAAAATCTACCAGCAGGTGCCGCTC	V_CTCF_BR	40
chr2	71089077	71089227	id-53675	4.23e-08	+	GCGCTCTCTCCCTCAGTGACCTGTAGATGGCGCCA	V_CTCF_BR	40
chr2	71091746	71091896	id-53676	1.38e-07	-	GGGCAGGGAGAGGGCATTTCCAGCAGAGGGAGCAG	UpstreamP1_CTCF	37
chr2	71098730	71098880	id-53677	5.01e-09	+	CGGTGCTGTAAGTTTGCGACCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr2	71116037	71116187	id-53678	5.68e-06	+	AGGTGTCCTCGCCCCGCGGCCGTCAGAGGGCGCGG	V_CTCF_BR	7
chr2	71117671	71117821	id-53679	1	+	NA	NONE	7
chr2	71121728	71121878	id-53680	1	+	NA	NONE	3
chr2	71127416	71127566	id-53681	2.19e-05	-	GTCTAGCCCTGCTCCAAGCCCGGCAGAGGGAGACT	UpstreamP1_CTCF	5
chr2	71147067	71147217	id-53682	1.79e-08	-	GGTGCAGGAATTCCAATACCCTCCAGGGGGCGCAC	Upstream_CTCF	40
chr2	71150663	71150813	id-53683	1.73e-05	-	ATTCTAGTGAATTGTCAAACCTGCAGAGGGCGATG	V_CTCF_BR	37
chr2	71174088	71174238	id-53684	1.19e-06	-	CCTGTGTGATTCAATGTGGGCAGAAGGTGGCGCTG	V_CTCF_BR	40
chr2	71175683	71175833	id-53685	1.99e-07	-	AGGCGTCTTGGGTTCTCAACCACAAGAGGGAGCCC	V_CTCF_BR	40
chr2	71187679	71187829	id-53686	2.38e-07	-	GCTCCATACCCCTCCACAGCCTGCTGGGGGCGCTA	V_CTCF_BR	33
chr2	71187999	71188149	id-53687	8.64e-05	+	AGATTGCCGCTCAGATCTGCCGCCAGGCGGGGCTG	Upstream_CTCF	18
chr2	71192137	71192287	id-53688	2.27e-06	+	TGATCGACGAGTTCTATTCCCGCGAGGGGGCGCTG	V_CTCF_BR	36
chr2	71204611	71204761	id-53689	3.73e-09	-	CTGTTATGTCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr2	71211653	71211803	id-53690	1.84e-05	-	ATTTTGTGCTCTTTCTGCAACAACAGAGGGCACAA	UpstreamP1_CTCF	17
chr2	71212091	71212241	id-53691	4.23e-08	+	GGCTGCACACAGTGGACGGCCACTGGGTGGCGCCC	V_CTCF_BR	39
chr2	71222000	71222150	id-53692	2.72e-06	-	CGGCGGTTGGCCCTCCTCTCCGGCGGGCGGCGCTA	UpstreamP1_CTCF	40
chr2	71222672	71222822	id-53693	1.43e-05	-	TTTTGCATGCCTGTCTCCGCCACTAGATGGGAGAC	Upstream_CTCF	40
chr2	71228340	71228490	id-53694	1.87e-09	-	TCGCCAGCTCCTCTGGTCGCCACTAGAGGGCAGCA	V_CTCF_BR	39
chr2	71234749	71234899	id-53695	1.9e-06	-	TCTGCAGATCCAGCTATGTCCACATGGTGTCTAGC	Upstream_CTCF	15
chr2	71250793	71250943	id-53696	1	+	NA	NONE	20
chr2	71276886	71277036	id-53697	2.19e-05	+	TAGAAGCAGTATGGAAACCCCACAAGGTGGCACTT	UpstreamP1_CTCF	7
chr2	71294707	71294857	id-53698	2.78e-06	+	CAGCCTATTAGGGGTTTCTCCAGAAGATGGCAGGC	V_CTCF_BR	23
chr2	71295524	71295674	id-53699	3.18e-06	-	TGTCTTCCTTCTGGTGTCTCCTCCAGGTGGAGCGA	V_CTCF_BR	10
chr2	71295903	71296053	id-53700	1	+	NA	NONE	16
chr2	71297542	71297692	id-53701	1.41e-06	-	CGTGTGCCTCCCCTACAGAACACAAGAGGGCACTT	Upstream_CTCF	40
chr2	71299132	71299282	id-53702	7.8e-08	+	CTCCCCTGCAGATGAGGGACCACCTGGGGGCGGTG	V_CTCF_BR	9
chr2	71327706	71327856	id-53703	2.64e-08	+	GTAGCTGTTCCATGTGTACCCGGCAGAGGGCGACC	Upstream_CTCF	40
chr2	71377710	71377860	id-53704	8.13e-06	+	TCTGCAGAGTGTTCTGTGACCACCAGGTGCTCATT	Upstream_CTCF	22
chr2	71378889	71379039	id-53705	5.28e-05	-	CAGGCAATGCCCAGCACAGCCACTGGGGCAGGGCT	Upstream_CTCF	10
chr2	71382087	71382237	id-53706	1	+	NA	NONE	31
chr2	71384697	71384847	id-53707	7.55e-07	+	CAGTTAAGCAGAGAAGCCGCCACTAGGGGTCAGTC	V_CTCF_BR	40
chr2	71418225	71418375	id-53708	1	+	NA	NONE	38
chr2	71451185	71451335	id-53709	5.08e-07	+	AGATGACCAGAGGACAGAGACAGCAGAGGGCAGTG	V_CTCF_BR	39
chr2	71453907	71454057	id-53710	1	+	NA	NONE	25
chr2	71503166	71503316	id-53711	3.11e-05	+	AAACAGGTTCATCCTGGGACCACAGGCAGGCGCCA	V_CTCF_BR	2
chr2	71504084	71504234	id-53712	1	+	NA	NONE	23
chr2	71504739	71504889	id-53713	6.15e-05	-	CCAGCAGGACAGCCTCTCCCACGCTGGGGACAGCC	Upstream_CTCF	37
chr2	71509742	71509892	id-53714	4.14e-06	-	GTCTTTGACCTCCAGGTTACCAGTAGAGGGCATGA	V_CTCF_BR	27
chr2	71526671	71526821	id-53715	5.61e-08	+	GTAGCACTACTACAAAAGACCACAAGGTGGTGACA	Upstream_CTCF	39
chr2	71558695	71558845	id-53716	4.14e-06	-	GCTCCCGGAAGGGGCGCTCCCGCGTGGTGGCGGCG	V_CTCF_BR	28
chr2	71650982	71651132	id-53717	1	+	NA	NONE	1
chr2	71664939	71665089	id-53718	3.48e-06	+	AGGCAGTGATGTGGTCTTCCCGATAGGAGGCGCAA	UpstreamP1_CTCF	1
chr2	71679806	71679956	id-53719	2.04e-05	+	GCCCTGGGTGTGTCTACTGCCCCCAGGGGCTGCTG	V_CTCF_BR	36
chr2	71681460	71681610	id-53720	8.02e-05	-	CCTGCAGTACAGCGCTTCGCCGCCGGCAACGCAGA	Upstream_CTCF	4
chr2	71682681	71682831	id-53721	1.59e-06	+	TCTGGGCTCCTGGTGCACAACTCCAGGGGGCACCA	V_CTCF_BR	11
chr2	71688057	71688207	id-53722	4.96e-08	+	TTTGTAATATCCAAAAGTCCCTCTAGGGGGCAGTA	Upstream_CTCF	40
chr2	71709404	71709554	id-53723	7.27e-06	+	CCAGTGAGGGCAGAGGCCCCCTGCAGGAGGCAGGC	V_CTCF_BR	29
chr2	71737453	71737603	id-53724	3.41e-08	-	CCTGTGGGTTCCTGAATCACCACCAGGTGTCGCCA	Upstream_CTCF	40
chr2	71757976	71758126	id-53725	8.53e-09	+	TTTGCATTTCCCCTTATGGACACCTGGTGGCAGTA	Upstream_CTCF	40
chr2	71772928	71773078	id-53726	3.63e-06	+	AAGAAAGATGTTTATGTGGTCACTAGATGGCGCTC	V_CTCF_BR	40
chr2	71775883	71776033	id-53727	2.31e-07	+	GGGGTGATCCTGGACACGGCCACTAGGTGGAGATG	Upstream_CTCF	40
chr2	71784591	71784741	id-53728	6.18e-07	+	GCTGCAATGTGAGGAATGGACTGGTGGTGGCGGCG	Upstream_CTCF	7
chr2	71829443	71829593	id-53729	2.6e-06	-	GAGAACCAACCTAGAACCCCCAGGAGCGGGCAGCA	V_CTCF_BR	4
chr2	71831058	71831208	id-53730	1.52e-07	-	AGCCTGCAGCCTGCTTGGCCCTGCAGGGGGCACTC	V_CTCF_BR	18
chr2	71837186	71837336	id-53731	1.06e-05	+	TATTTATTATAACAATTTCCCAATAGGTGGCAGTA	Upstream_CTCF	39
chr2	71845865	71846015	id-53732	1.34e-06	+	GTGTGGTGAGCGTGGGGTGCCAGCAGGAGACAGGC	UpstreamP1_CTCF	10
chr2	71848389	71848539	id-53733	1	+	NA	NONE	2
chr2	71899347	71899497	id-53734	5.9e-06	+	GAGCAGTGGCCACAGTGGGGCACCAGTTAGCTGGG	UpstreamP1_CTCF	31
chr2	71919375	71919525	id-53735	6.98e-07	-	TGGAAACAGGGAGAACCGGCCAGCAGGGGCAAGCG	V_CTCF_BR	13
chr2	72006159	72006309	id-53736	4.23e-06	+	GCTTAGTAACACCCACATGGCACAAGATGGCAGTG	UpstreamP1_CTCF	36
chr2	72017070	72017220	id-53737	6.8e-06	+	ATTTTAATTCCCTTGAGCAACACAAGATGGCGTTC	Upstream_CTCF	26
chr2	72025573	72025723	id-53738	2.77e-07	-	CCGCACAGCTTCATAGTGACCACCAGGGGGACCCT	UpstreamP1_CTCF	40
chr2	72029267	72029417	id-53739	4.66e-08	+	TCAGTTCTGTCCCCATTGACCAGTGGGGGGCACAC	Upstream_CTCF	40
chr2	72031472	72031622	id-53740	1.48e-06	+	CCTGCCACTCCTCTCTAGGCCTGGAGAGGGACATG	Upstream_CTCF	29
chr2	72098826	72098976	id-53741	1.28e-08	+	GGTGCAGTGACGTCCCGGCCCACTAGGCGGCCGCG	Upstream_CTCF	40
chr2	72100856	72101006	id-53742	3.16e-06	-	TTTCTTTTAGGGCAGGTCTCCAGCAGGTGGCGATT	UpstreamP1_CTCF	10
chr2	72121646	72121796	id-53743	3.97e-05	-	ATGAGAGGGGCTCATCTCACCAGCAGGCGGGGCCA	UpstreamP1_CTCF	9
chr2	72151189	72151339	id-53744	5.77e-08	+	TGGTTGCACCTGGAACCTACCAGCAGGTGGCAGTA	V_CTCF_BR	40
chr2	72161126	72161276	id-53745	1.19e-06	+	GGACCAGGGCTTGCAGAAGGCACCAGGGGGCAGGC	V_CTCF_BR	38
chr2	72177457	72177607	id-53746	1.64e-05	-	GTTTAATCTGAGCCTGGAGCCTGAGGAGGGAGCTG	V_CTCF_BR	7
chr2	72222294	72222444	id-53747	1.59e-06	-	ATTTCCTTCAGTAGTTTTTCCAGCAGATGGCAGTA	V_CTCF_BR	40
chr2	72254739	72254889	id-53748	1.04e-07	-	CCACTTATCGCCAACCAGGCCAGCAGGTGGAGCCA	V_CTCF_BR	10
chr2	72263174	72263324	id-53749	2.27e-05	+	ACGTCACCCTCAGAAGCTTCCTGCAGGGGGTGGGT	V_CTCF_BR	8
chr2	72329323	72329473	id-53750	2.5e-05	+	CTGCAGTTTCTCTTTTGCCCATCTGGCTGGCTGGC	UpstreamP1_CTCF	5
chr2	72332146	72332296	id-53751	5.63e-06	-	CAGCATGGAAATGGGAAGGGCACTAGAGGTCACTG	UpstreamP1_CTCF	3
chr2	72343356	72343506	id-53752	1.3e-09	-	CCTGCAGCCCCTGTTCTGGCCTGCAGGTGGCCCTG	Upstream_CTCF	39
chr2	72364701	72364851	id-53753	1.79e-08	-	GGAGCAGTTCAACCAGCCATCGCTAGAGGGCGCAG	Upstream_CTCF	40
chr2	72372168	72372318	id-53754	4.17e-05	+	CCTGCCGGGGCAGCACCCGGCGCAAAGGGGAGGGG	Upstream_CTCF	7
chr2	72374605	72374755	id-53755	1.03e-06	-	GGCAGACGGAGCGGCGGGCCGGCCAGGGGGCGCCG	V_CTCF_BR	4
chr2	72377585	72377735	id-53756	2.2e-09	-	TCTGTAGTACTATAACTGCCCACCAGGTGGGGTTC	Upstream_CTCF	40
chr2	72378006	72378156	id-53757	2.27e-06	+	CCCCCAGACACAGCACTGGCCACAAGGTGGTGAAA	V_CTCF_BR	33
chr2	72426226	72426376	id-53758	1	+	NA	NONE	28
chr2	72447458	72447608	id-53759	1.9e-06	-	CTTGTGATCATCTCTGCTGCCCCCAGGGGGCATGA	Upstream_CTCF	40
chr2	72488325	72488475	id-53760	4.65e-06	-	CTGATATGATCACGAGTTCCCTGGAGGGGGTGCTC	UpstreamP1_CTCF	11
chr2	72533042	72533192	id-53761	7.44e-06	+	TCTGTCTTGTTCTCCTATTCCAAAAGGGGGAGCAA	Upstream_CTCF	27
chr2	72542571	72542721	id-53762	5.41e-06	+	ATTGTCCTACTGATTATGGCCTGTAGAGGGGCAAA	Upstream_CTCF	14
chr2	72553088	72553238	id-53763	2.6e-06	-	TACTGCATTCTACTGGTAGCCGGTGGAGGGCAGCA	V_CTCF_BR	40
chr2	72567997	72568147	id-53764	1	+	NA	NONE	2
chr2	72595146	72595296	id-53765	1.92e-06	-	CTGCACTGCCTGGGATTGGCAGAGAGGTGGTGCAA	UpstreamP1_CTCF	35
chr2	72654754	72654904	id-53766	1.15e-07	+	AGCCTGGGTGCCATGGTCGGCAGCAGGGGGCAGAC	V_CTCF_BR	1
chr2	72745185	72745335	id-53767	2.58e-05	+	GGTGCAGTGCCTGTCTATTCACAGAGAGGTCACTA	Upstream_CTCF	3
chr2	72806827	72806977	id-53768	1.41e-05	-	TTGTTTGTATGCCTCTAATCCACTAGAGGTCAGTA	UpstreamP1_CTCF	40
chr2	72808745	72808895	id-53769	3.31e-06	-	CCCAAGTTCTCTGCCTTGGCCAGCAGGGGCAGGGT	UpstreamP1_CTCF	36
chr2	72833096	72833246	id-53770	3.56e-06	-	TGATTCATTCCACTGATGGCCTGTAGAGGGCATTA	Upstream_CTCF	39
chr2	72941116	72941266	id-53771	8.08e-08	+	TCTGTGGTACCCTTGAAAGCCACAAGGTGGAAGAG	Upstream_CTCF	29
chr2	72973020	72973170	id-53772	1.17e-05	-	GAATGTTAGAAAAGGGCCATCACTAGATGGCAGTC	V_CTCF_BR	39
chr2	72998116	72998266	id-53773	8.13e-06	+	ATTGCTGATGAGCATAAAGTCACTAGGGGGCAGCA	Upstream_CTCF	40
chr2	73008452	73008602	id-53774	4.21e-05	+	GATATGAGTCCATTGTGGGTCAGCAGGAGGCTCTC	V_CTCF_BR	5
chr2	73033190	73033340	id-53775	1	+	NA	NONE	4
chr2	73041119	73041269	id-53776	1	+	NA	NONE	3
chr2	73043113	73043263	id-53777	4.23e-06	+	CTGTAATCCCAGCTACTCGCCAGGGTGAGGCAGGA	UpstreamP1_CTCF	17
chr2	73070568	73070718	id-53778	6.98e-07	+	TCACCACCTCTCCCAGGTGCCCCAAGGGGGCAGCC	V_CTCF_BR	18
chr2	73086996	73087146	id-53779	4.68e-07	-	CCATGTTGTAATCTGACCACCACAAGGTGGCAGCA	V_CTCF_BR	40
chr2	73089761	73089911	id-53780	6.39e-08	-	CGCCAGAGCCGCCAAGACACCACTAGGTGGCGCCA	V_CTCF_BR	40
chr2	73114442	73114592	id-53781	2.01e-05	-	CGGCGCTGGCACCCGAGACCAGGCAGGAGGCGGTG	UpstreamP1_CTCF	20
chr2	73115058	73115208	id-53782	1.04e-07	-	CAAGCCCTGACTCAGGCCTCCGCCAGAGGGCGCAG	V_CTCF_BR	40
chr2	73119941	73120091	id-53783	2.81e-06	+	AGGGAACTCCTCCTTGTGCTCAGCAGAGGGCGCAT	Upstream_CTCF	40
chr2	73120861	73121011	id-53784	2.64e-08	+	TGAGGAGTACCGCTTGTCCCCACGAGGTGGCGAGG	Upstream_CTCF	40
chr2	73123129	73123279	id-53785	1	+	NA	NONE	7
chr2	73140779	73140929	id-53786	6.23e-05	-	AGGCCATGACTCCCTGCTCCCTCTAGCTGGGAAGC	UpstreamP1_CTCF	38
chr2	73162208	73162358	id-53787	2.47e-07	-	AGGAAGTGGTTGAGTTTGGCCACAAGGGGGTGGCC	UpstreamP1_CTCF	40
chr2	73165637	73165787	id-53788	1.32e-05	-	GCTGGCTGGCTGGCTTCCACCACCAGGAGTCCCAG	Upstream_CTCF	7
chr2	73179695	73179845	id-53789	1.26e-07	-	GAATGATTCTGAGATTGGTCCACCAGAGGGCACCC	V_CTCF_BR	22
chr2	73200843	73200993	id-53790	4.11e-07	-	ATGCATAGCCTCCCTAAGGCCACTAGAGGGCATGT	UpstreamP1_CTCF	40
chr2	73220316	73220466	id-53791	2.88e-10	+	GCTGAAGTACCAAAAATATCCACCAGAGGGCACAC	Upstream_CTCF	40
chr2	73263437	73263587	id-53792	7.17e-05	+	GAGGGAGAGGGAGGATCTGCCTCTAGGGGGCCATA	Upstream_CTCF	32
chr2	73298530	73298680	id-53793	3.24e-06	-	CCAGCGGAGCCTGCAGCTAGCGCCAGGGGGGGAAC	Upstream_CTCF	35
chr2	73305178	73305328	id-53794	2.12e-06	-	CTCCCCTTCCCTGGCACAGCCCGCAGGTGGCATTA	UpstreamP1_CTCF	5
chr2	73312865	73313015	id-53795	6.94e-09	+	GCATCAGTGCCACATGGGAGCACTAGAGGGCGCCG	Upstream_CTCF	40
chr2	73313888	73314038	id-53796	5.7e-05	+	GCTGCCATACCAAGCAAGGGAGGCAAGGGGTGGCA	Upstream_CTCF	9
chr2	73338955	73339105	id-53797	1	+	NA	NONE	24
chr2	73340682	73340832	id-53798	1	+	NA	NONE	10
chr2	73349804	73349954	id-53799	1	+	NA	NONE	9
chr2	73383842	73383992	id-53800	1.1e-06	-	GAGTGGGAGTTCTGGGACAGCAGCAGAGGGCGCCC	V_CTCF_BR	40
chr2	73390997	73391147	id-53801	5.26e-07	-	GTGGTCCTTCAGGACATGACCACTGGGTGGCAGTG	Upstream_CTCF	40
chr2	73402806	73402956	id-53802	1	+	NA	NONE	21
chr2	73403505	73403655	id-53803	8.21e-06	+	CTTAAACCAGATCTCAGGGCCCCCAGAGGTCGGAA	V_CTCF_BR	6
chr2	73404599	73404749	id-53804	3.41e-08	-	CCGTCATTTCTCGCGGCGAGCAGCAGGGGGCGCGC	Upstream_CTCF	40
chr2	73439725	73439875	id-53805	6.47e-10	-	GGGGCCGTGCCCTCACTCACCACCAGGTGGCAGGG	Upstream_CTCF	40
chr2	73445976	73446126	id-53806	6.05e-06	-	TTCCAGAGAAACTGTGCAGCCACCAGGGGCCGTTC	V_CTCF_BR	1
chr2	73459897	73460047	id-53807	5.68e-06	+	CCCTAAGTCACCTGGGTCGGCGCTAGTGGGCGGGG	V_CTCF_BR	19
chr2	73462040	73462190	id-53808	4.23e-06	-	AGGCTGCAACCCCCAGCAACCACCAGGGCCTGGTA	UpstreamP1_CTCF	21
chr2	73487538	73487688	id-53809	1.19e-06	-	ACCACGTGTCAGAGATCACCCAGGAGGTGGCAGCA	V_CTCF_BR	40
chr2	73496335	73496485	id-53810	5.08e-05	+	GCGTGGTGATGGTGGTGGTGCAGCAGGTGCGGCGC	UpstreamP1_CTCF	22
chr2	73496488	73496638	id-53811	2.27e-05	+	AGCAGGGCGGCGGGCTCGGGAGCCAGCGGGAACCC	V_CTCF_BR	13
chr2	73510167	73510317	id-53812	3.09e-07	+	TACTTTTAGGAGGCATCTGCCAGCAGGTGGAGGTA	V_CTCF_BR	13
chr2	73516577	73516727	id-53813	3.18e-06	-	TAACATTTTAGAACAGTAGCCTGCAGAGGGCAATG	V_CTCF_BR	21
chr2	73517450	73517600	id-53814	1.47e-05	-	AGGTGAGAAACAGGTTTGGCAGCTAGAGGGAGCTC	V_CTCF_BR	40
chr2	73519102	73519252	id-53815	4.73e-07	+	GCCGCTACTCCCTCCCTCCCCACTAGGAGGGGTCA	Upstream_CTCF	30
chr2	73524861	73525011	id-53816	3.24e-06	-	TCTGCCCTACTGGCTGTGGAAGCCCGGGGGCACTG	Upstream_CTCF	2
chr2	73587554	73587704	id-53817	2.04e-05	-	TGAACACTACACAAAAGCAACAGAAGAGGGAGCTC	V_CTCF_BR	40
chr2	73613336	73613486	id-53818	2.19e-05	-	TCAGCTGCGCGCGTTTTCTCCGTCAGGCGGCGTGA	Upstream_CTCF	35
chr2	73737730	73737880	id-53819	2.31e-07	+	CCTGCTGGTAGGTGTCTCCCCACCAGGAGGCACGG	Upstream_CTCF	7
chr2	73830409	73830559	id-53820	1	+	NA	NONE	5
chr2	73847187	73847337	id-53821	3.8e-08	+	TTAAAGCTAGCATCATTGGCCTCCAGGGGGCACTC	V_CTCF_BR	35
chr2	73851913	73852063	id-53822	1	+	NA	NONE	28
chr2	73857923	73858073	id-53823	3.65e-07	+	TTTAGGCCAGCCTGTTTCACCACTAGAGGGAGCAC	V_CTCF_BR	30
chr2	73907430	73907580	id-53824	2.18e-07	+	TTAAAGCTAACATCATTGGCCTCTAGGGGGCACTC	V_CTCF_BR	40
chr2	73912157	73912307	id-53825	7.27e-06	+	AGACCATGTAAGGACACCGCCTGCAGGGGGAGACT	V_CTCF_BR	30
chr2	73917930	73918080	id-53826	3.65e-07	+	TTTAGGCCAGCCTGTTTCACCACTAGAGGGAGCAC	V_CTCF_BR	38
chr2	73955222	73955372	id-53827	2.33e-07	+	TTGTAATTCTATTTCCCCACCGCCAGAGGCCGGAC	UpstreamP1_CTCF	7
chr2	73973394	73973544	id-53828	2.97e-06	+	AGGAGTTCACAGGAGGGAGACAGGAGGGGGCGCTT	V_CTCF_BR	9
chr2	73981111	73981261	id-53829	8.17e-10	+	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	33
chr2	74007254	74007404	id-53830	2.81e-06	-	CCTGTGCTACTGGCCTCTGGCTAAAGAGGGCGCTG	Upstream_CTCF	40
chr2	74051182	74051332	id-53831	1.31e-05	+	GAGACCAGTCTTCAAACAAACTGTAGGGGGAGCTC	V_CTCF_BR	40
chr2	74054266	74054416	id-53832	1	+	NA	NONE	39
chr2	74066836	74066986	id-53833	1	+	NA	NONE	10
chr2	74078492	74078642	id-53834	6.48e-05	+	GGGCAGAACGTGCTAAAGGCCACAAGAGGTGCCAG	UpstreamP1_CTCF	39
chr2	74135166	74135316	id-53835	1.39e-05	+	TCGAGGCACCCAAGAGCCAGCAACAGAGGGAGCTC	V_CTCF_BR	38
chr2	74148426	74148576	id-53836	9.78e-07	+	GGGTAATTGCAGATAATGTCCTGGAGAGGGCAGCT	UpstreamP1_CTCF	39
chr2	74166717	74166867	id-53837	1	+	NA	NONE	29
chr2	74174594	74174744	id-53838	1.1e-05	+	GGGATGGGCATCATCCTGACCACCTGAGGGAGTGA	V_CTCF_BR	1
chr2	74208811	74208961	id-53839	1	+	NA	NONE	7
chr2	74210551	74210701	id-53840	1	+	NA	NONE	13
chr2	74211536	74211686	id-53841	6.84e-06	+	GTCGGGCCCGGCGCTCAGGCCTCCCGGGGGCGCCG	V_CTCF_BR	1
chr2	74214730	74214880	id-53842	1	+	NA	NONE	32
chr2	74223040	74223190	id-53843	2.97e-06	-	ACTAGGGACCCACAGAGAGCCTCTGGGTGGCGCAC	V_CTCF_BR	16
chr2	74225069	74225219	id-53844	2.27e-06	+	ATGAGGAGGAGAAGGACTTCCAGGAGGGGGAAGCA	V_CTCF_BR	14
chr2	74229457	74229607	id-53845	4.71e-06	+	GCGTCTGCTCCGCTCCGCTCCACCCGGAGGCGCAG	Upstream_CTCF	23
chr2	74229841	74229991	id-53846	7.27e-06	+	AGGCCCGCCGGCCGATGCACCAGAGGAGGCCGGCC	V_CTCF_BR	13
chr2	74231089	74231239	id-53847	6.73e-07	-	CTGTTTTCTCCGCCCTGGGCCAGCAGAGGATACTG	UpstreamP1_CTCF	18
chr2	74276255	74276405	id-53848	2.96e-05	+	GAGACACTGCAGGTCTCTGCCTGGGGGTGGTGGTG	V_CTCF_BR	1
chr2	74307543	74307693	id-53849	4.21e-05	-	CTTTCCCCTTCTCTCCATACCTGAAGAGGGAGACA	V_CTCF_BR	34
chr2	74332106	74332256	id-53850	1	+	NA	NONE	25
chr2	74346569	74346719	id-53851	2.06e-07	+	TGTGTTCTTCCTGTTCCTCACACCAGGAGGCACAC	Upstream_CTCF	32
chr2	74347355	74347505	id-53852	3.88e-06	+	CTGGCCGACGGCCTCCACGGCGGCAGGGGGCGACC	V_CTCF_BR	38
chr2	74347692	74347842	id-53853	1	+	NA	NONE	10
chr2	74355462	74355612	id-53854	7.73e-06	+	AAAATCGGAGAAACTGCCACCGCCAGGAGGAGCCA	V_CTCF_BR	20
chr2	74358871	74359021	id-53855	1.69e-05	+	ATGCAATGCTATACTCTAGCCACTGGGATTAAACA	UpstreamP1_CTCF	3
chr2	74366206	74366356	id-53856	4.31e-07	-	GACTGTCCCTGCGGGATTCCCTGGAGGGGGCGCCC	V_CTCF_BR	35
chr2	74369660	74369810	id-53857	5.28e-08	+	GCTGCACCACCCAGGGTTACCACTTGTGGGCAGGA	Upstream_CTCF	34
chr2	74375020	74375170	id-53858	3.42e-08	-	GGAGGCTGACGGCCTCCGGGCGGCAGGGGGCGGCC	V_CTCF_BR	40
chr2	74378663	74378813	id-53859	1.79e-08	-	TCTGCACCTTTATCGCTGGCCACTAGATGCCAGTC	Upstream_CTCF	40
chr2	74406219	74406369	id-53860	1	+	NA	NONE	34
chr2	74426238	74426388	id-53861	8.91e-07	-	GCTGCAGCAGCGCCCTCCGCCGCTAGGGTCCCCGC	Upstream_CTCF	40
chr2	74454921	74455071	id-53862	1.83e-05	+	AGGAAGACTCCGTACAGCACCGGCAGGGGGATACA	V_CTCF_BR	5
chr2	74456048	74456198	id-53863	5.72e-07	-	CCGGAGTGCTCTAACATGACCACAAGGAGGAACAG	UpstreamP1_CTCF	6
chr2	74459573	74459723	id-53864	5.34e-06	-	CCATCGCCCACATCGACAGCCTCAAGATGGAGACA	V_CTCF_BR	4
chr2	74477346	74477496	id-53865	4.38e-09	+	AGGATGAAGCTTCCTGCTGCCACCAGGTGGCGGCA	V_CTCF_BR	40
chr2	74480038	74480188	id-53866	4.14e-06	+	TTCTCATACACACCTCTTGTCAGCAGAGGGCACCT	V_CTCF_BR	1
chr2	74488462	74488612	id-53867	1.15e-06	+	CCTGCTGTGCCCAAGGCCACAGGCAGGGGCTGCAT	Upstream_CTCF	10
chr2	74488783	74488933	id-53868	2.53e-05	-	CAGTCAGGCAGCATTCCCATCACTGGGTGGCAGTC	V_CTCF_BR	39
chr2	74494288	74494438	id-53869	2.37e-05	+	GGTGTAATGACACAGCCTTCCTGGTGTGGGCAGCC	Upstream_CTCF	31
chr2	74505423	74505573	id-53870	5.52e-05	+	TTGTACTATCCTGGGTCAACCGCGTGATGGCCTTG	UpstreamP1_CTCF	4
chr2	74540881	74541031	id-53871	1.63e-05	-	TTTTCATTTCCATTCCTGGCCTCAAGGGTGGAGAA	Upstream_CTCF	1
chr2	74554369	74554519	id-53872	2.01e-05	-	TCTGAAATACTCTGGGCTGTCAGAAGGGTGCATCA	Upstream_CTCF	3
chr2	74560429	74560579	id-53873	1.26e-07	+	CTCACTCGCCAGGGATCTGCCAGGAGAGGGAGCTA	V_CTCF_BR	39
chr2	74562088	74562238	id-53874	1.67e-07	-	TGCCTGACTCCACTGCAGACCTCCAGAGGGCAGCA	V_CTCF_BR	40
chr2	74588604	74588754	id-53875	3.09e-05	-	CGGCTGGTTTTGGACAGCGACACCGGCTGGTGCTG	UpstreamP1_CTCF	0
chr2	74619193	74619343	id-53876	2.77e-07	-	CTGCGCTTTCTCCCCTCCGCCGAAAGAGGGCGCTC	UpstreamP1_CTCF	40
chr2	74627115	74627265	id-53877	1.61e-05	-	ATGTCTTACCTAGGTTTGTCCACAAGGAGGGGTCA	UpstreamP1_CTCF	40
chr2	74642064	74642214	id-53878	8.71e-06	+	GAGTCTGGGACCAGGACCTCAGCCAGAGGGCGCAC	V_CTCF_BR	27
chr2	74643939	74644089	id-53879	1.06e-05	-	CCTGCTCCCCCGGGTCTGTCAGGGAGGGGTAGCCA	Upstream_CTCF	23
chr2	74649213	74649363	id-53880	1	+	NA	NONE	35
chr2	74667532	74667682	id-53881	6.84e-06	-	GTGGAGGCGGGGGCGCTAGGCTGCAGCTGGCTCGG	V_CTCF_BR	35
chr2	74669438	74669588	id-53882	4.34e-05	-	ACCGCCCCATCAGTTGTGGCCACTAGGCTTAGGCG	Upstream_CTCF	14
chr2	74688597	74688747	id-53883	1.28e-06	+	TGAGCCACACAGCACCCCGCCAGTAGGGGGGATCA	Upstream_CTCF	39
chr2	74692259	74692409	id-53884	4.48e-07	-	GCGGCGGCGCCGCGCAGTGCCGGCAGAGGGAGTGC	Upstream_CTCF	40
chr2	74699901	74700051	id-53885	1	+	NA	NONE	13
chr2	74702160	74702310	id-53886	1.09e-07	-	ACTGTACCTCTGCCTTCAGCCTGCAGGGAGCGCTG	Upstream_CTCF	39
chr2	74709586	74709736	id-53887	4.43e-05	-	CGGTGTTGCTGCGGCTGCATCGCGAGCGGGAGCAG	V_CTCF_BR	15
chr2	74710399	74710549	id-53888	6.98e-07	-	AGTTTGGGTGCAGCAGCGACCTCCAGTGGGCAGCT	V_CTCF_BR	40
chr2	74716422	74716572	id-53889	3.24e-06	-	ACTGCTGTCCTCCCTCCCACCACCAGGCTCCCTCC	Upstream_CTCF	7
chr2	74730189	74730339	id-53890	1	+	NA	NONE	37
chr2	74734367	74734517	id-53891	3.06e-08	+	GCTGGCACTCCCCCTCCGCCCAGCAGAGGGCTCCG	V_CTCF_BR	38
chr2	74741952	74742102	id-53892	1.97e-06	+	GATCCTGAGCGGCCCCGAAACCCCAGGGGGCGGTC	V_CTCF_BR	2
chr2	74756154	74756304	id-53893	6.39e-05	+	TCAGCTGGGCCCCAGGGAACCGCCCCGTGGCGCTC	Upstream_CTCF	21
chr2	74759474	74759624	id-53894	2.27e-05	-	TGTACATAAAAGATGTACACCACATGAGGGCACCA	V_CTCF_BR	37
chr2	74763804	74763954	id-53895	1.22e-07	+	CTGTTGTTGCTTCTTCTGGCCACTGGATGCCGCGT	UpstreamP1_CTCF	4
chr2	74771902	74772052	id-53896	3.4e-06	-	GATCCTTCACAGGTCAGGCCCAGCAGAGGGAGCAT	V_CTCF_BR	33
chr2	74776022	74776172	id-53897	2.81e-05	-	TTCAGTAAGGACGCGGCCGCCCCTGGGAGGCGGCG	V_CTCF_BR	5
chr2	74782207	74782357	id-53898	4.5e-06	+	CGAGCACTCTCTCTCTCTCCCTAGAGGTGGAGGAA	Upstream_CTCF	13
chr2	74799422	74799572	id-53899	4.23e-06	+	AAGCAGTGTCTCCCTCTGTCGCCCAGAGTGCAGTG	UpstreamP1_CTCF	29
chr2	74804102	74804252	id-53900	1	+	NA	NONE	19
chr2	74812765	74812915	id-53901	1.1e-05	+	TTTCAGAAGGGAGTGAGCACCTCTTGGGGGCAGAC	V_CTCF_BR	18
chr2	74814910	74815060	id-53902	2.72e-06	-	TAGTTTTTTCCCATTGTGGCCGCAGGAGGGCAGGG	UpstreamP1_CTCF	40
chr2	74833171	74833321	id-53903	1	+	NA	NONE	4
chr2	74852749	74852899	id-53904	1	+	NA	NONE	2
chr2	74859487	74859637	id-53905	1	+	NA	NONE	29
chr2	74873438	74873588	id-53906	3.86e-05	-	GCTGCTTCTCTAGAGTCTATCAGGTGGAGGCAGTG	Upstream_CTCF	4
chr2	74875393	74875543	id-53907	3.09e-07	-	TCCCGCCCAGCCGCGCCGGCCTGAGGGGGGCGCCT	V_CTCF_BR	22
chr2	74902339	74902489	id-53908	7.97e-09	-	TAGGCTGTATCTGTAGTGACCAGCAGGGGGTGGCC	Upstream_CTCF	35
chr2	74917824	74917974	id-53909	1	+	NA	NONE	40
chr2	74942240	74942390	id-53910	3.36e-07	+	CGCTCAATTTCCTCTTTCACCTGCAGGTGGCAGCA	V_CTCF_BR	40
chr2	74967810	74967960	id-53911	2.15e-05	-	GCCCTTCGGTAGAAGAGCTCCTCCAGATGGATGAG	V_CTCF_BR	15
chr2	74975084	74975234	id-53912	1	+	NA	NONE	2
chr2	74989982	74990132	id-53913	1	+	NA	NONE	18
chr2	75063691	75063841	id-53914	7.12e-06	+	GTGTATTTCCTCTAAACTACCAATAGGGGCAGAAT	UpstreamP1_CTCF	39
chr2	75074284	75074434	id-53915	1.7e-05	+	ACTTGAATTCAGCCCTCTACCAGGAGGGTGTGCCC	Upstream_CTCF	5
chr2	75079009	75079159	id-53916	8.21e-06	+	AGACCCTGCTGTATCCAGGCAGGCAGGGGGCAGTC	V_CTCF_BR	13
chr2	75092658	75092808	id-53917	1	+	NA	NONE	17
chr2	75101959	75102109	id-53918	1.31e-05	-	TCCAGGGGCCATGGGTCTGCCTGCAGCTGCAGCAG	V_CTCF_BR	9
chr2	75103517	75103667	id-53919	2.02e-06	-	GTCCGGTGATTTAATTTTAACACTAGGTGGCACTG	UpstreamP1_CTCF	40
chr2	75106697	75106847	id-53920	4.5e-06	+	CCCGCATCTCTAACAGCCCCCAGTAGGCTGCAGCC	Upstream_CTCF	16
chr2	75114091	75114241	id-53921	5.68e-06	-	GGCCCCTTGCTCAATTCTGACAGTAGGTGGTGCTC	V_CTCF_BR	28
chr2	75115548	75115698	id-53922	1	+	NA	NONE	19
chr2	75145495	75145645	id-53923	1.64e-07	+	CACGCAGCACTCGTCCATGCCAGCAGGAGGCAAGG	Upstream_CTCF	32
chr2	75146981	75147131	id-53924	3e-08	+	AATGCAGATCTCGAGGGAGCCTCCAGGTGGCGCTC	Upstream_CTCF	40
chr2	75147230	75147380	id-53925	1.17e-05	-	CTTAGGTGTTGCCCACCGGGCACCGGAAGGCGGCC	V_CTCF_BR	2
chr2	75209837	75209987	id-53926	7.12e-06	-	AGGTAATTCAGCACAACAGCCAGTGAGTGGCAGTG	UpstreamP1_CTCF	30
chr2	75235087	75235237	id-53927	2.4e-05	-	GGTTCAGCCTGCCTGAAACTCAGCAGATGGCGCAC	V_CTCF_BR	6
chr2	75278458	75278608	id-53928	3.36e-07	+	AGAAGATGTGGAAGGGCAGCCAGCAGATGGCGAAG	V_CTCF_BR	9
chr2	75280767	75280917	id-53929	1.75e-07	+	GTGTATGCATAGCCAATCACCAGCAGGGGGAGGAA	UpstreamP1_CTCF	40
chr2	75292178	75292328	id-53930	6.53e-09	+	AATGTGAGGCAGGTAACTGCCACCAGGTGGCGCCA	V_CTCF_BR	40
chr2	75295830	75295980	id-53931	1	+	NA	NONE	10
chr2	75314993	75315143	id-53932	2.04e-05	+	TCACTGATGATGAACTCAGCCTCCAGTGGCAGGCA	V_CTCF_BR	2
chr2	75326017	75326167	id-53933	1.72e-06	+	ACATTTATTCCCCTCAGAACCAGCAGGTGGAGTGA	Upstream_CTCF	40
chr2	75357424	75357574	id-53934	9.4e-06	+	CTGCGTCCTGTGCCTGCAGCCACCAGATGGGGTGG	UpstreamP1_CTCF	26
chr2	75374828	75374978	id-53935	1.64e-05	-	CCACTGCACTCCAGCCTGGCCTACAGAGGGAGACT	V_CTCF_BR	5
chr2	75384715	75384865	id-53936	1.48e-06	+	AGAGGAGTGCCCTGTCCTTACACTAGATGGAACTG	Upstream_CTCF	35
chr2	75426789	75426939	id-53937	1.19e-06	+	GCCGGGAGCCCCACGCACTCCGCGAGGGGGCAGTA	V_CTCF_BR	38
chr2	75468977	75469127	id-53938	2.34e-06	-	TTGTAGTTTAGGCTGTGATTCAGTAGATGGCACTA	UpstreamP1_CTCF	37
chr2	75517978	75518128	id-53939	9.51e-07	-	GAATGGATTTTCCCTAGAGCCTCCAGAGGGAGCAC	V_CTCF_BR	36
chr2	75539203	75539353	id-53940	9.78e-07	+	CTGCAGTATCCGGGGACAGCCACAGGGGTTCCCTG	UpstreamP1_CTCF	30
chr2	75543232	75543382	id-53941	3.88e-06	+	CTCATGATCATCAGAGCCAGCTGCAGAGGGCACTG	V_CTCF_BR	33
chr2	75601548	75601698	id-53942	1.26e-05	+	TTTGTTCTACTATGCCCTGCCCCCAGAGGTGGAAT	Upstream_CTCF	8
chr2	75620609	75620759	id-53943	1	+	NA	NONE	4
chr2	75631194	75631344	id-53944	1.15e-08	-	TTGCAATTCTCAGGATAAACCAGTAGAGGGAGGAA	UpstreamP1_CTCF	40
chr2	75652465	75652615	id-53945	3.12e-08	-	CTGTAGCCCTCTGCCCTCACCAGTGGAGGGCAACC	UpstreamP1_CTCF	25
chr2	75691803	75691953	id-53946	7.97e-09	+	GCAGCAGTTGTGTATCTGCCCAGTAGAGGGAGGTC	Upstream_CTCF	40
chr2	75692819	75692969	id-53947	5.55e-07	+	GGGGCAGAGCTTGTCCAAGCCACTAGGTGCCACCG	Upstream_CTCF	38
chr2	75693962	75694112	id-53948	4.31e-07	-	GTAACATTAGATTTTCTGGCCTGTAGGTGGCGCTC	V_CTCF_BR	39
chr2	75708171	75708321	id-53949	3e-06	-	GAGTAGTTCCTGTTGGCTACAGGCAGAGGGCATGC	UpstreamP1_CTCF	40
chr2	75720376	75720526	id-53950	5.01e-06	-	CGGAGGAGCTGGAGCGCGCCCAGCGGCTGGAGGAG	V_CTCF_BR	1
chr2	75720547	75720697	id-53951	1	+	NA	NONE	1
chr2	75727529	75727679	id-53952	2.1e-05	-	GAATAAATATCACTTATTGCCAGAAGGAGGCATGA	Upstream_CTCF	1
chr2	75774563	75774713	id-53953	6.8e-06	+	CAAGCACGATGTCTAGTGACCAGCAGGTGACCTCC	Upstream_CTCF	6
chr2	75787222	75787372	id-53954	1	+	NA	NONE	35
chr2	75801333	75801483	id-53955	1.54e-05	+	CAGCTCTGAAGTGAGAGATTCTCTAGAGGGCACCG	UpstreamP1_CTCF	26
chr2	75825122	75825272	id-53956	3.36e-07	+	CCACCCCTGCCCTTTGCATCCAACAGGGGGCGGCA	V_CTCF_BR	6
chr2	75833434	75833584	id-53957	1	+	NA	NONE	33
chr2	75836321	75836471	id-53958	2.47e-07	-	CTGCCGCTGCCCGGCGCCGCCACACGGTGGCGCCG	UpstreamP1_CTCF	40
chr2	75841314	75841464	id-53959	1.06e-05	-	TCAGAGCTTGCTGAAGTGGCCTCTAGGAGCAGGCG	Upstream_CTCF	7
chr2	75855133	75855283	id-53960	6.53e-09	-	CGACAGCAAGCAGTGGCTACCACCAGGTGGCACCA	V_CTCF_BR	40
chr2	75864808	75864958	id-53961	1	+	NA	NONE	25
chr2	75867766	75867916	id-53962	3.22e-09	+	TTGCTGTGTGGTGCTGTGGCCACCAGAGGACAGCC	UpstreamP1_CTCF	40
chr2	75873787	75873937	id-53963	5.74e-05	-	ACGAGGTTGTTGCTGTCTGCCACCATATGGCGGCT	UpstreamP1_CTCF	19
chr2	75874991	75875141	id-53964	4.88e-05	-	CTGCAGTGAGCTAAAATCACCACTGCACTCCAGCC	UpstreamP1_CTCF	14
chr2	75881274	75881424	id-53965	2.2e-06	-	TTTGCCCTTCCACCTTTCACCATGTGAGGGCACAG	Upstream_CTCF	19
chr2	75904552	75904702	id-53966	2.41e-08	-	CAGCATCCCTGGCTTGTGCCCACTAGGTGGCAGTA	UpstreamP1_CTCF	40
chr2	75905898	75906048	id-53967	3.12e-08	+	ATGCAGCTTCAACTCCTGGGCTCAAGGGGGAGCCC	UpstreamP1_CTCF	7
chr2	75937767	75937917	id-53968	9.49e-08	+	CGCCACCTGCGCGCGGCCTCCTCCAGAGGGCGGCT	V_CTCF_BR	40
chr2	75943654	75943804	id-53969	1	+	NA	NONE	17
chr2	75957114	75957264	id-53970	2.53e-05	+	CGCAAAAAAATTTTTTCTTCCACATGAGGGCACTG	V_CTCF_BR	38
chr2	76014768	76014918	id-53971	5.68e-06	+	ATTAACATCTGAAGATCTACCACTAGATGGCACTT	V_CTCF_BR	40
chr2	76017970	76018120	id-53972	1.1e-05	+	GGGTAAGGCCTTGGGGTGCCCAGGTGAGGGTGCTA	V_CTCF_BR	1
chr2	76061876	76062026	id-53973	2.62e-07	-	ATGCTGTTTGCTTGTATCACCAGCAGAGGCTGCAG	UpstreamP1_CTCF	17
chr2	76124019	76124169	id-53974	4.17e-05	+	AGTTGTCTCTCTCTGGTTACCAGTAGAGGGAGTGT	Upstream_CTCF	35
chr2	76221994	76222144	id-53975	2.68e-05	-	CATTGCCATCCAATCCTGGCCACGAGAGGGCCCCT	Upstream_CTCF	12
chr2	76277435	76277585	id-53976	2.72e-06	+	GGTCATTGCCTCCTCTTTGGCACTAGATGGCAGTT	UpstreamP1_CTCF	7
chr2	76307406	76307556	id-53977	4.14e-06	+	TAAGCATGCAACTCACTTGCCTGAAGGGGGCAATG	V_CTCF_BR	10
chr2	76425105	76425255	id-53978	3.84e-11	+	GCTGCAATTCCAGTCGTCACCAGCAGGTGGAAATC	Upstream_CTCF	38
chr2	76487958	76488108	id-53979	1	+	NA	NONE	3
chr2	76508715	76508865	id-53980	9.51e-07	+	AAAGTTCCTAGCCCAGTCCCCAGCAGGTGGCACCT	V_CTCF_BR	8
chr2	76584419	76584569	id-53981	2.78e-06	-	TGGCCCTCTACTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	5
chr2	76691555	76691705	id-53982	8.71e-06	-	AGCAGCACAGCCGCAGTAAACTCCAGAGGTCAGTC	V_CTCF_BR	6
chr2	76827015	76827165	id-53983	9.25e-06	-	GCCAGGACAATGTAAACTATCAGTAGATGGCGCTA	V_CTCF_BR	39
chr2	77097275	77097425	id-53984	3.16e-06	-	ATGCAATCTATATATTCTTCCAGGAGAAGGCAGTA	UpstreamP1_CTCF	5
chr2	77180989	77181139	id-53985	1.28e-08	+	CCTGCAATACCACAGACAGACACCAGAGAGAGCAA	Upstream_CTCF	33
chr2	77331756	77331906	id-53986	6.43e-06	+	TTAAGACGTCCCCACTGGAACACTTGGTGGCGCCA	V_CTCF_BR	6
chr2	77488555	77488705	id-53987	4.34e-05	-	GTTTCATTTCCAGTTTGAGACACTAGGGGAATCTT	Upstream_CTCF	2
chr2	77524264	77524414	id-53988	5.28e-05	+	TCTTCCAGCATTTTAGAAGCCACAAGGGGGCCGTA	Upstream_CTCF	2
chr2	77635294	77635444	id-53989	1	+	NA	NONE	0
chr2	77662136	77662286	id-53990	3.31e-06	+	ATGCCTAGCCTCCCTCTGCCCACTAGATGCCAGTA	UpstreamP1_CTCF	16
chr2	77697168	77697318	id-53991	7.44e-05	+	TTCTTAGGACTGATACCGACCAGCAGGGGCATATA	Upstream_CTCF	8
chr2	77749436	77749586	id-53992	3.88e-06	-	AATGTGCAATCTGTTTTCTCCAGCGGAGGGCACTC	V_CTCF_BR	10
chr2	77762009	77762159	id-53993	6.15e-05	+	GCTGAGACCAAACTGGTCTCCAGCAGGGGGACAAT	Upstream_CTCF	4
chr2	77962912	77963062	id-53994	1.73e-05	+	GGCACCTTCCTCACCTTCTTCACAAGGTGGCAGGC	V_CTCF_BR	3
chr2	78182201	78182351	id-53995	2.04e-08	-	GATACAGTTCCCCTTCCTCCCTCCAGGGGGCGCCA	Upstream_CTCF	22
chr2	78204942	78205092	id-53996	1.03e-06	-	TTGAAGTTTGGGCAGTGATCCAGTAGATGGCACTT	UpstreamP1_CTCF	8
chr2	78250603	78250753	id-53997	5.61e-08	-	GCTGTAGCCACTGCTGCTGCCACCAGGGGCTGGGG	Upstream_CTCF	5
chr2	78342923	78343073	id-53998	1.56e-06	+	GCTGCTGTGTCCAAAATAAACACCAGGGGAGCAAG	Upstream_CTCF	10
chr2	78578452	78578602	id-53999	4.59e-07	+	TTGTAAGACTCACTTAAAGCCACCAGATGTCACTG	UpstreamP1_CTCF	19
chr2	78658476	78658626	id-54000	8.81e-07	+	ATTGATGATGCCAACCCAACCAGGAGGTGGCAGAC	V_CTCF_BR	12
chr2	78769259	78769409	id-54001	6.73e-07	-	GTGCTGGTTGGCCTCCTTACCTGGAGGTGGCGCTT	UpstreamP1_CTCF	6
chr2	78900233	78900383	id-54002	2.97e-06	+	CGATCTTAACTGCTTTCTGCCGACAGAGGGCACTG	V_CTCF_BR	34
chr2	78904548	78904698	id-54003	5.28e-05	+	TGGGCCATGGATTCCAGTCCCAGCAGGCAGCAGGG	Upstream_CTCF	3
chr2	79006326	79006476	id-54004	1.37e-05	-	TGTACTGTGCGGGAGCCCACCACGCGGGGGCGCTC	Upstream_CTCF	1
chr2	79088800	79088950	id-54005	8.58e-08	-	CGTGTAATGTAACCAACTACCACAAGGGGGAATAA	Upstream_CTCF	32
chr2	79206879	79207029	id-54006	1.39e-07	-	TGTGTAAAGAAGCAGAGGACCAGCAGGTGGCAGTG	V_CTCF_BR	39
chr2	79219658	79219808	id-54007	2.47e-08	+	TCTGCGCTTTACCAAACGGCCACCAGAGGGGATCC	Upstream_CTCF	35
chr2	79222066	79222216	id-54008	1	+	NA	NONE	2
chr2	79226668	79226818	id-54009	4.3e-08	-	CTGCATTTCTCAGAAGTAAACACAAGAGGGTGCTA	UpstreamP1_CTCF	37
chr2	79267190	79267340	id-54010	9.81e-06	-	CAGATGGAGAGTAAAATCAGCGGTAGAGGGCACCA	V_CTCF_BR	3
chr2	79268190	79268340	id-54011	5.12e-06	+	GGGCAGATGAAACAAATTACCACTAGAGGGAGAGT	UpstreamP1_CTCF	25
chr2	79332476	79332626	id-54012	2.06e-07	-	CCAGCAGTGTGAGATGCCACCTGTAGAGGGCTGCA	Upstream_CTCF	3
chr2	79446629	79446779	id-54013	4.24e-07	-	GAGGCCATATTCTAACAGGCCACAAGATGGCGGTA	Upstream_CTCF	40
chr2	79450789	79450939	id-54014	1.64e-05	+	TGGTGAATGACATAAGCTGACAGTTGGTGGCACTG	V_CTCF_BR	7
chr2	79462384	79462534	id-54015	6.8e-06	+	TTGTATTTTGGGCTTCAATCCAGTAGGTGGTGCAT	UpstreamP1_CTCF	16
chr2	79502451	79502601	id-54016	9.66e-05	-	TCTTCAGTACCTTCATGAGTTCCTAGGGGGCCCTA	Upstream_CTCF	8
chr2	79554713	79554863	id-54017	3.11e-05	+	ACAGATAATGCTAAAAGGGACACTAGGTGGCATTA	V_CTCF_BR	7
chr2	79596341	79596491	id-54018	1	+	NA	NONE	3
chr2	79699376	79699526	id-54019	1.04e-05	-	GGCTGCACGTGCAGTACCACCACCTGAAGGCAGGG	V_CTCF_BR	3
chr2	79739984	79740134	id-54020	3.41e-07	-	GCGGCAGCGGCCCGGATCGCCGCTAGGGGAGGCAG	Upstream_CTCF	27
chr2	79757679	79757829	id-54021	2.15e-05	+	AGGTTAAAGAATAGAGAGGCCGCTAGAGGCCACTG	V_CTCF_BR	16
chr2	79807398	79807548	id-54022	1	+	NA	NONE	9
chr2	79857259	79857409	id-54023	2e-06	-	TATGCCATGCCTTACAGTGCCACTTGGGGAAGCAC	Upstream_CTCF	13
chr2	79887818	79887968	id-54024	1	+	NA	NONE	11
chr2	79897486	79897636	id-54025	6.43e-06	+	TGCGATTTGGGTGGCTGCAGCGGCAGGGGGAGCTC	V_CTCF_BR	5
chr2	80082641	80082791	id-54026	2.89e-07	-	AGGGCAGTCACACCCCTTCCCTGCAGGTGGAGCTT	Upstream_CTCF	29
chr2	80087777	80087927	id-54027	2.08e-07	-	CTGTAGTTCCTCACTTGCTCCACAAGATAGCAACA	UpstreamP1_CTCF	37
chr2	80103663	80103813	id-54028	3.05e-07	-	GCAGTTGTCACACTCTTGGACAGAAGGTGGCAGCA	Upstream_CTCF	34
chr2	80114989	80115139	id-54029	1.48e-06	-	TTCTTAATGCTTTGTTTGGCCACCAGATGTCAGTG	V_CTCF_BR	40
chr2	80137933	80138083	id-54030	2.4e-05	-	CAGTGAGTTCTCTGGAGGGTCAGCAGGAGGAGCAC	V_CTCF_BR	12
chr2	80162991	80163141	id-54031	1.67e-07	+	GGACTGTCAAAGGACATGACCAGAAGAGGGCAGAC	V_CTCF_BR	39
chr2	80163564	80163714	id-54032	7.09e-08	-	TTGGAGTTTCCAGAAACAGCCACTAGATGGTGGCA	UpstreamP1_CTCF	37
chr2	80209722	80209872	id-54033	1.84e-06	-	ACCAAAATACTGTCACAGGCCTCCAGGGGGTGCCA	V_CTCF_BR	33
chr2	80281114	80281264	id-54034	1.76e-05	+	GTGCTCTGCAAAGCTTTGCCCCCCTTGTGGCTGCA	UpstreamP1_CTCF	5
chr2	80297838	80297988	id-54035	7.31e-05	-	ATGAGATTCCCCCCTAGAGCCTTCAGGGGGAGTAT	UpstreamP1_CTCF	4
chr2	80300292	80300442	id-54036	1.71e-06	+	ATCAAAGAAAAAAATATGACCACAAGGTGGCAGTG	V_CTCF_BR	40
chr2	80313943	80314093	id-54037	7.17e-05	+	GTTGTGCAACATAAACATACCACTGGGAGGCCGCA	Upstream_CTCF	18
chr2	80372293	80372443	id-54038	3.81e-05	+	GTATTTATAGACCCACAAGGCTGTAGGTGGCAGCA	V_CTCF_BR	3
chr2	80465930	80466080	id-54039	4.89e-09	-	CATGTTGTTCCCCATTCTGCCACTAGGTGGCCGGT	Upstream_CTCF	40
chr2	80483649	80483799	id-54040	2.94e-06	+	TCATCAATTCAAGTTTCCTCCACTTGGGGGAGTGA	Upstream_CTCF	35
chr2	80505460	80505610	id-54041	1.47e-05	-	TGGGTGAGAACTTCAACCACCAGTAGGTGGCAAAT	V_CTCF_BR	4
chr2	80515716	80515866	id-54042	7.91e-05	+	TTGCTGTTATGCAGTCTGCACAGACGGTGGAGTGC	UpstreamP1_CTCF	24
chr2	80526235	80526385	id-54043	1	+	NA	NONE	0
chr2	80531804	80531954	id-54044	1	+	NA	NONE	4
chr2	80549837	80549987	id-54045	1.16e-05	+	ATTGTCTTCTCACTCGGTGCCACTCGGGGGCCATA	Upstream_CTCF	0
chr2	80550871	80551021	id-54046	1	+	NA	NONE	10
chr2	80553452	80553602	id-54047	1.56e-06	+	ATGTCATTCTTTTCATCCTCCAGCAGATGGCAACT	UpstreamP1_CTCF	39
chr2	80555563	80555713	id-54048	6.9e-05	+	CAGGTAGTCCAGAGAGTCAGCCCTAGTGGCTGGAG	Upstream_CTCF	3
chr2	80627422	80627572	id-54049	1	+	NA	NONE	4
chr2	80656520	80656670	id-54050	1	+	NA	NONE	8
chr2	80665239	80665389	id-54051	1	+	NA	NONE	2
chr2	80726341	80726491	id-54052	3.63e-06	-	GCAGCATAGATACAGCACATCACCAGGGGGCACCA	V_CTCF_BR	40
chr2	80758574	80758724	id-54053	1	+	NA	NONE	7
chr2	81079300	81079450	id-54054	1.73e-06	+	TTGCAGGAAACAGCTTCCACCACTAGGAGTAAGGT	UpstreamP1_CTCF	9
chr2	81079987	81080137	id-54055	1.1e-05	-	GGCTTCTTGTAAGGCTCTACCAAGAGGGGGAGGTA	V_CTCF_BR	11
chr2	81123063	81123213	id-54056	3.65e-05	-	CTGAAAAACTGGATACCTGTCAGTAGGGGGAGAAA	UpstreamP1_CTCF	0
chr2	81195699	81195849	id-54057	5.2e-08	-	GTGCAGTTCAATAGATAAGCCAGTAGACGGCACTT	UpstreamP1_CTCF	8
chr2	81234343	81234493	id-54058	1.21e-06	+	TAGCATCTCTAGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	5
chr2	81382944	81383094	id-54059	1	+	NA	NONE	0
chr2	81462834	81462984	id-54060	1.84e-06	+	AAGTGAAGTACTTACTTGTCCAGCAGGTGGAAGTG	V_CTCF_BR	2
chr2	81493343	81493493	id-54061	3.88e-06	+	TGTGTTGGCAAACCATTTGTCTCCAGGTGGCGCTA	V_CTCF_BR	21
chr2	81551268	81551418	id-54062	4.01e-09	+	GTGCAGTTTGACCTACAAGCCAGTAGATGGCACTT	UpstreamP1_CTCF	30
chr2	81616443	81616593	id-54063	3.88e-06	-	GGTTGTAATACTGTTGCCTCCACCAGATGTCGCTG	V_CTCF_BR	29
chr2	81877812	81877962	id-54064	1	+	NA	NONE	27
chr2	82121839	82121989	id-54065	4.41e-06	-	TGTTTACATGTGAAATTAGTCACCAGAGGGAGCCC	V_CTCF_BR	9
chr2	82128265	82128415	id-54066	3.71e-05	+	GGTGCAATTCCCCTAGGATTAGAAAGGTGGCAACA	Upstream_CTCF	23
chr2	82250946	82251096	id-54067	3.48e-06	-	CGGACCTTCCCCTAAAGGCGCAGTAGGTGGCACTG	UpstreamP1_CTCF	21
chr2	82461535	82461685	id-54068	1.15e-07	+	CACGTAAGCACGGGGTCAGCCTGCAGAGGGAGCAC	V_CTCF_BR	12
chr2	82509350	82509500	id-54069	1.97e-06	+	CAGTGCCCCGCTGCTCAAACCTCTAGGGGGAGCAA	V_CTCF_BR	19
chr2	82571924	82572074	id-54070	7.12e-06	+	CTCTAATGGCTATGGAGCACCACCAGGCGTCACCA	UpstreamP1_CTCF	16
chr2	82729476	82729626	id-54071	2.43e-06	-	TGGCCCTCTTCTCATGGCTCCACTAGGTGGTGCCC	V_CTCF_BR	4
chr2	83018061	83018211	id-54072	5.17e-06	+	GCTGCGGTTTCAGGCTTTTCGGCCTGAGGGTGGAG	Upstream_CTCF	7
chr2	83214952	83215102	id-54073	3.56e-05	-	ACTTTTTTTTTTTTTTTTTCCACTAGATGGAGTCT	Upstream_CTCF	7
chr2	83243587	83243737	id-54074	4.24e-07	-	CCTGTGATTCAGTTACCTCCCACCAGGTGCCTCCC	Upstream_CTCF	10
chr2	83299156	83299306	id-54075	5.55e-07	+	CTTGCAATGGCCACTGAAGACACAGGGTGGCGACC	Upstream_CTCF	12
chr2	83423482	83423632	id-54076	1.56e-06	-	CCTGCAGTTTGAATTATTGCAGAAAGAGGGCAGTC	Upstream_CTCF	38
chr2	83460505	83460655	id-54077	2.58e-07	+	CCTGCAATTTATGCATGTGCCAGCAGGAGCTACCT	Upstream_CTCF	17
chr2	83743755	83743905	id-54078	1	+	NA	NONE	16
chr2	83744991	83745141	id-54079	6.46e-07	-	TTTGTGTGGTTGCCTCCTGCCAGGAGGTGGCGCTT	V_CTCF_BR	8
chr2	83814556	83814706	id-54080	5.3e-05	+	ATGAAGGCTTCATATGTAACCACGTGGAGGCAGAA	UpstreamP1_CTCF	6
chr2	83829992	83830142	id-54081	5.53e-08	-	GTGCAGTTCTACCTCCAGGTCAGTAGATGGTGCCT	UpstreamP1_CTCF	19
chr2	83862905	83863055	id-54082	1	+	NA	NONE	5
chr2	83922170	83922320	id-54083	1	+	NA	NONE	1
chr2	83969757	83969907	id-54084	8.71e-06	+	CAGAAATATGTACACCCTGCCTCTAGTGGGAAGAA	V_CTCF_BR	7
chr2	84009390	84009540	id-54085	3.11e-05	+	TGCAGGGTAAAATGAAAGAACACTAGATGGCACCT	V_CTCF_BR	5
chr2	84044758	84044908	id-54086	1.47e-05	-	GAAAAAGGAACGCTTATATACAGTAGGTGGCAGTA	V_CTCF_BR	30
chr2	84054864	84055014	id-54087	6.05e-06	+	CTTAAATTCCTATGCACTAACTGCAGAGGGCAGCA	V_CTCF_BR	17
chr2	84071731	84071881	id-54088	1	+	NA	NONE	10
chr2	84102279	84102429	id-54089	2.31e-06	+	GGAGTTACACCAGAAGTAGCCTCCGGGTGGTGCCG	Upstream_CTCF	3
chr2	84195089	84195239	id-54090	9.71e-06	-	GAAGAACATCAGAGCCTGAACACTAGGGGGAGAAG	Upstream_CTCF	25
chr2	84250067	84250217	id-54091	3.63e-06	+	CATACAGATTTAGAACTTGCCACCAGGAGGAGCTA	V_CTCF_BR	40
chr2	84304744	84304894	id-54092	1.92e-06	-	GTGATATTGCTAATTTCATGCTGCAGGGGGCACCA	UpstreamP1_CTCF	35
chr2	84485103	84485253	id-54093	6.48e-05	-	CTACACTTTAGCTGTAGAAACAGCAGGTGGAGTGA	UpstreamP1_CTCF	16
chr2	84528894	84529044	id-54094	1.37e-05	-	GCTGCATCCATGTGAATGGCCTCTAGAGACAGCAG	Upstream_CTCF	6
chr2	84530149	84530299	id-54095	2.38e-07	-	AAGCCTCCCCCTTCCCTTGCCACTAGGTGGTGCTA	V_CTCF_BR	40
chr2	84535566	84535716	id-54096	3.18e-06	-	TTGGCAGGGTGGTGGGGGGCCGGTAGGAGGAGCAG	V_CTCF_BR	4
chr2	84542047	84542197	id-54097	1.26e-07	-	TGCGTGAGGCGAAGGAAGGCCACAAGGTGGCAGCA	V_CTCF_BR	40
chr2	84600465	84600615	id-54098	9.27e-07	-	TTGCAATACCAGGATTCCTCCAGTAGTGGGAATTT	UpstreamP1_CTCF	9
chr2	84651399	84651549	id-54099	1.56e-05	-	TGTGTGTTACCATTTTCTTCCAGTAAGTGGCAGCA	Upstream_CTCF	38
chr2	84662594	84662744	id-54100	5.08e-05	-	ATTGCCTTCTTGCAGACGGTCAGCAGGCAGCGCCT	Upstream_CTCF	4
chr2	84685638	84685788	id-54101	1	+	NA	NONE	15
chr2	84719814	84719964	id-54102	1	+	NA	NONE	24
chr2	84722780	84722930	id-54103	2.46e-06	+	TGGTAATGCATATATTTGACCACGAGGTGGTGATG	UpstreamP1_CTCF	40
chr2	84753843	84753993	id-54104	1	+	NA	NONE	21
chr2	84799760	84799910	id-54105	1.21e-05	-	TCTGCAATTTGTCCCAGGAAAACTAGAGGTGACCA	Upstream_CTCF	16
chr2	84858326	84858476	id-54106	6.37e-07	-	AAGCAGTTACACAGCTTAGCCTGGAGAGGGGGATA	UpstreamP1_CTCF	40
chr2	84880555	84880705	id-54107	6.05e-06	+	TGGTGTTATGTTAGTCGGGCCAACAGGAGGCGGCA	V_CTCF_BR	17
chr2	84903418	84903568	id-54108	1	+	NA	NONE	6
chr2	84968701	84968851	id-54109	2.55e-06	+	ATAGCAGGGCAGCAAGTACCCTCTAGGGGGTGCAT	Upstream_CTCF	40
chr2	85058011	85058161	id-54110	6.49e-06	+	GCTACAGCTGAGACCTCTGCCAGGAGAGGGGGCTG	Upstream_CTCF	13
chr2	85067517	85067667	id-54111	1.06e-05	-	TGAGTGAGGGCCAGGCTGGCCAGCAGGGAGTGGTG	Upstream_CTCF	19
chr2	85085375	85085525	id-54112	2.78e-06	-	AAAATTTGTGCTCTGCTGGCCACAGGGTGGCAGGC	V_CTCF_BR	35
chr2	85092397	85092547	id-54113	9.27e-07	-	TTGTTATTGTTTACTCTTGCCAATAGATGGCACTA	UpstreamP1_CTCF	36
chr2	85097564	85097714	id-54114	1.93e-05	+	GGCATCATGAGCTTGACATACTCCAGGTGGCGCTT	V_CTCF_BR	6
chr2	85109351	85109501	id-54115	4.23e-08	-	CCGAAAGAGAAAGTTTTTGCCAGCAGGTGGCAGCG	V_CTCF_BR	40
chr2	85132521	85132671	id-54116	1.24e-05	+	CCCCACGCTGGGCACACTGCGAGCTGGGGGTGCCC	V_CTCF_BR	22
chr2	85153044	85153194	id-54117	2.68e-11	+	GCGTTGCACAACTCCCGGGCCACCAGGGGGCGCCA	V_CTCF_BR	34
chr2	85154239	85154389	id-54118	7.58e-10	-	GCTGTCACTCCAGAGATGACCACCAGATGGCGCCC	Upstream_CTCF	39
chr2	85173452	85173602	id-54119	9.51e-07	-	CACAGATCAGAAAGGGGAACCAGCAGAGGGTAGCA	V_CTCF_BR	13
chr2	85239005	85239155	id-54120	7.27e-06	+	TCCATACATTGCTAAGTGACCCCTAGGGGGCAACA	V_CTCF_BR	32
chr2	85241981	85242131	id-54121	2.43e-06	-	AAATACCTCTAGGAGTAAGCCACCAGGTGGCAACA	V_CTCF_BR	40
chr2	85242911	85243061	id-54122	5.7e-05	+	GAAGGAACTTGCTATTAAACCACTAGAGGGACGAC	Upstream_CTCF	34
chr2	85244967	85245117	id-54123	1.83e-05	+	GCTTTTTAAAAATGTGTTCCCACTAGAGGGCATCC	V_CTCF_BR	35
chr2	85294034	85294184	id-54124	4.96e-08	+	GGTGAAGTTCAGGACGGGGCCACGTGAGGGCGGTG	Upstream_CTCF	40
chr2	85358365	85358515	id-54125	3.18e-06	+	GGGTAGATTCTTTTCGGAGCCTCCAGAGGGAGCAT	V_CTCF_BR	40
chr2	85360055	85360205	id-54126	6.51e-07	+	TATGTGCGTCCGAGGCTTTCCCGCAGGGGGCAGTG	Upstream_CTCF	40
chr2	85375426	85375576	id-54127	1.59e-06	+	TAACAGGCCACCCCTTGTCCCTCCAGGTGGCAGTG	V_CTCF_BR	21
chr2	85389994	85390144	id-54128	4.01e-05	+	ATTACTCATCCACACATAGCCAGTAAAGGGCGCCG	V_CTCF_BR	4
chr2	85391371	85391521	id-54129	1	+	NA	NONE	13
chr2	85408491	85408641	id-54130	9.49e-08	+	CCTGCTGGGCATGGGCCCGCCTGCTGGGGGCAGCA	V_CTCF_BR	33
chr2	85413401	85413551	id-54131	4.64e-09	+	CTGCAGTGGCTCCTCCTTTCCATGAGGGGGCGCCA	UpstreamP1_CTCF	40
chr2	85416478	85416628	id-54132	1	+	NA	NONE	9
chr2	85442314	85442464	id-54133	4.14e-06	-	ATCACCTGCTACGGACTCACCACTGGGTGGAGCAC	V_CTCF_BR	26
chr2	85448364	85448514	id-54134	6.49e-06	+	TGTGCTGTTTGCCACTGGGCCACTAGTTGAGGAAA	Upstream_CTCF	7
chr2	85458471	85458621	id-54135	1	+	NA	NONE	16
chr2	85465084	85465234	id-54136	7.91e-05	+	CCGCCCTGGGCCGCCAGGGTCAGTGGGAGGAAAGG	UpstreamP1_CTCF	3
chr2	85467888	85468038	id-54137	3.29e-05	+	CTTGTACTTACAGATTAAGTCACCAAGGGGCAGAA	Upstream_CTCF	11
chr2	85470928	85471078	id-54138	1.38e-06	-	CCGCCCACCACATCTCCCACCCCCAGGGGGTGCTG	V_CTCF_BR	39
chr2	85477352	85477502	id-54139	1	+	NA	NONE	4
chr2	85493703	85493853	id-54140	5.72e-09	+	TCCGGTGGGGACTTGGGAACCACCAGGGGGCAGTG	V_CTCF_BR	38
chr2	85512696	85512846	id-54141	1.08e-08	-	CCACCAGGGCTGACTGGCACCACTAGAGGGCACCC	V_CTCF_BR	40
chr2	85515903	85516053	id-54142	9.81e-06	-	GACACAGTGCTCCTGGGGGACACTGGAGGGAAGAC	V_CTCF_BR	13
chr2	85526006	85526156	id-54143	3.91e-06	-	TGTGAGTTCTTACCGTTTCCCACTAGGTGGCATCA	Upstream_CTCF	39
chr2	85527570	85527720	id-54144	2.19e-08	-	AAACCGTTTATAACCATGACCACCAGGTGGCGCCA	V_CTCF_BR	39
chr2	85536305	85536455	id-54145	9.26e-05	-	AGGCTGCAGCCTTAGCCGACAGGAAGGCGGCAGAG	UpstreamP1_CTCF	4
chr2	85555351	85555501	id-54146	1	+	NA	NONE	30
chr2	85576497	85576647	id-54147	1.64e-05	-	CACCATCCCTGTGATTCAGCGGGCTGGGGGCGCTG	V_CTCF_BR	0
chr2	85594407	85594557	id-54148	5.68e-06	+	TGCACCAGCAGGGGTTGGAACTGAAGGTGGCAGTG	V_CTCF_BR	5
chr2	85618475	85618625	id-54149	2.38e-07	+	GAAGAGGCAGGGGCAGCAGCCGACAGGGGGCAGCA	V_CTCF_BR	40
chr2	85640781	85640931	id-54150	1.92e-05	-	CAGTAGTGCTCAGGGGAGACCACAAGGGTAGGAAC	UpstreamP1_CTCF	20
chr2	85641085	85641235	id-54151	1.08e-08	-	GGCGGCTCCTGGCCGCGCACCTCCAGGGGGCGGGG	V_CTCF_BR	21
chr2	85647879	85648029	id-54152	5.06e-11	+	GCTGCCATGCCCCTCCTCACCACCAGGGGTCGCCC	Upstream_CTCF	38
chr2	85663235	85663385	id-54153	4.17e-05	-	GGTGCGCCTCTGCCCTGGTCCTCCAGCGTGGGGAG	Upstream_CTCF	17
chr2	85663567	85663717	id-54154	3.31e-06	-	CGGCTGCCGCTGTGTCTGTCCACAAGGGGCAGAGG	UpstreamP1_CTCF	19
chr2	85666055	85666205	id-54155	2.15e-05	-	TATTCCAGGCCCAGAATATCCAATAGTGGGCAGTA	V_CTCF_BR	15
chr2	85682855	85683005	id-54156	4.34e-07	+	CAGCTGGCTTCACCTCTCACCAGCAGGGGACAGAC	UpstreamP1_CTCF	9
chr2	85706764	85706914	id-54157	3.97e-07	+	GAATGGATCTTCCTCCGAGCCTCCAGAGGGAGCAC	V_CTCF_BR	1
chr2	85730304	85730454	id-54158	3.91e-06	-	TGTGTGCTCCCTGTTAGTCCCCCAAGGGGGTGCAG	Upstream_CTCF	11
chr2	85764892	85765042	id-54159	6.05e-06	+	GCACCTTGTTCTACTGCCGCCAGCAGTAGGCAGCT	V_CTCF_BR	19
chr2	85765826	85765976	id-54160	6.18e-07	+	TCCGCGATTCCCGCCGCCTCCGCTGGGGGACGCGA	Upstream_CTCF	39
chr2	85779302	85779452	id-54161	2.74e-08	-	TGGGCATAGCTGGTTGCTTCCAGCAGGGGGCACCA	V_CTCF_BR	40
chr2	85788658	85788808	id-54162	5.51e-07	+	GCGCCGGATTCCTTGCTTGGCGGCAGGGGGCGGAA	V_CTCF_BR	26
chr2	85818802	85818952	id-54163	2.97e-06	-	ATTTCCGTCACCTCGTTCGCCTGCTGCTGGCACCG	V_CTCF_BR	0
chr2	85829696	85829846	id-54164	3.05e-07	-	GCCGCAGCTAGAGTCGGCGCCACGAGGGGGCCGAG	Upstream_CTCF	35
chr2	85830458	85830608	id-54165	1	+	NA	NONE	24
chr2	85831096	85831246	id-54166	3.84e-06	+	GTGCACAGGCGCAGGTTGCCCAGCGTGGGGAGCTG	UpstreamP1_CTCF	11
chr2	85864712	85864862	id-54167	3.97e-07	+	GCTGGTTTAAGTGTTCTGGCCACTAGGTGGTGCTG	V_CTCF_BR	40
chr2	85875847	85875997	id-54168	1.55e-05	+	GAGATAATGATGAAACCAACCAGCAGGGGGCTTGA	V_CTCF_BR	40
chr2	85906420	85906570	id-54169	1.21e-09	+	GTGCAATTCCAAAGCAGGACCGGAAGGTGGCGCCC	UpstreamP1_CTCF	39
chr2	85934455	85934605	id-54170	1.1e-06	-	AGAAGCTGATCATTTTCCTCCACTAGGTGGCAGCA	V_CTCF_BR	40
chr2	85945297	85945447	id-54171	1	+	NA	NONE	23
chr2	85956191	85956341	id-54172	5.01e-09	+	CTCGGCTGAGGTCCCGGGACCACGAGGGGGCAGCA	V_CTCF_BR	40
chr2	85969022	85969172	id-54173	5.63e-06	-	CGGCAGGGGGACGGGCCAGCCAGGGGGGGCAAGGC	UpstreamP1_CTCF	11
chr2	85976187	85976337	id-54174	1	+	NA	NONE	21
chr2	85977734	85977884	id-54175	1.97e-06	+	CAGTCCCAATAGTGTGATACCACCAGGGGGTGCTG	V_CTCF_BR	40
chr2	85981862	85982012	id-54176	1	+	NA	NONE	25
chr2	85996886	85997036	id-54177	1.55e-07	+	GATTCAGTTCCACCTATGGCCCCTAGGGTGCCCAC	Upstream_CTCF	40
chr2	85999319	85999469	id-54178	1	+	NA	NONE	4
chr2	85999608	85999758	id-54179	1.83e-05	-	GGGAGAGCTGGGGAATGTGCCAGCAGAGGGCCGGG	V_CTCF_BR	36
chr2	86025215	86025365	id-54180	1.1e-05	-	CATTCCTAGTTCCAAAAAGCCCCAAGGGGGCACTG	V_CTCF_BR	39
chr2	86031846	86031996	id-54181	1.77e-09	-	CTGTAGTTCCTGATATCCTCCTGCAGGGGGAGGGG	UpstreamP1_CTCF	40
chr2	86041436	86041586	id-54182	3.83e-09	-	CGATGCCAGCCCAGCCTGGACAGCAGAGGGCGCTG	V_CTCF_BR	40
chr2	86054626	86054776	id-54183	1.1e-06	+	CTGTGCACGCGGCCTCACAACACCAGGTGGCGCGG	V_CTCF_BR	40
chr2	86057901	86058051	id-54184	1.48e-06	+	AAAGATAGCCATCTATGAACCAGCAGGTGGCACCT	V_CTCF_BR	33
chr2	86065377	86065527	id-54185	2.28e-05	+	TAGGCAAGTCTCCTCATACCAGCAAGGAGGCGCTC	Upstream_CTCF	14
chr2	86070787	86070937	id-54186	3.33e-08	-	CTGCAATTAGCAAGTGCTGCCACCAGGGGCGTGGG	UpstreamP1_CTCF	39
chr2	86099983	86100133	id-54187	2.29e-05	-	TTGTAGCTGTTGCATGTGGTCGCTAGGCGGCTTTA	UpstreamP1_CTCF	10
chr2	86100912	86101062	id-54188	5.93e-06	-	GCATCCTCACCTGGACCTACCACCAGGGGGGACAT	Upstream_CTCF	40
chr2	86114859	86115009	id-54189	9.49e-08	+	CCCGGGGGAGGGCAGCTAAACACCAGAGGGCAGGA	V_CTCF_BR	36
chr2	86115883	86116033	id-54190	5.61e-08	+	GCTGCGCCACGTACCTCGGCCGGCAGGTGCCGCCG	Upstream_CTCF	35
chr2	86116213	86116363	id-54191	1.38e-08	-	CCCCCGCCCCGGGTGCGTCCCTGCAGGGGGCGCCC	V_CTCF_BR	40
chr2	86151968	86152118	id-54192	6.46e-07	+	GAACATGCTTTCTGCCCGCCCAGCAGAGGGAAGAC	V_CTCF_BR	6
chr2	86240723	86240873	id-54193	5.17e-06	-	ATGGCCCTTCCTCATTCCTCCACAAGGAGACAGAG	Upstream_CTCF	21
chr2	86249205	86249355	id-54194	2.27e-05	-	AGCAAGCGAGGCCATTTGTCCAGCAGGGGCAGAAG	V_CTCF_BR	32
chr2	86252476	86252626	id-54195	3.09e-05	+	GTGTAATTCCCTAAGGCCACCACAGTGAGTCCCTG	UpstreamP1_CTCF	34
chr2	86263218	86263368	id-54196	1.83e-05	-	TGTGAATCTGACTTTCCAAACAGCAGGTGGTGGAG	V_CTCF_BR	31
chr2	86263668	86263818	id-54197	1	+	NA	NONE	32
chr2	86268188	86268338	id-54198	1	+	NA	NONE	31
chr2	86296546	86296696	id-54199	2.43e-06	+	TCCCTCTGGACAGCTGTGACCACAAGGGGTTGCCC	V_CTCF_BR	18
chr2	86306027	86306177	id-54200	1	+	NA	NONE	40
chr2	86307129	86307279	id-54201	8.16e-07	-	CCGCTGTCTGCCAGGCCCATCACAAGGTGGCGCCA	V_CTCF_BR	40
chr2	86315198	86315348	id-54202	3.09e-07	+	GGTGGACAGCCAGGAGTAGCCTGCAGGAGGCGCTC	V_CTCF_BR	40
chr2	86332809	86332959	id-54203	1	+	NA	NONE	32
chr2	86345394	86345544	id-54204	5.17e-06	-	TTAGTACTTCCACCAACAAACTCAGGAGGGCAGAG	Upstream_CTCF	9
chr2	86421099	86421249	id-54205	1.7e-05	+	ACATCAATGTTATGAATGGCCTCTAGAGGCCTTGA	Upstream_CTCF	29
chr2	86429202	86429352	id-54206	1.04e-05	+	GCTTAATCACATGATTGATCCACCAGAAGGCGCAG	V_CTCF_BR	23
chr2	86448330	86448480	id-54207	5.75e-09	+	CTGCTGTGCTCCCCAACAGCCAGCAGGAAGCAGCA	UpstreamP1_CTCF	40
chr2	86451898	86452048	id-54208	6.64e-05	+	ACTGTGTCTGATCATGAAACCACCAGATGTCATGG	Upstream_CTCF	3
chr2	86453007	86453157	id-54209	2.18e-07	+	GAGAAGCAGGTCATGGCAACCACCAGGTGGCTGTG	V_CTCF_BR	4
chr2	86471524	86471674	id-54210	7.9e-07	-	CTGCAATTATAGTCAGCGGCCAACAGGCGATAGCC	UpstreamP1_CTCF	19
chr2	86477278	86477428	id-54211	1.04e-05	-	CAGGGTGGTTCAGTGTGCGTCACCTGGTGGCACAG	V_CTCF_BR	22
chr2	86524637	86524787	id-54212	5.17e-06	-	GTGGCTGTTCTTGGTCTCCCAGCTAGGTGGCATCC	Upstream_CTCF	34
chr2	86525896	86526046	id-54213	4.04e-08	+	TTGCTGTATCCCTTTGTCACCAGCAGATGGGAATC	UpstreamP1_CTCF	38
chr2	86537209	86537359	id-54214	1	+	NA	NONE	8
chr2	86595518	86595668	id-54215	1.19e-06	-	CAGGCGTTCTCTGCTGGCTCCCCCAGAGGGCGCAC	V_CTCF_BR	40
chr2	86597809	86597959	id-54216	1	+	NA	NONE	18
chr2	86599387	86599537	id-54217	1	+	NA	NONE	7
chr2	86600122	86600272	id-54218	8.19e-06	-	ATGTGGTGACAGATCCTAGATCCCAGGGGGAGCTC	UpstreamP1_CTCF	40
chr2	86623681	86623831	id-54219	1	+	NA	NONE	40
chr2	86627704	86627854	id-54220	6.8e-06	+	GGTGCAATTTCCAGCAAGTCCCAAGGAGGGGAGCT	Upstream_CTCF	8
chr2	86714298	86714448	id-54221	6.23e-05	+	GGGTCTTTCCCCCTAGACACTAATAGATGGCAGTG	UpstreamP1_CTCF	11
chr2	86745735	86745885	id-54222	9.06e-08	+	CAGCAGCCCTGGTTTCTGCCCACTAGATGCCAGTA	UpstreamP1_CTCF	40
chr2	86747521	86747671	id-54223	1	+	NA	NONE	17
chr2	86848514	86848664	id-54224	1	+	NA	NONE	13
chr2	86902889	86903039	id-54225	1.55e-05	-	GGAGACGCAATCAACTTCACCTCTAGGTGGCATGC	V_CTCF_BR	23
chr2	86930907	86931057	id-54226	1.64e-05	-	GTGACTGCACTCAGCGTTCCCTCTGGGTGGCAGAC	V_CTCF_BR	16
chr2	86991971	86992121	id-54227	6.37e-07	+	TTGATGTTACCATAGACTTCCACAAGATGGCAGAC	UpstreamP1_CTCF	40
chr2	86998064	86998214	id-54228	2.02e-06	+	TTGCAGTTACCTTGTTCTTCCAGCAGGTAACCCTG	UpstreamP1_CTCF	3
chr2	87017861	87018011	id-54229	1	+	NA	NONE	0
chr2	87035582	87035732	id-54230	6.39e-08	+	AATCTGATGCCCTGTCGGCCCAGCAGGGGGCGGTG	V_CTCF_BR	40
chr2	87127927	87128077	id-54231	3.29e-05	+	AATGCCTCAGCCCAGTACTCCACTTGATGGCGTTA	Upstream_CTCF	33
chr2	87268819	87268969	id-54232	4.66e-08	-	CCTGGATTAATATCAGTCTCCACCAGAGGGAGGCA	Upstream_CTCF	36
chr2	87420669	87420819	id-54233	1	+	NA	NONE	30
chr2	87445013	87445163	id-54234	3.55e-08	-	TTGCTCTTTAGACCTTCTCCCACTAGAGGGCGCGC	UpstreamP1_CTCF	27
chr2	87456541	87456691	id-54235	1	+	NA	NONE	22
chr2	87568892	87569042	id-54236	1	+	NA	NONE	32
chr2	87570581	87570731	id-54237	1	+	NA	NONE	11
chr2	87768955	87769105	id-54238	3.16e-05	-	GAAGTGCCTCTCGGGGAGGCCTCTAGACGGGGCTG	Upstream_CTCF	8
chr2	87771152	87771302	id-54239	1	+	NA	NONE	35
chr2	87776130	87776280	id-54240	1	+	NA	NONE	9
chr2	87795700	87795850	id-54241	4.17e-05	+	CATCCTATTCAAAGCAGTCCCTGTAGGTGGTGGTG	Upstream_CTCF	5
chr2	87802569	87802719	id-54242	3.73e-06	-	AAAGCGATGACTCAGGGAGGCAGCAGGGGGCATCC	Upstream_CTCF	10
chr2	87959778	87959928	id-54243	9.66e-05	+	AGAGCGGTGCACTGTGCATCCACTAGGGCTCTCCC	Upstream_CTCF	5
chr2	87983199	87983349	id-54244	1.93e-05	-	GTCCCAGTGGAGGGATGGGGCAGAAGAGGCCAGAC	V_CTCF_BR	14
chr2	88301448	88301598	id-54245	1.96e-08	-	GGCTTGATGCTAGTCTCTGCCAGTAGAGGGCGCTG	V_CTCF_BR	40
chr2	88302785	88302935	id-54246	3.48e-06	+	GGGCGCTGCCGCGGGGCTCCCAGAAGAGGCAACAG	UpstreamP1_CTCF	6
chr2	88308331	88308481	id-54247	1.97e-06	-	ATCTCCACAACACACAGAGCCAGCAGAGGGCTCAT	V_CTCF_BR	8
chr2	88316494	88316644	id-54248	1	+	NA	NONE	8
chr2	88321705	88321855	id-54249	6.8e-06	+	TAGGTTCTTGCTCTGGGGCCCAGGAGGGAGCGCAG	Upstream_CTCF	2
chr2	88353197	88353347	id-54250	1	+	NA	NONE	3
chr2	88355325	88355475	id-54251	1	+	NA	NONE	15
chr2	88360002	88360152	id-54252	3.12e-08	+	TTGCAGCTCCTTTGATCTGCCACTAGATGGTGATC	UpstreamP1_CTCF	40
chr2	88381804	88381954	id-54253	8.64e-05	-	ACTGCTGTGTCCCCATCCACTAGGAGGTGTATTGC	Upstream_CTCF	8
chr2	88436292	88436442	id-54254	9.62e-05	-	TGCCAAGGACCAGGAAAGACCAGTAGGGGAGACAA	UpstreamP1_CTCF	1
chr2	88459528	88459678	id-54255	1.09e-07	-	GAGCTGGTTACACTCACTGCCACTAGATGGCAGTA	UpstreamP1_CTCF	40
chr2	88470300	88470450	id-54256	1	+	NA	NONE	7
chr2	88486729	88486879	id-54257	3.88e-06	-	TGCCTCAATGTCCAGTGTTTCAGCAGAGGGCGCCA	V_CTCF_BR	40
chr2	88487579	88487729	id-54258	2.89e-07	+	GCTGTGCTTCTCCAAGAGTCCTCCAGGGGCTGCTG	Upstream_CTCF	36
chr2	88490426	88490576	id-54259	2.86e-06	+	ATGCTCAACCGGAGAAGAACCAGTAGGAGGAGCTG	UpstreamP1_CTCF	28
chr2	88491092	88491242	id-54260	1.91e-08	+	TCAGCAATGATTTGTGTGGCCAGAAGAGGGCAGCA	Upstream_CTCF	40
chr2	88512145	88512295	id-54261	5.52e-05	+	GGGCTGGGAGGCCACAGCACCTCTAGAGGAGGGAA	UpstreamP1_CTCF	40
chr2	88552283	88552433	id-54262	4.88e-05	+	CTGTGTTACTGCAGAACAGAAGGCAGGGGGCATTA	UpstreamP1_CTCF	4
chr2	88607471	88607621	id-54263	2.18e-07	-	TGTCTTTTCCATACTGTCCCCACCAGAGGGCAGCA	V_CTCF_BR	40
chr2	88649404	88649554	id-54264	1	+	NA	NONE	9
chr2	88650585	88650735	id-54265	2.64e-08	+	AGAGGAGTTCCATGTTGGACCTCTAGGTGGCGCGA	Upstream_CTCF	40
chr2	88691007	88691157	id-54266	1	+	NA	NONE	10
chr2	88748039	88748189	id-54267	2.38e-07	-	GCCTTCCCACTCCCCAGAGCCTCCGGAGGGCACCA	V_CTCF_BR	7
chr2	88754402	88754552	id-54268	1.03e-05	-	CTGTAACACAGGTGAAGAGTCGCTAGGTGGCTCTG	UpstreamP1_CTCF	31
chr2	88788855	88789005	id-54269	7.44e-06	-	ACTGTTTTCCCCTTTATGGCCACAGGATGTCATTT	Upstream_CTCF	6
chr2	88802954	88803104	id-54270	7.12e-06	-	CCGCGGATCCCACACCAGGGCCCTAGGTGGAGCTG	UpstreamP1_CTCF	2
chr2	88817443	88817593	id-54271	6.43e-06	+	CTCTTGGAGGCTCCAGGATCCTGGAGAGGGAGCAA	V_CTCF_BR	1
chr2	88853833	88853983	id-54272	3.8e-07	-	CCTGCAACTACAGTAGCTGTCACCAGGTGACAGTC	Upstream_CTCF	33
chr2	88890657	88890807	id-54273	6.34e-08	+	AGTGCTCTACTGATTTATGCCACAAGAGGGCCCAC	Upstream_CTCF	39
chr2	88914690	88914840	id-54274	4.34e-05	-	GGAGCAAGACCTCACGAATGCGTAAGGGGGAGCTC	Upstream_CTCF	0
chr2	88927019	88927169	id-54275	1.85e-05	-	TTGGTAGGTGCGATGTTGACCACCAGGGAAAGTCC	Upstream_CTCF	11
chr2	88966847	88966997	id-54276	1	+	NA	NONE	7
chr2	88969271	88969421	id-54277	1.95e-07	-	GGAGCAATGTTATGAGTTACCATCAGGTGGCAGAC	Upstream_CTCF	40
chr2	88971447	88971597	id-54278	8.76e-09	-	TTGCTATGCCTATTTTTGCCCACTAGAGGGCAAGC	UpstreamP1_CTCF	40
chr2	88990576	88990726	id-54279	3.81e-05	+	TGCAGCTCCACCTGCTTCACCACTAGGTGCAGAAG	V_CTCF_BR	35
chr2	88991170	88991320	id-54280	4.24e-07	-	GCAGCGGGGCCAAGACCCGCCCGTAGAGGGTGCTG	Upstream_CTCF	39
chr2	89010416	89010566	id-54281	4.88e-05	+	AAGCAGTGAGGTGCCCTGAACGCTAGGCGACCAGC	UpstreamP1_CTCF	0
chr2	89039639	89039789	id-54282	4.24e-09	+	GGTGGAGTTCTTGCAGTGCCCACTAGGTGTCACTC	Upstream_CTCF	40
chr2	89113223	89113373	id-54283	1	+	NA	NONE	18
chr2	89131311	89131461	id-54284	5.35e-09	+	GTGTCCTGGCTGCATGGGGCCAGCAGGGGGCGATC	UpstreamP1_CTCF	40
chr2	89132204	89132354	id-54285	2.84e-05	+	GAGGAGTCGCCCTGGGCTGCCACTAGGGCTCCCAC	UpstreamP1_CTCF	17
chr2	89173709	89173859	id-54286	1.92e-06	+	CTGTGACTGTCACACTCTGTCAGCAGATGGCAGTG	UpstreamP1_CTCF	39
chr2	89179987	89180137	id-54287	9.51e-07	+	ACACATTTTCTTCTTTCTGCCACTAGGTGGAGGCA	V_CTCF_BR	40
chr2	89180367	89180517	id-54288	5.35e-09	+	TTGCAGTGCATAAACTTGACCAGCAAAGGGCAGCA	UpstreamP1_CTCF	15
chr2	89203383	89203533	id-54289	2.34e-06	+	GTGTCATTGCATATTCAGACCCCAAGAGGGAGCTG	UpstreamP1_CTCF	39
chr2	89218975	89219125	id-54290	8.61e-08	-	CAATCCCTCTCCATTCCCACCAGCAGAGGGAGGCA	V_CTCF_BR	38
chr2	89233686	89233836	id-54291	1.76e-05	-	CTGTACCACCATCTGTCCATCTCTAGAGGGGGTTG	UpstreamP1_CTCF	24
chr2	89240806	89240956	id-54292	9.71e-06	+	GCAGCTCTTCTCACTACTGCCCCCTGAAGGACAGC	Upstream_CTCF	39
chr2	89249654	89249804	id-54293	1.55e-05	-	ATACTGGCATTAATGTATTCCACTAGAGGGCTCCA	V_CTCF_BR	38
chr2	89259155	89259305	id-54294	1	+	NA	NONE	34
chr2	89260984	89261134	id-54295	8.91e-07	+	GCAGCTCTTCTCACTACTGCCCCCAGAAGGACAGC	Upstream_CTCF	23
chr2	89267460	89267610	id-54296	3.81e-05	-	ATAGTGGCATTAATGTATTCCGCTAGAGGGCTCCA	V_CTCF_BR	29
chr2	89286602	89286752	id-54297	1.26e-05	+	GCAGCTCTTCTCACTACTGCCCCCCGAAGGACAGC	Upstream_CTCF	25
chr2	89303864	89304014	id-54298	8.91e-07	+	GCAGCTCTTCTCACTACTGCCCCCAGAAGGACAGC	Upstream_CTCF	14
chr2	89311861	89312011	id-54299	1	+	NA	NONE	3
chr2	89394685	89394835	id-54300	8.91e-07	+	GCAGCTCTTCTCACTACTGCCCCCAGAAGGACAGC	Upstream_CTCF	14
chr2	89412050	89412200	id-54301	4.02e-07	+	CCAGCTCTTCTCACTACTGCCCCCAGGAGGACAGC	Upstream_CTCF	35
chr2	89444916	89445066	id-54302	1.56e-05	+	GTTGCTATGCCAAAGAGGGACATCTGGTGGCTGCT	Upstream_CTCF	7
chr2	89454048	89454198	id-54303	1	+	NA	NONE	25
chr2	89459917	89460067	id-54304	2.46e-08	-	CGGAGCTCGTCTGCAGGTGCCAGCAGAGGGCGCTT	V_CTCF_BR	16
chr2	89504746	89504896	id-54305	9.39e-07	-	GGTGTCTTGGCGGAGTTGACCACAAGAGGGGGCAC	Upstream_CTCF	37
chr2	89512755	89512905	id-54306	8.52e-08	+	CTGCTGTCAGCAGAGGGCGGCACCAGGAGGAGCAG	UpstreamP1_CTCF	35
chr2	89524410	89524560	id-54307	1.24e-05	+	GGCAAAGAAAAAGAGATGTCCACAGGATGGCAGTA	V_CTCF_BR	12
chr2	89542861	89543011	id-54308	1	+	NA	NONE	3
chr2	89572751	89572901	id-54309	9.62e-08	-	ATGCTATGTTAGAAACTGGCCAATAGATGGCAGAC	UpstreamP1_CTCF	36
chr2	89848712	89848862	id-54310	1	+	NA	NONE	0
chr2	89851173	89851323	id-54311	1	+	NA	NONE	0
chr2	89853141	89853291	id-54312	1	+	NA	NONE	0
chr2	89867056	89867206	id-54313	1	+	NA	NONE	0
chr2	89867544	89867694	id-54314	1	+	NA	NONE	0
chr2	89868078	89868228	id-54315	1	+	NA	NONE	1
chr2	89868747	89868897	id-54316	1	+	NA	NONE	0
chr2	89869263	89869413	id-54317	1	+	NA	NONE	25
chr2	89870302	89870452	id-54318	1	+	NA	NONE	0
chr2	89872034	89872184	id-54319	1	+	NA	NONE	0
chr2	89872478	89872628	id-54320	1	+	NA	NONE	0
chr2	89875261	89875411	id-54321	1	+	NA	NONE	0
chr2	89875597	89875747	id-54322	1	+	NA	NONE	0
chr2	89876935	89877085	id-54323	1	+	NA	NONE	0
chr2	89878411	89878561	id-54324	1	+	NA	NONE	0
chr2	89879096	89879246	id-54325	1	+	NA	NONE	0
chr2	89881285	89881435	id-54326	1	+	NA	NONE	4
chr2	89913720	89913870	id-54327	2.33e-07	+	TTGCTATGTCAAACACCTGCCCCTAGATGGCAAAC	UpstreamP1_CTCF	6
chr2	89948211	89948361	id-54328	9.62e-08	+	ATGCTATGTTAGAAACTGGCCAATAGATGGCAGAC	UpstreamP1_CTCF	39
chr2	89977699	89977849	id-54329	3.8e-08	+	AGGCCCAGCAGGGTCTACACCAGCAGGGGGCGCAG	V_CTCF_BR	7
chr2	89989696	89989846	id-54330	1.96e-07	+	TTGCTATGTCAAAGACCTGCCTCTAGATGGCAAAC	UpstreamP1_CTCF	3
chr2	89996177	89996327	id-54331	1.24e-05	-	GGCAAAGAAAAAGAGATGTCCACAGGATGGCAGTA	V_CTCF_BR	26
chr2	90016180	90016330	id-54332	4.71e-06	+	GGTGTCTTGGCGGAGTTGACCACAAGAAGGGGCAC	Upstream_CTCF	9
chr2	90075299	90075449	id-54333	5.28e-05	-	GTTGCCTTGCCAAAGAGGGACATCTGGTGGCTGCT	Upstream_CTCF	10
chr2	90108251	90108401	id-54334	1.22e-08	+	CGGCGCTCATCTGCAGGTGCCAGCAGAGGGCGCCT	V_CTCF_BR	39
chr2	90126762	90126912	id-54335	4.02e-07	-	CCAGCTCTTCTCACTACTGCCCCCAGGAGGACAGC	Upstream_CTCF	23
chr2	90144096	90144246	id-54336	1.28e-06	-	GCGGCTCTTCTCACTACTGCCCCCAGAAGGACAGC	Upstream_CTCF	20
chr2	90246415	90246565	id-54337	6.05e-06	+	ATATTGGCATTAATGTATTCCACTAGAGGGCACCA	V_CTCF_BR	33
chr2	90254859	90255009	id-54338	8.91e-07	-	GCAGCTCTTCTCACTACTGCCCCCAGAAGGACAGC	Upstream_CTCF	14
chr2	90265385	90265535	id-54339	1.26e-05	-	GCAGCTCTTCTCACTACTGCCCCCCGAAGGACAGC	Upstream_CTCF	19
chr2	90485359	90485509	id-54340	1	+	NA	NONE	3
chr2	91670075	91670225	id-54341	1	+	NA	NONE	22
chr2	91677457	91677607	id-54342	8.02e-05	+	GCTGCACTACCTTGGTCTGGCCATGGGTAGTCGTG	Upstream_CTCF	27
chr2	91757865	91758015	id-54343	4.88e-08	+	GGGGAGTTCCACGCAGCACCCACGAGGTGGCGCCG	UpstreamP1_CTCF	38
chr2	91759859	91760009	id-54344	1.48e-06	-	GGTGACAACAGCGCCTCTACCTCTAGCGGGAGGCG	V_CTCF_BR	18
chr2	91761797	91761947	id-54345	2.97e-06	+	GTGCCTGAAGGCATTCCAGCCAAGAGGTGGCAGAG	V_CTCF_BR	21
chr2	91766824	91766974	id-54346	5.51e-07	+	CAGCTCACTGCAGCCTTGACCACCTGGGGGCTCAA	V_CTCF_BR	14
chr2	91775649	91775799	id-54347	3.18e-06	-	GCACCCTTGAGCAGGGCTACCACCAGGGGCCTGGG	V_CTCF_BR	6
chr2	91799444	91799594	id-54348	5.68e-06	+	ATGACAGCCAGCTTCTCTTCCAGAAGGTGGTGCCC	V_CTCF_BR	19
chr2	91808422	91808572	id-54349	2.5e-05	-	ATGCTGCGAAGCACCCTACGCGGCAAGGGGCCCAG	UpstreamP1_CTCF	13
chr2	91815136	91815286	id-54350	3.95e-10	+	CTGCTATGGGAGAGCGCAACCAGCAGGGGGCGCTG	UpstreamP1_CTCF	40
chr2	91816726	91816876	id-54351	1.93e-05	+	ACCTCCTTCTGCCTTCAAGACACAAGATGGCGCTT	V_CTCF_BR	40
chr2	91818765	91818915	id-54352	3.84e-06	+	GTGTAATTTCCAGTCTCTGCCTCCAGGGATTGCTG	UpstreamP1_CTCF	39
chr2	91947648	91947798	id-54353	9.27e-07	+	CTGATTCTTCCAGCTTCTGCCACAAGGTGGCTCTA	UpstreamP1_CTCF	40
chr2	91954206	91954356	id-54354	1	+	NA	NONE	4
chr2	91962019	91962169	id-54355	1.85e-05	-	CCTTCAGTCTTCCAGAAAGCAGCTAGAGGGCTCTG	Upstream_CTCF	24
chr2	92032602	92032752	id-54356	7.54e-08	+	GCTCAGTGCCAAACAGGGGTCACCAGGGGGAGCCG	UpstreamP1_CTCF	2
chr2	92081434	92081584	id-54357	1	+	NA	NONE	4
chr2	92083234	92083384	id-54358	1.22e-07	+	CCTGCAGTACCACAGACAGATACCAGAGGGAGCAA	Upstream_CTCF	27
chr2	92272633	92272783	id-54359	1	+	NA	NONE	0
chr2	92272897	92273047	id-54360	1	+	NA	NONE	0
chr2	92274545	92274695	id-54361	1	+	NA	NONE	0
chr2	92275887	92276037	id-54362	1	+	NA	NONE	0
chr2	92276241	92276391	id-54363	1	+	NA	NONE	0
chr2	92281273	92281423	id-54364	1	+	NA	NONE	0
chr2	92286710	92286860	id-54365	1	+	NA	NONE	0
chr2	92289637	92289787	id-54366	1	+	NA	NONE	0
chr2	92290472	92290622	id-54367	1	+	NA	NONE	0
chr2	92291073	92291223	id-54368	1	+	NA	NONE	0
chr2	92296774	92296924	id-54369	1	+	NA	NONE	0
chr2	92300630	92300780	id-54370	1	+	NA	NONE	0
chr2	92300930	92301080	id-54371	1	+	NA	NONE	0
chr2	92305698	92305848	id-54372	1	+	NA	NONE	0
chr2	92306040	92306190	id-54373	1	+	NA	NONE	0
chr2	92308003	92308153	id-54374	1	+	NA	NONE	0
chr2	92309164	92309314	id-54375	1	+	NA	NONE	0
chr2	92317682	92317832	id-54376	1	+	NA	NONE	0
chr2	92318631	92318781	id-54377	1	+	NA	NONE	0
chr2	92320074	92320224	id-54378	1	+	NA	NONE	0
chr2	92320361	92320511	id-54379	1	+	NA	NONE	0
chr2	92320776	92320926	id-54380	1	+	NA	NONE	0
chr2	92321669	92321819	id-54381	1	+	NA	NONE	0
chr2	92323367	92323517	id-54382	1	+	NA	NONE	0
chr2	92324147	92324297	id-54383	1	+	NA	NONE	0
chr2	95403001	95403151	id-54384	3.11e-05	-	GTTGAACGCGTGGAGCTTACGGCTGGAGGGCGCCA	V_CTCF_BR	6
chr2	95424999	95425149	id-54385	4.14e-06	+	GTCCCTCAGAACTCTTGCACCACGTGGTGGCAGCA	V_CTCF_BR	10
chr2	95428356	95428506	id-54386	3.56e-05	-	CCCACATTTCCAGTGTCAGCCAGCAGGGAGGCCCA	Upstream_CTCF	5
chr2	95463110	95463260	id-54387	2.2e-06	-	ATTGTGATCTTTAGTATTACCACTAGAGGGTGCCT	Upstream_CTCF	39
chr2	95523163	95523313	id-54388	7.44e-05	-	GCTGCAGCCCTACCTGCCGGCGCGCGCCGCCAGGG	Upstream_CTCF	13
chr2	95536201	95536351	id-54389	9.78e-09	-	GGCGCGATTCCCCACACGGCCAGCGGAGGGCGACG	Upstream_CTCF	39
chr2	95540049	95540199	id-54390	6.94e-09	+	ATTGCGTTTCCGCCCAAGGCCAGCAGAGGGAGCCT	Upstream_CTCF	40
chr2	95622656	95622806	id-54391	1.9e-09	-	GATGCAGTTGTCTGTGAAGCCAGCAGGGGGAGCAG	Upstream_CTCF	39
chr2	95630074	95630224	id-54392	4.38e-09	-	CCAGGGGGTGTGCTCAGAACCACCAGGGGGCACTG	V_CTCF_BR	10
chr2	95636228	95636378	id-54393	2.34e-06	-	GTGCACAGGTAGCAGATGACCAGAAGGAGGTGCTT	UpstreamP1_CTCF	7
chr2	95652247	95652397	id-54394	4.48e-07	+	CATGTGTTCCCATCTTTGGCCAGCAGGAGGCTGCT	Upstream_CTCF	40
chr2	95663905	95664055	id-54395	1.17e-05	+	AGGTCGGCCACCGAGCGCCCCACTGGGTGGCGCGT	V_CTCF_BR	2
chr2	95679324	95679474	id-54396	3.56e-05	+	GATGAGAATCCCTCCTTCACCAGCAGGGTGAGTGG	Upstream_CTCF	15
chr2	95684772	95684922	id-54397	2.28e-05	+	TGGGCGCCTCCTCATCTGTCATCCAGGTGGGGCAG	Upstream_CTCF	8
chr2	95685509	95685659	id-54398	5.52e-05	-	GTGTCACACACAGGCTCTGCGAGCACAGGGAGCCA	UpstreamP1_CTCF	3
chr2	95688157	95688307	id-54399	2.96e-09	+	GCTGCCATTCCCCCATCCGCCAGCAGGTGCCCTCA	Upstream_CTCF	40
chr2	95688985	95689135	id-54400	4.71e-06	+	GTATCAACCACCTCATTCACCAGCAGGTGGCCCAG	Upstream_CTCF	25
chr2	95706326	95706476	id-54401	6.27e-08	-	CTTCTGTGCTTTCCCAAGGCCACCAGGAGGAGCAC	UpstreamP1_CTCF	12
chr2	95708407	95708557	id-54402	1.96e-08	-	GACTCCAGGTGGCTCCCAGCCTCCAGGTGGCAGTG	V_CTCF_BR	12
chr2	95718655	95718805	id-54403	1	+	NA	NONE	10
chr2	95719465	95719615	id-54404	1.21e-06	-	CAGGTAGTTCTCGAGAGCTGCTCCAGGGGTCAGCA	Upstream_CTCF	26
chr2	95728499	95728649	id-54405	7.44e-05	+	CCTCCTGCACTCTCCTCTTCCCCTAGAGGCAGAGA	Upstream_CTCF	13
chr2	95742580	95742730	id-54406	1.39e-07	+	GTGCCCAACCCAGTTCGGGCCAGCAGGTGGCGTTC	V_CTCF_BR	40
chr2	95743287	95743437	id-54407	3.45e-05	-	ACTGGGTCTGTTAAGACGGCCACTTGGGGCTGCTG	V_CTCF_BR	20
chr2	95745839	95745989	id-54408	3.63e-06	-	TATCTAAACATCTTTACAACCACCAGGGGGCAAGA	V_CTCF_BR	40
chr2	95781193	95781343	id-54409	8.16e-07	-	AATACGTTGCTGGCTGTTTACAGCAGAGGGCGCCA	V_CTCF_BR	40
chr2	95787428	95787578	id-54410	4.24e-07	+	CCTGCCGTCCCGCTACACAGCACGGGGAGGCAGCC	Upstream_CTCF	34
chr2	95831484	95831634	id-54411	1	+	NA	NONE	26
chr2	95858759	95858909	id-54412	8.17e-10	+	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr2	95872923	95873073	id-54413	7.91e-05	-	CATCTCCGCTACTGTGAGGGCGGAAGGCGGCGCCC	UpstreamP1_CTCF	37
chr2	95873331	95873481	id-54414	2.6e-06	+	GAGGGTGGCGGGAGGACCCCCGGGTGGGGGCGCCA	V_CTCF_BR	15
chr2	95897492	95897642	id-54415	6.04e-09	+	CCTGTAGTTCCGTTCAGCCTCACCAGGTGGCAGTG	Upstream_CTCF	40
chr2	95930494	95930644	id-54416	1	+	NA	NONE	13
chr2	95943457	95943607	id-54417	1.56e-05	-	ACTGCCATGGCTCTTACTGCCCCTGGTGGCAGCAA	Upstream_CTCF	27
chr2	95955134	95955284	id-54418	4.66e-08	+	GCTGCAGAGCCAGCAAGTCCCTCCAGGTGTCACCC	Upstream_CTCF	20
chr2	95979491	95979641	id-54419	2.84e-05	-	ATGCCAGGCATCTCCCAAGGCGCTAGGTGGGGCCC	UpstreamP1_CTCF	3
chr2	95980925	95981075	id-54420	1.39e-07	-	CAGTTCAGTGCCCAGCCAGCCACCAGGTGGCAGGT	V_CTCF_BR	40
chr2	95982469	95982619	id-54421	1	+	NA	NONE	22
chr2	95988270	95988420	id-54422	8.13e-06	+	AAAGCAGTGCTGCCCCTGGCCACAAGGGCAGGGCT	Upstream_CTCF	10
chr2	95989232	95989382	id-54423	8.08e-08	+	GCAGGCATTCCCTCCTCTTCCACCAGGGGGTAGCA	Upstream_CTCF	39
chr2	95989687	95989837	id-54424	4.03e-06	+	CTGCACCTGATGGGGCGGGGAGGCAGAGGGAGCCC	UpstreamP1_CTCF	0
chr2	95993417	95993567	id-54425	1	+	NA	NONE	6
chr2	95996283	95996433	id-54426	1	+	NA	NONE	14
chr2	95999523	95999673	id-54427	1	+	NA	NONE	5
chr2	96011376	96011526	id-54428	1.67e-07	-	GAGCCTGGCCCTCTGCTGCCCTCCAGCGGGCGCGG	V_CTCF_BR	40
chr2	96012525	96012675	id-54429	5.34e-06	-	GGGTTGGCTGGGCCGGGGCCCCGTGGAGGGCGGCG	V_CTCF_BR	4
chr2	96018811	96018961	id-54430	1	+	NA	NONE	1
chr2	96045363	96045513	id-54431	2.43e-06	+	TCCATTGTAGGGACCAGCACCCCCAGGGGGAGCTG	V_CTCF_BR	39
chr2	96055017	96055167	id-54432	3.34e-10	+	GTGCTGCGTCCCCCACTGACCGCCAGGGGGCGACT	UpstreamP1_CTCF	40
chr2	96058573	96058723	id-54433	1.92e-06	+	GCGCCATGACCTGGGTGCTCCACCAGGGAGCAGCC	UpstreamP1_CTCF	37
chr2	96067817	96067967	id-54434	8.16e-07	-	GGGAAACGGGACTCCATCCCCTGCAGAGGGCAGGC	V_CTCF_BR	9
chr2	96069114	96069264	id-54435	6.43e-06	+	AGCCTCGTCCCTGAGGCAACAGCCAGAGGGCGCCT	V_CTCF_BR	37
chr2	96079856	96080006	id-54436	1.26e-07	+	AGAGTTGGGTTGTCACTGTCCGGCAGGGGGCAGCA	V_CTCF_BR	38
chr2	96192148	96192298	id-54437	4.65e-05	+	GGCTCCTGGAGCGCCCCTGCCGGGAGCTGTTGGGG	V_CTCF_BR	35
chr2	96199213	96199363	id-54438	1	+	NA	NONE	16
chr2	96234373	96234523	id-54439	1	+	NA	NONE	5
chr2	96332512	96332662	id-54440	1.43e-05	+	GTGTCCACTCCCTGAGAGTCCACTAGGGGAAGCCA	Upstream_CTCF	36
chr2	96394787	96394937	id-54441	4.88e-05	-	CAGAGGATATCAAATCTCACCACAAGGTGGGAGCA	UpstreamP1_CTCF	38
chr2	96615118	96615268	id-54442	9.51e-07	-	ATCCCTGCTGAAGAGGGATCCAGAAGGGGGAGCCC	V_CTCF_BR	17
chr2	96658618	96658768	id-54443	4.98e-09	+	CTGCATTTACACACGTTAGCCACTAGATGGGGACG	UpstreamP1_CTCF	15
chr2	96675674	96675824	id-54444	8.16e-07	-	GGGAAACGGTGCTCCATCCCCTGCAGAGGGCAGGC	V_CTCF_BR	14
chr2	96676947	96677097	id-54445	6.43e-06	+	AGCCTCGTCCCTGAGGCAACAGCCAGAGGGCGCCT	V_CTCF_BR	39
chr2	96688566	96688716	id-54446	1.39e-07	+	AGAGTTGGGTTGTCACTGTCCTGCAGGGGGCAGCA	V_CTCF_BR	40
chr2	96714903	96715053	id-54447	6.37e-07	-	CTGCTGGAAGCCCTTGCTGTCTGCAGGTGGCGATG	UpstreamP1_CTCF	15
chr2	96729293	96729443	id-54448	3.4e-06	+	CTCTGCCCTCACATCTAGGCCTGTAGATGGAAGCA	V_CTCF_BR	40
chr2	96755584	96755734	id-54449	1	+	NA	NONE	6
chr2	96757611	96757761	id-54450	1.72e-06	-	CCTGCCTCACCAAGCTTCCCCTGGGGAGGGCACCA	Upstream_CTCF	2
chr2	96764477	96764627	id-54451	1.24e-05	-	AGGTTGATGGGATCTTTAGGCAGAAGGTGGCTGCC	V_CTCF_BR	4
chr2	96777682	96777832	id-54452	2.6e-05	+	CCTCATCACCCACATCAGGCCTCTGGGTGTCAGCA	UpstreamP1_CTCF	6
chr2	96779222	96779372	id-54453	8.34e-07	+	AGGCTCTGATGCCAGTACCCCACCTGGGGGCGCTG	UpstreamP1_CTCF	20
chr2	96782836	96782986	id-54454	5.72e-09	-	CGGGCTGGGCCCGCGGGCGGCAGCAGGGGGCGCTC	V_CTCF_BR	40
chr2	96783657	96783807	id-54455	1	+	NA	NONE	21
chr2	96785150	96785300	id-54456	1	+	NA	NONE	3
chr2	96804530	96804680	id-54457	6.39e-08	+	CTTCTGAGGTTCCTTCCTGCCTCCAGGGGGCAGAG	V_CTCF_BR	40
chr2	96808086	96808236	id-54458	5.08e-07	-	GGGGTACCTGCCGACGCTGCCGGGAGGGGGTGCTG	V_CTCF_BR	14
chr2	96809971	96810121	id-54459	8.08e-08	-	GCTGCAGTCACTCGTCAGACCTGCAGGGGCTGCAG	Upstream_CTCF	28
chr2	96813385	96813535	id-54460	5.68e-06	-	ACAGCCCCAAGACAAATGGCCTCAAGGGGGTGACA	V_CTCF_BR	6
chr2	96819765	96819915	id-54461	7.23e-07	-	CCTGAGATGCCCTTGGTGGCCACTGGGAGCCACTC	Upstream_CTCF	16
chr2	96828344	96828494	id-54462	1	+	NA	NONE	1
chr2	96830509	96830659	id-54463	7.73e-06	-	TGTGTGCTGCGGTCTCCGGTCTCCTGGGGGCAGGC	V_CTCF_BR	4
chr2	96840374	96840524	id-54464	2.44e-10	-	CCTGCAGCTTCCATGTTGAGCAGCAGGGGGCAGGG	Upstream_CTCF	40
chr2	96874391	96874541	id-54465	3.83e-09	+	CCCTGTGGCTCCTCGGCGACCTCCAGCGGGCGCCC	V_CTCF_BR	28
chr2	96875850	96876000	id-54466	1	+	NA	NONE	1
chr2	96879191	96879341	id-54467	8.02e-05	+	TGGGTGGTTACACCAGGATGGGGTAGGGGGCAGTA	Upstream_CTCF	9
chr2	96899713	96899863	id-54468	1	+	NA	NONE	7
chr2	96907082	96907232	id-54469	2.81e-06	-	TGAGCTGCTAATGCAAATCCCACTAGGAGGCAGGC	Upstream_CTCF	12
chr2	96918813	96918963	id-54470	1	+	NA	NONE	7
chr2	96926559	96926709	id-54471	1.28e-06	-	TGTGGGATAACCTGGCTGGGCACTAGAGGGCTCTG	V_CTCF_BR	39
chr2	96930664	96930814	id-54472	5.51e-07	-	AACTGCCTGGTGTTCATGCCCACCAGGTGGCTCTG	V_CTCF_BR	40
chr2	96932228	96932378	id-54473	1.48e-06	+	GCGTAGTGCAGGCGCTCAGCCTGCAGGGGAGGCTG	UpstreamP1_CTCF	39
chr2	96932977	96933127	id-54474	1.72e-06	-	CTTGCAGATCCAGCTGTCACCTAAAGGCGGAGCGC	Upstream_CTCF	40
chr2	96937861	96938011	id-54475	6.05e-06	-	TTGAGTGAGTCTGAAACTGCCTGCTGATGGCAGTG	V_CTCF_BR	18
chr2	96945164	96945314	id-54476	7.02e-05	+	ACACAGCGCCCCTCATCGTCCTGCAAAGGGCGGTT	UpstreamP1_CTCF	0
chr2	96950884	96951034	id-54477	1	+	NA	NONE	0
chr2	96987746	96987896	id-54478	1	+	NA	NONE	18
chr2	97011226	97011376	id-54479	8.89e-06	-	TAGGGTTTACCAAGTAGGGGCACTAGAGGGAGACT	Upstream_CTCF	39
chr2	97023602	97023752	id-54480	1	+	NA	NONE	4
chr2	97025172	97025322	id-54481	7.8e-08	+	GGGTGGGCATGACCCCCGGGCACTAGAGGGCACAC	V_CTCF_BR	29
chr2	97073182	97073332	id-54482	9.62e-08	+	AGGCACTTCCTCTGAGAGGACGGCAGAGGGCGCAG	UpstreamP1_CTCF	40
chr2	97075040	97075190	id-54483	4.73e-07	+	TTTGTTGCTACCAGCCAGACCACCAGGTGGCCCAT	Upstream_CTCF	35
chr2	97080160	97080310	id-54484	2.67e-06	-	GCTGCAGTGAGTTATGACACCAGATGGTGGCAGAT	Upstream_CTCF	14
chr2	97136398	97136548	id-54485	1.38e-08	+	GTTCCAGCCCCGCGACCCACCGGCAGAGGGCGGTA	V_CTCF_BR	35
chr2	97163738	97163888	id-54486	1.16e-05	+	CTTGCTATCCTGTTGGGGAACAGGTGGAGGCAGCA	Upstream_CTCF	9
chr2	97173885	97174035	id-54487	4.92e-12	-	CCTGCAGTACTGACCGCCGCCAGCAGGGGCCGCCT	Upstream_CTCF	40
chr2	97175234	97175384	id-54488	1.2e-08	-	TGGTCAGTTCCGCTGCCGGCCACCGGGTGGCAGTG	Upstream_CTCF	40
chr2	97186591	97186741	id-54489	3.36e-05	+	AGGCAGTACAGAGGTTTGTCCTCATGCTGGCTGAA	UpstreamP1_CTCF	8
chr2	97193000	97193150	id-54490	3.48e-06	+	CGGCAGCAGAGCCTGCGGGGCTGGAGGAGGCGCCC	UpstreamP1_CTCF	12
chr2	97193438	97193588	id-54491	3.97e-07	+	GCCCACAGGGGCCAGGCAGCCCGCAGGGGTCGCTC	V_CTCF_BR	29
chr2	97202215	97202365	id-54492	1	+	NA	NONE	37
chr2	97203619	97203769	id-54493	1.55e-05	+	CTCTTGCCCCACCCGGGCTCCTCTGGTGGGAGCCC	V_CTCF_BR	0
chr2	97213541	97213691	id-54494	1	+	NA	NONE	8
chr2	97215808	97215958	id-54495	3.71e-10	+	CGGAGCTGCAAGGACCCCGCCGCCAGGGGGCGCCC	V_CTCF_BR	34
chr2	97220211	97220361	id-54496	1.76e-09	-	AGTGCATTCTTCAGATCGGCCTCCAGAGGGCGCCG	Upstream_CTCF	40
chr2	97240242	97240392	id-54497	8.03e-07	+	GGGTCTTTGCTAATAGAGGCCACCAGAGGGAGGCT	Upstream_CTCF	38
chr2	97245313	97245463	id-54498	1	+	NA	NONE	9
chr2	97246600	97246750	id-54499	1.84e-06	-	GTCTCACTGTCCTGGCCTAACAGGAGGTGGCAGCA	V_CTCF_BR	31
chr2	97268399	97268549	id-54500	3.88e-06	+	CTCCCTACACCTGCCCAGCCCAGCAGATGGCAGAT	V_CTCF_BR	23
chr2	97269945	97270095	id-54501	2.93e-07	+	GAGCTGCCAGGAGATGTGGCCACCAGGCGGCTCTG	UpstreamP1_CTCF	34
chr2	97351555	97351705	id-54502	3.84e-06	+	AGGCAGGGCAGGAATGGTGACACTGGGAGGCAGTA	UpstreamP1_CTCF	19
chr2	97361436	97361586	id-54503	9.4e-06	-	CAGTTGTCTACCACCTTCACCACGAGGGGCAGTGC	UpstreamP1_CTCF	7
chr2	97405502	97405652	id-54504	6.23e-05	-	AAGCCCTACCAGGGTGAGGCGCCCAGGGTGAGGTG	UpstreamP1_CTCF	24
chr2	97414171	97414321	id-54505	1	+	NA	NONE	0
chr2	97422987	97423137	id-54506	1	+	NA	NONE	13
chr2	97426391	97426541	id-54507	2.18e-07	-	CAGCGCCGCCGCGCGAGAGCCGCCAGCGGGTACCC	V_CTCF_BR	30
chr2	97426761	97426911	id-54508	1.28e-06	-	AGCACCAGCAGCACCGGCGCCGCCAGGAGGAGGCG	V_CTCF_BR	39
chr2	97428843	97428993	id-54509	4.1e-06	-	GCTGAAGATTTCCAGCAGACCACTGGAGGGAAGCT	Upstream_CTCF	22
chr2	97429517	97429667	id-54510	3.6e-07	-	ACCGCAGCCTCTGCCTTCACCACTAGGGGTCTGTC	Upstream_CTCF	40
chr2	97437632	97437782	id-54511	2.91e-05	-	GAAGCAATTCTGATCGTAACCTCTGGGGAATGCTC	Upstream_CTCF	11
chr2	97459201	97459351	id-54512	5.86e-07	+	CCTGTCATGCAGCTGGCTGCCACCCGAGGGTGCAC	Upstream_CTCF	6
chr2	97466829	97466979	id-54513	2.6e-10	-	CTGCAGTGTGCAGGCACAGGCAGCAGGTGGCAGCG	UpstreamP1_CTCF	40
chr2	97481084	97481234	id-54514	1	+	NA	NONE	8
chr2	97481926	97482076	id-54515	2.43e-06	+	GGGTAGGCTGCGCGAGAGGCCGAGAGGGGGCAGCA	V_CTCF_BR	40
chr2	97485872	97486022	id-54516	5.96e-07	+	TGGCAGGCCTGGAGAGGAGCCCCAAGAGGGCAGCA	V_CTCF_BR	15
chr2	97490390	97490540	id-54517	9.25e-06	+	TGTGAGGCATTTGTGTTCTCCACTGGAGGGAGGCA	V_CTCF_BR	14
chr2	97523885	97524035	id-54518	2.19e-05	+	CGGCCGTGCCCCGAGGCCTCCGCGCGAGGGCGTCC	UpstreamP1_CTCF	40
chr2	97524549	97524699	id-54519	4.24e-07	+	CCTGCTCTTCCTTACAAGTCCAGCAAGGGGCAGGT	Upstream_CTCF	37
chr2	97534334	97534484	id-54520	2.43e-06	-	CGGTCCCCCCACCGCCCCTCCGCCAGAGGGCTGGT	V_CTCF_BR	36
chr2	97534758	97534908	id-54521	7.55e-07	-	CCCGCGCCGGGGCTCTGGGCCGACAGGGGGCGTCC	V_CTCF_BR	40
chr2	97569297	97569447	id-54522	9.71e-06	-	CTTCCTCTTCCTGATTCTCCCTCCAGGAGGCAGGA	Upstream_CTCF	12
chr2	97573393	97573543	id-54523	6.49e-06	+	GCGCTCTGCTTCCTAGCCTCCGCAAGGGGCACCCA	UpstreamP1_CTCF	10
chr2	97581880	97582030	id-54524	6.49e-06	+	CTTGATTTTGCCAAACTGGCCTCCAGAGGGACTAC	Upstream_CTCF	25
chr2	97582302	97582452	id-54525	1	+	NA	NONE	8
chr2	97587275	97587425	id-54526	1	+	NA	NONE	0
chr2	97593616	97593766	id-54527	1.09e-06	+	GTGCGATTGCAGCTCTGTGCCAGGAGGAGGCAAGT	UpstreamP1_CTCF	28
chr2	97612863	97613013	id-54528	8.33e-05	+	CAGTCTAGGGAGGGTGCAGCCACTAGGGGGGGAAA	Upstream_CTCF	11
chr2	97617015	97617165	id-54529	1.22e-08	-	GGTGAGGACCGCAGGCCTGCCACTAGGTGGCGGGA	V_CTCF_BR	39
chr2	97626245	97626395	id-54530	1.03e-06	-	TAGGTGGGCTCTTCCTCCATCAGCAGGTGGCGCTG	V_CTCF_BR	40
chr2	97651004	97651154	id-54531	1	+	NA	NONE	4
chr2	97670429	97670579	id-54532	9.81e-06	+	TCCTGAGTACCTAGGACTACAGCCAGGTGGCACCA	V_CTCF_BR	15
chr2	97671219	97671369	id-54533	3.71e-05	-	GGAGCAATTCATGCACCCACCAGTAGGGCATGTGA	Upstream_CTCF	39
chr2	97678057	97678207	id-54534	4.99e-07	+	TTTTCAGTTTTCTCGCTGAACAGCAGATGGCAACA	Upstream_CTCF	39
chr2	97722030	97722180	id-54535	1	+	NA	NONE	6
chr2	97748190	97748340	id-54536	8.71e-06	-	AGACTTGGGTTGTCACTGTCTGGCAGGGGGCAGCA	V_CTCF_BR	7
chr2	97778094	97778244	id-54537	1.71e-06	-	TTCTTTATTTTTTATTTGGCCGCTAGAGGGCACGC	V_CTCF_BR	39
chr2	97778762	97778912	id-54538	1.52e-07	+	GGAGGCGCGCACCCTCCGGCCGGATGGGGGCGCAC	V_CTCF_BR	40
chr2	98017569	98017719	id-54539	3.36e-05	+	CAGTGAGGCACAGACATGGCCATGAGGGGTCAGCA	UpstreamP1_CTCF	21
chr2	98207348	98207498	id-54540	6.17e-09	+	CTGCATTTACAGACGTTAGCCACTAGATGGGGACG	UpstreamP1_CTCF	40
chr2	98267170	98267320	id-54541	1	+	NA	NONE	34
chr2	98280896	98281046	id-54542	3.4e-06	+	AGCGATCCTCCCGCGCCAGCCAGTAGGGGGGACTA	Upstream_CTCF	40
chr2	98313850	98314000	id-54543	2.74e-08	-	CTGGCGAGCATGGAGTTATCCACCAGGGGGCGCGC	V_CTCF_BR	40
chr2	98316745	98316895	id-54544	1.22e-07	+	TATGCAGTACAACTTTCTGAGGCCAGGGGGCAGAG	Upstream_CTCF	40
chr2	98326452	98326602	id-54545	1.62e-08	+	CTGCAATACTGGAGAGCTGCCCCTGGAGGGCGCAA	UpstreamP1_CTCF	40
chr2	98341879	98342029	id-54546	6.53e-09	-	ACTTGCCCAAGGGCCACAGCCAGCAGGTGGCGGAA	V_CTCF_BR	2
chr2	98357076	98357226	id-54547	1.51e-08	+	GTGCAGTTCCGCAGAGCACTCTCCAGGTGGCGATG	UpstreamP1_CTCF	40
chr2	98364973	98365123	id-54548	1.99e-07	-	GCCAGTCGCAGCACAGAGGCCACCAGGGGTCAGTC	V_CTCF_BR	40
chr2	98381466	98381616	id-54549	1.5e-05	+	CCAGCAGAAACCTCAGGGGGCGCTAGGAAGCAGAA	Upstream_CTCF	4
chr2	98384747	98384897	id-54550	1.1e-06	-	CACACCCACACCACCTCCACCACCAGAGGGCTGGT	V_CTCF_BR	33
chr2	98391036	98391186	id-54551	2.11e-06	+	GGTGAGCACAGAACACTGGCCACTGGGGGCCGCTG	V_CTCF_BR	38
chr2	98423298	98423448	id-54552	1.55e-08	+	AGGCTAAAACACCCGACAGCCAGCAGAGGGCGGGC	V_CTCF_BR	40
chr2	98424768	98424918	id-54553	1	+	NA	NONE	23
chr2	98475038	98475188	id-54554	1	+	NA	NONE	5
chr2	98642114	98642264	id-54555	1	+	NA	NONE	16
chr2	98701105	98701255	id-54556	1	+	NA	NONE	2
chr2	98716693	98716843	id-54557	3.09e-05	+	GACCACTACAGACATTGCAGCACTAGGGGGTGTCC	UpstreamP1_CTCF	2
chr2	98765866	98766016	id-54558	1	+	NA	NONE	5
chr2	98774122	98774272	id-54559	3.66e-06	-	CTCCGGTGAAGAACTGGTCCCGCCAGGTGGCGAGC	UpstreamP1_CTCF	15
chr2	98792417	98792567	id-54560	1	+	NA	NONE	21
chr2	98805192	98805342	id-54561	1	+	NA	NONE	14
chr2	98885752	98885902	id-54562	1.63e-09	-	ACTGCAGTACTTCAGAGAGACACCAGGGGGAACAA	Upstream_CTCF	40
chr2	98912293	98912443	id-54563	2e-06	+	ACAGCTGCCCAGAGTGAGGCCACATGGGGGCCCTC	Upstream_CTCF	27
chr2	98914390	98914540	id-54564	1.34e-06	+	GTCCACCTCCTTCATCACGCCTGTGGGGGGCGCCA	UpstreamP1_CTCF	20
chr2	98928339	98928489	id-54565	2.66e-05	+	GGCCCGCCAAGCAGCCACTCCAGCAGGCGGCGCCC	V_CTCF_BR	21
chr2	98962821	98962971	id-54566	1	+	NA	NONE	3
chr2	99001645	99001795	id-54567	4.03e-06	-	GAGTCTTAACGTCAAGTCACCAGCAGACGGCGCTG	UpstreamP1_CTCF	40
chr2	99029424	99029574	id-54568	1.71e-06	+	TATTTACTATGGCAGATTTCCAGCAGATGGCAGTA	V_CTCF_BR	40
chr2	99061386	99061536	id-54569	2.94e-06	+	CCCGCAGCCCGCGACTTCACAGCCAGGCGGCGGCG	Upstream_CTCF	20
chr2	99062875	99063025	id-54570	1	+	NA	NONE	6
chr2	99082784	99082934	id-54571	1.09e-06	+	TGTGCACCAGCACCTGTTGGCTCAAGGGGGTGACA	Upstream_CTCF	4
chr2	99104499	99104649	id-54572	1	+	NA	NONE	40
chr2	99106771	99106921	id-54573	1	+	NA	NONE	0
chr2	99124030	99124180	id-54574	1.19e-06	-	TGAAACTCTCCAGCTCCAGCCACCAGAGGCCGCCT	V_CTCF_BR	4
chr2	99134638	99134788	id-54575	9.88e-07	-	TCTGCAGACACGGCAGTGGCCTGGTGGGGGAGCCA	Upstream_CTCF	38
chr2	99185780	99185930	id-54576	3.71e-10	+	TGTGCAGGCGCTGCCACAGCCACTAGGGGGCGCCA	V_CTCF_BR	38
chr2	99193859	99194009	id-54577	2.94e-06	-	CCCTAAGTCACACCCACGGCCAGCAGGTGGCCAAC	Upstream_CTCF	37
chr2	99197265	99197415	id-54578	5.89e-08	+	GTGCAGTTCTTCTGTAGCACCAAAAGGGGGAAGAA	UpstreamP1_CTCF	9
chr2	99218132	99218282	id-54579	9.62e-08	-	ATGTAATGCCCCTGATCTGACAGGAGGTGGAGCTC	UpstreamP1_CTCF	40
chr2	99224739	99224889	id-54580	5.48e-05	-	AGGGCGGCGCGTGCGCGGGCCTGAAGGAGGACCTG	Upstream_CTCF	13
chr2	99224953	99225103	id-54581	8.21e-06	+	GGGCCGAGGACTACGGGGGCCGAGAGGTGGCGCGT	V_CTCF_BR	17
chr2	99232073	99232223	id-54582	2.01e-05	+	GAGTCTGTTCTCAGATCCGCCACCAGGGAGGCTCT	Upstream_CTCF	34
chr2	99251342	99251492	id-54583	5.68e-06	+	GGAGAGGAGCTAAACCCATCCAGTAGGAGGCAGTG	V_CTCF_BR	38
chr2	99266000	99266150	id-54584	4.11e-08	+	GCTGCAGTACCAGAGACAGAAACTAGGTGGAGCTC	Upstream_CTCF	40
chr2	99319816	99319966	id-54585	1	+	NA	NONE	9
chr2	99347305	99347455	id-54586	4.24e-07	+	GGCGCAGTAGGCTCCTTTACCAGCAGGTGGATCTC	Upstream_CTCF	34
chr2	99439001	99439151	id-54587	1.96e-08	-	GGCCGAGCGAGCCGAGGCGCCACCGGCGGGCGCCG	V_CTCF_BR	9
chr2	99439384	99439534	id-54588	8.16e-07	+	ACTGCGTTCTGGCCCGTCGCGAGCAGAGGGCGCCT	V_CTCF_BR	27
chr2	99453648	99453798	id-54589	5.51e-07	-	GGAGTAGAAATTTTGCTGGCCACTTGGTGGCACCA	V_CTCF_BR	40
chr2	99486323	99486473	id-54590	9.38e-09	-	CTGCACCTGTCAGGTTTGGGCTCCAGGGGGAGGGC	UpstreamP1_CTCF	3
chr2	99487332	99487482	id-54591	1	+	NA	NONE	4
chr2	99497259	99497409	id-54592	3.88e-06	+	GTGTGACACATCCACCTCCCCGCAAGGGGGAAGCC	V_CTCF_BR	13
chr2	99539831	99539981	id-54593	2.2e-06	-	CTTGCAATTTGAGTAGGTTCCATTAGGGGGTGTCC	Upstream_CTCF	32
chr2	99543736	99543886	id-54594	1	+	NA	NONE	4
chr2	99552942	99553092	id-54595	8.71e-06	+	GGCCGGGGGGCACCGGAGACCCGGAGGTGGTGGCA	V_CTCF_BR	18
chr2	99652518	99652668	id-54596	1	+	NA	NONE	6
chr2	99682585	99682735	id-54597	8.21e-06	-	AGATCTTTCACATTAGAGGCCACAAGGTGGCAATA	V_CTCF_BR	40
chr2	99683222	99683372	id-54598	3.31e-06	-	TTGCAGTGAGACTTGTGGGTGGCCAGAGGGAGCTG	UpstreamP1_CTCF	40
chr2	99701980	99702130	id-54599	2.93e-07	+	CCGCTATACTCCAGCCTGGGCAACAGAGGGCAATC	UpstreamP1_CTCF	36
chr2	99718276	99718426	id-54600	6.19e-06	+	TGGTAGTTGCCAAGGATTGACTGGAGGGGGAAATA	UpstreamP1_CTCF	17
chr2	99771702	99771852	id-54601	4.23e-06	-	TTTTACTTCGCCCTTTTGGCTCCCAGGGGGCGTGC	UpstreamP1_CTCF	38
chr2	99775176	99775326	id-54602	1	+	NA	NONE	9
chr2	99795727	99795877	id-54603	1.56e-06	-	TGTTCGCTTTCAAGTTCTGCCACTAGGAGGTGGTA	Upstream_CTCF	39
chr2	99807142	99807292	id-54604	1.17e-05	+	AGAATAACACACACTGGGGCCTGTAGGGGGCGAGT	V_CTCF_BR	27
chr2	99815211	99815361	id-54605	8.81e-07	-	GACTTGGTGGCCACGGTCACCACCAGATGTCAGGC	V_CTCF_BR	7
chr2	99818876	99819026	id-54606	1.41e-05	+	ATGTGCTTCCTCATCTTGGCCACCAGGGTCTTCTT	UpstreamP1_CTCF	31
chr2	99832456	99832606	id-54607	2.37e-05	-	CATGTCACACCACAGGGGGCCACAAGGGGAATAAT	Upstream_CTCF	6
chr2	99855862	99856012	id-54608	8.03e-07	+	CATGTAATAATTCATAACACCTGAAGGGGGCACAG	Upstream_CTCF	32
chr2	99862189	99862339	id-54609	1	+	NA	NONE	13
chr2	99862588	99862738	id-54610	1.13e-05	+	ATGTTTTAGCCTGGCTCCGCCACTAGTTGGTTCTG	UpstreamP1_CTCF	33
chr2	99953645	99953795	id-54611	3.88e-06	+	GGCTCGTGGCGGACGCTTGAGGGCAGGGGGCGCTC	V_CTCF_BR	39
chr2	100020161	100020311	id-54612	8.98e-06	-	TTGCTGCCCTTCCTGCTGAACTTCAGAGGGAGCTG	UpstreamP1_CTCF	23
chr2	100059418	100059568	id-54613	3.45e-05	+	GGGGAACACCAGTGTTCTAACGCTAGGTGGTACTA	V_CTCF_BR	32
chr2	100106629	100106779	id-54614	7.16e-08	+	CCTGTTGTTCTGCAGCCGCCCGCAAGGGGCAGCGC	Upstream_CTCF	38
chr2	100106953	100107103	id-54615	9.81e-06	-	TTCATGTGTGTCCCTTTCTCCACTAGATGTCACTG	V_CTCF_BR	40
chr2	100170788	100170938	id-54616	3.42e-08	-	TCAGCATCCCACAGCGCATCCACCAGATGGCGGCC	V_CTCF_BR	24
chr2	100175650	100175800	id-54617	2.46e-08	+	CGGCCGCTTCCTTCTTCCACCACGAGAGGGCGCTG	V_CTCF_BR	40
chr2	100207028	100207178	id-54618	3.79e-08	-	CAGCACTGGCCATTATTAGCCGGCAGTGGGCGCCC	UpstreamP1_CTCF	12
chr2	100224667	100224817	id-54619	1	+	NA	NONE	30
chr2	100232029	100232179	id-54620	3.8e-08	-	CACCCTGGCTCCCACACGCCCACCAGATGGCAGTC	V_CTCF_BR	38
chr2	100265203	100265353	id-54621	1	+	NA	NONE	11
chr2	100269997	100270147	id-54622	1.48e-06	-	CATCAGTCCTGTGGCATTGCCAACAGGTGCCGCCA	UpstreamP1_CTCF	9
chr2	100273642	100273792	id-54623	1	+	NA	NONE	3
chr2	100282808	100282958	id-54624	1	+	NA	NONE	5
chr2	100298887	100299037	id-54625	2.5e-05	+	CAGTAGTTGTTTTGAGAAACCACAAGGCAGCGCTG	UpstreamP1_CTCF	7
chr2	100309384	100309534	id-54626	2.78e-06	-	GGTGACTGCAGCAGTTTGCCCTGCAGAGGGCGAGG	V_CTCF_BR	26
chr2	100342379	100342529	id-54627	6.51e-07	+	TTTTCAGTTCTCTAGAATGCCTCCAGATGGCATTA	Upstream_CTCF	28
chr2	100347784	100347934	id-54628	2.1e-05	+	TCTGTTATTATTTTTAGTGCCTCTAGTGGGCATTT	Upstream_CTCF	3
chr2	100423476	100423626	id-54629	1	+	NA	NONE	1
chr2	100433409	100433559	id-54630	3.97e-05	+	TTGCCATTCTTCTTCCCCTTCTCTAGAGGGATCCA	UpstreamP1_CTCF	6
chr2	100435436	100435586	id-54631	1	+	NA	NONE	32
chr2	100436338	100436488	id-54632	6.43e-06	+	TGTGGGAAGGATGCCTCCACCAGGAGGTGCCAGTC	V_CTCF_BR	33
chr2	100437641	100437791	id-54633	2.96e-05	-	AGATCCTTCCAGAGGTGTTCCAGAAGATGGCATTG	V_CTCF_BR	10
chr2	100457446	100457596	id-54634	9.78e-07	-	CTGTTATATCTGGGTGATTCCACCAGGAGGACCTG	UpstreamP1_CTCF	6
chr2	100482879	100483029	id-54635	1	+	NA	NONE	4
chr2	100550533	100550683	id-54636	9.84e-06	+	AAGCCTTGCCCGAATCTCACCACCAGAGGTGCCCT	UpstreamP1_CTCF	16
chr2	100615250	100615400	id-54637	1	+	NA	NONE	3
chr2	100630378	100630528	id-54638	4.7e-05	-	GCTGAATCAACCTGTGACTCAGCCAGAGGGCAGGC	Upstream_CTCF	28
chr2	100635466	100635616	id-54639	1	+	NA	NONE	8
chr2	100646036	100646186	id-54640	1.32e-05	+	ACAGAAAGTAGAAGGACGGCCACTAGGGGATGCAG	Upstream_CTCF	30
chr2	100663621	100663771	id-54641	1	+	NA	NONE	0
chr2	100675898	100676048	id-54642	1	+	NA	NONE	4
chr2	100794620	100794770	id-54643	7.23e-07	+	AGTGAAAAACTGGCAGAAACCAGCAGGTGGCGATG	Upstream_CTCF	40
chr2	100823847	100823997	id-54644	1.48e-05	+	GTGCAGGACTGCCTTCCTGCCCCATGGCGGTGCAC	UpstreamP1_CTCF	10
chr2	100824873	100825023	id-54645	1	+	NA	NONE	18
chr2	100845527	100845677	id-54646	1	+	NA	NONE	25
chr2	100847470	100847620	id-54647	4.68e-05	-	GTGGAGAGGAGAGGAATGGACAGCAGTGGGGGCCA	UpstreamP1_CTCF	6
chr2	100853619	100853769	id-54648	5.08e-05	+	TTCTCATGTCACCCAGCAGCCAGCAGGCGGTGAGA	UpstreamP1_CTCF	15
chr2	100854310	100854460	id-54649	9.62e-05	+	GCGCAGTGCAGGGCAGACGTCCACTGGGGGCATGA	UpstreamP1_CTCF	18
chr2	100859505	100859655	id-54650	7.8e-08	-	CATGTTTACACCGCCTCTGCCTCCAGGTGGCACTC	V_CTCF_BR	40
chr2	100862722	100862872	id-54651	7.23e-07	-	GGTGCATGATCCCATCCAACCACAAGGGGGAAAAT	Upstream_CTCF	40
chr2	100869552	100869702	id-54652	1	+	NA	NONE	1
chr2	100877292	100877442	id-54653	8.21e-06	-	TGGCTACATTTGGAATTGGCCACATGGGGTCACTG	V_CTCF_BR	40
chr2	100877536	100877686	id-54654	2.6e-06	-	TGCTGCCCCTCCAATGTGGCCCGAAGGGGTCGCTC	V_CTCF_BR	7
chr2	100879120	100879270	id-54655	1	+	NA	NONE	6
chr2	100879431	100879581	id-54656	7.48e-12	+	CTGCAGTACTGGAGGATGTCCAGCAGGTGGCGCAA	UpstreamP1_CTCF	40
chr2	100908613	100908763	id-54657	1.97e-06	+	GGACTGAATGCCCCAGCAACCAGCAGAGGCCTCCA	V_CTCF_BR	33
chr2	100937850	100938000	id-54658	1.04e-05	+	CTGAGCAGCGCGGCCTCCGGCTGCTGCTGGCGCTG	V_CTCF_BR	27
chr2	100997753	100997903	id-54659	5.86e-07	-	AGTTTCATTTCCCCATGTTCCTCCAGGGGGCGCTG	Upstream_CTCF	40
chr2	101024649	101024799	id-54660	5.08e-05	+	AGTTTATCAGCAACACCACCCAGCAGGGGCATGCC	Upstream_CTCF	2
chr2	101038905	101039055	id-54661	1.91e-08	+	CCTGCAGTTTCCATGTCAGCCACAGGAGGGGACAA	Upstream_CTCF	40
chr2	101044237	101044387	id-54662	5.08e-05	+	AAGGAAATGAAAACAAACCCCACACGAGGGCGCTC	Upstream_CTCF	39
chr2	101057594	101057744	id-54663	5.3e-05	-	TTGCCATGTTTACAGCTTGACAGAGGAGGGAGTTG	UpstreamP1_CTCF	8
chr2	101099321	101099471	id-54664	3.36e-07	+	TGCTGTCCAATGGATGCTGCCAGCAGGGGTCAGTA	V_CTCF_BR	35
chr2	101112978	101113128	id-54665	8.89e-06	+	ACTGTTCTTCCGTCTTCCACCATGGGGAGGGGCCA	Upstream_CTCF	8
chr2	101179402	101179552	id-54666	1	+	NA	NONE	35
chr2	101179911	101180061	id-54667	1	+	NA	NONE	15
chr2	101194401	101194551	id-54668	1	+	NA	NONE	13
chr2	101211444	101211594	id-54669	1.24e-05	+	TGGTGCTTTCTTGATCCCACCAGAAGGTGGCATGC	V_CTCF_BR	40
chr2	101223415	101223565	id-54670	7.54e-08	+	CTGCAATGGAGATTAGTCACCACTAGGTGTCATGG	UpstreamP1_CTCF	40
chr2	101226873	101227023	id-54671	3.5e-05	+	CTGTCACGCAAGGAAGCGGCCACGCGAGGGCGTGA	UpstreamP1_CTCF	40
chr2	101246980	101247130	id-54672	5.37e-06	+	TTGCTCTGCCTCCCAGACACCCCCTGGTGCAGGAA	UpstreamP1_CTCF	1
chr2	101249328	101249478	id-54673	2.55e-06	-	ACAGTTTTACAAAATGTTACCACTGGGGGCAGGGC	Upstream_CTCF	7
chr2	101259000	101259150	id-54674	3.31e-06	-	GAGCACTGTGGGCAGGCAGCCGGCAGGGGTAGTCT	UpstreamP1_CTCF	2
chr2	101286832	101286982	id-54675	9.88e-07	+	AGTGGACTTGTAAAATGAGCCACCAGAGGGCTTTC	Upstream_CTCF	9
chr2	101346848	101346998	id-54676	1.1e-05	+	CTAATCCTCCAGCCCCTCTCCTGGAGGTGGTGCTG	V_CTCF_BR	40
chr2	101350525	101350675	id-54677	1	+	NA	NONE	11
chr2	101397058	101397208	id-54678	1	+	NA	NONE	4
chr2	101410478	101410628	id-54679	9.71e-06	-	GGAGCCTTCCCCGGCCGCTCCAGCAGGCGCCTCAC	Upstream_CTCF	1
chr2	101435101	101435251	id-54680	1	+	NA	NONE	36
chr2	101436009	101436159	id-54681	6.8e-06	-	CCTGCTGTCCCGCGCAGGGGATGAAGGGGGACGAG	Upstream_CTCF	10
chr2	101438139	101438289	id-54682	1	+	NA	NONE	13
chr2	101470147	101470297	id-54683	2.97e-06	+	GGAGCCCCAGGGGCATCTGCAGCCAGGTGGAGCCG	V_CTCF_BR	14
chr2	101487303	101487453	id-54684	7.07e-08	-	TGGTCCAAAGTCCAAGGTGCCACTAGAGGGCACAC	V_CTCF_BR	38
chr2	101500860	101501010	id-54685	1	+	NA	NONE	3
chr2	101510354	101510504	id-54686	1	+	NA	NONE	5
chr2	101517036	101517186	id-54687	1.7e-05	+	CTGGTGATGTTAATGTTGACCAGTAGGTGAAAGTG	Upstream_CTCF	4
chr2	101519514	101519664	id-54688	7.73e-06	-	GCCCCTGGACAGAGCTTGTCCACAGGAGGGCTGGC	V_CTCF_BR	30
chr2	101535872	101536022	id-54689	1.21e-06	-	CTGCTGCTCCCTACCGCCCCCAGCGGGGGATGTAG	UpstreamP1_CTCF	40
chr2	101574914	101575064	id-54690	6.05e-06	+	AGAATCAGGCCGTCCTTCCCCTGCAGGGGTCAGTG	V_CTCF_BR	18
chr2	101581989	101582139	id-54691	2.4e-05	+	TCATTATGGAAAGGCATGGCCACCAGGGTGAGCCC	V_CTCF_BR	9
chr2	101600522	101600672	id-54692	1	+	NA	NONE	9
chr2	101601428	101601578	id-54693	1.38e-08	-	TAGGCATTCCTTTGAGCAGCCAGCAGAGGGCGCGC	V_CTCF_BR	40
chr2	101629226	101629376	id-54694	4.38e-08	+	GCTGTGATTCAACAAGCTTCCACAAGATGGCAGCA	Upstream_CTCF	40
chr2	101647373	101647523	id-54695	8.71e-06	+	TACCAGGTGTTGCCCATGGCAGGAAGGGGGCAGAA	V_CTCF_BR	12
chr2	101653119	101653269	id-54696	4.88e-06	+	CTGAAAATACTTGAAATTACCCCTAGGTGGCAGGA	UpstreamP1_CTCF	35
chr2	101655201	101655351	id-54697	2.58e-07	+	GTGGCACTGCTCACCCCCACCACAAGGGGAGGCTG	Upstream_CTCF	40
chr2	101767107	101767257	id-54698	8.13e-06	-	CGAGCCAGCCCGGACTCGGCCATCTGGAGGCGCCG	Upstream_CTCF	16
chr2	101769388	101769538	id-54699	3.88e-06	-	TTCCATTTGGGGCTGTCAGCCACCAGAGGCTGCTC	V_CTCF_BR	40
chr2	101805245	101805395	id-54700	1.77e-05	-	CTCAGACTTCCCAAAGCTGCCAGTAGGGGGCCAGA	Upstream_CTCF	40
chr2	101812842	101812992	id-54701	1	+	NA	NONE	3
chr2	101813826	101813976	id-54702	1	+	NA	NONE	33
chr2	101816074	101816224	id-54703	1	+	NA	NONE	7
chr2	101821279	101821429	id-54704	4.85e-07	-	TTGTACTGCCATTGCCTCTCCACTGGGGGACAGAG	UpstreamP1_CTCF	34
chr2	101822158	101822308	id-54705	1.08e-05	+	ATGCAATCTTTGGGAGCAGCCTCCAGGACTCAGCC	UpstreamP1_CTCF	39
chr2	101834580	101834730	id-54706	4.34e-05	-	GTTTCCAGATTTTCTTTTACCAGCAGAGGTCCCCA	Upstream_CTCF	37
chr2	101857250	101857400	id-54707	1.73e-05	+	AAAACTTACTCGTTCATCACCACTAGAGGCAGCTG	V_CTCF_BR	40
chr2	101868330	101868480	id-54708	1.65e-07	-	GTGTAGTCTGGGCTGAGAACCACCAGGTGGCATTT	UpstreamP1_CTCF	37
chr2	101868727	101868877	id-54709	1.73e-06	-	CTGCAGTGAGCTGTGATCACCACTGCATTGCAGCC	UpstreamP1_CTCF	33
chr2	101889623	101889773	id-54710	8.71e-06	+	AGCCGAGGAAACAGGACAGCAGGCAGGGGGCTGCG	V_CTCF_BR	7
chr2	101893703	101893853	id-54711	9.25e-06	+	AGCAACATAAGCTACTCCATCAGAAGAGGGCAGCA	V_CTCF_BR	25
chr2	101949289	101949439	id-54712	1	+	NA	NONE	5
chr2	101958756	101958906	id-54713	8.43e-09	+	CGAGGTTTCTAAGATGGAGCCACCAGGGGGCGCAG	V_CTCF_BR	40
chr2	101966796	101966946	id-54714	8.56e-05	+	ATGCATCTGCAATCCACCAGCAGGAGGAGTAATCC	UpstreamP1_CTCF	39
chr2	101982573	101982723	id-54715	1	+	NA	NONE	8
chr2	102003943	102004093	id-54716	1.24e-05	-	CCCGGGGATCCTGCAGGGGCGGGAAGGGGGCTCGG	V_CTCF_BR	39
chr2	102018499	102018649	id-54717	1	+	NA	NONE	32
chr2	102023404	102023554	id-54718	1	+	NA	NONE	6
chr2	102031854	102032004	id-54719	1	+	NA	NONE	12
chr2	102035627	102035777	id-54720	1.67e-07	+	GAAGGGAAGCTGTTTCTGACCACAAGGGGGCTCCA	V_CTCF_BR	40
chr2	102059242	102059392	id-54721	4.5e-05	-	CTCTTCCGCTCCCCAGAGGCCGCCAGGAGCATCAG	UpstreamP1_CTCF	25
chr2	102133622	102133772	id-54722	1.84e-06	+	GCTGGCTTCCTCTGAGGCTCCAGAAGGGGGAAGTA	V_CTCF_BR	11
chr2	102135479	102135629	id-54723	4.01e-05	+	GCATTTTTCCCACGTGGATCCACTAGATGGCCTGC	Upstream_CTCF	40
chr2	102163229	102163379	id-54724	1	+	NA	NONE	15
chr2	102172685	102172835	id-54725	3.45e-05	-	ACCTGGAACCAGCAGACAGCCTGAGGGAGGCAGTG	V_CTCF_BR	1
chr2	102179432	102179582	id-54726	1	+	NA	NONE	5
chr2	102274328	102274478	id-54727	5.93e-06	+	GATACGGTTTCACCTTCCCCCACCAGGAGGCTGTA	Upstream_CTCF	9
chr2	102313943	102314093	id-54728	1	+	NA	NONE	35
chr2	102314690	102314840	id-54729	2.97e-06	-	GCGGGCTCGGGGCGTGGGGGCGGTAGAGGGTAGCG	V_CTCF_BR	6
chr2	102320557	102320707	id-54730	1	+	NA	NONE	6
chr2	102342395	102342545	id-54731	1.39e-05	-	CACTCCAAATAAAGGATCCCCGACAGGGGGCACTA	V_CTCF_BR	30
chr2	102358696	102358846	id-54732	1	+	NA	NONE	6
chr2	102387244	102387394	id-54733	2.11e-06	+	AAACTGGAGTAGACAACTGTCACCAGATGGCGCTA	V_CTCF_BR	39
chr2	102392778	102392928	id-54734	2.1e-05	-	TGGGAACTGCCCCGTTAGACCAGCAGGAGCTCTCC	Upstream_CTCF	35
chr2	102409906	102410056	id-54735	1.26e-05	+	TGTGCTTCTGGTTCCAACTCCAGCAGGAGGGGCTA	Upstream_CTCF	37
chr2	102432202	102432352	id-54736	4.01e-05	+	AGTTTTTCCAATCTAGCCAACGGCAGGAGGCACTG	V_CTCF_BR	10
chr2	102439841	102439991	id-54737	6.8e-06	+	TCAGTACTTTGCCTTGGCTTCACTAGAGGGTGCTG	Upstream_CTCF	40
chr2	102447836	102447986	id-54738	8.08e-08	-	CCAGCTTCTCCAACAGTGACCAGCAGAGGGCCTTT	Upstream_CTCF	40
chr2	102448682	102448832	id-54739	7.73e-05	-	AGTGTGTTACTGACTCAAGTCCCTAGAGGTCACTC	Upstream_CTCF	26
chr2	102461643	102461793	id-54740	1	+	NA	NONE	12
chr2	102463603	102463753	id-54741	3.5e-05	-	GTGCTATACTTTTATACAACCAGCAGGGCAATACA	UpstreamP1_CTCF	8
chr2	102476765	102476915	id-54742	3.88e-06	+	CAGAGGTGTTGAATCCCGGCCCACAGGTGGCAGCA	V_CTCF_BR	17
chr2	102490145	102490295	id-54743	2.58e-05	-	CTTGTTGCTACTGTACTTACCCACAGATGTCACTG	Upstream_CTCF	35
chr2	102500422	102500572	id-54744	6.84e-06	+	ATGTACATGAATAGATTATCCTGCAGGGGGAGCAA	V_CTCF_BR	40
chr2	102533921	102534071	id-54745	1	+	NA	NONE	3
chr2	102575649	102575799	id-54746	1	+	NA	NONE	5
chr2	102578044	102578194	id-54747	1	+	NA	NONE	17
chr2	102600515	102600665	id-54748	3.28e-07	-	CTGCACTGGACAGTTCCCTCCACAAGGTAGAGCCA	UpstreamP1_CTCF	40
chr2	102608347	102608497	id-54749	8.34e-07	-	CTGCCAGGCCAGACTTTCACCTCCAGCAGGAGCTC	UpstreamP1_CTCF	3
chr2	102615345	102615495	id-54750	9.25e-06	+	GGAGGTGAGTTAGACTCCACCTCTTGGTGGCAGAG	V_CTCF_BR	6
chr2	102622814	102622964	id-54751	3.22e-07	+	AGGGGAATATCTCAGGTCACCAGAAGGGGGAGCTC	Upstream_CTCF	40
chr2	102637182	102637332	id-54752	2.75e-09	+	TCTGCGATACTGTGCATGAACACTAGGGGGCAGCC	Upstream_CTCF	40
chr2	102650122	102650272	id-54753	1.17e-05	-	GGCCCCTGAAGCTCGGCCTCCACCAGGGGTCTGGT	V_CTCF_BR	24
chr2	102668175	102668325	id-54754	9.31e-05	-	ACCTCACTTCCCAGGACTTCCACTAGGTTTTGACT	Upstream_CTCF	11
chr2	102686646	102686796	id-54755	3.66e-06	-	CTGCAGTGTCCCCAAGAGGTCAGCAGCTCCAGGCT	UpstreamP1_CTCF	18
chr2	102690947	102691097	id-54756	3.16e-05	-	TCTGCTTTACCCATAGAGGGCAGAGGAAGGGATGT	Upstream_CTCF	12
chr2	102729832	102729982	id-54757	1	+	NA	NONE	3
chr2	102756422	102756572	id-54758	1.41e-06	-	CTCCAAGGAACAGAGTTGACCAGCAGGTGGGAAGG	UpstreamP1_CTCF	8
chr2	102758727	102758877	id-54759	4.41e-06	+	GCCCCTGGCCAGGCACCAAGCTCCAGAGGTCGCTC	V_CTCF_BR	12
chr2	102760178	102760328	id-54760	9.88e-07	-	AAGGCAGTGGAGAGACAGCCCAGCAGGAGCCAGCA	Upstream_CTCF	18
chr2	102772400	102772550	id-54761	3.81e-05	+	GGTCTTGTGACTAAATGAACCGACAGCTGGCAGTG	V_CTCF_BR	6
chr2	102775943	102776093	id-54762	1.31e-05	-	TGCAATACCAGAGCCATAACCTCCAGAGGGCTTTG	V_CTCF_BR	20
chr2	102777229	102777379	id-54763	3.42e-05	-	TGTGCCATACCACGCAAAACCACAGGGAGAATCAC	Upstream_CTCF	6
chr2	102782969	102783119	id-54764	7.17e-05	-	TCAGAACATTCCCATATACCAGCCAGAGGGAGCCC	Upstream_CTCF	38
chr2	102799198	102799348	id-54765	2.86e-06	+	CTGAACTATTTGGACTTTACCACTAGGAGTAGGTA	UpstreamP1_CTCF	4
chr2	102801910	102802060	id-54766	3.24e-06	+	AGTGCAATGTCAGAAGTGTCCAGTGAGAGGCACTG	Upstream_CTCF	40
chr2	102804434	102804584	id-54767	5.48e-05	+	GCTCCTTCCCCTCCCCAGACCGCCAGGCGGAGTTC	Upstream_CTCF	28
chr2	102823413	102823563	id-54768	1.85e-05	-	CTGGCAGTACTCCTTGTGGCCGGCTGTGGCACTGG	Upstream_CTCF	5
chr2	102841938	102842088	id-54769	1	+	NA	NONE	13
chr2	102851516	102851666	id-54770	6.46e-07	-	GCTCCGTGAAGTCCCCATGCCACCGGATGGCACCA	V_CTCF_BR	17
chr2	102852065	102852215	id-54771	5.51e-07	+	AGCCTGTGCTGTCGGGGGACCACAGGAGGGCAGTC	V_CTCF_BR	37
chr2	102857390	102857540	id-54772	5.01e-09	-	GACAGCGGTTCCTCAGCAGCCACTAGAGGGCGCAA	V_CTCF_BR	40
chr2	102862345	102862495	id-54773	4.34e-07	+	CAGCGATTGCCCCACGTGTCCCCCAGGGAGCGCCC	UpstreamP1_CTCF	31
chr2	102868191	102868341	id-54774	2.93e-08	+	CTGCATGTCTGGACGGGGTCCTGCAGGGGGCGCGT	UpstreamP1_CTCF	37
chr2	102870331	102870481	id-54775	1.1e-05	+	CAATAAAATTTAGTGTAAGCCACTTGAGGGCACCC	V_CTCF_BR	28
chr2	102888421	102888571	id-54776	1.84e-05	+	TTGTCCTTTTCAAACTTCACCACTTGGAGGCATTA	UpstreamP1_CTCF	20
chr2	102918453	102918603	id-54777	9.81e-06	+	GTCAGTACTGAGCTGAGTAACTGAAGAGGGCGCTG	V_CTCF_BR	39
chr2	102954121	102954271	id-54778	1	+	NA	NONE	7
chr2	102959484	102959634	id-54779	1.08e-05	-	TTTTTGTTCCATTAAGCTGCCACAGGACGGCAGCC	UpstreamP1_CTCF	27
chr2	102972137	102972287	id-54780	2.19e-08	-	AGCCGGGTGACCTGCGGGGCCGGAAGGGGGCGCGC	V_CTCF_BR	40
chr2	102975085	102975235	id-54781	3.18e-06	+	GCCCAGTCTGTCCTCCAGACCACTGGGTGGAGCCC	V_CTCF_BR	5
chr2	102976083	102976233	id-54782	1	+	NA	NONE	3
chr2	103027534	103027684	id-54783	3.79e-08	+	CTCCAGTGCCCAAGTAGAGGCAGCAGGTGGCTCCC	UpstreamP1_CTCF	2
chr2	103038468	103038618	id-54784	1	+	NA	NONE	3
chr2	103058812	103058962	id-54785	1	+	NA	NONE	12
chr2	103059819	103059969	id-54786	1	+	NA	NONE	40
chr2	103065960	103066110	id-54787	7.55e-07	-	CTAAAAAATGTTAGGTTGGCCAACAGAGGGCACTG	V_CTCF_BR	40
chr2	103068530	103068680	id-54788	1	+	NA	NONE	9
chr2	103077034	103077184	id-54789	1	+	NA	NONE	8
chr2	103089500	103089650	id-54790	3.86e-08	+	GGTGTTGTATTGCAGGTGCCCACTAGGTGTCAGCA	Upstream_CTCF	40
chr2	103095284	103095434	id-54791	8.21e-06	+	CAGAAAGCTGCCTCCTCATCCTGGTGGGGGCGCTG	V_CTCF_BR	10
chr2	103136574	103136724	id-54792	9.39e-07	+	AATGCAAATCTAGTTACCGTCTCTAGGGGGCAGGC	Upstream_CTCF	40
chr2	103179078	103179228	id-54793	1.56e-05	-	CTTATACTTCTTCTTGCTGCCACTAGGTGAAGAGG	Upstream_CTCF	9
chr2	103202290	103202440	id-54794	1.93e-05	+	CCTCGAAGATGCCTTCAGGCCTGGGGGTGGCAGGA	V_CTCF_BR	5
chr2	103209181	103209331	id-54795	1.38e-07	-	TCTGCACTTCCTGGTTTCATCAACAGAGGTCACTG	Upstream_CTCF	38
chr2	103214424	103214574	id-54796	1	+	NA	NONE	6
chr2	103216020	103216170	id-54797	2.27e-06	+	TGCTCCACGGTTTCACTCTCCTCCTGGGGGCAGCA	V_CTCF_BR	7
chr2	103232405	103232555	id-54798	1.56e-05	-	TCTTCTGCACCACAGTGCGGCGCCAGAGGTTAGCA	Upstream_CTCF	40
chr2	103254006	103254156	id-54799	1	+	NA	NONE	8
chr2	103320332	103320482	id-54800	2.27e-05	-	AAAAACAAACCACTTTGAGCCACTTGGTGGTGCCA	V_CTCF_BR	40
chr2	103334349	103334499	id-54801	1	+	NA	NONE	4
chr2	103353456	103353606	id-54802	1	+	NA	NONE	30
chr2	103370137	103370287	id-54803	1.15e-08	+	ATGCAAATTTTGCCTATGGCCAGCAGGTGGCAGTA	UpstreamP1_CTCF	40
chr2	103422827	103422977	id-54804	8.58e-08	-	AGTGTCTTTCTGGAACTCTCCACGAGGTGGCACCA	Upstream_CTCF	40
chr2	103456498	103456648	id-54805	1.21e-09	+	GCTGCAACTTTTACATCTGCCACTAGAGGGCGCAT	Upstream_CTCF	40
chr2	103457820	103457970	id-54806	3.63e-06	+	CCTGAGCAGTTCCTTCTTCCCAGCAGGTGTCACTG	V_CTCF_BR	40
chr2	103464901	103465051	id-54807	3.4e-06	+	AAATCTCTCCCAGGAAAGACCACCCGGTGGCAGTG	Upstream_CTCF	19
chr2	103488973	103489123	id-54808	9.81e-06	-	TTCCTTCAGGTCTGTGCCAACACTAGAGGTCAGCA	V_CTCF_BR	18
chr2	103592591	103592741	id-54809	9.84e-06	+	CACCTTTTGCCAGCAACTTCCACCAGGGGAAGCTC	UpstreamP1_CTCF	35
chr2	103625155	103625305	id-54810	8.58e-06	-	CTGTTATCCATGCTCTCTGCCATAGGAGGGCAGCA	UpstreamP1_CTCF	6
chr2	103775623	103775773	id-54811	3.11e-05	-	TACACTGCCTCTTCTGCTGTCACAAGGTGTCACTG	V_CTCF_BR	4
chr2	103778011	103778161	id-54812	3.48e-06	+	AATTAGCTGTTCCCTGCCACCACTAGGTGGAGATG	UpstreamP1_CTCF	40
chr2	103901347	103901497	id-54813	4.88e-08	+	TTGCATTGGTGGCTATTGTCCAGTAGGGGCCAATC	UpstreamP1_CTCF	5
chr2	103905678	103905828	id-54814	1	+	NA	NONE	12
chr2	103909137	103909287	id-54815	1.9e-06	-	TCAGCAGGGACAATATCGCCCCCAAGGGGGTGAAA	Upstream_CTCF	3
chr2	103976016	103976166	id-54816	1.13e-05	+	CCGTCATTTCACATTCTCACCAGCAGCTGGTATTG	UpstreamP1_CTCF	1
chr2	104075893	104076043	id-54817	2.27e-06	-	CATGCCTCATGTCCCCGTTACAGCAGGTGGCACTA	V_CTCF_BR	9
chr2	104475798	104475948	id-54818	1.7e-05	-	GGAGAAATCCCTCCTAGAGCCTTCAGAGGGAGCAT	Upstream_CTCF	3
chr2	104504217	104504367	id-54819	1	+	NA	NONE	1
chr2	104575762	104575912	id-54820	1.98e-08	+	CTGCAAGGCGGGCTGGTAACCACTAGAGGGGAGGA	UpstreamP1_CTCF	34
chr2	104608156	104608306	id-54821	5.52e-05	-	CAGTATCTCCCTCTAGTTTCCAGAAGAGGTATTTG	UpstreamP1_CTCF	24
chr2	104649949	104650099	id-54822	8.61e-08	+	CACGCTCCATGTTGCACAACCAGCAGGGGGAGGTA	V_CTCF_BR	25
chr2	104660396	104660546	id-54823	1.08e-05	-	CTGCAGCTGCCGTGCACACTCGAGAGAGGGCAGAC	UpstreamP1_CTCF	3
chr2	104695463	104695613	id-54824	9.25e-06	+	CATGCCTCCCTGCTGCAGTCCACATGATGGCAGCA	V_CTCF_BR	7
chr2	104802985	104803135	id-54825	2.97e-06	-	CACCCAGGTCCCAGAATGGCCACTGGGTGGCAAGC	V_CTCF_BR	7
chr2	104870607	104870757	id-54826	2.19e-05	+	CTGGCAGTACTCTTCATGGCCTGGGGTGGCAGTGG	Upstream_CTCF	10
chr2	104929256	104929406	id-54827	7.73e-06	-	TTTACCAGCAGGGCAGCAGCCTGAGGGGGGCGCAT	V_CTCF_BR	7
chr2	105028969	105029119	id-54828	1.26e-07	-	TGTGGAAATGCCTCTCCATCCACCAGGGGGCAGAA	V_CTCF_BR	36
chr2	105044763	105044913	id-54829	3.31e-06	+	TTGATATTCCATTTAATAGACAGTGGGTGGCACCA	UpstreamP1_CTCF	2
chr2	105064414	105064564	id-54830	2.01e-05	-	AACTCACTTCCTACTCCCATCACCTGGGGGCATTA	Upstream_CTCF	14
chr2	105137891	105138041	id-54831	6.19e-06	-	ATGCTGTTACAATAATCCCCCTTTTGGGGGCACTC	UpstreamP1_CTCF	8
chr2	105292433	105292583	id-54832	2.91e-05	-	CCTGCATTTCCAGTGTCCACTCCTAGATGTCTCCT	Upstream_CTCF	1
chr2	105350177	105350327	id-54833	2.67e-06	-	GAGGTCATCCCTGCACTGTGCTCTAGAGGGCGACA	Upstream_CTCF	29
chr2	105371611	105371761	id-54834	4.01e-05	+	GTGACCAGGACAGAGCTTGGCACTAGGAGGTGCTC	V_CTCF_BR	2
chr2	105420719	105420869	id-54835	1.31e-05	-	AAGGAATTCTCCCCTAGAGCCTCTGGAGGGAGCAC	V_CTCF_BR	17
chr2	105459005	105459155	id-54836	8.9e-05	-	GCGCAGGGCAGGGCAGGGCAGGACAGGAGGCGCTA	UpstreamP1_CTCF	7
chr2	105459581	105459731	id-54837	5.33e-11	+	CGGGCCCTCCAAGTGCCGGCCTGCAGGGGGCGCCG	V_CTCF_BR	16
chr2	105461133	105461283	id-54838	2.78e-06	-	CTCTCGAGGTGTTTGGGGGCCGCGGGTGGGCGCTG	V_CTCF_BR	1
chr2	105466113	105466263	id-54839	1.19e-06	-	GAGTAGCATTATTGACTTGTCAGCAGGGGGCGCAC	V_CTCF_BR	40
chr2	105483732	105483882	id-54840	1.03e-06	+	CCGGAGGGAACCGAGGGGCCCGGGAGGGGGAGCTG	V_CTCF_BR	2
chr2	105490037	105490187	id-54841	8.56e-05	+	CGGGAGCAGCAAAAAGTTGACGCTGGGTGGAGGTT	UpstreamP1_CTCF	40
chr2	105518137	105518287	id-54842	1	+	NA	NONE	2
chr2	105540245	105540395	id-54843	7.11e-06	+	TATTCTATACAAATAGTAACCAGAAGAGAGCAGCA	Upstream_CTCF	6
chr2	105561072	105561222	id-54844	8.19e-06	-	CTGCCTTAAACCAAGCTGACCACAGGATGTCCCCA	UpstreamP1_CTCF	37
chr2	105582474	105582624	id-54845	4.96e-08	-	TCTGCACTGCCACAGATAGGCAATAGGAGGAGCTC	Upstream_CTCF	18
chr2	105593426	105593576	id-54846	1.63e-05	-	GCTTCTCTGATCAACTCTGCCAATAGGCGGTGCTA	Upstream_CTCF	24
chr2	105697483	105697633	id-54847	1	+	NA	NONE	5
chr2	105723502	105723652	id-54848	3.71e-05	-	GCAGCCACGCTGTACAGGACCACGTGGGGAGGCAG	Upstream_CTCF	8
chr2	105731061	105731211	id-54849	1.08e-05	+	TGTTAGTACCCTAGTTTAGCCACAAGATGGAGTAG	UpstreamP1_CTCF	39
chr2	105735603	105735753	id-54850	2.59e-06	-	CTGCATGGAGGCCTCGCTTCCTGAAGGCGGCGCTG	UpstreamP1_CTCF	33
chr2	105741985	105742135	id-54851	6.37e-07	-	CAGCAGTTGAATTGGAAGGACTGTAGGGGGCTCCC	UpstreamP1_CTCF	33
chr2	105742552	105742702	id-54852	1.84e-07	+	CCTGTAGTTCCTCCTCCCAACTCCAGAGGGGCTCC	Upstream_CTCF	1
chr2	105758837	105758987	id-54853	3.71e-05	+	ACAGCCAGCCTTGGCTCTGCCACTAGGGGAGTTCA	Upstream_CTCF	10
chr2	105781952	105782102	id-54854	4.3e-06	-	GCCGTATTGTTCACAGTAGCCGAAAGATGGCAGCA	Upstream_CTCF	0
chr2	105796325	105796475	id-54855	3.45e-05	-	CAGACTTGCAGCTGTTTCACCACTTGGAGGAGCTC	V_CTCF_BR	39
chr2	105852198	105852348	id-54856	6.04e-07	-	CTGAATTAGAAACCCTGGGACGCCAGGGGGCGCAA	UpstreamP1_CTCF	39
chr2	105854510	105854660	id-54857	6.53e-09	-	AGGACAACTCTATGTGCGACCACCAGGGGGCGCGC	V_CTCF_BR	40
chr2	105859073	105859223	id-54858	3.36e-07	-	TGTAGACGGAGTGGGGCAGCCAGCAGAGGGAGAAG	V_CTCF_BR	0
chr2	105860546	105860696	id-54859	2.55e-06	+	CTTGTGCTCTATTCGGCCACCACCAGGGGTCCCCA	Upstream_CTCF	38
chr2	105895226	105895376	id-54860	1	+	NA	NONE	26
chr2	105904312	105904462	id-54861	1	+	NA	NONE	40
chr2	105911464	105911614	id-54862	5.34e-06	-	AAGACTGATCTACTAGCATTCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr2	105915881	105916031	id-54863	1.08e-08	-	ATGCAGTGACCCTCTTTGACCTCCAGGGTGAGGCT	UpstreamP1_CTCF	28
chr2	105961576	105961726	id-54864	3.4e-06	+	TGTTTCTTTAAATATATTCCCACCAGATGGCAGCA	V_CTCF_BR	35
chr2	105986358	105986508	id-54865	7.27e-06	+	ATGGTCATATGCAGCAATACCGGCAGGTGGCAGGA	V_CTCF_BR	40
chr2	105994434	105994584	id-54866	6.05e-06	+	GGTCAACAGGAAAGCAAAGCCACTAGATGTCACCA	V_CTCF_BR	17
chr2	106000764	106000914	id-54867	1	+	NA	NONE	8
chr2	106010387	106010537	id-54868	7.27e-06	+	GCACAGATCCCCAACACGGGCTCCAGGTGTCAGCA	V_CTCF_BR	8
chr2	106014897	106015047	id-54869	2.72e-05	+	CAGCGTCACCTCCCCGCAGCCGCCGGCTGGGACCC	UpstreamP1_CTCF	11
chr2	106015405	106015555	id-54870	6.05e-06	+	ACGGGGCTGGAGGGCGCGGGCGGCTGGTGGCTGCG	V_CTCF_BR	37
chr2	106020370	106020520	id-54871	2.97e-06	-	CCTCCCCCCCACGACCCCACCACAGGGTGGCAGTT	V_CTCF_BR	39
chr2	106060701	106060851	id-54872	1	+	NA	NONE	8
chr2	106071357	106071507	id-54873	7.73e-06	+	TCTTCATGCCATAGTGGGGCCGCCTGGGGGAGCTT	V_CTCF_BR	40
chr2	106135543	106135693	id-54874	1.93e-05	-	AACACCATGCCAAGAGGGCCCAGATGAGGGAGCAA	V_CTCF_BR	28
chr2	106136103	106136253	id-54875	4.14e-05	-	TTTGAGTGCATGATATCTTCCAGTAAGTGGCGGTG	UpstreamP1_CTCF	13
chr2	106137772	106137922	id-54876	7.23e-07	-	GTTGTAATAATCTGTTTTTACACCAGATGGCAGAG	Upstream_CTCF	38
chr2	106142532	106142682	id-54877	2.96e-05	-	GTGGGGCGGCTACCTGGCGCCCGTGGAGGGTGGAA	V_CTCF_BR	1
chr2	106162305	106162455	id-54878	1.32e-08	-	CTGTATCTTCCCGAGATGACCAGGAGATGGCGCCC	UpstreamP1_CTCF	40
chr2	106179899	106180049	id-54879	4.23e-06	-	TCGCTGTAGCAGGAAGCAAACCCCAGGGGTCGCCT	UpstreamP1_CTCF	5
chr2	106192903	106193053	id-54880	4.44e-06	+	TAGCAGAGTCCTTCTTCTGCCACTAGAGGTCATGA	UpstreamP1_CTCF	40
chr2	106193328	106193478	id-54881	1	+	NA	NONE	5
chr2	106210069	106210219	id-54882	6.18e-07	-	GCTGGACTTCCTCCCAGCACCAGATGGTGTCACTG	Upstream_CTCF	5
chr2	106212185	106212335	id-54883	1.77e-05	+	CCAGTCATCTCACCTGCAGCCTGCAGGAGTCTCTG	Upstream_CTCF	12
chr2	106250785	106250935	id-54884	1	+	NA	NONE	15
chr2	106352687	106352837	id-54885	1.55e-05	+	GCAGAAGGAGTGTGTGTGACCTCCAGAGGCTGGAA	V_CTCF_BR	8
chr2	106365149	106365299	id-54886	2.53e-05	+	TTCTTTACTAGATTCTGAACCGCTTGGGGGCAGAC	V_CTCF_BR	17
chr2	106386120	106386270	id-54887	9.88e-07	+	TGTGCAGTACAGCCAGGCGGCCACAGGAGCCACTG	Upstream_CTCF	29
chr2	106398777	106398927	id-54888	1.18e-05	+	AACTAGTTCCACTCTCTCCACAGCAGGTGTCAGAG	UpstreamP1_CTCF	27
chr2	106404286	106404436	id-54889	1.21e-05	-	AGGGATCTACAAGTCGGGGGCGGTGGGGGGCGGTA	Upstream_CTCF	8
chr2	106406350	106406500	id-54890	1.59e-06	+	TTGTGTTTTGCCATCACTGCCTGGAGGGGGCAGGG	V_CTCF_BR	31
chr2	106439624	106439774	id-54891	1	+	NA	NONE	3
chr2	106490279	106490429	id-54892	2.58e-05	+	GCTGCAACCCTGGCCATGTCCTCCTAGGGACGGTA	Upstream_CTCF	14
chr2	106505192	106505342	id-54893	6.43e-06	-	GGCAGTCTGCTCACATGAACCCCTAGGGGGCTCTG	V_CTCF_BR	36
chr2	106505505	106505655	id-54894	1.15e-07	-	CCGACCCAAAACAACTCTGCCTCCAGAGGGAGCCA	V_CTCF_BR	7
chr2	106513346	106513496	id-54895	1.15e-07	+	CCTGTGTTCCCCCCTACCCCCAGCAGATGGCATTC	Upstream_CTCF	18
chr2	106536453	106536603	id-54896	1.48e-06	+	AGTAAGGTACCAGGCCCTACCACCAGGAGGCAGGC	V_CTCF_BR	40
chr2	106536937	106537087	id-54897	2.37e-05	+	CCTGAATTCCCAGGTTCCCCCAGCAGGGTACCTCC	Upstream_CTCF	7
chr2	106586132	106586282	id-54898	9.4e-06	-	AAGCAAATCCCATCGCTGTCCAAAAGATGGAGCTG	UpstreamP1_CTCF	39
chr2	106607269	106607419	id-54899	1	+	NA	NONE	10
chr2	106646830	106646980	id-54900	2.15e-05	+	GATGGGGAGATTTTCTAGGTCAGCAGAGGGTGCAG	V_CTCF_BR	4
chr2	106647263	106647413	id-54901	1	+	NA	NONE	5
chr2	106653841	106653991	id-54902	1	+	NA	NONE	14
chr2	106701916	106702066	id-54903	4.68e-07	-	TTCGTTTACTTGTCTGTAGCCTGAAGGGGGCGGTG	V_CTCF_BR	38
chr2	106714675	106714825	id-54904	3.16e-06	+	TCCCAATGCTACACTGCCCCCAGTGGGTGGCAGCC	UpstreamP1_CTCF	39
chr2	106720938	106721088	id-54905	8.02e-08	+	GGGCAACTTCACCCACACACCGCTAGGTGGCAGTA	UpstreamP1_CTCF	40
chr2	106724157	106724307	id-54906	1.64e-06	+	GTGCATTTCCCTGCGTGACTCGCCAGGGGCAGCTC	UpstreamP1_CTCF	20
chr2	106724902	106725052	id-54907	1.59e-06	+	TCACAGGGATCTGGTGTGGACAGCTGATGGCAGCA	V_CTCF_BR	39
chr2	106781648	106781798	id-54908	1	+	NA	NONE	20
chr2	106810660	106810810	id-54909	1	+	NA	NONE	0
chr2	106817161	106817311	id-54910	2.72e-05	+	GTGTCATTTGTTTCTTTGACCACGGGATGGCATCT	UpstreamP1_CTCF	2
chr2	106865135	106865285	id-54911	5.08e-07	+	CAATCTGTCACTTTGGTCTCCAGCAGAGGGAGCTG	V_CTCF_BR	3
chr2	106886359	106886509	id-54912	7.31e-05	-	TGGCAACGCCCTCCCTCCACCCAAAGGCGGCCGAG	UpstreamP1_CTCF	5
chr2	107078478	107078628	id-54913	7.27e-06	+	TGGGGTTTCACCATGTTGGCCAGATGGTGTCGCTC	V_CTCF_BR	21
chr2	107087234	107087384	id-54914	4.5e-06	-	AATGCCTCGGCCCAGTACTCCACTAGATGGCGTTA	Upstream_CTCF	32
chr2	107159309	107159459	id-54915	4.66e-08	-	TATGCAGTTCTGCGCTGGAACACACGGGGGCAGCA	Upstream_CTCF	40
chr2	107161422	107161572	id-54916	4.01e-05	-	TCCCATGTCCCCTGTGTTTCCCACAGGGGGCGACA	V_CTCF_BR	22
chr2	107179409	107179559	id-54917	5.26e-07	+	ATTGCTGTACTCGTCAGCCCCAAAAGGTGGCTCTG	Upstream_CTCF	18
chr2	107179798	107179948	id-54918	1	+	NA	NONE	29
chr2	107189117	107189267	id-54919	4.96e-08	-	GACGCAGTTTTCCTGCACACCACCTGGGGGCAGCA	Upstream_CTCF	39
chr2	107198657	107198807	id-54920	2.04e-08	+	GGTGCTGCGCTGCTCGCGGCCGGCAGGAGGAAGCG	Upstream_CTCF	37
chr2	107199125	107199275	id-54921	9.88e-07	-	GCCGCTTTACCTCATCCTGACTCTAGATGGCAGCA	Upstream_CTCF	40
chr2	107203956	107204106	id-54922	3.42e-08	-	CTGCGCATACCCTGGATGGGCAGCAGGGGGCAGCG	V_CTCF_BR	40
chr2	107213426	107213576	id-54923	3.47e-07	+	ATGCAATTCTACCATGTGCCCACAAGGGGAGAACT	UpstreamP1_CTCF	39
chr2	107254617	107254767	id-54924	1	+	NA	NONE	33
chr2	107302072	107302222	id-54925	5.55e-07	-	TGTGCAGTGGATCTGCTGGCCACATGGGGGCCAAT	Upstream_CTCF	10
chr2	107456415	107456565	id-54926	8.16e-07	+	TGCACTGCCAGTGGAGCAAACACCAGGGGGAGCGA	V_CTCF_BR	31
chr2	107479969	107480119	id-54927	9.4e-06	+	TAGAACGTGTAGGCAGTAGCCACTATGGGGCACTG	UpstreamP1_CTCF	32
chr2	107484770	107484920	id-54928	9.25e-06	-	GCATGAATGCACTTTGTAAGCTGTAGAGGGCAGCC	V_CTCF_BR	28
chr2	107492997	107493147	id-54929	6.98e-07	+	ACCCATTGGGGGACAGTGACCAGAAGAGGGCATCA	V_CTCF_BR	18
chr2	107499241	107499391	id-54930	1	+	NA	NONE	21
chr2	107502502	107502652	id-54931	1	+	NA	NONE	4
chr2	107503663	107503813	id-54932	2.91e-05	-	AGAGAAGCTCTGGGAGCGAGGGCCAGGCGGCAGTG	Upstream_CTCF	9
chr2	107549223	107549373	id-54933	1.39e-07	+	GTATTCTGAGGTGCCCCTGCCACAAGAGGGCTCCC	V_CTCF_BR	4
chr2	107573375	107573525	id-54934	1	+	NA	NONE	10
chr2	107576872	107577022	id-54935	1	+	NA	NONE	7
chr2	107654281	107654431	id-54936	2.11e-06	-	TGACGCTTTGGAGTGTGATCCAGCAGGTGGCACTT	V_CTCF_BR	6
chr2	107997491	107997641	id-54937	6.39e-08	+	GATACCACTGAGGTCATGGCCAGGAGGTGGCAGTG	V_CTCF_BR	14
chr2	108189453	108189603	id-54938	1	+	NA	NONE	37
chr2	108243767	108243917	id-54939	3.71e-05	-	CATGTACATACTCGACCCTCAAGCAGGTGGAGCAT	Upstream_CTCF	3
chr2	108265581	108265731	id-54940	4.1e-06	+	GCAACACTGCACACAGTCTCCAGCAGAGGTCCCCC	Upstream_CTCF	14
chr2	108285877	108286027	id-54941	7.12e-06	-	TCGTAATGTCACAAAATATCCACTGAGGGGCACTG	UpstreamP1_CTCF	24
chr2	108379031	108379181	id-54942	6.48e-05	-	TCTCAGCAGAATGAAGTTGCCACTAGGTAGAGCTA	UpstreamP1_CTCF	7
chr2	108450220	108450370	id-54943	7.27e-06	-	TGGGGTTTCACCATGTTGGCCAGATGGTGTCGCTC	V_CTCF_BR	13
chr2	108549571	108549721	id-54944	6.73e-07	-	CTGCTTTGCTGCATTTGAATCAGTAGAGGGAGGCA	UpstreamP1_CTCF	33
chr2	108553351	108553501	id-54945	4.85e-07	+	CATTAATTATGTGGGTTCACCAGCAGAGGGCGACG	UpstreamP1_CTCF	37
chr2	108651428	108651578	id-54946	1.21e-05	-	AATGCAGAATTGAGCCCTGCTGCCAGGGGGCATCC	Upstream_CTCF	14
chr2	108686098	108686248	id-54947	8.46e-07	-	GCTGCAGATCCTCTTCCTGCCTGCAGGAGCCCTGG	Upstream_CTCF	29
chr2	108786576	108786726	id-54948	2.34e-06	-	AAGCTGTTACTGTTTTCTCTCAGTAGATGGCACTG	UpstreamP1_CTCF	40
chr2	108799071	108799221	id-54949	5.68e-06	-	CTTCCGAGGCAGAAGGTTAACACATGGGGGCGCTC	V_CTCF_BR	37
chr2	108801006	108801156	id-54950	3.97e-05	-	TTGTCATTCACTCAGGCCCTCACTTGGTGGCAGTA	UpstreamP1_CTCF	40
chr2	108811408	108811558	id-54951	1.84e-05	-	TTGTAAAATAACAGTTTGGACACTAGAGGGAGACT	UpstreamP1_CTCF	37
chr2	108832243	108832393	id-54952	1.84e-05	+	CTGTGATGTTGAAACCTTGTCAGCAGAGAGCACTG	UpstreamP1_CTCF	38
chr2	108905099	108905249	id-54953	1	+	NA	NONE	5
chr2	108966581	108966731	id-54954	2.15e-05	+	CCAGGGCGGTTGTCTTTACCCACTAGATGGCATCT	V_CTCF_BR	40
chr2	108972937	108973087	id-54955	6.84e-06	-	TACAAATTGTCTCCTAGGGCCTCTGGAGGGAGCCC	V_CTCF_BR	0
chr2	108985738	108985888	id-54956	2.34e-06	+	CAGCAATAGCAAGCGATGCACAGTAGGTGATGCTC	UpstreamP1_CTCF	21
chr2	108999685	108999835	id-54957	1	+	NA	NONE	33
chr2	109013432	109013582	id-54958	6.84e-06	+	ACTATTTTAAGTCCCTCATGCAGCAGAGGGCGCAA	V_CTCF_BR	40
chr2	109016863	109017013	id-54959	3.88e-06	-	CCAAATTTGCAGTCATCAGACACCAGGGGTCACTC	V_CTCF_BR	4
chr2	109033833	109033983	id-54960	1.47e-05	+	AAGGAGAGCGTGGTCTATTCCACCAGGTGGCATTC	V_CTCF_BR	26
chr2	109109084	109109234	id-54961	1	+	NA	NONE	8
chr2	109150802	109150952	id-54962	1.37e-05	-	GAGGAAGGCCAGGGGCCGGCCGCGCGGGGGCGCGG	Upstream_CTCF	13
chr2	109165919	109166069	id-54963	4.17e-05	+	AGTACAGTGTTTGCTTTCTCCATTAGGAGGCAATG	Upstream_CTCF	14
chr2	109200503	109200653	id-54964	8.81e-07	-	AGAGTGGGTTTGCTTCTCTCCAGCAGATGGAGCTA	V_CTCF_BR	40
chr2	109210335	109210485	id-54965	1	+	NA	NONE	27
chr2	109213936	109214086	id-54966	1	+	NA	NONE	34
chr2	109224301	109224451	id-54967	8.03e-07	+	CCTGTAACATCTTCAGGAGCCACATGGTGGCAGGC	Upstream_CTCF	40
chr2	109252907	109253057	id-54968	7.49e-07	-	GAGCAGCACTGAGACCTTGTCAGTAGAGGGTGCTG	UpstreamP1_CTCF	40
chr2	109335207	109335357	id-54969	1	+	NA	NONE	21
chr2	109471799	109471949	id-54970	1	+	NA	NONE	27
chr2	109494120	109494270	id-54971	2.28e-05	-	CATGCAGTTCTTTCTTTGGCCACCAGAATCTTTAT	Upstream_CTCF	24
chr2	109527266	109527416	id-54972	1	+	NA	NONE	0
chr2	109544971	109545121	id-54973	1.39e-07	+	AAAGCATGATGTGTTGTGGCCACTAGGGGGAGGAA	V_CTCF_BR	40
chr2	109561250	109561400	id-54974	3.06e-08	-	GGCGTCAGTTCCTCTGGGACCTGCAGGTGGCGGCG	V_CTCF_BR	13
chr2	109561411	109561561	id-54975	6.21e-06	-	ACTGTACAATGCAAGCCAGACAGCAGGGGGCAACT	Upstream_CTCF	23
chr2	109576615	109576765	id-54976	5.63e-06	+	CTGCAGTTTCTCTATTTGTCCACAAGAGCCTCAAA	UpstreamP1_CTCF	36
chr2	109603814	109603964	id-54977	1	+	NA	NONE	5
chr2	109605656	109605806	id-54978	2.2e-06	-	TCTCCAGTGCTGGGAGAGACCTCTAGATGGTGCAG	Upstream_CTCF	39
chr2	109612176	109612326	id-54979	7.27e-06	-	ACCCAGCTGTCATGTTCACACTCCAGGTGGCAGCA	V_CTCF_BR	8
chr2	109618487	109618637	id-54980	1.57e-08	-	GGTGCAGTGCAGCCATGGGACACAAGGGGCAGCAA	Upstream_CTCF	40
chr2	109638501	109638651	id-54981	5.92e-05	+	CCGGCTGCTGTGGGTTCCGCACCTAGGGTGCGCCA	Upstream_CTCF	1
chr2	109644878	109645028	id-54982	1	+	NA	NONE	4
chr2	109648007	109648157	id-54983	1.59e-06	-	GCGGGCGCTTCCCGGCCGAGCTGCAGGGGGTGCAC	V_CTCF_BR	19
chr2	109663417	109663567	id-54984	9.39e-07	+	CCTGCAGTGCCAGAGACTGGACGTGGGTGGCAGCC	Upstream_CTCF	18
chr2	109669484	109669634	id-54985	1	+	NA	NONE	14
chr2	109679091	109679241	id-54986	1.54e-05	-	TTGCACTGTGCTCTGTCTCACGAGAGAGGGCACTG	UpstreamP1_CTCF	25
chr2	109719516	109719666	id-54987	9.66e-05	-	ACTTTGATGTTTTTTCCTCCCACCAGGGGACTCGT	Upstream_CTCF	21
chr2	109744536	109744686	id-54988	1.18e-09	+	CGACGGGAACGCAAAGCGGCCACGAGGGGGCAGCG	V_CTCF_BR	40
chr2	109779560	109779710	id-54989	1	+	NA	NONE	9
chr2	109787261	109787411	id-54990	1	+	NA	NONE	7
chr2	109787921	109788071	id-54991	5.98e-05	+	GGTCAGCGCTGTGGCTTCGCCCGCGGCGGGCCAGG	UpstreamP1_CTCF	20
chr2	109790182	109790332	id-54992	1	+	NA	NONE	7
chr2	109802343	109802493	id-54993	6.98e-07	+	CCCTGTGCCCCGTGCTTGGCCAGCAGAGGCCTGGC	V_CTCF_BR	5
chr2	109802688	109802838	id-54994	2.6e-05	-	CTGCAGGATGGGGATAATGGCAGTACCTGCCACTA	UpstreamP1_CTCF	15
chr2	109818133	109818283	id-54995	1	+	NA	NONE	8
chr2	109820978	109821128	id-54996	2.6e-06	+	CAGCGTCCCTGGCCTCCATCCTCCAGGTGCCGGCA	V_CTCF_BR	6
chr2	109824669	109824819	id-54997	4.31e-07	-	AGGGAAGGGATATGCCCCACCTGCAGGTGGCAGGA	V_CTCF_BR	33
chr2	109832836	109832986	id-54998	3.4e-06	+	CTGAGTCCAGGGGAGTTGGTCACTTGAGGGCGGTG	V_CTCF_BR	4
chr2	109839766	109839916	id-54999	6.49e-06	+	CCCGAAGAAGCAGGAGTGGCCACTAGGAGCTGCCG	Upstream_CTCF	19
chr2	109840006	109840156	id-55000	3.84e-06	-	GTGCAGGGCTACCCAGGGAGCACTAAGGAGCTCCA	UpstreamP1_CTCF	1
chr2	109841312	109841462	id-55001	3.03e-05	-	GCTGCAGTTCTCTAGCTGTCCATTAGAGTAGCCAC	Upstream_CTCF	10
chr2	109852725	109852875	id-55002	9.39e-07	+	TGAGCAATGCCCAGCAGTGCCTCCAGAGTGTGCGA	Upstream_CTCF	2
chr2	109856302	109856452	id-55003	2.8e-05	+	GGAGTCACTCAATCACTGGCAGCCAGGCGGAGGTG	Upstream_CTCF	6
chr2	109877398	109877548	id-55004	3.16e-05	+	GATGGAGAGCCTTTCCCTCCCTTTAGAGGGCACTG	Upstream_CTCF	40
chr2	109897337	109897487	id-55005	9.62e-05	-	GTGTTCTGCATCACCACTGCCACCTAGGGAACCTG	UpstreamP1_CTCF	22
chr2	109929471	109929621	id-55006	1.35e-05	+	ATGCAATCCACATACTTCAGAGGCAGGTGGTGCTC	UpstreamP1_CTCF	9
chr2	109934680	109934830	id-55007	5.48e-05	-	CGGGAGGCACCAGCCAGTCACGCTAGGAGGAGCAG	Upstream_CTCF	21
chr2	109938089	109938239	id-55008	3.42e-05	-	CTGTCTATACTTGAGTTGCACGGCAGGGGGCCAGG	Upstream_CTCF	18
chr2	109946541	109946691	id-55009	1	+	NA	NONE	6
chr2	109950035	109950185	id-55010	8.89e-06	+	CCTGCAAAGCCACCTTGCTCCACTAGAGACAAAGT	Upstream_CTCF	38
chr2	109966063	109966213	id-55011	2.06e-07	+	GCTGCAGAGCCGAGGCCCTCCTCCAGGGGCCTCAC	Upstream_CTCF	27
chr2	109997342	109997492	id-55012	9.71e-06	+	GAAGCTGCATGCATGTAGACCAGCAGGAGTCGTTG	Upstream_CTCF	5
chr2	110002768	110002918	id-55013	5.37e-06	+	ATGAAGCCAAAAGGACCAAACACCAGGGGGCCGCT	UpstreamP1_CTCF	13
chr2	110013384	110013534	id-55014	7.27e-06	-	TCCGAAAACTGCAGGTAGGCCACCGGGGGGCATTC	V_CTCF_BR	30
chr2	110018734	110018884	id-55015	1.59e-06	+	CCACCATGCTGGCCACAGCCCAGGAGAGGGAGCCC	V_CTCF_BR	7
chr2	110024229	110024379	id-55016	1	+	NA	NONE	1
chr2	110026819	110026969	id-55017	3.88e-06	+	GGGCCCCTGCAGCTCCGTGCACCCAGGGGGCAGCA	V_CTCF_BR	12
chr2	110040431	110040581	id-55018	1.47e-05	+	GAGGGAAGGAGCTGCAGGCCCTGGTGGTGGCAGCA	V_CTCF_BR	11
chr2	110055110	110055260	id-55019	1.26e-05	-	ACTGCAATGACTGTATCCCCAGCTAGAGGCTACCA	Upstream_CTCF	12
chr2	110059724	110059874	id-55020	2.53e-05	-	AGATGACAGGAGGATAGAGCCGATAGGGGGCAACA	V_CTCF_BR	4
chr2	110065938	110066088	id-55021	7.27e-06	+	TGCTTACTGTAACTTTTTGGCACTAGATGGCAGTG	V_CTCF_BR	21
chr2	110072618	110072768	id-55022	7.49e-07	+	TGGCACTGGCGTTGGCTGGGCAGAAGGGGTCGCAG	UpstreamP1_CTCF	1
chr2	110074502	110074652	id-55023	2.68e-05	-	ACTGTCCCAGGAGTGACTTCCCCTAGAGGGAGATG	Upstream_CTCF	29
chr2	110083422	110083572	id-55024	5.08e-05	-	GTGCCATTTTACATTTCCACCAGCAGAGCAGGAGG	UpstreamP1_CTCF	13
chr2	110089610	110089760	id-55025	1	+	NA	NONE	4
chr2	110092082	110092232	id-55026	4.5e-05	-	CAGCTGTCACAGCTGGGGTGCAGCAGCGTGCTACT	UpstreamP1_CTCF	9
chr2	110103724	110103874	id-55027	1.77e-05	+	CCTGCCTCACACGGGACGACCACCAGGGAAGTGCC	Upstream_CTCF	14
chr2	110106550	110106700	id-55028	2.04e-05	-	GACATCTTGAAAAGATAGGCCAGCAGATGGCATCT	V_CTCF_BR	21
chr2	110252939	110253089	id-55029	1	+	NA	NONE	30
chr2	110267812	110267962	id-55030	4.38e-08	-	CGAGCCATTCCCTGTGCCACCAACAGAGGGAGCTC	Upstream_CTCF	40
chr2	110274071	110274221	id-55031	3.18e-06	+	AAGGCGGCTGTGAGGGCCGCCACTGGAGGGCGTGC	V_CTCF_BR	40
chr2	110288379	110288529	id-55032	7.46e-06	+	GGGCAGTTCCTGGGCAGTTCCTGGAGTGGCCACTG	UpstreamP1_CTCF	11
chr2	110303776	110303926	id-55033	1.5e-05	+	AGTGCAATCCCCACTACTGACACAGCGCGGCAGCA	Upstream_CTCF	40
chr2	110341035	110341185	id-55034	1.5e-05	-	GCTGCATTAATTTACATTCCCACCAGCAGGGTACA	Upstream_CTCF	25
chr2	110369298	110369448	id-55035	1	+	NA	NONE	11
chr2	110373477	110373627	id-55036	4.59e-07	+	TTTCAGGGACCCAGAGCAGCCGCTGGAGGGCAGGG	UpstreamP1_CTCF	23
chr2	110388053	110388203	id-55037	1.99e-07	-	ACAGCAGACACCAGGGTGGCCAGGAGGTGGAAGAC	V_CTCF_BR	2
chr2	110420579	110420729	id-55038	3.63e-05	-	AAGTGTGGGAGAGGGAAGGACACTAGGTGGAGTCA	V_CTCF_BR	33
chr2	110428561	110428711	id-55039	4.65e-06	-	CATCACCTTGTCATGCTGTCCACTGGGTGGCAGGG	UpstreamP1_CTCF	2
chr2	110473058	110473208	id-55040	5.08e-07	-	GGTGCTGGGAGAGTGGCTTCCAGGAGAGGGCAGGG	V_CTCF_BR	36
chr2	110493925	110494075	id-55041	5.08e-07	-	CAATCTGTCACTTTGGTCTCCAGCAGAGGGAGCTG	V_CTCF_BR	34
chr2	110871851	110872001	id-55042	2.11e-06	+	CTTCCCGGCAGACAGGAAACCACCAGGAGGCAGTG	V_CTCF_BR	35
chr2	110874063	110874213	id-55043	8.71e-06	-	AGGGAAGGAAGGAGGTTGTCCACTAGAGGCAGCAG	V_CTCF_BR	40
chr2	110914861	110915011	id-55044	1.13e-05	-	AATCACTGCCACAAATGAGCCAGTAGGTGTCCTCA	UpstreamP1_CTCF	38
chr2	111436953	111437103	id-55045	2.4e-05	-	ATTATTTTAACCACCAAGGCCGGGTGGTGGCGCCA	V_CTCF_BR	20
chr2	111499410	111499560	id-55046	4.5e-05	+	GTGGTTTTCCAAGTGTCTGCCTCCAGCGGTGAGAG	UpstreamP1_CTCF	17
chr2	111513210	111513360	id-55047	2.1e-05	-	ATTGCATAGTTAAAAAGAACCACTAGATGGAGTAT	Upstream_CTCF	38
chr2	111569433	111569583	id-55048	1.55e-08	+	GGAGACTTCTTGGACTTGACCACCAGAGGGCAGAA	V_CTCF_BR	39
chr2	111576785	111576935	id-55049	3.22e-07	+	TCTGCAGTTTATTCTGTTGGCAATAGGGGGCTACT	Upstream_CTCF	34
chr2	111611216	111611366	id-55050	8.71e-06	-	AAGAAAGGGCCTCGGGCTGGCTCTAGAGGGCAACA	V_CTCF_BR	39
chr2	111612045	111612195	id-55051	5.67e-06	+	GGTGTTTGTTTGCTCTCCACCAGCAGGGGGATAAA	Upstream_CTCF	40
chr2	111612418	111612568	id-55052	2.2e-07	+	AATCTGTCCCACCTGATGGCCAGCAGATGGCCCTG	UpstreamP1_CTCF	20
chr2	111621864	111622014	id-55053	1.18e-05	+	GAGGAGTTCTCAAAACTGAACACCAGGGGCTCTCC	UpstreamP1_CTCF	6
chr2	111624115	111624265	id-55054	1.1e-06	+	GGGAAATACAGGGGAGGCGCCAGTGGAGGGAGCCA	V_CTCF_BR	3
chr2	111634297	111634447	id-55055	7.27e-06	-	TGCCTAGAGCAGGGTTTGGCACCTAGGGGGCGCTC	V_CTCF_BR	28
chr2	111644888	111645038	id-55056	1	+	NA	NONE	4
chr2	111664725	111664875	id-55057	1	+	NA	NONE	0
chr2	111689316	111689466	id-55058	4.31e-05	-	ATGCAATTTTACATTCCTACCAGCGGTGTGTAATA	UpstreamP1_CTCF	1
chr2	111774987	111775137	id-55059	4.43e-05	-	GCCACTGCTCCCCACTTGGCCTCTAGTGGCAGAAA	V_CTCF_BR	3
chr2	111786449	111786599	id-55060	1	+	NA	NONE	28
chr2	111799090	111799240	id-55061	1.5e-05	-	GGTGTAGAGCCGGGGGCAGCCAGAGGCGGCAGCCA	Upstream_CTCF	2
chr2	111827429	111827579	id-55062	1	+	NA	NONE	36
chr2	111858434	111858584	id-55063	8.23e-05	+	CTGCTCAAGTCTAAAATGACCACTAGGGTTGGGTT	UpstreamP1_CTCF	14
chr2	111874697	111874847	id-55064	2.57e-08	+	GTTCAGTTCCCTCTGCGCGCCAGAGGGTGGCACCC	UpstreamP1_CTCF	39
chr2	111877494	111877644	id-55065	1.48e-05	+	CTGCCTTCACTGGCCTCAGCCAGTCGAGGGAGCTC	UpstreamP1_CTCF	3
chr2	111878074	111878224	id-55066	1.93e-05	-	GCGGCCGCGGCGTGCGCGGCACAGAGGGGGCGCTC	V_CTCF_BR	35
chr2	111878764	111878914	id-55067	1.28e-06	-	GCACGTGCACGGGAAGCGGGCAGTAGGTGGTGCCG	V_CTCF_BR	19
chr2	111880336	111880486	id-55068	1.32e-05	+	TGCGCTGCTTTCGTGGTGACGGTCAGGGGGCGCCC	Upstream_CTCF	6
chr2	111891841	111891991	id-55069	1	+	NA	NONE	18
chr2	111893481	111893631	id-55070	6.8e-06	-	AGGAGGTGCTCTGATTCCACCACCAGATGGTGTCA	UpstreamP1_CTCF	34
chr2	111915373	111915523	id-55071	6.23e-05	+	CAGCACCCATAGCTTTGCAACGCTAGGGGAGAGTG	UpstreamP1_CTCF	2
chr2	111918991	111919141	id-55072	1	+	NA	NONE	3
chr2	111944640	111944790	id-55073	4.51e-05	-	CGTGCTCCCACTCGAACAGTGGCCAGGGGGAGCTA	Upstream_CTCF	6
chr2	111952451	111952601	id-55074	1.03e-06	+	CTGCAGTTAATCATTACAGCCAGTAGGATGAGTTC	UpstreamP1_CTCF	24
chr2	111960318	111960468	id-55075	1	+	NA	NONE	7
chr2	111989250	111989400	id-55076	1	+	NA	NONE	7
chr2	112024634	112024784	id-55077	1.47e-05	+	GTCCCGGTGGAGGGATGGGGCAGAAGAGGCCAGAC	V_CTCF_BR	14
chr2	112048084	112048234	id-55078	9.66e-05	-	AGAGCGGTGCACTGTGCATCCACTAGGGCTCTCCC	Upstream_CTCF	9
chr2	112212086	112212236	id-55079	4.17e-05	-	CATCCTATTCAAAGCAGTCCCTGTAGGTGGTGGTG	Upstream_CTCF	28
chr2	112236024	112236174	id-55080	1	+	NA	NONE	28
chr2	112238201	112238351	id-55081	3.03e-05	+	GAAGTGCCTCTCAGGGAGGCCTCTAGACGGGGCTG	Upstream_CTCF	15
chr2	112355210	112355360	id-55082	1	+	NA	NONE	15
chr2	112375864	112376014	id-55083	4.17e-05	+	GCGGCAGCAGCATGAGCGGCAGACAGGCGGCCAAG	Upstream_CTCF	9
chr2	112377193	112377343	id-55084	3.4e-06	+	CAGGTCCCTCAGGAGGTATCCAGAAGAAGGCGCTG	V_CTCF_BR	30
chr2	112410911	112411061	id-55085	2.11e-06	-	ATGCCAGCTCCACTACTAACCAGCAGTGGGAGCTT	V_CTCF_BR	15
chr2	112421313	112421463	id-55086	1.48e-06	-	TTTGGAAGGATGGAAAGAGCCAGCAGAGGGAGACG	V_CTCF_BR	29
chr2	112425207	112425357	id-55087	2.8e-05	-	CCTGCAAGACTGTTAAGAGTCAGCAAGGGGCTCCA	Upstream_CTCF	37
chr2	112427577	112427727	id-55088	1	+	NA	NONE	21
chr2	112448218	112448368	id-55089	4.1e-06	+	GTCTCAGTTCTCCCTTTGCCAGCCAGGTGGCCCCA	Upstream_CTCF	21
chr2	112450003	112450153	id-55090	5.26e-07	-	GGTGTTCTTCCTCCACCCTCCAGCAGGAGAAGCTT	Upstream_CTCF	25
chr2	112456806	112456956	id-55091	1	+	NA	NONE	40
chr2	112459830	112459980	id-55092	3.65e-05	-	GGGAATTTCCTCTCCCCTACCACGGAGGGGCAGTG	UpstreamP1_CTCF	40
chr2	112483461	112483611	id-55093	1.55e-05	-	AGCCTTGTTTTAGACACATACACTAGAGGGCTCCA	V_CTCF_BR	40
chr2	112505360	112505510	id-55094	3.55e-08	+	TTGCTCTTTAGACCTTCTCCCACTAGAGGGCGCGC	UpstreamP1_CTCF	38
chr2	112529815	112529965	id-55095	1	+	NA	NONE	30
chr2	112570906	112571056	id-55096	2.8e-05	-	GGATTAATATCAGTCTCCACCAGAGGGAGGCAAAG	Upstream_CTCF	35
chr2	112608330	112608480	id-55097	4.5e-06	-	AATGCCTCGGCCCAGTACTCCACTAGATGGCGTTA	Upstream_CTCF	39
chr2	112641363	112641513	id-55098	2.5e-05	+	CGGGTTTCCAGACCTACGGCCACCAGGGGAGGCTC	UpstreamP1_CTCF	19
chr2	112642169	112642319	id-55099	1	+	NA	NONE	19
chr2	112645415	112645565	id-55100	1.26e-07	+	TCTCTTCCAGGAGCTACCGCCAGAAGATGGCAGCA	V_CTCF_BR	40
chr2	112655600	112655750	id-55101	3.91e-06	+	GCTGCCGCCCTGGCCTTGGCCTCTGGGAGCGGCGC	Upstream_CTCF	38
chr2	112658419	112658569	id-55102	1	+	NA	NONE	17
chr2	112658646	112658796	id-55103	1	+	NA	NONE	39
chr2	112677065	112677215	id-55104	2.02e-06	-	CTGCAATGTCCATGTCCCTACCATGGGGGGCACCA	UpstreamP1_CTCF	40
chr2	112710613	112710763	id-55105	9.29e-06	+	AGAGCACTTGCGGCAGCATTCACCAGAAGGTGCTT	Upstream_CTCF	6
chr2	112716601	112716751	id-55106	1.32e-05	-	AGTGATATGCCCATTTCAACCACCAGGCTGCATGA	Upstream_CTCF	29
chr2	112778267	112778417	id-55107	2.18e-07	+	GCTGGGGTCCTGGATCAGTCCACCAGAGGGCTCTG	Upstream_CTCF	37
chr2	112790307	112790457	id-55108	2.31e-06	+	GCTGTAATCACACCATGGCACTCTAGATGGGGCAA	Upstream_CTCF	33
chr2	112806475	112806625	id-55109	6.62e-09	-	CAGCAGTAGCCACTTTTCACCAGTAGGTGACACTA	UpstreamP1_CTCF	39
chr2	112806978	112807128	id-55110	1	+	NA	NONE	40
chr2	112875793	112875943	id-55111	3.8e-07	+	GCTGTAGTTCACAGGAAGGACACCAGGAGAAGTTA	Upstream_CTCF	35
chr2	112879363	112879513	id-55112	4.14e-06	+	GAAAAAATGTGAAAGCTATCCAGCAGGTGGTGCCA	V_CTCF_BR	40
chr2	112947734	112947884	id-55113	7.44e-06	+	TTGGTGGTGACAGATGCTTCCAGTAGGAGGAGCAA	Upstream_CTCF	10
chr2	112973865	112974015	id-55114	3.41e-07	+	GCTGCACATCACCCCAGTCACACAAGAGGGCACTC	Upstream_CTCF	35
chr2	113012263	113012413	id-55115	6.21e-06	+	CCCGCACGACCTCTATAGGTCAGACGGTGGCGCCC	Upstream_CTCF	17
chr2	113017119	113017269	id-55116	4.24e-07	+	GCAGCATCCCTGGCCTCTGCCGCTAGGTGTCAGTA	Upstream_CTCF	40
chr2	113032953	113033103	id-55117	5.08e-05	+	CTGCCGCCTCCGCCGCTGCACAGAGAAGGGCGAAG	UpstreamP1_CTCF	30
chr2	113103313	113103463	id-55118	8.33e-05	+	CCTGTAGTTCCATTCTTGACCACAGAGCAGGGCAT	Upstream_CTCF	22
chr2	113174554	113174704	id-55119	7.31e-05	-	TTATAGTTAATACAGTGAACCGCTAGGAGGCAATC	UpstreamP1_CTCF	22
chr2	113189575	113189725	id-55120	1	+	NA	NONE	14
chr2	113191200	113191350	id-55121	2.19e-05	-	ATGTCAAGACACCCTCAGACCACAGGGCGGCGCCA	Upstream_CTCF	40
chr2	113223088	113223238	id-55122	2.39e-05	-	CAGTTGATTTTAGGTTCTGCCAGTAGGAGTCACTG	UpstreamP1_CTCF	39
chr2	113238235	113238385	id-55123	1	+	NA	NONE	29
chr2	113238697	113238847	id-55124	5.77e-08	+	TCTCCACAGCCAGCGGTTGCCTGCAGGTGGAGCCG	V_CTCF_BR	40
chr2	113240222	113240372	id-55125	1.1e-05	-	CGTCGGGAGGTAGCTGCGGCCCCGAGTGGCCGCAC	V_CTCF_BR	6
chr2	113250732	113250882	id-55126	1.47e-05	+	ATGAACAGTTCTGTTCTAAACAGAAGAGGGAGCAC	V_CTCF_BR	34
chr2	113258805	113258955	id-55127	3.88e-07	-	TTGCGATGACCTGGCTCAAGCAGCAGAGGGTGCTC	UpstreamP1_CTCF	31
chr2	113299991	113300141	id-55128	1.04e-05	-	GCCCGCTGGGCAGGTTCCGCCACCGGCTGCCAGGA	V_CTCF_BR	4
chr2	113300967	113301117	id-55129	1	+	NA	NONE	24
chr2	113335463	113335613	id-55130	2.31e-06	-	TGTGTGGTTGGGATTCTTAACAGCAGGGGGAAACG	Upstream_CTCF	33
chr2	113336920	113337070	id-55131	1	+	NA	NONE	22
chr2	113339961	113340111	id-55132	6.51e-07	-	TTTGTAGTACCACTTATAACCACTTGGGTGCGTGG	Upstream_CTCF	36
chr2	113341146	113341296	id-55133	1	+	NA	NONE	21
chr2	113341899	113342049	id-55134	2.38e-07	+	TAGGGATGAAGCAATTTAGCCAGAAGAGGGCGGAA	V_CTCF_BR	31
chr2	113357710	113357860	id-55135	1.38e-08	+	ATGCTGGCTCTGCCGCCGACCAGGAGGTGGCGCTG	V_CTCF_BR	40
chr2	113384206	113384356	id-55136	1.41e-08	+	CAGCAGCTTCTATGCTCACCCAGCAGAGGGCAGCC	UpstreamP1_CTCF	40
chr2	113388776	113388926	id-55137	1	+	NA	NONE	12
chr2	113403131	113403281	id-55138	2.08e-07	+	CTGTAACCCCGCATGACGGCCTCTAGGGGGACAGC	UpstreamP1_CTCF	38
chr2	113416788	113416938	id-55139	1	+	NA	NONE	20
chr2	113443028	113443178	id-55140	1.85e-05	+	ATTGCTGTACCAGTACTGTCCAGTAGGAACATAAT	Upstream_CTCF	36
chr2	113448565	113448715	id-55141	1.28e-06	-	TCTGTAAAACCCACTCAGTCCATGAGGTGGCAGTG	Upstream_CTCF	40
chr2	113482243	113482393	id-55142	4.5e-05	+	GTGCAGCCCGTGTGCACCCCCAACAGGCTGAAGCC	UpstreamP1_CTCF	2
chr2	113482549	113482699	id-55143	1.04e-07	-	GGGGTGTGGGAGGAAGGAGGCAGCAGAGGGCGCTG	V_CTCF_BR	38
chr2	113483258	113483408	id-55144	1.59e-06	+	CCTGCCCGAAGTCACACAGCCAGTAGGGGGAAAGC	V_CTCF_BR	12
chr2	113483724	113483874	id-55145	1.28e-06	-	CTCCAACCGCTCTGAAAAGCCACCAGGGGTCAGTG	V_CTCF_BR	12
chr2	113484402	113484552	id-55146	5.23e-10	-	CTGCCCTTTGGAATGTCGGCCAGCAGAGGGCGCTG	V_CTCF_BR	40
chr2	113507349	113507499	id-55147	3.83e-09	+	AGCTCCCTGCTCAGCTCTGCCAGCAGGGGGCACGA	V_CTCF_BR	39
chr2	113522410	113522560	id-55148	1	+	NA	NONE	3
chr2	113526061	113526211	id-55149	1	+	NA	NONE	27
chr2	113553523	113553673	id-55150	1	+	NA	NONE	3
chr2	113564917	113565067	id-55151	1.01e-05	+	GCTGCATTCCCTTCAGTGGCCTCTTGGGAAAAGAT	Upstream_CTCF	18
chr2	113572016	113572166	id-55152	1	+	NA	NONE	22
chr2	113574844	113574994	id-55153	3.28e-05	-	TGTTAGCCCCACTCCCCAACCACTGGAGGGAGTGG	V_CTCF_BR	9
chr2	113593463	113593613	id-55154	3.73e-06	-	TGTGTTGTTGCAAGGGCTTCCTGCAGAGGCAAATG	Upstream_CTCF	5
chr2	113625923	113626073	id-55155	1	+	NA	NONE	8
chr2	113633944	113634094	id-55156	8.03e-07	+	AGGGCAGATCTGAATGGAGCCAGCAGAGGGACCTA	Upstream_CTCF	17
chr2	113642600	113642750	id-55157	1.02e-07	-	TTGAAATGTGGGTATGCAGCCACTAGGTGGCAGGA	UpstreamP1_CTCF	40
chr2	113649234	113649384	id-55158	1	+	NA	NONE	3
chr2	113678729	113678879	id-55159	3.65e-07	-	AGAGCCTGAAGCACAGTTTCCACCAGAGGGCTGCA	V_CTCF_BR	8
chr2	113681010	113681160	id-55160	8.16e-07	+	TTAGACTGAAGCACAGTTTCCACCAGAGGGCTGCA	V_CTCF_BR	9
chr2	113693813	113693963	id-55161	2.27e-05	-	ACTGAGACTGGAGGGTCACACAGAAGATGGCTCCC	V_CTCF_BR	7
chr2	113699435	113699585	id-55162	7.42e-09	-	AGAGCTGCGCTTCCCAGGACCAGTAGAGGGCGCCA	V_CTCF_BR	40
chr2	113700157	113700307	id-55163	1	+	NA	NONE	3
chr2	113700324	113700474	id-55164	1	+	NA	NONE	11
chr2	113716512	113716662	id-55165	2.74e-08	-	CAGCATCTCTAGCCTCTCCCCACTAGATGGCAGTA	UpstreamP1_CTCF	40
chr2	113716885	113717035	id-55166	3.63e-05	-	TAACCCGAGGAAAAATCGGCCACAAGGTAGCGCCA	V_CTCF_BR	27
chr2	113717938	113718088	id-55167	8.13e-06	+	GATGCTAATGGCTGTATTCCCAGTAGGTGGGGCAA	Upstream_CTCF	25
chr2	113799580	113799730	id-55168	4.23e-06	+	CTTCACCTCATAAGGACAACCACTAGGAGGTGCCT	UpstreamP1_CTCF	29
chr2	113808613	113808763	id-55169	5.24e-09	-	TGTGCCGGGCCAGGATCTACCGGCAGGGGGCGCTC	Upstream_CTCF	13
chr2	113829992	113830142	id-55170	1	+	NA	NONE	6
chr2	113837747	113837897	id-55171	5.26e-07	+	CCTGCAGTGTGGCCTTTGGGCTAAAGATGGCGACA	Upstream_CTCF	40
chr2	113841963	113842113	id-55172	3.63e-06	+	GCAGGGTTTCCACTGTGTAACTCTAGAGGGCACCA	V_CTCF_BR	39
chr2	113894565	113894715	id-55173	8.81e-07	+	GTTAAGAAAAAAGATATGACCACGAGGTGGCGGTA	V_CTCF_BR	40
chr2	113896079	113896229	id-55174	1.67e-08	+	AGAGTAGTTCAGGAAATATCCACCAGGGGTCAGCA	Upstream_CTCF	40
chr2	113929448	113929598	id-55175	1	+	NA	NONE	1
chr2	113932101	113932251	id-55176	8.58e-06	+	GAGCTCAGAGTCAACTTGGCCATCAGGGGGCTCCC	UpstreamP1_CTCF	9
chr2	113938168	113938318	id-55177	1	+	NA	NONE	2
chr2	113950161	113950311	id-55178	7.8e-08	-	GACGGGAAGGGGAGGGTGGCCAGTGGAGGGAGCCC	V_CTCF_BR	31
chr2	113956779	113956929	id-55179	6.47e-10	-	GCTGCAGGGACCGAGGCGGCCACGAGAGGGCGGAG	Upstream_CTCF	39
chr2	113957902	113958052	id-55180	3.16e-05	-	CATGCGGGCACAGCGGGGACAGGCAGGAGGCGATG	Upstream_CTCF	29
chr2	113960199	113960349	id-55181	3.63e-06	-	GCAGTGTGTCAGCCGGCAGGCAGCAGCGGGTAGCA	V_CTCF_BR	8
chr2	113961595	113961745	id-55182	2.23e-09	+	CTGCAGTTATGACATGTGACCACTTGGAGGCAGGC	UpstreamP1_CTCF	40
chr2	113974584	113974734	id-55183	1	+	NA	NONE	4
chr2	113975375	113975525	id-55184	6.15e-05	+	GGGGTGGTGCTATACCTTCACAGCAGCAGGCAAAA	Upstream_CTCF	4
chr2	113984962	113985112	id-55185	6.8e-06	-	CTGCAGTAACAAGTGCTCCCTGCATGGTGGAGCCT	UpstreamP1_CTCF	17
chr2	113986660	113986810	id-55186	4.14e-06	+	ACACACAACTTCTTCCCTTCCTCTAGAGGGCAGGG	V_CTCF_BR	17
chr2	113991849	113991999	id-55187	1.41e-05	-	CTGCACTGCATGAGTCAGACCTCAAGGGGAGCTGG	UpstreamP1_CTCF	37
chr2	113995406	113995556	id-55188	1	+	NA	NONE	3
chr2	113998105	113998255	id-55189	4.3e-06	+	GCTGCAGAGTCTTTGTTGGCCTCAGGGTGGGACCT	Upstream_CTCF	17
chr2	114006856	114007006	id-55190	1.82e-07	+	TTTTGGGTCCAGGCACTGAACACAAGGGGGCGCCA	V_CTCF_BR	40
chr2	114030756	114030906	id-55191	1	+	NA	NONE	33
chr2	114040771	114040921	id-55192	2.18e-07	+	CCGACAGCCTGCCCTGGGGCCTCCTGGTGGCAGTG	V_CTCF_BR	32
chr2	114055272	114055422	id-55193	1.52e-09	+	CCTGTAATTCAGGCAGGAGCCACCAGGTGGAGAAA	Upstream_CTCF	23
chr2	114066495	114066645	id-55194	2.31e-06	+	TGTGTCCATCCCTGAGAGTCCACTAGGGGAAGCCA	Upstream_CTCF	36
chr2	114128219	114128369	id-55195	4.88e-05	-	CAGAGGATATCAAATCTCACCACAAGGTGGGAGCA	UpstreamP1_CTCF	39
chr2	114148009	114148159	id-55196	7.62e-09	-	CTGCATTTACACAGGTTAGCCACTAGATGGGGACG	UpstreamP1_CTCF	40
chr2	114165393	114165543	id-55197	5.52e-05	-	ATCCCATGAAGCTCAAATTCCACTAGAGGGAGTCA	UpstreamP1_CTCF	40
chr2	114344925	114345075	id-55198	1	+	NA	NONE	40
chr2	114355290	114355440	id-55199	1	+	NA	NONE	29
chr2	114359650	114359800	id-55200	3.41e-11	+	GCCCTGCAGTGCCCCGGCGCCAGCAGGGGGCGCTG	V_CTCF_BR	0
chr2	114361705	114361855	id-55201	1.04e-11	-	GCCCTGCCGTGCCCCGGCGCCAGCAGGGGGCGCTG	V_CTCF_BR	0
chr2	114457862	114458012	id-55202	3.4e-06	-	AACTTGATTTTGTATTCGGCCAGAAGAGGGTACTA	V_CTCF_BR	15
chr2	114477872	114478022	id-55203	7.82e-06	-	ATGGAATAGTATATGTTTTCCACCAGAGGGAGTCT	UpstreamP1_CTCF	39
chr2	114503124	114503274	id-55204	1	+	NA	NONE	8
chr2	114525543	114525693	id-55205	1	+	NA	NONE	18
chr2	114557052	114557202	id-55206	7.44e-05	+	TAAGTTGATTCTGCAGAGAACTACAGAGGGCACTA	Upstream_CTCF	21
chr2	114557391	114557541	id-55207	1	+	NA	NONE	0
chr2	114576263	114576413	id-55208	1	+	NA	NONE	4
chr2	114595107	114595257	id-55209	2.27e-05	-	AACCACTATCATAGGCAAGCCGGTAGAGGTCAGTG	V_CTCF_BR	2
chr2	114634299	114634449	id-55210	3.65e-05	-	TTGCCATGGCAGGAGGCCAACGCTTGGGGCCTGCC	UpstreamP1_CTCF	2
chr2	114647150	114647300	id-55211	1	+	NA	NONE	24
chr2	114648082	114648232	id-55212	1.71e-06	-	CACCGTAGTGGGGGAAGGGCCGGGAGGGGTCGCGC	V_CTCF_BR	15
chr2	114721681	114721831	id-55213	2.4e-05	+	GCTTACTCCTTCCGTCCACCCACTAGATGTCTCTC	V_CTCF_BR	20
chr2	114723343	114723493	id-55214	2.2e-06	+	TATGTGATGTCGCTGCTGACCTCAAGAGGGGGCTC	Upstream_CTCF	40
chr2	114735395	114735545	id-55215	3.41e-08	+	TGAGCAGTTTCACAAATATCCACCAGATGGTACCT	Upstream_CTCF	37
chr2	114737271	114737421	id-55216	1.04e-11	-	CGACAGTAACGGCCTCCGGCCACCAGGGGGCGGCC	V_CTCF_BR	33
chr2	114737421	114737571	id-55217	3.41e-11	-	CGACAGTAACGGCCTCCGGCCACCAGGGGGCAGCC	V_CTCF_BR	22
chr2	114754924	114755074	id-55218	1.11e-05	-	AGAGAAGTGGGGAAGAAGACAACTAGGGGGAGCCC	Upstream_CTCF	18
chr2	114818004	114818154	id-55219	1	+	NA	NONE	6
chr2	114948847	114948997	id-55220	2.4e-05	+	ACATTGACTAGAACAGTGGCCAGTAGATGGAGTTT	V_CTCF_BR	1
chr2	114959498	114959648	id-55221	5.74e-05	-	CAGTAATGTGAACAAATGGCAGAAAGAGGGAGCTG	UpstreamP1_CTCF	16
chr2	115250926	115251076	id-55222	1.93e-05	+	ATCCAGAAGAATGGCTTGTGCAGCAGGTGGCGTCA	V_CTCF_BR	6
chr2	115301021	115301171	id-55223	3.91e-06	-	AAAGTATGGCTTTATTTGGTCACCAGGAGGCGGCG	Upstream_CTCF	25
chr2	115309014	115309164	id-55224	2.27e-05	-	AGCCTGGAGCCTCACCACAACACTAGGAGGCAGCA	V_CTCF_BR	38
chr2	115486771	115486921	id-55225	1	+	NA	NONE	7
chr2	115712772	115712922	id-55226	3.09e-07	+	GGGAGTGTAGCAGTGAGGACCACCAGAGGTCACTC	V_CTCF_BR	17
chr2	115840920	115841070	id-55227	1.26e-07	-	GAAATAGAGGAATAGCCAGCCAGCAGATGGCAGAG	V_CTCF_BR	5
chr2	115921279	115921429	id-55228	2.31e-07	-	TTTGCAGCGCCTCAAGTAACCAGCTGGTGTCACAG	Upstream_CTCF	1
chr2	115923216	115923366	id-55229	4.31e-07	+	TTAGAGTTTGTTCACATTTCCACCAGGTGGCACCC	V_CTCF_BR	39
chr2	115940894	115941044	id-55230	3.42e-05	+	GGTGCTTTGGGTTAAATGCCCCCCAGCGGTCATCC	Upstream_CTCF	6
chr2	115952319	115952469	id-55231	2.34e-06	-	GAGTAATCTCCTACTGTATCCAACAGGTGGCATTG	UpstreamP1_CTCF	2
chr2	116497267	116497417	id-55232	3.65e-07	-	GTCTTTCTCCATCTGGTGACCACCAGTGGGCGATG	V_CTCF_BR	6
chr2	116590976	116591126	id-55233	1.43e-05	-	ACAGCTCTTGAAAGTGTTGTCCCTAGAGGGAGCAT	Upstream_CTCF	6
chr2	116638273	116638423	id-55234	1.76e-05	-	AGGCAACTTCCCAATACCTCCACTAGGGTGCTTCT	UpstreamP1_CTCF	16
chr2	116652040	116652190	id-55235	1.18e-05	-	CTTGACTAAGAGACACCTCCCAGCAGGGGTCGACA	UpstreamP1_CTCF	1
chr2	116667977	116668127	id-55236	2.6e-06	+	AGTCATACACCTCACTCAACCACAAGGGGTCAGCA	V_CTCF_BR	12
chr2	116851923	116852073	id-55237	1.19e-06	-	TAGCCTGCACCCATGTGCACCACCAGAGGGCGTGA	V_CTCF_BR	9
chr2	117193370	117193520	id-55238	1	+	NA	NONE	5
chr2	117267768	117267918	id-55239	7.09e-08	+	GTGCAGTTTGAACTACAAACCAGTAGATGGCATCT	UpstreamP1_CTCF	25
chr2	117278125	117278275	id-55240	1	+	NA	NONE	2
chr2	117453889	117454039	id-55241	3.09e-06	+	ACTGGAATGATTTGCAAGTCCAGAAGAGGGTGCTC	Upstream_CTCF	11
chr2	117484157	117484307	id-55242	1.93e-05	+	AGGGTAGATTCCTATGTGACCACTAGGGTGAAACT	Upstream_CTCF	4
chr2	117504761	117504911	id-55243	1	+	NA	NONE	15
chr2	117577030	117577180	id-55244	8.02e-05	+	CTTGCAATACAATGAAGAACCACTAGGACAGGGGA	Upstream_CTCF	18
chr2	117709970	117710120	id-55245	1	+	NA	NONE	16
chr2	117814032	117814182	id-55246	2.27e-05	+	TGAAAGCCATCTGCAGAGTCCACCAGGAGGCAACG	V_CTCF_BR	2
chr2	117844469	117844619	id-55247	1	+	NA	NONE	1
chr2	118169683	118169833	id-55248	7.73e-05	+	TTATGTATTTTAGTTTTGTCCAGTAGAGGGACCAG	Upstream_CTCF	8
chr2	118227928	118228078	id-55249	2.43e-06	+	CATGGAAAGGAACCCTATTCCACTAGGTGGCGCTG	V_CTCF_BR	34
chr2	118228793	118228943	id-55250	2.4e-05	-	AGGATTTAGAGTAAGATGGCCAATAGGAGGCAGTA	V_CTCF_BR	6
chr2	118293840	118293990	id-55251	4.7e-06	-	GTCCCAGGGTCTAGAATCACCACTAGATGGTGCCT	V_CTCF_BR	24
chr2	118294724	118294874	id-55252	2.18e-07	+	AGTGCAGTAGGCACATGGACCACAGGGGGCAGGGC	Upstream_CTCF	6
chr2	118376301	118376451	id-55253	8.16e-07	-	GCTCAGGATGAGTGAGCTTCCAGAAGGGGGCAGGC	V_CTCF_BR	3
chr2	118461573	118461723	id-55254	1.22e-07	-	GAGGGAGTGCTCCCGGCATCCAGTAGGTGGAGGCC	Upstream_CTCF	8
chr2	118479559	118479709	id-55255	4.3e-06	+	CGTGAAACACCGCGCCCGGCCACAGGGGGTCTTAA	Upstream_CTCF	22
chr2	118511558	118511708	id-55256	3.18e-06	-	TGCCGTGCATCACCACAGGTCAGCAGGGGGCTCTG	V_CTCF_BR	9
chr2	118529919	118530069	id-55257	7.27e-06	-	GAACCAGAGTGAAAACGAGTCAGTAGATGGCACTG	V_CTCF_BR	37
chr2	118543411	118543561	id-55258	4.23e-06	-	TGTCAAGGTCTTTAAATCACCACCAGGGGGCCCTG	UpstreamP1_CTCF	40
chr2	118572059	118572209	id-55259	1.04e-05	+	GCAGCGTCTCGCTTCCACTTCTCCAGGGGGCGCTG	V_CTCF_BR	38
chr2	118593597	118593747	id-55260	3.42e-08	+	TCCGCGGCTCCCGGCGTCTCCAGCAGAGGGCTCTC	V_CTCF_BR	39
chr2	118616617	118616767	id-55261	4.31e-07	-	CGGTCCCGGGTGCCACCGGCCGCCAGGGGGTTGGG	V_CTCF_BR	2
chr2	118675146	118675296	id-55262	3.88e-06	-	ATGACTGGGTTAGCTAACACCACTAGAGGGAGGTA	V_CTCF_BR	39
chr2	118714112	118714262	id-55263	5.68e-06	+	TTTTGAACCATTCTTATCACCAGCAGGGGTCAGGA	V_CTCF_BR	35
chr2	118726418	118726568	id-55264	1.64e-05	+	CAAGGTATATTACTGAGACCCTGAAGGTGGCAGCA	V_CTCF_BR	25
chr2	118730010	118730160	id-55265	3.45e-05	-	AAGCAGGCAGGCAGAGCCCCCTGTGGTTGGCAGTG	V_CTCF_BR	13
chr2	118740345	118740495	id-55266	1	+	NA	NONE	28
chr2	118742740	118742890	id-55267	5.86e-07	+	CCTGCTGGTTCTCTCTGGTACCCTAGAGGGCAGGC	Upstream_CTCF	20
chr2	118746546	118746696	id-55268	2.5e-05	-	GTGCTGGTCAACTTTTGAGCCAATAGTTGTCAGTC	UpstreamP1_CTCF	10
chr2	118757062	118757212	id-55269	1.32e-05	-	TGTGCAGTTCTTCTCTTCCCCTCTAGGCATCTTAG	Upstream_CTCF	11
chr2	118761024	118761174	id-55270	6.46e-07	-	CAAACCAATATATCTGTAGCCACAAGAGGGAGCTC	V_CTCF_BR	40
chr2	118770771	118770921	id-55271	2.83e-07	-	CGGAAAGGCTGCGGCTTCTCCAGAAGAGGGCGGGG	V_CTCF_BR	29
chr2	118790091	118790241	id-55272	4.31e-07	+	AATGTGTGCATCAGAGTGGCCACTAGGTGGCAGAT	V_CTCF_BR	40
chr2	118804348	118804498	id-55273	1	+	NA	NONE	39
chr2	118804924	118805074	id-55274	1	+	NA	NONE	18
chr2	118819097	118819247	id-55275	1.83e-05	-	CAACAACACTGACCTTTACCCACTAGATGTCAGTA	V_CTCF_BR	38
chr2	118846169	118846319	id-55276	1	+	NA	NONE	37
chr2	118846899	118847049	id-55277	1	+	NA	NONE	33
chr2	118881068	118881218	id-55278	1	+	NA	NONE	3
chr2	118906529	118906679	id-55279	1.48e-06	-	ACAGCAATAGTTGAGTCTTCCAGCAGATGCTGCTG	Upstream_CTCF	23
chr2	118923681	118923831	id-55280	1	+	NA	NONE	8
chr2	118927352	118927502	id-55281	1	+	NA	NONE	21
chr2	118943621	118943771	id-55282	1	+	NA	NONE	7
chr2	118943851	118944001	id-55283	1.04e-05	-	AGCAGCCGAGTTCGCGCCGCCGGTAGGTGCTGCCA	V_CTCF_BR	29
chr2	118960408	118960558	id-55284	2.58e-09	+	CTGCAGGCACACAGGTTGGCCAGCAGATGGCATCT	UpstreamP1_CTCF	40
chr2	118979687	118979837	id-55285	6.21e-06	+	TTCGTCATTCTCTAACCTACCAGAAGGTGGTGCAA	Upstream_CTCF	40
chr2	118995135	118995285	id-55286	1.47e-05	-	CCCAGAGAGCTGAAAATGTCCCCTTGGGGGCAGCC	V_CTCF_BR	6
chr2	119009159	119009309	id-55287	1	+	NA	NONE	3
chr2	119027112	119027262	id-55288	4.99e-07	-	CCTGCCATATAGAGCCTGACCCATAGAGGGAGCGA	Upstream_CTCF	35
chr2	119035759	119035909	id-55289	3.18e-06	+	TCTCCTCTTTACTTGTAAGCCACCAGAGGGCAGGT	V_CTCF_BR	15
chr2	119049244	119049394	id-55290	2.37e-05	+	TTTTCACTCTCCATTCTGCCCCCTAGGGAGGACCT	Upstream_CTCF	12
chr2	119071198	119071348	id-55291	8.91e-07	+	GCTGGAACATGTGGCCCTTCCACCAGGGGGCTACC	Upstream_CTCF	21
chr2	119079419	119079569	id-55292	1	+	NA	NONE	3
chr2	119101096	119101246	id-55293	1	+	NA	NONE	3
chr2	119129198	119129348	id-55294	2.34e-06	+	GTGCGATTCTGACCTTTGGCCACTAGCATGTGCTC	UpstreamP1_CTCF	39
chr2	119188922	119189072	id-55295	1	+	NA	NONE	26
chr2	119217142	119217292	id-55296	2.18e-07	+	TTCACATGTCACACAGCAGCCAGCAGAGGGCTGAA	V_CTCF_BR	21
chr2	119250049	119250199	id-55297	4.66e-08	+	CTTGCAATTCTGATAGCTTCCACAAGGTGGTAGTT	Upstream_CTCF	35
chr2	119297015	119297165	id-55298	1.99e-07	+	CTCATGGCAGTCAGCCCAGCCAGCAGGGGGAGATA	V_CTCF_BR	40
chr2	119312323	119312473	id-55299	1	+	NA	NONE	34
chr2	119327534	119327684	id-55300	1	+	NA	NONE	2
chr2	119418898	119419048	id-55301	7.78e-06	-	CTTGAAAAATCAGATATGGCCACTGGGGGCCTGTG	Upstream_CTCF	26
chr2	119435257	119435407	id-55302	1.1e-05	+	CTGGACAGCAATGGGGCAGGCAGGTGGTGGCACTG	V_CTCF_BR	7
chr2	119504752	119504902	id-55303	9.29e-06	+	ACAGCTTTTCCCGCAGAGCCTTCCAGGAGGAGGCA	Upstream_CTCF	3
chr2	119521398	119521548	id-55304	7.82e-06	+	ATGTCATGGCATAAAGTTACCACAGGGTGGTAGAA	UpstreamP1_CTCF	33
chr2	119527649	119527799	id-55305	2.59e-06	+	GTGCCAGGCCATGCGGTCACCGCTAGGGAGAAGCA	UpstreamP1_CTCF	0
chr2	119572986	119573136	id-55306	2.4e-05	-	TATCCTCAGTACCTGCTGACCTGTAGGAGGTGCTC	V_CTCF_BR	6
chr2	119602785	119602935	id-55307	1	+	NA	NONE	7
chr2	119604290	119604440	id-55308	1.83e-05	+	CCTCCTCTGGCCGCCGCAGCCACCAGAAGCTGCGG	V_CTCF_BR	15
chr2	119605481	119605631	id-55309	2.53e-05	+	CGGGGGCGTCAACCGCTGGCGGAGAGGGGGCGCCT	V_CTCF_BR	2
chr2	119613027	119613177	id-55310	3.36e-07	-	ACGGGACCCACTGGGGTCACCCCTAGGGGGCGCGA	V_CTCF_BR	24
chr2	119613334	119613484	id-55311	2.64e-08	-	GACGCAGTTCTCACTGGCGCCGACAGGTGGCGCGT	Upstream_CTCF	40
chr2	119622813	119622963	id-55312	2.96e-05	-	GTGTAGTATCAAGAAGTGGCCATACGATGTCACCA	UpstreamP1_CTCF	40
chr2	119639231	119639381	id-55313	5.86e-07	+	AGTGTGTTCTATAGCTTGGCCACCAGGTGGAGATC	Upstream_CTCF	40
chr2	119640306	119640456	id-55314	3.97e-07	+	GGCACGATGCTCAGCTTTGCCAGTAGAGGGTGGTA	V_CTCF_BR	40
chr2	119675713	119675863	id-55315	4.88e-05	+	CTGGCAGCAGAAAGATTGAACAATTGGTGGCATCA	Upstream_CTCF	5
chr2	119701923	119702073	id-55316	4.5e-05	-	AAGTAATGTGCAGAGCCGGCCCTGAGGGGTCACTG	UpstreamP1_CTCF	4
chr2	119703666	119703816	id-55317	1.9e-06	-	AATGCAGTGTAAGATGTTACCACTGGGGGAGAATG	Upstream_CTCF	9
chr2	119729409	119729559	id-55318	1	+	NA	NONE	4
chr2	119764429	119764579	id-55319	1.73e-05	-	TGCCAAGAGCACAGCAGTCACTCCAGATGGCAGTA	V_CTCF_BR	5
chr2	119765824	119765974	id-55320	3.03e-05	-	GTGGTTTTACCATCCTTCAACTCTAGATGGAGTGA	Upstream_CTCF	25
chr2	119769097	119769247	id-55321	4.1e-06	-	CCTGCAGCGACCCCGCGTGCCGGGAGAGAGAAAGC	Upstream_CTCF	38
chr2	119776540	119776690	id-55322	1	+	NA	NONE	0
chr2	119783461	119783611	id-55323	6.21e-06	+	CGTGCAGGGAGTGAGACAGCCAGGAGAGGTGGCCA	Upstream_CTCF	6
chr2	119786061	119786211	id-55324	1.75e-07	+	ATGCTCCTAGCAGGAATGGCCGGCAGGGGGCTTCC	UpstreamP1_CTCF	39
chr2	119807636	119807786	id-55325	5.96e-07	+	TGTGCTTGTTGGCCTCCTGCCAGGAGATGGCGCTT	V_CTCF_BR	13
chr2	119862115	119862265	id-55326	8.16e-07	+	CAATGCTTCCCCTGTCCTTCCTCCAGAGGGCAGGC	V_CTCF_BR	8
chr2	119884260	119884410	id-55327	2.19e-08	-	AGGCGTGTGTCGGCCCTGGCCAGCAGGGGGCGTGG	V_CTCF_BR	40
chr2	119897651	119897801	id-55328	2.46e-06	+	CTCTACTGTGACTCTGGGGCCAGAAGGGGGCCTCA	UpstreamP1_CTCF	1
chr2	119916469	119916619	id-55329	2.74e-08	+	CCCTGGCGGCTCCCAGGAGCCACAAGTGGGCGCAG	V_CTCF_BR	11
chr2	119932142	119932292	id-55330	4.98e-09	-	CGGTAATAACTGCCCACGGCCACCAGGGGGCATGC	UpstreamP1_CTCF	40
chr2	119937564	119937714	id-55331	4.23e-06	-	CTGGAGGTTGGGAACTCCACCACTGGAGGGCCATG	UpstreamP1_CTCF	9
chr2	119950578	119950728	id-55332	4.14e-06	+	CTCCCTTCTGCCTAAATGACCACCTGGAGGCAGCA	V_CTCF_BR	3
chr2	119966608	119966758	id-55333	1	+	NA	NONE	16
chr2	119976461	119976611	id-55334	1.54e-05	+	CTGTCCTTGGCTCAAAAATCCAGCAGAGGACGTGC	UpstreamP1_CTCF	40
chr2	119982742	119982892	id-55335	1.5e-05	+	TCATCTCTGTCCCTGGTGGCCTGCAGAGGGGCTGG	Upstream_CTCF	19
chr2	119988328	119988478	id-55336	1.24e-05	+	CCCGGTCCAGCCCCTGTGGCCAAGAGCTGGCGTGC	V_CTCF_BR	9
chr2	119992235	119992385	id-55337	2.18e-07	+	ACAGACTGTGCACTGCACGCCTCCAGAGGGCACTC	V_CTCF_BR	40
chr2	120004609	120004759	id-55338	4.65e-06	-	CTGCTCTGACCCACGAGGTCCCCCTGCAGGCACAT	UpstreamP1_CTCF	6
chr2	120009810	120009960	id-55339	2.27e-06	-	GATTCTGACGCTGACTCTGCCACTGGTGGGCAGTC	V_CTCF_BR	17
chr2	120022846	120022996	id-55340	3.33e-08	-	CTGCCTTTCGTGTGATTGTCCAGCAGGTGGCACCT	UpstreamP1_CTCF	40
chr2	120047326	120047476	id-55341	2.6e-06	-	TGACAGCAGAGAACTACTACCGGCAGAGGGCTGAG	V_CTCF_BR	2
chr2	120048561	120048711	id-55342	3.83e-09	-	GCCTTTGCCTACCCTTCAGCCACCAGGTGGCAGCA	V_CTCF_BR	40
chr2	120049943	120050093	id-55343	1	+	NA	NONE	25
chr2	120068552	120068702	id-55344	1	+	NA	NONE	24
chr2	120069085	120069235	id-55345	4.31e-05	+	AGCCAGGCCTCAGGATAGGCCGGCAGAGGTCCCCC	UpstreamP1_CTCF	11
chr2	120108357	120108507	id-55346	2.01e-05	+	TAAGCTGCAGAGTTATAAACCAGCAGGGGCAGGCT	Upstream_CTCF	22
chr2	120144973	120145123	id-55347	2.04e-05	-	GAGAAAGACTGCCTCTGAAGCAGCAGAGGCCGCTA	V_CTCF_BR	33
chr2	120163409	120163559	id-55348	1	+	NA	NONE	7
chr2	120165393	120165543	id-55349	8.84e-10	+	CTGTAATGTCAGGCAGAGGCCAGCAGAGGGAGATG	UpstreamP1_CTCF	40
chr2	120189305	120189455	id-55350	3.18e-06	+	CCCCCTCCCGCCCCGCCCGCCTCCAGCAGCCGCCC	V_CTCF_BR	0
chr2	120221756	120221906	id-55351	4.17e-05	-	TATGTCCCTACATTCTCTCCCTGCAGGAGGCTCCA	Upstream_CTCF	4
chr2	120232969	120233119	id-55352	2.77e-07	-	TTGCAGCTCTACAGAGTGGAAGGCAGGGGGCCCTG	UpstreamP1_CTCF	15
chr2	120233917	120234067	id-55353	3.55e-08	-	CTGCAGTTTCTTCTCGCCGCCACATGGTGTCGCTG	UpstreamP1_CTCF	40
chr2	120246159	120246309	id-55354	4.41e-06	-	ACTTAGGCCCTCAGCCCTGCCTGTGGGTGGCGCCT	V_CTCF_BR	15
chr2	120252111	120252261	id-55355	1	+	NA	NONE	14
chr2	120253624	120253774	id-55356	3.81e-05	-	TTCCACTTCCTCCACTGAGAAGCCAGAGGGTGCCA	UpstreamP1_CTCF	9
chr2	120275136	120275286	id-55357	7.33e-10	+	GCGTCTTACAGGAAGCTGGCCACCAGGGGGCAGAG	V_CTCF_BR	40
chr2	120279226	120279376	id-55358	3.81e-05	+	GGAAGATGCCTATAATCTCCCTCAAGGGGGAGCTT	V_CTCF_BR	2
chr2	120288997	120289147	id-55359	2.81e-06	-	ACAGGAAGACAGAAGACCACCAAAAGGGGGCAGTG	Upstream_CTCF	20
chr2	120350147	120350297	id-55360	5.48e-05	-	GGAGCCTCTGGTTAACAAGCCACTAGGTGACAGCA	Upstream_CTCF	17
chr2	120399255	120399405	id-55361	5.21e-08	+	CGGCGCAGTCACTCCATCGCCACCAGATGGCGATA	V_CTCF_BR	40
chr2	120403517	120403667	id-55362	1	+	NA	NONE	2
chr2	120417731	120417881	id-55363	9.55e-09	-	GAGGCCTTTCTTGTGGCAACCACCAGGTGGCACCA	V_CTCF_BR	40
chr2	120432514	120432664	id-55364	1	+	NA	NONE	13
chr2	120460521	120460671	id-55365	3.33e-09	+	CCGCAGATGCCCTATCTGGCCAGCAGGGGGAGCAA	V_CTCF_BR	40
chr2	120463910	120464060	id-55366	1	+	NA	NONE	9
chr2	120479084	120479234	id-55367	3.4e-06	-	GTTTCACTTCAAATGCCAACCACAAGGTGGGGTCT	Upstream_CTCF	6
chr2	120509689	120509839	id-55368	1	+	NA	NONE	5
chr2	120511040	120511190	id-55369	2.4e-05	+	TCCCCGTTGGTCAAAGAATCCACTAGATGTCACTC	V_CTCF_BR	38
chr2	120517019	120517169	id-55370	5.68e-06	+	GTCCCTGCGGTCAGTGGGTGCAGCAGGGGTCGCAG	V_CTCF_BR	14
chr2	120524670	120524820	id-55371	1	+	NA	NONE	17
chr2	120581437	120581587	id-55372	2.84e-05	-	TTGTCTTTCCACAGAGTCTCCACATGGTGGCCTCA	UpstreamP1_CTCF	40
chr2	120584059	120584209	id-55373	6.73e-07	-	CAGCATCCTTGGCTTCTAGCCACTAGAGGCCAGTA	UpstreamP1_CTCF	40
chr2	120708599	120708749	id-55374	4.5e-06	-	TTTGGTATTCTAAGCTGTACCACGGGGAGGAGGCA	Upstream_CTCF	1
chr2	120769026	120769176	id-55375	1.76e-05	+	CTGTTGAGCTGCCCAGCCAACACCACATGGGGCAG	UpstreamP1_CTCF	11
chr2	120770397	120770547	id-55376	6.8e-06	+	TCGGCAGCGCCCCTTTAAACCAGCCGCGGACGCCC	Upstream_CTCF	12
chr2	120784598	120784748	id-55377	9.62e-05	-	GCGCCATTTTACATTCCTACCAGCAGGGTCTGAGA	UpstreamP1_CTCF	34
chr2	120867470	120867620	id-55378	1.71e-06	+	AATTTATGACAGTGATTTTCCAGCAGATGGCACTA	V_CTCF_BR	39
chr2	120890040	120890190	id-55379	1	+	NA	NONE	5
chr2	120924992	120925142	id-55380	2.39e-05	-	ATGAACTTACCGGAACAATCCACCGGGGTGTGATC	UpstreamP1_CTCF	8
chr2	120932711	120932861	id-55381	9.27e-07	-	TTGTTATGAACAAATAGAACCGCTAGGTGGAGCCA	UpstreamP1_CTCF	39
chr2	120934933	120935083	id-55382	2.29e-05	-	AGGTTCCTCTCCTGTCTGCCCGCAGGGAGGCAGCA	UpstreamP1_CTCF	14
chr2	120939845	120939995	id-55383	1.48e-06	-	GAAGGAGAGAACATGGAGGACACCAGAGGGAGCTG	V_CTCF_BR	14
chr2	120961628	120961778	id-55384	1	+	NA	NONE	30
chr2	120963940	120964090	id-55385	1.1e-06	+	GTGGCCCACCCAGGGCAAGCCACTTGGGGGCGCCT	V_CTCF_BR	40
chr2	120980916	120981066	id-55386	1.28e-06	-	CCCGCAGGGCCCGCCCCGGCCGGCAGGGAGGATGT	Upstream_CTCF	4
chr2	120981308	120981458	id-55387	3.45e-05	+	AGACTCGCGGGGCAGAACTCCGCCTGGTGGAGCAA	V_CTCF_BR	39
chr2	120986217	120986367	id-55388	5.63e-06	+	TTGTATTTGTTTCTGCCAGTCACCTGGGGGCACTG	UpstreamP1_CTCF	12
chr2	120997492	120997642	id-55389	1	+	NA	NONE	16
chr2	121010769	121010919	id-55390	8.46e-07	+	GCCGCGGTTCCTTCCCTATCCCGCAGATGGCTCTG	Upstream_CTCF	40
chr2	121041306	121041456	id-55391	1.81e-06	+	CATGCAGAGCTCTGCAAGGCCAGTAGGGGATACGT	Upstream_CTCF	35
chr2	121046933	121047083	id-55392	1.56e-05	+	CTTGTCTTGCTCATGACTGCCTCTAGGGAGTGCTT	Upstream_CTCF	38
chr2	121056735	121056885	id-55393	1.19e-06	-	AGGACCGGCTCAGTCTGAACCGGCAGATGGAGCAG	V_CTCF_BR	1
chr2	121057186	121057336	id-55394	1	+	NA	NONE	4
chr2	121062969	121063119	id-55395	1.83e-05	+	TGAACAAAGCCAGCGAGGACCACTAGAGGTCATTC	V_CTCF_BR	39
chr2	121070842	121070992	id-55396	2.81e-05	-	AAAACGCACTTTCCCGTGGCCACTAGGCGGAGCTA	V_CTCF_BR	40
chr2	121094459	121094609	id-55397	1.59e-06	-	GACAGGTGGTGTCCTGCAGCCAGGGGGTGGCAGGG	V_CTCF_BR	9
chr2	121100158	121100308	id-55398	1	+	NA	NONE	7
chr2	121101011	121101161	id-55399	8.71e-06	-	TCCCAATCGGAGGAACCGACCCGAAGCTGGCGGGC	V_CTCF_BR	40
chr2	121101980	121102130	id-55400	3.73e-06	+	CTCGCCTCGCCAGGCTCGGCCGCGAGGGAGCGCCC	Upstream_CTCF	7
chr2	121110202	121110352	id-55401	2.83e-07	-	GCTAGAAGGCTGCCTCCTGCCACCAGCTGGCTGTG	V_CTCF_BR	2
chr2	121152529	121152679	id-55402	1	+	NA	NONE	0
chr2	121156688	121156838	id-55403	3.91e-06	+	AGGGCCCTGGCAGAGTCGTCCACCAGGTGTCCATC	Upstream_CTCF	5
chr2	121176674	121176824	id-55404	4.7e-05	-	GGTGTCACTCTGTGTTATCACGCCAGGCGGCACAT	Upstream_CTCF	3
chr2	121194898	121195048	id-55405	5.2e-08	-	CGGTAATTTGGGTATGCTGCCACCAGGTGGCTCCC	UpstreamP1_CTCF	40
chr2	121199769	121199919	id-55406	4.14e-06	-	TTGATATCTTGATTAGGCGCCAGGAGTTGGCGGAC	V_CTCF_BR	10
chr2	121213103	121213253	id-55407	8.23e-05	+	ATGTGTTTCCTAACTCTGTCCACTATGAGGGCCTA	UpstreamP1_CTCF	7
chr2	121214627	121214777	id-55408	1.59e-06	-	AGGGGGCAATACCTTGTTACCACCAGGTGGAGATA	V_CTCF_BR	25
chr2	121221276	121221426	id-55409	1	+	NA	NONE	8
chr2	121223374	121223524	id-55410	4.88e-05	+	CCTGGTTTTCTTCCAGTCACCCCCTGCTGGAATGC	Upstream_CTCF	6
chr2	121228822	121228972	id-55411	6.73e-07	-	CGGCCATGAGCATCTCTGCCCAGCAGATGGCTGGC	UpstreamP1_CTCF	3
chr2	121257610	121257760	id-55412	1	+	NA	NONE	2
chr2	121261700	121261850	id-55413	1.23e-05	-	GTGCAATAGGCGGGCAGGGCCTCTCCAGGGCAGCA	UpstreamP1_CTCF	2
chr2	121266429	121266579	id-55414	5.08e-05	-	TTGTGGCCTCCACACCCCACCTGCAGGGCCAGCCA	UpstreamP1_CTCF	13
chr2	121270110	121270260	id-55415	1	+	NA	NONE	19
chr2	121277091	121277241	id-55416	1.56e-06	-	CAGCAGGTTCAGGGCACTCCCTGCAGGAGGTGCAC	UpstreamP1_CTCF	2
chr2	121278919	121279069	id-55417	1.46e-08	-	GCTGCGGTGCCACTGACTGGCTGTAGGGGGAGCTG	Upstream_CTCF	40
chr2	121282941	121283091	id-55418	1.38e-06	-	GGCATTAGCCGAGGTGAGGCCAGCAGAGGGCTGAT	V_CTCF_BR	13
chr2	121286161	121286311	id-55419	3.42e-05	-	CTAGCACTGCCTTCGCCTGTGGGCTGGGGGCAGGC	Upstream_CTCF	2
chr2	121289600	121289750	id-55420	9.88e-07	-	CGTGCTATTCCACAGCTTCCCACAGGAGGGGCAGC	Upstream_CTCF	14
chr2	121304365	121304515	id-55421	1	+	NA	NONE	12
chr2	121310571	121310721	id-55422	3.36e-07	-	GTGTCATCCATAGGACCCACCGGCAGAGGGCAGGG	V_CTCF_BR	38
chr2	121321775	121321925	id-55423	2.83e-07	-	CTTCCCTCTGCCCGCCTCGCCCCCAGGGGTCGCCC	V_CTCF_BR	7
chr2	121322050	121322200	id-55424	2.78e-06	+	GTGGCAGGAGGATGGAGGGACAACAGAGGGCAGAA	V_CTCF_BR	2
chr2	121344439	121344589	id-55425	1	+	NA	NONE	2
chr2	121344949	121345099	id-55426	1.18e-09	+	GCCCCGGCCCGGCCCGCGGCCCCGAGGGGGCGCCC	V_CTCF_BR	1
chr2	121399390	121399540	id-55427	1	+	NA	NONE	10
chr2	121427216	121427366	id-55428	2.55e-06	+	CCTGTGCCTCCCCTTCCTGCCACATGGGGGACCCT	Upstream_CTCF	40
chr2	121433218	121433368	id-55429	2.06e-07	-	CCTGTAAAGTCCGAGGTGGCCGGTAGAGGGGGGTG	Upstream_CTCF	40
chr2	121435934	121436084	id-55430	1	+	NA	NONE	6
chr2	121437961	121438111	id-55431	1.3e-09	-	ACAGTACTATGCATAATGACCACCAGGTGGCGCCC	Upstream_CTCF	40
chr2	121444446	121444596	id-55432	1.03e-07	-	GTTGCACGAATCTACCCTACCACTAGGGGGCGTGC	Upstream_CTCF	40
chr2	121453275	121453425	id-55433	4.89e-09	+	AGTGCATTTTAGCAATCCGCCACCAGGTGGAAGAG	Upstream_CTCF	40
chr2	121493405	121493555	id-55434	6.18e-07	+	GCAGAAGTGCCGGCGCTTGCCAGCCGAGGCAGCAC	Upstream_CTCF	39
chr2	121498365	121498515	id-55435	1.63e-05	-	TGTGGAGTCCCCGCCTCAGCCTGCAGCCGGGCCAC	Upstream_CTCF	17
chr2	121529964	121530114	id-55436	9.62e-05	+	GGGCTAGTGTGGAGCCTCGCAGCCAGGGAGCACAC	UpstreamP1_CTCF	8
chr2	121532203	121532353	id-55437	7.31e-05	+	CTTGTGTGGGAAAAGCTGGCCAGAGGGGAGCAGCA	UpstreamP1_CTCF	6
chr2	121537730	121537880	id-55438	1	+	NA	NONE	32
chr2	121538042	121538192	id-55439	4.85e-07	+	GTGTCGTTTGCTCCCCTTCCCAGCAGGAGGAGGGA	UpstreamP1_CTCF	11
chr2	121559830	121559980	id-55440	1	+	NA	NONE	4
chr2	121584932	121585082	id-55441	7.78e-06	-	GCTGCACTATTTCACATTCCCACCAGCAGTGCACA	Upstream_CTCF	3
chr2	121590833	121590983	id-55442	1.71e-06	+	TAACCCCAGAAACATTCCCCCTGCAGAGGGCAGTC	V_CTCF_BR	26
chr2	121614292	121614442	id-55443	1	+	NA	NONE	33
chr2	121618926	121619076	id-55444	3.1e-07	+	CTGCTGCCCCTGTGATTCAGCTCCAGGTGGAGCCT	UpstreamP1_CTCF	4
chr2	121619849	121619999	id-55445	8.58e-06	+	ATGCAGTTCGCCCACCCCTCCGCCAGGCTCCTGCT	UpstreamP1_CTCF	9
chr2	121637016	121637166	id-55446	1.26e-05	+	GCAGTAGTTCCTCACCCGTGCGTGGGGAGGCAGCA	Upstream_CTCF	13
chr2	121637617	121637767	id-55447	2.1e-05	+	CTGACTTCCCAACCTTCATCCTGTAGGGGGCTGTT	UpstreamP1_CTCF	23
chr2	121639867	121640017	id-55448	7.8e-08	-	CAGCCGGCAGCAGCTGACGCCTGCAGCGGGCGCCC	V_CTCF_BR	3
chr2	121641306	121641456	id-55449	3.97e-07	-	CTCCCACTCCCTACCCCCACCACCAGGGGCCAGAG	V_CTCF_BR	27
chr2	121642910	121643060	id-55450	2e-06	+	GCTGCAGTCTCACAGCTGGCCTCTGGGGAGGCTGC	Upstream_CTCF	26
chr2	121657539	121657689	id-55451	3e-08	-	CCAGCAGTTCCCAGTGTGGCCCCCGGCCGGCAGCC	Upstream_CTCF	12
chr2	121662129	121662279	id-55452	2.97e-06	+	GGAGGAGGGACCCACCTTTCCAGGAGGAGGCGCAG	V_CTCF_BR	12
chr2	121665464	121665614	id-55453	4.3e-08	+	CAGCTGTGATGGGTGCTGCCCTCAAGGGGGAGCCA	UpstreamP1_CTCF	34
chr2	121672428	121672578	id-55454	7.6e-05	-	TTGAAGTGACAGGAGACAGGCCACAAGAGGCGGCA	UpstreamP1_CTCF	16
chr2	121679132	121679282	id-55455	1	+	NA	NONE	6
chr2	121688122	121688272	id-55456	2.93e-08	-	CTGCAGTACCCACAACAGACTCCCAGGGGACACTG	UpstreamP1_CTCF	4
chr2	121697385	121697535	id-55457	1	+	NA	NONE	5
chr2	121705655	121705805	id-55458	9.25e-06	+	CCCAGCCTGGGAGTGAGGCCCGCTGGAGGGAGCTC	V_CTCF_BR	2
chr2	121707085	121707235	id-55459	3.65e-07	-	CCTTCTCATCCCTGTCAGCCCAGCAGGTGGCACCC	V_CTCF_BR	40
chr2	121709651	121709801	id-55460	3.09e-06	-	GGTGCACTTCCCAGGGAGACGGCATGGTGGGACTG	Upstream_CTCF	2
chr2	121714506	121714656	id-55461	2.6e-06	-	GCAAAGAGTGAAGGAGCAGCCAGAGGAGGGAGCTG	V_CTCF_BR	17
chr2	121716347	121716497	id-55462	2.89e-07	-	GGAGAAGTCCCAGCCAGTTCCAGTTGGGGGCGCCT	Upstream_CTCF	36
chr2	121728218	121728368	id-55463	1	+	NA	NONE	2
chr2	121741738	121741888	id-55464	6.86e-07	-	CATGCAGTTAAGCACACGGCCACGGGGGGTCCTGC	Upstream_CTCF	6
chr2	121752025	121752175	id-55465	1	+	NA	NONE	1
chr2	121756787	121756937	id-55466	1	+	NA	NONE	9
chr2	121766665	121766815	id-55467	1.28e-06	-	CTTTGAGGGTGAAGACGCACCACAGGAGGGCGCCA	V_CTCF_BR	38
chr2	121799566	121799716	id-55468	4.01e-05	+	TGCTGGGATTTGAATGCAGCCAGGTGGAGGAGCTG	V_CTCF_BR	2
chr2	121801528	121801678	id-55469	1	+	NA	NONE	22
chr2	121802120	121802270	id-55470	2.04e-05	-	GTGGCGTGGGCATTTGTGCATGGCAGGGGGCGCCC	V_CTCF_BR	38
chr2	121823398	121823548	id-55471	7.73e-05	+	GGGGAACTGCTTTTGAAGTCCAGAGGAAGGAACGA	Upstream_CTCF	1
chr2	121828661	121828811	id-55472	1.46e-07	-	GGGCACCACTGCCCTTCTTTCACCAGGGGGCGCTG	UpstreamP1_CTCF	40
chr2	121834643	121834793	id-55473	1.23e-10	+	CCTGCACAACCTGCACCTGCCAGCAGAGGGCGCCG	Upstream_CTCF	40
chr2	121837852	121838002	id-55474	3.73e-09	-	CTGTAATGTGGAGAAATGGACACTAGGTGGCGCTA	UpstreamP1_CTCF	40
chr2	121842634	121842784	id-55475	2.6e-07	+	CTTGTGTTGCTGTGCCCTGCCACTAGAGGGTGGCA	V_CTCF_BR	40
chr2	121852948	121853098	id-55476	8.17e-09	-	GTGCACTGCCGCCTGCTGGCCAGCAGGTGTTGAAT	UpstreamP1_CTCF	40
chr2	121857044	121857194	id-55477	1.82e-07	-	TTCTTCTTTCCTGATGATGCCAGCAGAGGGCACCA	V_CTCF_BR	40
chr2	121863775	121863925	id-55478	1.26e-05	+	GGGGAAGTAGGCACCTTCTTCACAAGGTGGCAGGA	Upstream_CTCF	5
chr2	121886460	121886610	id-55479	4.51e-05	+	ACAGCAACGATGACAGGCGCCGCTGGAGGCAGTAT	Upstream_CTCF	40
chr2	121889063	121889213	id-55480	1	+	NA	NONE	1
chr2	121941938	121942088	id-55481	5.41e-07	+	GTGTAAGGCAGCATTTCTGCCCCCAGGGGGTGAAG	UpstreamP1_CTCF	8
chr2	121942211	121942361	id-55482	1.64e-06	-	GCAGCAGTGTCCACAGGTGGCAGCAGTGGCCCTGG	Upstream_CTCF	7
chr2	121968351	121968501	id-55483	5.96e-07	-	GCGGTGAAGGGAGCCTGTGCCGGCAGGGGGCAAGC	V_CTCF_BR	11
chr2	121995895	121996045	id-55484	1	+	NA	NONE	3
chr2	122000636	122000786	id-55485	4.3e-06	+	CAGGCTGGCCCTGCAGGTACCACCATGGGGCGCCT	Upstream_CTCF	2
chr2	122022120	122022270	id-55486	5.28e-05	+	CTTGCTGTCTGCTATCTGGCCACCAGGGCAGGGAT	Upstream_CTCF	17
chr2	122052531	122052681	id-55487	8.98e-06	-	TGGTACTTTTGGTGATTTTCCTCTAGGTGGTGCAG	UpstreamP1_CTCF	8
chr2	122053809	122053959	id-55488	1.39e-05	+	GGCTTCAGGCCATCCCTGGCCTGTAGGTGGAGTTT	V_CTCF_BR	6
chr2	122055159	122055309	id-55489	3.88e-06	+	GACTGCTCCTACTGTGCTGCCTCCAGTGGTCAGAG	V_CTCF_BR	40
chr2	122080544	122080694	id-55490	6.98e-07	-	GACCCAGTACAATCAACCCCCAGCAGGTGGCAGAC	V_CTCF_BR	39
chr2	122096066	122096216	id-55491	4.65e-06	+	AGGCAGCTGCAGCTGTCAGGGTCTAGGGGGCGACG	UpstreamP1_CTCF	11
chr2	122104024	122104174	id-55492	5.34e-06	-	GCCCCACGGCACAGACCTGACTCCAGGAGGCAGAC	V_CTCF_BR	3
chr2	122113760	122113910	id-55493	1.09e-06	-	AAGGTCTTTCTGGCCTTTCCCAGAAGGTGGCGCTA	Upstream_CTCF	40
chr2	122125320	122125470	id-55494	4.31e-05	-	GTGCTGTGCTGCAGGTGTCCCGCGATGGGGGCGCT	UpstreamP1_CTCF	0
chr2	122140422	122140572	id-55495	1.83e-05	+	TTCTGAAACAACCGTAGCACCACTAGAGGGCTAGC	V_CTCF_BR	38
chr2	122159988	122160138	id-55496	2.1e-06	+	CTAGCACAGCAACTATTCACCACCAGGGGTCTCCT	Upstream_CTCF	40
chr2	122237857	122238007	id-55497	3.97e-07	-	AATTGTGCCTTGATCTGCACCTGCAGGGGGCACTC	V_CTCF_BR	34
chr2	122262942	122263092	id-55498	1	+	NA	NONE	15
chr2	122288590	122288740	id-55499	5.67e-06	+	CTAGTACTTTGTGGTTAAACCAGTAGAGGGTGCAC	Upstream_CTCF	40
chr2	122289586	122289736	id-55500	6.8e-06	-	CAGTTTTTGCTTTTATCAGCCGCCAGAGGCAGGCA	UpstreamP1_CTCF	32
chr2	122353891	122354041	id-55501	1	+	NA	NONE	40
chr2	122363440	122363590	id-55502	1	+	NA	NONE	3
chr2	122398119	122398269	id-55503	2.1e-05	+	GAGTGGTTTCCAGATGCTGCCAGATAGTGGCAGCA	UpstreamP1_CTCF	12
chr2	122447004	122447154	id-55504	1.38e-06	-	ATTATTGATTCTTCCAGCTCCACCAGGGGGCAGGG	V_CTCF_BR	38
chr2	122454105	122454255	id-55505	3.16e-06	-	GGGCTCTTCCTATGGGCTGAGGGCAGGGGGCAGCA	UpstreamP1_CTCF	7
chr2	122476420	122476570	id-55506	1	+	NA	NONE	40
chr2	122493207	122493357	id-55507	1	+	NA	NONE	33
chr2	122505868	122506018	id-55508	4.21e-05	-	TGTCTTCATATGGCAGAAGGCGCTAGGGGGCTCTC	V_CTCF_BR	40
chr2	122568929	122569079	id-55509	2.33e-07	+	TTGAAGTTCTCGAAAATAGCCAAAAGATGGCACTA	UpstreamP1_CTCF	40
chr2	122597298	122597448	id-55510	1.17e-05	-	AAAGATAAAAAATGGTCCACCTGTAGAGGGCACTT	V_CTCF_BR	14
chr2	122645888	122646038	id-55511	1.85e-05	-	TGTGTAATACCACCAGCGCCCTGCAGGGTAGAAGT	Upstream_CTCF	40
chr2	122655258	122655408	id-55512	2.19e-08	+	CTGAGGCTGCTCTCCTTGGCCAGCAGGTGGCTGTC	V_CTCF_BR	40
chr2	122659748	122659898	id-55513	1.93e-05	+	TGGAATGAAGAAGCATCAGACACTGGGGGGCGCTT	V_CTCF_BR	20
chr2	122660237	122660387	id-55514	8.79e-07	-	AAGCAGTGACCCTGTTCACCCACGGGAGGGAGAAG	UpstreamP1_CTCF	6
chr2	122684275	122684425	id-55515	2.72e-06	-	TAGCATTGCCTCTACCATGGCACCAGGGGGCCTTT	UpstreamP1_CTCF	4
chr2	122732759	122732909	id-55516	1	+	NA	NONE	40
chr2	122750396	122750546	id-55517	1.56e-05	+	AGATCAAGATCTCTCTGGCCCCCTAGGTGGCCCTG	Upstream_CTCF	4
chr2	122751411	122751561	id-55518	7.6e-05	+	GGGCTGAGTCCCACTCCAGCCACATGGAGACGCAG	UpstreamP1_CTCF	8
chr2	122859016	122859166	id-55519	3.4e-06	-	TGAACTCTCTCCGGAGCGGCCACTAGCGGGAGACT	V_CTCF_BR	5
chr2	122893759	122893909	id-55520	4.34e-07	-	AAGCACTGGCTACTTAGGACCCCTAGAGGGCGTGG	UpstreamP1_CTCF	37
chr2	122903501	122903651	id-55521	1.28e-06	-	TCATGCATATCTCTCCTTGGCAGCAGATGGCAGCG	V_CTCF_BR	4
chr2	122926519	122926669	id-55522	1	+	NA	NONE	24
chr2	122949042	122949192	id-55523	1	+	NA	NONE	38
chr2	122961093	122961243	id-55524	6.9e-05	+	AGAGGTTTTGACAAAGCTTCCGGAAGGGGGCATCT	Upstream_CTCF	15
chr2	122997119	122997269	id-55525	1	+	NA	NONE	7
chr2	123058459	123058609	id-55526	8.79e-07	-	TTGAAGTTCAGGCCGTGATCCAGTAGGTGGTGCTT	UpstreamP1_CTCF	18
chr2	123095686	123095836	id-55527	8.5e-06	+	CTTGCACTTCTCTTTCCTGCCACTATGTGAAGAAG	Upstream_CTCF	13
chr2	123126264	123126414	id-55528	8.61e-08	-	GCATCTTAAGGGCCAGGCGCCAGAAGGGGGCAGAA	V_CTCF_BR	12
chr2	123181653	123181803	id-55529	1	+	NA	NONE	4
chr2	123208756	123208906	id-55530	1.98e-08	-	GTGTAATTCAGGCTGAAGTCCAGTAGGTGGCACTT	UpstreamP1_CTCF	39
chr2	123272283	123272433	id-55531	1	+	NA	NONE	5
chr2	123277048	123277198	id-55532	1.24e-05	-	GGTAGTTACTACTAGTTGACCTGCAGGGGGAGTGC	V_CTCF_BR	32
chr2	123280835	123280985	id-55533	8.98e-06	-	ATGTAATGAGATGTGCCCACCATTTGGTGGCGGGA	UpstreamP1_CTCF	7
chr2	123289501	123289651	id-55534	4.38e-08	+	AATGCAGTTGCCGCACGTGCCTGAGGAGGGCGCCC	Upstream_CTCF	30
chr2	123300921	123301071	id-55535	2.34e-06	-	TTGCAGTTTCTCAATCCTGCCCCTTGGTGACTCCG	UpstreamP1_CTCF	0
chr2	123397863	123398013	id-55536	1.34e-06	-	ATTTTAGTTTCATCTATGGCCACTGGGGGTGAGCA	Upstream_CTCF	7
chr2	123506145	123506295	id-55537	1	+	NA	NONE	14
chr2	123644159	123644309	id-55538	5.92e-05	-	AGTGGAATTAGATTCCTTGCAGCTAGAGGGCCAAA	Upstream_CTCF	2
chr2	123718756	123718906	id-55539	1	+	NA	NONE	13
chr2	123746308	123746458	id-55540	5.34e-06	+	ACCTCTGAGCCTGACTCTCCCAACAGGGGGAGCTC	V_CTCF_BR	8
chr2	123981149	123981299	id-55541	1.03e-06	+	AGGCAGTTCCCCAGTGTGAACTCTAGTGGGGGCAC	UpstreamP1_CTCF	8
chr2	124225857	124226007	id-55542	1	+	NA	NONE	7
chr2	124258437	124258587	id-55543	1.09e-06	-	GTGCAATGTAAGCAACCTGCCACCAGGTATCAAGC	UpstreamP1_CTCF	2
chr2	124272535	124272685	id-55544	7.73e-05	+	GTTCCCATTCTTTCTGTCACCGCAAGATGGCATAT	Upstream_CTCF	11
chr2	124565944	124566094	id-55545	1.75e-07	+	GCGCAACAGCACACAGTCTCCAGCAGGGGCCCCCC	UpstreamP1_CTCF	4
chr2	124597750	124597900	id-55546	2.43e-06	-	TGCAGACCTGCCTGGGCATGCAGCAGAGGGAGCTC	V_CTCF_BR	3
chr2	124693069	124693219	id-55547	1.3e-07	+	GTGCAATTCAACCTCCAGGCCAATAGATGGCTCTT	UpstreamP1_CTCF	5
chr2	124751419	124751569	id-55548	3.55e-08	-	TTGTAATTATCACCAATGTCCACGAGGTGGCAAAC	UpstreamP1_CTCF	40
chr2	124776584	124776734	id-55549	1.93e-05	-	AAAGAATGTTAGCCTAGAGCCAGCAGGGGGTGTGC	V_CTCF_BR	15
chr2	124784819	124784969	id-55550	5.52e-05	+	TTTTTCTCCACCTTCTAGAACACTAGAGGTCAGTA	UpstreamP1_CTCF	39
chr2	124960837	124960987	id-55551	3.65e-07	-	TGCCAGCCCATGAAAGCAGCCAGGAGGGGGTGCTG	V_CTCF_BR	4
chr2	125047316	125047466	id-55552	1.81e-06	-	TGTGTAATTTCAGCCAGACCCACAAGAGGCAATGC	Upstream_CTCF	7
chr2	125083363	125083513	id-55553	2.66e-05	+	AAATTATGACTATAGACCTCCACTAGGGGGATGAG	V_CTCF_BR	25
chr2	125243351	125243501	id-55554	3.6e-07	-	TATGCTTTGTCCATAAGGGGCACTAGAGGGCCGCT	Upstream_CTCF	15
chr2	125287900	125288050	id-55555	4.94e-06	-	GAAGTTGCTTAAAGGACCTCCACCGGAGGGAGCTC	Upstream_CTCF	9
chr2	125321120	125321270	id-55556	1.64e-05	+	AAAGGAAGGTGCTGTAGGCACACAAGAGGGAGCTG	V_CTCF_BR	4
chr2	125384729	125384879	id-55557	3.71e-05	+	CCAGCACAGCACACCAGCTCCCCTAAGGGGCAGAC	Upstream_CTCF	1
chr2	125511544	125511694	id-55558	1	+	NA	NONE	6
chr2	125561709	125561859	id-55559	6.73e-07	+	AGGTTATGAGACACTGTGACCTCTAGAGGGCGATA	UpstreamP1_CTCF	39
chr2	125567845	125567995	id-55560	1	+	NA	NONE	25
chr2	125673250	125673400	id-55561	1	+	NA	NONE	12
chr2	125754854	125755004	id-55562	2.6e-06	+	GGTCATGTGTGCTGAGCAGCCACTAGGTGGAAAAA	V_CTCF_BR	7
chr2	125982498	125982648	id-55563	1.56e-06	+	TTGCTGTGGCTACTGGCCCCCAGAGGATGGTGCAC	UpstreamP1_CTCF	6
chr2	125985690	125985840	id-55564	6.9e-05	-	AGCTTACTTCCATTAATAACCACTTGGGGCAGAGT	Upstream_CTCF	26
chr2	126121843	126121993	id-55565	1.21e-05	-	TAATCAGTGCCAAGTTTGACCAGTAGGGACACTCA	Upstream_CTCF	8
chr2	126185922	126186072	id-55566	1.9e-06	+	AGTGTAATATTTCCCTTGACCAGAAGGAGAAGATA	Upstream_CTCF	3
chr2	126229756	126229906	id-55567	2.34e-06	-	GTGCGGTGGCTGCTTCCAGCACACAGGTGGCGGCA	UpstreamP1_CTCF	36
chr2	126234317	126234467	id-55568	1.82e-06	-	TGGCTGTCTTCTCACAGTTCCACTAGGTGGTGCCC	UpstreamP1_CTCF	2
chr2	126274202	126274352	id-55569	4.04e-08	-	GTGTAATTCAGGCTGAATTCCAGTAGATGGCACTG	UpstreamP1_CTCF	40
chr2	126413881	126414031	id-55570	1	+	NA	NONE	7
chr2	126503193	126503343	id-55571	1.82e-07	+	GCAGGGACAAAGCAAGTTTCCAGCAGAGGGCAGAA	V_CTCF_BR	23
chr2	126787001	126787151	id-55572	1	+	NA	NONE	1
chr2	126984924	126985074	id-55573	1.56e-06	+	AGTGTCTTTCCAAATGATGCCTCTAGGTGGTACCT	Upstream_CTCF	23
chr2	127002631	127002781	id-55574	4.21e-05	+	AACAGCACTCAAAGTAACTCCTGCAGGAGGCGCTG	V_CTCF_BR	30
chr2	127073507	127073657	id-55575	4.17e-05	-	ACAGCAGTGACTCTTTTCCCCTAAGGAGGGAGTGT	Upstream_CTCF	1
chr2	127117215	127117365	id-55576	3.56e-06	+	ATTGCTATATGTGAAGGATCCAGCAGAGGGCTAGA	Upstream_CTCF	31
chr2	127156693	127156843	id-55577	1.82e-07	+	TGTGCTGATTGGCCTTCTGCCAGCAGGTGGCACTT	V_CTCF_BR	8
chr2	127190746	127190896	id-55578	1.71e-06	+	AACAGTTTCAACATGGCAGTCAGCAGAGGGCAGTG	V_CTCF_BR	6
chr2	127240527	127240677	id-55579	1.04e-07	-	TGTAGCCCTCTGTCTTATGCCAGCAGAGGGCAGCC	V_CTCF_BR	15
chr2	127270203	127270353	id-55580	2.01e-05	-	TCTGCCCATCAGCCAGTATCCAGCAGGGGAGCTCA	Upstream_CTCF	2
chr2	127285434	127285584	id-55581	1	+	NA	NONE	2
chr2	127285781	127285931	id-55582	1.39e-07	+	CAGGTCTAGGAGCTTGCAACCACAAGGGGGAGCCA	V_CTCF_BR	39
chr2	127372578	127372728	id-55583	1	+	NA	NONE	6
chr2	127391968	127392118	id-55584	1	+	NA	NONE	40
chr2	127401208	127401358	id-55585	1.41e-06	+	GCAGCACTGCCATGGCAGGGCTTTAGAGGGCGACA	Upstream_CTCF	17
chr2	127415670	127415820	id-55586	3.09e-05	-	ATGCAATCCTCTGCTTCTGCCAGAGGCGGTGAATT	UpstreamP1_CTCF	21
chr2	127416921	127417071	id-55587	1	+	NA	NONE	11
chr2	127422016	127422166	id-55588	1	+	NA	NONE	1
chr2	127440896	127441046	id-55589	3.66e-06	-	GTGGAGTTGCCCTTGTCCACCACTGGGGAGAGGAC	UpstreamP1_CTCF	16
chr2	127507286	127507436	id-55590	2.96e-05	-	CCACAGAGTTCCCAGACACCCCCTAGGGGTCAGCA	V_CTCF_BR	30
chr2	127526776	127526926	id-55591	8.91e-07	-	GTTGCTTTCCCCAGAACCACCGGTAGGGGAGGGGC	Upstream_CTCF	16
chr2	127534558	127534708	id-55592	5.3e-05	-	TAGTGCTGTCCCCCACTTAACAGCAGAGGCGCCCA	UpstreamP1_CTCF	19
chr2	127535064	127535214	id-55593	7.54e-08	-	GTGCAGAAGCGGGAACCGGGCACTGGAGGGCGCGC	UpstreamP1_CTCF	40
chr2	127543958	127544108	id-55594	6.64e-05	-	CAACCTTTTCCAGGCACCTCCACCAGGGTGTGCAG	Upstream_CTCF	7
chr2	127551899	127552049	id-55595	4.31e-07	+	GCCTCCTGCTGCGGAGCAGCCACCTGGGGTCAGCA	V_CTCF_BR	7
chr2	127618148	127618298	id-55596	9.81e-06	+	GGCCACCTGCTGGACACCCACACAAGAGGGAAGTC	V_CTCF_BR	8
chr2	127622553	127622703	id-55597	1.35e-05	+	TTGCACAGGATCATCCAGTCTGCTAGGGGGCGCTC	UpstreamP1_CTCF	31
chr2	127643991	127644141	id-55598	1.19e-06	-	AGGCCGAGCTGGCTGGCGCACGCGAGGGGGCGCTG	V_CTCF_BR	35
chr2	127729680	127729830	id-55599	3.12e-08	-	CTGAAGTACCAGCTCTGCTCCGCCAGGGGGAGATA	UpstreamP1_CTCF	40
chr2	127753691	127753841	id-55600	9.66e-05	+	GCTGCATCGCTCATTACTGCCACCCCAGGAAGGCT	Upstream_CTCF	14
chr2	127761140	127761290	id-55601	1.99e-07	-	CGGAGAGCTCTCTCCTTGGCCTGCAGATGGCTGTC	V_CTCF_BR	9
chr2	127780554	127780704	id-55602	8.81e-07	+	TGGGGTCATACATGAAGAGCCAGCAGGGGGCATTC	V_CTCF_BR	11
chr2	127782383	127782533	id-55603	9.67e-08	-	ACTGCACTTCCTGCCGCCGCCTCCTGGGAGAGCGT	Upstream_CTCF	35
chr2	127783130	127783280	id-55604	1	+	NA	NONE	36
chr2	127785435	127785585	id-55605	1	+	NA	NONE	33
chr2	127792943	127793093	id-55606	2.53e-05	+	TGGTGAGCGGCTGTGCCTTCCACAAGGGGCAGCCT	V_CTCF_BR	11
chr2	127799138	127799288	id-55607	5.12e-07	-	ATGTCCCTGCCCCGTGTGACCTGCAGGGGGTGGCT	UpstreamP1_CTCF	3
chr2	127807832	127807982	id-55608	6.2e-10	-	CCGCCGTGGCGGAGACAGGCCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr2	127808817	127808967	id-55609	1.48e-06	+	CCAGGACACAGGAAACAGGCCACAGGAGGGCAGCA	V_CTCF_BR	30
chr2	127812011	127812161	id-55610	1	+	NA	NONE	2
chr2	127820180	127820330	id-55611	6.15e-05	+	ATTCCTCTCTTTGATTTGGCCACTAGGGAGCTCAG	Upstream_CTCF	3
chr2	127822271	127822421	id-55612	1	+	NA	NONE	29
chr2	127825727	127825877	id-55613	9.58e-10	+	CCTGCAGTTTGCCTTGGCACCACTGGGGGGCGGCT	Upstream_CTCF	40
chr2	127826626	127826776	id-55614	5.08e-05	+	CCTGGAGGGACCCGCAGGGCGGGCAGGAGACCCCA	Upstream_CTCF	0
chr2	127829659	127829809	id-55615	1	+	NA	NONE	5
chr2	127830064	127830214	id-55616	1.35e-05	-	GTGCTGCTCTGAAGCTCCCCCTGTGGATGTCTCTA	UpstreamP1_CTCF	25
chr2	127836597	127836747	id-55617	4.01e-05	+	TCTTCCCCACCCACACTGGCCACCAGGGCTCCTGA	Upstream_CTCF	17
chr2	127841393	127841543	id-55618	3.31e-06	+	AGGCTGCTTTGGCAAGAGTCCTGCAGAGGGAGGCT	UpstreamP1_CTCF	15
chr2	127841675	127841825	id-55619	5.41e-06	-	ACTTCACTGCGCATACGGTGCGCCAGGGGGACTTG	Upstream_CTCF	15
chr2	127841887	127842037	id-55620	1	+	NA	NONE	3
chr2	127858325	127858475	id-55621	4.3e-06	-	GGTTCTGCTCCTGCGGAGACCACTGGAGGGACTCA	Upstream_CTCF	6
chr2	127863725	127863875	id-55622	1	+	NA	NONE	19
chr2	127865319	127865469	id-55623	1	+	NA	NONE	32
chr2	127879386	127879536	id-55624	1	+	NA	NONE	1
chr2	127888126	127888276	id-55625	1	+	NA	NONE	19
chr2	127897489	127897639	id-55626	2.66e-05	-	TGAGTCACCTTCCATCCTACCTGTAGGAGGAGGTA	V_CTCF_BR	8
chr2	127900960	127901110	id-55627	1	+	NA	NONE	19
chr2	127902142	127902292	id-55628	2.01e-05	-	CATCAGATGGCAACAATGGCCAATAGGAGGCAATG	UpstreamP1_CTCF	18
chr2	127911393	127911543	id-55629	1.73e-05	+	CCTCCTCATGCCCTGGTAGCCAGAGGAGGTCGCAT	V_CTCF_BR	18
chr2	127915036	127915186	id-55630	1	+	NA	NONE	3
chr2	127915368	127915518	id-55631	1.15e-06	-	AATGCAGCCCCCTGGCCCTCCACTGGGGGTCTCCT	Upstream_CTCF	34
chr2	127931883	127932033	id-55632	2.67e-06	-	CGCTCACTCCTCCTGTCCCCCACTAGATGGGGCTG	Upstream_CTCF	40
chr2	127933972	127934122	id-55633	1.84e-05	-	CAGCTCTGCCCCTACCCGGCCGTGTGCTGGCACTG	UpstreamP1_CTCF	18
chr2	127942765	127942915	id-55634	3.55e-08	+	CTGCACTTCCTGCTACATCACACCAGGAGGCCCCC	UpstreamP1_CTCF	20
chr2	127954617	127954767	id-55635	7.23e-07	+	ATTGTGATGTTCTTAGTTACCACCAGGGGACAGGA	Upstream_CTCF	39
chr2	127955489	127955639	id-55636	1.99e-07	+	GATGTGCAGATGCACACAGCCGGGAGGGGGCGGTG	V_CTCF_BR	39
chr2	127959012	127959162	id-55637	1	+	NA	NONE	10
chr2	128028357	128028507	id-55638	6.21e-06	-	GCCGCCCTGGTGGCAGCTTGCAGCAGGGGCAGGGC	Upstream_CTCF	22
chr2	128082352	128082502	id-55639	3.63e-06	+	GAATACTGTCCTATTGAGACCAGGAGGGGGAGCAC	V_CTCF_BR	38
chr2	128113105	128113255	id-55640	5.52e-05	+	CAGAGTTGTAATCTTTCTGCCACTAGAGGGCCTCC	UpstreamP1_CTCF	39
chr2	128128728	128128878	id-55641	9.51e-07	+	TGGAGGCCAGCCAGTACCTCCTCTAGAGGGCAGAA	V_CTCF_BR	7
chr2	128165815	128165965	id-55642	7.6e-05	-	CCCCACGGAGGGCCAGGAGCCTCCAGGGCGCCCCA	UpstreamP1_CTCF	4
chr2	128173557	128173707	id-55643	8.19e-10	-	TCTGCAGTTACACCTGGTTCCAGCCGGGGGCGCCG	Upstream_CTCF	37
chr2	128176137	128176287	id-55644	2.02e-06	-	CTGTGGCTGCCAGGCCTGGCCTGTGGAGGGCCTTG	UpstreamP1_CTCF	4
chr2	128181559	128181709	id-55645	1	+	NA	NONE	15
chr2	128182772	128182922	id-55646	8.5e-06	-	GCAACAATTCCAGAAGCTGACAGCAGATGGATGGA	Upstream_CTCF	9
chr2	128195844	128195994	id-55647	1.1e-05	+	TCTGATGAAGGGAAAAGAGCCTCTGGGGGGCTCCC	V_CTCF_BR	3
chr2	128211059	128211209	id-55648	3.28e-07	-	GTGCTGTCACTCTGCCTTTCCTCTAGAGGACACCA	UpstreamP1_CTCF	31
chr2	128211316	128211466	id-55649	4.34e-05	-	CCAGCCATTGAGTTTCAGCCCTTTAGGTGGAGCTC	Upstream_CTCF	28
chr2	128236915	128237065	id-55650	5.34e-06	-	ATTAGAAGGTAATAGCTAGCCACTAGATGGAGACA	V_CTCF_BR	39
chr2	128283970	128284120	id-55651	1	+	NA	NONE	32
chr2	128284454	128284604	id-55652	1	+	NA	NONE	34
chr2	128286208	128286358	id-55653	2.34e-06	-	CTCTTGCTCCCTGACATGTTCAGCAGATGGCAGTG	UpstreamP1_CTCF	9
chr2	128288018	128288168	id-55654	7.44e-06	+	CTGGATGCTCTGCATGCCACCAGCAGATGGGAGAA	Upstream_CTCF	15
chr2	128289121	128289271	id-55655	1	+	NA	NONE	11
chr2	128318378	128318528	id-55656	1.95e-07	-	GCTGCCAGGCTTAGTGGCAGCACCAGGGGCCGCTG	Upstream_CTCF	17
chr2	128324352	128324502	id-55657	3.22e-07	-	GGAGCAGTTCAGGGAGATGCCTGGAGGTGGTGCCT	Upstream_CTCF	7
chr2	128339582	128339732	id-55658	6.05e-06	+	GGCTCTGCTTCTTGCTGTGCCGGTGGAGGGCAGGA	V_CTCF_BR	2
chr2	128349145	128349295	id-55659	3.8e-08	+	CAGTGTGGCCTGGACCCCACCAGCAGTTGGCGCTG	V_CTCF_BR	40
chr2	128393647	128393797	id-55660	1.83e-05	-	CCCAGAGGCCCTCCAAAGCCCTGGTGGGGGCAGCA	V_CTCF_BR	3
chr2	128398107	128398257	id-55661	1.39e-05	-	CTCCCTTGCTCTGGTACAGAAGGCAGGGGGCGCTG	V_CTCF_BR	38
chr2	128401742	128401892	id-55662	2.6e-07	+	TCCCCAAGACCCTATGTGCCCAGCAGGGGGCAACA	V_CTCF_BR	24
chr2	128407415	128407565	id-55663	7.42e-09	-	CTCTCCCAGAGTAGATCCACCACCAGGGGGCAGCA	V_CTCF_BR	40
chr2	128412926	128413076	id-55664	4.01e-05	+	CAGTGTGCACACCCTCCAGGCGGCAGCTGCCAGCG	V_CTCF_BR	4
chr2	128419609	128419759	id-55665	6.48e-05	-	TTGCAGCCTGGTGTGCCTGGCTATAGGGGACACAC	UpstreamP1_CTCF	15
chr2	128433026	128433176	id-55666	2.15e-05	-	GGAAAGCTATGCCCGGAATCCAGGAGGTGGCGAGC	V_CTCF_BR	25
chr2	128453398	128453548	id-55667	1	+	NA	NONE	36
chr2	128455223	128455373	id-55668	1.41e-06	+	ATGTAGTTCAGGTTGCGGCCCGGCAGGGGACAAGT	UpstreamP1_CTCF	0
chr2	128458201	128458351	id-55669	1	+	NA	NONE	12
chr2	128459279	128459429	id-55670	5.51e-07	-	AGGCCGAAACACAGTGCAGCCAGCAGCAGGCACCC	V_CTCF_BR	6
chr2	128459770	128459920	id-55671	1	+	NA	NONE	36
chr2	128501200	128501350	id-55672	1	+	NA	NONE	26
chr2	128558762	128558912	id-55673	1	+	NA	NONE	21
chr2	128567856	128568006	id-55674	1.61e-05	+	CCGCCGCCTCCTCCTTACTCCGGAAGGGGCCACTA	UpstreamP1_CTCF	14
chr2	128568825	128568975	id-55675	1.61e-05	-	ACGCAGTCGCTTCTTTCCTCCAGGAGGTAGCGCGT	UpstreamP1_CTCF	33
chr2	128579703	128579853	id-55676	2.06e-07	-	TCTGGATTAATATTAGCTTCCACCAGGGGGAAGAG	Upstream_CTCF	9
chr2	128615779	128615929	id-55677	1.64e-05	+	AGGTCCTGGAGGCTCCCCGCCACCGAGGGGCGCCC	V_CTCF_BR	40
chr2	128622564	128622714	id-55678	1.64e-06	+	ATGTCATAGCCATTGGTGGCCACGGGGGGGTGGGA	UpstreamP1_CTCF	24
chr2	128642948	128643098	id-55679	6.46e-07	+	GCGGGACGGTGGGTGGGGGCCACCAGGCGGCGCCG	V_CTCF_BR	26
chr2	128649545	128649695	id-55680	2.84e-05	-	GAGTTCCTTTTAGATTCCGCCAGTGGGAGGTGCTG	UpstreamP1_CTCF	2
chr2	128666662	128666812	id-55681	3.41e-07	-	TGTGCAGCTCCTCAGGTGCCCAGATGGTGGCTTCA	Upstream_CTCF	9
chr2	128709234	128709384	id-55682	1	+	NA	NONE	1
chr2	128741905	128742055	id-55683	9.62e-05	+	TTGTGGTTTCTGTCTTCCACCGTTAGAGGTCCCCT	UpstreamP1_CTCF	2
chr2	128785913	128786063	id-55684	1	+	NA	NONE	16
chr2	128795370	128795520	id-55685	5.51e-07	+	AAGGAAAGGTGAGAAATCTCCAGTAGGGGGCACTG	V_CTCF_BR	17
chr2	128811813	128811963	id-55686	1	+	NA	NONE	13
chr2	128821103	128821253	id-55687	7.1e-07	+	TGTCAGTGGCACACTCTGGCCTCTAGAGGGATCTC	UpstreamP1_CTCF	39
chr2	128843968	128844118	id-55688	1.24e-05	-	TGTTGATAGTTTGCACCCCCCACTAGGTGTCACTC	V_CTCF_BR	9
chr2	128929905	128930055	id-55689	3.45e-05	+	TTTCTTGCATCTGCAGCAACCACAAGGAGGCATCA	V_CTCF_BR	38
chr2	128936872	128937022	id-55690	3.28e-07	+	AAGCAGGGCCTCTGTGTAGGCTGCAGGAGGCGCTG	UpstreamP1_CTCF	40
chr2	128954201	128954351	id-55691	2.4e-05	+	GTGGCTCACAGGGAATAAAACAGAAGGTGGCAGGC	V_CTCF_BR	9
chr2	128960553	128960703	id-55692	1	+	NA	NONE	1
chr2	128991196	128991346	id-55693	1.77e-10	-	CCAGCGGTCCCCACCGCGGCCAGCAGAGGGCTCCG	V_CTCF_BR	40
chr2	129018240	129018390	id-55694	4.65e-06	+	CGGCACTTCTCGGCAGATCCCAGAAGCAGCAGCCA	UpstreamP1_CTCF	25
chr2	129040758	129040908	id-55695	6.21e-06	+	ACTGCACAGAAATCCGCTCACAGCAGGGGTCACTG	Upstream_CTCF	24
chr2	129050932	129051082	id-55696	1.59e-06	-	GTGTTTGCAAGGAAAGTGCCCAGCAGGTGGTGGCA	V_CTCF_BR	16
chr2	129062893	129063043	id-55697	2.1e-05	-	CACGCAAGTCCAGGCAGGGCCGCTTGTCGGCACAC	Upstream_CTCF	22
chr2	129064046	129064196	id-55698	2.27e-05	-	AAATGTTTACAGCCCCTAGGCGGCAGGGGGAGCAT	V_CTCF_BR	36
chr2	129071167	129071317	id-55699	3.4e-06	-	TCAGCAGGAGTTCTGGCTGCCACACGGGGGAGTGG	Upstream_CTCF	39
chr2	129079452	129079602	id-55700	1.38e-08	-	CCGTCCGCGGGACTGTGCGCCGGGAGGGGGCGCCG	V_CTCF_BR	40
chr2	129112325	129112475	id-55701	8.23e-05	+	TGGGAGGAGAAGAAGTCAGCCAGCAGGGGAGGGTG	UpstreamP1_CTCF	29
chr2	129145159	129145309	id-55702	1	+	NA	NONE	34
chr2	129163857	129164007	id-55703	1	+	NA	NONE	1
chr2	129170159	129170309	id-55704	2.43e-06	-	GGCATGTGATGGTCACCGGCCACCAGGAGCCGCAG	V_CTCF_BR	1
chr2	129183563	129183713	id-55705	5.72e-07	-	CTGAAGTGCCTCTGCCAGGCCCTCAGGGGGAGACC	UpstreamP1_CTCF	4
chr2	129226884	129227034	id-55706	1.3e-07	+	ACTGTGGTTTCTGTTGTAGCCACAAGGTGTCACTG	Upstream_CTCF	39
chr2	129230557	129230707	id-55707	1	+	NA	NONE	11
chr2	129244211	129244361	id-55708	4.94e-06	+	GGAGTGATTCTCACGTCTGCCGCGTGGGGGTGCTG	Upstream_CTCF	4
chr2	129251631	129251781	id-55709	1.22e-07	-	ACTGCTGCTCCCTCGCATGCCTCTAGAGGCAGGTG	Upstream_CTCF	6
chr2	129266885	129267035	id-55710	1	+	NA	NONE	0
chr2	129289554	129289704	id-55711	2.72e-05	-	TTGTAGTTAGCCATTCTAACCAGTGTGAGGTGATA	UpstreamP1_CTCF	34
chr2	129293552	129293702	id-55712	7.02e-05	+	TCGCACCACTGCACTCCAGCCTGGAGAGAGAGCAA	UpstreamP1_CTCF	8
chr2	129294752	129294902	id-55713	1	+	NA	NONE	10
chr2	129301341	129301491	id-55714	2.34e-06	-	CTGCAGGACTCCTCTTCAGCCACCAGAGCCACTTG	UpstreamP1_CTCF	16
chr2	129347369	129347519	id-55715	2.43e-06	-	TGCCCACTCACCCCTCCCTCCAGCAGGGGGCTAGG	V_CTCF_BR	20
chr2	129350123	129350273	id-55716	2.27e-06	-	GAAGGCAGAGGGACAGAGAGCTGCAGAGGGCGCCA	V_CTCF_BR	8
chr2	129352823	129352973	id-55717	1	+	NA	NONE	4
chr2	129365939	129366089	id-55718	1.41e-06	+	TGGGGAGGCCTTTCCCAGCCCAGCAGGGGGCACGT	Upstream_CTCF	6
chr2	129367265	129367415	id-55719	8.08e-08	-	CGAGCTCTCCTGCCACTGACCTGCAGAGGGCCCAG	Upstream_CTCF	3
chr2	129369580	129369730	id-55720	2.68e-05	-	CCAGAGAGTGACCACCCTGCCACGAGGGGGCCTTG	Upstream_CTCF	7
chr2	129394180	129394330	id-55721	5.67e-06	+	GCCTCTACTCCACCACTCTCCTCTGGGTGGCACTG	Upstream_CTCF	8
chr2	129397498	129397648	id-55722	4.65e-05	+	ACGCCCCGTGCTGTTCTATCCACTAGGGGGTTTTC	V_CTCF_BR	19
chr2	129398168	129398318	id-55723	9.4e-06	-	GAGCAGCATTGAATCTCCATCACCAGGAGGCATCT	UpstreamP1_CTCF	17
chr2	129402695	129402845	id-55724	5.34e-06	+	GTCTGCATGTGCATGCCTGTCTGCAGGGGGAGCAG	V_CTCF_BR	26
chr2	129422091	129422241	id-55725	1.1e-05	-	CCCAGCCCTGCCCTTCTAAACAGCAGGTGGCTTCA	V_CTCF_BR	1
chr2	129439267	129439417	id-55726	2e-06	-	ACTGCAATCAATGCCAGGGCCTATAGGAGGTGCTG	Upstream_CTCF	23
chr2	129455624	129455774	id-55727	1	+	NA	NONE	5
chr2	129472462	129472612	id-55728	4.41e-06	+	AACCTTCATGCCCTCTCACACACAAGGGGGCAGCA	V_CTCF_BR	23
chr2	129478180	129478330	id-55729	6.8e-06	-	GGTGTAGTTCTTTACACAACCTCCAGGAGCTTCCT	Upstream_CTCF	30
chr2	129492093	129492243	id-55730	1.28e-06	-	CCCGCCGCTCCCGGCACTGTCACAGGAGGGCGCCA	Upstream_CTCF	11
chr2	129493357	129493507	id-55731	4.43e-05	-	TGATTTTTACGCCAATGCCCCTGAGGAGGGCGCTG	V_CTCF_BR	6
chr2	129494280	129494430	id-55732	1.22e-11	+	CCTGCAGTTCTCCCTGGAGCCACAAGATGGCGCCA	Upstream_CTCF	37
chr2	129494717	129494867	id-55733	1	+	NA	NONE	4
chr2	129513085	129513235	id-55734	2.67e-06	-	TGTTGTTTTCCGTCTCTCCCCACTAGAGGGCGTGC	Upstream_CTCF	40
chr2	129544568	129544718	id-55735	1.01e-05	-	ATTCCCATTCCCCCAGCCAACAGCAGGAGGCAGGT	Upstream_CTCF	6
chr2	129567019	129567169	id-55736	1	+	NA	NONE	4
chr2	129736947	129737097	id-55737	2.6e-05	-	GCCCACTCCTGCTCAACAGCCACCAGGGGCTCCCT	UpstreamP1_CTCF	5
chr2	129769142	129769292	id-55738	8.64e-05	-	GGAGCAAATCCCAACTCTGCCACGGACTGGCGCTG	Upstream_CTCF	5
chr2	129924708	129924858	id-55739	1.55e-05	-	CCCATGATCCAATCACCTACCACCAGGGGGATTAA	V_CTCF_BR	7
chr2	129949281	129949431	id-55740	5.08e-07	-	AAACCCTGGACCATGTTGCCCAGCAGAGGGAACAC	V_CTCF_BR	16
chr2	129949818	129949968	id-55741	7.44e-09	+	AATGCAGCACTAACTGGGCCCAGAAGGAGGCGCCA	Upstream_CTCF	11
chr2	129951668	129951818	id-55742	2.4e-05	+	TGAGGTTGTGGGACTGGAGCCTCATGGGGGCATCA	V_CTCF_BR	10
chr2	129991755	129991905	id-55743	2.78e-06	-	ACATGCTTAGAGATCCTGACCTGCAGATGTCACCA	V_CTCF_BR	20
chr2	130011141	130011291	id-55744	1	+	NA	NONE	25
chr2	130055123	130055273	id-55745	2.27e-05	-	TTCTTAAGGTTGCCCTTGGCCTAAAGGAGGCGCCA	V_CTCF_BR	13
chr2	130094765	130094915	id-55746	9.25e-06	-	GTTCTCATATACATTTTAACCAGCAGGTGGAGGAT	V_CTCF_BR	6
chr2	130130372	130130522	id-55747	4.3e-06	+	CCTGTTACTCTCACCCCCAGGCCCAGAGGGCAGTG	Upstream_CTCF	1
chr2	130154901	130155051	id-55748	1.04e-07	-	GGAACTCTGTCTCCTCTGGCCTGTAGGTGGCAGTG	V_CTCF_BR	37
chr2	130344755	130344905	id-55749	1.08e-05	+	GTGGTGGGGTGCATGATTGCCACCAGGTGTCTTCC	UpstreamP1_CTCF	1
chr2	130345042	130345192	id-55750	3.97e-07	+	TGCGGCCCCGCTGGCCCTGCCGATAGGGGGCGCGA	V_CTCF_BR	1
chr2	130385116	130385266	id-55751	1	+	NA	NONE	5
chr2	130419609	130419759	id-55752	7.46e-06	-	CTGTGAGACACAACTTTACCCACTAGAGTGCAGTG	UpstreamP1_CTCF	8
chr2	130466279	130466429	id-55753	7.73e-06	-	CTTCTGGAGCTTTTGTCTTCCTGAAGGGGGAGCTA	V_CTCF_BR	14
chr2	130502372	130502522	id-55754	9.51e-07	-	CTCTGCGGGTCCACTCCTTCCTGCAGGTGGAGCTC	V_CTCF_BR	4
chr2	130506394	130506544	id-55755	4.41e-06	-	TACAGGTTCAGGCTGTTGTCCAGTAGGTGGAGCTT	V_CTCF_BR	16
chr2	130522035	130522185	id-55756	2.43e-06	+	CTTGCCCAAGGCCATACCACCAGTGGGTGGCAGAG	V_CTCF_BR	12
chr2	130522493	130522643	id-55757	2.19e-05	+	TGAGGAAAGCAGAACTCTGCCAGCAGATGGCCTTC	Upstream_CTCF	7
chr2	130551985	130552135	id-55758	1.11e-05	-	CCTGCAAATTCCCACCTCTCCCGCAAGGGGCATGA	Upstream_CTCF	7
chr2	130571101	130571251	id-55759	3.36e-05	+	GAGTAGTAAACTATGTCGCCCTCTAAAGGACAGCA	UpstreamP1_CTCF	28
chr2	130585185	130585335	id-55760	1	+	NA	NONE	2
chr2	130607256	130607406	id-55761	1.3e-07	-	ACTGCAATATTATACTCCACCAGAAGATGTCACTG	Upstream_CTCF	39
chr2	130643448	130643598	id-55762	1.1e-05	-	GGAGTAAAACCCCAGGCAGCCTCTGGATGGTGCCA	V_CTCF_BR	28
chr2	130661314	130661464	id-55763	2.43e-06	-	GGCTGGCATGGCTGAATGGACACGAGGAGGCGCTG	V_CTCF_BR	14
chr2	130680517	130680667	id-55764	1.65e-07	-	CTGCAGCACCCCAGCTTGCTCAGTGGAGGCCGCTG	UpstreamP1_CTCF	14
chr2	130680929	130681079	id-55765	2.78e-06	+	TGATGCGGTCCCGATTCCGTCCCCAGGGGGCGCTG	V_CTCF_BR	35
chr2	130681499	130681649	id-55766	2.12e-06	-	CTGTCATTTGGCAGAGACACCACCAGGGAGCAGAA	UpstreamP1_CTCF	40
chr2	130687072	130687222	id-55767	2.4e-05	-	CAAAGGCCTCTGGACAGAGCCAGCAGGGGGTGTGT	V_CTCF_BR	6
chr2	130694027	130694177	id-55768	5.08e-07	+	TGGTCTACGTAAGAATTGGGCTGCAGGGGGCGCCA	V_CTCF_BR	23
chr2	130783629	130783779	id-55769	3.22e-07	+	GATGCAAAAACAAATCTTGCCAGCAGGAGGTGGCA	Upstream_CTCF	26
chr2	130913747	130913897	id-55770	4.68e-07	+	GGACTGACTCTTCTCACTTCCTCCAGAGGGCGCAG	V_CTCF_BR	40
chr2	130918729	130918879	id-55771	4.31e-07	+	GGAGGCTGGGTTGGGCGGGGCTGTAGAGGGCGCTG	V_CTCF_BR	10
chr2	130939388	130939538	id-55772	1.72e-06	-	TCTGGTCCGCACCGGTGCACCACTAGGGGTCGCTT	Upstream_CTCF	40
chr2	130939737	130939887	id-55773	1.08e-08	+	GAGAGGGTGGTGGGCGCAGCCGCTAGGGGGCGCGG	V_CTCF_BR	38
chr2	131010490	131010640	id-55774	1.19e-06	+	GGGTCAGGGTGGAACGCTGCCTCTGGAGGGAGCCC	V_CTCF_BR	15
chr2	131046027	131046177	id-55775	1	+	NA	NONE	12
chr2	131046292	131046442	id-55776	1	+	NA	NONE	3
chr2	131057946	131058096	id-55777	4.41e-06	+	CACCAACAGTCACCACCAACAACCAGAGGGAGGCG	V_CTCF_BR	0
chr2	131085351	131085501	id-55778	1.22e-08	-	GTCCCTCCACACCTCCCCGCCAGCAGAGGGAGCGG	V_CTCF_BR	6
chr2	131090231	131090381	id-55779	2.6e-07	-	CCTTGCTTACAGACTGGCCCCACCAGGTGGCAGCA	V_CTCF_BR	40
chr2	131094786	131094936	id-55780	1	+	NA	NONE	20
chr2	131100637	131100787	id-55781	2.4e-05	+	AGTACCTGTACCGCAAGGCCCGGGAGGAGGCGCAG	V_CTCF_BR	39
chr2	131113671	131113821	id-55782	5.72e-09	+	GGCTGGAAGCGCGGGGCGGCCGGGAGGGGGCAGTC	V_CTCF_BR	39
chr2	131130152	131130302	id-55783	1.74e-08	-	CCCTGGACCGCGACTGCGACCGCCAGGGGGCGCTT	V_CTCF_BR	40
chr2	131134132	131134282	id-55784	8.81e-07	+	GGCCGATTCTCCCTCACAGACAGTAGAGGGAACCA	V_CTCF_BR	34
chr2	131149614	131149764	id-55785	1	+	NA	NONE	27
chr2	131174385	131174535	id-55786	4.24e-07	+	GATGCAAAAACAAATCCTGCCAGCAGGAGGTGGCA	Upstream_CTCF	27
chr2	131185297	131185447	id-55787	7.73e-05	+	CCAGCCCGTACCGCAAGCGCCGCCTGCAGGAGCGC	Upstream_CTCF	33
chr2	131212438	131212588	id-55788	5.26e-07	-	ACTGATGTACCATGTCTGGCCACTAGTTGGTGACT	Upstream_CTCF	10
chr2	131451201	131451351	id-55789	7.55e-07	+	TCGGCGCGGGGTCAGCGCTCCTGCAGGTGGCGCTT	V_CTCF_BR	36
chr2	131484904	131485054	id-55790	2.15e-05	-	CGGTCTAATCGGCCCCAGGCCGGGAGAGGCAGCAG	V_CTCF_BR	16
chr2	131496128	131496278	id-55791	1	+	NA	NONE	1
chr2	131502637	131502787	id-55792	5.74e-05	+	AAGCAACGGGCTGCACACACCACCAGTGGCGCCCC	UpstreamP1_CTCF	4
chr2	131513762	131513912	id-55793	2.5e-09	-	CCGGCGCCGCGCGCCGCGGCCGGGAGGGGGAGGCC	V_CTCF_BR	9
chr2	131524973	131525123	id-55794	1.21e-05	+	GTAGCTGAGGGTGGCCCTCCCACCAGGGGACGCTG	Upstream_CTCF	15
chr2	131525966	131526116	id-55795	5.96e-07	+	ACCCACTGGCCTCGGCTCTCCACTTGGGGGCACTA	V_CTCF_BR	17
chr2	131534199	131534349	id-55796	1.03e-05	-	CTGTGCTTGCCTCTTTTTTCCACAGTGTGGCACTG	UpstreamP1_CTCF	14
chr2	131555114	131555264	id-55797	3.33e-09	+	ATAGAGCGACTCCCTCCTGCCAGCAGGGGGCGCGC	V_CTCF_BR	40
chr2	131555652	131555802	id-55798	7.97e-09	+	CCTGCTGTCCCCGTCAGCGCCGCAGGAGGGCGCGA	Upstream_CTCF	40
chr2	131577305	131577455	id-55799	7.8e-08	-	GTGGAAAGCATTGTGAGGACCACCAGAGGGCAGGC	V_CTCF_BR	18
chr2	131600468	131600618	id-55800	2.47e-05	-	ACCTCACCGCCTACAAGAGACACTAGAGGGTGTTG	Upstream_CTCF	4
chr2	131606510	131606660	id-55801	2.44e-07	-	GCTGTCCTCTCCTCCTCTGCCACTGGGGGGTGCAC	Upstream_CTCF	12
chr2	131631394	131631544	id-55802	5.51e-07	-	AACGTTAGATGCAATCTATCCGGCAGGGGGCACCA	V_CTCF_BR	40
chr2	131641291	131641441	id-55803	3.63e-06	-	CTAGGCCATCTGCCTGCAGACACCAGGAGGCAGGA	V_CTCF_BR	2
chr2	131642209	131642359	id-55804	5.48e-05	+	AAAGCAATATATGGAACTGCCCCTGAGTGGCAGCA	Upstream_CTCF	7
chr2	131667231	131667381	id-55805	3.5e-05	-	CCGCCCAGCCCTGAATCAGCCAGCAGAGGCGCCTG	UpstreamP1_CTCF	1
chr2	131678116	131678266	id-55806	5.52e-10	-	CCTGCTCTCCCAGGAATGCCCACAAGATGGCGCAG	Upstream_CTCF	40
chr2	131722204	131722354	id-55807	5.68e-06	-	TCAGGACCAAGCGCACTCACAGCCAGGTGGCGCAA	V_CTCF_BR	31
chr2	131752966	131753116	id-55808	1.21e-06	-	CTGCAGATCCACAAGAGGTCCAGATGATGGCGTCG	UpstreamP1_CTCF	12
chr2	131753318	131753468	id-55809	1	+	NA	NONE	16
chr2	131787411	131787561	id-55810	2.23e-06	+	CTCCATCTTGGGGCTCGGTCCAGCAGGGGGACCCC	UpstreamP1_CTCF	3
chr2	131788065	131788215	id-55811	1	+	NA	NONE	2
chr2	131795705	131795855	id-55812	1.48e-06	+	ATGCTCATCCACAAGAAGCCCACAGGAGGGCACCA	UpstreamP1_CTCF	4
chr2	131798699	131798849	id-55813	1	+	NA	NONE	25
chr2	131802107	131802257	id-55814	2.91e-05	+	CTTGCCCCGCCCCCAGGGCCCACCCGGCGCTCCCG	Upstream_CTCF	0
chr2	131831999	131832149	id-55815	3.97e-05	-	GAGAAGTTACAGCTTCTCACAGCTAGTGGGAACAG	UpstreamP1_CTCF	8
chr2	131859440	131859590	id-55816	1	+	NA	NONE	22
chr2	131862709	131862859	id-55817	4.01e-05	-	CTGAGAAACGGGACGGAAGGCGGCAGGGGGCGTGG	V_CTCF_BR	37
chr2	131906148	131906298	id-55818	1	+	NA	NONE	9
chr2	131911665	131911815	id-55819	3.79e-08	+	CTGCTAGTTCTGAGGGCTGCCACCAGGTGTCAGGG	UpstreamP1_CTCF	40
chr2	131914486	131914636	id-55820	2.17e-09	-	CCAGCAGGCCCGGGCCTGGCCAGCAGAGGGCTGGC	V_CTCF_BR	34
chr2	131915375	131915525	id-55821	4.43e-05	-	ATACTGTCAAGCTGCCCTCCCGATAGATGGCAGTG	V_CTCF_BR	5
chr2	131945056	131945206	id-55822	2.19e-05	-	ATTGTTAGTCAATTTGCTGGCCACAGGTGGCAGTG	Upstream_CTCF	11
chr2	132068722	132068872	id-55823	4.24e-07	-	GATGCAAAAACAAATCCTGCCAGCAGGAGGTGGCA	Upstream_CTCF	21
chr2	132093029	132093179	id-55824	9.81e-06	-	ATCTCACTAGCCATAAGAGCCGCTGGGTGGCAGTG	V_CTCF_BR	38
chr2	132119457	132119607	id-55825	1	+	NA	NONE	15
chr2	132152311	132152461	id-55826	1.19e-06	-	GGGTCAGGGTGCAACGCTGCCTCTGGAGGGAGCCC	V_CTCF_BR	13
chr2	132170839	132170989	id-55827	1.81e-06	+	AACGTGATACTGTATTTCACCAGCAGAGGGCAAGC	Upstream_CTCF	40
chr2	132249917	132250067	id-55828	1.04e-07	-	GAGAGGGCGGTGGGCGCATCCGCTAGGGGGCGCGG	V_CTCF_BR	35
chr2	132250267	132250417	id-55829	3.65e-07	+	TCTGGTCCGCACCGGTGCACCACTAGGGGTCGCTC	V_CTCF_BR	40
chr2	132269253	132269403	id-55830	4.31e-07	-	GGAGGCTGGGTTGGGCGGGGCTGTAGAGGGCGCTG	V_CTCF_BR	14
chr2	132274239	132274389	id-55831	1.59e-06	-	GGACTGACTCTTCCCACTTCCCCCAGAGGGCGCAG	V_CTCF_BR	38
chr2	132288417	132288567	id-55832	3.36e-07	-	CCAAATCCTGGAGCTTGGCCCAGCAGAGGGCGCCT	V_CTCF_BR	17
chr2	132337927	132338077	id-55833	1.63e-05	+	TTTTTAGTTTTTAGAGGAACCTCCAGGTGGCCTCT	Upstream_CTCF	4
chr2	132392022	132392172	id-55834	3.91e-06	+	ACTGAGGTACCATATCTGGCCGCTAGTTGGTGACT	Upstream_CTCF	10
chr2	132430467	132430617	id-55835	1	+	NA	NONE	32
chr2	132431628	132431778	id-55836	1.84e-05	+	GCCGACTGCCTGACTTTGGCCACTAGGTGGCCTCT	UpstreamP1_CTCF	40
chr2	132440210	132440360	id-55837	9.71e-06	+	GCATCTGGGCCCGAGTCCTCCGCTTGGGGGCGGTT	Upstream_CTCF	38
chr2	132440658	132440808	id-55838	1	+	NA	NONE	15
chr2	132443847	132443997	id-55839	2.1e-05	+	CTTCAGATTTCTTCATGTGGCTGCAGATGGCAGGA	UpstreamP1_CTCF	5
chr2	132533571	132533721	id-55840	2.83e-07	+	CAGGCACCTTTCATCCCCAACAGCAGAGGGCACTG	V_CTCF_BR	13
chr2	132559524	132559674	id-55841	1.03e-05	-	CTGCAGGTCCACGCCCGCTCCCCCAAGCGGGGAAG	UpstreamP1_CTCF	39
chr2	132559820	132559970	id-55842	1	+	NA	NONE	39
chr2	132580085	132580235	id-55843	2.83e-07	-	CAGGCACCTTTCATCCCCAACAGCAGAGGGCACTG	V_CTCF_BR	19
chr2	132589608	132589758	id-55844	2.68e-05	+	GCTGTACTTAAAGGGGCCACACCCAGTGGGGGCTG	Upstream_CTCF	23
chr2	132593102	132593252	id-55845	3.63e-06	-	GAGCAGCAGGTGGGGCTGGCTTCCTGGGGGCGCAG	V_CTCF_BR	3
chr2	132615888	132616038	id-55846	1	+	NA	NONE	29
chr2	132795592	132795742	id-55847	1	+	NA	NONE	20
chr2	132904460	132904610	id-55848	1.28e-06	-	AGAAGGATGCAAGGAGCCTCCAGCAGGTGGCGATA	V_CTCF_BR	40
chr2	132996263	132996413	id-55849	1	+	NA	NONE	0
chr2	132996565	132996715	id-55850	1	+	NA	NONE	0
chr2	133003260	133003410	id-55851	1	+	NA	NONE	0
chr2	133011312	133011462	id-55852	3.81e-05	+	GGCCCCCTACCCTCGAGACCCCCTAGCGGGAAGGC	V_CTCF_BR	0
chr2	133011913	133012063	id-55853	1	+	NA	NONE	40
chr2	133012785	133012935	id-55854	1	+	NA	NONE	40
chr2	133015150	133015300	id-55855	1	+	NA	NONE	40
chr2	133016745	133016895	id-55856	1	+	NA	NONE	40
chr2	133017160	133017310	id-55857	1	+	NA	NONE	40
chr2	133018851	133019001	id-55858	1	+	NA	NONE	39
chr2	133019514	133019664	id-55859	1	+	NA	NONE	37
chr2	133020047	133020197	id-55860	1	+	NA	NONE	40
chr2	133023136	133023286	id-55861	1	+	NA	NONE	39
chr2	133024059	133024209	id-55862	1	+	NA	NONE	32
chr2	133025305	133025455	id-55863	1	+	NA	NONE	27
chr2	133025877	133026027	id-55864	1	+	NA	NONE	13
chr2	133026195	133026345	id-55865	1	+	NA	NONE	40
chr2	133026699	133026849	id-55866	1	+	NA	NONE	40
chr2	133027438	133027588	id-55867	1	+	NA	NONE	21
chr2	133028365	133028515	id-55868	1	+	NA	NONE	40
chr2	133029260	133029410	id-55869	1	+	NA	NONE	40
chr2	133029593	133029743	id-55870	3.42e-05	+	GCTGGTCTCCAACTCCTGACCTCGGGATGACAGAC	Upstream_CTCF	30
chr2	133029822	133029972	id-55871	1	+	NA	NONE	16
chr2	133030521	133030671	id-55872	1	+	NA	NONE	36
chr2	133030901	133031051	id-55873	1	+	NA	NONE	34
chr2	133031206	133031356	id-55874	1	+	NA	NONE	38
chr2	133031664	133031814	id-55875	1	+	NA	NONE	13
chr2	133032589	133032739	id-55876	1	+	NA	NONE	37
chr2	133033339	133033489	id-55877	1	+	NA	NONE	39
chr2	133034518	133034668	id-55878	1	+	NA	NONE	33
chr2	133034675	133034825	id-55879	1	+	NA	NONE	31
chr2	133035831	133035981	id-55880	2.5e-05	-	GGGCACCTATCCCCGTTCACGCGCGGGTGGCCCTC	UpstreamP1_CTCF	17
chr2	133062497	133062647	id-55881	1	+	NA	NONE	24
chr2	133106774	133106924	id-55882	1	+	NA	NONE	40
chr2	133110220	133110370	id-55883	2.81e-05	-	GCGCGCCAGGCTTGAGGGCCCCCCTGGTGGTGCCA	V_CTCF_BR	31
chr2	133129874	133130024	id-55884	1	+	NA	NONE	8
chr2	133157785	133157935	id-55885	4.14e-06	+	CTATTACTTGAGTGGCCAGACACCAGGAGGCAGCA	V_CTCF_BR	16
chr2	133173380	133173530	id-55886	2.97e-06	-	CCCCAGGTGGGAAGCATGCCCTCCGGAGGGAGCTG	V_CTCF_BR	22
chr2	133174153	133174303	id-55887	9.71e-06	-	GCAGCACTCCTCTTCCTTTCCAGCTGCCGGCACTT	Upstream_CTCF	11
chr2	133174692	133174842	id-55888	2.2e-06	-	TCTGCAGCACCTGGGTGACCCGAATGGTGGCGCTG	Upstream_CTCF	27
chr2	133178905	133179055	id-55889	1.15e-06	+	GCTGCAACTACCTCCTAGAGAACTAGAGGGCAGTG	Upstream_CTCF	27
chr2	133182109	133182259	id-55890	1	+	NA	NONE	21
chr2	133197748	133197898	id-55891	1	+	NA	NONE	7
chr2	133206493	133206643	id-55892	6.05e-06	-	AACTGCAGTTTGCAAACAGCCTGCAGGGGGTTGCG	V_CTCF_BR	40
chr2	133272667	133272817	id-55893	1.41e-05	+	ATGTGACTTCAGCAAGTCACCAGCAGTAGGTGGCG	UpstreamP1_CTCF	4
chr2	133304788	133304938	id-55894	2.83e-07	+	AAAAATGGGTTCCATACATCCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr2	133340183	133340333	id-55895	7.91e-05	+	AGTCACCTGGCTGGGATGCCCAGCAGGGAGAGCAC	UpstreamP1_CTCF	5
chr2	133402830	133402980	id-55896	1	+	NA	NONE	7
chr2	133408791	133408941	id-55897	7.09e-08	+	AGGTTCTTCCTAGCTATGTCCACCAGAGGGCTCTA	UpstreamP1_CTCF	35
chr2	133426195	133426345	id-55898	1.04e-07	+	GGGCTGGATGTGGCTGACACCGGCAGGGGGCGGCG	V_CTCF_BR	30
chr2	133427018	133427168	id-55899	2.28e-05	+	CCTGTCGGCGGCGCCACTCCCACGGGGTGCCGGAG	Upstream_CTCF	22
chr2	133428368	133428518	id-55900	3.36e-05	-	ATGCACCCTCCAGCGGTGCGCGCAGGCGGGAGAAG	UpstreamP1_CTCF	17
chr2	133434685	133434835	id-55901	1	+	NA	NONE	28
chr2	133595472	133595622	id-55902	2.55e-06	-	GCTTAAGTATTCATGCTGCCCTGTAGGGGGCCCCT	Upstream_CTCF	12
chr2	133610825	133610975	id-55903	1	+	NA	NONE	10
chr2	133669671	133669821	id-55904	1.72e-06	-	ACAGCAGTCCCTGTATGGTCCTGTTGGAGGTGCCC	Upstream_CTCF	29
chr2	133749351	133749501	id-55905	2.01e-05	+	CCTGAAACGCAGAATTTGGCCGCAGGGAGGTGTTA	Upstream_CTCF	1
chr2	133835169	133835319	id-55906	1	+	NA	NONE	6
chr2	133904617	133904767	id-55907	3.88e-07	+	ATGCAATAGCTCAAAATTGCCACCAAGTGGACGGA	UpstreamP1_CTCF	19
chr2	133923580	133923730	id-55908	3.36e-05	+	TGGCAGTATCAAATAGGGCCCTGCAGTGGAAGGAA	UpstreamP1_CTCF	3
chr2	133929097	133929247	id-55909	1.19e-06	-	TATTGATTCAGGCTTTCCACCAGAAGAGGGAGCCA	V_CTCF_BR	40
chr2	133949730	133949880	id-55910	9.29e-06	-	GTTGAAGTTCTTTTTGTTGCCTATAGATGGCCAAT	Upstream_CTCF	22
chr2	134020579	134020729	id-55911	1.03e-06	+	AAGCTACTAAAGTCCCTTGCCAGAAGAGGGCTCAC	V_CTCF_BR	33
chr2	134023777	134023927	id-55912	1.39e-05	-	TCCCCTTTACCATAGCCCGACGGCAGGGGGAGAAG	V_CTCF_BR	29
chr2	134044066	134044216	id-55913	9.26e-05	+	AGGTTATTAACAATTAGTACCACTAGGGGAAAAAT	UpstreamP1_CTCF	16
chr2	134072453	134072603	id-55914	1	+	NA	NONE	8
chr2	134083472	134083622	id-55915	1	+	NA	NONE	6
chr2	134111893	134112043	id-55916	1	+	NA	NONE	9
chr2	134169540	134169690	id-55917	9.11e-08	-	AAAGCAGTGACTACTGTGACCATCAGGGGGCTGCA	Upstream_CTCF	13
chr2	134179071	134179221	id-55918	1	+	NA	NONE	24
chr2	134193049	134193199	id-55919	1	+	NA	NONE	25
chr2	134241895	134242045	id-55920	3.4e-06	-	ACATGCCGGCTTGTGAGCAACACCAGGTGGCTCTA	V_CTCF_BR	9
chr2	134277381	134277531	id-55921	5.01e-06	+	AGTATGAAGGAAATAACCTCCAGCAGGTGGTGCCA	V_CTCF_BR	32
chr2	134290565	134290715	id-55922	1	+	NA	NONE	9
chr2	134318744	134318894	id-55923	1.23e-05	-	ACGGTGTTCATGCAGATTGCCAGTAGAGGGCCTTG	UpstreamP1_CTCF	40
chr2	134322502	134322652	id-55924	1	+	NA	NONE	4
chr2	134325787	134325937	id-55925	1	+	NA	NONE	24
chr2	134339043	134339193	id-55926	1.85e-07	+	CTGCAGTGGCAGGGCTGGGCCTCCAGGTGATTAAA	UpstreamP1_CTCF	13
chr2	134348858	134349008	id-55927	8.5e-06	-	GCAGCAGCTCCCCTGGCAGCAGAAAGGGGCAGCTG	Upstream_CTCF	12
chr2	134389640	134389790	id-55928	2.43e-06	+	GTGGTGATGTCAGGAGTGTTCACCAGGGGGAGGAC	Upstream_CTCF	8
chr2	134399290	134399440	id-55929	2.12e-06	-	CTGCCATGGAAGAGTTTGAACTCAAGGTGGCTCTG	UpstreamP1_CTCF	34
chr2	134438311	134438461	id-55930	1	+	NA	NONE	16
chr2	134537791	134537941	id-55931	4.48e-07	-	CCTGGTCTACCCATTCCTACCGCTAGATAGCGCTG	Upstream_CTCF	39
chr2	134577596	134577746	id-55932	1	+	NA	NONE	10
chr2	134592168	134592318	id-55933	1	+	NA	NONE	6
chr2	134601967	134602117	id-55934	2.19e-08	-	TGGCCATGATTGCAGTTGTCCAGCAGAGGGCACCA	V_CTCF_BR	40
chr2	134642421	134642571	id-55935	1	+	NA	NONE	34
chr2	134644319	134644469	id-55936	4.59e-07	+	CCGAAATCAACCTAATTGGCCACTGGGTGGCACCA	UpstreamP1_CTCF	38
chr2	134716778	134716928	id-55937	1	+	NA	NONE	17
chr2	134875935	134876085	id-55938	7.8e-08	+	CCAGTACAGCAAGTCCCGGCCACCAGATGTCACCA	V_CTCF_BR	40
chr2	134880310	134880460	id-55939	1.28e-06	-	ATTGCAGTTCACCTTAAAACCAACTGGTGGCTGCT	Upstream_CTCF	15
chr2	134938948	134939098	id-55940	4.1e-06	+	GGTGTGGTTCCTTTTGTCTCCTGAGGGTGGGGCAA	Upstream_CTCF	8
chr2	134951510	134951660	id-55941	1	+	NA	NONE	17
chr2	134965280	134965430	id-55942	7.55e-07	-	CCTGAGGTTGGCTTGGTGGCAGGCAGGGGGCGGTA	V_CTCF_BR	40
chr2	134976652	134976802	id-55943	1	+	NA	NONE	1
chr2	134986102	134986252	id-55944	5.26e-07	+	GGTACAATGTTAAGCTTTTCCAGTAGAGGGCGCTG	Upstream_CTCF	39
chr2	134989588	134989738	id-55945	1	+	NA	NONE	7
chr2	135002340	135002490	id-55946	1.15e-07	-	CAGCATTGCTGGCCTCTAGCCACTAGATGCCATTA	UpstreamP1_CTCF	9
chr2	135003058	135003208	id-55947	8.91e-07	-	GCTTTAGAGGCAAAACAGGCCACTAGAGGGCGTGG	Upstream_CTCF	40
chr2	135016718	135016868	id-55948	1.67e-07	-	GAGATGCAGATGGGGCTGACCTGCAGAGGGCTCTG	V_CTCF_BR	10
chr2	135025893	135026043	id-55949	3.88e-06	-	AGTGCCAGAGGCCAGTCACACAGAAGGGGGCAGTC	V_CTCF_BR	1
chr2	135081303	135081453	id-55950	9.84e-06	+	TTGCTGCCATAACTCATGAAAACCAGGTGTCAGCC	UpstreamP1_CTCF	4
chr2	135109591	135109741	id-55951	1	+	NA	NONE	18
chr2	135119419	135119569	id-55952	3.4e-06	+	GCCCCCTACAGATTTCTGGCCAGTAGGTGGTGAAA	V_CTCF_BR	9
chr2	135123059	135123209	id-55953	5.93e-06	+	GAAGCAGGACCAATGTTGACAGGGAGAGGGTGCTG	Upstream_CTCF	36
chr2	135130457	135130607	id-55954	1	+	NA	NONE	10
chr2	135133595	135133745	id-55955	1.71e-06	+	GTGCTAAGGTTTGGCCAGGCCTCCAGATGGTGCCA	V_CTCF_BR	35
chr2	135137027	135137177	id-55956	2.43e-06	+	TAAGTTTTAGGCAGGCACACCAGCAGATGGAGGCA	V_CTCF_BR	6
chr2	135150349	135150499	id-55957	1.52e-07	+	CCAGCCTATGCTGTCCCACCCAGAAGGGGGCACCC	V_CTCF_BR	22
chr2	135156764	135156914	id-55958	1.77e-05	-	GCAACACTCCTGTAAGTCCACAGCAGGGGGGAGTG	Upstream_CTCF	5
chr2	135169680	135169830	id-55959	1.77e-05	-	TGTGCTTCCCCCAAGACAGACCATAGATGGCAGCA	Upstream_CTCF	40
chr2	135208504	135208654	id-55960	1.48e-06	-	TCAATGCTCCTGGAAGAGCCCAGGAGAGGGCGGCA	V_CTCF_BR	40
chr2	135218206	135218356	id-55961	1.34e-06	+	CGTGAGGTTCCCCAGACAGCCACTAGATGTCTGCT	Upstream_CTCF	40
chr2	135223839	135223989	id-55962	4.7e-06	-	GAAAGCATGCAGTATACCCCCACCTGGTGGCAGCA	V_CTCF_BR	37
chr2	135249502	135249652	id-55963	9.49e-08	-	CAGAAACACCCATGAAGTGCCAGCAGGTGGCACAG	V_CTCF_BR	25
chr2	135255715	135255865	id-55964	1	+	NA	NONE	2
chr2	135293002	135293152	id-55965	1	+	NA	NONE	17
chr2	135415348	135415498	id-55966	3.18e-06	+	GAACAACAGACACTGGAGGCCACTAGAGGGCGTGG	V_CTCF_BR	39
chr2	135450177	135450327	id-55967	6.86e-07	-	TGTGCACTTATAAGAAGAGACACCAGAGGGCTTGC	Upstream_CTCF	17
chr2	135461877	135462027	id-55968	3.24e-06	-	GCCGCAGGGACATGTACAACCACGGGGAGGCAGCG	Upstream_CTCF	10
chr2	135472790	135472940	id-55969	1	+	NA	NONE	1
chr2	135480434	135480584	id-55970	4.59e-07	-	CTGCAAATTTCCAAAATGCCCCCTAGCGGGCAGTA	UpstreamP1_CTCF	39
chr2	135523675	135523825	id-55971	3.45e-05	-	TGGGCCACTGCATTGCACAACTGTAGGGGGTGCCA	V_CTCF_BR	8
chr2	135528886	135529036	id-55972	2.27e-06	+	TGCCTCAGGCAATTCACATCCAGTAGGGGGAGGGA	V_CTCF_BR	11
chr2	135536053	135536203	id-55973	1.04e-06	-	TATGGGTTGCCCCTGCTGACCACTAGATGGCCCTT	Upstream_CTCF	30
chr2	135540469	135540619	id-55974	1	+	NA	NONE	25
chr2	135548190	135548340	id-55975	1	+	NA	NONE	32
chr2	135610157	135610307	id-55976	2.19e-05	+	TGGGTTGGTTGAAGTAGGGCCTCCCGGGGGAGCTG	Upstream_CTCF	0
chr2	135613388	135613538	id-55977	4.99e-07	+	GATGCAATTCATGATCAAGCCAAGAGGAGGAGGAG	Upstream_CTCF	20
chr2	135655637	135655787	id-55978	1.83e-05	-	TTATTCTGACTTTTTTTTTCCAGCAGGTGTCACTA	V_CTCF_BR	35
chr2	135675044	135675194	id-55979	1	+	NA	NONE	1
chr2	135675740	135675890	id-55980	9.81e-06	+	AGCCGCGCGCTAGGCGGAGACTGTTGGTGGCGGAG	V_CTCF_BR	37
chr2	135676463	135676613	id-55981	1.19e-06	-	ATCTCCTGGATGAGGTTGGCCGCCTGCTGGCGGCA	V_CTCF_BR	15
chr2	135746666	135746816	id-55982	1	+	NA	NONE	40
chr2	135761926	135762076	id-55983	8.61e-08	+	GAGAAAGGCAGGCGGCTGCCCAGGAGAGGGCAGCA	V_CTCF_BR	39
chr2	135801029	135801179	id-55984	3.2e-08	-	CAGGCTGTTGATGGCGAGGCCAGTAGGGGGCAGTG	Upstream_CTCF	39
chr2	135926130	135926280	id-55985	1.99e-07	-	GCGCAAAATGAATTCCCGGCCAGCAGGGGGTGGGA	V_CTCF_BR	18
chr2	136015904	136016054	id-55986	2.97e-06	-	CCCCTTTTACCACCCAGGAACAGGAGAGGGCAGGC	V_CTCF_BR	26
chr2	136182536	136182686	id-55987	4.23e-06	+	GAGGAATTCCAAAAACTAGACGGCAGAGGGAGCAA	UpstreamP1_CTCF	15
chr2	136231264	136231414	id-55988	6.49e-06	-	TCTGCCCTGGGCCACACTGCCACCTGGGGGTCTAA	Upstream_CTCF	40
chr2	136248467	136248617	id-55989	1	+	NA	NONE	6
chr2	136289419	136289569	id-55990	1.48e-06	-	TTTGCTTTTCACATGGCCCCCGGGTGGGGGCGGTG	Upstream_CTCF	31
chr2	136331327	136331477	id-55991	3.88e-06	+	GCAGGACTTTGCTATACTAACAGAAGAGGGCACTG	V_CTCF_BR	16
chr2	136343281	136343431	id-55992	1.09e-06	-	AGAGCATTACTTCTTCATACCAACAGATGGAGATA	Upstream_CTCF	35
chr2	136358603	136358753	id-55993	5.68e-06	-	TTATCTCATAAAATGGTAGACACAAGATGGCAGCA	V_CTCF_BR	19
chr2	136444764	136444914	id-55994	2.66e-05	+	TGGTCATTGCCAGGGGCTGCAGGGAGGGGGAAGTG	V_CTCF_BR	5
chr2	136467571	136467721	id-55995	1.52e-09	-	CTGCATCATCACCATCCCCCCACCAGGTGGCGGTG	UpstreamP1_CTCF	40
chr2	136498974	136499124	id-55996	4.5e-05	-	CTGTGGGTTCTGAGGCACAGCTAAAGGGGGCAGTA	UpstreamP1_CTCF	40
chr2	136502419	136502569	id-55997	4.65e-05	-	GTGTCTGTCCTAGACTCAGCCTAGTGGTGGCAGCA	V_CTCF_BR	33
chr2	136542687	136542837	id-55998	3.31e-06	-	GTGTAATAACCACTGACTGCCACCAGAGCATGGAC	UpstreamP1_CTCF	37
chr2	136553295	136553445	id-55999	6.21e-06	-	ATTGCACCACTGCACTCCAGCCTCAGGGGGCGTGC	Upstream_CTCF	20
chr2	136555163	136555313	id-56000	2.55e-09	-	TGTGCTTTGCATCACTTGGCCAGCAGGTGGCGATG	Upstream_CTCF	40
chr2	136556474	136556624	id-56001	2.89e-07	+	GCTGCAGTATCACAGTTCACCAGTAAGTGGCTCAA	Upstream_CTCF	39
chr2	136557413	136557563	id-56002	1.09e-07	-	GCTGCAGTGTCACACGTCACCTTTAGGTGTCACCA	Upstream_CTCF	25
chr2	136558761	136558911	id-56003	2.44e-07	-	GCTGCAATGTCACACTTCACCTTTAGGTGCCACCA	Upstream_CTCF	15
chr2	136573971	136574121	id-56004	1.39e-05	-	TTATTCTTGGGCTACTTTGCAGCCAGATGGCAGCA	V_CTCF_BR	5
chr2	136576894	136577044	id-56005	3.97e-07	+	TGCATGCTGCAAATTACAGCCAGCAGAGGTCGGCC	V_CTCF_BR	40
chr2	136602964	136603114	id-56006	1	+	NA	NONE	19
chr2	136651234	136651384	id-56007	1	+	NA	NONE	1
chr2	136671445	136671595	id-56008	2e-06	+	CTAACAGTTTCAACTGCCACCAGTAGGAGGAGCTC	Upstream_CTCF	39
chr2	136673924	136674074	id-56009	2.96e-05	+	TATGAGATAAATGTTTCCCCCACAAGAGGTCACTG	V_CTCF_BR	33
chr2	136754964	136755114	id-56010	2.53e-05	+	TTCTCATCCCTGTGTGGCCACCGCAGAGGGCAGCA	V_CTCF_BR	21
chr2	136771566	136771716	id-56011	1	+	NA	NONE	5
chr2	136781841	136781991	id-56012	1	+	NA	NONE	10
chr2	136833158	136833308	id-56013	1	+	NA	NONE	11
chr2	136875284	136875434	id-56014	2.43e-06	+	AGCCGCCGCGCGCGGCGGGACTCAAGGGGGAGACA	V_CTCF_BR	19
chr2	136876054	136876204	id-56015	1	+	NA	NONE	32
chr2	136890043	136890193	id-56016	8.23e-05	-	CAGCAGTGTCAGTCTCCTGCCGCTGGGCTCCCACC	UpstreamP1_CTCF	2
chr2	136894656	136894806	id-56017	7.11e-06	+	ACTGCCCAGCAGGAGATCACCACCAGGTGGTTGAT	Upstream_CTCF	8
chr2	136928924	136929074	id-56018	5.28e-08	+	CCTGCTAGACCTAGCAAGTCCACTAGGGAGAGGCA	Upstream_CTCF	11
chr2	137013755	137013905	id-56019	6.43e-06	+	CACAGCGTGGAGAGGCTTGCAGCCAGGTGGAGCTC	V_CTCF_BR	12
chr2	137039938	137040088	id-56020	5.68e-06	+	CCTGCAGAGGGAGTTTGCTCCTCCAGCGGGAAGTC	V_CTCF_BR	3
chr2	137136450	137136600	id-56021	1.15e-07	-	GGCTTTAGGGTTTGCCCAGCCACAAGATGGCAGTA	V_CTCF_BR	39
chr2	137142354	137142504	id-56022	3.28e-07	-	CTGTAGTGGGTCTGCCTCACCAGCAGAGAGTGCCC	UpstreamP1_CTCF	39
chr2	137181125	137181275	id-56023	8.58e-08	+	GCGGTTTTACTCCTGGTGTCCACAAGGTGGCAGGC	Upstream_CTCF	40
chr2	137195952	137196102	id-56024	1	+	NA	NONE	4
chr2	137423949	137424099	id-56025	5.08e-05	-	AAAGATATGCCCATGGAGGCCACAGAGGGGCACCC	Upstream_CTCF	6
chr2	137494829	137494979	id-56026	1	+	NA	NONE	17
chr2	137522952	137523102	id-56027	2.27e-05	+	AATGGCTGCGCAGAGGTGTACAGCAGATGGCGTCT	V_CTCF_BR	9
chr2	137554063	137554213	id-56028	1	+	NA	NONE	18
chr2	137631967	137632117	id-56029	6.48e-05	+	CATCTTCTCTGCACAGTTACCATGAGATGGCGCTA	UpstreamP1_CTCF	32
chr2	137678701	137678851	id-56030	4.01e-05	-	TTTTTTTTTTTTTGAGTGTCCAGATGATGGCAGTG	V_CTCF_BR	4
chr2	137690399	137690549	id-56031	5.12e-06	+	CAATAGCTTCCCTTTCAGGCCACCAGGAGGAGGTA	UpstreamP1_CTCF	37
chr2	137808693	137808843	id-56032	1.56e-05	-	AGTGTAACACCAATTTACTCCTGAAGAGGGTGTTT	Upstream_CTCF	23
chr2	137814424	137814574	id-56033	1	+	NA	NONE	2
chr2	137854401	137854551	id-56034	1	+	NA	NONE	24
chr2	137921105	137921255	id-56035	1.55e-05	+	CACAGATTCTTCTGTAAAGCCTCCAGAGGGAGCAT	V_CTCF_BR	12
chr2	137931199	137931349	id-56036	1	+	NA	NONE	35
chr2	137960039	137960189	id-56037	4.7e-05	+	ACAGGTTCTCCCAGGAGCAGCAGTAGAGAGCACGG	Upstream_CTCF	9
chr2	138224955	138225105	id-56038	6.04e-09	+	CCTGCAATTCTAACAGCTGCCAGATGAGGGCAAAG	Upstream_CTCF	40
chr2	138266489	138266639	id-56039	5.08e-05	+	CAAGAAGTTCCAAGGCTTACCACTATGAGGTCGTC	Upstream_CTCF	6
chr2	138269295	138269445	id-56040	1	+	NA	NONE	2
chr2	138281870	138282020	id-56041	3.56e-05	-	AATGAACAGTAAGCTCTAACCTGCAGAGGGCCCTG	Upstream_CTCF	3
chr2	138326996	138327146	id-56042	1	+	NA	NONE	1
chr2	138417376	138417526	id-56043	1	+	NA	NONE	18
chr2	138435162	138435312	id-56044	3.29e-05	-	TTATAAATACAAGTCAATACCACAAGATGGCACCT	Upstream_CTCF	8
chr2	138596171	138596321	id-56045	1.22e-07	-	TTTGTAATTAACTATGTAGCCACTAGATGGCAGTA	Upstream_CTCF	40
chr2	138623640	138623790	id-56046	3.36e-07	+	AACTCAAAATGGGCAACAGCCACCAGGTGGTGCCA	V_CTCF_BR	40
chr2	138644152	138644302	id-56047	1	+	NA	NONE	24
chr2	138646564	138646714	id-56048	1.87e-09	+	GAGCCAGTGGGATCGTCGGCCAGGAGAGGGCGGCC	V_CTCF_BR	37
chr2	138668231	138668381	id-56049	8.46e-07	+	AAAGCAATTTCTTCATTACACACCAGAGGTCAGTA	Upstream_CTCF	39
chr2	138701633	138701783	id-56050	1.04e-05	+	TGGCTGCATATACTACCCTCCTCTAGAGGTCACCC	V_CTCF_BR	22
chr2	138705429	138705579	id-56051	1.26e-07	+	GTGGAAACAGGGTCACAAGCCACCAGGTGGCAGTG	V_CTCF_BR	40
chr2	138723013	138723163	id-56052	8.02e-05	+	AGGGCAGTACCTATGTCTGACCAGAGCAGGCATTA	Upstream_CTCF	3
chr2	138778141	138778291	id-56053	1	+	NA	NONE	12
chr2	138826351	138826501	id-56054	1.52e-07	-	GCAACATCACACACCGGGGCCTGTAGGGGGCAGGA	V_CTCF_BR	7
chr2	138844308	138844458	id-56055	1	+	NA	NONE	3
chr2	138848058	138848208	id-56056	1.43e-05	-	TCTACACTCCCTCCCTTTACCTCTAGGAGTCTCCA	Upstream_CTCF	40
chr2	138938387	138938537	id-56057	5.08e-05	+	AGTGTATATGCAGAAGTGGAGGGTAGGGGGCTCCC	Upstream_CTCF	28
chr2	139081695	139081845	id-56058	1.55e-07	+	ACAGTATTTCCTGCCCTGTCCAGCAGTAGGAGCCC	Upstream_CTCF	15
chr2	139131642	139131792	id-56059	6.46e-07	-	ATCTTTTTTCTCTTCAGAGCCAGCAGAGGGAGCAC	V_CTCF_BR	40
chr2	139143837	139143987	id-56060	1	+	NA	NONE	8
chr2	139234640	139234790	id-56061	1	+	NA	NONE	19
chr2	139244496	139244646	id-56062	3.4e-06	+	GATGCCACATACCACTAGGCCAGTGGGGGGCTCCT	Upstream_CTCF	26
chr2	139259083	139259233	id-56063	3.56e-05	-	CCGGCACCGCTCTGGCTAGGCGCACGGAGGCGCCT	Upstream_CTCF	17
chr2	139259383	139259533	id-56064	1.77e-05	-	CCCGGGATAAACAAACCCGCCGCCAGGGGCGGCCA	Upstream_CTCF	32
chr2	139376389	139376539	id-56065	1	+	NA	NONE	0
chr2	139378837	139378987	id-56066	6.64e-05	-	AGTCTTACTGCCGGCCGTACCACCAGAGGGCCCAT	Upstream_CTCF	9
chr2	139416202	139416352	id-56067	2.37e-05	-	GCATCATGACGTAGCCTTGCCGACAGGGGCCAGGC	Upstream_CTCF	14
chr2	139437484	139437634	id-56068	8.33e-05	-	TCTGATTGGGTAAATTCAGCCACTGGAGGACGCAG	Upstream_CTCF	0
chr2	139442690	139442840	id-56069	5.68e-06	+	TGAAAAAGATGAAATTGTGCCTCAAGATGGCAGCA	V_CTCF_BR	10
chr2	139470615	139470765	id-56070	2.81e-06	-	CTTTCAATTCAGGCTTCTCCCAGAAGGAGGCCCCT	Upstream_CTCF	12
chr2	139473907	139474057	id-56071	1	+	NA	NONE	34
chr2	139480083	139480233	id-56072	5.26e-07	+	ACTGCAGTGTTGAGTGCAGACTGTAGGGGACAGTG	Upstream_CTCF	14
chr2	139485658	139485808	id-56073	1	+	NA	NONE	5
chr2	139535608	139535758	id-56074	1	+	NA	NONE	4
chr2	139537715	139537865	id-56075	7.27e-06	+	TGCAGCAAGCCAGGGACCACCACGAGGGGCAGCGG	V_CTCF_BR	3
chr2	139544745	139544895	id-56076	1.91e-08	-	GAGGCAATGCCACATTTGGCCAGTAGATAGCACCC	Upstream_CTCF	40
chr2	139571797	139571947	id-56077	1.04e-05	+	GCTCACAGTAGGCATCCTACCAGCAGGTGGTGTTA	V_CTCF_BR	19
chr2	139572189	139572339	id-56078	5.12e-07	+	TTGTGCTGTTATAGTTTGGGCACCAGGGGGCATGG	UpstreamP1_CTCF	37
chr2	139585134	139585284	id-56079	5.12e-06	-	AAGCATCTTCTCTAGAATTCCAGAAGATGGCAGCA	UpstreamP1_CTCF	40
chr2	139587010	139587160	id-56080	8.19e-06	-	CAGTGACCTGGGCATGTCCCCAGCAGAGGGCCCCC	UpstreamP1_CTCF	39
chr2	139599197	139599347	id-56081	1	+	NA	NONE	4
chr2	139603913	139604063	id-56082	2.94e-06	+	GCTGCTTGTATACTGCATACCTCTAGGGGGTGCTG	Upstream_CTCF	39
chr2	139674725	139674875	id-56083	1.08e-05	+	GGGTAACTGCTGCCTTCTACCTGTAGGGGAAGCGC	UpstreamP1_CTCF	11
chr2	139680657	139680807	id-56084	1.64e-05	+	GAATGTAACAGCAAACATTCCACAAGATGGCAGTA	V_CTCF_BR	33
chr2	139699882	139700032	id-56085	2.28e-05	-	CCTGACTGGGAAACATCTCCCAGTAGGGGCCGACA	Upstream_CTCF	1
chr2	139789531	139789681	id-56086	2.83e-07	-	AGCTGTCACCAAGCAACCCCCACCAGGTGGCACAA	V_CTCF_BR	28
chr2	139834246	139834396	id-56087	1.93e-05	+	GCAGCAGTCTTGTTCCATGGGACCAGGTAGAGGGG	Upstream_CTCF	8
chr2	139954451	139954601	id-56088	3.03e-05	-	CCTGCACTTACACTTGCTACCAGTAGGTTAGTAGA	Upstream_CTCF	11
chr2	140111531	140111681	id-56089	1.24e-05	-	TGTCCCTCTTCTCACAACTCCACTAGGTGGTGCCC	V_CTCF_BR	10
chr2	140236212	140236362	id-56090	4.58e-08	+	CTGTAGCTTGAAGAAATGACCAGTAGATGGGGCTC	UpstreamP1_CTCF	11
chr2	140338873	140339023	id-56091	1	+	NA	NONE	6
chr2	140412918	140413068	id-56092	1	+	NA	NONE	1
chr2	140548511	140548661	id-56093	2.81e-05	+	TGAATGAATTCAGATTCAGACAGTAGATGGTGCTA	V_CTCF_BR	27
chr2	140674515	140674665	id-56094	5.86e-07	+	AATGCTGTTTCTTGATTGAACACAAGGTGACACTG	Upstream_CTCF	17
chr2	140704398	140704548	id-56095	1.15e-07	-	CAATCCCTAGGGAGGGCTGACAGCAGAGGGCAGTC	V_CTCF_BR	19
chr2	140749821	140749971	id-56096	3.47e-07	-	CTGCACTCACCTGAACATTTCAGTAGGTGGCAGCT	UpstreamP1_CTCF	13
chr2	140785024	140785174	id-56097	1.34e-06	+	CTGTTAGAAACTGGACTGCCCAGTAGGAGGCGAGC	UpstreamP1_CTCF	10
chr2	140843333	140843483	id-56098	8.33e-05	-	ACTGGTGAATCTACAATCACCACTTGATGATGGCA	Upstream_CTCF	21
chr2	140879599	140879749	id-56099	1	+	NA	NONE	2
chr2	140922145	140922295	id-56100	3.28e-07	+	CAGCATCTCTGGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	13
chr2	140928649	140928799	id-56101	1.24e-05	+	AAGTTTCATGAAACATTCACCAGAAGGAGGCACTC	V_CTCF_BR	5
chr2	141000608	141000758	id-56102	1	+	NA	NONE	17
chr2	141107396	141107546	id-56103	1.81e-06	-	TCTGGAATATACTTTATCAGCAGTAGATGGCAATA	Upstream_CTCF	7
chr2	141344081	141344231	id-56104	9.39e-07	+	TCAGGACTTCCACCATCATCCTCTAGGTGACACTG	Upstream_CTCF	40
chr2	141355535	141355685	id-56105	6.21e-06	+	AAGGCAGCTACTCCTCACAGGACAAGGGGGCGCCC	Upstream_CTCF	8
chr2	141429100	141429250	id-56106	2.6e-05	-	CAGATGTGCGAGTAATGCACCTGAAGGTGGAGAAA	UpstreamP1_CTCF	1
chr2	141452901	141453051	id-56107	4.14e-06	+	CCTACAAGTCATTGGCCTAACAGTAGATGGCACAG	V_CTCF_BR	13
chr2	141454159	141454309	id-56108	2.43e-06	-	TAATGCCATTGCTGATCTGACAGCAGGTGGAGCTC	V_CTCF_BR	14
chr2	141566492	141566642	id-56109	3.71e-05	-	CAGCCAACACCCAACTGTACCACTAGAGGGGACTT	Upstream_CTCF	30
chr2	141621426	141621576	id-56110	7.12e-06	-	TTGGAATTGTTGCATCATATCACCAGATGGCAGTA	UpstreamP1_CTCF	40
chr2	141649515	141649665	id-56111	1	+	NA	NONE	34
chr2	141657298	141657448	id-56112	1	+	NA	NONE	9
chr2	141701578	141701728	id-56113	1	+	NA	NONE	22
chr2	141722036	141722186	id-56114	2.78e-09	-	CTGTTATGCCTGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	21
chr2	141867289	141867439	id-56115	9.31e-05	+	GAAGCCTATCCTTCTGTTACCTTTAGAGGGAGCAC	Upstream_CTCF	38
chr2	142156975	142157125	id-56116	1.81e-06	-	TCTGCAGTTTGGGGATGTAGCCGCTGGGGGAACCA	Upstream_CTCF	38
chr2	142271582	142271732	id-56117	3.4e-06	-	TGTCCCATAGGTAAGGTTGTCACCAGGGGGCAGTT	V_CTCF_BR	2
chr2	142312492	142312642	id-56118	1.55e-05	-	CATTCTGGGACAGTCACTACCAACAGATGGTGCTA	V_CTCF_BR	39
chr2	142664399	142664549	id-56119	4.7e-06	-	ACATGGGACGATTTTTGTGCCTCTAGGTGGCTCTA	V_CTCF_BR	11
chr2	142669377	142669527	id-56120	8.81e-07	-	ATCAAGGAAAAATTGATGACCACGAGGTGGCAGTA	V_CTCF_BR	38
chr2	142700073	142700223	id-56121	6.67e-08	-	TTGCAGTTTCAGGTTCCTTTCACAAGGTGGCAGGG	UpstreamP1_CTCF	34
chr2	142795458	142795608	id-56122	1	+	NA	NONE	16
chr2	142870520	142870670	id-56123	3.97e-07	-	TTGAGGCTGCATTCTATAACCACCAGGGGGAAGAA	V_CTCF_BR	30
chr2	142872843	142872993	id-56124	1	+	NA	NONE	9
chr2	142898029	142898179	id-56125	1	+	NA	NONE	37
chr2	142923387	142923537	id-56126	9.84e-06	+	TGGCTTTAACTCATTGTGGCCTCAAGGGAGCAGTG	UpstreamP1_CTCF	38
chr2	142938871	142939021	id-56127	1.1e-06	-	CAGTGCCCTGCTGCTCGAACCTGTAGGGGGCGCAT	V_CTCF_BR	40
chr2	142943602	142943752	id-56128	2.81e-06	+	CAAGCAAGAGTGCCAGAGACCAGCAGGGGCTCCCA	Upstream_CTCF	30
chr2	143044292	143044442	id-56129	4.41e-06	+	TGCAGGGGTAGGATTCCCTCCACTAGAGGGCTCTT	V_CTCF_BR	35
chr2	143340005	143340155	id-56130	5.68e-06	-	GGTTTGGGAATGACTTTGAACACTAGATGGAGCAG	V_CTCF_BR	20
chr2	143359487	143359637	id-56131	2.4e-05	-	CCAGTTCTTGCTCAGGGTACCTCATGATGGAGCCG	V_CTCF_BR	2
chr2	143361453	143361603	id-56132	8.91e-07	-	TGTGGAATTTTGACAAATGCCACTTGGAGGCACTC	Upstream_CTCF	25
chr2	143398302	143398452	id-56133	2.84e-05	-	AATTACTTGCAAAAGTTAAACACTAGAGGTCACTA	UpstreamP1_CTCF	37
chr2	143436490	143436640	id-56134	1.83e-05	+	GTACTCAGGTGGATAGTCACCTGTAGAGGGAGTTG	V_CTCF_BR	6
chr2	143440200	143440350	id-56135	1	+	NA	NONE	26
chr2	143491923	143492073	id-56136	7.73e-05	+	AGTGCAATACCTGGAGTGACCACTAAGGAAACTAT	Upstream_CTCF	27
chr2	143553847	143553997	id-56137	6.05e-06	+	ATTTTTGTGAAAACAATGGCCACAAGATGTCAGCA	V_CTCF_BR	9
chr2	143634109	143634259	id-56138	1.08e-05	-	AAGTACTACTCTCCAGTTTCCAAGAGAGGGAGATA	UpstreamP1_CTCF	18
chr2	143635122	143635272	id-56139	1	+	NA	NONE	18
chr2	143728681	143728831	id-56140	1	+	NA	NONE	7
chr2	143738476	143738626	id-56141	1.23e-05	-	AAGTGATTTCACAAAAGTGTCACTAGATGGCAGCA	UpstreamP1_CTCF	36
chr2	143746987	143747137	id-56142	1.28e-06	-	TTTGAAATAACATGTTTAGCCACTAGATGTCACCC	Upstream_CTCF	39
chr2	143792014	143792164	id-56143	1	+	NA	NONE	39
chr2	143868533	143868683	id-56144	6.46e-07	+	AAGCTAATGTAAACAAGTGCCACAAGATGGCGCCA	V_CTCF_BR	40
chr2	143886276	143886426	id-56145	1	+	NA	NONE	2
chr2	143919931	143920081	id-56146	6.05e-06	+	TGTCGAGTTCACTGCAGCAGCACAAGGGGGCAGAG	V_CTCF_BR	40
chr2	143929503	143929653	id-56147	3.8e-07	+	ATTGCCTCTCTTCTCATGGCCAGCAGATGGCTGCT	Upstream_CTCF	35
chr2	143962863	143963013	id-56148	7.73e-06	+	ATTTACTCTATAGACCTTACCACCAGATGGCATAC	V_CTCF_BR	37
chr2	143980109	143980259	id-56149	2e-06	-	TTGGCATTCTACAAAATGGACACCGGATGGCAGCA	Upstream_CTCF	38
chr2	143988550	143988700	id-56150	6.21e-06	+	AGAGCAGTTTTGAAGTTGGACTCTAGGGGATGTAA	Upstream_CTCF	17
chr2	144017060	144017210	id-56151	2.19e-08	-	GTGTTGAAATGCCAAGTAGCCACCAGATGGCAGCA	V_CTCF_BR	40
chr2	144020917	144021067	id-56152	1.73e-05	+	TGTCAAACACCTGGTTTGTCCTGAAGGGGTCAGTA	V_CTCF_BR	34
chr2	144040378	144040528	id-56153	6.51e-07	-	AGCGTAACGCCAAGGGAGACCAACAGGAGGCAGCA	Upstream_CTCF	39
chr2	144041775	144041925	id-56154	1.15e-07	-	CTGCCTTTCTAAATGGTGACCATTAGGTGGCGCTG	UpstreamP1_CTCF	40
chr2	144078241	144078391	id-56155	1.61e-05	-	ATTAACCTCCCTCTCTAACCCACCAGGGGACGCAA	UpstreamP1_CTCF	0
chr2	144190837	144190987	id-56156	1	+	NA	NONE	22
chr2	144269669	144269819	id-56157	1	+	NA	NONE	13
chr2	144270770	144270920	id-56158	8.91e-07	+	GATGCACTTGCCTGGACCACCAGTAAGTGGCAGTA	Upstream_CTCF	40
chr2	144331762	144331912	id-56159	1.43e-05	+	AGTGTAATGCCTCAGATTTCTAAGAGGTGGCAACC	Upstream_CTCF	19
chr2	144333032	144333182	id-56160	1.39e-05	+	GAGGAGGCATTTTTATGCCCCAGTAGGGGGAGCTT	V_CTCF_BR	40
chr2	144339670	144339820	id-56161	3.31e-06	+	CTGTCCTGCAAGGCAATGGCCAGTAAGAGGCATGA	UpstreamP1_CTCF	36
chr2	144380976	144381126	id-56162	2.94e-06	+	TTTGCATAGCCTACGTAGGCCAACAGGGGTCTGTC	Upstream_CTCF	15
chr2	144444248	144444398	id-56163	8.21e-06	+	AAGACACTTCTAAGATTAACCAACAGGGGGCTCTC	V_CTCF_BR	40
chr2	144478009	144478159	id-56164	4.43e-05	-	CGGCACAGGTGCATCTGCGTCGATAGAGGGCAGTC	V_CTCF_BR	15
chr2	144516324	144516474	id-56165	1	+	NA	NONE	3
chr2	144560967	144561117	id-56166	1	+	NA	NONE	12
chr2	144599635	144599785	id-56167	1.17e-05	+	CTTGTGATCAGCTTGCTAGCCACTGGATGTCACTG	V_CTCF_BR	24
chr2	144610458	144610608	id-56168	2.6e-06	+	ATCCCCTTTTGGCAGGTGGCCAGAGGAGGGTGCTC	V_CTCF_BR	2
chr2	144659150	144659300	id-56169	4.17e-05	-	AACTCAGTTCACTTTTTGTCCTGTTGGGGGCCAAG	Upstream_CTCF	22
chr2	144672136	144672286	id-56170	2.4e-05	+	ATGAGGGTCGTTTGGCTTTCCACTAGGTGGCTTTC	V_CTCF_BR	5
chr2	144829160	144829310	id-56171	5.93e-06	-	GATGTTGGGCCTTTCATCTCCGCTAGATGGCCATT	Upstream_CTCF	28
chr2	144857354	144857504	id-56172	1	+	NA	NONE	28
chr2	144910459	144910609	id-56173	1	+	NA	NONE	16
chr2	144916872	144917022	id-56174	1	+	NA	NONE	16
chr2	144920371	144920521	id-56175	1	+	NA	NONE	37
chr2	145089515	145089665	id-56176	1	+	NA	NONE	35
chr2	145119425	145119575	id-56177	3.63e-05	-	ATTTGAGTCTACAGCTGATCCTACAGGGGGAGCTG	V_CTCF_BR	15
chr2	145198765	145198915	id-56178	2.8e-05	-	ATTCCACTACCTGAAAATGACAGAAGGCGGCAGGG	Upstream_CTCF	12
chr2	145206776	145206926	id-56179	1	+	NA	NONE	40
chr2	145210211	145210361	id-56180	1	+	NA	NONE	34
chr2	145218912	145219062	id-56181	1	+	NA	NONE	15
chr2	145261778	145261928	id-56182	1	+	NA	NONE	35
chr2	145269556	145269706	id-56183	2.27e-05	-	ACCATTCATTCCCGCATTCCCACAAGGGGGCAATT	V_CTCF_BR	26
chr2	145277737	145277887	id-56184	1	+	NA	NONE	37
chr2	145339480	145339630	id-56185	1	+	NA	NONE	4
chr2	145347114	145347264	id-56186	4.14e-05	-	ATGATTTCTCCTTCCCCACCCCCTAGGAGGCAGTG	UpstreamP1_CTCF	1
chr2	145421641	145421791	id-56187	1.71e-06	+	GACACTGTACTCCCCCTGGGCAGCAGAGGGAGACC	V_CTCF_BR	1
chr2	145450685	145450835	id-56188	1	+	NA	NONE	0
chr2	145502665	145502815	id-56189	1.84e-05	+	TAGGAGTACCTTTTCTTCTCCACTTGGTGGCAAAA	UpstreamP1_CTCF	4
chr2	145538747	145538897	id-56190	1	+	NA	NONE	19
chr2	145648411	145648561	id-56191	4.3e-08	-	GTGCAATTCTGCTATAAGCCCAGAAGGTGGGAGTA	UpstreamP1_CTCF	39
chr2	145668334	145668484	id-56192	4.17e-05	+	GTTGCTTTTCCAAATATGCCCCCTTGTGGGTCTCA	Upstream_CTCF	1
chr2	145764837	145764987	id-56193	4.88e-05	-	TCTGCTGCTCACAAGGCGCCCATAGGAGGCAAAGC	Upstream_CTCF	19
chr2	145801237	145801387	id-56194	1	+	NA	NONE	7
chr2	145886862	145887012	id-56195	8.81e-07	+	GAGCAGAGGGTATATCTTGACACCAGAGGGAGGTG	V_CTCF_BR	3
chr2	145944015	145944165	id-56196	1	+	NA	NONE	28
chr2	146188879	146189029	id-56197	1	+	NA	NONE	23
chr2	146242104	146242254	id-56198	1	+	NA	NONE	35
chr2	146303749	146303899	id-56199	2.28e-05	-	AGCCCAAGTCTCAGACTGACCAGCAGATGGCCGAT	Upstream_CTCF	36
chr2	146352033	146352183	id-56200	7.44e-06	-	CCTGCCTGTGAGGCCTTGGACTCTAGAGGGCCCAA	Upstream_CTCF	31
chr2	146373319	146373469	id-56201	4.68e-05	-	ATGACCTTTCCTTTTCCAGCCTCTAGAGGCAACCT	UpstreamP1_CTCF	8
chr2	146396379	146396529	id-56202	1	+	NA	NONE	23
chr2	146438002	146438152	id-56203	5.34e-06	-	CTCAGTGGCAAGCCAGTTTTCACGAGGGGGCGGTG	V_CTCF_BR	3
chr2	146450959	146451109	id-56204	1	+	NA	NONE	11
chr2	146502849	146502999	id-56205	1	+	NA	NONE	9
chr2	146510164	146510314	id-56206	6.8e-06	-	CTCCAACTTTACAAACTGTCCTGTAGATGGGGCTG	UpstreamP1_CTCF	40
chr2	146517197	146517347	id-56207	1	+	NA	NONE	10
chr2	146677186	146677336	id-56208	1.18e-05	-	ATTTTATGTACAGTATATGCCAGTAGGTGGTGGTA	UpstreamP1_CTCF	20
chr2	146685065	146685215	id-56209	1	+	NA	NONE	3
chr2	146762028	146762178	id-56210	5.12e-06	+	TTGCATTAAAATGTTAAGTCCACTAGGGGACTGTT	UpstreamP1_CTCF	9
chr2	146905135	146905285	id-56211	1	+	NA	NONE	27
chr2	147070508	147070658	id-56212	1.41e-06	-	ATGTAGTTATAAAATCTGGACTAAAGAGGGCAGGA	UpstreamP1_CTCF	26
chr2	147170310	147170460	id-56213	4.99e-07	+	GGTGCCCCTGTTGCTCAGACCTCTAGGGGGCGCAT	Upstream_CTCF	25
chr2	147280911	147281061	id-56214	2.04e-05	-	AAGTTTATATTAGAAATTGGCACTAGAGGGAGCTA	V_CTCF_BR	24
chr2	147419185	147419335	id-56215	1.3e-07	-	TTGCTGTCACAAAAGAAGCCCACTAGATGGTGGTA	UpstreamP1_CTCF	39
chr2	147434968	147435118	id-56216	2.97e-06	-	GATAAAGCCAAGGCCACTGCCTGTAGAGGGTGCAG	V_CTCF_BR	34
chr2	147458882	147459032	id-56217	1.28e-06	-	TGTGATCTTAGCTGTTTCTCCTGTAGGGGGCACCC	V_CTCF_BR	28
chr2	147491758	147491908	id-56218	1	+	NA	NONE	37
chr2	147496884	147497034	id-56219	3.1e-07	-	CTGCTGTTCAGTGTGGTAGCCACTAGATGGGCTAC	UpstreamP1_CTCF	23
chr2	147579403	147579553	id-56220	1	+	NA	NONE	22
chr2	147632078	147632228	id-56221	6.46e-07	-	GAAGGAGGTAGAAGCTGAGCCAGCAGTGGGTGCCC	V_CTCF_BR	4
chr2	147684989	147685139	id-56222	1.71e-06	+	ATGACCACCCAGTCCAGAGCCAGAAGGGGGAGACA	V_CTCF_BR	39
chr2	147802729	147802879	id-56223	1.82e-07	+	GGCTTGATTGCAATTTGAGCCAGGAGGGGGCAGCA	V_CTCF_BR	38
chr2	147834281	147834431	id-56224	1	+	NA	NONE	11
chr2	147840555	147840705	id-56225	2.81e-08	+	GCTGCAGTTTGCATTGTTTCCATTAGATGGCGCAG	Upstream_CTCF	40
chr2	147899616	147899766	id-56226	9.66e-05	+	GTTGCAATCTACATTCCTACCAGCAGTGTACTGGG	Upstream_CTCF	27
chr2	148033635	148033785	id-56227	5.67e-06	+	GGTGTCATTACCCATCAGGCCTGCGGGGGCAAGAG	Upstream_CTCF	30
chr2	148057672	148057822	id-56228	1	+	NA	NONE	2
chr2	148089721	148089871	id-56229	1.17e-05	-	TAAGAATTAGAAGACCCAAGCTCTAGAGGGCGCTG	V_CTCF_BR	33
chr2	148123219	148123369	id-56230	7.62e-07	+	CATGCAGTGCCTGCAAACACCGCCAGCAGCTGGGC	Upstream_CTCF	6
chr2	148209589	148209739	id-56231	1	+	NA	NONE	9
chr2	148241131	148241281	id-56232	1.31e-05	-	TGCAGCTGACTCTAACCCAGCTGTAGGTGGCACAA	V_CTCF_BR	12
chr2	148413153	148413303	id-56233	3.71e-05	-	CCTGCCCAGATAATCTTGGCCTGAAGGAGGAGACT	Upstream_CTCF	8
chr2	148601485	148601635	id-56234	7.23e-07	-	TCTGCGGCGCCCAGTCTTTCCTCTGGGGGGACGCC	Upstream_CTCF	29
chr2	148668630	148668780	id-56235	1.28e-06	-	AATTGGAATTGCCTTCTCGACACTAGAGGGCAGTA	V_CTCF_BR	40
chr2	148695433	148695583	id-56236	1.09e-07	+	ATGCAAGTGCTCTGAAGAGACAGCAGAGGGCAGTA	UpstreamP1_CTCF	40
chr2	148703343	148703493	id-56237	4.14e-05	+	ATGCAGCTACCACCCTACTCCACAAGGCAGGGACT	UpstreamP1_CTCF	3
chr2	148747464	148747614	id-56238	1.64e-06	+	GAGGCAAAACCTTACAGCTCCAGCAGATGGGGGCA	Upstream_CTCF	39
chr2	148763980	148764130	id-56239	3.29e-05	+	AGTGCAATACCACCCGTGGCAGCTAAGGGAATCCC	Upstream_CTCF	9
chr2	148777946	148778096	id-56240	1.24e-05	+	GCTCACGGGGCGGGAGTGGCCACAAGACGGAGCTC	V_CTCF_BR	40
chr2	148853829	148853979	id-56241	1.92e-06	-	CAGCATCCATGACCTGTATCCACTAGATGCCAGTA	UpstreamP1_CTCF	12
chr2	148925552	148925702	id-56242	1	+	NA	NONE	3
chr2	148959058	148959208	id-56243	2.89e-09	-	GTAACACTGTGGCCCTCTGCCAGCAGAGGGCAGCC	V_CTCF_BR	39
chr2	149017505	149017655	id-56244	2.8e-05	-	CAATCATTACCCTGACCAGTCAGCAGATGTCGACA	Upstream_CTCF	22
chr2	149267119	149267269	id-56245	4.66e-08	-	GCTGAACTGCAGGCTCTGGCCACTAGGGAGCTCCC	Upstream_CTCF	40
chr2	149285333	149285483	id-56246	1	+	NA	NONE	6
chr2	149292133	149292283	id-56247	7.44e-06	+	TGGGCTTTCCTGGGTGCTGACAGCAGGAGGCATCT	Upstream_CTCF	9
chr2	149300028	149300178	id-56248	1	+	NA	NONE	0
chr2	149315739	149315889	id-56249	3.48e-06	-	GAGTGATTCTCTCCTCAGGCCTCCAGGGGGAGTGT	UpstreamP1_CTCF	35
chr2	149322966	149323116	id-56250	1.83e-05	+	CCCAGACATCACCAAATGTCCCCTAGGGGGCAAAA	V_CTCF_BR	39
chr2	149362157	149362307	id-56251	3.36e-07	-	TAGGTGTCCCAGCTGTGTGCCGCCAGAGGGCTCTG	V_CTCF_BR	21
chr2	149382980	149383130	id-56252	1	+	NA	NONE	0
chr2	149398461	149398611	id-56253	9.25e-06	+	AAGTAAATCGTCAGCTTATACACAAGGTGGCACCC	V_CTCF_BR	29
chr2	149402766	149402916	id-56254	1	+	NA	NONE	38
chr2	149431745	149431895	id-56255	6.74e-08	-	TCTGCAGTACCACACACAGAGACAAGAGGGAGCAA	Upstream_CTCF	39
chr2	149477714	149477864	id-56256	1	+	NA	NONE	6
chr2	149569465	149569615	id-56257	1	+	NA	NONE	25
chr2	149571392	149571542	id-56258	2.86e-06	+	CTCCCCTAGCGGTACCAGACCACTAGGGGCAGCCC	UpstreamP1_CTCF	22
chr2	149587323	149587473	id-56259	4.48e-07	+	TGTGCTGTCCAGCACATCTCCACCAGCAGGGGCTC	Upstream_CTCF	30
chr2	149645919	149646069	id-56260	3.81e-05	+	AAAGCGCCCATTAGGGGGCCCTGTGGTGGGAGGCG	V_CTCF_BR	16
chr2	149684308	149684458	id-56261	1.13e-05	+	CTTCTAGTGCAGCAGGGAGCCGATAGAGGGCGACG	UpstreamP1_CTCF	40
chr2	149793532	149793682	id-56262	3.81e-05	-	TACCTGACTTGCCAACAGACCAGAAGTTGGTGGAA	V_CTCF_BR	31
chr2	149793718	149793868	id-56263	1.06e-05	-	GCTGGGGGTCATGCAGCTTCCCCTAGTGGGCGAAA	Upstream_CTCF	9
chr2	149824099	149824249	id-56264	1.24e-05	-	ACCAGCCATCGATATCGGCCCACAAGATGTCACTA	V_CTCF_BR	19
chr2	149834671	149834821	id-56265	2.04e-05	-	TCTTCTCACTCTTTTTCTGCCACTAGGTGTTGCTG	V_CTCF_BR	23
chr2	149836729	149836879	id-56266	1	+	NA	NONE	1
chr2	149846531	149846681	id-56267	2.96e-05	-	GTGTGCATATTTTGTTTAGCCACCAGAGTGCAGCC	UpstreamP1_CTCF	40
chr2	149874018	149874168	id-56268	1.04e-07	+	GGGACTTGTTCAAATGTCTCCACCAGATGGCGCCA	V_CTCF_BR	40
chr2	149894507	149894657	id-56269	1.56e-05	-	CATTTAATACCTGATGAACAGACTAGGTGGCGCCC	Upstream_CTCF	16
chr2	149895009	149895159	id-56270	6.84e-06	+	CGCCTGGGCCTCCTTTCAACCTCGTGGTGGAGCCC	V_CTCF_BR	14
chr2	149895331	149895481	id-56271	4.65e-05	+	GCGAGTGCGGGGCCGCGCGACTGCGGCGGGAGATG	V_CTCF_BR	11
chr2	149897109	149897259	id-56272	1.24e-05	+	ACCTCTGCTGCAAGGCATGTCGGTAGGGGGCGCAA	V_CTCF_BR	40
chr2	149944382	149944532	id-56273	8.71e-06	+	GGTTTATAATTCTGGGCCACCACTAGGGGGTAACG	V_CTCF_BR	40
chr2	149955942	149956092	id-56274	3.1e-07	+	TGGTAGGGTCACAGCAGGGCCAGCAGGAGGCAATC	UpstreamP1_CTCF	17
chr2	150115117	150115267	id-56275	4.44e-06	-	CTGCAGACCTACCTTTTCTCCACTAGAGGAAATAC	UpstreamP1_CTCF	17
chr2	150170068	150170218	id-56276	4.59e-07	-	CTGCTATACTCCACAATGTCCCCTAGGGGCAGTAC	UpstreamP1_CTCF	40
chr2	150185689	150185839	id-56277	3.42e-05	+	AGCGCGGCAGCGATCTCCACCTTGAGGGGGCGCTA	Upstream_CTCF	40
chr2	150186301	150186451	id-56278	1.39e-05	+	TAACTGGAGGAAGGGTTGGGCAGAGGGTGGCAGTA	V_CTCF_BR	25
chr2	150187343	150187493	id-56279	8.81e-07	+	CCCGGCCTCCGGCGTTTTGCCCCTAGTGGGCAGAG	V_CTCF_BR	22
chr2	150223328	150223478	id-56280	1	+	NA	NONE	0
chr2	150245056	150245206	id-56281	2.5e-05	+	TTGTGGAACTCTCACAACTCCACTAGGGGGATGAG	UpstreamP1_CTCF	34
chr2	150312870	150313020	id-56282	3.16e-05	+	TTTTCAGTCACTTTTCCTACCACCAAGGGTCGCTG	Upstream_CTCF	11
chr2	150343829	150343979	id-56283	9.25e-06	-	ATTAGTTATCCCACAGTTACCTCTAGAGGGTGCAC	V_CTCF_BR	26
chr2	150346912	150347062	id-56284	6.05e-06	-	TAGCTTCCTGGCCCAGAGTACTGCAGAGGGCAGCA	V_CTCF_BR	22
chr2	150416011	150416161	id-56285	1	+	NA	NONE	4
chr2	150417918	150418068	id-56286	4.33e-10	-	GCTGCAGTGATACATTTGGCCAATAGGTGGCACCA	Upstream_CTCF	39
chr2	150430368	150430518	id-56287	3.09e-06	-	AAATCTGTTCTAATTTTTTCCAGCAGATGTCAGTG	Upstream_CTCF	31
chr2	150451961	150452111	id-56288	4.48e-07	+	AGTGCAATATACACTATGAACACCAGCTGTCAGTA	Upstream_CTCF	35
chr2	150454171	150454321	id-56289	4.7e-06	+	TGGGCTCACCTAACTCTGGACACTAGGTGTCAGTA	V_CTCF_BR	40
chr2	150467690	150467840	id-56290	2.01e-05	+	CTGTGCCTCCAATATGCTGAAGCCAGAGGGCGAAA	UpstreamP1_CTCF	35
chr2	150502059	150502209	id-56291	1.64e-05	+	GAAGACAAAGCATGTTCTGCCAGTGGGGGGCATTA	V_CTCF_BR	30
chr2	150505389	150505539	id-56292	1	+	NA	NONE	24
chr2	150571830	150571980	id-56293	4.02e-07	-	AATGCAATCTCCCTTGGAGCCTCTGGAGGGAGCAC	Upstream_CTCF	40
chr2	150586496	150586646	id-56294	8.19e-06	+	TGGCTGCTTACCAGGTTGACCAAGAGAGGGCAGGT	UpstreamP1_CTCF	3
chr2	150600767	150600917	id-56295	7.6e-05	+	CATATGTTCCGTCTCCCTGCCGCTTGGGGCCAGGA	UpstreamP1_CTCF	19
chr2	150622284	150622434	id-56296	1	+	NA	NONE	7
chr2	150634448	150634598	id-56297	1	+	NA	NONE	25
chr2	150655926	150656076	id-56298	5.17e-06	+	GTTGATATTTTCCTAAACACCAGTAGAGGCCTCCA	Upstream_CTCF	36
chr2	150742067	150742217	id-56299	4.01e-05	-	CATGTGCACATTGCCTCCTCCTGGAGCTGGCACAT	V_CTCF_BR	5
chr2	150848022	150848172	id-56300	1	+	NA	NONE	9
chr2	150919066	150919216	id-56301	1	+	NA	NONE	8
chr2	150954595	150954745	id-56302	2.15e-05	-	ATAGGAGGCACTGGTCTCATCAGAAGAGGGAAGAG	V_CTCF_BR	34
chr2	150982439	150982589	id-56303	1	+	NA	NONE	23
chr2	150993122	150993272	id-56304	3.29e-05	+	CCATATATATTCTGACAGGCCACCAGGGGCAAAAA	Upstream_CTCF	16
chr2	151044726	151044876	id-56305	1	+	NA	NONE	5
chr2	151091824	151091974	id-56306	1	+	NA	NONE	5
chr2	151188956	151189106	id-56307	1.83e-05	-	CTGGCCATGTTCTGGGCAGCAGGTAGGTGGCTCCA	V_CTCF_BR	10
chr2	151281636	151281786	id-56308	2.27e-05	+	AACCCCCAAAACATCTGACCCGCAGGGGGGCAGCG	V_CTCF_BR	30
chr2	151334025	151334175	id-56309	1.18e-05	-	TTTTAGTAGGTAGCAGTCTCCAGCAGGTGACTCAG	UpstreamP1_CTCF	5
chr2	151341719	151341869	id-56310	1	+	NA	NONE	34
chr2	151342883	151343033	id-56311	3.18e-06	-	GGTGACCCCGCGGTTGGAGCCACTAGTGGCCAGGC	V_CTCF_BR	19
chr2	151344262	151344412	id-56312	4.43e-05	-	AAATAGATCCCGAATGGGCACCCTAGAGGGCGCAC	V_CTCF_BR	40
chr2	151405192	151405342	id-56313	1	+	NA	NONE	39
chr2	151444463	151444613	id-56314	1.04e-05	-	GAGAGATGCCATTTGGTAACCTGAAGGTGGCAGAT	V_CTCF_BR	6
chr2	151456534	151456684	id-56315	7.78e-06	+	ATTGTAATTATCACCACAGCCTATTGGTGGCACTA	Upstream_CTCF	23
chr2	151467324	151467474	id-56316	3.73e-06	-	CATTTACTACCTGTTTCCTCCAGAAGGTGGTGCTT	Upstream_CTCF	40
chr2	151476643	151476793	id-56317	1	+	NA	NONE	17
chr2	151500923	151501073	id-56318	1	+	NA	NONE	5
chr2	151729740	151729890	id-56319	2.04e-05	-	GCACCTTGCGGGAGGGGGGAAGGGAGAGGGCAGCA	V_CTCF_BR	16
chr2	151766275	151766425	id-56320	1	+	NA	NONE	30
chr2	151768629	151768779	id-56321	1	+	NA	NONE	29
chr2	151797937	151798087	id-56322	3.45e-05	+	TGGAGGGCAGAATGAAGAGCCACAAGGAGCCACTG	V_CTCF_BR	6
chr2	151868053	151868203	id-56323	1	+	NA	NONE	24
chr2	151887478	151887628	id-56324	4.65e-05	+	CAATCTTAACTGCTTCCTGCTGACAGGGGGCGCTG	V_CTCF_BR	29
chr2	151889103	151889253	id-56325	2.4e-05	-	ATGACCTCATCATCAACTGCCTCTAGCTGGTGGAA	V_CTCF_BR	10
chr2	151908239	151908389	id-56326	1.85e-07	-	ATGCACTTGAGGCTATCAGACACTAGGTGGCATCT	UpstreamP1_CTCF	40
chr2	151928049	151928199	id-56327	4.43e-05	-	GCCTACCCTTCTGACCCAGCCACTAGAGGGATTGT	V_CTCF_BR	40
chr2	152010260	152010410	id-56328	5.74e-05	-	GGCTATTTTCCCCTTCCAGGCAGCAGGAGGAGGTT	UpstreamP1_CTCF	2
chr2	152018827	152018977	id-56329	9.25e-06	-	GAAAGCAAATTGGCTACAATCAGCAGAGGGAGCTA	V_CTCF_BR	34
chr2	152033291	152033441	id-56330	1.59e-06	+	CCCTCTCTATCATGAAGTGGCAGCAGAGGGCAGTG	V_CTCF_BR	10
chr2	152050194	152050344	id-56331	1	+	NA	NONE	17
chr2	152095490	152095640	id-56332	1.21e-06	-	GCTGTTATAATCTGAAAAAGCACTAGAGGGAGCCA	Upstream_CTCF	40
chr2	152117951	152118101	id-56333	8.02e-05	+	TCAGGAGCGCGCAATGCCGCCACCTGGGAAGGGTG	Upstream_CTCF	12
chr2	152145848	152145998	id-56334	6.84e-06	-	GTCGCGGAGGCCACGCCGCCTTCGAGGGGGCGCAC	V_CTCF_BR	25
chr2	152201500	152201650	id-56335	1	+	NA	NONE	2
chr2	152204732	152204882	id-56336	3.18e-06	+	GTGAGAAAAAAGCCCTGGACCAGTAGAAGGCAGCA	V_CTCF_BR	1
chr2	152266539	152266689	id-56337	4.23e-08	-	CGGGGAACGAGGCATCTCGCCGCGAGGGGGCGGAG	V_CTCF_BR	40
chr2	152267030	152267180	id-56338	1	+	NA	NONE	9
chr2	152294177	152294327	id-56339	5.77e-08	-	TTCTCAATGCACAATCTGGCCAGTAGGTGGCACTA	V_CTCF_BR	38
chr2	152383203	152383353	id-56340	7.73e-05	+	ACTGCTGCTGCCCTGCTTGACTGCTGGCGCCCCTC	Upstream_CTCF	2
chr2	152432009	152432159	id-56341	1	+	NA	NONE	2
chr2	152471226	152471376	id-56342	4.14e-06	+	GATTTGCGCAGTCACACCACAAGCAGGTGGCAGCA	V_CTCF_BR	9
chr2	152473542	152473692	id-56343	5.28e-05	+	GACTTGATACCCACAGTGACCTGTAGGGGAAGGTT	Upstream_CTCF	12
chr2	152476028	152476178	id-56344	1	+	NA	NONE	16
chr2	152489839	152489989	id-56345	1.31e-05	-	TAACATTAGAATTCAGGGTCCACTAGAGGGAGACA	V_CTCF_BR	32
chr2	152494147	152494297	id-56346	1	+	NA	NONE	11
chr2	152525405	152525555	id-56347	1	+	NA	NONE	6
chr2	152548250	152548400	id-56348	1.24e-05	+	TAAACTCCTGCTAAATTTACCACTAGATGTCACAG	V_CTCF_BR	7
chr2	152585629	152585779	id-56349	7.31e-05	-	TTGTAGGACACCATCTCTGCCACCAGGGATGGTGT	UpstreamP1_CTCF	19
chr2	152634123	152634273	id-56350	2.29e-05	+	ATCAACTGGCATATATTGAACACTAGGAGGCTCCA	UpstreamP1_CTCF	36
chr2	152649236	152649386	id-56351	1.03e-06	-	TACATGTTCACCAGTCCTTCCAGCAGTGGGCAGTG	V_CTCF_BR	21
chr2	152664944	152665094	id-56352	7.1e-07	-	TAGCATTAATAGCTGCCATCCTGCAGAGGGCACTG	UpstreamP1_CTCF	38
chr2	152675800	152675950	id-56353	1	+	NA	NONE	2
chr2	152748395	152748545	id-56354	5.53e-08	-	GTGCAACTGCCGGGATCAGCCAGCGGGAGCCACCC	UpstreamP1_CTCF	12
chr2	152771562	152771712	id-56355	2.38e-07	-	GGATGTCCCTGGGCCTGAGCCTCTAGGGGGAGGTG	V_CTCF_BR	5
chr2	152773298	152773448	id-56356	3.18e-06	-	TACCTTTCCTGGCTTCTGCCCACCAGATGTCAGTA	V_CTCF_BR	4
chr2	152803824	152803974	id-56357	1.43e-05	-	CTAGAACTCCACTCAGAATCCGCTAGGGGCAGCAG	Upstream_CTCF	40
chr2	152810120	152810270	id-56358	2.39e-05	-	GAGATCTGTGCATTTGAAACCACCAGGAGGGAGCA	UpstreamP1_CTCF	18
chr2	152855617	152855767	id-56359	1.55e-07	+	CATGGCCTACTCATGACCTCCACTAGATGGCGCAG	Upstream_CTCF	40
chr2	152861357	152861507	id-56360	4.48e-07	-	AGAGTAATTTAAATAGGGACCACTAGATGTCACTA	Upstream_CTCF	39
chr2	152873705	152873855	id-56361	1	+	NA	NONE	21
chr2	152882449	152882599	id-56362	2.19e-08	-	GGTGTCGGCTGCATCAGCACCTGCAGGGGGCGCCC	V_CTCF_BR	40
chr2	152893486	152893636	id-56363	8.81e-07	+	ACGTTCTTGATGGCCTTAGCCACAAGATGGCGCAT	V_CTCF_BR	40
chr2	152904652	152904802	id-56364	5.9e-06	+	ATGTACTACTCACTAGCACCCCCTAGATGTAACAA	UpstreamP1_CTCF	38
chr2	152911133	152911283	id-56365	1	+	NA	NONE	21
chr2	152913015	152913165	id-56366	1.03e-05	-	TAGCAAAGCTGGGAAGACGTCACTAGGGGGTGGCA	UpstreamP1_CTCF	2
chr2	152972585	152972735	id-56367	2.58e-05	-	AAAGGATTCCTCCATAGATCCTGCAGAGGGAGCAT	Upstream_CTCF	32
chr2	153031875	153032025	id-56368	1	+	NA	NONE	37
chr2	153032500	153032650	id-56369	1.69e-10	+	CTGCAGTGCCAGCGGCGGCGCGGCAGGGGGCGCGG	UpstreamP1_CTCF	40
chr2	153046523	153046673	id-56370	2.23e-06	+	CATCATTACCGCACTCTTCACAGTAGGTGGCAACA	UpstreamP1_CTCF	40
chr2	153057327	153057477	id-56371	1	+	NA	NONE	8
chr2	153191742	153191892	id-56372	1.71e-06	+	GCGCCGGGGGCCGCGATCTCTGGCAGGGGGCGGTG	V_CTCF_BR	22
chr2	153263880	153264030	id-56373	1	+	NA	NONE	21
chr2	153267786	153267936	id-56374	7.27e-06	+	GTGGTGTGTATTCTACATACCACCAGTGGGAGGAA	V_CTCF_BR	9
chr2	153273490	153273640	id-56375	2.19e-05	-	TTGTAATTCACTACAGATACCCACAGAGGACAACC	UpstreamP1_CTCF	3
chr2	153275362	153275512	id-56376	8.02e-05	+	TCTGCTGCACCCTAGCAATGCACGAGGGTTCCGAG	Upstream_CTCF	6
chr2	153298607	153298757	id-56377	5.08e-05	-	CTGATAACATTCAGAAGGACCAGTAGGTGACGCTG	UpstreamP1_CTCF	6
chr2	153321775	153321925	id-56378	4.88e-05	+	AGTGCTATTTTGTGTGTTGCAGGCAGGAGGTTCAA	Upstream_CTCF	4
chr2	153322685	153322835	id-56379	5.63e-06	-	CATCAGGGGCATGTCCTCCCCCGCAGCGGGCAGGA	UpstreamP1_CTCF	7
chr2	153326012	153326162	id-56380	3.45e-05	-	GACAACCACTGGACAGGCCACGCAAGGGGGAGCAG	V_CTCF_BR	8
chr2	153350509	153350659	id-56381	1	+	NA	NONE	6
chr2	153356868	153357018	id-56382	3.4e-06	-	CTAAGAAAAACGTTCTGAGCCGGTAGATGGCAGAG	V_CTCF_BR	8
chr2	153381742	153381892	id-56383	1	+	NA	NONE	12
chr2	153411671	153411821	id-56384	1	+	NA	NONE	36
chr2	153414101	153414251	id-56385	1.48e-05	+	CTGCCTTTTAAGACAAAGACCTCAAGGGGTTGCTC	UpstreamP1_CTCF	15
chr2	153425828	153425978	id-56386	2.6e-06	-	CACCTCAACCTGCACAGCACCAGCAGCAGGCGCTA	V_CTCF_BR	12
chr2	153468417	153468567	id-56387	1	+	NA	NONE	9
chr2	153484001	153484151	id-56388	1	+	NA	NONE	40
chr2	153492295	153492445	id-56389	3.68e-10	-	TTTGCATTTCTCTGACTCTCCAGCAGGGGGCAGCC	Upstream_CTCF	40
chr2	153494343	153494493	id-56390	4.41e-06	-	TCTTTGAGCATCTCCCTTGCCCCAAGGGGGCTGCC	V_CTCF_BR	5
chr2	153505022	153505172	id-56391	8.5e-06	+	TTTGCAGTACTGTGTTCTTCAGCTAGAGGCAGCTT	Upstream_CTCF	35
chr2	153572469	153572619	id-56392	9.62e-05	-	CTGTACCTCATGGAATGATGCCGCAGATGATGCCC	UpstreamP1_CTCF	40
chr2	153597325	153597475	id-56393	5.68e-06	-	AACGGCATATTTTCCATAAACACTAGAGGGCAGGG	V_CTCF_BR	37
chr2	153599636	153599786	id-56394	4.88e-08	-	CTGCAGCTACATACTTTCACCACTAGATGAAGCTT	UpstreamP1_CTCF	40
chr2	153611616	153611766	id-56395	1.91e-09	+	CTGTTATGCCTGGCCAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	39
chr2	153629157	153629307	id-56396	1	+	NA	NONE	0
chr2	153717979	153718129	id-56397	5.51e-07	+	GCGCCACTAGCTATAGTCAACACCAGGGGGAGCTC	V_CTCF_BR	40
chr2	153782493	153782643	id-56398	3.47e-09	+	CTGCTCCTGTTATGTTTCGCCAGTAGGGGGCAGCA	UpstreamP1_CTCF	40
chr2	154019698	154019848	id-56399	6.98e-07	+	GAATGTCTCTTCTAGGCAACCACCAGGGGGTAGTC	V_CTCF_BR	26
chr2	154143785	154143935	id-56400	2.83e-07	-	AGCTGACTAACACAAGCGGCCTGCAGAGGGCAACA	V_CTCF_BR	27
chr2	154201979	154202129	id-56401	2.84e-05	+	ATGAAATGACTTCTGAGATTCAGTAGGGGGCATAC	UpstreamP1_CTCF	11
chr2	154206276	154206426	id-56402	6.43e-06	+	TGCAAACCATCTCCCTTCAGCACTAGAGGGAGGTG	V_CTCF_BR	1
chr2	154266650	154266800	id-56403	1.77e-05	-	TGAGTGCCTGTAGTCCCAGCCACTAGGTGGGGGAT	Upstream_CTCF	3
chr2	154333763	154333913	id-56404	2.67e-06	+	GCTGGGGAGCGCAGAATGACCACCAGGAGGCCAGG	Upstream_CTCF	24
chr2	154335356	154335506	id-56405	3.55e-08	-	GCGCAGCGCGGCGGTGCGGCCGGAAGGGGCCGCTG	UpstreamP1_CTCF	40
chr2	154354607	154354757	id-56406	1	+	NA	NONE	3
chr2	154357783	154357933	id-56407	4.14e-05	-	CTGCACTCCAGCCTGGGCGACAGAGGGCGACTCCA	UpstreamP1_CTCF	0
chr2	154375912	154376062	id-56408	4.7e-08	-	AAAAAGACAATGCTTCTGACCAGCAGGTGGCGCTG	V_CTCF_BR	40
chr2	154432091	154432241	id-56409	4.1e-06	-	CTGGCAGTACTCCCTGTGGCCTGTGGTGGCAGTGG	Upstream_CTCF	12
chr2	154440885	154441035	id-56410	7.54e-08	-	TTGCAAGTGGCTGTGTGGGCCAGTAGATGGCACTT	UpstreamP1_CTCF	8
chr2	154478920	154479070	id-56411	5.08e-07	-	CATCTTTGCCTTACCTCAACCTCCAGAGGGCAGGC	V_CTCF_BR	18
chr2	154575086	154575236	id-56412	2.94e-06	+	AACGCAGTGACATGAGGAGGCAGCAGGTGTCAGGA	Upstream_CTCF	5
chr2	154626996	154627146	id-56413	3.55e-08	+	ATGCTGTTTCTCCTCGAGGCCAGTGGGTGGTGCTC	UpstreamP1_CTCF	20
chr2	154644255	154644405	id-56414	2.17e-08	+	AATGCAATTGCCAATATTAACAGCAGAGGGAACCA	Upstream_CTCF	7
chr2	154676139	154676289	id-56415	2.2e-07	-	GTGTGGTTAGATGGACTGGCCAGTAGATGGTGCTT	UpstreamP1_CTCF	15
chr2	154726938	154727088	id-56416	1	+	NA	NONE	23
chr2	154727845	154727995	id-56417	1.93e-05	+	GAGGCCAACCTCCGTCCTTTCTGCGGAGGGCGCCG	V_CTCF_BR	3
chr2	154730345	154730495	id-56418	3.11e-05	-	GAACCAGCAGGTTTCTTTAACACTAGAGGGCATGA	V_CTCF_BR	7
chr2	154828552	154828702	id-56419	3.09e-06	+	GAAGGAGTTTCTCCTACTGCCTCTGGAGGGAGTGC	Upstream_CTCF	13
chr2	154954487	154954637	id-56420	1	+	NA	NONE	1
chr2	155052278	155052428	id-56421	1.64e-06	+	TTGCAGTGAAGTGATTTTGCCACTGGGGAGCATCT	UpstreamP1_CTCF	14
chr2	155189626	155189776	id-56422	1	+	NA	NONE	1
chr2	155219224	155219374	id-56423	1	+	NA	NONE	9
chr2	155232281	155232431	id-56424	1.04e-06	-	TCTTTATTACTCAAAGTATCCAGTAGATGGAAGCC	Upstream_CTCF	33
chr2	155258753	155258903	id-56425	8.21e-06	+	TGCTACTTGCTTTTACATTCCAGCAGAGGGAGCAA	V_CTCF_BR	36
chr2	155295784	155295934	id-56426	9.71e-06	+	TGTGTAAAAACCAGATCAGCCATCAGATGGAGCTA	Upstream_CTCF	27
chr2	155309544	155309694	id-56427	7.27e-06	+	GAATGACTTGCCACCATATCCACTAGGTGTCACTA	V_CTCF_BR	33
chr2	155363816	155363966	id-56428	4.23e-06	+	TTGTTCTAGCACAGATGGCCCTGTAGGGGCCTCTA	UpstreamP1_CTCF	16
chr2	155380037	155380187	id-56429	1	+	NA	NONE	10
chr2	155480439	155480589	id-56430	1.71e-06	+	TCTCTTTGTCCTCCACAGTCCAGCAGAGGGAGCAG	V_CTCF_BR	38
chr2	155542806	155542956	id-56431	2.4e-05	-	GAAGAAGCAAGCACTTTCTTCACAAGGGGGCAGGA	V_CTCF_BR	15
chr2	155551521	155551671	id-56432	1.7e-05	-	GATGCTCTACCGTCCCTTACCAGGTAGTGGCAGAG	Upstream_CTCF	2
chr2	155556769	155556919	id-56433	8.23e-05	-	TTGTGGTGGTGCCCTCTAACGACTAGACGGACCTT	UpstreamP1_CTCF	4
chr2	155900324	155900474	id-56434	1.39e-05	+	AGGGTCGTGTCACCTGCCTCCACAAGTTGTCACTG	V_CTCF_BR	1
chr2	156008133	156008283	id-56435	1	+	NA	NONE	1
chr2	156059826	156059976	id-56436	8.56e-05	-	CTGCATTTGCATTTAGCACCCAAGTGGGGGTGTCT	UpstreamP1_CTCF	11
chr2	156080422	156080572	id-56437	3.65e-07	-	TCCTAAAAGAATTGATGAGCCAGTAGGGGGCACAC	V_CTCF_BR	27
chr2	156107448	156107598	id-56438	1.55e-07	-	CAGTAGTCCTGGCCTCTACCCACTAGATGCCAGGA	UpstreamP1_CTCF	26
chr2	156113386	156113536	id-56439	1	+	NA	NONE	11
chr2	156123220	156123370	id-56440	4.01e-05	-	GGACACTGCAGCTGTCTCAGCACTGGAGGGTGCTC	V_CTCF_BR	18
chr2	156167256	156167406	id-56441	5.28e-05	-	TGTGAAATTCTAAATAAAGCCACTGAGAGGAGCTC	Upstream_CTCF	33
chr2	156207402	156207552	id-56442	3.63e-06	-	CCCGACTGGGAGAGACCTCCCAGCAGGGGTCGACA	V_CTCF_BR	1
chr2	156225571	156225721	id-56443	2.11e-06	+	GAATTATTATGACCTTATGCCAGCAGATGGCAGTA	V_CTCF_BR	34
chr2	156229594	156229744	id-56444	6.21e-06	+	CAAGTAATTTCCTCAGTTTCTACTAGATGGAGCCA	Upstream_CTCF	28
chr2	156233797	156233947	id-56445	1.56e-05	+	AGATCAGTTTAGAATCTCATCACTAGATGGCATTG	Upstream_CTCF	37
chr2	156564681	156564831	id-56446	1	+	NA	NONE	14
chr2	156571618	156571768	id-56447	1	+	NA	NONE	4
chr2	156672504	156672654	id-56448	4.3e-08	-	GTGCAATTCAACCTTCAGGCCAGTGGGTGGTGCTT	UpstreamP1_CTCF	26
chr2	156862624	156862774	id-56449	2.78e-06	+	TCATAGAACAGCTCAGTATCCTGCAGGGGGCAGCT	V_CTCF_BR	19
chr2	156922546	156922696	id-56450	1.39e-05	+	TTCAATGATTCCTCCCCCACCCACAGAGGGCGGTA	V_CTCF_BR	26
chr2	156967469	156967619	id-56451	1	+	NA	NONE	26
chr2	156985858	156986008	id-56452	1.7e-05	-	ACTTCACTGAGTTCTACTGCCCATAGAGGGCGTTA	Upstream_CTCF	17
chr2	157013280	157013430	id-56453	1	+	NA	NONE	27
chr2	157014369	157014519	id-56454	4.03e-06	-	ATGCAGCATGCATTGTATGACTGTAGGTGGAAGTG	UpstreamP1_CTCF	8
chr2	157049157	157049307	id-56455	1.39e-05	+	ACACTGCACCATTCATCTGCCAGAGGGGGTCACTA	V_CTCF_BR	32
chr2	157072292	157072442	id-56456	2.72e-06	-	TTGGAGTTTGGACTGTGATCCAGTAGATGGCACTT	UpstreamP1_CTCF	6
chr2	157176729	157176879	id-56457	2.12e-06	-	CTGCAACAGGCTGCCGTCGCCTCTAGGTCGCGTCT	UpstreamP1_CTCF	25
chr2	157177255	157177405	id-56458	1.84e-05	-	GTCCAGCTTCCGTCGGAGGGCGCCTGGTGGGGCGG	UpstreamP1_CTCF	8
chr2	157190305	157190455	id-56459	2.01e-05	+	GTGTGAGCCTACAGCCCAGCCAGGAGAGGGGCCCG	UpstreamP1_CTCF	9
chr2	157190807	157190957	id-56460	1	+	NA	NONE	20
chr2	157191260	157191410	id-56461	6.15e-05	+	CCCGGGTTCCCTTCCCCTTCCGCGAGGGAGCAGGG	Upstream_CTCF	32
chr2	157192151	157192301	id-56462	2.46e-06	+	GTGTAATTGACTGATCCAGTCAGTAGGGGGCCTGA	UpstreamP1_CTCF	40
chr2	157292432	157292582	id-56463	5.52e-05	-	CTGCAGTTCCTGCTTTGTGCCTCGGCGATGCCGGA	UpstreamP1_CTCF	14
chr2	157292684	157292834	id-56464	1.99e-07	+	CTGGGCCCGAGGTATCCGGGCAGGAGGTGGCGGCC	V_CTCF_BR	14
chr2	157314562	157314712	id-56465	2.84e-05	+	TAGCAGGTCCCTGGCTGTGCCTATAGGAGTAGCTG	UpstreamP1_CTCF	11
chr2	157446242	157446392	id-56466	1	+	NA	NONE	39
chr2	157523044	157523194	id-56467	4.65e-06	-	ATGCAGGGCTGCATGAGCAACACTAGGGTCAGCCA	UpstreamP1_CTCF	3
chr2	157552218	157552368	id-56468	1	+	NA	NONE	7
chr2	157640968	157641118	id-56469	1	+	NA	NONE	1
chr2	157749126	157749276	id-56470	4.43e-05	-	CACATTGTACACTGTTTTACCAAAAGAGGGCAATG	V_CTCF_BR	39
chr2	157836035	157836185	id-56471	6.86e-07	-	AAAGCAGTACAGCTCAGCACCAGGAGAGGACAGCT	Upstream_CTCF	4
chr2	157842971	157843121	id-56472	1	+	NA	NONE	9
chr2	157876109	157876259	id-56473	3.28e-05	-	ACAAATCTATTATTTTCCACCTCTGGAGGGCAGAA	V_CTCF_BR	16
chr2	157912253	157912403	id-56474	1.04e-05	-	TTATGCAAAGTGTTTCAGACCTCCAGAGGGTGCTA	V_CTCF_BR	38
chr2	157913029	157913179	id-56475	1	+	NA	NONE	10
chr2	157950289	157950439	id-56476	1	+	NA	NONE	11
chr2	158035502	158035652	id-56477	2.83e-07	+	CTTTTTCTAATTGGTGTTGCCAGCAGGGGGCACTT	V_CTCF_BR	25
chr2	158040343	158040493	id-56478	1	+	NA	NONE	10
chr2	158042508	158042658	id-56479	1	+	NA	NONE	20
chr2	158050723	158050873	id-56480	3.31e-06	-	AAGTACTTTCTCGTTTATGCCACAAGATGGTGCTT	UpstreamP1_CTCF	39
chr2	158159114	158159264	id-56481	1.15e-08	+	GAGTAATAATAAGCTTTAACCACCAGAGGGCACTA	UpstreamP1_CTCF	40
chr2	158163655	158163805	id-56482	2.47e-05	-	TTTTTATTACCCAAGCAAACCACAAGAGGCAGAAG	Upstream_CTCF	30
chr2	158184158	158184308	id-56483	1.55e-08	+	GCAGTAGAGACAGTTGTGGCCAGGAGAGGGCAGCA	V_CTCF_BR	40
chr2	158192772	158192922	id-56484	9.25e-06	-	TTTTCTAACATCAACTCTGCCAGTAGGGGGCGTCT	V_CTCF_BR	40
chr2	158310433	158310583	id-56485	3.81e-05	-	CATTCTCAAAGACAAGTCCCCTATAGGGGGCAGAG	V_CTCF_BR	34
chr2	158348821	158348971	id-56486	2.6e-06	+	TTCATGTTTCCCGCCAAATCCAGCAGAGGGCAGGA	V_CTCF_BR	40
chr2	158354254	158354404	id-56487	1	+	NA	NONE	39
chr2	158361138	158361288	id-56488	6.05e-06	+	ATCTGAAGGTACGGAAGAAACGGCAGGTGGCAGCA	V_CTCF_BR	3
chr2	158366383	158366533	id-56489	2.81e-05	+	AATAAAACTCAGGCATTTAACAACAGGTGGCAGCA	V_CTCF_BR	7
chr2	158406821	158406971	id-56490	1.28e-06	+	CTTGCAATTGTCCTTTGAACCAACAGAGGTAGACC	Upstream_CTCF	1
chr2	158429359	158429509	id-56491	3.09e-05	+	GTGTGATGGCAGAACAATTCCACAAGGGGTCCAGT	UpstreamP1_CTCF	37
chr2	158449640	158449790	id-56492	1	+	NA	NONE	34
chr2	158454044	158454194	id-56493	3.65e-07	-	CTGCCTCCTGCTTCTGCTGCCACTAGATGGTACCC	V_CTCF_BR	33
chr2	158485087	158485237	id-56494	3.09e-07	-	CCTCGCAGCCCCGGCGCGGCCGCCTGGTGGCGATG	V_CTCF_BR	39
chr2	158485769	158485919	id-56495	1	+	NA	NONE	39
chr2	158608414	158608564	id-56496	6.74e-08	-	TGTGCAGGTTGGCTTCCTGCCAGGAGGTGGCGCTT	Upstream_CTCF	29
chr2	158634077	158634227	id-56497	3.88e-06	+	TTAACCAAATGACTGCACTCCACAAGAGGGCACCA	V_CTCF_BR	40
chr2	158638745	158638895	id-56498	5.74e-05	+	TTGCTAGTTCCTTTGAAAACCACAAGGGGCTCATC	UpstreamP1_CTCF	36
chr2	158641591	158641741	id-56499	1	+	NA	NONE	6
chr2	158649660	158649810	id-56500	6.75e-05	+	CTGCACTGCACACTGTTGACCACAAGGAAATCATT	UpstreamP1_CTCF	34
chr2	158697460	158697610	id-56501	1	+	NA	NONE	19
chr2	158732916	158733066	id-56502	9.25e-06	+	GGGCGGGGCCGTCCCCGCGCCCCCTGCAGGCGCCC	V_CTCF_BR	38
chr2	158757978	158758128	id-56503	2.6e-06	+	AGGGATAGAGCTGATGGTTACAGCAGGGGGCAGTC	V_CTCF_BR	37
chr2	158761740	158761890	id-56504	1	+	NA	NONE	5
chr2	158783997	158784147	id-56505	1	+	NA	NONE	1
chr2	158796249	158796399	id-56506	1	+	NA	NONE	0
chr2	158798473	158798623	id-56507	2.04e-05	-	CCTGGGAGGCGGAGGTGAGCCGAGAGATGTCGCCA	V_CTCF_BR	0
chr2	158845807	158845957	id-56508	2.66e-05	-	GGCTATTGGTGCTTTATTTTCAGTAGATGGCACTG	V_CTCF_BR	17
chr2	158863983	158864133	id-56509	1	+	NA	NONE	18
chr2	158866905	158867055	id-56510	5.7e-05	-	GTGGAAAATTTACAAACAACCACAAGATGGGGCTG	Upstream_CTCF	40
chr2	158880935	158881085	id-56511	1.67e-08	+	GTGGCAGTTTCCACAACAGCCACAAGGTGGCCACC	Upstream_CTCF	40
chr2	158890873	158891023	id-56512	2.97e-06	+	TCAGAGAGAAGGAAACCGTCCAGCAGGTGTCAGTA	V_CTCF_BR	40
chr2	158901964	158902114	id-56513	1.55e-05	+	GCTCCATACCATGCCTGGGACTCTAGGAGGCAGTC	V_CTCF_BR	27
chr2	158952506	158952656	id-56514	1	+	NA	NONE	8
chr2	158959935	158960085	id-56515	1.92e-05	-	CTCCAGCTACATATCAGAACCACCAGGGGCACTTT	UpstreamP1_CTCF	2
chr2	159029453	159029603	id-56516	1	+	NA	NONE	6
chr2	159036284	159036434	id-56517	1	+	NA	NONE	36
chr2	159041165	159041315	id-56518	5.08e-05	+	CTGTATTTTGTTGAAAGTTCCACTAGATGATTCTA	UpstreamP1_CTCF	4
chr2	159237837	159237987	id-56519	1	+	NA	NONE	14
chr2	159244798	159244948	id-56520	5.67e-06	+	GGAACAGTACCCATTATCCCCACCAGGGAGGAAAG	Upstream_CTCF	14
chr2	159261224	159261374	id-56521	1	+	NA	NONE	11
chr2	159313000	159313150	id-56522	1.81e-06	+	TCAGCTGTTCCTACCTTTGACGCCAGGGACAAACC	Upstream_CTCF	30
chr2	159313393	159313543	id-56523	2.77e-07	+	CGGCGGCGGCGGCCTCTGGGCAGTAGAGGGGGCTC	UpstreamP1_CTCF	18
chr2	159314010	159314160	id-56524	6.15e-05	-	GAAGCCGCCGCGAGGGCGTCCAGCAGGGCTCAGCG	Upstream_CTCF	35
chr2	159314549	159314699	id-56525	2.47e-05	+	GGTGCCGCGGCGGCCGTGGCCGCTCGGGGCGCAGC	Upstream_CTCF	40
chr2	159317294	159317444	id-56526	1.38e-07	+	TCTGTAGTGCCCTTCCTGCACTGAAGGGGGAAGAA	Upstream_CTCF	35
chr2	159321284	159321434	id-56527	1	+	NA	NONE	40
chr2	159330625	159330775	id-56528	1.93e-05	-	CCCTCTGTCTTTGCTCAGACCTCTAGGGGCAGCAA	Upstream_CTCF	23
chr2	159346008	159346158	id-56529	4.14e-06	-	CCTGCATCCAGCTAAGGCAGCTGCAGGGGGCAGAG	V_CTCF_BR	13
chr2	159355382	159355532	id-56530	1	+	NA	NONE	12
chr2	159364407	159364557	id-56531	2.66e-05	+	TTCCTTTACCTCTGCTCTGCCACAGGGTGGCTGCT	V_CTCF_BR	9
chr2	159387481	159387631	id-56532	1	+	NA	NONE	16
chr2	159403511	159403661	id-56533	1	+	NA	NONE	8
chr2	159430396	159430546	id-56534	1.61e-05	-	AGGCTGGCTGTCCCATCTGCCAGCAGGTGGCCTGT	UpstreamP1_CTCF	21
chr2	159475278	159475428	id-56535	1	+	NA	NONE	13
chr2	159480069	159480219	id-56536	1	+	NA	NONE	1
chr2	159507307	159507457	id-56537	7.09e-08	+	CTGCAGTGCTCTGTGCCAGGCAGCAGGGAGTGCAG	UpstreamP1_CTCF	10
chr2	159515865	159516015	id-56538	1	+	NA	NONE	5
chr2	159524944	159525094	id-56539	3.86e-05	-	TCAGAACTTGCAGCTCCAGACAGCAGGGTGGGTCC	Upstream_CTCF	3
chr2	159547483	159547633	id-56540	1.63e-05	-	CCCTCTTTCCCTGTGCTCCCCAGCAGAGGGCCATT	Upstream_CTCF	5
chr2	159580814	159580964	id-56541	9.62e-08	+	TTGCACTCTCCACCACCAACCTCAAGAGGGAGCTA	UpstreamP1_CTCF	40
chr2	159602249	159602399	id-56542	3.63e-06	-	AAAGAGTTTAAGACAGCGGCCTCTAGGTGGTGCAC	V_CTCF_BR	40
chr2	159610640	159610790	id-56543	3.97e-07	-	TGGGACTTCCTAGAGATGACCACTAGAGGGCACAT	V_CTCF_BR	40
chr2	159612363	159612513	id-56544	4.68e-07	+	GTAGGCTTATTCCTGCTCGCCAAGAGGGGGCGCCC	V_CTCF_BR	39
chr2	159613851	159614001	id-56545	9.62e-08	+	GAGTAGGGAGAGGAGTTGCCCACCAGGGGGCTACC	UpstreamP1_CTCF	22
chr2	159705008	159705158	id-56546	6.84e-06	-	CTTGAGGGAGCACTGATGCCCGGAAGGGGGCAGAT	V_CTCF_BR	21
chr2	159751276	159751426	id-56547	5.08e-05	+	GTGCATTAGGATACGTTTTTTTGCAGATGGCAGCA	UpstreamP1_CTCF	14
chr2	159757892	159758042	id-56548	7.27e-06	+	CATCGAATTTTTCTATCAACCACTAGAGGGTAGTA	V_CTCF_BR	40
chr2	159778196	159778346	id-56549	1	+	NA	NONE	4
chr2	159779225	159779375	id-56550	1.41e-05	-	TTGTGGGGCAGTGGTGATAGCAGTAGGAGGCAGGC	UpstreamP1_CTCF	9
chr2	159852985	159853135	id-56551	5.67e-06	+	CATGTAATTCATTTTCCAGCCTGTAGGTGTAACAT	Upstream_CTCF	22
chr2	159892660	159892810	id-56552	2.15e-05	+	GTATTTGAGCTACGACTGTTCACCAGGTGGTGCTG	V_CTCF_BR	37
chr2	159912413	159912563	id-56553	1	+	NA	NONE	6
chr2	159919766	159919916	id-56554	1.56e-05	-	ATAGCATTTATAGGAATAGACCCTAGGGGCCAATA	Upstream_CTCF	5
chr2	159927808	159927958	id-56555	1	+	NA	NONE	11
chr2	159932990	159933140	id-56556	1	+	NA	NONE	15
chr2	159945499	159945649	id-56557	6.67e-08	-	CTGTATCTCCACCCTGTGCCCACCAGCAGGAACAA	UpstreamP1_CTCF	32
chr2	159962863	159963013	id-56558	1	+	NA	NONE	8
chr2	159975206	159975356	id-56559	2.38e-07	-	ACAGCTCATTCAGCATCAACCACAAGGTGGCGCTG	V_CTCF_BR	40
chr2	159990435	159990585	id-56560	1	+	NA	NONE	20
chr2	159997431	159997581	id-56561	3.4e-06	+	TGCGAACCACTATGCTTGGCCAGCAGATGGAGATT	V_CTCF_BR	26
chr2	160013951	160014101	id-56562	1	+	NA	NONE	5
chr2	160025342	160025492	id-56563	4.99e-07	-	GCTTCAGTACTTAACACCACAAGCAGGTGGCATGC	Upstream_CTCF	36
chr2	160031791	160031941	id-56564	1	+	NA	NONE	3
chr2	160033275	160033425	id-56565	1	+	NA	NONE	8
chr2	160035482	160035632	id-56566	3.28e-05	-	CTCGCCTCTTAATGAGGAAGCAGGAGAGGGCGTCC	V_CTCF_BR	0
chr2	160041943	160042093	id-56567	8.71e-06	-	GGTCCCCTCAGGATCACCACCACTAGGGGTAGACA	V_CTCF_BR	40
chr2	160053040	160053190	id-56568	2.78e-06	-	CCCTTCTTATCCAAGTGGTCCACCTGGGGGCAGGA	V_CTCF_BR	2
chr2	160059135	160059285	id-56569	4.31e-05	+	CTGCATCTAACAGTACCACCCTCAGGATGCCAAGG	UpstreamP1_CTCF	18
chr2	160064211	160064361	id-56570	1	+	NA	NONE	14
chr2	160065030	160065180	id-56571	9.25e-06	+	GAAAATGGGTTCATGTCTGTCGGCAGAGGGAGCCA	V_CTCF_BR	22
chr2	160068310	160068460	id-56572	1.93e-05	+	GCTTACAGGTTTTTAGTTGCCTCAAGAGGGAGTCA	V_CTCF_BR	10
chr2	160084991	160085141	id-56573	2.72e-05	-	TAACAGTGCCCCAAGAAGGCCAGATGGTGGAACCT	UpstreamP1_CTCF	5
chr2	160143648	160143798	id-56574	2.1e-05	-	GCAGCCTGCCCGGGAGAGACCCCTAGGGGAACCCG	Upstream_CTCF	3
chr2	160147224	160147374	id-56575	1.31e-05	-	AGCTCCCCAGAGTTCTCTACAAGGAGGTGGCACTG	V_CTCF_BR	26
chr2	160219443	160219593	id-56576	1	+	NA	NONE	9
chr2	160271560	160271710	id-56577	4.88e-05	-	ATTGTGTTGGCATGTGCCTCCACTAGGAGGCTTAT	Upstream_CTCF	11
chr2	160328033	160328183	id-56578	1	+	NA	NONE	2
chr2	160373112	160373262	id-56579	1	+	NA	NONE	13
chr2	160414086	160414236	id-56580	9.81e-06	+	TTAGAGAGGCCTTCCTTTACCACCAGAGGCTGCTG	V_CTCF_BR	39
chr2	160472544	160472694	id-56581	1	+	NA	NONE	10
chr2	160534339	160534489	id-56582	8.97e-05	-	GCAGAACAGAAATTTAAGACCACTAGATGGGGATG	Upstream_CTCF	31
chr2	160568812	160568962	id-56583	1.31e-05	-	GCGGGCTGGAGGTACCCCACCGCGGGGTGGTGCTC	V_CTCF_BR	40
chr2	160570328	160570478	id-56584	1	+	NA	NONE	26
chr2	160612359	160612509	id-56585	5.34e-06	+	TCAAGTGGTGAGCAGTAGACCCCTAGGGGGCACAA	V_CTCF_BR	39
chr2	160632960	160633110	id-56586	1	+	NA	NONE	30
chr2	160664074	160664224	id-56587	2.97e-06	-	AATCGTGTTTACACTGTCACCACAAGGTGGTGCCA	V_CTCF_BR	40
chr2	160729726	160729876	id-56588	6.46e-07	-	ACAAAGACGTATACTCCGCCCACCAGGGGGCTGTG	V_CTCF_BR	15
chr2	160778426	160778576	id-56589	9.49e-08	-	GAATGCCACCACGATGCTGCCTGCAGGGGGAGCTC	V_CTCF_BR	40
chr2	160783339	160783489	id-56590	1	+	NA	NONE	6
chr2	160796583	160796733	id-56591	7.73e-06	-	CAAAACCAGTGGCCACTAATCACAAGGGGGAGCTC	V_CTCF_BR	38
chr2	160824930	160825080	id-56592	2.97e-06	-	GTTAATCAGCCTGCTTTTACCAGCAGGTGTCACAA	V_CTCF_BR	40
chr2	160845891	160846041	id-56593	2.58e-05	-	TGTGCAGTAACTGGAGTTTCCACTGGGGCCCCTCA	Upstream_CTCF	11
chr2	160853941	160854091	id-56594	1.64e-05	-	GAAAAATTGCCTAATGCTTCCAGCAGAGGGAGAGG	V_CTCF_BR	28
chr2	160855552	160855702	id-56595	9.4e-06	+	TTGCTCTTTTGCCTTTCCACCATGTGAGGGCGCTG	UpstreamP1_CTCF	34
chr2	160867072	160867222	id-56596	2.8e-05	-	GTCTCAGATCCAGGAGTGTCCACTAGTGGCCATGG	Upstream_CTCF	23
chr2	160870852	160871002	id-56597	1	+	NA	NONE	16
chr2	160878788	160878938	id-56598	1.65e-07	-	CTGTAATTTAGCTTTATGGCCACTAGATAGCAGTA	UpstreamP1_CTCF	32
chr2	160901358	160901508	id-56599	1	+	NA	NONE	1
chr2	160942292	160942442	id-56600	1.95e-07	+	TCTGGATTAATATTAACTTCCACCAGGGGGAGACA	Upstream_CTCF	37
chr2	160944985	160945135	id-56601	2.66e-05	+	CAAAGGGAGGATTCTTATTCCACTAGGTGGTGCTG	V_CTCF_BR	40
chr2	160966569	160966719	id-56602	6.05e-06	+	AGTTATGATGATTGTACAGCCAGTAGGAGGCAGTA	V_CTCF_BR	40
chr2	161012654	161012804	id-56603	2.28e-05	+	AGTTCTGTTGGGTATTTGACCACAAGGAGTCATCA	Upstream_CTCF	22
chr2	161060055	161060205	id-56604	4.14e-06	+	CCATAGACCTCCCTGGCAGCCGCTAGCAGGCACTC	V_CTCF_BR	3
chr2	161065962	161066112	id-56605	1	+	NA	NONE	18
chr2	161067283	161067433	id-56606	1.84e-07	-	TCGGTTGTTACACCCTCAACCGCTAGGGGGTGCCA	Upstream_CTCF	40
chr2	161077065	161077215	id-56607	1	+	NA	NONE	5
chr2	161077370	161077520	id-56608	2.01e-05	+	CTTGCCTTTGTTCTCCAGCCCTCAGGGTGGCAGCT	Upstream_CTCF	6
chr2	161097589	161097739	id-56609	1	+	NA	NONE	8
chr2	161108903	161109053	id-56610	5.26e-07	+	ATTGTACTTCATCCAGGGAACACTAGAGGGAGTAT	Upstream_CTCF	40
chr2	161126615	161126765	id-56611	4.7e-06	-	GAGGGTGTGTGCGCTTGAGCCGCTAGAGGGAGGGT	V_CTCF_BR	40
chr2	161127275	161127425	id-56612	1	+	NA	NONE	17
chr2	161135411	161135561	id-56613	2.27e-05	+	TAACTGGAAGCAAGCTAGTCCAGCAGGAGGAGCTA	V_CTCF_BR	39
chr2	161143181	161143331	id-56614	2.01e-05	-	GAGTGATTCTCCAGATGGACCGATAGGTGGTGGAA	UpstreamP1_CTCF	3
chr2	161148002	161148152	id-56615	2.29e-05	+	ATTCTGTTGACCTATTCAACCACTAGGAAGAGCTA	UpstreamP1_CTCF	13
chr2	161148809	161148959	id-56616	5.67e-06	+	AGTGTTCTTAACTACTGTGGCAACAGGGGGAGCTC	Upstream_CTCF	26
chr2	161163866	161164016	id-56617	2.19e-05	-	CTTTCATTTCCTCCTATGGCCTGATGGGGGTCAGC	Upstream_CTCF	12
chr2	161171995	161172145	id-56618	2.28e-05	+	TTTTCTATTTTTGCCTTGGCCAGCAGGAAACACAG	Upstream_CTCF	7
chr2	161180811	161180961	id-56619	1.72e-06	+	GCGTCCACTCCAACCACCACCAACAGATGGCGACA	Upstream_CTCF	39
chr2	161188891	161189041	id-56620	1	+	NA	NONE	16
chr2	161209809	161209959	id-56621	7.78e-06	+	CCAGCAATGACCAGCCTCATCCATAGGTGGCAATC	Upstream_CTCF	29
chr2	161233766	161233916	id-56622	9.81e-06	-	GCTGACCACTGTTTTTTAACCTGTAGGTGGCAATA	V_CTCF_BR	30
chr2	161264099	161264249	id-56623	5.12e-07	-	CTGCAGCCCCCGCCGGCCGCCGCCGCGCGGCGAGA	UpstreamP1_CTCF	20
chr2	161265566	161265716	id-56624	1	+	NA	NONE	30
chr2	161285876	161286026	id-56625	2.04e-05	+	AATAAAAGAAAATCTTTTGCCACTAGAGGGAGTTC	V_CTCF_BR	38
chr2	161289180	161289330	id-56626	4.44e-06	-	CTCCTTCTCTGACACATTGCCACCAGGTGGCCTGC	UpstreamP1_CTCF	24
chr2	161303309	161303459	id-56627	7.55e-07	-	GTGTGGCCAGGGTGCAGCGGCAGTAGAGGGCAGTA	V_CTCF_BR	7
chr2	161438083	161438233	id-56628	7.46e-06	+	GAGCTAGGGCAAGAATGAGCCAGAGGAGGGCCCTG	UpstreamP1_CTCF	18
chr2	161439426	161439576	id-56629	1	+	NA	NONE	14
chr2	161484600	161484750	id-56630	5.41e-06	-	ACTGCCTCTCTAGATTCCACCTCTGGGGGCAGGGC	Upstream_CTCF	6
chr2	161503783	161503933	id-56631	1.56e-05	-	CAGGTAGCTACTCCAGCCCCCACATGGAGGAGCGC	Upstream_CTCF	3
chr2	161508825	161508975	id-56632	8.56e-05	-	TGGCACGTTCAAGGAGCAGACAGGAGGCGGATGTG	UpstreamP1_CTCF	3
chr2	161640665	161640815	id-56633	1	+	NA	NONE	26
chr2	161750296	161750446	id-56634	1	+	NA	NONE	4
chr2	161766521	161766671	id-56635	3.45e-05	-	GTAGGCAAAACAGTCTTTCCCACAAGTGGGTGGAA	V_CTCF_BR	5
chr2	161775534	161775684	id-56636	2.18e-07	-	CTACTCTTAGGAAGTCAGGCCTGCAGGGGGCACTG	V_CTCF_BR	40
chr2	161826863	161827013	id-56637	1.39e-05	-	GGAAATTTTCCTCATTGGCCCTGAAGATGGCAGTG	V_CTCF_BR	40
chr2	161851029	161851179	id-56638	2.43e-06	-	ACTGTGTAGCTGAAAATTGTCACTAGGGGGCAGCC	V_CTCF_BR	40
chr2	161861009	161861159	id-56639	1.64e-05	-	CTCCCACGATACAGTAATTCCACAAGGGGGCAGTT	V_CTCF_BR	39
chr2	161920311	161920461	id-56640	4.3e-08	-	CTGCAGTATTCAGCAAACACCACAAGAGGGGGCAT	UpstreamP1_CTCF	40
chr2	161986899	161987049	id-56641	1.55e-05	+	GGAAAACAAAGCGCCTTCTTCGCCAGGGGGCAGGA	V_CTCF_BR	0
chr2	162017037	162017187	id-56642	1	+	NA	NONE	22
chr2	162079768	162079918	id-56643	4.48e-07	+	GATGTAATACCAGTGTAAGCCACAGGGTGGGAGTG	Upstream_CTCF	40
chr2	162107468	162107618	id-56644	1.1e-05	+	TCCATTTCTTCATTGAAGACCACTGGAGGGCAGTG	V_CTCF_BR	40
chr2	162129773	162129923	id-56645	8.91e-07	-	AGTTTCATATTACCTTTTGCCACTAGATGGCGCCT	Upstream_CTCF	40
chr2	162137512	162137662	id-56646	3.81e-05	+	TTGTAAGGTCTTAGATTGTCCCAAAGGTGGCGCAT	UpstreamP1_CTCF	33
chr2	162163562	162163712	id-56647	1	+	NA	NONE	10
chr2	162270868	162271018	id-56648	1.67e-07	-	AGGCGGGCTGAGCGCCTTGGCTGCAGAGGGCACCA	V_CTCF_BR	29
chr2	162283354	162283504	id-56649	6.21e-06	+	CCTTCCCTGGACAATTCCGCCACTAGACGGCGTTC	Upstream_CTCF	31
chr2	162363496	162363646	id-56650	1	+	NA	NONE	5
chr2	162413147	162413297	id-56651	5.9e-06	-	CTGTAATGAATATTTCTACCCACTAAGTGTCACTG	UpstreamP1_CTCF	11
chr2	162427058	162427208	id-56652	2.04e-05	+	GGATGTCTACCCGAGCAGGCCCCATGGTGGCAGCA	V_CTCF_BR	34
chr2	162433072	162433222	id-56653	4.94e-06	-	CATGACTTGCTGCTCAAAACCCCTAGGGGGAGCAG	Upstream_CTCF	38
chr2	162443186	162443336	id-56654	1.02e-07	+	CTGTAATTCTATCATTTGAACACTAAGTGGCACTA	UpstreamP1_CTCF	40
chr2	162773489	162773639	id-56655	3.4e-06	-	TAAGTCATATCAGTGGTTGCCAGGAGGTGGGGATG	Upstream_CTCF	1
chr2	162803159	162803309	id-56656	5.92e-05	-	TTTCTAATTACTGCCTTAGCCATGAGGTGGCAGCA	Upstream_CTCF	39
chr2	162845129	162845279	id-56657	8.08e-08	+	GCTGCAGGGCACTGTGTCTCCAGCAGGAGGTGAGA	Upstream_CTCF	40
chr2	162856839	162856989	id-56658	1	+	NA	NONE	23
chr2	162864082	162864232	id-56659	1.17e-05	+	TACTCCATTATTTTATTGACCACTAGAGGTCTCCA	V_CTCF_BR	35
chr2	162930714	162930864	id-56660	5.08e-05	+	GGGCGGTGTAGGGCGCTGGGCGGCAGCCGGGGCGC	UpstreamP1_CTCF	13
chr2	162948307	162948457	id-56661	1.63e-05	-	CCTGGGTTTCCGGCTTGGGCCATGTGGTGGCGATA	Upstream_CTCF	33
chr2	162980438	162980588	id-56662	2.55e-09	-	TATGCAATTACACGTTTAACCACTAGATGGCACCA	Upstream_CTCF	38
chr2	163000594	163000744	id-56663	2.04e-05	-	CACTTATTTTCTTAGTTTCCCAGAAGAGGTCGCCA	V_CTCF_BR	6
chr2	163010243	163010393	id-56664	1.48e-06	+	CCTGCTTCTTGGCACTCTACCAGCAGAGGGGGTGA	Upstream_CTCF	40
chr2	163011740	163011890	id-56665	1.55e-05	+	AAGCTGATGAAAGTGCTTACCTGTAGGAGGCAGTG	V_CTCF_BR	33
chr2	163038164	163038314	id-56666	8.58e-06	+	ATTTTGTTGTCTGTTTCCCCCACAAGAGGGCCAGG	UpstreamP1_CTCF	13
chr2	163077609	163077759	id-56667	1.21e-09	+	GCTGCAATGAGAGTCCTGGCCGCCAGAGGGCAGTA	Upstream_CTCF	40
chr2	163114838	163114988	id-56668	2.19e-05	+	ACTGAAGTCCTTGCTGTGTCCGCCAGGGTCTCATG	Upstream_CTCF	4
chr2	163122982	163123132	id-56669	2.01e-05	-	TGGCTGTTTTGCTGTCTGTCCACTGGGGATCGCTC	UpstreamP1_CTCF	8
chr2	163137288	163137438	id-56670	1	+	NA	NONE	5
chr2	163154560	163154710	id-56671	3.63e-08	-	CTTGCCATGTTAGCTTTTTCCAGCAGAGGGCAGAC	Upstream_CTCF	40
chr2	163157812	163157962	id-56672	1.55e-08	-	TGCAAATGCCTCAGATTGGCCAGCAGAGGGCGCCT	V_CTCF_BR	40
chr2	163175210	163175360	id-56673	2.81e-05	-	CTCTCTTCACCCGCCCCGACCAAAAGGTGGCGTCT	V_CTCF_BR	39
chr2	163183747	163183897	id-56674	7.09e-08	+	CTGAATTTGCAGTTATCAGCCAGCAGGGGTCGCTC	UpstreamP1_CTCF	40
chr2	163190608	163190758	id-56675	2.97e-06	-	AGATCTCACAGTTAAAGCCCCACAAGGTGGCGGCA	V_CTCF_BR	40
chr2	163201163	163201313	id-56676	1	+	NA	NONE	13
chr2	163247213	163247363	id-56677	2.1e-05	+	CCTGCACTTACAAGTCTCTCCTGTAGGGAAGTGGG	Upstream_CTCF	4
chr2	163279517	163279667	id-56678	5.26e-07	+	AAAGCAATGCTCTCTCTCACCAGAAGTGGGAACTC	Upstream_CTCF	22
chr2	163380822	163380972	id-56679	3.22e-05	+	CTGCCTTAAACTACAATTTCCAGGGAGGGGCAGCA	UpstreamP1_CTCF	13
chr2	163435803	163435953	id-56680	4.65e-05	+	GGCTTATTCAGCTTTGGTTCCTGTAGAGGGAGATG	V_CTCF_BR	16
chr2	163651946	163652096	id-56681	1	+	NA	NONE	19
chr2	163747333	163747483	id-56682	3.42e-08	+	TGCCTTTTCTACACTCTTGCCACCAGGTGGCAGTG	V_CTCF_BR	40
chr2	163795072	163795222	id-56683	2.58e-05	+	CCTGCCTGTCTGCATGCTCCCCCTAGGGGTTTGAG	Upstream_CTCF	7
chr2	163821052	163821202	id-56684	1	+	NA	NONE	4
chr2	163846105	163846255	id-56685	5.93e-06	-	ACTGCATTGCAGTTCATCACCACCAAGTGGTATGA	Upstream_CTCF	16
chr2	163989490	163989640	id-56686	6.67e-08	-	TTGCTGTTCTTTAAAGTGACCACTAGATGGTATGC	UpstreamP1_CTCF	37
chr2	164011911	164012061	id-56687	4.24e-09	+	ACTGTAATTCATGTAATTGCCACCAGATGGTAGTG	Upstream_CTCF	39
chr2	164026121	164026271	id-56688	1.01e-05	+	CATTCATTACACACAGTCTCCTATAGGTGTCACTA	Upstream_CTCF	37
chr2	164039383	164039533	id-56689	1.09e-07	+	ATGTAATGTTCCCTGTGAACCACCAGATGTCACTA	UpstreamP1_CTCF	36
chr2	164048019	164048169	id-56690	2.78e-06	+	CAGAAGAACTGGGTCATCAACACAAGGTGGCACTG	V_CTCF_BR	39
chr2	164123417	164123567	id-56691	1	+	NA	NONE	11
chr2	164148443	164148593	id-56692	1	+	NA	NONE	19
chr2	164199968	164200118	id-56693	1.03e-06	+	CTTCAGCATAACGCTGTAGCCACCAGGAGGCTTAG	UpstreamP1_CTCF	10
chr2	164202617	164202767	id-56694	7.61e-08	+	AGAGCAGTACACTTTTTTGACAGTAGAGGGCACTT	Upstream_CTCF	38
chr2	164328603	164328753	id-56695	4.34e-05	+	AGAGCTATCCAGGCAGACAACACTGGAGGCCTGAA	Upstream_CTCF	37
chr2	164409352	164409502	id-56696	1	+	NA	NONE	17
chr2	164421844	164421994	id-56697	2.1e-05	-	GTGCAGTGCCCCTTCATACCATGCTGGGGCATCAG	UpstreamP1_CTCF	16
chr2	164449865	164450015	id-56698	5.01e-06	+	TGGAAGTATTGGTGGGCCGGCAGCAGGTGGAGCCT	V_CTCF_BR	6
chr2	164467839	164467989	id-56699	3.66e-06	-	AGTCAGTTCAGCCCTCCCTCCAGCAGATGTCTCTG	UpstreamP1_CTCF	31
chr2	164500886	164501036	id-56700	5.7e-05	-	GCCGCACTTCACATTTTCACCAGCAGTGTATGAGG	Upstream_CTCF	18
chr2	164539384	164539534	id-56701	3.56e-06	+	TGTGAAATGAGAGGATTAGCCACCAGGGGTTGTCA	Upstream_CTCF	33
chr2	164548721	164548871	id-56702	1	+	NA	NONE	14
chr2	164593364	164593514	id-56703	6.73e-07	-	CTGCTTTCTCCAGCCCGAGCCGCCTGGGGGAGGTA	UpstreamP1_CTCF	33
chr2	164665045	164665195	id-56704	1	+	NA	NONE	11
chr2	164685144	164685294	id-56705	2.78e-06	+	TGGCCCTCTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	5
chr2	164735354	164735504	id-56706	3.36e-07	-	CATGTCTCTCATCCTGTAGCCTCTAGTGGGCGCTG	V_CTCF_BR	40
chr2	164743823	164743973	id-56707	1	+	NA	NONE	29
chr2	164917764	164917914	id-56708	1.5e-05	-	AATGCTTACCAAATTCCAGCCACTGGGAGGCAGTA	Upstream_CTCF	40
chr2	164983599	164983749	id-56709	1	+	NA	NONE	28
chr2	165124801	165124951	id-56710	4.41e-06	-	TGGCCTTCTTCTCACAGATCCACTAGGTGGTGCCC	V_CTCF_BR	12
chr2	165184919	165185069	id-56711	2.29e-05	+	GCACAGTTCATTCTCCAGGCCAGTGGGTGGCATTG	UpstreamP1_CTCF	2
chr2	165274056	165274206	id-56712	3.24e-06	-	TCTGTAGTTGGCAAACTAGACACCAAGGGGAGCTG	Upstream_CTCF	1
chr2	165286805	165286955	id-56713	4.59e-07	-	GGGTTCTTCAAAGCTGTGGGCACTAGAGGGTGCTC	UpstreamP1_CTCF	40
chr2	165336093	165336243	id-56714	2.4e-05	-	GAATAATGCTAAGGAACAGCCAGTGGATGTCACCA	V_CTCF_BR	37
chr2	165352248	165352398	id-56715	9.71e-06	-	TGTGATGGTGCCAAGTGATCCACTAGGTGGTAGTG	Upstream_CTCF	39
chr2	165354653	165354803	id-56716	3.63e-06	+	CTTGTGAGAATACACTTGGCCACATGAGGGCTGCA	V_CTCF_BR	12
chr2	165360869	165361019	id-56717	3.47e-07	+	CTGCACCAGCCAGGGGGATCCAACAGGAGGAGCCC	UpstreamP1_CTCF	36
chr2	165394885	165395035	id-56718	5.67e-06	-	GGTGTGGTTTGCTTCACAGCCACTGGATGTCACTA	Upstream_CTCF	40
chr2	165416824	165416974	id-56719	8.46e-07	+	ATTGCAAATACTGAAGTAGCCAGCAGAGGGAGTCT	Upstream_CTCF	39
chr2	165431567	165431717	id-56720	1	+	NA	NONE	21
chr2	165456617	165456767	id-56721	6.9e-05	-	GTGGTTGCTGAAGTAGATCACACAGGGGGGCGCTG	Upstream_CTCF	38
chr2	165477616	165477766	id-56722	4.94e-06	+	GCAGGAGCGCTCGCGCGTGCAGCCAGGGGGCCGGC	Upstream_CTCF	10
chr2	165512389	165512539	id-56723	3.11e-05	-	ATTATTTGCAGAGTCTCATCCACATGGTGGAGCCA	V_CTCF_BR	23
chr2	165553314	165553464	id-56724	1	+	NA	NONE	27
chr2	165554312	165554462	id-56725	7.9e-07	+	GATCATTTTCCAAGAATGGCCAGTAGAGGGAGAAG	UpstreamP1_CTCF	40
chr2	165560938	165561088	id-56726	1.24e-05	-	CTTTCCTTTAGCCTTACAGCCAGTAGATGGAGTTC	V_CTCF_BR	15
chr2	165573643	165573793	id-56727	1.13e-05	-	GTTCAGGATACAAAATAAACCACAAGGGTGCGCTG	UpstreamP1_CTCF	35
chr2	165594226	165594376	id-56728	2.81e-05	+	TTTCATAGTCTACTTTTTCCCAATAGGTGGCGCTG	V_CTCF_BR	40
chr2	165697903	165698053	id-56729	1	+	NA	NONE	34
chr2	165698641	165698791	id-56730	1.11e-05	+	CGAGGTGTTCCCATTCCCACCGCTAGGCTGCGCTT	Upstream_CTCF	37
chr2	165700103	165700253	id-56731	1.77e-05	-	CATATAGTTCTCCCTAGGACCAGAAGGAGGACAGC	Upstream_CTCF	7
chr2	165770262	165770412	id-56732	4.01e-05	-	AATATAATACATGCCTGTGCCACTAGAGTGCAGTA	Upstream_CTCF	38
chr2	165773927	165774077	id-56733	2.78e-06	-	TGCTTTTAGAGTAGTGGAGGCAGCAGGTGGCAGTA	V_CTCF_BR	39
chr2	165811825	165811975	id-56734	1.28e-06	-	GCCCTCGCGGCCTGCCGAGGGAGCAGGGGGCGCCC	V_CTCF_BR	29
chr2	165833530	165833680	id-56735	1	+	NA	NONE	12
chr2	165849459	165849609	id-56736	1.15e-07	+	CATCAGTTTTGTATATCCGCCACGAGAGGGCAGCA	UpstreamP1_CTCF	39
chr2	165871659	165871809	id-56737	2.74e-08	+	AACCTGGAATGAACAGTTGCCACTAGGTGGCGCCA	V_CTCF_BR	40
chr2	165873442	165873592	id-56738	2.01e-05	+	ACTGTCATTTCACGTGAGGGCAGCAGAGAGGCAGC	Upstream_CTCF	39
chr2	165998248	165998398	id-56739	4.01e-05	+	GACATATAACATGACTTCACCAGCAGGTGGTGTGA	V_CTCF_BR	32
chr2	166060586	166060736	id-56740	2.6e-07	-	TCAATTTTGTGTGTGTCCGCCAGTAGATGGCGGTA	V_CTCF_BR	40
chr2	166095783	166095933	id-56741	1.38e-06	+	AAGATGGTTCCACTTTTGACCAGGAGATGGAGCTG	V_CTCF_BR	38
chr2	166150330	166150480	id-56742	4.48e-07	-	AATGGCATTATTGTAACTACCACTAGAGGGCGGGG	Upstream_CTCF	40
chr2	166163008	166163158	id-56743	2.78e-06	-	AGTAAATGATGTGCATCAGCCACGTGAGGGCACTA	V_CTCF_BR	33
chr2	166257916	166258066	id-56744	4.14e-06	+	GTTATTATTGCAACCCTATCCACTAGAGGGCGATG	V_CTCF_BR	40
chr2	166262730	166262880	id-56745	1	+	NA	NONE	7
chr2	166273615	166273765	id-56746	5.51e-07	+	TGAGTTGGTTGACCTCCAGCCAGGAGGTGGCGCTT	V_CTCF_BR	11
chr2	166306762	166306912	id-56747	1	+	NA	NONE	4
chr2	166326099	166326249	id-56748	1	+	NA	NONE	18
chr2	166415465	166415615	id-56749	1	+	NA	NONE	20
chr2	166420492	166420642	id-56750	1	+	NA	NONE	34
chr2	166548208	166548358	id-56751	4.01e-05	+	GCTGTGATGCGGACCGACCCCACTGGAGTGCTCTA	Upstream_CTCF	13
chr2	166555245	166555395	id-56752	3.48e-06	-	AGGACGTTCTGCCCGTTGGCCAGTAAGGGGAGCCA	UpstreamP1_CTCF	38
chr2	166635673	166635823	id-56753	2.97e-06	-	CGTACAATGTTAAGCCTTGTCAGTAGAGGGCACTG	V_CTCF_BR	39
chr2	166696258	166696408	id-56754	1.04e-05	-	GAATTACCCAAAGATGCGAACACCAGGAGGCAGAA	V_CTCF_BR	17
chr2	166703656	166703806	id-56755	2.58e-05	-	AAGGTGGTACGGTTTATAACCTCTAGGGGTCACAT	Upstream_CTCF	11
chr2	166731062	166731212	id-56756	2.96e-05	-	GAAGTATACCCTTTTTTCTCCAGCAGAGGTTGCTG	V_CTCF_BR	40
chr2	166759580	166759730	id-56757	1	+	NA	NONE	23
chr2	166809800	166809950	id-56758	3.03e-05	+	CCTTAAGTCCTTAAAAATCGCACCCGGAGGCGCAG	Upstream_CTCF	0
chr2	166810681	166810831	id-56759	7.07e-08	+	TGGGCAAGTTGTTTTACGGCCACAAGGTGGCGCAG	V_CTCF_BR	40
chr2	166825850	166826000	id-56760	7.02e-05	-	TTGTATGAGGGAACAATGTCCCCCAGTGGCCACAA	UpstreamP1_CTCF	12
chr2	166827377	166827527	id-56761	1.11e-05	-	TGGTCACTTCCTCCTTTCAGGACTAGATGGCACCT	Upstream_CTCF	6
chr2	166870536	166870686	id-56762	1	+	NA	NONE	17
chr2	166914001	166914151	id-56763	6.43e-06	+	GAAAGTTTTCATCAAATGACCACATGATGGCGCTA	V_CTCF_BR	38
chr2	166963287	166963437	id-56764	5.34e-06	-	AGCATAACGTTACTCTTTGTCAGTAGAGGGCAGTG	V_CTCF_BR	39
chr2	166984534	166984684	id-56765	3.88e-06	-	GAAAGTGTTTAATATTTAGCCACTAGATGGCGATG	V_CTCF_BR	40
chr2	167008689	167008839	id-56766	8.9e-05	+	CTGGAGTCAGCTACACTGAATAGCATGTGGCTCCC	UpstreamP1_CTCF	7
chr2	167035836	167035986	id-56767	5.96e-07	+	GGTAAGTCTATTTCAATGGCCAGAAGATGGAGCCA	V_CTCF_BR	22
chr2	167038203	167038353	id-56768	9.67e-08	-	GGTGTAATCCAGGCTTGATCCAGTAGATGGCGACG	Upstream_CTCF	40
chr2	167168780	167168930	id-56769	1.97e-06	+	TCCTCATCCATTCAAGTTACCGCGAGATGGCAGCA	V_CTCF_BR	1
chr2	167217870	167218020	id-56770	2.15e-05	+	AAGACTACATTGCCTTCTACCAACAGGTGGCAATA	V_CTCF_BR	38
chr2	167232191	167232341	id-56771	6.98e-07	+	GCACCTGCAGAATCTGGCTCCAGGAGAGGGCGCGG	V_CTCF_BR	28
chr2	167232376	167232526	id-56772	6.48e-05	+	GAGCGCTGGCGACCGCCTGCAAGCAGACTGCGCCC	UpstreamP1_CTCF	11
chr2	167241328	167241478	id-56773	2.78e-06	-	AACATTCTACTTATTTTGAACACCAGGTGGCAGTA	V_CTCF_BR	39
chr2	167248874	167249024	id-56774	1	+	NA	NONE	8
chr2	167274292	167274442	id-56775	2.84e-05	-	CTGGAGTGACTCACCAGTGACACCAAATGGTTCAG	UpstreamP1_CTCF	33
chr2	167276197	167276347	id-56776	1	+	NA	NONE	38
chr2	167282793	167282943	id-56777	3.86e-05	+	TATGGAGTATCTGGCAAGCCCCCTAGCGGGTATTT	Upstream_CTCF	1
chr2	167373326	167373476	id-56778	3.65e-07	-	CATACAAGGCTAAATTTGAACACCAGAGGGCGGCA	V_CTCF_BR	40
chr2	167395987	167396137	id-56779	5.01e-06	+	GACCTTATCCCACCATAGAACACTAGGTGGCACTA	V_CTCF_BR	40
chr2	167466372	167466522	id-56780	4.24e-07	+	TCAGTAATGTCAGTGGTGCCCACTAGAGGTTACTA	Upstream_CTCF	3
chr2	167484470	167484620	id-56781	5.01e-06	+	TGAAGTTGTGGGGTGTGATCCAGTAGGTGGCACTT	V_CTCF_BR	17
chr2	167489407	167489557	id-56782	1	+	NA	NONE	5
chr2	167556708	167556858	id-56783	1	+	NA	NONE	20
chr2	167620848	167620998	id-56784	4.88e-05	+	ATTGTGATGTAAAGAGAGTCAGCTAGGGGGCATTC	Upstream_CTCF	6
chr2	167662372	167662522	id-56785	3.47e-07	-	GGGCAGTGTCTCCCTGAGTCCAGGGGATGGAGCTG	UpstreamP1_CTCF	3
chr2	167745924	167746074	id-56786	1.47e-05	+	CAGGTCCCTGGCCTCTCCTCCTGCAGGTGGCGTTT	V_CTCF_BR	3
chr2	167751977	167752127	id-56787	1	+	NA	NONE	1
chr2	167756324	167756474	id-56788	1	+	NA	NONE	6
chr2	167757313	167757463	id-56789	1	+	NA	NONE	29
chr2	167773641	167773791	id-56790	1	+	NA	NONE	5
chr2	167983762	167983912	id-56791	1.1e-06	+	CATCTATCATGACGATTTTCCAGCAGATGGCAGTA	V_CTCF_BR	34
chr2	167984151	167984301	id-56792	1	+	NA	NONE	2
chr2	168017727	168017877	id-56793	1.24e-05	+	TGGCCTTCTTCTCACAACTCCACTAGGTGGTGCCC	V_CTCF_BR	11
chr2	168068685	168068835	id-56794	2.55e-06	-	GAATAAGTTCCTCAATGATCCAGTAGGGGGTGCCA	Upstream_CTCF	38
chr2	168094125	168094275	id-56795	6.39e-05	+	GCCTCAGCGGGCATGTAGGCCTCTAGGCGGAGACA	Upstream_CTCF	1
chr2	168121016	168121166	id-56796	1.64e-07	+	TCTGCCTGGCTGGCAATGGGCACAAGGTGGCAGTG	Upstream_CTCF	34
chr2	168148970	168149120	id-56797	9.31e-05	-	GAAGGAATCACGCGAACAGTCACCAGACAGCGCCC	Upstream_CTCF	37
chr2	168149170	168149320	id-56798	3.65e-05	-	GGCCTGGGGCGCTTTCTGACCGCCAGGAGCCCGCG	UpstreamP1_CTCF	4
chr2	168150519	168150669	id-56799	2.67e-06	-	CCCGCTGCGCCCTACGCCGCCACCAGGCAGGAGGA	Upstream_CTCF	11
chr2	168188146	168188296	id-56800	7.9e-07	-	CAGCCAGTGTCTTTAGGTACCACCAGGGGGCCCCA	UpstreamP1_CTCF	31
chr2	168189868	168190018	id-56801	1.48e-06	-	GTGCAGTACTGCGATAGTATCAGCAGAGGCAGTAA	UpstreamP1_CTCF	20
chr2	168199411	168199561	id-56802	8.71e-06	+	GTGGCCCAAACACATATCACCTCAAGGGGGCATTC	V_CTCF_BR	24
chr2	168268004	168268154	id-56803	2.04e-05	-	CCCCTTTTCTACAACCTCACCAGCAGATGTCATTG	V_CTCF_BR	16
chr2	168308117	168308267	id-56804	3.8e-07	+	TGTGCTAGTCTGCCTCCTGCCAGGAGGTGGCTCTT	Upstream_CTCF	7
chr2	168362653	168362803	id-56805	9.81e-06	-	AATCACATCAAAAAATCTGCCAGCAGGGGCAGCAC	V_CTCF_BR	9
chr2	168407062	168407212	id-56806	4.41e-06	-	CTAGTGAGAAGTCAGACAACCACTAGAGGCCACTA	V_CTCF_BR	35
chr2	168546040	168546190	id-56807	1	+	NA	NONE	28
chr2	168616164	168616314	id-56808	1	+	NA	NONE	18
chr2	168646824	168646974	id-56809	1	+	NA	NONE	6
chr2	168701701	168701851	id-56810	1.64e-07	-	TGTGCTGCTTGGACTTCTGCCAGGAGGTGGCGCTT	Upstream_CTCF	20
chr2	168712822	168712972	id-56811	3.88e-06	-	GACTCTCCAAATATGTTCACCAGCAGGTGGATCAG	V_CTCF_BR	5
chr2	168725857	168726007	id-56812	1	+	NA	NONE	21
chr2	168810338	168810488	id-56813	1	+	NA	NONE	3
chr2	168821522	168821672	id-56814	1.28e-06	+	TTACTAAGAAATTTATTAGCCAGGAGAGGGCAGTA	V_CTCF_BR	36
chr2	168832197	168832347	id-56815	5.08e-07	-	TTACCAGCCACCAATAATGCCAGCAGATGGCACTG	V_CTCF_BR	5
chr2	168906982	168907132	id-56816	1	+	NA	NONE	14
chr2	168941004	168941154	id-56817	1	+	NA	NONE	4
chr2	168973075	168973225	id-56818	8.71e-06	-	CACAGGGAATGTGGAGAGGCCAGCAGGGGGTGTGG	V_CTCF_BR	38
chr2	168975283	168975433	id-56819	8.21e-06	-	GTCAGAAAAGAGCTTTTGGTCACTAGGGGGTGCTA	V_CTCF_BR	40
chr2	168976141	168976291	id-56820	6.34e-08	-	AGTTTTGTTCCAAGTTTTCCCAGTAGAGGGCAGCA	Upstream_CTCF	40
chr2	168976948	168977098	id-56821	6.46e-07	-	TCCATTACAACCACTGCTACCAGTAGTGGGCACTC	V_CTCF_BR	30
chr2	168977434	168977584	id-56822	1	+	NA	NONE	11
chr2	168993002	168993152	id-56823	6.8e-06	+	GTGACATTACAAATCACAACCACTAGGTGGAATCT	UpstreamP1_CTCF	40
chr2	169013178	169013328	id-56824	1	+	NA	NONE	10
chr2	169017498	169017648	id-56825	2.41e-08	+	CTGCAATGACAGGGTCACTCCAGTAGAGGGAATGA	UpstreamP1_CTCF	38
chr2	169102991	169103141	id-56826	2.96e-05	+	CCCCGGGGAGCCGGACTGGGCGGCAGGCGGCGCAC	V_CTCF_BR	38
chr2	169103604	169103754	id-56827	1.52e-07	-	GGCCGGGCGCCGAGGCCGGGCGGGAGGGGGCGCGG	V_CTCF_BR	6
chr2	169103822	169103972	id-56828	1.21e-05	+	GCCGCTGTCACCGGGGCCGCCTGCTGGGGAAGCTG	Upstream_CTCF	19
chr2	169104344	169104494	id-56829	8.71e-06	-	AACGACCCCGCCCTCGGGGTCCCCAGGGGGCGTCC	V_CTCF_BR	25
chr2	169111192	169111342	id-56830	2.66e-05	+	AGGATTGCCCTTGGCTAAAACACCAGAGGGCATTA	V_CTCF_BR	25
chr2	169141749	169141899	id-56831	2.27e-05	-	TGGCAAGCGGCAGATAGCGCAACCAGCTGGAACAC	V_CTCF_BR	3
chr2	169150413	169150563	id-56832	1	+	NA	NONE	31
chr2	169185039	169185189	id-56833	1.13e-05	-	TTGCAGTTGCTTATGCCTAGGCCTTGGGGGCAGCA	UpstreamP1_CTCF	8
chr2	169193439	169193589	id-56834	4.01e-05	-	TGCAGTTAACACAAGCCGGCCAGAAGGTGGGGCTA	V_CTCF_BR	35
chr2	169202143	169202293	id-56835	1	+	NA	NONE	4
chr2	169203246	169203396	id-56836	5.86e-07	+	CCTGTAAGATTTCACTAATCCAGGAGGGGGCAGGC	Upstream_CTCF	40
chr2	169204701	169204851	id-56837	1	+	NA	NONE	40
chr2	169206988	169207138	id-56838	1.21e-05	-	ATTGTTATAAAACTGCTGGCCATCAGAGGGGGTAA	Upstream_CTCF	21
chr2	169231824	169231974	id-56839	1.77e-05	+	ACTGCATACATTCAAAGCACCACTAGAGGCTACTA	Upstream_CTCF	33
chr2	169300458	169300608	id-56840	1	+	NA	NONE	9
chr2	169305994	169306144	id-56841	1	+	NA	NONE	1
chr2	169318365	169318515	id-56842	1	+	NA	NONE	7
chr2	169351043	169351193	id-56843	4.7e-05	-	GGTGTCATCCCTAGTGAAGTCGATAGGGGGCCAGC	Upstream_CTCF	36
chr2	169471329	169471479	id-56844	1.04e-06	-	TGTGCTGATTGGCCTCCTACCAGGAGGTGGCGCTT	Upstream_CTCF	36
chr2	169489421	169489571	id-56845	1	+	NA	NONE	1
chr2	169498554	169498704	id-56846	1	+	NA	NONE	2
chr2	169518256	169518406	id-56847	1	+	NA	NONE	1
chr2	169543990	169544140	id-56848	3.18e-06	-	AGCAATCAAGATAATGTCACCAGCAGAGGCCAGCA	V_CTCF_BR	28
chr2	169547147	169547297	id-56849	1.84e-06	-	CCAGCCTCAACAGCAGGGGCCTGCAGGGGTCTCAC	V_CTCF_BR	2
chr2	169554237	169554387	id-56850	1.34e-06	-	ACAGCTATTCCTGCTTTTGACTCTGGATGGCACCT	Upstream_CTCF	21
chr2	169562189	169562339	id-56851	2.1e-05	-	CTGAAAACATCCAGAATGATCAGTAGGGGGCAGAT	UpstreamP1_CTCF	38
chr2	169568606	169568756	id-56852	9.62e-05	+	CAGTTCAGAAAAAGAGACACCACTAGGGGCCTCCT	UpstreamP1_CTCF	27
chr2	169615842	169615992	id-56853	3.11e-05	-	TCATGTTAGGCTCACTTAACCACTAGATGGCATAT	V_CTCF_BR	38
chr2	169630313	169630463	id-56854	2.01e-10	+	GTGCACTGGCCCCTCCCCACCCCTAGGGGGCACTC	UpstreamP1_CTCF	40
chr2	169706212	169706362	id-56855	5.08e-05	-	ATTCAGGGAGACTCCAAGGCCATGTGGGGGCAGTG	UpstreamP1_CTCF	39
chr2	169719953	169720103	id-56856	1	+	NA	NONE	0
chr2	169746898	169747048	id-56857	3.12e-08	+	GTGCACTTCCCGCCACCCGCCTCCAGGCGCAGGCT	UpstreamP1_CTCF	14
chr2	169764796	169764946	id-56858	3.84e-06	-	ATGCAGCTCTGGTCAGTTGTCTCCAGCTGGGGATG	UpstreamP1_CTCF	7
chr2	169777209	169777359	id-56859	8.03e-07	-	ATTGCATGTTTATTTTACAACACCAGGGGGCGATG	Upstream_CTCF	39
chr2	169800719	169800869	id-56860	2.27e-05	+	CCTTGCCCTGTTCACCCACCCCCTGGGGGGCAGTA	V_CTCF_BR	7
chr2	169805252	169805402	id-56861	1.38e-07	+	AATGTGATTTCTTCACTTACCACAAGGGGGCAATG	Upstream_CTCF	40
chr2	169816135	169816285	id-56862	1.64e-05	-	CCTGACTCTTTCATAATGGGCAGATGGGGGCAGTA	V_CTCF_BR	0
chr2	169818259	169818409	id-56863	2.58e-07	+	GAGTCAATACTCCACAAGACCACAAGGTGGCGATA	Upstream_CTCF	39
chr2	169890928	169891078	id-56864	6.23e-05	+	CAGTGTTTACAAAGCTGAGCCACAAGAAGGATGGG	UpstreamP1_CTCF	1
chr2	169944638	169944788	id-56865	1	+	NA	NONE	12
chr2	169952890	169953040	id-56866	1	+	NA	NONE	2
chr2	169963801	169963951	id-56867	2.46e-06	-	CATCTGTTGCTGGTTGCTGCCTGCAGGAGGCTGTC	UpstreamP1_CTCF	5
chr2	169966385	169966535	id-56868	9.38e-09	+	GCTCAGTGCTCTCAATTGGACACTAGGGGGCGCCC	UpstreamP1_CTCF	40
chr2	169986359	169986509	id-56869	1	+	NA	NONE	2
chr2	169988210	169988360	id-56870	1	+	NA	NONE	8
chr2	169988559	169988709	id-56871	5.93e-10	-	CTGCTATTACAGATCTTTACCACTAGATGGCACTA	UpstreamP1_CTCF	40
chr2	169998392	169998542	id-56872	1.67e-07	-	AACGCTTAACCACCTTCTACCACCAGGGGGAGCAG	V_CTCF_BR	40
chr2	170040888	170041038	id-56873	1.09e-06	-	TTGTTGCAGTCAGCCCAGACCTCCAGAGGGCTCTT	UpstreamP1_CTCF	0
chr2	170078423	170078573	id-56874	2.66e-05	-	ACATTGAAGAAACTATTATCCACTAGGGGTAGCTG	V_CTCF_BR	36
chr2	170081885	170082035	id-56875	1	+	NA	NONE	2
chr2	170116875	170117025	id-56876	3.56e-06	+	AGGGAGATGTTCATGATGACCACCAGGTGGGGATG	Upstream_CTCF	12
chr2	170132685	170132835	id-56877	5.96e-07	-	GTCATTGCCTCTCGCTTTGCCAGCAGGTGGCATTC	V_CTCF_BR	32
chr2	170218318	170218468	id-56878	1	+	NA	NONE	13
chr2	170219080	170219230	id-56879	1.81e-06	-	AGTGCAGGGGGCGGGCCGGGCGGCAGGGGGCCTGC	Upstream_CTCF	15
chr2	170220966	170221116	id-56880	3.4e-06	+	TCCGACTTACAAAGAGCGGCCGCCGGCTGGCGGGA	V_CTCF_BR	1
chr2	170253498	170253648	id-56881	3.81e-05	+	ATCTAGATTCTGGAAGGATGCACTAGAGGGAGGTA	V_CTCF_BR	0
chr2	170254339	170254489	id-56882	1	+	NA	NONE	29
chr2	170288884	170289034	id-56883	1.15e-07	-	GGTGAGTGTCCCTTCCCAGCCAGCAGGGGTCACAG	V_CTCF_BR	5
chr2	170308705	170308855	id-56884	1.41e-05	+	CCTCTATTCTATAAATTGGCCACAGGATGTCACTG	UpstreamP1_CTCF	39
chr2	170336087	170336237	id-56885	3.63e-06	+	TTCCCGAGGGATCTTCAACCCTGTAGAGGGCGCCG	V_CTCF_BR	37
chr2	170384852	170385002	id-56886	1.95e-07	+	TGGTCAATTACCTCCACCACCACCAGGTGGCGTAA	Upstream_CTCF	40
chr2	170482393	170482543	id-56887	8.71e-06	+	TAATGCTGTCACTGATCTGACAGGAGGTGGAGCTC	V_CTCF_BR	4
chr2	170532991	170533141	id-56888	2.39e-05	-	CAGTGGTTGCCAGGGCCTACAGGTAGGGGGAGTGG	UpstreamP1_CTCF	32
chr2	170549935	170550085	id-56889	2.5e-05	+	TGGCTGTCACTCTGCATCTGGTGCAGGGGGCACTA	UpstreamP1_CTCF	28
chr2	170583711	170583861	id-56890	3.45e-05	-	TCCAGCTCTGCTTTGCCTCTCACCAGGAGGCGGTG	V_CTCF_BR	0
chr2	170623916	170624066	id-56891	1	+	NA	NONE	39
chr2	170639132	170639282	id-56892	2.6e-05	+	ATGGATTAAGGCTTTCCTCCCAGTAGGAGGTGCTA	UpstreamP1_CTCF	14
chr2	170646566	170646716	id-56893	8.9e-05	-	ATGATTGTGCTTTGAATCTCCTCCAGGGCGCAGCA	UpstreamP1_CTCF	39
chr2	170681431	170681581	id-56894	3.09e-06	+	TGAGCCGGGGTTCCGCTGGCCACCTGGGGGCCTCA	Upstream_CTCF	40
chr2	170683891	170684041	id-56895	1	+	NA	NONE	31
chr2	170696861	170697011	id-56896	7.23e-07	+	CCTGCTCTGACACAAGGCTCCTCCGGGTGGCTCCA	Upstream_CTCF	7
chr2	170706268	170706418	id-56897	2.19e-05	+	ATGCTGCTTTGCTTTTGGAGCAGAAAGGGGGAGCA	UpstreamP1_CTCF	1
chr2	170734042	170734192	id-56898	5.01e-06	-	AACAGCCAGAGAACTAGTACCAGCAGATGGCTCCT	V_CTCF_BR	38
chr2	170758836	170758986	id-56899	1	+	NA	NONE	0
chr2	170767707	170767857	id-56900	8.02e-08	-	CTGTAGTAACCTATAGTTGCCACCAGATGAAGATT	UpstreamP1_CTCF	4
chr2	170785028	170785178	id-56901	1.75e-07	-	TTGTAATATACAAAGCTGGCCACAAGAGGGCTATA	UpstreamP1_CTCF	37
chr2	170789751	170789901	id-56902	9.78e-07	+	GTGTTGTTCTACTTTTGAACCAGTAGGGGAGGCAC	UpstreamP1_CTCF	40
chr2	170811861	170812011	id-56903	1	+	NA	NONE	24
chr2	170840136	170840286	id-56904	2.47e-05	-	ATTACACTTAGCCAAATGACCGCAAGATGGCCCCA	Upstream_CTCF	18
chr2	170862351	170862501	id-56905	2.77e-07	+	GAGTAATGATCTGGGGCCAGCACCAGAGGGTGCTG	UpstreamP1_CTCF	27
chr2	170869409	170869559	id-56906	1	+	NA	NONE	7
chr2	170937529	170937679	id-56907	3.1e-07	+	GTGGAAGGATCGCTTGAGCCCAGCAGGTGGCGGCT	UpstreamP1_CTCF	4
chr2	170948328	170948478	id-56908	1	+	NA	NONE	1
chr2	170953636	170953786	id-56909	5.3e-05	+	GAGAAATATTACATACCCACCTCTAGAGGGACTTC	UpstreamP1_CTCF	11
chr2	170980222	170980372	id-56910	4.1e-06	+	GCTGTACTTCTCCCTACAGAAGCCAGAGGGGCCCA	Upstream_CTCF	24
chr2	171003422	171003572	id-56911	2.27e-05	+	TGCAAATATAAGGCAGAGGCCACATGCTGGCAGTC	V_CTCF_BR	1
chr2	171011702	171011852	id-56912	1	+	NA	NONE	22
chr2	171028557	171028707	id-56913	2.1e-06	-	CCTGAAATTTGGGTAGCTGCCATGAGGGGGAAGTA	Upstream_CTCF	0
chr2	171078903	171079053	id-56914	2.6e-05	+	CAGCAGGCTTCCTCTGAAGCCTCTAGGGGAGGGAT	UpstreamP1_CTCF	14
chr2	171092583	171092733	id-56915	1.55e-05	+	TTTAAGATTCCAAGGTAAGACACAAGATGGCGCTC	V_CTCF_BR	39
chr2	171098977	171099127	id-56916	1.83e-05	-	CTCCCTGCCTGCCAGGACTCAGGCAGGGGGCAGCA	V_CTCF_BR	0
chr2	171110945	171111095	id-56917	3.11e-05	+	GCCTCCTGCCTGGCTGCTCCCACAAGAGGGTGTGC	V_CTCF_BR	0
chr2	171149049	171149199	id-56918	1.17e-05	+	GGTTGCGGTTTCCTTTTTGCCTCTAGGTGGTACCT	V_CTCF_BR	8
chr2	171153634	171153784	id-56919	1.65e-07	+	CTGTTGTGACTGAGGTATGCCACTAGGTGCTGGGA	UpstreamP1_CTCF	3
chr2	171158264	171158414	id-56920	1	+	NA	NONE	1
chr2	171181187	171181337	id-56921	1.84e-06	+	TGGCAGATATTAAGCTTTGTCAGCAGAGGGCACTA	V_CTCF_BR	40
chr2	171217948	171218098	id-56922	2.38e-07	+	TTCTTGGCTGCCACTGTGTCCAGCAGAGGGCAACC	V_CTCF_BR	40
chr2	171219856	171220006	id-56923	1	+	NA	NONE	9
chr2	171226527	171226677	id-56924	1.37e-05	+	ATAGATCTTCAATTTCTGTCCAGAGGGTGGCAGAA	Upstream_CTCF	31
chr2	171234440	171234590	id-56925	1.26e-05	+	GGTCCTATTCTCAAGTAGGGCACTAGATGGAGCAT	Upstream_CTCF	25
chr2	171251637	171251787	id-56926	3.42e-05	-	GGTATAATCCCCCAGCCCTCCACAAGGAGTCATCA	Upstream_CTCF	19
chr2	171253694	171253844	id-56927	7.9e-07	+	TTGTAGCATTATCAGGTATCCAGCAGATGTCACTA	UpstreamP1_CTCF	38
chr2	171265669	171265819	id-56928	5.77e-08	+	AACCATTTAACAGCCTGGACCACTAGGGGGCGCTA	V_CTCF_BR	40
chr2	171318511	171318661	id-56929	1	+	NA	NONE	24
chr2	171343364	171343514	id-56930	1.83e-05	+	AACAAATCATTTCCCTTCTCCACTTGATGGCAGTC	V_CTCF_BR	11
chr2	171380145	171380295	id-56931	1.35e-05	+	GTCATGCCCCCACTTATGGCCACGAGGTGGCCAAA	UpstreamP1_CTCF	16
chr2	171386924	171387074	id-56932	6.39e-05	-	GCAGAACCCCTCAGATTAACCCATAGGTGGTGTTG	Upstream_CTCF	16
chr2	171432948	171433098	id-56933	1	+	NA	NONE	12
chr2	171507741	171507891	id-56934	1	+	NA	NONE	11
chr2	171561872	171562022	id-56935	8.43e-09	-	CCCTACCCCTTGCCCCAAGCCACCAGGGGGCACAC	V_CTCF_BR	14
chr2	171571928	171572078	id-56936	1.63e-05	+	GCGGCGGCGTCCCGCTCCGCAGCCAGGGGCCTGCA	Upstream_CTCF	3
chr2	171572239	171572389	id-56937	2.46e-06	-	CTGAAATCAGCAGGAGGGCCCAGCAGGGTGAGCTC	UpstreamP1_CTCF	4
chr2	171573451	171573601	id-56938	5.77e-08	+	GCCCCCCTGGCGGCCACGGCCAGGAGGTGCCGCCG	V_CTCF_BR	32
chr2	171580210	171580360	id-56939	2.96e-05	-	CTAGACCTCCCTGCTCCAGAAGCAAGGGGGCAGCC	V_CTCF_BR	3
chr2	171593336	171593486	id-56940	1	+	NA	NONE	3
chr2	171622585	171622735	id-56941	1	+	NA	NONE	4
chr2	171626839	171626989	id-56942	1.61e-05	+	TGGCAGAGCAGCAGCTCTGGCGCTAGAGGGAACCT	UpstreamP1_CTCF	34
chr2	171627695	171627845	id-56943	7.31e-05	+	GTGCAGTCTGACCCAGCCCCCACAGCAGACCACCC	UpstreamP1_CTCF	11
chr2	171627886	171628036	id-56944	1	+	NA	NONE	3
chr2	171669367	171669517	id-56945	6.98e-07	-	AAACTCGAAGACAGAATGACCACCAGGTGGCAATA	V_CTCF_BR	40
chr2	171672342	171672492	id-56946	1.67e-07	-	TGCGTTGAAAGAGAAATTCCCACCAGAGGGCGCCA	V_CTCF_BR	40
chr2	171678859	171679009	id-56947	1.73e-05	+	CCGGGTGCCCTGCCTGGGCGCAGAAGCGGGAGGAA	V_CTCF_BR	28
chr2	171680334	171680484	id-56948	6.39e-08	-	GCAGCCAGAGGAGCAGGGGACAGCAGGGGGCAGGA	V_CTCF_BR	9
chr2	171701940	171702090	id-56949	1.73e-05	+	CTCCCAATATGTCCGCTTGCTGACAGGGGGCGCCA	V_CTCF_BR	24
chr2	171729829	171729979	id-56950	1.24e-05	-	GTGTCAGCTGGTTGTTTGCCCACTAGGTGGCGTCT	V_CTCF_BR	40
chr2	171741760	171741910	id-56951	3.22e-05	-	TGGTGCTTGTGATTCTTGGCCACTGGGGGGACAGC	UpstreamP1_CTCF	22
chr2	171749211	171749361	id-56952	4.41e-06	-	GGGGAGGTTAGCTGACGTGCCTGGAGGTGTCACCC	V_CTCF_BR	0
chr2	171785022	171785172	id-56953	1.39e-05	+	TAGGACGGGGAACCGAGCAGCAGCAGGTGGTGGAA	V_CTCF_BR	1
chr2	171785409	171785559	id-56954	1	+	NA	NONE	40
chr2	171785585	171785735	id-56955	3.18e-06	+	GGGCCCCTTCCAGTGGCTCGCGGCAGGTGGCGCTG	V_CTCF_BR	9
chr2	171789591	171789741	id-56956	1	+	NA	NONE	8
chr2	171823273	171823423	id-56957	3.18e-06	+	AAGGTGCCACAGTTTTAAACCAGAAGGTGGCACTC	V_CTCF_BR	35
chr2	171823687	171823837	id-56958	3.81e-05	-	TGGCGTTGACCTCGAGTGTCCAGCAGGGCGGCCAG	UpstreamP1_CTCF	36
chr2	171830035	171830185	id-56959	6.51e-11	+	CTACAGTGCGCGCCACGGGCCACCAGGTGGCGCCG	V_CTCF_BR	40
chr2	171848051	171848201	id-56960	2.15e-05	+	TCCCCTTTTCTGCGTTCTGCCACTAGCAGTCGCTC	V_CTCF_BR	29
chr2	171852960	171853110	id-56961	3.8e-07	-	GCTGCTGCAGGGGATCTGTCCAGCAGGGGCTGGTG	Upstream_CTCF	21
chr2	171943438	171943588	id-56962	3.18e-06	-	GAAATTTAAGCTATGTCTCCCTGCAGAGGGCAGCA	V_CTCF_BR	39
chr2	171997839	171997989	id-56963	3.33e-08	-	CTGCACTGCCCAGTGCCAGCCACTAGCTGCATGTA	UpstreamP1_CTCF	14
chr2	172015882	172016032	id-56964	1.59e-06	-	CTTGCAAGCAAGTGGGCTGCCACCAGATGTAGCAG	V_CTCF_BR	40
chr2	172017696	172017846	id-56965	1	+	NA	NONE	21
chr2	172048067	172048217	id-56966	1	+	NA	NONE	0
chr2	172073933	172074083	id-56967	7.11e-06	-	TCTCCATTCATTAGCGCCTCCACCAGAGGGGGGCA	Upstream_CTCF	1
chr2	172081946	172082096	id-56968	6.48e-05	-	ATGCCATTGCACCTTCCTACCAGCAGTGTACAAAG	UpstreamP1_CTCF	33
chr2	172092117	172092267	id-56969	1	+	NA	NONE	0
chr2	172102079	172102229	id-56970	1	+	NA	NONE	25
chr2	172110905	172111055	id-56971	1	+	NA	NONE	10
chr2	172131396	172131546	id-56972	7.73e-05	+	GGTCCAGCACCACCTATGGCCAACATAAGGAAGCC	Upstream_CTCF	7
chr2	172176720	172176870	id-56973	1	+	NA	NONE	4
chr2	172203736	172203886	id-56974	2.8e-05	+	CCTGCCTTTCCTGCTTCTACAGAGAGAGGCCAGTC	Upstream_CTCF	16
chr2	172272695	172272845	id-56975	2.83e-07	-	TGTCCTGGTGTAGAGATGACCAGCAGAGGGTGCAC	V_CTCF_BR	40
chr2	172290422	172290572	id-56976	1	+	NA	NONE	37
chr2	172304296	172304446	id-56977	8.81e-07	-	TCCTGTCACTGAGGAGCCACCACAAGGTGGAAGTC	V_CTCF_BR	30
chr2	172347946	172348096	id-56978	1.21e-05	-	GCATTGATTCCATCCACGGCCACCAGCAGGTGAAA	Upstream_CTCF	7
chr2	172378595	172378745	id-56979	1	+	NA	NONE	29
chr2	172386570	172386720	id-56980	7.62e-07	-	CATGCCATACCCTCTTCGGCCTCTAGGGGAGCCAA	Upstream_CTCF	40
chr2	172397857	172398007	id-56981	4.99e-07	+	AAAGGAACTCCTCCACCGTCCCCTAGAGGGAGCCA	Upstream_CTCF	39
chr2	172424735	172424885	id-56982	1	+	NA	NONE	24
chr2	172430698	172430848	id-56983	1.9e-09	+	GCTGCACTACCGATAATATGCACGAGGTGGCAGCA	Upstream_CTCF	40
chr2	172455364	172455514	id-56984	3.4e-06	+	TGTCATACATGGTGAACTTCCACTAGGGGGCTCAC	V_CTCF_BR	40
chr2	172543652	172543802	id-56985	1	+	NA	NONE	15
chr2	172560241	172560391	id-56986	4.41e-06	+	GGGCTAAGAACACTTGTGTCCAGAAGGGGGCATTA	V_CTCF_BR	40
chr2	172562216	172562366	id-56987	1	+	NA	NONE	20
chr2	172562755	172562905	id-56988	5.34e-06	+	CATTTATGATAAAATTTAACCAGAAGATGGCAGTG	V_CTCF_BR	37
chr2	172580863	172581013	id-56989	1	+	NA	NONE	23
chr2	172644326	172644476	id-56990	7.46e-06	-	CTGATGTCATCAAGACAAGACTGCAGGTGGCTGCC	UpstreamP1_CTCF	10
chr2	172667793	172667943	id-56991	7.73e-05	+	ACTGATTTAAAAGAACAAATCAGCAGATGGCAGTA	Upstream_CTCF	37
chr2	172670343	172670493	id-56992	1	+	NA	NONE	4
chr2	172739878	172740028	id-56993	2.04e-05	-	GCTGGATGAAACTCCTTTTCATCCAGAGGGCAGCA	V_CTCF_BR	11
chr2	172749941	172750091	id-56994	1	+	NA	NONE	6
chr2	172783151	172783301	id-56995	1	+	NA	NONE	19
chr2	172797597	172797747	id-56996	1.04e-06	+	CTTGCCATTATAAAGCCTGCCACCAGATGCAGCTT	Upstream_CTCF	34
chr2	172813722	172813872	id-56997	1.47e-05	+	TGAGGGCAAAGCTTTGGGTCCAGAGGGTGGAGCTG	V_CTCF_BR	28
chr2	172949700	172949850	id-56998	1.76e-05	+	CCCCAGTGCGCGACTCCGCGCTCCAGAGGCAGAGG	UpstreamP1_CTCF	9
chr2	172951430	172951580	id-56999	4.03e-06	+	TTGCAGTTGCAGGCTTTGAACCGGAGGTTCCAGCA	UpstreamP1_CTCF	27
chr2	172955374	172955524	id-57000	1	+	NA	NONE	1
chr2	172960649	172960799	id-57001	1	+	NA	NONE	32
chr2	172966428	172966578	id-57002	4.94e-06	+	GGTGCACTGAACTGTGGCGCCACGGGCAGGCGCAA	Upstream_CTCF	13
chr2	172967541	172967691	id-57003	1	+	NA	NONE	2
chr2	172968682	172968832	id-57004	2.78e-09	-	CCGCAACCTCGCACACTGCCCACCAGGTGGCGCCA	UpstreamP1_CTCF	40
chr2	172971065	172971215	id-57005	4.21e-05	-	CGCCCACCCTAGCTCCCTGCCGACAGGAGGCATCC	V_CTCF_BR	35
chr2	172978477	172978627	id-57006	5.28e-05	-	AGATGAAGACCCTAAATGACCACTGGGTGTCATCA	Upstream_CTCF	34
chr2	172992095	172992245	id-57007	6.05e-06	-	AGCAAAATACCAAGTTTTGTCAGTAGAGGGCACTA	V_CTCF_BR	40
chr2	172999104	172999254	id-57008	6.49e-06	-	CTGTACTTCCCCTGGGGAGCCACCAGGTTATCATA	UpstreamP1_CTCF	17
chr2	173037281	173037431	id-57009	8.13e-06	+	GGCGCAGTTTCCCCGCGGCCCGCTGGGTCGCACTG	Upstream_CTCF	39
chr2	173061461	173061611	id-57010	1	+	NA	NONE	5
chr2	173065366	173065516	id-57011	5.63e-09	+	GCTGCAGTATGAGATTCTGCCAGTAGGTGCCACTC	Upstream_CTCF	39
chr2	173073467	173073617	id-57012	1	+	NA	NONE	3
chr2	173073929	173074079	id-57013	1	+	NA	NONE	11
chr2	173091188	173091338	id-57014	2.86e-06	-	AAGCATTAGCTGAGTTCTGCCACTAGACGTCACCC	UpstreamP1_CTCF	13
chr2	173093570	173093720	id-57015	1.73e-05	-	GCTTGGTGAGAGCATCCTCCCACCAGGAGGAGCCT	V_CTCF_BR	4
chr2	173099460	173099610	id-57016	2.78e-06	+	TGGCTGCCTGGGGGTCTTGTCGCCTGGGGGCGGCG	V_CTCF_BR	14
chr2	173144722	173144872	id-57017	3.29e-05	-	TCCTTAATTCCACATAACAACACTGGGAGGCAGGT	Upstream_CTCF	6
chr2	173204292	173204442	id-57018	1	+	NA	NONE	21
chr2	173263283	173263433	id-57019	1.48e-05	-	AAGTACTGGCTGGATTCCACCTCTGGGAGGTGGAA	UpstreamP1_CTCF	8
chr2	173292052	173292202	id-57020	1.61e-05	+	CTGCTTCGCCGCGAGCTCGCCTCCGGGGCTCCCAC	UpstreamP1_CTCF	23
chr2	173292274	173292424	id-57021	1.48e-06	+	TTCAGCGGTCGCGAGCTGCCCGCGAGGGGGAGCGG	V_CTCF_BR	30
chr2	173292945	173293095	id-57022	3.18e-06	+	GGGCGTGTTTGCTGGGACCCCGGCAGGTGGCACGC	V_CTCF_BR	30
chr2	173294089	173294239	id-57023	3.67e-07	+	GTGCAGAAATGATTGTGGGCCAGCAGAGGGAATTC	UpstreamP1_CTCF	26
chr2	173319920	173320070	id-57024	2.66e-05	-	TCTGTGAGCAGCAAAGCAGGCACCAGAGGTCGTCA	V_CTCF_BR	7
chr2	173320802	173320952	id-57025	1.48e-06	-	AAGTACTGTCTCTCCTCTGGCTGCAGGGGGAAGTG	UpstreamP1_CTCF	15
chr2	173326877	173327027	id-57026	2.18e-07	-	GAGGAAGAGCTGACACCCAGCAGCAGAGGGCGCCC	V_CTCF_BR	40
chr2	173330281	173330431	id-57027	2.84e-05	+	CTGTACAGCTGCGACATCACCGCCCGGGGGCCATG	UpstreamP1_CTCF	14
chr2	173330566	173330716	id-57028	1.3e-07	-	CCTGCAGAACCTCAACACATCACTAGGTGGCAACA	Upstream_CTCF	39
chr2	173332286	173332436	id-57029	8.58e-06	+	ATGTGCCAGCACCAGGCTTACAGCAGGGGACAGCA	UpstreamP1_CTCF	39
chr2	173346390	173346540	id-57030	1	+	NA	NONE	13
chr2	173349203	173349353	id-57031	6.84e-06	-	AAGTTAAATTTTCATTGTGCCACCTGGGGGAGCTC	V_CTCF_BR	36
chr2	173349518	173349668	id-57032	1	+	NA	NONE	5
chr2	173410540	173410690	id-57033	4.94e-06	-	TCTGCAAGTCAAGCTTGATTCCCTAGAGGGAACCA	Upstream_CTCF	5
chr2	173458546	173458696	id-57034	1.75e-07	+	CTCTAGTTTCTTGTTCTGGCCACTAGATGGCATCT	UpstreamP1_CTCF	38
chr2	173478430	173478580	id-57035	1	+	NA	NONE	23
chr2	173479768	173479918	id-57036	9.27e-07	-	CTGCTGTGCTCAACCCCTTGCGGCAGGGAGCACGT	UpstreamP1_CTCF	2
chr2	173526986	173527136	id-57037	1	+	NA	NONE	7
chr2	173538852	173539002	id-57038	3.41e-07	+	GGAGCTGTTTCTTTTGGTGGCCGCAGGTGGCGCAG	Upstream_CTCF	16
chr2	173539528	173539678	id-57039	2.6e-06	-	AAGTCCCCGCCTGCTGTCCCCGCAAGGTGGCGCCT	V_CTCF_BR	29
chr2	173569181	173569331	id-57040	1.95e-07	+	GTAGTATTTTCAGGAGAGCCCACAAGAGGGCAGTA	Upstream_CTCF	40
chr2	173575345	173575495	id-57041	2.83e-07	-	TCACTGATCTCTGGCACCTCCAGCAGAGGGCAGGC	V_CTCF_BR	40
chr2	173635892	173636042	id-57042	1.24e-05	-	GGCTTGTTCTCCCCTTCCACAGCAAGAGGGCACCA	V_CTCF_BR	6
chr2	173648111	173648261	id-57043	2.66e-05	-	AACATGGCCTGCACAGCCGCCACTAGGGAGCAGAG	V_CTCF_BR	36
chr2	173657537	173657687	id-57044	8.03e-07	-	TGTGTTTTACATGCCATAGCCACAAGATGGAGAAG	Upstream_CTCF	8
chr2	173671255	173671405	id-57045	4.58e-08	+	CTGCAATGCTGTTGTTTTATCACAAGAGGGCAGTG	UpstreamP1_CTCF	40
chr2	173678151	173678301	id-57046	2.02e-06	+	CTGTTTTTACTCTGTTGTGGCTGCAGGAGGCAGCA	UpstreamP1_CTCF	38
chr2	173687269	173687419	id-57047	5.98e-05	+	ATGCTGTATGGTGGGCCTGCCGGTAGGGTACTATA	UpstreamP1_CTCF	1
chr2	173729059	173729209	id-57048	4.31e-07	+	TCATGGCTCCCTGGATCAGCCACCAGGGGGTGCTT	V_CTCF_BR	40
chr2	173730219	173730369	id-57049	1.19e-06	-	GGCAAGAAGAAACGAACTGCCACCAGGAGGAGCCA	V_CTCF_BR	40
chr2	173793679	173793829	id-57050	1	+	NA	NONE	1
chr2	173796745	173796895	id-57051	1.74e-08	-	TGCATGAACACCGGAATGACCACCAGAGGGAGCCC	V_CTCF_BR	40
chr2	173802764	173802914	id-57052	1	+	NA	NONE	1
chr2	173836857	173837007	id-57053	3.4e-06	+	TGTTCGATTCCACACACTTGCTCTAGAGGGCGCGT	Upstream_CTCF	40
chr2	173842159	173842309	id-57054	2.11e-06	+	GAGGTGAGCCTTTTCTGAGACACTAGATGGCACAG	V_CTCF_BR	29
chr2	173860763	173860913	id-57055	2.4e-05	-	AACCCAGGGCAGTTCAGGTCAGGCAGGGGGAGCTG	V_CTCF_BR	35
chr2	173886731	173886881	id-57056	1.48e-06	-	CTTTTTATGGCTTTCCTTTCCAGGAGAGGGCAGCA	V_CTCF_BR	37
chr2	173888614	173888764	id-57057	1	+	NA	NONE	2
chr2	173892293	173892443	id-57058	3.63e-08	+	CCAGCATGACACATTCTCACCAGTAGAGGGCAGTG	Upstream_CTCF	40
chr2	173893349	173893499	id-57059	1	+	NA	NONE	8
chr2	173902125	173902275	id-57060	1	+	NA	NONE	1
chr2	173940488	173940638	id-57061	1	+	NA	NONE	40
chr2	173956178	173956328	id-57062	2.94e-06	+	TTTTCTCTTCCCTGGGCAGCCAAGAGGGGTCGGTA	Upstream_CTCF	39
chr2	173989376	173989526	id-57063	3.28e-05	-	CCTCTTGACAGTCTGGCTGCCAGCAGAGTGCAGGA	V_CTCF_BR	7
chr2	174022354	174022504	id-57064	1	+	NA	NONE	3
chr2	174058167	174058317	id-57065	5.41e-06	-	ATTGTACTTCATCTCAGGAAAAGCAGAGGGGGGCA	Upstream_CTCF	3
chr2	174063203	174063353	id-57066	1	+	NA	NONE	4
chr2	174075437	174075587	id-57067	7.9e-07	-	ATGCAGTATTCATTTGGCATCAGCAGATGGCGTAA	UpstreamP1_CTCF	39
chr2	174081548	174081698	id-57068	1	+	NA	NONE	14
chr2	174147795	174147945	id-57069	4.5e-06	-	GCTGCAGTGAGCTGTGAAGGCGAGAGGTGGCAGTG	Upstream_CTCF	6
chr2	174151098	174151248	id-57070	3.29e-05	+	TTCTTTATTCCAGCCACCCCCAGTAGATGTCCCCA	Upstream_CTCF	19
chr2	174176656	174176806	id-57071	1	+	NA	NONE	2
chr2	174219540	174219690	id-57072	1.47e-05	-	CCGCGCGGTCAGCGGTCCCACAGCAGGAGGAGCAG	V_CTCF_BR	23
chr2	174226044	174226194	id-57073	1	+	NA	NONE	12
chr2	174262409	174262559	id-57074	4.41e-06	-	CTCTACGTGGTGTCATCAGCCACCTGGTGTCACTG	V_CTCF_BR	17
chr2	174265615	174265765	id-57075	6.84e-06	+	ACGTACAGGTTCCCTTTGCCCTACAGGGGGCAGAC	V_CTCF_BR	39
chr2	174267235	174267385	id-57076	2.27e-06	+	TTACGACGTGCTTTGGATTCCAGCAGGGGGAGCTC	V_CTCF_BR	40
chr2	174296033	174296183	id-57077	3.18e-06	+	CAGGATGAGGCTGCACTTGCCACCAGGGGGATTTC	V_CTCF_BR	20
chr2	174314031	174314181	id-57078	8.21e-06	-	GAGAATGAGGTTTAGCTTGTCGGTAGAGGGCGCAG	V_CTCF_BR	40
chr2	174327945	174328095	id-57079	1	+	NA	NONE	3
chr2	174358736	174358886	id-57080	1.69e-05	+	TTGCATTTCAACACTCCATCCACAGGAGGCTCCTC	UpstreamP1_CTCF	28
chr2	174432916	174433066	id-57081	2.97e-06	-	TTGATACCTCCGAGGGTGGACTACAGGGGGCAGCA	V_CTCF_BR	38
chr2	174436136	174436286	id-57082	1	+	NA	NONE	36
chr2	174454449	174454599	id-57083	2.68e-05	-	CATGTAATCCTCCTGATAGCCTGCAGGTAGGTACT	Upstream_CTCF	3
chr2	174477212	174477362	id-57084	1	+	NA	NONE	17
chr2	174532301	174532451	id-57085	3.22e-05	-	CTGCCAGGCCATGAGTGTCCACCCAGAGGGAACAG	UpstreamP1_CTCF	36
chr2	174540886	174541036	id-57086	5.08e-05	+	CAACAATGAGAACACATGGCCACAGGGAGGAGACA	UpstreamP1_CTCF	11
chr2	174585193	174585343	id-57087	1	+	NA	NONE	28
chr2	174614181	174614331	id-57088	1	+	NA	NONE	37
chr2	174615175	174615325	id-57089	1	+	NA	NONE	26
chr2	174617000	174617150	id-57090	5.41e-07	+	CAGCATCCCTGGCCTCTACCCACTAGGTGCCAGTA	UpstreamP1_CTCF	39
chr2	174628501	174628651	id-57091	5.68e-06	+	ATAAAGCAGGTGCACACAGCCAGGTGGTGGCAGGC	V_CTCF_BR	2
chr2	174667369	174667519	id-57092	1	+	NA	NONE	3
chr2	174680639	174680789	id-57093	1	+	NA	NONE	4
chr2	174685733	174685883	id-57094	1	+	NA	NONE	0
chr2	174732223	174732373	id-57095	1.64e-05	-	TGCGGCTGATGGAGGAGATGCAGCAGTGGGAGCTA	V_CTCF_BR	2
chr2	174739170	174739320	id-57096	1.64e-06	+	AGGTGGGTCCCCCTCCCCTCCACCAGAGGGCCCAT	UpstreamP1_CTCF	7
chr2	174749259	174749409	id-57097	1.67e-07	+	ATCCACAGGGCAGTCCTGGCCACAAGGTGGCAGTT	V_CTCF_BR	40
chr2	174787592	174787742	id-57098	1	+	NA	NONE	13
chr2	174817105	174817255	id-57099	1	+	NA	NONE	14
chr2	174819795	174819945	id-57100	3.18e-06	+	CGTTTGCCAAGTTACCTGTCCAGAAGGGGTCACTG	V_CTCF_BR	21
chr2	174828106	174828256	id-57101	1	+	NA	NONE	35
chr2	174854038	174854188	id-57102	1	+	NA	NONE	7
chr2	174868460	174868610	id-57103	1	+	NA	NONE	23
chr2	174900779	174900929	id-57104	3.4e-06	+	ATCGTTGTTCTGACTTCTCCCACCAGGGGCTAGTT	Upstream_CTCF	35
chr2	174904736	174904886	id-57105	4.68e-07	-	ACGATCTTGATGGTCTGGGCCACTAGGTGGCGATC	V_CTCF_BR	40
chr2	174913073	174913223	id-57106	2.6e-06	-	GCCGGTCAGCCTGACATCCCCAGCAGATGTCAGTC	V_CTCF_BR	7
chr2	174916500	174916650	id-57107	1	+	NA	NONE	17
chr2	174940856	174941006	id-57108	1.83e-05	-	GCATGTCTGGATCTGCATACCAGCAGGTGGAATCA	V_CTCF_BR	17
chr2	174943137	174943287	id-57109	2.53e-05	-	GATTTGATTTGCTTTCTCAACACTAGAGGGCAGGT	V_CTCF_BR	37
chr2	174969181	174969331	id-57110	1	+	NA	NONE	0
chr2	175003017	175003167	id-57111	2.38e-07	+	GGAGAAAGATGGGAAATGGCCAGTAGGTGGAGCAA	V_CTCF_BR	38
chr2	175010679	175010829	id-57112	1.31e-05	+	TGACATCTGAGCCAAACGGCCAGAGGGAGGCAGTA	V_CTCF_BR	32
chr2	175022839	175022989	id-57113	8.16e-07	+	AGTTAAGCTAGAGCTATCACCACCAGGTGGTGCCA	V_CTCF_BR	38
chr2	175045212	175045362	id-57114	4.23e-06	+	GTGTTATTCCTCAGATAAGACAGCAGGATGCAGTA	UpstreamP1_CTCF	37
chr2	175088937	175089087	id-57115	3.63e-05	-	ATGAAAATCCGTATAGGTACCGAGAGGGGGCAGTG	V_CTCF_BR	3
chr2	175089434	175089584	id-57116	1	+	NA	NONE	3
chr2	175152338	175152488	id-57117	1	+	NA	NONE	8
chr2	175197478	175197628	id-57118	2.58e-05	-	CCTAGAAGAGCCGGAAAGCCCAGCAGGGGGACCCG	Upstream_CTCF	21
chr2	175197885	175198035	id-57119	1	+	NA	NONE	4
chr2	175198346	175198496	id-57120	1	+	NA	NONE	6
chr2	175201327	175201477	id-57121	1.48e-05	-	GTGCAGCGAGCTCTGGAGCCCCCCAGCGGGGTTCT	UpstreamP1_CTCF	17
chr2	175201683	175201833	id-57122	1.84e-07	+	CCTGCGACTGCCCCAACTGCCAGGAGGCGGAGCGG	Upstream_CTCF	13
chr2	175206324	175206474	id-57123	1.46e-07	-	ACGGCCTTTCCGCCTCGGAGCTCTAGGTGGCGCCA	Upstream_CTCF	40
chr2	175209873	175210023	id-57124	1	+	NA	NONE	40
chr2	175214852	175215002	id-57125	2e-06	-	CAAGAAATGTCTGCTGGGTCCAATAGAGGGAGCTC	Upstream_CTCF	39
chr2	175307981	175308131	id-57126	1	+	NA	NONE	3
chr2	175327316	175327466	id-57127	5.98e-05	-	TTGCCCATACTTCTTAGCACCAGAAGAGGGGGATG	UpstreamP1_CTCF	11
chr2	175327614	175327764	id-57128	3.06e-08	+	GTTTGCCCAAGTCATACAGCCAGCAGAGGGCAGAG	V_CTCF_BR	40
chr2	175330156	175330306	id-57129	3.22e-05	-	CAGTGCTGCTCCCTTTTGGAGACAAGAGGGAAGAT	UpstreamP1_CTCF	17
chr2	175347005	175347155	id-57130	1.41e-05	-	GTGTGCCCGATGCCCTTATCCACCAGGCGGAGCTC	UpstreamP1_CTCF	2
chr2	175351362	175351512	id-57131	2.6e-05	+	CAGCAGGTCCAGACAACGGGCCGCGGGGCCAGGGC	UpstreamP1_CTCF	29
chr2	175387391	175387541	id-57132	1	+	NA	NONE	36
chr2	175400055	175400205	id-57133	1.64e-06	+	GGGTCAGCACCAGGCCAGTCCAGGAGGAGGCAGAG	Upstream_CTCF	4
chr2	175411762	175411912	id-57134	3.5e-05	-	CCGCTCAAGCCTGAGAGTCCCTCTAGGTGGCCCTG	UpstreamP1_CTCF	40
chr2	175442802	175442952	id-57135	1.34e-06	+	CAGCATCCCTGGCCTCTACCCACTAGATGTCAGTA	UpstreamP1_CTCF	39
chr2	175468155	175468305	id-57136	2.04e-05	-	CCTGTCTCAGACCGAGGAGTCAATAGGTGGCAGCA	V_CTCF_BR	40
chr2	175470545	175470695	id-57137	4.17e-05	+	GGCTCATTCCCTTCCTTATCCACTAGAGGCTGTTA	Upstream_CTCF	40
chr2	175481899	175482049	id-57138	1	+	NA	NONE	13
chr2	175497779	175497929	id-57139	1	+	NA	NONE	3
chr2	175499628	175499778	id-57140	2.31e-06	-	AGGGCCCTTCCTCAGCTGCCCTGAGGGTGGCAGTC	Upstream_CTCF	13
chr2	175501848	175501998	id-57141	1	+	NA	NONE	24
chr2	175531825	175531975	id-57142	1	+	NA	NONE	8
chr2	175548339	175548489	id-57143	6.84e-06	-	TGTTAACTTTTCTTTGGGGCCTGGAGGTGGCAGCT	V_CTCF_BR	32
chr2	175552923	175553073	id-57144	2.84e-05	-	CTGGAAGTAACATAAATGTCCACTAAGAGGCGCTT	UpstreamP1_CTCF	35
chr2	175558181	175558331	id-57145	2.8e-05	+	ATTGTAGTGATGAGCGCCCTCGGAAGGTGGTGCTG	Upstream_CTCF	2
chr2	175562029	175562179	id-57146	4.3e-08	+	CTGCATCCCTGGCCTCTGCCCACTAGATGTCAGCA	UpstreamP1_CTCF	40
chr2	175564831	175564981	id-57147	3.79e-08	+	CTGTAGTACTTACTGTTCAACACAAGAGGGAGCTG	UpstreamP1_CTCF	40
chr2	175570170	175570320	id-57148	1.09e-06	-	AGTGCTCCTCCAAAACCCTCCTCTAGGGGCCTCCT	Upstream_CTCF	13
chr2	175613713	175613863	id-57149	3.12e-08	+	CTGTAATGTGAGAAGTTCGCCACTGGAGGGAGCCC	UpstreamP1_CTCF	40
chr2	175616060	175616210	id-57150	3.31e-06	-	TTCTAGCATCCGGAAGCAGCCAGTAGGGGACAGCT	UpstreamP1_CTCF	7
chr2	175628266	175628416	id-57151	2.27e-05	-	CATCCTGAATCCCAGACTTCCGCTAGAGGGAAACA	V_CTCF_BR	25
chr2	175636400	175636550	id-57152	2.19e-08	+	GAGTGCCTTGGTCCAGTGGCCAGCAGGTGGCAACA	V_CTCF_BR	40
chr2	175641062	175641212	id-57153	1.95e-07	-	GCTGCACTCCTCAAAAGTGACTGCTGGTGGCGCTG	Upstream_CTCF	40
chr2	175753735	175753885	id-57154	7.78e-06	+	CCTGCAAAACTACTCACAGATACCAGAGGGAGCAA	Upstream_CTCF	25
chr2	175765914	175766064	id-57155	3.29e-05	-	AGTGCACATCTCTGAACTGAAAGAAGAGGGTGGCC	Upstream_CTCF	15
chr2	175850540	175850690	id-57156	2.8e-05	-	AAAACATTTTCCAGAGAGTCCACAAGATGGCACTT	Upstream_CTCF	40
chr2	175855057	175855207	id-57157	4.14e-05	-	CTGCTGTTCCTAGGTCTCTCCAGACAGAGGAGCTC	UpstreamP1_CTCF	40
chr2	175870169	175870319	id-57158	7.12e-06	-	ATCCCGCTCCGGGCGGCCGCCTCCAGGGGGGCGCT	UpstreamP1_CTCF	23
chr2	175874784	175874934	id-57159	5.01e-06	+	ATTATTTGTGTTCTGTTCACCACCAGAGGGTGCCT	V_CTCF_BR	11
chr2	175895840	175895990	id-57160	1.73e-05	-	TATAGTCAGGACTCTGGGTCCACCTGGTGGTGCAG	V_CTCF_BR	40
chr2	175901356	175901506	id-57161	3.09e-05	+	AAGTATTTATTTTTCACTACCACTAGGTGGTGTTT	UpstreamP1_CTCF	39
chr2	175923692	175923842	id-57162	1	+	NA	NONE	1
chr2	175971979	175972129	id-57163	1	+	NA	NONE	3
chr2	175975950	175976100	id-57164	3e-08	+	GATGTAATACTCCTATTTTCCACTAGGAGGAGAAA	Upstream_CTCF	39
chr2	176000082	176000232	id-57165	1	+	NA	NONE	13
chr2	176045832	176045982	id-57166	6.43e-06	+	CTCTGCCTCGCCCTAGTGGCAAGGAGAGGGCTGAG	V_CTCF_BR	38
chr2	176052274	176052424	id-57167	1	+	NA	NONE	40
chr2	176068473	176068623	id-57168	1.95e-07	+	CGTGCACATCAAATTGTACCCACTTGGGGGCACCC	Upstream_CTCF	40
chr2	176116292	176116442	id-57169	5.08e-07	+	AATTTGTCATCTTTCACTACCAGCAGAGGGAGCCC	V_CTCF_BR	40
chr2	176147188	176147338	id-57170	2.23e-06	-	CTGTAATTGCATATTGTTACCTACAGAGGGTGTTA	UpstreamP1_CTCF	39
chr2	176174637	176174787	id-57171	1.03e-06	+	GAAGGATGTTATTGGTGGCCCAGTAGGTGGCAGCC	V_CTCF_BR	39
chr2	176193929	176194079	id-57172	1.21e-06	-	CCACCACTACTAGAAGTAACCACCAGAGGGAGTGA	Upstream_CTCF	40
chr2	176231595	176231745	id-57173	5.12e-06	+	ATTCACTGTCTGAGTCTCACCAATAGGGGTCTCCA	UpstreamP1_CTCF	40
chr2	176261515	176261665	id-57174	3.84e-06	+	ATGCTTTGGAGCAGTTACCCCAGCAGGAGGAGAAA	UpstreamP1_CTCF	2
chr2	176279733	176279883	id-57175	1.34e-06	+	CTTGCACCAATAACTCTGTCCGGCAGGGGGTTCAC	Upstream_CTCF	40
chr2	176304248	176304398	id-57176	2.81e-05	-	CCACGTGTGGTTCCTCACTCCAGTAGGGGGAGTTC	V_CTCF_BR	21
chr2	176320019	176320169	id-57177	3.56e-06	+	GGTGCTCTTCCCAGAACCGCCGCCTGGCACCACAC	Upstream_CTCF	0
chr2	176486689	176486839	id-57178	1	+	NA	NONE	16
chr2	176495699	176495849	id-57179	5.28e-05	+	TTTGTCTTCTTTACTGAGAACGCCAGGTGCCCCCA	Upstream_CTCF	8
chr2	176541667	176541817	id-57180	9.4e-06	+	ATGCAACACTTGTGACAGAACACTAGGGGTCTTGA	UpstreamP1_CTCF	25
chr2	176548684	176548834	id-57181	1	+	NA	NONE	3
chr2	176554964	176555114	id-57182	2.62e-07	+	GAGTTATGGCAAAAAATGAACAGTAGGTGGCAGTC	UpstreamP1_CTCF	40
chr2	176710483	176710633	id-57183	1	+	NA	NONE	10
chr2	176728911	176729061	id-57184	8.33e-05	-	GAGGCTGGCTGAGTCCTCACCACTTGGGGCAGTGA	Upstream_CTCF	7
chr2	176744499	176744649	id-57185	1	+	NA	NONE	2
chr2	176829060	176829210	id-57186	2.11e-06	+	TCTTGCAGTTACAGCTGCTCCAGCAGATGGCGGCT	V_CTCF_BR	30
chr2	176846359	176846509	id-57187	1	+	NA	NONE	2
chr2	176866549	176866699	id-57188	6.9e-05	+	CGAGCTGGAGAAACTACCAGCCCTAGAGGGGAAAC	Upstream_CTCF	14
chr2	176944665	176944815	id-57189	2.58e-10	-	TTGCCCGCTGCTGCCGCTGCCGCCAGGGGGCGCCC	V_CTCF_BR	39
chr2	176945052	176945202	id-57190	1.74e-07	+	CGAGCAGGGTGCAGAGCCGCCGCTGGGGGGCGCGC	Upstream_CTCF	9
chr2	176951060	176951210	id-57191	1.47e-05	-	AGCCGAAACCGCGAGGAAAACAGATGGGGGCGCCA	V_CTCF_BR	40
chr2	176953132	176953282	id-57192	2.62e-07	-	GCGCAGTTCCCCACGCCTGGCGCTAGATGTCCCTG	UpstreamP1_CTCF	40
chr2	176957883	176958033	id-57193	6.43e-06	+	AGAGTGCCCAGCACCCACGCCTGCAGCGGCCGCTG	V_CTCF_BR	21
chr2	176962416	176962566	id-57194	2.34e-06	-	TGCCAATGCCGCCCAATGCCCAGGAGATGGCGAGC	UpstreamP1_CTCF	40
chr2	176969169	176969319	id-57195	1	+	NA	NONE	10
chr2	176976054	176976204	id-57196	4.1e-06	+	TTTGCAGGGGCCTGGAGATCCACACGAGGGCGCGC	Upstream_CTCF	38
chr2	176981276	176981426	id-57197	6.9e-05	+	CGCGCACTATCGCGGGCGCGTAGTAGATGTCGCTG	Upstream_CTCF	17
chr2	176983751	176983901	id-57198	1	+	NA	NONE	40
chr2	176985657	176985807	id-57199	4.31e-05	+	CTGCAGTTTCAAATAGCTTCCAGCAGTTTTACAAA	UpstreamP1_CTCF	13
chr2	176987136	176987286	id-57200	1	+	NA	NONE	4
chr2	176991864	176992014	id-57201	1.1e-05	+	GACTGGAGGTGGCATTTGGCCACTAGAGAGCGCTG	V_CTCF_BR	40
chr2	176999791	176999941	id-57202	1	+	NA	NONE	19
chr2	177005304	177005454	id-57203	2.11e-08	+	CTGCTGTCTGGCGCCTCGTCCAGGAGGAGGCGCTG	UpstreamP1_CTCF	39
chr2	177005567	177005717	id-57204	6.43e-06	+	ACCTCGCTTTCTCCGCGCTCCCGGAGGGGGCGCGA	V_CTCF_BR	23
chr2	177025676	177025826	id-57205	3.09e-07	-	CTCGGCCTCAGAGTGGGCGCCAGTGGGGGGCAGAG	V_CTCF_BR	1
chr2	177039324	177039474	id-57206	3.09e-07	-	TCGGGGAAAGCTGTGGCTGCCTGGAGAGGGAGCCC	V_CTCF_BR	12
chr2	177134350	177134500	id-57207	1.82e-07	+	AGCGCGGCTGGCCGCAGACCCAGAAGGTGGCGGCG	V_CTCF_BR	31
chr2	177150132	177150282	id-57208	2.23e-06	+	CTGCAGTTACCACAGTCTAACAGTAGGTTTCCATC	UpstreamP1_CTCF	14
chr2	177182437	177182587	id-57209	2.18e-07	-	CTGAGCTAGAGGGACCCAAACAGCAGAGGGCACTG	V_CTCF_BR	3
chr2	177250681	177250831	id-57210	4.03e-06	-	CAGCCATTCAAGAGAGTCACCACATGGTGGCTGCA	UpstreamP1_CTCF	19
chr2	177310950	177311100	id-57211	5.92e-05	+	CTCTTAACCACCAGCTGGGCCACCAGGCGGAGAGA	Upstream_CTCF	13
chr2	177319760	177319910	id-57212	2.91e-12	-	CGTGCAGTTCAAAGAGTCCCCAGCAGGGGGCACCC	Upstream_CTCF	40
chr2	177353130	177353280	id-57213	1	+	NA	NONE	4
chr2	177383703	177383853	id-57214	1	+	NA	NONE	4
chr2	177418411	177418561	id-57215	8.19e-06	-	GTGCTATTTCAATCAAGCGTCTCTAGCTGGAGCTC	UpstreamP1_CTCF	26
chr2	177419302	177419452	id-57216	4.7e-06	-	GGGACTAATTTATATTTGACCACTAGGTGTCACTG	V_CTCF_BR	39
chr2	177426636	177426786	id-57217	1	+	NA	NONE	4
chr2	177502423	177502573	id-57218	8.21e-06	+	CGTCGGCCAGGAACCTCGGCCCCATGCGGGCGGGC	V_CTCF_BR	11
chr2	177502979	177503129	id-57219	2.04e-05	-	CCAGCGAAAGGCAGGGCGTCCACTAGGGCGCGCTG	V_CTCF_BR	40
chr2	177504557	177504707	id-57220	1	+	NA	NONE	5
chr2	177508544	177508694	id-57221	1	+	NA	NONE	2
chr2	177514952	177515102	id-57222	5.41e-07	-	ATGCAATATGTGATATAGACCACCAGGGGCTGAAC	UpstreamP1_CTCF	24
chr2	177517168	177517318	id-57223	2.83e-07	-	ATTTCATACCTCCTCTTTACCACCAGGTGGAGCCC	V_CTCF_BR	40
chr2	177518709	177518859	id-57224	5.12e-07	-	AGGAAATTCCCCCCTCAGTCCACTAGAGGGTGGCT	UpstreamP1_CTCF	40
chr2	177543885	177544035	id-57225	1	+	NA	NONE	8
chr2	177544219	177544369	id-57226	7.73e-06	+	TGGTTTTAACACAGGAAAGACAGCAGGTGGCAGAG	V_CTCF_BR	5
chr2	177610181	177610331	id-57227	1.47e-05	+	TGTCCTTAAACAAATTAGGCCAGGAGGAGGCAGCA	V_CTCF_BR	7
chr2	177679614	177679764	id-57228	2.94e-06	-	CTTGTAATTATCTCTACAACCACTGGATGTCACTA	Upstream_CTCF	37
chr2	177682147	177682297	id-57229	4.17e-05	+	ACCGCATTACCAGCTCCTGCCAGTCTGAGGAGCAA	Upstream_CTCF	32
chr2	177686187	177686337	id-57230	1.84e-07	-	CATGGTGTTCCATGGTTGACCACTAGATGAAGCCC	Upstream_CTCF	25
chr2	177695203	177695353	id-57231	4.59e-07	-	CTGTTTTGCCTGTCAACCACCCCTAGATGGCTCCC	UpstreamP1_CTCF	28
chr2	177738244	177738394	id-57232	6.43e-06	-	TGCCCAGGTCCCAGACTGACCACCGGGTGGTGCAT	V_CTCF_BR	28
chr2	177796631	177796781	id-57233	2.1e-05	+	TTGTCATCATGCTTTCCTACCACCAGAAGGCATAT	UpstreamP1_CTCF	6
chr2	177843757	177843907	id-57234	1	+	NA	NONE	6
chr2	177894368	177894518	id-57235	2.43e-06	+	AACGATCCTGGCTAATTCACCTGCAGAGGGTGCTA	V_CTCF_BR	18
chr2	177921278	177921428	id-57236	1.3e-07	-	CGTGAACTGCCCTCTCTCTCCAACAGATGGCCCCA	Upstream_CTCF	34
chr2	177929243	177929393	id-57237	3.4e-06	-	GAGTGTAACATTACCGCAGCCACCAGGGGCAAGAG	V_CTCF_BR	4
chr2	177946606	177946756	id-57238	2.78e-06	-	TTTTTCTCTGAGGACTCTCCCTCCAGAGGGAGCCA	V_CTCF_BR	1
chr2	177948467	177948617	id-57239	1	+	NA	NONE	8
chr2	177971081	177971231	id-57240	1	+	NA	NONE	30
chr2	177987919	177988069	id-57241	9.71e-06	-	AAAGCTTGAGAACCACTGGCCTCTAGGAGGAGCGA	Upstream_CTCF	7
chr2	178008222	178008372	id-57242	1	+	NA	NONE	11
chr2	178011974	178012124	id-57243	1	+	NA	NONE	38
chr2	178013755	178013905	id-57244	8.81e-07	-	TCCCCCAGGTCAATAGAATCCACTAGGTGGCGCCC	V_CTCF_BR	40
chr2	178026511	178026661	id-57245	3.84e-06	-	GTTAAGTTTACCAGTAGAAACAGCAGGGGGAGCCC	UpstreamP1_CTCF	40
chr2	178029407	178029557	id-57246	2.46e-08	+	GGGCGGCTCCCCTCTCCTACCACTAGCTGGCGCCA	V_CTCF_BR	40
chr2	178033217	178033367	id-57247	1	+	NA	NONE	25
chr2	178060042	178060192	id-57248	3.31e-06	+	GTGCAGTAGTAGGCACCCACCTGCTGGAGGTGTGC	UpstreamP1_CTCF	13
chr2	178062923	178063073	id-57249	4.7e-06	-	CCTTGCCCTCCAGCAGCTTCCTGTAGGTGGCGATC	V_CTCF_BR	39
chr2	178076886	178077036	id-57250	4.88e-05	+	AGGGCTTTTCAGTACATGCCCTCAGGCAGGCGGCG	Upstream_CTCF	36
chr2	178115430	178115580	id-57251	3.36e-05	+	GTGCGATGTGCTTAGGAAGCCAGGGGGTGCCAGGT	UpstreamP1_CTCF	1
chr2	178119285	178119435	id-57252	1.7e-05	-	TAAGGAGTTCCTTCCATGTGGACCAGTGGGGGCGC	Upstream_CTCF	39
chr2	178120115	178120265	id-57253	1	+	NA	NONE	5
chr2	178128311	178128461	id-57254	2.14e-11	+	GCCACGCGCGCGGTGAGCGCCACCAGGGGGCACCG	V_CTCF_BR	40
chr2	178130156	178130306	id-57255	1	+	NA	NONE	40
chr2	178147985	178148135	id-57256	1	+	NA	NONE	1
chr2	178160929	178161079	id-57257	5.41e-06	-	TTTACACTTTATGTCATCACCAATAGGTGGCACCA	Upstream_CTCF	39
chr2	178168782	178168932	id-57258	1	+	NA	NONE	17
chr2	178187502	178187652	id-57259	2.91e-05	+	AAGGCAGTACCAGCAAGAGCCGGTATGTGGAATGT	Upstream_CTCF	7
chr2	178191504	178191654	id-57260	3.36e-07	+	TCCATGGCAGTGCTTGCTACCTCCAGGGGGAACTC	V_CTCF_BR	5
chr2	178197182	178197332	id-57261	3.56e-05	-	TGCGTGTTTCCAATTCTCCTCTCTAGATGGCAGCA	Upstream_CTCF	40
chr2	178199797	178199947	id-57262	2.38e-07	+	TGCCCATGCTTCCTTTTTTCCACTAGGGGGCACTG	V_CTCF_BR	40
chr2	178209168	178209318	id-57263	2.34e-06	-	ATGAAGTTTCTTCAGCACTCCAGTAGAGGGTGAAC	UpstreamP1_CTCF	17
chr2	178257433	178257583	id-57264	1.21e-06	+	CCAGCGGTTCCGGGCGGCAGCACAAGGCGGTAGCC	Upstream_CTCF	17
chr2	178281007	178281157	id-57265	4.65e-05	-	ATAAAATAGCATCCTATATGCACAAGGTGGCAGTA	V_CTCF_BR	40
chr2	178298396	178298546	id-57266	3.73e-06	-	CAGGCAATTCAGCTGCTCACCACAGGGAGACAGAA	Upstream_CTCF	20
chr2	178354552	178354702	id-57267	4.44e-06	+	GGTTAGTTTTGATCGCTTACCAGCAGGGGTCACTT	UpstreamP1_CTCF	40
chr2	178417326	178417476	id-57268	3.86e-05	-	TCCGCAATGCACGCTACGCCGAGGCGGTGCAGCTG	Upstream_CTCF	17
chr2	178463158	178463308	id-57269	1	+	NA	NONE	6
chr2	178469303	178469453	id-57270	1	+	NA	NONE	40
chr2	178487394	178487544	id-57271	1.23e-05	+	TGGTGATTGCTTATGCTGGCCAGTAGAGGGTCACA	UpstreamP1_CTCF	20
chr2	178501484	178501634	id-57272	1	+	NA	NONE	2
chr2	178539047	178539197	id-57273	9.51e-07	-	AACGAATTCTGTCCAAGAGCCTCCAGAGGGAGCAC	V_CTCF_BR	40
chr2	178556050	178556200	id-57274	1	+	NA	NONE	14
chr2	178557673	178557823	id-57275	1	+	NA	NONE	24
chr2	178582669	178582819	id-57276	4.43e-05	+	AAAAACACCCATAATATCAACACTAGATGGTGCTA	V_CTCF_BR	28
chr2	178589512	178589662	id-57277	8.16e-07	-	CGTGTGTGTGCTGAGGCTTCCTCTAGATGGCGCTC	V_CTCF_BR	40
chr2	178600249	178600399	id-57278	5.3e-05	+	GAGTAGAGTTCCAATCTCCCCTGAAGATGGTGCAA	UpstreamP1_CTCF	14
chr2	178623672	178623822	id-57279	4.65e-06	-	CTGAGATGAAGCACTTTGGCCACTGGGTGCCATCC	UpstreamP1_CTCF	40
chr2	178628513	178628663	id-57280	3.47e-07	-	GTGCCTTTTAGTAGTTGATCCACCAGGTGGCGCTC	UpstreamP1_CTCF	40
chr2	178632627	178632777	id-57281	8.81e-07	-	CACCAAGAGGTGACAGCTGACAGCAGAGGGAGGAG	V_CTCF_BR	10
chr2	178637315	178637465	id-57282	7.1e-09	+	CTGCAATTCAAAATCTATGCCACCAGGTGGTGCTT	UpstreamP1_CTCF	40
chr2	178664395	178664545	id-57283	3.4e-06	+	GGCATTGTTCTGAAAGCAGTCTCCAGAGGGCAGTG	V_CTCF_BR	40
chr2	178677534	178677684	id-57284	2.31e-07	-	CCTGCATTACTCATTATCACCACCTGAGGAAGGTT	Upstream_CTCF	16
chr2	178770923	178771073	id-57285	2.65e-10	+	AGAGCAATTCCTGCTGTAACCAGCAGAGGGCAGTG	Upstream_CTCF	40
chr2	178773135	178773285	id-57286	3.36e-07	+	GCAGGTAGCAGGGCCCTCGCCTCCAGGTGGAGCTT	V_CTCF_BR	7
chr2	178848038	178848188	id-57287	5.12e-07	+	CAGCAGTGATGGATGAAGGCCACACGGTGGCACTA	UpstreamP1_CTCF	40
chr2	178934380	178934530	id-57288	1.06e-05	-	GCTGCTGTCTAGAATTGTGGCTGTAGGTGTCATCA	Upstream_CTCF	12
chr2	178974681	178974831	id-57289	4.41e-06	+	TAAGAAAATTACACATTTTCCACTAGATGGCACTG	V_CTCF_BR	38
chr2	178977014	178977164	id-57290	2.83e-07	+	TGGGTCAGGGTCCCCCGCGTCGCCAGGGGGCGCTG	V_CTCF_BR	40
chr2	178997131	178997281	id-57291	9.71e-06	+	GTAGAAATAAGGGACTTTACCACTAGGTGGTGATA	Upstream_CTCF	40
chr2	179002615	179002765	id-57292	1.69e-05	+	GTGCAGCAGGGTATTATGATGGCAAGAGGGCAGGA	UpstreamP1_CTCF	23
chr2	179059132	179059282	id-57293	4.68e-05	-	CGGCGGCGACCGTGCTGCGCCTCCAGTGGTCCGCT	UpstreamP1_CTCF	30
chr2	179073655	179073805	id-57294	1	+	NA	NONE	40
chr2	179144112	179144262	id-57295	1	+	NA	NONE	12
chr2	179145117	179145267	id-57296	1.79e-08	-	AGTGTAGTACCCGCTATAACCTCCAGGGGGACTGA	Upstream_CTCF	39
chr2	179147006	179147156	id-57297	1.13e-05	-	CTGTTTCCTCCACTAAGCAGCAGCAGAGGGGAGGG	UpstreamP1_CTCF	5
chr2	179171209	179171359	id-57298	1.28e-06	+	CCGTCTTTTCCTCCCTGCACCTGGAGGGGGAGCCA	V_CTCF_BR	40
chr2	179260150	179260300	id-57299	5.7e-05	-	CAGGGTCCTTTCGAAGCTCCCAGTAGGTGTCGTTA	Upstream_CTCF	2
chr2	179261855	179262005	id-57300	6.98e-07	+	AGAGAAAGCGCTAACGTTTCCACTAGATGGCGCAA	V_CTCF_BR	39
chr2	179279506	179279656	id-57301	2.34e-06	-	AGGAACTTCAGCCCGTTGGTCACTAGGGGGAGACA	UpstreamP1_CTCF	40
chr2	179283979	179284129	id-57302	7.11e-06	-	AGTGCAATCTCCGTTATGGCCAGATGGGTGTGTTA	Upstream_CTCF	39
chr2	179308341	179308491	id-57303	1	+	NA	NONE	8
chr2	179319702	179319852	id-57304	2.97e-06	-	GGCTGCCCCTTGAGCCCCACCTGGAGGTGCCGCCG	V_CTCF_BR	0
chr2	179343864	179344014	id-57305	4.66e-08	+	CTTGCATTTCTTTTCCCCGCCACTCGGGGCCGCCC	Upstream_CTCF	35
chr2	179377431	179377581	id-57306	1	+	NA	NONE	5
chr2	179387743	179387893	id-57307	3.66e-06	-	CCGCTCTTCTCTCCCCATGTCAACAGAGGGCGACA	UpstreamP1_CTCF	40
chr2	179538971	179539121	id-57308	3.28e-05	+	ATCCTTAAAAGCGGTTATACCTCTAGGTGGTGCCA	V_CTCF_BR	29
chr2	179565684	179565834	id-57309	3.33e-08	+	AGGCAATTCCACCTCTTGACCACTAGAGGGCCAAT	UpstreamP1_CTCF	40
chr2	179626634	179626784	id-57310	6.98e-07	+	TTTCCAAATTACTCCTCTACCAGTAGGTGGCACTG	V_CTCF_BR	40
chr2	179660924	179661074	id-57311	1	+	NA	NONE	36
chr2	179665156	179665306	id-57312	2.29e-05	+	ATGCTTCTGCAATCAGTAAGCTGTAGAGGTCGCCT	UpstreamP1_CTCF	2
chr2	179669570	179669720	id-57313	1.69e-05	-	CTGTATATTCCCTCTTTGACCACTAGGGTTCATTC	UpstreamP1_CTCF	40
chr2	179684328	179684478	id-57314	1.73e-06	-	CAGCATTTATGGGTTCTACCCACTAGATGTCATTA	UpstreamP1_CTCF	9
chr2	179725412	179725562	id-57315	1.43e-05	-	CAAGTTATCCCACTTTCAGCCGCTAGCGGCTGGCC	Upstream_CTCF	16
chr2	179756266	179756416	id-57316	5.24e-09	+	GCTGTAGTTTTCAAAGTGGCCACTAGAGGGTCATG	Upstream_CTCF	40
chr2	179779102	179779252	id-57317	4.11e-07	-	ATGTTTGGACCTGGAGTGAGCAGCAGGTGGCGATG	UpstreamP1_CTCF	40
chr2	179857575	179857725	id-57318	1.7e-05	+	TCGGCACTTCTCTTTGCTGCCACCATGTGAGGAAG	Upstream_CTCF	29
chr2	179884997	179885147	id-57319	2.68e-05	-	CATGCAGATCCTTAGTTCCCCTGCGTGGGGCAGTG	Upstream_CTCF	40
chr2	179994489	179994639	id-57320	1.59e-06	-	GCCAGTTGTGCTGTTTTAGCCAATAGGTGGCACTG	V_CTCF_BR	39
chr2	180083834	180083984	id-57321	1.83e-05	+	GGGTGCCATCAATGAGCTGCCATTAGAGGGCAGCA	V_CTCF_BR	40
chr2	180105525	180105675	id-57322	1	+	NA	NONE	26
chr2	180106636	180106786	id-57323	1	+	NA	NONE	14
chr2	180126273	180126423	id-57324	1	+	NA	NONE	24
chr2	180205574	180205724	id-57325	2.43e-06	-	AGGGCAATTATTTCAGGAACCACATGAGGGCAGCG	Upstream_CTCF	36
chr2	180219583	180219733	id-57326	5.01e-06	+	TAAGAGAATGTCACAATCACCACTAGAGGGTACAG	V_CTCF_BR	36
chr2	180275729	180275879	id-57327	2.6e-06	+	AGCTACTTTACTCTATCATCCACCAGGGGGCAATA	V_CTCF_BR	39
chr2	180286884	180287034	id-57328	6.53e-09	+	TGAGGCACAGTGTTGGTAGCCTCCAGGGGGCACCA	V_CTCF_BR	40
chr2	180305498	180305648	id-57329	3.18e-06	-	CATTTCTAAAAATTTAAGGCCAGTAGGTGGCAGTG	V_CTCF_BR	40
chr2	180312689	180312839	id-57330	1	+	NA	NONE	29
chr2	180445535	180445685	id-57331	9.26e-05	+	CTGAACTCTGTCGAGCTGCCAGCTAGGGAGCAGTG	UpstreamP1_CTCF	4
chr2	180460169	180460319	id-57332	2.01e-05	+	GTGCAGGGTGGTGATGCTTCCTAATGGTGGCAGCA	UpstreamP1_CTCF	22
chr2	180478595	180478745	id-57333	5.48e-05	-	CAGGCAGAACTCAGCTGGCGCCCAAGGAGGGAGCG	Upstream_CTCF	4
chr2	180616038	180616188	id-57334	1.21e-06	-	ACGCGATACCACAGAATTACCACAAGATGGTGCCA	UpstreamP1_CTCF	39
chr2	180707313	180707463	id-57335	1.1e-06	+	TCACTGGCCCACAGAGACCCCACCAGATGGCAGTC	V_CTCF_BR	39
chr2	180715024	180715174	id-57336	1	+	NA	NONE	32
chr2	180725898	180726048	id-57337	1	+	NA	NONE	3
chr2	180741142	180741292	id-57338	3.81e-05	+	ATGTGAGCAGGAAATTGCTCCTGTAGGTGGCGAGC	V_CTCF_BR	30
chr2	180763733	180763883	id-57339	5.67e-06	-	AGTGTCCTTATAAGAAGTGACACCAGGGTGCGCTC	Upstream_CTCF	39
chr2	180801511	180801661	id-57340	6.8e-06	-	TCCCCATTATCAACAACCCCCACCAGGGGGTGCAT	Upstream_CTCF	40
chr2	180856220	180856370	id-57341	1.67e-07	+	TACAGGAGACCCATCTGGGCCACAAGAGGGAAGCG	V_CTCF_BR	37
chr2	180866585	180866735	id-57342	5.52e-05	+	GTTCATTGCTACATTCCCAACACTAGAGGCTCTCA	UpstreamP1_CTCF	25
chr2	180877325	180877475	id-57343	1	+	NA	NONE	9
chr2	180904935	180905085	id-57344	1	+	NA	NONE	21
chr2	180922119	180922269	id-57345	4.21e-05	-	AGGTGGCCTTTCACTTAATTCAGCAGGTGGAGCCG	V_CTCF_BR	3
chr2	180928385	180928535	id-57346	1	+	NA	NONE	12
chr2	180942158	180942308	id-57347	2.31e-06	-	AATGGTGTACCACATTATACCACAAGGGGATGGTA	Upstream_CTCF	36
chr2	180989094	180989244	id-57348	1.64e-05	+	AACAAAAATCCCCAAATTTCCACTAGATGGTGCTA	V_CTCF_BR	40
chr2	180990341	180990491	id-57349	1.64e-05	+	AAAGAGATGCCCAGGAAGGCAGCCAGATGGCAGCA	V_CTCF_BR	40
chr2	181105614	181105764	id-57350	1.73e-05	+	TTTATCACCTTAACTCTCACCAAGAGAGGGCAGGC	V_CTCF_BR	36
chr2	181106486	181106636	id-57351	1	+	NA	NONE	7
chr2	181186883	181187033	id-57352	2.55e-06	-	GCTGTTGTTGTAGACATGGCAGGGAGAGGGAACCC	Upstream_CTCF	11
chr2	181223315	181223465	id-57353	7.02e-05	+	GAATAGTTCAGGCTTCAGGCCAGTAGAGGGGGTGT	UpstreamP1_CTCF	17
chr2	181224360	181224510	id-57354	2.01e-05	+	CATTTGGTGCAGTGTTATTCCACCAGGAGGTGCTG	Upstream_CTCF	32
chr2	181385034	181385184	id-57355	5.34e-06	+	ATGAGAGAACAGAAAAGATCCAGGAGATGGCAGCC	V_CTCF_BR	27
chr2	181424626	181424776	id-57356	8.02e-05	-	AATGCAATGCTGACCCTGAGTGAGAGAGGGTGGGA	Upstream_CTCF	9
chr2	181468934	181469084	id-57357	1.38e-07	+	GCTGTAGTGAGAAAAGAGGCCAGGAGGAGGCGTAG	Upstream_CTCF	38
chr2	181520929	181521079	id-57358	1	+	NA	NONE	33
chr2	181541514	181541664	id-57359	8.58e-06	-	TTCCAGTTTCAAGTCTCTGCCACTAGAGTGGAGCT	UpstreamP1_CTCF	3
chr2	181598179	181598329	id-57360	1.29e-05	+	TTGCTTTTCCTCTCTCCCACCATGTGAGGGCACAG	UpstreamP1_CTCF	5
chr2	181711939	181712089	id-57361	2.68e-05	-	GCTGCAATAATATATTTTGCCAGTAGGCACACTTA	Upstream_CTCF	18
chr2	181766178	181766328	id-57362	1.29e-05	+	AAGCAGTTCAGATCAAAGAAAGACAGGGGGCACCA	UpstreamP1_CTCF	6
chr2	181775688	181775838	id-57363	7.11e-06	+	TAAGCAGTCTTAGGTTCTTGCAATAGAGGGTGCTA	Upstream_CTCF	18
chr2	181845422	181845572	id-57364	7.63e-11	-	GTGCAGTGCCGGGCTCCGGCCGGAGGGTGGCGCCG	UpstreamP1_CTCF	40
chr2	181848615	181848765	id-57365	1	+	NA	NONE	39
chr2	181856220	181856370	id-57366	1.55e-05	-	ACAATCAAAGACATCCTGGCCACCAGGTGGCCCAA	V_CTCF_BR	30
chr2	181857827	181857977	id-57367	9.66e-05	+	TCTGTTTTGGATGTGCCCGTCGGTAGGTGGTGATA	Upstream_CTCF	9
chr2	181923471	181923621	id-57368	1.85e-08	-	CTGCGGTTTGGGGTAAATACCACTAGATGGCACTC	UpstreamP1_CTCF	40
chr2	181941974	181942124	id-57369	2.27e-05	+	TTTCACACACCATAAATCTCCACTAGATGTCAGTG	V_CTCF_BR	38
chr2	181969358	181969508	id-57370	1.48e-06	+	CAGATTGAGAGCCGTGTAACCACTAGGTGGTGGTA	V_CTCF_BR	37
chr2	182043653	182043803	id-57371	5.28e-05	+	AACACAGTACCTTCCCTGACCTGCAGGGGTCTACT	Upstream_CTCF	40
chr2	182095990	182096140	id-57372	5.98e-05	+	TGGCAAAGCCTTGGCCAACCCAGTAGGTGTCTCTA	UpstreamP1_CTCF	12
chr2	182097081	182097231	id-57373	7.31e-05	-	GTGTAGTACTGCACTCCAGCCACCATACAGCTTTA	UpstreamP1_CTCF	12
chr2	182104264	182104414	id-57374	1	+	NA	NONE	31
chr2	182168775	182168925	id-57375	1	+	NA	NONE	2
chr2	182239956	182240106	id-57376	3.65e-05	+	CTGTAACCCAGGCAAGCTCCCTCTAGATGCAATGC	UpstreamP1_CTCF	6
chr2	182295276	182295426	id-57377	1.96e-07	+	ATGCAATGAGCAGTGAGGACCACTAGAGGTCCCTT	UpstreamP1_CTCF	39
chr2	182296533	182296683	id-57378	2.1e-06	+	GTTGCAGATGCCAAAGGTGTCAGCAGAGGGCTCAG	Upstream_CTCF	8
chr2	182303126	182303276	id-57379	4.14e-06	+	ATTGGGGATTGTTTTGTCACCACCTGGGGGCGATC	V_CTCF_BR	34
chr2	182321952	182322102	id-57380	3.36e-07	-	CCGTCTCTGCCTACGCGCGGCTGCAGGGGGCGCTG	V_CTCF_BR	36
chr2	182322493	182322643	id-57381	1	+	NA	NONE	19
chr2	182331482	182331632	id-57382	2.46e-08	-	TATGGTGCTTTGAACTGAGCCAGCAGAGGGCGCTC	V_CTCF_BR	40
chr2	182435905	182436055	id-57383	1.18e-05	+	ATGTAATTTTATAAATTTGCCTGTAGGAGGAGTGT	UpstreamP1_CTCF	29
chr2	182437992	182438142	id-57384	1.28e-06	+	GTGCTTAGTTTTGACCTAACCACCAGGGGTCAGAG	V_CTCF_BR	39
chr2	182439915	182440065	id-57385	8.19e-06	+	CGGCTATGGCTCATTGCTGCCTGAAGAGCGAGCCC	UpstreamP1_CTCF	1
chr2	182446375	182446525	id-57386	2.2e-07	+	ATCCAATGCAATCAACCTGCCACCAGGTGGCTGGC	UpstreamP1_CTCF	27
chr2	182472494	182472644	id-57387	1	+	NA	NONE	6
chr2	182521618	182521768	id-57388	2.46e-06	-	GCGCAGGAACCGGGTGAGTGCCCTGGAGGGCGGCC	UpstreamP1_CTCF	26
chr2	182523271	182523421	id-57389	1.93e-05	+	GCTGCTAAACCCCATGCAGGCTTCAGGTGGCTCTG	Upstream_CTCF	2
chr2	182579877	182580027	id-57390	4.41e-06	-	TAAGCTTTTAACAAACTGTCCTGAAGATGGCGCCA	V_CTCF_BR	40
chr2	182602896	182603046	id-57391	2.23e-06	+	GAGCTGTTCAGGTTTTAGGCCAGTAGGAGATGCTC	UpstreamP1_CTCF	38
chr2	182603357	182603507	id-57392	1	+	NA	NONE	11
chr2	182607673	182607823	id-57393	5.41e-06	+	CGTGGAATTTTGAGGTTGGTCGCTTGGTGGCACTG	Upstream_CTCF	39
chr2	182628917	182629067	id-57394	1	+	NA	NONE	3
chr2	182645968	182646118	id-57395	1	+	NA	NONE	23
chr2	182742055	182742205	id-57396	8.64e-05	+	AGCTCAGTTCCTGGCTCCTCCACTAGCTGAGTGCC	Upstream_CTCF	6
chr2	182756349	182756499	id-57397	1.15e-07	+	GCGCCCCGCGCGGCCCCGGCCGGAAGGGGGCGTGG	V_CTCF_BR	22
chr2	182757108	182757258	id-57398	1	+	NA	NONE	39
chr2	182768881	182769031	id-57399	4.99e-07	-	TCTTCATTAACCTTTTTTGCCAGTAGAGGGGGCAA	Upstream_CTCF	40
chr2	182819082	182819232	id-57400	1.09e-06	-	AGAGTAATTGGCATGATGTCCGACAGATGGCGCTG	Upstream_CTCF	40
chr2	182825992	182826142	id-57401	1	+	NA	NONE	7
chr2	182835004	182835154	id-57402	3.36e-05	+	GGTCATTGCAGCCATATCTGCATTAGGGGGCACTC	UpstreamP1_CTCF	11
chr2	182942489	182942639	id-57403	1.59e-06	-	ACTTTTTAAACTTTGTGAACCAGCAGAGGGAGCTG	V_CTCF_BR	40
chr2	182966103	182966253	id-57404	1.15e-07	-	ATGCAGTAAAAAGAAATCACCACTAGGAGGTAAAA	UpstreamP1_CTCF	33
chr2	182997452	182997602	id-57405	6.49e-06	-	GTAGCAATATCTTAAAAGTCCACATGATGGAGAGG	Upstream_CTCF	32
chr2	183050994	183051144	id-57406	4.11e-08	+	GATGCAATATAATATAAAGCCACTAGGTGGCAATA	Upstream_CTCF	40
chr2	183067248	183067398	id-57407	1	+	NA	NONE	1
chr2	183105612	183105762	id-57408	5.01e-06	+	TAAAGCGCATTTCAGGTGACCACGGGGTGGAGCTC	V_CTCF_BR	38
chr2	183165934	183166084	id-57409	1	+	NA	NONE	14
chr2	183256404	183256554	id-57410	2.44e-07	+	GGTGTAGTTACCATAATGAACAGCAGAGGCAAAGA	Upstream_CTCF	3
chr2	183437606	183437756	id-57411	1	+	NA	NONE	11
chr2	183451298	183451448	id-57412	2.81e-05	-	TGGTGTTGGCAGTATCTAGTCAGTAGAGGCCACTG	V_CTCF_BR	12
chr2	183456305	183456455	id-57413	7.73e-06	+	CAACGCCCTGGGTATCTACCCACTAGATGTCAGTA	V_CTCF_BR	9
chr2	183457914	183458064	id-57414	2.01e-05	-	GGTTTGATCCCAAATTCCACCAGCAGGTGATAGGG	Upstream_CTCF	22
chr2	183475864	183476014	id-57415	1.26e-05	-	GTTGCTGTGTTATCCAGCACCTCCAAATGGCAGTG	Upstream_CTCF	16
chr2	183514134	183514284	id-57416	1.71e-06	-	TGTCAGCCACTGCTCCCGGCCAGTAGATGTCTCTC	V_CTCF_BR	40
chr2	183515615	183515765	id-57417	3.63e-05	-	AAAACAAAACACAAATAAGACTCTAGAGGGCACTC	V_CTCF_BR	40
chr2	183531776	183531926	id-57418	3.88e-06	+	GGTAGAAATCCATCACTCTCCACTAGGTGGCTCAA	V_CTCF_BR	39
chr2	183626725	183626875	id-57419	2.96e-05	+	TGGTGAACTTACAGCAGTTTCAGCAGAGGGAGCAG	V_CTCF_BR	22
chr2	183628158	183628308	id-57420	8.5e-06	+	CTTGTTAAACCACAAACATCCACTAGATGGCTTGA	Upstream_CTCF	40
chr2	183629676	183629826	id-57421	2.31e-06	+	CAGGCTGTTTGCATGGCGACCACTGGATGGCCTCA	Upstream_CTCF	2
chr2	183632420	183632570	id-57422	1.77e-05	+	CTTGTTAAACCACAGATATCCACTAGATGGCTTTT	Upstream_CTCF	40
chr2	183649541	183649691	id-57423	3.22e-07	+	GCAGAAATAACATCAGGTACCAGTAGATGGCAGTG	Upstream_CTCF	39
chr2	183731859	183732009	id-57424	1.13e-05	+	CTGCACTTTCCTACCTCCCGCCTGAGAGGGAGCTC	UpstreamP1_CTCF	13
chr2	183735056	183735206	id-57425	1	+	NA	NONE	36
chr2	183780386	183780536	id-57426	1	+	NA	NONE	10
chr2	183844888	183845038	id-57427	1.34e-06	-	AGTTTATTTCTTCTTTTATCCACTAGATGGAGCTC	Upstream_CTCF	35
chr2	183881432	183881582	id-57428	3.4e-06	-	TCCTCCCTCCCTCCAACCTCCACCAGGGGAAGCAG	Upstream_CTCF	1
chr2	183902226	183902376	id-57429	1	+	NA	NONE	21
chr2	183903175	183903325	id-57430	2.55e-09	-	GCCGCAGTTCCCCGTCCGGCCTCGCGGGGGCGCCG	Upstream_CTCF	40
chr2	183921808	183921958	id-57431	3.4e-06	-	GAGGTGCCAAAGGTCTTGGCAGCCAGAGGGAGGCA	V_CTCF_BR	2
chr2	183935975	183936125	id-57432	5.08e-07	+	CCTCGCCCTCCAGCAGCTGCCTGTAGGTGGCGATC	V_CTCF_BR	40
chr2	183944279	183944429	id-57433	1	+	NA	NONE	12
chr2	183959252	183959402	id-57434	1	+	NA	NONE	18
chr2	184002705	184002855	id-57435	1	+	NA	NONE	17
chr2	184037362	184037512	id-57436	2.6e-07	+	CCCTGTGGAGAGTGTGCGTCCTCCAGGGGGCTCTC	V_CTCF_BR	10
chr2	184038903	184039053	id-57437	1.1e-06	-	GAACACTTCTGACAAGTTGCCACAAGATGGAGGTA	V_CTCF_BR	8
chr2	184058760	184058910	id-57438	5.48e-05	-	AGAGCCAACTTGAAAGCTACCACTGGGAGGAGCAC	Upstream_CTCF	7
chr2	184109320	184109470	id-57439	2.27e-05	+	AGAAAGCAGATGGAAAGGCCCAGCAGGAGGCTCAG	V_CTCF_BR	9
chr2	184113741	184113891	id-57440	1.82e-06	+	AGTCTGTTTCCAAATATAGCCAGCAGATGGTGCAA	UpstreamP1_CTCF	38
chr2	184159877	184160027	id-57441	6.17e-09	+	CTGTTATGCCTGGACAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	38
chr2	184213293	184213443	id-57442	6.84e-06	+	TTAATAAACATATATGGCACCAGTAGATGGCAGGC	V_CTCF_BR	10
chr2	184221745	184221895	id-57443	7.73e-06	-	GGCCGATATAATTTTTTACCCACCAGAGGGAGACC	V_CTCF_BR	23
chr2	184224730	184224880	id-57444	1.47e-05	-	GTATAATCTTGATCTGCTCACTGCAGAGGGCAGCG	V_CTCF_BR	29
chr2	184355759	184355909	id-57445	1	+	NA	NONE	8
chr2	184382963	184383113	id-57446	1.54e-05	+	GTTCAGAGCTCTAGCCTGACCTACAGGTGTCAGTA	UpstreamP1_CTCF	4
chr2	184475573	184475723	id-57447	2.58e-05	-	TCTGTAATTCCCTACGGCACCAACAGGGTAGTGAC	Upstream_CTCF	13
chr2	184574667	184574817	id-57448	2.1e-06	-	CTGGCAGTACTCCCTATGGCCAGGGGTGGCAGTGG	Upstream_CTCF	13
chr2	184617432	184617582	id-57449	3.88e-06	+	CCGCCCTACACACAGCTAGCCTGAAGGAGGCAGAG	V_CTCF_BR	3
chr2	184622952	184623102	id-57450	1.04e-05	-	ATTTGGGCTACCATGTCACACAGCAGGGGGTGCCA	V_CTCF_BR	1
chr2	184896627	184896777	id-57451	1	+	NA	NONE	4
chr2	184918683	184918833	id-57452	1	+	NA	NONE	3
chr2	184932339	184932489	id-57453	1	+	NA	NONE	24
chr2	184990720	184990870	id-57454	7.27e-06	-	CACGATGATACACAGTGAACCTGAAGAGGGAGCAA	V_CTCF_BR	10
chr2	185228067	185228217	id-57455	5.01e-06	-	CAGTGTTTCTAACAAGCTGCCACGTGATGGCAGTG	V_CTCF_BR	11
chr2	185258899	185259049	id-57456	1	+	NA	NONE	0
chr2	185391958	185392108	id-57457	1	+	NA	NONE	17
chr2	185399938	185400088	id-57458	1	+	NA	NONE	2
chr2	185461539	185461689	id-57459	1	+	NA	NONE	28
chr2	185476321	185476471	id-57460	1	+	NA	NONE	33
chr2	185509539	185509689	id-57461	1	+	NA	NONE	16
chr2	186073121	186073271	id-57462	3.81e-05	+	CCCTGTTAGTAGCAGGATTCCTCATGGGGGCAGCA	V_CTCF_BR	28
chr2	186080356	186080506	id-57463	9.27e-07	-	TAGCTATTGTCCCAAACAGCCACTAGAGGCCTGAA	UpstreamP1_CTCF	12
chr2	186144872	186145022	id-57464	3.4e-06	-	ATTGCAATGTTTCAGATACACACTAGGTGTCTCCA	Upstream_CTCF	34
chr2	186155883	186156033	id-57465	3.28e-07	+	CTGTCATGCCTGGACAGGGCCACTAGAGGTCTCCT	UpstreamP1_CTCF	40
chr2	186269418	186269568	id-57466	2.55e-06	-	AGTGTTTTATTAATAATGTACACTAGAGGGTACTG	Upstream_CTCF	2
chr2	186340670	186340820	id-57467	3.5e-05	-	GTCTGCTAGCTGAGTTTGCCCAGCAGGAGGCTAAA	UpstreamP1_CTCF	16
chr2	186387327	186387477	id-57468	5.68e-06	+	CTAATACAGTAAATTGGTACCAGTAGAGGGCAACC	V_CTCF_BR	19
chr2	186473652	186473802	id-57469	5.93e-06	+	AGTGTTCCTCAACTGTGTGCCACAGGAGGGCATAC	Upstream_CTCF	24
chr2	186483591	186483741	id-57470	5.68e-06	+	ACACCCTTCCTGGACTAGCCCTGCAGAGGGAGGTA	V_CTCF_BR	13
chr2	186493924	186494074	id-57471	3.81e-05	-	CTCAAAACAGCGCCCTCTGTCAGCAGGAGGCAGTT	V_CTCF_BR	26
chr2	186603677	186603827	id-57472	7.42e-09	-	CTCCCCAGCAGGCCTGCGGCCGCCAGAGGGCGACG	V_CTCF_BR	35
chr2	186693190	186693340	id-57473	1	+	NA	NONE	6
chr2	186844597	186844747	id-57474	1	+	NA	NONE	15
chr2	186954188	186954338	id-57475	1.63e-05	-	GCTTCCTCTCCTGACAAGTCCCATAGGGGGCAATG	Upstream_CTCF	2
chr2	187032012	187032162	id-57476	1	+	NA	NONE	5
chr2	187106721	187106871	id-57477	1	+	NA	NONE	13
chr2	187121399	187121549	id-57478	1.55e-05	-	ACATCTATATTCCAGTCAACCAGAAGATGTCACTA	V_CTCF_BR	39
chr2	187172636	187172786	id-57479	3.09e-06	-	GCTGCCATTCTTTCTGTAACCACAGGAGGGTATAT	Upstream_CTCF	6
chr2	187174698	187174848	id-57480	1	+	NA	NONE	9
chr2	187323868	187324018	id-57481	3.11e-05	-	AGCACAATGCTCACACAGTCCAAGAGATGGCAGCC	V_CTCF_BR	38
chr2	187325303	187325453	id-57482	5.28e-08	-	CGTGCCTTTTCAACAATATCCACCAGGTGTCACAA	Upstream_CTCF	36
chr2	187368939	187369089	id-57483	2.2e-06	+	TGTGAAATTCTAATACTTACCACTTGGGGCAATAG	Upstream_CTCF	27
chr2	187419949	187420099	id-57484	1	+	NA	NONE	23
chr2	187502249	187502399	id-57485	4.34e-05	-	GCTGTCTCAATTTCAGCAGCCACTAGAGGAAGTTC	Upstream_CTCF	3
chr2	187506573	187506723	id-57486	2.43e-06	-	AACACTTGTAGCCAAATGAACAGAAGAGGGCACTG	V_CTCF_BR	40
chr2	187558690	187558840	id-57487	2.43e-06	-	TCTGCCAAGCACTCCCTCACCGGCAGGAGGAAGAG	Upstream_CTCF	39
chr2	187634138	187634288	id-57488	1.34e-06	+	GCAGTCCTGCCCCATGAGGTCCCCAGGGGGAGACA	Upstream_CTCF	6
chr2	187636200	187636350	id-57489	1	+	NA	NONE	1
chr2	187645793	187645943	id-57490	3.81e-05	-	GGTCTCTGACTCCTTTTTGGCTCTAGGTGGCATCT	UpstreamP1_CTCF	37
chr2	187713594	187713744	id-57491	5.51e-07	+	TGGTGGGCGGGGATGATGGCCAACTGGGGGCGGTA	V_CTCF_BR	6
chr2	187727684	187727834	id-57492	6.48e-05	+	TTGGGATCCTATTTTTATTCCACTAGGTGTCAGCA	UpstreamP1_CTCF	39
chr2	187768014	187768164	id-57493	1	+	NA	NONE	34
chr2	187832651	187832801	id-57494	9.25e-06	+	GTCATCTCTAGAAGGTTGGCCAACAGGTGGAGATG	V_CTCF_BR	0
chr2	187856630	187856780	id-57495	1	+	NA	NONE	19
chr2	187868066	187868216	id-57496	1.03e-06	-	CCGCAGCGCGGGGGCAGCAGCAGCAGGCGGCTGCG	UpstreamP1_CTCF	1
chr2	187919333	187919483	id-57497	2.11e-08	+	GTGCAGTTCAGGCTGCAGTCCAGTAGGTGACACTT	UpstreamP1_CTCF	28
chr2	187982312	187982462	id-57498	1.64e-05	+	AGTACAACAGTCTCCATGGGCTCCAGTGGGTGGCA	V_CTCF_BR	2
chr2	188003090	188003240	id-57499	9.78e-07	+	AGGCTCTCTGTGCCACTGGCCAGCAGGGTGCAGTG	UpstreamP1_CTCF	40
chr2	188039432	188039582	id-57500	1.9e-06	+	TCTGGGTTAATGTCTATCTCCACTAGGGGGAGACA	Upstream_CTCF	40
chr2	188163964	188164114	id-57501	2.96e-05	+	AAAGCATAATGATTGTGTATCAGAAGAGGGCAGCA	V_CTCF_BR	38
chr2	188307230	188307380	id-57502	1	+	NA	NONE	26
chr2	188312927	188313077	id-57503	1	+	NA	NONE	27
chr2	188317914	188318064	id-57504	1.93e-05	-	TGTAATTTGAGAATGTCTAACACTAGATGGCAGGA	V_CTCF_BR	37
chr2	188362716	188362866	id-57505	3.65e-07	+	ATGACCGAAACCAATTTTGCCTCTAGAGGGCAGCA	V_CTCF_BR	37
chr2	188364785	188364935	id-57506	9.38e-09	+	CTGCTATTGAGTAATTTTGCCAGCAGGTGGTGGCA	UpstreamP1_CTCF	40
chr2	188365713	188365863	id-57507	8.71e-06	+	AGTAGGATACCTAAATTAGCCTGAAGGGGTCAGCG	V_CTCF_BR	37
chr2	188406661	188406811	id-57508	1	+	NA	NONE	11
chr2	188442159	188442309	id-57509	1.27e-06	+	CAGCATTGCTAGTCCCTATACACTAGATGCCAGTA	UpstreamP1_CTCF	27
chr2	188445519	188445669	id-57510	4.21e-05	-	CAATTTATATATCATGTCGTCAACAGAGGGCAGTA	V_CTCF_BR	36
chr2	188446248	188446398	id-57511	8.02e-08	+	GTTTTGTTCTCATTTCCTTCCACCAGGGGGCACTT	UpstreamP1_CTCF	40
chr2	188459639	188459789	id-57512	1	+	NA	NONE	13
chr2	188480191	188480341	id-57513	1.83e-05	-	AGCAGACTGTGGTATCTGACCAGCAGAAGTCTCCC	V_CTCF_BR	6
chr2	188523764	188523914	id-57514	2.47e-07	+	CTGCAGTTCCCCAAAACAGTCAGTAGGATGCAGTT	UpstreamP1_CTCF	40
chr2	188648284	188648434	id-57515	3.48e-06	-	GTGCACAGAGTGAATAAAGCCAGTAGGGGCCATCC	UpstreamP1_CTCF	23
chr2	188708082	188708232	id-57516	1.97e-06	-	AATTTACCTTTTCCTTTATCCAGAAGGGGGCAGCA	V_CTCF_BR	39
chr2	188836740	188836890	id-57517	3.63e-06	+	AGTGAGAACTAACTCATTACCACAAGGGGTCACCA	V_CTCF_BR	17
chr2	188930249	188930399	id-57518	5.01e-06	+	TGGGAGGTGGAAGTTGCAGCCAGCAGAGGTCGTGC	V_CTCF_BR	17
chr2	188947389	188947539	id-57519	6.9e-05	-	GATTAAGCTGCAATTATGGCCACTAGTGGCTCCCA	Upstream_CTCF	17
chr2	188995217	188995367	id-57520	1	+	NA	NONE	1
chr2	189069707	189069857	id-57521	1	+	NA	NONE	11
chr2	189156513	189156663	id-57522	1.31e-05	+	GGCTAGAGTTTCCTTCTCACCGAGAGGGGGAGCCC	V_CTCF_BR	38
chr2	189184708	189184858	id-57523	1	+	NA	NONE	22
chr2	189234209	189234359	id-57524	2.11e-06	-	TGGCAGAGGATCAACTCTGTCACTAGGGGGCAGAG	V_CTCF_BR	40
chr2	189260765	189260915	id-57525	3.65e-07	+	TGTGTCAGTTGGCCTCCAGCCAGGAGGTGGCGCTT	V_CTCF_BR	15
chr2	189321348	189321498	id-57526	1.21e-06	-	TGGCACTCTTCTCACAGCTCCACTAGGTGGTGCCC	UpstreamP1_CTCF	34
chr2	189377321	189377471	id-57527	1	+	NA	NONE	37
chr2	189378749	189378899	id-57528	3.63e-06	+	TGTGTGTGTGTGCGCCCTGCCACTGGGTGGCGTCC	V_CTCF_BR	40
chr2	189389367	189389517	id-57529	2.18e-07	+	CGCTACTGGCTCGCAATGGCCAGTAGGTGGTGGTG	V_CTCF_BR	40
chr2	189466383	189466533	id-57530	1	+	NA	NONE	5
chr2	189630362	189630512	id-57531	4.17e-05	+	TCTTAGCCTTCAAAGTTCCCCACAAGGGGGCCACA	Upstream_CTCF	38
chr2	189649183	189649333	id-57532	1	+	NA	NONE	17
chr2	189649912	189650062	id-57533	1	+	NA	NONE	3
chr2	189715530	189715680	id-57534	1	+	NA	NONE	5
chr2	189814677	189814827	id-57535	7.91e-05	+	GCGGGGCGGGGGGCTTTGGCCACTAGGCGGCCTAA	UpstreamP1_CTCF	0
chr2	189841512	189841662	id-57536	5.08e-05	-	TGGTAACCTGGCTTGTCAGCCACTAGGTGACGCAT	UpstreamP1_CTCF	32
chr2	189843125	189843275	id-57537	1	+	NA	NONE	36
chr2	189848259	189848409	id-57538	1	+	NA	NONE	40
chr2	189849033	189849183	id-57539	5.86e-07	-	ATTGCTATTCTTTGCCTTAACAGCAGATGGGAGCA	Upstream_CTCF	32
chr2	189890076	189890226	id-57540	1.1e-05	-	CATGGTCTTGCCTGGGGAGCCCCTAGTGGGCAGTT	V_CTCF_BR	40
chr2	189959140	189959290	id-57541	1.59e-06	+	AAAAAGTACTTTGAGGTTGCCACTAGGTGGCGATG	V_CTCF_BR	38
chr2	189974965	189975115	id-57542	1	+	NA	NONE	9
chr2	189979936	189980086	id-57543	2.4e-05	+	GTAAGAATTCAGTTCTTAATCACTAGATGGCAGAC	V_CTCF_BR	17
chr2	190007982	190008132	id-57544	4.11e-07	+	GTCCACTTGCCTAGGGTCACCTGGAGGTGGCACTG	UpstreamP1_CTCF	40
chr2	190037040	190037190	id-57545	1	+	NA	NONE	16
chr2	190042879	190043029	id-57546	1	+	NA	NONE	30
chr2	190076018	190076168	id-57547	1	+	NA	NONE	3
chr2	190152737	190152887	id-57548	3.11e-05	-	ACCTCTTTTCATTCCATAAACAGCAGGTGGCATAC	V_CTCF_BR	40
chr2	190176118	190176268	id-57549	1	+	NA	NONE	5
chr2	190203111	190203261	id-57550	4.43e-05	-	GGGGAATGAAGACTACTAACCTGTAGGTGGAGTGG	V_CTCF_BR	6
chr2	190212301	190212451	id-57551	1	+	NA	NONE	34
chr2	190221824	190221974	id-57552	2.19e-05	-	CCTGACTGGGAAACACCTCCCAGTAGGGGCCGACA	Upstream_CTCF	4
chr2	190277197	190277347	id-57553	1.34e-06	-	CTGCAAAAATACAGACAGACCACATGGTGGCAGCA	UpstreamP1_CTCF	40
chr2	190286429	190286579	id-57554	1	+	NA	NONE	22
chr2	190304176	190304326	id-57555	5.41e-07	-	GTGCAGTGGATCATTCATGCCACCAGGGACCTGTG	UpstreamP1_CTCF	34
chr2	190331515	190331665	id-57556	1.48e-06	+	CAAGAGTCCTTTCACTCCTCCACTAGAGGGAGGTC	V_CTCF_BR	40
chr2	190338254	190338404	id-57557	6.98e-07	-	CCACAGCTCCTCCTCAGCCCCAGCAGAGGGCTCTA	V_CTCF_BR	6
chr2	190363024	190363174	id-57558	7.02e-05	-	CTGCACAGCCAGAGGCTGGGCTCTAGGATTCTGTA	UpstreamP1_CTCF	28
chr2	190369771	190369921	id-57559	8.21e-06	-	CCATGGAGTGCGTCTTCCACAGCCAGAGGGCACGG	V_CTCF_BR	5
chr2	190370253	190370403	id-57560	2.43e-06	+	CTGGTGGCTGCAGCAGAGGCCAGCAGGGGCCGTCT	Upstream_CTCF	5
chr2	190386648	190386798	id-57561	1	+	NA	NONE	9
chr2	190434334	190434484	id-57562	3.24e-06	-	GGTGCTCTTTCACATCCAGCCAGCAGTGTGGGCTG	Upstream_CTCF	19
chr2	190476928	190477078	id-57563	1	+	NA	NONE	5
chr2	190489809	190489959	id-57564	5.17e-06	+	AGTGCTGGGTCACTTTCCACCACTAGAGTGTGACC	Upstream_CTCF	9
chr2	190494029	190494179	id-57565	1	+	NA	NONE	22
chr2	190498164	190498314	id-57566	1.73e-05	-	CCCAGACTTTGCCAAATGTCCCCTAGGGGGCAAAC	V_CTCF_BR	40
chr2	190525920	190526070	id-57567	2.02e-06	+	GAGCGTTTCTGCATCTCAACCACAAGAGGCCAGTA	UpstreamP1_CTCF	39
chr2	190539129	190539279	id-57568	4.7e-08	+	CCAGCCAAGGGGCCGGGCGCCGCCTGGGGGCGCTG	V_CTCF_BR	38
chr2	190563081	190563231	id-57569	1.67e-07	-	ACCTCACAGATTGTTACTGCCACTAGATGGCAGCC	V_CTCF_BR	40
chr2	190566913	190567063	id-57570	2.11e-06	-	GAAAAATCCCCTCATACTTCCAGCAGGGGGAGGGA	V_CTCF_BR	36
chr2	190615934	190616084	id-57571	2.11e-06	+	ATCTCCAGCCTCAACACTGCCACAAGGGGGCATAA	V_CTCF_BR	40
chr2	190627355	190627505	id-57572	1	+	NA	NONE	30
chr2	190627860	190628010	id-57573	7.12e-06	-	CTTCCGTTCTTTGGTAACCCTGCTAGGGGGCGCCG	UpstreamP1_CTCF	40
chr2	190628769	190628919	id-57574	1	+	NA	NONE	15
chr2	190663573	190663723	id-57575	1.23e-05	+	TAGTCATAATTAGCTTTGCCTACTAGGTGGCAGCA	UpstreamP1_CTCF	38
chr2	190847637	190847787	id-57576	1.41e-09	+	GTGCAGTTCAGCCTGTAATCCAGTAGATGGCACTG	UpstreamP1_CTCF	40
chr2	190888701	190888851	id-57577	2.27e-06	+	CTTATAAAGTTCAACATATCCTCCAGGGGGCAGTA	V_CTCF_BR	39
chr2	190935149	190935299	id-57578	3.42e-09	-	AATGTAGTTCTTAGAGTTCCCAGCAGGGGCCAGAA	Upstream_CTCF	40
chr2	190949537	190949687	id-57579	1.47e-05	-	ATCTGACCCCAACAGGAGGCCACCAGAGGCAGCAT	V_CTCF_BR	20
chr2	190953688	190953838	id-57580	1.1e-05	+	TTAGTTTAAAAGATAGGCTCCAGCAGGGGTCACTA	V_CTCF_BR	40
chr2	190980371	190980521	id-57581	1	+	NA	NONE	12
chr2	190986812	190986962	id-57582	7.17e-05	-	TTTTTCAGTCACAAACTCACCACTAGGTTGCAGTC	Upstream_CTCF	38
chr2	190991703	190991853	id-57583	1	+	NA	NONE	5
chr2	191042135	191042285	id-57584	1	+	NA	NONE	4
chr2	191042891	191043041	id-57585	3.24e-06	+	CCAGCTTTCCCGAATCCCAGGGGCAGAGGGCGCCA	Upstream_CTCF	2
chr2	191044959	191045109	id-57586	2.97e-06	-	GGCCGGGGCACTGAGCCCGCCTGCAGGGGGCCCCG	V_CTCF_BR	40
chr2	191048393	191048543	id-57587	1.1e-05	-	TTCCAGGGTACCAAAAGAACCTGCAGATGTCAGCA	V_CTCF_BR	9
chr2	191067418	191067568	id-57588	1.71e-06	+	CTACCAGCACAACAAAGAGCCTCCAGGTGGCAACA	V_CTCF_BR	9
chr2	191081575	191081725	id-57589	1	+	NA	NONE	10
chr2	191142074	191142224	id-57590	1	+	NA	NONE	38
chr2	191179568	191179718	id-57591	8.02e-08	-	GTGCATGCCCTCTTCCTCTCCACCAGATGGCAGTT	UpstreamP1_CTCF	40
chr2	191184711	191184861	id-57592	1.19e-06	-	GCGCTTTGGGCTAAGACAGCCTCTAGAGGGCAATC	V_CTCF_BR	40
chr2	191193597	191193747	id-57593	3.36e-05	+	CTTGATTTCTAGTGAGTTGCCACTAGATGGTGAAT	UpstreamP1_CTCF	32
chr2	191203307	191203457	id-57594	1.93e-05	+	CAGAGTCTAGCAGAGAAGAGCAGAAGATGGCACTA	V_CTCF_BR	8
chr2	191209035	191209185	id-57595	1.31e-05	+	AGCAGTGGCCCAGCTGCAACAGGTAGATGGCGCAG	V_CTCF_BR	37
chr2	191237221	191237371	id-57596	6.67e-08	-	CTGTAGAAACATCCTTTGGCCCCCAGGGGGCGTAG	UpstreamP1_CTCF	40
chr2	191247707	191247857	id-57597	1.73e-05	+	GTAAACCTATCAACACTCTCCACCAGGTGTCTCTA	V_CTCF_BR	38
chr2	191375961	191376111	id-57598	2.6e-06	-	TCTAGGATTAGAATCACCACCACTAGGTGGAAGTG	V_CTCF_BR	40
chr2	191385972	191386122	id-57599	5.08e-05	+	CTGCAAAGCCACCTACCTGTCAGCACCTGCAGGCA	UpstreamP1_CTCF	11
chr2	191414974	191415124	id-57600	1	+	NA	NONE	5
chr2	191450122	191450272	id-57601	3.63e-05	-	GGCATAAGGCTGTATCTGTCCGAAAGAGGGAGCAC	V_CTCF_BR	4
chr2	191500647	191500797	id-57602	1.19e-06	+	TCCTCCTACTTCAGCCTCCCCACTAGGTGGAACCA	V_CTCF_BR	26
chr2	191545128	191545278	id-57603	1.84e-06	-	ATGGACGGAGACCCAGAGCACAGCAGAGGGCGCTG	V_CTCF_BR	40
chr2	191563731	191563881	id-57604	2.78e-06	+	GCATACCGGGAAATCAGTACCACTAGGGGCCACCC	V_CTCF_BR	34
chr2	191646463	191646613	id-57605	1.71e-06	+	GTTATACTTTGCCACACTGACAGAAGAGGGCGCTC	V_CTCF_BR	40
chr2	191669061	191669211	id-57606	2.67e-06	-	TTTGCAATATCAGAAACCTCCAGCAGGCTGTACCC	Upstream_CTCF	39
chr2	191672080	191672230	id-57607	5.01e-06	-	ATAAAACCATTTGAGTCTCCCACTAGATGGCACAG	V_CTCF_BR	6
chr2	191715370	191715520	id-57608	5.08e-07	+	CTAGAATTGAGGAAAGCCACCACCAGGGGGCAATA	V_CTCF_BR	39
chr2	191721810	191721960	id-57609	1	+	NA	NONE	8
chr2	191812782	191812932	id-57610	1	+	NA	NONE	30
chr2	191851400	191851550	id-57611	1	+	NA	NONE	0
chr2	191861194	191861344	id-57612	7.09e-08	+	CTCCTGTGGTCTAGGAGGACCACTAGGGGGCTCTA	UpstreamP1_CTCF	40
chr2	191864820	191864970	id-57613	6.19e-06	+	CTGTAATTATAAACAGTGCCCTCTTGGCGGCTCAA	UpstreamP1_CTCF	11
chr2	191878995	191879145	id-57614	2.44e-07	+	GGGGTATTTCCGCCGGCTTCCGGCGGGGGCCGCCG	Upstream_CTCF	17
chr2	191885195	191885345	id-57615	3.71e-05	-	CGTGCGAGCAGTGCGCCCGCCGCCAGGGAGAAACC	Upstream_CTCF	24
chr2	191895379	191895529	id-57616	1.09e-07	-	ACGTTGTTTCCACCAGAAACCACCAGAGGGCAAAA	UpstreamP1_CTCF	40
chr2	191916997	191917147	id-57617	4.65e-06	+	GAGTCATACTAAAATTCTGCCAACAGGTGGAGCTC	UpstreamP1_CTCF	39
chr2	192020463	192020613	id-57618	1.09e-07	-	TTGCAATGCTTCTGAGATGGCAGTAGAGGGAGCAG	UpstreamP1_CTCF	40
chr2	192029945	192030095	id-57619	2.1e-06	+	GAGGCAGGAACTTTAAAAAGCACCAGAGGGCACTA	Upstream_CTCF	40
chr2	192083141	192083291	id-57620	1.52e-07	+	AGATAGCGCAAAACTATGTCCACCAGGTGGCACTC	V_CTCF_BR	40
chr2	192096762	192096912	id-57621	4.01e-05	+	GAGGTTTTTTTCCCCCTTAACTCTAGGCGGCGTTG	Upstream_CTCF	37
chr2	192109874	192110024	id-57622	1.38e-06	+	GCGGAGGCCGCCGCGACGCTCACCGGGGGGCGCTG	V_CTCF_BR	39
chr2	192163840	192163990	id-57623	4.01e-05	+	TCCTGGTGCCTGGAAGATTCCTGTAGGAGGCAGCA	V_CTCF_BR	35
chr2	192167294	192167444	id-57624	2.46e-06	-	GCTCACTCCTGGGCTATGACCACCAGAGGGCTTGT	UpstreamP1_CTCF	38
chr2	192186821	192186971	id-57625	1	+	NA	NONE	21
chr2	192214858	192215008	id-57626	8.64e-05	+	ATTTGACTTTAAAGGCGATCCACTAGGAGGAGTAA	Upstream_CTCF	15
chr2	192233884	192234034	id-57627	5.17e-06	-	GACGCAATTTAGACATCCAACAATAGGGGGTAGTA	Upstream_CTCF	35
chr2	192341370	192341520	id-57628	1	+	NA	NONE	12
chr2	192341760	192341910	id-57629	1.84e-06	+	TAATACTCCAGACATGCACCCGCCAGAGGGCAGAC	V_CTCF_BR	3
chr2	192344362	192344512	id-57630	1.1e-05	+	CAACCTGCCACACGTTGGGCAGCCAGAGGGAGGGG	V_CTCF_BR	16
chr2	192366401	192366551	id-57631	1	+	NA	NONE	35
chr2	192386450	192386600	id-57632	3.1e-07	-	ATGCAATGTAGACATTTAAACACCAGAGGACAGTG	UpstreamP1_CTCF	39
chr2	192403917	192404067	id-57633	3.65e-07	+	AAGCATAATTACCGTTGTTCCAGCAGGGGGCACCG	V_CTCF_BR	40
chr2	192419922	192420072	id-57634	2.46e-08	+	GCCTCAAATTATCTTGTAGCCACCAGGTGGCAGCA	V_CTCF_BR	40
chr2	192431102	192431252	id-57635	5.34e-06	+	ATGAAGAGAACCATTTTGTCCACATGGGGGCAGCA	V_CTCF_BR	40
chr2	192433875	192434025	id-57636	1	+	NA	NONE	28
chr2	192435938	192436088	id-57637	1.04e-05	+	AGGCTACATTCTTGTGTTTCCAGAAGAGGGTACTG	V_CTCF_BR	38
chr2	192555194	192555344	id-57638	3.84e-06	+	TTGTGCTTAAAAGAATGTCCCTCCAGAGGGCAGAA	UpstreamP1_CTCF	14
chr2	192555782	192555932	id-57639	3.63e-06	-	GAAACTATGCAGCAATGACCCAGTAGATGGCACTA	V_CTCF_BR	40
chr2	192578665	192578815	id-57640	9.81e-06	+	CATGGACCTATGTCCCTGGCAGCCAGAGGGTGCTA	V_CTCF_BR	33
chr2	192593792	192593942	id-57641	6.8e-06	-	TGGGCAACCCTCTACTCTTCCAGGTGGTGGCAGTA	Upstream_CTCF	27
chr2	192623758	192623908	id-57642	1.39e-07	+	GCGAGAGGAGCAGACCCCTCCACTAGGTGGCAGTG	V_CTCF_BR	40
chr2	192676965	192677115	id-57643	5.01e-06	+	GACATTTTATGGGCTGCAGCCAGCAGATGGTGATA	V_CTCF_BR	40
chr2	192700766	192700916	id-57644	2.11e-06	-	GAGGCTGCTGAGAAGGCGACCTCCAGGGGGAGTAA	V_CTCF_BR	14
chr2	192705017	192705167	id-57645	3.5e-05	+	CTTCCTTTGGTAGTTCTGCCCAGTAGAGGCCCCAA	UpstreamP1_CTCF	18
chr2	192711781	192711931	id-57646	1.84e-05	-	GTTCTGTAAACTTCTCCTCCCACTGGGTGGAGTAG	UpstreamP1_CTCF	23
chr2	192726094	192726244	id-57647	1	+	NA	NONE	1
chr2	192730986	192731136	id-57648	3.88e-06	-	CGAGGAAGCATCAAAACAGCCTGCAGGGGTCTCCC	V_CTCF_BR	14
chr2	192734113	192734263	id-57649	6.43e-06	+	ATGAGGACTCTGACTATGACCAACGGGTGGCGCTC	V_CTCF_BR	40
chr2	192734613	192734763	id-57650	1	+	NA	NONE	8
chr2	192735598	192735748	id-57651	1	+	NA	NONE	39
chr2	192753998	192754148	id-57652	4.43e-05	+	CACTGGAGTCTCCTGGTGGGCACATGAGGGATGTG	V_CTCF_BR	4
chr2	192772381	192772531	id-57653	1	+	NA	NONE	28
chr2	192890465	192890615	id-57654	5.68e-06	+	TAGCTCGAGGGGGCCTGATCCACAAGGGGGAGATA	V_CTCF_BR	7
chr2	192893929	192894079	id-57655	7.44e-09	-	GCTGCAGTTCTCTCAAGGCTCAGCAGGGGGAAGAT	Upstream_CTCF	39
chr2	192909353	192909503	id-57656	2.01e-05	-	GGATCCGCACTGTGATTCACCAATAGGGGGCCCAT	Upstream_CTCF	20
chr2	193013397	193013547	id-57657	1	+	NA	NONE	18
chr2	193027270	193027420	id-57658	9.49e-08	-	AAGTGGGAGTAGTGCTGTACCAGTAGGGGGCGCTC	V_CTCF_BR	40
chr2	193055292	193055442	id-57659	4.7e-06	+	TCAGAGCACTACTTACCCACCAGGAGGTGGTGCAC	V_CTCF_BR	39
chr2	193059870	193060020	id-57660	2.96e-05	-	GCTAGTCCGGACCCCGCCTTCGGTAGGGGGCGTCC	V_CTCF_BR	28
chr2	193062209	193062359	id-57661	3.5e-05	+	ATTCTGAAACTGGCAAGCACCACCAAGTGGCAGAA	UpstreamP1_CTCF	29
chr2	193088413	193088563	id-57662	1	+	NA	NONE	12
chr2	193108292	193108442	id-57663	1	+	NA	NONE	9
chr2	193150950	193151100	id-57664	3.48e-06	-	CAGTAAACCTGCCCTCTGCCCACTAGATGCCAGTA	UpstreamP1_CTCF	39
chr2	193409228	193409378	id-57665	1	+	NA	NONE	2
chr2	193416607	193416757	id-57666	3.63e-05	+	TCCTGCCCAGCTGCTCAAACCCCTAGGGGGAGCAT	V_CTCF_BR	10
chr2	193469198	193469348	id-57667	1	+	NA	NONE	14
chr2	193606730	193606880	id-57668	7.27e-06	-	TAGAGCTTCCATTAGGTGTCCAGAGGAGGGAGCCA	V_CTCF_BR	25
chr2	193614426	193614576	id-57669	5.93e-06	+	GTTGTAACTTGCCTGGTGCCCAATAGATGTCACTC	Upstream_CTCF	28
chr2	193805630	193805780	id-57670	5.48e-05	+	GCAGCATTGCTCCTTACTGCCACCCCAGGAAGGTC	Upstream_CTCF	13
chr2	194049446	194049596	id-57671	1	+	NA	NONE	0
chr2	194093119	194093269	id-57672	4.21e-05	+	AGGCTTGGACTTCAACTGGTCTAAAGGGGGCAGTC	V_CTCF_BR	4
chr2	194105614	194105764	id-57673	4.48e-07	-	GTTTCACTATAAAACATAGCCAATAGGGGGCAGAG	Upstream_CTCF	28
chr2	194448836	194448986	id-57674	3.45e-05	-	GAATTATGCCTGAGTGTGGATGGAAGAGGGCGCCA	V_CTCF_BR	33
chr2	194449463	194449613	id-57675	2.41e-08	-	GTGCAGCTTGATGTCTACACCAGTAGGTGGCAATA	UpstreamP1_CTCF	35
chr2	194560217	194560367	id-57676	2.06e-07	+	ACTGTAAGTGTGGCGCTTGCCACCAGAGAGCACTC	Upstream_CTCF	36
chr2	194641835	194641985	id-57677	1.97e-06	-	TGTACCCACTGTCCAGGTGACAGAAGGTGGCACTA	V_CTCF_BR	7
chr2	194726406	194726556	id-57678	6.49e-06	+	TAGAACTGATACAATGTTACCATTAGGGGGAGCTG	UpstreamP1_CTCF	20
chr2	194750277	194750427	id-57679	2.97e-06	+	TGATATGTGACCTAGGGAGACACCAGCTGGCACAA	V_CTCF_BR	6
chr2	194799962	194800112	id-57680	4.24e-07	+	TGTGCTGCTTGGCCTCCTGCCAACAGGTGGAGCTT	Upstream_CTCF	1
chr2	194828363	194828513	id-57681	8.5e-06	-	AGTGTTATGCCAGCCTTCCCCACTTAGGGGAGCTA	Upstream_CTCF	37
chr2	194894384	194894534	id-57682	4.01e-05	+	CAGTCCAGAGCCTAGTAGTCCACTAGGTGGCTAGA	V_CTCF_BR	9
chr2	195031630	195031780	id-57683	9.62e-08	+	GTGCAATGTGAGTACATAGCCAGAAGGTGGCCATC	UpstreamP1_CTCF	38
chr2	195184075	195184225	id-57684	2.59e-06	+	CTGATAGCTCCAGTGGTGACCAGTAGGGGGCTTAG	UpstreamP1_CTCF	24
chr2	195410814	195410964	id-57685	4.65e-05	+	GTCATTTTCAATGCTTGTAACACTAGAGGTCACTA	V_CTCF_BR	21
chr2	195424819	195424969	id-57686	1.63e-05	+	ACAGAAGGAAAGCTCTCAGCCACAAGAGGGGGCCT	Upstream_CTCF	12
chr2	195536242	195536392	id-57687	1.31e-05	-	TGGACAGACTATCCTGGATCCAGCAGGTGGTGCTT	V_CTCF_BR	1
chr2	195684222	195684372	id-57688	1	+	NA	NONE	15
chr2	195732200	195732350	id-57689	4.41e-06	-	CAGTGAGAGCTTTTTACTGCCACTAGGGGGCAATT	V_CTCF_BR	38
chr2	195892843	195892993	id-57690	1	+	NA	NONE	1
chr2	195957187	195957337	id-57691	5.67e-06	+	GATTAACTTCCAAGACAATCCAGCAGATGTCAGCA	Upstream_CTCF	16
chr2	196169202	196169352	id-57692	7.31e-05	+	GCTCACTGTCTCTCTGCTGCCACCATGTGAAGACA	UpstreamP1_CTCF	37
chr2	196183320	196183470	id-57693	1.39e-05	-	ATTTATGAATATCATGCTGCCGCTTGGTGGCACTC	V_CTCF_BR	38
chr2	196269494	196269644	id-57694	9.29e-06	+	AGAGTGGTGGTTATTAGGGGCTGCAGGGGGCGACT	Upstream_CTCF	18
chr2	196353387	196353537	id-57695	2e-06	-	CATGTATTTTCCTTCCCCATCACAAGAGGGCAATG	Upstream_CTCF	9
chr2	196363021	196363171	id-57696	4.23e-08	+	GAGAGGAAAATTCAGTGGGCCACCAGGGGGAAGCC	V_CTCF_BR	39
chr2	196385667	196385817	id-57697	1.63e-05	+	CTTTTTGCCGCTGGCCAGACCACCAGGTGGCCCAT	Upstream_CTCF	12
chr2	196396498	196396648	id-57698	1	+	NA	NONE	10
chr2	196398592	196398742	id-57699	1	+	NA	NONE	35
chr2	196440947	196441097	id-57700	1	+	NA	NONE	16
chr2	196521678	196521828	id-57701	1	+	NA	NONE	23
chr2	196525131	196525281	id-57702	5.01e-06	-	AAAAGGTGAAGGGAATCAAACGCTAGGGGGCAGCA	V_CTCF_BR	40
chr2	196529382	196529532	id-57703	1	+	NA	NONE	22
chr2	196537519	196537669	id-57704	1.15e-07	-	CTGCAGTTACCTTGATTTTCCACTAGAAGATGCTA	UpstreamP1_CTCF	35
chr2	196597482	196597632	id-57705	1	+	NA	NONE	10
chr2	196644342	196644492	id-57706	9.31e-05	-	GTAGGAGGATCTCTTTAACCCTGGAGGTGGAGACA	Upstream_CTCF	12
chr2	196789977	196790127	id-57707	2.19e-05	+	CTGCACGTCCCCTGGCGGGCCACCTTGGAGAAATC	UpstreamP1_CTCF	3
chr2	196803109	196803259	id-57708	2.43e-06	-	CAAATACAGGCATACTTTTCCAGAAGGTGGCACTC	V_CTCF_BR	40
chr2	196931635	196931785	id-57709	1.09e-06	-	TTCCACTTACTATTTTTGAACAGCAGAGGGCCCTC	UpstreamP1_CTCF	40
chr2	196933097	196933247	id-57710	1.61e-09	-	CTAGCCGCCTAGCGGCGCGCCAGCAGGGGGAGCCA	V_CTCF_BR	40
chr2	196933503	196933653	id-57711	1	+	NA	NONE	10
chr2	196943099	196943249	id-57712	5.55e-07	+	ATTGCATTAGTTTCTTTGAACACTAGAGGGAGATA	Upstream_CTCF	40
chr2	196966596	196966746	id-57713	1.85e-05	-	TCTCCAGGACATCTGCACGCCACCAGAGTGCAGAA	Upstream_CTCF	3
chr2	196996176	196996326	id-57714	2.27e-06	+	CAGGGAGGGAATTCTCATCCCACTAGGTGGCGCTG	V_CTCF_BR	37
chr2	197028197	197028347	id-57715	1	+	NA	NONE	8
chr2	197036049	197036199	id-57716	3.65e-07	-	TGGGGCGGGACAGCGGCCCCCTGGAGGGGGCAGTC	V_CTCF_BR	32
chr2	197073524	197073674	id-57717	4.21e-05	+	GTCTGGATTTTATTCTAAGCCACCAGAGGGTGTAG	V_CTCF_BR	4
chr2	197105048	197105198	id-57718	1.5e-05	-	TGTGGAACATAGGCTGTGGCCACAAGGCGGATGTT	Upstream_CTCF	23
chr2	197106021	197106171	id-57719	4.88e-05	+	TTTTAATCAAGCAAGCCTTCCTGCAGGTGGGGCAG	UpstreamP1_CTCF	5
chr2	197114758	197114908	id-57720	1	+	NA	NONE	7
chr2	197141865	197142015	id-57721	3e-06	-	TTGCAGGGACCAATGGTAACCACACGAGGGCCCTC	UpstreamP1_CTCF	40
chr2	197162972	197163122	id-57722	1	+	NA	NONE	39
chr2	197179563	197179713	id-57723	3.22e-05	+	CTGTAAGTCAGACGCATGACCAGAGGTGGTAGCAA	UpstreamP1_CTCF	4
chr2	197187730	197187880	id-57724	7.11e-06	-	GCAGATGTTCCTATTTTAACCACTAAGTGGAGGAG	Upstream_CTCF	12
chr2	197202188	197202338	id-57725	5.01e-06	-	TTTTTCCCATAATTTGAGGCCAGCAGGGGGAGATG	V_CTCF_BR	40
chr2	197210721	197210871	id-57726	3.65e-05	+	TTGTTGTAACAGATTCCTTCCTCTTGAGGCCTCAG	UpstreamP1_CTCF	15
chr2	197269121	197269271	id-57727	3.81e-05	-	CTGAAGTTACAGATCTTTGACTAGGGGAGGCAGTA	UpstreamP1_CTCF	6
chr2	197296813	197296963	id-57728	5.34e-06	+	TCCAAACCTTGCCGAATGTCCTCTAGGGGGCAAAA	V_CTCF_BR	40
chr2	197318432	197318582	id-57729	1	+	NA	NONE	40
chr2	197333258	197333408	id-57730	4.41e-06	-	ATTGCCACTTAAAGTGTGGTCTGCAGGTGGCAGTG	V_CTCF_BR	23
chr2	197346922	197347072	id-57731	5.17e-06	-	ACCGTCAGTCCAATAACTTGCAGAAGGGGGAGCCC	Upstream_CTCF	12
chr2	197367233	197367383	id-57732	1	+	NA	NONE	3
chr2	197400586	197400736	id-57733	2.04e-05	+	TGTGTTAAAAAAAAATCTACCTCCAGGGGGATCAC	V_CTCF_BR	19
chr2	197457316	197457466	id-57734	1	+	NA	NONE	35
chr2	197457604	197457754	id-57735	8.64e-05	+	CATGCAGCTCACGGCTGCTGCGGCCGCTGCCACGG	Upstream_CTCF	17
chr2	197466352	197466502	id-57736	7.73e-05	-	GCAGCAGCAGCAGCAGCAGCAACTATGAGGAGGTC	Upstream_CTCF	21
chr2	197478153	197478303	id-57737	1.3e-07	-	GCTGTCGTATCTCTGTTTCCCACTAGGGGAAGGTG	Upstream_CTCF	27
chr2	197504519	197504669	id-57738	1.04e-05	-	AGACTGGACTCCGTCAGGACAGGGAGAGGGCGCCA	V_CTCF_BR	40
chr2	197583858	197584008	id-57739	1	+	NA	NONE	35
chr2	197601322	197601472	id-57740	8.71e-06	-	GCAACAACACACACTGGGACCTATAGGGGGCAGGG	V_CTCF_BR	11
chr2	197615849	197615999	id-57741	4.7e-08	+	CTTGAGCTGCCTGAAATGGCCTGCAGATGGCAGCA	V_CTCF_BR	40
chr2	197623714	197623864	id-57742	9.62e-08	-	CTGCAATGATTTTTTATATGCAGTAGATGGCAGTG	UpstreamP1_CTCF	35
chr2	197673136	197673286	id-57743	4.14e-06	-	GTGAAAACACTGGGTGAAACCAGCAGATGGCAACA	V_CTCF_BR	25
chr2	197714737	197714887	id-57744	5.01e-06	+	TCATCTTTTTCCTGCTGAGCCACAGGGTGGCAGTG	V_CTCF_BR	38
chr2	197876884	197877034	id-57745	2.6e-06	+	GCTGACTGAGTCTTCTTGACCACTAGGGGGCTTCA	V_CTCF_BR	40
chr2	197902856	197903006	id-57746	4.3e-06	-	CCTCCATTATCATCATCCTCCACCAGAGGGTACAT	Upstream_CTCF	23
chr2	197922786	197922936	id-57747	1.93e-05	+	AATAACATTAAAAATGAAACCACCAGATGGTGCCA	V_CTCF_BR	11
chr2	197940579	197940729	id-57748	1.46e-07	+	ACTGTAATTGCTTGAGTAGACAGGAGGAGGCGCCA	Upstream_CTCF	40
chr2	197943373	197943523	id-57749	1	+	NA	NONE	10
chr2	197978058	197978208	id-57750	1	+	NA	NONE	40
chr2	197999061	197999211	id-57751	3.45e-05	+	CTTTTTTCCTCCCTGCAAACCTACAGAGGGAGCTG	V_CTCF_BR	19
chr2	198002073	198002223	id-57752	1	+	NA	NONE	12
chr2	198017189	198017339	id-57753	4.14e-06	+	TAGCCAAAGATACACACAGCCAGCAGGGGTCTGAG	V_CTCF_BR	16
chr2	198033475	198033625	id-57754	1.38e-06	-	TGACGCCATGTACTCATGAGCTCTAGGGGGCGCCA	V_CTCF_BR	40
chr2	198050146	198050296	id-57755	1	+	NA	NONE	5
chr2	198055951	198056101	id-57756	3.56e-06	-	TCAGCTTGGCAGACATTCACCTCTAGAAGGCAGCC	Upstream_CTCF	19
chr2	198056284	198056434	id-57757	8.79e-07	+	TTGAAGTAGAGTCAAAATTCCACTAGGGGGAGCAA	UpstreamP1_CTCF	40
chr2	198172012	198172162	id-57758	5.3e-05	-	GTGCAGATTGACTGGTGTCCCAGCATATGGGGCTA	UpstreamP1_CTCF	25
chr2	198175515	198175665	id-57759	1	+	NA	NONE	34
chr2	198221027	198221177	id-57760	1.63e-05	-	TGATCCTTACTTGCTTGTACCACTAGAGGGAAAAA	Upstream_CTCF	40
chr2	198224692	198224842	id-57761	7.61e-08	+	ACAGCAGGCCCCAGAAGGGCCCCTAGGGGCCCCTG	Upstream_CTCF	27
chr2	198243249	198243399	id-57762	2.37e-05	-	CCTGTAACATTCTTAGCTTCTGACAGGGGGCAGCA	Upstream_CTCF	39
chr2	198248663	198248813	id-57763	5.51e-07	+	TCTAGCTTTGAGGCAGCGACCAGCAGGGGCCACAG	V_CTCF_BR	16
chr2	198254597	198254747	id-57764	1	+	NA	NONE	0
chr2	198318153	198318303	id-57765	7.07e-08	+	AGCCGGGCTCCGGGCCCGACCAGAGGAGGGCGGTG	V_CTCF_BR	39
chr2	198456168	198456318	id-57766	4.41e-06	+	CAGTGGATACTGCACTGGGGCGGCAGGTGGAGCTG	V_CTCF_BR	1
chr2	198464439	198464589	id-57767	1.64e-06	-	GAGGCAATTCCCCTTCACACCACAGGAGGGATAGG	Upstream_CTCF	40
chr2	198479910	198480060	id-57768	3.84e-06	-	CTGCCTGGGCAGGTGACTACCTGCAGAGGACAGCA	UpstreamP1_CTCF	16
chr2	198572445	198572595	id-57769	5.12e-07	+	GTGTAACATCACACTTCAACCGGTAGATGGCTCTA	UpstreamP1_CTCF	39
chr2	198642649	198642799	id-57770	6.51e-07	-	ACTGTATTTTATGCCTTTTCCACTGGGTGGCGTGT	Upstream_CTCF	38
chr2	198650762	198650912	id-57771	4.24e-09	-	GCTGCCACAGCCACCCTCGCCGCCAGGGGGCGAGA	Upstream_CTCF	37
chr2	198651510	198651660	id-57772	3.28e-05	+	CCGGGACGAAGCCACCCGCGCGGTAGGGGGCGACT	V_CTCF_BR	8
chr2	198667821	198667971	id-57773	1	+	NA	NONE	39
chr2	198669860	198670010	id-57774	5.08e-07	-	GCGACGGTCCCTCATCCGGCCCCCAGAGGCCGCCG	V_CTCF_BR	10
chr2	198678049	198678199	id-57775	1.09e-06	-	TTTGCATCTTTTATATACGCCTCTAGGGGGAGCAT	Upstream_CTCF	40
chr2	198716326	198716476	id-57776	4.7e-06	+	TGGGGGAGAAAAGACATTGGCTCCAGGGGGAGCAA	V_CTCF_BR	35
chr2	198738013	198738163	id-57777	3.65e-05	-	CTGCAGGGTCCATGCTATTCCTCTACTGGCCACAG	UpstreamP1_CTCF	30
chr2	198765561	198765711	id-57778	1	+	NA	NONE	2
chr2	198851345	198851495	id-57779	1.64e-05	-	GAAAGACTTCTCAGAACTTCCAGTAGAGGCCAGCA	V_CTCF_BR	8
chr2	198919139	198919289	id-57780	6.73e-07	-	GTGTTCCAGGCTTAGCAAGCCACCAGGGGGCATTC	UpstreamP1_CTCF	39
chr2	198983392	198983542	id-57781	1	+	NA	NONE	11
chr2	198992492	198992642	id-57782	9.51e-07	-	TGAAGATTTTTCACACTGTCCAGCAGGTGGCTCCC	V_CTCF_BR	40
chr2	199002574	199002724	id-57783	1	+	NA	NONE	23
chr2	199126385	199126535	id-57784	4.88e-05	-	CTGTTAGGAAAAGTCCCACACAGCAGGAGGTAATC	UpstreamP1_CTCF	0
chr2	199151144	199151294	id-57785	1.03e-05	-	TGGTCCTCCCCACTGCTGTCCGGCAAGGGGCACCC	UpstreamP1_CTCF	0
chr2	199161514	199161664	id-57786	1.82e-07	-	GGCGTATAATGCAATATGACCACTAGATGGCAGCA	V_CTCF_BR	40
chr2	199174510	199174660	id-57787	5.51e-07	+	AAAACCTATCCCAAAATGGACACAAGAGGGCGCCA	V_CTCF_BR	40
chr2	199179405	199179555	id-57788	1.03e-06	+	AGGAGTTGCTTTTATAGAGCCAGAAGATGGCACTG	V_CTCF_BR	40
chr2	199187130	199187280	id-57789	1	+	NA	NONE	37
chr2	199239216	199239366	id-57790	3.4e-06	+	CTTGCATTGTGCATATCAGTCTGTAGGGGGCACTC	Upstream_CTCF	38
chr2	199336139	199336289	id-57791	1.16e-05	+	TTTGCCCTGTAAGATTCTGCCTATAGAGGGTGCTA	Upstream_CTCF	28
chr2	199522361	199522511	id-57792	3.36e-07	+	AGGGTGTCGAAGGCAGTTGCCACCAGAGGGCGATT	V_CTCF_BR	39
chr2	199739255	199739405	id-57793	5.3e-05	+	TTGTCTTTGCCTTTCATGACCTTCAGGTGTCAGTC	UpstreamP1_CTCF	1
chr2	199742213	199742363	id-57794	3.03e-05	-	GGTTCTCTGTTAGGCTCAGCCAATAGGGGATGCTA	Upstream_CTCF	15
chr2	199764564	199764714	id-57795	1	+	NA	NONE	13
chr2	199795030	199795180	id-57796	1.09e-06	+	CCTGGTCCCCATACTCCTGCCACTAGGGGCCCCCA	Upstream_CTCF	29
chr2	199826411	199826561	id-57797	1	+	NA	NONE	24
chr2	199884736	199884886	id-57798	1.21e-06	+	GTGTACCAGAGACGCCTGTCCACTAGGGGCTAGAC	UpstreamP1_CTCF	39
chr2	200123138	200123288	id-57799	2.97e-06	-	TTTCCCTTTCTTGCCCTGGCCAGTAGGAGGCTCAG	V_CTCF_BR	35
chr2	200126036	200126186	id-57800	1	+	NA	NONE	12
chr2	200241163	200241313	id-57801	7.9e-07	-	CAGCATCCCCGTCCATTACCCACTAGATGCCACTA	UpstreamP1_CTCF	1
chr2	200270059	200270209	id-57802	7.82e-06	+	ATGAAGATTCTGGGATCTACCACCAGGGGACCCAA	UpstreamP1_CTCF	37
chr2	200323184	200323334	id-57803	3.28e-07	-	CGGCCGCGCCCTGGACCCGCCACAAGGAGGAGGAC	UpstreamP1_CTCF	6
chr2	200328235	200328385	id-57804	1	+	NA	NONE	39
chr2	200334057	200334207	id-57805	4.14e-06	-	GCTTTCCTAGATTTAGGAACCGCCGGGGGGCGGAG	V_CTCF_BR	19
chr2	200336270	200336420	id-57806	1.22e-07	+	TCGGCGCTGCTCCGGACTCCCGGTAGGGGGAGCCG	Upstream_CTCF	40
chr2	200341745	200341895	id-57807	1.28e-06	+	ACTGAGAGCCCAAGTAGCCCCAGGAGGGGGCAGTG	V_CTCF_BR	2
chr2	200349775	200349925	id-57808	3.16e-06	-	CCTCTGCTTTAGGCAGAGCCCAGCAGAGGGTGCTG	UpstreamP1_CTCF	38
chr2	200350808	200350958	id-57809	2.2e-07	+	ATGCACTGGACTTTAGCGCCCTCTAGGTGGGGGTC	UpstreamP1_CTCF	40
chr2	200353637	200353787	id-57810	1.52e-07	-	GGGGACGGAGCTCCCTTCCCCAGGAGGGGGCAGTA	V_CTCF_BR	40
chr2	200461399	200461549	id-57811	2.11e-06	-	TCATGGCTCCTTTGCACTTCCACTAGAGGGTGCCC	V_CTCF_BR	38
chr2	200464092	200464242	id-57812	3.8e-07	-	CCTGTGTTTCTGGCTGGGGCCACTAGATGGAATTT	Upstream_CTCF	5
chr2	200467131	200467281	id-57813	2.11e-06	+	AGTAAATGTCATACTCCACCCAGGAGAGGGCAGCG	V_CTCF_BR	30
chr2	200471206	200471356	id-57814	1.24e-05	-	GTTTTGGCGCCCTAAGCACCCACAAGGGGGTGCTT	V_CTCF_BR	38
chr2	200546917	200547067	id-57815	1.81e-06	+	TGAGCAGGAGAGAATGCTGCCAGCAGGTGGCCTTT	Upstream_CTCF	5
chr2	200549003	200549153	id-57816	1	+	NA	NONE	25
chr2	200569445	200569595	id-57817	8.16e-07	+	GCCACACTTTGCTACACTGACAGCAGAGGGAGCTC	V_CTCF_BR	40
chr2	200604650	200604800	id-57818	2.06e-10	-	GCGGCAATGCGTACTCTCGCCAGCAGGGGGCAGTG	Upstream_CTCF	40
chr2	200625419	200625569	id-57819	2.97e-06	-	CGAGGTCGACATCCAGGAACCAGAGGAGGGCAGAG	V_CTCF_BR	6
chr2	200716086	200716236	id-57820	4.14e-06	+	TTTGCCTATTGATCATGCACCAGCAGGGGGCTCTT	V_CTCF_BR	40
chr2	200726006	200726156	id-57821	1.21e-05	-	CCATGAATTCCTCTGAGATCCACAAGATGGTGCTA	Upstream_CTCF	38
chr2	200776308	200776458	id-57822	3.86e-05	+	AGCGCAGCAACGAATTGCTCCTGTTGGCGGCGGCC	Upstream_CTCF	15
chr2	200805311	200805461	id-57823	1.63e-05	-	AAGACATTTCTTCATATGGCCACCAGAGAGCATTA	Upstream_CTCF	38
chr2	200820150	200820300	id-57824	1	+	NA	NONE	37
chr2	200838557	200838707	id-57825	1	+	NA	NONE	37
chr2	200842772	200842922	id-57826	1	+	NA	NONE	7
chr2	200844878	200845028	id-57827	3.65e-07	+	AATAGCCCAAGCCTTTTGGCCTGCAGGGGGCGTCC	V_CTCF_BR	40
chr2	200850456	200850606	id-57828	4.5e-06	+	GAAGCTCAGCCATTTGTCTCCATTAGAGGGCGCCA	Upstream_CTCF	40
chr2	200919639	200919789	id-57829	6.98e-07	+	TTAGGGACAACGTGGACCCCCAGAAGAGGGCAGCA	V_CTCF_BR	28
chr2	200992718	200992868	id-57830	6.43e-06	-	GGCTGGGAATGCATTTGAGCCTCATGGGGGCAGAG	V_CTCF_BR	19
chr2	201023872	201024022	id-57831	6.48e-05	+	ATGTCATGGCCCATTACTCCCACAAGAGCTCTGCA	UpstreamP1_CTCF	5
chr2	201064123	201064273	id-57832	1	+	NA	NONE	3
chr2	201064776	201064926	id-57833	3.65e-07	-	TGTGTTGGTTGGCCTCCAGCCAGGAGGTGGCGCTT	V_CTCF_BR	18
chr2	201165780	201165930	id-57834	8.23e-05	-	GTACAGTATGAGCTCTAAACAGCAAGGGGGCAGGG	UpstreamP1_CTCF	11
chr2	201170551	201170701	id-57835	1.37e-05	+	CCTGCATTTCACTCTACTGCCTCTGGAAGAAGAGT	Upstream_CTCF	29
chr2	201173561	201173711	id-57836	1	+	NA	NONE	27
chr2	201180897	201181047	id-57837	1	+	NA	NONE	25
chr2	201262748	201262898	id-57838	1	+	NA	NONE	11
chr2	201273431	201273581	id-57839	2.01e-05	+	CCAGCAGGGCGGGCCTGAGGCGCCATGGGGCAGAG	Upstream_CTCF	8
chr2	201287385	201287535	id-57840	1	+	NA	NONE	25
chr2	201310133	201310283	id-57841	1	+	NA	NONE	4
chr2	201318622	201318772	id-57842	4.7e-06	-	CATGGGGAGGGAGGCAGGCCCAGCAGGAGGCGCAT	V_CTCF_BR	26
chr2	201332172	201332322	id-57843	2.72e-05	+	ATGTACACCCAGCTCTCTTCCACAGGGTGGAAATA	UpstreamP1_CTCF	7
chr2	201336135	201336285	id-57844	3.66e-06	-	TAGTAAGGGACCATTTCTCCCACTAGATGGCACTT	UpstreamP1_CTCF	40
chr2	201346243	201346393	id-57845	3.81e-05	-	AACGTTTTACCATCTGTAGACACATGAGGGCGCTT	V_CTCF_BR	40
chr2	201348502	201348652	id-57846	5.21e-08	+	GGAGAGGGTGCAGCTGTGGCCACTGGAGGGCGGAG	V_CTCF_BR	39
chr2	201374772	201374922	id-57847	1.18e-05	-	CCGCTGCCTCAGAGCCGGGCCGCACGGGGGCGCCG	UpstreamP1_CTCF	40
chr2	201390938	201391088	id-57848	1.1e-05	-	AGAACGACACCGATCCCGACAGGGAGAGGGCGGTC	V_CTCF_BR	27
chr2	201440803	201440953	id-57849	3.88e-07	+	GGGTATTTTAAAGCAATAACCAGCAGATGGCAGTA	UpstreamP1_CTCF	37
chr2	201441869	201442019	id-57850	7.91e-05	-	ATGCAATATCACTTCATACCCACTAGGACGGCTAG	UpstreamP1_CTCF	25
chr2	201443668	201443818	id-57851	1.03e-06	+	CTGTATCCCTGACCTCCATCCACTAGATGTCAGTA	UpstreamP1_CTCF	39
chr2	201450522	201450672	id-57852	1	+	NA	NONE	30
chr2	201450872	201451022	id-57853	1	+	NA	NONE	5
chr2	201451132	201451282	id-57854	1	+	NA	NONE	18
chr2	201480132	201480282	id-57855	6.21e-06	-	GCTGCATCCCTGTCGCTGCCCTACAGGGGAAGGAT	Upstream_CTCF	30
chr2	201483383	201483533	id-57856	6.98e-07	+	CTCTTCTCGAGTTCCTGGAGCAGCAGAGGGCACTG	V_CTCF_BR	34
chr2	201523327	201523477	id-57857	8.71e-06	-	CGGCATGAACATGTGGGTCACAGGAGATGGCGCCA	V_CTCF_BR	25
chr2	201535182	201535332	id-57858	7.27e-06	-	ACATAAAGTAGGTTAAACACCAGCAGAGGGCAACC	V_CTCF_BR	16
chr2	201542729	201542879	id-57859	1	+	NA	NONE	21
chr2	201567993	201568143	id-57860	2.96e-05	-	TCAACACATGTGAATTCACTCAGCAGAGGGAGCTC	V_CTCF_BR	39
chr2	201570474	201570624	id-57861	1.55e-05	+	GGAGATCAACTTTTCCCACCCTGCAGATGTCGCTG	V_CTCF_BR	36
chr2	201577777	201577927	id-57862	1.73e-05	+	TAGGGTTACTAAGAAGCCAGCAACAGAGGGCAGCA	V_CTCF_BR	40
chr2	201600535	201600685	id-57863	3.63e-06	-	GTGGAAACTTTCCTGCAAGCCACTAGAGGGTACTC	V_CTCF_BR	40
chr2	201629635	201629785	id-57864	1	+	NA	NONE	20
chr2	201632413	201632563	id-57865	1	+	NA	NONE	3
chr2	201659750	201659900	id-57866	2.96e-05	-	TGCCTCTCCTCCTTCGGCCACTGCAGGGGTCACTG	V_CTCF_BR	18
chr2	201677179	201677329	id-57867	2.4e-05	-	CCGCCCAGGACCCCATCGGCCACAGCGGGGCGCCG	V_CTCF_BR	40
chr2	201715372	201715522	id-57868	1	+	NA	NONE	1
chr2	201753500	201753650	id-57869	1.11e-05	-	CTTGGGATACTGCGAGTGAACAGTGGGCGGCGAGG	Upstream_CTCF	21
chr2	201754502	201754652	id-57870	8.98e-06	+	CTGCTGTTGCACAGCTCTGGCTCTAGGATTCAGGC	UpstreamP1_CTCF	28
chr2	201766331	201766481	id-57871	9.67e-08	+	AGGGTAATACCCCGTAAGACCAGCAGATGGGGAGC	Upstream_CTCF	39
chr2	201770544	201770694	id-57872	5.77e-08	+	AGGAAAGAAGTGAAGCTGGCCAGGAGGTGGCAGCA	V_CTCF_BR	40
chr2	201805553	201805703	id-57873	8.97e-05	-	TGTTCTGTTTCTTTTGCAGGGGGAAGAGGGCAGTG	Upstream_CTCF	5
chr2	201828035	201828185	id-57874	7.12e-06	+	CTGAGATGCGCGACTTGGGACGCTAGGGGCCAAGC	UpstreamP1_CTCF	32
chr2	201831621	201831771	id-57875	1	+	NA	NONE	13
chr2	201833597	201833747	id-57876	1	+	NA	NONE	5
chr2	201934122	201934272	id-57877	2.53e-05	-	AATGGCTGATTTTGAATGGCCAGTAGGTGTCATTG	V_CTCF_BR	40
chr2	201936265	201936415	id-57878	8.02e-05	-	GCTGCTGCGGGAGGCGGCGGCGGTAGGAAGCCGGA	Upstream_CTCF	37
chr2	201982186	201982336	id-57879	1.21e-05	+	TAAGCAATGAGGGGTGAAACCAGTAGGGGGATAGC	Upstream_CTCF	39
chr2	201983328	201983478	id-57880	1.17e-05	+	TTGTGTGGTAACATTTCAGCCGGTGGGTGGCGGGG	V_CTCF_BR	39
chr2	201990419	201990569	id-57881	1	+	NA	NONE	40
chr2	202023173	202023323	id-57882	3.63e-06	-	TAATCATGGAGTATTTGCTCCTCCAGGGGGCAGAA	V_CTCF_BR	40
chr2	202042196	202042346	id-57883	3.73e-06	-	GTGGCAAAACCTCAAAGTTCCGCAAGATGGCAGTA	Upstream_CTCF	40
chr2	202045693	202045843	id-57884	7.31e-05	+	AAGTAACTGCAAATTGGAAACCACAGGGGGAGCCC	UpstreamP1_CTCF	25
chr2	202047681	202047831	id-57885	1	+	NA	NONE	36
chr2	202062430	202062580	id-57886	1.77e-05	-	GCAGCGTTATTAAAAATAGTCAAAAGGTGGCAGCA	Upstream_CTCF	2
chr2	202097070	202097220	id-57887	2.11e-06	-	CACAATTTTACTGGCTTTGTCAGTAGAGGGCGCCA	V_CTCF_BR	40
chr2	202101203	202101353	id-57888	2.46e-06	+	GTGATAAACCCTAATAATTCCACCAGAGGGCAGCA	UpstreamP1_CTCF	40
chr2	202122515	202122665	id-57889	1	+	NA	NONE	15
chr2	202123313	202123463	id-57890	4.44e-06	-	CTGGACTCTCCAAACGGGTCCACAGGAGGGAGACC	UpstreamP1_CTCF	32
chr2	202135179	202135329	id-57891	1	+	NA	NONE	15
chr2	202140823	202140973	id-57892	1	+	NA	NONE	27
chr2	202209843	202209993	id-57893	3.47e-07	+	GTGCATGACCCATTCTCTTCCTGCAGAGGGCTGTG	UpstreamP1_CTCF	28
chr2	202228780	202228930	id-57894	5.35e-09	-	GTGCAGTTCAACCTACAAACCAGTAGATGGTGCTA	UpstreamP1_CTCF	40
chr2	202283878	202284028	id-57895	3.11e-05	+	CATTACCAAGTGTTGATGTACAGTAGAGGTCAGCA	V_CTCF_BR	15
chr2	202316612	202316762	id-57896	1	+	NA	NONE	38
chr2	202335659	202335809	id-57897	4.24e-07	-	GCAGCAGTCGTCAGAGCTATCAGCAGGGGGCCAGC	Upstream_CTCF	10
chr2	202423442	202423592	id-57898	4.04e-08	-	GTGCAGTGGCCACTGTCCCCCAGAGGAGGGTGCGC	UpstreamP1_CTCF	10
chr2	202483883	202484033	id-57899	1.5e-05	-	TGGGCCCGGCCTGAGTGGGTCACTAGGCGGCACGC	Upstream_CTCF	27
chr2	202507408	202507558	id-57900	1	+	NA	NONE	20
chr2	202507903	202508053	id-57901	1	+	NA	NONE	8
chr2	202526186	202526336	id-57902	1.23e-05	-	CAGTTCTTTTGAGAACAGCACTGCAGAGGGAGGTG	UpstreamP1_CTCF	5
chr2	202530670	202530820	id-57903	1	+	NA	NONE	19
chr2	202545560	202545710	id-57904	2.6e-07	+	CTGAGATTTTTCGGGCCTGCCACCAGAGGGCATCA	V_CTCF_BR	40
chr2	202572613	202572763	id-57905	1.31e-05	-	GTTCTTATTTCCTGAGCTGCCTGAAGAAGGCAGCA	V_CTCF_BR	30
chr2	202580337	202580487	id-57906	6.49e-06	-	ATTGCTGTGGCCTTGACCACCAGTCGGCGCCAGCA	Upstream_CTCF	10
chr2	202608574	202608724	id-57907	1.03e-07	+	ACTGGAAGATCTCTTAGGACCAGCAGGGGGAGAAG	Upstream_CTCF	11
chr2	202615375	202615525	id-57908	1.26e-05	+	AGTGAAAATCACTGATCAACCACTTGGTGGCACCT	Upstream_CTCF	38
chr2	202660723	202660873	id-57909	2.86e-06	+	GGTCAGTTCTCCATCCTGACCACCGAGTGGTGCTG	UpstreamP1_CTCF	40
chr2	202663744	202663894	id-57910	5.86e-07	+	CCTGCAGTTCTGTTGACTGTCAGCAGACAGCACTC	Upstream_CTCF	40
chr2	202725388	202725538	id-57911	7.62e-09	+	TTGCTTTATCAACTTCTGACCACCAGGTGGAAGCA	UpstreamP1_CTCF	40
chr2	202780293	202780443	id-57912	1	+	NA	NONE	20
chr2	202830385	202830535	id-57913	1.21e-06	+	CTGAAGTCAAGAAGAGTGGCCACATGGGGTCAGTG	UpstreamP1_CTCF	26
chr2	202872045	202872195	id-57914	1.84e-06	-	CATGCCAGTTTCCCTGGCAACACCAGTGGGCAGTA	V_CTCF_BR	31
chr2	202897274	202897424	id-57915	6.23e-05	-	CTCCTGCGGGGGTCATAAGTCACCAGGGGGCCTCT	UpstreamP1_CTCF	8
chr2	202898070	202898220	id-57916	1	+	NA	NONE	36
chr2	202899638	202899788	id-57917	1	+	NA	NONE	4
chr2	202900273	202900423	id-57918	5.28e-05	+	GCTTCTCGGACGATGGCTACCGCACGGTGGCGCAG	Upstream_CTCF	30
chr2	202921458	202921608	id-57919	3.88e-06	-	TTCTCAACTCACTCTCCTGCCAGCAGGTGGCAAAT	V_CTCF_BR	39
chr2	202925063	202925213	id-57920	6.21e-06	-	TCTTCACTACCATTTCCAGCCTCTAGTGGCCATTG	Upstream_CTCF	38
chr2	202937069	202937219	id-57921	3.67e-07	+	TTGTGCTTCTTCATATAGGCCAGCAGTGGGCACTC	UpstreamP1_CTCF	40
chr2	202969118	202969268	id-57922	3.36e-07	+	CCACACGGGGGCGCACCAGCCTCCAGGAGGCAGAA	V_CTCF_BR	39
chr2	202974492	202974642	id-57923	1	+	NA	NONE	7
chr2	202999877	203000027	id-57924	1	+	NA	NONE	17
chr2	203014362	203014512	id-57925	1	+	NA	NONE	13
chr2	203023657	203023807	id-57926	1	+	NA	NONE	37
chr2	203024767	203024917	id-57927	1.38e-06	+	ATGACCAGTCACATGGCTGGCAGCAGAGGGAGCTA	V_CTCF_BR	0
chr2	203029997	203030147	id-57928	1	+	NA	NONE	9
chr2	203043186	203043336	id-57929	6.43e-06	-	GGGACAGGGCATGATAGAACCAGCAGAGGGCGTAT	V_CTCF_BR	40
chr2	203076833	203076983	id-57930	1	+	NA	NONE	34
chr2	203125007	203125157	id-57931	1	+	NA	NONE	9
chr2	203143794	203143944	id-57932	1	+	NA	NONE	40
chr2	203172445	203172595	id-57933	4.5e-06	-	GCTGCTATTCCAACCTATCTCCACAGGGGTAGCAA	Upstream_CTCF	25
chr2	203239810	203239960	id-57934	1	+	NA	NONE	19
chr2	203356410	203356560	id-57935	1	+	NA	NONE	22
chr2	203438678	203438828	id-57936	2.18e-07	+	AGTCTCTGCACCACCTTGACCACTAGGTGGCTCTC	V_CTCF_BR	40
chr2	203453467	203453617	id-57937	1.42e-10	+	GTGCAGTTCCGTCTCTAGACCAGCAGGTGGCGAAT	UpstreamP1_CTCF	40
chr2	203454458	203454608	id-57938	5.37e-06	-	CTGTAGCAACCACAAAGGGCCAGTGGGATCCAGGG	UpstreamP1_CTCF	4
chr2	203499386	203499536	id-57939	1	+	NA	NONE	16
chr2	203500713	203500863	id-57940	1	+	NA	NONE	25
chr2	203582915	203583065	id-57941	1	+	NA	NONE	3
chr2	203696366	203696516	id-57942	3.65e-07	+	ATTTCTGGAAACTATCTTGCCTGCAGAGGGCACAC	V_CTCF_BR	40
chr2	203735473	203735623	id-57943	8.79e-07	-	CCGCGATGCTGGGGCGTTGCCAGTAGAGGGGGTGG	UpstreamP1_CTCF	40
chr2	203735982	203736132	id-57944	1	+	NA	NONE	23
chr2	203749153	203749303	id-57945	2.19e-05	-	CCATAGTGACCCTCTCTGGCCACATGGAGGCAGTT	UpstreamP1_CTCF	25
chr2	203797412	203797562	id-57946	1	+	NA	NONE	6
chr2	203884007	203884157	id-57947	1	+	NA	NONE	22
chr2	203962578	203962728	id-57948	5.41e-06	-	ACAGTGCTTAGAAAAGTCACCACCAGGTGGACAGC	Upstream_CTCF	38
chr2	203977236	203977386	id-57949	1	+	NA	NONE	6
chr2	203987386	203987536	id-57950	1.31e-05	-	CTTGGAAAGTAAGTAGAAGCCTCTAGATGGAAGCA	V_CTCF_BR	25
chr2	204020295	204020445	id-57951	1.93e-05	-	AAATTCAAGACCAACCTGGGCAACAGAGGGCGACC	V_CTCF_BR	17
chr2	204090272	204090422	id-57952	1.12e-09	+	CTGTAGTTCTAGCTTGAGCCCAGCAGGTGGAGGCT	UpstreamP1_CTCF	40
chr2	204103471	204103621	id-57953	1	+	NA	NONE	40
chr2	204104010	204104160	id-57954	1	+	NA	NONE	9
chr2	204104331	204104481	id-57955	1	+	NA	NONE	29
chr2	204144096	204144246	id-57956	1	+	NA	NONE	5
chr2	204192600	204192750	id-57957	6.84e-06	+	CTCCTTCGGCCTCCCGTCAGCAGCAGAGGGAGAAA	V_CTCF_BR	8
chr2	204195919	204196069	id-57958	6.19e-06	+	CAGCTGTACATTTGGTTGACCAGCAGGGGTTTTGA	UpstreamP1_CTCF	25
chr2	204241028	204241178	id-57959	1	+	NA	NONE	21
chr2	204259359	204259509	id-57960	5.93e-06	-	GACGCACTGGCTCCAGTGTGCGATAGGGGGAGTGC	Upstream_CTCF	24
chr2	204261613	204261763	id-57961	7.73e-05	+	CCTGTTGTTTCTTCCACTCCCCCTACAGGTAAGTA	Upstream_CTCF	38
chr2	204318703	204318853	id-57962	3.6e-07	-	CCTGTACTTACTCAGCAAACCATCAGAGGGCACTG	Upstream_CTCF	40
chr2	204349087	204349237	id-57963	1.02e-07	+	CAGCACCTCTGGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	40
chr2	204400004	204400154	id-57964	1.93e-05	-	GGCTCCGCCGCCGCCGCCGCCGCCGCGGGGCGCTG	V_CTCF_BR	1
chr2	204479581	204479731	id-57965	3.73e-06	-	CCTGTAGTCCCAGCTACTCGCAGTGAGGGGCAGTC	Upstream_CTCF	10
chr2	204511083	204511233	id-57966	4.71e-06	+	ACTGCAACTGTGCACTCAGCCCCTGGTGGGAGGAG	Upstream_CTCF	7
chr2	204516177	204516327	id-57967	1	+	NA	NONE	36
chr2	204629088	204629238	id-57968	9.62e-08	+	TTGAAGTCCTCGCCATCTTCCAGCAGGCGGCGGTA	UpstreamP1_CTCF	6
chr2	204647150	204647300	id-57969	1	+	NA	NONE	40
chr2	204676268	204676418	id-57970	1	+	NA	NONE	16
chr2	204680129	204680279	id-57971	1.56e-06	-	CTGCAATGAAACATATAAACCCATAGATGGCAGAA	UpstreamP1_CTCF	40
chr2	204723012	204723162	id-57972	4.31e-07	+	ACCTGTTAGAAAATTGTGCCCAGCAGAGGGCAGAG	V_CTCF_BR	18
chr2	204770518	204770668	id-57973	1	+	NA	NONE	8
chr2	204774019	204774169	id-57974	1.71e-06	-	CCTTGGAGGATTGCAATAGCCTGCAGAGGGCAAGA	V_CTCF_BR	13
chr2	204774512	204774662	id-57975	1.64e-07	-	TCTACAGTTCCCAAAGAGGCCAGGAGAGGGTACTG	Upstream_CTCF	38
chr2	204783614	204783764	id-57976	1	+	NA	NONE	1
chr2	204793673	204793823	id-57977	5.74e-05	+	AGCCAATTTTCAGTTTATACCAGTAGGTGTCATCC	UpstreamP1_CTCF	38
chr2	204889354	204889504	id-57978	2.97e-06	+	CTTTGCCTTGTTCTTTCTTCCTCAAGAGGGCACCA	V_CTCF_BR	40
chr2	204891099	204891249	id-57979	4.14e-06	+	AGCCCTATGCCACCCCCTTCCTGAAGGGGGCGATC	V_CTCF_BR	39
chr2	204916325	204916475	id-57980	1	+	NA	NONE	34
chr2	204937268	204937418	id-57981	1.97e-06	+	AGAATAATTTTGACTCAATCCAGCAGGGGGCACCC	V_CTCF_BR	39
chr2	204973093	204973243	id-57982	1.41e-06	+	CGAGAATTTCCCTAATCTTCCTCCAGGTGTCAGCA	Upstream_CTCF	38
chr2	205010065	205010215	id-57983	5.77e-08	+	GCGGCCTTGTAGAAGATAGCCACTAGAGGGCGCCT	V_CTCF_BR	40
chr2	205042747	205042897	id-57984	1.46e-08	-	CCTGGAGCTTCTGTTTCTGCCCCCAGGGGGCGCCT	Upstream_CTCF	40
chr2	205085796	205085946	id-57985	1	+	NA	NONE	7
chr2	205124933	205125083	id-57986	1.2e-08	+	CATGGAGTCCTAAAAGTCACCACGAGGTGGCAGAC	Upstream_CTCF	40
chr2	205133300	205133450	id-57987	1	+	NA	NONE	23
chr2	205190230	205190380	id-57988	2.23e-06	+	GGGTCATGACAGAGGATATCCCCTAGGGGGCAGTG	UpstreamP1_CTCF	40
chr2	205225069	205225219	id-57989	2.27e-06	+	AACAGACCTTTTCCTTGCACCTGCAGAGGGAGCAC	V_CTCF_BR	12
chr2	205318758	205318908	id-57990	1	+	NA	NONE	4
chr2	205489963	205490113	id-57991	1.73e-05	-	GAGAACCGATGCCCAAGCTTCAGTAGATGGCACTC	V_CTCF_BR	27
chr2	205556753	205556903	id-57992	7.27e-06	-	TTTCTAGGTAACTGTGGACCCACTAGAGGGCAACA	V_CTCF_BR	40
chr2	205592217	205592367	id-57993	5.74e-05	+	TTCTCATAAAGAGTTGTGGCCTGCAGGTGGCCATC	UpstreamP1_CTCF	3
chr2	205725309	205725459	id-57994	1.18e-05	-	ATGAAACTACGTTCCAATCACACCAGAGGGAGCAC	UpstreamP1_CTCF	6
chr2	205736435	205736585	id-57995	1	+	NA	NONE	37
chr2	205750596	205750746	id-57996	6.23e-05	+	CTTCTCAGCACAATGGTCACCACAAGGTGGGCCAC	UpstreamP1_CTCF	22
chr2	205755380	205755530	id-57997	1.31e-05	+	ATGGCCTAAGGCCTGCTAGCCACAGGGAGGCAGGG	V_CTCF_BR	3
chr2	205842790	205842940	id-57998	4.88e-06	-	CTTCTATGCCCTGTTCTGGCCCCCTGGAGGCTGCT	UpstreamP1_CTCF	19
chr2	205912306	205912456	id-57999	2.46e-06	-	AACCAGTTTCAGACTCTGGCCACCAGGGTGTGAAG	UpstreamP1_CTCF	14
chr2	205916253	205916403	id-58000	2e-06	+	GTTGCACTTCATTAGGCTTACTGTAGAGGGAAGAG	Upstream_CTCF	29
chr2	205995316	205995466	id-58001	4.65e-05	-	TTTTTTAAGCTCATTTTACCCACCAGGGGTTGCTG	V_CTCF_BR	13
chr2	206014780	206014930	id-58002	1	+	NA	NONE	9
chr2	206035216	206035366	id-58003	2.1e-05	+	CACGTGGCTAACACCCTCTCCAGCAGGCGGCGTGG	Upstream_CTCF	2
chr2	206058681	206058831	id-58004	1	+	NA	NONE	3
chr2	206102377	206102527	id-58005	1	+	NA	NONE	23
chr2	206188802	206188952	id-58006	5.26e-07	+	GCTGTAATATCATACCTGGCCATTAGGTGTTGCTA	Upstream_CTCF	37
chr2	206236931	206237081	id-58007	1	+	NA	NONE	10
chr2	206300707	206300857	id-58008	9.62e-05	+	GTCTGGTGAGGCCCTGTTGCCCATAGATGGTGCTG	UpstreamP1_CTCF	1
chr2	206361263	206361413	id-58009	1	+	NA	NONE	13
chr2	206404465	206404615	id-58010	3.5e-05	+	AAGTGGCATCCTCAGATCTCCACTAGGTGGACTTC	UpstreamP1_CTCF	33
chr2	206412209	206412359	id-58011	1	+	NA	NONE	6
chr2	206421596	206421746	id-58012	2.19e-05	-	TCAGTGCTGAAGGGACTGACCACAAGGAGGCCTGC	Upstream_CTCF	8
chr2	206428493	206428643	id-58013	4.94e-06	-	CATGCACATGGTCTGTGCAGCCCTAGGGGGCGCCA	Upstream_CTCF	38
chr2	206429605	206429755	id-58014	9.31e-05	-	CATGTCATTCCATGTTCGGCCATAAGGGTCAGTTC	Upstream_CTCF	27
chr2	206482705	206482855	id-58015	1	+	NA	NONE	8
chr2	206496049	206496199	id-58016	3e-06	-	CTGTTAGGAACCAGGCCGCACAGCAGGTGGTGATG	UpstreamP1_CTCF	3
chr2	206540760	206540910	id-58017	5.93e-06	-	GCAGTAATGATCTTGAAAACCATTAGGGGGCAGCT	Upstream_CTCF	39
chr2	206544871	206545021	id-58018	1	+	NA	NONE	40
chr2	206551510	206551660	id-58019	4.41e-06	-	CGCTGATCGGGAATGGCTAGCGCCAGGGGGCTCTC	V_CTCF_BR	19
chr2	206561396	206561546	id-58020	1	+	NA	NONE	36
chr2	206580983	206581133	id-58021	1.91e-08	+	GGTTCACCTCCGACTACGCCCGGCAGGGGGCAGGC	Upstream_CTCF	35
chr2	206585809	206585959	id-58022	9.71e-06	-	GATGCCTTTATCCGCAGCTCCTGTAGGGGGCCTCT	Upstream_CTCF	38
chr2	206586198	206586348	id-58023	4.43e-05	-	GCCACCCTATCTCTTAATGCCTCTAGGTGGAGTCA	V_CTCF_BR	25
chr2	206599335	206599485	id-58024	1	+	NA	NONE	9
chr2	206600338	206600488	id-58025	2.01e-05	+	TTGGCAGGTCCCCCACTCCCCTAGAGGTGCAAATC	Upstream_CTCF	9
chr2	206602893	206603043	id-58026	1	+	NA	NONE	7
chr2	206611066	206611216	id-58027	1	+	NA	NONE	5
chr2	206628459	206628609	id-58028	3.65e-07	+	AGTACCAGGCCACGGGCGGCCGCGGGGTGGCGCTG	V_CTCF_BR	29
chr2	206631596	206631746	id-58029	1.52e-07	+	GAGACGCCACACCTTCCTGCCGCTAGATGGCACTA	V_CTCF_BR	36
chr2	206640894	206641044	id-58030	4.23e-08	+	AACACTCTTCTGTGTCTCTCCACCAGGGGGCACCC	V_CTCF_BR	39
chr2	206678361	206678511	id-58031	2.47e-08	-	CCTGTAATTTGGTAAATTTCCAGTAGGTGGCGCTT	Upstream_CTCF	40
chr2	206678885	206679035	id-58032	6.64e-05	-	ATTTCCTTCCCACATCCTCCCACATGAGGGAGAGG	Upstream_CTCF	4
chr2	206724066	206724216	id-58033	8.97e-05	+	TTGGTGACTTCTTCTGTGTCCTGTAGGAGGGGACA	Upstream_CTCF	20
chr2	206750447	206750597	id-58034	1	+	NA	NONE	40
chr2	206768585	206768735	id-58035	3.88e-07	+	CAGCAGGTGCTCCCACAGCCCAGCAGGGTGTGCTG	UpstreamP1_CTCF	37
chr2	206790666	206790816	id-58036	3.36e-07	-	GTGTTCATGTTGCTGGCGGGCACTAGGTGGCGCTC	V_CTCF_BR	40
chr2	206799288	206799438	id-58037	2.33e-07	+	TTGCAGTTGACCAGTTGTGCCACCAGGAAGAGCTA	UpstreamP1_CTCF	37
chr2	206812911	206813061	id-58038	6.04e-09	-	AGGGCCATTTCACTTTTGGCCACCAGATGGCAGAG	Upstream_CTCF	40
chr2	206813720	206813870	id-58039	3.73e-06	+	TTTGCAGACACTGCTGCCGCCACCAGGAGCCCCAT	Upstream_CTCF	9
chr2	206860124	206860274	id-58040	1	+	NA	NONE	22
chr2	206869104	206869254	id-58041	1	+	NA	NONE	39
chr2	206887984	206888134	id-58042	6.49e-06	+	ACTTTAATACCGAAAATATCAAATAGAGGGCAGCA	Upstream_CTCF	16
chr2	206949349	206949499	id-58043	1	+	NA	NONE	19
chr2	206950842	206950992	id-58044	7.12e-06	-	TCGCAGTGCCTGTAGTGGTGCTGTAGGAGGCTGCT	UpstreamP1_CTCF	40
chr2	206992495	206992645	id-58045	8.21e-06	+	CCAGTCTTCTCTTGCCAAGCCAGGAGGTGTCACTG	V_CTCF_BR	19
chr2	207019058	207019208	id-58046	1.56e-06	-	CCAGCACCTTGTCCTCTACCCACTAGATGTCAGTA	Upstream_CTCF	33
chr2	207029102	207029252	id-58047	1.15e-07	+	GTTGTCATTATCATAAGAGCCAGCAGAGGGCAGCA	V_CTCF_BR	39
chr2	207068076	207068226	id-58048	6.49e-06	-	CTCCAGCCCCCAGTCCTCCCCTGGAGGTGGAAGTT	UpstreamP1_CTCF	2
chr2	207077447	207077597	id-58049	1	+	NA	NONE	14
chr2	207077790	207077940	id-58050	1	+	NA	NONE	9
chr2	207094790	207094940	id-58051	1.64e-06	-	CTGCAGTGCCTCAATAAATGCACCAGGATTCAGGC	UpstreamP1_CTCF	32
chr2	207097508	207097658	id-58052	1.1e-05	-	CAAGGAGAAACATATCCTGCCACTGGATGGAAGTA	V_CTCF_BR	10
chr2	207114862	207115012	id-58053	1	+	NA	NONE	32
chr2	207125139	207125289	id-58054	1.09e-06	-	AGGCATTAGCAATAAAGAGCCACCAGGTGGCTAAA	UpstreamP1_CTCF	40
chr2	207188325	207188475	id-58055	1.77e-05	-	GCTGTAGTTCCAGCCTTTGCCTGCAGAGCCTATGT	Upstream_CTCF	16
chr2	207218548	207218698	id-58056	1	+	NA	NONE	17
chr2	207256955	207257105	id-58057	3.18e-06	+	GGTTAATGGAAGGCTTCTGCCACGTGGGGGAGCTC	V_CTCF_BR	39
chr2	207307550	207307700	id-58058	1.73e-05	-	GCTGAGAAGAGCGTTTGCGCCGCAGGCTGGCGCGG	V_CTCF_BR	28
chr2	207308555	207308705	id-58059	3.28e-07	+	CAGCAGCTCGCGGCAGCCGCCCCTGGCGGGCTGCA	UpstreamP1_CTCF	14
chr2	207367578	207367728	id-58060	6.05e-06	+	GTGTCTCTAACTGCTTCATCCCCCAGGGGGAGCTA	V_CTCF_BR	10
chr2	207368193	207368343	id-58061	2.15e-05	+	GACTTACATTCTGCTTCTGCCACTGGGGGGAAATC	V_CTCF_BR	2
chr2	207421197	207421347	id-58062	1.31e-05	+	GAAATAATAACCTCATGGACCAGTAGAGGGCATGA	V_CTCF_BR	39
chr2	207424035	207424185	id-58063	2.15e-05	-	ATCACTCATCTCATCCTCACCACTGGGTGGCATCA	V_CTCF_BR	39
chr2	207480248	207480398	id-58064	9.27e-07	-	TAGCTCTTCCACTGATGTCCCAGCAGGGGGAAAGT	UpstreamP1_CTCF	8
chr2	207558509	207558659	id-58065	1.83e-05	+	AAGCGTAATAACAAAGTGGCCACATGGTGTCACTC	V_CTCF_BR	40
chr2	207646366	207646516	id-58066	1.2e-08	-	ACTGTAGTACAGCAGTCAGACACCAGAGGGAGCAA	Upstream_CTCF	40
chr2	207648565	207648715	id-58067	6.27e-08	-	CGGCACCCCTGGCCTCTGTCCACTAGAGGCCAGTA	UpstreamP1_CTCF	40
chr2	207665345	207665495	id-58068	4.44e-06	+	AAGAAATGAATGACAATGGCCCCTAGGTGGTGCTG	UpstreamP1_CTCF	40
chr2	207705847	207705997	id-58069	9.78e-07	-	CTGCTGTTAGTACAGATGACCACAAGGTGATGTGA	UpstreamP1_CTCF	16
chr2	207846558	207846708	id-58070	5.08e-07	+	GCCGCACACAGAGGGTTTTCCAGGAGGTGGCAGTG	V_CTCF_BR	40
chr2	207854206	207854356	id-58071	4.88e-08	-	CTGCAGAGCCCTTCCCCAGCCGCTAGAGGGCTGCT	UpstreamP1_CTCF	40
chr2	207873378	207873528	id-58072	7.73e-05	-	GTTTTATTACCTTATTGGACCACTAGGGACCTACT	Upstream_CTCF	32
chr2	207904158	207904308	id-58073	2.58e-05	+	GCTGCAATGCCTCCTATGTACTCTAGCTTCCTGCA	Upstream_CTCF	3
chr2	207911664	207911814	id-58074	1	+	NA	NONE	16
chr2	207939241	207939391	id-58075	9.31e-05	-	GAGGGAATAATTTAGGTGAGGGGTAGGGGGCAGTA	Upstream_CTCF	12
chr2	207967945	207968095	id-58076	8.23e-05	-	CTGCAATTCAAGATGGCTGCCACCAGGCCTGCTTT	UpstreamP1_CTCF	13
chr2	207980832	207980982	id-58077	1	+	NA	NONE	30
chr2	207996833	207996983	id-58078	1	+	NA	NONE	6
chr2	208007251	208007401	id-58079	1.24e-05	+	AAGGAACCCACTCACTCTCCCTGCAGAGGTCAGTG	V_CTCF_BR	24
chr2	208031026	208031176	id-58080	3.66e-06	-	TTGCGCTCGCGCTGCCCGGCCGCCGGGCGGCCGCC	UpstreamP1_CTCF	21
chr2	208031271	208031421	id-58081	2.2e-07	+	GTGCGGGGTCAGGACGCCTCCTGGAGGGGGCGCGG	UpstreamP1_CTCF	22
chr2	208087864	208088014	id-58082	3.18e-06	+	ATCCCCTGCAGCGTGTGGGCCAGCAGGAGGCTGCT	V_CTCF_BR	20
chr2	208095052	208095202	id-58083	1.01e-05	+	ACTGTAATTCATCTTTCTTCCAAAGGGGGCAACAT	Upstream_CTCF	40
chr2	208123594	208123744	id-58084	1	+	NA	NONE	18
chr2	208126578	208126728	id-58085	1	+	NA	NONE	4
chr2	208148219	208148369	id-58086	8.5e-06	+	GCTGCACTGCTGGGGCACACAGCCTGGTGGCCTCC	Upstream_CTCF	25
chr2	208176079	208176229	id-58087	1	+	NA	NONE	38
chr2	208185607	208185757	id-58088	1	+	NA	NONE	31
chr2	208206661	208206811	id-58089	3.42e-05	-	GTAGCTATTGGGCTTTTTCCCTCTAGGTGGTTCTC	Upstream_CTCF	23
chr2	208209818	208209968	id-58090	5.01e-06	+	CCTGACTGGGAGACACCTCCCAGCAGGGGTCGACA	V_CTCF_BR	7
chr2	208217775	208217925	id-58091	4.14e-06	-	CCCCAAACAATGCAATCCACCTGCAGATGGTGCTG	V_CTCF_BR	28
chr2	208323469	208323619	id-58092	1.34e-06	-	CCTGAGGTTCCTGGTCCTGCCAGGAGGTGACATTC	Upstream_CTCF	9
chr2	208335452	208335602	id-58093	3.86e-05	+	GCCATTGTCTCATGAATTACCAGCAGATGGCCCAG	Upstream_CTCF	12
chr2	208337982	208338132	id-58094	2.39e-05	-	ATGCGCTTGTTGCAACTGCTCTCAGGGTGGCAGCA	UpstreamP1_CTCF	40
chr2	208339733	208339883	id-58095	2.83e-07	-	AATTCTATTCAGAAGTTAGCCACGAGAGGGCAGCA	V_CTCF_BR	40
chr2	208352812	208352962	id-58096	6.9e-05	+	TCTACATTCCCTTCTGAAAGCAGCAGAGGGACTCA	Upstream_CTCF	28
chr2	208363281	208363431	id-58097	1.21e-06	-	ATGGCTTCTCTGCCCCTCTGCACGAGGGGGCGGTG	Upstream_CTCF	1
chr2	208369466	208369616	id-58098	8.13e-06	+	CCTTTGGCTTTAGGAGGGAGCACCAGGAGGCAGAC	Upstream_CTCF	23
chr2	208393727	208393877	id-58099	8.64e-05	-	CACCCACTGCACCCTAAACCCAGCAGGGGGACTTC	Upstream_CTCF	39
chr2	208394586	208394736	id-58100	4.88e-05	+	GCGCACTCGGCACTGGGCGGCGCTGGCTGGCTCCC	UpstreamP1_CTCF	14
chr2	208482255	208482405	id-58101	1	+	NA	NONE	11
chr2	208490229	208490379	id-58102	1	+	NA	NONE	40
chr2	208490700	208490850	id-58103	3.84e-06	+	GCGCTCGGCTCCAGCCCCGGCCCCAGGCGGCGCTG	UpstreamP1_CTCF	40
chr2	208491971	208492121	id-58104	4.88e-05	+	CTCTCCTGGCCTCTTCCGTCCTGTAGGCGGCGTCC	UpstreamP1_CTCF	36
chr2	208539611	208539761	id-58105	1.83e-05	+	AACTTTTTTTCAGGCTCCATCACAAGAGGGAGCCC	V_CTCF_BR	10
chr2	208557064	208557214	id-58106	1	+	NA	NONE	40
chr2	208576185	208576335	id-58107	3.22e-05	+	CTTCAGTCGGTAGGCGGCGGCGGAAGGAGGAGGAG	UpstreamP1_CTCF	27
chr2	208599105	208599255	id-58108	1.03e-06	-	ATGCAGATACACTATGGTGCCAGTAGAGGACAAGC	UpstreamP1_CTCF	40
chr2	208610889	208611039	id-58109	2.93e-08	+	ATGCTGCTCTGCACAGCAGCCACTGGGTGGCTCTC	UpstreamP1_CTCF	40
chr2	208631511	208631661	id-58110	5.98e-05	-	GTGCTGTTGCCCCCTCCCGCGGCGACTTGGAGAGA	UpstreamP1_CTCF	10
chr2	208632681	208632831	id-58111	2.11e-06	+	GCACCGACCACAGGCCTATCCAGAAGGTGGCGAAC	V_CTCF_BR	34
chr2	208634386	208634536	id-58112	1.26e-07	+	CCCGCCGCTCGCCTCCTCCCCTGCAGGGGGCTCCG	V_CTCF_BR	40
chr2	208656393	208656543	id-58113	1	+	NA	NONE	7
chr2	208661874	208662024	id-58114	8.98e-06	+	GTGCAGTGAGTTGCTACAAGCCCCACATGGCTGCT	UpstreamP1_CTCF	10
chr2	208678322	208678472	id-58115	4.7e-06	-	GGGTGTTCACCCATCCCCGCCACCAGGGGTCTAAA	V_CTCF_BR	24
chr2	208678847	208678997	id-58116	6.43e-06	-	CCGGGTACTCACGGCTACCCCGGGAGAGGGCACAC	V_CTCF_BR	2
chr2	208715962	208716112	id-58117	1.93e-05	+	GCTGTGCTTTCCTTGTAGTCCTCTAGGAGGATAAA	Upstream_CTCF	18
chr2	208726615	208726765	id-58118	4.43e-05	+	CGTGATGATGATCCTGGCCACGCGAGGGGGCTGCC	V_CTCF_BR	1
chr2	208744314	208744464	id-58119	1	+	NA	NONE	14
chr2	208760378	208760528	id-58120	1	+	NA	NONE	4
chr2	208761749	208761899	id-58121	1.03e-06	+	GTGCAATTCCCCTATGGAGCCACTGGGGAGGTCTG	UpstreamP1_CTCF	40
chr2	208795665	208795815	id-58122	3.16e-05	-	GCTGTACCACCACGCAGAGCCGCTGGCCGCCGTGC	Upstream_CTCF	5
chr2	208838052	208838202	id-58123	6.84e-06	-	ATACTTTATTTCCTGATCTCCTGTAGGGGGCAGAG	V_CTCF_BR	40
chr2	208898963	208899113	id-58124	1	+	NA	NONE	35
chr2	208905047	208905197	id-58125	2.39e-05	-	GTGCCATTCTGCTTTATCACCACTGAGTGCTGCTG	UpstreamP1_CTCF	40
chr2	208905611	208905761	id-58126	2.81e-08	-	GCTGCAGTGGCTGAAGCAGACGCTAGGGGGAGCAT	Upstream_CTCF	40
chr2	208926941	208927091	id-58127	1.47e-05	-	GTTCTCAAGAAGATAAGCACCTGAAGGGGGCGATA	V_CTCF_BR	40
chr2	208937124	208937274	id-58128	2.11e-06	-	AACGTTAGGCTTAATTCGTCCAGTAGAGGGCGACC	V_CTCF_BR	40
chr2	208942096	208942246	id-58129	1	+	NA	NONE	3
chr2	208966793	208966943	id-58130	7.11e-06	+	CTTGCCTTCCTTCTGGCCAGCACAGGGTGGAGCTC	Upstream_CTCF	38
chr2	209013653	209013803	id-58131	1	+	NA	NONE	33
chr2	209040161	209040311	id-58132	5.63e-06	+	CGCCTATGACTCCTTTCTACCATCAGGTGGCAGCA	UpstreamP1_CTCF	40
chr2	209119105	209119255	id-58133	1.59e-06	-	TGAAGCCGATCCCTCGCGTCCGCCAGGGGGCGTGG	V_CTCF_BR	40
chr2	209120091	209120241	id-58134	1	+	NA	NONE	38
chr2	209121268	209121418	id-58135	8.61e-08	+	TACTCAAGGTGCACTTTGGACACCAGAGGGCACTG	V_CTCF_BR	38
chr2	209133921	209134071	id-58136	2.46e-06	-	AGGCAGAAGCATGTTCCAGCCACCAGGAGGCTACC	UpstreamP1_CTCF	33
chr2	209198133	209198283	id-58137	1	+	NA	NONE	2
chr2	209222020	209222170	id-58138	3.36e-05	+	TTGAAGTACAAGGTGTCTCCCCCTAGGTGCAATTA	UpstreamP1_CTCF	12
chr2	209228284	209228434	id-58139	7.73e-05	+	GCTGAACTAACTTACATTCCCACCAGCAGTGTCCA	Upstream_CTCF	3
chr2	209238319	209238469	id-58140	5.29e-11	+	TTGCAGTGGTGAGCAGTGGCCACTAGAGGGCTGTG	UpstreamP1_CTCF	40
chr2	209257161	209257311	id-58141	6.49e-06	+	TCTGGATTAATGTTAACTTCCATCAGGGGGAGACA	Upstream_CTCF	33
chr2	209260084	209260234	id-58142	2.59e-06	+	ATGTAGAGGATGTCTATTTCCACTAGGTGGTGGTG	UpstreamP1_CTCF	40
chr2	209271247	209271397	id-58143	1	+	NA	NONE	9
chr2	209272544	209272694	id-58144	5.48e-05	+	CAAGGTATTTCTCTCCGGTTCGGTAGGGGGTGCAC	Upstream_CTCF	37
chr2	209273645	209273795	id-58145	7.27e-06	+	GCCACCCTGTCTCCTCTATCCACTAGATGCCAGTA	V_CTCF_BR	0
chr2	209331198	209331348	id-58146	5.53e-08	+	GTGAAGTTTCTTCACCCCTCCAGTAGATGGCACAC	UpstreamP1_CTCF	39
chr2	209353987	209354137	id-58147	1	+	NA	NONE	2
chr2	209354538	209354688	id-58148	1	+	NA	NONE	2
chr2	209436273	209436423	id-58149	1.47e-05	-	CGCAGTTAACTATACATGAACAGGAGGGGGAGCCT	V_CTCF_BR	15
chr2	209460253	209460403	id-58150	1	+	NA	NONE	14
chr2	209522329	209522479	id-58151	1	+	NA	NONE	16
chr2	209646003	209646153	id-58152	1	+	NA	NONE	2
chr2	209648029	209648179	id-58153	2.78e-06	-	CAGGAGCTGGACTGTCTCACCTCAAGGGGGTGGTA	V_CTCF_BR	15
chr2	209685122	209685272	id-58154	7.73e-05	+	CAGTTAATGTAAATTAAGGCCCCTAGATGTCAGTA	Upstream_CTCF	19
chr2	209873736	209873886	id-58155	1	+	NA	NONE	1
chr2	209914472	209914622	id-58156	1.9e-06	-	GTTGCATTACCCTGAGTCAGCAGCAGGAAGCCAGA	Upstream_CTCF	4
chr2	210072978	210073128	id-58157	1	+	NA	NONE	35
chr2	210186929	210187079	id-58158	1	+	NA	NONE	14
chr2	210196137	210196287	id-58159	8.21e-06	-	ACTTAATGCCACTAAGGCACCACTTGATGGCAGTG	V_CTCF_BR	36
chr2	210199275	210199425	id-58160	4.68e-07	+	CTGTATAGCATCTATTTGACCTGTAGAGGGCACCA	V_CTCF_BR	40
chr2	210288490	210288640	id-58161	3.31e-06	-	CTTCTGCCGCAGCCGCCGGCCGCCAGGCGGGGACC	UpstreamP1_CTCF	40
chr2	210289106	210289256	id-58162	8.9e-05	-	CCCCTGCTCCGCAGTGACACCTGGAGAGGACAGGC	UpstreamP1_CTCF	17
chr2	210290296	210290446	id-58163	5.74e-05	+	CTGAAATTGAGGTTTGCAGCCACAGTGAGGCGATG	UpstreamP1_CTCF	38
chr2	210328083	210328233	id-58164	5.9e-06	+	AGGTAAGGTCTGACTTCTGCCACTAGAGGCCTGAG	UpstreamP1_CTCF	36
chr2	210421201	210421351	id-58165	4.41e-06	-	GCCTCACATTTCTCTCTAAGCAGTAGAGGGCAGAG	V_CTCF_BR	40
chr2	210424335	210424485	id-58166	2.58e-05	+	AGAGAAAAACCAAATTTGGCCACTGGGAGCCCCAC	Upstream_CTCF	5
chr2	210442217	210442367	id-58167	6.43e-06	-	ATAATTCATTCCAAAACAACCACTGGAGGGCGCAA	V_CTCF_BR	33
chr2	210660749	210660899	id-58168	2.18e-07	+	GAGGCTGTACCCTCCAAAGCCACAGGGTGGAGCTG	Upstream_CTCF	28
chr2	210798316	210798466	id-58169	1.64e-05	-	TCTAACACTTTCAATGTTACCAGGAGAGGGCATAA	V_CTCF_BR	11
chr2	210801118	210801268	id-58170	1.55e-05	+	TTTCTTCCTGATGCTGAGACCAGTAGGTGCCACTG	V_CTCF_BR	29
chr2	210825864	210826014	id-58171	1.84e-06	-	AACCTTTAATAGGTATTGGCCTCTAGAGGGAGCGC	V_CTCF_BR	40
chr2	210842494	210842644	id-58172	1	+	NA	NONE	38
chr2	210865853	210866003	id-58173	1	+	NA	NONE	1
chr2	210937743	210937893	id-58174	1.56e-05	+	CAAATAGTCCTAGATTTGGCCACTAGGGGCCTCTT	Upstream_CTCF	40
chr2	210957652	210957802	id-58175	1	+	NA	NONE	20
chr2	211035796	211035946	id-58176	1	+	NA	NONE	13
chr2	211046683	211046833	id-58177	3.88e-06	+	CCTGACTGGGAGACACCCCCCAGCAGGGGTCGACA	V_CTCF_BR	5
chr2	211060306	211060456	id-58178	1.64e-06	-	CTGTACCTAAATAACTGTACCACAAGATGGTGCTC	UpstreamP1_CTCF	39
chr2	211061078	211061228	id-58179	2.27e-06	-	GCTAATGGGTTGTCCATGGCCAGTAGGAGGAGGTA	V_CTCF_BR	10
chr2	211064018	211064168	id-58180	6.8e-06	-	AAGTTAGTTCCCTAAACTTTCAGTAGGTGGCAGTA	Upstream_CTCF	38
chr2	211113489	211113639	id-58181	1.9e-06	+	AATGCATTTTATAATAAAACCAGAAGATGGCAATA	Upstream_CTCF	26
chr2	211202018	211202168	id-58182	1	+	NA	NONE	11
chr2	211221781	211221931	id-58183	5.01e-06	-	CTTGACGGGGAGAGACCTCCCAGCAGGGGTCGACA	V_CTCF_BR	7
chr2	211228075	211228225	id-58184	2.93e-07	+	GTGCAGTTCAATCTACAAACCAGTAGATGGTGTTT	UpstreamP1_CTCF	24
chr2	211264278	211264428	id-58185	1.04e-05	-	TATTAAGGCAGATTTTTGTCCAGCAGATGTCAGTA	V_CTCF_BR	32
chr2	211309964	211310114	id-58186	1.04e-06	+	GATGTTAGGACATACATTACCACTAGGTGGCAATA	Upstream_CTCF	38
chr2	211341337	211341487	id-58187	1	+	NA	NONE	12
chr2	211367843	211367993	id-58188	1.15e-07	+	AAGGTTATGTCACATGCTGCCACTAGATGGCGCAG	Upstream_CTCF	40
chr2	211442368	211442518	id-58189	1.48e-06	+	GCACATATTTTCAGTTTATCCACTAGGTGGCACTC	V_CTCF_BR	40
chr2	211482576	211482726	id-58190	4.21e-05	+	TGAAACCACTCCAATTAAGCCACATGGGGGTGCTA	V_CTCF_BR	37
chr2	211528381	211528531	id-58191	1	+	NA	NONE	30
chr2	211699296	211699446	id-58192	1	+	NA	NONE	2
chr2	211759969	211760119	id-58193	1.71e-06	+	TAGAGCAGTTGCTGATCTGACAGGAGGTGGCGCTC	V_CTCF_BR	18
chr2	211898615	211898765	id-58194	1.39e-07	+	AGTCAGCTGGTAATATCTACCACCAGAGGGCAGAG	V_CTCF_BR	33
chr2	211900388	211900538	id-58195	2.43e-06	-	CTCTCTGAAAGTTTCACAACCACCAGGAGGCAGTA	V_CTCF_BR	36
chr2	211920277	211920427	id-58196	6.86e-07	+	ACTTCATGTCCACTGCAGCCCAGCAGAGGGACCCC	Upstream_CTCF	26
chr2	211949911	211950061	id-58197	1.31e-05	+	GCCTTCATTACAAATCAATCCACCAGGTGGCGATA	V_CTCF_BR	39
chr2	211958543	211958693	id-58198	1.35e-05	-	CTGTGCAACCTGCCTATCACCAATAGAGGGCATTA	UpstreamP1_CTCF	35
chr2	212019942	212020092	id-58199	1	+	NA	NONE	5
chr2	212022694	212022844	id-58200	7.55e-07	-	CTGTCAATCAAAGTAGTTGCCGCCAGGGGGCGATA	V_CTCF_BR	40
chr2	212081078	212081228	id-58201	1.23e-05	+	CTCTTGTTGCACATTTCACTCACCAGAGGGAGCTT	UpstreamP1_CTCF	26
chr2	212146608	212146758	id-58202	1	+	NA	NONE	4
chr2	212160589	212160739	id-58203	1	+	NA	NONE	4
chr2	212212225	212212375	id-58204	1	+	NA	NONE	17
chr2	212320078	212320228	id-58205	4.85e-07	+	GTGCTAAACAGCTCTCTGAACAGTAGGTGGCAGCA	UpstreamP1_CTCF	40
chr2	212368692	212368842	id-58206	2.83e-10	-	CTGCAGTTTGACCTCCCAGCCAGTAGGTGGCAGTT	UpstreamP1_CTCF	31
chr2	212610149	212610299	id-58207	5.35e-09	+	TTGCTCTTCCATGTCCCAGCCACCAGGTGTCAGTA	UpstreamP1_CTCF	40
chr2	212615191	212615341	id-58208	1	+	NA	NONE	2
chr2	212677413	212677563	id-58209	4.7e-06	-	ACCTGTGAGACTGCAGCAGCCTGTAGGGGGAGAGG	V_CTCF_BR	4
chr2	212719687	212719837	id-58210	7.82e-06	-	GTGTAGTACCCTCATGTGCCCACCAGACTGGCTTA	UpstreamP1_CTCF	15
chr2	212744168	212744318	id-58211	3.16e-05	+	GTTGTTATTGCCAGTTTGGCCAGGGTGTGGCAACA	Upstream_CTCF	30
chr2	212869928	212870078	id-58212	3.36e-07	+	CGAAATTTTGCCGCCCGGACCTCTAGAGGGCAGAC	V_CTCF_BR	39
chr2	213012765	213012915	id-58213	4.71e-06	+	TATTTTATTATTCCATTCATCACCAGGGGGCAGCA	Upstream_CTCF	34
chr2	213042514	213042664	id-58214	1.9e-06	+	AAAGCTTTGCTCAATTAGGCCAGAAGAGGGGGTCA	Upstream_CTCF	32
chr2	213114304	213114454	id-58215	1.17e-05	-	AGTTCTTGTTGTTTAATGCCCAGGTGGGGGCAGCA	V_CTCF_BR	36
chr2	213267201	213267351	id-58216	1	+	NA	NONE	5
chr2	213332389	213332539	id-58217	2.78e-06	-	TGGCCCTCTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	11
chr2	213336991	213337141	id-58218	1	+	NA	NONE	0
chr2	213349529	213349679	id-58219	1	+	NA	NONE	18
chr2	213382529	213382679	id-58220	3.81e-05	+	ATCATCTTGCTTTGAGGGGCCTCCTGCTGGCAAAG	V_CTCF_BR	13
chr2	213385189	213385339	id-58221	1	+	NA	NONE	33
chr2	213393320	213393470	id-58222	1	+	NA	NONE	28
chr2	213397438	213397588	id-58223	4.14e-06	-	AGGCCTGTCACTTTGCACAACTCCAGGGGGCAGCA	V_CTCF_BR	18
chr2	213402586	213402736	id-58224	2.53e-05	+	CTGACGCCACAAGGCTCGGGCGACTGGGGGCGCAG	V_CTCF_BR	9
chr2	213413268	213413418	id-58225	2.96e-05	-	CATGAAAACAATTATCTGGCCACTGGATGCCACTG	V_CTCF_BR	38
chr2	213432454	213432604	id-58226	9.27e-07	-	ATTTTGGTATATTGTATGTCCACTAGGGGGCAGTG	UpstreamP1_CTCF	40
chr2	213459881	213460031	id-58227	3.63e-05	+	CAGTGACATAATTTTGCAGGCACTAGATGTCACTG	V_CTCF_BR	34
chr2	213551134	213551284	id-58228	8.13e-06	+	CATGCGAATATATGTCACTCCACAAGGTGGCGGAA	Upstream_CTCF	40
chr2	213641765	213641915	id-58229	3.91e-06	+	TCATCTATACCTATCACTTCCAGCAGAGGTCTCTA	Upstream_CTCF	39
chr2	213727979	213728129	id-58230	5.01e-06	+	GGTTGCTGCCTCTTTTTTGGCACTAGATGGCGCCT	V_CTCF_BR	38
chr2	213757066	213757216	id-58231	2.27e-05	-	GTGGTTTTTATTCATTCTGTCACCAGGTGGTGCTG	V_CTCF_BR	38
chr2	213852357	213852507	id-58232	3.16e-06	-	GCTCAGTGAAAGCTCACAGCCAGTAGATGACGCTC	UpstreamP1_CTCF	10
chr2	213947985	213948135	id-58233	6.43e-06	-	TAGTGCCATAGCTGATCTGACAGGAGGTGGAGCTC	V_CTCF_BR	4
chr2	213990788	213990938	id-58234	1	+	NA	NONE	17
chr2	214013401	214013551	id-58235	1	+	NA	NONE	10
chr2	214014127	214014277	id-58236	1	+	NA	NONE	11
chr2	214016959	214017109	id-58237	2.43e-06	-	GCAGAGTTGCCGGCGGAGACCAGTAGGTGGGAGGC	Upstream_CTCF	38
chr2	214018508	214018658	id-58238	1.97e-06	-	GTAGTGTCTGAAGCCTTAGCCACTAGAGGGAGAAA	V_CTCF_BR	40
chr2	214025282	214025432	id-58239	1.1e-06	+	GGAGGTTGAGAAGTCATGGCCTCTAGGGGGTGGAA	V_CTCF_BR	5
chr2	214085812	214085962	id-58240	4.23e-06	+	CTGTAGTACCTGTTGACTGCCACATGATGCTGATA	UpstreamP1_CTCF	17
chr2	214111523	214111673	id-58241	6.8e-06	+	AAGAAATACTTACGCATGACCACTAGGCGGTGCAA	UpstreamP1_CTCF	38
chr2	214116378	214116528	id-58242	1.72e-06	+	TAAGTGATACCATAATTTGACAGTAGATGGCACTA	Upstream_CTCF	38
chr2	214119874	214120024	id-58243	5.01e-06	-	TTGGAGAAAGTACTACTGGCCTCTAGGAGGCAGAG	V_CTCF_BR	5
chr2	214149325	214149475	id-58244	4.31e-07	-	CCCCAAGGCTCAAAAGGCGCCGCCAGTGGGAGGCC	V_CTCF_BR	17
chr2	214200592	214200742	id-58245	1	+	NA	NONE	1
chr2	214338491	214338641	id-58246	1.32e-05	-	GATGAGGTTGAGAGTGTGACCACGAGGAGGTGTAC	Upstream_CTCF	1
chr2	214354921	214355071	id-58247	1.54e-05	-	GTGCACTTAGTCTGTACTGCCACCAAGTGCTTAAA	UpstreamP1_CTCF	10
chr2	214403956	214404106	id-58248	1	+	NA	NONE	2
chr2	214491896	214492046	id-58249	8.89e-06	-	ACTGTAATTCTCTCCCTAACCACGTGAGGAACGCT	Upstream_CTCF	8
chr2	214587911	214588061	id-58250	1	+	NA	NONE	8
chr2	214590954	214591104	id-58251	4.7e-05	+	CCTGCACTGCAGAGGTTCTCCAGCAGGACTGAGAT	Upstream_CTCF	5
chr2	214670967	214671117	id-58252	1.03e-06	+	AATATAACTTTTAATTCTGCCACCAGATGGCAGAA	V_CTCF_BR	27
chr2	214799397	214799547	id-58253	4.14e-06	-	TCACTGGTATTCCATTCCACCACAAGGGGGCAAGA	V_CTCF_BR	40
chr2	214922827	214922977	id-58254	1	+	NA	NONE	3
chr2	214943887	214944037	id-58255	1	+	NA	NONE	19
chr2	215058789	215058939	id-58256	5.92e-05	+	AAAGCAATGCATTATATGACCAGTAGGCTCAAATA	Upstream_CTCF	18
chr2	215158421	215158571	id-58257	9.25e-06	-	GCCACTGCTACCAGAGCTGCCACAGGAGGGAGATG	V_CTCF_BR	6
chr2	215159671	215159821	id-58258	1	+	NA	NONE	4
chr2	215175173	215175323	id-58259	5.68e-06	+	TTTTGGTGAAGTTTGGTCTCCAGTAGGTGGTGCCA	V_CTCF_BR	32
chr2	215175742	215175892	id-58260	5.92e-05	+	GTGGGAGATCCATTTCTGGCCACTAGGGTCACCTA	Upstream_CTCF	29
chr2	215243281	215243431	id-58261	3.29e-05	-	TGGGCCCTGTGACAGGTAGCCCTTAGGGGGAGCTC	Upstream_CTCF	17
chr2	215275243	215275393	id-58262	1	+	NA	NONE	10
chr2	215275758	215275908	id-58263	7.73e-06	+	ACAGAGCTGGGCTCAGAAGCCAGTTGTTGGCGCTG	V_CTCF_BR	4
chr2	215354060	215354210	id-58264	1	+	NA	NONE	12
chr2	215452281	215452431	id-58265	3.91e-06	-	AGATCAGGGCACACAATTCCCGCTAGGAGGAGCTG	Upstream_CTCF	37
chr2	215456206	215456356	id-58266	2.18e-07	-	TTTGAATTTTCCCAAGTGACCTCCAGAGGGCTCTG	Upstream_CTCF	31
chr2	215695609	215695759	id-58267	1.17e-05	-	TGGGAGCACAGAAAGACTTCCTGGAGGGGGCGATA	V_CTCF_BR	40
chr2	215825542	215825692	id-58268	2.97e-06	+	AATTTTCATGTTATATTAACCACTAGAGGGAACCA	V_CTCF_BR	28
chr2	215867357	215867507	id-58269	3.88e-06	+	AATTGTGGTTGAACAGTGGCCTCCAGCGGCCACTG	V_CTCF_BR	40
chr2	216054311	216054461	id-58270	1	+	NA	NONE	3
chr2	216134681	216134831	id-58271	2.18e-07	-	ATTGTAGACACCACACTGACCGCTAGAGGGCACTG	V_CTCF_BR	40
chr2	216153910	216154060	id-58272	1	+	NA	NONE	35
chr2	216161138	216161288	id-58273	3.63e-05	-	CTCCCAGGAGAACACACCACCACTAGGGAGCGGTA	V_CTCF_BR	23
chr2	216262492	216262642	id-58274	1	+	NA	NONE	24
chr2	216303701	216303851	id-58275	1	+	NA	NONE	2
chr2	216307362	216307512	id-58276	1	+	NA	NONE	11
chr2	216317545	216317695	id-58277	2.01e-05	-	CTGTGTGGGCCACTCCTGGCCAGCAGGGACTGCAG	UpstreamP1_CTCF	7
chr2	216319272	216319422	id-58278	5.26e-07	+	AGTGTCATGCCCTCAATGACAACTAGGAGGAGCTG	Upstream_CTCF	40
chr2	216354329	216354479	id-58279	2.04e-05	+	AATAGAAGGCACAAGTGAGACACTGGAGGGCAGAA	V_CTCF_BR	10
chr2	216363378	216363528	id-58280	2.53e-05	-	GTCAGCCTCACATCGACAAGCAGCAGAAGGCAGGC	V_CTCF_BR	3
chr2	216371119	216371269	id-58281	8.19e-06	+	CAGTAGCAGGAACTAGGAGCCTGAAGGGGGTGCCT	UpstreamP1_CTCF	22
chr2	216396755	216396905	id-58282	3.11e-05	-	AATGGGGAAAGGTGAGTGGCCACAGGAGGGCATAT	V_CTCF_BR	5
chr2	216402403	216402553	id-58283	4.88e-05	-	CAGTAAGTCATGCAGATTAGCAACAGCTGGAAGCC	UpstreamP1_CTCF	9
chr2	216418819	216418969	id-58284	7.55e-07	+	ACTTGCTCCAGGGGCTCGGCCTATAGAGGGCACTC	V_CTCF_BR	28
chr2	216478161	216478311	id-58285	1	+	NA	NONE	4
chr2	216489443	216489593	id-58286	6.15e-05	-	CGAGCAGTGGAGAGAGTAAGCTGTAGCAGGCATTG	Upstream_CTCF	3
chr2	216500554	216500704	id-58287	2.58e-05	-	CATGTTGGGATCTGTCACGGCAGCAGGGGGACACA	Upstream_CTCF	35
chr2	216522723	216522873	id-58288	1	+	NA	NONE	9
chr2	216593599	216593749	id-58289	1	+	NA	NONE	19
chr2	216601516	216601666	id-58290	4.34e-05	+	CGAGATATTCCCAGTCTGGCCTCCAGGGTCACCTT	Upstream_CTCF	38
chr2	216621176	216621326	id-58291	1	+	NA	NONE	1
chr2	216647817	216647967	id-58292	1	+	NA	NONE	4
chr2	216651330	216651480	id-58293	9.84e-06	-	TTGTTAGTAATGATAATGACCAGCTGGGGTCACTA	UpstreamP1_CTCF	8
chr2	216659669	216659819	id-58294	8.9e-05	+	CTGTGAGCATGAAAACATTCCACTGGATGGGGCTG	UpstreamP1_CTCF	18
chr2	216660997	216661147	id-58295	1	+	NA	NONE	18
chr2	216673807	216673957	id-58296	8.23e-05	-	GTGAAATTTTGCATTCCCACCAGCAGAGCAAAAGT	UpstreamP1_CTCF	36
chr2	216691517	216691667	id-58297	3.63e-05	-	TCTTATAGACTCCAGCGAACCACTAGAAGGAGCCT	V_CTCF_BR	19
chr2	216693380	216693530	id-58298	1.13e-05	-	GAGCTTTGGAAGACAGAGGGCAGCAGGGAGCAGCT	UpstreamP1_CTCF	40
chr2	216695247	216695397	id-58299	4.88e-05	-	GGAGAAGCTTACGGACTGTGCAGTAGGTGTCCTCA	Upstream_CTCF	6
chr2	216704682	216704832	id-58300	9.78e-07	-	TTGCAGTTGCAACACAGAACCACGTGGGGCAACTC	UpstreamP1_CTCF	12
chr2	216713461	216713611	id-58301	4.88e-05	+	GGAGTCATTTCAAGCCTGTCCTCCAGGGCTCAGGA	Upstream_CTCF	2
chr2	216735857	216736007	id-58302	5.55e-07	-	GAAGCATTACCGCTCCTCAGCCCTAGGGGGCCAGC	Upstream_CTCF	40
chr2	216777137	216777287	id-58303	6.51e-07	+	CATGCACTACTGAGACGCACCTACAGGAGGAGAAA	Upstream_CTCF	26
chr2	216784976	216785126	id-58304	2.6e-06	-	GGCTGTGCTGGATGGCTCGTCAGAAGATGGCAGTA	V_CTCF_BR	40
chr2	216796098	216796248	id-58305	4.48e-07	-	TTTGCAGGATTCTGATTGAACACTAGATGCCGCTG	Upstream_CTCF	40
chr2	216807039	216807189	id-58306	4.3e-06	+	ACTGTGACATCTACAGTGGCCACCTGAGGCACCCC	Upstream_CTCF	3
chr2	216814804	216814954	id-58307	4.88e-05	+	CTTTAACTTATGAAACAAACCACTAGGTGGCTTCT	UpstreamP1_CTCF	40
chr2	216873232	216873382	id-58308	1.59e-06	-	GACGTCTGTCCATTCATTGCCTGCAGAGGGCATCA	V_CTCF_BR	19
chr2	216876858	216877008	id-58309	6.49e-06	+	GGAGCAAGGATAAAGGTCACCACTTGAGGGAGGGT	Upstream_CTCF	31
chr2	216878271	216878421	id-58310	1.85e-05	-	CCTGCTTCACCCTTAGAGGGCGGTAGCGGGGCGTC	Upstream_CTCF	40
chr2	216887884	216888034	id-58311	3.67e-07	-	GTGAATTTACAATTGGATGCCAGGAGGTGGCAGCA	UpstreamP1_CTCF	40
chr2	216898816	216898966	id-58312	3.42e-09	+	GCTGGTGTTCCAAAACTAACCACAAGGTGGCACTG	Upstream_CTCF	40
chr2	216924345	216924495	id-58313	3.16e-06	-	GTGTGATACCACTTCACACCCACTAGATGGCTATT	UpstreamP1_CTCF	35
chr2	216928848	216928998	id-58314	2.4e-05	+	ACAAAGCTTGGGTTAGAGACCACTAGATGTCTCCC	V_CTCF_BR	28
chr2	216970126	216970276	id-58315	2.81e-05	-	ATGGTATGTGTGTTGGGGGACAGAAGGGGGAGTTA	V_CTCF_BR	9
chr2	216974946	216975096	id-58316	2.66e-05	+	GGTAGTTGTCTCTGAAGGGTCACTAGAGGGAGATG	V_CTCF_BR	38
chr2	216979464	216979614	id-58317	1.13e-05	-	CGGCATTATTGGTCGAGCGCCCCCAGAGGCAGCTT	UpstreamP1_CTCF	40
chr2	216995378	216995528	id-58318	5.26e-07	+	GCTGCTTTTTCACCATTGATCACAAGGGGCAGTCA	Upstream_CTCF	24
chr2	217004728	217004878	id-58319	1.1e-05	-	TTCAAGGCCCTCCCAGCAACAGGTAGGGGGCAGTA	V_CTCF_BR	39
chr2	217016431	217016581	id-58320	1	+	NA	NONE	29
chr2	217080799	217080949	id-58321	2.06e-07	-	AGTGCAATAGGTAACTTACCCACTAGGGGCAGGAA	Upstream_CTCF	40
chr2	217081828	217081978	id-58322	9.29e-06	+	GGTGGAGTTCAGTTAGTCAGCATCTGGTGGAGCTG	Upstream_CTCF	9
chr2	217087382	217087532	id-58323	2.4e-05	+	CCACTGCACTCCAGCCTGGTCAACAGGGGGAGATG	V_CTCF_BR	40
chr2	217139149	217139299	id-58324	3.28e-07	-	CTTCTGTGCAGTATTCTGTCCAGTAGAGGGAAAAC	UpstreamP1_CTCF	14
chr2	217148377	217148527	id-58325	1.28e-06	-	CATCACCCTGTGCTCTCTCCCTGCAGGGGGAGCTG	V_CTCF_BR	40
chr2	217193196	217193346	id-58326	3.63e-05	-	TGAACAAGGGCTCTAACGGCCCCTGGAGGGCAAAG	V_CTCF_BR	39
chr2	217204564	217204714	id-58327	1.34e-06	-	GAGTTGTTTTCCAGTCACCCCAGCAGGAGGCCCAG	UpstreamP1_CTCF	30
chr2	217207517	217207667	id-58328	2.6e-06	+	TCCCAGGCCCTGGGTGGGGCCACCAGCTGGTAGGT	V_CTCF_BR	0
chr2	217268839	217268989	id-58329	8.19e-10	-	TCTGCAATGTCCCTGAGGACCACAAGGGGGCGAAT	Upstream_CTCF	40
chr2	217273532	217273682	id-58330	1	+	NA	NONE	13
chr2	217285601	217285751	id-58331	1	+	NA	NONE	1
chr2	217381590	217381740	id-58332	7.11e-06	+	GCTGTAAGCATCATATATAACACTAGGGGGTGATA	Upstream_CTCF	39
chr2	217384007	217384157	id-58333	4.31e-07	+	AAATGAGTGCAGAGAATGGACAGCAGAGGGAGCCC	V_CTCF_BR	40
chr2	217455586	217455736	id-58334	1.97e-06	-	TCCAGCTGGCTGTGATCGACCTCCAGAGGGCATGA	V_CTCF_BR	26
chr2	217500086	217500236	id-58335	5.55e-07	-	ACAGCACCTCCCCGGTGGACCACGAGGGGTGATGA	Upstream_CTCF	10
chr2	217526377	217526527	id-58336	6.53e-09	-	CTTTCCCATGGTCACACAGCCAGCAGGGGGCACAG	V_CTCF_BR	39
chr2	217529313	217529463	id-58337	2.6e-07	-	GTACAGCGCCAGGCAGGGGCCACATGGGGGCAGAA	V_CTCF_BR	38
chr2	217530601	217530751	id-58338	6.43e-06	+	GTCAGCCCCGGGGCTGCTGTCCCCAGGTGGAGCTG	V_CTCF_BR	5
chr2	217531441	217531591	id-58339	6.86e-07	-	GCTGCAGTTCTGCATGCTGCCACACAGTGGCAGTA	Upstream_CTCF	40
chr2	217547298	217547448	id-58340	1.55e-07	+	GGTCAATATCTCCATGTGGCCAGCAGAGGGCGTGG	UpstreamP1_CTCF	40
chr2	217552492	217552642	id-58341	1.55e-08	+	CCCCCAAAGTTCTGCATGACCAGAAGGGGGCGGCA	V_CTCF_BR	40
chr2	217553653	217553803	id-58342	1	+	NA	NONE	13
chr2	217559181	217559331	id-58343	1.85e-05	+	GCGGCTTCTCCTCGTCCTGCCGGGGGAGGCAGCGC	Upstream_CTCF	16
chr2	217560363	217560513	id-58344	5.96e-07	+	GTGGGGAGAGGCCTTCTAGACACAAGGGGGCTCCC	V_CTCF_BR	32
chr2	217561557	217561707	id-58345	5.72e-07	+	CTGCATTTCATGAAGTTTGCCACTAGACTGCACCC	UpstreamP1_CTCF	40
chr2	217563659	217563809	id-58346	7.78e-06	+	GTTGTAGTGATATTGCTGAAGGCTAGGTGGCAGGA	Upstream_CTCF	40
chr2	217592585	217592735	id-58347	1	+	NA	NONE	14
chr2	217611172	217611322	id-58348	1	+	NA	NONE	8
chr2	217630528	217630678	id-58349	4.03e-06	-	CTGCAGTGGCTGTGTCTGGTCAACAGGGAGTGAGA	UpstreamP1_CTCF	8
chr2	217633724	217633874	id-58350	1	+	NA	NONE	4
chr2	217639853	217640003	id-58351	4.68e-05	-	GTGTTAGTCACTCTCAATTACAGAAGGGGGTGATC	UpstreamP1_CTCF	20
chr2	217642536	217642686	id-58352	2.31e-06	-	CCTGCAGTGCCTCCCACTGCCTGTAGGACACAGTG	Upstream_CTCF	40
chr2	217657457	217657607	id-58353	1.13e-05	-	ATGTTGTCAGACATCGCTAACGCTAGGGGTAGCTC	UpstreamP1_CTCF	19
chr2	217741903	217742053	id-58354	1	+	NA	NONE	31
chr2	217743505	217743655	id-58355	1	+	NA	NONE	9
chr2	217770493	217770643	id-58356	8.64e-05	-	GGAATTATGCAATATGTGACCACCAGGGGATAGGA	Upstream_CTCF	22
chr2	217846791	217846941	id-58357	2.94e-06	-	CCTGATGGGGAGACACCTCCCAGCAGGGGTCGACA	Upstream_CTCF	6
chr2	217854180	217854330	id-58358	1	+	NA	NONE	32
chr2	217865190	217865340	id-58359	1	+	NA	NONE	4
chr2	217901913	217902063	id-58360	1	+	NA	NONE	5
chr2	217908813	217908963	id-58361	8.52e-08	+	AGGCAGGTGGAGGGACTGACCTCCAGGGGGCACAT	UpstreamP1_CTCF	40
chr2	217924249	217924399	id-58362	1	+	NA	NONE	10
chr2	217950304	217950454	id-58363	3.11e-05	+	CAGAGCAGAGTCCTCAGTGCCAAGAGGAGGCAGTC	V_CTCF_BR	12
chr2	217971520	217971670	id-58364	2.39e-05	-	CTGCTGTTGCATTGTAGGGTAGACAGGAGGCGCTG	UpstreamP1_CTCF	39
chr2	217973567	217973717	id-58365	1	+	NA	NONE	0
chr2	218007498	218007648	id-58366	1.96e-08	-	AAAATCAGCAGGCTGGAGGCCACCAGAGGGCGCAG	V_CTCF_BR	38
chr2	218031081	218031231	id-58367	1.71e-06	-	AAGACTCTTAGTTTGAAAGCCACAAGAGGGCACTA	V_CTCF_BR	40
chr2	218143986	218144136	id-58368	3.16e-06	+	GTGAAGTGCCCCCTGATTCCCACTGGAGGAAGTAG	UpstreamP1_CTCF	11
chr2	218195534	218195684	id-58369	1	+	NA	NONE	8
chr2	218225477	218225627	id-58370	2.8e-05	-	GGTGTAATGCCTGTGCTAACCACTGAGTGTAAGCA	Upstream_CTCF	21
chr2	218235290	218235440	id-58371	1.93e-05	+	CATTCCATCCTCACCACAACCTGGTGAGGGAGGCA	V_CTCF_BR	16
chr2	218257796	218257946	id-58372	4.43e-05	-	ACCCAGCGTCTTCCATTCCAGAGCAGGTGGCAGCA	V_CTCF_BR	13
chr2	218294361	218294511	id-58373	1	+	NA	NONE	1
chr2	218299126	218299276	id-58374	2.39e-05	-	CTGGAAGACAGAAATCTAACCACAAGAGGCAGAGG	UpstreamP1_CTCF	3
chr2	218329858	218330008	id-58375	1	+	NA	NONE	3
chr2	218332916	218333066	id-58376	1	+	NA	NONE	6
chr2	218342425	218342575	id-58377	3.48e-06	+	GGGCAGTGCTCAACTCCTGTCAATGGGAGGCAGCA	UpstreamP1_CTCF	12
chr2	218375587	218375737	id-58378	9.29e-06	-	ACTACACTTTCCCATGCCAACAGAAGAGGGTGCTC	Upstream_CTCF	40
chr2	218392365	218392515	id-58379	5.98e-05	-	CAGCTGTATGGAGCTTTGGAAGCTAGGTGTCTCAG	UpstreamP1_CTCF	10
chr2	218421841	218421991	id-58380	1	+	NA	NONE	1
chr2	218438304	218438454	id-58381	1	+	NA	NONE	11
chr2	218515588	218515738	id-58382	1.71e-06	+	AGTTTCCTGCTAAGGTCTGCCAATAGAGGGCACTA	V_CTCF_BR	40
chr2	218518126	218518276	id-58383	1	+	NA	NONE	28
chr2	218578320	218578470	id-58384	6.18e-07	-	GGTGCCTTCTCACAGACACCCTGCAGAGGGCAGTG	Upstream_CTCF	40
chr2	218579979	218580129	id-58385	1	+	NA	NONE	17
chr2	218621372	218621522	id-58386	1.61e-09	-	GCCTCCCGAGGGCTCCCGCCCACCAGGGGGCAGTC	V_CTCF_BR	40
chr2	218650295	218650445	id-58387	1.21e-09	+	CTGCACCACAGCCATCCGACCACAAGAGGGCGACA	UpstreamP1_CTCF	40
chr2	218654029	218654179	id-58388	4.92e-12	+	GCTGCGGTTCCCAAGTTGGCCACTAGAGGGAGCCG	Upstream_CTCF	40
chr2	218655188	218655338	id-58389	9.81e-06	-	TGGGAAAAGAGCGACAGCATCAGTAGGGGGCAGGA	V_CTCF_BR	14
chr2	218666058	218666208	id-58390	5.96e-07	+	CCTCCAGACACCCAGCTGGACAGCTGGTGGCAGCA	V_CTCF_BR	7
chr2	218687701	218687851	id-58391	1.1e-06	-	AGGGGCTGCAGGGGCCTGGCCTCCTGAGGGATGCA	V_CTCF_BR	29
chr2	218701991	218702141	id-58392	1.13e-05	-	TGGCTGTGCCAGACTGGGGGTGCTGGGGGGCGTGG	UpstreamP1_CTCF	34
chr2	218713384	218713534	id-58393	1.28e-08	-	CCAGCACCTCAGGTCCCGCCCAGCAGGGGGCTCGG	Upstream_CTCF	4
chr2	218737174	218737324	id-58394	5.3e-05	+	ATGCAATACCCTTTCACACCCACTAGGATGGCTAG	UpstreamP1_CTCF	28
chr2	218738260	218738410	id-58395	2.12e-06	+	ATGCTGTCCATGAGGGCCACCTGCAGGGGTGAGAG	UpstreamP1_CTCF	5
chr2	218743709	218743859	id-58396	4.14e-06	+	CTGAGAAGCTGGCCCTCTGCCGAGAGGGGGAGCCG	V_CTCF_BR	16
chr2	218745314	218745464	id-58397	2.15e-05	-	AAAGAAGGCAGCAAAATGGCCACAAGGGGGTTATC	V_CTCF_BR	31
chr2	218751557	218751707	id-58398	4.7e-08	-	AAAGAGATATTCATGTTGACCACCAGAGGGCGGTG	V_CTCF_BR	40
chr2	218753053	218753203	id-58399	7.91e-05	+	TTGCACTTCCACATCTGGGCTCAGAGAGGTGACCC	UpstreamP1_CTCF	5
chr2	218755231	218755381	id-58400	1.71e-06	+	CATGAGTGTCTGACCTCCCACAGCAGGGGGCAGTG	V_CTCF_BR	37
chr2	218764375	218764525	id-58401	1.04e-06	-	AGTGTGATGCTGAGGCTGTCCGGCTGGTGGCACTG	Upstream_CTCF	40
chr2	218764775	218764925	id-58402	1.26e-05	+	AACGCAAATCCAAGTGCTGCCTCTTGGTGGCTGTG	Upstream_CTCF	12
chr2	218774184	218774334	id-58403	2.04e-05	-	GCACCTGTGGGTCAACAGCCCTCTAGGTGGTGCTA	V_CTCF_BR	29
chr2	218783068	218783218	id-58404	2.78e-06	+	TGGTGACACAGCCATTTCACCACCAGGTGGCTGAT	V_CTCF_BR	37
chr2	218787466	218787616	id-58405	2.17e-09	-	CGCCGTCGGGGGTGGCAGGCCACGAGGGGGCACCA	V_CTCF_BR	29
chr2	218797506	218797656	id-58406	9.51e-07	+	TCATGTGGAAAACTCCTGGCCCCTAGATGGCAGCG	V_CTCF_BR	33
chr2	218808810	218808960	id-58407	5.34e-06	+	GCCTCCTTCCCGGAGCCAGCCAGCAGTGGGCCCCC	V_CTCF_BR	34
chr2	218812748	218812898	id-58408	9.51e-07	+	ATTCCAGGTCCCAGCACTACCTCCGGAGGGCACCA	V_CTCF_BR	24
chr2	218813259	218813409	id-58409	3.31e-06	-	GAGCCCTAGTGAGGAGGCCCCACTAGGGGGTGATC	UpstreamP1_CTCF	13
chr2	218818414	218818564	id-58410	1.48e-06	+	GGGACGTGGGATGTGCTGGCAGGCAGAGGGAGCCC	V_CTCF_BR	8
chr2	218829705	218829855	id-58411	4.7e-08	+	GGGAGGGGAATACACAGGGCCAGCAGGTGGCTGCA	V_CTCF_BR	9
chr2	218852770	218852920	id-58412	1.48e-06	-	GGGCTACACTGTAGCAGGACCAGCAGGTGTCAGGA	UpstreamP1_CTCF	35
chr2	218853353	218853503	id-58413	1.74e-07	-	TTTGCAATACCAAAATCAGCCACGCGGTGTCACCC	Upstream_CTCF	40
chr2	218858693	218858843	id-58414	9.87e-11	-	CCCTCAGAGGCCTCCCTGACCACCAGGGGGCACTG	V_CTCF_BR	40
chr2	218875022	218875172	id-58415	5.01e-06	+	AGCCCGTGTCCTGCTGCCCCCTCTAGCGGGAGGAG	V_CTCF_BR	40
chr2	218899564	218899714	id-58416	5.93e-10	-	TTGCTTTTCTTCCTTCTCGCCACCAGGGGGCACAG	UpstreamP1_CTCF	40
chr2	218899766	218899916	id-58417	1	+	NA	NONE	21
chr2	218901197	218901347	id-58418	8.56e-05	+	AGGATGCTGCTAAAGTCAGCCACTGGGTGGCCTAA	UpstreamP1_CTCF	29
chr2	218903690	218903840	id-58419	1	+	NA	NONE	13
chr2	218933619	218933769	id-58420	3.13e-10	-	CTTGCTTTTCTCCTTCTCACCACCAGGGGGCAGAG	Upstream_CTCF	40
chr2	218933826	218933976	id-58421	1	+	NA	NONE	38
chr2	218937501	218937651	id-58422	1	+	NA	NONE	3
chr2	218938767	218938917	id-58423	2.97e-06	-	TTGTCTGGGCCCAGTGGCTCCGGCAGAGGGTGCTA	V_CTCF_BR	40
chr2	218945017	218945167	id-58424	3.29e-05	+	AGAGGTGAGCCACAGCTGACCTGAAGGCGGCAGGC	Upstream_CTCF	2
chr2	218958733	218958883	id-58425	5.01e-06	+	ATGAAAACCAGTGGACTCACCAAGAGGGGGCAGTA	V_CTCF_BR	24
chr2	218990351	218990501	id-58426	1.46e-07	+	GTTGCAGTGTCTTTGTTGAGCAGCAGAGGGGAGGT	Upstream_CTCF	10
chr2	219002968	219003118	id-58427	2.19e-05	+	AGGTGGCTCCCTGAGATGACTCCCAGAGGGAAGAG	UpstreamP1_CTCF	3
chr2	219031584	219031734	id-58428	8.58e-06	+	AAGCACCGGCCAGGTGTGTCCAACAGTAGGAGCTG	UpstreamP1_CTCF	7
chr2	219033707	219033857	id-58429	5.77e-08	+	GGGAGAAGGATAGTTTTTGCCACAAGGGGGCAGCA	V_CTCF_BR	40
chr2	219051122	219051272	id-58430	2.93e-08	+	CTGGAGTTGCAAGACCAGTCCAGGAGAGGGCAGCA	UpstreamP1_CTCF	40
chr2	219095641	219095791	id-58431	9.29e-06	+	ATTGCTATTCTTGTAGCTACCACAAGGGTCAAAGA	Upstream_CTCF	39
chr2	219122519	219122669	id-58432	4.96e-08	-	GCAGTGCTTTTAGCAACCCCCAGTAGGGGGCAGCA	Upstream_CTCF	40
chr2	219125719	219125869	id-58433	3e-06	+	GAGCCTGGCCCCGCTGTCCCCACTGGGTGGAGACA	UpstreamP1_CTCF	6
chr2	219128727	219128877	id-58434	1	+	NA	NONE	33
chr2	219134781	219134931	id-58435	1	+	NA	NONE	32
chr2	219137495	219137645	id-58436	3.09e-07	+	CAGTTCGTGCCTCTGAGGTCCACCAGAGGGCGCAT	V_CTCF_BR	40
chr2	219141838	219141988	id-58437	5.7e-05	-	GTTGTGGACATTCCCATACCCCCTAGGAGGCAGCA	Upstream_CTCF	30
chr2	219157287	219157437	id-58438	1	+	NA	NONE	39
chr2	219161710	219161860	id-58439	8.21e-06	+	TGAAAGTGCCTGTTTCTCCCCACTGGAGGGCAGAG	V_CTCF_BR	13
chr2	219166107	219166257	id-58440	1.64e-09	+	AATCAGTTCCCAGACATGACCACTAGGGGGCAGAG	UpstreamP1_CTCF	40
chr2	219169178	219169328	id-58441	1.61e-05	-	GTGCTCTGCAAGGCTACCGGCAGGTGCTGGAAACA	UpstreamP1_CTCF	2
chr2	219197078	219197228	id-58442	1.69e-05	+	CTGTCACTCACCAATTCTGCAGGCAGATGGAGGGA	UpstreamP1_CTCF	1
chr2	219221365	219221515	id-58443	1.59e-06	-	CACAAGCTTGAGGTGTTGTCCAGCAGAGGGAGCAT	V_CTCF_BR	40
chr2	219232573	219232723	id-58444	1.73e-05	-	GGGAGCGGAAAGGGTTGGGCCGGTGGGAGGAGCCC	V_CTCF_BR	17
chr2	219233758	219233908	id-58445	1	+	NA	NONE	24
chr2	219260731	219260881	id-58446	5.96e-07	-	GGCGTCGGGACCGTCTCTGCCCCTAGGGGGAGCAG	V_CTCF_BR	40
chr2	219264361	219264511	id-58447	3.73e-06	-	CGGGCCGGGTTCCTGCCGCGCTCCAGGGGGCGTCG	Upstream_CTCF	17
chr2	219271305	219271455	id-58448	5.34e-06	+	TGCTTGCTTCCCACGCCAGCCGCTAGAGGCCTCCC	V_CTCF_BR	40
chr2	219330894	219331044	id-58449	2.81e-05	-	AGGGTAAATTGCTTTATGAACAGTAGGTGTCACTC	V_CTCF_BR	38
chr2	219381432	219381582	id-58450	1.35e-05	-	ATACATTTCCTAGCTCAGTCCACTAGGGGGGGTAC	UpstreamP1_CTCF	40
chr2	219449075	219449225	id-58451	2.27e-06	+	TCCAGACATTGCCACATGTCCTCCAGGGGGCAAAA	V_CTCF_BR	30
chr2	219472172	219472322	id-58452	1	+	NA	NONE	23
chr2	219482964	219483114	id-58453	3.65e-07	-	GGCAAGACATGGCTTCCAGCCACAAGCTGGCAGTA	V_CTCF_BR	28
chr2	219483303	219483453	id-58454	1.55e-05	-	AAGACAATGGTGAAGCCCTGCTCCAGGGGGAGCTC	V_CTCF_BR	18
chr2	219491099	219491249	id-58455	1.15e-06	-	GCTGGGATTTGAACCCAGGCCGCCAGGTGTCAGAG	Upstream_CTCF	0
chr2	219509495	219509645	id-58456	7.16e-08	-	ACTGCAGTTACCAGAGCCGCCACAAGCAGGCTGTG	Upstream_CTCF	13
chr2	219513316	219513466	id-58457	3.63e-08	-	AGTGCAACTTTGCCACTGCCCACAAGAGGGTGCTC	Upstream_CTCF	39
chr2	219523403	219523553	id-58458	4.99e-07	+	CAAGCTTGACCATACATGGCCTCCGGGGGGAGCCA	Upstream_CTCF	40
chr2	219546959	219547109	id-58459	1	+	NA	NONE	18
chr2	219552288	219552438	id-58460	9.78e-07	-	GAGTAGTGCAGCTGGAATTCCACCAGAGGGAGTCT	UpstreamP1_CTCF	40
chr2	219575510	219575660	id-58461	5.37e-06	-	CTGCCACACACCGCGCGCGCCCCCAGCGGACAGAC	UpstreamP1_CTCF	40
chr2	219592697	219592847	id-58462	1.13e-05	+	GGTCACTACCTCTTTTTCAACACTAGATGGCATCT	UpstreamP1_CTCF	39
chr2	219613559	219613709	id-58463	1	+	NA	NONE	1
chr2	219614788	219614938	id-58464	2.53e-05	-	TGAAGAAATAGGGGCCTCACCTGGTGGTGGAGCTG	V_CTCF_BR	5
chr2	219712478	219712628	id-58465	1.59e-06	-	GAGTCACTCTTCAGCCCTTCCAGCGGAGGGCGGAA	V_CTCF_BR	40
chr2	219717669	219717819	id-58466	1.55e-07	+	TGTGATATCCCAGGAGGTGCCAGGAGATGGCGCTG	Upstream_CTCF	40
chr2	219730842	219730992	id-58467	5.77e-08	-	TGACCCCACCTCCCACAAGCCAGCAGAGGGAGCCC	V_CTCF_BR	11
chr2	219741445	219741595	id-58468	5.06e-11	+	CCTGCACTTCTCTCAGAGACCACCAGAGGGCATGC	Upstream_CTCF	40
chr2	219742194	219742344	id-58469	8.64e-05	-	CATGTCCCCTGCCATTCAGCCAGCAGGGGACTTTG	Upstream_CTCF	3
chr2	219757498	219757648	id-58470	6.9e-05	+	GCTGCCAGCTCAAGACGTGCTGGCAGGTGACGCCC	Upstream_CTCF	39
chr2	219761594	219761744	id-58471	1	+	NA	NONE	18
chr2	219763054	219763204	id-58472	2.47e-08	-	GATGCGCCGCCGCCTCTCACCAACAGAGGGCGCTG	Upstream_CTCF	40
chr2	219818335	219818485	id-58473	3.4e-06	+	CCTCGCCCTCCAGCAGCTTCCTGTAGGTGGCGATC	V_CTCF_BR	33
chr2	219825571	219825721	id-58474	2.01e-05	+	ACTGGACTATGAACCTGGACCGCTAGGGATACCCA	Upstream_CTCF	0
chr2	219844618	219844768	id-58475	1.64e-07	+	GGCGCAGTATTCAGAAGGGCCTCTAGGTGGTGAGG	Upstream_CTCF	32
chr2	219844823	219844973	id-58476	6.75e-05	-	CTGCTGGTCGGAGGAGGGTACGCTGGGGAGAGCTT	UpstreamP1_CTCF	40
chr2	219845589	219845739	id-58477	1.55e-05	+	CCACCATCCAGGCCTCTCGCTGCCTGCGGGCGGCG	V_CTCF_BR	15
chr2	219846099	219846249	id-58478	4.03e-06	-	CTGTCCCACCCCGCAGTCCCCTGAGGAGGGCGATG	UpstreamP1_CTCF	22
chr2	219858700	219858850	id-58479	3.36e-05	+	AGGCGGTGGTCAGGACTCGCCACGCGGCGGCGCCG	UpstreamP1_CTCF	25
chr2	219860837	219860987	id-58480	9.55e-09	+	CCGACAATTCTGGATTCGGCCACCAGAGGGCAGGA	V_CTCF_BR	40
chr2	219861607	219861757	id-58481	9.4e-06	-	TGGTAGGGAAAGGAGGAGACCAGTAGGGGGTCCGT	UpstreamP1_CTCF	1
chr2	219867291	219867441	id-58482	1.08e-08	-	GCCGCTGGACCGGGTCTGGCCAGTGGAGGGCGCTC	V_CTCF_BR	39
chr2	219867549	219867699	id-58483	5.01e-06	-	GCCCAGCCTCTCCGACATGCCGCTAGGGGTCACGC	V_CTCF_BR	16
chr2	219867894	219868044	id-58484	3.65e-07	-	GGCTCCCGGCCTTCGCCAACCTGCAGGAGGCGCTG	V_CTCF_BR	40
chr2	219874992	219875142	id-58485	2.17e-08	+	TGAGCAGGAACACCTGTGGGCACTAGGTGGCAGGG	Upstream_CTCF	38
chr2	219876603	219876753	id-58486	1	+	NA	NONE	3
chr2	219894508	219894658	id-58487	5.23e-10	+	CGGATGATTCCCCACAGGGCCACCAGGGGGCAGCA	V_CTCF_BR	40
chr2	219899682	219899832	id-58488	1.08e-05	+	CGTCTATTCCCCAGAAAAGACAGAAGGTGGAGCAA	UpstreamP1_CTCF	6
chr2	219922816	219922966	id-58489	5.24e-09	+	CGTGCAAGGCCCGAGGTGCCCAGTAGGTGTCACCG	Upstream_CTCF	40
chr2	219938228	219938378	id-58490	1	+	NA	NONE	40
chr2	219942993	219943143	id-58491	1	+	NA	NONE	23
chr2	219968962	219969112	id-58492	3.24e-06	-	CTGTCAATACTGTTCTCAACCACTAGGGGACACAC	Upstream_CTCF	40
chr2	219981729	219981879	id-58493	1	+	NA	NONE	2
chr2	219984278	219984428	id-58494	4.34e-07	-	ACTCAGTTGTCATGAAAGGACAGCAGGTGGCGCCA	UpstreamP1_CTCF	40
chr2	220007262	220007412	id-58495	2.4e-05	+	GAGCGAGGCATGGACAGGGCCAGGGGAAGGAACTC	V_CTCF_BR	30
chr2	220019884	220020034	id-58496	3.63e-06	-	CATTTCAACTTTCTAAGTAACACCAGGGGGCAGTG	V_CTCF_BR	40
chr2	220024896	220025046	id-58497	1.3e-09	+	TGGGCAGTTCCTCCGACGCCCTGCAGAGGGCAGTA	Upstream_CTCF	40
chr2	220025561	220025711	id-58498	1	+	NA	NONE	30
chr2	220035979	220036129	id-58499	7.62e-07	+	CCATAAATTTCCAAAATGCCCCCTAGGGGGCAGAA	Upstream_CTCF	40
chr2	220041175	220041325	id-58500	4.88e-05	-	GGAGAACTTCTCCCGGGGAACCCTCGATGGGGGTG	Upstream_CTCF	31
chr2	220042623	220042773	id-58501	1	+	NA	NONE	9
chr2	220042921	220043071	id-58502	1.15e-07	-	GCCGCCGGGGGCGCGTCAGGCGGAAGGGGGCGCCG	V_CTCF_BR	39
chr2	220071236	220071386	id-58503	1	+	NA	NONE	26
chr2	220076372	220076522	id-58504	2.4e-05	-	GTGGCACACACATGTAGTCCCACCAGGAGGCTGTA	V_CTCF_BR	39
chr2	220082741	220082891	id-58505	6.05e-06	+	TGCTTTCTCCCAAGCCCGGCCAGCAGAGGCTTCCC	V_CTCF_BR	31
chr2	220113160	220113310	id-58506	1	+	NA	NONE	3
chr2	220113878	220114028	id-58507	1.93e-05	+	CCGGTTTGCTAGGCAAGGGCCTCTGGGTGGAGACA	V_CTCF_BR	5
chr2	220117067	220117217	id-58508	8.21e-06	+	CTCCCAGGTACAGGACTCCCCACCTGGAGGCACCC	V_CTCF_BR	8
chr2	220118603	220118753	id-58509	4.71e-06	+	GCCGCACCGCCCTTATAGGCGGGGGGGGGGCGGGG	Upstream_CTCF	21
chr2	220119245	220119395	id-58510	1	+	NA	NONE	7
chr2	220142500	220142650	id-58511	5.34e-06	+	CTGACACTTCCTCCTCCAGACACTAGAGGCCGCTG	V_CTCF_BR	40
chr2	220144508	220144658	id-58512	1	+	NA	NONE	23
chr2	220151714	220151864	id-58513	7.78e-06	-	CTTGGGGTTCCATAACATACCTGGGGAGGGCAGCC	Upstream_CTCF	10
chr2	220159298	220159448	id-58514	6.84e-06	+	GGAGAAAGGAAGCAGGGGTCCTGGAGAGGGAGGGG	V_CTCF_BR	25
chr2	220159664	220159814	id-58515	1.22e-08	-	GTTCCACTTCCTCAGCTGGCCGGCAGAGGGCACAC	V_CTCF_BR	40
chr2	220160967	220161117	id-58516	1	+	NA	NONE	1
chr2	220162968	220163118	id-58517	3.8e-07	+	AGTGCAGTGCCAGAGGCCCCCACCAGGAGTGTTTG	Upstream_CTCF	37
chr2	220163520	220163670	id-58518	1.9e-09	-	CCCGCAGTTCTCTTTCTCACCAGCAGATGGCGTAG	Upstream_CTCF	40
chr2	220173017	220173167	id-58519	1	+	NA	NONE	16
chr2	220217275	220217425	id-58520	6.43e-06	-	AGGAAAATTCTTCATTTCCCCACTGGAGGGCGCCC	V_CTCF_BR	40
chr2	220222843	220222993	id-58521	1.93e-05	-	GCGTCAGCGCTGATGACAGCGGGGGGGGGGCGCCC	V_CTCF_BR	0
chr2	220248844	220248994	id-58522	6.74e-08	-	TCTGCTGGTGCTGGATGGACCAGGAGGGGGCCCTA	Upstream_CTCF	10
chr2	220253254	220253404	id-58523	3.67e-07	-	CTGTCCTAGCACCTCCGCGGCAGCAGAGGGCCCTG	UpstreamP1_CTCF	39
chr2	220267758	220267908	id-58524	5.93e-10	+	CTGCAGCTTCTCCTTATGGCCACTGGAGGGCACTT	UpstreamP1_CTCF	40
chr2	220270291	220270441	id-58525	1.59e-06	+	ACGCGAGGCTGCTCCCAGGCCGGTTGGGGGCAGTC	V_CTCF_BR	28
chr2	220283500	220283650	id-58526	1	+	NA	NONE	17
chr2	220295607	220295757	id-58527	2.83e-07	+	CAGCTAGTGTGGGCTCCTCCCAGAAGAGGGCACCA	V_CTCF_BR	38
chr2	220298701	220298851	id-58528	7.27e-06	-	CTTTGGTTTCTCTACCCTGAAAGCAGGGGGCGCCA	V_CTCF_BR	39
chr2	220306120	220306270	id-58529	3.63e-06	-	CTCGCCGAAGGGCACAGCGCCGGGTGGGGGCGCCT	V_CTCF_BR	7
chr2	220310828	220310978	id-58530	3.88e-06	+	GGCCAGGGCTGGGCCACGGCCAGGGGGAGGCTCCC	V_CTCF_BR	4
chr2	220313750	220313900	id-58531	3.16e-05	+	CCTGCCCTGGGCCACGCCGGGCCTGGAGGGCGCTG	Upstream_CTCF	4
chr2	220318639	220318789	id-58532	9.81e-06	+	CCGTAGGCCTGGTGGGGAGCAGGTAGAGGGAGGCA	V_CTCF_BR	5
chr2	220322884	220323034	id-58533	9.31e-05	-	GGTGTCATGCCTAGCCTCACCTCTGTGTGTCACCC	Upstream_CTCF	22
chr2	220324232	220324382	id-58534	2.55e-09	+	CATGCTGTTCCCCTGGGCACCACCAGGGGTCTCTG	Upstream_CTCF	40
chr2	220329517	220329667	id-58535	8.89e-06	-	GGTGCAGGGTCTCTGGCTGCCGCCAGGGCTCCGTG	Upstream_CTCF	6
chr2	220341089	220341239	id-58536	3.88e-06	+	CTGTGAAGAAGGGCGGCCACCCACAGGGGGCAGCA	V_CTCF_BR	40
chr2	220348532	220348682	id-58537	1	+	NA	NONE	8
chr2	220354966	220355116	id-58538	4.31e-05	+	TGGAACCACTGCATTCTTGCCCCTAGGGGTCCCTG	UpstreamP1_CTCF	32
chr2	220357400	220357550	id-58539	5.01e-06	+	GGGCTGAGGCTGCCACCCGCCACAAGGTGCTGCTG	V_CTCF_BR	8
chr2	220360203	220360353	id-58540	1.39e-07	+	CCCGGTTTATCTCAGTTTACCGCCAGGGGGCACAG	V_CTCF_BR	40
chr2	220363195	220363345	id-58541	6.84e-06	-	CGGGGCCAGGGGCAAACAGCCACAAGGGGCTGGGG	V_CTCF_BR	23
chr2	220365004	220365154	id-58542	2.58e-05	-	AGGGCAGCTGCACAGCATAACTTGAGGGGGCGCCA	Upstream_CTCF	38
chr2	220374505	220374655	id-58543	1.71e-06	+	CCTTGTGCTCCACTGGCCACCTCAAGGGGGTGCTG	V_CTCF_BR	40
chr2	220374997	220375147	id-58544	4.68e-07	-	AGTGGCAGAGACAGGCTGGCCGGGAGGGGGTGCTG	V_CTCF_BR	38
chr2	220384007	220384157	id-58545	3.63e-06	-	CCAGCACATGGGTCGGAAACCAGTAGGTGGTGCTG	V_CTCF_BR	13
chr2	220386113	220386263	id-58546	2.19e-08	-	GAGGCAGCCCTGCCGCCAGCCACAAGAGGGAGCAG	V_CTCF_BR	40
chr2	220387546	220387696	id-58547	2.66e-05	+	GCCGTGATGGATGCCTGGCCCGCGGGAGGGAGCGG	V_CTCF_BR	8
chr2	220388210	220388360	id-58548	1.56e-06	+	ATGCACGTGTAGAACTAAGCCTGCTGAGGGCGCTG	UpstreamP1_CTCF	23
chr2	220394997	220395147	id-58549	7.8e-08	-	GGAGAGTTCTCCTGCATGGACAGCAGATGGCGCTG	V_CTCF_BR	40
chr2	220402478	220402628	id-58550	1	+	NA	NONE	22
chr2	220406367	220406517	id-58551	1.56e-06	+	ATGTCGTTGCGGCAGCCTTCCAGGTGGGGGCGCAG	UpstreamP1_CTCF	40
chr2	220406601	220406751	id-58552	1.04e-07	+	AAGTCGTCGCCGTGCTGCTCCAGCAGGTGGCGCAG	V_CTCF_BR	25
chr2	220416911	220417061	id-58553	1	+	NA	NONE	13
chr2	220425210	220425360	id-58554	1.41e-09	-	TAGCAGTTCCTCAGCCCAGCCACCAGGGGGCCAGA	UpstreamP1_CTCF	40
chr2	220435222	220435372	id-58555	2.28e-05	-	CCCGCAACGCGCACGGCCACGCGCAGGCGGGGGCG	Upstream_CTCF	16
chr2	220460046	220460196	id-58556	6.39e-05	-	CTCTCCTTTCTACCCTTGGCCTGTAGGGGAGGCCT	Upstream_CTCF	25
chr2	220476096	220476246	id-58557	1.84e-06	+	TGATCAGTTGGCAGCTGTGCCGGGAGAGGGAGCTG	V_CTCF_BR	0
chr2	220484074	220484224	id-58558	4.43e-05	+	AGGAAAGGGTCTGTCTTTGCCACGTGGAGGCGACA	V_CTCF_BR	25
chr2	220491281	220491431	id-58559	1	+	NA	NONE	3
chr2	220492667	220492817	id-58560	1.93e-05	-	CCGCCCCCGCGCGCGCCGATCACCTGGGGTAGGGG	V_CTCF_BR	17
chr2	220502949	220503099	id-58561	1.39e-07	+	AGCTGCTGTCACCCCCAGGCCAGGAGAGGGAGCCC	V_CTCF_BR	37
chr2	220507331	220507481	id-58562	5.21e-08	-	CTCTCTGAGCGCCGCGGATCCACCAGGTGGCAGTG	V_CTCF_BR	40
chr2	220510992	220511142	id-58563	1.03e-05	+	CGGTCCTTGCGCTCTAGGGCCACCAGGGAGCTCAT	UpstreamP1_CTCF	5
chr2	220515582	220515732	id-58564	1	+	NA	NONE	6
chr2	220550260	220550410	id-58565	1	+	NA	NONE	23
chr2	220554518	220554668	id-58566	9.51e-07	-	TGTATGTTGCCATCTTCTGCCACTAGGGGGTAGCA	V_CTCF_BR	37
chr2	220591845	220591995	id-58567	1.19e-06	-	AGGCTGGAGGTCTCATCCCCCAGCAGAGGTCACCA	V_CTCF_BR	26
chr2	220596116	220596266	id-58568	3.18e-06	+	TTCATTTTCTTGCTGGCTGTCGGCAGAGGGCACCC	V_CTCF_BR	7
chr2	220601038	220601188	id-58569	4.7e-06	+	GAGATACAAACTCATTTCCCCAGCAGAGGTCACCC	V_CTCF_BR	40
chr2	220602028	220602178	id-58570	3.41e-08	+	GCTGCTGCTCTTCCCTTGGACTGCAGATGGCACAA	Upstream_CTCF	40
chr2	220687487	220687637	id-58571	1	+	NA	NONE	1
chr2	220701492	220701642	id-58572	1.74e-07	-	GAAGCACTATTCACAATTGCCGAAAGGTGGCAGCA	Upstream_CTCF	38
chr2	220715938	220716088	id-58573	1.29e-05	-	AAGGAGGTTCCCAGCCCGGCCAGTGAGGGGCAGAG	UpstreamP1_CTCF	3
chr2	220751470	220751620	id-58574	1	+	NA	NONE	33
chr2	220773349	220773499	id-58575	1.54e-05	+	GTGCGGTGAGATGCTGACACCATCAGAGGCCTGAT	UpstreamP1_CTCF	10
chr2	220777487	220777637	id-58576	1	+	NA	NONE	27
chr2	220811431	220811581	id-58577	1.54e-05	+	CTGAAGTGAGGCACTCAGCACAGTGTGTGGCAGCA	UpstreamP1_CTCF	9
chr2	220862074	220862224	id-58578	8.81e-07	+	GTCTGACAAAATCCCAGAGCCAATAGGGGGCGCCA	V_CTCF_BR	37
chr2	220862991	220863141	id-58579	3.56e-05	-	GCTGTCTCCATTCCGGAGAACACCAGGGTGCGCTG	Upstream_CTCF	28
chr2	220863665	220863815	id-58580	8.21e-06	-	CAGGGGAGACAAATATTTACCTCTAGGTGGTGCTG	V_CTCF_BR	24
chr2	220918744	220918894	id-58581	4.58e-08	+	CTGCAATTTTAGTATATTGGCATCAGGGGGCAGTG	UpstreamP1_CTCF	34
chr2	220926901	220927051	id-58582	2.43e-06	+	GCAGCATCCTTGGCCTCTACCGCCAGATGCCAGTA	Upstream_CTCF	2
chr2	220941488	220941638	id-58583	9.26e-05	+	CTTTGACGCTGTTCTCTGGCCACCAGGATACGCTC	UpstreamP1_CTCF	30
chr2	220942408	220942558	id-58584	5.7e-05	+	CCAGCAGGGGTGGATTTTACACCCAGATGGAAAAC	Upstream_CTCF	11
chr2	220969893	220970043	id-58585	1	+	NA	NONE	34
chr2	221019081	221019231	id-58586	1	+	NA	NONE	28
chr2	221022170	221022320	id-58587	1	+	NA	NONE	3
chr2	221030223	221030373	id-58588	1.47e-05	+	TCAAATCCTCCCTCACTTGACGCCAGGTGGCTCCT	V_CTCF_BR	17
chr2	221050618	221050768	id-58589	1	+	NA	NONE	10
chr2	221058239	221058389	id-58590	7.44e-06	-	CTTGTTCTGCCCACTCAGTCCAGCAGGCTGTGCTC	Upstream_CTCF	17
chr2	221066560	221066710	id-58591	1	+	NA	NONE	18
chr2	221161035	221161185	id-58592	8.02e-05	+	TATTTCCTTTTACTCTCTAACGGCAGAGGGCATGC	Upstream_CTCF	21
chr2	221223293	221223443	id-58593	1.5e-05	-	AGAGCCATCCCCACATAGGACTGGTGGGGGAGCAA	Upstream_CTCF	14
chr2	221242307	221242457	id-58594	1	+	NA	NONE	7
chr2	221325095	221325245	id-58595	4.17e-05	+	TCATCACTTCCCTCCTTTAACACTAGAGGAGCTAG	Upstream_CTCF	38
chr2	221341201	221341351	id-58596	1	+	NA	NONE	9
chr2	221398281	221398431	id-58597	1	+	NA	NONE	37
chr2	221444964	221445114	id-58598	6.15e-05	+	GATGTTTCACTGTTTCATACCATTAGGGGGCCTGA	Upstream_CTCF	11
chr2	221538877	221539027	id-58599	8.71e-06	-	CAACCACTTCAAAATCTTGCCAGGAGAGGGCTATG	V_CTCF_BR	21
chr2	221552067	221552217	id-58600	3.2e-08	+	GCTGTACTTCCATCTGGAGTCAGCAGGGGGCTCTG	Upstream_CTCF	40
chr2	221746351	221746501	id-58601	2.47e-05	-	GTTGCTATGACCCAACCTAACTCTAGAGGTCTACA	Upstream_CTCF	4
chr2	221758285	221758435	id-58602	3.56e-06	+	TGAGCTATTAGACCATTAACCACCAGGAGCCTCCC	Upstream_CTCF	4
chr2	221883107	221883257	id-58603	1.01e-05	-	GCTGCCTTCCCTTGCATAACCCCTAGGGTGCCAGA	Upstream_CTCF	7
chr2	221932956	221933106	id-58604	8.71e-06	-	GAGAGAGATTAGGAAATGACCAGTTGGTGGAGCAG	V_CTCF_BR	14
chr2	221965556	221965706	id-58605	1.83e-05	-	TGATTGAAGGCCCAAAAAGCCACTAGGAGGAGCTA	V_CTCF_BR	31
chr2	221969397	221969547	id-58606	1	+	NA	NONE	20
chr2	222129151	222129301	id-58607	1	+	NA	NONE	14
chr2	222175563	222175713	id-58608	9.4e-06	+	CTGCACTTGAGAATTCCACCCAACAGGGTGCCTTG	UpstreamP1_CTCF	1
chr2	222237381	222237531	id-58609	2.31e-06	-	AAGGCAATGACACAAAAGTTCCCTAGGGGGCAGCC	Upstream_CTCF	29
chr2	222343170	222343320	id-58610	3.71e-05	+	CCTGTAATGTAGAAAAGTAACTATTGGGGGAGCTC	Upstream_CTCF	14
chr2	222364821	222364971	id-58611	5.08e-05	+	CTGTTATTAACTCCATTCTCCAGGTGAGGAAACAG	UpstreamP1_CTCF	14
chr2	222385627	222385777	id-58612	1	+	NA	NONE	16
chr2	222435320	222435470	id-58613	1	+	NA	NONE	26
chr2	222437181	222437331	id-58614	1.73e-05	+	GGCCGGTCCCCGCCCCCGCCTGCCGGAGGGAGCCA	V_CTCF_BR	29
chr2	222438341	222438491	id-58615	6.53e-09	-	CGCACACTCCCGCATCTGGCCGGCAGGTGGCGCGG	V_CTCF_BR	39
chr2	222500817	222500967	id-58616	1	+	NA	NONE	20
chr2	222555496	222555646	id-58617	1.03e-06	+	CACAAGTTCCAGATGGCTGCCGCAAGATGGCAGAG	V_CTCF_BR	0
chr2	222587858	222588008	id-58618	5.7e-05	-	ATAGTATTATATTGAATTGCAGGGAGGGGGAGCCC	Upstream_CTCF	8
chr2	222687977	222688127	id-58619	1.93e-05	-	TCCGTGGAGCACACGCTGCACACCAGGTGTCAGCT	V_CTCF_BR	2
chr2	222700956	222701106	id-58620	3.81e-05	-	AGAAGGCATCTGTGTGTCACCACTGGCTGGCGTTC	V_CTCF_BR	3
chr2	222773358	222773508	id-58621	6.49e-06	+	CCAGCTGGGAGGAAACAGACCACCAGAGGGACGAT	Upstream_CTCF	4
chr2	222823102	222823252	id-58622	2.43e-06	-	GTACTCTCCATGTAGTGATCCACCTGGGGGCACTG	V_CTCF_BR	10
chr2	222833933	222834083	id-58623	1.85e-05	-	TGGGCTGTTCCACACCGAAGTGCTAGGTGGCAGCC	Upstream_CTCF	40
chr2	222863067	222863217	id-58624	1.92e-05	-	GTTTTGTAAACCACCCCAAATGCCAGGGGGCAGTG	UpstreamP1_CTCF	1
chr2	222871129	222871279	id-58625	7.44e-05	-	TCTACATTGGTGGATATGACCTCTAGGGACAGCCG	Upstream_CTCF	1
chr2	222889747	222889897	id-58626	3.63e-05	+	ACTATGTTTCTCCTGGGCCACACTAGAGGGCGAAC	V_CTCF_BR	40
chr2	222903212	222903362	id-58627	7.62e-07	+	CTGTCAGTATCTACATTTGCCACAAGAGGGCTGAC	Upstream_CTCF	38
chr2	222917660	222917810	id-58628	3.56e-06	+	ACTGCAGTAACGTCTTTCACCTGTGGAGGGGCACT	Upstream_CTCF	33
chr2	222922076	222922226	id-58629	3.47e-07	+	CTGTCTTTATTCTATACAACCACTAGATGGCACTA	UpstreamP1_CTCF	40
chr2	223032596	223032746	id-58630	2.78e-06	+	CCCTGACAGATGGTGATGGGCACTGGAGGGCGCAC	V_CTCF_BR	1
chr2	223053646	223053796	id-58631	1.37e-05	-	AGAGGACTGTCAGCCACCACCAGAGGATGGGAGAG	Upstream_CTCF	7
chr2	223145851	223146001	id-58632	1	+	NA	NONE	8
chr2	223148542	223148692	id-58633	1.56e-06	+	GCTGCACTGCCAAGCTGCGCCAGAGGGAGAAACAT	Upstream_CTCF	4
chr2	223156083	223156233	id-58634	1	+	NA	NONE	8
chr2	223180263	223180413	id-58635	1	+	NA	NONE	30
chr2	223182786	223182936	id-58636	1	+	NA	NONE	38
chr2	223183932	223184082	id-58637	1	+	NA	NONE	32
chr2	223201261	223201411	id-58638	1.83e-05	+	TCTTTCTCCCCAACATTGAACACTTGAGGGAGCTG	V_CTCF_BR	9
chr2	223300865	223301015	id-58639	5.96e-07	-	TCCAGAGTGGGGAACGCTGCCACTAGGAGGCACAA	V_CTCF_BR	9
chr2	223316146	223316296	id-58640	1	+	NA	NONE	11
chr2	223348319	223348469	id-58641	2.66e-05	-	GACAGACTCCCTTATGAGACAGCCAGATGGCAGCC	V_CTCF_BR	15
chr2	223413924	223414074	id-58642	1	+	NA	NONE	7
chr2	223426660	223426810	id-58643	2.11e-06	-	GACCTAGACTGAAGCCAAACCAGTAGGGGGCTCTC	V_CTCF_BR	40
chr2	223447771	223447921	id-58644	6.15e-05	-	CAAATTGTCCCCAGTTTGGCCAGCAGGAGTCCCTT	Upstream_CTCF	39
chr2	223475600	223475750	id-58645	1.76e-05	-	CTGCTGTACATAGAGGACAACAGGGGAGGCAGCAA	UpstreamP1_CTCF	28
chr2	223478572	223478722	id-58646	1.62e-08	-	GTGCAATTTCATGTCTTTTCCTGTAGGTGGCACGC	UpstreamP1_CTCF	40
chr2	223487943	223488093	id-58647	1.32e-05	-	AATTTGGTTATGGCTGTGCCCACTAGATGCCGTCC	Upstream_CTCF	3
chr2	223536625	223536775	id-58648	1.63e-05	-	TTTGACCTGCCTGCTCTGGCCGACAGGGGAACGAG	Upstream_CTCF	22
chr2	223538671	223538821	id-58649	3.73e-06	+	CATGTAATCCTCACAGCAACCTGGTGAGGGAGGAC	Upstream_CTCF	7
chr2	223542884	223543034	id-58650	7.44e-06	+	CACATACTTCCCCCACTGACCACCAGGAGCCAAGA	Upstream_CTCF	28
chr2	223555440	223555590	id-58651	1.82e-07	+	CGGAAGATCCGGCATCTGGCCTGCAGAGGGTGCAC	V_CTCF_BR	38
chr2	223558722	223558872	id-58652	7.44e-06	+	AATGCAATATAAATGGTGTCCTCTAGAGTTCAGTA	Upstream_CTCF	38
chr2	223561033	223561183	id-58653	1	+	NA	NONE	10
chr2	223573077	223573227	id-58654	3.47e-09	+	CATCAGTAGCAGCATCCGACCAGCAGGTGGCGCAG	UpstreamP1_CTCF	40
chr2	223617111	223617261	id-58655	4.3e-06	-	TGTTTACTTTTGCAGTACGGCAGCAGGGGGAGAAA	Upstream_CTCF	2
chr2	223662130	223662280	id-58656	4.11e-07	+	CTGCAGCTTATCTTCTTTGACTCTAGGGGGCATAG	UpstreamP1_CTCF	40
chr2	223726066	223726216	id-58657	2.1e-05	+	CGAGCAGGGTGGGAGGCGGCCCGCTGGGGTCCGGG	Upstream_CTCF	15
chr2	223727035	223727185	id-58658	1	+	NA	NONE	33
chr2	223768463	223768613	id-58659	2.43e-06	-	ACTGAATACCTTAAATAGTCCAGTAGAGGGCAGCC	Upstream_CTCF	40
chr2	223779608	223779758	id-58660	2.27e-05	+	CGCTCATTTGATTCCTTTGCCACATGGTGGCATCA	V_CTCF_BR	19
chr2	223779990	223780140	id-58661	1.97e-06	+	AAATGCGTAATTGCATGGGACACTAGATGGCAGCA	V_CTCF_BR	38
chr2	223781074	223781224	id-58662	2.66e-05	-	TCCACTCGGCCCTGGTCTCACAGAAGATGGCGATG	V_CTCF_BR	17
chr2	223804036	223804186	id-58663	8.16e-07	-	GCCACAATATCACAGACAGACACCAGAGGGAGCTC	V_CTCF_BR	40
chr2	223824236	223824386	id-58664	5.26e-07	-	GGTGCAATCTCAGGAAACGCCAGCAGAGTGTGGCT	Upstream_CTCF	38
chr2	223836530	223836680	id-58665	6.34e-08	+	GGTGTCATTCCCAAGCTGTCCACAAGATGGTGCAG	Upstream_CTCF	40
chr2	223846810	223846960	id-58666	2.27e-06	+	TACTGGGGAATCTGTTTGGCCAGTGGAGGGCACTT	V_CTCF_BR	39
chr2	223884818	223884968	id-58667	1	+	NA	NONE	7
chr2	223918000	223918150	id-58668	6.19e-06	-	TTGCTGGCTGATGGAGCCACCGGCAGGGGTCCCGG	UpstreamP1_CTCF	2
chr2	223949619	223949769	id-58669	9.4e-06	-	GATCCCTGCTCCCATGGAGCCAGCAGGGGACAGAT	UpstreamP1_CTCF	10
chr2	223966566	223966716	id-58670	7.27e-06	-	AACTTGATCCTGCCACTTACCAGCAGAGGGTGTCA	V_CTCF_BR	40
chr2	224111959	224112109	id-58671	1.75e-07	+	CTGGAGTGTATGTATGCCACCACCAGATGGGGGCA	UpstreamP1_CTCF	40
chr2	224127972	224128122	id-58672	1	+	NA	NONE	7
chr2	224171217	224171367	id-58673	2.18e-07	-	GCAGCACTTCTCCTTGCTGCCACCATGTGGAGAAG	Upstream_CTCF	40
chr2	224250199	224250349	id-58674	6.51e-07	-	TTTGCAACTTCCAATATAATCACCAGGTGGTGCAC	Upstream_CTCF	11
chr2	224321293	224321443	id-58675	2.94e-06	+	TGGGCTGTATTATTTTTGGACACTAGAGGGAATTT	Upstream_CTCF	16
chr2	224324180	224324330	id-58676	1.48e-06	+	ATTATTATTGTTAAATTCACCACCAGAGGGAGCTC	V_CTCF_BR	34
chr2	224390163	224390313	id-58677	1	+	NA	NONE	4
chr2	224390979	224391129	id-58678	1	+	NA	NONE	3
chr2	224426008	224426158	id-58679	1	+	NA	NONE	6
chr2	224428204	224428354	id-58680	3.71e-05	-	TGTCCACTACAACATGACACCTGCAGGGAGAAGAG	Upstream_CTCF	18
chr2	224459183	224459333	id-58681	3.48e-06	+	ATGCAGTTTCCTTCTCTTCCCACAAGTAGCCTGCA	UpstreamP1_CTCF	4
chr2	224461070	224461220	id-58682	1	+	NA	NONE	10
chr2	224467171	224467321	id-58683	1	+	NA	NONE	35
chr2	224477944	224478094	id-58684	3.45e-05	-	GAGGAGGCGGTGGCTCAGGCCTGGAGGAGGCGTTC	V_CTCF_BR	29
chr2	224482887	224483037	id-58685	3.4e-06	-	TGGTCAGGAAGGCAGACTGCCTGCAGGGGTCTCTG	V_CTCF_BR	22
chr2	224539834	224539984	id-58686	6.21e-06	+	TAACCAGGTCCAGTAATGTCCAGTAGGTGGCTCCT	Upstream_CTCF	40
chr2	224557189	224557339	id-58687	3.1e-07	+	ATGCAGCATAATCCAGTCTACACTAGGTGGCATCG	UpstreamP1_CTCF	40
chr2	224563067	224563217	id-58688	9.31e-05	+	AAAGCACAACTAGATTCTAACTTTAGGGGGAGCTA	Upstream_CTCF	13
chr2	224592327	224592477	id-58689	2.43e-06	+	TGGCCTATGAACTCTTACACCAGCAGAGGGCACTT	V_CTCF_BR	40
chr2	224626025	224626175	id-58690	7.23e-07	+	CTAGCAGTTTCGCCTGCATCCACACGAGGGCACAT	Upstream_CTCF	37
chr2	224644689	224644839	id-58691	4.21e-05	+	CGACATAAATCATTACAACCCACTAGGTGGCGATA	V_CTCF_BR	40
chr2	224662959	224663109	id-58692	1.93e-05	-	TTCACAGTAGCTAGTTCTGCCACCAGATGGTGTGC	V_CTCF_BR	40
chr2	224693137	224693287	id-58693	9.62e-05	-	ATGTGGGGACCCAGATGTGGCACATGGGGTAGGGG	UpstreamP1_CTCF	12
chr2	224701586	224701736	id-58694	1.27e-06	+	CTGTAGCGCCCCTCCAGGACCTCCAGCAGCTAGAA	UpstreamP1_CTCF	9
chr2	224702090	224702240	id-58695	1	+	NA	NONE	17
chr2	224702744	224702894	id-58696	1.56e-05	+	GCTGCCTTATCCTAAGCCTCCTAGGGAGGGAGCAG	Upstream_CTCF	35
chr2	224724868	224725018	id-58697	2.29e-05	-	TAGCTATTACTCAAAATGAACACAGGAGGTCTCCA	UpstreamP1_CTCF	40
chr2	224726291	224726441	id-58698	2.81e-06	-	TCTGAGCTCCCAGAGGTGGCCAAAAGGAGGGGCTA	Upstream_CTCF	29
chr2	224727632	224727782	id-58699	5.01e-06	+	TACTTGTAGCTGGATATTTCCACAAGGTGGCAGGA	V_CTCF_BR	22
chr2	224766640	224766790	id-58700	1	+	NA	NONE	8
chr2	224808845	224808995	id-58701	1	+	NA	NONE	14
chr2	224814049	224814199	id-58702	5.41e-07	+	CTGCAGGGTCAGCAGATGCTCACTGGGTGGTGGTA	UpstreamP1_CTCF	8
chr2	224819157	224819307	id-58703	1.01e-05	+	GATGCAGTCAAAGCGCTGGCCAGTAGGCAGTCATC	Upstream_CTCF	9
chr2	224835115	224835265	id-58704	3.2e-08	+	AGAGCTGTACTGATTTTGGCCACAAGATGGTGCTG	Upstream_CTCF	39
chr2	224854035	224854185	id-58705	2.6e-06	+	GCTGAGGCCCAGGAAGCATCCGACAGGTGGCACCC	V_CTCF_BR	16
chr2	224858455	224858605	id-58706	1.84e-07	+	CCATCACCACTCACTACTTCCACAAGGGGGCACTA	Upstream_CTCF	40
chr2	224903014	224903164	id-58707	1	+	NA	NONE	18
chr2	224904309	224904459	id-58708	3.4e-06	-	CTCAGGGCGCCCTCTGTCTCTTCCAGGGGGCAGCC	V_CTCF_BR	39
chr2	224922850	224923000	id-58709	6.8e-06	+	CCTGTAGTGTCCGAGTCTGATTGTAGGGGGCAGGC	Upstream_CTCF	30
chr2	224927580	224927730	id-58710	1	+	NA	NONE	14
chr2	224937277	224937427	id-58711	9.29e-06	+	CTTTCAGCCCCCAGATGTCCCAGCAGCTGGGAGGA	Upstream_CTCF	14
chr2	225007051	225007201	id-58712	1.76e-05	+	ATGCAATGGTGCTAGCCTGCCTGCAGGCTGAAAAA	UpstreamP1_CTCF	6
chr2	225007763	225007913	id-58713	5.96e-07	-	TTCTGTCACCATTTACTGGCCAGAAGAGGGCTCAA	V_CTCF_BR	15
chr2	225143380	225143530	id-58714	1	+	NA	NONE	14
chr2	225149055	225149205	id-58715	1	+	NA	NONE	24
chr2	225151736	225151886	id-58716	1	+	NA	NONE	27
chr2	225222203	225222353	id-58717	1	+	NA	NONE	39
chr2	225224427	225224577	id-58718	2.81e-06	-	CATGCCACACCATTCACGGCCACATGGGAGAGCAC	Upstream_CTCF	40
chr2	225228156	225228306	id-58719	1	+	NA	NONE	33
chr2	225233856	225234006	id-58720	3.18e-06	-	TCACCCTATCAAAAGTCTGTCACTAGAGGGCACTG	V_CTCF_BR	40
chr2	225243131	225243281	id-58721	1.56e-06	-	GTGTAATAAGCATTTGCAACCTGCAGATGGAGACT	UpstreamP1_CTCF	36
chr2	225308881	225309031	id-58722	3.11e-05	-	CTGGATGGTCCTGTCTTTACCACATGATGTCACTC	V_CTCF_BR	1
chr2	225314249	225314399	id-58723	6.43e-06	-	AAACTGGCACTCACTGAATCCACCAGGGGTCAGCA	V_CTCF_BR	40
chr2	225340572	225340722	id-58724	3.5e-05	+	TTGTTAACACCGTATGTGTACACCAGGAGTCAGCA	UpstreamP1_CTCF	6
chr2	225438582	225438732	id-58725	3.31e-06	-	CTCCAATTCCTTTCCATTTCCACTAGAGGTTGCCT	UpstreamP1_CTCF	7
chr2	225456148	225456298	id-58726	2.86e-06	+	AAGCAGCTTAGGACTAGCAACAGCAGGGGGCCTTG	UpstreamP1_CTCF	2
chr2	225476767	225476917	id-58727	6.73e-07	+	CAGCATCTCTGGTCTCTACCCACTAGATGTCGGTA	UpstreamP1_CTCF	25
chr2	225511101	225511251	id-58728	8.21e-06	-	GAAACATCCCCAGTCTCTACCACTAGATGCCAGTA	V_CTCF_BR	40
chr2	225515658	225515808	id-58729	2.94e-06	-	TATACACTCCTTATTTTGACCTCTAGAGGGCGATC	Upstream_CTCF	40
chr2	225598440	225598590	id-58730	1	+	NA	NONE	1
chr2	225613981	225614131	id-58731	5.08e-07	+	CTCAAAATTTCCTAAAGTACCACCAGAGGGCACAA	V_CTCF_BR	36
chr2	225643244	225643394	id-58732	1.05e-08	-	CGTGTTCTACCCCAAGCTGCCACAAGAGGGCATTC	Upstream_CTCF	40
chr2	225671967	225672117	id-58733	1	+	NA	NONE	31
chr2	225702509	225702659	id-58734	2.8e-05	+	AAAGCTGTTCAGTGGCCTTTCTGGAGAGGGCAGAA	Upstream_CTCF	9
chr2	225714130	225714280	id-58735	1	+	NA	NONE	32
chr2	225751964	225752114	id-58736	1	+	NA	NONE	30
chr2	225795733	225795883	id-58737	1.31e-05	+	TCTAGCCTACCTTTCTTTGCCCCCAGGTGTCAGTA	V_CTCF_BR	20
chr2	225813787	225813937	id-58738	1	+	NA	NONE	10
chr2	225866886	225867036	id-58739	1.26e-07	-	AGACCTCTTCTCACAATGGACAGCAGGGGGCAGTG	V_CTCF_BR	40
chr2	225867502	225867652	id-58740	4.01e-05	+	ATATGCAGAAAGAAAAAAGCCAGCAGGTGGCATCT	V_CTCF_BR	19
chr2	225873769	225873919	id-58741	2.37e-05	-	CTGGTTTTTCAAGCATCTCTCCCTAGAGGGCGGTA	Upstream_CTCF	37
chr2	225876341	225876491	id-58742	5.37e-06	+	TTGCAGGGACATCTGGCTTCCAGCAGGGAGGCCAC	UpstreamP1_CTCF	3
chr2	225881956	225882106	id-58743	3.42e-05	-	TGTGTAATTCTTTACATGAACAGTGGGATGTGCTC	Upstream_CTCF	12
chr2	225882678	225882828	id-58744	3.91e-06	+	ACAGTAATGGCAGAACGGCCCCCTAGGTGTCCCAC	Upstream_CTCF	15
chr2	225987703	225987853	id-58745	4.24e-07	+	TTTGTAGTTCCCCAGTCTGTCAGCAGGTTGCAGCA	Upstream_CTCF	40
chr2	226041896	226042046	id-58746	8.64e-05	-	GATGGCAGTGTAAGGTTGAACACCAGAGGCAATCA	Upstream_CTCF	16
chr2	226135653	226135803	id-58747	4.14e-06	-	ACTTTCAGCCTGCCACAGGCCACCAGGGGTAAGGA	V_CTCF_BR	28
chr2	226147700	226147850	id-58748	1.85e-08	+	ATGCTGTTTCTTCGATCAGCCAGCAGAGGGGACAA	UpstreamP1_CTCF	40
chr2	226154802	226154952	id-58749	1	+	NA	NONE	5
chr2	226193017	226193167	id-58750	6.49e-06	+	CTGTAGTTACGGCTGGTGGAGCCAGGGGGTCAGTG	UpstreamP1_CTCF	13
chr2	226276274	226276424	id-58751	1.1e-06	-	TCATATGAGCAATCAGGTGCCTCCAGGGGGCAACC	V_CTCF_BR	16
chr2	226327735	226327885	id-58752	2.4e-05	-	ACTATATGCATATATTATACCACTAGAGGGAAGAG	V_CTCF_BR	12
chr2	226360564	226360714	id-58753	1.54e-05	-	GATCAGTTAATTCAGACTCACAGCAGGTGGGGCTG	UpstreamP1_CTCF	5
chr2	226421305	226421455	id-58754	4.01e-05	-	GAGACTGTACAAACTATTGCACCCAGGGGGAGCCA	V_CTCF_BR	22
chr2	226462758	226462908	id-58755	1	+	NA	NONE	4
chr2	226514132	226514282	id-58756	1	+	NA	NONE	2
chr2	226525289	226525439	id-58757	1.84e-06	-	ATTCCAAAGTGCGCTACAGACGCTAGGTGGCGCCA	V_CTCF_BR	40
chr2	226530185	226530335	id-58758	3.97e-07	+	TGAAGATTTGCTAAATCTGCCAGGAGAGGGCAGCA	V_CTCF_BR	39
chr2	226533453	226533603	id-58759	1.19e-06	+	TTTCCTGTGCAGTTCATCACCACTAGAGGGAGGGA	V_CTCF_BR	40
chr2	226535190	226535340	id-58760	5.3e-05	+	TTTTTATAGCCTTATGTCACCACAAAGGGGTGCTA	UpstreamP1_CTCF	38
chr2	226662224	226662374	id-58761	3.6e-07	-	CATGAAGGACTCCTGGAAACCACCAGAAGGCAGCA	Upstream_CTCF	17
chr2	226665281	226665431	id-58762	2.27e-06	+	CCAGGAAGAAGTCACGGGGCCTCCTGGTGGAAGCA	V_CTCF_BR	9
chr2	226754173	226754323	id-58763	1.55e-07	+	TAAGCAGTTCCGCCTTTTGCCTCTAGATGTCTCAC	Upstream_CTCF	40
chr2	226813727	226813877	id-58764	2.43e-06	-	TCTGCAGAGGAAATGTTGACCACTGGGGGTCTCTC	Upstream_CTCF	2
chr2	226888211	226888361	id-58765	1.55e-05	+	CAAGAAGGTGGCATGCCTACCACAAGGTGGCTTTC	V_CTCF_BR	26
chr2	226913369	226913519	id-58766	3.31e-06	-	CTGCTCTGCCGTAGGGTTTCCAGCAGGGTCAGAAT	UpstreamP1_CTCF	8
chr2	226979258	226979408	id-58767	1.55e-05	-	AATGACTGCACTTTAGTACCCGCCAGAGGTCAGTC	V_CTCF_BR	11
chr2	227050474	227050624	id-58768	1	+	NA	NONE	9
chr2	227080749	227080899	id-58769	4.99e-07	+	CCTTCCTTTCCTTCCTCTTCCTCAAGGGGGCGCTC	Upstream_CTCF	40
chr2	227112085	227112235	id-58770	3.42e-05	+	ACTGCTATATTAGGTTTGTCCACAGGGTGATTATG	Upstream_CTCF	17
chr2	227152644	227152794	id-58771	1	+	NA	NONE	11
chr2	227185405	227185555	id-58772	2.97e-06	+	GAAGCCAGGTCACCAGTCGCCGCTAGCTGGTGCTC	V_CTCF_BR	3
chr2	227252375	227252525	id-58773	1	+	NA	NONE	3
chr2	227292412	227292562	id-58774	1	+	NA	NONE	23
chr2	227443729	227443879	id-58775	2.67e-06	-	GGTGGAAGTCCTCTCATAACCCACAGAGGGTGCAG	Upstream_CTCF	7
chr2	227465193	227465343	id-58776	1	+	NA	NONE	16
chr2	227487325	227487475	id-58777	1	+	NA	NONE	33
chr2	227564248	227564398	id-58778	1	+	NA	NONE	17
chr2	227595310	227595460	id-58779	1.08e-08	-	CTGCACTTCTAACCAGCTCCCAGAAGAGGCCAGTC	UpstreamP1_CTCF	28
chr2	227625988	227626138	id-58780	1.61e-05	+	CTGAGGTTTTGAGAGGACAACTACAGGGGGCACTA	UpstreamP1_CTCF	20
chr2	227656281	227656431	id-58781	1	+	NA	NONE	29
chr2	227659469	227659619	id-58782	1	+	NA	NONE	18
chr2	227660234	227660384	id-58783	6.84e-06	-	CTCTGCTTCCCCGACTGGGCCTCAAGGGGCAGCAG	V_CTCF_BR	27
chr2	227661695	227661845	id-58784	2.38e-07	-	GATGATGCCTGCCTACCCACCAGGAGGTGGCAGTG	V_CTCF_BR	37
chr2	227663203	227663353	id-58785	1	+	NA	NONE	28
chr2	227664670	227664820	id-58786	3.81e-05	+	CCCCCGGCCCGCAGGAATCCCCGCGGCGGGCGCAG	V_CTCF_BR	33
chr2	227667342	227667492	id-58787	3.28e-05	-	ACAAATCGGCTCTAACTCTCCTATAGATGGCAGCA	V_CTCF_BR	39
chr2	227677983	227678133	id-58788	1.95e-07	+	AGAGCAGTGGTTTCTCTCTCCAGCAGTGGGAGCCA	Upstream_CTCF	39
chr2	227737749	227737899	id-58789	1	+	NA	NONE	9
chr2	227797268	227797418	id-58790	2.29e-05	-	AAGTAATTGCACTATACTACCGGGAGAGGGACAAG	UpstreamP1_CTCF	4
chr2	227828357	227828507	id-58791	1	+	NA	NONE	11
chr2	227843814	227843964	id-58792	5.17e-06	-	CTGGGACTTTCAGCAGTGGCCTCTTGGGGGCTCTT	Upstream_CTCF	20
chr2	227850162	227850312	id-58793	6.98e-07	-	ATTCTGGTATTTATATCTGCCAGCAGGTGGAACCA	V_CTCF_BR	39
chr2	227859611	227859761	id-58794	1	+	NA	NONE	17
chr2	227898207	227898357	id-58795	2.83e-07	+	CCACAAACGCAGGCACTGCCCAGCAGAGGGCGCGT	V_CTCF_BR	40
chr2	227971927	227972077	id-58796	5.01e-06	-	CCACATCCCTGGCCTCTCCCCACTAGATGTCAGTA	V_CTCF_BR	40
chr2	227990356	227990506	id-58797	1	+	NA	NONE	37
chr2	227994630	227994780	id-58798	3.67e-07	+	TTGTAATTCAACCAGTCAGCCACTGGGTGACACTA	UpstreamP1_CTCF	40
chr2	228020302	228020452	id-58799	8.5e-06	+	GCGGTAATACTCAACAATTCCACTAGGCAGGGTCC	Upstream_CTCF	14
chr2	228028750	228028900	id-58800	3.97e-07	+	TCGCAGCCAAGCCCGGCGGCCGCAAGTTGGAGGCG	V_CTCF_BR	1
chr2	228056129	228056279	id-58801	1.93e-05	-	AGGGGAGCTCCACAAATGCACCGTGGATGGAGCCA	Upstream_CTCF	19
chr2	228103091	228103241	id-58802	1.91e-09	-	GTGCTGCTGTGGGATTTCTCCACCAGGGGGCGAAC	UpstreamP1_CTCF	40
chr2	228190303	228190453	id-58803	1	+	NA	NONE	37
chr2	228211922	228212072	id-58804	1.82e-06	+	CTGTCCTCCCCATATGTTACCTGAAGATGGAGCTA	UpstreamP1_CTCF	10
chr2	228228594	228228744	id-58805	2.19e-05	+	ACTGGTGGGTTTATTGAAACCAGTAGGAGGTGCAC	Upstream_CTCF	36
chr2	228242783	228242933	id-58806	2.19e-05	-	CTTGTTTTTGTTTGTTATGCCACTAGGGGGTTTAG	Upstream_CTCF	31
chr2	228269484	228269634	id-58807	8.97e-05	-	CTTGTACTTCCCTATCTCCCCTTAAGGGGAGTCCC	Upstream_CTCF	15
chr2	228270915	228271065	id-58808	4.7e-06	+	GTTGCCAAATGTGTCGTAGACACAAGAGGGCGATG	V_CTCF_BR	40
chr2	228272291	228272441	id-58809	6.73e-07	+	CCGCTGCCAACACACATACCCAGCAGATGGCAACA	UpstreamP1_CTCF	17
chr2	228336723	228336873	id-58810	3.56e-12	+	CCGCAGTGACTCCTCCTGGCCAGCAGAGGGCGCCA	UpstreamP1_CTCF	40
chr2	228344925	228345075	id-58811	1	+	NA	NONE	38
chr2	228365017	228365167	id-58812	1.76e-05	-	GACCTATGACACTATGCTGCCATTAGATGGCACAA	UpstreamP1_CTCF	8
chr2	228410725	228410875	id-58813	4.5e-06	-	CCTGCCTCTATAGACTCCACCACTGGGGGCAGGGC	Upstream_CTCF	39
chr2	228443526	228443676	id-58814	4.31e-07	-	ATTGCCAACCCACTAGGAGCCAGCAGGTGGTACCA	V_CTCF_BR	12
chr2	228460634	228460784	id-58815	5.34e-06	-	GTCATCACCACCACAGATGGCAGCAGAGGGAGCTG	V_CTCF_BR	8
chr2	228466217	228466367	id-58816	1	+	NA	NONE	3
chr2	228508740	228508890	id-58817	2.66e-05	-	AACATTGTATGCCCGTAAGCCACTAGGTGCCAGGA	V_CTCF_BR	7
chr2	228523078	228523228	id-58818	4.7e-06	+	TGTAATTCCCCCGAGGGTTACACTAGAGGGCAGTG	V_CTCF_BR	40
chr2	228605500	228605650	id-58819	2.8e-05	+	CCAGCTACACGGGAGGCTGAGCCCAGATGGCGCTA	Upstream_CTCF	33
chr2	228612908	228613058	id-58820	7.02e-05	+	TTGTTCAAAGCACATAACTGCCGCAGGGGGCGCTG	UpstreamP1_CTCF	40
chr2	228631130	228631280	id-58821	1.65e-07	-	TTGCGTGTATCGCTTTTGACCACCAGGTGGTAGCA	UpstreamP1_CTCF	40
chr2	228639092	228639242	id-58822	2.1e-05	+	CCGCGTTTTAAAGTAAATACCATTAGGGGGCAGTA	UpstreamP1_CTCF	34
chr2	228683142	228683292	id-58823	1	+	NA	NONE	20
chr2	228727056	228727206	id-58824	1.03e-07	-	TCTGCTAAATAGCTCACTGCCAGTAGGGGGCAGAA	Upstream_CTCF	39
chr2	228727972	228728122	id-58825	1	+	NA	NONE	31
chr2	228749242	228749392	id-58826	3.2e-08	-	AGGGAAGTACCTTCTGCGCCCTGCAGGTGGCGCCA	Upstream_CTCF	40
chr2	228755328	228755478	id-58827	1.19e-06	+	TCTTGTAACATTTCTTTGTCCAGTAGGTGGCACTG	V_CTCF_BR	38
chr2	228797225	228797375	id-58828	2.6e-05	+	TTTTTGTTAGTTCTCTTACTCAGCAGGTGGCAGTG	UpstreamP1_CTCF	12
chr2	228804366	228804516	id-58829	2.47e-07	+	CAGCTGTCACTCATACCAGCCAGGAGAGGGGGCTG	UpstreamP1_CTCF	40
chr2	228904590	228904740	id-58830	5.12e-07	+	ATGTCATTGTATTCTGCGTCCACTAGGGGGAAATC	UpstreamP1_CTCF	39
chr2	228913724	228913874	id-58831	1.73e-05	+	GATTGTGTAAATTATGCAACCACTAGGAGGCTCCA	V_CTCF_BR	39
chr2	228948823	228948973	id-58832	1	+	NA	NONE	6
chr2	229183063	229183213	id-58833	4.68e-07	+	GCTACCCCTGTCCCTGCGGCCAGCAGAGGGAGATT	V_CTCF_BR	36
chr2	229265823	229265973	id-58834	5.37e-06	+	TTGTAATTTGGGCTGCTATTCAGTAGATGGCGCTT	UpstreamP1_CTCF	24
chr2	229409677	229409827	id-58835	1	+	NA	NONE	10
chr2	229522635	229522785	id-58836	4.43e-05	-	TGGAAATATTATCATCAAACCTCAAGGTGGAGCTA	V_CTCF_BR	36
chr2	229539878	229540028	id-58837	1	+	NA	NONE	9
chr2	229546233	229546383	id-58838	3.05e-07	+	TATGTTGTACCTGATTTAAACACTAGAGGGAAGAA	Upstream_CTCF	38
chr2	229553884	229554034	id-58839	8.34e-07	+	CATCATTTCCACCTTGCTGCCACTGGAGGGAGACC	UpstreamP1_CTCF	33
chr2	229564231	229564381	id-58840	1	+	NA	NONE	23
chr2	229565418	229565568	id-58841	1	+	NA	NONE	3
chr2	229613839	229613989	id-58842	1.63e-05	-	CAGGCAATACCTAAATTCACCACTGGGCTGTAGAC	Upstream_CTCF	24
chr2	229848539	229848689	id-58843	1.85e-05	+	TAAGATGTTACATTTCTTTCCACTAGAGGCAGCAT	Upstream_CTCF	11
chr2	229998006	229998156	id-58844	1	+	NA	NONE	37
chr2	230029757	230029907	id-58845	1	+	NA	NONE	7
chr2	230045452	230045602	id-58846	1	+	NA	NONE	40
chr2	230131888	230132038	id-58847	2.27e-05	-	TGTCTGTGTACTAGCACTTCCACAAGAGGGAGAAA	V_CTCF_BR	12
chr2	230133767	230133917	id-58848	3.63e-06	-	CACTGTTGGAAGGTCCTTACCAACAGGGGGCTCAA	V_CTCF_BR	18
chr2	230134578	230134728	id-58849	1.93e-05	-	TCCTCATACAGAGGAACAACCCGCAGAGGGCATTG	V_CTCF_BR	6
chr2	230138567	230138717	id-58850	3.79e-08	-	ATGCAGGTCTCATCTCTAGCCAGCAGATGTCTCTA	UpstreamP1_CTCF	40
chr2	230207231	230207381	id-58851	3.8e-08	+	TCGGTCAGCCAGCTCCCAGCCACTGGAGGGCGCCC	V_CTCF_BR	38
chr2	230208497	230208647	id-58852	1	+	NA	NONE	4
chr2	230281237	230281387	id-58853	2.96e-05	-	GTGCTGCGTCTGACCCTAGGAGGCAGAGGGGTGTA	UpstreamP1_CTCF	11
chr2	230296187	230296337	id-58854	1.48e-06	+	TTTTTAATGTTGCTTTTGGCCACTAGAGGGTGGAT	Upstream_CTCF	40
chr2	230309874	230310024	id-58855	5.17e-06	-	CATGCTGTGAGCTGCGTGTCCTGTGGGAGGAGGCA	Upstream_CTCF	23
chr2	230315374	230315524	id-58856	3.31e-06	-	CTGAGGCCTCTCTCCTTGGCCTGCAGAGGGCCACC	UpstreamP1_CTCF	23
chr2	230427306	230427456	id-58857	1.54e-05	-	GAGCTGGTGAGAACTCAGGCCATCTGGTGGCAGAG	UpstreamP1_CTCF	12
chr2	230443306	230443456	id-58858	3.28e-05	-	TTTGGAGAAAGTCTTCCTGAAGGCAGGGGGCACCA	V_CTCF_BR	14
chr2	230451928	230452078	id-58859	4.66e-08	-	GAGGCAGCTTCGAGCTCTACCAGCAGGGGGACCCC	Upstream_CTCF	40
chr2	230506505	230506655	id-58860	9.25e-06	-	TACCATAAAAATCAGTATTCCACCAGAGGGAGCTG	V_CTCF_BR	26
chr2	230576984	230577134	id-58861	1	+	NA	NONE	25
chr2	230578499	230578649	id-58862	2.47e-05	-	TCGGCACTTCTCGCGCGGGGCTCTAGACGCTCCGG	Upstream_CTCF	13
chr2	230579787	230579937	id-58863	6.49e-06	+	CCTGGAAGTGACCTCGCCTCCGCCAGGCGGACCCG	Upstream_CTCF	26
chr2	230580735	230580885	id-58864	1.38e-06	-	CTGAATGACGACACTAGTACCAGCAGAGGGTGCTG	V_CTCF_BR	40
chr2	230598423	230598573	id-58865	5.9e-06	-	CACCAGGAATGTCAGGTGACCATTAGGTGGCGGTC	UpstreamP1_CTCF	4
chr2	230613788	230613938	id-58866	2.04e-05	+	CAGTTAAATATCCTAATCCCCAGGAGGTGGTGCCG	V_CTCF_BR	15
chr2	230645597	230645747	id-58867	8.84e-10	+	CTGCAGTAACACATGGTATCCACTAGATGGTGCTA	UpstreamP1_CTCF	40
chr2	230665991	230666141	id-58868	1.23e-08	+	AAGCTGGACTAGAAAACTGCCACCAGGTGGCACCA	UpstreamP1_CTCF	40
chr2	230675804	230675954	id-58869	1	+	NA	NONE	5
chr2	230690342	230690492	id-58870	1.22e-07	-	ATTGCAATCCCCATAATCCCCACTGGGAGGGACAC	Upstream_CTCF	25
chr2	230775591	230775741	id-58871	2.11e-08	-	ATGCATTTGTGCCCTTCCCCCAGTAGATGGCAACA	UpstreamP1_CTCF	39
chr2	230795532	230795682	id-58872	1.1e-05	+	CATTTACCCCCTCACTGCTCCTCCTGATGGCAGCA	V_CTCF_BR	5
chr2	230839054	230839204	id-58873	8.91e-07	-	GCAGTGCTTGCCACAATGGCCACTGGAGGGACGCT	Upstream_CTCF	38
chr2	230873001	230873151	id-58874	3.28e-07	+	ATGCAAAATTCATGCACCACCACCGGGGGGCGCTA	UpstreamP1_CTCF	40
chr2	230931837	230931987	id-58875	4.88e-06	+	GCGCACTTGCGGCCAGCAGGCTGAAGAGGCTGCCG	UpstreamP1_CTCF	40
chr2	230932935	230933085	id-58876	3.71e-05	-	ACCGGCGGTTCAGGGCAGACCGCCAGGCGGAGCTT	Upstream_CTCF	33
chr2	230933617	230933767	id-58877	1	+	NA	NONE	38
chr2	231024989	231025139	id-58878	3.06e-08	-	AGTGTAGCATGCTGTTCAACCACCAGAGGGCACTG	V_CTCF_BR	40
chr2	231026078	231026228	id-58879	1	+	NA	NONE	6
chr2	231067678	231067828	id-58880	9.29e-06	+	TCGTTTGTGTCGGCCTGCACCACGAGGTGGCCACA	Upstream_CTCF	5
chr2	231188040	231188190	id-58881	7.58e-10	+	GCTGCAGTGCCCTGCGTCGCCAGGAGAGGGGGTGC	Upstream_CTCF	38
chr2	231276366	231276516	id-58882	1	+	NA	NONE	5
chr2	231276604	231276754	id-58883	7.44e-06	+	GCTGCAGCGCTACGCGCTGCCGGGAGACTGGGCGC	Upstream_CTCF	2
chr2	231286994	231287144	id-58884	1	+	NA	NONE	29
chr2	231476191	231476341	id-58885	1.55e-10	-	GTGCAATAGCAACATTATGCCACCAGAGGGCAGTG	UpstreamP1_CTCF	40
chr2	231496291	231496441	id-58886	3.42e-05	-	CCCCCACTGTCAATATCCTCCACTAGGGGGTATAT	Upstream_CTCF	6
chr2	231525347	231525497	id-58887	2.23e-06	+	GTGAAACTGAATGAAATGAACAGCAGGTGGCCGGG	UpstreamP1_CTCF	3
chr2	231540093	231540243	id-58888	1	+	NA	NONE	3
chr2	231545270	231545420	id-58889	5.9e-06	+	CAGGAGCTGCATCATGTCACCACAAGGAGGAGTCC	UpstreamP1_CTCF	21
chr2	231577419	231577569	id-58890	3.73e-06	+	GGCGCCCTGAGTCCGCCGGCCGCTCGGGGGCGCCC	Upstream_CTCF	39
chr2	231627159	231627309	id-58891	3.4e-06	-	GTCTGCTCTCTCCCGACTGCCTCTAGAGGCCAGTC	V_CTCF_BR	40
chr2	231630355	231630505	id-58892	1	+	NA	NONE	4
chr2	231663635	231663785	id-58893	1.84e-06	-	AAAATGTATCTTTCTCTTCCCACTAGAGGGCAGCC	V_CTCF_BR	39
chr2	231674512	231674662	id-58894	1	+	NA	NONE	38
chr2	231679444	231679594	id-58895	5.55e-07	-	ACTGCTATAAGAACTTTCTACAGCAGGGGTCAGCA	Upstream_CTCF	40
chr2	231689327	231689477	id-58896	1.82e-06	+	TTTCATTTTTTAAAAATGTCCACTGGGTGGCAGTA	UpstreamP1_CTCF	40
chr2	231712724	231712874	id-58897	6.2e-10	+	AGCGCGGCCCTGCAGACTGCCACAAGGGGGCGCCG	V_CTCF_BR	40
chr2	231714876	231715026	id-58898	8.86e-10	-	AAGGCTGTTCTCCCCGCAGCCGCCAGGGGGCGCAC	Upstream_CTCF	40
chr2	231729447	231729597	id-58899	4.68e-07	+	CAGGTGCGGAGCGGCGCGCCCGGCAGGGGTCACTG	V_CTCF_BR	39
chr2	231730728	231730878	id-58900	1.67e-07	+	GCCTTGTGTCCGGGAAGGGCCCGCAGGGGGCAGAA	V_CTCF_BR	31
chr2	231732123	231732273	id-58901	1.37e-05	+	TCAGCTGTAGCTCTGTGAGCCGAGGGATGGCAGCC	Upstream_CTCF	18
chr2	231766964	231767114	id-58902	2.33e-07	+	CTGCTGTTTCTCCAAGCTGTCACAAGGTGACACTG	UpstreamP1_CTCF	39
chr2	231778250	231778400	id-58903	1.82e-06	-	GACCAGTTACTCCTACACACCCCTAGGAGGCACCA	UpstreamP1_CTCF	39
chr2	231789242	231789392	id-58904	1	+	NA	NONE	36
chr2	231791256	231791406	id-58905	5.37e-06	+	AGGCATCCACACTGAGTGGCCTGCAGGGAGCAGTG	UpstreamP1_CTCF	30
chr2	231794075	231794225	id-58906	7.91e-05	+	AGGCAGAAGGGAGTAAAACACGCAAGGGGGCAGCA	UpstreamP1_CTCF	6
chr2	231807167	231807317	id-58907	2.93e-07	+	AGGCAGGTGTGGGGGGAGAGCGGCAGGGGGCAGTA	UpstreamP1_CTCF	12
chr2	231852040	231852190	id-58908	1.37e-11	-	GCTGGCTGAGCGTCACCGGCCACCAGAGGGCGCTG	V_CTCF_BR	40
chr2	231864279	231864429	id-58909	5.28e-05	+	CCAGAAATTATCTTGCCCAACCACAGAGGGCATCA	Upstream_CTCF	4
chr2	231865133	231865283	id-58910	1.73e-06	+	ATGTCCTTCTGCCTCGGGACTGGCAGATGGCGCCA	UpstreamP1_CTCF	22
chr2	231902694	231902844	id-58911	2.27e-05	+	CGGTGGCGCCGGGGCTGCGGCTGCTGGAGGCGCTG	V_CTCF_BR	6
chr2	231917698	231917848	id-58912	9.49e-08	+	CTCCTAGAAGGCCTTGCGCCCACTAGCGGGCGCCG	V_CTCF_BR	40
chr2	231921208	231921358	id-58913	3.86e-08	+	GTTGCAGCGAGACCTCCCACCAGTAGGTGGCACTG	Upstream_CTCF	40
chr2	231964722	231964872	id-58914	1.39e-07	+	TTTCTCACCCCTGAGGCCACCACAAGGGGGCAGGG	V_CTCF_BR	21
chr2	231968957	231969107	id-58915	5.67e-06	+	GGTTAAGTTCCCAGTTTCAGCAGCAGATGTCTCCC	Upstream_CTCF	40
chr2	231975351	231975501	id-58916	1.85e-05	+	GATTCTGTATACTTGTTCTACACCAGGGGTCATTA	Upstream_CTCF	26
chr2	232046705	232046855	id-58917	2.47e-07	+	ACGCAACAGCGGGAAGCCAGCAGCAGGGGGAAGTG	UpstreamP1_CTCF	14
chr2	232047423	232047573	id-58918	1	+	NA	NONE	6
chr2	232052653	232052803	id-58919	1	+	NA	NONE	8
chr2	232055315	232055465	id-58920	1	+	NA	NONE	22
chr2	232057261	232057411	id-58921	5.93e-06	-	GTTGCCTCATCCGGGAGCTCCTGCAGGGGGAGTTC	Upstream_CTCF	38
chr2	232092137	232092287	id-58922	5.17e-06	+	ATGGCATAACCCTCAGTTCCCAGTAGGTGGAGTGT	Upstream_CTCF	40
chr2	232110534	232110684	id-58923	1	+	NA	NONE	30
chr2	232135690	232135840	id-58924	1	+	NA	NONE	3
chr2	232161852	232162002	id-58925	3.41e-07	+	GCTGCCGTTTTCTTCACAGGCTGCAGGTGGCATCA	Upstream_CTCF	40
chr2	232164010	232164160	id-58926	1	+	NA	NONE	1
chr2	232165559	232165709	id-58927	2.37e-05	+	GAGGAAGGGAAGGGTGTGGCCAGCAGGGGTGGCAT	Upstream_CTCF	4
chr2	232169075	232169225	id-58928	1.28e-06	-	AGGCGGAGGTTGCAGCTGGCCGAGAGATGGCACCA	V_CTCF_BR	2
chr2	232220933	232221083	id-58929	1.32e-05	-	TCTGCCTCCGTCCAGCCTTCCAGCAGGCGGCTGGC	Upstream_CTCF	9
chr2	232225329	232225479	id-58930	6.86e-07	+	CTTGGCTTTCCAACCCAGCCCACGAGAGGGCATCC	Upstream_CTCF	2
chr2	232227058	232227208	id-58931	1.16e-05	+	AGTTCATTTCTGAGGCTCTCCACTGGGGACAGCCC	Upstream_CTCF	11
chr2	232246882	232247032	id-58932	8.58e-06	-	TTGCAGTGCCTGCCTGTCCCCACCCACGGCCACTG	UpstreamP1_CTCF	3
chr2	232253144	232253294	id-58933	8.97e-05	+	GAAGCAGGCCTCCGTGTGGCCTCAGCGTGGGGCTG	Upstream_CTCF	20
chr2	232257904	232258054	id-58934	8.89e-06	-	TGGCCAGTTCCACCTGCCCCAGCCAGAGGGCAGAG	Upstream_CTCF	36
chr2	232259502	232259652	id-58935	5.41e-06	-	AGGTGACTTCCAGAATCCTCCAGCAGGGAGAGCCA	Upstream_CTCF	35
chr2	232264980	232265130	id-58936	8.33e-05	-	AGAGCCACAGCTCGGCTGTCCACCAGGGCACAGTC	Upstream_CTCF	28
chr2	232265499	232265649	id-58937	1.97e-06	-	ATCATTTTAACCACCAGGGCCAGGTGGTGGCGCCA	V_CTCF_BR	14
chr2	232270653	232270803	id-58938	1	+	NA	NONE	27
chr2	232275012	232275162	id-58939	7.11e-06	+	CCAGTTGTTCCCTCTCTCTCCACACAGGGGCGCTG	Upstream_CTCF	39
chr2	232277173	232277323	id-58940	1.03e-06	-	GTCACGATGCCCCCGGCGGTCAGTTGGGGGCGCTC	V_CTCF_BR	38
chr2	232316797	232316947	id-58941	1.99e-07	-	CGCCACATTTGTCATGTTTCCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr2	232347547	232347697	id-58942	6.21e-12	+	CGGCAGGGGCCCGAGGTGGCCAGCAGGTGGCAGCG	V_CTCF_BR	40
chr2	232348772	232348922	id-58943	6.05e-06	+	CGTGGGGGCGCTGTGGGTGACAGAAGGTGGTGGAG	V_CTCF_BR	5
chr2	232354867	232355017	id-58944	8.17e-10	-	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	29
chr2	232382337	232382487	id-58945	1.09e-07	+	TGTGTACTTCTGTAATGTCCCTCTAGGGGGCACTT	Upstream_CTCF	40
chr2	232395172	232395322	id-58946	4.14e-06	-	GGCCGCGTCCTCCGCCAGTGCGGGAGGGGGCGCCG	V_CTCF_BR	38
chr2	232406372	232406522	id-58947	1.19e-06	+	GTGCTGACAGCTCCTCTCTCCGCCTGGGGGCGCTA	V_CTCF_BR	36
chr2	232422711	232422861	id-58948	2.23e-06	-	CTGAAGAAGCAACTTCTTACCATCAGGGGGCAGAC	UpstreamP1_CTCF	40
chr2	232428201	232428351	id-58949	9.84e-06	+	CTGAGATGCCATCGAACCAGCACTTGGAGGCAGCA	UpstreamP1_CTCF	40
chr2	232466451	232466601	id-58950	8.43e-09	-	GGCCGGTGGTGCCTTCCCTCCAGCAGAGGGCGCAG	V_CTCF_BR	40
chr2	232469839	232469989	id-58951	1	+	NA	NONE	10
chr2	232470693	232470843	id-58952	3.65e-05	+	CAGATCTGCAGACTCTCCACCACCAGGGCGCCTAC	UpstreamP1_CTCF	13
chr2	232476074	232476224	id-58953	4.23e-08	+	GCGGGCTGGATTGGGAAGGCCAGGAGGGGGCACTG	V_CTCF_BR	38
chr2	232477366	232477516	id-58954	4.93e-12	+	CAGGCTCTCCTGCAACTGGCCACCAGGGGGCGCCG	V_CTCF_BR	40
chr2	232478834	232478984	id-58955	5.34e-06	-	GAGCAGAAAAAATCCCTGGCGGGGAGGGGGCGCTG	V_CTCF_BR	34
chr2	232479965	232480115	id-58956	1	+	NA	NONE	10
chr2	232505609	232505759	id-58957	1	+	NA	NONE	19
chr2	232513406	232513556	id-58958	5.97e-08	+	GGTGCCGTGTGGGCCAACCCCAGCAGATGGCAGCG	Upstream_CTCF	40
chr2	232528392	232528542	id-58959	1	+	NA	NONE	5
chr2	232535724	232535874	id-58960	2.89e-07	-	CCTGCCTGAGCCTCTGTGGCCACCAGGTGGCCTGT	Upstream_CTCF	40
chr2	232537711	232537861	id-58961	1.84e-06	+	GCAAGCTGCTTCCCTCCGGCCTGCTGGAGGCGCCA	V_CTCF_BR	39
chr2	232539641	232539791	id-58962	6.39e-08	-	CTGGCCTTCGTGCATTTGGCCACCTGGGGGAGCCC	V_CTCF_BR	40
chr2	232542451	232542601	id-58963	1.04e-10	+	CCTGAAATGCCCCTGATGACCACCAGAGGGCGGAT	Upstream_CTCF	40
chr2	232550119	232550269	id-58964	1.85e-05	-	ACACCACTGCCCCCAGAGCCCAGGAGGGGAAGTGA	Upstream_CTCF	39
chr2	232552027	232552177	id-58965	1.38e-08	+	CCTCGAGGAGCCCCCCAGGCCGGCAGAGGGCACTC	V_CTCF_BR	40
chr2	232557698	232557848	id-58966	2.55e-06	-	GAAGCACAGCATGGAGCCGCCACTGGGGGCAGGCC	Upstream_CTCF	10
chr2	232571223	232571373	id-58967	3.84e-06	-	CCGCTGTGTCTCCGCCCTGCCCCCAGGCGCCCCAG	UpstreamP1_CTCF	33
chr2	232571809	232571959	id-58968	2.38e-07	-	AGGGTTCGTCCCTGTGCTGCCAAAAGGGGGCGCCC	V_CTCF_BR	39
chr2	232573488	232573638	id-58969	1.03e-06	-	CCGGGGGCGGGCCGTTTCCCCGCGAGAGGGAGCAA	V_CTCF_BR	18
chr2	232574172	232574322	id-58970	1.31e-05	-	CACACGGTGCTCCCGGGCAGCCGCGGGGGGCGCCC	V_CTCF_BR	21
chr2	232575085	232575235	id-58971	4.01e-09	+	CTGCTCCCCGGGGCTTCGGCCGCCAGGGGGCGAGA	UpstreamP1_CTCF	40
chr2	232575722	232575872	id-58972	2.78e-06	+	GGCTCCTTTTTCCTGGGAAGCGCCAGGGGGCAGTG	V_CTCF_BR	36
chr2	232578628	232578778	id-58973	2.89e-09	-	CGGGGGGTACCACGTGCCACCAGCAGGGGGAGCCA	V_CTCF_BR	40
chr2	232580052	232580202	id-58974	7.42e-09	-	CTTTACAGTTCCTCTGTGTCCACCAGGGGGCGCCC	V_CTCF_BR	40
chr2	232582645	232582795	id-58975	4.88e-05	+	CCTGCCTGAACCATTCCAGCCAGGTGGGGGGATGG	Upstream_CTCF	1
chr2	232585793	232585943	id-58976	1	+	NA	NONE	3
chr2	232597446	232597596	id-58977	7.1e-07	-	CAGCAGAACCTACCTGCAGCCACCAGGGGACCAGC	UpstreamP1_CTCF	28
chr2	232633902	232634052	id-58978	1	+	NA	NONE	2
chr2	232651467	232651617	id-58979	1.83e-05	-	GAGCGGAGATAAATTCCCGTCAGGGGAGGGCGCTA	V_CTCF_BR	40
chr2	232660366	232660516	id-58980	1	+	NA	NONE	38
chr2	232665363	232665513	id-58981	1.87e-09	+	CGAGCAGAGCCTGGTGCTGCCAGCAGGTGGCGGTA	V_CTCF_BR	40
chr2	232717095	232717245	id-58982	6.17e-09	+	AAGTACTATCCTGAAATGACCAGCAGAGGGCAGCA	UpstreamP1_CTCF	40
chr2	232765287	232765437	id-58983	2e-06	+	CCGTCCACGCCCATTCTGACCGCCAGGCGGCGCCT	Upstream_CTCF	40
chr2	232765764	232765914	id-58984	4.41e-06	-	TGCCCTCAGAGCCACACTGCCCCCAGGGGCCACAC	V_CTCF_BR	21
chr2	232768837	232768987	id-58985	7.1e-09	+	CTGCAGGGCCCAAGGATGCCCAGCAGGTGCATGCA	UpstreamP1_CTCF	3
chr2	232770887	232771037	id-58986	4.39e-11	+	ATGCAGTCCTACTGCTTCACCACCAGAGGGCACCA	UpstreamP1_CTCF	40
chr2	232789604	232789754	id-58987	3.4e-06	+	GAAGGGCGCTCTGACAGTGCCAGCAGAGGGCTACT	V_CTCF_BR	16
chr2	232790048	232790198	id-58988	4.4e-10	+	GGGTGGGCCGTACTCACCGCCGCCAGGGGGCGCCG	V_CTCF_BR	40
chr2	232790954	232791104	id-58989	3.12e-08	+	GCGCAGGTCGGCGGGCAGACCAGCAGGGGGATGCG	UpstreamP1_CTCF	35
chr2	232791492	232791642	id-58990	3.66e-06	-	CTGCAATGCCATCCCGCGGCTGTCAGGTGCCCAGG	UpstreamP1_CTCF	13
chr2	232793260	232793410	id-58991	1.64e-06	+	GGTGAGCTGCCACTCCTGACCACTGGGCGGTGGTC	Upstream_CTCF	32
chr2	232794802	232794952	id-58992	7.33e-10	-	CTCCCCTGCAGCCCTGGGGCCAGGAGGGGGCGCTG	V_CTCF_BR	39
chr2	232797799	232797949	id-58993	4.7e-06	+	TGCTGACCGTAGCTTGCAGCCTGAAGGGGGAGCGT	V_CTCF_BR	25
chr2	232799446	232799596	id-58994	2.91e-05	-	GGTTCATTCATTCAGTCTCACACAAGAGGGCGTCC	Upstream_CTCF	1
chr2	232895103	232895253	id-58995	7.62e-07	-	CATGTATTGCCTGGGTTTTCCACTGGAGGCAGCAG	Upstream_CTCF	39
chr2	232982259	232982409	id-58996	6.8e-06	+	ACTCTCTGGCTCCCCTTGCCCACCAGGGGCCTCTT	UpstreamP1_CTCF	10
chr2	232997920	232998070	id-58997	3.6e-07	+	TAGGCAGTACCAGTAGAGACCAGCGGGAGCCCCAG	Upstream_CTCF	36
chr2	233006885	233007035	id-58998	1.82e-07	-	CAAAGCTGATCCTTACAGGCCACCAGGTGGAGCCC	V_CTCF_BR	40
chr2	233095390	233095540	id-58999	1.48e-06	-	CTTCAAGTGCAATGGGAAGCCACCAGGGAGCGCTA	UpstreamP1_CTCF	38
chr2	233130179	233130329	id-59000	2.5e-05	+	CTGCCTTCTCCCTTGGCCCCCACCAGGGGAGTGGT	UpstreamP1_CTCF	2
chr2	233157444	233157594	id-59001	2.05e-09	-	GTTGCTCTGTCAGCTTCCACCAGCAGAGGGCGGAA	Upstream_CTCF	40
chr2	233157761	233157911	id-59002	1	+	NA	NONE	7
chr2	233160709	233160859	id-59003	1.64e-05	+	AGCAGCCTACTGGCCATCTCCACTAGATGCCTCCC	V_CTCF_BR	1
chr2	233165715	233165865	id-59004	1	+	NA	NONE	6
chr2	233180278	233180428	id-59005	1	+	NA	NONE	20
chr2	233186334	233186484	id-59006	1.08e-08	+	GGGCCTGAGCCTGAGGCAACCAGGAGGGGGCAGCC	V_CTCF_BR	26
chr2	233190805	233190955	id-59007	1	+	NA	NONE	40
chr2	233191077	233191227	id-59008	5.08e-05	+	CAGCCACCCCAGGGTGCCACCGCCAGAGCCAGGGG	UpstreamP1_CTCF	28
chr2	233191915	233192065	id-59009	4.33e-10	-	GCTGCATTTTGCAGTGTGGCCAGCAGGAGGCAGCA	Upstream_CTCF	40
chr2	233192769	233192919	id-59010	2.94e-06	-	GGAGGAGCATCCATGTTGCCCTCTGGGTGGCAGTA	Upstream_CTCF	28
chr2	233198199	233198349	id-59011	3.97e-07	-	GCCTGGGCCTCCCAGATGCCCTCAAGGTGGCAGCA	V_CTCF_BR	40
chr2	233198474	233198624	id-59012	1.38e-07	+	AGGCTCTGACCCATCCCGTCCCGCAGATGGCACTG	UpstreamP1_CTCF	9
chr2	233200202	233200352	id-59013	1	+	NA	NONE	40
chr2	233204004	233204154	id-59014	6.51e-07	+	GCTCCACCACCCAGCAGCGCCGCCAGGAGGCAGGA	Upstream_CTCF	34
chr2	233228256	233228406	id-59015	1.99e-07	-	TGCACCCTGCTGCCAGTCTCCAGCAGAGGGTGCCG	V_CTCF_BR	13
chr2	233230384	233230534	id-59016	3.41e-07	-	GCTGCATTTTGCAGTGTGGCCAGCAGGACGCAGCA	Upstream_CTCF	40
chr2	233232317	233232467	id-59017	2.64e-08	+	CCTGTACTGACAGATGGCACCAGCAGGGAGCGCAG	Upstream_CTCF	36
chr2	233246323	233246473	id-59018	4.7e-08	-	GTGCGCGGCGTCGGTGGTGCCGGCGGGGGGCGCCA	V_CTCF_BR	7
chr2	233250483	233250633	id-59019	4.7e-05	+	CTTGTTAAACCACAAACATCCACCAGATGGGTTTT	Upstream_CTCF	12
chr2	233251400	233251550	id-59020	4.03e-06	+	CTGCACTTTTTTACAGCAGCCAGTTGAGGTCCCAT	UpstreamP1_CTCF	4
chr2	233297470	233297620	id-59021	5.72e-09	+	GGGCCTGAGCCCGAGGCAACCAGGAGGGGGCAGCC	V_CTCF_BR	23
chr2	233301680	233301830	id-59022	2.04e-05	-	GTGTGGATACTGTCAAGCTCCGCCTGAGGGAGCTC	V_CTCF_BR	8
chr2	233304259	233304409	id-59023	1	+	NA	NONE	28
chr2	233304487	233304637	id-59024	8.02e-05	+	GGTGCAACTCTGGCTGCTGGCAGCTGGGCTTGGCC	Upstream_CTCF	16
chr2	233305368	233305518	id-59025	7e-10	-	GTTGCATTTTGAAGTGTGGCCAGCAGGTGGCAGCA	Upstream_CTCF	40
chr2	233309242	233309392	id-59026	5.96e-07	-	GCCTGGGCCTCCCAAATGCCCTCAAGGTGGCAGCA	V_CTCF_BR	40
chr2	233311117	233311267	id-59027	1	+	NA	NONE	40
chr2	233314756	233314906	id-59028	7.46e-06	+	CAGCAGCACCGCCACGAGGCAGGAAGTGGGAGGCC	UpstreamP1_CTCF	6
chr2	233329243	233329393	id-59029	2.62e-07	-	GTGCACTGGCAGTCAATGGTCAGCTGGGGTCAGTA	UpstreamP1_CTCF	4
chr2	233344410	233344560	id-59030	2.6e-06	+	TGCTAAGTGCCCTAGCCTCCCTGCAGAGGGCTCTC	V_CTCF_BR	7
chr2	233347611	233347761	id-59031	3.45e-05	+	GTCTTCTCATGGACCTCAAACTGCAGGAGGCACGG	V_CTCF_BR	0
chr2	233353170	233353320	id-59032	2.66e-05	-	TGAGGCCTAGGGCTGCTGGCCAGAGGGGGCAGGCT	V_CTCF_BR	18
chr2	233373076	233373226	id-59033	4.88e-08	+	CTGTGACTCTCACTGAGCGCCACCAGGAGGCACCC	UpstreamP1_CTCF	9
chr2	233385315	233385465	id-59034	1.15e-06	-	CCTGGACTTACCTTGCAGGGCGCTGGGGGGCAGGC	Upstream_CTCF	2
chr2	233386903	233387053	id-59035	1.21e-10	-	GGAAGCCCGGGGCCGGCCGCCGCCAGGGGGCAGCA	V_CTCF_BR	40
chr2	233389017	233389167	id-59036	1.83e-05	-	GCCTATCCCCTCCTGAAGGTCGGCAGGGGGCGTCA	V_CTCF_BR	33
chr2	233401869	233402019	id-59037	3.24e-06	+	GCAGCAGGTCTTGGTTCAACCACCAGGTGAGTCCT	Upstream_CTCF	38
chr2	233415496	233415646	id-59038	4.65e-05	+	ACCTGGCCTGGACTGGCGGGGAGGAGGGGGCTGGG	V_CTCF_BR	8
chr2	233457481	233457631	id-59039	1.9e-06	-	GAGGCAGCTGGAACTCCTCCCACTAGGAGGAGAGG	Upstream_CTCF	34
chr2	233470620	233470770	id-59040	3.06e-08	+	ACTGACAAGGCGGCGGTATCCAGCAGAGGGCGCGC	V_CTCF_BR	39
chr2	233470925	233471075	id-59041	3.22e-09	+	CGGTAATTCCTGGCTTTCGCCACCGGAGGGCACTC	UpstreamP1_CTCF	40
chr2	233476447	233476597	id-59042	1.34e-10	+	CATGTGGTTCCCGCAGCAGCCAGCAGGGGGCAGCC	Upstream_CTCF	40
chr2	233497881	233498031	id-59043	1	+	NA	NONE	6
chr2	233523033	233523183	id-59044	3.81e-05	-	CACTCAGGGTGAGCAACGCCCTCTAGCAGGCAGGC	V_CTCF_BR	32
chr2	233533914	233534064	id-59045	9.11e-08	-	CCTGCAGCTTCAAACTCTCTCACTAGAGGCCGGCA	Upstream_CTCF	39
chr2	233548254	233548404	id-59046	1	+	NA	NONE	13
chr2	233554284	233554434	id-59047	2.1e-05	+	GGAGGAGTCCCCAGAAGCACCAGCAGGGCTGGGGG	Upstream_CTCF	6
chr2	233626144	233626294	id-59048	8.23e-05	+	CTCAGTTACCTGCACCTCTCCAGTAGATGGGGCTG	UpstreamP1_CTCF	40
chr2	233708695	233708845	id-59049	3.63e-06	+	TTATGCAACAGCAAAGGCGCCAGCAGAGGGAGTTG	V_CTCF_BR	35
chr2	233717929	233718079	id-59050	6.49e-06	+	ATTTTGCTTCTAAAACAAACCAGCAGAGGGGGCCA	Upstream_CTCF	40
chr2	233734071	233734221	id-59051	1	+	NA	NONE	8
chr2	233734491	233734641	id-59052	8.21e-06	-	TGGGCTTGGGGAAATTTGGCCTGAAGCAGGCAGCA	V_CTCF_BR	3
chr2	233740367	233740517	id-59053	2.01e-05	-	GGGCAGGGCCGGTGGGTGGGCAGGAGGAGTGTCTG	UpstreamP1_CTCF	22
chr2	233740946	233741096	id-59054	1	+	NA	NONE	32
chr2	233751990	233752140	id-59055	2.04e-05	+	ACCCCTGCTCTGCTGCAAACCTCTAGGAGGAGCCG	V_CTCF_BR	38
chr2	233844770	233844920	id-59056	3.97e-07	+	AGGCCTGGAAGGATCAGAGCCAGGAGGGGGCTCTA	V_CTCF_BR	25
chr2	233846768	233846918	id-59057	8.46e-07	+	CTTGGATTTCAGCTTCAGCCCAGCAGGAGGCATGG	Upstream_CTCF	20
chr2	233847939	233848089	id-59058	5.51e-07	+	AGCCCCTACTACGCCGTGGCCACTTGGGGGCGTCG	V_CTCF_BR	24
chr2	233861987	233862137	id-59059	3.36e-05	+	TTGTTGTTGCTTTTAGGAATCGCTAAGGGGCAGCA	UpstreamP1_CTCF	11
chr2	233864078	233864228	id-59060	2.73e-07	-	GCTGCTGTCACCAGCATGTCCAGAGGGGGCAGGAC	Upstream_CTCF	14
chr2	233891176	233891326	id-59061	2.43e-06	+	TGTGCTATTCCCCCCGAAACCAAAAGGGGCACTTA	Upstream_CTCF	6
chr2	233893687	233893837	id-59062	3.97e-07	-	AGGTCTCATCACGCAGAGGCCGCCAGGTGGCAGGC	V_CTCF_BR	40
chr2	233918763	233918913	id-59063	1.47e-10	-	TGCGCCTTGTGACTCCCGGCCACCAGGTGGCGCTG	V_CTCF_BR	40
chr2	233924390	233924540	id-59064	8.71e-06	-	TGGGAGACCTTGGCTGCCACCAGCCGAGGGCGCCA	V_CTCF_BR	5
chr2	233925009	233925159	id-59065	1.29e-05	+	CTGGTGGCAGCAGCCGAGGCCACCAAGAGGCAACG	UpstreamP1_CTCF	5
chr2	233926417	233926567	id-59066	4.59e-07	-	CTGCTGGTCTCAGCTGCAGCCTCTGGGGGCAGATG	UpstreamP1_CTCF	29
chr2	233927999	233928149	id-59067	2.32e-08	-	CCGGCCGTTGTCCCCTTGCCCACCAGAGGGGGCCT	Upstream_CTCF	25
chr2	233959458	233959608	id-59068	1.13e-05	+	TGGCAGTCAGTCTCACTCACCACGGGAGGGAGTGC	UpstreamP1_CTCF	4
chr2	233963466	233963616	id-59069	1.82e-07	+	TGCAGTCTCACAGACAGTGGCACCAGGGGGCGCCC	V_CTCF_BR	38
chr2	233982873	233983023	id-59070	7.8e-08	-	AGGGGACAGGGCAGAGTGGCCGGTAGGGGGAGGAG	V_CTCF_BR	2
chr2	233994112	233994262	id-59071	5.7e-05	+	AATGCAGACAGCTGATCCGACTTTAGGGGGCGCCC	Upstream_CTCF	34
chr2	234108583	234108733	id-59072	2.12e-06	+	AAGCAGCTTCCTAGTCTCTCCTGTAGGGGACACTT	UpstreamP1_CTCF	7
chr2	234117053	234117203	id-59073	4.85e-07	+	CCTCAGTGGCACCTGGAGCCCAGCAGGGGCAGGAC	UpstreamP1_CTCF	22
chr2	234118197	234118347	id-59074	6.98e-07	-	GCCCGTGGCTGACTCTGTCCCTGCAGGTGGCACTG	V_CTCF_BR	4
chr2	234144731	234144881	id-59075	4.1e-06	+	GCTGTGGCATGAGAGGCCACCGCCAGGGGTGGCAG	Upstream_CTCF	6
chr2	234160092	234160242	id-59076	2.78e-06	-	GTCAGCTGCAGAGAGGTGGCCGCTTGGGGGCGTCC	V_CTCF_BR	40
chr2	234212057	234212207	id-59077	4.3e-06	-	GGTGCTTCTTTCAGTGTCCCCATCAGAGGGCTGCC	Upstream_CTCF	10
chr2	234219847	234219997	id-59078	1.48e-06	+	CTTCTTTGACCTTCATCCTCCAGCAGGTGGCTAAA	UpstreamP1_CTCF	4
chr2	234222953	234223103	id-59079	1.71e-06	+	CTCCCAGGAACTGTGATCCCCACTAGAGGGCTGTG	V_CTCF_BR	7
chr2	234232604	234232754	id-59080	1.93e-05	+	CTCCCAGGGGAGAGCCTTCCAGGTAGAGGGCGCAC	V_CTCF_BR	13
chr2	234246842	234246992	id-59081	1	+	NA	NONE	8
chr2	234259464	234259614	id-59082	1	+	NA	NONE	28
chr2	234262966	234263116	id-59083	2.19e-11	+	TCTGCAGCTGCGCGCATGGCCGGCAGGGGGCGCGG	Upstream_CTCF	36
chr2	234292784	234292934	id-59084	1.48e-05	-	CTGAGGATAAAGGAAGCAGCCACCAGGGGGTCACC	UpstreamP1_CTCF	24
chr2	234308623	234308773	id-59085	1	+	NA	NONE	11
chr2	234313001	234313151	id-59086	4.73e-07	+	CATGCTGAGCCCTGTTTGCCCAGGAGAGGGTGCAG	Upstream_CTCF	40
chr2	234325526	234325676	id-59087	1.09e-06	-	GCTGCAATGCACACCGTAGCAGGAAGGTGGGAGAA	Upstream_CTCF	9
chr2	234326830	234326980	id-59088	1	+	NA	NONE	6
chr2	234352301	234352451	id-59089	3.45e-05	-	TAGAGTAGTCTATGCTAATCCACCAGCAGGCGGCA	V_CTCF_BR	40
chr2	234357012	234357162	id-59090	9.39e-07	+	CGAGAAGCTTGCTCTGTCACCAGCAGAGGGCCGTG	Upstream_CTCF	40
chr2	234357832	234357982	id-59091	2.64e-08	+	TCTGCGGTTCCACCGGAGACCGCTTGGTGGCATCA	Upstream_CTCF	36
chr2	234364320	234364470	id-59092	2.11e-06	-	CAGGTGTCAGCATGGCTCCCCGCAAGGTGGCAGTG	V_CTCF_BR	0
chr2	234365710	234365860	id-59093	6.19e-06	-	CTTCTCTACCAGCTTCCCACCGCCAGGGGCTCAGG	UpstreamP1_CTCF	4
chr2	234389149	234389299	id-59094	3.29e-05	+	CAAGCAGCACCTGCTTCCTCCAGTGGCAGTAAGTG	Upstream_CTCF	19
chr2	234389595	234389745	id-59095	1.73e-05	+	ACCTGTTCCACAGAAAGCTCCAGGAGGAGGCACTC	V_CTCF_BR	7
chr2	234551906	234552056	id-59096	4.5e-06	-	CTGGCAGTACTGTCCATGGCCAGGGGTGGCAGTGG	Upstream_CTCF	36
chr2	234583078	234583228	id-59097	3.71e-05	-	GTTTTTATATCTCTAAAGGCCTCTGGGTGACGCTG	Upstream_CTCF	3
chr2	234583699	234583849	id-59098	4.68e-05	-	ATGTAATTCCCCTGGATAGCCTCAAGGAGATTTTG	UpstreamP1_CTCF	19
chr2	234620177	234620327	id-59099	7.42e-09	-	AGGCAGCGAATGGAGCTGTCCACCAGAGGGCGCAG	V_CTCF_BR	40
chr2	234680881	234681031	id-59100	1.43e-05	+	TCTCCAGCCTTCACAAGGACCGCCCGGTGGAGCCG	Upstream_CTCF	0
chr2	234681339	234681489	id-59101	2.2e-06	-	CATGTCATCCTGATCAAAGACACCAGAGGGGGCAC	Upstream_CTCF	4
chr2	234715939	234716089	id-59102	8.97e-05	-	CAGGCCTCCCTACAGCCAGCCTTCAGGGGGTGCTG	Upstream_CTCF	22
chr2	234741559	234741709	id-59103	6.43e-06	-	CTGTGTGGGAAAGCAGAGGACTGCAGGTGGAGCTG	V_CTCF_BR	38
chr2	234755886	234756036	id-59104	3.4e-06	-	TCCATCAAAGCCCATGTGGCCTGAGGCGGGCAGCG	V_CTCF_BR	5
chr2	234766217	234766367	id-59105	3.83e-09	-	GTTGGAAATCCCAGCCCGGCCAGTAGAGGGCACTG	V_CTCF_BR	40
chr2	234766629	234766779	id-59106	1.24e-05	+	TAGGCAACAAGCTGACTTTCCACGAGATGTCAGCC	V_CTCF_BR	15
chr2	234774586	234774736	id-59107	2e-06	-	AGAGCACAAAACAAAGTGCCCACCAGGGGGCTTTG	Upstream_CTCF	38
chr2	234821603	234821753	id-59108	1	+	NA	NONE	18
chr2	234823925	234824075	id-59109	1.56e-06	-	GTTGAACTATCTTTTAATGCCAGAAGGTGGCTGCC	Upstream_CTCF	38
chr2	234837363	234837513	id-59110	9.51e-07	-	AGGAAAGCCAACGGGGCGGCCACATGGGGGCGATA	V_CTCF_BR	35
chr2	234838302	234838452	id-59111	7.11e-06	+	GGGGCAATTCTGCCTTTCTCCACCAGAGACTCTTC	Upstream_CTCF	31
chr2	234881850	234882000	id-59112	1	+	NA	NONE	5
chr2	234885453	234885603	id-59113	1	+	NA	NONE	38
chr2	234907863	234908013	id-59114	1.14e-06	+	ATGCAGTGCCGGCTGGCCAGCAGCAGGGAGTCTCA	UpstreamP1_CTCF	6
chr2	234918003	234918153	id-59115	2.78e-06	+	TGGGACATGCAGAGAGTGGACAGAGGAGGGCAGCA	V_CTCF_BR	7
chr2	234941924	234942074	id-59116	1	+	NA	NONE	7
chr2	234955965	234956115	id-59117	1	+	NA	NONE	6
chr2	234991015	234991165	id-59118	1	+	NA	NONE	2
chr2	235010870	235011020	id-59119	1	+	NA	NONE	12
chr2	235041896	235042046	id-59120	1	+	NA	NONE	3
chr2	235044413	235044563	id-59121	7.09e-08	+	ATTCAGTGACTCTTATCGGGCACTAGATGGCGATC	UpstreamP1_CTCF	40
chr2	235045251	235045401	id-59122	8.71e-06	-	TTTAATCATGCATGTGAAACCTCCAGGTGGCAGGC	V_CTCF_BR	23
chr2	235055307	235055457	id-59123	8.71e-06	+	TGCTGCCTGTGGGATGGAGCCACCAGATGGCCCCA	V_CTCF_BR	16
chr2	235100544	235100694	id-59124	1	+	NA	NONE	22
chr2	235112088	235112238	id-59125	1	+	NA	NONE	11
chr2	235157773	235157923	id-59126	4.59e-07	-	GTGCCTTTCTGTCTCATGACCACAAGATGGCTGCT	UpstreamP1_CTCF	26
chr2	235163818	235163968	id-59127	5.74e-05	+	TAGTGCTTCCCAGAGATGCCCAGTAGAGAGCCTTC	UpstreamP1_CTCF	2
chr2	235166882	235167032	id-59128	1.09e-06	-	CAGCTGCCAGGTATTCTCCCCACCAGGAGGCTCCA	UpstreamP1_CTCF	39
chr2	235180064	235180214	id-59129	4.31e-05	-	GTGCTGATGTACACCCTCACCAGCAGGGTATGAGC	UpstreamP1_CTCF	16
chr2	235195774	235195924	id-59130	4.88e-06	-	CTGCAGCCTCCTGTGGTTGCCAGCTGGGCCTGCTA	UpstreamP1_CTCF	2
chr2	235197672	235197822	id-59131	1.39e-07	+	TCAAAAGTTCCCTCTGTGACCAGAAGAGGGCGCGG	V_CTCF_BR	40
chr2	235202702	235202852	id-59132	1	+	NA	NONE	31
chr2	235216946	235217096	id-59133	9.31e-05	-	AGTGTCCATCCCTAGTCCTCCACCAGACACCACTG	Upstream_CTCF	12
chr2	235277557	235277707	id-59134	2.38e-07	+	CTCCCTCCTCCTTGCTGGGCCAGCAGGGGCCAGAG	V_CTCF_BR	12
chr2	235301716	235301866	id-59135	4.51e-05	-	AAATTATTCTCCCCTAAAGCCTCCAGAGGGAGTGC	Upstream_CTCF	13
chr2	235314862	235315012	id-59136	7.16e-08	+	GCAGCATTATTCATGACCGCCACCAGCTGGCAACA	Upstream_CTCF	23
chr2	235329095	235329245	id-59137	3.73e-06	+	AGTGTGGTTCTAAACAAGGCAGCAAGGGGGAGAGC	Upstream_CTCF	8
chr2	235385524	235385674	id-59138	1.11e-05	+	ACAGCAGTGTGCTGCTCCTCAGGCAGAGGGCGTGT	Upstream_CTCF	15
chr2	235392638	235392788	id-59139	3.65e-05	-	GGGTTGGTTCCTTCTGAGGCCACCAGGGTGTGTGT	UpstreamP1_CTCF	37
chr2	235405195	235405345	id-59140	8.71e-06	+	GCGCCAGCCACTGCGGCTGCGGCGGGAGGGCGCCG	V_CTCF_BR	8
chr2	235405426	235405576	id-59141	1.59e-06	-	ACCACAGAGCGAGCCCAGGCCTGGGGAGGGCGCCG	V_CTCF_BR	16
chr2	235409186	235409336	id-59142	7.82e-06	-	CATCTATTATCCGAGAAGCTCAGCAGAGGGCACTC	UpstreamP1_CTCF	40
chr2	235437494	235437644	id-59143	1.18e-05	-	CTTCAATGACACCATATGACCTTAAGGTGGGGCTT	UpstreamP1_CTCF	7
chr2	235453679	235453829	id-59144	5.09e-10	-	TCTGCGTTTCTTCTCTTCACCACCAGGGGGCAGGC	Upstream_CTCF	40
chr2	235459284	235459434	id-59145	5.08e-07	+	GCGAAGGTGTTCAGTTTCACCACTAGAGGGAGCGC	V_CTCF_BR	40
chr2	235467378	235467528	id-59146	1	+	NA	NONE	24
chr2	235473434	235473584	id-59147	1	+	NA	NONE	31
chr2	235482672	235482822	id-59148	2.1e-06	+	TTTGCATTCTCAGGCAGCACCGACAGGGAGCGATG	Upstream_CTCF	1
chr2	235486322	235486472	id-59149	1.72e-06	+	GCTGTCATTTCTGCCACGGTCACTAGCGGCCACTG	Upstream_CTCF	18
chr2	235488185	235488335	id-59150	1	+	NA	NONE	6
chr2	235494225	235494375	id-59151	3.86e-05	+	AAGTCAATTACAATTATCTCCTGCAGAGTGCGGTC	Upstream_CTCF	3
chr2	235512421	235512571	id-59152	2.94e-06	-	GCGTCATTTCTAGGCAAGAGCAACAGGAGGCGCTC	Upstream_CTCF	15
chr2	235519986	235520136	id-59153	1	+	NA	NONE	40
chr2	235544049	235544199	id-59154	4.3e-06	+	GCTGGAATGTTAGGCTTCATCAACAGAGGGTGCTG	Upstream_CTCF	31
chr2	235578399	235578549	id-59155	9.51e-07	+	AATCTGCCAGGCAGAACAACCAACAGGGGGCAGTG	V_CTCF_BR	32
chr2	235579428	235579578	id-59156	3.5e-05	+	GCTCAGTCACAGGAAGGCTTCAGTAGGTGTCACTG	UpstreamP1_CTCF	1
chr2	235638898	235639048	id-59157	1	+	NA	NONE	1
chr2	235654106	235654256	id-59158	1.21e-06	-	ATTGCTATGTGGGTATCTTCCAGCAGGGGGACATG	Upstream_CTCF	37
chr2	235660312	235660462	id-59159	6.05e-06	+	ATCCTGACTTGCATCCTGGCCTACGGAGGGCACTG	V_CTCF_BR	19
chr2	235727700	235727850	id-59160	3.09e-06	+	CCTGCAGTACCCAGTAGAGCCACATGCTGTACGGG	Upstream_CTCF	34
chr2	235771873	235772023	id-59161	2.01e-05	+	CAGCTGCTCCACTTCGTGGCCTACGTGGGGAGGAG	UpstreamP1_CTCF	1
chr2	235790465	235790615	id-59162	3.65e-07	+	GAACACCGTGATACAGCTCCCTGCAGGGGGCGCTG	V_CTCF_BR	40
chr2	235825435	235825585	id-59163	5.89e-08	+	CGGCACTGGTGGGGTGTCACCACTAGGTGACAACA	UpstreamP1_CTCF	14
chr2	235859435	235859585	id-59164	1	+	NA	NONE	16
chr2	235864243	235864393	id-59165	1	+	NA	NONE	8
chr2	235889906	235890056	id-59166	4.43e-05	-	AACAGGAAAGCACTCCCAGACTAGAGGGGGAGCCA	V_CTCF_BR	29
chr2	235905139	235905289	id-59167	1.73e-06	-	CTGCACTTATAAGGAAAGGCCTGCTGGTGGCCTCT	UpstreamP1_CTCF	24
chr2	235914546	235914696	id-59168	9.4e-06	+	GTGTTCCTGGCTGTGGGAGGCGCCAGAGGGAGGTT	UpstreamP1_CTCF	25
chr2	235930389	235930539	id-59169	1	+	NA	NONE	2
chr2	235959814	235959964	id-59170	4.88e-05	-	GTGCCAAGTCACATGACTGCCACTGGGTGTCATGC	UpstreamP1_CTCF	24
chr2	235964672	235964822	id-59171	2.38e-07	-	AGCCCCATTCCTCCCCCTACCTCCAGGTGGAGCTG	V_CTCF_BR	40
chr2	235996633	235996783	id-59172	6.74e-08	-	GCTGCCCCACCGGCGGGGACCGGCAGGAGGAGGAC	Upstream_CTCF	21
chr2	235997184	235997334	id-59173	1	+	NA	NONE	10
chr2	236006928	236007078	id-59174	4.01e-05	+	GCTGTAACAAGTGGGTGACCCGCTAGAGGTCAGAT	Upstream_CTCF	10
chr2	236015882	236016032	id-59175	5.34e-06	-	AAGAAGTGAGCTTTGGGAGTCAGCAGGTGGCGCCT	V_CTCF_BR	40
chr2	236022586	236022736	id-59176	1.59e-06	+	GTGTGAAGTGCAGGCAGCTCCACCAGAGGTCAGCC	V_CTCF_BR	7
chr2	236025662	236025812	id-59177	1.03e-06	-	TGTTACAGCCTGTTTATTTCCACCAGGGGGAGGTA	V_CTCF_BR	40
chr2	236041271	236041421	id-59178	1.37e-05	+	TCTTCTCTTCCTATGGAGGGCGCAGGGGGGAAAAA	Upstream_CTCF	3
chr2	236044724	236044874	id-59179	2.38e-07	+	GCAACCAATGTTCACGCAACCACCAGGGGGCGAAA	V_CTCF_BR	40
chr2	236054239	236054389	id-59180	4.99e-07	+	GGTGGAATTCCCCTTCTGTCCATCAGGTGACAGCT	Upstream_CTCF	6
chr2	236071208	236071358	id-59181	1	+	NA	NONE	2
chr2	236079646	236079796	id-59182	5.28e-05	-	GCTGCAAGCCTCATCTCAGCCTCCTGGGGTGCTGT	Upstream_CTCF	36
chr2	236110521	236110671	id-59183	8.33e-05	+	CATGTTCTGCTTTTAGAGACCAGCAGGGCACTCAG	Upstream_CTCF	3
chr2	236126524	236126674	id-59184	1	+	NA	NONE	2
chr2	236195395	236195545	id-59185	8.02e-05	+	GCTGTGCTCCCATCTAGAGACTCCAGGGGAATTTC	Upstream_CTCF	4
chr2	236201908	236202058	id-59186	1	+	NA	NONE	3
chr2	236212669	236212819	id-59187	1.1e-06	-	GGTTCGGGAAAGAAAAGTGCCAGTAGGGGGTGCTC	V_CTCF_BR	24
chr2	236223135	236223285	id-59188	6.19e-06	-	CTGCAGCACCGCTTGGTGGTGGGCAGGTGCCATGA	UpstreamP1_CTCF	10
chr2	236303054	236303204	id-59189	1	+	NA	NONE	7
chr2	236327721	236327871	id-59190	1	+	NA	NONE	4
chr2	236342542	236342692	id-59191	2.4e-05	+	ATATGGAGGAGCTGGGTGTCCACCAGATGTCTCAT	V_CTCF_BR	20
chr2	236403841	236403991	id-59192	5.34e-06	-	CACGCCGGCCCGGGCCTCGCCCCCAGCGGCAGCAC	V_CTCF_BR	17
chr2	236404084	236404234	id-59193	1	+	NA	NONE	21
chr2	236407377	236407527	id-59194	7.46e-06	-	CTGGGTTTCCTCTCATCGGCCACCTGGTGGGGATG	UpstreamP1_CTCF	29
chr2	236413555	236413705	id-59195	9.62e-05	+	GCGCAGTTCCTCTGGGACTGGAACAGGGGCCCCTT	UpstreamP1_CTCF	13
chr2	236423254	236423404	id-59196	1.52e-07	-	TCACAGCAAAGTGCACAGGCCACCAGGTGGCAGGC	V_CTCF_BR	25
chr2	236454856	236455006	id-59197	6.8e-06	-	CTGAAAAGGCAGGATGGCCCCATCAGGTGGCACCC	UpstreamP1_CTCF	2
chr2	236460664	236460814	id-59198	5.7e-05	+	GCCGCGGTACTGCCACCCGCTGGAAGGGGCCTGCA	Upstream_CTCF	39
chr2	236502806	236502956	id-59199	5.51e-07	-	ATTATAATCTTCCTAGTCACCAGAAGGGGGCAGCA	V_CTCF_BR	37
chr2	236504187	236504337	id-59200	1.15e-07	+	GACTCATTTCCAGCAGCCACCAGCAGGTGGAGGGA	Upstream_CTCF	40
chr2	236547560	236547710	id-59201	3.18e-06	+	GGCAATCCAGATCAAATGTCCACTGGGGGGCAGAA	V_CTCF_BR	28
chr2	236550698	236550848	id-59202	1.48e-06	+	ACCTTACTTCCCCAGGGGCCCTCCAGAGGGTGCCC	Upstream_CTCF	5
chr2	236551083	236551233	id-59203	1	+	NA	NONE	9
chr2	236551487	236551637	id-59204	1	+	NA	NONE	29
chr2	236553221	236553371	id-59205	1	+	NA	NONE	5
chr2	236559824	236559974	id-59206	2.72e-06	-	GAGTCGTTCCCCACCTTGTCCACCAGGTTCCTCGG	UpstreamP1_CTCF	15
chr2	236579403	236579553	id-59207	6.49e-06	+	GCTGGAGCGCGCGCGGGCGGCGGCCGGGGCCGGCG	Upstream_CTCF	32
chr2	236584463	236584613	id-59208	1.1e-05	+	CTTGGGCTGGAATATCCTGCCACCAGGGGGAATGT	V_CTCF_BR	32
chr2	236649605	236649755	id-59209	1.16e-05	-	GCATGTATACTCACCTGCGCCTCCGGGGGGCCCCC	Upstream_CTCF	38
chr2	236655081	236655231	id-59210	6.19e-06	-	CGGCCTTGTCTCCTGGTGAACACTAGAGGGTGCAT	UpstreamP1_CTCF	40
chr2	236671577	236671727	id-59211	1.34e-06	-	CGAGCCTTAACAATCATTGCCCCCGGGTGGCAGTG	Upstream_CTCF	24
chr2	236674963	236675113	id-59212	1.46e-08	+	GTTGTAATTTAGTAAACCGCCACTAGGGGGCATTG	Upstream_CTCF	40
chr2	236688175	236688325	id-59213	2.18e-07	+	CTCCTTGGAAAAGCGGAGGCCACTAGATGGCAGTA	V_CTCF_BR	40
chr2	236702069	236702219	id-59214	3.71e-05	+	CTGGCAGGGTGTTCGATTGCCACATGGTGGTGTCA	Upstream_CTCF	39
chr2	236711830	236711980	id-59215	1	+	NA	NONE	31
chr2	236742742	236742892	id-59216	7.44e-05	-	ACTTTTCTCCCACAAGGCACCACATGGGGCGCCCA	Upstream_CTCF	5
chr2	236758237	236758387	id-59217	1.03e-07	-	GAGGCTGGACACTCCATGCCCAGCAGGTGGCAACC	Upstream_CTCF	6
chr2	236768421	236768571	id-59218	3.86e-05	+	GGAGCTGCTCCTCTTTCGCCAGCAAGAGGCAACAA	Upstream_CTCF	6
chr2	236818871	236819021	id-59219	1	+	NA	NONE	1
chr2	236845235	236845385	id-59220	1.13e-05	-	CGGCAGTATCACATTACCGCCGCCTGCTGGTCATA	UpstreamP1_CTCF	39
chr2	236858010	236858160	id-59221	1	+	NA	NONE	0
chr2	236875042	236875192	id-59222	4.21e-05	+	TGATGTTACCTCTCACCTACCACCAGGGGACAGTG	V_CTCF_BR	30
chr2	236890399	236890549	id-59223	1	+	NA	NONE	7
chr2	237001515	237001665	id-59224	3.16e-05	-	TCAATTGTTCCAGATTTGGCCAGTGGGAGGCCTGG	Upstream_CTCF	8
chr2	237001990	237002140	id-59225	5.96e-07	-	CCACGTCTCCCTTGCATCACCAGCAGGAGGCACAG	V_CTCF_BR	22
chr2	237010128	237010278	id-59226	3.47e-07	-	GTGCACCGACGCCCTTTAAACACCAGGGAGAGGAA	UpstreamP1_CTCF	0
chr2	237042407	237042557	id-59227	1	+	NA	NONE	24
chr2	237051936	237052086	id-59228	2.81e-06	+	AAGGAAATCACTGAATTGTCCAATAGAGGGCGCTG	Upstream_CTCF	39
chr2	237076182	237076332	id-59229	1.84e-06	-	GCTTCTCCGCGTCGCCCCAGCACCAGGAGGCGGCA	V_CTCF_BR	35
chr2	237085191	237085341	id-59230	1	+	NA	NONE	40
chr2	237086340	237086490	id-59231	1	+	NA	NONE	34
chr2	237086789	237086939	id-59232	1.22e-08	-	GGGCCAATCCCCACCGCGGCCCGCAGGGGGCGCGC	V_CTCF_BR	40
chr2	237089627	237089777	id-59233	6.98e-07	-	AAATTCATTTTCAGAGAGGCCTGCAGGTGGCGCCA	V_CTCF_BR	40
chr2	237101787	237101937	id-59234	1	+	NA	NONE	8
chr2	237118391	237118541	id-59235	2.96e-05	-	CTAGTCGTTGGAGAGGAAACAGCTAGGGGGCACCA	V_CTCF_BR	11
chr2	237145284	237145434	id-59236	5.01e-06	-	AGTTGCCTGGATGTCCTGCCCAGCAGGGGCAGCAA	V_CTCF_BR	20
chr2	237218309	237218459	id-59237	1.62e-08	+	GAGCAGTGCTTGCAAGTCTCCACTTGAGGGCACTG	UpstreamP1_CTCF	40
chr2	237227800	237227950	id-59238	5.34e-06	+	GGCACTCAGCAGTAATTGAACAGCAGGTGGCGTTC	V_CTCF_BR	16
chr2	237252321	237252471	id-59239	1.41e-09	+	CTGCAATGCAGCAACTTCGCCAGCAGAGGGAGTGA	UpstreamP1_CTCF	40
chr2	237261808	237261958	id-59240	6.27e-08	+	GGGTAGTTCACGTCACCTGCCAGTAGAGGGCTCTT	UpstreamP1_CTCF	39
chr2	237362577	237362727	id-59241	1.71e-06	+	GATTCTCTGCCCTGGATGGCATGCAGAGGGCAGCA	V_CTCF_BR	19
chr2	237411846	237411996	id-59242	1.09e-06	+	GTTGAAGAGGCTCCTGCTTCCACCAGGGGGAAACC	Upstream_CTCF	36
chr2	237421710	237421860	id-59243	7.62e-07	+	GAAGCAGGGCCTTTTCCTGCCACACGGTGGCAGGC	Upstream_CTCF	38
chr2	237463376	237463526	id-59244	1.17e-05	-	TGGCATGATATTAAGCTTGACAGGAGAGGGTGCCA	V_CTCF_BR	3
chr2	237471180	237471330	id-59245	1	+	NA	NONE	39
chr2	237476019	237476169	id-59246	1	+	NA	NONE	8
chr2	237477087	237477237	id-59247	6.04e-07	-	GCGCAGCGTCCCGCCACCGCCTCTGCAGGGCGGCG	UpstreamP1_CTCF	16
chr2	237478331	237478481	id-59248	1.28e-06	-	TGCAGAAAGGAGCCTCTAGCCTCTAGATGGCAGCT	V_CTCF_BR	39
chr2	237484755	237484905	id-59249	4.23e-06	+	ATGGAATTGCTGGTTGATTCCAGCAGAGGGTGACT	UpstreamP1_CTCF	14
chr2	237513352	237513502	id-59250	1.77e-05	+	CCTGCACAGTGTTGTGGTTCCAGCAGGCAGCACCA	Upstream_CTCF	3
chr2	237516344	237516494	id-59251	2.1e-05	+	CTTGTGGTTCCTTCCTCTTCCTCTAGGGACACCAG	Upstream_CTCF	38
chr2	237535176	237535326	id-59252	2.19e-05	-	TGGTAGTATGCAGGTCCTTCCTCTGGGTGGCCCCT	UpstreamP1_CTCF	5
chr2	237551412	237551562	id-59253	1	+	NA	NONE	10
chr2	237641139	237641289	id-59254	1.83e-05	+	GCATTGCCTGGAAGAGATGCCACAAGAGGGAAAGG	V_CTCF_BR	5
chr2	237654554	237654704	id-59255	2.8e-05	-	GGTGCAATTCTGTGTCTCACGCCCTGGGGGATTGT	Upstream_CTCF	17
chr2	237657516	237657666	id-59256	1.82e-06	+	CTGTTTTGCCTGAATTGAGCCAGAGGAGGGCTGAG	UpstreamP1_CTCF	4
chr2	237728318	237728468	id-59257	1	+	NA	NONE	12
chr2	237796429	237796579	id-59258	1	+	NA	NONE	11
chr2	237828032	237828182	id-59259	3.56e-06	-	CCTGCCCTGTCTCTATGCTCCCCTAGAGGTCTGAG	Upstream_CTCF	13
chr2	237931308	237931458	id-59260	5.34e-06	-	ATGCGACTAGTTGACGGTGGCAGCAGAGGGTGGCA	V_CTCF_BR	2
chr2	237936190	237936340	id-59261	2.06e-07	-	CCTTCATGTCACCCACCGGCCACCAGGTGGACTCA	Upstream_CTCF	40
chr2	237969521	237969671	id-59262	3.16e-06	-	GGGAAATGCAAAAGGCAGACCACAAGGTGGTGCTC	UpstreamP1_CTCF	40
chr2	237976733	237976883	id-59263	1.47e-05	-	AAACACACCACAAAAATACACAGCAGAGGGAGCTC	V_CTCF_BR	24
chr2	237981096	237981246	id-59264	6.07e-11	-	AGTGCAATCTCAGTCTTTCCCACCAGGGGGCGCTG	Upstream_CTCF	40
chr2	237993916	237994066	id-59265	1.64e-06	+	CTGCGGTTCCGAGAATAGCCTGGAAGGAGGCAGGG	UpstreamP1_CTCF	30
chr2	237994278	237994428	id-59266	1.39e-05	+	AAGTGCAACGAACTCCTCCCTGCCAGAGGGCGGCC	V_CTCF_BR	33
chr2	238001938	238002088	id-59267	4.68e-07	+	TATTTCCTAAGCATGTTGACCACCAGGTGGAGGAG	V_CTCF_BR	39
chr2	238030974	238031124	id-59268	2.67e-06	+	GCTGCCTGTCCACTGGGGGTCAGCAGAGGCCGTCT	Upstream_CTCF	40
chr2	238036914	238037064	id-59269	7.27e-06	-	CTTCCAGGGGCTTTCTTAGGCAGCAGGGGGCATGC	V_CTCF_BR	26
chr2	238041555	238041705	id-59270	2.6e-07	-	TGGACTGGAGGTTCTGCTTCCACTAGAGGGCAGTG	V_CTCF_BR	40
chr2	238052764	238052914	id-59271	8.97e-05	-	AGAGGAGATTTTAAAAAAGACACAAGGGGGAGTGC	Upstream_CTCF	4
chr2	238062809	238062959	id-59272	5.37e-06	+	TTGCTGTTCCCTTCGCCTTCCACACGATGGCATCC	UpstreamP1_CTCF	40
chr2	238074125	238074275	id-59273	3.4e-06	+	CAGAGGGACAGCTTTTCCTCCACTGGAGGGCAGTC	V_CTCF_BR	40
chr2	238074644	238074794	id-59274	5.67e-06	+	TCAGCAGCCCTGTGCTAAGCCTCCTGGTGGCCGAC	Upstream_CTCF	32
chr2	238080162	238080312	id-59275	1	+	NA	NONE	30
chr2	238100383	238100533	id-59276	1	+	NA	NONE	11
chr2	238153418	238153568	id-59277	1	+	NA	NONE	2
chr2	238166896	238167046	id-59278	1	+	NA	NONE	23
chr2	238189110	238189260	id-59279	1.55e-05	-	CCGAGACAGATCTAAGCAGCCTCAAGTGGCCACTG	V_CTCF_BR	12
chr2	238219283	238219433	id-59280	1	+	NA	NONE	5
chr2	238221061	238221211	id-59281	1	+	NA	NONE	9
chr2	238223837	238223987	id-59282	8.02e-05	+	CCTCCACTTCCACAGAAGACAGCCAGGCTGCGCGG	Upstream_CTCF	25
chr2	238231326	238231476	id-59283	3.12e-08	-	TGGCACTGCACCTCGTAGGCCAGCAGAGGGCTGAA	UpstreamP1_CTCF	40
chr2	238232459	238232609	id-59284	9.84e-06	-	GTGCAACAGCCTTTCGTTTCCAGTGGAGGAGGCAA	UpstreamP1_CTCF	8
chr2	238250686	238250836	id-59285	3.86e-05	-	GGGGCATGCGCTTGTCCTGCCTGCAGGGAGAGACC	Upstream_CTCF	4
chr2	238263735	238263885	id-59286	1	+	NA	NONE	16
chr2	238318795	238318945	id-59287	8.79e-07	-	AGGCAGTTTGGTTTTCTTTCCTCTAGAGGGAGGTG	UpstreamP1_CTCF	40
chr2	238330283	238330433	id-59288	4.23e-08	+	CGGGAGGATGCTGGAGACGCCAGAAGAGGGCGCCC	V_CTCF_BR	40
chr2	238340214	238340364	id-59289	4.34e-05	-	GCTGCACCATTTTACATTCCCACCAGCAGTGTGTG	Upstream_CTCF	8
chr2	238341234	238341384	id-59290	5.01e-06	-	TCCTCCTGCAGTGCTGTGGTCAGCAGTGGGCTGGA	V_CTCF_BR	28
chr2	238347330	238347480	id-59291	1	+	NA	NONE	15
chr2	238360334	238360484	id-59292	1.32e-05	-	ACATGCCTCCCCGACTGGACCAGCAGAGGGGGCCT	Upstream_CTCF	29
chr2	238373721	238373871	id-59293	6.51e-07	+	CCTGCAATGACTCCAACTTCCTCCAGGCAGCCCCA	Upstream_CTCF	18
chr2	238380218	238380368	id-59294	1.38e-07	+	CCCCAGTAACCTGCTCTGGCCAGTAGAGGGAATCA	UpstreamP1_CTCF	40
chr2	238384159	238384309	id-59295	7.1e-07	-	CCGCCGTGACTCCTCCGCTCCGGGAGGGGGCGACA	UpstreamP1_CTCF	40
chr2	238392080	238392230	id-59296	2.66e-05	-	AGTCTGGGTTGGTGGGTGGACACCAGAGGACAGCA	V_CTCF_BR	30
chr2	238418820	238418970	id-59297	8.21e-06	+	CCCAGGATTCTGTGACTGCCCTGGGGAGGGCGCAG	V_CTCF_BR	3
chr2	238421495	238421645	id-59298	6.39e-08	+	AATCATCACCACCAAGGGGCCAGGAGGTGGCGCTG	V_CTCF_BR	40
chr2	238468134	238468284	id-59299	3.29e-05	-	CCGGCTCGTTTGCTTGTGGTCTGTAGGGGACACTC	Upstream_CTCF	7
chr2	238480739	238480889	id-59300	1.21e-10	-	AGGCTGAGGTTGCCCGTGGCCACCAGATGGCGCTC	V_CTCF_BR	39
chr2	238483979	238484129	id-59301	2.78e-06	-	AAACTTCGGCCAAACTGAACCACCAGGTGTCGGAG	V_CTCF_BR	14
chr2	238490427	238490577	id-59302	1.48e-05	-	GTGCTTGTGTGCACATTTGCCAGCTGAAGCCACAA	UpstreamP1_CTCF	38
chr2	238509036	238509186	id-59303	1.47e-05	+	AGCTGCAGGCCGGTCTGTGCCTCTAGCAGGAGCTG	V_CTCF_BR	26
chr2	238510462	238510612	id-59304	9.31e-05	-	TCCGCAGTGGCTTTCATGCTAGTCAGGGGGCAGTG	Upstream_CTCF	21
chr2	238513734	238513884	id-59305	4.31e-07	+	CCAGAAGCCCGAGAAGAGGCCAGAAGGTGGCAGGG	V_CTCF_BR	39
chr2	238523158	238523308	id-59306	4.7e-05	-	GATGTGCCGTCAGAGACAGCCCAGAGGAGGCGCTA	Upstream_CTCF	29
chr2	238533313	238533463	id-59307	9.81e-06	+	TCTTGCAGGTCTTTATCTTCCTCCAGGAGGCACCC	V_CTCF_BR	14
chr2	238536650	238536800	id-59308	1.84e-06	+	GCGAGGTGGCCCGGGCTGGCCGGGTGGGGGCGAGC	V_CTCF_BR	18
chr2	238571625	238571775	id-59309	1.23e-05	+	TAGCCCTGCCCTGCGGGAGCCGGCAGGGAGCTGGA	UpstreamP1_CTCF	8
chr2	238574329	238574479	id-59310	1.64e-05	-	GGGATGCCCATGTTTGCTGCAGGGAGGTGGCACTG	V_CTCF_BR	17
chr2	238581799	238581949	id-59311	1.37e-05	+	TTTCCAAGGCTCTAAGTCACCACCAGGCGGCATAA	Upstream_CTCF	40
chr2	238583635	238583785	id-59312	1	+	NA	NONE	15
chr2	238594144	238594294	id-59313	5.96e-07	-	AATGAGGACACCAAAGTGGCCAGGAGAGGGCAGAT	V_CTCF_BR	40
chr2	238595320	238595470	id-59314	4.94e-06	+	GACGCTCTTGCTCTTCTGTCCACCGGAGGCAGTCA	Upstream_CTCF	38
chr2	238602333	238602483	id-59315	1	+	NA	NONE	2
chr2	238609226	238609376	id-59316	1	+	NA	NONE	3
chr2	238611744	238611894	id-59317	4.14e-05	-	CTGTGCATACCCCAGACGGCCTGCAGGTTGAGTCA	UpstreamP1_CTCF	27
chr2	238616748	238616898	id-59318	8.16e-07	-	CTTGCCTAAGGTCACACAGCCTGTAGGTGGCAGGG	V_CTCF_BR	13
chr2	238632323	238632473	id-59319	1.48e-05	+	CTGCAGAGTGAGCAGTCTTCCTCCTGGGGCCTCCA	UpstreamP1_CTCF	21
chr2	238639981	238640131	id-59320	9.51e-07	-	GAAGGGTTGAGAAAGGTGGCAAGCAGTGGGCGCCA	V_CTCF_BR	13
chr2	238644530	238644680	id-59321	5.7e-05	-	TCTGAATACAGGAGATCCACCGCCAGGGAGCACCG	Upstream_CTCF	6
chr2	238652767	238652917	id-59322	1	+	NA	NONE	32
chr2	238653763	238653913	id-59323	4.55e-09	-	CACGCAGCCCCACTCGTGTCCACCAGATGGCAGTG	Upstream_CTCF	40
chr2	238683492	238683642	id-59324	7.9e-07	-	TGGTAATTTGGGAGTGTGACCAGCAGGTGGAGTAA	UpstreamP1_CTCF	39
chr2	238701048	238701198	id-59325	7.78e-06	+	GTTCCTATTCCCAAGCCTGCCTCCAGGGGACCCCC	Upstream_CTCF	39
chr2	238767078	238767228	id-59326	5.34e-06	+	TCTCCCCTTCTCTGAGCTTACTGCAGGTGGCAGCA	V_CTCF_BR	39
chr2	238774478	238774628	id-59327	7.78e-06	+	GAGGCAGCGGCGAAAGCTGCCCTTAGGAGGCAGCG	Upstream_CTCF	34
chr2	238794852	238795002	id-59328	7.73e-06	-	ATTTCTCCAGTGCTGAAAACCAGCAGAAGGCGCTC	V_CTCF_BR	6
chr2	238811287	238811437	id-59329	1.67e-07	-	TGGGGCAGCCTGGGTCTTCCCACCAGAGGGCTCTG	V_CTCF_BR	8
chr2	238832389	238832539	id-59330	3.6e-07	+	CCCGCAGGACCCCAGACGCCCGCTAGGGGCGCGCG	Upstream_CTCF	39
chr2	238865111	238865261	id-59331	1	+	NA	NONE	15
chr2	238875210	238875360	id-59332	1	+	NA	NONE	6
chr2	238877227	238877377	id-59333	1	+	NA	NONE	18
chr2	238896027	238896177	id-59334	4.34e-05	+	CGAGGGTTTGCAGTTTTGTCCTGCAGAGGGGGTGC	Upstream_CTCF	21
chr2	238924391	238924541	id-59335	1.15e-07	-	CACTAAGTGGCTGCTGGTGCCAGCAGAGGGCACTT	V_CTCF_BR	39
chr2	238933705	238933855	id-59336	1	+	NA	NONE	6
chr2	238939523	238939673	id-59337	7.12e-06	+	ATGTCTTGAGCTTTTCTGGCCACTAGGTGTTGGAG	UpstreamP1_CTCF	17
chr2	238946672	238946822	id-59338	2.68e-05	-	GTGGCACTTCTCTTGCCTCCCTGTCGGAGGTGCTC	Upstream_CTCF	5
chr2	239005258	239005408	id-59339	1.38e-06	+	AATGGCCAGTGCTGGAATTCCACCAGGTGGCACAG	V_CTCF_BR	4
chr2	239011210	239011360	id-59340	8.16e-07	-	CGTTGCCCATCCACTAATTCCAGCAGGGGGCACAG	V_CTCF_BR	6
chr2	239015100	239015250	id-59341	6.84e-06	-	TCCTTTGGGGTAGGCTGCTCCAGCAGGAGGAGCTG	V_CTCF_BR	26
chr2	239015976	239016126	id-59342	1.31e-05	-	AGGGAAGAACTTCATTTGGCCCGAGGGTGGCGCTG	V_CTCF_BR	37
chr2	239023761	239023911	id-59343	2.15e-05	-	GCCTGAGGAGGCCACAGCGCCACCAGGGGAAGGTG	V_CTCF_BR	5
chr2	239029291	239029441	id-59344	2.97e-06	+	CCTCTGGGAGGGTCTGGTGACGGCAGGGGGTGCTC	V_CTCF_BR	24
chr2	239035989	239036139	id-59345	4.23e-06	+	CCGCAGGCTCTCCCATCGACCAGGCGGGGGCGGGC	UpstreamP1_CTCF	17
chr2	239039917	239040067	id-59346	5.68e-06	-	TGCTCGAAGACCTCGAAGCACAGCAGGTGGCGCAG	V_CTCF_BR	2
chr2	239042503	239042653	id-59347	1.76e-05	-	GAGCAGCCCTGCTCTGTCTCCACTGGGGGCGTGTT	UpstreamP1_CTCF	20
chr2	239048321	239048471	id-59348	3.65e-07	-	CAGCGGAGAGGCCGTTCGCCCGCTAGGGGGCGCCT	V_CTCF_BR	38
chr2	239062043	239062193	id-59349	6.46e-07	-	GGGTTCTGGTTGGGCTTGGCCTGTAGGAGGCGCTA	V_CTCF_BR	38
chr2	239067456	239067606	id-59350	2.17e-08	+	CATGCAGCGCGCACGGGAGCCGGGAGGGGGCGCGG	Upstream_CTCF	40
chr2	239069068	239069218	id-59351	1.52e-07	+	GGGGTAGAGGGGAGATCAGCCAGCAGGTGGTGCAG	V_CTCF_BR	33
chr2	239077971	239078121	id-59352	7.44e-06	+	GTGGCTTTTACACAACAGACCCCCAGGAGGCATCT	Upstream_CTCF	8
chr2	239082457	239082607	id-59353	1.23e-05	-	GTGCTGTTCCCACCCATGTGCAGCTGGGCAGGGTC	UpstreamP1_CTCF	36
chr2	239085434	239085584	id-59354	2.96e-05	-	TCCACCAGTCTTTGGATGGTCAGGAGATGGAGCTT	V_CTCF_BR	5
chr2	239147577	239147727	id-59355	2.19e-08	-	CCCTGGACGGAGTGGCTGGCCTGCGGGGGGCGCTC	V_CTCF_BR	11
chr2	239148301	239148451	id-59356	1.04e-05	+	CGCGCGCGCCGCTTCTTCTCCACCAGGGGCTTCCG	V_CTCF_BR	6
chr2	239150179	239150329	id-59357	1.48e-05	+	CCCCTTTACTTGCGCCTCTCCACCAGAGGGACCCC	UpstreamP1_CTCF	16
chr2	239152479	239152629	id-59358	3.86e-05	+	AACGCTATAAGGGAGCTGACCGCCAGGAGGCCTTT	Upstream_CTCF	13
chr2	239165318	239165468	id-59359	7.31e-05	-	ATGCAGGGTGGAGTGCGGCCAGCCAGGGCCCAGGC	UpstreamP1_CTCF	39
chr2	239168222	239168372	id-59360	6.39e-05	-	CTTCCTGCACCCTGGCCTGCCAGCAGGGTGTGCCT	Upstream_CTCF	33
chr2	239170160	239170310	id-59361	1.56e-06	-	TCTGTCATTCTCTGAACATCCCCCAGGGGACAGTT	Upstream_CTCF	8
chr2	239171839	239171989	id-59362	1.97e-06	-	GAGCTGAAGCACTCAGGCCCCAGCAGAGGGAGCCT	V_CTCF_BR	27
chr2	239172226	239172376	id-59363	4.7e-08	-	GAAGAAATGGTCGGTGGAGCCGGCAGAGGGCGCTG	V_CTCF_BR	40
chr2	239176655	239176805	id-59364	3.65e-07	+	CCAGAGTGCACTCTCTCTGCCAGCAGAAGGCAGCA	V_CTCF_BR	10
chr2	239186572	239186722	id-59365	1	+	NA	NONE	29
chr2	239192628	239192778	id-59366	1.09e-06	-	CATTTAATCCTTCTAACAACCAGTAGGAGGCAGGA	Upstream_CTCF	20
chr2	239196394	239196544	id-59367	3.63e-06	+	CATCCCTTACCCTGGCCTTCCTGAAGGGGGAAGCA	V_CTCF_BR	37
chr2	239197797	239197947	id-59368	9.25e-06	+	GCCACCGGCCAGAGGCGCGCCCCCAGCGGCCAGGG	V_CTCF_BR	40
chr2	239213697	239213847	id-59369	5.86e-07	-	CCGGGAGGAACTCAACTGGCCACTAGGTGGAAGGT	Upstream_CTCF	39
chr2	239213958	239214108	id-59370	2.06e-07	-	TCTGTATCCCTGCTAACAGCCACCAGAGAGCACCA	Upstream_CTCF	8
chr2	239216937	239217087	id-59371	4.23e-08	+	TTGAGGGCTCGGGAAATGACCACCAGGTGGCTCCA	V_CTCF_BR	39
chr2	239248565	239248715	id-59372	1.34e-06	-	CAGCGGGAGACTCTGCTCCCCAGCAGGTGGCATCA	UpstreamP1_CTCF	27
chr2	239266113	239266263	id-59373	6.05e-06	+	AACTGTGCAATTGAGACTAACAGTAGAGGGAGCCC	V_CTCF_BR	40
chr2	239276390	239276540	id-59374	3.4e-06	+	CCCAAAGTACAGGTTCTGACCACAGGAGGGAGCAG	V_CTCF_BR	38
chr2	239279514	239279664	id-59375	2.1e-06	+	TCTGGTGAGCCCCATGCTAACACCAGGGGGTGCTT	Upstream_CTCF	40
chr2	239313260	239313410	id-59376	3.86e-05	+	GCTGCCCGGTGCTTGTCAGCCGGCAGGGGGGTTGA	Upstream_CTCF	2
chr2	239313941	239314091	id-59377	9.27e-07	+	CTGCACTCCCCTGCCCCCTCTGGCAGCTGGCTGTC	UpstreamP1_CTCF	1
chr2	239324044	239324194	id-59378	7.78e-06	+	CTTGCTCGGCCCCAGGTTTGCCACAGGAGGCACCC	Upstream_CTCF	4
chr2	239342059	239342209	id-59379	8.46e-07	-	GAGGCCCTGCCAAGACTAACCAAAAGGGGGTGCCA	Upstream_CTCF	22
chr2	239350227	239350377	id-59380	1	+	NA	NONE	10
chr2	239371561	239371711	id-59381	3.48e-06	-	GTGAGATACCAATTCATCCCCACTAGGGGGAGTAA	UpstreamP1_CTCF	39
chr2	239422119	239422269	id-59382	2.6e-06	+	GTCTTCTTCCTGTTTTCCACCACGTGGGGGCGCAG	V_CTCF_BR	40
chr2	239427181	239427331	id-59383	1	+	NA	NONE	11
chr2	239431877	239432027	id-59384	1.59e-06	+	GAGGTGAAGGCCTGCGGGAACAGGAGAGGGAGCTG	V_CTCF_BR	27
chr2	239438050	239438200	id-59385	1	+	NA	NONE	19
chr2	239468947	239469097	id-59386	1.38e-06	-	CCCAGCCATCCTGGTGTCTCCTGGAGGTGGCAGTG	V_CTCF_BR	13
chr2	239470573	239470723	id-59387	2.6e-05	-	GGGCTGATCGCTGTGAAGGGCGGGAGGGGGCAATC	UpstreamP1_CTCF	1
chr2	239482082	239482232	id-59388	3.22e-09	+	GTGCAATCCTCCTGCATGGCCAGTAGGGGCAGCAG	UpstreamP1_CTCF	39
chr2	239490972	239491122	id-59389	8.56e-05	+	CTGCAAGGCCACATTCCTTCCAGAGGCTTTAGGGG	UpstreamP1_CTCF	6
chr2	239505293	239505443	id-59390	2.72e-05	-	CAACAGTTCCATTCTCAGGGCTGAAGGTGCCGCCC	UpstreamP1_CTCF	4
chr2	239527646	239527796	id-59391	6.05e-06	-	CCATTGCACTCCAGCCTGGCCAACAGGGGGAGACT	V_CTCF_BR	31
chr2	239545128	239545278	id-59392	2.02e-06	+	CAGTAGGGACACCTGCTCCCCAGTGGAGGCAGCCA	UpstreamP1_CTCF	5
chr2	239592985	239593135	id-59393	4.21e-05	-	ATATTTTTTACACTTTTTTCCCCCAGATGGCAGAA	V_CTCF_BR	8
chr2	239594469	239594619	id-59394	8.98e-06	-	GTGTGTTGGCAGTGGGTGTGGGGCAGGGGGCGCTG	UpstreamP1_CTCF	25
chr2	239615403	239615553	id-59395	8.02e-05	+	GGTGCAATTCCCTGCAAAACCATTAGGGCAGGCCT	Upstream_CTCF	37
chr2	239622799	239622949	id-59396	1	+	NA	NONE	5
chr2	239628894	239629044	id-59397	6.53e-09	+	GCACACTCCCCCGGCCCCACCACAAGAGGGCGGTG	V_CTCF_BR	40
chr2	239648448	239648598	id-59398	5.51e-07	-	GATAGGCACCTTCTCCCAGGCTCCAGAGGGCGCTG	V_CTCF_BR	18
chr2	239662985	239663135	id-59399	6.43e-06	-	CCACAGCCGTTTGCACCAGCCTCTAGGGGGCATTT	V_CTCF_BR	36
chr2	239679949	239680099	id-59400	7.61e-08	+	GCAGCATTCTTCATAATCGCCAAAAGGGGGAGGCA	Upstream_CTCF	33
chr2	239693746	239693896	id-59401	1.38e-08	-	TGTGTCACCTGCTGCGTGACCACAAGAGGGCGGTG	V_CTCF_BR	40
chr2	239695126	239695276	id-59402	3.28e-05	-	CCCAGAGTGAGTTCACTGTCCACCAGAGGGGACAG	V_CTCF_BR	5
chr2	239695606	239695756	id-59403	1	+	NA	NONE	5
chr2	239698190	239698340	id-59404	1	+	NA	NONE	11
chr2	239744663	239744813	id-59405	1	+	NA	NONE	39
chr2	239748193	239748343	id-59406	2.31e-06	+	CAAGTGGTGCTGGGTCCTGCCTCCAGGAGGCATAC	Upstream_CTCF	18
chr2	239750187	239750337	id-59407	1	+	NA	NONE	10
chr2	239755329	239755479	id-59408	1.31e-05	-	CTCCGGCCGGCCAGGCGGGCCGCGAGGTGGGGCCC	V_CTCF_BR	13
chr2	239756850	239757000	id-59409	3.56e-05	+	TGGGCACCAGCGAGGAGGAGCTCGAGAGGCAGCCC	Upstream_CTCF	25
chr2	239781693	239781843	id-59410	6.51e-07	-	TCTGGCCTCCCTACTGTGTCCAGGAGGAGGCATCC	Upstream_CTCF	14
chr2	239783143	239783293	id-59411	3.03e-05	-	TATTAAAGATTTTTAGTGGCCAGGAGGTGGGGCTG	Upstream_CTCF	18
chr2	239783939	239784089	id-59412	7.46e-06	-	GCTCAGTGACAAGTCTGACCCAGTGGGTGGTGCTG	UpstreamP1_CTCF	30
chr2	239795211	239795361	id-59413	1.03e-06	-	CACCCTTCGCTCCACTCAACCGGTAGGTGGCTCCC	V_CTCF_BR	15
chr2	239867541	239867691	id-59414	1.84e-07	+	CCTGCCTTGCTCTCTGGTGCCACCAGCAGGCAGGC	Upstream_CTCF	39
chr2	239876790	239876940	id-59415	4.68e-07	+	GACCCGTCCTCTCCTCCAGGCAGCAGGTGGCAGGC	V_CTCF_BR	8
chr2	239885042	239885192	id-59416	1	+	NA	NONE	2
chr2	239892284	239892434	id-59417	2.04e-11	-	CAGCAGTTTCAGGGGTTGGCCACTAGGTGGCAGAG	UpstreamP1_CTCF	40
chr2	239896330	239896480	id-59418	1	+	NA	NONE	35
chr2	239924673	239924823	id-59419	4.48e-07	-	GTTGCATTTTCTGCCAGCCCCACAGGGTGGGGCTC	Upstream_CTCF	25
chr2	239957083	239957233	id-59420	1.3e-09	+	GCCGCGGTTCCAGGCAGCACCACCAGGTGGCGATG	Upstream_CTCF	40
chr2	239991757	239991907	id-59421	6.21e-06	-	TCGGCCACACTCAGTCCCAGCACTAGGGGCAGTGG	Upstream_CTCF	13
chr2	240014393	240014543	id-59422	1	+	NA	NONE	3
chr2	240015747	240015897	id-59423	3.16e-06	+	CTGCAGCGGCTCCTGCTGTCCACCGGCTCCCGTCC	UpstreamP1_CTCF	11
chr2	240016808	240016958	id-59424	1.3e-07	-	GCAGCAGGGCCACAGGGTGTCACAAGGGGGAGCAG	Upstream_CTCF	14
chr2	240028126	240028276	id-59425	3.65e-07	-	TCTGGTCAGGACGGCTGTGCCACTGGAGGGCAGCA	V_CTCF_BR	40
chr2	240040038	240040188	id-59426	4.65e-05	+	CCGGCCATCGGCAGTGTGGGAACCAGTAGGCGGCG	V_CTCF_BR	3
chr2	240041428	240041578	id-59427	4.44e-06	+	GTGCATGGTCCTGCCTGTGCCACAGGAAGGTGCTA	UpstreamP1_CTCF	17
chr2	240065687	240065837	id-59428	3.28e-07	+	TTGTCCTTCTGCGTGTCCACCACTAGATGGGGCCA	UpstreamP1_CTCF	40
chr2	240080369	240080519	id-59429	7.8e-08	+	CGCACCCGCCCTCCAGACACCAGGAGAGGGCGGCC	V_CTCF_BR	3
chr2	240115791	240115941	id-59430	1.08e-05	-	ATCCAGGGAGCAATTCTTACCTTCAGAGGGCGCTG	UpstreamP1_CTCF	37
chr2	240147717	240147867	id-59431	3.5e-05	+	CGGCACAGGCTTCCAGATGCCACTGAGGGGCTCCG	UpstreamP1_CTCF	20
chr2	240148472	240148622	id-59432	9.62e-08	-	CTGAAATGCCACCCTGTGGCTGGCAGGTGGGACCG	UpstreamP1_CTCF	8
chr2	240187103	240187253	id-59433	2.39e-05	-	ATGCAGTGCCCAGAAAGCACAGAGGGGTGGTGCTG	UpstreamP1_CTCF	8
chr2	240189237	240189387	id-59434	8.89e-06	+	ACAGCTCCGTGACACTTCCTCACCAGGAGGCGGAG	Upstream_CTCF	34
chr2	240191078	240191228	id-59435	2.23e-06	+	TGGCACTGGCCAGGTAACTCCTGCAGGTGTCACCT	UpstreamP1_CTCF	9
chr2	240197122	240197272	id-59436	1	+	NA	NONE	25
chr2	240198375	240198525	id-59437	1.1e-05	+	GCTGCCCAGACAAAGGCCGGCTGCAGAGGCCAGCA	V_CTCF_BR	1
chr2	240198642	240198792	id-59438	5.41e-06	-	CCAGCAGGGGCAAATGCAGGCCCAGGAGGGCGCGG	Upstream_CTCF	32
chr2	240205975	240206125	id-59439	1.39e-05	+	GAGTGGGCAGAGTGAGCCAACGCATGGGGGCAGCC	V_CTCF_BR	11
chr2	240212672	240212822	id-59440	4.23e-08	-	TCCCTGTCCCGGGCACGCACCAGCAGGTGGAGGCA	V_CTCF_BR	16
chr2	240215689	240215839	id-59441	4.55e-09	-	GCTGCTCTTCCTCCCATAGGCAGCAGAGGGTGGGC	Upstream_CTCF	12
chr2	240220328	240220478	id-59442	2.39e-05	-	ATGCCTTTCTAGCCTAGCCCCTGTAGGTGGAGTGT	UpstreamP1_CTCF	9
chr2	240230424	240230574	id-59443	1	+	NA	NONE	16
chr2	240231193	240231343	id-59444	4.66e-08	-	CCTGCAAGGCCAGAGCCTCCCGCCAGGTGCAGGAG	Upstream_CTCF	7
chr2	240234614	240234764	id-59445	3.36e-05	+	ACGCTCCTCTCACTGGCTGCCGACGGGAGGCAGAC	UpstreamP1_CTCF	9
chr2	240238845	240238995	id-59446	1.32e-05	+	AGAGCTCCACGTCTCCTTGTCAGCAGAGGGAGTAA	Upstream_CTCF	14
chr2	240250660	240250810	id-59447	5.7e-05	+	TCCTTCCTCCAGGCCCAGGCCACCAGGCAGCAGCA	Upstream_CTCF	20
chr2	240279940	240280090	id-59448	1	+	NA	NONE	3
chr2	240283058	240283208	id-59449	3.65e-07	+	CTCCCAATGCCTCAGAGAGCCTGCAGAGGGCTGCC	V_CTCF_BR	36
chr2	240286067	240286217	id-59450	1	+	NA	NONE	9
chr2	240291859	240292009	id-59451	1	+	NA	NONE	5
chr2	240297181	240297331	id-59452	2.11e-06	+	TGGTGACGCCTCACAGCGTCCACAGGATGGCACTC	V_CTCF_BR	23
chr2	240301636	240301786	id-59453	1.39e-05	+	AGTGTGGCCAGCCTGCCATCCAGCCGGGGGCGCCA	V_CTCF_BR	19
chr2	240318925	240319075	id-59454	1.54e-05	-	ATGTAGGTGTCAGCACAGTCCTGCAGGTGGGCTCT	UpstreamP1_CTCF	25
chr2	240323630	240323780	id-59455	7.8e-08	+	CCGGAAGCGCCTTTGGTTGCCAGCAGGTGTCGGCG	V_CTCF_BR	28
chr2	240347442	240347592	id-59456	1.31e-05	-	AGGATTACTCCTACTCGGGCCAGCAGGGGCTTCCC	V_CTCF_BR	3
chr2	240367629	240367779	id-59457	1	+	NA	NONE	3
chr2	240508390	240508540	id-59458	1	+	NA	NONE	1
chr2	240582269	240582419	id-59459	1	+	NA	NONE	3
chr2	240609894	240610044	id-59460	7.12e-06	-	GTGCAGGGTGGGAAGCGCCGCAGCTGGTGGAGCCT	UpstreamP1_CTCF	22
chr2	240653286	240653436	id-59461	1.1e-05	-	AGGAGTGCGCTCCCAGTGGCCACCAGGAGCCTGGC	V_CTCF_BR	10
chr2	240656999	240657149	id-59462	4.5e-05	+	AAGCCGTTGCTGTGTGTAGCCTGGAGAGTGCGTCG	UpstreamP1_CTCF	7
chr2	240658300	240658450	id-59463	2.2e-06	-	GGTGCAGTTCCAGGTCCGAGCACACAGGGGCGCGT	Upstream_CTCF	10
chr2	240678310	240678460	id-59464	3.4e-06	-	GTCCAGGCTTTGGGGGCTACCAACAGGGGTCACTG	V_CTCF_BR	9
chr2	240685568	240685718	id-59465	3.63e-06	-	AAGACAAGAACTGCAAGTTCCAGGAGGTGGCGGTG	V_CTCF_BR	20
chr2	240692046	240692196	id-59466	2.4e-05	+	GTTGGGAGGCTCAGATTCCCCTGCAGGTGGAAAAG	V_CTCF_BR	1
chr2	240746035	240746185	id-59467	2.81e-06	+	AGTCCAGTACTCACCATGACAGCCAGGTGGAGACA	Upstream_CTCF	27
chr2	240746596	240746746	id-59468	1.37e-08	+	GCAGCGGTTCCTGGATCTGCCAGTTGGGGGAGCCA	Upstream_CTCF	16
chr2	240761938	240762088	id-59469	7.02e-05	+	CTGTGATGAATGGCATTGTCCTCCTGGTGGTGTGT	UpstreamP1_CTCF	7
chr2	240821789	240821939	id-59470	3.41e-08	-	GAAGATGTTCCTGAAGTCGCCACCAGATGGAGCAC	Upstream_CTCF	40
chr2	240868473	240868623	id-59471	4.88e-06	-	CTGCATCCCGGCTTTGGAGACGCCGGGTGGCGATC	UpstreamP1_CTCF	7
chr2	240874020	240874170	id-59472	4.24e-07	+	AGTGCAGAGTCATCCTAGAGCGGTAGAGGGCGCTG	Upstream_CTCF	40
chr2	240900802	240900952	id-59473	1	+	NA	NONE	8
chr2	240904282	240904432	id-59474	6.04e-07	+	CTGCAAACCCACACGACGGCCAGCAGGCGCCTCTC	UpstreamP1_CTCF	1
chr2	240918779	240918929	id-59475	2.1e-05	-	GGTGCAGGGTGGGGAGCGGGCTGCTGAGGGCCTGG	Upstream_CTCF	30
chr2	240931245	240931395	id-59476	1	+	NA	NONE	40
chr2	240933665	240933815	id-59477	5.51e-07	-	CTCATGCTGCCCTGGTCTGACAGCAGGTGGAGCTC	V_CTCF_BR	10
chr2	240952880	240953030	id-59478	1.85e-08	+	TTGCAGTTCCCTCCTTTTGCCACTTGATGGAAGGT	UpstreamP1_CTCF	38
chr2	240961027	240961177	id-59479	1.03e-07	-	CCTGCATGACAGCAGCTGCCCGCTAGAGGGGGCTC	Upstream_CTCF	40
chr2	240963330	240963480	id-59480	8.98e-06	-	TTGTTGCTCTGCGTGCTCGCCAGCATGCGGGGCTG	UpstreamP1_CTCF	2
chr2	241000509	241000659	id-59481	1.84e-06	+	TTCAAAATCCCTGAGTTTGCCACTGGGTGGCACTC	V_CTCF_BR	40
chr2	241071452	241071602	id-59482	1.06e-05	-	ACTGCAGAGGGAGGTTTCTCCAGAGGGGGCAGCAG	Upstream_CTCF	37
chr2	241083307	241083457	id-59483	2.96e-09	-	CTTGGTGTTCCCGAGCTGGACAGCAGGGGGCACCA	Upstream_CTCF	40
chr2	241085039	241085189	id-59484	1	+	NA	NONE	2
chr2	241089723	241089873	id-59485	2.06e-09	+	GTGCACTGGCACACCAGAACCAGGAGAGGGCAGCC	UpstreamP1_CTCF	40
chr2	241109835	241109985	id-59486	2.81e-05	-	AGAAAGTCCCCATGCCTACCCACTAGGGGCCTGAC	V_CTCF_BR	10
chr2	241118097	241118247	id-59487	1	+	NA	NONE	4
chr2	241133817	241133967	id-59488	1	+	NA	NONE	21
chr2	241134010	241134160	id-59489	1	+	NA	NONE	10
chr2	241165376	241165526	id-59490	1.85e-07	+	CAGTGGTTATCAGTAGTTGACAGTAGGTGGCAGTG	UpstreamP1_CTCF	29
chr2	241172406	241172556	id-59491	3.83e-09	+	TCCCTCACCCGCCTCGCCGACACCAGGGGGCGCTG	V_CTCF_BR	40
chr2	241185352	241185502	id-59492	9.49e-08	+	CTACCCCCGCAGGCTGCAGCCTCCAGGGGGCAAAG	V_CTCF_BR	7
chr2	241196133	241196283	id-59493	8.13e-06	-	CCTGCTGCTCACTGTCGCCCCTGATGGTGGAGCAG	Upstream_CTCF	21
chr2	241199139	241199289	id-59494	4.65e-05	+	ACCCCAGGCTGTTGCCCCTCCTGCTGGAGGAGCTG	V_CTCF_BR	5
chr2	241209010	241209160	id-59495	1	+	NA	NONE	3
chr2	241216768	241216918	id-59496	4.31e-05	+	TTGCACCACCCCTCTCCCAACTCCAGGCAGTGCAG	UpstreamP1_CTCF	8
chr2	241226963	241227113	id-59497	9.06e-08	+	CTGCAGCCAGCCTGGTCTGCCACCGAGGGGCACCC	UpstreamP1_CTCF	13
chr2	241238899	241239049	id-59498	1.41e-06	+	GCAGAAAGCCCATCCTCTCCCTCCAGGGGGTGCTG	Upstream_CTCF	31
chr2	241261597	241261747	id-59499	1.08e-05	-	ATGCAGTGAGTTATTGCAGCCTCCAGGGAAGGCTC	UpstreamP1_CTCF	2
chr2	241283080	241283230	id-59500	1	+	NA	NONE	5
chr2	241284373	241284523	id-59501	2.6e-06	+	AGAGGGTTGGACCAGGAACCCAGCAGGTGGAGCTG	V_CTCF_BR	19
chr2	241309669	241309819	id-59502	2.46e-06	-	CAGCATTCCGGGTAGAGGCCCAGCAGGTGCGGCCA	UpstreamP1_CTCF	17
chr2	241316338	241316488	id-59503	9.78e-07	+	TGGCAGAGCCTAGGAGGGGCCAGCAGGGGCAGCGT	UpstreamP1_CTCF	11
chr2	241323729	241323879	id-59504	4.59e-07	-	CGGCCATAGCACAGGGTAGCCAGCAGGGGACAGCT	UpstreamP1_CTCF	7
chr2	241324445	241324595	id-59505	2.27e-06	+	CGCTGCTGGTGTAATCTGCCCAGCAGGTGGCTGCT	V_CTCF_BR	13
chr2	241327051	241327201	id-59506	4.14e-06	+	AATCTGCGCGTTCCCAACTCCTGCAGGGGGAGGCC	V_CTCF_BR	17
chr2	241329886	241330036	id-59507	6.8e-06	+	GTGAAACTCAGTGGTGCAGGAACTAGGGGGCAGGC	UpstreamP1_CTCF	2
chr2	241337833	241337983	id-59508	1	+	NA	NONE	10
chr2	241352594	241352744	id-59509	4.48e-07	+	CCTGCAGTACCCCTCAAGTCCGGAGGAGGCTGAGC	Upstream_CTCF	10
chr2	241363468	241363618	id-59510	2.37e-05	+	GTGGCTCTGGCATTTCCAACCACTAGGAGGGCAGG	Upstream_CTCF	1
chr2	241364360	241364510	id-59511	1.15e-06	-	GTAGCTGTGTTTGTCTCTGCCACCAGGGGCACATG	Upstream_CTCF	10
chr2	241369507	241369657	id-59512	1.55e-05	-	TCTGTGCAATAGTAATGCCCCGCTAGGTGGCAGGG	V_CTCF_BR	6
chr2	241377783	241377933	id-59513	1.37e-11	-	AGGATCTGCCGCCCAGGGGCCACCAGAGGGCGCCC	V_CTCF_BR	40
chr2	241390512	241390662	id-59514	3.88e-06	-	CAGAGCAAACCCTTGGGTGCCTCTGGAGGGAGCCC	V_CTCF_BR	2
chr2	241390849	241390999	id-59515	6.84e-06	-	TCCTCCTTGGCTTGGTGGAGCTGAAGAGGGCACTC	V_CTCF_BR	21
chr2	241400260	241400410	id-59516	1.05e-08	+	TCTGCAGTGCTGGTGGGAACCAGTGGGAGGCGGTA	Upstream_CTCF	31
chr2	241407240	241407390	id-59517	1.17e-05	+	TCCCGCTGCACACAGACGGCCTAGGGGTGGCGCTC	V_CTCF_BR	11
chr2	241434467	241434617	id-59518	8.17e-10	+	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	37
chr2	241436622	241436772	id-59519	3.8e-08	-	TACTGTGCTTCCAAGATGGCCAGGAGGTGGCGGCA	V_CTCF_BR	39
chr2	241453366	241453516	id-59520	4.73e-07	+	ATGGTAACCACAGCCCAGGCCACCAGGAGGCGCAC	Upstream_CTCF	40
chr2	241459903	241460053	id-59521	2.08e-07	-	GCGCAGTGCAGGTGCCTGCCCTCCAGGGGCCCACG	UpstreamP1_CTCF	18
chr2	241496288	241496438	id-59522	4.5e-06	+	AGGGAAACGTTCCCTCCCTCCACTAGGCGGCGACA	Upstream_CTCF	40
chr2	241500619	241500769	id-59523	1.14e-06	-	CCCCAAGTCGCGCTAATGGCCAGCAGGGGCCAAGG	UpstreamP1_CTCF	39
chr2	241504365	241504515	id-59524	9.71e-06	+	GGTGGAACCCCATAAGCCACCACTGGAGGCATCCA	Upstream_CTCF	29
chr2	241505869	241506019	id-59525	6.34e-08	+	CATGCGGCGTAGCCTCCCGCCGCCAGGGGGCGTCA	Upstream_CTCF	39
chr2	241507781	241507931	id-59526	2.84e-05	+	CGGCGGCGGCCGAGCGGAGCCCGAGCGGGGCGGCG	UpstreamP1_CTCF	9
chr2	241519280	241519430	id-59527	1.83e-05	-	GGTGCGCAGCTCAGCAGCGTCCGGAGGTGGCGCTG	V_CTCF_BR	27
chr2	241519611	241519761	id-59528	3.97e-05	+	GTGTTGTTTCCCAACCTCTCCACTAGATACGCACA	UpstreamP1_CTCF	16
chr2	241527186	241527336	id-59529	8.19e-06	+	TTTTAGGTGCAGCTGGAGGCCACTAGAGGGTTTTG	UpstreamP1_CTCF	25
chr2	241535183	241535333	id-59530	1.41e-06	+	TGTGTTGTTTCCAGGAAGAACAGATGGGGGCGCCT	Upstream_CTCF	40
chr2	241543816	241543966	id-59531	8.33e-05	+	GAGGCTCCCCTGCCTGTGTCACCCAGGGGCCTCTA	Upstream_CTCF	40
chr2	241556324	241556474	id-59532	1.74e-07	+	AATGAAACTCTACCAACAGCCACCTGGGGGAGCTG	Upstream_CTCF	21
chr2	241562469	241562619	id-59533	1	+	NA	NONE	4
chr2	241580481	241580631	id-59534	5.35e-09	+	CTGCAGTCAGCCTGGGCAGCCAGGAGGTGGCGTCG	UpstreamP1_CTCF	38
chr2	241584338	241584488	id-59535	7.55e-07	+	GAGTCTCCACTTGCCCCAGACAGCAGGGGTCACCC	V_CTCF_BR	4
chr2	241603306	241603456	id-59536	1.43e-05	+	AACTCTATTCCAATCTTGGCCACCGGGGAGCTCTT	Upstream_CTCF	25
chr2	241654593	241654743	id-59537	3.41e-07	+	GCTGCATCTTGGTCCACTGCCTCCAGAGGTCACCC	Upstream_CTCF	7
chr2	241662787	241662937	id-59538	3.97e-07	-	GTGACAGTCTCATTCTGGACCACCAGTGGGAGCTG	V_CTCF_BR	14
chr2	241673366	241673516	id-59539	2.6e-06	-	AGTCCCAGACTCAGGTTGTCCAGCAGGAGGCTCCC	V_CTCF_BR	32
chr2	241682138	241682288	id-59540	1.1e-05	+	ACCCCGTGAGGCCTGACAGGCTCAGGGTGGCGCCA	V_CTCF_BR	11
chr2	241688120	241688270	id-59541	1	+	NA	NONE	26
chr2	241700115	241700265	id-59542	1.95e-07	-	TCTGCCACCCGACCTGCTGCCCCCAGAGGCCGCCA	Upstream_CTCF	5
chr2	241719706	241719856	id-59543	3.63e-06	-	TGTGCGCTCGTGTGGGGAACCACATGGGGGCTCTG	V_CTCF_BR	19
chr2	241749739	241749889	id-59544	4.41e-06	+	CCATATTTTCAAACTGTATCCACCAGATGGCAACA	V_CTCF_BR	25
chr2	241760612	241760762	id-59545	2.11e-06	+	GGCTAAGCCTCCCTGGCGCCCAGCAGGGGCCTGCG	V_CTCF_BR	9
chr2	241779995	241780145	id-59546	1.1e-06	-	CTGGTTCTAATTCTTTTTCCCAGCAGGTGGCACTG	V_CTCF_BR	40
chr2	241790733	241790883	id-59547	5.08e-07	+	GTGGTGGGGCCACAGTCGGCCGCTAGGTGTCACTG	V_CTCF_BR	40
chr2	241796199	241796349	id-59548	2.47e-08	+	CCTGCCATTCAGGCCGTGACCTGGAGGGGGCAACT	Upstream_CTCF	33
chr2	241799127	241799277	id-59549	2.96e-05	+	CCACAAGGGTTTTACCTCTCCACAAGGTGGCAAAT	V_CTCF_BR	10
chr2	241813773	241813923	id-59550	2.83e-07	-	AGCGGGAGGTGAGATTGGGACTGCAGGGGGCACTG	V_CTCF_BR	17
chr2	241827912	241828062	id-59551	1.97e-06	+	GCCAGGCAACAGAGCAGCACCACCAGCAGGCGGTA	V_CTCF_BR	2
chr2	241832791	241832941	id-59552	1.64e-06	-	CGGCAGATGAGGTGTGTGGCCACTAGAGGCGGCTC	UpstreamP1_CTCF	15
chr2	241837132	241837282	id-59553	2.38e-07	-	GAAGGGCCCTGCTCTGTGGCCACTGGAGGGAGCAG	V_CTCF_BR	6
chr2	241838182	241838332	id-59554	5.12e-07	-	GAGCTGCGCTTCCCTGGAGCCTCCGGAGGGAGCCC	UpstreamP1_CTCF	11
chr2	241842167	241842317	id-59555	1	+	NA	NONE	7
chr2	241846458	241846608	id-59556	3.1e-07	-	CTGCTGGCCCCACACTTGGCCATGGGAGGGCAGTG	UpstreamP1_CTCF	2
chr2	241853888	241854038	id-59557	1.21e-09	+	CCTGCAGCGCTCCTCGCGGCCACACGGGGGCACTG	Upstream_CTCF	40
chr2	241903391	241903541	id-59558	5.68e-06	+	CAAGATAGGTCACAGGTGGCCTCCAGGAGGTGGTG	V_CTCF_BR	2
chr2	241908648	241908798	id-59559	3.8e-08	+	GCCTGGTGGCCCTCAGAGGCCACCAGAGGGCTGTC	V_CTCF_BR	11
chr2	241922884	241923034	id-59560	1.28e-06	+	TGCGCACCGAGCGGGCGCGTCTGCAGGGGGAGCTC	V_CTCF_BR	35
chr2	241929300	241929450	id-59561	5.01e-06	-	CCCGGAGCAGGTCTGGAGCCCACTGGGTGGCAGTG	V_CTCF_BR	40
chr2	241949081	241949231	id-59562	1.43e-05	-	GTGGGAGGGAAGAGAGCTACCACCAGGGAGAGCCA	Upstream_CTCF	14
chr2	241949433	241949583	id-59563	1	+	NA	NONE	18
chr2	242003055	242003205	id-59564	9.88e-07	-	CAGGCTCTGCATGTGGGGCCCACTGGAGGGAGCCC	Upstream_CTCF	28
chr2	242006565	242006715	id-59565	7.44e-06	-	ACTGCTGATGCACCAGGCAGAGCCAGAGGGCAGCG	Upstream_CTCF	17
chr2	242017924	242018074	id-59566	5.34e-06	+	ATTCCATTCATATGAAAGTCCAGCAGAGGGAGCTC	V_CTCF_BR	40
chr2	242088208	242088358	id-59567	2.91e-05	+	AAGGTAAGGACGAGAAAGGCCTCAAGACGGCAGCG	Upstream_CTCF	7
chr2	242089898	242090048	id-59568	6.46e-07	-	CTGGGCCCTTGGGCCGCCGCCCGCAGGGGCCGCTC	V_CTCF_BR	20
chr2	242120083	242120233	id-59569	2.2e-06	-	GCTGCTGTCCCGACCAGTGCCTCCATGTGGACGGG	Upstream_CTCF	8
chr2	242129885	242130035	id-59570	1.04e-06	+	TCTGTAGGGCTCCACCTTGTCACTAGGAGGCCATG	Upstream_CTCF	4
chr2	242148723	242148873	id-59571	2.1e-05	-	GAGCAGTCCCAGCGGTAGGCCAGCGTGGCGCTCTT	UpstreamP1_CTCF	2
chr2	242150897	242151047	id-59572	3.63e-06	-	CCCACCTTCCCCTGGCCACCCACCAGGAGGCACTT	V_CTCF_BR	18
chr2	242157622	242157772	id-59573	5.68e-06	-	GGTCGTGGGCGCGGGTCCACCGGTAGTAGGCGCGC	V_CTCF_BR	38
chr2	242158313	242158463	id-59574	1.38e-06	+	GTTATTTTAACCGCCAGGGCCAGGTGGTGGCGCCA	V_CTCF_BR	18
chr2	242163508	242163658	id-59575	1.64e-06	-	GGGGCCACTCCCCTAAGGACCACCAGATGTCCTTC	Upstream_CTCF	17
chr2	242196947	242197097	id-59576	1.7e-05	+	ATAGCAAGACACAAGCCCAACACAAGGTGGAGTAT	Upstream_CTCF	28
chr2	242206727	242206877	id-59577	7.6e-05	+	CTGTAATGGAGGAGCTCATCCTCCACTTGGGGCAG	UpstreamP1_CTCF	11
chr2	242208252	242208402	id-59578	8.02e-05	+	TTTCCCGTACCCCACATAACCGCTGGGCGGCTGAA	Upstream_CTCF	11
chr2	242213221	242213371	id-59579	1.63e-05	-	CCTGCCCTCCCCTCCCCTGCCACTTAGTGTCAGTG	Upstream_CTCF	21
chr2	242229152	242229302	id-59580	1	+	NA	NONE	13
chr2	242239586	242239736	id-59581	9.51e-07	-	AGTGGCTGGCCCAGATGGAGCACCGGGGGGCGCCC	V_CTCF_BR	9
chr2	242250383	242250533	id-59582	3.29e-05	+	GCAGGAGCATCACTCAAGCCCAGGAGATTGCAGCT	Upstream_CTCF	2
chr2	242250842	242250992	id-59583	1	+	NA	NONE	5
chr2	242254731	242254881	id-59584	1.83e-05	-	CGCCTCTCCTCCTGTCCTCCAAGAAGATGGCGGCA	V_CTCF_BR	37
chr2	242294467	242294617	id-59585	1	+	NA	NONE	15
chr2	242299371	242299521	id-59586	1	+	NA	NONE	1
chr2	242331629	242331779	id-59587	4.31e-07	-	TTTACACAAGCTGGCTTTGCCAGTAGAGGGCTCTG	V_CTCF_BR	40
chr2	242351227	242351377	id-59588	1	+	NA	NONE	8
chr2	242421206	242421356	id-59589	8.97e-05	-	TCCTCAAGACCTCCTGCCTCAGAGAGGGGGCGCAG	Upstream_CTCF	7
chr2	242429939	242430089	id-59590	1	+	NA	NONE	3
chr2	242447491	242447641	id-59591	4.5e-05	+	CGTCAGTCCACTGCGAGGGACACCAGGGGCGCTCG	UpstreamP1_CTCF	37
chr2	242472195	242472345	id-59592	5.3e-05	+	CCTCAGTCCCACCGGAGTGCCACGACTGGGCAAGC	UpstreamP1_CTCF	1
chr2	242483411	242483561	id-59593	1	+	NA	NONE	4
chr2	242489231	242489381	id-59594	3.18e-06	-	ATCCGGCAGATGAATGGTGACACCAGGTGGCTGTA	V_CTCF_BR	23
chr2	242515895	242516045	id-59595	6.51e-07	-	GGTGGTCCACCAGGCCTGCCCTCAAGGGGGCCCCG	Upstream_CTCF	14
chr2	242535129	242535279	id-59596	1.48e-06	+	GCAACTGTGCCTCCCTCTACCAGCAGAGGGTGACA	Upstream_CTCF	39
chr2	242538014	242538164	id-59597	8.91e-07	-	CCTGAGCTCCACCTCCTGTCCATCAGGTGGCAGCA	Upstream_CTCF	37
chr2	242549701	242549851	id-59598	3.16e-06	-	GCGCGGTGGCGTGACCCTGGCGCTGGGGGGCGAGC	UpstreamP1_CTCF	35
chr2	242581180	242581330	id-59599	5.55e-07	+	TCTGCGGGTGTGGAGAGGTCCAGGAGGTGGCAGGC	Upstream_CTCF	1
chr2	242585179	242585329	id-59600	7.73e-06	+	GGGAATGTATGACTCGCTCCCAACAGAGGGCAGGA	V_CTCF_BR	3
chr2	242598830	242598980	id-59601	1	+	NA	NONE	39
chr2	242604966	242605116	id-59602	1.28e-06	+	TCTGCTCTCCCATCCGGGGCCTGCAGTGGGACACT	Upstream_CTCF	40
chr2	242606017	242606167	id-59603	2.58e-05	-	GTTGCAGTGCCGGTCGGAATCTGCAGGAAACGCAG	Upstream_CTCF	6
chr2	242610984	242611134	id-59604	1	+	NA	NONE	0
chr2	242613576	242613726	id-59605	4.94e-06	+	TGCGCAGTGACTGTCCTGGCCTGTGGGAGGCCATG	Upstream_CTCF	14
chr2	242615484	242615634	id-59606	3.91e-06	-	TCCGCACTGCCACAGAGAAGCCGCTGGGGGAGCTA	Upstream_CTCF	18
chr2	242640702	242640852	id-59607	5.67e-06	+	CGTGCCTTTTCGGCCAAGGCATCCAGATGGTGCGG	Upstream_CTCF	40
chr2	242642069	242642219	id-59608	1.47e-05	-	GGAAAGCACCGTCCGCTCAGCCGCTGGGGGCGCCG	V_CTCF_BR	40
chr2	242642580	242642730	id-59609	6.75e-05	-	CCCCAGTGTTTTCCCAGCTCCCCTAGAGGACAGAG	UpstreamP1_CTCF	26
chr2	242664018	242664168	id-59610	2.2e-07	+	CTGCAGCCCCCACAGACTGCAGACAGAGGGCACCA	UpstreamP1_CTCF	36
chr2	242672107	242672257	id-59611	1.21e-09	-	CTGTTATGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	30
chr2	242673599	242673749	id-59612	6.05e-06	-	GCCCGCTCCTCCGAGGCCGAGCCCAGGGGGCGCCC	V_CTCF_BR	32
chr2	242674911	242675061	id-59613	3.45e-05	-	TCAGCCCGCTTTGAAGCCTCCACGGGAAGGCGCAG	V_CTCF_BR	39
chr2	242710711	242710861	id-59614	1	+	NA	NONE	2
chr2	242744150	242744300	id-59615	2.43e-06	-	ACGAGGCATCAGGGGCTGACCAGCAGGGGTCGTGG	V_CTCF_BR	25
chr2	242778557	242778707	id-59616	1	+	NA	NONE	11
chr2	242786334	242786484	id-59617	8.97e-05	+	TGTGCGAGGCCGGGCCGACCCGCCTGGGGCGCGTG	Upstream_CTCF	18
chr2	242801305	242801455	id-59618	5.26e-07	+	GCTGCCCCTCCTGAGGCTGCCGGGTGGGGGCAGGC	Upstream_CTCF	4
chr2	242801678	242801828	id-59619	5.67e-06	+	CGTGTGATGCCTGCAACAGCCTGACGGGGGGGCTG	Upstream_CTCF	33
chr2	242802411	242802561	id-59620	6.84e-06	-	GCCTTCAGGACAAGTACAGCCAGCAGGGGCAGCTT	V_CTCF_BR	23
chr2	242808301	242808451	id-59621	1.34e-06	-	TTGGAGCCCAGCAGGGGGACCAGCAGGGGGACCAG	UpstreamP1_CTCF	25
chr2	242818045	242818195	id-59622	8.17e-10	-	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	11
chr2	242820268	242820418	id-59623	2.02e-06	+	CTGCGGCGCCCCCGTGTGGCCGCTGTGGGGGAAGA	UpstreamP1_CTCF	40
chr2	242824629	242824779	id-59624	5.08e-07	-	CGACTGTGACCTGGCCGCGCCTGCGGGGGGCAGAG	V_CTCF_BR	26
chr2	242833107	242833257	id-59625	7.27e-06	-	GGGAAAGGTCCCCCCCGGGCCTGTTGGTGCCGCCA	V_CTCF_BR	1
chr2	242878721	242878871	id-59626	1.09e-06	+	GTGCAGGTTGGTCGTGTGTCCGCTGGAGGCCGCTT	UpstreamP1_CTCF	1
chr2	242882582	242882732	id-59627	1.84e-06	+	AAACATTAGCACCTCCAATCCAGCAGAGGGCAGTC	V_CTCF_BR	38
chr2	242893060	242893210	id-59628	4.01e-09	+	AGGCAGCTCCGGCTTCTGTCCACTAGGTGGAGCGC	UpstreamP1_CTCF	40
chr2	242941083	242941233	id-59629	2.84e-05	-	GTGCACTGCCCGTCACTCAGGAGGAGGCAGCACAG	UpstreamP1_CTCF	3
chr2	242958814	242958964	id-59630	2.4e-05	-	CTTAACACATAGTGACATGCCACGAGGTGGCATTC	V_CTCF_BR	2
chr2	242962920	242963070	id-59631	4.21e-05	+	GAGGGCCGTGCAGCTGAAGACGCAGGGGGGAGCTG	V_CTCF_BR	18
chr2	242964846	242964996	id-59632	1.47e-05	+	GAGGGCCTTGCAGCTGGAGACTCTGGGGGGAGCTG	V_CTCF_BR	3
chr2	242965015	242965165	id-59633	1.31e-05	+	AGGGTGGTGCAGCTGGAGACCTGGGGGGGGAGCTG	V_CTCF_BR	1
chr2	242972179	242972329	id-59634	2.43e-06	+	GCTGCATTTCTCCAGATAGCCAGCAGAGTAAATTA	Upstream_CTCF	22
chr2	243028038	243028188	id-59635	1.76e-05	-	CGGCAGGGGGAAGTAGTGACCAGGAGGGAGGTGCC	UpstreamP1_CTCF	13
chr2	243102192	243102342	id-59636	3.88e-06	+	GCCTTGCTGACCTCTGCTGCCACCTGGTGCCGCAC	V_CTCF_BR	5
chr2	243153713	243153863	id-59637	1.74e-10	-	CCTGCAGTTGTCCTAGTCGCCAGTAGGGGACGCAA	Upstream_CTCF	0
chr20	118487	118637	id-59638	3.34e-10	-	GTGCAGTTTGACCTCCAGGCCAGTAGGTGGCACTT	UpstreamP1_CTCF	34
chr20	189708	189858	id-59639	6.82e-05	+	TGCAAAATATCCTGTAACTCCTCTAGAGGGTGCTC	V_CTCF_BR	39
chr20	200295	200445	id-59640	3.63e-05	-	GATTATTGAAACTATATCAGCACTAGAGGGTGCCC	V_CTCF_BR	40
chr20	216665	216815	id-59641	3.18e-06	+	TAGAGGGCAGGGCAGGCACACAGCAGCTGGCACTG	V_CTCF_BR	35
chr20	239707	239857	id-59642	6.84e-06	+	GATACTGCAGGACATGTTGCCACTGGGGGGAGACA	V_CTCF_BR	35
chr20	247716	247866	id-59643	2.74e-08	-	GCGGGTGTACCGAGTGCTGCCGGCAGATGGCGGTA	V_CTCF_BR	40
chr20	251845	251995	id-59644	1	+	NA	NONE	1
chr20	259329	259479	id-59645	1	+	NA	NONE	8
chr20	260011	260161	id-59646	1.09e-06	-	CCAGCTTGGGCCGCGTTTACCAGCAGGAGGCCGCA	Upstream_CTCF	11
chr20	271356	271506	id-59647	1	+	NA	NONE	40
chr20	277963	278113	id-59648	1	+	NA	NONE	34
chr20	290155	290305	id-59649	3.22e-05	-	AGGAAGTCATAGGAGACGACAGCCAGAGGGCATTC	UpstreamP1_CTCF	20
chr20	304879	305029	id-59650	1	+	NA	NONE	38
chr20	311327	311477	id-59651	1.74e-07	-	TTGGTTCTACTCCTCTTAGCCACTAGGTGGCCCCA	Upstream_CTCF	40
chr20	335216	335366	id-59652	5.96e-07	+	GCGTCATCTCTCTTCTGTACCACTAGAGGGAGCTC	V_CTCF_BR	40
chr20	343258	343408	id-59653	9.31e-05	+	AGGGAGATAAACAGGATGTCCACCAGGGTGTGCAC	Upstream_CTCF	40
chr20	361340	361490	id-59654	4.31e-05	+	TGTCTGCACTGACCAGACGCCCCTAGGGGGCCAGC	UpstreamP1_CTCF	37
chr20	387976	388126	id-59655	6.43e-06	+	GGCAGCTAGGTGGAAATGGACGGTAGGGGGCAAAA	V_CTCF_BR	37
chr20	400297	400447	id-59656	6.43e-06	+	AGCGAGCGCGCCTGGCGGGCGAGGAGGAGGCGCTG	V_CTCF_BR	3
chr20	409554	409704	id-59657	8.03e-07	-	TCTTCTGTACCACGATCTGGCACTGGGGGCAGCGC	Upstream_CTCF	12
chr20	412201	412351	id-59658	1.81e-06	-	TCTTGAGTCCTGGCATCCAACGGCAGGTGGCAGTG	Upstream_CTCF	40
chr20	439444	439594	id-59659	1	+	NA	NONE	13
chr20	443266	443416	id-59660	1	+	NA	NONE	36
chr20	459716	459866	id-59661	1.19e-06	-	GAAAATTTCTGACTCTTTTCCAGCAGGTGGCAGTA	V_CTCF_BR	39
chr20	491319	491469	id-59662	7.27e-06	-	CCACTGTACTCTAGCCTGGCCTACAGAGGGAGACC	V_CTCF_BR	8
chr20	521624	521774	id-59663	3.88e-06	+	AGCCAGGGACTGGTCTTTGCCACTAGAGGCTGCCC	V_CTCF_BR	15
chr20	541494	541644	id-59664	2.04e-05	-	GTCAGCAGTTGTGGGTTCTGCAGGAGAGGGAGCAA	V_CTCF_BR	28
chr20	542458	542608	id-59665	2.57e-08	+	CTGTAGTTTCCACAAAATACCACCAGGTGACGACT	UpstreamP1_CTCF	40
chr20	556024	556174	id-59666	6.48e-05	+	GACCTGGGAGGAGTTGATGCCACTAGGGGCACCCC	UpstreamP1_CTCF	12
chr20	558165	558315	id-59667	3.31e-06	-	TTGATTTCTCTCTCACTAACCAGTAGGGGGCAAGC	UpstreamP1_CTCF	39
chr20	569936	570086	id-59668	2.81e-05	+	CGAAAGTGTGGTAAGTGTTCCAGCAGAGGCCTCTC	V_CTCF_BR	4
chr20	576258	576408	id-59669	1.41e-05	-	CAGCCGCAGCTGCAGTGCGCCTCCTGGGGGGACTC	UpstreamP1_CTCF	3
chr20	597185	597335	id-59670	5.48e-05	+	CATGAGCCACCGCGCCTGGCCACAAGGGGTTTTCT	Upstream_CTCF	5
chr20	626246	626396	id-59671	5.28e-08	-	GTTGCGTTTCCCTCTTACAGCAGCAGGTGGCGCTG	Upstream_CTCF	40
chr20	631752	631902	id-59672	1.9e-06	-	GCTGCACTACTTTCTGTAGGCTCTAGGGGAGAATC	Upstream_CTCF	37
chr20	633972	634122	id-59673	1.99e-07	+	CGCGCGGGGCTCAGGCTCTCCACCGGGGGGCGCCT	V_CTCF_BR	40
chr20	642764	642914	id-59674	5.92e-05	+	GAGAGTTGCATAGACATGGCCGGGAGAGAGCGCCC	V_CTCF_BR	11
chr20	648170	648320	id-59675	1.18e-09	-	TCAACAGCGCTGAGGGCCACCAGCAGAGGGCGCCA	V_CTCF_BR	40
chr20	653788	653938	id-59676	5.17e-06	+	CCAGAAATGCCGCTACCCTCAGCCAGGTGGCGTAT	Upstream_CTCF	39
chr20	669553	669703	id-59677	2.46e-06	+	CTGCCCCTCACGGCAGCCACCACAAGGGGCCTTCT	UpstreamP1_CTCF	16
chr20	709135	709285	id-59678	4.31e-07	-	GCGAGGAATGGATGAGGCCCCACCAGGGGGCGACG	V_CTCF_BR	40
chr20	719769	719919	id-59679	5.63e-09	-	GCTGCAATGTAGCTTTAGGCCAGTAGGTGGTGGTG	Upstream_CTCF	40
chr20	741718	741868	id-59680	3.39e-10	+	GCTGCACCGCCGCCCCGCACCACAAGAGGGCGCTG	Upstream_CTCF	40
chr20	749472	749622	id-59681	1.7e-05	-	GTAGAAAGCTTGGATGTGGACAGCAGAGGGGGCTG	Upstream_CTCF	31
chr20	796774	796924	id-59682	2.73e-11	+	CTGCAGTTACTCAAAGGAGCCACCAGGAGGCGCAG	UpstreamP1_CTCF	40
chr20	798941	799091	id-59683	1	+	NA	NONE	5
chr20	799738	799888	id-59684	4.01e-09	+	TTGCAGTTTTAAAAACTCGCCAGCAGAGGTCGCCT	UpstreamP1_CTCF	40
chr20	815993	816143	id-59685	1	+	NA	NONE	1
chr20	840510	840660	id-59686	2.86e-06	-	GTGCACAAGCCATTGCCTTCCTCTAGAGGGAAACA	UpstreamP1_CTCF	25
chr20	853886	854036	id-59687	1.38e-08	+	ACCCTCTGCTCAGCCGGGGCCTCTAGAGGGCAGCA	V_CTCF_BR	20
chr20	865700	865850	id-59688	7.55e-07	+	ACCAGGTGCCGCAACAACACCAGCAGCTGGCGCAG	V_CTCF_BR	11
chr20	892626	892776	id-59689	5.77e-08	-	CCTCTCTGGCCCACCCCCACCACCTGAGGGCAGCA	V_CTCF_BR	15
chr20	915221	915371	id-59690	1.03e-06	+	GCTGAGGCCTCCCACCCAACCCCAAGGTGGCAGCA	V_CTCF_BR	2
chr20	932499	932649	id-59691	1.85e-05	-	AGTCCTGTCACTGTATGGGCCACAAGAGAGCGGCA	Upstream_CTCF	7
chr20	934523	934673	id-59692	6.9e-05	+	TCTGGATGAGGCATTTTTGCCACACGGGGACAGCG	Upstream_CTCF	36
chr20	937195	937345	id-59693	4.11e-07	-	ATGTCATTCCCACATGCTGCCACCGGATGACGGCA	UpstreamP1_CTCF	40
chr20	938291	938441	id-59694	1.43e-05	-	GCTGCAATTCTGATTCTGACCTCAAGGCTCAATGA	Upstream_CTCF	34
chr20	946106	946256	id-59695	2.1e-05	-	CCAGCCCAGTCTCCACTCAACAGCAGAGGGAGTAT	Upstream_CTCF	0
chr20	954469	954619	id-59696	7.1e-07	-	GTGCCATTACAACATAGAGGCACAAGAGGGCATCC	UpstreamP1_CTCF	40
chr20	1037710	1037860	id-59697	2.01e-05	-	TCTGGTGAGGCCTTTCTGGCCTGTAGATGGCCACC	Upstream_CTCF	2
chr20	1089191	1089341	id-59698	1.79e-08	-	TCTGCAGAGACAAGGGAGGCCACAAGAGGGCACCC	Upstream_CTCF	40
chr20	1094860	1095010	id-59699	1.55e-05	-	AGACAGGAAGGAAAGGGAGCCAGCAGAGGGAGTGT	V_CTCF_BR	37
chr20	1099014	1099164	id-59700	1.63e-05	-	GCGGCAGTCGACAGGATCGCCTGACGCGGGCACAG	Upstream_CTCF	19
chr20	1158424	1158574	id-59701	1.84e-06	+	GTGAGAATTTTGGCTTTTGCCTGGAGAGGGAGCCA	V_CTCF_BR	32
chr20	1166503	1166653	id-59702	8.21e-06	+	GCTCCGTGGCTCAAGGGCGCCACCTGAAGGCTGCA	V_CTCF_BR	40
chr20	1190213	1190363	id-59703	1.73e-06	+	TGGCCATGCAGGACAGTGAGCACCAGAGGGAGCAT	UpstreamP1_CTCF	39
chr20	1193676	1193826	id-59704	1.55e-07	-	GAAGGATTGCTCTGTATGGACACTAGGTGGCGGCC	Upstream_CTCF	40
chr20	1207512	1207662	id-59705	3.22e-05	-	CTACTGCACTCCAGCCTGGGCGACAGAGGGCGACT	UpstreamP1_CTCF	35
chr20	1246931	1247081	id-59706	1.41e-06	-	CTTCCATGGCTTCAGCTGCCCTGCAGGGGCCGCCG	UpstreamP1_CTCF	15
chr20	1280308	1280458	id-59707	1	+	NA	NONE	36
chr20	1285519	1285669	id-59708	7.84e-05	-	TTCAGGGCCAGCTGGGCCTCCACGCGGTGGCACTC	V_CTCF_BR	1
chr20	1290079	1290229	id-59709	9.51e-07	-	CTCCAGACTCTGAGCCTGACCCCAAGAGGGCAGTG	V_CTCF_BR	11
chr20	1294247	1294397	id-59710	2.19e-08	+	GAGACGTGGCTCCACGCGGCCACTAGGGGGCGTCA	V_CTCF_BR	40
chr20	1305991	1306141	id-59711	1	+	NA	NONE	26
chr20	1308858	1309008	id-59712	1	+	NA	NONE	4
chr20	1315592	1315742	id-59713	1	+	NA	NONE	23
chr20	1324514	1324664	id-59714	9.84e-06	-	ATGAAGTAACCAATGGAATCCTCTAGGGGGTATTT	UpstreamP1_CTCF	15
chr20	1340860	1341010	id-59715	6.19e-06	-	GTGCGTGACTGTACTTCGACCACCAGGGGTACAAG	UpstreamP1_CTCF	29
chr20	1349713	1349863	id-59716	1.04e-05	+	AAAAGCCAGGAAACTGAGATCAGCAGAGGGAGCCA	V_CTCF_BR	15
chr20	1355120	1355270	id-59717	1.1e-05	+	GGAGATTGCACCTTTATAGCCTGGTGGTGGCAGTC	V_CTCF_BR	18
chr20	1378462	1378612	id-59718	9.81e-06	-	CGGTACAGATGTTTCTGCAACTGGAGGGGGCGGTG	V_CTCF_BR	28
chr20	1378944	1379094	id-59719	1	+	NA	NONE	10
chr20	1404506	1404656	id-59720	2.43e-06	+	CCAGGATGAAGTAAAGAAGCCAGCAGATGGTGCCA	V_CTCF_BR	37
chr20	1408071	1408221	id-59721	1	+	NA	NONE	26
chr20	1418047	1418197	id-59722	5.89e-08	-	CTGTTTTCCCACAGATTCGCCAGCAGGGTGCGCTG	UpstreamP1_CTCF	40
chr20	1420820	1420970	id-59723	3.81e-05	+	TGCAGTTCCCAAGCAGGCACCACATGGGGGTGCTT	V_CTCF_BR	39
chr20	1447586	1447736	id-59724	4.55e-09	-	GCTGCGGTTCGCGCCGCGGTCGCCAGAGGGCGCGG	Upstream_CTCF	34
chr20	1450803	1450953	id-59725	6.98e-07	-	ATTGTCTCTTTGCTGGCCGCCAGTGGGTGGCGCTG	V_CTCF_BR	40
chr20	1455631	1455781	id-59726	1.06e-05	+	CATGTCAGGGCTTCTCAGTCCACTAGATGGTGGTA	Upstream_CTCF	28
chr20	1484356	1484506	id-59727	4.99e-07	-	ACCGCAGCATCATAGGCAGACACTAGAGGGAGCGC	Upstream_CTCF	40
chr20	1489976	1490126	id-59728	7.31e-05	-	CTGCCAGAGCTCTGCAGTGACACCAGCAGGCATGT	UpstreamP1_CTCF	40
chr20	1513847	1513997	id-59729	1	+	NA	NONE	16
chr20	1569845	1569995	id-59730	1.76e-05	+	AATCATTTCCCAACTTCTTCCAGGAGAGGGAGTAG	UpstreamP1_CTCF	11
chr20	1617492	1617642	id-59731	4.88e-05	-	TGAGCAGCCTGGTTGCAGGTCTCATGGTGGCGCCA	V_CTCF_BR	10
chr20	1650040	1650190	id-59732	3.67e-07	+	ATGCTGTGACCAGTCACGGTCCCCAGGGGGCCTGG	UpstreamP1_CTCF	10
chr20	1715283	1715433	id-59733	4.14e-05	-	TTGCTTTGTGAGCATCACTCCACAAAGTGTCACCA	UpstreamP1_CTCF	25
chr20	1745193	1745343	id-59734	4.7e-08	+	GAGCAAGACGGGGGAACGGCCAGTAGGTGGAGCAG	V_CTCF_BR	40
chr20	1757986	1758136	id-59735	9.51e-07	-	CGGCCTCAAACCGTTTTCTCCACAAGAGGGAGCTG	V_CTCF_BR	40
chr20	1761954	1762104	id-59736	4.7e-06	+	CCAATGACAAGCAGGATGACAGGCAGAGGGCAGCG	V_CTCF_BR	13
chr20	1781516	1781666	id-59737	6.75e-05	-	GGGGAGTTATGCTTCACTTCCTTGAGGGGGCAGTA	UpstreamP1_CTCF	37
chr20	1783063	1783213	id-59738	3.06e-08	+	GGCGACACTACCTCGCCTGCCACCGGAGGGCAGCG	V_CTCF_BR	37
chr20	1792319	1792469	id-59739	1	+	NA	NONE	14
chr20	1803839	1803989	id-59740	6.21e-06	+	TGCTCAATTTCCACTATCCCCACTAGGTGACCACA	Upstream_CTCF	23
chr20	1849577	1849727	id-59741	2.31e-06	-	AGGGCAGTCAGCCAGGCTTCCTGCAGGAGGCAGAA	Upstream_CTCF	14
chr20	1862179	1862329	id-59742	1.1e-05	-	TCTATCCTGTGTGGTTTGGCCACCAGGAGCCAGGG	V_CTCF_BR	8
chr20	1881077	1881227	id-59743	1.65e-07	+	GTGCTGTGGGCACAGCCTGCCTCTAGGTGTCTCTA	UpstreamP1_CTCF	40
chr20	1892860	1893010	id-59744	1	+	NA	NONE	3
chr20	1905687	1905837	id-59745	2.43e-06	+	ACTGCCCCAGGCCCCGTGTCCTCAAGGGGCCACTA	Upstream_CTCF	15
chr20	1925475	1925625	id-59746	1	+	NA	NONE	10
chr20	1930280	1930430	id-59747	1.97e-06	+	TGCCCAGGGGCCTCTTTTTCCAGCAGGAGGCAGAG	V_CTCF_BR	4
chr20	1945781	1945931	id-59748	2.01e-05	+	GCAGCGATCCCTATACCCATCGCCAGGGGACCTTG	Upstream_CTCF	28
chr20	1946402	1946552	id-59749	7.42e-09	+	ACGTGCATGGCTCATCTCGCCACGAGGGGGCGCTC	V_CTCF_BR	40
chr20	1986585	1986735	id-59750	1	+	NA	NONE	18
chr20	1987456	1987606	id-59751	4e-11	+	TTGCAGCTGGACCACGCGACCAGCAGGGGGCGCTA	UpstreamP1_CTCF	40
chr20	2066939	2067089	id-59752	4.88e-06	+	CTGTCCGTCCCCAAAGCACCCATTAGGGGCCAGTC	UpstreamP1_CTCF	17
chr20	2067366	2067516	id-59753	9.49e-08	+	AAGGAAGAGAGGGATGTGGCCAGTAGAGGGAGGAC	V_CTCF_BR	32
chr20	2073954	2074104	id-59754	7.15e-05	-	CACCACTGAAGCAGCCTGTCAGCTTGGTGGCGCTG	V_CTCF_BR	40
chr20	2114231	2114381	id-59755	1.54e-05	-	TTGGAGGTCTCCGTGGTGACCAGCAGGCAGGGCTG	UpstreamP1_CTCF	5
chr20	2153301	2153451	id-59756	8.84e-10	-	CTGTACTTTCCCAATCTTTCCAGGAGGGGGCGGCA	UpstreamP1_CTCF	40
chr20	2176377	2176527	id-59757	1.97e-06	-	AGCCACCAGGAGCCCACAGCCACATGGTGGAGCAC	V_CTCF_BR	12
chr20	2188266	2188416	id-59758	4.31e-07	+	TCCCTGCAAGGCCCGGGCGGCGGCAGGGGGCAGTA	V_CTCF_BR	40
chr20	2191975	2192125	id-59759	1	+	NA	NONE	11
chr20	2217747	2217897	id-59760	5.17e-06	+	AAAGCAGGGCACGCTTTGGAAGCCAGAGGGCGAGG	Upstream_CTCF	29
chr20	2225781	2225931	id-59761	9.06e-08	-	CTGAACTCTGACACGCTGAGCAGCAGGGGGCGACC	UpstreamP1_CTCF	14
chr20	2244018	2244168	id-59762	1.32e-05	-	GGTGCTGTGCAGGAGTTTGCCACTAGGCTATGCTG	Upstream_CTCF	18
chr20	2256762	2256912	id-59763	1	+	NA	NONE	10
chr20	2283101	2283251	id-59764	1.19e-06	+	CCAGGCAGTTCTGGGCAGGCCAGGTGGTGGCACCA	V_CTCF_BR	9
chr20	2320879	2321029	id-59765	3.63e-05	+	GCCCCGTAACCCAGAGAGACAGCTAGAGGGAGCTA	V_CTCF_BR	14
chr20	2327929	2328079	id-59766	2.05e-09	-	CCTGTAATTCCCCCATCTACCAGTAGAAGGTGCCC	Upstream_CTCF	40
chr20	2332580	2332730	id-59767	7.97e-09	+	GCTGAAATCTTAATTATGACCAGCAGAGGGAGCCC	Upstream_CTCF	40
chr20	2332791	2332941	id-59768	6.51e-05	-	TCCCAGCTGCTCTCAATGTACTCTGGAGGGCGCTT	V_CTCF_BR	24
chr20	2367965	2368115	id-59769	8.58e-08	+	ACTGTTGTTCCAGCTCGTGCCACATGGGGTCACTG	Upstream_CTCF	39
chr20	2378361	2378511	id-59770	7.11e-06	-	AGTTTGCTGCCCCCTCCAACCACCAGGGGCATCAC	Upstream_CTCF	27
chr20	2381063	2381213	id-59771	9.51e-07	+	GCCCGAGGGCTCTGGAAGCCCAGCAGGTGGAGCAA	V_CTCF_BR	2
chr20	2383388	2383538	id-59772	1.73e-06	-	AAGTATCTCTGGGATATGGCCAGCAGAGGGGGTAG	UpstreamP1_CTCF	38
chr20	2402024	2402174	id-59773	5.2e-08	+	CTGTTGTTCCCTATTCTATCCAGCAGATGGTATTG	UpstreamP1_CTCF	33
chr20	2432894	2433044	id-59774	1.19e-06	-	GGCACAATGTTAAGGTTGGCCGGTAGAGGGTGCTG	V_CTCF_BR	39
chr20	2435499	2435649	id-59775	1	+	NA	NONE	40
chr20	2457469	2457619	id-59776	2.43e-06	-	CCAGCTGGCATAAGGTTTATCAGTAGAGGGCACCA	V_CTCF_BR	29
chr20	2502465	2502615	id-59777	3.4e-06	-	AGTGTCCTGCTTCCCTCACTCGCTAGGGGGAGCCC	Upstream_CTCF	40
chr20	2505131	2505281	id-59778	1.41e-09	+	ATGGCAAGTCCCAACTTGGCCAACAGGGGGCGCCC	Upstream_CTCF	40
chr20	2612010	2612160	id-59779	1	+	NA	NONE	27
chr20	2627633	2627783	id-59780	5.96e-07	-	AGGAAATTTCATGAAACTACCACAAGAGGGCGGCA	V_CTCF_BR	40
chr20	2652764	2652914	id-59781	3.09e-07	-	CGTCCCCCTGTCCCCTTGTCCTCCAGGGGGCAATG	V_CTCF_BR	37
chr20	2654823	2654973	id-59782	2.96e-05	-	ATGTGCTTGGTGAGTGTGTCAGGCAGGTGGTGCTA	UpstreamP1_CTCF	39
chr20	2668735	2668885	id-59783	8.61e-08	+	CCGGCATCACACTCTGGGGCCTCCGGGGGGCGCTA	V_CTCF_BR	40
chr20	2673881	2674031	id-59784	5.34e-06	+	TGGGGCGCCTCCGCGCGGACCGGGTGCGGGCTCCG	V_CTCF_BR	1
chr20	2694013	2694163	id-59785	1.93e-05	+	GATAAGGATAGAGAGGGAGACACTAGAGGGCGTGA	V_CTCF_BR	38
chr20	2723837	2723987	id-59786	5.08e-07	-	TGCCTGGTCCTCTCCTTGCCCACCAGGGGGAGACA	V_CTCF_BR	40
chr20	2732902	2733052	id-59787	7.23e-07	-	CCTGCGAGAGAGAGCGCGGCCGTCAGGGGGCGGTG	Upstream_CTCF	21
chr20	2733503	2733653	id-59788	8.91e-07	-	CCTGAGTTTCCTTAGGCTTCCGGCAGGCGGCGCCA	Upstream_CTCF	37
chr20	2736776	2736926	id-59789	1.55e-07	+	TACCTGTGCCTCCCTGTGTCCACCAGAGGGTAGCA	UpstreamP1_CTCF	40
chr20	2743981	2744131	id-59790	2.23e-06	-	ATGCTATTTTGCAGAATAGTCAGCAGAGGGCTGGT	UpstreamP1_CTCF	8
chr20	2752579	2752729	id-59791	1	+	NA	NONE	4
chr20	2761708	2761858	id-59792	1	+	NA	NONE	18
chr20	2781465	2781615	id-59793	6.8e-06	-	CTGTTGGTCGACTTGATGGCCACCAGGTGATCTCT	UpstreamP1_CTCF	16
chr20	2797431	2797581	id-59794	6.43e-06	-	ACCAGCAGCAGGAGAGCCGGTAGCAGGTGGCGCCA	V_CTCF_BR	17
chr20	2832868	2833018	id-59795	6.43e-06	-	GTGAGCATGTTAAGCTTTCTCAGCAGAGGGCGCTG	V_CTCF_BR	40
chr20	2846320	2846470	id-59796	1.55e-07	+	GCTGCTTTCCCCAGGGAGGGCCACAGGGGGCACTA	Upstream_CTCF	29
chr20	2853336	2853486	id-59797	2.83e-07	+	GTACGCGCCCCAACCCCGGCCGGGGGAGGGCGCAC	V_CTCF_BR	37
chr20	2853722	2853872	id-59798	1	+	NA	NONE	18
chr20	2854554	2854704	id-59799	2.96e-05	-	ATGCAAAGTTCCTGGGCAGTCGCGAGGGGTCGGCA	V_CTCF_BR	3
chr20	2894886	2895036	id-59800	1.73e-05	+	ATTTAGAGGTTAGGTCTGGACAGTAGATGGCATTG	V_CTCF_BR	33
chr20	2962970	2963120	id-59801	1.18e-05	-	ATGTCTTTGTTAAATTCCAACAACAGGGGGCAGTA	UpstreamP1_CTCF	36
chr20	2981671	2981821	id-59802	1.37e-05	-	AATGTTAAACTCTCTAGAAACACTAGGTGGCATCG	Upstream_CTCF	32
chr20	3032430	3032580	id-59803	1.56e-06	+	CTGGCACTACCAGTCAGTGCCCCCAGGTGCTATTG	Upstream_CTCF	12
chr20	3034615	3034765	id-59804	1.81e-11	+	CCTGCAGCTCCCCTTATCTCCAGCAGAGGGCAGAC	Upstream_CTCF	40
chr20	3050289	3050439	id-59805	2.46e-08	+	GAGCTACCCCTGAGGGCCACCTGCAGAGGGCACTC	V_CTCF_BR	25
chr20	3057566	3057716	id-59806	5.68e-06	-	TTCCATACTCTTTCTCTTTCCACCAGGTGGCATCC	V_CTCF_BR	40
chr20	3085655	3085805	id-59807	1	+	NA	NONE	39
chr20	3096293	3096443	id-59808	7.1e-09	-	GTGCAGTTCTGCAGTTGAGCCACGAGGTGGCTCAT	UpstreamP1_CTCF	40
chr20	3098662	3098812	id-59809	2.15e-05	+	GAGAATCACTTAAATCCCAGCAGCAGAGGTCGCAG	V_CTCF_BR	38
chr20	3140583	3140733	id-59810	3e-06	+	AGGCAGGGGGAGTCTAGGACCTGCAGAGGGAAAAC	UpstreamP1_CTCF	24
chr20	3148864	3149014	id-59811	2.74e-08	-	GAGAGAGGCTCCGTCAGTGCCAGCAGCTGGCGCCA	V_CTCF_BR	9
chr20	3153574	3153724	id-59812	1.73e-05	-	CGCGCGTGTGTGTGCTCGGGGTGGAGGGGGCGCTC	V_CTCF_BR	20
chr20	3154553	3154703	id-59813	1.73e-06	-	TTGCAAGGTCTCAGGGCGTCCGCTGGGAGGCCGCG	UpstreamP1_CTCF	33
chr20	3155416	3155566	id-59814	1	+	NA	NONE	10
chr20	3199245	3199395	id-59815	2.04e-11	+	ATGCAGTTCCCGCCGCGCGCCGCCAGGGGGTGCCG	UpstreamP1_CTCF	40
chr20	3229399	3229549	id-59816	1	+	NA	NONE	14
chr20	3230813	3230963	id-59817	4.03e-06	-	GGTCAGTATCCACTTGATTCCTCCAGGCGGCGCTC	UpstreamP1_CTCF	38
chr20	3257428	3257578	id-59818	9.26e-05	-	GTGAAGTTGAGGAAGTGTTTGCCTAGGGGGCAGTA	UpstreamP1_CTCF	39
chr20	3297365	3297515	id-59819	1.48e-06	-	CTGGCATGTGTGTGGTGTTCCTGCAGATGGCACTG	V_CTCF_BR	40
chr20	3310851	3311001	id-59820	1.64e-06	-	TTGCACCACTGCACTCTTGGCAACAGAGGGAGACT	UpstreamP1_CTCF	34
chr20	3332127	3332277	id-59821	5.52e-05	+	ATCTGGTTTCTTCAACAGACAGCTAGGGGGCAGGG	UpstreamP1_CTCF	8
chr20	3339436	3339586	id-59822	1	+	NA	NONE	13
chr20	3387886	3388036	id-59823	3.81e-05	+	GGGGAGCCATTGTGGGGCCTCTACAGAGGGCGCCG	V_CTCF_BR	28
chr20	3388102	3388252	id-59824	3.88e-06	-	TGGACGTGTACCCCCCGCGCCGGCAGGGGCTGCCC	V_CTCF_BR	35
chr20	3427465	3427615	id-59825	6.48e-05	-	CTGCAATTACATACATGAGCCACCACACCCAGGTT	UpstreamP1_CTCF	6
chr20	3470237	3470387	id-59826	3.22e-07	+	TCTGCAATTTGAATTTGGCCCACAAGGAGACAGCA	Upstream_CTCF	14
chr20	3475025	3475175	id-59827	2.6e-05	+	TGGCTCTGCAAAGAACTGTCCAGACGGGGGAGCTG	UpstreamP1_CTCF	14
chr20	3544340	3544490	id-59828	9.51e-07	+	GGTGTGGCAATATACCAGACCAGAAGAGGGCAGTA	V_CTCF_BR	40
chr20	3561155	3561305	id-59829	8.71e-06	-	CCTAATTCACTCCTTCTCACCTGCAGGGGTCACCT	V_CTCF_BR	8
chr20	3593589	3593739	id-59830	1	+	NA	NONE	26
chr20	3601855	3602005	id-59831	2.4e-05	-	TACTGTACTACTGTACCTGACGGCAGATGTCACCA	V_CTCF_BR	13
chr20	3613323	3613473	id-59832	2.81e-05	-	GTCCCATGGAATTTACATTCCAGCAGGTGGAGACA	V_CTCF_BR	19
chr20	3627335	3627485	id-59833	5.3e-05	+	GCGCCCTGGTGGACATTTCTCAGCAGATGCCGATA	UpstreamP1_CTCF	13
chr20	3633331	3633481	id-59834	1	+	NA	NONE	5
chr20	3640793	3640943	id-59835	1.67e-08	-	GGTGCCATTCAGGCCTTTGCCAGCGGGTGGCCCCC	Upstream_CTCF	27
chr20	3650723	3650873	id-59836	1.31e-05	-	CCAGAGCCTGGCGTGTCAGCACGGAGGGGGCGCTG	V_CTCF_BR	0
chr20	3651233	3651383	id-59837	1	+	NA	NONE	35
chr20	3653230	3653380	id-59838	5.68e-06	+	CCAGAAAGGCAAGAAGGGCCCAGGTGAGGGCGCAG	V_CTCF_BR	8
chr20	3655317	3655467	id-59839	1	+	NA	NONE	7
chr20	3657377	3657527	id-59840	9.78e-07	+	CAGCATATCTTGCAAATGTCCACTAGGTGGTGCTC	UpstreamP1_CTCF	40
chr20	3663236	3663386	id-59841	2.86e-06	-	ATGCAATTCTGCCCTCTGGCCACCGCCAGGGAAGA	UpstreamP1_CTCF	11
chr20	3667789	3667939	id-59842	1.7e-05	+	TTCGCTCCTCACACCATCTCCACCAGGCTGCAGGG	Upstream_CTCF	24
chr20	3676958	3677108	id-59843	1.12e-08	-	CCTGTAATAACTGCAGCAGCCACTAGGAGGCAATG	Upstream_CTCF	38
chr20	3690901	3691051	id-59844	1.52e-07	+	GCAGAAGGCAGAAGGTGCCCCAGCAGGGGGCACAG	V_CTCF_BR	24
chr20	3691644	3691794	id-59845	2.14e-10	-	ACCCGCAATTCCCCCTCGACCACCAGGGGGCGCTG	V_CTCF_BR	40
chr20	3692404	3692554	id-59846	3.86e-05	-	CCATCACCACTTCGTCCGTCCACAGGAGGGCTTCT	Upstream_CTCF	18
chr20	3696987	3697137	id-59847	2.32e-08	+	TCTGCAGAGCCTCCTGCCTCCCCCAGAGGGTGCCA	Upstream_CTCF	40
chr20	3708479	3708629	id-59848	1	+	NA	NONE	17
chr20	3730526	3730676	id-59849	6.2e-10	-	GGCGTCAGCGCTCGCCGGGCCGCCAGGGGGCAGTG	V_CTCF_BR	38
chr20	3732013	3732163	id-59850	1	+	NA	NONE	18
chr20	3733799	3733949	id-59851	4.68e-07	+	GCTGTGCATAGGGAACTGACCAGAAGGGGGTGCTG	V_CTCF_BR	40
chr20	3748673	3748823	id-59852	1	+	NA	NONE	37
chr20	3749362	3749512	id-59853	2.27e-06	-	TCAGCAGACAGGTTATGGGCCACAGGGTGGCAGAC	V_CTCF_BR	39
chr20	3758807	3758957	id-59854	2.15e-05	+	GCTCACCGCTGCTTACGCTCCGCCTGCTGGAGCCG	V_CTCF_BR	27
chr20	3762181	3762331	id-59855	2.4e-05	-	AAAATGGATGAGTGGCTGGTCACTAGGTGGCGTGG	V_CTCF_BR	40
chr20	3766332	3766482	id-59856	6.43e-06	+	GGCTTGGCCGACTTGCCGGCCACCAGCGGGGGCAG	V_CTCF_BR	6
chr20	3766864	3767014	id-59857	2.53e-05	+	GAGACAGCTTGTTGGTCTTGCGGCAGGTGGAGGCC	V_CTCF_BR	9
chr20	3767497	3767647	id-59858	2.4e-05	-	CGCCCGCGTCGCTGCCGGGTCGCCGGAGGCCGCAG	V_CTCF_BR	40
chr20	3776270	3776420	id-59859	1	+	NA	NONE	13
chr20	3776549	3776699	id-59860	1.17e-05	+	ACGACATGCCGCGGGGGGTCCTGCGGAGGCCACCC	V_CTCF_BR	40
chr20	3788859	3789009	id-59861	6.8e-06	+	CTGCAGGAGTTCCGAGCAGCCACGTGCTGCCAGCT	UpstreamP1_CTCF	23
chr20	3799115	3799265	id-59862	8.16e-07	-	GTCAACACCAAGTTTCTGACCACTAGAGGGCTGGC	V_CTCF_BR	40
chr20	3800886	3801036	id-59863	7.31e-05	+	GGGCTCCGCTGATCTAGGGCAACGAGCGGGGGACG	UpstreamP1_CTCF	39
chr20	3806259	3806409	id-59864	7.55e-07	+	TGTGGTAGGGAGCTGAGTGCCTCTAGGGGGCTGCA	V_CTCF_BR	11
chr20	3827868	3828018	id-59865	1.1e-06	-	CGCCGAGAACTGTCCAGACCCAGCGGAGGGCGGCA	V_CTCF_BR	11
chr20	3835824	3835974	id-59866	6.34e-08	-	TGAGCAGTGCACAAAAGCAACACAAGGGGGAGCTC	Upstream_CTCF	40
chr20	3858953	3859103	id-59867	3.63e-05	-	AGTTGGTTTCCTGGGGCATCCTCTAGAGGTCAACA	V_CTCF_BR	9
chr20	3869284	3869434	id-59868	2.6e-06	+	TCCCACTTCCCCTCCTTCGCCACAGGAGGGTGGCG	V_CTCF_BR	40
chr20	3869945	3870095	id-59869	3.91e-06	+	GGCGCAACGGAAGAGGCGGCCGGCCGAGGGCGCGC	Upstream_CTCF	38
chr20	3905020	3905170	id-59870	9.81e-06	+	GGGATGGGCAGGGTGCCAGCCGCATGGAGGCAGCA	V_CTCF_BR	4
chr20	3908284	3908434	id-59871	3.91e-06	-	TCTGCCCTTCCCTCCCAGGCCCCCGGTCGGGGGAG	Upstream_CTCF	0
chr20	3950727	3950877	id-59872	9.81e-06	-	AAGGTAGGAGTGCTTGTTGCCACTTGGTGGTGGTA	V_CTCF_BR	3
chr20	3989645	3989795	id-59873	1.03e-06	-	TACCACTCTGTCCCCTAGGACAGCAGGTGGCACAA	V_CTCF_BR	12
chr20	3994737	3994887	id-59874	1	+	NA	NONE	40
chr20	4001926	4002076	id-59875	7.49e-05	-	GGCACAAGAATCACTTGAACAACCAGGAGGCAGAG	V_CTCF_BR	36
chr20	4006830	4006980	id-59876	1	+	NA	NONE	40
chr20	4019390	4019540	id-59877	3.73e-06	+	GAGGCAGAATCAGCTTTCCCCAGCAGGGGATGACA	Upstream_CTCF	2
chr20	4027313	4027463	id-59878	7.11e-06	-	GCTGCAAACTCTCGTGTCCCCACAGGGGGCCCCTT	Upstream_CTCF	4
chr20	4044469	4044619	id-59879	1	+	NA	NONE	6
chr20	4045440	4045590	id-59880	1	+	NA	NONE	14
chr20	4052820	4052970	id-59881	7.62e-07	-	AGAGCTATGGCCTTAGAAGCCACTTGGGGGCAGTA	Upstream_CTCF	40
chr20	4055928	4056078	id-59882	5.48e-05	-	CTTACACTGCAGTTCCTGGACCCTAGGGGCCTCCC	Upstream_CTCF	2
chr20	4063867	4064017	id-59883	1	+	NA	NONE	10
chr20	4065998	4066148	id-59884	1.87e-09	-	GGCAGGGGGCTGTGGCTGACCACCAGGGGGCAGCT	V_CTCF_BR	40
chr20	4072614	4072764	id-59885	2.11e-06	-	ACCACCGTTCTCAGCGGGCCCACGAGAGGGCGAAA	V_CTCF_BR	40
chr20	4088128	4088278	id-59886	1	+	NA	NONE	7
chr20	4089384	4089534	id-59887	3.22e-05	+	AATCAATTCTGCCGAACTACCGCTTGGGGACAGCA	UpstreamP1_CTCF	40
chr20	4135607	4135757	id-59888	2.02e-06	+	CTGTAAGGAGCTCCCAAGACCACGAGGGGGTATCT	UpstreamP1_CTCF	10
chr20	4153201	4153351	id-59889	1.17e-05	-	CTCCCGCTCCCCTTCCCAGACAGCGGGTGTCGCGC	V_CTCF_BR	36
chr20	4153640	4153790	id-59890	1	+	NA	NONE	14
chr20	4153795	4153945	id-59891	2.15e-05	-	GTTAGAAGGCAGGGAGATGACTGAAGGGGGCAGGA	V_CTCF_BR	5
chr20	4173332	4173482	id-59892	1	+	NA	NONE	6
chr20	4176361	4176511	id-59893	9.38e-09	-	GGGCTGTGTCCCCATCTGGGCGGCAGATGGCACCA	UpstreamP1_CTCF	38
chr20	4201899	4202049	id-59894	1.15e-07	+	GAGTTCTGGGCACCTGAGTCCAGCAGGGGGCCCCA	UpstreamP1_CTCF	40
chr20	4202149	4202299	id-59895	1.64e-05	+	AGTCGGCCAATTCGTAGGCCTGGCAGGTGGCGCCC	V_CTCF_BR	5
chr20	4205058	4205208	id-59896	7.9e-07	+	ATGCAAAGGCACAATCCAGGCAGCAGAGGCCACTC	UpstreamP1_CTCF	38
chr20	4207793	4207943	id-59897	1.56e-05	+	GACTCACTTTGCACTCTGGCCACAAGGGGCTCCCC	Upstream_CTCF	40
chr20	4214291	4214441	id-59898	7.8e-08	-	CACTCAGGCCCCACCTTTCCCAGCAGGGGGCAGAA	V_CTCF_BR	37
chr20	4230262	4230412	id-59899	5.93e-06	+	TTCGGGATCCCGGCTTTGGCCGCCAGAGAGCAGCA	Upstream_CTCF	34
chr20	4242061	4242211	id-59900	2.53e-05	+	GAGAGAACATTCTCTCTGGACAAAAGATGGCAGAC	V_CTCF_BR	14
chr20	4270637	4270787	id-59901	3.4e-06	+	TGTGAGATCACTTCTTTCTCCAGCAGGGGACGCCA	Upstream_CTCF	31
chr20	4307468	4307618	id-59902	8.99e-05	+	GAACTACATGATTTCTTATCCTCTAGAGGGCTAGC	V_CTCF_BR	4
chr20	4431084	4431234	id-59903	1.21e-06	-	CCTATTATGCTCACCATGGCCAGCAGGGGTAAGAA	Upstream_CTCF	38
chr20	4438366	4438516	id-59904	4.41e-06	+	CTCCCCACATTCCATGGGTACTGCAGGGGGCAGGC	V_CTCF_BR	4
chr20	4451324	4451474	id-59905	1.26e-05	-	CTTGCAGTATTGCTGGAGGCCGGCAGGAGAGTTGC	Upstream_CTCF	15
chr20	4500309	4500459	id-59906	2.2e-07	-	AAGCAGTGTAGCCCCAAGCCCTCTAGGAGGCACTG	UpstreamP1_CTCF	40
chr20	4544338	4544488	id-59907	7.44e-05	-	TGAGTAATGTCTGTCTCCTCCACTAGGCTGTAGTT	Upstream_CTCF	34
chr20	4549819	4549969	id-59908	2.1e-05	+	GGAGAAGTACCTCACATGGCCAGAGGAGGAGCAAG	Upstream_CTCF	39
chr20	4562636	4562786	id-59909	1	+	NA	NONE	17
chr20	4573323	4573473	id-59910	3.33e-09	-	GGCGGCGTTCCCGGCGTGGCCGCGAGAGGGCGCGC	V_CTCF_BR	38
chr20	4582992	4583142	id-59911	1	+	NA	NONE	13
chr20	4587995	4588145	id-59912	5.09e-10	+	CCTGCACTGCTTTTACTCAACACTAGGGGGCAGCA	Upstream_CTCF	40
chr20	4594573	4594723	id-59913	4.14e-06	+	AAAACCACCACCACCACCACCACTGGGGGGCACTT	V_CTCF_BR	40
chr20	4665578	4665728	id-59914	1	+	NA	NONE	17
chr20	4667679	4667829	id-59915	2.15e-05	-	CACCGAGGCTCCCGGAACTCCCCCGGCGGGCGCCC	V_CTCF_BR	5
chr20	4701455	4701605	id-59916	5.67e-06	-	ACGGTTGTTATCGAGAAGGACAGCAGATAGCGCCA	Upstream_CTCF	40
chr20	4721560	4721710	id-59917	1.96e-08	+	ATCAATGTTCCAGTGTCAGCCAGCAGGGGGCAGTG	V_CTCF_BR	40
chr20	4739884	4740034	id-59918	1.95e-07	+	TGTGCTGGTTGGCCTCCTGCCAGGAGGTGGCGCTT	Upstream_CTCF	31
chr20	4741307	4741457	id-59919	1.87e-09	+	GCGTTGCACCGCGTCCGGGCCACGAGGGGGCGCGC	V_CTCF_BR	40
chr20	4741743	4741893	id-59920	6.21e-06	-	CTCGGAGTCACCGCCAGGGCCAGGAGGCGCCGCGG	Upstream_CTCF	21
chr20	4760379	4760529	id-59921	4.41e-06	-	AAGGTTGTCTTAGGAGCTGCCAGTTGAGGGCTCTG	V_CTCF_BR	4
chr20	4760968	4761118	id-59922	1	+	NA	NONE	15
chr20	4795499	4795649	id-59923	1.64e-05	-	ATAGAGCCGCCTCTGCGGGCCACGTGGAGGAGCAG	V_CTCF_BR	2
chr20	4797899	4798049	id-59924	3.09e-05	+	CTGCATTTATCCAATTACATCCCTAGGGGCAGAAT	UpstreamP1_CTCF	30
chr20	4847163	4847313	id-59925	1	+	NA	NONE	4
chr20	4877677	4877827	id-59926	1.41e-05	-	TGGCAGGTGCGGGGCCTGGCCATTGTGGGGCGCAA	UpstreamP1_CTCF	11
chr20	4885212	4885362	id-59927	7.46e-06	-	CAGCAGCACCACCTGTGTGGCTGTAGCTGACGCGG	UpstreamP1_CTCF	3
chr20	4898004	4898154	id-59928	1.64e-06	+	GGGGAGATGCCATCACAGCACAGCAGGGGGCACGG	Upstream_CTCF	18
chr20	4930639	4930789	id-59929	4.23e-06	-	ATGCAGTAACTGTTTGTAACCGGGTGGTGGCTGTT	UpstreamP1_CTCF	38
chr20	4936970	4937120	id-59930	6.8e-06	-	AGTGCCATTAGATTTCGTAACACTAGAGGGTGCTG	Upstream_CTCF	40
chr20	4979098	4979248	id-59931	2e-06	+	GCTGCAATGCACAGCTTAACCTGGAGGAGGATGGT	Upstream_CTCF	33
chr20	5001608	5001758	id-59932	1.54e-05	-	GGGCAGCTACTGTGGTGCCCCACCTGCAGGAAGCA	UpstreamP1_CTCF	2
chr20	5037455	5037605	id-59933	1.55e-05	+	TCTAGAGAGTTATTTTTGGCCAACAGGGGTCGCCT	V_CTCF_BR	40
chr20	5046170	5046320	id-59934	5.9e-06	-	TGGTAGTGAGGAGTGAAGGGCAGTAGGGGGCCTCT	UpstreamP1_CTCF	9
chr20	5081502	5081652	id-59935	1.55e-08	-	ATGTGTTTGCCTCCTTCTGCCACCAGGGGGCAGAC	V_CTCF_BR	40
chr20	5093756	5093906	id-59936	1.97e-06	+	TAACCCTTACCGAGTGTCACCTGCAGGAGGCACCG	V_CTCF_BR	40
chr20	5100658	5100808	id-59937	9.71e-06	-	CCCGCTTCCTCCAATGTATGCTCTAGGGGGCGGGC	Upstream_CTCF	6
chr20	5107130	5107280	id-59938	8.71e-06	+	AGCATTTGTCAGGCTAGAGCCTCCGGGTGGCGCTT	V_CTCF_BR	39
chr20	5107411	5107561	id-59939	2.11e-06	+	CTCGCTCCGAGCCCTGCTCCCGGGAGAGGGAGCTC	V_CTCF_BR	35
chr20	5134619	5134769	id-59940	1	+	NA	NONE	6
chr20	5145272	5145422	id-59941	1	+	NA	NONE	3
chr20	5173078	5173228	id-59942	2.43e-06	-	GAAACATTGTGCTATATGGACACAAGGTGGCAGTG	V_CTCF_BR	40
chr20	5186143	5186293	id-59943	2.23e-09	+	AGGCAGTGCTGTCACGGGCCCAGCAGAGGGCAGTA	UpstreamP1_CTCF	40
chr20	5195597	5195747	id-59944	1.14e-06	-	CAGCAATGCCCTGGTCTCCTCAGCAGGGGGTGTTT	UpstreamP1_CTCF	16
chr20	5203718	5203868	id-59945	1.27e-06	-	CGGCTGGGCACTTGTTTAACCATTAGGTGGCGCTG	UpstreamP1_CTCF	40
chr20	5297586	5297736	id-59946	3.36e-07	-	GGGTGCGGTGCCACGACTGGCGGCAGAGGGCGGTG	V_CTCF_BR	16
chr20	5298727	5298877	id-59947	5.65e-05	+	TTCCACACAGATCTGGCGACCCACAGATGTCGCTG	V_CTCF_BR	3
chr20	5373939	5374089	id-59948	1	+	NA	NONE	3
chr20	5382349	5382499	id-59949	6.8e-06	+	ATGCTATTACCCTTGAAGGCCTCTAGGGACCATCC	UpstreamP1_CTCF	6
chr20	5383662	5383812	id-59950	3.67e-09	+	ACAGCAGTAGAGCTAGTCCCCACTAGAGGGCAGTG	Upstream_CTCF	40
chr20	5411434	5411584	id-59951	6.19e-06	-	GGGCTGATTCCCGGAGACGCAACCAGGGGGAGCTT	UpstreamP1_CTCF	21
chr20	5429246	5429396	id-59952	3e-08	-	GCGGTTGTTATCGAATCTGCCACCAGAGGGCGATC	Upstream_CTCF	40
chr20	5434523	5434673	id-59953	3.29e-05	+	GATGTGCTTTGTTAAACAGACGCTAGAAGGCAGCA	Upstream_CTCF	15
chr20	5465125	5465275	id-59954	1.99e-07	-	GGAGCTCCGTACCAGCTGGACACCTGGGGGCAGCA	V_CTCF_BR	5
chr20	5485228	5485378	id-59955	3.42e-05	+	CGTGACCGACCAAAACCGGCCACCAGGGTCTCCCA	Upstream_CTCF	20
chr20	5495017	5495167	id-59956	1	+	NA	NONE	14
chr20	5509645	5509795	id-59957	5.96e-07	+	TACATGTTCCCCCAAGGTACCACAAGATGGCAGCA	V_CTCF_BR	40
chr20	5510398	5510548	id-59958	6.98e-07	+	CCCCCGGCACACAAGGCTCCCTCTAGGTGGCGCGC	V_CTCF_BR	40
chr20	5537881	5538031	id-59959	5.96e-07	+	CCGTTAAGGGTAGAGGCAGTCACCAGGGGGCAGGC	V_CTCF_BR	40
chr20	5549811	5549961	id-59960	1.97e-06	+	GAACTCTGATTAAAATTCACCAGCAGGTGGTGCCA	V_CTCF_BR	39
chr20	5591556	5591706	id-59961	5.3e-05	+	CTGCCGCGGCGTCGAGCGGCAGGAAGCAGCCACGC	UpstreamP1_CTCF	39
chr20	5626109	5626259	id-59962	1	+	NA	NONE	9
chr20	5640251	5640401	id-59963	3.18e-06	-	AGGGCAAGGATCTATGGCACCTCCAGGGGGAAGCT	V_CTCF_BR	14
chr20	5738707	5738857	id-59964	1.09e-06	-	ACTGCACTTGTCCTTCCTTCCAGCAGAGGTGCATC	Upstream_CTCF	7
chr20	5767732	5767882	id-59965	1	+	NA	NONE	21
chr20	5769117	5769267	id-59966	2.46e-08	-	AGGAAAGTGTAACAAGTAGCCACCAGAGGGCAGTA	V_CTCF_BR	40
chr20	5787203	5787353	id-59967	3.1e-07	+	CTGCAGTGTTGTCCCAGGAGCTGTTGAGGGCAGTG	UpstreamP1_CTCF	34
chr20	5790273	5790423	id-59968	2.12e-06	+	CCGTTGCCCCGTGCTGCCACCACCAGGGGACATTT	UpstreamP1_CTCF	19
chr20	5798267	5798417	id-59969	1	+	NA	NONE	2
chr20	5799786	5799936	id-59970	5.26e-07	-	CATGCAACCATGCTTAGTTCCACTAGGGGGAACCT	Upstream_CTCF	40
chr20	5805899	5806049	id-59971	1.93e-05	+	GGTAGCTGTTATTGAATGCCCACTGGGTGGCTGCA	V_CTCF_BR	14
chr20	5866618	5866768	id-59972	1.23e-05	-	CCCTTTTGCTGGTCCCTGGCCACTAGAGGACAGTC	UpstreamP1_CTCF	5
chr20	5891959	5892109	id-59973	2.78e-06	+	TTTCCGCCCATTTGCGTCGCCGCCTGGGGGTGCTG	V_CTCF_BR	32
chr20	5914580	5914730	id-59974	1	+	NA	NONE	34
chr20	5970302	5970452	id-59975	2.81e-05	+	TGCTGTCTTCTCTCTGCTGCCTCTAGAGGTATGCA	V_CTCF_BR	17
chr20	5977579	5977729	id-59976	2.2e-06	-	CGTGCCATGCCACACCAGGCCACATGAGGAAACAC	Upstream_CTCF	7
chr20	5984089	5984239	id-59977	2.53e-05	-	TGTGAACATAAAAATTTGGCCCCTAGAGGGTAGTA	V_CTCF_BR	40
chr20	5986416	5986566	id-59978	2.66e-05	-	GACCGCGCAGCCGACGTAGCCGCGAGGGGGCCGGA	V_CTCF_BR	23
chr20	6033076	6033226	id-59979	7.61e-08	-	TGAGCACTTCCGAGCTCGGCCACCTGGAGCAGCTG	Upstream_CTCF	12
chr20	6054960	6055110	id-59980	1.55e-07	-	TGTGCAATTCTCCTGTCAGCCCACAGAGGGTAGAA	Upstream_CTCF	37
chr20	6058109	6058259	id-59981	1.15e-07	-	ACGTGCAGCAAAGTCGACACCACCAGAGGGCGCAA	V_CTCF_BR	40
chr20	6103697	6103847	id-59982	3.81e-05	+	CTGCTAGGTCTCGCTCCCGCGGAGAGGAGGCGCAG	UpstreamP1_CTCF	30
chr20	6121732	6121882	id-59983	1.01e-08	-	CTGCTGTAGGTCATCCTTTCCACCAGGTGGGGCCA	UpstreamP1_CTCF	39
chr20	6123165	6123315	id-59984	9.11e-08	+	GGTGCTTTATCAATGGTTCCCACTAGATGTCGCTG	Upstream_CTCF	40
chr20	6138097	6138247	id-59985	3.31e-06	+	TTGTAATTTGGGCTGTGATCCAGTAGATGGTGCTT	UpstreamP1_CTCF	34
chr20	6150070	6150220	id-59986	2.19e-05	-	CATGTAGCAATAGCAGCACCCAGTGGCTGGCAGTT	Upstream_CTCF	34
chr20	6159298	6159448	id-59987	3.31e-06	+	CTTCATGGAAAAGTGTTTTCCAGCAGAGGGCATCC	UpstreamP1_CTCF	39
chr20	6164851	6165001	id-59988	1.17e-05	+	CAGTGCCCTGCTGCTCAAACCTCTAGGGGGAGCAT	V_CTCF_BR	31
chr20	6166013	6166163	id-59989	1	+	NA	NONE	29
chr20	6245948	6246098	id-59990	2.4e-05	+	TGTTGTCATCTTTGAGGAAGCAGTAGGTGGAGCTA	V_CTCF_BR	39
chr20	6362678	6362828	id-59991	1	+	NA	NONE	35
chr20	6397132	6397282	id-59992	2.18e-07	-	TTGGGAACCCTGGGCTTGGCCAGTAGGAGGCACTA	V_CTCF_BR	18
chr20	6506478	6506628	id-59993	3.47e-07	-	CTGCTATGGCTGGCTATGGCCACCAGGGCCGAAGC	UpstreamP1_CTCF	29
chr20	6514935	6515085	id-59994	1	+	NA	NONE	10
chr20	6539137	6539287	id-59995	1.93e-05	-	GTGACTCAGAAAGGCCTGGCCATAAGGGGGCAGAG	V_CTCF_BR	23
chr20	6563860	6564010	id-59996	2.43e-06	+	CACAGTGTGCCTTTTTCTCCCAGTAGATGGCAGTA	V_CTCF_BR	39
chr20	6607573	6607723	id-59997	8.21e-06	+	AGCAAGAGAAGGCTTAAAGCCTACAGAGGGCGCTC	V_CTCF_BR	23
chr20	6610332	6610482	id-59998	3.18e-06	-	CATGGCTGCTACTTTAGCTCCTGCAGGTGGCAGAG	V_CTCF_BR	20
chr20	6616974	6617124	id-59999	8.58e-06	+	TAGAATTTATTCCAATGTTCCACCAGGTGGTGCTC	UpstreamP1_CTCF	39
chr20	6621777	6621927	id-60000	1	+	NA	NONE	7
chr20	6673600	6673750	id-60001	1.54e-05	+	CTGGAGCTCTGCAATGCCACCCCTGGGAGGCTTCA	UpstreamP1_CTCF	5
chr20	6689191	6689341	id-60002	1.69e-05	-	TTGCCATGCCAGCATCCAGCCTGCAGGGCTACCTA	UpstreamP1_CTCF	26
chr20	6746228	6746378	id-60003	1.52e-07	+	GCGTTCGAACTCATTTCCACCACAAGAGGGCAGCC	V_CTCF_BR	40
chr20	6748035	6748185	id-60004	5.48e-05	+	CCAGCTGATCTCTCCTTTGAGAGCAGGGAGTGGAG	Upstream_CTCF	12
chr20	6774738	6774888	id-60005	5.13e-05	-	GTCACAAACCCCTGTTCTTCCTGGAGATGTCAGTA	V_CTCF_BR	2
chr20	6800380	6800530	id-60006	1.48e-06	-	TCCTGTTACAGTATATTGGGCACAAGGGGGCACTG	V_CTCF_BR	31
chr20	6809565	6809715	id-60007	1.38e-06	+	TGTCAATCATGATATGTCACCAGCAGGTGGCAACA	V_CTCF_BR	39
chr20	6810474	6810624	id-60008	2.94e-06	-	AGTTCTGTACTCAGAGTAGACTACAGGGGGAGCTC	Upstream_CTCF	38
chr20	6920810	6920960	id-60009	1	+	NA	NONE	34
chr20	7012007	7012157	id-60010	1.26e-05	+	GTCTTAGTTCCTGTGTCTGCCCACAGGGGTCACTC	Upstream_CTCF	36
chr20	7075178	7075328	id-60011	1.38e-06	-	AGCCAATTCAATCAACCTGCCGCTAGGTGGCAGGG	V_CTCF_BR	40
chr20	7094607	7094757	id-60012	3.09e-07	+	CCACATCCCTGGCCTCTCCCCACTAGATGGCACAC	V_CTCF_BR	37
chr20	7118684	7118834	id-60013	1	+	NA	NONE	10
chr20	7142454	7142604	id-60014	7.55e-07	-	AAAGACACACAGGTTAGCACCAGCAGGTGGAGCTG	V_CTCF_BR	37
chr20	7152670	7152820	id-60015	1	+	NA	NONE	10
chr20	7155327	7155477	id-60016	1	+	NA	NONE	4
chr20	7253289	7253439	id-60017	3.63e-06	-	GCCATGACCTCACAATATTCCACCAGATGGAGCCA	V_CTCF_BR	30
chr20	7266683	7266833	id-60018	5.26e-07	-	TAAGCTATGTCCTCAGTCATCAGCAGATGGCGCTG	Upstream_CTCF	40
chr20	7339447	7339597	id-60019	2.1e-05	+	CCTGCAGTCTGCTGCAGATGAGCTAGGGGGCTCTG	Upstream_CTCF	21
chr20	7356689	7356839	id-60020	7.61e-08	-	CTGGCAATACCTGAAAATACCACCAGATGGTGATG	Upstream_CTCF	34
chr20	7451689	7451839	id-60021	4.71e-06	-	CTGGCAGTACTCACTGTGGCCTGTGGTGGCAGTGG	Upstream_CTCF	7
chr20	7481136	7481286	id-60022	6.82e-05	+	CACTAGTCAATTCCTCTAAACACTAGGTGGCTTCA	V_CTCF_BR	4
chr20	7486290	7486440	id-60023	4.88e-05	+	GTGTAGTGTCTGTGTTCCACCACAGGGCCTCAGCT	UpstreamP1_CTCF	14
chr20	7679802	7679952	id-60024	1.55e-05	-	TCCCTTTCTGAGAAGCCAGGCTGCAGGGGTCAGTC	V_CTCF_BR	3
chr20	7840092	7840242	id-60025	2.66e-05	-	ATATTCTTTCTCTGTCTGGTCAGTAGATGGTGCTG	V_CTCF_BR	40
chr20	7907542	7907692	id-60026	2.01e-05	-	CTTGTTATGTGGGCAAGTGCCACATGAGGGAGTGC	Upstream_CTCF	39
chr20	7909569	7909719	id-60027	5.93e-06	-	TCTGAGATTGCATGTTCCATCAGAAGGGGGCAGCC	Upstream_CTCF	6
chr20	7912728	7912878	id-60028	2e-06	+	CTTGCACTTCTCTCTCCTGCCACCATGGGAAGAAG	Upstream_CTCF	18
chr20	7917237	7917387	id-60029	1.34e-06	+	ACAGTGGCTTTACACTTGTCCACTTGGTGGCGCAG	Upstream_CTCF	40
chr20	7961352	7961502	id-60030	5.72e-07	+	TTGCAACATCTTCATTCAACCACAGGAGGGCAGAG	UpstreamP1_CTCF	40
chr20	7970168	7970318	id-60031	9.25e-06	-	CTAATAATGACCTAAAAGACCAGAAGATGGCAGAG	V_CTCF_BR	14
chr20	7999687	7999837	id-60032	1	+	NA	NONE	26
chr20	8000051	8000201	id-60033	8.71e-06	+	CGCCCTCCATCACCAGCGTCCAGTTGGAGGCGGTC	V_CTCF_BR	28
chr20	8000308	8000458	id-60034	9.39e-07	-	CGAGCACCGCCAGTCTGCGCCGCTAGGCGTAGGCG	Upstream_CTCF	38
chr20	8019896	8020046	id-60035	9.31e-05	-	GATGCAGAGAGGACAGACGCCTCCAGTGGTGAGAA	Upstream_CTCF	16
chr20	8024459	8024609	id-60036	2.67e-06	+	GCTGATTTTAATATTGTTGCCGCTAGATGGCGATA	Upstream_CTCF	40
chr20	8062778	8062928	id-60037	4.34e-07	-	CTGCAGCCAGCTCAAACCTCCACTAGGGGCAAATT	UpstreamP1_CTCF	39
chr20	8107738	8107888	id-60038	1	+	NA	NONE	1
chr20	8112669	8112819	id-60039	3.12e-08	+	CTGCAATGGGGCTCGGGAGCCAGGAGGTGCCGCTG	UpstreamP1_CTCF	39
chr20	8256363	8256513	id-60040	1	+	NA	NONE	9
chr20	8286206	8286356	id-60041	5.21e-08	-	CCTTACCCTTTCTCTTGGACCACTAGAGGGCGCTA	V_CTCF_BR	40
chr20	8341744	8341894	id-60042	5.28e-08	-	GCAGCAATTTCCACATTGGGCCCTAGAGGCCAGAC	Upstream_CTCF	23
chr20	8370247	8370397	id-60043	9.88e-07	-	AATTTAATATCGGATATGTCCACAAGATGGCGCAT	Upstream_CTCF	37
chr20	8379435	8379585	id-60044	1	+	NA	NONE	17
chr20	8424216	8424366	id-60045	5.65e-05	+	ACTGACTTCAGTCTGAGTTTCACCAGTGGGAGGTG	V_CTCF_BR	19
chr20	8435055	8435205	id-60046	3.03e-05	-	CAACCACTTCTCACCAACTCCACTAGGGGCTCCTG	Upstream_CTCF	35
chr20	8504460	8504610	id-60047	4.65e-05	-	CACACGCTCCCCATGCAGGCCTCTGGGTGGCATGG	V_CTCF_BR	31
chr20	8516160	8516310	id-60048	1.64e-07	-	GCTGTCCTTTGCCAAATGTCCACTGGGGGGCAAAA	Upstream_CTCF	38
chr20	8645576	8645726	id-60049	2.96e-05	-	GGTAGTTGACCCCTTATGGGCTCTAGGGGGAGTCA	V_CTCF_BR	26
chr20	8701874	8702024	id-60050	1.3e-07	-	ATGCAATAGCACGATGAGCCCAATAGATGGCAATA	UpstreamP1_CTCF	40
chr20	8703076	8703226	id-60051	4.31e-07	-	GGCACAAATCTACTTTTTGCCACTAGATGGCAGAA	V_CTCF_BR	40
chr20	8732224	8732374	id-60052	7.55e-10	+	TTGCAATGATTGCATTTGTCCACTAGAGGGCAGGA	UpstreamP1_CTCF	39
chr20	8737823	8737973	id-60053	1	+	NA	NONE	15
chr20	8740380	8740530	id-60054	1.74e-07	+	CTTGTCATTCCTGATTTAGCCAGAAGATGGCGATA	Upstream_CTCF	40
chr20	8771229	8771379	id-60055	2.25e-08	+	TTGTAATGCCACCCTCTGTCCAGCAGAGGATGCCC	UpstreamP1_CTCF	40
chr20	8780867	8781017	id-60056	1	+	NA	NONE	24
chr20	8783906	8784056	id-60057	1	+	NA	NONE	3
chr20	8793050	8793200	id-60058	7.27e-06	-	GACTTCAGTTATGAAGTCAACACCAGAGGGAGCCT	V_CTCF_BR	8
chr20	8809965	8810115	id-60059	9.4e-06	+	CAACAGTTCTGCCCATTGACCAGTAGGGGATAATT	UpstreamP1_CTCF	38
chr20	8834536	8834686	id-60060	1.28e-08	+	GCTGTACTTTACTATTTCACCACTAGAGGGCAAGA	Upstream_CTCF	40
chr20	8934058	8934208	id-60061	1	+	NA	NONE	19
chr20	8957054	8957204	id-60062	5.86e-07	+	TCTGTTGTTCATAAGCCACCCAGTAGGTGGTACTT	Upstream_CTCF	18
chr20	9053111	9053261	id-60063	1	+	NA	NONE	10
chr20	9060123	9060273	id-60064	4.88e-05	+	ATTAGCCGAACCCAGACAGAAGCCAGAGGGCAGGA	V_CTCF_BR	4
chr20	9080118	9080268	id-60065	1	+	NA	NONE	12
chr20	9084668	9084818	id-60066	1	+	NA	NONE	4
chr20	9153643	9153793	id-60067	9.41e-05	-	GACAGAGCTCCTATATTTACAGCCAGGAGGCACTG	V_CTCF_BR	33
chr20	9196319	9196469	id-60068	2.27e-05	+	ATCTCCTTTTAGTACTGGTCCCCTAGAGGGAGCTA	V_CTCF_BR	39
chr20	9200159	9200309	id-60069	2.6e-05	-	GCGTAACATAAGCAACCAACCACCAGGTGACATCT	UpstreamP1_CTCF	11
chr20	9248484	9248634	id-60070	1.32e-05	-	CATGTGATGCCCTGTGCCACCTCAGGGAGGCATGC	Upstream_CTCF	9
chr20	9304393	9304543	id-60071	6.18e-07	-	GCTGCAGAGCACAGAACGCCCACCAGAGGAGCCTC	Upstream_CTCF	39
chr20	9334329	9334479	id-60072	2.27e-05	-	CAAGGCCAGAGCCAGCAGAGCAGCAGGAGGAGCCA	V_CTCF_BR	28
chr20	9335426	9335576	id-60073	8.97e-05	-	ACTTTAATGTGCATTTGGATCACCTGGGGGCATTT	Upstream_CTCF	3
chr20	9340463	9340613	id-60074	1.73e-05	-	ACATAAAGTAGATGAAATGCCAGCAGGTGTCAGTA	V_CTCF_BR	40
chr20	9340784	9340934	id-60075	1	+	NA	NONE	11
chr20	9374046	9374196	id-60076	1.03e-06	-	GAGTGATGCAACCCAACACCCACTAGATGGCAGGC	UpstreamP1_CTCF	40
chr20	9388830	9388980	id-60077	2.47e-07	+	TTGTCATTCACGACTTCAACCACAAGGTGGCGATG	UpstreamP1_CTCF	40
chr20	9439151	9439301	id-60078	5.92e-05	+	GACACTTGTGTATCTACTGTCAGCAGGGGGCGTAT	V_CTCF_BR	38
chr20	9448765	9448915	id-60079	3.5e-05	+	GGCCATCACTGTCACTTCACCACTAGGTGGCCACT	UpstreamP1_CTCF	40
chr20	9484608	9484758	id-60080	9.39e-07	-	GCTGTAGTTATGGCTGTTGGAACAGGGGGGCGCCG	Upstream_CTCF	22
chr20	9589621	9589771	id-60081	6.84e-06	-	TCTCTCATCCTGAGCCCTTCCACCAGGGGGTTGAA	V_CTCF_BR	8
chr20	9590647	9590797	id-60082	4.48e-07	-	GTTGCTTTTATCTATCTTCACACCAGGGGGCAGGC	Upstream_CTCF	40
chr20	9597813	9597963	id-60083	1.02e-07	+	CTGTACGAACTTTTCAGGGACACTAGGTGGCGCCC	UpstreamP1_CTCF	39
chr20	9598705	9598855	id-60084	1.54e-05	+	TTGTAATGTGGCTCTCACACAACTAGATGACAGCA	UpstreamP1_CTCF	40
chr20	9609372	9609522	id-60085	1	+	NA	NONE	11
chr20	9639975	9640125	id-60086	2.55e-06	-	TATGAAGCCCATAGTCTCACCAGGAGGTGGTGCTA	Upstream_CTCF	11
chr20	9683498	9683648	id-60087	3.28e-05	+	CTTCAAATGTCAATCCCAGCCCATAGATGGCAGCC	V_CTCF_BR	5
chr20	9864844	9864994	id-60088	6.82e-05	-	AATCTTTTTCTTTGCTTTTCCCCTAGATGGCTCCA	V_CTCF_BR	30
chr20	9865436	9865586	id-60089	5.08e-05	-	CATGAAGTTCTTCTACTGTCCAGAAAGAGGGCGCA	Upstream_CTCF	29
chr20	9883819	9883969	id-60090	1	+	NA	NONE	39
chr20	9893610	9893760	id-60091	7.44e-09	-	GGTGTAATGTCAGCAGTGGCCGACAGGTGGAGCAC	Upstream_CTCF	40
chr20	9947752	9947902	id-60092	8.16e-07	-	CCCTCAACGCTATGCTTCGCCTGTAGAGGGCAACC	V_CTCF_BR	40
chr20	9955100	9955250	id-60093	2.37e-05	+	ATTTCCTTGCCTTTTCTGGCCTCTAGGGGCTACCT	Upstream_CTCF	33
chr20	9959139	9959289	id-60094	6.23e-05	+	CAGCAAACCAACAGAATAGGCAATAGGTGGTGCTG	UpstreamP1_CTCF	40
chr20	10015424	10015574	id-60095	7.15e-05	-	CCCCTCGCGCCTGGCTTCGACGCCAGGTGGCCGGC	V_CTCF_BR	14
chr20	10028157	10028307	id-60096	8.46e-07	-	CAGGGAGTTGCCAATTGCTCCAGCAGGGGGACGAG	Upstream_CTCF	37
chr20	10057840	10057990	id-60097	1.96e-08	-	TCAGACCACGTCTGTGGAGCCTGCAGGGGGCGCTG	V_CTCF_BR	39
chr20	10071334	10071484	id-60098	2.47e-05	-	GATTTCAGCCTAAGAATAGCCACTAGAGGGCCTAG	Upstream_CTCF	40
chr20	10075561	10075711	id-60099	1.73e-05	+	CTTGCTGGCAGAGGTTGGAACACTAGATGGCATTG	V_CTCF_BR	31
chr20	10112623	10112773	id-60100	1	+	NA	NONE	16
chr20	10153073	10153223	id-60101	1	+	NA	NONE	18
chr20	10160372	10160522	id-60102	2.68e-05	+	ATAGCAATGCTCTGTGAGACCAGCAGCTTTCAGTC	Upstream_CTCF	38
chr20	10200238	10200388	id-60103	7.6e-05	-	CCGCTGTCCCCGGTGCTGAAAGGTCGAGGGCGCCC	UpstreamP1_CTCF	16
chr20	10206488	10206638	id-60104	4.88e-08	-	GTGTAGGGCTGAACTCTGGCCTCAGGGGGGCACCT	UpstreamP1_CTCF	37
chr20	10297406	10297556	id-60105	2.38e-07	+	CCCATTGAAGTTCTCACGCCCAGCAGGTGGCAGTG	V_CTCF_BR	36
chr20	10304495	10304645	id-60106	3.56e-06	-	CCTGCCCTACCCCACACTGCAGCCAGGGGAATCTC	Upstream_CTCF	16
chr20	10338748	10338898	id-60107	1	+	NA	NONE	36
chr20	10362261	10362411	id-60108	3.28e-05	-	TGTAAAATGGGAATAGCTACCACATGAGGGTGCTG	V_CTCF_BR	22
chr20	10384994	10385144	id-60109	2.34e-06	-	CAGCATCCCTGGCCTCTGCACACTAGATGCCAGTA	UpstreamP1_CTCF	16
chr20	10385882	10386032	id-60110	7.73e-06	-	TGACTGCAAAGCTTAGTGGCCTACAGGTGGCTGTA	V_CTCF_BR	9
chr20	10393367	10393517	id-60111	6.84e-06	-	CTATCAAAAAATCAACTGCCCTCAAGGTGGCACTC	V_CTCF_BR	37
chr20	10407865	10408015	id-60112	9.49e-08	-	TTACACTGTGTCCAAAAGGCCAGCAGATGGCGCCC	V_CTCF_BR	40
chr20	10414722	10414872	id-60113	2.86e-06	+	GCGCCGCCCCAGGCCGCCACCGCCAGAGGCCCCAG	UpstreamP1_CTCF	27
chr20	10427838	10427988	id-60114	1	+	NA	NONE	22
chr20	10429538	10429688	id-60115	6.84e-06	-	GCCCTCAGAGCAATGCCTAACACTAGAGGGTACTC	V_CTCF_BR	16
chr20	10447055	10447205	id-60116	1	+	NA	NONE	4
chr20	10450269	10450419	id-60117	1.56e-05	+	CCTTGGATTCTCTCTGAGGGCTGTAGGGGGCATCA	Upstream_CTCF	40
chr20	10457226	10457376	id-60118	1	+	NA	NONE	4
chr20	10459704	10459854	id-60119	1.16e-05	-	GAATCAGAGTCACTACTTGCCTCTAGGTGGAGTCC	Upstream_CTCF	21
chr20	10473680	10473830	id-60120	1	+	NA	NONE	7
chr20	10512372	10512522	id-60121	1	+	NA	NONE	4
chr20	10517220	10517370	id-60122	9.06e-08	-	TTGTAGCATTAGCCCCTTACCAGAAGAGGGCAACG	UpstreamP1_CTCF	39
chr20	10519452	10519602	id-60123	4.94e-06	+	ACTGTATTGTCACATTTCACCAATAGGTGCTGATT	Upstream_CTCF	3
chr20	10534122	10534272	id-60124	1.99e-07	-	ACCTTTAAGGAGTATGCTGCCACCAGGTGGAGGTC	V_CTCF_BR	40
chr20	10538536	10538686	id-60125	1.56e-06	+	GAGCAGTGCTGCACTGGCAGCTGCAAGGGGCAGGT	UpstreamP1_CTCF	3
chr20	10539507	10539657	id-60126	1	+	NA	NONE	26
chr20	10547181	10547331	id-60127	1	+	NA	NONE	2
chr20	10592108	10592258	id-60128	1.74e-07	+	GCCTCAGGTCCATATCCTTCCAGCAGGGGGAGGTG	Upstream_CTCF	40
chr20	10603480	10603630	id-60129	6.21e-05	+	AATCAGACCCAGCCAGAAGACACTAGTGGCCAGCA	V_CTCF_BR	9
chr20	10617274	10617424	id-60130	4.17e-05	-	CCAGTAGACAGCTGGGTTTCCACAAGGTGGGGTCA	Upstream_CTCF	20
chr20	10628207	10628357	id-60131	9.71e-06	-	ACAGAACTTCCTGCAACGGCAGACAGAGGGGGATG	Upstream_CTCF	40
chr20	10631959	10632109	id-60132	1	+	NA	NONE	11
chr20	10646503	10646653	id-60133	1	+	NA	NONE	7
chr20	10648606	10648756	id-60134	2.01e-05	-	CGTGTGCTGGGAAGAAATTCCGCAAGGTGGCTCCC	Upstream_CTCF	7
chr20	10652135	10652285	id-60135	7.15e-05	+	CTAAGCCGGCGGACAGGAGGCAGCAGAGTGCACCC	V_CTCF_BR	39
chr20	10655461	10655611	id-60136	5.72e-07	+	CCGCAGTGCCGGGATTGCACCTGTAGGCGGCCTCC	UpstreamP1_CTCF	40
chr20	10677374	10677524	id-60137	1.57e-08	+	TCAGCCTTGCCAGCTGCTGCCAGTAGGGGGTGCTA	Upstream_CTCF	40
chr20	10682338	10682488	id-60138	1	+	NA	NONE	15
chr20	10804369	10804519	id-60139	5.92e-05	-	GAAAAAGCAGATGTGGAAACCCCTAGAGGGTGCTC	V_CTCF_BR	5
chr20	10891283	10891433	id-60140	1	+	NA	NONE	15
chr20	10891709	10891859	id-60141	1	+	NA	NONE	4
chr20	10942442	10942592	id-60142	1	+	NA	NONE	9
chr20	10944484	10944634	id-60143	1	+	NA	NONE	1
chr20	10953020	10953170	id-60144	4.88e-05	+	ATACCCTTTCTGTTTCCTACCAGCAGAGGGGAGAA	UpstreamP1_CTCF	23
chr20	11079663	11079813	id-60145	5.08e-07	+	TCCCTGATGTAGTCAACTGCCACCAGATGGCTGAC	V_CTCF_BR	33
chr20	11098875	11099025	id-60146	8.56e-05	+	AAGCAGTTTCTGGGCTTCTCCACTAGGTATGGTTT	UpstreamP1_CTCF	5
chr20	11121062	11121212	id-60147	1	+	NA	NONE	10
chr20	11160024	11160174	id-60148	9.66e-05	-	TGAGACAGGCTTATCTTGGCCACTAGTGGGACACT	Upstream_CTCF	19
chr20	11162749	11162899	id-60149	1	+	NA	NONE	15
chr20	11185914	11186064	id-60150	1.47e-05	-	GACTCATCAACTGTGCCTACCAACAGAGGGCGTAG	V_CTCF_BR	40
chr20	11198191	11198341	id-60151	7.17e-05	-	GCAGTAGTGTGCAGATAACACACCAGAGGTTCCCT	Upstream_CTCF	6
chr20	11212507	11212657	id-60152	4.7e-05	-	GTTGCAGACTCTTAACTGGCCAGTAGGCCGGGCTG	Upstream_CTCF	13
chr20	11242380	11242530	id-60153	1	+	NA	NONE	9
chr20	11245988	11246138	id-60154	1.26e-05	+	GATGTAATGTCAGGATGCTCCACCAGGTTCCCAAA	Upstream_CTCF	17
chr20	11248131	11248281	id-60155	1	+	NA	NONE	30
chr20	11252137	11252287	id-60156	2.1e-06	+	ATGGTTCCTCCCCCCGGCGCCCCCAGAGGCCACTA	Upstream_CTCF	30
chr20	11254833	11254983	id-60157	4.88e-05	-	GCCGGTTTTATTTTCTTTGTCACTAGATGTCACTG	V_CTCF_BR	39
chr20	11319335	11319485	id-60158	4.21e-05	-	TGAGACCTCCTACCAGCACCCACATGAGGGAGCTT	V_CTCF_BR	5
chr20	11331387	11331537	id-60159	1	+	NA	NONE	12
chr20	11419148	11419298	id-60160	7.27e-06	+	GTGGCGCTATGACTGCATGACAGTAGATGGAGCCG	V_CTCF_BR	3
chr20	11524816	11524966	id-60161	6.84e-06	-	TAAAAAATCAAAAATACAGCCAGCAGATGGCGAGA	V_CTCF_BR	38
chr20	11534375	11534525	id-60162	3.88e-06	+	GTGGTCATAACTGATCTGTCCAGAAGATGGCTCTC	V_CTCF_BR	39
chr20	11549990	11550140	id-60163	1.59e-06	+	TCTCTTAGCAAGGTGGTTGCCAGAGGGTGGCGGTG	V_CTCF_BR	3
chr20	11566523	11566673	id-60164	1.15e-07	+	CATGCAATTTTAGAAACTTCCACAGGGTGGCAAGG	Upstream_CTCF	35
chr20	11586754	11586904	id-60165	1	+	NA	NONE	0
chr20	11626992	11627142	id-60166	2.78e-06	+	CTGAAACCGCTCTACCCTACCTCCTGATGGCAGCA	V_CTCF_BR	9
chr20	11657302	11657452	id-60167	5.08e-07	+	CAGGATATTCCTCTGCCTGACTCCAGGGGGCAGCA	V_CTCF_BR	40
chr20	11691983	11692133	id-60168	4.21e-05	-	AGATGCATGCGACAGCAAGCCACTAGAGGGATTTG	V_CTCF_BR	4
chr20	11696946	11697096	id-60169	1.7e-05	-	CCTGCAGGGGCAGAGAAGAGCAGAGGAAGGAGTTG	Upstream_CTCF	37
chr20	11707890	11708040	id-60170	1	+	NA	NONE	26
chr20	11736150	11736300	id-60171	1	+	NA	NONE	19
chr20	11819005	11819155	id-60172	1	+	NA	NONE	12
chr20	11893093	11893243	id-60173	8.64e-05	+	CCTGCTTGGCCCATAGGTGGGGCTAGAGGAAGCCT	Upstream_CTCF	39
chr20	11898413	11898563	id-60174	7.02e-05	+	CTTCAGCTATTGGCTCGGAGCACTGGCTGTCTGAC	UpstreamP1_CTCF	25
chr20	11946383	11946533	id-60175	3.88e-06	-	CTTAAGGCAGCACTTCCACCCACCAGGTGGCTCCT	V_CTCF_BR	30
chr20	11961011	11961161	id-60176	1.64e-05	-	AATCCTCCTCTAGAAGTGACCACTAGAGGCTGGTA	V_CTCF_BR	28
chr20	11992993	11993143	id-60177	4.71e-06	+	AGTGTGTTAATGACAGGCTACACCAGGGGGAGACA	Upstream_CTCF	40
chr20	12146835	12146985	id-60178	1	+	NA	NONE	22
chr20	12188595	12188745	id-60179	2.47e-08	-	GGTGCAGTTCCAAAGGGAGACACAAGGGGGATGAA	Upstream_CTCF	40
chr20	12236361	12236511	id-60180	1.39e-05	-	GTATCAGCCCTATAAACGGACTCTGGGTGGCACCA	V_CTCF_BR	8
chr20	12268276	12268426	id-60181	7.17e-05	-	TCTGGTTTGAAACTTTCTGACACTAGGTGGGATCT	Upstream_CTCF	9
chr20	12338771	12338921	id-60182	8.79e-07	-	GTGCCATTATTTCTCCAAGCCAGTAGGTGGCTCTT	UpstreamP1_CTCF	27
chr20	12339382	12339532	id-60183	2.47e-07	-	GTGCAGTTCAAGCTGCAGTCCAGTAGTTGGCATTT	UpstreamP1_CTCF	14
chr20	12371914	12372064	id-60184	3.91e-06	+	CTGGCACTCCCCACCATGCCCACAGTGGGGAGGCC	Upstream_CTCF	5
chr20	12375527	12375677	id-60185	1.54e-05	+	GTGTGGTGAAGGACTGCAGCCCTCAGATGGGGCTA	UpstreamP1_CTCF	16
chr20	12397041	12397191	id-60186	8.59e-05	-	GGCTGCACACAAAATCTCTCCACATGAGGCCAGAG	V_CTCF_BR	1
chr20	12464617	12464767	id-60187	1	+	NA	NONE	6
chr20	12551097	12551247	id-60188	5.93e-06	-	AGGGAAGTGGTGAGAGCGACCCCTAGAAGGCAGCT	Upstream_CTCF	27
chr20	12641673	12641823	id-60189	5.34e-06	+	GCTTTTGGAATTCACTGAACCACATGGGGGCACTA	V_CTCF_BR	18
chr20	12721448	12721598	id-60190	1	+	NA	NONE	5
chr20	12788774	12788924	id-60191	1	+	NA	NONE	4
chr20	12819034	12819184	id-60192	1.26e-07	+	AGCCTGTGTGATTCTTCCACCAGTAGGGGGCACAC	V_CTCF_BR	33
chr20	12905926	12906076	id-60193	1.64e-06	+	GTGCCTTTTTTGGGCTTAGCCACAAGATGTCAGCC	UpstreamP1_CTCF	40
chr20	12909500	12909650	id-60194	2.1e-05	+	TTGCTGTTTCCTCACATGGCAGAAAGAGGGTGAGA	UpstreamP1_CTCF	12
chr20	12918145	12918295	id-60195	4.43e-05	-	TCATTTTTTTTTACTTGACCCTCTAGATGGAGCCA	V_CTCF_BR	3
chr20	12919671	12919821	id-60196	1	+	NA	NONE	15
chr20	12947248	12947398	id-60197	2.04e-05	-	AAGGACATACACATACAACCCAGCAGATGGCACTT	V_CTCF_BR	37
chr20	12951038	12951188	id-60198	3.18e-06	+	GCACCTATTTCAGGCTGAGCCACAAGATGTCAGCC	V_CTCF_BR	39
chr20	12959762	12959912	id-60199	2.96e-05	-	GCTTATCGCTGGAAAACACCCTCCAGAGGTAGCAG	V_CTCF_BR	1
chr20	12989856	12990006	id-60200	7.15e-05	+	CTTCACACCCATGGCTAACCCTGGAGGTGGTGCTG	V_CTCF_BR	26
chr20	13086612	13086762	id-60201	8.81e-07	-	TTTTAGCGTACATTATTAACCACTAGATGGCAGCC	V_CTCF_BR	39
chr20	13100273	13100423	id-60202	1.04e-10	+	ACTGCAGTGTCTAAATTTACCACTAGATGGCAGCA	Upstream_CTCF	40
chr20	13202374	13202524	id-60203	1	+	NA	NONE	20
chr20	13242820	13242970	id-60204	4.96e-08	-	AAGGCCAGGCCACCAGTGGCCACCAGGGGGCTTCC	Upstream_CTCF	40
chr20	13267255	13267405	id-60205	6.64e-05	-	GCTGTGGAGCCTCCTCAGTCCACTAAGTGGAATTG	Upstream_CTCF	4
chr20	13273413	13273563	id-60206	1.03e-06	+	AAATGGTGCCCTCAGTTCTCCAGCAGAGGGAGGGA	V_CTCF_BR	6
chr20	13280178	13280328	id-60207	6.64e-05	+	TGAGTATTTCTCATACATTACGCTAGGGGCGTGTG	Upstream_CTCF	3
chr20	13283393	13283543	id-60208	3.31e-06	-	TTACCCTTCCCATGTGCAGCCACTAGAGGGCCGTG	UpstreamP1_CTCF	40
chr20	13305705	13305855	id-60209	4.23e-08	+	AGCCACTCGACCTAAGTGACCACCAGAGGGTGCCC	V_CTCF_BR	40
chr20	13404253	13404403	id-60210	3.63e-06	+	ACTGGCAGCAACGGTTCCTCCTGTAGAGGGAACTA	V_CTCF_BR	8
chr20	13439626	13439776	id-60211	2.04e-08	+	GTAGCAGTTCATCTACTGGCCCCTAGAGGCCACTC	Upstream_CTCF	40
chr20	13472651	13472801	id-60212	1	+	NA	NONE	17
chr20	13476984	13477134	id-60213	3.24e-06	-	ACTGCAATTTTCATGTTAGCCTCTAGGCGATGATA	Upstream_CTCF	20
chr20	13527295	13527445	id-60214	2.43e-06	-	GAGGTGAGTCAGGAAGTGCCCACAAGGGGGCGTGC	Upstream_CTCF	40
chr20	13590970	13591120	id-60215	4.41e-06	+	CCAGTGTTACCCTGAGGTGACTGAAGGGGGCACAA	V_CTCF_BR	20
chr20	13624731	13624881	id-60216	8.33e-05	+	GCTGAACTAATTTACATTCCCACCAGCAGGGTATA	Upstream_CTCF	18
chr20	13673738	13673888	id-60217	1	+	NA	NONE	1
chr20	13684057	13684207	id-60218	1	+	NA	NONE	3
chr20	13736596	13736746	id-60219	1	+	NA	NONE	9
chr20	13752615	13752765	id-60220	1.04e-05	-	ATTTAAGATAGTTTTTAAGCCACTAGGTGGAGCTA	V_CTCF_BR	39
chr20	13765222	13765372	id-60221	1.32e-05	-	TTAGCTGCCCCCCTGCGGTACAGGAGGTGGAAAGG	Upstream_CTCF	8
chr20	13768933	13769083	id-60222	4.68e-07	-	CTTGTGATGAGCCAGCTTTCCACCAGGTGGCTCCA	V_CTCF_BR	40
chr20	13800933	13801083	id-60223	2.06e-07	+	CTTTTAGTACCATTTTCATCCACTAGGTGGAAGCA	Upstream_CTCF	40
chr20	13803214	13803364	id-60224	1.64e-05	+	TCTCCTTGGTTGAGAGTCACAGCCAGAGGGAGCTC	V_CTCF_BR	20
chr20	13820063	13820213	id-60225	1	+	NA	NONE	3
chr20	13851121	13851271	id-60226	1.56e-05	+	CCTGCCTTGAAGAGTTCACACGCTAGGGGGCTCTG	Upstream_CTCF	10
chr20	13864280	13864430	id-60227	6.86e-07	-	TCAGCTCCAGCCACTGTGGTCACCAGATGGCAGCT	Upstream_CTCF	2
chr20	13865609	13865759	id-60228	1	+	NA	NONE	3
chr20	13878760	13878910	id-60229	4.41e-06	+	CAAAGAGTCTAGTTTCCACCCAGTAGGTGGAGCTG	V_CTCF_BR	26
chr20	13933999	13934149	id-60230	3.63e-05	-	CGATCTTAACTGCTTCCTGCTGACAGGGGGCGCTG	V_CTCF_BR	22
chr20	13948177	13948327	id-60231	6.9e-05	+	AGTGCCATCTTACTTTCAACCATATGGGGGCAACT	Upstream_CTCF	5
chr20	13975803	13975953	id-60232	2.19e-05	+	CGCGGTCCACCTCCCTCTCCCACTAGGCGTCGGCT	Upstream_CTCF	17
chr20	13976690	13976840	id-60233	8.46e-07	-	TGTGCCGCGCCCGGGGCTGCCGCCTGGGGGTCCCC	Upstream_CTCF	8
chr20	14016691	14016841	id-60234	1	+	NA	NONE	17
chr20	14035900	14036050	id-60235	4.88e-08	-	ATGCATTTTTGGAAATCGATCACTAGAGGGCGGCA	UpstreamP1_CTCF	39
chr20	14122835	14122985	id-60236	3.71e-05	+	GCTTCAGTGGCTATCAGGTCAGCCAGAGGTGACTC	Upstream_CTCF	38
chr20	14170558	14170708	id-60237	2.66e-05	+	GACATTTACATAAAGCTTCACTCAAGAGGGCGCCA	V_CTCF_BR	37
chr20	14174212	14174362	id-60238	3.09e-05	+	GTCAAGTAAGAACTTGAGTCCTGCAGGAGGAGCTA	UpstreamP1_CTCF	12
chr20	14174666	14174816	id-60239	8.99e-05	-	AGTAGGTACCTATTCCCCACCACAAGGAGGAGTTA	V_CTCF_BR	32
chr20	14179220	14179370	id-60240	1	+	NA	NONE	6
chr20	14245645	14245795	id-60241	7.49e-07	-	GTGTAATATATTTGAATGAACAGCAGAGGGAGGAA	UpstreamP1_CTCF	37
chr20	14315090	14315240	id-60242	4.01e-05	+	TTTACTGTAGAGTTTTTGCCCACTGGGGGGTGGTA	V_CTCF_BR	37
chr20	14317449	14317599	id-60243	6.64e-05	+	ATAGCAGTGCAAGCTTTAAAATCTAGGTGTAGCTG	Upstream_CTCF	23
chr20	14318339	14318489	id-60244	1	+	NA	NONE	38
chr20	14542647	14542797	id-60245	1	+	NA	NONE	13
chr20	14603542	14603692	id-60246	3.6e-07	-	CCTGCACCAGCAGTCAAGTCCAGTAGAGGGACTTA	Upstream_CTCF	33
chr20	14613680	14613830	id-60247	6.8e-06	+	TTTCTCTTTCCTCTTCCTGCCAGTAGTGGCCACTC	UpstreamP1_CTCF	15
chr20	14690754	14690904	id-60248	4.94e-06	-	ACTGAAATCTCTGCTTTGGCCACTCGAGGTCTCCT	Upstream_CTCF	15
chr20	14722355	14722505	id-60249	6.8e-06	+	ATGCAGTATATGAGTATAGTCACAAGGGGTCATAA	UpstreamP1_CTCF	7
chr20	14738529	14738679	id-60250	1.52e-07	-	AGCCTCGGCTTTCTTGTCGGCACCAGGGGGCACAG	V_CTCF_BR	3
chr20	14742665	14742815	id-60251	4.5e-06	-	AAGGAAGTGATCAGCCTCACCAGCAGGAGGCCATG	Upstream_CTCF	17
chr20	14798526	14798676	id-60252	5.67e-06	+	GAAGCAGTAACAGCTAAGTGCTCTAGGTGGGCCAC	Upstream_CTCF	5
chr20	14861475	14861625	id-60253	1.32e-05	-	ACTGTGATTGCAGCTGCCCACGCTGGGCGGCAGTA	Upstream_CTCF	2
chr20	14929195	14929345	id-60254	1	+	NA	NONE	34
chr20	14940469	14940619	id-60255	4.88e-05	+	ATCTGTAATACCTGATTTACCACAAGAGGTAGCCT	V_CTCF_BR	7
chr20	14945441	14945591	id-60256	8.21e-06	-	TCCGCCTATACCTGCTTCACCACTTGAGGGTGCAG	V_CTCF_BR	7
chr20	15042623	15042773	id-60257	1	+	NA	NONE	9
chr20	15217540	15217690	id-60258	1.64e-05	-	AACCACCCTCACAAAATGGTCCCTAGAGGGCAGTG	V_CTCF_BR	38
chr20	15358912	15359062	id-60259	8.16e-07	+	AGATGGGTGGTAGAGAGACCCAGTAGAGGGCAGCA	V_CTCF_BR	30
chr20	15463296	15463446	id-60260	5.08e-05	+	CTGTTGTTCCACATTCTTACCAGCATTCGGTATTG	UpstreamP1_CTCF	17
chr20	15472331	15472481	id-60261	2.38e-07	+	GTGGCAAAGTGAGCTCTGGCCACCAGAAGGAGCCC	V_CTCF_BR	32
chr20	15496452	15496602	id-60262	3.03e-05	+	CCTGCTCTTTCCTTTATCTTGGACAGATGGCAGTG	Upstream_CTCF	8
chr20	15565261	15565411	id-60263	1.17e-05	+	CCCTTCCTTGCGTAGTGTACCCACAGGGGGCACTG	V_CTCF_BR	8
chr20	15618731	15618881	id-60264	1	+	NA	NONE	1
chr20	15624484	15624634	id-60265	1.29e-05	+	CCTCACGGTCTTAAGATGGCCACTAGGGGTCCAGC	UpstreamP1_CTCF	38
chr20	15634898	15635048	id-60266	1.47e-05	-	TGACAATGGCACATTTTAAACTCTAGGGGGAGCTC	V_CTCF_BR	40
chr20	15680167	15680317	id-60267	1	+	NA	NONE	17
chr20	15689761	15689911	id-60268	1.96e-08	+	TTTCCATGCAGAGGAGGAACCACCAGGGGGCGGTG	V_CTCF_BR	39
chr20	15740305	15740455	id-60269	3.28e-05	-	AAAACCACTGGCTGCCTCACTGCCAGAGGGCAATA	V_CTCF_BR	15
chr20	15823619	15823769	id-60270	1.28e-06	+	GTCACGACCCTTTTCCTCACCACTTGGTGGCACTG	V_CTCF_BR	14
chr20	15848673	15848823	id-60271	3.4e-06	-	TGAGTGGTAAGAGACAGTACCAGCAGATGGAGCCT	V_CTCF_BR	31
chr20	15883288	15883438	id-60272	2.04e-05	+	TCATGGCAAGGAGCTGAGGCCCCCTGCTGGCAGCC	V_CTCF_BR	32
chr20	15911055	15911205	id-60273	2.27e-06	-	AGACAGTGCATCCTCAAATCCAGCAGGGGGAACCA	V_CTCF_BR	36
chr20	15988777	15988927	id-60274	1	+	NA	NONE	11
chr20	15998565	15998715	id-60275	6.34e-08	-	TATGGAATACCACTAGATGCCACTAGGTGTAGGAG	Upstream_CTCF	8
chr20	16025244	16025394	id-60276	1	+	NA	NONE	8
chr20	16187524	16187674	id-60277	3.81e-05	-	GGTCAGAGTATAGAGGAGTTCACCTGGGGGCAGCC	V_CTCF_BR	1
chr20	16222739	16222889	id-60278	9.41e-05	-	CCCTGGCATTATTGTTCTACCACATGGGGGAGTGG	V_CTCF_BR	24
chr20	16224274	16224424	id-60279	1	+	NA	NONE	9
chr20	16260092	16260242	id-60280	2.53e-05	+	TAACAATAATCTCACAGCGCTGGCAGGGGGCAGAC	V_CTCF_BR	17
chr20	16333059	16333209	id-60281	2.97e-06	+	GTGGAAACCTCCTCATGGCCCAGCAGGGGTCAGAA	V_CTCF_BR	16
chr20	16333517	16333667	id-60282	1.16e-05	-	GACGCTGTGCCCTCTGTGACCAGCAGGGCAGGGTC	Upstream_CTCF	12
chr20	16345108	16345258	id-60283	1.1e-05	+	AGCTCCTAGGATTGAAGCCACAGCAGAGGGAGCTA	V_CTCF_BR	4
chr20	16348887	16349037	id-60284	2.83e-07	-	AGCTGCAGGGAGCCTGAGGCCAGCAGAGGGTGCGG	V_CTCF_BR	1
chr20	16349647	16349797	id-60285	1.84e-06	-	CATCACAAGAGAGAACTCACCAGCAGAGGGATCAG	V_CTCF_BR	21
chr20	16359440	16359590	id-60286	4.94e-06	-	CTTGCCAGTCTGAACAGTGGCAGCAGAGAGCAGTC	Upstream_CTCF	10
chr20	16384957	16385107	id-60287	1	+	NA	NONE	7
chr20	16414827	16414977	id-60288	1.95e-07	-	CCTGCAATCACCAGAGCCACCGGAAGGGGCAGAAG	Upstream_CTCF	40
chr20	16456726	16456876	id-60289	7.11e-06	-	ACTGCGTTTTAGTTTCTTAACACTAGATGTCACTG	Upstream_CTCF	40
chr20	16499058	16499208	id-60290	1.82e-07	+	CTCACTTGAGGGGAACTGCCCACAAGAGGGCACTG	V_CTCF_BR	40
chr20	16511056	16511206	id-60291	1	+	NA	NONE	6
chr20	16522629	16522779	id-60292	4.94e-06	-	GGTGTAGTGGTGAATGCTGCCACTTGGGTGTGGTG	Upstream_CTCF	4
chr20	16553607	16553757	id-60293	3.86e-05	-	GCTGTCCCGTTCACATTGCCCTGGAGAGGACCCTG	Upstream_CTCF	24
chr20	16553880	16554030	id-60294	1	+	NA	NONE	7
chr20	16570398	16570548	id-60295	1.03e-06	+	ACCGTCTCATGGTTTCTCAACAGCAGGTGGCGCGA	V_CTCF_BR	4
chr20	16615403	16615553	id-60296	1.03e-05	-	AGGTTGCTTTTTAAATGTGCCACTAGAGGGAGAAA	UpstreamP1_CTCF	39
chr20	16647043	16647193	id-60297	3.79e-08	-	TTGCAATTCTGTCAAACTGCCACCAGCTGGCCAGC	UpstreamP1_CTCF	32
chr20	16680068	16680218	id-60298	1	+	NA	NONE	9
chr20	16682074	16682224	id-60299	3.16e-06	+	CTGTGGGTAGACCATCATGCCACATGGTGGCAGTG	UpstreamP1_CTCF	38
chr20	16728201	16728351	id-60300	1	+	NA	NONE	20
chr20	16730342	16730492	id-60301	1.1e-05	-	TACCTCCCTTTCACTCCGGGGTCCAGGGGGCGCTG	V_CTCF_BR	24
chr20	16741998	16742148	id-60302	1.08e-05	-	ATGCCAGATCTCAAACTGACCACTGGAGGTCATCC	UpstreamP1_CTCF	38
chr20	16742734	16742884	id-60303	2.15e-05	-	CAACATCCTTGGCCTTTACCCACTAGATGCCAGTA	V_CTCF_BR	12
chr20	16782679	16782829	id-60304	5.26e-07	+	AAGTCAATACCACCTTCCGCCAGGAGATGCCGCCA	Upstream_CTCF	39
chr20	16784706	16784856	id-60305	1.48e-06	+	GCCGGCGTATTTCATTAGTCCTCTAGAGGGCGCCC	V_CTCF_BR	40
chr20	16802235	16802385	id-60306	1.52e-09	-	GTGCAGTTCAGCTTACCAGCCAGTAGATGGCGTTC	UpstreamP1_CTCF	40
chr20	16885515	16885665	id-60307	6.82e-05	-	TCTCCCCAGTATGGAGCTGCCACACGAGGGAGCTC	V_CTCF_BR	28
chr20	16948719	16948869	id-60308	1	+	NA	NONE	3
chr20	17012178	17012328	id-60309	1.55e-05	+	CGCCAGGGGGCAAAGAAGCCCAGGAGATGCCGCCC	V_CTCF_BR	1
chr20	17041036	17041186	id-60310	1	+	NA	NONE	3
chr20	17147369	17147519	id-60311	8.99e-05	-	AGCCTCTACACCTGCTTAGACTAGAGGTGGCGCTT	V_CTCF_BR	0
chr20	17207404	17207554	id-60312	3.8e-07	+	GCTGCGCTGCGCTGCGCCCCCAGAAGGCGGAGGCG	Upstream_CTCF	1
chr20	17227284	17227434	id-60313	3.09e-06	-	TCTGATTGACAGCCTAGGACCACTAGGGGACAGAC	Upstream_CTCF	3
chr20	17262247	17262397	id-60314	5.51e-07	-	TCACTGGGATTCACAGCAACCAACAGGGGGCAGCA	V_CTCF_BR	36
chr20	17268263	17268413	id-60315	5.48e-05	+	TCAGCAGTGCCATTAGCAACCACAGGTGGCGCTGT	Upstream_CTCF	31
chr20	17412506	17412656	id-60316	4.65e-10	-	CAGCAACGATCCGAGTTGGCCACCAGGTGGCGCTT	UpstreamP1_CTCF	40
chr20	17419416	17419566	id-60317	5.12e-06	-	AAGCTTTCCCTTGGCCTGGCCCACAGGGGGCTCTG	UpstreamP1_CTCF	15
chr20	17423358	17423508	id-60318	2.37e-05	-	AATGTTTAACAACCAGCTCCCTGAAGGGGGCGTAA	Upstream_CTCF	27
chr20	17485569	17485719	id-60319	3e-06	+	CTGTCTTACACAAACTAAACCACTAGATGGTGCTA	UpstreamP1_CTCF	40
chr20	17517692	17517842	id-60320	2.19e-05	+	CAGAACATGCAAATGTCTGCCACAAGAGGGCCACC	UpstreamP1_CTCF	40
chr20	17522692	17522842	id-60321	8.13e-06	-	GAGGCAACTCCAGAACACTCCTGCAGGTGACTCAG	Upstream_CTCF	13
chr20	17551100	17551250	id-60322	6.82e-05	-	CCCGGATGGATTTCACAGAGCGGGTGGGGGCGCTC	V_CTCF_BR	22
chr20	17592118	17592268	id-60323	1.27e-06	+	ATGCACAGACCTGGGGCTCCCAGCAGGTGGCCTGA	UpstreamP1_CTCF	40
chr20	17592441	17592591	id-60324	1.1e-06	-	TTCTGGGTGAGGGAGGCCGCCTGCAGGAGGCAGAA	V_CTCF_BR	13
chr20	17598266	17598416	id-60325	8.16e-07	-	AGGTCTTACCCGGACCAGAACACCAGAGGGCAGTG	V_CTCF_BR	40
chr20	17609084	17609234	id-60326	8.08e-08	-	TGTGCGCTTCTGGACACTGACACCAGGTGGAGAGC	Upstream_CTCF	20
chr20	17617361	17617511	id-60327	1.93e-05	+	CTTGCAGGGCAGGAGCCTATCAGAAGGGAGCAAGA	Upstream_CTCF	18
chr20	17629918	17630068	id-60328	6.39e-08	-	CCAGAAGTCATGCACATGACCAGCAGATGGCAGAG	V_CTCF_BR	39
chr20	17632511	17632661	id-60329	4.01e-05	-	TGCCCCAGAGGGAGACCTGGCAGGAGTGGTAGGCC	V_CTCF_BR	17
chr20	17635701	17635851	id-60330	1.28e-06	+	TTTCCAAAGGGCGTTCCCAGCTCCAGGGGGCGCTG	V_CTCF_BR	39
chr20	17640524	17640674	id-60331	3.4e-06	-	GGTGCCGATGGTGGTGGTGCCCCCAGTGGGTGCCA	V_CTCF_BR	26
chr20	17659853	17660003	id-60332	1	+	NA	NONE	2
chr20	17661876	17662026	id-60333	7.42e-09	+	AACGGTGGCCCCGGCCCCGCCGCCAGGGGGAGCAG	V_CTCF_BR	40
chr20	17663369	17663519	id-60334	5.67e-06	-	CTTGTCCTCATACCCGGCGGCCCGAGGGGGCGCTG	Upstream_CTCF	40
chr20	17681055	17681205	id-60335	6.49e-06	-	ACCGTCGTTCACATTTTGGACGGGAGGTGGCTGTG	Upstream_CTCF	1
chr20	17690604	17690754	id-60336	4.3e-06	+	TGAGCAGTTACTGCCATGAGCACTGGGGGCTCCCT	Upstream_CTCF	2
chr20	17693387	17693537	id-60337	1	+	NA	NONE	1
chr20	17702413	17702563	id-60338	3.09e-05	+	GTGTATTTATTGTTTCAGACCACATGGGGCAGGAT	UpstreamP1_CTCF	37
chr20	17727156	17727306	id-60339	1	+	NA	NONE	4
chr20	17787534	17787684	id-60340	8.34e-07	+	AGGCTGCTCCTCCCAGCCGCCCCGGGGGGGCAGGC	UpstreamP1_CTCF	8
chr20	17788380	17788530	id-60341	1	+	NA	NONE	4
chr20	17840395	17840545	id-60342	6.82e-05	+	CCTCTCCGAGCACTTTGTTCCACTTGCTGGAGGGC	V_CTCF_BR	5
chr20	17847234	17847384	id-60343	1	+	NA	NONE	7
chr20	17848307	17848457	id-60344	1.15e-06	-	GCTGCACTGGCTCCCAGAGTCCCCAGGGGGCTTGA	Upstream_CTCF	4
chr20	17856672	17856822	id-60345	2.34e-06	-	CTGCCTGGCTTACTCGGGGCCAGTACATGGCAGTG	UpstreamP1_CTCF	17
chr20	17859587	17859737	id-60346	5.13e-05	+	AAAAACCTGAACAGGGGTTGCCGCAGGGGGCAGTG	V_CTCF_BR	21
chr20	17864746	17864896	id-60347	4.88e-05	+	AACACTCTTCCATGGCCTTCCACTGGAGGGCATAA	V_CTCF_BR	28
chr20	17870032	17870182	id-60348	3.63e-06	-	AACAGTTTCTCTCCTAAAGCCTCCAGAGGGAGCAC	V_CTCF_BR	31
chr20	17877716	17877866	id-60349	1	+	NA	NONE	1
chr20	17879265	17879415	id-60350	1.64e-07	-	GTTGTAATTCCATGTGCTGCCAGGAGGTGTCTCTC	Upstream_CTCF	40
chr20	17891739	17891889	id-60351	1	+	NA	NONE	19
chr20	17909802	17909952	id-60352	1.08e-05	-	GAGCTTCGACCTGCAGTGTCCTGGAGGGGTAGGTG	UpstreamP1_CTCF	1
chr20	17914580	17914730	id-60353	3.18e-06	-	CAGGGGAGAGTCGTAGTTGCCACTAGGAGGAGGGG	V_CTCF_BR	3
chr20	17919781	17919931	id-60354	2.62e-07	-	TTGCACCATCCGCTTTCTGCCTGTAGGCGGCAGGG	UpstreamP1_CTCF	40
chr20	17939068	17939218	id-60355	1	+	NA	NONE	24
chr20	17940530	17940680	id-60356	1	+	NA	NONE	14
chr20	17943402	17943552	id-60357	1	+	NA	NONE	6
chr20	17946590	17946740	id-60358	1	+	NA	NONE	14
chr20	17947708	17947858	id-60359	6.9e-05	+	GCTGCAATATACTGTACTACCAGAGAGTGGGGTGA	Upstream_CTCF	36
chr20	17976827	17976977	id-60360	3.79e-08	-	TTGCAGTGTACTTCTCTCACCACTAGATGACAGTC	UpstreamP1_CTCF	40
chr20	17982163	17982313	id-60361	9.81e-06	+	TGGGCCTGGTGACTCTCATCCTCCAGAGGGCTAAC	V_CTCF_BR	8
chr20	17999870	18000020	id-60362	4.88e-06	-	GTGCTTAATCACCCTGGGCCCTCTAGGAGGCAGTA	UpstreamP1_CTCF	40
chr20	18001714	18001864	id-60363	9.51e-07	-	GTGCTGAGGATCAACCCTGACTCCAGAGGGCAGAG	V_CTCF_BR	3
chr20	18013624	18013774	id-60364	5.9e-06	+	CCGCATGACAGCATTCAGGCCACTAGGGGTGGAGG	UpstreamP1_CTCF	27
chr20	18038257	18038407	id-60365	2.04e-05	+	CCCTCCTCCCGGCTGCTCCCCGCTAGGGGCAACGG	V_CTCF_BR	5
chr20	18047178	18047328	id-60366	1.38e-06	+	AAAGTCAGGATAGTAGCGACCACCAGGGGGAGAGG	V_CTCF_BR	32
chr20	18070803	18070953	id-60367	9.51e-07	+	AAGGCCATGGCTCTTTCGGCCTGCAGATGTCAGCC	V_CTCF_BR	11
chr20	18131022	18131172	id-60368	1.11e-05	+	CCTGGAGGCCTCCTGCTGGCCAGAAGGTACCCCTT	Upstream_CTCF	7
chr20	18156952	18157102	id-60369	1	+	NA	NONE	12
chr20	18171606	18171756	id-60370	4.65e-06	-	GTGCTGGGCACCACTCCAGGCACTGGGGGCAGTAC	UpstreamP1_CTCF	14
chr20	18178126	18178276	id-60371	8.5e-06	+	TCTGCAATGGCTTTTCTGTGCAGGAGTAGGTGCTG	Upstream_CTCF	9
chr20	18238890	18239040	id-60372	3.45e-05	+	CGTTATCATTCTCGGAACAGCTCTAGAGGGCACTG	V_CTCF_BR	14
chr20	18253136	18253286	id-60373	1.16e-05	-	ACTGCGGGTGCCCTGGTGGCCACTAGTTGTTTGGA	Upstream_CTCF	34
chr20	18256743	18256893	id-60374	1.55e-05	+	CCACTGCACTCCAGCCTGGCCGACAGAGGGAGACT	V_CTCF_BR	17
chr20	18257492	18257642	id-60375	1.99e-07	-	ACGGGCTTCAGCCCTTTGAACAGAAGAGGGCGCCC	V_CTCF_BR	40
chr20	18269137	18269287	id-60376	5.68e-06	+	GCCCCGCTGGAGGAGCTCCCCAGCTGGTGGCTGGA	V_CTCF_BR	25
chr20	18285396	18285546	id-60377	4.31e-05	+	CAGTAGGTGGCTTTTATTCCTCCTAGGGGGCCCTC	UpstreamP1_CTCF	35
chr20	18361949	18362099	id-60378	1.26e-07	-	TGGCCCAAGAATGCCTCAGCCACCAGGTGGTGCTC	V_CTCF_BR	26
chr20	18386599	18386749	id-60379	1.16e-05	-	TGAGAAATTCAAGTTCAGACCACTAGGATGAGCAA	Upstream_CTCF	2
chr20	18393953	18394103	id-60380	2.01e-05	+	AGTATATTACAAGCAATTTCCAATAGATGGCAGTC	Upstream_CTCF	40
chr20	18411990	18412140	id-60381	5.74e-05	-	AGTCAGCAAGTCTTACCTCCCGGCAGGCGGCAGCA	UpstreamP1_CTCF	9
chr20	18568560	18568710	id-60382	1.18e-09	+	GGCGCGCTTCCGGGTGTCACCTCCAGAGGGCGCCG	V_CTCF_BR	40
chr20	18577430	18577580	id-60383	1	+	NA	NONE	6
chr20	18594480	18594630	id-60384	1	+	NA	NONE	10
chr20	18609106	18609256	id-60385	2.11e-08	+	GTGCCGTGGCGCCCACCTGCCCCTGGGTGGCAGCA	UpstreamP1_CTCF	40
chr20	18612960	18613110	id-60386	4.98e-09	+	GCGCTCTGCCCCTAGCTCTCCAGTAGGTGGCGGTG	UpstreamP1_CTCF	40
chr20	18693626	18693776	id-60387	6.84e-06	+	CTTCTTCCTTTGGCCTTGGCCAGAAGGGGCTGCTG	V_CTCF_BR	17
chr20	18698898	18699048	id-60388	1.26e-07	+	TGACCATAGGGTGCTGTTACCTCCAGGTGGCAGCG	V_CTCF_BR	25
chr20	18717993	18718143	id-60389	1.04e-06	-	TCCGCACATCCTAGTGGGGCCACTGGGTGGCCAAA	Upstream_CTCF	10
chr20	18734889	18735039	id-60390	6.04e-07	+	CGGCAGTAAGAGAACTACTACAGCAGGTGGAGGAA	UpstreamP1_CTCF	2
chr20	18759743	18759893	id-60391	5.92e-05	+	CTCACATTTCTTACTACCTCCTGAAGAGGGCTGCT	V_CTCF_BR	10
chr20	18774733	18774883	id-60392	1	+	NA	NONE	14
chr20	18884947	18885097	id-60393	1.56e-06	-	GAGGCGATCCCAGAAACCACCACTAGAGGAGGGGG	Upstream_CTCF	17
chr20	18885437	18885587	id-60394	1	+	NA	NONE	26
chr20	18961665	18961815	id-60395	3.28e-05	-	TGATATTTTTATACTATTGCCTCTAGGGGGAGAAA	V_CTCF_BR	5
chr20	19000502	19000652	id-60396	3.42e-08	+	GCCACACCACCAGGTGCAAACACCAGGGGGCACCC	V_CTCF_BR	12
chr20	19004425	19004575	id-60397	5.68e-06	-	CAGGGCTGACTCCGTTTTGTCTGCAGTGGGCAGTG	V_CTCF_BR	1
chr20	19007932	19008082	id-60398	2.97e-06	+	TGCTTTCACACTCCTGTGTCCACTAGGTGGAGGCT	V_CTCF_BR	11
chr20	19026072	19026222	id-60399	6.21e-05	+	TCTGACTGTAACATATTAGCCACAAGAGTGCGCCC	V_CTCF_BR	7
chr20	19027740	19027890	id-60400	4.94e-06	+	GCAGCAGAACCCTACTTATCCTGCAGAGGATGCCC	Upstream_CTCF	4
chr20	19037689	19037839	id-60401	2.73e-07	-	TATGTTGTTTGGCCTCCAGCCAGGAGGTGGCGCTT	Upstream_CTCF	19
chr20	19054330	19054480	id-60402	3.97e-07	+	CTATGCTGATCTTTGTCAACCACTAGAGGGCAGAA	V_CTCF_BR	28
chr20	19076546	19076696	id-60403	2.81e-05	+	AAAAGCCTCACTCACATGCCCTGCAGGGGGCATTT	V_CTCF_BR	7
chr20	19186689	19186839	id-60404	2.17e-09	+	AGCAGGAGAATTACCGCTGCCACCAGGGGGCGCAC	V_CTCF_BR	40
chr20	19192487	19192637	id-60405	1.48e-05	+	GCGCACTCGCGGCGCCCCGACTCCAGGTAGCACGT	UpstreamP1_CTCF	10
chr20	19193578	19193728	id-60406	1.1e-06	+	GGTGAGTGCACGCTGCCTGCCCCGAGTGGGCGCTG	V_CTCF_BR	26
chr20	19230285	19230435	id-60407	3.28e-05	-	GATTTTTTTTCAAAGTGAGTCACCAGGGGTCACTG	V_CTCF_BR	14
chr20	19332308	19332458	id-60408	1.65e-07	+	ATGCACTTCACCTCAGTTTCCACCAGGTGGTTAGT	UpstreamP1_CTCF	12
chr20	19444261	19444411	id-60409	8.71e-06	-	CTCAATCCGCACATGTGGCCCAGAAGAGGGCTCCT	V_CTCF_BR	2
chr20	19525946	19526096	id-60410	4.68e-07	-	GCGGATGCCAGGCCAGCTGACTCCAGGGGGAGCAC	V_CTCF_BR	9
chr20	19564560	19564710	id-60411	4.02e-07	-	GCTGCACTTCCTTGCTCAGCCAGAGAGGGGCGGTG	Upstream_CTCF	40
chr20	19569474	19569624	id-60412	8.21e-06	+	ATATTCAGGTTATTACAGGCCGGCAGATGGCTCTA	V_CTCF_BR	4
chr20	19577361	19577511	id-60413	7.73e-06	-	ACCATATGCAAAAGCATGGCCACCAGGGGTCTATG	V_CTCF_BR	5
chr20	19580811	19580961	id-60414	2.6e-05	+	CAGCTTGGCCTAGACAAACCCATTAGGAGGCGCCA	UpstreamP1_CTCF	2
chr20	19601204	19601354	id-60415	5.52e-05	-	CAGAAGACCTGCTAATGTCCCAGCAGGTGGGGCCT	UpstreamP1_CTCF	3
chr20	19609310	19609460	id-60416	1.38e-06	+	ATTAAAGCATCACAGACAGACACCAGGGGGAGCTA	V_CTCF_BR	40
chr20	19628732	19628882	id-60417	2.67e-06	+	ACAGTAGTACTGAGACTGCCCTGTGGGAGGAAAAA	Upstream_CTCF	3
chr20	19643151	19643301	id-60418	2.25e-08	-	CCGCAGTTCCTGCAAATGACCACTAAGTGGTGCTC	UpstreamP1_CTCF	40
chr20	19669116	19669266	id-60419	3.8e-08	+	GCCTGTCGGGTGCTTCCGGCCAGCAGAGGGCATTG	V_CTCF_BR	40
chr20	19673369	19673519	id-60420	6.98e-07	+	CCGACGATGCTGAGAAATTCCACCAGGTGGCGCTG	V_CTCF_BR	40
chr20	19737526	19737676	id-60421	1.76e-05	+	CCGCAGGCCTTCAGCTCCCCCAGGTGAGGGAGACC	UpstreamP1_CTCF	13
chr20	19764645	19764795	id-60422	3.22e-07	+	AGAGCAGGGCTGGCACGTGGCACCGGATGGCGCTG	Upstream_CTCF	13
chr20	19765640	19765790	id-60423	1.43e-05	+	ATTACACTTCACTCTATCAACGGTAGAGGGCGCAT	Upstream_CTCF	40
chr20	19766149	19766299	id-60424	1	+	NA	NONE	7
chr20	19769736	19769886	id-60425	1	+	NA	NONE	9
chr20	19770190	19770340	id-60426	1.13e-05	+	TAGCTTTAGCTGCCTGCTCCCTGTAGGTGGCTCCT	UpstreamP1_CTCF	18
chr20	19783370	19783520	id-60427	1.76e-05	-	ATGCAGATGACTAGGGCTTGCTCTAGATGGTGCCA	UpstreamP1_CTCF	35
chr20	19783667	19783817	id-60428	2.96e-05	-	GTCACTTTACAATTCTCAGCCCACAGATGGCAGTG	V_CTCF_BR	23
chr20	19789337	19789487	id-60429	6.43e-06	+	TCTACTCAGCTGCTGCTGGCCCCCTGGGGGTGGCA	V_CTCF_BR	2
chr20	19796299	19796449	id-60430	1	+	NA	NONE	18
chr20	19809046	19809196	id-60431	7.73e-05	-	GCTGCAGAAATCAGGCAGAAAGACAGGTGGCAGAC	Upstream_CTCF	35
chr20	19816628	19816778	id-60432	3.71e-05	-	GGTGCAGAGCTCAACTCTCCCTCTGGGATGCAGAA	Upstream_CTCF	2
chr20	19819975	19820125	id-60433	4.14e-05	-	CTTCATCTGCAAAATGTGGGCAGCAGGTCCTGCTC	UpstreamP1_CTCF	5
chr20	19867418	19867568	id-60434	2.23e-06	-	CTGCGCTTCCCCATGCCTCCCCACAGATGTCACCC	UpstreamP1_CTCF	34
chr20	19883893	19884043	id-60435	1	+	NA	NONE	28
chr20	19902164	19902314	id-60436	9.41e-05	+	TGCTCCGTGGAATTCGCATCCAGGTGGGGGCGTTT	V_CTCF_BR	2
chr20	19913125	19913275	id-60437	1	+	NA	NONE	13
chr20	19955317	19955467	id-60438	1	+	NA	NONE	6
chr20	19965681	19965831	id-60439	2.58e-07	-	TCTGCATTTCCACTGCTGGCCAGAAGGCAGTGAGA	Upstream_CTCF	27
chr20	19976030	19976180	id-60440	2.38e-07	-	TGGTCTCTGCGCTGAAGAGCCACTAGGGGTCGCCC	V_CTCF_BR	40
chr20	19997811	19997961	id-60441	2.74e-08	+	TGGCAATTCCCGCCGCCGGCCGCCAGAGGAAGCTG	UpstreamP1_CTCF	40
chr20	19998540	19998690	id-60442	1	+	NA	NONE	19
chr20	20033146	20033296	id-60443	1	+	NA	NONE	26
chr20	20064571	20064721	id-60444	5.9e-06	+	TTGATTTTCTTAAAGAAGACCACTAGAGGTCACAA	UpstreamP1_CTCF	39
chr20	20111195	20111345	id-60445	7.27e-06	+	GGTAGCTGCCTCCTTTTTGGCACTAGATGGCACTT	V_CTCF_BR	34
chr20	20155206	20155356	id-60446	1.3e-07	-	CTGCAGCCACGATCAGCTGCCTGAAGAGGGTGCAG	UpstreamP1_CTCF	17
chr20	20164929	20165079	id-60447	4.65e-06	+	GTGCCAGGCATTGCTCTAGCCATGAGGTGGCAGCA	UpstreamP1_CTCF	37
chr20	20213660	20213810	id-60448	1	+	NA	NONE	2
chr20	20214058	20214208	id-60449	1.08e-05	+	CAGCAGGCAGCACGGACATCCACAGGGGGGCATAT	UpstreamP1_CTCF	5
chr20	20218127	20218277	id-60450	7.49e-07	-	TGGTCATGACACACTCTGACCTCCAGGGGGAGACC	UpstreamP1_CTCF	39
chr20	20232346	20232496	id-60451	1.29e-05	+	CAGCAGTACCAGGTAAGGCCGGGCACAGGGGGCGC	UpstreamP1_CTCF	2
chr20	20341153	20341303	id-60452	1.2e-08	+	CCTGTAGTTTTCTATCATCCCAGTAGGTGGCACAC	Upstream_CTCF	40
chr20	20343583	20343733	id-60453	1	+	NA	NONE	5
chr20	20350222	20350372	id-60454	2.15e-05	-	CAGGGGAACACCTGGGCGGCGTGCAGCAGGCGCAG	V_CTCF_BR	11
chr20	20388658	20388808	id-60455	6.46e-07	-	TCAATATTGCTATAGAGAGCCAGCAGAGGGAGCAC	V_CTCF_BR	39
chr20	20416218	20416368	id-60456	2.97e-06	+	GAGGAGCATGTGCGTCTCTCCACTTGGGGGCAGGA	V_CTCF_BR	20
chr20	20433088	20433238	id-60457	4.65e-05	-	CACTGGGTTCCTGTCCTCGCCGCCGGGAGGAGACA	V_CTCF_BR	16
chr20	20446148	20446298	id-60458	1	+	NA	NONE	39
chr20	20465443	20465593	id-60459	2.67e-06	+	TATGTAATTCTCACAACAACCCCATGAGGCCAGCA	Upstream_CTCF	22
chr20	20549362	20549512	id-60460	2.2e-06	-	GGTGGGTTTCTTCCTTTTGCCTCTGGGTGGCACAC	Upstream_CTCF	39
chr20	20574368	20574518	id-60461	1.64e-06	-	GCTGTGGCTATATTGCATCCCACCAGATGGCGATG	Upstream_CTCF	39
chr20	20574897	20575047	id-60462	2.11e-06	-	CTCTTTCTTAAATAAAATGCCAGCAGAGGGAGCCC	V_CTCF_BR	31
chr20	20645555	20645705	id-60463	2.1e-05	+	GTGTCACAAACCACATCAAACACTAGATGTCACTC	UpstreamP1_CTCF	39
chr20	20693618	20693768	id-60464	2.8e-05	-	CCTGCGCTTCTGCGACCCTGGAAAAGAGGTCGCAG	Upstream_CTCF	11
chr20	20795521	20795671	id-60465	2.55e-06	+	CTTGCTGCCTTCTGCCAGACCAGCAGGGGGTCCAT	Upstream_CTCF	6
chr20	20796767	20796917	id-60466	3.09e-05	+	GGTCAGTTCCGCATAAATTCCAACAGGAGGAGAGT	UpstreamP1_CTCF	1
chr20	20800890	20801040	id-60467	6.8e-06	+	CAGTCATGCCCAGGGCTCACCACATGGGGGAGTTA	UpstreamP1_CTCF	40
chr20	20802496	20802646	id-60468	4.65e-05	-	GCCACCTAGGCCAGCAGAGGCACTAGAGGCAAGAG	V_CTCF_BR	5
chr20	20805732	20805882	id-60469	9.49e-08	-	ACAGAGTTCCTGACGTTTTCCAGCAGAGGGCGCTA	V_CTCF_BR	40
chr20	20813492	20813642	id-60470	1	+	NA	NONE	7
chr20	20818232	20818382	id-60471	7.8e-08	+	TCACTTAGAGATGGCGAGGCCAGCAGATGGCGGTG	V_CTCF_BR	40
chr20	20824737	20824887	id-60472	6.43e-06	+	GGCTGCTCCCCTGGAGATGTCAGAAGGGGGAGCCA	V_CTCF_BR	13
chr20	20840948	20841098	id-60473	1.67e-07	+	GCTGTTAGCAAAAACTAAGCCAGCAGGGGGCGCAC	V_CTCF_BR	40
chr20	20845100	20845250	id-60474	6.39e-05	+	GGTGAGTTTTGCATTATTTCCTGAAGGTGGAGATG	Upstream_CTCF	31
chr20	20935462	20935612	id-60475	2.27e-06	-	AGCACCAATAGGGTACAGGACACAAGGTGGCACCG	V_CTCF_BR	2
chr20	21008319	21008469	id-60476	8.08e-08	+	AGTGCTGTACCAACATGTGCCAGCAGGGACCTGGG	Upstream_CTCF	22
chr20	21029566	21029716	id-60477	1.82e-07	+	TCAGAGCCCATCAGAGCGCCCACTAGAGGGCAGAA	V_CTCF_BR	40
chr20	21033972	21034122	id-60478	7.27e-06	+	AAATTGTGAGCCCCGTCTGCCAGCTGGGGGCATGC	V_CTCF_BR	9
chr20	21082364	21082514	id-60479	1	+	NA	NONE	3
chr20	21082965	21083115	id-60480	3.5e-05	-	GAGTCTTTCTCCTTCCTTGACACTGGGAGGAGCCA	UpstreamP1_CTCF	5
chr20	21095387	21095537	id-60481	1	+	NA	NONE	2
chr20	21105966	21106116	id-60482	9.41e-05	-	TCCTAATGTCCTGTAGGATCCTCTAGCAGGAGCCC	V_CTCF_BR	37
chr20	21106645	21106795	id-60483	7.46e-06	-	CTGCGCCAGCTCAGCACAGCCTCTGGGTGGCCGTT	UpstreamP1_CTCF	40
chr20	21110627	21110777	id-60484	1	+	NA	NONE	24
chr20	21216404	21216554	id-60485	7.97e-09	+	CTTGCAGCCACCAGAGCGGCCAGTGGAGGGCGCCA	Upstream_CTCF	40
chr20	21216789	21216939	id-60486	8.17e-09	+	CTGTAGGAACCCCGATTAACCATCAGGGGGCGCTC	UpstreamP1_CTCF	36
chr20	21221131	21221281	id-60487	6.05e-06	-	CTCAGGAGCGACTCTTGGAACCCCAGAGGGCAGAC	V_CTCF_BR	16
chr20	21246213	21246363	id-60488	1	+	NA	NONE	3
chr20	21246631	21246781	id-60489	3.41e-07	+	TATGCATGTGCCGAAGGTGGCACCAGGGGGTGCAC	Upstream_CTCF	2
chr20	21283891	21284041	id-60490	3.4e-06	-	AACCAAAGAGACGGGAGCAGCGGCAGAGGGCACCA	V_CTCF_BR	28
chr20	21333474	21333624	id-60491	1	+	NA	NONE	10
chr20	21470869	21471019	id-60492	5.9e-06	-	CAGCTGCATTTTAAAGCTGCCACAAGGAGGTGCTT	UpstreamP1_CTCF	37
chr20	21485941	21486091	id-60493	1.05e-08	-	TCTGCAGTACCCAGGCTTTCCGCGGGGCGGCGCGG	Upstream_CTCF	40
chr20	21486661	21486811	id-60494	7.15e-05	-	ACTGGGAGGGCCCCACCAGGCGCCAGGGCGCGCTG	V_CTCF_BR	14
chr20	21487018	21487168	id-60495	5.77e-08	-	CGTGTGCCGCGTGCTGCCGCCGCCAGGAGGCGCCC	V_CTCF_BR	38
chr20	21490496	21490646	id-60496	1.41e-06	-	GATGCTGGCGCACACTTGGCCACGCGGGGGAGCGT	Upstream_CTCF	25
chr20	21501960	21502110	id-60497	1	+	NA	NONE	7
chr20	21509631	21509781	id-60498	6.98e-07	+	CCAACATACCTCTTTCTGGACAGGAGGGGGCACAA	V_CTCF_BR	9
chr20	21510590	21510740	id-60499	2.93e-07	+	CTGTAACATTATCTGGGAACCAGCAGATGGAGCTG	UpstreamP1_CTCF	34
chr20	21538783	21538933	id-60500	6.8e-06	-	CTAAACTTCAGGTCAATGGCCACCAGGGGCTGGGG	UpstreamP1_CTCF	5
chr20	21542164	21542314	id-60501	2.97e-06	-	GCCAGGGGGCGGGTGAGAGCCAGCAGGGAGCGCCA	V_CTCF_BR	6
chr20	21552845	21552995	id-60502	4.23e-08	-	CTGGCATGACAAGTATCTGCCACTAGAGGGCACTG	V_CTCF_BR	40
chr20	21596301	21596451	id-60503	7.8e-08	-	GGTGCCAGGATTGAGCTGACCACGAGATGGCAGTC	V_CTCF_BR	40
chr20	21612795	21612945	id-60504	1	+	NA	NONE	4
chr20	21621316	21621466	id-60505	1.23e-05	+	TTCTTGTTTCCTCCAGGAGCCAATAGGTGGTAGCA	UpstreamP1_CTCF	18
chr20	21665417	21665567	id-60506	1.9e-06	-	TGAGTGCTCACCACTACCTCCACTAGGAGGCGGCT	Upstream_CTCF	7
chr20	21674082	21674232	id-60507	3.47e-07	-	GGGCATTTACCTCTGGGAACCAGGAGGGGGTGCTG	UpstreamP1_CTCF	19
chr20	21683703	21683853	id-60508	4.7e-06	+	CGCGATACCCGGCCGGGGGACGACAGGGGGCGACA	V_CTCF_BR	39
chr20	21700367	21700517	id-60509	2.64e-08	+	GCTGAAAGTATTATTCTGGCCACCAGGGGGAGCAC	Upstream_CTCF	40
chr20	21748374	21748524	id-60510	3.71e-10	-	AGCTCCGGCGGGACGAGGGCCAGAAGGGGGCGCCG	V_CTCF_BR	20
chr20	21776828	21776978	id-60511	1.67e-08	+	AATGCACAGCCCCAGGTGCCCAGCAGAGGGCATCA	Upstream_CTCF	20
chr20	21789800	21789950	id-60512	1.18e-09	+	AGGGTTCAGTCCGAAGCCGCCACCAGGGGGCGCGA	V_CTCF_BR	39
chr20	21807775	21807925	id-60513	1	+	NA	NONE	1
chr20	21813231	21813381	id-60514	7.49e-07	-	ATGTAGCCCACAGTGAGGTCCTGTGGGGGGCACCC	UpstreamP1_CTCF	2
chr20	21949218	21949368	id-60515	1	+	NA	NONE	11
chr20	22079213	22079363	id-60516	6.86e-07	+	CCTGTGCTGCTCTTCCCCTCCACCAGAGGGATGTT	Upstream_CTCF	9
chr20	22087062	22087212	id-60517	1.73e-05	-	AGACAGTCATTTCTTTTTTTCAGCAGGTGGCACTG	V_CTCF_BR	26
chr20	22118367	22118517	id-60518	3.97e-05	+	TGGCCCTCTTCTCATAGCTCCACTAGGTGGTGTCC	UpstreamP1_CTCF	3
chr20	22161007	22161157	id-60519	1.97e-06	+	TTTGACAATACCCCAGCCTCCTCTAGGGGGAGCCA	V_CTCF_BR	24
chr20	22228813	22228963	id-60520	1.09e-07	-	TGTGCAGTATCTTGGATTGCCATTAGAGGTCACCA	Upstream_CTCF	38
chr20	22266322	22266472	id-60521	2.01e-05	-	AATGGTGAGCTGGAGTTGGCCAGAAGGGTGCAGTG	Upstream_CTCF	10
chr20	22284273	22284423	id-60522	4.7e-06	+	CCCTGCAAGTCCTTCACCTCCTCTAGGTGGCTCTC	V_CTCF_BR	31
chr20	22293510	22293660	id-60523	8.46e-07	-	ACTGAAATGTGTGGAAAGACCATCAGGTGGCGCAC	Upstream_CTCF	40
chr20	22314913	22315063	id-60524	4.44e-06	+	CGGTTATACCTATGCGTGTCCACGTGGGGGCTCCA	UpstreamP1_CTCF	40
chr20	22318346	22318496	id-60525	1	+	NA	NONE	14
chr20	22319856	22320006	id-60526	6.51e-05	+	AGATCTTGGATAGTTTTGACCACCAGGAGGCGTGT	V_CTCF_BR	40
chr20	22366756	22366906	id-60527	2.1e-05	+	GGTGGTTTTTCTCTCCTCTCCTTTAGATGGCACCA	Upstream_CTCF	26
chr20	22384034	22384184	id-60528	1	+	NA	NONE	11
chr20	22419698	22419848	id-60529	7.73e-06	-	AGCCTCATTCCACCCAGGGCCTGTAGGGGCAGCAC	V_CTCF_BR	34
chr20	22434025	22434175	id-60530	9.88e-07	+	TCCTCAGCTCCCTTGTTAACCGCTAGAGGGCGGAT	Upstream_CTCF	40
chr20	22453121	22453271	id-60531	1.09e-06	+	CAGCATTAAAGGACCCTGACCCGTAGGGGGAGTTC	UpstreamP1_CTCF	4
chr20	22470959	22471109	id-60532	1	+	NA	NONE	18
chr20	22473268	22473418	id-60533	3.88e-07	+	ATGTACTGCAGAGCACTTGGCTCTAGAGGGAGCAA	UpstreamP1_CTCF	5
chr20	22564104	22564254	id-60534	3.36e-05	-	CCGCAGGTTGCTTGCTGCGACCGGAGGTGGCGTCC	UpstreamP1_CTCF	7
chr20	22565995	22566145	id-60535	1.63e-05	-	GCTGCTAGAGGGGCTGCTTGCGCCAGGCGCCGGCC	Upstream_CTCF	4
chr20	22567414	22567564	id-60536	5.01e-09	-	GGTCCCGCGGGCCTGGCGGCCGACAGGGGGCGCCC	V_CTCF_BR	40
chr20	22603992	22604142	id-60537	1	+	NA	NONE	13
chr20	22664756	22664906	id-60538	9.4e-06	-	TGGACATTCTTGCCTTTGACCACTAGATGGACCCA	UpstreamP1_CTCF	40
chr20	22665882	22666032	id-60539	2.96e-05	-	TCACAATTCCCAAATCCTTGCACTAGGTGGGGCCA	UpstreamP1_CTCF	17
chr20	22672373	22672523	id-60540	1.91e-09	+	CTGCAATTAAGCCGATTTGACAGTAGAGGGCAGCA	UpstreamP1_CTCF	40
chr20	22704388	22704538	id-60541	3.4e-06	-	CAAATACCACATGTTCTCACCACAAGTGGGAGCTA	V_CTCF_BR	17
chr20	22705612	22705762	id-60542	1	+	NA	NONE	16
chr20	22713508	22713658	id-60543	1.15e-07	+	TTGAAGTCCTCGCCATCTTCCAGCAGGCGGCAGTA	UpstreamP1_CTCF	17
chr20	22715778	22715928	id-60544	6.05e-06	+	GCCTGCCTCTGTAGACTCACCACTAGGGGCAGGGC	V_CTCF_BR	40
chr20	22783077	22783227	id-60545	5.01e-06	+	ACACAAGGAAAGGACAGTGGCAGGAGGGGGCAGTA	V_CTCF_BR	5
chr20	22787644	22787794	id-60546	1	+	NA	NONE	7
chr20	22796353	22796503	id-60547	4.71e-06	+	CCAGCCACATCACACTCAGCCACCAGGGGCTCAAG	Upstream_CTCF	29
chr20	22800533	22800683	id-60548	3.63e-05	+	GATAGTACATGATTGATCCCCTACAGAGGGAGCCC	V_CTCF_BR	6
chr20	22832504	22832654	id-60549	7.23e-07	+	CCTGCCTCTGTAGATTCCACCACTAGGGGCAGGGC	Upstream_CTCF	40
chr20	22842388	22842538	id-60550	2.19e-05	+	TCTTTTATTCCAACAACAACCCCTCGAGGTCAGTA	Upstream_CTCF	1
chr20	22843404	22843554	id-60551	1	+	NA	NONE	23
chr20	22889201	22889351	id-60552	1.82e-07	-	GCACTGCCTGCCTGCTCTACCTGCAGGTGGAGCCC	V_CTCF_BR	5
chr20	22919404	22919554	id-60553	3.81e-05	-	TCTACTTTCCCAGATGGCTCCAGGGGATGGAGCTG	V_CTCF_BR	4
chr20	22955103	22955253	id-60554	6.05e-06	-	TGGCCCTTTGGATGACTTACAACGAGGGGGCAGCA	V_CTCF_BR	39
chr20	23002322	23002472	id-60555	1	+	NA	NONE	14
chr20	23004539	23004689	id-60556	2.15e-05	+	CCCCAGAGCACGCCAACAGACAACAGGAGGCAGTG	V_CTCF_BR	12
chr20	23024172	23024322	id-60557	2.01e-05	+	GGTGCCCGTGGCCATGTGACCAGCAGGTTTCAGGC	Upstream_CTCF	10
chr20	23028479	23028629	id-60558	1.64e-05	-	TCTCCATCGCGAGCCTGTGCCTGGTGGTGGCGCTT	V_CTCF_BR	15
chr20	23029250	23029400	id-60559	1.14e-06	+	GTGCAGGAGCGCCCGTCTGCCTGCAGGGCGGCGCC	UpstreamP1_CTCF	36
chr20	23029545	23029695	id-60560	1.04e-07	+	CGGGCTCCACAGCCAGTGGCCTGCAGGTGGCTGGG	V_CTCF_BR	8
chr20	23031493	23031643	id-60561	1.46e-07	+	TCTACTGTCCTCACAACGAGCGCCAGGGGGCGGCG	Upstream_CTCF	39
chr20	23039011	23039161	id-60562	3.73e-06	+	CTGGTAATCTCTGCTCAGGCCAATAGGTGGTGAGC	Upstream_CTCF	33
chr20	23042870	23043020	id-60563	8.58e-06	-	ATGCCAGCTGCCCTTCAGTCCACCAGAGGCAGCAG	UpstreamP1_CTCF	39
chr20	23054745	23054895	id-60564	1	+	NA	NONE	3
chr20	23059775	23059925	id-60565	8.91e-07	+	CCAGCGCCCCCTGTCGCCTCCAGCAGGTGCAGGTG	Upstream_CTCF	36
chr20	23066774	23066924	id-60566	2.31e-06	-	GCCGCTGGGCTTCTCGCCTCCCGCAGAGGGCCACA	Upstream_CTCF	1
chr20	23070942	23071092	id-60567	2.43e-06	+	CCTTCTGTGTCCGCTCCCACCTATAGGGGACGCTC	Upstream_CTCF	8
chr20	23087065	23087215	id-60568	1.15e-06	-	ACTGAAATCCTCCATTCTACCTGCAGGGGTAGAAC	Upstream_CTCF	22
chr20	23123426	23123576	id-60569	5.63e-06	+	CTGTACTATAGCTTACACTTCAGTAGGTGGCGAAG	UpstreamP1_CTCF	18
chr20	23125950	23126100	id-60570	1	+	NA	NONE	1
chr20	23127580	23127730	id-60571	8.23e-05	+	ATGTATATCCTTTGTGTGTCCAGGAGGAGGTGTGG	UpstreamP1_CTCF	1
chr20	23128082	23128232	id-60572	4.65e-05	+	AGGAAAATTTGCATTGATGCCAGTAGAGGGCTAGA	V_CTCF_BR	15
chr20	23132797	23132947	id-60573	1.97e-06	+	CAATGAAGACCCAGCCCGGGCAGCAGGAGGCAGCG	V_CTCF_BR	18
chr20	23137812	23137962	id-60574	7.73e-06	+	GCTTCACCTTTTCCCATGGCTGCCAGGGGGCTCAG	V_CTCF_BR	2
chr20	23145903	23146053	id-60575	6.49e-06	-	ATGCTCTGCTGGCCTCTGCCCAAGAGTGGGACCCG	UpstreamP1_CTCF	23
chr20	23159645	23159795	id-60576	1.39e-05	-	CTTTGCCATGCCTGCCCCAGCACAGGAGGGCAGTG	V_CTCF_BR	24
chr20	23168577	23168727	id-60577	6.49e-06	+	ACTGCTGAGCCATGCAGGGCAGCCTGGTGGCGGCT	Upstream_CTCF	7
chr20	23181700	23181850	id-60578	1.64e-06	-	GCTGTCGGGTCCTTGCTCTCCACCAGGTGTCATGC	Upstream_CTCF	37
chr20	23205631	23205781	id-60579	2.58e-05	+	AATGCATTTTCCCTGCTGTCCTGCAGGGTAGAGCT	Upstream_CTCF	7
chr20	23207335	23207485	id-60580	1.39e-05	-	ACGGTAAAGAAAGGGATGCCCAGAGGAGGGAGCTC	V_CTCF_BR	14
chr20	23209688	23209838	id-60581	1	+	NA	NONE	9
chr20	23213557	23213707	id-60582	1.19e-06	+	GCACCTCTGCCCTGCTTTACCTGTAGGTGGAAGCC	V_CTCF_BR	3
chr20	23216182	23216332	id-60583	1	+	NA	NONE	40
chr20	23224864	23225014	id-60584	2.78e-06	+	CAGGCGGGGCAGAGAACCCACAGCAGAGGGCTCTG	V_CTCF_BR	13
chr20	23226390	23226540	id-60585	3.88e-06	-	GAGAATCAAGGTGTGTGCTCCAGCAGGGGCCGCTG	V_CTCF_BR	39
chr20	23246087	23246237	id-60586	1.11e-05	-	ATTTCAGCTGCATCAGCGACCTGAAGGGTGCGCTG	Upstream_CTCF	10
chr20	23267180	23267330	id-60587	1	+	NA	NONE	0
chr20	23301119	23301269	id-60588	7.16e-08	-	TGTGCCGTCCCCTTCCTCTCCACTAGAGGGAAAGT	Upstream_CTCF	40
chr20	23321262	23321412	id-60589	2.19e-05	-	TTGCCATTCACAGAAGCAGCCACACGAGGGTGGTC	UpstreamP1_CTCF	40
chr20	23330410	23330560	id-60590	2.78e-06	+	TTAATTATTCAGCCTCAGACCAGCAGATGGAGCTG	V_CTCF_BR	37
chr20	23330767	23330917	id-60591	6.23e-05	-	GCGCTCTTTAGGAGTTAGGCCACTTAGAGGCGACA	UpstreamP1_CTCF	14
chr20	23337015	23337165	id-60592	1.04e-05	-	GGCCCTACCTGCCGAACGGCCGCTTGGTGGAGATG	V_CTCF_BR	2
chr20	23338975	23339125	id-60593	4.01e-05	+	AGGTGAGGGGCAGCGAGGGCGCCTAGTGGGCAGGG	V_CTCF_BR	18
chr20	23342212	23342362	id-60594	2.01e-05	-	GAGCTGGTACTCACCTTGGCTACTAGGGGCGCAGA	UpstreamP1_CTCF	17
chr20	23343621	23343771	id-60595	4.43e-05	+	GTACCTGTTTACAGCGGAACTCCCAGAGGGCAGTC	V_CTCF_BR	11
chr20	23346515	23346665	id-60596	3.22e-05	-	CACCAGAGGGACGTCCCGGCCAGCAGGGGCGCCCC	UpstreamP1_CTCF	3
chr20	23380429	23380579	id-60597	1	+	NA	NONE	28
chr20	23401693	23401843	id-60598	3.8e-08	+	GCCCCTGGGCGTCCTGGGGGCTCCAGGGGGCGCTG	V_CTCF_BR	32
chr20	23402033	23402183	id-60599	1.99e-07	-	TGCGCCTGCGTCCCTGCGGCCGCCAGAGGGAGGGT	V_CTCF_BR	38
chr20	23422571	23422721	id-60600	6.04e-07	+	GCTCAGTGAGGCACTTCTACCACAAGATGGCGATG	UpstreamP1_CTCF	40
chr20	23427369	23427519	id-60601	4.68e-07	-	CCTCAAGTTGCCATTATGACCAGCTGGTGGCGCTG	V_CTCF_BR	40
chr20	23488092	23488242	id-60602	9.25e-06	+	TAACAGCAGCTGCATTCTTCCGCCAGGGGCCAGCG	V_CTCF_BR	11
chr20	23507639	23507789	id-60603	1	+	NA	NONE	5
chr20	23546958	23547108	id-60604	7.73e-06	+	TGAACCTGCAGCTGCATTTCCAGAGGATGGCGCTA	V_CTCF_BR	2
chr20	23586746	23586896	id-60605	1.31e-05	-	GGCTCTGACTCTGGGGCGCCCAGTAGAGGTCTCCT	V_CTCF_BR	2
chr20	23587306	23587456	id-60606	2.37e-09	-	AGTGCTGTGCCGGCTGTGGCCACAGGAGGGAACCC	Upstream_CTCF	40
chr20	23622187	23622337	id-60607	3.24e-06	+	CTTGGAGGAGTCCAGCTGCCCAGGAGGGGGCATAT	Upstream_CTCF	5
chr20	23633137	23633287	id-60608	5.41e-06	-	TCATCAGTAGACACTAAAACCACTGGGGGGAGTGA	Upstream_CTCF	2
chr20	23637950	23638100	id-60609	2.62e-07	+	GAGCTGTCCCTCACCCATGGCGCTAGGTGGCAGGG	UpstreamP1_CTCF	4
chr20	23646926	23647076	id-60610	6.05e-06	-	TCTAGGCCTGTGATTCTCACCAGAAGAGGGTGCCT	V_CTCF_BR	38
chr20	23649133	23649283	id-60611	3.79e-08	+	CTCCACTTCACCACAATGACCAATAGAGGGCAGCA	UpstreamP1_CTCF	40
chr20	23649381	23649531	id-60612	4.7e-06	+	TTATTGATCAGAGCAATGGCCAGTAGATGGCATAG	V_CTCF_BR	1
chr20	23704427	23704577	id-60613	1.57e-08	+	CCTCCACTTCACACACTGACCACCAGAGGGAAGCA	Upstream_CTCF	30
chr20	23756701	23756851	id-60614	1.9e-06	+	AGGGCCACTGCCAGGGCGGCCAGCAGGAGCAGCAG	Upstream_CTCF	10
chr20	23763126	23763276	id-60615	1.52e-09	+	CTCCACTTCACCACAGTGACCACCAGAGGGAAGCA	UpstreamP1_CTCF	37
chr20	23779960	23780110	id-60616	1.91e-09	+	CTCCACTTCACCACACTGACCACCAGAGGGAAGCA	UpstreamP1_CTCF	32
chr20	23780207	23780357	id-60617	2.43e-06	+	TTATTGCTCAGAGCCATGGCCAGTAGATGGCATAG	V_CTCF_BR	12
chr20	23826219	23826369	id-60618	2.43e-06	-	TATGCGGTTTGTCTACAGGCCAATAGACGGCGCTT	Upstream_CTCF	7
chr20	23837529	23837679	id-60619	1.47e-05	-	GCAGGAGGTGACTGTGTGCCTTGCAGGTGGCAGTG	V_CTCF_BR	3
chr20	23858324	23858474	id-60620	3.42e-05	-	GACACACTACCACTGCCAGCCAGCAGGAGAAGGTG	Upstream_CTCF	8
chr20	23870448	23870598	id-60621	1.52e-09	+	CTCCACTTCACCACAGTGACCACCAGAGGGAAGCA	UpstreamP1_CTCF	40
chr20	23918066	23918216	id-60622	1.01e-08	+	CTCCACTTCACCATAGTTACCACCAGAGGGAAGCA	UpstreamP1_CTCF	40
chr20	23959318	23959468	id-60623	8.81e-07	+	GGGAGAGTTCGAGGGGATGCCAGCAGAGGGAGCTT	V_CTCF_BR	16
chr20	23965258	23965408	id-60624	1	+	NA	NONE	21
chr20	23976899	23977049	id-60625	1.18e-09	-	TGTTAGTGTCCTAAGGTGGCCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr20	23979131	23979281	id-60626	4.73e-07	-	CCTTCAGCACCTCGCATGCCCCACAGGGGGCTCCT	Upstream_CTCF	6
chr20	24081412	24081562	id-60627	1.64e-06	-	TGTACAGTGCATGTACTGCACACTAGGGGGCTCCA	Upstream_CTCF	40
chr20	24083050	24083200	id-60628	7.07e-08	+	TGGCGGTAGCCATGCCAGGCCAGCAGAGGGCAGCT	V_CTCF_BR	39
chr20	24093122	24093272	id-60629	5.68e-06	+	CCACACAGGACTCTCTTCACCAGCAGGTGGTGTCC	V_CTCF_BR	11
chr20	24130749	24130899	id-60630	4.73e-07	+	AGAGCACTCCCTCCACTGAGCAGCAGGGGAGCCCG	Upstream_CTCF	37
chr20	24141327	24141477	id-60631	6.51e-07	+	GTTGCTGCCCAACTGCTGTCCTGCAGAGGGAGCAT	Upstream_CTCF	40
chr20	24145123	24145273	id-60632	5.96e-07	-	ACGACCCTGATGAATTCCAGCAGCAGGGGGCACCA	V_CTCF_BR	39
chr20	24186013	24186163	id-60633	6.43e-06	+	GTAACACTGCCAAGGCCATGCAGCAGGTGGCAGGA	V_CTCF_BR	10
chr20	24189425	24189575	id-60634	4.44e-06	-	TCGCACTGGCGTGGTGCACCCACATGGGGGCTCAC	UpstreamP1_CTCF	16
chr20	24205826	24205976	id-60635	3.42e-05	-	GAAGTAGAGCTTCTAACGACCCCCAGGGGCGCTAA	Upstream_CTCF	6
chr20	24277424	24277574	id-60636	1.04e-05	-	AGACTTCTAGAAACACTGGGCAGCAGGAGGCAGAG	V_CTCF_BR	4
chr20	24284147	24284297	id-60637	7.73e-05	-	TCTGCAAATCCCCACAGTGACACCGTGAGGCTGGA	Upstream_CTCF	27
chr20	24297206	24297356	id-60638	1	+	NA	NONE	3
chr20	24412665	24412815	id-60639	1.85e-05	-	GGGGGAGTTTGCCTGGTAGCCTATAGGGGGAGTTT	Upstream_CTCF	10
chr20	24433416	24433566	id-60640	1.64e-07	-	GCTGCTGCTGAGAGAATGGCCTGCAGGGAGCAGGG	Upstream_CTCF	13
chr20	24441471	24441621	id-60641	1.48e-06	+	GTGATATGGCAGCCATCCTCCACCAGGAGGAGAGT	UpstreamP1_CTCF	23
chr20	24460375	24460525	id-60642	2.6e-06	-	CCAAGCAGCCTGTCCAGTGCCAGTAGGGGGCTTCG	V_CTCF_BR	9
chr20	24470423	24470573	id-60643	3.4e-06	+	CCAGAAGTTCTGATCACAGCCACTGGAGTGCGTTA	Upstream_CTCF	4
chr20	24473048	24473198	id-60644	8.58e-06	-	AGGCAGTGCTGTCCTTTATCCTGCAGGGGAGCCAC	UpstreamP1_CTCF	10
chr20	24484412	24484562	id-60645	1.31e-05	-	GTCATGCCCGAGTACGCACCCTGCAGTAGGCGCTG	V_CTCF_BR	8
chr20	24514192	24514342	id-60646	7.9e-07	+	GTGTTGTACAGCAAGTTGATCTCTGGGGGGCGCTG	UpstreamP1_CTCF	11
chr20	24541826	24541976	id-60647	1	+	NA	NONE	4
chr20	24580778	24580928	id-60648	9.71e-06	-	AGAGAAAAACCACCCATTGCCTACAGATGGCGTGA	Upstream_CTCF	8
chr20	24615627	24615777	id-60649	1	+	NA	NONE	5
chr20	24637978	24638128	id-60650	3.09e-06	+	TTGGATGTAGTGATTCAGACCAGCAGGAGGCGGAG	Upstream_CTCF	19
chr20	24665991	24666141	id-60651	1.1e-05	-	CACAGAGGCCTCCTAGTGGAGAGCAGGGGGAGGGA	V_CTCF_BR	6
chr20	24686286	24686436	id-60652	2.96e-05	-	GAAATGTGAGGCGATGATGCCGCTAGCTGGTGCTG	V_CTCF_BR	11
chr20	24736489	24736639	id-60653	9.81e-06	+	CTGGTCAGTTGTTTCTAAACCACAAGAGGGAGGGG	V_CTCF_BR	3
chr20	24754608	24754758	id-60654	1	+	NA	NONE	1
chr20	24761525	24761675	id-60655	4.41e-06	+	CACTCCCAAAGCAGCACTGCCCCCAGAGGGCAAGA	V_CTCF_BR	10
chr20	24762128	24762278	id-60656	1.26e-07	-	AGGGCTCATCCACTGCTACCCAGTAGAGGGCACCC	V_CTCF_BR	39
chr20	24763502	24763652	id-60657	2.97e-06	-	AGCGTCAGGGCTGGAGCACCCACCAGGGGGTGATG	V_CTCF_BR	31
chr20	24764837	24764987	id-60658	6.46e-07	+	GGACCACACACAGACGTGACCACCAGGAGGAGGTC	V_CTCF_BR	25
chr20	24771675	24771825	id-60659	1	+	NA	NONE	10
chr20	24776094	24776244	id-60660	2.1e-05	-	TGGCTGTTCCTGAAAGGGAGCAGGGGGAGCCACAG	UpstreamP1_CTCF	5
chr20	24815199	24815349	id-60661	1	+	NA	NONE	8
chr20	24853240	24853390	id-60662	1.06e-05	+	CCAGCCCCCACCATGGGGACCAGGAGGAGGAGAGG	Upstream_CTCF	1
chr20	24899078	24899228	id-60663	1.39e-07	-	AGCCGAAGGAGAGCGTCGGCCACAGGGTGGCGCTG	V_CTCF_BR	39
chr20	24911812	24911962	id-60664	5.41e-06	-	TGTGTAATTTTTCCTAAAGCCTGTAGCTGTCGCTG	Upstream_CTCF	30
chr20	24933283	24933433	id-60665	9.66e-05	-	GGTGTCCCTCCCTGTGTCACCTCAGGGGGTGCCCT	Upstream_CTCF	5
chr20	24943264	24943414	id-60666	8.91e-07	+	AGTGTAATATCAACTTACGCCAGAGGGAGTCGGCA	Upstream_CTCF	5
chr20	24974401	24974551	id-60667	1	+	NA	NONE	35
chr20	24975571	24975721	id-60668	1.22e-07	+	CAGCATCCCTGGGCTTCCCCCACTAGATGGCAGTA	UpstreamP1_CTCF	40
chr20	24981073	24981223	id-60669	1	+	NA	NONE	26
chr20	24997964	24998114	id-60670	1	+	NA	NONE	4
chr20	25005611	25005761	id-60671	6.15e-05	-	GGTCCATCTCCCTTCCTCGCCCATAGGGGGCTTAC	Upstream_CTCF	3
chr20	25010753	25010903	id-60672	1.63e-05	+	CAGGGACTCCCTCTAGGAGACAGCAGGGTGCAGAG	Upstream_CTCF	2
chr20	25037982	25038132	id-60673	1	+	NA	NONE	11
chr20	25039928	25040078	id-60674	1.13e-05	-	TGGCAGACAGCAGCATTCCCCAGCAGGGGCTGGTG	UpstreamP1_CTCF	20
chr20	25046505	25046655	id-60675	1	+	NA	NONE	40
chr20	25052359	25052509	id-60676	1.24e-05	+	TTCCTTGCACATGGGGTGCCCTGCAGGGGGCAAGT	V_CTCF_BR	9
chr20	25057457	25057607	id-60677	2.1e-05	-	TTTGCTCTCAAGGACTGAAACACTAGAGGGAGCAT	Upstream_CTCF	39
chr20	25057861	25058011	id-60678	6.21e-06	-	AGGGCAGTGCTGAGCAGCGACCCCTGGGGACAGTG	Upstream_CTCF	22
chr20	25058609	25058759	id-60679	9.84e-05	-	GTCCGGACCGCACGTGGGCGCTGCTGGGGGCTCCT	V_CTCF_BR	15
chr20	25061992	25062142	id-60680	3.88e-06	+	CAAAAGGTTCCACCCGGAACCAGGTGGTGGCGGTC	V_CTCF_BR	8
chr20	25063371	25063521	id-60681	4.7e-06	+	CCAACACTCCACGGGCTGAACTGTAGGGGGTGGCA	V_CTCF_BR	14
chr20	25064412	25064562	id-60682	1	+	NA	NONE	23
chr20	25110638	25110788	id-60683	1.93e-05	+	CCTGCCCTACTCACCTGCACGCCCTGGTGGTGCTT	Upstream_CTCF	12
chr20	25111605	25111755	id-60684	9.88e-07	+	GTTGCAGCTCCCTTCCCGGCCACCAGTCGACCACC	Upstream_CTCF	7
chr20	25119854	25120004	id-60685	2.96e-05	+	TGAAAGGTTGACGAGGATTCCACAGGGTGGCAGCA	V_CTCF_BR	21
chr20	25159917	25160067	id-60686	5.48e-05	-	GGTGTCATTTGTTGAGAGGACATTAGGCGGCAGTA	Upstream_CTCF	39
chr20	25175942	25176092	id-60687	2.59e-06	-	GAGCTGGCCCTCGTCGTCCCTGGTAGGGGGCAGCC	UpstreamP1_CTCF	35
chr20	25177893	25178043	id-60688	1.39e-07	-	CTCCTGCTGAGGCCACCCTCCAGCAGGTGGAGGCA	V_CTCF_BR	20
chr20	25200950	25201100	id-60689	1.64e-05	-	TGCACAGACCCCCAGAACCCCAGCAGGGGGCGTCT	V_CTCF_BR	37
chr20	25203933	25204083	id-60690	1	+	NA	NONE	33
chr20	25227847	25227997	id-60691	1	+	NA	NONE	40
chr20	25228794	25228944	id-60692	1	+	NA	NONE	9
chr20	25229921	25230071	id-60693	5.13e-05	-	CGACAACAACAAAAAACTGGCAACAGGGGGCTGTG	V_CTCF_BR	16
chr20	25236143	25236293	id-60694	4.68e-07	+	CTCTGTGCCCATGTAGGAACCAGTAGAGGGCGGCT	V_CTCF_BR	13
chr20	25240670	25240820	id-60695	7.27e-06	-	ACAGACACTGCTATGAGGTCCTGCAGGGGGAGACG	V_CTCF_BR	7
chr20	25255900	25256050	id-60696	1.34e-06	+	GGTGCCAGGCACGCAGAGGCCACGTGAGGGAGCAC	Upstream_CTCF	0
chr20	25265861	25266011	id-60697	7.44e-06	-	AGCGGAGGACTCCGGGTCACCACCAGGGGAACACA	Upstream_CTCF	29
chr20	25275182	25275332	id-60698	3.63e-08	+	GCAGCCGTGTCCCAGCAGGCCAGTAGAGGGAGCAT	Upstream_CTCF	40
chr20	25275987	25276137	id-60699	3.81e-05	-	CTGCACCAGGCCCATTTGGCCACAGGGCTTCTCTG	UpstreamP1_CTCF	17
chr20	25276560	25276710	id-60700	1.17e-05	-	CCAGGGAGCCTCACAGCTGCCACAAGCTGCAGGTC	V_CTCF_BR	9
chr20	25276815	25276965	id-60701	4.48e-07	+	ATTGTAATGTCCTCCTCTTCCAGCGGATGGCCCCA	Upstream_CTCF	17
chr20	25277377	25277527	id-60702	1.84e-06	-	TGCAAAGTTCTGGGGGAGCCCAGCAGGTGGCTCCA	V_CTCF_BR	39
chr20	25280394	25280544	id-60703	1.3e-07	+	GAGCTGGGGCACACCCTGGCCAGGAGGGGGACCAG	UpstreamP1_CTCF	32
chr20	25281546	25281696	id-60704	1	+	NA	NONE	29
chr20	25288726	25288876	id-60705	1	+	NA	NONE	0
chr20	25289989	25290139	id-60706	3.1e-07	-	GGGCACTGGGTAAGGGACCCCAGCAGGAGGCAGCC	UpstreamP1_CTCF	14
chr20	25291134	25291284	id-60707	7.1e-07	+	TTGCTGTTTCCCGACTCAGACACTAGAGGAGGGAG	UpstreamP1_CTCF	39
chr20	25295786	25295936	id-60708	7.02e-05	+	CTCCCTTCCTCCTGCTTAGACGCTAGGGGGCCAGG	UpstreamP1_CTCF	25
chr20	25317299	25317449	id-60709	1	+	NA	NONE	39
chr20	25318725	25318875	id-60710	2.15e-05	+	AAACTCATAAGCCCAGATGCCTGCAGAGGGAGTCC	V_CTCF_BR	10
chr20	25322442	25322592	id-60711	1	+	NA	NONE	4
chr20	25334504	25334654	id-60712	1	+	NA	NONE	6
chr20	25371623	25371773	id-60713	6.98e-07	-	CGGGCGAGCACAGCTGCAGCCTGCGGATGGAGCCC	V_CTCF_BR	19
chr20	25379873	25380023	id-60714	1.64e-06	-	TTTGTTATTACAAAAAAGTCCAGAAGATGGCGACT	Upstream_CTCF	40
chr20	25450774	25450924	id-60715	1.03e-06	+	GCGTCCCCATCTCCCCGTCCCTGGAGGTGGCGCCA	V_CTCF_BR	40
chr20	25454569	25454719	id-60716	3.36e-05	-	GTGTAATGTCACATAGTCTCTGTTAGAGGCCAGTA	UpstreamP1_CTCF	9
chr20	25462328	25462478	id-60717	1.15e-07	-	CTTGCAACACGGAAGGTCACCTGCAGAGGGAGGAG	Upstream_CTCF	34
chr20	25464903	25465053	id-60718	4.14e-05	-	GTGCCTGGCATGCTGCTCGCTCCTAGGGGTCGCTG	UpstreamP1_CTCF	14
chr20	25467052	25467202	id-60719	4.34e-05	+	GAGTCTGCTCCAGCAGCTACCAGAGGAGGAAGCCA	Upstream_CTCF	9
chr20	25478029	25478179	id-60720	3.16e-05	+	TCTGCAGAGCTGCCTGAGGCCAGAGGCGGCTCCGC	Upstream_CTCF	3
chr20	25480605	25480755	id-60721	8.02e-08	+	CTGCAGTACACCCACTACACCAACAGCTGTCGCCC	UpstreamP1_CTCF	16
chr20	25488437	25488587	id-60722	1.43e-05	+	TGGGTTATTTCTTAGGCTGGCAGAAGAGGTCGGGC	Upstream_CTCF	7
chr20	25492242	25492392	id-60723	1.48e-05	+	TGGCACCAATGAAGATCCACCACAAGGAGGAGATT	UpstreamP1_CTCF	9
chr20	25513004	25513154	id-60724	9.62e-08	+	TTGCAGGCTCATGGCATAGGCAGTAGGGGGAGCCC	UpstreamP1_CTCF	31
chr20	25520969	25521119	id-60725	5.21e-08	-	CCAACACCTTCTCCTCCGGCCTCCAGAGGGCTGCA	V_CTCF_BR	38
chr20	25555177	25555327	id-60726	1.16e-05	-	ACCGATGGCCCCAGAAGGTCCAACAGGAGGAGCTC	Upstream_CTCF	40
chr20	25566436	25566586	id-60727	1	+	NA	NONE	17
chr20	25603774	25603924	id-60728	1	+	NA	NONE	10
chr20	25604491	25604641	id-60729	1.24e-05	-	CCGGCGCTATGGGGCTGAGCCGCGTGCGGGCGGTT	V_CTCF_BR	28
chr20	25650921	25651071	id-60730	1	+	NA	NONE	35
chr20	25666374	25666524	id-60731	6.05e-06	+	ACCATGCTCAGAGTACAAACCCCCAGGGGGAGCCC	V_CTCF_BR	10
chr20	25666792	25666942	id-60732	2.12e-06	-	CTGTCTTTCCTGGCGTCCTCCAGCAGGTGACTGGC	UpstreamP1_CTCF	5
chr20	25673254	25673404	id-60733	2.1e-05	-	ATATTAACTCCCACAGATGGCAACAGATGGCAGGA	Upstream_CTCF	13
chr20	25677267	25677417	id-60734	3.42e-05	-	TCTGCAGCGCGCCCTTCCGGCGCAGGAAGAAGGGC	Upstream_CTCF	38
chr20	25842334	25842484	id-60735	2.4e-05	+	GCAGCGCGGCGGCAGCGAGCCTCCTGCTGCAGCCG	V_CTCF_BR	0
chr20	26188977	26189127	id-60736	1	+	NA	NONE	39
chr20	26189238	26189388	id-60737	4.01e-05	-	GGCCGAGCGCGGCTCGTCGCCTACTGTGGCCGGCG	V_CTCF_BR	37
chr20	26189736	26189886	id-60738	1.43e-05	+	CGAGTAAACCCACACACGACCGGTCGGAGGCAGAA	Upstream_CTCF	28
chr20	26190013	26190163	id-60739	1	+	NA	NONE	40
chr20	26190164	26190314	id-60740	3.45e-05	-	TCTCGCCTCCTGTGGTTGTCGACTTGCGGGCGGCC	V_CTCF_BR	7
chr20	26190370	26190520	id-60741	1	+	NA	NONE	32
chr20	26317090	26317240	id-60742	1	+	NA	NONE	0
chr20	26318411	26318561	id-60743	1	+	NA	NONE	0
chr20	26319349	26319499	id-60744	1	+	NA	NONE	0
chr20	29518699	29518849	id-60745	1	+	NA	NONE	0
chr20	29521011	29521161	id-60746	1	+	NA	NONE	10
chr20	29525115	29525265	id-60747	1	+	NA	NONE	17
chr20	29583753	29583903	id-60748	1	+	NA	NONE	37
chr20	29591642	29591792	id-60749	3.33e-08	-	ATGCAGCTTCTTCTGTGGGCCACTAGGTGGAGTAC	UpstreamP1_CTCF	40
chr20	29611685	29611835	id-60750	5.51e-07	+	GCACGAATCCTCAGGGGCTCCTCGAGAGGGCGCCA	V_CTCF_BR	28
chr20	29636229	29636379	id-60751	1	+	NA	NONE	2
chr20	29637899	29638049	id-60752	1	+	NA	NONE	22
chr20	29638382	29638532	id-60753	1	+	NA	NONE	36
chr20	29648255	29648405	id-60754	1	+	NA	NONE	10
chr20	29653777	29653927	id-60755	1	+	NA	NONE	11
chr20	29848248	29848398	id-60756	2.44e-07	-	GGTTCATTACACATTTTAACCACAAGAGGGCACAC	Upstream_CTCF	35
chr20	29900982	29901132	id-60757	3.36e-07	+	CCACTGCACTCCAGCCTGGCCAGCAGAGGGAGACT	V_CTCF_BR	19
chr20	29901284	29901434	id-60758	1.31e-05	+	TTATTACGCCATCGTGTGGCCAAAAGATGGAAGAA	V_CTCF_BR	38
chr20	30001469	30001619	id-60759	4.65e-06	+	GTGACATGGCTCCATCCAACCACAAGAGGGCCAAA	UpstreamP1_CTCF	38
chr20	30028171	30028321	id-60760	1.04e-07	-	AACTGCCTGAACCCAGTGACCAGCAGGAGGCGCCA	V_CTCF_BR	33
chr20	30042290	30042440	id-60761	2.6e-06	-	TTAAACTGCAGCAATATTGCCTCCAGGTGGCTCAA	V_CTCF_BR	8
chr20	30048394	30048544	id-60762	3.31e-06	+	CAGCAAATTCCAAAAATAACCGCTAGAGGGGAGTA	UpstreamP1_CTCF	40
chr20	30080899	30081049	id-60763	1	+	NA	NONE	2
chr20	30082046	30082196	id-60764	1	+	NA	NONE	40
chr20	30091030	30091180	id-60765	7.33e-10	-	GCTCAGGTGCCCTCTCCTGCCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr20	30102076	30102226	id-60766	2.38e-07	+	GCCGCCCGGCCCTCGGCCACCGCTAGAGGGCGAGC	V_CTCF_BR	39
chr20	30105316	30105466	id-60767	1.84e-06	+	ATAGAGCTCTGATAGGCCTCCTGGAGGGGGCAGCA	V_CTCF_BR	40
chr20	30135166	30135316	id-60768	5.92e-05	+	TGGCGCCCGCGCCGGCCTTCCTGCAGGGGACTCCA	V_CTCF_BR	29
chr20	30145279	30145429	id-60769	5.77e-08	+	GAACACTCGTAGAAATCAGCCGCCAGGGGGCACTG	V_CTCF_BR	40
chr20	30147989	30148139	id-60770	3.2e-08	+	TATGCAATGGGACTTGCCGTCAGCAGGGGGCGCCA	Upstream_CTCF	40
chr20	30150734	30150884	id-60771	1.72e-06	+	GAGCCAATTCCCCCAGTGGCCATAAGGTGGCAGCC	Upstream_CTCF	40
chr20	30155083	30155233	id-60772	1.17e-05	-	TTGTGTATTCAGAGCTTTGCCTGATGAGGGCACAA	V_CTCF_BR	13
chr20	30156290	30156440	id-60773	1	+	NA	NONE	21
chr20	30157022	30157172	id-60774	1.67e-07	+	GGGCCCACACAGGCGTGCACCGGTAGAGGGCACAG	V_CTCF_BR	21
chr20	30157440	30157590	id-60775	1.34e-06	+	CCCGTAAAACACCTTTTAGCCAGTAGAGGGGGCCC	Upstream_CTCF	40
chr20	30158633	30158783	id-60776	4.7e-05	-	ACTGCCACCTCAGCCTCTGCCGGGGGCTGGTGGTG	Upstream_CTCF	1
chr20	30181212	30181362	id-60777	7.8e-08	-	CCCAACCCTGAGTACCCAGTCACCAGGGGGCGGCG	V_CTCF_BR	33
chr20	30190674	30190824	id-60778	6.51e-05	-	GGGTAAAAATCTGTGCTCACCAGTGGAGGGTGATA	V_CTCF_BR	17
chr20	30198347	30198497	id-60779	2.08e-07	-	CTGCTGTGTGTGACACTGGGCAGCAGGGAGCTCTC	UpstreamP1_CTCF	15
chr20	30200796	30200946	id-60780	1.22e-11	-	ACTGCAGTTCCCAAGGCGTCCACTAGAGGCCACCA	Upstream_CTCF	40
chr20	30222155	30222305	id-60781	1.35e-11	+	GGAGCAGCTCCCAGAGTGACCAGCAGAGGGCGCTG	Upstream_CTCF	40
chr20	30249453	30249603	id-60782	1.21e-10	+	CTCAGGTCGCATCCTGTGGCCACCAGGGGGCAGTG	V_CTCF_BR	40
chr20	30250075	30250225	id-60783	1	+	NA	NONE	39
chr20	30266994	30267144	id-60784	2.53e-05	-	ACAGTGAGTTGCTTCCAGGCCTCCTGGTGGTGGTG	V_CTCF_BR	26
chr20	30273490	30273640	id-60785	1	+	NA	NONE	2
chr20	30281294	30281444	id-60786	1.41e-05	-	CCACTGTTCTCCAGTGTGGGCAACAGAGGGAGACC	UpstreamP1_CTCF	2
chr20	30308757	30308907	id-60787	1	+	NA	NONE	22
chr20	30310678	30310828	id-60788	5.34e-06	-	GGGAGAGTACTCCTGGCTCCCAGTAGGAGGCGGAG	V_CTCF_BR	40
chr20	30311169	30311319	id-60789	2.81e-05	-	CAGCCCCCGGCCCCGGAGCCCTCCCGGGGGCGCCA	V_CTCF_BR	28
chr20	30311767	30311917	id-60790	2.43e-06	-	TCCCGATTCCCCAGATCTACCGCGAGGGGGCGATC	V_CTCF_BR	40
chr20	30313569	30313719	id-60791	3.63e-06	+	CTCAGTGTGCTTTGGGAGCCCAGCAGAGGGCAGAT	V_CTCF_BR	39
chr20	30327230	30327380	id-60792	1.84e-05	+	TTGCGGTGCTCGGTCGCCGCCTAGGCGGGGCAGGG	UpstreamP1_CTCF	33
chr20	30376495	30376645	id-60793	8.46e-07	-	TCCGTGGTGCCCCGGCTGCCCAATAGAGGTCAGCA	Upstream_CTCF	34
chr20	30410710	30410860	id-60794	9.57e-10	+	GAGCGGTTCCCCACACTTGCCGCTAGGTGGCGCCC	UpstreamP1_CTCF	40
chr20	30411245	30411395	id-60795	4.7e-06	+	CTCCGGCCCCCTTCCCTCACCGCATGGTGGAGCTG	V_CTCF_BR	10
chr20	30421305	30421455	id-60796	1.15e-07	-	GGTGCAGTGCCCAAAATGGCCACGGGAGGCGCCAT	Upstream_CTCF	40
chr20	30430358	30430508	id-60797	1.21e-06	+	TGTGCAACGGGAACAGCGCCCAGCAGAGGCCTCCT	Upstream_CTCF	16
chr20	30434459	30434609	id-60798	1.28e-08	-	GCTGTCCTTCCCACACCAGTCACTAGGGGGCGACA	Upstream_CTCF	40
chr20	30440600	30440750	id-60799	9.38e-09	+	CTGCACTCACTCTTGCAGCCCAGAAGGTGGCGCTC	UpstreamP1_CTCF	40
chr20	30467337	30467487	id-60800	2.77e-07	+	GTGCAGTTGGAGGCGGCGTGGGGCAGAGGGAGCCA	UpstreamP1_CTCF	32
chr20	30523290	30523440	id-60801	1.55e-05	+	TGTTGAGGGGCTTTCTAAGCCAGGAGGAGGAGCCC	V_CTCF_BR	25
chr20	30533761	30533911	id-60802	1	+	NA	NONE	3
chr20	30539888	30540038	id-60803	3.42e-08	-	GAGGACTGAGCTCTCTGAGCCTGCAGAGGGCGCTC	V_CTCF_BR	40
chr20	30582971	30583121	id-60804	1.35e-05	-	CGGCAGCAGGTCGGGCGCGCCACCGCGGTGCACCA	UpstreamP1_CTCF	9
chr20	30592951	30593101	id-60805	1	+	NA	NONE	4
chr20	30605829	30605979	id-60806	8.46e-07	-	GGTGCAGCGCGTCGTCCTGCAGGTAGGAGGCGGCG	Upstream_CTCF	22
chr20	30606769	30606919	id-60807	7.15e-05	+	AGGCGGGGCGCCCGAGAAGCGGCGGGTGGGCACCG	V_CTCF_BR	8
chr20	30607136	30607286	id-60808	1.63e-05	+	CTGGTCATCCTGGCTGTAGCCAACAGGGTGAGCCC	Upstream_CTCF	33
chr20	30612612	30612762	id-60809	1.93e-05	-	AGTGTTGCTTCCTTACCCTCCAGGTGGGGCCAGTT	Upstream_CTCF	7
chr20	30619260	30619410	id-60810	8.64e-05	-	CCGGCAGAGCGGCCCAGGAGCCCCGGGTGACTGCC	Upstream_CTCF	38
chr20	30619412	30619562	id-60811	8.61e-08	-	AAATTCTTTTCTCAGTCGGCCAGCAGGTGGAGCCC	V_CTCF_BR	18
chr20	30622959	30623109	id-60812	7.12e-06	+	GTGCCAGGCATTGCACAAGACACTAGAGGGAGATA	UpstreamP1_CTCF	37
chr20	30667544	30667694	id-60813	2.46e-08	-	CCCAGCATGTTGCCGGGAGCCAGCAGTTGGCGCTC	V_CTCF_BR	9
chr20	30679780	30679930	id-60814	7.55e-10	-	GCGCACTTGCAAGGGGTGGACAGCAGGGGGCACCC	UpstreamP1_CTCF	40
chr20	30743540	30743690	id-60815	3.18e-06	+	ACGTAGAGCCCTCTGCCCTCCACCTGGGGGTGGCG	V_CTCF_BR	39
chr20	30778301	30778451	id-60816	1	+	NA	NONE	12
chr20	30785043	30785193	id-60817	1.97e-06	+	TCCTTACGGCCTGTGTGCACCACTAGGTGCCGCCG	V_CTCF_BR	20
chr20	30795723	30795873	id-60818	3.86e-05	-	CCCGCAGGCATCCCCGGGAGCGGCAGAAGCAGCAG	Upstream_CTCF	38
chr20	30828197	30828347	id-60819	9.51e-07	+	CAGTGACTCAGAACAATGCCCACCTGGGGGCAGCA	V_CTCF_BR	23
chr20	30924822	30924972	id-60820	1.65e-07	+	CTGCAGTCCCTTTTTACCCTCACTAGAGGGTAGCA	UpstreamP1_CTCF	39
chr20	30979019	30979169	id-60821	2.89e-07	-	GCAGCATTACTCACAGCAGCCAAAAGGAGGAAGTA	Upstream_CTCF	4
chr20	31025558	31025708	id-60822	1.02e-07	+	AAGTAACTCCTGGCATTGCCCACCAGGGGGCTGGT	UpstreamP1_CTCF	38
chr20	31026919	31027069	id-60823	2.11e-06	-	TTGAGTGTCCCCAAAGGTTCCAGCAGAGGGAAGAA	V_CTCF_BR	21
chr20	31027481	31027631	id-60824	2.2e-07	-	CAGCACCTTCCTCTCACTGCCACCAGAGGCTACAG	UpstreamP1_CTCF	19
chr20	31031290	31031440	id-60825	3.45e-05	+	CCCCTCCCCGGAGGTGGGACCTCATGAAGGAGCTG	V_CTCF_BR	12
chr20	31033826	31033976	id-60826	6.05e-06	+	GGGCTTCTGCCAGCTCTGGGCAGGGGCGGGCAGCA	V_CTCF_BR	4
chr20	31039491	31039641	id-60827	4.14e-06	+	GGCAGGCCCTGAGCTGAGGCCTGGGGAGGGAGCCG	V_CTCF_BR	23
chr20	31044862	31045012	id-60828	8.52e-08	-	TGGCGGTGCCGCGCTCTTTGCGGCAGGGGGCGCCC	UpstreamP1_CTCF	37
chr20	31054640	31054790	id-60829	1.48e-06	-	GGGTCACAGCAGCCCTCTCCCACCAGGAGGCACAG	V_CTCF_BR	8
chr20	31058157	31058307	id-60830	1	+	NA	NONE	25
chr20	31062892	31063042	id-60831	4.88e-05	+	GGGCAGCAGCACATGCCCGCCACCAGGCACTGAGG	UpstreamP1_CTCF	20
chr20	31070315	31070465	id-60832	6.49e-06	-	GGGCGGGGGCAGCCGGCCGCCTCGAGGGCGCGCGC	UpstreamP1_CTCF	1
chr20	31071817	31071967	id-60833	2.43e-06	+	CGGGCTGTCTGCGGTCAGGCCAGGAGAGGGAGACT	Upstream_CTCF	17
chr20	31073084	31073234	id-60834	1.15e-06	-	GTTGTACTTCGCACTCGCGGCTGTAGAGGGAGCCT	Upstream_CTCF	40
chr20	31097500	31097650	id-60835	1.17e-05	-	ATCCAGGTCACCACTAGAACCAGTAGTGGTCAGTG	V_CTCF_BR	33
chr20	31099043	31099193	id-60836	1.21e-06	-	GCGGCCGTCTCCCCTCACCCCACCTGGAGGCGTCC	Upstream_CTCF	2
chr20	31109616	31109766	id-60837	8.13e-06	+	TGGGTCCTCCCGCACCTCTCCACTAAGGGGCAGCA	Upstream_CTCF	39
chr20	31110267	31110417	id-60838	3.4e-06	-	GGCCCTTCTTGCTGCCTGGCCTACTGAGGGCACAG	V_CTCF_BR	12
chr20	31110802	31110952	id-60839	4.7e-06	+	GGCCCTTCTTGCTGCCTGGCCAGCTGAGGGAATAG	V_CTCF_BR	5
chr20	31123695	31123845	id-60840	4.7e-06	+	GCGGGGGCAGGGAGAGGGTCCACAGGAGGGTGCTG	V_CTCF_BR	5
chr20	31133225	31133375	id-60841	3.56e-05	-	ATGGATGTGTCGCCCTGGCTCTCCAGGGGGCCCTA	Upstream_CTCF	3
chr20	31156177	31156327	id-60842	1.03e-06	-	AGGTCCAGGGAGGCTGTAGGCTCTAGGGGGCAGTG	V_CTCF_BR	8
chr20	31164908	31165058	id-60843	1.92e-06	-	GCGTAATGACTGCCTCCCTCCGGCAGGGGTCTGAG	UpstreamP1_CTCF	32
chr20	31171450	31171600	id-60844	3.63e-06	-	CCCCTCTGGCCCGGGGCGCCCTGGAGAGGGCGTGC	V_CTCF_BR	1
chr20	31199309	31199459	id-60845	1.18e-05	-	CTGCAATTGTTATGTGAGGGAGGCAGATGGGAGGA	UpstreamP1_CTCF	1
chr20	31211681	31211831	id-60846	9.51e-07	-	CCCGGCATTTGTGAGGGGTCCAGCAGGGGTCAGAC	V_CTCF_BR	13
chr20	31215587	31215737	id-60847	2.67e-06	-	AATGAATCTCCTCCCCCGGCCACCCGGGGCAGTTG	Upstream_CTCF	14
chr20	31226760	31226910	id-60848	2.18e-07	+	GAGGTAGCTGCCCAAGCCACCAGCAGAGGGAGGGT	Upstream_CTCF	29
chr20	31235486	31235636	id-60849	1.69e-05	-	TGGTAGTTTCACCCTTTCAACTCCGGGTGGGGAAC	UpstreamP1_CTCF	7
chr20	31236716	31236866	id-60850	3.81e-05	-	TGCTTTTCAGAGTTTGCCTCCTCATGGGGGAGGCA	V_CTCF_BR	1
chr20	31240828	31240978	id-60851	1.47e-10	-	CCACCACTGCCCAGAGGAGCCACCAGAGGGCGCCC	V_CTCF_BR	40
chr20	31249738	31249888	id-60852	2.28e-05	-	TCTGATTCTGCCTGTGTCTCCAGTGGGTGGTGCTC	Upstream_CTCF	18
chr20	31253325	31253475	id-60853	9.26e-05	-	TTGTGGTTTGCGTTGTTTTCCACTGGGCAGCGCTG	UpstreamP1_CTCF	39
chr20	31260903	31261053	id-60854	6.19e-06	-	TTGTACCAGCCCTGGGGCTCCTCAGGAGGGCGGGC	UpstreamP1_CTCF	3
chr20	31262234	31262384	id-60855	1.15e-06	+	TCAGTGTTTTCAGAACCACCCACCAGGAGGCGCTT	Upstream_CTCF	40
chr20	31330302	31330452	id-60856	4.41e-06	+	CCTTGGTTGGCACCTGCAGCCTGAAGGGGGAGAAA	V_CTCF_BR	14
chr20	31332745	31332895	id-60857	1	+	NA	NONE	27
chr20	31350232	31350382	id-60858	1.61e-05	-	TTGCCGCCCGCTCGCCCGACCGCCAGGGAGCCGGT	UpstreamP1_CTCF	28
chr20	31351119	31351269	id-60859	3.18e-06	-	CTCCCGGGCCAGGTGTGCACAGGCAGAGGGCAGCC	V_CTCF_BR	6
chr20	31366370	31366520	id-60860	1.61e-09	-	CTGGCGCCACTGGCATCGCCCACCAGGGGGCACCG	V_CTCF_BR	40
chr20	31367286	31367436	id-60861	1.31e-05	+	TGTTAGCTGATTTACCTGACCAGGAGGGGCAGCAG	V_CTCF_BR	15
chr20	31375140	31375290	id-60862	8.21e-06	+	AGCAGGGGGGCATGGAGTCCCCGCAGGTGGAGGCA	V_CTCF_BR	8
chr20	31377955	31378105	id-60863	1.68e-11	+	ATGCAGTTGCCTGCTGTGACCAGCAGAGGGAGGAC	UpstreamP1_CTCF	40
chr20	31380950	31381100	id-60864	4.14e-05	-	CTGCGATTACAGGCATGAGCCACTAGGCCTGGCCT	UpstreamP1_CTCF	20
chr20	31382299	31382449	id-60865	1	+	NA	NONE	3
chr20	31407911	31408061	id-60866	1.24e-05	+	CACGGCGGTGCTGTTCGAGCCGGGTGGGGGAAGGG	V_CTCF_BR	12
chr20	31408368	31408518	id-60867	6.48e-05	+	GTGTGTGTTTATTGAATGCCCACTAGGTGTTGGGC	UpstreamP1_CTCF	31
chr20	31411027	31411177	id-60868	6.8e-06	+	GTGGAAAGACCAACTCTAGTCACTAGGTGGAGGGA	Upstream_CTCF	31
chr20	31446942	31447092	id-60869	1	+	NA	NONE	26
chr20	31482042	31482192	id-60870	2.02e-06	-	AGGATCTGTCCCTGCTCTGCCAGCAGGGGACGCTG	UpstreamP1_CTCF	40
chr20	31490395	31490545	id-60871	8.17e-10	+	ATGCAGTGCAATGTACAGGCCGGCAGGTGGCACAA	UpstreamP1_CTCF	40
chr20	31533623	31533773	id-60872	4.38e-08	-	CTTGCAGTACTGCAAATAGACACCAGAGAGAGCAA	Upstream_CTCF	40
chr20	31547662	31547812	id-60873	1.64e-06	-	TTCCAGCTGTCCTCAATGTCTTCCAGGGGGCGCTC	UpstreamP1_CTCF	5
chr20	31583723	31583873	id-60874	1.21e-06	+	TCTGCAATTAAGGATGCTGCCATCAGGTGGTGTCT	Upstream_CTCF	26
chr20	31593003	31593153	id-60875	9.99e-11	-	CTGCAATTTTAAGCAACTGCCACCAGGGGGCAAAA	UpstreamP1_CTCF	40
chr20	31607402	31607552	id-60876	1.39e-05	-	CCTCCACGAAGGGCTGCAGCCGCAGGGTGGCGTTG	V_CTCF_BR	2
chr20	31664697	31664847	id-60877	2.15e-05	-	GAACCAATGCACACTATAAACTGTAGAGGGAGGTG	V_CTCF_BR	34
chr20	31683842	31683992	id-60878	1.31e-05	-	TCCGATGTTCAATTTGCAGCCACATGAGGGCAATA	V_CTCF_BR	39
chr20	31757115	31757265	id-60879	1.03e-09	+	CCTGCATTACCAGAGGCTGCCACCAGGGGCTACTC	Upstream_CTCF	39
chr20	31769626	31769776	id-60880	3.88e-07	-	CATCTCTGCTCCAGTGGGACCCCTAGAGGGCAGCA	UpstreamP1_CTCF	12
chr20	31799744	31799894	id-60881	5.08e-07	-	TAACCATGAACACTCTGGACCACAAGGGGGCAGGA	V_CTCF_BR	39
chr20	31821073	31821223	id-60882	3.18e-06	+	TCCACACTCCCTCCCAGAGCCAGAAGAGGGCATGA	V_CTCF_BR	22
chr20	31850541	31850691	id-60883	3.81e-05	+	CACACTGTATGTCCTGTGGCCACTAGAGGAAGCTG	V_CTCF_BR	40
chr20	31879763	31879913	id-60884	2.88e-10	-	CTTGCAGTTCCACCCAAGCCCCACAGGGGGCGCAA	Upstream_CTCF	40
chr20	31887035	31887185	id-60885	1.74e-08	-	GTCAGAATTCCCCACTTGGCCGCCAGGTGGCGGTG	V_CTCF_BR	40
chr20	31925017	31925167	id-60886	8.02e-05	+	TCATTCATGCATTTACTGCACGCTAGGTGGAGACA	Upstream_CTCF	14
chr20	31982648	31982798	id-60887	1.84e-06	+	CACCCAAGGGAACTCTCTCTCACCAGGGGGCACCC	V_CTCF_BR	31
chr20	31988645	31988795	id-60888	3.65e-05	+	CTGTCTTAAACTCTGGGAGCCTCTAGATGGGGATA	UpstreamP1_CTCF	37
chr20	32003909	32004059	id-60889	4.71e-06	+	TGTGAATCACCAGTTTTTGCCTCATGGGGGCAGGC	Upstream_CTCF	40
chr20	32032771	32032921	id-60890	2.86e-06	-	CAGGTGTGAGCCACTGTGCCCAGCTGGGGGTGCTC	UpstreamP1_CTCF	36
chr20	32036329	32036479	id-60891	5.96e-07	+	CATGAGCCACTGCACCCAGCCTGAAGGTGGCAGGC	V_CTCF_BR	13
chr20	32045096	32045246	id-60892	1.15e-07	+	GCGCCACCTCTGACAGATGCCAGGAGGGGGCAGCA	V_CTCF_BR	40
chr20	32103516	32103666	id-60893	7.27e-06	+	CATTACACTCCATCCTGGGCCACAAGAGGGAGACT	V_CTCF_BR	39
chr20	32116668	32116818	id-60894	1	+	NA	NONE	15
chr20	32164415	32164565	id-60895	7.27e-06	-	CTGTCTGCCTTGCTGGCGCCCTCCTGGTGGCTGCC	V_CTCF_BR	31
chr20	32188346	32188496	id-60896	4.7e-06	+	TCCTTCAGCTGTGATACCACCTCTTGGGGGCACTA	V_CTCF_BR	14
chr20	32238887	32239037	id-60897	1.5e-05	+	CTTGTGTTGCCTCCAGCAGCCCCTGGGTGGTACTT	Upstream_CTCF	3
chr20	32241145	32241295	id-60898	1.21e-06	-	GGGGAAAGTCCAGCTCTGTCCACAAGAGGGCTCCT	Upstream_CTCF	40
chr20	32254476	32254626	id-60899	5.34e-06	+	GCGTGGAGCCTGAAGCCCGGCGCCAGAGGGAGACC	V_CTCF_BR	36
chr20	32255096	32255246	id-60900	4.68e-07	-	GGGCACACCCGCAGGCCGCCCACCAGCAGGCGCTC	V_CTCF_BR	10
chr20	32255822	32255972	id-60901	8.17e-09	-	ATGCCACGCCCATGCTTGGCCACCAGGTGGGGCCG	UpstreamP1_CTCF	40
chr20	32264299	32264449	id-60902	8.19e-06	-	TAGCTCTGGGGTCTGGCTACCGCTAGGAGGCTGAG	UpstreamP1_CTCF	0
chr20	32273644	32273794	id-60903	8.81e-07	-	CGCCGTGTTTGGCCTGGAGGCGGCAGGGGGCGGGG	V_CTCF_BR	4
chr20	32274374	32274524	id-60904	5.41e-07	-	TTCCGGTGTCCCCACGCCTCCAGCAGGGGACGCCC	UpstreamP1_CTCF	40
chr20	32281733	32281883	id-60905	1.3e-07	-	TCCGCAGTGCCCTCCATGGCCCCTCGGGGGCCTAC	Upstream_CTCF	5
chr20	32315577	32315727	id-60906	8.21e-05	+	TTACCCTGCCAGCAAGGCAATGGAAGGGGGCGCTC	V_CTCF_BR	0
chr20	32319663	32319813	id-60907	2.14e-10	-	CGTGGCGGTTGAGTCGGGGCCGCCAGGGGGCGCCC	V_CTCF_BR	40
chr20	32320300	32320450	id-60908	1	+	NA	NONE	29
chr20	32329829	32329979	id-60909	7.31e-05	-	GAGCAGCCATCCCGGGCTGCAGCTCGAGGGCAGTA	UpstreamP1_CTCF	1
chr20	32337931	32338081	id-60910	1.63e-05	-	CCAGCACTTTGAGAGGCCGACACTAGAGGATCCCT	Upstream_CTCF	1
chr20	32339745	32339895	id-60911	1	+	NA	NONE	12
chr20	32369073	32369223	id-60912	8.21e-06	-	GGGAAGTTGTGAGTGGCGGTCTGCAGGTGGTGCTC	V_CTCF_BR	1
chr20	32380048	32380198	id-60913	7.44e-09	+	GTGGCAGTTTCCTTCTTTGCCCCTAGGTGGCAGCA	Upstream_CTCF	40
chr20	32426185	32426335	id-60914	1	+	NA	NONE	30
chr20	32450539	32450689	id-60915	2.14e-10	+	GCGGCAGCGCGCCCAGGGGCCTGCAGGTGGCGCCA	V_CTCF_BR	40
chr20	32450939	32451089	id-60916	1	+	NA	NONE	33
chr20	32471087	32471237	id-60917	2e-06	-	TAAGCATCTCACAGGCCGGACACCAGGTGTCACTT	Upstream_CTCF	2
chr20	32485479	32485629	id-60918	1.31e-05	+	CAGGATGCTCACTGCACAACTCCCAGGGGGCACCA	V_CTCF_BR	22
chr20	32502849	32502999	id-60919	9.88e-07	-	CAAGCTGTGACAATGCAGGCCAAGAGAGGGAGGGG	Upstream_CTCF	28
chr20	32503591	32503741	id-60920	1.67e-07	+	TTGTCCATTACCTGCCTGGCCCCCAGGGGGAGCCC	V_CTCF_BR	40
chr20	32521348	32521498	id-60921	2.04e-05	+	CTGGACACGCAGGCTCCTGTCAAGAGGTGGCACTA	V_CTCF_BR	40
chr20	32535599	32535749	id-60922	1.73e-05	+	TAGTCATTGCTCCTCACTGCCACATGGTGTCGCTG	V_CTCF_BR	40
chr20	32592906	32593056	id-60923	1	+	NA	NONE	2
chr20	32610027	32610177	id-60924	3.24e-06	-	TCTACGGTATCTGTCTTTTCCACTAGAGGGCCCTC	Upstream_CTCF	39
chr20	32657172	32657322	id-60925	1.21e-06	+	TCAGTGGTGCTTGTGGCTCCCAGTAGAGGTCACTC	Upstream_CTCF	40
chr20	32657755	32657905	id-60926	1.99e-07	-	GGAAGCTGGCACGTTCTGACCAGCAGGTGGTACTG	V_CTCF_BR	40
chr20	32663555	32663705	id-60927	1.01e-05	-	GCTGCAGCATGGCTTGTGGCCACCAGGGCGGTATT	Upstream_CTCF	32
chr20	32671002	32671152	id-60928	1	+	NA	NONE	27
chr20	32698586	32698736	id-60929	1	+	NA	NONE	7
chr20	32717578	32717728	id-60930	7.62e-09	-	ATGTAATGCACCATCCTGTCCACTAGGTGGTGGTG	UpstreamP1_CTCF	40
chr20	32722992	32723142	id-60931	1	+	NA	NONE	24
chr20	32730663	32730813	id-60932	5.28e-05	+	GGTATAATTCAGTTGCCGTCCAGTAGATGGTGTTT	Upstream_CTCF	35
chr20	32768652	32768802	id-60933	1	+	NA	NONE	5
chr20	32778508	32778658	id-60934	1.96e-07	+	GAGCTGAGCTCTGGTGTGGCCACCGGGAGGCAGTG	UpstreamP1_CTCF	40
chr20	32803860	32804010	id-60935	1	+	NA	NONE	8
chr20	32843496	32843646	id-60936	2.57e-08	+	CTGTTACGCCCGGACAGGGCCACTAGAGGGCTTCC	UpstreamP1_CTCF	40
chr20	32847816	32847966	id-60937	3.66e-06	-	TTGCACTGGTCTCTGCTGTCCAGAGGGTGGTGTGT	UpstreamP1_CTCF	9
chr20	32856867	32857017	id-60938	3.81e-05	-	AGTTGAGGCTGAGCACGCGGCAGGAGCAGGCGCTG	V_CTCF_BR	13
chr20	32875427	32875577	id-60939	5.93e-06	+	TGTGTGCCACCGTGCCTGGCCAGAAGGGGGTCTCT	Upstream_CTCF	10
chr20	32890418	32890568	id-60940	3.41e-07	-	TGTGGGGTCCCCCACCCCTCCAGCAGGGGCAGCCT	Upstream_CTCF	34
chr20	32896724	32896874	id-60941	1.23e-05	-	CCACTGTACCCTAGCTTGAGCAGCAGAGGGAGACT	UpstreamP1_CTCF	26
chr20	32899430	32899580	id-60942	3.56e-05	+	GGTGCAGGCGCTGAGAAAGCCCGCTGATGGGGATG	Upstream_CTCF	31
chr20	32900623	32900773	id-60943	9.14e-09	+	GCTGCAGTGCAAACTCTTCCCTCCAGGGGCAGGAT	Upstream_CTCF	40
chr20	32956515	32956665	id-60944	1	+	NA	NONE	14
chr20	33061208	33061358	id-60945	1.39e-05	-	CAGGCTGACAGGTCGCACAGCCCCAGGTGGCGCCA	V_CTCF_BR	40
chr20	33064194	33064344	id-60946	5.68e-06	+	GGCGCGCAGCAGCCGGGCGCCCCCAGCGGCAGCCA	V_CTCF_BR	30
chr20	33111009	33111159	id-60947	2.17e-08	-	GCTGCTGTGGGGAGAAGGGACAGCAGGGGGCGAAC	Upstream_CTCF	40
chr20	33124913	33125063	id-60948	3.4e-06	+	AGTCCCTCACCTTGGCAGCACTGCAGGGGGCGCCC	V_CTCF_BR	40
chr20	33126566	33126716	id-60949	6.47e-09	+	CCTGCCATTTCGCTCATGCTCAGCAGGGGGCAGCA	Upstream_CTCF	40
chr20	33147207	33147357	id-60950	1.48e-06	+	GGTGCGTGGGCAGCCGCCGCCAGGAGGTGGCTAGG	V_CTCF_BR	10
chr20	33147424	33147574	id-60951	1.43e-05	+	GCTGCATACTCTCCCGCCGGCTGCAGGCGCCGCCT	Upstream_CTCF	6
chr20	33150544	33150694	id-60952	1.37e-08	+	CTGGCAGCTCCAGGCTGGCCCACTGGGGGGCAGTG	Upstream_CTCF	40
chr20	33166972	33167122	id-60953	1.83e-05	-	CCATGCCAGCCTGCATGGTACAGCAGAAGGAGCCA	V_CTCF_BR	38
chr20	33201602	33201752	id-60954	1	+	NA	NONE	12
chr20	33204934	33205084	id-60955	1.16e-05	-	AGTGACCCTCTTCTCAGCTCCACTGGGTGGTGCCC	Upstream_CTCF	4
chr20	33264451	33264601	id-60956	2.39e-05	+	ACGCCCCCTCAGATCCCCACCACTAGGTGGTCCGG	UpstreamP1_CTCF	28
chr20	33264911	33265061	id-60957	2.43e-06	+	TCTGTAGTTCCGCGGGTGGGCGCGCGCTGCCGCTG	Upstream_CTCF	24
chr20	33267379	33267529	id-60958	2.02e-06	-	CTGCAATATTCCCCAACACCCAATAGAGGGCTTGT	UpstreamP1_CTCF	28
chr20	33291725	33291875	id-60959	2.34e-06	+	ATGCAGTGAAAGGATTTGGGGAGCAGTGGGAGAGG	UpstreamP1_CTCF	28
chr20	33293376	33293526	id-60960	1	+	NA	NONE	23
chr20	33296448	33296598	id-60961	2.01e-05	+	TTTGCACTGCCATAGGGCGCCCCCGTGAGGCGCTT	Upstream_CTCF	40
chr20	33297708	33297858	id-60962	1.31e-05	-	CCGGGTAAGCTGGGCGGGGGGTCTAGAGGGCGCTG	V_CTCF_BR	35
chr20	33342036	33342186	id-60963	7.44e-05	-	ACACTTGTTTATTTACAGACCAGCAGAGGGCCATA	Upstream_CTCF	28
chr20	33357601	33357751	id-60964	1.72e-06	-	CTAGCTATATTTTAACTCTCCACAAGGTGGTGCTC	Upstream_CTCF	39
chr20	33412873	33413023	id-60965	8.21e-06	-	GCAGGGCTGGCCGGGGTCTGCACGGGGTGGCGCTC	V_CTCF_BR	18
chr20	33417147	33417297	id-60966	2.53e-05	+	GCACAATACTAGGTATTGGGCCCAAGAGGGCAGAC	V_CTCF_BR	18
chr20	33422328	33422478	id-60967	1	+	NA	NONE	34
chr20	33460644	33460794	id-60968	2.83e-07	+	GGCCTGATCTTCGCGACAGCCGGGAGGGGGCGCCT	V_CTCF_BR	40
chr20	33461947	33462097	id-60969	3.95e-09	+	GCTGCAGTAGCAACTATAGACAGGAGGGGGAAGCA	Upstream_CTCF	40
chr20	33463683	33463833	id-60970	1	+	NA	NONE	37
chr20	33536042	33536192	id-60971	1	+	NA	NONE	20
chr20	33543675	33543825	id-60972	6.82e-05	-	CCTCCTTCCCAAGGTCCATCCGCCAGGGTGCAGCC	V_CTCF_BR	40
chr20	33548690	33548840	id-60973	4.7e-05	-	GCCCTCGTGCCATCAACCACCACAAGAGGGCCTAA	Upstream_CTCF	40
chr20	33576272	33576422	id-60974	2.19e-05	-	GCTGCAGAATTCTGAGCACCCAGGAGGAGCTGTTG	Upstream_CTCF	17
chr20	33586339	33586489	id-60975	1.59e-06	-	CAGCCCACCTTGCTTTCCTCCTCTAGCTGGCGCCG	V_CTCF_BR	16
chr20	33590009	33590159	id-60976	2.78e-06	-	GGCCCAGGGAAGGCTGAAGGCAGCAGGGGGCGATG	V_CTCF_BR	39
chr20	33595408	33595558	id-60977	3.97e-07	-	TTGGAGAACTGAACATGGGCCGGAAGAGGGCAGCC	V_CTCF_BR	0
chr20	33600337	33600487	id-60978	1	+	NA	NONE	7
chr20	33637718	33637868	id-60979	6.48e-05	-	CTGCCTTTTCTTCTTGTGACAGACAGAGGGAGTTA	UpstreamP1_CTCF	7
chr20	33680595	33680745	id-60980	4.02e-07	-	CTTGCGCCTCCGCCGACGGCCCACTGGGGGCGCTG	Upstream_CTCF	40
chr20	33684120	33684270	id-60981	4.68e-07	+	AAAAGCTGAGTGTCTCTCACCACCAGAGGGCGAAG	V_CTCF_BR	39
chr20	33733019	33733169	id-60982	1	+	NA	NONE	40
chr20	33734391	33734541	id-60983	6.21e-06	-	CCCGCAATTCTTACTATCACCTCCAGGATCCACTT	Upstream_CTCF	32
chr20	33735019	33735169	id-60984	8.23e-05	+	GTGTCCTCTCAGCGCCCCCGCAGCAGCAGCAGCCA	UpstreamP1_CTCF	18
chr20	33763940	33764090	id-60985	6.82e-05	+	CTTCCTGGGCTGTGAGCTGCCTCCCGAGGGCTCTA	V_CTCF_BR	0
chr20	33796301	33796451	id-60986	2.53e-05	-	AAAACCTATTGCTATGTTCACGGTAGGGGGCAGCA	V_CTCF_BR	40
chr20	33851119	33851269	id-60987	1	+	NA	NONE	27
chr20	33852685	33852835	id-60988	2.38e-07	-	GGCTCTGGCTGGGTCATCTCCTCCAGAGGGAGCCC	V_CTCF_BR	37
chr20	33857186	33857336	id-60989	7.54e-08	-	ATGTTGGGGCCTGGAGTGGCCACATGGGGGCAGTG	UpstreamP1_CTCF	40
chr20	33865425	33865575	id-60990	3.71e-05	-	CTGGTACTGACGGCGTCCTCCGCAGGATGTCGCCC	Upstream_CTCF	36
chr20	33885051	33885201	id-60991	1	+	NA	NONE	27
chr20	33891731	33891881	id-60992	1.23e-08	+	ATGCTCTGAGGATTCTTCTCCACTAGAGGGCGCCA	UpstreamP1_CTCF	40
chr20	33892436	33892586	id-60993	2.2e-06	+	CCAGTATCACCTCTCTAGGACAGTAGGGGCAGACA	Upstream_CTCF	3
chr20	33894880	33895030	id-60994	2.38e-07	-	CCCAGCCCGTGCCCTGTGGACAGCAGGGGGAGCAT	V_CTCF_BR	40
chr20	33914244	33914394	id-60995	1	+	NA	NONE	4
chr20	33917459	33917609	id-60996	7.07e-08	-	TTAACCCCTGCATTGGGTACCACCAGAGGGCAGTA	V_CTCF_BR	40
chr20	33927228	33927378	id-60997	1	+	NA	NONE	12
chr20	33930016	33930166	id-60998	5.01e-06	+	TGAGCCTGCTCATTGTGAGCCACAAGGTGGAGATG	V_CTCF_BR	40
chr20	33983638	33983788	id-60999	1	+	NA	NONE	18
chr20	34020233	34020383	id-61000	4.14e-06	+	CACCCATATGCCTGTCTCCCCACCAGAGGGCTATG	V_CTCF_BR	21
chr20	34025842	34025992	id-61001	1	+	NA	NONE	6
chr20	34026930	34027080	id-61002	1.55e-05	-	GAAATGGCTTTTCCAGCCTCCTGTAGGGGCCGCTG	V_CTCF_BR	40
chr20	34035118	34035268	id-61003	3.13e-10	-	GGTGCAGCTCCCGAGTATCCCAGCAGGGGGAGCCC	Upstream_CTCF	40
chr20	34036790	34036940	id-61004	1	+	NA	NONE	5
chr20	34051652	34051802	id-61005	9.88e-07	+	GAAGAAGTGCATGTTTCCTCCAGCAGGTGTCAGTG	Upstream_CTCF	40
chr20	34066995	34067145	id-61006	3.09e-07	+	CTTCCCCTCAGTCACGTCACCAGCAGGAGGCAGCC	V_CTCF_BR	36
chr20	34085588	34085738	id-61007	1.14e-06	-	CTGCCTTGGCTTCCTGGGCCCACAAGGAGGCTCGC	UpstreamP1_CTCF	4
chr20	34099760	34099910	id-61008	8.91e-07	+	GCTGCTGTCTCCACTTGTGCAGCTGGGTGGCAGCA	Upstream_CTCF	40
chr20	34111253	34111403	id-61009	9.67e-08	-	TTGGCAGTTCCAGTAGTGATCAGTAGGTGGCCAGG	Upstream_CTCF	40
chr20	34149188	34149338	id-61010	2.12e-06	+	ATGCCACTTTGCCCCCAGCCCTGCAGAGGGCTCCC	UpstreamP1_CTCF	39
chr20	34156666	34156816	id-61011	3.71e-05	+	TTTATCCTGCCTGCTACGGCCACAAGGGGCCCCTT	Upstream_CTCF	39
chr20	34189571	34189721	id-61012	9.25e-06	+	GCGCTCACCGACGTCTCGCCCTGAAGGTGGCGTTA	V_CTCF_BR	35
chr20	34192431	34192581	id-61013	1.82e-07	-	GCTTGACCTGAAGTACCAGCCCCCAGAGGGCGCTA	V_CTCF_BR	38
chr20	34205677	34205827	id-61014	3.36e-05	-	ATTCACTGCCCCTCACCTGACAGAAAGAGGCTCAG	UpstreamP1_CTCF	38
chr20	34207575	34207725	id-61015	1	+	NA	NONE	39
chr20	34209586	34209736	id-61016	1.48e-06	-	CCTGCAATTCCACTTTCGACCCTTAGAGTGAAGAA	Upstream_CTCF	31
chr20	34274874	34275024	id-61017	1.41e-08	+	CTGTTATGCGTGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr20	34283444	34283594	id-61018	4.31e-07	+	ATGGGTGACCATGTGAATGCCTGCAGAGGGCACCA	V_CTCF_BR	6
chr20	34287214	34287364	id-61019	1	+	NA	NONE	39
chr20	34327272	34327422	id-61020	1	+	NA	NONE	20
chr20	34327817	34327967	id-61021	3.22e-05	-	CTGTCTTTTCATTGTTTCACCAGTTGGTGGTGAAA	UpstreamP1_CTCF	35
chr20	34329431	34329581	id-61022	1.92e-05	-	TGGCAGCGCGGGTTTTTGCCCGGAAAGAGGCGCTC	UpstreamP1_CTCF	32
chr20	34330425	34330575	id-61023	1.04e-07	-	AGATGGCCGTGAGGAGGCGCCACGAGGGGGAGGTG	V_CTCF_BR	40
chr20	34361608	34361758	id-61024	1	+	NA	NONE	10
chr20	34397699	34397849	id-61025	8.5e-06	+	GCTGCAATTGTGCTGATAGCCGCAGGTGGCAGTCA	Upstream_CTCF	2
chr20	34437298	34437448	id-61026	1.17e-05	+	AGGTGCTGAAATAGAGCTACCAGGAGGAGGCAGGG	V_CTCF_BR	17
chr20	34472285	34472435	id-61027	1.17e-05	-	AAATCACTGAGCACTCATTCCACAAGGTGGCAGAG	V_CTCF_BR	40
chr20	34474766	34474916	id-61028	1	+	NA	NONE	2
chr20	34515933	34516083	id-61029	7.6e-05	-	TAGCTCAAGGCCAGGCCTTCCACTAGGTGGGCCCC	UpstreamP1_CTCF	9
chr20	34535458	34535608	id-61030	2.97e-06	-	GTGCCCAGTTTCATGTTGAGCAGCAGAGGGCGATC	V_CTCF_BR	40
chr20	34542408	34542558	id-61031	1.59e-06	-	CGCCTCATGCGACTCGAGAACGCTAGAGGGCGCCG	V_CTCF_BR	40
chr20	34579224	34579374	id-61032	3.03e-05	+	GTTGTTAAACTTACCAGCACCACCAGGGGCGTGGT	Upstream_CTCF	40
chr20	34580760	34580910	id-61033	3.22e-09	+	CTGTAGTTTACTCATATTACCACTAGAGGGCAAAA	UpstreamP1_CTCF	40
chr20	34583028	34583178	id-61034	1.99e-07	+	AGCTGCCTTGGCCTGTCTGACAGCAGGGGGCGCCT	V_CTCF_BR	40
chr20	34631979	34632129	id-61035	9.51e-07	-	CAAAGATAACCCTCAGTGGCCGCAAGAGGGAAGTG	V_CTCF_BR	1
chr20	34652787	34652937	id-61036	9.84e-05	-	GTATTATCAGGCGGTGGCGGCACCTGTGGTCAGTC	V_CTCF_BR	5
chr20	34665832	34665982	id-61037	2.96e-05	-	AGCTGGTTAACACAAGCCGCCTATAGATGGCAACC	V_CTCF_BR	15
chr20	34726674	34726824	id-61038	1.17e-05	-	AGACAGGTGGAGAGAGAGGCCACTGGGAGGCAGCA	V_CTCF_BR	40
chr20	34729353	34729503	id-61039	5.67e-06	+	AGTGAAACTCCAGGGAACAACTGAAGAGGGCAGCA	Upstream_CTCF	21
chr20	34744671	34744821	id-61040	3.36e-07	+	AGGGATGTTCTGGCCTGAGCCTCCAGGGGGCAACA	V_CTCF_BR	40
chr20	34763513	34763663	id-61041	2.27e-06	-	AGGCATCAAGCAGAGTGACCCGGCAGATGGCACTC	V_CTCF_BR	4
chr20	34764230	34764380	id-61042	1	+	NA	NONE	0
chr20	34787765	34787915	id-61043	2.65e-10	-	CTAGCAGTTCCAGCTATCACCAGCAGGTGGGGCAC	Upstream_CTCF	40
chr20	34790863	34791013	id-61044	2.19e-11	+	GCTGCAGTGCCCCTACCTGACGGCAGGGGGCGCTC	Upstream_CTCF	40
chr20	34798663	34798813	id-61045	6.46e-07	+	GGCTGACAAGCCTGCTCTCCCACCAGGTGGCAGCT	V_CTCF_BR	32
chr20	34802718	34802868	id-61046	1.69e-05	+	GACCACTTCCTTGCCTTGGTCAGTAGATGGCGTGT	UpstreamP1_CTCF	40
chr20	34805275	34805425	id-61047	1.26e-05	-	TGGCCAGTCCCGTCACCTGCCTCCAGGAGGAGTGG	Upstream_CTCF	30
chr20	34815776	34815926	id-61048	4.43e-05	+	CCTGTCTCCCAAACACCACCAGCAAGAGGGCAGCA	V_CTCF_BR	6
chr20	34819401	34819551	id-61049	3.63e-06	-	GGGACGCATCTAACCTGGGCCGCCTGGGGGCATCC	V_CTCF_BR	1
chr20	34855515	34855665	id-61050	3.41e-07	+	CATGGAGCTCCAAAGGAGGGCAGCAGGGAGCACGC	Upstream_CTCF	8
chr20	34861388	34861538	id-61051	7.07e-08	+	CTGGCCCAAGATCTCACAACCAGCAGGTGGCAGAG	V_CTCF_BR	40
chr20	34863480	34863630	id-61052	1.04e-05	+	TGGGCATCAGGGAAGGTTTCCTGTAGGAGGCAGCA	V_CTCF_BR	12
chr20	34874054	34874204	id-61053	2.11e-06	-	TTGGTCACAGCTTCTACTGCCTCTAGAGGGAGGGG	V_CTCF_BR	4
chr20	34893668	34893818	id-61054	1.15e-07	+	GTTCTGCGGAAGCAGGTCACCGGGAGGGGGCACCC	V_CTCF_BR	13
chr20	34971094	34971244	id-61055	2.43e-06	+	CCTTTGCTGGCAGAGAGGCCCTCTAGTGGGCAGCA	V_CTCF_BR	5
chr20	35012585	35012735	id-61056	1.93e-05	+	GAGATTTGGCCTGGTCCCGACGCCTGGGGGTGCTG	V_CTCF_BR	35
chr20	35013761	35013911	id-61057	5.08e-05	+	TTAGTAGTAGAAATAAGACCCAGAGGAGGGAAAGA	Upstream_CTCF	4
chr20	35028218	35028368	id-61058	8.46e-07	-	ACTGTGGTAACAAAAATAGCCCCTGGGAGGCGCTG	Upstream_CTCF	38
chr20	35050205	35050355	id-61059	1	+	NA	NONE	2
chr20	35064620	35064770	id-61060	1	+	NA	NONE	10
chr20	35067960	35068110	id-61061	1.09e-07	-	CCTGTGATGCCCGCTGCAGCCGCAGGGTGGCAGCA	Upstream_CTCF	40
chr20	35096798	35096948	id-61062	8.21e-05	+	ACAGTGGCTACCATGGGAGGCAGCAGTGGTTGGTC	V_CTCF_BR	12
chr20	35106630	35106780	id-61063	1	+	NA	NONE	16
chr20	35108481	35108631	id-61064	3.42e-05	-	CCTGCTATGACAGAAACTGCCAGTAGGTTAGGAAT	Upstream_CTCF	29
chr20	35110037	35110187	id-61065	1	+	NA	NONE	25
chr20	35110192	35110342	id-61066	1	+	NA	NONE	4
chr20	35121568	35121718	id-61067	2.4e-05	-	TTTGGTGGTAAGGGTCCAGAAGCCAGGGGGCAGTG	V_CTCF_BR	39
chr20	35132770	35132920	id-61068	2.32e-08	-	GCTGCATTACTCACAATAGCCAAAAGGTGGAAACA	Upstream_CTCF	29
chr20	35134766	35134916	id-61069	2.1e-05	+	CTCCTGCAGTTGAACATGAACTCTAGAGGGGGCCC	UpstreamP1_CTCF	40
chr20	35166516	35166666	id-61070	1	+	NA	NONE	1
chr20	35169680	35169830	id-61071	4.65e-05	-	GGCCTTATTTGGCCTCGACCCACGGGCTGGCAGGC	V_CTCF_BR	11
chr20	35170523	35170673	id-61072	1.1e-06	+	GAGGGCCCTGATGGACTCACCCCTAGGGGGCAGGA	V_CTCF_BR	40
chr20	35170780	35170930	id-61073	4.31e-07	-	CCCCCTTCAGGTGCCCTAGACACCAGGGGTCAGCA	V_CTCF_BR	2
chr20	35172630	35172780	id-61074	5.34e-06	+	CTCCTAGAACCTCAGGCGGGCAGCAGAGGGATGGA	V_CTCF_BR	16
chr20	35176535	35176685	id-61075	6.51e-05	-	TCCACTTGCATGCAGAGTGGTGGTAGGGGGCGCCA	V_CTCF_BR	37
chr20	35185031	35185181	id-61076	1.09e-07	+	ATGATGTTGCCACACTTCACCACTAGGGGACGACG	UpstreamP1_CTCF	40
chr20	35198399	35198549	id-61077	3.03e-05	-	TTTGGATTTGGCAGTGTGGGCAGTAGAGAGCTCCA	Upstream_CTCF	14
chr20	35200288	35200438	id-61078	1.09e-06	-	TCTGCCCTTTCTGGGGAAGCCACTGGGGGCCTGGG	Upstream_CTCF	4
chr20	35203251	35203401	id-61079	2.04e-05	+	GAAAGTTCGTGCGGGAGTGGCTGCAGGTGGCGTCG	V_CTCF_BR	12
chr20	35203936	35204086	id-61080	1	+	NA	NONE	22
chr20	35216554	35216704	id-61081	4.43e-05	-	AATCTGCATACAAGCCTGGAGGGTAGAGGGCAGTG	V_CTCF_BR	6
chr20	35220571	35220721	id-61082	4.14e-06	+	CACAGAAGGGTAGAAAGCCACAGCAGGGGGCAGTC	V_CTCF_BR	9
chr20	35220868	35221018	id-61083	1.82e-07	-	TCTCTGGAGGACTTCCTGACCAGCAGATGGCTCAC	V_CTCF_BR	39
chr20	35233884	35234034	id-61084	6.43e-06	-	TGGTAGAACGGTGACATGGGCGCCAGGAGGCGCTG	V_CTCF_BR	40
chr20	35241201	35241351	id-61085	2.31e-07	+	GGTGTTATTTTTTATTCGGCCACAAGATGGCAAGG	Upstream_CTCF	40
chr20	35252696	35252846	id-61086	6.48e-05	-	GTGTGAGTGTGAGTACAGGCCTCAGGGAGGCGCGT	UpstreamP1_CTCF	7
chr20	35261026	35261176	id-61087	4.3e-06	-	CTTGTCCCTCTCTTTCGCTCCGCCAGGTGGCTGTA	Upstream_CTCF	8
chr20	35294926	35295076	id-61088	6.82e-05	+	TTCAGTGCTATATTCTGTGTCAGATGAGGGCAGCA	V_CTCF_BR	36
chr20	35306011	35306161	id-61089	1	+	NA	NONE	1
chr20	35346205	35346355	id-61090	1.08e-05	-	CAGCATCTTTGGCCTCTACCCACTAGATGCTAATA	UpstreamP1_CTCF	37
chr20	35357472	35357622	id-61091	3.31e-06	-	TTGCTTTAGCCTTCTCTTACCTCAAGGAGGTGCCA	UpstreamP1_CTCF	33
chr20	35374076	35374226	id-61092	5.34e-06	+	AGCGAGAGAAGGGTTCGCGCCTGCGGGGGGCGTCC	V_CTCF_BR	23
chr20	35374343	35374493	id-61093	3.36e-07	-	AGTGAGCGCCTCCGCCCGGCCCGCGGGGGGCGCGC	V_CTCF_BR	10
chr20	35383106	35383256	id-61094	2.86e-06	-	ATGAAAGTACCCAGTGCTTCCAGAAGGTGTCAGTA	UpstreamP1_CTCF	40
chr20	35402719	35402869	id-61095	1.52e-07	-	CCGACTAAGGACACTGCGACCACTTGGGGGCGCTG	V_CTCF_BR	40
chr20	35411543	35411693	id-61096	1	+	NA	NONE	0
chr20	35420928	35421078	id-61097	1.31e-05	+	ACAAGCTGGCTCTAGCACACCACTGGGTGGCAGGA	V_CTCF_BR	40
chr20	35437053	35437203	id-61098	1.18e-09	-	CCCGGCAGCTGAAGGAGGACCAGCAGAGGGCGCTC	V_CTCF_BR	40
chr20	35444224	35444374	id-61099	8.71e-06	+	TCGGCCTCCTCTTCGACAAACTGCAGGTGTCGCCG	V_CTCF_BR	1
chr20	35459417	35459567	id-61100	6.18e-07	-	CCTGGCTTCCCTCAACCAGCCAGCAGGGGACAGAA	Upstream_CTCF	39
chr20	35465193	35465343	id-61101	4.88e-05	+	CCCATTGTGCACCAACAAGACCACAGGGGGCGCCA	V_CTCF_BR	40
chr20	35471614	35471764	id-61102	1	+	NA	NONE	20
chr20	35492192	35492342	id-61103	1	+	NA	NONE	40
chr20	35492533	35492683	id-61104	4.5e-05	+	GTGCACGCGCCAAGCTCACGGTCTAGGCGGCGCCG	UpstreamP1_CTCF	30
chr20	35513171	35513321	id-61105	3.65e-05	-	CTGTGTTAAATGATGGCAAACGCTAGGGGGAGAAG	UpstreamP1_CTCF	30
chr20	35513916	35514066	id-61106	4.34e-05	-	AGATCATATTAACAAGTGACCACAAGGGGACAGAA	Upstream_CTCF	32
chr20	35515705	35515855	id-61107	5.61e-08	-	CTTGCAGTTTGACCCCGAACCACTGGATGGCAGTG	Upstream_CTCF	40
chr20	35526145	35526295	id-61108	8.9e-05	-	CAGAAATTTCACCAAGCCGCAGGTAGGTGGCCTGT	UpstreamP1_CTCF	5
chr20	35548231	35548381	id-61109	2.83e-10	-	TTGCAGTTACCCCTTTTCACCACTAGATGGTAGTG	UpstreamP1_CTCF	39
chr20	35579137	35579287	id-61110	1	+	NA	NONE	11
chr20	35580048	35580198	id-61111	1	+	NA	NONE	27
chr20	35595455	35595605	id-61112	1.76e-05	+	CTGCCATTACAGGCATGCACCACCAGGCCTGGCTA	UpstreamP1_CTCF	17
chr20	35636394	35636544	id-61113	2.6e-05	+	GAGAAATGCAAACATATGAACTGAAGGTGGTGCTC	UpstreamP1_CTCF	36
chr20	35710224	35710374	id-61114	1.84e-06	-	TTCACCCAATCTCGCTGAGCCAGCAGGGGTCTCTG	V_CTCF_BR	40
chr20	35724089	35724239	id-61115	3.28e-05	+	AGGGTAGGGTCCGGCCGCCCCACCTGCTGCCGCTC	V_CTCF_BR	11
chr20	35724631	35724781	id-61116	1	+	NA	NONE	40
chr20	35806715	35806865	id-61117	4.34e-05	+	CGGGTTATACTGTAAACATTCAGTAGTTGGCGCTA	Upstream_CTCF	40
chr20	35807671	35807821	id-61118	1	+	NA	NONE	10
chr20	35820776	35820926	id-61119	7.55e-07	+	TGGAAAGTACCATGGGAGTCCAGCAGAGGGAGCCG	V_CTCF_BR	40
chr20	35824059	35824209	id-61120	5.72e-07	+	TTGTCGTTCCATTGTTAAAGCACCAGATGGCGACA	UpstreamP1_CTCF	39
chr20	35830876	35831026	id-61121	7.62e-07	+	GAAGCAGCAATCTGTTTAACCACCAGGGGGCCTCT	Upstream_CTCF	40
chr20	35871813	35871963	id-61122	2.55e-06	-	CCAGCACACCTAAGTAGGAACACTAGGAGCCGCCC	Upstream_CTCF	35
chr20	35882563	35882713	id-61123	1.34e-06	+	CTGTGCTTCTGCAGCAGGGCCACCAGGATGCTCTC	UpstreamP1_CTCF	4
chr20	35886444	35886594	id-61124	4.01e-05	+	GCAATTAGGGGAAAAACAGCCAGCAGGGGACAGAG	V_CTCF_BR	8
chr20	35898184	35898334	id-61125	2.43e-06	+	GGGCCATGGCCTCAGACAGCCGGGAGATGTCGCTG	V_CTCF_BR	40
chr20	35905152	35905302	id-61126	1	+	NA	NONE	39
chr20	35911054	35911204	id-61127	3.16e-05	+	GAGGTAATTTGAGCTGGGCCCTGAAGGAGGAGTAA	Upstream_CTCF	38
chr20	35960866	35961016	id-61128	1.73e-05	+	TAGAGACAGGAAGGACATCCCAGCAGAGGGCAAGC	V_CTCF_BR	15
chr20	35962475	35962625	id-61129	1	+	NA	NONE	3
chr20	35971240	35971390	id-61130	1	+	NA	NONE	37
chr20	35984759	35984909	id-61131	1.63e-05	-	CCATCTGTTCTCAGTGCGGCCACCAGGGCCACCTC	Upstream_CTCF	13
chr20	35993442	35993592	id-61132	7.82e-06	+	GTGCACTTGCTAGGAGCCAGGCACAGGGGGAGGCC	UpstreamP1_CTCF	12
chr20	36010368	36010518	id-61133	1	+	NA	NONE	2
chr20	36013187	36013337	id-61134	9.99e-11	-	CTGCGGTGACCGCAGAGCGCCAGCAGAGGGCGCAG	UpstreamP1_CTCF	40
chr20	36018323	36018473	id-61135	1.41e-05	+	CTGTGACTGGTGACCGCAGCCACCGGAGGCAGCTT	UpstreamP1_CTCF	28
chr20	36020932	36021082	id-61136	5.51e-07	+	CTGTCAAGCCCTGCTGCAACCTGCAGGGGGTGCTC	V_CTCF_BR	40
chr20	36025075	36025225	id-61137	1.39e-05	+	GCAGCAAAGAGGGAAGAGAGCGGCAGAGGGAGCTC	V_CTCF_BR	6
chr20	36025793	36025943	id-61138	3.4e-06	-	TCAGTCAGTCATTCAGCAGACAGTAGGGGGTGCCA	V_CTCF_BR	28
chr20	36027729	36027879	id-61139	1	+	NA	NONE	24
chr20	36037719	36037869	id-61140	5.48e-05	+	CTTGTCCACTCCCACTCCGTCAGCAGGGGGACCTC	Upstream_CTCF	25
chr20	36040155	36040305	id-61141	1	+	NA	NONE	14
chr20	36121469	36121619	id-61142	6.39e-05	-	ACCTCCCAGCCACCTTCTCCCACCAGGGGTCCTCA	Upstream_CTCF	7
chr20	36130442	36130592	id-61143	4.99e-07	-	GTGGCAGTCCCTCTTCCCAGGACCAGGTGGAGCTG	Upstream_CTCF	14
chr20	36148104	36148254	id-61144	2.6e-06	-	ATACAGAACCCTGTCCTTACCACGTGGGGGCACAG	V_CTCF_BR	19
chr20	36158112	36158262	id-61145	4.7e-06	+	TGCTGGTTTATGCTCATGGCCACAAGATGGCTATC	V_CTCF_BR	8
chr20	36162934	36163084	id-61146	8.58e-08	-	CAGGCAGTTCCCCATTTTACCATTAGGTGTCACCA	Upstream_CTCF	40
chr20	36172246	36172396	id-61147	1.21e-05	-	GCTGTGAAACTGTATCCAGCCAGAAGAGGGAGTGA	Upstream_CTCF	39
chr20	36192951	36193101	id-61148	7.1e-09	+	CTGCTCTTTCCGTTCCGCTCCCGCAGGGGGCGCCA	UpstreamP1_CTCF	40
chr20	36228927	36229077	id-61149	9.66e-05	-	CCATCAGCAAATAATTGGTCCACAAGGTGTCCTCA	Upstream_CTCF	5
chr20	36244350	36244500	id-61150	1.79e-08	+	TCTGTAATTCCAGCAGTTGCCGCTAGGAGGACAGC	Upstream_CTCF	40
chr20	36280377	36280527	id-61151	8.16e-07	+	CCTCCATTCTCCTGGTGGGCCTGCAGGGGTCAGAC	V_CTCF_BR	40
chr20	36289768	36289918	id-61152	1.99e-07	-	GGGGATGAGTTTTTTGGGGACACCAGGGGGCAGAC	V_CTCF_BR	6
chr20	36297947	36298097	id-61153	6.75e-05	-	CTTTAGTGACTCACTATTGCCCCTAGGCTGAAGAT	UpstreamP1_CTCF	3
chr20	36322152	36322302	id-61154	1	+	NA	NONE	24
chr20	36384182	36384332	id-61155	3.81e-05	+	AACTACCCACACATGCTGTCCACATGGTGGCTCCT	V_CTCF_BR	30
chr20	36386068	36386218	id-61156	7.42e-09	+	CCATCGTCTCGGAGAGTGGCCACCAGGTGGAACTC	V_CTCF_BR	31
chr20	36386921	36387071	id-61157	3.22e-07	-	GATGCACTTCTGCCGCTGGCCAGCTGGGGTGCCTT	Upstream_CTCF	37
chr20	36410206	36410356	id-61158	1	+	NA	NONE	17
chr20	36454299	36454449	id-61159	8.02e-05	+	CAGGCTGGAGTCTCCTTTTCCACAGGAGGCGGCGG	Upstream_CTCF	0
chr20	36477688	36477838	id-61160	1.81e-06	-	AGGGATGTATCTAGAGCAGCCAGCAGGGGCCAAAC	Upstream_CTCF	2
chr20	36507697	36507847	id-61161	1	+	NA	NONE	1
chr20	36525705	36525855	id-61162	2.97e-06	-	GCCCCTCTGCCCCAGTTCCCCTCTGGAGGGCAGCA	V_CTCF_BR	38
chr20	36527521	36527671	id-61163	5.92e-05	+	CCTCATGGCATCCACACGACCACTAGAGGCATGTT	V_CTCF_BR	26
chr20	36530672	36530822	id-61164	5.68e-06	+	TAGGGAAGGAGCCTACAGTCCAGAAGGGGGCGATC	V_CTCF_BR	40
chr20	36532004	36532154	id-61165	1	+	NA	NONE	32
chr20	36536139	36536289	id-61166	1.64e-06	+	CCTGAGATTCTCTCTGTTGCCAGGAGGGACCAGCA	Upstream_CTCF	7
chr20	36544296	36544446	id-61167	1	+	NA	NONE	13
chr20	36569863	36570013	id-61168	4.7e-06	+	CAGAAACATCTGCAGGCTGCATGCAGAGGGCGCAC	V_CTCF_BR	35
chr20	36572013	36572163	id-61169	8.19e-06	-	AAGCTCTCACTGCTGCCCACCCCCAGGGGATGCCA	UpstreamP1_CTCF	2
chr20	36572304	36572454	id-61170	1.85e-07	-	TTGCTGCCCACCACCTTGACCACCTGGGGGTGACA	UpstreamP1_CTCF	23
chr20	36597421	36597571	id-61171	3.36e-07	+	GGCAGGTAGAGAAAGACCACCAGGAGGGGGCAGGG	V_CTCF_BR	3
chr20	36607896	36608046	id-61172	1	+	NA	NONE	8
chr20	36609432	36609582	id-61173	1	+	NA	NONE	4
chr20	36621479	36621629	id-61174	7.55e-07	-	GTGACCTTGCTGTGTGTTACCACCAGGTGTCACTG	V_CTCF_BR	40
chr20	36628383	36628533	id-61175	1.84e-06	+	GAGGAGCAAAGTGATGTGGCCGCGTGATGGCGGCA	V_CTCF_BR	3
chr20	36672458	36672608	id-61176	5.38e-05	+	AGGATCCAAAGCAGCAGCAGCAGCAGAGGGTGATG	V_CTCF_BR	23
chr20	36686043	36686193	id-61177	1.15e-08	+	CTCTAGTTGAAGACTATGGCCACAAGGTGGCGCCA	UpstreamP1_CTCF	40
chr20	36688986	36689136	id-61178	1	+	NA	NONE	2
chr20	36696448	36696598	id-61179	7.73e-06	+	ACTAGTGGTTTGCTGGACGCCACGAGAGGGCATTA	V_CTCF_BR	2
chr20	36701971	36702121	id-61180	3.63e-05	+	TGTTTCAATATTAGGCCAGGCAGTAGGGGGAGATA	V_CTCF_BR	40
chr20	36724217	36724367	id-61181	1	+	NA	NONE	3
chr20	36734998	36735148	id-61182	4.59e-07	-	GTGCAGTGGGACTGCTTCCCCTGGAGGTGGTAACA	UpstreamP1_CTCF	8
chr20	36741940	36742090	id-61183	8.81e-07	+	GCCTCCAGCCCAATGCCCACCACATGGGGGAGCCG	V_CTCF_BR	36
chr20	36743761	36743911	id-61184	1	+	NA	NONE	35
chr20	36753663	36753813	id-61185	2.1e-06	+	GCTGCCTTCGGCCTCTCTACCACCAGGGGAAGCAT	Upstream_CTCF	27
chr20	36793781	36793931	id-61186	6.46e-07	-	TTGTGTGTCCCTGTCCGCTCCCCCAGGGGGCGCCC	V_CTCF_BR	40
chr20	36800843	36800993	id-61187	1	+	NA	NONE	38
chr20	36801853	36802003	id-61188	1	+	NA	NONE	25
chr20	36803632	36803782	id-61189	4.88e-05	-	CCGCATGTGAGCATCACGGACGCTAGGGGCATCAG	UpstreamP1_CTCF	20
chr20	36812732	36812882	id-61190	1	+	NA	NONE	2
chr20	36816064	36816214	id-61191	2.15e-05	-	TGCAGTTCAAGTCTGAAGGCCGCCTGCTGGCAGAA	V_CTCF_BR	36
chr20	36843396	36843546	id-61192	6.34e-08	+	GCTGCTGCACACACGCTCCCCACCAGGGGCTGAGC	Upstream_CTCF	33
chr20	36846570	36846720	id-61193	1	+	NA	NONE	6
chr20	36849602	36849752	id-61194	3.41e-08	-	CCCGCAGCTACCAGCATCTCCAGCAGGGGTCACTG	Upstream_CTCF	40
chr20	36851190	36851340	id-61195	1.41e-06	-	ACTGCCATGTGGAGAACAGACTGTAGGGGGAGCCA	Upstream_CTCF	40
chr20	36856147	36856297	id-61196	7.23e-07	+	GCTGCTGGGAGCCATCCGGCCACCAAGGGGCGCGG	Upstream_CTCF	6
chr20	36858280	36858430	id-61197	2.6e-07	+	AGAAAAAAAATGTTAGTGACCAGCAGGTGGCAGTG	V_CTCF_BR	40
chr20	36862042	36862192	id-61198	2.93e-07	-	TTGCAGTTTCTCTTCAAGGCCACAAGGAGCCATAG	UpstreamP1_CTCF	8
chr20	36871381	36871531	id-61199	2.31e-07	-	GCTGTTGTTTCCGTTGTTGCCACATGGTGTCACTG	Upstream_CTCF	37
chr20	36899855	36900005	id-61200	1	+	NA	NONE	6
chr20	36906979	36907129	id-61201	2.68e-05	-	ACTGCAATTCTGCTCCTAGCCCCTGGGGTTCTAAT	Upstream_CTCF	9
chr20	36909711	36909861	id-61202	2.78e-06	+	TGGCCCTCTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	17
chr20	36919786	36919936	id-61203	4.88e-05	-	TCCGCAGGAGTCCAGGCAGAGACAAGGGGCCAGTG	Upstream_CTCF	40
chr20	36931735	36931885	id-61204	7.73e-05	+	AATACACTTTGGCTTGTCTCCGGAAGAGGGAGTTA	Upstream_CTCF	7
chr20	36933384	36933534	id-61205	1.09e-06	-	TTTGCAGGTCATCTCTCTGCCATCGGGAGGCAGCA	Upstream_CTCF	40
chr20	36935904	36936054	id-61206	5.34e-06	+	GCCTTCTCCCTTCAGCCAGCCAGCAGGGGACGGCC	V_CTCF_BR	4
chr20	36943835	36943985	id-61207	1.97e-06	-	TGTTGCTCACCCATCAGGGCCAACAGATGGCTCCA	V_CTCF_BR	31
chr20	36950488	36950638	id-61208	1.56e-06	-	AATGGAAAGCCCAAGTGTCCCAGGAGGGGGCACTG	Upstream_CTCF	40
chr20	36966162	36966312	id-61209	6.51e-07	+	ACTGTTGCTCCCGTCACTACCACACGGTGTCGCTG	Upstream_CTCF	40
chr20	36967380	36967530	id-61210	2.19e-08	+	CCCTTCCCTGATCACATAGCCAGCAGGTGGCAGAG	V_CTCF_BR	36
chr20	36985077	36985227	id-61211	1.34e-10	-	CCTGCTGTTCCTGTTTCAACCACGAGGGGGCACTC	Upstream_CTCF	40
chr20	37016715	37016865	id-61212	6.05e-06	+	GTCATCAGCTCAGTCCTCCCCAGTAGATGGCAATA	V_CTCF_BR	28
chr20	37037341	37037491	id-61213	3.88e-07	-	GTGACATTCCCAGGCGTGGCCAAAAGATGGCGCTG	UpstreamP1_CTCF	40
chr20	37064009	37064159	id-61214	5.37e-06	-	CTGGCGTTGAGCCTCCGCTCCGCCAGGGGACGCTG	UpstreamP1_CTCF	40
chr20	37071699	37071849	id-61215	1	+	NA	NONE	0
chr20	37075159	37075309	id-61216	1.63e-05	-	GCAGACGTGCCTGCAGCGCCCCCTGGGAGGACGGA	Upstream_CTCF	40
chr20	37076940	37077090	id-61217	1	+	NA	NONE	4
chr20	37101155	37101305	id-61218	1	+	NA	NONE	40
chr20	37101750	37101900	id-61219	5.08e-05	+	TTGTTTCTCGGCTCTGGGTGCTCCAGGGGCCCGGC	UpstreamP1_CTCF	9
chr20	37101995	37102145	id-61220	8.97e-05	-	TGTGCAATGGGCAGCATCGTCCCCACTGGGCGGCA	Upstream_CTCF	36
chr20	37142870	37143020	id-61221	1.77e-05	-	ACTGCATGTCCCCCTCTCAAAGGCAGGAGGAAAAA	Upstream_CTCF	2
chr20	37165057	37165207	id-61222	8.89e-06	+	TTTTCAGTTCTTCGGGTGTACACTAGGAGCAGAAT	Upstream_CTCF	14
chr20	37176780	37176930	id-61223	8.71e-06	+	TGAGATGGAACAGTGCCTGCCTGTGGTGGGCAGTG	V_CTCF_BR	12
chr20	37179046	37179196	id-61224	1	+	NA	NONE	29
chr20	37208510	37208660	id-61225	2.15e-05	-	CCAGGCGGGGGAGCAGCTGCAGGAAGGGGGTGGTA	V_CTCF_BR	0
chr20	37219457	37219607	id-61226	3.09e-05	-	ATGCCAGGCAGAGCTTCCACCACAGGGAGGAGTTG	UpstreamP1_CTCF	6
chr20	37230330	37230480	id-61227	7.44e-06	+	TGTGTGCGGCGAGTGCCTGCCTGTAGGTGGCCCCG	Upstream_CTCF	37
chr20	37230902	37231052	id-61228	2.27e-06	+	GGGTTCAGGCTACTGGCCTCCTGCAGGGGTCACTG	V_CTCF_BR	4
chr20	37262381	37262531	id-61229	2.78e-09	+	CTGCAGATTCCCAAGGTGGCCTCTAGATGGCACGG	UpstreamP1_CTCF	40
chr20	37274883	37275033	id-61230	6.97e-10	+	CAGCAACGGCCCAGTGAGGCCACCAGGGGGCGTTG	UpstreamP1_CTCF	40
chr20	37275818	37275968	id-61231	1	+	NA	NONE	1
chr20	37278019	37278169	id-61232	1.84e-06	+	TCCTGGAGCTTGGCCTGATCCACTAGGTGGCTCTA	V_CTCF_BR	39
chr20	37278815	37278965	id-61233	1	+	NA	NONE	14
chr20	37279808	37279958	id-61234	1	+	NA	NONE	2
chr20	37287657	37287807	id-61235	1	+	NA	NONE	40
chr20	37324806	37324956	id-61236	2.72e-06	-	ATGATGGAGCCACTGCTGTCCAGTAGGGGCAACAC	UpstreamP1_CTCF	0
chr20	37342227	37342377	id-61237	3.09e-06	+	AATGTAATACTCTCCGCCACCTTGAGAGGGAGGAC	Upstream_CTCF	4
chr20	37353847	37353997	id-61238	4.01e-05	-	TGGGTTAGGGCGGAAAACACCGCCTGGGGGCGTAG	Upstream_CTCF	16
chr20	37354638	37354788	id-61239	1.32e-05	+	ATTCCTAACCCCCCACTCCCCACCAGGCGGCGCAG	Upstream_CTCF	37
chr20	37355925	37356075	id-61240	1.52e-07	-	GCGTGGCTTAACGCTGTGGCCCGAAGGGGGCGCTA	V_CTCF_BR	35
chr20	37359651	37359801	id-61241	1	+	NA	NONE	24
chr20	37360229	37360379	id-61242	2.37e-09	-	CCGGCAGTTTGCGCTCTCACCGCTAGGGGGCGAGG	Upstream_CTCF	40
chr20	37380101	37380251	id-61243	7.44e-09	-	ACTGCTGTATCATACCTCACCAGCAGATGCCAGCA	Upstream_CTCF	39
chr20	37419210	37419360	id-61244	6.8e-06	-	CTTGCATAGTTTCTATTGGCCACCAAGTGGCAGTA	Upstream_CTCF	39
chr20	37434719	37434869	id-61245	1.16e-05	-	GCCGCCCGGCATTGCACCCCCGGCAGACGGCGGCC	Upstream_CTCF	3
chr20	37435105	37435255	id-61246	1.32e-05	-	ACGTCTCCGCCCATCCTCGGCGCCCGGGGGCGCTC	Upstream_CTCF	15
chr20	37489077	37489227	id-61247	1	+	NA	NONE	40
chr20	37489471	37489621	id-61248	1.48e-05	-	CTGCAGGGGGCCCCTGGGAGCACTGGGAAGCAAGT	UpstreamP1_CTCF	26
chr20	37510194	37510344	id-61249	1	+	NA	NONE	5
chr20	37512325	37512475	id-61250	6.86e-07	+	GTTGTATTCCCAGCATCCAGCACAGGGTGGCACAC	Upstream_CTCF	11
chr20	37522553	37522703	id-61251	9.87e-11	-	ACGCAGCAGCACGGCGCGGCCGGCAGAGGGCGCCA	V_CTCF_BR	40
chr20	37533135	37533285	id-61252	6.43e-06	+	GTTTGTAATGTCGGACTGGCCAGCAGGTGTCATTC	V_CTCF_BR	2
chr20	37554705	37554855	id-61253	3.11e-10	+	CGGCCGCGCAGCGGGGCGACCGGCAGGGGGCGCGC	V_CTCF_BR	40
chr20	37563960	37564110	id-61254	7.8e-08	-	GATGAAAGTGCTGGCAGGGCCACCAGAGGGTGGCA	V_CTCF_BR	37
chr20	37570526	37570676	id-61255	3.91e-06	+	TGTGCTCTTCCCTGTTTCACCTGTAGGTGATTGCA	Upstream_CTCF	21
chr20	37591286	37591436	id-61256	6.43e-06	-	ACCCCAGGGCGCTAACGAGACACGAGAGGGAGCTT	V_CTCF_BR	39
chr20	37615310	37615460	id-61257	4.88e-05	+	TGGTCATTGGGAAATACAACCACCAGAGGCAGAGC	UpstreamP1_CTCF	13
chr20	37626473	37626623	id-61258	1.38e-06	-	CTGTCACCCACAGACCCAGCCGCTGGGGGGCAGGG	V_CTCF_BR	3
chr20	37674124	37674274	id-61259	1	+	NA	NONE	0
chr20	37676802	37676952	id-61260	4.4e-10	-	ACTCACTGCCTCCATGTGGCCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr20	37678815	37678965	id-61261	1.46e-07	+	TCGGCGTTGCACACGGCGGCCGGCAGGCGGCGCTG	Upstream_CTCF	40
chr20	37695236	37695386	id-61262	3.4e-06	+	GCTGCATTCTCTGCACCCACCTCTAGTAGGCCTCC	Upstream_CTCF	17
chr20	37703871	37704021	id-61263	1.81e-06	-	CATGCCCAGCCTCTTTTGGCCTCTAGGTGGGGGAT	Upstream_CTCF	11
chr20	37709917	37710067	id-61264	1.05e-08	-	CCTGCAACTCAAGTTTCCACCACAAGGTGGCGATT	Upstream_CTCF	40
chr20	37732440	37732590	id-61265	8.91e-07	-	GAAGCATTCTTCCCTACAGCCTCCAGAGGGAGTGC	Upstream_CTCF	29
chr20	37734316	37734466	id-61266	1.67e-07	-	ACAGACCACAACTACCCTGCCACTAGAGGGAGCAC	V_CTCF_BR	25
chr20	37740808	37740958	id-61267	5.52e-05	+	TTGTCATTATGTAGACTGGCCACACGATGGCTCCC	UpstreamP1_CTCF	40
chr20	37843526	37843676	id-61268	4.1e-06	+	ATTTCTCTGCAGATTGCCACCACTAGAGAGCACAG	Upstream_CTCF	8
chr20	37854318	37854468	id-61269	8.81e-07	+	GAACAAAGAAGTTCAGAAGCCACCAGAGGGAGCAG	V_CTCF_BR	8
chr20	37893304	37893454	id-61270	1.22e-07	+	GAGTTGTTTTACCTTGCAGCCTCTAGGTGGCGCAC	UpstreamP1_CTCF	40
chr20	37897699	37897849	id-61271	2.74e-08	+	GTGTATGGGGCAGAGTCAGCCACTAGGGGGCAGGC	V_CTCF_BR	40
chr20	37912220	37912370	id-61272	1	+	NA	NONE	10
chr20	37918080	37918230	id-61273	5.68e-06	+	CCTTCAGAGAGGCAATTAGACCCCAGATGGCAGCA	V_CTCF_BR	24
chr20	37927563	37927713	id-61274	3.09e-07	+	CCACAGCCCGTTCATCTTGCCAGCAGGGGGCTGTT	V_CTCF_BR	4
chr20	37934828	37934978	id-61275	3.16e-06	+	CTCCATGAAGCACTTTTGGCCACCAGGGGACCGGG	UpstreamP1_CTCF	6
chr20	38023263	38023413	id-61276	1	+	NA	NONE	3
chr20	38027443	38027593	id-61277	7.11e-06	-	CCTTCTGTCTTCTCTACTACCCCTAGAGGGACCCT	Upstream_CTCF	7
chr20	38028240	38028390	id-61278	2.53e-05	+	GCAGTGGAGAATGTGTCTGCCCATAGGTGGCAGTA	V_CTCF_BR	12
chr20	38058463	38058613	id-61279	1.93e-05	-	GCTGTAGCCTTGTCCTGGTCCAGGGGATGGATCAG	Upstream_CTCF	19
chr20	38150023	38150173	id-61280	3.31e-06	-	CTGACATACCACAGCCTGACCACCAGTGGGTGTTC	UpstreamP1_CTCF	3
chr20	38176161	38176311	id-61281	9.78e-07	-	CTGTAATTTCTGACTCATAACTCTAGGGGGAGAAG	UpstreamP1_CTCF	4
chr20	38287778	38287928	id-61282	9.26e-05	+	CTGAATTCGATGAGAGTGGCCAATGTGTGGCAGCA	UpstreamP1_CTCF	5
chr20	38305697	38305847	id-61283	7.02e-05	+	ATTCAGTATCAGAGAACTGTCGAGAGGGGGAACTC	UpstreamP1_CTCF	31
chr20	38402152	38402302	id-61284	4.68e-05	-	TTGGGGTACACACATATGCCACCTAGAGGGCAGGG	UpstreamP1_CTCF	18
chr20	38408022	38408172	id-61285	8.97e-05	+	TTAGCCATGTTCCTGGGAGTCAGCAGGCGTCAGTA	Upstream_CTCF	18
chr20	38418090	38418240	id-61286	1.17e-05	-	ACCACCCAAAGGCCTGTGGGCAGCAGGTGCCTGCA	V_CTCF_BR	2
chr20	38451895	38452045	id-61287	1	+	NA	NONE	9
chr20	38458018	38458168	id-61288	4.31e-07	+	TTGTGGGTCGTGGTGGGAGCCAGAGGGGGGCAGCC	V_CTCF_BR	35
chr20	38502835	38502985	id-61289	5.01e-06	-	AGACCATGCTCAAACTCCACCCCTAGGGGGAGCTA	V_CTCF_BR	40
chr20	38507841	38507991	id-61290	1.47e-05	+	AATTTAAGCGATGCAGCCACCAGAAGCTGGAAGGG	V_CTCF_BR	1
chr20	38509692	38509842	id-61291	4.7e-06	-	CAAACTGCTCCCCATGCATCCCCTAGGTGGCACTC	V_CTCF_BR	37
chr20	38514784	38514934	id-61292	1.97e-06	+	CCTGGCACGTAATAGCTGCTCAGCAGGGGGCAGTG	V_CTCF_BR	38
chr20	38521822	38521972	id-61293	1	+	NA	NONE	20
chr20	38718959	38719109	id-61294	6.43e-06	-	CACCAAATCTTTGTTTTTCCCAGCAGAGGGCAATA	V_CTCF_BR	6
chr20	38788830	38788980	id-61295	2.18e-07	+	CCTAGCGTATGCTCTCCAGCCTCTAGGGGGAGCTC	V_CTCF_BR	40
chr20	38880090	38880240	id-61296	1.97e-06	-	GACACAGGGATACACTTTGTCAGTAGAGGGCGCAG	V_CTCF_BR	38
chr20	38884134	38884284	id-61297	6.49e-06	+	CAGGGTTTTCAACATGTGGCCACCAGGCGGTCCTG	Upstream_CTCF	29
chr20	38894890	38895040	id-61298	5.17e-06	+	CTGGCAAAGTTTTCATTGCCCACAAGATGGCGTTG	Upstream_CTCF	40
chr20	38896925	38897075	id-61299	1	+	NA	NONE	6
chr20	38919009	38919159	id-61300	1	+	NA	NONE	2
chr20	38990690	38990840	id-61301	1	+	NA	NONE	12
chr20	39070911	39071061	id-61302	1.63e-05	+	ACTGTAATACCCAACTTGCCCTGGGGGAGCACAGA	Upstream_CTCF	30
chr20	39073318	39073468	id-61303	1.21e-05	+	AGTGCAGTTTGTAAACTCTCCACCAGGAATAATTT	Upstream_CTCF	3
chr20	39075699	39075849	id-61304	2.2e-06	-	TCTTCCCTGCTTCCATCATCCTCCAGGAGGAGCCA	Upstream_CTCF	2
chr20	39100045	39100195	id-61305	2.15e-05	-	TTTGGTTGTGCTCTGGACAACTCTAGGGGGAGCCA	V_CTCF_BR	27
chr20	39135458	39135608	id-61306	4.01e-05	-	AATGAGCTCAGCAACGAGAACACTTGGGGGAGCTG	V_CTCF_BR	19
chr20	39160870	39161020	id-61307	5.68e-06	-	AGTATCGTTTTGGTCCTGTCCACATGGTGGCACTG	V_CTCF_BR	39
chr20	39194461	39194611	id-61308	1	+	NA	NONE	12
chr20	39195158	39195308	id-61309	1.17e-05	-	GGGATGGCAGGAAGTGAGCCCTCTTGGGGGCAGCC	V_CTCF_BR	12
chr20	39235404	39235554	id-61310	9.51e-07	-	AACAGATTCTCCTCTAGAGCCTCCAGAGGGAGCAC	V_CTCF_BR	24
chr20	39299021	39299171	id-61311	1.48e-06	+	TTTTCCCTCTTCCCATTGGCCACTAGGAGGCCCAG	Upstream_CTCF	27
chr20	39316587	39316737	id-61312	1.83e-05	-	ATGAGAAGACGCAGCTCATTCAGCAGGTGGAGCAG	V_CTCF_BR	6
chr20	39318749	39318899	id-61313	8.16e-07	-	GCGCCTTTGCGCACAGTGGCCACTTGGGGTCGCAC	V_CTCF_BR	40
chr20	39331283	39331433	id-61314	1.93e-05	+	AGGAACACGTTAAACAACACCACAAGGAGGCGCTC	V_CTCF_BR	35
chr20	39335711	39335861	id-61315	2.83e-07	+	CAAGCCTGCCAATAGGCCTCCTCCAGAGGGCACAG	V_CTCF_BR	26
chr20	39357242	39357392	id-61316	1.34e-06	+	CAAGCAGGGATGATTTTGCCCCCTAGGGGGCATTC	Upstream_CTCF	32
chr20	39370269	39370419	id-61317	1.03e-06	+	AGATCAGCACGTGTCTCCCCCACTAGAGGGAGCTC	V_CTCF_BR	40
chr20	39406445	39406595	id-61318	1.9e-06	+	GGAGTGGTCCCAGGAAGCACCAGTAGGGGACTGGG	Upstream_CTCF	3
chr20	39426207	39426357	id-61319	2.81e-06	+	TAGGAAGTTCACCAGGTGGACAAGAGGGGGAGACA	Upstream_CTCF	40
chr20	39440435	39440585	id-61320	1.85e-05	+	CCGTCACTGCTGACTAAAGCCACCAGGGGAGCTAC	Upstream_CTCF	33
chr20	39476919	39477069	id-61321	1	+	NA	NONE	0
chr20	39509026	39509176	id-61322	1.56e-05	+	TCAGGCTTAGCCAACAGGGGCACTAGAGGGAGACT	Upstream_CTCF	27
chr20	39521455	39521605	id-61323	1	+	NA	NONE	22
chr20	39566793	39566943	id-61324	9.78e-09	-	CCAGCAGGTCCCAACACAGCCACCTGGGGGCTCCC	Upstream_CTCF	36
chr20	39573928	39574078	id-61325	1.17e-05	+	CCCCTGCAAGGCACACAAGTCCCCAGGGGGCACTC	V_CTCF_BR	2
chr20	39574704	39574854	id-61326	1.38e-06	-	CTTGGAGGGAGGCTGGGAGTCAGTAGGTGGCACTC	V_CTCF_BR	40
chr20	39591367	39591517	id-61327	1	+	NA	NONE	8
chr20	39591732	39591882	id-61328	1.95e-07	-	TAGGTCATTTCTTATATTTCCACCAGGTGGCGCTG	Upstream_CTCF	40
chr20	39594795	39594945	id-61329	1.12e-08	+	ACAGCAGTTCCGAAATCTGCCACCAGGTAACAGCA	Upstream_CTCF	40
chr20	39597474	39597624	id-61330	8.68e-11	+	GCTGCAATTAAGCAAATGGCCAGCAGATGGCGGGG	Upstream_CTCF	40
chr20	39598929	39599079	id-61331	4.41e-06	+	TTGGTGCCCCATCCAGCAGCCAACAGAGGGAAACA	V_CTCF_BR	32
chr20	39619276	39619426	id-61332	1.15e-07	+	CTGCCGTTCCAGGATCTGACCACTTGATGTCTCCA	UpstreamP1_CTCF	40
chr20	39634169	39634319	id-61333	2.01e-05	+	TCAGGAGTTTGGCCCAGTGCCCCAGGAAGGAGCCG	Upstream_CTCF	14
chr20	39646322	39646472	id-61334	1	+	NA	NONE	14
chr20	39656961	39657111	id-61335	3.63e-05	-	GAGTACCTTGGCAGCTGGGACCCCAGAGGTCTCCC	V_CTCF_BR	5
chr20	39693207	39693357	id-61336	1	+	NA	NONE	2
chr20	39707094	39707244	id-61337	2.53e-05	-	AGAACAATTATGAAACATGCCTGAAGAGGGCACCT	V_CTCF_BR	39
chr20	39718332	39718482	id-61338	3.86e-05	+	TTTTACGTTCCTACCAGGACCACACGAGGGTGCTA	Upstream_CTCF	23
chr20	39724127	39724277	id-61339	3.66e-06	-	ACGCCATTAACTTAAAAGGCCAACAGGTGGCGCAG	UpstreamP1_CTCF	40
chr20	39746810	39746960	id-61340	3.67e-07	+	CTGTTGCAATTCTTTGTAACCATCAGAGGGCACCA	UpstreamP1_CTCF	8
chr20	39763961	39764111	id-61341	2.46e-08	+	CCGCCCACGTAAAGACCTGCCACTAGGTGGCAGTC	V_CTCF_BR	36
chr20	39776781	39776931	id-61342	2.15e-05	+	CTAAACCAACATTTACTGTCCAAGAGGTGGCAGTA	V_CTCF_BR	6
chr20	39783531	39783681	id-61343	1.34e-06	+	ACTGCCATTACTGGCATGTCCAAAAGGGGGATGCT	Upstream_CTCF	17
chr20	39790602	39790752	id-61344	1.04e-05	-	AGGGCTCACTCACAACTTCCCTGTTGGGGGCAGCA	V_CTCF_BR	6
chr20	39801881	39802031	id-61345	1.12e-09	+	TGGGCAGTGTCCCGGGGGCCCAGCAGAGGGCGCGC	Upstream_CTCF	40
chr20	39807721	39807871	id-61346	1	+	NA	NONE	11
chr20	39813651	39813801	id-61347	7.91e-05	+	TGGAAGCTCTCCCAGGTGCCCAGCAGCCGGGCATG	UpstreamP1_CTCF	3
chr20	39861124	39861274	id-61348	9.25e-06	-	GATTAGAAGACAGCTATGTACACCAGAGGGTGCTG	V_CTCF_BR	39
chr20	39874200	39874350	id-61349	1.55e-07	+	CTGCTCCTATGCTCAGCAGCCACTAGAGGAAAGCA	UpstreamP1_CTCF	25
chr20	39878647	39878797	id-61350	1	+	NA	NONE	6
chr20	39904134	39904284	id-61351	7.84e-05	+	TAGGATAGACATAGGGTGGACTCCTGCTGGCTGAG	V_CTCF_BR	8
chr20	39955866	39956016	id-61352	3.71e-05	-	CCTGCATGCAGGAGATATTCCAGTAGGGGGTTGGT	Upstream_CTCF	3
chr20	39963625	39963775	id-61353	2.04e-05	-	TGGCCAGAACTGTGCACAGCCACTGGGGGCCTCTC	V_CTCF_BR	1
chr20	39968738	39968888	id-61354	4.38e-09	-	GGCTCAATACTGACACTGGCCAGCAGGGGGCAGGC	V_CTCF_BR	40
chr20	39969401	39969551	id-61355	1.31e-05	+	GAGCCTGGGCAGATTGGGGCCTGTGGAGGCCGCAC	V_CTCF_BR	34
chr20	39980937	39981087	id-61356	3.88e-06	+	CTGTGCAGTCCACACTCCGCCAGCAGGGGCTGGAC	V_CTCF_BR	36
chr20	39981456	39981606	id-61357	1.63e-05	-	GAGTCTATGGCTACCTTCCCCAGCAGGGGCAGTGG	Upstream_CTCF	17
chr20	39986633	39986783	id-61358	3.22e-07	-	GCAGTGGGCCTGCCTTTCCCCACCAGGGGGCCACG	Upstream_CTCF	26
chr20	39993184	39993334	id-61359	1.19e-06	-	CCAGGGAGGACTGTGGTGACCACAAGGAGGCAGGC	V_CTCF_BR	24
chr20	40009466	40009616	id-61360	1	+	NA	NONE	4
chr20	40016206	40016356	id-61361	6.19e-06	-	CTGCAGGGCCATGGAACAAGCCACTGGGGGAGGTG	UpstreamP1_CTCF	30
chr20	40025019	40025169	id-61362	1	+	NA	NONE	3
chr20	40027142	40027292	id-61363	1	+	NA	NONE	6
chr20	40040128	40040278	id-61364	1.38e-06	-	TGGACTACAAAAGTCATAACCTCTAGAGGGCAGTA	V_CTCF_BR	39
chr20	40095978	40096128	id-61365	5.38e-05	+	AAACCTTTGGAGTAAAACACAACTAGGGGGCAGTG	V_CTCF_BR	18
chr20	40105750	40105900	id-61366	4.5e-05	-	GGGTATTGCTCTGTCTCCCAAGCTAGAGGGCAGTG	UpstreamP1_CTCF	16
chr20	40112246	40112396	id-61367	1.24e-05	+	CACTCTTTGGTCTGTGCCTTCAGCAGAGGGCTCTG	V_CTCF_BR	3
chr20	40137107	40137257	id-61368	8.02e-05	+	ACTGTACACTGGGCTCAGCACAGGGGGTGGCAGCA	Upstream_CTCF	6
chr20	40168135	40168285	id-61369	4.41e-06	+	CACGACCACCCCACTGGGGCCCCATGAGGGCAGTG	V_CTCF_BR	4
chr20	40169270	40169420	id-61370	3.88e-06	-	TAGAAGACTCCAAAGCCAGCCAGCAGCAGGAGCCA	V_CTCF_BR	17
chr20	40195909	40196059	id-61371	8.21e-06	+	GCCTGATGACCATCACTGGCCACTTGGGGCAGGCA	V_CTCF_BR	7
chr20	40200767	40200917	id-61372	2.27e-05	+	CACATGATGCTAAACCTGGTCAGCAGAGGCAGCTG	V_CTCF_BR	20
chr20	40203924	40204074	id-61373	2.68e-05	-	ACTGGCCATCTTATTGTTACCGGTAGAGGGTGTCC	Upstream_CTCF	0
chr20	40232761	40232911	id-61374	1.27e-06	+	GTTCAGTTTTGCACTTGGACAGGCAGGTGGAGCTG	UpstreamP1_CTCF	32
chr20	40248128	40248278	id-61375	1	+	NA	NONE	6
chr20	40248507	40248657	id-61376	9.25e-06	-	ACACAGATGAGAGAGATAGGCAGCAGGGGGCTGCT	V_CTCF_BR	4
chr20	40255763	40255913	id-61377	4.01e-05	-	TAAATCAGGTCTATTCAGTACAGGAGAGGGCAGTA	V_CTCF_BR	7
chr20	40257271	40257421	id-61378	1	+	NA	NONE	8
chr20	40308294	40308444	id-61379	1	+	NA	NONE	2
chr20	40321888	40322038	id-61380	1	+	NA	NONE	39
chr20	40322862	40323012	id-61381	2.68e-05	-	AGTGATTCTCCTGCCTCAGCCACCAGGGGATTACA	Upstream_CTCF	35
chr20	40326541	40326691	id-61382	4.66e-08	+	CTGGCAGTTGTCTCTCTCACCACTAGATGGCACAT	Upstream_CTCF	40
chr20	40357695	40357845	id-61383	1	+	NA	NONE	4
chr20	40363183	40363333	id-61384	5.8e-11	+	CTGCAATTGCTGACTGTGACCACTAGATGGAAGCA	UpstreamP1_CTCF	40
chr20	40363446	40363596	id-61385	2.66e-05	-	AGCCCAGTGGTGGCGACAGTGAGCAGAGGGAAGCC	V_CTCF_BR	0
chr20	40367342	40367492	id-61386	2.44e-07	+	GGTGGTGTTCTCCAAAGAGCCACAAGATGGTGCTG	Upstream_CTCF	40
chr20	40375377	40375527	id-61387	9.06e-08	+	GTGCATTTCAGCATGTGGGCCAATAGATGGCACTT	UpstreamP1_CTCF	20
chr20	40377073	40377223	id-61388	1.38e-07	+	GAGCAGTGGCTCTGCCCAGACTCCAGGTGGCTCTC	UpstreamP1_CTCF	1
chr20	40427874	40428024	id-61389	2.18e-07	+	GCCAAGGAGGGGAGCATTTCCAGCAGAGGGAGCAG	V_CTCF_BR	6
chr20	40476930	40477080	id-61390	2.06e-07	-	CATGAAGTATATACCCCAGCCACCAGGAGGCATTA	Upstream_CTCF	16
chr20	40517905	40518055	id-61391	1	+	NA	NONE	16
chr20	40523757	40523907	id-61392	7.27e-06	-	CTTGGGGAAACCAACAAACCCAGTAGGGGGCTCCA	V_CTCF_BR	5
chr20	40585055	40585205	id-61393	2.62e-07	+	CTGCATTGCTTCCTTTCCACCCCTTGGTGGAGCCG	UpstreamP1_CTCF	30
chr20	40647723	40647873	id-61394	1.67e-07	-	TAGGGTGGCCAGAAGGCACCCAGTAGAGGGCAGCA	V_CTCF_BR	19
chr20	40649189	40649339	id-61395	1	+	NA	NONE	4
chr20	40656670	40656820	id-61396	1	+	NA	NONE	8
chr20	40668711	40668861	id-61397	1	+	NA	NONE	2
chr20	40669954	40670104	id-61398	1.03e-06	+	GGAATGGTGAGCATTTCTGCCACCTGGGGGAGGTC	V_CTCF_BR	17
chr20	40758913	40759063	id-61399	5.34e-06	+	CAGTGCTCAGGAGCTGGGGCCACCTGCTGGAACCT	V_CTCF_BR	4
chr20	40790192	40790342	id-61400	1.03e-06	+	CCTGTCTCCCCCAGCTTGGCCTGAGGAGGGCAGAG	V_CTCF_BR	5
chr20	40809831	40809981	id-61401	1.15e-06	-	CTTGTGATCTCCCCTCTCTCCTCCAGAGGGCTCTA	Upstream_CTCF	6
chr20	40820271	40820421	id-61402	8.81e-07	+	GATTCCATTACCCTGTGTGACACCAGAGGGCAGAC	V_CTCF_BR	11
chr20	40833032	40833182	id-61403	1.52e-07	+	ACTGGGTCACACAATTTCGCCAGCAGGGGGTACCA	V_CTCF_BR	13
chr20	40906006	40906156	id-61404	7.44e-06	-	GGTGGAACCACTCTGGCTGCCAGCAGGCAGCAGCA	Upstream_CTCF	3
chr20	40924478	40924628	id-61405	3.11e-05	-	GGAGAAGCAAACATGTCCTTCACAAGGTGGCAGAA	V_CTCF_BR	3
chr20	41008118	41008268	id-61406	3.18e-06	+	TTTCCTAGAGGCACCTGAGCCTGTGGAGGGCAGCA	V_CTCF_BR	1
chr20	41020563	41020713	id-61407	3.66e-06	+	CTGCCATGATGGGCAATGGCCAGAGAGGGGTGCAC	UpstreamP1_CTCF	3
chr20	41112453	41112603	id-61408	4.65e-05	+	GGCTGCATGCTAGTATCTGCCCATAGGGGGCGATA	V_CTCF_BR	32
chr20	41159604	41159754	id-61409	1.84e-06	-	GGGTCACATCTCCATACCACCAACAGGTGGCAGTA	V_CTCF_BR	36
chr20	41205962	41206112	id-61410	1	+	NA	NONE	1
chr20	41307666	41307816	id-61411	1	+	NA	NONE	19
chr20	41403780	41403930	id-61412	1.48e-05	-	CTGCACTGACATCTGTAGGCGTCTAAATGTCACTA	UpstreamP1_CTCF	2
chr20	41578612	41578762	id-61413	3.36e-05	-	TTGCAGTACCGCTTTGCTGCCACAGAGTCCCAAAG	UpstreamP1_CTCF	4
chr20	41614376	41614526	id-61414	6.73e-07	-	CTGCATCAACCTTCCCCTGGCTCTGGGGGGCGCAC	UpstreamP1_CTCF	9
chr20	41661204	41661354	id-61415	1.37e-05	+	TCTGTAGTTCCAGAAGAGTCCACAGGGGAATTGGA	Upstream_CTCF	3
chr20	41731155	41731305	id-61416	2.93e-07	+	CTGCAGAAAGCTCCTGCCACCACCAGGGGCGACCT	UpstreamP1_CTCF	18
chr20	41816492	41816642	id-61417	1.04e-07	-	CCGCCCGTTCCGGATGCTCCCGCCAGGTGGCGCTC	V_CTCF_BR	40
chr20	41820714	41820864	id-61418	3.06e-08	-	GGTGCCAGAGCCTGGCCGGGCAGCAGGTGGCAGCA	V_CTCF_BR	39
chr20	41834455	41834605	id-61419	1.64e-06	+	ATTGCAGTACTACATTTCACCAATATGTGCCGCCA	Upstream_CTCF	12
chr20	41872433	41872583	id-61420	4.3e-06	-	CTGGCACTAACCCTGAGCACTGCCAGGGGGCAGCA	Upstream_CTCF	26
chr20	41917755	41917905	id-61421	1	+	NA	NONE	2
chr20	42009976	42010126	id-61422	1.48e-06	+	AGCATCCCTAGCCTCTCTACCACCAGATGTCAGTA	V_CTCF_BR	7
chr20	42019065	42019215	id-61423	1.84e-07	-	GCTGCGTTCCCCGAAGGCGTCAGGAGGTGGCGCCA	Upstream_CTCF	38
chr20	42033633	42033783	id-61424	3.86e-05	-	TTAGTACTATTTCTGCCAGCCTGACGGGGGAGCTC	Upstream_CTCF	36
chr20	42038056	42038206	id-61425	3.67e-07	-	GATCACTGCCTCCTTTTTGGCACTAGATGGCGCCT	UpstreamP1_CTCF	40
chr20	42061273	42061423	id-61426	1.37e-05	-	GATGTTTGGCAGCATCTACCCACTAGATGCCAGTA	Upstream_CTCF	19
chr20	42071274	42071424	id-61427	1.93e-05	-	GAGGTGATCCCAGCAAGCACCAGTAGGAGAAGATG	Upstream_CTCF	34
chr20	42073824	42073974	id-61428	8.99e-05	-	GAAAACTGGGACCTCCAGGCCTGTAGGGGACGCTG	V_CTCF_BR	30
chr20	42075373	42075523	id-61429	6.15e-05	-	TCTTCAAGCCTGTCAGAATCCTGCAGGAAGCAGCA	Upstream_CTCF	5
chr20	42077720	42077870	id-61430	5.97e-08	+	ACCGTAATCACACTGATAGCCACCAGGTGGCAACA	Upstream_CTCF	40
chr20	42083582	42083732	id-61431	7.11e-06	-	ACAGCTATTGGGAAGGCTCTCAACAGGGGGCAGTG	Upstream_CTCF	3
chr20	42101818	42101968	id-61432	4.48e-07	-	CTTGTTGCCTCCAGCTAGACCACCAGGTGGCCCAT	Upstream_CTCF	15
chr20	42136439	42136589	id-61433	1.28e-06	+	TCGCTCCTTCCGAGCGCCTCCGGCGGGGGGCGCGG	V_CTCF_BR	24
chr20	42137324	42137474	id-61434	1.09e-06	+	AGTGCTCTTGCGAATATCACCAGTAGGGGAATGAC	Upstream_CTCF	27
chr20	42143068	42143218	id-61435	1.92e-06	-	CAGCAGGCCTCAAGACTCCACGCCAGGGGGCCTCA	UpstreamP1_CTCF	38
chr20	42165703	42165853	id-61436	3.22e-05	-	GTGCTTTATGTCTCTTATACCAGCAGCATGCAGCA	UpstreamP1_CTCF	7
chr20	42166834	42166984	id-61437	1.68e-11	+	CTGCAGGACCAAGTTCTGACCACCAGAGGGCACTT	UpstreamP1_CTCF	40
chr20	42178468	42178618	id-61438	1.77e-05	+	GTTGATTTCCTACCACAACCCAGTAGGGGCCTCTC	Upstream_CTCF	3
chr20	42192198	42192348	id-61439	4.88e-05	+	ATCTGGACACGGTATATGGTCAAGAGAGGGAGCTC	V_CTCF_BR	24
chr20	42193660	42193810	id-61440	3.63e-05	-	CCCGGCAGCCGCGAGGGGGCTAGCTGATGTCACGC	V_CTCF_BR	2
chr20	42200064	42200214	id-61441	1.26e-07	+	GGGGCCTCAGCTGATCTTGCCGGCAGGGGGAGGGC	V_CTCF_BR	7
chr20	42219662	42219812	id-61442	1	+	NA	NONE	2
chr20	42286306	42286456	id-61443	2.43e-06	+	GCACGTCACTTGCCCCGGGTCACCTGCGGGCGGCG	V_CTCF_BR	20
chr20	42286523	42286673	id-61444	1	+	NA	NONE	14
chr20	42286760	42286910	id-61445	1	+	NA	NONE	31
chr20	42287433	42287583	id-61446	5.74e-05	+	GAGAACATGCCACTGCAGTCCAGCAGGGGCGACAG	UpstreamP1_CTCF	31
chr20	42310108	42310258	id-61447	8.34e-07	+	ACGTACCTCTCCATATCTCCCAGCAGGGGGTGGCT	UpstreamP1_CTCF	35
chr20	42311160	42311310	id-61448	3.56e-06	-	TGGGCGGTTTCCCTTTGCTACACGAGAGGGCAAAC	Upstream_CTCF	1
chr20	42320715	42320865	id-61449	2.18e-07	-	TCTTCACAGCATTGTCTGTCCTGCAGGGGGCAGCA	V_CTCF_BR	40
chr20	42350611	42350761	id-61450	2.46e-06	+	CTGCAGCGGCCCCTGGGGAGCACCAGATCCATGGA	UpstreamP1_CTCF	6
chr20	42378493	42378643	id-61451	9.66e-13	+	GCTGCAGTGCCGCTATGCACCACCAGAGGGCAGCA	Upstream_CTCF	40
chr20	42380056	42380206	id-61452	8.97e-05	+	TCTGATTCATTCTGAAACCCCAATAGATGGAACTC	Upstream_CTCF	7
chr20	42396387	42396537	id-61453	9.41e-05	+	TCCTGGCTGCTGCATTTGTCAGGTAGAGGGAGCCT	V_CTCF_BR	21
chr20	42469252	42469402	id-61454	2.55e-06	-	TCCTCAGCCCTCCCCAAAACCACTAGAGGGAGCTT	Upstream_CTCF	40
chr20	42473494	42473644	id-61455	3.65e-07	+	AATGGATTCTGGCCTGGAGCCTCCAGAGGGAGCAC	V_CTCF_BR	34
chr20	42539887	42540037	id-61456	6.51e-05	-	ACGTATATCCACTTTCTTCCCTGAGGAGGGAGCCA	V_CTCF_BR	30
chr20	42554506	42554656	id-61457	2.23e-06	+	TTGCTCTGCAGCTGTCAGGGTGCCAGGGGGAGCTC	UpstreamP1_CTCF	23
chr20	42583015	42583165	id-61458	6.34e-08	+	CCTGCAGTGGACTCTGAGGCCTGCAGGGGCTGGGA	Upstream_CTCF	19
chr20	42584451	42584601	id-61459	6.64e-05	-	GCTGCACTTCAGAAACTGGCCTCTGGCTTCTGGGT	Upstream_CTCF	4
chr20	42588434	42588584	id-61460	1.37e-05	+	ACTGCTGACTGCATCCCAGCCTCTAGGGAGAGCTG	Upstream_CTCF	15
chr20	42599306	42599456	id-61461	1	+	NA	NONE	1
chr20	42612109	42612259	id-61462	1.26e-07	+	TCAAAGTCACAGCCTCCTTCCAGCAGGGGGCAGTG	V_CTCF_BR	39
chr20	42614371	42614521	id-61463	6.05e-06	+	GCAGGGTCTGTGCCAACAGCCACCCGGTGGCGCCG	V_CTCF_BR	1
chr20	42617650	42617800	id-61464	2.68e-05	-	GATGCTGCATGCCTAACAAGCTCCAGGGGATGCTG	Upstream_CTCF	18
chr20	42635400	42635550	id-61465	2.64e-08	+	GCTGCAGTTCCTGCTGATGACAGCAGGGAGGGGGT	Upstream_CTCF	6
chr20	42669727	42669877	id-61466	7.82e-06	+	GCGCAGCTTCACTGCACAGCCAGCAGGGTGGCCTT	UpstreamP1_CTCF	17
chr20	42684801	42684951	id-61467	5.38e-05	+	TACACATGCCAGGCTCCTGCCACCAGAGGGACCCT	V_CTCF_BR	40
chr20	42703228	42703378	id-61468	3.16e-05	-	TCTGGAAGGCAGCCTTCCTCCACTTGGAAGCAGAG	Upstream_CTCF	3
chr20	42709496	42709646	id-61469	6.47e-13	-	CTGCAGTTCCTAATTATGACCACCAGGAGGCACCA	UpstreamP1_CTCF	40
chr20	42719776	42719926	id-61470	1	+	NA	NONE	18
chr20	42721746	42721896	id-61471	9.51e-07	-	AGTCATGGAAGGACATTTACCAGCAGGGGGCAGGT	V_CTCF_BR	39
chr20	42738653	42738803	id-61472	2.78e-06	+	GCTGTGTCCTACCCTTGAGCCAACAGGGGGTGCTG	V_CTCF_BR	40
chr20	42745410	42745560	id-61473	6.39e-08	+	GGCCCCGCACCGGCATAGACCAGCAGGGGGAGCGC	V_CTCF_BR	40
chr20	42783205	42783355	id-61474	1	+	NA	NONE	12
chr20	42818972	42819122	id-61475	2.53e-05	-	CGTTGTAATGCACATAACGCCACAAGAGGTCTCCC	V_CTCF_BR	40
chr20	42821040	42821190	id-61476	1.63e-05	-	GATGCAGACTTCGAAGTCATCGGTAGAGGGAGGTT	Upstream_CTCF	4
chr20	42824376	42824526	id-61477	5.08e-05	+	ATCCACACCAAACCAATGACCAGCAGAGGACTCCC	UpstreamP1_CTCF	1
chr20	42825063	42825213	id-61478	6.51e-05	+	TGGTTAATAACTCTCTCAAACAATAGAGGGCAGGC	V_CTCF_BR	29
chr20	42837493	42837643	id-61479	1	+	NA	NONE	16
chr20	42843799	42843949	id-61480	2.72e-06	+	ATGTCTGGCCTGAGCCGTGCCAGTAGGTGGCCCCC	UpstreamP1_CTCF	40
chr20	42846096	42846246	id-61481	3.8e-08	+	TCCTGGTAGCTGCTGATCACCAGCAGAGGGAGCCC	V_CTCF_BR	40
chr20	42851779	42851929	id-61482	2.78e-06	-	CCCATTAGCTCACTCATCACCACAGGATGGCGCTA	V_CTCF_BR	19
chr20	42857472	42857622	id-61483	2.59e-06	+	GAGCAGTACCGCACTCCTTCCACTTGGTGCAGAGT	UpstreamP1_CTCF	7
chr20	42860451	42860601	id-61484	3.63e-06	+	TATTCATGAGCAGATGGCCACAGCAGGGGGCAGCA	V_CTCF_BR	13
chr20	42876812	42876962	id-61485	1.46e-08	-	GGTGCAGTTCACAGCCTTACCCCCAGGAAGCGGGA	Upstream_CTCF	40
chr20	42882236	42882386	id-61486	1.74e-08	+	CCACCTAGGTCTGGTCCAGCCTCCAGGGGGCAGAG	V_CTCF_BR	28
chr20	42901140	42901290	id-61487	1.73e-08	-	CTGCACTTCTCTGGGTCTGCCAGCTGGAGGCGATC	UpstreamP1_CTCF	37
chr20	42917018	42917168	id-61488	1	+	NA	NONE	8
chr20	42939873	42940023	id-61489	9.55e-09	-	GCGCCAGAGGCAGCAGCGGCCACGAGGGGGAGCGC	V_CTCF_BR	40
chr20	42955545	42955695	id-61490	4.68e-07	-	GGCTGGCCTAGCGCGCTTAACCCCAGGGGGCGCCC	V_CTCF_BR	12
chr20	42984330	42984480	id-61491	1	+	NA	NONE	2
chr20	42992085	42992235	id-61492	2.43e-06	+	CCTGGGATGCCCAGGGTCTCCTCTTGGGGGTGCTG	Upstream_CTCF	5
chr20	43013117	43013267	id-61493	5.96e-07	+	AGTACACGCCCAGCATGGGTCGGCAGGGGGCGCTC	V_CTCF_BR	40
chr20	43015245	43015395	id-61494	1.3e-07	-	CAGCATGTCTGGCCTCTAGCCACTAGATGTCAGCA	UpstreamP1_CTCF	40
chr20	43017263	43017413	id-61495	1.38e-07	+	ACACCAGTTCCTGCGTTGGCCACGAGGAGGAGCCC	Upstream_CTCF	40
chr20	43031006	43031156	id-61496	1.74e-07	+	TATGCAGTTCCCTGTGCTGCGGGCGGGGGTCAGCG	Upstream_CTCF	4
chr20	43058120	43058270	id-61497	3.97e-07	+	TGAGACCCCACAGCCCTCACCGCCAGGTGGCTCAG	V_CTCF_BR	1
chr20	43060319	43060469	id-61498	4.43e-05	-	CACTCAGAGGGGTCAGTGTTGAGCAGGGGGCAGGA	V_CTCF_BR	21
chr20	43077971	43078121	id-61499	3.4e-06	-	GGGAATGCCTATAGTGTGACCTAGAGGGGGCGCTA	V_CTCF_BR	40
chr20	43089576	43089726	id-61500	1	+	NA	NONE	39
chr20	43095552	43095702	id-61501	3.16e-05	+	TCAGTTTTTTCATATCCTTACTGCGGGTGGCAGCA	Upstream_CTCF	6
chr20	43100193	43100343	id-61502	4.14e-05	-	TGTCATTCCTAGGCTTTACCCACTAGATGACAGTA	UpstreamP1_CTCF	40
chr20	43104356	43104506	id-61503	2.02e-06	+	CCGCAGCTCGGAGCTCCGGCAGCCAGGTGGGGACT	UpstreamP1_CTCF	39
chr20	43122971	43123121	id-61504	1	+	NA	NONE	10
chr20	43150957	43151107	id-61505	1	+	NA	NONE	32
chr20	43158480	43158630	id-61506	1	+	NA	NONE	9
chr20	43160473	43160623	id-61507	9.25e-06	+	CGGGCTCCGCTGCGGGTTGCGGGCTGCGGGCGCTA	V_CTCF_BR	40
chr20	43166760	43166910	id-61508	5.74e-05	+	GTCTACTTCCAGAGCATTACAGACAGAGGGAGCTA	UpstreamP1_CTCF	31
chr20	43204969	43205119	id-61509	4.71e-06	+	GGAGTACCATGAGACCAGTACAGCAGGGGGAGCTA	Upstream_CTCF	39
chr20	43227438	43227588	id-61510	7.6e-05	+	AAGTAGTAACACCGCCCTGCCAGTAGGATATAGCT	UpstreamP1_CTCF	33
chr20	43232114	43232264	id-61511	1.08e-05	+	TTGTAATGTCATCAGGGACTCCCAAGGGGGCAGTG	UpstreamP1_CTCF	24
chr20	43238734	43238884	id-61512	4.89e-09	-	ACGGCAATTCCCCCCGGCTACAGCAGATGGCGCAC	Upstream_CTCF	40
chr20	43271620	43271770	id-61513	2.1e-05	-	TTGCAGTTTTCTAGAAAATTCAGTAGGAGGCCTGC	UpstreamP1_CTCF	22
chr20	43273377	43273527	id-61514	7.17e-05	-	GCAGAGCTGTCAGGCCCCGTCAGCAGGAGACACTG	Upstream_CTCF	2
chr20	43277282	43277432	id-61515	9.29e-06	+	GGTGCTATATCCATTGGAGTCAATAGGGGTCCCGC	Upstream_CTCF	18
chr20	43280543	43280693	id-61516	5.7e-05	-	GGCGCACAGCAGCGCCCAGACTGCAGGGGGACGCT	Upstream_CTCF	25
chr20	43312286	43312436	id-61517	2.81e-06	-	AGAGGTTTGCTTTCTTTGCCCACTGGAGGGCAGCA	Upstream_CTCF	40
chr20	43313930	43314080	id-61518	1.38e-09	+	GAGGAAAAACCCATCTTGGCCAGCAGGGGGCGGTG	V_CTCF_BR	40
chr20	43316815	43316965	id-61519	1	+	NA	NONE	23
chr20	43325093	43325243	id-61520	1.84e-07	+	AGAGCAGCGCAGCAGCTGCCCAGCAGGGGACGTGC	Upstream_CTCF	31
chr20	43329834	43329984	id-61521	2.5e-05	+	TTGCTATTCCACACACAGGTCGCTGGGAGCAGCGC	UpstreamP1_CTCF	17
chr20	43346793	43346943	id-61522	2.04e-08	-	CCGGCAACTCCCACGCCGGCCACTAGGAGCCATTG	Upstream_CTCF	40
chr20	43355842	43355992	id-61523	1.38e-06	+	CTGTCCAGGCCCTGCCCACCCTCCAGGGGTCGCAG	V_CTCF_BR	2
chr20	43362118	43362268	id-61524	2.59e-06	-	CTGTTCATGCATGGAAATGCCACAAGGAGGCAGCA	UpstreamP1_CTCF	40
chr20	43363693	43363843	id-61525	1.5e-05	-	AGCGCAGCACCAGTTTCTGCCACCAGGTTCTGATT	Upstream_CTCF	37
chr20	43364838	43364988	id-61526	1	+	NA	NONE	16
chr20	43371872	43372022	id-61527	1	+	NA	NONE	8
chr20	43376258	43376408	id-61528	2.38e-07	+	GGAATTTTGCCTTTTCTGGCCACTTGGGGGCACCA	V_CTCF_BR	40
chr20	43376769	43376919	id-61529	9.62e-05	-	GTTTATTGAATCAAACCAAGCTGAAGGGGGTGCTG	UpstreamP1_CTCF	24
chr20	43378828	43378978	id-61530	8.16e-07	-	CCCAGGCAGCACTTGGCCGCCAACAGGAGGCGCCG	V_CTCF_BR	29
chr20	43379209	43379359	id-61531	1.38e-07	+	CCCGCACCCCCAGCCCGCGCCCCCCGGGGGCGCCC	Upstream_CTCF	17
chr20	43391100	43391250	id-61532	1	+	NA	NONE	2
chr20	43397233	43397383	id-61533	8.98e-06	-	TTGGAGGGTGACGGGTCCAGCAGCAGGGGACAGTC	UpstreamP1_CTCF	0
chr20	43414622	43414772	id-61534	1.71e-06	+	AAGAGAAGTCTGTGCCTGTCCTCAAGGGGGCAGGA	V_CTCF_BR	28
chr20	43429155	43429305	id-61535	2.27e-06	+	ATCAGCTAGAGAGAAACTGGCAGGAGGGGGCGCTC	V_CTCF_BR	37
chr20	43439127	43439277	id-61536	1.96e-08	-	CCAAGCCCGCCTCGCGCTGCCGGCGGGGGGCGCCG	V_CTCF_BR	4
chr20	43478464	43478614	id-61537	2.6e-05	-	ATGTCAGGGACTGTGCTGGACACTAGGTGGAGAAT	UpstreamP1_CTCF	22
chr20	43480349	43480499	id-61538	4.17e-05	+	ACAGTCGTGCTGGGGCCTCCCAGTGGTTGGTACTA	Upstream_CTCF	3
chr20	43496319	43496469	id-61539	4.88e-08	-	CTGTTGTGCTAACTTATTTCCGGAAGATGGCGCCA	UpstreamP1_CTCF	40
chr20	43514721	43514871	id-61540	2.58e-05	+	GGTGCAACTCCGTACTGTGCCGTAAGGGACAGCGG	Upstream_CTCF	19
chr20	43517283	43517433	id-61541	1	+	NA	NONE	37
chr20	43540139	43540289	id-61542	1.1e-06	+	CCCAAAAAATGGCCGGCGTCCACTAGAGGGATCCC	V_CTCF_BR	40
chr20	43547791	43547941	id-61543	5.13e-05	-	AGTTGACAAAGCCAAAGCACCGCGAGTGGCCGCTG	V_CTCF_BR	0
chr20	43560966	43561116	id-61544	5.96e-07	-	GTCTAGGTGGCTGGGATGTCCACCTGGGGGCAGGC	V_CTCF_BR	1
chr20	43570978	43571128	id-61545	5.34e-06	+	GGCCTCTTGCCCCCTCCCACCTCTAGGAGGAGCAG	V_CTCF_BR	31
chr20	43588421	43588571	id-61546	3.42e-05	+	CACGTCCTCCCCACCGCCCCCACAAGAATGCGCTG	Upstream_CTCF	28
chr20	43594898	43595048	id-61547	6.84e-06	+	AGCGCCACTGACACTCTAGAGACCAGCGGGCACCG	V_CTCF_BR	40
chr20	43639838	43639988	id-61548	6.39e-08	+	TCATTGTGCATTCTCTGGGCCAGCAGAGGGAGCTC	V_CTCF_BR	39
chr20	43672809	43672959	id-61549	8.98e-06	+	TTACAGTAACACACTTCTACCAATAGATGCCGCCC	UpstreamP1_CTCF	40
chr20	43709605	43709755	id-61550	3.84e-06	+	TTACAGTGTGCAGTACTGCCCACCAGGGGGTGTTT	UpstreamP1_CTCF	39
chr20	43714656	43714806	id-61551	6.84e-06	-	TTCCCCCTCTTTGCAGTGACCTCAAGGTGGCGACT	V_CTCF_BR	5
chr20	43724544	43724694	id-61552	3.28e-07	-	CAGTATCCCTGGCCTTTACCCACTAGAGGGCAGTA	UpstreamP1_CTCF	40
chr20	43726464	43726614	id-61553	4.68e-07	+	AAGTTGCGCGTACTGGGCGCCAGCAGGAGGCGCGA	V_CTCF_BR	28
chr20	43727277	43727427	id-61554	1.3e-07	+	GTGCTCCTCCCTGCGGACACCAGAAGGGCGCGCTG	UpstreamP1_CTCF	35
chr20	43729697	43729847	id-61555	5.01e-06	-	TAGAAACCGCCGCCTCCGGCCGCCAGCGGCCTCAC	V_CTCF_BR	17
chr20	43740676	43740826	id-61556	3.42e-08	-	ACGCCAAGCCTCTCTTTCTCCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr20	43746814	43746964	id-61557	1	+	NA	NONE	23
chr20	43767538	43767688	id-61558	8.02e-08	+	CAGTTCTGGCGGGGCTCCACCAGCAGGCGGCGCTG	UpstreamP1_CTCF	40
chr20	43782953	43783103	id-61559	6.48e-05	-	GACCATTGCAATTGTCTCAACACTAGAGGACACTC	UpstreamP1_CTCF	24
chr20	43816447	43816597	id-61560	1.5e-05	+	CCAGCAGTGCCAGGGGTGCACTGTGGCTGACAGAG	Upstream_CTCF	13
chr20	43858307	43858457	id-61561	2.41e-08	-	CAGCTCTAGCGGGGCCCCACCAGCAGGTGGTGCTG	UpstreamP1_CTCF	40
chr20	43859432	43859582	id-61562	4.14e-05	-	CAGCTTTGGCGGGGCCCCATCAACAGATGGCGTTT	UpstreamP1_CTCF	1
chr20	43864852	43865002	id-61563	1.32e-08	+	GTGCAGTGGCTACTGGGCTCCACAGGAGGGCGCAC	UpstreamP1_CTCF	39
chr20	43919637	43919787	id-61564	5.09e-10	-	CTTGCAATCTCCCTAATGGCCACTGGATGGCGCCG	Upstream_CTCF	40
chr20	43922499	43922649	id-61565	1.5e-05	-	CGTGGAGTTCCAGGGCCGCACGCTGGGGGCGCTCG	Upstream_CTCF	40
chr20	43929732	43929882	id-61566	8.58e-08	+	TCTGCAGTGGCACCGTGGCCCACCAGGGGTGCTAA	Upstream_CTCF	40
chr20	43934016	43934166	id-61567	2.78e-06	+	TCCCCAGCAGGAGGAGCTGGCTGCAGAGGGAGGAC	V_CTCF_BR	28
chr20	43935262	43935412	id-61568	5.23e-10	+	CGCCTGCTCTCAGGAGCGACCGCCAGGGGGCGCCC	V_CTCF_BR	40
chr20	43935681	43935831	id-61569	1	+	NA	NONE	2
chr20	43936789	43936939	id-61570	2.72e-06	+	ATGCAGCTGCAGAGCGAAGCCGACAGGCGGAGCCT	UpstreamP1_CTCF	15
chr20	43940326	43940476	id-61571	1.22e-08	-	CAGGCAAGCTTAGCGCTCGCCGCCAGAGGGCGCGG	V_CTCF_BR	40
chr20	43948291	43948441	id-61572	1.41e-06	+	TTGCTAATGCAAAGTGAAACCGGCAGGTGGCACTG	UpstreamP1_CTCF	40
chr20	43951690	43951840	id-61573	4.01e-05	+	ATAAAAGTCACTGTAGCTTCCACTTGGTGGCTCTC	V_CTCF_BR	32
chr20	43958745	43958895	id-61574	1.28e-06	+	GGTGCTTTTTCCTCTCCCTCCACCAGGCTGCACAG	Upstream_CTCF	17
chr20	43985962	43986112	id-61575	3.28e-05	-	CCTCCCTGTTCTTTCCTTCACACCAGAGGGAGTCA	V_CTCF_BR	3
chr20	43991536	43991686	id-61576	8.71e-06	+	CCTTTAAAAAAAGAATTCCCCTCTAGAGGGCGCGC	V_CTCF_BR	40
chr20	44002010	44002160	id-61577	1.23e-05	+	TCGCAATGCACGCGCATGACCTACAGGGTGCTGGG	UpstreamP1_CTCF	36
chr20	44002620	44002770	id-61578	2.59e-06	+	GTGTTAGGCGCTAAGACTGTCCCCAGGGGGCGCTG	UpstreamP1_CTCF	40
chr20	44021469	44021619	id-61579	4.03e-06	+	CAGCATCCTTGGCCTCTGCCAACTAGATGGCAGTA	UpstreamP1_CTCF	23
chr20	44034443	44034593	id-61580	4.43e-05	-	AGGGGCGCTGCGCTGCTGGCCAGGCGGGGGTGGAG	V_CTCF_BR	5
chr20	44035316	44035466	id-61581	5.17e-06	+	GCTGCAGGTAGGGGCTCCGGCGGCGGTGGGCGCAG	Upstream_CTCF	10
chr20	44044527	44044677	id-61582	4.21e-05	-	CTAAGGGGGTACTGGGAGGACACGAGAGGGAGTAG	V_CTCF_BR	9
chr20	44048698	44048848	id-61583	5.48e-05	+	GCTGTACTAGCATCTCCTGGGAGCTGAGGCAGACC	Upstream_CTCF	9
chr20	44056047	44056197	id-61584	3.63e-05	+	GGCTGCTGTCCTTTGACTTCCACCAGATGGTGTGC	V_CTCF_BR	10
chr20	44065625	44065775	id-61585	1.96e-07	-	CTGCCATTCCCACGTCTGACCACGCGGGGGCGACG	UpstreamP1_CTCF	37
chr20	44074729	44074879	id-61586	1.3e-07	+	GCTGCAGTGTGGAGAGTGGCCTGTAGGGGACCAAG	Upstream_CTCF	40
chr20	44079128	44079278	id-61587	3.09e-07	-	TGTCCGGGTCACACATTTTCCAGTAGGGGGCAGTA	V_CTCF_BR	40
chr20	44085406	44085556	id-61588	5.12e-06	+	CCTCAGGTTCTCGTTTACAACAGAAGGTGGCGCCA	UpstreamP1_CTCF	38
chr20	44088341	44088491	id-61589	2.15e-05	-	AAAAAAGTGTTCTAGACAGCCAGCAGGGGGATTTA	V_CTCF_BR	36
chr20	44097986	44098136	id-61590	7.84e-05	-	CCGAGGTTTCTCCAGAGTGTCCCCAGTGGGCGGTT	V_CTCF_BR	19
chr20	44099680	44099830	id-61591	1	+	NA	NONE	26
chr20	44115868	44116018	id-61592	4.88e-05	-	GTGGGTGGAGATTTCTTCTCCAGCAGAGGGGGCTC	V_CTCF_BR	31
chr20	44122910	44123060	id-61593	1	+	NA	NONE	11
chr20	44126869	44127019	id-61594	4.88e-05	+	CAGCAAGCAGAGCTCTGTGAAGCTAGGTGGCACCA	UpstreamP1_CTCF	2
chr20	44166971	44167121	id-61595	4.48e-07	+	CTTGCTGTGCTTGGTTGCTCCCCCAGGAGGTGCTG	Upstream_CTCF	23
chr20	44174830	44174980	id-61596	5.65e-05	+	GAATCCATGTTTGGAAGTTCCTCTAGGTGGTAGTA	V_CTCF_BR	37
chr20	44221301	44221451	id-61597	5.37e-06	+	CAGCATCCTTGGTCTCTATCCACTAGATGTCAGTA	UpstreamP1_CTCF	39
chr20	44258260	44258410	id-61598	5.89e-08	+	TTGCTCTGCTCCGACTTGGCCAGTAGAGGCAGTGA	UpstreamP1_CTCF	40
chr20	44314673	44314823	id-61599	2.2e-07	-	TTGCTCTGCCCTGACTTGTCCAGTGGAGGCAGCGA	UpstreamP1_CTCF	33
chr20	44399903	44400053	id-61600	2.19e-08	-	TGGGTGCTTCATGCTCTGCCCACCAGAGGGCAGCA	V_CTCF_BR	40
chr20	44420224	44420374	id-61601	1.73e-05	-	TTCTGTAGGCTGGGGTTGGGGAGCAGAGGGAAGCG	V_CTCF_BR	27
chr20	44427920	44428070	id-61602	6.18e-07	+	CCTGTAGAAAAGAGTGTTTCCAGAAGGGGGAGCCC	Upstream_CTCF	40
chr20	44451822	44451972	id-61603	2.15e-05	+	ATTCCTTCCAGACAAAGACCCACAAGGGGTCGCGC	V_CTCF_BR	2
chr20	44452983	44453133	id-61604	1.15e-07	+	ATGGTGCCGCTGCCTGCGGGCAGCAGGTGGCAGAC	V_CTCF_BR	39
chr20	44463959	44464109	id-61605	2.59e-06	+	GTGCACTTCCCCACCCAGCCCACAAGGTTTTTGCA	UpstreamP1_CTCF	21
chr20	44469601	44469751	id-61606	5.21e-08	-	ACGGCCAGCCCAGCCAGGGTCAGCAGGGGGCGGTC	V_CTCF_BR	4
chr20	44518789	44518939	id-61607	4.59e-07	+	TTCCAGTCCCCACACTGAGCCAGGAGGGGTCGCTG	UpstreamP1_CTCF	39
chr20	44519914	44520064	id-61608	1.24e-05	-	TGCTCCCCCGCGTCCTTGCTCTCCAGGAGGCGCCC	V_CTCF_BR	25
chr20	44520849	44520999	id-61609	9.25e-06	+	CTTTCCTCCTCAGGTCCAGCCAGATGGTGTCACCC	V_CTCF_BR	38
chr20	44562360	44562510	id-61610	2.27e-06	+	CCACACAAGCGCCGGTCTGACAGCAGGTGGCAAGC	V_CTCF_BR	39
chr20	44568889	44569039	id-61611	1	+	NA	NONE	1
chr20	44573864	44574014	id-61612	9.78e-07	-	GAGTACTCACACAATCCTACCACCAGGTGCTACAC	UpstreamP1_CTCF	26
chr20	44591713	44591863	id-61613	1.1e-06	-	CCATGTGTTAGAAAGATTTCCAGCAGATGGCAGTC	V_CTCF_BR	40
chr20	44598512	44598662	id-61614	1.31e-05	+	AGAAGGGACTCCTAAGCCACAGCCAGGGGGAGCTA	V_CTCF_BR	40
chr20	44600506	44600656	id-61615	6.46e-07	-	GAGCGGAAACCCGGCGCCACCACAAGATGGCGTCG	V_CTCF_BR	38
chr20	44614283	44614433	id-61616	7.17e-05	+	ACTGTACCCAAGCTGCCTCCCAGAGGAAGGAGGAG	Upstream_CTCF	34
chr20	44616023	44616173	id-61617	2.19e-10	+	GTTCAGCTCCCGTTTGCTGCCAGCAGGGGGCACCC	UpstreamP1_CTCF	40
chr20	44640603	44640753	id-61618	7.44e-05	-	GGAGCTAAACAATCTTGGTGGCCTAGGGGGCGCTG	Upstream_CTCF	36
chr20	44642472	44642622	id-61619	1.93e-05	-	TACGTTTGCTAAACTGCGTCCGCCAGGGGGCGTAT	V_CTCF_BR	40
chr20	44642864	44643014	id-61620	1.18e-09	+	GTGAGCGCCGCCGCGGCCGCCGGCAGGGGGAGCCC	V_CTCF_BR	35
chr20	44650093	44650243	id-61621	2.94e-06	+	GTTGTAGGGACGACTCTCACCTGCAGATGGCCTCC	Upstream_CTCF	18
chr20	44651615	44651765	id-61622	1.1e-06	+	GAGGAGAAGCCTCCCCAGACCGCCAGGGGTCGCTG	V_CTCF_BR	40
chr20	44656814	44656964	id-61623	1	+	NA	NONE	1
chr20	44686912	44687062	id-61624	1	+	NA	NONE	11
chr20	44687798	44687948	id-61625	9.66e-05	+	CTTGACATCTCACGCACCTCCCAGAGCTGGCGCCA	Upstream_CTCF	3
chr20	44715929	44716079	id-61626	7.54e-08	-	AAGCAGTCCATGTTTATGACCTGCAGATGGCAGTG	UpstreamP1_CTCF	39
chr20	44718480	44718630	id-61627	1.47e-05	-	TGCCTCGTGCCCGCGCCGGTCGGTTGGTGGCGCCT	V_CTCF_BR	29
chr20	44722298	44722448	id-61628	9.25e-06	+	AATTCCACTCAAACAGCAAACTGGAGGGGGCAGCA	V_CTCF_BR	19
chr20	44728310	44728460	id-61629	1	+	NA	NONE	21
chr20	44737070	44737220	id-61630	4.21e-05	-	ATTTACAAATGAGGAACTAGCAGCAGGAGGCAGCA	V_CTCF_BR	2
chr20	44747167	44747317	id-61631	1.64e-07	+	GCTGGGGTCCCGGGAGCGGCCTACAGGGGCCGCTC	Upstream_CTCF	11
chr20	44757296	44757446	id-61632	1.01e-09	+	TTCGTCGCCCTTGGTGTGGCCAGCAGGGGGCAGGA	V_CTCF_BR	40
chr20	44758847	44758997	id-61633	7.44e-06	-	GAAGCAGTAGCTCCTGCAGCCACAGGGAGGTCAGA	Upstream_CTCF	3
chr20	44761365	44761515	id-61634	3.33e-09	+	GCCGTGAGGCGCGCATCAGCCAGAAGGTGGCGCCA	V_CTCF_BR	40
chr20	44768387	44768537	id-61635	1	+	NA	NONE	8
chr20	44780619	44780769	id-61636	5.93e-06	-	GGTGAGGAAACAGGCGCAGCCAGCAGGGGGCCTCG	Upstream_CTCF	40
chr20	44803294	44803444	id-61637	5.51e-07	-	TGTTCAGGGACTTCATCAGCCGCAAGGTGGCACTG	V_CTCF_BR	39
chr20	44803659	44803809	id-61638	5.08e-05	+	CACCAGCACTGCGAGGGGGACAGAGGGGGCAACTG	UpstreamP1_CTCF	11
chr20	44856883	44857033	id-61639	1.26e-05	+	GGTGCCCTCCTCGCCCCTCCCCCTGGGTGCCCAGA	Upstream_CTCF	0
chr20	44882167	44882317	id-61640	1.55e-05	-	AGGGAATCAAAGCCGGATCCCTGGAGGTGGCAGCA	V_CTCF_BR	38
chr20	44888784	44888934	id-61641	1.61e-05	-	GTGTTGTTCCCTTCATCAACCAAAAGTGGCTGCTA	UpstreamP1_CTCF	11
chr20	44896926	44897076	id-61642	1	+	NA	NONE	1
chr20	44912816	44912966	id-61643	3.09e-05	+	TCCCTGGGCAGGACAAAGACCACCAGGGGGACAAA	UpstreamP1_CTCF	5
chr20	44935794	44935944	id-61644	9.14e-09	+	ACAGCAGCTTCTCTGCCCGCCACAAGGGGGTGCCC	Upstream_CTCF	40
chr20	44937113	44937263	id-61645	1.47e-05	-	CCCTGCATTCTCCGAGTCTCCACCAGAGGCTGCGG	V_CTCF_BR	37
chr20	44937356	44937506	id-61646	2.11e-06	-	CGAGGAGGTAGATGGTCCCCCTCCTGGGGGCGCTC	V_CTCF_BR	24
chr20	44941276	44941426	id-61647	1	+	NA	NONE	16
chr20	44953720	44953870	id-61648	1.55e-05	-	CTTACAATCATGGGACATTCCTGCAGGGGGCAGCT	V_CTCF_BR	40
chr20	44976960	44977110	id-61649	3.11e-05	-	TGGGATGCAGGCTGCTTGGGCGGCAGGGGGAGTCT	V_CTCF_BR	4
chr20	44977262	44977412	id-61650	3e-09	-	CTGCAGCAGGAGACTGAAGCCAGGAGGGGGCGGTG	UpstreamP1_CTCF	35
chr20	44977727	44977877	id-61651	1.28e-06	-	GAAGTGCTCCTAGGCACTCACAGCAGGTGGCGCCA	V_CTCF_BR	40
chr20	45006330	45006480	id-61652	1	+	NA	NONE	6
chr20	45029121	45029271	id-61653	9.26e-05	+	CTGTAGTTCCATATCCAGGCCCAGAGGGCCCCTTC	UpstreamP1_CTCF	17
chr20	45035348	45035498	id-61654	4.03e-06	-	CTGTTTCTTTAAGAGGCCTCCACTAGGGGGGCGGG	UpstreamP1_CTCF	23
chr20	45039686	45039836	id-61655	2.46e-08	-	TGGAAGGTGGCTTCCGATGCCAGCAGAGGGCGCTG	V_CTCF_BR	40
chr20	45066908	45067058	id-61656	2.81e-06	-	GAGGATGTTCCTGAAATGCCCAGCAGAGAGCTCTA	Upstream_CTCF	40
chr20	45114582	45114732	id-61657	5.7e-05	-	ACAGATTTGTGTTCTAAAGCCACAAGGCGGCAGTG	Upstream_CTCF	36
chr20	45149737	45149887	id-61658	1.09e-06	+	AGTGTGGTTTCCATGAAGGCCACTAAGTGGCAGCA	Upstream_CTCF	40
chr20	45167861	45168011	id-61659	3.86e-05	-	GAGGTGATTCCTGGAAGCACCAGTAGGGGAGTAGG	Upstream_CTCF	31
chr20	45173291	45173441	id-61660	2.6e-05	+	TTGCAATTACTCAACTTTGCCTTTGTAGGGCAGCC	UpstreamP1_CTCF	15
chr20	45177926	45178076	id-61661	1	+	NA	NONE	8
chr20	45187708	45187858	id-61662	2e-06	-	CGGTCAGTTGCTGCTTGTCCCAGCAGGTGGCCTTG	Upstream_CTCF	1
chr20	45188455	45188605	id-61663	3.18e-06	+	GCTCATGGACTTGAGTGGGCCACTGGAGGTCACCC	V_CTCF_BR	18
chr20	45191231	45191381	id-61664	1.7e-05	-	AGTGCATTCTATGTTCCAGCCACTGGGGGCACTGC	Upstream_CTCF	40
chr20	45191925	45192075	id-61665	2.74e-08	-	GCCCCGGGATGTGGGTGGGCCGCAAGGGGGCGGGC	V_CTCF_BR	22
chr20	45196413	45196563	id-61666	4.68e-05	-	ATCTTGCTGCATCACAGTTGCACCAGGGGACAGCA	UpstreamP1_CTCF	13
chr20	45211420	45211570	id-61667	7.9e-07	-	TTGCGACTCCCTCCGGTGTCCAGCAGATGTCTACC	UpstreamP1_CTCF	7
chr20	45221334	45221484	id-61668	9.55e-09	-	CACTCAGGTACCTGTCTGGCCTCCAGGGGGCAGAG	V_CTCF_BR	30
chr20	45240075	45240225	id-61669	4.14e-06	+	CACAGGACTGGCAGCTCCTCCAGGAGGAGGCGCAG	V_CTCF_BR	6
chr20	45265703	45265853	id-61670	4.34e-05	-	GGGGCAGGACCAGCTGGACCCAGGTGGAGCTGGGA	Upstream_CTCF	0
chr20	45277695	45277845	id-61671	1	+	NA	NONE	14
chr20	45278740	45278890	id-61672	2.19e-05	-	GGAGTCATAACTGAAATCAACACTAGTGGGGGCTG	Upstream_CTCF	2
chr20	45280111	45280261	id-61673	7.9e-07	-	GCGCAGGCACCACCCTTTTCCTCCAGGAGGAGCAG	UpstreamP1_CTCF	4
chr20	45303125	45303275	id-61674	1	+	NA	NONE	2
chr20	45310098	45310248	id-61675	6.05e-06	-	TGGACTGTGCACTTTTCTGCCACCAGGGGTCGTAA	V_CTCF_BR	40
chr20	45317993	45318143	id-61676	1	+	NA	NONE	33
chr20	45328519	45328669	id-61677	1.65e-07	-	CAGCATCGCTGGCTTCTTCGCACTAGAGGGCAGCA	UpstreamP1_CTCF	40
chr20	45336810	45336960	id-61678	2.15e-05	+	TGCCTGTGTATCCACCTGTACGGTAGGGGTCGCTG	V_CTCF_BR	35
chr20	45338329	45338479	id-61679	3.11e-05	-	ACCCTGGGAAGGGGTCGGGCTTCCAGCAGGCAGCG	V_CTCF_BR	19
chr20	45343930	45344080	id-61680	1	+	NA	NONE	19
chr20	45344108	45344258	id-61681	1	+	NA	NONE	27
chr20	45371019	45371169	id-61682	1.75e-07	-	CAGCTGGATCCTGAAGTGGCCAGTGGAGGGAGGAA	UpstreamP1_CTCF	11
chr20	45376688	45376838	id-61683	2.17e-08	+	CCTGCATTCTGCAATAGAGCCACCAGATGGCACAG	Upstream_CTCF	40
chr20	45381386	45381536	id-61684	1.54e-05	+	GTGTTATTACACCATGGAGACACACGAGGGCGCGC	UpstreamP1_CTCF	40
chr20	45386842	45386992	id-61685	8.84e-10	+	TTGCAGTAGCAAATGATGAACAGCAGAGGGCGCGA	UpstreamP1_CTCF	40
chr20	45390332	45390482	id-61686	1	+	NA	NONE	5
chr20	45395910	45396060	id-61687	4.7e-08	+	TGGAAGAGAAGCAACCTGACCACTAGGGGGAGCCA	V_CTCF_BR	40
chr20	45401588	45401738	id-61688	3.4e-06	+	GTTAAGAATCAGTTCTCGCCCGCCAGGGGGCTGTA	V_CTCF_BR	28
chr20	45420408	45420558	id-61689	1	+	NA	NONE	12
chr20	45439206	45439356	id-61690	7.73e-06	-	CCTGCCGAAAGAGTGTGTGGCTGCAGGGGGTGCCA	V_CTCF_BR	2
chr20	45449464	45449614	id-61691	3.24e-06	+	GGAGCTGTCCCTAGGGTGTGCTGAAGGTGGCTCAC	Upstream_CTCF	14
chr20	45484419	45484569	id-61692	8.33e-05	+	TATTCTGCCCTTTTCATTACCACTTGGGGCAGACT	Upstream_CTCF	1
chr20	45560437	45560587	id-61693	1.32e-05	+	CAAGCATTTGCCTTCTCCACCAATAGGAGTCTCAG	Upstream_CTCF	5
chr20	45567845	45567995	id-61694	1	+	NA	NONE	36
chr20	45580851	45581001	id-61695	3.86e-05	+	GATGGGGCTTGAGGGACCACCACTAGGAGGCCAGT	Upstream_CTCF	9
chr20	45596436	45596586	id-61696	7.11e-06	-	ATGGCTGCTGTCTATGCCACCACCAGGGGTTGTCC	Upstream_CTCF	7
chr20	45642370	45642520	id-61697	1	+	NA	NONE	12
chr20	45648950	45649100	id-61698	1	+	NA	NONE	8
chr20	45655764	45655914	id-61699	1	+	NA	NONE	5
chr20	45692598	45692748	id-61700	1	+	NA	NONE	7
chr20	45754198	45754348	id-61701	4.68e-05	+	CTTTATTATTAAAAGCTAACCACAAGGAGGAGATT	UpstreamP1_CTCF	15
chr20	45754680	45754830	id-61702	5.37e-06	+	CTGCAAGCCCAGACAAGGCCCCCAAGGAGACACAA	UpstreamP1_CTCF	3
chr20	45778876	45779026	id-61703	6.64e-05	-	CTTGTATCCTAATTCATAGACAGCAGGGGGACAGT	Upstream_CTCF	1
chr20	45779379	45779529	id-61704	2.04e-05	-	GCAGAAGAGAGAACTGCAACCGCTGGGTGGTGCCC	V_CTCF_BR	40
chr20	45802585	45802735	id-61705	1	+	NA	NONE	15
chr20	45825105	45825255	id-61706	4.65e-10	+	AAGCTGTGCTCATCTGCAACCACCAGGGGGCAGTG	UpstreamP1_CTCF	40
chr20	45826795	45826945	id-61707	1	+	NA	NONE	14
chr20	45834429	45834579	id-61708	3.68e-10	+	GCTGCAGTTTTGCCTATGGCCACCAGATAGCGAGC	Upstream_CTCF	40
chr20	45834892	45835042	id-61709	5.68e-06	+	GGGACAATCTCAATGTCCACCAGCTGGGGGCTGGC	V_CTCF_BR	8
chr20	45848821	45848971	id-61710	4.68e-07	+	ATGTGAAAGCACCGTTCGCCCACCAGGGGGCAACA	V_CTCF_BR	40
chr20	45860425	45860575	id-61711	1	+	NA	NONE	15
chr20	45901653	45901803	id-61712	2.73e-07	+	AATGCTATTATCACTGCTAACAGCAGATGGCAGTA	Upstream_CTCF	39
chr20	45904779	45904929	id-61713	3.29e-05	+	CATCTACTTCTAGGTATAACCTCCAGGTGGCCTTT	Upstream_CTCF	6
chr20	45909036	45909186	id-61714	8.89e-06	+	GCTGCTTTCTTTTTCACAAACAGAAGGGGGCCAGC	Upstream_CTCF	6
chr20	45925797	45925947	id-61715	1.17e-05	+	ATGAGGTCAGCCTCTGCGTGCAGAGGAGGGCGCCG	V_CTCF_BR	26
chr20	45932508	45932658	id-61716	6.98e-07	-	TAGGGGCAGCCAGCCCCAGCCAGGAGGTGGTGGGG	V_CTCF_BR	8
chr20	45933069	45933219	id-61717	4.68e-05	+	TCGCAAATACTCAATTTGGCCACTGTAGGGCAAAA	UpstreamP1_CTCF	32
chr20	45940913	45941063	id-61718	1	+	NA	NONE	22
chr20	46006029	46006179	id-61719	1	+	NA	NONE	11
chr20	46012824	46012974	id-61720	3.4e-06	-	GCCGCAAGAAGCTGCTCTCCCAGCAGGAGGCGAGG	Upstream_CTCF	40
chr20	46093122	46093272	id-61721	3.67e-07	-	CTGTAGTAATGGCAAATGCCCACAAGGATGCAGAA	UpstreamP1_CTCF	38
chr20	46095042	46095192	id-61722	5.08e-05	-	TCTGTAGTTGCTGGAGCCACCACTCGGTAAGATTC	Upstream_CTCF	2
chr20	46130541	46130691	id-61723	4.5e-06	-	ACAGCAGCAGCTAAAGTCGCCGCACGGGGGCCACT	Upstream_CTCF	40
chr20	46131296	46131446	id-61724	1.29e-05	-	TTGCCATTTCCCAGCCTTCACACCAGAGGTAGTAA	UpstreamP1_CTCF	10
chr20	46132492	46132642	id-61725	4.51e-05	-	AATGCAGAACCTGAAGCAACCTCTAGTGACAGGAG	Upstream_CTCF	11
chr20	46137135	46137285	id-61726	1	+	NA	NONE	2
chr20	46149883	46150033	id-61727	2.46e-08	+	TTTGTCACCCCTGAGGCCGCCACAAGGGGGCGGGG	V_CTCF_BR	26
chr20	46163901	46164051	id-61728	2.15e-05	+	CCGTGCCTCGCTGCCCAAACCCCTAGGGGGAGCAT	V_CTCF_BR	35
chr20	46250033	46250183	id-61729	1.71e-06	-	TGCTGGAGGACATAAATTTCCACTAGGTGGCAGAA	V_CTCF_BR	40
chr20	46252046	46252196	id-61730	4.88e-05	-	AATTCAGTTCCATCTTTGTTAGCTAGGTGGCCTTG	Upstream_CTCF	22
chr20	46292619	46292769	id-61731	3.22e-09	+	TTGCGGTAACCCCATTTAGCCACAAGGGGGCGTCG	UpstreamP1_CTCF	40
chr20	46294037	46294187	id-61732	1.69e-05	-	CTGCTGAGCACAGACACGGCAGCGTGGGGGCAGTC	UpstreamP1_CTCF	5
chr20	46305128	46305278	id-61733	8.81e-07	+	AGGTCAGGGCCGGCTGCAGTCAGGAGGGGGAGCCG	V_CTCF_BR	16
chr20	46306695	46306845	id-61734	3.79e-08	+	TGGCTGTTAAGAGCGCTGGCCACCAGATGTCGCTG	UpstreamP1_CTCF	40
chr20	46310739	46310889	id-61735	1	+	NA	NONE	3
chr20	46333594	46333744	id-61736	1	+	NA	NONE	17
chr20	46341343	46341493	id-61737	7.15e-05	-	GCGAGGGGTGTGACGCTTAACATTAGAGGGCGCTG	V_CTCF_BR	26
chr20	46354215	46354365	id-61738	1.52e-09	+	ATGCAGTCACAGAGTTTAACCCCTAGGGGGCGGTG	UpstreamP1_CTCF	40
chr20	46369107	46369257	id-61739	1.26e-05	-	GGTGTGCCTGATGAAGTCACCACTAGAGGACCCCC	Upstream_CTCF	4
chr20	46387767	46387917	id-61740	9.25e-06	+	GATCAGATCACAGCACTGGGCAGGGGAGGGCACAG	V_CTCF_BR	3
chr20	46393162	46393312	id-61741	9.88e-07	+	ACTGCAGGGCAGCGCATGTGAGCCAGGTGGAGCCA	Upstream_CTCF	5
chr20	46409852	46410002	id-61742	2.81e-06	-	TGGGCAATGCCTCTCCCTTCCACCAGGGCCAGGAG	Upstream_CTCF	29
chr20	46412033	46412183	id-61743	2.27e-06	-	GTTTATCTGCTTGGACCTGCCTCAAGAGGGCAGCT	V_CTCF_BR	21
chr20	46413424	46413574	id-61744	1	+	NA	NONE	34
chr20	46415344	46415494	id-61745	5.68e-06	+	CCGAAAGGGGAGGAATTGGACTCAAGGGGGTGCTG	V_CTCF_BR	40
chr20	46443200	46443350	id-61746	3.88e-06	+	CTTGCCCAAGGTGAAATAGTCAGTAGGTGGCAGTG	V_CTCF_BR	11
chr20	46483610	46483760	id-61747	2.19e-05	+	TGAGCCGGGGAAAATCTGACCATGAGGTGGCAGTA	Upstream_CTCF	40
chr20	46486447	46486597	id-61748	1.03e-06	+	TACCTCGGACCGCTGCCGGCCTCGGGAGGGCAGGG	V_CTCF_BR	5
chr20	46506925	46507075	id-61749	1.92e-06	+	CAGCAAGTGGCTGAGGTGACCAGCAGGGGACTTGC	UpstreamP1_CTCF	7
chr20	46578800	46578950	id-61750	1	+	NA	NONE	13
chr20	46585033	46585183	id-61751	1	+	NA	NONE	2
chr20	46585463	46585613	id-61752	5.08e-05	-	ACTGGACTGTCAGGGAACTGCAGCTGGGGTTGGCT	Upstream_CTCF	5
chr20	46589897	46590047	id-61753	1	+	NA	NONE	1
chr20	46601042	46601192	id-61754	8.59e-05	+	GTTTTCATGCACAAACCGGAAGCCGGGTGGCGCCC	V_CTCF_BR	25
chr20	46605876	46606026	id-61755	1.72e-06	-	CCAGCTGTGGCAACTTTGCCCCCCAGAGGACATTT	Upstream_CTCF	6
chr20	46641229	46641379	id-61756	1.23e-05	-	TAGCCTTGGCTAGGACTCCCCAGCAGAGGGCCTAA	UpstreamP1_CTCF	31
chr20	46652890	46653040	id-61757	1	+	NA	NONE	1
chr20	46653777	46653927	id-61758	7.73e-05	-	GGCCCAGTGCACAGACAGACCTCGAGGAGTCGGGC	Upstream_CTCF	20
chr20	46704536	46704686	id-61759	1.31e-05	-	TTGAGATCGTCACTTGCCTCCTGCAGGTGGATGCA	V_CTCF_BR	3
chr20	46737842	46737992	id-61760	6.86e-07	+	TCTGCAGTTTCAAAGGAAGCCACATGGGGCTGGGT	Upstream_CTCF	5
chr20	46777792	46777942	id-61761	4.43e-05	-	TGACAAGTGCTTTTATGAGACAGAAGAGGGAGACA	V_CTCF_BR	12
chr20	46791913	46792063	id-61762	5.28e-05	-	TATGCTATGCCGTGCTCCGGACACAGGTGGTGCTC	Upstream_CTCF	1
chr20	46800479	46800629	id-61763	8.91e-07	-	GCCGCAGTTAGGACTGGGACCAGCAGGGGGGCTTT	Upstream_CTCF	5
chr20	46818046	46818196	id-61764	1.03e-06	-	GAAAGCAGCCACCTAGCAGCCACTTGGGGGAGCAG	V_CTCF_BR	39
chr20	46820108	46820258	id-61765	5.3e-05	+	GTGCTATGAGGCAGTCTCTCCTGCAGGGTCTTGGG	UpstreamP1_CTCF	18
chr20	46828058	46828208	id-61766	3.91e-06	+	GATGCAATTAGAGCAATGAGCACCAGGAGAAATAC	Upstream_CTCF	5
chr20	46864866	46865016	id-61767	1.93e-05	-	CTGACTGCAGGTGAATTATTCACCAGGTGGCAGCT	V_CTCF_BR	3
chr20	46870157	46870307	id-61768	2.28e-05	+	AGAGAAGTTCCAAAACAAGCCTGCAGGTGTTCATA	Upstream_CTCF	4
chr20	46924480	46924630	id-61769	1	+	NA	NONE	36
chr20	46958758	46958908	id-61770	1.39e-07	-	GGGGCTGGTGGACGAGGCCCCAGCAGGGGGAGCAC	V_CTCF_BR	37
chr20	46965422	46965572	id-61771	7.6e-05	+	GTGCTTACCACTTACCTCCCCACCAGGCGGAATTG	UpstreamP1_CTCF	1
chr20	46979440	46979590	id-61772	8.79e-07	+	CTGGCATGCTCCAGAATCACCAGCAGGAGGTGCTG	UpstreamP1_CTCF	32
chr20	46987165	46987315	id-61773	8.21e-06	+	TGTCCTGTGAACGTGCCTGCCAGGAGGAGTCGCCA	V_CTCF_BR	4
chr20	47003204	47003354	id-61774	8.59e-05	-	GTTTTCATGCACAAACCGGAAGCCGGGTGGCGCCC	V_CTCF_BR	19
chr20	47016555	47016705	id-61775	1	+	NA	NONE	10
chr20	47033468	47033618	id-61776	4.1e-06	+	GAGGTAATGCCACCTGTGTCCACCAGAGTCACGTA	Upstream_CTCF	26
chr20	47034738	47034888	id-61777	3.56e-06	+	GCAGGAGGGGCTTGCTTCACCAGCAGGAGGAGTTG	Upstream_CTCF	19
chr20	47050404	47050554	id-61778	2.97e-06	+	AGGATCCTGGGTCCCCAAACCACAGGGGGGCACTC	V_CTCF_BR	17
chr20	47060541	47060691	id-61779	8.46e-07	-	CCAGCTCTTCAAGAGGCCCCCAGTGGGAGGAAGCC	Upstream_CTCF	4
chr20	47077454	47077604	id-61780	1	+	NA	NONE	6
chr20	47077802	47077952	id-61781	1	+	NA	NONE	2
chr20	47079735	47079885	id-61782	1.14e-06	+	TGGCAGTTCCTTCCAGCACCCTCCAGGGGCAGTGC	UpstreamP1_CTCF	13
chr20	47113639	47113789	id-61783	1.31e-05	+	GTATATAACGTGGGCCTGACCAGAAGGAGGTGCTG	V_CTCF_BR	9
chr20	47131104	47131254	id-61784	1	+	NA	NONE	1
chr20	47161594	47161744	id-61785	1.81e-06	+	GGTGCTGGCCCATCGTCCCTCAGAAGGTGGCACTC	Upstream_CTCF	11
chr20	47178089	47178239	id-61786	1	+	NA	NONE	7
chr20	47191152	47191302	id-61787	3.63e-06	-	ATATCCCAGCTCAGCCACCCCAGCAGATGGCAGGC	V_CTCF_BR	8
chr20	47195055	47195205	id-61788	4.23e-08	-	TCTCCCCCCATGCCCTGAGCCTCCAGAGGGAGCCA	V_CTCF_BR	27
chr20	47223812	47223962	id-61789	1.19e-06	+	TGGACGCAAGGCCATGTCCCCACCAGGTGGCTGGA	V_CTCF_BR	2
chr20	47237123	47237273	id-61790	1.96e-08	-	ACCTTTGTGGAAGTGACGGCCACTAGATGGCGCTG	V_CTCF_BR	40
chr20	47237630	47237780	id-61791	7.58e-10	-	AGTGTAGTGCCCTGTCTGTCCAGCAGGTGGTGCTG	Upstream_CTCF	40
chr20	47247356	47247506	id-61792	8.71e-06	-	AGGGATTTCATTCTGAGAGTCGGCAGAGGGCGGAG	V_CTCF_BR	2
chr20	47252434	47252584	id-61793	5.23e-10	+	GCGTCTTGTGCAGCAGCAGCCAGCAGAGGGCGCTC	V_CTCF_BR	40
chr20	47273525	47273675	id-61794	5.77e-08	+	CACTCTTTGGCCTTCGTGGCCACCAGGAGGCGCAG	V_CTCF_BR	37
chr20	47274361	47274511	id-61795	5.29e-11	+	CTGTACCTCCCCACAATGTCCAGCAGAGGGCAGTG	UpstreamP1_CTCF	40
chr20	47276337	47276487	id-61796	4.68e-07	+	AGGTCGCCCAGCTCCCATGCCTGCAGGGGGCTCTG	V_CTCF_BR	17
chr20	47278419	47278569	id-61797	1.93e-05	+	AGGTAAAGGCAGCTGTCGGACGCCAGTGGGTGCCT	V_CTCF_BR	12
chr20	47314537	47314687	id-61798	3.63e-05	-	CAGGCGGCCAGCATTCCTGCCTCTGGATGGAGAGC	V_CTCF_BR	3
chr20	47315537	47315687	id-61799	1	+	NA	NONE	31
chr20	47323370	47323520	id-61800	8.19e-06	-	ATGTTCTGATTCTCCTTTCCCACCTGGGGCAGGGG	UpstreamP1_CTCF	22
chr20	47340329	47340479	id-61801	7.17e-05	-	GCTTCCGTGACATATTTTAACACATGGTGTCGCTG	Upstream_CTCF	16
chr20	47344662	47344812	id-61802	5.53e-08	+	GTGCTGTGCACAGTTCCAAGCACTGGGGGGCTGCC	UpstreamP1_CTCF	8
chr20	47362019	47362169	id-61803	3.91e-06	-	CTTGTAATTTCAACATCGTCCTGTAGCTGGACACA	Upstream_CTCF	15
chr20	47407707	47407857	id-61804	6.21e-06	-	ACAGCAATGCCAGGCTCTGCCATCTGGCAGCAGCA	Upstream_CTCF	15
chr20	47493929	47494079	id-61805	3.09e-05	-	GTGTTGCTAAGCTATTTTGCCACTGAGAGCCACCA	UpstreamP1_CTCF	6
chr20	47521679	47521829	id-61806	8.86e-10	-	AATGCAATTTCTATATTGGCCACCAGAGAGCACCA	Upstream_CTCF	40
chr20	47538123	47538273	id-61807	5.65e-05	+	CCCAGCCTTAGGCTCCGCCCCGCTGGGGGTCACGG	V_CTCF_BR	26
chr20	47538462	47538612	id-61808	7.27e-06	+	ACTCCCAGCTGCGCAGGGCCTGCCAGGTGGCGCTC	V_CTCF_BR	14
chr20	47549971	47550121	id-61809	7.73e-06	+	AGGACTGAATGAGCACCTGCCACTAGGAGGCAATC	V_CTCF_BR	17
chr20	47565351	47565501	id-61810	1	+	NA	NONE	3
chr20	47566244	47566394	id-61811	2.04e-05	+	CCTCAGGAACCTGAGTCCCCCTGGTGGGGGCAGAA	V_CTCF_BR	27
chr20	47574247	47574397	id-61812	9.81e-06	-	CGAATACCAGCAGAAGGTTCCTGAAGAGGGAGCTG	V_CTCF_BR	13
chr20	47587223	47587373	id-61813	1	+	NA	NONE	3
chr20	47599917	47600067	id-61814	3.48e-06	-	TAGCTGCTGTGGGCAGAATACACTAGAGGGAGGTG	UpstreamP1_CTCF	8
chr20	47601559	47601709	id-61815	1	+	NA	NONE	1
chr20	47603562	47603712	id-61816	4.99e-07	+	AGTGTATGGCAGGCTGTCCCCAGGAGGTGGCAGGA	Upstream_CTCF	40
chr20	47645299	47645449	id-61817	2.1e-06	+	ATTTCACTTTTCTTAATGCCCTGAAGAGGGCAGAG	Upstream_CTCF	39
chr20	47657307	47657457	id-61818	2.31e-06	-	GGTGCTGGTCTTGGGCCAGCCACCCGGTGCTGCTG	Upstream_CTCF	0
chr20	47732329	47732479	id-61819	9.66e-05	-	TTTACCCTTCTTTCCATCCCCACTAGGCTGCGCTG	Upstream_CTCF	26
chr20	47749561	47749711	id-61820	1.59e-06	+	AAATTACTTTAAAAGATCACCACGAGAGGGCACTC	V_CTCF_BR	40
chr20	47761003	47761153	id-61821	1	+	NA	NONE	3
chr20	47803187	47803337	id-61822	1	+	NA	NONE	11
chr20	47804606	47804756	id-61823	8.03e-07	+	GCTGCTGCTCCGAGCTCGTCCCCCGGCCGGCGGTC	Upstream_CTCF	0
chr20	47823792	47823942	id-61824	6.46e-07	-	AGCCCCTGGCTCCTCCAGGACAGAAGGGGGCAGTG	V_CTCF_BR	29
chr20	47833758	47833908	id-61825	1.67e-07	-	AGTTCCTTGTTAGGATCTGCCAGCAGGGGGCGCAT	V_CTCF_BR	39
chr20	47842584	47842734	id-61826	6.84e-06	-	CAATGCAGCGGCCAGACGGGCAGCAGGGGGAGTGC	V_CTCF_BR	14
chr20	47863135	47863285	id-61827	3e-06	+	AAGTAAAGACCCAGAGATACCACTAGGTGGCCCTA	UpstreamP1_CTCF	40
chr20	47885381	47885531	id-61828	1	+	NA	NONE	7
chr20	47937175	47937325	id-61829	2.96e-05	+	GTCTTCTAGCTCCTTGCTGCCAGGAGTGGCCAACG	V_CTCF_BR	40
chr20	47940338	47940488	id-61830	3.09e-05	-	CTGACATTGCAAAAAGGCAACACCAGATAGCAGTG	UpstreamP1_CTCF	39
chr20	47950542	47950692	id-61831	5.33e-11	+	AAACCGTGGGCTCCTCTGGCCACCAGGGGGCAGCA	V_CTCF_BR	40
chr20	47963330	47963480	id-61832	5.48e-05	+	TCTGCATTCCCACACACTGCCACATGGGCTGGAGC	Upstream_CTCF	19
chr20	47964446	47964596	id-61833	4.5e-05	+	GAGCGATTCACCCAGGCAGCCAGGAGGCGAGACTG	UpstreamP1_CTCF	6
chr20	48001159	48001309	id-61834	3.36e-07	+	AAGACATTGGAGTCAGAAGCCTGCAGGGGGCGCTC	V_CTCF_BR	40
chr20	48001730	48001880	id-61835	1.15e-07	+	AGGGATCAGGAGACAGGAGCCTGCAGGGGGCAGGC	V_CTCF_BR	33
chr20	48004426	48004576	id-61836	1.76e-05	+	CTCTGGTCTCTTACTGTGTCCTCCAGGGGGACACA	UpstreamP1_CTCF	5
chr20	48012898	48013048	id-61837	4.44e-06	+	GAGCTGCACCTAGGAACAGCCTGTAGGGGGACTGG	UpstreamP1_CTCF	34
chr20	48052346	48052496	id-61838	1.99e-07	+	ACACCCAGCTGGCTACTGGCCACCAGATGGCATAG	V_CTCF_BR	12
chr20	48058129	48058279	id-61839	2.02e-06	-	CAGCTGGAGGTGATTTTGACCTCCAGGGGACGCTT	UpstreamP1_CTCF	2
chr20	48063368	48063518	id-61840	1.26e-07	-	TCCTTCTCTAGGCCTGTGGCCTGTAGAGGGAGGCC	V_CTCF_BR	11
chr20	48099380	48099530	id-61841	2.15e-05	-	CCAGGGTGGGGCCTCCCGGGCTCCAGGGGCATCTC	V_CTCF_BR	8
chr20	48100792	48100942	id-61842	5.77e-08	-	AAGCCGCGCTCGCTTCCGACCCGCAGGTGGCGCCG	V_CTCF_BR	40
chr20	48125230	48125380	id-61843	1.04e-05	-	AGTTATTATGACAGTTTTCCCAGAAGATGGCAGTA	V_CTCF_BR	40
chr20	48136432	48136582	id-61844	1.64e-07	-	GCTGCAGCGCTGACAAGAGACTGTAGGGGGTGGGG	Upstream_CTCF	22
chr20	48150883	48151033	id-61845	4.24e-09	-	GATGCATTTCTCAATATGAGCAGCAGGTGGCAATG	Upstream_CTCF	40
chr20	48153732	48153882	id-61846	1.84e-07	-	TGTGCAGGGGCCGTAGGAACCACTGGGCGGCGCCA	Upstream_CTCF	40
chr20	48158359	48158509	id-61847	5.67e-06	+	TATGTAAATACACACACGACCCACAGGCGGCGCTA	Upstream_CTCF	40
chr20	48162237	48162387	id-61848	8.21e-06	-	CCCACTGTTCTTGTTGCTGCCACTAGGTGTTGCTG	V_CTCF_BR	37
chr20	48186365	48186515	id-61849	2.68e-05	-	TGTTCTGAATCTGCTGAGGCCACAAGGGGGTCATC	Upstream_CTCF	10
chr20	48200638	48200788	id-61850	1	+	NA	NONE	19
chr20	48219790	48219940	id-61851	3.09e-07	-	TCAAGGCCTCTCTCTTTGGCCTGCAGATGGCGACC	V_CTCF_BR	39
chr20	48225260	48225410	id-61852	1.39e-05	-	GCAGAGGTGATAGCTGAGTCCAGGAGAGGTCACTA	V_CTCF_BR	9
chr20	48225569	48225719	id-61853	1.09e-07	-	ACGTCATTCTGCAGAGTGACCAGCAGGGGGCGAGC	UpstreamP1_CTCF	40
chr20	48227246	48227396	id-61854	6.49e-06	+	AGGCCCTTGCAGAATCACTCCACCAGGAGGCCAGA	UpstreamP1_CTCF	35
chr20	48227771	48227921	id-61855	2.39e-05	-	GTGCGGCTAAGCGTCCTGCCCCGCACAGGTAGCCC	UpstreamP1_CTCF	38
chr20	48247230	48247380	id-61856	1	+	NA	NONE	1
chr20	48291435	48291585	id-61857	7.17e-05	-	TTTGTGTCTTTGCACCTAGCCAGTAGGAGCAGCAT	Upstream_CTCF	27
chr20	48403307	48403457	id-61858	4.59e-07	-	AAGCAGTAACAGTTCCAGCCCACTGGGTGGCTGAA	UpstreamP1_CTCF	39
chr20	48406913	48407063	id-61859	1.29e-05	-	CTGGGGTTATCTCCTAAGGCAGGTGGGGGGCGCTG	UpstreamP1_CTCF	7
chr20	48423984	48424134	id-61860	4.14e-05	-	CTGCACTCCAGCCTGGGCGACAGAGGGCGACTCCA	UpstreamP1_CTCF	2
chr20	48429287	48429437	id-61861	7.27e-06	-	GCGGGAGGCGGGGCCTCGGCCGCGCGAGGGCGGCC	V_CTCF_BR	38
chr20	48437982	48438132	id-61862	1.48e-06	-	TCTTTAATCCCACCAAAAAACACCAGGTGGCCAGA	Upstream_CTCF	13
chr20	48438446	48438596	id-61863	1	+	NA	NONE	38
chr20	48442066	48442216	id-61864	2.39e-05	+	TTGCATTGAGCTCCAGTCAACGCCAGGGCACTCCA	UpstreamP1_CTCF	1
chr20	48442419	48442569	id-61865	1.85e-05	+	GTTGCAGGATGAACTCTGACCACCTGGCGACCTCA	Upstream_CTCF	5
chr20	48462875	48463025	id-61866	5.34e-06	-	CTACTTTACCAAAAAGAAACCTGTAGGGGGCAGCG	V_CTCF_BR	40
chr20	48505135	48505285	id-61867	1.64e-07	-	CCTGTGCCTCTAGCTTTTCCCTCTAGAGGGCGCTC	Upstream_CTCF	40
chr20	48506620	48506770	id-61868	2.6e-07	-	GGCTGCTGACCTCACCTGGCCGACAGGGGGCAGAA	V_CTCF_BR	31
chr20	48526451	48526601	id-61869	2.27e-05	-	CAGAACATTCTATCCTCTCCCAACAGGGGGCTGTC	V_CTCF_BR	37
chr20	48530855	48531005	id-61870	1	+	NA	NONE	32
chr20	48531795	48531945	id-61871	1.84e-05	+	CCGCTGTCTGGCGCCCCCTCCGCCTGGGGAAGCCC	UpstreamP1_CTCF	24
chr20	48545305	48545455	id-61872	3.73e-06	-	GGAAGAATTCCTACTGACACCACCAGGGGGCGTGT	Upstream_CTCF	40
chr20	48567291	48567441	id-61873	1.08e-05	-	CTGCATTTCCATAGGAAAACAAGGTGATGGCAGCA	UpstreamP1_CTCF	8
chr20	48574347	48574497	id-61874	1.96e-07	-	TTGAAGTCCTCGCTGTCTTCCAGCAGGCGGCAGTA	UpstreamP1_CTCF	19
chr20	48581508	48581658	id-61875	2.31e-07	+	GGTGCAGCGGTAAGGAGAGCCTGAAGGGGGCAGTG	Upstream_CTCF	40
chr20	48595627	48595777	id-61876	1.04e-11	+	TTGCAGGGAGGCGCCTTGGCCAGCAGAGGGCGCCA	V_CTCF_BR	40
chr20	48599077	48599227	id-61877	1.27e-06	+	GTGTCCCGGCCGGCGCGCAGCGCCAGGGGGCGTCA	UpstreamP1_CTCF	39
chr20	48599513	48599663	id-61878	1	+	NA	NONE	18
chr20	48608378	48608528	id-61879	4.94e-06	+	GATGTGCTCCCTTCTGTGGGCAGAAGAGGGATGAA	Upstream_CTCF	9
chr20	48642353	48642503	id-61880	4.34e-05	+	TCTGTGCTGCCCCCATTCTGCAGATGAGGAAACTG	Upstream_CTCF	9
chr20	48660468	48660618	id-61881	1.96e-08	+	CCTGCCCGAGGTCACCCAGCCAGGAGGTGGCAGTG	V_CTCF_BR	9
chr20	48670864	48671014	id-61882	3.88e-06	+	CTGGATCCTGGCTGGGTGGCCGCTGGGTGGTAGCC	V_CTCF_BR	3
chr20	48679487	48679637	id-61883	1	+	NA	NONE	7
chr20	48686972	48687122	id-61884	2.1e-05	-	AAGGGTTGTCCAAGGTCACCCAGCAGGTGGGGGTA	Upstream_CTCF	23
chr20	48687909	48688059	id-61885	3.8e-12	-	CCTGCACGCCCGCCCTTGGCCAGCAGAGGGCGCTA	V_CTCF_BR	40
chr20	48702101	48702251	id-61886	1.34e-06	-	GATTTATTCTCCCCAAAGACCACTAGATGCCGCTG	Upstream_CTCF	40
chr20	48725568	48725718	id-61887	1	+	NA	NONE	3
chr20	48729192	48729342	id-61888	2.81e-05	-	CCCCTAGAGGAGGCGCCCCACAGCGGATGGAAGTC	V_CTCF_BR	40
chr20	48736310	48736460	id-61889	2.29e-05	+	ATGCAACGACTCAATTCTGCCACTGCAGTGCAAAA	UpstreamP1_CTCF	14
chr20	48737480	48737630	id-61890	5.12e-06	+	ATGCCACTACCCTGTGCCACCACCAGACAGCAGCA	UpstreamP1_CTCF	40
chr20	48750502	48750652	id-61891	4.24e-07	+	TATGCACTGCCTCTGTCTACCAGCAGGGACAAAAG	Upstream_CTCF	40
chr20	48755200	48755350	id-61892	1	+	NA	NONE	28
chr20	48768965	48769115	id-61893	4.14e-05	-	TAGGAATTTTACTGTTTGGCCTCAGGAGGGCCCTA	UpstreamP1_CTCF	25
chr20	48775978	48776128	id-61894	1	+	NA	NONE	2
chr20	48782496	48782646	id-61895	1	+	NA	NONE	25
chr20	48785993	48786143	id-61896	2.24e-10	-	GCTGCAGTATCCCTTTGTGCCAGCAGGTGTCACCA	Upstream_CTCF	40
chr20	48795030	48795180	id-61897	2.83e-07	+	GAGGGATTCTTCCCCAGAGCCTCCAGAGGGAGCAG	V_CTCF_BR	3
chr20	48795864	48796014	id-61898	5.52e-10	-	GTTGCGCTGCCTAGAATGGCCACAAGGTGGCGCGG	Upstream_CTCF	40
chr20	48796222	48796372	id-61899	1	+	NA	NONE	10
chr20	48802885	48803035	id-61900	3.19e-11	+	CCTGCAGTCCCAGAACCTGCCACCTGGGGGCAGTA	Upstream_CTCF	40
chr20	48806914	48807064	id-61901	1.28e-08	+	CCTGAAACCTCCGCCTCCTCCAGCAGGGGGCGGGC	Upstream_CTCF	40
chr20	48807440	48807590	id-61902	1.38e-08	-	GGCTGCCCGCTCCGGCCGGCCCGCAGGTGGCGCGG	V_CTCF_BR	34
chr20	48808506	48808656	id-61903	1.56e-06	-	TAGCAGTGGCCGGAGGAGGCGAGCAGGGGCTCGGG	UpstreamP1_CTCF	38
chr20	48809740	48809890	id-61904	5.41e-06	+	TGTGTTTGTGTGTCCCTGGCCAGCAGGAGGGGAGA	Upstream_CTCF	12
chr20	48815030	48815180	id-61905	4.17e-05	+	GCAGGAATGAGGGGAGGGCTCACCAGGAGGGGCGC	Upstream_CTCF	5
chr20	48837210	48837360	id-61906	6.18e-07	-	TGGGCACTGCCTCCCCCTTCCACTGGGGGTGACAA	Upstream_CTCF	9
chr20	48838085	48838235	id-61907	7.84e-05	+	GGCCTGACATCAGCTACAACCACCAGTTGGGGCAG	V_CTCF_BR	11
chr20	48841084	48841234	id-61908	2.43e-06	-	GCTGCACTTTCTCCTCCGGGCCAGGGGTGGTGCAG	Upstream_CTCF	38
chr20	48841528	48841678	id-61909	1	+	NA	NONE	8
chr20	48845566	48845716	id-61910	8.99e-05	-	GCTAATTGTCCATGCTCTGGCCACAGGGGGCAGAA	V_CTCF_BR	15
chr20	48873308	48873458	id-61911	8.21e-05	-	ACCAGATTCACACTGGGAACACCTAGGGGGCAGAG	V_CTCF_BR	5
chr20	48884318	48884468	id-61912	2e-06	+	CCTGGACAGACCCACGGCTCCAGCAGGAGGCAGGG	Upstream_CTCF	18
chr20	48890548	48890698	id-61913	1.28e-06	+	GCGAGCCTGAGACTCCCAGCCAGCTGGGGGAGACA	V_CTCF_BR	18
chr20	48892442	48892592	id-61914	3e-06	+	CTGCGAGTTGTCCCAGAGGCCTCTAGGGGGTTGGG	UpstreamP1_CTCF	6
chr20	48895608	48895758	id-61915	1.5e-05	+	TCCTGAGGACTGTGTGTTCCCAGCAGGCGGCGCGG	Upstream_CTCF	27
chr20	48898684	48898834	id-61916	1.41e-06	+	GAGGTAATCCTGCCTGCTGCCTGGAGGAGGCGATG	Upstream_CTCF	36
chr20	48899456	48899606	id-61917	8.9e-05	-	CTGCACCAGTCCAGGCGGTGGTGCTGGTGGCCGTG	UpstreamP1_CTCF	3
chr20	48902525	48902675	id-61918	1.73e-05	-	CTAAATGGGAAGATCCGGGCCGCCTGCTGGCTCAG	V_CTCF_BR	15
chr20	48911175	48911325	id-61919	5.55e-07	+	GAAGCAGCACACAGACAGGCCCAGAGGTGGCGGTG	Upstream_CTCF	14
chr20	48911377	48911527	id-61920	3.65e-07	-	CCTGCCCCTGGACTGTGGGCCACATGAGGGCAGAC	V_CTCF_BR	20
chr20	48922550	48922700	id-61921	1.11e-05	-	TGTGTATTGCCTGCTCTCTCCACAAGTGTGAACTC	Upstream_CTCF	3
chr20	48925259	48925409	id-61922	9.27e-07	-	GGGCAGGCGCCAGGCCAGACCAGCAGAGAGCGCAC	UpstreamP1_CTCF	32
chr20	48938088	48938238	id-61923	2.15e-05	-	AACAGAAAGGCCCCCAGAGGCAGAAGAAGGCACCC	V_CTCF_BR	11
chr20	48955149	48955299	id-61924	1.04e-06	+	TTTGCACTTCAGCTTCAGGCCTCCAGGGTCAGCTG	Upstream_CTCF	18
chr20	48961000	48961150	id-61925	1	+	NA	NONE	37
chr20	48971293	48971443	id-61926	1	+	NA	NONE	4
chr20	48974287	48974437	id-61927	5.68e-06	-	GATGTCTTCAACCCATGCACCTGCAGGAGGCAGCC	V_CTCF_BR	4
chr20	48978175	48978325	id-61928	3.28e-05	-	AAGTGTGAGGACCCGCTGTCCCCCAGAGGCCAGCT	V_CTCF_BR	1
chr20	48986256	48986406	id-61929	9.29e-06	-	AAGGCCTTTCCCACGGCAGCCGACAGGGGAGGGGA	Upstream_CTCF	7
chr20	48997353	48997503	id-61930	4.99e-07	-	GCTGCTGAGGCCTGTTTGGCCGGGAGGTGGCATCG	Upstream_CTCF	38
chr20	49017052	49017202	id-61931	6.98e-07	+	GAGCCATGGAGGGTTCTGAACAGAAGAGGGCACAG	V_CTCF_BR	27
chr20	49028188	49028338	id-61932	1	+	NA	NONE	18
chr20	49029987	49030137	id-61933	8.71e-06	+	GCATTAGAAAAAGAGCTTCCCAGTTGGGGGCAGCA	V_CTCF_BR	3
chr20	49050332	49050482	id-61934	8.03e-07	-	CCAGCACTTCATATAGAACCCACTAGGTGACTGGG	Upstream_CTCF	17
chr20	49059114	49059264	id-61935	1	+	NA	NONE	6
chr20	49062332	49062482	id-61936	4.17e-05	+	CATTGTGTTACCATTGCCTACAGCAGGGGTCCCCA	Upstream_CTCF	2
chr20	49066509	49066659	id-61937	4.14e-06	-	CCACACAGGAGCTGGGCTGGCTGCAGAGGGCTGAG	V_CTCF_BR	4
chr20	49073135	49073285	id-61938	5.72e-09	-	GTGGGAGGTGAGGGCGCTGCCAGCAGAGGGAGCAG	V_CTCF_BR	39
chr20	49077396	49077546	id-61939	1.52e-09	-	CATGTAGTTTAGGGCTGGGCCACCAGGAGGCGCTA	Upstream_CTCF	40
chr20	49080888	49081038	id-61940	2.04e-08	-	GGTGTAGTTTCAGACTTGGCCACTTGGTGTCACTC	Upstream_CTCF	25
chr20	49093693	49093843	id-61941	1	+	NA	NONE	5
chr20	49094897	49095047	id-61942	8.91e-07	+	AGTGCTTCGCTGCTCAAAACCCCTAGGGGGAGCAG	Upstream_CTCF	39
chr20	49101055	49101205	id-61943	4.21e-05	+	TCCAGACATTGTCAAATGGCCCCTGGGGGGCAAAA	V_CTCF_BR	17
chr20	49120805	49120955	id-61944	1.04e-05	+	CACTGTTTATTAGAAGTGGTCAGAAGGGGGCTCTC	V_CTCF_BR	29
chr20	49122855	49123005	id-61945	1.03e-06	-	AGCCCAAGTGGCCCTCACGCCTGCAGGGGGTGCTG	V_CTCF_BR	32
chr20	49126462	49126612	id-61946	1	+	NA	NONE	26
chr20	49126883	49127033	id-61947	1.39e-05	+	AGCGGCTAGGGCGGCGGTAGCTGCAGGGGTCGGGG	V_CTCF_BR	21
chr20	49157333	49157483	id-61948	1	+	NA	NONE	22
chr20	49187127	49187277	id-61949	2.27e-06	-	TAGTGCTGAGGGTCAGAAGCCTGCAGATGGAGCTA	V_CTCF_BR	40
chr20	49192525	49192675	id-61950	1.61e-09	-	GGTGACTCCGGCGCGGTCACCACCAGAGGGCAGAA	V_CTCF_BR	40
chr20	49196624	49196774	id-61951	4.31e-07	-	CCCCTCATTCCAACAAGCACCACAAGGTGGCACTA	V_CTCF_BR	40
chr20	49204785	49204935	id-61952	1.38e-08	-	ACCAGCGAGGGCCAGGTGCCCAGTAGAGGGCGCTG	V_CTCF_BR	40
chr20	49211370	49211520	id-61953	4.41e-06	-	CTCCCAGGTTGTTGTGGGGACTGCAGGTGGTGGCC	V_CTCF_BR	10
chr20	49226864	49227014	id-61954	2.06e-07	-	GCTTTACTCCCCACACTGCCCAGTGGGTGGCAGGT	Upstream_CTCF	32
chr20	49242751	49242901	id-61955	1.71e-06	+	GGGGCGGCAGAGGCCAAGGCCAGGTGGGGGCTGCC	V_CTCF_BR	40
chr20	49252540	49252690	id-61956	2.46e-08	-	TCAGCCCCACCAGGCCCAGCCGGGAGGGGGCGCAG	V_CTCF_BR	40
chr20	49262483	49262633	id-61957	1	+	NA	NONE	23
chr20	49263044	49263194	id-61958	1.09e-07	-	GTTGCAATACCTGGGGAGACCAGGAGGGGGTCTGC	Upstream_CTCF	40
chr20	49275413	49275563	id-61959	1	+	NA	NONE	8
chr20	49280066	49280216	id-61960	3.63e-05	-	TACCGAAAGGCTGTCCTGACCTCTAGGGGCCTCTT	V_CTCF_BR	32
chr20	49286690	49286840	id-61961	1	+	NA	NONE	7
chr20	49330333	49330483	id-61962	2.78e-06	-	GGATTTGTGGTTGAGGTTTCCAACAGAGGGCACTG	V_CTCF_BR	38
chr20	49334679	49334829	id-61963	3.4e-06	-	CTGAGAAACACAGAAGAGGACAGAAGAGGGCAGCA	V_CTCF_BR	30
chr20	49337240	49337390	id-61964	1.21e-06	-	GGTTCAAGTCCTGATTCTGCCACTAGGGGAAGTGA	Upstream_CTCF	18
chr20	49361171	49361321	id-61965	3.4e-06	-	GCACAGGACTCGACAATATCCAGAAGAGGGAGGGC	V_CTCF_BR	37
chr20	49362737	49362887	id-61966	1	+	NA	NONE	12
chr20	49365933	49366083	id-61967	8.08e-08	-	AATGCCATACCAGAAAAAACCACTAGGTGGCCATC	Upstream_CTCF	38
chr20	49404673	49404823	id-61968	1	+	NA	NONE	37
chr20	49407266	49407416	id-61969	1.15e-07	+	AGCTCTGAGCCCGGCTTGGGCACCAGAGGGAGCTC	V_CTCF_BR	40
chr20	49410237	49410387	id-61970	1.17e-05	+	ACATTTAAAGAAAAGTCAGCAGGCAGGGGGCGCTG	V_CTCF_BR	37
chr20	49411287	49411437	id-61971	1.39e-05	-	TCAGTGCTTTGCAAACTCGCTTGCAGATGGCAGTC	V_CTCF_BR	40
chr20	49435026	49435176	id-61972	6.39e-08	+	CAGAGGAGCCAGGAGTGGACCACAAGGTGGCACTC	V_CTCF_BR	39
chr20	49453034	49453184	id-61973	2.96e-05	-	CACTCTAGTCACCCCAGGACCCCCGGCTGGCAGGG	V_CTCF_BR	0
chr20	49472189	49472339	id-61974	6.05e-06	-	AAAAGCGTCCCTGGGGGGCCCTCCTGTGGGCGCAC	V_CTCF_BR	3
chr20	49545217	49545367	id-61975	1	+	NA	NONE	27
chr20	49546007	49546157	id-61976	4.88e-05	-	ATTCTCTGCACTGGGTAAGGCTGCAGAGGGGGGAA	UpstreamP1_CTCF	40
chr20	49547630	49547780	id-61977	5.68e-06	+	CGCTCCTCAGCAGCGGGGACCGAGAGAGGGAGCTG	V_CTCF_BR	19
chr20	49548155	49548305	id-61978	5.01e-06	+	AGGCGGATTTGCCATTGACCCACTAGGAGGCGCCG	V_CTCF_BR	40
chr20	49549979	49550129	id-61979	1	+	NA	NONE	13
chr20	49586696	49586846	id-61980	1.54e-05	-	CTGCACTCCAGCATGGGCAACAGAGGGAGACAGTG	UpstreamP1_CTCF	0
chr20	49598108	49598258	id-61981	4.23e-08	+	GGACAGCTACTGTCCATTACCAGGAGGGGGCGCCA	V_CTCF_BR	40
chr20	49604365	49604515	id-61982	1.3e-09	+	GTTGTAGTTCTTGAAAGGACCAGTAGGTGGAGGTG	Upstream_CTCF	40
chr20	49609643	49609793	id-61983	5.61e-08	+	AGTGCAGTGTTAAGTTTTCTCAGTAGAGGGCGCTA	Upstream_CTCF	40
chr20	49631771	49631921	id-61984	5.63e-06	+	GTGCCATTTACCGAGGCGACGGATAGGTGGCGCTA	UpstreamP1_CTCF	40
chr20	49639819	49639969	id-61985	1	+	NA	NONE	10
chr20	49659319	49659469	id-61986	4.14e-05	-	TGGTCCTGACCACCACTCACCACAAGGGGCAATGT	UpstreamP1_CTCF	39
chr20	49662689	49662839	id-61987	4.59e-07	-	CAGCATCTCTGACCTCCACCCACTAGGTGTCAGGA	UpstreamP1_CTCF	10
chr20	49670504	49670654	id-61988	1.93e-05	+	ACAGTTTGTGCAGTTTCTGCCACCAGAGGCATCAC	V_CTCF_BR	5
chr20	49693847	49693997	id-61989	1	+	NA	NONE	10
chr20	49745980	49746130	id-61990	1	+	NA	NONE	1
chr20	49775905	49776055	id-61991	1	+	NA	NONE	2
chr20	49789537	49789687	id-61992	4.51e-05	+	GCAGTTCTGCTCCACAAAGTCTCCAGGTGGCCTGT	Upstream_CTCF	6
chr20	49791207	49791357	id-61993	2.84e-05	+	CTGCAATTACAGACATCCACCACCACACCTGGCTG	UpstreamP1_CTCF	12
chr20	49807561	49807711	id-61994	1.06e-05	+	GCTGTGGGTGCTGAGCAGAGCGGCAGATGGGGCCG	Upstream_CTCF	7
chr20	49836854	49837004	id-61995	1.55e-07	+	AGCGCCATGCTCCATCCGTCCTGCAGGTGGCGCGC	Upstream_CTCF	40
chr20	49891713	49891863	id-61996	9.62e-05	+	GTGCCAGGTACACCATTCACCACCAGGGACACAGA	UpstreamP1_CTCF	3
chr20	49923420	49923570	id-61997	1.08e-08	-	CCGGGCTGCCCTAGAGTGGCCACAAGAGGGAGCAG	V_CTCF_BR	40
chr20	49929796	49929946	id-61998	3.16e-05	+	ATGGCTGTTCACAGGCCCTCCAGGAAAGGGAGCTC	Upstream_CTCF	11
chr20	49930256	49930406	id-61999	1.55e-07	-	CTGCATCCCTGGGCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	16
chr20	49934871	49935021	id-62000	2.19e-08	-	TGGCTGGGGCCGCTGTTCTCCTCCAGGGGGCGCTG	V_CTCF_BR	39
chr20	49942893	49943043	id-62001	6.39e-08	-	AAGCCATCAGGTCTCATGGCCACCAGGGGTCACTG	V_CTCF_BR	40
chr20	49951901	49952051	id-62002	1	+	NA	NONE	18
chr20	49988926	49989076	id-62003	3.09e-07	+	TGGGGCTTGGGGATCCGTACCTCTAGAGGGCAGTG	V_CTCF_BR	40
chr20	49994817	49994967	id-62004	6.82e-05	+	GAGTCCATTTGATTCGCTGACAAGGGAGGGCGCTG	V_CTCF_BR	31
chr20	49998216	49998366	id-62005	1.63e-05	-	CATGCGATGTCCTGTGCCACCAGGGGATGCTGCAG	Upstream_CTCF	17
chr20	50002602	50002752	id-62006	5.96e-07	+	GGGAGCCAGCTAGTCCCAGCCACCAGAGGGAGACT	V_CTCF_BR	40
chr20	50020137	50020287	id-62007	3.65e-07	+	AGTGGCCTAAGAAGAAGGGCCACCAGAGGTCAGTC	V_CTCF_BR	13
chr20	50028491	50028641	id-62008	1	+	NA	NONE	15
chr20	50042121	50042271	id-62009	8.02e-05	-	TCAGCAGTTCAGGGATCTTTCACTAGGGCCCCTCA	Upstream_CTCF	5
chr20	50063865	50064015	id-62010	1	+	NA	NONE	18
chr20	50068162	50068312	id-62011	8.97e-05	-	AATGTAATGGCAGGCTCATCTGACAGGAGGCAGCG	Upstream_CTCF	6
chr20	50073846	50073996	id-62012	5.74e-05	+	TTGCAGCCAGGAGGCCTGGGGACTGGAAGGGGCTG	UpstreamP1_CTCF	6
chr20	50152767	50152917	id-62013	2.01e-05	-	TCAGCACTATATCTCACAGCCAGGATGTGGCCCTG	Upstream_CTCF	2
chr20	50157725	50157875	id-62014	6.49e-06	+	CAGCACAAGCCCTTCCTACACACTAGATGGAGGCA	UpstreamP1_CTCF	12
chr20	50158658	50158808	id-62015	1.41e-06	-	GCGTCAGTGGCCCCTGCCACCCTTAGGGGGCGGTC	Upstream_CTCF	23
chr20	50158948	50159098	id-62016	8.21e-05	-	CCCTGCGCGCCATGAACGCCCCCGAGCGGCAGCCC	V_CTCF_BR	0
chr20	50178927	50179077	id-62017	2.31e-07	-	CGGGCAGCACTTTCAGCTCCCGGCAGAGGTCGGTG	Upstream_CTCF	28
chr20	50180659	50180809	id-62018	2.81e-06	-	GCAGCATTACTTAGACTGTCCTGCTGGAGGCCACC	Upstream_CTCF	27
chr20	50194521	50194671	id-62019	1	+	NA	NONE	15
chr20	50211647	50211797	id-62020	1.03e-06	-	GGACACTCCTCCGCCGGAGCCGCTAGGGGGAACTT	V_CTCF_BR	40
chr20	50216594	50216744	id-62021	1.82e-06	+	CTGTAGCTTGGGCGTCCTCCCACCAGGGGTTCCTT	UpstreamP1_CTCF	7
chr20	50232748	50232898	id-62022	4.7e-06	-	AAGTATAGGAGTGCCAAGGCCCGGAGGGGGCAGCA	V_CTCF_BR	35
chr20	50235640	50235790	id-62023	3.09e-07	+	GGGTCCCTCCCCTCCCCTGCCACCAGAGGCAGCAC	V_CTCF_BR	16
chr20	50240888	50241038	id-62024	7.07e-08	-	GGAGTTGAATCTGGAGGGGCCAGCAGAGGGCGCGT	V_CTCF_BR	40
chr20	50254101	50254251	id-62025	7.11e-06	+	GCTGAAAATTCTCCGCCAGCAGGCAGGGGGCAGGG	Upstream_CTCF	1
chr20	50255889	50256039	id-62026	1.9e-06	+	GGTGAAGTTCAGGATCTGGTCGCCAGGGGTCCTCA	Upstream_CTCF	40
chr20	50260574	50260724	id-62027	1	+	NA	NONE	7
chr20	50270709	50270859	id-62028	6.64e-05	+	TGAGCTATTCCACAAACACCCTGCAGGCTGGAAGG	Upstream_CTCF	2
chr20	50277434	50277584	id-62029	1	+	NA	NONE	5
chr20	50294997	50295147	id-62030	2.43e-06	+	TTCCCTTCCAAGGAGGCTCCCGGCAGATGGCAGGC	V_CTCF_BR	22
chr20	50317402	50317552	id-62031	2.62e-07	+	CTGAACCACTCTTCTTGCTCCACTAGGGGGCAAAA	UpstreamP1_CTCF	40
chr20	50329092	50329242	id-62032	7.78e-06	+	TTTGCAGCCTCTCATTTGAACAGCAGAGGCGCCCT	Upstream_CTCF	40
chr20	50380769	50380919	id-62033	1	+	NA	NONE	12
chr20	50384165	50384315	id-62034	2.62e-07	+	GGGTAGTGTCACCAAGCGGCCAGTAGGAGACCCTC	UpstreamP1_CTCF	37
chr20	50385513	50385663	id-62035	1.32e-05	-	GGTGCATGGATGATGGTGACCAACAGGAGGGTGAG	Upstream_CTCF	16
chr20	50416797	50416947	id-62036	1.61e-09	+	GGCTAGGCTTCAAGCTGGGCCTCCAGGGGGCGCCC	V_CTCF_BR	40
chr20	50418010	50418160	id-62037	1	+	NA	NONE	32
chr20	50426814	50426964	id-62038	1	+	NA	NONE	26
chr20	50516357	50516507	id-62039	1	+	NA	NONE	4
chr20	50582983	50583133	id-62040	6.82e-05	-	AAACCCTGGCAAATGGCTACCATAAGGGGGCAGTA	V_CTCF_BR	40
chr20	50601818	50601968	id-62041	1	+	NA	NONE	11
chr20	50618804	50618954	id-62042	1	+	NA	NONE	35
chr20	50677770	50677920	id-62043	1	+	NA	NONE	38
chr20	50700310	50700460	id-62044	1.83e-05	-	AAAACGAAATGCAGTTTGATCTGGAGGTGGCGCCA	V_CTCF_BR	40
chr20	50722223	50722373	id-62045	1.29e-05	+	CTCCTGTATTTCTAACGAGCTCCCAGGTGGCGCTG	UpstreamP1_CTCF	35
chr20	50730490	50730640	id-62046	1.39e-05	+	AACCAGGGAGACAGCGTCCCCAGGGGAGGGAGGAG	V_CTCF_BR	2
chr20	50745143	50745293	id-62047	7.49e-07	+	GTTGAGTTGCTGCACTCCACCACTGGAGGGCAGCA	UpstreamP1_CTCF	40
chr20	50767307	50767457	id-62048	3.11e-05	-	ACATTGAAATGCTGTTTGATCAGTAGGTGGTGCCA	V_CTCF_BR	39
chr20	50768726	50768876	id-62049	5.74e-05	-	CAGTGGTGAGCGATGGAGGCCAGAACATCGCAGTG	UpstreamP1_CTCF	0
chr20	50771619	50771769	id-62050	5.7e-05	-	ACTGTAGTTACTAGAGCTGCCGCTAGGTCTGATTC	Upstream_CTCF	0
chr20	50807873	50808023	id-62051	9.81e-06	-	GGGACCGCGGCGGGCGCGCTGTGCAGGGGGCGCCG	V_CTCF_BR	3
chr20	50808255	50808405	id-62052	1	+	NA	NONE	40
chr20	50808910	50809060	id-62053	8.59e-05	-	AGAGTGTGGACGCCGACCAACACTAGGGGCATCAC	V_CTCF_BR	39
chr20	50819453	50819603	id-62054	1	+	NA	NONE	8
chr20	50836109	50836259	id-62055	1	+	NA	NONE	30
chr20	50859286	50859436	id-62056	2.31e-06	+	TTTGTATAAACAATATATTCCACTAGAGGGCGCTA	Upstream_CTCF	35
chr20	50928798	50928948	id-62057	7.84e-05	+	AAATTGTGAGCACATGTCACCATTAGAGGGCAGTG	V_CTCF_BR	40
chr20	50930002	50930152	id-62058	6.8e-06	+	GAGCTCTTCTGCCGGAATTTCTCTAGAGGGCAGTA	UpstreamP1_CTCF	39
chr20	50959554	50959704	id-62059	1.04e-05	+	CCCAGAACGGGGATGTGATACTGAAGGGGGCGCAG	V_CTCF_BR	3
chr20	50988732	50988882	id-62060	1	+	NA	NONE	2
chr20	50996379	50996529	id-62061	4.38e-08	-	CTTGTCATGCCTCAGCCTGCCACGAGGTGGCGATA	Upstream_CTCF	40
chr20	51041906	51042056	id-62062	7.84e-05	-	CAGGGAAAGTAAGCACAAACCTGCAGGAGGCGTCC	V_CTCF_BR	9
chr20	51049361	51049511	id-62063	1	+	NA	NONE	1
chr20	51054964	51055114	id-62064	1.64e-05	-	AGCAGCATGCCGGCGTCTACCACTAGATGCCAATA	V_CTCF_BR	8
chr20	51098413	51098563	id-62065	1	+	NA	NONE	2
chr20	51156544	51156694	id-62066	1	+	NA	NONE	10
chr20	51320132	51320282	id-62067	4.68e-05	-	ATGCGTTTGCGTCTCTTGTCCACTGGGAGAATGCA	UpstreamP1_CTCF	1
chr20	51364380	51364530	id-62068	8.58e-06	+	CTGTCTTACTACTTTGCTGCCTCTAGGGTGCAGCT	UpstreamP1_CTCF	30
chr20	51377451	51377601	id-62069	1.43e-05	+	GCTGCTGTTTCTGGTGCTTCCACCCAGTGTCACTG	Upstream_CTCF	7
chr20	51400446	51400596	id-62070	2.6e-07	+	TAAGTTACCTGACTGCCCACCTCAAGGGGGCGCCA	V_CTCF_BR	32
chr20	51415792	51415942	id-62071	6.8e-06	-	TCTGGAATATGATTCCCAAACACCAGATGGAGTAA	Upstream_CTCF	7
chr20	51418235	51418385	id-62072	1.11e-05	+	ACTGGGTTGCCAATTCCTGCCACAGGAGGCCCGAG	Upstream_CTCF	2
chr20	51429128	51429278	id-62073	3.86e-05	-	GTAACAGCACCCCAGCTCTCCTCTAGGGGGCCTTT	Upstream_CTCF	17
chr20	51460057	51460207	id-62074	4.43e-05	-	ACTTGCTGATGGGTAATGTACAGGAGGGGGCGTGG	V_CTCF_BR	2
chr20	51539641	51539791	id-62075	1	+	NA	NONE	2
chr20	51554500	51554650	id-62076	7.49e-05	+	GGAGGAGAAGTGCTACTGGCATCTAGCGGGTAGAG	V_CTCF_BR	21
chr20	51575682	51575832	id-62077	1.83e-05	-	TTATGACTTCCTGTGTCCGCCAGCAGATGTCATTA	V_CTCF_BR	20
chr20	51637504	51637654	id-62078	1	+	NA	NONE	13
chr20	51646697	51646847	id-62079	1.84e-05	-	CATCTTCAGCAAAAATCAACCACCAGGTGGGAGGG	UpstreamP1_CTCF	5
chr20	51740942	51741092	id-62080	1	+	NA	NONE	5
chr20	51774701	51774851	id-62081	5.77e-08	+	AAGGCAAAAGTGGAAGAGGCCACCAGGGGGCAGAC	V_CTCF_BR	40
chr20	51778978	51779128	id-62082	1	+	NA	NONE	33
chr20	51792803	51792953	id-62083	8.81e-07	+	AGTTGCTGAACACCTGTAGCCAGCAGGTGTCAGAG	V_CTCF_BR	2
chr20	51803332	51803482	id-62084	2.15e-05	+	TAAACATGAAAGCTTGTCTCCTCTTGGGGGCAGTG	V_CTCF_BR	13
chr20	51811578	51811728	id-62085	7.11e-06	-	CCTGCATGACTGGAATCAGCCAGAAGGGGAGATCT	Upstream_CTCF	7
chr20	51812915	51813065	id-62086	1	+	NA	NONE	13
chr20	51818286	51818436	id-62087	3.16e-06	+	CAGCATCCCTGGCCTTGACCCACTAGATGTCAGTA	UpstreamP1_CTCF	12
chr20	51824739	51824889	id-62088	1	+	NA	NONE	24
chr20	51833735	51833885	id-62089	3.11e-10	-	CCAGAAGTGGGGCGTCCGACCAGCAGAGGGCGCTG	V_CTCF_BR	40
chr20	51835064	51835214	id-62090	1.61e-05	+	ATGTTGTTGCCACCTCTTTCCAGCAGGGCATTCAC	UpstreamP1_CTCF	7
chr20	51846886	51847036	id-62091	3.18e-06	+	ATTCACATCAACAAAGCAGCCACCAGGTGGTGGCT	V_CTCF_BR	14
chr20	51908203	51908353	id-62092	6.98e-07	-	CTGGGTGAAAGCCATCTGCCCTGCAGAGGGAGCTG	V_CTCF_BR	32
chr20	51938433	51938583	id-62093	1	+	NA	NONE	5
chr20	51947936	51948086	id-62094	1.04e-05	+	AGGGGGAACCAAAATCCTGATACCAGGTGGCACCG	V_CTCF_BR	4
chr20	51953553	51953703	id-62095	1.47e-05	-	TTCCACCTTGCTGGCCAGCCCTGCAGGTGTCAGCC	V_CTCF_BR	11
chr20	51998608	51998758	id-62096	9.88e-07	-	TTTGAAGTTTGACCTCCTACCCCTAGGTGGGGCTA	Upstream_CTCF	23
chr20	52029778	52029928	id-62097	7.55e-07	+	CACTTTGCTGCAGATGTCTCCGCCAGTGGGCGCTG	V_CTCF_BR	29
chr20	52096253	52096403	id-62098	8.71e-06	-	CCTCATCCCTGGCTTCTACCCACTAGATGCCAGCA	V_CTCF_BR	1
chr20	52110242	52110392	id-62099	1.08e-05	-	CTGTGATGAATCTGTTTGGCCACAGGGTGGTATAA	UpstreamP1_CTCF	17
chr20	52164406	52164556	id-62100	1.21e-05	-	CTGGTATTGCAGCTTCTGTCCACACGAGGGAAGTA	Upstream_CTCF	40
chr20	52195411	52195561	id-62101	1.04e-07	+	GTTAGGATTAAACAACTGACCACTAGAGGGCAGCA	V_CTCF_BR	40
chr20	52196435	52196585	id-62102	1	+	NA	NONE	26
chr20	52197341	52197491	id-62103	1	+	NA	NONE	26
chr20	52210016	52210166	id-62104	2.01e-05	-	CCTGCGCTTCCGCCCGCGGGAAGGTGCGGGCGATC	Upstream_CTCF	24
chr20	52210634	52210784	id-62105	3.65e-07	-	TGCACTGTCCCCGCGCGGACGAGTAGGGGGCGCCC	V_CTCF_BR	29
chr20	52239957	52240107	id-62106	1	+	NA	NONE	27
chr20	52258835	52258985	id-62107	1	+	NA	NONE	5
chr20	52259417	52259567	id-62108	2.81e-06	-	TTTGTAATGTCACTAGGGACAGGGAGGGGGAGGAG	Upstream_CTCF	10
chr20	52259850	52260000	id-62109	7.44e-06	+	GCTGCATTACCTGCGTGCAGCAGCAATGGGAGGCA	Upstream_CTCF	10
chr20	52294328	52294478	id-62110	3.73e-06	-	GTGGCAAAAGAGAGGCCGGCCACCAGGCGGGGGCC	Upstream_CTCF	11
chr20	52295427	52295577	id-62111	1	+	NA	NONE	19
chr20	52329994	52330144	id-62112	4.68e-05	+	CAGCAGGGGACAATGATGACCATGACAGGGGACCA	UpstreamP1_CTCF	5
chr20	52372706	52372856	id-62113	1	+	NA	NONE	13
chr20	52380822	52380972	id-62114	1	+	NA	NONE	8
chr20	52401983	52402133	id-62115	6.64e-05	-	GTGGGAAGATGGCTTAAGCCCAGTAGGTGGAGATT	Upstream_CTCF	5
chr20	52403543	52403693	id-62116	3.48e-06	+	CAGTATCCCTGGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	10
chr20	52445386	52445536	id-62117	1.31e-05	-	ATTCTGACTCCAAAGCTGAGCTGTAGATGGCAGTG	V_CTCF_BR	30
chr20	52486443	52486593	id-62118	5.34e-06	-	GCCTACTCTAAGGTGCCCACCAGTAGGAGGAGCAC	V_CTCF_BR	40
chr20	52530889	52531039	id-62119	6.75e-05	+	CTGCCCTGAGCACACTGGGATGCCTGGTGGTGGTG	UpstreamP1_CTCF	13
chr20	52531685	52531835	id-62120	4.44e-06	-	CAGTAATCTTCCCCCTCCTACTGAAGGGGGCGGAA	UpstreamP1_CTCF	28
chr20	52532398	52532548	id-62121	3.41e-07	-	CCTCCCCTTCCCGTCTTGCCCAGCAGAGGGCGTCT	Upstream_CTCF	40
chr20	52556546	52556696	id-62122	5.01e-06	-	TGCTTTTGTCAAAATGCAGCCACGTGGGGGAGCTG	V_CTCF_BR	40
chr20	52560384	52560534	id-62123	5.55e-07	-	GTTGCACGGTTATTTTGCAACACAAGGGGGCGGCA	Upstream_CTCF	40
chr20	52574420	52574570	id-62124	8.33e-05	-	CCTGTCACTGGTGTTGCTGGCTATAGGGGGTGCTA	Upstream_CTCF	33
chr20	52576723	52576873	id-62125	1	+	NA	NONE	3
chr20	52592419	52592569	id-62126	4.7e-06	+	GACCATAGCACAGGGGCCAGCAGCAGGGGCCGCTG	V_CTCF_BR	2
chr20	52601273	52601423	id-62127	1	+	NA	NONE	3
chr20	52660322	52660472	id-62128	2.34e-06	+	GGGCACTGCTATTGCACCCACACAAGGAGGCAGGC	UpstreamP1_CTCF	14
chr20	52673656	52673806	id-62129	8.71e-06	-	AAAGACAACAGAATTGTGTCCACATGAGGGCAGTG	V_CTCF_BR	11
chr20	52679402	52679552	id-62130	2.12e-06	-	CTGCTAATATTGACATCAGCCAATAGATGGCAGTA	UpstreamP1_CTCF	39
chr20	52713377	52713527	id-62131	4.66e-08	+	TATGTACTTCTTGAAGTAACCAGCAGGTGGTGAAG	Upstream_CTCF	40
chr20	52720076	52720226	id-62132	4.3e-08	+	CTCCAGGGACAGCTTTCCACCCCTAGGGGGCGCCC	UpstreamP1_CTCF	39
chr20	52771910	52772060	id-62133	1	+	NA	NONE	11
chr20	52811247	52811397	id-62134	2.01e-05	-	CCTGCAAAGTCCGTCCTGTCATCTAGGTGTCACTT	Upstream_CTCF	36
chr20	52814650	52814800	id-62135	7.27e-06	-	TCGAGCAACACTCCTTTCTTCAGCAGATGGCACTG	V_CTCF_BR	38
chr20	52816292	52816442	id-62136	5.61e-08	-	GCAGCAATTTGGTTTGGCGCCTGCAGAGGGCACCC	Upstream_CTCF	40
chr20	52818078	52818228	id-62137	7.84e-05	-	AGGGGCTCCAGAGACAGAAGGGCTAGGGGGCACTG	V_CTCF_BR	6
chr20	52824282	52824432	id-62138	7.42e-09	-	CGAACGGCTCCGGCCGCGGGCAGCAGGGGGCGCGC	V_CTCF_BR	39
chr20	52826067	52826217	id-62139	1	+	NA	NONE	23
chr20	52836480	52836630	id-62140	1.59e-06	+	ACCTAAATGTATTAACTTTCCAGCAGATGGCACTG	V_CTCF_BR	39
chr20	52936709	52936859	id-62141	7.12e-06	-	GAGTAGTAGCTATATCCATTCTCCAGGAGGCAGCA	UpstreamP1_CTCF	11
chr20	53073619	53073769	id-62142	9.4e-06	+	TTTTATCACTGGCCTCTATCCACTAGAGGCCAGTA	UpstreamP1_CTCF	17
chr20	53096282	53096432	id-62143	4.5e-06	+	AGAGTCCTCTCCATCTTAGCCACTAGAGGTCCCAG	Upstream_CTCF	36
chr20	53149784	53149934	id-62144	1	+	NA	NONE	4
chr20	53263483	53263633	id-62145	7.55e-07	-	ATGATAATTCCCAAATCAACCAGCAGGGGGCTCTC	V_CTCF_BR	40
chr20	53266096	53266246	id-62146	3.33e-09	+	TGCTTGCGGTAACCGTTGGCCAGCAGGTGGCAGTA	V_CTCF_BR	40
chr20	53274121	53274271	id-62147	6.05e-06	-	GAGAGCTTGGCCAAACTGCCCTGCAGAGGGCATAC	V_CTCF_BR	9
chr20	53285202	53285352	id-62148	2.2e-07	+	CAGCATCTTTGGACTTCACCCACTAGATGGCAGTA	UpstreamP1_CTCF	40
chr20	53297494	53297644	id-62149	1.85e-07	+	TTGCTGGTGAAGACATTTCCCGCCAGGTGGCGATG	UpstreamP1_CTCF	40
chr20	53343322	53343472	id-62150	1.03e-06	-	TGATCATATTGGTAAAGGGACAGCAGGGGGCACGC	V_CTCF_BR	11
chr20	53555308	53555458	id-62151	8.79e-07	+	CAGCATCCCTGGCCTCTATCCACTAGATGCCAGTA	UpstreamP1_CTCF	6
chr20	53559426	53559576	id-62152	2.2e-07	+	CTGTTCCTCTTCCCTCCCACCACCAGGTGGGTCAA	UpstreamP1_CTCF	6
chr20	53597010	53597160	id-62153	5.34e-06	+	TTGAAAAAGATATCTCTGGCCACTAGATGGAGATA	V_CTCF_BR	30
chr20	53620760	53620910	id-62154	5.65e-05	+	GATTGTGGTCATTTTTAGCCCAGTGGAGGGAGCTG	V_CTCF_BR	8
chr20	53653248	53653398	id-62155	2.46e-06	+	TGGCATTAGTAAACTCCTGGCACCAGGGGGAGTGC	UpstreamP1_CTCF	3
chr20	53674459	53674609	id-62156	7.49e-07	+	CTGCATCGCCCAGCTCTCTCCACATGGTGGCTTCC	UpstreamP1_CTCF	25
chr20	53886473	53886623	id-62157	1.64e-05	-	TTAGACAGGATGTGGTTGACCTCCTGGTGGTGGTG	V_CTCF_BR	3
chr20	53971432	53971582	id-62158	5.08e-05	-	CCTGCTTGGCAGTGTTTGAACACTTGGTGTCATTA	Upstream_CTCF	1
chr20	54032202	54032352	id-62159	1.64e-05	+	AAAGATAAACTTAAACTCACCACCAGATGTCTCCA	V_CTCF_BR	23
chr20	54207818	54207968	id-62160	8.08e-08	-	GCTGCCGCATTCCCTGGTGCCAGCAGGGGAAGCTG	Upstream_CTCF	6
chr20	54217298	54217448	id-62161	1.85e-05	-	CTTGCCTTTCCAGCTTCTAAAGGCAGATGGCGTTC	Upstream_CTCF	12
chr20	54243153	54243303	id-62162	1	+	NA	NONE	2
chr20	54742246	54742396	id-62163	5.28e-05	+	AAAGCCATTAGCGGTGGTGCCAGGTGGTGGGGCTC	Upstream_CTCF	1
chr20	54746253	54746403	id-62164	2.2e-07	-	GTGCAGATGGTTTTAGGTTCCACCAGAGGGCACAG	UpstreamP1_CTCF	25
chr20	54756771	54756921	id-62165	6.39e-05	-	AGCTTTGTTCCCATTGCTCGCACTGGGTGTCAGTG	Upstream_CTCF	13
chr20	54763001	54763151	id-62166	7.07e-08	+	AGTCAGAGAAGTGACTGGGCCAGAAGGTGGCACCA	V_CTCF_BR	26
chr20	54775639	54775789	id-62167	8.02e-08	-	CTGCAGTTGCTTTTAGCTGCCACATGGTGTCACTG	UpstreamP1_CTCF	37
chr20	54777680	54777830	id-62168	3.18e-06	+	ATCACACTGTCTCCCAGGTCCACTAGATGGCAACA	V_CTCF_BR	38
chr20	54780479	54780629	id-62169	8.9e-05	-	CATCTGTGCAGCATTCCTTCCGCCAGAGTACAGGG	UpstreamP1_CTCF	3
chr20	54823128	54823278	id-62170	3.83e-09	+	CAAGCAGACAGCCGTGCGGCCTGCAGAGGGCACTA	V_CTCF_BR	40
chr20	54824500	54824650	id-62171	1.3e-07	-	TTGCTGTGGGGCCACCCCGTCGGCAGGTGGCAGTG	UpstreamP1_CTCF	39
chr20	54919033	54919183	id-62172	1.08e-08	-	TTGCACCAGGCGGCCTCGCCCACGAGGTGGCGCCG	UpstreamP1_CTCF	40
chr20	54935170	54935320	id-62173	1.84e-05	+	CTTCCTTGCCTTCTCCAGTCCGACAGGTGGCACAC	UpstreamP1_CTCF	6
chr20	54941069	54941219	id-62174	1	+	NA	NONE	10
chr20	54975194	54975344	id-62175	6.46e-07	+	AGAGTCAGTGACATCTGACCCACTAGGGGGCAGCA	V_CTCF_BR	40
chr20	54986983	54987133	id-62176	1	+	NA	NONE	4
chr20	54997620	54997770	id-62177	1	+	NA	NONE	24
chr20	55015147	55015297	id-62178	4.21e-05	+	GCACAGGCACTCGCTACAAACACCAGGAGGAAGCT	V_CTCF_BR	8
chr20	55026767	55026917	id-62179	1	+	NA	NONE	2
chr20	55059375	55059525	id-62180	3.4e-06	+	CCTGCCAGTCCAGGTCAGACCACACGAGGGCTGTT	Upstream_CTCF	7
chr20	55079554	55079704	id-62181	7.11e-06	-	CATGCTATGGCGCAGACTCACCCTTGGGGGCGACA	Upstream_CTCF	40
chr20	55091196	55091346	id-62182	1.11e-05	-	ATGTCAATTTCCTAAGCATCCAAAAGGTGGCACTA	Upstream_CTCF	37
chr20	55125782	55125932	id-62183	4.31e-09	+	TTGCAGTTACTAGAGAGAGCCACTAGATGGCAGAT	UpstreamP1_CTCF	40
chr20	55130187	55130337	id-62184	5.17e-06	-	CATGCAGTGACATTCCTGTCCACGGGGAGCTAACA	Upstream_CTCF	29
chr20	55143547	55143697	id-62185	1	+	NA	NONE	2
chr20	55152674	55152824	id-62186	4.3e-08	-	GTGCAGTCCTTAGGTTTGGCCACATGATGGCAAGC	UpstreamP1_CTCF	40
chr20	55201700	55201850	id-62187	3.29e-05	+	GGAGTAAGTGAGTTTAGGCTCCCTAGGGGGCGGTA	Upstream_CTCF	37
chr20	55203577	55203727	id-62188	1.24e-05	-	CATCTCCCGCGGCTGGCTGAGGCCAGGGGGAACCC	V_CTCF_BR	7
chr20	55205327	55205477	id-62189	6.74e-08	+	CCCGCAGGCCCGGGCGCTTCCGCCAGGAGGCGACA	Upstream_CTCF	38
chr20	55255864	55256014	id-62190	1.19e-06	-	TAACAGTTAACAGTGGCTGCCTCCAGGGGGAAGGA	V_CTCF_BR	2
chr20	55258618	55258768	id-62191	1.23e-05	-	CTGCACCTGAGCCAGGGATCCACAGAGAGGCAGCA	UpstreamP1_CTCF	3
chr20	55264591	55264741	id-62192	3.11e-05	+	TGGAGGAGGCAGGAGCCGGCCACTAGCTGGGACAC	V_CTCF_BR	14
chr20	55291998	55292148	id-62193	2.27e-05	-	CTGGCAAAGGTGATACCTGCCTCTTGCTGGCTCCC	V_CTCF_BR	6
chr20	55369169	55369319	id-62194	1.27e-06	+	CAGCACCTCCAGCCTCAACCCGCAAGATGCCAGCA	UpstreamP1_CTCF	1
chr20	55375248	55375398	id-62195	3.81e-05	+	AAATTTATGCACCTCCCAGCAGCAAGGGGGCTCCC	V_CTCF_BR	19
chr20	55393460	55393610	id-62196	1	+	NA	NONE	19
chr20	55418994	55419144	id-62197	3.65e-07	+	GTTCAGAGGTTGCCTCCCACCACCTGGGGGCAGAG	V_CTCF_BR	27
chr20	55447838	55447988	id-62198	1	+	NA	NONE	9
chr20	55520248	55520398	id-62199	4.88e-05	-	GAGGCATGGAGCTCTTTCAGCTCAGGGTGGCAGCC	V_CTCF_BR	21
chr20	55524425	55524575	id-62200	1.03e-07	+	AGTGCTGTGCGGGGCACACCCTCTAGGGGGCAAGC	Upstream_CTCF	9
chr20	55532777	55532927	id-62201	1.46e-07	+	CCTGAACTTCCTCCTGCGGCCTGTCGGTGGGGCCG	Upstream_CTCF	16
chr20	55540035	55540185	id-62202	3e-06	-	CTGAAGGAGCAGACTCTCATCACCAGGTGGCTTTC	UpstreamP1_CTCF	10
chr20	55549557	55549707	id-62203	3.65e-07	-	ACGTGCCTGTCCATTTAAGCCAGAAGGGGGCAGCG	V_CTCF_BR	40
chr20	55552633	55552783	id-62204	2.83e-07	+	CATTCCCATCATCACCCTGCCACTAGTGGGAGCCC	V_CTCF_BR	15
chr20	55559026	55559176	id-62205	4.1e-06	-	AGTTCATTTCCTTGGCTGGCCAGTTGGTGTGGCTG	Upstream_CTCF	7
chr20	55570757	55570907	id-62206	2.89e-09	-	GCAGTGCGGACAGATCCCGCCACCAGGTGGCACAG	V_CTCF_BR	40
chr20	55597527	55597677	id-62207	1.99e-07	-	TAAGAGGCGCTTTAGTTGGACACCAGAGGGAGCCC	V_CTCF_BR	16
chr20	55622442	55622592	id-62208	4.48e-07	-	AGTGAAACACCCGCTGCAGGCAGCAGAGGGTGCAG	Upstream_CTCF	33
chr20	55623433	55623583	id-62209	7.12e-06	-	CTGCCCATTCTCAACTTGGCAGCCAGGGGGTGCTG	UpstreamP1_CTCF	39
chr20	55636472	55636622	id-62210	7.27e-06	-	GAATCTGAGAGCATCATGGCCAGCAGAGGGGGCCG	V_CTCF_BR	37
chr20	55646716	55646866	id-62211	1	+	NA	NONE	3
chr20	55655940	55656090	id-62212	3.88e-07	-	CTTCTATTCCTTGGAGCAGCCAGAAGGTGGGGCTG	UpstreamP1_CTCF	23
chr20	55662341	55662491	id-62213	6.51e-05	-	TCTCAAGCCACCTGGTTGGCAGGTAGGTGGCGTGG	V_CTCF_BR	5
chr20	55664786	55664936	id-62214	4.93e-12	+	CTGGAGGACCCCCCGGCGGCCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr20	55667256	55667406	id-62215	1.97e-06	+	CTGAGAATATGCTGAGCACCCACCAGAGGGCGTCC	V_CTCF_BR	40
chr20	55683890	55684040	id-62216	3.6e-07	-	CCTTCAGTGCTGGGGATGGCCTGCCGGGGGCCTCG	Upstream_CTCF	8
chr20	55689721	55689871	id-62217	2.34e-06	-	GATCACTTTTACCTTCAGGGCAGAAGGTGGCAGTC	UpstreamP1_CTCF	2
chr20	55728447	55728597	id-62218	1	+	NA	NONE	5
chr20	55756066	55756216	id-62219	3.81e-05	+	ATAAGCAGCTAATAGCTTCCCACATGGTGGCAGGG	V_CTCF_BR	7
chr20	55798736	55798886	id-62220	1.08e-05	+	ACGCAACAAGAAGCCTCAACCACAGGGTGGAGACA	UpstreamP1_CTCF	21
chr20	55819078	55819228	id-62221	1.73e-05	-	CGCGTGTGACTCTGGGCATCCTGAAGGTGGAGCAT	V_CTCF_BR	12
chr20	55819686	55819836	id-62222	1	+	NA	NONE	16
chr20	55840755	55840905	id-62223	2.72e-06	+	TGGCTATCTTGCAGGCTGGCCAGAGGGGGGCCCTG	UpstreamP1_CTCF	3
chr20	55845342	55845492	id-62224	1.84e-05	-	GTCCCTGGGCCCCAGCTGGCCTGCAGGGGGCCTAG	UpstreamP1_CTCF	13
chr20	55858119	55858269	id-62225	1	+	NA	NONE	7
chr20	55862564	55862714	id-62226	8.71e-06	+	GGGTGGGGGACAGGTCGAGCCCCCAGCGGCCGGAA	V_CTCF_BR	2
chr20	55866184	55866334	id-62227	1.59e-06	-	GTGTGTCCCGCTCCCTGCACCTGCAGGGGGAGCAT	V_CTCF_BR	18
chr20	55886260	55886410	id-62228	2.27e-06	+	CGTGTCCAGTGTGACATTGCCGGGAGGTGGCAGCT	V_CTCF_BR	4
chr20	55905057	55905207	id-62229	3.63e-06	-	GGGTGCCTCCTCAGCCTCAACACTAGGAGGCAGCC	V_CTCF_BR	31
chr20	55907675	55907825	id-62230	1.72e-06	-	GTTGAACTGCCAAGCTTCCCCTAAAGGTGGCAGAA	Upstream_CTCF	25
chr20	55910604	55910754	id-62231	2.39e-05	-	ATTCAGATATCTGTCTCTTCCACTAGATGGTGAGC	UpstreamP1_CTCF	21
chr20	55921561	55921711	id-62232	1.99e-07	-	AGAGAATAATGAGCGTTTGCCAGCAGAGGGCGACC	V_CTCF_BR	37
chr20	55928586	55928736	id-62233	4.5e-06	+	TTAGTAGGAAAGTGAATGCCCACTAGGTGGAAACC	Upstream_CTCF	7
chr20	55956941	55957091	id-62234	2.19e-10	+	GTGTTGTGCTTAGGTCTGGCCAGCAGATGGCGCGA	UpstreamP1_CTCF	40
chr20	55964255	55964405	id-62235	1.67e-07	-	CCCCGGGGCCTCTGCCTGCCCGGAAGGGGGCGGGA	V_CTCF_BR	7
chr20	55964589	55964739	id-62236	8.81e-07	+	CAGTGGCCGCCTCCCCCGGCCTCTAGGGGGCAAGT	V_CTCF_BR	36
chr20	55973665	55973815	id-62237	1.23e-05	+	CTGCTGAAACAGAAAGCAGCCTTTGGGTGGCGGGG	UpstreamP1_CTCF	2
chr20	55975511	55975661	id-62238	1.38e-06	+	TGGTGTTGCCCAGGCTCCGGCACTAGAGGGAAGCA	V_CTCF_BR	18
chr20	55990511	55990661	id-62239	1.52e-07	-	CCATCACTGGAGCAGGGAGCCAGCAGGAGGCACCC	V_CTCF_BR	4
chr20	55995709	55995859	id-62240	2.72e-05	+	GTTGAGTGTGGGCTGGTGGGCAGCAGGCGGTGCCT	UpstreamP1_CTCF	1
chr20	56001270	56001420	id-62241	2.1e-06	-	TGTGCAGACCTCAGTGTCCCCAGCTGGAGGTGCTG	Upstream_CTCF	6
chr20	56009526	56009676	id-62242	4.85e-07	-	ATGCCGGGGCATCTTGCCACCACATGGGGGCACTG	UpstreamP1_CTCF	31
chr20	56010682	56010832	id-62243	1.03e-06	-	TGGAGGGAGGGGAACCCAAGCTCCAGGTGGCGCTG	V_CTCF_BR	12
chr20	56038942	56039092	id-62244	1	+	NA	NONE	0
chr20	56040087	56040237	id-62245	5.93e-06	-	TCTGTAGTACAGCAAGTCAGCCAGAGGTGGTGCAT	Upstream_CTCF	36
chr20	56041091	56041241	id-62246	1.38e-08	+	ACCGCCCAAAGCCATGCAGCCAGTAGGGGGCAGAA	V_CTCF_BR	34
chr20	56048422	56048572	id-62247	1	+	NA	NONE	4
chr20	56048774	56048924	id-62248	3.97e-07	-	AATTACACACCCTGCCTGGCCCCCAGAGGGAGCTC	V_CTCF_BR	29
chr20	56057317	56057467	id-62249	1	+	NA	NONE	4
chr20	56070388	56070538	id-62250	5.24e-09	-	GATGCAGTGACAATAGTGCCCGCAAGAGGGCAGTC	Upstream_CTCF	40
chr20	56073975	56074125	id-62251	1.15e-06	+	GCAGCGACCCTGGCCTCTACCACTAGATGCCAGTA	Upstream_CTCF	40
chr20	56076932	56077082	id-62252	2.04e-05	-	CTTATCATGACCACAGGCCTCTGCAGGGGGCACTG	V_CTCF_BR	9
chr20	56084814	56084964	id-62253	2.29e-05	-	GTCCTGGAGAGTCAGGCTCCCAGCAGGGAGCGCCA	UpstreamP1_CTCF	40
chr20	56089414	56089564	id-62254	3.73e-09	+	ATGCACTTATGAGATGCAGCCACCAGATGGTGCGA	UpstreamP1_CTCF	40
chr20	56100516	56100666	id-62255	8.16e-07	+	ATGAGGAAGGGAGGAGGGCCCCGCAGGGGGCGCTG	V_CTCF_BR	1
chr20	56101315	56101465	id-62256	3.63e-06	+	GATAAGGGTGGGAGGAGGGCCCGCAGGAGGCACTG	V_CTCF_BR	21
chr20	56101702	56101852	id-62257	6.53e-09	+	GGATAAGGAGGGAGGAGGGCCTGCAGGGGGCGCTG	V_CTCF_BR	30
chr20	56121069	56121219	id-62258	1	+	NA	NONE	6
chr20	56121451	56121601	id-62259	3.4e-06	-	ACAGCGAATCCCTCCTCAACCTGCAGAGGCCACTG	V_CTCF_BR	11
chr20	56141666	56141816	id-62260	3.81e-05	+	TTTTCTGAATTTGCTGAAGCCACTAGTTGGCATCC	V_CTCF_BR	1
chr20	56149048	56149198	id-62261	6.43e-06	-	AGGAGAGGTGCAACGCACACCTCTAGGGGGTGCTG	V_CTCF_BR	32
chr20	56155994	56156144	id-62262	1.08e-05	+	CTGTGCCTCTGCATTCCTGCCAGCAGCGGATGAGA	UpstreamP1_CTCF	2
chr20	56156414	56156564	id-62263	1	+	NA	NONE	7
chr20	56158148	56158298	id-62264	1.97e-06	+	GTCTCACCGCCATCTCTGTCCACTAGATGTCAGCA	V_CTCF_BR	39
chr20	56165981	56166131	id-62265	3e-06	-	CAGTGATGTCCCCTCCACTCCAGCTGGTGGCAGTA	UpstreamP1_CTCF	3
chr20	56169460	56169610	id-62266	6.51e-11	-	GCCACGGCCTCAGCTCTAGCCACCAGGTGGCGCCC	V_CTCF_BR	39
chr20	56172113	56172263	id-62267	5.15e-14	+	GGCGGCCGGCGGCGTGCGGCCAGCAGAGGGCGCTC	V_CTCF_BR	39
chr20	56184952	56185102	id-62268	2.5e-05	+	ATGACTTGGGTGGGTCCCTCCACTAGGGGGACGGA	UpstreamP1_CTCF	25
chr20	56196181	56196331	id-62269	6.64e-05	-	TCTGTAGCACCTGTGAGTCCCCGAGGAGGAAGTAC	Upstream_CTCF	2
chr20	56197652	56197802	id-62270	3e-08	+	GGTGCCACGCCCGAACTGGCCACCAGGTGATGCCG	Upstream_CTCF	40
chr20	56228450	56228600	id-62271	5.17e-06	-	CTTGACGCAGGTCACACAGCCAGCAGGGGGCCCAG	Upstream_CTCF	16
chr20	56229440	56229590	id-62272	4.11e-08	+	GTGGTAATTTCCCATATGGCCACTAGGAGGCTCTG	Upstream_CTCF	40
chr20	56231187	56231337	id-62273	1	+	NA	NONE	1
chr20	56246859	56247009	id-62274	1	+	NA	NONE	31
chr20	56249302	56249452	id-62275	4.23e-06	+	CGGCCATGTGAGGACGCAGCCAGGAGGTGGCCATC	UpstreamP1_CTCF	2
chr20	56256406	56256556	id-62276	1.48e-06	-	GAGAGGTCTCTCGCTGTCACCCGCAGATGGCAGAA	V_CTCF_BR	2
chr20	56268506	56268656	id-62277	1.96e-08	+	GGCCAGCAGACGGTGGCGGCCAGCAGGTGGCAGGT	V_CTCF_BR	26
chr20	56285185	56285335	id-62278	1	+	NA	NONE	13
chr20	56286633	56286783	id-62279	4.66e-08	+	GGGGCAATACCCAGCGTCTACCCCAGATGGCACCC	Upstream_CTCF	18
chr20	56384717	56384867	id-62280	1.9e-06	+	GCTTTGATTTCAGGATGGAGCACCAGAGGGCAATC	Upstream_CTCF	5
chr20	56389060	56389210	id-62281	1.26e-05	-	TCAGAACCACTCTCTGTGGCCAGAGGATGGTGCTT	Upstream_CTCF	0
chr20	56413826	56413976	id-62282	1.73e-05	-	TTAACCGCACAGCCGCAGCTCACCAGATGGCAGAC	V_CTCF_BR	2
chr20	56441323	56441473	id-62283	2.11e-06	-	CAAGAGGGGAGAAAAAGGGACACTAGAGGGAGGTG	V_CTCF_BR	6
chr20	56456705	56456855	id-62284	7.6e-05	+	CTGTCATCCACACCCTCATCTTACAGGTGGCGACA	UpstreamP1_CTCF	4
chr20	56457630	56457780	id-62285	3.97e-07	+	AACTGGGCTGGGACTGGATCCTCCAGAGGGCAGTC	V_CTCF_BR	4
chr20	56477712	56477862	id-62286	1	+	NA	NONE	20
chr20	56513862	56514012	id-62287	8.21e-06	-	CCCTGCATTCTCTCTGCAACCTCCAGGGGTCTGAA	V_CTCF_BR	25
chr20	56522871	56523021	id-62288	7.73e-05	-	TCAAGACTTCTGTTCCCGGCCTCCAGGGAGCATTC	Upstream_CTCF	11
chr20	56573479	56573629	id-62289	5.41e-06	-	CATGGAGTACCCAGCCGGTGCTCAAGGAGACGCTG	Upstream_CTCF	15
chr20	56603308	56603458	id-62290	1.69e-05	-	AGGCAGGGGGCGCCATTGCTCAGAAGAGGGGACAC	UpstreamP1_CTCF	33
chr20	56621911	56622061	id-62291	1	+	NA	NONE	11
chr20	56662424	56662574	id-62292	5.2e-08	-	TTGGAATTCCATGCTCTGGCCACAAGGGGACAGCA	UpstreamP1_CTCF	40
chr20	56687307	56687457	id-62293	3.45e-05	-	TTTCCTGAGACTGAGGAGGACTCCAGGAGGCAGAA	V_CTCF_BR	6
chr20	56691690	56691840	id-62294	4.17e-05	+	CCCGCAATTTACCACCTCACCAACAGGGTTCCAGT	Upstream_CTCF	3
chr20	56706281	56706431	id-62295	1	+	NA	NONE	4
chr20	56708157	56708307	id-62296	1	+	NA	NONE	7
chr20	56730321	56730471	id-62297	1.81e-06	-	AGTGTCCTCCCCATTGCTTCCCCTAGAAGGCGCAT	Upstream_CTCF	16
chr20	56754708	56754858	id-62298	3.25e-14	-	CCTGCAACTCCAGGCGTGGCCAGCAGGGGGCGGCG	Upstream_CTCF	40
chr20	56763704	56763854	id-62299	1	+	NA	NONE	22
chr20	56767759	56767909	id-62300	7.27e-11	+	GCAGCAGTGCCCAGGGACACCAGCAGAGGGCAGTG	Upstream_CTCF	40
chr20	56771322	56771472	id-62301	8.81e-07	+	CCCCGAAGACCTCTTACTGCCTGCAGGGGGTGGAA	V_CTCF_BR	12
chr20	56773514	56773664	id-62302	8.5e-06	-	CCTTCCCTTCTCCACCCCACCACCAGGGTGATCTT	Upstream_CTCF	10
chr20	56785018	56785168	id-62303	3.8e-08	-	GGCCTGCCGGCGTCGGCTCCCGCCAGGTGGCGCTG	V_CTCF_BR	40
chr20	56787839	56787989	id-62304	1	+	NA	NONE	2
chr20	56788300	56788450	id-62305	1.04e-07	-	GCACTGACTGCAGATGCTTCCAGCAGAGGGCACAG	V_CTCF_BR	29
chr20	56794541	56794691	id-62306	7.78e-06	-	CCTGTCATTAGCCCATCCATCTGCAGGAGGCGGTG	Upstream_CTCF	10
chr20	56809065	56809215	id-62307	6.94e-09	+	CCTGTAATGTCCCACTGGTCCAAGAGGGGGCGCTG	Upstream_CTCF	40
chr20	56812236	56812386	id-62308	5.51e-07	+	GCCTACTTCCCGTGCGCCGCCGCTAGAGGTCGCAC	V_CTCF_BR	40
chr20	56814344	56814494	id-62309	8.21e-05	-	GAGCCCTAGCCTTCTCCATTCACGAGCTGGCTGTG	V_CTCF_BR	11
chr20	56821560	56821710	id-62310	3.36e-07	+	TTCCTGCTCATGAGTACCTCCACCAGAGGGCAGGC	V_CTCF_BR	39
chr20	56823105	56823255	id-62311	9.81e-06	+	GGCTGCTGGCACTCACCCATCGGCAGGGGTCGCTG	V_CTCF_BR	22
chr20	56873319	56873469	id-62312	1	+	NA	NONE	4
chr20	56924816	56924966	id-62313	1	+	NA	NONE	24
chr20	56934622	56934772	id-62314	3.4e-06	-	TCGGAGTTTGAAGCCCTTACCGCCAGATGGCAGGT	V_CTCF_BR	18
chr20	56947069	56947219	id-62315	1.48e-06	-	CTTGCTGTCCTTTCAGCACCCACAAGGTGGTTCAC	Upstream_CTCF	2
chr20	56953853	56954003	id-62316	5.67e-06	-	ATTGAATTTCCAACCTCCTTCTGTAGGGGGCAAAC	Upstream_CTCF	30
chr20	57004523	57004673	id-62317	1	+	NA	NONE	12
chr20	57022946	57023096	id-62318	4.58e-08	-	CTTCAATGAAATGCCATCTCCAGCAGGGGGAAGCA	UpstreamP1_CTCF	40
chr20	57024844	57024994	id-62319	5.17e-06	+	GCAGGAGTGCGCCTGGCCTTCTGCAGGTGGAGCTG	Upstream_CTCF	5
chr20	57046442	57046592	id-62320	2.18e-07	+	GCTCCGTCCCTAAGCCCAGACACCAGGGGGAGGAA	V_CTCF_BR	11
chr20	57056652	57056802	id-62321	3.55e-08	+	GAGCTGTTCTTGGGAGCTTCCACAAGGGGGCCCTC	UpstreamP1_CTCF	39
chr20	57074218	57074368	id-62322	8.5e-06	-	GGTGTGGCCAGTAGTGTGGCCACCAGGAGGACACA	Upstream_CTCF	7
chr20	57102334	57102484	id-62323	1	+	NA	NONE	3
chr20	57133703	57133853	id-62324	6.9e-05	-	TGGTTGATGCTTAATTCAGCCACTAGGGAGGGCTG	Upstream_CTCF	10
chr20	57140906	57141056	id-62325	1	+	NA	NONE	1
chr20	57145762	57145912	id-62326	3.65e-05	-	ATGAGGGTTCCATCCACGATCAGCAGACGGCAGTG	UpstreamP1_CTCF	2
chr20	57153377	57153527	id-62327	3.11e-05	+	AGTAACTGCTGCTGAGCCCCCTCAGGAGGGAGGCA	V_CTCF_BR	2
chr20	57197085	57197235	id-62328	7.73e-05	-	TGTGCCCATCTCTAAGTCAGCCCTAGTGGCCAGAG	Upstream_CTCF	38
chr20	57204020	57204170	id-62329	1	+	NA	NONE	18
chr20	57212261	57212411	id-62330	1.74e-07	+	ACTGCGGCATCCTGCCTCCCCACTAGGGGAAGCCC	Upstream_CTCF	34
chr20	57214268	57214418	id-62331	5.86e-07	-	AAGGCAGGGCTTTTGGAGTCCAGCAGAGGGAGAGG	Upstream_CTCF	31
chr20	57222648	57222798	id-62332	1	+	NA	NONE	6
chr20	57225760	57225910	id-62333	1	+	NA	NONE	29
chr20	57226168	57226318	id-62334	1.11e-05	+	CGAGCAAGGCTTGCGAGCGTCGCAGGGGGGCACTC	Upstream_CTCF	34
chr20	57227139	57227289	id-62335	1	+	NA	NONE	30
chr20	57267701	57267851	id-62336	1.3e-09	-	CGTGCAGGGCCCGCCCGGGGCGCGAGGGGGCGCCG	Upstream_CTCF	29
chr20	57268516	57268666	id-62337	6.43e-06	+	CAGGCTTGGTGGCTTCATCCCACCAGGGGGATGCG	V_CTCF_BR	11
chr20	57278412	57278562	id-62338	2.12e-06	-	CAGCCAGTACCAGGTGCAGGCAGTAGGGGGTGCAC	UpstreamP1_CTCF	39
chr20	57292336	57292486	id-62339	1	+	NA	NONE	3
chr20	57340569	57340719	id-62340	1	+	NA	NONE	3
chr20	57397373	57397523	id-62341	3.65e-07	+	GGGGTGTGTGTGCTGCTGGCCGAAAGGGGGCGGCC	V_CTCF_BR	7
chr20	57404603	57404753	id-62342	1.31e-05	-	GTTCCAAGTTGAGGAGTAGCCAGAGGGTGGTGCAG	V_CTCF_BR	12
chr20	57413371	57413521	id-62343	1	+	NA	NONE	5
chr20	57414581	57414731	id-62344	7.07e-08	-	TGGCGCAGACCCTAGTGGGCCGGCAGGTGGCAGGA	V_CTCF_BR	40
chr20	57424132	57424282	id-62345	1.09e-06	-	CAGCATCCCTAGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	4
chr20	57425823	57425973	id-62346	8.34e-07	-	CTGCTGGGGTGGTTGGAAGCCGGTGGGGGGCGGGT	UpstreamP1_CTCF	20
chr20	57427848	57427998	id-62347	1.98e-08	-	CAGTAGCGCTCTCTCTCTGCCACCAGAGGACGCCG	UpstreamP1_CTCF	40
chr20	57437847	57437997	id-62348	3.63e-05	-	TAGTTAGGAGCTAATCAAAACAGAAGGGGGAGCTG	V_CTCF_BR	4
chr20	57439561	57439711	id-62349	2.81e-05	+	GAATTGATATTTCAGGTGACCACTAGATGGTGAGA	V_CTCF_BR	34
chr20	57443872	57444022	id-62350	2.97e-06	+	CAAGGCTACTCAGAACCGGCTGGCAGATGGCGCTC	V_CTCF_BR	30
chr20	57444803	57444953	id-62351	2.55e-06	-	AGTGCTGAGCCTGAGATGGACAGTAGGGGTCCCAT	Upstream_CTCF	18
chr20	57445443	57445593	id-62352	4.31e-07	+	GGGCCATGGGAGCTCCTCCCCACCAGAGGTCAGCA	V_CTCF_BR	40
chr20	57456169	57456319	id-62353	8.59e-05	-	TGGTGTTATTTAACCCACGCCTCTGGGAGGCGCTC	V_CTCF_BR	33
chr20	57467324	57467474	id-62354	1	+	NA	NONE	23
chr20	57517802	57517952	id-62355	1	+	NA	NONE	6
chr20	57525765	57525915	id-62356	1.47e-05	+	TCAACTCTAGCCATGCAATACAGAAGAGGGCGCCA	V_CTCF_BR	22
chr20	57538262	57538412	id-62357	1	+	NA	NONE	23
chr20	57572330	57572480	id-62358	1	+	NA	NONE	8
chr20	57573772	57573922	id-62359	1	+	NA	NONE	2
chr20	57585639	57585789	id-62360	1	+	NA	NONE	3
chr20	57607936	57608086	id-62361	5.92e-05	-	CTGGCAGTTCCCTGTGCCTCCAGTGGGTTTTCCTC	Upstream_CTCF	36
chr20	57630450	57630600	id-62362	1.55e-05	+	AGCCTTATGTGGACTTCAGTCAGTAGGGGGTGCAC	V_CTCF_BR	40
chr20	57657141	57657291	id-62363	1	+	NA	NONE	39
chr20	57663002	57663152	id-62364	1.08e-08	+	ATCGCCCCGGTCAGAAGGACCACCAGGGGGCGCCT	V_CTCF_BR	40
chr20	57734299	57734449	id-62365	1	+	NA	NONE	10
chr20	57749273	57749423	id-62366	1	+	NA	NONE	5
chr20	57752012	57752162	id-62367	8.81e-07	+	TGCCCTTGGCACACAACAGCCAGCAGAGGTCACCT	V_CTCF_BR	8
chr20	57758922	57759072	id-62368	1	+	NA	NONE	3
chr20	57782925	57783075	id-62369	1.39e-07	-	AGCACTCAAGTGCCATCTGCCTGTAGGGGGCACTG	V_CTCF_BR	39
chr20	57796224	57796374	id-62370	2.33e-07	+	GTGCAGGTCCATACTTTCCCCAGCAGGGAGCTCGT	UpstreamP1_CTCF	28
chr20	57797665	57797815	id-62371	1.37e-08	-	TCGGCGGTGCCCGCGATGGGCGCTAGGGGGCCCCC	Upstream_CTCF	39
chr20	57798478	57798628	id-62372	6.43e-06	+	ACGAGCCGGCAGCAGCCTCCCAGCAGAGGCAGCGG	V_CTCF_BR	23
chr20	57820150	57820300	id-62373	1.43e-05	-	CCTGAATTTGAATGAGAGGCCGCTTGGTGGTGACC	Upstream_CTCF	0
chr20	57828890	57829040	id-62374	3.4e-06	-	AGTACAGTCACCATGCTCACCAGCAGATGGAGAAA	Upstream_CTCF	9
chr20	57883907	57884057	id-62375	5.08e-05	-	ATTGAGGCTAACAGACCGTCCTGCAGGGGACAGGG	Upstream_CTCF	2
chr20	57960723	57960873	id-62376	4.65e-06	-	AGGCAGGAAGCAGCCTGTCACAGCAGAGGGAGCAG	UpstreamP1_CTCF	8
chr20	57977920	57978070	id-62377	2.15e-05	-	GCAATAAACTATGATTTTTCCACCAGAGGGAGAGA	V_CTCF_BR	7
chr20	57978870	57979020	id-62378	2.05e-09	-	CCGGCAGTTCCGCCCGCGGCCTCGTGGTGGCGCTG	Upstream_CTCF	40
chr20	57987953	57988103	id-62379	1.93e-05	-	GGGTCCCTTCCACAAAGCAGCTCAAGATGGCACTA	V_CTCF_BR	13
chr20	58003594	58003744	id-62380	2.94e-06	+	GTTGTCATAGAACTAAATGCCCACAGGGGGCACTG	Upstream_CTCF	24
chr20	58014412	58014562	id-62381	1.59e-06	+	ATATTTTGGGCTGCCATGCCCGGCAGGTGGAGCCA	V_CTCF_BR	11
chr20	58030916	58031066	id-62382	1	+	NA	NONE	39
chr20	58044750	58044900	id-62383	3.4e-06	-	GCCCTGTCCTCCACAGCGACCACCAGCGGCTGCTG	V_CTCF_BR	2
chr20	58047244	58047394	id-62384	4.44e-06	+	ATGCAACACCACCCCCCGACCGACAGGGAGGGCAG	UpstreamP1_CTCF	6
chr20	58071070	58071220	id-62385	1.38e-09	-	GACAGCTTCTCCCCTGGCGCCACCAGAGGGCGCAC	V_CTCF_BR	40
chr20	58090811	58090961	id-62386	1.05e-08	+	GCCGCAGTCTCTCCAGCCGCCGCCAGAGGGAAACC	Upstream_CTCF	40
chr20	58094593	58094743	id-62387	2.05e-09	-	CCTGCAATTCTTCTGGTAACCACCAGAGGGACAGA	Upstream_CTCF	40
chr20	58100670	58100820	id-62388	2.04e-08	-	GCCGCAGTCTCTCCAGCCGCCGCTAGAGGGAAACC	Upstream_CTCF	40
chr20	58101970	58102120	id-62389	2.38e-07	-	GGTGTCTGTTTTCTAGCAGCCACAAGGGGGAAGCC	V_CTCF_BR	39
chr20	58103020	58103170	id-62390	2.68e-05	+	ACTGAGCTAACACAAGCCACCTACAGGTGGCTAAA	Upstream_CTCF	9
chr20	58106506	58106656	id-62391	2.86e-06	+	GGTCAGTTTTAACAATTCGCCTCCAGTGGGCGATG	UpstreamP1_CTCF	6
chr20	58135756	58135906	id-62392	6.74e-08	+	GTTGAAACACTTGGGGTGGCCACTAGAGGGAGGCT	Upstream_CTCF	38
chr20	58146701	58146851	id-62393	4.24e-09	+	CCTGCACCCGTCCTAGTGGCCACTAGAGGGCGTCT	Upstream_CTCF	40
chr20	58151348	58151498	id-62394	2.72e-06	-	CGGTGGTAACAGTCGGCAGCCAGCACGTGGTGGCA	UpstreamP1_CTCF	2
chr20	58153100	58153250	id-62395	3.65e-07	-	TCCAGGGTCAGGTGTCTGCCCAGCAGGGGGCGAGG	V_CTCF_BR	8
chr20	58173810	58173960	id-62396	4.28e-10	+	GTGTTGTTTTTCCAGGTGACCAGCAGAGGGCGCGG	UpstreamP1_CTCF	40
chr20	58196033	58196183	id-62397	1	+	NA	NONE	4
chr20	58220918	58221068	id-62398	1.74e-08	-	GGCTGTGTGATGATAGTGACCAGCAGAGGGCAGAG	V_CTCF_BR	20
chr20	58236873	58237023	id-62399	2.6e-07	-	GCCGCAGCAAGCAGCCCTGCCACTAGCGGTCACCC	V_CTCF_BR	1
chr20	58280706	58280856	id-62400	7.84e-05	-	AACAGACAAGCCTTCTCCACAGACAGAGGGCAGCA	V_CTCF_BR	10
chr20	58319233	58319383	id-62401	9.55e-09	+	CTCACCCAGGGTCACACAGCCAGCAGGTGGCGGGG	V_CTCF_BR	18
chr20	58326257	58326407	id-62402	2.46e-08	-	GGCTCATGAGCCTGGCCGGCCACAGGAGGGCGCCC	V_CTCF_BR	39
chr20	58328970	58329120	id-62403	5.86e-07	-	CCTGCACATGTCGACACAGCCACGAGGTGGCCGTT	Upstream_CTCF	8
chr20	58345384	58345534	id-62404	1.34e-06	+	CATGTGCTTCAGCATGTGAACACTAGATGGTAGCA	Upstream_CTCF	25
chr20	58358218	58358368	id-62405	4.38e-08	+	CCAGCCACTCCCTGCACTGACACCAGATGGCGCTG	Upstream_CTCF	40
chr20	58394856	58395006	id-62406	2.19e-05	+	GGTGCTGTACCGGTACTGGCCACACGTCAGCTGAG	Upstream_CTCF	9
chr20	58425211	58425361	id-62407	7.54e-08	-	CTGTAATTACCATATCTTTCCACAAGGTGGATGTC	UpstreamP1_CTCF	40
chr20	58479022	58479172	id-62408	4.34e-05	-	CTTGCTTGTCTTCTTTTCTCCAGCAGAGGTTCTCT	Upstream_CTCF	1
chr20	58509154	58509304	id-62409	2.5e-09	+	GGGTGAGGCCTGGCTCCTGCCGGCAGGGGGCGCAG	V_CTCF_BR	40
chr20	58515346	58515496	id-62410	1.83e-05	-	AGCTGAGGCCGGCGGGGGCCCGCCTGCAGGCGGCG	V_CTCF_BR	29
chr20	58524276	58524426	id-62411	5.86e-07	+	GCTGTTGCTGTTTTATTATCCACAAGGTGGCGACC	Upstream_CTCF	40
chr20	58530383	58530533	id-62412	9.84e-06	-	GTACAGTAATACTTTATAGCCACATGGTGGCAGCT	UpstreamP1_CTCF	39
chr20	58561015	58561165	id-62413	7.9e-07	+	CAGCATCCCTGGCCTCCGCCCAGTAGATGTCAGTA	UpstreamP1_CTCF	25
chr20	58567705	58567855	id-62414	1	+	NA	NONE	22
chr20	58585437	58585587	id-62415	3.45e-05	-	GCCTATTTACCTTCTAATACCTCTAGAGGGTGCTA	V_CTCF_BR	30
chr20	58599960	58600110	id-62416	4.1e-06	-	CCTTCAGGTCGGCAGCCAGCCTGCAGGGAGAGGGA	Upstream_CTCF	7
chr20	58612277	58612427	id-62417	4.65e-06	+	CTGTGAGTATGAACAGCGAACTGGAGGGGGCAGTG	UpstreamP1_CTCF	30
chr20	58625360	58625510	id-62418	1.71e-06	-	GAGTTCATTCTCAACCCCACCTCCAGGTGGCACTT	V_CTCF_BR	31
chr20	58632548	58632698	id-62419	2.17e-08	+	GGTGCCTTTTATCAACTGGCCAGCAGATGGCAGAA	Upstream_CTCF	40
chr20	58637912	58638062	id-62420	2.91e-05	+	CCTGCAACGCCACTGTCTGCCAGGGAGAGCCACTC	Upstream_CTCF	7
chr20	58650332	58650482	id-62421	3.28e-05	+	CGGGGCAGGTGTCCAATAAGCGCTAGGTGGCATCA	V_CTCF_BR	2
chr20	58660902	58661052	id-62422	8.97e-05	+	TCTGTACTAGAATGGACTGCAGCTAGGGGCGCCCT	Upstream_CTCF	11
chr20	58686719	58686869	id-62423	6.43e-06	+	CCATTAACACACACTGCACCCTGCTGGGGGCAGCC	V_CTCF_BR	6
chr20	58712826	58712976	id-62424	7.49e-07	+	ATGAAATGTGGGTATGCTGTCACCAGGTGGCAGCA	UpstreamP1_CTCF	37
chr20	58781367	58781517	id-62425	2.66e-05	+	AGTCCTAAGAGGACACAGAACAGAAGAGGGCGATG	V_CTCF_BR	39
chr20	58786258	58786408	id-62426	7.27e-06	+	CCTGGGCTGTGAAGTTTCTCCTACAGATGGCGCTG	V_CTCF_BR	40
chr20	58790334	58790484	id-62427	1	+	NA	NONE	7
chr20	58800127	58800277	id-62428	2.41e-08	+	CATCACTTGCCCCCAAGGACCACCAGAGGGCAGAT	UpstreamP1_CTCF	40
chr20	58819773	58819923	id-62429	8.33e-05	-	AGAGCCATTCTTCAGGCTCCAGATAGGGAGCGCAC	Upstream_CTCF	3
chr20	58838174	58838324	id-62430	1.98e-08	-	GTGCAGGAAAGCTCCCCATCCACCAGGGGTCGCTC	UpstreamP1_CTCF	40
chr20	58846799	58846949	id-62431	1	+	NA	NONE	36
chr20	58888747	58888897	id-62432	1.43e-05	-	TGTCCTCATCCCACTCAGGCCACCAGGAGACGCCC	Upstream_CTCF	7
chr20	58915438	58915588	id-62433	1.96e-08	-	CTCAGGTTTCTCCTCCCAGCCAGCAGGGGGAAGCA	V_CTCF_BR	8
chr20	58927307	58927457	id-62434	1	+	NA	NONE	2
chr20	58936916	58937066	id-62435	1	+	NA	NONE	2
chr20	58940243	58940393	id-62436	4.21e-05	-	CTATTGGAGAGCCCATAGGCCTGATGGGGGTGCTA	V_CTCF_BR	19
chr20	58995024	58995174	id-62437	1	+	NA	NONE	6
chr20	59029066	59029216	id-62438	1.09e-07	-	CAGCAGCACAGCCTGTCGGCCAGGAGGCGGCGATG	UpstreamP1_CTCF	19
chr20	59056500	59056650	id-62439	6.64e-05	+	ACTGCGGGGACAGCGTCTGCAGCTGGGAGGCGTTC	Upstream_CTCF	4
chr20	59080539	59080689	id-62440	6.51e-07	+	CCTGCATTTCCTCATCTGCACAGCAGGGATAGTAA	Upstream_CTCF	1
chr20	59143337	59143487	id-62441	2.12e-06	-	TTGCAGTTTGAGCCAAAGGCCATCTGCTGGCAGAA	UpstreamP1_CTCF	7
chr20	59179070	59179220	id-62442	1	+	NA	NONE	3
chr20	59203221	59203371	id-62443	1	+	NA	NONE	12
chr20	59260445	59260595	id-62444	2.68e-05	-	GTGGCACTGTGGGCACAGCTCTGCAGGAGGCACTG	Upstream_CTCF	5
chr20	59263360	59263510	id-62445	2.04e-05	+	CTCTCCCTCCCTCTTTCTCTCGCCAGAGGGCAGGC	V_CTCF_BR	2
chr20	59290337	59290487	id-62446	1.03e-06	+	GAAAATCCTCGGCAGAGCAGCAGCAGGGGGCGCAG	V_CTCF_BR	14
chr20	59293921	59294071	id-62447	2.4e-05	+	ACCCGTCTCTGCCACTGCTCCCATAGGGGGCGCTG	V_CTCF_BR	19
chr20	59325497	59325647	id-62448	3.29e-05	-	CCTGTAGTACCCCCAGAACCCTTGTGGTGGAGTTT	Upstream_CTCF	4
chr20	59426996	59427146	id-62449	8.79e-07	+	CTGGTATTCAGCCGGAGTCCCAGTAGATGGCACTG	UpstreamP1_CTCF	28
chr20	59483658	59483808	id-62450	4.01e-05	-	AACCAGATACTGCATGTTTTCACAAGAGGGAGCTA	V_CTCF_BR	1
chr20	59511164	59511314	id-62451	1	+	NA	NONE	14
chr20	59552109	59552259	id-62452	1.28e-06	+	ATGGCTGTTCCAGGCCTGGCCACTTGGAGCAGAAC	Upstream_CTCF	5
chr20	59568827	59568977	id-62453	1	+	NA	NONE	28
chr20	59619701	59619851	id-62454	3.8e-08	+	CTTCACAACGAGGATGTGTCCACCAGGGGGCAGAG	V_CTCF_BR	21
chr20	59629371	59629521	id-62455	1.28e-06	+	TCCACCTCTCGCCTTATGGACACCAGAGGGAGACA	V_CTCF_BR	4
chr20	59675575	59675725	id-62456	1.5e-05	+	CCTGCACCCGTGGAAAGGTTCCGCAGGAGGAGCTG	Upstream_CTCF	2
chr20	59695816	59695966	id-62457	8.81e-07	-	GGGGAAGCAAGGACCTTCTCCACAAGGTGGCAGGA	V_CTCF_BR	38
chr20	59736854	59737004	id-62458	4.21e-05	-	TGCATAATGCTGACCTCATTCACTAGAGGGCAACA	V_CTCF_BR	16
chr20	59760950	59761100	id-62459	1	+	NA	NONE	21
chr20	59804312	59804462	id-62460	1.39e-07	-	GGTGCGCCGTGGCTCTCGGACGCTAGGTGGCGCTG	V_CTCF_BR	40
chr20	59824421	59824571	id-62461	4.41e-06	-	CAGGGAAGACCACAGCTGGCCTGGAGGAGGAGCTA	V_CTCF_BR	7
chr20	59828434	59828584	id-62462	7.9e-07	-	AGGCAGCGAGGCCGATCGGCCACGAGAGGGGGTTC	UpstreamP1_CTCF	31
chr20	59836074	59836224	id-62463	2.15e-05	+	CTCACAGCTCTGCCTTCCATCGCAAGAGGGAGCTG	V_CTCF_BR	29
chr20	59838264	59838414	id-62464	7.07e-08	-	GAGACAATACCGGAGGCCACCAGGAGAGGGCAGCC	V_CTCF_BR	40
chr20	59847355	59847505	id-62465	1	+	NA	NONE	9
chr20	59870897	59871047	id-62466	2.91e-05	+	GGTGCTTTGAAGGGAGCTGACACCAGTGGACAGCT	Upstream_CTCF	0
chr20	59900949	59901099	id-62467	2.66e-05	+	TTCCCAGCTTCTCGCTCTCCCTGATGGTGGCGGTA	V_CTCF_BR	1
chr20	59925720	59925870	id-62468	1.48e-06	-	CACAACTTTTCTCCCCAGGCCACTTGAGGGCGCAG	V_CTCF_BR	21
chr20	59930829	59930979	id-62469	1	+	NA	NONE	2
chr20	59944857	59945007	id-62470	1	+	NA	NONE	5
chr20	60012062	60012212	id-62471	8.81e-07	+	GAAGGAGGCAGTCAGTCAGCCTGAAGGTGGCAGGG	V_CTCF_BR	14
chr20	60012563	60012713	id-62472	1	+	NA	NONE	7
chr20	60055281	60055431	id-62473	5.34e-06	-	GTGGCCCAAGCAGAGGACACAGCCAGGGGGCGCCA	V_CTCF_BR	23
chr20	60092082	60092232	id-62474	5.01e-06	-	TTTGGTGAAGGGATCGTGGCCACAAGGGGCCTGAG	V_CTCF_BR	9
chr20	60106076	60106226	id-62475	2.94e-06	+	AGGGAAATTCGGTACACAGGCACCAGAGGGAGACC	Upstream_CTCF	18
chr20	60111175	60111325	id-62476	1	+	NA	NONE	4
chr20	60125771	60125921	id-62477	1.73e-05	+	CTTCTGGATTAGGACCTGGCCTCCTGGTGGAAGAT	V_CTCF_BR	1
chr20	60135578	60135728	id-62478	3.1e-07	-	CTGCTGTGACCTTTGTCTTCCACATGAAGGCGCTG	UpstreamP1_CTCF	30
chr20	60174136	60174286	id-62479	5.34e-06	+	ATCTCCCACCATGGTGCTGCCCCTAGAGGTCGCTC	V_CTCF_BR	15
chr20	60214339	60214489	id-62480	1.48e-05	-	ATGCTGAGCCGCCCTGCTGGCAGAGGGAGTCAGTG	UpstreamP1_CTCF	17
chr20	60218840	60218990	id-62481	1.54e-05	+	CTTTGGCACTGGGGCATCCCCAGTAGGCGGAGCCC	UpstreamP1_CTCF	7
chr20	60237838	60237988	id-62482	1.56e-06	-	CCTGCACCACCGGCTCTACCCTGTAGGCGGACATG	Upstream_CTCF	27
chr20	60243452	60243602	id-62483	1.59e-06	-	GCACGCCCCACGACAGCCTCCAGCAGGGGCAGCTG	V_CTCF_BR	4
chr20	60258886	60259036	id-62484	9.84e-05	+	GGCACTTCACAGTAGAGAGCAGCCAGAGGGATGGG	V_CTCF_BR	3
chr20	60266664	60266814	id-62485	1.64e-06	-	TCTGCAGTACCCAGTCCAGTCACAGGATGGACAGG	Upstream_CTCF	5
chr20	60299629	60299779	id-62486	3.28e-07	+	CTGTGGCCATCAGGGCTGTCCACTTGGGGGCAGCA	UpstreamP1_CTCF	33
chr20	60313153	60313303	id-62487	2.84e-05	+	TTGGGGTCTGCAGCAACCACCGCCAGGGGGACAGA	UpstreamP1_CTCF	1
chr20	60317213	60317363	id-62488	9.51e-07	+	ATCCTGTCCATCAGAGGAGCCACCGGGGGGCTCTG	V_CTCF_BR	16
chr20	60375310	60375460	id-62489	7.44e-05	-	GGCGTAGTCTAAAGGGAGTGCCCAAGGAGGGGGCA	Upstream_CTCF	0
chr20	60435802	60435952	id-62490	3.28e-05	-	CAGATATAAATGCCAGGATCCTGCAGGAGGAGCCC	V_CTCF_BR	8
chr20	60436715	60436865	id-62491	7.27e-06	-	CTGCCTGATGGTGTACGTGACGCTTGGGGGCGCCG	V_CTCF_BR	3
chr20	60440158	60440308	id-62492	1.03e-07	+	CCTGCATCCCTCGCTGCATCCGGCAGGAGGCAGTG	Upstream_CTCF	2
chr20	60449886	60450036	id-62493	4.59e-07	-	CAGCAAGACCGAGGAGCTGCCAGAAAGTGGCGCTG	UpstreamP1_CTCF	34
chr20	60450676	60450826	id-62494	4.23e-08	-	AGCGGGCGCTGGTTCATGGCCACTGGAGGGCGGTG	V_CTCF_BR	22
chr20	60460140	60460290	id-62495	7.02e-05	+	TAGCACGTTCGTGCCTGTGCCTTGAGAGGGAGCTC	UpstreamP1_CTCF	5
chr20	60462352	60462502	id-62496	1.52e-07	-	GTGTGTGTGCAGCTGACTGCCACTAGAGGGCAGCT	V_CTCF_BR	40
chr20	60471432	60471582	id-62497	4.24e-07	-	GCTGTGATCTGCCATCTTCCCACCAGATGGCGTTG	Upstream_CTCF	40
chr20	60493713	60493863	id-62498	7.54e-08	+	TTGCAGTGACTGCGTGTCACCCCCAGGGGCAGTGC	UpstreamP1_CTCF	18
chr20	60528815	60528965	id-62499	1.04e-05	+	TTACTGAGTGCCACGGAGGCCTGCAGGGGGAGTGG	V_CTCF_BR	3
chr20	60541356	60541506	id-62500	5.34e-06	+	CCAAAAGCCTCTGACATCCCCTCTAGGGGGAGCGC	V_CTCF_BR	22
chr20	60548694	60548844	id-62501	2.43e-06	+	GCACGGCCTAGAGCGGGAAGCTGGAGAGGGCGCCC	V_CTCF_BR	7
chr20	60551316	60551466	id-62502	3.24e-06	-	ACTGTCTTCTCCTTTTTCATCACCAGGGGTCGGGC	Upstream_CTCF	1
chr20	60556153	60556303	id-62503	4e-10	+	CCTGGACTTCCCCATGTGGCCAGCAGACGGCACCA	Upstream_CTCF	40
chr20	60584748	60584898	id-62504	1	+	NA	NONE	2
chr20	60585986	60586136	id-62505	1.64e-05	+	CACTCCTTTGCAACTTCTGAAAGCAGGGGGCAGTG	V_CTCF_BR	40
chr20	60601177	60601327	id-62506	2.55e-06	+	CCAGCCCTGCCTCTTAAGAACACTAGGAGCTGCCC	Upstream_CTCF	32
chr20	60644210	60644360	id-62507	1.64e-05	-	GAAGGATCCTCCCCTAGAGCCTCTAGAGGGAGTGC	V_CTCF_BR	16
chr20	60664529	60664679	id-62508	4.1e-06	+	CAGGCCCTTCAGGAGGTATCCAGAAGAAGGCACTG	Upstream_CTCF	9
chr20	60670160	60670310	id-62509	3.36e-07	+	GCCTCTCTCAGGAGCTCTGCCAGCAGGTGTCAGTG	V_CTCF_BR	1
chr20	60671955	60672105	id-62510	5.01e-06	+	GGAGACAAGCACAGTTGTGCCGGCAGGAGGAGCCA	V_CTCF_BR	4
chr20	60698980	60699130	id-62511	1.32e-05	+	GCTGTCCCACCCACCTCTGCCCCTAGAGGCTTGCT	Upstream_CTCF	36
chr20	60709087	60709237	id-62512	7.55e-07	+	GCTGAGTGGCTCCTGCTCGCCAGCAGGGGCAACAG	V_CTCF_BR	34
chr20	60711990	60712140	id-62513	8.61e-08	-	CAAAGCCTGGCCGCCCTCCCCAGAAGAGGGCGCTG	V_CTCF_BR	40
chr20	60715754	60715904	id-62514	1	+	NA	NONE	1
chr20	60716896	60717046	id-62515	2.19e-05	-	GCTGGAGAAGCCCTGCTCTAAACCAGGAGGCGCTG	Upstream_CTCF	40
chr20	60717233	60717383	id-62516	9.25e-06	+	GGTTCGTTAAAGCCAGCGGCGGCCAGCTGGCGGGG	V_CTCF_BR	8
chr20	60719517	60719667	id-62517	1	+	NA	NONE	25
chr20	60730017	60730167	id-62518	1	+	NA	NONE	0
chr20	60731379	60731529	id-62519	2.23e-06	-	CTGAGATGGGGGTGGGGGGCCGCCAGGGGACACTG	UpstreamP1_CTCF	4
chr20	60732079	60732229	id-62520	1.67e-07	-	GCCGGCTCTTTCAAGGTGTCCACCTGGGGGCAGCA	V_CTCF_BR	40
chr20	60750068	60750218	id-62521	1.97e-06	+	CCCAAATGGAGCCCGCCTTCCAGATGGGGGCGCAG	V_CTCF_BR	0
chr20	60765702	60765852	id-62522	1.55e-07	-	CTGCACCGCTACTAACTGAGCTCCAGGTGGGGCTT	UpstreamP1_CTCF	2
chr20	60769522	60769672	id-62523	7.15e-05	+	ATAACAGTTCGTGGTTTTCCCACATGGTGGTGCCA	V_CTCF_BR	7
chr20	60782307	60782457	id-62524	1.47e-05	-	CCATGGAGCCTCCAGGAGCTCGCCAGAGGGCAGTG	V_CTCF_BR	2
chr20	60784074	60784224	id-62525	1	+	NA	NONE	25
chr20	60784600	60784750	id-62526	1.71e-06	-	ACACATCACATCCCCAGCCCCGCCAGTGGGCGGCA	V_CTCF_BR	31
chr20	60785312	60785462	id-62527	1	+	NA	NONE	9
chr20	60789259	60789409	id-62528	1.03e-06	-	TGCACCTGCTCCAGGGGCCCCAGGAGAGGGAGGCA	V_CTCF_BR	5
chr20	60803377	60803527	id-62529	5.41e-06	-	CCTGCACTGCTCAGCTCCTCCACGTGGCGCCTCTT	Upstream_CTCF	6
chr20	60829569	60829719	id-62530	5.48e-05	-	CCTGCCACAGCCGCACGGGGCAGCAGCAGCTGCTT	Upstream_CTCF	1
chr20	60835558	60835708	id-62531	2.4e-05	-	GAAATTAAACGCTTCTTGTCCTGTAGGGGTCAGAG	V_CTCF_BR	40
chr20	60845140	60845290	id-62532	1	+	NA	NONE	3
chr20	60847351	60847501	id-62533	3.88e-06	-	CCAGGCAGGATGGCACTGAACACTGGGGGGAGCTG	V_CTCF_BR	14
chr20	60873137	60873287	id-62534	3.81e-05	+	TTAGGAGCACGACGGTGGCTCTGCAGAGGGCGATG	V_CTCF_BR	2
chr20	60876966	60877116	id-62535	1	+	NA	NONE	40
chr20	60877719	60877869	id-62536	8.53e-09	+	CCTGTGGTCCCTGGCGCCGCCTCTAGGGGCCGCCG	Upstream_CTCF	40
chr20	60880267	60880417	id-62537	1	+	NA	NONE	16
chr20	60902342	60902492	id-62538	2.18e-07	-	GGGTGCTGCTGAGCACTGACCGGCAGGTGGTGCCC	V_CTCF_BR	0
chr20	60903190	60903340	id-62539	1.97e-06	+	GGAAATGCTGTCCTTAAGGCCACCAGGGGCCGCGC	V_CTCF_BR	2
chr20	60905925	60906075	id-62540	1	+	NA	NONE	2
chr20	60927879	60928029	id-62541	1.48e-06	+	TGAAGCCATCCAGAGGCAGCCAAGAGATGGCACCA	V_CTCF_BR	17
chr20	60934147	60934297	id-62542	1	+	NA	NONE	5
chr20	60937040	60937190	id-62543	2.37e-05	-	CCTGCTGTTTAAGGAATTCCTGGCAGGTGCGGGAG	Upstream_CTCF	2
chr20	60938421	60938571	id-62544	3.36e-07	-	ACCCATGCAGGACAGGCCCCCAGCAGATGGCAGGC	V_CTCF_BR	25
chr20	60939277	60939427	id-62545	2.55e-06	-	CTGGGAGGTCCGGCTGTCCCAGCCAGAGGGCGCCG	Upstream_CTCF	9
chr20	60944020	60944170	id-62546	3.09e-06	-	GCAGCTTGGCCTGATCTGGCCGCTAGGAGGCTTAA	Upstream_CTCF	40
chr20	60950674	60950824	id-62547	3.36e-07	-	CCGACAGGCCCTACCCTGGCCGCCAGGAGGCTCCG	V_CTCF_BR	26
chr20	60951669	60951819	id-62548	5.96e-07	-	GGAGAATCTGAGAGCACGGCCGCCTGGGGGCAGGC	V_CTCF_BR	36
chr20	60956803	60956953	id-62549	1	+	NA	NONE	6
chr20	60957881	60958031	id-62550	4.66e-08	-	CCAGCACTGTCCCCAGAAGCCACTAGGTGGTGTCT	Upstream_CTCF	40
chr20	60963906	60964056	id-62551	1	+	NA	NONE	10
chr20	60968950	60969100	id-62552	9.26e-05	+	GCGCAGACCTCAGGCACGGCCAGGCGGGGGAGTCC	UpstreamP1_CTCF	2
chr20	60970749	60970899	id-62553	2.83e-07	+	GTCACCACAAGGAGGGTGCCCGGCAGGGGGAGCTC	V_CTCF_BR	27
chr20	60976378	60976528	id-62554	3.91e-06	+	GTTGCAACTCCACGCATCACCGCAGCAGGGCGCTG	Upstream_CTCF	28
chr20	60980450	60980600	id-62555	1.38e-07	-	CCTGCAGACCCAGGCCTGTCCACAAGATGTCCCCC	Upstream_CTCF	40
chr20	60982669	60982819	id-62556	1.19e-06	-	TCCGGGAAGCGGTGGGGCTCCTCCAGGGGCCGCCC	V_CTCF_BR	9
chr20	60985335	60985485	id-62557	2.2e-06	+	ACATCTGTTTGCTGTCAGCCCACGAGGGGGCGTCC	Upstream_CTCF	40
chr20	60986858	60987008	id-62558	1.41e-05	+	GGGCAGACGCAGGCCATGGCCACCTGCCGGCAACA	UpstreamP1_CTCF	1
chr20	60989275	60989425	id-62559	4.7e-08	-	CGGGCATGCAGGACCTTCGCCTGGAGGGGGCACTG	V_CTCF_BR	34
chr20	60998458	60998608	id-62560	2.19e-08	+	CTCAAGCAGCTGAGGAGGGCCAGGAGGGGGCGGAG	V_CTCF_BR	0
chr20	61002648	61002798	id-62561	6.82e-05	-	CAACCTGTCCGGCCACTTTCTGCGAGATGGCAGAA	V_CTCF_BR	7
chr20	61013191	61013341	id-62562	1.16e-05	+	GGCGCATGGCCCGTGACCACCACCGGGGTGTGGAG	Upstream_CTCF	6
chr20	61025059	61025209	id-62563	1.35e-05	-	GAGTTGGTGCCACGGTCAGCCCCCAGCGGCAGGAG	UpstreamP1_CTCF	24
chr20	61053304	61053454	id-62564	3.67e-07	+	GCGCAGTGCAGTCCAAGCGGCTGCAGAGGGCTCTA	UpstreamP1_CTCF	25
chr20	61059975	61060125	id-62565	6.05e-06	+	ACTGGCTGGCGCTGCAGGGCAGCAAGGGGGAGCCA	V_CTCF_BR	6
chr20	61064249	61064399	id-62566	1	+	NA	NONE	5
chr20	61071650	61071800	id-62567	4.14e-06	+	GGACCTGGGTCTGCGAGGGTCTCCAGGAGGCGCCG	V_CTCF_BR	40
chr20	61075332	61075482	id-62568	3.65e-07	+	CGGTGTGTGCGGAGCTTCACCACCAGGGGGAGTCC	V_CTCF_BR	40
chr20	61081303	61081453	id-62569	2.81e-06	+	CCAGTAGGTGCGCTCTAGGGCCCCAGAGGCCACTG	Upstream_CTCF	7
chr20	61146849	61146999	id-62570	3.81e-05	+	ATAATTCGGGCGTGAAATCCCGGAAGGGGGAGCTC	V_CTCF_BR	17
chr20	61150622	61150772	id-62571	8.97e-05	-	GGATCTCCTGAGAGGCCGTCCACTAGGGGGGCAAC	Upstream_CTCF	6
chr20	61162190	61162340	id-62572	7.54e-08	+	CCGCAGCCGTGGAGAGGACCCAGCAGGTGGCGCGG	UpstreamP1_CTCF	2
chr20	61169344	61169494	id-62573	2.81e-05	-	AGAGGAACAGGCAGAACTGCACCAAGAGGGCGCCA	V_CTCF_BR	20
chr20	61175517	61175667	id-62574	1	+	NA	NONE	17
chr20	61180776	61180926	id-62575	1.31e-05	-	AAGAAAACGGGATTCTCCTCCACAAGATGGCAATG	V_CTCF_BR	30
chr20	61264991	61265141	id-62576	3.4e-06	+	GGTAGGGTGTTTACCAGGGGCTGGAGGGGGCAGCA	V_CTCF_BR	12
chr20	61283772	61283922	id-62577	3.81e-05	-	GTGTAACACAAGAACTCGAATGCCAGGAGTCAGCG	UpstreamP1_CTCF	18
chr20	61291988	61292138	id-62578	1	+	NA	NONE	6
chr20	61298224	61298374	id-62579	3.29e-05	-	GCAGGTGTCCCTCCCACTCCCAGCACATGGCAACT	Upstream_CTCF	5
chr20	61299968	61300118	id-62580	1.81e-06	+	GGGTCCATTCCCTAACTGTCCACTAGAGGGGCCCA	Upstream_CTCF	40
chr20	61311456	61311606	id-62581	3.97e-07	-	CAACCGTCATCTCTATACACCAGCAGAGGGCACTG	V_CTCF_BR	8
chr20	61314984	61315134	id-62582	5.34e-06	-	CGCCCACGACACTCCGAGGCCACATGGTGTCGCCC	V_CTCF_BR	0
chr20	61320316	61320466	id-62583	4.24e-07	+	CCTGTGGTTAGTCTTGGAGCCAGCAGGTGGCCGGA	Upstream_CTCF	33
chr20	61325568	61325718	id-62584	7.54e-08	+	TTGCAGGAGACACAGATGACCAGCAGGTGGATACC	UpstreamP1_CTCF	12
chr20	61334897	61335047	id-62585	3.09e-05	+	GAGCCCTTGAGTCAAGGGCTCACCAGGAGGCTCTG	UpstreamP1_CTCF	34
chr20	61335654	61335804	id-62586	9.25e-06	+	CTCTCCAGCTGCCCTGCAGCCACCAGGGTGAGCCC	V_CTCF_BR	31
chr20	61339366	61339516	id-62587	4.24e-07	-	GAGGCAGTACCGAGGGACACCTGCAGGGGCTGAGG	Upstream_CTCF	40
chr20	61340565	61340715	id-62588	3.18e-06	+	TCCAGCGGGCGCAGGCCGGACTGGAGGAGGCGCTG	V_CTCF_BR	4
chr20	61366944	61367094	id-62589	5.52e-05	+	CCTCAGCCTCCCCCATGCTCCCCTGGAGGCCGCTC	UpstreamP1_CTCF	3
chr20	61371889	61372039	id-62590	1.1e-06	-	TCAGATGAGGAAACCGTGGCCAGGTGGGGGCTCCC	V_CTCF_BR	6
chr20	61396431	61396581	id-62591	4.94e-06	-	AGTGCTATACCCTGGGCCACCTCCAGAGTGACAGG	Upstream_CTCF	10
chr20	61410390	61410540	id-62592	9.51e-07	-	GTGGCCCGGTGGGACGAGGCCTCCTGGTGGCAGAC	V_CTCF_BR	10
chr20	61413991	61414141	id-62593	7.44e-05	+	GACTCAGCACCGCCTCCTGCCGAGAGAGGCAGCTT	Upstream_CTCF	35
chr20	61414429	61414579	id-62594	5.92e-05	-	GCTGAAATTGAGGTTTCAGCCAGCAGGGTTCTTGC	Upstream_CTCF	10
chr20	61422939	61423089	id-62595	6.73e-07	-	TTGCAGCCAACACATCACACCTCTAGGGGGCGTTT	UpstreamP1_CTCF	40
chr20	61429480	61429630	id-62596	6.51e-07	-	ACTGCGTTCCCCAAGGCGGCATGCAGAGGGCACAG	Upstream_CTCF	2
chr20	61435443	61435593	id-62597	1	+	NA	NONE	19
chr20	61435812	61435962	id-62598	2.97e-06	+	CATCTTCCGGGGAGACCGTCCTCTGGGGGGCGGGC	V_CTCF_BR	23
chr20	61436899	61437049	id-62599	1	+	NA	NONE	14
chr20	61439733	61439883	id-62600	4.33e-10	-	CCTGGAGTCCCTCTGGCCGCCTCCAGGGGGCACTG	Upstream_CTCF	40
chr20	61443699	61443849	id-62601	1.97e-06	+	TGCGCTGCCGACACCAGCGCCGCCAGCTGGTGCAC	V_CTCF_BR	0
chr20	61446751	61446901	id-62602	7.12e-06	-	GTGGAGCAGGTCAGCCCAGACAGCAGGGGGCCTTA	UpstreamP1_CTCF	2
chr20	61453730	61453880	id-62603	2.93e-08	+	CAGCAGCTCCCAGCACTGGCCACTTGGGGGACAGG	UpstreamP1_CTCF	13
chr20	61454230	61454380	id-62604	1.48e-06	+	ATCCAGCTCCCCTGCGTCATCCGCAGAGGGCGCCC	UpstreamP1_CTCF	39
chr20	61462367	61462517	id-62605	1.26e-05	-	ACCGCGCCTCCGCAGACACCCGCTAGGCGGGAGCA	Upstream_CTCF	0
chr20	61463992	61464142	id-62606	4.88e-05	+	CCTGCAGTGCCTGCTCTCACTTCTAGGCACAAGGC	Upstream_CTCF	5
chr20	61478963	61479113	id-62607	5.9e-06	-	ATTCTGTTTTTGAACATGGCCACTGGAGGGCCTCT	UpstreamP1_CTCF	40
chr20	61481820	61481970	id-62608	1.67e-07	-	GTGGCTTGCCGGGCGATGGCTGCCAGGGGGCGGCG	V_CTCF_BR	4
chr20	61491783	61491933	id-62609	3.81e-05	-	TGTCAGGATGTGATGAGAGCAGGGAGGTGGCGCAG	V_CTCF_BR	31
chr20	61503727	61503877	id-62610	1	+	NA	NONE	1
chr20	61505117	61505267	id-62611	4.64e-09	+	CTGTTACGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr20	61506941	61507091	id-62612	1	+	NA	NONE	37
chr20	61518779	61518929	id-62613	4.21e-05	+	AGCCCTTTCCATTCGAGCAGCTACAGAGGGCGGTG	V_CTCF_BR	24
chr20	61525240	61525390	id-62614	5.17e-06	-	AACGTATTTCCCTGGGCCTCCAGGAGATGGCCATC	Upstream_CTCF	34
chr20	61531061	61531211	id-62615	1	+	NA	NONE	31
chr20	61531707	61531857	id-62616	1.2e-08	+	GGTGCTACAGCGCCTCTGGCCACTGGGTGGCACCA	Upstream_CTCF	40
chr20	61532279	61532429	id-62617	4.71e-06	-	GCTGCCACCTTGATTGTTCCCACTAGGGGCAATCT	Upstream_CTCF	36
chr20	61538849	61538999	id-62618	6.67e-08	+	CTGTCACTGCCCGTCATGCCCTGCAGGGGGCAGGA	UpstreamP1_CTCF	39
chr20	61552704	61552854	id-62619	3.24e-06	-	AAAGCAGTACCTGTCACTGCCACTAGGATCCTGAC	Upstream_CTCF	40
chr20	61557806	61557956	id-62620	9.71e-06	-	CGGTCTCGTCCTCCGCCCGCCGCGCGGGGGCGCCG	Upstream_CTCF	39
chr20	61577107	61577257	id-62621	1.28e-06	+	CCGGTGGGGACGCAGAGCCCCAGCAGGTGGTGCAC	V_CTCF_BR	2
chr20	61583958	61584108	id-62622	4.31e-05	-	GTTCTCTCAGGACTTGTCGCCCCCAGACGGCCACC	UpstreamP1_CTCF	18
chr20	61584724	61584874	id-62623	3.88e-06	+	CTGGCCACCAGCACTGCTGCCTGTAGGAGGCTCCC	V_CTCF_BR	9
chr20	61592901	61593051	id-62624	1.24e-05	-	GGGCCTGCTCCCGGCCCCACCTACAGGGGCCGCCT	V_CTCF_BR	7
chr20	61596732	61596882	id-62625	1	+	NA	NONE	11
chr20	61603763	61603913	id-62626	2.55e-06	+	GCGGTCATTCGCTGTCGGGCCGACAGAGGGTGCCG	Upstream_CTCF	40
chr20	61605745	61605895	id-62627	2.72e-06	+	GGTCTGTGTTCCGACGTGCCCAGCAGGGGGCCTGT	UpstreamP1_CTCF	34
chr20	61610794	61610944	id-62628	1	+	NA	NONE	7
chr20	61627291	61627441	id-62629	3.81e-05	-	TGAGTCACGCGGCTCCACGCCACATGGGGGTGACA	V_CTCF_BR	2
chr20	61640521	61640671	id-62630	2.89e-09	-	GGGTGCAACTCCCAGACAGCCAGCAGGTGGCAGCG	V_CTCF_BR	40
chr20	61659587	61659737	id-62631	6.05e-06	-	GCTGAGCCTTAATCTCATGCCACATGAGGGCACTC	V_CTCF_BR	16
chr20	61664196	61664346	id-62632	2.08e-07	+	GTGCGAGTCCACTGCGGAGCCAGTAGGTGCCAGTG	UpstreamP1_CTCF	8
chr20	61669134	61669284	id-62633	5.38e-05	+	ACAATGCTTCCGAGGTCGCTCAGCAGGGGGCTTCC	V_CTCF_BR	4
chr20	61674121	61674271	id-62634	2.53e-05	+	TGTCCCTGTGTCCCTCTAGCCTGAGGGTGGCGTTG	V_CTCF_BR	8
chr20	61681001	61681151	id-62635	4.03e-06	-	CAGCCCTGGGTTCCCCTCTCCAGCAGGTGTCCCTG	UpstreamP1_CTCF	8
chr20	61684311	61684461	id-62636	1.64e-06	-	GGGCTCTGCCAGGGCTTCCCCGCAGGGAGGCAGCA	UpstreamP1_CTCF	3
chr20	61687875	61688025	id-62637	2.14e-10	+	CCGCTGTGGATCGAGTTGGCCAGCAGAGGGCAGCA	V_CTCF_BR	38
chr20	61720651	61720801	id-62638	6.49e-06	-	GTGCTGGTACTTTTCCAGGCCTGGGGGTGGCGTGA	UpstreamP1_CTCF	4
chr20	61749642	61749792	id-62639	6.49e-06	+	CTGCATTGCTGGGCAGTGTCCGCGGCATGTCGCTC	UpstreamP1_CTCF	2
chr20	61761371	61761521	id-62640	1.55e-07	+	CTGGAGTGCAGGAGCCTCACCGCCAGGGGCTGCCA	UpstreamP1_CTCF	4
chr20	61770849	61770999	id-62641	8.98e-06	-	ATCCTTCACCCAGATCCCTCCACTAGAGGACGGCC	UpstreamP1_CTCF	6
chr20	61788888	61789038	id-62642	3.09e-07	+	GGGCCTGAAGCTCCCCCAAGCACAAGAGGGCGCCG	V_CTCF_BR	5
chr20	61794399	61794549	id-62643	1.17e-05	-	ATGTCCACCCCTGGTGAAGCCACTAGGAGGCTGTG	V_CTCF_BR	8
chr20	61804189	61804339	id-62644	5.51e-07	-	GGCCCCAGCACTCAGGACCCCACCAGAGGGAGCTC	V_CTCF_BR	33
chr20	61808782	61808932	id-62645	3.41e-07	+	CCCGCAGTTCTCAAGGACACCTCGGGGAGGCAGCG	Upstream_CTCF	4
chr20	61810735	61810885	id-62646	1.15e-07	-	GCAGAGGCGGTGCCGGGCGTCAGCAGGTGGCGCTG	V_CTCF_BR	40
chr20	61814802	61814952	id-62647	1.62e-08	+	CTGCAGGTGCCTGTACTTACCACGTGAGGGCGCCC	UpstreamP1_CTCF	40
chr20	61817984	61818134	id-62648	1.43e-05	+	CTCTCAAGTCCCTCACCAGCCACTAGGGGTGGTGA	Upstream_CTCF	26
chr20	61843825	61843975	id-62649	1	+	NA	NONE	4
chr20	61846527	61846677	id-62650	1.17e-05	-	GCGACTTGCCTTTTTCCGCCCAGCAGGGGCTGCTC	V_CTCF_BR	40
chr20	61848259	61848409	id-62651	2.01e-05	-	GTGGCAGGATTGGATACTGGCTGCAGGGAGCGAAA	Upstream_CTCF	3
chr20	61850171	61850321	id-62652	1.82e-07	+	GAATGCAGGGGGTGTGGCACCAGCAGGGGGTGCTG	V_CTCF_BR	22
chr20	61854812	61854962	id-62653	1.82e-07	+	GCTGTCACCTGCTTTATGTCCAGCAGAGGGAGCTC	V_CTCF_BR	40
chr20	61856125	61856275	id-62654	1.34e-06	-	CAGGCAGAGTTGCAAGAGGCCAGCAGGGAGCGTCC	Upstream_CTCF	38
chr20	61862308	61862458	id-62655	5.86e-07	-	GCGGCTGGACGTCGAGAGGCCATCAGGGGGAGCAC	Upstream_CTCF	37
chr20	61866196	61866346	id-62656	3.09e-06	-	GCTGCAGGGCCGCTGGTTGCCACGGGGAGCGCAGG	Upstream_CTCF	38
chr20	61869910	61870060	id-62657	1.06e-05	-	GGGGTGGTGTCAGCTCTCACCGGAGGGGGCCACAG	Upstream_CTCF	16
chr20	61878311	61878461	id-62658	4.01e-05	-	ACCGGACAGGGATTCTGTGGCCCCGGGTGGCGCTG	V_CTCF_BR	10
chr20	61882838	61882988	id-62659	3.12e-08	-	CTGTCACGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	36
chr20	61886125	61886275	id-62660	3.28e-05	-	GAAGGTTGATGGGGATCTCACGCCGGAGGGCGCAC	V_CTCF_BR	11
chr20	61903663	61903813	id-62661	8.19e-06	-	GGGCCAGGACAGCCGGGGACCGGCAGGGGGACTCG	UpstreamP1_CTCF	15
chr20	61908234	61908384	id-62662	8.91e-07	-	GGTGCAGCTCCAACTTCCAACACAGGGGGACCCAC	Upstream_CTCF	5
chr20	61910035	61910185	id-62663	1.77e-05	+	AAAGCACATCTCTCTGCTGCCACAGGAGGCAGCGT	Upstream_CTCF	13
chr20	61912567	61912717	id-62664	1	+	NA	NONE	40
chr20	61922075	61922225	id-62665	1.43e-05	+	CATGAGCCTTCATTGCTGGCCGACAGAGGGGGCTG	Upstream_CTCF	32
chr20	61922699	61922849	id-62666	6.64e-11	-	CCTGCAGTCCTGGCCATGGCCAGAGGAGGGCGCCC	Upstream_CTCF	40
chr20	61926817	61926967	id-62667	1.41e-06	-	GGGCTATGTGCCCAAAACACCAGTGGGAGGCGGCG	UpstreamP1_CTCF	28
chr20	61938425	61938575	id-62668	1	+	NA	NONE	0
chr20	61940970	61941120	id-62669	1.62e-08	+	CTGTCCCTCCTGTGAGTGGCCACCAGGGGGAGCGT	UpstreamP1_CTCF	40
chr20	61954727	61954877	id-62670	1.72e-06	-	CTGGAAGCACCAGGAGGAACCAGGAGGAGGCGCGA	Upstream_CTCF	20
chr20	61979119	61979269	id-62671	8.5e-06	-	ATTGCTATAAACAATCAGAGCAGGAGGCGGCACTG	Upstream_CTCF	1
chr20	62001202	62001352	id-62672	4.5e-05	+	GTGGGCTTCATCCCCACAGCCGCTAGGGGTCCTTG	UpstreamP1_CTCF	7
chr20	62009181	62009331	id-62673	1	+	NA	NONE	2
chr20	62010065	62010215	id-62674	1	+	NA	NONE	8
chr20	62013285	62013435	id-62675	2.31e-07	-	GCGACACTTCCAGCACCGCCCAGCAGGTGGTGCTG	Upstream_CTCF	40
chr20	62028374	62028524	id-62676	1	+	NA	NONE	6
chr20	62031955	62032105	id-62677	7.16e-08	+	GCTGCAGCCACCGTCACGGCCAGAGGATGGCAGAC	Upstream_CTCF	3
chr20	62033117	62033267	id-62678	1	+	NA	NONE	0
chr20	62040133	62040283	id-62679	1.19e-06	-	GGGTGAGCAGGTGGGGCTGGCTGGAGGGGGCGGTA	V_CTCF_BR	2
chr20	62057568	62057718	id-62680	2.97e-06	-	TCCACCGTCTCCACAGAGGCCTGAAGATGGAGCTA	V_CTCF_BR	7
chr20	62066333	62066483	id-62681	7.1e-09	+	CTGCATCGCTACATTCCTACCAGCAGGGGGGGCGG	UpstreamP1_CTCF	40
chr20	62073572	62073722	id-62682	3.6e-07	+	CCATCATGACCACGGGCAGCCAGCAGGTGGCCCCA	Upstream_CTCF	39
chr20	62084395	62084545	id-62683	1.22e-07	-	GCTGCTGTGCCGACGTCCACCGCGGGGCGGCAGCT	Upstream_CTCF	20
chr20	62115291	62115441	id-62684	1.28e-06	-	ACACCTGGGCTGCTGTCTGGCTGAAGGGGGCGCCA	V_CTCF_BR	29
chr20	62119714	62119864	id-62685	1.73e-05	+	GCACGGCGAAGCGGCCTGGGGGGCGGGGGGCGGCG	V_CTCF_BR	0
chr20	62127559	62127709	id-62686	3.33e-09	+	GCGCGGCTACGCAGGTCCACCAGCAGGTGGCGCAA	V_CTCF_BR	40
chr20	62130408	62130558	id-62687	6.37e-07	-	GTGCACTGCGCCGCCACCGTCAATAGGTGGACCCC	UpstreamP1_CTCF	26
chr20	62150098	62150248	id-62688	1.77e-05	-	ACTGCATTTACTAAACCAGGCCGGTGGGGGCTCTG	Upstream_CTCF	21
chr20	62151299	62151449	id-62689	5.34e-06	-	GGACGGCCCGCCATGCCAATCAGGAGGGGGCGCGT	V_CTCF_BR	28
chr20	62151507	62151657	id-62690	1.96e-08	-	CCCCAGGACGCGCCTGCTGCCCGCAGGGGGCGGTG	V_CTCF_BR	37
chr20	62152494	62152644	id-62691	1.84e-06	-	CCGTCATGAAGGGCGCTCCCCAGCGGGTGGAGCCG	V_CTCF_BR	25
chr20	62153176	62153326	id-62692	6.51e-05	-	GGACTAGCGCCTCCGCAGGCCTGGGGCTGGTGGTA	V_CTCF_BR	13
chr20	62158400	62158550	id-62693	1.92e-06	-	GTTCAGGACCCGGTCCGGACCACAGGTGGGCGACA	UpstreamP1_CTCF	7
chr20	62169362	62169512	id-62694	1.91e-08	+	ACTGCCTTCCTCCACACGGACGCCAGGGGGCAGGC	Upstream_CTCF	40
chr20	62169701	62169851	id-62695	1.96e-08	+	CAGGGACCTGGACTGGCAGCCACAAGGGGGCAGGA	V_CTCF_BR	33
chr20	62198445	62198595	id-62696	2.81e-05	-	TGTGCTACCAGCAGGAGACTCACGAGGTGGCGCGG	V_CTCF_BR	0
chr20	62204354	62204504	id-62697	1.02e-07	-	CTGCCCAACAGCCCCGCGGCCACCAGAGGGCCGTC	UpstreamP1_CTCF	38
chr20	62204838	62204988	id-62698	1.38e-08	-	CTGGGGCAGAGGGGTGCGGCCTCCTGGGGGCGGCA	V_CTCF_BR	18
chr20	62210004	62210154	id-62699	4.31e-07	-	AGGGTTCAGGTGATGGCAGACGGCAGAGGGCAGCA	V_CTCF_BR	7
chr20	62210277	62210427	id-62700	2.81e-05	+	AGTGGAGGAGGTGATAGGGTCTGCAGTGGGAGGGA	V_CTCF_BR	2
chr20	62212228	62212378	id-62701	8.46e-07	-	ACAGCACAGCTCACTGCTGACACCAGGTGGGGGTT	Upstream_CTCF	40
chr20	62245673	62245823	id-62702	2.78e-09	+	CTGTTATGCCTGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	18
chr20	62255897	62256047	id-62703	1	+	NA	NONE	25
chr20	62273478	62273628	id-62704	1.84e-05	+	TTGTAGTTGAGCTTCTCCTCCGCCTGGCGGCTGAA	UpstreamP1_CTCF	36
chr20	62282721	62282871	id-62705	1.09e-07	-	CGGCAGCAGCCTCCAGGGCCCTCCAGGGGTCAGAG	UpstreamP1_CTCF	3
chr20	62283324	62283474	id-62706	2.89e-07	+	CCAGTATCCCCGGGGGTGTCCAGGAGGAGGCGGAG	Upstream_CTCF	1
chr20	62284114	62284264	id-62707	8.81e-07	-	GCGCCAGTGCAGCACAGGGGCTGGAGGGGGCGCTG	V_CTCF_BR	15
chr20	62290852	62291002	id-62708	2.83e-07	-	GGGGCCTGGCTGGAATGGGCCGGGAGAGGGAAGCA	V_CTCF_BR	3
chr20	62303863	62304013	id-62709	1	+	NA	NONE	0
chr20	62324082	62324232	id-62710	1.97e-06	+	TGGAGCCTCGGGCCTGTGTCCTGCAGGAGGAGCCC	V_CTCF_BR	20
chr20	62328809	62328959	id-62711	8.21e-05	-	AGGGCACAAGTGGGCCTGGCCTGCAGTGTGCTGCC	V_CTCF_BR	10
chr20	62338224	62338374	id-62712	2.93e-07	+	GTGCAGCTGACAGCACAAAACCGAAGGGGGCGCCG	UpstreamP1_CTCF	39
chr20	62368862	62369012	id-62713	4.21e-05	-	GCAGGGCGCAGCACCCTAGAACCCAGAGGGCAGGA	V_CTCF_BR	5
chr20	62372249	62372399	id-62714	5.01e-06	-	GCCTGGGAGGTGGGAGTGGCCAGCAGCCGGCAGCA	V_CTCF_BR	36
chr20	62372897	62373047	id-62715	4.7e-06	-	GGGTCCTGCCGCTTTGGCCTCAGTAGGGGGCACTG	V_CTCF_BR	6
chr20	62377364	62377514	id-62716	6.46e-07	+	GAGCCCAGCTCCAGCCCGTCCAGGAGGGGTCAGCA	V_CTCF_BR	4
chr20	62377934	62378084	id-62717	2.73e-07	-	AGAGCACGGTCCTAAGTCCCCAGCAGGTGGTGCGG	Upstream_CTCF	1
chr20	62383969	62384119	id-62718	5.98e-05	+	CGGACCCTCCCCGCACTCACCAGCGTGTGGCGCTT	UpstreamP1_CTCF	4
chr20	62406597	62406747	id-62719	8.62e-10	+	CACGAAGGCGACAGAGGGGCCGGCAGGGGGCGCCC	V_CTCF_BR	37
chr20	62410262	62410412	id-62720	9.55e-09	+	CTGGTGAGGCCCCTCCTGACCTGCAGATGGCGGCA	V_CTCF_BR	16
chr20	62413498	62413648	id-62721	8.81e-07	-	GGTCTGCGGAGTCGTTCTGCCACAAGGTGGCAAAA	V_CTCF_BR	13
chr20	62417719	62417869	id-62722	7.61e-08	+	CCTGCAGTACCCAGGACAGCCTCACGATGGAGCAC	Upstream_CTCF	40
chr20	62427100	62427250	id-62723	2.1e-05	-	GGGCCGTTCCTATGCGCATTCGGCAGAGGCCACTC	UpstreamP1_CTCF	0
chr20	62427597	62427747	id-62724	3.8e-12	-	CGCCGCGTGCCAGGCGCTGCCAGCAGGGGGCACCC	V_CTCF_BR	40
chr20	62440779	62440929	id-62725	2.58e-07	+	TCAGCAAACCTGCCAGAGCCCAGCAGGTGGAGAGG	Upstream_CTCF	4
chr20	62451136	62451286	id-62726	2.04e-05	+	GGGACACGCATTTCACCGTCCAGCAGAGGGTGTCT	V_CTCF_BR	35
chr20	62460422	62460572	id-62727	5.01e-06	+	TACCTCCTGACCTCTGTGACCACCAGGGGCTGGGG	V_CTCF_BR	10
chr20	62477864	62478014	id-62728	2.27e-06	-	CAGGAGGCATCCTGGCTGTCCAGCGGAGGGCGGGT	V_CTCF_BR	15
chr20	62489982	62490132	id-62729	2.62e-07	-	CATCAGCTCAGGGAAGTGTCCACAAGGTGGAGGTG	UpstreamP1_CTCF	10
chr20	62490400	62490550	id-62730	1.1e-06	-	CTGCTTGGAGGAGCCTCGTCCTCCTGGGGGCAGTC	V_CTCF_BR	39
chr20	62495667	62495817	id-62731	1.54e-05	-	TCGCGATTCGTCCCCTCGCCCTGCAGGCGCCGCTG	UpstreamP1_CTCF	40
chr20	62497269	62497419	id-62732	1	+	NA	NONE	28
chr20	62522454	62522604	id-62733	1.71e-06	+	TGCATGTCAGATGGCGTGGTCTGCAGGGGGAGCTC	V_CTCF_BR	10
chr20	62526470	62526620	id-62734	8.61e-08	-	CCGGGCGGCGGCGGCGGCGGCGGCAGAGGGCGCGG	V_CTCF_BR	1
chr20	62541098	62541248	id-62735	4.68e-07	+	CTGGGGATCCTCAGGAGAGCCTGCGGGGGGCAGCA	V_CTCF_BR	39
chr20	62565808	62565958	id-62736	7.09e-08	+	CAGCACTGACTGCTTCCGACCTGCAGGAGGCGTAG	UpstreamP1_CTCF	40
chr20	62580604	62580754	id-62737	2.33e-07	+	CAGCACCACTGCACGGTGCCCTGAAGGGGGAGCAG	UpstreamP1_CTCF	40
chr20	62586904	62587054	id-62738	1.28e-06	-	GGCCACGCAGTGCCCGGGGCTGCAAGAGGGCGCTC	V_CTCF_BR	38
chr20	62588614	62588764	id-62739	1	+	NA	NONE	30
chr20	62601481	62601631	id-62740	1	+	NA	NONE	7
chr20	62605339	62605489	id-62741	2.78e-12	-	GGCGTCTGGGCAGCCGCGGCCACCAGGGGGCAGTG	V_CTCF_BR	40
chr20	62609323	62609473	id-62742	2.43e-06	-	GTTGTCCCGGGCTGCAGGCCCTGTGGGGGGCGGCA	V_CTCF_BR	6
chr20	62610993	62611143	id-62743	7.82e-06	+	CTGCGTGCACCAAGGCTGTCCGCCAGGGCGAGGGG	UpstreamP1_CTCF	23
chr20	62612254	62612404	id-62744	2.78e-06	+	CCTAGCTTCTTCCGCCTCTCCACGAGGAGGCGCTC	V_CTCF_BR	40
chr20	62669642	62669792	id-62745	7.44e-06	-	CAAGCAGCTCTCTCCAGGGCCCCGCGGCGGCCCCC	Upstream_CTCF	8
chr20	62669985	62670135	id-62746	6.98e-07	-	GCAGCGCGAAGAGCTTCTCCCAGCAGGTGGCGACG	V_CTCF_BR	39
chr20	62670426	62670576	id-62747	1.23e-08	+	CCGCCGCTCCCAGCCTCGGGCAGCAGAGGGCGGAC	UpstreamP1_CTCF	39
chr20	62680560	62680710	id-62748	3.81e-05	-	GCCCGGCCGGCCGCGGGGAACGCCAGGCGGCAGAC	V_CTCF_BR	15
chr20	62681951	62682101	id-62749	6.8e-06	-	CAGGCTATGAGGAGATGTGCCGCGAGGTGGCGAGA	Upstream_CTCF	3
chr20	62685802	62685952	id-62750	2.6e-05	-	CTGCAGTGCCCCTCCGTGGCTGGGAGACAGATGAC	UpstreamP1_CTCF	39
chr20	62687357	62687507	id-62751	3.86e-05	+	AGTGCATTGTTAGAGCAAGCCTGGAGCAGGCCGCC	Upstream_CTCF	6
chr20	62689227	62689377	id-62752	1.67e-07	-	AGCCTGTGAGGAACAGTGGCCTCTAGGTGGCAGGA	V_CTCF_BR	40
chr20	62701169	62701319	id-62753	4e-11	-	GGGCAGTGGCATCCAGCAGCCACCAGAGGGCACCA	UpstreamP1_CTCF	40
chr20	62710729	62710879	id-62754	1.63e-05	-	GCTGCGCCCCCGGCCCCAGCCGATCGGGGGCTCCT	Upstream_CTCF	2
chr20	62713718	62713868	id-62755	5.96e-07	-	TGTTTCTCCCCAGCCCCGGCCAGGGGGTGGAGCCC	V_CTCF_BR	4
chr20	62714933	62715083	id-62756	8.89e-06	+	GCGGCAGGAACAGCTCCAGCCGGATGGCGGCGCGC	Upstream_CTCF	40
chr20	62733464	62733614	id-62757	2.74e-08	+	GCAGCGGCCTCGGACCCTCCCTCCAGGGGGCGCTG	V_CTCF_BR	40
chr20	62751889	62752039	id-62758	8.17e-10	-	CAGCAGTTCTCGGAACTGGCCACTGGGGGTCAGGG	UpstreamP1_CTCF	40
chr20	62762865	62763015	id-62759	1.75e-07	-	CAGCACAGTACCAGTGTGGCCACCAGATGGCCCAG	UpstreamP1_CTCF	39
chr20	62765590	62765740	id-62760	8.91e-07	+	ACTGCGTCTGCCTCCTCGTGCACCAGAGGGTGGCA	Upstream_CTCF	34
chr20	62776950	62777100	id-62761	1.15e-07	-	AGTGCTGCTGCCATTGCAACCACAAGGTGTCGCCG	Upstream_CTCF	30
chr20	62786818	62786968	id-62762	6.43e-06	-	CCCTGTCATCACCTTCCACCCTGCAGGGGTCACAC	V_CTCF_BR	1
chr20	62811037	62811187	id-62763	9.71e-06	-	TACGTCTTCCCAGCCATGTCCACTAGAGGCCCAAC	Upstream_CTCF	10
chr20	62854860	62855010	id-62764	6.49e-06	-	CTGCAGCGACCCCTAGCCCCCAGCGGAGAGGCAAA	UpstreamP1_CTCF	36
chr20	62855728	62855878	id-62765	4.48e-07	-	GCTGCTGGGGCCAGACCAGCCTCCAGAGGGGAACA	Upstream_CTCF	17
chr20	62870249	62870399	id-62766	2.78e-06	+	TTTCAAAGCCACATGCTTGTCACCAGGTGGCAGAA	V_CTCF_BR	9
chr20	62874256	62874406	id-62767	1	+	NA	NONE	2
chr20	62879503	62879653	id-62768	1.24e-05	-	GGCTCATATGAGGAATTTACCGCAAGGTGTCACCG	V_CTCF_BR	2
chr20	62887313	62887463	id-62769	2.11e-06	-	ACGCGGGACGCCCTGGAGGCCGCTGGGGGGAGGTG	V_CTCF_BR	21
chr20	62909828	62909978	id-62770	7.27e-06	+	GGCACGGGCTACATGAGGACCTCCAGGGGGTGTTG	V_CTCF_BR	6
chr20	62916937	62917087	id-62771	1.28e-06	+	CCCGCCTAGTCCCCATCTGCCTGCAGGTGGCGTGC	V_CTCF_BR	0
chr20	62917365	62917515	id-62772	2.24e-10	+	CCTGCAATGTCCCTAGCTGCCACCAGGCGGCGTGC	Upstream_CTCF	0
chr20	62948129	62948279	id-62773	2.28e-05	+	CGAGGAAGTGCGAGGCTGGACGCTGGGAGGCGCGC	Upstream_CTCF	24
chr21	9485114	9485264	id-62774	6.27e-08	+	TTGCTATGCCAAAAGCCTGCCTCTAGATGGCAAAC	UpstreamP1_CTCF	26
chr21	9535065	9535215	id-62775	7.27e-06	-	TCCAAGCTGACTGATCTGCCCACCAGAGGTCACAT	V_CTCF_BR	2
chr21	9585011	9585161	id-62776	1	+	NA	NONE	30
chr21	9590252	9590402	id-62777	5.08e-07	+	AACGTCATACCTCGAACCACCACCAGATGGCTCTG	V_CTCF_BR	15
chr21	9696040	9696190	id-62778	3.81e-05	-	TTGTAAGTTCTTAGATTGTCCCAAAGGTGGCGCAT	UpstreamP1_CTCF	40
chr21	9825661	9825811	id-62779	5.38e-05	+	CGGCGCGCGCCTTGGGGACCGGGTTGGTGGCGCCC	V_CTCF_BR	13
chr21	9826088	9826238	id-62780	1	+	NA	NONE	30
chr21	9826372	9826522	id-62781	5.68e-06	-	CGAAGCCCGGCTCCGAGCCCCGCCGGCGGGCGCGG	V_CTCF_BR	5
chr21	9826561	9826711	id-62782	6.05e-06	+	CGCCGTCCCCGCCTCGCCGCCGCCCGCGGGCGCCG	V_CTCF_BR	0
chr21	9826755	9826905	id-62783	8.59e-05	-	CGCGGGGGCGGCGGCCGGGACCGGTGGGGCCGGGG	V_CTCF_BR	15
chr21	9827242	9827392	id-62784	1	+	NA	NONE	27
chr21	9857094	9857244	id-62785	4.31e-07	-	CAGACACCTTTCATTCCCAACAGCAGAGGGCGCTG	V_CTCF_BR	9
chr21	9865703	9865853	id-62786	6.82e-05	-	TGCTGGGGTTGTTTGCCTGCCTACAGGAGGTGCTG	V_CTCF_BR	7
chr21	9909590	9909740	id-62787	1.23e-10	-	ATTGCATTTCCACCCAAGGCCAGCAGAGGGAGCAC	Upstream_CTCF	22
chr21	9913416	9913566	id-62788	9.71e-06	+	GGCGCGATTCCCCACGCAGCCAGCGAAGGGCGGCT	Upstream_CTCF	12
chr21	10001042	10001192	id-62789	2.4e-05	+	TAAAACATACAACACATTGTCGCAAGAGGGCAGCC	V_CTCF_BR	34
chr21	10614832	10614982	id-62790	8.71e-06	+	TGCTGGAGGTGTTTGCCTGCCTGCAGGAGGTGCTG	V_CTCF_BR	6
chr21	10623509	10623659	id-62791	9.81e-06	+	CAGACACCTTTCATTCCCAACAGCAGAGGCCGCTG	V_CTCF_BR	5
chr21	10629778	10629928	id-62792	1.56e-06	+	GTGTAATTCAGGCTTCAGTCCAGTAGACGGTGCTT	UpstreamP1_CTCF	5
chr21	10702659	10702809	id-62793	1	+	NA	NONE	0
chr21	10724585	10724735	id-62794	4.17e-05	+	TTTTCTTTTCCACAGTAGGCCTCGAGGGGCTCCAA	Upstream_CTCF	0
chr21	10775745	10775895	id-62795	1	+	NA	NONE	0
chr21	10800912	10801062	id-62796	1	+	NA	NONE	0
chr21	10861869	10862019	id-62797	7.23e-07	+	CATGCAGAGCAGAGACAGTGCTGCAGAGGGCGCCC	Upstream_CTCF	7
chr21	10935036	10935186	id-62798	5.28e-05	-	CCTCTTATTCCCTGAATCTCCACTAGAAGATGCTA	Upstream_CTCF	2
chr21	11109103	11109253	id-62799	4.21e-05	-	ACTAGCAGTTCTCAATGGCCCAGTAGGGGGCGTGT	V_CTCF_BR	34
chr21	11111545	11111695	id-62800	3.4e-06	-	TGGCGAGCCCTCTTACCCCCCAGGAGGGGGCATCC	V_CTCF_BR	3
chr21	11145513	11145663	id-62801	1	+	NA	NONE	3
chr21	14425306	14425456	id-62802	3.71e-05	-	TCTTCCCTATCCTTTATCCCCACCTGCTGGAGGCT	Upstream_CTCF	8
chr21	14742773	14742923	id-62803	1	+	NA	NONE	1
chr21	14892429	14892579	id-62804	3e-06	+	GGTCACTGCAACTGTTACAGCACCAGAGGGCACCT	UpstreamP1_CTCF	1
chr21	14902137	14902287	id-62805	6.8e-06	+	GCTGAATTACCAGAGCCTACCGCTTGGAGGAAGGT	Upstream_CTCF	2
chr21	15067790	15067940	id-62806	3.97e-07	-	CGCTCACTTGCAGCTACCACCGCCAGGTGGCTCCC	V_CTCF_BR	7
chr21	15069070	15069220	id-62807	5.01e-06	+	GCCGACTGCCTGATTTTGGCCACTAGGTGGAGTCT	V_CTCF_BR	15
chr21	15079648	15079798	id-62808	1.72e-06	+	GGTGCATGATTCCATCCAACCACAAGGTGGGGTGG	Upstream_CTCF	13
chr21	15112593	15112743	id-62809	1	+	NA	NONE	8
chr21	15166436	15166586	id-62810	5.93e-10	-	CTGCACTTCCCAGACACCCCCAGCAGGGTGCACCA	UpstreamP1_CTCF	9
chr21	15178870	15179020	id-62811	5.08e-05	+	CTCCAGGGTCCCTCAGCATCCACAGGGGGCACTCG	UpstreamP1_CTCF	10
chr21	15435957	15436107	id-62812	1.28e-06	+	TAGGGGCGCCATCCCGGGTCCAACAGCTGGCGGCG	V_CTCF_BR	2
chr21	15442440	15442590	id-62813	3.73e-06	-	GCTGCTTTGCCCGGCGCTGCCACTAGAGCTGGCAG	Upstream_CTCF	4
chr21	15445669	15445819	id-62814	2.78e-06	-	ACACAGTGTGCGTATCTCGCCCACAGGGGGCACCC	V_CTCF_BR	0
chr21	15491479	15491629	id-62815	1.61e-05	-	TGGCAGTAAGATACATGGGTCGCTAGGTGGAGTGA	UpstreamP1_CTCF	12
chr21	15492528	15492678	id-62816	5.08e-07	-	TTCTGTGCTGAGGTTCCTACCGCTAGGGGGCGGGC	V_CTCF_BR	40
chr21	15588254	15588404	id-62817	1	+	NA	NONE	4
chr21	15626027	15626177	id-62818	1.1e-05	+	AGAAAAATACCTTGAAAAGCCACTAGAGGGCAATA	V_CTCF_BR	39
chr21	15632122	15632272	id-62819	1.34e-06	+	TGGTTGTTATTTAATCTGTCCAGTAGATGGTGCCA	UpstreamP1_CTCF	40
chr21	15678938	15679088	id-62820	6.39e-05	+	GTTATTTTTCTTAAAATAACCAACAGAGGGCATAG	Upstream_CTCF	30
chr21	15693545	15693695	id-62821	1	+	NA	NONE	3
chr21	15749288	15749438	id-62822	1.35e-05	-	ATGCTAGCAGCGCCCTCCTCCACCAAGTGGTGACA	UpstreamP1_CTCF	28
chr21	15755145	15755295	id-62823	8.81e-07	+	GCCGTCTATCCTACCTTGGCCTGCAGGGGCCGGGG	V_CTCF_BR	25
chr21	15755941	15756091	id-62824	8.56e-05	-	CTGCGGCAGGGACCCTTCTACGGAGGATGGCTGGG	UpstreamP1_CTCF	18
chr21	15776155	15776305	id-62825	6.43e-06	+	ACAGTGAAATATACAGTGACCAGCAGGTGTCTCTG	V_CTCF_BR	39
chr21	16110379	16110529	id-62826	5.96e-07	-	ACGTCTCATTTCTTCCTTGCCTCTAGAGGGAGCCA	V_CTCF_BR	40
chr21	16138644	16138794	id-62827	8.98e-06	-	GAGCATGTTCCCCTGCACCCAGGCAGGTGGCACCA	UpstreamP1_CTCF	13
chr21	16146209	16146359	id-62828	3.09e-07	-	TGTAGCCCCAGGGTTTTAACCAGCAGAGGGTGCTG	V_CTCF_BR	35
chr21	16235247	16235397	id-62829	1.15e-06	-	AGGGCAGAAATTAGAGTGGCCAGCAGGGGGCTTCT	Upstream_CTCF	39
chr21	16236669	16236819	id-62830	1.56e-06	+	CATTCACACCAACCGAAGCCCAGCAGGGGGCAGCT	Upstream_CTCF	37
chr21	16237045	16237195	id-62831	1	+	NA	NONE	39
chr21	16253100	16253250	id-62832	3.84e-06	+	ATGTTAGAAGCCACCATTGGCACTAGGGGTCACAA	UpstreamP1_CTCF	14
chr21	16261809	16261959	id-62833	1	+	NA	NONE	6
chr21	16325362	16325512	id-62834	1.32e-05	-	GATGCAGTATTATTTCTGTCCATAGGATGGCATAT	Upstream_CTCF	17
chr21	16394985	16395135	id-62835	6.64e-05	+	AATGTAAAATGCAGTGTAGCCACTAAGGGGAACAG	Upstream_CTCF	18
chr21	16406952	16407102	id-62836	5.13e-05	+	GGAAGTGGAAAGAACTAGGTCAGTAGGTGGCAGAT	V_CTCF_BR	11
chr21	16435003	16435153	id-62837	6.21e-05	+	GCAATAAACTAACAAACAGACTCTAGGTGGTGGTA	V_CTCF_BR	23
chr21	16435571	16435721	id-62838	1	+	NA	NONE	12
chr21	16437623	16437773	id-62839	2.43e-06	-	AGGAGGAGCTGTCCAGGCGCCTGCAGCGGTCGCGG	V_CTCF_BR	8
chr21	16582683	16582833	id-62840	7.17e-05	+	ACTGCAATGCTCCAGCCCCACCCAGGGGTCAGGGC	Upstream_CTCF	7
chr21	16594341	16594491	id-62841	1.04e-05	-	AGAACTAGACCTGAGTCAGCCTCAAGAGGGAACAT	V_CTCF_BR	8
chr21	16596463	16596613	id-62842	9.81e-06	-	GCAGGGACGGCAAATGCAGACACAAGGAGGCAGAA	V_CTCF_BR	4
chr21	16614499	16614649	id-62843	1	+	NA	NONE	9
chr21	16653507	16653657	id-62844	1	+	NA	NONE	1
chr21	16803555	16803705	id-62845	1.43e-05	-	GATGTCCCACCCAGATCCTCCTGTAGGGAGAGATG	Upstream_CTCF	13
chr21	16855609	16855759	id-62846	3.42e-08	-	GCTACTTGCTGCAATCTGTCCAGCAGAGGGCGGTG	V_CTCF_BR	40
chr21	16868545	16868695	id-62847	1.16e-05	+	CCTGCCCTGACTACATGCTCCACCTGGTGAAAACC	Upstream_CTCF	12
chr21	16893233	16893383	id-62848	8.21e-06	+	TCCTTCCCCAGAGTATCTGCCACTAGGTGGAGTGA	V_CTCF_BR	39
chr21	16907049	16907199	id-62849	1.72e-06	-	TATGCTCTGCCAAAAGGGGGCACAAGACGGAGACT	Upstream_CTCF	1
chr21	16915953	16916103	id-62850	1.39e-05	-	GGGCATCCCCTGAATTCTGCCGGGTGTTGGCAGCA	V_CTCF_BR	10
chr21	16925547	16925697	id-62851	1.47e-05	-	AAACAGAGACTCACTCAAACCACTAGAGGGATCTC	V_CTCF_BR	38
chr21	16946860	16947010	id-62852	2.72e-06	+	CAGTAGCCCTGGCTTCTACCAACTAGATGGCAGTA	UpstreamP1_CTCF	21
chr21	16964718	16964868	id-62853	7.12e-06	-	AATTTGTTAGCCGTAGTGGCCATTAGATGGCAGTG	UpstreamP1_CTCF	38
chr21	17052091	17052241	id-62854	3.4e-06	+	ATTTGACAGTGAGGGGGCGCCAGAAGCTGGAGGAG	V_CTCF_BR	19
chr21	17102515	17102665	id-62855	1	+	NA	NONE	27
chr21	17198575	17198725	id-62856	2.5e-05	-	TGTCTGTGATGGTATGGAACCACTAGGTGGGGAAC	UpstreamP1_CTCF	40
chr21	17248784	17248934	id-62857	7.78e-06	-	CTTGCACTTCTCTCTCCTGCCACCATGTGATGAAG	Upstream_CTCF	10
chr21	17266968	17267118	id-62858	5.26e-07	+	ATTGCTGTCTTCTAAATTCCCAGTAGGTGGTGTCA	Upstream_CTCF	32
chr21	17349257	17349407	id-62859	1	+	NA	NONE	36
chr21	17375310	17375460	id-62860	2.59e-06	+	ATGCAAAATTAAAGTACTGACAGTAGAGGGCAGGG	UpstreamP1_CTCF	34
chr21	17442514	17442664	id-62861	1	+	NA	NONE	19
chr21	17454798	17454948	id-62862	1	+	NA	NONE	23
chr21	17457332	17457482	id-62863	1	+	NA	NONE	5
chr21	17566771	17566921	id-62864	5.68e-06	+	AGCCAGCTTGTGGAAGGGGCCTCTGGGTGGCAGCT	V_CTCF_BR	34
chr21	17614067	17614217	id-62865	2.58e-05	+	TGTTCTATCCTGTTTACAGCCAATGGGGGGCCCTT	Upstream_CTCF	4
chr21	17652711	17652861	id-62866	1	+	NA	NONE	6
chr21	17678081	17678231	id-62867	1	+	NA	NONE	6
chr21	17702776	17702926	id-62868	2.11e-06	-	TGACAGGGAGTATTTCTTCCCACTAGATGGCAGTA	V_CTCF_BR	39
chr21	17826823	17826973	id-62869	1	+	NA	NONE	31
chr21	17833367	17833517	id-62870	5.68e-06	-	CACACTTCTAAATGAGCAGCCACTAGGGGGATGCT	V_CTCF_BR	26
chr21	17980873	17981023	id-62871	2.66e-05	-	GTCTCATTTCTTGAAAGAACCAGGTGAGGGAGCTA	V_CTCF_BR	35
chr21	18013940	18014090	id-62872	3.31e-06	-	CTGTTAGGAACTGGGCTGCACAGCAGGAGGCGAGC	UpstreamP1_CTCF	3
chr21	18092224	18092374	id-62873	1	+	NA	NONE	5
chr21	18184409	18184559	id-62874	3.63e-06	-	GGAGATAAGGCAGGAACAGACACCAGATGGCAATG	V_CTCF_BR	1
chr21	18223459	18223609	id-62875	3.03e-05	+	GATGTCATCCCCACTTTCACCTGTAGGGTGAATGT	Upstream_CTCF	27
chr21	18285424	18285574	id-62876	4.65e-05	+	GGTTGTGACTGTCAGTGAACAGCCAGAGGGCGATG	V_CTCF_BR	15
chr21	18315126	18315276	id-62877	8.21e-06	+	GGTTGCTGCCTCCTTTTTAGCACTAGGTGGCACCT	V_CTCF_BR	34
chr21	18417669	18417819	id-62878	4.41e-06	-	TCTGGGTTTGAATTTACAAACACTAGAGGGCAGTC	V_CTCF_BR	36
chr21	18455285	18455435	id-62879	5.01e-06	-	GCTGTGTGGGCTTGCTGGGGCAGTGGGTGGCAGCA	V_CTCF_BR	5
chr21	18518896	18519046	id-62880	1	+	NA	NONE	7
chr21	18603562	18603712	id-62881	1.56e-06	-	TGAGCATTTCTAAAAGAGGCCACTGGGAGCAGTGG	Upstream_CTCF	19
chr21	18642699	18642849	id-62882	1	+	NA	NONE	34
chr21	18759463	18759613	id-62883	2.78e-06	+	TAAATTATATCAACAGCTACCACTAGAGGGCGCTT	V_CTCF_BR	38
chr21	18868228	18868378	id-62884	1	+	NA	NONE	12
chr21	18871300	18871450	id-62885	1.14e-06	-	AGGCAGTGCCAAGGATGGATCTGAAGAGGGCAGAA	UpstreamP1_CTCF	4
chr21	18884907	18885057	id-62886	1	+	NA	NONE	40
chr21	18885432	18885582	id-62887	1	+	NA	NONE	4
chr21	18886284	18886434	id-62888	1	+	NA	NONE	17
chr21	18927020	18927170	id-62889	7.27e-06	-	TGACCACCACTTAGTTGGGTCACTAGAGGGCACTT	V_CTCF_BR	38
chr21	18958309	18958459	id-62890	1.59e-06	-	CGCCTATAAAAATTACTGGCCACAAGAGGGCATCA	V_CTCF_BR	40
chr21	18984010	18984160	id-62891	1	+	NA	NONE	16
chr21	18985776	18985926	id-62892	3.63e-05	-	CAGGGCAGCACACAAGCGTCCACAGGAGGCAGGCC	V_CTCF_BR	14
chr21	19051441	19051591	id-62893	7.82e-06	+	GAACAGTAACTGCAATACACCACAAGAGGGCAAAC	UpstreamP1_CTCF	39
chr21	19061264	19061414	id-62894	2.04e-08	+	TGTGCTGTTTGGCCTCCTGCCAGGAGGTGGCGCTT	Upstream_CTCF	23
chr21	19098489	19098639	id-62895	7.44e-05	+	GTTGCTATTCCAAGGCTTCCCTAATGGGGCAGTAT	Upstream_CTCF	34
chr21	19275463	19275613	id-62896	1.1e-06	-	TTTATTTATTGAACTATATCCACCAGAGGGCAGCA	V_CTCF_BR	24
chr21	19297442	19297592	id-62897	4.88e-06	-	TAGCATGGTACTAGAGTGACCACTAGAGGTCGCAT	UpstreamP1_CTCF	40
chr21	19298327	19298477	id-62898	5.68e-06	+	TGTAATGATTCTTGTCTTTCCTCAAGAGGGCAGCA	V_CTCF_BR	39
chr21	19303514	19303664	id-62899	6.17e-09	-	TTGCAGTTCAACCTCCAGACCAGTAGGTGGTGCTT	UpstreamP1_CTCF	38
chr21	19413455	19413605	id-62900	1.77e-05	+	ATTGGCCTGTCATAGACAGACACAAGGTGGCGTTA	Upstream_CTCF	32
chr21	19431475	19431625	id-62901	5.98e-05	-	ATAAAGTCTCCCTTTCTGGCCTGTAGATGGCCGCT	UpstreamP1_CTCF	1
chr21	19537362	19537512	id-62902	1.03e-05	+	CAGCATCTCTGACCTCTATTCACTAGATGTCAGTA	UpstreamP1_CTCF	9
chr21	19577404	19577554	id-62903	1	+	NA	NONE	12
chr21	19606605	19606755	id-62904	6.98e-07	-	CCATTTTGAGGCTTCACGGCCAGTAGAGGGCAAGA	V_CTCF_BR	4
chr21	19622251	19622401	id-62905	3.86e-05	+	ACCTTTCTGCCATCTCTCACCAGGAGAGGTCGTCT	Upstream_CTCF	16
chr21	19638386	19638536	id-62906	3.11e-05	-	AAAATTACTTTAATATTTGCCTCAAGGGGGAGCTT	V_CTCF_BR	8
chr21	19667599	19667749	id-62907	2.2e-06	+	AGTGCATTATACTTATCAGCCACTAGAGATCAGTA	Upstream_CTCF	38
chr21	19670701	19670851	id-62908	7.49e-05	+	AGTGTCAATTGGCGAGGCACCACAGGGTGGAGAGA	V_CTCF_BR	3
chr21	19741466	19741616	id-62909	7.27e-06	-	ACAATTAGTGAATATTCAGCCAGCAGAGGGAGTTC	V_CTCF_BR	23
chr21	19757223	19757373	id-62910	6.21e-05	+	TCACAGTAGATCAGCATCTCCACTAGGGGGAGTAT	V_CTCF_BR	33
chr21	19760435	19760585	id-62911	3.65e-07	+	TTTAATGGCAGCTCAGCTACCACCAGAGGGAAGTA	V_CTCF_BR	9
chr21	19801094	19801244	id-62912	5.34e-06	-	TGACTCTCTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	5
chr21	19872220	19872370	id-62913	1.08e-08	+	AGCAGCTGAGAAAAAGTTGCCACCAGAGGGCACTA	V_CTCF_BR	39
chr21	19894600	19894750	id-62914	4.01e-05	+	AAAAAATTCTGCATAGTACCCTGTGGAGGGCACTC	V_CTCF_BR	16
chr21	19940194	19940344	id-62915	2.77e-07	+	ATGTAATTCACTACCTTGTCTACTAGGTGGTGCCG	UpstreamP1_CTCF	12
chr21	20094656	20094806	id-62916	4.71e-06	-	ATTGAAGTATGCATTGTCAACACAAGATGGCAATG	Upstream_CTCF	4
chr21	20098084	20098234	id-62917	3.86e-08	+	GCAGCAGTGCACATGAATACCACCGGGGGGCCTGA	Upstream_CTCF	15
chr21	20173904	20174054	id-62918	9.71e-06	+	ATAGGACTGTTAGTGCCAGCCCCTAGGTGGCATAG	Upstream_CTCF	16
chr21	20212589	20212739	id-62919	1.46e-07	+	TTGTAGTTTGGGCAACTATCCAGCAGATGGCTATC	UpstreamP1_CTCF	28
chr21	20324087	20324237	id-62920	1.97e-06	+	CCAGAGTCACATCCCTACTCCAGTAGAGGGCAGTG	V_CTCF_BR	25
chr21	20633443	20633593	id-62921	4.01e-05	-	TTTAAGTCTGTTTTTTGTGCCTGTAGGTGGCATTG	V_CTCF_BR	3
chr21	20694797	20694947	id-62922	3.4e-06	+	TTTTCTTGCATTAATGTAACCACCTGGTGGCACTA	V_CTCF_BR	9
chr21	20712741	20712891	id-62923	8.33e-05	-	AGAGCATTTCCTACTTCTACCACTTGGGTCTTGGC	Upstream_CTCF	10
chr21	20880119	20880269	id-62924	1.95e-07	+	CCTTCTATTCTCATATTCACCACAAGAGGGAGACT	Upstream_CTCF	26
chr21	20883092	20883242	id-62925	6.19e-06	+	CTGTAATCCCAGCTACTGAACACAGGAGGCAGTGG	UpstreamP1_CTCF	6
chr21	20980441	20980591	id-62926	2.91e-05	+	TGTTCATGAGCCCACAACCCCAGGAGATGGCAGAT	Upstream_CTCF	5
chr21	21107347	21107497	id-62927	3.97e-05	-	AAGCAGAAACTTATGACAGCAACAAGGGGGAGCCT	UpstreamP1_CTCF	1
chr21	21154707	21154857	id-62928	1.17e-05	-	CAGTGCCCCACTGCTCAAACCTCTAGGGGGAGCAT	V_CTCF_BR	5
chr21	21354380	21354530	id-62929	1.55e-05	+	ATAGCATTGAGGATGGAAACCTGAAGATGGCAGTA	V_CTCF_BR	7
chr21	21410185	21410335	id-62930	3.6e-07	+	GAAGCTATACCCTGCAGAGCCACAGGGTGGAGCTG	Upstream_CTCF	4
chr21	21413202	21413352	id-62931	2.11e-06	-	TCATATGCAAAAAAGGTCACCAGTAGGTGGAAGCA	V_CTCF_BR	13
chr21	21797332	21797482	id-62932	5.2e-08	+	TTGAAGTCCTCACCATCTTCCAGCAGGGGGTGGTA	UpstreamP1_CTCF	8
chr21	21815998	21816148	id-62933	8.97e-05	-	CACATAATATTAATCTTTGCCAGTAGACGGCGATA	Upstream_CTCF	33
chr21	21856928	21857078	id-62934	9.26e-05	+	ATGCAGTCCATAGAGGTCAGTAGTAGAGAGGGGAA	UpstreamP1_CTCF	4
chr21	21943398	21943548	id-62935	1	+	NA	NONE	5
chr21	22111883	22112033	id-62936	2.59e-06	+	AGGTAAGTCATCGGTGAGGCCAGCAGAGGGAGTAG	UpstreamP1_CTCF	20
chr21	22248199	22248349	id-62937	1.93e-05	-	TTAGATGTGGACATTGCAGCCAGTAGATGTTGCTG	V_CTCF_BR	9
chr21	22254913	22255063	id-62938	1.99e-07	-	AAGATGGATATGGAGATGGCCACCAGAGGGTGCAA	V_CTCF_BR	39
chr21	22343763	22343913	id-62939	3.65e-07	-	TGAAAAAGGAACGAGGCCGACACCAGAGGGAGCCC	V_CTCF_BR	36
chr21	22368265	22368415	id-62940	1.34e-06	-	CCTGCAATTTTTCAACCTGACACTGGGAGTGGCCA	Upstream_CTCF	6
chr21	22372008	22372158	id-62941	9.14e-09	+	TCTGTATTGCTCGTTTGGTCCAGCAGGGGGTGGTA	Upstream_CTCF	40
chr21	22376112	22376262	id-62942	6.21e-05	+	GTAGATTGTGTGAAGAACAACTCCAGGGGGCGTCA	V_CTCF_BR	36
chr21	22474356	22474506	id-62943	2.55e-06	-	GCTTCATCTCTGGTTAAGGTCAGCAGGGGGCTCTC	Upstream_CTCF	28
chr21	22536343	22536493	id-62944	8.17e-09	+	TAGCAAGACTGGACAGCTGCCACCAGGTGGCACTA	UpstreamP1_CTCF	40
chr21	22552051	22552201	id-62945	2.55e-06	+	ACTGCAGTGTCAGACATATCCCCAGGATGTAGCAC	Upstream_CTCF	2
chr21	22604742	22604892	id-62946	4.7e-06	+	TTGAATATTGCTTGAGTTGCCACTTGATGGCAGTC	V_CTCF_BR	33
chr21	22667708	22667858	id-62947	1	+	NA	NONE	6
chr21	22696733	22696883	id-62948	6.86e-07	-	GGTGCATAACCTACCTGAACCAGGAGATGGCGGGT	Upstream_CTCF	8
chr21	22746419	22746569	id-62949	2.02e-06	-	GTGAAATATCCTGTAATTTCCACTAGATGTCTCCA	UpstreamP1_CTCF	23
chr21	22984862	22985012	id-62950	1	+	NA	NONE	10
chr21	23061322	23061472	id-62951	1.03e-07	-	GCTGCAGTCTTCTATGCATCCAGCTGATGGCGACG	Upstream_CTCF	31
chr21	23123739	23123889	id-62952	1	+	NA	NONE	6
chr21	23191439	23191589	id-62953	8.02e-05	+	GATGCACTTTCAAGCTCTGCCTGTAGGAAAGCAAG	Upstream_CTCF	2
chr21	23294080	23294230	id-62954	2.27e-06	-	TTCTGTGACATACTAATATCCTCCAGGGGGAGCCA	V_CTCF_BR	39
chr21	23346248	23346398	id-62955	1	+	NA	NONE	7
chr21	23493313	23493463	id-62956	8.71e-06	-	CTAAATTTGCAGTTATCAGCCAGTAGGGGTCGCTT	V_CTCF_BR	34
chr21	23719120	23719270	id-62957	1	+	NA	NONE	1
chr21	23849452	23849602	id-62958	1	+	NA	NONE	2
chr21	23947482	23947632	id-62959	8.97e-05	+	CCTGAAACTATACTTACAAACTTTAGGGGGAGCTC	Upstream_CTCF	19
chr21	24164408	24164558	id-62960	2.38e-07	-	CCTTGAGCCACACCATGAACCACTAGGTGGCAGTA	V_CTCF_BR	40
chr21	24310057	24310207	id-62961	8.19e-06	+	CTGCTTTAGTAATGTATGTCCTCTAGGGGTTCCTG	UpstreamP1_CTCF	3
chr21	24389061	24389211	id-62962	2.43e-06	-	GGCAGAGGAAGCCCATAGCCCAGAAGGTGGCAGTG	V_CTCF_BR	16
chr21	24470128	24470278	id-62963	7.49e-07	-	CTGCACCTGCACAGATAAGCCGGCAGGGTCCAGTA	UpstreamP1_CTCF	2
chr21	24500429	24500579	id-62964	7.02e-05	+	TAGCAATGGCAGGTGGCGTCCTTGTGATGGCGCAC	UpstreamP1_CTCF	3
chr21	24503610	24503760	id-62965	1.76e-05	-	GTGCACCACCACAAGGACGCCACCTGCCGTTGCTA	UpstreamP1_CTCF	10
chr21	24524630	24524780	id-62966	7.27e-06	-	ATGAGGAATTTTTATTTTGCCTGTAGATGGCAGGA	V_CTCF_BR	6
chr21	24533351	24533501	id-62967	4.14e-06	-	CACAGCAAAACTCACCTCACCAGAAGGGGGAGATG	V_CTCF_BR	13
chr21	24618561	24618711	id-62968	1.9e-06	-	CCTGCAGTTCCCCAGCAGGCCTGCATGTGCTGCTT	Upstream_CTCF	6
chr21	24773713	24773863	id-62969	2.04e-05	-	AGCCTAGTACTTCAGATGACCTCAAGGTGGCATGA	V_CTCF_BR	23
chr21	24825213	24825363	id-62970	1.03e-06	-	TGTTACGCCCGGGTAAGGACCACTAGAGGGCTCCT	V_CTCF_BR	23
chr21	24921518	24921668	id-62971	1.13e-05	+	ATGAGCCACCAAGAGTAAGCCACCAGGTGGCCTGG	UpstreamP1_CTCF	2
chr21	24947375	24947525	id-62972	2.11e-06	-	CCCTTAGCTTCAGCTCTGACCTGCAGGAGGCAGAG	V_CTCF_BR	4
chr21	25098048	25098198	id-62973	2.6e-05	-	TTGTCATAAAGCAACCCTTCCATCAGGGGGCATAG	UpstreamP1_CTCF	7
chr21	25226231	25226381	id-62974	6.43e-06	+	TAACAGTAGATGAGGCCATCCTGAAGGTGGCAGTA	V_CTCF_BR	32
chr21	25308661	25308811	id-62975	4.48e-07	+	TGAGCTCTAGCAATAGGCAGCACTAGGGGGAGACA	Upstream_CTCF	34
chr21	25341045	25341195	id-62976	2.31e-07	-	AGTGAAATACCAGAAACTGTCAGTAGATGGCAGTG	Upstream_CTCF	36
chr21	25366945	25367095	id-62977	7.07e-08	+	CTGAGGCCTCCCTTCCTGGCCTGCAGATGGCTGCC	V_CTCF_BR	3
chr21	25386826	25386976	id-62978	1	+	NA	NONE	20
chr21	25416436	25416586	id-62979	1.85e-05	+	GGTTTAAGTCAATTACAGCCCTGCAGGGGGAGTCT	Upstream_CTCF	3
chr21	25418096	25418246	id-62980	7.73e-06	-	GCATAACGGGGAGCTGTGGTCAGCAGGGGGCGTTT	V_CTCF_BR	29
chr21	25448623	25448773	id-62981	8.5e-06	-	AGTGGAAAACACAGAAAACCCACAAGATGGCAGGA	Upstream_CTCF	8
chr21	25485797	25485947	id-62982	2.15e-05	+	GAGAGTTGTCAGCAAGTCTCCAGAAGAGGGAGTTG	V_CTCF_BR	18
chr21	25555454	25555604	id-62983	5.92e-05	+	ACCTCTGACACAGAAATCACCTCTTGTGGGCTGTA	V_CTCF_BR	6
chr21	25747611	25747761	id-62984	3.65e-07	+	TGTGTTGGTTGGCCTCCAGCCAGAAGGTGGCGCTT	V_CTCF_BR	12
chr21	25749105	25749255	id-62985	1	+	NA	NONE	2
chr21	25791112	25791262	id-62986	2.78e-06	+	TGGCCCTCTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	5
chr21	25886549	25886699	id-62987	2.1e-06	-	TTTTCAGCAGCATATTTTACCACTAGGTGGTAGTA	Upstream_CTCF	31
chr21	25966538	25966688	id-62988	1	+	NA	NONE	7
chr21	26100242	26100392	id-62989	3.86e-05	-	GCAGTGAATCCAGGAATCACCAGTAGGGGAATTGG	Upstream_CTCF	7
chr21	26256018	26256168	id-62990	7.73e-06	-	GGAGAAGCAGGCACCTTCTCCACAGGGTGGCAGGA	V_CTCF_BR	7
chr21	26268561	26268711	id-62991	2.97e-06	+	AAATCTGAAGATGATACATCCAGCAGGGGGCTGTC	V_CTCF_BR	27
chr21	26397073	26397223	id-62992	1.69e-05	-	CTGACACTACAGGCTGCCACCACCAGGGACAAGCA	UpstreamP1_CTCF	4
chr21	26412184	26412334	id-62993	3.4e-06	-	GTGGCTGATGAGAACAGAGACAGAAGATGGCACTG	V_CTCF_BR	25
chr21	26413951	26414101	id-62994	1.39e-05	-	GGAAACCAGTTTTTATCCACAACCAGAGGGAGGCA	V_CTCF_BR	1
chr21	26451426	26451576	id-62995	1	+	NA	NONE	2
chr21	26484943	26485093	id-62996	1	+	NA	NONE	6
chr21	26588727	26588877	id-62997	1	+	NA	NONE	12
chr21	26597646	26597796	id-62998	1	+	NA	NONE	10
chr21	26656156	26656306	id-62999	2.81e-05	+	TAAAGAGTTTATAGGAACACCAGAAGGGGGAGCCT	V_CTCF_BR	37
chr21	26686314	26686464	id-63000	5.68e-06	-	GTAAAACATTTTTTGAGGATCAGCAGGGGGCACTA	V_CTCF_BR	31
chr21	26722495	26722645	id-63001	1.1e-06	+	CTGGCTACCCCATAGAGAACCACAGGAGGGCGCCA	V_CTCF_BR	39
chr21	26733044	26733194	id-63002	1.7e-05	+	TCTGCTGCCTCCAGCTGCAGCACAAGGGAGCTAGG	Upstream_CTCF	35
chr21	26735551	26735701	id-63003	1	+	NA	NONE	1
chr21	26758319	26758469	id-63004	8.79e-07	-	AGGTTATAACACAGAACAACCACAAGGTGGCAGAA	UpstreamP1_CTCF	40
chr21	26794155	26794305	id-63005	3.63e-05	+	AGAAAGTGGAACACAAATGCCTGAAGGGGGCGTTA	V_CTCF_BR	40
chr21	26879955	26880105	id-63006	1.81e-06	-	GTTGCAATTGATGACTTGGCCAGTAGGGAGTATTT	Upstream_CTCF	27
chr21	26933981	26934131	id-63007	3.84e-06	-	GGGAAGTGGCGACTTCTTGCAACTGGGTGGCAGGA	UpstreamP1_CTCF	16
chr21	26934420	26934570	id-63008	7.17e-05	+	CCAGCGCCGCCTGCAGCCTCGGGAAGGGAGCGGAT	Upstream_CTCF	31
chr21	26939941	26940091	id-63009	1.17e-05	-	GAGGGTCATGTTCACTGCTCCACAAGATGTCACCA	V_CTCF_BR	4
chr21	26946343	26946493	id-63010	1	+	NA	NONE	9
chr21	26979840	26979990	id-63011	3.4e-06	+	GCACTCAGACTGCTCGCCTCCACCGGGGGGCGTCA	V_CTCF_BR	40
chr21	26980691	26980841	id-63012	3e-09	+	TTGCAATTGGAATGCGCCGCCACCAGGTGGAAGTG	UpstreamP1_CTCF	40
chr21	27012106	27012256	id-63013	1.64e-05	-	AACTTACAGCCCAGGGCGACCACCAGGTAGCGCAG	V_CTCF_BR	32
chr21	27080907	27081057	id-63014	3.68e-10	-	TCTGTACTTTCACTGATGACCAGCAGGGGGCCACA	Upstream_CTCF	40
chr21	27107621	27107771	id-63015	5.08e-05	+	CGGGAGTTGTAGTCCTGGACCCGAAGGTGCCTGGG	UpstreamP1_CTCF	26
chr21	27162480	27162630	id-63016	3.73e-06	+	ATTTCAGTTCCAACTTGTTCCAGTTGATGTCACTA	Upstream_CTCF	40
chr21	27163762	27163912	id-63017	8.21e-05	-	TGGTCCTTTGGCATCCAGAGCTGTTGGTGGCGCTG	V_CTCF_BR	12
chr21	27173913	27174063	id-63018	4.38e-08	-	ACTGCAGTTCAGTTATGGGCCTCTGGGGGGCTCGT	Upstream_CTCF	38
chr21	27234951	27235101	id-63019	1.41e-06	-	TTACAATGCCTGCTTTTTGCCACTAGGAGGTGCTC	UpstreamP1_CTCF	40
chr21	27244005	27244155	id-63020	2.6e-07	-	GCCAACACCAACTCACCAGCCACATGAGGGCGCCA	V_CTCF_BR	32
chr21	27244707	27244857	id-63021	2.6e-07	+	GCCAACACCAACTCACCAGCCACATGAGGGCGCCA	V_CTCF_BR	24
chr21	27254214	27254364	id-63022	5.55e-11	+	GATGCTGTGCTCCATCTAGCCACCAGGTGGCGGTG	Upstream_CTCF	40
chr21	27259570	27259720	id-63023	5.68e-06	+	CTAGTGCTGAGATTTCCAGCCACCAGAGGGCTATT	V_CTCF_BR	39
chr21	27268169	27268319	id-63024	1.47e-05	+	ATACATTATCTTAACTAGTCCAGTAGAGGGAGCTG	V_CTCF_BR	39
chr21	27302581	27302731	id-63025	1	+	NA	NONE	14
chr21	27373791	27373941	id-63026	2.19e-05	-	GCAGTGAGCCAAGATTGTGCCACTGGGCGGCAGTG	Upstream_CTCF	6
chr21	27383760	27383910	id-63027	1	+	NA	NONE	1
chr21	27404727	27404877	id-63028	1.55e-05	-	GTTCATAGTCACATTGGAGCTGGCAGGTGGCAGCA	V_CTCF_BR	31
chr21	27464057	27464207	id-63029	3.81e-05	+	GGAAAAGAGGACATTCCCACCTCTAGGGGCAACGC	V_CTCF_BR	31
chr21	27541481	27541631	id-63030	1	+	NA	NONE	38
chr21	27542560	27542710	id-63031	1.83e-05	+	TCGCCCCCTACCCTTCTCGCCCCGGGCTGGCGCGG	V_CTCF_BR	8
chr21	27543095	27543245	id-63032	1.41e-08	-	GCGCAGTTCCCCGGCGGCGCCGCTAGGGGTCTCTC	UpstreamP1_CTCF	40
chr21	27862223	27862373	id-63033	1.18e-05	+	CTACAATTCTAACTGACTACCACTAGATAGCGACA	UpstreamP1_CTCF	21
chr21	27926760	27926910	id-63034	1	+	NA	NONE	2
chr21	28088323	28088473	id-63035	7.97e-09	+	ACTGCAATGATAGTTGTCAACACTAGGTGGCACCA	Upstream_CTCF	40
chr21	28089598	28089748	id-63036	2.4e-05	-	AGTAAATTTCCTTATTCAACCACAAGGTGGAGCAT	V_CTCF_BR	39
chr21	28103357	28103507	id-63037	4.14e-05	+	GAACAGTTCAGGCTTTGGGCCATTAGGAGGTGCCC	UpstreamP1_CTCF	15
chr21	28104939	28105089	id-63038	1.74e-07	+	TGTGTCATTTAACCTCTAGCCAGGAGGTGGCGCCT	Upstream_CTCF	40
chr21	28142036	28142186	id-63039	2.6e-05	+	TTTCACCGTGACAGATCAAACACAAGGGGGCGTCT	UpstreamP1_CTCF	35
chr21	28188441	28188591	id-63040	1.35e-05	+	GGACAGTTCCCACTTAGCTCCACTAGAGGTCTCAA	UpstreamP1_CTCF	38
chr21	28206582	28206732	id-63041	3.63e-06	+	TGATGAAAAAAAAATTTCACCAGCAGAGGGCTGAA	V_CTCF_BR	32
chr21	28207584	28207734	id-63042	7.12e-06	+	GTGTCTTTATCAAACTGCAACAGAAGAGGGCACAA	UpstreamP1_CTCF	14
chr21	28209997	28210147	id-63043	2.27e-05	+	ATGACCACTCCCCCAGCTGCCACTGGGGGCAGGGA	V_CTCF_BR	12
chr21	28213214	28213364	id-63044	3.29e-05	-	TGAGATATTCCAGCTACTCTCTCTAGATGGCATCC	Upstream_CTCF	24
chr21	28215824	28215974	id-63045	2.04e-05	+	CTTGAGAGCAGAATTATGGCCGCGAGAGGGAGTGC	V_CTCF_BR	32
chr21	28216383	28216533	id-63046	2.15e-05	-	CCACGCGACTTCAGGGTAGACTCCTGCTGGCAGGC	V_CTCF_BR	32
chr21	28217048	28217198	id-63047	1	+	NA	NONE	31
chr21	28217570	28217720	id-63048	1	+	NA	NONE	28
chr21	28217893	28218043	id-63049	9.41e-05	+	GCTGTGACCAGCACTTTGTACTGCTGGGGCCGCTC	V_CTCF_BR	26
chr21	28218443	28218593	id-63050	1	+	NA	NONE	34
chr21	28221870	28222020	id-63051	2.28e-05	+	TTAGTACATCTTTCTCCAAACACAAGGTGGCGATG	Upstream_CTCF	40
chr21	28222574	28222724	id-63052	1	+	NA	NONE	34
chr21	28253940	28254090	id-63053	8.46e-07	+	TATGTAATAACAAGACCACCCAAAAGGTGGCACTA	Upstream_CTCF	27
chr21	28282451	28282601	id-63054	2.6e-05	+	AAGCTTCTTTGGATTCTTTCCACTAGATGTCAATA	UpstreamP1_CTCF	22
chr21	28334137	28334287	id-63055	3.18e-06	-	GGCTCCTGGCTTGATTCTGACAACAGGGGGCAGTA	V_CTCF_BR	32
chr21	28336767	28336917	id-63056	1	+	NA	NONE	7
chr21	28337831	28337981	id-63057	2.89e-07	-	GCCGCTCCATCTCCCGGGCCCGCCAGGTGGAGCTG	Upstream_CTCF	32
chr21	28338494	28338644	id-63058	4.68e-07	-	CAGCCGCCCAGCCCCGCCGGCGGCAGGGGGAGGAG	V_CTCF_BR	20
chr21	28340008	28340158	id-63059	1.37e-05	-	CCAGCCGCTCTGCTGGTGGCCGGGAGAAGTTAGTC	Upstream_CTCF	16
chr21	28585793	28585943	id-63060	2.19e-05	-	TTCTAGCACCTCTAGGAGCCCACAAGAGGGAGTAA	UpstreamP1_CTCF	30
chr21	28734687	28734837	id-63061	5.13e-05	+	TTCCTCTCCAAAAACACCCCCTCTAGATGTCAGTG	V_CTCF_BR	29
chr21	28797567	28797717	id-63062	8.59e-05	+	GATTTTTCTGTGTGTGTGGCAGAAAGGGGGCACTA	V_CTCF_BR	26
chr21	28838670	28838820	id-63063	1.23e-05	-	TTGAAACCTCACAGCAAGTCCAGAAGGGGACGCTA	UpstreamP1_CTCF	24
chr21	28849159	28849309	id-63064	1.54e-05	-	TTGTAGGCAACATGATTAGCCACTAGAGGAAGTAA	UpstreamP1_CTCF	32
chr21	28937119	28937269	id-63065	1.26e-07	-	AGAGGGTTTGAGCAGCTGACCAGTAGAGGGCACCT	V_CTCF_BR	37
chr21	28937865	28938015	id-63066	1	+	NA	NONE	15
chr21	28955289	28955439	id-63067	1	+	NA	NONE	5
chr21	29073430	29073580	id-63068	1.82e-07	-	CCTCGTGGTGACCAGTTGGTCACCAGGGGGCAGGC	V_CTCF_BR	39
chr21	29131519	29131669	id-63069	3.8e-08	+	CAGTGGCCCTTTGCCATTGCCAGCAGAGGGCAGCT	V_CTCF_BR	36
chr21	29132246	29132396	id-63070	1.38e-06	+	GCCAGAATGTAAAAACTTGCCAGCAGATGGTGGTG	V_CTCF_BR	27
chr21	29175309	29175459	id-63071	2.6e-07	-	GGGTCCCTGTTGAAATCGGCCAGTAGGGGTCACTA	V_CTCF_BR	39
chr21	29391804	29391954	id-63072	1.48e-06	+	CCGCACCTCCCTGCTCCAGCCGGGTGATGGCAGTG	UpstreamP1_CTCF	25
chr21	29424052	29424202	id-63073	1	+	NA	NONE	29
chr21	29451236	29451386	id-63074	2.47e-05	-	TCTGTTGAGTCTCAACAGCCCCCCTGGTGGGGGCC	Upstream_CTCF	2
chr21	29455788	29455938	id-63075	1	+	NA	NONE	7
chr21	29462030	29462180	id-63076	2.55e-06	+	TGTGCTGGTTGGGTTCCTGCCAGGAGGTGGTGCTT	Upstream_CTCF	4
chr21	29469540	29469690	id-63077	5.65e-05	+	GAACAATGAGAACACATGGACACAAGGAGGCGAAC	V_CTCF_BR	5
chr21	29565637	29565787	id-63078	2.47e-07	-	TTGCAGTTTGGTCTCCAGTCCAGTAGGTGGTGATT	UpstreamP1_CTCF	27
chr21	29568998	29569148	id-63079	6.84e-06	+	TGGTCCTCTTTTCACAGTTCCACTAGGTGGTGCCC	V_CTCF_BR	10
chr21	29607540	29607690	id-63080	2.94e-06	-	GCTGCGAGGCCTGGGACTCACCCTAGATGGCAGTG	Upstream_CTCF	26
chr21	29708692	29708842	id-63081	1.64e-05	-	GCTATCCTGGTTTTACAGAACACAAGGTGGCAGAA	V_CTCF_BR	35
chr21	29709754	29709904	id-63082	4.7e-06	-	TGAAAGAGATACTCACTAGACACAAGATGGCAGTA	V_CTCF_BR	35
chr21	29889426	29889576	id-63083	7.8e-08	+	AGTCTTGGGCACCTTGCAGCCTCAAGGGGGCAGCC	V_CTCF_BR	39
chr21	29894400	29894550	id-63084	3.41e-07	-	AAGGCAGCATCACTGCATCCCAGCAGAGGGCAGTT	Upstream_CTCF	36
chr21	29960094	29960244	id-63085	4.01e-05	-	TCTGCAAACAAATGAGTCACCTCTAGGGGACTATG	Upstream_CTCF	8
chr21	29963275	29963425	id-63086	5.13e-05	-	CCATCCAGCTTCCCTGCAATCAGCAGGAGGTGCTG	V_CTCF_BR	1
chr21	30017271	30017421	id-63087	3.45e-05	-	GAGGTAACTCTGTAGTTTCCCTGATGAGGGCACTC	V_CTCF_BR	10
chr21	30035525	30035675	id-63088	5.08e-05	+	TGTGGAGGACACATGCCTGTCTAAAGAGGGCAGCA	Upstream_CTCF	11
chr21	30083628	30083778	id-63089	1	+	NA	NONE	11
chr21	30087496	30087646	id-63090	1	+	NA	NONE	9
chr21	30115018	30115168	id-63091	1	+	NA	NONE	27
chr21	30117487	30117637	id-63092	3.28e-07	-	CTGAAATACTGCATACTGACCACGAGATGACAGTA	UpstreamP1_CTCF	40
chr21	30118131	30118281	id-63093	1.23e-08	-	CTGCGGTTACTGAAATCGTCCTGAAGGTGGCAGCG	UpstreamP1_CTCF	40
chr21	30143708	30143858	id-63094	2.2e-07	-	CGGCACCCCTAGCCTGTACCCACTAGGTGCCAGTA	UpstreamP1_CTCF	9
chr21	30154047	30154197	id-63095	2.8e-05	-	CCAGACAGTATCAATGTGACCACTAGAGGGACTGG	Upstream_CTCF	40
chr21	30165490	30165640	id-63096	1	+	NA	NONE	38
chr21	30206759	30206909	id-63097	1	+	NA	NONE	8
chr21	30266122	30266272	id-63098	2.01e-05	+	CTTGCTGTGTCTCTTTCTGCCACTATGAGGACACA	Upstream_CTCF	15
chr21	30312630	30312780	id-63099	1.31e-05	-	GTCCAAATTATTCTAGCAGCCACTAGATGTCTCTG	V_CTCF_BR	40
chr21	30397371	30397521	id-63100	1	+	NA	NONE	33
chr21	30462425	30462575	id-63101	2.78e-06	+	TTTCTGTATTGCTAAGTAGCCTGCAGAGGGTGCAC	V_CTCF_BR	39
chr21	30465047	30465197	id-63102	1	+	NA	NONE	28
chr21	30476742	30476892	id-63103	1	+	NA	NONE	9
chr21	30527978	30528128	id-63104	2.78e-06	-	CCGCCTCCTCCCGCTGCCGCCTGAGGATGGAGCTC	V_CTCF_BR	14
chr21	30536782	30536932	id-63105	6.19e-06	+	CTGAACTTCTCTCTCATCTCCAGAGGAGGTCTCCC	UpstreamP1_CTCF	40
chr21	30568697	30568847	id-63106	1	+	NA	NONE	38
chr21	30605607	30605757	id-63107	6.23e-05	+	TTTTTGGTCTATAAATCTTCCACCACATGGCTGCG	UpstreamP1_CTCF	16
chr21	30625298	30625448	id-63108	9.81e-06	+	TAACCCTCTTCTCACAGCTCCACTAGGTGGTGCAC	V_CTCF_BR	19
chr21	30640670	30640820	id-63109	3.11e-05	+	AAAATGTGAGGGGCACTGAACAGCAGAGGGCATGT	V_CTCF_BR	15
chr21	30660687	30660837	id-63110	1.38e-06	-	TTTGGTGGAGTCGGGGAGGGCAGTAGAGGGCACTG	V_CTCF_BR	5
chr21	30670498	30670648	id-63111	1	+	NA	NONE	3
chr21	30671064	30671214	id-63112	4.7e-08	+	GGCGGGCGGGGTTTTGGCGCCGCGAGGTGGCGGCA	V_CTCF_BR	38
chr21	30707143	30707293	id-63113	1.15e-06	-	AGGGCAGGTTCCGGAAGGGCCACTGGGGTGCGCTT	Upstream_CTCF	11
chr21	30708065	30708215	id-63114	1	+	NA	NONE	21
chr21	30714922	30715072	id-63115	5.08e-05	+	CCAGCAGTGCTGCCTCCCTGTGCCAGAGGAAACAG	Upstream_CTCF	15
chr21	30720937	30721087	id-63116	1.84e-06	-	CAGGGATGTTGGCTCAGAGCCCCTAGAGGGAGCCC	V_CTCF_BR	40
chr21	30733818	30733968	id-63117	1	+	NA	NONE	30
chr21	30740831	30740981	id-63118	4.1e-06	+	CCTGTAATTTTCTCTTGTTCCGCTAGGAGACATGC	Upstream_CTCF	3
chr21	30744791	30744941	id-63119	2.6e-07	-	ATAAACTACCTTTTTCCTTCCACCAGGGGGCACCA	V_CTCF_BR	40
chr21	30749010	30749160	id-63120	3.97e-07	-	ACCCAAAACAAGAAGGCCACCACAAGGTGGCAGTC	V_CTCF_BR	39
chr21	30795552	30795702	id-63121	7.62e-07	+	TCTGCACTTCCTTTCATTGCCAACTGGGGAGAGCT	Upstream_CTCF	3
chr21	30848874	30849024	id-63122	7e-10	+	GATGTAATACCTGCAGTGGCCACTTGGTGGCAGCC	Upstream_CTCF	40
chr21	30872175	30872325	id-63123	1	+	NA	NONE	40
chr21	31044178	31044328	id-63124	9.06e-08	+	TAGCAGTACCCACTAGTTGCCAGTAGAGTGCCCTG	UpstreamP1_CTCF	24
chr21	31222136	31222286	id-63125	3.67e-07	-	CAGTCATTCTCTCTTAGAGGCACCAGAGGGCACCA	UpstreamP1_CTCF	40
chr21	31277241	31277391	id-63126	1	+	NA	NONE	2
chr21	31316327	31316477	id-63127	2.6e-06	+	CCACTTCCCAGGGCTCTCTCCACTAGATGTCAGCA	V_CTCF_BR	28
chr21	31416905	31417055	id-63128	8.19e-10	+	GCTGCAGTGCTGCTTTATTCCACAAGAGGGCACTC	Upstream_CTCF	39
chr21	31444936	31445086	id-63129	4.5e-06	+	ACTGCATACATTGAAAAGGCCAGAGGGTGGCACCG	Upstream_CTCF	25
chr21	31498933	31499083	id-63130	1.04e-05	-	GTCTTGCCCTGCTCCCCATCCTCAAGAGGGCATTC	V_CTCF_BR	4
chr21	31567135	31567285	id-63131	1.96e-07	-	GGGTAGTGATATCATCCAAACACCAGGGGGTGCTC	UpstreamP1_CTCF	37
chr21	31582014	31582164	id-63132	8.21e-06	+	ACAATGCTTCTCTTTCTTCCCGGAAGGTGGCAGCG	V_CTCF_BR	7
chr21	31616564	31616714	id-63133	1	+	NA	NONE	8
chr21	31621252	31621402	id-63134	2.43e-06	-	GCTAACCCGTTCAGTAGCGCCAGTGGATGGCGCGA	V_CTCF_BR	2
chr21	31630217	31630367	id-63135	2.6e-07	-	CTAAAGACAACACATTTTACCACCAGGGGGCAGGA	V_CTCF_BR	31
chr21	31641027	31641177	id-63136	1.06e-05	+	TATGTTCTGTCAACAGGGGGCACTAGAGAGTAACA	Upstream_CTCF	22
chr21	31713415	31713565	id-63137	4.82e-11	+	CTGCAGTGGCACCTCCTAACCACCAGAGGGTGGAA	UpstreamP1_CTCF	39
chr21	31781321	31781471	id-63138	4.23e-06	-	GTGTGGTTTGACTTGCAAGTCAGTAGATGGCGCTG	UpstreamP1_CTCF	32
chr21	31806466	31806616	id-63139	4.59e-07	-	CGGCAATACTCTCAAGCCAACAGTAGGTGGAGTTA	UpstreamP1_CTCF	40
chr21	31816647	31816797	id-63140	3.73e-06	+	TCTGCTAGAATCCATTTGTCCTGGAGGTGGCCCTC	Upstream_CTCF	6
chr21	31836186	31836336	id-63141	1.41e-08	-	CTGCAGTGATTCCTTCTGTACACCAGGGGGTATCT	UpstreamP1_CTCF	35
chr21	31878050	31878200	id-63142	2.18e-07	+	TCGGCATTTCCTCACCTGTACTATAGGGGGCAGCA	Upstream_CTCF	25
chr21	31978424	31978574	id-63143	5.48e-05	+	CTGTCAATACTCCTCATGGCCAGGGGTGGCAGTGG	Upstream_CTCF	3
chr21	32105479	32105629	id-63144	2.6e-06	-	GTCATGGTGAACAAAGTGACCAGAAGGTGGTAGCA	V_CTCF_BR	4
chr21	32143474	32143624	id-63145	1	+	NA	NONE	19
chr21	32203616	32203766	id-63146	7.55e-10	+	CTGTAATTTGTACATGCTGCCACCAGGTGGCAGTG	UpstreamP1_CTCF	38
chr21	32211740	32211890	id-63147	8.02e-08	-	CTGCGGTGATGGTGTCTGTCTACAAGAGGGCAGCA	UpstreamP1_CTCF	29
chr21	32215472	32215622	id-63148	2.47e-05	-	TATGTTATGCCAACTTTGGCCAGTAGGAATACTCT	Upstream_CTCF	10
chr21	32314626	32314776	id-63149	1.93e-05	+	TGACCAGAGCTTCTGCTGAACTGTAGGAGGCAGCA	V_CTCF_BR	4
chr21	32334438	32334588	id-63150	1.98e-08	-	GTGCAGTTCTACCAAGTGGCCAGAAGGAGAGAGCC	UpstreamP1_CTCF	13
chr21	32413947	32414097	id-63151	1	+	NA	NONE	5
chr21	32458880	32459030	id-63152	8.79e-07	-	TTGAATTTCCTGCCTGTGACCAGAGGAGGCCGCTG	UpstreamP1_CTCF	40
chr21	32460816	32460966	id-63153	3.83e-09	+	CTTCCTCCACACCTCCCCGCCAGCAGAGGGAGCCG	V_CTCF_BR	3
chr21	32470973	32471123	id-63154	1.03e-07	+	GCGGCACTTTGCTGATCCACCGCGAGAGGGCACCA	Upstream_CTCF	40
chr21	32481403	32481553	id-63155	2.43e-06	+	GACTTTACAGCCTTATCAACCTGAAGATGGCACCA	V_CTCF_BR	35
chr21	32489794	32489944	id-63156	1	+	NA	NONE	22
chr21	32509241	32509391	id-63157	2.15e-05	+	CATGAGGTTTAGTCGCTCACCCCCAGCGGTCACAC	V_CTCF_BR	14
chr21	32515024	32515174	id-63158	1.85e-05	-	AGATCAGAGCCCACGGATGCCCACAGGTGGTGCCA	Upstream_CTCF	26
chr21	32548364	32548514	id-63159	3.16e-05	-	TTAGCAGTACCCCTGCAAGCCACTACGAGACAATA	Upstream_CTCF	2
chr21	32552973	32553123	id-63160	5.89e-08	-	AGGCTGTTATTTCATGTGACCACAAGATGGCAGGA	UpstreamP1_CTCF	40
chr21	32570920	32571070	id-63161	1.34e-06	+	CTTTAAGAGCCAAACCCTTCCTCCAGGTGGCAGTA	UpstreamP1_CTCF	38
chr21	32574015	32574165	id-63162	1	+	NA	NONE	3
chr21	32576145	32576295	id-63163	1	+	NA	NONE	3
chr21	32586240	32586390	id-63164	5.38e-05	+	TCACTGAACTACAATCTGGGCAACAGAGGGAGACC	V_CTCF_BR	23
chr21	32621124	32621274	id-63165	1	+	NA	NONE	2
chr21	32637027	32637177	id-63166	4.1e-06	-	CAGTCAGCACTCTGATTGCCCAGTAGGAGGTGGTA	Upstream_CTCF	20
chr21	32646832	32646982	id-63167	5.08e-05	-	GTGGAAGTTTCCTGTTCTTCAGCTAGGGGGTGAGG	Upstream_CTCF	5
chr21	32656691	32656841	id-63168	2.68e-05	+	GCCACACTTCCTAGGACACACAGCAGGGGGGGTGG	Upstream_CTCF	18
chr21	32719864	32720014	id-63169	1.96e-07	+	CTGCTCCAAAGAAATGCAACCAGTAGAGGGAGCAC	UpstreamP1_CTCF	40
chr21	32726499	32726649	id-63170	1	+	NA	NONE	3
chr21	32830109	32830259	id-63171	3.12e-08	-	GTGCAGCCTTGGCCTCTGCCCAGTAGAGGTCAGGA	UpstreamP1_CTCF	24
chr21	32831938	32832088	id-63172	1.23e-05	+	CTGGGACTCTGGGATTTTACCATCAGGGGGTGGTG	UpstreamP1_CTCF	13
chr21	32849035	32849185	id-63173	1	+	NA	NONE	15
chr21	32871405	32871555	id-63174	2.96e-05	+	GAGCTGAGGAGCTCCTAGTCCAGTGGAGGGAGACA	UpstreamP1_CTCF	18
chr21	32881512	32881662	id-63175	4.5e-06	-	CATGCCATGCCTGATCCATCCAACAGGGTGAGACA	Upstream_CTCF	20
chr21	32882028	32882178	id-63176	3.45e-05	-	GTAGAAAGAACTGTCCTTCCAGGTAGGGGGCGCCC	V_CTCF_BR	28
chr21	32887088	32887238	id-63177	1.31e-05	-	CTTTGTCCCGTGGTTCCACCCAGCTGCGGGCTGCA	V_CTCF_BR	23
chr21	32902887	32903037	id-63178	7.27e-06	+	GTGGGCACACACCTGGACGCCTCCTGGTGGAAGCA	V_CTCF_BR	10
chr21	32910320	32910470	id-63179	1.59e-06	+	AAATCAGGATTGGGGTTGCCCTGAAGGGGGCGCAA	V_CTCF_BR	27
chr21	32921124	32921274	id-63180	1.56e-06	+	CAGCATCATTGGCCTTTACCCACTAGATGCCACTA	UpstreamP1_CTCF	11
chr21	32931315	32931465	id-63181	3.81e-05	-	GACAGCTCCGATTGGCAGACCACGAGCGGGTTCGA	V_CTCF_BR	23
chr21	32931957	32932107	id-63182	7.27e-06	+	CGCGGGAGGCGTGTGCCTGGCTCTAGGGGGAGACA	V_CTCF_BR	9
chr21	32938464	32938614	id-63183	3.91e-06	-	AATGCAATAAAGCAAATTACAAAGAGGGGGCACTG	Upstream_CTCF	26
chr21	32953199	32953349	id-63184	1.15e-06	-	CTTGTCACACCATGCCTAGCCAGCAGGTGTCATCA	Upstream_CTCF	40
chr21	32977028	32977178	id-63185	7.42e-09	-	CAGAACTGTGTCTTAGTGACCAGCAGGTGGCGCCA	V_CTCF_BR	40
chr21	32981554	32981704	id-63186	2.91e-05	+	CCTGCACTGCAGAGGGGTTCCACTTCGAGGCAAGG	Upstream_CTCF	6
chr21	32996103	32996253	id-63187	4.21e-05	+	CTGATTATAACATCAAGGACCCCTAGGTGGTGCTG	V_CTCF_BR	26
chr21	33031866	33032016	id-63188	1	+	NA	NONE	10
chr21	33037866	33038016	id-63189	2.01e-05	-	GTGTAGAAGGTGCTGCTGTGCACCAGGGGATGACA	UpstreamP1_CTCF	6
chr21	33043477	33043627	id-63190	1	+	NA	NONE	0
chr21	33055457	33055607	id-63191	4.59e-07	-	TTGCATGTCCATCTTCCTCCCACTAGATGGACCCA	UpstreamP1_CTCF	26
chr21	33103651	33103801	id-63192	4.14e-06	+	AGACTTGGGCTATGGGAGGCCGCAAGGGGGCGAGG	V_CTCF_BR	34
chr21	33127633	33127783	id-63193	6.39e-05	-	ATACCAGTTCTGGAAGATGCCACTAGGAGCTGTAA	Upstream_CTCF	4
chr21	33153269	33153419	id-63194	1.47e-05	+	ATAGATAAATCCACTCTGAACAGCAGAGGGCTCTT	V_CTCF_BR	21
chr21	33158303	33158453	id-63195	7.62e-09	+	CTGCTGCTTATTAACATCTCCACCAGGGGGCAGGC	UpstreamP1_CTCF	40
chr21	33238462	33238612	id-63196	3.71e-10	+	GAAAGCAGAGCCGAGTTGACCAGCAGGGGGCGCCG	V_CTCF_BR	40
chr21	33245377	33245527	id-63197	5.01e-06	+	TGGGGCTTTCTTCTGCTGCCTTCCAGAGGGCGCCG	V_CTCF_BR	21
chr21	33246454	33246604	id-63198	2.28e-05	-	CCCGCCCCCCGCGCTAGTGTCGCCAGGCGGCGCCC	Upstream_CTCF	38
chr21	33290838	33290988	id-63199	2.55e-06	-	CAGGAGATGCCCATGGCAGCCACCAGGGGCTGGGA	Upstream_CTCF	22
chr21	33306071	33306221	id-63200	1.61e-05	+	CTGAATTTCCAGTTTATATGCCACAGGGGGAGCTC	UpstreamP1_CTCF	33
chr21	33355494	33355644	id-63201	1.71e-06	+	CAGATAAAAGAACTGAGGCCCTGCAGGGGGCAGTG	V_CTCF_BR	8
chr21	33357863	33358013	id-63202	2.5e-09	+	GGTGGCCGGCAGTGGGCAGCCGGCAGGGGGCGGGG	V_CTCF_BR	2
chr21	33364383	33364533	id-63203	5.12e-06	+	CTGTGGCAGCCATGCCGGGAAAGAAGGGGGCGCTA	UpstreamP1_CTCF	11
chr21	33449162	33449312	id-63204	9.26e-05	+	CATCTGCGCAGAGCACACAGCACTGGCTGGCACCT	UpstreamP1_CTCF	5
chr21	33468916	33469066	id-63205	3.16e-06	+	CTCTAATTTATGCTACTGGCCTCCAGGGGGGTCCC	UpstreamP1_CTCF	38
chr21	33472495	33472645	id-63206	6.43e-06	-	TGCCTTAGTTTCCTCATCTACACAAGGGGGCAGTC	V_CTCF_BR	21
chr21	33494537	33494687	id-63207	1.15e-06	+	TCTGCTACCCCCAGGTCTACCAGCAGGGTGGAGGA	Upstream_CTCF	3
chr21	33508528	33508678	id-63208	1.5e-05	-	TCCGATTTTCCCTTTTACTGCACCAGAGGCCACCA	Upstream_CTCF	6
chr21	33516101	33516251	id-63209	8.02e-05	-	GTTGCACATTAGGAACGGCCAGACAGAGGGAGCCA	Upstream_CTCF	13
chr21	33535808	33535958	id-63210	2.1e-05	+	CTGCTCTGCCTGCCCTTTGACACAGGAGCCAAGAA	UpstreamP1_CTCF	6
chr21	33556907	33557057	id-63211	4.88e-05	+	GTGTCCCAGTCTCATACGACCAACAGATGTCCCAC	UpstreamP1_CTCF	5
chr21	33630768	33630918	id-63212	8.98e-06	-	TTTTGTTTCCCCAATCAGGCCACAAGGGGCCGCAT	UpstreamP1_CTCF	40
chr21	33651055	33651205	id-63213	6.43e-06	-	AAGACGCGTCGGTGGCCGACATGGAGAGGGCGCAG	V_CTCF_BR	18
chr21	33678459	33678609	id-63214	2.58e-07	+	GAAGCTGTTCCACCAACGGCCCCTGGTAGGCGCTG	Upstream_CTCF	37
chr21	33712099	33712249	id-63215	1	+	NA	NONE	12
chr21	33723985	33724135	id-63216	7.27e-06	+	GGACACCCACTCCAAGCAACCACGAGGGGCAGGAC	V_CTCF_BR	5
chr21	33732153	33732303	id-63217	1	+	NA	NONE	38
chr21	33737273	33737423	id-63218	9.84e-06	+	GTGCAGGAGCTAGTACACCCCTCTAGGGGCACAAC	UpstreamP1_CTCF	13
chr21	33749845	33749995	id-63219	1.29e-05	+	ATGCTGCTCCACCACAGCAGCAATAGAGCGCCCCA	UpstreamP1_CTCF	0
chr21	33756289	33756439	id-63220	5.13e-05	+	CACATGCACCTATAGGATTCCAGTAGAGGGAGTCA	V_CTCF_BR	22
chr21	33761141	33761291	id-63221	4.3e-06	+	TGGGCACCTACCAGGTGCACCTACAGGGGGTGCCC	Upstream_CTCF	1
chr21	33765713	33765863	id-63222	1	+	NA	NONE	18
chr21	33775552	33775702	id-63223	7.27e-06	+	ACATAAATTAAGATTCCCACCTACAGAGGGCGCCA	V_CTCF_BR	40
chr21	33784715	33784865	id-63224	7.78e-06	+	GGTGCGCGGCCCGGGGCGCGCTACTGGGGGCGCCC	Upstream_CTCF	22
chr21	33785261	33785411	id-63225	6.48e-05	-	CCGCGGTGCCGGGGGCACACAGCCAGGGAGGGCGC	UpstreamP1_CTCF	31
chr21	33787009	33787159	id-63226	2.15e-05	+	GGGTTTCAAACTCCCTGAGCCAGCAGTAGGTGGTG	V_CTCF_BR	36
chr21	33798102	33798252	id-63227	1	+	NA	NONE	21
chr21	33804778	33804928	id-63228	1	+	NA	NONE	5
chr21	33829868	33830018	id-63229	5.51e-07	-	CCAAAAACACGGCTATTGACCAGGAGGTGGCAGGC	V_CTCF_BR	29
chr21	33872094	33872244	id-63230	5.13e-05	-	GAATCCCCAGGCAAAGCAGCCGGCAGATGACAGCA	V_CTCF_BR	18
chr21	33888760	33888910	id-63231	5.52e-05	+	GTGCTGTGGGCCAGGATCAAGTGGAGCTGGCTCCC	UpstreamP1_CTCF	20
chr21	33890003	33890153	id-63232	6.21e-06	+	GCTTCCCTTACACAGGCCCCCTGCAGGTGGGAGAG	Upstream_CTCF	6
chr21	33895673	33895823	id-63233	1.26e-05	-	CGTGCTGTTCCTGTTCCCACCTCCTGGCTGCTCCC	Upstream_CTCF	11
chr21	33897680	33897830	id-63234	2.72e-06	+	CTGTCGTGCACCTGCCTGGCCAGCCGTGGGCAGTA	UpstreamP1_CTCF	3
chr21	33934799	33934949	id-63235	1	+	NA	NONE	36
chr21	33942193	33942343	id-63236	2.78e-06	-	GGCCCGTTCTGAGCACTGGGCTACAGAGGGCGCTG	V_CTCF_BR	40
chr21	33948455	33948605	id-63237	2.31e-06	-	GCTGCAGGAGCAGATGGCAGCAGCCGGAGGAGCTG	Upstream_CTCF	9
chr21	33949055	33949205	id-63238	2.53e-05	+	TGCACAGGGAGTTGGCCTTCCAGTAGGTGTTGCTC	V_CTCF_BR	2
chr21	33950535	33950685	id-63239	6.8e-06	+	GGTGCAAGACCGCAGTGCAGAAGCAGGGAGCACGG	Upstream_CTCF	40
chr21	33973425	33973575	id-63240	1.77e-09	-	TGGCAGTGACCACTAGTGACCACTAGATGCCGCCA	UpstreamP1_CTCF	40
chr21	34025756	34025906	id-63241	8.61e-08	+	CAGGTAGGGCTGGTGGTGACCTGGAGAGGGCACTC	V_CTCF_BR	39
chr21	34060400	34060550	id-63242	1.64e-05	+	ACCACCCCCAGAAGTCGTAACACTAGGTGTCACTG	V_CTCF_BR	18
chr21	34143200	34143350	id-63243	3.09e-07	+	AGAAGTGTGGGCGCAGTGACCTGCAGAGGGCTCGG	V_CTCF_BR	27
chr21	34144286	34144436	id-63244	1	+	NA	NONE	39
chr21	34155120	34155270	id-63245	1	+	NA	NONE	13
chr21	34199017	34199167	id-63246	1.38e-06	-	ACGTGAGAATCAAGTGTCACCAGTAGGTGGAGGAC	V_CTCF_BR	39
chr21	34217036	34217186	id-63247	4.41e-06	-	CCTGGCATTGCACAAGTGGCCTCATGGTGGCTCCC	V_CTCF_BR	29
chr21	34229361	34229511	id-63248	1	+	NA	NONE	8
chr21	34256468	34256618	id-63249	1	+	NA	NONE	13
chr21	34284333	34284483	id-63250	1	+	NA	NONE	8
chr21	34289127	34289277	id-63251	2.1e-05	-	GCCGAATGTCACTGGACATCCAGCAGGGGGAGTGT	Upstream_CTCF	38
chr21	34294099	34294249	id-63252	1.22e-08	+	AAAAGCAGCACCAGCCTGCCCACCAGGGGGCAGCG	V_CTCF_BR	37
chr21	34304314	34304464	id-63253	3.81e-05	+	GGCCCCAAAGCACAGCTGTGGACAAGAGGGCACTG	V_CTCF_BR	5
chr21	34312855	34313005	id-63254	7.97e-09	+	ACTGCTGTCTTACTTGAGAACACCAGAGGGCGCTC	Upstream_CTCF	40
chr21	34321633	34321783	id-63255	3.5e-05	-	AAGTCCTAGCTGTTAATGTCCAGCAGAGGTGGCAG	UpstreamP1_CTCF	2
chr21	34366753	34366903	id-63256	1.24e-05	+	TTATTTCCTTGCGAAAGGAACAGGAGAGGGAGCTC	V_CTCF_BR	40
chr21	34397455	34397605	id-63257	4.68e-07	+	ACCCCTCAAGTCCCTGCCCCCAGCTGGGGGCGCTA	V_CTCF_BR	10
chr21	34436598	34436748	id-63258	8.33e-05	-	GATCTGACTCCAGATTAGACCACCAGGGGAAGAAA	Upstream_CTCF	1
chr21	34451313	34451463	id-63259	2.23e-06	+	CAGCATTTCAGCTGTTTTGGCCCCAGAGGCCACAA	UpstreamP1_CTCF	12
chr21	34452850	34453000	id-63260	1	+	NA	NONE	6
chr21	34473682	34473832	id-63261	2.43e-06	-	CCGGCAGGGCAGCCCGGGTCCACGCGGCGGCAGTC	Upstream_CTCF	2
chr21	34499739	34499889	id-63262	9.84e-06	-	TGGGTTTGCAACCCTCTGGCCAGTAAGGGGCGCTG	UpstreamP1_CTCF	40
chr21	34502934	34503084	id-63263	1	+	NA	NONE	5
chr21	34504486	34504636	id-63264	3.41e-08	+	GCAGCACTATTCACAATAGCCAAAAGGTGGCAGTA	Upstream_CTCF	32
chr21	34569283	34569433	id-63265	1.97e-06	-	TCTCTTATGGTTATTATGACCTGAAGGTGGCGCTG	V_CTCF_BR	40
chr21	34572184	34572334	id-63266	1.97e-06	+	TGGCTTTTAACACAAAGACCCAGCAGAGGGAGCCG	V_CTCF_BR	39
chr21	34575068	34575218	id-63267	3.36e-05	+	TAGATGCCACCGTGTGGAGGCACCAGAGGGACCCA	UpstreamP1_CTCF	1
chr21	34602892	34603042	id-63268	1.52e-07	-	GGGGGCTAATCCCAGGGGACCTCAAGGGGGCGGGC	V_CTCF_BR	33
chr21	34641470	34641620	id-63269	3.36e-05	-	GTGCTGGCACTGACTTCCTTCACCAGGCGTAGGGA	UpstreamP1_CTCF	8
chr21	34671896	34672046	id-63270	3.5e-05	+	CCGTAGCTGCACACTGTGGCCGCCAGGAGAGCTTT	UpstreamP1_CTCF	10
chr21	34674626	34674776	id-63271	2.1e-05	-	TCAGAGTTGCCTGAAGTTAACGCAAGGGGGCCCAG	Upstream_CTCF	2
chr21	34675168	34675318	id-63272	6.49e-06	-	CTGGCTATGCCAGTTCTGGTCTGGAGAGGGAGCCT	Upstream_CTCF	22
chr21	34681657	34681807	id-63273	1	+	NA	NONE	21
chr21	34720010	34720160	id-63274	1.48e-06	+	GGGATTATACAGGATGTGTACACCAGGGGGCAGGA	V_CTCF_BR	40
chr21	34733223	34733373	id-63275	1.83e-05	+	CAAACACTGATTGAATTTACCACTGGAGGGCAACA	V_CTCF_BR	32
chr21	34733651	34733801	id-63276	4.7e-08	-	GCTAGTCATCTCAGCCAGGCCAGTAGGGGGCGCAG	V_CTCF_BR	40
chr21	34747069	34747219	id-63277	1.04e-07	-	TTTGCCCAAAGTCACACGGCCAGTAGGTGGCAGGG	V_CTCF_BR	40
chr21	34758547	34758697	id-63278	1	+	NA	NONE	38
chr21	34817681	34817831	id-63279	1.35e-05	-	ATGACTTTTTAGCTTTTTGCCACAAGGTGGCATGC	UpstreamP1_CTCF	40
chr21	34851657	34851807	id-63280	1.21e-06	-	CCTGCTGCGGCCGCGACGCCCTCCCGAGGCCGGAG	Upstream_CTCF	31
chr21	34852494	34852644	id-63281	1.47e-05	-	GCCCGGCGGCGGCCGCCCACCGGCAGGGGACAGGA	V_CTCF_BR	40
chr21	34914301	34914451	id-63282	3.28e-05	-	GCAAGCGGGAACCAGGTGGCCACCCGGTGTCGGTG	V_CTCF_BR	0
chr21	34960691	34960841	id-63283	2.8e-05	-	GCTGCCTCTTCGCCCTTTCCCTGCTGCGGGGGGCA	Upstream_CTCF	18
chr21	34978202	34978352	id-63284	5.72e-07	-	TTTGAATGCTCCACTTCGCCCACTAGATGGCACTA	UpstreamP1_CTCF	39
chr21	35015274	35015424	id-63285	5.68e-06	-	CGGCCGCCCGGGGTCCCCGCGAGAGGAGGGAGCCC	V_CTCF_BR	0
chr21	35107557	35107707	id-63286	1	+	NA	NONE	4
chr21	35190641	35190791	id-63287	1	+	NA	NONE	2
chr21	35193947	35194097	id-63288	1	+	NA	NONE	10
chr21	35196770	35196920	id-63289	1.31e-05	+	AGAAAAGGCTGGCAGGGAGCCTGTAGGGGCCGCTT	V_CTCF_BR	13
chr21	35227629	35227779	id-63290	2.43e-06	-	TTCCCATCCCTTCTGTTCCCCTCAAGGGGGCACAA	V_CTCF_BR	32
chr21	35265258	35265408	id-63291	4.02e-07	+	GATGCATTCCCTGCAGCTTCCTCCTGGGGGACCCA	Upstream_CTCF	20
chr21	35267178	35267328	id-63292	2.06e-07	-	AGAGCAATGCCTAGCAGCTGCGGTAGGTGGAGCCG	Upstream_CTCF	40
chr21	35274143	35274293	id-63293	2.11e-08	-	CTGCAGTGAGGCCTGCTCTGCAGAAGGTGGCGTCA	UpstreamP1_CTCF	40
chr21	35296413	35296563	id-63294	2.18e-07	+	GTGCTGAAGGATCATCTCGACACGAGGGGGCGCCA	V_CTCF_BR	40
chr21	35348048	35348198	id-63295	1	+	NA	NONE	5
chr21	35392521	35392671	id-63296	2.18e-07	-	CCTGCTGTGCCGTTTACCACGGCCAGGTGGCCTTG	Upstream_CTCF	18
chr21	35407090	35407240	id-63297	1	+	NA	NONE	16
chr21	35412439	35412589	id-63298	1.37e-05	+	CCTGCAAAACGACCTGTGACCACAGGGGAAAGTCC	Upstream_CTCF	18
chr21	35445540	35445690	id-63299	1.01e-05	+	GGGGTAGGGGCAGGCAGGGTCGCGAGGGGGCGTGC	Upstream_CTCF	6
chr21	35464022	35464172	id-63300	1	+	NA	NONE	39
chr21	35501510	35501660	id-63301	3.71e-05	+	ATGGTTCTCGGTTCTCTTTCCACTAGATGGGGCTG	Upstream_CTCF	34
chr21	35506231	35506381	id-63302	3.56e-06	+	TGAGAGTTCCCTGTACTGCCCACCAGGTGGCCAAA	Upstream_CTCF	39
chr21	35574361	35574511	id-63303	5.74e-05	+	TCGGAATGCCGCAGCCCGGCCGCCGAGTGGCCACC	UpstreamP1_CTCF	35
chr21	35576918	35577068	id-63304	6.15e-05	+	GCTGCAGATGGTCCTCCAGCCACAGGGTGATAAAA	Upstream_CTCF	4
chr21	35590295	35590445	id-63305	1	+	NA	NONE	0
chr21	35591111	35591261	id-63306	7.73e-06	-	TGACGAATACCACGCAGAGACGGGAGGTGGCACTG	V_CTCF_BR	0
chr21	35603935	35604085	id-63307	1	+	NA	NONE	9
chr21	35615995	35616145	id-63308	5.12e-07	-	AAGTGGTTTCCCCAGGAGACCACAAGAGGGAGACA	UpstreamP1_CTCF	40
chr21	35702455	35702605	id-63309	1.38e-08	+	GGAGTTTAACTCTGACTGGCCAGCAGAGGGCAGGG	V_CTCF_BR	17
chr21	35707476	35707626	id-63310	8.97e-05	-	TCAGATCATCCAAGCCAGGCCAGATGGAGGCAATA	Upstream_CTCF	11
chr21	35720317	35720467	id-63311	6.94e-09	-	CCTGAAATTTGGGTAGCTGCCGCCAGGTGGCGCCA	Upstream_CTCF	40
chr21	35724171	35724321	id-63312	1.37e-05	-	GCTGTGGTATTCAAAATGGCCACAATGTGTCCCCA	Upstream_CTCF	40
chr21	35733276	35733426	id-63313	1	+	NA	NONE	13
chr21	35734250	35734400	id-63314	1.41e-09	+	CCTCAGTTCCCTGTTCCCACCAGCAGGTGGCACCG	UpstreamP1_CTCF	40
chr21	35739753	35739903	id-63315	5.51e-07	+	AACCCACTAGCCTGTGTGGCCAGGAGAGGGAGACA	V_CTCF_BR	39
chr21	35747963	35748113	id-63316	2.01e-05	-	CCAGGTCCAGCAGGGGCGCCCCGCAGGTGGGGCCT	Upstream_CTCF	35
chr21	35756571	35756721	id-63317	6.21e-06	+	AATGTCCTTCCAACTGGCTCCTCATGAGGGAGCTG	Upstream_CTCF	40
chr21	35763198	35763348	id-63318	2.43e-06	+	TTTCCTATGCACCCTTCTACCACTAGGGGGAGATG	Upstream_CTCF	40
chr21	35772424	35772574	id-63319	1	+	NA	NONE	2
chr21	35777160	35777310	id-63320	1.1e-06	+	TTGGAAGGTGATGGAGCGACCACTAGGAGGCAGTG	V_CTCF_BR	38
chr21	35800946	35801096	id-63321	6.37e-07	+	GTGCTATTGCTTCTAGCTGCCACATGGGGACGCTG	UpstreamP1_CTCF	36
chr21	35802113	35802263	id-63322	5.96e-07	+	TCACACTGCAACACTTCCACCAGTAGATGGCAGAG	V_CTCF_BR	40
chr21	35815938	35816088	id-63323	8.43e-09	+	AGCAATATCCTCAAAGTGACCACCAGGGGGCAGCA	V_CTCF_BR	40
chr21	35839072	35839222	id-63324	1.18e-05	-	GCTCTGTTGTGCTCAGGCACCCCCAGGTGGTAGAA	UpstreamP1_CTCF	3
chr21	35856266	35856416	id-63325	3.88e-06	+	GGAAGAGAAACTTTTAATGCCTCTAGGGGGCACAG	V_CTCF_BR	36
chr21	35865649	35865799	id-63326	1	+	NA	NONE	9
chr21	35881590	35881740	id-63327	3.48e-06	+	ACCTTGTGGCAGCTCCAGGCCAGCAGGGGACACCA	UpstreamP1_CTCF	39
chr21	35882934	35883084	id-63328	6.46e-07	+	CCCACACAGCTGAACACAGGCAGGAGGGGGCGCTG	V_CTCF_BR	40
chr21	35889916	35890066	id-63329	2.31e-07	+	CCTGTGGTACCTCTTCCTACCAGTAGAGAGTGGCC	Upstream_CTCF	38
chr21	35897414	35897564	id-63330	1	+	NA	NONE	11
chr21	35916390	35916540	id-63331	4.14e-05	-	GGGATCATGCAAAGCTTGTCCACCAGGGGGCCATT	UpstreamP1_CTCF	40
chr21	35917930	35918080	id-63332	1	+	NA	NONE	17
chr21	35955204	35955354	id-63333	4.3e-06	-	ACTGTTGTTCCTAAAACAACCAGCAAGAGGCTCTC	Upstream_CTCF	40
chr21	35975446	35975596	id-63334	3.65e-07	-	GTTCAAAGACCAGCGGTCGCCGCCGGGGGGCAGTA	V_CTCF_BR	39
chr21	35979022	35979172	id-63335	1.5e-05	-	GGTGAGGCCTCTCCTCTGGGCTGCAGATGGCCCCC	Upstream_CTCF	1
chr21	36002964	36003114	id-63336	1.15e-06	-	TTTGAAAGTCTGTCTTCTACCACTAGGTGGTAGTG	Upstream_CTCF	40
chr21	36007735	36007885	id-63337	5.86e-07	-	GAGGGTGTTCCACACTCCCCCACAAGAGGGCTCCA	Upstream_CTCF	40
chr21	36009316	36009466	id-63338	4.31e-05	+	CTGCCATAACAAAGTACCACCGACTGGTGGCTTCA	UpstreamP1_CTCF	4
chr21	36043393	36043543	id-63339	1.56e-05	-	GCAGAAATCCCTTTGAACACCAATAGGGTGCGTTG	Upstream_CTCF	28
chr21	36060586	36060736	id-63340	6.64e-05	-	TTTGTCTTCCCTCGCCTGCGCTCTAGTGGGGAGAA	Upstream_CTCF	20
chr21	36065649	36065799	id-63341	2.74e-08	+	AAATGAGTGCATCTCTTGACCACTAGGGGGCACCA	V_CTCF_BR	40
chr21	36074761	36074911	id-63342	9.84e-05	-	TTCACTGCATGTACAACTGACGCTAGGGGGTTGAC	V_CTCF_BR	13
chr21	36091928	36092078	id-63343	7.49e-07	+	ATGCAATGACAGAATCCGCCCAGAAGAGGACTTCC	UpstreamP1_CTCF	10
chr21	36095108	36095258	id-63344	1.67e-07	+	GGCCAGGCTCTCATCCTCACCACTAGGTGGCGCTT	V_CTCF_BR	40
chr21	36117888	36118038	id-63345	3.05e-07	+	CTTGCTATACTCAGAATATCCTCCAGGAGTCAGCA	Upstream_CTCF	40
chr21	36135103	36135253	id-63346	1.04e-05	-	TTCATTAAGATTGTTTCTACCACTAGGTGGAAGGA	V_CTCF_BR	21
chr21	36167546	36167696	id-63347	1	+	NA	NONE	31
chr21	36173927	36174077	id-63348	7.9e-07	+	GTTCATTGCCAGTGGTGGGCCAGAAGGTGGGGATG	UpstreamP1_CTCF	39
chr21	36179961	36180111	id-63349	1	+	NA	NONE	17
chr21	36230318	36230468	id-63350	1.75e-07	-	CTGCAAATAATCACCATGCCCACCAGGGGCAGGCC	UpstreamP1_CTCF	39
chr21	36258714	36258864	id-63351	1	+	NA	NONE	23
chr21	36262431	36262581	id-63352	5.01e-09	+	GCGCCGCGGGCTCTGGCGGACGCCAGGGGGCAGCA	V_CTCF_BR	40
chr21	36263027	36263177	id-63353	6.46e-07	+	CATCGCGCGCGCCCGCCCGCCCGCAGGGGCCGCAG	V_CTCF_BR	20
chr21	36263445	36263595	id-63354	5.08e-05	+	TTGCATGCACCGAGTTTAGCCGTCAGAGGCAGCGT	UpstreamP1_CTCF	16
chr21	36263763	36263913	id-63355	5.08e-05	+	CCTGCACTTTCAAGGACAGCCACAGCGTGTACGAA	Upstream_CTCF	22
chr21	36284532	36284682	id-63356	1.56e-05	+	TTTGCTACTTACTCTTCTATCACTGGGTGGCAGTA	Upstream_CTCF	24
chr21	36294905	36295055	id-63357	1.84e-07	-	GGGGCTTCCCCAGGCCTCACCACCAGGGGGGACTC	Upstream_CTCF	16
chr21	36319280	36319430	id-63358	5.01e-06	-	GATAGAGTGCCATGTGTGACCAGAAGAGGGAGAGA	V_CTCF_BR	14
chr21	36332049	36332199	id-63359	1.54e-05	-	CCTCAGTACTGATGGGTTCCCAGCAGGGATCAGCC	UpstreamP1_CTCF	1
chr21	36359478	36359628	id-63360	4.01e-05	-	TAAGTCACTGAAACCCTGGCCACAAGGCGGACGAA	Upstream_CTCF	27
chr21	36365222	36365372	id-63361	2.37e-05	+	GGTTCTCTAGGCAGAGCTGCCAGCAGGGTGGACGG	Upstream_CTCF	4
chr21	36374468	36374618	id-63362	2.84e-05	-	GTGTCATGTGGCATACTCACCTGAAGGAGGTGACA	UpstreamP1_CTCF	26
chr21	36399098	36399248	id-63363	6.75e-05	+	CCGCAGCGACGGAACTTCTGCAAAAGCTGCCTGCC	UpstreamP1_CTCF	5
chr21	36421256	36421406	id-63364	5.26e-07	-	TGGGGAGTCCCAGAGGTATCCAGCAGAGGGGAGAA	Upstream_CTCF	18
chr21	36423638	36423788	id-63365	1.38e-06	+	GGACTGAGGTTTCAACAGGGCACCAGGGGGCAGAA	V_CTCF_BR	38
chr21	36425715	36425865	id-63366	1	+	NA	NONE	28
chr21	36457091	36457241	id-63367	1	+	NA	NONE	2
chr21	36510958	36511108	id-63368	5.2e-08	+	GTGCTTTCTCGTCCTTCTGCCACCAGGTGCCAGGG	UpstreamP1_CTCF	9
chr21	36577246	36577396	id-63369	2.96e-05	+	TTACTAGGTTTCGCTGCCTCCTGTAGGGGGAAATA	V_CTCF_BR	24
chr21	36628948	36629098	id-63370	9.31e-05	+	ACGGCAAAGCAACCAGTGGCAACTAAGAGGCACTC	Upstream_CTCF	21
chr21	36696748	36696898	id-63371	1	+	NA	NONE	6
chr21	36709760	36709910	id-63372	1.04e-05	+	ACCAAGTATTTTCCAGTGTCCCGTAGGGGGAGCTG	V_CTCF_BR	5
chr21	36712659	36712809	id-63373	3.28e-05	-	TGGAGCAGGCTGTGTGTGACCACAGGGAGGTGGCA	V_CTCF_BR	14
chr21	36740708	36740858	id-63374	2.04e-05	-	TCACTGGGAAGTGAAACGTCCACCAGTGGGTGTCC	V_CTCF_BR	7
chr21	36772852	36773002	id-63375	1.92e-05	-	ATCTATTTCATAAGGAAGGCCAATAGGTGGCAGAG	UpstreamP1_CTCF	39
chr21	36809324	36809474	id-63376	4.94e-06	+	ATAGTTTTTTCATCTTTGGCCAGTAGGAGGCTTTA	Upstream_CTCF	27
chr21	36814295	36814445	id-63377	6.75e-05	+	AGTAACTGCCATGATCTCACCACTAGGAGGGAAAA	UpstreamP1_CTCF	33
chr21	36880803	36880953	id-63378	1	+	NA	NONE	31
chr21	36893706	36893856	id-63379	2.27e-06	+	GAGGTAGGGGTGCTACTGGCCTCTAGTGGGTACAA	V_CTCF_BR	1
chr21	36931498	36931648	id-63380	7.6e-05	-	GTACAGTACTTGATCCCAGACAGCAGGGTGAGTAA	UpstreamP1_CTCF	15
chr21	36975848	36975998	id-63381	1.48e-06	+	TGCAATCCCAAATACCCCACCTGGAGGTGGCAGCA	V_CTCF_BR	22
chr21	36988562	36988712	id-63382	9.29e-06	-	CCTGCATTTCTTATCTTGGCCTTTTGGTGTCATTC	Upstream_CTCF	35
chr21	37020923	37021073	id-63383	2.04e-05	-	TGGGTGAATGTAAACGTCATCAGTAGAGGGTGCCA	V_CTCF_BR	16
chr21	37021585	37021735	id-63384	1.06e-05	+	GCAGCCTGTTTCTGAGTCACCACCTGGAGGAGGGC	Upstream_CTCF	8
chr21	37047305	37047455	id-63385	1	+	NA	NONE	11
chr21	37069061	37069211	id-63386	1	+	NA	NONE	23
chr21	37102738	37102888	id-63387	6.84e-06	+	AACACATTTCTATGCCAGACCTCTAGGGGGAACTC	V_CTCF_BR	14
chr21	37110683	37110833	id-63388	2.72e-06	-	CTGGAGTTCTCTGGAGCTTCCAGTAGGGAGGACAG	UpstreamP1_CTCF	9
chr21	37183409	37183559	id-63389	1	+	NA	NONE	0
chr21	37212613	37212763	id-63390	1.1e-06	-	TTCAAGCAGCCCTACAGAGCCACTAGGTGGTGCTC	V_CTCF_BR	40
chr21	37258554	37258704	id-63391	1	+	NA	NONE	10
chr21	37278425	37278575	id-63392	4.88e-06	-	TTGCAAAACTGAAAACCAGCCACTGGGAGGAGGAG	UpstreamP1_CTCF	8
chr21	37305997	37306147	id-63393	1	+	NA	NONE	32
chr21	37312729	37312879	id-63394	3.5e-05	-	GTGTTTTTTACTTAGCTGGTCACTAGATGTCCCTC	UpstreamP1_CTCF	40
chr21	37357420	37357570	id-63395	8.89e-06	-	GGGACAATTCTTGAACCCACCACCAGATGGGAAAG	Upstream_CTCF	9
chr21	37400871	37401021	id-63396	1.41e-06	-	AGCCACTTCCACCTTTCGTACACTAGATGGCGCAA	UpstreamP1_CTCF	39
chr21	37407745	37407895	id-63397	1.55e-05	+	CCTCCTGGAAGCTGTGTGTCCCCTAGGGGGCTCTT	V_CTCF_BR	13
chr21	37412227	37412377	id-63398	5.7e-05	+	GCTGCTCTCCCTGCCAGGGACTCAGGCTGAAGCTG	Upstream_CTCF	1
chr21	37442109	37442259	id-63399	9.31e-05	+	TCCGCACCCCGGCGAGGTTCCGGTGGGGAGGGGTA	Upstream_CTCF	1
chr21	37459647	37459797	id-63400	8.16e-07	-	CTTGGGGGCATGAGCTGTACCACTAGGGGGCTGGC	V_CTCF_BR	32
chr21	37468913	37469063	id-63401	1	+	NA	NONE	0
chr21	37477057	37477207	id-63402	8.61e-08	-	TTTCTCACCCCTGAGGCCACCACAAGGGGGCGGGG	V_CTCF_BR	40
chr21	37485188	37485338	id-63403	9.51e-07	-	CTGCCAACCACCATGACAGTCACTAGATGGCGCCC	V_CTCF_BR	40
chr21	37495396	37495546	id-63404	9.51e-07	+	CCACTGCATTCCAGCCTGGCCAACAGAGGGAGCCT	V_CTCF_BR	27
chr21	37497936	37498086	id-63405	3.66e-06	+	ATGTAGTGCAGCCACTCAACCACAAGGGGCACTGT	UpstreamP1_CTCF	40
chr21	37513859	37514009	id-63406	3.97e-07	+	AGGACAAGCAACTACTAAGCCACTAGAGGGCGCAA	V_CTCF_BR	40
chr21	37525442	37525592	id-63407	2.43e-06	+	TACAATGTGTTTTTTTTAGACACCAGAGGGAGCCA	V_CTCF_BR	39
chr21	37542167	37542317	id-63408	1	+	NA	NONE	32
chr21	37548231	37548381	id-63409	1	+	NA	NONE	1
chr21	37560748	37560898	id-63410	1.64e-05	-	CAAACGCTCAGTGAAGCACCTGCCAGGGGGCACTG	V_CTCF_BR	13
chr21	37581000	37581150	id-63411	5.96e-07	-	ACGGGCTGGCCAGGACGCTCCCCCAGAGGGCGGTG	V_CTCF_BR	2
chr21	37582043	37582193	id-63412	4.3e-06	+	TGTGTCTTGCTGTCTTTCGCCACCTGGTGGTGTTC	Upstream_CTCF	40
chr21	37618061	37618211	id-63413	2.94e-06	+	TCTCCAACCTCCTCGCTCGCCACCAGGAGGCCCTC	Upstream_CTCF	5
chr21	37619380	37619530	id-63414	5.65e-05	+	GGCCTCCCAAAGTGCTGGGGTGCTAGAGGGAGCCA	V_CTCF_BR	1
chr21	37632594	37632744	id-63415	1	+	NA	NONE	13
chr21	37632912	37633062	id-63416	3.29e-05	+	CTTTCATTTTCAGAAATCGCCCCTAGTGGACATTC	Upstream_CTCF	40
chr21	37659170	37659320	id-63417	1.61e-05	+	CTGCTGCCCTCTAGCCTGGGCAACAGAGTGAGACT	UpstreamP1_CTCF	1
chr21	37692863	37693013	id-63418	9.62e-05	-	CCGCTCCCTCCCACCACGACGCCCAGCGGACAGAA	UpstreamP1_CTCF	14
chr21	37703329	37703479	id-63419	2.23e-09	-	CTGTAGTGCTCACGTGCTGCCACAAGGTGTCAGAA	UpstreamP1_CTCF	40
chr21	37761265	37761415	id-63420	1	+	NA	NONE	33
chr21	37762073	37762223	id-63421	2.6e-07	-	GGCAGACAGCAGGTAGCCACCCCCAGGTGGCGCTC	V_CTCF_BR	38
chr21	37792329	37792479	id-63422	7.1e-07	+	ATGCACAAATTCTCAGTGGCCACTGGGGGTCACTG	UpstreamP1_CTCF	40
chr21	37794644	37794794	id-63423	1.22e-08	+	GGCCGGGCACTTGCGGAAGCCACTAGGGGGCGGTA	V_CTCF_BR	40
chr21	37802461	37802611	id-63424	1	+	NA	NONE	36
chr21	37851343	37851493	id-63425	3.97e-07	+	AACGAGGGAGTCCCAGCAGACAGAAGGGGGCAGTG	V_CTCF_BR	40
chr21	37852304	37852454	id-63426	8.21e-06	-	AGCAGTGTGAGGACAACCGCCAGGTGGTGGCTCAG	V_CTCF_BR	3
chr21	37876645	37876795	id-63427	2.64e-08	+	ACTGTTATACCATTAACTTCCACTAGATGCCGCTG	Upstream_CTCF	40
chr21	37914211	37914361	id-63428	2.5e-05	-	CTGCACTCCAGCCTGGGCGACAGAGGGAGACTCTG	UpstreamP1_CTCF	2
chr21	37915233	37915383	id-63429	6.8e-06	-	CTTGTGCTCCCCCCTGCCCCCGCCAGGTTGTGCTA	Upstream_CTCF	19
chr21	37957401	37957551	id-63430	2.66e-05	+	TGCAGCCACAAAACCAGTCACACCAGGAGGCGCTA	V_CTCF_BR	29
chr21	37961790	37961940	id-63431	1.81e-06	-	CCTCGAATTTCCAAAATAGCCCCTAGGGGGCAGTC	Upstream_CTCF	40
chr21	37979077	37979227	id-63432	6.34e-08	+	GATGCAGGGCTCTCTCTGGCCTCCAGGGGACCCAC	Upstream_CTCF	16
chr21	37987686	37987836	id-63433	4.23e-06	+	AGGCGGTTCCATCTTTTGAAATCTAGGTGGCGCCA	UpstreamP1_CTCF	32
chr21	38003138	38003288	id-63434	3.97e-07	+	GGGGAATATTGAAAAGCATCCACCAGGGGGCGCCT	V_CTCF_BR	40
chr21	38013283	38013433	id-63435	7.49e-07	+	CCGCACCCCTAGCTTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	17
chr21	38034279	38034429	id-63436	6.51e-05	-	CCAAGCCTGTCCCAGGAGGCCCCCTGTTGGAGGGA	V_CTCF_BR	39
chr21	38065444	38065594	id-63437	3.97e-07	-	ACGCAGGCCAGGCAGGTGGGCGGAAGGGGGCGCAG	V_CTCF_BR	21
chr21	38078518	38078668	id-63438	1	+	NA	NONE	33
chr21	38079554	38079704	id-63439	1	+	NA	NONE	24
chr21	38083055	38083205	id-63440	1	+	NA	NONE	4
chr21	38091538	38091688	id-63441	4.01e-05	-	ACGGCAGGGGCGCCACTGCGCCCGAGGAGGACATG	Upstream_CTCF	5
chr21	38092046	38092196	id-63442	1.93e-05	+	TTTCTGACCCTTCCCTTCCACGGCAGGTGGAGCTC	V_CTCF_BR	1
chr21	38100310	38100460	id-63443	1.26e-05	+	AATGCCATTTTCCTGCCATGCAGAGGGAGGCGCTG	Upstream_CTCF	19
chr21	38104774	38104924	id-63444	1	+	NA	NONE	1
chr21	38113860	38114010	id-63445	1	+	NA	NONE	1
chr21	38120151	38120301	id-63446	1.37e-08	+	CGTGCTGGCCCGGCGCGGACCGCTGGGGGGCGCCG	Upstream_CTCF	34
chr21	38128242	38128392	id-63447	1.27e-06	+	CGGTTCTTCCCATCGCATCCCACCAGGAGGCATAA	UpstreamP1_CTCF	25
chr21	38129672	38129822	id-63448	4.43e-05	+	TTAACACCACTATCCTCTCCAGGCAGAGGGCGGTG	V_CTCF_BR	16
chr21	38226882	38227032	id-63449	9.25e-06	-	AAATAGAGTTCTGAAATGTCCCCTAGGGGGCAGTC	V_CTCF_BR	40
chr21	38232142	38232292	id-63450	6.9e-05	+	TTCGCAATAATCAATTACACCACTGGAGGCTCCTG	Upstream_CTCF	3
chr21	38253802	38253952	id-63451	6.05e-06	+	CCGTGTTGATGGGACAGCACCTGCAGGAGGCAGAG	V_CTCF_BR	1
chr21	38264581	38264731	id-63452	1	+	NA	NONE	1
chr21	38271264	38271414	id-63453	1	+	NA	NONE	0
chr21	38280698	38280848	id-63454	1	+	NA	NONE	28
chr21	38289976	38290126	id-63455	7.27e-06	-	ACACTTTTTACTAAACTGGCCACCAGAGGCTGCTG	V_CTCF_BR	40
chr21	38300032	38300182	id-63456	1.83e-05	-	GGGAGTCAAAGATCTCTCACCACAGGGTGTCGCTG	V_CTCF_BR	40
chr21	38302093	38302243	id-63457	1.15e-07	+	GAAACCCAGAGCGCTGTTGCCACAAGATGGCAGAC	V_CTCF_BR	34
chr21	38311851	38312001	id-63458	1.26e-05	+	AAGGAGGTTCACGTTCCTACCACAAGGGGGACAGG	Upstream_CTCF	40
chr21	38338806	38338956	id-63459	1	+	NA	NONE	34
chr21	38349426	38349576	id-63460	1.9e-06	+	AAAGCAAATTTATCTTCGTCCAGCAGAGGGGAGTG	Upstream_CTCF	40
chr21	38362456	38362606	id-63461	7.42e-09	-	AGTTGCACCACCAGGCGGGCCACGAGAGGGCGCAG	V_CTCF_BR	40
chr21	38367221	38367371	id-63462	1.21e-05	+	AAATCTTTGGCTGCCTTGGCCAATAGGAGGCGACA	Upstream_CTCF	24
chr21	38372759	38372909	id-63463	2.64e-08	+	AGTGCATTATTCACAACAGCCAGAAGGTGGAAGCA	Upstream_CTCF	29
chr21	38382285	38382435	id-63464	1	+	NA	NONE	40
chr21	38401005	38401155	id-63465	5.12e-06	-	TTCCACTTTTATGAAATGTCCAGGAGAGGGAGATC	UpstreamP1_CTCF	18
chr21	38432678	38432828	id-63466	1.01e-05	-	GCTTCAGCTGCTGCTGCTGCCCCAAGAGGCCCATC	Upstream_CTCF	33
chr21	38443481	38443631	id-63467	6.64e-05	+	CCGTTAATCCTCACAACAGTCAGAAGAGGCAGCAG	Upstream_CTCF	13
chr21	38446001	38446151	id-63468	9.25e-06	-	GCCGAGAGCGCCCACGCAGCCGCCAGGGAGCGCGG	V_CTCF_BR	23
chr21	38451792	38451942	id-63469	4.04e-08	-	CTGCACTACTCCAGCCTGGGCAACAGAGGGAGACT	UpstreamP1_CTCF	37
chr21	38459545	38459695	id-63470	2.1e-05	-	GCAGCAAAGACACAATCATCCACGTGAGGGCAATC	Upstream_CTCF	38
chr21	38473642	38473792	id-63471	1.24e-05	-	AAGTAAAAATAAAGAGCACACACCAGAGGGCAGAG	V_CTCF_BR	1
chr21	38491721	38491871	id-63472	1.11e-05	-	AAAGCTGCACACAGGGAGAACTCCAGAGGGACCCC	Upstream_CTCF	18
chr21	38517931	38518081	id-63473	1.14e-06	-	GAGCTATTGAAGGCCTTCACCAGCAGGTGCTGACA	UpstreamP1_CTCF	13
chr21	38527624	38527774	id-63474	8.02e-05	+	CCTGCATTCCCCTCACTGACCACAAGCTCTGACGT	Upstream_CTCF	29
chr21	38539102	38539252	id-63475	1.1e-05	+	ACACAGATTGAGAAATAAGACAGCAGGTGGAGCCA	V_CTCF_BR	28
chr21	38592818	38592968	id-63476	1	+	NA	NONE	29
chr21	38593067	38593217	id-63477	2.1e-05	-	CAACAGGGCGGCCAGCTGGGCGCCAGGGGGCCTGG	UpstreamP1_CTCF	27
chr21	38593512	38593662	id-63478	1.55e-05	-	GGACGGCGCCCTCACCCTGGCGGGAGGTGGATCCC	V_CTCF_BR	39
chr21	38623355	38623505	id-63479	1	+	NA	NONE	32
chr21	38630218	38630368	id-63480	1.48e-06	-	CATCTCCGCCACACACTGGCCAGCTGGGGCCGCGG	V_CTCF_BR	16
chr21	38636562	38636712	id-63481	2.81e-06	+	GATGCTGTTCCTTATACTAGCACCAGGAGATGTAG	Upstream_CTCF	19
chr21	38676484	38676634	id-63482	4.14e-05	-	CAGCAAATTTCATACACAGCCAGTAGGAGCAGAAG	UpstreamP1_CTCF	0
chr21	38769168	38769318	id-63483	5.67e-06	-	AATGCATGACTCCAGATGACCACGTGAGGCAGTCA	Upstream_CTCF	2
chr21	38778030	38778180	id-63484	1	+	NA	NONE	0
chr21	38819069	38819219	id-63485	1.03e-05	-	GACCTGTGTGCTTCCACCGCCACAAGGTGGGGCGC	UpstreamP1_CTCF	17
chr21	38832593	38832743	id-63486	1	+	NA	NONE	39
chr21	38835489	38835639	id-63487	5.05e-10	+	CTGTAGTAACACATATTGGCCACTAGAGGGTAATA	UpstreamP1_CTCF	40
chr21	38869390	38869540	id-63488	3.88e-07	-	CTTCAGTTCACTGAAAATGACACCTGGTGGCAGCG	UpstreamP1_CTCF	34
chr21	38900546	38900696	id-63489	1.21e-05	+	CCTTTCCCTGTAACAGTGGCCGGTAGGGGTCCCCC	Upstream_CTCF	2
chr21	38903035	38903185	id-63490	9.41e-05	+	TGTAACATGCATCCCATGTCCACTTGGGGGTGAGG	V_CTCF_BR	4
chr21	38905696	38905846	id-63491	1.91e-08	-	GCAGCACTGCCCGAGGCAGCCAGCAGGGAGCTCTG	Upstream_CTCF	24
chr21	38918693	38918843	id-63492	1.41e-06	+	CTGCAGGAGGCGCCCCGGGACACTAGGACGCTGCC	UpstreamP1_CTCF	16
chr21	38935926	38936076	id-63493	2.38e-07	-	CCGCTTGGTCCCGCCGCAGCCCCGAGATGGCGCTG	V_CTCF_BR	35
chr21	38936698	38936848	id-63494	1.55e-05	+	ATTGGTTATCTTCTTCCTGGCAGAAGGTGGCAGGC	V_CTCF_BR	26
chr21	38938129	38938279	id-63495	5.92e-05	-	GCAAGTGGCCAATGGGAAACCTCTAGAGGGCATTT	V_CTCF_BR	10
chr21	38954989	38955139	id-63496	2.23e-06	-	ATGGGCTACCTCCCACTGACCACTAGGTGGGACAT	UpstreamP1_CTCF	40
chr21	38981447	38981597	id-63497	1.11e-05	-	TAAGCAAAGAAAGCAAAGCCCAGCAGGTGTCAGAA	Upstream_CTCF	0
chr21	38992020	38992170	id-63498	3.36e-05	+	GAGCTATGTACATCATCCAACGCCTGAGGGTGCCA	UpstreamP1_CTCF	5
chr21	39014952	39015102	id-63499	1.71e-06	-	TTGATCACCTCCTCCCCTACCTGTAGATGGAGCCA	V_CTCF_BR	31
chr21	39031364	39031514	id-63500	5.08e-05	-	GGAACTCTTCTTCTGGACTCCACCAGGGGCCCTGA	Upstream_CTCF	35
chr21	39032962	39033112	id-63501	3.29e-05	+	GCTGTCATGCTCACCACCAGGGCTGGAGGGAGCTT	Upstream_CTCF	4
chr21	39047624	39047774	id-63502	8.61e-08	+	GGGCTGGGCAGCCGACGCACCGCTAGGTGGCGCAC	V_CTCF_BR	39
chr21	39073052	39073202	id-63503	6.37e-07	+	GACCTATTCCACAGACTTCCCAGCAGATGGCAGTA	UpstreamP1_CTCF	40
chr21	39084574	39084724	id-63504	4.68e-07	+	AGAGGCTGTAGCTCTGTGGCCGCTAGGGGGATCCA	V_CTCF_BR	40
chr21	39089959	39090109	id-63505	2.55e-06	+	GGTGTATATCCCGTCTTGACCGCTGGGAGGCTGCC	Upstream_CTCF	10
chr21	39119274	39119424	id-63506	1.28e-06	-	CCTGTACTTCTGGAAGCTTCCAGCAGGGCTCACAC	Upstream_CTCF	30
chr21	39131387	39131537	id-63507	2.41e-08	+	TCGCAGTTCAGCTTCCTGTCCCCCAGGTGGCAGGG	UpstreamP1_CTCF	40
chr21	39175995	39176145	id-63508	1	+	NA	NONE	0
chr21	39246091	39246241	id-63509	3.4e-06	-	AAATGCTGAGCAATGCTGTCCAGTAGAGGGCAAAA	V_CTCF_BR	37
chr21	39282368	39282518	id-63510	1.34e-06	+	GGAGCAGAGCCACAGCTGACCAGCAGAGGCATAGC	Upstream_CTCF	29
chr21	39288699	39288849	id-63511	1.48e-06	-	GCGCTGTGCGGCTTTTTCCCCAGCACGCGGCGCTG	UpstreamP1_CTCF	36
chr21	39289168	39289318	id-63512	3.4e-06	+	GGAGCCGGAGCCTGCACCGCCCAGAGGGGGCGCAG	Upstream_CTCF	35
chr21	39411802	39411952	id-63513	1	+	NA	NONE	13
chr21	39498894	39499044	id-63514	5.52e-05	+	TTGGTCTGCCCTTTGGCGCCCTCTAGGTGAGAACA	UpstreamP1_CTCF	40
chr21	39504490	39504640	id-63515	1	+	NA	NONE	3
chr21	39531486	39531636	id-63516	1.61e-09	+	TGAGGGAAGGTCCTCTCGGCCACTAGGGGGCACTA	V_CTCF_BR	40
chr21	39542429	39542579	id-63517	1	+	NA	NONE	38
chr21	39542923	39543073	id-63518	2.47e-05	-	TTTGAGGCTTTCTGTGTTTCCACTAGATGGCATAT	Upstream_CTCF	34
chr21	39544290	39544440	id-63519	5.72e-07	+	CAGCATCCCTGACCCTCCACCACTAGATGCCAGTA	UpstreamP1_CTCF	32
chr21	39591080	39591230	id-63520	1.21e-09	+	AGTGCAGTCCCATTAACAACCAGCAGATGGCGTAA	Upstream_CTCF	40
chr21	39608254	39608404	id-63521	6.05e-06	+	ATTACTGCACAAATACCCTCCACCAGGGGGTAGGG	V_CTCF_BR	32
chr21	39705960	39706110	id-63522	7.44e-06	+	TGTGGAGTAGGGCAAATGAGCACCGGGGGTCTGGA	Upstream_CTCF	33
chr21	39724658	39724808	id-63523	2.4e-05	-	GAAACAATTTCATGCTCCTCCAAGAGATGGCGCTG	V_CTCF_BR	40
chr21	39728056	39728206	id-63524	2.38e-07	-	TGGGCACGAATCCCACGGCCCACGAGGTGGCGCTA	V_CTCF_BR	40
chr21	39731406	39731556	id-63525	7.84e-05	+	TTCTGCAGGGCATTGTTGGCCACTAGGAGGATTAC	V_CTCF_BR	11
chr21	39749744	39749894	id-63526	1.11e-05	+	CATGTTTTTATGCAAGTGTGCTGTAGGGGGTGGTC	Upstream_CTCF	17
chr21	39752453	39752603	id-63527	4.24e-07	+	CATGCAATTATGAATATGACCTGGAGGGGGCTTTG	Upstream_CTCF	40
chr21	39776192	39776342	id-63528	1	+	NA	NONE	13
chr21	39816716	39816866	id-63529	2.81e-05	+	CATACGCCGCACTGCCTGGCCACTAGCTGACACTC	V_CTCF_BR	5
chr21	39839940	39840090	id-63530	8.33e-05	+	GGTGAAAACTCCTCTTAGTCCACAAGGTGACGTGT	Upstream_CTCF	6
chr21	39862490	39862640	id-63531	9.26e-05	+	CTGCTGTTAGCTCCCCCTGCGTCCTGGCAGCAGCA	UpstreamP1_CTCF	2
chr21	39866716	39866866	id-63532	7.84e-05	+	CAGGGAGAACTGTGCTGTGTCCACAGAGGGCAGCC	V_CTCF_BR	6
chr21	39877717	39877867	id-63533	1.55e-05	+	TGAACGGCTTGAATTGTTGTCACTAGAGGGTGCTA	V_CTCF_BR	39
chr21	39883702	39883852	id-63534	1.03e-06	+	TAGCATTCCTGGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	13
chr21	39986236	39986386	id-63535	3.86e-05	+	GCTTCCTTATAAGATGTGGCCATGAGAGGGAGTTG	Upstream_CTCF	13
chr21	39993167	39993317	id-63536	1	+	NA	NONE	9
chr21	40000442	40000592	id-63537	4.11e-07	-	CTGTTGTGCTTCACAGTTTCCCCCAGGAGGGGGAC	UpstreamP1_CTCF	17
chr21	40026625	40026775	id-63538	1.81e-06	-	TCTGCAGTTCAAGATACAGCAGCAAGAGGACAGAA	Upstream_CTCF	8
chr21	40041242	40041392	id-63539	1.93e-05	+	CTAACATTTTTCCTGCTAACCAGCAGGTGGGGCAC	Upstream_CTCF	40
chr21	40065026	40065176	id-63540	1	+	NA	NONE	5
chr21	40068669	40068819	id-63541	1	+	NA	NONE	18
chr21	40071091	40071241	id-63542	1.48e-06	+	GGTGTGATGTCCACTTCCACCAAGAGGTGGTGCTG	Upstream_CTCF	37
chr21	40073495	40073645	id-63543	1	+	NA	NONE	1
chr21	40084118	40084268	id-63544	5.13e-05	-	AAGGATGAAAAGCTGGAAACAGCCAGATGGCACCA	V_CTCF_BR	40
chr21	40105924	40106074	id-63545	3.05e-07	+	CAGGTCGTTCCAGTTTTGGCCAGGCGGTGGCGCTC	Upstream_CTCF	40
chr21	40106288	40106438	id-63546	1	+	NA	NONE	5
chr21	40140374	40140524	id-63547	1	+	NA	NONE	6
chr21	40157918	40158068	id-63548	1	+	NA	NONE	0
chr21	40166993	40167143	id-63549	1.17e-05	+	GGGAGCAGCGAGTGCAAAGTCCCCAGGGGGCAGCA	V_CTCF_BR	14
chr21	40168503	40168653	id-63550	2.66e-05	-	ATTTATCAAATGGCTTCAGCCAGTGGGGGCCGCAC	V_CTCF_BR	21
chr21	40170596	40170746	id-63551	1	+	NA	NONE	7
chr21	40176622	40176772	id-63552	1.93e-05	+	TGGGCCATTCCTCTCCCTTCCCGGTGGTGCCGCAG	Upstream_CTCF	10
chr21	40177026	40177176	id-63553	3.97e-07	+	GCTATCTGGGCACCGCTCAGCTCCAGAGGGCGCCA	V_CTCF_BR	40
chr21	40177744	40177894	id-63554	1.39e-05	-	CCCCCACGCGGCGCGCTCTTCAGGAGCGGGAGGAG	V_CTCF_BR	18
chr21	40178247	40178397	id-63555	4.88e-06	+	CCGCTGTCTTCGGGGTCGCCTAGCGGCGGGCGCGG	UpstreamP1_CTCF	32
chr21	40205165	40205315	id-63556	7.55e-07	-	AGGGCATGGGAGGTGATGACCACCAGGAGGAGCAG	V_CTCF_BR	35
chr21	40229077	40229227	id-63557	1	+	NA	NONE	4
chr21	40241956	40242106	id-63558	1	+	NA	NONE	18
chr21	40247623	40247773	id-63559	7.91e-05	+	CTGCAGCAACCACCAGGAGCTTGGAAGAGGCATAG	UpstreamP1_CTCF	3
chr21	40284664	40284814	id-63560	3.65e-05	-	TTCCTTTCTTCTCCACTGTCCACCAGAGAGCAGGA	UpstreamP1_CTCF	3
chr21	40302842	40302992	id-63561	3.28e-05	+	GCAGCCAGAAACTCAGAAAACTCCAGATGGAGCAA	V_CTCF_BR	5
chr21	40316920	40317070	id-63562	2.43e-06	+	TCTGCTTCCCCTCTAGGTTCCACAGGGGGGCCTCG	Upstream_CTCF	18
chr21	40384363	40384513	id-63563	1	+	NA	NONE	6
chr21	40394857	40395007	id-63564	4.94e-06	-	AGTGAAGGTCTCAGGTTGGCCTTTAGAGGGAGTCA	Upstream_CTCF	33
chr21	40399830	40399980	id-63565	1	+	NA	NONE	20
chr21	40406322	40406472	id-63566	7.73e-05	-	AGGGCTGTGCACTGCCTGATCGGGAGGCAGCAGCC	Upstream_CTCF	3
chr21	40409862	40410012	id-63567	3.8e-08	-	GACCCTTGCCCACCTAGAACCAGGAGGGGGCGCCA	V_CTCF_BR	31
chr21	40421519	40421669	id-63568	1	+	NA	NONE	19
chr21	40433815	40433965	id-63569	4.34e-05	+	GATGGGACCGGATGAGCCACCACCAGGGGACGAAC	Upstream_CTCF	7
chr21	40454577	40454727	id-63570	6.75e-05	-	GTGAGGCTTTTCTCTGCCACCGGCAGGTGGGTTCA	UpstreamP1_CTCF	9
chr21	40458564	40458714	id-63571	2.89e-09	-	CAGATCCCTCCAGAGTGGGCCAGCAGAGGGCAGTG	V_CTCF_BR	36
chr21	40460947	40461097	id-63572	2.6e-07	+	ACATGTTCCCATGCAGCTGCCAGCAGGGGCCACCC	V_CTCF_BR	30
chr21	40468746	40468896	id-63573	2.83e-07	+	CCAGGTAACAGGCGTTCCACCTGGAGGGGGCAGCG	V_CTCF_BR	22
chr21	40475653	40475803	id-63574	7.27e-06	+	ACAGCAGAGGACACGTGTCCCTCAAGAGGGCAGGA	V_CTCF_BR	4
chr21	40477861	40478011	id-63575	3.56e-05	-	AATGCTAGGACGGGCCTGACCAGAAGGGTGTGCAT	Upstream_CTCF	7
chr21	40492917	40493067	id-63576	3.6e-07	-	TCTGCAGTGGAAGTGTGGACCTCTGGGGGTCACTC	Upstream_CTCF	19
chr21	40497988	40498138	id-63577	8.16e-07	-	AAATCATGCAACAGAGGAGCCTCTAGGTGGCACTG	V_CTCF_BR	40
chr21	40499554	40499704	id-63578	7.61e-08	-	GTTGCAGTGTCTTGGGCCGCCGGAAGGTGGGGGAC	Upstream_CTCF	12
chr21	40508197	40508347	id-63579	1.03e-06	-	CCGCCATTATCAACATCCTCCACCAGAGGGTACAT	UpstreamP1_CTCF	40
chr21	40509229	40509379	id-63580	9.84e-05	+	AGGTCGCAGATAAAACCTGCCTGGAGAGGGCCCTC	V_CTCF_BR	27
chr21	40510197	40510347	id-63581	1	+	NA	NONE	40
chr21	40512007	40512157	id-63582	1	+	NA	NONE	0
chr21	40525427	40525577	id-63583	2.27e-06	-	CAGCCTCATACACAGATGGCCTGTAGGGGGAGATG	V_CTCF_BR	40
chr21	40547253	40547403	id-63584	1	+	NA	NONE	36
chr21	40552650	40552800	id-63585	1	+	NA	NONE	38
chr21	40576176	40576326	id-63586	1.85e-05	+	AGTGTAGTCCCCAGAGCAACCACAAGGAAATCCCA	Upstream_CTCF	33
chr21	40685820	40685970	id-63587	5.01e-06	+	GCCGGGGGCGGAAGCGCGGCCACAAGAGGGGGCGA	V_CTCF_BR	34
chr21	40708665	40708815	id-63588	1	+	NA	NONE	4
chr21	40720722	40720872	id-63589	4.65e-06	+	CGGCGGGGCGCCGGCGGCGGCTCCAGGGGGCGTGT	UpstreamP1_CTCF	2
chr21	40722370	40722520	id-63590	6.82e-05	+	AAGAAAGGGGAAGCCATCGGCAGGGGGGGTCAGCA	V_CTCF_BR	1
chr21	40735677	40735827	id-63591	1	+	NA	NONE	1
chr21	40745672	40745822	id-63592	1	+	NA	NONE	39
chr21	40749696	40749846	id-63593	1	+	NA	NONE	25
chr21	40760602	40760752	id-63594	2.89e-09	-	ACGGAGGAGTCGGCAGTGACCGCCAGGTGGCGCCC	V_CTCF_BR	40
chr21	40762426	40762576	id-63595	5.7e-05	+	GCCGCAGTTTGCATTCAGTCCTGCAGGGACGCACA	Upstream_CTCF	14
chr21	40768666	40768816	id-63596	1.93e-05	+	TGAGTTAAAGACAGCAGAGACAGATGGGGGCAGCA	V_CTCF_BR	5
chr21	40813551	40813701	id-63597	8.79e-07	-	GTGCAGTACATTGCACTTGCCACCACTTGGTGGAA	UpstreamP1_CTCF	39
chr21	40817443	40817593	id-63598	5.3e-05	+	CGGCGGGGCGCCAGCGAGGCAGGCAGGGGCGAGGA	UpstreamP1_CTCF	34
chr21	40828678	40828828	id-63599	1	+	NA	NONE	35
chr21	40890339	40890489	id-63600	9.62e-08	+	TTGTAATAACAGAGAATGGCCATTAGGTGGCGATA	UpstreamP1_CTCF	39
chr21	40891525	40891675	id-63601	1	+	NA	NONE	0
chr21	40903771	40903921	id-63602	5.34e-06	+	GCAACATTATTCACAATAGCCAAAAGGTGGCACCA	V_CTCF_BR	8
chr21	40953422	40953572	id-63603	1.69e-05	-	TGGCCAGGACACTAAGTAGCCAGCAGGGGCAGTAG	UpstreamP1_CTCF	14
chr21	40984837	40984987	id-63604	4.43e-05	-	AGCCGCATCCCGGCCCGCGGACGCAGGGGGCGCGC	V_CTCF_BR	9
chr21	41002885	41003035	id-63605	1	+	NA	NONE	10
chr21	41041514	41041664	id-63606	7.55e-07	+	CACTGAAACCCCACAGCAGCCTCTGGAGGGCACCA	V_CTCF_BR	9
chr21	41047627	41047777	id-63607	5.34e-06	+	GGCTGCTGAGTGGGCCCAGCCAGGAGAGGGTGTAA	V_CTCF_BR	9
chr21	41048201	41048351	id-63608	1	+	NA	NONE	9
chr21	41062483	41062633	id-63609	1	+	NA	NONE	2
chr21	41077920	41078070	id-63610	1	+	NA	NONE	18
chr21	41085005	41085155	id-63611	9.27e-07	-	CTTCAGTTAACTCCTGTGACCACACGGTGGCAGGG	UpstreamP1_CTCF	17
chr21	41087841	41087991	id-63612	4.31e-07	-	ATGGTTTCCTTCATTGTAACCGCCAGGTGGCACTG	V_CTCF_BR	40
chr21	41092435	41092585	id-63613	1	+	NA	NONE	29
chr21	41098172	41098322	id-63614	9.25e-06	-	TCTTTCTTCTCCCAGGCCTCCACTAGAGGTCTCCA	V_CTCF_BR	31
chr21	41160334	41160484	id-63615	1.15e-06	+	CTGGCATTTGCAGCTCTTTCCACAAGAGGACACTG	Upstream_CTCF	37
chr21	41226618	41226768	id-63616	5.52e-05	-	CTACTGTGTGGCAAGGTTTCCACCAGGGCGGCGCC	UpstreamP1_CTCF	9
chr21	41239164	41239314	id-63617	1.2e-08	+	CGTGCCGTTCTCTTTTGCACCACTAGGTGGCCCCT	Upstream_CTCF	40
chr21	41253656	41253806	id-63618	1	+	NA	NONE	4
chr21	41280300	41280450	id-63619	5.68e-06	+	CCAGTCTGAACGGAAGGCCCCGCTAGATGGCAGGC	V_CTCF_BR	7
chr21	41283338	41283488	id-63620	1.52e-07	-	ATTTCATGTATGCCAATTGCCACCAGAGGGAGGCA	V_CTCF_BR	17
chr21	41297017	41297167	id-63621	1.71e-06	-	GGCAGCCAGAGGGACACAGCCCACAGGGGGCACTG	V_CTCF_BR	6
chr21	41340103	41340253	id-63622	1	+	NA	NONE	4
chr21	41381696	41381846	id-63623	1	+	NA	NONE	2
chr21	41415509	41415659	id-63624	8.21e-05	+	AACGGATCAGCCTGTGTTCCCTATAGAGGGTGCTA	V_CTCF_BR	5
chr21	41421930	41422080	id-63625	1	+	NA	NONE	8
chr21	41426369	41426519	id-63626	2.96e-05	+	GTCTCTTACCACTGCCTTCCCGGCAGGAGGCAGCT	V_CTCF_BR	7
chr21	41492983	41493133	id-63627	6.37e-07	-	TGGCTATGTGTGCGAATGACCACCAGAGGACAGTA	UpstreamP1_CTCF	40
chr21	41515878	41516028	id-63628	2.11e-06	+	GCTAATTAATTTATCTCGGCCGCTAGGGGGCGATC	V_CTCF_BR	39
chr21	41518529	41518679	id-63629	3.31e-06	+	ATTTAGTATATTCATGGTGCCAGCAGGTGTCAGTG	UpstreamP1_CTCF	7
chr21	41538545	41538695	id-63630	7.78e-06	-	AGTGCTACCCCATGTGTGGCCCATAGAGGCAGACT	Upstream_CTCF	11
chr21	41545853	41546003	id-63631	3.36e-07	+	GGCACTAAGTGACTCATGACCTGCAGGGGGCAGCT	V_CTCF_BR	6
chr21	41728717	41728867	id-63632	5.48e-05	+	GCTGTGATTCCGTAGTCAGCCACTGAGGGCAGTCA	Upstream_CTCF	8
chr21	41755950	41756100	id-63633	3.63e-06	-	CCCTGCAGCCCACGGAGCTCCTCCAGGGGGTGCCT	V_CTCF_BR	3
chr21	41758348	41758498	id-63634	1.73e-11	-	CTGCGGGGCCTCGGTCTGACCAGCAGGGGGCACCG	V_CTCF_BR	39
chr21	41808322	41808472	id-63635	3.45e-05	-	CTAAATGTATGTGCACACACCACTAGATGCCAGCA	V_CTCF_BR	3
chr21	41838943	41839093	id-63636	7.07e-08	+	GTAGCTAAAGATATTTTGGCCACCAGAGGGCTCCC	V_CTCF_BR	32
chr21	41876939	41877089	id-63637	1	+	NA	NONE	2
chr21	41884654	41884804	id-63638	9.67e-08	-	CCTGCAGTTCTGGGAATGGCCACTAGGGACGCAGT	Upstream_CTCF	40
chr21	41893052	41893202	id-63639	9.81e-06	-	CATTATCCCTGGCCTCCACCCACTAGATGTCAGTA	V_CTCF_BR	5
chr21	41950922	41951072	id-63640	1	+	NA	NONE	1
chr21	41987589	41987739	id-63641	1	+	NA	NONE	7
chr21	42065860	42066010	id-63642	1	+	NA	NONE	3
chr21	42091676	42091826	id-63643	6.19e-06	+	GTGCAGAGAATGGAAAGGGCCATGAGGTGGCATCC	UpstreamP1_CTCF	7
chr21	42213985	42214135	id-63644	1.97e-06	-	ATTGTGTCCCCGCCATAGGACACTAGTGGGCGGCA	V_CTCF_BR	27
chr21	42222537	42222687	id-63645	4.65e-05	+	TTCCCCTTTTCTCATCCAGCCTCTAGTGGTTGCTG	V_CTCF_BR	5
chr21	42224612	42224762	id-63646	5.97e-08	+	CCTGCACTATATTACCCAGCCAGTTGGGGGCAGAG	Upstream_CTCF	11
chr21	42291197	42291347	id-63647	9.11e-08	+	GGTGCAGTTACTGTAATGGACAGCAGAGGCAATTC	Upstream_CTCF	2
chr21	42291866	42292016	id-63648	1	+	NA	NONE	6
chr21	42325267	42325417	id-63649	1.21e-05	-	CCTGCACTTCTCTCTCCTGCCACCTTGTGAAGAAG	Upstream_CTCF	3
chr21	42415067	42415217	id-63650	8.16e-07	+	GCTCCTGGTCCCAAGTGCACCACCAGGGGTCAGGA	V_CTCF_BR	28
chr21	42417700	42417850	id-63651	2.2e-09	-	CCTGCATTTCGGGAAACCGCCAGCAGGTGGGAGAG	Upstream_CTCF	25
chr21	42441081	42441231	id-63652	1.26e-07	-	AGGTCGTGACTCCTCAATGCCAGCAGAGGGCGCGA	V_CTCF_BR	39
chr21	42443454	42443604	id-63653	5.38e-05	-	CCACTGTGGACATGTGCCACCACTCGGGGGCGCCT	V_CTCF_BR	24
chr21	42493846	42493996	id-63654	1.64e-07	+	AGTGCGAGGCGAAGCTTTCCCAGTAGAGGGCGCTG	Upstream_CTCF	39
chr21	42505971	42506121	id-63655	1.19e-06	-	GAAGATGACCTCGAGATGACCAGCAGATGTCAGTA	V_CTCF_BR	39
chr21	42514231	42514381	id-63656	4.68e-05	-	CAGCAAGCAGCTGCTAGGGGCAGTGTGGGGCAGAG	UpstreamP1_CTCF	20
chr21	42519715	42519865	id-63657	4.5e-06	-	CAAGCTGGACACTGAACAGCCTCTGGGGGGTGCCA	Upstream_CTCF	9
chr21	42539829	42539979	id-63658	4.14e-06	+	CGCTGCGGGGCAGTCGCGGCCGCCAGAGGGGGCAG	V_CTCF_BR	38
chr21	42540342	42540492	id-63659	6.21e-05	-	GCAGGTTGTCTACCATGGCCAAGAAGTTGGCGGCG	V_CTCF_BR	24
chr21	42542460	42542610	id-63660	8.89e-06	+	CCTGAAATGTCTCTGACCACCAGCAGGGTGTCAGC	Upstream_CTCF	40
chr21	42655268	42655418	id-63661	2.53e-05	+	TGGGATTTTCACGAGTCTGTCACTAGGTGGTGGTG	V_CTCF_BR	40
chr21	42661480	42661630	id-63662	1	+	NA	NONE	14
chr21	42692382	42692532	id-63663	1.59e-06	-	AGTCATGGAAGTATCCCAGCCGCTAGAGGGAGGGC	V_CTCF_BR	17
chr21	42693248	42693398	id-63664	1.39e-07	-	CGCCAACGGTTGTGCTCAGCCACCTGCGGGCGCTG	V_CTCF_BR	6
chr21	42731216	42731366	id-63665	4.73e-07	-	GCAGCAGTGAGCTGCAGGGGCAGCAGAGGGCCAAG	Upstream_CTCF	5
chr21	42732241	42732391	id-63666	1.54e-05	+	CTGTAACGCTCCCTGATGTGGAGCTGAGGGAAGAG	UpstreamP1_CTCF	22
chr21	42741444	42741594	id-63667	1.01e-05	+	GCCGCTGAGAGCTGCTGGGCCAGCAGGTGGGAGTG	Upstream_CTCF	31
chr21	42746200	42746350	id-63668	8.21e-06	-	CTAGGCCAAGGCAGAGTGTCCTCCAGAGGCAGGTG	V_CTCF_BR	10
chr21	42750937	42751087	id-63669	1.48e-06	-	ACGCTGGGTAAAGGACCAGGCTGCAGGTGGCAGCA	V_CTCF_BR	15
chr21	42752493	42752643	id-63670	2.74e-08	-	GTGCTGGGAGGAAAGGTGGCCACAAGGTGGCTGGC	UpstreamP1_CTCF	7
chr21	42783423	42783573	id-63671	8.81e-07	-	TGAGTGGGTTGGCCTCCAGCCAAGAGGTGGCGCTA	V_CTCF_BR	14
chr21	42783773	42783923	id-63672	4.94e-06	-	ACTGCTCTTCAAGGTCTAGCCACCTAGTGGAGCTA	Upstream_CTCF	36
chr21	42832645	42832795	id-63673	7.09e-08	-	GAGAAGTTTCCCAGGCCTGCCACGAGAGGGCACCT	UpstreamP1_CTCF	40
chr21	42840091	42840241	id-63674	4.1e-06	+	ACTGTACTTCCTTCTGCCACCAGAAGCGTTCGCAC	Upstream_CTCF	1
chr21	42848026	42848176	id-63675	4.85e-07	-	GTCCAGCACCACCGTGTGGCCACCAGGTGCTCATC	UpstreamP1_CTCF	5
chr21	42878902	42879052	id-63676	1	+	NA	NONE	3
chr21	42913500	42913650	id-63677	2.18e-07	+	CGGTGGGGAAATCCCAAGACCACCAGAGGGAGCAG	V_CTCF_BR	20
chr21	42953674	42953824	id-63678	2.89e-09	+	GGGCTGGGTTAGCACTCGGCCACCAGAGGGAAGCA	V_CTCF_BR	8
chr21	43009456	43009606	id-63679	1.04e-07	+	TGTGTTAGTTGCCCTCCAGCCAGAAGGTGGCACTC	V_CTCF_BR	27
chr21	43023158	43023308	id-63680	3.45e-05	-	GGCTGCTGGGAGATGGGTGAAGGAAGGGGGCGCTC	V_CTCF_BR	0
chr21	43030643	43030793	id-63681	3.73e-06	+	GGAGACATAGCACTTTCAGCCAGCAGGGGACAGTG	Upstream_CTCF	40
chr21	43032445	43032595	id-63682	1.1e-05	+	GGGCTCAGAACTGAAGCTTCCAGAGGAGGGAGCTC	V_CTCF_BR	38
chr21	43032916	43033066	id-63683	1.64e-06	+	ACAGCGTCACTCAGAACTAACGGCAGGGGGCAGTG	Upstream_CTCF	40
chr21	43050109	43050259	id-63684	1.97e-06	+	CCACTGCACTCCAGCCTGGGCAGCAGAGGGAGATA	V_CTCF_BR	5
chr21	43052421	43052571	id-63685	1	+	NA	NONE	4
chr21	43072159	43072309	id-63686	6.43e-06	-	CCCCAGTGACTCTCTCCGGCCACTAGTTGGATCTT	V_CTCF_BR	6
chr21	43080441	43080591	id-63687	1.46e-07	-	ACTGCAGTTCACAGAGTCCCCGGGGGCTGGCGCAC	Upstream_CTCF	20
chr21	43080912	43081062	id-63688	1	+	NA	NONE	2
chr21	43084044	43084194	id-63689	1.76e-05	+	TTGCCAGGTGTGTGTGTCACCACAAGATGGGGCAC	UpstreamP1_CTCF	10
chr21	43093852	43094002	id-63690	4.88e-08	-	CTGCAGTGCAGGTGCCAGGGCAGCAGGGAGAGCTG	UpstreamP1_CTCF	3
chr21	43098649	43098799	id-63691	1.64e-06	+	GATGGCATTCCAACAAAGGCCACCAAAGGGAGCAG	Upstream_CTCF	10
chr21	43147161	43147311	id-63692	1.04e-05	+	AGGCGGGGGCCTGGCACCTCCAGGAGAGGCAGGAG	V_CTCF_BR	8
chr21	43147575	43147725	id-63693	3.31e-06	+	CTGTCATGTCCTAACCCTCCCAGTGGGTGGTGGGA	UpstreamP1_CTCF	10
chr21	43166192	43166342	id-63694	4.48e-07	-	GCAGCTCTGCTCCCTGTGACTGGCAGGTGGCGCTC	Upstream_CTCF	14
chr21	43171786	43171936	id-63695	1.35e-05	+	GAGCAGGTTATGCAACCTGCCAGCTGGGGAGGCTG	UpstreamP1_CTCF	4
chr21	43188869	43189019	id-63696	2.27e-06	-	TGGGAGCTGGCTCTTTTGGTCTCCAGGGGGCTCTG	V_CTCF_BR	39
chr21	43193119	43193269	id-63697	3.22e-07	-	GCTGTACTTCTCAGGAGGCACTGTGGGGGGCACTC	Upstream_CTCF	3
chr21	43198122	43198272	id-63698	1	+	NA	NONE	7
chr21	43198503	43198653	id-63699	7.97e-09	-	GCCGCAGTTCCCAACGCCGCCCACAGATGGCAGGA	Upstream_CTCF	39
chr21	43199259	43199409	id-63700	1	+	NA	NONE	16
chr21	43206962	43207112	id-63701	1	+	NA	NONE	5
chr21	43237028	43237178	id-63702	1.38e-08	+	AGAAAACTGCGCGGCTGGGCCAGCAGGGGGAGCAA	V_CTCF_BR	40
chr21	43237705	43237855	id-63703	9.49e-08	-	TAGTCGTGAGAGCCTGTCACCAGCAGGTGGAGGCA	V_CTCF_BR	40
chr21	43252780	43252930	id-63704	1.28e-06	-	GACTAGTGGAGCCACCTGCCCAGGAGGGGGTGCTC	V_CTCF_BR	12
chr21	43259289	43259439	id-63705	7.27e-06	+	GTCTCGAGGCTGTAAGCTGCCTGAAGGAGGCAGAC	V_CTCF_BR	12
chr21	43267194	43267344	id-63706	1	+	NA	NONE	1
chr21	43267642	43267792	id-63707	2.37e-05	-	CCAGCCACACACGGGGGCGCCACTGGCTGGCCGTT	Upstream_CTCF	29
chr21	43279081	43279231	id-63708	2.17e-09	+	CAAGCTCACCTGCCCTGGGCCACCAGGTGGCACAG	V_CTCF_BR	6
chr21	43282215	43282365	id-63709	5.96e-07	-	ACCGTGAGTCACGTGGGTTCCTGCAGGGGGCACGC	V_CTCF_BR	11
chr21	43288584	43288734	id-63710	2.28e-05	-	AGGGAAATGCAAATTAAAACCACAAGGAGACACCA	Upstream_CTCF	5
chr21	43293320	43293470	id-63711	8.9e-05	+	CCGTAGTTTCCGTAGGAGGGCGCATGGGGGTATAT	UpstreamP1_CTCF	4
chr21	43297135	43297285	id-63712	5.41e-07	+	TTGCATTTGCCACCATCTGCCTGGTGGGGGCAGGC	UpstreamP1_CTCF	8
chr21	43298859	43299009	id-63713	2.68e-05	+	TCGGCGACGACGCCGCCCGGCGGCGGGGGCCGCGG	Upstream_CTCF	1
chr21	43305870	43306020	id-63714	8.89e-06	+	CAAGCAAAAATCTAAACGGGCACCAGGTGGCCACT	Upstream_CTCF	10
chr21	43316050	43316200	id-63715	2.66e-05	-	TGAGGTTGTACAGGGCCTATCAGGTGAGGGCGCTC	V_CTCF_BR	2
chr21	43337299	43337449	id-63716	1.08e-05	-	GTGTGATGTCTGTCCTTGGTCTGCAGATGTCACCA	UpstreamP1_CTCF	9
chr21	43340733	43340883	id-63717	1	+	NA	NONE	0
chr21	43352475	43352625	id-63718	2.15e-05	-	GCCCCCGTTCTTCTGACTATCTGTAGATGGCAGAC	V_CTCF_BR	28
chr21	43354056	43354206	id-63719	4.68e-05	+	TGTTAACAGCAGCCTCATCCCAGCAGGCGGCAGCA	UpstreamP1_CTCF	30
chr21	43374461	43374611	id-63720	8.03e-07	-	AAGGCAGGCCCAGCCCCTGGCTCCAGGGGCAGCCA	Upstream_CTCF	17
chr21	43377688	43377838	id-63721	1	+	NA	NONE	17
chr21	43378313	43378463	id-63722	1.71e-06	-	GACTCGAAGCACATTCCAGCCTCCAGGTGGTGGAA	V_CTCF_BR	37
chr21	43382575	43382725	id-63723	8.33e-05	-	TTCGCACCATGTGAAGAAACAACCAGAAGGCGGCA	Upstream_CTCF	4
chr21	43394074	43394224	id-63724	1	+	NA	NONE	36
chr21	43426430	43426580	id-63725	4.88e-05	+	TGCCACTACACTCCAGTCACCACTGGGTGACAGCT	UpstreamP1_CTCF	19
chr21	43429575	43429725	id-63726	8.16e-07	+	CGAGCAGCAGGGCTCCTGGCCGGCGGAGGGTGCTA	V_CTCF_BR	38
chr21	43430716	43430866	id-63727	7.27e-06	-	CGACCCCGCAGCAAGGGCGCCTCCGGCAGGCGGCA	V_CTCF_BR	15
chr21	43431435	43431585	id-63728	9.81e-06	-	TGTCTGCGGGAGAACCGTCCCTGCAGGAGGCACTC	V_CTCF_BR	14
chr21	43468509	43468659	id-63729	1	+	NA	NONE	17
chr21	43469904	43470054	id-63730	8.08e-08	-	TCTGCACGTCCTGGGCTCTGCAGTAGGGGGTGACA	Upstream_CTCF	7
chr21	43484361	43484511	id-63731	1.7e-05	-	GTTCCAGTTCGGAGGCCGTCCGGCAGGAGGGGTTC	Upstream_CTCF	8
chr21	43495890	43496040	id-63732	1.09e-06	+	GTGCACTAGCAGGCAAAGGCCAGTGGAGAGGGCTG	UpstreamP1_CTCF	4
chr21	43515064	43515214	id-63733	2.5e-09	-	AGCCAAGGAATGCCGGCAGCCACCAGAGGGCAGAG	V_CTCF_BR	27
chr21	43527547	43527697	id-63734	3.12e-08	-	CTGCAGTAGGTTAGCCTGGCCAGCAGGTGAGGGGG	UpstreamP1_CTCF	27
chr21	43528001	43528151	id-63735	5.72e-07	-	CTGCACCCTCCCGGGCTGGCCAGGCGAGGGCGCAG	UpstreamP1_CTCF	40
chr21	43534352	43534502	id-63736	1	+	NA	NONE	23
chr21	43537652	43537802	id-63737	5.63e-09	-	ACGGTATTACCACGACAGGCCACTAGGTGGCAATG	Upstream_CTCF	40
chr21	43545934	43546084	id-63738	1	+	NA	NONE	20
chr21	43546172	43546322	id-63739	4.1e-06	-	TCTGCTCATTCCCTATTGACCAGAGGAGGCAGCAC	Upstream_CTCF	37
chr21	43565721	43565871	id-63740	1.64e-09	+	TTGCATCTCTCCATGCTGGCCACTAGATGGCGACA	UpstreamP1_CTCF	40
chr21	43584622	43584772	id-63741	6.39e-08	+	ATCCCAGCCCCACACTTGGCCAGGAGGTGGAGCTC	V_CTCF_BR	35
chr21	43653788	43653938	id-63742	5.13e-05	-	CCTGCCCACTGACCTGCACCCTGCGGATGCCGCAG	V_CTCF_BR	32
chr21	43660225	43660375	id-63743	5.28e-05	-	GAAGCAGTGCCTCGTGTGGCCGTTGGAGACCCAGC	Upstream_CTCF	17
chr21	43670633	43670783	id-63744	5.12e-06	-	TCTCAATGACCATGAGCGGCCACCAGAGGAGGCCT	UpstreamP1_CTCF	7
chr21	43676028	43676178	id-63745	1.29e-05	-	CTGCTCTAGGGGCTCCCTGGCTCCAGCTGGTTCAC	UpstreamP1_CTCF	21
chr21	43678813	43678963	id-63746	6.47e-10	-	GCTGCAGCTTTCAGAGCCACCTGCAGGGGGCAGCC	Upstream_CTCF	40
chr21	43689742	43689892	id-63747	2.11e-06	-	ACCGGAAAATGCCAACCTGCCACCAGGTGCCGCCT	V_CTCF_BR	3
chr21	43697003	43697153	id-63748	2.97e-06	-	ACGTCATGCACTTTCTGGACCACTTGTGGGCACCA	V_CTCF_BR	23
chr21	43715562	43715712	id-63749	3.31e-06	+	CGGTGTTGGCACGCTGGCCCCACCAGGGGCAGCGC	UpstreamP1_CTCF	12
chr21	43729109	43729259	id-63750	1.71e-06	+	GACCAGGAGGTGGGAAGGCCCAGCAGGTGGCGTTG	V_CTCF_BR	20
chr21	43729887	43730037	id-63751	8.08e-08	+	GCCGCAGTGACTCCAGCAGTCAGTAGAGGGCGCTG	Upstream_CTCF	40
chr21	43740124	43740274	id-63752	4.59e-07	-	GGGAAGGGCCCATCTGGGCCCAGCAGGTGGGGCTG	UpstreamP1_CTCF	10
chr21	43750881	43751031	id-63753	2.23e-06	-	CTGCCTCTATAATGAAGAGCCACCAGGAGGCATTG	UpstreamP1_CTCF	5
chr21	43758056	43758206	id-63754	2.43e-06	+	GAGTCTGTCCCCAGCATGGATAGCAGAGGGCGCTG	V_CTCF_BR	40
chr21	43780618	43780768	id-63755	4.85e-07	+	CTGCAAGGGCTGGCCTAGGAAGCCAGAGGGCGCTC	UpstreamP1_CTCF	22
chr21	43786385	43786535	id-63756	1.92e-05	-	CAGCCAGCTCTGGCAGCCTCCGCCAGGAGCCACTG	UpstreamP1_CTCF	2
chr21	43787667	43787817	id-63757	3.5e-05	+	TTGCACTCCTCCCTGCAGCAGACGGGAGGGCGCAT	UpstreamP1_CTCF	3
chr21	43790095	43790245	id-63758	1.15e-07	+	CCGCAGCCGCCCAGATTCCCCACAAGGGGGACGCG	UpstreamP1_CTCF	6
chr21	43796941	43797091	id-63759	5.61e-08	+	CTTGCCCTCCTACGAGTGGCCGCAAGGGGCCAGTC	Upstream_CTCF	14
chr21	43801642	43801792	id-63760	7.8e-08	+	CCTCAAGAAGCTCTTTCTGCCTCCAGGTGGCACCA	V_CTCF_BR	40
chr21	43804388	43804538	id-63761	3.63e-06	-	ACTCTTGTGTCCCTAGGGGCCAGGAGGTGGAGAAC	V_CTCF_BR	2
chr21	43831736	43831886	id-63762	4.34e-05	+	AGTGGAGCTCCCCTCACAGGCAGAAGAGTGTAACG	Upstream_CTCF	16
chr21	43836546	43836696	id-63763	1.11e-05	+	CCCACAAGTTCTACCCCCACCACCAGAGGACGCTG	Upstream_CTCF	12
chr21	43844291	43844441	id-63764	6.51e-05	-	GGAAAGGTGCCCTCTGTGGCGGGCAGGGGGATTCC	V_CTCF_BR	1
chr21	43870151	43870301	id-63765	4.1e-06	-	CGTCCACTTCCAGACGGTGTCAGCAGGGGTCAGAC	Upstream_CTCF	39
chr21	43875409	43875559	id-63766	1.19e-06	+	TGGCATCCTGGTGAGTGGACCAGGAGGGGGCAGGT	V_CTCF_BR	2
chr21	43887529	43887679	id-63767	2.15e-05	+	GCACCCAGGACAGAAAAGGCCACAAGGAGGAGCCT	V_CTCF_BR	37
chr21	43919642	43919792	id-63768	2.02e-06	-	CCGCACTTGCGCGAACTTCCCACTTGGGGGTTATG	UpstreamP1_CTCF	10
chr21	43933723	43933873	id-63769	1.73e-05	-	CGCACCAGCCCCGGGGCCACCGGGCGGGGGCGCCC	V_CTCF_BR	4
chr21	43938808	43938958	id-63770	1	+	NA	NONE	4
chr21	43941074	43941224	id-63771	2.6e-07	+	GCCGTACAGTGGAAGCTGGCCGCTAGGTGGAGCGG	V_CTCF_BR	27
chr21	43950746	43950896	id-63772	2.31e-06	+	ACTGGCCTAACCCCACTGTCCTCCAGGGGGATTCA	Upstream_CTCF	26
chr21	43957611	43957761	id-63773	1.19e-06	-	GCAGCACCCTGGTTTCTAGCCACTAGATGCCAGCA	V_CTCF_BR	39
chr21	43958529	43958679	id-63774	1.39e-05	+	CCCGGAGTGGGGTTCATGGCAGGCAGGTGTCACTG	V_CTCF_BR	0
chr21	43960097	43960247	id-63775	1.27e-06	+	CAGCGGTGGCAGGGAGTTCCCACCAGGGGAGCGCC	UpstreamP1_CTCF	30
chr21	43964362	43964512	id-63776	1	+	NA	NONE	2
chr21	43973640	43973790	id-63777	1.04e-05	-	GCCCCAGAATGTGGACCTGCTGCTAGAGGGCAGGG	V_CTCF_BR	4
chr21	43979440	43979590	id-63778	2.31e-06	-	GCCTCAGTTCCCCAACCTGTCACATGGGGGCAGGC	Upstream_CTCF	1
chr21	43981976	43982126	id-63779	1.35e-05	+	CAGCGGTGCAGCACCCTCCCCAGTACGTGTCTGGA	UpstreamP1_CTCF	2
chr21	43983797	43983947	id-63780	1	+	NA	NONE	3
chr21	43994869	43995019	id-63781	2.78e-06	-	GACGGGGAGAGGAGCCCAGCCAGCAGGGGGCCCAG	V_CTCF_BR	40
chr21	44013465	44013615	id-63782	8.71e-06	+	GAACCCAGGCCCTCTGTTGCCACAAGAGGGCCCCC	V_CTCF_BR	40
chr21	44038966	44039116	id-63783	3.31e-06	+	GTGCTGGAGTAGAGCGTCACCAGGTGGTGGAAGGA	UpstreamP1_CTCF	8
chr21	44052377	44052527	id-63784	9.84e-05	+	CATCTATAGCTTATGCAGCTCTGCAGGGGGCTCCA	V_CTCF_BR	6
chr21	44072667	44072817	id-63785	8.52e-08	+	CTGTAAAGCCTGTGACCGTCCACCAGGTGGAGACC	UpstreamP1_CTCF	38
chr21	44073219	44073369	id-63786	1	+	NA	NONE	6
chr21	44074615	44074765	id-63787	1	+	NA	NONE	17
chr21	44089275	44089425	id-63788	6.46e-07	-	AAGGGAATCTCCGGGGGAGCCTCTAGAGGGAGCGC	V_CTCF_BR	30
chr21	44099870	44100020	id-63789	9.38e-09	-	CTGGAGTTTGAGGGTCTGGCCTCCAGGGGGCTGCG	UpstreamP1_CTCF	12
chr21	44108964	44109114	id-63790	1.3e-07	-	GAGGCAGCACTGGCCACGTCCACTGGGGGGCCTCA	Upstream_CTCF	11
chr21	44126196	44126346	id-63791	1.48e-06	-	CTGTAAATGCATTTGGTCACCACCTGGGGGAACTC	UpstreamP1_CTCF	13
chr21	44201696	44201846	id-63792	1	+	NA	NONE	14
chr21	44212377	44212527	id-63793	3.97e-05	+	CTGCACTCCAGCCTGGGCGACAGAGGGCGACTCCG	UpstreamP1_CTCF	7
chr21	44238462	44238612	id-63794	4.24e-09	-	CCTGCTGCTGCGCTTCATGCCACCAGGGGGCCCAC	Upstream_CTCF	40
chr21	44251300	44251450	id-63795	3.4e-06	-	CCTGGTTCTCATCGGGACCACAGCAGGGGGCAGTG	Upstream_CTCF	28
chr21	44253648	44253798	id-63796	2.58e-07	-	CCAGCAGCACCACAGCCTGACACGGGGAGGCAGCA	Upstream_CTCF	34
chr21	44258006	44258156	id-63797	4.14e-06	+	TCTCTTACCCACTCTCCAGTCACCTGAGGGCGCTG	V_CTCF_BR	4
chr21	44271003	44271153	id-63798	3.8e-08	+	CTGCCTGAAGCCTGCCCATCCAGCAGGTGGCGCAG	V_CTCF_BR	40
chr21	44281919	44282069	id-63799	5.34e-06	-	AAGAATTAAGCGGCCTCTGCAGCCAGGTGGCGGCG	V_CTCF_BR	9
chr21	44283126	44283276	id-63800	2.19e-05	-	CAAGTGAGACAGGAGGTGGTCAGTAGGTGGCCCCA	Upstream_CTCF	18
chr21	44284431	44284581	id-63801	4.41e-06	-	GTTCGACGCAGCAGAACGAGCAGCAGGGGTCAGTG	V_CTCF_BR	9
chr21	44310608	44310758	id-63802	1.1e-05	+	TTTAACTGACCCTTGGGAGACACAAGGGGGAGCCT	V_CTCF_BR	34
chr21	44344040	44344190	id-63803	1.09e-07	+	TCTTCAGTTCCTGCTACTTCCCGAAGGGGGCATTC	Upstream_CTCF	40
chr21	44350220	44350370	id-63804	8.59e-05	+	AGTGTGGGACAGCTTGAAGCAGGGAGAGGGCTCCC	V_CTCF_BR	0
chr21	44462325	44462475	id-63805	5.68e-06	+	GGGTAGGGGACTGATTGGTCCTGCTGATGGCAGCA	V_CTCF_BR	13
chr21	44464777	44464927	id-63806	7.07e-08	+	TCCGGGGAGGACTCACAGGCCACGAGGTGGCGGTG	V_CTCF_BR	7
chr21	44489298	44489448	id-63807	1	+	NA	NONE	1
chr21	44496414	44496564	id-63808	1.15e-07	+	GAGGGCGTGTGTCGCGGGCCCGGGAGGGGGCGCCG	V_CTCF_BR	20
chr21	44499816	44499966	id-63809	4.44e-06	+	CTGCACCATCCCCTGGTGGCCGGAAGGCTGGGCCC	UpstreamP1_CTCF	29
chr21	44509711	44509861	id-63810	2.83e-07	+	AGCGTCCTGGCGGTGCTGGCCACTGGGTGGCTGCG	V_CTCF_BR	10
chr21	44512206	44512356	id-63811	7.15e-05	+	GCCCAGCCACTCCCCTACTCCACCAGCAGGATCTG	V_CTCF_BR	13
chr21	44527758	44527908	id-63812	3.83e-09	-	GGGCCGGGCGGGGAGGGCACCGGCAGGGGGCGCGG	V_CTCF_BR	40
chr21	44528503	44528653	id-63813	1.73e-05	-	GGTCACTGGCCTTCCAGCTCCACCTGTGGGTGGCC	V_CTCF_BR	18
chr21	44531006	44531156	id-63814	3.63e-06	-	ACCATGTTTCTAGATACTGACAGAAGGTGGCACCA	V_CTCF_BR	39
chr21	44537426	44537576	id-63815	8.17e-10	-	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	39
chr21	44559200	44559350	id-63816	1.52e-07	+	CCACTTGCTGTGCTGACGGACACTAGAGGGCGGAG	V_CTCF_BR	40
chr21	44582075	44582225	id-63817	4.65e-05	+	TGCAGGCTGTCCCGGGCAGGCGCCAGGGGGCCCTG	V_CTCF_BR	23
chr21	44583139	44583289	id-63818	1.83e-05	-	CATGCACACAGAGGAAAGTCCACATGAGGGCACAA	V_CTCF_BR	13
chr21	44588457	44588607	id-63819	2e-06	-	TATGGCGTTTCATGCTTGTCCTCCAGGGGTCACAT	Upstream_CTCF	11
chr21	44596821	44596971	id-63820	7.42e-09	+	CCAGCGTGCCTCACACTTACCACCAGGTGGCAGCA	V_CTCF_BR	40
chr21	44598659	44598809	id-63821	4.44e-06	-	CTCTAGGTCTGACGTGTCTTCCCCAGGGGGCGCCC	UpstreamP1_CTCF	29
chr21	44599068	44599218	id-63822	4.21e-05	+	CTCTTCCTGCCTGCCCCTGCCTGTGGCTGTCGGAA	V_CTCF_BR	11
chr21	44610768	44610918	id-63823	8.02e-08	-	CTGCAGTCTGAGAGCCCCGCCAGCAGGGGCTTGGA	UpstreamP1_CTCF	11
chr21	44615329	44615479	id-63824	1	+	NA	NONE	5
chr21	44630133	44630283	id-63825	1	+	NA	NONE	4
chr21	44631381	44631531	id-63826	3.09e-07	+	TTACAATGGGATGTTCCTGCCACCAGGTGGAGCGG	V_CTCF_BR	35
chr21	44688927	44689077	id-63827	1.92e-06	-	CTGTCCTGACCACAGCCCCCCACCAGAGGCGTGCC	UpstreamP1_CTCF	14
chr21	44689464	44689614	id-63828	1.96e-08	-	GAGGCTCCTGAGGATGCCTCCACCAGGGGGCACAG	V_CTCF_BR	39
chr21	44707168	44707318	id-63829	6.82e-05	-	ATGGTTCGGGGGAGGAGACCAGCAAGGGGGAGCCC	V_CTCF_BR	0
chr21	44710926	44711076	id-63830	2.1e-05	-	CTGTGGATTGGGGTCATGGCCGCCGGGAGGAAGGC	UpstreamP1_CTCF	2
chr21	44735140	44735290	id-63831	1.31e-05	+	GATAAGAGTGTTCTAGTGGCAGGAAGAGGGCAGCA	V_CTCF_BR	32
chr21	44737958	44738108	id-63832	2.5e-05	+	TTGTTGTATCCTCAGATGGCAGAGAGAGGGAGCCC	UpstreamP1_CTCF	19
chr21	44759087	44759237	id-63833	1.04e-06	-	ATGGCTCTCACAGCCGTGTCCAGCAGGGGCTGGGG	Upstream_CTCF	4
chr21	44760902	44761052	id-63834	3.65e-05	-	CTCCTGAGAAACACAGTGGCCAGGAGGGGCGAGAA	UpstreamP1_CTCF	12
chr21	44763132	44763282	id-63835	9.31e-05	+	TGTGCATTCCTGCCTGGAGACAGGAGCTACCAGTC	Upstream_CTCF	8
chr21	44775801	44775951	id-63836	1	+	NA	NONE	12
chr21	44781072	44781222	id-63837	4.41e-06	+	AGCAGCAAGAAGCCCGAGGCCTCCAGGAGGAGCTG	V_CTCF_BR	21
chr21	44782337	44782487	id-63838	3.97e-05	-	GCGCGGCTGGCTGAGGAGCCAAGCAGATGGTGCTG	UpstreamP1_CTCF	18
chr21	44784994	44785144	id-63839	4.51e-05	+	TGAGCCCAGGGTTCACTGCCCACCAGGCGGCATTA	Upstream_CTCF	5
chr21	44803381	44803531	id-63840	3.4e-06	+	GAAAGCTCTGAGAAATAGGCCGGCAGAGGGAGGGA	V_CTCF_BR	8
chr21	44806746	44806896	id-63841	8.56e-05	+	CTGTGATGCCCCGTTGGTGCCGCTAGGACTGCCCA	UpstreamP1_CTCF	1
chr21	44816737	44816887	id-63842	7.02e-05	-	CAGCTCTACTCTGCCTGCGCGGCCTGGGAGCGGCG	UpstreamP1_CTCF	12
chr21	44824526	44824676	id-63843	2.43e-06	+	AGGGCTTTGCAGGGAAGAGCCGCCAGGTGCCAGAC	Upstream_CTCF	4
chr21	44839473	44839623	id-63844	1.48e-06	+	AGGTGCTGGTGCTGCGCTGCCAGAAGGTGGCGTGA	V_CTCF_BR	33
chr21	44846026	44846176	id-63845	1.64e-05	-	CCGACCGCGGGCGGCGGGGGCGCTGGTGGGCTCTG	V_CTCF_BR	28
chr21	44847251	44847401	id-63846	1.13e-10	-	CCCGCAGTGCCCCCAGCGCCCGGGAGGGGGCGCCC	Upstream_CTCF	36
chr21	44859476	44859626	id-63847	8.33e-05	+	TGAGGACTTAACATACCTTTCAGTAGGGGGACACA	Upstream_CTCF	11
chr21	44866587	44866737	id-63848	1.48e-06	-	GCTGGGCCGGGCAGTGGCTCCGGTGGGGGGCGCTG	V_CTCF_BR	10
chr21	44867588	44867738	id-63849	2.5e-05	+	CTGCACTCCCTCCAGAGGCGCTAGAGGGGGATCTT	UpstreamP1_CTCF	29
chr21	44882957	44883107	id-63850	2.18e-07	+	CCCTGTGGGCCCTGCATGGCCACCAGGGGGCTACT	V_CTCF_BR	39
chr21	44887176	44887326	id-63851	8.59e-05	-	CTGTCCCTGAGCAGTCAGACCTGATGGTGGCTGGA	V_CTCF_BR	5
chr21	44891561	44891711	id-63852	2.29e-05	-	CTGTCATGCATCCCAGCCCCAGCCAGGAGGAGACA	UpstreamP1_CTCF	19
chr21	44914517	44914667	id-63853	1	+	NA	NONE	26
chr21	44917992	44918142	id-63854	4.31e-05	+	CTGCAGGGCCTTCATCCACCCAGCTGGGAATGCCT	UpstreamP1_CTCF	21
chr21	44920388	44920538	id-63855	1	+	NA	NONE	5
chr21	44921808	44921958	id-63856	1.7e-05	-	GGTGCAGTGCCCTCCCTTATCCTCAGGGGATGCAT	Upstream_CTCF	5
chr21	44922361	44922511	id-63857	3.18e-06	-	GTCTGCTGAGCTGCCATGGCCTGTTGGGGGAGGGG	V_CTCF_BR	20
chr21	44923395	44923545	id-63858	1.32e-05	-	TTTGCAGAGAGCTCTGTTCACTGCAGGGGGAGCTG	Upstream_CTCF	40
chr21	44924382	44924532	id-63859	1.83e-05	+	GAAGGAGGGGTGCTGCCTGCCATGAGGTGGCGCTC	V_CTCF_BR	2
chr21	44929869	44930019	id-63860	1.1e-05	+	TTTATAGGGTGGTTCTTAGGCTGCAGAGGGCGACG	V_CTCF_BR	12
chr21	44931680	44931830	id-63861	4.31e-05	+	GTGCAGCTGCATAGGACAGCCCAGAAGAGGCAGAG	UpstreamP1_CTCF	5
chr21	44942789	44942939	id-63862	7.44e-05	-	CTTGGTGTATGTTTGAAGGGCAGCAGAGAGTGCTC	Upstream_CTCF	3
chr21	45031839	45031989	id-63863	1.5e-05	+	CACCCAGGTCTCAGACTGGCCACTGGGCGGCACTC	Upstream_CTCF	40
chr21	45039835	45039985	id-63864	3.45e-05	-	GGTTGCTGCCTCTTTATAGGCACTAGATGGTGCCT	V_CTCF_BR	34
chr21	45044313	45044463	id-63865	8.21e-05	-	CCTCCACACGCTCACACCAACACATGGAGGCAGTG	V_CTCF_BR	4
chr21	45060485	45060635	id-63866	5.28e-05	+	ATAGTTACGCAAGATATCACCACTAGGGAAAACCG	Upstream_CTCF	3
chr21	45064642	45064792	id-63867	1	+	NA	NONE	5
chr21	45065534	45065684	id-63868	1	+	NA	NONE	39
chr21	45066643	45066793	id-63869	3.01e-11	-	CAGCAATGCTCCCATCTGGCCACAAGGTGGCGGCC	UpstreamP1_CTCF	40
chr21	45073585	45073735	id-63870	2.11e-06	+	AGTGGCAGTGAGGAGACCGCCAGGAGGAGGCAGAA	V_CTCF_BR	8
chr21	45079098	45079248	id-63871	4.65e-05	+	CCACTGCATTCCAGCCTGGGCGACAGAGGGAGACC	V_CTCF_BR	12
chr21	45090141	45090291	id-63872	4.7e-06	+	AGTCAAGACCCTGTGAAACCCAGGAGAGGGCAGCC	V_CTCF_BR	0
chr21	45107726	45107876	id-63873	1.1e-05	+	TCAGGGACCTAGAGGGTCCCCGACAGGTGGAGCCC	V_CTCF_BR	1
chr21	45109226	45109376	id-63874	1	+	NA	NONE	0
chr21	45114563	45114713	id-63875	7.23e-07	+	CCTTCTCCACTGCTGCCTCCCAGCAGAGGGCCCCA	Upstream_CTCF	2
chr21	45116055	45116205	id-63876	1	+	NA	NONE	0
chr21	45122900	45123050	id-63877	5.67e-06	-	GCTGCGGTGGCGATCGGGGCCACTCGGGAAAGGTA	Upstream_CTCF	3
chr21	45138733	45138883	id-63878	2.78e-06	-	GGTTTGCACTTTCATTCCGCCTGGAGAGGGCTCTG	V_CTCF_BR	31
chr21	45147515	45147665	id-63879	2.43e-06	+	AAGGGGTGGGAGGGAGCCAGCACTAGGTGGAGCTC	V_CTCF_BR	33
chr21	45148901	45149051	id-63880	1.38e-06	-	GGAAGAGCCGCGGAGGCCGCAGCCAGGGGGCAGGA	V_CTCF_BR	34
chr21	45157280	45157430	id-63881	1	+	NA	NONE	3
chr21	45178381	45178531	id-63882	5.12e-06	-	GAGAAACTGAAACTGAAGGCCACCAGGGGCCTCTG	UpstreamP1_CTCF	8
chr21	45180354	45180504	id-63883	5.08e-07	+	CGCACACCTCCTGCCTCTGCCAGCAGGGGTTGCCG	V_CTCF_BR	16
chr21	45195661	45195811	id-63884	1	+	NA	NONE	17
chr21	45209289	45209439	id-63885	9.38e-09	+	CTGCAGTTGCGCGGCTCGGCCACTGCGCGGCGGTG	UpstreamP1_CTCF	40
chr21	45230743	45230893	id-63886	4.33e-10	+	GCTGCAGTCCCACCAGCTGCCTCTGGGGGGTGCCC	Upstream_CTCF	40
chr21	45236673	45236823	id-63887	1.48e-06	-	TCCGTCCTGAGCTCAGCCTGCAGCAGATGGCGCTC	V_CTCF_BR	24
chr21	45246113	45246263	id-63888	4.11e-07	+	CCGCAGTACCCAGTGGTGCCCAGCAGGGAGGTGGC	UpstreamP1_CTCF	36
chr21	45249483	45249633	id-63889	1	+	NA	NONE	28
chr21	45250280	45250430	id-63890	4.03e-06	+	CCGCTTGTCACTGCCGTCGCCGCCAGGAGTCACTC	UpstreamP1_CTCF	1
chr21	45264917	45265067	id-63891	4.41e-06	+	ATCCCGACCCCCAACATTTCCACCAGAGGGCTTCC	V_CTCF_BR	8
chr21	45279031	45279181	id-63892	8.61e-08	+	GCTCGGACTGGCTGGGGTGCCTGAAGAGGGCAGCC	V_CTCF_BR	6
chr21	45279385	45279535	id-63893	1	+	NA	NONE	4
chr21	45284433	45284583	id-63894	1.03e-05	-	CGGCCGGGGCTTAGGGTCGCCGTCAGGGGTCGCCG	UpstreamP1_CTCF	4
chr21	45285239	45285389	id-63895	5.51e-07	+	GCCCGAGGTCGCCCTCCCGCCGCCGGAGGTCGCCC	V_CTCF_BR	0
chr21	45331315	45331465	id-63896	6.82e-05	-	CAGCGAGGCGGCATCTGGGCCAGGCGGGGTCACCC	V_CTCF_BR	5
chr21	45338136	45338286	id-63897	2.18e-07	-	GCTCCAGGGGAACCCTCAGCCACCAGGTGGCTACC	V_CTCF_BR	24
chr21	45338673	45338823	id-63898	1.17e-05	-	TTAAAAATTTAGCTGTCAGCCGGCAGGGGTAGCTC	V_CTCF_BR	1
chr21	45345007	45345157	id-63899	2.1e-06	-	GCAGCATGGCTGGGAGCAACCACAGGAGGGCCCGG	Upstream_CTCF	6
chr21	45349358	45349508	id-63900	1.56e-06	-	GGAGGTGGCTTTGCTGTGGCCAGCAGGCGGCACCG	Upstream_CTCF	3
chr21	45350593	45350743	id-63901	4.59e-07	-	CTGCCGTGGGCCACCCCGGCCACCGTGAGGAGCCA	UpstreamP1_CTCF	5
chr21	45355342	45355492	id-63902	1.47e-05	-	GCGCCGATGCCCAGTACTGCGTGCAGAGGCCGCCC	V_CTCF_BR	4
chr21	45359032	45359182	id-63903	1.87e-09	+	CGAGAATGCACTGGCCGGGCCTCCAGGGGGCGCTC	V_CTCF_BR	40
chr21	45361010	45361160	id-63904	1	+	NA	NONE	5
chr21	45361719	45361869	id-63905	1	+	NA	NONE	22
chr21	45369283	45369433	id-63906	6.75e-05	+	AAGCCACCACCTCTGATGGCCACAAGGGTGTAAGG	UpstreamP1_CTCF	3
chr21	45395459	45395609	id-63907	3.13e-10	-	ACCGCAGTGCTCCCAGCGCCCAGGAGGGGGCGACG	Upstream_CTCF	39
chr21	45399671	45399821	id-63908	4.68e-07	+	GCACGGACACAGTGTGTGGCTGGCAGGGGGCACCC	V_CTCF_BR	23
chr21	45432577	45432727	id-63909	3.09e-07	+	CCCGCCGGGCGACCTCTGACCCCTGGGGGGCGCCC	V_CTCF_BR	16
chr21	45433702	45433852	id-63910	2.6e-05	+	TTCCTACTCTGCACCTTCAGCCCCAGAGGGCAGAT	UpstreamP1_CTCF	14
chr21	45445060	45445210	id-63911	6.23e-05	+	TTGCACCATTGGGAAACTGCCTGTAGGCCTCGCTG	UpstreamP1_CTCF	21
chr21	45456184	45456334	id-63912	2.1e-05	-	AAGCTGTGACAGAGTCTTCCCTCTTGATGACACTG	UpstreamP1_CTCF	0
chr21	45463753	45463903	id-63913	6.46e-07	+	CAGCCTCAACACGCCACTGACACCAGGTGGAGCAG	V_CTCF_BR	3
chr21	45487439	45487589	id-63914	4.51e-05	-	TGACCCGTGGCACCTCATGCCGGTAGGTGGGGCCC	Upstream_CTCF	16
chr21	45491768	45491918	id-63915	2.72e-05	-	CTTCACCTTCAACTTCCATCCTGAAGGAGGTGGGA	UpstreamP1_CTCF	21
chr21	45527359	45527509	id-63916	1.56e-06	+	CTGCTTTTGCGGCGTCTGGCCGCGTGGGGGTCGCC	UpstreamP1_CTCF	13
chr21	45533984	45534134	id-63917	9.06e-08	+	CGGTGGTGACCTCTGGCGTCCTGCAGGGGGCGATG	UpstreamP1_CTCF	40
chr21	45537922	45538072	id-63918	3.29e-05	+	ACGGCAGCCCGAAACCTGCCCGGCCGCTGGTGCTG	Upstream_CTCF	0
chr21	45551528	45551678	id-63919	5.93e-06	+	GCTGATATCTGCCTGCCGGCCTCCCGGGGGTGGCG	Upstream_CTCF	0
chr21	45553176	45553326	id-63920	2.81e-05	+	CGCCCCGAGGCAGCCTTGCTCTGCGGATGGCGGAA	V_CTCF_BR	10
chr21	45557977	45558127	id-63921	1	+	NA	NONE	40
chr21	45567126	45567276	id-63922	4.96e-08	+	GTTGTGGCTTTAGGTGCTGCCACCAGGGGGCGTGG	Upstream_CTCF	40
chr21	45573826	45573976	id-63923	1.5e-05	+	AATGCTGGCGTGAACATGGGCGCCAGGTGTCTCTC	Upstream_CTCF	5
chr21	45577729	45577879	id-63924	1	+	NA	NONE	3
chr21	45591474	45591624	id-63925	5.28e-08	+	CCTGCACTGCTGCTTTTCCCCGCCAGGGACCAGGC	Upstream_CTCF	4
chr21	45592717	45592867	id-63926	1.04e-05	-	AGCTGCTCACTTCCTCCCGCCGGCAGAGGCAGCCT	V_CTCF_BR	11
chr21	45610478	45610628	id-63927	2.66e-05	+	TAGTTACCCAGGATTTTTCCCTGTAGATGGCTCTG	V_CTCF_BR	13
chr21	45628326	45628476	id-63928	1	+	NA	NONE	11
chr21	45654349	45654499	id-63929	8.89e-06	+	GGGGTTGAGCTCAGAAAGGCCGGCAGGAGGTGCAA	Upstream_CTCF	2
chr21	45659357	45659507	id-63930	4.01e-05	+	GCACCAAGGCGGCCCCTGGCCACCAGGGGCTCTTG	Upstream_CTCF	18
chr21	45664130	45664280	id-63931	1.55e-05	+	CCTGGAGAGCGGAAGCCTGCCTGGTGGAGGCGCTA	V_CTCF_BR	20
chr21	45667497	45667647	id-63932	8.64e-05	+	GCTGTGTGGACGCATAGAGCCTCCGGGGGCCAAGG	Upstream_CTCF	10
chr21	45668919	45669069	id-63933	1.39e-07	-	CCCACGGCCGACCCTCCCGCCCCCAGATGGAGCCA	V_CTCF_BR	14
chr21	45687564	45687714	id-63934	1	+	NA	NONE	26
chr21	45687827	45687977	id-63935	3.31e-06	-	CTTCACGCACCCCTTTCAGCCAGGAGAGGGGGATA	UpstreamP1_CTCF	26
chr21	45715676	45715826	id-63936	1	+	NA	NONE	6
chr21	45717643	45717793	id-63937	1.55e-05	-	TGTTTACAGCCGAGCACTGACAAGAGGTGGCGCTG	V_CTCF_BR	40
chr21	45718366	45718516	id-63938	6.34e-08	-	GCAGCATTACTCACAACAGCCAAAAGGTGGAAGCA	Upstream_CTCF	37
chr21	45721984	45722134	id-63939	4.1e-06	-	ACTGGGATGCCATGATCGGCCAGCAGGTGCACTGT	Upstream_CTCF	26
chr21	45722671	45722821	id-63940	1.39e-05	+	GTCACGCCTTTCCTGTTGGCCAGGGGTTGGTGCTG	V_CTCF_BR	32
chr21	45724937	45725087	id-63941	2.47e-07	-	GTGAGGGACCTTCCAGAGCCCAGCAGGTGGCAGCA	UpstreamP1_CTCF	40
chr21	45730302	45730452	id-63942	1.35e-05	+	TCTCAGCTTCCCGCTCTGGCGGGCAGATGGTAGCC	UpstreamP1_CTCF	0
chr21	45730643	45730793	id-63943	2.43e-06	-	GGTAACAGGGTCCGGGTGCCCCCTAGGGGGCTCCA	V_CTCF_BR	17
chr21	45742639	45742789	id-63944	2.94e-06	-	TCAGCAGTCGCTGCAATGCCCGGGATGTGGCGCTG	Upstream_CTCF	0
chr21	45746955	45747105	id-63945	7.27e-06	-	GAGGGCCCATGGGGCGCCAAAGCCAGGGGGCAGCA	V_CTCF_BR	9
chr21	45750611	45750761	id-63946	4.11e-07	-	GGGCAGGGTGAGTGGCGGGCCGCTAGGGGCCGCGG	UpstreamP1_CTCF	2
chr21	45752350	45752500	id-63947	1.47e-05	+	AGAGGAGGCACGAGTGCCTCCAATAGGTGGAGCGC	V_CTCF_BR	10
chr21	45758195	45758345	id-63948	2.55e-06	-	CAAGGAAGACCAGGAGCTTCCAGAAGAGGGAGCCT	Upstream_CTCF	40
chr21	45780291	45780441	id-63949	5.48e-05	-	ACAGTTATGCAGAATGTAGCCACAGGGGGAACCGT	Upstream_CTCF	16
chr21	45784123	45784273	id-63950	6.84e-06	+	TCCATCACTCTCGCTCTGAACTGTAGGTGGAGCTG	V_CTCF_BR	4
chr21	45789125	45789275	id-63951	1	+	NA	NONE	10
chr21	45797373	45797523	id-63952	1.74e-08	+	GTGTGTGGTTAGGCTGGAGCCAGCAGGGGGCAGGG	V_CTCF_BR	16
chr21	45844248	45844398	id-63953	1	+	NA	NONE	1
chr21	45859071	45859221	id-63954	5.08e-07	+	CTGGGGACCTGCCCCAGCACCACTGGGTGGCAGCG	V_CTCF_BR	6
chr21	45864441	45864591	id-63955	1.48e-06	+	CAGCACAGACGTGGGCCAGCCCGCTGGGGGCAGTG	V_CTCF_BR	28
chr21	45870100	45870250	id-63956	1.06e-05	+	GCTGCATTTTACCCCCAGACCACAAGGCTGGATCC	Upstream_CTCF	2
chr21	45875866	45876016	id-63957	5.21e-08	-	AAGCTGGGCACGTGGCCGGGCACCAGCGGGCGCTC	V_CTCF_BR	31
chr21	45881441	45881591	id-63958	4.01e-05	+	GGCTGAAGTCAGGGCCCGGCCAGCAGAGGGCCATT	Upstream_CTCF	25
chr21	45899622	45899772	id-63959	8.17e-10	-	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	36
chr21	45905121	45905271	id-63960	2.33e-07	-	TTGCCGTGTGCCGCGCTCTCCGCTAGGTGGAGATG	UpstreamP1_CTCF	22
chr21	45907822	45907972	id-63961	1.67e-07	-	CCAAATTTGCAGCTCTCCGCCAGCAGGGGTCGCTG	V_CTCF_BR	40
chr21	45909959	45910109	id-63962	4.14e-05	-	CTGTCTTAGCTGCTTCCCGCTGACAGGGGGCGTTG	UpstreamP1_CTCF	32
chr21	45929578	45929728	id-63963	1.16e-05	+	CCAGCTGTGCCCAGCCCTGCCCCTAGCGACCATCT	Upstream_CTCF	27
chr21	45930475	45930625	id-63964	5.72e-09	+	CAACGTGCGTTCTCCACGCCCAGCAGGGGGCGCCG	V_CTCF_BR	40
chr21	45970930	45971080	id-63965	1	+	NA	NONE	2
chr21	45994364	45994514	id-63966	4.7e-05	+	GCTGCACCTCCTCTCCCTGCCAGCAGGCTTGCTGT	Upstream_CTCF	12
chr21	46000180	46000330	id-63967	3.63e-05	+	GCTGGCAGCACGAGGGCGTGCAGGAGCTGGTGCAG	V_CTCF_BR	3
chr21	46038557	46038707	id-63968	2.62e-07	+	GTGCAGTTGCCTGTTTCGACCGTCTGGTGGCTCCC	UpstreamP1_CTCF	30
chr21	46106398	46106548	id-63969	1.84e-06	-	GCGGGCAGCACCTGGAGGACCCGCAGGAGGCGGCC	V_CTCF_BR	1
chr21	46131318	46131468	id-63970	5.08e-07	+	TGCGTGCCGTGGCCGGGGGCCGCCAGGGGCAGCAC	V_CTCF_BR	4
chr21	46131515	46131665	id-63971	6.82e-05	+	GTGGGGAAGCTTCTGGTTGCTGCCTGCGGGAGGCA	V_CTCF_BR	3
chr21	46138619	46138769	id-63972	1	+	NA	NONE	4
chr21	46155259	46155409	id-63973	1	+	NA	NONE	1
chr21	46162466	46162616	id-63974	8.71e-06	-	TTCATAATTGGATTGTTGGCCTCTGGGTGGAGCCC	V_CTCF_BR	39
chr21	46172658	46172808	id-63975	6.49e-06	-	GTGCAGTGGCAGAGGCTCAGCACATGAAGCAGCAC	UpstreamP1_CTCF	25
chr21	46175344	46175494	id-63976	7.27e-06	-	TGTTTGGGGAATGAGTGGTCCCCCAGGTGGCAGGA	V_CTCF_BR	18
chr21	46181380	46181530	id-63977	2.73e-07	-	CCAGGTGTGCTCACCTTTGCCTCCAGAGGACGCTG	Upstream_CTCF	39
chr21	46213341	46213491	id-63978	3.4e-06	-	TGCTGCACTTCTTTATTGACCAGTAGAGGCCACTG	V_CTCF_BR	40
chr21	46220131	46220281	id-63979	1.64e-05	+	TTATGTTCTGCTTTAGCAGACACTAGGTGGCGAGC	V_CTCF_BR	38
chr21	46221079	46221229	id-63980	1	+	NA	NONE	39
chr21	46222357	46222507	id-63981	1	+	NA	NONE	19
chr21	46223668	46223818	id-63982	7.73e-05	+	CTTGAAATATGAGTTGCTGAAACAAGATGGCAGTC	Upstream_CTCF	2
chr21	46255422	46255572	id-63983	1.73e-05	-	CAGACCTAGAGTTTTCCTGCCTGTAGATGTCAGGC	V_CTCF_BR	12
chr21	46256706	46256856	id-63984	1.5e-05	-	GCTGCCAGGACAGACGCCACAGCCAGGTGGCTCAC	Upstream_CTCF	10
chr21	46257621	46257771	id-63985	5.41e-06	+	GGTGTAGGGCCAGGCTGCGGCACCAGTGGCCCTGG	Upstream_CTCF	2
chr21	46258374	46258524	id-63986	1.21e-06	+	CTTCCAGCCCCACCAAAGGCCACCAGGGGCACCCA	Upstream_CTCF	10
chr21	46265989	46266139	id-63987	1	+	NA	NONE	40
chr21	46267051	46267201	id-63988	5.92e-05	+	GATGCATGGTGGACAGCGGCCGCACGGTGGCCTTT	Upstream_CTCF	1
chr21	46274925	46275075	id-63989	1	+	NA	NONE	1
chr21	46292356	46292506	id-63990	1.24e-05	+	AAGGTGGCACTATTCCCCACCACTAGTGGTCACCT	V_CTCF_BR	23
chr21	46295414	46295564	id-63991	1	+	NA	NONE	28
chr21	46308821	46308971	id-63992	1.1e-05	+	CTCGGGCTTGGGTGTGTGTCCACCAGGGGGGGCAG	V_CTCF_BR	4
chr21	46312805	46312955	id-63993	4.96e-08	+	TCTGTGTGTCCGGCGTCTGCCCCCAGGGGGCGCAG	Upstream_CTCF	40
chr21	46327140	46327290	id-63994	1.24e-05	+	GGCTCCCGGCCACAGCAGACCCCTGGGGGGCAGGG	V_CTCF_BR	13
chr21	46331650	46331800	id-63995	2.1e-06	-	GGTGGAACGGCCCTGCTGCCCGCTAGGAGGTGCTG	Upstream_CTCF	34
chr21	46348044	46348194	id-63996	1	+	NA	NONE	20
chr21	46352657	46352807	id-63997	1.48e-06	-	CCTTCTGGGGGCTCCTCCGACGCCTGAGGGCGCTG	V_CTCF_BR	37
chr21	46355625	46355775	id-63998	1	+	NA	NONE	2
chr21	46369779	46369929	id-63999	2.14e-10	+	CTCTGCCCTGGTGATCTGGCCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr21	46382609	46382759	id-64000	1	+	NA	NONE	11
chr21	46390180	46390330	id-64001	1	+	NA	NONE	4
chr21	46392405	46392555	id-64002	3.56e-06	+	ACTGCAGTGCTCGTTGGCACCCCCCGCAGGTGCAG	Upstream_CTCF	13
chr21	46396580	46396730	id-64003	3.83e-09	-	GCCAGCGTCTGCCCGATGGCCACCAGGGGGCTGGC	V_CTCF_BR	28
chr21	46403500	46403650	id-64004	3.36e-07	+	AGCCTCCCTCCCCAGCCAGCCAGGTGATGGCGCTG	V_CTCF_BR	5
chr21	46411639	46411789	id-64005	2.31e-06	+	GCCGCCATCCCCAGCCTCGGCAGCAGGGGCTCCAG	Upstream_CTCF	10
chr21	46423450	46423600	id-64006	2.91e-05	-	GCTGTCAGTCCTATTTTGTCCGCTAGGAACAAGGC	Upstream_CTCF	9
chr21	46430135	46430285	id-64007	1	+	NA	NONE	4
chr21	46432202	46432352	id-64008	1.08e-08	-	CGCTGTGCTGCTCTGCTGGCCACGAGAGGGAGGCC	V_CTCF_BR	26
chr21	46432490	46432640	id-64009	1	+	NA	NONE	17
chr21	46432702	46432852	id-64010	7.91e-05	+	AAGCTCCGGCAGACAGGTCCTGGCAGGAGGCTGCA	UpstreamP1_CTCF	14
chr21	46433234	46433384	id-64011	5.68e-06	+	CACCCTGGGCTCTGCAGTACCACCAGGGGCAGCCT	V_CTCF_BR	21
chr21	46446797	46446947	id-64012	5.9e-06	-	AAGCCAAGGCCCGGCGTGGCCGCCAGATGGCCACC	UpstreamP1_CTCF	7
chr21	46487497	46487647	id-64013	1	+	NA	NONE	3
chr21	46494214	46494364	id-64014	1	+	NA	NONE	0
chr21	46518904	46519054	id-64015	3.71e-05	+	TCAGTAGTAGTGTTACCAGCAGACAGATGGCGCTT	Upstream_CTCF	40
chr21	46522486	46522636	id-64016	1	+	NA	NONE	35
chr21	46522669	46522819	id-64017	8.03e-07	+	GCTGTATCTGCTGTGTCTTCCAGGAGGTGGAGCAC	Upstream_CTCF	9
chr21	46548637	46548787	id-64018	2.04e-08	-	GCAGCAGGTGCCACACATGCCACTGGAGGGCAGCA	Upstream_CTCF	40
chr21	46557109	46557259	id-64019	9.51e-07	-	CTTACACAGGGGAATCTGCCCACAAGAGGGAGCTG	V_CTCF_BR	40
chr21	46558603	46558753	id-64020	1.15e-07	-	CACTCAGTCTCTAGGATGACCAGCAGGGGGCGTGG	Upstream_CTCF	40
chr21	46560363	46560513	id-64021	5.9e-06	+	GTTGAGTGACCTCTGCAGAACAGCAGATGGTGCTG	UpstreamP1_CTCF	40
chr21	46572361	46572511	id-64022	1.01e-05	+	GCTGCTGTTGTCGCAGCTGCCGGCACACGGAAGTG	Upstream_CTCF	21
chr21	46587811	46587961	id-64023	1	+	NA	NONE	11
chr21	46612381	46612531	id-64024	6.05e-06	+	TGACAACTTCCATTTCTTGCCTCTTGGTGGCAGCC	V_CTCF_BR	25
chr21	46631156	46631306	id-64025	9.41e-05	-	GGATGATACAGGCCATGCAACACAGGAGGGAGCCT	V_CTCF_BR	9
chr21	46645712	46645862	id-64026	5.28e-05	-	AGGGAGATTGTCACAAAACACGCTAGGGGGCAGAG	Upstream_CTCF	4
chr21	46647803	46647953	id-64027	8.58e-06	+	TTGCAAGGCAGATGGTCAGCCAGAGGGGGCCTGGC	UpstreamP1_CTCF	19
chr21	46656534	46656684	id-64028	1.55e-05	-	AGGGCCTGACAGCCATGTTCCTCTGGGTGGCAGTC	V_CTCF_BR	22
chr21	46668355	46668505	id-64029	1	+	NA	NONE	3
chr21	46669190	46669340	id-64030	9.31e-05	+	CCTGCCCGCCTGTTCGTCACCCCTGGCGGTGGCTG	Upstream_CTCF	14
chr21	46690264	46690414	id-64031	3.8e-08	-	TTGCGTTGGTGGCCTCCAGCCAGGAGGTGGCACTG	V_CTCF_BR	37
chr21	46697479	46697629	id-64032	1.41e-06	+	CAGCAGGCCTGCTGTGTCCACGGGAGGGGGCAGCC	UpstreamP1_CTCF	1
chr21	46706665	46706815	id-64033	2.4e-05	+	GCGCCCAGGCCTGCGAACGCCACGAGGGGCCGTGC	V_CTCF_BR	12
chr21	46707684	46707834	id-64034	1.73e-05	+	GGAGGCCAGGACACTGCCCCCAGCAGCAGGAAGAC	V_CTCF_BR	16
chr21	46709826	46709976	id-64035	5.63e-06	-	CTGAATGGATCCCTCATCTCCACCAGGGGGATTCT	UpstreamP1_CTCF	39
chr21	46711648	46711798	id-64036	3.41e-08	-	GCTGCAGTGCTGTGGGTCCCCGATGGGGGGCGAGG	Upstream_CTCF	14
chr21	46712483	46712633	id-64037	7.42e-09	+	GGCCACTGCCCCGAGGCCGCCACGAGAGGGCAGGA	V_CTCF_BR	37
chr21	46720830	46720980	id-64038	1.55e-05	-	GACGGTCCTGGCGTCTTCACCTCCTGCAGGCGGCG	V_CTCF_BR	1
chr21	46726596	46726746	id-64039	3.79e-08	-	CTGCACCTCACCGCTCCCTCCCGCAGAGGGTGCGG	UpstreamP1_CTCF	7
chr21	46728672	46728822	id-64040	1.48e-06	+	GCCTGCCTGCTGTCTCGTGCCGCTGGGGGGCAGAA	V_CTCF_BR	6
chr21	46729050	46729200	id-64041	4.7e-08	-	AGTGTCACGGGGCCACCTCCCTCCAGGGGGCGCCA	V_CTCF_BR	40
chr21	46739531	46739681	id-64042	1.81e-06	+	TGTGCATGTGCCTGACTGGCCCCTGGTTGGCGCCA	Upstream_CTCF	9
chr21	46744712	46744862	id-64043	8.21e-06	+	TGGCCGCTGGGTGGGGCTGAGTGCAGAGGGCAGTG	V_CTCF_BR	9
chr21	46756824	46756974	id-64044	1.72e-06	+	ACTGTAGGAGAATGAAGGAACCCTAGGTGGCAGCG	Upstream_CTCF	12
chr21	46767363	46767513	id-64045	8.58e-06	+	CCGTGATGCTGCGAACTGGCAAATAGGGGGAGGTA	UpstreamP1_CTCF	17
chr21	46774979	46775129	id-64046	1	+	NA	NONE	8
chr21	46776301	46776451	id-64047	7.44e-06	+	CCAGCATCCCCTTAGACTGCCAATAAGGGGCGCTG	Upstream_CTCF	33
chr21	46777905	46778055	id-64048	8.81e-07	+	GAAAAGCAGCCCTGATCTGCCTGAAGGGGGAGCTG	V_CTCF_BR	35
chr21	46779545	46779695	id-64049	1	+	NA	NONE	1
chr21	46782801	46782951	id-64050	1	+	NA	NONE	0
chr21	46786995	46787145	id-64051	1.21e-09	-	CTGCACTGGCTGGAAGTGGCCCCCAGAGGCCAGGC	UpstreamP1_CTCF	23
chr21	46793284	46793434	id-64052	7.27e-06	-	GCTCCCTGATGCCCCCTGGCCTGCGGCAGGCAGTA	V_CTCF_BR	13
chr21	46798199	46798349	id-64053	7.44e-06	+	ACTGAGATGCCGCTCCCTGCCACGGGAGGCTGGAC	Upstream_CTCF	9
chr21	46801076	46801226	id-64054	3.16e-05	+	CCAGCACCCCCAGGCAAGGCCTGTGTGTGGCGCTT	Upstream_CTCF	1
chr21	46803179	46803329	id-64055	2.1e-05	-	TAGCAGGGACAGGATTCCTGCAGCAGAGAGGAGTG	UpstreamP1_CTCF	1
chr21	46803749	46803899	id-64056	3.97e-05	+	AAGGTCTGGACCTGCCTGCCCTGCAGGTGGGGCTC	UpstreamP1_CTCF	4
chr21	46806996	46807146	id-64057	1	+	NA	NONE	33
chr21	46808349	46808499	id-64058	4.11e-08	+	GCAGCCCTTCCCAGGGTGGCCAGAAGAGGACAGGC	Upstream_CTCF	2
chr21	46827026	46827176	id-64059	2.29e-05	-	TAGCTCTTCTCCAATAACCCCTAAAGGGGGCGACT	UpstreamP1_CTCF	28
chr21	46827609	46827759	id-64060	7.84e-05	+	CCCTGCCTCCCTGCAGCCCCCAGAAGATGCATGTC	V_CTCF_BR	32
chr21	46859407	46859557	id-64061	2.5e-09	-	CCGTCAAGCCAGGGACCGGCCGCCAGGGGGAGCCA	V_CTCF_BR	39
chr21	46863833	46863983	id-64062	1.34e-06	+	GAGTAGGTGTCTGGCCCTACCACTGGGGGGCCATG	UpstreamP1_CTCF	26
chr21	46881360	46881510	id-64063	1.34e-06	-	ATGCAGGACAAGGAAGAGCCCTGCAGGGGGGCACC	UpstreamP1_CTCF	3
chr21	46893015	46893165	id-64064	5.34e-06	-	CCGGGGATGCTGGGCAAGGACACAGGAGGGCGCAA	V_CTCF_BR	2
chr21	46893942	46894092	id-64065	1	+	NA	NONE	16
chr21	46898112	46898262	id-64066	1.09e-07	+	GGTGCATTTCCATGTAGACACTGTAGGTGGCGCCG	Upstream_CTCF	40
chr21	46918687	46918837	id-64067	6.82e-05	+	ATTCAAAAGCCACAGGAAGTCTGGAGATGGCAGCA	V_CTCF_BR	8
chr21	46927563	46927713	id-64068	5.63e-06	-	GTGTCCTGCACCAGTTTCTGCAGCAGGGGCTGATG	UpstreamP1_CTCF	8
chr21	46929610	46929760	id-64069	4.11e-07	-	TTTCATGACCACTGCTTGGCCACCAGAGGGCAAGT	UpstreamP1_CTCF	25
chr21	46935561	46935711	id-64070	1.82e-06	+	CTGCAAACCCAGCTTGCTGACACCAGGAGGATGGA	UpstreamP1_CTCF	1
chr21	46947637	46947787	id-64071	1.93e-05	-	CCTGCCTGGCTGCCACTCACCTCCAGGGCCCACCC	Upstream_CTCF	6
chr21	46951831	46951981	id-64072	1.31e-05	-	GGCTGCTGCTGCTGCTGGGCCACTCGGTGGCGCAC	V_CTCF_BR	1
chr21	46960780	46960930	id-64073	1	+	NA	NONE	2
chr21	46962288	46962438	id-64074	3.86e-05	+	GACTCCGGGACTACAGCGCCCACAAGGCGGCGCGG	Upstream_CTCF	37
chr21	46969921	46970071	id-64075	2.62e-07	+	CAGCATTGGCCAAAAGTGGACAGTGGGGGTCAGTG	UpstreamP1_CTCF	17
chr21	46972180	46972330	id-64076	6.75e-05	-	CTGTGGGTCTCCCTGGAGTGGACAGGAGGGCAGTT	UpstreamP1_CTCF	4
chr21	46974414	46974564	id-64077	3.36e-05	-	GCTGAGTGCCCCTGGCCAGGCACAAGAGGACGCCC	UpstreamP1_CTCF	11
chr21	46974922	46975072	id-64078	3.33e-09	+	GACGCAACGCGGGGAGTGGCCACCAGGGGGCGAGC	V_CTCF_BR	40
chr21	46976042	46976192	id-64079	8.91e-07	+	GCAGCCACCCCGGGGATGACCAGCAGAGGTCCTCA	Upstream_CTCF	34
chr21	46995437	46995587	id-64080	2.11e-06	-	CTGCTTACGCACCACGCCCCCACTGGAGGGCACAG	V_CTCF_BR	3
chr21	47010996	47011146	id-64081	1	+	NA	NONE	6
chr21	47016737	47016887	id-64082	6.98e-07	-	ATACGTTGCACAGATGCTGACAGCAGGTGGCAGTG	V_CTCF_BR	40
chr21	47035058	47035208	id-64083	8.23e-05	+	GTTAAATCTCAGTCAGATGCCACCACGCGGCAGAA	UpstreamP1_CTCF	7
chr21	47037539	47037689	id-64084	1.82e-07	-	CAGCGAGCAGCCGGGCTGAGCAGCAGAGGGAGCTG	V_CTCF_BR	12
chr21	47060570	47060720	id-64085	3.18e-06	+	AGACTCCGGATCTCCCTCCCCAGCAGGGGGATGGA	V_CTCF_BR	15
chr21	47061062	47061212	id-64086	1.09e-07	+	GCTGCAGGCCCAGCTGCTGCCGCCTGGGGCGGGGC	Upstream_CTCF	23
chr21	47115121	47115271	id-64087	3.4e-06	+	TGGCATAGTGGTGGGCTTGTCAGCAGAGGGTGCTG	V_CTCF_BR	23
chr21	47120360	47120510	id-64088	1	+	NA	NONE	1
chr21	47144217	47144367	id-64089	4.51e-05	+	AGTGGTGGGCTAAAACACTCCACAGGGTGGTGCAT	Upstream_CTCF	4
chr21	47160724	47160874	id-64090	1	+	NA	NONE	19
chr21	47165749	47165899	id-64091	1	+	NA	NONE	1
chr21	47167765	47167915	id-64092	1	+	NA	NONE	15
chr21	47188617	47188767	id-64093	5.08e-07	-	GTCCTCAGCCAGGCCTCCAACTGCAGATGGCGCCC	V_CTCF_BR	30
chr21	47206779	47206929	id-64094	1	+	NA	NONE	3
chr21	47231104	47231254	id-64095	3.24e-06	+	TCTGCTGATGAGAGCCCCGACAGCAGGAGGCCCCA	Upstream_CTCF	4
chr21	47238288	47238438	id-64096	6.21e-05	-	GGAGGAGTGAGTACGTGAAGCGCATGGGGGCAGTG	V_CTCF_BR	6
chr21	47240586	47240736	id-64097	5.21e-08	-	CTCAGATACGTCAGCCCTGCCACGAGGTGGCAGCA	V_CTCF_BR	40
chr21	47257277	47257427	id-64098	4.43e-05	+	AGGATGCTGGCTCTTGGAGCCTAGGGATGGCGCTG	V_CTCF_BR	8
chr21	47267910	47268060	id-64099	2.04e-05	+	GTTCCTTATGCAGTCATTACCAGTAGAGGGTGTCC	V_CTCF_BR	20
chr21	47279463	47279613	id-64100	1.31e-05	+	ATCTCCCCTCTTGGAGAAACCACTAGGGGCAGCCG	V_CTCF_BR	2
chr21	47283209	47283359	id-64101	1	+	NA	NONE	2
chr21	47294629	47294779	id-64102	6.82e-05	-	ACGGGAAGGGATGCCTTCACAGGGTGAGGGCGCTC	V_CTCF_BR	6
chr21	47296748	47296898	id-64103	9.25e-06	+	GCTCGCTGCGGCTGCGAGGACCCCAGATGGCGCTT	V_CTCF_BR	4
chr21	47300009	47300159	id-64104	1.64e-07	-	CTTGCAAATCCACCAGCTCCCAGAAGAGGCCAGAG	Upstream_CTCF	14
chr21	47300434	47300584	id-64105	1.99e-07	-	TCCCAGCACCACTCTTGGCCCACAAGGGGGCGCAG	V_CTCF_BR	40
chr21	47341986	47342136	id-64106	6.84e-06	-	TGAGAGTCAAGCAGTCTGTCCAGGTGTGGGCGCTC	V_CTCF_BR	8
chr21	47343208	47343358	id-64107	1.52e-09	-	CTGCAGTAGCACAGCTCTGACAGCAGGTGGGGCCA	UpstreamP1_CTCF	39
chr21	47346310	47346460	id-64108	1.19e-06	+	CAGGTCCCGCAGGAGGTGTCCAGAAGGAGGCACTG	V_CTCF_BR	27
chr21	47354557	47354707	id-64109	5.77e-08	-	CCCCGGCCTCCTGCAGGGGACAGCAGATGGCAGAG	V_CTCF_BR	5
chr21	47374298	47374448	id-64110	2.2e-06	-	GGTGCTGTTCCCAGACCAAACCGAGGGTGGGGCTG	Upstream_CTCF	30
chr21	47380199	47380349	id-64111	5.28e-08	+	TGGGCAGTTCATTCAATGGACACAGGGTGGCACCG	Upstream_CTCF	5
chr21	47390667	47390817	id-64112	1.74e-10	+	CCTGCACTGGTGCCCATGGGCAGCAGAGGGCGCCC	Upstream_CTCF	40
chr21	47393633	47393783	id-64113	1.09e-06	+	ATGCACGCGGCCCCGGGAAGCACCAGGGGGCCTCA	UpstreamP1_CTCF	40
chr21	47403368	47403518	id-64114	1.11e-05	+	GCTGGGCCGGAGCCTCCCGCCACCAGAAGGGGCAC	Upstream_CTCF	9
chr21	47406353	47406503	id-64115	9.49e-08	-	TTCAGGTGGGAGCCCCTGGACAGGAGAGGGCAGCG	V_CTCF_BR	4
chr21	47442025	47442175	id-64116	1	+	NA	NONE	6
chr21	47476459	47476609	id-64117	1.31e-05	-	GGCGGGCGCCCAAGGCCTCTCTGAAGGTGGCAGCA	V_CTCF_BR	5
chr21	47501692	47501842	id-64118	3.88e-06	+	ACCGGAAGAGCAGGCGCAGCCACTGGAGGGCTACG	V_CTCF_BR	9
chr21	47503588	47503738	id-64119	5.01e-06	+	GCAGCGTGAGTGCCTCAGACCACGGGAGGGAGCTG	V_CTCF_BR	8
chr21	47513132	47513282	id-64120	2.81e-05	+	ACAAGAGAGAAGCCTCCTCACACCAGGAGGCAGTA	V_CTCF_BR	19
chr21	47515385	47515535	id-64121	1	+	NA	NONE	11
chr21	47517883	47518033	id-64122	1.5e-05	-	GCCGGCCTGACCCGCCCCGCCGCCAGGAAGCGCTG	Upstream_CTCF	29
chr21	47519385	47519535	id-64123	9.26e-05	-	TTGCATAAACGTGAAATAGGCCACAGGAGGCAGCA	UpstreamP1_CTCF	22
chr21	47530441	47530591	id-64124	1.04e-05	-	GGGACTAGGGGAGGCGCTGCCAGGAGAGGGCCCTG	V_CTCF_BR	21
chr21	47530939	47531089	id-64125	1.28e-06	+	GTTTCCAGGGCAGCCCCAGGCAGTGGGGGGCGCCA	V_CTCF_BR	9
chr21	47555794	47555944	id-64126	2.97e-06	-	AAGGTTCCTACATATCCGGCCGGCAGGGGGTGACA	V_CTCF_BR	21
chr21	47563519	47563669	id-64127	2.6e-07	+	TTGTCAGGCCTGGGCAGGGCCACTAGAGGGCTCCT	V_CTCF_BR	40
chr21	47566769	47566919	id-64128	3.81e-05	-	GTGGCTTGCTGGTTCTATGCCACGGGGAGGCACTC	V_CTCF_BR	4
chr21	47567413	47567563	id-64129	2.78e-06	+	ACAAAGCAAAGCAGCCTCACCACAAGGAGGCAGCA	V_CTCF_BR	40
chr21	47570116	47570266	id-64130	2.89e-07	-	AGGGCCATTCTCCAGCCAGCCCCCAGGGGGTGACG	Upstream_CTCF	3
chr21	47573263	47573413	id-64131	3.65e-07	+	TCAGGCAGCCCCGGCCAGGCCAAGAGGGGGCGCTC	V_CTCF_BR	39
chr21	47575442	47575592	id-64132	1	+	NA	NONE	1
chr21	47602611	47602761	id-64133	1	+	NA	NONE	1
chr21	47614448	47614598	id-64134	2.1e-06	-	CCTGTGACTTCCTGCTGTCCCGGCAGATGGCAGAC	Upstream_CTCF	2
chr21	47630456	47630606	id-64135	3.65e-07	-	TGCACGTGAGCCCACGCATCCACCTGAGGGCAGCA	V_CTCF_BR	22
chr21	47645160	47645310	id-64136	1.96e-07	+	CTGTTAAGCCCGGACAAGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	40
chr21	47649057	47649207	id-64137	1.15e-07	-	CGGGCTCCCGGGACGCAAGCCTCTAGAGGGCGCGC	V_CTCF_BR	40
chr21	47665239	47665389	id-64138	1	+	NA	NONE	26
chr21	47666524	47666674	id-64139	9.71e-06	+	CCTGGGCTAGGCACAAGAACCACCAGAGGAAGCGC	Upstream_CTCF	8
chr21	47676731	47676881	id-64140	1.67e-07	-	GCTGCGTGGACGTGAGCGACCGGCTGAGGGCGCTG	V_CTCF_BR	2
chr21	47684872	47685022	id-64141	1.48e-05	+	ACGCCACCCCAGGTCACACCCATCAGGGGGCGCAC	UpstreamP1_CTCF	7
chr21	47705718	47705868	id-64142	9.81e-06	+	ATCGCGCCCTGGCGGCCACCCTCGAGCGGGCTGGA	V_CTCF_BR	37
chr21	47734497	47734647	id-64143	1	+	NA	NONE	7
chr21	47744670	47744820	id-64144	1	+	NA	NONE	31
chr21	47745265	47745415	id-64145	1	+	NA	NONE	39
chr21	47746079	47746229	id-64146	1.19e-06	-	TCTACTCTGCCACACCTGGCCAACAGATGGCTCTC	V_CTCF_BR	22
chr21	47767824	47767974	id-64147	2.43e-06	+	CCCGTCATTGCCAGGCCCTCCGCTAGAGGGCTGAG	V_CTCF_BR	25
chr21	47812945	47813095	id-64148	2.6e-05	+	CTGCGGTGTTGCCTGCTGCCGGGCTCAGGGCGGCG	UpstreamP1_CTCF	9
chr21	47822441	47822591	id-64149	1.48e-05	-	GCGCTCTCTGCACTGTCTGCCACATGGGGGCCACG	UpstreamP1_CTCF	19
chr21	47840505	47840655	id-64150	4.31e-07	-	CATCCAGAGGAGATCACAGCCAGCAGGTGCCGCCA	V_CTCF_BR	21
chr21	47841061	47841211	id-64151	1.84e-05	-	ATGCCCCGGCACAGCCTGCTGAGCAGAGGGCACAC	UpstreamP1_CTCF	12
chr21	47844064	47844214	id-64152	3.09e-06	-	CAGGCACGGCCAGAGGTGGCCAAGAGTGGCCGGGG	Upstream_CTCF	4
chr21	47852065	47852215	id-64153	1.29e-05	-	TTTTAGGTGTGGACGTCCGCCGGCAGGCGGCTCTC	UpstreamP1_CTCF	0
chr21	47856003	47856153	id-64154	1.24e-05	-	GGCTGCAAGGGACCAGTGAGCGCCAGGTGGCGTGG	V_CTCF_BR	0
chr21	47878434	47878584	id-64155	3.56e-06	+	CGCGCGGGGCCACCAGCGGCGCCTAGGGGTCAGCG	Upstream_CTCF	9
chr21	47878990	47879140	id-64156	2.5e-09	-	TCGGCAGGCAGCGGCGCCGCCTCCAGCGGGCACCC	V_CTCF_BR	9
chr21	47924263	47924413	id-64157	8.02e-05	-	GGAACACTTCTCACAGAAGCCACCTGTGGACGCTC	Upstream_CTCF	2
chr21	47951987	47952137	id-64158	1	+	NA	NONE	1
chr21	47964656	47964806	id-64159	2.81e-08	+	CCAGCAGCACCCCATGTGGACCCGAGAGGGCAGTA	Upstream_CTCF	3
chr21	47971652	47971802	id-64160	8.02e-05	-	TCAGCCAGGAACAGGAACTGCACGAGAGGGCGACT	Upstream_CTCF	5
chr21	48018117	48018267	id-64161	3.88e-06	-	CGCGGCTTCCCTTCTGCCCCCGCTAGGGGGAGGCT	V_CTCF_BR	2
chr21	48046895	48047045	id-64162	1.63e-05	-	CTTGTAATGTCTGATGTAACCCCTAGGTCGCGAGG	Upstream_CTCF	1
chr21	48055026	48055176	id-64163	1	+	NA	NONE	39
chr21	48059803	48059953	id-64164	7.27e-06	-	TAGAAAATCCTTTATTTATCCACAAGAGGGCAGGA	V_CTCF_BR	34
chr21	48081207	48081357	id-64165	5.17e-06	+	CGTGAATCCCTGTCTGTGGCCGCGCGGTGGCGCTC	Upstream_CTCF	34
chr21	48089331	48089481	id-64166	3.97e-05	-	CTGTGGCGGCAGAGGGTCTGCACCCGGGGACGCTG	UpstreamP1_CTCF	0
chr22	16166505	16166655	id-64167	5.98e-10	-	GCAGCAGTACTCACAGTAGCCAGAAGGTGGAAGCA	Upstream_CTCF	22
chr22	16202051	16202201	id-64168	2.67e-06	-	GCCGGACCACCTGAATTGGCCGCTGGGCGGCGCCT	Upstream_CTCF	6
chr22	16872381	16872531	id-64169	1.02e-07	+	GCTCAGTGCCAAACAGGGGTCACCAGGGGGAGCTG	UpstreamP1_CTCF	6
chr22	16921854	16922004	id-64170	1.22e-07	+	CCTGCAGTACCACAGACAGATACCAGAGGGAGCAA	Upstream_CTCF	0
chr22	17076274	17076424	id-64171	2.68e-05	+	TCATCAAAGCCTTCGCTGTCCACCAGGCGCCATCT	Upstream_CTCF	1
chr22	17161235	17161385	id-64172	6.48e-05	+	GTCTGCTGTTCACAAGTGCCCAGAAGAGGGTCCAA	UpstreamP1_CTCF	1
chr22	17174805	17174955	id-64173	5.38e-05	-	GAGTCTGAGGGACCACCTCCCAGCTGAAGGAGGTC	V_CTCF_BR	10
chr22	17181396	17181546	id-64174	7.73e-06	+	CCAACTCCTCCTGCCTGCACCCCTAGGGGTCACCC	V_CTCF_BR	2
chr22	17198997	17199147	id-64175	5.55e-07	+	GCTGTCCTTCCGCCTCCCTCCTCCAGGCGCAGGAG	Upstream_CTCF	9
chr22	17230284	17230434	id-64176	4.1e-06	-	CATGCAGTGAATAGCAAACACGGTGGGGGGCGCTC	Upstream_CTCF	2
chr22	17255583	17255733	id-64177	4.03e-06	+	CGTCAGTTCCTTTGTTTTGACAGTAGATGGTGCCT	UpstreamP1_CTCF	25
chr22	17264854	17265004	id-64178	1.05e-08	+	ACTGCAGTTTCACTGCTGACCAGCAGGAGAAGTTG	Upstream_CTCF	35
chr22	17269482	17269632	id-64179	1	+	NA	NONE	0
chr22	17275976	17276126	id-64180	1	+	NA	NONE	0
chr22	17286823	17286973	id-64181	7.91e-05	+	CTGACAGTCTGGCAATTCCTCACTAGAGGTCAGGA	UpstreamP1_CTCF	2
chr22	17372984	17373134	id-64182	1	+	NA	NONE	34
chr22	17387048	17387198	id-64183	1	+	NA	NONE	17
chr22	17392306	17392456	id-64184	1	+	NA	NONE	16
chr22	17398416	17398566	id-64185	1.19e-06	+	ATCAAGGAAAAAGAGATGGCCACAGGGGGGCAGTC	V_CTCF_BR	39
chr22	17400992	17401142	id-64186	1	+	NA	NONE	9
chr22	17413609	17413759	id-64187	3.86e-05	+	CAGGGAGGCACAGACATGGCCATGAGGGGTCAGCA	Upstream_CTCF	21
chr22	17490666	17490816	id-64188	7.07e-08	-	TGACTCGCCATGACTGCAGCCTGCAGAGGGAGCCA	V_CTCF_BR	12
chr22	17534972	17535122	id-64189	1	+	NA	NONE	3
chr22	17539195	17539345	id-64190	1.26e-07	-	AGGACAATTCCTCACATTGCCAGGAGAGGGCAGCA	V_CTCF_BR	40
chr22	17541136	17541286	id-64191	7.44e-06	-	GAGGTAATGCTTCTCTTTGCCAGGAGGGGTGCATG	Upstream_CTCF	5
chr22	17544712	17544862	id-64192	1	+	NA	NONE	6
chr22	17555921	17556071	id-64193	1.48e-06	+	GGTCACTGCCTCCTTTTTGACACTAGATGGTGGCA	UpstreamP1_CTCF	40
chr22	17565991	17566141	id-64194	5.41e-06	+	GCTGCTCCTGGGCGTGCTGGCCCCGGGTGGCGCCT	Upstream_CTCF	5
chr22	17576566	17576716	id-64195	1.71e-06	-	CCGGGCTAGCATCACCACCCCACTAGGGGGCTCCG	V_CTCF_BR	40
chr22	17587390	17587540	id-64196	5.72e-09	-	CTCCCGGCTTAGGACTTGGCCAGCAGAGGGCTGCA	V_CTCF_BR	19
chr22	17600481	17600631	id-64197	7.07e-08	+	AGGGGCTGCTGGTAGCTGACCACCAGGAGGCAGCG	V_CTCF_BR	33
chr22	17612765	17612915	id-64198	2.46e-06	+	CTGCACCTGCCTCAGGCTGAGAGCAGGCGGCTGCC	UpstreamP1_CTCF	7
chr22	17637013	17637163	id-64199	1	+	NA	NONE	1
chr22	17645658	17645808	id-64200	7.46e-06	+	TGGCATATCCTACCTCACACCAGTAGGAGGCAGAC	UpstreamP1_CTCF	35
chr22	17652118	17652268	id-64201	3.09e-06	-	TATGCATTTAGAGTAGACGCCGGGTGGTGGCGGCG	Upstream_CTCF	38
chr22	17652434	17652584	id-64202	3.41e-11	+	GGAGTGGGCCCGGGCGCGGCCGGCAGGGGGCAGCA	V_CTCF_BR	36
chr22	17652783	17652933	id-64203	5.23e-10	-	CAGAGCCAAAGCACACCGGCCTCCAGGGGGCGCCG	V_CTCF_BR	40
chr22	17656875	17657025	id-64204	8.81e-07	-	CAGAGCTGGAGCTGACGGGCCGCCAGGGGTCACCT	V_CTCF_BR	4
chr22	17669287	17669437	id-64205	3.16e-06	+	CTGCAGGGCGCATGCCTCACTTGCTGATGGCGCGC	UpstreamP1_CTCF	4
chr22	17682255	17682405	id-64206	1.93e-05	-	GTTAAGCTTGTGGAAAGGCCCACATGGTGGCAGTA	V_CTCF_BR	35
chr22	17684666	17684816	id-64207	1	+	NA	NONE	0
chr22	17686445	17686595	id-64208	1.17e-05	+	ATTTCATAAAGGGAAGTAACCTCAGGGGGGCACTC	V_CTCF_BR	12
chr22	17694990	17695140	id-64209	4.44e-06	+	ACGAAATAGCCGCCTGCCCCCAGTAGGGAGCAGCA	UpstreamP1_CTCF	39
chr22	17715132	17715282	id-64210	2.77e-07	-	GTGCAGTTCCCAGTTGGATGCGCTAGACGGAGGGA	UpstreamP1_CTCF	25
chr22	17749442	17749592	id-64211	4.41e-06	+	GGGGAACCTCCAATTCCATCCAGAGGAGGGCACTA	V_CTCF_BR	28
chr22	17753547	17753697	id-64212	1	+	NA	NONE	0
chr22	17824782	17824932	id-64213	1.7e-05	-	GCTGCAGTTGCACCACTGCACTCCAGCCTGGGCAG	Upstream_CTCF	2
chr22	17847909	17848059	id-64214	2.11e-06	+	CAGGGCGGATCTCCGAGCAGCACCAGGGGGCGCGT	V_CTCF_BR	31
chr22	17898287	17898437	id-64215	1	+	NA	NONE	0
chr22	17915833	17915983	id-64216	1	+	NA	NONE	7
chr22	17965405	17965555	id-64217	1	+	NA	NONE	6
chr22	17980831	17980981	id-64218	3.88e-06	-	CTCTAAAGGAAAAAAGTCACCAGTAGAGGGTAGCA	V_CTCF_BR	40
chr22	18020283	18020433	id-64219	3.18e-09	-	GCTGCTGCTCTGATCGTCCCCAGAAGAGGGCGCTC	Upstream_CTCF	24
chr22	18028054	18028204	id-64220	1	+	NA	NONE	1
chr22	18038240	18038390	id-64221	1.22e-07	+	CCGCTGTGCACACACATGGCCAGAAGTGGGAGCTC	UpstreamP1_CTCF	40
chr22	18043070	18043220	id-64222	4.7e-05	-	CATGTCATGCTTTCTCGAACCTGCAGGAGTCTCAA	Upstream_CTCF	33
chr22	18043932	18044082	id-64223	9.27e-07	-	CTGCATTTCCAGCAAGTTCCCAGATGATGGCCAGG	UpstreamP1_CTCF	12
chr22	18063464	18063614	id-64224	6.8e-06	+	GAGCGGTGCCCTGGTGGCGGCCCATGGGGGCAGAG	UpstreamP1_CTCF	9
chr22	18120706	18120856	id-64225	1	+	NA	NONE	0
chr22	18121044	18121194	id-64226	5.92e-05	-	ACGACAGCCTCGATGTTCGCCACTAGTTGGGGCAG	Upstream_CTCF	35
chr22	18121505	18121655	id-64227	4.88e-05	+	CGGGTCGGAGCACTCACCGCCGCTGGGGGACCCTG	Upstream_CTCF	26
chr22	18225291	18225441	id-64228	2.6e-10	+	CTGTTGGTCTCCCCCACAGCCACCAGAGGGCAGTG	UpstreamP1_CTCF	40
chr22	18229704	18229854	id-64229	1	+	NA	NONE	0
chr22	18231508	18231658	id-64230	1.56e-06	+	GGTGTTCTACCTGCGGAGGCCGCCAGAGCGCGAAG	Upstream_CTCF	18
chr22	18237148	18237298	id-64231	3.66e-06	+	GGGCAGCTTCGCTGCTGCTGAGCCAGGGGGCGCCA	UpstreamP1_CTCF	38
chr22	18250989	18251139	id-64232	5.17e-06	+	ACGGTTTTTGAAAAGGCAGCCAGCAGGAGGAGACA	Upstream_CTCF	12
chr22	18255081	18255231	id-64233	1.83e-05	-	TCACCATTCTCCAGCTGGGGCTGTGGAGGGCAGCA	V_CTCF_BR	7
chr22	18258060	18258210	id-64234	1	+	NA	NONE	0
chr22	18263749	18263899	id-64235	6.84e-06	-	TACCGCGTGTCAGCCCTGGCCAGCAGGGGACAGGC	V_CTCF_BR	11
chr22	18264824	18264974	id-64236	3.91e-06	-	TGGGCCAGCCCTGGGGCGGACGCCAGAGGGCCCAG	Upstream_CTCF	3
chr22	18268093	18268243	id-64237	7.61e-08	-	GCTGCTGGTGTCTGCCCACCCACAAGAGGGCGGCA	Upstream_CTCF	40
chr22	18269651	18269801	id-64238	9.62e-05	-	GAGCCACACCGCCTACAGGCAGCTAGAAGCCACTC	UpstreamP1_CTCF	17
chr22	18270602	18270752	id-64239	2.6e-05	-	ATGCAGCTTCCCTGGAGGGCAGGCCGGAGGCGCTC	UpstreamP1_CTCF	0
chr22	18271398	18271548	id-64240	1.83e-05	-	GCACATCCGGGAGATAACGCCGCTAGTGGCCGCCA	V_CTCF_BR	18
chr22	18275154	18275304	id-64241	6.15e-05	+	CTTGCACTCTCTGCGTCCCTTGGCAGGGGGCGTTC	Upstream_CTCF	19
chr22	18300939	18301089	id-64242	1.28e-06	+	CGGCCTCCCTGAGCTTCCTCCGCAAGGTGGCGGGC	V_CTCF_BR	0
chr22	18312854	18313004	id-64243	1.76e-09	+	GGGGCAGTACTCCCCTTCTACAGCAGGGGGAGCCA	Upstream_CTCF	40
chr22	18320326	18320476	id-64244	1.95e-07	+	GCTGCTATTTCCAGGGTCTCCTCCAGGAGACAGGC	Upstream_CTCF	16
chr22	18333045	18333195	id-64245	1	+	NA	NONE	1
chr22	18342093	18342243	id-64246	1.17e-05	-	AGCCTCATGCTGAATTGGCCCAAGAGAGGGCACTG	V_CTCF_BR	3
chr22	18359296	18359446	id-64247	4.3e-06	-	TTGGCTCTGACTGCTCTGCCCCCCAGGGGGCTACT	Upstream_CTCF	9
chr22	18371730	18371880	id-64248	9.78e-07	+	CAGCTCCTTCCAGGCCTTACCGCTAGAGGGGAGGG	UpstreamP1_CTCF	26
chr22	18374638	18374788	id-64249	2.6e-06	-	TGTAAGCCAGGCTGGCCACACAGTAGGTGGCGCTC	V_CTCF_BR	39
chr22	18379420	18379570	id-64250	2.77e-07	+	CTGCCATGCTTAGCACTCACCTCTAGGAGGCTGTC	UpstreamP1_CTCF	40
chr22	18386411	18386561	id-64251	8.46e-07	+	GATGCTTTACAAACTATAGCCAGCAGATGGGCAGA	Upstream_CTCF	7
chr22	18393386	18393536	id-64252	1.23e-05	+	CTGCAGCGCAAAGACTCCTCCAGAGTGTGACAGCA	UpstreamP1_CTCF	37
chr22	18393814	18393964	id-64253	1	+	NA	NONE	8
chr22	18398726	18398876	id-64254	4.65e-06	+	TTGCACCACTGCATTCCAGCCTGGGGATGGAGCGA	UpstreamP1_CTCF	11
chr22	18402963	18403113	id-64255	2.19e-05	-	AGGCAGTATTGGGGCCCCACCTATGGGTGGAGATG	UpstreamP1_CTCF	20
chr22	18403221	18403371	id-64256	6.05e-06	-	AGCAGGAGACAGAGCACAGCCAGGGGAGGGCGGGT	V_CTCF_BR	14
chr22	18429269	18429419	id-64257	3.42e-05	-	TGTGCAGTGCCTCTGTCTGCATGTGTGTGGCGCTA	Upstream_CTCF	11
chr22	18477549	18477699	id-64258	5.92e-05	-	TTCGGTCTGGTTAACTCTGGCAGGAGAGGGATGGA	V_CTCF_BR	3
chr22	18483882	18484032	id-64259	1.71e-06	+	CGCAGGGTTATAAGCGCAGCCGGAAGGAGGCGCCC	V_CTCF_BR	40
chr22	18484430	18484580	id-64260	1	+	NA	NONE	11
chr22	18493412	18493562	id-64261	4.1e-06	+	CAGGCAAAGCACCTCACTGCCGGGAGGTGGAGACC	Upstream_CTCF	0
chr22	18505764	18505914	id-64262	1.06e-05	-	AGTTCAGTCTCTCAGGCTGCCGTTGGAGGGCAGGG	Upstream_CTCF	3
chr22	18507307	18507457	id-64263	3.83e-09	-	CCACGCCGCAGCTCCGCGGCCTCCTGGGGGCGCCC	V_CTCF_BR	40
chr22	18516586	18516736	id-64264	2.34e-06	+	CTGCTGTTACCCAAGCCAACCTCTAGAGAGATGTT	UpstreamP1_CTCF	30
chr22	18527017	18527167	id-64265	1.34e-06	+	GTGCAGCATTGGTGGAAAAACAGGAGATGGCACTC	UpstreamP1_CTCF	1
chr22	18548112	18548262	id-64266	5.3e-05	+	TGGCTGTGCCCACCAACGGGCAGGCAGTGGCGGCC	UpstreamP1_CTCF	15
chr22	18553947	18554097	id-64267	4.31e-07	+	CACACTGTAAAACTGCACACCTCCAGGGGGCGCCA	V_CTCF_BR	39
chr22	18554915	18555065	id-64268	7.44e-05	+	CATGCTATTATTTCACACCAAGCTAGATGGCACCA	Upstream_CTCF	3
chr22	18558916	18559066	id-64269	6.94e-09	-	CTTGCTATTCCAAATTTGTCCAGGAGATGGAGGCA	Upstream_CTCF	39
chr22	18561392	18561542	id-64270	9.29e-06	+	TCTGTCCTTCCCAGATTGCCCACAAGGAGCTTTAC	Upstream_CTCF	29
chr22	18575144	18575294	id-64271	3.16e-06	-	TTGCTGTTTTATCAAGAGGCCTAGAGGTGGCAAAC	UpstreamP1_CTCF	18
chr22	18593285	18593435	id-64272	1	+	NA	NONE	9
chr22	18604831	18604981	id-64273	3.48e-06	+	CAGCAGGCACATTGCTTCACAGCCAGGGGCCGCTG	UpstreamP1_CTCF	28
chr22	18628590	18628740	id-64274	3.81e-05	-	GGAACACTGGAATTGCGTGCCACCAGAGGACAGAG	V_CTCF_BR	1
chr22	18640018	18640168	id-64275	1.5e-05	+	TGCGCGCTTCCCTGTCCTTTCCCAAGAGGGCGCTC	Upstream_CTCF	40
chr22	18646763	18646913	id-64276	5.93e-06	+	ATTGTTTTACTCTTTGTCACCCCCAGGGGCCTAGC	Upstream_CTCF	7
chr22	18878416	18878566	id-64277	1	+	NA	NONE	0
chr22	18893798	18893948	id-64278	1.47e-05	+	CGCTCGTCGCTGCAGCCGGCGGCTAGCGGGCGTCC	V_CTCF_BR	11
chr22	18894598	18894748	id-64279	1	+	NA	NONE	36
chr22	18896154	18896304	id-64280	1	+	NA	NONE	4
chr22	18899912	18900062	id-64281	6.21e-05	+	CAGGTCACTGGGGTAGAGGACTCAGGGTGGCAGGA	V_CTCF_BR	35
chr22	18917245	18917395	id-64282	2.81e-06	+	CCTCCCCTTCCCAGGCCAGCCACCAGGGGAGGGGC	Upstream_CTCF	34
chr22	18923906	18924056	id-64283	4.43e-05	-	GGCCTTGGCCTCAGCCCTGCCGGCAGAGGGTCCCC	V_CTCF_BR	5
chr22	18942030	18942180	id-64284	1.57e-08	+	CCTGCAGGGACAGAGGCGGCCGGCGGAGGGCAGCA	Upstream_CTCF	40
chr22	18955296	18955446	id-64285	7.31e-05	-	AGTCAGTTCCTAGGAAGCCCCAGCAGGGGTGCTGG	UpstreamP1_CTCF	11
chr22	18957666	18957816	id-64286	8.21e-05	-	TTCCTGAAGAGGCGGCGGCCCTGCAGGCGGCGGAG	V_CTCF_BR	26
chr22	18958128	18958278	id-64287	5.12e-06	+	GTCCACGCGGCGCCAGAGCCCAGCAGGCGGCGGGG	UpstreamP1_CTCF	15
chr22	18966116	18966266	id-64288	1.9e-06	-	GGGGGAGTGTGTGCTGCAGCCACTCGGGGGCAGTG	Upstream_CTCF	1
chr22	18975405	18975555	id-64289	2.6e-06	-	TGTTCATCCTCCTGGGATGCCCGCAGGGGGAGCCC	V_CTCF_BR	38
chr22	18986610	18986760	id-64290	1.48e-06	+	GATAATAAACCTGCAGCTGCCCCGAGGGGGCGCTG	V_CTCF_BR	37
chr22	19023230	19023380	id-64291	1.83e-05	+	GGCCCACTACCCTCTGAGACCTAGAGATGGCACTG	V_CTCF_BR	36
chr22	19023564	19023714	id-64292	7.44e-06	+	GCTGCTCTCCCTGCACACTCCACCTAGGGGCTCCA	Upstream_CTCF	21
chr22	19024568	19024718	id-64293	2.43e-06	+	CCTGCTTCGTCCTCTGCAGCCAGTAGGGGACTCCT	Upstream_CTCF	35
chr22	19024890	19025040	id-64294	8.56e-05	+	CTGCATGCTTCAGACAGGCCTCCCAGGTGCTGCCC	UpstreamP1_CTCF	8
chr22	19025870	19026020	id-64295	1.48e-06	+	GGCCCCCTCCTGAGGGCGGCCAGCAAGGGGCACTG	V_CTCF_BR	1
chr22	19026770	19026920	id-64296	9.29e-06	+	CCTGTTGTACCTACTGCCCCCTGTGGCTGGGAACC	Upstream_CTCF	17
chr22	19046320	19046470	id-64297	9.84e-06	-	GTGCCCATGCAGCTTGCTGCCAGGAGGGAGCACTG	UpstreamP1_CTCF	18
chr22	19061412	19061562	id-64298	9.06e-08	+	CAGCACTGACAGGTGAGGACCACCAGGGGCGTCTG	UpstreamP1_CTCF	37
chr22	19064785	19064935	id-64299	1	+	NA	NONE	0
chr22	19072745	19072895	id-64300	3.11e-05	-	GATTTTTGCAGTTTCCTAACCTATAGATGGCAGTA	V_CTCF_BR	39
chr22	19091446	19091596	id-64301	3.22e-05	+	CTGCAATCCATCCTGGGCAACACAGTGAGGCACTG	UpstreamP1_CTCF	10
chr22	19091946	19092096	id-64302	1	+	NA	NONE	3
chr22	19093861	19094011	id-64303	2.6e-07	+	GACCTGCCACTGCGTCTCAGCAGCAGGGGGCAGTG	V_CTCF_BR	37
chr22	19098802	19098952	id-64304	8.21e-06	+	GGTTCTTAGGCAGGAGGCCCCAGGTGGTGGCGCTC	V_CTCF_BR	15
chr22	19103288	19103438	id-64305	2.97e-06	+	GAGCCACTGTACTCTGCCACCTCCTGAGGGAGCTC	V_CTCF_BR	26
chr22	19121568	19121718	id-64306	1.3e-07	-	CTGCAGGGCAGCTGTACACCCAGCAGAGGACTCCA	UpstreamP1_CTCF	3
chr22	19126071	19126221	id-64307	3.18e-06	+	AGGATGCTGACGCCAGGCCCCTGCAGGGGGCAATG	V_CTCF_BR	4
chr22	19128709	19128859	id-64308	1	+	NA	NONE	0
chr22	19132306	19132456	id-64309	1.73e-06	+	ATGCTTGTCAATGCTGTGAACACGAGGGGGTGCTG	UpstreamP1_CTCF	40
chr22	19133884	19134034	id-64310	1	+	NA	NONE	14
chr22	19134883	19135033	id-64311	1.77e-05	+	AGAGCAACACAGCCACTGAGCCCTGGAAGGTGGCG	Upstream_CTCF	1
chr22	19155714	19155864	id-64312	2.43e-06	+	AGACCAAGGTGGCCATGAGCCACCAGGAGGCAACA	V_CTCF_BR	29
chr22	19162834	19162984	id-64313	1	+	NA	NONE	1
chr22	19167026	19167176	id-64314	4.11e-08	+	CATGTAGTCTTCAAACTGGCCTGGAGGGGGCAGCT	Upstream_CTCF	40
chr22	19173275	19173425	id-64315	1.37e-05	+	ACAGAATGGCTGTGATCAGCCAGCCGAGGGCAGCC	Upstream_CTCF	1
chr22	19189148	19189298	id-64316	1	+	NA	NONE	0
chr22	19195574	19195724	id-64317	5.68e-06	+	TCTGACTGGCAGTGCACAGCCCCCAGGGGGCATGG	V_CTCF_BR	3
chr22	19196260	19196410	id-64318	1	+	NA	NONE	0
chr22	19205541	19205691	id-64319	5.26e-07	+	ATTGCAGTTGAATTTCGCACCAGGAGGTGGCTACA	Upstream_CTCF	39
chr22	19219679	19219829	id-64320	1	+	NA	NONE	0
chr22	19220910	19221060	id-64321	1	+	NA	NONE	0
chr22	19230459	19230609	id-64322	1	+	NA	NONE	0
chr22	19258515	19258665	id-64323	1.04e-07	+	AGTCTAGGTGAGGAGGGGGCCTCCAGGGGGTGCCA	V_CTCF_BR	4
chr22	19272781	19272931	id-64324	1.39e-05	+	ACCAAAGAGCCTTTCCTAGCCTAAAGAGGGAGCTC	V_CTCF_BR	18
chr22	19278763	19278913	id-64325	3.88e-06	-	GGGACGCCCCGCTCAGTGCCCGCGAGGAGGCACAC	V_CTCF_BR	16
chr22	19287631	19287781	id-64326	1	+	NA	NONE	40
chr22	19347827	19347977	id-64327	7.27e-06	-	TGTGAACGGAGGCAGGGGCCCTCCAGTGGTCAGCA	V_CTCF_BR	11
chr22	19378033	19378183	id-64328	4.11e-07	+	CTGCACTCCAGCCTGCTGGGCAATAGAGGGAGACT	UpstreamP1_CTCF	27
chr22	19393929	19394079	id-64329	2.01e-05	-	TCAGCACTGCCTCCACCAGGCCCCAGGTGATTGAT	Upstream_CTCF	1
chr22	19396344	19396494	id-64330	8.89e-06	+	TCTGGCCTCTAACACGGATCCACCAGGGGTCCCTA	Upstream_CTCF	3
chr22	19407402	19407552	id-64331	1	+	NA	NONE	1
chr22	19411319	19411469	id-64332	1	+	NA	NONE	0
chr22	19417205	19417355	id-64333	1	+	NA	NONE	0
chr22	19418504	19418654	id-64334	1.16e-05	-	CGAGAAGTGCTCAGACGGTCCTGAAGGTGAAACCG	Upstream_CTCF	36
chr22	19436443	19436593	id-64335	1	+	NA	NONE	1
chr22	19461129	19461279	id-64336	1.71e-06	-	CTAAGCTATCCGATTCCAACCACAAGGTGGAGGTA	V_CTCF_BR	31
chr22	19462093	19462243	id-64337	4.21e-05	-	AAAGGAAGAATTGGTCAGCTCACAAGAGGGCGCTG	V_CTCF_BR	39
chr22	19465213	19465363	id-64338	1.13e-05	-	TTGCTAGTAAACTGCTTTGTCAGTAGGTGGCATTC	UpstreamP1_CTCF	31
chr22	19468516	19468666	id-64339	1	+	NA	NONE	0
chr22	19476878	19477028	id-64340	4.68e-05	+	CTTGTCTGCTGCCTGGTAACCACTAGAGAGCTCCA	UpstreamP1_CTCF	25
chr22	19480438	19480588	id-64341	4.41e-06	+	GGTGTGGACTTGTCACCAACCAGCAGGGGTTGCAG	V_CTCF_BR	4
chr22	19483521	19483671	id-64342	2.81e-05	+	AACTCACTATAAAGTTCTGACTCCAGGGGTCAGTG	V_CTCF_BR	38
chr22	19491542	19491692	id-64343	1.63e-05	+	GCCGCAGGCAAGCAAATGCCCACAAGGGGCTCGAG	Upstream_CTCF	17
chr22	19507781	19507931	id-64344	1.73e-05	+	GTCAAGGGGTGCTATGAGGACAGCAGGGGCCTCCG	V_CTCF_BR	0
chr22	19511386	19511536	id-64345	9.41e-05	+	CCTTGGCCGGGCCCGGGGCCACGCAGGTGGTGCAC	V_CTCF_BR	7
chr22	19537028	19537178	id-64346	1.38e-06	+	TCTGGGGCAGGTCCAGGCTCCACTAGGTGGCTGTA	V_CTCF_BR	1
chr22	19542061	19542211	id-64347	1	+	NA	NONE	0
chr22	19542400	19542550	id-64348	1.46e-07	-	ATTCAGTTGCCCATGCCTGCCTCTGGGGGGAGGTG	UpstreamP1_CTCF	37
chr22	19546879	19547029	id-64349	2.19e-05	+	GTGCTGTTCCCCAGGGCGCTAAGGAGGAGCCAGTT	UpstreamP1_CTCF	15
chr22	19565244	19565394	id-64350	3.24e-06	+	GCCGCAGTCCCCAGGGATGCATCCGGAGGGCATCA	Upstream_CTCF	0
chr22	19579170	19579320	id-64351	1	+	NA	NONE	0
chr22	19584546	19584696	id-64352	1.16e-05	+	GCTGTGTTGCTGCCTCTTGCCCCCATGGGGCTGCC	Upstream_CTCF	1
chr22	19608355	19608505	id-64353	1.43e-05	-	TTAGCACTGACAGTGATGGACTGCAGCTGGGGCTC	Upstream_CTCF	1
chr22	19614333	19614483	id-64354	1	+	NA	NONE	1
chr22	19617546	19617696	id-64355	5.21e-08	-	ACCCCCCGTCCTCATCTCTCCACTAGAGGGCAGCA	V_CTCF_BR	40
chr22	19619850	19620000	id-64356	4.68e-05	-	CTGCTGTGGGGCCTGAGCCCCACAACCTGCCCATC	UpstreamP1_CTCF	40
chr22	19629015	19629165	id-64357	1.15e-07	-	CATGGAATGCCCAGCTGATCCGACAGGGGGCGGAG	Upstream_CTCF	34
chr22	19633043	19633193	id-64358	1.14e-06	+	TTGCACTTCTTCCTGCTCGCCTGTTGGAGGTGCCA	UpstreamP1_CTCF	18
chr22	19649574	19649724	id-64359	1	+	NA	NONE	1
chr22	19662533	19662683	id-64360	4.01e-05	+	CCTGTAGTACCAGTAGCCACCAGAGCCTGGGACAG	Upstream_CTCF	2
chr22	19667221	19667371	id-64361	4.3e-11	+	CGGTTCTGGTCAGGCTCGGCCACCAGGGGGCGGTG	V_CTCF_BR	40
chr22	19683336	19683486	id-64362	4.41e-06	-	TCACTCCAAAGGAGCAGTGCCTCGTGGGGGCAGCA	V_CTCF_BR	36
chr22	19692964	19693114	id-64363	1.96e-08	+	TGGGGCAGTCCTGGGATCGCCAGCAGATGGAGCTC	V_CTCF_BR	27
chr22	19696850	19697000	id-64364	1.92e-06	-	CAGCTGGGAAGAGCTCCCCACGGTAGGGGGCGGAG	UpstreamP1_CTCF	1
chr22	19700954	19701104	id-64365	1	+	NA	NONE	0
chr22	19701470	19701620	id-64366	9.88e-07	-	CCAGCATTGCCCCTGCTGACCGCTCGGTGCTGCGC	Upstream_CTCF	6
chr22	19704835	19704985	id-64367	2.43e-06	+	CCCGCAGTCCCTGGAGTAGCCACATGGGAGGGAGG	Upstream_CTCF	6
chr22	19705576	19705726	id-64368	6.47e-09	-	GGTGCTGCGCGGCTTCCGCCCGCCAGAGGGCGCCG	Upstream_CTCF	40
chr22	19709087	19709237	id-64369	4.01e-05	+	TGAGCCTTTCTCCCTCCTTCCCCCAGGAGAGCGCG	Upstream_CTCF	0
chr22	19709641	19709791	id-64370	4.14e-06	-	GAGGATGGGCGGGGCGGCGCCACCGGGAGGCTCAG	V_CTCF_BR	0
chr22	19710541	19710691	id-64371	1.99e-07	-	GGGACGGCACCGAGAGTTGCCAGGAGGTGGCTCAC	V_CTCF_BR	4
chr22	19711309	19711459	id-64372	5.08e-05	+	GCGGCGCTTCCCTTGCAGGGCCGCGCGGGGCGCTG	Upstream_CTCF	19
chr22	19711728	19711878	id-64373	4.71e-06	-	GCTGCGCCGCCAGCGCCCCCCAGCAGAGCGGGCCG	Upstream_CTCF	21
chr22	19712649	19712799	id-64374	1	+	NA	NONE	0
chr22	19714902	19715052	id-64375	5.01e-06	+	GCGGTGAGGGCGCTGTGGACCCGATGAGGGCGCTG	V_CTCF_BR	6
chr22	19718268	19718418	id-64376	3.8e-08	+	GGCGAGCAACCCTAGGCAGGCACCAGAGGGCGCTC	V_CTCF_BR	40
chr22	19727423	19727573	id-64377	7.73e-06	+	AGCTGAGTGGCAGAGCCCACAAGCAGGGGGTGCTC	V_CTCF_BR	2
chr22	19731936	19732086	id-64378	1.39e-05	-	CCTGTGTGAGGCACTGCAGGCTGCAGTGGTCGGCC	V_CTCF_BR	1
chr22	19741117	19741267	id-64379	1.52e-07	-	CCCCTTCCCTTCTGTGGCCCCAGCAGGGGGAGCCA	V_CTCF_BR	31
chr22	19743454	19743604	id-64380	1	+	NA	NONE	17
chr22	19744157	19744307	id-64381	1.08e-08	+	CGCGGGTGTGGAGGTGCGGCCGGCAGGGGGAGCGA	V_CTCF_BR	38
chr22	19747358	19747508	id-64382	7.84e-05	+	CACTCAGGTATACACAGGCCCGGAAGAGGGCGAGT	V_CTCF_BR	1
chr22	19748223	19748373	id-64383	1.24e-05	-	GCTGCCCCGCGCCGCGGGCCGAGTGGCGGGCGCCG	V_CTCF_BR	1
chr22	19749073	19749223	id-64384	1.48e-06	+	GGCCCGGCTTGGGGCGCACCCGGCTGGGGGCAGGC	V_CTCF_BR	0
chr22	19754682	19754832	id-64385	5.28e-05	+	CCGGCAGTTGCAGTGTAGACAGCCCGAGAGCCCCG	Upstream_CTCF	30
chr22	19755314	19755464	id-64386	8.5e-06	-	CATGCGGGCCTGGGCTAGGCCGGCAGGGGAAATGC	Upstream_CTCF	1
chr22	19760506	19760656	id-64387	4.68e-07	+	CCCGGGCACCGCAGAGTGGCCGCTAGCTGGTGGCA	V_CTCF_BR	4
chr22	19760701	19760851	id-64388	3.97e-07	-	TCGGGCCCTGCAGGCTCTCCCAGGAGGTGGCGGAG	V_CTCF_BR	1
chr22	19767991	19768141	id-64389	3.63e-08	-	GCGGCATTACTCACAGCAGCCAACAGGTGGGAGCA	Upstream_CTCF	39
chr22	19775336	19775486	id-64390	1.81e-06	+	CCTGCTCTTGCTGTGTTGTGCCCTGGGGGCCACCC	Upstream_CTCF	3
chr22	19783756	19783906	id-64391	3.28e-07	-	CTGCAGGTCACCATGGTCCCCAGCAGGCGCAGAGA	UpstreamP1_CTCF	1
chr22	19786487	19786637	id-64392	3.4e-06	+	CCAGCAGCTCTGCTACTGCCCTCTAAAGGGAAGCC	Upstream_CTCF	12
chr22	19787065	19787215	id-64393	6.8e-06	+	GCGTCTCTACTCCCAGCACCCGCCGGGGGGAGACT	Upstream_CTCF	21
chr22	19787319	19787469	id-64394	5.92e-05	+	CGTTAAGATGTGACATTGGGCAGAGGGTGGCGCAT	V_CTCF_BR	4
chr22	19788608	19788758	id-64395	7.8e-08	-	CAGTCTAGTGGGTGAAGGGCCTCCAGGGGGAGCTG	V_CTCF_BR	40
chr22	19788980	19789130	id-64396	9.71e-06	+	ATGGGAAGATCTTCAGCAACCGCCAGGTGGCCCTG	Upstream_CTCF	5
chr22	19794655	19794805	id-64397	1.1e-06	-	ACAGGGGACACCGGGGCGTCCAGGTGGGGGAGCCA	V_CTCF_BR	0
chr22	19798417	19798567	id-64398	2.15e-05	+	CTGACCGAGTGCTGGCTGGCGGCCTGGGGGTGGCC	V_CTCF_BR	7
chr22	19799746	19799896	id-64399	6.48e-05	-	ACGCTGGACGCTTGCCGTGCCAGGGAGGGGCAGCG	UpstreamP1_CTCF	1
chr22	19805970	19806120	id-64400	1	+	NA	NONE	2
chr22	19808418	19808568	id-64401	5.98e-05	+	AGGCAGATCTGCTTCTCTGGAGGTAGGGGGAGCCA	UpstreamP1_CTCF	22
chr22	19828847	19828997	id-64402	1	+	NA	NONE	0
chr22	19829193	19829343	id-64403	7.84e-05	-	ACCGAATAACTACTAGCTTGTACCAGGGGGCACTG	V_CTCF_BR	1
chr22	19831943	19832093	id-64404	2.29e-05	+	CTGCTGGCCAGCTCCACAGTCAGCAGGGGCGCCAG	UpstreamP1_CTCF	17
chr22	19842318	19842468	id-64405	1	+	NA	NONE	33
chr22	19848338	19848488	id-64406	4.03e-06	-	CTGAAGTATCCAAAGGAGTCAAGTAGGGTGCAGCC	UpstreamP1_CTCF	0
chr22	19856084	19856234	id-64407	1.47e-05	-	GCCTGTCTTTCTCTCTTGCCCTGCAGGGGCCTCCC	V_CTCF_BR	12
chr22	19857232	19857382	id-64408	3.45e-05	-	GGTGTGGCCTTGTAACTCAGCAGCTGGGGGTGCAG	V_CTCF_BR	5
chr22	19857793	19857943	id-64409	1.97e-06	-	TCCCTGACCTCTGGTCCTGCCGCCAGAGGGTTCTG	V_CTCF_BR	1
chr22	19859555	19859705	id-64410	1	+	NA	NONE	0
chr22	19864040	19864190	id-64411	1.61e-05	-	CCGCTCATTTCCCTATCTCCCAGAAGGTGGAGACG	UpstreamP1_CTCF	13
chr22	19876536	19876686	id-64412	2.08e-07	+	TTGCTGTGACTGCCAGCAGCCACCAGGGACCCCTA	UpstreamP1_CTCF	10
chr22	19878387	19878537	id-64413	1	+	NA	NONE	1
chr22	19884238	19884388	id-64414	1.06e-05	+	TGTGCGGGTGTGCCAGCTGGCTCTAGATGGCGTGT	Upstream_CTCF	8
chr22	19897565	19897715	id-64415	1.38e-08	-	TTGGCAGGGAGCAGAGAGACCACCAGAGGGCGGCA	V_CTCF_BR	40
chr22	19900194	19900344	id-64416	1.41e-05	+	GTGCATAAGCAACCTGCCCCCTCTAGAGGCTGCTG	UpstreamP1_CTCF	23
chr22	19901601	19901751	id-64417	1	+	NA	NONE	7
chr22	19928246	19928396	id-64418	8.13e-06	+	GTTCCAGGTCTCAGCAAGGCCACGAGGTGGTGACT	Upstream_CTCF	1
chr22	19929263	19929413	id-64419	1	+	NA	NONE	4
chr22	19931236	19931386	id-64420	3e-06	+	CCGTTGGGCCCTAACAAGGCCAGCAGGGGCACTCA	UpstreamP1_CTCF	34
chr22	19932846	19932996	id-64421	1	+	NA	NONE	0
chr22	19935381	19935531	id-64422	1.91e-09	-	CTGTTATGCCCGGACAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	39
chr22	19941256	19941406	id-64423	1.26e-07	-	GAGCTCAGTGTCCCGGCTCCCAGCAGAGGGCAGGC	V_CTCF_BR	40
chr22	19943279	19943429	id-64424	1	+	NA	NONE	0
chr22	19945173	19945323	id-64425	3.84e-06	-	ATGGTCTTACCTCTCCAGCACAGTAGAGGGCAGGC	UpstreamP1_CTCF	28
chr22	19949885	19950035	id-64426	3.88e-06	+	GAACCTTGCCCCTCTGCAAACACAAGGGGGCGATG	V_CTCF_BR	40
chr22	19953674	19953824	id-64427	8.58e-08	-	CAGGTTGTCCCCTAACCCTCCACAAGGGGGCACAG	Upstream_CTCF	39
chr22	19958104	19958254	id-64428	1.55e-08	+	GAGGCGCTGCCAACCCCTGCCGCCAGGGGGCTCCA	V_CTCF_BR	40
chr22	19961194	19961344	id-64429	1	+	NA	NONE	0
chr22	19969113	19969263	id-64430	6.98e-07	+	CCTAGTGGGGGGCCGCCATCCAGCAGGGGGAGTCC	V_CTCF_BR	0
chr22	19976764	19976914	id-64431	1	+	NA	NONE	0
chr22	19978385	19978535	id-64432	7.27e-06	+	CCAGACCAGAGCATCCAGCCCTCTAGAGGGAAGCA	V_CTCF_BR	2
chr22	19986988	19987138	id-64433	7.55e-07	-	CCCAACCCCCACCCCTGTGCCTGCAGGTGTCAGCA	V_CTCF_BR	3
chr22	19988277	19988427	id-64434	1	+	NA	NONE	3
chr22	19995186	19995336	id-64435	4.14e-06	-	TTCTTTGTCGCTACATCCCCCAGGAGGTGGCAGAA	V_CTCF_BR	0
chr22	19996703	19996853	id-64436	4.51e-05	+	TGAGCAGTGACATTCTCGGCCAGACGCTGGTCCTC	Upstream_CTCF	1
chr22	20001044	20001194	id-64437	5.72e-09	-	AACGGGGAGCTGAGCATGGCCACCAGAGGGCAGCT	V_CTCF_BR	40
chr22	20002442	20002592	id-64438	5.38e-05	+	GGGGGAGACTACAGGGCCACCTCTGGAGGGAGTGC	V_CTCF_BR	12
chr22	20003533	20003683	id-64439	5.74e-05	+	GTGGCGCGCCCTCTCTCACCCCCGAGGCGGCAGGA	UpstreamP1_CTCF	0
chr22	20004446	20004596	id-64440	5.41e-07	-	GTGCGGGGCCGCGGCCCCTCCGCGAGGGGGCCGGT	UpstreamP1_CTCF	27
chr22	20009006	20009156	id-64441	1.71e-06	-	GCTGGCCCGCAGCAGGCCGCGGGTAGGGGGCAGAG	V_CTCF_BR	15
chr22	20010778	20010928	id-64442	8.99e-05	+	GTTTTTACTAACCACTCAGGCCGCAGGGGCCGCTG	V_CTCF_BR	1
chr22	20011936	20012086	id-64443	4.34e-05	+	CTCGTGCTTTCAAGCTCTGCCCCTGGGGGCTGCCA	Upstream_CTCF	1
chr22	20015591	20015741	id-64444	6.74e-08	-	ACTGCACTTCCGCAACACAGCAACAGAGGGAGACT	Upstream_CTCF	39
chr22	20022219	20022369	id-64445	1	+	NA	NONE	0
chr22	20023204	20023354	id-64446	1.47e-05	-	AAACCCACCCCACACGCCACCAGTGGGGGCAGCCC	V_CTCF_BR	0
chr22	20025844	20025994	id-64447	1.19e-06	-	GGTTGAGTCTCTTCAGCAGCCTGCAGGAGGCAGCC	V_CTCF_BR	8
chr22	20045293	20045443	id-64448	1	+	NA	NONE	3
chr22	20046952	20047102	id-64449	1	+	NA	NONE	5
chr22	20048527	20048677	id-64450	9.26e-05	+	GCCCAGCCTACACCTGTGCCCACTGTGTGGCGCTG	UpstreamP1_CTCF	22
chr22	20050890	20051040	id-64451	1.92e-05	+	GTGCGCTGCCCTGGCTACGGCACCAGGTATTGCAG	UpstreamP1_CTCF	8
chr22	20064417	20064567	id-64452	1	+	NA	NONE	5
chr22	20070358	20070508	id-64453	1	+	NA	NONE	0
chr22	20072545	20072695	id-64454	2.72e-05	-	GTGATGCAGCGTGCTGAGGTCACCAGAGGTGGCAG	UpstreamP1_CTCF	39
chr22	20074155	20074305	id-64455	1.31e-05	+	AGGTATGTTGGCAGCCCCTCCTCTAGAGGGCTCTT	V_CTCF_BR	0
chr22	20079269	20079419	id-64456	3.5e-05	-	CAGCAAGTGTGAAGCAGTGCCACAAGCTAGCACAC	UpstreamP1_CTCF	0
chr22	20081726	20081876	id-64457	2.23e-06	-	ATGCAGCCAGGTCTGAGAGACGCTAGAGGGAGCTG	UpstreamP1_CTCF	1
chr22	20089860	20090010	id-64458	3.22e-09	+	TTGTACTCCTGAGTGCTGGCCACCAGGTGGCTGTG	UpstreamP1_CTCF	25
chr22	20098796	20098946	id-64459	6.84e-06	-	AAAAGCGCCATCAGTACCGCCTGTAGGGGGCATGG	V_CTCF_BR	38
chr22	20103377	20103527	id-64460	1.16e-05	+	GGTGTCTTGCTGGCTAGCTCCCAAAGGGGCCGCCA	Upstream_CTCF	4
chr22	20104594	20104744	id-64461	2.78e-06	-	AGCGAGCGGCCGGCGCGGGCCCCTGGCGGGCGGGC	V_CTCF_BR	31
chr22	20116855	20117005	id-64462	1.59e-06	-	ACCCTGCAACACAGCCCCACCACAGGATGGCACTG	V_CTCF_BR	40
chr22	20117904	20118054	id-64463	1.3e-07	+	AGGGCAAGGCTGGAGATGGGCACCAGGTGGCAGGT	Upstream_CTCF	21
chr22	20121577	20121727	id-64464	5.51e-07	-	TCTTCTCCCAGGAGCAGGGCCGGCAGAGGTCAGCA	V_CTCF_BR	2
chr22	20125443	20125593	id-64465	1	+	NA	NONE	0
chr22	20125952	20126102	id-64466	3.18e-06	+	GGGCACACCTTATAGGGAAGCTGCAGAGGGCAGCC	V_CTCF_BR	5
chr22	20127626	20127776	id-64467	8.58e-06	-	GTGCGCCCCCGAGTGACCAGCACCACATGGAAGCC	UpstreamP1_CTCF	0
chr22	20134514	20134664	id-64468	1	+	NA	NONE	0
chr22	20141703	20141853	id-64469	1.48e-06	+	GCTGGAGGTTGTTTAGCTGCCAGAGGGTGGCGGTA	Upstream_CTCF	18
chr22	20142431	20142581	id-64470	3.86e-05	+	GGATGAGATTCCCCAGTGGCCCTGAGGGGGCGCCC	Upstream_CTCF	25
chr22	20144624	20144774	id-64471	6.84e-13	+	GGTGCAGTTCCCAGTCTCACCACCAGATGGCACCA	Upstream_CTCF	40
chr22	20157409	20157559	id-64472	5.68e-06	+	CCCAGGCCAGGGCCCAAGGCCACCCGGGGGCAGCC	V_CTCF_BR	0
chr22	20160946	20161096	id-64473	7.8e-08	-	CCTCTGCCACCTGAGCTGGCCTCCAGGGGGAGGCT	V_CTCF_BR	3
chr22	20162534	20162684	id-64474	5.72e-07	+	CTGCCTTGAAGGAATCTGACCAGCAGGGAGAGCCC	UpstreamP1_CTCF	38
chr22	20163128	20163278	id-64475	4.7e-06	+	CTGCCTGAGGAGGCCGTGAGCTGCAGAGGGCAGGT	V_CTCF_BR	20
chr22	20167920	20168070	id-64476	3.22e-07	+	CTGGCTGCTGCCAGGGTGACCACCAGGGGCAGTAG	Upstream_CTCF	36
chr22	20174098	20174248	id-64477	3.11e-05	+	AGGAAGAGCTTTCTGACCATCAGGTGGGGGCGCTC	V_CTCF_BR	30
chr22	20181066	20181216	id-64478	6.51e-05	-	TGCTGCCGAGTCCAGGTCGCCAGGTGAGGGCCGCA	V_CTCF_BR	5
chr22	20182948	20183098	id-64479	7.73e-06	-	GAAGTGCAAGCAGGGCTCACGGGCAGGGGGAGCTC	V_CTCF_BR	3
chr22	20183627	20183777	id-64480	6.51e-05	-	GATGAGATGGACTGCCCTGGCTACAGGGGGAGCCT	V_CTCF_BR	5
chr22	20193865	20194015	id-64481	5.41e-06	+	TCAGCACTTCCTTTCCGTATCAACAGGAGGCCAGG	Upstream_CTCF	23
chr22	20194474	20194624	id-64482	2.6e-06	+	CCCTGGGCTTCTGAGAGGGCCACCGGGTGGCGACT	V_CTCF_BR	11
chr22	20203388	20203538	id-64483	2.96e-05	+	CATCTTCAGTCACATCCCCACGCTAGGGGGAGCAG	V_CTCF_BR	16
chr22	20203752	20203902	id-64484	5.38e-05	-	CCCAGAGGTATGGGTTCTGTCACTAGAGGGAGTGG	V_CTCF_BR	7
chr22	20226175	20226325	id-64485	1.99e-07	-	ACAGCTGGGGCTGGGCTCACCACTAGGTGGCTGTA	V_CTCF_BR	40
chr22	20229155	20229305	id-64486	1.64e-05	+	GCTGAGCACGCTCTTGTGTCCGCTGGGGGTCAGCA	V_CTCF_BR	0
chr22	20234567	20234717	id-64487	4.41e-06	-	CCCCTCCCGGCCACCCATGACACAGGAGGGCGCTG	V_CTCF_BR	6
chr22	20243246	20243396	id-64488	2.78e-06	+	AGGGGTGTGCGGTCAACACCCAGCAGGGGTCGCCT	V_CTCF_BR	0
chr22	20246260	20246410	id-64489	2.19e-08	+	TGCCTCCTGGAGTGCTCTGCCTGCAGGGGGCAGTA	V_CTCF_BR	40
chr22	20246919	20247069	id-64490	8.33e-05	+	CCAGAGCTGCAGGCAGCCTCCTGCTGGGGCCAAGG	Upstream_CTCF	0
chr22	20255894	20256044	id-64491	3.41e-08	-	GCCGCCATCCCCTCCGCCGCCTGCAGGGGCCGCCG	Upstream_CTCF	40
chr22	20257800	20257950	id-64492	3.65e-07	+	CATGGGAGCAGGGCTGAGGCCTGCAGAGGGAGCGC	V_CTCF_BR	0
chr22	20273356	20273506	id-64493	1.18e-09	-	CCTGCAGGGACAGAGGCGGCCGGCAGAGGGCAGCA	V_CTCF_BR	38
chr22	20279137	20279287	id-64494	1.17e-05	-	CCCACGTGGGAGCACATGGACTGCAGAGGGAGACT	V_CTCF_BR	0
chr22	20283166	20283316	id-64495	1.34e-06	+	CTTTCAGTACCACTGTTGTCCAGGGGAGGGATGGG	Upstream_CTCF	8
chr22	20301376	20301526	id-64496	1.56e-06	-	GGTCAGTGTCCTGTGGGAACCACTAGGAGGAGCCT	UpstreamP1_CTCF	38
chr22	20305212	20305362	id-64497	7.07e-08	-	CAGACTGTGCCATGTGTGGCCAGTTGGGGGCGCTC	V_CTCF_BR	40
chr22	20306777	20306927	id-64498	7.78e-06	+	GCTGCTGCAGTCAGCGCCACCACCAGAGTCTGCCT	Upstream_CTCF	4
chr22	20307450	20307600	id-64499	1.1e-05	-	AGCTCGTCGCCGCCGCCGGCGGCTAGCGGGCGTCC	V_CTCF_BR	6
chr22	20445098	20445248	id-64500	5.01e-09	-	GGAGGAGGACCTCATGCTGCCGCCAGGGGGCAGCC	V_CTCF_BR	4
chr22	20748376	20748526	id-64501	2.31e-06	-	ACTGCGACTGCCACAAAGAGCAGCAGGCGGCCGCT	Upstream_CTCF	8
chr22	20760553	20760703	id-64502	3.4e-06	+	GCCGCTCGCGCCTCACCCTCCACCAGAGGACGCAC	Upstream_CTCF	0
chr22	20768641	20768791	id-64503	1	+	NA	NONE	0
chr22	20772527	20772677	id-64504	1.57e-08	+	GCAGCAGCTACCCATCCAGCCGCCAGATGGCAGCA	Upstream_CTCF	40
chr22	20775173	20775323	id-64505	1	+	NA	NONE	21
chr22	20779227	20779377	id-64506	8.97e-05	+	TAACCAAGTCCACTCCTGGCCAGTAAGAGGCGGTC	Upstream_CTCF	1
chr22	20784269	20784419	id-64507	1	+	NA	NONE	5
chr22	20785327	20785477	id-64508	3.67e-07	+	TCGCAGGCACACGTGCCGTCCACAGGGTGGCAGCG	UpstreamP1_CTCF	35
chr22	20793549	20793699	id-64509	9.62e-08	+	TTGCGGCTCCCAATAGAGGCCAGCAGAGGTCCCAG	UpstreamP1_CTCF	33
chr22	20801135	20801285	id-64510	1	+	NA	NONE	0
chr22	20801697	20801847	id-64511	1.64e-05	+	TTTGGGTCTTCTCCTATCACCAGTAGGGGTCTGGG	V_CTCF_BR	0
chr22	20804209	20804359	id-64512	2.83e-07	-	GATGGAGTGGGGTGCGGGTCCAGCAGGTGGCTCAG	V_CTCF_BR	0
chr22	20809870	20810020	id-64513	1	+	NA	NONE	0
chr22	20810644	20810794	id-64514	1.32e-08	-	CAGCAGTTCTCCAGCTTGGCCACAGAGGGGCAGCC	UpstreamP1_CTCF	40
chr22	20827536	20827686	id-64515	5.98e-05	-	GTAAAGGGTCCTCTTCGGCCCAGCAGAGGGCCTTG	UpstreamP1_CTCF	4
chr22	20837173	20837323	id-64516	2.74e-08	+	CTGAAGTCCTCGCCATCTTCCAGCAGGCGGCAGTA	UpstreamP1_CTCF	20
chr22	20842128	20842278	id-64517	8.9e-05	+	CTATACAGGTCCTAAGTCCCCTGCAGGGGGCCCTC	UpstreamP1_CTCF	5
chr22	20846552	20846702	id-64518	1	+	NA	NONE	0
chr22	20849352	20849502	id-64519	1.97e-06	+	CGCCCAGTGAGGAGCCCAGGCGGAAGGTGGCGGTG	V_CTCF_BR	7
chr22	20850009	20850159	id-64520	2.4e-05	+	CCAGCCGAGGCCGCACTCGCAGCTGGAGGGAGGCG	V_CTCF_BR	0
chr22	20850853	20851003	id-64521	2.47e-07	-	AAGCGATTCTCCCCGATATCCCGCAGGGGGCGCGC	UpstreamP1_CTCF	40
chr22	20881207	20881357	id-64522	7.6e-05	-	ATTCCCCAGTTAGCATGTCCCACCAGGGGGCCTAG	UpstreamP1_CTCF	30
chr22	20884631	20884781	id-64523	4.14e-06	-	CACAGATTCACCCTCCTGACCTCAGGGGGGCAGGA	V_CTCF_BR	6
chr22	20900486	20900636	id-64524	1	+	NA	NONE	0
chr22	20903552	20903702	id-64525	1	+	NA	NONE	11
chr22	20906433	20906583	id-64526	2.72e-06	+	GCCCACTGCCGCTGCATAACCACCAGAGGCAGGCT	UpstreamP1_CTCF	37
chr22	20911365	20911515	id-64527	6.48e-05	-	TAGCAGCTGCTACACTGACAAAGCAGAGGGGGCGA	UpstreamP1_CTCF	2
chr22	20918678	20918828	id-64528	7.8e-08	+	TCTCAGCCCAGCTGCAGCTCCAGCAGGTGGCGCTG	V_CTCF_BR	40
chr22	20922354	20922504	id-64529	3.33e-09	-	GGAAAGCTGGGTTAGCCGGCCAGCAGAGGGCAGGG	V_CTCF_BR	40
chr22	20925887	20926037	id-64530	9.55e-09	-	GCCCAACCCTCCCCATCCCCCAGCAGGGGGCGCTG	V_CTCF_BR	40
chr22	20931860	20932010	id-64531	1	+	NA	NONE	3
chr22	20935854	20936004	id-64532	1	+	NA	NONE	2
chr22	20938031	20938181	id-64533	4.5e-05	+	GTGTGTTGTCATGAAAATGAAACAAGGTGGCGCTG	UpstreamP1_CTCF	36
chr22	20942794	20942944	id-64534	4.5e-06	-	CCTGTGCTGACCTGAGCCCACAAGAGGGGGCAGCA	Upstream_CTCF	9
chr22	20945935	20946085	id-64535	9.41e-05	-	GCCCTCCTTGTCTGCCTGTCCCGCCGGGGGCAGCA	V_CTCF_BR	0
chr22	20946276	20946426	id-64536	4.59e-07	-	CTGTGGGTGTCCAGATCGACCAGCAGAGGCAGATC	UpstreamP1_CTCF	9
chr22	20959208	20959358	id-64537	3.36e-07	-	CAGCATCCTGTCATAGTGGCCACCAGTGGTCACTG	V_CTCF_BR	5
chr22	20960598	20960748	id-64538	8.81e-07	+	AAGTTGGCTCTTCCCACGTCCCCCAGAGGGCGCAG	V_CTCF_BR	40
chr22	20965730	20965880	id-64539	2.01e-05	-	GATGCGGTAGGAGAGGTTGCCTCCTGGAGTCAGAG	Upstream_CTCF	1
chr22	21051937	21052087	id-64540	5.21e-08	-	CTGTGGGTTTTCCATGCAGCCACCTGAGGGCGCCC	V_CTCF_BR	40
chr22	21057069	21057219	id-64541	1	+	NA	NONE	9
chr22	21058664	21058814	id-64542	9.41e-05	-	AGCCCGTTAGCGCGCAGCTCCAGCAGCGGGGACAG	V_CTCF_BR	1
chr22	21062123	21062273	id-64543	6.18e-07	+	GCTGCGCCACCCACGTGCTGCCCCAGGAGGCGCTA	Upstream_CTCF	12
chr22	21083790	21083940	id-64544	1.19e-06	+	TGCCCACACACTGCCCCGGCCACCAGGTGTCGTAC	V_CTCF_BR	2
chr22	21094404	21094554	id-64545	1	+	NA	NONE	0
chr22	21096207	21096357	id-64546	1.56e-05	-	GCCGTTATCTCCCAAAACCTCGGTAGGGGGAGCCA	Upstream_CTCF	40
chr22	21098637	21098787	id-64547	1.03e-05	-	GACCAGTTACTTGTTTTTTCCACAAGAGGGTAACT	UpstreamP1_CTCF	0
chr22	21100842	21100992	id-64548	6.49e-06	-	CCTGACCTGGACGTCTCTGCCACTGGGTGGCCACA	Upstream_CTCF	7
chr22	21102520	21102670	id-64549	1	+	NA	NONE	0
chr22	21103154	21103304	id-64550	2.04e-05	+	CCTGGGGCACGCCAAGGGGACACCTGGTGGAAAAA	V_CTCF_BR	3
chr22	21105545	21105695	id-64551	8.71e-06	+	ACGTGTCAGGAACCGTGATCCGGTAGGGGGCGTCG	V_CTCF_BR	21
chr22	21106505	21106655	id-64552	2.53e-05	-	GGTCCAGGCAGCAGCGCCACCACAGGTGGTCAGGA	V_CTCF_BR	1
chr22	21113084	21113234	id-64553	1.48e-06	+	TCCAATCCCCTCCTTACTGCCAGAAGGGGGAGCTT	V_CTCF_BR	31
chr22	21123459	21123609	id-64554	1.84e-06	-	GCCACTTTCAAGCCAACGTCCTCAAGAGGGAGCCA	V_CTCF_BR	1
chr22	21126497	21126647	id-64555	2.47e-05	-	AGGACACCATCCCTGCAGACCAGCAGGTGGCCGCT	Upstream_CTCF	34
chr22	21132278	21132428	id-64556	5.01e-06	+	GAAGATTTAGTTGCTCCTGACAGCAGTGGGAGCTA	V_CTCF_BR	26
chr22	21135822	21135972	id-64557	1	+	NA	NONE	0
chr22	21136909	21137059	id-64558	6.48e-05	-	CAGTAATGCTTACTCCAACCCCCCAGGTTGTGACA	UpstreamP1_CTCF	0
chr22	21138666	21138816	id-64559	2.72e-06	-	CTCTAACTTCTGAAACTGGCCCCTAGAGGGCAGAT	UpstreamP1_CTCF	40
chr22	21148517	21148667	id-64560	3.97e-05	+	GGGCACTGAGGTCCAATTTCCAGGGGAGAGCAGGC	UpstreamP1_CTCF	8
chr22	21150029	21150179	id-64561	1	+	NA	NONE	0
chr22	21157561	21157711	id-64562	1	+	NA	NONE	0
chr22	21158334	21158484	id-64563	1.82e-07	+	TGACAGAAAGCCCTGGCATCCTGCAGGGGGCAGCC	V_CTCF_BR	40
chr22	21169893	21170043	id-64564	1	+	NA	NONE	1
chr22	21174588	21174738	id-64565	4.68e-05	-	GTGTTAGTATCCTCAGAGGCCACATGGGGTCATGT	UpstreamP1_CTCF	0
chr22	21184720	21184870	id-64566	1	+	NA	NONE	0
chr22	21194708	21194858	id-64567	1	+	NA	NONE	0
chr22	21198805	21198955	id-64568	1	+	NA	NONE	0
chr22	21206536	21206686	id-64569	8.21e-06	+	GGGAGACAAACAGCTGGTGACACAGGAGGGCACTG	V_CTCF_BR	7
chr22	21211936	21212086	id-64570	1	+	NA	NONE	2
chr22	21212662	21212812	id-64571	3.88e-06	-	GGGCTCGCCGGCAGCCTGTGCGGGAGGGGGCGCCT	V_CTCF_BR	9
chr22	21212938	21213088	id-64572	3.86e-05	-	CGGGCAGCGCCGCGGCTCGTGAGGTGATGGCGGCG	Upstream_CTCF	4
chr22	21213288	21213438	id-64573	1.93e-05	-	GCGGCTCTCGGTCTGGGAAACAGAAGGAGGAGCCC	V_CTCF_BR	0
chr22	21239882	21240032	id-64574	5.68e-06	+	AAGTGCTGAGTACTGCCCGCCACTAGGAGGTGCTG	V_CTCF_BR	40
chr22	21240167	21240317	id-64575	1	+	NA	NONE	2
chr22	21242853	21243003	id-64576	1	+	NA	NONE	0
chr22	21259288	21259438	id-64577	1	+	NA	NONE	0
chr22	21263271	21263421	id-64578	1	+	NA	NONE	0
chr22	21271445	21271595	id-64579	1.26e-05	+	GCCGCAGCGCCCCCAGCGGCGCGCAGCGGCCCAGG	Upstream_CTCF	40
chr22	21272257	21272407	id-64580	1	+	NA	NONE	10
chr22	21284264	21284414	id-64581	1	+	NA	NONE	0
chr22	21299294	21299444	id-64582	9.25e-06	-	TCAGGAGAATGGCGTGCACCCGGGAGGTGGCGCTT	V_CTCF_BR	1
chr22	21301290	21301440	id-64583	1.47e-05	+	GGCACTAATGGTCAAGGGGCCACCAGAAGTCTCTC	V_CTCF_BR	0
chr22	21306512	21306662	id-64584	1	+	NA	NONE	5
chr22	21310001	21310151	id-64585	1	+	NA	NONE	0
chr22	21310745	21310895	id-64586	1	+	NA	NONE	27
chr22	21316281	21316431	id-64587	5.12e-06	+	CTGCTGATTCTCAGATTGGGCTCCAGAGGGGCGAC	UpstreamP1_CTCF	37
chr22	21320626	21320776	id-64588	3.65e-05	-	CTGTCGGTCCTCGAGGTGCCCATTACAGGGGAGGA	UpstreamP1_CTCF	0
chr22	21322087	21322237	id-64589	8.21e-05	+	GGCCTGCAGGGGGTCCAGCCCCATGGGGGGCGCCC	V_CTCF_BR	2
chr22	21336123	21336273	id-64590	8.16e-07	+	GAAAGGGAGCGTTGAGCCGCCTGCAGAGGCCGCTG	V_CTCF_BR	40
chr22	21336468	21336618	id-64591	1	+	NA	NONE	12
chr22	21342853	21343003	id-64592	7.44e-05	-	GCTTCAGGACCTCCACAAGGCACTAGGAATAAACA	Upstream_CTCF	2
chr22	21344275	21344425	id-64593	1	+	NA	NONE	4
chr22	21344593	21344743	id-64594	2.78e-06	-	ATCTCGCCACTCTGGGCCACCTGCAGGGGGAGAGG	V_CTCF_BR	5
chr22	21354751	21354901	id-64595	1	+	NA	NONE	0
chr22	21355047	21355197	id-64596	1.77e-05	-	GCTGCTGGGGGCAGATTGGCCTGGGGAGGCAGCAC	Upstream_CTCF	16
chr22	21355459	21355609	id-64597	9.31e-05	+	CATCCTACCCCAGCGTCGGCCGGCAGGGAGGCCCA	Upstream_CTCF	2
chr22	21368141	21368291	id-64598	6.49e-06	+	CTGATGCCGCCAGGAGCGCCGAGGAGAGGGCAGGG	UpstreamP1_CTCF	3
chr22	21375237	21375387	id-64599	4.59e-07	+	GTGCCTTTAGGGCTACCTGCCACTGGGTGGAGCTG	UpstreamP1_CTCF	40
chr22	21377338	21377488	id-64600	1.73e-08	-	GTGAAGTTCTGGGCCTGGGCCAGCAGGGGCCTCCT	UpstreamP1_CTCF	24
chr22	21379476	21379626	id-64601	1	+	NA	NONE	0
chr22	21419269	21419419	id-64602	1	+	NA	NONE	0
chr22	21423039	21423189	id-64603	2.23e-06	-	AAGCAGAGGACGCAGAGGTCCAGCAGAGGGAGAAG	UpstreamP1_CTCF	12
chr22	21445869	21446019	id-64604	1	+	NA	NONE	0
chr22	21452485	21452635	id-64605	9.51e-07	+	GATGTTTGCTCCTTCAAGGCCAGCAGGTGGCTGTC	V_CTCF_BR	30
chr22	21454266	21454416	id-64606	1	+	NA	NONE	9
chr22	21455575	21455725	id-64607	5.34e-06	-	TAAGCCCATCCTTATCTGGCCCCCTGGGGGAGCTA	V_CTCF_BR	24
chr22	21457183	21457333	id-64608	9.11e-08	+	TCTTCACTCTGCACCGTGACCATCAGGGGGCGCCC	Upstream_CTCF	40
chr22	21458538	21458688	id-64609	1	+	NA	NONE	25
chr22	21459378	21459528	id-64610	1	+	NA	NONE	0
chr22	21802434	21802584	id-64611	1	+	NA	NONE	35
chr22	21804602	21804752	id-64612	2.72e-06	+	GTGTGTTTACCGTTCATCACCACTCGGGGGCACCG	UpstreamP1_CTCF	16
chr22	21918681	21918831	id-64613	5.63e-06	+	GAGCAATGAAGGTTTTAGAGCAGGAGAGGGACCCC	UpstreamP1_CTCF	0
chr22	21921805	21921955	id-64614	1	+	NA	NONE	0
chr22	21947924	21948074	id-64615	1	+	NA	NONE	0
chr22	21948242	21948392	id-64616	1.56e-06	+	CGGAAGCTGCACCATCTGTCCACCAGGCGGCCTCA	UpstreamP1_CTCF	40
chr22	21964814	21964964	id-64617	1	+	NA	NONE	0
chr22	21965878	21966028	id-64618	1	+	NA	NONE	0
chr22	21973499	21973649	id-64619	4.5e-06	-	CCTGTACAAGCCACCTGTACCTCTAGAGGCAGCAG	Upstream_CTCF	0
chr22	21974814	21974964	id-64620	1.64e-06	-	GTGCCGTAGCCCAGACGTGCCCCAGGGTGGAAGGA	UpstreamP1_CTCF	7
chr22	21977728	21977878	id-64621	1	+	NA	NONE	0
chr22	21978475	21978625	id-64622	1.55e-08	+	AGACTTCAGACAGTCGGGGCCTGCAGAGGGCGCTC	V_CTCF_BR	40
chr22	21982502	21982652	id-64623	2.66e-05	+	GGAGGCATGAGGACCTGAGCCCAGAGGTGGCAGTG	V_CTCF_BR	4
chr22	21982843	21982993	id-64624	1.19e-06	+	GTCGGGGCCTTCACCGCAGCCGCCGGTGGGAGGCA	V_CTCF_BR	1
chr22	21983250	21983400	id-64625	8.9e-05	-	GTGGAGCGCGACGCCCGGGCCGCCGTGGGCCCCTT	UpstreamP1_CTCF	2
chr22	21983621	21983771	id-64626	2.28e-05	-	CAAGGTGTCTCTCGCTCGCCCTCTAGGTGCGGGAG	Upstream_CTCF	39
chr22	21984362	21984512	id-64627	2.64e-08	-	CTTGCAGGGGCACGCCGGACCGCTAGGTGGCGAGA	Upstream_CTCF	40
chr22	21984980	21985130	id-64628	1	+	NA	NONE	0
chr22	21987094	21987244	id-64629	1	+	NA	NONE	0
chr22	21995842	21995992	id-64630	4.68e-07	-	GTGGTCACTGGGTCATCGGGCAGGAGAGGGCAGCA	V_CTCF_BR	40
chr22	21996468	21996618	id-64631	1.26e-07	+	GCGGGCCGACTATTGGCTGCCGCAAGCGGGCGCTG	V_CTCF_BR	9
chr22	21997408	21997558	id-64632	2.31e-06	-	GGCGGAGTTACTCTGTGTCCCCCGAGGGGGCGCTC	Upstream_CTCF	40
chr22	21998366	21998516	id-64633	2.38e-07	-	CACTCAGAGTTCATCGTGACCTGCAGAGGGCTCCA	V_CTCF_BR	37
chr22	22001106	22001256	id-64634	4.11e-08	-	CCTGTAATCTCTGCCATAACCGCTAGAGGCCACCA	Upstream_CTCF	40
chr22	22007188	22007338	id-64635	1.48e-06	-	CTCGTCAGAGCACCTGCGGCCAGCAGGGGGGACCC	Upstream_CTCF	11
chr22	22011136	22011286	id-64636	1	+	NA	NONE	0
chr22	22011697	22011847	id-64637	4.68e-07	-	TGGGCACGCGCGCTCACGACCTCGAGGGGGCGAAC	V_CTCF_BR	27
chr22	22014495	22014645	id-64638	1	+	NA	NONE	4
chr22	22014992	22015142	id-64639	1	+	NA	NONE	0
chr22	22026494	22026644	id-64640	2.93e-07	+	CTGCAAGACCACAGTGTTGTTACCAGGTGGCGCCT	UpstreamP1_CTCF	4
chr22	22027968	22028118	id-64641	7.02e-05	+	GTGTGCTTGCTTGGCCAGACCTATGGGTGTCAGCA	UpstreamP1_CTCF	7
chr22	22028367	22028517	id-64642	5.96e-07	+	GCATAGCTGGGCCCAGCCCACACCAGGTGGCAGCA	V_CTCF_BR	1
chr22	22049793	22049943	id-64643	2.11e-06	-	GCAAGCAATTTATTGGCTGGCAGCAGAGGGCAGGC	V_CTCF_BR	0
chr22	22054175	22054325	id-64644	1	+	NA	NONE	0
chr22	22056589	22056739	id-64645	1	+	NA	NONE	0
chr22	22057579	22057729	id-64646	1	+	NA	NONE	1
chr22	22067242	22067392	id-64647	1	+	NA	NONE	24
chr22	22067562	22067712	id-64648	3.09e-07	+	GCGACATTATCCACAACAGCCACGAGGGGGAAGCA	V_CTCF_BR	40
chr22	22080645	22080795	id-64649	1.04e-07	-	GCCTGTGGGACTGTGGTGGCCGCTAGCGGGCAGGG	V_CTCF_BR	0
chr22	22081057	22081207	id-64650	8.03e-07	-	TGTGTGACACTCAGAGAAACCACAAGGTGGAGGCG	Upstream_CTCF	40
chr22	22095384	22095534	id-64651	1.64e-05	+	CATAGGCGTGGGTGATGGCCCAGGAGGAGGAGCTC	V_CTCF_BR	0
chr22	22112954	22113104	id-64652	1	+	NA	NONE	0
chr22	22114920	22115070	id-64653	1	+	NA	NONE	0
chr22	22125997	22126147	id-64654	1.27e-06	+	ATGTAATCCTCACATGGGGCCTTTAGGGGGAGGAA	UpstreamP1_CTCF	1
chr22	22129181	22129331	id-64655	1	+	NA	NONE	38
chr22	22134054	22134204	id-64656	1	+	NA	NONE	0
chr22	22146246	22146396	id-64657	5.01e-06	-	GTACTGTGACCTCTCAGATCCTCTAGAGGGAACCC	V_CTCF_BR	9
chr22	22150044	22150194	id-64658	1	+	NA	NONE	0
chr22	22150635	22150785	id-64659	1	+	NA	NONE	0
chr22	22161296	22161446	id-64660	1	+	NA	NONE	0
chr22	22171634	22171784	id-64661	1	+	NA	NONE	0
chr22	22173803	22173953	id-64662	1	+	NA	NONE	1
chr22	22178311	22178461	id-64663	1	+	NA	NONE	0
chr22	22184114	22184264	id-64664	1	+	NA	NONE	0
chr22	22201058	22201208	id-64665	1	+	NA	NONE	0
chr22	22202980	22203130	id-64666	1	+	NA	NONE	0
chr22	22216052	22216202	id-64667	1	+	NA	NONE	0
chr22	22219621	22219771	id-64668	1	+	NA	NONE	5
chr22	22222050	22222200	id-64669	1	+	NA	NONE	40
chr22	22231651	22231801	id-64670	1	+	NA	NONE	0
chr22	22236334	22236484	id-64671	1	+	NA	NONE	0
chr22	22240400	22240550	id-64672	1	+	NA	NONE	0
chr22	22261333	22261483	id-64673	1	+	NA	NONE	0
chr22	22266547	22266697	id-64674	2.94e-06	-	TTTGCACTTCCTTGGTTACCCAAGAGGGTGAGCAG	Upstream_CTCF	0
chr22	22272195	22272345	id-64675	1.21e-06	+	CTGGCTGCTTCAATACTGACCCCCTGAGGGCACTG	Upstream_CTCF	3
chr22	22280199	22280349	id-64676	2.96e-05	+	GAATGGTGAAATGAACGGACCACCTGAGGCCGCCT	V_CTCF_BR	7
chr22	22291082	22291232	id-64677	1	+	NA	NONE	0
chr22	22292506	22292656	id-64678	3.18e-09	+	GCAGCAACGCTCCTTCTCACCGGCAGGTGGCGCTG	Upstream_CTCF	40
chr22	22293017	22293167	id-64679	2.38e-07	-	GCAGGCTGCAGCAGGGGTGCCACAAGGGGGTAGCA	V_CTCF_BR	40
chr22	22294101	22294251	id-64680	2.28e-05	+	CCAGCAGGGCGGCCCCTGTCCTCAGGGAGCTGGGA	Upstream_CTCF	4
chr22	22295878	22296028	id-64681	1.15e-07	+	CTGCAAGAACATGGTCTGGGCAGGAGATGGAGCTG	UpstreamP1_CTCF	0
chr22	22296257	22296407	id-64682	4.14e-06	+	CCATCCCTGGCTTTTCTGGGCAGAAGGGGTCGCTC	V_CTCF_BR	0
chr22	22297873	22298023	id-64683	2.81e-05	-	TGGGGTCAGTGCTGGGGGCGCAGGGGAGGGCAGTG	V_CTCF_BR	0
chr22	22298438	22298588	id-64684	1.82e-06	+	CTGCTGGGCCCACTCTGCTCCACCACTGGGGGCTG	UpstreamP1_CTCF	1
chr22	22301046	22301196	id-64685	1	+	NA	NONE	15
chr22	22301539	22301689	id-64686	1	+	NA	NONE	26
chr22	22302098	22302248	id-64687	1.81e-06	+	GATGCAGGGAGCTCACAGCCCACAAGAGGGCTGTC	Upstream_CTCF	40
chr22	22307252	22307402	id-64688	2.5e-09	-	GCAGTCACCGTCCACGTAGCCGCCAGGGGGCAGCA	V_CTCF_BR	40
chr22	22313443	22313593	id-64689	1	+	NA	NONE	0
chr22	22324568	22324718	id-64690	6.39e-05	-	CCTGCCTAGGCGAGCCTGACCACAACGAGGCGCTC	Upstream_CTCF	5
chr22	22326771	22326921	id-64691	9.48e-11	+	CCTGCAGGTGCCTCGTGGGCCAGCAGGGGGCACTC	Upstream_CTCF	40
chr22	22329968	22330118	id-64692	1	+	NA	NONE	0
chr22	22338885	22339035	id-64693	1	+	NA	NONE	0
chr22	22339371	22339521	id-64694	6.39e-08	+	GAAGGACCTGAGGCCTGGGCCAGCAGGAGGCGCTG	V_CTCF_BR	40
chr22	22344379	22344529	id-64695	1	+	NA	NONE	0
chr22	22345266	22345416	id-64696	2.37e-05	+	AGAGAAACTGAGTGAGTGGCCAGAAGAGGGAGTGT	Upstream_CTCF	3
chr22	22346493	22346643	id-64697	1	+	NA	NONE	0
chr22	22356173	22356323	id-64698	1	+	NA	NONE	0
chr22	22382030	22382180	id-64699	1	+	NA	NONE	0
chr22	22384982	22385132	id-64700	3.88e-06	+	ACGATGGACCTGGGCCTAGGCAGAAGGGGGTGCTG	V_CTCF_BR	38
chr22	22387516	22387666	id-64701	1	+	NA	NONE	0
chr22	22393927	22394077	id-64702	1	+	NA	NONE	0
chr22	22395221	22395371	id-64703	1	+	NA	NONE	1
chr22	22398282	22398432	id-64704	1	+	NA	NONE	2
chr22	22403269	22403419	id-64705	5.65e-05	-	CAATGTGTTAAGAAAGCGGACACCAGGGGGATTGA	V_CTCF_BR	2
chr22	22415083	22415233	id-64706	1.22e-08	+	ACGATGGACCTGGGCCTGGGCAGCAGGGGGCGCTG	V_CTCF_BR	40
chr22	22415873	22416023	id-64707	1	+	NA	NONE	0
chr22	22416197	22416347	id-64708	8.89e-06	-	ATAGCCACAATACACCAGACCAGCAGGAGGAGACA	Upstream_CTCF	35
chr22	22424545	22424695	id-64709	5.63e-06	+	AAGCAGCTTCCTCTGTGGGGCCACAGGAGGCGGTG	UpstreamP1_CTCF	13
chr22	22427253	22427403	id-64710	1	+	NA	NONE	0
chr22	22429176	22429326	id-64711	8.89e-06	+	AATGCAGTCTGGACAGAGAGCAGCAGGGTACACTG	Upstream_CTCF	3
chr22	22430939	22431089	id-64712	1.97e-06	+	GAAGACCTGGGATCTGAGGCAAGCAGGGGGCACTG	V_CTCF_BR	2
chr22	22447682	22447832	id-64713	1	+	NA	NONE	0
chr22	22454770	22454920	id-64714	2.18e-07	+	TGACGGAGCCTTGGAGCCACCAGAAGATGGCAGTA	V_CTCF_BR	40
chr22	22457493	22457643	id-64715	5.67e-06	-	CCTGTGCTCCCAGATTCCACCACTAGGAGTGTGGG	Upstream_CTCF	40
chr22	22458198	22458348	id-64716	1	+	NA	NONE	0
chr22	22461929	22462079	id-64717	2e-06	+	AATGCAATTCTGACACTATCCACATGGAGACAGGG	Upstream_CTCF	2
chr22	22463732	22463882	id-64718	1	+	NA	NONE	1
chr22	22464371	22464521	id-64719	4.01e-05	+	GCTGCATTGCTCATTACTGCCACCCCAGGAAGGTT	Upstream_CTCF	34
chr22	22465405	22465555	id-64720	9.39e-07	+	ACTGCAGTCTGGCCAGTGAGCAGCAGGGGCACTGT	Upstream_CTCF	39
chr22	22479726	22479876	id-64721	1.79e-08	+	GCTGCACTGCCGGCAGCAGGCAGCAGAGGTGGCAG	Upstream_CTCF	0
chr22	22480215	22480365	id-64722	3.18e-06	-	CTCACCTTGGTCATGCTGGCCACTGGGTGGCAGGT	V_CTCF_BR	6
chr22	22491472	22491622	id-64723	1	+	NA	NONE	0
chr22	22499374	22499524	id-64724	3.63e-05	-	CAATTTACATCTCCTTTTACCACTAGGGGCTACCA	V_CTCF_BR	30
chr22	22511219	22511369	id-64725	5.01e-06	+	AAACAATAGCCATCTAAGCCCAGCAGAGGGAGCTG	V_CTCF_BR	40
chr22	22519362	22519512	id-64726	2.81e-06	+	GATGCTGTCCCTCCCAGAGCCTCTGGGTGTCCTCG	Upstream_CTCF	20
chr22	22520382	22520532	id-64727	4.14e-05	+	GGGTGTGTCTGAGCTTTGGGCAGCAGGGGATGCTG	UpstreamP1_CTCF	4
chr22	22526091	22526241	id-64728	3.1e-07	+	ATGCATCACCCACAGATCACCAGCAGGAGGATCCT	UpstreamP1_CTCF	40
chr22	22534484	22534634	id-64729	6.84e-06	-	CCTGAGCTGGTGTTGGTCACCGGCAGGGGCAGGAC	V_CTCF_BR	0
chr22	22536376	22536526	id-64730	1	+	NA	NONE	3
chr22	22549835	22549985	id-64731	7.55e-07	+	GTGGACATGACTCCCGCATCCACCAGAGGGCGTTG	V_CTCF_BR	40
chr22	22554405	22554555	id-64732	1	+	NA	NONE	1
chr22	22555598	22555748	id-64733	7.23e-07	+	GGAGAAATTTGCCTGCAGACCAGCAGGGGACGCGG	Upstream_CTCF	40
chr22	22557483	22557633	id-64734	9.88e-07	-	GCAGCTGCTCCTCCAGGAGCCAGGTGGAGGAGCCC	Upstream_CTCF	1
chr22	22560747	22560897	id-64735	2.2e-06	-	CCAGCATTAAACTCTTCCACCAGCAGGTGTCCAGA	Upstream_CTCF	40
chr22	22562307	22562457	id-64736	1.19e-06	+	CCCGACTTGGGATCGGAGCCCAGCAGGGGGTGCTG	V_CTCF_BR	36
chr22	22568974	22569124	id-64737	3.42e-05	+	GCTTCAGATCTTTGAGTAACCAGCACATGGAGGCC	Upstream_CTCF	0
chr22	22569635	22569785	id-64738	1	+	NA	NONE	0
chr22	22590125	22590275	id-64739	5.51e-07	-	AGGCTTCCATGACATCCAGCCAGCAGGAGGCAGTA	V_CTCF_BR	39
chr22	22609353	22609503	id-64740	1	+	NA	NONE	23
chr22	22652884	22653034	id-64741	3.42e-05	-	TCTGCGCTTTCTTTTCTCACCATGGGGAGGCGTTT	Upstream_CTCF	39
chr22	22676462	22676612	id-64742	1.38e-07	+	GTACAATGTCGCACCATGGACACTAGGGGGCGCCT	UpstreamP1_CTCF	40
chr22	22697301	22697451	id-64743	5.72e-09	+	AGTGTGACGCAGCACCTGGCCACTAGGGGGAGGCA	V_CTCF_BR	40
chr22	22702621	22702771	id-64744	1.72e-06	+	TTTGTTCTTTCAGAGCCAGCCCACAGAGGGAGCCC	Upstream_CTCF	38
chr22	22710791	22710941	id-64745	1	+	NA	NONE	0
chr22	22711740	22711890	id-64746	6.46e-07	+	ACGGTTTGCCTTAGTCTGGACACTAGGGGGCGCTT	V_CTCF_BR	40
chr22	22723614	22723764	id-64747	1.1e-06	+	CATTCTCAGTCCAGGAAAGCCACCAGGGGGTGGTC	V_CTCF_BR	14
chr22	22725407	22725557	id-64748	1.82e-07	-	GACTGCAGCACTGTTTGGGCCTCCAGGGGGCTGTC	V_CTCF_BR	24
chr22	22725980	22726130	id-64749	1.71e-06	+	ATCCAAGAGGTGACACTGGCCAGAAGGGGGAGAGC	V_CTCF_BR	1
chr22	22734466	22734616	id-64750	4.14e-05	+	CTTCAGCTCCACAGGATCCACAGAGGAAGGAGAGC	UpstreamP1_CTCF	2
chr22	22734834	22734984	id-64751	7.62e-07	+	AATGGTTTACCTTGGCTGGACACCAGGGGACGCTG	Upstream_CTCF	33
chr22	22748988	22749138	id-64752	1.1e-06	+	CATTCTCAGTCCAGGAAAGCCACCAGGGGGTGGTC	V_CTCF_BR	3
chr22	22751741	22751891	id-64753	5.08e-07	-	GACTGCAGCACTGTTTGGACCTCCAGGGGGCTGTC	V_CTCF_BR	32
chr22	22753954	22754104	id-64754	1	+	NA	NONE	0
chr22	22754549	22754699	id-64755	1	+	NA	NONE	13
chr22	22758190	22758340	id-64756	8.58e-06	+	GTGTACATGACCAAAATGGACACCAGGGGATGCCT	UpstreamP1_CTCF	10
chr22	22763751	22763901	id-64757	1.28e-06	+	ATGGTTTGTCTCGGTCTGGACACTAGAGGGCACTT	V_CTCF_BR	40
chr22	22776482	22776632	id-64758	1	+	NA	NONE	4
chr22	22777076	22777226	id-64759	3.06e-08	+	CATGCTCAGTCCAGGAAAGCCACCAGGGGGCGGTC	V_CTCF_BR	40
chr22	22785905	22786055	id-64760	9.51e-07	+	ATGGTTTACCTTGATCTGGACACCAGAGGGCGCAT	V_CTCF_BR	40
chr22	22809386	22809536	id-64761	1.47e-05	+	AGAGACCTGGAAATATCGGCCTATAGAGGGAACAA	V_CTCF_BR	2
chr22	22815174	22815324	id-64762	8.52e-08	+	TTGTAATACTGGGTTGTCTCCACTAGATGTCACTG	UpstreamP1_CTCF	38
chr22	22817585	22817735	id-64763	6.64e-05	-	AATGTGGCAGGATTACTGTCCTTTAGGGGGCGCTT	Upstream_CTCF	39
chr22	22818498	22818648	id-64764	1.84e-06	+	CATAAAGAGGATTTTATTTCCACTAGGTGGCGCTG	V_CTCF_BR	40
chr22	22824309	22824459	id-64765	4.17e-05	+	TATGTATGTAGATTCCTCTCCCACAGAGGGCAGTC	Upstream_CTCF	0
chr22	22835946	22836096	id-64766	1	+	NA	NONE	0
chr22	22863123	22863273	id-64767	5.74e-05	-	ACCCCGCGTCCAGCCGTCGCCACCAGGGGCGTCAG	UpstreamP1_CTCF	39
chr22	22873911	22874061	id-64768	1	+	NA	NONE	0
chr22	22874426	22874576	id-64769	8.23e-05	+	CAGTATGTTCCACTCTGGGCCACAAGGGAAAGCGA	UpstreamP1_CTCF	25
chr22	22876446	22876596	id-64770	7.49e-05	+	CAGGAAGCCTAGGCAGTGGTCAGGGGCTGGCTCAG	V_CTCF_BR	0
chr22	22895236	22895386	id-64771	8.56e-05	-	CTGTAATAGCTTCAGAGGGGCCAGAGGAGGGACCC	UpstreamP1_CTCF	18
chr22	22898183	22898333	id-64772	1.63e-05	-	ACTGCCCCATGGGCTTGGGCCATTAGGGGTAAGTG	Upstream_CTCF	0
chr22	22899480	22899630	id-64773	1	+	NA	NONE	0
chr22	22901077	22901227	id-64774	1	+	NA	NONE	0
chr22	22901637	22901787	id-64775	1.47e-10	+	CCGGAACTCGCGTCTGGGGCCAGCAGGGGGCACTA	V_CTCF_BR	37
chr22	22914653	22914803	id-64776	6.82e-05	+	GGTAGTTCTCTAGACCAGGCCAGCAGGGGAAGCTG	V_CTCF_BR	0
chr22	22918903	22919053	id-64777	8.19e-10	+	TGGGCTCCTCCATCTGAGGCCACCAGGGGGCGGCA	Upstream_CTCF	40
chr22	22929507	22929657	id-64778	2.19e-08	+	TGAGATGAACCATCTGAGGCCACCAGGGGGCAGCA	V_CTCF_BR	40
chr22	22933939	22934089	id-64779	1	+	NA	NONE	28
chr22	22936603	22936753	id-64780	1.15e-07	+	GATGACATTTGTCCTGTGGGCACCAGGGGGCACTG	V_CTCF_BR	40
chr22	22941984	22942134	id-64781	1	+	NA	NONE	0
chr22	22943008	22943158	id-64782	3.45e-05	+	GGATTATGAGTTATATTAGCCACCAGCTGTCAATA	V_CTCF_BR	0
chr22	22944950	22945100	id-64783	1	+	NA	NONE	0
chr22	22948174	22948324	id-64784	1	+	NA	NONE	0
chr22	22954694	22954844	id-64785	1	+	NA	NONE	0
chr22	22954990	22955140	id-64786	1	+	NA	NONE	0
chr22	22957637	22957787	id-64787	1	+	NA	NONE	0
chr22	22958699	22958849	id-64788	2.58e-07	-	CTTTCAGTTCTGCCAGCTGCCTGTTGGGGGAGCTG	Upstream_CTCF	38
chr22	22959092	22959242	id-64789	2.02e-06	-	TAGCAGGGTCTGAAGCTGCCCAGGAGGGGGCTTAC	UpstreamP1_CTCF	2
chr22	22962241	22962391	id-64790	1	+	NA	NONE	0
chr22	22962621	22962771	id-64791	2.84e-05	+	TTGCAGTAGACCCAGCTGGGTTCTAGGGCTCAACC	UpstreamP1_CTCF	0
chr22	22978786	22978936	id-64792	2.59e-06	+	CTGTGGGTTTTTTATGTGGCCACCCGAGGGCGCCC	UpstreamP1_CTCF	26
chr22	22996506	22996656	id-64793	7.73e-05	+	CCTGCTGTGTGCGCGACGGTCACTGGTTGGGTAGG	Upstream_CTCF	6
chr22	23002462	23002612	id-64794	1.17e-05	+	AGCAGTCAGTGAAGAGCAACCAGCAGTGGTCAACA	V_CTCF_BR	0
chr22	23009129	23009279	id-64795	1.39e-07	+	CTGGGCTGAGTCTCCTCCACCAGCTGGGGGCAGCA	V_CTCF_BR	39
chr22	23012872	23013022	id-64796	1	+	NA	NONE	0
chr22	23015130	23015280	id-64797	1	+	NA	NONE	0
chr22	23024285	23024435	id-64798	1	+	NA	NONE	5
chr22	23027541	23027691	id-64799	4.31e-07	+	CTGGGCTGAGTCTCCTCCACCAGTTGGGGGCAGCA	V_CTCF_BR	37
chr22	23030210	23030360	id-64800	3.84e-06	-	ATGTTCTGTGCATCAGTGCCCAATAGATGGTGCTG	UpstreamP1_CTCF	40
chr22	23034763	23034913	id-64801	2.6e-07	-	TGCTTACCTGGGGCTGGAGCCACTAGGGGGTGGTG	V_CTCF_BR	9
chr22	23035368	23035518	id-64802	1.38e-09	+	AGCCCACAGTGTGGAGCGGCCACCAGGGGGAAGCA	V_CTCF_BR	39
chr22	23038158	23038308	id-64803	1	+	NA	NONE	0
chr22	23039978	23040128	id-64804	1.28e-06	+	ACAGGCTGGAGGTGGGTGCCAAGCAGAGGGCGCTG	V_CTCF_BR	7
chr22	23045128	23045278	id-64805	4.31e-07	+	CTGGGCTGAGTCTCCTCCACCAGTTGGGGGCAGCA	V_CTCF_BR	33
chr22	23052313	23052463	id-64806	6.86e-07	-	TCGTCAGTTCCTCCAGCTGCCTGTGGGGAGCGCTG	Upstream_CTCF	38
chr22	23053315	23053465	id-64807	1.37e-11	+	AGCAGCCCGCGTAGAGTGGCCACCAGGGGGCAGCA	V_CTCF_BR	40
chr22	23061774	23061924	id-64808	1	+	NA	NONE	0
chr22	23062695	23062845	id-64809	1.22e-07	+	AATGGCATTCATGCTGTGTGCACCAGGGGGCACTG	Upstream_CTCF	39
chr22	23062939	23063089	id-64810	1	+	NA	NONE	13
chr22	23063717	23063867	id-64811	5.7e-05	-	TCTGCAGAGCCTACCTGGAGGAATGGAGGGAAAGG	Upstream_CTCF	0
chr22	23064106	23064256	id-64812	1	+	NA	NONE	0
chr22	23079186	23079336	id-64813	1	+	NA	NONE	0
chr22	23088261	23088411	id-64814	2.18e-07	+	ATGGGCTGAGTCTCCTCCACCAGCTGGGGGCAGCA	V_CTCF_BR	40
chr22	23090873	23091023	id-64815	9.84e-06	-	ATGTGCTGTGCATCAGTGCCCAATAGATGGTGCTG	UpstreamP1_CTCF	40
chr22	23096146	23096296	id-64816	6.53e-09	+	AGCCGACAGTGTGGAGCAGCCACCAGGGGGAAGCA	V_CTCF_BR	40
chr22	23110141	23110291	id-64817	1	+	NA	NONE	0
chr22	23110502	23110652	id-64818	2.1e-06	-	TCGTCAGTTCCTCCAGCTGCCTGTCGGGAGCGCTG	Upstream_CTCF	32
chr22	23112785	23112935	id-64819	3.42e-08	+	AGCTGACAGTGTAGAGTGGCCACCTGGGGGCAGCA	V_CTCF_BR	40
chr22	23113584	23113734	id-64820	7.91e-05	-	TTGCACCAGTACAGGCCCCACCCCAGGGCACAGCC	UpstreamP1_CTCF	0
chr22	23114012	23114162	id-64821	1.56e-06	+	GTGAACTCAGACCATGGGACCAGTGGGTGGAGGAG	UpstreamP1_CTCF	0
chr22	23115166	23115316	id-64822	4.44e-06	+	CCGCCCTTCCCTCCAGCCCCCTCCAGGAGTCTCTA	UpstreamP1_CTCF	6
chr22	23116344	23116494	id-64823	1.47e-05	+	TATTTAATGTGGTGACCAGACACTAGGGGTCACAG	V_CTCF_BR	0
chr22	23126812	23126962	id-64824	1	+	NA	NONE	10
chr22	23128199	23128349	id-64825	3.63e-05	-	GTTTGCCTGCCTGCAAGAGGCGCTGGGGGGCAGGA	V_CTCF_BR	1
chr22	23129591	23129741	id-64826	1	+	NA	NONE	0
chr22	23130086	23130236	id-64827	1	+	NA	NONE	1
chr22	23130782	23130932	id-64828	5.72e-09	+	CTGGGCTCTGTCTTCTCCACCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr22	23131589	23131739	id-64829	1	+	NA	NONE	0
chr22	23141306	23141456	id-64830	1	+	NA	NONE	0
chr22	23143878	23144028	id-64831	1	+	NA	NONE	0
chr22	23144950	23145100	id-64832	7.61e-08	+	GATGGCATTCCTCCTGTGGACAGCAGGAGGCACTG	Upstream_CTCF	32
chr22	23145588	23145738	id-64833	1	+	NA	NONE	2
chr22	23148809	23148959	id-64834	1	+	NA	NONE	0
chr22	23149576	23149726	id-64835	1	+	NA	NONE	0
chr22	23150005	23150155	id-64836	1	+	NA	NONE	0
chr22	23152610	23152760	id-64837	7.12e-06	+	GAGCTGCAGCCAGGAGCAGCCAGAGGCTGGGGCTG	UpstreamP1_CTCF	30
chr22	23160075	23160225	id-64838	1	+	NA	NONE	22
chr22	23160881	23161031	id-64839	1	+	NA	NONE	0
chr22	23173389	23173539	id-64840	1	+	NA	NONE	0
chr22	23175383	23175533	id-64841	1	+	NA	NONE	0
chr22	23183437	23183587	id-64842	1	+	NA	NONE	0
chr22	23185405	23185555	id-64843	1	+	NA	NONE	0
chr22	23187889	23188039	id-64844	1	+	NA	NONE	0
chr22	23189851	23190001	id-64845	1	+	NA	NONE	1
chr22	23190664	23190814	id-64846	1.74e-08	+	CTGGGCTCTGTCTTTTCCACCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr22	23197188	23197338	id-64847	9.39e-07	-	TCTGCGGTGTGAGTGCTGGGCGGGAGGGGGGGCTG	Upstream_CTCF	0
chr22	23197976	23198126	id-64848	9.55e-09	+	CAGGATCCTCCCTCTGAGGCCACCAGGGGGCGGGG	V_CTCF_BR	39
chr22	23203864	23204014	id-64849	1	+	NA	NONE	0
chr22	23209464	23209614	id-64850	2.19e-05	-	ACAGCAAACACCTCCGCAGCCAGCAGAAGCTGGGA	Upstream_CTCF	0
chr22	23213304	23213454	id-64851	2.31e-06	+	GATGACTTTCCTCCTGTGTGCACTAGAGGGCCTTG	Upstream_CTCF	34
chr22	23218050	23218200	id-64852	1	+	NA	NONE	0
chr22	23219718	23219868	id-64853	2.6e-07	-	CAGTCAGCTCTTTTAGCTGCCTGTAGGGGGCGCGC	V_CTCF_BR	39
chr22	23220814	23220964	id-64854	1	+	NA	NONE	0
chr22	23221659	23221809	id-64855	1.47e-05	+	AGCAGCCAGTATGGAGCAGCCACCAGGGGACAGAA	V_CTCF_BR	19
chr22	23222302	23222452	id-64856	3.81e-05	-	AGGTGTGGTTCTAGCTCCCCCTCTGGAGGGCACTT	V_CTCF_BR	0
chr22	23223956	23224106	id-64857	1	+	NA	NONE	0
chr22	23224377	23224527	id-64858	3.29e-05	-	CCATGACTGCCCCCCAACACCGCTTGGGGGACCCT	Upstream_CTCF	0
chr22	23226241	23226391	id-64859	2.58e-07	-	GCAGCTGTAAGGGGAGAATCCAGTAGGGGGCAGAA	Upstream_CTCF	39
chr22	23235776	23235926	id-64860	1	+	NA	NONE	0
chr22	23272961	23273111	id-64861	1	+	NA	NONE	0
chr22	23278043	23278193	id-64862	2.43e-06	-	AGCTCAGGGTGTGGGGAGGCAGCCAGGGGGCAGCA	V_CTCF_BR	12
chr22	23285039	23285189	id-64863	2.89e-09	-	AGAGAAGGGACAACAGTGGCCACTAGAGGGCGCTA	V_CTCF_BR	40
chr22	23285945	23286095	id-64864	3.03e-05	-	TTCGCACTTGCTGTTTCTGCCGCCAGGAGCGCTCC	Upstream_CTCF	16
chr22	23287989	23288139	id-64865	1	+	NA	NONE	0
chr22	23297004	23297154	id-64866	3.6e-07	+	GCTGCAATGTTAGGCTTTGCCAAAAGAGAGCACCT	Upstream_CTCF	37
chr22	23297534	23297684	id-64867	1	+	NA	NONE	9
chr22	23298200	23298350	id-64868	6.46e-07	-	TGGGATTTGCTTGACTTTGCCACCAGATGTCGCTG	V_CTCF_BR	40
chr22	23301504	23301654	id-64869	2.83e-07	+	CAGTCCATGTGAAAATTGCCCACCAGGTGGCGGAA	V_CTCF_BR	40
chr22	23315661	23315811	id-64870	8.21e-05	+	GGGCTTATGCATCACTGCGCTTCTAGTGGGCAGCT	V_CTCF_BR	0
chr22	23318548	23318698	id-64871	2.27e-06	-	CGTGGAGAGGATCCCTATTCCACTAGGTGGCACAG	V_CTCF_BR	17
chr22	23322061	23322211	id-64872	1	+	NA	NONE	0
chr22	23328489	23328639	id-64873	1	+	NA	NONE	0
chr22	23334358	23334508	id-64874	1	+	NA	NONE	0
chr22	23339735	23339885	id-64875	1	+	NA	NONE	0
chr22	23359110	23359260	id-64876	1.19e-06	+	CAGTGGATCCCGCGCCGGGGCTGCAGGTGGAGCTG	V_CTCF_BR	1
chr22	23371651	23371801	id-64877	1	+	NA	NONE	1
chr22	23388459	23388609	id-64878	1	+	NA	NONE	2
chr22	23396622	23396772	id-64879	3.41e-07	+	GCAGCTGGGCTGGGGCCGTCCAGGAGGAGGCAGAG	Upstream_CTCF	4
chr22	23412068	23412218	id-64880	1	+	NA	NONE	3
chr22	23412414	23412564	id-64881	6.51e-11	-	GCCCCGCGCCGCGCCGCCGCCGGCAGGGGGCGGAG	V_CTCF_BR	2
chr22	23415733	23415883	id-64882	3.97e-05	+	TGGCCCTTTCGTGCGAACACCGCCAGGGGAGGCGC	UpstreamP1_CTCF	1
chr22	23420203	23420353	id-64883	1.63e-05	-	CCACCCGCACCCGCCCTCACCAGCAGGGGTCCTGG	Upstream_CTCF	10
chr22	23427508	23427658	id-64884	1	+	NA	NONE	0
chr22	23428066	23428216	id-64885	1.1e-05	+	GCCAACGTGGCTCTCACACCCTCCAGCAGGCGCTA	V_CTCF_BR	1
chr22	23437210	23437360	id-64886	7.49e-05	-	AATCCATCCAACCCCCTCTCCTCCATGGGGCGCTG	V_CTCF_BR	4
chr22	23445525	23445675	id-64887	1	+	NA	NONE	1
chr22	23447885	23448035	id-64888	2.84e-05	+	CTTCAGCGACTGACACTGGCTGGTGGGGAGCAGGG	UpstreamP1_CTCF	0
chr22	23449692	23449842	id-64889	1.97e-06	+	TGTGAACTGGGGGCCTCTGTCTGCAGGTGGCAGCA	V_CTCF_BR	1
chr22	23450045	23450195	id-64890	1	+	NA	NONE	0
chr22	23453064	23453214	id-64891	2.72e-06	+	ATGTTGTCTGTCCTCTTGTCCACTTGGGGTCAGCG	UpstreamP1_CTCF	7
chr22	23453494	23453644	id-64892	6.49e-06	-	ACTTTTCTGGGCCTCTTTGCCACTAGGCGGAACCG	Upstream_CTCF	3
chr22	23455293	23455443	id-64893	5.52e-05	+	CTGCAACTCCCCTGGGAAGACAGTTGAGTGTTCTG	UpstreamP1_CTCF	1
chr22	23458680	23458830	id-64894	2.59e-06	-	TTGCAGCTCCCTGAGGAGCCCAGAGTGGGGCATCC	UpstreamP1_CTCF	1
chr22	23461442	23461592	id-64895	1	+	NA	NONE	0
chr22	23461891	23462041	id-64896	2.94e-06	-	CTGGCAGGAGTCAGGAAAGCCTGCAGGAGGCACCA	Upstream_CTCF	4
chr22	23468999	23469149	id-64897	7.1e-07	-	CTGTTGTTGACCCATTGCACCACCAGGGTGACCAC	UpstreamP1_CTCF	4
chr22	23469756	23469906	id-64898	4.65e-05	+	GGAATGAGACATACGGCTCACTGCAGTGGGAGCAC	V_CTCF_BR	0
chr22	23470720	23470870	id-64899	7.07e-08	-	GCATGATTTCCCAGAGTAACCAGGAGGGGGCACCC	V_CTCF_BR	40
chr22	23489398	23489548	id-64900	1	+	NA	NONE	0
chr22	23493096	23493246	id-64901	4.51e-05	+	GCGGCAGCTCCTGCCACCACTGGCAGAGGGATTGT	Upstream_CTCF	0
chr22	23493595	23493745	id-64902	2.4e-05	-	CACTTCCTCTGCCTGCAGACAGCAAGAGGGCACCA	V_CTCF_BR	1
chr22	23498645	23498795	id-64903	6.39e-08	+	TGCTGGGCAGGGCTCACCGTCAGCAGGGGGCGGCA	V_CTCF_BR	28
chr22	23499136	23499286	id-64904	2.91e-05	+	CCTGTCCGGCCCTGGTCACACCCCTGGGGGCAGTA	Upstream_CTCF	39
chr22	23501740	23501890	id-64905	2.06e-07	+	TGTGAAGTAACTTCCAGGGCCACAGGGTGGCAGGG	Upstream_CTCF	0
chr22	23504284	23504434	id-64906	1	+	NA	NONE	0
chr22	23506764	23506914	id-64907	9.71e-06	-	TGGTCATTGCCGCACCTTGGCTGCAGGGGGCTGCT	Upstream_CTCF	1
chr22	23516208	23516358	id-64908	1.38e-07	+	GAGAAGTTCTGCATTGTCTCCAGCAGAGGGGGCGG	UpstreamP1_CTCF	40
chr22	23519203	23519353	id-64909	1	+	NA	NONE	0
chr22	23519904	23520054	id-64910	1	+	NA	NONE	1
chr22	23520734	23520884	id-64911	1.26e-07	+	TGGCAGGAGGTTAGCAAGGCCTGCAGAGGGCAGCA	V_CTCF_BR	40
chr22	23521636	23521786	id-64912	1	+	NA	NONE	0
chr22	23522499	23522649	id-64913	7.1e-07	+	CGGCTCGATGGGGGAGCCGCCTCCAGGGGGCCCCC	UpstreamP1_CTCF	16
chr22	23523363	23523513	id-64914	2.53e-05	-	TCGGCTCCGTCGGCGGGCGCTGGCTGCGGGCGCGA	V_CTCF_BR	0
chr22	23526961	23527111	id-64915	1	+	NA	NONE	0
chr22	23528366	23528516	id-64916	1	+	NA	NONE	0
chr22	23534748	23534898	id-64917	7.44e-05	-	GAAGCCTTACCAAAGTGTCCCAGAAGGAGCTATCA	Upstream_CTCF	0
chr22	23539017	23539167	id-64918	1	+	NA	NONE	1
chr22	23546826	23546976	id-64919	1	+	NA	NONE	5
chr22	23559731	23559881	id-64920	1	+	NA	NONE	0
chr22	23561301	23561451	id-64921	7.46e-06	+	AAGCAGCAAAGCCCTTAAGCCGACAGATGGCCCTG	UpstreamP1_CTCF	7
chr22	23561657	23561807	id-64922	1	+	NA	NONE	0
chr22	23563259	23563409	id-64923	1	+	NA	NONE	0
chr22	23565565	23565715	id-64924	1	+	NA	NONE	0
chr22	23566257	23566407	id-64925	9.84e-05	-	CCCAGGACAACAGCAGTGACCACTGTGTGGCGGCC	V_CTCF_BR	2
chr22	23569483	23569633	id-64926	1	+	NA	NONE	0
chr22	23571687	23571837	id-64927	1	+	NA	NONE	0
chr22	23572631	23572781	id-64928	1	+	NA	NONE	1
chr22	23575417	23575567	id-64929	3.56e-06	-	GAAGCAACGCAGGCTGCTTCCACCAGGAGAAAGGC	Upstream_CTCF	18
chr22	23583217	23583367	id-64930	1.46e-07	-	GCAGCGCCATCCACAATGGCCAAGAGGTGGCAGCA	Upstream_CTCF	38
chr22	23584719	23584869	id-64931	5.01e-06	-	CGACCAACAGAGCCTTCAACCAGCAGGGGCAGGGA	V_CTCF_BR	20
chr22	23585625	23585775	id-64932	1	+	NA	NONE	0
chr22	23586414	23586564	id-64933	1	+	NA	NONE	0
chr22	23593077	23593227	id-64934	1	+	NA	NONE	3
chr22	23595094	23595244	id-64935	1	+	NA	NONE	0
chr22	23599099	23599249	id-64936	1	+	NA	NONE	0
chr22	23599587	23599737	id-64937	1	+	NA	NONE	1
chr22	23602357	23602507	id-64938	1	+	NA	NONE	0
chr22	23602697	23602847	id-64939	1	+	NA	NONE	7
chr22	23604584	23604734	id-64940	1	+	NA	NONE	0
chr22	23612014	23612164	id-64941	2.81e-05	-	GGTTGGTGGCACCACGTGATCCCCAGGTGGCGTCC	V_CTCF_BR	1
chr22	23612416	23612566	id-64942	1	+	NA	NONE	27
chr22	23612869	23613019	id-64943	1	+	NA	NONE	1
chr22	23615260	23615410	id-64944	8.19e-06	-	GGGCAGTTTTGGTCCCGGTCCAGAGGGGCGCTGTG	UpstreamP1_CTCF	0
chr22	23616092	23616242	id-64945	1.52e-07	+	GACCCTGCAAGCACCATGCCCTCCAGGTGGCAGCC	V_CTCF_BR	0
chr22	23617616	23617766	id-64946	1.46e-07	-	CTTGCACTGCTCAACGCCTCCACTGGAAGGTGCCG	Upstream_CTCF	5
chr22	23620292	23620442	id-64947	1.76e-05	+	GTGCTGCTCAGCACCCCCTCCGCCTGGGCTCGGAA	UpstreamP1_CTCF	0
chr22	23624112	23624262	id-64948	6.53e-09	-	AGTGAGCTTCTCGCCATCACCAGCAGAGGGCACCC	V_CTCF_BR	40
chr22	23626755	23626905	id-64949	8.71e-06	-	GGCGTCATCCCCTCGCCTGACAGATGGGGGAACTA	V_CTCF_BR	0
chr22	23627238	23627388	id-64950	6.84e-06	-	GCGTCCAGCTCCTCATCGGGCACCAGGGGGATGTT	V_CTCF_BR	0
chr22	23629171	23629321	id-64951	1.03e-06	-	CACCACCAGCTGCATTCAGCCTGCAGAGGGCAAGA	V_CTCF_BR	1
chr22	23630853	23631003	id-64952	5.92e-05	-	AAGGAAGGGGCTGCCCCAGACAGGAGGGAGCGCCC	V_CTCF_BR	0
chr22	23632197	23632347	id-64953	2.23e-06	-	GTGTAATAAGGTTCCAAGGACAGCAGAGGGGGTCG	UpstreamP1_CTCF	38
chr22	23632771	23632921	id-64954	1.41e-09	-	CCTGCAATTACTCGATCCACCTGCAGGGGGCAGCT	Upstream_CTCF	40
chr22	23638090	23638240	id-64955	1.84e-05	+	CTTCCATCTTCACAAGAGGCCTCTAGAGGGAGTGG	UpstreamP1_CTCF	5
chr22	23657433	23657583	id-64956	8.34e-07	+	CTGTAAGGGGTTCATGACACCAGCAGGGGTCCCCA	UpstreamP1_CTCF	14
chr22	23657865	23658015	id-64957	2.17e-08	+	ACTGTGGTTTTTTATGTGGCCACCTGAGGGCGCCC	Upstream_CTCF	39
chr22	23664746	23664896	id-64958	5.01e-06	+	AGCCTCGGCTTTCTTGTTGGCACCAGGGGGCATAG	V_CTCF_BR	20
chr22	23718600	23718750	id-64959	1.74e-08	-	GGAGAGTCTCCTGGCCCAGCCTGCAGGTGGCACTC	V_CTCF_BR	39
chr22	23728191	23728341	id-64960	1.69e-12	-	GGTGCAGTTCCCAGTTTCACCACCAGATGGCACTA	Upstream_CTCF	40
chr22	23744989	23745139	id-64961	1.46e-07	-	GCCGCCATCCCCTCGGCCTCCTGCAGGGGCCGCCG	Upstream_CTCF	40
chr22	23775569	23775719	id-64962	8.5e-06	+	TGTGCAGCGGAAGGTTCTGCCAGCAGGGGAGTTAG	Upstream_CTCF	18
chr22	23856624	23856774	id-64963	2.53e-05	-	GGGAGGACATGGGGAAGGGCAAGGAGAGGCCACCA	V_CTCF_BR	16
chr22	23861256	23861406	id-64964	2.81e-05	+	CCCCAACCCTTCGGTGTAAACGGCAGGGGGAGACT	V_CTCF_BR	1
chr22	23863996	23864146	id-64965	5.08e-05	-	CCTGCGCATTCGCAGCGGGACCTTGGGGGGCGCCG	Upstream_CTCF	13
chr22	23875645	23875795	id-64966	6.39e-05	-	AGTGCACTCCCCTCTTCCGCCGCTGGGGCCTCGGC	Upstream_CTCF	38
chr22	23880439	23880589	id-64967	1	+	NA	NONE	11
chr22	23881898	23882048	id-64968	1.85e-07	-	ATGCAGTGCACCACCCTGTCCACTACGTGATGCTG	UpstreamP1_CTCF	40
chr22	23884060	23884210	id-64969	1.48e-06	+	TTTGTAATTCAGAAAAAATCCGGCAGATGGCGTAT	Upstream_CTCF	40
chr22	23907547	23907697	id-64970	5.08e-05	-	GAGTTCCAATCCTGAGGCTCCACTAGGTGGTGTGT	UpstreamP1_CTCF	35
chr22	23908774	23908924	id-64971	1.84e-05	+	CCGCGCCGATCAATTGACACCGCCACCGGGCGGCA	UpstreamP1_CTCF	3
chr22	23933405	23933555	id-64972	7.07e-08	-	TGTGACCTGCAGCGGGAGGCCACCAGGGGGTGCTG	V_CTCF_BR	40
chr22	23969754	23969904	id-64973	6.37e-07	+	ATCCAGGTCCAGAGGGATTCCAGCAGGGGGTGCAC	UpstreamP1_CTCF	40
chr22	24023460	24023610	id-64974	3.66e-06	+	CTGCTGGTGCAAGCACATGCCAGAAGTGGAAGGCA	UpstreamP1_CTCF	11
chr22	24057424	24057574	id-64975	2.15e-05	+	ACACTGACACACGGTGGGGACTCCTGGTGGAACAG	V_CTCF_BR	4
chr22	24092970	24093120	id-64976	6.75e-05	-	CTGTAGGGGCGCCACGTCGCCGCCTGGGCAGCGTG	UpstreamP1_CTCF	38
chr22	24108874	24109024	id-64977	1.75e-07	-	CTGCACCCGCCCAAAGTGCCCATTAGAAGGCAGCA	UpstreamP1_CTCF	40
chr22	24110595	24110745	id-64978	3.88e-06	+	CAACCCATCCCCAGAACTCCCACGAGGGGGCGTCC	V_CTCF_BR	40
chr22	24113229	24113379	id-64979	3.22e-05	+	CTGTCTTACTTCTCCTCGCCCTCTAGGAGTCTCTG	UpstreamP1_CTCF	40
chr22	24115175	24115325	id-64980	3.65e-07	+	GGCCCAGCGGCGGATCCGGACCGAAGGGGGCGCCC	V_CTCF_BR	17
chr22	24118307	24118457	id-64981	1.64e-05	+	TGACTGTCTGCACCAGGACTCACTAGAGGGCAGAG	V_CTCF_BR	13
chr22	24132021	24132171	id-64982	3.42e-05	-	GATGCCTTCCCAAGACAGCTCCACAGATGGCGCAT	Upstream_CTCF	26
chr22	24141113	24141263	id-64983	4.65e-05	+	GGAGGCAGACCTTGCATTGAGCCCAGATGGCGCCA	V_CTCF_BR	1
chr22	24147030	24147180	id-64984	6.51e-05	-	ATCTGCTGTGGAGCCGTCTACAGCAGGGGGAGTTT	V_CTCF_BR	7
chr22	24191822	24191972	id-64985	3.42e-08	-	CCGCCCAGACCGGCTCCGGCCGCGAGGGGGCGACA	V_CTCF_BR	40
chr22	24199022	24199172	id-64986	1	+	NA	NONE	34
chr22	24199887	24200037	id-64987	2.66e-05	-	GGTATTGAGAGCGGCCGCACCAGCTGAGGGTTCGC	V_CTCF_BR	27
chr22	24200555	24200705	id-64988	5.7e-05	-	AGTGCAGTGCGGGCGCTCTCCTCTGGCTGCGCCCT	Upstream_CTCF	37
chr22	24204406	24204556	id-64989	8.16e-07	+	AGGGGCTTCAGCCAGGCATCCACTAGGTGGCACTT	V_CTCF_BR	40
chr22	24231121	24231271	id-64990	3.81e-05	+	AAAAAAAAAAAAGCTGGAGCCACTGGGAGGCAGCA	V_CTCF_BR	37
chr22	24236222	24236372	id-64991	2.27e-05	-	ACTAAGTCACCGATGTTAGTCGCCAGGAGGCGCTG	V_CTCF_BR	40
chr22	24237639	24237789	id-64992	5.48e-05	+	TCCGTTGTACCTAGGGCCACCACGTGGGGTGCTGG	Upstream_CTCF	40
chr22	24244737	24244887	id-64993	9.81e-06	-	CACGGTACCCAACGGTCGGCCTGGTGGTGGTGCTC	V_CTCF_BR	1
chr22	24261913	24262063	id-64994	1.04e-05	-	AAAAGTAACAGAACAGAGGCCACTAGAGGCCACAG	V_CTCF_BR	6
chr22	24272323	24272473	id-64995	8.17e-10	+	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr22	24298859	24299009	id-64996	5.28e-08	-	GATGCAGTTCTCAAATGTGACAGTAGATGTCACTG	Upstream_CTCF	39
chr22	24326697	24326847	id-64997	5.28e-08	+	GATGCAGTTCTCAAATGTGACAGTAGATGTCACTG	Upstream_CTCF	30
chr22	24372385	24372535	id-64998	1.67e-07	-	GCCGGTGGTGAGCCACTGTCCACTAGGGGGTGGCA	V_CTCF_BR	33
chr22	24384188	24384338	id-64999	3.81e-05	+	GACCGACCGACCTGACCGGAAACCAGAGGGAGTCA	V_CTCF_BR	6
chr22	24384738	24384888	id-65000	1	+	NA	NONE	28
chr22	24430539	24430689	id-65001	8.9e-05	+	ATCTAATGCTGCTGCTAATCCGACAGGAGGCAGAG	UpstreamP1_CTCF	1
chr22	24458608	24458758	id-65002	1.03e-06	+	GTGGTTAGCAGTAGCTGAGCCCCCAGAGGGAGCCA	V_CTCF_BR	34
chr22	24459194	24459344	id-65003	1	+	NA	NONE	1
chr22	24484922	24485072	id-65004	1.16e-05	-	CCTGCTGTTACAAGGAAGGCCTCTTGGGGAGTCAG	Upstream_CTCF	22
chr22	24487603	24487753	id-65005	2.55e-06	-	CCTGTAGTGCAGCAAGTAAACGGTGGGTGGCTGCT	Upstream_CTCF	1
chr22	24498102	24498252	id-65006	4.3e-06	+	TGTGTGTTTCCCTTGTCCTTCAGCAGAGGGCCCAG	Upstream_CTCF	25
chr22	24503106	24503256	id-65007	1.22e-08	+	GCCCACCCCAGCATCATGACCTGCAGGTGGCACCC	V_CTCF_BR	35
chr22	24503801	24503951	id-65008	1.35e-05	+	GTGCAGTGACTTCAGCTAGTCTCAGGCTGGCTGAG	UpstreamP1_CTCF	25
chr22	24504182	24504332	id-65009	1.03e-06	+	CTACAATGACCCTGCGTGGCCTCTAGAGGGTCCCC	UpstreamP1_CTCF	23
chr22	24514040	24514190	id-65010	2.01e-05	+	TGGCTTTTCTTTGCCAACACCACTGGGGGCAGCGA	UpstreamP1_CTCF	23
chr22	24525012	24525162	id-65011	3e-06	+	CGGCTTTGCACATCTTGGGACAGCAGGTGTCCCCA	UpstreamP1_CTCF	10
chr22	24529259	24529409	id-65012	3.42e-08	+	TTCAGTATGCTCAGCCTGGCCAGCAGTGGGCAGAA	V_CTCF_BR	40
chr22	24551622	24551772	id-65013	1	+	NA	NONE	36
chr22	24552998	24553148	id-65014	1.41e-06	-	CCGCAGGGTTGTACACAGGCCACCAGGGGCGCCCT	UpstreamP1_CTCF	40
chr22	24553841	24553991	id-65015	1	+	NA	NONE	6
chr22	24553999	24554149	id-65016	1	+	NA	NONE	7
chr22	24571257	24571407	id-65017	3.8e-08	-	AGGAGGCCCTCCATCCTCTCCAGCAGGGGGAGCCA	V_CTCF_BR	40
chr22	24574547	24574697	id-65018	2.6e-06	+	GTCTTTGCCTCTTTGCTCACCTCTAGGGGGCAATC	V_CTCF_BR	40
chr22	24578671	24578821	id-65019	5.92e-05	-	AAAGCTGCATCCGCTCAGCCCTGCAGGGTCAGGAG	Upstream_CTCF	31
chr22	24585732	24585882	id-65020	1.06e-05	+	CCTGCAGCGCTGGGAGTGGCCATATAGGGGCAGCA	Upstream_CTCF	40
chr22	24586463	24586613	id-65021	1.47e-05	+	GCTTGGCAGCTCATCAGGTCCACTAGAGGGTGTCC	V_CTCF_BR	20
chr22	24587363	24587513	id-65022	1.63e-05	-	CCGGGCTTCCCTACTCTAGCCAGCAGGGGACCTGC	Upstream_CTCF	26
chr22	24601549	24601699	id-65023	1	+	NA	NONE	15
chr22	24626911	24627061	id-65024	1.32e-05	+	TCAGCACTGCCAGAACCCCCCTGCAGGCTGCCTTG	Upstream_CTCF	11
chr22	24627315	24627465	id-65025	1.12e-08	-	CCTGTACTCACCACCGCCGCCTGCAGGGGGTGCCA	Upstream_CTCF	39
chr22	24638876	24639026	id-65026	1.28e-06	+	GGGACAGTTTGAGGGGATGCCAGCAGAGGGAGCTT	V_CTCF_BR	37
chr22	24640117	24640267	id-65027	2.62e-07	-	CAGCACCTGCAGGTCTTGGGCGCAAGGAGGCAGCC	UpstreamP1_CTCF	4
chr22	24643635	24643785	id-65028	1.04e-07	-	CAACACCACCTAGGACCAGCCACCAGAGGGTGCAG	V_CTCF_BR	40
chr22	24655584	24655734	id-65029	3e-06	-	CTGTGGGTTTTTTATGCGGCCACCCGAGGGCGCCC	UpstreamP1_CTCF	36
chr22	24665336	24665486	id-65030	1.52e-07	+	AGCCTCGGCTTTCTTGTCGGCACCAGGGGGCACAG	V_CTCF_BR	18
chr22	24666792	24666942	id-65031	1	+	NA	NONE	29
chr22	24670774	24670924	id-65032	1	+	NA	NONE	38
chr22	24671004	24671154	id-65033	8.59e-05	-	GCACAGGGTGCCAGACAAGTCTGCAGGAGGCAGGA	V_CTCF_BR	21
chr22	24698375	24698525	id-65034	2.83e-07	-	AGGCCAAGTGTTCCCAGCACCAGAAGAGGGCACAC	V_CTCF_BR	3
chr22	24721110	24721260	id-65035	1.47e-05	+	TGTTGCTTTTGAGTTGAAGACAGTAGATGGCAGTG	V_CTCF_BR	40
chr22	24798535	24798685	id-65036	4.7e-05	+	CCAGTGAGGACCACCTCTGCCTGAAGGTGGACCTG	Upstream_CTCF	13
chr22	24817486	24817636	id-65037	1	+	NA	NONE	37
chr22	24819771	24819921	id-65038	2.5e-09	+	AGCGCGGGTCTCAAAGCTGCCTGCAGGGGGCGCCC	V_CTCF_BR	40
chr22	24834110	24834260	id-65039	1	+	NA	NONE	35
chr22	24856744	24856894	id-65040	2.06e-07	-	GGGGCTCCTCTTTTTCATGCCACCAGGGGCCGGAG	Upstream_CTCF	12
chr22	24870234	24870384	id-65041	1	+	NA	NONE	11
chr22	24881688	24881838	id-65042	3.86e-05	-	TCAGGTACGGTCCAGATGACCACTTGGTGGGAGTG	Upstream_CTCF	34
chr22	24894880	24895030	id-65043	5.63e-06	+	CTGCAGGAGCGCCCTTCCGCTGGAGGGTGGGAGGA	UpstreamP1_CTCF	2
chr22	24896509	24896659	id-65044	4.1e-06	+	GCTGCCTCTCAGCTGCCTGCCAGGAGGCGGCCAGC	Upstream_CTCF	4
chr22	24899205	24899355	id-65045	1.17e-05	-	CAGGACAATAACTGTGTGGCCAGCAGAGGGGGCAC	V_CTCF_BR	40
chr22	24903926	24904076	id-65046	1	+	NA	NONE	11
chr22	24912439	24912589	id-65047	1	+	NA	NONE	23
chr22	24916399	24916549	id-65048	2.73e-07	-	CGGGGTGTCCCCACCAGAGCCACCAGGTGGTGGCT	Upstream_CTCF	5
chr22	24917843	24917993	id-65049	2.04e-05	-	AAGACCAAGGTAAGAGGAACCTATAGGTGGCACTA	V_CTCF_BR	38
chr22	24921520	24921670	id-65050	3.36e-07	-	TACACGCCACCACCTCTTGCCACTGGAGGGCAGTC	V_CTCF_BR	40
chr22	24945717	24945867	id-65051	1.5e-05	+	CGTGAGCCATTCCGCCTGGCCAGCAGGGGCTGTTT	Upstream_CTCF	3
chr22	24951768	24951918	id-65052	1	+	NA	NONE	32
chr22	24955499	24955649	id-65053	1	+	NA	NONE	6
chr22	24980878	24981028	id-65054	1.56e-06	-	GTGGAGGTGCGCATCACCAGCAGCAGGGGGCCTTG	UpstreamP1_CTCF	5
chr22	24999809	24999959	id-65055	1.28e-06	+	TGCGAGGGGTCATTGCCCAACTCCAGGGGGCGCCT	V_CTCF_BR	38
chr22	25017384	25017534	id-65056	1	+	NA	NONE	15
chr22	25019308	25019458	id-65057	1.47e-05	+	GCGTCACAGTTCACCATGTCCTGAAGGAGGCAGTG	V_CTCF_BR	22
chr22	25025157	25025307	id-65058	1.26e-07	+	TGACACTACCTAGGATCAGCCACCAGGGGGTACCA	V_CTCF_BR	39
chr22	25031103	25031253	id-65059	1	+	NA	NONE	17
chr22	25047660	25047810	id-65060	1.39e-05	+	TCATCTTTTGTATAAGTCTCCACTTGGTGGCAGCA	V_CTCF_BR	10
chr22	25102180	25102330	id-65061	1	+	NA	NONE	28
chr22	25103485	25103635	id-65062	2.58e-05	-	CAGGGAGAGCCTGCACCTCCCACAAGGTGTCGTCT	Upstream_CTCF	24
chr22	25130618	25130768	id-65063	1.71e-06	+	GGAAAATTGTCTAGTGCTTCCAGCAGGGGGAGGGG	V_CTCF_BR	4
chr22	25154256	25154406	id-65064	5.96e-07	-	ATTTGGCATTTTATGATGCCCACTAGGGGGCAGCA	V_CTCF_BR	40
chr22	25164887	25165037	id-65065	4.41e-06	+	CTGTGCCTGGGACAAAGAGCCGCAAGGTGGTGCTA	V_CTCF_BR	40
chr22	25168633	25168783	id-65066	2.33e-07	-	CTTCAGTTCTCCTTCTAGTCCACTAGATGCTGCTG	UpstreamP1_CTCF	39
chr22	25199101	25199251	id-65067	3e-08	-	GCTGCAGTTGGAACACTCACCACTAGGGGCACCAT	Upstream_CTCF	40
chr22	25230985	25231135	id-65068	9.31e-05	-	TTTGCAGGGGGAAACATCACCACCAAGGGCAGTAT	Upstream_CTCF	15
chr22	25231270	25231420	id-65069	4.66e-08	-	GGTGCTCTACTCCCAAGACCCAGCAGAGGGCCTGG	Upstream_CTCF	37
chr22	25233605	25233755	id-65070	1.01e-08	-	CAGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	22
chr22	25246367	25246517	id-65071	1.04e-10	-	GGTGCAATTTCCACAACGGCCGGCAGGTGGGGGCA	Upstream_CTCF	40
chr22	25250843	25250993	id-65072	7.09e-08	-	ATGCAGGTTTGGATGGAGACCAGCAGAGGACGCAC	UpstreamP1_CTCF	3
chr22	25282741	25282891	id-65073	1	+	NA	NONE	2
chr22	25321916	25322066	id-65074	4.71e-06	-	GCTGCTATTCTCTGACCACCCTAGAGGCGGCAGGT	Upstream_CTCF	8
chr22	25333206	25333356	id-65075	1.71e-06	+	AATCTGGGGAAAGAGGAGTCCAGCAGAGGGAGCAA	V_CTCF_BR	39
chr22	25334843	25334993	id-65076	1.1e-06	+	AACTGATTACAGTGACTTTCCAGCAGATGGCAGTA	V_CTCF_BR	40
chr22	25348133	25348283	id-65077	5.24e-09	+	GGTGCAGTGCCCTTGCTTGGCGCGAGGAGGCGCCA	Upstream_CTCF	39
chr22	25348629	25348779	id-65078	1.3e-07	+	GGGCAGGTGCCGCGGGCTGCGGGCAGGTGGCGGCG	UpstreamP1_CTCF	2
chr22	25350250	25350400	id-65079	1	+	NA	NONE	21
chr22	25390519	25390669	id-65080	6.05e-06	+	AGGACCTGGCTGGCTCCAGCAGGCAGAGGGCGACC	V_CTCF_BR	11
chr22	25423717	25423867	id-65081	2.6e-06	+	CCAAGCCTGCCGGGTGAGGTCAGCAGAGGGCTGTC	V_CTCF_BR	5
chr22	25424581	25424731	id-65082	4.14e-06	-	TTCAGGCGAGGCCTGGGCTCCACAAGGGGGCGTGC	V_CTCF_BR	36
chr22	25444782	25444932	id-65083	2.74e-08	-	TGTACATGATGCAGTATAGCCACCAGGGGGCAGAC	V_CTCF_BR	40
chr22	25447133	25447283	id-65084	2.19e-10	+	CTGCAATTCTGGGGAGTGGCCACAAGGAGGAGGTG	UpstreamP1_CTCF	40
chr22	25453351	25453501	id-65085	9.14e-09	-	CCCGCAATCCCACGCTGTTCCACCAGGGGACGCGC	Upstream_CTCF	40
chr22	25456688	25456838	id-65086	1.38e-07	+	GTGCATCATTCAGAAATGACCACAAGAGGGTAGGA	UpstreamP1_CTCF	33
chr22	25466319	25466469	id-65087	6.8e-06	+	TTGCGCTACCTCTGGGTGAGTGGCGGGGGGCAGTG	UpstreamP1_CTCF	4
chr22	25477468	25477618	id-65088	1.84e-06	+	GAATGACTTCTCGATTGAGGCACTAGAGGGCACCC	V_CTCF_BR	39
chr22	25507000	25507150	id-65089	2.04e-05	+	AAATCAACAGAGAAACAGACCACGAGAGGGAGACA	V_CTCF_BR	39
chr22	25507420	25507570	id-65090	4.17e-05	-	AGCTCACTTCCGGAGGCAGCCACCAGGGCCCCCGG	Upstream_CTCF	35
chr22	25527701	25527851	id-65091	3.42e-08	-	CCTGCCCACAGCCACCCAGCCGGCAGATGGCAGAG	V_CTCF_BR	13
chr22	25544366	25544516	id-65092	2.78e-06	+	CTGTAGAGAGTAGGAGCCCCCAGCAGTTGGAGGCA	V_CTCF_BR	6
chr22	25568278	25568428	id-65093	5.96e-07	-	AAGGTAACAGCACTGAGAGACAGCAGGTGGCACCA	V_CTCF_BR	29
chr22	25575349	25575499	id-65094	1.84e-05	+	TTGTAGTTGAGCTTCTCCTCCGCCTGGCGGCTGAA	UpstreamP1_CTCF	2
chr22	25598418	25598568	id-65095	5.26e-07	+	AAGGCGTTTCCCTCCATGACCATTAGAGGGCAGTG	Upstream_CTCF	40
chr22	25608360	25608510	id-65096	4.88e-05	-	TGAGGCCCCCTAATGGTGGATTCCTGGGGGCAGTG	V_CTCF_BR	10
chr22	25631898	25632048	id-65097	7.8e-08	+	GGCGACACTTCCCCTGCAGCCACCAGGTGTCAGCA	V_CTCF_BR	40
chr22	25679011	25679161	id-65098	2.53e-05	-	CAATGCCCGACCCTCCCGGACGCAGGAGGTCGCTG	V_CTCF_BR	3
chr22	25729585	25729735	id-65099	6.21e-06	+	GCTGCAGCACTCCCGAGTAGCAGGGGAGGTGAGGA	Upstream_CTCF	39
chr22	25730151	25730301	id-65100	9.06e-08	-	ATCCAGGTCCAGAGGGATTCCAGCAGGGGGCGCAC	UpstreamP1_CTCF	39
chr22	25758220	25758370	id-65101	7.16e-08	+	CGTGCATAATCCGATTCATCCACTAGAGGGCGCCC	Upstream_CTCF	40
chr22	25762639	25762789	id-65102	1.52e-07	+	GGACCCCCACACATCCCTGCCTCTAGGGGGCTGCC	V_CTCF_BR	12
chr22	25771753	25771903	id-65103	8.99e-05	+	AGCACCTGGATATCCATGCTGAGTAGAGGGCGCTC	V_CTCF_BR	5
chr22	25778858	25779008	id-65104	4.51e-05	+	TGCACAGCTCTTGCTCCAACCAGCAGGGGATGCCC	Upstream_CTCF	33
chr22	25800011	25800161	id-65105	1.48e-06	-	CTGCAGCCTCTCTTCTGGAGGTGTAGGGGGCAGCG	UpstreamP1_CTCF	28
chr22	25800621	25800771	id-65106	1	+	NA	NONE	8
chr22	25817268	25817418	id-65107	5.41e-07	-	ACGCAGGGGGTCGCTGGCGGCCGCAGGGGGCGGCG	UpstreamP1_CTCF	4
chr22	25817693	25817843	id-65108	1.34e-06	-	CTGCAGTCCCCAGATAATCGGCCCAGAGGGAGCTG	UpstreamP1_CTCF	14
chr22	25823049	25823199	id-65109	1.28e-06	+	AAGCTGATGGCTTCTGCTTCCAGTAGGGGGAGGTA	V_CTCF_BR	38
chr22	25843890	25844040	id-65110	1.09e-07	+	CCTGCACTGTGCACTGTGACTGGCAGGGGGCGCTG	Upstream_CTCF	40
chr22	25858609	25858759	id-65111	2.47e-08	+	GCTCCACTTCCCCCTGCAGCCACCAGGTGTCAGCA	Upstream_CTCF	40
chr22	25930781	25930931	id-65112	4.7e-05	+	ACTGTACCATTTTACATTCCCACCAGCAGGGCATA	Upstream_CTCF	4
chr22	25940021	25940171	id-65113	1.55e-05	+	AGTTGCAATCTGAGAGCATCCACTTGGGGGAACAA	V_CTCF_BR	36
chr22	25963308	25963458	id-65114	3.28e-05	+	TCTTGCAAAATTCTCTCTACCACTGGATGGCAGTT	V_CTCF_BR	11
chr22	25972141	25972291	id-65115	1	+	NA	NONE	2
chr22	26062470	26062620	id-65116	9.26e-05	-	GGGCAACGCGGGATAGGGGGCGGTGGTGGGGGGTG	UpstreamP1_CTCF	8
chr22	26090614	26090764	id-65117	1	+	NA	NONE	1
chr22	26098076	26098226	id-65118	1.21e-05	-	ACTTTAATTTTCTTTTTGTACAAGAGAGGGCACTC	Upstream_CTCF	36
chr22	26122750	26122900	id-65119	1	+	NA	NONE	26
chr22	26145096	26145246	id-65120	4.65e-05	-	AAAAAGGCTCTCCAGGATACCAGTTGAGGGTGCTG	V_CTCF_BR	1
chr22	26160307	26160457	id-65121	6.05e-06	-	CATTGCAGCATTCACCTTGTCTGAAGGGGGCGCTG	V_CTCF_BR	25
chr22	26169020	26169170	id-65122	2.32e-08	-	GCTGAGGTGCCTCGTGCGTCCACAAGGTGGCGCTT	Upstream_CTCF	40
chr22	26170585	26170735	id-65123	2.06e-07	+	CCTCTGATTCCCCAAATGGCCACCAGGTGGGAGCA	Upstream_CTCF	40
chr22	26173948	26174098	id-65124	9.51e-07	-	CGTCTATTAGGACGATTTCCCAGCAGATGGCAGTC	V_CTCF_BR	40
chr22	26176623	26176773	id-65125	5.7e-05	-	ACAGACGGGCTGGCTTGCTCCAGAAGGGGACGTTC	Upstream_CTCF	2
chr22	26214653	26214803	id-65126	1	+	NA	NONE	3
chr22	26249984	26250134	id-65127	1.5e-05	+	AGGTCAATATTGTCATTAGACACTAGACGGCAGCA	Upstream_CTCF	31
chr22	26276609	26276759	id-65128	7.15e-05	+	CTTACACAAGGTCTCCAGGCCGATAGAGGGAGACA	V_CTCF_BR	14
chr22	26288772	26288922	id-65129	1	+	NA	NONE	8
chr22	26292182	26292332	id-65130	2.43e-06	+	TTTCTTACCACCTTCCAGGCCAGCAGGTGGAGCTT	V_CTCF_BR	15
chr22	26294814	26294964	id-65131	4.11e-07	-	CTGCATCATTTAGTCCTCAGCACAAGGGGGCGATC	UpstreamP1_CTCF	27
chr22	26299366	26299516	id-65132	2.77e-07	+	GAGCAGCCCTTGCTGGTGTCCCACAGGGGGCGCTG	UpstreamP1_CTCF	25
chr22	26356472	26356622	id-65133	4.58e-08	-	CTGCAATTTCTAACTCAGGTCACCAGGTGGATGCA	UpstreamP1_CTCF	7
chr22	26459409	26459559	id-65134	3.56e-05	+	AGTGCCCCATATCAGGTAGCCAGAGGGGGCAGTCA	Upstream_CTCF	0
chr22	26482504	26482654	id-65135	1	+	NA	NONE	17
chr22	26531003	26531153	id-65136	1.99e-07	-	GAACTCGCAAAGGACATGGCCTGTAGGGGGAGCTC	V_CTCF_BR	24
chr22	26566952	26567102	id-65137	1	+	NA	NONE	9
chr22	26568485	26568635	id-65138	1	+	NA	NONE	40
chr22	26570430	26570580	id-65139	3.31e-06	+	CCGCGGTGTTCGCTGTTGTCCACTAGAGGTTGTGA	UpstreamP1_CTCF	22
chr22	26595746	26595896	id-65140	1	+	NA	NONE	9
chr22	26655589	26655739	id-65141	1	+	NA	NONE	3
chr22	26715128	26715278	id-65142	9.06e-08	-	ACGCAGTGGTGGCGTGGACCCTGCAGGTGGCAGTG	UpstreamP1_CTCF	26
chr22	26717701	26717851	id-65143	3.29e-05	+	TGTGCACTGCAGACCGAGCTGGGTAGGTGGCCCAT	Upstream_CTCF	9
chr22	26727082	26727232	id-65144	3.63e-08	-	TATGTAATCCTGCTGCTCACCTGCAGAGGGCAGTG	Upstream_CTCF	40
chr22	26756475	26756625	id-65145	1.84e-12	-	CTGCAGTGCAGAAAAATGACCAGCAGGTGGCAGTG	UpstreamP1_CTCF	40
chr22	26760513	26760663	id-65146	2.11e-08	+	CTGCAGCTGAAGAGAGCAGTCACCAGATGGCAGTA	UpstreamP1_CTCF	40
chr22	26763729	26763879	id-65147	8.61e-08	-	TAATGTGTAATAATAGCTGCCACCAGGTGGCGCTC	V_CTCF_BR	40
chr22	26773563	26773713	id-65148	7.78e-06	+	ACTTCTCTCTCCTTTCTTTCCCCCAGATGTCGCTA	Upstream_CTCF	17
chr22	26790046	26790196	id-65149	3.09e-05	+	GTGACACTCCCTCTGATGGCCACATGGGGACTCCA	UpstreamP1_CTCF	38
chr22	26794736	26794886	id-65150	1.09e-06	+	CAAGCTGGGTCCCTTTAAACCACCAGATGGCATCC	Upstream_CTCF	39
chr22	26834101	26834251	id-65151	1.06e-05	+	CCTTCGCCACCTGAACCAGCCAGTAGGGGCACACG	Upstream_CTCF	8
chr22	26846351	26846501	id-65152	4.94e-06	-	TGGGCCGTTGTCACTTCAACCGACAGAGGGTGGTA	Upstream_CTCF	0
chr22	26857292	26857442	id-65153	8.16e-07	-	GAGGGAGTGGAATAGGCTCACACCAGGGGGCAGCA	V_CTCF_BR	40
chr22	26875109	26875259	id-65154	3.28e-05	+	CCATACTTTTGAAAAGTCACCACTTGGAGGCACTG	V_CTCF_BR	10
chr22	26897187	26897337	id-65155	8.56e-05	-	TTGTATTAACTCTCTCTGACCAGGAGGGCAGGAGA	UpstreamP1_CTCF	14
chr22	26899010	26899160	id-65156	1.04e-07	+	GAAAAGGGACACACAGCTGCCAGCAGATGGCTCCC	V_CTCF_BR	40
chr22	26908263	26908413	id-65157	3.63e-05	-	GACAGGTGAGCACGGCTGGCCACAAGGGGACTCAG	V_CTCF_BR	27
chr22	26954441	26954591	id-65158	4.43e-05	-	TGAGTCATGTGTGAGGACCACAGTAGGGGGCTCTC	V_CTCF_BR	16
chr22	26959143	26959293	id-65159	5.77e-08	+	AAACAAGACAAAGCCCCAGCCTCCAGAGGGCACTG	V_CTCF_BR	20
chr22	26981050	26981200	id-65160	3.22e-05	-	AAGCAGGCAGTGTGATAGGGAGCTAGGGGGCACTG	UpstreamP1_CTCF	31
chr22	26986578	26986728	id-65161	1.13e-05	-	CAGCATTCCAGGCCTCTACTCACTAGATGCCAGTA	UpstreamP1_CTCF	6
chr22	27025045	27025195	id-65162	3.73e-06	+	CTGGCCCTTTCCTTTCCACCCAGGAGGTGGCAGGT	Upstream_CTCF	1
chr22	27038927	27039077	id-65163	1.52e-07	+	ACAATCTCTGAGTCAGCAGCCACCAGGGGGCTGGC	V_CTCF_BR	20
chr22	27041355	27041505	id-65164	9.11e-08	-	GGTGTGTTTTTATATCTTACCACCAGGTGGCAGTG	Upstream_CTCF	40
chr22	27061553	27061703	id-65165	3.47e-07	-	CTACACTTTCCTGCACAGACCAGAAGAGGGCAGGC	UpstreamP1_CTCF	40
chr22	27065041	27065191	id-65166	1.56e-06	+	TCTGCAATTCCAGCTCCCTCCAGAGGAGACAGTCC	Upstream_CTCF	40
chr22	27068940	27069090	id-65167	8.97e-05	+	AGATCCGTCCCATTCCCGGAAGCTAGAGGGCGTTA	Upstream_CTCF	40
chr22	27070628	27070778	id-65168	1.41e-06	-	GTGAAATGGAGCAAGGCAGCCACTAGAGGATGGCA	UpstreamP1_CTCF	15
chr22	27075097	27075247	id-65169	4.64e-09	+	CTGTAGTTCACAGGAGCGACCAGGAGATGGTGGTG	UpstreamP1_CTCF	40
chr22	27077381	27077531	id-65170	1	+	NA	NONE	11
chr22	27149230	27149380	id-65171	7.55e-07	+	ATGAGAGGAGCGATACTAGCCAGGAGGGGGCAGAT	V_CTCF_BR	35
chr22	27152688	27152838	id-65172	8.53e-09	+	CCCGCAGTTCTGTAAACAGCCACGAGGTGTCGCCC	Upstream_CTCF	39
chr22	27160138	27160288	id-65173	2.37e-05	+	CCAGCCACGGCCAAGAGCGACACCAGAAGGTGATA	Upstream_CTCF	10
chr22	27194019	27194169	id-65174	3.28e-07	-	CTTCACCTTCCGCACAACGCCACCAAGTGGCGGTG	UpstreamP1_CTCF	23
chr22	27218369	27218519	id-65175	1	+	NA	NONE	14
chr22	27222854	27223004	id-65176	1.92e-05	-	ACTCAATTCCCTATAAGACCCTGAAGGGGGCAAAA	UpstreamP1_CTCF	15
chr22	27232011	27232161	id-65177	4.68e-07	+	GGGATAATTCCCACACCTGCCTCCAGGGGGTGCTG	V_CTCF_BR	40
chr22	27287003	27287153	id-65178	1.83e-05	+	TCAGGTAAGGCAACTCCTGTCAGTGGAGGGCAGTG	V_CTCF_BR	23
chr22	27311878	27312028	id-65179	1	+	NA	NONE	9
chr22	27333297	27333447	id-65180	1.9e-06	-	GTTGCTATAACCAGTTTAACCAGTAGTTGTCGCTA	Upstream_CTCF	24
chr22	27358554	27358704	id-65181	3.48e-06	+	GAGAAGTGCTCCTGTGTCCACAGCAGGTGGGAAGC	UpstreamP1_CTCF	11
chr22	27371941	27372091	id-65182	8.79e-07	+	GTGCACAGACAGGATGCTACCAGCAGAGGCATGTA	UpstreamP1_CTCF	23
chr22	27383012	27383162	id-65183	1	+	NA	NONE	3
chr22	27428270	27428420	id-65184	5.08e-07	+	TGGCCATTTCAGGGAGCAGCCAGGAGGGGGCGAGG	V_CTCF_BR	36
chr22	27507217	27507367	id-65185	7.49e-05	-	ACAGGCTGAGCAGGATGGGGCGGCAGGGGCAGGCT	V_CTCF_BR	6
chr22	27509393	27509543	id-65186	3.45e-05	-	GAACCCTGTGCAGTTGCAGCCACTGGGAGGCTGGA	V_CTCF_BR	18
chr22	27531830	27531980	id-65187	1	+	NA	NONE	3
chr22	27540424	27540574	id-65188	1.43e-05	-	AGGGCCATGCTCCATCCAACCTGTAGGGGAAGGAT	Upstream_CTCF	19
chr22	27547533	27547683	id-65189	1	+	NA	NONE	22
chr22	27591103	27591253	id-65190	7.73e-05	+	CCAGGCTTCCCAGAAAGAGCCAGCAGGAGAGAGCT	Upstream_CTCF	2
chr22	27592430	27592580	id-65191	3.97e-07	+	ATGGGGGAACCTAAGGTGGCCAGGAGGGGTCACAG	V_CTCF_BR	11
chr22	27613304	27613454	id-65192	6.9e-05	-	AGGGCAACTGTGGAGTGTGTCCCTAGAGGGAGAGC	Upstream_CTCF	2
chr22	27620448	27620598	id-65193	1.18e-05	-	CTGCACTCACGCACGCCATGCACATGCTGGCTCAC	UpstreamP1_CTCF	10
chr22	27635486	27635636	id-65194	2.37e-05	-	GGAGATGTTGTTCCATATTCCGGCAGGAGGCCACA	Upstream_CTCF	13
chr22	27637854	27638004	id-65195	1	+	NA	NONE	11
chr22	27654076	27654226	id-65196	1.16e-05	-	AGAGCCCTCTGTGAACCTACCACCAGGAGGCTGAT	Upstream_CTCF	32
chr22	27713217	27713367	id-65197	8.79e-07	+	CCGCTGCAGCTCCCAGAGGCCAGAAGAGGCAAGGG	UpstreamP1_CTCF	36
chr22	27724449	27724599	id-65198	4.68e-07	-	GCCTCTCTGCCCTCGGGGGCCACAGGATGGAGCCC	V_CTCF_BR	17
chr22	27726830	27726980	id-65199	1.08e-05	-	CAGCTGTTTGTTCTGCATGTCTCCAGGGGTCAGCA	UpstreamP1_CTCF	15
chr22	27727938	27728088	id-65200	2.23e-09	-	GTGCAGTGCCCAGGACTGGCCACTTGGTGGGTCCC	UpstreamP1_CTCF	38
chr22	27769330	27769480	id-65201	1	+	NA	NONE	8
chr22	27778117	27778267	id-65202	1	+	NA	NONE	14
chr22	27787255	27787405	id-65203	1.09e-06	+	ACTGAAATTCTAGTAGTAGACAGAAGAGGCAGCAG	Upstream_CTCF	5
chr22	27794135	27794285	id-65204	1	+	NA	NONE	11
chr22	27801975	27802125	id-65205	1.39e-07	+	CCCATGGTGACATGGGTGGCCACTTGGTGGCACTG	V_CTCF_BR	40
chr22	27805378	27805528	id-65206	1	+	NA	NONE	22
chr22	27806718	27806868	id-65207	8.56e-05	+	CTTCCATTACCTGAAGCTGACAGAGGGAGGAAATC	UpstreamP1_CTCF	2
chr22	27812607	27812757	id-65208	8.99e-05	-	TTGAGCCCTGGCCTCTGAGCAGGGAGGGGGTACGC	V_CTCF_BR	10
chr22	27813182	27813332	id-65209	2.81e-05	-	AAGATGGAGGAAGAACAGGCAGCCAGGGGGAGCAC	V_CTCF_BR	22
chr22	27820180	27820330	id-65210	5.01e-06	+	AATCAGGGTGCCACGGCTATCAGAAGGGGGAGCCA	V_CTCF_BR	5
chr22	27834517	27834667	id-65211	1.1e-05	+	ACGAACATTATTTAATTTCCCGCCAGCGGGCAGTG	V_CTCF_BR	17
chr22	27865440	27865590	id-65212	4.11e-07	+	CTGCAGTTCAACTCTCCAAACTGCAGCTGGAGAAA	UpstreamP1_CTCF	18
chr22	27883638	27883788	id-65213	4.88e-06	-	GGGCAGGGTGGCAGCGAAGACAGAAGGAGGCAGTC	UpstreamP1_CTCF	10
chr22	27884893	27885043	id-65214	1	+	NA	NONE	9
chr22	27942327	27942477	id-65215	2.91e-05	-	ATTGTAGTTCCCATAATCCCCACATGTCGTGGGAG	Upstream_CTCF	4
chr22	27947487	27947637	id-65216	5.34e-06	+	TGTTCACACAGAGCAAAGACCTCCTGGGGGCGCAG	V_CTCF_BR	4
chr22	27960566	27960716	id-65217	8.89e-06	-	AAGTCTCTTCCAGCCTGGCCCAGCAGGGGCTGACT	Upstream_CTCF	8
chr22	27976417	27976567	id-65218	3.47e-07	-	TTCCACTTAGCAGAAGTGGCCAGGAGGTGGCAAAC	UpstreamP1_CTCF	4
chr22	27993822	27993972	id-65219	8.21e-06	-	AGGGATTATTTCACCTCTGACTCCAGAGGGTGCCA	V_CTCF_BR	16
chr22	27999888	28000038	id-65220	2.1e-05	-	AGGCAAGCGAAGGCCACGTCCAGCAGGAGCCTGGG	UpstreamP1_CTCF	7
chr22	28013284	28013434	id-65221	3.63e-06	-	ATGGGTGTGTATGGGGCACCCTCCAGGGGGCAGGT	V_CTCF_BR	22
chr22	28023581	28023731	id-65222	1	+	NA	NONE	28
chr22	28047595	28047745	id-65223	8.21e-06	+	CTCCCTTGGCCTTCATAGTACACCAGAGGGAGGTG	V_CTCF_BR	3
chr22	28078508	28078658	id-65224	3.41e-07	-	CAGGCAGCTCCAGTGCAAGCCCCAAGGAGGCGCTG	Upstream_CTCF	39
chr22	28088400	28088550	id-65225	1.24e-05	-	GGCTGTGTTCCATCCAGAGGCTCTAGGGGGAGGAA	V_CTCF_BR	19
chr22	28111131	28111281	id-65226	6.84e-06	+	AAGCCCTCGTCCAGCTGGGCAGGCAGGGGGTGCCA	V_CTCF_BR	31
chr22	28119269	28119419	id-65227	1	+	NA	NONE	30
chr22	28123142	28123292	id-65228	1	+	NA	NONE	17
chr22	28143762	28143912	id-65229	5.26e-07	+	TAAGCATCACCCTACACAGCCACTGGGGGGGGCAC	Upstream_CTCF	38
chr22	28197309	28197459	id-65230	1	+	NA	NONE	21
chr22	28198159	28198309	id-65231	1	+	NA	NONE	23
chr22	28200810	28200960	id-65232	2.81e-05	-	GGACTTTGAATTCATCTGAGCGCTAGGGGGCAATG	V_CTCF_BR	40
chr22	28205345	28205495	id-65233	9.62e-05	+	GTGTCAGCAGCGACGGCAGCCGGCATGTGGCAGGT	UpstreamP1_CTCF	7
chr22	28206672	28206822	id-65234	7.23e-07	-	CCTGCAGCCTGCCTGGAGCTCACCAGGTGGCCGGG	Upstream_CTCF	6
chr22	28217014	28217164	id-65235	1.85e-05	-	GGTGATCTCATCACAGTAGCCTGGAGAGGGGGCAC	Upstream_CTCF	4
chr22	28221261	28221411	id-65236	3.11e-10	-	TGGCCTGCGCAGCAGAGTGCCAGCAGGGGGCGCCA	V_CTCF_BR	40
chr22	28253702	28253852	id-65237	5.77e-08	-	CCATCCCAGCTGCTCCCCACCACCAGTGGGCAGGG	V_CTCF_BR	7
chr22	28255897	28256047	id-65238	1	+	NA	NONE	5
chr22	28276036	28276186	id-65239	1.92e-06	+	AGGTACTGGACTATCACCACCACTAGGGGCAGGGA	UpstreamP1_CTCF	40
chr22	28276903	28277053	id-65240	4.99e-07	+	TAAGCAATATGTTGTTTTCCCACAAGAGGGCACTA	Upstream_CTCF	40
chr22	28282651	28282801	id-65241	1.12e-09	+	CTGCAGTGACAGAAAGCCCCCACCAGGTGGAGTTT	UpstreamP1_CTCF	40
chr22	28287871	28288021	id-65242	5.08e-07	+	CTTGTCCAAGATTAAATAGCCAGTAGGTGGCAGAG	V_CTCF_BR	13
chr22	28316195	28316345	id-65243	7.02e-05	-	ATGTTCTGGCCACATCTGCCCTCTAGCTGATCCTT	UpstreamP1_CTCF	29
chr22	28333575	28333725	id-65244	3.73e-06	-	TGGGTATTAATAGACATAGCCAAGAGGGGGAGCTG	Upstream_CTCF	37
chr22	28387076	28387226	id-65245	7.73e-06	+	TGAGTGAGCCAGGAAAGGTCCACCAGCTGCCACCA	V_CTCF_BR	40
chr22	28396024	28396174	id-65246	2.27e-06	+	TATCAGCCGGCACGGTGGGCCGCTGGGTGGCAGGA	V_CTCF_BR	0
chr22	28398570	28398720	id-65247	1	+	NA	NONE	14
chr22	28405422	28405572	id-65248	4.68e-07	-	CCACGCACTGCTCCAGAGGCCACAAGAGGGCGATA	V_CTCF_BR	40
chr22	28416122	28416272	id-65249	2.88e-10	+	GCTGCACCACCCCGGGGCTCCAGCAGGTGGCACTG	Upstream_CTCF	40
chr22	28447841	28447991	id-65250	1.15e-07	+	CTTCTGATTTTGCAGCCAGCCAGCAGGGGTCGCCC	V_CTCF_BR	38
chr22	28448899	28449049	id-65251	1.41e-06	+	GCGCTGTGTGTGCAGCAGACCCCCAGAGGGAGAGC	UpstreamP1_CTCF	3
chr22	28476040	28476190	id-65252	4.71e-06	-	ATTGCAGTACTACTCATAATAGCCAGGGGGTAGGA	Upstream_CTCF	19
chr22	28490856	28491006	id-65253	1	+	NA	NONE	1
chr22	28508858	28509008	id-65254	1.09e-06	-	TGGCAGTGACCATTCTTGACCCATAGGTGGAGACC	UpstreamP1_CTCF	40
chr22	28649310	28649460	id-65255	1.03e-06	+	CTGCAAATTGCCTAAATCACCACTAGGTGACAATG	UpstreamP1_CTCF	39
chr22	28678574	28678724	id-65256	4.1e-06	+	CTAGCAGCCCAAAGAGCTTCCACAAGAGGTCTGTC	Upstream_CTCF	3
chr22	28836568	28836718	id-65257	1	+	NA	NONE	19
chr22	28838329	28838479	id-65258	6.37e-07	-	CAGCCGTTTCCCCAGGGCCCCGCTGGGGGGCGAGC	UpstreamP1_CTCF	38
chr22	28990831	28990981	id-65259	3.1e-07	-	GAGTAGTAATGTACTATAACCCCCAGGAGGCAGTA	UpstreamP1_CTCF	38
chr22	28996649	28996799	id-65260	1.24e-05	+	AATCTTAACTATAAATTAAACACAAGAGGGCGCAC	V_CTCF_BR	36
chr22	29025591	29025741	id-65261	1	+	NA	NONE	6
chr22	29107934	29108084	id-65262	6.04e-07	+	CTTTACCTCTCCACAGGCACCACTAGAGGGAAAAA	UpstreamP1_CTCF	30
chr22	29137697	29137847	id-65263	5.28e-05	+	TATGACTCACCGCGTGAGCCCACCTGGAGCCGCAC	Upstream_CTCF	29
chr22	29168618	29168768	id-65264	1	+	NA	NONE	11
chr22	29169064	29169214	id-65265	1	+	NA	NONE	35
chr22	29186258	29186408	id-65266	7.15e-05	+	TCCTTTAAGACTTGACAGGTCACTGGGTGGCAGTA	V_CTCF_BR	27
chr22	29198801	29198951	id-65267	2.43e-06	+	GCTGGAGGACCCTTTTAGTCCAGCAGGGTGTAGTG	Upstream_CTCF	23
chr22	29207866	29208016	id-65268	1	+	NA	NONE	1
chr22	29209840	29209990	id-65269	7.82e-06	+	GTGACCTGGAACAAAATTCCCAGCAGAGGACAGCA	UpstreamP1_CTCF	3
chr22	29225476	29225626	id-65270	1.42e-10	-	GTGCAGTGAAGACAATTGGCCACTAGATGGCCCTG	UpstreamP1_CTCF	40
chr22	29237206	29237356	id-65271	4.23e-06	-	GTACAATGCCCAGGTTTGGCCACCAGGTTCCTGAA	UpstreamP1_CTCF	22
chr22	29251706	29251856	id-65272	1.91e-08	+	TGTGTTGTTCCTGTTTCTAGCACTAGGGGGCAATA	Upstream_CTCF	40
chr22	29280283	29280433	id-65273	8.03e-07	-	CAGGTAGTTCCCGGGACTTCCACCTGAGGCAGACC	Upstream_CTCF	20
chr22	29282073	29282223	id-65274	1	+	NA	NONE	7
chr22	29313755	29313905	id-65275	1	+	NA	NONE	3
chr22	29322077	29322227	id-65276	8.02e-08	-	CTGTAGCCACAAGGCCAGACCACTAGAAGGCAAAG	UpstreamP1_CTCF	5
chr22	29331852	29332002	id-65277	1.27e-06	+	CTGTACTTCCCATCCATCACCACCAGGGCATATTG	UpstreamP1_CTCF	39
chr22	29347130	29347280	id-65278	1	+	NA	NONE	16
chr22	29348235	29348385	id-65279	1.09e-07	-	GCTGCAGTGGAGCACCCGTCCAGAAGGGAGGGCCA	Upstream_CTCF	30
chr22	29373500	29373650	id-65280	1	+	NA	NONE	19
chr22	29426242	29426392	id-65281	8.64e-05	+	TGTGCAATGGCGCCGCGACCCGGCCGCGGACTCCA	Upstream_CTCF	11
chr22	29427215	29427365	id-65282	3.88e-06	-	AGACCCTAACACTCACGAACCAGCAGGGGGAATCA	V_CTCF_BR	33
chr22	29428089	29428239	id-65283	9.26e-05	-	TTACAGCCTCCTCCCATTATCACTAGGGGGCCTTG	UpstreamP1_CTCF	27
chr22	29436780	29436930	id-65284	3.65e-07	-	GACCAATAGCTCCACTGGCCCACTAGAGGGCAGTC	V_CTCF_BR	40
chr22	29456341	29456491	id-65285	1.47e-05	-	GCCAGCAGGGCATAGGAGGCCTGCAGGAGGCATCA	V_CTCF_BR	14
chr22	29470023	29470173	id-65286	4.68e-05	-	CAGAAGTTATAATGTCCGCCAAGCGGGTGCAGCCG	UpstreamP1_CTCF	12
chr22	29474361	29474511	id-65287	3.97e-07	+	TTCTCAGAGGAAAGCCCAGGCAGCAGGTGGCACCA	V_CTCF_BR	8
chr22	29476723	29476873	id-65288	1.27e-06	+	AGGTACTACTGGCATCTAGCCGGTAGAGGCCAGGG	UpstreamP1_CTCF	15
chr22	29550539	29550689	id-65289	3e-06	-	CCGCAGATCTGCAGTCTTACCACGGGGCGGCGCTG	UpstreamP1_CTCF	40
chr22	29552629	29552779	id-65290	1	+	NA	NONE	32
chr22	29590392	29590542	id-65291	2.77e-07	-	CTGCAATTAGAAAGCTCCACCACTGGGAGGCATCT	UpstreamP1_CTCF	31
chr22	29591619	29591769	id-65292	4.51e-05	+	TTTCCTGTGCCAGATCCCTCCTCTGGGGGCAGCTG	Upstream_CTCF	6
chr22	29598689	29598839	id-65293	5.51e-07	+	GACCTGCTTCAGGGCTCAGCCAGTGGGTGGCAGTG	V_CTCF_BR	40
chr22	29601677	29601827	id-65294	2.91e-05	-	CCGGGCGGCCAGGGCGCCCCCGCCAGGAGGCCCGC	Upstream_CTCF	5
chr22	29602001	29602151	id-65295	8.13e-06	-	GATGCTCCACGCAGCGCCGCCTCCCGGGAGCAGGA	Upstream_CTCF	37
chr22	29604564	29604714	id-65296	2.58e-07	+	GCTGCAATCCCAGCTGATGCCCACAGGGGTGACCT	Upstream_CTCF	15
chr22	29610276	29610426	id-65297	1	+	NA	NONE	5
chr22	29641631	29641781	id-65298	4e-11	-	CTGCAGTGCACTATCATGACCACCAGGTGTCACTG	UpstreamP1_CTCF	40
chr22	29655618	29655768	id-65299	2.62e-07	-	CTGCACCTTGCAGCCTATACCTCCAGGAGGCTCTG	UpstreamP1_CTCF	36
chr22	29699004	29699154	id-65300	7.46e-06	+	CAGCCAGAGCAGGAGCTGACCAGCAGGTGTCCTTG	UpstreamP1_CTCF	5
chr22	29702233	29702383	id-65301	2.38e-07	+	CCGCCCAGCCCAGCCGGCAGCAGCAGGGGGCAGGA	V_CTCF_BR	40
chr22	29702999	29703149	id-65302	1.38e-06	-	CCGGAGCCGGGCCGGGCCGCCGCAGGGAGGCGCCG	V_CTCF_BR	13
chr22	29703657	29703807	id-65303	1	+	NA	NONE	9
chr22	29709250	29709400	id-65304	2.5e-09	-	CTGCACACCCGGCCCTGCGCCTGCAGGGGGCGCTG	V_CTCF_BR	40
chr22	29716666	29716816	id-65305	1.23e-05	-	ATGCTGGATGTATTCACTGCCACTGGGTGTCACTT	UpstreamP1_CTCF	39
chr22	29724163	29724313	id-65306	2.23e-06	-	CTGCACCACCCACTTGCAACCACCAGGCTGGTGCC	UpstreamP1_CTCF	30
chr22	29735974	29736124	id-65307	2.1e-05	+	GTGTCCTGCCCCCGTGCTGCCACCGTGCGGACCTG	UpstreamP1_CTCF	4
chr22	29738951	29739101	id-65308	2.53e-05	-	AAGACAGACATCACTCCAGCCCACAGGGGGCTCAC	V_CTCF_BR	11
chr22	29755585	29755735	id-65309	1.39e-07	-	AGCCTGCAGGCCTCTTCCTCCAGCAGAGGGCTCCC	V_CTCF_BR	40
chr22	29766553	29766703	id-65310	6.8e-06	-	ATACAGCACCCATCTGTCACCAGCAGGTTGCGTCC	UpstreamP1_CTCF	5
chr22	29791060	29791210	id-65311	8.19e-06	+	GTATTCTTCCCCTCTGCGCCCACTAGAGTGCGCAC	UpstreamP1_CTCF	40
chr22	29808867	29809017	id-65312	5.53e-08	-	ATCCAGGTCCAGAGGGATTCCAGCAGGGGGCGCTC	UpstreamP1_CTCF	28
chr22	29823028	29823178	id-65313	1.04e-05	+	AAAAGAACACATTTATCTGCCGCAAGGTGGCTCTG	V_CTCF_BR	2
chr22	29866505	29866655	id-65314	1.47e-10	+	GCAGGCGTGCCCGCCGTCGCCTGCAGGGGGCGCTG	V_CTCF_BR	40
chr22	29876875	29877025	id-65315	6.43e-06	-	AGCAGCTCGCCCACCTCTTCCTGGTGGTGGCGCCG	V_CTCF_BR	3
chr22	29877134	29877284	id-65316	7.73e-06	+	CGAACTTTTGGGCTGCGTGACCCAAGGGGGCGCTG	V_CTCF_BR	22
chr22	29920555	29920705	id-65317	3.88e-07	-	CCCCTGTTCCCATCTGACCCCAGCAGAGGGAGCCC	UpstreamP1_CTCF	40
chr22	29949825	29949975	id-65318	1.17e-05	+	GGCCTAAGAGAGTGTCCAGCAGCTAGTGGGCGCTC	V_CTCF_BR	40
chr22	29986001	29986151	id-65319	1.82e-07	+	AACTGTGTTTATGCTATTGCCACAAGGTGGCGCCA	V_CTCF_BR	40
chr22	29999556	29999706	id-65320	4.88e-05	+	GATGCAGCGCGGCCCCGTGACCCTAGTCGGCCGCT	Upstream_CTCF	15
chr22	30005249	30005399	id-65321	1.21e-05	+	GATCCAGTTCCCATCTTTGGCTATAGAGGTCGCTG	Upstream_CTCF	38
chr22	30015745	30015895	id-65322	2.43e-06	-	CACAAAGGCAGAATGGGGTCCAGTGGAGGGCAGCA	V_CTCF_BR	0
chr22	30021679	30021829	id-65323	1.38e-06	+	TGCAGGAATCTGTGTGGCACCACTAGGTGGTGCCA	V_CTCF_BR	39
chr22	30031854	30032004	id-65324	3.48e-06	+	TGGTGGTTTAACTTGAAAGCCACTAGGTGGCAACA	UpstreamP1_CTCF	40
chr22	30038154	30038304	id-65325	9.81e-06	-	GAAGCCAGGAGCACAGAAGCCTCAGGAGGGCAGTA	V_CTCF_BR	1
chr22	30085929	30086079	id-65326	3.42e-08	+	CGCCTCATGCTGTGGTTTTCCAGCAGGGGGCACTC	V_CTCF_BR	40
chr22	30097335	30097485	id-65327	4.99e-07	+	GGTGAAATCTCTACCATTAGCTGCAGGGGGAGCTG	Upstream_CTCF	39
chr22	30098395	30098545	id-65328	1.41e-06	+	CATGGTGTCTCCATCCTCCCCAGCAGGGGCCCTCC	Upstream_CTCF	31
chr22	30100595	30100745	id-65329	1	+	NA	NONE	15
chr22	30119888	30120038	id-65330	8.5e-06	+	GATGTTAGGCTGGAGGTGGCAGGTAGGGGGCAGGT	Upstream_CTCF	17
chr22	30123279	30123429	id-65331	5.08e-05	-	CCTGGTGTGCTCACAACGACCCCGTGTGGTGGGGA	Upstream_CTCF	39
chr22	30168369	30168519	id-65332	4.7e-05	+	TCAGCAAGTGTTTGGCTGGCCACTGTGAGGCACTG	Upstream_CTCF	40
chr22	30175226	30175376	id-65333	1	+	NA	NONE	1
chr22	30195442	30195592	id-65334	1	+	NA	NONE	25
chr22	30209694	30209844	id-65335	1	+	NA	NONE	26
chr22	30234376	30234526	id-65336	1.77e-05	-	GGTGCCATACTTGGATTTCCCGAGAGGTGTAATCA	Upstream_CTCF	12
chr22	30279454	30279604	id-65337	1.61e-09	+	GCGTCCCCGGCGGCTGTCGCCGCCAGGGGGAGGCG	V_CTCF_BR	40
chr22	30279666	30279816	id-65338	3.63e-06	-	ACGATGGACCGCCACAGACCCGGCAGGGGGCGAAG	V_CTCF_BR	10
chr22	30362632	30362782	id-65339	1	+	NA	NONE	15
chr22	30390036	30390186	id-65340	8.33e-05	-	AGTGTTTTCATAAGCATGGCACATAGGGGGCACTT	Upstream_CTCF	37
chr22	30394706	30394856	id-65341	5.98e-05	+	ATGTAACTTCAAGGTTTAAAAACGAGGTGGAGAGG	UpstreamP1_CTCF	23
chr22	30401332	30401482	id-65342	1.63e-09	-	CCAGCAGTGCCCAAGAGGAGCAGTAGATGGCGCTC	Upstream_CTCF	40
chr22	30443450	30443600	id-65343	1	+	NA	NONE	7
chr22	30485034	30485184	id-65344	1.63e-05	-	GAATTATTTGCGAACACTGCCACAAGGTGGTGATA	Upstream_CTCF	40
chr22	30504751	30504901	id-65345	6.49e-06	+	TATGCAGTAATCAAAATGGCCACACAGTGGCAGTA	Upstream_CTCF	40
chr22	30511807	30511957	id-65346	5.38e-05	+	TTTGAGCTGAGATGAATAACCAGAAGGAGTCAGCC	V_CTCF_BR	8
chr22	30574267	30574417	id-65347	8.02e-05	+	TGAACAGTCTTTATCACTGCCAGTAGGTGGACTGT	Upstream_CTCF	24
chr22	30600832	30600982	id-65348	2.6e-06	+	TTGGCACGAGCTCTGAGAGCCGCCTGAGGGAGCTG	V_CTCF_BR	9
chr22	30603031	30603181	id-65349	5.93e-06	+	GCTGTGGTACCAGGAGCTGTCAGGAGGCGGGAATG	Upstream_CTCF	13
chr22	30608426	30608576	id-65350	9.25e-06	+	CCATCATGTGCCCCAATCCTCAGCAGAGGGAGGCA	V_CTCF_BR	30
chr22	30615121	30615271	id-65351	4.11e-07	-	GTGCCATTCCGCATTCCCACCAGCAGTGGACAGAG	UpstreamP1_CTCF	36
chr22	30620209	30620359	id-65352	5.28e-05	-	AAAGCTGGGATGCGCCTCACCATTAGGTGGGGTCA	Upstream_CTCF	25
chr22	30642445	30642595	id-65353	4.41e-06	-	GCCCGCGCAGCCACCGGAGGCGCTGGGTGGCGGCC	V_CTCF_BR	32
chr22	30643010	30643160	id-65354	7.8e-08	+	GGCCGAGTCAGCAGGGGTCCCAGCAGTGGGCGCCC	V_CTCF_BR	18
chr22	30652047	30652197	id-65355	8.99e-05	+	GCAGATACAGGCCAAGGCTGGAGAAGGGGGCACCA	V_CTCF_BR	13
chr22	30654116	30654266	id-65356	3.8e-07	-	CCTGCCTGCCTCCCACCCTCCACCAGGGGCTGGGA	Upstream_CTCF	15
chr22	30658575	30658725	id-65357	5.74e-05	-	GGGAAGTCACATGCCCCAGCCGCCGGGGGCTGTGA	UpstreamP1_CTCF	4
chr22	30658954	30659104	id-65358	1.82e-07	+	GAGAAAATTCCAGGATCCACCACCAGGGGGAGCAG	V_CTCF_BR	40
chr22	30663869	30664019	id-65359	1	+	NA	NONE	2
chr22	30682913	30683063	id-65360	2.14e-11	-	CACGCCTCTCCCTGACTAGCCACCAGGGGGCGCCC	V_CTCF_BR	40
chr22	30683859	30684009	id-65361	6.18e-07	+	AGCTTTGTACCACATGGCACCACCAGGGGGCATTC	Upstream_CTCF	40
chr22	30684140	30684290	id-65362	1.48e-06	+	GCTGCTATTCACCCCAGCACAGCCAGGAGGCCTCC	Upstream_CTCF	32
chr22	30694364	30694514	id-65363	6.43e-06	-	CTAGAGTTTCTGCTGTTGACCTGGAGAGGGCGAGA	V_CTCF_BR	7
chr22	30715130	30715280	id-65364	1	+	NA	NONE	8
chr22	30723871	30724021	id-65365	1.16e-05	-	TCTGGTATAGTCCCAGCTCCCAGGAGGGGCAGTAT	Upstream_CTCF	28
chr22	30782960	30783110	id-65366	1	+	NA	NONE	31
chr22	30783422	30783572	id-65367	6.23e-13	-	GCACCTGAGCTCTCCGCGGCCACCAGGGGGCGCCC	V_CTCF_BR	40
chr22	30787188	30787338	id-65368	6.39e-08	+	GGCCAATGTAATCAAGCTGCCACCAGGTGGCAGGC	V_CTCF_BR	40
chr22	30819779	30819929	id-65369	1	+	NA	NONE	26
chr22	30820620	30820770	id-65370	1.93e-05	+	GGCTCAGGGAGGCTAACAGCCAGTAGGCGGCACAG	V_CTCF_BR	32
chr22	30821653	30821803	id-65371	1	+	NA	NONE	23
chr22	30822582	30822732	id-65372	6.43e-06	-	TCCTAGGCTCGCAACTGTTCCACGAGGGGGCGTTG	V_CTCF_BR	40
chr22	30826992	30827142	id-65373	3.42e-08	-	AGACTCAGCGAGAACATGGCCAGCAGAGGGTGCCC	V_CTCF_BR	23
chr22	30831663	30831813	id-65374	8.71e-06	-	AGCCGAGGCAGGAAGCGCCCCAGCAGAGGCAGCAA	V_CTCF_BR	11
chr22	30841283	30841433	id-65375	2.81e-08	+	CACGCAATACTAGCAATAACCACAAGGGGGGAGCA	Upstream_CTCF	40
chr22	30850245	30850395	id-65376	7.49e-05	+	GCCCTGCCAGCTGGGAGGCCCACAAGATGGGGCTG	V_CTCF_BR	13
chr22	30881476	30881626	id-65377	1.57e-08	-	AGGGGACTTCTGCTTTTAACCACCAGGGGGCAGTG	Upstream_CTCF	39
chr22	30886478	30886628	id-65378	8.81e-07	-	CCGTGGGCCACAGCTCCTCCCTGCAGGTGGAGCTC	V_CTCF_BR	29
chr22	30928140	30928290	id-65379	1.24e-05	-	GGGATTTCAGCCCCACTGGACCGAAGAGGGAACTG	V_CTCF_BR	10
chr22	30951243	30951393	id-65380	1.16e-05	+	GGTGGGAGTCCAGCATGTTCCAGGCGGTGGCGCGC	Upstream_CTCF	1
chr22	30951395	30951545	id-65381	1.34e-06	+	TCGAAGTACTCTTGAAGGAGCACCAGGTGGAAGCG	UpstreamP1_CTCF	12
chr22	30952538	30952688	id-65382	4.71e-06	-	TCTGAGATGCCAACGGGGCCCTGGTGGGGGCGACC	Upstream_CTCF	27
chr22	30953319	30953469	id-65383	2.4e-05	+	GGTGGCAGCATCTCAGACACCTGCAGGGGCAGCAC	V_CTCF_BR	15
chr22	30956718	30956868	id-65384	3.36e-07	+	GCGCTGAGGTTCAGGCCCAGCAGCAGGGGGCAGAC	V_CTCF_BR	32
chr22	30971120	30971270	id-65385	8.21e-06	+	CAATGAGGGCTGAGCAAGGCCACCAGGAGGCAGGT	V_CTCF_BR	33
chr22	30980747	30980897	id-65386	5.34e-06	-	GGAAGCTGCTCCTGCCAGGTCAGGAGGTGGCAGTG	V_CTCF_BR	4
chr22	30998197	30998347	id-65387	1.17e-05	-	GGGGAAGCAAGCACCTTCTTCACAAGGTGGCAGTA	V_CTCF_BR	40
chr22	31001628	31001778	id-65388	3.22e-07	-	TCAGAAAGGCTGGATGTGGCCACTAGGAGGAGCAC	Upstream_CTCF	39
chr22	31003083	31003233	id-65389	5.41e-06	-	CCTGCAATGCACGGCTAAGTCTGCAGAGGGGTGGG	Upstream_CTCF	14
chr22	31008896	31009046	id-65390	2.94e-06	+	ACTGTGAGTTTGTCAGGGGCCACAAGGGGGACAGG	Upstream_CTCF	13
chr22	31022533	31022683	id-65391	1.22e-07	-	GGGGCATTGCTCAAAGTGCACAGGAGGTGGCAGCA	Upstream_CTCF	10
chr22	31030500	31030650	id-65392	3.11e-10	+	GGCTATATTCAGCGCCTGGCCACCAGAGGGCGCAG	V_CTCF_BR	40
chr22	31031073	31031223	id-65393	2.43e-06	+	TTCAGCTTCCCTCTGAGGGTCCCCAGGGGGCGCCG	V_CTCF_BR	20
chr22	31031361	31031511	id-65394	9.39e-07	-	CGTGGTCAGCCTCTCTTCGCCGCCAGGGGGGACCA	Upstream_CTCF	33
chr22	31032918	31033068	id-65395	7.73e-06	-	TGCGAGCAGGAAGCCACAGCCGGTAGGGGGTGTCC	V_CTCF_BR	17
chr22	31045780	31045930	id-65396	1.04e-05	-	CAATTACCTGTCCCCACAACCACCAGGGGCAGGCT	V_CTCF_BR	28
chr22	31059919	31060069	id-65397	1	+	NA	NONE	0
chr22	31063621	31063771	id-65398	6.27e-08	-	CTGCAGTGACCCCGGCTTGCCGGCAGGGCGGGTAA	UpstreamP1_CTCF	39
chr22	31090933	31091083	id-65399	8.97e-05	+	CCTGTCGTGCCACACGGCGGCGCCGGGCATGAGCG	Upstream_CTCF	20
chr22	31128346	31128496	id-65400	8.81e-07	-	TGCCAGGGGAGTGACTCTACCGCCAGGGGTCACTG	V_CTCF_BR	4
chr22	31151027	31151177	id-65401	7.15e-05	+	AGGATCAGCTCACTTGTGTCCCCCTGTGGGCACTT	V_CTCF_BR	12
chr22	31151499	31151649	id-65402	5.2e-08	-	CAGAAGGGCCTCAATCCAGCCACCAGATGGCAGCT	UpstreamP1_CTCF	39
chr22	31159848	31159998	id-65403	1.24e-05	+	GATAGTATCCTTTTACTTGACACAGGGGGGCGCTA	V_CTCF_BR	40
chr22	31198931	31199081	id-65404	1	+	NA	NONE	34
chr22	31212559	31212709	id-65405	3.97e-07	+	GTCTCTTCTGTTGCCCCTACCAGCAGAGGGCACGT	V_CTCF_BR	25
chr22	31219119	31219269	id-65406	4.31e-05	-	GGGCAGTCATTCAGGATCACCACGGGACGGGGAGG	UpstreamP1_CTCF	16
chr22	31259310	31259460	id-65407	1	+	NA	NONE	12
chr22	31262881	31263031	id-65408	9.38e-09	-	ATGCTGTGACACACACTGAGCACAAGGGGGTGGGC	UpstreamP1_CTCF	32
chr22	31286702	31286852	id-65409	9.14e-11	-	GTGCAGTGCACTGCCTTGTCCAGCAGGTGGTGGTA	UpstreamP1_CTCF	40
chr22	31316406	31316556	id-65410	3.86e-08	-	CCAGTCCTGCCTGAGTTGGGCGCCAGGGGGCAGCA	Upstream_CTCF	40
chr22	31321777	31321927	id-65411	4.34e-05	-	ACTGAGCCCCATCAAGGTGCCTGAAGAGGGGGCCA	Upstream_CTCF	1
chr22	31343287	31343437	id-65412	3.09e-06	+	AGGGCAGAAGTGTGAAGCACCAGCAGGGGGACCGC	Upstream_CTCF	23
chr22	31343903	31344053	id-65413	4.71e-06	+	ATTTTACTGTCTACTCTGAACACTAGATGGCTCCA	Upstream_CTCF	39
chr22	31345202	31345352	id-65414	1	+	NA	NONE	18
chr22	31346402	31346552	id-65415	1.24e-05	+	ATTACTGGGCCGTTACCCACCACAGGGTGGCAACA	V_CTCF_BR	25
chr22	31365654	31365804	id-65416	4.44e-06	+	CTGCAAGGACCCAGTTGGGGGGGCAGGAGGGGGCC	UpstreamP1_CTCF	8
chr22	31365820	31365970	id-65417	4.23e-08	+	GGTTTTCTTCCGGGCCTAGCCACCAGTTGGCGGAG	V_CTCF_BR	31
chr22	31381709	31381859	id-65418	1	+	NA	NONE	5
chr22	31432652	31432802	id-65419	7.23e-07	+	TAAGCAGGTTTGATCTTTACCCCCAGGGGGCATTT	Upstream_CTCF	27
chr22	31475035	31475185	id-65420	4.7e-06	+	CTTGCACAGTGGTCACCTGGCAGTAGTGGGAGCCC	V_CTCF_BR	2
chr22	31477562	31477712	id-65421	4.5e-05	-	CTGCCGCCACAGACTAGCGCCCCTGTGGGGCGTGG	UpstreamP1_CTCF	18
chr22	31478742	31478892	id-65422	1.15e-07	-	CCCACCCAAGCTGTGCTTACCACCAGGGGGTGCAC	V_CTCF_BR	40
chr22	31481270	31481420	id-65423	2.81e-06	-	CCGGCGGTGGAGGGAAGCCTCGCCAGGGGGCGCTG	Upstream_CTCF	38
chr22	31485223	31485373	id-65424	1.09e-10	+	ATGCAGGTTCCCCAAGTGGCCAGCAGAGGCCGCTG	UpstreamP1_CTCF	40
chr22	31500949	31501099	id-65425	3.71e-05	-	ACCGCAAGGCGGCGCCCGACGCGCAGGTGCCCCCC	Upstream_CTCF	27
chr22	31502040	31502190	id-65426	2.43e-06	+	AAATGCTGGACCCTTGTGGGCAGAAGGGGGAACTG	V_CTCF_BR	31
chr22	31503744	31503894	id-65427	3.86e-08	+	CAGGCAGCGCCACCTCACGCCGGCAGAGGGTGCCG	Upstream_CTCF	39
chr22	31536313	31536463	id-65428	1.14e-06	-	CAGCTGCCGCCTGGTGGGGCCACCAAGGGCAGGCA	UpstreamP1_CTCF	22
chr22	31545094	31545244	id-65429	1.38e-07	-	AGGCACTGGCATGGGGTGTCCACTAGATGACAGCA	UpstreamP1_CTCF	40
chr22	31546728	31546878	id-65430	3.4e-06	-	AGTGATCCTCCCACCTCAGCCACCAGGGGTGCACC	Upstream_CTCF	39
chr22	31558448	31558598	id-65431	3.5e-05	+	GTGTAATACCACATTAAAACCACTGAGAGGTCCTG	UpstreamP1_CTCF	16
chr22	31573853	31574003	id-65432	1	+	NA	NONE	16
chr22	31595286	31595436	id-65433	6.67e-08	+	TTGAAGTCTCTGCTCTTGACCACCAGGTGACACCA	UpstreamP1_CTCF	32
chr22	31608033	31608183	id-65434	4.31e-07	+	CCTCGAGGGGACGCCGCTCGCACTAGGGGGCGCCA	V_CTCF_BR	40
chr22	31627259	31627409	id-65435	7.9e-07	-	CAGCAACATCAACAGCATAACAGCAGATGGCAGGG	UpstreamP1_CTCF	40
chr22	31637943	31638093	id-65436	2.1e-05	-	CAGCAATTTGAGGCTCTAAACTGTAGAGGCAGGAT	UpstreamP1_CTCF	30
chr22	31639312	31639462	id-65437	3.45e-05	+	TTGATTGGAGTCCTCCCAGCCAATAGAGGGCTTCA	V_CTCF_BR	7
chr22	31650094	31650244	id-65438	1.95e-07	-	CAAGTAGCTCTGGCCAGGCCCAGGAGAGGGAGCAG	Upstream_CTCF	9
chr22	31655135	31655285	id-65439	1.97e-06	-	ACAAAGGACCACTATCTTACCAGTAGAGGGTGGCA	V_CTCF_BR	6
chr22	31668934	31669084	id-65440	8.61e-08	-	TGGTTGGTTTGAGCATTATCCACCAGAGGGCACCA	V_CTCF_BR	40
chr22	31688457	31688607	id-65441	1	+	NA	NONE	39
chr22	31709365	31709515	id-65442	1.61e-09	-	CGCAACTGCCCAGGAGCGACCAGCAGGGGGAGCCA	V_CTCF_BR	40
chr22	31722968	31723118	id-65443	3.03e-05	-	CCAGAAGGTGCATGTCCGGGCTCTCGGGGGCCCCC	Upstream_CTCF	0
chr22	31741869	31742019	id-65444	2.33e-07	+	CTGCCACCTCCCCTCCCGCCCGCCAGGCGGCGCCG	UpstreamP1_CTCF	40
chr22	31847816	31847966	id-65445	2.11e-06	+	CTCTGGTGTAGTTTCCCTTCCACTAGATGGAGCTG	V_CTCF_BR	40
chr22	31885074	31885224	id-65446	9.41e-05	-	CCTGATCGCCGGATAACAAGGGGCAGCTGGCGCCG	V_CTCF_BR	9
chr22	31886590	31886740	id-65447	6.15e-05	+	CACGTAGTGCAGACTCAGGCTGACAGGGGGCCACA	Upstream_CTCF	30
chr22	31892301	31892451	id-65448	3.45e-05	-	GGGCTTGCGCAGCCTCAGTCGGGTAGGTGGCGCAC	V_CTCF_BR	39
chr22	31952733	31952883	id-65449	2.1e-06	+	CTAGTGCTTCACAACTTTTCCAGCAGGGGTCACTT	Upstream_CTCF	40
chr22	31957366	31957516	id-65450	2.2e-06	+	AGTGTTGTCAAGCCTCTCACCCACAGAGGGCAGTG	Upstream_CTCF	40
chr22	31996915	31997065	id-65451	5.65e-05	-	TGGGACAATTGACCAACAGCCACTAGGGGCTACAT	V_CTCF_BR	16
chr22	32001272	32001422	id-65452	1	+	NA	NONE	1
chr22	32007517	32007667	id-65453	2.29e-05	+	GGGGACCTACAGAGTGAGTCCTCTAGGCGGCACTC	UpstreamP1_CTCF	6
chr22	32014586	32014736	id-65454	1.48e-05	-	ACGCAGGCCTGGGGAGCCCCCAGTGGCGGGGACAG	UpstreamP1_CTCF	10
chr22	32022119	32022269	id-65455	3.84e-06	+	CCTCAGCTGGCCTGGGGAGGCAGTAGGGGGCAAGG	UpstreamP1_CTCF	16
chr22	32024655	32024805	id-65456	5.26e-07	-	GTTGCAGCTGTGCTCTGAGCCTCAAGGGGGTGGCC	Upstream_CTCF	11
chr22	32025473	32025623	id-65457	1.03e-06	+	GTAGGTGAGGGGGTGTGTGCCTGTAGGGGGCGCGT	V_CTCF_BR	27
chr22	32026720	32026870	id-65458	6.46e-07	+	CGCCGGCTCCGCTCACTCACCCGCAGGTGGCTCCA	V_CTCF_BR	25
chr22	32027090	32027240	id-65459	1	+	NA	NONE	12
chr22	32029909	32030059	id-65460	9.78e-09	-	CCTGCAGAGCCTCACAGTGGCACTAGGTGGCACTC	Upstream_CTCF	40
chr22	32033436	32033586	id-65461	7.27e-06	-	CAGAACAGCCCTGTGGCTGCCGCGAGCTGGTGCAG	V_CTCF_BR	8
chr22	32061716	32061866	id-65462	1.67e-07	+	TTCTGAGATTTCTCTGTGGCCGCTAGGGGGCAGAA	V_CTCF_BR	39
chr22	32079293	32079443	id-65463	5.9e-06	+	CTGCTAGTCTGCAACCTGTCCAGTAGGAGCTCCTT	UpstreamP1_CTCF	6
chr22	32088269	32088419	id-65464	3.65e-05	-	GTGAAATACCACTTCCCACCCACTAGGATGTAAAG	UpstreamP1_CTCF	10
chr22	32126416	32126566	id-65465	2.91e-05	+	TTGGTTCTCCTCATGGTGTCCTATTGGGGGCAGTG	Upstream_CTCF	34
chr22	32134670	32134820	id-65466	4.7e-05	-	TCTGAACTCCCAGTAAGTGTCTCCAGAGAGCTTCA	Upstream_CTCF	11
chr22	32145549	32145699	id-65467	3.88e-06	-	CTTAGCGCTCATCCGTTGGTCAGCAGAGGGAGACC	V_CTCF_BR	21
chr22	32145792	32145942	id-65468	2.11e-06	+	GCCTTGGTTCCTTTCCGCGCCCCGAGAGGGCGGGG	V_CTCF_BR	26
chr22	32176410	32176560	id-65469	4.5e-06	-	AGTGGTTTGCGTGGCGAGGACACTGGGGGGCAGTG	Upstream_CTCF	1
chr22	32215107	32215257	id-65470	1.93e-05	+	ATGCCCATGAAGCTTACGTCCAACAGAAGGCGCTG	V_CTCF_BR	20
chr22	32225694	32225844	id-65471	2.67e-06	-	ACTGCCCTGTCTCTGCTGGGCAGCAGGGTGAAAAA	Upstream_CTCF	11
chr22	32232126	32232276	id-65472	5.08e-05	-	CAGCATCCTTGGACTCTACTCACTAGATGCCAGTG	UpstreamP1_CTCF	23
chr22	32242816	32242966	id-65473	1.85e-05	-	GCTGAGGTTCCCTTCTTCCCCACTGGGGGTGCAGT	Upstream_CTCF	40
chr22	32261636	32261786	id-65474	1.31e-05	+	TAATGCCTGTCTTTGCTCACCGCTAGATGGCAAGC	V_CTCF_BR	13
chr22	32266921	32267071	id-65475	5.01e-06	+	ACACAGGAGTACAGGGCTTCCGGAAGGGGGCTCTG	V_CTCF_BR	26
chr22	32268381	32268531	id-65476	2.31e-06	+	ACAGCATTAACCCCATTTTTCACATGGGGGCGCTG	Upstream_CTCF	32
chr22	32341101	32341251	id-65477	8.21e-05	-	AGTTGGGGAACGGAGGAAGACGAGAGGGGGAGCCC	V_CTCF_BR	27
chr22	32343403	32343553	id-65478	1	+	NA	NONE	38
chr22	32348171	32348321	id-65479	3.28e-05	-	AAACTGTACTGAGAGGCAAACACCGGGTGGCAACA	V_CTCF_BR	33
chr22	32366193	32366343	id-65480	1	+	NA	NONE	39
chr22	32366737	32366887	id-65481	3.42e-08	+	CCCTCCCTTCCAGGCGCAGCCTCGAGGTGGCGCTG	V_CTCF_BR	40
chr22	32373273	32373423	id-65482	4.31e-07	+	TAGGGTGTGGCAGATCAGGGCACCAGGGGGCAGCA	V_CTCF_BR	40
chr22	32391159	32391309	id-65483	9.29e-06	-	TCTGCTTATATGTCTCTCACCACCAGGGTGAGCTA	Upstream_CTCF	38
chr22	32401505	32401655	id-65484	1	+	NA	NONE	9
chr22	32477013	32477163	id-65485	1.41e-08	-	GTGCAGTTGCTCATATAAACCAGCAGAGAGCACCA	UpstreamP1_CTCF	40
chr22	32499757	32499907	id-65486	2.86e-06	+	TTGCAATTACTCTTCTTTAACTCTAGATGCCCCCA	UpstreamP1_CTCF	32
chr22	32515968	32516118	id-65487	1.71e-06	+	AGAGACTTAGTCATGTTGGCCACTGGGTGGCAGGG	V_CTCF_BR	6
chr22	32519745	32519895	id-65488	2.27e-06	-	CCTCACCTTGCCATGCTGGCCACTGGGTGGCAGGT	V_CTCF_BR	19
chr22	32523947	32524097	id-65489	1.03e-05	+	CTCCCCTCCTTCCTAGCCTCCACTGGGAGGCGCTC	UpstreamP1_CTCF	12
chr22	32536815	32536965	id-65490	5.53e-08	+	ATCCAGGTCCAGAGGGATTCCAGCAGGGGGCGCTC	UpstreamP1_CTCF	25
chr22	32598519	32598669	id-65491	1.55e-07	+	GCGCACCTTGTCATGCTGGCCACTGGGTGGCAGGG	UpstreamP1_CTCF	40
chr22	32600204	32600354	id-65492	3.45e-05	-	CACTGGTCGCGCTGGGGTACGGGTTGGGGGCGCTA	V_CTCF_BR	0
chr22	32602480	32602630	id-65493	6.8e-06	-	CTGACACCTCCGCTGCCCACCACCAGGGGGACGGT	UpstreamP1_CTCF	14
chr22	32602987	32603137	id-65494	4.7e-08	-	TCTCACCTTGTCATGCTGGCCACTAGGTGGCAGGG	V_CTCF_BR	40
chr22	32629490	32629640	id-65495	1.73e-05	+	GGTCATTGGATAAGGTTGGGCACCAGAGGGAGTGC	V_CTCF_BR	2
chr22	32660460	32660610	id-65496	2.15e-05	+	ATTATGCCACTGCATTCTAGCAGCAGTGGGCGACA	V_CTCF_BR	2
chr22	32662264	32662414	id-65497	8.16e-07	-	GCTGCCTCCCTCTTCCCTGTCTCCAGGTGGCGCTG	V_CTCF_BR	40
chr22	32748875	32749025	id-65498	4.65e-06	+	GTGCCACAAGCTCCAGCCTCCAGCAGGCGGCTCCT	UpstreamP1_CTCF	0
chr22	32750386	32750536	id-65499	3.63e-06	-	GCTATCGGGTGCTACTCTGCCTGCGGTGGGCGGGA	V_CTCF_BR	0
chr22	32751872	32752022	id-65500	1.38e-06	-	AGGAAACACACACAAAAGGCCAGCAGGTGGCTCAG	V_CTCF_BR	22
chr22	32774814	32774964	id-65501	1.67e-08	+	AAAGTAGTTCCCACTGGAGCCAGCAGGAGGCCCTA	Upstream_CTCF	40
chr22	32785819	32785969	id-65502	1	+	NA	NONE	39
chr22	32807904	32808054	id-65503	2.04e-05	+	GGACCCAGTGGTCAGGGGAGGTCCAGAGGGCGCAG	V_CTCF_BR	12
chr22	32809865	32810015	id-65504	1	+	NA	NONE	40
chr22	32840249	32840399	id-65505	5.12e-06	-	AAGCATCAAGCAGCTCATCCCAGGAGGTGGCGCAG	UpstreamP1_CTCF	34
chr22	32860501	32860651	id-65506	1	+	NA	NONE	1
chr22	32869429	32869579	id-65507	3.28e-05	-	GAGTCAAATAAAGTTTCTCCCAATAGGTGGCAGCA	V_CTCF_BR	40
chr22	32870696	32870846	id-65508	1.09e-06	+	CCTCCAGCTCTCGGGGTCGGCTCCAGGAGGCGCCC	Upstream_CTCF	35
chr22	32914951	32915101	id-65509	3.8e-08	-	GTACAGCTTCTCTCCTTGGCCTGCAGATGGCAGCC	V_CTCF_BR	38
chr22	32925029	32925179	id-65510	8.61e-08	+	GGGCTCAGGACAGAAGTGACCACCAGATGGCGATG	V_CTCF_BR	40
chr22	32928006	32928156	id-65511	3.71e-05	+	GGTGCAAGGGAGGAGCTGGCCTTTGGGGGTCAGGG	Upstream_CTCF	8
chr22	32970607	32970757	id-65512	6.51e-05	-	GGCTGCAGCGAGAGCTTTGCAGGCAGAGGGAGTAC	V_CTCF_BR	3
chr22	32979169	32979319	id-65513	5.26e-07	-	GGAGCAGTTGGCATCACTGCCGACAGGTGGCCATG	Upstream_CTCF	10
chr22	33003202	33003352	id-65514	4.23e-06	-	CTGCAGCAGCACCTGGCGGCCGGGATCAGGAGGCA	UpstreamP1_CTCF	3
chr22	33017114	33017264	id-65515	4.24e-07	-	GCTGCAGTACCATCATTTAACACAAGTGGCCCAGC	Upstream_CTCF	25
chr22	33024148	33024298	id-65516	1	+	NA	NONE	37
chr22	33033085	33033235	id-65517	1	+	NA	NONE	25
chr22	33040673	33040823	id-65518	8.64e-05	-	CCAGGAATGAGGGAGGAGGCCACGGGATAGAGGCC	Upstream_CTCF	7
chr22	33047828	33047978	id-65519	2.72e-06	-	ATGCATCCCTGGCTTCTACCCGCTAGATGCCAGTA	UpstreamP1_CTCF	4
chr22	33056333	33056483	id-65520	1.08e-08	+	TGGACACGGCTCCGTGTGCCCACCAGATGGCGGCA	V_CTCF_BR	40
chr22	33071068	33071218	id-65521	2.68e-05	+	TCTGCAATGTCCCAGGAGGCCTCTAGGCTTGGTAA	Upstream_CTCF	25
chr22	33117572	33117722	id-65522	2.12e-06	-	CAGCTATATTTACACTGTACCACCAGTGGGAGCTG	UpstreamP1_CTCF	12
chr22	33172108	33172258	id-65523	1.19e-06	+	GAAAGGATCTCCCCTAGAGCCTCTAGAGGGAGCAC	V_CTCF_BR	39
chr22	33190573	33190723	id-65524	1.31e-05	+	AGAGAACCAGGGATATCAACCACTAGGGGCAACAG	V_CTCF_BR	34
chr22	33193080	33193230	id-65525	2.96e-05	-	AGCTCTATCCCGCTGGCTGGTGCTAGGGGGCGCTA	V_CTCF_BR	40
chr22	33197051	33197201	id-65526	4.43e-05	+	ATATCATAGCCAGCTGCAAACAGCAGATGGCTTCC	V_CTCF_BR	15
chr22	33200150	33200300	id-65527	1	+	NA	NONE	15
chr22	33219128	33219278	id-65528	5.51e-07	-	TTACAAGTCCCACCAGGAGCCAGAAGGTGGCGCCT	V_CTCF_BR	39
chr22	33224312	33224462	id-65529	1.52e-07	-	GCTGGCTCTAACACAGCAGCCGGCAGATGGCAGAA	V_CTCF_BR	25
chr22	33232374	33232524	id-65530	2.55e-06	+	TCTGCCATTACCCACTTTGACCAAAGAGGGCAGCA	Upstream_CTCF	40
chr22	33263053	33263203	id-65531	4.68e-05	-	TTGCTATCTCTCTGTGTGATCACCTGGTGGTGTAG	UpstreamP1_CTCF	9
chr22	33298049	33298199	id-65532	4.73e-07	+	GAGGCACCTTCCAGGCAGCCCCCTAGGTGGCGGCT	Upstream_CTCF	15
chr22	33322750	33322900	id-65533	9.06e-08	+	TTGCAGTTCTCACAAATGACCATGAGAGGGCGAAT	UpstreamP1_CTCF	40
chr22	33347253	33347403	id-65534	1.09e-06	-	GGTGCTTTGCAGGGAGGATGCAGCTGGGGGCGCCA	Upstream_CTCF	25
chr22	33354166	33354316	id-65535	2.72e-06	-	TTGCACTTCCCTTGCTCTGGGTCTAGGGGGAGTCG	UpstreamP1_CTCF	16
chr22	33382121	33382271	id-65536	5.28e-08	-	ACTGTATTACAATGGTGTGCCAGTAGATGGCAGTC	Upstream_CTCF	40
chr22	33396789	33396939	id-65537	7.33e-10	-	CCCCTGCCACCAGGAGCGGCCAGCAGGTGGCAGGG	V_CTCF_BR	40
chr22	33409151	33409301	id-65538	2.06e-07	-	CCTGTAAGTTCCACTGGGGCCTGTAGTGGGCAGAA	Upstream_CTCF	28
chr22	33414351	33414501	id-65539	1.05e-08	+	CATGCTGCCCTAGCACTAACCACTAGAGGGCAGGA	Upstream_CTCF	40
chr22	33445227	33445377	id-65540	4.31e-09	-	GTGCTGGTAGTGGAGTTGTCCAGCAGGGGGAGCCC	UpstreamP1_CTCF	40
chr22	33454317	33454467	id-65541	9.25e-06	-	GCGCGGGGAGGCCGGGCCGCCGGGCGGGGGCGCTC	V_CTCF_BR	10
chr22	33479360	33479510	id-65542	1.85e-05	+	ATTACAATACTACACATTGTCAGTAGGTGTCACTA	Upstream_CTCF	12
chr22	33522996	33523146	id-65543	2.96e-05	-	GGAACAAATCCCTCTGTTGTCTCTAGAGGGTGCTC	V_CTCF_BR	21
chr22	33599323	33599473	id-65544	1.39e-05	-	AGTGGTTCCCAGTATCTGAACACAGGGTGGCAGTG	V_CTCF_BR	38
chr22	33606236	33606386	id-65545	3.28e-05	-	GCTAACTTCATTTTTTAAACCACTAGATGTCACCC	V_CTCF_BR	40
chr22	33667643	33667793	id-65546	1	+	NA	NONE	4
chr22	33670316	33670466	id-65547	9.51e-07	-	GCTAGCACCAAGAAGCCCACCACTAGGGGGAGACA	V_CTCF_BR	39
chr22	33695459	33695609	id-65548	3.88e-07	+	ATGAAGCTACCCAGGCTGCACAGAAGGTGGCAGAG	UpstreamP1_CTCF	15
chr22	33698113	33698263	id-65549	2.19e-08	+	GGCTGCAAGCCCCGTCTGGCCACATGGGGGCACCC	V_CTCF_BR	40
chr22	33796569	33796719	id-65550	4.94e-06	-	TGTTTAGGAGCTCCACATTCCAGCAGGTGCCAGCA	Upstream_CTCF	2
chr22	33834472	33834622	id-65551	1.48e-06	+	CTGGTGTTGGTGTCACCAGCCAGCAGATGGATGGC	V_CTCF_BR	5
chr22	33863794	33863944	id-65552	1	+	NA	NONE	27
chr22	33904107	33904257	id-65553	2.37e-05	+	ACAGAATTTCACATAGCCAAAACCAGGTGGTGCTA	Upstream_CTCF	2
chr22	33915357	33915507	id-65554	1.48e-06	+	AACTCTTTATTCATTTGCACCAGAAGGGGGCACTG	V_CTCF_BR	38
chr22	33975568	33975718	id-65555	2.47e-08	-	GCAGCAATGCCAGGCCCTACCACTAGATGTCATAG	Upstream_CTCF	40
chr22	34152514	34152664	id-65556	2.96e-05	+	ACAGGTGGGAAGAGCAGAGCCCACAGAGGGCGATG	V_CTCF_BR	8
chr22	34192586	34192736	id-65557	3.84e-06	-	TTGCATTTTCCAAGGTCTTCCACAAGAGGGACTTT	UpstreamP1_CTCF	18
chr22	34215873	34216023	id-65558	6.98e-07	-	TCTAGACACTGATGTCCAGCCAGCAGAGGGCATTA	V_CTCF_BR	10
chr22	34263253	34263403	id-65559	1	+	NA	NONE	3
chr22	34313894	34314044	id-65560	2.19e-05	-	AGCCACCTACAGTAGCAGGACACTAGGGGGGACTA	UpstreamP1_CTCF	34
chr22	34315430	34315580	id-65561	1	+	NA	NONE	5
chr22	34319779	34319929	id-65562	3.91e-06	+	ACCTGAGGTCTTAAAGCAGCCACTAGGGGGCCCTA	Upstream_CTCF	40
chr22	34415556	34415706	id-65563	1.69e-05	-	TAGTAATCATCCTGTGAGGCCAACAGAGGGCCTCT	UpstreamP1_CTCF	5
chr22	34451880	34452030	id-65564	1.01e-05	+	GAGGCAACACCCAGTTTCCTCACACGGTGGCAGCA	Upstream_CTCF	13
chr22	34501572	34501722	id-65565	8.03e-07	-	ACTGTTGTGTGCAGAACAGACTGCAGGGGGCAACG	Upstream_CTCF	24
chr22	34507331	34507481	id-65566	2.93e-07	-	GTGCATGTTTAGATCCTGTCCACTAGAGGGCTTCC	UpstreamP1_CTCF	40
chr22	34632580	34632730	id-65567	9.25e-06	-	AGCAGATTCATGTGCAAGCCCAGCAGAGGTCAGCC	V_CTCF_BR	3
chr22	34729414	34729564	id-65568	6.67e-08	-	CAGCAATTCCAGAAAGTACCCAAGAGGGGGCAGGA	UpstreamP1_CTCF	5
chr22	34740820	34740970	id-65569	3.18e-06	-	CCATGAAAAGTTCCCTTTGCCACAAGAAGGCACTG	V_CTCF_BR	4
chr22	34792003	34792153	id-65570	8.71e-06	-	CCCGTGAGAGCGTGAGAGAGCGCGAGAGGGCGCAA	V_CTCF_BR	3
chr22	34810898	34811048	id-65571	8.5e-06	+	TGTGCTGCTTTGCACACCCCAGATAGGGGGCAGCA	Upstream_CTCF	30
chr22	35041534	35041684	id-65572	1.15e-06	-	TTGGCTTCCCTTGGACTGGCCAGCAGGTGGGAGCA	Upstream_CTCF	6
chr22	35200733	35200883	id-65573	3.03e-05	+	TGTGTCTCTCCAAAACCCATCGCCTGAGGGCACTA	Upstream_CTCF	12
chr22	35238753	35238903	id-65574	7.84e-05	+	CAATGATGAGAGAATGGAGCCAGTAGGGGACAGTG	V_CTCF_BR	15
chr22	35339953	35340103	id-65575	1.04e-05	+	TTCTATCTCTGCTCCTTGTCCAGCAGAGGGTGTCA	V_CTCF_BR	16
chr22	35363146	35363296	id-65576	1.81e-06	+	GCTGCCCTGTTGTGAGCTCCCCCTAGGGAGAGGCC	Upstream_CTCF	10
chr22	35371839	35371989	id-65577	3.09e-07	-	GAGAGGTTAAGTTACACAGCCAGTAGGTGGCAGAG	V_CTCF_BR	20
chr22	35420142	35420292	id-65578	3.83e-09	-	CGGTGCGGGCTCGCGCTGACCGCCAGGGGGAGCTG	V_CTCF_BR	39
chr22	35433222	35433372	id-65579	9.51e-07	-	AGCACAATGCTAGACCTTGGCAGTAGGGGGCACTG	V_CTCF_BR	23
chr22	35439368	35439518	id-65580	1.08e-05	+	TTGACGCTGCCATCAGCCTCCACAAGGGGTCCCCC	UpstreamP1_CTCF	29
chr22	35439683	35439833	id-65581	1	+	NA	NONE	5
chr22	35498688	35498838	id-65582	1	+	NA	NONE	2
chr22	35513085	35513235	id-65583	4.51e-05	+	GCAGCAGTTCCCACCCTTACCAGGGATGGCAGCGT	Upstream_CTCF	8
chr22	35520279	35520429	id-65584	2.53e-05	+	GACACCCTCTTTCTTTCCTCCAGTAGGTGGTTCTG	V_CTCF_BR	5
chr22	35537006	35537156	id-65585	8.33e-05	-	AGGGGAGCAGCCGGCTCTCCCATGTGGGGGCGCTC	Upstream_CTCF	18
chr22	35544387	35544537	id-65586	2.19e-05	-	CCTGCAGTCCCTTCCAATCCCAGTCCTTGGCGCTG	Upstream_CTCF	2
chr22	35546623	35546773	id-65587	6.53e-09	-	GAGCTCGTTTCTGGTCTTGCCACCAGGGGGAGCCA	V_CTCF_BR	40
chr22	35550986	35551136	id-65588	4.01e-05	-	GAGAGAGAGGAGAAAGTAGCCACTAGGTGGGGGTA	V_CTCF_BR	40
chr22	35551515	35551665	id-65589	2.19e-05	+	GCGACTATTTCCAGAAAACCCAGTAGGAGGCAGTA	Upstream_CTCF	25
chr22	35567450	35567600	id-65590	9.4e-06	+	CAGAAGTGAGGGGTCACTTCCAGGACAGGGCAGTC	UpstreamP1_CTCF	4
chr22	35573926	35574076	id-65591	4.31e-07	-	GAGGCCAGCTCTTGAAAAGCCAGGAGGGGGCAGTG	V_CTCF_BR	16
chr22	35625948	35626098	id-65592	5.74e-05	-	ATGTATTGAACTGTCTGAACCAGGTGGGGGCATAT	UpstreamP1_CTCF	6
chr22	35627600	35627750	id-65593	1.99e-07	-	GAGGCCTTCCTCTGTGGGTCCGCTAGAGGGCGCTG	V_CTCF_BR	40
chr22	35653671	35653821	id-65594	5.34e-06	+	CAGCCGCCCCCAGGAAGGGGCTGGAGCGGGCAGAA	V_CTCF_BR	25
chr22	35695216	35695366	id-65595	1.14e-06	+	GTGCTTTTTGCCATCCTGGGCGCTAGAGGGAATTG	UpstreamP1_CTCF	18
chr22	35707384	35707534	id-65596	1.26e-05	-	ACTGTATTTCACTGATTAGCCACCAGGCTAAGGAC	Upstream_CTCF	20
chr22	35707801	35707951	id-65597	5.12e-07	+	GAGGAGTGACACGGTCTACCCAGAAGGAGGCACCA	UpstreamP1_CTCF	13
chr22	35734076	35734226	id-65598	1.84e-05	-	TTACAGCTCTTCTAAATGTCCTCTGGGGGGTGCCA	UpstreamP1_CTCF	24
chr22	35746831	35746981	id-65599	1.82e-07	+	GGTCAGTGTTTCAAGGCGACCACGAGATGGCAGTA	V_CTCF_BR	40
chr22	35748244	35748394	id-65600	3.63e-06	-	TGGACCCAGGGCCTAGAGGGCAGCAGAGGGCAATA	V_CTCF_BR	36
chr22	35748737	35748887	id-65601	8.43e-09	+	GCACCGTGGACCAGGCTGGCCAGCAGAGGGAAGGA	V_CTCF_BR	7
chr22	35763684	35763834	id-65602	1.48e-05	+	TAGAAGCCTCCCTCCCCAGCCTGCAGATGGCCACC	UpstreamP1_CTCF	5
chr22	35765310	35765460	id-65603	1.74e-07	-	CCTGTTTTTCAGCCAGCTGCCTCAAGGGGGCTGGA	Upstream_CTCF	39
chr22	35777025	35777175	id-65604	5.92e-05	-	GCGGCTGCGCTGAGGACGCTCGAGAGGAGGCAGGC	Upstream_CTCF	31
chr22	35806748	35806898	id-65605	2.86e-06	+	AAGAAGTTTGGCCTGACTACCAGCAGGGGCCGTGA	UpstreamP1_CTCF	2
chr22	35807159	35807309	id-65606	5.3e-05	-	TTCTTATTTCTCCAACTAGACACTAGGCGGCTGCC	UpstreamP1_CTCF	8
chr22	35826911	35827061	id-65607	3.4e-06	+	GGTGCGAGGAGAACAGTGTCCATGAGGGGGCGCCA	Upstream_CTCF	40
chr22	35827761	35827911	id-65608	4.88e-05	+	TTCCCTCTGTGCCTCTCCTCCTCCAGGGGGCCCTC	V_CTCF_BR	29
chr22	35850798	35850948	id-65609	2.46e-06	+	TAGCACCCCTGGTCTCCACCCACTAGATGCCAGTA	UpstreamP1_CTCF	28
chr22	35867138	35867288	id-65610	8.21e-06	+	AGAACAATCCTTTTCAGCTCCTGTAGTGGGCGCCA	V_CTCF_BR	17
chr22	35913402	35913552	id-65611	1.97e-06	-	CTTGAGGTCATACAACTAGTCAGCAGGGGGCAGGA	V_CTCF_BR	15
chr22	35914237	35914387	id-65612	1	+	NA	NONE	4
chr22	35934954	35935104	id-65613	1.2e-08	+	GCTGCAATCCTGCCACTTGCCACCAGGTGACTTTG	Upstream_CTCF	40
chr22	35944572	35944722	id-65614	2.73e-07	-	CCCGCAGCCTCAGTCTTGGCCTCAAGGCGGCAGCA	Upstream_CTCF	38
chr22	35961763	35961913	id-65615	2.84e-05	+	CCCCTCTCACCCGCCTACCCCACCACAGGGAGGCA	UpstreamP1_CTCF	11
chr22	35971558	35971708	id-65616	3.8e-08	-	CCCAAGTCTCCCTGCACAGCCTCCAGGGGGAGGCA	V_CTCF_BR	15
chr22	35979213	35979363	id-65617	1.57e-08	-	GCAGCATGTCTCTTTAAGGCCACTAGATGGCACCA	Upstream_CTCF	40
chr22	35983638	35983788	id-65618	1.5e-05	-	TCTGTCCAACTGGCTTCTACCGGTAGGTGACAGGG	Upstream_CTCF	6
chr22	35985550	35985700	id-65619	4.5e-05	-	TGGCAGCGGGGCTGCCTGGGCGCTAGAGGCTTACA	UpstreamP1_CTCF	17
chr22	36015860	36016010	id-65620	3.65e-05	-	GTGCCTCTGACCCTTTTGGTCGCTAGGAGTCAGCC	UpstreamP1_CTCF	2
chr22	36019439	36019589	id-65621	1.03e-07	-	CAGGCTTTTTTCCTTGTTGCCACTAGATGGCAGTA	Upstream_CTCF	40
chr22	36023320	36023470	id-65622	6.05e-06	+	TTTCTCGCTGAGTGACCGGGCAGATGGTGGCGCCA	V_CTCF_BR	40
chr22	36027775	36027925	id-65623	2.58e-05	+	AATGCCAGCCTCACCACCACCACTTGGGGCGCCAC	Upstream_CTCF	40
chr22	36080404	36080554	id-65624	1	+	NA	NONE	34
chr22	36108825	36108975	id-65625	3.24e-06	+	TTGGCAGTTTTCAGATTGTTCACAAGGTGGAGTCT	Upstream_CTCF	13
chr22	36115637	36115787	id-65626	3.24e-06	-	CCTGCCGGTCCGCATGCTCCCCCTAGGGGTTTGAG	Upstream_CTCF	27
chr22	36123556	36123706	id-65627	4.21e-05	-	CTACCCAGGAACCGGCTCAGCGCAAGAGGGCGACT	V_CTCF_BR	5
chr22	36125027	36125177	id-65628	2.01e-05	-	ATCTCACTGACTGGCAAAGGCACCAGGTGGCGTGG	Upstream_CTCF	3
chr22	36129940	36130090	id-65629	1	+	NA	NONE	7
chr22	36135813	36135963	id-65630	2.81e-06	-	CTTGCCTTTTAGGAGGCCACCAGCAGAGGGACTTG	Upstream_CTCF	40
chr22	36157202	36157352	id-65631	5.7e-05	-	GCAGCAGTGCCCCTATCAGGAAGAGGGGGTATCAA	Upstream_CTCF	36
chr22	36234981	36235131	id-65632	3.63e-06	-	TCTCTTCCTCTCCCAGTAACCACCGGAGGGCGAGA	V_CTCF_BR	38
chr22	36239141	36239291	id-65633	8.98e-06	-	CATTACCGGGCACATTCAGCCACCAGGGGACTCCA	UpstreamP1_CTCF	39
chr22	36290502	36290652	id-65634	1	+	NA	NONE	14
chr22	36317873	36318023	id-65635	2.55e-06	-	GTGGCTATGTCAGTTTTTGTCAACAGAGGGCACCC	Upstream_CTCF	40
chr22	36327094	36327244	id-65636	5.13e-05	+	GCATATACCAGACCTTCATCCACTAGAGGGTGTAA	V_CTCF_BR	39
chr22	36362429	36362579	id-65637	1	+	NA	NONE	20
chr22	36387372	36387522	id-65638	1	+	NA	NONE	6
chr22	36462007	36462157	id-65639	1.55e-07	-	CTGCTGCTCCGGCCTCTCGAGAGCAGTGGGCGGCG	UpstreamP1_CTCF	18
chr22	36462172	36462322	id-65640	1	+	NA	NONE	36
chr22	36463084	36463234	id-65641	5.08e-05	+	CGGTGAGGAGGCGGCTGGCCCAGGAGGTGGGGGTG	UpstreamP1_CTCF	1
chr22	36500636	36500786	id-65642	1	+	NA	NONE	16
chr22	36520143	36520293	id-65643	3.06e-08	-	GCCAACAGCCTCGGCAGAGCCAGGAGGTGGCGCTG	V_CTCF_BR	40
chr22	36541214	36541364	id-65644	3.36e-07	+	GCTTGCAAAGCTCCCATCACCAGTAGATGGCAGAA	V_CTCF_BR	30
chr22	36550756	36550906	id-65645	7.15e-05	-	AAACAGGCATTCTATTTAGCCAGGAGAGGGAGTGT	V_CTCF_BR	16
chr22	36572054	36572204	id-65646	1.7e-05	+	TATGCAATTCTACATTAAACCAGAAGGGTGTCTTC	Upstream_CTCF	23
chr22	36576445	36576595	id-65647	3.33e-09	-	GGCTACCTTATAAGAGCGACCACCAGGGGGCAGCC	V_CTCF_BR	39
chr22	36578983	36579133	id-65648	7.15e-05	+	TGGAAAGGAGTGAGGCGCTGCAGCAGAAGGAGCTC	V_CTCF_BR	1
chr22	36582414	36582564	id-65649	2.58e-05	+	TGTGACATAACTTCAGCATGCAGAAGAGGGCGATG	Upstream_CTCF	15
chr22	36591051	36591201	id-65650	3.36e-07	+	GCTTGCAAAGCTCCCATCACCAGTAGATGGCAGAA	V_CTCF_BR	39
chr22	36595390	36595540	id-65651	4.88e-05	-	CTGTTCAAGCCTCCCTTTGCCCATAGGTGGCTCAC	UpstreamP1_CTCF	19
chr22	36599019	36599169	id-65652	9.62e-05	+	CTGTAGTTACACTCACAATTCCACAGGTGGCTTTT	UpstreamP1_CTCF	14
chr22	36600804	36600954	id-65653	1.17e-05	-	GCAAGGAGGGTGGGGCTGGACTGCAGGAGGTGCTG	V_CTCF_BR	11
chr22	36617949	36618099	id-65654	1.82e-07	-	TCCTTGTCTCAGCCACGTTCCACCAGGTGGCAGCA	V_CTCF_BR	40
chr22	36635617	36635767	id-65655	1.28e-06	-	GCAAGGAGGCTGGGCCTGGACTGCAGGTGGTGCTG	V_CTCF_BR	39
chr22	36673804	36673954	id-65656	2.97e-06	-	CTGTCCACACTTCCAGCTTCCACTAGGTGGTGCTG	V_CTCF_BR	40
chr22	36677217	36677367	id-65657	5.08e-05	-	TGTCTGTAGCATTTGTCTGCGGCCAGGGGGCCCTG	UpstreamP1_CTCF	1
chr22	36682639	36682789	id-65658	1.73e-11	-	CGGCACCGCTGCCCTGCGGCCAGCAGGTGGCAGCG	V_CTCF_BR	40
chr22	36697450	36697600	id-65659	3.31e-11	+	ATGCCGTGCCTACCGATGGCCAGCAGGTGGCAGCA	UpstreamP1_CTCF	40
chr22	36710460	36710610	id-65660	3.88e-06	+	TGGCCTTCCCTTTATCCACCCAGCAGTGGGCAACA	V_CTCF_BR	19
chr22	36719421	36719571	id-65661	1.71e-06	-	CCCTTGTGTGACGTTCTTTCCCCCAGAGGGCACTC	V_CTCF_BR	11
chr22	36727894	36728044	id-65662	1	+	NA	NONE	21
chr22	36730266	36730416	id-65663	8.59e-05	-	CCACCCAACACCATGGCTGCAGCCGGGAGGCGCTG	V_CTCF_BR	37
chr22	36736813	36736963	id-65664	7.49e-05	+	GCCAGGGCGAGGGGAGTGACCAGGAGGTGGGGATA	V_CTCF_BR	16
chr22	36746824	36746974	id-65665	3.45e-05	+	CTGACTCAGCTTGTGGCCACCAGAGGAGGCAGCCC	V_CTCF_BR	29
chr22	36749064	36749214	id-65666	1	+	NA	NONE	8
chr22	36751131	36751281	id-65667	1.61e-05	+	CTTTCCTTCCCGCCGGCTTCCTGCGGGTGCCAGTC	UpstreamP1_CTCF	25
chr22	36758988	36759138	id-65668	1	+	NA	NONE	1
chr22	36764409	36764559	id-65669	8.33e-05	-	CATTCGCTGTCTCATTGCACCCCTAGAGGCAGTGG	Upstream_CTCF	34
chr22	36770610	36770760	id-65670	1.1e-05	+	GAAAAACATGCTGGCCACACAACCAGAGGGCGCAG	V_CTCF_BR	3
chr22	36781002	36781152	id-65671	8.59e-05	-	GCATAAAACAGCATCTCTGCCTGCTGGGGCAGGAA	V_CTCF_BR	14
chr22	36782446	36782596	id-65672	1	+	NA	NONE	26
chr22	36793723	36793873	id-65673	7.16e-08	-	GCTGCAGGATCCAGAGAGGCCTCCAGAAGGAGTTA	Upstream_CTCF	13
chr22	36801893	36802043	id-65674	3e-06	-	CAGCTGTGAGCCTCTTGCCCCACTTGCTGGCACCT	UpstreamP1_CTCF	16
chr22	36805951	36806101	id-65675	1	+	NA	NONE	18
chr22	36815606	36815756	id-65676	7.46e-06	-	AGGAGGTGACAGAGCCAGGGCACCAGAGGGGGCTC	UpstreamP1_CTCF	6
chr22	36819478	36819628	id-65677	2.27e-05	-	CTGTCAAGTCAGGGTCCCACCACCGGGTGTCTCAG	V_CTCF_BR	7
chr22	36822400	36822550	id-65678	5.08e-05	+	GTGCAGTTTCCCCTTTGACCTGTCAGCTGGCCACT	UpstreamP1_CTCF	16
chr22	36844479	36844629	id-65679	3.33e-08	-	CTGAACCTCCCTCCCATTCCCACCAGATGGAACCC	UpstreamP1_CTCF	20
chr22	36851052	36851202	id-65680	1.1e-05	-	CCCCGGCCCAGTCCGCCGTCCGCGGGGAGGCAGCC	V_CTCF_BR	24
chr22	36866398	36866548	id-65681	1.41e-08	-	CTCCAGCTGCCTTTGCAGACCACTAGAGGGCACCA	UpstreamP1_CTCF	40
chr22	36882784	36882934	id-65682	2.31e-06	-	GCATGAATGCAAGGAGCCTCCAGCAGGTGGGGCTA	Upstream_CTCF	40
chr22	36894402	36894552	id-65683	1	+	NA	NONE	30
chr22	36907143	36907293	id-65684	3.05e-07	+	CAGGTATTTCCTTCAGTCACCAGCTGGTGGAGCAG	Upstream_CTCF	40
chr22	36925364	36925514	id-65685	9.71e-06	+	CAGGCGGTATCCGGGGACGCCCAAAGAGGGCGTTC	Upstream_CTCF	13
chr22	36942415	36942565	id-65686	1.17e-05	+	TGTGTGTTCTTCAGTGTGGGCACATGATGGCGCTG	V_CTCF_BR	40
chr22	36959184	36959334	id-65687	8.71e-06	+	CATTGTTGAACCCGCTGGGCCCCAAGGGGGCATCA	V_CTCF_BR	22
chr22	36966146	36966296	id-65688	1.22e-08	+	CCCCAGCTCAGCCCTCCTGCCAGCAGGGGGAGGGA	V_CTCF_BR	39
chr22	36973075	36973225	id-65689	1	+	NA	NONE	11
chr22	36981989	36982139	id-65690	9.81e-06	-	CATTCCCGGAGCACAAGGCTCACCAGGTGGAGCTC	V_CTCF_BR	4
chr22	37008559	37008709	id-65691	7.44e-05	-	GTTGTGGGAAGAGGCATAACCAGGAGGTGGCCTCT	Upstream_CTCF	2
chr22	37153744	37153894	id-65692	1.26e-07	+	AGACAGGCACCAAGGAAGGCCGGCAGAGGGCACTG	V_CTCF_BR	40
chr22	37170110	37170260	id-65693	1	+	NA	NONE	39
chr22	37178176	37178326	id-65694	2.08e-07	+	CCGCGATGTCCTGATTCTGTCAGCAGGGGGCAGCA	UpstreamP1_CTCF	40
chr22	37186745	37186895	id-65695	8.81e-07	+	CTATGAGACAGCATCAGAGCCAGGAGGTGGCAGGC	V_CTCF_BR	5
chr22	37225553	37225703	id-65696	1.21e-06	+	CTGTAGGGCAACCTGGTGTCCACTGGGGGTGCCCA	UpstreamP1_CTCF	15
chr22	37249661	37249811	id-65697	3.33e-09	-	TGATTTCCGCTGCCCTTGGCCAGGAGGGGGCGCTG	V_CTCF_BR	38
chr22	37252484	37252634	id-65698	2.27e-06	+	GGCTTATAGCATTCAACCTCCTCTAGGTGGCGCTG	V_CTCF_BR	40
chr22	37256247	37256397	id-65699	5.2e-08	+	AGGCAGTGAAGAGCTTTTTCCAGCAGAGGGAACAC	UpstreamP1_CTCF	25
chr22	37263292	37263442	id-65700	1.28e-06	+	CTCTGGCCAGGGTTCCTGGCCTGTAGGGGCAGCCC	V_CTCF_BR	7
chr22	37267838	37267988	id-65701	1.93e-05	+	GTTACAGCCTCAGCCTCTGCCACTGGGGGTCCCCC	Upstream_CTCF	6
chr22	37269756	37269906	id-65702	8.21e-06	+	AGCAATATCCCTGGCCTCTCCACTAGATGCCAGCA	V_CTCF_BR	40
chr22	37300428	37300578	id-65703	1.59e-06	-	GGGCTGCCATGTTTGCACAACTCCAGGGGGCGCCA	V_CTCF_BR	27
chr22	37315047	37315197	id-65704	4.43e-05	-	TCCTTCCTATACTCCGTTGCCACTAGGTGCAGTCA	V_CTCF_BR	7
chr22	37325324	37325474	id-65705	1.38e-06	-	AGGGCACCTAAGGGCTGGACCGCTGGGGGGCAGTC	V_CTCF_BR	7
chr22	37342915	37343065	id-65706	1	+	NA	NONE	21
chr22	37360299	37360449	id-65707	1.28e-06	+	TCCTTGTGACTTCCTTTGGCCAGTAGAAGGCAGTG	V_CTCF_BR	2
chr22	37373516	37373666	id-65708	3.22e-05	-	CTGCTCCGCTGCGGGGGCCGCTCTTGGAGGAGGTG	UpstreamP1_CTCF	38
chr22	37374206	37374356	id-65709	1.09e-07	-	AAGTAATGTCTGTCGCTGACCTGTAGGTGGCAGCA	UpstreamP1_CTCF	40
chr22	37378293	37378443	id-65710	1.39e-07	-	GAGTCTGGGCCGGGCTTTGCCTGCAGGGGGCAGAT	V_CTCF_BR	25
chr22	37382377	37382527	id-65711	1.19e-10	+	CTGCAATTTGGACATACTGCCACCAGGGGGCGATC	UpstreamP1_CTCF	40
chr22	37387394	37387544	id-65712	5.9e-06	-	AGGCAGGGACTGTCCTCCACCAGCAGGGTGTGTTG	UpstreamP1_CTCF	18
chr22	37394785	37394935	id-65713	1.38e-06	-	TCATTTTTCTTCTCCAGAGCCTGGAGGTGGCGCCA	V_CTCF_BR	33
chr22	37395113	37395263	id-65714	6.64e-05	-	ACCTCTTGTTCTTAATCTGCCAGTAGGAGGCCCAG	Upstream_CTCF	12
chr22	37416001	37416151	id-65715	1.76e-05	+	CTGCCGGGTGGGGTCGTGGCGAGTGGCGGGTGGGG	UpstreamP1_CTCF	19
chr22	37418107	37418257	id-65716	2.4e-05	-	CATTATCTGCGTTACAGCACAGCTAGGGGGCGCTG	V_CTCF_BR	40
chr22	37427000	37427150	id-65717	4.34e-07	+	CCGCGTTTCTGGCCTCTGCCCACTAGATGCCAGTA	UpstreamP1_CTCF	23
chr22	37440183	37440333	id-65718	2.38e-07	-	GGCTGGAGACTCCTCTTCACCAGCAGGGGGTGCGC	V_CTCF_BR	39
chr22	37442107	37442257	id-65719	2.25e-08	+	CTGCTCTTCCCAGAAGAAGACATCAGGGGGCGGTG	UpstreamP1_CTCF	39
chr22	37473941	37474091	id-65720	1.38e-09	+	GCCGGTGGGGGACGAGGCACCGCCAGGGGGCGCCC	V_CTCF_BR	40
chr22	37487388	37487538	id-65721	3.8e-08	-	TACCCCCTCCCCTGGGGGCCCAGCAGATGGCACTA	V_CTCF_BR	3
chr22	37495203	37495353	id-65722	4.31e-07	+	AGAGGGAGGGAAGTACCTTCCAGCAGAGGGAGCAG	V_CTCF_BR	36
chr22	37518392	37518542	id-65723	1	+	NA	NONE	17
chr22	37523054	37523204	id-65724	3.8e-07	+	CTGGCAGCATCAGGGCCCACCACTAGGCGGGGCTG	Upstream_CTCF	39
chr22	37535904	37536054	id-65725	1	+	NA	NONE	10
chr22	37542224	37542374	id-65726	1	+	NA	NONE	2
chr22	37544120	37544270	id-65727	1.19e-06	-	TCCAGGCGGCGGGAAGCAGACTCCAGATGGCGCTT	V_CTCF_BR	8
chr22	37556197	37556347	id-65728	6.51e-07	+	GATGCAGTGACGGCAGCTCCCTGTGGGGAGCAGCG	Upstream_CTCF	19
chr22	37558532	37558682	id-65729	1.28e-06	+	GCTGCCAGAGCTTTCAGAACCAGCAGGGGCCCCCA	Upstream_CTCF	11
chr22	37562667	37562817	id-65730	1.01e-09	+	CAGGTGGGCCCAGAAGTTGCCACCAGAGGGCAGTG	V_CTCF_BR	40
chr22	37566505	37566655	id-65731	1.72e-06	+	GGGGTAATGACAGGCGTGGCCTCTTGGGGGTGGAC	Upstream_CTCF	13
chr22	37572543	37572693	id-65732	8.9e-05	-	AAGAACATTATGGGTGAGGCCAGCGGGTGGCCGCA	UpstreamP1_CTCF	14
chr22	37578267	37578417	id-65733	4.34e-05	-	AGTGTGATGCTGGACCTGGCCTACGGGGACCGCGT	Upstream_CTCF	4
chr22	37579706	37579856	id-65734	7.84e-05	-	TGAGGACGTGGTTCTCCAGCCAGGCGGTGGAGCCA	V_CTCF_BR	9
chr22	37592996	37593146	id-65735	1	+	NA	NONE	24
chr22	37594602	37594752	id-65736	5.77e-08	-	CCGGGCGCGGGGGCTCTGCCCAGCAGGAGGCGCTC	V_CTCF_BR	40
chr22	37595592	37595742	id-65737	3.06e-08	-	GGCTCTGTGCTCCCCAGGCCCGGCAGGGGGCGCCG	V_CTCF_BR	40
chr22	37596761	37596911	id-65738	2.1e-06	+	TCTGCCATGGCCACCAGGGACACCAGTGGCCTCAG	Upstream_CTCF	29
chr22	37618081	37618231	id-65739	1.84e-07	-	TCTGCCTCTACTCCATTTGCCACCAGGTGGCCTGG	Upstream_CTCF	19
chr22	37621588	37621738	id-65740	6.82e-05	+	TCGATATTAGAGCAGCTGGCCTCAGGAGGGAGTAA	V_CTCF_BR	35
chr22	37641182	37641332	id-65741	1.21e-06	+	TTGCAGGGCGCTCCCTTCGCCACGAGGGCTCTCCA	UpstreamP1_CTCF	1
chr22	37649329	37649479	id-65742	7.91e-05	-	GTGGTCTGGCTCTATGTTGCCCCCACATGGTTCCA	UpstreamP1_CTCF	28
chr22	37655713	37655863	id-65743	7.12e-06	+	ATGTAGAGATGCGTTAGTGCCGGGAGAGGGCGTTG	UpstreamP1_CTCF	37
chr22	37657004	37657154	id-65744	3.97e-07	-	TGGCCTATTCCTCATATGGCCACCAGAGGGTGCCT	V_CTCF_BR	40
chr22	37663175	37663325	id-65745	6.8e-06	+	AGTGCCATCCCCGCGGCGACCACGCAGGGGAGCCC	Upstream_CTCF	40
chr22	37679599	37679749	id-65746	4.17e-05	-	GCCTCTTTTCTCCCTTCTGCCACTGGGGGGGCTGT	Upstream_CTCF	30
chr22	37684703	37684853	id-65747	1.84e-06	-	CACTTGGATGGGGCGCCATCCTCCAGGAGGCACCA	V_CTCF_BR	4
chr22	37703099	37703249	id-65748	6.48e-05	+	TTTCTGCACATCCACCCAGCCAGGAGGAGACAGCT	UpstreamP1_CTCF	9
chr22	37712995	37713145	id-65749	3.55e-08	+	CTGCCACTCCTCACTCTGGTCAGCAGGGGGCTCCC	UpstreamP1_CTCF	40
chr22	37714556	37714706	id-65750	5.7e-05	-	GTGGCTGGGTCTCTGGTGCCCCTCAGAGGCCAGGC	Upstream_CTCF	26
chr22	37726659	37726809	id-65751	4.34e-05	-	ACAGCCAGGCCTGAGTGGGTGGGTAGGTGGCGCTG	Upstream_CTCF	36
chr22	37728011	37728161	id-65752	1	+	NA	NONE	20
chr22	37730207	37730357	id-65753	1	+	NA	NONE	4
chr22	37731159	37731309	id-65754	1.48e-06	+	TCGCAGGTCCCACCGGCAACCGCCAGGGCGGGGGC	UpstreamP1_CTCF	11
chr22	37747448	37747598	id-65755	1.54e-05	-	GAGCAGTGGGAGGGTGCCCCCACTGGAGGAGTCAA	UpstreamP1_CTCF	9
chr22	37782486	37782636	id-65756	3.36e-05	+	TCGCAAGGGGTCAGTATGGACACCAGCTGGGGTGG	UpstreamP1_CTCF	3
chr22	37816364	37816514	id-65757	3.28e-05	-	CGGAGAGCAGAGAAGACGTCCTGGAGGAGGCGACC	V_CTCF_BR	7
chr22	37817113	37817263	id-65758	3.86e-05	-	CATGTAGTTTGAGGAACAACCACACGGGACCATCC	Upstream_CTCF	22
chr22	37825130	37825280	id-65759	7.9e-07	-	CTCTAATTTCTCGAGGGATCCGCCAGAGGGCGCAG	UpstreamP1_CTCF	40
chr22	37853470	37853620	id-65760	1.55e-08	-	TGGACAGTGCAGAACATCACCAGCAGGGGGCACTC	V_CTCF_BR	40
chr22	37853730	37853880	id-65761	2.27e-06	+	GGTAGACACTGAGCATTTTCCAGCAGGGGGCAAGG	V_CTCF_BR	0
chr22	37868544	37868694	id-65762	1.82e-07	+	GGCATCACACTGGGGATCCCCACAAGGGGGCAGCA	V_CTCF_BR	40
chr22	37882709	37882859	id-65763	1	+	NA	NONE	30
chr22	37888935	37889085	id-65764	5.28e-08	-	GCTGCTGGATGGAGAATGACCCGTAGGGGGCAGGG	Upstream_CTCF	40
chr22	37894468	37894618	id-65765	2.19e-08	-	CCGCGCCCTCCCCAGGCTGGCAGCAGGGGGCAGTG	V_CTCF_BR	38
chr22	37899667	37899817	id-65766	7.8e-08	+	TCTCCCGCCCTTGGTCTTGCCACCAGAGGGTGCGC	V_CTCF_BR	8
chr22	37904575	37904725	id-65767	5.37e-06	+	CAGTCATGCTCTAGGATGTCCAGCAGGATGCGCTC	UpstreamP1_CTCF	12
chr22	37911910	37912060	id-65768	2.78e-09	-	CTGTACTTCGCAGCCGTGACCTGCAGCTGGCGGTA	UpstreamP1_CTCF	0
chr22	37918642	37918792	id-65769	3.63e-05	-	TCAGTGCATTTCCGGCAAACCTCTAGAGGGAGAAG	V_CTCF_BR	17
chr22	37930160	37930310	id-65770	1	+	NA	NONE	9
chr22	37934972	37935122	id-65771	9.71e-06	+	GGTGCAGCACCAGTTCTAGCCTCTGGTGGCATCGG	Upstream_CTCF	40
chr22	37941250	37941400	id-65772	6.43e-06	+	CTCTGCCTTCCTGCCTGGGGCAAAAGAGGGCGCTC	V_CTCF_BR	40
chr22	37942817	37942967	id-65773	1	+	NA	NONE	22
chr22	37945700	37945850	id-65774	3e-06	+	TTCCAGCACACAGACTCCACCAGGAGGTGCCAGCC	UpstreamP1_CTCF	33
chr22	37947262	37947412	id-65775	8.59e-05	+	TCTTGGCTGGCAGAGCTGTCCTCTTGGGGGAGTGG	V_CTCF_BR	10
chr22	37957834	37957984	id-65776	1.48e-06	-	TTTTGGAGCCGGGATCGGGCCAACAGGGGTCGCTG	V_CTCF_BR	40
chr22	37960565	37960715	id-65777	7.84e-05	+	AGGTGACTTACTCAGTTACTCAGCAGGAGGCAGTG	V_CTCF_BR	25
chr22	37962568	37962718	id-65778	2.59e-06	-	GTGCAGGGGGAGATGCCATCCTCCGGGGGGGCGCC	UpstreamP1_CTCF	1
chr22	37963421	37963571	id-65779	4.3e-11	-	CCCGCAAGGCAGGGAGTGGCCACCAGGTGGCAGCA	V_CTCF_BR	40
chr22	37967383	37967533	id-65780	6.04e-07	-	GAGCATTAAACCAGGGCAGCCACCAGGGGAGGCTG	UpstreamP1_CTCF	32
chr22	37988653	37988803	id-65781	9.49e-08	-	TATATTGTTCTCTTAGTGGCCAGCAGGGGGAGGTA	V_CTCF_BR	40
chr22	37990375	37990525	id-65782	1	+	NA	NONE	10
chr22	38003158	38003308	id-65783	5.77e-08	+	GGGCCGGTTTCCCAGCCGGCCGCGAGGGGGCGACA	V_CTCF_BR	40
chr22	38019675	38019825	id-65784	2.04e-11	+	CTGCAGTTGGAAGGAGCCACCACCAGGGGGCCCCC	UpstreamP1_CTCF	40
chr22	38022383	38022533	id-65785	1.41e-06	+	CAGGCTCCGGCTCCAGAGCCCAGCAGGGGCCAGGC	Upstream_CTCF	8
chr22	38029734	38029884	id-65786	3.45e-05	+	CGGACCAGGACCGTCCCAGCTGGAAGTGGGCGACC	V_CTCF_BR	26
chr22	38030078	38030228	id-65787	2.27e-05	+	TTCGAGGCCACACAGCTGGGAGCGAGGGGGCGCTG	V_CTCF_BR	27
chr22	38030730	38030880	id-65788	1	+	NA	NONE	39
chr22	38032601	38032751	id-65789	4.7e-05	+	GCTGCTCTGGGTGGAAGTCCACACAGAGGGCAGCA	Upstream_CTCF	40
chr22	38036979	38037129	id-65790	1	+	NA	NONE	8
chr22	38039403	38039553	id-65791	1.2e-08	+	GCTGTGATCACCAAATCTGCCACCAGGGGGCAACC	Upstream_CTCF	40
chr22	38057192	38057342	id-65792	1.64e-07	+	CCTGCTGTCACTCCCATAGCCTAGAGGGGGAGGCA	Upstream_CTCF	40
chr22	38070991	38071141	id-65793	3.97e-05	-	CTGCAGCGCTCTCTCGCTGGCTCCTCGGGAAGGCT	UpstreamP1_CTCF	28
chr22	38077682	38077832	id-65794	2.46e-08	-	GGGACGTGTTCTCCAATGTCCAGCAGAGGGCACTC	V_CTCF_BR	40
chr22	38092737	38092887	id-65795	3.67e-07	+	CTCCAGGGCTCCCTGGGGACCCCCAGCGGGCAAGG	UpstreamP1_CTCF	39
chr22	38093402	38093552	id-65796	8.34e-07	+	CCGATGCGCCCCTCTTCCACCACCAGGAGTCGGGA	UpstreamP1_CTCF	27
chr22	38122651	38122801	id-65797	2.96e-05	-	CTGCAGTCTTTGCTGTTAACCACTGGGCTGTGCAT	UpstreamP1_CTCF	39
chr22	38127957	38128107	id-65798	1.09e-06	+	TTGCTGCCTCACTCTGGGTCCACCACAGGGTGGCC	UpstreamP1_CTCF	34
chr22	38131253	38131403	id-65799	2.34e-06	-	TTGTCACTTTGATCTTTGGCCACTGGGTGGAGGTG	UpstreamP1_CTCF	39
chr22	38135020	38135170	id-65800	2.15e-05	+	GGCTGAAAGAGCAGGGCTTCCACGAGCAGGAGCCA	V_CTCF_BR	13
chr22	38140548	38140698	id-65801	3.5e-05	-	ACGCAGGAGACCTCACCTACCACCAGGGTCCTGGT	UpstreamP1_CTCF	25
chr22	38145231	38145381	id-65802	1	+	NA	NONE	4
chr22	38148607	38148757	id-65803	3.65e-05	-	GTGTGAGCCTAGAGAGCAGCCACCAGGGACAGCGG	UpstreamP1_CTCF	33
chr22	38164395	38164545	id-65804	2.31e-06	+	GCTGCAGTGTCACTGTTGACCACTAGGCCTCTCCC	Upstream_CTCF	40
chr22	38177528	38177678	id-65805	7.12e-06	-	CAGCGGATCTACTGTGGAACCACCAGAGGGCCTGG	UpstreamP1_CTCF	40
chr22	38178909	38179059	id-65806	3.03e-05	+	GGAGGTAGCACAGTTGTCCCCGGTAGGGGGCCGGG	Upstream_CTCF	35
chr22	38187940	38188090	id-65807	3.81e-05	-	CAGACTATTCTGGAAGAGACCTCAAGAGGGAGATG	V_CTCF_BR	40
chr22	38198321	38198471	id-65808	4.68e-07	+	CGACGGCTGCCGAGGGTCGCGGGCAGGGGGCGCGG	V_CTCF_BR	5
chr22	38198732	38198882	id-65809	5.96e-07	+	CTGGCGGGAGAAGGGGTGTCCACTAGCTGGAAGCC	V_CTCF_BR	10
chr22	38202598	38202748	id-65810	2.8e-05	-	TTTGGGCCCCCACTGCTCACCACTGGGAGGTGGAA	Upstream_CTCF	27
chr22	38213731	38213881	id-65811	7.8e-08	+	CAAGGCCTACGATGATCAGCCACCAGGGGGTGCTG	V_CTCF_BR	40
chr22	38214790	38214940	id-65812	2.5e-05	+	GCGCTTCTTCCGCAGTCATCCAGAAGGTGTCTGTA	UpstreamP1_CTCF	29
chr22	38220742	38220892	id-65813	1.69e-05	+	CCGCAGTGGGGCTGGTGTGGCTGCTGGCGGCGCTC	UpstreamP1_CTCF	7
chr22	38226589	38226739	id-65814	3.16e-05	-	ACTGCTGGGCCCGCCCCTGCCCCAAGGCTGCTGAT	Upstream_CTCF	0
chr22	38229204	38229354	id-65815	2.38e-07	+	AGAGCCTGGCTCTGCGTGGCCACTGGAGGGAGCAG	V_CTCF_BR	13
chr22	38259605	38259755	id-65816	5.89e-08	-	CATCACTGTTACAGAGCTACCAGCAGGTGGCAGCA	UpstreamP1_CTCF	40
chr22	38283918	38284068	id-65817	4.41e-06	+	TCCTGGTGCTTTGAGTTCTCCAGCAGAGGTCAGGC	V_CTCF_BR	40
chr22	38302146	38302296	id-65818	5.48e-05	+	CGGGCAGGTTAGGGCAGGGCCGCGGGGCGCCCGAG	Upstream_CTCF	21
chr22	38326757	38326907	id-65819	1.59e-06	-	CCAGCCAGGAAGTGTTTGACCAGCAGATGGAGTCA	V_CTCF_BR	40
chr22	38330019	38330169	id-65820	1.38e-07	-	GGAGCCGTGCCCGCTCTGGCCACAGGGCGCCGCTG	Upstream_CTCF	40
chr22	38347394	38347544	id-65821	1	+	NA	NONE	23
chr22	38361298	38361448	id-65822	7.55e-07	-	ATGTGACAAACATCATCAGCCACCAGGTGGTGCTA	V_CTCF_BR	40
chr22	38379050	38379200	id-65823	1.99e-07	+	GCCACCCGCAAAATTCCAACCACGAGGGGGCGCCT	V_CTCF_BR	30
chr22	38392968	38393118	id-65824	1.34e-06	+	CTGCAGTGGCTGGCTGCATCCTCTGGGGTGCCAGC	UpstreamP1_CTCF	15
chr22	38395904	38396054	id-65825	1.32e-05	-	CCTGCGATTCGCCTAGCGGGCACAGGCTGCCAGGT	Upstream_CTCF	9
chr22	38413445	38413595	id-65826	8.71e-06	-	AGGACCCTACAGCCCATTACCTGAAGAGGGAGACA	V_CTCF_BR	27
chr22	38423877	38424027	id-65827	1	+	NA	NONE	4
chr22	38426854	38427004	id-65828	1.38e-06	+	TCAGATCAGTCGGCTGTCACCAGTAGGGGGTGGGA	V_CTCF_BR	14
chr22	38439717	38439867	id-65829	8.5e-06	-	CGTGTCCTTCAACAAGCGCCCCATAGGTGTCACGT	Upstream_CTCF	3
chr22	38447381	38447531	id-65830	3.36e-07	-	CTGAGAAGAGGTGGTGCAGCCAGCAGGGGCCAGTC	V_CTCF_BR	8
chr22	38448427	38448577	id-65831	1.62e-08	+	GAGCTGTCTTTCCTAATGGCCACCGGGTGGCAGCA	UpstreamP1_CTCF	40
chr22	38453356	38453506	id-65832	6.46e-07	+	GACGTGACAATCGCGGCCACCGCCAGGTGGAACGG	V_CTCF_BR	20
chr22	38462762	38462912	id-65833	5.01e-06	-	CCCAAGAGGACTTGCCTGAGCACGGGAGGGCGCTG	V_CTCF_BR	8
chr22	38465392	38465542	id-65834	1.97e-06	+	CACCTCCTGCCTCCTTTGTCCAGGAGGTGGTGCTG	V_CTCF_BR	40
chr22	38468038	38468188	id-65835	8.99e-05	+	GGAGAGGGCCACACTGCTCCCAAGTGGTGGAGCTG	V_CTCF_BR	7
chr22	38470310	38470460	id-65836	4.68e-07	+	ACCGCCTGATCCTGCGCTGCCGCCAGGAGGCGCGC	V_CTCF_BR	23
chr22	38494075	38494225	id-65837	7.09e-08	+	ATGCACTTCTCCAGGTTGGCCGCTCGGTGGCGGTA	UpstreamP1_CTCF	35
chr22	38496889	38497039	id-65838	4.41e-06	+	AGAAGTCAGAAAGCCTTTGCCCCTAGGGGGCGACA	V_CTCF_BR	40
chr22	38500210	38500360	id-65839	5.67e-06	-	GAGGGGCTACTGAGTTCTTCCACCAGGAGGCATCA	Upstream_CTCF	40
chr22	38503284	38503434	id-65840	1.09e-06	+	CAGCCCCGCAGCGGGGACACCAGCAGAGGGCCCAC	UpstreamP1_CTCF	10
chr22	38503909	38504059	id-65841	3.81e-05	-	GGCCCTCTGTTGGCTTTCAGCGGAAGAGGGTGGTG	V_CTCF_BR	6
chr22	38510605	38510755	id-65842	2.47e-08	+	CCCGCCCTGCCCGATCTGGCCCCTAGAGGGCGCTT	Upstream_CTCF	40
chr22	38520622	38520772	id-65843	2.1e-05	+	CTGCGCTGACCTGGAAGCTCCACCAGGGCAGAAGC	UpstreamP1_CTCF	14
chr22	38534154	38534304	id-65844	8.13e-06	-	CAGGTTGTGACCTGAGTGGACACCAGGTGATGCTC	Upstream_CTCF	5
chr22	38539107	38539257	id-65845	2.28e-05	-	GGTGCAGTACTGCCACACTCAGATGGATGTCACCG	Upstream_CTCF	5
chr22	38540130	38540280	id-65846	4.85e-07	-	CTTTTGTGAATCCATTCAGCCAGCAGATGGAGCAG	UpstreamP1_CTCF	23
chr22	38549302	38549452	id-65847	8.56e-05	-	TTGGAAGGTTGCACGGCGGCCAGGAGAGGCACTCC	UpstreamP1_CTCF	1
chr22	38550467	38550617	id-65848	1	+	NA	NONE	21
chr22	38598507	38598657	id-65849	8.59e-05	-	TAAACAAACCGCGCACGCACCGCCCGCGGGCGCCG	V_CTCF_BR	26
chr22	38610543	38610693	id-65850	2.27e-06	+	GCCGCGTGAAGCGCGTGTGCCAGAAGGAGGAGCTG	V_CTCF_BR	23
chr22	38619376	38619526	id-65851	1.39e-07	+	CTAGATCCTTCCAACTGGGCCACCAGGTGGCAACC	V_CTCF_BR	20
chr22	38626260	38626410	id-65852	2.53e-05	-	GAAAACTTCTCATCAGCTGCAGCTAGGGGGCAGGA	V_CTCF_BR	40
chr22	38635614	38635764	id-65853	2.6e-06	+	TCTATCCTCAGAACACGGTCCAGCTGAGGGCAGTA	V_CTCF_BR	29
chr22	38654018	38654168	id-65854	3.63e-06	+	TCTCTCATTCACACGCCACCCAGCAGGTGGCAAAG	V_CTCF_BR	11
chr22	38656840	38656990	id-65855	1.38e-06	-	GGTTGCCAGTTTAGCTTGGCCTGTGGGTGGCAGCC	V_CTCF_BR	24
chr22	38658198	38658348	id-65856	3.88e-06	+	ACCGGCGAAGAGCGAGTGGCCAGGAGGGGGCCCCA	V_CTCF_BR	40
chr22	38687696	38687846	id-65857	7.55e-07	+	AGGTTGGGGGCAGCGGGCACCACAAGGGGGCAAGA	V_CTCF_BR	20
chr22	38688983	38689133	id-65858	1	+	NA	NONE	4
chr22	38692755	38692905	id-65859	5.77e-08	+	GCCTTGCCGGATGTGGTGGCCACTGGAGGGCAGTG	V_CTCF_BR	31
chr22	38694412	38694562	id-65860	2.06e-07	+	GGTGTAGGCAGCAATCAGGGCAGCAGGGGGCGCCG	Upstream_CTCF	40
chr22	38700627	38700777	id-65861	7.61e-08	+	GGTGCACTCCTCACAGCAGCCAGAGGGTGGAAACA	Upstream_CTCF	28
chr22	38701748	38701898	id-65862	1.15e-06	-	TCAGCAGTTGACGCCTCCACCACCTGGGAGGAGTG	Upstream_CTCF	24
chr22	38706774	38706924	id-65863	1.64e-06	-	AGTGCTCTGCCAGGGCCTGACTCCAGATGGCCTCT	Upstream_CTCF	5
chr22	38710520	38710670	id-65864	1.48e-05	-	ATTCTTTTCTGCCTTCCCCCCAGTAGGGGATGCGA	UpstreamP1_CTCF	20
chr22	38749245	38749395	id-65865	2.88e-10	-	CCTGCAGCGCCCGCGGCGGCCACACGGGGGCAGCA	Upstream_CTCF	40
chr22	38794828	38794978	id-65866	5.68e-06	-	GGCGTCTCCGAGCGGCGGGCCGAGGGAGGGCGCAG	V_CTCF_BR	9
chr22	38808898	38809048	id-65867	1.76e-09	+	CCGGCAGCTCCGGAGGCGGCCACCGGGCGGCGCTG	Upstream_CTCF	38
chr22	38831128	38831278	id-65868	1	+	NA	NONE	20
chr22	38864486	38864636	id-65869	3.42e-05	-	CCAGCAGTGACACTGCCAACCTGAGGGGGCGTCTG	Upstream_CTCF	35
chr22	38891143	38891293	id-65870	5.48e-05	-	TCTGCAGCATTGAGTACAGCCACCAGGGCTGCTGC	Upstream_CTCF	22
chr22	38909193	38909343	id-65871	6.46e-07	-	GCTGCTCACACCTGCAGTGACAGCAGGGGGAGCAG	V_CTCF_BR	24
chr22	38925409	38925559	id-65872	1	+	NA	NONE	10
chr22	38966927	38967077	id-65873	1	+	NA	NONE	35
chr22	38968278	38968428	id-65874	1	+	NA	NONE	39
chr22	38999757	38999907	id-65875	1.47e-05	-	CTCACATAACCCCCCAGTATCACCAGGGGTCACTC	V_CTCF_BR	0
chr22	39052834	39052984	id-65876	2.4e-05	-	TTCACAACCGCGGAGACACACAGAGGAGGGCGGCC	V_CTCF_BR	8
chr22	39077788	39077938	id-65877	8.91e-07	+	GCTGCCGGACCCGCTGCGGGCACTGGAGGACCCGG	Upstream_CTCF	40
chr22	39095967	39096117	id-65878	1.47e-05	-	CTGAGAAGCTTACATTCTTCCTCTAGAGGGAAGAG	V_CTCF_BR	16
chr22	39101507	39101657	id-65879	1	+	NA	NONE	22
chr22	39114558	39114708	id-65880	4.88e-05	+	GTGGAGGGAGAGGGAAGTGCCAGCTGGGGTGACTC	UpstreamP1_CTCF	39
chr22	39121081	39121231	id-65881	9.62e-08	+	CTTCAGTACCATCAGTTAGCCTGCAGAGGGGGCAC	UpstreamP1_CTCF	40
chr22	39129376	39129526	id-65882	1.91e-08	+	GTTGCCAGGCCCACACCTGCCAGCAGGGGGCTGAC	Upstream_CTCF	40
chr22	39136445	39136595	id-65883	8.79e-07	-	CCGCTCTCCTGACGGGAGCCCACTAGGGGGTCCTC	UpstreamP1_CTCF	3
chr22	39147501	39147651	id-65884	2.72e-06	+	CTGTTCTCTCTGAATCTCACCAGCAGATGGGCAAG	UpstreamP1_CTCF	3
chr22	39151655	39151805	id-65885	1	+	NA	NONE	1
chr22	39162253	39162403	id-65886	5.34e-06	-	CCCATGACTCTCCCAGCTGCCCCTAGGGGGAGACA	V_CTCF_BR	40
chr22	39164922	39165072	id-65887	3.48e-06	+	ACGTTATGCCCACATGTGGCCATGAGAGGTCGCCC	UpstreamP1_CTCF	39
chr22	39220690	39220840	id-65888	1.01e-05	+	TGGGCCAGGCCAAGGACGGCAGCCAGGGGGTGATG	Upstream_CTCF	40
chr22	39239383	39239533	id-65889	2.55e-06	-	AGAGCACGGCCGAGCAGCTGCGCCAGACGGCGCTG	Upstream_CTCF	38
chr22	39239703	39239853	id-65890	6.19e-06	-	CTGCATCATCGCCAGCGTGCCCCTGGCGGCCAGCC	UpstreamP1_CTCF	15
chr22	39240099	39240249	id-65891	2.18e-07	+	CCCGTTCAGTGCCGGGCGCCCGGCTGGGGGCGCCG	V_CTCF_BR	3
chr22	39257691	39257841	id-65892	2.15e-05	-	CCCAGCTGGCTAAACTTTGCCTCCAGTGGTCAAAG	V_CTCF_BR	37
chr22	39262463	39262613	id-65893	3.63e-08	+	CGAGCACCTCCGGCTCGCGCCAGCTGGGGGCGGAT	Upstream_CTCF	1
chr22	39264965	39265115	id-65894	4.7e-08	+	TGGTTAACAGTCCCTTCCGCCACTAGGTGGCAGCA	V_CTCF_BR	39
chr22	39266335	39266485	id-65895	8.16e-07	+	CATGGTCATACTCGCTTCGCCGCTAGAGGGTGCCC	V_CTCF_BR	40
chr22	39277553	39277703	id-65896	1	+	NA	NONE	18
chr22	39320046	39320196	id-65897	2.19e-05	+	CTGCTGTAACAATTTTTCTACCACAGGAGACGCTG	UpstreamP1_CTCF	39
chr22	39323420	39323570	id-65898	3.28e-05	+	GGGATAGATCACTGGCTGCAGGGCAGGGGGCGCTG	V_CTCF_BR	36
chr22	39334935	39335085	id-65899	1	+	NA	NONE	2
chr22	39339276	39339426	id-65900	5.68e-06	-	TGCTTGGAGCCAGGTGTCGCCGATAGGGGGCTGTG	V_CTCF_BR	24
chr22	39369690	39369840	id-65901	4.96e-08	+	TGTGCTGTTCAGGTCACACCCTCTAGAGGGCGAGC	Upstream_CTCF	38
chr22	39377388	39377538	id-65902	5.52e-05	-	CAGCAGCGCCCCTACCTGCACAGAAGCTTGTCCAA	UpstreamP1_CTCF	36
chr22	39399204	39399354	id-65903	3.63e-06	-	TGCACACATTACAGAGCTTCCGCAAGGGGGCAGAA	V_CTCF_BR	40
chr22	39403804	39403954	id-65904	2.1e-06	+	AATGTAATGCAAATAGTAACCAAAAGAGAGCAGCA	Upstream_CTCF	38
chr22	39408644	39408794	id-65905	7.84e-05	+	TTGTAGACACTTGCTTCCACCGCTTGATGTCGCAG	V_CTCF_BR	1
chr22	39410069	39410219	id-65906	1	+	NA	NONE	30
chr22	39436566	39436716	id-65907	2.84e-05	-	AAGTCATTGCAGCCAGCGCCCGCGAGGTGGGTCCA	UpstreamP1_CTCF	25
chr22	39464338	39464488	id-65908	9.71e-06	-	TTTTCTGAGATACCTTTGGCCACTAGGGGCCAAAG	Upstream_CTCF	23
chr22	39496294	39496444	id-65909	4.3e-06	-	TCTGCGGCGTCAGCTGGTAACACAAGAGGGCCTTC	Upstream_CTCF	2
chr22	39514009	39514159	id-65910	8.61e-08	-	TCATGAATCTTGCAGGCAGCCTCCAGGGGGCAGAA	V_CTCF_BR	40
chr22	39518118	39518268	id-65911	2.8e-05	-	GGAGGAAAATGATGTGCAGCCACTAGAGGGCCCCT	Upstream_CTCF	40
chr22	39531235	39531385	id-65912	1.02e-07	+	CTGCAGATGCACCCCGACCCCTCCAGGGGGCTCCT	UpstreamP1_CTCF	40
chr22	39546890	39547040	id-65913	1	+	NA	NONE	2
chr22	39566897	39567047	id-65914	1.12e-09	+	ACAGCAGGATTCTCTCTGCCCACCAGGTGGCGCCA	Upstream_CTCF	40
chr22	39571129	39571279	id-65915	2.01e-05	+	CAGGATTCCAATCACATCTCCACTAGGTGACAGCG	UpstreamP1_CTCF	14
chr22	39573117	39573267	id-65916	1	+	NA	NONE	3
chr22	39580283	39580433	id-65917	1	+	NA	NONE	6
chr22	39581882	39582032	id-65918	2.53e-05	+	CAGTCTGTGCTGCACACCGCAGCCAGAGGGAGCTT	V_CTCF_BR	30
chr22	39605769	39605919	id-65919	1.85e-05	-	CATTTGAGGCCTCTGGTGACCTGCAGGCGGCAGAG	Upstream_CTCF	2
chr22	39608900	39609050	id-65920	1	+	NA	NONE	27
chr22	39611948	39612098	id-65921	3.66e-06	+	ATGTATCCATGCTGCTCCACCAACAGGGGGCCCTG	UpstreamP1_CTCF	39
chr22	39626709	39626859	id-65922	1.93e-05	-	GCCGCACTTCCTTCTCCTGCCACCAGCCCGTGGCC	Upstream_CTCF	16
chr22	39630474	39630624	id-65923	6.73e-07	-	CTGCAGTACCCGGGACGGACAGGCGGCAGGCGCCT	UpstreamP1_CTCF	12
chr22	39631804	39631954	id-65924	2.81e-06	-	TCAGCCTTTTGGTGTCTGCCCGGCAGGGGGACCCC	Upstream_CTCF	13
chr22	39636982	39637132	id-65925	7.84e-05	-	TCCTCTGGCTTTGCTAATGGCCCTAGGGGGCAGGA	V_CTCF_BR	9
chr22	39640215	39640365	id-65926	9.84e-05	+	AACCAGCCGAGGCGTCTAGCCGTGTGGGGGCGCCC	V_CTCF_BR	15
chr22	39671897	39672047	id-65927	1	+	NA	NONE	2
chr22	39679050	39679200	id-65928	1.5e-05	-	GCTGGGTCCCCAGCACAGCCCAGGAGGGGTCATTG	Upstream_CTCF	10
chr22	39683447	39683597	id-65929	2.23e-06	+	GGGCCATGCTGCCTCCACAGCTCCAGGGGGCAATC	UpstreamP1_CTCF	11
chr22	39687629	39687779	id-65930	1.97e-06	-	CTCTGGGCAGTGGGGTTGGCCAGGGGGAGGCGCTG	V_CTCF_BR	30
chr22	39696416	39696566	id-65931	1.16e-05	+	ACAGAAGTGCATCCTGCTGCCGGTGGCAGGCGACA	Upstream_CTCF	6
chr22	39696607	39696757	id-65932	8.98e-06	-	CTGCAATGCAGCAGGCTGGCCACCGCCTCGGGCGC	UpstreamP1_CTCF	8
chr22	39702828	39702978	id-65933	4.21e-05	-	CTTACTGCACAGAAACCCCTCAACAGGGGGCAGCA	V_CTCF_BR	40
chr22	39704672	39704822	id-65934	1	+	NA	NONE	28
chr22	39705368	39705518	id-65935	3.63e-08	+	AGAGCAATTTGGGGTGAGCCCACAAGGTGGCGGCC	Upstream_CTCF	38
chr22	39706997	39707147	id-65936	3.42e-09	-	GCTGCACTTCAGGTTGGAGCCACCAGGGGGTGAGT	Upstream_CTCF	40
chr22	39710364	39710514	id-65937	1.56e-05	-	TTATTGGTCCCTGATGCCACCACCAGGGGGGTGAC	Upstream_CTCF	38
chr22	39712523	39712673	id-65938	2.17e-09	-	TGGGTAGGCTTCTCCCTTGCCAGCAGAGGGCACTG	V_CTCF_BR	40
chr22	39715584	39715734	id-65939	1	+	NA	NONE	28
chr22	39724137	39724287	id-65940	1.46e-07	+	CCTGTGGTGCAGCAGCCTGCCAGTGGGTGGAGGTC	Upstream_CTCF	3
chr22	39727294	39727444	id-65941	1.37e-05	-	GAATCTGTTCTCCACCCGGCAGCTAGGGGGCTCTT	Upstream_CTCF	39
chr22	39739625	39739775	id-65942	4.68e-07	+	ACCTTGGCTGCCAAACCAGCCTCAAGAGGGCAGGA	V_CTCF_BR	40
chr22	39745824	39745974	id-65943	1.38e-06	-	GGCCGGCGGCCCAGGGCTCCCGCGAGGGGGCGTCG	V_CTCF_BR	11
chr22	39761173	39761323	id-65944	5.08e-05	-	CAAGGGGCACACAGAGCAGCCACAAGGAGACACTG	Upstream_CTCF	18
chr22	39770327	39770477	id-65945	1	+	NA	NONE	1
chr22	39779938	39780088	id-65946	4.11e-08	-	CATGCTGGTCCCATGTGGGCCACCTGGCGGCGGGG	Upstream_CTCF	2
chr22	39780900	39781050	id-65947	1.28e-06	+	CCTGCACGGCTCCTATCCACCTGGGGGTGTCGCAG	Upstream_CTCF	37
chr22	39795601	39795751	id-65948	2.81e-05	-	CGCCCAGCGCCACCCCACGCCCGAAGAGGGATGGG	V_CTCF_BR	40
chr22	39801482	39801632	id-65949	2.19e-05	-	AATGCCAGGCCTGCCAGCACCAGCCGTGAGCGGCG	Upstream_CTCF	18
chr22	39824575	39824725	id-65950	5.7e-05	-	CCTGTCAGGCAGGTCTGCGGCTGGAGGGGGCCTGG	Upstream_CTCF	9
chr22	39824925	39825075	id-65951	4.01e-05	-	CAGGCAGCCCGGCAGGGGTGCTGGAGAGGCCACCC	V_CTCF_BR	4
chr22	39833302	39833452	id-65952	3.63e-06	+	CAGGAATAAGATTCGAGAACCGGTAGGGGGAGCTG	V_CTCF_BR	40
chr22	39842406	39842556	id-65953	3.03e-05	+	TTGGCCCTGCCTGGGGTTTCCGAAAGGCGGAGGGC	Upstream_CTCF	8
chr22	39858447	39858597	id-65954	5.51e-07	+	CCTGATGGAAGGGACTGACCCTCCAGAGGGCAGCC	V_CTCF_BR	16
chr22	39858910	39859060	id-65955	1.04e-05	-	CTGGGAAGTTCCTGGCCTGCCCAGAGAGGGCAGCC	V_CTCF_BR	6
chr22	39882900	39883050	id-65956	1	+	NA	NONE	1
chr22	39883163	39883313	id-65957	1.23e-05	-	TTGCTGGACAATGTGGTGGCCAGCACCTGCTGCCC	UpstreamP1_CTCF	6
chr22	39889443	39889593	id-65958	1.21e-06	+	ATGTAGACACCCTACCTAGCCAGAAGAGGGCATTA	UpstreamP1_CTCF	40
chr22	39891539	39891689	id-65959	1.28e-06	+	TTCCTTTTTTAAAAAGACACCACCAGAGGGCAGCA	V_CTCF_BR	40
chr22	39892497	39892647	id-65960	1	+	NA	NONE	40
chr22	39898397	39898547	id-65961	1.21e-06	-	GCTGCAACCTCCCCGCCGCCCAGCCGCCGGCGGCC	Upstream_CTCF	20
chr22	39910476	39910626	id-65962	5.13e-05	-	TTCCAGAAAAATTAGCCTGGAGCCAGGGGGCGGCA	V_CTCF_BR	40
chr22	39915648	39915798	id-65963	4.7e-08	-	CCCCGGGAGGTTGAAGGGGCCTCGAGAGGGCGCGC	V_CTCF_BR	38
chr22	39925329	39925479	id-65964	5.01e-09	-	AACCGGCCGTGCCGCGCGGCCAGCAGATGGCGATG	V_CTCF_BR	40
chr22	39926816	39926966	id-65965	1.37e-05	-	GAAGTCATTCCTTGTTTTTCCTCTGGGTGGCTCTC	Upstream_CTCF	39
chr22	39930134	39930284	id-65966	2.55e-06	+	GGGGGCGCTCCTGTCCCAGCCACCAGGGAGAGCAG	Upstream_CTCF	8
chr22	39930888	39931038	id-65967	1.39e-07	+	GGGGCCGGGCGCATTTCTGCCAATAGGTGGCGCCG	V_CTCF_BR	40
chr22	39931370	39931520	id-65968	7.44e-06	-	CCTGCCCATCCCGTCTTGCCCAGAGGGAGCAGGTA	Upstream_CTCF	3
chr22	39939258	39939408	id-65969	2.15e-05	+	CCCTGTGTGCTTTCCAGTACCACGTGGGGGCGTTC	V_CTCF_BR	40
chr22	39953455	39953605	id-65970	2.68e-05	+	CCTGCAGCTTTCCCCGAAGACATTTGGTGTCAGTA	Upstream_CTCF	25
chr22	39955845	39955995	id-65971	1.08e-08	+	GAGAGGGCATCTTCCAGGCCCACCAGGGGGCGCCA	V_CTCF_BR	40
chr22	39972445	39972595	id-65972	1	+	NA	NONE	7
chr22	39993953	39994103	id-65973	1.28e-06	+	TGAGCTGTTTCAGGGATGGCACCCAGAGGGAGAAG	Upstream_CTCF	10
chr22	39994393	39994543	id-65974	1	+	NA	NONE	29
chr22	40018985	40019135	id-65975	1.08e-08	+	TGTCCGGTCTAGGGTCTGCCCAGCAGGGGGCAGCA	V_CTCF_BR	39
chr22	40030913	40031063	id-65976	1	+	NA	NONE	10
chr22	40038046	40038196	id-65977	3.36e-07	-	CCAGGGCAAAGTGCCCAGGGCAGCAGAGGGCAGCA	V_CTCF_BR	4
chr22	40051303	40051453	id-65978	4.41e-06	-	CAGAGGCAGGAGGTAGGGGGCAGCAGTGGGAGCCT	V_CTCF_BR	35
chr22	40085831	40085981	id-65979	2.34e-06	+	TGGCAGGGTGCTCTCATGGCCGCTGGGTGGCTGGG	UpstreamP1_CTCF	2
chr22	40098410	40098560	id-65980	9.81e-06	+	ATTACCTACAAATGCATGGCAACTAGGTGGCAGAC	V_CTCF_BR	1
chr22	40144467	40144617	id-65981	8.34e-07	-	CTGCAATTCCAGCTACTCGTCAGGTGGAGGCAGAA	UpstreamP1_CTCF	14
chr22	40204176	40204326	id-65982	1.38e-06	-	CACCTAACCCTGCCTTAGGACAGCAGGGGGCGCTT	V_CTCF_BR	40
chr22	40251916	40252066	id-65983	5.93e-06	-	GTTGAGCCACCGCGCCCGGCCACGAGGGGGACATT	Upstream_CTCF	1
chr22	40290696	40290846	id-65984	3.18e-06	-	CACTAGCCTGTAAACGTATCCAGCAGAGGGCTGCT	V_CTCF_BR	0
chr22	40316189	40316339	id-65985	1	+	NA	NONE	0
chr22	40323704	40323854	id-65986	9.39e-07	+	CGTGTGCTGCCCTGTCTCACCACTTGAGGGCTGAG	Upstream_CTCF	31
chr22	40328931	40329081	id-65987	2.19e-05	+	ATGTGCTTGCCTACCTTACCCAGATGGCGGCAGCA	UpstreamP1_CTCF	40
chr22	40331730	40331880	id-65988	1.5e-05	-	TGGGCAAAACACAAAAGTGTCAGCAGAGGACGGCA	Upstream_CTCF	2
chr22	40336891	40337041	id-65989	1	+	NA	NONE	9
chr22	40339519	40339669	id-65990	4.14e-06	-	ACAGTGTGAGACGCTGCAGCCTCTAGGGGCAGCCA	V_CTCF_BR	27
chr22	40349944	40350094	id-65991	1.41e-06	-	GTGTTCTGGGAATGAAATGCCTCCAGGTGGCTGGA	UpstreamP1_CTCF	34
chr22	40355671	40355821	id-65992	1	+	NA	NONE	35
chr22	40395622	40395772	id-65993	1	+	NA	NONE	16
chr22	40420893	40421043	id-65994	7.12e-06	-	AAGAGGCGCCTAGCTTCTGCCACTAGAGTGCGCCG	UpstreamP1_CTCF	40
chr22	40424485	40424635	id-65995	2.97e-06	+	GCGCCTGACACCTCGCAGGCCTGCAGGTGTCAGGC	V_CTCF_BR	12
chr22	40432750	40432900	id-65996	6.98e-07	-	GACGTATGCTGCCAGCCAGCCACAAGGTGTCAGCC	V_CTCF_BR	39
chr22	40435894	40436044	id-65997	1	+	NA	NONE	1
chr22	40439293	40439443	id-65998	6.43e-06	-	AGTGAATCCAACATTTCAGCCAGAGGAGGGCAGGA	V_CTCF_BR	11
chr22	40504234	40504384	id-65999	5.08e-05	+	CAGCACCACCCTGCACAGCCCGGCAGAACCCTGCC	UpstreamP1_CTCF	11
chr22	40543495	40543645	id-66000	1.74e-07	-	TTTGCCCTTCCACCTTTTGCCACGTGGGGACGCAG	Upstream_CTCF	2
chr22	40552089	40552239	id-66001	6.21e-05	-	TCACTGTTTGCTTTCTTCACCAGGAGGTGGAGTCT	V_CTCF_BR	36
chr22	40589786	40589936	id-66002	1	+	NA	NONE	40
chr22	40635434	40635584	id-66003	1	+	NA	NONE	8
chr22	40661445	40661595	id-66004	5.48e-05	+	AGTGTTGGATCTTGGGGTGCAGCTAGGGGGCCTTC	Upstream_CTCF	4
chr22	40742430	40742580	id-66005	6.75e-05	+	CCGCCCCGTCCTGCCCTGGCCTCCAGGTTTCCGCT	UpstreamP1_CTCF	32
chr22	40744174	40744324	id-66006	7.9e-07	-	GGGCTCCTTCCAAAGCAAAGCAGCAGAGGGCAGCA	UpstreamP1_CTCF	40
chr22	40766459	40766609	id-66007	1.34e-06	-	GGGCTGTAGTCGTTCCCGCCCACTAGGCGGGGCGC	UpstreamP1_CTCF	34
chr22	40795332	40795482	id-66008	1.83e-05	+	TGCCATCTCAGGCTCCAAGCCAGCAGGAGGCGTAA	V_CTCF_BR	36
chr22	40833024	40833174	id-66009	2e-06	+	ACTGAGATCCCATCTTCTAACAGAAGGGGGAGCTC	Upstream_CTCF	40
chr22	40834738	40834888	id-66010	3.28e-05	-	CCCCTAGTGGATATCTGAAACTGCAGATGGTACCA	V_CTCF_BR	11
chr22	40875549	40875699	id-66011	5.13e-05	-	ATTGATAATTTCTTTCTCTCCAAGAGATGGCAGCA	V_CTCF_BR	11
chr22	40883783	40883933	id-66012	2.31e-06	-	ATTGTTACTGTGCTTCCTGGCACTAGAGGGCAGTA	Upstream_CTCF	40
chr22	40907732	40907882	id-66013	3.36e-05	+	CAGCAGTGGCAGAGAAGGTCCAGCAAGCAGTGCTA	UpstreamP1_CTCF	27
chr22	40920587	40920737	id-66014	4.65e-05	+	CTTATCATGCAGTATTTGGTCAGTGGAGGGAGCAC	V_CTCF_BR	38
chr22	40921404	40921554	id-66015	1.38e-06	+	GAGATCCCACCACTGCACTCCAGCAGGGGGCGACA	V_CTCF_BR	40
chr22	40948244	40948394	id-66016	2.15e-05	+	CAGCCCATTCACAGCAATGACGGAAGGGGGCAGGC	V_CTCF_BR	4
chr22	41022340	41022490	id-66017	8.02e-05	+	CAAGCAATTCTCTCCCACGCCTCAAGTTTCCAGAG	Upstream_CTCF	1
chr22	41042343	41042493	id-66018	2.83e-07	-	ACGGGGTTACAGTTCTCAACCACCAGGGGGCGTCA	V_CTCF_BR	40
chr22	41047958	41048108	id-66019	8.16e-07	-	AGCCAGCGGCCGGGAGAAGCCACCAGGGGCCAGGC	V_CTCF_BR	25
chr22	41050587	41050737	id-66020	6.21e-06	+	TCCGCAGTCCCCACATCTGTCACTAGGGATCATAT	Upstream_CTCF	37
chr22	41061017	41061167	id-66021	6.43e-06	+	CTGGAACTTGCACCAGCAGCCTCGTGGGGGCTCTG	V_CTCF_BR	10
chr22	41067498	41067648	id-66022	9.81e-06	-	AGCTGAGGCATGAGAACCACCTCTAGGAGGCAGAG	V_CTCF_BR	6
chr22	41076639	41076789	id-66023	3.73e-06	+	GTGGTTCTTGCCTCTGGTGCCTGCAGGAGGCAGGC	Upstream_CTCF	33
chr22	41079208	41079358	id-66024	4.7e-06	+	CAGAAGATTACAGCCGGGGCCACTGGGAGGCAGCC	V_CTCF_BR	40
chr22	41110531	41110681	id-66025	1.1e-05	+	AGAAGAAAACCCGTTCTTGGCAGCAGGGGGATCAG	V_CTCF_BR	12
chr22	41122688	41122838	id-66026	5.93e-06	+	AATGCAGTGTGGAAGGAGAGCCCTAGAGGCCAAGC	Upstream_CTCF	12
chr22	41128880	41129030	id-66027	1	+	NA	NONE	28
chr22	41156382	41156532	id-66028	1.73e-05	-	ATATGAAGAAAGCTTTAAACCACCAGAGGGCATTG	V_CTCF_BR	39
chr22	41214923	41215073	id-66029	3.65e-07	+	CCCCGCAGTCTCTAGGAGACCAGGAGGTGGCGGAG	V_CTCF_BR	40
chr22	41215740	41215890	id-66030	1	+	NA	NONE	13
chr22	41252830	41252980	id-66031	1.28e-06	+	GAGGCGGGAGATAACATCCCCTCCAGGGGGCGACG	V_CTCF_BR	39
chr22	41282380	41282530	id-66032	1	+	NA	NONE	0
chr22	41295192	41295342	id-66033	8.21e-05	-	TAGATGAGCTTCTTTTTGATCAACAGATGGAGCTC	V_CTCF_BR	40
chr22	41318834	41318984	id-66034	1.56e-06	+	AAGTCAGTACTTATTTCTTCCAGAAGATGGCAGCA	Upstream_CTCF	39
chr22	41418259	41418409	id-66035	3.65e-07	-	CCGGGCGCGCGAGGCTGCGCCGAGAGAGGGCGCCG	V_CTCF_BR	18
chr22	41423460	41423610	id-66036	2.67e-06	-	ATTCCAGTGTAATCAATGTCCAGCAGGTGGCTGGC	Upstream_CTCF	7
chr22	41424524	41424674	id-66037	1.93e-05	+	AATTGCACTACAGCCTGGACCACAAGAGGGAAACT	V_CTCF_BR	4
chr22	41447010	41447160	id-66038	1	+	NA	NONE	26
chr22	41488509	41488659	id-66039	1.21e-06	-	GTCCTCCTCCTTCTCATCGCCACAAGGAGGCGGGG	UpstreamP1_CTCF	38
chr22	41586426	41586576	id-66040	3.63e-05	-	GTAACTATATAAGAAATGGCCAGCAGGGCGCGGTG	V_CTCF_BR	10
chr22	41593405	41593555	id-66041	6.05e-06	+	AGGACGCCCGCAGCCTTCCACCCTAGAGGGCGCCG	V_CTCF_BR	13
chr22	41593710	41593860	id-66042	1	+	NA	NONE	35
chr22	41594332	41594482	id-66043	1.9e-06	+	GCTGACGTGTGAGGCTCCACCAGGAGGTGGAGGCT	Upstream_CTCF	31
chr22	41613916	41614066	id-66044	4.17e-05	+	GAAGGTGCACCTCCTTCCTGCTGGAGGGGGAGCCT	Upstream_CTCF	2
chr22	41633647	41633797	id-66045	3.65e-07	-	CGGCCTTCCCCGGCCTGGGCCACCTGGTGTCGCTG	V_CTCF_BR	34
chr22	41642226	41642376	id-66046	1.28e-06	-	TCCGCCATTAAACTCACCTCCACCTGAGGGCGCTC	V_CTCF_BR	24
chr22	41652330	41652480	id-66047	5.9e-06	+	AGGATATGGCAGGCTCTGTCCTCCAGGTGGGGCAA	UpstreamP1_CTCF	26
chr22	41664097	41664247	id-66048	1	+	NA	NONE	4
chr22	41667928	41668078	id-66049	1	+	NA	NONE	4
chr22	41682337	41682487	id-66050	1.24e-05	-	GAGAAAGAGCCAGAAGCCACCAGGGGAGGGCGAAG	V_CTCF_BR	35
chr22	41684827	41684977	id-66051	1	+	NA	NONE	6
chr22	41697472	41697622	id-66052	2.47e-07	+	CTGCAGGGAGACAGTGCCTCCAGCGGGTGCTGCCG	UpstreamP1_CTCF	40
chr22	41704254	41704404	id-66053	3.24e-06	-	CCTGCCCTGCGTTCCTCAGCCTGTGGAGGGAGAGG	Upstream_CTCF	6
chr22	41723245	41723395	id-66054	3.97e-05	-	CGGCTGCTGCACTCGTAGGCCTCCTTGTGGCGTCC	UpstreamP1_CTCF	4
chr22	41737037	41737187	id-66055	1	+	NA	NONE	0
chr22	41741680	41741830	id-66056	6.34e-08	+	TCAGCCCTGCCAAGTCCTGGCAGCAGGGGGTGCAG	Upstream_CTCF	8
chr22	41763416	41763566	id-66057	1.08e-05	-	CAGTCGCAGCTCACACAGCCCAGCAGGAGGTGCTT	UpstreamP1_CTCF	36
chr22	41764126	41764276	id-66058	6.8e-06	+	GGGGCAGACCTGGTGGCCAGCACCAGGTGTCTCCC	Upstream_CTCF	8
chr22	41765500	41765650	id-66059	1	+	NA	NONE	5
chr22	41799906	41800056	id-66060	1.52e-07	+	TGACAGCGGTGTTGTATCACCACCAGGTGGAGCTG	V_CTCF_BR	40
chr22	41876049	41876199	id-66061	2.6e-06	+	AGGAGCCAGGCATCGCCTACCAGGAGGGGGAGAAA	V_CTCF_BR	18
chr22	41897346	41897496	id-66062	2.8e-05	-	TCTGTGGTACCTTATTCATCCTTTTGGTGGCAGCA	Upstream_CTCF	38
chr22	41904928	41905078	id-66063	1.18e-05	-	CCACTGTGGAGCCAGGATACCACCAGGGGGCCAGG	UpstreamP1_CTCF	24
chr22	41913865	41914015	id-66064	7.16e-08	-	CATGTCATTTCCGGAGTTTCCTGTAGGGGGCAGCA	Upstream_CTCF	40
chr22	41919912	41920062	id-66065	2.29e-05	+	GCGCACAAGCCTGGGATGGCCTCTGGGGGTCCCTG	UpstreamP1_CTCF	11
chr22	41920914	41921064	id-66066	1.04e-05	-	GTGGCCACACAGCAACCAGCAAGCAGGGGGCGTGG	V_CTCF_BR	16
chr22	41922827	41922977	id-66067	4.38e-09	-	CACCCTCTGCCCCACCCAGCCACCAGGGGGTGCCA	V_CTCF_BR	40
chr22	41928843	41928993	id-66068	3.1e-07	+	CTGCAAGTTCACAGCATGGCCCCCACAGGGGGGCA	UpstreamP1_CTCF	14
chr22	41929337	41929487	id-66069	6.53e-09	-	GTGGGAACTCTGTTGGTAACCAGCAGGGGGCAGCC	V_CTCF_BR	40
chr22	41931385	41931535	id-66070	1.81e-06	-	CAGGCTACACATCCCTAGACCTCCAGGTGGGGCTC	Upstream_CTCF	40
chr22	41939863	41940013	id-66071	1.59e-06	+	ATGACCGAGGCCGGGCCTGCGGCCAGTGGGCGGCG	V_CTCF_BR	40
chr22	41950005	41950155	id-66072	2.27e-06	+	TCCTCCTGTCTCAACCTCTCCAGTAGATGGAACTA	V_CTCF_BR	35
chr22	41973021	41973171	id-66073	8.53e-09	+	GCAGCAGCTGTGGCCTGGGCCACCAGGTGGAGCAT	Upstream_CTCF	40
chr22	41985340	41985490	id-66074	1	+	NA	NONE	3
chr22	41993394	41993544	id-66075	4.02e-07	-	GCTGCAGTGAGAGTGATGGATACCAGGTGGCGCTG	Upstream_CTCF	40
chr22	41994127	41994277	id-66076	2.5e-05	-	TTGTATTGCACAGTGGACACCTCTAGAGGTCCATT	UpstreamP1_CTCF	25
chr22	42016270	42016420	id-66077	1	+	NA	NONE	21
chr22	42016630	42016780	id-66078	2.43e-06	-	CAGGAGGGCGGGAGCCAGGCCAGAGGGTGGCGGCT	V_CTCF_BR	12
chr22	42062756	42062906	id-66079	4.02e-07	+	GCGGCCATCGCGCTTCCATCCGCCAGGTGGCGACA	Upstream_CTCF	40
chr22	42069236	42069386	id-66080	2.02e-06	-	TAGCATCACTGGCTTCTACCCGCTAGGTGGCAATA	UpstreamP1_CTCF	36
chr22	42084834	42084984	id-66081	6.64e-05	+	GAAGCAGCAGCGGAAATGGCCCCGCGCGGCAGGAA	Upstream_CTCF	21
chr22	42093209	42093359	id-66082	2.17e-09	+	AAAGGCCAGGAGAGTCAGGCCACCAGGGGGCGCCA	V_CTCF_BR	40
chr22	42139028	42139178	id-66083	7.31e-05	-	CTGCAGTTCCCCATACTGCACAGGTGGAGTGCTCT	UpstreamP1_CTCF	23
chr22	42142680	42142830	id-66084	2.78e-06	+	TCCTAACCATTTACTGGGAACAGTAGGTGGCAGCA	V_CTCF_BR	40
chr22	42159178	42159328	id-66085	9.51e-07	-	ATGGAGGCTTTGAAGACCACCAGTGGGGGGCGCTC	V_CTCF_BR	40
chr22	42218879	42219029	id-66086	9.81e-06	+	ACCTGGTAGGCAGATTATTCCACAAGGTGGAGCCA	V_CTCF_BR	38
chr22	42226312	42226462	id-66087	7.12e-06	+	GAGCAGGTGCTGTGTGCCACCTCTGGAGGGGGTCA	UpstreamP1_CTCF	16
chr22	42229148	42229298	id-66088	1.09e-06	-	CCTGCCGTCCCGCTCAGGGAGACGCGGGGGCGGTG	Upstream_CTCF	13
chr22	42244551	42244701	id-66089	4.31e-05	+	GGGCAACCCCAGCGAGAAACTCCTAGGAGGAAGCA	UpstreamP1_CTCF	10
chr22	42253711	42253861	id-66090	6.43e-06	-	TAAAAATCACTCCACTCAAACACCAGGGGGCACAT	V_CTCF_BR	40
chr22	42305036	42305186	id-66091	2.81e-05	-	CGTGTGGACATCTGGTGCTCCGGATGGGGGCGCCT	V_CTCF_BR	8
chr22	42308091	42308241	id-66092	1.55e-05	+	GAATGGGGATGTTGGGAGACCCCCTGGTGGCAGCC	V_CTCF_BR	2
chr22	42322151	42322301	id-66093	7.73e-05	+	GGACCAGTGCCAGGCCCAGCAGCGCGGGGGCGCCA	Upstream_CTCF	40
chr22	42335125	42335275	id-66094	2.64e-08	-	ACTGCTGTTCTCTGCTCTCCCCGCAGGTGGAAGGC	Upstream_CTCF	6
chr22	42336930	42337080	id-66095	1	+	NA	NONE	27
chr22	42337387	42337537	id-66096	2.81e-08	-	GGTGTAATTCTGTCTGTGGCCATGAGGTGGCAGGC	Upstream_CTCF	40
chr22	42342527	42342677	id-66097	3.88e-06	-	TCGGGAAATGTCCTCCGAGCCGCCTGCTGGCGGTG	V_CTCF_BR	37
chr22	42347007	42347157	id-66098	3.63e-06	+	ACCTGTCATACCTGAAGAGCCCCTAGATGGCGCAG	V_CTCF_BR	28
chr22	42348131	42348281	id-66099	6.53e-09	-	CCCAGGGGCTCTGAGTGGGCCAGGAGGGGGCAGTC	V_CTCF_BR	10
chr22	42353749	42353899	id-66100	2.89e-09	-	GTCTTGCGGAGGTCGCGGTCCACCAGGGGGCGCTG	V_CTCF_BR	39
chr22	42362710	42362860	id-66101	1	+	NA	NONE	30
chr22	42468616	42468766	id-66102	2.27e-05	+	AGCACCTTCACTCAGATGGCCACTGGGTGTCTCAA	V_CTCF_BR	24
chr22	42470555	42470705	id-66103	2.23e-06	-	GGGCGCTCCCTCCTCTCCACCAGTAGGGGGGCCAG	UpstreamP1_CTCF	33
chr22	42486943	42487093	id-66104	1.82e-06	+	CTCTAACGAGCCGGCGTTGCCGCCAGGGGACGCTC	UpstreamP1_CTCF	40
chr22	42487165	42487315	id-66105	1.61e-05	-	ATCCTGGCCCTGCAGAAAGCCGCCAGGCGGCAGGA	UpstreamP1_CTCF	9
chr22	42508919	42509069	id-66106	1.26e-05	-	AACTCACGTTATCCACTTTCCAGCAGGTGGCCCCA	Upstream_CTCF	39
chr22	42510829	42510979	id-66107	4.88e-05	-	AGAAGGGTGCAAGGAGCCTCCAGCAGGTGGGGCTA	V_CTCF_BR	38
chr22	42513039	42513189	id-66108	3.65e-07	+	TGACTTGGTTGGCCTCCAGCCAGGAGGTGGCGCTT	V_CTCF_BR	14
chr22	42528528	42528678	id-66109	3.73e-06	-	GCAGCTGCCATACAATCCACCTGTAGAGGGCCCGG	Upstream_CTCF	13
chr22	42565062	42565212	id-66110	2.38e-07	+	GACTGCGAGTGACCAGTGACCACCAGGTGTCAGTG	V_CTCF_BR	40
chr22	42665687	42665837	id-66111	6.98e-07	-	TGGACGCGGCTGCTTCTCGCCTGTTGGGGGCGGAG	V_CTCF_BR	22
chr22	42666979	42667129	id-66112	9.26e-05	+	CTCCAACTCCAGAATCGCGCCTCTTGCGGCCCGGG	UpstreamP1_CTCF	8
chr22	42674425	42674575	id-66113	5.51e-07	+	CCTCAGGATGTCTGTCACGCCAGCAGTGGGAGCCA	V_CTCF_BR	34
chr22	42690561	42690711	id-66114	1	+	NA	NONE	10
chr22	42692669	42692819	id-66115	1.56e-06	+	TTTCTCCTCACCACCCGAGCCACAAGGGGGCCCTG	UpstreamP1_CTCF	31
chr22	42699369	42699519	id-66116	2.5e-05	-	GTGCAGGTTACAGAGCTCGACTGCAGAGTGCCTGG	UpstreamP1_CTCF	4
chr22	42703917	42704067	id-66117	1	+	NA	NONE	2
chr22	42705191	42705341	id-66118	3.24e-06	+	CAAGTGCTCCCCAAGGTCTCCACCAGGGGACAAAT	Upstream_CTCF	14
chr22	42710063	42710213	id-66119	4.11e-07	-	CTGGAGTGGCCACAAGGGGCCCCTATAGGGCAGCC	UpstreamP1_CTCF	37
chr22	42713249	42713399	id-66120	1	+	NA	NONE	3
chr22	42727097	42727247	id-66121	1	+	NA	NONE	4
chr22	42750129	42750279	id-66122	1	+	NA	NONE	25
chr22	42770800	42770950	id-66123	8.97e-05	+	TAGGCATTTAACCATCTGACAGGTAGAGGGAGTTT	Upstream_CTCF	36
chr22	42792853	42793003	id-66124	2.96e-05	+	CAGAACCCAAGCACCATCGCAGCCAGGGGGCGTGC	V_CTCF_BR	14
chr22	42795645	42795795	id-66125	6.39e-08	-	TCCAGGCCACCTCCCTCTGCCTCCAGAGGGCTGCC	V_CTCF_BR	6
chr22	42798050	42798200	id-66126	8.99e-05	+	GGCAGCAGAGACCTATATTCCAGGAGAGGGTGATG	V_CTCF_BR	5
chr22	42812478	42812628	id-66127	5.17e-06	+	TGGGCCTCACAAATTTTCACCACCAGATGGCCAAC	Upstream_CTCF	5
chr22	42824908	42825058	id-66128	3.48e-06	-	CTGCTTTTCTCAAAGGCAGCCACTGGTGGTCTCCC	UpstreamP1_CTCF	3
chr22	42833590	42833740	id-66129	7.42e-09	-	GAGGGCGTTCCCATGTCTACCACCAGGTGGCACCA	V_CTCF_BR	40
chr22	42840515	42840665	id-66130	2.58e-10	-	CCTGGCCCTTCCTGTCCGGCCTCCAGGGGGCACCA	V_CTCF_BR	40
chr22	42854458	42854608	id-66131	2.6e-06	-	GAGAATTGCTTGAACCTGGCCAGCAGAGGTTGCAG	V_CTCF_BR	8
chr22	42858070	42858220	id-66132	5.41e-07	+	GGGTTCTGTCCCACAGCTGCCTCCAGGAGGCACGT	UpstreamP1_CTCF	5
chr22	42869640	42869790	id-66133	5.37e-06	-	GGGATGTTGCCAAAGTTACCCACTAGGTGGCCTAA	UpstreamP1_CTCF	40
chr22	42908348	42908498	id-66134	5.68e-06	+	CCAACTTCAACATCTGTGACCTCAAGGGGGAGACA	V_CTCF_BR	27
chr22	42929003	42929153	id-66135	2.25e-08	+	CTGTCACGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr22	42948146	42948296	id-66136	1.21e-09	-	CTGTTATGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr22	42956969	42957119	id-66137	5.08e-07	-	CCAGACTCTTCCTTACTCAACTCCAGGGGGCGCCA	V_CTCF_BR	40
chr22	42970228	42970378	id-66138	6.43e-06	-	GCCCAGCCTGCCCTTCCTTCCTCCAGCTGGCTGGA	V_CTCF_BR	10
chr22	42980714	42980864	id-66139	1.39e-05	-	GGAGGCATATATCCAGCTGCCACCAAGGGGCACTG	V_CTCF_BR	7
chr22	42992986	42993136	id-66140	1.48e-06	-	GTGTGGTTCCTCTGGATGGCCAGAAGAGGAACCAA	UpstreamP1_CTCF	11
chr22	43008959	43009109	id-66141	5.72e-07	-	GTGCAGAGTTTTGTGTTGGGCAGTAGGTGGGGCTG	UpstreamP1_CTCF	39
chr22	43010460	43010610	id-66142	5.51e-07	+	AGGACCCCGGAACGCGGGGGCCCCAGGGGGCAGCC	V_CTCF_BR	15
chr22	43010851	43011001	id-66143	2.81e-05	+	CGCGAGCCCGCCCCTTCGGCCGCTAGGGAGCGACG	V_CTCF_BR	35
chr22	43017634	43017784	id-66144	3.8e-08	+	CAGGTGCTGCTGCCTGTTGCCACCAGGGGTCAGCA	V_CTCF_BR	40
chr22	43028200	43028350	id-66145	1.9e-06	+	TCCCCAGTACCCAGCATGGCCAGGAGAGGGAGTGT	Upstream_CTCF	40
chr22	43045598	43045748	id-66146	5.34e-06	+	TCTTCCCCCGGCCTCCGAGACTGCAGGGGCCGGTC	V_CTCF_BR	8
chr22	43058078	43058228	id-66147	8.43e-09	+	GCTTGATGTCAGGTTCCGGCCTCCAGGGGGCGCGC	V_CTCF_BR	40
chr22	43058680	43058830	id-66148	1.31e-05	-	GTAACCCCACGAGGGCAAGGCAGGGGAGGGCGCCG	V_CTCF_BR	19
chr22	43078558	43078708	id-66149	4.34e-05	+	AGTGTCCTGCCAAAATCACCCTGCTGATGGCTCTT	Upstream_CTCF	2
chr22	43082245	43082395	id-66150	3.81e-05	+	GCTCCTAGGCCCAGCTGTGCCTGCAGGGTGCAGTC	V_CTCF_BR	6
chr22	43088597	43088747	id-66151	8.61e-08	-	CTGACACATGGTGCCATAGCCAGCGGAGGGCGCTC	V_CTCF_BR	17
chr22	43115280	43115430	id-66152	1	+	NA	NONE	23
chr22	43139465	43139615	id-66153	1	+	NA	NONE	13
chr22	43145280	43145430	id-66154	1.73e-05	+	TGGCTCTTAACCTCCCATGCCAGGTGGGGGTGCCC	V_CTCF_BR	6
chr22	43155346	43155496	id-66155	2e-06	-	GGAGAAATGCTGAGGGCGGCCTCCAGGTGGGCAGG	Upstream_CTCF	8
chr22	43176199	43176349	id-66156	6.46e-07	+	GGAAAAAATCATCCCCTTGCCACTAGATGGCGCTT	V_CTCF_BR	37
chr22	43187099	43187249	id-66157	1.93e-05	+	CCAAGTGCTGCCGGCAGAGCCTGGTGGTGGAACGC	V_CTCF_BR	25
chr22	43190947	43191097	id-66158	8.59e-05	+	GCCCAGCCGCAGGACCCCCTCTGCTGGTGGCTCTG	V_CTCF_BR	32
chr22	43196926	43197076	id-66159	2.01e-05	-	AGTTAATTGTCTGCTTTCCCCAGTAGGTGGTGAGC	Upstream_CTCF	5
chr22	43216290	43216440	id-66160	1	+	NA	NONE	31
chr22	43263873	43264023	id-66161	1.48e-06	+	GGGACCCGAAGAGGTGTGGACAGTTGGTGGCAGCA	V_CTCF_BR	40
chr22	43277015	43277165	id-66162	4.41e-06	-	CCAGCCCCAGGACTTGCTCCCAGTAGGAGGCAGTA	V_CTCF_BR	36
chr22	43278506	43278656	id-66163	1.48e-05	-	GAGTGGTGGCCCACACAGCCCACCTGCTGGTGCCT	UpstreamP1_CTCF	1
chr22	43298294	43298444	id-66164	1.82e-07	-	GGCATGTGACAGCACATGTCCACCAGGGGGAGGGG	V_CTCF_BR	40
chr22	43299111	43299261	id-66165	8.99e-05	+	CCAACCCACGTCCCAGGCAGCTAGAGGGGGCTCCA	V_CTCF_BR	23
chr22	43303920	43304070	id-66166	1	+	NA	NONE	7
chr22	43306701	43306851	id-66167	3.11e-05	+	TCCAGAAGGATGCCACCAGCCGAGGGGTGGCAGCA	V_CTCF_BR	9
chr22	43326827	43326977	id-66168	4.34e-05	-	TCTTTTGTTGCCTGTGTCTCATGCAGGAGGCAGCA	Upstream_CTCF	27
chr22	43345243	43345393	id-66169	8.5e-06	-	GTGGGAGTTGCCAGAGAGGCCAGGAGGAGTCATAC	Upstream_CTCF	7
chr22	43355927	43356077	id-66170	8.02e-05	-	TCTGTGATGGCCACAGCAGGCAGGAGCGTGCAGTC	Upstream_CTCF	4
chr22	43359331	43359481	id-66171	1	+	NA	NONE	1
chr22	43364068	43364218	id-66172	2.15e-05	-	AGGTCCAGGACACACTCGGCCGTCAGAGGGAGCCA	V_CTCF_BR	17
chr22	43366829	43366979	id-66173	5.38e-05	-	TGGGTCGCTGTCTGACCGCACAGCTGTGGGTGGCG	V_CTCF_BR	9
chr22	43386140	43386290	id-66174	5.68e-06	+	AGTCAGTCAACGTGACTTTCCACATGAGGGCAGCC	V_CTCF_BR	37
chr22	43391176	43391326	id-66175	1	+	NA	NONE	13
chr22	43407066	43407216	id-66176	1	+	NA	NONE	17
chr22	43429977	43430127	id-66177	2.53e-05	-	ACGAGCAGTTCTCAGTGGCCCAGTAGGGGGCGTGT	V_CTCF_BR	40
chr22	43435970	43436120	id-66178	1.97e-06	-	GGTGGGAGGTGGGCGGGAGCCAGCAGGAGTCGCGA	V_CTCF_BR	2
chr22	43447174	43447324	id-66179	5.65e-05	-	CCTGGCTGGTGCGACCTCAGCCACAGTGGGCGCTG	V_CTCF_BR	10
chr22	43449300	43449450	id-66180	5.67e-06	-	AATGTAATTCCGCTAAATTACATGAGGAGGCAGCC	Upstream_CTCF	37
chr22	43456345	43456495	id-66181	6.62e-09	-	CTGCAGTGGAGGCCTCTGCCCACCGTGGGGCGCTG	UpstreamP1_CTCF	40
chr22	43485516	43485666	id-66182	2.04e-05	-	TCTCAATCTCCTTTCTGGGCCCCGAGAGGGTGGAC	V_CTCF_BR	18
chr22	43486302	43486452	id-66183	8.21e-06	-	CTCCAGATAAGTGTTGGTTCCACTAGATGGTGCCA	V_CTCF_BR	40
chr22	43490218	43490368	id-66184	2.18e-07	-	TGTGACAGCGGCGAGCTGGCCTCCTGGTGGCAGTG	V_CTCF_BR	22
chr22	43506488	43506638	id-66185	2.97e-06	+	GACAAAACAAGCTTGCAGAACAGCAGGGGGCAGAG	V_CTCF_BR	38
chr22	43532381	43532531	id-66186	4.4e-10	-	GAGGACGGGCATGTGTTTGCCAGCAGGGGGCACCC	V_CTCF_BR	40
chr22	43555891	43556041	id-66187	6.18e-07	-	GGTGTGGTCCCCGCTACAGCCACCAAGAGGCGCCC	Upstream_CTCF	38
chr22	43571319	43571469	id-66188	1.39e-05	+	CCTACTGGCAGCCCGGGTGCCTGTTGTGGGTGCCC	V_CTCF_BR	4
chr22	43583512	43583662	id-66189	3.83e-09	+	GCGAGAGCGCGCGAGCTTGCCAGGAGGGGGCGCGC	V_CTCF_BR	40
chr22	43593044	43593194	id-66190	1	+	NA	NONE	11
chr22	43599678	43599828	id-66191	3.88e-06	+	GCAGTCGGTCTGCCAGGGCTCAGGAGAGGGCGCTC	V_CTCF_BR	9
chr22	43622459	43622609	id-66192	1.1e-06	+	CTGGCGTGAAGCGAGGGAGACAGCAGAGGGCAATC	V_CTCF_BR	24
chr22	43624511	43624661	id-66193	1.39e-05	-	GCAGCCACAGGACTGGAGCCCACAGGAGGGAGCTC	V_CTCF_BR	39
chr22	43627084	43627234	id-66194	5.51e-07	-	GCCAGGGAGGTAAACCCACCCAGGAGATGGCGCTG	V_CTCF_BR	3
chr22	43627350	43627500	id-66195	1.62e-08	+	CTGCAATGTGCAACGCTTTCCAACAGATGGCAGCA	UpstreamP1_CTCF	40
chr22	43640499	43640649	id-66196	3.66e-06	-	CAGCACCACACTGCCTCCTCCACCAGGGGCACATT	UpstreamP1_CTCF	13
chr22	43666485	43666635	id-66197	1.14e-06	-	TTGCAGGGTATGTTCCCGGCCCACAGGGGGCTCTC	UpstreamP1_CTCF	35
chr22	43668925	43669075	id-66198	7.31e-05	-	CAGCAGTCCTTGTGTGCCACCTCTTGATGTGAAAG	UpstreamP1_CTCF	7
chr22	43670010	43670160	id-66199	1.55e-07	+	CTGAAATTTCCCAGGCTGGTCACTAGGTGTCACCG	UpstreamP1_CTCF	40
chr22	43686424	43686574	id-66200	1.97e-06	-	AGACACCCCACCAGCTGGAGCACTAGGTGGCAGAC	V_CTCF_BR	9
chr22	43694540	43694690	id-66201	3.09e-07	-	CGTCCTTCCCTAGAGATGCACAGCAGGGGGCGGCA	V_CTCF_BR	9
chr22	43742541	43742691	id-66202	7.55e-07	-	CTGAGACCTGTGTGAGGCGTCACCAGGGGGAGCCA	V_CTCF_BR	40
chr22	43781808	43781958	id-66203	6.37e-07	-	CGGCACCTCTCCATGTCGGCCACACGAGGGCAGCA	UpstreamP1_CTCF	40
chr22	43782904	43783054	id-66204	1.48e-06	-	GTAAGACGAGATGATCCCGTCAGCAGAGGGCAGAG	V_CTCF_BR	7
chr22	43784445	43784595	id-66205	2.57e-12	+	GTGCACTTCTCGCTTGCGTCCAGCAGGTGGCGCCC	UpstreamP1_CTCF	38
chr22	43788554	43788704	id-66206	2.55e-06	+	GGCGGAGATCCAGGCACAGACACCAGGTGGCCCTG	Upstream_CTCF	3
chr22	43823841	43823991	id-66207	7.17e-05	-	CCCGAAGAACCAGTTTTCACCCCTTGGAGGTGCTG	Upstream_CTCF	16
chr22	43838378	43838528	id-66208	1.84e-06	+	TGCGGGGCTGCTCCTGCCTCCGGGAGGTGGAGCTG	V_CTCF_BR	2
chr22	43839727	43839877	id-66209	1	+	NA	NONE	0
chr22	43842907	43843057	id-66210	1.37e-05	-	TCTCTCATCCGCAGAACCACCAGCAGGGGGGAGGA	Upstream_CTCF	12
chr22	43872375	43872525	id-66211	3.65e-05	-	ATCTGCCTGCCGCCTCCAGCCACTAGGTGGTCACC	UpstreamP1_CTCF	14
chr22	43873361	43873511	id-66212	1.97e-06	-	GCCTCCAGCCGCCAGGTGGCCACCATGTGGCACCA	V_CTCF_BR	4
chr22	43877528	43877678	id-66213	2.19e-08	-	AAGGGGGCGACATGGCAAGCCAGCAGGGGGCACAG	V_CTCF_BR	23
chr22	43911909	43912059	id-66214	4.24e-07	-	CCGGCACCCCCCGCCCATGCCTCAGGAGGGCGCTG	Upstream_CTCF	11
chr22	43932977	43933127	id-66215	9.84e-06	-	TTCCGACTACCCGGCCCTCCCAGCAGGGGGCCCAT	UpstreamP1_CTCF	26
chr22	43949536	43949686	id-66216	1	+	NA	NONE	1
chr22	43962404	43962554	id-66217	3.1e-07	+	GCTCAGTTCCAAGCTCCTGCCAGCAGGTGCTGGAG	UpstreamP1_CTCF	9
chr22	43988496	43988646	id-66218	9.49e-08	+	CTGGGCAACAAGACAGAGGCCAGAAGGGGGCACTG	V_CTCF_BR	34
chr22	44020467	44020617	id-66219	4.88e-05	-	TGACCCAAGTGCCACAGGAACAGAGGGAGGCGCCC	V_CTCF_BR	6
chr22	44021452	44021602	id-66220	1	+	NA	NONE	4
chr22	44057500	44057650	id-66221	9.81e-06	-	CATGCTGAGTGGACGCATGCCTCCTGGTGGAGGCA	V_CTCF_BR	16
chr22	44139124	44139274	id-66222	5.17e-06	-	TTTGATACACTGGGATTGTCCAGTGGGGGTCGCTC	Upstream_CTCF	30
chr22	44143875	44144025	id-66223	1	+	NA	NONE	17
chr22	44173256	44173406	id-66224	1	+	NA	NONE	12
chr22	44179765	44179915	id-66225	1.38e-07	-	ACTGCTCTTCCCATCTCAGCCTCCTGGTGGCTGAG	Upstream_CTCF	36
chr22	44185486	44185636	id-66226	1	+	NA	NONE	9
chr22	44186460	44186610	id-66227	1	+	NA	NONE	1
chr22	44192641	44192791	id-66228	1	+	NA	NONE	38
chr22	44222404	44222554	id-66229	1	+	NA	NONE	37
chr22	44224100	44224250	id-66230	1	+	NA	NONE	23
chr22	44224913	44225063	id-66231	5.08e-07	+	GCGTTGCAGCACTGGTCCACCAGCTGGTGGCAGTG	V_CTCF_BR	30
chr22	44244697	44244847	id-66232	2.46e-08	-	GTTTGGCTCGAGTCACTGGCCAGCAGGTGGCTCTG	V_CTCF_BR	40
chr22	44256360	44256510	id-66233	1.04e-06	-	AATGCAGTTTTGCGGCTTACCAGCAGAGTGACCCT	Upstream_CTCF	6
chr22	44263888	44264038	id-66234	1.11e-05	+	CCTGCCCTTCCATCCTGGCACGCTGGGTGACCACA	Upstream_CTCF	3
chr22	44279079	44279229	id-66235	2.83e-07	+	GTAGACCTCTCCCAGGGAACCTCTAGGTGGCGCTG	V_CTCF_BR	40
chr22	44280983	44281133	id-66236	1.1e-05	-	CCCGGCAGTGTACCTGTAGCCACACGGGGGCACCA	V_CTCF_BR	39
chr22	44285792	44285942	id-66237	6.43e-06	+	GGTGTCATCAGTCCCACGTCCAGATGAGGGAGCTG	V_CTCF_BR	36
chr22	44292230	44292380	id-66238	2.89e-07	+	GCTGATGTGTGCATGGTGACCTCCAGGAGGCACTA	Upstream_CTCF	23
chr22	44299350	44299500	id-66239	8.21e-06	+	GGCTGAGAGATCATGGTGGCCAGCCGGGGGCAGAG	V_CTCF_BR	0
chr22	44306174	44306324	id-66240	7.1e-07	+	CTGCCAGGAAGCTGCTTCACCACCAGGAGGCTGGG	UpstreamP1_CTCF	15
chr22	44318140	44318290	id-66241	1.84e-06	+	GAGGGCTTCCTGGTCCACTCCAGCTGGGGGCGCTA	V_CTCF_BR	27
chr22	44320093	44320243	id-66242	5.08e-05	+	GGGGCGCTGTTCCTGGGCCCGGGAAGGGGGCGTTG	Upstream_CTCF	36
chr22	44341866	44342016	id-66243	8.62e-10	-	GGTGGACCCACATTGCCGGCCAGTAGAGGGCACCA	V_CTCF_BR	40
chr22	44342280	44342430	id-66244	1.01e-05	-	GCTGGGATCCTCCACGTCACAGGCAGGGGTCACTA	Upstream_CTCF	26
chr22	44351469	44351619	id-66245	7.11e-06	+	CCAGCAGGGCAGACGGGCGCCGCGGGGAGACGCTC	Upstream_CTCF	18
chr22	44370485	44370635	id-66246	1.38e-06	-	AGGTTTCCCCTCCACGGCCCCACCAGAGGGCATCC	V_CTCF_BR	1
chr22	44373455	44373605	id-66247	7.46e-06	+	TGCCAGTGCTCCCTGCACACAGCCAGAGGGCAGCC	UpstreamP1_CTCF	18
chr22	44389150	44389300	id-66248	3e-08	+	ATTGCAGTGCTCTTTGTAGCCACTGGGTGTCAGTG	Upstream_CTCF	40
chr22	44392845	44392995	id-66249	1.64e-06	-	GGGGGATTTCCCCTTAGCGCCTCCAGGAGGACGCA	Upstream_CTCF	3
chr22	44399730	44399880	id-66250	1.64e-06	+	CTGAAGTTGTTCCAAATGACCTGTAGTTGCCGCTG	UpstreamP1_CTCF	32
chr22	44463033	44463183	id-66251	3.16e-06	+	GTGAAATCCCCTTGCCTGGCAGGTAGGAGGCAGTC	UpstreamP1_CTCF	14
chr22	44470166	44470316	id-66252	9.81e-06	-	TGTGTGGCCTGGGCAGCTGCTGCCAGGAGGCGCCA	V_CTCF_BR	6
chr22	44477179	44477329	id-66253	7.8e-08	+	ACTTCTGCAGGGGAGACAGCCGCTAGAGGGCACTG	V_CTCF_BR	40
chr22	44477984	44478134	id-66254	1.21e-05	+	TGTGCACCGCAAGGTGGGGGCACTGGGCGGTAGGT	Upstream_CTCF	5
chr22	44481728	44481878	id-66255	7.11e-06	-	AAGGTAAATCCAAAGAAGGTCAACAGGTGGCGCAG	Upstream_CTCF	39
chr22	44487364	44487514	id-66256	1	+	NA	NONE	38
chr22	44505398	44505548	id-66257	3.81e-05	+	CCAGGAATAAGTTGTACCTCCTCGGGGTGGCAGTG	V_CTCF_BR	2
chr22	44516337	44516487	id-66258	7.27e-06	+	GACTGCGCTGCCTGCTTGTCCTCCTGGGGGCATCG	V_CTCF_BR	7
chr22	44681570	44681720	id-66259	1	+	NA	NONE	8
chr22	44707544	44707694	id-66260	3.65e-05	+	GCCCTAGATGCCCCACTGTCCTCCAGGGGGCCACA	UpstreamP1_CTCF	31
chr22	44712489	44712639	id-66261	3.41e-08	-	CCTGCATTTCCAACAGCTCCCGGGAGATGCCAGGG	Upstream_CTCF	3
chr22	44722216	44722366	id-66262	4.68e-07	-	GCAAGCCTCAGAGAGATGCCCAGCAGAGGGAGGGG	V_CTCF_BR	31
chr22	44723581	44723731	id-66263	3.47e-07	-	TGGTTATGCCCTCCTGGGGACACCAGGGGACACCC	UpstreamP1_CTCF	2
chr22	44725423	44725573	id-66264	1.69e-05	+	CTGGGGCTTTCAGTTTCAGCCACAAGAGGGGCCGG	UpstreamP1_CTCF	15
chr22	44727804	44727954	id-66265	1.55e-08	-	GGCGAGCCCGGGCGAGGGGGCAGCAGAGGGCGCGG	V_CTCF_BR	19
chr22	44732125	44732275	id-66266	4.31e-05	+	TCCCTCCGCCCTTCACCTGCCACTGGGTGGGGCTC	UpstreamP1_CTCF	17
chr22	44744995	44745145	id-66267	1.85e-05	-	AATGACGCCTCACAGACGCCCCCCAGGGAGCGATG	Upstream_CTCF	14
chr22	44747740	44747890	id-66268	4.7e-06	+	CAGGTGGAAGCAGTCCCTGCCTGATGGGGGAACCA	V_CTCF_BR	19
chr22	44753297	44753447	id-66269	7.46e-06	-	ATGCAGATCTTTCCCTTATCCTCAAGGTGGCCTCC	UpstreamP1_CTCF	34
chr22	44756571	44756721	id-66270	3.88e-06	-	GCTCGCAGTCTCCAGCCGGCCGCCAGCTGTAACAG	V_CTCF_BR	26
chr22	44759021	44759171	id-66271	2.43e-06	+	AATGGGCTTCCCCCGCTCCCCACCAGGAGCTGCCT	Upstream_CTCF	6
chr22	44765375	44765525	id-66272	9.88e-07	-	GGTGCCATGCGGGTCGTCCCCTGCAGGAGGTGCTC	Upstream_CTCF	36
chr22	44826823	44826973	id-66273	1.9e-06	+	CCTGCCACATCCTAGTGGCCCAGGAGGTGGCCTTG	Upstream_CTCF	2
chr22	44833965	44834115	id-66274	1.14e-06	+	TGGCAATTCGCCCGTCCTGCAGCCAGAGGGCCGTG	UpstreamP1_CTCF	20
chr22	44840773	44840923	id-66275	3.88e-07	-	CTGGAGACCCCCCTAGCATCCAGCAGGAGGCAGCA	UpstreamP1_CTCF	34
chr22	44856798	44856948	id-66276	1	+	NA	NONE	10
chr22	44952033	44952183	id-66277	1	+	NA	NONE	4
chr22	44963908	44964058	id-66278	2.93e-08	-	TTGAAGTCCTTGCCATCTTCCAGCAGGTGGCAGTA	UpstreamP1_CTCF	39
chr22	44979776	44979926	id-66279	1.19e-06	-	TGGTCTGGCTGGGTCGGGGGCAGTAGGGGGCGATG	V_CTCF_BR	3
chr22	45019664	45019814	id-66280	7.27e-06	-	CTTTGCACCGTGAAGACGGCCAAGGGGTGGCGCTC	V_CTCF_BR	36
chr22	45022215	45022365	id-66281	2.47e-08	-	GCTGCCTTCTCTTCATCAACCACTAGGTGGCAGCA	Upstream_CTCF	40
chr22	45034946	45035096	id-66282	5.72e-07	-	GTGCTCCCGAGCGGCCCTGCCAGCAGACGGCGGGC	UpstreamP1_CTCF	8
chr22	45064158	45064308	id-66283	5.98e-05	-	AAGCCCCGACCTGAGCGGGGCGCTAGAAGCCGGGA	UpstreamP1_CTCF	10
chr22	45064469	45064619	id-66284	5.68e-06	+	CGAGTCCCTGGGGGCTGCGGCGGCTGCGGGCGCCC	V_CTCF_BR	4
chr22	45065684	45065834	id-66285	2.2e-07	-	GTGCAGAAGGCCGGAGGGGCCACAGGGAGGCGCCC	UpstreamP1_CTCF	39
chr22	45080721	45080871	id-66286	9.49e-08	-	ACTTCCCTTCCCCTGAGAGCCACAAGAGGGCAGTA	V_CTCF_BR	39
chr22	45093395	45093545	id-66287	6.2e-10	+	GAGGGAACACCAGGCTTCGCCACCAGGGGGCGGAC	V_CTCF_BR	40
chr22	45098906	45099056	id-66288	1.97e-06	+	GCCCCCTGTCCTCCAGCTGTCAGCAGGGGGTGCGG	V_CTCF_BR	26
chr22	45125667	45125817	id-66289	2.2e-06	-	AGCTCAGTTCCCGGGCTGGCCGGGGGGTGGCTCTG	Upstream_CTCF	24
chr22	45131831	45131981	id-66290	3.73e-14	-	CCTGCAATCCCAAGAGTGGCCACCAGGTGGCGGGC	Upstream_CTCF	40
chr22	45172980	45173130	id-66291	4.65e-05	-	AGGGGAAGGCCTGGGCCCAGCGGGAGGTGGTAGAG	V_CTCF_BR	5
chr22	45204315	45204465	id-66292	1.26e-07	+	GCAGGAGGAGGCATTGTGGCCACAAGGGGTCGCAG	V_CTCF_BR	39
chr22	45216602	45216752	id-66293	1.67e-07	+	GGGTCCGATTCTTTCTCGTCCACTAGGGGGAGCCA	V_CTCF_BR	40
chr22	45224178	45224328	id-66294	1.05e-08	+	CCTGCAGTGACCTCGGTCCCCTCCTGGGGGCACTG	Upstream_CTCF	39
chr22	45285594	45285744	id-66295	1.92e-06	+	CAGCAGGGGTCCTCATTGGCTAGCACAGGGAAGAA	UpstreamP1_CTCF	17
chr22	45309222	45309372	id-66296	4.3e-08	+	GTGTAGTGGCCAAAAGTCCCCACCAGGTGCTGTCC	UpstreamP1_CTCF	14
chr22	45353282	45353432	id-66297	4.99e-07	+	ACTGTCCGTCCTCATGCTGCCTCCAGAGGGAGTTC	Upstream_CTCF	35
chr22	45364728	45364878	id-66298	3.28e-05	-	ACAGAGCCAAGTCAGAGAGCCCCCAGTGGCCACAG	V_CTCF_BR	33
chr22	45371616	45371766	id-66299	1.39e-07	+	GGCTCCACTTCCAACTCGCCCAGGAGAGGGCGCTG	V_CTCF_BR	40
chr22	45384684	45384834	id-66300	3.09e-07	+	GAAGTCCACGTGGAGGGCCCCAGCAGATGGCAGTG	V_CTCF_BR	30
chr22	45395903	45396053	id-66301	1.77e-05	+	GCGGCAAAGCCTGCCCCAAGCGGAAGGAGCCGGCA	Upstream_CTCF	1
chr22	45410640	45410790	id-66302	3.16e-05	+	GCTGCCTTCTGCTAAGCTGCCTGGAGGCGGAGTGA	Upstream_CTCF	2
chr22	45464357	45464507	id-66303	3.36e-05	+	AGGAAGTACACCTCACCCACAGCTGGAGGGCACTG	UpstreamP1_CTCF	2
chr22	45477515	45477665	id-66304	1	+	NA	NONE	13
chr22	45478770	45478920	id-66305	8.34e-07	-	CGGCAGCACAGCATAGCAGGCTGCAGGGGCCAGGA	UpstreamP1_CTCF	38
chr22	45486605	45486755	id-66306	8.02e-05	+	CCTGCAGCTACGGACTTGGCCTGTTGGCGTTTTCA	Upstream_CTCF	15
chr22	45492260	45492410	id-66307	1.1e-06	-	CTGGTGGCCCCTCTCTCTGTCACTAGATGGCACTG	V_CTCF_BR	40
chr22	45497828	45497978	id-66308	2.83e-07	+	TGGATGTCCTGCTCATCTGCCACCGGGTGGCGCAA	V_CTCF_BR	39
chr22	45499801	45499951	id-66309	1.22e-07	+	GTGCAGATGCCGGAAGCCTCAACCAGAGGGAGCCA	UpstreamP1_CTCF	31
chr22	45555722	45555872	id-66310	1	+	NA	NONE	26
chr22	45559445	45559595	id-66311	1.85e-07	+	CTGCAGCTCCCACACGCGGACACCGCGGGCCTCGG	UpstreamP1_CTCF	28
chr22	45561833	45561983	id-66312	6.15e-05	-	CCAACAGTGCCCAGCTCAAACAGCAGGTGTCCTGT	Upstream_CTCF	9
chr22	45567848	45567998	id-66313	1	+	NA	NONE	13
chr22	45588609	45588759	id-66314	6.8e-06	+	CTCCACTTCTGAGGCTCCCCCTGCGGGAGGAGCTC	UpstreamP1_CTCF	31
chr22	45602308	45602458	id-66315	1.5e-05	-	CCCGCCGTCCACTAAGAGCTCAGTAGGTGTCACTA	Upstream_CTCF	2
chr22	45605170	45605320	id-66316	7.42e-12	-	GCTGCAGTGCTGAGGGTGGCCTGCAGGGGGCAGGC	Upstream_CTCF	40
chr22	45607919	45608069	id-66317	1.19e-06	+	GCGGTCATCCTTGAAGCACCCTGCAGAGGGAGGCC	V_CTCF_BR	11
chr22	45608345	45608495	id-66318	4.21e-05	-	GTTCCCGCTGGGACTGCCGCAGCCAGGGGGAGTGG	V_CTCF_BR	22
chr22	45638699	45638849	id-66319	4.01e-05	-	AAACGCATGGCAGTGGGAACAGGCAGGGGGTGCTG	V_CTCF_BR	35
chr22	45647852	45648002	id-66320	3.45e-05	-	GACGCCTCCTCCCCTGGAGCCTCTGGAGGCAGCAC	V_CTCF_BR	11
chr22	45659746	45659896	id-66321	1.31e-05	+	GAGCCACGTGCTTCCGGAGCCTCCTGCGGCCACCC	V_CTCF_BR	40
chr22	45664983	45665133	id-66322	5.23e-10	+	CCGAACCGCCCGCGTTGCGCCGCCAGGGGGCGCCC	V_CTCF_BR	39
chr22	45681387	45681537	id-66323	1	+	NA	NONE	19
chr22	45697984	45698134	id-66324	1	+	NA	NONE	7
chr22	45702446	45702596	id-66325	3.4e-06	-	GCTGTGATGCCATTGCTGAGCAGCAGGCGGGGTGT	Upstream_CTCF	1
chr22	45705778	45705928	id-66326	2.4e-05	+	TGCCGGCTAACGCGGAGGGGCGCCTGGAGGCGGCG	V_CTCF_BR	16
chr22	45713601	45713751	id-66327	2.94e-06	-	CCTGCAGAGCTCTGGCCTGCCACTTGGTGGGCAGC	Upstream_CTCF	37
chr22	45731092	45731242	id-66328	1.75e-07	+	CTGCCGTTCCCAGTCACTGCCTCAGGGTGGCCGAG	UpstreamP1_CTCF	28
chr22	45740362	45740512	id-66329	1	+	NA	NONE	30
chr22	45789619	45789769	id-66330	1	+	NA	NONE	14
chr22	45793798	45793948	id-66331	1.38e-09	-	GTGGGGCAGCTGCCCTCTGCCAGCAGAGGGCAGAG	V_CTCF_BR	19
chr22	45809693	45809843	id-66332	1	+	NA	NONE	15
chr22	45831664	45831814	id-66333	1.12e-09	-	TGTGTTGTGCTGCTGGTCACCAGCAGAGGGCGCAC	Upstream_CTCF	40
chr22	45837161	45837311	id-66334	5.08e-07	+	TCTACTGGAGAGCTGTCCACCAGCAGGTGGCACAT	V_CTCF_BR	40
chr22	45858278	45858428	id-66335	4.59e-07	-	GGGCACTGCCTTATTACTGCCAGATGGTGGCAGAA	UpstreamP1_CTCF	23
chr22	45898500	45898650	id-66336	5.34e-06	-	GGCCTGGATCCCAGACTTCCCCGGAGGGGGCACAG	V_CTCF_BR	29
chr22	45911629	45911779	id-66337	1	+	NA	NONE	5
chr22	45922865	45923015	id-66338	1.41e-05	+	ATGCTCCCTACACTTTCTGGCAGCGGAGGGCGTAG	UpstreamP1_CTCF	1
chr22	45929806	45929956	id-66339	4.01e-05	-	GCAGGCAGTCGCCCAGGCAGCCACAGAGGGCGCAG	V_CTCF_BR	3
chr22	45933602	45933752	id-66340	1	+	NA	NONE	5
chr22	45933850	45934000	id-66341	1	+	NA	NONE	8
chr22	45937980	45938130	id-66342	2.72e-06	-	ATGTCCCTTCCCACAGGGCTCAGCAGGTGGCGCGC	UpstreamP1_CTCF	2
chr22	45945032	45945182	id-66343	4.21e-05	+	AGCCCCCTTTTCTACGAATGCTCTAGGGGGCAGTG	V_CTCF_BR	38
chr22	45948445	45948595	id-66344	6.82e-05	-	AGTCCTGTCTGTCAAGGCTCCCGAAGGAGGCGCTC	V_CTCF_BR	33
chr22	45949743	45949893	id-66345	5.21e-08	-	CCAGCCTGGATGGGGCTGGTCAGCAGGTGGCGCTA	V_CTCF_BR	40
chr22	45969540	45969690	id-66346	1.41e-05	+	GAGCACTGCCGTGGGACTCAGGCTAGGGGTCACTG	UpstreamP1_CTCF	33
chr22	45973990	45974140	id-66347	6.53e-09	+	AGAGCGTTTTGGAGCCTGGCCTCCAGGTGGCGCTG	V_CTCF_BR	40
chr22	45989941	45990091	id-66348	2.15e-05	-	ATCGCAAACATGAGAGCTGCCACCAGGGGCCTGGT	V_CTCF_BR	14
chr22	46034954	46035104	id-66349	7.73e-06	+	GGGGACGCCAGCCCAGTGGCCAGATGAGGCCGACG	V_CTCF_BR	16
chr22	46041577	46041727	id-66350	2.06e-10	+	GCGGCACCTCCCCGGGCGCCCAGCAGGTGGCGGTG	Upstream_CTCF	40
chr22	46127736	46127886	id-66351	1.73e-05	+	GATAGATTTGCCTTTGTTTCCAGCAGGAGGAGCAG	V_CTCF_BR	39
chr22	46153187	46153337	id-66352	6.8e-06	-	TTTCTGTCCCTGCTCCCAGCCAGCAGGCGCTGCTG	UpstreamP1_CTCF	21
chr22	46227484	46227634	id-66353	1.38e-07	-	ATTGCTGTTCCACTGCCGAACAGCTGGTGGCCCTA	Upstream_CTCF	40
chr22	46228197	46228347	id-66354	1.13e-05	+	CTGCACCCTCCTCCTCAGCTCTCCAGGGGTCTGGC	UpstreamP1_CTCF	26
chr22	46259900	46260050	id-66355	1.34e-10	+	GCGGCAGTACCCCCTCCCCCCACCAGGGGGCATTT	Upstream_CTCF	40
chr22	46263106	46263256	id-66356	5.08e-07	-	GAGGACTGGGCCGGGCCATCCCGCAGAGGGCAGTG	V_CTCF_BR	29
chr22	46302193	46302343	id-66357	1.85e-05	+	CCTCCAGTCCTGATGTCTTCCGCAGGGTGGCCCAA	Upstream_CTCF	11
chr22	46307508	46307658	id-66358	3.22e-05	-	GTGCAGTGATGCCCTGCATCCTAAGGTTGGCTGGA	UpstreamP1_CTCF	9
chr22	46312523	46312673	id-66359	5.34e-06	+	TGCTGGCCTCAGGCCCTTGCCTGCAGATGGAGTGA	V_CTCF_BR	3
chr22	46318281	46318431	id-66360	2.46e-06	+	TAGCTTTTCTGTGTCCATGCCGCCAGGTGGGGCTG	UpstreamP1_CTCF	4
chr22	46344194	46344344	id-66361	3.63e-06	-	CCCGCTTTGTGGTGAGCAGCCTGTGGGTGGCGCCT	V_CTCF_BR	9
chr22	46351070	46351220	id-66362	8.21e-05	-	CCTCTCCCCAGCCCCCTCGCCTCCATGTGGAAGGA	V_CTCF_BR	6
chr22	46357860	46358010	id-66363	1.04e-05	+	GTCCGCTTGCTCCCTCGCGCCCCCGGCGGGCGGCT	V_CTCF_BR	1
chr22	46365313	46365463	id-66364	4.11e-08	-	AGTGCAGGAGCTCCCAGGGCCAGCGGGGGTCAGTA	Upstream_CTCF	35
chr22	46366749	46366899	id-66365	1	+	NA	NONE	9
chr22	46366998	46367148	id-66366	2.43e-06	-	CCGGGGTCGCCTGACGCGGCCAGAGGGGGCAGCCG	V_CTCF_BR	6
chr22	46368242	46368392	id-66367	6.84e-06	+	GCATGGCGCTGGGTCTGGGGCAGCGGCGGGAGCTG	V_CTCF_BR	3
chr22	46374536	46374686	id-66368	1.99e-07	-	CCCAGCTCCCTCAGTGCCGCCGCCGGGTGGCAGCA	V_CTCF_BR	40
chr22	46375028	46375178	id-66369	3.06e-08	-	ACGCCGGCTCTCCCCGCGGCCGACAGGGGGCAGCA	V_CTCF_BR	40
chr22	46390820	46390970	id-66370	1.55e-08	+	CTGACAATGCCCAGCATGCCCACCAGAGGGCGCTC	V_CTCF_BR	40
chr22	46392514	46392664	id-66371	1.92e-05	-	CAGCATAGACCACAGCCGGCCACCAGGCCGTGGAG	UpstreamP1_CTCF	8
chr22	46396913	46397063	id-66372	6.05e-06	-	CTCCCTCTAGCTGAGGCCCCCACTGGGGGGAACAG	V_CTCF_BR	28
chr22	46398528	46398678	id-66373	6.48e-05	-	CCTCTGTCCCTCCATTTCTCCATCAGTGGCCACCA	UpstreamP1_CTCF	6
chr22	46402321	46402471	id-66374	7.33e-10	+	CCACCATGTGTCACTGCAGCCACCAGGGGGCAGCA	V_CTCF_BR	40
chr22	46402606	46402756	id-66375	1.7e-05	-	GCCTCAATTTCCCCATCTGCAGACAGGAGGCGGGC	Upstream_CTCF	12
chr22	46404002	46404152	id-66376	2.53e-05	+	TGACCGGGCTGGGCTGCAGCAGGCAGGTGGCGTGG	V_CTCF_BR	11
chr22	46409362	46409512	id-66377	6.9e-05	+	GGAACATTCCCAGGAAAGGTCGCTGGGGGGCAGAC	Upstream_CTCF	40
chr22	46417701	46417851	id-66378	3.4e-06	-	CCCATGTTGCACGAGTGTGACTGCAGAGGGCTCCA	V_CTCF_BR	3
chr22	46425826	46425976	id-66379	4.65e-06	+	CAGCAACTCTCCCTGGTGGCCTCTGCAGGGAGCAT	UpstreamP1_CTCF	9
chr22	46432763	46432913	id-66380	2.96e-05	+	CCTTAGCTCACTGCTGCCTCCTCGAGTTGGAAGAC	V_CTCF_BR	37
chr22	46448783	46448933	id-66381	1.64e-05	-	GAGGCCCCCCAGTGGGGCACTTCCAGCGGGAACTG	V_CTCF_BR	17
chr22	46451954	46452104	id-66382	8.5e-06	+	TCGGCTGTGCTCCCAGACGCCAGGGGACGACACAA	Upstream_CTCF	16
chr22	46457794	46457944	id-66383	6.98e-07	+	CGTGCCCGCCCTGGGGCTGCCTGGAGGAGGCGCAC	V_CTCF_BR	2
chr22	46495675	46495825	id-66384	1.93e-05	+	AATGTAATCCCTCTGACATCCCACAGGCAGCAGTG	Upstream_CTCF	18
chr22	46501150	46501300	id-66385	5.74e-05	+	CTGGAGGGCAGTGTGCCTCCTAGAAGAAGGCAGGA	UpstreamP1_CTCF	17
chr22	46504791	46504941	id-66386	6.51e-07	+	CTGGCAGGGCACAGGCTTCCCAGCAGGGGGACATG	Upstream_CTCF	26
chr22	46510569	46510719	id-66387	4.7e-06	-	ACGTCCCTTTGCCCTTGGCCCACAGGGTGGCAGCA	V_CTCF_BR	21
chr22	46512414	46512564	id-66388	2.1e-06	+	TGTGCATTTCCCGACAGCGACACCGTGTGGCAGCA	Upstream_CTCF	40
chr22	46516143	46516293	id-66389	5.41e-06	-	CCAGCCTCTCCTGGCCCAGGCAGCAGGGGGACTGC	Upstream_CTCF	17
chr22	46518416	46518566	id-66390	4.38e-09	+	GCGGCGGCTTCTGGCTTGACCACCAGGTGGCGCCT	V_CTCF_BR	40
chr22	46527120	46527270	id-66391	1.04e-07	-	TGGCACCTGCCCAGCGCTCCCAGGAGAGGGCGCTC	V_CTCF_BR	37
chr22	46527351	46527501	id-66392	1	+	NA	NONE	2
chr22	46530136	46530286	id-66393	2.97e-06	+	AGCTCTGCATCTCCCTCCTCCTGCAGAGGGCAATG	V_CTCF_BR	6
chr22	46646012	46646162	id-66394	1.47e-05	+	GCGCGGAACTCAGTCCCGGCGAGCGGGAGGCACCC	V_CTCF_BR	10
chr22	46646364	46646514	id-66395	1	+	NA	NONE	17
chr22	46658463	46658613	id-66396	7.02e-05	-	GCGTGAGGATCAACACGGACCAGAAGGGCGCCCCC	UpstreamP1_CTCF	23
chr22	46658906	46659056	id-66397	1	+	NA	NONE	6
chr22	46689592	46689742	id-66398	1	+	NA	NONE	7
chr22	46692505	46692655	id-66399	7.84e-05	-	GGAAGTCTGCCCGGCCTGGCCGCCAAGTGTCACTA	V_CTCF_BR	32
chr22	46710282	46710432	id-66400	6.46e-07	-	AGGCGAAGGCTTTCCCTTACCACTAGATGGCAGCT	V_CTCF_BR	39
chr22	46745199	46745349	id-66401	1	+	NA	NONE	1
chr22	46748291	46748441	id-66402	2.97e-06	+	AGAAGGCTCTGTGGGGCGGCCGGGGGCGGGCACGG	V_CTCF_BR	0
chr22	46751400	46751550	id-66403	1.22e-08	+	AGTGCCACTTCCGATTCCGCCACCAGATGGCACTA	V_CTCF_BR	40
chr22	46753117	46753267	id-66404	3.81e-05	+	TCAGAGTACACCGAGGGGACCTGCAGAGGGGGCTG	V_CTCF_BR	14
chr22	46758188	46758338	id-66405	1	+	NA	NONE	1
chr22	46762810	46762960	id-66406	1.56e-06	-	CACCAGGGCCACCCTGCTGACGGTAGGAGGCGCCG	UpstreamP1_CTCF	4
chr22	46763629	46763779	id-66407	1.38e-06	+	TCACAGCCAGCAGCCCCAGCAGCCAGGTGGCGCTG	V_CTCF_BR	40
chr22	46766552	46766702	id-66408	7.55e-07	-	TGGTCCTGGTTAACTGGCTCCTCCAGAGGGCAGTG	V_CTCF_BR	2
chr22	46782383	46782533	id-66409	2.66e-05	+	GCCGCCCTGGTGGCTGGGGCCAGGAGGGCGCTGCC	V_CTCF_BR	27
chr22	46786582	46786732	id-66410	3.31e-06	-	GTGCATGGGATCGTGGCTGCCGGCAGATGGTGTTG	UpstreamP1_CTCF	30
chr22	46786835	46786985	id-66411	3.63e-05	-	TACCAGGAAATACACAAAGCAGGCAGAGGGCGCAA	V_CTCF_BR	9
chr22	46795622	46795772	id-66412	1.47e-05	+	TTAACATTCTTCAGCTCGATCAGCAGGTGGTGCCA	V_CTCF_BR	6
chr22	46840598	46840748	id-66413	1.04e-07	-	GGAGAGATCCACCCTGGAGCCTCCAGAGGGAGCTG	V_CTCF_BR	31
chr22	46929479	46929629	id-66414	2.27e-05	+	ACAGACACCTCCATGAGCGCCTCCAGCGGCCGGTT	V_CTCF_BR	11
chr22	46932273	46932423	id-66415	1.38e-06	-	CGGGCCCGGCGGGGCACGAGCGGCAGAGGGAGCCT	V_CTCF_BR	1
chr22	46934558	46934708	id-66416	2.68e-05	+	AGTGCAGCCCTTAGGCCTCCCAGTGGTCGGGGACG	Upstream_CTCF	33
chr22	46938302	46938452	id-66417	7.09e-08	-	GGGTAGAGCCCATGCTTGGCCACTAGGGGCCAGTG	UpstreamP1_CTCF	40
chr22	46959327	46959477	id-66418	2.46e-06	+	GGGCCGAGGCCGTGAGCAGCCACAAGGTGGCCCCA	UpstreamP1_CTCF	40
chr22	46959759	46959909	id-66419	5.93e-06	+	AGGGCTGTGCCCCTGGAAGCCACGTGGGGCAGACT	Upstream_CTCF	28
chr22	46964222	46964372	id-66420	5.55e-07	+	GCTGTGCTGTCACCTGCTGCCAAAAGGTGGCATAA	Upstream_CTCF	27
chr22	46971454	46971604	id-66421	1.04e-05	+	GCCTGGAGGGTTTGGACAGCGGGGAGGGGGAGCCA	V_CTCF_BR	2
chr22	46974822	46974972	id-66422	1	+	NA	NONE	4
chr22	46978206	46978356	id-66423	4.71e-06	-	AGAGAGGTCCCAGGAACGGCCGGCAGGGGAACCCA	Upstream_CTCF	4
chr22	46992796	46992946	id-66424	6.8e-06	+	AGGGCTGGCTTAGCTGCTGCCTCCAGGTGGGATCG	Upstream_CTCF	8
chr22	47005037	47005187	id-66425	1	+	NA	NONE	3
chr22	47008336	47008486	id-66426	8.71e-06	+	TGCTTGGTCCTGAGAATAGCCTGTAGCAGGCGCTG	V_CTCF_BR	5
chr22	47031773	47031923	id-66427	4.68e-07	-	TGGGCGCTCCCACACGCAGCCAGGAGGAGGCACAC	V_CTCF_BR	22
chr22	47035970	47036120	id-66428	2.96e-05	+	ACGCTAGTTAAGTCATCAACCACCAGAGGCTGCCT	UpstreamP1_CTCF	4
chr22	47052268	47052418	id-66429	1.48e-06	-	CAGGAGTAGCCGTACAGAAACAGCAGGGGGCCGTG	UpstreamP1_CTCF	3
chr22	47056727	47056877	id-66430	4.03e-06	-	GGGCAGGGGCACTAGACGGCCACTAGGGTCTGCTT	UpstreamP1_CTCF	11
chr22	47061355	47061505	id-66431	4.73e-07	+	CCTGGTCTCCCCACTGGGGCCGCCTGGTGGGGGGA	Upstream_CTCF	2
chr22	47062613	47062763	id-66432	1.47e-05	+	TGTGTGTGTTTTCTGTTCGCCAGGGGGTGGCGGAT	V_CTCF_BR	1
chr22	47066174	47066324	id-66433	5.96e-07	+	TGGCCATCAGGTGGCATCACCAGGAGTGGGCAGAG	V_CTCF_BR	27
chr22	47077008	47077158	id-66434	1	+	NA	NONE	34
chr22	47080005	47080155	id-66435	5.08e-05	+	GTTGCAGATACAGCCATGGACAGAGGCAGGAAGGG	Upstream_CTCF	1
chr22	47089634	47089784	id-66436	7.84e-05	-	TGAGTCCTCACCCCAGGAGTCCGCTGGGGGAACCA	V_CTCF_BR	3
chr22	47135124	47135274	id-66437	1.39e-07	+	GGCCTTGCTGCTGTGCCTGGCACCAGGTGGCAGCA	V_CTCF_BR	33
chr22	47140605	47140755	id-66438	7.91e-05	+	ATGCAGGAGTAGGCAGTCACCACATGGGATCCACA	UpstreamP1_CTCF	1
chr22	47154809	47154959	id-66439	3.36e-07	+	TGACTCTCCCCTAGAACCTCCAGAAGGGGGCAGCC	V_CTCF_BR	40
chr22	47170082	47170232	id-66440	4.5e-05	-	CCTCTTGTCTGCAAAGAGAACACCAGGGGGGACCT	UpstreamP1_CTCF	11
chr22	47193458	47193608	id-66441	7.49e-07	-	AAGAAATGTCTGTGTGTGTCCTCCAGAGGGCAGGG	UpstreamP1_CTCF	39
chr22	47194601	47194751	id-66442	3.67e-09	+	GGTGCAACGCCTGGCTTGGCCAGGAGGTGGCGAGT	Upstream_CTCF	40
chr22	47199355	47199505	id-66443	8.84e-10	-	CTGCAAAGACAGCACCTGGCCACTAGAGGGCGACG	UpstreamP1_CTCF	40
chr22	47211844	47211994	id-66444	2.91e-05	+	GAAGCAGATTGGATTTTACCCTGCAGGTGGTGTCA	Upstream_CTCF	11
chr22	47223018	47223168	id-66445	6.05e-06	-	GTTAGAAGCCTGACCTGAACAGGCAGGGGGCGCCA	V_CTCF_BR	23
chr22	47223834	47223984	id-66446	1.47e-05	+	GTCGTGCAGTGTAATTTCCCCACAAGGTGTCACTG	V_CTCF_BR	23
chr22	47229213	47229363	id-66447	4.71e-06	+	ACTGCTAAGCTACCTGTCACCACTTGAGGGCCTTT	Upstream_CTCF	36
chr22	47241353	47241503	id-66448	1	+	NA	NONE	33
chr22	47274573	47274723	id-66449	8.56e-05	-	CTGCAGTCCCTGTGCACAGGAAGGAGGCGCTGATG	UpstreamP1_CTCF	13
chr22	47292572	47292722	id-66450	2.66e-05	-	CCAGTCCACGGTGAAGAGGAAACCAGTGGGCGGTG	V_CTCF_BR	1
chr22	47299117	47299267	id-66451	7.17e-05	+	GGGGCTCCCCTTCGAGAACCCACAGGATGGTAGCA	Upstream_CTCF	9
chr22	47327409	47327559	id-66452	3.36e-07	+	TCACCCAAGTCGGCCACAGCCAGCAGAGGGTGCCT	V_CTCF_BR	35
chr22	47327927	47328077	id-66453	1	+	NA	NONE	2
chr22	47361162	47361312	id-66454	1	+	NA	NONE	0
chr22	47381154	47381304	id-66455	1	+	NA	NONE	14
chr22	47381482	47381632	id-66456	3.11e-05	+	ATCACAGTTTATCCATCCTCCTGTTGGTGGCAGCC	V_CTCF_BR	18
chr22	47392603	47392753	id-66457	1.24e-05	-	CTAAGGGAGCACACACATGACACTAGGGGGTGCTG	V_CTCF_BR	39
chr22	47408564	47408714	id-66458	4.7e-06	-	AATAAGCTACTCCTTTTGTCCTGCAGGGGGCTGAA	V_CTCF_BR	35
chr22	47440725	47440875	id-66459	9.11e-08	-	GGTGCTGGAGCACGCCAGGCCTGCAGGGGGAAGAA	Upstream_CTCF	10
chr22	47446130	47446280	id-66460	1.37e-05	+	CATGAGCCACCGCGCCTGGCCGAGAGGGGGCATTT	Upstream_CTCF	1
chr22	47460436	47460586	id-66461	2.04e-05	-	CCCTGCCAGGCCCTGAGGAGGACGAGGGGGCAGTG	V_CTCF_BR	8
chr22	47484552	47484702	id-66462	6.84e-06	+	TCACCAGTAGCATTCAGAACCACGAGAGGGAGCTT	V_CTCF_BR	8
chr22	47507555	47507705	id-66463	6.8e-06	-	CAGCTGGACGAGCTTTCAACCAGCAGGAGGTCAGC	UpstreamP1_CTCF	3
chr22	47521595	47521745	id-66464	4.88e-06	-	GGGTCCCTCTCCACAGCAGCCGGTAGGGGGCCCTT	UpstreamP1_CTCF	35
chr22	47525416	47525566	id-66465	1	+	NA	NONE	1
chr22	47550369	47550519	id-66466	1.43e-05	-	TCTGCTCCTAAAGCAGAAATCACCAGGAGGGGGCC	Upstream_CTCF	22
chr22	47565239	47565389	id-66467	7.73e-06	-	CACCATCTCAACAAAGCCACAGCCAGAGGGCAGCG	V_CTCF_BR	38
chr22	47586662	47586812	id-66468	4.31e-07	+	TGGGCAGGAGAGATTTTATCCAGCAGGTGGCACGA	V_CTCF_BR	5
chr22	47595520	47595670	id-66469	1.72e-06	-	GGCGGCGTTCTCACGGAGGCCCCCAGATGGGGCTG	Upstream_CTCF	9
chr22	47596228	47596378	id-66470	1.59e-06	+	GGAAAGAGACATGAAGGGGCCAGCAGGAGGAAGCA	V_CTCF_BR	11
chr22	47609438	47609588	id-66471	2.17e-08	+	GTTGCAGGGCTCAGACTGCCCACTAGTGGGAGCTC	Upstream_CTCF	40
chr22	47643388	47643538	id-66472	1.48e-06	+	TACTCACTGCACACCCCGGCCTGCGGAGGGTGCCC	V_CTCF_BR	17
chr22	47671582	47671732	id-66473	2.1e-06	-	GCTGCAAAGCAGTCACTGCACAGTAGGTGGCTTGG	Upstream_CTCF	22
chr22	47804274	47804424	id-66474	9.81e-06	+	GGTTATGATGCTGCAGCCCCCGCCAGGTGGAGACG	V_CTCF_BR	9
chr22	47805734	47805884	id-66475	7.84e-05	-	GCATCAGGGCGCCCCTGTGAGGGCAGCGGGCAGCT	V_CTCF_BR	1
chr22	47814330	47814480	id-66476	1.22e-07	+	GATGCAGTGTTCCTCCTTTCCAGAAGATGCAGCCC	Upstream_CTCF	6
chr22	47826589	47826739	id-66477	2.06e-09	+	CTGCACTGGCATCACGTGTCCAGCAGGGGCTGCGA	UpstreamP1_CTCF	31
chr22	47830563	47830713	id-66478	8.34e-07	-	CGGCGATGAGCGAGGAGGTCCTCTAGGTGGCAGGG	UpstreamP1_CTCF	3
chr22	47848084	47848234	id-66479	4.02e-07	+	GGTGCAGAACACACAATGACCACTAGTGGGGGTGT	Upstream_CTCF	28
chr22	47910440	47910590	id-66480	1.48e-06	-	GGGACAGTTCTCTCTGCAGCCAGCAGAGGCAGCAG	V_CTCF_BR	8
chr22	47911539	47911689	id-66481	1	+	NA	NONE	9
chr22	47958318	47958468	id-66482	2.18e-07	+	ATGGGAGGACCAGGGGCTGCCTGCAGAGGGTGCTC	V_CTCF_BR	4
chr22	47976000	47976150	id-66483	2.96e-05	-	ACTATTTTGAGTCCCTCATGCAGCAGGGGGTGCAA	V_CTCF_BR	3
chr22	47981880	47982030	id-66484	8.16e-07	-	TGATCTTTGTCCCTGGTTCCCAGCAGAGGGCACCT	V_CTCF_BR	4
chr22	47995731	47995881	id-66485	1.71e-06	+	GTCAGGTGGCGGAGGATGACCAGCAGGGGCCGTCG	V_CTCF_BR	7
chr22	48009748	48009898	id-66486	1	+	NA	NONE	5
chr22	48019617	48019767	id-66487	2.73e-07	-	AATTCACTGCCAGGAGCGCCCAGCAGGGGAGGGAA	Upstream_CTCF	2
chr22	48022770	48022920	id-66488	6.46e-07	+	GGCTCCTGCTACCATCTTGTCAGTAGAGGGCACCC	V_CTCF_BR	11
chr22	48112863	48113013	id-66489	1	+	NA	NONE	0
chr22	48172196	48172346	id-66490	1	+	NA	NONE	7
chr22	48179932	48180082	id-66491	1.71e-06	-	CCCAAGGCTGAAGGAGGGCACTGCAGAGGGCGCTG	V_CTCF_BR	2
chr22	48191368	48191518	id-66492	1.84e-06	-	GGGACACAAGGCCTGATCGCCAGGAGGGGTCACCT	V_CTCF_BR	5
chr22	48233584	48233734	id-66493	3.36e-07	-	TGGCTTAGGTAATCCCCAGCCACAAGGGGGCAACA	V_CTCF_BR	36
chr22	48237988	48238138	id-66494	5.68e-06	+	AGCCCATGATCAAAGTTGCCCTGAAGGTGGAGCCC	V_CTCF_BR	5
chr22	48311495	48311645	id-66495	1.04e-05	-	TACACGACTGTTGTGGCTGGCACATGGGGGCACTG	V_CTCF_BR	4
chr22	48399883	48400033	id-66496	4.43e-05	-	GGGGGGAAAGGAGAGTCTTTCAGCAGCTGGAGGGC	V_CTCF_BR	5
chr22	48466739	48466889	id-66497	1	+	NA	NONE	3
chr22	48581539	48581689	id-66498	1	+	NA	NONE	0
chr22	48657610	48657760	id-66499	1.73e-08	-	CTGCTGGGGCAGCTGAGGTCCTCCAGGGGGCATCC	UpstreamP1_CTCF	6
chr22	48819352	48819502	id-66500	6.51e-07	-	TCTGCTGTCCCTGGCTGCAGCCCCAGGCGGCGTCT	Upstream_CTCF	3
chr22	48884007	48884157	id-66501	1	+	NA	NONE	17
chr22	48888296	48888446	id-66502	4.66e-08	-	ACTGCAGGTCTTTCTCCGGCCAGACGGTGGAGCCC	Upstream_CTCF	40
chr22	48912968	48913118	id-66503	1.34e-06	-	TAGCAGTTGCTTTGGCTTCCCTGCTGGGGGCAGGA	UpstreamP1_CTCF	16
chr22	48917086	48917236	id-66504	3.81e-05	-	GAGAATGTCTGCAAACTGAACGCCAGGGGTCCCTG	UpstreamP1_CTCF	9
chr22	48951094	48951244	id-66505	1.06e-05	+	AGAGCAATCCCCTGTCTCACCAGCAGAGCAAGCGG	Upstream_CTCF	13
chr22	48951559	48951709	id-66506	7.73e-06	+	GGGGATGGGGGCGCTGTGGCCGCTGGCTGGAGGCT	V_CTCF_BR	1
chr22	48960633	48960783	id-66507	2.94e-06	-	CCTCCTCTTTTTTGCAGGGCCACTGGGGGGCGGGT	Upstream_CTCF	1
chr22	48961060	48961210	id-66508	1	+	NA	NONE	4
chr22	48970984	48971134	id-66509	1.02e-07	+	CTGCAGTGAGGCCCCTGCGCACCTAGGTGGAGCCC	UpstreamP1_CTCF	24
chr22	48972673	48972823	id-66510	4.41e-06	+	CCCGCACGCCGCCGGGCCCTCGGTAGATGGCACCA	V_CTCF_BR	21
chr22	48973280	48973430	id-66511	2.27e-06	+	GGTCCGCTGGGAAGGCTGAGCACCGGAGGGCGCCT	V_CTCF_BR	5
chr22	49047081	49047231	id-66512	4.71e-06	+	ATTGTCAGGGCCGCAGTGGCCACTGGGAGGTGCAG	Upstream_CTCF	1
chr22	49059250	49059400	id-66513	3.22e-09	-	CTGCAATTTTAGTTTCCTGCCACCAGGTGGTGATA	UpstreamP1_CTCF	38
chr22	49096726	49096876	id-66514	1	+	NA	NONE	6
chr22	49101028	49101178	id-66515	4.51e-05	-	CATGCCTGCCACAGCACCCACGGCAGAGGACGCTG	Upstream_CTCF	1
chr22	49115920	49116070	id-66516	3.8e-08	-	ACGTAACGTAACTTTCTGACCAGTAGGGGGCACCA	V_CTCF_BR	10
chr22	49135566	49135716	id-66517	6.21e-06	-	GGAGCTGTGCACGGCAAATGCACGGGGAGGCGCTG	Upstream_CTCF	1
chr22	49178965	49179115	id-66518	2.83e-07	+	TGTCTCCACCCACTCTCTTCCACTAGAGGGCACAC	V_CTCF_BR	14
chr22	49238128	49238278	id-66519	5.21e-08	-	ACCCCCATGCCCGCAGGTGACAGCAGAGGGCGCAG	V_CTCF_BR	5
chr22	49290289	49290439	id-66520	1.64e-06	-	GCTGGTGTGCTGCTGATTTCAGACAGGGGGCGCCA	Upstream_CTCF	11
chr22	49339720	49339870	id-66521	5.41e-07	+	CTGCTTCCCTACACACTGTCCAGCAGGCGGGGCCC	UpstreamP1_CTCF	17
chr22	49364189	49364339	id-66522	3.88e-06	+	TGGCCCACCTCACGACTGGCCCCCAGTGGCCACTC	V_CTCF_BR	24
chr22	49375438	49375588	id-66523	1.41e-06	+	GGAGCATTCCCCAAAATCCCCACAGGGTGGCTTAC	Upstream_CTCF	16
chr22	49422687	49422837	id-66524	1.1e-06	-	CACTGGCAAGCCAGGTCGACCTCTAGGGGGTGGAA	V_CTCF_BR	10
chr22	49442457	49442607	id-66525	1.04e-07	+	TGCTCTGTGCTCCGGGCTTCCTCCAGAGGGCGGTG	V_CTCF_BR	21
chr22	49544874	49545024	id-66526	5.08e-07	+	CCTGACTCAGCTCTGCTGATCAGCAGGTGGCGGTG	V_CTCF_BR	3
chr22	49546495	49546645	id-66527	7.44e-06	+	TCTGCCCCCACAGCCTGTGCCACCAGGAGAGACCA	Upstream_CTCF	3
chr22	49566040	49566190	id-66528	3.71e-05	-	GGAGGGATACACATGGGAGACACAAGGAGGCGATC	Upstream_CTCF	6
chr22	49643296	49643446	id-66529	3.09e-05	-	GGGCTGTCCCCCAACCTGGCCTCCTGGAGCCCTTT	UpstreamP1_CTCF	5
chr22	49701198	49701348	id-66530	1.73e-11	-	GCGGCAGAGGCGGCAGCAGCCACCAGGGGGCACTG	V_CTCF_BR	36
chr22	49713411	49713561	id-66531	1	+	NA	NONE	10
chr22	49742104	49742254	id-66532	1	+	NA	NONE	1
chr22	49746714	49746864	id-66533	3.56e-06	+	GAAGCCTTCTTCACAACGGCCAGAGGGTGGAAGCA	Upstream_CTCF	8
chr22	49768649	49768799	id-66534	9.51e-07	+	GGGAAGAACAATGACTCAGCCTGGAGATGGCAGCA	V_CTCF_BR	3
chr22	49797706	49797856	id-66535	2.53e-05	+	CAGCCAACCTCTCTGTGGAACACCAGGTGGAGTGA	V_CTCF_BR	2
chr22	49822784	49822934	id-66536	5.67e-06	-	AATGCAGTCTCCCTGTGTCCCAGCAGGGGAGCTGT	Upstream_CTCF	10
chr22	49827914	49828064	id-66537	9.55e-09	+	GCTCTCTAGGGCAGTGTGGCCGCCAGGTGGCACAA	V_CTCF_BR	10
chr22	49909299	49909449	id-66538	7.27e-06	-	AGATGTTCAGGAGTCGCTTCCTGCAGGGGGAGACA	V_CTCF_BR	12
chr22	49942606	49942756	id-66539	4.01e-05	-	ACCCACAAAGCAAAGGGCTCAGGTAGAGGGCGCTA	V_CTCF_BR	8
chr22	49944736	49944886	id-66540	2.44e-07	-	GGTGATACTGCAGCCTCTGCCAGCAGGGGGAGTCA	Upstream_CTCF	9
chr22	49962403	49962553	id-66541	1.41e-06	-	CTGCAGGGAGTTGTCGCATCCTGCAGAGAGCGCTG	UpstreamP1_CTCF	1
chr22	49980685	49980835	id-66542	2.74e-08	+	GCGACAAGCCTGGGACTGGCCTCCAGATGGCGCCT	V_CTCF_BR	3
chr22	50026278	50026428	id-66543	2.83e-07	-	CTCCCTTGGCTGCCGCGTCCCGGCAGGTGGCGCTG	V_CTCF_BR	37
chr22	50041429	50041579	id-66544	5.26e-07	-	ATTGCATCTGCCTGCCCTGCCGCCTGGGGGAGCCC	Upstream_CTCF	13
chr22	50095502	50095652	id-66545	1.85e-10	-	CTGCATTTTGAATCTCTTGCCACCAGGGGGCAGTG	UpstreamP1_CTCF	39
chr22	50118587	50118737	id-66546	1.64e-05	-	GGCACAGTTCTCGGGGAGTCCAGAGGAGGGAGCAC	V_CTCF_BR	39
chr22	50161056	50161206	id-66547	2.58e-07	+	GTTGCTGCCTCCTTCTTCGGCACTAGAGGGCAACA	Upstream_CTCF	40
chr22	50162679	50162829	id-66548	1.15e-07	+	TTGCTGCCCTGAAGTGAGCCCAGCAGAGGGAACAG	UpstreamP1_CTCF	3
chr22	50173008	50173158	id-66549	3.63e-05	-	AGCCGGTGTCTGACTTGAGTCTGTGGAGGGCAGCA	V_CTCF_BR	1
chr22	50180971	50181121	id-66550	1	+	NA	NONE	0
chr22	50214714	50214864	id-66551	1.18e-05	-	CTGATGTTGGGTAGGCAGGACTGAAGGAGGCAGTG	UpstreamP1_CTCF	20
chr22	50219112	50219262	id-66552	8.56e-05	-	CTTTGGAGGGAGGCACTGCCCAGCAGGCGGTGGTC	UpstreamP1_CTCF	4
chr22	50225263	50225413	id-66553	4.21e-05	+	ATCCTTATCTGGGGCACCTCCACTAGGGGCTGGAG	V_CTCF_BR	12
chr22	50255573	50255723	id-66554	2.81e-06	+	ACTGTGGGAGAGGGCCTGACCAACAGAGGGCATTA	Upstream_CTCF	15
chr22	50317117	50317267	id-66555	1.31e-05	-	GGCACGAGCAGTGGAGGCACCAGCAGGGTGCGCTC	V_CTCF_BR	31
chr22	50323278	50323428	id-66556	2.02e-12	+	GGGACCGGGACGCGCGCGGCCAGCAGGTGGCGCTG	V_CTCF_BR	40
chr22	50324675	50324825	id-66557	1	+	NA	NONE	40
chr22	50338289	50338439	id-66558	2.11e-06	+	GTGGCCCAGGATCACCAGCACACCAGGTGGCAGCC	V_CTCF_BR	3
chr22	50356325	50356475	id-66559	6.21e-06	-	AGAGAAGCACGCCCAGCGACCACACGGTGGCCGAG	Upstream_CTCF	12
chr22	50418139	50418289	id-66560	5.96e-07	+	CACTGAGGTCTCAGAGTGACCACTAGGTGGTGCAC	V_CTCF_BR	38
chr22	50421902	50422052	id-66561	1.74e-08	+	CGCCCCGCCCTTATTCCCGCCGCCAGGGGGCTCCA	V_CTCF_BR	34
chr22	50431904	50432054	id-66562	1.95e-07	+	CCAGCACTAAGAGCCACTGCCGCCTGGTGGCAGCA	Upstream_CTCF	40
chr22	50440099	50440249	id-66563	1	+	NA	NONE	10
chr22	50451165	50451315	id-66564	5.65e-05	-	TGAAGCGAGCCCTGTTTTGCCGGGAGGGGGAGTGT	V_CTCF_BR	27
chr22	50468816	50468966	id-66565	3.65e-07	-	TGTGCTGCGGGGCCTGAAGACAGCAGAGGGCGCGC	V_CTCF_BR	40
chr22	50474157	50474307	id-66566	9.41e-05	-	ATTCCTTCCCACAGATCATCCTCCTGAGGGAGTCG	V_CTCF_BR	0
chr22	50495327	50495477	id-66567	1.1e-05	-	TGTAACCACCACACCCTCTCCTCTAGGGGTCAGAG	V_CTCF_BR	1
chr22	50497620	50497770	id-66568	6.43e-06	+	CACCAGACCCCAGTACTGGCCTCTAGGGGTTACAC	V_CTCF_BR	31
chr22	50498877	50499027	id-66569	1	+	NA	NONE	6
chr22	50512738	50512888	id-66570	1	+	NA	NONE	4
chr22	50515070	50515220	id-66571	1	+	NA	NONE	0
chr22	50541502	50541652	id-66572	2.01e-05	+	TGAGGTCTGACACACGAGGGCAGCAGAGGGGAACA	Upstream_CTCF	20
chr22	50580645	50580795	id-66573	7.91e-05	+	CTCTCATGCAGAAGGAAGAACAGTAGGGGGCGTGT	UpstreamP1_CTCF	25
chr22	50582581	50582731	id-66574	3.4e-06	-	AAGGGCTCACCTCCTCGAACCTGCAGGTGGCGTTC	V_CTCF_BR	10
chr22	50585315	50585465	id-66575	1	+	NA	NONE	37
chr22	50587681	50587831	id-66576	1.21e-06	+	GCGCTTCTCCTGTGAGCTGCCCCCAGGAGGCGCTC	UpstreamP1_CTCF	40
chr22	50590003	50590153	id-66577	1.03e-05	+	CGGCCGTGAGCAGCTGCTGGGCCCAGAGGGCGCCT	UpstreamP1_CTCF	4
chr22	50599472	50599622	id-66578	1.64e-05	-	GTGGATGGGGGTGAGGGGAGCAGGGGAGGGCAGGC	V_CTCF_BR	1
chr22	50608324	50608474	id-66579	8.19e-06	+	CTGCGATGCGACGGGGGCAGCCCCAGCGCGCGCCC	UpstreamP1_CTCF	4
chr22	50622633	50622783	id-66580	1.04e-06	-	GCTGCCCCGGCTCGGGTGGCCTGCAGGGGTCCCCT	Upstream_CTCF	20
chr22	50628889	50629039	id-66581	4.68e-07	-	GGAGGCTGCGTCGGCCCAGCCAACAGGAGGCGCCC	V_CTCF_BR	38
chr22	50645196	50645346	id-66582	2.64e-08	+	GCTGGTGTGTCTCAAAGCACCAGCAGGGGGCTCCA	Upstream_CTCF	39
chr22	50648369	50648519	id-66583	8.81e-07	-	TGTCCTGTCACCGCCTCAACCACAAGGTGGCGATG	V_CTCF_BR	40
chr22	50659955	50660105	id-66584	1.1e-06	-	AGACTGGCATGGTCCCTCTCCTGGAGGTGGCGCTG	V_CTCF_BR	22
chr22	50662606	50662756	id-66585	1	+	NA	NONE	0
chr22	50675677	50675827	id-66586	6.43e-10	-	CTGCTGTGATGAGCTCTGACCAGCAGGTGGCTAAA	UpstreamP1_CTCF	40
chr22	50679636	50679786	id-66587	1.41e-08	+	CTGTCATGCCCAGACAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	40
chr22	50683179	50683329	id-66588	9.49e-08	+	GACCCACGAGAGGAGACGGCCAGGAGAGGGTGCCA	V_CTCF_BR	37
chr22	50685326	50685476	id-66589	2.1e-05	+	GCTGCTATACCACTGTTCACCTGTGGGATGAATAA	Upstream_CTCF	31
chr22	50690688	50690838	id-66590	2.89e-09	+	CCTTGGAAACACCGAGTGGCCTGCAGAGGGCGGCC	V_CTCF_BR	40
chr22	50706272	50706422	id-66591	1.96e-08	-	CCTACGACGCCCGGCTGCGCCAGAAGGTGGCGGTG	V_CTCF_BR	32
chr22	50710238	50710388	id-66592	3.22e-05	-	GAGAACGGAGCCGCCCAGTCCACGGGGAGGCGCAG	UpstreamP1_CTCF	34
chr22	50712945	50713095	id-66593	1.22e-07	+	ATGTGTTGCACGAAAGAAGCCACCAGATGGCACCA	UpstreamP1_CTCF	39
chr22	50714643	50714793	id-66594	1.97e-06	+	ACGGCCGTGGGTGCAGCCGCAGGGAGGGGGCGCTG	V_CTCF_BR	32
chr22	50716752	50716902	id-66595	2.59e-06	+	CAGACATGGTCCACGCTGACCACCAGGGGCTGGAA	UpstreamP1_CTCF	22
chr22	50742576	50742726	id-66596	7.73e-06	+	GTGGGGCAAACCTGCAGTACCACCAGGGGCAGCCT	V_CTCF_BR	29
chr22	50756933	50757083	id-66597	2.55e-06	-	CCTACACCCCACACAGTGGCCGCCAGGGGCTGGGC	Upstream_CTCF	5
chr22	50765461	50765611	id-66598	2.38e-07	-	GGCCGCTGGCGCTTCTCGGGCGCTAGGGGGCGCGC	V_CTCF_BR	38
chr22	50780839	50780989	id-66599	1.71e-06	-	CTGGCGCTGTTAGGCTTTGTCGGTAGAGGGCGCCA	V_CTCF_BR	40
chr22	50784994	50785144	id-66600	1.82e-06	-	TTGCAAGGGGCACTGACTGACGGTGGGGGGCACTG	UpstreamP1_CTCF	3
chr22	50805093	50805243	id-66601	1.1e-06	-	GCTCGAGTTCACAGGCAGAACACCAGAGGGCAGAG	V_CTCF_BR	40
chr22	50806698	50806848	id-66602	1	+	NA	NONE	7
chr22	50826136	50826286	id-66603	1	+	NA	NONE	2
chr22	50838200	50838350	id-66604	3.97e-07	+	AGCACTGCCTGCCCAGGCCACAGCAGAGGGCGCCA	V_CTCF_BR	40
chr22	50853856	50854006	id-66605	2.94e-06	+	GATTCACTTCACGAAGTAGCCACGGGGGGACAGCT	Upstream_CTCF	1
chr22	50895333	50895483	id-66606	1.24e-05	+	GCCCGCAATAACTCAGTGCACACTAGAGGCCGCCA	V_CTCF_BR	37
chr22	50898120	50898270	id-66607	4.7e-06	+	AGGAGCCAGCCCATGGCTCCCAGCAGGAGGCGCTT	V_CTCF_BR	9
chr22	50908204	50908354	id-66608	7.17e-05	-	AGGGCAGATGGTCTCCCCGCCTGTAGGGGACCCGT	Upstream_CTCF	8
chr22	50911748	50911898	id-66609	1.37e-05	-	GCTGTCAATGTTGTCTTGACCCACAGAGGGAGCTG	Upstream_CTCF	39
chr22	50923652	50923802	id-66610	2.68e-05	+	GCAGGAGAATCGTCTAAGCCCGGGAGGTGGAGGTT	Upstream_CTCF	23
chr22	50936731	50936881	id-66611	5.96e-07	-	CTTGGCTTGTGGAGAATTTCCAGAAGGGGGCACTG	V_CTCF_BR	40
chr22	50942368	50942518	id-66612	6.34e-08	-	GGTGCAGGGGTAAGGCCGGGCACCAGGGGGGGATG	Upstream_CTCF	29
chr22	50944554	50944704	id-66613	1	+	NA	NONE	0
chr22	50946501	50946651	id-66614	5.38e-05	-	GAGAGGCGAACCCCGGCGCCGCGCAGCGGGAGCTC	V_CTCF_BR	10
chr22	50964204	50964354	id-66615	3.97e-07	-	GCGGCCCGCAGAGCCGCGCCCTGCAGGAGGCGCTC	V_CTCF_BR	39
chr22	50964830	50964980	id-66616	1.38e-08	-	CGCCTAAGACCCGTCCCCGCCCGCAGGGGGCGCCC	V_CTCF_BR	40
chr22	50980964	50981114	id-66617	1	+	NA	NONE	16
chr22	50982730	50982880	id-66618	1.56e-05	+	GCTGTCAACCCTCCAGGCGCGGCCCGGGGGCGCTC	Upstream_CTCF	36
chr22	50984059	50984209	id-66619	2.19e-05	-	AGGCTGATTCCACTGTGGGCCAGCAGGGGAGGGGT	UpstreamP1_CTCF	31
chr22	50986972	50987122	id-66620	2.29e-05	+	GAGCAGGAGGTCAGGCCGGCCGCCTCGGGGGACCC	UpstreamP1_CTCF	6
chr22	51001254	51001404	id-66621	1.69e-05	+	CTCCGGTCCTGCTCTGGCGCCCCCAGCGGCCGCTT	UpstreamP1_CTCF	40
chr22	51014633	51014783	id-66622	1.13e-05	+	CGGTAATATTCCTCATCATCCAACAAGGGGCGCAC	UpstreamP1_CTCF	38
chr22	51016898	51017048	id-66623	1.7e-05	-	CCTGCAATTCCCACCGCGGAAGGTGGGTGGGTTCT	Upstream_CTCF	17
chr22	51021690	51021840	id-66624	6.43e-06	+	GTCCTGAGCGTGGGTGAGGCCTGGAGGAGGCGCGC	V_CTCF_BR	18
chr22	51044702	51044852	id-66625	2.39e-05	+	CTGAGGCTGAGGCTGGGGGGCAGTAGGGAGCAGGG	UpstreamP1_CTCF	26
chr22	51052252	51052402	id-66626	4.43e-05	-	CCATCCTTGGGCTAGATTGGCGGAAGTTGGAGGCG	V_CTCF_BR	9
chr22	51058926	51059076	id-66627	3.8e-08	-	TCGTCTGTCCCCCAAGTGACCAGAAGGGGGAGCCC	V_CTCF_BR	40
chr22	51060799	51060949	id-66628	2.11e-06	-	GGTCCGAGTGGAGGTGCTGGCCCCAGGTGGCGCTG	V_CTCF_BR	37
chr22	51061444	51061594	id-66629	3.09e-05	+	TGGTAGCAACGAACGGTGTCTGCCACGGGGAGGTG	UpstreamP1_CTCF	5
chr22	51064655	51064805	id-66630	1	+	NA	NONE	22
chr22	51066458	51066608	id-66631	3.63e-06	+	GAGTCGGGCCGGGGGGAAGGCGCTAGAGGGAGCCC	V_CTCF_BR	37
chr22	51080283	51080433	id-66632	1.37e-05	+	CCTGTAATTGGAGCTATCGCAGCTGGTTGGCGCTG	Upstream_CTCF	35
chr22	51080878	51081028	id-66633	1.16e-05	-	GGGGTGGGGAAGATGAAGGCCACCAGGGGGCCTAA	Upstream_CTCF	31
chr22	51123525	51123675	id-66634	1.19e-06	-	GGCTTTCCTCTACTCGCAGGCAGCAGGGGGCTCAG	V_CTCF_BR	10
chr22	51130063	51130213	id-66635	1.59e-06	-	CCCAACGAAGAAAAGTCCACCACCAGATGGCATCA	V_CTCF_BR	40
chr22	51132630	51132780	id-66636	1	+	NA	NONE	13
chr22	51135157	51135307	id-66637	4.31e-07	-	GGGTCCCGGTCCGGCTCAACCGACAGAGGGCGCAG	V_CTCF_BR	32
chr22	51138397	51138547	id-66638	4.14e-06	-	ACCAGAACCTTCCTCACCACCACGTGGGGGAGCTC	V_CTCF_BR	34
chr22	51156530	51156680	id-66639	2.11e-06	+	GGACCACTCTGAGTCTCCCCCGGTAGATGGCACTC	V_CTCF_BR	7
chr22	51159357	51159507	id-66640	3.88e-06	-	CGGCCGGCGGTGGGGCCGGTCCCCAGGAGGCGCTC	V_CTCF_BR	1
chr22	51165165	51165315	id-66641	1.96e-07	-	CTGCCCCAGCTGCATGTGGCCTGCAGGGGCCCCCA	UpstreamP1_CTCF	18
chr22	51170661	51170811	id-66642	7.07e-08	+	GTGCCTGATTACTGAGTGGCCACCAGGGGCCGCTC	V_CTCF_BR	40
chr22	51172017	51172167	id-66643	1.1e-06	-	ACAGACAGGCTGGTGTTTGTCAGCAGAGGGCAGAA	V_CTCF_BR	17
chr22	51195549	51195699	id-66644	7.84e-05	-	TCATCTCACTAGGGAGTGCCAGACAGGGGGCGCAG	V_CTCF_BR	39
chr22	51213636	51213786	id-66645	3.33e-08	+	CTGCTTCACCACACCCGGGTCACCAGGGGGAGCCG	UpstreamP1_CTCF	40
chr3	84674	84824	id-66646	2.34e-06	+	AAGTTGTCCTTTAAAATCACCACAAGAGGGTGGTA	UpstreamP1_CTCF	28
chr3	96033	96183	id-66647	1.37e-05	-	ACTGCAATACCACAGCAGTCCACCTGGTAATTGAG	Upstream_CTCF	15
chr3	249776	249926	id-66648	1.47e-05	-	CTCATTAATCCTCCAACTGCCACTGGGAGGCAGCA	V_CTCF_BR	11
chr3	396156	396306	id-66649	1.63e-09	-	CCTGTATTTCTACTTTGCACCAGCAGAGGGCAGAC	Upstream_CTCF	40
chr3	418863	419013	id-66650	1.04e-05	-	AAGCATATGACTTATTTGAACAGAAGATGGCAGTG	V_CTCF_BR	32
chr3	455864	456014	id-66651	1.55e-07	+	GATGTAGTTAAAATCTCAACCACTAGATGGAAGTG	Upstream_CTCF	30
chr3	477813	477963	id-66652	1	+	NA	NONE	6
chr3	509968	510118	id-66653	3.67e-07	+	GTGTGCTTGCGTGTGGCAGGCAGGAGGGGGCAGTA	UpstreamP1_CTCF	33
chr3	523483	523633	id-66654	1.97e-06	+	CCTTTCTTTACTCTCTAATCCAGCAGAGGGCACTG	V_CTCF_BR	29
chr3	577776	577926	id-66655	4.38e-09	+	CGCCTTCCACACCTCCCCGCCAGCAGAGGGAGCTG	V_CTCF_BR	25
chr3	674384	674534	id-66656	1.48e-06	+	AAGCCAAATCAAGAATGTACCACCAGGTGGCGCTT	V_CTCF_BR	40
chr3	892900	893050	id-66657	1	+	NA	NONE	14
chr3	893858	894008	id-66658	8.5e-06	-	TGTGTAATTTTCCTTAAAGCCTGTAGCTGTCACTG	Upstream_CTCF	14
chr3	943980	944130	id-66659	3.24e-06	+	CATGAAAATATAAAACTCACCAGTAGAGGGCAGCT	Upstream_CTCF	39
chr3	950647	950797	id-66660	4.71e-06	+	CTTGCCTCCCACTACTCCACCAGCAGAGAGCAGCA	Upstream_CTCF	26
chr3	1123815	1123965	id-66661	3.8e-08	+	TTGTGTCTCATGTTAGTGTCCACCAGAGGGCACCC	V_CTCF_BR	37
chr3	1128751	1128901	id-66662	1	+	NA	NONE	26
chr3	1145334	1145484	id-66663	8.02e-05	+	CCTGAGCCAATTGCTTTTACCATTAGGGGGCTCCT	Upstream_CTCF	22
chr3	1237563	1237713	id-66664	1	+	NA	NONE	4
chr3	1248072	1248222	id-66665	9.84e-06	+	ACTCAGTGCCTCCCTGTCACCACCAGGGTGTCACT	UpstreamP1_CTCF	5
chr3	1293330	1293480	id-66666	4.43e-05	-	CTACAGAGGGCCTTTCTAGACTGAAGATGCCGGCA	V_CTCF_BR	22
chr3	1317265	1317415	id-66667	9.51e-07	+	CCCTAAGCTTGTTTTCCTGCCACTAGATGGTGCCA	V_CTCF_BR	31
chr3	1390360	1390510	id-66668	2.11e-06	-	AATAAGTGACTCAAGGTACCCACTAGATGGCGGAG	V_CTCF_BR	17
chr3	1481208	1481358	id-66669	7.07e-08	+	AGATGCTGAGGGGACAGGGCCACCAGAGGGAGCCT	V_CTCF_BR	25
chr3	1653617	1653767	id-66670	2.94e-06	+	CAAGTTCTTCCCGTCTCTGGCTGTAGGGGGCCTCC	Upstream_CTCF	7
chr3	1735017	1735167	id-66671	1	+	NA	NONE	5
chr3	2029786	2029936	id-66672	5.34e-06	-	GAGTAAGCACTGGGCTTCCTCAGCAGGTGGCACTC	V_CTCF_BR	23
chr3	2140205	2140355	id-66673	1.03e-06	-	CAGCACCTGCCCCGCGCGGCCGAGAGGCGGCAGCC	UpstreamP1_CTCF	13
chr3	2198047	2198197	id-66674	1.48e-06	-	CTGCCATTGCTTACTGCTGCCACACGGTGGCGCTG	UpstreamP1_CTCF	39
chr3	2208362	2208512	id-66675	1.1e-05	+	GTAAATGCCTAGCCTTGTTCCTGAAGGGGGAGCTC	V_CTCF_BR	19
chr3	2310586	2310736	id-66676	4.14e-06	+	AATAGGTTTCTCTGCCGATCCACAAGGTGGCAGGG	V_CTCF_BR	8
chr3	2637302	2637452	id-66677	8.5e-06	-	AGGGATATCCTACCTTCTCCCAGTAGGAGGGGCTA	Upstream_CTCF	6
chr3	2682563	2682713	id-66678	1	+	NA	NONE	1
chr3	2755744	2755894	id-66679	1.39e-07	-	AAGTCCCAACACTGCCTGGCCAACAGGGGGAGCCC	V_CTCF_BR	27
chr3	2806803	2806953	id-66680	8.99e-05	+	GCCGTGTTTTGTTCTTTTGCCAGTAAGTGGCAGTG	V_CTCF_BR	16
chr3	2931417	2931567	id-66681	1.11e-05	+	ACTGGTATGAAATTTTCTGCAACCAGGGGTCGGCA	Upstream_CTCF	1
chr3	2963665	2963815	id-66682	5.92e-05	-	ATAATATTTCTCACATGCACTGCTAGAGGGCACCA	V_CTCF_BR	27
chr3	3022330	3022480	id-66683	4.01e-05	-	TTGAATGTTCCTCTCTCTTGCAGGAGAGGGAGCTG	V_CTCF_BR	6
chr3	3055167	3055317	id-66684	4.65e-06	+	TAGCAGGGTATCCTATTGACCGCCAGGGTGCCCAA	UpstreamP1_CTCF	7
chr3	3057287	3057437	id-66685	1.17e-05	-	GGAAGGATTAATATTCTGGACAGTAGATGGTGCTG	V_CTCF_BR	32
chr3	3130897	3131047	id-66686	1	+	NA	NONE	2
chr3	3175319	3175469	id-66687	1	+	NA	NONE	4
chr3	3212784	3212934	id-66688	9.25e-06	-	ATTGTGGAAAAACTATTGAACACAAGATGGCAGTA	V_CTCF_BR	37
chr3	3221396	3221546	id-66689	2.58e-10	-	GCCGTCTGCTCCCCTGGGGCCGCCAGGGGGCGCTG	V_CTCF_BR	39
chr3	3237948	3238098	id-66690	6.98e-07	+	GGCTGAAATCCTGGCTCGGCCACTAGGAGGAACCC	V_CTCF_BR	40
chr3	3242430	3242580	id-66691	1.02e-07	+	GTGCACAAATACCCATTAGCCACAAGATGGCGGGG	UpstreamP1_CTCF	40
chr3	3285242	3285392	id-66692	1.01e-05	+	AATGGCCTCTCCCACATAGCCTCCAGAGGGAGTGT	Upstream_CTCF	9
chr3	3646040	3646190	id-66693	6.82e-05	-	GAGACTGCAGCTCCTCCTATCAGAAGGTGGAGGAT	V_CTCF_BR	13
chr3	3668937	3669087	id-66694	1.16e-05	-	ATTTTTTTACCCTGCAGCAACAGCAGAGGGAGGGA	Upstream_CTCF	4
chr3	4039962	4040112	id-66695	2.43e-06	-	CATGCTTGCTCTTTTTTCAACAGTAGAGGGCAGCA	V_CTCF_BR	35
chr3	4125026	4125176	id-66696	1	+	NA	NONE	1
chr3	4149238	4149388	id-66697	1.39e-05	-	TAATAGGGAATAATTTCTTCCACTAGAGGGCTGAA	V_CTCF_BR	14
chr3	4287451	4287601	id-66698	1.04e-06	-	ACTGCCTCTCTAGATTCCACCTCTAGGGGCAGGGC	Upstream_CTCF	11
chr3	4313643	4313793	id-66699	4.73e-07	-	TCTGTTATCTCAGTATCTACCAAGAGAGGGCAGTC	Upstream_CTCF	40
chr3	4332078	4332228	id-66700	3e-08	-	GCAGCAATACCCTTACGGTCCACAAGGTGGTGTGA	Upstream_CTCF	40
chr3	4356499	4356649	id-66701	6.8e-06	+	CTAGTACATTTAAACCCTACCACTAGGAGGCCCTG	Upstream_CTCF	33
chr3	4376366	4376516	id-66702	1.69e-05	+	CAGAATTTTAACTATTAGGCCACAAGGTGGAGTAG	UpstreamP1_CTCF	35
chr3	4380583	4380733	id-66703	1	+	NA	NONE	13
chr3	4392599	4392749	id-66704	1.71e-06	+	TACAACAAACCCAAACTGGCCACTAGAGGGAGAAC	V_CTCF_BR	40
chr3	4458720	4458870	id-66705	5.13e-05	+	TCTCAGCAGCTGCCACCCTCCTGCAGAGGTCTCAT	V_CTCF_BR	8
chr3	4461782	4461932	id-66706	1	+	NA	NONE	3
chr3	4534084	4534234	id-66707	1	+	NA	NONE	25
chr3	4535005	4535155	id-66708	1	+	NA	NONE	6
chr3	4540457	4540607	id-66709	1	+	NA	NONE	0
chr3	4550376	4550526	id-66710	4.34e-05	+	GTTTCCACCACCCCCACTGCCAGCAGGGGACCTAG	Upstream_CTCF	1
chr3	4556107	4556257	id-66711	8.9e-05	+	CTGGAATCTTTCAGTAAGGTATCCAGGTGGCGGTG	UpstreamP1_CTCF	4
chr3	4560791	4560941	id-66712	1	+	NA	NONE	3
chr3	4575974	4576124	id-66713	1	+	NA	NONE	11
chr3	4605906	4606056	id-66714	1.64e-05	-	ACCAAAGACTGCCCGCCAACCACCAGGAGCCAGGC	V_CTCF_BR	1
chr3	4606809	4606959	id-66715	1.31e-05	+	CTGTGAGCAGCCTCACTTGACAGTTGAGGGAACTG	V_CTCF_BR	5
chr3	4613514	4613664	id-66716	3.63e-05	-	ACAATTAAAATTGATGTGGCCACAAGGGGTCATAA	V_CTCF_BR	30
chr3	4622480	4622630	id-66717	1	+	NA	NONE	0
chr3	4626265	4626415	id-66718	1	+	NA	NONE	18
chr3	4641389	4641539	id-66719	2.27e-05	+	GGACTTGACTTCCCTGATACCAGCAGGAGGCACAT	V_CTCF_BR	3
chr3	4675190	4675340	id-66720	2.78e-06	-	AAGCATAGACAGTATCCAGCCACTAGATGTCACTC	V_CTCF_BR	40
chr3	4697774	4697924	id-66721	8.21e-06	+	TGCACATGTGCCTTTCTTTCCACTAGGTGGCAAGC	V_CTCF_BR	40
chr3	4712142	4712292	id-66722	3.81e-05	+	CAGAGACATTGCCTGGTGTCCACTGGGGGCAGCAG	V_CTCF_BR	39
chr3	4729037	4729187	id-66723	1	+	NA	NONE	3
chr3	4733042	4733192	id-66724	5.41e-06	-	TCTGTCCTTCTGTATGGCTCCTGAAGAGGGTGCAA	Upstream_CTCF	0
chr3	4753176	4753326	id-66725	1.59e-06	+	GCCTGTTTGCTGTGATTTACCAGCAGGTGTCACTA	V_CTCF_BR	40
chr3	4761989	4762139	id-66726	1.9e-06	-	AAAGCAATTCACATGATTACCTGTTGGGGCCACTC	Upstream_CTCF	6
chr3	4762468	4762618	id-66727	1	+	NA	NONE	39
chr3	4763387	4763537	id-66728	7.84e-05	+	CCAGGGTAGGAAGGGGATTACTGCTGAGGGCAGTA	V_CTCF_BR	8
chr3	4763859	4764009	id-66729	5.34e-06	+	GCAGAGTAAATATGAAGAGGCAGTAGAGGGCACTA	V_CTCF_BR	39
chr3	4772538	4772688	id-66730	1.61e-05	-	CTGTGAGAACATTGTTTGAGCGCTAGATGGCTGGG	UpstreamP1_CTCF	3
chr3	4783635	4783785	id-66731	1	+	NA	NONE	11
chr3	4805650	4805800	id-66732	1.61e-05	-	CCGCTAAAGCTGGGGTGCACCAGAAGGTGGCCGTG	UpstreamP1_CTCF	1
chr3	4842389	4842539	id-66733	2.84e-05	+	GTGGACGTCTCCCTCTTGACCTCCGCGTGGTGCAG	UpstreamP1_CTCF	3
chr3	4844843	4844993	id-66734	5.08e-05	-	TCTCCAGTGTCAGAGGTGGGGCCTGGGGGGAGGTG	Upstream_CTCF	0
chr3	4849084	4849234	id-66735	2.8e-05	-	CATGTAATCCCTGTGACGGCCCTGTGAGGGAGATA	Upstream_CTCF	1
chr3	4859992	4860142	id-66736	1	+	NA	NONE	0
chr3	4869559	4869709	id-66737	8.19e-06	+	TCTCAGTTCTTCATGAAGTCCTGTAGATGGCGAGA	UpstreamP1_CTCF	7
chr3	4910691	4910841	id-66738	1	+	NA	NONE	7
chr3	4927217	4927367	id-66739	1.85e-05	-	TGTTTTGTTCTGTGAGCAACCACCAGAGGCCTTTT	Upstream_CTCF	15
chr3	4972307	4972457	id-66740	9.81e-06	-	TAATGCTTCTGGTTGGGGACCTGTAGGAGGCAGTG	V_CTCF_BR	13
chr3	4978472	4978622	id-66741	1	+	NA	NONE	0
chr3	4985369	4985519	id-66742	1.82e-06	+	CTGTTCTTTTGCATTCCCACCAGCAGGTGAGAATG	UpstreamP1_CTCF	40
chr3	5017931	5018081	id-66743	1.71e-06	-	TTGGGTTGTGCACCGCTCAACTCCAGGGGGAGCTA	V_CTCF_BR	40
chr3	5018633	5018783	id-66744	5.13e-05	+	CATCGGGTGGGGGGTGTCGGCGGAAGGGGGTACGT	V_CTCF_BR	1
chr3	5019262	5019412	id-66745	2.66e-05	-	GTGAGCAGCGCTGATACAGTCAGAGGAGGGAGCCA	V_CTCF_BR	33
chr3	5019817	5019967	id-66746	1	+	NA	NONE	19
chr3	5022085	5022235	id-66747	6.04e-09	-	TCTGCAGTTCCCCGCGGAACCTGCAGGCGGCGAGT	Upstream_CTCF	40
chr3	5023605	5023755	id-66748	5.41e-06	+	CATGTGGTTCCCTGAATAGCCACTAGGTATCTTGG	Upstream_CTCF	40
chr3	5027130	5027280	id-66749	3.16e-05	+	GCAGCAGTGTCTGGGGAGCCTGCTGGAGGGAGAGG	Upstream_CTCF	6
chr3	5028823	5028973	id-66750	1	+	NA	NONE	15
chr3	5038585	5038735	id-66751	6.8e-06	+	AGAGCTATGCAGGGGCTTCCCTGTAGGGGTAGAAG	Upstream_CTCF	2
chr3	5048730	5048880	id-66752	1	+	NA	NONE	1
chr3	5059784	5059934	id-66753	1	+	NA	NONE	15
chr3	5063669	5063819	id-66754	1	+	NA	NONE	5
chr3	5068661	5068811	id-66755	3e-08	-	AGAGCAACTCTTCCTTTTGCCAGCAGAAGGCGATG	Upstream_CTCF	39
chr3	5080066	5080216	id-66756	5.74e-05	+	TGGTAGTTCGCAGAACTGGAAAACAGAGTGCAGCA	UpstreamP1_CTCF	4
chr3	5083124	5083274	id-66757	1.93e-05	-	GCTTCATCACCTGGGCTAACCACTTGGGGCACCAG	Upstream_CTCF	12
chr3	5099585	5099735	id-66758	2.53e-05	-	AGAAAATGCGAAGAAATGACCAGCAGGTGGTGTGC	V_CTCF_BR	40
chr3	5108085	5108235	id-66759	1.55e-07	-	GCAGGAGTGCAGCAAGAGAGCACCAGGGGGAGTGA	Upstream_CTCF	1
chr3	5112996	5113146	id-66760	1.93e-05	-	GAGGATGAATAAACATACGCCACTTGGGGGAACTC	V_CTCF_BR	11
chr3	5137756	5137906	id-66761	2.88e-10	+	CCTGCAGTGCGCCCCGCGACCACCAGCTGGAACCA	Upstream_CTCF	14
chr3	5163798	5163948	id-66762	8.53e-09	+	GCTGTGCTGCGGAGCATGCCCACCAGGTGGCGATG	Upstream_CTCF	40
chr3	5164539	5164689	id-66763	6.05e-06	+	GGGTTTCCCTTGGGTTTGCCCAGTAGGGGCAGCCA	V_CTCF_BR	32
chr3	5165208	5165358	id-66764	1	+	NA	NONE	16
chr3	5178454	5178604	id-66765	7.27e-06	+	GTCCGCTGGTACTCCTTTCCCCCTAGATGGCACTG	V_CTCF_BR	40
chr3	5186404	5186554	id-66766	1.47e-05	-	TTTAGAAAGCCTCCAGCTTCCAGCAGAGGTTGCCA	V_CTCF_BR	5
chr3	5268572	5268722	id-66767	5.08e-05	+	TTGCAAATACTGCTCACTTCCACAAGAGACCACTA	UpstreamP1_CTCF	40
chr3	5274404	5274554	id-66768	2.86e-06	-	CTGCTTCACCTTCAACTGTCAGCCAGAGGCCGCCA	UpstreamP1_CTCF	29
chr3	5288502	5288652	id-66769	9.11e-08	+	ATGGCAGTTCACAAACTGGCAAGGAGGGGGCACTC	Upstream_CTCF	38
chr3	5347184	5347334	id-66770	4.7e-06	+	AGTGTCTGGAAAAGAACGGCCCCTAGAGGGCAACA	V_CTCF_BR	40
chr3	5352352	5352502	id-66771	1	+	NA	NONE	4
chr3	5468148	5468298	id-66772	8.16e-07	+	CACCCGTGTGCATCCAGGGACGGTAGGTGGCGCTG	V_CTCF_BR	40
chr3	5518221	5518371	id-66773	2.19e-05	-	AATGACATCTAAATTGTGTCCCCTAGAGGCCACTA	Upstream_CTCF	8
chr3	5610247	5610397	id-66774	1.31e-05	+	GGGAAAGCAGGCACCTTTCTCACAAGGTGGCAGCA	V_CTCF_BR	18
chr3	5625717	5625867	id-66775	1.23e-05	+	GAGAAACACCACCTCAGTGCGGCTAGGGGGCAGGA	UpstreamP1_CTCF	6
chr3	5649461	5649611	id-66776	1	+	NA	NONE	1
chr3	5771661	5771811	id-66777	1.16e-05	-	GTTGTGATAGGCATCCAAGCCAGTGGAGGGCGCAT	Upstream_CTCF	9
chr3	5772916	5773066	id-66778	1	+	NA	NONE	20
chr3	5811617	5811767	id-66779	1.21e-06	-	CCTGCTCATCTGCAGGCTCCCACTAGGGGTTAGAG	Upstream_CTCF	3
chr3	5829658	5829808	id-66780	3.65e-07	-	GGGAGCCTGGAGCCTGGAGCCTGGAGGGGGAACTG	V_CTCF_BR	18
chr3	5841229	5841379	id-66781	1	+	NA	NONE	8
chr3	5848003	5848153	id-66782	6.37e-07	+	CTGCTTCCTTGGTTTCTGTCCACTAGGTGCCAGTA	UpstreamP1_CTCF	19
chr3	6130249	6130399	id-66783	1.84e-05	-	CAGCTTCCCTGGCCTTTACCCACTGGGTGACAGTA	UpstreamP1_CTCF	7
chr3	6246702	6246852	id-66784	2.66e-05	+	TGATGGAATGCTTTTTCCCCCAGTAGGAGGCAGAA	V_CTCF_BR	10
chr3	6297041	6297191	id-66785	6.64e-05	+	GCTGCATTGCTCATTACCGCCACCCCAGGATGGTT	Upstream_CTCF	4
chr3	6354791	6354941	id-66786	1	+	NA	NONE	5
chr3	6433935	6434085	id-66787	9.78e-07	+	CAGCATCCATGGCTTCTGCCCACTAGATGCCAGTA	UpstreamP1_CTCF	9
chr3	6721286	6721436	id-66788	6.23e-05	-	CTGTTATGACCATTTGCTTCCACAAGAGACACCAA	UpstreamP1_CTCF	2
chr3	6820917	6821067	id-66789	1.82e-06	-	CTGCTCTTCCCCGACGGCGCCACCTGGCTGCTCTC	UpstreamP1_CTCF	13
chr3	6832968	6833118	id-66790	4.21e-05	+	GACTCAATATTTCATTTATTCAGAAGGGGGCACAC	V_CTCF_BR	10
chr3	6841102	6841252	id-66791	8.61e-08	-	TGCACAGCAGTCTGGACCACCACTAGGGGGCAGGC	V_CTCF_BR	40
chr3	6909058	6909208	id-66792	1	+	NA	NONE	2
chr3	6977231	6977381	id-66793	4.41e-06	+	GGCATGATATTATGGTTTACCAACAGATGGCACTG	V_CTCF_BR	26
chr3	6977844	6977994	id-66794	1.38e-06	+	ACTCCCATAGCTGGCTTCAGCAGTAGAGGGCAGCC	V_CTCF_BR	3
chr3	7036097	7036247	id-66795	8.64e-05	+	GTAACAATGTTCAAAGAGTCCACAGGAGGGAGACA	Upstream_CTCF	18
chr3	7117706	7117856	id-66796	1.26e-05	-	ATTTGCACTCTCCCCATGCCCAGCAGAGGGCCTCA	Upstream_CTCF	23
chr3	7186515	7186665	id-66797	9.06e-08	-	ATGCACTTCTGCTCTATGACCATTGGAGGGCAGGC	UpstreamP1_CTCF	33
chr3	7206941	7207091	id-66798	8.58e-06	-	TCCCTGTATCATACACAGCCCACCAGGGGGCCAGA	UpstreamP1_CTCF	12
chr3	7208291	7208441	id-66799	1	+	NA	NONE	1
chr3	7327321	7327471	id-66800	3.11e-05	+	CTACCAAATAGTTTTTTGCCCTCTTGGTGGCACTG	V_CTCF_BR	19
chr3	7432852	7433002	id-66801	1.35e-05	+	ATATAATTCAGGCTGCAGTCCAGTAGATGGCACTT	UpstreamP1_CTCF	19
chr3	7448922	7449072	id-66802	1	+	NA	NONE	15
chr3	7452579	7452729	id-66803	5.67e-06	-	AAGGCTACTCCGCCTAGAGCCTTCAGAGGGCAGTG	Upstream_CTCF	13
chr3	7462861	7463011	id-66804	1	+	NA	NONE	9
chr3	7529624	7529774	id-66805	4.41e-06	+	CACACTTGTAGCAATGTGTCCAGAAGGTGGCACAT	V_CTCF_BR	4
chr3	7547008	7547158	id-66806	1	+	NA	NONE	18
chr3	7585144	7585294	id-66807	1.35e-05	-	GGGCAGGTTTCCAGGCCTGCAGCCTGGTGGCAGAA	UpstreamP1_CTCF	14
chr3	7588040	7588190	id-66808	2.27e-05	-	TGAAGACTTGAATTATTCAACACAAGGTGGCTCCA	V_CTCF_BR	24
chr3	7672789	7672939	id-66809	3.36e-07	+	GTGATACTGCTGCTCCAGACCACCAGTGGGCAGTC	V_CTCF_BR	13
chr3	7830282	7830432	id-66810	1	+	NA	NONE	8
chr3	7842192	7842342	id-66811	1.56e-06	+	AGTGAAATACAAAATATTGTCACTAGAGGGCAAGT	Upstream_CTCF	21
chr3	8006708	8006858	id-66812	2.27e-05	-	AGGTTCAATCCCACTGGGGACTGTAGGAGGCAGTG	V_CTCF_BR	15
chr3	8019794	8019944	id-66813	1.24e-05	+	CCTTGCCCCACTGCTCAAACCCCTAGGGGGAGCGG	V_CTCF_BR	3
chr3	8137556	8137706	id-66814	6.98e-07	+	GCCTCAGAAGACAACTGAGCCAGCAGGTGGCGAGA	V_CTCF_BR	31
chr3	8139503	8139653	id-66815	2.06e-07	-	GCAGCATTAATCACAATAGCCAATAGGTGGAGACA	Upstream_CTCF	12
chr3	8153001	8153151	id-66816	1.22e-07	-	GGTGTAATGTCAGATCTTCCCACTGGAGGGCATTG	Upstream_CTCF	39
chr3	8194673	8194823	id-66817	1	+	NA	NONE	14
chr3	8281529	8281679	id-66818	2.47e-07	-	ATGTATTGACTCTAGTCAGCCACCAGGGGACATCC	UpstreamP1_CTCF	40
chr3	8282161	8282311	id-66819	1	+	NA	NONE	8
chr3	8320289	8320439	id-66820	3.63e-06	-	GTTGTTGGAGAGAACAGCACCTCCAGATGGCGCAT	V_CTCF_BR	22
chr3	8321216	8321366	id-66821	4.94e-06	-	AGGGCAATTCCTATGCAGCACTGCAGGTGGGGAAT	Upstream_CTCF	4
chr3	8343791	8343941	id-66822	1.1e-06	-	TTGAAGAACAGACTTCTGTCCAGTAGAGGGAGCTC	V_CTCF_BR	40
chr3	8366571	8366721	id-66823	3.31e-06	-	CTGCAGTGTCTGAGTCCCAGGAGCAGTGGGACCTC	UpstreamP1_CTCF	40
chr3	8378255	8378405	id-66824	6.49e-06	+	ACTGCAGTGTGAAGAGTAAGTTGTAGGGGGCGCTA	Upstream_CTCF	40
chr3	8459186	8459336	id-66825	1.12e-08	-	AGTGCAGAATCAGCATTAGCCACAAGGTGGCACTG	Upstream_CTCF	40
chr3	8463087	8463237	id-66826	8.52e-08	-	CAGCATTTCTGGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	23
chr3	8465120	8465270	id-66827	1	+	NA	NONE	12
chr3	8483815	8483965	id-66828	4.41e-06	+	TGACAACAACCTCATTCAACCACTAGATGTCACCA	V_CTCF_BR	40
chr3	8492487	8492637	id-66829	2.27e-05	+	AGGACATTGTTGGTTGTCACAACCAGGGGGCATCA	V_CTCF_BR	13
chr3	8500611	8500761	id-66830	9.66e-05	+	AGGGTTCCTCTTGAATGAGCCTATAGGAGGCATCA	Upstream_CTCF	8
chr3	8523193	8523343	id-66831	3.18e-06	+	TCTAGGATGAAATGAGCTGCCTGGAGAGGGAGCAA	V_CTCF_BR	20
chr3	8524676	8524826	id-66832	1	+	NA	NONE	6
chr3	8530236	8530386	id-66833	2.84e-05	-	GTGTAGTACCTAAGTTTGGCCAGTGATAGGGACAG	UpstreamP1_CTCF	10
chr3	8542224	8542374	id-66834	8.21e-06	+	CCACGGGACCCTGGTTTTTCTGGCAGGGGGCACTG	V_CTCF_BR	14
chr3	8543219	8543369	id-66835	1	+	NA	NONE	25
chr3	8545624	8545774	id-66836	1.3e-07	-	TTGCAGGCCAAGGAAGTTGGCACTAGGGGGTGACA	UpstreamP1_CTCF	24
chr3	8649328	8649478	id-66837	3.09e-05	-	GTGTTTATGCACACACTGGACACCGGGTGTCCCCA	UpstreamP1_CTCF	39
chr3	8663631	8663781	id-66838	4.01e-05	-	ACAGCCAATTACGTGATGACCACTTGATGGCAATT	Upstream_CTCF	6
chr3	8664704	8664854	id-66839	8.43e-09	-	GGCCGCTGTATCCTGATGGCCACAAGGTGGCGGTG	V_CTCF_BR	40
chr3	8673390	8673540	id-66840	3.5e-05	-	TTGCTACAGTCTGGTGCTGCCACACGGGGCCGGGC	UpstreamP1_CTCF	13
chr3	8677423	8677573	id-66841	5.12e-06	+	GGGCAGTCTCTCCAGGAGCTCTGTGGGGGGCGCCA	UpstreamP1_CTCF	15
chr3	8702544	8702694	id-66842	1.48e-06	-	CTTGCTCTGTCTGGGTTGGCCAATGGGAGGTGCCA	Upstream_CTCF	9
chr3	8705266	8705416	id-66843	1.91e-08	+	TCAGTTAGACCAGCAATGTCCACCAGGGGGTGCTA	Upstream_CTCF	40
chr3	8710849	8710999	id-66844	4.88e-05	-	AGTTTTGTTCCAACTTTGGCCACTGGGAGCTCTTT	Upstream_CTCF	22
chr3	8724703	8724853	id-66845	1	+	NA	NONE	19
chr3	8744351	8744501	id-66846	1.56e-06	+	CTTGTGATCCTGCTGGGGCCCTCTAGGAGGCAGTG	Upstream_CTCF	40
chr3	8755708	8755858	id-66847	1.21e-06	+	CCTGTGACCCTGCTGGGGGCCTCTAGGCGGCAGTG	Upstream_CTCF	40
chr3	8797364	8797514	id-66848	1	+	NA	NONE	38
chr3	8799723	8799873	id-66849	1	+	NA	NONE	16
chr3	8801997	8802147	id-66850	6.86e-07	+	TATGCATGTCAGCAGCTGGCCGCAGGAGGGCGAGG	Upstream_CTCF	1
chr3	8809044	8809194	id-66851	2.18e-07	-	TGCAGCGGCGGCGGCCGAGGCGCCAGAGGGCGCGG	V_CTCF_BR	6
chr3	8809537	8809687	id-66852	5.68e-06	-	AGCACCTAAGCATCGCCGACCTGGTGGTGGCAGTG	V_CTCF_BR	30
chr3	8811148	8811298	id-66853	1.13e-10	+	GCTGCACTATCGCACGGGTCCGCTAGGGGGCGGGC	Upstream_CTCF	39
chr3	8906620	8906770	id-66854	7.73e-06	+	TGTGGGCACACCTATTCCTCCCGCAGGGGGCACTT	V_CTCF_BR	2
chr3	8929458	8929608	id-66855	1	+	NA	NONE	8
chr3	8935256	8935406	id-66856	4.3e-06	-	AAAGTAATTATCACTGTGGCCTGTAGAGGTAGTTG	Upstream_CTCF	3
chr3	8941828	8941978	id-66857	1	+	NA	NONE	17
chr3	8979821	8979971	id-66858	2.68e-05	+	TTCTCATTAACAAACTTACCCACTAGGTGGGAGTA	Upstream_CTCF	37
chr3	8997308	8997458	id-66859	4.94e-06	+	CCTGCAATACCATGGACAGACACATGAGAGAGAAA	Upstream_CTCF	27
chr3	9012777	9012927	id-66860	9.67e-08	+	CCTGCCATCTTACAAATGACCACATGAGGGCAGCA	Upstream_CTCF	39
chr3	9029339	9029489	id-66861	5.92e-05	+	AGGGTGTTTTGTGCCTTATCCAAAAGGAGGCGCTG	V_CTCF_BR	24
chr3	9029727	9029877	id-66862	4.02e-07	+	GCTGCAGCCTTGCATTAGTCCGAGAGGTGGCGCTG	Upstream_CTCF	40
chr3	9032635	9032785	id-66863	1.28e-06	+	TGGCTCAGCACACAGCTCAGCAGCAGGGGGAGGTC	V_CTCF_BR	13
chr3	9038602	9038752	id-66864	4.58e-08	+	CTGAAGTTGAAAGAGTGGGGCAGCAGGGGGAGCAG	UpstreamP1_CTCF	34
chr3	9056008	9056158	id-66865	1	+	NA	NONE	28
chr3	9069074	9069224	id-66866	6.84e-06	-	TTCTTAGAGCTCAAAATTTCCACCAGGGGCCAGCC	V_CTCF_BR	1
chr3	9075664	9075814	id-66867	5.48e-05	+	TGTGCTCCACTCTTGGCCACAGGGAGGGGTAACCA	Upstream_CTCF	11
chr3	9109153	9109303	id-66868	2.6e-10	-	CTGCAGTCACCCCTTTTGGCCACTAGATGTCGAGA	UpstreamP1_CTCF	40
chr3	9120350	9120500	id-66869	3.47e-07	+	CTGTTCTGCCCCCCAGTGACCAGCTGATGCAAAGC	UpstreamP1_CTCF	10
chr3	9120642	9120792	id-66870	7.46e-06	-	GTGTTTATATCCTGTGTGGCCAGCAGGTGGTAAAT	UpstreamP1_CTCF	29
chr3	9143991	9144141	id-66871	1.1e-06	-	TTTGGGCCCCTTGTCATTACCAGCAGGAGGCGGAG	V_CTCF_BR	8
chr3	9151003	9151153	id-66872	1	+	NA	NONE	4
chr3	9153178	9153328	id-66873	1.28e-08	-	CCTGCAGTCCCATTGTGAGCCAGATGGGGGCAGGA	Upstream_CTCF	34
chr3	9153650	9153800	id-66874	1	+	NA	NONE	12
chr3	9243075	9243225	id-66875	1.84e-06	-	TGCCTCTGGAGAGTCTGTTCCAGCAGATGGCTCTG	V_CTCF_BR	15
chr3	9266316	9266466	id-66876	5.96e-07	+	CAGTGAAAACACGAAACTGCCACCAGATGGCTGTA	V_CTCF_BR	25
chr3	9291349	9291499	id-66877	1	+	NA	NONE	38
chr3	9292049	9292199	id-66878	1.59e-06	-	GGGCCTCTTGCCTCGTACAACTCCAGGGGGCACCA	V_CTCF_BR	31
chr3	9293198	9293348	id-66879	1.39e-07	-	GACATTTACTGAGTTCCTGCCACCAGTGGGCACAC	V_CTCF_BR	27
chr3	9322198	9322348	id-66880	3.63e-05	-	TGAGGACCCACCGTTACTGCCTCCTGATGGATGGA	V_CTCF_BR	7
chr3	9344371	9344521	id-66881	6.05e-06	-	GGGACATTCTCAGAGCGGTTCGCCAGGTGGCGCTC	V_CTCF_BR	40
chr3	9375498	9375648	id-66882	1.85e-05	+	CCTGCTATGCCTCATGCTGGGGATAGAGGTCAACA	Upstream_CTCF	2
chr3	9394965	9395115	id-66883	5.96e-07	+	AGTGTTTCAGCAGGAGGAACCACTAGGTGGCAGGG	V_CTCF_BR	40
chr3	9441678	9441828	id-66884	1	+	NA	NONE	25
chr3	9446486	9446636	id-66885	5.51e-07	+	CATTTTCACCAAGACTTAGCCAGCAGAGGGCTGGA	V_CTCF_BR	32
chr3	9464939	9465089	id-66886	3.86e-05	-	CCAGTAGTACCGAGTACTCTCTTTAGGAGGTGCCA	Upstream_CTCF	38
chr3	9542323	9542473	id-66887	2.17e-09	+	TCCCTGCAGGTCCAGGCCGCCAGGAGGGGGCGCTG	V_CTCF_BR	40
chr3	9545002	9545152	id-66888	3.13e-10	+	CTTGCACTTCTGAAAGCTGCCGCCAGAGGGCAGGC	Upstream_CTCF	40
chr3	9621942	9622092	id-66889	4.65e-06	-	TTGCTGCCACCTGCGGCCTTCTCCAGGAGGCAGAA	UpstreamP1_CTCF	0
chr3	9623599	9623749	id-66890	1	+	NA	NONE	2
chr3	9719316	9719466	id-66891	1.16e-05	+	CATTCTTTGCCTTCCCCAGCCTGTAGGGGCAGGCT	Upstream_CTCF	26
chr3	9745387	9745537	id-66892	1.03e-05	-	CAGCACAGCCCCGCCCGGCCCTGCGGGCGGCCCCC	UpstreamP1_CTCF	1
chr3	9757582	9757732	id-66893	1.32e-05	+	CCAGGGCTGCCTATTCTGTCCCACAGGTGACGCTG	Upstream_CTCF	40
chr3	9768764	9768914	id-66894	1.16e-05	+	GGTGATGATGTGCGCGTGTCCTCTAGGGGACGCTA	Upstream_CTCF	35
chr3	9768994	9769144	id-66895	1	+	NA	NONE	27
chr3	9773044	9773194	id-66896	1.04e-07	+	CCCTCCCGCAGCCGCGGCGCCAGCAGGAGGCAGGG	V_CTCF_BR	34
chr3	9774560	9774710	id-66897	1.82e-07	-	CATTCCTGGGTGAGTGTAGACAGCAGATGGCACCA	V_CTCF_BR	15
chr3	9791420	9791570	id-66898	1.24e-05	+	AATCCCGGAGGGGGAAAGGCGAGCAGCTGGCAGAG	V_CTCF_BR	17
chr3	9824559	9824709	id-66899	4.3e-06	+	GTAGCTATTCCACAGTCTTCCTCAAGATGTCACCT	Upstream_CTCF	30
chr3	9828632	9828782	id-66900	3.28e-07	+	CTGCTCACCTCCACCAGGGCCTGCAGGAGGCGCTG	UpstreamP1_CTCF	40
chr3	9834305	9834455	id-66901	7.54e-08	+	CTGCAGTTAGCCCCGCCGAGCGCCAGGAGCTGCGG	UpstreamP1_CTCF	20
chr3	9835087	9835237	id-66902	5.48e-05	-	CGTGAAGTTCCACTGTGGATAGGCAGGTGGACTTG	Upstream_CTCF	11
chr3	9842338	9842488	id-66903	4.31e-07	+	CATGAGCCACCATGCCTGGCCAGTAGAGGGCAACT	V_CTCF_BR	40
chr3	9850501	9850651	id-66904	1	+	NA	NONE	39
chr3	9851699	9851849	id-66905	8.13e-06	+	GGGGCTCGGCCTCCTGGTACCGCCAGGAGGGCGGC	Upstream_CTCF	9
chr3	9862737	9862887	id-66906	4.94e-06	+	GGGGCAGTACTCTTCAGAACCTGTGGGTGGTGTAA	Upstream_CTCF	38
chr3	9869038	9869188	id-66907	1	+	NA	NONE	38
chr3	9882312	9882462	id-66908	5.51e-07	+	AACCTCCCAGCACCTCTCACCAGTAGGTGGCTGTG	V_CTCF_BR	12
chr3	9890575	9890725	id-66909	1.41e-05	+	GTGAGATTATCTTCTCTTGCCTGTAGATGGCGTCT	UpstreamP1_CTCF	40
chr3	9894331	9894481	id-66910	9.4e-06	+	ATGTAATGCACTACCCTGTCTATTAGGTGGTGCTG	UpstreamP1_CTCF	14
chr3	9904356	9904506	id-66911	8.61e-08	+	GGGGCCGGGAGCCGCGGGACCCGCAGAGGGCGCCT	V_CTCF_BR	31
chr3	9918898	9919048	id-66912	1	+	NA	NONE	7
chr3	9926382	9926532	id-66913	1	+	NA	NONE	15
chr3	9932145	9932295	id-66914	3.45e-05	+	GCGGGGCTGGGCGGGGCGGGGGCGAGAGGGAACGA	V_CTCF_BR	17
chr3	9956888	9957038	id-66915	3.11e-05	-	TGCGCCTCCGAGTCCGCCGCGTGCAGGAGGAGCAC	V_CTCF_BR	33
chr3	9969718	9969868	id-66916	2.39e-05	+	ATGAGTGCATCCCCACTGTCCAGCAGAGGGCCAGG	UpstreamP1_CTCF	25
chr3	9972824	9972974	id-66917	2e-06	-	TATGCATTTACAGCACTGAACACTTGGTGGTGCTT	Upstream_CTCF	36
chr3	9974571	9974721	id-66918	2.57e-08	+	CTGTTTTCTCCGGCAGCGGCCGCCAGGGGCCGCGC	UpstreamP1_CTCF	40
chr3	9975966	9976116	id-66919	1	+	NA	NONE	34
chr3	9987904	9988054	id-66920	7.91e-05	-	CCGCCGCTCGGCAGGGGGACGGCCAGGGAGAGGTC	UpstreamP1_CTCF	17
chr3	9988251	9988401	id-66921	7.62e-07	+	CCGGCGCGGCCGCAGAGCGCCTCCAGGCGGCGGGG	Upstream_CTCF	36
chr3	9988912	9989062	id-66922	5.9e-06	+	TCCCAGCCCCGTGGGCCGTCCAGCAGGCGGCGACG	UpstreamP1_CTCF	35
chr3	9999005	9999155	id-66923	5.7e-05	-	ACTGAGGCTCCCAACGAGGCCCCCACGTGGCATTT	Upstream_CTCF	23
chr3	10002141	10002291	id-66924	1	+	NA	NONE	5
chr3	10024734	10024884	id-66925	1.1e-05	+	TTCATGGGGGTGTTACTGCCCTGTAGGGGGCGTAA	V_CTCF_BR	40
chr3	10063052	10063202	id-66926	8.21e-05	-	CTTGACCTCAGACTACCTACCACCAGTAGTCTGCA	V_CTCF_BR	13
chr3	10082881	10083031	id-66927	1	+	NA	NONE	8
chr3	10183681	10183831	id-66928	1	+	NA	NONE	21
chr3	10185974	10186124	id-66929	5.28e-05	+	GCAGGAAGATCACCCGAACCCAGGAGTTGGAGGCT	Upstream_CTCF	4
chr3	10202096	10202246	id-66930	1	+	NA	NONE	8
chr3	10202810	10202960	id-66931	1	+	NA	NONE	11
chr3	10206444	10206594	id-66932	5.48e-05	+	GCCGTCGTGCCGCCCGTGGCCGCTGGGGACGCTGG	Upstream_CTCF	40
chr3	10206970	10207120	id-66933	1	+	NA	NONE	9
chr3	10210656	10210806	id-66934	1	+	NA	NONE	26
chr3	10231444	10231594	id-66935	1	+	NA	NONE	12
chr3	10234648	10234798	id-66936	1.28e-06	-	TGTCCTGCAGTCAGGCTCACCAGCAGGGGGATCCT	V_CTCF_BR	40
chr3	10247599	10247749	id-66937	1.04e-07	+	GACGGGGGCCCTGTGCTGGCCAGCAGAGGCCTCCA	V_CTCF_BR	11
chr3	10266701	10266851	id-66938	1.98e-08	-	TGGCAGTGACCAGAAAAGGGCAGCAGAGGGCATCA	UpstreamP1_CTCF	40
chr3	10290223	10290373	id-66939	8.16e-07	+	GGCGGGACAGCTGCGGCAGCCGGCGGGGGGCGTCC	V_CTCF_BR	2
chr3	10305690	10305840	id-66940	1	+	NA	NONE	40
chr3	10321985	10322135	id-66941	2.37e-05	-	AGTATACCTTTACAAGGCACCAGCAGGCGGCAGAG	Upstream_CTCF	31
chr3	10328701	10328851	id-66942	8.71e-06	-	AAGGGAGAAAAAAAATCTCACACTAGGGGGCACCA	V_CTCF_BR	28
chr3	10331597	10331747	id-66943	6.51e-05	+	CTCTGGGAGAAGACTGAAGCCCAGAGATGGCGCTG	V_CTCF_BR	4
chr3	10340986	10341136	id-66944	6.51e-05	-	AGGCATAGAGCTCTGGTTAGGGCCAGATGGCGCTA	V_CTCF_BR	28
chr3	10346221	10346371	id-66945	3.24e-06	-	CCTTCAGTTATACACCACCACCCTAGAGGGAGCCA	Upstream_CTCF	2
chr3	10364115	10364265	id-66946	2.78e-06	-	CACCCCTGCAACAATTTCTCCACTAGAGGGCAATA	V_CTCF_BR	39
chr3	10376363	10376513	id-66947	2.27e-06	-	AGCGCCTCCCTCAGTGCCTCCAGTAGGAGGCGCGG	V_CTCF_BR	37
chr3	10379703	10379853	id-66948	1.9e-06	+	CCCTCAGCACCAGAGCTGGGCCCTGGGGGGCAGCA	Upstream_CTCF	3
chr3	10385937	10386087	id-66949	2.04e-05	+	AGGAGTGTTCCTCAAGCTGCCACTAGAGGGAGTGT	V_CTCF_BR	38
chr3	10394403	10394553	id-66950	6.73e-07	-	CTGTTCTCAGGGGCAGGAGACAGCAGGGGGCCACA	UpstreamP1_CTCF	15
chr3	10408322	10408472	id-66951	1.1e-05	+	TTCCCAAGGAAGCGTGGTGCCTCCAGAGGTCGAGG	V_CTCF_BR	16
chr3	10434067	10434217	id-66952	3.86e-08	+	CCTTCAGCTCCACGAGTCCCCTGCAGAGGGCAATG	Upstream_CTCF	33
chr3	10458503	10458653	id-66953	1	+	NA	NONE	3
chr3	10459620	10459770	id-66954	1	+	NA	NONE	37
chr3	10465291	10465441	id-66955	1.56e-06	-	GCAGCTCTGCAAAGCGTCCCCACCTGGAGGGACAG	Upstream_CTCF	13
chr3	10492847	10492997	id-66956	5.68e-06	+	GCCCTGGGCTCCTCCCCTTCCCCTAGGGGGTGCTC	V_CTCF_BR	4
chr3	10515699	10515849	id-66957	3.56e-06	+	TGGGTAGGGACAGGTCTTGCCTGCAGGGGCAGCAG	Upstream_CTCF	12
chr3	10546322	10546472	id-66958	2.97e-06	+	TGCATTTTCCCATCCTGACCCTGCAGGGGGCAGGG	V_CTCF_BR	9
chr3	10557963	10558113	id-66959	6.49e-06	+	CTGACATTTCCCACTCTGCCCAAAGGAGGGCAGTG	UpstreamP1_CTCF	24
chr3	10569073	10569223	id-66960	3.65e-07	-	CAGCTCCATAGGAGTGCTCCCTCCAGAGGGCGGTG	V_CTCF_BR	7
chr3	10602777	10602927	id-66961	3.09e-06	+	GATGTAATTTCTGTCTTCTCCACCAGGCTGAGAGC	Upstream_CTCF	12
chr3	10661796	10661946	id-66962	8.58e-06	-	GTGCAGGTCACAGCATCAGACACCAGAGCAGAGGG	UpstreamP1_CTCF	4
chr3	10729924	10730074	id-66963	6.21e-05	+	TTCTCCACTGAGCTCCAGCCCAGCAGAGGGCCCCA	V_CTCF_BR	9
chr3	10735306	10735456	id-66964	1.73e-06	-	TTGCATTCTAGTGATTGCCCCACAAGAGGGAGCTG	UpstreamP1_CTCF	30
chr3	10745703	10745853	id-66965	2.18e-07	-	CATGCTATGCCACACAGGGCCACATGGGGAAGCCC	Upstream_CTCF	39
chr3	10748174	10748324	id-66966	4.44e-06	-	TTCCTCTTCTCTGTGTGGGCTGGTAGGGGGCAGCA	UpstreamP1_CTCF	23
chr3	10749315	10749465	id-66967	3.22e-09	-	CAGCAGTGACCTTGAGCGGGCACCAGGCGGCGGGC	UpstreamP1_CTCF	8
chr3	10750987	10751137	id-66968	5.2e-08	+	CTGCAGTGCCTCCAGATGGCCAGCTCCAGGCACTG	UpstreamP1_CTCF	18
chr3	10752617	10752767	id-66969	3.29e-05	+	GCTGCAACAATCTGGCCACCCAGGAGAAGTCTCAG	Upstream_CTCF	1
chr3	10753912	10754062	id-66970	1.31e-05	+	TGTCCTTGGCTTACAGGAACCACTGGGTGGCAACA	V_CTCF_BR	1
chr3	10780411	10780561	id-66971	5.65e-05	+	GAGGACAGCGCCAGCGCCCCCAGAGGTGGTCGGGA	V_CTCF_BR	14
chr3	10780675	10780825	id-66972	6.94e-09	-	GTTGCGCCTCTTTCATTGGACACCAGGGGGCGCCA	Upstream_CTCF	40
chr3	10785835	10785985	id-66973	6.86e-07	-	GCTGTGGTGGCTCCCGGCAGCACTGGGTGGCAGGC	Upstream_CTCF	23
chr3	10800360	10800510	id-66974	8.16e-07	+	GCAATATTCTTCTGCTTGGCCACATGAGGGCAGCA	V_CTCF_BR	35
chr3	10814455	10814605	id-66975	1	+	NA	NONE	24
chr3	10814624	10814774	id-66976	5.92e-05	+	AAGGACACCCATGTCAGCGCCTCGAGGAGGAGACG	V_CTCF_BR	18
chr3	10825171	10825321	id-66977	2.32e-08	-	TCTGCAATTATGTAAATGACCACTAGGGGAGGCAG	Upstream_CTCF	40
chr3	10849868	10850018	id-66978	2.27e-06	+	AGGGTCCCCCTGTTGCACAACTCCAGGGGGCACTG	V_CTCF_BR	7
chr3	10851315	10851465	id-66979	3.4e-06	+	TAAAGGAAAGGACATGTTACCAGGAGAGGTCGCCC	V_CTCF_BR	2
chr3	10877190	10877340	id-66980	4.65e-06	-	CTGGAGGGTGAGACTGAGGGCAGCAGGAGGGAGTG	UpstreamP1_CTCF	12
chr3	10897746	10897896	id-66981	1.91e-08	-	TCTGCTCTTCCCTTAGCCACCGCCAGGGGTGAGGG	Upstream_CTCF	38
chr3	10921133	10921283	id-66982	4.17e-05	+	CCTTGAGGAAGGCTCCTAGCCTCTAGGGGGCCATG	Upstream_CTCF	3
chr3	10925312	10925462	id-66983	5.77e-08	-	TTAGAATCAGAGTACACTGCCACCAGGTGGCAGCA	V_CTCF_BR	40
chr3	10976032	10976182	id-66984	1	+	NA	NONE	11
chr3	10976919	10977069	id-66985	2.15e-05	+	GACGGCCTGCGCCCACCTGCCTCAAGGGGACGCTG	V_CTCF_BR	7
chr3	10983849	10983999	id-66986	9.07e-12	-	CCTGCAGTGTCCCACTTGGCCAGCAGGGGTCACTA	Upstream_CTCF	40
chr3	10987475	10987625	id-66987	8.43e-09	+	TCTGTTAGCAGCAAGTCAGCCACCAGGTGGCGCTG	V_CTCF_BR	40
chr3	10992614	10992764	id-66988	1.16e-05	+	TAATCCACTCTGCGCCTGTCCACCAGAGGGCCTCT	Upstream_CTCF	40
chr3	11015039	11015189	id-66989	3.63e-06	+	TGTGGCCATCTGTCACCTTCCACAAGGTGGCTGTC	V_CTCF_BR	12
chr3	11025115	11025265	id-66990	1.77e-05	-	TCCCTAGTGTCAGATTCTACCACTAGAGGGCCAGG	Upstream_CTCF	40
chr3	11033771	11033921	id-66991	1.47e-05	+	CCACCCCAACCCACAGCGACCCACAGAGGGCGAAA	V_CTCF_BR	24
chr3	11049327	11049477	id-66992	2.97e-06	-	GTCCCCAGGAGGCAGCCAGCCTCTAGGGGCAGCAC	V_CTCF_BR	9
chr3	11063292	11063442	id-66993	1.59e-06	-	TCCCTCCTCTCCGCATTGGCCGCCTGGTGGTGCCA	V_CTCF_BR	3
chr3	11087359	11087509	id-66994	7.23e-07	+	CCTGCACTGACCTCGTAGGCCTGCAGGGGCTTCAG	Upstream_CTCF	19
chr3	11101325	11101475	id-66995	4.11e-08	-	GCTGCTATACTCTATGTAGACACCAGATGGCCGAC	Upstream_CTCF	40
chr3	11102522	11102672	id-66996	5.72e-09	+	GCGCAGATGGATCGTGTGTCCAGCAGGTGGCGCCG	V_CTCF_BR	39
chr3	11103400	11103550	id-66997	8.34e-07	-	CAGTAGATCCCGCACAGGGGCTGCAGGTGGAGCTG	UpstreamP1_CTCF	2
chr3	11137720	11137870	id-66998	7.84e-05	+	GGCAGTGGGTATTTTACCTCCTGTAGGAGTCGCCG	V_CTCF_BR	32
chr3	11157366	11157516	id-66999	5.9e-06	+	ATGAAGTTGCATCATGTGACCACCAGGATCTGCAC	UpstreamP1_CTCF	7
chr3	11168796	11168946	id-67000	1	+	NA	NONE	6
chr3	11196765	11196915	id-67001	5.17e-06	-	CGGACAGTTCCCACCCCCGACTCCAGGTGACGCTG	Upstream_CTCF	32
chr3	11197210	11197360	id-67002	5.96e-07	+	CAGGCAGAGTGGCTGTCCTCCGGCAGAGGGCTCCC	V_CTCF_BR	40
chr3	11201427	11201577	id-67003	2.19e-05	+	ATGCAACTCACCAGTGAGGCCCCCAGTGGATGGAT	UpstreamP1_CTCF	25
chr3	11203481	11203631	id-67004	8.81e-07	+	TTTTCTCCCACTGGTCTCTCCTGTAGGGGGCGGTG	V_CTCF_BR	19
chr3	11208572	11208722	id-67005	2.97e-06	-	CGCCTGGAGAAGCCAGGGGGCAGCAGATGTCACTA	V_CTCF_BR	17
chr3	11209936	11210086	id-67006	1	+	NA	NONE	4
chr3	11227325	11227475	id-67007	1.31e-05	+	GGGATAATGACAGTCCCTCCCTCCTGGGGGAGCTC	V_CTCF_BR	16
chr3	11237768	11237918	id-67008	1	+	NA	NONE	12
chr3	11247703	11247853	id-67009	9.78e-07	-	AAGATGTGAAAACAGCCAACCACCAGGTGGCAATC	UpstreamP1_CTCF	37
chr3	11253385	11253535	id-67010	2.28e-05	-	ACTCCAATCCTTTCTCAGACCACAGGGAGGCACAT	Upstream_CTCF	32
chr3	11263632	11263782	id-67011	5.97e-08	-	GCAGCATTATTCACAATAACCAGAAGGTGGAAGCA	Upstream_CTCF	28
chr3	11278402	11278552	id-67012	2.18e-07	+	AACCAGCAAGAGGGCTTGACCAGCAGGTGGTGCTA	V_CTCF_BR	40
chr3	11300735	11300885	id-67013	1.47e-05	-	CAGATAGTGCTCAGGACCACCACCAGGGGCATCAG	V_CTCF_BR	22
chr3	11302282	11302432	id-67014	4.41e-06	+	TCTTAGGCACCATAGAAGAACAGCAGATGGCGGTG	V_CTCF_BR	9
chr3	11313920	11314070	id-67015	1	+	NA	NONE	19
chr3	11331256	11331406	id-67016	8.02e-05	-	GTAGGAAGATAGCTCGAGCCCACCAGGAGGTTGAG	Upstream_CTCF	2
chr3	11376598	11376748	id-67017	2.31e-07	-	GGAGCTATTTTAGAATTTGCCAGGAGAGGGTGCTA	Upstream_CTCF	38
chr3	11420812	11420962	id-67018	7.46e-06	+	TTGTAGTCCAGAATTTTATGCTCAAGGTGGTGCTG	UpstreamP1_CTCF	40
chr3	11480238	11480388	id-67019	1	+	NA	NONE	14
chr3	11550660	11550810	id-67020	2.19e-05	-	ACAGCTCGGCTCCCTCCTGCCGGCAGCAGCCAACC	Upstream_CTCF	27
chr3	11555865	11556015	id-67021	1.83e-05	+	AACTCTGGTGATTTTCCCACCGGGAGAGGGAGACA	V_CTCF_BR	9
chr3	11571770	11571920	id-67022	1	+	NA	NONE	23
chr3	11578027	11578177	id-67023	3.81e-05	-	GGTCCGCTCTCGGGACTCCCCGCCAGAGTGCGCTC	UpstreamP1_CTCF	3
chr3	11581265	11581415	id-67024	3.66e-06	-	ACGCAATGATGCAGGTGAACCTCCAGGCGGCTGTG	UpstreamP1_CTCF	13
chr3	11585997	11586147	id-67025	6.49e-06	+	CCTGCCACCCCAGCTGCTCCCGCCTGGGGATGCTC	Upstream_CTCF	3
chr3	11587151	11587301	id-67026	1	+	NA	NONE	10
chr3	11589910	11590060	id-67027	1	+	NA	NONE	2
chr3	11591262	11591412	id-67028	1	+	NA	NONE	6
chr3	11599677	11599827	id-67029	1	+	NA	NONE	10
chr3	11608537	11608687	id-67030	1.03e-06	+	ATGTCATTCTGCGCCATCTCCAGCAGGGGCACGCG	UpstreamP1_CTCF	24
chr3	11641908	11642058	id-67031	1	+	NA	NONE	19
chr3	11682903	11683053	id-67032	2.29e-05	-	CTGCACACATCTGGTCTGAACTCCAGAGGGTGTTT	UpstreamP1_CTCF	10
chr3	11684334	11684484	id-67033	1.7e-05	+	GGTGCCCTTCCGGCCCCACGCGGGAGAGGGACATT	Upstream_CTCF	16
chr3	11685282	11685432	id-67034	1.31e-05	-	CTCATGTCAGCGCTGCCGGCTTGCAGCGGGCTGTG	V_CTCF_BR	33
chr3	11693522	11693672	id-67035	5.38e-05	-	CTTTGTAATTTAAAGTTCACCCCTAGAGGGTGGTG	V_CTCF_BR	35
chr3	11695328	11695478	id-67036	1	+	NA	NONE	28
chr3	11696789	11696939	id-67037	2.96e-05	+	AGTTAGTTGCTCGTGGGCAGGACTAGGGGGCGACG	UpstreamP1_CTCF	38
chr3	11704009	11704159	id-67038	1	+	NA	NONE	38
chr3	11758834	11758984	id-67039	8.02e-05	+	TTTGGATTTGTTTTGGCAACCACCAGAGACTGGTA	Upstream_CTCF	5
chr3	11777236	11777386	id-67040	8.59e-05	+	GAGGGAAGAATGTGATGTGCCAGGCGAGGGCGCAG	V_CTCF_BR	11
chr3	11791226	11791376	id-67041	1	+	NA	NONE	4
chr3	11815873	11816023	id-67042	9.51e-07	+	CCAGGCTAGCCCAAGATGGACAGAAGAGGGAGCAC	V_CTCF_BR	40
chr3	11845584	11845734	id-67043	1.1e-06	-	CACTCATTATTTCTACTCACCAGCAGAGGGCAGTT	V_CTCF_BR	40
chr3	11851956	11852106	id-67044	4.43e-05	-	TTGGGAAATAATGTGATGGGCTGTTGAGGGCAGTG	V_CTCF_BR	4
chr3	11862282	11862432	id-67045	4.44e-06	+	CTCCAAGGCCTGCAAGCCACCTGTAGGTGGCCTTC	UpstreamP1_CTCF	30
chr3	11876633	11876783	id-67046	2.78e-06	-	TTTAAACAAACTATCTGTGCCTCTAGGTGGCAGCA	V_CTCF_BR	37
chr3	11888377	11888527	id-67047	4.58e-08	-	CTGTAGGGCACTCCTCCGACCACGAGGGGACAATG	UpstreamP1_CTCF	40
chr3	11889145	11889295	id-67048	1.56e-06	-	AAGGCCCTCCTGCCACAGGGCACTAGAGGGTGCTC	Upstream_CTCF	28
chr3	11891547	11891697	id-67049	2.1e-05	+	GTGCCAATTCACACACCCACCAGCAGAGTTCAGCC	UpstreamP1_CTCF	13
chr3	11920462	11920612	id-67050	8.58e-06	+	TTGTGCTTGCCTCTCTTTTCCACCGTGTGGCACTG	UpstreamP1_CTCF	10
chr3	11952792	11952942	id-67051	1	+	NA	NONE	1
chr3	11985675	11985825	id-67052	4.02e-07	+	ACTGGATTGCACAGTGTCACCTCTAGAGGGAGCTT	Upstream_CTCF	40
chr3	12011573	12011723	id-67053	1	+	NA	NONE	1
chr3	12036632	12036782	id-67054	1.06e-05	+	GCTGCAGTTGCAGTTGCTGGAGGTGGGCGGAGCTC	Upstream_CTCF	2
chr3	12045627	12045777	id-67055	4.3e-06	-	CTGGCGACTCTCGGGGCTTGCAGGAGGGGGCGACC	Upstream_CTCF	3
chr3	12088024	12088174	id-67056	2.83e-07	-	CCTTCCTCCAATCCAGTCTCCACTAGATGGCAGCC	V_CTCF_BR	38
chr3	12117256	12117406	id-67057	1	+	NA	NONE	3
chr3	12176650	12176800	id-67058	6.46e-07	+	AGCTGCAGTACTCATCTTGCCAGTGGGTGGCGGCC	V_CTCF_BR	40
chr3	12179609	12179759	id-67059	3.63e-06	+	GCAAGAATGTGCTCATTCTCCAGAAGAGGGCTCTG	V_CTCF_BR	40
chr3	12180846	12180996	id-67060	3.97e-05	+	CAGAGATGGAGAGAATAGATCACCAGGGGGAGACA	UpstreamP1_CTCF	40
chr3	12207533	12207683	id-67061	7.17e-05	-	TATGGCTCATTTTTCAGAACCACGAGGTGGCCCCA	Upstream_CTCF	8
chr3	12217468	12217618	id-67062	1.09e-07	-	AGGCTTTGGCCATGAGTGACCACCAGGTGTCACTG	UpstreamP1_CTCF	40
chr3	12221764	12221914	id-67063	1	+	NA	NONE	12
chr3	12236178	12236328	id-67064	1.54e-05	-	GTGGGCTGTGCACAGCTCACCTCCAGGGTGCGGTC	UpstreamP1_CTCF	31
chr3	12329066	12329216	id-67065	7.44e-06	-	CGTTTGCTCCTCGCCACCACCGCTGGGAGGCGGCC	Upstream_CTCF	34
chr3	12329430	12329580	id-67066	1	+	NA	NONE	22
chr3	12355147	12355297	id-67067	1	+	NA	NONE	15
chr3	12370685	12370835	id-67068	1.7e-05	+	CAATCACTCATTGTCACCTCCACTAGAGGGGGATA	Upstream_CTCF	10
chr3	12393892	12394042	id-67069	7.62e-07	-	AAGGCTGTGCTAAGAAACTCCAGTAGAAGGAGCTA	Upstream_CTCF	22
chr3	12412428	12412578	id-67070	7.6e-05	-	CTAAAAGCCTCCAACACTACCACTAGGGGACAGGA	UpstreamP1_CTCF	28
chr3	12413309	12413459	id-67071	1	+	NA	NONE	3
chr3	12479073	12479223	id-67072	8.99e-05	+	GGACCAAGATGCCTGATGGTCACTAGGTGGCCCCC	V_CTCF_BR	9
chr3	12490450	12490600	id-67073	3.65e-07	-	TTGACGGCTGGCTTGGCTGACACAAGGGGGCACAG	V_CTCF_BR	22
chr3	12493882	12494032	id-67074	1	+	NA	NONE	1
chr3	12496129	12496279	id-67075	1	+	NA	NONE	14
chr3	12500548	12500698	id-67076	1.48e-06	+	CCAGCAGTTGCTCCATTCGCCACACGGGGTGATGA	Upstream_CTCF	19
chr3	12512777	12512927	id-67077	1	+	NA	NONE	15
chr3	12521461	12521611	id-67078	1.73e-08	-	CTGTAGTATTTCAGACAGTCCACCAGATGGAGACA	UpstreamP1_CTCF	39
chr3	12525701	12525851	id-67079	1	+	NA	NONE	38
chr3	12537398	12537548	id-67080	1.24e-05	-	AAGTTATTTTGAAGACCAGCCTGATGAGGGCGCAG	V_CTCF_BR	35
chr3	12564323	12564473	id-67081	4.88e-05	-	GCAAGGTGCCTGGCTGGCCCTAGGAGCTGGCAGCC	V_CTCF_BR	10
chr3	12578058	12578208	id-67082	5.74e-05	-	AATCAGCCATTGATTTACACCAACAGATGGCAATG	UpstreamP1_CTCF	31
chr3	12583259	12583409	id-67083	2.81e-05	+	TTGCATAGCATGTGAGTGTCAGCGAGGGGGCAGCA	V_CTCF_BR	37
chr3	12584019	12584169	id-67084	2.78e-06	+	CCATATCCAGGCTACACATCCTGCAGGTGGCTCCA	V_CTCF_BR	7
chr3	12586816	12586966	id-67085	1	+	NA	NONE	7
chr3	12598847	12598997	id-67086	4.88e-05	-	AGGACGTCCTTCCTCCCAGCCCACAGGGGCCACGC	V_CTCF_BR	15
chr3	12604498	12604648	id-67087	3.48e-06	+	CTGCTGATCTAATGGTAGGCCACAAGAGGGTGTTT	UpstreamP1_CTCF	39
chr3	12620344	12620494	id-67088	5.37e-06	+	ATACAATCTTCCTGTGTGTCCACAAGAGGGCAAGG	UpstreamP1_CTCF	37
chr3	12642691	12642841	id-67089	3.09e-07	+	GCAGGGTCACTTGGCAGAACCAGTAGGTGGCAGAA	V_CTCF_BR	35
chr3	12705633	12705783	id-67090	1	+	NA	NONE	21
chr3	12722696	12722846	id-67091	2.91e-05	-	TGCTCAGTACTACACGCTGCGGGATGGGGGCGGTA	Upstream_CTCF	1
chr3	12745188	12745338	id-67092	7.44e-06	+	TTTGCCATTCTACGTTGGGTCTATAGGGGGAGAGA	Upstream_CTCF	6
chr3	12748079	12748229	id-67093	4.24e-07	+	AGAGTGGTTGCAACCTTTTCCACTAGAGGGCTCTC	Upstream_CTCF	40
chr3	12749017	12749167	id-67094	1.21e-06	-	TTGGCAGGTTAAATGATCACCAGGAGGAGGCAGGG	Upstream_CTCF	23
chr3	12750491	12750641	id-67095	4.34e-05	+	GCAGCACTGGGTGAACCATACTCCAGGGAGTGCTG	Upstream_CTCF	33
chr3	12761663	12761813	id-67096	2.08e-07	-	GTGCTATTACAGGGCATAGACACAAGAGGGGGCGC	UpstreamP1_CTCF	40
chr3	12799534	12799684	id-67097	5.92e-05	-	ATTTCACTTTCACAACAATCCTGTGGGTGGAGTCT	Upstream_CTCF	16
chr3	12804957	12805107	id-67098	1	+	NA	NONE	2
chr3	12816279	12816429	id-67099	1	+	NA	NONE	13
chr3	12828959	12829109	id-67100	9.62e-08	+	TTGAAGTCCTCGCCATCTTCCAGCAGGCGGCGGTA	UpstreamP1_CTCF	38
chr3	12848739	12848889	id-67101	1.41e-06	-	TGGTACTCCTTCACTTTGACCACCAGAGGACCCAG	UpstreamP1_CTCF	20
chr3	12851594	12851744	id-67102	2.1e-06	-	AGGTCGGTGCTGCAGGCGGCCGCCAGGTGGCCAAG	Upstream_CTCF	39
chr3	12857277	12857427	id-67103	1.1e-06	-	CCACAAGGGGCACCTGTGGGCAGGAGGGGGAAGTC	V_CTCF_BR	18
chr3	12864616	12864766	id-67104	4.94e-06	+	TGTGTAGTTTTTTTGTGTTTCGCTAGAGGGCAGCT	Upstream_CTCF	39
chr3	12871905	12872055	id-67105	1.73e-05	-	CGATCCTGGAGAAAAATCCCCACAAGGTGGAGCTT	V_CTCF_BR	34
chr3	12872395	12872545	id-67106	1.32e-05	-	GCTGCAGGCCTAGATTCAGCCTGTAGGGGAATAAT	Upstream_CTCF	36
chr3	12883303	12883453	id-67107	4.23e-06	-	CTGTCTTGTTCTCTTCTGACCACTAAGAGGCGCAC	UpstreamP1_CTCF	40
chr3	12898219	12898369	id-67108	1	+	NA	NONE	4
chr3	12909550	12909700	id-67109	4.01e-09	+	CTGTTACGCCCGGCCAGGACCACTAGAGGGCTCCC	UpstreamP1_CTCF	40
chr3	12910027	12910177	id-67110	3.22e-05	+	GGGCCACTACCGGTCTCCGCATCTAGGTGGTAGTG	UpstreamP1_CTCF	23
chr3	12917312	12917462	id-67111	2.59e-06	+	CTGTGCCCTTGACGGGTGGCCTGCAGGGGACGCGG	UpstreamP1_CTCF	6
chr3	12917551	12917701	id-67112	1.96e-08	+	AGGGCCGGGAGCCACGGGACCCGCAGAGGGCGCCC	V_CTCF_BR	36
chr3	12919677	12919827	id-67113	1	+	NA	NONE	3
chr3	12923546	12923696	id-67114	1	+	NA	NONE	4
chr3	12926041	12926191	id-67115	3.18e-06	+	AACTTGTAGCTGGGGAAGACCAGCAGAGGTCGGAA	V_CTCF_BR	4
chr3	12932124	12932274	id-67116	1	+	NA	NONE	0
chr3	12932685	12932835	id-67117	1	+	NA	NONE	9
chr3	12933587	12933737	id-67118	1.3e-07	-	ACTGCAATTCACCTTAGCAGCGCAAGAGGGCATGA	Upstream_CTCF	40
chr3	12937692	12937842	id-67119	1	+	NA	NONE	23
chr3	12943342	12943492	id-67120	6.8e-06	+	GTGCAGAGGGGCTGATGTGCCTGGAGGAGGAGCCC	UpstreamP1_CTCF	22
chr3	12964449	12964599	id-67121	6.05e-06	+	CCCTCTCCCAGGGCCATCTCCACATGGGGGCGATG	V_CTCF_BR	6
chr3	12972559	12972709	id-67122	2.01e-05	-	AGACAGTGCCAAGGGAAGCCCTGCAGGGGGTGCTT	UpstreamP1_CTCF	10
chr3	12973088	12973238	id-67123	4.31e-07	+	CACAGGTGGAGGGGAATGGCCCCCTGGGGGCGCTG	V_CTCF_BR	11
chr3	12976930	12977080	id-67124	1	+	NA	NONE	7
chr3	12980677	12980827	id-67125	5.68e-06	-	TTGAAGGGACAAGTGAGGGCCGGATGGGGGAGCCC	V_CTCF_BR	2
chr3	12989082	12989232	id-67126	6.04e-07	-	CTGTCCTTGGCCTGTCCCACCACCAGGGGCCCATC	UpstreamP1_CTCF	37
chr3	12991035	12991185	id-67127	3.16e-05	-	AGAGAAGAGCCACAGAAAGCCCCAAGAGGGAGCTT	Upstream_CTCF	28
chr3	13025792	13025942	id-67128	1.99e-07	-	GCCTGTGGGGCTGTATCCACCAGAAGAGGGCGCCT	V_CTCF_BR	40
chr3	13034517	13034667	id-67129	5.68e-06	-	GACCCATAGGGGGCAGGTGGCAGCAGGGGGATGAG	V_CTCF_BR	18
chr3	13034778	13034928	id-67130	1	+	NA	NONE	7
chr3	13036566	13036716	id-67131	1.96e-08	-	CCGGTCTCGCCGCCTCCGGGCACCAGGGGGCGCCT	V_CTCF_BR	40
chr3	13054831	13054981	id-67132	2.47e-05	+	TGGGCATTGGTTTGCAAGTCCATCAGATGGGGCTA	Upstream_CTCF	7
chr3	13068895	13069045	id-67133	2.25e-08	+	TTGCTGTGCAGAAAAGAGACCGCAAGGGGGCAATG	UpstreamP1_CTCF	20
chr3	13082692	13082842	id-67134	2.27e-05	+	GCACCACAGCGCTCAGGGCCCACTGGGTGTCGGGC	V_CTCF_BR	4
chr3	13089123	13089273	id-67135	1.02e-07	-	AGGCAGCTTCTCAGTTGAGCCAGCAGGGGGAAAGA	UpstreamP1_CTCF	35
chr3	13098885	13099035	id-67136	1	+	NA	NONE	4
chr3	13109922	13110072	id-67137	3.66e-06	-	CTGCATTGGGGCCTCCCAACCATGAGGGGGTGTCA	UpstreamP1_CTCF	12
chr3	13114992	13115142	id-67138	6.21e-06	+	ACAGCAGCATCAGGCGCGGCCGCTCGGCTGCGCCC	Upstream_CTCF	1
chr3	13115278	13115428	id-67139	1	+	NA	NONE	4
chr3	13116414	13116564	id-67140	8.79e-07	-	GTTCGATGCCTCACCTTGGCCACCTGAGGCCGCAG	UpstreamP1_CTCF	0
chr3	13133760	13133910	id-67141	1.21e-09	+	GGTGTAATGCTCAGAAGTTCCAGCAGAGGGCAGCG	Upstream_CTCF	40
chr3	13138795	13138945	id-67142	1	+	NA	NONE	0
chr3	13140585	13140735	id-67143	1.21e-05	+	CTAGCCTGTCCCGCACCTGCCACCTGGGGCACCAC	Upstream_CTCF	12
chr3	13147481	13147631	id-67144	1.47e-05	+	TATGATGGAGGTGGAGCCACCAATAGAGGGAGCCT	V_CTCF_BR	21
chr3	13149375	13149525	id-67145	8.99e-05	+	TGAGTGAGCTCCGGACTCCAGCCCAGAGGGCGCCG	V_CTCF_BR	9
chr3	13155031	13155181	id-67146	7.54e-08	-	ATGCACTTCTCCTCCCCTCCCAGAGGGTGGAGGCC	UpstreamP1_CTCF	4
chr3	13163219	13163369	id-67147	2.91e-05	+	GCTGGAGCAACAGGGCGGCCCCCAGGATGGGGCAG	Upstream_CTCF	7
chr3	13178098	13178248	id-67148	2.47e-05	-	TTGGCATTTCTCTGCTGCCTCGGGAGGTGGCGCAT	Upstream_CTCF	4
chr3	13187176	13187326	id-67149	3.18e-06	+	CCAAAGCGCAAGGAACAGAACAGCAGAGGGAGCTC	V_CTCF_BR	13
chr3	13194693	13194843	id-67150	8.99e-05	-	GGGGATTTGCTGGAGCAGTCCTGCAGGGGTTGCCT	V_CTCF_BR	4
chr3	13195530	13195680	id-67151	8.99e-05	+	TGTTATGCATATAGAAAATCCACATGGGGGAGCCA	V_CTCF_BR	1
chr3	13202548	13202698	id-67152	5.01e-06	+	GAAACATCCTGAGTCACACACAGCAGGGGGCAGGC	V_CTCF_BR	18
chr3	13234496	13234646	id-67153	3.22e-07	+	CATGCAGTGCATCCTCCAGCCCCTAGTGGCCAGAC	Upstream_CTCF	39
chr3	13237978	13238128	id-67154	9.84e-05	-	CCTCCCTGTGGCCTGTTCTCCAGGAGATGGGGCTG	V_CTCF_BR	4
chr3	13242560	13242710	id-67155	5.34e-06	+	GAGTCTCACTCTTCCATCTGCAGCAGGGGGAGCTG	V_CTCF_BR	30
chr3	13254159	13254309	id-67156	4.7e-05	-	AAGGAAAGGCAAATCAAAACCACAAGGAGGTGCCG	Upstream_CTCF	4
chr3	13264824	13264974	id-67157	4.7e-08	-	CCCAGGGGTGGAGGCTGTGCCAGGAGGTGGCGCGC	V_CTCF_BR	1
chr3	13271226	13271376	id-67158	2.33e-07	+	CTGCACAGCTCAGCCAGCACCTCTAGAGGGCTCTG	UpstreamP1_CTCF	39
chr3	13296171	13296321	id-67159	5.08e-07	+	CCACTCTACTGCCCAGCGAGCAGCAGGTGGCAGAG	V_CTCF_BR	1
chr3	13301892	13302042	id-67160	1	+	NA	NONE	28
chr3	13324721	13324871	id-67161	7.27e-06	+	CAAAGTGCCGGCCGCGGCGCGGGAAGAGGGCGGGG	V_CTCF_BR	26
chr3	13325163	13325313	id-67162	2.86e-06	+	CGTCCCTTCCCAGTTGCAACCAGAAGGTGGCCCTG	UpstreamP1_CTCF	20
chr3	13343797	13343947	id-67163	1.99e-07	+	TGAGAGAAGCTGAGCCCATCCAGCAGAGGGCAGGG	V_CTCF_BR	36
chr3	13350119	13350269	id-67164	5.41e-06	+	CAAGCAATATCTGCCAGGGCCAGAGGAGGCAGTGT	Upstream_CTCF	40
chr3	13360893	13361043	id-67165	9.62e-08	-	CAGCTGTGGGCCCGGGCCTCCAGCAGGTGGCCTGG	UpstreamP1_CTCF	1
chr3	13375130	13375280	id-67166	6.84e-06	-	GGTGGCTTCCGTGTGGATGCCGGAAGGGGGCATCC	V_CTCF_BR	0
chr3	13380632	13380782	id-67167	4.01e-05	+	CAAGCATTTCCCTGCACCCCCTCTAGGGCGGTGCA	Upstream_CTCF	10
chr3	13388135	13388285	id-67168	1.11e-05	-	GCTGCAAGGTCCCTTATCCCCTGCAGTCGCCACCT	Upstream_CTCF	11
chr3	13395778	13395928	id-67169	1	+	NA	NONE	39
chr3	13432896	13433046	id-67170	1.99e-07	+	CTTACTCATGGTCATGTGACCACCAGGGGGCGAGG	V_CTCF_BR	30
chr3	13445024	13445174	id-67171	4.73e-07	-	CCTGCGCCTGCACGGCCCTCCACCAGGAGGCCAGG	Upstream_CTCF	7
chr3	13458059	13458209	id-67172	2.37e-05	-	CAGGGTATTCTGGGTGCTCCAGCAAGGGGGCGCTG	Upstream_CTCF	29
chr3	13461053	13461203	id-67173	1	+	NA	NONE	7
chr3	13462015	13462165	id-67174	1.73e-05	-	AGCCGGCGGCTTGGCTCCACCGCCAGGGGCAAATA	V_CTCF_BR	13
chr3	13494381	13494531	id-67175	6.49e-06	-	TTTTAATGAATTTCCCTCCCCACTAGAGGCCACCA	UpstreamP1_CTCF	40
chr3	13503198	13503348	id-67176	1.55e-08	-	GTCTACAGCCTTGCTGCTGCCACAAGAGGGCGCTG	V_CTCF_BR	40
chr3	13521505	13521655	id-67177	2.38e-07	+	TGAAACCCGCTTGGCCCTCCCGCCAGGGGGCGGAG	V_CTCF_BR	31
chr3	13536031	13536181	id-67178	2.2e-07	+	CTGTGATGCCTCCATGTTACCGCCAGAGGGCCTGG	UpstreamP1_CTCF	40
chr3	13536473	13536623	id-67179	5.3e-05	-	GTGTGGCCATTGCGTTCACCAACCAGGAGGAGGAG	UpstreamP1_CTCF	16
chr3	13537883	13538033	id-67180	1.9e-09	+	TCTGCACCTCCTGTTCTGGGCACAAGAGGGCAGCC	Upstream_CTCF	40
chr3	13541740	13541890	id-67181	6.27e-08	+	TGGCTGTAGGCAGTCATGACCAGCAGAGGGTGCCC	UpstreamP1_CTCF	40
chr3	13549228	13549378	id-67182	1	+	NA	NONE	3
chr3	13560098	13560248	id-67183	7.73e-05	+	GCTGCCCCCCCAAGGGTTGGTGGCAGGAGGCCCGG	Upstream_CTCF	6
chr3	13561099	13561249	id-67184	1	+	NA	NONE	3
chr3	13570065	13570215	id-67185	9.66e-05	+	TCTGCAATCTTTTGTTTGACCACAAGGGCAGAACT	Upstream_CTCF	39
chr3	13573539	13573689	id-67186	3.28e-05	-	GAAGGCAGTTCATCACCCGCCAGCAGGAGGTATCC	V_CTCF_BR	7
chr3	13580530	13580680	id-67187	4.01e-05	-	GAAGGGATAGTTGGGGAGACGAGGAGGTGGCAGGG	V_CTCF_BR	11
chr3	13595369	13595519	id-67188	1	+	NA	NONE	0
chr3	13601110	13601260	id-67189	1	+	NA	NONE	8
chr3	13611135	13611285	id-67190	2.4e-05	+	CTAGGGTCTGCGGGCTGGGGCTGTAGGGGGCGTCT	V_CTCF_BR	3
chr3	13612087	13612237	id-67191	1.98e-08	+	GAGCACTGAGTGCTCCTGCCCACCAGGCGGCGGCA	UpstreamP1_CTCF	12
chr3	13661406	13661556	id-67192	1	+	NA	NONE	14
chr3	13664709	13664859	id-67193	1.38e-06	-	AAGCCTGCGTACTCAGGCACCGCGAGAGGGCAGGG	V_CTCF_BR	11
chr3	13681659	13681809	id-67194	2.02e-06	-	GGGCCGGGGCCGGGGGTGGCCTGCAGGGTGAGCTC	UpstreamP1_CTCF	1
chr3	13684973	13685123	id-67195	1.39e-05	+	TCCCAAATCCCAGTGGTCACCCCTGGGTGGCACTA	V_CTCF_BR	26
chr3	13686819	13686969	id-67196	2.78e-06	+	GGGGCACAGATATTCCCCAGCACAAGGTGGCAGCA	V_CTCF_BR	6
chr3	13689862	13690012	id-67197	8.62e-10	-	GGCCAGGCTGGGGCTGCAGCCACGAGGGGGCACTG	V_CTCF_BR	40
chr3	13691999	13692149	id-67198	5.41e-07	-	CTGCAAGCCGCTCCGCGAGGCTCTAGGGGGCCCCC	UpstreamP1_CTCF	36
chr3	13696917	13697067	id-67199	1.26e-07	+	CTCAGCCGGAGGTCGCCCGCCGCCAGGGGCCGCTG	V_CTCF_BR	35
chr3	13697153	13697303	id-67200	1	+	NA	NONE	11
chr3	13698666	13698816	id-67201	1	+	NA	NONE	9
chr3	13699443	13699593	id-67202	2.1e-06	+	GCTGCGTCAACCCCAGCGACCACACGGAGGCAGCA	Upstream_CTCF	40
chr3	13708896	13709046	id-67203	2.4e-05	-	TGAACTCCATCCAGTTCAGACAGCAGGAGGCGATG	V_CTCF_BR	7
chr3	13714832	13714982	id-67204	2.81e-06	-	CCTTTCCTCCTTTACTTGGCCACTAGGAGGCTCAA	Upstream_CTCF	39
chr3	13727953	13728103	id-67205	4.23e-06	-	GCTCACCGCTCACCACTCACCAGCAGGGGACTGAA	UpstreamP1_CTCF	7
chr3	13743243	13743393	id-67206	5.67e-06	+	GGGGCCATGTCTGTCTTGTCCACTGGGGGATGCTA	Upstream_CTCF	6
chr3	13804568	13804718	id-67207	7.6e-05	-	ACGTTGAGTCAGCCCTTGGCCACAGGGTAGCAGTG	UpstreamP1_CTCF	16
chr3	13817891	13818041	id-67208	1.03e-06	-	GTCCAATGTCATCCACCTGCCACTAGGTGTCTGGC	UpstreamP1_CTCF	17
chr3	13858497	13858647	id-67209	1.93e-05	-	ACAGCACAGCCCCATGGCCCCACCTGCTGGGAGCC	Upstream_CTCF	5
chr3	13878434	13878584	id-67210	1.81e-06	-	CCTGCAGTGTGCTGGGCTCCAGCCAGGAGGAGCAA	Upstream_CTCF	6
chr3	13921951	13922101	id-67211	2.47e-05	-	CCAGTCAGCCCGTCGCTCCGCGAAAGGGGGCGCCC	Upstream_CTCF	13
chr3	13922185	13922335	id-67212	5.97e-08	-	GGTGCACCACCCGCCGCGTCCGCCTGGTGACGCCG	Upstream_CTCF	36
chr3	13927024	13927174	id-67213	4.68e-07	-	AGCTGATCTCCTTCTGTATCCAGCAGGGGGCGACA	V_CTCF_BR	40
chr3	13938167	13938317	id-67214	4.11e-07	+	GTGCTGAGCTCAATGTTAGACACGAGATGGCGCCA	UpstreamP1_CTCF	40
chr3	13968890	13969040	id-67215	2.39e-05	+	TTGCAGGGCTCACGGCCCCCCTCCAGTGGATACAT	UpstreamP1_CTCF	30
chr3	14138373	14138523	id-67216	2.4e-05	+	CAAGCAACAAAGTTTGTCTCCTACAGCGGGCAGCA	V_CTCF_BR	14
chr3	14155981	14156131	id-67217	6.05e-06	-	GTTTGTGAGCAGATTTGAAGCTCCAGGGGGCAGCA	V_CTCF_BR	35
chr3	14156986	14157136	id-67218	1.22e-07	+	TCTGCATTTCCCACTGCTCCCACTGGGTGCTGGAT	Upstream_CTCF	8
chr3	14164912	14165062	id-67219	1	+	NA	NONE	4
chr3	14166689	14166839	id-67220	1	+	NA	NONE	14
chr3	14167320	14167470	id-67221	1	+	NA	NONE	37
chr3	14187349	14187499	id-67222	1.72e-06	-	GCAGCTGTGAGCTGAGCGCCCACTAGAGGGGCACC	Upstream_CTCF	28
chr3	14188089	14188239	id-67223	1	+	NA	NONE	7
chr3	14190259	14190409	id-67224	2.6e-05	+	CTTACCTTCCCGTCCACGGCCACTGGGGGCTGATA	UpstreamP1_CTCF	29
chr3	14194277	14194427	id-67225	9.49e-08	+	ATGTGGGGGAGGGAAGTGTCCAGGAGGGGGCAGTG	V_CTCF_BR	39
chr3	14245061	14245211	id-67226	9.62e-08	+	CTGCATGTCTTAGTTGCCAACACCAGGTGGTGCTG	UpstreamP1_CTCF	40
chr3	14248462	14248612	id-67227	1.19e-06	-	ACTCTGGTGAGACAGGCAGCCACCAGAGGGCTTTA	V_CTCF_BR	12
chr3	14257744	14257894	id-67228	1.75e-07	-	CTGCTGCGCCATCCTGTCACCACGAGGGGAACGAG	UpstreamP1_CTCF	32
chr3	14264621	14264771	id-67229	1	+	NA	NONE	15
chr3	14272283	14272433	id-67230	2.96e-05	-	TGTAGTCCCTGGGATTCAGCCACTTGGAGGCGCAT	V_CTCF_BR	3
chr3	14274248	14274398	id-67231	1	+	NA	NONE	22
chr3	14277645	14277795	id-67232	5.08e-05	+	AAGCGTGCCCACACCACTCCCAGCAGACGGCAAGA	UpstreamP1_CTCF	6
chr3	14291382	14291532	id-67233	4.5e-06	+	AATGGAGTGCGGTCTGGAGCCTCTGGATGGAGCCA	Upstream_CTCF	0
chr3	14298276	14298426	id-67234	6.05e-06	-	TACTGCTGTCAGCAGGTGGCCTGCAGCTGTCGGCT	V_CTCF_BR	7
chr3	14302753	14302903	id-67235	5.01e-09	+	TCGGTGCCTTGCACTCTGGCCACTAGATGGCGGTG	V_CTCF_BR	40
chr3	14317169	14317319	id-67236	4.65e-06	+	CTGTAAGTTTTCCTCCCTCCCTACAGGGGGCGTCC	UpstreamP1_CTCF	40
chr3	14320483	14320633	id-67237	8.58e-06	+	TTGCAGCTGGGCTGGGCTTCCAGGAGCAGACGCCC	UpstreamP1_CTCF	5
chr3	14320986	14321136	id-67238	8.21e-05	+	CCTTCCGACCACTCCTGAACCCCATGGGGGAGCCT	V_CTCF_BR	17
chr3	14337872	14338022	id-67239	1.1e-06	+	ATAGTTAGGTTACCACTAGCCACCAGGTGTCGGAG	V_CTCF_BR	3
chr3	14342688	14342838	id-67240	3.73e-06	-	TGAGCAGTGTCACACAACTCCAGGGGGTGCCATTC	Upstream_CTCF	5
chr3	14343302	14343452	id-67241	1	+	NA	NONE	1
chr3	14353945	14354095	id-67242	2.81e-05	+	CCAGCTTGGAGTGGTCACGGCGCTAGGTGGAGCAG	V_CTCF_BR	8
chr3	14400099	14400249	id-67243	8.99e-05	+	TTGACAGGAGACTTAATGAAATCCAGAGGGAGGCG	V_CTCF_BR	6
chr3	14409967	14410117	id-67244	1.48e-05	+	CTGGAGATGATTCCAGCAGCCAGGAGGTGGGGCTG	UpstreamP1_CTCF	6
chr3	14411252	14411402	id-67245	4.41e-06	-	CAGTGCTGAGAGTCCCCATCCAACAGGTGGCAGGA	V_CTCF_BR	26
chr3	14413091	14413241	id-67246	1.93e-05	-	AATACAGTGCCAGAAGCCACCTCATGGAGGCAGGG	Upstream_CTCF	32
chr3	14416819	14416969	id-67247	3.67e-07	+	ATGCTGTGTCCCCAAGCTACCTCTAGGGTGAAATG	UpstreamP1_CTCF	24
chr3	14433860	14434010	id-67248	4.88e-05	-	TACCCAGGGTTCAATTTAGAAGCTAGAGGGCGCTG	V_CTCF_BR	22
chr3	14435451	14435601	id-67249	4.88e-05	-	TCATCAGTGCCGGATCCTTGAGCTAGAGGGTGCTG	Upstream_CTCF	11
chr3	14440323	14440473	id-67250	5.41e-07	+	ATTCAGCTCCCTGCAAGGGCCGGTAGGTGACAGAA	UpstreamP1_CTCF	11
chr3	14443768	14443918	id-67251	1.82e-06	+	CTGTCCTGCTCTTCTTCCGCAGGCAGGAGGCGCCC	UpstreamP1_CTCF	40
chr3	14447493	14447643	id-67252	1	+	NA	NONE	10
chr3	14453588	14453738	id-67253	8.64e-05	-	ACTGCATCCTTAAAGGAGTCCCGCAGGAACAGCAC	Upstream_CTCF	35
chr3	14455654	14455804	id-67254	5.7e-05	+	AGTGTAGTGCCGCCCCCTGCCCCAATGTAGCCATC	Upstream_CTCF	5
chr3	14457097	14457247	id-67255	3.28e-05	-	AGCTCAGTTTGGGAAATAGGCAGCTGGGGGCAGAT	V_CTCF_BR	3
chr3	14464696	14464846	id-67256	3.63e-06	+	GGAAGGACAGACAGTGTGTCCAGGGGAGGGAGCCC	V_CTCF_BR	7
chr3	14467634	14467784	id-67257	1	+	NA	NONE	12
chr3	14473202	14473352	id-67258	1	+	NA	NONE	18
chr3	14494623	14494773	id-67259	1	+	NA	NONE	25
chr3	14503365	14503515	id-67260	6.46e-07	-	TAGAAAAGAGGGTGGCTGAGCAGCAGGGGGAGCCG	V_CTCF_BR	40
chr3	14509685	14509835	id-67261	1.41e-09	-	CCTGCAGTACTTGGCTTACACACTAGGTGGCAGTG	Upstream_CTCF	40
chr3	14516224	14516374	id-67262	1.15e-06	-	GCTGTAGATCTCCATACTTCCAACAGGAGGAAGTT	Upstream_CTCF	2
chr3	14539046	14539196	id-67263	2.2e-06	+	TGTGAACTTCATCCCAGGAGCAGCAGGGAGCCCCT	Upstream_CTCF	16
chr3	14549039	14549189	id-67264	3.91e-06	-	TGAGCGAGGCCATCCACCTCCTGCAGGTGGCTGGA	Upstream_CTCF	6
chr3	14550513	14550663	id-67265	5.55e-11	+	TCTGCAGTCTGCCAGGTGTCCAGCAGGGGGCGCTC	Upstream_CTCF	40
chr3	14561929	14562079	id-67266	1	+	NA	NONE	1
chr3	14585112	14585262	id-67267	6.48e-05	+	GGCCTGCCAAGCACCCAGGCCACCAGGGGCTCCTG	UpstreamP1_CTCF	2
chr3	14589891	14590041	id-67268	3.18e-06	-	CTCATGCCTTGATTACCAGCCACAAGGGGGAGTCG	V_CTCF_BR	40
chr3	14590861	14591011	id-67269	1.64e-05	+	CCATGGCCTCTGAGCCCTGGCAGGAGAGGCCACAG	V_CTCF_BR	9
chr3	14591154	14591304	id-67270	8.97e-05	+	GATTTCATACTACTTCTCACCTCTAGGGGCATTTA	Upstream_CTCF	40
chr3	14614233	14614383	id-67271	1	+	NA	NONE	2
chr3	14619533	14619683	id-67272	1.32e-05	+	CCTTCTCTTCCTGCCATCTCCACTGTGTGGAGCTC	Upstream_CTCF	15
chr3	14643671	14643821	id-67273	1.52e-07	-	CCGCGTACCTGTTGTCTGACCGCGAGGGGGCGGGA	V_CTCF_BR	29
chr3	14649942	14650092	id-67274	2.96e-05	-	AGCCCTTGTTCTGGCCCAGACACTAGAGGCTGCTG	V_CTCF_BR	31
chr3	14660371	14660521	id-67275	1.28e-06	+	ACTGTACTTCCTAGTCACTCTAGAAGGTGGCGCTG	Upstream_CTCF	1
chr3	14675443	14675593	id-67276	1.11e-05	+	AGTCCCATTGCACTTGTTGCCACACGGTGGCGCCA	Upstream_CTCF	40
chr3	14688367	14688517	id-67277	2.5e-05	-	GGCCAGGTTCCCTCTGAAACCTGTAGGGGGAATCC	UpstreamP1_CTCF	33
chr3	14698680	14698830	id-67278	2.59e-06	-	CTGTGCTTGCGTGTTCTGAGCTCTGGAGGGAGGCA	UpstreamP1_CTCF	3
chr3	14715079	14715229	id-67279	1	+	NA	NONE	6
chr3	14715380	14715530	id-67280	1.48e-06	+	CTGTCTTGTACCAGTGTATCCAGCAGATGGCATTA	UpstreamP1_CTCF	38
chr3	14758966	14759116	id-67281	1	+	NA	NONE	2
chr3	14786750	14786900	id-67282	9.26e-05	-	CAGTAGGGGCACCAGCAGGAGATCAGAGGGAAAGA	UpstreamP1_CTCF	7
chr3	14802614	14802764	id-67283	3.4e-06	-	GCCATATCTCCCTGGGCAACCTGAGGAGGGCAGCA	V_CTCF_BR	16
chr3	14816130	14816280	id-67284	8.81e-07	-	GACATTCGCTGGGCCTGTTCCACCAGTGGGAGGCG	V_CTCF_BR	4
chr3	14822542	14822692	id-67285	1.77e-05	-	TTAGCTTTTACAGGCTGGGCCTGGAGGTGGTGAAC	Upstream_CTCF	40
chr3	14832936	14833086	id-67286	6.82e-05	+	TGCTCCTGTCACCTCCAGTCCACTGGGGGGCGTCT	V_CTCF_BR	40
chr3	14836522	14836672	id-67287	1	+	NA	NONE	0
chr3	14845213	14845363	id-67288	6.86e-07	+	CGTGGCATCCTTACAGCGGCCACTGGGGGTAGGGG	Upstream_CTCF	11
chr3	14880831	14880981	id-67289	2.31e-06	+	CCTGCTATGCCAGCTGGTGAGGGTAGGGGGTGTCC	Upstream_CTCF	8
chr3	14889837	14889987	id-67290	4.5e-06	-	GCAGCAAGTTACCTACTTAACAGATGGGGGCAGTG	Upstream_CTCF	2
chr3	14899121	14899271	id-67291	6.86e-07	+	TCTGAACCACCCTTAGTGTCCGCTAGAGAGCAGAA	Upstream_CTCF	13
chr3	14905321	14905471	id-67292	6.51e-05	-	AGACAGACTCACTTCCCTGCAGACAGGGGGCAGGC	V_CTCF_BR	40
chr3	14942961	14943111	id-67293	3.11e-05	+	TCTGACTGTGTGACTCTGTCTGCTAGAGGGCAGAG	V_CTCF_BR	3
chr3	14952907	14953057	id-67294	1.73e-05	-	AGCAAGAGAAAAACTGTGCCCAGCAGAGGGCTTAA	V_CTCF_BR	0
chr3	14955784	14955934	id-67295	2.19e-08	-	GGCTTCCCACTGTAAGAAGCCACCAGGGGGCAGCC	V_CTCF_BR	18
chr3	14957463	14957613	id-67296	1.24e-05	-	CTACACATGACACCAACATCAACCAGGGGGAGCCC	V_CTCF_BR	34
chr3	14962335	14962485	id-67297	1.01e-05	-	GAAGCATTCCCTCACTCCTCCAGATGGGGCAGTCC	Upstream_CTCF	18
chr3	14962760	14962910	id-67298	2.55e-09	-	GGTGAAGTTCTCACAGTGTCCACTAGATGCCGCGC	Upstream_CTCF	40
chr3	14967267	14967417	id-67299	1.48e-06	+	GAACCAAGAATCTGAAAAACCACTAGAGGGCAGCA	V_CTCF_BR	40
chr3	14990452	14990602	id-67300	2.96e-05	+	AAAAATGGGATTACAGCCACCAGGAGAGGCAAGCG	V_CTCF_BR	11
chr3	15030538	15030688	id-67301	2.86e-06	+	AAGTAATGAGTCCCCATGTCCATCAGGGGGCTACA	UpstreamP1_CTCF	19
chr3	15080710	15080860	id-67302	1	+	NA	NONE	3
chr3	15082852	15083002	id-67303	1	+	NA	NONE	0
chr3	15087973	15088123	id-67304	5.96e-07	-	GCGGCCAGGGGCTGGAAGCCCTGCAGAGGGCGGGC	V_CTCF_BR	2
chr3	15093151	15093301	id-67305	4.04e-08	+	CAGCAGGGCCCCAATGTCTCCACTAGGTGGTGTCT	UpstreamP1_CTCF	40
chr3	15094220	15094370	id-67306	3.4e-06	-	TCAGCGCTCTCCTCAGGGGCCAGCAGGGAGACAGC	Upstream_CTCF	1
chr3	15099960	15100110	id-67307	2.27e-06	-	GCCCTCGTGGAGATTATATCCAGCAGAGGGAGACA	V_CTCF_BR	28
chr3	15102356	15102506	id-67308	1.61e-05	-	CTCCAAGGCCTCTATTCCTCCCCTAGAGGCAGCAG	UpstreamP1_CTCF	14
chr3	15116116	15116266	id-67309	2.04e-05	+	TGCTGCTGGTCATACTCGTCCTGCAGCTGCCGCAG	V_CTCF_BR	0
chr3	15140481	15140631	id-67310	8.71e-06	+	TCTGTATGTACCCTGCCGGGCTCCTGCGGGCACCC	V_CTCF_BR	11
chr3	15149698	15149848	id-67311	1.87e-09	+	TTGTAAGTAGCCTTGCCAGCCACCAGGGGGCGGCA	V_CTCF_BR	40
chr3	15160241	15160391	id-67312	1.54e-12	+	GAGCGCGCGGCTCCTCCCGCCAGCAGGGGGCGCCC	V_CTCF_BR	36
chr3	15190273	15190423	id-67313	9.71e-06	+	CTTGCAGCTTCAGCCTTGGCCTCTTGGAGCACTCA	Upstream_CTCF	19
chr3	15206729	15206879	id-67314	1.13e-05	-	AGGTAGCCATTGATAACATCCAGCAGGGGGGAGGT	UpstreamP1_CTCF	0
chr3	15244298	15244448	id-67315	3.18e-09	+	GCTGCAGTGCCACATATGAACACAAGGTGACAGTG	Upstream_CTCF	40
chr3	15247382	15247532	id-67316	3.66e-06	-	CTGTTTTCGTCGACAGTGGGCAGTAGAGGGGTACG	UpstreamP1_CTCF	35
chr3	15282973	15283123	id-67317	8.71e-06	+	CAAACTGGAGGTGCAGTGTCCACAGGGGGGTGCTG	V_CTCF_BR	39
chr3	15292429	15292579	id-67318	1	+	NA	NONE	3
chr3	15309553	15309703	id-67319	3.36e-07	+	AGCTCTGTGAGCATCACGCCCACTAGGGGGCAGGA	V_CTCF_BR	40
chr3	15311210	15311360	id-67320	4.5e-05	+	TCGAACTGCCGCTTGTCATCCTCCAGCAGCCGCTG	UpstreamP1_CTCF	9
chr3	15314533	15314683	id-67321	1.77e-05	+	AAAGCCACTCCACCCCCTACCCATAGGTGGCCTCT	Upstream_CTCF	14
chr3	15321678	15321828	id-67322	5.9e-06	+	CTCTTCCTGCCCACCCTAGCCAGAAGGGTGCGCCC	UpstreamP1_CTCF	2
chr3	15322405	15322555	id-67323	1	+	NA	NONE	1
chr3	15327640	15327790	id-67324	1.21e-05	+	GAGGCCATACCACTTCAGGCCACCTGTGGGCCTGT	Upstream_CTCF	1
chr3	15346877	15347027	id-67325	5.93e-06	-	GCTGTAATACCTACCTCACCCACCAGGCTGTAAGT	Upstream_CTCF	39
chr3	15358536	15358686	id-67326	1	+	NA	NONE	3
chr3	15366856	15367006	id-67327	4.68e-05	+	ATGTTCTTCCCCCACATGGCCTGAGGCTTGCTCAC	UpstreamP1_CTCF	12
chr3	15373043	15373193	id-67328	1	+	NA	NONE	14
chr3	15374038	15374188	id-67329	1.9e-06	-	GCTGCGCTGACTGCCGCGGCAGAAAGGGGGCGGCC	Upstream_CTCF	40
chr3	15397047	15397197	id-67330	5.34e-06	-	TTGAGGGACTCCACAGCTGCCTGAGGTGGGCGCTG	V_CTCF_BR	1
chr3	15400623	15400773	id-67331	8.19e-06	+	CTGCAATTACAAGCATGAGCCACCACGCCCAGCCG	UpstreamP1_CTCF	0
chr3	15402155	15402305	id-67332	1	+	NA	NONE	9
chr3	15404106	15404256	id-67333	1.55e-05	+	CCACAGTGATCAGAGTCATACACAAGGGGGTGCCC	V_CTCF_BR	33
chr3	15419867	15420017	id-67334	6.73e-07	-	GTGAAGAAACCGGTGGAAACCAGCAGATGGCGACA	UpstreamP1_CTCF	40
chr3	15440458	15440608	id-67335	5.97e-08	-	CATGTAATGCGCAGTAGGACCACCAGAGGTCACTT	Upstream_CTCF	24
chr3	15447054	15447204	id-67336	8.71e-06	-	TCGGGATTTGAATGTTGTACCACAAGGTGGTGCTA	V_CTCF_BR	39
chr3	15468811	15468961	id-67337	2.68e-05	+	TCATCAGTTCCTAAATTCACCTGCAGGGCTAGGGC	Upstream_CTCF	31
chr3	15486003	15486153	id-67338	1	+	NA	NONE	0
chr3	15511893	15512043	id-67339	2e-06	-	CTGGCAGTGTGTGGAGTGGCAGGCAGGTGGCGTTA	Upstream_CTCF	15
chr3	15546625	15546775	id-67340	8.16e-07	-	CAATGAGCGGCTTCAGGTTCCTCCAGGTGGCACTG	V_CTCF_BR	20
chr3	15554118	15554268	id-67341	3.29e-05	-	CCTGTCATTCTTTCCAGAACCTCTTGGTGTCTCTA	Upstream_CTCF	4
chr3	15568584	15568734	id-67342	1.1e-05	+	CAGAGGTCATAGCCACCTCCCACCAGCAGGCGGGA	V_CTCF_BR	38
chr3	15599126	15599276	id-67343	1	+	NA	NONE	38
chr3	15642984	15643134	id-67344	1	+	NA	NONE	40
chr3	15668645	15668795	id-67345	1	+	NA	NONE	5
chr3	15671767	15671917	id-67346	1	+	NA	NONE	40
chr3	15673447	15673597	id-67347	4.73e-07	-	GGTGCAAGAAACAGCAAGGACAGCAGGGGGCTGGA	Upstream_CTCF	20
chr3	15677873	15678023	id-67348	3.8e-07	-	TCTGATATTTCCCTCTTTGCCCCCAGGGGGGCCTC	Upstream_CTCF	12
chr3	15734974	15735124	id-67349	3.42e-05	+	TATGCTACTAGTTGAATCTCCACAAGGCGGAAATA	Upstream_CTCF	27
chr3	15785468	15785618	id-67350	1	+	NA	NONE	2
chr3	15819945	15820095	id-67351	8.21e-05	+	ATTTTCCTTTCCCAGTTGTCAGCCAGAGGTCACCC	V_CTCF_BR	1
chr3	15836470	15836620	id-67352	9.84e-05	-	ATACTCAGGGCAGTAGCAGCCAGTAGGGGTCTTTT	V_CTCF_BR	31
chr3	15839609	15839759	id-67353	1	+	NA	NONE	36
chr3	15853825	15853975	id-67354	1.14e-06	-	TTGTAATTATCATCTTTTACCACTGGATGGTGCTT	UpstreamP1_CTCF	36
chr3	15857318	15857468	id-67355	1	+	NA	NONE	27
chr3	15862563	15862713	id-67356	1	+	NA	NONE	13
chr3	15901646	15901796	id-67357	1.71e-06	+	GAAGGGCTGGAAGGGGTGGGCACCTGGGGGCTGCG	V_CTCF_BR	7
chr3	15902184	15902334	id-67358	1	+	NA	NONE	10
chr3	15995506	15995656	id-67359	1.93e-05	+	GGTGTACAACTAGCTGTGCCCCCTAGGGGTGATAT	Upstream_CTCF	22
chr3	16011505	16011655	id-67360	1.59e-06	-	GGGAGTTTGAGAGATGCAGCCTGCAGGTGTCAGCA	V_CTCF_BR	10
chr3	16016252	16016402	id-67361	1.32e-05	-	TAGGCTATGCCGATAGGGGGCGTTAGAGGGAGACC	Upstream_CTCF	38
chr3	16031067	16031217	id-67362	3.67e-07	+	CTGTTGTTCCACATCTTCACCAGTAGTTGGTGTTG	UpstreamP1_CTCF	39
chr3	16090307	16090457	id-67363	1.67e-08	+	TCTGTTATTTGTTTAATGGCCACCAGAGGGGGGCA	Upstream_CTCF	40
chr3	16102030	16102180	id-67364	1	+	NA	NONE	36
chr3	16102544	16102694	id-67365	1	+	NA	NONE	15
chr3	16144566	16144716	id-67366	1	+	NA	NONE	14
chr3	16168919	16169069	id-67367	4.73e-07	-	GCTGCAGTGGAAATAGCCTCCGCATGAGGGAGGAG	Upstream_CTCF	7
chr3	16171744	16171894	id-67368	1	+	NA	NONE	9
chr3	16183219	16183369	id-67369	8.16e-07	-	GTGAGGGCTCTCTTCCTGGCCTGCAGGTGGCTACC	V_CTCF_BR	28
chr3	16191941	16192091	id-67370	1.21e-06	+	TCTGCAGCACCAGGTTTGTCCACAAGGGCCCAATC	Upstream_CTCF	11
chr3	16217093	16217243	id-67371	7.23e-07	+	CACTCAGTGCCCGCATCCCCCTCCAGAGGGCTCTG	Upstream_CTCF	5
chr3	16219948	16220098	id-67372	1.04e-11	-	CCGCACGCACCAGCCGGGGCCAGCAGAGGGCGCTG	V_CTCF_BR	40
chr3	16229697	16229847	id-67373	1	+	NA	NONE	12
chr3	16230777	16230927	id-67374	3.4e-06	-	AGGGCTGGTGCATTGCCCAACACCAGTGGGTGCCA	V_CTCF_BR	8
chr3	16288918	16289068	id-67375	1.26e-07	-	GGTTCCTGTTTTAGTTCTGCCACTAGGTGGCGCAA	V_CTCF_BR	40
chr3	16290963	16291113	id-67376	2.1e-06	-	TAAGAACTCACTAGAGTGGGCAATAGGGGGCGCTA	Upstream_CTCF	39
chr3	16306182	16306332	id-67377	1.13e-05	+	CTGCGCTTGCTTGGGTGAACCGCCGGGCGGGACCC	UpstreamP1_CTCF	17
chr3	16309683	16309833	id-67378	1.59e-06	+	TAAAAATGTCCTTTATTTACCAGTAGGTGGCACTC	V_CTCF_BR	35
chr3	16331929	16332079	id-67379	4.31e-07	+	TGGCCTTCATCAGCATTGAGCAGCAGAGGGCACTG	V_CTCF_BR	40
chr3	16360951	16361101	id-67380	2.27e-06	-	CTCAGTTGTACACTGCACAACAGCAGAGGGCGCTA	V_CTCF_BR	39
chr3	16391318	16391468	id-67381	1	+	NA	NONE	7
chr3	16398986	16399136	id-67382	1.13e-05	+	GTGCATAACTCTAAGGATAGCTGCAGAGGGAGCCA	UpstreamP1_CTCF	17
chr3	16408240	16408390	id-67383	4.44e-06	+	CAGCACCCACACAAAGCAACCGCTAGGTGTCCATG	UpstreamP1_CTCF	9
chr3	16414996	16415146	id-67384	1.04e-06	+	GATGGAAGGCTGCAGTTTGCCTGCAGGTGGGGCCC	Upstream_CTCF	3
chr3	16419614	16419764	id-67385	1.21e-05	-	CCTGAAACAGCCTCGCAGGCCTCGGGGAGGCGCTT	Upstream_CTCF	5
chr3	16441131	16441281	id-67386	9.41e-05	-	GCAGAGATCTGGGCTGGAGACGCCTGCTGGCAGAT	V_CTCF_BR	34
chr3	16459078	16459228	id-67387	1	+	NA	NONE	3
chr3	16554756	16554906	id-67388	1	+	NA	NONE	21
chr3	16558846	16558996	id-67389	1	+	NA	NONE	40
chr3	16570899	16571049	id-67390	6.84e-06	-	AAAATGGAAACAGAATCAGACAGAAGAGGGCAGAA	V_CTCF_BR	21
chr3	16577488	16577638	id-67391	4.43e-05	-	TTAAACATATGTAAGTTACCCAGCAGGGGGCTTTC	V_CTCF_BR	20
chr3	16592383	16592533	id-67392	8.46e-07	-	TGTGTAATCTGACACATCCCCATTAGGTGGCACCA	Upstream_CTCF	40
chr3	16616373	16616523	id-67393	1.41e-06	+	GTAGAAACAGCCCAAATGTCCAGCAGGGGGAATGG	Upstream_CTCF	6
chr3	16628663	16628813	id-67394	3.45e-05	+	AAATTTTAAGGAATTATAGACCCTAGGGGGCACTA	V_CTCF_BR	7
chr3	16637389	16637539	id-67395	1	+	NA	NONE	15
chr3	16642872	16643022	id-67396	2.19e-08	+	ATCATGTCCTAGTTCTCAGCCAGCAGGTGGCGCTC	V_CTCF_BR	40
chr3	16645921	16646071	id-67397	4.21e-05	+	GCGAGCTTTTCTGTCGCCGCCACACGAGGGAGCCG	V_CTCF_BR	1
chr3	16699505	16699655	id-67398	9.29e-06	-	CCTGCTGTAGCAGGGAAGCCCCCTGGAGGATACAG	Upstream_CTCF	26
chr3	16765641	16765791	id-67399	5.08e-05	+	AGCCAGTACAGCCAAACAGCCACTAGGTGCTTAGG	UpstreamP1_CTCF	37
chr3	16783416	16783566	id-67400	1	+	NA	NONE	11
chr3	16806540	16806690	id-67401	9.62e-05	-	TTCCAATCTGCCAGAATTCTCCCTAGGGGGCGATG	UpstreamP1_CTCF	4
chr3	16808638	16808788	id-67402	1	+	NA	NONE	17
chr3	16850423	16850573	id-67403	1	+	NA	NONE	6
chr3	16870389	16870539	id-67404	7.49e-05	+	TCCTGCCATTACTTCGTGGCCACAAGGGGTCCCTC	V_CTCF_BR	39
chr3	16875853	16876003	id-67405	1	+	NA	NONE	19
chr3	16913562	16913712	id-67406	8.89e-06	-	AGAGCAGGACCCTGTGTGACCACAAGGGTCACCCT	Upstream_CTCF	14
chr3	16925625	16925775	id-67407	2.17e-09	+	CCGAGGAGGGACCACGCGGCCTGTAGGGGGCAGCG	V_CTCF_BR	32
chr3	16926978	16927128	id-67408	1	+	NA	NONE	18
chr3	16969103	16969253	id-67409	1.31e-05	-	TGGGGGCGGGGGAAACAGGCAGGTAGGGGGAACCC	V_CTCF_BR	16
chr3	16986995	16987145	id-67410	1	+	NA	NONE	6
chr3	17074022	17074172	id-67411	4.24e-07	-	GAGGCACTTCCCACATTAGCCACTAGAAGTCCTTA	Upstream_CTCF	40
chr3	17081129	17081279	id-67412	6.9e-05	-	ACTGTATTAGAGGGGAATTCCAGAAGGAACCAGCC	Upstream_CTCF	17
chr3	17182703	17182853	id-67413	1.61e-05	-	CCTCAGCCTCCCTTGGCTGCCACGTGGGGGCCCTC	UpstreamP1_CTCF	17
chr3	17208014	17208164	id-67414	8.71e-06	-	TGCAGGCTGTGCACTCTGTGCTGCAGGGGGTGCCA	V_CTCF_BR	12
chr3	17218392	17218542	id-67415	5.34e-06	+	TGCTACAACGCCAAGGCAGCCACTGGGGGCCACTG	V_CTCF_BR	21
chr3	17237415	17237565	id-67416	1	+	NA	NONE	32
chr3	17274963	17275113	id-67417	4.65e-06	-	ATTCACTACCATTGTTCAGCCACTGAGTGGCACTA	UpstreamP1_CTCF	40
chr3	17300449	17300599	id-67418	7.55e-07	+	ACCAGAATGCTAAATGTGTCCACTAGATGGCACAC	V_CTCF_BR	40
chr3	17349068	17349218	id-67419	2.04e-05	+	CTTGAATATTCCCTACCTGTCAGAAGGTGGAGCTC	V_CTCF_BR	17
chr3	17349514	17349664	id-67420	9.51e-07	+	TCCCAGACCACCAGAAGGTCCTGCAGGGGGAACTC	V_CTCF_BR	4
chr3	17454541	17454691	id-67421	6.17e-09	-	CTGCAAGATAGAGTAATTGCCACTAGGTGGCACTA	UpstreamP1_CTCF	39
chr3	17472575	17472725	id-67422	2.28e-05	+	GTAGTGTTTCCCAAAAATAACAACAGAGGGTGCAA	Upstream_CTCF	38
chr3	17515396	17515546	id-67423	2.68e-05	+	AAAACAGTACAGTAATATCCCACAAGGGGGAGGAT	Upstream_CTCF	26
chr3	17536111	17536261	id-67424	1	+	NA	NONE	2
chr3	17586235	17586385	id-67425	2.86e-06	+	CTCCTATCTCCTATTTCTACCACTAGATGGAAACC	UpstreamP1_CTCF	29
chr3	17683672	17683822	id-67426	5.01e-06	+	GGGCACAGTACTTGGCACACCTCCAGGAGGCACCA	V_CTCF_BR	0
chr3	17686695	17686845	id-67427	1.28e-06	+	GACCAGAGGAAAAGTCTAACCAGCAGGGGGAGATA	V_CTCF_BR	40
chr3	17728241	17728391	id-67428	1.73e-06	-	CAGCATCCCTGACCTCTACCCACTAGATGTCAGTA	UpstreamP1_CTCF	35
chr3	17734927	17735077	id-67429	4.02e-07	+	GCAGCAGTCTGAGATTGAACCACGAGGCGGCAGCC	Upstream_CTCF	4
chr3	17821169	17821319	id-67430	2.1e-05	+	GGGGAATCCCCATTAAATACCACAAGGAGGTGCCA	UpstreamP1_CTCF	5
chr3	17839641	17839791	id-67431	1.32e-05	+	TCAGAGATGCTGAAGGATGACACTGGGGGGAGCTG	Upstream_CTCF	10
chr3	17844681	17844831	id-67432	1	+	NA	NONE	2
chr3	17852445	17852595	id-67433	8.21e-06	-	CCCATTTCCTCCCCCTGTACCACTAGAGGTCTCAA	V_CTCF_BR	38
chr3	17862555	17862705	id-67434	1	+	NA	NONE	12
chr3	17882833	17882983	id-67435	2.91e-05	-	CCGTGAGTGCGGTCTGTGGACAGACGGGGGCAGCA	Upstream_CTCF	40
chr3	17918910	17919060	id-67436	1	+	NA	NONE	2
chr3	17936038	17936188	id-67437	1.48e-06	+	GTGTTGTGGTCTAAGCTGTGCTTTAGGGGGCGCCC	UpstreamP1_CTCF	38
chr3	17947672	17947822	id-67438	1.28e-06	+	ATTGCAAATTAACCCCTGGCCACTGGATGCCACTC	Upstream_CTCF	10
chr3	18015817	18015967	id-67439	1.56e-05	+	ACAGCTACTCCACTGTAACCAGGCAGAGGGAGCTC	Upstream_CTCF	33
chr3	18020890	18021040	id-67440	7.84e-05	-	TATGAAGAAAGATCAGCTGCCACAAAGGGGCAGCA	V_CTCF_BR	19
chr3	18336851	18337001	id-67441	2.18e-07	-	TGGCCATGCTGCTGCTCTGCCACTGGGGGGCAGTG	V_CTCF_BR	39
chr3	18430728	18430878	id-67442	4.68e-07	-	ACAATATTTTCAAGCATTTCCACCAGGGGGCACTC	V_CTCF_BR	40
chr3	18466219	18466369	id-67443	2.01e-05	+	TCAGGAGTTTCCCGAAATGAAAGAGGGGGGCGGGC	Upstream_CTCF	9
chr3	18486635	18486785	id-67444	3.65e-07	-	GCGGCCGCCGAGGCTCCCACCGCCAGGGGGAGAAG	V_CTCF_BR	35
chr3	18487139	18487289	id-67445	1	+	NA	NONE	10
chr3	18600990	18601140	id-67446	7.62e-09	+	CTGTTGTTCTCCACACATGCCACAAGGTGGCTCAG	UpstreamP1_CTCF	40
chr3	18799717	18799867	id-67447	5.55e-07	-	CATTTAGTTATTCCACCAACCAGTAGGGGGAGACA	Upstream_CTCF	35
chr3	18889177	18889327	id-67448	4.73e-07	+	TTTGACATACCTCTAACTACCACAAGGTGGCAAAA	Upstream_CTCF	29
chr3	18914086	18914236	id-67449	8.5e-06	+	AGTGTTAGACTTGCTGCATCCGCTAGGGGACAATA	Upstream_CTCF	12
chr3	18929986	18930136	id-67450	2.1e-05	+	AGTGATTTTTTCCCCCTTTCCACTAAGTGGCACTG	Upstream_CTCF	4
chr3	18988127	18988277	id-67451	4.88e-05	+	AATTGGCTTGTGTGGCTCTCCTCTAGGTGTCTCTC	V_CTCF_BR	11
chr3	19030232	19030382	id-67452	3.1e-07	-	TCGCACTATTGAAGCATAGCCACAAGAGGGAACCA	UpstreamP1_CTCF	28
chr3	19072050	19072200	id-67453	1.08e-05	-	GCTCACTGCAGCTTTATGTGCATTAGGGGGCACCC	UpstreamP1_CTCF	10
chr3	19088051	19088201	id-67454	5.12e-06	+	CTTTAAGTGTTCAAATAATCCAGTAGGTGGCAGAA	UpstreamP1_CTCF	9
chr3	19106636	19106786	id-67455	8.58e-06	+	ATGTAATGAAGTCTATAACACACTAGATGGTAGCC	UpstreamP1_CTCF	20
chr3	19188188	19188338	id-67456	1.69e-05	+	CTGCAGTTGCGATCGGCTCGCCGCGTGGGGGACTC	UpstreamP1_CTCF	37
chr3	19189466	19189616	id-67457	8.89e-06	+	GCCTCTGCTCCCTTGGACACCACTGGGGGGCCTCC	Upstream_CTCF	8
chr3	19189806	19189956	id-67458	2.81e-05	+	GCGAGGCACCGCGCGGCGGCGCCTGGCGGGCACTG	V_CTCF_BR	0
chr3	19215596	19215746	id-67459	1.69e-05	+	TTGCTCTTCCCACAGCTCACCACTAGGCCCCATAT	UpstreamP1_CTCF	12
chr3	19255217	19255367	id-67460	1	+	NA	NONE	14
chr3	19270671	19270821	id-67461	1.41e-06	+	ATGCCCTCTTCTCACAGCTCCACTAGGTGGTGCCC	UpstreamP1_CTCF	12
chr3	19292571	19292721	id-67462	2.6e-06	-	CATAAACCTGTGGGAGTCTCCAGAGGGGGGCACCC	V_CTCF_BR	8
chr3	19297925	19298075	id-67463	1.63e-05	-	AAATCCTTTCCCCTTCGTTCCACCGGATGGCAGCT	Upstream_CTCF	11
chr3	19390545	19390695	id-67464	3.47e-07	+	TAGCTATAGTGTGTTTAGGCCACTAGATGGCAATG	UpstreamP1_CTCF	40
chr3	19436541	19436691	id-67465	1	+	NA	NONE	2
chr3	19469407	19469557	id-67466	1	+	NA	NONE	1
chr3	19584855	19585005	id-67467	4.01e-05	-	TGTAAATATTTCCTCTTTGTCAGTAGAGGGTGCTG	V_CTCF_BR	26
chr3	19727277	19727427	id-67468	1	+	NA	NONE	0
chr3	19730395	19730545	id-67469	1.74e-07	-	TGTGCTGTTTGGCTTCCTACCAGTAGGTGGTGCTT	Upstream_CTCF	19
chr3	19908348	19908498	id-67470	4.71e-06	-	AACGTGATTTCCCATTTTAACGGTAGGGGGCACCC	Upstream_CTCF	40
chr3	19926994	19927144	id-67471	8.97e-05	+	TCTGGTTACTACATATATACCACTAGAGAGCGCTG	Upstream_CTCF	40
chr3	19942924	19943074	id-67472	1	+	NA	NONE	12
chr3	20015512	20015662	id-67473	3.88e-06	+	TACAGTGAATGATAGAGCAGCAGCAGAGGGCGGTC	V_CTCF_BR	0
chr3	20049297	20049447	id-67474	8.33e-05	-	CCTGCAGTCACAGAAGTTACAACTAGGAGATTATT	Upstream_CTCF	0
chr3	20079208	20079358	id-67475	1.04e-05	+	GTGAATATACCACAAGTAACCTCCAGTGGTCAGCC	V_CTCF_BR	21
chr3	20081389	20081539	id-67476	1.48e-06	-	TTCGACACCTACCGCTCGCCCGCCAGGGGGCGAGG	V_CTCF_BR	40
chr3	20081854	20082004	id-67477	1.73e-05	-	GGACATGCCGCCCCGGAGCACGGCAGGAGGCGCCG	V_CTCF_BR	13
chr3	20082310	20082460	id-67478	9.81e-06	-	CACTTCCGCGGTGCAGCGGCCCCAGGCGGGAGGCG	V_CTCF_BR	34
chr3	20082834	20082984	id-67479	1	+	NA	NONE	4
chr3	20088173	20088323	id-67480	4.01e-05	+	TTTGTATTTGTCAGTCACTCCCCCAGAGAGCAAAT	Upstream_CTCF	1
chr3	20196556	20196706	id-67481	4.43e-05	-	CCTCTTCAGCATCGGCCTGCCTTGAGAGGGCACCA	V_CTCF_BR	7
chr3	20227968	20228118	id-67482	1	+	NA	NONE	23
chr3	20232615	20232765	id-67483	1.04e-05	+	GAGTGGATTTCGTTCTGAGCCTCCAGAGGGAGTAC	V_CTCF_BR	23
chr3	20267372	20267522	id-67484	5.74e-05	+	CAGTAACAATATAAAGCTGTCACTTGGTGGAGCTA	UpstreamP1_CTCF	39
chr3	20287390	20287540	id-67485	6.21e-06	+	GCTTAAATTCCTCCCACTAACTCTAGAGGGCCCTT	Upstream_CTCF	17
chr3	20381922	20382072	id-67486	1.28e-08	+	GATGCAATAAGGGATTCAGCCAGCAGAGGGCGGGA	Upstream_CTCF	40
chr3	20413991	20414141	id-67487	1	+	NA	NONE	1
chr3	20519977	20520127	id-67488	1.69e-05	+	ATGCATCTCTTCTGAGCCACCATTGGGTGGCTGCT	UpstreamP1_CTCF	2
chr3	20522462	20522612	id-67489	1	+	NA	NONE	1
chr3	20553393	20553543	id-67490	5.2e-08	+	GTGCAGTTTGACCTATAGGTCAGTAGATGGCGCTT	UpstreamP1_CTCF	38
chr3	20594525	20594675	id-67491	3.09e-07	+	GGGAGCAGGCACTTCCAAGCCTGCAGGGGGCAGGA	V_CTCF_BR	4
chr3	20664006	20664156	id-67492	2.58e-05	-	TGAGCTAAGCTGACGCTTACCCACAGAGGGAGCAT	Upstream_CTCF	10
chr3	20710025	20710175	id-67493	8.5e-06	-	TCAGAAAAACTTGGGTTTACCACTAGATGGACCCA	Upstream_CTCF	25
chr3	20715390	20715540	id-67494	6.46e-07	-	GATTCTTTCTCCCCTAGAGCCTCCAGAGGGAGCAC	V_CTCF_BR	7
chr3	20781429	20781579	id-67495	1.76e-05	-	CATTATTATGAGGTACACACCACCAGATGGCCCTA	UpstreamP1_CTCF	10
chr3	20971652	20971802	id-67496	2.6e-06	-	ATGTGAAGGGGGTACTTTGCCAGATGATGGCAGCA	V_CTCF_BR	35
chr3	21016078	21016228	id-67497	7.6e-05	+	CTGCAATGTAGCTAAGAGAGCTATAGGAGATGCCA	UpstreamP1_CTCF	2
chr3	21058710	21058860	id-67498	1	+	NA	NONE	22
chr3	21159138	21159288	id-67499	1	+	NA	NONE	2
chr3	21212577	21212727	id-67500	1.35e-05	+	CTGAAATCCTGGAACTGCACCTTTAGGGGGTGCTA	UpstreamP1_CTCF	38
chr3	21258214	21258364	id-67501	2.1e-06	-	ACTACAGTACTGCAGAGAGACACCAGGAGGAGCAA	Upstream_CTCF	38
chr3	21332179	21332329	id-67502	1.72e-06	-	CAGGTTGTTCCATCTCTGGCCACTGGGGGCACTGA	Upstream_CTCF	37
chr3	21338917	21339067	id-67503	9.38e-09	-	GTGCAGTTTGACCTACAAGCCAGTGGATGGCGCTA	UpstreamP1_CTCF	3
chr3	21519741	21519891	id-67504	1.16e-05	+	TCTGCAGTGTTCTTCCCTACCAGAGGAGTGCATAT	Upstream_CTCF	5
chr3	21525924	21526074	id-67505	8.81e-07	-	GGCATGATGTTAACCTTTGTCAGCAGGGGGCACTG	V_CTCF_BR	38
chr3	21526837	21526987	id-67506	1.38e-06	-	GCCTAATGGGCATTTGCCACCACCAGCTGGCAGTT	V_CTCF_BR	4
chr3	21592691	21592841	id-67507	9.84e-06	-	CTGTTTGTGCTTCATCTGGTCACGGGAGGGCAGCA	UpstreamP1_CTCF	29
chr3	21794372	21794522	id-67508	4.03e-06	+	CTGCCTTGACCTCCTACATGTGCTAGGGGGCACTG	UpstreamP1_CTCF	39
chr3	21881276	21881426	id-67509	6.74e-08	-	GAGGCAATTTCTGACCCCTCCAGTAGAGGGAGACC	Upstream_CTCF	38
chr3	21936081	21936231	id-67510	1.09e-07	-	TCTGTGGTTGCTAACTTAGCCACTGGAGGGAGCCC	Upstream_CTCF	35
chr3	22130812	22130962	id-67511	6.05e-06	+	TGGTAGATATTAAGCTTTGTCAGTAGAGGGCACTA	V_CTCF_BR	38
chr3	22159361	22159511	id-67512	1.5e-05	-	CTTGTTACTTCTGTAATATCCATGAGAGGGCAGTA	Upstream_CTCF	36
chr3	22217490	22217640	id-67513	9.29e-06	+	TTTGCTTTGATCTAATTCCCCACTAGAGTGCAGTG	Upstream_CTCF	16
chr3	22282742	22282892	id-67514	1	+	NA	NONE	9
chr3	22360944	22361094	id-67515	1	+	NA	NONE	8
chr3	22367972	22368122	id-67516	1	+	NA	NONE	3
chr3	22481572	22481722	id-67517	1	+	NA	NONE	1
chr3	22605706	22605856	id-67518	8.58e-08	+	TGTGCATCTCCTGATAAGAGCACAAGGGGGAGCAC	Upstream_CTCF	39
chr3	22648068	22648218	id-67519	1.01e-05	+	CTTGCATGTATTGCTTTGGCCTCTAGAGGTACGGA	Upstream_CTCF	4
chr3	22713455	22713605	id-67520	9.41e-05	-	TGCTATATTCATTAACTTAGCACATGATGGCGCTC	V_CTCF_BR	2
chr3	22727216	22727366	id-67521	4.43e-05	-	AGCAGGATCCCAGCTGTCTCCCCTAGATGTCAGTA	V_CTCF_BR	31
chr3	22771593	22771743	id-67522	1	+	NA	NONE	32
chr3	22837541	22837691	id-67523	1.04e-05	+	CATTGACAGTTGAGCACCATCAGAAGATGGCGCTG	V_CTCF_BR	6
chr3	22903740	22903890	id-67524	1.35e-05	-	CACCTATACCTCCTTGGTACCACCAGGAGGCTTTC	UpstreamP1_CTCF	18
chr3	22929294	22929444	id-67525	2.66e-05	-	TAGTGCTTTACAAGTGTGGCCACATGGAGGAGCTG	V_CTCF_BR	37
chr3	22943287	22943437	id-67526	3.56e-06	+	AAAGCAGTACCTACAAGATCCTCAAGGGGAAACAT	Upstream_CTCF	18
chr3	22950593	22950743	id-67527	2.8e-05	-	CCAGTACTATCGAGAATATCCATTGGAGGACACTA	Upstream_CTCF	8
chr3	22963947	22964097	id-67528	1	+	NA	NONE	34
chr3	23001972	23002122	id-67529	2.6e-06	-	GGAGCTTGCAACCATGCAGCCACAAGGAGGAGCTC	V_CTCF_BR	40
chr3	23094160	23094310	id-67530	5.08e-07	-	GGGTGTAATCTCGAGGTGACCAGCAGAAGGCAGTG	V_CTCF_BR	22
chr3	23201647	23201797	id-67531	1	+	NA	NONE	4
chr3	23225327	23225477	id-67532	4.21e-05	+	TAGACAAATTAGATTCCAACCGCTTGGGGGCAACC	V_CTCF_BR	40
chr3	23412128	23412278	id-67533	1	+	NA	NONE	18
chr3	23413890	23414040	id-67534	2e-06	+	TCTGCACTATTAGTTGGTGTCAGCAGGGGGTTAGC	Upstream_CTCF	17
chr3	23484494	23484644	id-67535	5.13e-05	-	ACACTTGGTCCATTAATGGCCACGAGAGGGATAAT	V_CTCF_BR	4
chr3	23582215	23582365	id-67536	3.88e-06	-	CCACTTGAGCCCAGGAGTTCCGGTAGGGGGCTGCA	V_CTCF_BR	7
chr3	23636566	23636716	id-67537	3.97e-05	-	TAGCACAGCGGCAGGCTCACCAGCAGAGTGTGACC	UpstreamP1_CTCF	11
chr3	23674805	23674955	id-67538	1.26e-05	+	GGAGCTGTGCATAGAGTGAGGGGGAGATGGCACTG	Upstream_CTCF	1
chr3	23690198	23690348	id-67539	2.27e-05	+	CCTGTTTAGAACAGATCCAACACTGGATGGCAGCC	V_CTCF_BR	29
chr3	23692681	23692831	id-67540	7.44e-05	-	AAATCAGCATGTTTTTTCTCCAGGAGAGGGCCACA	Upstream_CTCF	7
chr3	23713453	23713603	id-67541	1.43e-05	+	CCAGGAGGCCGCGCCCGCCCCGCAAGGCGGCAGGA	Upstream_CTCF	11
chr3	23715314	23715464	id-67542	1	+	NA	NONE	11
chr3	23717657	23717807	id-67543	6.8e-06	-	CTGTAACTCTTAGAAAGCAGCAGTAGGGGCTGAAG	UpstreamP1_CTCF	4
chr3	23740510	23740660	id-67544	1.23e-05	-	AAGTATTCACACAGGTGTGCCAGCAGGGGAGGCAG	UpstreamP1_CTCF	14
chr3	23754495	23754645	id-67545	1.84e-05	-	AGGCTATTGCGCCATCTGTCTCCCAGGTGCCTGCA	UpstreamP1_CTCF	31
chr3	23772597	23772747	id-67546	5.68e-06	+	TGCTACAACAAATCATTACCCAGCAGGTGGCTCAA	V_CTCF_BR	12
chr3	23785008	23785158	id-67547	3.03e-05	+	ACGGCCCCACCCCCCGCCGCCTCCACATGTCGCTG	Upstream_CTCF	7
chr3	23801924	23802074	id-67548	2.94e-06	-	TAATCAATGCCTATGGGTGCCACTGGGTGCCACTA	Upstream_CTCF	19
chr3	23803042	23803192	id-67549	6.51e-05	-	CTTGGGTGTGTGATGTTAACCCATAGAGGGAGCAC	V_CTCF_BR	40
chr3	23842354	23842504	id-67550	1	+	NA	NONE	28
chr3	23847157	23847307	id-67551	5.65e-05	+	CTCGCCCCCTTCCCGGGCGTCCGGAGGAGGCGCTG	V_CTCF_BR	25
chr3	23852419	23852569	id-67552	9.25e-06	+	CGAGGCCTCGGACCTTCGGCCTGTCGGGGGCGCCC	V_CTCF_BR	35
chr3	23875663	23875813	id-67553	1.55e-05	+	AGTTCAAATCTTAACTCTGCCTCTTGATGGCACTA	V_CTCF_BR	32
chr3	23908990	23909140	id-67554	1.73e-05	-	CACACAGGAGAAACTTTTGCCAAAAGAGGGTGCTC	V_CTCF_BR	22
chr3	23915506	23915656	id-67555	1	+	NA	NONE	8
chr3	23926158	23926308	id-67556	1.73e-05	+	ATGAACAGTACGACTCCTGCCTCTAGGAGGCAGCT	V_CTCF_BR	35
chr3	23930228	23930378	id-67557	5.97e-08	+	AGTGTAGTACTACCAGCTAACACAAGAGGTCAGCA	Upstream_CTCF	40
chr3	23942371	23942521	id-67558	6.48e-05	-	GAACAGTTACATCTTTATGACACCAGAGGTCTACA	UpstreamP1_CTCF	22
chr3	23958440	23958590	id-67559	1.84e-05	-	ATGTAGTTCCGGCATCGCGCCTGGTGGCGGAGTTC	UpstreamP1_CTCF	39
chr3	23968346	23968496	id-67560	1	+	NA	NONE	32
chr3	23991388	23991538	id-67561	1	+	NA	NONE	3
chr3	24040539	24040689	id-67562	6.21e-06	+	CCTGCTAATTCTCATTTACTCAGCAGGCGGCGCTC	Upstream_CTCF	40
chr3	24089622	24089772	id-67563	1	+	NA	NONE	9
chr3	24101712	24101862	id-67564	6.05e-06	-	CGGCCCACACTCAAGACAGCCTGGAGGGGGAGAGC	V_CTCF_BR	18
chr3	24110605	24110755	id-67565	1.85e-05	+	TACTCTATTTTCATACTCTACACCAGGGGTCAGCA	Upstream_CTCF	33
chr3	24130403	24130553	id-67566	1.48e-06	+	TTGCAATATCTTGCTGTGTCCTCTAGGGTGCTCCT	UpstreamP1_CTCF	39
chr3	24190657	24190807	id-67567	2.68e-05	-	TAGGAAATTATTGTTTCCTCCAGAAGGAGGCGTGC	Upstream_CTCF	31
chr3	24227510	24227660	id-67568	3.55e-08	+	ATGCACATTTCCTAAGTGCCCACCAGGTGGCAGAC	UpstreamP1_CTCF	40
chr3	24239451	24239601	id-67569	1.67e-07	+	CTGGGATGGGGTGAGCTGGTCACCAGAGGGCAGGC	V_CTCF_BR	21
chr3	24243932	24244082	id-67570	1	+	NA	NONE	3
chr3	24279630	24279780	id-67571	1.38e-07	-	GGAGAAGTTACCCTACTCTCCACCAGGTGTCAGTA	Upstream_CTCF	40
chr3	24306268	24306418	id-67572	3.86e-08	+	GTAGCAATATCCTAAAAGTCCACAAGAGGGCAGTC	Upstream_CTCF	39
chr3	24401275	24401425	id-67573	7.55e-07	+	TTACAGCTTGCTGGTGCCTCCACCAGAGGGTGGCA	V_CTCF_BR	32
chr3	24406704	24406854	id-67574	1.24e-05	+	GCTTGGGAGTGTGCAGGAACAGGCAGAGGGCAGAA	V_CTCF_BR	27
chr3	24437971	24438121	id-67575	1	+	NA	NONE	5
chr3	24493723	24493873	id-67576	9.81e-06	-	CACGCACCTTGGGCACCAAACGGAAGGGGGTGCCA	V_CTCF_BR	1
chr3	24520365	24520515	id-67577	1	+	NA	NONE	38
chr3	24535860	24536010	id-67578	1.99e-07	+	GCCGCCGCGCGGTGCCCGAACACGAGAGGGCACCT	V_CTCF_BR	18
chr3	24536659	24536809	id-67579	1.11e-05	+	GCGGCGGTGGCGGCGGCGGCCAAGAGCAGGCAAAC	Upstream_CTCF	38
chr3	24538179	24538329	id-67580	5.72e-07	-	CTTTCTCACCCCCCGTTAGCCACCAGGGGGCCGCC	UpstreamP1_CTCF	40
chr3	24563037	24563187	id-67581	1	+	NA	NONE	12
chr3	24570815	24570965	id-67582	3.09e-06	+	TGTGTCCTTCTTGTTGTAGACATCAGGTGGCACAC	Upstream_CTCF	2
chr3	24624604	24624754	id-67583	3.63e-06	-	ATTTATTTGAAAGCAGAAGCCACAAGAGGGCAGAA	V_CTCF_BR	36
chr3	24681892	24682042	id-67584	5.41e-06	-	AAGGCTATTGCATTATGTCACTCCAGAGGGCACCA	Upstream_CTCF	39
chr3	24705053	24705203	id-67585	1.96e-07	-	CTGGAGTGTCGAAGGGAGAGCTCTAGAGGGCAGCC	UpstreamP1_CTCF	2
chr3	24722093	24722243	id-67586	1.74e-08	+	GAAGCTCCGCCGAGAGAAGCCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr3	24725387	24725537	id-67587	9.51e-07	-	AAAATGTGGCTCAGAAGTACCACCAGATGGCAGGA	V_CTCF_BR	40
chr3	24768034	24768184	id-67588	3.28e-05	+	AGGACACTAGGTCAGACAACCACTTGGTGGAGATG	V_CTCF_BR	5
chr3	24776726	24776876	id-67589	4.65e-06	+	CTCTTGTGCCAATAGGGGGCCCCCAGGGGGTATTT	UpstreamP1_CTCF	6
chr3	24811777	24811927	id-67590	6.75e-05	-	CAGAGACTGCCCATGTACTCCTGCAGGTGGGGCTC	UpstreamP1_CTCF	9
chr3	24815386	24815536	id-67591	9.84e-05	+	GCAGAGCTCTGCTTGACCCCAGACAGAGGGCGCTC	V_CTCF_BR	39
chr3	24870779	24870929	id-67592	2.97e-06	+	GCGGCAGGGGCTGAGGGCACAGCCAGCGGGCGGCG	V_CTCF_BR	5
chr3	24955644	24955794	id-67593	1	+	NA	NONE	14
chr3	25005386	25005536	id-67594	4.41e-06	+	GCCTTGTATATAATCTTGACCAGCAGAGGGCTTCC	V_CTCF_BR	39
chr3	25063426	25063576	id-67595	7.27e-06	+	CATGGAGCTTGCAGTCTAGACTCTAGAGGGCAACA	V_CTCF_BR	38
chr3	25075035	25075185	id-67596	2.83e-07	-	TCTGGCTTGACCTTGCTGTCCTCCAGGGGGAGCTC	V_CTCF_BR	40
chr3	25083505	25083655	id-67597	2.39e-05	+	CAGCACATCCCCATCTTGAAAGCCAGATGCCACTG	UpstreamP1_CTCF	4
chr3	25136559	25136709	id-67598	1.84e-05	-	CTGTAATTTTTAAAGCTCTCCTGGTGATGGCAATA	UpstreamP1_CTCF	13
chr3	25339309	25339459	id-67599	1.11e-05	-	AATGCAATTCTTCCTCACCCCACCAGGCATTAAAA	Upstream_CTCF	8
chr3	25482857	25483007	id-67600	1.96e-08	+	ATGAGGTTTCTCCACCCCGCCAGTAGAGGGCGCAC	V_CTCF_BR	38
chr3	25510393	25510543	id-67601	1.03e-05	+	CCGTGATGGCGTGTCTTCTCCACAAGGGCGCAGAG	UpstreamP1_CTCF	32
chr3	25534847	25534997	id-67602	5.08e-05	-	CAGCCAGTAGTAAATGCTGCCAGTAGGAGGTGAGT	UpstreamP1_CTCF	10
chr3	25535583	25535733	id-67603	1	+	NA	NONE	5
chr3	25543821	25543971	id-67604	5.01e-06	-	AATCCCTGAGCAATAGCTCCCAGCAGAGGGCAAGA	V_CTCF_BR	9
chr3	25562543	25562693	id-67605	2.81e-05	-	AGGTAACGCCCTTTCCTTGCCTGATGGGGGAGACC	V_CTCF_BR	15
chr3	25574378	25574528	id-67606	3.67e-09	+	CTTGCAATTCAGCATGCTGACACTAGGTGGCAGGC	Upstream_CTCF	40
chr3	25590536	25590686	id-67607	1.21e-05	-	AGTGCTATTGCTTGTTAGGCCACCAGGTTTTGATA	Upstream_CTCF	7
chr3	25598135	25598285	id-67608	1	+	NA	NONE	9
chr3	25608132	25608282	id-67609	4.11e-08	-	GCTTCACTGTCCCCATCCACCACCAGGGGCCTGGA	Upstream_CTCF	29
chr3	25614918	25615068	id-67610	1.1e-05	+	TCCGGAGGCCTGCTGCCCACCGCGGGGTGGAGGGC	V_CTCF_BR	4
chr3	25618711	25618861	id-67611	2.97e-06	+	GGGACCATAATGGTGCCTACCGCATGGGGGCGCTG	V_CTCF_BR	20
chr3	25628751	25628901	id-67612	1	+	NA	NONE	6
chr3	25634079	25634229	id-67613	1	+	NA	NONE	35
chr3	25635630	25635780	id-67614	1	+	NA	NONE	40
chr3	25689661	25689811	id-67615	4.24e-09	+	CCTGCAGTATCAGAAACAGACACAAGGTGGAGCTC	Upstream_CTCF	40
chr3	25703338	25703488	id-67616	3.86e-05	+	TTTTTATTTCTTTCTGTTACCACAAGCAGGTGGCA	Upstream_CTCF	17
chr3	25824884	25825034	id-67617	2.73e-07	+	GCAGCAGCTACCGCAGCCACCGGCAGGGGCGGGGT	Upstream_CTCF	23
chr3	25873161	25873311	id-67618	2.96e-05	-	CTCGCCTTCCCCTTTCATTCCTGAAGATGGAGCTC	V_CTCF_BR	38
chr3	25884925	25885075	id-67619	2.96e-05	+	ATAAAACAAATCTAAATGGCCACATGATGGTGCCA	V_CTCF_BR	17
chr3	25898534	25898684	id-67620	8.02e-08	-	GAGCAGCTTCCTCTACTAACCACAAGGTGGGGCTC	UpstreamP1_CTCF	39
chr3	25905174	25905324	id-67621	1.64e-05	+	CTAGTTGATTTTCAGTGAACCTGTAGGGGGCAAAG	V_CTCF_BR	36
chr3	25938636	25938786	id-67622	6.05e-06	-	TAAGACAGTGCACCTGCCACCTCTAGATGTCGCTG	V_CTCF_BR	39
chr3	25945873	25946023	id-67623	1.97e-06	+	TGTGAGGGAAAGCCTTAGACCAGAAGGTGGCAGAA	V_CTCF_BR	19
chr3	25952617	25952767	id-67624	7.73e-06	-	TAGAGTGGATGTACGTGGACAGCTAGGGGGCGCCA	V_CTCF_BR	37
chr3	26003872	26004022	id-67625	4.94e-06	-	GGTTGATTTCCCTGAAGTTCCACCAGGTGGTGTCT	Upstream_CTCF	20
chr3	26057371	26057521	id-67626	1	+	NA	NONE	10
chr3	26159830	26159980	id-67627	1.34e-06	-	TTGTAGTTTGGGCTGTGACCCAGTAGATGGTGCTT	UpstreamP1_CTCF	23
chr3	26322130	26322280	id-67628	1.29e-05	-	CTGTTATACAGCCTTTTGGTCAACAGATGGAGTAG	UpstreamP1_CTCF	11
chr3	26387234	26387384	id-67629	1.95e-07	+	CCTGCAACCCTGGCCCTTTCCACAAGGAGGGGCTT	Upstream_CTCF	2
chr3	26410739	26410889	id-67630	7.23e-07	+	CAGGCTGTGTCTCCTCCCGGCAGCAGGAGGTGCTG	Upstream_CTCF	9
chr3	26525696	26525846	id-67631	2.91e-05	-	GGTGTCATTATGAACTGGGCTACTAGGTGGCCACA	Upstream_CTCF	17
chr3	26528275	26528425	id-67632	8.5e-06	-	ATAGCAATGCCAAAGTGGGCCAGCAGGTTCTACAT	Upstream_CTCF	1
chr3	26698877	26699027	id-67633	1	+	NA	NONE	2
chr3	26754037	26754187	id-67634	8.21e-06	-	AGATATATTATACTATTGTCCTCCAGGGGGCGATA	V_CTCF_BR	38
chr3	26762644	26762794	id-67635	9.88e-07	-	ACTGCAATCCCCTGCTCTACCACTTGAAGAAGGTG	Upstream_CTCF	5
chr3	27004988	27005138	id-67636	3.91e-06	-	TATTCCTTCTCTACTGTCACCAGTAGAGGGCCGTG	Upstream_CTCF	23
chr3	27063687	27063837	id-67637	3.28e-05	-	CATGTGGAATCTCAGCTGTACTACAGGGGGCAGAG	V_CTCF_BR	11
chr3	27105730	27105880	id-67638	1	+	NA	NONE	16
chr3	27147607	27147757	id-67639	3.4e-06	-	GGGTCGCCCAGCAGGCTGCCCACTAGGGGGTGAGC	V_CTCF_BR	34
chr3	27175786	27175936	id-67640	3.65e-07	+	TGCCACTTCCCCAAACCAAACACCAGAGGGCAGTG	V_CTCF_BR	40
chr3	27183285	27183435	id-67641	1.82e-06	+	TGGCAATTACAGCAGGCTGCCATCAGGAGTCAGCA	UpstreamP1_CTCF	29
chr3	27270447	27270597	id-67642	1	+	NA	NONE	28
chr3	27285981	27286131	id-67643	5.53e-08	+	CTGCAATTTCTGACATGGGCCACGAGTAGGCAGTA	UpstreamP1_CTCF	13
chr3	27295444	27295594	id-67644	2.15e-05	-	TGGAGTATTTTTTTTCCAATCACAAGGGGGAGCCC	V_CTCF_BR	39
chr3	27308301	27308451	id-67645	1	+	NA	NONE	3
chr3	27317772	27317922	id-67646	1.83e-05	-	ACTCAGGTCAAATGCGCTTCCTCCAGGGGGCATCT	V_CTCF_BR	0
chr3	27320784	27320934	id-67647	7.6e-05	-	TGGGTGTGAAAGCATGTCACCACAGAGGGGCAGCC	UpstreamP1_CTCF	38
chr3	27353688	27353838	id-67648	2.81e-08	+	GCTGCAGTTCTTAAAATAAACTGTAGGTGGCAAAA	Upstream_CTCF	40
chr3	27367038	27367188	id-67649	1	+	NA	NONE	34
chr3	27399279	27399429	id-67650	5.68e-06	+	ATTGACAACTCCATGACAACCAGGAGAGGGCGAGA	V_CTCF_BR	40
chr3	27410940	27411090	id-67651	7.6e-05	-	TGGTTGCTACGGCGATTCCCCGGCAGGCGTCATCC	UpstreamP1_CTCF	13
chr3	27509175	27509325	id-67652	2.66e-05	-	TCCATGGTTCTAATCATAACCACTAGATGGTGATC	V_CTCF_BR	36
chr3	27525010	27525160	id-67653	8.33e-05	-	GCGGCTCCACCTGTCTCTAGCCCCAGGCAGTGGTG	Upstream_CTCF	8
chr3	27526295	27526445	id-67654	1	+	NA	NONE	14
chr3	27575481	27575631	id-67655	6.64e-05	+	GCAGGAAGAGCCAGCTTGGCCTCCTGGTGATGGGA	Upstream_CTCF	35
chr3	27619670	27619820	id-67656	1	+	NA	NONE	8
chr3	27700783	27700933	id-67657	5.72e-09	-	GTGTCACTGCAGCGTGTGGCCAGCAGGGGGCTGTG	V_CTCF_BR	40
chr3	27708312	27708462	id-67658	5.13e-05	-	GCTCCCAGCCCGGCCCTGGCTGGTGGGAGGCAGCA	V_CTCF_BR	18
chr3	27722789	27722939	id-67659	1.82e-06	-	TTTAAATTCTTTTCGTTGCCCACTAGAGGGCAGGC	UpstreamP1_CTCF	40
chr3	27753653	27753803	id-67660	1.99e-07	+	AGATCCTTACTCTCCATGGCCACCAGATGGCGAAG	V_CTCF_BR	40
chr3	27763133	27763283	id-67661	3.97e-07	+	GCACACAGCCGCGGGGAAGCCGCCGGGGGGCAGCA	V_CTCF_BR	38
chr3	27763387	27763537	id-67662	1.28e-06	+	CGGAGGGCAGCTCCTCCTCCCCGCAGGGGGAGCCC	V_CTCF_BR	16
chr3	27763795	27763945	id-67663	2.96e-05	-	AGGGGAAGTTACCTTCCCCTCGGAAGAGGGCGCTG	V_CTCF_BR	35
chr3	27770026	27770176	id-67664	5.51e-07	-	AACAGAATGCTAATGGCCGCCTGGAGGGGGCGGAA	V_CTCF_BR	31
chr3	27788426	27788576	id-67665	1	+	NA	NONE	10
chr3	27810329	27810479	id-67666	1	+	NA	NONE	6
chr3	27868663	27868813	id-67667	1.71e-06	-	TGACCTAGAGTTTTGGCTTCCTCTAGGGGGCACAG	V_CTCF_BR	10
chr3	27930189	27930339	id-67668	4.88e-05	-	ACCAGGAGTCTCTTGTGTTCCACAAGGGGTCAGAT	V_CTCF_BR	15
chr3	27955802	27955952	id-67669	6.05e-06	+	GAGATGCCCTAGCCACAAGCCAGTAGGAGGAGCCA	V_CTCF_BR	31
chr3	27984736	27984886	id-67670	2e-06	+	GCTGCAGTGGCGTGTTCTTCCTGATGGTGGCAGAT	Upstream_CTCF	39
chr3	28039367	28039517	id-67671	6.82e-05	-	CAGGTCTGTAATTAATCTGCCACATGGTGGCGATT	V_CTCF_BR	4
chr3	28058015	28058165	id-67672	1.55e-05	+	GCCCTTCTCTATCTCTTACTCTGCAGAGGGCAGCA	V_CTCF_BR	4
chr3	28119230	28119380	id-67673	1.24e-05	+	ACAAGTTCAATATAATGGAACAGCAGGGGGCGAAG	V_CTCF_BR	25
chr3	28131201	28131351	id-67674	1.64e-05	-	AAGTAAATATTAATACCTACCTGAAGGTGGCAGAG	V_CTCF_BR	5
chr3	28283185	28283335	id-67675	1	+	NA	NONE	9
chr3	28310080	28310230	id-67676	1	+	NA	NONE	18
chr3	28310601	28310751	id-67677	1.83e-05	+	TATCTGCAGTGTCAGGCATCCACTAGGGGGCTTAG	V_CTCF_BR	37
chr3	28328203	28328353	id-67678	2.47e-07	-	GTGCTGTGTTAAAATTGAACCCCTAGAGGGCAACT	UpstreamP1_CTCF	39
chr3	28359042	28359192	id-67679	6.51e-05	+	TGACATATTATCCTTCACTCCAGTTGGGGGAGCTC	V_CTCF_BR	40
chr3	28370165	28370315	id-67680	7.61e-08	-	ACTGCAGTTATTTTCTTATCCACAAGAGGGAGAGC	Upstream_CTCF	38
chr3	28376151	28376301	id-67681	2.04e-05	-	GCATTTTAGTTATTCTTTTCCACTAGATGGTGCTA	V_CTCF_BR	21
chr3	28390109	28390259	id-67682	8.71e-06	+	GGACCGAAAACAAACCGGGTCGCCAGGGGTCACCA	V_CTCF_BR	13
chr3	28390748	28390898	id-67683	1	+	NA	NONE	32
chr3	28517807	28517957	id-67684	9.25e-06	+	GAGGTTTTAATTTGTAGTACCACTAGGTGGCACAT	V_CTCF_BR	37
chr3	28616598	28616748	id-67685	1.54e-05	-	AGGCATTTACTGCAATGTGCCCGGGGCGGGCGCCA	UpstreamP1_CTCF	2
chr3	28709262	28709412	id-67686	2.18e-07	+	ATGTCACCTCCTACTGTGGCCAACAGATGGCGCTA	V_CTCF_BR	40
chr3	28768470	28768620	id-67687	2.89e-07	-	GTGGTAGATCAGGGAACTGCCACCAGAGGGGGCCA	Upstream_CTCF	40
chr3	28840721	28840871	id-67688	1.64e-05	+	GCCTAGCTATTCCAGTCATCCAGCTGAGGGCATCC	V_CTCF_BR	26
chr3	28895425	28895575	id-67689	6.21e-05	+	TGAAAAAAAAAATAGTGTGTCTGAAGAGGGCAGCC	V_CTCF_BR	20
chr3	28957663	28957813	id-67690	3.56e-05	+	ACTTTCGTTCACCGCACAGACCATAGGAGGCAGCG	Upstream_CTCF	34
chr3	28958235	28958385	id-67691	1	+	NA	NONE	36
chr3	28993802	28993952	id-67692	2.01e-05	-	CCTGCCACACCCTCCACCACCACTAGAAAAAAAGA	Upstream_CTCF	5
chr3	29179161	29179311	id-67693	8.21e-06	-	AGCCAGTCCACATGAGTCACCAGAAGAAGGAGCTC	V_CTCF_BR	3
chr3	29186389	29186539	id-67694	1.73e-06	+	CTTCTGTTTCAAGCTGCAGACAGTAGGGGTAGATA	UpstreamP1_CTCF	30
chr3	29194024	29194174	id-67695	3.8e-07	+	AAAGCAGGATCCCTGGTTTCCACTAGATGCCAGTA	Upstream_CTCF	24
chr3	29322307	29322457	id-67696	1.48e-06	+	CGCTTGCTATTCGAGATAGCCAGCAGAGGGAATCG	V_CTCF_BR	39
chr3	29327033	29327183	id-67697	1	+	NA	NONE	6
chr3	29388441	29388591	id-67698	1	+	NA	NONE	12
chr3	29458208	29458358	id-67699	9.26e-05	+	ATGTGGTCTCTGGTGCCCAACACTGGAAGGATGTG	UpstreamP1_CTCF	3
chr3	29574095	29574245	id-67700	5.34e-06	-	GGATCTGGCTACGTTGTCCGCACTAGAGGGCAGTG	V_CTCF_BR	9
chr3	29685818	29685968	id-67701	1	+	NA	NONE	17
chr3	29710342	29710492	id-67702	1.71e-06	+	TTGAAAGGTTAGATCCCTGCCTGTAGTGGGCACTA	V_CTCF_BR	23
chr3	29806257	29806407	id-67703	3.24e-06	-	CCTGCTATTCACAATGTTTCCATTGGGTGTAGCTA	Upstream_CTCF	37
chr3	29892248	29892398	id-67704	1	+	NA	NONE	21
chr3	30054544	30054694	id-67705	1.28e-06	+	TACTATTGTGGTAAAATGGTCACCAGGTGGCGCTG	V_CTCF_BR	40
chr3	30083857	30084007	id-67706	2.83e-07	+	ACACGATAGTGATTCTGTTCCACCAGAGGGCACCA	V_CTCF_BR	40
chr3	30154505	30154655	id-67707	7.27e-06	+	AAATCTTCTTTTTTTCTGGCCACTAGGTGGAGAAA	V_CTCF_BR	39
chr3	30176743	30176893	id-67708	5.12e-06	+	ATGTAAGTGTGATCTATCCCCACTAGGTGACGTTG	UpstreamP1_CTCF	23
chr3	30198476	30198626	id-67709	1	+	NA	NONE	2
chr3	30223205	30223355	id-67710	4.68e-05	-	TGGAAATGTCCAGCCTGGGTCAGCAGAGGGCCTTT	UpstreamP1_CTCF	5
chr3	30240708	30240858	id-67711	1.97e-06	-	GCTTATATTAACACAATAGCCAACAGGTGGCGCTG	V_CTCF_BR	40
chr3	30305548	30305698	id-67712	7.42e-09	-	TGAGTTGGTTGGCCTCCAGCCAGCAGGTGGCACTA	V_CTCF_BR	11
chr3	30324051	30324201	id-67713	5.98e-05	-	CACCAACCACTCCCACCTCCCACCAGGGGATTCCA	UpstreamP1_CTCF	17
chr3	30336028	30336178	id-67714	8.02e-05	+	GGCGCACTTCAGAATGAAGCCACAGTGGGGAAACC	Upstream_CTCF	8
chr3	30361328	30361478	id-67715	1.5e-05	+	GCTGTAACTCACTGGCTGGCCTCTTGGAGCAGTAA	Upstream_CTCF	39
chr3	30449703	30449853	id-67716	1.77e-05	+	ATTGTAGTTCCCATAATGCCCACATGTCGTGGGAG	Upstream_CTCF	16
chr3	30478615	30478765	id-67717	2.6e-05	-	CTGCAGTTAGTGCCAGCAGCAAGCACCAGCAGGGG	UpstreamP1_CTCF	20
chr3	30481652	30481802	id-67718	7.84e-05	+	TTGGGTCAAGGCCATTTAAAAGGCAGATGGCAGCC	V_CTCF_BR	2
chr3	30485838	30485988	id-67719	8.64e-05	-	ACAGAATGTTTTGCTGCCTCCACCGGATGGAATCT	Upstream_CTCF	5
chr3	30559699	30559849	id-67720	6.75e-05	-	CTGCAGTGTTAATCTCCCTTCAGCACTGGGTCCAC	UpstreamP1_CTCF	18
chr3	30608760	30608910	id-67721	1	+	NA	NONE	18
chr3	30648105	30648255	id-67722	6.8e-06	+	CCTGTGCAGCTTCCCTCGGCCGCCGGGGGCCTCCC	Upstream_CTCF	35
chr3	30670811	30670961	id-67723	1	+	NA	NONE	36
chr3	30700423	30700573	id-67724	1	+	NA	NONE	11
chr3	30701756	30701906	id-67725	1	+	NA	NONE	1
chr3	30735126	30735276	id-67726	1.81e-06	-	CCAGTATTCTAGAAACTCACCACTAGAGGTCAATG	Upstream_CTCF	40
chr3	30769739	30769889	id-67727	1.32e-05	-	GGGGAAAGGTCAACTTCTTCCGCCAGGTGGTGATC	Upstream_CTCF	1
chr3	30789612	30789762	id-67728	1.13e-05	-	ATGCGCTTCCTCATATCCTTCACTAGATGGTGTTC	UpstreamP1_CTCF	38
chr3	30793180	30793330	id-67729	6.8e-06	-	GAGCCATGAAATGGCGAGACCATCGGGGGGCACCA	UpstreamP1_CTCF	38
chr3	30810328	30810478	id-67730	1.52e-07	+	GAAAACATGAGCAAAAGTGCCACCAGGGGGCAGGC	V_CTCF_BR	40
chr3	30821293	30821443	id-67731	8.71e-06	+	GGTCCAATCTTAGACTTTGTCAGCAGAGGGTGCTG	V_CTCF_BR	40
chr3	30936111	30936261	id-67732	1.71e-06	-	GCCTGGTGCACCTGCGGGTCCCCCGGGGGGCGCTG	V_CTCF_BR	12
chr3	30947574	30947724	id-67733	1.09e-06	+	AAGCAGTCAACCCTAGTGTCCGGCAGGGGACATGC	UpstreamP1_CTCF	3
chr3	30969559	30969709	id-67734	3.36e-07	+	AACGCACCTCACTGCCCTGACAGAAGAGGGCGCTC	V_CTCF_BR	21
chr3	30969880	30970030	id-67735	4.68e-07	+	CAGACGTGAGCTACCGTGCCCAGCTGAGGGCACTC	V_CTCF_BR	20
chr3	30975760	30975910	id-67736	1	+	NA	NONE	39
chr3	31011802	31011952	id-67737	8.19e-06	+	TTGCCACACAACTTTTGTCCCTGCAGAGGGCACCT	UpstreamP1_CTCF	37
chr3	31051831	31051981	id-67738	1	+	NA	NONE	19
chr3	31147801	31147951	id-67739	6.05e-06	+	CACCTGACTCATTCTTCTGGCACAAGAGGGCTCCC	V_CTCF_BR	21
chr3	31173778	31173928	id-67740	1.83e-05	-	ATATCAATCACCTGGTTATCCACTAGATGTCAGTC	V_CTCF_BR	38
chr3	31198908	31199058	id-67741	1	+	NA	NONE	8
chr3	31251681	31251831	id-67742	1.54e-05	-	CTGTGGTGAACTCAGGTATGAGCCAGGGGGCGTTG	UpstreamP1_CTCF	29
chr3	31286977	31287127	id-67743	7.46e-06	+	CAGCAATCCCTTGTATTAGCCATGAGAGGGGGATG	UpstreamP1_CTCF	12
chr3	31307629	31307779	id-67744	1	+	NA	NONE	2
chr3	31382717	31382867	id-67745	2.66e-05	+	TCCACCTCCCTGCTCATGACCTGCAGGGAGCAGCA	V_CTCF_BR	30
chr3	31406349	31406499	id-67746	1	+	NA	NONE	23
chr3	31490112	31490262	id-67747	2.62e-07	-	ATGCAGGCTGGCTTCCAGGCCACTAGGTGGTGCTT	UpstreamP1_CTCF	40
chr3	31494350	31494500	id-67748	1.32e-05	-	CCTGCACTTCCTTGAACCAGAGACAGATGGCCTTA	Upstream_CTCF	2
chr3	31503564	31503714	id-67749	1	+	NA	NONE	10
chr3	31562875	31563025	id-67750	6.49e-06	-	ACTTATGTACAATAAGCCTCCAACAGGGGGCTGTG	Upstream_CTCF	0
chr3	31573309	31573459	id-67751	1	+	NA	NONE	39
chr3	31574890	31575040	id-67752	3.4e-06	-	ACGGGGCAAACTTCGCCCACGGGCAGGGGGCGCGC	V_CTCF_BR	32
chr3	31592289	31592439	id-67753	2.89e-07	+	CCTTTTGTTTTTGATCCTGCCACTAGATGGCAGGA	Upstream_CTCF	39
chr3	31604173	31604323	id-67754	7.73e-06	-	GGCAGCGATACTGCCCACCCCAGCAGAGGGCGACT	V_CTCF_BR	15
chr3	31608622	31608772	id-67755	1.93e-05	+	GGACCCTGGCTTTGCCTGGCCTTAAGGGGGCACTG	V_CTCF_BR	40
chr3	31652316	31652466	id-67756	1.39e-05	+	AATGCCAGTAACTGTGCATCCACAGGATGGCAGTG	V_CTCF_BR	39
chr3	31681453	31681603	id-67757	2.01e-05	-	AAGTGGGACAGGATAGTGACCACAAGGGGTCATGA	UpstreamP1_CTCF	11
chr3	31729000	31729150	id-67758	4.99e-07	+	AGTGCACTGCCCTGGTCCCACAGGTGAGGGCGCTA	Upstream_CTCF	26
chr3	31734288	31734438	id-67759	5.63e-06	+	ATGCTGGGTTGCTCAGCGCCCCCAAGGGGCCTGAA	UpstreamP1_CTCF	18
chr3	31737131	31737281	id-67760	4.94e-06	-	GTAGGAGGATTGTCACACACCACCAGGGGGCCACT	Upstream_CTCF	40
chr3	31740913	31741063	id-67761	9.81e-06	-	ACCCTTGTCTGCCCTCTTTCCTCAGGGTGGCACCA	V_CTCF_BR	9
chr3	31746545	31746695	id-67762	9.81e-06	+	ATGGGAGCCTGGCACACTGCCCCTTGGTGGCACAA	V_CTCF_BR	11
chr3	31766301	31766451	id-67763	1	+	NA	NONE	40
chr3	31810373	31810523	id-67764	1.19e-06	-	AAAGGTGTCCATTCTTTTGTCAGCAGGGGGCAGCA	V_CTCF_BR	36
chr3	31852574	31852724	id-67765	3.88e-06	+	GAAAGGGGCTCAGATGTAGCCTGTGGATGGCAGTG	V_CTCF_BR	1
chr3	31888557	31888707	id-67766	2.04e-05	+	TTCTCATTACATCATTTATCCACCAGGTGGTTCCC	V_CTCF_BR	19
chr3	31900035	31900185	id-67767	1.84e-05	-	CAGAACTAGCCCTATAGTGCCACCTGGGGCAAGTT	UpstreamP1_CTCF	14
chr3	31921641	31921791	id-67768	1.01e-05	+	GTTGAAATTCACAAGGCCTCCAGGAGAGGTAGTTT	Upstream_CTCF	25
chr3	31938230	31938380	id-67769	1	+	NA	NONE	2
chr3	31950266	31950416	id-67770	1	+	NA	NONE	34
chr3	31978904	31979054	id-67771	7.91e-05	-	CTTCTAGCTCCCCTGCTGGCTAGGAGGAGCCAGTC	UpstreamP1_CTCF	14
chr3	31986707	31986857	id-67772	1	+	NA	NONE	16
chr3	32022384	32022534	id-67773	1.99e-07	-	GCCCGTCCGGGGGAGGCGGCCGCAGGAGGGAGCCG	V_CTCF_BR	17
chr3	32023214	32023364	id-67774	1	+	NA	NONE	15
chr3	32042519	32042669	id-67775	1	+	NA	NONE	3
chr3	32045722	32045872	id-67776	1.29e-05	+	GTGTGGACCTGGAGGGCCTCCAGCAGGGAGCAGCA	UpstreamP1_CTCF	30
chr3	32052321	32052471	id-67777	8.71e-06	-	TTTACCTACTCAAGCCTCACCAATGGGGGGCGCCC	V_CTCF_BR	8
chr3	32060678	32060828	id-67778	5.2e-08	+	AAGTTGTTCTCCTATTCAGCCACCAGGGGGTAATA	UpstreamP1_CTCF	39
chr3	32078674	32078824	id-67779	4.65e-05	-	GCCTAAACAAATGAAAGCTTCTGCAGAGGGCAGTG	V_CTCF_BR	13
chr3	32086723	32086873	id-67780	1	+	NA	NONE	10
chr3	32119258	32119408	id-67781	1	+	NA	NONE	3
chr3	32150803	32150953	id-67782	1.77e-05	-	ACGGGCAGGCAGCCAAATCCCAGCAGAGGGGGCAG	Upstream_CTCF	12
chr3	32185720	32185870	id-67783	1.82e-07	-	AGAACGAAAGGAGACCTTACCACAAGAGGGCACTG	V_CTCF_BR	40
chr3	32189546	32189696	id-67784	1.55e-05	+	TTAAACTAATTACCACTCAACAGCAGGGGGCATCG	V_CTCF_BR	26
chr3	32195769	32195919	id-67785	8.91e-07	-	GTTGCTGTACTCAGAAAAGCCACATGAGGGTGCCT	Upstream_CTCF	39
chr3	32197908	32198058	id-67786	1	+	NA	NONE	7
chr3	32217224	32217374	id-67787	5.34e-06	+	AATTAACTATGACCCTTGCCCACTAGAGGTCGCTC	V_CTCF_BR	40
chr3	32218839	32218989	id-67788	2.06e-07	+	ATTGCAATACCCAGGATAATCACTTGAGGGCAGCA	Upstream_CTCF	39
chr3	32219492	32219642	id-67789	1.43e-05	+	GTATCTAGCCCACAGATGACCACTAGGGGATGCTC	Upstream_CTCF	40
chr3	32254548	32254698	id-67790	4.17e-05	+	ATGGTTATACCAGATGTAACCATCGGGGGAAGCTG	Upstream_CTCF	13
chr3	32273122	32273272	id-67791	1	+	NA	NONE	9
chr3	32281679	32281829	id-67792	1	+	NA	NONE	39
chr3	32303821	32303971	id-67793	1.64e-06	-	TTGCAGTGTGCCTTACTGCTCACTAGAGGCTGGAA	UpstreamP1_CTCF	8
chr3	32317742	32317892	id-67794	1	+	NA	NONE	3
chr3	32338311	32338461	id-67795	1.55e-08	+	CTGATGATGCTTGACATGGCCAGTAGAGGGCAGCA	V_CTCF_BR	40
chr3	32376288	32376438	id-67796	3.05e-07	-	ATTGCAGTTTTCAACTGAGGCAGTGGAGGGCAGGC	Upstream_CTCF	39
chr3	32381701	32381851	id-67797	2.4e-05	-	GGCGACCATCTTCACTTATCCACTAGAGGGTATCC	V_CTCF_BR	37
chr3	32382583	32382733	id-67798	5.08e-07	+	CGTGATCAGCCCTGTTCAGCCTGAAGATGGCACTA	V_CTCF_BR	30
chr3	32416662	32416812	id-67799	7.55e-07	+	GTTTGTAAAAATTTTGTGACCACAAGGGGGAGCCA	V_CTCF_BR	39
chr3	32433855	32434005	id-67800	9.66e-05	+	CGCGCCGCTTCGAACCCGAGCCGGGGGTGGAAGAG	Upstream_CTCF	15
chr3	32440645	32440795	id-67801	6.05e-06	-	CCATAAAATTCCAAAATAACCCCTAGGGGGCGGTA	V_CTCF_BR	39
chr3	32447587	32447737	id-67802	3.42e-05	+	GAGGTAATTCCATATCCATTCAGAAGGTGTCCGCA	Upstream_CTCF	1
chr3	32461728	32461878	id-67803	4.51e-05	+	AAAGGCCTTCTTTGTCTTTCCACCAGGAGGCTTTT	Upstream_CTCF	33
chr3	32509419	32509569	id-67804	3.55e-08	-	CGGCGATGCTTCCCGATGGCCGCCAGGGGGCGTGC	UpstreamP1_CTCF	40
chr3	32511412	32511562	id-67805	1.56e-06	-	CTGCTCCTGATATGAGTCACCAACAGGGGTCACAA	UpstreamP1_CTCF	33
chr3	32551720	32551870	id-67806	1.77e-05	+	CCTCCACATTTTCTTTACACCAGCAGAGGGCCGCA	Upstream_CTCF	39
chr3	32612686	32612836	id-67807	3.22e-05	-	TTGCAGGGCAGCCTCTTTACCAGCCGGGCGACCCA	UpstreamP1_CTCF	0
chr3	32631037	32631187	id-67808	1	+	NA	NONE	6
chr3	32706368	32706518	id-67809	3.45e-05	-	AACATACATTTACCATTGACCACTAGGTGGTATCA	V_CTCF_BR	39
chr3	32726300	32726450	id-67810	1	+	NA	NONE	12
chr3	32726845	32726995	id-67811	7.78e-06	-	GCTTCGACTCGGGTTCTTCCCTGCAGGTGGCGTGG	Upstream_CTCF	34
chr3	32760952	32761102	id-67812	1.76e-05	-	TTTCACTTCTCCTAAGAATCCTCCTGGTGGAGGAC	UpstreamP1_CTCF	4
chr3	32771735	32771885	id-67813	1.28e-06	-	CTCCCCTCCCGCTCCTTCTCCTCTAGGGGGAGGGG	V_CTCF_BR	0
chr3	32775236	32775386	id-67814	8.34e-07	+	GTGCCATTATTAAGAATGTCCAGAAGAGGGCATCT	UpstreamP1_CTCF	40
chr3	32820030	32820180	id-67815	2.68e-05	-	GGTGCATAGTTTCCACATGCAGGCAGATGGCAGTG	Upstream_CTCF	14
chr3	32822412	32822562	id-67816	8.5e-06	+	TGCTTTGTTCCTGCCTCGGCCTCCCGGAGGCGCAG	Upstream_CTCF	36
chr3	32823063	32823213	id-67817	4.68e-07	-	TGCTGCGCCGACCGTGCCGCCGGTAGGTGGTGCTC	V_CTCF_BR	40
chr3	32863243	32863393	id-67818	8.89e-06	-	GAGGCAGGCTCCGGGCTGGCCGGGCGGCGGCGCAG	Upstream_CTCF	1
chr3	32886544	32886694	id-67819	7.27e-06	-	CAGACAGGTACCTGGAAAGCCTCCAGGTGGCTCCT	V_CTCF_BR	4
chr3	32915327	32915477	id-67820	1.59e-06	+	GGGGCCACAGCTTCATCTACCTCCAGGAGGCACTG	V_CTCF_BR	20
chr3	32939519	32939669	id-67821	2.58e-05	-	CTGGGAAGTCACATATTTGCCTCTAGAGGGACATC	Upstream_CTCF	24
chr3	32943628	32943778	id-67822	1	+	NA	NONE	37
chr3	32944627	32944777	id-67823	1.52e-07	-	GTTGCTGCAGGTGGAGCTGCCTGCAGGTGGAGCTG	V_CTCF_BR	29
chr3	32955086	32955236	id-67824	1	+	NA	NONE	24
chr3	32959589	32959739	id-67825	1	+	NA	NONE	0
chr3	32975752	32975902	id-67826	1.04e-07	-	TTTAGGGAAATGAAACCTGCCAGCAGATGGCAGCA	V_CTCF_BR	40
chr3	32986832	32986982	id-67827	3.63e-05	-	TGGGAGATACGTTCCAAGACCCCTAGTGGGCACCT	V_CTCF_BR	12
chr3	32989308	32989458	id-67828	3.63e-06	+	CCTTGAAATAAGGCTTGATGCACCAGGGGGCGCTG	V_CTCF_BR	40
chr3	33034204	33034354	id-67829	1	+	NA	NONE	9
chr3	33047679	33047829	id-67830	8.16e-07	-	TGATGCTGCTGCCGATCTGACAGGAGGTGGCGCTC	V_CTCF_BR	14
chr3	33072309	33072459	id-67831	7.31e-05	-	CTCCTCTTCCCTACTGATTCCTGAGAGGGGCAGTG	UpstreamP1_CTCF	10
chr3	33090595	33090745	id-67832	6.21e-05	+	GTCCCGATCCCATCAATGGCAGCTAGGGGGAATCC	V_CTCF_BR	0
chr3	33097187	33097337	id-67833	1	+	NA	NONE	0
chr3	33106576	33106726	id-67834	1.96e-08	-	CTTGGCTAAGGTCACCCAGCCAGCAGGTGGCAGAA	V_CTCF_BR	18
chr3	33116065	33116215	id-67835	4.7e-08	-	TGGCCTGTTGCTGCCTTATCCACCAGAGGGCAGTG	V_CTCF_BR	40
chr3	33123419	33123569	id-67836	1	+	NA	NONE	8
chr3	33135430	33135580	id-67837	8.59e-05	+	TGCTCACTGTGCTGCGCCAAATGTAGAGGGAGCCA	V_CTCF_BR	6
chr3	33136104	33136254	id-67838	1	+	NA	NONE	9
chr3	33173211	33173361	id-67839	1.73e-06	+	TAGTCATTACAGGAAACAGCCACTGGGTGGCACAA	UpstreamP1_CTCF	40
chr3	33186085	33186235	id-67840	4.14e-06	-	CCACTGACATGCTGATGGTTCAGTAGGGGGCGCTG	V_CTCF_BR	36
chr3	33209196	33209346	id-67841	2.27e-05	+	ACCAACAAGCACATTCTGCCCACAAGATGGAGAAG	V_CTCF_BR	5
chr3	33266275	33266425	id-67842	1	+	NA	NONE	9
chr3	33275504	33275654	id-67843	8.5e-06	-	AGTGGAAACTTCAGCATGGCCAACAGGAGGCATTC	Upstream_CTCF	11
chr3	33294336	33294486	id-67844	8.58e-06	-	GTGAAATACCACTTCACACCCACTAGGAGGACTAG	UpstreamP1_CTCF	36
chr3	33341422	33341572	id-67845	1	+	NA	NONE	12
chr3	33360624	33360774	id-67846	1.84e-06	-	AAACTTGCCATGGGCACTCCCACAAGGGGGCTCCC	V_CTCF_BR	35
chr3	33413809	33413959	id-67847	8.81e-07	-	CTTCCAACCTGCCCTGGTACCGGTAGGGGGAACCA	V_CTCF_BR	2
chr3	33414455	33414605	id-67848	2.06e-07	-	CCTGCAAGTTGCTGGACAGCCACTAGAGGGCATAT	Upstream_CTCF	40
chr3	33416012	33416162	id-67849	1	+	NA	NONE	8
chr3	33419093	33419243	id-67850	9.88e-07	+	TTTGTCCTGCAAACACTGACCACTGGGGGCCCCTC	Upstream_CTCF	16
chr3	33462598	33462748	id-67851	1.52e-09	-	CTGTAGTCCCAAAATGGAGCCACCAGAGGGTGGAG	UpstreamP1_CTCF	30
chr3	33481494	33481644	id-67852	8.21e-06	-	TGAGGCGCAGGGCCGGTGTCCGCGGGAGGGTGGCG	V_CTCF_BR	36
chr3	33482416	33482566	id-67853	1.93e-05	-	GCTGCTCTCGGCAATGCAACCAATAGGGGAAGTCT	Upstream_CTCF	19
chr3	33677656	33677806	id-67854	3.05e-07	+	GGTGCATTTCACTATACCAACAGAAGAGGGCCCTC	Upstream_CTCF	40
chr3	33701147	33701297	id-67855	1	+	NA	NONE	8
chr3	33729026	33729176	id-67856	1.1e-05	+	AGACTGAGTACACTTATAGGCTCTAGAGGGCAGAA	V_CTCF_BR	6
chr3	33758394	33758544	id-67857	1	+	NA	NONE	37
chr3	33774034	33774184	id-67858	7.73e-05	+	GGAGCAGTACCTCACATGGCCAGAGAGGGAGCAAG	Upstream_CTCF	40
chr3	33818077	33818227	id-67859	1.47e-05	-	ATATCATATATCCTATGAACCACAAGAGGGAGCCT	V_CTCF_BR	39
chr3	33829016	33829166	id-67860	1.17e-05	-	AGCCTCTGCTACCTCTGCCCCACAAGGTGTCACTG	V_CTCF_BR	40
chr3	33840273	33840423	id-67861	1	+	NA	NONE	34
chr3	33913199	33913349	id-67862	5.26e-07	+	CCTGTGGGCTTCTCTGTTGCCAGCAGGTGCCAGTG	Upstream_CTCF	0
chr3	33925049	33925199	id-67863	9.14e-09	+	GTGGCAATTCCCAGTTTAGCCACAAGAGGGAACTA	Upstream_CTCF	39
chr3	33925827	33925977	id-67864	1	+	NA	NONE	30
chr3	33956815	33956965	id-67865	2.6e-05	-	AAGCCTGCAGCCGTAGTGGGCAGCAGAGGGGAGTG	UpstreamP1_CTCF	1
chr3	33957417	33957567	id-67866	8.21e-06	+	GATGGCAATGGATGGCCAGGCACGAGCGGGAAGCA	V_CTCF_BR	37
chr3	33961826	33961976	id-67867	1	+	NA	NONE	3
chr3	33980667	33980817	id-67868	2.8e-05	+	TCAGTGCTCCTCAGGGCAGCCAGTAGGGACAGTAG	Upstream_CTCF	0
chr3	33996568	33996718	id-67869	3.5e-05	+	GTACAAGACTAGAAGGTCACCATGAGAGGGCACCA	UpstreamP1_CTCF	23
chr3	34021915	34022065	id-67870	1.7e-05	+	GCTGCCCAGCATCTCCCTTACGCTAGATGGAGCTA	Upstream_CTCF	39
chr3	34051187	34051337	id-67871	1	+	NA	NONE	6
chr3	34052879	34053029	id-67872	2.43e-06	-	ACCAGGGATGTGGAACTGACCAGCAGGTGTCTCAC	V_CTCF_BR	36
chr3	34057087	34057237	id-67873	1.47e-05	-	AGCACAATGTCAAGGTTTGTCAGTAGAGGGCGATG	V_CTCF_BR	39
chr3	34148392	34148542	id-67874	1.04e-07	+	GGTTCCTTGTTAAGCTTTGCCAGTAGGGGGCAGAA	V_CTCF_BR	39
chr3	34302212	34302362	id-67875	4.03e-06	+	CAGTTTGAAGGGAGAAGGGCCACCAGGTGGGGCTA	UpstreamP1_CTCF	39
chr3	34318762	34318912	id-67876	1	+	NA	NONE	11
chr3	34416122	34416272	id-67877	1.32e-05	-	TTTTCATGAATCACTTTGGCCACTGGGTGGAGAGC	Upstream_CTCF	10
chr3	34429765	34429915	id-67878	1	+	NA	NONE	18
chr3	34436989	34437139	id-67879	6.73e-07	-	TTGCAGGCACCCAAGCACTCCACCAGGGGGTCTAG	UpstreamP1_CTCF	15
chr3	34623682	34623832	id-67880	5.92e-05	+	TGACAGTTGCAAACCCAGGCCTCAAGAGGGCTTGC	V_CTCF_BR	4
chr3	34661584	34661734	id-67881	1.48e-05	+	GATCATTGCCTCCTTTTTGGCTCTAGGTGGCATCT	UpstreamP1_CTCF	12
chr3	34725468	34725618	id-67882	3.97e-07	-	CTTTGGGCCAAAGTTCCAACCGGCAGAGGGCAGGC	V_CTCF_BR	40
chr3	34924346	34924496	id-67883	2.86e-06	+	CTGCAAAGTAGATGAGGGGCCAGGAGGGGGAGTAG	UpstreamP1_CTCF	16
chr3	35011123	35011273	id-67884	1	+	NA	NONE	16
chr3	35065747	35065897	id-67885	1	+	NA	NONE	1
chr3	35527938	35528088	id-67886	1	+	NA	NONE	3
chr3	35570937	35571087	id-67887	7.49e-05	+	AGAGACCTAATCGTGGTCACCGAAAGAGGGAGACC	V_CTCF_BR	0
chr3	35586597	35586747	id-67888	1	+	NA	NONE	2
chr3	35701415	35701565	id-67889	2.97e-06	-	CTCTCATGCTCTCCCTATGCCAGCAGATGGTGCAA	V_CTCF_BR	25
chr3	35928623	35928773	id-67890	1.64e-06	-	TGGGAAGTATATCCACTTCCCACTAGGTGGCTGCT	Upstream_CTCF	1
chr3	35949994	35950144	id-67891	1.1e-06	-	AAGTAAGGAAAATAATCGACCACGAGGTGGCAGTA	V_CTCF_BR	40
chr3	35965697	35965847	id-67892	1.92e-06	-	GGGCAAGCAGGCACTGTCTGCACAAGGTGGCAGCA	UpstreamP1_CTCF	38
chr3	35988142	35988292	id-67893	2.47e-05	-	CTAGATTTACACATTTTTAACAATAGGGGGCGTCA	Upstream_CTCF	36
chr3	36007520	36007670	id-67894	3.28e-05	+	GAGAACATACCCACATAGAACAGGAGATGGAGCTC	V_CTCF_BR	38
chr3	36008677	36008827	id-67895	1	+	NA	NONE	14
chr3	36165729	36165879	id-67896	8.98e-06	+	GGTCACTGCAGCCATTTCAGCACTAGAGGGTGTCC	UpstreamP1_CTCF	37
chr3	36173818	36173968	id-67897	1.56e-06	-	ATTTCTGGATTATCAGTCTCCACCAGGGGGAGATA	Upstream_CTCF	28
chr3	36252616	36252766	id-67898	5.68e-06	+	GGCCCACTTATATAGTCTACCAGTGGAGGGAGGCA	V_CTCF_BR	11
chr3	36353955	36354105	id-67899	1.46e-07	+	CAGCATTCCCAGCACTTATCCAGCAGATGCCAGTA	UpstreamP1_CTCF	9
chr3	36421673	36421823	id-67900	1.19e-06	-	GCGCCTGGAGTAGTGAGGGCAGGCAGGGGGCAGCG	V_CTCF_BR	8
chr3	36449792	36449942	id-67901	2.46e-06	+	GCCCAGTTATTGTCATTCTCCACCAGGGGTCTCTG	UpstreamP1_CTCF	32
chr3	36566106	36566256	id-67902	5.08e-05	-	GAATCCTTTTCAACACTGGGCTCTAGGTGGTGGAT	Upstream_CTCF	2
chr3	36582506	36582656	id-67903	7.49e-07	-	TGGCTGCAGCCATCTGTGACCACTAGGGGACGTAG	UpstreamP1_CTCF	40
chr3	36633570	36633720	id-67904	1.73e-05	+	AACACAATATAGTTGGTAGCCACCAGGAGTCAGAG	V_CTCF_BR	27
chr3	36642033	36642183	id-67905	5.38e-05	-	AATTCGTATTCTAGACTGACCAGTGGGTGGCATGA	V_CTCF_BR	5
chr3	36668211	36668361	id-67906	3.88e-06	+	TGAAGAAGACTGAAGATAAACACCAGAGGGAAGCA	V_CTCF_BR	14
chr3	36719276	36719426	id-67907	1.11e-05	+	CCTGCAGTACTGGAGACAGACACTAGAAAAAGTAA	Upstream_CTCF	23
chr3	36731165	36731315	id-67908	5.01e-06	+	TAGGGGTGGCAGAGAGGCCCCACTGGAGGGAGCCA	V_CTCF_BR	2
chr3	36739254	36739404	id-67909	1	+	NA	NONE	27
chr3	36742570	36742720	id-67910	6.18e-07	-	CAGGCTTTGCACAGCCTGGGCAGCAGGTGGTGCTC	Upstream_CTCF	39
chr3	36749281	36749431	id-67911	1	+	NA	NONE	35
chr3	36751459	36751609	id-67912	2.84e-05	-	GTGCATTCACGTGTGAGGGCCGCTGTGGGCAACTG	UpstreamP1_CTCF	2
chr3	36755877	36756027	id-67913	1	+	NA	NONE	22
chr3	36771069	36771219	id-67914	3.79e-08	+	TTGCAATTCTCATCTCTGAACAGAAGATGGAAGCA	UpstreamP1_CTCF	40
chr3	36774521	36774671	id-67915	5.38e-05	-	GGTTGTACCCTCTTTCTGGCCTCCTGCTGGTTCTA	V_CTCF_BR	10
chr3	36780286	36780436	id-67916	1	+	NA	NONE	1
chr3	36782899	36783049	id-67917	1.28e-06	+	GATCAACTGCTGGCTGTGGTCACAAGAGGGCAGAC	V_CTCF_BR	37
chr3	36805315	36805465	id-67918	2.43e-06	-	GCTGATTTTATTTCCCTCGCCAGCAGGGGGGCCCT	Upstream_CTCF	15
chr3	36833942	36834092	id-67919	4.21e-05	+	AGCCTGGGAATCTTCTTCTCCCACAGGGGGAGCTC	V_CTCF_BR	40
chr3	36856394	36856544	id-67920	6.9e-05	+	TGCTTAATACCAGGACAGGCCACTAGGAGCTCTTC	Upstream_CTCF	39
chr3	36875073	36875223	id-67921	1.74e-07	+	TCGGCAGTGAGCCTGGCAGCCTCCAGGAGGCAGCC	Upstream_CTCF	3
chr3	36878668	36878818	id-67922	1.09e-06	+	GTGCCTTGCCTGCTTCTTGCCTCTAGAGAGCAGCG	UpstreamP1_CTCF	35
chr3	36885255	36885405	id-67923	1.52e-09	-	ACTGTACTGCTACACAGCACCAGCAGAGGGCGAGC	Upstream_CTCF	40
chr3	36910465	36910615	id-67924	1.52e-07	-	TATCCAGTTTTCATAGCCACCACCAGATGGCAGCA	V_CTCF_BR	40
chr3	36913323	36913473	id-67925	3.63e-05	-	GGCAGCAAATTGCAGGCAACCTGTAGAGGGCATGT	V_CTCF_BR	28
chr3	36944285	36944435	id-67926	1	+	NA	NONE	10
chr3	36946287	36946437	id-67927	3.81e-05	+	CTGCAATGTCTGTTGGCTGCAGCTAGAGGTTCTCA	UpstreamP1_CTCF	40
chr3	36965042	36965192	id-67928	3.97e-07	+	ACCCACAACATTTTGGTGGCCTGTAGGGGGAACTC	V_CTCF_BR	28
chr3	36985705	36985855	id-67929	1.03e-05	-	GCGCGCTGGCCTCTTCCCGGCAGTAGGAGGCCTTC	UpstreamP1_CTCF	26
chr3	36998663	36998813	id-67930	1.1e-05	+	TTGTGCTCTGACCCATCCCCCTCTGGGTGGCGCTC	V_CTCF_BR	25
chr3	37000312	37000462	id-67931	2.59e-06	-	ATGTAGCTGCACACTCCCACCGCACGGTGGCGGCA	UpstreamP1_CTCF	40
chr3	37015430	37015580	id-67932	1.1e-05	+	TCCTTTACCTGGCTCTTCCACACCAGAGGGCAATG	V_CTCF_BR	0
chr3	37034307	37034457	id-67933	1	+	NA	NONE	34
chr3	37065707	37065857	id-67934	5.41e-07	+	CTGTACTTCTTATTATACCCCAGCAGGAGGAGCAT	UpstreamP1_CTCF	34
chr3	37157088	37157238	id-67935	1	+	NA	NONE	4
chr3	37204935	37205085	id-67936	2.53e-05	+	ATTCAAAGTCTCTGAGGCCCCAGTGGGTGGCAGAA	V_CTCF_BR	10
chr3	37217302	37217452	id-67937	7.27e-06	+	GGGATGTCTGAGAACGCCGCAGGCAGGGGGCGACC	V_CTCF_BR	32
chr3	37254597	37254747	id-67938	3.73e-09	-	ATGTTATTACTCCAAGTGGCCACAAGATGGCAGCA	UpstreamP1_CTCF	40
chr3	37298049	37298199	id-67939	2e-06	-	GGGGCTATGCCTAGGATCACCAGGAGAGAGTGCTA	Upstream_CTCF	39
chr3	37349864	37350014	id-67940	1.85e-07	+	TTGCACTATCTAATTTATGCCACCGGGTGGTAGTA	UpstreamP1_CTCF	31
chr3	37477254	37477404	id-67941	1	+	NA	NONE	4
chr3	37493143	37493293	id-67942	1	+	NA	NONE	14
chr3	37493413	37493563	id-67943	1	+	NA	NONE	40
chr3	37494327	37494477	id-67944	1.72e-06	-	CTCGCTGGGCCAGCGGCGGCCGCCCGGAGGCAGAG	Upstream_CTCF	0
chr3	37495644	37495794	id-67945	1.13e-05	+	CTGCCTTGGAGCTCTTTGACAGCTAGAGGGAGAGA	UpstreamP1_CTCF	29
chr3	37498037	37498187	id-67946	1.81e-06	-	ACAGCCGTCTTGATGTGTCCCAGGAGAGGGAGCAG	Upstream_CTCF	3
chr3	37577577	37577727	id-67947	3.4e-06	+	CCTCCACTTCCATCCAAGCTCAGCAGAGGGTGCTG	Upstream_CTCF	16
chr3	37588522	37588672	id-67948	1	+	NA	NONE	33
chr3	37595590	37595740	id-67949	1	+	NA	NONE	2
chr3	37595949	37596099	id-67950	1.59e-06	-	GGCCTTCCCAACATAGCCGCCAGCAGGGGCCTGTA	V_CTCF_BR	28
chr3	37612892	37613042	id-67951	5.96e-07	-	ACAGGCCTGAATGATGGGACCACAAGAGGGCTCTA	V_CTCF_BR	29
chr3	37632469	37632619	id-67952	7.84e-05	+	CTGCCCATGGGAGAGTCTGCCTCCACTGGGCAGTG	V_CTCF_BR	6
chr3	37645332	37645482	id-67953	1.55e-07	-	ATGTAGCTGCTTCTTTCATCCAGCAGTGGGCACCC	UpstreamP1_CTCF	21
chr3	37727852	37728002	id-67954	1.93e-05	+	ACCCCTGTATCGTCATTGGCCACTGGAGGGACGCA	Upstream_CTCF	28
chr3	37742371	37742521	id-67955	1.24e-05	-	ATACAGCAAGATGCAATCACCAGGTGGGGGAAGCA	V_CTCF_BR	29
chr3	37743099	37743249	id-67956	3.81e-05	+	AGGTGAAAAAATGCAGGTGTCAGCAGGTGGAGACA	V_CTCF_BR	1
chr3	37755656	37755806	id-67957	1	+	NA	NONE	0
chr3	37783278	37783428	id-67958	9.81e-06	-	ATATGAGAAGCACAGTGTTCCACTGGAGGGCACTC	V_CTCF_BR	37
chr3	37821161	37821311	id-67959	1.15e-08	-	ATGCAATCGTTCTTTCTCGCCACCAGAGGGCATTC	UpstreamP1_CTCF	40
chr3	37845669	37845819	id-67960	2.27e-06	+	GAAGTCTGGGGAGCAACTGCCAGAAGGGGGCGATT	V_CTCF_BR	26
chr3	37856155	37856305	id-67961	1.06e-05	-	AGTTTATTATAACTGTTTTCCAACAGATGGCAGTA	Upstream_CTCF	38
chr3	37875394	37875544	id-67962	5.12e-07	-	CTGTCCTGGCAGCCACCTACCAGCAGGGTGCCCTC	UpstreamP1_CTCF	36
chr3	37896981	37897131	id-67963	1.18e-09	+	GGACCACACAACATTGTGGCCACCAGGGGGCGGGC	V_CTCF_BR	40
chr3	37904845	37904995	id-67964	1	+	NA	NONE	8
chr3	37951055	37951205	id-67965	2.2e-06	+	GGTGATGTTCCTTTAGTCAACAGCAGGAGGGAAAG	Upstream_CTCF	9
chr3	37953649	37953799	id-67966	3.09e-07	-	GAAAGAACCGGCCTCCCCTCCACTAGGGGGAAGCC	V_CTCF_BR	32
chr3	37991656	37991806	id-67967	1	+	NA	NONE	5
chr3	38007211	38007361	id-67968	1	+	NA	NONE	1
chr3	38008896	38009046	id-67969	2.46e-08	-	GATGGGGAATCACTGCTAGCCACCAGGGGGAGGAG	V_CTCF_BR	40
chr3	38015673	38015823	id-67970	1.41e-05	+	GAGCTCTCACCTCCCTTGGCCAGTAGGAAACACAG	UpstreamP1_CTCF	21
chr3	38016244	38016394	id-67971	7.07e-08	+	GGCCCAAGTGCCCAGAGGACCTCTAGGGGGCAGTG	V_CTCF_BR	40
chr3	38027442	38027592	id-67972	1.38e-06	-	AGAGCTGAGAATCACTGCACCAGGAGAGGGAGCTG	V_CTCF_BR	28
chr3	38028390	38028540	id-67973	3.45e-05	+	TCACAGAGCCCGGACTCCACCACGAGAGGCAACAT	V_CTCF_BR	5
chr3	38032026	38032176	id-67974	4.43e-05	+	TGGGAGACTTAACCATAGCCCTGGGGAGGGCGCTG	V_CTCF_BR	5
chr3	38035514	38035664	id-67975	5.17e-06	+	AGAGCCGGAGAATCACATCCCACAAGGGGGCGGTT	Upstream_CTCF	28
chr3	38038441	38038591	id-67976	1.64e-07	-	AGTGTCATACCACCAGCATCCGCTAGAGGGGAGCA	Upstream_CTCF	40
chr3	38043111	38043261	id-67977	2.58e-07	-	TCCGCAGTGGCCTGGTGGCCCTGCAGGTGGGGGCA	Upstream_CTCF	37
chr3	38044956	38045106	id-67978	5.35e-09	-	ATGCAGGGAGGGGATGCTGCCAGCAGAGGTCGCCA	UpstreamP1_CTCF	40
chr3	38045995	38046145	id-67979	2.6e-06	+	GACCATGGATGAGTGTGCATCACCAGGTGGCAGCA	V_CTCF_BR	40
chr3	38048431	38048581	id-67980	4.03e-06	+	GAGGAATTCTACAGCATGGCCACGTGGAGGCAGCG	UpstreamP1_CTCF	4
chr3	38060410	38060560	id-67981	6.18e-07	+	CCTTCAGCCCCTCCACTGGCCACAGGTTGGCAGGC	Upstream_CTCF	1
chr3	38061339	38061489	id-67982	2.86e-06	-	GGGCAGTCATGGAACGAGGACCGCAGATGGAGATG	UpstreamP1_CTCF	0
chr3	38065609	38065759	id-67983	1	+	NA	NONE	29
chr3	38066084	38066234	id-67984	9.81e-06	+	GGGCTGAGGGGGTAGTCAGACGCTAGGAGGCGGAG	V_CTCF_BR	32
chr3	38081550	38081700	id-67985	5.68e-06	-	GGAGTCTTCAGTAGTGTGGCCAGCAGAGGCCGACT	V_CTCF_BR	32
chr3	38159043	38159193	id-67986	7.55e-07	-	TCCAGGTAAGCTGGCAGGGCCAGAGGGTGGCAGCA	V_CTCF_BR	21
chr3	38159582	38159732	id-67987	1.3e-07	+	CCTGCCATACCCTGCATGAACACTCGGGGGTGCAC	Upstream_CTCF	40
chr3	38173218	38173368	id-67988	1	+	NA	NONE	40
chr3	38179659	38179809	id-67989	1.04e-05	+	GATTGCGTGTTCCCCAGAGACAGTGGAGGGCAGAG	V_CTCF_BR	27
chr3	38180369	38180519	id-67990	2.39e-05	-	AAGCAGCTCGAGCAGTCGGCCTACAGAGGCGCCAG	UpstreamP1_CTCF	24
chr3	38182172	38182322	id-67991	7.16e-08	+	CCTGCAGCCTGCCCACTCTCCCCTAGGTGCCGCCG	Upstream_CTCF	11
chr3	38192785	38192935	id-67992	1.99e-07	+	GGTTTCCTGTTGGGCTTGGCCAGTAGGAGGCACCA	V_CTCF_BR	34
chr3	38204792	38204942	id-67993	3.22e-05	+	GTGCAGTGACATTAGATTGCCACACGGAGGTTTTG	UpstreamP1_CTCF	37
chr3	38267291	38267441	id-67994	1	+	NA	NONE	14
chr3	38288968	38289118	id-67995	1.81e-06	-	GCAGCAATTTTCTTCATCTCCAGCTGAGGTCATAC	Upstream_CTCF	33
chr3	38323531	38323681	id-67996	1	+	NA	NONE	34
chr3	38325521	38325671	id-67997	1	+	NA	NONE	4
chr3	38331213	38331363	id-67998	1.32e-05	+	TCTGCAACAGCGACAAACAGCAGTGGTGGACGGCA	Upstream_CTCF	2
chr3	38339803	38339953	id-67999	8.58e-06	-	GTCTATTTTCTACCTCTGTCCACTAGATGGCCTAG	UpstreamP1_CTCF	39
chr3	38385427	38385577	id-68000	1.64e-06	-	GTTGTAATTTTGTCTTTTGACAGCAGATGTCAGCT	Upstream_CTCF	21
chr3	38388124	38388274	id-68001	2.01e-05	+	CGGTCCCGGCTCGCGTAGCCCCGCAGGCGGCGCCA	UpstreamP1_CTCF	40
chr3	38409951	38410101	id-68002	1.1e-06	+	GGTACTGGTTCGGGATCTCCCACAAGGTGGCAGTC	V_CTCF_BR	19
chr3	38413155	38413305	id-68003	9.4e-06	+	ATGCTGAAAACAGCCTCTGCCACCATGAGGCAGAA	UpstreamP1_CTCF	2
chr3	38499142	38499292	id-68004	1.32e-05	-	CCTGCACTTCCTGATGGGATAGACAGGAGGCAGGT	Upstream_CTCF	8
chr3	38521447	38521597	id-68005	1.56e-06	-	GAGTCAGCACTTCATGTGGCCATTAGAGGGCACCA	Upstream_CTCF	40
chr3	38523525	38523675	id-68006	3.28e-07	-	TGGGAGTTACAGCCTCTGTGCACCAGATGGCGGGC	UpstreamP1_CTCF	8
chr3	38537669	38537819	id-68007	4.14e-06	+	CGCTAGGCATCCCGGTTTGTCACCAGGGGGCGTGC	V_CTCF_BR	40
chr3	38562999	38563149	id-68008	4.39e-11	+	CTGCAGTGATGGGGAATGTCCACAAGGTGGCGCAA	UpstreamP1_CTCF	40
chr3	38570061	38570211	id-68009	4.14e-06	+	CCCCTGAGTGTGCCAAGTACCTCTAGGGGTCACTG	V_CTCF_BR	28
chr3	38575948	38576098	id-68010	1.1e-05	+	CATATCTTTGCCATCTTAACCAGGTGGGGGAGCTA	V_CTCF_BR	1
chr3	38600478	38600628	id-68011	4.94e-06	+	GGTGCTAATCTACCATTCTCCACTAGGCAGTGCAG	Upstream_CTCF	13
chr3	38602014	38602164	id-68012	1.32e-05	-	GGTGCACTCCCCTCACTCCCCACCAGGGCTTCTAG	Upstream_CTCF	31
chr3	38620815	38620965	id-68013	1	+	NA	NONE	13
chr3	38646760	38646910	id-68014	4.01e-05	-	CCTAGCCATCCCTAGTCCCCCACATGGTGGAGCCT	V_CTCF_BR	9
chr3	38665213	38665363	id-68015	1.56e-06	-	AGAGGCATCCCCACTGTCCCCAGCAGGGGCAGTCG	Upstream_CTCF	15
chr3	38669570	38669720	id-68016	1.06e-05	+	CCCCCAGTGCCCACTGAGCCCACTAAGTGGCGCTG	Upstream_CTCF	40
chr3	38675655	38675805	id-68017	2.81e-06	-	GGTTCTGGATTGTTTGAGGCCACCAGGGGCCACAT	Upstream_CTCF	0
chr3	38688189	38688339	id-68018	6.84e-06	+	CCATTCTTCTTCTCATGGTGCGCCAGGGGGCAGCA	V_CTCF_BR	40
chr3	38692805	38692955	id-68019	3.18e-09	-	CCTGCACTTCCCCTTCTGGCCGATAGTGGGAGCTG	Upstream_CTCF	40
chr3	38697324	38697474	id-68020	1.48e-06	-	TCTATTTTCTCTCAACTTTCCAGCAGATGGCAGTC	V_CTCF_BR	39
chr3	38704213	38704363	id-68021	6.04e-07	-	GGTCACTGCCTCCTTTTTGGCACTAGATGGCACCT	UpstreamP1_CTCF	40
chr3	38731365	38731515	id-68022	3.63e-05	+	AGGTCTTCCAGGAGGTATTCCAGAAGAGGGCATTG	V_CTCF_BR	10
chr3	38749348	38749498	id-68023	1.38e-06	-	TGCAGTTTCTGGCACTGTAACAGCAGAGGGCAGTG	V_CTCF_BR	40
chr3	38778249	38778399	id-68024	2.5e-05	+	TAGCATTCCCCTGCAGAATCCTGTAGGGGCAGACT	UpstreamP1_CTCF	8
chr3	38780256	38780406	id-68025	3.88e-06	+	GGTGGCCTGTGGCACTTCTCCTGTAGAGGGCGTCC	V_CTCF_BR	40
chr3	38805149	38805299	id-68026	1	+	NA	NONE	4
chr3	38823766	38823916	id-68027	3.81e-05	-	GGTTTGTTAAACCACGGTGCCTCCAGAGGGGGATA	UpstreamP1_CTCF	16
chr3	38882646	38882796	id-68028	1	+	NA	NONE	22
chr3	38885520	38885670	id-68029	7.82e-06	-	AGGTTGGACCACTCTACCTTCACTAGATGGCAGCA	UpstreamP1_CTCF	40
chr3	38943567	38943717	id-68030	6.19e-06	+	ATTCAGTAACTCCATTCCACCAGGAGGTGCTAAAA	UpstreamP1_CTCF	17
chr3	38943880	38944030	id-68031	1.32e-05	-	TCCTTAGTTCCACATCCCTCCACAAGGAGCAGTGA	Upstream_CTCF	13
chr3	38945397	38945547	id-68032	1	+	NA	NONE	3
chr3	39002608	39002758	id-68033	1	+	NA	NONE	40
chr3	39025702	39025852	id-68034	4.43e-05	-	TGAATGCAATGTTGAAGAGCCAGAAGGAGGCAGAT	V_CTCF_BR	19
chr3	39036277	39036427	id-68035	1	+	NA	NONE	7
chr3	39041598	39041748	id-68036	6.82e-05	+	TTTGTTAACATCATAACCAACTCTAGGGGGCAATA	V_CTCF_BR	40
chr3	39072417	39072567	id-68037	6.43e-06	-	TGACCTCCATCTAGCTTTCCCACTGGAGGGCAGTA	V_CTCF_BR	40
chr3	39106816	39106966	id-68038	2e-06	-	GGTGAAGGCTCAACAGCAGACAGCAGGGGCAGCAA	Upstream_CTCF	40
chr3	39121130	39121280	id-68039	1	+	NA	NONE	5
chr3	39142714	39142864	id-68040	1.22e-08	+	CCCCAGGTCTACAGCCTGTCCAGCAGAGGGCAGTA	V_CTCF_BR	40
chr3	39144820	39144970	id-68041	1.21e-05	-	TTTGTGTGTCTTCATCTGTCCCACAGGGGGCCCCA	Upstream_CTCF	27
chr3	39148626	39148776	id-68042	1	+	NA	NONE	20
chr3	39151714	39151864	id-68043	1.55e-07	-	CATGGAGTCTTCTCCCAGGCCTCCAGGGGGAGAGG	Upstream_CTCF	10
chr3	39166822	39166972	id-68044	3.11e-05	+	AGGAAGAGACCACAGCGCTCCTGAAGGAGGCAGTG	V_CTCF_BR	39
chr3	39168166	39168316	id-68045	2.43e-06	+	TAAGCTTCCTGACCTCTCACCAGCAGGGGTCTCTC	V_CTCF_BR	40
chr3	39178372	39178522	id-68046	1	+	NA	NONE	1
chr3	39187595	39187745	id-68047	6.19e-06	+	CAGCAGTTCCATTTGTAGGACGGTAGGGTGCTCAT	UpstreamP1_CTCF	14
chr3	39188493	39188643	id-68048	1	+	NA	NONE	14
chr3	39192023	39192173	id-68049	3.45e-05	+	AAAAAGGGTGGCTCTGGTGGCAGGAGAGGGAAGCT	V_CTCF_BR	32
chr3	39194375	39194525	id-68050	1.03e-06	-	GTGTGCCGGGCGCCCCCGGCCGGCGGGGGTCAGGG	V_CTCF_BR	35
chr3	39194768	39194918	id-68051	7.73e-06	+	TCAGGGTGCCGGGGAGTGAACGGCAGGAGGCAGGA	V_CTCF_BR	15
chr3	39208008	39208158	id-68052	1.08e-05	-	CCGCACTGCCATTATTGAGCCACTGAATGTCAGTG	UpstreamP1_CTCF	21
chr3	39222258	39222408	id-68053	8.03e-07	-	TCTGCACTGCAGACGCCGGGCGCCAGGACGCGCCG	Upstream_CTCF	35
chr3	39225403	39225553	id-68054	2.1e-06	-	GAGGCAGTTCCTGCACAGCCCAGCTGGGTTCAGCA	Upstream_CTCF	5
chr3	39225927	39226077	id-68055	1.64e-06	-	ACAGCCTCAACTGCCCCTTCCACCAGGAGGCAGGA	Upstream_CTCF	8
chr3	39228332	39228482	id-68056	2.27e-06	-	TGCGCCGGCCAGATGTGGACCAGCAGGGGCTGCTG	V_CTCF_BR	1
chr3	39231397	39231547	id-68057	2.27e-06	+	GACGAGATTCCTTTGCAGAACACCAGAGGGCAGAC	V_CTCF_BR	40
chr3	39232732	39232882	id-68058	3.22e-05	+	CCTCTACTCCATCCTGTCACCACCAGGGTGGCCTG	UpstreamP1_CTCF	10
chr3	39243722	39243872	id-68059	1	+	NA	NONE	16
chr3	39250073	39250223	id-68060	5.08e-07	+	AACTTTAGGCCCTCATCAGCCTGAAGGTGGCACCA	V_CTCF_BR	40
chr3	39302586	39302736	id-68061	1.5e-05	-	TCTTCAATATACTCTTCATCCACAGGAGGGCCAAG	Upstream_CTCF	39
chr3	39314733	39314883	id-68062	1.7e-05	+	TTATTTGCTCCTCTAGCCACCACTAGGTGGTCCAC	Upstream_CTCF	34
chr3	39329926	39330076	id-68063	5.12e-06	-	TTGCTGGTGAGAGCCAGAGACACCAGGAGGGGGAG	UpstreamP1_CTCF	39
chr3	39333447	39333597	id-68064	2.65e-10	-	GCAGCACTTCATGTGATTACCACAAGGGGGCGCCC	Upstream_CTCF	40
chr3	39419708	39419858	id-68065	8.61e-08	-	GAAGCTCAGCTCAAACTGGCCACTAGAGGGAACAC	V_CTCF_BR	40
chr3	39424722	39424872	id-68066	3.2e-08	+	CCTTCAGTTCTGGGCGTTTTCACCAGGTGGCACTC	Upstream_CTCF	39
chr3	39425820	39425970	id-68067	7.27e-06	+	GGGCTGGCGGCGTGGTTGCCCGGTAGGTGGAGTCG	V_CTCF_BR	28
chr3	39440369	39440519	id-68068	1.83e-05	-	AGCCAAGGAATGCTAGCCACCACTAGAAGGTGCAA	V_CTCF_BR	15
chr3	39447908	39448058	id-68069	1	+	NA	NONE	35
chr3	39448392	39448542	id-68070	1.71e-06	-	GAACCCCAGCTCGGAGCCTCCGCTGGAGGGCGGCC	V_CTCF_BR	39
chr3	39458953	39459103	id-68071	1.21e-09	+	CTGTTATGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	39
chr3	39485148	39485298	id-68072	5.08e-07	-	CTCCCTGCCCCATTCCCTCCCTGCAGAGGGAGCCC	V_CTCF_BR	37
chr3	39489472	39489622	id-68073	7.07e-08	+	TTCTACTGACTCATTCTGGCCACAAGAGGGCAGTA	V_CTCF_BR	40
chr3	39504875	39505025	id-68074	3.03e-05	-	AGTGAATGTTTCTTCATCCCCACTTGGTGGAGCAT	Upstream_CTCF	12
chr3	39509656	39509806	id-68075	4.21e-05	-	TTCCATTTAAGGTTGTTGGTCTACAGGGGGCAGAA	V_CTCF_BR	15
chr3	39540185	39540335	id-68076	3.06e-08	-	CTGTCTCCCCCGACCATGTCCGGCAGGGGGCAGCA	V_CTCF_BR	40
chr3	39544019	39544169	id-68077	1	+	NA	NONE	2
chr3	39583422	39583572	id-68078	2.34e-06	+	TTGCTGTCAAAATAAACAGCCATTAGAGGGAGCTC	UpstreamP1_CTCF	39
chr3	39679416	39679566	id-68079	5.08e-07	+	GAGATCATTTCATTGTGTGCCTCCAGAGGGCACAA	V_CTCF_BR	38
chr3	39710030	39710180	id-68080	5.55e-07	+	TGTGTTCTCTTTCTTCAGTACACCAGGGGGCAGTA	Upstream_CTCF	40
chr3	39748927	39749077	id-68081	5.26e-07	+	AGTGTGATCCCATATATGGCCATTAGGGGGTGCAA	Upstream_CTCF	40
chr3	39765849	39765999	id-68082	1	+	NA	NONE	30
chr3	39769045	39769195	id-68083	2.72e-05	-	GTGCAAGGTATAGAAGTGGCCCAGTGATGGCGCCA	UpstreamP1_CTCF	17
chr3	39851100	39851250	id-68084	1.73e-05	-	CGCAGCGGGAACCCGGGAACCGACAGGAGGCGGGA	V_CTCF_BR	9
chr3	39854153	39854303	id-68085	1.1e-06	+	TGAACTGTTGGTGTTGTTGCCACATGGTGGCGCCA	V_CTCF_BR	37
chr3	39953535	39953685	id-68086	4.41e-06	-	TGGGAGCCTGTAAGTCAGACCAGCAGGGGGAAGGT	V_CTCF_BR	26
chr3	40032179	40032329	id-68087	1.48e-06	-	ATGAACATGCATTCAGAGTCCACTAGAGGGCAGCC	V_CTCF_BR	40
chr3	40115263	40115413	id-68088	3.88e-06	-	GGCAGATAGCTAGACATAAGCAGTAGGGGGAGCCC	V_CTCF_BR	33
chr3	40151520	40151670	id-68089	1.1e-05	-	GGGCCTTGTCCCAAAAGGCCCACTGGTGGGCAGAA	V_CTCF_BR	36
chr3	40208613	40208763	id-68090	3.4e-06	+	AGGCCAGTTACCTGCGGGACCACAAGGAGGAGCTA	V_CTCF_BR	18
chr3	40220564	40220714	id-68091	9.49e-08	-	CATTACAAGCAACACACGCCCAGCAGAGGGCACCA	V_CTCF_BR	40
chr3	40222835	40222985	id-68092	3.22e-09	+	CTGCTGGTGCTGACATCAACCAGCAGGTGGAAGCC	UpstreamP1_CTCF	27
chr3	40233474	40233624	id-68093	3.12e-08	+	TGGCAGTACCCACTCCTCTCCACTAGGTGGGGATG	UpstreamP1_CTCF	39
chr3	40279800	40279950	id-68094	4.24e-07	+	AGGGCAGTTCTTAAACTGTCCTCTGGGTGCAGCTG	Upstream_CTCF	35
chr3	40282547	40282697	id-68095	5.34e-06	-	CTTACAACCCTGCATACATCCTCAAGGTGGCAGTC	V_CTCF_BR	11
chr3	40283808	40283958	id-68096	1.83e-05	-	CTAAAAGCCTACTTTCCTGGCACCAGGAGGCAGAA	V_CTCF_BR	4
chr3	40300099	40300249	id-68097	4.5e-05	+	AAGCAAGTCCCTGCAGTGAGCACTAGGGACAGTCT	UpstreamP1_CTCF	18
chr3	40350956	40351106	id-68098	5.28e-05	+	TTCGCGGGTCTTCCGCCCCGCGCTAGAGGACGCAC	Upstream_CTCF	40
chr3	40358668	40358818	id-68099	2.2e-06	-	CTTCCAGTTGTTTAAGTGGCCACAAGGGGGTGATA	Upstream_CTCF	39
chr3	40369220	40369370	id-68100	3.79e-08	+	ATGCAGTACTCACACATGGCCAAGAGATGGTGCTA	UpstreamP1_CTCF	40
chr3	40428039	40428189	id-68101	9.29e-06	-	GCTCCTGTGCTCCGTCTCTCCACGGGGTGGAGTAG	Upstream_CTCF	0
chr3	40438241	40438391	id-68102	3.71e-05	+	ATTGTACTGCCTCTTGCAGCCATGTGATGTCACTG	Upstream_CTCF	12
chr3	40474430	40474580	id-68103	7.91e-05	-	AAGAATTTTTTCCATAGCTCCAACAGAGGGCATTC	UpstreamP1_CTCF	11
chr3	40547288	40547438	id-68104	2.97e-06	+	TCATGCCCCGAAGGAGCTACCAGGTGTGGGCGCTG	V_CTCF_BR	39
chr3	40555373	40555523	id-68105	1	+	NA	NONE	8
chr3	40622118	40622268	id-68106	4.58e-08	+	ACGCCATGCCCAACATCTGCCACTAGGTGGAGCTC	UpstreamP1_CTCF	39
chr3	40626139	40626289	id-68107	1.18e-09	+	GCCAGCCTGAGGCTCATGGCCTGCAGGGGGCAGCA	V_CTCF_BR	40
chr3	40630047	40630197	id-68108	1.67e-07	+	GTGGGCAAACTAGCTCTAGCCACCTGAGGGCAGTC	V_CTCF_BR	17
chr3	40684358	40684508	id-68109	5.01e-06	-	GCCACCACCCTGTGTCTTCCCAGAGGATGGCGCTA	V_CTCF_BR	4
chr3	40722930	40723080	id-68110	1.1e-05	-	GAGCCAACTCCCAGAGAAGACAGTAGAGGGCTGAC	V_CTCF_BR	2
chr3	40761517	40761667	id-68111	1	+	NA	NONE	24
chr3	40778479	40778629	id-68112	1	+	NA	NONE	12
chr3	40823728	40823878	id-68113	7.9e-07	+	CTGCAGAGTCTCCTCCACACCACTTGGGGGCTGAA	UpstreamP1_CTCF	36
chr3	40889146	40889296	id-68114	1	+	NA	NONE	23
chr3	40911553	40911703	id-68115	8.03e-07	-	TGGGAGGTTCCCCACCTTCCCACCAGGGGCAGCAT	Upstream_CTCF	30
chr3	40942925	40943075	id-68116	1	+	NA	NONE	5
chr3	40962888	40963038	id-68117	5.67e-06	+	CCTGCATAGCTGTTCAGTGGCGGTAGGTGGGGCAA	Upstream_CTCF	7
chr3	40971667	40971817	id-68118	8.21e-05	+	TGTACTCAGCTGACATCTGCCCACAGAGGGAGCAT	V_CTCF_BR	24
chr3	41012752	41012902	id-68119	1	+	NA	NONE	16
chr3	41075783	41075933	id-68120	1	+	NA	NONE	6
chr3	41117645	41117795	id-68121	2.86e-06	-	AAGCAATGAATGCATCTTTCCACCAGAGGCTTCCA	UpstreamP1_CTCF	15
chr3	41137339	41137489	id-68122	1.92e-06	+	CTGCATTCCCACGGGTGTAGCGCCAGCTGGAGTCA	UpstreamP1_CTCF	12
chr3	41159015	41159165	id-68123	1	+	NA	NONE	5
chr3	41240672	41240822	id-68124	6.43e-06	-	CTGGCGGCTGCCCGCTGCGCGGCCTGAGGGCAGCC	V_CTCF_BR	13
chr3	41244598	41244748	id-68125	8.71e-06	-	CACAAGCATTATACTATATCCACTGGAGGGCACTC	V_CTCF_BR	37
chr3	41265683	41265833	id-68126	1	+	NA	NONE	14
chr3	41290502	41290652	id-68127	1.83e-05	+	TGCCTGGGCCTTGAGTCCTCCACAAGGTGGTGATG	V_CTCF_BR	2
chr3	41326549	41326699	id-68128	8.33e-05	-	GCTGTGCTAGTTTACATTCCCACCAGCAGGGCAGA	Upstream_CTCF	15
chr3	41327925	41328075	id-68129	3.86e-05	+	AAGGCTGAGGCTAGGACAACCAGCAGACGGTGCCA	Upstream_CTCF	18
chr3	41330395	41330545	id-68130	1.9e-06	+	ACGGCAGGCCCCACCTCTGCCTGTAGGGGCTCCAC	Upstream_CTCF	5
chr3	41387258	41387408	id-68131	1	+	NA	NONE	0
chr3	41421936	41422086	id-68132	3.81e-05	+	GGAGATAGGGAACACAGGCCCTCTGGGTGGAGGTC	V_CTCF_BR	2
chr3	41424487	41424637	id-68133	2.19e-05	+	TTGCCATTGCTGTTTACAACCACAAGGAGGTATTT	UpstreamP1_CTCF	18
chr3	41460971	41461121	id-68134	1	+	NA	NONE	22
chr3	41490009	41490159	id-68135	1.17e-05	+	TGACTGTACCATGGAGAAGACAGTAGAGGGAGCAA	V_CTCF_BR	24
chr3	41492468	41492618	id-68136	1.73e-06	+	GGGTAATCACCTGCCCTGAACACTGGGTGGCATCA	UpstreamP1_CTCF	27
chr3	41519203	41519353	id-68137	1.16e-05	-	GTTGCTTGTTAACCTTTGGCCAGAAGAGGCTGCAT	Upstream_CTCF	3
chr3	41549918	41550068	id-68138	5.51e-07	-	TGTGTTGGTTGACCTCCAGCCAGGAGGTGGCGCTT	V_CTCF_BR	24
chr3	41616540	41616690	id-68139	1	+	NA	NONE	30
chr3	41713966	41714116	id-68140	1	+	NA	NONE	13
chr3	41737397	41737547	id-68141	1.77e-09	+	CTGTTATACCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr3	41758131	41758281	id-68142	1.73e-05	-	AATCCCATTCCATGCTTTTCCAGCAGATGTAGCTA	V_CTCF_BR	34
chr3	41904646	41904796	id-68143	1.28e-06	-	CTGGCAGTACTCCTCATGGCCTGGTGGTGGCTACA	Upstream_CTCF	35
chr3	41922847	41922997	id-68144	2.81e-06	-	GCTGTGATAATTTAAGTAGCCACTAGAGGTCATTC	Upstream_CTCF	40
chr3	41935601	41935751	id-68145	9.25e-06	+	GAATGTCTGTTTTAAAATGTCAGCAGGGGGCACCC	V_CTCF_BR	38
chr3	41938268	41938418	id-68146	1.56e-05	-	TGTGCGTGGTGGCTGGTCACCAGGAGGTGGCCACC	Upstream_CTCF	5
chr3	41941980	41942130	id-68147	1	+	NA	NONE	9
chr3	41997896	41998046	id-68148	1	+	NA	NONE	0
chr3	42039545	42039695	id-68149	4.94e-06	+	GAAGTGATCCCAGGAAACACCGGCAGGGGGACAGA	Upstream_CTCF	39
chr3	42055060	42055210	id-68150	5.34e-06	-	GCCTCTCGCCATGGCTCCCCCGCGAGCGGGCGGCT	V_CTCF_BR	18
chr3	42094401	42094551	id-68151	1	+	NA	NONE	7
chr3	42105427	42105577	id-68152	1	+	NA	NONE	9
chr3	42113884	42114034	id-68153	8.71e-06	+	CTTAGCCTGGTTTCCTGTGGCAGGAGAGGGAGCTA	V_CTCF_BR	18
chr3	42132805	42132955	id-68154	1	+	NA	NONE	9
chr3	42139165	42139315	id-68155	4.21e-05	-	ATATAAAGTTCAGGTACGCCCAGCAGGTGCCGCAT	V_CTCF_BR	3
chr3	42141395	42141545	id-68156	5.72e-07	-	TTGCTAGTGCATCTCTGGCCCACTAGATGGTGCTG	UpstreamP1_CTCF	40
chr3	42158786	42158936	id-68157	3.97e-07	+	ACCCAGGGCCTCTCGGCTTCCAGCAGGTGGCAGTT	V_CTCF_BR	39
chr3	42160367	42160517	id-68158	5.01e-06	+	TGGGTTTGAAAAGACCTTGACACTAGATGGCTCCA	V_CTCF_BR	39
chr3	42176693	42176843	id-68159	4.23e-06	+	GTTTTGTTCCCTCTTCTGTACAGAGGGTGGAGCCC	UpstreamP1_CTCF	3
chr3	42208263	42208413	id-68160	2.44e-07	-	TGTGTGGTGCCTAGTCTCTGCACTAGGAGGCAGGA	Upstream_CTCF	6
chr3	42224136	42224286	id-68161	1	+	NA	NONE	3
chr3	42225608	42225758	id-68162	1	+	NA	NONE	9
chr3	42230295	42230445	id-68163	1	+	NA	NONE	7
chr3	42232749	42232899	id-68164	8.16e-07	-	AAAACCTGAAAAACGCATACCACTAGAGGGCGCCA	V_CTCF_BR	40
chr3	42256225	42256375	id-68165	5.98e-05	+	GCTCAGGGACCTCTACGGAGCTGCAGGGGCAGTCG	UpstreamP1_CTCF	7
chr3	42270365	42270515	id-68166	9.84e-05	-	AGGGTTTACAAAACATCTATCAGTAGAGGGCATTA	V_CTCF_BR	37
chr3	42271456	42271606	id-68167	3.36e-07	+	AGGAATTCTTTTTCTGTAGCCAGCAGAGGGCACTT	V_CTCF_BR	39
chr3	42289092	42289242	id-68168	2.55e-06	+	GGAGTGTTTTCTAAAATTTCCACTTGAGGGCGCTG	Upstream_CTCF	40
chr3	42304928	42305078	id-68169	6.98e-07	-	CAGATCCCGCGGGCTCCGGGCTGCAGCGGGCAGAG	V_CTCF_BR	13
chr3	42383462	42383612	id-68170	1.13e-05	-	AGGTACTTTTCCCTCACTACCTGTAGGGGGTTGCT	UpstreamP1_CTCF	14
chr3	42484294	42484444	id-68171	5.55e-07	-	CATGCATTGCTGTGGTTGCCCTGCAGGAGACGCTG	Upstream_CTCF	34
chr3	42484917	42485067	id-68172	1	+	NA	NONE	11
chr3	42485432	42485582	id-68173	5.77e-08	-	GGGCCATGTGGCAGCATCACCAGTAGGTGGCAGTG	V_CTCF_BR	40
chr3	42543253	42543403	id-68174	1.63e-05	-	GCTGAAGTGCCAGCGCCCTCGCGTGGGGAGCGAGG	Upstream_CTCF	36
chr3	42548966	42549116	id-68175	1.28e-06	-	GACGTTGGTGTTGGAGCCACCTGCAGAGGGCTGGA	V_CTCF_BR	8
chr3	42557597	42557747	id-68176	4.7e-06	+	AAGCTCTGGGTTGGGCTTTCCTGCTGAGGGCACAG	V_CTCF_BR	4
chr3	42560401	42560551	id-68177	3.63e-05	+	ACCACTGGCATTGGAAACATCCCCAGGGGGCGCTC	V_CTCF_BR	34
chr3	42568173	42568323	id-68178	2.68e-05	+	GCTGCACTGCACCTGTGTCCATGGGGAGGGCATCA	Upstream_CTCF	16
chr3	42578022	42578172	id-68179	2.46e-08	-	CTCCAATTGGGCAGAAGAGCCAGCAGGGGGCAGAG	V_CTCF_BR	40
chr3	42579013	42579163	id-68180	1	+	NA	NONE	7
chr3	42581492	42581642	id-68181	9.14e-09	-	AGTGAAGTCCTTGAAGCATCCACCAGGGGGCGATA	Upstream_CTCF	40
chr3	42586574	42586724	id-68182	2.04e-05	-	AACTTTCTCACAGAGCTGTCCAGCAGGGGCTGGAG	V_CTCF_BR	29
chr3	42589031	42589181	id-68183	1.77e-10	-	CAGCCTGACCACAGAATGGCCACCAGGGGGCGCAG	V_CTCF_BR	40
chr3	42599425	42599575	id-68184	1.83e-05	-	TCCAGACATGGCCAAATATCCACTGGGGGGCAGAT	V_CTCF_BR	20
chr3	42613894	42614044	id-68185	1.92e-05	+	GGGTAGCATCAGAGAAGGCCAAGTAGGGGGCTAGA	UpstreamP1_CTCF	40
chr3	42623839	42623989	id-68186	3.36e-05	+	GAGCACAACCTACTGCCAGCCTGGATGGGGCGCCA	UpstreamP1_CTCF	36
chr3	42642003	42642153	id-68187	1.24e-05	-	GTCTAGATGGGGGTGGTCAACCGAAGGTGGCGGCA	V_CTCF_BR	17
chr3	42642733	42642883	id-68188	3.81e-05	-	CTGCACCTCCTTTTCTTGGCGCCAGGCTGGCTACG	UpstreamP1_CTCF	32
chr3	42643498	42643648	id-68189	1	+	NA	NONE	31
chr3	42655113	42655263	id-68190	4.73e-07	-	GGTGTAGATTCTGATTTGGCCACTAGGTGAAAGGA	Upstream_CTCF	38
chr3	42676749	42676899	id-68191	1	+	NA	NONE	29
chr3	42696367	42696517	id-68192	7.44e-05	+	GAGGTCTTGCTAGGCACCGGCGAAGGGGGGCGCTC	Upstream_CTCF	33
chr3	42702553	42702703	id-68193	1.93e-05	+	ATCTCTGCGTGTAGCCTCCATACCAGAGGGCGCCC	V_CTCF_BR	30
chr3	42702869	42703019	id-68194	1	+	NA	NONE	1
chr3	42753115	42753265	id-68195	1	+	NA	NONE	35
chr3	42753478	42753628	id-68196	3.16e-05	-	CTTGCTTTCTCTTCTCCCACCAGCAGGGCCAGGAG	Upstream_CTCF	23
chr3	42774482	42774632	id-68197	4.65e-06	+	ATGTGAGGTGGAGCAGTGGCCAGCAGGGGTCCAGG	UpstreamP1_CTCF	35
chr3	42785869	42786019	id-68198	8.13e-06	-	ATGGAATTGCCTCACAGCGCCACACGAGGGCACTG	Upstream_CTCF	40
chr3	42791563	42791713	id-68199	3.45e-05	-	AAAAGCTGGGGTGAAGTCACCCATAGAGGGAGCCC	V_CTCF_BR	40
chr3	42797295	42797445	id-68200	9.88e-07	-	GCTGTAGAGAAGCTGATGGGCTCCAGGGGGAGCAG	Upstream_CTCF	40
chr3	42822428	42822578	id-68201	3.09e-06	+	AGTCAAATTCCAACTCTTACCACCAGATGTCACTG	Upstream_CTCF	40
chr3	42861009	42861159	id-68202	1	+	NA	NONE	23
chr3	42871973	42872123	id-68203	8.97e-05	-	CCTGCACTACACCTCTTCTCCTCTCAGAGTCACTA	Upstream_CTCF	40
chr3	42872856	42873006	id-68204	1.48e-06	+	GGCATGATGCTAAACTTTATCAGCAGGGGGCGCTG	V_CTCF_BR	40
chr3	42877756	42877906	id-68205	4.34e-05	+	GCTGCAATTCCACAATCCACCAGATCCTGGGACTC	Upstream_CTCF	26
chr3	42881255	42881405	id-68206	2.81e-08	-	CATGCACTTCTACATTTGTCCACTGGATGGGACTG	Upstream_CTCF	40
chr3	42922574	42922724	id-68207	4.58e-08	-	GCGAAGTGCCGCAGAGCGACCGCCAGAGGTCAGCA	UpstreamP1_CTCF	40
chr3	42940895	42941045	id-68208	4.14e-06	+	TAGAGGCCATTCACTTGACCCAGGAGGTGGCAGTA	V_CTCF_BR	24
chr3	42990452	42990602	id-68209	1	+	NA	NONE	0
chr3	42999218	42999368	id-68210	8.56e-05	+	AGGCAAGAAAATAGATCCTCCACTAGAGGCTCCAG	UpstreamP1_CTCF	33
chr3	43003223	43003373	id-68211	6.84e-06	+	CTTCCATATGGAATGTTGGCCACTTGGTGGTGCTA	V_CTCF_BR	40
chr3	43051162	43051312	id-68212	1.09e-07	-	ACAGCAGTTCTGGGTGCCACCACCTGAGGTCTCCA	Upstream_CTCF	18
chr3	43112873	43113023	id-68213	3.88e-06	-	ATGACCATATTTCTCTCCACCAATAGGGGGCAGCA	V_CTCF_BR	40
chr3	43128877	43129027	id-68214	3.48e-06	-	CTGGTCTCCCTAGTCATCCCCACTGGGAGGCAGTG	UpstreamP1_CTCF	34
chr3	43195430	43195580	id-68215	3.42e-05	-	CCAGAACAATCCCCTCCTGACGGCAGAGGGCCTCC	Upstream_CTCF	14
chr3	43197317	43197467	id-68216	3.73e-06	-	GTGGTAGTTTCCTAAGATTCCAGGCGAGGGCAGCA	Upstream_CTCF	38
chr3	43203386	43203536	id-68217	1	+	NA	NONE	11
chr3	43203710	43203860	id-68218	1	+	NA	NONE	39
chr3	43220385	43220535	id-68219	3.63e-06	-	TGTGTGTCTCTGGTGCCAGGCCCCAGGGGGCACAC	V_CTCF_BR	2
chr3	43221288	43221438	id-68220	3.31e-06	+	ATGCAGGTCCTCCAAAAGCCAGCCAGGGGCCCCCT	UpstreamP1_CTCF	1
chr3	43248231	43248381	id-68221	5.86e-07	+	GGAGCTTTATTGATCAGCAACAGCAGGGGGCAGAG	Upstream_CTCF	20
chr3	43257297	43257447	id-68222	9.71e-06	+	GATGTGTCCCCAGTCTGGACCACAAGGAGGCATCT	Upstream_CTCF	31
chr3	43265275	43265425	id-68223	3.11e-05	+	AGGAGAAGATCATGGTTCTCCACTAGAGGTTGCTA	V_CTCF_BR	33
chr3	43302026	43302176	id-68224	4.7e-05	-	GGAACAGTGCTGGTCTAGACCACAGGAGGGGGACT	Upstream_CTCF	28
chr3	43327643	43327793	id-68225	2.11e-06	-	TGTACAGGACTGCGTCTTGGCGGCAGGGGGCAGGG	V_CTCF_BR	37
chr3	43390810	43390960	id-68226	1	+	NA	NONE	17
chr3	43419751	43419901	id-68227	1.7e-05	-	GAACCAATCCCCTCTGCCACCACCAGGGGTCCTTT	Upstream_CTCF	40
chr3	43455319	43455469	id-68228	1	+	NA	NONE	7
chr3	43484471	43484621	id-68229	1	+	NA	NONE	15
chr3	43520021	43520171	id-68230	8.9e-05	-	TTGTGCCAAAGACTTCTCCCCACTAGGAGGACAGC	UpstreamP1_CTCF	6
chr3	43526601	43526751	id-68231	3.29e-05	-	CCGGCAATACCGGTACCTGACCACCGCAGGCGCTG	Upstream_CTCF	6
chr3	43544685	43544835	id-68232	7.27e-06	-	TATTTAAAGGTGTTTTAAACCACTAGAGGGAGCCC	V_CTCF_BR	39
chr3	43580990	43581140	id-68233	4.31e-07	+	GGCTGGGGTGCAGTAGGAGACAGCAGAGGGAGCAG	V_CTCF_BR	0
chr3	43585803	43585953	id-68234	2.67e-06	+	TCATCAATTTTTAAAGGCAACACTAGATGGCAGTA	Upstream_CTCF	38
chr3	43601620	43601770	id-68235	9.81e-06	-	TATAGATCTGGTCACAGAGCCAGTAGGTGGCATGC	V_CTCF_BR	17
chr3	43625084	43625234	id-68236	6.8e-06	+	AGGTCATGCTACCTCCGATCCAGCAGGGGGTGATA	UpstreamP1_CTCF	26
chr3	43626171	43626321	id-68237	1	+	NA	NONE	1
chr3	43673890	43674040	id-68238	1	+	NA	NONE	22
chr3	43680153	43680303	id-68239	7.46e-06	+	TTGCAGTTGCACCACAGCGCCATCAAGTGAAGGGG	UpstreamP1_CTCF	33
chr3	43682447	43682597	id-68240	4.14e-05	+	TTGCAGCTATAGGGAGCTATGGCTAGCTGGAACCA	UpstreamP1_CTCF	1
chr3	43690993	43691143	id-68241	3.63e-05	+	GGCCACCTAACACAGAACAGCTCTAGGTGGCAGTA	V_CTCF_BR	7
chr3	43701243	43701393	id-68242	2.27e-05	+	CCTGACTGGAAGATGCCTCCCAGTAGGGGCCGACA	V_CTCF_BR	1
chr3	43731991	43732141	id-68243	6.51e-05	-	GGAAGAGCCTAGCTAGTGTCCGATAGATGGTGCAG	V_CTCF_BR	37
chr3	43732473	43732623	id-68244	1.59e-06	+	CGGAGAGAGGTAAGCGCAGCCGGCAGGGGGCTTCG	V_CTCF_BR	36
chr3	43741525	43741675	id-68245	1.55e-05	+	TGGTCTAGGCCCAGATCTGCCACTAGGTGGTTACA	V_CTCF_BR	39
chr3	43748816	43748966	id-68246	1	+	NA	NONE	3
chr3	43775601	43775751	id-68247	2.47e-05	-	GCTGCAGGGGTGTGATCTCCCAGGTGAGGAAGCAG	Upstream_CTCF	12
chr3	43784495	43784645	id-68248	1.29e-05	-	ATGTAACAGTGTCACGTGGCCACCAGAGAGTGTCT	UpstreamP1_CTCF	36
chr3	43789817	43789967	id-68249	9.39e-07	+	CCTGCATGTCATACTGAAAGCAGCAGAGGGCTGGC	Upstream_CTCF	22
chr3	43800224	43800374	id-68250	2.19e-05	+	GTGTAGTCACACAGCTGTGACTGTGGGTGTCTCTC	UpstreamP1_CTCF	10
chr3	43801103	43801253	id-68251	6.8e-06	-	TTTGTGTTTGTACCTGTGGACAATAGGGGGCTCTA	Upstream_CTCF	39
chr3	43808154	43808304	id-68252	6.43e-06	+	GCAGATTGGATGGTGCTGACCACATGAGGGCAGAT	V_CTCF_BR	23
chr3	43811036	43811186	id-68253	3.73e-09	+	GCGCCTTTCCCAGCTGTGACCAGCAGGGGGCGGCT	UpstreamP1_CTCF	40
chr3	43880481	43880631	id-68254	7.16e-08	+	TCAGCTGCACCTGCTACTGCCTCTAGGTGGCATGG	Upstream_CTCF	29
chr3	43897280	43897430	id-68255	4.88e-05	+	GGCTCCCTGACAGGCTCTGCCATTAGGGGGTGCTA	V_CTCF_BR	40
chr3	43920776	43920926	id-68256	3.45e-05	+	AAACTAGTAAAAGTCTCCTACAGCTGGGGGCAGTG	V_CTCF_BR	38
chr3	43936405	43936555	id-68257	2.67e-06	+	CCAGCCACACCCATAGGGGACAGCAGTGGCAGCCC	Upstream_CTCF	19
chr3	43967697	43967847	id-68258	1	+	NA	NONE	11
chr3	44008536	44008686	id-68259	1	+	NA	NONE	0
chr3	44036837	44036987	id-68260	3.11e-05	+	GGACCGGGACCGTGGCCCAGCGCCTGGAGGCGCTC	V_CTCF_BR	12
chr3	44037868	44038018	id-68261	2.72e-06	+	CCGCAAATCTCGGACGATGCCACCGGAGGACGCTG	UpstreamP1_CTCF	33
chr3	44065833	44065983	id-68262	1	+	NA	NONE	3
chr3	44071854	44072004	id-68263	1.23e-05	-	AAGATGTTGCTGGCTTTGTCCTCTAGCTGTCAGCA	UpstreamP1_CTCF	0
chr3	44107428	44107578	id-68264	2.02e-06	+	CGGCCTTTCCCCAGCCCAACCACTGGGAGGCCCTG	UpstreamP1_CTCF	27
chr3	44118856	44119006	id-68265	2.55e-06	-	GCTTTATTTATTCAGAAGGGCAGCAGAGGGCGATG	Upstream_CTCF	37
chr3	44155762	44155912	id-68266	6.43e-06	-	TGTGACGGGTGTAGCTGCCTCGCCAGAGGGCGCCC	V_CTCF_BR	39
chr3	44166837	44166987	id-68267	1	+	NA	NONE	7
chr3	44175161	44175311	id-68268	1	+	NA	NONE	8
chr3	44217819	44217969	id-68269	1	+	NA	NONE	2
chr3	44225867	44226017	id-68270	1	+	NA	NONE	2
chr3	44240244	44240394	id-68271	2.86e-06	-	TTTGAGTTCTCCTCTGCCGTCACTAGATGGCGGTG	UpstreamP1_CTCF	40
chr3	44277553	44277703	id-68272	1.32e-05	-	ATCTCAATTAACTTTGTATCCACTAGAGGGCCCCA	Upstream_CTCF	40
chr3	44293872	44294022	id-68273	1.24e-05	+	GTGTTTCACTGGCTTTCAGCCACGTGGGGGTAGTC	V_CTCF_BR	11
chr3	44360591	44360741	id-68274	1	+	NA	NONE	9
chr3	44364962	44365112	id-68275	5.34e-06	+	TTCTTGCACAGTAGCCTGTCCGCTAGAGGGCGAGC	V_CTCF_BR	40
chr3	44378851	44379001	id-68276	5.68e-06	-	CCCCAAGTGTTATGCCTCTCCACAAGGTGGCAAAC	V_CTCF_BR	34
chr3	44379633	44379783	id-68277	4.65e-05	-	GGACTCGGAAAATGATGGTCCGGCAGGTGGTGGGT	V_CTCF_BR	11
chr3	44380301	44380451	id-68278	9.29e-06	+	CCGGTGGTGCATTCATGCTCCTCTAGGGGGGAAGC	Upstream_CTCF	18
chr3	44460196	44460346	id-68279	1.11e-05	+	CCCCCAATTCCCACTCCTGCCACTGGGGGCAGAAT	Upstream_CTCF	40
chr3	44465230	44465380	id-68280	8.19e-06	-	CTCCCCCATGGCCTTGTGGCCACCAGGGGATGCTG	UpstreamP1_CTCF	10
chr3	44517663	44517813	id-68281	2.96e-05	+	ATGCACTAATTCTTCCTGGATACCGGAAGCCAGAG	UpstreamP1_CTCF	20
chr3	44555822	44555972	id-68282	4.14e-05	-	CATCACTGACCCATATCCTTCACATGATGGCAGCA	UpstreamP1_CTCF	1
chr3	44571545	44571695	id-68283	5.21e-08	+	GCCTGAGATTTGGTTGCAGCCTCCAGAGGGCAGTA	V_CTCF_BR	38
chr3	44574393	44574543	id-68284	8.71e-06	+	TGTATAAAACAAGTACCATCCACTAGATGGCGCTT	V_CTCF_BR	40
chr3	44596761	44596911	id-68285	3.81e-05	+	GCCAGGACCGCGCTTCTTCCCGGCGGCAGGCGGCG	V_CTCF_BR	24
chr3	44666501	44666651	id-68286	6.75e-05	-	CCGCCGCCTCGGCGCCAGGCCGCTAGGAGATGACA	UpstreamP1_CTCF	25
chr3	44702809	44702959	id-68287	4.99e-07	+	CCTGTAATCCCCATGCAGACCTGTAGGGGAGACAA	Upstream_CTCF	39
chr3	44754153	44754303	id-68288	1	+	NA	NONE	35
chr3	44803300	44803450	id-68289	1	+	NA	NONE	16
chr3	44847576	44847726	id-68290	5.41e-06	-	TCTTTCCTACCCCACCCTACCACTGGGGGGATACA	Upstream_CTCF	15
chr3	44902890	44903040	id-68291	8.21e-06	-	CGCCGGACCAAGAGATGCCTCGGCAGAGGGCGCTG	V_CTCF_BR	35
chr3	44924811	44924961	id-68292	5.37e-06	-	CTGCATTGTAACATAGCAGAAGGCAGAGGGCGAGA	UpstreamP1_CTCF	31
chr3	44955499	44955649	id-68293	3.65e-07	-	GGCAGCTTCTCAAGGGTCGTCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr3	44956527	44956677	id-68294	6.8e-06	+	GTGATATAGCCCGGCACGGCCACTGTGTGGTGCCG	UpstreamP1_CTCF	40
chr3	44957281	44957431	id-68295	8.81e-07	+	AACTGCTGCCCCCTAGGAGACTCCAGGGGGCAGGC	V_CTCF_BR	25
chr3	44960419	44960569	id-68296	1	+	NA	NONE	4
chr3	44966104	44966254	id-68297	6.49e-06	-	GGGCTACAGCTCTGGCCCTCCCCTAGGGGGAAGAG	UpstreamP1_CTCF	10
chr3	44967817	44967967	id-68298	1	+	NA	NONE	15
chr3	44968997	44969147	id-68299	1.03e-06	-	ATGCTTCTCCCCAAAGGAGCCACTAGGAGGACCTT	UpstreamP1_CTCF	11
chr3	44973897	44974047	id-68300	4.7e-05	+	TGAGTATGAAAGAGCCAGCCCAGCAGGTGGCCTCT	Upstream_CTCF	1
chr3	44986709	44986859	id-68301	1.11e-05	-	CCTGATACCTTTCATCTTTCCTACAGGGGGCAGTG	Upstream_CTCF	20
chr3	45017509	45017659	id-68302	5.48e-05	-	GATGGGCTTCTCCTGCGCGCCGCCCGGTGTCTGGC	Upstream_CTCF	6
chr3	45029684	45029834	id-68303	1	+	NA	NONE	40
chr3	45034189	45034339	id-68304	4.99e-07	+	GGTGTGTCACCCTGCGCTGCCACTAGGCGGCGAGC	Upstream_CTCF	40
chr3	45043319	45043469	id-68305	3.71e-05	-	ATAGTATTTGGATAGTTGGCCTGTAGGTGGTGTCT	Upstream_CTCF	18
chr3	45046533	45046683	id-68306	1	+	NA	NONE	8
chr3	45052653	45052803	id-68307	1	+	NA	NONE	6
chr3	45077519	45077669	id-68308	2.67e-06	+	GCTGCAGTCTGTGCTGTGTCCGCGGGGCGGGGAGG	Upstream_CTCF	19
chr3	45079304	45079454	id-68309	2.47e-08	+	TCGGCATTTTCCACTTCCAGCAGCAGGTGGCAGTA	Upstream_CTCF	40
chr3	45082320	45082470	id-68310	1.93e-05	+	AAACAACTAACCTTTTTCTCCACTAGAAGGCACTG	V_CTCF_BR	40
chr3	45085279	45085429	id-68311	1.83e-05	+	GAATGTTGGAGGGAACTGGAAACTAGGGGGCAGGA	V_CTCF_BR	27
chr3	45097153	45097303	id-68312	5.08e-07	-	AACGTTAGACCCTCAGTGACCTGAAGATGGCACCA	V_CTCF_BR	36
chr3	45120470	45120620	id-68313	1.59e-06	+	GAGGCTAGGAGAGAATTGGCCAGCAGGAGGCTGAG	V_CTCF_BR	38
chr3	45126714	45126864	id-68314	8.58e-06	+	TTGGAATTGGAACTGTTGTCCTGAAGAGGGCAAGC	UpstreamP1_CTCF	16
chr3	45127290	45127440	id-68315	4.5e-05	-	CAGCGGCTCCTTCCTGCAGCCAGAGGTGGACACCT	UpstreamP1_CTCF	2
chr3	45133726	45133876	id-68316	1.56e-06	-	CAGGCTATACCAGCCCCACCCCGGAGAGGGCAATA	Upstream_CTCF	14
chr3	45162435	45162585	id-68317	1	+	NA	NONE	3
chr3	45164783	45164933	id-68318	7.91e-05	-	CCTCTGAACTATGAGCTGGACACCAGGTGGGGGAT	UpstreamP1_CTCF	5
chr3	45175473	45175623	id-68319	2.46e-06	+	TTGCAGCACCCACCCACGGCAGCCAGGGTGTGAGA	UpstreamP1_CTCF	27
chr3	45177493	45177643	id-68320	3.28e-05	+	AGGGCACACAGAGCTAGATGCACAAGGGGTCGCCA	V_CTCF_BR	0
chr3	45179492	45179642	id-68321	1	+	NA	NONE	11
chr3	45212966	45213116	id-68322	5.34e-06	-	CCTCTGGTGGCACTGGCTGTCGCGAGAGGGAGCCA	V_CTCF_BR	11
chr3	45214762	45214912	id-68323	9.71e-06	+	GTGGCTGTTCAGTGCCTTTCCTGTAGTGGGTGCTC	Upstream_CTCF	6
chr3	45219737	45219887	id-68324	1	+	NA	NONE	5
chr3	45248356	45248506	id-68325	5.17e-06	-	AGAGATATCCTACCAAGCCCCTCCAGGTGGGGCAA	Upstream_CTCF	4
chr3	45252154	45252304	id-68326	3.42e-08	-	CCATCCCACAGAGTGCCCGCCACCAGGTGGTGCCC	V_CTCF_BR	40
chr3	45266722	45266872	id-68327	6.39e-08	+	CGGCGATGATGGGCACCGGCCAGATGAGGGCGGCC	V_CTCF_BR	40
chr3	45269614	45269764	id-68328	2.08e-07	+	CTGCATTCTGCCCACTTTTCCAGCAGGTGCCGTCC	UpstreamP1_CTCF	8
chr3	45286060	45286210	id-68329	1.31e-05	+	TGGGGCATCCAGAAAGCTTCCTGGAGGTGGCGATG	V_CTCF_BR	5
chr3	45303325	45303475	id-68330	5.37e-06	-	CAGCAGTTGCCCCACATGTTCACCATGTGGGTGTC	UpstreamP1_CTCF	2
chr3	45363213	45363363	id-68331	1.31e-05	+	TGACTGTGACTGTGCCCACCCGCCAGGAGGCAGGA	V_CTCF_BR	6
chr3	45364070	45364220	id-68332	2.15e-05	-	AAAAACACAGGGCAGGGTCTCAGGAGAGGGCGCTA	V_CTCF_BR	1
chr3	45372139	45372289	id-68333	4.14e-06	-	TCAGTGAGCTCTGTGACCACCACCAGGTGGATCCT	V_CTCF_BR	7
chr3	45375126	45375276	id-68334	5.68e-06	-	AGACACTGACACTTCTCTGACAACAGGGGGCACAG	V_CTCF_BR	17
chr3	45385610	45385760	id-68335	1	+	NA	NONE	22
chr3	45394836	45394986	id-68336	1	+	NA	NONE	1
chr3	45479085	45479235	id-68337	1	+	NA	NONE	12
chr3	45484437	45484587	id-68338	8.79e-07	+	CAGCATCCCTGGCCTCTATCCACTAGATGCCAGTA	UpstreamP1_CTCF	12
chr3	45527883	45528033	id-68339	1	+	NA	NONE	10
chr3	45541137	45541287	id-68340	2.27e-05	-	TGAGATGTCAGAGTTCCTACCAATAGAGGGCAATG	V_CTCF_BR	36
chr3	45549376	45549526	id-68341	4.21e-05	-	TCTTTCAACCTGGTGCTAACCACCGGAAGGAGGGA	V_CTCF_BR	9
chr3	45549656	45549806	id-68342	7.23e-07	-	CTTGCTGTGCTCTCCACGGTCAGCAGGCGGCCTGC	Upstream_CTCF	34
chr3	45553098	45553248	id-68343	4.02e-07	+	GTTGCAATTCTGTCCGTTCTCGGAAGGTGGCAGTG	Upstream_CTCF	40
chr3	45554818	45554968	id-68344	6.8e-06	-	ACGGCCAGTCCAGGACCAGGCTTCAGGGGGCGCAG	Upstream_CTCF	0
chr3	45558939	45559089	id-68345	1.83e-05	+	CACAAGGTAAGAGCTTGCACCAGCAGGAGTCAGCA	V_CTCF_BR	14
chr3	45583219	45583369	id-68346	2.72e-05	-	CTGCAATGCCGAGGCACAGAAGCGTGGGGTCACTC	UpstreamP1_CTCF	1
chr3	45586289	45586439	id-68347	1.11e-05	+	GTCGCAATACCAGGAACAAACATAGGGGGGCAGGC	Upstream_CTCF	34
chr3	45588254	45588404	id-68348	2.6e-07	-	CTCTCTCTGCTGACTGGCTCCAGAAGGGGGCGCTC	V_CTCF_BR	40
chr3	45594399	45594549	id-68349	1	+	NA	NONE	1
chr3	45620034	45620184	id-68350	1	+	NA	NONE	1
chr3	45634734	45634884	id-68351	1	+	NA	NONE	40
chr3	45698377	45698527	id-68352	2.2e-07	-	AAGCTAGAGCACCCAACCGCCACTAGGTGGTGCCA	UpstreamP1_CTCF	39
chr3	45701631	45701781	id-68353	5.98e-10	-	GCTGCAGTTGCGGATGGGGCCCCTAGAGGGAGCTA	Upstream_CTCF	40
chr3	45706122	45706272	id-68354	6.8e-06	+	TCTGCCTTGCGCTGCTTTGCCTCCTGTGGGCGTCA	Upstream_CTCF	3
chr3	45706731	45706881	id-68355	2.72e-06	-	TGGCAGGACAGCAGAGGCAACACAAGGGGGCATCC	UpstreamP1_CTCF	40
chr3	45712724	45712874	id-68356	1	+	NA	NONE	12
chr3	45718252	45718402	id-68357	2.81e-05	-	AAGGCCACAGTCCCCAAAATCAGCAGAGGGTGCTG	V_CTCF_BR	5
chr3	45730041	45730191	id-68358	1.09e-06	-	CAGCAGTTCTGGCCTTTCCCCGCCACGGAGCAGAA	UpstreamP1_CTCF	14
chr3	45732077	45732227	id-68359	8.23e-05	+	TTGCTTTTTCTACAGTGCACCCCCTGTGGGTGCCA	UpstreamP1_CTCF	32
chr3	45735860	45736010	id-68360	3.36e-05	-	CTGCCCTACACCCTTCCCTCCACCGGGAGACTTCT	UpstreamP1_CTCF	12
chr3	45802724	45802874	id-68361	5.51e-07	+	GGACACTGTTGCTGGGTGGTCACTAGATGGCGGTG	V_CTCF_BR	40
chr3	45825229	45825379	id-68362	1.84e-05	-	GAGTTATAGCAGTGTCTGGACATGAGAGGGCAGGA	UpstreamP1_CTCF	23
chr3	45835324	45835474	id-68363	1	+	NA	NONE	4
chr3	45874313	45874463	id-68364	1.97e-06	-	CTTGATGGTACCCCATGGGCCAGAAGAGGGCATAC	V_CTCF_BR	35
chr3	45948424	45948574	id-68365	3.16e-06	-	CTGCAGAGGAGATCTGGGGCCACGTGGGGACAGCA	UpstreamP1_CTCF	40
chr3	45970655	45970805	id-68366	2.2e-09	-	ACTGCCTTTCCCCACAGTGACACCAGGGGGCAGAA	Upstream_CTCF	40
chr3	45980372	45980522	id-68367	1.38e-08	+	GACAGCAACCAAAGCATGACCACTAGAGGGCACCC	V_CTCF_BR	40
chr3	45981062	45981212	id-68368	2.2e-06	+	GGTGCCTTGCTGCCAATCTTCCCCAGAGGGTGCCA	Upstream_CTCF	5
chr3	45987958	45988108	id-68369	1.21e-06	+	TCAGCAGTTTCAATGACAGCAGCCAGGAGGAGCAT	Upstream_CTCF	16
chr3	46118227	46118377	id-68370	2.5e-05	-	CAGAAGTGACAATATTACTTCAATAGAGGGCAGTG	UpstreamP1_CTCF	33
chr3	46120402	46120552	id-68371	2.19e-08	-	TGTCTCAGAATGCCTCTAACCACCAGGTGGCACCA	V_CTCF_BR	40
chr3	46129470	46129620	id-68372	1.92e-05	+	TCGTATTTTTCTGTTTTGTCCACTAGAGAGAGGTC	UpstreamP1_CTCF	34
chr3	46143983	46144133	id-68373	1	+	NA	NONE	2
chr3	46204591	46204741	id-68374	5.98e-05	-	TCTCCCTAGGACAGAGTGACCACTAGGAGGGGCAG	UpstreamP1_CTCF	29
chr3	46224870	46225020	id-68375	4.23e-06	-	AGGCTGTGCTCCAATTCTTCCACTGGGTGGTGTTT	UpstreamP1_CTCF	2
chr3	46249915	46250065	id-68376	6.05e-06	-	CTTGGCTTCCAGGAAGTGGCCACTGGTGGGCGTTG	V_CTCF_BR	39
chr3	46256257	46256407	id-68377	8.5e-06	+	AGTGCTTAGCAGAAAGCAGACACTGGGGGGCAGGA	Upstream_CTCF	39
chr3	46275407	46275557	id-68378	6.05e-06	-	ACGGGGTATCCATTGCAGCCCAGGAGGTGGCAGGA	V_CTCF_BR	3
chr3	46310807	46310957	id-68379	8.16e-07	+	AATCTCAACTTGGATGCTGCCTGCAGGGGGCTCAC	V_CTCF_BR	6
chr3	46318124	46318274	id-68380	1.62e-08	+	TTGCAGTGGGGGAACCTGAACACCAGGGGGTGTTG	UpstreamP1_CTCF	39
chr3	46334905	46335055	id-68381	1.7e-05	+	GCATCCTTAAATCTCTGGCCCAGTAGGGGGCCCTG	Upstream_CTCF	23
chr3	46402469	46402619	id-68382	1.64e-05	-	GAGGGCGTGGGGTGTGTGGCCTGTAGGGCGCACTG	V_CTCF_BR	2
chr3	46410217	46410367	id-68383	7.73e-06	-	GGATGTGAAGACATACTCACCCCCAGAGGGCAATG	V_CTCF_BR	29
chr3	46414109	46414259	id-68384	1.85e-07	-	TTGCTGCTAGCTTCCCTGTCCACTAGATGGAGAGC	UpstreamP1_CTCF	40
chr3	46414569	46414719	id-68385	7.46e-06	-	GGGCGGCAGCATAGTGAGCCCAGAAGGGGACAGTA	UpstreamP1_CTCF	5
chr3	46419964	46420114	id-68386	5.92e-05	-	TGCTGGTTTGCCAATGTGGCCTCGCGGGGGCAGTA	V_CTCF_BR	40
chr3	46435219	46435369	id-68387	2.6e-05	+	GGGCTATCAGAGCTGGCTTCCTGCAGGTGGTGTGG	UpstreamP1_CTCF	1
chr3	46435567	46435717	id-68388	8.02e-08	-	GTGCATTCCTGACCTTCACCCACTAGATGCCAGCA	UpstreamP1_CTCF	7
chr3	46436689	46436839	id-68389	1.82e-07	+	AGTTGGATATCCTGGGGGACCTCCAGGTGGCAGTG	V_CTCF_BR	28
chr3	46450504	46450654	id-68390	1	+	NA	NONE	9
chr3	46452918	46453068	id-68391	1	+	NA	NONE	22
chr3	46469024	46469174	id-68392	1.04e-05	-	CGGTACAGATGTTTCTGCAACTGGAGGGGGCGGTA	V_CTCF_BR	12
chr3	46469572	46469722	id-68393	1	+	NA	NONE	17
chr3	46484180	46484330	id-68394	4.21e-05	-	TTGCCAAGAGTACATTTCACGACCAGATGGCGTCA	V_CTCF_BR	20
chr3	46486543	46486693	id-68395	4.7e-08	+	AACCCCCAGTGCACCCACGCCTCCAGGGGGCAGCC	V_CTCF_BR	6
chr3	46488838	46488988	id-68396	1	+	NA	NONE	1
chr3	46491390	46491540	id-68397	4.21e-05	-	AAATTCCAGCTCTTTGGCTCCCCTAGTGGGCAGAA	V_CTCF_BR	40
chr3	46503821	46503971	id-68398	1.04e-05	+	CTGCCAACCTCTCCATTCTCCAGGGGAGGGAGCTA	V_CTCF_BR	23
chr3	46512601	46512751	id-68399	7.73e-06	-	AACACTCTAGAAAAGGCAGGCAGCTGGGGGCAGTG	V_CTCF_BR	1
chr3	46525501	46525651	id-68400	1	+	NA	NONE	9
chr3	46530262	46530412	id-68401	1.24e-05	+	GTGAGCTCGGCAAGATTGCTCGGTAGAGGGCGGTG	V_CTCF_BR	39
chr3	46538340	46538490	id-68402	4.41e-06	+	GCATCTGAGGATTTTGCTATCTGCAGGGGGCGCTG	V_CTCF_BR	40
chr3	46544449	46544599	id-68403	8.5e-06	-	CTTGGTACTCTCTTCCCTTCCCCTAGGGGGTGGCT	Upstream_CTCF	0
chr3	46586684	46586834	id-68404	7.82e-06	+	CTCCTTTATCCTAAAACAGGCAGCAGGGGTCACAG	UpstreamP1_CTCF	2
chr3	46599894	46600044	id-68405	1.64e-06	-	CAGCCACGCCGTAGACGGGCCACTGGGTGGTGCAC	UpstreamP1_CTCF	40
chr3	46603970	46604120	id-68406	8.16e-07	-	AGGAGGCAGCTGAACATGCACACCAGATGGCACCA	V_CTCF_BR	1
chr3	46607136	46607286	id-68407	7.44e-05	+	TCAGGCCTGTCCCCACCCCAAGCCAGGGGGCGTGA	Upstream_CTCF	11
chr3	46625087	46625237	id-68408	1.5e-05	+	TTGACTGTTCTGGATACCTCCAGTAGGGGGAGTTA	Upstream_CTCF	30
chr3	46635108	46635258	id-68409	1.93e-05	+	GGGAGAGAGCGAAATGAAAACAGAAGAGGGAGCTC	V_CTCF_BR	3
chr3	46649316	46649466	id-68410	5.97e-08	+	AAAGCAATCCTCTTTGTGTCCAGAAGAGGGAGGGG	Upstream_CTCF	37
chr3	46671561	46671711	id-68411	3.36e-07	-	GCCGCCGACCAGCTTGCGGCCACTGGGAGGCGCCG	V_CTCF_BR	40
chr3	46698768	46698918	id-68412	5.52e-05	-	ATCTAATGCTGCTGATCAGACAGGAGGAGGTGCTC	UpstreamP1_CTCF	5
chr3	46702154	46702304	id-68413	1.27e-06	-	CTGCACCCCCAGCTGCTGGAGCCCAGAGGGTGGCA	UpstreamP1_CTCF	12
chr3	46705258	46705408	id-68414	5.08e-07	+	CCAGGCTTCACCTGCCCAGCCACTTGATGGCAGTA	V_CTCF_BR	33
chr3	46705477	46705627	id-68415	6.49e-06	-	AGTCACTGCTGTACTCAGAACACCAGGGGTCACCT	UpstreamP1_CTCF	5
chr3	46715774	46715924	id-68416	2.43e-06	+	GTGCTTATGGTGTTTGTCACCACAAGGGGGAGGCT	V_CTCF_BR	39
chr3	46727059	46727209	id-68417	4.88e-06	-	TTGTACTGTCCTCTTTGCCCCACCAGGATGTGCTC	UpstreamP1_CTCF	6
chr3	46736802	46736952	id-68418	9.4e-06	-	GCGCAGGTAAGATATTTCACCAGCAGGGGCACTAC	UpstreamP1_CTCF	40
chr3	46738152	46738302	id-68419	2.19e-05	-	CTGTAGGGACCCAGTCCAGCCTCCAGGGCCTCTGA	UpstreamP1_CTCF	9
chr3	46746605	46746755	id-68420	3e-09	+	CCGCACTTCTGCCTTTTGGCCTCCAGGTGTCGCCA	UpstreamP1_CTCF	40
chr3	46747727	46747877	id-68421	3.71e-05	+	CTAGAGGCTCCCCAGACACCCAGCAGATGTGGCTC	Upstream_CTCF	20
chr3	46748888	46749038	id-68422	4.14e-06	-	GCAGGAAAAATGTTTCCCCCCAGGAGAGGGAGCTG	V_CTCF_BR	15
chr3	46750162	46750312	id-68423	1.48e-06	-	CCAGCACTTCCAACCCAGGCCTCCGGGTGTGCAAC	Upstream_CTCF	16
chr3	46759379	46759529	id-68424	1.04e-07	-	CGAGCGCCGTGGCGGGTGGCCCCTGGGGGGCGCCA	V_CTCF_BR	35
chr3	46775157	46775307	id-68425	3.24e-06	+	CAGGCTGGACGAAGGGGGACCACGAGATGGAGTCC	Upstream_CTCF	21
chr3	46792325	46792475	id-68426	7.07e-08	-	TCGGGAACCGTCTCCGCAGCCGCCAGGTGGCACCT	V_CTCF_BR	1
chr3	46798312	46798462	id-68427	7.42e-09	-	CACGACCAGGGCGGAGCCGCCGCGAGGGGGCACCA	V_CTCF_BR	2
chr3	46846187	46846337	id-68428	1	+	NA	NONE	3
chr3	46886840	46886990	id-68429	6.82e-05	-	TGGCCTGCAGACAGACGCGCAGGGAGGAGGCGCTG	V_CTCF_BR	6
chr3	46887420	46887570	id-68430	1.82e-07	+	GAGATCTGCGGAGGCCTCCCCTGCAGGGGGCGCGA	V_CTCF_BR	36
chr3	46887793	46887943	id-68431	5.98e-05	+	GAGCCCTGGGAGCCGGCCACCAGCATGCGTCGCTG	UpstreamP1_CTCF	12
chr3	46890061	46890211	id-68432	3.18e-06	+	GACTGCAGGTTCAGTCAGTCCAACAGGGGGCAGCG	V_CTCF_BR	39
chr3	46896331	46896481	id-68433	3.24e-06	-	TCAGCCCTGCTGGGAACCTCCGGGAGATGGTGGTA	Upstream_CTCF	3
chr3	46898184	46898334	id-68434	2.43e-06	-	GGACCCAGGAGTCAGGGCAGCTCCAGGGGGCGCCT	V_CTCF_BR	0
chr3	46901875	46902025	id-68435	6.21e-06	+	CCATAGGTGTCAGCGCCTACCACCAGGGGGCCTGG	Upstream_CTCF	40
chr3	46906038	46906188	id-68436	7.27e-06	-	AGAGCCCCTGCCAAAAGGGTCGGCAGAGGGCAACA	V_CTCF_BR	4
chr3	46908341	46908491	id-68437	1.38e-09	+	GTGACTGGACCACGATCAGCCAGCAGGGGGCGCAG	V_CTCF_BR	40
chr3	46920569	46920719	id-68438	2.96e-05	+	GTGGAATGTCCAGCAGGGGACTCTGGGGTGAGGCA	UpstreamP1_CTCF	20
chr3	46929419	46929569	id-68439	1	+	NA	NONE	1
chr3	46934004	46934154	id-68440	5.74e-05	+	CTGGAAGCCCTCGCTGCTGCCGCCAAGAGACGCGG	UpstreamP1_CTCF	18
chr3	46936788	46936938	id-68441	3.8e-08	-	CCACGCAGCAGTGAAGGCCCCACCAGGGGGCGCAC	V_CTCF_BR	40
chr3	46939326	46939476	id-68442	5.41e-06	+	CCTGTGCTGGCCGCTGGGGGCACCAGGTGAGGTGG	Upstream_CTCF	16
chr3	46949734	46949884	id-68443	8.21e-05	+	GACTCGTGGTCTAAGAACGCCGCCTGTGGGTGGAA	V_CTCF_BR	31
chr3	46951137	46951287	id-68444	4.7e-08	-	TCCCCATGTCCTCCCATGGCCACTGGGGGGCAGCA	V_CTCF_BR	40
chr3	46952768	46952918	id-68445	1	+	NA	NONE	0
chr3	46965087	46965237	id-68446	3.18e-06	+	TGCTCCTTCACCTTCTCCTCCACTAGAGGGTGCAA	V_CTCF_BR	40
chr3	46974223	46974373	id-68447	1.54e-05	+	ATGAGATAATGCACCCTCCCCAGTAGGGGCAGCCT	UpstreamP1_CTCF	20
chr3	46977139	46977289	id-68448	1	+	NA	NONE	37
chr3	46990980	46991130	id-68449	4.7e-05	+	CCTGCAGCCCTGGACTGGGCAGGTGGTGGGAACAT	Upstream_CTCF	2
chr3	47008469	47008619	id-68450	1	+	NA	NONE	16
chr3	47028764	47028914	id-68451	1	+	NA	NONE	8
chr3	47040150	47040300	id-68452	9.51e-07	-	ACGGTGCGTAGGTCGTCAGCAGCCAGGGGGCGCTC	V_CTCF_BR	40
chr3	47044167	47044317	id-68453	1.47e-05	+	AGCACTCCATGGCCCTGCTGCACTGGGGGGCGCTG	V_CTCF_BR	20
chr3	47051459	47051609	id-68454	1	+	NA	NONE	13
chr3	47066539	47066689	id-68455	1	+	NA	NONE	24
chr3	47123844	47123994	id-68456	1.29e-05	+	CTCCACTAGCAGCCTCCAAACACAAGAGGGACTCC	UpstreamP1_CTCF	10
chr3	47205715	47205865	id-68457	1	+	NA	NONE	34
chr3	47206220	47206370	id-68458	3.11e-05	-	GGGTGGGGGCAGAGCGCCGCGCCGAGGTGGAGGTA	V_CTCF_BR	34
chr3	47277891	47278041	id-68459	3.66e-06	+	AGGCGGTGGCGACACTGATCCACTAGGTGCTGGCA	UpstreamP1_CTCF	0
chr3	47285427	47285577	id-68460	1.56e-05	-	CACGCAGGACAAGAGTCAGGCAGCAGAGGATGCCA	Upstream_CTCF	5
chr3	47286312	47286462	id-68461	8.97e-05	+	TTTTGTCCTTCAGGCTCACCCACTAGGTGGCCATC	Upstream_CTCF	1
chr3	47292198	47292348	id-68462	4.14e-06	+	TTTAGTTGTCATAAAAGGGCCACTGGAGGGAGCCC	V_CTCF_BR	40
chr3	47315187	47315337	id-68463	9.81e-06	+	GCCCTTTGCATGAAGATGGCCAGTGGGGGCAGCCA	V_CTCF_BR	28
chr3	47318119	47318269	id-68464	1	+	NA	NONE	0
chr3	47323164	47323314	id-68465	3.4e-06	+	AAAGCAAGTCTCTGAATGGCCACCAGGAGACTTCT	Upstream_CTCF	39
chr3	47365872	47366022	id-68466	2.84e-05	-	CAGTGACAATCTCAAAAGCCCCCTAGGTGGAGCTG	UpstreamP1_CTCF	40
chr3	47386408	47386558	id-68467	1	+	NA	NONE	1
chr3	47412751	47412901	id-68468	1	+	NA	NONE	40
chr3	47413103	47413253	id-68469	1	+	NA	NONE	10
chr3	47418005	47418155	id-68470	1.71e-06	-	TGGGGAAGAGTCTGCCTCATCACGAGGGGGCAGCA	V_CTCF_BR	11
chr3	47421968	47422118	id-68471	1.31e-05	-	GTGCGGAGGGAGCACCTGGCCTGAAGGAGTCGGGG	V_CTCF_BR	32
chr3	47436044	47436194	id-68472	6.23e-05	-	CTGCACAACCTGTTCCTGGCCGGGTGAGGTGGCTC	UpstreamP1_CTCF	15
chr3	47448401	47448551	id-68473	4.14e-06	-	GCACCACCCCAGCCAACAGCAGCAAGGTGGCGCCA	V_CTCF_BR	29
chr3	47454741	47454891	id-68474	8.03e-07	-	CCTGCAGTACATTTCCACCCCACAGGGGTGCAGGC	Upstream_CTCF	32
chr3	47460481	47460631	id-68475	6.15e-05	-	TGAGACCCACCCACCTGTGCCAGGAGTGGGGAGGG	Upstream_CTCF	32
chr3	47461938	47462088	id-68476	1.67e-07	+	GGCCTGGAGCACCGGCCCTCCAGAAGAGGGCAGGG	V_CTCF_BR	4
chr3	47462631	47462781	id-68477	6.64e-11	+	GCAGCAGCTCACCCCGTCTCCACCAGGGGGCAGAA	Upstream_CTCF	40
chr3	47463957	47464107	id-68478	7.07e-08	+	CCAGCTCTCGCTGCTTAGGCCTGCAGAGGGCAGCA	V_CTCF_BR	38
chr3	47472197	47472347	id-68479	1.55e-07	+	GGTGTACTGCGAGGTGTGGACTGAAGGGGGCAGGG	Upstream_CTCF	8
chr3	47481702	47481852	id-68480	1.81e-06	+	CAGGCAATCCCAGGCTCTGGAAGAAGGGGGCACTG	Upstream_CTCF	40
chr3	47517470	47517620	id-68481	1.82e-07	-	CCATACTTCCCTCCGGTGTCCACCAGAGGGCGAAC	V_CTCF_BR	40
chr3	47520742	47520892	id-68482	2.66e-05	+	TGGCGATGCACAAGGCCACGCAGAAGATGGAGCTG	V_CTCF_BR	2
chr3	47554927	47555077	id-68483	6.39e-08	-	AGGTAAGAGGTCCCGCTGGCCGGAAGGGGGCGGGA	V_CTCF_BR	11
chr3	47555255	47555405	id-68484	1.28e-06	-	CAGATCTGCGCGGAATGAGCCGCCAGAGGCCGCTG	V_CTCF_BR	39
chr3	47563692	47563842	id-68485	1.15e-07	+	TGGGTTATCTCCAGCACACCCACCAGAGGGCAGCA	V_CTCF_BR	40
chr3	47607738	47607888	id-68486	1.1e-05	-	CCAGATGATACGGGAGGAGAGACAAGGGGGCGCCG	V_CTCF_BR	0
chr3	47608818	47608968	id-68487	3.11e-05	-	TGGTCACCATGTTCATCAACCCACAGAGGGCAGGA	V_CTCF_BR	3
chr3	47702786	47702936	id-68488	1	+	NA	NONE	10
chr3	47706131	47706281	id-68489	3.28e-07	-	CTGCAGACATTGCCAGTGTCCTCAAGGGGGCAAAA	UpstreamP1_CTCF	38
chr3	47830702	47830852	id-68490	4.02e-07	-	AATGTAATTTTTCTACTAGGCACTAGAGGTCAGCA	Upstream_CTCF	40
chr3	47841366	47841516	id-68491	1.71e-06	-	CAAAAGAGGCTCCTGTAGGCCAGTAGGGGGCAAAA	V_CTCF_BR	39
chr3	47866369	47866519	id-68492	7.42e-09	+	GGGCTTCGGGTCCGCCCGGCCCGCAGGGGGCGCGC	V_CTCF_BR	40
chr3	47866791	47866941	id-68493	1.48e-06	-	ACAGCAAGGCCGCTGCCCGCCGACGGATGGCGAAC	Upstream_CTCF	31
chr3	47879283	47879433	id-68494	1.22e-08	+	GTTGGAGGGGCAGCATGCGCCAGCAGGGGGAGCTG	V_CTCF_BR	40
chr3	47888905	47889055	id-68495	3.63e-06	-	CTCTCGTGCATGCCCAGGGCCTCCTGGAGGCGCTG	V_CTCF_BR	9
chr3	47891611	47891761	id-68496	3.18e-06	-	AGAGAGGAGCCCCTAGTGGACAGCAGTGGTCACAA	V_CTCF_BR	40
chr3	47894682	47894832	id-68497	5.96e-07	-	GGCCATCTCTGAGGCAGCGCCTGAAGCTGGCGCCC	V_CTCF_BR	9
chr3	47896676	47896826	id-68498	1.73e-05	-	CGATAATGTGGGCCACCTACCTGCAGGAGGTGCTG	V_CTCF_BR	11
chr3	47906889	47907039	id-68499	7.78e-06	+	GATGCCATTTCTACCCAGGCCAGGAAGAGGCAGTG	Upstream_CTCF	25
chr3	47911762	47911912	id-68500	2.31e-06	+	ACAGCACGACTCATCCTGGCCATAAGAGGACACCC	Upstream_CTCF	9
chr3	47923969	47924119	id-68501	1	+	NA	NONE	15
chr3	47951346	47951496	id-68502	2.27e-05	+	TAGAGCAACTCCTCCTGTGCTTGTAGAGGGCACAA	V_CTCF_BR	0
chr3	48031556	48031706	id-68503	1.32e-08	-	TTGCAACCAGCTTAATTGGCCAGTAGAGGGCAGTG	UpstreamP1_CTCF	40
chr3	48130230	48130380	id-68504	1.48e-05	+	GAGCTGGGGCAGAAGGGAGCCAGGAGAGCGCCGGG	UpstreamP1_CTCF	24
chr3	48159880	48160030	id-68505	3.28e-05	+	AAGCTGCAAATCAGCAGAGACTCTGGGGGGCAGAG	V_CTCF_BR	1
chr3	48161193	48161343	id-68506	2.23e-06	+	ATGCAACTCCAGAATGAACACACTAGGAGTCAGGA	UpstreamP1_CTCF	11
chr3	48193107	48193257	id-68507	8.02e-08	-	CTGCAATGGCCATAGGAAGACATCAGGTGGCAGTG	UpstreamP1_CTCF	40
chr3	48198971	48199121	id-68508	5.51e-07	+	CGTGATGGTAAGGAGGCTGGCACCAGAGGGCAGGG	V_CTCF_BR	14
chr3	48199707	48199857	id-68509	4.5e-06	-	AAAGCTAGGTGCTCTGTCACCCCCAGGAGGCGCTG	Upstream_CTCF	40
chr3	48236024	48236174	id-68510	3.67e-09	+	GATGTAGCACCCAGGAAGGCCACCGGAGGGCACTA	Upstream_CTCF	40
chr3	48237516	48237666	id-68511	5.65e-05	+	TTCTGTGGAAGGTGATTCCCCGGTAGATGGAGATG	V_CTCF_BR	1
chr3	48274256	48274406	id-68512	1	+	NA	NONE	40
chr3	48282507	48282657	id-68513	1.23e-05	+	CTGCTTCTTTCTTCTGGCGCCGCCAGTGGCCCGCG	UpstreamP1_CTCF	37
chr3	48310397	48310547	id-68514	1	+	NA	NONE	4
chr3	48315219	48315369	id-68515	6.98e-07	+	AGAAGGGTGCAAGGAATCTCCAGCAGGTGGAGCTA	V_CTCF_BR	40
chr3	48441530	48441680	id-68516	5.3e-05	+	CTGCTGCCCCCTTTGCCAGCTTATAGGTGACAGAG	UpstreamP1_CTCF	2
chr3	48442389	48442539	id-68517	2.38e-07	+	GATAAATTCCACACTATGGCCAGAAGATGGCAGCA	V_CTCF_BR	40
chr3	48450245	48450395	id-68518	1.93e-05	-	GATGAGCTGAGTGAGGGAGTCCCAAGAGGGCGCTG	V_CTCF_BR	26
chr3	48457197	48457347	id-68519	1.48e-06	+	CAAGCGCTGACTGCAGTCTCCACCAGGTGTCCCTG	Upstream_CTCF	23
chr3	48463736	48463886	id-68520	5.68e-06	-	CATACTCCACACAGAGCATCCAGCAGGGGTCTGCA	V_CTCF_BR	24
chr3	48473931	48474081	id-68521	1	+	NA	NONE	5
chr3	48474201	48474351	id-68522	9.4e-06	-	AGGCGTCTAGCTACTCCCGCCAGCAGAGGGACCTC	UpstreamP1_CTCF	28
chr3	48474571	48474721	id-68523	2.18e-07	+	GGCCCTGCAGCTATAGCCACCAGCAGATGGCTCAC	V_CTCF_BR	36
chr3	48477467	48477617	id-68524	5.34e-06	-	ACTTTGAGGTGTGGTTTGGCCAGAGGAGGGTGCTG	V_CTCF_BR	40
chr3	48506901	48507051	id-68525	4.31e-07	+	TGAGGCCCTGAGTGTCCAGCCACATGGTGGCACCA	V_CTCF_BR	40
chr3	48514206	48514356	id-68526	7.31e-05	-	GTGCGTTTCTCCATTCCTGCCTCTGGTTGGGCCGG	UpstreamP1_CTCF	25
chr3	48514677	48514827	id-68527	3.03e-05	+	ACCTCAGAATGCAGCCTGGCCACTAGGGGGTCTAA	Upstream_CTCF	40
chr3	48545159	48545309	id-68528	8.61e-08	-	GAGCATGCCACTGCTCCTGCCACGAGGGGGAAGCA	V_CTCF_BR	39
chr3	48575807	48575957	id-68529	2.58e-07	-	CCTGCAGCTGTGATGGTGGGCGGCAGGGGTCATAC	Upstream_CTCF	0
chr3	48584026	48584176	id-68530	2.84e-05	-	ATTCAGGGAAAGTTTCATATCACTAGAGGGAACTG	UpstreamP1_CTCF	6
chr3	48586276	48586426	id-68531	1.61e-09	-	CTACCCGTTCCTTCTCTGGCCACCAGGGGGCAGGA	V_CTCF_BR	40
chr3	48594677	48594827	id-68532	2.04e-05	+	ACGGCCAGGTTGGTCAGAGCCGACAGGGGCCAGTA	V_CTCF_BR	22
chr3	48595697	48595847	id-68533	3.11e-05	-	AGGGGTGTTGTGGATGACATCGCTAGAGGGCAGTG	V_CTCF_BR	40
chr3	48597670	48597820	id-68534	1	+	NA	NONE	24
chr3	48598505	48598655	id-68535	1.28e-06	-	GGGGTTACCCCACTCTGGAGCTGCAGGGGGCAGTG	V_CTCF_BR	34
chr3	48600872	48601022	id-68536	2.81e-05	+	TCAGACAGAAACACAGAGTCCACAGGAGGGCAGGC	V_CTCF_BR	17
chr3	48601602	48601752	id-68537	1.04e-05	+	AGCCACAATGGGGGTTTGTCCACAGGGGGGAAGGC	V_CTCF_BR	12
chr3	48619665	48619815	id-68538	4.34e-07	-	CTGCAGTGGTGGTGAGTGACGGGAGGATGGCGCTC	UpstreamP1_CTCF	1
chr3	48635993	48636143	id-68539	3.41e-08	+	CCTTCTGGTCCACCAGGGACCACCAGGGGGTGACT	Upstream_CTCF	14
chr3	48636888	48637038	id-68540	1	+	NA	NONE	4
chr3	48647081	48647231	id-68541	4.41e-06	-	CAATAGACTGTCCCGGTTCCCGCCAGGAGGCGGCC	V_CTCF_BR	40
chr3	48672781	48672931	id-68542	1.77e-05	-	GTAGCGGCCTCTAGCTCGAGCAGCAGGAGCAGCCC	Upstream_CTCF	35
chr3	48673246	48673396	id-68543	4.14e-06	-	GATGCGTAGTCGCAGAAAGCCTGCGGGTGGCGCTC	V_CTCF_BR	40
chr3	48674969	48675119	id-68544	7.15e-05	-	GGGGCTTGCTCATACCGCCCCTCCTGGTGGATGTG	V_CTCF_BR	6
chr3	48693609	48693759	id-68545	2.12e-06	-	CGGCTTTCGCTGCCAGTGCCCGGCAGGCGGCGCCT	UpstreamP1_CTCF	33
chr3	48693907	48694057	id-68546	5.96e-07	-	CAGAAGCCGTAGAGCGTGGCCGGAAGGGGCCGCCG	V_CTCF_BR	28
chr3	48694404	48694554	id-68547	1.41e-05	-	CTGCAGGGCCCTGGTTCAGCTCCGAGGAGCTGCAG	UpstreamP1_CTCF	2
chr3	48701582	48701732	id-68548	3.81e-05	-	TGGTAGCCACAAGGGGCGCTCGGGAGGTGGAACCC	V_CTCF_BR	39
chr3	48723000	48723150	id-68549	1.16e-05	+	GCGGGAAGGGGCGCACTCACCTGCAGGCGGCGCAG	Upstream_CTCF	40
chr3	48723348	48723498	id-68550	5.55e-07	-	CCCGCCGCACCTCTTGGGGCCGCGCGGGGGCGCTG	Upstream_CTCF	40
chr3	48735499	48735649	id-68551	3.88e-06	+	TAACCATTCCAGGCTCTATCCAGAAGATGGAGCTC	V_CTCF_BR	27
chr3	48774466	48774616	id-68552	8.61e-08	+	GGGAGGGGTGACTGGTGGGCCACAAGGGGGTGCTG	V_CTCF_BR	39
chr3	48777465	48777615	id-68553	3.07e-10	-	CTGCATTTTGCCACTTTGGCCAGCAGGGGCCGGGC	UpstreamP1_CTCF	40
chr3	48802934	48803084	id-68554	3.29e-05	-	TTTTGGGTTCTATTTATGACCCATAGGTGGCACCT	Upstream_CTCF	37
chr3	48814415	48814565	id-68555	1.77e-05	-	ATTGAACTCCCCGTCAGCACCGAAGGAGGGAGCAC	Upstream_CTCF	1
chr3	48893698	48893848	id-68556	1.74e-07	+	ACTGTAACTGTAACTGTGACCACCAGATGGGATAA	Upstream_CTCF	4
chr3	48935866	48936016	id-68557	2.84e-05	-	CTGTACCTTGCGCCCCAAAGAGCCAGGCGGCGGCG	UpstreamP1_CTCF	24
chr3	48955839	48955989	id-68558	2.4e-05	+	TGGGGCCACCCTGCGACCGCCTCGGGGTGTAGGCA	V_CTCF_BR	24
chr3	48956402	48956552	id-68559	2.15e-05	-	GGAGGCGCGCGGAGAGGCCCCCCCAGCGGCCAGCC	V_CTCF_BR	14
chr3	48966832	48966982	id-68560	1	+	NA	NONE	3
chr3	48970465	48970615	id-68561	5.9e-06	-	CTGCACTCCAACCTGAGTGCCAGAGTGAGGCGCTG	UpstreamP1_CTCF	30
chr3	48990062	48990212	id-68562	9.62e-08	-	CTCTTGTATCCCCATCTTGCCAGTGGGGGGCACCA	UpstreamP1_CTCF	39
chr3	49011591	49011741	id-68563	8.19e-06	+	GGGAAAGTATGGCCTGTGGGCTCTAGGGGCCACTG	UpstreamP1_CTCF	2
chr3	49024136	49024286	id-68564	1	+	NA	NONE	2
chr3	49025370	49025520	id-68565	7.97e-09	+	TGTGAAATTCCCACAGCTGACAGCAGGTGGAGCAG	Upstream_CTCF	40
chr3	49027277	49027427	id-68566	1	+	NA	NONE	38
chr3	49034790	49034940	id-68567	1.21e-06	+	TTGCAGGGTGGGCTCCAGCTCTGCAGGGGGCAGTG	UpstreamP1_CTCF	9
chr3	49038682	49038832	id-68568	2.55e-06	-	ACTGCATGTCCCTCAGTGGCCACCAGGTCTGGAGG	Upstream_CTCF	14
chr3	49044912	49045062	id-68569	2.1e-05	-	GCTGTTTCTTTCCCCCTTTCCACCAGGCGTGCCTC	Upstream_CTCF	39
chr3	49047013	49047163	id-68570	1	+	NA	NONE	2
chr3	49051616	49051766	id-68571	4.02e-07	-	CCATCACTACAGGCTGCAGCCACAAGGGGGCCAAG	Upstream_CTCF	40
chr3	49059394	49059544	id-68572	9.29e-06	-	GCTGCAGCGCCCCCTGCGTCCCGGAGGGCACCGCA	Upstream_CTCF	40
chr3	49066760	49066910	id-68573	2.27e-05	-	TTATATTGGCGCGGCCCAGACGGCAGAGGTCTCTG	V_CTCF_BR	29
chr3	49114193	49114343	id-68574	1	+	NA	NONE	3
chr3	49131556	49131706	id-68575	1	+	NA	NONE	26
chr3	49132035	49132185	id-68576	4.24e-07	+	TCAGCAGCAGCCTACACTGCCCCCAGAGGGCTTCC	Upstream_CTCF	40
chr3	49149754	49149904	id-68577	4.68e-07	+	TTGGAGATGGGGACGCTGGGCACCTGGGGGCGCTA	V_CTCF_BR	1
chr3	49158073	49158223	id-68578	6.37e-07	-	CTGCAACTCGCTGGCTTGGCCGCAGCGGGGAGGCC	UpstreamP1_CTCF	12
chr3	49162822	49162972	id-68579	7.42e-09	-	TCCTAGCCTGCCAGTGCAGCCACGAGGGGGCACTC	V_CTCF_BR	26
chr3	49170050	49170200	id-68580	2.01e-05	-	TGGTAGTTGCCCTTGGGGCACATGAGGTGGAGCCA	UpstreamP1_CTCF	9
chr3	49170485	49170635	id-68581	1	+	NA	NONE	34
chr3	49171061	49171211	id-68582	1	+	NA	NONE	14
chr3	49171938	49172088	id-68583	1	+	NA	NONE	12
chr3	49195648	49195798	id-68584	5.77e-08	-	CCCTTTGTCCCTGCAGCTGCCTCTAGGTGGCACCA	V_CTCF_BR	39
chr3	49208550	49208700	id-68585	7.99e-11	+	CAGGCCATGTCCCCAGTGGCCTCCAGGGGGCGCCG	V_CTCF_BR	40
chr3	49211912	49212062	id-68586	3.63e-06	-	TTTTCCAACCACAGCAAGACCACCAGGGGTCAGAG	V_CTCF_BR	1
chr3	49214061	49214211	id-68587	5.38e-05	+	GAAGGGCTGTCACATGTCACCAAAGGATGGCAGGA	V_CTCF_BR	4
chr3	49333006	49333156	id-68588	4.73e-07	+	ACTGTAGTCTTTCCCTCTTCCTATAGGGGGAGACA	Upstream_CTCF	40
chr3	49365020	49365170	id-68589	3.55e-08	+	AAGCACCTGCAGACAGTGACCAGCAGGTGGGACAA	UpstreamP1_CTCF	38
chr3	49377571	49377721	id-68590	1	+	NA	NONE	38
chr3	49378101	49378251	id-68591	1	+	NA	NONE	39
chr3	49453098	49453248	id-68592	1.82e-06	+	GTGTACCTGCTGGCACTATCCAGATGGAGGCACCA	UpstreamP1_CTCF	21
chr3	49459629	49459779	id-68593	8.5e-06	-	GTGGCACTAAGCCCAGCCGCCCACAGGAGGTGCTC	Upstream_CTCF	5
chr3	49466227	49466377	id-68594	1.64e-05	-	ACATCCAGGACAGCGCTGGCATGCAGGTGGCGAGA	V_CTCF_BR	27
chr3	49486646	49486796	id-68595	1.39e-07	-	GCAGGTGATGCTCCATCTTCCAGCAGATGGCGCTA	V_CTCF_BR	40
chr3	49492043	49492193	id-68596	1.97e-06	+	TCCTAGCCCAACCCCTCAGGCTCTAGAGGGCAGTG	V_CTCF_BR	36
chr3	49508187	49508337	id-68597	3.91e-06	-	GCAGCGGTGCCCTTCCCTGCCTCTAGCGGGGCTCG	Upstream_CTCF	23
chr3	49577188	49577338	id-68598	1.99e-07	+	AGACAGTGTCCGCGGCCTCCCAGGAGGTGGCGCCA	V_CTCF_BR	40
chr3	49577511	49577661	id-68599	1	+	NA	NONE	12
chr3	49578156	49578306	id-68600	5.08e-05	+	CATGGTGTCGCATCCTTAGGCTATAGAGGGCAAAA	Upstream_CTCF	3
chr3	49600764	49600914	id-68601	1.21e-05	+	AGTGTTGTTCCACCTACTTCCTACAGGTGCTCTGG	Upstream_CTCF	18
chr3	49603807	49603957	id-68602	2.33e-07	+	GTGTACTTCCTATTGTATCCCAGAAGGAGGCAGTA	UpstreamP1_CTCF	38
chr3	49645432	49645582	id-68603	2.04e-05	+	TCTCACTGGGTGGTCTCTGCCAGCGGGAGGCAATC	V_CTCF_BR	40
chr3	49694384	49694534	id-68604	1	+	NA	NONE	22
chr3	49705909	49706059	id-68605	4.88e-05	+	GGAGAATGTTGACTTAGAAGCAATAGGGGGCAGCA	V_CTCF_BR	15
chr3	49709241	49709391	id-68606	1.91e-08	-	GGTGTAGGGCTTGTTGGCAGCACCAGGGGGCAGCA	Upstream_CTCF	39
chr3	49711920	49712070	id-68607	4.31e-05	-	GCGTGGTGACCTCCGGGCCCAGGCAGGCGGCGCTC	UpstreamP1_CTCF	16
chr3	49726819	49726969	id-68608	1.21e-05	-	ACTGGCCCGCGCCCAGCCTCCGCTAGGGGACCCCC	Upstream_CTCF	40
chr3	49738022	49738172	id-68609	7.84e-05	-	ACTTGCGGGACTTCTCATGCCTCAGGATGGCGATA	V_CTCF_BR	34
chr3	49738941	49739091	id-68610	2.11e-08	+	CTGCAGGAGCTCATTCCCACCACCTGGTGGCCCCA	UpstreamP1_CTCF	40
chr3	49740987	49741137	id-68611	5.35e-09	+	ATGCTGAGCCATCCTATGGCCACCAGAGGGTGCCC	UpstreamP1_CTCF	40
chr3	49756802	49756952	id-68612	7.31e-05	-	CCGCCATGACCTGGTTGGTGCTGCTGGGGACACTG	UpstreamP1_CTCF	39
chr3	49757169	49757319	id-68613	3.31e-06	+	GCCCAATGGCCCCGCATGACCGCCAGATGGGGAGC	UpstreamP1_CTCF	28
chr3	49840096	49840246	id-68614	1.99e-07	+	GCGACTAGCCAAGCACTCCCCACTAGAGGGCAGTC	V_CTCF_BR	40
chr3	49841263	49841413	id-68615	3.42e-05	-	GAAGTAGGTCCTGCCCAGGACTGGAGGGGCATCCC	Upstream_CTCF	21
chr3	49876750	49876900	id-68616	3.8e-08	-	AGTGCGTGCTTTAAAGCTGCCAGCAGAGGGAGCCA	V_CTCF_BR	40
chr3	49878156	49878306	id-68617	5.48e-05	-	GCCTGAATATGTGGCTTGTCCACTAGGGGTGGACA	Upstream_CTCF	16
chr3	49878686	49878836	id-68618	8.5e-06	+	CATGCAGAAAGCCCCAGTCTCACTAGGGGGCTCCC	Upstream_CTCF	40
chr3	49894107	49894257	id-68619	7.73e-05	+	TCTGGGGAGACTCGACCTGCCACTTGAGAGCGCAG	Upstream_CTCF	11
chr3	49910650	49910800	id-68620	6.9e-05	+	CCTGCTTTTCCCACACCACCCTGTGGCTGAAACAT	Upstream_CTCF	3
chr3	49936573	49936723	id-68621	6.39e-08	+	CGTGAGAAGCTGCTACTGACCAGCAGAGGGAAGTG	V_CTCF_BR	17
chr3	49937356	49937506	id-68622	7.07e-08	-	ACAGAGAGTCAGAGAAGAGCCAGCAGGGGGCAGGA	V_CTCF_BR	38
chr3	49938252	49938402	id-68623	6.19e-06	+	CAGCTCTGAGTCCCTCAGGCCTCCTGAGGCCAACC	UpstreamP1_CTCF	9
chr3	49943839	49943989	id-68624	1.55e-05	-	GGGACAGCCATTAGCGCGGCCACACGGTGGCAGCG	V_CTCF_BR	40
chr3	49947967	49948117	id-68625	8.81e-07	+	ACAGTGTCGCGCACGGCCGCCGCCAGGGGCAGGCA	V_CTCF_BR	0
chr3	49966740	49966890	id-68626	7.55e-07	-	TTGGCTGGGAGGGCGAGATCCGGTAGGGGGCAGTG	V_CTCF_BR	40
chr3	49967016	49967166	id-68627	1.82e-07	-	CCCTTACCCCTCCATGGGTCCGGCAGAGGGCAGTG	V_CTCF_BR	13
chr3	49968404	49968554	id-68628	6.05e-06	+	TTTCCCTGCTGCTCCACAAGCACCTGGGGGCAGTG	V_CTCF_BR	17
chr3	50159088	50159238	id-68629	1.61e-09	+	GGTACTGTGTTGTTGGTGGCCACCAGGTGGCAGCA	V_CTCF_BR	40
chr3	50159631	50159781	id-68630	2.6e-06	+	AGTCCTTCACCCCAGTCTCCCAGAAGGTGGCAGGA	V_CTCF_BR	33
chr3	50183764	50183914	id-68631	3.47e-07	-	GTCCAGGTTACCCAGGACACCAGTAGAGGGCACAG	UpstreamP1_CTCF	29
chr3	50184987	50185137	id-68632	1.56e-05	-	ACAGCAGTGCCCGGACTGGCCAATGAGGAGTGCTC	Upstream_CTCF	1
chr3	50191944	50192094	id-68633	6.46e-07	-	CCCTGACTGCCCGGGCTGCTCAGCAGGTGGCGGTG	V_CTCF_BR	33
chr3	50192645	50192795	id-68634	8.81e-07	+	GAATGCGCCCTCGGCGCGCCGGCCAGGGGGCGCCC	V_CTCF_BR	15
chr3	50196260	50196410	id-68635	1.84e-06	-	GGGAAAACTTCCAGCTCCGCCTCTAGAGGGCAAAG	V_CTCF_BR	23
chr3	50203066	50203216	id-68636	1	+	NA	NONE	8
chr3	50211741	50211891	id-68637	9.25e-06	-	GGACCCTGGGATGCAGCCACCAGCGGGGGCAGCAC	V_CTCF_BR	17
chr3	50220117	50220267	id-68638	1	+	NA	NONE	0
chr3	50226843	50226993	id-68639	3.47e-07	-	CTGCCACAGACTCAAGAGACCACAAGGGGGTGCCG	UpstreamP1_CTCF	40
chr3	50230146	50230296	id-68640	7.97e-09	+	CTTGCGGTACCAGAGGCTCCCACGAGGTGGCGATG	Upstream_CTCF	40
chr3	50232036	50232186	id-68641	2.66e-05	+	TGGTGAGAAGTCCGCAAGGCCGCCAGGCGGCGCCC	V_CTCF_BR	39
chr3	50239402	50239552	id-68642	4.7e-06	+	TCAGGGCCTGGCCGGGTGGCCACTAGGGGTTTGGG	V_CTCF_BR	8
chr3	50250079	50250229	id-68643	1.15e-07	+	GCTGCTGTGACCTCTGCTGCCTCCAGGGGCACCAG	Upstream_CTCF	33
chr3	50259355	50259505	id-68644	4.31e-07	-	GGTTATGGCCCCATCGAGACCTCTAGAGGGCAGCC	V_CTCF_BR	14
chr3	50263606	50263756	id-68645	1.15e-07	-	GCCAGACTCCGGCTGGTGACCGCCAGGGGTCAGCA	V_CTCF_BR	40
chr3	50264467	50264617	id-68646	4.44e-06	+	CTGCTGTGAAGTGGAAGCGCGAGAAGGAGGGAGCG	UpstreamP1_CTCF	13
chr3	50264892	50265042	id-68647	1.71e-06	-	GAGCGCGGGATTTCGGTGGCCGGGAGAGGCCGGAA	V_CTCF_BR	40
chr3	50275972	50276122	id-68648	1.37e-05	-	CCTACATCCCCAACAAGAACCACCAGGAGGCTCTT	Upstream_CTCF	26
chr3	50283269	50283419	id-68649	4.43e-05	-	AGTCTCTGGCACTCGGCTGCCTCCAGCGGCTTCCA	V_CTCF_BR	33
chr3	50283724	50283874	id-68650	4.3e-11	-	AGGGACCCATGCCCCGCCACCACCAGGGGGCGCCC	V_CTCF_BR	40
chr3	50294533	50294683	id-68651	4.7e-06	-	TCCAAGGTTACACTTCTGTCCAGTGGGGGGCGCCT	V_CTCF_BR	40
chr3	50296398	50296548	id-68652	2.2e-06	-	GCCGCTCGCACGGGGGCGGCCAGCAGAGGGACGGG	Upstream_CTCF	11
chr3	50297504	50297654	id-68653	6.51e-11	+	TTGGCGCATCCGCCTCCGGCCGCCAGGGGGCGCCG	V_CTCF_BR	40
chr3	50310446	50310596	id-68654	4.7e-08	-	CCTGCGAGGCAAGAAGCAGCCGCGAGGGGGCAGCA	V_CTCF_BR	40
chr3	50311828	50311978	id-68655	3.47e-07	+	ATGTACAACTCTGTCCTGCCCACTGGGGGGCGCCC	UpstreamP1_CTCF	40
chr3	50312052	50312202	id-68656	2.68e-05	-	AGTGTGGGTTGGGCAGCATCCACAGGGTGGAGACA	Upstream_CTCF	3
chr3	50335443	50335593	id-68657	6.8e-06	+	CAGTAGTCCTCCTAGTCCACCACTAGGGCATGGGA	UpstreamP1_CTCF	36
chr3	50336670	50336820	id-68658	3.16e-06	-	CTGCAGAACATCCGCCGCACCGCTGGGGGCCAACG	UpstreamP1_CTCF	35
chr3	50340514	50340664	id-68659	5.96e-07	+	CGCATGGAGGGGAGCATGGCCACTGGAGGGCACAT	V_CTCF_BR	36
chr3	50357374	50357524	id-68660	1.59e-06	+	CAGTCAGGGTGACGACTGGCCACTAGCTGGCGTGA	V_CTCF_BR	12
chr3	50359247	50359397	id-68661	5.72e-07	+	GTGCTGTGGTACTCCGAGGTTGGCAGGGGGCAGCA	UpstreamP1_CTCF	40
chr3	50359806	50359956	id-68662	1.11e-05	+	TACGCTCCACAGGCCTCTCCCGGTGGGGGGCAGGC	Upstream_CTCF	8
chr3	50361168	50361318	id-68663	1	+	NA	NONE	5
chr3	50362101	50362251	id-68664	1.46e-08	-	GTGGCCATCCCAACTGTGGCCAGCAGGTGGCTGTG	Upstream_CTCF	40
chr3	50374031	50374181	id-68665	7.44e-05	+	TCAGCTGGCTCCATACAGGAGTGCAGATGGAGGAG	Upstream_CTCF	14
chr3	50380316	50380466	id-68666	2.78e-06	-	GCACACACAACCTGCCCTGCCTCCTGGTGGAACTG	V_CTCF_BR	19
chr3	50384760	50384910	id-68667	6.98e-07	+	TGTCGATTGTCGGTCCTGCCCACCAGATGGCGATC	V_CTCF_BR	40
chr3	50390243	50390393	id-68668	1	+	NA	NONE	39
chr3	50393700	50393850	id-68669	1.18e-05	+	ATGTGCTTGGGACCCTGACCCACCAGAAGGTGGAG	UpstreamP1_CTCF	17
chr3	50394094	50394244	id-68670	2.83e-07	-	GCCCAACTCCAAAGGGCTACCAGGAGAGGGAGGCA	V_CTCF_BR	7
chr3	50403178	50403328	id-68671	2.84e-05	+	GCTCAGGACTCACCAGGCGGCAGCAGAGGTCCACC	UpstreamP1_CTCF	9
chr3	50408114	50408264	id-68672	4.5e-05	+	CTGCTATATATATGCATGGTCTGGGGGAGGCGCCA	UpstreamP1_CTCF	34
chr3	50413103	50413253	id-68673	1.28e-06	+	GGTCAGGTACTTGGGCTAGCAGGCAGGGGGCGCTG	V_CTCF_BR	28
chr3	50421389	50421539	id-68674	3.36e-05	-	GCGCACCTCTCAGATTCACCCACATGTGGGCATCA	UpstreamP1_CTCF	2
chr3	50425922	50426072	id-68675	6.86e-07	-	CCTGCCACTTCACAGCCAGCCCCTGGGTGGCAGAC	Upstream_CTCF	39
chr3	50452636	50452786	id-68676	1.15e-07	+	TCTGCAATTCCACTTTTGGGCTACAGAAGGTGCTG	Upstream_CTCF	27
chr3	50457065	50457215	id-68677	5.92e-05	-	GATATGGGAAACGGCACCAGCTCCTGAGGGCTCTG	V_CTCF_BR	3
chr3	50465553	50465703	id-68678	6.73e-07	-	CAGCACCCTTGCCCTCTACCCACTAGATGCCAGCA	UpstreamP1_CTCF	28
chr3	50468687	50468837	id-68679	1.43e-05	-	GATGCTTCTGCCCATATCCCCAGAGGAGGGGGAGG	Upstream_CTCF	3
chr3	50473608	50473758	id-68680	3.47e-09	+	GTGCCCCGACCCATTTGCACCAGCAGGGGGCACTG	UpstreamP1_CTCF	40
chr3	50503788	50503938	id-68681	2.55e-06	-	TGTGCAGTTCTGAGTGCTGCCTGTGGAGGTGTGAG	Upstream_CTCF	9
chr3	50524743	50524893	id-68682	2.31e-06	+	CCTGCAGTAGGAACGTTGGCCAGCAGGGCAGAGCC	Upstream_CTCF	18
chr3	50536787	50536937	id-68683	1.03e-06	-	TTAACGGGAGAGGATGCCGCCTCTAGTGGGCAGGG	V_CTCF_BR	3
chr3	50540207	50540357	id-68684	1.43e-05	+	TGCGCGGCTCCAACTCCGCCGGACAGGGGTCGCTG	Upstream_CTCF	3
chr3	50540953	50541103	id-68685	1	+	NA	NONE	8
chr3	50553577	50553727	id-68686	7.17e-05	-	CCTGCTGCCTGAAGAGGGGCCCCTGGCTGCTGGCC	Upstream_CTCF	3
chr3	50557033	50557183	id-68687	1.18e-09	+	GGCACGCACCCCTGCATGACCACCAGGGGGCAGGA	V_CTCF_BR	40
chr3	50569576	50569726	id-68688	7.84e-05	-	AACTTGACCCTCATTTCTCCCAGCTGATGTCACAC	V_CTCF_BR	25
chr3	50579979	50580129	id-68689	4.89e-09	-	GGTGCTTTACGTCTTTCAGCCACCAGGTGGCAGCA	Upstream_CTCF	40
chr3	50582564	50582714	id-68690	7.55e-07	-	ATTGTCCAGATCCAACTGGACGCCAGAGGGCAGAG	V_CTCF_BR	26
chr3	50587644	50587794	id-68691	9.78e-09	-	GGGGCCATTCTGAGTGTGAACACCAGGTGGCGGTG	Upstream_CTCF	40
chr3	50589219	50589369	id-68692	4.96e-08	+	GTGGCAGTGCCTGGAACTGCAAGCAGGTGGCAGAA	Upstream_CTCF	21
chr3	50600502	50600652	id-68693	1.93e-05	-	CTTTTCAGGTTTTGGGGGTCCTGCAGGAGGAGCTC	V_CTCF_BR	9
chr3	50609644	50609794	id-68694	7.16e-08	+	CCAGTCTTACCCCAGGCTTCCTCCAGGGGGCACTG	Upstream_CTCF	40
chr3	50610296	50610446	id-68695	3.11e-05	+	TGGGTGAGAGCTGGTGGGCAAGCCAGAGGGCGCCA	V_CTCF_BR	0
chr3	50611566	50611716	id-68696	8.21e-06	+	TGGATTCTTACCATATTCACCTGGAGGGGGTGCCC	V_CTCF_BR	2
chr3	50618626	50618776	id-68697	2.59e-06	+	GGTCTGTGCAGACTCATGGCCACCAGGAGGCCTGC	UpstreamP1_CTCF	24
chr3	50628417	50628567	id-68698	8.03e-07	+	ACCTCAGCCTCCCTTAGGGCCACTAGGTGGGGCAG	Upstream_CTCF	39
chr3	50633016	50633166	id-68699	1	+	NA	NONE	21
chr3	50639070	50639220	id-68700	1.83e-05	+	CCTTATAAGCTCAGCTTGCCCACTAGGTGCCAGGC	V_CTCF_BR	15
chr3	50648947	50649097	id-68701	8.89e-06	-	TCTGCCCCCTTCCCGGCCACCACGAGGGGCGCACG	Upstream_CTCF	40
chr3	50651617	50651767	id-68702	3.09e-07	-	GAGGGCATGAGAGGGGGCACCGCTAGGTGGCAGTG	V_CTCF_BR	40
chr3	50653465	50653615	id-68703	2.32e-08	+	CCTGCAGTCCTGTAGATGGCCTGTAGATGACAGCA	Upstream_CTCF	40
chr3	50654015	50654165	id-68704	5.08e-05	+	GTGCTGGAGACTCCCAGAGCCACCAGAGACTAAAG	UpstreamP1_CTCF	22
chr3	50658086	50658236	id-68705	5.65e-05	-	GAGTAGAATGGCTGCACTGGCAGCAGAAGGTAGCC	V_CTCF_BR	9
chr3	50665289	50665439	id-68706	5.52e-05	+	CTGCCTGTACTCACCCAGGCCTGTGTGGGGAGCTG	UpstreamP1_CTCF	40
chr3	50668279	50668429	id-68707	6.9e-05	+	TCTGCACAGTACTGGCCCAGCACCAGGGACAGACT	Upstream_CTCF	10
chr3	50690303	50690453	id-68708	8.13e-06	-	TGAATACTCACCCAGGTGACCAGCAGGTGGCCCCA	Upstream_CTCF	39
chr3	50712861	50713011	id-68709	9.51e-07	+	GGGTCTCTGTGCAGAGAGGGCGGCAGGGGGCGCTG	V_CTCF_BR	37
chr3	50846736	50846886	id-68710	5.52e-05	+	TTTAAACTGTAGTGAGCTACCACCAGATGGCCACT	UpstreamP1_CTCF	4
chr3	50888188	50888338	id-68711	5.9e-06	+	GTACAGTTCAACCTACAAGCCAATAGATGGCACTT	UpstreamP1_CTCF	2
chr3	50899760	50899910	id-68712	1.18e-05	+	GTACAGTTCAGGCCGAAATCCAGAAGGTGGTGCTT	UpstreamP1_CTCF	10
chr3	50923078	50923228	id-68713	1	+	NA	NONE	22
chr3	51008989	51009139	id-68714	2.6e-10	+	TTGCAGTTCAACCTGTAGGCCAGTAGGTGGCGCTT	UpstreamP1_CTCF	39
chr3	51016888	51017038	id-68715	1	+	NA	NONE	20
chr3	51119916	51120066	id-68716	1.48e-06	-	CAGGTATGCAGTGGCTCTGCCACTGGAGGGAGCAG	V_CTCF_BR	6
chr3	51137797	51137947	id-68717	3.65e-07	+	GAACCTGGGGCAAGTATGGCCACCAGAGGGAGTTC	V_CTCF_BR	40
chr3	51179138	51179288	id-68718	1	+	NA	NONE	10
chr3	51203103	51203253	id-68719	1	+	NA	NONE	0
chr3	51228010	51228160	id-68720	7.73e-06	+	GTGTCATTTGGCCTCCCAGCTAGGAGATGGCACTA	V_CTCF_BR	4
chr3	51307031	51307181	id-68721	1.92e-06	+	GTGCATTCTCACCTTTTTGTCTCAAGATGGCACTC	UpstreamP1_CTCF	32
chr3	51348608	51348758	id-68722	1	+	NA	NONE	40
chr3	51406165	51406315	id-68723	4.7e-06	+	CCTAACTGGGAGGCACCTCCCAGTAGGGGGCGACT	V_CTCF_BR	13
chr3	51409505	51409655	id-68724	1.71e-06	-	GCTCCAATCAGCCTTTTGATCAGCAGGGGGAGCTG	V_CTCF_BR	40
chr3	51419775	51419925	id-68725	1	+	NA	NONE	1
chr3	51422386	51422536	id-68726	2.53e-05	+	AGCCACAGTCGCTGCCCTTACCCAAGATGGCGGCC	V_CTCF_BR	10
chr3	51423139	51423289	id-68727	1	+	NA	NONE	11
chr3	51424011	51424161	id-68728	1.23e-05	+	GTGTCATGAAGAAAATGGACCAGCAGGTGCTGATT	UpstreamP1_CTCF	24
chr3	51426092	51426242	id-68729	5.86e-07	-	ATGTCAGTGCCTACTGCCCCCACAAGAGGGAACTA	Upstream_CTCF	40
chr3	51426888	51427038	id-68730	1.52e-07	+	TGATGTGTGTGGGTGTGTACCACTAGAGGGCAGCA	V_CTCF_BR	40
chr3	51428441	51428591	id-68731	5.17e-06	+	CAAGCATCGGCCATGCGGGCCGCGCGGTGGCGCCA	Upstream_CTCF	40
chr3	51437955	51438105	id-68732	1.35e-05	-	AAGGCGTCCTATGGTCTGACCACCAGAGGGGAGTT	UpstreamP1_CTCF	1
chr3	51536166	51536316	id-68733	2.2e-09	+	CTGGCACTGCCTCAGTCTGCCACCAGATGGCACTG	Upstream_CTCF	40
chr3	51572626	51572776	id-68734	1.64e-06	+	GTGCGGTCGGGCGCGCGGGCCGGGAGGGGGACGCT	UpstreamP1_CTCF	36
chr3	51584131	51584281	id-68735	4.71e-06	-	GCTGCTATAGGAAATGGGACCCTTAGGAGGCAGCA	Upstream_CTCF	13
chr3	51671985	51672135	id-68736	1.09e-07	+	CTGCAGTGCATGTTGAGATCCTCAAGAGGGAGGTG	UpstreamP1_CTCF	40
chr3	51676563	51676713	id-68737	3.11e-05	+	TAGCATGCTTGGTTTCTACTCACTAGATGGCAGTA	V_CTCF_BR	40
chr3	51703392	51703542	id-68738	3.13e-10	-	CCTGCAAGGCAGCGGCTGGCCACCAGGAGGCAGCA	Upstream_CTCF	40
chr3	51709249	51709399	id-68739	1.71e-06	-	GACAGAGCTGCCAGCCCATCCAGCTGTGGGCAGCA	V_CTCF_BR	3
chr3	51716217	51716367	id-68740	1.55e-07	-	ACTGCAATACCATCTCTTGTCTCTAGATGGTGGAA	Upstream_CTCF	40
chr3	51740877	51741027	id-68741	4.68e-05	+	AAGCTGGAGCGCGGAGTGTCCAGAGGAGGCGGAGG	UpstreamP1_CTCF	20
chr3	51744685	51744835	id-68742	1.82e-07	+	TCCTACTCTCCCACAGGGACCAGCAGAGGGTGCTC	V_CTCF_BR	33
chr3	51753235	51753385	id-68743	1.38e-08	+	AGTTTGCTGTCAGGGCTCACCAGCAGAGGGCACTA	V_CTCF_BR	40
chr3	51753778	51753928	id-68744	1.73e-05	-	GCATTTCCCTGGTGACCAGCCACTGGGGGCAGCAC	V_CTCF_BR	37
chr3	51756465	51756615	id-68745	8.21e-06	+	AGACAAGGTCTTGCTCTGTCCCCCAGGTGGCGATG	V_CTCF_BR	17
chr3	51834033	51834183	id-68746	4.94e-06	-	GGTGCTGATATTTTTCTCTCCCCTAGAGGGAGCTC	Upstream_CTCF	40
chr3	51853864	51854014	id-68747	6.21e-05	-	CAGGCCTCCATACTGCATGGCCACAGGGGGCGCCA	V_CTCF_BR	37
chr3	51976165	51976315	id-68748	2.41e-08	+	CTGTGTTTGCGCCCCTTGGCCGCTGGGGGGCGCCA	UpstreamP1_CTCF	39
chr3	51989997	51990147	id-68749	1.72e-06	-	CCAGCAGTCCCGCCGCGGCCCACACGGCGGTGAGC	Upstream_CTCF	23
chr3	51990596	51990746	id-68750	1.41e-09	+	CTTGCAATGCCTCCAGAGACCCCCAGAGGGCCCTG	Upstream_CTCF	36
chr3	51991958	51992108	id-68751	1.22e-08	-	GCAGGGGCAGGCAGGACCACCAGCAGGGGGCTGCC	V_CTCF_BR	11
chr3	52008042	52008192	id-68752	2.58e-10	-	GGACGCTGCGAGCTTGTGGCCACAAGAGGGCGCCC	V_CTCF_BR	40
chr3	52010025	52010175	id-68753	1.71e-06	+	TTGGAGAAGCGCGGGGGCGCCCCGAGTGGGCAGCA	V_CTCF_BR	29
chr3	52016575	52016725	id-68754	3.05e-07	+	TGGGCAACTGCAGCTGTGGCCTGCAGGGGGCCAGT	Upstream_CTCF	40
chr3	52029987	52030137	id-68755	1.04e-07	-	CAGAGAAGGGAGGAGGCAGCCTGAAGGGGGCGGAG	V_CTCF_BR	26
chr3	52035618	52035768	id-68756	6.98e-07	+	CGGGATGTGAGCCTATCGTCCGCAAGGGGGCAGAG	V_CTCF_BR	40
chr3	52038327	52038477	id-68757	6.46e-07	+	TGAAGACCCCAAGGCCTGGCCGGAAGAGGGTGCTC	V_CTCF_BR	38
chr3	52043726	52043876	id-68758	1	+	NA	NONE	0
chr3	52048320	52048470	id-68759	6.49e-06	-	TCTGCTGCATCATCATTGTCCACTAGGGCAAGCTG	Upstream_CTCF	34
chr3	52048769	52048919	id-68760	1.41e-05	+	GCGTGGGTTGGCAGCAAGGCCTCTAGGGGGCCACC	UpstreamP1_CTCF	40
chr3	52070935	52071085	id-68761	7.27e-06	-	GGTCTCTGGGCCTCAGCTGCCACCTGTAGGCAGTA	V_CTCF_BR	22
chr3	52072367	52072517	id-68762	7.44e-05	+	AGTGCCAGGGCTTGAATCCCCTGAAGGGGTGAGTC	Upstream_CTCF	2
chr3	52075338	52075488	id-68763	5.34e-06	+	CTTGGGCTCTCCACTGCCCCCAGCAGCTGGCATCA	V_CTCF_BR	39
chr3	52079322	52079472	id-68764	9.81e-06	-	TCTTTAGGGGACAGGGGAGCCCCTAGAGGGCATCA	V_CTCF_BR	20
chr3	52086999	52087149	id-68765	3.63e-05	-	TTCCCGATGGTGGCTGTGTCCAGTGGAGGGCGTTT	V_CTCF_BR	38
chr3	52087652	52087802	id-68766	2.15e-05	+	AGAGCCCATGACGTGCTGTCAGCTAGGGGGAGCTC	V_CTCF_BR	39
chr3	52089283	52089433	id-68767	8.21e-06	-	TTCCACCGGAGAATTGCCGCCTCTAGGAGGCGCTT	V_CTCF_BR	38
chr3	52090105	52090255	id-68768	8.03e-07	-	CCTGCAAGAGCGCCGAGTGGCTGCAGGAGGAGCTG	Upstream_CTCF	35
chr3	52091555	52091705	id-68769	1	+	NA	NONE	15
chr3	52097410	52097560	id-68770	2.01e-05	+	ACAGTCATTCCCCACACAGCAGCCAGAGGGATCTT	Upstream_CTCF	14
chr3	52102053	52102203	id-68771	4.68e-05	+	GAGCAGTGAGATGAGCTGGCCGCCAGGCCATGCTT	UpstreamP1_CTCF	6
chr3	52111376	52111526	id-68772	2.27e-05	-	CCCATTTAGAAGGGGCCAGCCACCAGGCGGAGCAC	V_CTCF_BR	18
chr3	52119072	52119222	id-68773	1.56e-05	-	GCCGACTAACCCAGTGTGGCCGCCAGGGGGGCCTG	Upstream_CTCF	13
chr3	52125260	52125410	id-68774	2.81e-06	+	CTAGCAGCTCCTGAGAATTCCCATAGGGGGCTCAA	Upstream_CTCF	15
chr3	52141052	52141202	id-68775	1	+	NA	NONE	4
chr3	52142809	52142959	id-68776	1.97e-06	-	GCACTGGCTGTCTTTGAAGCCTGCAGGGGGAGGGA	V_CTCF_BR	24
chr3	52157250	52157400	id-68777	2.17e-08	-	CATGCATGGCCAGCAGCCTCCAGCAGGGAGCGCTC	Upstream_CTCF	40
chr3	52162249	52162399	id-68778	1	+	NA	NONE	13
chr3	52178405	52178555	id-68779	1.99e-11	-	CCTGTAGTACCCTACAGCACCACCAGGTGGCAGGG	Upstream_CTCF	40
chr3	52187607	52187757	id-68780	1	+	NA	NONE	23
chr3	52204747	52204897	id-68781	1	+	NA	NONE	11
chr3	52205594	52205744	id-68782	9.71e-06	+	TGTGACTGTGCCCCTGCACCCAGCAGAGGGCCCAG	Upstream_CTCF	24
chr3	52210903	52211053	id-68783	2.68e-05	+	GAGGTGATTCTAGGCAACAACCGGAGGGGGCGTTA	Upstream_CTCF	8
chr3	52231895	52232045	id-68784	6.21e-06	-	CCGGGGATTCCCCGGCTCGCCTGCAGGGAGGAGGA	Upstream_CTCF	23
chr3	52253062	52253212	id-68785	3.4e-06	+	AGTGGACTTCCCTAGACTCCAGCCAGGGGGAAAAG	Upstream_CTCF	4
chr3	52254545	52254695	id-68786	6.51e-11	+	CCGCTTGGCACAGGCATGGCCACCAGAGGGCGCAA	V_CTCF_BR	40
chr3	52261236	52261386	id-68787	1.48e-06	+	CAGGCATCTGGCTGGCTCAGCAGCAGGGGGCGATG	V_CTCF_BR	27
chr3	52265639	52265789	id-68788	2.89e-09	+	ACGCAGCAGGTGGCCCCCACCAGCAGGGGGAGCCC	V_CTCF_BR	40
chr3	52266903	52267053	id-68789	5.96e-07	+	GAGGCGGAGGTTGTGGTGAGCAGGAGATGGCGCCA	V_CTCF_BR	31
chr3	52268618	52268768	id-68790	3.11e-05	+	ATGAGGCGGGTGGCACCAGCCACAAGGGGCAGTGC	V_CTCF_BR	17
chr3	52270676	52270826	id-68791	5.86e-07	+	TATGCACCACCCTCCAAGGCCACTGGGTGGGCTGG	Upstream_CTCF	16
chr3	52271715	52271865	id-68792	1	+	NA	NONE	21
chr3	52272020	52272170	id-68793	1.18e-05	-	CCGCATCACACCCTCCCCTCCCCTAGGGGTCCCAG	UpstreamP1_CTCF	11
chr3	52273570	52273720	id-68794	5.38e-05	+	GGCCTAGGCCCGCCTTCACCCACTAGATGGAGTGT	V_CTCF_BR	40
chr3	52274638	52274788	id-68795	2.66e-05	+	ACACTGAACCCTGCTACAGCCAGATGGTGCCAGCA	V_CTCF_BR	26
chr3	52299582	52299732	id-68796	9.84e-05	-	CGAGACAGAGGCTGCATTGAGCCAAGGTGGCGCCA	V_CTCF_BR	6
chr3	52312097	52312247	id-68797	8.61e-08	+	CCGAGGGACCTGTGCTGGGCCACCGGAGGGAGGCA	V_CTCF_BR	40
chr3	52312833	52312983	id-68798	8.81e-07	-	GCAGCCTGCGATCGGGACGCCTGCAGGAGGCGCCA	V_CTCF_BR	40
chr3	52324470	52324620	id-68799	1.48e-06	-	CCGCACCTTCAGCTGTCTGCCACCAGGGTCCAAGG	UpstreamP1_CTCF	21
chr3	52325568	52325718	id-68800	5.34e-06	+	CTGTACACATATTGCATATCCACAGGGGGGCACCC	V_CTCF_BR	40
chr3	52332813	52332963	id-68801	1	+	NA	NONE	13
chr3	52334030	52334180	id-68802	1.84e-05	-	CTGTCACAGCAGCACTTGGCAGCAGGAGGGCAGCA	UpstreamP1_CTCF	37
chr3	52340799	52340949	id-68803	2.6e-07	+	GGCCCCAGCAGGGTCAAGGCCAGCAGGGGCCAGCA	V_CTCF_BR	0
chr3	52357646	52357796	id-68804	3.4e-06	-	CAGGCGCCTCCCTTGAGACCCACCAGGGAGCACTC	Upstream_CTCF	1
chr3	52373677	52373827	id-68805	2.27e-06	-	AAACTAATGTGCAATACTGACAGAAGAGGGCGCCC	V_CTCF_BR	40
chr3	52407241	52407391	id-68806	8.19e-06	+	GAGCAAGTGAATGTCTCAGTCCCCAGGTGGCGGTG	UpstreamP1_CTCF	1
chr3	52408295	52408445	id-68807	1.39e-05	-	AACTGCACTCCACAGTATGCCAGCTGGGGGTGGTA	V_CTCF_BR	19
chr3	52419337	52419487	id-68808	6.37e-07	-	GTGTCCTTGGCAGCCTCCTCCAGCAGGGGGTGCAT	UpstreamP1_CTCF	40
chr3	52422430	52422580	id-68809	2.28e-05	-	GTGGCGATGCCGTCCTCCACCTCACGAAGGCGCTG	Upstream_CTCF	23
chr3	52423085	52423235	id-68810	3.56e-05	-	TGTGAGCTCTTCTATGTTCCCACTAGGTGGCTTTT	Upstream_CTCF	33
chr3	52444658	52444808	id-68811	1	+	NA	NONE	22
chr3	52446215	52446365	id-68812	1	+	NA	NONE	40
chr3	52462654	52462804	id-68813	2.6e-07	+	GCCTGTGTTTTGCTGCCAAACACCAGAGGGCACTG	V_CTCF_BR	40
chr3	52479071	52479221	id-68814	7.31e-05	-	CCGCCCCTCTTCCCGCCCAGGACTGGGTGGAGCCA	UpstreamP1_CTCF	40
chr3	52480155	52480305	id-68815	9.39e-07	-	CCCGCAAGTTCCCTGACCACCATCAGAGGGCCCAG	Upstream_CTCF	15
chr3	52481146	52481296	id-68816	4.7e-10	-	CCTGCAGTTCCTTCTTTGTCCACTAGATGACACAC	Upstream_CTCF	40
chr3	52483813	52483963	id-68817	1.64e-05	+	TGGTGGGTGTGTGAGTGAACCACTGGGTGGTGCAC	V_CTCF_BR	11
chr3	52485840	52485990	id-68818	1	+	NA	NONE	23
chr3	52506081	52506231	id-68819	6.39e-08	+	ACTATGCTTCTGGCTGTGGGCACCAGGGGGCGGTC	V_CTCF_BR	40
chr3	52516255	52516405	id-68820	3.8e-08	+	GAACTGGCACTCGGGCCTGCCTGAAGGGGGCGCTG	V_CTCF_BR	38
chr3	52528461	52528611	id-68821	7.82e-06	-	GTTCACCTGGCAGCACCAGCCACCAGCTGACATTG	UpstreamP1_CTCF	1
chr3	52537894	52538044	id-68822	2.06e-07	-	ACCGCACCCCCCACGCCTTCCCGCAGAGGGCACGC	Upstream_CTCF	2
chr3	52544082	52544232	id-68823	4.14e-06	+	GAGCCCCCTCCTTCACCCACCCCCAGATGTCGCTG	V_CTCF_BR	12
chr3	52552932	52553082	id-68824	7.82e-06	-	GCGGAGTCCCGGGCTGGACTCAGCAGGAGGCGCCC	UpstreamP1_CTCF	2
chr3	52567954	52568104	id-68825	4.14e-06	-	GCCATCGCCGGCGTGACGGCCGAAGGGGGGCGCAG	V_CTCF_BR	26
chr3	52570575	52570725	id-68826	6.75e-05	+	GTGCGCCTACCAGACAGTGGCGGAGGACGGCGCTC	UpstreamP1_CTCF	27
chr3	52571283	52571433	id-68827	1	+	NA	NONE	11
chr3	52705358	52705508	id-68828	1	+	NA	NONE	5
chr3	52716168	52716318	id-68829	1	+	NA	NONE	36
chr3	52776545	52776695	id-68830	3.8e-07	+	CTAGTAATTACCCATTTAGCCACCAGATGGTGTCC	Upstream_CTCF	38
chr3	52817378	52817528	id-68831	6.21e-05	+	AACCCAACCATTGGAGATGCCATCAGGGGGCAGAA	V_CTCF_BR	9
chr3	52822168	52822318	id-68832	8.19e-06	-	ATGAAGTGAGGGTCTGTGTCCACTGGGGGCACAGC	UpstreamP1_CTCF	10
chr3	52826570	52826720	id-68833	5.48e-05	-	CTGGCCGCCCCACAGCCTGCCGCTAGGGGCTCTGT	Upstream_CTCF	21
chr3	52833189	52833339	id-68834	3.56e-06	-	AAAGACGTTCCTATCCCACCCTCTAGGGGGTGCTG	Upstream_CTCF	40
chr3	52854895	52855045	id-68835	2.08e-07	-	CAGCACCTCCCTAAGCCTGTCGCTAGGGGGCAGGC	UpstreamP1_CTCF	40
chr3	52861900	52862050	id-68836	6.04e-07	+	TGGTAGTGTGTGGCAGTGGGCAGGAGGGGGAGCAG	UpstreamP1_CTCF	22
chr3	52867262	52867412	id-68837	1	+	NA	NONE	0
chr3	52879848	52879998	id-68838	3.41e-08	+	GCTGCCTTACCACAGCTGGCCAGAAGAGGGGGTAC	Upstream_CTCF	40
chr3	52885515	52885665	id-68839	3.48e-06	+	CTGCCCTTCCTCTGTAAAATCACAAGGGGTCACTC	UpstreamP1_CTCF	40
chr3	52894549	52894699	id-68840	2.19e-05	+	GCTGCTGTGCTGAGAGCAGCCCACAGGGATGGTAT	Upstream_CTCF	1
chr3	52901223	52901373	id-68841	1	+	NA	NONE	14
chr3	52908062	52908212	id-68842	1	+	NA	NONE	15
chr3	52913263	52913413	id-68843	6.8e-06	+	CAGCCAAGGCAGCCTTTGACCACCAGGAGGCTTGG	UpstreamP1_CTCF	30
chr3	52926683	52926833	id-68844	1	+	NA	NONE	21
chr3	52931268	52931418	id-68845	3.81e-05	-	TGCACAGCTTCGGCATCTTCCTGCAGGGGCTGCTC	V_CTCF_BR	13
chr3	52938853	52939003	id-68846	3.63e-05	-	AAATGTGGACATCTCTTGTTCAGCAGATGGCAGTT	V_CTCF_BR	5
chr3	52941625	52941775	id-68847	1	+	NA	NONE	19
chr3	52966008	52966158	id-68848	4.94e-06	+	AATGTCCTATTACTCTTCACCTGAAGGGGGCTGAA	Upstream_CTCF	21
chr3	52968758	52968908	id-68849	7.49e-07	-	ATGTAGTCCTCCTGTTCCGCTGCTAGAGGGCGTGA	UpstreamP1_CTCF	40
chr3	52972822	52972972	id-68850	8.89e-06	-	TGAGCCCTTCCTAAGGCGTCCACTAGGGAATGAGC	Upstream_CTCF	15
chr3	53021105	53021255	id-68851	2.84e-05	-	AGGTCCTTCAGGAGGTATTCCAGAAGGAGGCACTG	UpstreamP1_CTCF	36
chr3	53070235	53070385	id-68852	1.16e-05	+	CTGGCCCTTCACCCCTACTCCACTAGGAGGACTCT	Upstream_CTCF	12
chr3	53080644	53080794	id-68853	2.27e-05	-	GGGCCCGCGCCGGACTTCGCAGACAGGGGGCACTT	V_CTCF_BR	36
chr3	53090572	53090722	id-68854	3.55e-08	-	AGGCAGTGCTTGCCTAAGCCCAGCAGGTGGCTATG	UpstreamP1_CTCF	40
chr3	53103821	53103971	id-68855	4.7e-05	-	TCCTCAGTCCTTGTAATTGCCACTAGGCTGTGCAT	Upstream_CTCF	21
chr3	53106782	53106932	id-68856	3.83e-09	-	GAGACCTGGCCGCCGGCAGCCACTAGAGGGCAGGA	V_CTCF_BR	40
chr3	53108318	53108468	id-68857	1.09e-07	-	CTGTGGTCCCAGGATCTGGCCACAGGAGGGCTCCT	UpstreamP1_CTCF	8
chr3	53123759	53123909	id-68858	2.01e-05	+	CAGCAGCACTGGGCGAACAGCAGGGGAGGGATGAG	UpstreamP1_CTCF	3
chr3	53144312	53144462	id-68859	5.67e-06	+	ATAGCCCTCCTGTACCAGGCCACAGGGAGGCAGTA	Upstream_CTCF	40
chr3	53148049	53148199	id-68860	5.77e-08	+	AGCACCAGACAACTTCCTACCACTAGGGGGCACTG	V_CTCF_BR	40
chr3	53164326	53164476	id-68861	1.31e-05	-	GCGCGGAGGCTATGGGCAGCCAGGAGGTGCTGGGC	V_CTCF_BR	25
chr3	53168828	53168978	id-68862	3.09e-07	+	GCATGGTCCCACACACCAGCCACTAGGTGGCAGAT	V_CTCF_BR	40
chr3	53193509	53193659	id-68863	7.27e-06	-	CACCCTGTGCCAGGGACTGCAGCCAGAGGGAGGAC	V_CTCF_BR	3
chr3	53194632	53194782	id-68864	1	+	NA	NONE	40
chr3	53196982	53197132	id-68865	2.83e-07	+	CTGGGGCTTGGTGAGCAGGCCAGCAGAGGGAGGCT	V_CTCF_BR	12
chr3	53199067	53199217	id-68866	1	+	NA	NONE	4
chr3	53203107	53203257	id-68867	1	+	NA	NONE	10
chr3	53208518	53208668	id-68868	8.21e-05	+	TCCCTGCCATACACTCTGAGAGGTAGGGGGCAGAC	V_CTCF_BR	3
chr3	53210113	53210263	id-68869	2.15e-05	+	TGGCCTGGCACACAGGCCACCTGCTGGTGTCAGGC	V_CTCF_BR	7
chr3	53230040	53230190	id-68870	7.99e-11	-	GCGCCCGCGAGCCTTCTGGCCGCCAGAGGGCGCTG	V_CTCF_BR	40
chr3	53231257	53231407	id-68871	1.15e-07	+	TCTGCACTTCTCCTTGCTGCCGCCACGTGGAGGAC	Upstream_CTCF	23
chr3	53232722	53232872	id-68872	2.74e-08	+	GAGCCAGTGGCAGGCAGGGACAGCAGAGGGCAGCA	V_CTCF_BR	29
chr3	53233956	53234106	id-68873	3.36e-07	+	ATACTCTGCCTGGCATGTGCCAGGAGGTGGCAGTG	V_CTCF_BR	29
chr3	53254006	53254156	id-68874	2.02e-06	-	CTGCAGCGCCACCTGTAGGGCTGGGGAGGGATGGA	UpstreamP1_CTCF	40
chr3	53264075	53264225	id-68875	6.43e-06	-	AGGTGGAGGACAGGCCTGGCCAGTAGGTGGGGCCG	V_CTCF_BR	32
chr3	53266202	53266352	id-68876	6.98e-07	+	CAGATCCTGCCCATTTTTAACACCAGAGGGCAGTG	V_CTCF_BR	36
chr3	53277205	53277355	id-68877	1	+	NA	NONE	14
chr3	53277927	53278077	id-68878	1.06e-05	+	GGGGTGACAGTCCCATTGGCCACCAGAAGGGGTTC	Upstream_CTCF	11
chr3	53293061	53293211	id-68879	1	+	NA	NONE	4
chr3	53304264	53304414	id-68880	9.88e-07	-	AAAGCAGCTCCTGCTCCTCACACTAGGAGGTACCC	Upstream_CTCF	25
chr3	53333680	53333830	id-68881	7.62e-09	+	CAGCAGTACTTGCTCCTCAGCACTAGATGGCAGTG	UpstreamP1_CTCF	39
chr3	53354926	53355076	id-68882	5.98e-05	-	CCCCACTAATAATAATTGGCCGCCAGGGGACTTCT	UpstreamP1_CTCF	4
chr3	53384808	53384958	id-68883	5.13e-05	-	TAGACACTGCTGCTTAAAGAAACCAGATGGCGCCA	V_CTCF_BR	39
chr3	53409147	53409297	id-68884	2.66e-05	+	GAAAAATGTCACCTGGACGCCACTGGGAGGCGCTG	V_CTCF_BR	40
chr3	53411905	53412055	id-68885	2.27e-06	-	ACAAAATGTTTGGTCTGAGCCACTAGAGGGAAGGC	V_CTCF_BR	9
chr3	53461119	53461269	id-68886	1	+	NA	NONE	26
chr3	53521422	53521572	id-68887	9.06e-08	-	GGGCAGGGAAAACAGGAAGCCAGCAGAGGGCAGCT	UpstreamP1_CTCF	28
chr3	53528017	53528167	id-68888	4.21e-05	+	TTCCAGAAAGGGCCGGAGAAAAGCAGGGGGCGCCT	V_CTCF_BR	8
chr3	53533430	53533580	id-68889	4.41e-06	-	AAGGAGAACATCCCTCACTCCTCCAGGGGGCAGGA	V_CTCF_BR	16
chr3	53547729	53547879	id-68890	7.27e-06	-	AAAGCCAAAATACAGTACACCTGTAGAGGGCACTC	V_CTCF_BR	33
chr3	53565878	53566028	id-68891	4.14e-06	+	GACAATGTATGTTGCATGCCCAGCAGGTGGCAGGT	V_CTCF_BR	16
chr3	53638300	53638450	id-68892	2.2e-06	+	CAGGCATTTGGATGACTGGCCAGCAGATGGGGAGT	Upstream_CTCF	8
chr3	53656585	53656735	id-68893	2.66e-05	+	GGGTCCTTTTGGAGGTTGGAGGGTAGGGGGCGGGA	V_CTCF_BR	6
chr3	53677927	53678077	id-68894	2.04e-05	+	GTTTTCCTGGAACAGAGCAAAACCAGGGGGCGCTG	V_CTCF_BR	18
chr3	53703031	53703181	id-68895	9.29e-06	+	GTTGATGAATCCTTCCAGAACACTAGGGGGCAGCT	Upstream_CTCF	39
chr3	53711554	53711704	id-68896	1.15e-07	+	GTAGCATTTTCTGGATTTCCCAGCAGGTGGCCACA	Upstream_CTCF	35
chr3	53730875	53731025	id-68897	7.55e-07	+	AGACATTCTGAGTAGGATGCCACCAGGGGGAAGTC	V_CTCF_BR	21
chr3	53744306	53744456	id-68898	1.64e-07	-	CAGGCAATTTCATTATGAAGCAGCAGAGGGCAGCA	Upstream_CTCF	40
chr3	53755463	53755613	id-68899	1	+	NA	NONE	12
chr3	53763787	53763937	id-68900	2.97e-06	+	GACTATTCACAACAGTCCAGCACCAGGTGGCAGTA	V_CTCF_BR	31
chr3	53778515	53778665	id-68901	5.68e-06	+	CTGGGCTTGGGAGGTGCTGCCTCGTGTGGGCGGGG	V_CTCF_BR	16
chr3	53788529	53788679	id-68902	3.11e-05	-	GGTGGTGGTGCGGGTAGGAACAGCAGTGGCCGACA	V_CTCF_BR	1
chr3	53800821	53800971	id-68903	1.17e-05	-	GGTAGCTTTCCAAACATGGCCACAAGGGGCTACTA	V_CTCF_BR	7
chr3	53807861	53808011	id-68904	1	+	NA	NONE	3
chr3	53837745	53837895	id-68905	1.76e-05	+	CAGACCTGTTGCCTTATTTCCACTAGGGGCCTCTG	UpstreamP1_CTCF	10
chr3	53840662	53840812	id-68906	2.01e-05	-	GGGCTGTGACAGTTGGAGTGAGGCAGAGGGCCCTG	UpstreamP1_CTCF	11
chr3	53846539	53846689	id-68907	2.84e-05	-	CTGTAATTCACTTACTTACTTACCAGAGGGTGGTT	UpstreamP1_CTCF	17
chr3	53847429	53847579	id-68908	1	+	NA	NONE	1
chr3	53867149	53867299	id-68909	1.39e-05	+	AAGAGGCAAAACAGGAGCTTCGCCAGGGGGCAGCA	V_CTCF_BR	1
chr3	53875477	53875627	id-68910	3.86e-05	-	GCTGGCCAAGGTGCTTTGACCAGCAGGGGCACCCA	Upstream_CTCF	20
chr3	53876860	53877010	id-68911	6.48e-05	+	CTCTCCCAGCTCCGGCTCACCACCAGGGGCCCTGG	UpstreamP1_CTCF	33
chr3	53879656	53879806	id-68912	1	+	NA	NONE	38
chr3	53880407	53880557	id-68913	8.64e-05	+	CCTGCCCCAGCCTGGGAGGGGGCCAGCGGGCCCGC	Upstream_CTCF	6
chr3	53892219	53892369	id-68914	1	+	NA	NONE	18
chr3	53897644	53897794	id-68915	3.84e-06	-	TTGCTTGTACTGTCTTCTACCTGCAGGTGGTAGAG	UpstreamP1_CTCF	12
chr3	53915820	53915970	id-68916	7.12e-06	+	GACCGCTTCCGCACTCCCCCCACCAGGGGCTGGGG	UpstreamP1_CTCF	35
chr3	53955440	53955590	id-68917	8.81e-07	-	CAGGCCTCTCTTCGTTTGGCCTGTAGATGGCTGTC	V_CTCF_BR	40
chr3	53972784	53972934	id-68918	6.43e-06	+	GGGTGCTATGCTTCTTCTCCCACTAGGTGTCACCA	V_CTCF_BR	39
chr3	53973976	53974126	id-68919	7.31e-05	+	CTGCATACAGTTGTGTACAACACTAGGAGGTGCCA	UpstreamP1_CTCF	24
chr3	53976083	53976233	id-68920	1	+	NA	NONE	16
chr3	53976952	53977102	id-68921	8.19e-06	-	CTTCCTTTCAACTCATGCCCCAGCAGGGGGAGTTG	UpstreamP1_CTCF	7
chr3	54037326	54037476	id-68922	6.46e-07	-	CCCGGTAGCCGCTGGAGGGCATGCAGGGGGCAGCA	V_CTCF_BR	4
chr3	54039525	54039675	id-68923	1	+	NA	NONE	8
chr3	54069081	54069231	id-68924	2.04e-05	-	CCACGGAAGCAGGATTCAGCCAGCAGGGAGAGCCA	V_CTCF_BR	6
chr3	54096152	54096302	id-68925	1	+	NA	NONE	1
chr3	54122011	54122161	id-68926	3.16e-06	+	GAGCCCTGACGCACCCGGGCCCCTGGGCGGCAGCG	UpstreamP1_CTCF	8
chr3	54155044	54155194	id-68927	1.64e-05	+	CCTAGCCGGACACCACCTGGCGGAAGCTGGAGCCC	V_CTCF_BR	8
chr3	54180780	54180930	id-68928	4.85e-07	+	CTGCGATTGCCACACTTTGTCACAGGGTGGCAGCA	UpstreamP1_CTCF	34
chr3	54190153	54190303	id-68929	1.43e-05	+	AAGGCAAACCTGCGAATCACCAGCAGGGGAGCGGG	Upstream_CTCF	7
chr3	54190702	54190852	id-68930	1.97e-06	+	CGTTAGCACTAACTGCTAGCCACGTGAGGGAGCCA	V_CTCF_BR	1
chr3	54277647	54277797	id-68931	4.48e-07	+	CCTGCTATACATACAGCGTCCTGGAGGAGGCTGGC	Upstream_CTCF	11
chr3	54328324	54328474	id-68932	9.4e-06	-	CAGCACAGACGTCTTCTTGTCACCAGGGGGCCTAA	UpstreamP1_CTCF	13
chr3	54354680	54354830	id-68933	1	+	NA	NONE	1
chr3	54360070	54360220	id-68934	1	+	NA	NONE	1
chr3	54373748	54373898	id-68935	3.4e-06	-	TTAGTAGTTTCAATTCTACCCACTAGAGTGCATCC	Upstream_CTCF	6
chr3	54394450	54394600	id-68936	6.43e-06	-	CCCTGCAGCCTGAGTCCTGCCACAAGAGGGATAAC	V_CTCF_BR	9
chr3	54408602	54408752	id-68937	1.9e-06	-	TACTCACTACCTGGTACTGCCTCCAGGGGGTGTCC	Upstream_CTCF	36
chr3	54462421	54462571	id-68938	7.73e-06	+	GACACCATAATGTGACCATCCACTAGATGTCGCTG	V_CTCF_BR	39
chr3	54468001	54468151	id-68939	1.14e-06	+	CAGCAGCGCTCCGGTTCTCCCACTGGGTGGTGTTT	UpstreamP1_CTCF	21
chr3	54549585	54549735	id-68940	1	+	NA	NONE	3
chr3	54568006	54568156	id-68941	3.36e-07	-	GGGTGGCAATGGAAGCTGTCCTGCAGAGGGAGCTG	V_CTCF_BR	17
chr3	54572501	54572651	id-68942	7.9e-07	+	CTGTAATGCTCCTCTGACAACACAAGGGGGATTTG	UpstreamP1_CTCF	22
chr3	54612551	54612701	id-68943	4.41e-06	-	CTGAGCAATCTGGTCTGTATCACCAGAGGGAGCCG	V_CTCF_BR	4
chr3	54687961	54688111	id-68944	2.6e-05	+	GTGTAATGCTTAGCCCCACCCAATGGGGAGCACTT	UpstreamP1_CTCF	3
chr3	54864822	54864972	id-68945	3.95e-10	+	CTGCAATTTACCCTAATGGCCACTAGATGGTGGCA	UpstreamP1_CTCF	40
chr3	54872108	54872258	id-68946	5.96e-07	+	TTTAGACTCTCTCTCCTGGGCACCAGATGGCAGTG	V_CTCF_BR	32
chr3	54887953	54888103	id-68947	1.85e-08	+	CTGAACTGAAAGAGACTGTCCAGTAGGTGGCGCGC	UpstreamP1_CTCF	40
chr3	54904472	54904622	id-68948	5.01e-06	+	GGTTGCTAATCCTTAGCCTGCAGCAGAGGGCAGAC	V_CTCF_BR	38
chr3	54925713	54925863	id-68949	5.21e-08	+	GGTGCGGCTGCTGGGGGAGCCGCCAGAGGGAGGAA	V_CTCF_BR	35
chr3	54939636	54939786	id-68950	1.23e-05	-	CACCATTCCTGACCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	13
chr3	54951347	54951497	id-68951	1	+	NA	NONE	6
chr3	54985545	54985695	id-68952	5.92e-05	+	GACGCAGCCCCACTGAGAACCACAGGAGAGCCTGG	Upstream_CTCF	38
chr3	54988288	54988438	id-68953	2.29e-05	+	CTGAGTTGTCTGTCTGTGGCCTCTGGGAGGCTGTC	UpstreamP1_CTCF	15
chr3	54999951	55000101	id-68954	1	+	NA	NONE	9
chr3	55033348	55033498	id-68955	1.21e-05	-	GTTGCGCTATAAAATGTGTCCTCTGGGGGCAGCTT	Upstream_CTCF	38
chr3	55047323	55047473	id-68956	2.6e-06	-	GAAAAAGTCATATTGATGCCCAGCAGAGGGCTGTC	V_CTCF_BR	33
chr3	55076735	55076885	id-68957	1	+	NA	NONE	15
chr3	55200739	55200889	id-68958	1	+	NA	NONE	15
chr3	55215094	55215244	id-68959	2.27e-06	-	CGATGTAATCGGTAACTGGCCACTAGGGGGCTTTC	V_CTCF_BR	40
chr3	55306076	55306226	id-68960	8.58e-06	+	CTGTATCTGTGAATTCCTGCCACATGGAGGAAGCC	UpstreamP1_CTCF	7
chr3	55361350	55361500	id-68961	1.04e-05	+	AGTCTAGAATTCATCTTTGCCACCAGTTGGAGATA	V_CTCF_BR	9
chr3	55439625	55439775	id-68962	5.41e-07	-	CTGCAATTACCTTGTGCTACCACATGGTGCCGTTG	UpstreamP1_CTCF	38
chr3	55468917	55469067	id-68963	4.68e-07	+	TTAGTCCTGGCTCTGCTGCCCACTAGGGGGCAGCT	V_CTCF_BR	40
chr3	55475652	55475802	id-68964	3.4e-06	-	TCTGTTATCCTCATAATGACCTAATGAGGGCACCA	Upstream_CTCF	9
chr3	55516255	55516405	id-68965	6.8e-06	+	CCTGTAGGCGGCGGCGGAGCGAGTAGGTGGCGGGT	Upstream_CTCF	26
chr3	55519218	55519368	id-68966	3.8e-08	+	GAGTCCTACCTCAAGGCGGCCAACAGGGGGCAGCC	V_CTCF_BR	39
chr3	55522702	55522852	id-68967	1.01e-05	-	GTTGGGGTTCAGCCTCCCGCCGGTCGGTGGCTCTG	Upstream_CTCF	4
chr3	55539196	55539346	id-68968	1.1e-05	+	GGGAAGCAAGGCACTTTCTTCACAAGGTGGCAGCA	V_CTCF_BR	36
chr3	55583318	55583468	id-68969	1.85e-05	+	CCAGAAATTCTTCTCTTCACCACTGGGGACCCTGA	Upstream_CTCF	34
chr3	55605992	55606142	id-68970	2e-06	+	AGTGCAGTTCTTCCTGCCACCCGCAGGGTCTGTGC	Upstream_CTCF	22
chr3	55643585	55643735	id-68971	6.05e-06	-	CGAAATGGAGCCTACCCAAGCTGTAGGTGGCGCTC	V_CTCF_BR	27
chr3	55658371	55658521	id-68972	1	+	NA	NONE	8
chr3	55667456	55667606	id-68973	1.47e-05	-	TCCCCGAGAAGCTTACAGCCCAGTAGAGGGAGACA	V_CTCF_BR	16
chr3	55688591	55688741	id-68974	6.04e-07	+	CTGTAATTGACAGGCAGAGCCTCTAGAGGCAAGCG	UpstreamP1_CTCF	9
chr3	55708559	55708709	id-68975	4.65e-06	-	CTGCACATTGTATCTTTGTCCATCAGAGGGCAAAC	UpstreamP1_CTCF	3
chr3	55754768	55754918	id-68976	2.47e-05	-	GGGGCTATCTTATTCTTCCCCACAGGGTAGCACTG	Upstream_CTCF	30
chr3	55756243	55756393	id-68977	5.86e-07	-	CGTGCAGTTGCTAAGTTGACAAGGTGGGGGAGCCA	Upstream_CTCF	39
chr3	55758154	55758304	id-68978	1	+	NA	NONE	15
chr3	55780953	55781103	id-68979	5.96e-07	-	GCAATATTTATTGCAATGGCCACAAGATGGCAGAC	V_CTCF_BR	37
chr3	55852631	55852781	id-68980	1	+	NA	NONE	26
chr3	55902556	55902706	id-68981	3.18e-06	-	TGTTTTTACTGAGCAGCAGCCAGCAGAGGGCTAGG	V_CTCF_BR	21
chr3	55911864	55912014	id-68982	2.96e-05	-	GACCAGTACCTGATCTAATACTGTAGGGGGCGTTG	UpstreamP1_CTCF	19
chr3	55919852	55920002	id-68983	1.26e-07	+	CATTTCTCCCAAGTCACAGCCACCAGGTGGAAGCA	V_CTCF_BR	29
chr3	55927167	55927317	id-68984	1	+	NA	NONE	3
chr3	55931766	55931916	id-68985	2.2e-06	-	TTTTCAGTTTCAACCTTTTCCAAAAGGTGTCACTC	Upstream_CTCF	37
chr3	55933955	55934105	id-68986	2.67e-06	-	TTAGCTGCCATTGTAACTGCCGCCAGAGGGCCCCA	Upstream_CTCF	38
chr3	56076492	56076642	id-68987	2.23e-06	-	GTGCAGTATCTCAAATATTCCACAGGGTGTCATGA	UpstreamP1_CTCF	40
chr3	56123914	56124064	id-68988	7.82e-06	+	GTGATGTACTACATAGAGGCCAGGTGGTGGGGCAG	UpstreamP1_CTCF	9
chr3	56209402	56209552	id-68989	1	+	NA	NONE	30
chr3	56285495	56285645	id-68990	4.68e-07	-	TTACAGCCACCTCATTTGCCCACTAGATGGCAGCC	V_CTCF_BR	40
chr3	56289011	56289161	id-68991	1.41e-06	-	GCCGTTGTCCCTTTATTCTCCACTAGGGGATGGAA	Upstream_CTCF	37
chr3	56336557	56336707	id-68992	4.88e-08	+	CTGCAGTTTTCAATTTCCTCCTCCAGAGGGGGTTC	UpstreamP1_CTCF	39
chr3	56337749	56337899	id-68993	6.27e-08	-	TTGCATTTGCATCTGTTAGGCGCCAGGGGGCACTT	UpstreamP1_CTCF	40
chr3	56374635	56374785	id-68994	1.03e-06	+	ATAATCGTCTGACAATTGCCCACAAGGTGGCACCA	V_CTCF_BR	40
chr3	56381343	56381493	id-68995	2.97e-06	+	TGCTTCCTGTTAGGTTCTGCCTATAGGGGGCGCTG	V_CTCF_BR	36
chr3	56480539	56480689	id-68996	1	+	NA	NONE	30
chr3	56481246	56481396	id-68997	1.73e-05	-	ACATGATTACATCTTGATGCCACAAGGTGTCGCTG	V_CTCF_BR	40
chr3	56502677	56502827	id-68998	7.55e-07	-	TGCTTCGCGCCGCGGCCTGCCGGGAGGAGGCGCTG	V_CTCF_BR	25
chr3	56528860	56529010	id-68999	2.04e-08	-	TGTGCAATAACTAAAGCAACCACTAGAGGGCTCAA	Upstream_CTCF	40
chr3	56542430	56542580	id-69000	4.59e-07	-	CAGCATCCCTGGCCTCTAACCACTAGATGCCAGTA	UpstreamP1_CTCF	7
chr3	56581644	56581794	id-69001	2.4e-05	-	TGTTAAACCTAATCTTGACACAGCAGATGGCAGTG	V_CTCF_BR	22
chr3	56591694	56591844	id-69002	1.76e-05	+	ATGTAGTACCAGTGCCTAACACCTAGTAGGCGCTC	UpstreamP1_CTCF	40
chr3	56716423	56716573	id-69003	1.85e-05	+	CCTGAGCTACTTCCAACTTCCGCGGGGAGGGGCAG	Upstream_CTCF	26
chr3	56736643	56736793	id-69004	2.27e-06	+	AAGAGCATACAGCTTAATTCCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr3	56741585	56741735	id-69005	1	+	NA	NONE	13
chr3	56833613	56833763	id-69006	1	+	NA	NONE	39
chr3	56835724	56835874	id-69007	4.88e-06	+	CTGCAGTTCGCTCTCTTGACCGTGAGGTAGAAGGG	UpstreamP1_CTCF	24
chr3	56836258	56836408	id-69008	3.97e-07	-	CCCCCCAGGCTCCTTCCTGCCTCCAGGTGTCACTA	V_CTCF_BR	39
chr3	56890005	56890155	id-69009	7.62e-07	+	GGAGCAGAGAGCCTGCAGACCAGCAGGGGGCCCTG	Upstream_CTCF	40
chr3	56953264	56953414	id-69010	1.03e-06	-	GAAATGTCTGGAAGGATTACCACCAGAGGGTGCAA	V_CTCF_BR	17
chr3	56960519	56960669	id-69011	1.73e-05	-	TATTTCACTTCTTACTCAGCCAGGAGAGGGAGTTG	V_CTCF_BR	23
chr3	56988282	56988432	id-69012	3.4e-06	+	TCAGTGCCTCCACCCCACCCCAACAGGAGGAGCTG	Upstream_CTCF	11
chr3	57020080	57020230	id-69013	7.73e-06	+	AGGAGGGATGCATGAATCACCAGCAGGGGGAAATT	V_CTCF_BR	24
chr3	57021677	57021827	id-69014	2.44e-07	-	GCTGCAGGATTGGCTGTGCACGGTAGGGGGAGTGA	Upstream_CTCF	32
chr3	57023034	57023184	id-69015	1.74e-08	-	TGAAGTTTTCTAATACCGGCCAGCAGAGGGCACTC	V_CTCF_BR	40
chr3	57029549	57029699	id-69016	1.81e-06	+	AGAGGTATTCAAAAGTCTGACACTAGGGGGCAAAA	Upstream_CTCF	40
chr3	57040972	57041122	id-69017	6.49e-06	+	TGGTTCTGCCCGTGGAGGGGCCACAGGGGGCGCTC	UpstreamP1_CTCF	39
chr3	57099781	57099931	id-69018	2.81e-05	-	TGCATGCTCCGTAGATCTAGCTGTAGGGGGCTGTG	V_CTCF_BR	11
chr3	57112554	57112704	id-69019	8.9e-05	-	CAGAAAATCCCGAGATAGGACACCAGGGTGGAGGA	UpstreamP1_CTCF	13
chr3	57112916	57113066	id-69020	4.01e-05	-	CGGGGGCGCACTGGGCGCAGCGCAGGTGGGCAGTG	V_CTCF_BR	22
chr3	57122207	57122357	id-69021	1	+	NA	NONE	0
chr3	57125819	57125969	id-69022	1.24e-05	+	TCAGGCACAGCCCTGTCTGACACCAGGGGGAGAAT	V_CTCF_BR	10
chr3	57127629	57127779	id-69023	5.34e-06	-	CATACAAGGTGCCAAAGCTCCTCCAGAGGGCTGTC	V_CTCF_BR	16
chr3	57134244	57134394	id-69024	4.02e-07	+	AGCGTAGTATGTTATGTTGACACTAGGGGGCAGCC	Upstream_CTCF	40
chr3	57146458	57146608	id-69025	4.43e-05	-	CAGGAAAACTGAACATCGACCAGTAGGGGCAGAAG	V_CTCF_BR	39
chr3	57166827	57166977	id-69026	1	+	NA	NONE	29
chr3	57175887	57176037	id-69027	3.88e-06	+	GATTGTATCTGCACGGTTTTCACCAGAGGGCACTG	V_CTCF_BR	19
chr3	57186410	57186560	id-69028	1.81e-06	+	TCGGCATGACATTTCATGGCCAGCAGGGGAGGAGG	Upstream_CTCF	27
chr3	57195804	57195954	id-69029	2.58e-05	-	GAAGTAATGATTTGTAAAACCTCCAGAGGGACCAC	Upstream_CTCF	7
chr3	57204284	57204434	id-69030	5.51e-07	+	TGTCTAGTCTCCAAGGTAACCGCGAGGGGGCGCGC	V_CTCF_BR	39
chr3	57213748	57213898	id-69031	1	+	NA	NONE	40
chr3	57227639	57227789	id-69032	3.28e-05	-	CCTCTTCCTCTTAAGCCTTCCAGTAGATGGAGTTA	V_CTCF_BR	0
chr3	57256041	57256191	id-69033	4.7e-06	-	TTCACACGTGCTTCCAAGAACACTAGATGGCACCA	V_CTCF_BR	34
chr3	57261501	57261651	id-69034	1	+	NA	NONE	6
chr3	57332148	57332298	id-69035	1	+	NA	NONE	18
chr3	57365245	57365395	id-69036	1	+	NA	NONE	22
chr3	57407603	57407753	id-69037	1	+	NA	NONE	9
chr3	57419891	57420041	id-69038	1.23e-05	-	AACTAGTTACCTAGTCTTTCCACAAGAGGGCCAGA	UpstreamP1_CTCF	39
chr3	57450622	57450772	id-69039	3.81e-05	-	AAGTCCTGTGCCAATTCCCCCTCTAGGGGACGGAA	UpstreamP1_CTCF	26
chr3	57568665	57568815	id-69040	5.68e-06	-	TGGCATCCTTGTCCTCTACCCACTAGATGGCAATA	V_CTCF_BR	38
chr3	57583239	57583389	id-69041	6.43e-06	+	CCGGACGTGGCCCCAGGAGCCGGGAGAGGCCGGCT	V_CTCF_BR	34
chr3	57620932	57621082	id-69042	9.88e-07	-	GTTGCTGCACACACCATCACCACTTGCTGGCAGTG	Upstream_CTCF	29
chr3	57632570	57632720	id-69043	1	+	NA	NONE	27
chr3	57645898	57646048	id-69044	1	+	NA	NONE	4
chr3	57668149	57668299	id-69045	1	+	NA	NONE	30
chr3	57675165	57675315	id-69046	1	+	NA	NONE	9
chr3	57677020	57677170	id-69047	7.84e-05	+	CAAAAGTATTTATAGAATGCCACTAGGTGCCAGGC	V_CTCF_BR	2
chr3	57682614	57682764	id-69048	1	+	NA	NONE	3
chr3	57720424	57720574	id-69049	2.8e-05	+	GGTGGAAGCCGCAGTTCGTCCCCTAGTGGGCCCCT	Upstream_CTCF	1
chr3	57741075	57741225	id-69050	6.15e-05	-	CCTGCAATAACAGGCTCCACCACTGTGTGACCTTA	Upstream_CTCF	33
chr3	57812156	57812306	id-69051	1	+	NA	NONE	24
chr3	57838770	57838920	id-69052	1	+	NA	NONE	30
chr3	57842518	57842668	id-69053	2.19e-05	-	TAGCCATCCTAACATTGTAACACAAGGGGGCATTA	UpstreamP1_CTCF	35
chr3	57850676	57850826	id-69054	2.83e-07	+	TTAAAAATATGCTTGATTGCCACCAGTGGGCACCA	V_CTCF_BR	38
chr3	57896844	57896994	id-69055	5.08e-07	-	TCGTGAAATACACATGCTGGCACCAGGGGGCACTC	V_CTCF_BR	38
chr3	57935594	57935744	id-69056	5.35e-09	-	GTGCAGTGCCCTGTGCTGACCAGAAGGTGTGGGGC	UpstreamP1_CTCF	33
chr3	57936196	57936346	id-69057	1.93e-05	+	CCACTACACTCCAGCCTGGGCAACAGAGGGAGACC	V_CTCF_BR	11
chr3	57939446	57939596	id-69058	6.05e-06	+	GAGAGTGCTCTGCGTTGAACCAGGAGGGGTCAGGC	V_CTCF_BR	0
chr3	57944379	57944529	id-69059	6.21e-06	-	CCTGTCCTCCCACTCAACACCACTGGGAGCTGACC	Upstream_CTCF	6
chr3	57947821	57947971	id-69060	1	+	NA	NONE	40
chr3	57993951	57994101	id-69061	1.55e-07	+	GGCGCAGTGCCTGCGGCAGGCGGCAGGAGGCGAGC	Upstream_CTCF	40
chr3	58005621	58005771	id-69062	1	+	NA	NONE	35
chr3	58012454	58012604	id-69063	1	+	NA	NONE	4
chr3	58039587	58039737	id-69064	1.93e-05	-	AAAGGTGTTGCTCTTCGCGCCTCTGGGAGGCACTG	Upstream_CTCF	3
chr3	58052917	58053067	id-69065	1	+	NA	NONE	5
chr3	58079777	58079927	id-69066	1	+	NA	NONE	4
chr3	58121540	58121690	id-69067	5.17e-06	+	CCATCAATTCTGTCTGTTTCCACTAGAGGCACTAA	Upstream_CTCF	40
chr3	58153192	58153342	id-69068	4.11e-08	+	GATGCTATGCCAGGCATGCCCCATAGAGGGCACTG	Upstream_CTCF	40
chr3	58159650	58159800	id-69069	5.01e-06	-	AGCCCCAGATGCCAACAAGCAGCCAGGGGGCGGCC	V_CTCF_BR	39
chr3	58163544	58163694	id-69070	6.34e-08	+	GTTGTCGTGGCCGCAGTGACCGCTAGGGGTCGCCT	Upstream_CTCF	39
chr3	58173542	58173692	id-69071	2.46e-06	+	AGGTAAGTTCCCCAAAAGGCCACCGGGTGGTGATG	UpstreamP1_CTCF	40
chr3	58200800	58200950	id-69072	6.86e-07	-	CAGGCAGTGCAAGGGCAGACCAGTAGGGGAGGAAG	Upstream_CTCF	15
chr3	58203013	58203163	id-69073	5.53e-08	-	GAGCAGTGCTCATTGCCAGACAGAAGAGGGCGATG	UpstreamP1_CTCF	40
chr3	58203347	58203497	id-69074	7.44e-06	+	GTTGGCCTTTCCAGGCTGACCACAAGGGTGCATGG	Upstream_CTCF	20
chr3	58223351	58223501	id-69075	5.68e-06	-	ACCCGGCGCCGCGCGCTGTCCCCCAGCGGCCGCGC	V_CTCF_BR	33
chr3	58235686	58235836	id-69076	8.21e-06	-	ATCATGCAGCACACTTTGGCCTGCAGAGGGCTTGG	V_CTCF_BR	37
chr3	58273934	58274084	id-69077	2.55e-06	-	TGTGCAGTATAGCAGTCAGCCTACAGGGGTCCAAA	Upstream_CTCF	33
chr3	58285957	58286107	id-69078	6.04e-07	-	CTGCTACTTACGTAGTTAGGCACAAGAGGGAGCTG	UpstreamP1_CTCF	37
chr3	58291816	58291966	id-69079	4.38e-09	+	CACGGCTTTCCCGGAGTGGACACCAGAGGGCGCTG	V_CTCF_BR	39
chr3	58292857	58293007	id-69080	1	+	NA	NONE	35
chr3	58293492	58293642	id-69081	3.09e-07	+	TCCTTTAATGTCAGAACAGCCTGCAGAGGGCAGTG	V_CTCF_BR	40
chr3	58306801	58306951	id-69082	4.21e-05	+	AAAAAAAAAATTATTCTAGTCGCTAGAGGGCAGTG	V_CTCF_BR	31
chr3	58318422	58318572	id-69083	1.83e-05	+	CGCGAGGCGGAGGAGCGGGCCAGCGGGCGGCAGTG	V_CTCF_BR	32
chr3	58319355	58319505	id-69084	1	+	NA	NONE	30
chr3	58337771	58337921	id-69085	1.21e-06	-	ATAGCACAGCCACAAGTCCCCAGCAGGGGAGGGCA	Upstream_CTCF	8
chr3	58339818	58339968	id-69086	1.09e-06	+	CTTCAGAGACTCATTTCCTCCAGCAGAGGGAAATA	UpstreamP1_CTCF	25
chr3	58372910	58373060	id-69087	1	+	NA	NONE	9
chr3	58400440	58400590	id-69088	4.96e-08	-	GATGCATTACAGGAAATGCCCAGCAGAGGTCAGAT	Upstream_CTCF	40
chr3	58405594	58405744	id-69089	4.3e-06	+	GTTTCACTGCCCAATTCAGCCTCTAGGGAGGGGCT	Upstream_CTCF	11
chr3	58408771	58408921	id-69090	1.56e-05	+	GACTCAGTTCCAAAAACCTTCAGCAGAGGTCTCCC	Upstream_CTCF	39
chr3	58419128	58419278	id-69091	1	+	NA	NONE	9
chr3	58449508	58449658	id-69092	4.65e-06	+	ATTTTGTTGCCCAGGCTCACCCCTAGAGGTCGCCT	UpstreamP1_CTCF	40
chr3	58471932	58472082	id-69093	2.27e-06	+	TTTATGTGCTCAGCAGGAGCCAGCAGGGGGCTGGT	V_CTCF_BR	5
chr3	58477610	58477760	id-69094	9.25e-06	+	TGGCTTCCAGCCCGCGCTGCCGTTAGGGGGCGCCC	V_CTCF_BR	40
chr3	58479946	58480096	id-69095	1	+	NA	NONE	12
chr3	58482307	58482457	id-69096	7.54e-08	-	GTGCTGTATAACAGATGGACCAGCAGAGGCCCGTG	UpstreamP1_CTCF	9
chr3	58515359	58515509	id-69097	5.92e-05	+	CCAGATTCTGAAGCCCAGGCCAGGCGAGGGCGCTG	V_CTCF_BR	39
chr3	58517772	58517922	id-69098	1	+	NA	NONE	34
chr3	58518584	58518734	id-69099	3.41e-11	-	GCCGTACCTCCTGCTGTGGCCACCAGGTGGCGGCC	V_CTCF_BR	40
chr3	58546494	58546644	id-69100	1.09e-06	+	TCTGTTCTTCTGAAGTCTGGCAGGTGGGGGCACTG	Upstream_CTCF	40
chr3	58554412	58554562	id-69101	2.5e-09	+	GCTCTAATACCAGAATCGGCCAGCAGAGGGCGCTC	V_CTCF_BR	40
chr3	58563058	58563208	id-69102	6.46e-07	+	AGACTAGCAAGGAGGGCTGCCTCTAGAGGGCGGTT	V_CTCF_BR	35
chr3	58571185	58571335	id-69103	2.31e-06	+	CGAGCAGTTCCAGAGCGGGCCGCGCGGGGCGCGGG	Upstream_CTCF	38
chr3	58614774	58614924	id-69104	2.37e-05	+	AGGGAAATGACTAAATTGGCCTTCAGATGGAGCAG	Upstream_CTCF	14
chr3	58615957	58616107	id-69105	6.07e-11	-	GCTGTAATTCTTGTCTTCACCAGTAGGTGGCGGCA	Upstream_CTCF	40
chr3	58621275	58621425	id-69106	8.64e-05	+	GCTGCAGCACCCCCACAGGACATTCGGGAACCACA	Upstream_CTCF	6
chr3	58626456	58626606	id-69107	6.04e-07	+	TTACAGTTCGCGCTCTCCGCCGCTAGATGGAGGCG	UpstreamP1_CTCF	40
chr3	58645119	58645269	id-69108	8.56e-05	-	GTGCACTGCTCCACCTTCTCAGCCTGGAGAGACAG	UpstreamP1_CTCF	38
chr3	58681135	58681285	id-69109	2.4e-05	+	TTTGAGAGATCAGGGATTCCCTGAAGGGGGTGCTC	V_CTCF_BR	1
chr3	58717539	58717689	id-69110	6.82e-05	-	TGTCAAACCTCATGACTTAACTGTTGGTGGCACTA	V_CTCF_BR	5
chr3	58762123	58762273	id-69111	1	+	NA	NONE	10
chr3	58769672	58769822	id-69112	4.7e-05	+	CCTCCTTCCCTCCCTTCCACCACTAGGGGTACCTA	Upstream_CTCF	14
chr3	58781917	58782067	id-69113	1	+	NA	NONE	18
chr3	58810049	58810199	id-69114	6.23e-05	+	CAGAAACTCAGGACCTCGGCCTTTTGGTGGCGCTG	UpstreamP1_CTCF	40
chr3	58948206	58948356	id-69115	9.66e-05	-	AATGCTAACACAGCAGTGACCCCTAGGAAGCCAGG	Upstream_CTCF	5
chr3	58980583	58980733	id-69116	4.41e-06	+	TGCCTCTTTGCCTCCTTATGCAGCAGGGGGAGCTA	V_CTCF_BR	40
chr3	59003529	59003679	id-69117	5.08e-07	-	GACCATGAGGACAGAGCTGACACCAGATGGCAGAA	V_CTCF_BR	3
chr3	59038655	59038805	id-69118	8.5e-06	-	AATGGATCCTCCTCTAAAGCCACTAGGGGGAGTGT	Upstream_CTCF	40
chr3	59050117	59050267	id-69119	5.51e-07	+	TATGTTGGCTGGTCTCCAGCCAGGAGGTGGCGCTT	V_CTCF_BR	22
chr3	59075885	59076035	id-69120	1	+	NA	NONE	0
chr3	59107607	59107757	id-69121	5.08e-05	+	GCTGCAATGTGCAGAAAATCCTGTAGGGGATTTTC	Upstream_CTCF	24
chr3	59129315	59129465	id-69122	1.84e-07	+	AGTGCTCTTAATGCTGTGGCCACTGGAGGGAGAAG	Upstream_CTCF	36
chr3	59197975	59198125	id-69123	7.46e-06	+	TGTCAGTTCTGTATTTCAACCAGAAGGGTGCACTG	UpstreamP1_CTCF	39
chr3	59244440	59244590	id-69124	1.32e-05	-	TGACCAATACCTAAAGTGGCCATCAGGTGGACACA	Upstream_CTCF	16
chr3	59252818	59252968	id-69125	1	+	NA	NONE	4
chr3	59270381	59270531	id-69126	1	+	NA	NONE	4
chr3	59294538	59294688	id-69127	2.78e-06	+	CACCATCTACCCCATTCTGCCACTTGGTGGAGCTG	V_CTCF_BR	26
chr3	59299196	59299346	id-69128	3.91e-06	+	CTTGTGATACCACAGAGAGGCAGATGGGGGCAGCA	Upstream_CTCF	38
chr3	59312471	59312621	id-69129	1.32e-08	-	ATGCAGTGGAGGTGGGAAACCACTAGGGGCCAGTA	UpstreamP1_CTCF	40
chr3	59373703	59373853	id-69130	3.03e-05	+	AGTGTAGCTTCCCCAGCTGCCACCTGGAACATGAG	Upstream_CTCF	5
chr3	59411725	59411875	id-69131	8.99e-05	-	TTTCAAGCAACCTTCTCGGCCACTTGAGGGCTTTT	V_CTCF_BR	5
chr3	59426639	59426789	id-69132	1	+	NA	NONE	1
chr3	59545735	59545885	id-69133	1.06e-05	+	TCTGCAGTACTGGGAATCAACTCTGGAAAGGGGTC	Upstream_CTCF	12
chr3	59561261	59561411	id-69134	5.46e-12	+	CGAGCAGTTCTCCGAGTGGCCAGCAGATGGCGGAA	Upstream_CTCF	40
chr3	59593449	59593599	id-69135	6.49e-06	-	ATGCTCTTCCCATGACTGACCCCTAGCTTTCAGTG	UpstreamP1_CTCF	29
chr3	59639248	59639398	id-69136	6.64e-05	+	AGCTTTATGCTTAGGCTAGCCTCAAGGTGGCCCTG	Upstream_CTCF	5
chr3	59795612	59795762	id-69137	1.3e-07	-	CTGACGTATCCCCTAGTAACCACCAGAGGGATCCC	UpstreamP1_CTCF	37
chr3	59798625	59798775	id-69138	1	+	NA	NONE	9
chr3	59843589	59843739	id-69139	4.65e-10	-	GGGCAGTGGTGTCAGGGGACCAGCAGGTGGCGCCC	UpstreamP1_CTCF	40
chr3	59848362	59848512	id-69140	4.51e-05	+	AAGGTAATTGCAGAAATCACCACTAGTGGAGTGAG	Upstream_CTCF	9
chr3	59873109	59873259	id-69141	5.7e-05	-	CTTGGCTCTCTGACTGCTGCAGCCAGAGGGGGCTG	Upstream_CTCF	3
chr3	59954244	59954394	id-69142	1	+	NA	NONE	6
chr3	60145946	60146096	id-69143	7.27e-06	+	TGATGATGACATCCTCCAACCGCTAGATGGAACGC	V_CTCF_BR	0
chr3	60168534	60168684	id-69144	1	+	NA	NONE	8
chr3	60241368	60241518	id-69145	4.41e-06	+	TAAAGAAAACAGTCAGTGGCCTCCAGGAGGAACCA	V_CTCF_BR	14
chr3	60309026	60309176	id-69146	2.5e-05	-	AGGAAGTACTCAAAATTGGCCAGTAGGAGTCTTTT	UpstreamP1_CTCF	9
chr3	60417420	60417570	id-69147	6.51e-05	-	GAGAGTCTGTAAGTGCTCACCAGAAGGGGGTGTTT	V_CTCF_BR	26
chr3	60568145	60568295	id-69148	6.84e-06	+	CCCCTTACCAGAATTATTTCCACTGGAGGGCAGTC	V_CTCF_BR	29
chr3	60616493	60616643	id-69149	1	+	NA	NONE	0
chr3	60636156	60636306	id-69150	1.34e-06	-	AAAGGAATATTCAGATTGTCCAGAAGGGGGAAGCT	Upstream_CTCF	9
chr3	60643174	60643324	id-69151	1	+	NA	NONE	3
chr3	60728704	60728854	id-69152	9.88e-07	-	CGCTCTGTTCTGCTGATTCCCGCCAGAGGGAGCAA	Upstream_CTCF	30
chr3	60729688	60729838	id-69153	1.56e-06	+	AGCTTAGTTCCCTTTTCTGCCCCCAGGGGTCAGAA	Upstream_CTCF	17
chr3	60740973	60741123	id-69154	2.43e-06	+	CAGAAGAGAACACGTCCTCCCTGAAGGGGGCAGCA	V_CTCF_BR	28
chr3	60811108	60811258	id-69155	3.45e-05	+	TGTAGGTCGGGGTCCCCAACCGCCAGGCGGCAGAC	V_CTCF_BR	1
chr3	60825044	60825194	id-69156	1	+	NA	NONE	18
chr3	60827221	60827371	id-69157	4.7e-06	-	GACTGAAGCAATGTCTGAGCCACTAGAGGCCAGAG	V_CTCF_BR	4
chr3	60892108	60892258	id-69158	1	+	NA	NONE	2
chr3	60934288	60934438	id-69159	1	+	NA	NONE	31
chr3	61158510	61158660	id-69160	5.96e-07	+	TAGTCAGGGGTCAGAATGGCCAGCAGGGGCAGGCA	V_CTCF_BR	23
chr3	61206806	61206956	id-69161	4.21e-05	+	AGGTGCCATGGCTAGTCTAACCCCAGGGGGAGACA	V_CTCF_BR	5
chr3	61235779	61235929	id-69162	1.83e-05	+	CGCCGTGCAAAATGGCACGCCACGAGGTGGAGTAC	V_CTCF_BR	17
chr3	61236982	61237132	id-69163	8.58e-06	+	GCGCCGCCTGGGAGTGTGCCCACTGGGTGGCCGCC	UpstreamP1_CTCF	10
chr3	61280521	61280671	id-69164	9.51e-07	-	GCAGTCATGCTGATGCCAGCCTGAAGATGGAGCCC	V_CTCF_BR	21
chr3	61285108	61285258	id-69165	3.18e-06	+	AAATGCCAGGAATTTAATGCCTCCAGGGGGAACCC	V_CTCF_BR	3
chr3	61356922	61357072	id-69166	5.05e-10	-	CTGCTCTGTCCCCTCCCCACCACCAGAGGGAGACC	UpstreamP1_CTCF	40
chr3	61367571	61367721	id-69167	8.02e-08	-	GAGCTTTGATTCATCCTTGCCACTAGATGGCACTA	UpstreamP1_CTCF	38
chr3	61491028	61491178	id-69168	1	+	NA	NONE	4
chr3	61516144	61516294	id-69169	5.01e-06	-	ACCTGCCATAGAAGACATTCCACAAGGGGGAGCCG	V_CTCF_BR	38
chr3	61544861	61545011	id-69170	1	+	NA	NONE	29
chr3	61546364	61546514	id-69171	1	+	NA	NONE	28
chr3	61550319	61550469	id-69172	2.81e-06	+	GTTGCCGCGACGCCGCTGGACCTCAGGGGGCGCCC	Upstream_CTCF	37
chr3	61672138	61672288	id-69173	1.64e-05	-	AAGTACATCTGTGGGGCACACACCTGGGGGCAGAG	V_CTCF_BR	5
chr3	61677190	61677340	id-69174	7.73e-06	+	AACTGTGTTCCTTCAGGCAACACTAGGGGGAAGTG	V_CTCF_BR	10
chr3	61763885	61764035	id-69175	1	+	NA	NONE	18
chr3	61807708	61807858	id-69176	1	+	NA	NONE	5
chr3	61842873	61843023	id-69177	2.67e-06	-	GGTTCAAGTCTTGCCTTGGCCACTGGAGGTCTGTA	Upstream_CTCF	9
chr3	61843851	61844001	id-69178	1	+	NA	NONE	37
chr3	61863015	61863165	id-69179	1.26e-05	+	GGTGCAAATGCTTAGGTTACCGGCAGGGGGTTAAT	Upstream_CTCF	31
chr3	61880643	61880793	id-69180	3.29e-05	+	ATAGCTGTGACAACCAGTGTCTCCAGATGGACGTC	Upstream_CTCF	24
chr3	61905166	61905316	id-69181	1.04e-05	+	TGCCCACAGCTGTCACAATCCAGTAGGGGTCACTG	V_CTCF_BR	16
chr3	61922135	61922285	id-69182	8.02e-08	-	GAGCACAGCTCTGTTTTGACCAGTAGGGGGCGGGT	UpstreamP1_CTCF	40
chr3	61989858	61990008	id-69183	8.64e-05	-	CACACACTTCTAAGGCTTACCACATGGGGGACCTA	Upstream_CTCF	7
chr3	62025327	62025477	id-69184	5.08e-05	-	GCGTATTTAAGGCTCACCAGCTGCAGGAGTCGCTA	UpstreamP1_CTCF	4
chr3	62037387	62037537	id-69185	1.97e-06	-	TAACCACCTGGCACACAGACCACATGAGGGCGCCG	V_CTCF_BR	36
chr3	62095212	62095362	id-69186	1.64e-06	+	GGTGCAGCAGTGGGTTGTGCCTGTAGAGGACACTG	Upstream_CTCF	31
chr3	62095500	62095650	id-69187	7.44e-05	-	GATGGTTTATAGGAATGGCCCACTAGGTGATGAAG	Upstream_CTCF	16
chr3	62117401	62117551	id-69188	3.45e-05	-	CAAAATAATCCAAGAGTGAACAGCAGGGGGAGTGA	V_CTCF_BR	39
chr3	62147350	62147500	id-69189	1	+	NA	NONE	3
chr3	62172745	62172895	id-69190	3.33e-08	-	CTGTAATTATCTATCTCCCCCACTAGGTGGAAGCT	UpstreamP1_CTCF	40
chr3	62174626	62174776	id-69191	2.41e-08	-	GCGGAGTGACAGAACGTGGGCACTAGGTGGCGCCA	UpstreamP1_CTCF	40
chr3	62187227	62187377	id-69192	1.04e-06	+	CTTGCAGTTAAAACTGTCACCACGAAGTGGCAGTA	Upstream_CTCF	39
chr3	62197856	62198006	id-69193	1	+	NA	NONE	33
chr3	62215689	62215839	id-69194	1.92e-06	+	TTGTAGTTCCAGGATGTACTCAATAGAGGGAGACA	UpstreamP1_CTCF	37
chr3	62218882	62219032	id-69195	1	+	NA	NONE	10
chr3	62224205	62224355	id-69196	1	+	NA	NONE	2
chr3	62297998	62298148	id-69197	8.9e-05	-	AAGAAATGGATTCATTTTAACTCTAGATGGCAGTT	UpstreamP1_CTCF	4
chr3	62318577	62318727	id-69198	1.24e-05	+	GCAATAATCATGAAGTTGGCCACAAGAGGGCGTGT	V_CTCF_BR	37
chr3	62354696	62354846	id-69199	1.04e-07	-	CCCGGTGCCCTGAGCCCTGCCGCCGGAGGGCGCGC	V_CTCF_BR	15
chr3	62423139	62423289	id-69200	3.45e-05	+	AAATTATCAGCTGGCTGGGTGGGCAGGGGGCGCCA	V_CTCF_BR	2
chr3	62479191	62479341	id-69201	4.7e-06	+	TAGAGGGATATTCTAACAGCCACTAGGAGGCAGAA	V_CTCF_BR	38
chr3	62486716	62486866	id-69202	2.72e-05	+	TGGCTGGATCTGGTTAGAGCCTGAAGGTGGGGCTG	UpstreamP1_CTCF	7
chr3	62517288	62517438	id-69203	3.48e-06	-	GTGAAGCCACACCCAGGAAACACTAGGTGGCTTCA	UpstreamP1_CTCF	3
chr3	62535821	62535971	id-69204	7.62e-07	+	TCTGCTGCTTTTCCTTGGGACAGAAGAGGGGGGTA	Upstream_CTCF	1
chr3	62540069	62540219	id-69205	1.1e-06	+	TTCTTAGCACACAAAATCGCCACCAGGTGGATCCA	V_CTCF_BR	40
chr3	62544349	62544499	id-69206	1.1e-06	-	GTAAAGTTTCCATCAGGAGCCAACAGAGGGCAGCA	V_CTCF_BR	40
chr3	62545641	62545791	id-69207	6.84e-06	-	AGTGACTTCAGCAATATAACCAGAAGAGGGCATCA	V_CTCF_BR	39
chr3	62574890	62575040	id-69208	1.97e-06	+	GCTGCCCATGAAGATGCTGCCAGCAGAGGGTGTCC	V_CTCF_BR	24
chr3	62608368	62608518	id-69209	1.64e-06	+	AAGTCATGATAGAATTTAGCCACTAGATGGCAATC	UpstreamP1_CTCF	40
chr3	62618736	62618886	id-69210	3.88e-06	+	GTCTGCTGCTAGAATGCAACCTCCAGAGGGCATAG	V_CTCF_BR	33
chr3	62645473	62645623	id-69211	2.6e-06	+	ATTTCTGAAAGAACAGGAGACAGTAGAGGGCACTC	V_CTCF_BR	27
chr3	62651606	62651756	id-69212	4.73e-07	+	GCTGCATTTCTGACATGGGCCACAGTGGGGCGTCA	Upstream_CTCF	40
chr3	62653493	62653643	id-69213	1.21e-06	+	CTGGGAATGCCCTGTCTGACCTCTAGGGGGATGAA	Upstream_CTCF	30
chr3	62735025	62735175	id-69214	1	+	NA	NONE	2
chr3	62789075	62789225	id-69215	4.59e-07	-	CAGCAACACAGCCTTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	14
chr3	62819314	62819464	id-69216	1	+	NA	NONE	39
chr3	62859381	62859531	id-69217	2.19e-08	+	CTTGGAGGACCCAGGCGAGCCAGAAGGTGGCGGCG	V_CTCF_BR	27
chr3	62859857	62860007	id-69218	1	+	NA	NONE	4
chr3	62914664	62914814	id-69219	4.65e-05	+	CTGGTTCCTGAGGCTTGGCCCTCTAGAGGTTGCTC	V_CTCF_BR	4
chr3	63001275	63001425	id-69220	1.92e-05	+	GCACTCTGGCTGCAGTCCGCCAGCAGGGGACACCT	UpstreamP1_CTCF	4
chr3	63082255	63082405	id-69221	4.7e-06	+	CCTTGCCCTCCAGCAGCTTCCTGTAGGTGGCGATC	V_CTCF_BR	7
chr3	63128483	63128633	id-69222	1	+	NA	NONE	16
chr3	63179451	63179601	id-69223	2.43e-06	-	ACACTGTTACTGTCAGGAAACAGAAGGGGGCACCC	V_CTCF_BR	38
chr3	63214392	63214542	id-69224	2.73e-07	-	CATGCACTTTCTGAAGTAGCCTCTTGGTGGTGCCA	Upstream_CTCF	39
chr3	63218580	63218730	id-69225	3.18e-06	-	GTAAAGTAAGTTCTAGTCACCACTAGAGGGTAGCA	V_CTCF_BR	34
chr3	63231397	63231547	id-69226	2.15e-05	-	TTACAGAATCAAAAGTCACCCAGAAGAGGGTGCTA	V_CTCF_BR	8
chr3	63319591	63319741	id-69227	2.43e-06	-	AGAAGTATTAAATGGTCCACCACCAGGTGTCACCA	V_CTCF_BR	28
chr3	63335383	63335533	id-69228	1.15e-07	+	GAGCATCAACTCCCTTTGCCCAGTAGGTGGCGAAA	UpstreamP1_CTCF	40
chr3	63336961	63337111	id-69229	5.28e-08	+	GTTGCAATACTGCATACTTCCAGTAGAGGGTACGT	Upstream_CTCF	40
chr3	63350730	63350880	id-69230	3.41e-08	+	GCTGCAGGGTACACACATACCAGCAGAGGGCTGTG	Upstream_CTCF	36
chr3	63391673	63391823	id-69231	7.55e-07	+	CTTGCCCAGAATCACACTACCAGAAGGTGGCAGAG	V_CTCF_BR	21
chr3	63436402	63436552	id-69232	5.65e-05	+	GGATAGATGCAGGGCTTTGCCAGGAGATGGGGCTC	V_CTCF_BR	5
chr3	63448532	63448682	id-69233	7.31e-05	+	GTGAACATACAGGCCCTGGCCACCAGGGAAATGAG	UpstreamP1_CTCF	14
chr3	63450520	63450670	id-69234	5.13e-05	+	CTGTCTTTTAGTTACAGAATCACTAGATGGCTCCA	V_CTCF_BR	10
chr3	63474066	63474216	id-69235	2.58e-05	-	GGGGTTATGTCTTGCCCATCCACTAGGCAGCAGAG	Upstream_CTCF	1
chr3	63551004	63551154	id-69236	3.45e-05	-	GCAACAACGCACCATCTTGGAGGCAGAGGGCAGCC	V_CTCF_BR	19
chr3	63574691	63574841	id-69237	3.81e-05	-	TGGAAGGCCTATGAATTGGCCTCTAGAGGGAGTGT	V_CTCF_BR	23
chr3	63647047	63647197	id-69238	6.49e-06	+	CAGTTATATAAGATGTCACCCACTGGGGGGAGCTA	UpstreamP1_CTCF	30
chr3	63648301	63648451	id-69239	1.73e-05	-	CCTCTTATAGGCTGTTTCTCCTCAAGAGGTCACCA	V_CTCF_BR	21
chr3	63663253	63663403	id-69240	2.66e-05	+	TTGATTATGATGACCACCACCACTAGGTGGTAGTT	V_CTCF_BR	3
chr3	63777782	63777932	id-69241	2.81e-05	-	GCACAACTTGCAACATCCTCCACAAGATGGCATGC	V_CTCF_BR	35
chr3	63804332	63804482	id-69242	1.22e-07	-	CCTGTGATGGAACTTCTCACCACAAGGTGGCAGCA	Upstream_CTCF	40
chr3	63893847	63893997	id-69243	9.84e-05	-	TGTCATGAATATCAGTATTCCAGTAGAGGGAGAAC	V_CTCF_BR	35
chr3	63898102	63898252	id-69244	8.97e-05	-	GGGGCCGTTTTTTAAGGAGGCGCCAGGGAGTTCCG	Upstream_CTCF	10
chr3	63900161	63900311	id-69245	1	+	NA	NONE	9
chr3	63912115	63912265	id-69246	2.27e-06	+	AGACCTGGTGTTTTGAAGAACAGCAGGGGGCGGAG	V_CTCF_BR	12
chr3	63917077	63917227	id-69247	3.91e-06	-	CCCGAAGTGTCCTCTATGGCCTCCAGGGGCTCTCC	Upstream_CTCF	17
chr3	63946204	63946354	id-69248	1.76e-05	+	CTGCATCGGAAATATAAAGCCAGCAGGGCTTGCTG	UpstreamP1_CTCF	14
chr3	63947610	63947760	id-69249	1.34e-06	+	GCTGTGATCTTACATATGACCAGAAGAGGGAGTTT	Upstream_CTCF	40
chr3	63971923	63972073	id-69250	1	+	NA	NONE	5
chr3	63979397	63979547	id-69251	9.57e-10	-	GAGCAGTGGCTTCTCATGACCACCAGGTGGCTCAG	UpstreamP1_CTCF	40
chr3	64007749	64007899	id-69252	1	+	NA	NONE	13
chr3	64009156	64009306	id-69253	5.72e-07	-	GAGGCGTTCCCGGAGGTGTCCAGCAGAGGACGCTG	UpstreamP1_CTCF	40
chr3	64016445	64016595	id-69254	1.08e-08	+	GAAGTGTTTCAAGTGGTGACCAGCAGAGGGCAGCA	V_CTCF_BR	39
chr3	64059160	64059310	id-69255	5.68e-06	+	GGCCCAGATGTGTGACCCAACAGCAGATGTCAGCA	V_CTCF_BR	21
chr3	64060380	64060530	id-69256	1	+	NA	NONE	9
chr3	64097673	64097823	id-69257	7.8e-08	-	AAAAAGCTTAGTGTGTTGGCCACCAGGTGGAACCA	V_CTCF_BR	24
chr3	64152490	64152640	id-69258	6.19e-06	-	TGGAAAGTCCAGCATCTAAACACCAGGAGGCGACA	UpstreamP1_CTCF	36
chr3	64165035	64165185	id-69259	2.81e-05	+	AGCCTTCTTGCTTTTAGAAACACTAGATGGCACTT	V_CTCF_BR	18
chr3	64172721	64172871	id-69260	8.13e-06	-	GCAGCAACACGGCCAGATTCCACCAGCAGGGACTT	Upstream_CTCF	29
chr3	64206543	64206693	id-69261	1	+	NA	NONE	17
chr3	64207647	64207797	id-69262	5.68e-06	-	AGTTAATCCCGATCTGTGAACAACAGGGGGCAGTA	V_CTCF_BR	16
chr3	64209612	64209762	id-69263	7.49e-05	-	AATGCATGTATGAGCACAGTCAGGGGAGGGCTCCA	V_CTCF_BR	30
chr3	64211052	64211202	id-69264	1	+	NA	NONE	32
chr3	64211917	64212067	id-69265	2.58e-05	+	CGAGCTCCATTTTTATACACCACTAGGCGGCCTAA	Upstream_CTCF	18
chr3	64218874	64219024	id-69266	5.7e-05	-	ACTGCAGTTTTGTGAATAGACTGAAGGGGAGCAAT	Upstream_CTCF	10
chr3	64230146	64230296	id-69267	1.01e-05	+	CTAGACATTCTGATGTTGGCCACTAGGTGATGATG	Upstream_CTCF	40
chr3	64248368	64248518	id-69268	5.92e-05	+	CTGGGACAAACCCTGCTGACAGGCAGAGGGTGACC	V_CTCF_BR	25
chr3	64250493	64250643	id-69269	1	+	NA	NONE	2
chr3	64305201	64305351	id-69270	3.16e-05	+	AGAGTGAGTGAGGCAGTGGCCACTAGGAGACAATG	Upstream_CTCF	30
chr3	64314836	64314986	id-69271	2.55e-06	-	CCTGTAGTCCTCTGCATAAACCTCAGAGGGAGCTG	Upstream_CTCF	24
chr3	64328707	64328857	id-69272	1	+	NA	NONE	2
chr3	64346051	64346201	id-69273	1	+	NA	NONE	3
chr3	64367836	64367986	id-69274	3.31e-06	-	CTGCATTAACCCCTCCTGGTCACCAGGGTACTGAC	UpstreamP1_CTCF	11
chr3	64384984	64385134	id-69275	8.08e-08	-	ACTGCACTAATGAAAATTCACAGTAGAGGGCAGTC	Upstream_CTCF	40
chr3	64430575	64430725	id-69276	9.4e-06	+	TGGTGCTCCCGGAAAGGGGGCAGCAGAGGACACCC	UpstreamP1_CTCF	23
chr3	64449340	64449490	id-69277	1.3e-07	-	GGTGCCACATTTGGTTCTGCCACTAGGAGGCACCA	Upstream_CTCF	39
chr3	64460836	64460986	id-69278	2.66e-05	+	CCCTAGACTAGATGGTCAGCCACTAGGGGCAGAGG	V_CTCF_BR	35
chr3	64470194	64470344	id-69279	3.28e-07	-	ATGGTATATCCAGGAGTGACCAGCAGGTGGCATGC	UpstreamP1_CTCF	40
chr3	64482501	64482651	id-69280	2.5e-05	+	GAGAGATTCCCCTTTAAGGCCTCCAGAGGCAGCAT	UpstreamP1_CTCF	10
chr3	64516246	64516396	id-69281	8.46e-07	+	AGTGTAGTGATCATTCTTTCCATAAGGTGGCGCTC	Upstream_CTCF	40
chr3	64519402	64519552	id-69282	2.18e-07	+	GGCGCTTTCCCCAGGACGGTCAGCAGAGGGCAGGG	V_CTCF_BR	39
chr3	64561293	64561443	id-69283	3.88e-07	+	CTGTCATTTTACCAAGGTGCCACTAGGGGCAAGTG	UpstreamP1_CTCF	40
chr3	64637089	64637239	id-69284	2.5e-05	+	CTGTAGTTGGTGCTAGAATACAGTAGTTGGAATTC	UpstreamP1_CTCF	15
chr3	64637584	64637734	id-69285	1.64e-06	+	TTTGCCATTCTTGGCTTAGCCAGCAGGAGTGGAAA	Upstream_CTCF	13
chr3	64671473	64671623	id-69286	2.04e-05	+	GTTTCTCCCGGCCACCCCGCCAGTAGGGTGCAGAG	V_CTCF_BR	34
chr3	64673479	64673629	id-69287	2.27e-05	+	CGAGAGCTGAGCCGCTCGGGCCGCAGGAGGAGCCG	V_CTCF_BR	15
chr3	64704027	64704177	id-69288	2.31e-07	+	ATTGCTTTCCCCATTTCTTGCACTAGGGGGTGCCA	Upstream_CTCF	37
chr3	64749745	64749895	id-69289	2.1e-05	+	GATTAGTGCCCTTATAAAGGCACTTGAGGGAGCCC	UpstreamP1_CTCF	10
chr3	64796007	64796157	id-69290	1.34e-06	-	CCTTCACTGCTACATCACACCAGCAGGAGCAGAAC	Upstream_CTCF	5
chr3	64801144	64801294	id-69291	1	+	NA	NONE	8
chr3	64856575	64856725	id-69292	1	+	NA	NONE	8
chr3	64881807	64881957	id-69293	1	+	NA	NONE	7
chr3	64969478	64969628	id-69294	2.96e-05	-	CTGCGTCACACAATCCCTATCCCCAGGTGGCCCTG	UpstreamP1_CTCF	2
chr3	65009958	65010108	id-69295	4.71e-06	+	GCTGCATGGTCAGGTTCTGAAGCTAGGGGGCACAA	Upstream_CTCF	18
chr3	65046713	65046863	id-69296	2.66e-05	+	AGACAACCACGTATCTTATCCTGTAGGGGGAGATG	V_CTCF_BR	9
chr3	65066251	65066401	id-69297	4.73e-07	-	CATGCTCTGCCTTCCAGACCCACAGGGTGGCAACA	Upstream_CTCF	26
chr3	65086433	65086583	id-69298	1	+	NA	NONE	13
chr3	65156070	65156220	id-69299	5.38e-05	-	GGATGAGAATAGAGCAAAAACTGTAGGGGGAGCTA	V_CTCF_BR	35
chr3	65196284	65196434	id-69300	2.1e-05	-	ATATCAACTGTACCCACCACCAACAGATGGCATTA	Upstream_CTCF	11
chr3	65216864	65217014	id-69301	1	+	NA	NONE	2
chr3	65231487	65231637	id-69302	1.48e-06	-	AGGCCCCTTGTGTGGTGAGGCACAAGAGGGCAGTG	V_CTCF_BR	32
chr3	65320070	65320220	id-69303	2.31e-07	+	TTTGCAACCCTGGGGGTGTCCAGCTGGGGGCTCCC	Upstream_CTCF	39
chr3	65327881	65328031	id-69304	1.22e-08	+	TGGCCTTGGTGGCTGAGGGCCACCAGGGGGCGATG	V_CTCF_BR	40
chr3	65342266	65342416	id-69305	7.55e-07	+	TCTCCAGAGACCGTCTCCGCCGGCTGGGGGAGCCG	V_CTCF_BR	9
chr3	65398429	65398579	id-69306	7.55e-07	-	GTGGTGATGGGAAGTCAGGACACCAGGTGGCACAG	V_CTCF_BR	18
chr3	65411652	65411802	id-69307	6.74e-08	+	AAAGCACTTTCCTGACTGGACAGCAGAGGGAGAAG	Upstream_CTCF	39
chr3	65422404	65422554	id-69308	1.71e-06	-	ATTGTGAGATGTCCCCTGGCCACTAGATGCCAGTA	V_CTCF_BR	40
chr3	65425408	65425558	id-69309	9.66e-05	+	TCATCGAGGCCAGTTCTGACCACACGAGGGTGTCA	Upstream_CTCF	40
chr3	65545407	65545557	id-69310	8.21e-06	+	ATACCAGCACTACGGGAGGCCAGCAGGAGGATCCC	V_CTCF_BR	16
chr3	65555615	65555765	id-69311	1	+	NA	NONE	33
chr3	65652498	65652648	id-69312	1	+	NA	NONE	22
chr3	65658668	65658818	id-69313	3.88e-06	-	GCAACAGCTCTGTGTACCACCGACAGATGGCGCTG	V_CTCF_BR	40
chr3	65675185	65675335	id-69314	1.93e-05	-	TCCTTGTCTGTGGGCTTCTCCACTAGGGGGATGAT	V_CTCF_BR	27
chr3	65718122	65718272	id-69315	1.81e-06	-	ACTGTTGTAATGCTGATATCCTCTAGAGGGTAGCA	Upstream_CTCF	40
chr3	65736895	65737045	id-69316	1.67e-08	-	TCTGTCAGTGCACCATTGCCCAGCAGGGGGCAGGA	Upstream_CTCF	40
chr3	65770857	65771007	id-69317	1.71e-06	+	GTAGGAGAAGCATATATAACCACAAGAGGGCGCTT	V_CTCF_BR	38
chr3	65792392	65792542	id-69318	5.01e-06	+	TACCATGCCTGGACCCTGTCCACTAGATGCCAGTA	V_CTCF_BR	20
chr3	65814532	65814682	id-69319	2.43e-06	-	AGCGGAGGGCCATTCCCAGCCTCTAGCGGCCACCC	V_CTCF_BR	8
chr3	65893307	65893457	id-69320	1	+	NA	NONE	14
chr3	65899829	65899979	id-69321	1	+	NA	NONE	35
chr3	65900498	65900648	id-69322	1.26e-05	-	TGTGTAACTTTCACTACTATCCCAAGGGGGTGCTA	Upstream_CTCF	30
chr3	65900797	65900947	id-69323	1.76e-05	-	CTGTGGGCTCTGAGCATTACCATGAGATGGCACCA	UpstreamP1_CTCF	17
chr3	65936312	65936462	id-69324	3.16e-06	-	AAGTGGTGGCTTTTGCCGACCAGTGGGGGGTAGCA	UpstreamP1_CTCF	9
chr3	65958557	65958707	id-69325	1.93e-05	-	GTAAAAGTGTAGTTGGTAACCACCAGGAGGTAGTA	V_CTCF_BR	9
chr3	65960298	65960448	id-69326	2.27e-05	+	AAGCTCATTCGCATGGCTGTCAGCAGGGGGCTTCA	V_CTCF_BR	22
chr3	65996814	65996964	id-69327	1	+	NA	NONE	4
chr3	66003873	66004023	id-69328	4.14e-05	+	GTGTAACTTTCTGCTACCACCAGGGGATGTAAAAG	UpstreamP1_CTCF	31
chr3	66023035	66023185	id-69329	1	+	NA	NONE	36
chr3	66023566	66023716	id-69330	1	+	NA	NONE	14
chr3	66025355	66025505	id-69331	1	+	NA	NONE	17
chr3	66033016	66033166	id-69332	1	+	NA	NONE	22
chr3	66119639	66119789	id-69333	1	+	NA	NONE	1
chr3	66124422	66124572	id-69334	1.74e-07	-	GTGGCTGTGCTCAGCAAAGCCAGCAGAGGGAGTAC	Upstream_CTCF	40
chr3	66135133	66135283	id-69335	1	+	NA	NONE	15
chr3	66286823	66286973	id-69336	4.41e-06	-	CAACAAAATAAGCTCTCGGCCACTTGGGGGCGAAG	V_CTCF_BR	34
chr3	66304569	66304719	id-69337	2.81e-08	+	GCTGTAATTCCATTTATCAACAGAAGATGGCAGAC	Upstream_CTCF	40
chr3	66321340	66321490	id-69338	1	+	NA	NONE	5
chr3	66327225	66327375	id-69339	5.67e-06	+	ACTGACATTATAGAAGAACGCACTAGAGGGCGCAC	Upstream_CTCF	38
chr3	66423194	66423344	id-69340	3.09e-07	-	TGCACGCCCCGGGGAGGAGACAGGAGGTGGCAGCA	V_CTCF_BR	35
chr3	66428776	66428926	id-69341	1.35e-05	-	CAGCTGCTTTCTCTCACACACCACAGGGGGCGCTG	UpstreamP1_CTCF	40
chr3	66451255	66451405	id-69342	1.17e-05	+	ACACAGGCTCACAGCAGAGCCAGAGGGAGGCACCA	V_CTCF_BR	7
chr3	66458290	66458440	id-69343	1.87e-09	+	GTCACACTCCCTGCATCTGCCAGCAGAGGGCACCA	V_CTCF_BR	40
chr3	66463864	66464014	id-69344	3.03e-05	+	GGGGCATTTCACAGCATCTCCACTATGGAGAGAAG	Upstream_CTCF	9
chr3	66468851	66469001	id-69345	1.35e-05	-	CTGCCAGGCGGCGCCAAACCCACAACAGGGCGGTT	UpstreamP1_CTCF	6
chr3	66474352	66474502	id-69346	1	+	NA	NONE	11
chr3	66492646	66492796	id-69347	1	+	NA	NONE	13
chr3	66502738	66502888	id-69348	1	+	NA	NONE	7
chr3	66531148	66531298	id-69349	1	+	NA	NONE	7
chr3	66534016	66534166	id-69350	1	+	NA	NONE	9
chr3	66551471	66551621	id-69351	6.15e-05	-	GTTGCAAAGCATCCAACGTGGGCCAGCAGGCGGCC	Upstream_CTCF	34
chr3	66551851	66552001	id-69352	2e-06	-	TCTGCAGTCCTGCTTGCAGCCTGAGGAGGACGTAA	Upstream_CTCF	37
chr3	66569174	66569324	id-69353	9.29e-06	-	CCTGCCCATCCTCATGTTTCCGCTAGGGGTTTGAG	Upstream_CTCF	2
chr3	66623893	66624043	id-69354	3.22e-05	-	CTGCTATTGCTTCCCACTAACACCGGGGGCGCTGC	UpstreamP1_CTCF	38
chr3	66685744	66685894	id-69355	5.92e-05	-	AATGCCCCTCCTGCTCAAACCTCTAGGGGAGCATA	Upstream_CTCF	3
chr3	66689302	66689452	id-69356	3e-06	+	ATGTTGTGTCTCTGCATGTCCTGAAGGAGGTGCTC	UpstreamP1_CTCF	22
chr3	66823808	66823958	id-69357	4.21e-05	-	GAGTGCTGGGAGGACTGGAAAGGCAGGTGGCAGTG	V_CTCF_BR	6
chr3	66848717	66848867	id-69358	3.88e-06	+	GGTGTCCGCCTTCCGCGGCCAAGCAGGGGGCAGGA	V_CTCF_BR	12
chr3	66853749	66853899	id-69359	2.31e-06	+	GCTGCTCTTTGTTAGGTCACCAGTAAGGGGCACTA	Upstream_CTCF	39
chr3	66866690	66866840	id-69360	1.1e-05	-	AATTAAAATATATTTTTTTCCAGTAGGTGGCACTA	V_CTCF_BR	39
chr3	66872819	66872969	id-69361	2.94e-06	-	ATAACAGCTCCAGAAATCACCACAAGGGGGAGCAT	Upstream_CTCF	40
chr3	66886915	66887065	id-69362	1	+	NA	NONE	25
chr3	66909205	66909355	id-69363	1.84e-06	-	TGGTGCCCCCCTGCTCCTACCTCTAGGGGGAGCAT	V_CTCF_BR	31
chr3	66988900	66989050	id-69364	1.48e-06	+	GTGGCTTCTGTTTTTATTGACAGTAGAGGGCAGCA	V_CTCF_BR	40
chr3	67022355	67022505	id-69365	1.73e-05	+	GAGGAGACCTTTCTTTTCAGCGCTAGGTGGCAGAG	V_CTCF_BR	40
chr3	67022802	67022952	id-69366	3.28e-05	+	CGCGAGCTTCATTCGAGCTCCACGTGGGGGCGAGA	V_CTCF_BR	32
chr3	67033640	67033790	id-69367	1	+	NA	NONE	24
chr3	67040361	67040511	id-69368	2.02e-06	+	TAGCCATCCTAGCCTCTATCCACTAGGTGCCAGTA	UpstreamP1_CTCF	34
chr3	67040923	67041073	id-69369	2.27e-05	-	TGCTTATATCCAAGTCAGATCAGCAGGGGGCTCTA	V_CTCF_BR	34
chr3	67043626	67043776	id-69370	3.47e-07	-	CAGCATCTCTGTCCTCCACCCACTAGGTGCCAGTA	UpstreamP1_CTCF	11
chr3	67088176	67088326	id-69371	1	+	NA	NONE	15
chr3	67160271	67160421	id-69372	5.41e-07	+	TTGCAGTTTGGGCTTTTCACCACTAGAGTTCAACC	UpstreamP1_CTCF	40
chr3	67164366	67164516	id-69373	3.41e-08	+	ACAGCGGCACACATCCCTTCCACTAGGGGGCAGGG	Upstream_CTCF	40
chr3	67287530	67287680	id-69374	1	+	NA	NONE	0
chr3	67408376	67408526	id-69375	1.5e-05	-	ACAGTCATTTTGTGAACTGCCTATAGAGGGAGTCA	Upstream_CTCF	40
chr3	67432217	67432367	id-69376	6.21e-05	+	TGTTACCAGTGACTTTCTGCCACTGGGTGGAGTAA	V_CTCF_BR	40
chr3	67433179	67433329	id-69377	1	+	NA	NONE	3
chr3	67435316	67435466	id-69378	2.83e-07	+	TAGTTCTGCCTCAGGACAGCCTCAAGGTGGCGCTC	V_CTCF_BR	40
chr3	67467259	67467409	id-69379	8.71e-06	+	CTACAACTGAGACAGGTATCCACTAGAGGCCAGTG	V_CTCF_BR	25
chr3	67508832	67508982	id-69380	1.06e-05	+	ACAGCAGTTCCATTTCTCATCTGAGGGTGGGGCAT	Upstream_CTCF	17
chr3	67510905	67511055	id-69381	4.51e-05	+	ACTGCAATTCCATCAAAGCCCTCTTGATCACACTG	Upstream_CTCF	2
chr3	67579911	67580061	id-69382	6.19e-06	+	TGGCAGAGGCACCAGTTGGCCAGTAAGAGGAGCTA	UpstreamP1_CTCF	23
chr3	67591117	67591267	id-69383	4.41e-06	+	CCCTTACTGGGAGACACCTCCAGCAGGGGTCGACA	V_CTCF_BR	4
chr3	67608871	67609021	id-69384	1.63e-05	-	ACAGCTGCTCTAAGACAGTCCAGCAGGGTAAGAAC	Upstream_CTCF	6
chr3	67644470	67644620	id-69385	1.41e-06	+	CCTGCAGTTTGCAGCCAAGCCCAGAGAGGGCCACC	Upstream_CTCF	32
chr3	67655978	67656128	id-69386	1	+	NA	NONE	34
chr3	67664641	67664791	id-69387	3.63e-06	+	GACTCTGTTCAGAGACTGAACAGTAGGGGGAAGAC	V_CTCF_BR	6
chr3	67699232	67699382	id-69388	1	+	NA	NONE	4
chr3	67840597	67840747	id-69389	5.48e-05	-	AAAACAATTCTCAGGAGAAGGAGCAGGGGGCAGCA	Upstream_CTCF	40
chr3	67854652	67854802	id-69390	1.56e-06	+	GTGTGGGTTGACCTCTAGGCCAGTAGGTGGTGCTT	UpstreamP1_CTCF	8
chr3	67869992	67870142	id-69391	2.15e-05	+	CAGGAGGGCTCAGGTTCTTTCTGTAGGTGGCAGCA	V_CTCF_BR	27
chr3	67914416	67914566	id-69392	1.55e-05	-	ATAAAGGACTCAGCGCATTCCACTAGAGGGCGAAA	V_CTCF_BR	38
chr3	67952235	67952385	id-69393	1	+	NA	NONE	16
chr3	67991056	67991206	id-69394	2.66e-05	-	ACAGATAAAATATAACCCTCCACTAGAGGGATGTA	V_CTCF_BR	7
chr3	67998704	67998854	id-69395	1.26e-05	-	TTTGTTCTACTATGCCCTGCCCCCAGAGGTGGAAT	Upstream_CTCF	3
chr3	68057210	68057360	id-69396	2.67e-06	-	AGGGCGGTTTCCCTGCCCACCTGCAGGGGCACCAG	Upstream_CTCF	10
chr3	68066332	68066482	id-69397	2.04e-05	-	TAGATTCTCAAGCACCTGTCCAGTAGGTGGCATCT	V_CTCF_BR	16
chr3	68067575	68067725	id-69398	2.29e-05	-	AGGTAACTGTAGTCCTCCGCCCCTAGGAGGTGCAA	UpstreamP1_CTCF	9
chr3	68255804	68255954	id-69399	1	+	NA	NONE	11
chr3	68305907	68306057	id-69400	3.18e-06	-	TCATACAAAGGTTTTGGGGCCAGATGGTGGCAGCA	V_CTCF_BR	27
chr3	68600383	68600533	id-69401	2.86e-06	-	TTGCTGATCATGGTCTTACACACCAGATGGCACAA	UpstreamP1_CTCF	2
chr3	68915441	68915591	id-69402	4.65e-05	-	GATTGCTGCTTCCTTTTTGGCACTAGATGGTGCCT	V_CTCF_BR	9
chr3	68925385	68925535	id-69403	1.41e-08	-	CTGCATTGCCTAAGTTCTGACACTAGGGGGTAGGC	UpstreamP1_CTCF	39
chr3	68927596	68927746	id-69404	6.74e-08	-	TAAGCAGTGCCTTATTTCCCCACAAGAGGGTAGCA	Upstream_CTCF	40
chr3	68942910	68943060	id-69405	8.71e-06	-	AAATATTTCCTTGTTTTGTCCACAGGAGGGCACCA	V_CTCF_BR	32
chr3	68981852	68982002	id-69406	1	+	NA	NONE	19
chr3	69004971	69005121	id-69407	1.38e-07	-	CAGCATCTCTGACCTCTAACCACTAGATGCCAGCA	UpstreamP1_CTCF	3
chr3	69021646	69021796	id-69408	1.67e-07	-	TGGCTGGTAGTGCACAGGACCACAAGGTGGCAGTC	V_CTCF_BR	40
chr3	69062192	69062342	id-69409	1	+	NA	NONE	30
chr3	69062776	69062926	id-69410	2.81e-05	+	AACCTCGGGCGCGGGAGCTGGGCCAGGGGGCGCCA	V_CTCF_BR	39
chr3	69069721	69069871	id-69411	1.93e-05	-	AACAGTTTCTTGAAAAACTCCAGTAGGTGGCAGAA	V_CTCF_BR	33
chr3	69101565	69101715	id-69412	1	+	NA	NONE	21
chr3	69137472	69137622	id-69413	5.48e-05	-	CTTGAGGCTCTCCTCACCAGCAGGGGATGGAACCA	Upstream_CTCF	21
chr3	69170147	69170297	id-69414	4.62e-11	+	ACTGCATTTCTCACCTTGACCAGAAGGGGGAGCCA	Upstream_CTCF	39
chr3	69210861	69211011	id-69415	3.47e-07	+	CTGCATTAACCCAGATAGGCCTCTAGGTGTCCTCA	UpstreamP1_CTCF	40
chr3	69228602	69228752	id-69416	7.17e-05	-	TGTGCAGGACTTTGGACTTCCACTAGGGCTGTCCC	Upstream_CTCF	12
chr3	69253923	69254073	id-69417	7.73e-05	+	TATGGCGTCTTCCCAACAACCACATGGGGCAGTAC	Upstream_CTCF	8
chr3	69286098	69286248	id-69418	1	+	NA	NONE	6
chr3	69348667	69348817	id-69419	1.41e-06	-	ATTGCAATTCAGAGCTTCTCCAGAAGGAGAGGCAG	Upstream_CTCF	29
chr3	69355628	69355778	id-69420	4.59e-07	-	GTGCAAAGTTAGTCTTTCACCCCTAGAGGGCAGTC	UpstreamP1_CTCF	40
chr3	69359087	69359237	id-69421	4.48e-07	+	TCGGCATTTCCCATTTCATCCAGTAGAGGACAGGT	Upstream_CTCF	40
chr3	69373630	69373780	id-69422	1.73e-06	+	CAGCATCCCTGACCTCTACCCACTAGATGTCAGTA	UpstreamP1_CTCF	35
chr3	69435398	69435548	id-69423	1.1e-05	-	TGCCCCGCGCCCTGGGGAAGCGCCAGGGGGAGTCC	V_CTCF_BR	33
chr3	69459615	69459765	id-69424	7.62e-07	-	GCATCAGTTTGACAGTCTGCCCCTAGGTGGAGCAC	Upstream_CTCF	40
chr3	69474521	69474671	id-69425	1.28e-06	-	AGTGAACTTTCCCCCATGGGCAGTAGGGTGTGCTG	Upstream_CTCF	40
chr3	69476200	69476350	id-69426	2.31e-06	-	TAGGGATTTTCCAAATTTACCACCAGAGGTCAGTT	Upstream_CTCF	31
chr3	69488958	69489108	id-69427	1.39e-05	-	AGCTTATTAACAGGCACTTCCACAAGGGGGAGACA	V_CTCF_BR	38
chr3	69500788	69500938	id-69428	3.09e-06	+	GATGGTTTACTTCTTATAACCACTAGGTGGTCCTG	Upstream_CTCF	38
chr3	69566060	69566210	id-69429	1.91e-08	-	TGTGCAGTAACAATGCTACCCTCCAGAGGGAGGAG	Upstream_CTCF	16
chr3	69584938	69585088	id-69430	2.43e-06	-	AATGGCATTGCTTCCTCGACCAGAAGGTGGTAGCC	V_CTCF_BR	3
chr3	69610070	69610220	id-69431	1	+	NA	NONE	20
chr3	69720362	69720512	id-69432	2.44e-07	-	GTTGCATTTTGGGAATATACCAGCAGATGGCAATG	Upstream_CTCF	39
chr3	69740343	69740493	id-69433	1	+	NA	NONE	38
chr3	69787577	69787727	id-69434	1	+	NA	NONE	11
chr3	69841391	69841541	id-69435	2.8e-05	-	TCTGTTGTTCCTATTTTTACCAGTGAGTGCTGCTG	Upstream_CTCF	37
chr3	69904701	69904851	id-69436	1.35e-05	-	TAGCTATATAGTACTTCATACACTAGATGGAGCCA	UpstreamP1_CTCF	40
chr3	69934100	69934250	id-69437	1	+	NA	NONE	3
chr3	69969258	69969408	id-69438	1.21e-09	+	CTGTTATGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	30
chr3	69997546	69997696	id-69439	3.05e-07	-	ATTGAAATTTTCCACAAAGCCACAAGAGGGAGCCC	Upstream_CTCF	39
chr3	70044477	70044627	id-69440	3.63e-05	+	TCCTTGCAAGCAGGGGCGACCTCCAGCGGGTTTCA	V_CTCF_BR	1
chr3	70113452	70113602	id-69441	1.74e-07	+	CTTGTAGTTAAGCGTTTGGCCAGAAGATGGTGCAG	Upstream_CTCF	40
chr3	70114936	70115086	id-69442	2.34e-06	-	CTGCGGTGACACCTGTTGGCAACCAGCGGTGAAAA	UpstreamP1_CTCF	35
chr3	70139598	70139748	id-69443	1.15e-07	+	GGTGTTGTTCCCAGTATAACCTCTAGGAGGAAACC	Upstream_CTCF	38
chr3	70157337	70157487	id-69444	1.03e-07	-	CCTGCAATTCCAGGGGAAGCCACCAGGGCGCCTTG	Upstream_CTCF	40
chr3	70159939	70160089	id-69445	1	+	NA	NONE	3
chr3	70169642	70169792	id-69446	2.64e-08	+	AGTGTTGCTCTCACCTCTGCCAGCAGGAGGAGCTC	Upstream_CTCF	40
chr3	70358046	70358196	id-69447	2.1e-05	+	TGAGCAGTGTTCAGCTGGAGTTCCAGAGGGAGGCA	Upstream_CTCF	33
chr3	70406144	70406294	id-69448	2.29e-05	-	TTGTAATAGCACCACCATCCCACCAGTTGGTTAAA	UpstreamP1_CTCF	14
chr3	70408241	70408391	id-69449	3.18e-06	-	AGTGTGTATTTCAGGAATTCCAGCAGAGGGCAGTC	V_CTCF_BR	39
chr3	70456894	70457044	id-69450	2.18e-07	+	AGCTCCACTAGGTGGTGCCCCAGCAGGGGGCAGAG	V_CTCF_BR	9
chr3	70580339	70580489	id-69451	1	+	NA	NONE	38
chr3	70589191	70589341	id-69452	1.1e-05	+	TCTGGGTTAAGATCGGTCTCCTCTAGGGGGAGACA	V_CTCF_BR	33
chr3	70600005	70600155	id-69453	1.15e-07	+	TGGCCCTCTTCCCACAGCTCCACTAGGTGGCGCCC	V_CTCF_BR	40
chr3	70766162	70766312	id-69454	1.55e-05	+	ATTAACTGCTGCTGAAAAGCCAACAGAGGGAGCAC	V_CTCF_BR	30
chr3	70802846	70802996	id-69455	5.28e-05	-	TCAGCGCCATCTCTAATGGAAGCTAGAGGGAGCCT	Upstream_CTCF	34
chr3	70854790	70854940	id-69456	8.89e-06	-	ACTGAGAGTGCTGAACATTCCACCAGAGGGAGAAA	Upstream_CTCF	11
chr3	71039822	71039972	id-69457	1	+	NA	NONE	2
chr3	71056085	71056235	id-69458	6.21e-05	+	CTATCTAATATTCTATATATCACTAGAGGGCACTG	V_CTCF_BR	38
chr3	71071852	71072002	id-69459	4.88e-05	-	AAGTTTGGTGGAGGTTTTACCACTGGGAGGAGCTC	V_CTCF_BR	38
chr3	71113924	71114074	id-69460	3.71e-05	+	CCTGACACTCTCCATGTAGCCGCCAGGCGCGCGGA	Upstream_CTCF	11
chr3	71119121	71119271	id-69461	1.08e-08	-	CCTAATCCTGGCAGGCTTGCCAGCAGAGGGCAGGC	V_CTCF_BR	40
chr3	71211524	71211674	id-69462	3.11e-05	+	TTTTAGAAGTTTTATTCTGACTGAAGGGGGAGCCA	V_CTCF_BR	14
chr3	71221398	71221548	id-69463	1	+	NA	NONE	2
chr3	71225626	71225776	id-69464	1	+	NA	NONE	8
chr3	71244068	71244218	id-69465	3.05e-07	-	GCAGCATTGCTCATTTATGCCTCTAGGTAGCGGAG	Upstream_CTCF	2
chr3	71244710	71244860	id-69466	1	+	NA	NONE	7
chr3	71259618	71259768	id-69467	1.92e-05	-	GGGCAGTAGAACAGCTCCAGCCCTAGAGGGCTTTT	UpstreamP1_CTCF	24
chr3	71293381	71293531	id-69468	1	+	NA	NONE	4
chr3	71294270	71294420	id-69469	6.19e-06	+	AAGCAGTTAGGAGCTTTCTCCCGGAGGGGGCCTCT	UpstreamP1_CTCF	17
chr3	71296861	71297011	id-69470	4.94e-06	+	GCTGATGCATCTCTCAGCTCCAGAGGGTGGAGCCA	Upstream_CTCF	12
chr3	71307551	71307701	id-69471	1.92e-05	+	CTGTGTCAATCCTGAACTCCCAGCAGAGGGCCAGT	UpstreamP1_CTCF	25
chr3	71353960	71354110	id-69472	1	+	NA	NONE	26
chr3	71359883	71360033	id-69473	3.8e-08	+	AGCCTGCACTAGTGTCTGGCCACCAGTTGGCAGAC	V_CTCF_BR	26
chr3	71429301	71429451	id-69474	6.75e-05	-	TAGTCTCCCTGACCTCTGTCCACTAGGGGTCCACA	UpstreamP1_CTCF	23
chr3	71446286	71446436	id-69475	8.08e-08	-	CATGCAATTCCAGGGACTGCCACTTGATGGCTTAG	Upstream_CTCF	40
chr3	71466214	71466364	id-69476	9.41e-05	-	CCTCTCTCCAGCCGCAGCTCCACCTGTGGTCTGAA	V_CTCF_BR	34
chr3	71472625	71472775	id-69477	1.1e-06	-	CCATGTCTGAGCATGCCAGCCAGCAGGGGGATGCT	V_CTCF_BR	32
chr3	71485511	71485661	id-69478	1	+	NA	NONE	5
chr3	71505449	71505599	id-69479	2.59e-06	+	TTGCAGAAGCAAAGAAGCTCCACTAGATGGAAGGT	UpstreamP1_CTCF	25
chr3	71526245	71526395	id-69480	8.97e-05	-	TGTGCTGCTTTTGGTGGATCTTCTGGGGGGCGCTG	Upstream_CTCF	0
chr3	71559736	71559886	id-69481	6.21e-05	+	GCTCTTCCCAGCCACCAGACCTGCAGAGGGGGCTG	V_CTCF_BR	29
chr3	71561295	71561445	id-69482	1	+	NA	NONE	24
chr3	71635819	71635969	id-69483	2.1e-05	-	ATTTCTATTTGTTTTATCACCAAAAGGTGGCGTCC	Upstream_CTCF	39
chr3	71651488	71651638	id-69484	1.39e-05	+	GTATGAGAGGAGAGAGCTAACTGCAGAGGGTGCTC	V_CTCF_BR	13
chr3	71702093	71702243	id-69485	8.99e-05	-	AAATGGTGGTCATAAACTACCATCAGATGGCACTG	V_CTCF_BR	40
chr3	71730404	71730554	id-69486	5.13e-05	-	CTGACAGCCTTTGGAACGATCGCATGGTGGCGCTG	V_CTCF_BR	39
chr3	71738575	71738725	id-69487	1	+	NA	NONE	6
chr3	71760192	71760342	id-69488	7.49e-07	+	CTTTAGTTTGCTATGTGTTCCACTAGATGGCAACA	UpstreamP1_CTCF	40
chr3	71779105	71779255	id-69489	9.49e-08	+	AGAAAAAGGAAGGCAATGGCCACTAGATGGCAGTC	V_CTCF_BR	40
chr3	71908435	71908585	id-69490	1	+	NA	NONE	35
chr3	71924650	71924800	id-69491	1.79e-08	+	GCTGCAGCAACTTTATGCCCCAGCAGATGGCAGCA	Upstream_CTCF	40
chr3	71928374	71928524	id-69492	5.08e-05	+	CTTGTTCTACCACATCCAGCCACAGTATGGAGCAG	Upstream_CTCF	19
chr3	71957337	71957487	id-69493	6.21e-05	+	CTCCCCACGGATGCGGGAAGCACAAGTGGGAAATG	V_CTCF_BR	2
chr3	71975466	71975616	id-69494	1.73e-06	+	ATCCAGGTGAGCTTTCCTGCCACCAGGTGGAGACT	UpstreamP1_CTCF	39
chr3	71979859	71980009	id-69495	4.85e-07	+	CTGAAATTGCATTCAACTACCAACAGGTGGCTCTG	UpstreamP1_CTCF	39
chr3	72004741	72004891	id-69496	3.36e-07	+	AACAGATGGCAGTTTCTGGCCACTTGAGGGCACTC	V_CTCF_BR	40
chr3	72005985	72006135	id-69497	4.88e-05	-	GTGGTGCATCCTAGCACAGTCAAAAGAGGGAGCTG	V_CTCF_BR	23
chr3	72021318	72021468	id-69498	5.92e-05	+	TCTGCAATTCATGCTTCATGCTCCAGAGCTCCCCA	Upstream_CTCF	13
chr3	72036323	72036473	id-69499	9.25e-06	+	AACAGAATCCCTGCTACAGCCTCCAGAGGGAGTGC	V_CTCF_BR	39
chr3	72048218	72048368	id-69500	1	+	NA	NONE	9
chr3	72059314	72059464	id-69501	1	+	NA	NONE	13
chr3	72080795	72080945	id-69502	1.76e-05	-	TAGGAGTTTGCCAGGGAGTACAGGAGAGGGCAGGC	UpstreamP1_CTCF	10
chr3	72089317	72089467	id-69503	1.31e-05	-	GCAGGCTGTACACTGCACAACTCTAGGGGGAGCCA	V_CTCF_BR	12
chr3	72090770	72090920	id-69504	5.12e-06	+	CTGCTGAGAGAGGCACGGAACTGCAGAGGGCTCCT	UpstreamP1_CTCF	13
chr3	72099649	72099799	id-69505	1	+	NA	NONE	4
chr3	72128784	72128934	id-69506	8.23e-05	+	CTTCAGCTCTCACATGCCCCTTGCAGGTGAGGATG	UpstreamP1_CTCF	3
chr3	72137768	72137918	id-69507	2.43e-06	+	GCGCAGGCTGTCAGCATGTCCAGATGAGGGCAGAA	V_CTCF_BR	8
chr3	72142084	72142234	id-69508	9.51e-07	-	CAAGAGCGGGAGGACATTTCCGGCAGAGGGAGCTG	V_CTCF_BR	14
chr3	72200697	72200847	id-69509	3.09e-05	+	CAGCAGGCCTGGATCCCTGCCGCTAGGTGCACTGT	UpstreamP1_CTCF	2
chr3	72204222	72204372	id-69510	1	+	NA	NONE	2
chr3	72206903	72207053	id-69511	1.39e-07	+	CCTGGGCCTCTGGCCCCGGCCACAAGTGGGCAGAT	V_CTCF_BR	3
chr3	72236291	72236441	id-69512	9.25e-06	+	GGCTAGTCAGTAAACCCTTCCTGTAGAGGGCGATA	V_CTCF_BR	34
chr3	72282021	72282171	id-69513	3.42e-05	-	CCTGCCCATCTGCATGCTCCCCCTAGGGGTTTGAG	Upstream_CTCF	7
chr3	72294420	72294570	id-69514	9.84e-06	+	GTCCAGCGACTCCAGGGCCCCAGTGGGAGGAAGAA	UpstreamP1_CTCF	4
chr3	72305407	72305557	id-69515	7.15e-05	-	CTCCACACGGTGCCTTTTACCAGCAGGAGGTGTGC	V_CTCF_BR	23
chr3	72314623	72314773	id-69516	1.32e-05	-	TGTGGGTTCCTCTAAGTGGCCACAAGATGTCATAA	Upstream_CTCF	35
chr3	72356325	72356475	id-69517	1.55e-05	-	GTACACAGTCCTCTGGAGGCCAGAAGGGGCTGCCA	V_CTCF_BR	15
chr3	72359610	72359760	id-69518	8.56e-05	+	CTGCAGTTCCCTGCCCGGCCATCCCAGTGGCTGAA	UpstreamP1_CTCF	15
chr3	72392299	72392449	id-69519	3.88e-06	-	GAGGAGCCCACATCCTCCACCAGGAGAAGGCAGAG	V_CTCF_BR	12
chr3	72395308	72395458	id-69520	1.71e-06	+	CAGGACATAGCGAGGCTTCCCTGGAGAGGGCAGCA	V_CTCF_BR	9
chr3	72397033	72397183	id-69521	5.12e-06	+	GTGAAGGGGAAAAGCTCCTCCGCCAGGGGCAGGGC	UpstreamP1_CTCF	21
chr3	72421468	72421618	id-69522	1.85e-05	+	CAAGTAGGTCCCGGTCTGGCCTGTAGGGTAAGACA	Upstream_CTCF	3
chr3	72437377	72437527	id-69523	2.6e-05	+	AGGCAGTGTGAGCACCACGGCAGCTGCTGGTACTG	UpstreamP1_CTCF	6
chr3	72468138	72468288	id-69524	2.04e-05	+	CCACACTCATACATACTGCCCGCTAGGGGGAAATA	V_CTCF_BR	5
chr3	72495897	72496047	id-69525	1	+	NA	NONE	20
chr3	72560891	72561041	id-69526	3.56e-05	-	TTAGTGATCCCCAAGATGGCCCCTAGTGGTCCCCT	Upstream_CTCF	0
chr3	72636551	72636701	id-69527	1.84e-06	-	CAGTGCCCCGCTGCTCAAACCTCTAGGGGGAGCAG	V_CTCF_BR	27
chr3	72704401	72704551	id-69528	5.01e-06	+	TGCAGCGGGGAGGCCGGCGCCGCCTGCGGTCGCAC	V_CTCF_BR	6
chr3	72705067	72705217	id-69529	1.84e-06	-	AGCTCAGTCCTGTTTGGGACCTGTGGGGGGCGCTC	V_CTCF_BR	34
chr3	72715417	72715567	id-69530	7.49e-05	+	CCAATCAGAATTACTATGTAAGCCAGGGGGCGCTG	V_CTCF_BR	39
chr3	72742619	72742769	id-69531	8.71e-06	-	GGAAGCACTCAGACCACGTACACTGGGGGGCAGTG	V_CTCF_BR	2
chr3	72840493	72840643	id-69532	1	+	NA	NONE	2
chr3	72860859	72861009	id-69533	1.37e-05	-	AAGGAAGTTCTTCCTTCTACCTCCAGGTGACTTCA	Upstream_CTCF	21
chr3	72867371	72867521	id-69534	5.92e-05	-	GAAGCAAAGTGAGTGCCCATCAGTAGGGGGAGTGA	Upstream_CTCF	40
chr3	72871633	72871783	id-69535	7.9e-07	-	GCGTAGTTGAGTTTTCTGTCCACCAGGGTGAGCTA	UpstreamP1_CTCF	39
chr3	72900563	72900713	id-69536	1.15e-07	+	GGTGAAATACTCCTTGTTTCCAGAAGGTGGCATGC	Upstream_CTCF	37
chr3	72924768	72924918	id-69537	8.91e-07	-	CATGCAACACTGTGTCTGGCCTCTAGGTGTCTATG	Upstream_CTCF	40
chr3	72940401	72940551	id-69538	1.21e-05	-	ATTTCACTTACAGCAGCCCCCTGTGGGAGGCGAGG	Upstream_CTCF	27
chr3	72942134	72942284	id-69539	5.51e-07	-	GCGGCCGTAAGGAAAATGGACTGTAGAGGGCGCTA	V_CTCF_BR	39
chr3	72973327	72973477	id-69540	1	+	NA	NONE	33
chr3	72987884	72988034	id-69541	1	+	NA	NONE	38
chr3	72988125	72988275	id-69542	3.31e-06	+	ATGTAAGTTATATGTAATTCCACAAGGGGGCACAA	UpstreamP1_CTCF	11
chr3	73026353	73026503	id-69543	2.5e-05	+	ATTTTGTTTCCTTATTTCACCACTAGAGGTGACAT	UpstreamP1_CTCF	23
chr3	73042666	73042816	id-69544	2.43e-06	+	TGTGAGCCACCATGCCCAGCCAGTAGGAGGCTCTA	V_CTCF_BR	30
chr3	73046170	73046320	id-69545	1	+	NA	NONE	26
chr3	73046946	73047096	id-69546	4.88e-05	-	TACAGATAACAAGAATCCTCCTAAAGGGGGCACTC	V_CTCF_BR	40
chr3	73086556	73086706	id-69547	1	+	NA	NONE	4
chr3	73105643	73105793	id-69548	1.76e-05	-	AAGTCATTTTACCAAGTATCCAATAGATGGCACTA	UpstreamP1_CTCF	38
chr3	73135266	73135416	id-69549	9.11e-08	-	CTTGCAACTAAACGTATGGCCACAGGAGGGCACCA	Upstream_CTCF	40
chr3	73143351	73143501	id-69550	2.06e-07	-	ATTGAAATACCAAAATTCCCCAGCAGATGGAAAAC	Upstream_CTCF	36
chr3	73150331	73150481	id-69551	5.09e-10	+	GTTGCAGTTTAGGCAATGTCCAGCAGAGGGAGCAC	Upstream_CTCF	40
chr3	73241312	73241462	id-69552	3.48e-06	+	CTGTCATGCTCACTCCCAACCCCCAGGTGTCTCAC	UpstreamP1_CTCF	35
chr3	73376338	73376488	id-69553	1.85e-05	+	GCAGCAGTGATTCACATGCCTTCTGGAGGGCACTG	Upstream_CTCF	8
chr3	73468592	73468742	id-69554	5.63e-06	+	ACGCAACGGCAGAGAACAGCCACCAGGAGAACGCG	UpstreamP1_CTCF	34
chr3	73480910	73481060	id-69555	4.21e-05	-	CACACACACACGACTGCCCCCAAAAGAGGGAGCCT	V_CTCF_BR	3
chr3	73481258	73481408	id-69556	1	+	NA	NONE	9
chr3	73481705	73481855	id-69557	2.2e-07	-	GTGTCATTTTTTGCTTAGGCCACCAGGGGGTGATA	UpstreamP1_CTCF	40
chr3	73505043	73505193	id-69558	3.18e-06	+	TTATTAGTTAATTACAGAACCAGCAGAGGGAGCAC	V_CTCF_BR	32
chr3	73551952	73552102	id-69559	4.68e-07	-	AGACACTGTCACCTGTGAGCCAGCAGGTGGTGCTC	V_CTCF_BR	40
chr3	73557638	73557788	id-69560	4.99e-07	+	CTATCAGTGACTTAAGGGACCACTAGGGGGCGATT	Upstream_CTCF	40
chr3	73569897	73570047	id-69561	1	+	NA	NONE	7
chr3	73570471	73570621	id-69562	6.84e-06	+	TGCATTTGGGAGGGGTAGGCGGGCAGATGGCGCCA	V_CTCF_BR	11
chr3	73641716	73641866	id-69563	1	+	NA	NONE	5
chr3	73663651	73663801	id-69564	1	+	NA	NONE	20
chr3	73673271	73673421	id-69565	5.08e-05	-	TGGCCGCGGCGCAGCTTGAGCTGCAGATGACCGCG	UpstreamP1_CTCF	29
chr3	73706172	73706322	id-69566	1	+	NA	NONE	1
chr3	73730953	73731103	id-69567	1	+	NA	NONE	4
chr3	73817873	73818023	id-69568	1.04e-05	-	AGTTAACTGTGACTGATCACCAGAAGATGTCAGCA	V_CTCF_BR	21
chr3	73839306	73839456	id-69569	1	+	NA	NONE	7
chr3	73897428	73897578	id-69570	2.18e-07	-	ATTGTAGCAGCCCTGGTTACCTGTAGGTGGCAGAA	Upstream_CTCF	40
chr3	73917974	73918124	id-69571	8.16e-07	+	AACACTCCATGAAGTTTTGCCACTGGAGGGCACCA	V_CTCF_BR	38
chr3	74116459	74116609	id-69572	2.53e-05	+	TTTAGAAACATGCCCACAAGCACTAGAGGGCAATG	V_CTCF_BR	27
chr3	74188920	74189070	id-69573	1.56e-06	+	CAGCATCCCTAGCTTCTACCCACTAGATGTCAGCA	UpstreamP1_CTCF	27
chr3	74316866	74317016	id-69574	3.8e-07	+	AAGGAAATTCCTCTATCTACCACTAGAGGGCTGCT	Upstream_CTCF	40
chr3	74402317	74402467	id-69575	2.01e-05	+	TATCAAAGCGAGGCTGTGGCCACTAGGAGGGGCAA	UpstreamP1_CTCF	27
chr3	74425609	74425759	id-69576	4.3e-06	+	CTGTCACTGTCTCCCATCACCCCTAGATGGGGCCA	Upstream_CTCF	30
chr3	74492307	74492457	id-69577	2e-06	+	GCTGTAATTCCAGAGCTTGACAGTGGGAAGCCCTG	Upstream_CTCF	5
chr3	74496338	74496488	id-69578	1.31e-05	+	ATACTGTTAGGAGCTGTGGCCTCCAGTAGGAGGAC	V_CTCF_BR	6
chr3	74589770	74589920	id-69579	1	+	NA	NONE	6
chr3	74679875	74680025	id-69580	7.73e-06	-	CATTCTCTTTGTTTTTCCCCCAGCAGAGGGTGCAA	V_CTCF_BR	28
chr3	74721723	74721873	id-69581	4.65e-05	-	GGATATTTTTGGACACCTACCAGGAGGAGGCAATA	V_CTCF_BR	9
chr3	74910495	74910645	id-69582	1	+	NA	NONE	4
chr3	74932879	74933029	id-69583	1.19e-06	-	TGACTGCAGCCTTGGCTGACCTCTAGATGGCAACC	V_CTCF_BR	33
chr3	74946279	74946429	id-69584	4.71e-06	-	GCTGTAATTCCACTCAAAATCCCTAGAGGGTGTTT	Upstream_CTCF	32
chr3	75050632	75050782	id-69585	1	+	NA	NONE	26
chr3	75092174	75092324	id-69586	6.8e-06	+	GTGAAACTCAGGTTGCAGTCCAGTAGATGGTGCTT	UpstreamP1_CTCF	5
chr3	75220893	75221043	id-69587	2.53e-05	-	TCGATATGAATGGAAATGCCCACTAGAGGTCTCTC	V_CTCF_BR	36
chr3	75241323	75241473	id-69588	1.48e-06	+	GACACAATGTTAAGGCTTGTCAGTAGAGGGCGCCA	V_CTCF_BR	40
chr3	75308079	75308229	id-69589	7.9e-07	+	AAGTTGTTCTTTAAAATCACCACAAGAGGGTGGTA	UpstreamP1_CTCF	35
chr3	75343408	75343558	id-69590	4.14e-06	+	GTGACTAGTCTCTGTGTTTACACCAGGGGGAGCAA	V_CTCF_BR	34
chr3	75391045	75391195	id-69591	2.15e-05	+	AGCCCCGCTTCCTCATCGGTCTCTAGGGGGAGTCG	V_CTCF_BR	14
chr3	75411622	75411772	id-69592	2.27e-06	+	CTTGAGGGAGCACTGATGCCCAGAAGGGGGCAGAT	V_CTCF_BR	8
chr3	75445781	75445931	id-69593	9.29e-06	+	CCTGCATGTCACTCCGTGGCCACTAGGATAGGGCT	Upstream_CTCF	17
chr3	75471310	75471460	id-69594	2.58e-07	-	CCGTCATTTCAGCTTCTGGCCACTGGGAGGCGCTG	Upstream_CTCF	36
chr3	75478890	75479040	id-69595	1.28e-08	-	CCAGCAGTTCTGCCCTGTGCCACCAGGAGAGGGCA	Upstream_CTCF	40
chr3	75552659	75552809	id-69596	2.01e-05	-	AAGAGGCTACATCCTGTGGCCTCTAGATGGCCAAG	UpstreamP1_CTCF	24
chr3	75576937	75577087	id-69597	4.23e-06	+	TGGCTCTCTTCTCACAGCTCCACTAGGTGGTGCTG	UpstreamP1_CTCF	3
chr3	75601388	75601538	id-69598	2.19e-10	-	ATGCAGTGCACCATCTTGTCCACTAGGTGGTGCTG	UpstreamP1_CTCF	38
chr3	75629447	75629597	id-69599	5.15e-14	-	CCGCGGTGCGCGCGAGCGGCCAGCAGAGGGCGCCA	V_CTCF_BR	31
chr3	75653805	75653955	id-69600	2.43e-06	+	CTTGAGGGAACACTGATGTCCAGAAGGGGGCAGAT	V_CTCF_BR	29
chr3	75669039	75669189	id-69601	2.47e-07	-	GTGCTGGATGTGAGCCTCGCCTGCAGGAGGCGGTC	UpstreamP1_CTCF	11
chr3	75692408	75692558	id-69602	1	+	NA	NONE	10
chr3	75693774	75693924	id-69603	1	+	NA	NONE	18
chr3	75708127	75708277	id-69604	3.97e-07	-	ACTGGTTACCCCCGCCAGGGCTCCAGGGGGCGCCA	V_CTCF_BR	35
chr3	75721716	75721866	id-69605	1.08e-05	+	GTGTGGCGCCGCCCTGCTGTTGCTGGGGGGCGCCC	UpstreamP1_CTCF	22
chr3	75736580	75736730	id-69606	8.56e-05	+	AAGCAGGGTAAGGATGGCCTCATCAGAGGGCCCCA	UpstreamP1_CTCF	8
chr3	75759582	75759732	id-69607	1	+	NA	NONE	0
chr3	75772768	75772918	id-69608	2.4e-09	+	CTGTCATGCCCGGACACAGCCACCAGAGGGCTCCC	UpstreamP1_CTCF	34
chr3	75820948	75821098	id-69609	3.97e-07	-	GGGCTCTGGGAGCAGAGAGACACCAGGTGGCAGGA	V_CTCF_BR	1
chr3	75834636	75834786	id-69610	2.53e-05	+	TGGCCCAGCTACAAGACCGCCTCTGGGTGCCGCAC	V_CTCF_BR	20
chr3	75867294	75867444	id-69611	6.84e-06	+	TACGGTAAAACATACATTGTCACAAGAGGGCAGCC	V_CTCF_BR	17
chr3	75902949	75903099	id-69612	7.15e-05	+	CTATCCTTGCCATGGTCACCCACCAGTAGGTGGAC	V_CTCF_BR	12
chr3	75955808	75955958	id-69613	8.71e-06	-	AGCTACCGCGCTCCCTCCTCCGGGTGGTGGCGCAG	V_CTCF_BR	21
chr3	76073918	76074068	id-69614	1.22e-07	+	CTGCTATGTCTTGATATGACCACTTGATGGAACTC	UpstreamP1_CTCF	35
chr3	76094252	76094402	id-69615	3.91e-06	-	CATGTAACATGGCACTGTGCCACACGGGGGCACTA	Upstream_CTCF	38
chr3	76157226	76157376	id-69616	1.98e-08	-	TCGCAGTTCCGAACACAACCCAGTAGATGGCAGTA	UpstreamP1_CTCF	39
chr3	76418467	76418617	id-69617	1	+	NA	NONE	29
chr3	76619723	76619873	id-69618	1.41e-06	-	TGAGCATGTTCATATTTGAACAGTAGAGGGAGCTC	Upstream_CTCF	37
chr3	76635060	76635210	id-69619	1.35e-05	-	TTCCCATATCCTGTTAAGGACACTAGGGGGAGCCT	UpstreamP1_CTCF	40
chr3	76696433	76696583	id-69620	3.24e-06	-	TAGGCTCTGCCGATAGGGGGCACTAGTGGGAGACT	Upstream_CTCF	19
chr3	76728745	76728895	id-69621	1	+	NA	NONE	9
chr3	76749121	76749271	id-69622	7.78e-06	-	GGTACAGCACCCACCCTGAGAACTAGGGGGTGCCC	Upstream_CTCF	3
chr3	76773364	76773514	id-69623	3.45e-05	+	AAGATCATGCCACCACACTCCAGCAGGGGCAGCAG	V_CTCF_BR	18
chr3	76777701	76777851	id-69624	6.75e-05	-	TTTTTCCAATAATTACTGGCCTCTAGGGGGACATA	UpstreamP1_CTCF	6
chr3	76802862	76803012	id-69625	3.63e-05	+	CTCAATTATATGACTGTAACCAGTAGGGGCTGCTC	V_CTCF_BR	24
chr3	77036402	77036552	id-69626	7.6e-05	-	ACGCATGATTCCCTCCCCCCCACTACACGGCAGTG	UpstreamP1_CTCF	9
chr3	77087650	77087800	id-69627	4.41e-06	+	GAACCTTTCCTAATATTTTCCAGTAGGGGGAACTA	V_CTCF_BR	38
chr3	77092197	77092347	id-69628	1	+	NA	NONE	29
chr3	77135634	77135784	id-69629	1	+	NA	NONE	17
chr3	77208478	77208628	id-69630	3.91e-06	+	GATGAATTTCCCAGCTATTGCACTAGGGGGTGTTT	Upstream_CTCF	24
chr3	77297684	77297834	id-69631	1	+	NA	NONE	1
chr3	77304511	77304661	id-69632	1.48e-06	-	CTCTGAAATATACATACCACCACAAGGTGGCAGTG	V_CTCF_BR	40
chr3	77306343	77306493	id-69633	1	+	NA	NONE	1
chr3	77368969	77369119	id-69634	2.78e-06	-	TGGGTTTTTAGGCTCTCTACCACTTGGGGGCAGAC	V_CTCF_BR	39
chr3	77369819	77369969	id-69635	4.55e-09	-	AGTGAAGTACCAGTTTTTGCCACTAGAGGGAAGCT	Upstream_CTCF	39
chr3	77397487	77397637	id-69636	1.59e-06	+	GCGAGTATAACAGTGAGAACCACCAGAGGTCACTC	V_CTCF_BR	37
chr3	77518407	77518557	id-69637	1.31e-05	-	AGGTGGCAGCCACGCTTTGACCCCAGGGGGAGACC	V_CTCF_BR	1
chr3	77864756	77864906	id-69638	1.31e-05	-	AGCTGCTTTCCCCATTTCACCACAGGAGGGCAATA	V_CTCF_BR	32
chr3	77874202	77874352	id-69639	1	+	NA	NONE	8
chr3	78079052	78079202	id-69640	1	+	NA	NONE	0
chr3	78115552	78115702	id-69641	1.37e-05	-	CATGCTTCTGCAAGTCTTGCCAGCAGAGGCGCTAA	Upstream_CTCF	17
chr3	78189537	78189687	id-69642	1.09e-06	-	CTGTATTTCTAACACTTTACCACTAGATGATAACA	UpstreamP1_CTCF	14
chr3	78212656	78212806	id-69643	1	+	NA	NONE	6
chr3	78215154	78215304	id-69644	1	+	NA	NONE	31
chr3	78254182	78254332	id-69645	9.41e-05	-	TTTTGATTCTTTTCTTTGATCCCAAGAGGGCACTA	V_CTCF_BR	27
chr3	78270566	78270716	id-69646	5.9e-06	+	GAGTTGCTTCTCCAACTATCCTGCAGAGGGTGATG	UpstreamP1_CTCF	20
chr3	78304610	78304760	id-69647	8.9e-05	-	TTGGAGTACCTTAAAATCACCACTTGATGATGAAA	UpstreamP1_CTCF	5
chr3	78323777	78323927	id-69648	1	+	NA	NONE	12
chr3	78333325	78333475	id-69649	1	+	NA	NONE	10
chr3	78547029	78547179	id-69650	1.47e-05	-	CCCAGACAACTAAAAGCTTCCAGCAGATGTAGCTC	V_CTCF_BR	13
chr3	78682248	78682398	id-69651	1.93e-05	-	TGACTCTAGCAATGTTTCTCCAGGAGAGGGTAGAA	V_CTCF_BR	4
chr3	78695005	78695155	id-69652	3.86e-08	-	GTTGCATCTTAGTCAGTGACCACTAGAGGGAGGAC	Upstream_CTCF	38
chr3	78708658	78708808	id-69653	1.26e-07	+	TTACATGTTGCTATTTGGACCAGCAGATGGCGCCA	V_CTCF_BR	38
chr3	78790319	78790469	id-69654	1.15e-06	+	CCTGCAATTCCTGCAGCTACCACCAGGTTCATTTT	Upstream_CTCF	38
chr3	78906770	78906920	id-69655	5.52e-05	+	AATCTGTGTTTTATCAAGCCCTCCAGGTGACGCTG	UpstreamP1_CTCF	33
chr3	79027298	79027448	id-69656	5.08e-07	-	CCTTGGTTAATTGAATTGGCCACTAGATGGAAGCA	V_CTCF_BR	37
chr3	79037595	79037745	id-69657	1.28e-06	-	CCAGTTATGTTTCATGCTTCCAGCAGGTGGGGATA	Upstream_CTCF	34
chr3	79053291	79053441	id-69658	1	+	NA	NONE	9
chr3	79067911	79068061	id-69659	1	+	NA	NONE	30
chr3	79068717	79068867	id-69660	4.65e-05	-	ATTCCGAGCAATTGGATTCTCACCTGAGGGCGCAG	V_CTCF_BR	12
chr3	79070100	79070250	id-69661	1.92e-06	-	GTGCTGTTAACCAGAGTTTCCACAAAATGTCGCTC	UpstreamP1_CTCF	2
chr3	79081981	79082131	id-69662	1.38e-06	-	TTTATTTCTCATTTTCCAGCCAGCAGAGGGCAATA	V_CTCF_BR	37
chr3	79135700	79135850	id-69663	8.46e-07	+	TGTGCAAACTACAGGGTCTCCACAAGAGGGCGATC	Upstream_CTCF	40
chr3	79314103	79314253	id-69664	1	+	NA	NONE	8
chr3	79411037	79411187	id-69665	5.08e-07	-	AAGCTGATAACTAATTTTGCCACTAGATGGCACTA	V_CTCF_BR	40
chr3	79418634	79418784	id-69666	4.71e-06	-	TGAGAAGTTTGCTCTCTTACCCACAGAGGGCAGAC	Upstream_CTCF	34
chr3	79455459	79455609	id-69667	1	+	NA	NONE	34
chr3	79539445	79539595	id-69668	1.11e-05	+	CACTCATTTCCTCTACCCTCCAGTAGGTGGATTCC	Upstream_CTCF	29
chr3	79546762	79546912	id-69669	1.41e-06	-	ACTGCCTATCTTTAAAGTTCCACTAGAGGGCAACA	Upstream_CTCF	39
chr3	79567076	79567226	id-69670	3.09e-07	-	CATTCCTTCCGCTCTCTTACCACCAGATGGCTCTC	V_CTCF_BR	40
chr3	79570498	79570648	id-69671	2.43e-06	+	ATGGAAATTTGTGTTTTAACCACAAGGTGGCAGAA	V_CTCF_BR	40
chr3	79601273	79601423	id-69672	1.17e-05	-	TGTTGTCCAAGCGTATTTGACAGCAGAGGTCGCCT	V_CTCF_BR	6
chr3	79748407	79748557	id-69673	4.21e-05	-	ACAAATCATGTTCTGTTGCCATGTAGGGGGCGCTC	V_CTCF_BR	2
chr3	79773457	79773607	id-69674	1.52e-07	-	GAAGTATGCAAGGCTGGGAACACCAGGGGGCAGCG	V_CTCF_BR	22
chr3	79816685	79816835	id-69675	1	+	NA	NONE	14
chr3	79839471	79839621	id-69676	3.63e-06	+	TGGCCCTCTTCTCACATCTCCACTAGGTGGTGCAC	V_CTCF_BR	17
chr3	79895824	79895974	id-69677	2.25e-08	-	ATGTTGTTACTCTTCCTCAACAGCAGGGGGCGCCT	UpstreamP1_CTCF	36
chr3	80109926	80110076	id-69678	2.4e-05	+	CATCAGAAAAATTGCATGTCCAGTAGGTGGAAATA	V_CTCF_BR	11
chr3	80203142	80203292	id-69679	1.31e-05	-	AGGTGCCTCATACTTTAAACCACCAGATGTCACAA	V_CTCF_BR	3
chr3	80434396	80434546	id-69680	2.43e-06	-	CCTACTTTCCTGCCTCTAGCCTGTAGATGGCAGTT	V_CTCF_BR	4
chr3	80450450	80450600	id-69681	1	+	NA	NONE	0
chr3	80488898	80489048	id-69682	1	+	NA	NONE	2
chr3	80510912	80511062	id-69683	1	+	NA	NONE	0
chr3	80575396	80575546	id-69684	7.15e-05	+	AAAAAAGGAAACTATCGAAACAATAGGTGGCGCTA	V_CTCF_BR	23
chr3	80608977	80609127	id-69685	4.01e-09	-	GTGCAGCTCAACCTCCAGGCCGGTAGGTGGCACTT	UpstreamP1_CTCF	13
chr3	80655350	80655500	id-69686	3.42e-05	+	GTTGAAGTTTAAGCAAATCCCTGTTGGGGGTGTTG	Upstream_CTCF	7
chr3	80726130	80726280	id-69687	1.21e-05	-	CTGGTTCTAAAATGTGTGCACACCAGAGGGCATCA	Upstream_CTCF	9
chr3	80738116	80738266	id-69688	8.81e-07	-	TAAAATAACCTACAAATCGACAGCAGAGGGCACCC	V_CTCF_BR	32
chr3	80816887	80817037	id-69689	1	+	NA	NONE	10
chr3	80834731	80834881	id-69690	1.83e-05	+	ACAGATTCCTCTCTGTGGGCCTCTGGGGGGAGACA	V_CTCF_BR	20
chr3	81055271	81055421	id-69691	8.9e-05	+	AGTAACCTGAGAACAATGGCCACTAGGGGCCCCAG	UpstreamP1_CTCF	19
chr3	81203942	81204092	id-69692	1	+	NA	NONE	3
chr3	81222800	81222950	id-69693	1.18e-05	-	TTGAAACTTCATTTTGTGGCCAGTTGGTGGCGTTT	UpstreamP1_CTCF	30
chr3	81248013	81248163	id-69694	1	+	NA	NONE	10
chr3	81267283	81267433	id-69695	3.28e-05	+	CTAAAGTGAAAGGCAGCAGCCACTGGTTGTCACTG	V_CTCF_BR	34
chr3	81292150	81292300	id-69696	2.47e-08	-	ACTGCAGTTCAATCAGTATACTCCAGATGGCACAC	Upstream_CTCF	37
chr3	81351231	81351381	id-69697	1.03e-07	+	ATTGTCCTACTTGTGCCTTCCAGCAGAGGGCACCC	Upstream_CTCF	40
chr3	81388340	81388490	id-69698	2e-06	-	CTTGCTATTTTCTTTTTATCCACTAGGTGACATAA	Upstream_CTCF	38
chr3	81402104	81402254	id-69699	1	+	NA	NONE	29
chr3	81444957	81445107	id-69700	2.96e-05	+	TGGTCTTAGCTAACCAGCATCACCAGGGGGCGACT	V_CTCF_BR	19
chr3	81468461	81468611	id-69701	4.21e-05	+	CAAAGTATACCCCTATAGACCTCTAGATGGCAAGC	V_CTCF_BR	34
chr3	81539743	81539893	id-69702	6.39e-08	+	GACTACCATAAAGCAACCACCACTAGAGGGCGCCA	V_CTCF_BR	39
chr3	81631280	81631430	id-69703	1.85e-10	+	TTGCAGTGCGAATCTTTGGGCACCAGAGGGCAGAA	UpstreamP1_CTCF	39
chr3	81693001	81693151	id-69704	1.64e-06	-	TTAGCATTATTGGAAAGAGCCAGTAGATGGTGCAG	Upstream_CTCF	36
chr3	81715779	81715929	id-69705	1.72e-06	+	AATGCCATGCCTTGGCTTTCCAAAAGAGGGAGATA	Upstream_CTCF	39
chr3	81774983	81775133	id-69706	1.32e-05	+	GCTGTGTTTCAAGCTTGTACCAACAGAGGGATTCT	Upstream_CTCF	7
chr3	81810088	81810238	id-69707	6.21e-05	+	CACGTTACTCCACAGGCCCACGCTAGTGGGTGCCA	V_CTCF_BR	39
chr3	81921039	81921189	id-69708	3.84e-06	+	TTTTTATTATTCTACTAAGCCAGCAGGGGGAAGTC	UpstreamP1_CTCF	21
chr3	81959524	81959674	id-69709	6.43e-06	+	GGATGTATTTTTCTCTCTTCCACTAGGTGGCGACA	V_CTCF_BR	40
chr3	82000391	82000541	id-69710	1	+	NA	NONE	7
chr3	82035149	82035299	id-69711	2.12e-06	-	AGGAACTTCCCGAATCTCCACTCTAGGGGGCAGGC	UpstreamP1_CTCF	11
chr3	82044596	82044746	id-69712	2.58e-05	+	ATTTCCCTGTTAGTTTCTGCCAATAGAGGCCACTA	Upstream_CTCF	27
chr3	82062051	82062201	id-69713	6.05e-06	+	TTAATTTATTTATCTTTTGCCACTAGTTGGCAGTA	V_CTCF_BR	35
chr3	82076236	82076386	id-69714	6.64e-05	-	ACTGCAATGTCTGCAGCCACCACTGGTCAAAAGAA	Upstream_CTCF	7
chr3	82182266	82182416	id-69715	1.34e-06	-	ACTCTATTACACTAAGTGTCCAGCAGGGGCCGCAG	UpstreamP1_CTCF	40
chr3	82213192	82213342	id-69716	1.26e-05	+	TTAGCAGTTCACATTTTGTCCACTAGGATAAGAAA	Upstream_CTCF	32
chr3	82378590	82378740	id-69717	1.21e-06	-	CCTGTAGTACCTGCATTAGCCACTTGGGTAAGCTA	Upstream_CTCF	29
chr3	82459600	82459750	id-69718	2.6e-06	+	AGCACCTGGCACATTGTTGCAGCCAGAGGGCAGCC	V_CTCF_BR	9
chr3	82546431	82546581	id-69719	3.88e-06	+	CACAAGTCCCACGCACTCTCCAGAAGAGGGCGTTG	V_CTCF_BR	22
chr3	82588283	82588433	id-69720	1.35e-05	-	GAGCAGGTGCGTCACATGGCAGAGAGGGGGAAGCA	UpstreamP1_CTCF	1
chr3	82693234	82693384	id-69721	6.04e-07	+	GTCCAATTTGCAGTGGGGACCACTGGAGGGCAGAC	UpstreamP1_CTCF	19
chr3	82756293	82756443	id-69722	3.88e-06	-	AGGCTGGACAGCTTGGTCCCCACAAGGTGTCACCC	V_CTCF_BR	14
chr3	82829079	82829229	id-69723	9.88e-07	-	TCTGCACTTCTCCTTGCTGCCACCATGTGAAGAAG	Upstream_CTCF	3
chr3	83282994	83283144	id-69724	1	+	NA	NONE	5
chr3	83433591	83433741	id-69725	1.46e-07	+	TCAGCATTTCTCCTTGCTGCCGCCAGGTGAAGAAG	Upstream_CTCF	2
chr3	83572754	83572904	id-69726	4.31e-05	-	AAGCAACTCATTAATGCTGGCCATAGATGGCGCTC	UpstreamP1_CTCF	33
chr3	83977658	83977808	id-69727	1.84e-06	-	CGTAGAGAGGATTCCCATTCCACTAGGTGGCGCTA	V_CTCF_BR	29
chr3	83983449	83983599	id-69728	4.01e-05	+	TCCGAGGACACTTAAATCAACACTAGGAGGAACCC	V_CTCF_BR	7
chr3	83995839	83995989	id-69729	1.85e-05	+	GAAGAATTCTCTACTAGTGCCTCCAGAGGGAGTGT	Upstream_CTCF	17
chr3	84017649	84017799	id-69730	2.01e-05	+	CTGTAACTGGGCTCTTGAGCCACTTGCTGGGGCCT	UpstreamP1_CTCF	11
chr3	84126744	84126894	id-69731	5.93e-06	+	GATGTAATTATCTTACAAACCTGTAGTGGGCAGTG	Upstream_CTCF	25
chr3	84185709	84185859	id-69732	3.73e-06	-	GCTGCAATCCCAACTAAGTCCCAAATGGGGCAGTA	Upstream_CTCF	13
chr3	84367700	84367850	id-69733	2.6e-06	+	AGGGCCTGTGCTGTGACTCCCTCTAGGGGGCTGCC	V_CTCF_BR	7
chr3	84559301	84559451	id-69734	1	+	NA	NONE	6
chr3	84597136	84597286	id-69735	2.93e-07	+	TTGTAGTTTGAGATGTAATCCAGTAGATGGCGCTT	UpstreamP1_CTCF	34
chr3	84597800	84597950	id-69736	1.71e-06	+	TCTTGGAGGACGATGGTGGCCGCTAGGGGGATGGG	V_CTCF_BR	11
chr3	84822121	84822271	id-69737	2.34e-06	-	GGTTACTGCCTTCTATTTGGCACTAGGTGGCACCT	UpstreamP1_CTCF	10
chr3	84875090	84875240	id-69738	3.73e-06	-	TCTTCAATTTATGCTTTCTGCCACAGGTGGCGGCA	Upstream_CTCF	9
chr3	84992643	84992793	id-69739	4.85e-07	+	ATGCCTTGTTCTTATTAGGCCACTAGGGGCCAGAG	UpstreamP1_CTCF	21
chr3	85007737	85007887	id-69740	3.97e-07	-	AGGGTTCAGCCAATCGCCACCGCGAGGGGGCGGGG	V_CTCF_BR	33
chr3	85008452	85008602	id-69741	1.1e-06	+	GGCTGTCGCGGCTGCACCACCAGCAGGAGGAGGAG	V_CTCF_BR	16
chr3	85008887	85009037	id-69742	3.18e-06	+	CCTCCCCCTACTCTCTGGTGCGGCAGGGGGCAGTG	V_CTCF_BR	5
chr3	85012431	85012581	id-69743	1	+	NA	NONE	7
chr3	85014368	85014518	id-69744	6.19e-06	-	ATGCCATTTGCATCATCACACAGCAGGGGGCTTCA	UpstreamP1_CTCF	26
chr3	85023633	85023783	id-69745	1	+	NA	NONE	12
chr3	85130747	85130897	id-69746	1.83e-05	-	CTGAGGAATTGGAAGATGGCCAGAAGCAGGCTGTC	V_CTCF_BR	3
chr3	85139799	85139949	id-69747	4.7e-06	-	TAATGCCGCTGCTAATCTGACAGCAGGTGGTGCTC	V_CTCF_BR	3
chr3	85159662	85159812	id-69748	1	+	NA	NONE	2
chr3	85242836	85242986	id-69749	8.59e-05	-	GTTAGGAATTACATTGTGGACAATAGAGGGAGACA	V_CTCF_BR	13
chr3	85353637	85353787	id-69750	6.43e-06	+	ATAAAACTATTAGTCCTGTCCACCAGAGGGCATAA	V_CTCF_BR	27
chr3	85392195	85392345	id-69751	1.09e-06	-	ACAGCATCCCTGCCCCTACCCACTAGATGTCAGTA	Upstream_CTCF	29
chr3	85410037	85410187	id-69752	8.81e-07	-	TGGGGTAGCGGGAAGTAAACCTGCAGGTGGCAGCA	V_CTCF_BR	33
chr3	85553715	85553865	id-69753	2.34e-06	+	CAGTAGATACCTCACCGGGGCTGCAGGTGGAGCTG	UpstreamP1_CTCF	2
chr3	85616344	85616494	id-69754	1.48e-06	-	GTATGTTGTACATTGCTCGCCTACAGGGGGCGCTA	V_CTCF_BR	38
chr3	85625350	85625500	id-69755	2.83e-10	-	CCGCAGTTCTAAGGTACTGCCACTAGATGGCAGCC	UpstreamP1_CTCF	40
chr3	85851221	85851371	id-69756	4.73e-07	-	TCTGTTGAGCTGGATTTGACCACTGGAGGGAGGTG	Upstream_CTCF	29
chr3	85870407	85870557	id-69757	1.38e-07	+	AATGGCATTTACCTCTAGGCCACCAGAGGGCAGGG	Upstream_CTCF	37
chr3	85875650	85875800	id-69758	1	+	NA	NONE	4
chr3	86196385	86196535	id-69759	1.1e-05	+	CCACGACTACACCACTCCACCAGAAGAGGCAGCAG	V_CTCF_BR	13
chr3	86229961	86230111	id-69760	7.46e-06	+	TTGCAGTAGCATGCATTAGCAGGAGGGTGGCATGA	UpstreamP1_CTCF	22
chr3	86294637	86294787	id-69761	1.32e-05	-	TGGTCAGTGAAGGGCAATTCCAGCAGGTGGAGTAA	Upstream_CTCF	20
chr3	86438136	86438286	id-69762	2.84e-05	-	TTCTGGTAAATGGCTGCAGCCAGCAGGGGGACCAT	UpstreamP1_CTCF	14
chr3	86612632	86612782	id-69763	3.65e-07	-	TATCACCAACATAGTTTGACCAGTAGAGGGAGCCA	V_CTCF_BR	39
chr3	86751626	86751776	id-69764	2.81e-06	+	AATGTCATTTTGCAGCAGTCCACTAGATGTCACTC	Upstream_CTCF	40
chr3	86823365	86823515	id-69765	3.18e-06	+	AGACAAACTGTCGAGTATACCACTAGGTGGCAGAG	V_CTCF_BR	36
chr3	86834650	86834800	id-69766	6.51e-05	+	TTACACTGTGTTTGTTTCACCAATAGATGGCAAAC	V_CTCF_BR	28
chr3	86999924	87000074	id-69767	5.93e-06	-	CGTTCATTTCTGACAACCGCCTCAAGAGGCAATTG	Upstream_CTCF	0
chr3	87019071	87019221	id-69768	1.82e-07	+	TGGGCCTCTTCATAAAGTGCCACAAGAGGGCGCAA	V_CTCF_BR	40
chr3	87040405	87040555	id-69769	3.73e-06	+	TTTGCAGCGGGCGGGTCACCCTGCAGGGGGACCCC	Upstream_CTCF	29
chr3	87056107	87056257	id-69770	2.46e-06	+	TTCCAGTTTCCTTTGTATTCCACTAGAAGGAGCCA	UpstreamP1_CTCF	38
chr3	87090474	87090624	id-69771	3.65e-05	+	GTGTGATGCAATATTTTGTCTACTAGATGGGTCTC	UpstreamP1_CTCF	4
chr3	87132068	87132218	id-69772	6.98e-07	-	TGAGTGAGAAATACCATTGCCACCAGAGGTCACTC	V_CTCF_BR	40
chr3	87194798	87194948	id-69773	2.97e-06	-	CTATCTTAACTGCTTCCTGCCGACAGAGGGCACTG	V_CTCF_BR	40
chr3	87217138	87217288	id-69774	3.63e-06	-	CTGACGATGTTTTATTTGACCAACAGATGGCAGTA	V_CTCF_BR	40
chr3	87309455	87309605	id-69775	3.73e-09	+	ATGTTTTTCCCACTTTGTGCCACCAGAGGGCACTG	UpstreamP1_CTCF	40
chr3	87347381	87347531	id-69776	2.11e-06	+	GGCAATTTCTTTAATTACACCAGCAGGTGGCACTA	V_CTCF_BR	39
chr3	87357074	87357224	id-69777	1.17e-05	+	CCCCTCCATTCTACCTTTACCACTAGAGGGCATAT	V_CTCF_BR	31
chr3	87399874	87400024	id-69778	1.26e-07	+	GCACAGATTCACTTCTTTGCCACTAGATGGCACTG	V_CTCF_BR	38
chr3	87553165	87553315	id-69779	8.84e-10	-	GTGCAGCTATTGGATGCTTCCAGCAGGGGGAAGCA	UpstreamP1_CTCF	39
chr3	87820530	87820680	id-69780	7.54e-08	+	CTGCATGTTGAACTGCCAGCCAGTAGGTGGCACTT	UpstreamP1_CTCF	39
chr3	87820940	87821090	id-69781	4.14e-06	-	GCTTGCTACCAGTAACAGGCCACAGGAGGGAGCCC	V_CTCF_BR	18
chr3	87841855	87842005	id-69782	8.21e-06	-	TGGCGCCCCCAGCCCCGGGGCGCGGGAGGGCAGGG	V_CTCF_BR	11
chr3	87842274	87842424	id-69783	9.31e-05	-	GCGGCTTCCCGAGGTAGGAGCGCCAGGAGCCTGCG	Upstream_CTCF	1
chr3	87949331	87949481	id-69784	4.73e-07	+	GATGCCATTTAAACAAAGACCTGAAGGGGGCAATA	Upstream_CTCF	29
chr3	88052421	88052571	id-69785	4.68e-07	-	TCTGTGAGTTTTAGATTCACCTGCAGAGGGCAGCA	V_CTCF_BR	39
chr3	88054335	88054485	id-69786	7.1e-07	-	TAGCAATTGTATTATCTTACCAGTAAGGGGCAGCA	UpstreamP1_CTCF	32
chr3	88090273	88090423	id-69787	1.1e-05	+	GGGCCTACACTGTGACTCACCTCTAGGGGCCTGCC	V_CTCF_BR	12
chr3	88106930	88107080	id-69788	1	+	NA	NONE	32
chr3	88162841	88162991	id-69789	2.6e-06	-	GGTGATCAGGGACACTTCACCCCTAGGGGGAGCTC	V_CTCF_BR	40
chr3	88229663	88229813	id-69790	1.1e-06	-	ACTCTGAGAAAAGCCTTGGCCACAAGATGTCACCA	V_CTCF_BR	40
chr3	88252814	88252964	id-69791	1	+	NA	NONE	40
chr3	88268519	88268669	id-69792	1.93e-05	+	AGTATGACACTAAGCATTCTCAGTAGAGGGCGCTG	V_CTCF_BR	39
chr3	88514053	88514203	id-69793	1	+	NA	NONE	11
chr3	88516470	88516620	id-69794	1.31e-05	+	ACTTAGCTACCATCGGTTGCCTGCAGGGGTCTCCT	V_CTCF_BR	7
chr3	88690304	88690454	id-69795	3.88e-06	+	GGAACAATGTTGGACTTCGCCAGGAGAAGGCAGTG	V_CTCF_BR	21
chr3	89098374	89098524	id-69796	6.21e-06	-	TTCGCAAACCCTTGTCCCACCAGCAGGGGAAGCTC	Upstream_CTCF	34
chr3	89148247	89148397	id-69797	1.08e-08	-	CTGCTATAAGCCGTGCTCTCCACTAGAGGGCTCTA	UpstreamP1_CTCF	40
chr3	89163850	89164000	id-69798	9.51e-07	-	GCCAGCAGATCCGCGGCAGCAGGCAGAGGGCGCAC	V_CTCF_BR	37
chr3	89295590	89295740	id-69799	6.39e-05	-	GGAGGGTCAAAGAGTTAGGCCAGCAGGGGGCCAGA	Upstream_CTCF	24
chr3	89363732	89363882	id-69800	1.26e-05	+	GATGCATTCAGCTATCTGGCACCTAGATGGCAGCC	Upstream_CTCF	35
chr3	89577003	89577153	id-69801	3.45e-05	-	ATTCAAATATGTTCCGTCTCCAAGAGGGGGCTCCA	V_CTCF_BR	8
chr3	89611639	89611789	id-69802	2.47e-05	+	AATGATTTGCATATAGTAGACAATAGGAGGCGCAA	Upstream_CTCF	6
chr3	89901296	89901446	id-69803	1.97e-06	-	TCCCGTAGGGGTTCTATGGCCACTTGGTGGCGATG	V_CTCF_BR	35
chr3	89996637	89996787	id-69804	3.47e-07	-	ATGTAGTGACCTCTGCTGCACAGAAGAGGTCACAC	UpstreamP1_CTCF	6
chr3	90004487	90004637	id-69805	1	+	NA	NONE	2
chr3	90140862	90141012	id-69806	6.8e-06	-	GATGAGATTCAATTTGTGACCACTGGGAGTCACTG	Upstream_CTCF	38
chr3	90142299	90142449	id-69807	3.67e-07	-	CTGCAGCAATCAGTTTATATCACTAGGGGTCAGTC	UpstreamP1_CTCF	37
chr3	90231798	90231948	id-69808	8.19e-06	-	CTGATGTGTGCTGGATTGACCACACGATGGCAGTA	UpstreamP1_CTCF	21
chr3	90367005	90367155	id-69809	1	+	NA	NONE	0
chr3	90447890	90448040	id-69810	1	+	NA	NONE	0
chr3	93560629	93560779	id-69811	8.19e-06	-	CTGATGTGTGCTGGATTGACCACACGATGGCAGTA	UpstreamP1_CTCF	36
chr3	93586386	93586536	id-69812	4.14e-06	-	GGAAATGATGTTCCAGTGCCCTGGAGGGGGAGCTG	V_CTCF_BR	17
chr3	93692470	93692620	id-69813	6.15e-05	+	TTTGCCTCTGAGACGGGAAGCACTAGGAGGAGACA	Upstream_CTCF	10
chr3	93723269	93723419	id-69814	3.48e-06	+	TAGCATTTATGCATGGTAAACAGTAGATGGTGCTA	UpstreamP1_CTCF	40
chr3	93755875	93756025	id-69815	3.71e-05	+	GAGACATTTTTAGTTTTCACCACTAGGGGAAGGAG	Upstream_CTCF	40
chr3	93788189	93788339	id-69816	6.51e-07	-	GATTTAGTGCTATTATTATCCACTAGAGGGTGCTC	Upstream_CTCF	39
chr3	93817454	93817604	id-69817	1	+	NA	NONE	13
chr3	93820799	93820949	id-69818	2.23e-06	-	AAGTAGTGAGAAAAGAAAACCAGAAGGGGTCAGTA	UpstreamP1_CTCF	31
chr3	93834437	93834587	id-69819	5.65e-05	+	AAAATCACTCTCGTTTCGGTCAAAAGATGGCACTG	V_CTCF_BR	37
chr3	93877923	93878073	id-69820	1	+	NA	NONE	17
chr3	93953151	93953301	id-69821	1.27e-06	+	CTGCAAATTATCTGAGTGTCCAATAGATGGCGCCC	UpstreamP1_CTCF	39
chr3	93968476	93968626	id-69822	1.39e-07	+	AGACTTTACACAGAGCAGACCACCAGGGGGCAGTG	V_CTCF_BR	40
chr3	93976334	93976484	id-69823	1	+	NA	NONE	2
chr3	94004845	94004995	id-69824	2.27e-06	-	TCTTATTATCAGATAGAAACCACCAGATGGCACTG	V_CTCF_BR	28
chr3	94022787	94022937	id-69825	9.39e-07	+	TCAGTATTACCAAATTTCCCCACAGGATGGCATCC	Upstream_CTCF	27
chr3	94054986	94055136	id-69826	6.46e-07	-	TGCTCTCACATGATACTGGGCACCAGGGGGAGGTC	V_CTCF_BR	5
chr3	94055298	94055448	id-69827	3.56e-05	+	CATGTTTATCTCAGAGGATGCAGCAGGAGGAGCTC	Upstream_CTCF	38
chr3	94241445	94241595	id-69828	6.27e-08	+	GTGCTATGCCAGAGTTTCTCCTGCAGAGGGGAGAG	UpstreamP1_CTCF	31
chr3	94244011	94244161	id-69829	6.15e-05	+	CATGTGCTGTTGTCTGTGGCCACAAGAGGCGTAAT	Upstream_CTCF	33
chr3	94254729	94254879	id-69830	3.63e-05	-	TTCTTAGATCTGCTGCACCCCTGCAGGTGGAAGAG	V_CTCF_BR	2
chr3	94267881	94268031	id-69831	5.92e-05	-	CAGATCAGTGATTCCTGACCAGCTAGGGGGCAGCA	V_CTCF_BR	8
chr3	94435588	94435738	id-69832	8.16e-07	-	TGAACCAGAACCAGAATCACCTCCAGGTGGCAGGG	V_CTCF_BR	17
chr3	94581657	94581807	id-69833	3.73e-09	+	GCGCAGTTCAACCTACAGGCCAGTAGATGGCAATG	UpstreamP1_CTCF	39
chr3	94709927	94710077	id-69834	1	+	NA	NONE	7
chr3	94853678	94853828	id-69835	1.32e-05	+	TGAGCAGAACCTCTCTTGGCCAGCAGGGCCCCAGA	Upstream_CTCF	7
chr3	94891049	94891199	id-69836	4.7e-06	+	CAACTAAAGAAGATTCCAGCCTGTAGAGGGCTGAG	V_CTCF_BR	5
chr3	94902961	94903111	id-69837	3.18e-06	-	TCTGACGGGAAGACACTGCCCAGCAGGGGTCGACA	V_CTCF_BR	8
chr3	95011053	95011203	id-69838	1	+	NA	NONE	4
chr3	95154145	95154295	id-69839	2.43e-06	+	TAGAGAGCTCTGCATTCAGCCAGCAGATGGAGAAG	V_CTCF_BR	3
chr3	95240372	95240522	id-69840	7.49e-07	+	GTGCAATTTTTCTTTGACAACACCAGGTGCTGCTC	UpstreamP1_CTCF	1
chr3	95430717	95430867	id-69841	3.28e-05	-	TAACAAGAGAGTGAAAGGACCTGTGGGTGGCTCCA	V_CTCF_BR	1
chr3	95470480	95470630	id-69842	6.04e-07	-	CTGCTATGCGAGTCATTTCCCTGTTGGTGGCACTG	UpstreamP1_CTCF	3
chr3	95471177	95471327	id-69843	1	+	NA	NONE	11
chr3	95741661	95741811	id-69844	1.11e-05	+	CTGTCCATACTCAAAGCTGCCTCCAGGAGGCATAA	Upstream_CTCF	14
chr3	95932366	95932516	id-69845	1	+	NA	NONE	11
chr3	95955225	95955375	id-69846	1	+	NA	NONE	2
chr3	96013102	96013252	id-69847	2.23e-06	+	GTGAAGCCTCTCCTTCCAGCCTGTAGGTGGCCACC	UpstreamP1_CTCF	7
chr3	96050303	96050453	id-69848	2.6e-06	+	GTAGTTAGGCATAAGTAGGCCAGGAGAGGGCTCTC	V_CTCF_BR	17
chr3	96135728	96135878	id-69849	8.46e-07	-	CCTGCACCTCCTCACCTAGCCTCTAGGCTGAGGCA	Upstream_CTCF	5
chr3	96314662	96314812	id-69850	2.94e-06	-	ACTGCATTATCTACTGGATACTCTAGAGGTCACTC	Upstream_CTCF	10
chr3	96419855	96420005	id-69851	1.28e-06	-	TGGAATTTGCAGTTATCAGCCAGCAGGGGCCACTC	V_CTCF_BR	17
chr3	96498749	96498899	id-69852	1.15e-07	-	TGGCTCTCTTCTCACAGCTCCACTAGGGGGCGCCC	V_CTCF_BR	18
chr3	96532047	96532197	id-69853	6.82e-05	-	AACAAAAATGCCTGCACCGCTCGCAGGTGGAGGCG	V_CTCF_BR	38
chr3	96532829	96532979	id-69854	1	+	NA	NONE	32
chr3	96533520	96533670	id-69855	5.37e-06	-	CTCTTCCTCCTCCACCCGGCCCGCAGGGGGTGTCC	UpstreamP1_CTCF	0
chr3	96571858	96572008	id-69856	3.65e-05	+	CAGTAATGTGCAGTCTTGGCCTATAGAGGCTTCCA	UpstreamP1_CTCF	5
chr3	96582095	96582245	id-69857	5.01e-06	+	AGGTAACTTTTGTTTGGAGCCAGCAGGAGGAGCTC	V_CTCF_BR	39
chr3	96737709	96737859	id-69858	6.27e-08	-	CTGTTATGCCCAGACAGGGCTACCAGAGGGCTCCT	UpstreamP1_CTCF	14
chr3	96858061	96858211	id-69859	2.93e-07	-	GTGCAGGCTGGCTTCCCCACCAGTAGGTGGTGCTT	UpstreamP1_CTCF	23
chr3	96975054	96975204	id-69860	1	+	NA	NONE	13
chr3	96997455	96997605	id-69861	3.81e-05	+	AGAAAAACAACACAGTTAAGCACTAGAGGGTGCAG	V_CTCF_BR	8
chr3	97316709	97316859	id-69862	1.21e-05	+	GTAGTAATGCAAATATATAAGACTAGGTGGCAGAC	Upstream_CTCF	2
chr3	97377639	97377789	id-69863	1.82e-07	-	CCTGGGTTCCATTCATTCACCACAAGAGGGCACAC	V_CTCF_BR	38
chr3	97424716	97424866	id-69864	6.84e-06	-	GAAGCCTTGTTCATTGTGGACAGCAGATGGCTCTT	V_CTCF_BR	3
chr3	97438163	97438313	id-69865	9.49e-08	-	GACGAAAGCAGCCCTAGCGCCACTAGATGGCGGAA	V_CTCF_BR	40
chr3	97483783	97483933	id-69866	1.55e-05	-	AATTCTAAAACTGACGGGGACAGAGGGTGGCGCTG	V_CTCF_BR	36
chr3	97512384	97512534	id-69867	3.18e-06	+	TTTTGTCACTAGCAGTTAGCCACTAGGTGTCAGTA	V_CTCF_BR	40
chr3	97540409	97540559	id-69868	1	+	NA	NONE	21
chr3	97540966	97541116	id-69869	1.41e-05	-	CTGCGGCCGCTGGACATTTCCCGAGGGGGCCGCTG	UpstreamP1_CTCF	40
chr3	97608785	97608935	id-69870	3.66e-06	+	TTGTAATTAGGTTACAGCACCTCCAGAGGCAGGTA	UpstreamP1_CTCF	6
chr3	97615520	97615670	id-69871	4.94e-06	+	GGAGCAGTGGTGCTACTGACATCTAGAGGGTAGAG	Upstream_CTCF	17
chr3	97659016	97659166	id-69872	1	+	NA	NONE	20
chr3	97673146	97673296	id-69873	1.5e-05	+	AGAGCTGTCCTAGCATGTGCAGCTGGGAGGCAGTG	Upstream_CTCF	1
chr3	97686945	97687095	id-69874	1.41e-08	-	AGGCAGTGGCCTGCTCCAGCCACCAGGAGACACCG	UpstreamP1_CTCF	30
chr3	97690797	97690947	id-69875	4.1e-06	+	CAGGCAGTTCTGCCACCACCGGGCGGAGGCCGGCA	Upstream_CTCF	28
chr3	97694434	97694584	id-69876	1	+	NA	NONE	26
chr3	97698587	97698737	id-69877	4.7e-06	+	CTCAGCAGATGGGTGAACACCAACAGATGGCACCC	V_CTCF_BR	4
chr3	97732709	97732859	id-69878	1.93e-05	+	TCTGTGATATAGCAAGTCACCACACGCTGGCACTA	Upstream_CTCF	23
chr3	97742189	97742339	id-69879	1.73e-11	-	CCTGTCCCTGGGTTTTCGGCCACCAGGGGGCGCCA	V_CTCF_BR	40
chr3	97758265	97758415	id-69880	1.74e-07	+	CTGGCCATGCCTAGAGCAGCCAGTAGGGGGCATTT	Upstream_CTCF	40
chr3	97758557	97758707	id-69881	8.17e-09	+	GTGTAATAGCGCAAGACCACCACTAGATGGAAGCA	UpstreamP1_CTCF	32
chr3	97762058	97762208	id-69882	1	+	NA	NONE	11
chr3	97787773	97787923	id-69883	1	+	NA	NONE	36
chr3	97904138	97904288	id-69884	9.4e-06	-	TTCCAAGGACCTTAGATCACCCCCAGGAGGAGCCC	UpstreamP1_CTCF	18
chr3	97907516	97907666	id-69885	7.31e-05	+	ATGTAGAGGATTTTTATTTCCGCTAGGTGGCTTAG	UpstreamP1_CTCF	35
chr3	97978696	97978846	id-69886	8.46e-07	-	CTTGCAGTACTCCTTGTGACCAGGGGTGGCAGTGG	Upstream_CTCF	28
chr3	98047390	98047540	id-69887	2.1e-05	+	TAGGTTTTACCAAGGTGGCCAACTAGATGGAGCTG	Upstream_CTCF	11
chr3	98048492	98048642	id-69888	2.93e-07	-	GTGTGGTTAGGGATGTGATCCAGCAGATGGCGCCT	UpstreamP1_CTCF	40
chr3	98052953	98053103	id-69889	9.66e-05	+	GCCTCAATTATCAATTACGGCAAAAGAGGGTGCTG	Upstream_CTCF	18
chr3	98062868	98063018	id-69890	2.97e-06	-	GTCACCATGATAAACTTTGTCAGTAGAGGGCGCTG	V_CTCF_BR	40
chr3	98078975	98079125	id-69891	1.83e-05	+	AGGTCCTGGGGCTCTACAATCAACAGATGGCAGCA	V_CTCF_BR	18
chr3	98176509	98176659	id-69892	9.51e-07	-	GCTGCCCAAACCATGGTGACCACAAGAAGGCACTG	V_CTCF_BR	9
chr3	98269742	98269892	id-69893	1	+	NA	NONE	2
chr3	98292393	98292543	id-69894	1.3e-07	-	TATGAAATTCTTGAAAGAACCAGTAGGTGGAGCAG	Upstream_CTCF	38
chr3	98307094	98307244	id-69895	5.01e-06	-	CATTGGAAGGGTTGGAGAACCACTAGAGGGAGATG	V_CTCF_BR	38
chr3	98315871	98316021	id-69896	1.14e-06	+	CAGAAAGTACCATAAATGCCCACCAGAGGGAGAAA	UpstreamP1_CTCF	40
chr3	98321028	98321178	id-69897	1.38e-06	+	ATGTGTGACACTCGTGTGTACACTAGAGGGCACTC	V_CTCF_BR	39
chr3	98331520	98331670	id-69898	1	+	NA	NONE	24
chr3	98332698	98332848	id-69899	1	+	NA	NONE	1
chr3	98376408	98376558	id-69900	1.15e-07	-	CGCGGCACCTGCACCTCCTCCTGCAGTGGGCGCCC	V_CTCF_BR	31
chr3	98401404	98401554	id-69901	3.18e-06	-	CTTCGTCCAAGAGGGGCACCCACCAGATGCCAGCC	V_CTCF_BR	2
chr3	98424664	98424814	id-69902	3.66e-06	-	TTGCCCTGTAGCAATTGACCCACTAGATGCCAGTA	UpstreamP1_CTCF	27
chr3	98496736	98496886	id-69903	1	+	NA	NONE	19
chr3	98515312	98515462	id-69904	8.23e-05	-	CACTTGCCTCTCCCCATCTCCAGAAGAGGGGAGCA	UpstreamP1_CTCF	3
chr3	98517800	98517950	id-69905	1.48e-06	-	GCTGCAGGTACATTAATGAACTCGAGATGGCTCTG	Upstream_CTCF	3
chr3	98520311	98520461	id-69906	7.27e-06	-	ATCAGAGGGATGTCGCTCCCCTACAGGGGGCAGTA	V_CTCF_BR	36
chr3	98531758	98531908	id-69907	6.04e-07	-	CTGTCTTTATGCAGTTTATCCAGTAGGTGGAGGTA	UpstreamP1_CTCF	36
chr3	98536422	98536572	id-69908	1.24e-05	+	ATAACACTACCTAAAATAACCACAAGAGGGTAGTA	V_CTCF_BR	38
chr3	98543245	98543395	id-69909	4.43e-05	+	GCTAACGTCCCCCTCAAATGCTGAAGAGGGCACCC	V_CTCF_BR	28
chr3	98622639	98622789	id-69910	7.12e-06	+	TTGTAAAAACCCCAATCAGCCAGTAGGGTGAGGAA	UpstreamP1_CTCF	14
chr3	98704350	98704500	id-69911	1	+	NA	NONE	20
chr3	98710356	98710506	id-69912	2.15e-05	+	AGGATGATGTTCAACATCCTCAGTAGAGGGCACTA	V_CTCF_BR	32
chr3	98713131	98713281	id-69913	5.68e-06	-	AAAAAGTTACAGGCTTTCACCAGCAGAGGGAAATA	V_CTCF_BR	38
chr3	98732065	98732215	id-69914	3.09e-05	+	CAGATTCTCTCAGAGTTGGCCAGCAGGAGTCCCTT	UpstreamP1_CTCF	25
chr3	98742550	98742700	id-69915	2.77e-07	+	GTGTGATACCAGACTATGTCCAACAGGTGGCTGTA	UpstreamP1_CTCF	40
chr3	98793978	98794128	id-69916	2.1e-05	+	TTTTCAAATTTTGAGAGCGCCACTAGAGGTCGAAA	Upstream_CTCF	2
chr3	98817708	98817858	id-69917	5.68e-06	-	TGGCCCTCTTTTCACAGCTCCACTAGGTGGTGCTC	V_CTCF_BR	20
chr3	98833513	98833663	id-69918	4.44e-06	+	GACCACTGCACCTCTCTCAGCACTAGGGGACAGTC	UpstreamP1_CTCF	40
chr3	98863907	98864057	id-69919	3.97e-07	+	TTTTGGAGTACACGGCTGGCCAGCAGGTGTCAGAG	V_CTCF_BR	3
chr3	98891998	98892148	id-69920	2.97e-06	-	TGCTGTTTTGGGCTGTGATCCACTAGGTGGCGCTT	V_CTCF_BR	40
chr3	98937448	98937598	id-69921	6.49e-06	-	TGTTCACTGCAGCCATCTTTCACTAGTGGGCACTG	Upstream_CTCF	6
chr3	99064493	99064643	id-69922	2.1e-05	-	CTGCAGACACAGTGTAAGGCAGGAAGAGGGTGCTC	UpstreamP1_CTCF	3
chr3	99085956	99086106	id-69923	1.27e-06	-	AAGTAATGATGGCATTTGGCCAGAAGTGGGAGCAG	UpstreamP1_CTCF	15
chr3	99203777	99203927	id-69924	8.64e-05	+	ACTGTTTTCATACCACTGGGGCCCTGGGGGAGCTC	Upstream_CTCF	7
chr3	99217488	99217638	id-69925	1	+	NA	NONE	17
chr3	99218159	99218309	id-69926	1.19e-06	+	TTTGCCCAGCACTCTTCATCCACCAGAGGGCAGAT	V_CTCF_BR	40
chr3	99251231	99251381	id-69927	9.49e-08	-	GACTTTCATCTAAAGTTAGCCAGTAGGGGGCACTG	V_CTCF_BR	40
chr3	99270525	99270675	id-69928	5.34e-06	+	GAAGAGGAGGGCAGAGAGGCCACTAGAGGGCTTTC	V_CTCF_BR	36
chr3	99305599	99305749	id-69929	1	+	NA	NONE	5
chr3	99339052	99339202	id-69930	9.71e-06	-	TGTGCTATTTACATTCCTACCAGCAGTGGATGAGG	Upstream_CTCF	24
chr3	99340253	99340403	id-69931	5.34e-06	-	TGCTGCAGGGTTACAGTGTCCACTAGGTGTAGGCA	V_CTCF_BR	21
chr3	99344247	99344397	id-69932	4.48e-07	+	TGTGTCACTCCACCCCCCAGCACTAGGTGGCTCAG	Upstream_CTCF	14
chr3	99346410	99346560	id-69933	1.17e-05	+	CCAAATTGACACTGATCCTCCAGCAGGGGGAAAGA	V_CTCF_BR	31
chr3	99355984	99356134	id-69934	1	+	NA	NONE	25
chr3	99364219	99364369	id-69935	1	+	NA	NONE	34
chr3	99396888	99397038	id-69936	5.37e-06	-	GTGTTCCACCCACTCACAGCCACAAGTGGGAGTGA	UpstreamP1_CTCF	5
chr3	99405956	99406106	id-69937	1.28e-06	-	GAAACCATTGGTTGGTCTGCCGCTAGGTGGCTCCA	V_CTCF_BR	40
chr3	99423571	99423721	id-69938	1	+	NA	NONE	15
chr3	99466993	99467143	id-69939	1.73e-05	-	TTTGCCACCATTGGAGGTGCCAGAGGGTGGCAATG	V_CTCF_BR	36
chr3	99472346	99472496	id-69940	2.62e-07	-	ATGCAGTAATTCAAAGTCATCACTAGATGGCAATT	UpstreamP1_CTCF	40
chr3	99502055	99502205	id-69941	1	+	NA	NONE	5
chr3	99508325	99508475	id-69942	1.75e-07	-	GTGCATTGTTGGCAAATGCACACTAGAGGGCAAGT	UpstreamP1_CTCF	40
chr3	99527144	99527294	id-69943	5.98e-10	-	ACTGCTGTTTCTATCATGGCCACGAGAGGGAGACC	Upstream_CTCF	40
chr3	99536912	99537062	id-69944	2.5e-05	+	TGGCGATCGCGGTGTTTGCCCAGCAGGGGTGTGCA	UpstreamP1_CTCF	38
chr3	99550944	99551094	id-69945	2.34e-06	+	TTTCATTACGTAGTTTTTACCTCTAGATGGCAGCA	UpstreamP1_CTCF	39
chr3	99562205	99562355	id-69946	4.34e-07	+	CTTCTGTTTGTCATGCCAGCCACTAGAGGGTAGAA	UpstreamP1_CTCF	38
chr3	99594996	99595146	id-69947	1	+	NA	NONE	11
chr3	99611287	99611437	id-69948	1	+	NA	NONE	21
chr3	99648002	99648152	id-69949	9.71e-06	+	CAAGCAGTACTGCCTTCTCCCTAGTGGTGGCCCTG	Upstream_CTCF	26
chr3	99716360	99716510	id-69950	1	+	NA	NONE	2
chr3	99725838	99725988	id-69951	6.82e-05	-	CGAGTCAGAAAACTGTAGGCCACAAGATGGTGTAA	V_CTCF_BR	26
chr3	99776991	99777141	id-69952	1	+	NA	NONE	18
chr3	99787714	99787864	id-69953	5.77e-08	+	AGCTTGCTCTCACCCTCGCCCAGCAGGTGGCACTG	V_CTCF_BR	40
chr3	99809301	99809451	id-69954	6.9e-05	-	AGAACAGTTTCATAACCTACCACTGGGAGGGCCTG	Upstream_CTCF	40
chr3	99904838	99904988	id-69955	4.41e-06	-	CTGGCATGAGAGTAACTGCCCTCAAGAGGGAGCAG	V_CTCF_BR	19
chr3	99916561	99916711	id-69956	1	+	NA	NONE	5
chr3	99973138	99973288	id-69957	5.55e-07	-	CCTTCAGCTTTAACAAGTGTCACTAGGTGGCACTC	Upstream_CTCF	40
chr3	99979016	99979166	id-69958	1	+	NA	NONE	24
chr3	99980074	99980224	id-69959	1	+	NA	NONE	21
chr3	100035516	100035666	id-69960	3.05e-07	+	GAGGCAATATCCTAAAGGGCCACAAGATGGTGATA	Upstream_CTCF	40
chr3	100122320	100122470	id-69961	1	+	NA	NONE	21
chr3	100181882	100182032	id-69962	1.93e-05	+	AAGACATTCTGGTTACTCTACTCTAGGGGGCAGAC	V_CTCF_BR	39
chr3	100296615	100296765	id-69963	1	+	NA	NONE	12
chr3	100309511	100309661	id-69964	2.04e-08	-	GTTGTGTTTCTACACTCTGCCACTAGAGGGCAGCA	Upstream_CTCF	40
chr3	100322410	100322560	id-69965	1.59e-06	+	TCTCCCTGCCCTCCCTTAACCACTAGGTGGAAACG	V_CTCF_BR	40
chr3	100325857	100326007	id-69966	1	+	NA	NONE	17
chr3	100353754	100353904	id-69967	1.47e-05	-	TGTGTGTGTGTCTTGGTTTTCACTAGATGGCAGCA	V_CTCF_BR	26
chr3	100369703	100369853	id-69968	1	+	NA	NONE	34
chr3	100416140	100416290	id-69969	1	+	NA	NONE	3
chr3	100428835	100428985	id-69970	1	+	NA	NONE	20
chr3	100429575	100429725	id-69971	5.7e-05	-	TAACTAGTTCCTAGAACTGCCAGTAGGAGCCCTAC	Upstream_CTCF	39
chr3	100456356	100456506	id-69972	1.04e-05	+	GCATTCCACTTCAAAACAAACACCAGGTGGTGCTC	V_CTCF_BR	40
chr3	100473519	100473669	id-69973	1	+	NA	NONE	15
chr3	100480185	100480335	id-69974	4.99e-07	-	GGTGCAGCTCCAAAGGTGGCCTTAAGGGGCCTCCC	Upstream_CTCF	38
chr3	100495671	100495821	id-69975	2.55e-06	-	AGGGTGATGCCTGAGTGTGCCACTTGGGGGCCCCC	Upstream_CTCF	29
chr3	100515532	100515682	id-69976	2.81e-05	-	TGACTTTCTATTTTGAAAGCCACTTGAGGGAGCTC	V_CTCF_BR	38
chr3	100538854	100539004	id-69977	2.47e-05	+	TGTGTTCTCCTTTGCTAACTCAACAGGGGGAGCAG	Upstream_CTCF	38
chr3	100610033	100610183	id-69978	6.51e-07	-	TTTGTTGTACTTAAACCAGCCACCAGTGGGTGATA	Upstream_CTCF	35
chr3	100612552	100612702	id-69979	1.71e-06	+	GAAACTTTGAGCATGCTTGCCAGCAGGAGGCAGGG	V_CTCF_BR	40
chr3	100672075	100672225	id-69980	1.48e-05	-	AGTCACGTGCTGTTTTTGTCCAGCAGGGGCAGACG	UpstreamP1_CTCF	18
chr3	100711346	100711496	id-69981	1	+	NA	NONE	7
chr3	100789229	100789379	id-69982	8.62e-10	+	GCACCCAGCACCGGACCCACCACCAGAGGGCACTC	V_CTCF_BR	39
chr3	100810461	100810611	id-69983	1	+	NA	NONE	15
chr3	100814239	100814389	id-69984	1	+	NA	NONE	10
chr3	100850785	100850935	id-69985	1	+	NA	NONE	23
chr3	100915074	100915224	id-69986	5.38e-05	-	TTCTCTCGAATGTCTTCTACCACCAGAGAGCAGCA	V_CTCF_BR	39
chr3	100929922	100930072	id-69987	2.73e-07	+	CCTGTAATCCCAGCTACTTGCAGTGGGTGGGGGTA	Upstream_CTCF	29
chr3	100948651	100948801	id-69988	4.44e-06	+	ATGTTGGAAACTATGTCTGCCAGTAGATGGTGCTT	UpstreamP1_CTCF	30
chr3	100971695	100971845	id-69989	2.1e-05	-	CTTTTGTTATCATATACAAACAGTAGGGGGACTCC	UpstreamP1_CTCF	5
chr3	101100798	101100948	id-69990	1.73e-05	-	AAGACTCTAATATAGACTTCCAACAGAGGGAGCCC	V_CTCF_BR	37
chr3	101214525	101214675	id-69991	8.71e-06	+	CACACTGGGGCCTGTCAGACCGGTAGAGGGAGCAT	V_CTCF_BR	34
chr3	101231075	101231225	id-69992	1	+	NA	NONE	16
chr3	101263430	101263580	id-69993	2.6e-05	-	CTGCTTCCTCCTCTCTCTGCCTGAAGGTGGTGTCT	UpstreamP1_CTCF	31
chr3	101292514	101292664	id-69994	4.43e-05	+	AGTGTATGAAAGGCGTCTGAAGCTAGGGGGCGCTA	V_CTCF_BR	40
chr3	101355173	101355323	id-69995	5.01e-06	-	GGTAGTTAGCAGGAGTTGGGCAGTAGGGGGCGTTG	V_CTCF_BR	31
chr3	101357082	101357232	id-69996	3.28e-07	-	TTGCAGTGAATTACAGCCACCTGCTGAGGGAGCCA	UpstreamP1_CTCF	31
chr3	101395064	101395214	id-69997	5.96e-07	+	AGAGGGCCGGGGCCTACAGCCTCAAGGGGCCGCCC	V_CTCF_BR	24
chr3	101396151	101396301	id-69998	2.66e-05	+	CACGCTTTCTAAGGAGCCACGTGTAGGGGGAGCTG	V_CTCF_BR	40
chr3	101403703	101403853	id-69999	3.97e-05	-	CAGCGGCTGTACTCTAGCTCCTCCGGAGGCCAAGG	UpstreamP1_CTCF	37
chr3	101405313	101405463	id-70000	1	+	NA	NONE	26
chr3	101409962	101410112	id-70001	1.34e-06	+	ATGCTGCTGCCCATGCTGCCCACTGTGAGGCAGCA	UpstreamP1_CTCF	4
chr3	101412542	101412692	id-70002	3.1e-07	-	GTGCAGTGTACCACCTTGTCCACTACGTGATGCTG	UpstreamP1_CTCF	40
chr3	101414730	101414880	id-70003	1.48e-06	+	TTTGTAATTCAGAAAAAATCCGGCAGATGGCGTAT	Upstream_CTCF	39
chr3	101426284	101426434	id-70004	1.28e-06	-	TCAGTAATACCAATTTCTTCCAGAAGATGTCTCCC	Upstream_CTCF	40
chr3	101522136	101522286	id-70005	2.2e-07	+	ATGCCATACTTTTAGAAGGCCAGCAGAGGGAGCAC	UpstreamP1_CTCF	40
chr3	101528152	101528302	id-70006	2.47e-07	+	TTGAATTTCACTCTGTGGACCAGCAGGGGGCATTC	UpstreamP1_CTCF	40
chr3	101532683	101532833	id-70007	1.09e-06	+	ATGTTTTTGTCCCAGTTGACCATAAGGGGGCAACA	UpstreamP1_CTCF	36
chr3	101567866	101568016	id-70008	3.83e-09	-	CGCGCGGCGCAGGGCTGGGCCTGCAGAGGGAGGCG	V_CTCF_BR	4
chr3	101568678	101568828	id-70009	1	+	NA	NONE	19
chr3	101585172	101585322	id-70010	1	+	NA	NONE	10
chr3	101717208	101717358	id-70011	7.17e-05	+	AATACAGTTTCCATTCTGTCCTTGAGGTGGAGCTT	Upstream_CTCF	12
chr3	101893702	101893852	id-70012	1	+	NA	NONE	13
chr3	101943170	101943320	id-70013	1.28e-06	-	GATGTTCTGGCCTGACCACCCAGCAGGTGGCCTCA	Upstream_CTCF	40
chr3	101944367	101944517	id-70014	2.53e-05	-	TGCTTGTTAATGCAAAGTGCCACTAGAGGTCAGAT	V_CTCF_BR	40
chr3	101948016	101948166	id-70015	5.28e-08	+	GTTGCAGCTGACTTTCTGTCCACGAGATGGCGGTA	Upstream_CTCF	40
chr3	101954641	101954791	id-70016	1.26e-07	+	TTCTTCCGCTAAGTGATGGCCACCAGATGGCTGTG	V_CTCF_BR	35
chr3	102042295	102042445	id-70017	3.97e-07	+	GCGGAAATAAGAACCACAGGCAGCAGAGGGCACCA	V_CTCF_BR	4
chr3	102185044	102185194	id-70018	1	+	NA	NONE	25
chr3	102189982	102190132	id-70019	1.17e-05	+	AGTTTCTGGTTGGGCTTGACCAATAGGTGGTGCTG	V_CTCF_BR	35
chr3	102248426	102248576	id-70020	9.71e-06	-	AGGTCGGCTCAGGCAGTCTCCACCAGGGAGAGCTA	Upstream_CTCF	37
chr3	102255448	102255598	id-70021	5.92e-05	-	GTTGTATTTCTGAGCTTATTTACTAGGTGGCGATA	Upstream_CTCF	39
chr3	102392459	102392609	id-70022	8.61e-08	+	TTCACCGAGTGTCATGCAGCCACTAGATGGCAGTA	V_CTCF_BR	40
chr3	102422704	102422854	id-70023	1.48e-06	+	TTTGTATTATGTGAGGATACCAGGAGAGGGCACCA	Upstream_CTCF	8
chr3	102460107	102460257	id-70024	7.82e-06	-	TTATAGCTAAGGGATAAAACCACCAGGGGGCAAGC	UpstreamP1_CTCF	25
chr3	102464854	102465004	id-70025	1.97e-06	+	CTATAAGGTGCTCCACCAGCCTCTAGATGGCACTT	V_CTCF_BR	30
chr3	102776070	102776220	id-70026	1	+	NA	NONE	4
chr3	102831505	102831655	id-70027	5.01e-06	+	GGCACATGAACTAGGGAAGACACCAGCTGGCACAG	V_CTCF_BR	1
chr3	102843592	102843742	id-70028	1	+	NA	NONE	3
chr3	102845180	102845330	id-70029	1	+	NA	NONE	5
chr3	103014944	103015094	id-70030	9.81e-06	+	ATGAAAAATTCATTTTCTGGCAGCAGAGGGAGCTC	V_CTCF_BR	33
chr3	103027861	103028011	id-70031	1	+	NA	NONE	25
chr3	103129211	103129361	id-70032	7.16e-08	-	GGAGCAAGCTCCGTGCGGGCCCCTAGGTGGCGCCC	Upstream_CTCF	31
chr3	103159482	103159632	id-70033	1.09e-06	+	GTTGTTATACCACTTTATTCCACCAGGTGAAGTAG	Upstream_CTCF	31
chr3	103214924	103215074	id-70034	1.61e-05	-	TTGCATAGCCTAACATTTTACAGCAGGTGGGGTCG	UpstreamP1_CTCF	5
chr3	103328437	103328587	id-70035	2.55e-06	-	ACTGACTTTCCCAGTTTCTACAGCAGATGGCATTC	Upstream_CTCF	13
chr3	103398706	103398856	id-70036	9.25e-06	+	GGCTGTATCAAGGCCAAGTCCACCAGATGTCAGTA	V_CTCF_BR	6
chr3	103513676	103513826	id-70037	7.27e-06	+	TGTTTGGAATGTTATCAAGCCACTAGGTGGCTCAG	V_CTCF_BR	21
chr3	103710411	103710561	id-70038	3.66e-06	+	TCGAATTTGCAGTTATCAGCCAGCAGGGGACGCTC	UpstreamP1_CTCF	38
chr3	103711482	103711632	id-70039	1	+	NA	NONE	13
chr3	103738030	103738180	id-70040	7.27e-06	+	CATGACTAGCTGAGTCTTCCCAGCAGGGGTCTCCA	V_CTCF_BR	9
chr3	103821276	103821426	id-70041	2.89e-07	+	TTTGCATTTCGTCTGTGATCCAGTAGATGGCGCTT	Upstream_CTCF	39
chr3	103868135	103868285	id-70042	9.84e-06	-	TGGCAACACCAAATAATTGCCAGAAAGTGGAGCAA	UpstreamP1_CTCF	3
chr3	103868567	103868717	id-70043	1	+	NA	NONE	1
chr3	103925928	103926078	id-70044	4.7e-06	-	TAGTGCCACTGCTGATCTGACAGGAGGTGGAGCTC	V_CTCF_BR	4
chr3	103992008	103992158	id-70045	1.3e-07	+	TTGCAATACCAGTTTGCCTCCACTAGATGTTGCTG	UpstreamP1_CTCF	40
chr3	104010867	104011017	id-70046	1	+	NA	NONE	2
chr3	104111301	104111451	id-70047	1.28e-06	-	GTCAATTTAATTCCCAGGTCCAGCAGGGGGCTCTA	V_CTCF_BR	17
chr3	104179711	104179861	id-70048	3.28e-05	-	GAAGATATCTAGTTTCCTGCAGCTAGAGGGCAGAG	V_CTCF_BR	38
chr3	104283018	104283168	id-70049	6.04e-09	+	GCTGCTATATTGGAGGGTGCCAGTAGGTGGCAGTA	Upstream_CTCF	40
chr3	104315532	104315682	id-70050	3.45e-05	+	CAATGTAATTCTTAGTCATCCAGCAGGTGGAGTTA	V_CTCF_BR	39
chr3	104323275	104323425	id-70051	5.98e-05	-	CTTCACTGACACCTAGAGTTCTCTAGAGGGATTAA	UpstreamP1_CTCF	32
chr3	104329952	104330102	id-70052	9.71e-06	+	AATGTAATTCAAAATCCTTCCACCAGGAAACATTC	Upstream_CTCF	22
chr3	104347152	104347302	id-70053	4.1e-06	+	AGTGGATAACATTCTTAGGCCACTAGGGGGCTACA	Upstream_CTCF	40
chr3	104354856	104355006	id-70054	7.78e-06	+	CTGGCAGTACTCCCTGTGGCCAAGGGTGGCAGTGG	Upstream_CTCF	34
chr3	104658139	104658289	id-70055	5.38e-05	+	TAGTGATGGATATAAACAGCCAGAAGGAGTCACTA	V_CTCF_BR	17
chr3	104706833	104706983	id-70056	3.45e-05	-	TGATTTCTATTGTATTTCACCAGTTGGTGGCGACA	V_CTCF_BR	27
chr3	104923410	104923560	id-70057	3.71e-05	+	TCTGAGAGGAATGATACTTCCACCAGGGGACACAA	Upstream_CTCF	21
chr3	104941678	104941828	id-70058	3.11e-05	+	GATGGTGGCAGCATTCCCTCCGGAAGGTGGCATAC	V_CTCF_BR	6
chr3	105072881	105073031	id-70059	2.27e-06	-	CTTCCTTCAGCCCCAGGGCCCGCGAGGGGGAGGTC	V_CTCF_BR	12
chr3	105082876	105083026	id-70060	1	+	NA	NONE	9
chr3	105084382	105084532	id-70061	2.37e-05	-	CCTTTTGTGAGACTGGTCTCCAGCAGAGGATGCCA	Upstream_CTCF	17
chr3	105084707	105084857	id-70062	1	+	NA	NONE	20
chr3	105085546	105085696	id-70063	1	+	NA	NONE	39
chr3	105086068	105086218	id-70064	1	+	NA	NONE	9
chr3	105086578	105086728	id-70065	1	+	NA	NONE	33
chr3	105087130	105087280	id-70066	1	+	NA	NONE	33
chr3	105088399	105088549	id-70067	1.55e-05	+	AGCCCTCTGCATAGCAGAGCCCGGTGGGGGCGCGG	V_CTCF_BR	8
chr3	105088724	105088874	id-70068	7.78e-06	-	TAAGCAATACAAAATGTCACCACAGGCTGACGCTC	Upstream_CTCF	40
chr3	105214075	105214225	id-70069	8.98e-06	+	GTGCTGAAAGCCCTTGAAACCACTTGGGGGCTGCT	UpstreamP1_CTCF	10
chr3	105235920	105236070	id-70070	3.63e-05	+	GGTCTTTGTAGCGACTTTATCCCTAGGGGGCGCGA	V_CTCF_BR	25
chr3	105237146	105237296	id-70071	1	+	NA	NONE	13
chr3	105237794	105237944	id-70072	6.43e-06	-	AAAACAAATGATATTTTGTCCACCAGGTGGTGCTA	V_CTCF_BR	39
chr3	105405274	105405424	id-70073	1.23e-05	+	CTGCAATTTTGCAGCACCTTCTATAGAGGGAGCAA	UpstreamP1_CTCF	40
chr3	105424630	105424780	id-70074	3.42e-05	-	CTGGCATTACAGGCATCAGCCACCAGGGCTGGCCT	Upstream_CTCF	13
chr3	105437438	105437588	id-70075	1	+	NA	NONE	1
chr3	105516777	105516927	id-70076	1	+	NA	NONE	1
chr3	105546919	105547069	id-70077	2.37e-05	+	AACCCTGTTCACATTCTAGCCAGCAGGGAGCAGGA	Upstream_CTCF	36
chr3	105843811	105843961	id-70078	9.71e-06	-	TTTTCACTAACCAGCTTGGTCCCCTGGGGGCAGCC	Upstream_CTCF	2
chr3	105849775	105849925	id-70079	7.44e-05	-	CCTGAAGAAGGCAGATCTGGCTGTAGGAGGCACTT	Upstream_CTCF	12
chr3	105927938	105928088	id-70080	2.02e-06	-	TATCACTGCACTGACATTCCCAGCAGATGGCAATG	UpstreamP1_CTCF	30
chr3	105970502	105970652	id-70081	3.88e-07	-	ATGTGGTTTGACCCACAAGCCAGTAGATGGCACTT	UpstreamP1_CTCF	11
chr3	106014646	106014796	id-70082	1	+	NA	NONE	3
chr3	106051781	106051931	id-70083	1	+	NA	NONE	10
chr3	106060197	106060347	id-70084	1	+	NA	NONE	11
chr3	106064812	106064962	id-70085	1	+	NA	NONE	20
chr3	106080365	106080515	id-70086	2.78e-06	-	TGGCCCTCTTCTCAGAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	14
chr3	106081900	106082050	id-70087	4.23e-06	-	GGGAAGTTACTGAGAGTGGACAGAAGAGGGACACA	UpstreamP1_CTCF	7
chr3	106252884	106253034	id-70088	1	+	NA	NONE	2
chr3	106259707	106259857	id-70089	8.21e-05	-	ATGGCTCAACAGTGCCCTACCAGTAGAGGCAGTAC	V_CTCF_BR	23
chr3	106285275	106285425	id-70090	1.26e-05	-	ACTGTGAGGACCTGGTAGAACACCAGGAGGCAACA	Upstream_CTCF	25
chr3	106328669	106328819	id-70091	6.98e-07	-	AAGAGGCTGTTTATTCCAGACACTAGGGGGCACTG	V_CTCF_BR	40
chr3	106347368	106347518	id-70092	2.46e-06	+	ATGTATTACTTACAAATAGGCAGCAAAGGGCAGCA	UpstreamP1_CTCF	22
chr3	106531495	106531645	id-70093	1.1e-06	+	GAGCTTGAGGATGAGATCACCAGCAGGGGTCAGAA	V_CTCF_BR	8
chr3	106543743	106543893	id-70094	8.71e-06	+	TTTGGTAAAACCAACCAGGCCACAAGGTGTCACTG	V_CTCF_BR	37
chr3	106581020	106581170	id-70095	1	+	NA	NONE	31
chr3	106683206	106683356	id-70096	3.45e-05	-	GGGAGATTCTTATGTCCAAGCACAAGGGGGAGACG	V_CTCF_BR	4
chr3	106724355	106724505	id-70097	1.55e-05	-	AAGGGGAAGCAAGGCACCTTCACAAGGTGGCAGTA	V_CTCF_BR	6
chr3	106783416	106783566	id-70098	4.41e-06	-	CGTCCTATATCACCGTGCACCACTAGATGTCACTG	V_CTCF_BR	40
chr3	106822757	106822907	id-70099	1.34e-06	-	TGGGCCGTTCTTCTGCCAGCCTGCAGGTGGCCACT	Upstream_CTCF	7
chr3	106837169	106837319	id-70100	3.18e-06	-	TGAAATTGCTGCAGTAAGGCCAGAGGGGGGCACCA	V_CTCF_BR	39
chr3	106890448	106890598	id-70101	1.81e-06	+	GGGGCTATACCCTGCAGAGCCACCAGGGTGGAGCT	Upstream_CTCF	10
chr3	106925083	106925233	id-70102	2.6e-07	+	TCCTCTTCTCTGTGATTTACCTCCAGGGGGCAGTA	V_CTCF_BR	39
chr3	106952877	106953027	id-70103	2.19e-05	+	AGTGCTGTACCCTGCAAAGCCACAGGGGCGGAGCT	Upstream_CTCF	4
chr3	106954808	106954958	id-70104	7.54e-08	+	AGTCAGTGCTTCCACATGAACAGCAGGGGGCAGTA	UpstreamP1_CTCF	40
chr3	106960162	106960312	id-70105	1	+	NA	NONE	13
chr3	106990758	106990908	id-70106	3.29e-05	+	GAATTATTTCTCTCAAGAACCACAAGAGGGAGTAT	Upstream_CTCF	40
chr3	106991866	106992016	id-70107	1.5e-05	+	TGAGTAGCTAGGACCACAGACAACAGGTGGCGTGC	Upstream_CTCF	9
chr3	107084555	107084705	id-70108	5.34e-06	-	CAGAGGAGAGAGTGAGAGGCCAGTAGGTGGCTCAT	V_CTCF_BR	5
chr3	107089854	107090004	id-70109	5.48e-05	-	TCTGTAATTCTCAACTTCACCTCTTGGTTTCCCTT	Upstream_CTCF	11
chr3	107140160	107140310	id-70110	9.81e-06	-	GCAGATTCCTACATTTCTTCCTGAAGGTGGCAGTA	V_CTCF_BR	39
chr3	107148853	107149003	id-70111	1.56e-06	-	CGGGTTATTGTTCTCACCACCGATAGGGGGCAGCA	Upstream_CTCF	40
chr3	107150787	107150937	id-70112	1	+	NA	NONE	25
chr3	107205544	107205694	id-70113	1	+	NA	NONE	2
chr3	107231093	107231243	id-70114	1	+	NA	NONE	23
chr3	107262681	107262831	id-70115	1.64e-06	-	CAGTAGTTTCTTAATACAGCCACCATGAGGCGTCG	UpstreamP1_CTCF	35
chr3	107293604	107293754	id-70116	2.96e-05	+	TGAGAAGGAATGACTCAAGGCTGTAGAGGGCAGTA	V_CTCF_BR	39
chr3	107297456	107297606	id-70117	1.35e-05	-	GTGTGCTGTGCTTCTCCTTCCTGCAGATGGAGTCA	UpstreamP1_CTCF	23
chr3	107346922	107347072	id-70118	4.14e-06	+	GGTATTTATAAGTATTTGGCCACTGGAGGGCTCCA	V_CTCF_BR	22
chr3	107361976	107362126	id-70119	2.37e-05	+	AAAGCTTTTTAAAACAGCACCTCAAGGGGGAGTGT	Upstream_CTCF	39
chr3	107379332	107379482	id-70120	3.4e-06	+	GCTCACAAAACCTATCCAGTCACTAGAGGGCAGAG	V_CTCF_BR	37
chr3	107383588	107383738	id-70121	7.73e-05	-	GCTGCAGCTTGCAAATAGTCCTCTGTGGGTCACTC	Upstream_CTCF	21
chr3	107395679	107395829	id-70122	1	+	NA	NONE	37
chr3	107406251	107406401	id-70123	1.47e-05	-	TGATTTTACCTCCTTATCTCCAGCAGGGGCCAGGC	V_CTCF_BR	21
chr3	107409481	107409631	id-70124	3.36e-07	+	CTAGAAAATAAAAATTTGGCCAGCAGAGGGAGCAG	V_CTCF_BR	40
chr3	107460263	107460413	id-70125	2.67e-06	-	TCTGAAATAATCGATAAAGCCACTAGGTGTTGCTA	Upstream_CTCF	37
chr3	107471596	107471746	id-70126	8.99e-05	-	TGTGTGTTTGCTAGGTTGGTAGGTAGAGGGCACTA	V_CTCF_BR	40
chr3	107472476	107472626	id-70127	2.43e-06	+	ACCTGCAGTGACAAAAGCAACAGCAGAGGGAGCCA	V_CTCF_BR	40
chr3	107484520	107484670	id-70128	1.04e-05	+	CCCTGCTTCCACCTGGGTTCCTCCAGTAGGCGGCA	V_CTCF_BR	3
chr3	107513580	107513730	id-70129	2.01e-05	-	TGTATTGTACCCCATGAGGCCACTAGAGTGCTCCA	Upstream_CTCF	37
chr3	107517480	107517630	id-70130	2.15e-05	+	AGCAGATGGCCGGGTATCACCAGCAGGAGGTACTT	V_CTCF_BR	5
chr3	107553980	107554130	id-70131	7.11e-06	+	ATTGCCTATCTCCCTTTTGCCTGTAGGAGGCAAGG	Upstream_CTCF	7
chr3	107565213	107565363	id-70132	3.63e-05	-	AGGAGACCTTGTGAGTGTTTCGCGAGAGGGCGCTG	V_CTCF_BR	40
chr3	107574657	107574807	id-70133	8.21e-06	+	GGACCTATCTCAAGAACTTCCTCGAGATGGCAGTA	V_CTCF_BR	38
chr3	107603690	107603840	id-70134	1.31e-05	-	TAACATAATTTCAGGAGTAACACCAGGGGGCAACG	V_CTCF_BR	29
chr3	107614024	107614174	id-70135	2.72e-06	+	GTGTCCTTCACAACGATACCCAGCAGAGGGGGTGG	UpstreamP1_CTCF	2
chr3	107630583	107630733	id-70136	1	+	NA	NONE	8
chr3	107646455	107646605	id-70137	2.5e-09	-	GGCACGCTGTCTCTCGCGGCCGCCAGAGGGCGGGC	V_CTCF_BR	40
chr3	107657004	107657154	id-70138	1.04e-07	+	GACAAACTGAAGCCACTGGCCTCCAGGTGGAGCTG	V_CTCF_BR	40
chr3	107702222	107702372	id-70139	3.16e-05	-	GACGGACTTCCCGCTCTGGCCACTAGGATGGTAGG	Upstream_CTCF	19
chr3	107771916	107772066	id-70140	2.81e-06	+	ACAGCACTGGATTTTCTCATCAGCAGATGGAGGCA	Upstream_CTCF	3
chr3	107810614	107810764	id-70141	1	+	NA	NONE	8
chr3	107823367	107823517	id-70142	1.93e-05	+	ATATGAGCGTTTATCAGAAGCAGCAGATGGAGGCA	V_CTCF_BR	11
chr3	107872333	107872483	id-70143	7.84e-05	+	TTAAAATGTCATGAACATGACTGAAGGGGGCGCCT	V_CTCF_BR	40
chr3	107908511	107908661	id-70144	1	+	NA	NONE	2
chr3	107921935	107922085	id-70145	1.19e-06	+	CCCTTCCCAGGGCAACTGGCCTCCAGGGGGTGAGC	V_CTCF_BR	24
chr3	107945667	107945817	id-70146	1	+	NA	NONE	6
chr3	108024467	108024617	id-70147	1	+	NA	NONE	1
chr3	108041320	108041470	id-70148	1.16e-05	-	GTTGAACTTTCTGCTGTGTCCAGGGGGCAGCACCA	Upstream_CTCF	27
chr3	108100586	108100736	id-70149	6.82e-05	-	CTTTCTCCTTATGGGGTTGGCAAAGGGGGGCGCTG	V_CTCF_BR	4
chr3	108125541	108125691	id-70150	1.03e-06	-	ATGCTCAAACCACTTAGTACCACTAGATGGCAACA	UpstreamP1_CTCF	38
chr3	108156445	108156595	id-70151	1	+	NA	NONE	8
chr3	108181936	108182086	id-70152	1	+	NA	NONE	8
chr3	108196515	108196665	id-70153	6.67e-08	-	GTGTAAGTATTATTGTTGGGCAGCAGAGGGCACTA	UpstreamP1_CTCF	40
chr3	108208662	108208812	id-70154	4.7e-06	+	TGACAATACCCAATTTGGACCACCAGATGTCAGAC	V_CTCF_BR	40
chr3	108212819	108212969	id-70155	1.26e-07	-	ATCCCACAGGCTCTAGCTGCCACCAGATGGTGCCA	V_CTCF_BR	39
chr3	108219749	108219899	id-70156	6.21e-06	+	GAAGGATTCTCCCCAAGAGCCTCCAGAGGGAGTGC	Upstream_CTCF	12
chr3	108224825	108224975	id-70157	4.01e-05	+	GAAACATCTCAGCAAGCAGCAGCTTGGGGGCACCA	V_CTCF_BR	11
chr3	108271519	108271669	id-70158	6.05e-06	-	AAAATGTTGAAGGAACGTAACAGCAGGTGGCAGTA	V_CTCF_BR	37
chr3	108308787	108308937	id-70159	5.13e-05	-	AGCAATACCTGGCCCAGGGTCAGCAGGAGGTAGTC	V_CTCF_BR	26
chr3	108327697	108327847	id-70160	1.39e-05	+	TCACAGTTTCTTAGGCTGGACAGGAGGGGGCATGG	V_CTCF_BR	0
chr3	108381112	108381262	id-70161	5.51e-07	+	ATAGTTAATCTCTGCATAACCACTAGGTGGCACTG	V_CTCF_BR	40
chr3	108537358	108537508	id-70162	3.16e-06	-	GTGAAGCACCTCTGGGTTAACAATAGAGGGAGCCA	UpstreamP1_CTCF	30
chr3	108598902	108599052	id-70163	8.81e-07	-	GAGGGGCACTGCCTTGTTACCGCTAGGTGGAAGCA	V_CTCF_BR	15
chr3	108633987	108634137	id-70164	1.46e-07	-	GCATCACTTCTTCTGGTGGACACAAGAGGGCAGTA	Upstream_CTCF	40
chr3	108737806	108737956	id-70165	1.39e-05	-	ACATTTAGGGCACAGGAAACCACGAGGAGGCGCAG	V_CTCF_BR	23
chr3	108742636	108742786	id-70166	2.38e-07	+	TAAAAGCTTCATCACTTGGCCAGCAGGTGGCACTT	V_CTCF_BR	40
chr3	108769551	108769701	id-70167	6.18e-07	+	TGTGCAAATTCATGGGCTGCCTCAAGAGGGAGCAG	Upstream_CTCF	39
chr3	108790328	108790478	id-70168	1	+	NA	NONE	12
chr3	108800982	108801132	id-70169	9.25e-06	-	GGTTGCTGCCTTCTTTTCGGCACTAGGTGGTGCTA	V_CTCF_BR	40
chr3	108817238	108817388	id-70170	1.38e-07	-	GTGTAGGACTGTGAGACTGCCAGTGGGTGGAGCTG	UpstreamP1_CTCF	29
chr3	108836961	108837111	id-70171	1.82e-07	-	TGGGAGCTTCGCGGTCCCGCCGCAAGGGGGAGCAC	V_CTCF_BR	2
chr3	108874867	108875017	id-70172	1	+	NA	NONE	3
chr3	108943337	108943487	id-70173	8.62e-10	-	TACTGGCCCTTTGCCCTCGCCAGCAGAGGGCAGCC	V_CTCF_BR	26
chr3	108994641	108994791	id-70174	1.17e-05	+	AAAACGCAAGCACATAACAACAGCAGGGGGAGCTG	V_CTCF_BR	40
chr3	109088466	109088616	id-70175	7.8e-08	-	GAGCATGGTTGGTGCAGAACCAGCAGAGGGCAGAC	V_CTCF_BR	21
chr3	109115367	109115517	id-70176	1.5e-05	-	CAGGCGCCTCGTGGTCGGCCCAGCAGGCGGTGCTA	Upstream_CTCF	8
chr3	109117791	109117941	id-70177	3.81e-05	-	TGACCACATCCAGTTCTTACCTCTAGGTGGAATTA	V_CTCF_BR	19
chr3	109128766	109128916	id-70178	3.97e-07	+	ATGAGGTTTCTTCACCCCTCCAGTAGAGGGCGCAC	V_CTCF_BR	22
chr3	109251212	109251362	id-70179	8.13e-06	+	TGTGATCTATGCTGTATGTGCTGTAGGGGGCACCC	Upstream_CTCF	38
chr3	109251792	109251942	id-70180	4.88e-05	-	CTGGCAGCACACCCTGTGGCCTGTGGTGGTGGTGG	Upstream_CTCF	7
chr3	109273054	109273204	id-70181	1.31e-05	+	CACAGCCTAAAATACTTAGCCTGAAGAGGGAGCAT	V_CTCF_BR	17
chr3	109415909	109416059	id-70182	2.37e-05	-	TTCTTTATACCAGCAAAAACCACTAGAGGGTGAAG	Upstream_CTCF	15
chr3	109450857	109451007	id-70183	9.57e-10	+	CTGTAGTGACAAGATTTGGCCACTAGATGGTGGGT	UpstreamP1_CTCF	37
chr3	109522155	109522305	id-70184	4.3e-06	-	GCTGCAGTACCAGAGCCTGCAGATAGGAGCTGGAA	Upstream_CTCF	37
chr3	109528051	109528201	id-70185	1	+	NA	NONE	3
chr3	109622056	109622206	id-70186	1	+	NA	NONE	21
chr3	109899694	109899844	id-70187	1	+	NA	NONE	14
chr3	110009647	110009797	id-70188	1.17e-05	-	GTAAAAATGAGATTTTCAGCCTACAGAGGGCAGAG	V_CTCF_BR	10
chr3	110033487	110033637	id-70189	2.59e-06	-	GTGTTTATTCACACTCTGGCCACAAGGGGGAGATT	UpstreamP1_CTCF	40
chr3	110051281	110051431	id-70190	3.88e-06	+	TGGTCCTCTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	4
chr3	110132258	110132408	id-70191	1.39e-05	+	AGCGTGCAGACTGGTGAAGCCAGCAGAGGGAGAGT	V_CTCF_BR	11
chr3	110175695	110175845	id-70192	1.21e-05	-	CTGGCAGCACTCCTTGTGGCCAGTGGTGGTGGTGA	Upstream_CTCF	22
chr3	110294672	110294822	id-70193	1.34e-06	+	TTGTAGCTGACAAGCATCACCACCAGGAGGTGAAT	UpstreamP1_CTCF	17
chr3	110399688	110399838	id-70194	1.54e-05	-	TGCCAGTTGCAAGCTATGACCACAAGAGGCCTTAG	UpstreamP1_CTCF	21
chr3	110599990	110600140	id-70195	5.48e-05	-	ACTGCTTGGCTTCCTCTCACAGCATGGTGGCAGTG	Upstream_CTCF	34
chr3	110725446	110725596	id-70196	3.81e-05	-	CATTGCACTCCAGCCTGGGGCACAAGAGGGAGACT	V_CTCF_BR	23
chr3	110731620	110731770	id-70197	1	+	NA	NONE	31
chr3	110789749	110789899	id-70198	1	+	NA	NONE	17
chr3	110799288	110799438	id-70199	2.53e-05	-	AGAGTGACTATTTTAGATGACTGTAGAGGGCAGCA	V_CTCF_BR	39
chr3	110870353	110870503	id-70200	8.33e-05	+	TCTGCAGTGCCTTTCCCCACCTCTGTAAGTAGCCT	Upstream_CTCF	6
chr3	110929269	110929419	id-70201	1.1e-05	+	AAACAAACAACAATCTCTGCCTCAGGGGGGCAGTG	V_CTCF_BR	25
chr3	110971844	110971994	id-70202	5.38e-05	-	ATAAAAGTTTGGGTCTTTCCCACATGATGGAGCCA	V_CTCF_BR	17
chr3	110996183	110996333	id-70203	1.55e-05	+	GAGATGTGAAAGACGAAAGACAGGAGGGGGAGCTC	V_CTCF_BR	31
chr3	111018040	111018190	id-70204	8.56e-05	+	TGTCACTGCAGCTGTACATCCATTAGGAGGCAGGC	UpstreamP1_CTCF	29
chr3	111045598	111045748	id-70205	1	+	NA	NONE	7
chr3	111057031	111057181	id-70206	5.01e-06	-	TCTAAGGCCTCAAACAGAAGCACTAGGTGGCGCTC	V_CTCF_BR	40
chr3	111192516	111192666	id-70207	3.56e-05	+	CCATCTAATCTCCCTAGCACCAGCAGGGGAAAAAA	Upstream_CTCF	9
chr3	111258677	111258827	id-70208	2.43e-06	-	CCTCCATGGCTGTTTGCATGCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr3	111296737	111296887	id-70209	2.06e-07	+	TCTGTTGTTTAGAGTTAGGCCAGTAGATGTCAGCC	Upstream_CTCF	39
chr3	111335496	111335646	id-70210	1.92e-05	-	CAGCAGCTAGTCCAGTCGGGCAGCTGCTGCCATCA	UpstreamP1_CTCF	31
chr3	111340492	111340642	id-70211	7.27e-06	+	CAGAGACTGCCTGGGCCCTCCTCTAGAGGGCGTGG	V_CTCF_BR	40
chr3	111387880	111388030	id-70212	1.02e-07	+	CTGAAGTGAGCCTTGAATACCAGTAGGTGGCTCTA	UpstreamP1_CTCF	39
chr3	111393512	111393662	id-70213	1	+	NA	NONE	22
chr3	111410271	111410421	id-70214	8.13e-06	-	AAAGAATTTCTACATAGGGACACAGGAGGGCACTC	Upstream_CTCF	40
chr3	111433202	111433352	id-70215	3.65e-05	+	GTTCACTCCTGGTACCTGGCCACATGGGGTCCTGC	UpstreamP1_CTCF	19
chr3	111434897	111435047	id-70216	6.21e-06	-	CTTGCAATATTCTTATGGCCGGCAGGGGGGCGAGA	Upstream_CTCF	40
chr3	111436494	111436644	id-70217	5.53e-08	+	GCTCATTTCCCTGTAATGACCAGCAGAGGGCGCCT	UpstreamP1_CTCF	40
chr3	111447108	111447258	id-70218	1.92e-06	+	CTGCAGTGGAAGGTCAAGGCAGCTGGATGGTGCTG	UpstreamP1_CTCF	7
chr3	111483522	111483672	id-70219	1	+	NA	NONE	34
chr3	111577928	111578078	id-70220	1	+	NA	NONE	24
chr3	111578476	111578626	id-70221	3.81e-05	+	GCCGCCGGTTGCGCTGCGGAGGGTTGGGGGCGGAG	V_CTCF_BR	24
chr3	111579330	111579480	id-70222	3.42e-05	-	CCTGTCAGCCTTTTAATTTCCTGGTGGTGGCGGGA	Upstream_CTCF	39
chr3	111583713	111583863	id-70223	4.31e-05	+	TTGCACATTGCATGTGACTGCCCTAGATGGCAGTA	UpstreamP1_CTCF	36
chr3	111614046	111614196	id-70224	5.86e-07	+	GTAGCAGTACAAGCTATTGCCTCTTGATGGTGCCA	Upstream_CTCF	39
chr3	111623825	111623975	id-70225	1	+	NA	NONE	26
chr3	111644205	111644355	id-70226	4.43e-05	-	CTACTATCCGAGAACACAACCGGCAGGTGGCATGT	V_CTCF_BR	0
chr3	111686636	111686786	id-70227	1.04e-07	-	AGCTGTCTTCTAGGAACTGCCACCAGGGGGCAACC	V_CTCF_BR	40
chr3	111708043	111708193	id-70228	1.32e-05	+	TCATTATCACCTTCTTTGGACACTAGAGGGCCTCA	Upstream_CTCF	40
chr3	111732494	111732644	id-70229	4.1e-06	-	TTTGCATAGTTCTAAATGAACAGGAGGTGGCAGCA	Upstream_CTCF	40
chr3	111762599	111762749	id-70230	3.4e-06	-	GGACACATTCTCACATTAGCCACTAGGGGGCGAGT	V_CTCF_BR	40
chr3	111805519	111805669	id-70231	1.21e-05	+	CGAGCAGTCCCCTCCCCAGCCCCTGGGGTCCTCCA	Upstream_CTCF	34
chr3	111830763	111830913	id-70232	9.49e-08	+	CGGCCTATGTGACCTGTAGCCAGAAGAGGGAGCTC	V_CTCF_BR	40
chr3	111837209	111837359	id-70233	1	+	NA	NONE	28
chr3	111856070	111856220	id-70234	3.81e-05	+	AGCTTCTGTTTTACTCAGGCCGCTAGATGGAGAAG	V_CTCF_BR	40
chr3	111918533	111918683	id-70235	2.31e-06	+	ACTTTTCTACCTGCACTGGACACTAGGAGGCTGCT	Upstream_CTCF	18
chr3	112012294	112012444	id-70236	5.68e-06	+	AATTAGGTGAAGAAAGCATCCTGAAGAGGGCACTG	V_CTCF_BR	40
chr3	112023563	112023713	id-70237	7.23e-07	+	TATGCACTTCCTACTCCAACCACCAGGCATCAGAT	Upstream_CTCF	38
chr3	112046334	112046484	id-70238	1	+	NA	NONE	40
chr3	112051959	112052109	id-70239	4.88e-05	-	TCCTTGCTCCTGGAGGCGCGCGCGAGGTGGCTGAC	V_CTCF_BR	12
chr3	112092940	112093090	id-70240	1	+	NA	NONE	3
chr3	112156566	112156716	id-70241	1.27e-06	-	TTGTAATTTGGAGTGTGAACCAGTAGATGGAGCTT	UpstreamP1_CTCF	40
chr3	112238361	112238511	id-70242	2.97e-06	-	CCACAGATACTAAGAACATCCAGCAGAGGGCAATG	V_CTCF_BR	40
chr3	112250291	112250441	id-70243	1.04e-05	-	GTCATATTTATCTCAGTCACCACTAGGTGGCATAA	V_CTCF_BR	36
chr3	112269809	112269959	id-70244	2.53e-05	-	TGTAGATAGTTGGCTCTGACCCACAGAGGGAGCAG	V_CTCF_BR	13
chr3	112280627	112280777	id-70245	7.49e-05	-	GCAAAGCGAGGACAGACAGCTCGCAGAGGGCGAGG	V_CTCF_BR	17
chr3	112281169	112281319	id-70246	1.77e-05	-	CCTACAGGACGCCTCCCCGACAGGAGGGGGCCAGA	Upstream_CTCF	31
chr3	112301202	112301352	id-70247	3.24e-06	+	TAATCATTTTTCTGCAAGACCAGCAGGTGGTGCTC	Upstream_CTCF	39
chr3	112354785	112354935	id-70248	8.34e-07	+	CGGCAATGGGAAATATTTGCCAGAAGGGTGCACAA	UpstreamP1_CTCF	14
chr3	112361860	112362010	id-70249	1.03e-06	+	TTCCCTCTGTGAGCTTCAGTCACCAGATGGCGCAC	V_CTCF_BR	40
chr3	112363464	112363614	id-70250	1	+	NA	NONE	11
chr3	112367927	112368077	id-70251	1	+	NA	NONE	16
chr3	112373940	112374090	id-70252	9.78e-09	+	CCAGCTGTCCTACCTTCCTCCAGCAGGGGCAGGCA	Upstream_CTCF	37
chr3	112414677	112414827	id-70253	7.84e-05	-	GGTCCAATGAGCTTTCTGAACAGCTGGTGTAGCTA	V_CTCF_BR	13
chr3	112418670	112418820	id-70254	2.15e-05	-	GTTTAATTGAATTGTTGTGTCTCCAGGTGGCAGCA	V_CTCF_BR	24
chr3	112449147	112449297	id-70255	3.31e-06	-	ATGCAATATCCTCTGCCTACAACTAGGTGGGGATT	UpstreamP1_CTCF	26
chr3	112453682	112453832	id-70256	5.08e-07	+	CAGGGTAAAATACATTTGGCCTCTAGGGGGAGCTC	V_CTCF_BR	40
chr3	112458239	112458389	id-70257	1	+	NA	NONE	11
chr3	112486064	112486214	id-70258	5.48e-05	+	CTCTCAGTTCTCTCTAAATCCAGCAGGGAGTGTGT	Upstream_CTCF	8
chr3	112533231	112533381	id-70259	1.31e-05	-	AGCAGAACACAATTGAGAGCCACTAGATGGTGCTT	V_CTCF_BR	35
chr3	112691137	112691287	id-70260	1.18e-05	-	ATTCATTTATTGTTGTCTTCCACTAGAGGACAGGC	UpstreamP1_CTCF	9
chr3	112698218	112698368	id-70261	9.29e-06	-	CATTGATTTCACCAAATTATCTCCAGGGGGCAGCA	Upstream_CTCF	40
chr3	112709689	112709839	id-70262	5.7e-05	+	CCAGAGGAGACAACAACTCCCAGCAGGCGTCGCGG	Upstream_CTCF	25
chr3	112709921	112710071	id-70263	1.1e-05	-	GCGAGGAACCGCTCTACTTCCTGCAGCGGGTACAG	V_CTCF_BR	28
chr3	112754348	112754498	id-70264	2.58e-07	+	GTAGATATACCAATATGGGCCACTAGAGGGAGGTT	Upstream_CTCF	40
chr3	112770161	112770311	id-70265	1.52e-09	+	TGTTCAATACCCGTTTTCTCCACCAGAGGGCAGCA	Upstream_CTCF	40
chr3	112773427	112773577	id-70266	1.09e-06	-	TGTGCAATGCCCACAGCAGCCTAGAGGAGGGAAAG	Upstream_CTCF	20
chr3	112789205	112789355	id-70267	1	+	NA	NONE	7
chr3	112805767	112805917	id-70268	1	+	NA	NONE	20
chr3	112815141	112815291	id-70269	2.84e-05	+	CTACCATTGTATAGCTAGGCCAGCAGGGGCCATGA	UpstreamP1_CTCF	5
chr3	112851557	112851707	id-70270	4.43e-05	-	AATTGGAACACCATCCAGGCCACAGGAGGGAGATG	V_CTCF_BR	19
chr3	112855044	112855194	id-70271	2.78e-06	+	TAAATGAGACATATGTTTACCAGCAGGTGGCAACA	V_CTCF_BR	38
chr3	112930895	112931045	id-70272	3.6e-07	-	CCGGCACGTCCCCCGGCAGCCACTCGCTGGCGCTG	Upstream_CTCF	18
chr3	112932812	112932962	id-70273	4.34e-05	+	GCTTCACTGCAAGAGACATTCGCTAGGGAGCAGTT	Upstream_CTCF	5
chr3	112957611	112957761	id-70274	4.01e-05	+	CGATGAATTCTGACAATGGCCTATAGGAGGTGCTT	Upstream_CTCF	8
chr3	112960498	112960648	id-70275	1	+	NA	NONE	8
chr3	112970808	112970958	id-70276	1	+	NA	NONE	9
chr3	112974456	112974606	id-70277	1	+	NA	NONE	22
chr3	112977264	112977414	id-70278	3.29e-05	-	GAGTCACTGGCTAACTGAACCAGACGGGGGCGGAA	Upstream_CTCF	14
chr3	112994761	112994911	id-70279	4.31e-07	-	CTGGCTGCCTATGAAGAGGCCAGCAGGTGGAGGGC	V_CTCF_BR	30
chr3	112997164	112997314	id-70280	1.17e-05	-	CCTCAGCCTAGCACACAAACCACAAGGAGGCAGTA	V_CTCF_BR	31
chr3	112998659	112998809	id-70281	1.1e-06	-	AGCCCGACACCACGTAGGGCCGAGAGGGGGCGCTG	V_CTCF_BR	3
chr3	113007023	113007173	id-70282	4.38e-08	-	GGTGCTATACTTATTTTGGCCAGCAGAGGATGCAC	Upstream_CTCF	40
chr3	113058601	113058751	id-70283	1	+	NA	NONE	40
chr3	113213066	113213216	id-70284	3.22e-07	+	GTAGCAATATCCTTAAGAACCAGTAGATGGGGCTA	Upstream_CTCF	39
chr3	113213985	113214135	id-70285	2.43e-06	+	GATAATTCTCTCGGCACCACCACCAGATGGCATTC	V_CTCF_BR	37
chr3	113235060	113235210	id-70286	5.34e-06	+	TGGGGAAGGGGAAAGCATTCCTGCAGAGGGAGCTG	V_CTCF_BR	26
chr3	113251317	113251467	id-70287	8.97e-05	+	CTTTCTATTTCTTCTCCTGCAGCCAGGGTGCACAC	Upstream_CTCF	24
chr3	113251587	113251737	id-70288	8.79e-07	-	ATGCTGCCGCCTGGGGTCTCCACTGGAGGTCACGG	UpstreamP1_CTCF	19
chr3	113254877	113255027	id-70289	2.12e-06	+	ATACTGTTCCGACAATTTACCACCAGGGGGATTTC	UpstreamP1_CTCF	37
chr3	113270572	113270722	id-70290	1	+	NA	NONE	7
chr3	113271823	113271973	id-70291	1	+	NA	NONE	18
chr3	113276296	113276446	id-70292	6.48e-05	-	CTGTTGTTACATGGTGCCCCCTCTGTGTGTCTCTG	UpstreamP1_CTCF	26
chr3	113296823	113296973	id-70293	3.65e-07	-	GGCCTTTGGCCCTCTCCTGCCACTGGGTGGCAGTA	V_CTCF_BR	39
chr3	113331304	113331454	id-70294	1.23e-05	-	CTGCAAACTGAAAAATGTTCCTCTAGGTGGAACTA	UpstreamP1_CTCF	9
chr3	113342217	113342367	id-70295	1	+	NA	NONE	33
chr3	113345734	113345884	id-70296	2.84e-05	-	GCCAAGCTTCCCAAACTGGCCACTAGAGGATAGCC	UpstreamP1_CTCF	39
chr3	113404988	113405138	id-70297	7.31e-05	-	GGGCAGAATTCAGCTGATGCCCACAGAGGGAGCAT	UpstreamP1_CTCF	15
chr3	113414967	113415117	id-70298	9.51e-07	+	CGCCGCGGGCGCTGACGCCCCACCAGGTGCCGCAC	V_CTCF_BR	18
chr3	113415586	113415736	id-70299	3.81e-05	+	GACAGAATGCCGTTGCACTACGCTAGAGGGCGGGA	V_CTCF_BR	30
chr3	113455429	113455579	id-70300	5.55e-07	+	GTAGCAATATTCTGAAAGGCCACAAGATGGGGATA	Upstream_CTCF	39
chr3	113464086	113464236	id-70301	1.93e-05	-	TAAGGAAGTATAGGGTGGATCAGTAGGTGGAGCTG	V_CTCF_BR	39
chr3	113464562	113464712	id-70302	7.73e-06	-	CTTCTCAGTTCCCTCGGCTCCCGGAGGGGGCGGAG	V_CTCF_BR	39
chr3	113488495	113488645	id-70303	6.8e-06	+	ACTGCAGTGTTCTGCAGTGCCTGTTGGGGAGAGGC	Upstream_CTCF	25
chr3	113514631	113514781	id-70304	1	+	NA	NONE	8
chr3	113544180	113544330	id-70305	5.41e-06	+	GCTGTCATTCTGGGATCTACCACTTGGGGAATGCC	Upstream_CTCF	38
chr3	113557532	113557682	id-70306	9.55e-09	+	CGTCAGGAATCCTTCACGGCCGCCAGAGGGCGCAA	V_CTCF_BR	40
chr3	113563594	113563744	id-70307	6.9e-05	+	TGATTATTCTCTCCTTTGACCACTAGAATGCACTG	Upstream_CTCF	40
chr3	113609237	113609387	id-70308	1	+	NA	NONE	21
chr3	113631917	113632067	id-70309	1.65e-07	-	GTGCTACTTACCTATTTGGCCACTGGGGGCCAGAG	UpstreamP1_CTCF	40
chr3	113666892	113667042	id-70310	1	+	NA	NONE	7
chr3	113685132	113685282	id-70311	7.49e-05	+	TAGTGTCCACCACAGCTGAACACTAGGGGCATCAA	V_CTCF_BR	15
chr3	113693579	113693729	id-70312	3.81e-05	+	TGTGGCTGCCTCCTTTTTGGCACTAGATGGTGCTT	V_CTCF_BR	3
chr3	113724332	113724482	id-70313	1.38e-06	+	TCCTCTTCTCTGGGCTTTGACAGCAGGTGGCTCTG	V_CTCF_BR	3
chr3	113762171	113762321	id-70314	8.99e-05	-	TCTAGACATTGGCATAAGTCCACTGGGGGGCAAGA	V_CTCF_BR	2
chr3	113841239	113841389	id-70315	4.88e-05	-	CATGCAGTACTGGCTGTTTCCTGGAGGTCCTGGCT	Upstream_CTCF	3
chr3	113866211	113866361	id-70316	1.64e-06	+	CCTGTGGTATTAAAGCCAAACAGAAGAGGGCAGGA	Upstream_CTCF	11
chr3	113871378	113871528	id-70317	1.55e-07	+	GAGGCTGTACCGGAATTGGCCATCGGAGGGCACTA	Upstream_CTCF	40
chr3	113874351	113874501	id-70318	4.68e-07	-	CTTTTCTACGATTTGCCAGCCAGGAGAGGGCGCCT	V_CTCF_BR	40
chr3	113892097	113892247	id-70319	6.43e-06	-	ATAGAGGTTAGAGGCATAACCAGTAGAGGGTGCCT	V_CTCF_BR	25
chr3	113898582	113898732	id-70320	3.67e-07	-	CTGCTGCCTTCTTTCTCAGCCAGCAGAGGTCTCCA	UpstreamP1_CTCF	40
chr3	113932659	113932809	id-70321	1.93e-05	+	AAAAAAAAAAAAGCCCACCCCACGAGGGGGCAGGC	V_CTCF_BR	20
chr3	113991365	113991515	id-70322	1	+	NA	NONE	2
chr3	114009801	114009951	id-70323	1.22e-07	+	CCCGCCATAATATAACCTGCCACCAGGAGGCGCTG	Upstream_CTCF	40
chr3	114018364	114018514	id-70324	7.8e-08	-	AACCTGGCACCGTGCTCAGCCACTAGAGGGAGGAC	V_CTCF_BR	40
chr3	114055079	114055229	id-70325	3.86e-05	-	CTAATATTTCCACTTACCACCAATAGAGGGAGCAT	Upstream_CTCF	36
chr3	114081765	114081915	id-70326	1	+	NA	NONE	38
chr3	114089759	114089909	id-70327	8.16e-07	-	TATTTCACACTATTGGTGACCTGAAGGGGGCGGTA	V_CTCF_BR	36
chr3	114102736	114102886	id-70328	4.99e-07	+	GATGCACTATTCCCTGGAGCCTTTAGAGGGCAGCA	Upstream_CTCF	40
chr3	114114145	114114295	id-70329	3.88e-06	+	CCTCCGATGAGACATTTAACCTCTAGGTGGCTCAG	V_CTCF_BR	4
chr3	114130798	114130948	id-70330	1.31e-05	+	TCATGAGGCTTGCTGTCATCCACAAGAGGTCAGGG	V_CTCF_BR	21
chr3	114137657	114137807	id-70331	8.81e-07	-	GGTAGGTCTTACATTTCATCCACTAGAGGGCAGTA	V_CTCF_BR	40
chr3	114166524	114166674	id-70332	1	+	NA	NONE	12
chr3	114168970	114169120	id-70333	1	+	NA	NONE	7
chr3	114215736	114215886	id-70334	3.18e-06	+	AGGAGGCACGCGAGCCTGGTGACCAGGGGGCAGTA	V_CTCF_BR	16
chr3	114246003	114246153	id-70335	8.16e-07	+	TGTCTTGTTACTGCAGTGGCCACTAGATGGCAGGT	V_CTCF_BR	39
chr3	114303971	114304121	id-70336	1.85e-05	+	GTAGGAGTACTCCCTGCTGGCAGCTGAGGTTGGAA	Upstream_CTCF	6
chr3	114315988	114316138	id-70337	5.92e-05	-	TTAATATCGTGCAATAAACCCACTAGGGGTCACTA	V_CTCF_BR	33
chr3	114359080	114359230	id-70338	5.34e-06	+	AGGGCGGGGTGAATGATTCTCAGCAGGTGGCACTC	V_CTCF_BR	0
chr3	114377981	114378131	id-70339	3.47e-07	-	AGGCAGTGAGAACTGAGTTCCACCAGAGGGACCTG	UpstreamP1_CTCF	11
chr3	114417337	114417487	id-70340	8.56e-05	-	CCTTAGTGGTTGTTCTCAGCCATAGGAGGGCACTC	UpstreamP1_CTCF	2
chr3	114546483	114546633	id-70341	1	+	NA	NONE	40
chr3	114759648	114759798	id-70342	1.71e-06	+	AGCAAGGGTAAATTAATGGGCACTAGATGGCGGCA	V_CTCF_BR	40
chr3	114800445	114800595	id-70343	1	+	NA	NONE	10
chr3	114804210	114804360	id-70344	7.82e-06	+	CTGCATTAACTCTTTCAGGCCACCAGGGAACCTAA	UpstreamP1_CTCF	39
chr3	114811090	114811240	id-70345	1.38e-06	+	TACTTGCACAGCAACAGGGACACAAGGTGGCACTG	V_CTCF_BR	28
chr3	114811429	114811579	id-70346	7.09e-08	-	CTCCACTCCTCTCCACTGGCCACTAGATGGAGAGG	UpstreamP1_CTCF	38
chr3	114888775	114888925	id-70347	1.41e-06	-	TATTCATTTTTTATTTCTACCAGCAGATGGAACCC	Upstream_CTCF	19
chr3	114932715	114932865	id-70348	1.04e-05	-	GGGAGAGAGACAGGAATGACCTGTTGGTGGAGCAG	V_CTCF_BR	13
chr3	114936524	114936674	id-70349	3.63e-05	+	CGGTATATATTGTGCTCAGTCAAAAGGGGGCAGCA	V_CTCF_BR	40
chr3	115012307	115012457	id-70350	1	+	NA	NONE	0
chr3	115099854	115100004	id-70351	1.74e-07	+	AGTGCTGTATCCCCAGCTGCCAGTAGGGTGCCTGG	Upstream_CTCF	28
chr3	115155771	115155921	id-70352	3.5e-05	-	TAGCAATTTGGGGAATCAGCAGCTAGATGGAGTTG	UpstreamP1_CTCF	35
chr3	115290407	115290557	id-70353	1.35e-05	+	CTGCAGGGTGGCACTGGTGCCACAGGAATGCAAAG	UpstreamP1_CTCF	7
chr3	115345119	115345269	id-70354	6.9e-05	+	CTTGCACTTCCTTCCTCTTCCACTTGAGCGGCATA	Upstream_CTCF	9
chr3	115376145	115376295	id-70355	3.1e-07	+	GTTCAACTACCCATAGTTACCACCAGATGGTGAAA	UpstreamP1_CTCF	17
chr3	115386474	115386624	id-70356	3.11e-05	-	CAGACAAACCCCTGTACTACCACCAGAGGCAAATC	V_CTCF_BR	14
chr3	115411862	115412012	id-70357	1.56e-06	-	ATCAACTTCCCATTTCATCCCAGCAGAGGGCACCA	UpstreamP1_CTCF	40
chr3	115502856	115503006	id-70358	2.6e-07	-	TGACGGCAGGGTGAACTCGGCGGCAGGGGGCGGCA	V_CTCF_BR	39
chr3	115503442	115503592	id-70359	5.98e-10	-	GCTGCGATGCTTGCTCCTGCCACGAGGGGGCAGCA	Upstream_CTCF	40
chr3	115533742	115533892	id-70360	2.01e-10	-	CTGTACTGGCAGAAAATGGACAGCAGGTGGCGCCA	UpstreamP1_CTCF	40
chr3	115538706	115538856	id-70361	3.22e-07	-	GGAGCATGTCTTAGTATTACCACAAGATGGCAACA	Upstream_CTCF	40
chr3	115555934	115556084	id-70362	3.16e-06	-	GTGCTACCTGAGTAATCCACCACTAGAGGGAGTCT	UpstreamP1_CTCF	39
chr3	115580289	115580439	id-70363	7.02e-05	-	GTCCACATTCCTTCTCCTACCGCCAGGGGGACAGT	UpstreamP1_CTCF	23
chr3	115632091	115632241	id-70364	1	+	NA	NONE	35
chr3	115641629	115641779	id-70365	8.86e-10	-	CTTGCAGTGCCACCAACAGACACCAGATGGAGGAA	Upstream_CTCF	40
chr3	115656010	115656160	id-70366	2.58e-07	-	CCTGAAATTCTAGAAGCTGACACTAGGTGCTGCTG	Upstream_CTCF	37
chr3	115696823	115696973	id-70367	4.43e-05	-	ATGACTGCACCACTGTACTCCAGCAGGGGCAACAG	V_CTCF_BR	31
chr3	115705540	115705690	id-70368	2.2e-07	+	CAGCAACAATCATATCTCACCACTAGGTGGGAGGA	UpstreamP1_CTCF	38
chr3	115778669	115778819	id-70369	1.83e-05	-	TGGGGACAAGCCAGCCCTACCTCCAGCAGGAGGGC	V_CTCF_BR	15
chr3	115820994	115821144	id-70370	9.41e-05	+	GCAGTCCAGATTCTTTCAGTCAACAGGAGGCACTG	V_CTCF_BR	18
chr3	115859053	115859203	id-70371	2.41e-08	+	GTGCAATAACTCTAACAAACCACCAGGTGACAGTG	UpstreamP1_CTCF	38
chr3	115981836	115981986	id-70372	4.3e-06	-	AGTGTTATATTCCCTTTGACCATTAGAGAGCAGAC	Upstream_CTCF	1
chr3	116025698	116025848	id-70373	2.58e-05	-	GTTGTAGTTCAAAGGCTGCCCTGCAGGGAAGCTCA	Upstream_CTCF	18
chr3	116056199	116056349	id-70374	3.28e-05	-	GGCTGTTATAATTTTCCTAGCACTAGATGGAGCAA	V_CTCF_BR	30
chr3	116132287	116132437	id-70375	1.11e-05	+	TGTGCCTTCTACTTGCTTGCCACAAGGGGTGGAAA	Upstream_CTCF	25
chr3	116172920	116173070	id-70376	2.78e-06	-	ATGATACCTCAATATGCAACCAGCAGAGGGAGACA	V_CTCF_BR	25
chr3	116236272	116236422	id-70377	2.6e-06	-	TCTGTTTAACAATAAGTGACCTCAAGGTGGCAGTC	V_CTCF_BR	34
chr3	116317802	116317952	id-70378	1.93e-05	+	TTTTTCACTCCCTTTTGCACCAACAGGTGGCCCCA	Upstream_CTCF	0
chr3	116333759	116333909	id-70379	6.49e-06	+	ATACATTTTCTTACTACAACCACTAGGGGGAAATG	UpstreamP1_CTCF	36
chr3	116477166	116477316	id-70380	2.47e-08	-	GCTGCAACTAACCATATGTCCAGTAGAGGGAGCCT	Upstream_CTCF	40
chr3	116489808	116489958	id-70381	6.05e-06	+	GGAACCATCAAACCATCTGCCGAAAGGGGGCACTC	V_CTCF_BR	40
chr3	116583308	116583458	id-70382	1	+	NA	NONE	36
chr3	116611742	116611892	id-70383	5.55e-07	+	GCAGTACTGCCTTCCAGAACCACTGGGTGGAAGTT	Upstream_CTCF	0
chr3	116700080	116700230	id-70384	7.15e-05	-	AGCTAATGAAGAACAGCCACCACTAGAGGCTTCCA	V_CTCF_BR	8
chr3	116735343	116735493	id-70385	2.4e-05	+	GTCTGGGATCCTCTAGGAGCCGCCAGAAGCCGCAG	V_CTCF_BR	12
chr3	116738077	116738227	id-70386	6.21e-05	+	ATGAGAATCTGGTTCCATGCAGCTAGGGGGAGCCC	V_CTCF_BR	39
chr3	116778005	116778155	id-70387	1.73e-05	+	ATGAGATGTTTCTTTACTACCACATGGTGGCAGTA	V_CTCF_BR	39
chr3	116822567	116822717	id-70388	1.16e-05	+	GGAGAAATTCTGCCTTAGACCCCATGGAGGCAGTA	Upstream_CTCF	27
chr3	116846159	116846309	id-70389	1	+	NA	NONE	16
chr3	116912358	116912508	id-70390	2.1e-06	-	GCTGCATTTCCTTCTGGAAGCTCTAGGGGTATCTG	Upstream_CTCF	34
chr3	117074535	117074685	id-70391	3.16e-06	-	GTGTTATTGCTGTGGTGTAACAGCAGGGTGCACTG	UpstreamP1_CTCF	38
chr3	117126301	117126451	id-70392	1	+	NA	NONE	37
chr3	117158887	117159037	id-70393	1	+	NA	NONE	35
chr3	117173181	117173331	id-70394	3.36e-05	-	CTGAAACCACCATAAGGCACCAGAAGGAGAAAGCC	UpstreamP1_CTCF	17
chr3	117196229	117196379	id-70395	2.31e-06	-	GCTGCTGCTTTTGCTCATAGCTGCAGAGGGAGCCT	Upstream_CTCF	1
chr3	117230486	117230636	id-70396	1	+	NA	NONE	8
chr3	117245444	117245594	id-70397	1.31e-05	-	CAAACATTTTCATGGTATTCCACCAGGGGGTGCTC	V_CTCF_BR	40
chr3	117268683	117268833	id-70398	2.27e-05	-	AGAAAAATTATTTTACTCAGCACAAGGGGGCAGAG	V_CTCF_BR	21
chr3	117335173	117335323	id-70399	1	+	NA	NONE	18
chr3	117438290	117438440	id-70400	5.2e-08	-	ATGCAGTTCTCCTCTGCTGTCAGCAGGGGTCTCAA	UpstreamP1_CTCF	40
chr3	117617687	117617837	id-70401	1.12e-08	-	CCTTCAATTCCAGCTCTTTCCAGTAGGGGGTGAAA	Upstream_CTCF	39
chr3	117622239	117622389	id-70402	4.34e-05	+	AGAGTACTGCTGTGTGCAGCCCCAGGGGAGCATGG	Upstream_CTCF	1
chr3	117633556	117633706	id-70403	5.38e-05	-	TGTCGTCCACATTAAATCACAGGCAGATGGAGGCG	V_CTCF_BR	2
chr3	117716418	117716568	id-70404	6.67e-08	-	CGGCGATGCCGTTCTGTGAGCACTAGATGGCAGTA	UpstreamP1_CTCF	40
chr3	117827726	117827876	id-70405	1	+	NA	NONE	2
chr3	117881942	117882092	id-70406	2.01e-05	+	GCTGCTTCTGTAGACGCCACCTATGGGGGGAGAGC	Upstream_CTCF	6
chr3	117946554	117946704	id-70407	1.65e-07	-	ATCCAGTGGTACCCGTCCACCACAAGGAGGCACAG	UpstreamP1_CTCF	3
chr3	118131520	118131670	id-70408	4.88e-05	-	GGTCACTGCAGCCATATCTGCATTGGGGGGCACCC	UpstreamP1_CTCF	3
chr3	118214067	118214217	id-70409	9.66e-05	-	GCTGAAACATTTTACATTCCCACCAGCAGGGTACA	Upstream_CTCF	8
chr3	118219997	118220147	id-70410	4.17e-05	+	CTTGCTGTACTTCTGAAGGCCACAGAGGGCAGTGG	Upstream_CTCF	16
chr3	118347690	118347840	id-70411	1.95e-07	-	ACTGCATTAACTTCTTTGGCCTGTAGGAGGAGCGT	Upstream_CTCF	39
chr3	118355812	118355962	id-70412	4.24e-07	-	ACTGCCTTTCTTCAGCCATCCACTTGGGGGAAGCC	Upstream_CTCF	21
chr3	118356817	118356967	id-70413	3.42e-05	-	CATGTCATTCCAGCAAAAGGCGGAGGGGGCGGCAG	Upstream_CTCF	6
chr3	118448535	118448685	id-70414	1	+	NA	NONE	4
chr3	118455063	118455213	id-70415	2.93e-07	+	GTCCAATGTAATCAACTTGCCACCAGGTGGCTGGC	UpstreamP1_CTCF	2
chr3	118479890	118480040	id-70416	2.8e-05	-	CTTACACTGCCTCCATGAGGGGCCAGGTGGCAGCA	Upstream_CTCF	14
chr3	118536648	118536798	id-70417	1.59e-06	-	TGTGAGTTCCTGCTTCTCACCACAAGGTGGTGCCA	V_CTCF_BR	39
chr3	118569637	118569787	id-70418	1.1e-05	-	TCCTGATCAGTGTAGATAGTCACAGGGGGGCGCCA	V_CTCF_BR	2
chr3	118582942	118583092	id-70419	1.56e-06	-	TCAGCAGTACTCCTTGTGGCCTGGGGTGGCAGCAG	Upstream_CTCF	27
chr3	118601327	118601477	id-70420	3.65e-07	+	TAACCAACATTTGTTGGTGCCACAAGGGGGCAGTG	V_CTCF_BR	39
chr3	118603630	118603780	id-70421	3.8e-08	+	CGGCCCACTGCCTCCTCCACCACCTGGGGGCAGCA	V_CTCF_BR	40
chr3	118603884	118604034	id-70422	1	+	NA	NONE	0
chr3	118753754	118753904	id-70423	7.27e-06	+	CCCGCGGAGCAGAGCGCGGCGCGCAGCTGGCGCGG	V_CTCF_BR	39
chr3	118804027	118804177	id-70424	7.46e-06	-	TTGTAGTTTGGGCTACAATCCAGTAGGTGATGCTT	UpstreamP1_CTCF	5
chr3	118817585	118817735	id-70425	7.46e-06	-	GTGTGCTTTACGTTTTCTCCCACTAGAGAGCAGCA	UpstreamP1_CTCF	39
chr3	118841083	118841233	id-70426	1	+	NA	NONE	12
chr3	118864332	118864482	id-70427	5.34e-06	+	TCGCCTCTCTGCTGTAAGACCACTAGATGGTGCAG	V_CTCF_BR	40
chr3	118925473	118925623	id-70428	1.93e-05	-	GAGGTTAAAACAGGAGAGCCCTGTAGAGGGAAGCA	V_CTCF_BR	12
chr3	118942473	118942623	id-70429	1.21e-05	-	TTGTCTATTCCTGACTCCCCCTCTAGGAGGCAACA	Upstream_CTCF	25
chr3	118960434	118960584	id-70430	1.09e-07	-	ACTGACCTATCCTCAACTGCCACTAGGTGGCCCTC	Upstream_CTCF	40
chr3	118993892	118994042	id-70431	1.26e-05	+	CATACACATTCAAAAATGCCCACTAGATGGCAAAC	Upstream_CTCF	40
chr3	119041607	119041757	id-70432	1.38e-06	+	TCAGACCCTACAGGGGGCTCCGCCAGGGGGAGGGG	V_CTCF_BR	31
chr3	119062675	119062825	id-70433	1.32e-05	-	TGTGATTTAGCTTCTTCCACCAGGAGGAGGAACTG	Upstream_CTCF	3
chr3	119064915	119065065	id-70434	2.44e-07	+	ACTGCTTTCCTCTGTGTTCCCACCAGGGGCCCTAG	Upstream_CTCF	16
chr3	119072235	119072385	id-70435	5.17e-06	-	AGTGCAATCCTCACAGTCACCTTATGAGGGAGGTA	Upstream_CTCF	39
chr3	119099673	119099823	id-70436	1	+	NA	NONE	34
chr3	119107545	119107695	id-70437	6.43e-06	-	TCCTCTCATCTTCTTTGTGTCAGTAGGTGGCACCA	V_CTCF_BR	29
chr3	119127918	119128068	id-70438	1.84e-05	+	CAGCATCCATGGCTTCTAACCACTACATGCCAGTA	UpstreamP1_CTCF	18
chr3	119129189	119129339	id-70439	4.68e-07	+	TTGAGAGGCAGCTCTGTGACCAGAGGAGGGCACCA	V_CTCF_BR	3
chr3	119139159	119139309	id-70440	2.6e-06	+	CTTTCCTAGCAAAACAAGGCCAGAAGAGGGAGCAA	V_CTCF_BR	36
chr3	119147502	119147652	id-70441	2.19e-05	-	CCAAGAACACCTGTAACGGCCAGAAGAGGGGGCTG	Upstream_CTCF	22
chr3	119153629	119153779	id-70442	4.65e-06	+	CTGCTGTGCCGCACCAGCACCCCTTGAGGCCATAT	UpstreamP1_CTCF	5
chr3	119182542	119182692	id-70443	9.27e-07	-	ATGCTTTGGCCAACACTGGCCGGAAGGGGCGGGAC	UpstreamP1_CTCF	26
chr3	119187947	119188097	id-70444	6.51e-05	-	GCATCTTCCCGGGAGCCGGCCGCGCGGGGGAGCGC	V_CTCF_BR	36
chr3	119209131	119209281	id-70445	1	+	NA	NONE	22
chr3	119213566	119213716	id-70446	4.31e-05	-	AGGCAGTTTCTGTTCTTGACCACTAGGAAAATCTG	UpstreamP1_CTCF	33
chr3	119237010	119237160	id-70447	6.49e-06	-	AAATCATTTGTACTCAGGAGCACTAGATGGCAGCC	Upstream_CTCF	3
chr3	119243926	119244076	id-70448	8.64e-05	+	TCTGCTGTACCTCATGGGGGAGTGAGAGAGCAGCA	Upstream_CTCF	35
chr3	119262120	119262270	id-70449	1	+	NA	NONE	15
chr3	119269593	119269743	id-70450	1	+	NA	NONE	7
chr3	119278445	119278595	id-70451	9.27e-07	-	AAGCAACTAGAAGAAGACGGCAGCAGAGGGCGCTT	UpstreamP1_CTCF	39
chr3	119319697	119319847	id-70452	1.84e-07	+	TCTGTAAGGCCAGCCTGGGCCTGAAGGTGGTGCTG	Upstream_CTCF	40
chr3	119337851	119338001	id-70453	2.96e-05	+	ACACTTTCTCTTGCACTGAACACCTGGTGGTGCTA	V_CTCF_BR	4
chr3	119346452	119346602	id-70454	1	+	NA	NONE	3
chr3	119377260	119377410	id-70455	3.81e-05	+	TCCAGCAAATGGGCACCCTACACTGGAGGGAGCAC	V_CTCF_BR	3
chr3	119381589	119381739	id-70456	1	+	NA	NONE	29
chr3	119400265	119400415	id-70457	1	+	NA	NONE	38
chr3	119409044	119409194	id-70458	1	+	NA	NONE	39
chr3	119461983	119462133	id-70459	2.81e-06	+	AGTGCAGTGGCGCCCTCTGCCTCCTGGGCGCAGGC	Upstream_CTCF	19
chr3	119527059	119527209	id-70460	1	+	NA	NONE	9
chr3	119529127	119529277	id-70461	3.36e-07	+	GTCCGTGTGCAACAGGCAGCCACCTGGGGGAGCGC	V_CTCF_BR	29
chr3	119539943	119540093	id-70462	9.81e-06	-	AAGTTACTTGTGCGATGCGCCTCCTGCTGGCACTG	V_CTCF_BR	40
chr3	119550003	119550153	id-70463	3.18e-06	+	AGAATAATCCATCTTATGGGCAGTAGGTGGCAGCA	V_CTCF_BR	36
chr3	119602716	119602866	id-70464	9.84e-05	-	GTAATATATCTAATGTTCACCACTTGGTGGAGATC	V_CTCF_BR	12
chr3	119610898	119611048	id-70465	1.73e-05	+	TTGTTTATTTTATAGTTCAACACCAGAGGTCGCCA	V_CTCF_BR	40
chr3	119638343	119638493	id-70466	3.81e-05	+	AGAAAAATCATCCCTTTTCCCACAAGGGGGAGAAA	V_CTCF_BR	26
chr3	119759203	119759353	id-70467	1	+	NA	NONE	32
chr3	119791803	119791953	id-70468	6.39e-08	-	TCTTGCCAAGGTTTCATAGCCAGCAGGTGGCAGAG	V_CTCF_BR	25
chr3	119856506	119856656	id-70469	1.74e-07	+	CTAGCAGCTTCAGCAGTTACCAGTGGGTGGAGATG	Upstream_CTCF	6
chr3	119863171	119863321	id-70470	1.83e-05	-	TGAACATCCACAGGGCAAGACGGCAGGTGGCAGCT	V_CTCF_BR	15
chr3	119866061	119866211	id-70471	1.1e-05	-	TCACACTTGTGGGTTTGTGCCACTAGATGGCAATT	V_CTCF_BR	24
chr3	119896203	119896353	id-70472	1	+	NA	NONE	24
chr3	119896917	119897067	id-70473	1	+	NA	NONE	25
chr3	119900663	119900813	id-70474	2.47e-07	-	TTGCAGGTGCAAGGCTTGGCAAGCAGATGGTGCCT	UpstreamP1_CTCF	21
chr3	119901898	119902048	id-70475	2.28e-05	-	GATCCAACTCTGCTGAATACCACCTGATGGCGTCA	Upstream_CTCF	37
chr3	119917293	119917443	id-70476	5.3e-05	-	ATGCAAAGTAAGACTTTGATCAGGTGGTGGCAGCA	UpstreamP1_CTCF	39
chr3	119958375	119958525	id-70477	1	+	NA	NONE	7
chr3	119963214	119963364	id-70478	1.39e-07	+	AGGTGATGATTCTGGTTAACCACCAGATGGCAGTC	V_CTCF_BR	40
chr3	119963935	119964085	id-70479	6.49e-06	+	CTGCAGAGTGAGTGGCTGGCCAGAGGATGGTGTTA	UpstreamP1_CTCF	12
chr3	120004072	120004222	id-70480	2.6e-05	-	GAGCAGGGTCGAGGCGCGCCACGCGGGCGGCGCCA	UpstreamP1_CTCF	8
chr3	120024239	120024389	id-70481	7.27e-06	-	CGTAGCTTTCTTGTTCTTGCCAGCAGGTGTCAATG	V_CTCF_BR	8
chr3	120067825	120067975	id-70482	6.98e-07	+	AACGCGTTGCCGCTCACGTCCAGCAGCTGGAGGTG	V_CTCF_BR	37
chr3	120136129	120136279	id-70483	1.95e-07	-	CCTGGAGTTTGCAGAGCAGCCTCTGGGTGGCAGCA	Upstream_CTCF	40
chr3	120136419	120136569	id-70484	9.84e-05	-	ACATTGTCAGGCACAGTTTCCACAAGAGGGCCCTG	V_CTCF_BR	8
chr3	120137856	120138006	id-70485	7.11e-06	+	TTTGCAGGTGACACGTCTGTCAATAGGTGGCAATC	Upstream_CTCF	38
chr3	120139794	120139944	id-70486	2.58e-05	+	CAAGTTATTTGCAAAACTACCAGTAGAGGTGATCG	Upstream_CTCF	29
chr3	120149300	120149450	id-70487	5.68e-06	-	ACTATTAAAATCCAGGGGACCTGTAGAGGGTGCCA	V_CTCF_BR	15
chr3	120162006	120162156	id-70488	1	+	NA	NONE	35
chr3	120175689	120175839	id-70489	3.45e-05	+	GAGATCATGCCACTGCACTCCAGCAGGGGCAACAG	V_CTCF_BR	17
chr3	120180341	120180491	id-70490	1	+	NA	NONE	5
chr3	120226147	120226297	id-70491	1.03e-07	-	CCTGTTTTTCAGCTAACTGCCACAAGGGGGCTAGA	Upstream_CTCF	40
chr3	120277848	120277998	id-70492	6.07e-12	-	GTGAAGTTCTGCACAGTGGCCAGCAGGGGGCGCTC	UpstreamP1_CTCF	40
chr3	120280191	120280341	id-70493	2.5e-09	+	GGGTCTGGGCTGCTTGTGACCAGCAGAGGGCAGAC	V_CTCF_BR	40
chr3	120286344	120286494	id-70494	1	+	NA	NONE	11
chr3	120286667	120286817	id-70495	1.17e-05	-	CATAATACATAGCTAGCAGTCAGCTGGGGGCAGCA	V_CTCF_BR	40
chr3	120341988	120342138	id-70496	8.61e-08	+	TTTCTCACCCCTGAGGCCACCACAAGGGGGCGGGG	V_CTCF_BR	30
chr3	120361469	120361619	id-70497	1	+	NA	NONE	20
chr3	120457743	120457893	id-70498	1	+	NA	NONE	1
chr3	120510976	120511126	id-70499	1	+	NA	NONE	14
chr3	120514010	120514160	id-70500	2.18e-07	-	CACTACATGCCAGTGTGGGTCAGCAGGGGGCGCTC	V_CTCF_BR	40
chr3	120533493	120533643	id-70501	1	+	NA	NONE	1
chr3	120830861	120831011	id-70502	1	+	NA	NONE	8
chr3	120838129	120838279	id-70503	7.6e-05	+	TTGCAATACCTGCCTGATTCCTGTAGGGTTTTGAA	UpstreamP1_CTCF	4
chr3	120871546	120871696	id-70504	4.65e-06	-	ATGCAAAGTATATAAGATGCCACAAGAGGGCCCCG	UpstreamP1_CTCF	29
chr3	120951077	120951227	id-70505	2.15e-05	-	TAGGGAGCCTTGTCAACCTCCACAAGGGGGCTTTG	V_CTCF_BR	4
chr3	121150669	121150819	id-70506	1	+	NA	NONE	7
chr3	121207568	121207718	id-70507	1	+	NA	NONE	30
chr3	121212401	121212551	id-70508	7.27e-06	-	AGAAGCGTCTTACGTTTGGCATCCAGAGGGAGCTG	V_CTCF_BR	26
chr3	121248297	121248447	id-70509	4.03e-06	-	CATCATTGTCACTGCCTGCCCACTAGGTGGTATCC	UpstreamP1_CTCF	36
chr3	121265635	121265785	id-70510	3.28e-05	+	ATGACAATATTCTAAAGTTCCACGAGATGGCGACA	V_CTCF_BR	39
chr3	121312201	121312351	id-70511	3.24e-06	-	ATTGCAAGTAAGCGGATTGCCGGGAGGTGGCTGGG	Upstream_CTCF	5
chr3	121465582	121465732	id-70512	9.31e-05	+	CACTTTATTCTTAAAACAACCGCAAGAGGGAGTAC	Upstream_CTCF	30
chr3	121468341	121468491	id-70513	2.37e-05	-	AGTCCAATAACGGTCACCCCCGCCAGAGGGGCCGC	Upstream_CTCF	22
chr3	121507118	121507268	id-70514	1	+	NA	NONE	1
chr3	121574528	121574678	id-70515	6.82e-05	+	ACCTGTGTATACGTTTTGGAAAGTAGGGGGCGATG	V_CTCF_BR	35
chr3	121602493	121602643	id-70516	1.92e-05	+	ATGTAAATTTCTGTATCATCCCCTGGGGGGCAGTA	UpstreamP1_CTCF	39
chr3	121694866	121695016	id-70517	9.27e-07	-	CTGCAGTGCAGCAGCCCCACCAAGGGGTGGAATTC	UpstreamP1_CTCF	20
chr3	121708865	121709015	id-70518	3.28e-05	-	ACATCCTAATACAATTGGGCCTCTAGATGGTGACC	V_CTCF_BR	13
chr3	121714497	121714647	id-70519	9.49e-08	-	GTATGTGTGTTGGTGGTGGCCAGAAGAGGGAGCTA	V_CTCF_BR	40
chr3	121732251	121732401	id-70520	1.11e-05	-	TGTGCATTTTGTTAACCTGCCACATGGAGTCAGGG	Upstream_CTCF	9
chr3	121740714	121740864	id-70521	1	+	NA	NONE	4
chr3	121811461	121811611	id-70522	1.82e-06	-	GGGTGGCTTCCCTCTCAGGCCTGCAGGTGGAGACA	UpstreamP1_CTCF	39
chr3	121813683	121813833	id-70523	1.77e-05	+	AAAGGAATTCCTAGTGCCACCTGCAGAGGCACTTC	Upstream_CTCF	3
chr3	121820529	121820679	id-70524	4.7e-06	+	GACAATGCTAGAAGCTTTTACAGTAGGGGGCACTC	V_CTCF_BR	40
chr3	121826799	121826949	id-70525	1.32e-05	+	TAATTAGTTTGATTGGTGGCCACAAGATGGCCATA	Upstream_CTCF	3
chr3	121872909	121873059	id-70526	5.12e-06	+	GAGCAAGCTCCTGCATGCACCAGTAGGAGGCCTCA	UpstreamP1_CTCF	2
chr3	121964460	121964610	id-70527	7.73e-05	+	GATGTAATACAGGAACCCACCGGTAGGTTACTATG	Upstream_CTCF	21
chr3	121977757	121977907	id-70528	2.55e-06	-	GCTGGTCTGCTTGTTCCATCCACTTGGTGGCGTGG	Upstream_CTCF	40
chr3	122017185	122017335	id-70529	1.18e-05	+	CCTCAGTTTTCTAATGTGTCCACTGGGGGAGGCAG	UpstreamP1_CTCF	8
chr3	122018823	122018973	id-70530	3.67e-09	-	ACTGCAATTCAGTTATGCTCCACCAGGTGGTAGCA	Upstream_CTCF	40
chr3	122024785	122024935	id-70531	5.34e-06	+	ATAACAGAGGTGCCATTGGCCACTTGGTGGCAATA	V_CTCF_BR	33
chr3	122025276	122025426	id-70532	5.38e-05	+	CCTTGCAGACCAGCAGGGTGCAGTGGCTGGCACTG	V_CTCF_BR	26
chr3	122034564	122034714	id-70533	1.17e-05	-	CAGTGCCCAGCTGCTCAAACCTCTAGGGGGAGCAT	V_CTCF_BR	14
chr3	122043964	122044114	id-70534	1	+	NA	NONE	2
chr3	122075400	122075550	id-70535	5.77e-08	-	CAGCTTCTGAATGCAATGGCCAGCTGGGGGCACCC	V_CTCF_BR	40
chr3	122102982	122103132	id-70536	1	+	NA	NONE	40
chr3	122106626	122106776	id-70537	1	+	NA	NONE	1
chr3	122111853	122112003	id-70538	1.71e-06	+	CAGTTAATTTATCTCCTTTCCACTAGGTGGCACTG	V_CTCF_BR	40
chr3	122134825	122134975	id-70539	5.92e-05	+	TCGGCTACTTTTGCTCGTACCAGCAGGTGTGCACT	Upstream_CTCF	30
chr3	122177954	122178104	id-70540	2.6e-07	+	AAGATGTAGAATGTCTTAGCCAGAAGAGGGCACTG	V_CTCF_BR	38
chr3	122260628	122260778	id-70541	1.5e-05	-	ACTGCTATTCAGATATTACTCACTGGGAGGCATAT	Upstream_CTCF	5
chr3	122279609	122279759	id-70542	1.99e-07	+	AGACAAGATGCATTTTTTGCCTCCAGAGGGCACTG	V_CTCF_BR	40
chr3	122292145	122292295	id-70543	6.21e-05	+	GACTCAGGTTGCTAGTAAGCCAGCAGAGGGATATT	V_CTCF_BR	22
chr3	122296744	122296894	id-70544	6.43e-06	+	ACGCCACGCACAACCCTCTCTTCTAGGGGGCGCCG	V_CTCF_BR	17
chr3	122314402	122314552	id-70545	1	+	NA	NONE	4
chr3	122329637	122329787	id-70546	2.29e-05	-	CAGCATCCCTCGCTTCTACCCACTAGATACCAGCA	UpstreamP1_CTCF	0
chr3	122337560	122337710	id-70547	1.23e-05	-	CTGCTGCTCTGGGATCCATGCAGGAGAGGGGCTGG	UpstreamP1_CTCF	10
chr3	122379578	122379728	id-70548	1.55e-05	-	AGTGGGAAGGATGGAACGGTCAACTGGGGGCGCCC	V_CTCF_BR	14
chr3	122384080	122384230	id-70549	1.82e-06	+	GTGCCCCATCTCCCGGTTTCCACGGGAGGGCAGGA	UpstreamP1_CTCF	2
chr3	122397114	122397264	id-70550	4.65e-05	+	GCCAAAGACTGTGATGTGTCCATCAGGGGGCTCCC	V_CTCF_BR	14
chr3	122398087	122398237	id-70551	1.04e-07	-	TCCTGCCTCCAGCTTGCTACCTGCAGATGGCGCTC	V_CTCF_BR	40
chr3	122399358	122399508	id-70552	2.77e-07	+	CTGCGGTTGGGGCGAGCGGCAGGTAGGGGGCCCGG	UpstreamP1_CTCF	27
chr3	122399614	122399764	id-70553	6.04e-07	-	CAGCTCCGCTCTCCGCCGGACTGCAGGGGCCGCGC	UpstreamP1_CTCF	19
chr3	122436816	122436966	id-70554	1	+	NA	NONE	1
chr3	122449222	122449372	id-70555	7.78e-06	+	CCTGTACTTGAAGTGGAGGAGGCTAGGGGGCCACA	Upstream_CTCF	2
chr3	122473804	122473954	id-70556	1.16e-05	+	AAGTCCATTCTCCTCTTTACCAATAGGAGGAGCTG	Upstream_CTCF	40
chr3	122493497	122493647	id-70557	2.4e-05	-	TGTCTGTCTCCACAGCCATCCTCTAGTGGGCGTTA	V_CTCF_BR	20
chr3	122513879	122514029	id-70558	1.03e-06	-	CTGCTGTGGTCGCCCTCGGCCTCCGGACCGCGCCT	UpstreamP1_CTCF	5
chr3	122577324	122577474	id-70559	6.8e-06	+	AGTGCATTCATTTTTCCCACCAAAAGATGGCATCA	Upstream_CTCF	37
chr3	122609050	122609200	id-70560	1	+	NA	NONE	8
chr3	122631279	122631429	id-70561	9.29e-06	-	CCTGCGTTTCCCTCACCTGCCGCATGGAGTGGGGG	Upstream_CTCF	0
chr3	122640730	122640880	id-70562	1.13e-05	+	GCGCACCTCTCCAGTGGGACCCGCAGGACGCCGTC	UpstreamP1_CTCF	19
chr3	122641178	122641328	id-70563	1	+	NA	NONE	5
chr3	122659670	122659820	id-70564	1	+	NA	NONE	4
chr3	122660763	122660913	id-70565	8.91e-07	-	GGTGAGGTTCCTGACTGTGCCCCCAGAGGGAGTCT	Upstream_CTCF	40
chr3	122661838	122661988	id-70566	9.14e-09	+	GGTGCAGGCCGCCGGCTGGCCGGCAGGGGGCCCCT	Upstream_CTCF	40
chr3	122667442	122667592	id-70567	2.91e-05	+	TCTGCAGTCCTAGCTCCGGGAGGCAGACAGGGGAG	Upstream_CTCF	17
chr3	122671576	122671726	id-70568	4.31e-07	+	AGGCCCTGCTTGGGTTTGGCCAACAGAGGGAGGAG	V_CTCF_BR	32
chr3	122701875	122702025	id-70569	1.64e-05	-	TGCCCCTTGCCTCTTCTGACCAGCAGGAGGTTGAG	V_CTCF_BR	20
chr3	122711692	122711842	id-70570	9.71e-06	-	GCTGAAGTCCTGACTTCTGTCGCTGGGGGCAAGGA	Upstream_CTCF	3
chr3	122734549	122734699	id-70571	6.21e-05	-	ACAAGTCTCTACTGAGTGGTCAGCAGGTGGAGTCT	V_CTCF_BR	19
chr3	122746699	122746849	id-70572	4.68e-07	+	CCTCGAGGCGCGCGGAGGAGCGCGAGGGGGCGCCC	V_CTCF_BR	39
chr3	122747494	122747644	id-70573	4.01e-05	-	TTTCAAATATATTTTTTGTTCAGCAGAGGGCTCCC	V_CTCF_BR	40
chr3	122755312	122755462	id-70574	1.55e-05	+	AAGAAACTGACAGGCTTTGACAGGAGGAGGCACCA	V_CTCF_BR	10
chr3	122762818	122762968	id-70575	3.11e-05	+	AAAGACTGTCCCTTTTCTGCCTCTGGATGGCGATG	V_CTCF_BR	31
chr3	122790150	122790300	id-70576	9.78e-07	-	CTGCACCTCCACCCACTGTCCTCCAGGGTCTGAGC	UpstreamP1_CTCF	36
chr3	122804368	122804518	id-70577	7.84e-05	+	GGTGTGCTGTGAGCCTCAGCCTCTAGTGGTTTCTC	V_CTCF_BR	13
chr3	122817006	122817156	id-70578	8.71e-06	+	GCTCAGGAAACTAAGGGTCCCGCCAGAGGTCGCTA	V_CTCF_BR	0
chr3	122838363	122838513	id-70579	1.72e-06	-	CCTGCAGAGTAAGCCCTAGCCTCTAGGGGCCTCCT	Upstream_CTCF	2
chr3	122880149	122880299	id-70580	1.03e-06	+	ACAAGAACCAAGACCTGTGCCAGCAGGAGGCGGTC	V_CTCF_BR	28
chr3	122913453	122913603	id-70581	1.54e-05	-	AACCAGGGGAAAAGAGTTGCCAGCAGGAGGGGCTG	UpstreamP1_CTCF	37
chr3	122921489	122921639	id-70582	2.72e-05	+	GCTTAGTTTCCTGGATCATCCACCTGGGGCAGGGG	UpstreamP1_CTCF	33
chr3	122977790	122977940	id-70583	1	+	NA	NONE	39
chr3	122986821	122986971	id-70584	8.5e-06	-	GAAGCCAGGACTTTCATTCCCACTAGATGGCAATG	Upstream_CTCF	21
chr3	123005234	123005384	id-70585	3.65e-07	+	CCCCCAGTCCCTTCCATGCCCAGTAGAGGGCTCTG	V_CTCF_BR	40
chr3	123014897	123015047	id-70586	2.78e-06	-	TGGCCCTGTACCTGCACGCCCAGCAGGTGGAGTCC	V_CTCF_BR	6
chr3	123016468	123016618	id-70587	8.21e-06	-	TGGGATCTCTCCTCCACGCCCTCTGGATGGCAGCA	V_CTCF_BR	16
chr3	123026655	123026805	id-70588	1.95e-07	-	CCTGCAGTTCTTCTCCTCGCCTCTGGATGGTCCTT	Upstream_CTCF	40
chr3	123033861	123034011	id-70589	1.26e-05	+	TCTGGAACTTCCCATTGGCCCTCCTGGGGCAAGGG	Upstream_CTCF	8
chr3	123040428	123040578	id-70590	1.32e-05	-	TTTGCCGAACTCTGTTTGCCCAGCAGAGTGCTCCA	Upstream_CTCF	5
chr3	123047793	123047943	id-70591	7.27e-11	+	GGGGCTGTTCCCGGCCTGGCCACAAGGTGGCGCGG	Upstream_CTCF	39
chr3	123060985	123061135	id-70592	1	+	NA	NONE	13
chr3	123064308	123064458	id-70593	9.25e-06	+	AGGACCAGGAGAGAAAATTCCAGAAGGGGGAGCTC	V_CTCF_BR	6
chr3	123079999	123080149	id-70594	1	+	NA	NONE	24
chr3	123084745	123084895	id-70595	1	+	NA	NONE	39
chr3	123094369	123094519	id-70596	1	+	NA	NONE	17
chr3	123097388	123097538	id-70597	2.97e-06	+	ATGGCCTCGCTGGGCCTGGCCTGAGGAGGGCAGTT	V_CTCF_BR	2
chr3	123109164	123109314	id-70598	3.65e-07	-	TGGCCCTCCATGGCTCATTCCACCAGAGGGCACAG	V_CTCF_BR	2
chr3	123131042	123131192	id-70599	9.41e-05	-	CGAATACCTTCTCTAAGGGCAGCCTGGTGGCAGGA	V_CTCF_BR	21
chr3	123134388	123134538	id-70600	1	+	NA	NONE	2
chr3	123141416	123141566	id-70601	2.96e-05	+	TGAGCTCAGCTCATGTCTGGTGGCAGGGGGCGCTG	V_CTCF_BR	6
chr3	123163747	123163897	id-70602	4.48e-07	+	GCTGGACTTCCCCCACCAGCCAGCAGGGTTTGCTC	Upstream_CTCF	22
chr3	123166923	123167073	id-70603	7.33e-10	+	CGCCGAGCCGCCGCCGCCGCCCGCAGGGGGCGCCC	V_CTCF_BR	17
chr3	123208360	123208510	id-70604	2.59e-06	-	TTGTCGTAGCCAGGCTTCCCCACTCGGGGGCAGCA	UpstreamP1_CTCF	40
chr3	123217204	123217354	id-70605	1.79e-08	-	CCTGCTGTGCAGCTCTGTTCCAACAGGTGGCGGTT	Upstream_CTCF	17
chr3	123243930	123244080	id-70606	3.65e-07	+	CACAAAGCCCAGCAGCAAGCCAGAAGGGGGCGGGA	V_CTCF_BR	3
chr3	123271070	123271220	id-70607	3e-06	-	TTTCTCTTTCCCTATCCAGTCACTAGAGGGCACCT	UpstreamP1_CTCF	40
chr3	123278019	123278169	id-70608	1.39e-07	-	CAGACGTTTACTATGGTCACCACTAGATGGCACCC	V_CTCF_BR	39
chr3	123303448	123303598	id-70609	5.92e-05	+	GAACTTGGCTCGACCCCCAGCGCAGGAGGGAGCTC	V_CTCF_BR	32
chr3	123340698	123340848	id-70610	4.7e-05	-	AGAGGCATTCTCCGCAGGGCCACACGGTGGTTCTG	Upstream_CTCF	3
chr3	123348613	123348763	id-70611	3.31e-06	-	CTGCTGCACCTCAGCCTCACAGGTAGGTGGTGTCA	UpstreamP1_CTCF	18
chr3	123361372	123361522	id-70612	1.96e-08	+	GAAGAAGGTCCCCAAATGGCCTGCAGGTGGCGCTC	V_CTCF_BR	39
chr3	123370936	123371086	id-70613	2.01e-05	+	CTGCCTCTCTTCTATTTGACCACAAGGGGAGGAGT	UpstreamP1_CTCF	32
chr3	123371305	123371455	id-70614	4.66e-08	+	ACTGTTGCACACCCAGAGAACACTAGAGGGCACCC	Upstream_CTCF	40
chr3	123375659	123375809	id-70615	4.64e-09	-	CAGCAATTTTGGCATGCTGCCACCAGGGGGTGATG	UpstreamP1_CTCF	33
chr3	123421029	123421179	id-70616	1.99e-07	-	TGGTCAGAGCTCAGAAATGCCAGCAGGTGGCAGCC	V_CTCF_BR	40
chr3	123438071	123438221	id-70617	4.38e-09	-	CTGCTTCCAAGGGCTCTGGCCACAAGGTGGCACCA	V_CTCF_BR	40
chr3	123438734	123438884	id-70618	1.1e-05	+	AGTGTCTCAGGGCACCGTGCCAGGGGGTGTCGCTG	V_CTCF_BR	6
chr3	123442519	123442669	id-70619	7.49e-07	-	TAGCGTTTCCACACCCATTCCACTAGAGGGCGATC	UpstreamP1_CTCF	40
chr3	123443225	123443375	id-70620	5.01e-06	+	CGCCCATATTGCATTCCAGCCACAAGGAGGCTGCC	V_CTCF_BR	35
chr3	123444614	123444764	id-70621	1.63e-05	+	CCTGTGCTTCCTTCTCATACCACCAGGATGTCCAA	Upstream_CTCF	35
chr3	123455717	123455867	id-70622	8.46e-07	-	TGTGAGCCACCACGCCCGGCCACAAGGGGCAGGTC	Upstream_CTCF	4
chr3	123464099	123464249	id-70623	1.04e-05	-	TAAACAGAGACAGTACCACCCTCTAGGGGGCACTT	V_CTCF_BR	40
chr3	123469802	123469952	id-70624	4.1e-06	-	AAGGTAGTCAGGGAAGGTTCCAGAAGGGGGCGAGG	Upstream_CTCF	23
chr3	123493134	123493284	id-70625	1.38e-06	-	CAACCCCGTCCATGCTTGTACAGCAGGGGGAGGAG	V_CTCF_BR	16
chr3	123500107	123500257	id-70626	1.19e-06	-	CAGGATTCCATTTGTCCAGCCACTGGAGGGCAGAG	V_CTCF_BR	18
chr3	123522394	123522544	id-70627	2.6e-06	+	TGCGCAAGTAGGAAAGGTTCCAGCAGGGGGATCCA	V_CTCF_BR	12
chr3	123536968	123537118	id-70628	3.11e-05	-	GGAGAGTTCACTCTGTGTGACTGCAGGAGGCAGAA	V_CTCF_BR	9
chr3	123595811	123595961	id-70629	1	+	NA	NONE	37
chr3	123600122	123600272	id-70630	6.73e-07	-	ATGTCCTCGCTCAACTTGGCCAGCAGAGGGTGCAT	UpstreamP1_CTCF	40
chr3	123600769	123600919	id-70631	8.23e-05	+	GTCTGTCTACCATTTTCAGGCAGCAGGTGGGGCCA	UpstreamP1_CTCF	5
chr3	123626689	123626839	id-70632	5.9e-06	+	GAGCTCTCTCCTTGTTTCCCCTGCAGGTGGAGTTG	UpstreamP1_CTCF	24
chr3	123660093	123660243	id-70633	2.66e-05	+	CATCTAGCTATTTTTTAAGCCACAAGATGGCAATA	V_CTCF_BR	26
chr3	123680192	123680342	id-70634	1.39e-05	+	CTTCCCGGCTTGTCACCCACCGGCAGGGGTTGGGA	V_CTCF_BR	14
chr3	123698735	123698885	id-70635	1.52e-07	-	TCTTCGTTCTCCTGTCTCACCACTAGATGGCAGCA	V_CTCF_BR	40
chr3	123735496	123735646	id-70636	1.04e-05	+	GTAAAAAATCTCTGTGTTTACACCAGGGGGAGCAA	V_CTCF_BR	34
chr3	123751992	123752142	id-70637	9.25e-06	+	GGCGGCTGCTGCGGCGGCGGCGGCGGCGGGAGCCA	V_CTCF_BR	40
chr3	123752705	123752855	id-70638	2.18e-07	-	TCGGCAACTCCAGCCCCGACGCCGAGGGGGCACTG	Upstream_CTCF	15
chr3	123798305	123798455	id-70639	7.07e-08	-	CCACAGGTGGTATACTCTACCACCAGGTGGCAGTA	V_CTCF_BR	40
chr3	123834912	123835062	id-70640	9.49e-08	-	CCAAAGAGAAGATATCTGGCCACCAGAGGGAAGAG	V_CTCF_BR	9
chr3	123866918	123867068	id-70641	2.84e-05	-	TGCTACTGACTAAACACAACCAGTAGAGGGGAGCC	UpstreamP1_CTCF	11
chr3	123965958	123966108	id-70642	2.02e-06	+	TGGCAGTTTAGGTGTGCTGCCACCAAGTGGTAGAG	UpstreamP1_CTCF	40
chr3	123996467	123996617	id-70643	1	+	NA	NONE	20
chr3	124000693	124000843	id-70644	2.66e-05	-	CGTTCCTAGAAACCATTCAGCAGTAGGTGGTGCTC	V_CTCF_BR	40
chr3	124066386	124066536	id-70645	8.21e-06	+	TGATCTAAAAATGCCTTGTCCACGAGGTGGTGCTG	V_CTCF_BR	19
chr3	124070648	124070798	id-70646	2.27e-06	+	ATTTGAGTCCTCAGTTCATCCTGCAGATGGCACTC	V_CTCF_BR	40
chr3	124103472	124103622	id-70647	9.84e-05	-	CTGGCACTGAGGCGCGGTGCGCGGAGCTGGCACGC	V_CTCF_BR	3
chr3	124110741	124110891	id-70648	1.47e-05	+	CTTCAAACTTTCCCTTTGCCCTCTAGTGGGAACTG	V_CTCF_BR	23
chr3	124146261	124146411	id-70649	1.48e-06	-	CATGTAGGCTGGGAAGCCGCCTGTAGATGGCTGTG	V_CTCF_BR	7
chr3	124161459	124161609	id-70650	1	+	NA	NONE	11
chr3	124182219	124182369	id-70651	7.9e-07	-	GTGCTATTCTGGAGTCTTGCCTCAGGGTGGCTGCT	UpstreamP1_CTCF	10
chr3	124187159	124187309	id-70652	9.06e-08	-	CTGCACATCCCTTCTCTCACCACCTGGTGGAGCTA	UpstreamP1_CTCF	39
chr3	124205290	124205440	id-70653	5.65e-05	+	TTCTCCCTCTCAAACATGTGCTCTAGGGGGTGCAC	V_CTCF_BR	31
chr3	124211752	124211902	id-70654	5.77e-08	+	CTTCTGAAGGGGGATGTGCCCAGCAGGTGGCACTC	V_CTCF_BR	40
chr3	124232224	124232374	id-70655	8.59e-05	-	CACACAGTGGCAAACGCTTTCCCTAGTGGGCGCTC	V_CTCF_BR	10
chr3	124245569	124245719	id-70656	2.1e-05	+	ATAGAAATGGCTAATACCTCCCCCAGAGGCCAATG	Upstream_CTCF	33
chr3	124247687	124247837	id-70657	1.56e-05	+	CTTGGATCTATACTTGTGCTCAGCAGGGGGGGCTC	Upstream_CTCF	1
chr3	124269393	124269543	id-70658	3.55e-08	-	GTCTAGTGGCACTAAGTAGCCACTAGAGGGAAGCA	UpstreamP1_CTCF	40
chr3	124278802	124278952	id-70659	4.68e-07	-	GGCGAGAAGCCTAGATACGCCACTAGATGGCAGTG	V_CTCF_BR	40
chr3	124283900	124284050	id-70660	6.98e-07	+	AAGCCTGACTTCCTTTCCTCCACTAGATGGCAGCA	V_CTCF_BR	40
chr3	124295541	124295691	id-70661	1.09e-06	+	GCTGCAGCTGCTATTTGTGCCTGTAGGAGGGAAGG	Upstream_CTCF	12
chr3	124339463	124339613	id-70662	1	+	NA	NONE	14
chr3	124355028	124355178	id-70663	7.44e-06	-	CTTTTACTTCCAGCTTATCAGAGCAGGGGGCAGTG	Upstream_CTCF	4
chr3	124407799	124407949	id-70664	6.39e-08	-	TAAAGCTGGTTTTATTTGACCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr3	124410587	124410737	id-70665	1	+	NA	NONE	8
chr3	124429700	124429850	id-70666	5.98e-05	+	TAGCAGTACCTTGAGATGGCCACTAAATTCGGGAG	UpstreamP1_CTCF	8
chr3	124466118	124466268	id-70667	1.84e-06	+	TGCAGCCACAGGAGAGCCAACAGCAGAGGGTGCTG	V_CTCF_BR	5
chr3	124480194	124480344	id-70668	4.23e-08	+	CAGCTCATGCCAAGAGCTTCCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr3	124487768	124487918	id-70669	1.64e-05	+	GGAGAAAAACCGTGACTGCCCGGGTGGTGGCAGCA	V_CTCF_BR	33
chr3	124505699	124505849	id-70670	6.43e-06	+	TTAAGAATAACCATTTCAGCCACCAGAGGTCTCTC	V_CTCF_BR	36
chr3	124546395	124546545	id-70671	1	+	NA	NONE	37
chr3	124569604	124569754	id-70672	1.31e-05	+	CAGACAGACACAGCTTGTCCCGCCAGAGGGCTCCT	V_CTCF_BR	21
chr3	124581017	124581167	id-70673	3.86e-05	+	AGTCCAGTGCACAGCCCCACCACCAGGGTGGCAAC	Upstream_CTCF	10
chr3	124605041	124605191	id-70674	1	+	NA	NONE	22
chr3	124620269	124620419	id-70675	3.8e-08	-	GGCTGGGCAAATCTCGGGGCCGGTAGGTGGCGCTG	V_CTCF_BR	40
chr3	124624834	124624984	id-70676	1	+	NA	NONE	21
chr3	124642778	124642928	id-70677	1.06e-05	+	CTTGAAGCATGGTCCTCTAACACTAGGTGGGGCTC	Upstream_CTCF	35
chr3	124647578	124647728	id-70678	1.28e-06	+	GTGAGGACAATTGAGAATGCCACAAGGTGGCGCAG	V_CTCF_BR	40
chr3	124657757	124657907	id-70679	1.7e-05	+	ACTGCAGTACCATGATAAGGCTCTAGAGGATCATT	Upstream_CTCF	15
chr3	124665006	124665156	id-70680	2.91e-05	-	GTTGCTGTAAAGAAAGGAGCCTCATGAGGGAGTCA	Upstream_CTCF	1
chr3	124688876	124689026	id-70681	1	+	NA	NONE	1
chr3	124705479	124705629	id-70682	7.8e-08	-	CAAGTCACTGTCACTGTGTCCAGCAGAGGGCAGAG	V_CTCF_BR	40
chr3	124714375	124714525	id-70683	5.86e-07	+	AGTGCTCCAGCACTGATGGCCAGAAGATGTCACTG	Upstream_CTCF	40
chr3	124725411	124725561	id-70684	1	+	NA	NONE	1
chr3	124751221	124751371	id-70685	6.39e-05	-	CTTGCCTGTCTGGAACTGGGCCCCAGAGGAGCCCA	Upstream_CTCF	17
chr3	124764917	124765067	id-70686	1	+	NA	NONE	29
chr3	124769813	124769963	id-70687	1.13e-05	+	CAGCCACTGCTCCACGTTCCCAGGAGAGGGCCCAT	UpstreamP1_CTCF	11
chr3	124771542	124771692	id-70688	1	+	NA	NONE	3
chr3	124773543	124773693	id-70689	1	+	NA	NONE	30
chr3	124774520	124774670	id-70690	1.55e-07	+	CTGCAGCTCCAGCCCCGCTCCCGCGAGGGGCGCCA	UpstreamP1_CTCF	9
chr3	124778422	124778572	id-70691	1.47e-05	-	CTCAGGACAACCCCAAGAGGCAGCAGAGGGAAATG	V_CTCF_BR	28
chr3	124794697	124794847	id-70692	1.93e-05	-	GCCAGCCCAGACCCCTGGAGGGGCAGGGGGCAGTC	V_CTCF_BR	19
chr3	124860858	124861008	id-70693	1	+	NA	NONE	28
chr3	124869487	124869637	id-70694	4.11e-08	+	CTTGCAGTGCGATTCTTGTACACTAGGGGGTAGGA	Upstream_CTCF	40
chr3	124882678	124882828	id-70695	1	+	NA	NONE	35
chr3	124884133	124884283	id-70696	6.18e-07	-	CCTGCAGTGCCCGGGATGGCCTCTGTGTGGAGTTG	Upstream_CTCF	40
chr3	124911038	124911188	id-70697	2.66e-05	+	GGCAGCCCCGTGAGGCAGGCCGGGAGGGGGCCCCA	V_CTCF_BR	21
chr3	124913585	124913735	id-70698	2.27e-05	+	GATTACATACACATGCGAACCAGCAGATGGCTTTC	V_CTCF_BR	5
chr3	124913825	124913975	id-70699	1	+	NA	NONE	15
chr3	124914147	124914297	id-70700	1	+	NA	NONE	22
chr3	124921188	124921338	id-70701	1.41e-05	-	TTGTAATTTGAATAAGGTGCCATTAGGTGGTGCTT	UpstreamP1_CTCF	38
chr3	125038773	125038923	id-70702	1	+	NA	NONE	2
chr3	125094189	125094339	id-70703	6.51e-05	-	TTCCAGCCAGGTCTCTGCGCCAGACGAGGGCGGGC	V_CTCF_BR	23
chr3	125111317	125111467	id-70704	1.21e-06	-	CAGCATCCCTGGCCTCCACCCACTAGATGCCAGTA	UpstreamP1_CTCF	13
chr3	125117918	125118068	id-70705	6.8e-06	+	CTGCCTCACTAGCATCTGATCGCCTGGGGGCACCC	UpstreamP1_CTCF	8
chr3	125122735	125122885	id-70706	3.28e-05	-	GTCACACAGTTAGTGCCAGGCTACAGGGGGAGCTA	V_CTCF_BR	19
chr3	125128172	125128322	id-70707	5.7e-05	+	TAGGTGCTGCTGTTTTCTTCCACCAGGAGTCCCTT	Upstream_CTCF	6
chr3	125156759	125156909	id-70708	1.41e-09	-	CCTGTTCTACAGGAATCTACCACCAGGTGGCGGTA	Upstream_CTCF	40
chr3	125273249	125273399	id-70709	1	+	NA	NONE	3
chr3	125301690	125301840	id-70710	2.86e-06	-	ATGAAGTATACCAACCTTGTCACTGGGTGGCAGTA	UpstreamP1_CTCF	26
chr3	125304583	125304733	id-70711	3.95e-09	-	AGAGCACTTTTTATGCTGACCACCAGATGGCACAG	Upstream_CTCF	40
chr3	125322342	125322492	id-70712	1	+	NA	NONE	23
chr3	125398182	125398332	id-70713	5.17e-06	-	GAAGTAACAGAGAGCTCCACCAGCAGGTGGGGAAA	Upstream_CTCF	31
chr3	125403125	125403275	id-70714	6.73e-07	+	CTGCTTCCAAGGGCTCTGGCCACAAAGTGGCGCCA	UpstreamP1_CTCF	37
chr3	125416935	125417085	id-70715	6.23e-05	+	CAGTTATGCATTGCAGAGGACACCAGAGAGCTTCC	UpstreamP1_CTCF	13
chr3	125461828	125461978	id-70716	1	+	NA	NONE	34
chr3	125485196	125485346	id-70717	5.15e-14	+	CCGCGGTGAGCGCGGGCGGCCAGCAGAGGGCGCCA	V_CTCF_BR	40
chr3	125485861	125486011	id-70718	6.18e-07	-	AGCGCAACCCCCGCCCCTTCCGCTAGGGGCCCCCA	Upstream_CTCF	27
chr3	125502073	125502223	id-70719	1	+	NA	NONE	16
chr3	125579519	125579669	id-70720	4.31e-07	-	GCAAGTTGTACATTGCACACCTCCAGGGGGCGCCA	V_CTCF_BR	37
chr3	125635491	125635641	id-70721	3.56e-06	+	GCTGCGCTCCTTCCCCTGGCAGGTGGGCGGCGGGG	Upstream_CTCF	37
chr3	125636098	125636248	id-70722	1	+	NA	NONE	2
chr3	125640683	125640833	id-70723	2.74e-08	+	GCAGGTCTGCCCTGTGCCACCAGGAGAGGGCAGCA	V_CTCF_BR	19
chr3	125648109	125648259	id-70724	2.58e-07	+	CCGTCATTTCAGCTTCTGGCCACTGGGAGGCGCTG	Upstream_CTCF	40
chr3	125655132	125655282	id-70725	4.14e-06	-	GTGACTAGTCTCTGTGTTTACACCAGGGGGAGCAA	V_CTCF_BR	37
chr3	125676837	125676987	id-70726	1.39e-05	-	ACGCCCCGCCCTGGGGGGGGGGGCGGGGGGCGCCC	V_CTCF_BR	0
chr3	125691340	125691490	id-70727	1.09e-07	+	TCTTCATTCTCCTGTCTCACCACTAGATGGCAGCA	Upstream_CTCF	15
chr3	125691532	125691682	id-70728	1	+	NA	NONE	23
chr3	125733156	125733306	id-70729	1.01e-05	-	GGTGCCTGTCCAGCTCCAGCCAGTAGTTGCCTCGG	Upstream_CTCF	5
chr3	125770068	125770218	id-70730	9.49e-08	+	GGCTGGGCCAGGCTGGAGGCCAGCGGGTGGCAGCC	V_CTCF_BR	1
chr3	125778524	125778674	id-70731	1	+	NA	NONE	2
chr3	125800499	125800649	id-70732	5.52e-05	-	GGTCACTGCCCAGTTGCCTCTGGCAGAGGCAGACC	UpstreamP1_CTCF	35
chr3	125803141	125803291	id-70733	8.19e-06	-	CCGTAGCGCTCCCGCGGGGGCGCCAGTGGGGCCCC	UpstreamP1_CTCF	40
chr3	125820656	125820806	id-70734	1.77e-05	+	CGTGCTAGGGCAAGTCCCACCGCTAGGGACGGGAA	Upstream_CTCF	2
chr3	125822704	125822854	id-70735	8.71e-06	+	GTGTCTTATTCCTCAGCAACCACGTGGGGGCAGCT	V_CTCF_BR	27
chr3	125832778	125832928	id-70736	1	+	NA	NONE	39
chr3	125843373	125843523	id-70737	1.41e-06	+	CAGGAAGACCCCAGGAAAGCCACCAGAGGGGGCCC	UpstreamP1_CTCF	6
chr3	125848546	125848696	id-70738	1.97e-06	+	CCCTACTCCTGCCCTGGGGCCACTGGGTGGCGAGG	V_CTCF_BR	5
chr3	125851810	125851960	id-70739	7.17e-05	-	GAGGCAGCTCCTGTCTTCGCAGCTGGGGAGCCTAG	Upstream_CTCF	39
chr3	125853098	125853248	id-70740	6.46e-07	+	GAATCTGTTATGATACAAGCCACCAGATGGCAGCA	V_CTCF_BR	40
chr3	125869687	125869837	id-70741	8.33e-05	+	GAGGCAGTGATGAAGGTGTCCCACAAGGGGTGCTG	Upstream_CTCF	23
chr3	125917180	125917330	id-70742	3.63e-06	-	TTCAGCGGGGATGGTCTGCCCACTAGAGGGAGTCC	V_CTCF_BR	40
chr3	125931527	125931677	id-70743	8.59e-05	+	AGATAAAGAGCAGAAGGTGCCTTTAGGGGGCACCG	V_CTCF_BR	31
chr3	125931956	125932106	id-70744	3.1e-07	-	CTGCGGCGAAGGGCCGCGGCCGCCGGGCGGCGCCT	UpstreamP1_CTCF	35
chr3	125965045	125965195	id-70745	1.97e-06	+	CCAGATTTGCAGTTATCAGCCAGCAGGGGTCGCTT	V_CTCF_BR	39
chr3	125965297	125965447	id-70746	3.22e-07	+	TCTGCTGACACAGCAACAGCGAGCAGGGGGCGCCA	Upstream_CTCF	23
chr3	125978405	125978555	id-70747	1.74e-08	+	CACGGGCCCCACAGCCTGACCAGCGGGGGGCAGTG	V_CTCF_BR	40
chr3	125979896	125980046	id-70748	1.65e-07	-	GTGCAATGAGATGAAAGGGCCACCAGGGAGGGCGC	UpstreamP1_CTCF	29
chr3	125983969	125984119	id-70749	5.01e-06	+	AGGTGCAGCTCACGGGCTGGCGGAAGGGGGCGGCT	V_CTCF_BR	3
chr3	125986497	125986647	id-70750	9.66e-05	+	CCGGAGGCTCCATTTACCCTCCGCGGAGGGCGCTG	Upstream_CTCF	32
chr3	126061863	126062013	id-70751	2.78e-06	-	GAGAGGTGAAAAGCGTCCCCCACTAGGGGGCTGGC	V_CTCF_BR	26
chr3	126067229	126067379	id-70752	1.03e-06	-	TAGCAGAGCCCTGCTCTGGCCACCTGGTGGTCCTA	UpstreamP1_CTCF	39
chr3	126068501	126068651	id-70753	1.54e-05	+	TGCCAACGGTCGACTATGGCCAGGAGACGGCGCTG	UpstreamP1_CTCF	2
chr3	126071101	126071251	id-70754	4.31e-07	-	GAGAGAGCGCTGTTCCCCTCCACCAGGTGGTGCCA	V_CTCF_BR	22
chr3	126084919	126085069	id-70755	7.49e-05	-	CCCTACATTCCTCACTCCCAAGCCAGGGGGCAGCA	V_CTCF_BR	11
chr3	126088467	126088617	id-70756	1	+	NA	NONE	4
chr3	126091441	126091591	id-70757	1	+	NA	NONE	6
chr3	126091835	126091985	id-70758	2.6e-06	+	AGACGTTCACAGTATCTAACCACGGGAGGGCGCAG	V_CTCF_BR	6
chr3	126108250	126108400	id-70759	2.6e-06	-	GCTCGGCGGGAAGAGCAGGGCGCTAGGGGGCAGAC	V_CTCF_BR	40
chr3	126126573	126126723	id-70760	1	+	NA	NONE	10
chr3	126133375	126133525	id-70761	1.64e-06	-	CGGCTGTGTGTGGGTCTGACCTGCAGGGGTCCAGC	UpstreamP1_CTCF	2
chr3	126191351	126191501	id-70762	1.15e-07	-	ATCAGTGCTCCGGAGCCGGCCAGTAGATGGCTGTG	V_CTCF_BR	32
chr3	126193906	126194056	id-70763	2.1e-06	-	GCTGCGGCCCTTCGGCTGTCCAGTGGGCGGCTGTG	Upstream_CTCF	25
chr3	126194383	126194533	id-70764	5.7e-05	-	CTTGGTGCTGCTGGAAGTGCCGCACGGCGGCGCTG	Upstream_CTCF	40
chr3	126206279	126206429	id-70765	1.9e-06	+	AATGCTCCACCGGGACTTGGCTCTGGAGGGCAGGG	Upstream_CTCF	28
chr3	126207280	126207430	id-70766	5.38e-05	+	CACCAGCTAAAGCACTCCGGAAGCAGAGGGAACAG	V_CTCF_BR	8
chr3	126209597	126209747	id-70767	6.84e-06	+	CTGGCTCTGCACCTTTCAGTCAGGAGAGGGAGCAC	V_CTCF_BR	11
chr3	126217884	126218034	id-70768	1.29e-05	-	CTGCAGGGCCTCAGTGAGAACAGGGGGCTGCGGGG	UpstreamP1_CTCF	6
chr3	126229026	126229176	id-70769	1	+	NA	NONE	5
chr3	126237073	126237223	id-70770	2.2e-06	+	AGTGTGCTCTCTTCAGCTCCCGCTGGGGGGCACAC	Upstream_CTCF	3
chr3	126238443	126238593	id-70771	8.89e-06	+	GTGGGATCTCATGCCATCCCCAGCAGGTGGTGTCA	Upstream_CTCF	5
chr3	126241231	126241381	id-70772	2.48e-11	+	ATGTTATTCCCAACTTTGGCCACCAGGTGGCAGCA	UpstreamP1_CTCF	40
chr3	126243055	126243205	id-70773	1.93e-05	-	GGAGGACAGTCCGCTGGATACGGCTGGGGGCGGAG	V_CTCF_BR	9
chr3	126243346	126243496	id-70774	1	+	NA	NONE	5
chr3	126245014	126245164	id-70775	1.39e-07	+	CTGAGACTATGCTTGTGGGCCTGCAGGTGGCACAC	V_CTCF_BR	10
chr3	126247679	126247829	id-70776	3.65e-05	-	CTGTCCTGCCCCATTCCTTCCCCTAGGGGCTTTCT	UpstreamP1_CTCF	21
chr3	126249716	126249866	id-70777	1.48e-06	+	GCGCAGAGGGGGCCTGAGGCAGGCAGGGGGCAGCA	V_CTCF_BR	8
chr3	126268069	126268219	id-70778	4.7e-06	+	CACACACCGTTTTTAGTAAACACAAGATGGCAGCA	V_CTCF_BR	7
chr3	126268887	126269037	id-70779	8.13e-06	-	TGGGCTGCAATGGCTGCAGCCAGCAGGGGTCCTGA	Upstream_CTCF	2
chr3	126273412	126273562	id-70780	9.25e-06	-	TGACATGCTGCCACAAAGGACACCAGGGGTCAGAC	V_CTCF_BR	3
chr3	126286970	126287120	id-70781	7.9e-07	-	CTGCTGTTCCCTTTTGCCAGCACACGATGGCACCA	UpstreamP1_CTCF	25
chr3	126289182	126289332	id-70782	1.87e-09	+	GCAGAACAGCCCATCCTGGCCTGCAGAGGGCACCG	V_CTCF_BR	23
chr3	126373584	126373734	id-70783	3.12e-08	+	CGGCTGCGCTCGATGAGGCCCACGAGGTGGCGGCG	UpstreamP1_CTCF	19
chr3	126378957	126379107	id-70784	1.03e-05	+	GTGCTTCTCTACCGCCAGGGCTGCAGCGGCAGGTG	UpstreamP1_CTCF	35
chr3	126383583	126383733	id-70785	5.01e-06	+	GAGCTGGCGAGTGCACCGCCCTAGAGGGGGCGCAG	V_CTCF_BR	36
chr3	126398187	126398337	id-70786	7e-10	+	CATGCACTTCTGAAGGCGGCCGCGAGGTGGCACTG	Upstream_CTCF	40
chr3	126411861	126412011	id-70787	6.21e-06	+	CCAGCAGTTTGCAAACTTTAGCCTAGAGGGAGCCA	Upstream_CTCF	12
chr3	126422751	126422901	id-70788	5.68e-06	+	AACATCACCCTTGGCTCTCCCTCAAGGGGGAGCTC	V_CTCF_BR	30
chr3	126430120	126430270	id-70789	3.03e-05	-	GAAGCATTTCACTAGGCAACCACATGGCGGAAAAC	Upstream_CTCF	14
chr3	126433449	126433599	id-70790	9.26e-05	+	CTGCCCTAGCCCACCCTGCCTGCCTGCTGTAGGCC	UpstreamP1_CTCF	3
chr3	126433882	126434032	id-70791	1	+	NA	NONE	9
chr3	126456516	126456666	id-70792	4.01e-05	+	GGAGGGAGGAAGGATGCTGCAGATAGGGGGCACTC	V_CTCF_BR	33
chr3	126465408	126465558	id-70793	2.01e-05	-	GGTGTATTTCTATTAATGTCCAGTGTGTGTCAGCA	Upstream_CTCF	27
chr3	126471174	126471324	id-70794	2.89e-07	+	TGTGGTGTGTGAGCGGAGCCCACTAGGTGGCAGGC	Upstream_CTCF	40
chr3	126538833	126538983	id-70795	4.43e-05	-	TGGGACAGGATAGTTATGGCCTCTAGAGGCATCAA	V_CTCF_BR	7
chr3	126554882	126555032	id-70796	2.91e-05	-	CCTTCTATGAGCACAGGGGCCACTGGAGAGCTCTG	Upstream_CTCF	35
chr3	126564878	126565028	id-70797	3.09e-05	+	CAGACTTGCAGCCTGCCAGCCACCAGAAGGGGCAG	UpstreamP1_CTCF	9
chr3	126645701	126645851	id-70798	7.44e-05	+	CTGGGAATACGGTTGTGAACCGGCAGGAGGCTTCC	Upstream_CTCF	31
chr3	126646920	126647070	id-70799	1.01e-05	+	CGATGACTTCCGTGAGAGCCCACCAGAGGGACTGC	Upstream_CTCF	16
chr3	126658338	126658488	id-70800	4.71e-06	+	CCAGCAGCAAAGAAGAATGCCTGTAGATGGCGTCT	Upstream_CTCF	26
chr3	126664074	126664224	id-70801	1.1e-06	+	ACAGAGCTGGAAGGGCAGGCCTGTGGGGGGCGCCA	V_CTCF_BR	16
chr3	126675302	126675452	id-70802	5.86e-07	+	GGAGCAGCACTGAGCACGCCCAGCAGCCGGAGGAC	Upstream_CTCF	1
chr3	126676253	126676403	id-70803	4.65e-05	-	AGGTCCGAGCACAGCAGCACCTCATGCGGGCGATC	V_CTCF_BR	4
chr3	126679218	126679368	id-70804	3.36e-07	-	AGCTCCACTTCGCTGGTGTCCAGCAGAGGGCTGGA	V_CTCF_BR	33
chr3	126691779	126691929	id-70805	9.29e-06	+	AGTGGGCCTGTCACCCCTGCCAGAAGAGGGGGCTG	Upstream_CTCF	14
chr3	126696613	126696763	id-70806	9.81e-06	-	TCTAGGAGGCCCACTTTGGCCACTGGGTGGAGAGG	V_CTCF_BR	7
chr3	126701419	126701569	id-70807	4.4e-10	+	ATGCGCCACCAGCCTGGGGCCTGCAGGGGGCGCCC	V_CTCF_BR	40
chr3	126701756	126701906	id-70808	1.54e-12	-	GGGGCGGGGCCGGCGGCGGCCTCCAGAGGGCGCTC	V_CTCF_BR	11
chr3	126704005	126704155	id-70809	2.78e-06	-	CCTGGACAGGAGGGGATCGCCGCCTGGTGGAACGC	V_CTCF_BR	14
chr3	126715088	126715238	id-70810	1.19e-06	-	AGCTTCTAGAGCAGTGGGGCCTCTAGGGGGCAGGT	V_CTCF_BR	36
chr3	126720819	126720969	id-70811	5.98e-05	-	CTGGACTGCACCCACACCCGCACCAAGTGCACCCG	UpstreamP1_CTCF	16
chr3	126721145	126721295	id-70812	5.13e-05	-	CTGGGCTGAGGGCGGCCAGCCAGGGTGGGGCGCTG	V_CTCF_BR	38
chr3	126723986	126724136	id-70813	1.67e-08	+	ACTGCCGCTCACCCTCCGCCCGGGAGGTGGCGCCC	Upstream_CTCF	4
chr3	126731133	126731283	id-70814	2.29e-05	+	GGGTCATGTAGGCAAGTGGGCTGCAGGGGGCCCAT	UpstreamP1_CTCF	3
chr3	126735200	126735350	id-70815	1	+	NA	NONE	6
chr3	126802759	126802909	id-70816	3.81e-05	+	CCGCACTGACCACCAGCACCCATGTGTGGGCACTG	UpstreamP1_CTCF	3
chr3	126807608	126807758	id-70817	7.15e-05	-	GCGTCCCAGTAGCCAAGTCCGGCCAGGTGGCTCTG	V_CTCF_BR	5
chr3	126811694	126811844	id-70818	3.36e-07	-	TGCCCAGCCTGGGGTGTGGCCGGCAGGAGGCAGGA	V_CTCF_BR	6
chr3	126823538	126823688	id-70819	2.4e-05	+	GAACCCTCAGACACTGGCTACACATGAGGGCGCTG	V_CTCF_BR	2
chr3	126824599	126824749	id-70820	1.15e-07	-	CCTGCAATGATCCTGCCAACCTCCAGGGAGCAGAG	Upstream_CTCF	10
chr3	126843116	126843266	id-70821	1	+	NA	NONE	23
chr3	126889820	126889970	id-70822	6.8e-06	+	CGGCAGTTAGTGTGGCTGGCCATGGGGTGGGGGTG	UpstreamP1_CTCF	13
chr3	126896194	126896344	id-70823	1.64e-06	-	AAGGCTGCTGACTACATTCCCAGCAGGTGGAGCAA	Upstream_CTCF	30
chr3	126899020	126899170	id-70824	1.54e-05	+	CAGCAGGAATATCAGGCCACCATCAGGTGATGGTC	UpstreamP1_CTCF	7
chr3	126928662	126928812	id-70825	7.17e-05	+	GGTGCTGCACCCGACCCTCCCTCCAGCAGCGCCAT	Upstream_CTCF	2
chr3	126955586	126955736	id-70826	1.17e-05	+	TACCCTTGCCCGCCTCCTCCCTCCAGTGGGCATTG	V_CTCF_BR	2
chr3	126957642	126957792	id-70827	1	+	NA	NONE	6
chr3	126973633	126973783	id-70828	1.56e-06	+	CAGAAGAGCCCACGCTTCCCCAGCAGGTGGGGCTC	UpstreamP1_CTCF	38
chr3	127006751	127006901	id-70829	2.19e-05	-	GGTGCTCCCTCCTACCTGCCTGGTAGGGGGCGCAT	Upstream_CTCF	8
chr3	127007874	127008024	id-70830	2.86e-06	+	GAGTAGGAAACACTCCAGGACAGAAGAGGGCGCCT	UpstreamP1_CTCF	12
chr3	127023285	127023435	id-70831	2.11e-06	-	AGAACTACGTGCATTGTACCCAGGAGGGGGCAGGG	V_CTCF_BR	13
chr3	127036715	127036865	id-70832	7.27e-06	+	GTATTGGTAGCAACACTTGCCAGGAGAGGCAGCCG	V_CTCF_BR	4
chr3	127058972	127059122	id-70833	4.85e-07	+	GTGGACGGCTCTCCACTGCCCACCAGAGGCCCCCA	UpstreamP1_CTCF	3
chr3	127061725	127061875	id-70834	1	+	NA	NONE	18
chr3	127085399	127085549	id-70835	5.28e-05	-	TGCACTCTTTCCCTTCCCGCCAGCAGGGTGCGAGA	Upstream_CTCF	25
chr3	127092952	127093102	id-70836	5.96e-07	+	CGCCTCAGGGCTTGATCCACCGACAGGGGGCACCC	V_CTCF_BR	39
chr3	127125191	127125341	id-70837	1.15e-07	+	TCAGGTCGCTCCTACCTCACCAGCAGGGGGCTGAA	V_CTCF_BR	38
chr3	127147590	127147740	id-70838	1.71e-06	-	CTGCCTGAGAATGAAGCCAACAGCAGAGGGAGGTG	V_CTCF_BR	24
chr3	127164580	127164730	id-70839	3.47e-07	-	CTGCAGTCCTCCTGGAACACCGGAGGATGGAGGCC	UpstreamP1_CTCF	3
chr3	127167047	127167197	id-70840	2.97e-06	-	CTGCCTGAGAATGAGGCCAACAGTAGAGGGAGGTG	V_CTCF_BR	15
chr3	127174494	127174644	id-70841	2.74e-08	-	GCGGCGCGGCGCTCTGGGGGCGGCAGGGGGCGCTG	V_CTCF_BR	40
chr3	127181442	127181592	id-70842	7.78e-06	-	TCTGCACTACATCGCTGTCTCCGAAGAGGGAAGGC	Upstream_CTCF	0
chr3	127192161	127192311	id-70843	4.23e-08	-	CGTAACCTCCCAGGTGTCTCCACCAGGTGGCACTC	V_CTCF_BR	32
chr3	127263196	127263346	id-70844	9.55e-09	-	CAGGCCACCTTGCACATGGCCACCAGAGGGCGATG	V_CTCF_BR	40
chr3	127266701	127266851	id-70845	7.97e-09	-	CGCGCCATGCTTGACGTGGGCACCAGGGGGCGGTG	Upstream_CTCF	40
chr3	127268742	127268892	id-70846	1	+	NA	NONE	13
chr3	127275533	127275683	id-70847	1.96e-08	-	CCAGTCGACATCCCACCTGCCACCAGAGGGCTCTC	V_CTCF_BR	36
chr3	127293927	127294077	id-70848	2.55e-09	+	GGCGCAGTTCCGCCGGCAGCCACGCGGGGGCGCCG	Upstream_CTCF	40
chr3	127309806	127309956	id-70849	1.39e-05	+	CCTACGCGCCTTCCAGCTGGCAGCAGTTGTCAGTG	V_CTCF_BR	33
chr3	127310978	127311128	id-70850	8.61e-08	+	AATTGGCCACCGCTTCTAGCCTCCAGAGGGCAGGA	V_CTCF_BR	28
chr3	127323710	127323860	id-70851	4.11e-08	+	AGCGCCCTGCCCGCAAGCGCCGCCAGGTGGAGCGG	Upstream_CTCF	0
chr3	127350966	127351116	id-70852	3.36e-07	+	GCTCCTCTGGGCACAATGACCTGGAGAGGGCAGAG	V_CTCF_BR	6
chr3	127356551	127356701	id-70853	1	+	NA	NONE	13
chr3	127369207	127369357	id-70854	1	+	NA	NONE	1
chr3	127371118	127371268	id-70855	1.09e-07	+	ATGTGGTTTCTGTTTAGAGCCACCAGGGGGGGCTG	UpstreamP1_CTCF	40
chr3	127393218	127393368	id-70856	2.53e-05	-	CCACCCCTCTCTCCAGCACTCACAAGGGGGTGCTG	V_CTCF_BR	2
chr3	127398553	127398703	id-70857	1.67e-07	-	CCCACAGGGATCTGCAGGACCGCTAGGGGGCAGAA	V_CTCF_BR	32
chr3	127402698	127402848	id-70858	6.84e-06	+	AAAGGTGGAGGACATTCAGGCACTAGGGGGTGCTC	V_CTCF_BR	39
chr3	127409817	127409967	id-70859	3.97e-07	+	CTGGGCCTCTCTTCTCCTGCCACCAGAGGTAGCTG	V_CTCF_BR	40
chr3	127413341	127413491	id-70860	8.43e-09	-	AGTAGCTCGGGAGCCATGGCCACCAGAGGGCTCAG	V_CTCF_BR	38
chr3	127415137	127415287	id-70861	8.59e-05	+	TTTCTAGGAATCTCTCAGGCCCATAGAGGGCAGGA	V_CTCF_BR	40
chr3	127416072	127416222	id-70862	3.66e-06	+	CAGCAGCGCCATCTACCAGCCTGTGCAGGGCTGCG	UpstreamP1_CTCF	31
chr3	127419484	127419634	id-70863	7.44e-06	-	ATTGTGGACACTGTCTTGGCCAGCAGGTGGCCAGC	Upstream_CTCF	21
chr3	127421333	127421483	id-70864	5.28e-05	+	GCTGCAGTGCCATTTTGGACAGAAAGAGGATAATC	Upstream_CTCF	4
chr3	127437178	127437328	id-70865	5.38e-05	+	AACAGATTTCCCAAACAGAACGCTAGAGGGAGGAG	V_CTCF_BR	7
chr3	127457985	127458135	id-70866	1.76e-05	+	CTTCAGATCAAATCCGGATCCACCACAGGGAGGCC	UpstreamP1_CTCF	7
chr3	127465395	127465545	id-70867	3.48e-06	-	CTGCAGTTCTACCCCCACAAAGACAGGGGGTGCAG	UpstreamP1_CTCF	39
chr3	127466995	127467145	id-70868	1	+	NA	NONE	26
chr3	127468632	127468782	id-70869	2e-06	+	GGTGATATTTTAGTAATGACCAGAAGGAGGTGACA	Upstream_CTCF	30
chr3	127470194	127470344	id-70870	1.93e-05	-	TAGGTTAGCTTGGGCTTGTTCACCTGGTGGCAGCA	V_CTCF_BR	1
chr3	127480227	127480377	id-70871	2.1e-05	+	CAAGCAGTACTAACCTCCACAGCCAGGGTGGAAGC	Upstream_CTCF	21
chr3	127483658	127483808	id-70872	6.39e-05	-	AAGTCTCTACCCCATAGGGTCAGTAGGGGGATTAA	Upstream_CTCF	5
chr3	127487655	127487805	id-70873	2.19e-05	+	CTGCTGGTCCCACCCTGGAGCCGGAGAGTGTGCAC	UpstreamP1_CTCF	20
chr3	127494645	127494795	id-70874	5.08e-05	+	CCCGGAGTCCTCCTTGCCCCCTCTGGGTGAGACTG	Upstream_CTCF	13
chr3	127500174	127500324	id-70875	1	+	NA	NONE	7
chr3	127510061	127510211	id-70876	5.74e-05	+	GCACACCTCTCTGTCCCAGGCACTAGAGGGCCACC	UpstreamP1_CTCF	37
chr3	127524007	127524157	id-70877	1.92e-05	+	CTGCAGATGGCTCCAAGTTCCTCTGGGTGGTGAAA	UpstreamP1_CTCF	3
chr3	127536347	127536497	id-70878	1	+	NA	NONE	5
chr3	127539089	127539239	id-70879	2.12e-06	-	CTGCCCTGCCCTCCCTTCGCCTGCGGGTGGTTTTC	UpstreamP1_CTCF	37
chr3	127541298	127541448	id-70880	2.86e-06	-	TCGCAGCGCCGCTCCCCGCCCTGGGGAGGGAGGGG	UpstreamP1_CTCF	17
chr3	127542173	127542323	id-70881	1.06e-05	-	CCTGACAGTCCTCGGGCGGCCACCCCGGGGCGCGG	Upstream_CTCF	25
chr3	127544741	127544891	id-70882	1	+	NA	NONE	25
chr3	127550794	127550944	id-70883	1.26e-07	-	TAGGCAAATGCATGCACCACCTGCAGGGGGCAGCC	V_CTCF_BR	39
chr3	127567082	127567232	id-70884	3.71e-05	-	ACTGCAGTACTAGCAGTTTCCAGAAAATGCTCAGG	Upstream_CTCF	17
chr3	127572626	127572776	id-70885	2.55e-06	+	AGTGAATCACATGGTAGGTCCGCCAGGTGGAGACA	Upstream_CTCF	11
chr3	127576248	127576398	id-70886	1.97e-06	-	CACGTGCAGCAGTCTGTCTCCTGAAGGTGGCACAG	V_CTCF_BR	33
chr3	127584969	127585119	id-70887	1	+	NA	NONE	26
chr3	127608964	127609114	id-70888	1	+	NA	NONE	19
chr3	127609960	127610110	id-70889	6.39e-08	-	TTTCTCACCCCTGAGGCTGCCACAAGGGGGCAGGG	V_CTCF_BR	17
chr3	127652486	127652636	id-70890	3.73e-06	+	AAGGTACTCCCATGCAGATCCACCAGGAGACAGTG	Upstream_CTCF	8
chr3	127678848	127678998	id-70891	6.98e-07	-	TCCTCTGCCTGCAGGGTCACCTCAAGGTGGCAGGC	V_CTCF_BR	40
chr3	127689939	127690089	id-70892	5.65e-05	-	AGCAGGGAATAGTTTCCTGCCACTAGGTGTCATCT	V_CTCF_BR	40
chr3	127704607	127704757	id-70893	1.64e-05	+	TGGGTGACCTCTTGGGTGGCCGGCATGGGGCAGTG	V_CTCF_BR	2
chr3	127725535	127725685	id-70894	4.21e-05	+	CAAACCTTCCTTGAAGAGGACGCCAGGTGGAGCAT	V_CTCF_BR	3
chr3	127726679	127726829	id-70895	5.68e-06	-	GTGTGGCCAGCGCAGCCATCCTACAGAGGGAGCTG	V_CTCF_BR	7
chr3	127728887	127729037	id-70896	1.16e-05	+	GGTGCAATGCCCAGTGCCAAAGGCAGGTGAAGAAC	Upstream_CTCF	11
chr3	127730158	127730308	id-70897	2.19e-08	+	CTCTCCGCCTTGGAAACAGCCAGGAGGTGGCGCCG	V_CTCF_BR	40
chr3	127779448	127779598	id-70898	5.3e-05	-	TTTTTGCTGAAAGCTGTCGCCACCAGGGGAGCACA	UpstreamP1_CTCF	20
chr3	127786559	127786709	id-70899	1	+	NA	NONE	19
chr3	127787038	127787188	id-70900	1.1e-06	+	AAACACTTACAGCCCCTTTCCTCCAGAGGGAGCCA	V_CTCF_BR	40
chr3	127792648	127792798	id-70901	3.09e-05	-	ATGTCCTCCTAGTTCCTTTCCACAGGGAGGAGCTG	UpstreamP1_CTCF	9
chr3	127794528	127794678	id-70902	3.11e-05	+	CGACTCTGTGCGCGTCCGCCCACACGGGGGCGCTG	V_CTCF_BR	38
chr3	127813218	127813368	id-70903	3.36e-07	-	GAGCTTTGACGGGGTGCTGCCTGGAGGTGGCAGTG	V_CTCF_BR	20
chr3	127814087	127814237	id-70904	5.77e-08	+	AGCCTATTAGCAGAGCTCCCCAGCAGGGGGCACCA	V_CTCF_BR	40
chr3	127831467	127831617	id-70905	1	+	NA	NONE	13
chr3	127852461	127852611	id-70906	8.34e-07	-	GGTCACTGCAGCTGTATCTGCACTAGGGGGCACCC	UpstreamP1_CTCF	40
chr3	127887038	127887188	id-70907	2.28e-05	+	AGAGGAATGTGCCAGCTGTCCAGTGGGAGGCCACA	Upstream_CTCF	5
chr3	127889889	127890039	id-70908	1.1e-05	+	CGACTCCGAACTATTTGGTGCACAAGAGGGCAGTA	V_CTCF_BR	39
chr3	127892843	127892993	id-70909	1.1e-06	-	GGCCAGAGCAATGTTTCCTCCTCCAGGTGGCAGAA	V_CTCF_BR	6
chr3	127899355	127899505	id-70910	8.99e-05	+	GTTGTGAGGATGGTGTGGAACAACAGCTGGAGGGA	V_CTCF_BR	9
chr3	127941980	127942130	id-70911	2.29e-05	+	GTGATTTTCCCTGACTGCACAGGGAGAGGGCACCA	UpstreamP1_CTCF	3
chr3	127945757	127945907	id-70912	1.2e-08	+	CCTGGCCTGCCTGTCGCCTCCACCAGGGGGCCCCC	Upstream_CTCF	40
chr3	127973925	127974075	id-70913	3.6e-07	+	GATGCGGTTTGGGAGCGGCCCACAAGGGGGCTGTG	Upstream_CTCF	12
chr3	127993842	127993992	id-70914	2.01e-05	+	GTGCAGTCATTTCCTCCCTCTAGCTGTGGGCTGCG	UpstreamP1_CTCF	19
chr3	127997869	127998019	id-70915	2.19e-08	+	GGCAGGGAGGGAAGGCCGGCCGCCAGAGGGAACGC	V_CTCF_BR	18
chr3	128026020	128026170	id-70916	1.71e-06	+	CTCCATGTGACAGTCAGAGACAGCAGATGGAGCCA	V_CTCF_BR	29
chr3	128036941	128037091	id-70917	1.24e-05	-	CTTGCCTCACAGCAGTCCATCACGGGAGGGCGCCA	V_CTCF_BR	12
chr3	128037607	128037757	id-70918	1	+	NA	NONE	2
chr3	128041006	128041156	id-70919	9.55e-09	-	CTTGCCTGCCATCACCCAGCCAGCAGGTGGCAGAG	V_CTCF_BR	40
chr3	128045037	128045187	id-70920	4.71e-06	-	CACGCAGTGCCTGGCCCAGCAGCCAGAGAGCAGGA	Upstream_CTCF	13
chr3	128056355	128056505	id-70921	7.73e-05	+	TTTGCCAGGTATGATTTTGCCACAAGGGGCATTTC	Upstream_CTCF	5
chr3	128067828	128067978	id-70922	1	+	NA	NONE	14
chr3	128088844	128088994	id-70923	1	+	NA	NONE	23
chr3	128110664	128110814	id-70924	1.17e-05	+	AGCTTCTGCTTGTGCTGTGCCAGAGGGAGGCGCCC	V_CTCF_BR	1
chr3	128127591	128127741	id-70925	2.47e-05	+	GTGTCTGCGCTTCTCAACCCCACTAGGTGGCTCCT	Upstream_CTCF	38
chr3	128128756	128128906	id-70926	1.64e-06	+	CTGCTAGCCTGCTGGTCCCCCAGGGGAGGGCAGCC	UpstreamP1_CTCF	3
chr3	128145269	128145419	id-70927	1.46e-08	+	ACTGCGCTGCCGCCAGGCGCCGACAGAGGGCAGGA	Upstream_CTCF	40
chr3	128155139	128155289	id-70928	7.17e-05	-	CAGGAAGCCACCATTCCTGCCTCTAGGGAGTGGGA	Upstream_CTCF	3
chr3	128157479	128157629	id-70929	4.31e-07	-	ACGGCTGCAATCCTCTTAGCCTCTAGGGGGCTCTA	V_CTCF_BR	39
chr3	128173058	128173208	id-70930	2.1e-06	-	GGTGCAGGACCCGCTTGGCCCCCCTGCTGGAGACC	Upstream_CTCF	0
chr3	128180786	128180936	id-70931	1.77e-05	-	ACTGCACATCTCATCCTCACCACAAGGGCCTGGTG	Upstream_CTCF	11
chr3	128183164	128183314	id-70932	3.18e-06	+	AGGAGGGTTCTCCCTGCAGCCTCCAGAGGGAGTGC	V_CTCF_BR	25
chr3	128200042	128200192	id-70933	1	+	NA	NONE	0
chr3	128200642	128200792	id-70934	1	+	NA	NONE	0
chr3	128202025	128202175	id-70935	1	+	NA	NONE	22
chr3	128204539	128204689	id-70936	7.17e-05	+	GCTGCGCTGCTTAGGGGTGAAGCTGGAGGCCGGTC	Upstream_CTCF	0
chr3	128209016	128209166	id-70937	8.9e-05	-	GCTCTGCGTCAGGCAGGCGGCAGCACAGGGCTGAC	UpstreamP1_CTCF	22
chr3	128211693	128211843	id-70938	3.24e-06	-	GCTCTACTCCAGGCCCCGTCCGCCCGGGGGCGCCG	Upstream_CTCF	17
chr3	128216784	128216934	id-70939	8.62e-10	-	CCCACCCGAGACCCCGCCGCCGCCAGGTGGCGCTC	V_CTCF_BR	38
chr3	128222049	128222199	id-70940	5.51e-07	-	CTCATCCAGTCCCTCCTGCCCACAAGGTGGCAGGG	V_CTCF_BR	37
chr3	128266509	128266659	id-70941	7.46e-06	-	CTGCAGAGCACTGTCCCTGGCACATGGTGGGGCTG	UpstreamP1_CTCF	1
chr3	128273103	128273253	id-70942	7.73e-06	+	CCTCAGATGACCGCACTCTCCTCCTGGTGGCAGGA	V_CTCF_BR	27
chr3	128285167	128285317	id-70943	3.47e-07	-	CTGCAATTAAAGCACACTGTCACCAAGTGGCAGTG	UpstreamP1_CTCF	9
chr3	128286679	128286829	id-70944	5.92e-05	+	TGAGTGACTTGCCCTGCTGGCAGGTGATGGAACTA	V_CTCF_BR	26
chr3	128291505	128291655	id-70945	1.28e-06	+	CCCAAGTGCACATGTGTTTCCTGCAGGGGGAGCAC	V_CTCF_BR	40
chr3	128299255	128299405	id-70946	4.02e-07	+	ATTTCATTATCACCACCTGCCACCAGGAGGGGACA	Upstream_CTCF	24
chr3	128303369	128303519	id-70947	5.68e-06	-	GAGCCAGTGCAGTCTTTGCCCTCATGGGGGCAGCC	V_CTCF_BR	40
chr3	128309902	128310052	id-70948	6.23e-05	-	GTGTTCCTTTGAGGGCTGGGCTGTAGGAGCAGCTT	UpstreamP1_CTCF	29
chr3	128324369	128324519	id-70949	1.1e-06	-	GCCCAGGAGTTCAGCCTGGCCAACAGAGGGAGACC	V_CTCF_BR	17
chr3	128327296	128327446	id-70950	3.11e-10	-	CAGGGATTGGAACCCGCGGCCGCCAGAGGGCGCCC	V_CTCF_BR	38
chr3	128328255	128328405	id-70951	1	+	NA	NONE	12
chr3	128336521	128336671	id-70952	1.56e-05	-	GCGGCACGTCACGAGGCGGGCACCGGGGAGTATGG	Upstream_CTCF	18
chr3	128339158	128339308	id-70953	2.25e-08	-	CTGTAGCCCCTGCCCGCATCCTCCAGGGGGCCCAG	UpstreamP1_CTCF	28
chr3	128344373	128344523	id-70954	4.65e-06	+	ATGTAGAAGGCCGCCACCACCAGCAGGGGCTCCTG	UpstreamP1_CTCF	11
chr3	128372583	128372733	id-70955	9.51e-07	-	CAGTGAATCCTGCACCCGGGCGGCAGGGGGAGCTG	V_CTCF_BR	15
chr3	128384333	128384483	id-70956	1	+	NA	NONE	25
chr3	128399643	128399793	id-70957	2.89e-09	+	CGCCGCTGCTCCGGCACTGCCGCCAGAGGGCGCGG	V_CTCF_BR	40
chr3	128399962	128400112	id-70958	4.41e-06	-	CCCGCACGCGGGGACAGGGCCAGCAAGGGGCGGGG	V_CTCF_BR	0
chr3	128444787	128444937	id-70959	1	+	NA	NONE	12
chr3	128464717	128464867	id-70960	4.21e-05	-	CAAGCATGGACTTAAATAGGTGCCAGGGGGCGCTG	V_CTCF_BR	22
chr3	128488052	128488202	id-70961	8.33e-05	-	GCTGTGTTGGCAAGGATATGGAGCAGATGGAACTC	Upstream_CTCF	8
chr3	128503208	128503358	id-70962	3.97e-07	+	CTAGTGCAGTCCTCTCTTGCCTGAAGGTGGCGCAG	V_CTCF_BR	38
chr3	128506229	128506379	id-70963	4.71e-06	-	TTTGCAGTACCAGCTCTCACCCAAAGGAGGATTCT	Upstream_CTCF	40
chr3	128513991	128514141	id-70964	2.81e-08	-	CCTGCTAGGTATCTTCCTTCCACCAGGGGGCACTG	Upstream_CTCF	40
chr3	128564104	128564254	id-70965	3.63e-06	+	CCTAGCCACCATGACCAGGGCTGTAGGGGGCGCAG	V_CTCF_BR	37
chr3	128564830	128564980	id-70966	2.58e-10	-	CGGGCCGGGAGCCGCGGGACCTGCAGAGGGCGCCA	V_CTCF_BR	39
chr3	128565126	128565276	id-70967	4.17e-05	-	ATAGACCAGTCTCTCTCGCCCACCAGGGGGCCAGC	Upstream_CTCF	37
chr3	128569161	128569311	id-70968	2.66e-05	-	ACCGCCTGGAGCCTCCTGGACATCAGAGGGCGCCT	V_CTCF_BR	33
chr3	128582513	128582663	id-70969	2.96e-05	-	TTCCCAGCCTCACCTCCCACCTATAGGGGGCGTAG	V_CTCF_BR	39
chr3	128594525	128594675	id-70970	5.72e-07	+	TGGCAAGGAAGCCCACAGGCCACTAGAGGGTGACA	UpstreamP1_CTCF	40
chr3	128636255	128636405	id-70971	8.71e-06	-	TGCTCTGAGTCCAAATTCTCCTGCAGGTGTCACCC	V_CTCF_BR	18
chr3	128659232	128659382	id-70972	1	+	NA	NONE	14
chr3	128661167	128661317	id-70973	2.96e-05	+	CCAGCCCTGGCGGCCACAGTTTCCAGGGGGCTCCA	V_CTCF_BR	2
chr3	128669537	128669687	id-70974	1	+	NA	NONE	39
chr3	128689218	128689368	id-70975	1.74e-08	+	ACGCGCTTCTGCAGAGTAGCCAGGAGAGGGCGCAC	V_CTCF_BR	40
chr3	128722769	128722919	id-70976	1	+	NA	NONE	16
chr3	128735318	128735468	id-70977	6.43e-06	-	TCCACAGAAGGGAAGCTGGCAGGCAGGTGGAGCTC	V_CTCF_BR	21
chr3	128742917	128743067	id-70978	4.34e-05	+	AGAGAAACACCATAACACACCACACGAGGGCTCTA	Upstream_CTCF	39
chr3	128746083	128746233	id-70979	1.03e-05	+	GAGCTGGCCATGGGGAGGCGCTGCAGGGGGCCCCG	UpstreamP1_CTCF	33
chr3	128764837	128764987	id-70980	7.91e-05	+	GAGTACGTGCCCCTCAGAGACTGCAGCGGCTGCTG	UpstreamP1_CTCF	10
chr3	128765374	128765524	id-70981	6.43e-06	+	TCGACCATGGGCCCTTCCGCAGGAAGAGGGCAGCG	V_CTCF_BR	18
chr3	128772317	128772467	id-70982	8.02e-08	+	CTGTAATTTCACACTGTTTCCACTGGGTGGCAAAT	UpstreamP1_CTCF	40
chr3	128775584	128775734	id-70983	1	+	NA	NONE	10
chr3	128779833	128779983	id-70984	1	+	NA	NONE	2
chr3	128782746	128782896	id-70985	3.29e-05	+	GCTGGCATCTGCTCCTTGGGCACCAGGTGTGTCCA	Upstream_CTCF	2
chr3	128825351	128825501	id-70986	1.38e-06	-	TCTCTCTCCACCTGTCTGGCCAGATGGTGGCAGGC	V_CTCF_BR	17
chr3	128839491	128839641	id-70987	3.24e-06	-	CCTGCAGTCTCTTTGTGGACCTGGTGGTGGAACTT	Upstream_CTCF	39
chr3	128880514	128880664	id-70988	2.27e-05	+	ATCTACGGCCCCGACAGCTCCCCTAGTGGGAGCTG	V_CTCF_BR	40
chr3	128881007	128881157	id-70989	8.19e-06	+	GTGATGGGCACCCTAGCAGCAGCCAGGAGGCACAA	UpstreamP1_CTCF	18
chr3	128881648	128881798	id-70990	8.58e-08	-	GATGCAGTTGCCTTCCCCACAACCAGAGGGCTCCC	Upstream_CTCF	40
chr3	128947885	128948035	id-70991	1.04e-06	+	CTCTCTGTGGCTGCAGTGCCCACCAGGTGGCCCTC	Upstream_CTCF	33
chr3	128958356	128958506	id-70992	1	+	NA	NONE	15
chr3	128964630	128964780	id-70993	2.81e-06	-	CATGCCAGGCCCTGTCTGTCCACTAGGGTGACCCA	Upstream_CTCF	38
chr3	128990199	128990349	id-70994	5.92e-05	+	TCTTTTAAGAATCCTTGCTGCGGTAGGGGGCGGAA	V_CTCF_BR	0
chr3	129001848	129001998	id-70995	1	+	NA	NONE	6
chr3	129031741	129031891	id-70996	2.8e-05	+	GAGGCAGGGGTGGGAGGTAGCACCAGAGGAGGCAG	Upstream_CTCF	1
chr3	129033760	129033910	id-70997	1.84e-05	+	GCGCGGCCTCGGCCATCGGCGCCTAGGGGCCAGTA	UpstreamP1_CTCF	26
chr3	129035515	129035665	id-70998	5.51e-07	-	TTCACGTTGCCCCAGCCGACCACGTGAGGGCGCGC	V_CTCF_BR	40
chr3	129042859	129043009	id-70999	8.58e-06	-	TGCTAGTGGAGGCTGCTGAACACCAGGGGGCCCCT	UpstreamP1_CTCF	34
chr3	129047633	129047783	id-71000	5.17e-06	+	AGCTCTGCTCCTGCCCTGTCCCACAGGTGGCAGCA	Upstream_CTCF	40
chr3	129062857	129063007	id-71001	2.5e-09	+	GGGACCAGGAGCTGCGGGACCTGCAGAGGGCGCCC	V_CTCF_BR	34
chr3	129063456	129063606	id-71002	7.55e-07	-	AGAGCCTCCTTCACTGCAGCCCGTAGGGGGCGGGG	V_CTCF_BR	16
chr3	129070994	129071144	id-71003	1.28e-06	-	TCTGCAGTTCCCCACACAGCCACATGGGAACCATC	Upstream_CTCF	40
chr3	129079646	129079796	id-71004	8.21e-06	-	TCCACACATCACTTACCTTCCTGCAGGGGGAGGCT	V_CTCF_BR	10
chr3	129102229	129102379	id-71005	1.03e-06	+	CAGTGATGGTATGCCATCCCCACTAGATGGCAGAG	UpstreamP1_CTCF	40
chr3	129118510	129118660	id-71006	8.56e-05	-	CGGTCTTGATCTCTCCTGACCGCTAGGAAGCGCAC	UpstreamP1_CTCF	40
chr3	129137580	129137730	id-71007	1	+	NA	NONE	2
chr3	129140953	129141103	id-71008	3.65e-07	-	TTTGCTCAAGATCATGCAGCCAGTAGGTGGCAGGG	V_CTCF_BR	36
chr3	129147194	129147344	id-71009	1	+	NA	NONE	16
chr3	129154355	129154505	id-71010	1	+	NA	NONE	13
chr3	129160720	129160870	id-71011	8.58e-06	+	CTGCAGAGCTCATGCTCGGCCTAAAAGGGGCAGCT	UpstreamP1_CTCF	23
chr3	129201677	129201827	id-71012	2.96e-05	+	TCCCCAGCCTCACCTCCCACCTATAGGGGGCATAG	V_CTCF_BR	34
chr3	129209141	129209291	id-71013	1.48e-06	+	TAGAGATGGACAGCCATCCCCACTAGATGGCAGAG	V_CTCF_BR	40
chr3	129228753	129228903	id-71014	1.48e-05	+	GAGTACCTAGCACAGAGTGACCCTAGGTGGCAGCT	UpstreamP1_CTCF	2
chr3	129272779	129272929	id-71015	1	+	NA	NONE	4
chr3	129285443	129285593	id-71016	1.01e-05	-	TGTGAGTGACCTTTCCATGCCAGCAGGGGGTGTCC	Upstream_CTCF	14
chr3	129294691	129294841	id-71017	2.6e-05	-	CAGCAGGAGCCCGTGGTGTCCTGCTGGAGTTAGAG	UpstreamP1_CTCF	12
chr3	129312225	129312375	id-71018	6.43e-06	-	AACTTGCCGTCTGGGCATGCCTGGAGAGGGAACAG	V_CTCF_BR	31
chr3	129318554	129318704	id-71019	4.88e-05	+	CCTGAATCTCTATGGCCCAGCCAGAGGGGGAACTG	Upstream_CTCF	2
chr3	129324333	129324483	id-71020	3.63e-06	-	GCCGCGGCGACCTCTACAGCCGCCTGGTGTCGGTC	V_CTCF_BR	23
chr3	129327642	129327792	id-71021	3.24e-06	-	TGAGCATTATCCTCACGGCTCAGTGGGGGGAGCTG	Upstream_CTCF	31
chr3	129330801	129330951	id-71022	3.11e-05	-	GGCAAGGACCTGCCCAGAGTCGGGAGAGGGCGTCG	V_CTCF_BR	17
chr3	129344383	129344533	id-71023	5.12e-07	-	CTGCCCTTCCCTCATCCTGCTCCCAGATGGAGGTG	UpstreamP1_CTCF	29
chr3	129345588	129345738	id-71024	4.43e-05	+	TGGGGTGCTGCGAAGGCAACCCAGGGAGGGCGCCC	V_CTCF_BR	22
chr3	129346024	129346174	id-71025	1	+	NA	NONE	26
chr3	129346878	129347028	id-71026	6.39e-05	+	GGTGCGCTCCTCGAAGCAGCCACAAAGCGGTGACA	Upstream_CTCF	40
chr3	129352794	129352944	id-71027	2.77e-07	-	AGGCAGTGCCGGTTCTTGGGCCCTAGGGGCAGGTC	UpstreamP1_CTCF	3
chr3	129369237	129369387	id-71028	2.44e-07	+	ACTGCATCTCAAAACAAAGGCGGCAGAGGGCAGCA	Upstream_CTCF	40
chr3	129370284	129370434	id-71029	1	+	NA	NONE	13
chr3	129407156	129407306	id-71030	1	+	NA	NONE	10
chr3	129528152	129528302	id-71031	1	+	NA	NONE	3
chr3	129543900	129544050	id-71032	7.55e-07	-	GGATAATTCATTTTGTTGACCACCAGGTGGTGCCC	V_CTCF_BR	40
chr3	129548518	129548668	id-71033	2.97e-06	-	TTTATGGCTTTCTAGATTGCCACTTGGTGGCAGCA	V_CTCF_BR	39
chr3	129570017	129570167	id-71034	9.66e-05	-	AAGGCTGGTGCTACATAGGCCTGTAGGGTGTGCAT	Upstream_CTCF	4
chr3	129611670	129611820	id-71035	7.46e-06	+	CTGCACCTCTTTCCCCTATCCTACAGGGGTTAACA	UpstreamP1_CTCF	15
chr3	129653451	129653601	id-71036	8.19e-10	-	GCTGCAGATCTAATTATGGCCTGCAGGTGGCACTG	Upstream_CTCF	40
chr3	129656717	129656867	id-71037	1.28e-06	-	TATTGGGAGGAGAAAGTTCCCAGCAGAGGGAGCAG	V_CTCF_BR	9
chr3	129657328	129657478	id-71038	4.23e-06	-	TTGCCACCACCATTTGCCACCACCAGGTGTCCATG	UpstreamP1_CTCF	30
chr3	129661183	129661333	id-71039	7.61e-08	+	AGTGCAATTCCGAATTGTACCACCATGGGGAAGCA	Upstream_CTCF	40
chr3	129694677	129694827	id-71040	1.38e-07	+	GTGCTCAGCCAGAGGCGGCCCAGCAGGAGGCAGTG	UpstreamP1_CTCF	11
chr3	129706645	129706795	id-71041	1	+	NA	NONE	2
chr3	129711877	129712027	id-71042	6.84e-06	+	TCACTGGTCCTCCCAGTGGCCAAGAGAGGGTAGAC	V_CTCF_BR	39
chr3	129721946	129722096	id-71043	3.17e-13	-	CCGCGGTGCGCGTGAGCGGCCAGCAGAGGGCGCCA	V_CTCF_BR	40
chr3	129736039	129736189	id-71044	1.64e-05	+	CACTCCTCTCTCTCGCCCGCCCCTAGGGGCCACCT	V_CTCF_BR	5
chr3	129745455	129745605	id-71045	1.41e-05	+	CTGCAATGCATAACTGCCACCTCGTGGGGTTTCCA	UpstreamP1_CTCF	11
chr3	129809669	129809819	id-71046	1	+	NA	NONE	24
chr3	129817264	129817414	id-71047	2.58e-07	-	CCGTCATTTCAGCTTCTGGCCACTGGGAGGCGCTG	Upstream_CTCF	31
chr3	129824965	129825115	id-71048	2.74e-08	-	GCAGGTCTGCCCTGTGCCACCAGGAGAGGGCAGCA	V_CTCF_BR	40
chr3	129855289	129855439	id-71049	2.04e-05	-	GGAGTAAGCGTGGTTTTGATCCCCAGAGGGAGCTG	V_CTCF_BR	27
chr3	129862614	129862764	id-71050	9.29e-06	+	TGTGTCATTTTTCCTAAGGCCTGTAGCTGTCGCTG	Upstream_CTCF	32
chr3	129874490	129874640	id-71051	1	+	NA	NONE	13
chr3	129942410	129942560	id-71052	3.24e-06	+	AGTGCTGTTGGGAGATAGCTCTCTAGGGGGCAACG	Upstream_CTCF	8
chr3	129961841	129961991	id-71053	2.53e-05	-	AAAATTATGTTGGCTTGGTCCAGAGGGTGGCAGTG	V_CTCF_BR	33
chr3	129995132	129995282	id-71054	1.03e-07	+	ACTGCAGTTCTCCCTGTGTTTACTAGGTGGCGGTA	Upstream_CTCF	40
chr3	130087818	130087968	id-71055	1.55e-05	-	CTGGCCAGAATATGGAGCTCCAGTAGAGGGAGAAG	V_CTCF_BR	3
chr3	130199714	130199864	id-71056	2.84e-05	+	GTGTCATCTCAGGCGAAGTCCCATAGAGGGCAGCT	UpstreamP1_CTCF	39
chr3	130248684	130248834	id-71057	2.43e-06	+	ACGAACTCAGTCCCCCTCCTCAGCAGAGGGCAGCA	V_CTCF_BR	2
chr3	130257983	130258133	id-71058	1.82e-07	-	TGTCACTGAGCCATGGCGGCCAGCAGGGGGCTATA	V_CTCF_BR	40
chr3	130296870	130297020	id-71059	1	+	NA	NONE	15
chr3	130376779	130376929	id-71060	7.15e-05	-	TTGGCCCCATTGTTAGTAACCCACAGGGGGAGCTT	V_CTCF_BR	7
chr3	130418737	130418887	id-71061	1.97e-06	+	AAGAGGTATCAATTGCATTCCACCAGAGGGCACTA	V_CTCF_BR	36
chr3	130478683	130478833	id-71062	8.21e-06	+	GTTTCTGAAGAATAGAATTCCACTAGAGGGCAGTG	V_CTCF_BR	40
chr3	130611844	130611994	id-71063	1.67e-07	-	AGTCCTCTCACACCCATAACCACTAGAGGGCAGGG	V_CTCF_BR	39
chr3	130613217	130613367	id-71064	2.68e-05	-	CCCGCAACGTCCCCAGCTCACGCCAGCGGGGCGGC	Upstream_CTCF	21
chr3	130646477	130646627	id-71065	1	+	NA	NONE	2
chr3	130752435	130752585	id-71066	2.06e-07	+	ATTGCAATTTATCATTATGCCACTTGGGGGCATCA	Upstream_CTCF	39
chr3	130766535	130766685	id-71067	3.65e-07	+	TGTGTTGGTTGGCCTCCAGCCAGAAGGTGGCGCTT	V_CTCF_BR	16
chr3	130771977	130772127	id-71068	5.13e-05	+	TAAAAATTGACCATTATGAACAGTAGATGGTGGTA	V_CTCF_BR	29
chr3	130861523	130861673	id-71069	1.17e-05	-	AGTGAGGAGAACAAGGAGACCACAGGGTGGCAGAA	V_CTCF_BR	29
chr3	130872493	130872643	id-71070	1.56e-06	+	AGTGCTGGGCACTGTGCTGACACCAGGGGATGCCA	Upstream_CTCF	15
chr3	130912874	130913024	id-71071	1	+	NA	NONE	33
chr3	130935675	130935825	id-71072	1	+	NA	NONE	15
chr3	130950677	130950827	id-71073	1	+	NA	NONE	24
chr3	130961211	130961361	id-71074	8.56e-05	+	ATGCAGTTACTCTCTCAGGCCACTTAGCTCCAGTA	UpstreamP1_CTCF	21
chr3	130992350	130992500	id-71075	1	+	NA	NONE	1
chr3	131100719	131100869	id-71076	1.73e-06	+	CTGCGCTACGCCATACTGGTGAGAAGGGGGCGCGC	UpstreamP1_CTCF	15
chr3	131245706	131245856	id-71077	7.73e-06	+	TGGCCTCCGGCTTTTTCGCCCGCCTGGTGGAGCTG	V_CTCF_BR	31
chr3	131262581	131262731	id-71078	3.81e-05	+	TTGCAGTCTCTCCCTCTGAAGGCCATGTGCCACAA	UpstreamP1_CTCF	14
chr3	131268298	131268448	id-71079	9.11e-08	+	TTTGTGCTGCTGCGCTTTACCACCAGGAGGCAGAA	Upstream_CTCF	38
chr3	131287481	131287631	id-71080	1	+	NA	NONE	26
chr3	131377090	131377240	id-71081	1.93e-05	-	GAGATGCCTCCTCATGTTGCCTACAGAGGCCACTC	V_CTCF_BR	17
chr3	131435014	131435164	id-71082	6.39e-05	+	AGAGCGAGTACTACAGCAGCCTTCAGGAGGCAGAC	Upstream_CTCF	2
chr3	131444703	131444853	id-71083	5.92e-05	-	ACCAGATGTTGCAAAAATGCCTCTAGGGGCCAGGA	V_CTCF_BR	2
chr3	131475366	131475516	id-71084	6.37e-07	+	CCACAGTGGCCAGCTTTGGCCAGGAGATGGCAAGA	UpstreamP1_CTCF	3
chr3	131513724	131513874	id-71085	1.85e-07	+	GTGTGTTTCCCATCTTCAACCACCAGAGGGAACAT	UpstreamP1_CTCF	40
chr3	131517138	131517288	id-71086	5.13e-05	+	GGCAATGCTCATTCAGTCACCACCAGGGGCCTACT	V_CTCF_BR	4
chr3	131611279	131611429	id-71087	1.04e-06	+	CATGCAAGTATAAAACTCACCAGCAGAGGTCAATT	Upstream_CTCF	14
chr3	131725566	131725716	id-71088	5.7e-05	+	GGGGCATGACGTGCCCAGACCGCAAAGGGGCAGTG	Upstream_CTCF	40
chr3	131748244	131748394	id-71089	5.01e-06	-	CTGGCATTGGAATGGACAATCGCTAGAGGGCGCCG	V_CTCF_BR	40
chr3	131753845	131753995	id-71090	1.26e-07	-	TGCTCGTCTCCGTCAGCAACCCCCAGGGGGCGCTC	V_CTCF_BR	39
chr3	131757204	131757354	id-71091	2.68e-05	+	CAGTTTATACTTCTGTCTACCAATAGGTGGCATCA	Upstream_CTCF	40
chr3	131776880	131777030	id-71092	1	+	NA	NONE	15
chr3	131880609	131880759	id-71093	4.99e-07	+	GCTGCAACCCCTGCCAATACCACAAGGAGCAGAAC	Upstream_CTCF	13
chr3	131893472	131893622	id-71094	2.86e-06	-	GTGTGATTCAACTTACAGGCCAGTAGACGGTGCTG	UpstreamP1_CTCF	12
chr3	131899202	131899352	id-71095	2.23e-06	-	TAGTTATTTTGACAACATTCCAGCAGATGGCAGTA	UpstreamP1_CTCF	39
chr3	131929708	131929858	id-71096	4.34e-05	-	GACATCGTGCCACAAATTGCCAGGAGGGGACAGCA	Upstream_CTCF	40
chr3	131971456	131971606	id-71097	7.1e-07	+	CTGCAAGTTGGCTATTTGGCCAGAAGAGGGTCAAA	UpstreamP1_CTCF	5
chr3	131972225	131972375	id-71098	8.34e-07	+	GGCCAGTTCCCATAGACGTCCAATAGATGGCACTA	UpstreamP1_CTCF	40
chr3	131975951	131976101	id-71099	1.28e-06	+	GAGGATGTGAAAAGTGTTCCCAGCAGAGGGAGCAG	V_CTCF_BR	38
chr3	131987925	131988075	id-71100	2.5e-05	-	CTCCCAGTGGGAAACTTCACCACAAGGGGGACCCA	UpstreamP1_CTCF	40
chr3	132003640	132003790	id-71101	7.73e-06	+	CAGTGCCCCGCTGCTCACACCTCTAGGGGGAGCAT	V_CTCF_BR	11
chr3	132027787	132027937	id-71102	1	+	NA	NONE	11
chr3	132036245	132036395	id-71103	1	+	NA	NONE	7
chr3	132036665	132036815	id-71104	1	+	NA	NONE	9
chr3	132061173	132061323	id-71105	7.11e-06	-	ACAGTATCCTGGCCTCTGCCCACTAGATGCCAGTA	Upstream_CTCF	26
chr3	132061968	132062118	id-71106	2.27e-06	-	CAGAGAGTACTCCTTTTGGCCAGAAGGTGGAGCAT	V_CTCF_BR	40
chr3	132071515	132071665	id-71107	1.38e-06	+	ATGACACTACTGTGAGTGGCCTACAGATGGCGCTA	V_CTCF_BR	40
chr3	132118275	132118425	id-71108	5.41e-07	-	ATGCAAAGACCACCTGTGGACTGTAGATGGCAGAC	UpstreamP1_CTCF	39
chr3	132254958	132255108	id-71109	8.81e-07	+	GTAGTTGTTTGTATGGTGGTCAGCAGATGGCGCTG	V_CTCF_BR	39
chr3	132255419	132255569	id-71110	1	+	NA	NONE	26
chr3	132256254	132256404	id-71111	4.94e-06	+	TATGCAATGTTTAAAATAAACTCTAGAGGGCTAAA	Upstream_CTCF	23
chr3	132361203	132361353	id-71112	8.99e-05	-	TGACTTATTCTTAAATTTTCCTCTAGGTGTCAGTA	V_CTCF_BR	38
chr3	132378244	132378394	id-71113	1.41e-06	+	CCGGCAATAGCAGCTCATGCCTGTAGGGTGCGTCC	Upstream_CTCF	40
chr3	132379558	132379708	id-71114	4.88e-05	+	GAGGCGCTTCCCACGTCCCGCTCATGGGGACGCCC	Upstream_CTCF	4
chr3	132440748	132440898	id-71115	1	+	NA	NONE	38
chr3	132445281	132445431	id-71116	8.58e-06	+	CTGTGATTTAACATTTCTACCATTAGGGGTCAGTG	UpstreamP1_CTCF	39
chr3	132450043	132450193	id-71117	7.15e-05	+	TTAGTTTTCTCCTTCTCAATCACATGAGGGCACTC	V_CTCF_BR	40
chr3	132522783	132522933	id-71118	3.18e-06	+	AGCCTTTGGTTAAGTTCAGCCAGGAGAGGGCTCCT	V_CTCF_BR	30
chr3	132548123	132548273	id-71119	4.34e-05	+	GCTGCAATACTAAATACCACAGATGGGAGGCTTAA	Upstream_CTCF	5
chr3	132700704	132700854	id-71120	2.6e-06	+	TGCTCCCTTGTAGGCTCTGCCAATAGTGGGCACTA	V_CTCF_BR	14
chr3	132760182	132760332	id-71121	3.09e-07	+	ACAAGTTGTACCCTCCTTACCAGTAGATGGCACTG	V_CTCF_BR	40
chr3	132844134	132844284	id-71122	4.99e-07	-	GCTGTCATTCTGGAAGCTGCCACCAGATGCACAGG	Upstream_CTCF	7
chr3	132854260	132854410	id-71123	5.38e-05	+	GGAGCTTAGGCGCGGGTTGGTGCCAGATGGAGCTA	V_CTCF_BR	2
chr3	132886966	132887116	id-71124	8.56e-05	+	TTTTATGGGGTTGCCTTGGCCACAAGGGGGCCTAT	UpstreamP1_CTCF	20
chr3	132990461	132990611	id-71125	1	+	NA	NONE	8
chr3	132993429	132993579	id-71126	3.88e-07	-	CAGCAGTAACTACAGCTCTCCTACAGGAGGCAGTA	UpstreamP1_CTCF	25
chr3	133001165	133001315	id-71127	5.08e-05	-	GATCCTGTATCTCTGGAATCCAGCAGGGAGCTCCA	Upstream_CTCF	1
chr3	133003190	133003340	id-71128	3.8e-07	+	CTAGCAGTGCTTAGGCCTCCCACCTGGGGGCCTAC	Upstream_CTCF	16
chr3	133095765	133095915	id-71129	1.64e-05	+	CCGAGTCCTCTCTCCTTGGCTTGCAGATGGCGTCC	V_CTCF_BR	26
chr3	133096356	133096506	id-71130	1.28e-06	-	CATGCTTTAATCCATATGACCACTTGGTGGAGCAT	Upstream_CTCF	40
chr3	133103418	133103568	id-71131	6.84e-06	-	AGTGGTGGGCTCTGTGCGTCCTGATGGTGGCAGCA	V_CTCF_BR	40
chr3	133105850	133106000	id-71132	6.21e-05	+	GAAATAGTGAATGTTCTAACCCCTAGGTGGAGCTT	V_CTCF_BR	21
chr3	133142525	133142675	id-71133	5.72e-09	-	AAGACAGTTCCTAGAGCAGCCAGCAGGTGGCGCCA	V_CTCF_BR	40
chr3	133156546	133156696	id-71134	5.34e-06	+	ATGGGTTTTACAGGCCTGCCCTGGAGAGGGAGCAC	V_CTCF_BR	28
chr3	133162943	133163093	id-71135	1	+	NA	NONE	20
chr3	133176418	133176568	id-71136	1	+	NA	NONE	38
chr3	133183508	133183658	id-71137	5.55e-07	+	GCTGGAAGCCTCACAGTGACCACAGGAGGGAGTCA	Upstream_CTCF	39
chr3	133206874	133207024	id-71138	1.71e-06	+	TCTCAGGTTACAAGACAGACCTCTAGGGGGCAGTG	V_CTCF_BR	39
chr3	133213430	133213580	id-71139	1.21e-06	+	GCTGTGCTCCCCCCAGAAACCTGTAGGGGGAATCT	Upstream_CTCF	40
chr3	133292062	133292212	id-71140	3.81e-05	-	ATGACTTGGCTAAAGAGGTCCAGCAGGAGGGGCAG	UpstreamP1_CTCF	36
chr3	133293304	133293454	id-71141	5.01e-06	-	GGCCCCAGACCTAGTGCCCCCGGAGGGTGGCGCCG	V_CTCF_BR	30
chr3	133297562	133297712	id-71142	1.97e-06	-	TCCTAACTCCCCTTCCCCAACACTAGGGGGAAGCA	V_CTCF_BR	38
chr3	133381241	133381391	id-71143	2.78e-06	+	GAATCACCGCCTAACACAGCCACAAGATGGCAAGG	V_CTCF_BR	32
chr3	133382708	133382858	id-71144	6.21e-06	+	TCTTTAGAGTAAGAGTTCACCACTAGGGGGCAAGT	Upstream_CTCF	40
chr3	133428102	133428252	id-71145	3.91e-06	+	AGTGTAGTTTCCATATTTCCAGCCAGAAGGGGGAC	Upstream_CTCF	5
chr3	133430983	133431133	id-71146	2.58e-05	-	TGTGCTGGGCTCCAGGGCACCACCATGAGGAAATC	Upstream_CTCF	5
chr3	133461594	133461744	id-71147	3.11e-05	-	GGAAAGCTGGAAAAGCTGACCAGCAGGAGGTGGGT	V_CTCF_BR	10
chr3	133464647	133464797	id-71148	1.54e-05	-	ACTCAGCACCTTTTGCTCCCCACCAGGTGTCCCTC	UpstreamP1_CTCF	1
chr3	133466965	133467115	id-71149	1.74e-08	+	CATGCCTGCACCCCTCTGGCCAGCAGAGGGTGGTC	V_CTCF_BR	5
chr3	133496002	133496152	id-71150	2.43e-06	-	CATGCTGTTCCTCCTACTCACATGAGGTGGAGCAT	Upstream_CTCF	11
chr3	133502688	133502838	id-71151	2.78e-06	+	GAGCCGCCTGGACGCAGCGCCCCTGGGTGGCGGCA	V_CTCF_BR	1
chr3	133537790	133537940	id-71152	2.81e-08	+	TATGCACCCTTTATTAGGGCCAGCAGGTGGCAGTA	Upstream_CTCF	40
chr3	133540839	133540989	id-71153	4.01e-05	-	TAGTCAAATGCCCTCAGGGCCACAAAAGGGCACCA	V_CTCF_BR	29
chr3	133551431	133551581	id-71154	1.22e-07	-	GAGGCAGGTGCTAGAGCGGCCACCAGAGGTCCCAG	Upstream_CTCF	18
chr3	133553178	133553328	id-71155	1	+	NA	NONE	2
chr3	133584091	133584241	id-71156	5.08e-05	-	TCAGCTGTTCCAGTTGTTCTCAGTTGGGGTGTCAC	Upstream_CTCF	23
chr3	133620043	133620193	id-71157	4.24e-07	-	CCTGCAATGTCAGCGTAGACCACATGGGGAGGCTG	Upstream_CTCF	33
chr3	133629361	133629511	id-71158	2.01e-05	-	ACTCCTCTCTTCATATTCACCAGCAGGGGCAGACT	Upstream_CTCF	37
chr3	133645893	133646043	id-71159	1	+	NA	NONE	31
chr3	133646532	133646682	id-71160	3.41e-11	-	GCCCTGGAGTCGCATTCCGCCACCAGGGGGCGCCG	V_CTCF_BR	39
chr3	133649309	133649459	id-71161	4.14e-06	+	GCAAGAATCTGCTAAGCAGTCACCAGATGGAGCTG	V_CTCF_BR	39
chr3	133656734	133656884	id-71162	8.21e-05	+	TCCTCTGGTGGGCTCTGGACTGCTTGAGGGCAGGC	V_CTCF_BR	17
chr3	133657641	133657791	id-71163	1.93e-05	+	TGCCCAGAGCCCCCTTCAAGAAGCAGAGGGCAGTA	V_CTCF_BR	29
chr3	133681790	133681940	id-71164	1.93e-05	+	GCACATTTTTTCCCATAGAACACCAGAGGGCTGGC	V_CTCF_BR	21
chr3	133683503	133683653	id-71165	1.13e-05	+	TTCCCATACTGCCACCTTGGCACTAGAGGGGGCCC	UpstreamP1_CTCF	34
chr3	133711416	133711566	id-71166	1.52e-07	+	ATAAAAACCCCAGGCTCTGCCAGCAGAGGGAGGAG	V_CTCF_BR	28
chr3	133758460	133758610	id-71167	6.8e-06	-	GCACACTGTCCTGGTCGCTCCAGCAGGGGGCCCAA	UpstreamP1_CTCF	35
chr3	133779119	133779269	id-71168	1	+	NA	NONE	23
chr3	133845127	133845277	id-71169	2.53e-05	+	TTCCCAGGACCCAGACTGCCCACTGGGTGGCATAC	V_CTCF_BR	37
chr3	133864140	133864290	id-71170	4.68e-07	+	TGGTAGCTGTAGTCTGGAGCCTGCAGAGGGAGCAG	V_CTCF_BR	21
chr3	133880746	133880896	id-71171	6.82e-05	+	GGCTGTGCTTCCCCGGAAACCTGTAGGGGGAATCT	V_CTCF_BR	15
chr3	133909273	133909423	id-71172	1	+	NA	NONE	22
chr3	133916626	133916776	id-71173	3.63e-06	+	CAGTCTCTCCATTAACTTAACAGTAGGTGGCACTC	V_CTCF_BR	40
chr3	133930786	133930936	id-71174	9.39e-07	-	GCAGACCTTCCTCCACCAGCCACAAGGAGGCCCTC	Upstream_CTCF	40
chr3	133931858	133932008	id-71175	3.65e-07	+	TATCACAATACCATTGCTGCCACCAGGGGGTGCTA	V_CTCF_BR	40
chr3	133943507	133943657	id-71176	3.97e-07	-	CTGTCAAGCCCGGATAGGGCCACTAGAGGGCTCCT	V_CTCF_BR	40
chr3	133968218	133968368	id-71177	7.31e-05	-	TGGCAGTATCTTTATTTCATCTGAAGGTGGTGCTT	UpstreamP1_CTCF	15
chr3	134018549	134018699	id-71178	3.81e-05	-	CTGAGTCTATGGAAAGCAGCCACATGAGGGAGTTC	V_CTCF_BR	37
chr3	134019452	134019602	id-71179	6.49e-06	-	TTGCAGGGACTTGGCTGCTCCAGCAGAGGAGCCAG	UpstreamP1_CTCF	36
chr3	134025781	134025931	id-71180	6.43e-06	-	TCCATCTCACCCATATTCACCTCTAGGGGGATGCA	V_CTCF_BR	8
chr3	134027325	134027475	id-71181	9.78e-09	+	GAGGCACTACATGTTAGGGCCACCAGGGGACGCTG	Upstream_CTCF	40
chr3	134031342	134031492	id-71182	3.4e-06	-	TGTGCGATGTGCGCTTGCCCCTGCAGGGGGCCTTG	Upstream_CTCF	35
chr3	134032131	134032281	id-71183	1.96e-08	+	TGGGAGCGGAGTGGGGCAGCCGCCGGGGGGCGCCC	V_CTCF_BR	32
chr3	134052444	134052594	id-71184	5.93e-06	+	CTGGCATCCCCGAGTGAGGCCAGCAGGGGAGGATT	Upstream_CTCF	27
chr3	134056882	134057032	id-71185	8.5e-06	+	CCAGCAATTTCCTTTTCAGCCTGCAGGGTCCTCAC	Upstream_CTCF	11
chr3	134058268	134058418	id-71186	2.33e-07	-	CTGCACCTTGGGACACTCACCTGCAGGGGGTCGGC	UpstreamP1_CTCF	15
chr3	134077444	134077594	id-71187	1.82e-07	+	GCTCCCGTGTTTGGCATGGGCAGCAGGGGGAGCTG	V_CTCF_BR	40
chr3	134086308	134086458	id-71188	8.21e-06	-	TGCAGAGAGACAATGAGCGGCTGCAGAGGGAGCTG	V_CTCF_BR	29
chr3	134088315	134088465	id-71189	1	+	NA	NONE	8
chr3	134090427	134090577	id-71190	1.73e-05	-	ATTAGGTAACTTGTCTTAATCAGTAGATGGCAGCA	V_CTCF_BR	33
chr3	134097335	134097485	id-71191	2.59e-06	-	CAGCAACTGGAGATGTGACTCACTAGGGGGCACTC	UpstreamP1_CTCF	39
chr3	134145456	134145606	id-71192	1	+	NA	NONE	1
chr3	134146474	134146624	id-71193	1.54e-05	+	CTGCCGTGATATGTTTTCTCCCCTAAGTGGCCTCA	UpstreamP1_CTCF	15
chr3	134168230	134168380	id-71194	1.15e-07	-	AGCAGTGCCAGCTGAATGGACAGCAGGGGGCAGGA	V_CTCF_BR	40
chr3	134172662	134172812	id-71195	8.91e-07	-	CTAGCTATACCCCATTTCTCCTCCAGAGGACCCCC	Upstream_CTCF	36
chr3	134183761	134183911	id-71196	1.48e-05	-	CTGGCCTTCTGCCCCTCTTCCTGCAGAGGCAGCAG	UpstreamP1_CTCF	14
chr3	134192895	134193045	id-71197	3.09e-07	-	AATGTCAATGCTACAATACCCAGCAGGGGGCGCTC	V_CTCF_BR	39
chr3	134198492	134198642	id-71198	6.04e-07	-	TTTTTGTTGCTCTGCTCCACCACTAGAGGGAGGTC	UpstreamP1_CTCF	40
chr3	134211442	134211592	id-71199	6.53e-09	-	TATGACATCACTACTGTGGCCACCAGGTGGCAGCA	V_CTCF_BR	40
chr3	134246000	134246150	id-71200	1.02e-07	-	GTGCCACTGTGCACAGTCGCCAGCAGGGGTCCCCG	UpstreamP1_CTCF	36
chr3	134255651	134255801	id-71201	1	+	NA	NONE	3
chr3	134319787	134319937	id-71202	2.58e-09	+	CGGCAGCTCCGCACTTCGGACACCTGGGGGCGCCC	UpstreamP1_CTCF	40
chr3	134321064	134321214	id-71203	1	+	NA	NONE	8
chr3	134349454	134349604	id-71204	1.38e-06	+	GGCCCAGGTTCCAGACTGGCCACTGGGTGGTGCAC	V_CTCF_BR	39
chr3	134359877	134360027	id-71205	3.97e-07	-	GGTATCTGGGGAAGAGCTTCCAGCAGAGGGAGCAG	V_CTCF_BR	40
chr3	134369839	134369989	id-71206	5.34e-06	+	CACGGGAGAGGGCGAGGGCGCGGAAGAGGGCGCTC	V_CTCF_BR	28
chr3	134396194	134396344	id-71207	1.3e-07	-	GTGCACCTGCTGCATGTGGCCACAGGGGAGCAGTA	UpstreamP1_CTCF	40
chr3	134468776	134468926	id-71208	7.44e-05	+	CCTGCAGTATGTGAGCTTGGCATTGGAAGCAAGGG	Upstream_CTCF	10
chr3	134472967	134473117	id-71209	1.37e-05	+	GGTGATGGGGCTACACACACCACCAGCAGGCGAAG	Upstream_CTCF	21
chr3	134474098	134474248	id-71210	5.55e-07	-	GGCGCCATTCACAGACTCTCCACTAGAGGTCAGCT	Upstream_CTCF	40
chr3	134513818	134513968	id-71211	1.77e-09	+	CTGCGGTTCTCCGAGAGCACCACGAGGGGGAGCCC	UpstreamP1_CTCF	40
chr3	134514644	134514794	id-71212	1.17e-05	-	CAGTTTCGGGCGCTAAGAGCCAGCCGGGGGCGCTC	V_CTCF_BR	15
chr3	134557561	134557711	id-71213	3.22e-09	-	TTGTAATTAGGGTACACTGCCACCAGGTGGCGGTG	UpstreamP1_CTCF	37
chr3	134572063	134572213	id-71214	1	+	NA	NONE	2
chr3	134604908	134605058	id-71215	3.24e-06	+	CAGGCTCTGCCCCTTGTGGTCAGCAGAAGCAGGAG	Upstream_CTCF	28
chr3	134695917	134696067	id-71216	1	+	NA	NONE	7
chr3	134697680	134697830	id-71217	7.02e-05	-	GTCCTATTTTACTCCTCTGAAGCCAGATGGCAGTA	UpstreamP1_CTCF	13
chr3	134797270	134797420	id-71218	2.6e-05	-	TGGTAGTTTTGCAGTGTTCAGGGCAGAGGGCGCAA	UpstreamP1_CTCF	8
chr3	134947913	134948063	id-71219	1.84e-06	+	TGGCCATCCCTCACCACCACCAGAGGAGGGCAGAC	V_CTCF_BR	9
chr3	134956305	134956455	id-71220	1.77e-05	-	ACTGGGTTTCCCTAGAGCTGCCGCAGGGGTCACTG	Upstream_CTCF	17
chr3	134959420	134959570	id-71221	1.93e-05	+	GGTGGAATGCAACAAAAATGGGGCAGAGGGCAGCA	Upstream_CTCF	18
chr3	134964987	134965137	id-71222	1.03e-06	-	AAGGGCAGGTTAGGTAGGGCCAGCAGGAGGAGCTA	V_CTCF_BR	21
chr3	135112122	135112272	id-71223	9.26e-05	-	GTCCACCTTCCTGGAACTCCTGCCAGGTGGCTTTG	UpstreamP1_CTCF	1
chr3	135131472	135131622	id-71224	1	+	NA	NONE	2
chr3	135175251	135175401	id-71225	1.17e-05	+	CCTGGGAAGGGGGACAGGGCCACCATGTGGCACAA	V_CTCF_BR	5
chr3	135222807	135222957	id-71226	3.24e-06	-	CAATCGGTACCGTTCTCGGCCTCTCGGGGGCACCA	Upstream_CTCF	40
chr3	135235217	135235367	id-71227	3.71e-05	-	GGATCCTGACCTTGCCTGGCCACTAGGGGAAATCC	Upstream_CTCF	34
chr3	135340150	135340300	id-71228	1.71e-06	-	TGTCCTGCTTCCCCTGCTGCAGCCAGAGGGCAGCG	V_CTCF_BR	7
chr3	135412403	135412553	id-71229	9.29e-06	-	TTTTCACTTCTTGGTTTGTACGCCAGGTGGCTATT	Upstream_CTCF	5
chr3	135455712	135455862	id-71230	2.11e-06	+	GACTACTGGAACTATTTCAGCAGTAGAGGGCGCCC	V_CTCF_BR	33
chr3	135463487	135463637	id-71231	7.11e-06	-	GATGCTGTTCCAACCAGTGCCTCTGGGAGTTGTGT	Upstream_CTCF	1
chr3	135481430	135481580	id-71232	1.92e-05	-	GCCCAACTTCCTGGCTATGCCACTGGGAGGCAGTG	UpstreamP1_CTCF	22
chr3	135511135	135511285	id-71233	6.19e-06	-	CAGCTTATTCACTGCCAGCCCACCAGGAGGCACAA	UpstreamP1_CTCF	20
chr3	135614072	135614222	id-71234	1.61e-09	-	AAGCCCAAGGCCAGAGTGGCCACGAGAGGGCACCA	V_CTCF_BR	40
chr3	135624292	135624442	id-71235	1.24e-05	+	GAAAAGCCACAGAGGAAGAACACAAGATGGCAGTG	V_CTCF_BR	33
chr3	135637584	135637734	id-71236	2.72e-05	+	AGGTTATGTATAATTCTGGTCACTAGAGGGTAGTA	UpstreamP1_CTCF	38
chr3	135648649	135648799	id-71237	1	+	NA	NONE	14
chr3	135685286	135685436	id-71238	8.9e-05	+	CTGGGGGACCTCTCGATGGAAACCAGCTGGCCGGG	UpstreamP1_CTCF	9
chr3	135728007	135728157	id-71239	9.49e-08	+	CACCCCCTATCCCACTGGGCCTGGAGGGGGCAGTA	V_CTCF_BR	7
chr3	135761581	135761731	id-71240	3.09e-07	-	AGAGCTCAAAGAGGAGTTTCCACTAGAGGGCACTC	V_CTCF_BR	40
chr3	135790216	135790366	id-71241	1.13e-05	+	TTGTAAGATTTTATTTGAGCCAGAAGGTGTCACTG	UpstreamP1_CTCF	27
chr3	135794174	135794324	id-71242	9.11e-08	+	TCAGCAGCTACATGCTTCACCACTAGATGGTGCTC	Upstream_CTCF	40
chr3	135797732	135797882	id-71243	5.01e-06	+	ATGAGAGAGAAAGTATTGACCACTAGTGGGAGCCT	V_CTCF_BR	40
chr3	135861131	135861281	id-71244	1.85e-05	-	AGGGTGATTTTGTCCCCCGCCGCCAGGGGACATTT	Upstream_CTCF	7
chr3	135897987	135898137	id-71245	2.46e-06	-	CTGCTGCACTCCAGCCTGGGCGATAGAGGGAGTAC	UpstreamP1_CTCF	13
chr3	135969120	135969270	id-71246	2.37e-05	+	ACATGCGTACTCAGGTGCGCCGGTAGGGGACGCGC	Upstream_CTCF	39
chr3	135969358	135969508	id-71247	8.34e-07	-	ACGCAGTGATAGGTCGCGGACGCCAGGGGCGGGAC	UpstreamP1_CTCF	5
chr3	135969988	135970138	id-71248	3.81e-05	-	TTCTCGCCTCAAAACCCAGGCGGTGGGTGGCAGTG	V_CTCF_BR	33
chr3	135995025	135995175	id-71249	1	+	NA	NONE	29
chr3	136024832	136024982	id-71250	5.26e-07	+	ACTGCACTTTGCTATACTGACAGAAGAGGGTGCTC	Upstream_CTCF	29
chr3	136069458	136069608	id-71251	1.63e-05	-	TCTTCATAGTCAGCCTCAGCCACCAGGGAGAACTT	Upstream_CTCF	3
chr3	136070856	136071006	id-71252	1.39e-05	+	AACGAGAAAATAATATCAACCTCTAGGGGGCAGAT	V_CTCF_BR	25
chr3	136110572	136110722	id-71253	4.34e-07	+	GGTTACTTCCACAGGACCAGCACTAGGGGGCACTG	UpstreamP1_CTCF	40
chr3	136174916	136175066	id-71254	1.93e-05	+	ATTACACTACCAAACAAAACCAGCAGAGGTCCAGC	Upstream_CTCF	4
chr3	136226757	136226907	id-71255	9.41e-05	-	CTACTACTTCACTACCTCTCCTGTTGAGGTCAGCA	V_CTCF_BR	2
chr3	136264601	136264751	id-71256	1.55e-05	+	ATCTCCAATGATGAGTCTGTCTCTAGATGGCAGCC	V_CTCF_BR	31
chr3	136265693	136265843	id-71257	4.1e-06	+	CCTGTGCTTCAAAGCTATGTCACTAGGGGTCCCAG	Upstream_CTCF	35
chr3	136296844	136296994	id-71258	1	+	NA	NONE	6
chr3	136336086	136336236	id-71259	8.99e-05	-	ACCAATGATCTCATGGTTCCCTGTAGATGTCTCCC	V_CTCF_BR	7
chr3	136417302	136417452	id-71260	1	+	NA	NONE	12
chr3	136453358	136453508	id-71261	5.96e-07	+	GGATCTATTGTTACGTGGGGCAGCAGGGGGCACAC	V_CTCF_BR	20
chr3	136470524	136470674	id-71262	9.81e-06	-	GCCCAGCGGGGCCGGGCCGACGCGGGCTGGCGCGA	V_CTCF_BR	3
chr3	136471178	136471328	id-71263	1.47e-10	-	AAGGCAGTGAGCACCGCGGCCAGCAGAGGGCGGTC	V_CTCF_BR	40
chr3	136471626	136471776	id-71264	3.29e-05	-	TCCGCAGGGCGTCTCGAGAGCTGCGGATGGGGGCA	Upstream_CTCF	8
chr3	136471894	136472044	id-71265	1	+	NA	NONE	38
chr3	136477445	136477595	id-71266	9.78e-07	+	TTGCAATTAAGGTGTGCTGCCAATTGGTGGCAGTA	UpstreamP1_CTCF	39
chr3	136537029	136537179	id-71267	1	+	NA	NONE	25
chr3	136537682	136537832	id-71268	7.73e-05	-	CGGGCCCCTCTAGCTTACGCCCTTGGAGGGCGCTT	Upstream_CTCF	22
chr3	136581270	136581420	id-71269	1.95e-07	+	TCTGCAGGCTCGGAGCCGAGCCGGAGGGGGCGCGG	Upstream_CTCF	33
chr3	136668675	136668825	id-71270	2.97e-06	+	CATTTAAAGACTTATGTTGCCACTGGGTGGCAGCC	V_CTCF_BR	35
chr3	136730391	136730541	id-71271	1	+	NA	NONE	22
chr3	136732833	136732983	id-71272	1.52e-07	-	AAAACATTTTCAGCACTGACCACAAGGTGGCGCCA	V_CTCF_BR	40
chr3	136751381	136751531	id-71273	1.41e-09	+	GCTGTAGTTCCCGGAGACGCCACTAGGTGACAATG	Upstream_CTCF	40
chr3	136754603	136754753	id-71274	9.88e-07	-	GGTTCTGTACCATCATGTGCCTCAAGAGGGTGCAC	Upstream_CTCF	40
chr3	136824231	136824381	id-71275	7.49e-05	+	TGCTATAATAATAAAGTGACCATAAGAGGGCGCCA	V_CTCF_BR	40
chr3	136829346	136829496	id-71276	9.67e-08	+	CCTGCAATTCTGTTACCTGCCACTAGATGTGTGTG	Upstream_CTCF	40
chr3	136840678	136840828	id-71277	1.15e-07	+	GTGCAGATCAACATCGCTGCCAGTAGGTGGTGCTT	UpstreamP1_CTCF	40
chr3	136936690	136936840	id-71278	8.21e-05	-	TTTGACCGCTAAAGTGGCGCCGCCATGTGGCAGCA	V_CTCF_BR	33
chr3	137013899	137014049	id-71279	1	+	NA	NONE	0
chr3	137023622	137023772	id-71280	3.65e-05	-	CCACAGGACCAGGCTGCTGCCATGAGGGGGCATCG	UpstreamP1_CTCF	8
chr3	137066097	137066247	id-71281	5.28e-08	+	GATGCAGTAGTAGTGCTCACCAACAGGAGGCAATG	Upstream_CTCF	14
chr3	137128546	137128696	id-71282	4.88e-06	+	TGGCTGTGAGACACCTACACCAGGTGGTGGCAGTA	UpstreamP1_CTCF	12
chr3	137138843	137138993	id-71283	3.41e-08	-	AGTGCTATACCACTATAGCCCTCCAGGTGGACGCA	Upstream_CTCF	10
chr3	137230636	137230786	id-71284	4.7e-06	-	TCTAGCATTAAACTGTAAACCACTAGAGGGCAGGG	V_CTCF_BR	4
chr3	137233817	137233967	id-71285	3.81e-05	-	CATAGAGGAGGGAACTGAGCCTCTAGGGGGCTTCT	V_CTCF_BR	10
chr3	137344465	137344615	id-71286	9.67e-08	+	GATGCAGTGTTCATCCTTTCCAGAAGAGGCAGCAG	Upstream_CTCF	5
chr3	137411766	137411916	id-71287	1.03e-06	-	TTGGAGATCCCATGCCCTGCCTGAAGGGGGCAGCT	V_CTCF_BR	27
chr3	137427978	137428128	id-71288	2.11e-08	+	CTGCATTTGGGGTATGCTGCCACTAGATGGCAATT	UpstreamP1_CTCF	28
chr3	137511604	137511754	id-71289	1.81e-06	-	CCTGCAGCATTTTACATGCCCACACGACGGCAGTA	Upstream_CTCF	40
chr3	137542684	137542834	id-71290	1	+	NA	NONE	3
chr3	137564985	137565135	id-71291	1.32e-05	+	TCAGGAATTTTCCTCCACTCCTCCAGCTGGAAGTG	Upstream_CTCF	1
chr3	137587936	137588086	id-71292	1.43e-05	+	CTGGCAGTACTCCTTATGGCCTGAGGTGGCAGTGG	Upstream_CTCF	5
chr3	137665330	137665480	id-71293	4.68e-07	-	AAATCAAATCATCTTATGACCACTAGAGGGCAGTA	V_CTCF_BR	40
chr3	137690147	137690297	id-71294	3.06e-08	-	TGGTGATGAGCGGCAGCCGCCACAAGAGGGAGCCA	V_CTCF_BR	40
chr3	137728654	137728804	id-71295	6.05e-06	+	TGGGGACACGTCAGCCTTTTCTCCAGATGGCGGCG	V_CTCF_BR	6
chr3	137758597	137758747	id-71296	5.65e-05	+	AAAAAGTAACTACTTGAAGCCACTAGAGGGTGAAC	V_CTCF_BR	17
chr3	137768022	137768172	id-71297	2.83e-07	+	AGGCCTTTTGCCTAGCCGGCCTGCAGATGGCTGTG	V_CTCF_BR	5
chr3	137768502	137768652	id-71298	3.4e-06	-	TGAGGTGTGTCCAGGGAGGTCTGCAGGGGGCAGTA	V_CTCF_BR	30
chr3	137771168	137771318	id-71299	1	+	NA	NONE	40
chr3	137787531	137787681	id-71300	1.41e-09	+	CTGCAGGAAGACCCCACTGCCACCAGAGGTCGCCG	UpstreamP1_CTCF	40
chr3	137816381	137816531	id-71301	1	+	NA	NONE	40
chr3	137820530	137820680	id-71302	3.42e-05	+	CCTTGCCCTCCAGCAGCTTCCTATAGGTGGCGATC	Upstream_CTCF	40
chr3	137833905	137834055	id-71303	4.11e-08	+	GCTGCAGGGCCGCGCCGGGCCAGAAGGGCGCGCCC	Upstream_CTCF	39
chr3	137837837	137837987	id-71304	1.67e-08	-	GGTGTGATGCCAGCATTTGGCAGCAGAGGGCACTC	Upstream_CTCF	40
chr3	137867446	137867596	id-71305	1	+	NA	NONE	12
chr3	137899564	137899714	id-71306	1.84e-06	+	GTGATTATGGCACCTATTACCACCTGATGGCAGCA	V_CTCF_BR	40
chr3	137982077	137982227	id-71307	6.84e-06	+	TCGGTTGGTAAGAAAGTAGCCACAGGGTGGCTCTG	V_CTCF_BR	22
chr3	137989235	137989385	id-71308	1	+	NA	NONE	14
chr3	138003923	138004073	id-71309	5.13e-05	-	CCTAGAGAATCACTGAAGGACACTAGGAGGAGCTG	V_CTCF_BR	40
chr3	138047301	138047451	id-71310	1	+	NA	NONE	34
chr3	138048063	138048213	id-71311	1	+	NA	NONE	40
chr3	138050158	138050308	id-71312	3.84e-06	+	ATGCAAATCATGTTCATTGCCACAAGGTGGTGGTT	UpstreamP1_CTCF	38
chr3	138051414	138051564	id-71313	1.15e-07	+	CTGCAACTCATGTTTATTGCCACAAGGTGGTGGTT	UpstreamP1_CTCF	40
chr3	138067155	138067305	id-71314	3.28e-05	-	CGCGCCGAGTCCCCTGGGCCCGGCAGGGCGCGCTA	V_CTCF_BR	38
chr3	138068083	138068233	id-71315	1	+	NA	NONE	14
chr3	138090647	138090797	id-71316	6.43e-06	-	GAGGAGAGGCAGGAGGGAGCCTCCTGGAGGCACTC	V_CTCF_BR	4
chr3	138116882	138117032	id-71317	4.14e-06	-	TGCACAATTAGGATGGCTCCCAGCAGAGGGCATCA	V_CTCF_BR	33
chr3	138131837	138131987	id-71318	2.27e-05	+	GAGTGTCTGCACTGGGCCTCCTCCAGGGGCAGCCT	V_CTCF_BR	8
chr3	138136475	138136625	id-71319	2.19e-08	+	GGACCAGTGCCCTTCTCGTCCACCAGATGGCAGCA	V_CTCF_BR	40
chr3	138145183	138145333	id-71320	1	+	NA	NONE	37
chr3	138156268	138156418	id-71321	1	+	NA	NONE	4
chr3	138169980	138170130	id-71322	5.96e-07	+	TTCCCACACTGGGGTTCACCCAGCAGGTGGAGCTG	V_CTCF_BR	3
chr3	138178747	138178897	id-71323	8.33e-05	-	GCTCCCACAAAGGGCTTGTCCACTAGGAGGGGCTC	Upstream_CTCF	12
chr3	138181821	138181971	id-71324	1	+	NA	NONE	37
chr3	138198299	138198449	id-71325	5.34e-06	+	AGGCTGATGTTTGGCTTTGCCAATAGGGGGCGATG	V_CTCF_BR	40
chr3	138286340	138286490	id-71326	3.63e-05	+	AACCCTGGATCCTTATTAGCCCAGAGGTGGCACTA	V_CTCF_BR	14
chr3	138313287	138313437	id-71327	1	+	NA	NONE	1
chr3	138313621	138313771	id-71328	2.5e-05	+	TTGTCATTGTATCTTATAGCCACATGGTGTCGCTG	UpstreamP1_CTCF	40
chr3	138386043	138386193	id-71329	1.84e-07	+	ACAGCAGGGCTGGAGGAGAGCACAAGGGGGAGCAC	Upstream_CTCF	6
chr3	138408006	138408156	id-71330	1	+	NA	NONE	9
chr3	138418095	138418245	id-71331	4.65e-05	+	AAAAATGTAAACTGTGCAAACACTGGGTGGCAGTA	V_CTCF_BR	40
chr3	138493459	138493609	id-71332	1	+	NA	NONE	13
chr3	138515724	138515874	id-71333	5.72e-07	-	CTGCAGTGTCTTGGGGCAGCCTGAAGGTGGGTAGC	UpstreamP1_CTCF	5
chr3	138553220	138553370	id-71334	2.81e-05	+	CAGCGTCTCTGCCGCCCAGGGGCCGGGGGGCGCCA	V_CTCF_BR	32
chr3	138616825	138616975	id-71335	2.43e-06	+	CTGAGCTTTGGAGCTGCGTCCTCTAGAGGGAGGGA	V_CTCF_BR	4
chr3	138628836	138628986	id-71336	6.48e-05	-	ATGTGCCTCTCAGATCTCACCTGCAGGGAGCATAT	UpstreamP1_CTCF	8
chr3	138632145	138632295	id-71337	8.71e-06	+	TGGAACTTTATTGAGGTTGCCTCGGGATGGCGCTA	V_CTCF_BR	0
chr3	138634338	138634488	id-71338	9.87e-11	-	CAGTGCGGCGCGCTCGGGGCCGCCAGGGGGCGCTG	V_CTCF_BR	39
chr3	138634904	138635054	id-71339	3.71e-10	-	TGTGGGCTGTGGGCTGCGGCCGCCAGGTGGCGCCC	V_CTCF_BR	40
chr3	138638288	138638438	id-71340	1	+	NA	NONE	2
chr3	138641380	138641530	id-71341	1.14e-06	-	CTGTCACTGTATCCCATCACCACTAGATGGGACCG	UpstreamP1_CTCF	26
chr3	138642393	138642543	id-71342	1.74e-07	-	ATGGCAGAGTCACCACCCTCCACAAGGGGGCAGTG	Upstream_CTCF	40
chr3	138653502	138653652	id-71343	1.71e-06	+	ACCCCAGCTACACTGGTCTCCAGCAGAGGGAGATG	V_CTCF_BR	18
chr3	138655153	138655303	id-71344	8.43e-09	+	GTGGTAATGTCGCCCAGTGCCAGCAGAGGGCAGCC	V_CTCF_BR	40
chr3	138658461	138658611	id-71345	7.84e-05	-	AGCGCCTCGTGTCCCCGGGCCTGTTGGCGGCGCTG	V_CTCF_BR	7
chr3	138660239	138660389	id-71346	4.31e-07	+	TGGCCCCAATTTCCACCCGCCGCCAGGGGGCTCCT	V_CTCF_BR	40
chr3	138662041	138662191	id-71347	2.27e-06	+	TGAGGTTCCTACCGCCTGACCACTGGAGGGCTGAA	V_CTCF_BR	11
chr3	138665137	138665287	id-71348	6.8e-06	-	CGAGTGCTTCATCAAGGTGCCGCGCGAGGGCGGCG	Upstream_CTCF	35
chr3	138680176	138680326	id-71349	5.01e-06	-	GAATGACAACTTCTACCAACCAGGGGGTGGCGCTA	V_CTCF_BR	38
chr3	138698699	138698849	id-71350	2.37e-05	-	GGTGTGAGTTTTTCAAAGCTCCCCAGGTGGCGCTA	Upstream_CTCF	40
chr3	138739876	138740026	id-71351	1.38e-07	+	GGGGAAATACTCTTACAGGCCTCTAGGGGGCAGAA	Upstream_CTCF	29
chr3	138755057	138755207	id-71352	4.01e-05	-	AGATTGCAATCATAAATGCACACCAGAGGGAGCAT	V_CTCF_BR	8
chr3	138763829	138763979	id-71353	1.64e-07	+	GGGGAAATACTCTTACGGGCCGCTAGGGGGCCGAG	Upstream_CTCF	28
chr3	138815603	138815753	id-71354	9.25e-06	+	AATTCTTTCCAGGAGCTCTACAGCAGGGGGCAGTT	V_CTCF_BR	1
chr3	138830785	138830935	id-71355	1.67e-07	+	GCAGGACAGACCCCGGCTCCCACTAGATGGCACTG	V_CTCF_BR	40
chr3	138832439	138832589	id-71356	8.33e-05	+	ATTGAATTACTGGAACTGTCCTGTTGGGAGTAGCG	Upstream_CTCF	22
chr3	138906516	138906666	id-71357	5.38e-05	-	GACAGAGACTGAGTTCTAACCACATGTGGGTGGAA	V_CTCF_BR	2
chr3	138921304	138921454	id-71358	1	+	NA	NONE	17
chr3	138960749	138960899	id-71359	1	+	NA	NONE	23
chr3	138999960	139000110	id-71360	1	+	NA	NONE	12
chr3	139000532	139000682	id-71361	6.49e-06	-	TCGTTCTGCCAGAACTTTGCCTCCAGGAGGCTTTC	UpstreamP1_CTCF	7
chr3	139007084	139007234	id-71362	1.64e-06	+	GGTGCACTGGGGCCTGTGGACACATGGGGGTGCCT	Upstream_CTCF	33
chr3	139010594	139010744	id-71363	6.51e-05	+	TTAGTAATGACTTTCCCAACTGCAAGAGGGCACAA	V_CTCF_BR	3
chr3	139017415	139017565	id-71364	2.27e-05	+	CTACTGTGAGTTCACTGCAGCACCTGGGGGCGCCT	V_CTCF_BR	2
chr3	139026159	139026309	id-71365	7.12e-06	-	GTGGAAGGCTCTGCAGAGGGCAGTGGAGGGCACAT	UpstreamP1_CTCF	11
chr3	139038745	139038895	id-71366	1.46e-07	+	TAGGCTCTGCCAAGAGGGGGCACTAGAGGGAGCCT	Upstream_CTCF	40
chr3	139048282	139048432	id-71367	1.55e-08	-	TGTTCTCCTGGCGGGGGGGCCGCTAGGTGGCGCTG	V_CTCF_BR	40
chr3	139072924	139073074	id-71368	1.15e-06	+	ACTGCAAACCACAGGCTGGACAGTAGAGGGTGCAT	Upstream_CTCF	40
chr3	139146502	139146652	id-71369	1.31e-05	+	TCTCCTTGCATAAATATAACCACTAGGAGGCGCCT	V_CTCF_BR	40
chr3	139153805	139153955	id-71370	6.18e-07	+	CCTCCTGTCCTCCCTCTGGCCTCCAGGAGGCAATG	Upstream_CTCF	12
chr3	139174773	139174923	id-71371	1.64e-06	+	CCTGCTATAATCTGTACTACCCCTAGGTGGTCCTA	Upstream_CTCF	32
chr3	139225736	139225886	id-71372	3.18e-06	-	TGCTCCAGGAGCTTGCTGGCATCTAGAGGGCAGTG	V_CTCF_BR	25
chr3	139239026	139239176	id-71373	3.09e-07	-	CATTGCAGGCTTCACCCCAACAGCAGGGGGCAGTA	V_CTCF_BR	38
chr3	139239353	139239503	id-71374	1.15e-07	+	GTGCTCCTTCCATCCCAGGCCTGTAGAGGGAAGTG	UpstreamP1_CTCF	27
chr3	139241391	139241541	id-71375	1.61e-05	-	GGGCACTTCTCTGTGGGGACCTCTACAGGCAGAAA	UpstreamP1_CTCF	32
chr3	139258412	139258562	id-71376	7.27e-06	-	CGCCCCGCAGAGCCCCCTGTCCCCGGAGGGCGCTC	V_CTCF_BR	5
chr3	139260861	139261011	id-71377	8.03e-07	-	GCTGCAAGAAATAGCACAGCCACCAGGGGCTGTGC	Upstream_CTCF	26
chr3	139265694	139265844	id-71378	5.34e-06	+	GGCAGACTCTTCTGTGTTGCCACTAGATGGCTAGG	V_CTCF_BR	8
chr3	139271612	139271762	id-71379	1.39e-05	+	AATCAGAGTCTGGATGCGCCCAGCAGATGGCATCT	V_CTCF_BR	14
chr3	139276441	139276591	id-71380	2.1e-06	+	CCTGCTATGTGGAGAATGGACTGGAGGGGTCAGGA	Upstream_CTCF	4
chr3	139281057	139281207	id-71381	3.28e-07	-	ATGCAGGTACAGATTTCCACCAGCAGGCAGCAGCA	UpstreamP1_CTCF	39
chr3	139283249	139283399	id-71382	1	+	NA	NONE	36
chr3	139293391	139293541	id-71383	1	+	NA	NONE	18
chr3	139307397	139307547	id-71384	1.17e-05	+	GGAGGAGCCAAGAACCTCTCCAGGTGGGGGTGCCA	V_CTCF_BR	28
chr3	139348025	139348175	id-71385	3.65e-07	-	GTTCCTCACTGGCTGTTGGCCACCAGAGGTCTCTC	V_CTCF_BR	35
chr3	139389197	139389347	id-71386	2.53e-05	-	TGTACCATCAAGCAGATGTCCAGCAGGGGCATCTG	V_CTCF_BR	4
chr3	139396354	139396504	id-71387	1.09e-06	-	CCTGGGAGTCCCCGCTGGGGCGACAGGTGGCGGCG	Upstream_CTCF	17
chr3	139398789	139398939	id-71388	5.37e-06	-	ATGAGGTTCTTACCTTCCAGCACAAGGGGACGCTA	UpstreamP1_CTCF	0
chr3	139418131	139418281	id-71389	4.31e-05	-	AGTCTGGGTCCCTGAGTCACCAGCAGAGGCCCTTA	UpstreamP1_CTCF	3
chr3	139437398	139437548	id-71390	2.27e-06	+	GGATGCATTTTCCCAAGAACCAGCAGAGGGAGCTT	V_CTCF_BR	38
chr3	139463520	139463670	id-71391	1.73e-06	+	GAGCTTCTGAAGGAGTATACCAGCAGGGGGCAAAG	UpstreamP1_CTCF	20
chr3	139492073	139492223	id-71392	8.5e-06	-	CTTGCATCTTCCTTCACGACCAGCAGGAGAGTCTC	Upstream_CTCF	16
chr3	139576432	139576582	id-71393	6.21e-06	+	GGAGTTATTTCCATTTCAACCACCTGGAGGAGAAA	Upstream_CTCF	3
chr3	139653482	139653632	id-71394	7.27e-06	-	GGCGTTCTGCGTCGACTGGTCTGGGGAGGGCGCCA	V_CTCF_BR	29
chr3	139654177	139654327	id-71395	6.04e-07	-	CTGCCGCTCCCCACGCCCAGCGCCAGCAGGAGCGG	UpstreamP1_CTCF	16
chr3	139656641	139656791	id-71396	2.43e-06	+	CGCTTCTTTCCCCTTCCAACCACTGGGGGGCTGCA	V_CTCF_BR	40
chr3	139701364	139701514	id-71397	1.73e-05	+	GTATGGCAACTCTGACCCACCACTGGGTGGTAGTG	V_CTCF_BR	29
chr3	139770304	139770454	id-71398	6.43e-06	-	TCCTCCTGGCCCCTTGCAGCCAGCAGACGGCACTA	V_CTCF_BR	35
chr3	139788575	139788725	id-71399	5.51e-07	+	CTACAGGGTTGATAGAGGGTCAGCAGGGGGCACTG	V_CTCF_BR	0
chr3	139812128	139812278	id-71400	6.8e-06	+	TGATCTGTACCCGCCATGGCCTGAAGGTGTCCTCA	Upstream_CTCF	23
chr3	139841962	139842112	id-71401	1	+	NA	NONE	0
chr3	139847528	139847678	id-71402	1.82e-07	+	TCTCTGTTGCTGAACCCAGCCAGGAGAGGGCAGGC	V_CTCF_BR	39
chr3	139864445	139864595	id-71403	7.27e-06	-	GGAAATATGTTACAATTTGCCACCAGGGGTCTCGG	V_CTCF_BR	7
chr3	139879521	139879671	id-71404	1.69e-05	+	AAGTAGGTCCCAATCTCTACCACATGGTGGGGAAA	UpstreamP1_CTCF	16
chr3	139925633	139925783	id-71405	5.41e-07	-	CTGTAGGTTCTGCATCTGCCCACCAGATGTCTATT	UpstreamP1_CTCF	31
chr3	139935203	139935353	id-71406	1.79e-08	-	GAAGCAATTCCTCTGCCCTCCAGCAGAGGGTAGAC	Upstream_CTCF	39
chr3	139939009	139939159	id-71407	2.81e-06	-	ATTGGAAGGTGGATGATCTCCACCAGGAGGCACTG	Upstream_CTCF	29
chr3	139987092	139987242	id-71408	1	+	NA	NONE	8
chr3	139995614	139995764	id-71409	1.34e-06	-	AGGCAGCCCAGAGTGCTGACCTCTAGAGGCCACAC	UpstreamP1_CTCF	39
chr3	140015849	140015999	id-71410	1	+	NA	NONE	9
chr3	140079338	140079488	id-71411	5.68e-06	+	ATGAGAACGTGCTGTGCAACCAGAAGATGTCACTG	V_CTCF_BR	17
chr3	140096604	140096754	id-71412	1.83e-05	+	TGCAGTGTTTACAAAGTCCACAGTAGTGGGCAGCA	V_CTCF_BR	17
chr3	140139661	140139811	id-71413	1	+	NA	NONE	11
chr3	140185925	140186075	id-71414	1	+	NA	NONE	1
chr3	140218102	140218252	id-71415	1	+	NA	NONE	34
chr3	140265646	140265796	id-71416	3.81e-05	-	AGGGCTTGATCTAGGAGTTTCAGAAGATGGCAGCA	V_CTCF_BR	9
chr3	140271372	140271522	id-71417	4.14e-06	-	AAACAGTATCCTATGGCAATCAGCAGAGGGCACAA	V_CTCF_BR	25
chr3	140271892	140272042	id-71418	4.7e-06	+	CTGGGGGCTCCAAGATCTAGCACCAGAGGGTGGTG	V_CTCF_BR	15
chr3	140298252	140298402	id-71419	3.36e-05	-	TTGCTATATCCCAAGCTCTCCACTAGAGCATGAAC	UpstreamP1_CTCF	19
chr3	140456040	140456190	id-71420	1.59e-06	-	CAAATAGAGACTGTTGTGGCCACCGGGTGGTGCCA	V_CTCF_BR	37
chr3	140471462	140471612	id-71421	1.1e-05	-	TTCAGTGCTATCTATACTTCCACATGGGGGCAGCC	V_CTCF_BR	3
chr3	140473116	140473266	id-71422	1.56e-05	-	TGTGCTATTTACCAGAGCGCCCCCAGGGGATTAAG	Upstream_CTCF	2
chr3	140567648	140567798	id-71423	4.7e-05	-	GTTGCTAGAAGCTGACAGCCCAAGAGATGGAGCTG	Upstream_CTCF	4
chr3	140582676	140582826	id-71424	1.19e-06	-	GAACCAAATTTAAAATTTGCCAGCAGGTGGCGACA	V_CTCF_BR	39
chr3	140617294	140617444	id-71425	6.27e-08	+	CTGTATTTCTCTCAATCCACCATCAGAGGGCAGGC	UpstreamP1_CTCF	40
chr3	140629880	140630030	id-71426	6.21e-05	-	CTTATTCTGTTAGGATCTTCCAACAGGAGGCACTG	V_CTCF_BR	30
chr3	140641612	140641762	id-71427	6.19e-06	+	ATGGAGTTGAGCAGAGAGTCCTCTAGGTGGAGTAG	UpstreamP1_CTCF	40
chr3	140660657	140660807	id-71428	1	+	NA	NONE	13
chr3	140661435	140661585	id-71429	1	+	NA	NONE	9
chr3	140691817	140691967	id-71430	1	+	NA	NONE	37
chr3	140718991	140719141	id-71431	3.36e-07	+	TCTGTTGCTGGAAGGTTGGCCACTTGGTGGCAGCA	V_CTCF_BR	40
chr3	140730459	140730609	id-71432	1.15e-07	+	TCAGCAAGAACAGGACTGTGCACGAGGGGGCGCTC	Upstream_CTCF	40
chr3	140768716	140768866	id-71433	7.49e-07	+	GTGAGGTACCTATACTTGCCCTCCAGGGGGGGCTC	UpstreamP1_CTCF	37
chr3	140769971	140770121	id-71434	7.07e-08	-	CGCCGCCACCTTCTCGAGGCCACCAGCTGGCGGGA	V_CTCF_BR	24
chr3	140770561	140770711	id-71435	2.39e-05	-	CAGCAGCGCCCCCTCTGCGCTGCAGGATGGCCTGG	UpstreamP1_CTCF	15
chr3	140824732	140824882	id-71436	2.33e-07	-	CCGTTATGCAAAATCTGTACCACCAGGTGGCGATG	UpstreamP1_CTCF	39
chr3	140828762	140828912	id-71437	2.94e-06	-	GCACCATTTCTCCCTCAGGCCAACAGATGGAGGGA	Upstream_CTCF	3
chr3	140834050	140834200	id-71438	1.11e-05	-	ATGTCAGTACCTGCCAACGCCACTGGGGACAGCTG	Upstream_CTCF	40
chr3	140846524	140846674	id-71439	4.7e-08	-	GGTGCCTGGCAAGTCTCAGCCACCAGCTGGCAGAG	V_CTCF_BR	2
chr3	140869453	140869603	id-71440	4.88e-05	-	CGGGTTATAATGGACTCTGGCGCTGGGGGGTGGTC	Upstream_CTCF	6
chr3	140911245	140911395	id-71441	2.5e-05	-	TAGCAGCAGTCACCAGAGGGCAATGCGGGGCGGCC	UpstreamP1_CTCF	40
chr3	140947302	140947452	id-71442	1	+	NA	NONE	10
chr3	140950539	140950689	id-71443	5.77e-08	+	GAGACGGGGCGCGGCGGGGTCGGCAGGGGGCGCTG	V_CTCF_BR	38
chr3	140954528	140954678	id-71444	5.51e-07	+	TGGAGATGCTGCATGGCAGCCACGAGGAGGCACCC	V_CTCF_BR	12
chr3	140974897	140975047	id-71445	3.97e-05	-	CACCTATACCACAATCTAAACACAAGGAGTCGCCC	UpstreamP1_CTCF	39
chr3	140994880	140995030	id-71446	1	+	NA	NONE	8
chr3	140998257	140998407	id-71447	7.16e-08	-	AGTGCAATTTACCTGTTAGCCACCAGAGTGCAGTC	Upstream_CTCF	40
chr3	140999648	140999798	id-71448	1.15e-08	+	GTGCAGTGAGCTGAACCAAGCACTAGCTGGCGGTC	UpstreamP1_CTCF	11
chr3	141021198	141021348	id-71449	5.34e-06	-	TACTCGTGGTTGTGTTTAAACACAAGGTGGCACAC	V_CTCF_BR	33
chr3	141022340	141022490	id-71450	1.82e-07	+	GCAGTTACATTACATTCAACCACTAGGGGGCAGCA	V_CTCF_BR	40
chr3	141024411	141024561	id-71451	2.1e-06	+	CTTGCATGTGCATGACTGCCCAGCAGGAGGGTGCC	Upstream_CTCF	40
chr3	141027575	141027725	id-71452	1.1e-06	-	AGATTTGACTCCTCCTGGGCCGCCAGAGGGAGCTT	V_CTCF_BR	39
chr3	141030702	141030852	id-71453	6.05e-06	+	CGGTGTCGCCGGGTGTCTACCTCCAGGGGTCGTTC	V_CTCF_BR	40
chr3	141045586	141045736	id-71454	1.31e-05	-	GGAATAATGACACCACCCCCCTCAAGAGGGAGGAA	V_CTCF_BR	4
chr3	141079800	141079950	id-71455	9.78e-07	+	AAGCTATTTTCCTCCAGAGCCACTAGAGGGGACAC	UpstreamP1_CTCF	39
chr3	141081669	141081819	id-71456	7.44e-06	+	GCTGCAACCCTGCCCCCCACCCCAAGACTGCACCC	Upstream_CTCF	3
chr3	141085533	141085683	id-71457	1.43e-05	+	TGTGTTATCAAGGAGGCCTCCACAAGGGGCTGGAA	Upstream_CTCF	27
chr3	141089037	141089187	id-71458	9.31e-05	+	CATGTGGTTTTCAAGGTCGCCTAGGGGTGTCTCCA	Upstream_CTCF	38
chr3	141101485	141101635	id-71459	5.01e-06	-	AGCTGGAGACAGGCTGGGCCCAGCAGGTGGAAAAG	V_CTCF_BR	3
chr3	141103045	141103195	id-71460	1	+	NA	NONE	16
chr3	141111851	141112001	id-71461	1	+	NA	NONE	18
chr3	141121750	141121900	id-71462	4.44e-06	+	GTGCAAAGGCAGGGACCTGCCCCCAGGGGTTTGCA	UpstreamP1_CTCF	19
chr3	141129352	141129502	id-71463	1	+	NA	NONE	8
chr3	141131798	141131948	id-71464	1.9e-06	-	ACTGCTGGCAACACTACGACCTCTGGAGGGAGGCC	Upstream_CTCF	18
chr3	141144253	141144403	id-71465	3.81e-05	-	ACAAAGATGCTATATGGGACCACCAGGTGGCCCTG	V_CTCF_BR	26
chr3	141157424	141157574	id-71466	4.44e-06	-	CTGCAGTATGCTGAAAGGCTCAGAGGGAGGCAGGC	UpstreamP1_CTCF	14
chr3	141160332	141160482	id-71467	1.81e-06	-	GGTGTGTAACCAAGTCTGACCACCAGGGGCACCCC	Upstream_CTCF	40
chr3	141170973	141171123	id-71468	1	+	NA	NONE	40
chr3	141173878	141174028	id-71469	1.76e-05	-	ATGTCATTTCCTTGTCCTTCCATTAGAGGGAGCAA	UpstreamP1_CTCF	40
chr3	141179066	141179216	id-71470	5.08e-07	+	ACTGGAGAGGAAAATCCTGCCAGCAGAGGTCACTG	V_CTCF_BR	40
chr3	141184148	141184298	id-71471	1.13e-05	-	TTGTTTTTCTTAGGACTGAACACTAGATGTCTCAG	UpstreamP1_CTCF	29
chr3	141189538	141189688	id-71472	1.02e-07	+	TTGAAGTCCTCGCCGTCTTCCAGCAGGCGGCGGTG	UpstreamP1_CTCF	1
chr3	141193177	141193327	id-71473	1.21e-06	+	GCCGAATTTTCTGTTTTATCCAACAGGGGGCACTA	Upstream_CTCF	40
chr3	141206556	141206706	id-71474	4.01e-05	-	CGCGCGGTAGCCACTCGGGCCCCAGGGCGGCCCGT	Upstream_CTCF	10
chr3	141276653	141276803	id-71475	1	+	NA	NONE	5
chr3	141280399	141280549	id-71476	3.41e-07	-	CATGCAGTTACTAACAACCCCACAAGGGGATGCTA	Upstream_CTCF	40
chr3	141295436	141295586	id-71477	5.52e-05	+	CTTAAGGGATTCAGTGTTACCACTAGGTAGTGCTA	UpstreamP1_CTCF	37
chr3	141351968	141352118	id-71478	1.72e-06	+	TCCGCAGTGGCTGCGCTGAGAGCCAGGTGGCACAA	Upstream_CTCF	6
chr3	141363793	141363943	id-71479	5.52e-10	-	CCTGCAGTGCCTGGGCGGGCCGCCAGGAGGCTCTC	Upstream_CTCF	40
chr3	141447406	141447556	id-71480	1	+	NA	NONE	3
chr3	141448212	141448362	id-71481	1.48e-05	+	CTGTGTCAGTGAGGAGCAGCCACCAGGGAGTGCTG	UpstreamP1_CTCF	34
chr3	141455831	141455981	id-71482	1	+	NA	NONE	2
chr3	141457010	141457160	id-71483	7.73e-06	+	TAGGCACCACGGTGGCTGGCGGCCTGCGGGCGGCG	V_CTCF_BR	39
chr3	141457326	141457476	id-71484	1.09e-06	+	GTCCAGGGCCGCCCTGCGGCCTCCGGGAGCCGACC	UpstreamP1_CTCF	10
chr3	141501337	141501487	id-71485	1.73e-05	+	TGGAGTTATCATGGTTTGGGAAGCAGAGGGCACTG	V_CTCF_BR	33
chr3	141512442	141512592	id-71486	6.39e-08	+	CAGTGACTGTGAGTAGCTGCCAGAAGGGGGCGGAA	V_CTCF_BR	20
chr3	141564375	141564525	id-71487	1.38e-06	-	CATAGAAGCAGAAGCGCAGACAGCAGGGGGTGCTG	V_CTCF_BR	19
chr3	141573721	141573871	id-71488	4.43e-05	+	TAAATGGCACCTAGTTTCTCCACTGGGAGGCAGCC	V_CTCF_BR	21
chr3	141594429	141594579	id-71489	3.31e-06	-	GTGCCGGTAGCGTTTTCCTCCGCGAGATGGAGCTG	UpstreamP1_CTCF	40
chr3	141599238	141599388	id-71490	1	+	NA	NONE	9
chr3	141632172	141632322	id-71491	2.68e-05	-	AGATCCATCTCTTCTGTCACCATTAGGTGGCAGTA	Upstream_CTCF	39
chr3	141659367	141659517	id-71492	2.44e-07	+	GCAGCCGTCCACAGTAAGACCGGCAGATGGAGCCT	Upstream_CTCF	24
chr3	141681497	141681647	id-71493	3.36e-07	+	TCTCTGGACACAACAGAGACCGGCAGGGGGCGCAA	V_CTCF_BR	40
chr3	141717638	141717788	id-71494	1.83e-05	-	GCTGTCTTGGCTTTTTTTAACTGTAGATGGCAGTA	V_CTCF_BR	35
chr3	141741278	141741428	id-71495	1.38e-06	+	ATCACAACAGTCAATACACCCACCAGATGGCACAC	V_CTCF_BR	29
chr3	141747399	141747549	id-71496	1	+	NA	NONE	12
chr3	141765268	141765418	id-71497	1	+	NA	NONE	2
chr3	141845138	141845288	id-71498	1.83e-05	+	AACACAGTTTTTTTAAAAGCCAGAAGGTGGCGACG	V_CTCF_BR	39
chr3	141848763	141848913	id-71499	1	+	NA	NONE	30
chr3	141859568	141859718	id-71500	1.38e-06	-	CCTAACTGGGAGACACCTCCCAGTAGGGGGCGACA	V_CTCF_BR	24
chr3	141871320	141871470	id-71501	2.81e-06	-	AAAGCAGTATCCAGTGCCAGCAGAGGGGGCAGCAC	Upstream_CTCF	34
chr3	141894463	141894613	id-71502	8.21e-06	-	GCAACCTGCCCATATACTGGCAGTAGAGGGCAGTT	V_CTCF_BR	2
chr3	141899732	141899882	id-71503	5.51e-07	+	AAACCACCCCCCAGACTGACCACTGGGTGGCACAA	V_CTCF_BR	39
chr3	141929485	141929635	id-71504	1	+	NA	NONE	25
chr3	141929984	141930134	id-71505	1.34e-06	-	CAGCATCCCTGGCCTCTACCCACTAGATGTCAGTA	UpstreamP1_CTCF	35
chr3	141941518	141941668	id-71506	1	+	NA	NONE	5
chr3	141944268	141944418	id-71507	1	+	NA	NONE	20
chr3	141945446	141945596	id-71508	5.37e-06	-	AAGCTTTCTCCTTTCTTTCCCACTAGAGGGCTGAG	UpstreamP1_CTCF	37
chr3	141989254	141989404	id-71509	9.84e-05	-	TGGAGAGTTAGCAAACTGTCCACAAAGGGGCAGCA	V_CTCF_BR	6
chr3	141998954	141999104	id-71510	6.64e-05	-	CATGGAGATGATTTTTAGTTCACTAGGTGGCGATA	Upstream_CTCF	40
chr3	142085396	142085546	id-71511	8.03e-07	+	GAAGCAGTTAAGGAGGACAGCAGTAGGGGGAGACA	Upstream_CTCF	34
chr3	142139832	142139982	id-71512	4.65e-05	-	TAACAAGTACCTCAATGAAGCAGCAGGTGTCGCAG	V_CTCF_BR	2
chr3	142291739	142291889	id-71513	4.01e-05	+	TGCCACTAGACTATAAGCTCCTACAGGTGGCAGAC	V_CTCF_BR	3
chr3	142305768	142305918	id-71514	1.38e-06	+	AAACTAGAGTGGAAAATGACCACCAGGTGGTACTA	V_CTCF_BR	40
chr3	142315238	142315388	id-71515	3.24e-06	+	CCTGCAGGTACTTGGATCTCCAGTGGGAGCTGCCC	Upstream_CTCF	16
chr3	142379365	142379515	id-71516	1	+	NA	NONE	2
chr3	142399683	142399833	id-71517	1	+	NA	NONE	14
chr3	142443805	142443955	id-71518	1	+	NA	NONE	24
chr3	142547647	142547797	id-71519	2.91e-05	+	GAGGCAGTACACGTCCACACCACACAGTGGCGCAC	Upstream_CTCF	40
chr3	142563327	142563477	id-71520	1.61e-05	+	TTGCTTTACATCTTTGCTACCACTTGGTGGTGTCA	UpstreamP1_CTCF	39
chr3	142572205	142572355	id-71521	1.73e-05	+	TGCATGTTATAAAGCTCAACCTCGAGGGGGCAAGG	V_CTCF_BR	11
chr3	142575962	142576112	id-71522	4.99e-07	-	GCTGCTGCTCCTCGCAGCCACAGGAGGTGCCAGTG	Upstream_CTCF	32
chr3	142583869	142584019	id-71523	1	+	NA	NONE	4
chr3	142585964	142586114	id-71524	5.92e-05	+	TGTGGCAGTTAGACCTCCCTCTGTAGAGGGAGCTG	V_CTCF_BR	26
chr3	142607102	142607252	id-71525	2.84e-05	+	GGGCAGGTCCCACAGCCCAGCTCCTGGGGCCTTCC	UpstreamP1_CTCF	24
chr3	142624028	142624178	id-71526	8.02e-05	-	AAAGAGATGAAGGTCTTTGCCAGTAGATGGGGATG	Upstream_CTCF	30
chr3	142648086	142648236	id-71527	8.16e-07	+	ATGGGTGAATTCACACCGAGCAGCAGAGGGCAGTG	V_CTCF_BR	40
chr3	142649526	142649676	id-71528	2.11e-06	-	CCAAAATTTCCCATTGTTTCCAGGAGAGGGCACAA	V_CTCF_BR	28
chr3	142650222	142650372	id-71529	1.09e-06	+	GGTGCAAGACACAACAGGACCACTGGGGGCACGCT	Upstream_CTCF	32
chr3	142677800	142677950	id-71530	1	+	NA	NONE	8
chr3	142682172	142682322	id-71531	3.63e-06	-	GCCCAGCGCCCGGGAGCCGGCGCCAGAGGTCGCCT	V_CTCF_BR	3
chr3	142694273	142694423	id-71532	5.86e-07	-	ACAGGAGTTCCTCCCAGCACCTTCAGGTGGAGCTG	Upstream_CTCF	28
chr3	142700053	142700203	id-71533	1	+	NA	NONE	16
chr3	142700936	142701086	id-71534	1	+	NA	NONE	5
chr3	142706040	142706190	id-71535	6.84e-06	-	TGTAAATTATTTTCTTTAACCACTAGAGGGCACAT	V_CTCF_BR	38
chr3	142712942	142713092	id-71536	6.43e-06	-	AACATCATTTACTATTTTGCCACGTGGTGGCGCTG	V_CTCF_BR	40
chr3	142720328	142720478	id-71537	1	+	NA	NONE	19
chr3	142735283	142735433	id-71538	6.05e-06	-	TCTTGCTAATTAATAATAACCACTAGAGGGTGCTG	V_CTCF_BR	38
chr3	142756840	142756990	id-71539	1.08e-05	+	ATGTAATACTTCGGGTCATCCACTAGTAGTCAGGG	UpstreamP1_CTCF	33
chr3	142759224	142759374	id-71540	1	+	NA	NONE	40
chr3	142770778	142770928	id-71541	6.51e-05	+	GGAGAATGCATCCTACAGATCACCAGAGGGAGTCA	V_CTCF_BR	7
chr3	142789982	142790132	id-71542	1	+	NA	NONE	10
chr3	142790227	142790377	id-71543	1.72e-06	+	CCTGGCTTTCTCTCTCTTGACAGGAGGTGGCACCT	Upstream_CTCF	20
chr3	142797401	142797551	id-71544	1.32e-05	-	ATTTCTCTGCTCCTGGGAGCCACCTGGGAGCAGAA	Upstream_CTCF	1
chr3	142804012	142804162	id-71545	2.78e-06	+	TCCCACGGGGAGGCTGTCACCAGGAGGGGGTTGTA	V_CTCF_BR	14
chr3	142838123	142838273	id-71546	7.15e-05	+	CGCAGAGGTGTCCTCAGTGCCCGGAGAGGTTGGCA	V_CTCF_BR	19
chr3	142839221	142839371	id-71547	5.37e-06	+	GTGCGGGGACCCCCAGCGGAAGCGAGAGGGAGCGA	UpstreamP1_CTCF	16
chr3	142839810	142839960	id-71548	3.86e-05	-	GCTGCAGCGGCTCCTTGTGCCACTTGTAGTCCAGG	Upstream_CTCF	32
chr3	142840222	142840372	id-71549	9.49e-08	+	ATCCGGGGGACGCCGTTTCCCTGCAGGGGGCAGCG	V_CTCF_BR	35
chr3	142847155	142847305	id-71550	1	+	NA	NONE	3
chr3	142854073	142854223	id-71551	7.73e-05	+	AATGCATATTAGGAAGCTTCAAGCTGGGGGCAGGA	Upstream_CTCF	20
chr3	142861870	142862020	id-71552	1	+	NA	NONE	2
chr3	142877738	142877888	id-71553	1	+	NA	NONE	3
chr3	142938453	142938603	id-71554	6.39e-05	+	TAAACAGTTGTGTCCTATTCCAGGAGGTGGCATTG	Upstream_CTCF	2
chr3	142939764	142939914	id-71555	4.5e-05	+	CTGGAAGGGCAAGTTGAACCCAGCAGAGAGTGCTG	UpstreamP1_CTCF	1
chr3	142940296	142940446	id-71556	9.27e-07	+	TTGCAATGGCAGAGGCTTTGGGGCAGGGGGCGGAG	UpstreamP1_CTCF	1
chr3	143011687	143011837	id-71557	1.32e-05	-	AGTGTCTTTCTTATTTCCCCCAGCAGCGGCAGCAT	Upstream_CTCF	0
chr3	143020233	143020383	id-71558	4.17e-05	-	CAAGTATAGGTGGACTTTTCCACTAGAGGGCCAAG	Upstream_CTCF	15
chr3	143021477	143021627	id-71559	1	+	NA	NONE	19
chr3	143023689	143023839	id-71560	2.4e-05	-	TGACCCTGAGTTATAAACACCAGCAGGAGGAGCTA	V_CTCF_BR	6
chr3	143046411	143046561	id-71561	2.37e-05	-	TCTGTATCTCCAGTAGGTGGCCATAGATGGAAGAT	Upstream_CTCF	29
chr3	143047449	143047599	id-71562	8.02e-05	+	CAGGCCTCTCCTGTTTCTACCACAAGATGTCTTTA	Upstream_CTCF	28
chr3	143048850	143049000	id-71563	1.64e-05	+	TCCCCCATGCCTGGCTTAGACTCCTGGTGGAGGAG	V_CTCF_BR	15
chr3	143067878	143068028	id-71564	6.8e-06	-	GTGTTACTCCCGTCTGCCAGTAGCTGGGGGCAGAG	UpstreamP1_CTCF	36
chr3	143085658	143085808	id-71565	3.63e-05	-	TATACCTGCTGTATCTCAGCCTGCAGGAGGAGCAT	V_CTCF_BR	2
chr3	143151782	143151932	id-71566	1	+	NA	NONE	12
chr3	143152723	143152873	id-71567	1.54e-05	+	TTGCCTTTCACTGTCTACCTCTCTAGGGGGCGCTG	UpstreamP1_CTCF	39
chr3	143155158	143155308	id-71568	1	+	NA	NONE	6
chr3	143316151	143316301	id-71569	4.44e-06	+	CTGTCCTTCTTGCAGACAGACAGGAGGGGGCCAAA	UpstreamP1_CTCF	5
chr3	143363456	143363606	id-71570	9.81e-06	-	TGCTGACTTCATTTTTCAGACACCAGGTGGCATCA	V_CTCF_BR	40
chr3	143367679	143367829	id-71571	4.23e-08	+	GCTGGCAGCCATCTTGCAACCAGAAGAGGGCGCTA	V_CTCF_BR	38
chr3	143393321	143393471	id-71572	4.48e-07	-	CATGTACTACCTAAAATCACGGCTAGGTGTCGCTC	Upstream_CTCF	40
chr3	143416964	143417114	id-71573	2.68e-05	+	AGTCTAGTGCATACAATGCCCTGAAGATGGCAAAC	Upstream_CTCF	13
chr3	143437436	143437586	id-71574	5.3e-05	-	CAGAACTGAGCCGGAAAAGCCTGTGGGAGGTGCTA	UpstreamP1_CTCF	1
chr3	143462714	143462864	id-71575	1	+	NA	NONE	5
chr3	143471981	143472131	id-71576	1	+	NA	NONE	4
chr3	143482542	143482692	id-71577	6.15e-05	-	AGTTCTCACCTTAAAGATTCCACTAGATGGAGATC	Upstream_CTCF	35
chr3	143494328	143494478	id-71578	3.66e-06	+	TTGTGATTTATAAATTTTCCCACCAGAGGGCATAA	UpstreamP1_CTCF	39
chr3	143503357	143503507	id-71579	1	+	NA	NONE	4
chr3	143514704	143514854	id-71580	4.65e-05	+	TCTGAGGAGCCAGACCTGACAGCAAGAGGGAGCCT	V_CTCF_BR	23
chr3	143604778	143604928	id-71581	2.08e-07	+	CAGCAACCCTGGCCTCTATCCACTAGGTGTCAGTA	UpstreamP1_CTCF	40
chr3	143614758	143614908	id-71582	8.99e-05	+	AAAAAAAAAAAAAAAAGTTCCAGCAGGGGTCTCTC	V_CTCF_BR	31
chr3	143670337	143670487	id-71583	1.21e-06	-	CCTGGTAAACATCTATCCACCACCAGGTGGCATGC	Upstream_CTCF	39
chr3	143671657	143671807	id-71584	7.16e-08	+	TTTGCAATGCCTGCACCTGCCACCAGATGTGCCAA	Upstream_CTCF	26
chr3	143689773	143689923	id-71585	1	+	NA	NONE	21
chr3	143690264	143690414	id-71586	1.55e-05	+	CTGCCTCCGCCTCGCGCGCCGTCCAGAGGGAAGGA	V_CTCF_BR	24
chr3	143691450	143691600	id-71587	1.83e-05	+	TCAAGCGCCTCGGCTCGCAGCGCGAGCTGGCGCAG	V_CTCF_BR	25
chr3	143692017	143692167	id-71588	9.84e-05	+	TTTGACTGTGGATCTTTCAACGCCAGAGGGAGTGC	V_CTCF_BR	39
chr3	143694525	143694675	id-71589	4.7e-06	+	AGGAACTCACTTTTTTCCTCCAGGAGAGGGAGCTA	V_CTCF_BR	39
chr3	143727463	143727613	id-71590	6.39e-05	+	GTCTCAAAGCCACTACACTCCAGCAGGGGTGACAG	Upstream_CTCF	10
chr3	143831442	143831592	id-71591	4.88e-05	+	AGAGGATGAGAAGAGCGCTCCAGGTGGGGGCAGGT	V_CTCF_BR	4
chr3	143963621	143963771	id-71592	7.91e-05	+	GGGTAATTAGTGCTTCAGTCGTGAAGGGGGTGCTG	UpstreamP1_CTCF	6
chr3	143997016	143997166	id-71593	4.43e-05	-	GAGCACAATGCAATTCCAACCAACAGGTGTAGCTA	V_CTCF_BR	4
chr3	144021867	144022017	id-71594	6.37e-07	+	TGGCTGTCTCCTCACAGCTCCACTAGGTGGTGCCC	UpstreamP1_CTCF	10
chr3	144210381	144210531	id-71595	1.32e-05	+	TGTGGAAGAACCCACCTAACCACAGGAGGGAGATA	Upstream_CTCF	10
chr3	144252875	144253025	id-71596	8.33e-05	+	GAAGCAAACACGTTTTTCTTCACTAGGCGGCAGGA	Upstream_CTCF	7
chr3	144304351	144304501	id-71597	1	+	NA	NONE	6
chr3	144355855	144356005	id-71598	8.02e-05	-	GCTGTCATCATCACTACTGCCACCAGGGTTTCCAT	Upstream_CTCF	21
chr3	144406816	144406966	id-71599	5.98e-05	-	GAGTAGCGCCACCATGCGAAGACTTGAGGGCTTGA	UpstreamP1_CTCF	26
chr3	144489771	144489921	id-71600	1.64e-05	-	ATATCATGTCCCTTTTAGGACAGCAGGGGTCACTA	V_CTCF_BR	38
chr3	144493797	144493947	id-71601	1.19e-06	-	AAAAGATGGCATTCACTGGCCAGATGGTGGCACCA	V_CTCF_BR	7
chr3	144562057	144562207	id-71602	1.28e-06	-	TCTGCACTTCTCTCTGCTGCCACCATGTGAAGAAG	Upstream_CTCF	34
chr3	144804925	144805075	id-71603	3.42e-05	-	CTTGCCCTTCCACTTTCTGTCATGTGAGGGCACAG	Upstream_CTCF	5
chr3	144947430	144947580	id-71604	2.5e-05	-	GTGAGGTTGAGAGTGTGAACCACGAGGAGGTGCAA	UpstreamP1_CTCF	7
chr3	144964494	144964644	id-71605	6.43e-06	+	CTCCTAATTAGGTTATTGGCCTCTGGGTGGAGCCC	V_CTCF_BR	6
chr3	144967519	144967669	id-71606	1	+	NA	NONE	1
chr3	144984289	144984439	id-71607	1.64e-05	+	CCTAAGTCACACAGACTCATCAACAGAGGGCAGCA	V_CTCF_BR	14
chr3	145073018	145073168	id-71608	5.12e-06	+	CAGTTACTTGGCAGAGTGTCCAGCAGGGGTCCACC	UpstreamP1_CTCF	3
chr3	145357843	145357993	id-71609	2.01e-05	-	CAGAATTTGCAGCTCTTTACCACAAGAGTGCCCTG	UpstreamP1_CTCF	3
chr3	145360040	145360190	id-71610	4.01e-05	+	TAAACGCAGTACAGTGTTGTCAACAGGGGGCACTT	V_CTCF_BR	2
chr3	145416660	145416810	id-71611	1	+	NA	NONE	5
chr3	145485799	145485949	id-71612	2.81e-05	-	AGAATGATTATAAGAATGTCCTCTAGAGGGATCCA	V_CTCF_BR	29
chr3	145494676	145494826	id-71613	6.86e-07	+	ACTTTAATCCCAGAAGTCATCAGCAGGGGGTGCTA	Upstream_CTCF	39
chr3	145525922	145526072	id-71614	8.13e-06	-	TCTGCAATCTGAAATTTGAGAGACAGAGGGCAGCG	Upstream_CTCF	31
chr3	145633702	145633852	id-71615	3.65e-07	-	AGCTTTGGTACAGGGTTGGCCACCAGGTGGAGGAT	V_CTCF_BR	23
chr3	145738877	145739027	id-71616	9.25e-06	+	ACTTTGAAGTGAAACGTGGCCACCAGGAGGAGAAG	V_CTCF_BR	24
chr3	145744482	145744632	id-71617	1	+	NA	NONE	15
chr3	145783421	145783571	id-71618	7.9e-07	+	ATTTAGCTAACTATTTTGACCACAAGGTGGAGCTG	UpstreamP1_CTCF	38
chr3	145866247	145866397	id-71619	1	+	NA	NONE	33
chr3	145878051	145878201	id-71620	1.15e-06	-	GCTGCCTGGCTACCCAGTACCTCCAGGCGGCAGCT	Upstream_CTCF	38
chr3	145881449	145881599	id-71621	1	+	NA	NONE	27
chr3	145905259	145905409	id-71622	9.41e-05	-	AAGCTGAATAAAACAAGCTACAATAGGGGGCAGCA	V_CTCF_BR	39
chr3	145907466	145907616	id-71623	1.02e-07	+	TTGCATTAACTAAGTTCCACCGCTAGGTGGAAGTA	UpstreamP1_CTCF	39
chr3	145936803	145936953	id-71624	5.08e-07	+	TCGTAAGTTTATAGTCCAGCCACCAGGTGGCGATC	V_CTCF_BR	39
chr3	145940024	145940174	id-71625	2.1e-05	-	CTACAATATAAACTGCAGCACAGTAGGTGGCAGAG	UpstreamP1_CTCF	5
chr3	145940648	145940798	id-71626	1.1e-05	+	ATACGGTTTGGAAGCAGGGCCTCCAGGAGTCGCTG	V_CTCF_BR	14
chr3	146031523	146031673	id-71627	1	+	NA	NONE	6
chr3	146045047	146045197	id-71628	1	+	NA	NONE	38
chr3	146052068	146052218	id-71629	4.3e-06	+	TGGGGTGTGCAAGAAACCTCCAGTGGGGGGGGCTG	Upstream_CTCF	34
chr3	146100300	146100450	id-71630	1.1e-05	-	GGCAATCAGGCCTATGAAGCCAGCAGTGGCCAGAG	V_CTCF_BR	35
chr3	146140296	146140446	id-71631	4.71e-06	-	ATAGCTGTTCCAACTTGGTCCGCTAAGTGGAACCA	Upstream_CTCF	8
chr3	146221222	146221372	id-71632	2.29e-05	+	CTGTTCTCCCACTACCCAACCCATAGGTGGCCTGC	UpstreamP1_CTCF	23
chr3	146295589	146295739	id-71633	5.13e-05	-	TGTTTAATAAGTCTTTCATGCTGCAGATGGCAGCA	V_CTCF_BR	35
chr3	146307818	146307968	id-71634	8.16e-07	+	AATAATTAAGGCTCAGCCACCACAAGATGGCAGCA	V_CTCF_BR	39
chr3	146312768	146312918	id-71635	5.34e-06	-	TAGACCTGATAATTATACACCAGCAGGTGGAGCTG	V_CTCF_BR	37
chr3	146356631	146356781	id-71636	6.43e-06	-	TCATAGCACATTCTTCTTCCCACTAGGTGGCTCTG	V_CTCF_BR	37
chr3	146358741	146358891	id-71637	1.1e-05	-	GGTGTGATAGACGGACTAGCCACATGATGGCAATA	V_CTCF_BR	38
chr3	146359197	146359347	id-71638	2.31e-06	+	GATGCATACCCCATTATAAACAATAGGGGGCGATA	Upstream_CTCF	36
chr3	146419078	146419228	id-71639	1	+	NA	NONE	2
chr3	146465825	146465975	id-71640	1.85e-05	+	AGTGCTGTTTAATCAGGAGAAAGTAGAGGGTGCTC	Upstream_CTCF	31
chr3	146535621	146535771	id-71641	7.46e-06	+	GAGCTATATTAGGCGGCTGCCATTGGATGGCAGTA	UpstreamP1_CTCF	30
chr3	146744699	146744849	id-71642	1	+	NA	NONE	6
chr3	146837943	146838093	id-71643	1.92e-05	+	TAGGAGTTTCCTCAAACTACCATTAGAGGGCATGA	UpstreamP1_CTCF	36
chr3	146878894	146879044	id-71644	1	+	NA	NONE	1
chr3	146909672	146909822	id-71645	5.28e-08	-	CTTGCAGTACTGCAGATATACACAAGAGGGAGCAA	Upstream_CTCF	40
chr3	146987828	146987978	id-71646	1.01e-05	+	CCGGCAGTACTCTTCTTGGCCTGGGGTGGCAGTGA	Upstream_CTCF	2
chr3	147015626	147015776	id-71647	2.84e-05	+	TTGTGGTTGTAGTCTCCGTCCTGTAGGAGACGTTC	UpstreamP1_CTCF	8
chr3	147034939	147035089	id-71648	4.3e-06	-	CCTGCCTCTGTGGACTCCACCACTGGGGGCAGGAC	Upstream_CTCF	6
chr3	147043698	147043848	id-71649	1	+	NA	NONE	2
chr3	147074871	147075021	id-71650	8.46e-07	+	TGGGCAGTCCCGCTTCCAACCCAGAGAGGGCGAGG	Upstream_CTCF	21
chr3	147079731	147079881	id-71651	8.81e-07	+	TTCTGCACTGCCAAACCCTCCGCTAGGGGGCGCGA	V_CTCF_BR	40
chr3	147101535	147101685	id-71652	1.04e-06	+	TCAGCTATTCTTCGGATTGCCTGAAGGAGGTGCAC	Upstream_CTCF	40
chr3	147102675	147102825	id-71653	1.1e-06	+	GGGCCCTTTCGCGAAATGAACGGGAGGGGGCGCTA	V_CTCF_BR	32
chr3	147109142	147109292	id-71654	1.47e-05	-	GCGGGAGGGATGGAGGCGTTCAAGAGAGGGCACCG	V_CTCF_BR	3
chr3	147110071	147110221	id-71655	5.17e-06	+	GCTGCGATGCCCTGTAGAGCCGAGGGAAGGCGCGA	Upstream_CTCF	22
chr3	147111055	147111205	id-71656	4.7e-06	+	CGCCCCAGCTTGCTCCGGAGCTGCAGGAGGCGCCC	V_CTCF_BR	9
chr3	147111397	147111547	id-71657	1	+	NA	NONE	6
chr3	147114282	147114432	id-71658	4.01e-05	-	GCGGCAGGGCTGGGCCTGCCCCCCGGGGCCCAGGG	Upstream_CTCF	2
chr3	147115312	147115462	id-71659	1	+	NA	NONE	9
chr3	147133745	147133895	id-71660	1	+	NA	NONE	22
chr3	147137146	147137296	id-71661	2.78e-06	+	AGTTCACACTGCGGAGCCGACAGCAGAGGGTAGAG	V_CTCF_BR	2
chr3	147139425	147139575	id-71662	1	+	NA	NONE	2
chr3	147334934	147335084	id-71663	1	+	NA	NONE	35
chr3	147358749	147358899	id-71664	5.72e-07	+	CTGCTTTTACCAATAGAGTACAGCAGATGGGGCAC	UpstreamP1_CTCF	8
chr3	147406791	147406941	id-71665	1.37e-05	-	TTTTCTCTCTCTCTTCTCTCCACCAGGTGAGGCTA	Upstream_CTCF	8
chr3	147430198	147430348	id-71666	8.5e-06	+	CCTGTTTGCCTGGGTGTCACCAGCAGGGGCTTCAG	Upstream_CTCF	13
chr3	147556564	147556714	id-71667	1.09e-06	+	TTTGCACTTCAGCCTTTTGCCATGTGAGGGCACAG	Upstream_CTCF	35
chr3	147620981	147621131	id-71668	2.43e-06	-	GGCTTGCTGGGCTCAGGGTCCAGCAGGAGGAAGCA	V_CTCF_BR	5
chr3	147658326	147658476	id-71669	1	+	NA	NONE	10
chr3	147663915	147664065	id-71670	2.8e-05	+	TAAGCAGCTCCCTTTTGAGCCACAGGGGGAGCCCT	Upstream_CTCF	39
chr3	147781663	147781813	id-71671	1	+	NA	NONE	1
chr3	147794016	147794166	id-71672	6.37e-07	-	CTGCACAGAGACAGATTCGCCAGTAGAGGCCTCTC	UpstreamP1_CTCF	39
chr3	147795230	147795380	id-71673	1.69e-05	-	ATTTTTTGTTCTCTTTTTACCAGTAGGTGTCACTA	UpstreamP1_CTCF	39
chr3	147846052	147846202	id-71674	3.45e-05	-	ACCATCACACCATGTCCACCTTCTAGAGGGCGCTC	V_CTCF_BR	12
chr3	147880059	147880209	id-71675	1	+	NA	NONE	23
chr3	147920337	147920487	id-71676	1	+	NA	NONE	22
chr3	148027310	148027460	id-71677	8.81e-07	+	GCAGTATCCTTGCCTCTACCCACTAGATGGCAGTA	V_CTCF_BR	40
chr3	148084632	148084782	id-71678	4.7e-05	-	CCCGATCTTTATTTATCTACCAGCAGATGTCCCTA	Upstream_CTCF	27
chr3	148097680	148097830	id-71679	3.97e-05	+	GAGGTGTAATAACTTACTAACACAAGGTGGTGCTC	UpstreamP1_CTCF	39
chr3	148126574	148126724	id-71680	3.73e-06	+	GCTGCGATGAAGGTGATTTCCTCAAGGAGGAGCCA	Upstream_CTCF	9
chr3	148177848	148177998	id-71681	1.11e-05	-	GCAACAATACTCTTAAATTCCAGCAGATGGTAGTG	Upstream_CTCF	32
chr3	148349436	148349586	id-71682	2.19e-05	-	GGTCACTGCAGCCATACATGCATTAGGGGGCACTC	UpstreamP1_CTCF	30
chr3	148434554	148434704	id-71683	2.2e-06	-	ACTGCATTGAAACAAGAGTCCACCAGGGACAGAAA	Upstream_CTCF	19
chr3	148436884	148437034	id-71684	1.55e-05	-	AGGCTTTCAAACTGTTCAACCACTAGAGGTCTGTA	V_CTCF_BR	39
chr3	148445165	148445315	id-71685	2.97e-06	+	AGTGTCTATGGCAGTGATACCACAAGAGGGCAGGG	V_CTCF_BR	39
chr3	148465420	148465570	id-71686	3.22e-05	+	AGGAAATTAGTGCTCCTCACCACTTGAGGGCCCAA	UpstreamP1_CTCF	1
chr3	148481849	148481999	id-71687	1.63e-05	+	GTTATACTTTCAATATGCTCCACTAGAGGCAGCTG	Upstream_CTCF	7
chr3	148579171	148579321	id-71688	3.66e-06	+	AATTAATTGCATTAATTGTCCACTAGGTGGTAGCA	UpstreamP1_CTCF	39
chr3	148598588	148598738	id-71689	4.5e-06	-	TGTGCATTCCTTTATGTGTTGAGTAGGGGGAGCTC	Upstream_CTCF	27
chr3	148649435	148649585	id-71690	1	+	NA	NONE	9
chr3	148661464	148661614	id-71691	1.28e-06	-	TGGCTATATGTATTCTTTTCCAGTAGAGGGCAGCA	V_CTCF_BR	40
chr3	148663034	148663184	id-71692	1	+	NA	NONE	9
chr3	148665172	148665322	id-71693	6.84e-06	-	AGAGTTTAGCACAGTCTCCCCACTAGGTGTCACCC	V_CTCF_BR	39
chr3	148668730	148668880	id-71694	3.81e-05	+	TTGCAGAGCTACAAACCAGAAGCCAGGAGGTGCTA	UpstreamP1_CTCF	39
chr3	148673376	148673526	id-71695	5.08e-07	+	TCAAGACAAAGAAGCCGAACCAGAAGAGGGCACTC	V_CTCF_BR	39
chr3	148675563	148675713	id-71696	9.31e-05	+	ACTGGAGGGGAGTCCCCCATCCATAGGGGGAGCTG	Upstream_CTCF	37
chr3	148680480	148680630	id-71697	8.21e-05	+	CCCCAGGGAGGGGCGCTGTCCACAAGAGGCTGTGC	V_CTCF_BR	39
chr3	148689773	148689923	id-71698	1	+	NA	NONE	10
chr3	148693092	148693242	id-71699	1	+	NA	NONE	10
chr3	148709010	148709160	id-71700	3.63e-05	+	TTAACTCCCAGGTTTAGCGGCGACAGGGGGCGCGC	V_CTCF_BR	38
chr3	148734161	148734311	id-71701	1	+	NA	NONE	13
chr3	148803769	148803919	id-71702	1	+	NA	NONE	3
chr3	148838183	148838333	id-71703	8.13e-06	+	TGTTTAGGTTCTCATCAGACCTCCAGATGTCGCTA	Upstream_CTCF	40
chr3	148847246	148847396	id-71704	1	+	NA	NONE	13
chr3	148857116	148857266	id-71705	3.11e-05	+	CTGTGTGTTAACATTGGGTCCTCAAGGGGGAGATC	V_CTCF_BR	3
chr3	148888615	148888765	id-71706	1.55e-05	+	TAACTGTCACCCTTCTATTCCGGGAGAGGGCAGCA	V_CTCF_BR	6
chr3	148976958	148977108	id-71707	6.49e-06	-	GGGCAGACTCACCCTCAGGCCCCTAGATGGCATGC	UpstreamP1_CTCF	10
chr3	148991046	148991196	id-71708	7.49e-07	-	TTGCCATCTTGGACTCTGAGCACTAGATGGCGATC	UpstreamP1_CTCF	40
chr3	149006522	149006672	id-71709	3.88e-06	+	CAAAAGCCACACCCAATGGCCACAAGGGGCAGGAG	V_CTCF_BR	10
chr3	149009090	149009240	id-71710	1.41e-06	-	TCTGAGTTAATATCAGTCTCCACTAGGGGGAGACA	Upstream_CTCF	40
chr3	149052219	149052369	id-71711	5.01e-06	-	GAGGGAAAAAAAACCATATCCACAAGGGGGTGCCA	V_CTCF_BR	38
chr3	149057739	149057889	id-71712	1.76e-05	+	CTCCAGTAACTGGGAGGAGCCACTGGGATGCCGTG	UpstreamP1_CTCF	6
chr3	149061847	149061997	id-71713	5.13e-05	-	AATCACATGACCCAATTCACCCCTAGGGGGAGTCA	V_CTCF_BR	21
chr3	149070369	149070519	id-71714	8.56e-05	+	CTGTCTTTACTGCTCTAGACCACACGGTGTCACTG	UpstreamP1_CTCF	40
chr3	149086272	149086422	id-71715	1.84e-06	-	CCTCCTATGGGCAAGCTGCCCTGCAGTGGGCGGCT	V_CTCF_BR	23
chr3	149089132	149089282	id-71716	1	+	NA	NONE	24
chr3	149093373	149093523	id-71717	1	+	NA	NONE	15
chr3	149095310	149095460	id-71718	1	+	NA	NONE	19
chr3	149111250	149111400	id-71719	3.88e-06	+	CAGAGCCTCCGCATTGCCAACTCCAGGGGGTGCTG	V_CTCF_BR	40
chr3	149118164	149118314	id-71720	2.4e-05	+	TGACTATTACAGGCTGGGAACGGTAGGGGGCTGGG	V_CTCF_BR	5
chr3	149198307	149198457	id-71721	4.41e-06	-	AACGCTCACTCAGGAGGTGTCTCTAGGGGGCACTG	V_CTCF_BR	40
chr3	149205506	149205656	id-71722	3.22e-09	+	CTGCAATGCCCACCTGTCACCACAAGGGGCATGGG	UpstreamP1_CTCF	39
chr3	149206988	149207138	id-71723	1.75e-07	-	CTGTAGCTTCACACACACACCCCTAGGTGGAGAGA	UpstreamP1_CTCF	40
chr3	149212077	149212227	id-71724	9.27e-07	-	CAGCAGTGGCATGACAGCACCTCCTGGTGGTAGGA	UpstreamP1_CTCF	40
chr3	149228889	149229039	id-71725	1	+	NA	NONE	1
chr3	149230195	149230345	id-71726	2.27e-05	+	TAATGGTGACTCGGCTCAGCCATTAGAGGGCAGCA	V_CTCF_BR	39
chr3	149245670	149245820	id-71727	4.65e-05	+	CAGCTTCCATGGGGAGCTGTCGACAGAGGGCAGCT	V_CTCF_BR	32
chr3	149248562	149248712	id-71728	1.24e-05	+	GGGCAAATGCCGCCTTCTGTCTGTAGGGGGCTCAC	V_CTCF_BR	33
chr3	149259077	149259227	id-71729	4.71e-06	+	AGTACAGCACTGAGCCTGACCCACAGAGGGCACAC	Upstream_CTCF	24
chr3	149286856	149287006	id-71730	4.68e-07	+	AGAGGTAACTTAAACATTTCCACCAGAGGGCACTA	V_CTCF_BR	40
chr3	149294039	149294189	id-71731	2.66e-05	-	TGGGTTTGGGAAGTGGTGGGAAGTAGGGGGAGCTG	V_CTCF_BR	12
chr3	149297596	149297746	id-71732	2.91e-05	-	GTTTCAGTTTCCATTTTTAACACTAGTGGGTCTAA	Upstream_CTCF	6
chr3	149373819	149373969	id-71733	1	+	NA	NONE	7
chr3	149374780	149374930	id-71734	1.93e-05	-	CGGCCACCCGGGGCCTCGACTGGCTGGGGGTGCCC	V_CTCF_BR	5
chr3	149376267	149376417	id-71735	1	+	NA	NONE	33
chr3	149435339	149435489	id-71736	2.31e-07	-	CTTGTCCTTCACTTCTTGGGCACCAGAGGGCATAC	Upstream_CTCF	40
chr3	149470382	149470532	id-71737	1	+	NA	NONE	38
chr3	149482230	149482380	id-71738	1	+	NA	NONE	12
chr3	149483652	149483802	id-71739	2.43e-06	+	ACAGCCCAAATTACTCTCACCACAAGGTGGCAACA	V_CTCF_BR	38
chr3	149488174	149488324	id-71740	8.13e-06	-	CCTGCAATTCACTCACTCTACAGCTGGGGTGCTGC	Upstream_CTCF	30
chr3	149489565	149489715	id-71741	6.84e-06	-	CCCTTCTTTGGTAATATCGCCAGCAGGGGGAGTCT	V_CTCF_BR	40
chr3	149526129	149526279	id-71742	9.51e-07	-	TTTTCCTGCATCACTGCCTCCACTAGGTGGCAGAG	V_CTCF_BR	40
chr3	149597790	149597940	id-71743	5.38e-05	+	GAGTATACTCAGAGATCTGTCGCTGGGTGGCGCTG	V_CTCF_BR	40
chr3	149604877	149605027	id-71744	3.24e-06	+	CACGCAATGCAGAGTCTGTGCACTAGGAGTAGCGA	Upstream_CTCF	16
chr3	149618228	149618378	id-71745	1	+	NA	NONE	1
chr3	149620654	149620804	id-71746	6.64e-05	-	TAAGTGATAATAATAACAACCACTAGAGGGTTGTT	Upstream_CTCF	34
chr3	149643799	149643949	id-71747	3.18e-06	+	CTTTATATGTTCCTACAAGCCTCCAGAGGGAGGCG	V_CTCF_BR	13
chr3	149654624	149654774	id-71748	4.34e-07	+	GATCACTGCCTTCTTTTCAGCACTAGATGGCACCC	UpstreamP1_CTCF	39
chr3	149676080	149676230	id-71749	5.92e-05	-	GATGCAACTACTGGCTTTGAAGATAGGGGGAAGAA	Upstream_CTCF	16
chr3	149685027	149685177	id-71750	1	+	NA	NONE	36
chr3	149687080	149687230	id-71751	3.16e-05	-	CCTGCTATGACTCTGCAGTTCTGATGGGGGCGACG	Upstream_CTCF	33
chr3	149693840	149693990	id-71752	1.63e-05	-	GCTGAATCAGATACTCCTGCCTTTAGGGGGCACCA	Upstream_CTCF	26
chr3	149777557	149777707	id-71753	5.48e-05	-	TGTACTTTGCCACTGAGGCCCGCTAGGGGACGTTT	Upstream_CTCF	5
chr3	149900659	149900809	id-71754	1	+	NA	NONE	1
chr3	149902060	149902210	id-71755	4.14e-05	-	CTGGTCTTGTTTCGTAACAACGCTAGATGGAGCTC	UpstreamP1_CTCF	40
chr3	149928646	149928796	id-71756	1.08e-05	-	GTGCAGTGTGCTTCTCAGAAAGCGAGAGGCCGCTG	UpstreamP1_CTCF	3
chr3	149934033	149934183	id-71757	1	+	NA	NONE	16
chr3	149939151	149939301	id-71758	1.3e-10	-	GTGCAGTGACCGCAGAGAGCCACAAGAGGGAGCCA	UpstreamP1_CTCF	40
chr3	149945663	149945813	id-71759	6.43e-06	+	AGATCGATGTGAAGCTTTGTCGGTAGAGGGCGCTG	V_CTCF_BR	40
chr3	149953527	149953677	id-71760	5.38e-05	-	TTAGTATACAAAGAAGGAGCCAGCAGATGGAAAGT	V_CTCF_BR	4
chr3	149956921	149957071	id-71761	1.38e-06	+	GAGGAAGGCAATGGCATTCCCAGTAGAGGGAGCTC	V_CTCF_BR	37
chr3	149958797	149958947	id-71762	1	+	NA	NONE	3
chr3	150004456	150004606	id-71763	2.27e-05	+	TTAAAATGTCTCACACTAACCACAAGGGGGAGTAG	V_CTCF_BR	39
chr3	150021696	150021846	id-71764	2.1e-06	+	ACTGCATGGTAAATGGTGGCCTCTGGGGGCAGCAG	Upstream_CTCF	36
chr3	150030161	150030311	id-71765	6.74e-08	+	GCAGCATTATTCATAATAGCCAGAAGGGGGAAACA	Upstream_CTCF	16
chr3	150067553	150067703	id-71766	1	+	NA	NONE	18
chr3	150088029	150088179	id-71767	3.09e-05	+	GTGCAAGACTCCTTACTAAACGAAGGAGGGCAGAG	UpstreamP1_CTCF	32
chr3	150090706	150090856	id-71768	8.56e-05	+	GGACTATTCAAAGTTTTGTCCACTAGGTGACTGCA	UpstreamP1_CTCF	39
chr3	150102807	150102957	id-71769	1.46e-07	+	GATGCAGTATCTACTACCTACGCTAGGGGTAGGGG	Upstream_CTCF	23
chr3	150126093	150126243	id-71770	1.21e-06	+	ATTTCAGCCCCATCTTGGCCCAGCGGAGGGAGCTG	Upstream_CTCF	34
chr3	150127903	150128053	id-71771	1.04e-05	-	GCTTTGAGCCACAGCCCCACCTACGGGTGGCGGCG	V_CTCF_BR	36
chr3	150213477	150213627	id-71772	1.21e-06	-	CTTGTGTTCTGACTTACAACCACCAGGTGGAGACA	UpstreamP1_CTCF	37
chr3	150221306	150221456	id-71773	1.67e-08	-	AGTGCGGTAGCCCTGAGGGCCACTAGGGGTAGGGC	Upstream_CTCF	18
chr3	150239320	150239470	id-71774	8.02e-05	-	GCTGTTACTGAGCAGAAGAGAGCCAGGGGGTGCAG	Upstream_CTCF	25
chr3	150246394	150246544	id-71775	1.15e-07	+	TAGTAGTTGTGGAAATTGAACACTGGGGGGCACCC	UpstreamP1_CTCF	35
chr3	150263237	150263387	id-71776	1	+	NA	NONE	17
chr3	150285285	150285435	id-71777	4.01e-05	+	ACTGTGTTACTGTATCTCACCAGGAGGAGACTACA	Upstream_CTCF	2
chr3	150295761	150295911	id-71778	2.81e-06	-	TGAGTTGTAATATCCAGGGCCAGTAGAGGTCCCTA	Upstream_CTCF	27
chr3	150308558	150308708	id-71779	2.19e-05	+	AAACCAATTCCTCATACGGACACTAGAGGGTTCTA	Upstream_CTCF	38
chr3	150321175	150321325	id-71780	1	+	NA	NONE	39
chr3	150421619	150421769	id-71781	8.99e-05	+	GAGCGCAAGTGGGCCATGGCTGGCGGGAGGCGGGA	V_CTCF_BR	35
chr3	150439199	150439349	id-71782	2.58e-07	+	GGTGTAATAATATAGACGAACACTAGAGGGAAGCA	Upstream_CTCF	40
chr3	150443388	150443538	id-71783	2.01e-05	+	GTTTTGCATCAGCTTCTTGCCACTGGGGCGAGCCA	UpstreamP1_CTCF	6
chr3	150464756	150464906	id-71784	7.78e-06	+	CCTGCATTCCCAGGCTGCCCCGCCAGGGTTCTTTC	Upstream_CTCF	1
chr3	150481028	150481178	id-71785	7.73e-06	-	CGCTAGGCGGCCCCCTGCGCTGCCAGCTGGAGCCG	V_CTCF_BR	11
chr3	150481787	150481937	id-71786	3.4e-06	+	CCCTGCGCGCCCAGCAGAAGCGCTAGAGGGCACGG	V_CTCF_BR	40
chr3	150497099	150497249	id-71787	1	+	NA	NONE	0
chr3	150497416	150497566	id-71788	7.11e-06	-	CCTGAATCCTGCGGGTCTTCCACCAGGGGGACCCT	Upstream_CTCF	14
chr3	150505669	150505819	id-71789	4.73e-07	+	GCAGCTGCAGGCGGTGCCACCACTAGGGGTCAGGC	Upstream_CTCF	40
chr3	150511547	150511697	id-71790	2.78e-06	-	TGTACGGCCCTGGTCTCTGCCACAAGATGGTGCCT	V_CTCF_BR	9
chr3	150548235	150548385	id-71791	7.49e-05	+	CAGCTCCAGAACACCACTGCCTCAAGTGGCCAGAT	V_CTCF_BR	38
chr3	150558650	150558800	id-71792	1	+	NA	NONE	29
chr3	150583185	150583335	id-71793	1.17e-05	-	ACACACTTTTTATTACTGTCCACAAGGTGGTGCTA	V_CTCF_BR	39
chr3	150607078	150607228	id-71794	2.81e-05	+	AAGCGGATCCAAGCCCGCAAGGGCAGGGGGCACTC	V_CTCF_BR	0
chr3	150643565	150643715	id-71795	1.67e-08	+	GGTGTTCGCCTCCCCAGGGCCAGCAGGGGGCCCCG	Upstream_CTCF	40
chr3	150669817	150669967	id-71796	8.19e-06	-	GTGTAAGACTGCTATGCTGCCGGAAGATGGGGCAT	UpstreamP1_CTCF	1
chr3	150726596	150726746	id-71797	8.89e-06	+	GTGGTAGTACACTAAAATCCCAGAAGATGGGGTTA	Upstream_CTCF	36
chr3	150752297	150752447	id-71798	2.46e-06	-	CTGAGATTCTCCACTGTAGTCAGCAGAAGGCGGAA	UpstreamP1_CTCF	1
chr3	150753011	150753161	id-71799	1.93e-05	+	ACCTGAACAAGGCTTAGTGCCACCAGAGGGCCCTG	V_CTCF_BR	5
chr3	150784957	150785107	id-71800	4.14e-06	+	CGACGTTAATTAACCTTTGTCAGTAGAGGGCACTG	V_CTCF_BR	36
chr3	150803215	150803365	id-71801	3.65e-07	+	GCGGGGGGCTTGGAGCAGGGCTCCAGAGGGCGCTC	V_CTCF_BR	15
chr3	150804038	150804188	id-71802	6.86e-07	+	CCTGCACTGGCCCGGTCCGTGTCCAGGTGGCGGGG	Upstream_CTCF	5
chr3	150804572	150804722	id-71803	1.85e-07	-	CTGGAGCAGCCGCCTCTGAGCACCAGGGAGCAGCA	UpstreamP1_CTCF	38
chr3	150834973	150835123	id-71804	5.08e-05	+	CAAATTGTTTCATGTTCTGCCAGTAGGGGCCCCGC	Upstream_CTCF	22
chr3	150863907	150864057	id-71805	2.23e-06	-	ACGCTAGTGCACAAAATGGTCACCAGAGGGTGCTG	UpstreamP1_CTCF	40
chr3	150874541	150874691	id-71806	1.82e-06	+	CTGATGTAAATAATGTTGACCAGAAGAGGGCGTTT	UpstreamP1_CTCF	40
chr3	150884051	150884201	id-71807	3.48e-06	+	ATGTATGTTAACATTTAGCACAGCAGAGGGCAGTG	UpstreamP1_CTCF	32
chr3	150886183	150886333	id-71808	7.07e-08	+	GGATTCAGAGAGGTGCGTGCCACCAGAGGGCGACA	V_CTCF_BR	40
chr3	150929006	150929156	id-71809	5.92e-05	+	TTCACTTTTTTACCATGGCCCAGTAGGGGGCATTT	V_CTCF_BR	29
chr3	150932386	150932536	id-71810	1	+	NA	NONE	22
chr3	150945622	150945772	id-71811	7.09e-08	+	CCGCATCCCTGGCCTGTATCCACTAGGTGGCAGTA	UpstreamP1_CTCF	39
chr3	151000832	151000982	id-71812	2.96e-05	-	TGTTACTTCTTTCAATCTACCAGAAGGGGGTGATA	UpstreamP1_CTCF	39
chr3	151008588	151008738	id-71813	3.63e-05	+	ACCTGTTTTGTGAATTTTACCACTAGATGGTGATG	V_CTCF_BR	38
chr3	151022959	151023109	id-71814	3.56e-06	-	TCAGCTCTCAGCTGAAGGAACAGTAGGTGGCAGGG	Upstream_CTCF	30
chr3	151045483	151045633	id-71815	1.24e-05	-	TGCAACAGGATACAAATGGCCACTAGAGGTCATTA	V_CTCF_BR	37
chr3	151046173	151046323	id-71816	1	+	NA	NONE	7
chr3	151085237	151085387	id-71817	6.43e-06	-	TCTCAAATCCCAACATGAACCAGCAGAGGGAAATG	V_CTCF_BR	7
chr3	151097267	151097417	id-71818	4.73e-07	+	TGGGCTGTGTTGGAGCTGCACACTAGGGGTCGCCA	Upstream_CTCF	39
chr3	151130882	151131032	id-71819	2.83e-07	-	ACAGCATCAATTCCCCCGCCCACCAGAGGGCTCTG	V_CTCF_BR	29
chr3	151139865	151140015	id-71820	9.29e-06	+	AGTGAAACATCACTTCCTGCCACTAGAGGACTTAG	Upstream_CTCF	31
chr3	151144005	151144155	id-71821	1	+	NA	NONE	13
chr3	151149804	151149954	id-71822	9.84e-06	+	CTGAGCTGCTCACCACACAACTCCAGAGGGCTCCT	UpstreamP1_CTCF	1
chr3	151157480	151157630	id-71823	6.51e-07	+	CTATCATTACCAAATTTAACCACCAGATGGCAGAT	Upstream_CTCF	36
chr3	151186208	151186358	id-71824	1.1e-06	+	TTTAGGCTGAACTGTTTCTCCACTAGAGGGAGCCC	V_CTCF_BR	40
chr3	151277532	151277682	id-71825	1	+	NA	NONE	3
chr3	151296419	151296569	id-71826	4.65e-06	+	GTGAAACAAACACTTTAAGCCACTAGGGGCAGGAC	UpstreamP1_CTCF	22
chr3	151366285	151366435	id-71827	1	+	NA	NONE	1
chr3	151378816	151378966	id-71828	1	+	NA	NONE	19
chr3	151415444	151415594	id-71829	2.18e-07	-	AATGTAATCACAAGGATCGCCAGAAGATGGAGGAG	Upstream_CTCF	6
chr3	151536213	151536363	id-71830	9.84e-05	-	TCTACCTATAACTCTTCTTCGACCAGGAGGCAGCG	V_CTCF_BR	3
chr3	151556898	151557048	id-71831	2.43e-06	-	GGTAACAGCTTTCTGGAGCCCACAAGGGGGCAGAC	V_CTCF_BR	39
chr3	151636164	151636314	id-71832	2.4e-05	-	TGCAGTGACAATTTTAAAACCACTTGAGGGCAGTA	V_CTCF_BR	40
chr3	151694073	151694223	id-71833	1	+	NA	NONE	21
chr3	151739992	151740142	id-71834	1.1e-05	-	AGTTCCTGGGGCTTTACAGTCAGCAGGTGGCAAAG	V_CTCF_BR	5
chr3	151744091	151744241	id-71835	4.41e-06	+	TTTTGTATATGACTCTGGCCCAGGAGAGGGCAGAC	V_CTCF_BR	29
chr3	151789851	151790001	id-71836	7.82e-06	+	TTGTAGGATGTTTAGCAGTCCACTAGATGTCAGGA	UpstreamP1_CTCF	39
chr3	151791148	151791298	id-71837	1.73e-05	+	AAAATCATGACCGCAGTTGACTCTAGATGGAACTG	V_CTCF_BR	26
chr3	151794052	151794202	id-71838	1	+	NA	NONE	23
chr3	151826923	151827073	id-71839	1.16e-05	+	CCAGCATTACACTGGGTGACCCCTAGGCTGTGGTA	Upstream_CTCF	1
chr3	151841355	151841505	id-71840	1	+	NA	NONE	27
chr3	151901374	151901524	id-71841	3.09e-07	+	GAAAGCGCAGCAGAGTAGACCACCAGATGGAGCCC	V_CTCF_BR	40
chr3	151947651	151947801	id-71842	1	+	NA	NONE	11
chr3	151984401	151984551	id-71843	1	+	NA	NONE	14
chr3	151984574	151984724	id-71844	1	+	NA	NONE	18
chr3	152161941	152162091	id-71845	8.56e-05	-	GGATACTTTGACCCTTTTACCACAAGAGGGCCATC	UpstreamP1_CTCF	40
chr3	152184593	152184743	id-71846	1.43e-05	+	AGAGTTATTATTACAACGCCCACTAGGAGTCCTCA	Upstream_CTCF	39
chr3	152189857	152190007	id-71847	4.14e-06	-	TTTAGGGTTACAGGAAGCTCCACCAGAGGGCGAGC	V_CTCF_BR	40
chr3	152192487	152192637	id-71848	6.84e-06	+	CTGTGAGCAATGTGCATTTCCAGCAGATGTCAGTG	V_CTCF_BR	40
chr3	152226586	152226736	id-71849	5.67e-06	+	AATGTCATGAATATAATGACCAGCAGGTGGTTCTC	Upstream_CTCF	39
chr3	152242451	152242601	id-71850	2.31e-07	-	ACTGCAGTTTGCATTGCCAACATTAGGTGGCAGTA	Upstream_CTCF	40
chr3	152257097	152257247	id-71851	2.12e-06	+	GGGCTGGGGCTTGCATCAACCACTAGGGGACCCAA	UpstreamP1_CTCF	12
chr3	152257278	152257428	id-71852	1	+	NA	NONE	36
chr3	152292370	152292520	id-71853	8.81e-07	-	GCATTAAAGTTGATGTTGGCCACTGGGTGGCAGCG	V_CTCF_BR	40
chr3	152413719	152413869	id-71854	3.45e-05	+	ATAAATAATTAGCATTTTGCCTCCAGAGGGTGATA	V_CTCF_BR	4
chr3	152431897	152432047	id-71855	3.4e-06	-	CAAGACTAAAGTCACACAGACAGTAGGTGGCAGAG	V_CTCF_BR	7
chr3	152512690	152512840	id-71856	6.73e-07	+	CTGAAGTTTCTCATTTTCAACACCAGGTGGTAAAT	UpstreamP1_CTCF	3
chr3	152529844	152529994	id-71857	3.28e-05	-	TGCAGGTTTTCCCCTGTGAACAGTAGATGGCTTCA	V_CTCF_BR	6
chr3	152552377	152552527	id-71858	7.02e-05	+	CTGCAATGACAGGCGTTCCCAGCTAGGGACTCCTG	UpstreamP1_CTCF	31
chr3	152553174	152553324	id-71859	9.26e-05	+	CTGCAGCGCGGACCCGCGGCCCCTCGGGAAAGCGC	UpstreamP1_CTCF	36
chr3	152628133	152628283	id-71860	1	+	NA	NONE	25
chr3	152648438	152648588	id-71861	8.97e-05	-	GACACACTACAATGCTTTGCCAGTAGAGGATGCTG	Upstream_CTCF	5
chr3	152655158	152655308	id-71862	1	+	NA	NONE	16
chr3	152656889	152657039	id-71863	2.81e-06	+	TCTGTGCCCCAATTTATGGCCACTAGAGGGGTCTC	Upstream_CTCF	19
chr3	152679130	152679280	id-71864	1.97e-06	-	CCAGAATTTGGGTAAACTACCACCAGGTGGTAGCA	V_CTCF_BR	39
chr3	152696063	152696213	id-71865	1.47e-05	-	ATTGGAGAAATGTCTTGTTTCACCAGGGGGCAGTC	V_CTCF_BR	16
chr3	152743914	152744064	id-71866	3.88e-07	+	ATCCAATTACAAGTGATTACCACAAGGTGGCTCCA	UpstreamP1_CTCF	38
chr3	152760936	152761086	id-71867	9.39e-07	+	GTTGCCTTCCTCCACTTAATCACTAGATGGCGCCC	Upstream_CTCF	40
chr3	152809067	152809217	id-71868	3.11e-05	-	ACAGAGGAGGATTACTTAGCAGGTAGGGGGAGCAG	V_CTCF_BR	3
chr3	152878900	152879050	id-71869	8.99e-05	+	GCCAGGGTTGGGGAAGTGGGAGGCAGAGGGTGGGG	V_CTCF_BR	2
chr3	152881121	152881271	id-71870	5.68e-06	-	GGACCGGACACCCCCTCGGGCACAGGGTGGAGGCA	V_CTCF_BR	3
chr3	152883076	152883226	id-71871	1.32e-05	+	TCATAAGTTTTTCCTTTTAACAGTAGGAGGCAGTG	Upstream_CTCF	31
chr3	152891674	152891824	id-71872	1	+	NA	NONE	9
chr3	152892029	152892179	id-71873	7.73e-06	+	AACCTCTCAGCAAGCCTGTCAAGAAGGGGGCAGCA	V_CTCF_BR	21
chr3	152928045	152928195	id-71874	1.85e-05	+	TTTTTTTTTTTAGATTTCACCAGTAGGAGGAAGCC	Upstream_CTCF	27
chr3	153003187	153003337	id-71875	8.16e-07	+	TCTGAAAGAATGTAGACTGCCTGCAGAGGGAGGCA	V_CTCF_BR	28
chr3	153008195	153008345	id-71876	5.48e-05	-	TTCCCTGTTCCCAGACATCACAGCAGGGGGAGTTG	Upstream_CTCF	38
chr3	153008959	153009109	id-71877	8.71e-06	+	CCTTGACCCTCTGAGGAAGTCAGTAGAGGGAGCCA	V_CTCF_BR	40
chr3	153157685	153157835	id-71878	2.6e-06	-	GAAACCTTTGCTTCCCTTATCAGCAGGGGGCAGAC	V_CTCF_BR	33
chr3	153161850	153162000	id-71879	1	+	NA	NONE	31
chr3	153231146	153231296	id-71880	3.1e-07	+	AGGAAGCTCTGAAACTTTGCCACTAGGGGGAACGA	UpstreamP1_CTCF	37
chr3	153243652	153243802	id-71881	1	+	NA	NONE	3
chr3	153313119	153313269	id-71882	1	+	NA	NONE	40
chr3	153343409	153343559	id-71883	1.64e-06	-	GTACAGGGGACTGCTTTGGGCACCAGATGGCAATC	UpstreamP1_CTCF	24
chr3	153387448	153387598	id-71884	5.08e-05	-	CTTGGCCTTCAAGACTTCCCCACAAGGGGAGCCCT	Upstream_CTCF	24
chr3	153422018	153422168	id-71885	3.4e-06	+	TAATACTGCCACTGATCTGACAGGAGGTGGCACTC	V_CTCF_BR	6
chr3	153486777	153486927	id-71886	1.21e-09	-	ATGCAGTTCACCCTACAGGCCAGTAGGTGGTGCTT	UpstreamP1_CTCF	40
chr3	153503830	153503980	id-71887	1	+	NA	NONE	13
chr3	153553442	153553592	id-71888	1.08e-05	+	CGGCCATTGCTATACATTACGACCAGGAGGAGGTG	UpstreamP1_CTCF	20
chr3	153573705	153573855	id-71889	2.12e-06	+	AAGTATTGGGGTGTCAGCACCACCAGGGGCCGCCT	UpstreamP1_CTCF	11
chr3	153621318	153621468	id-71890	5.65e-05	+	AAATGTGACACAGGTGTTGCAAGGGGAGGGCACAG	V_CTCF_BR	21
chr3	153645071	153645221	id-71891	4.51e-05	-	ACATTTGTTCTTGAACTCACCACAATGTGGCACTA	Upstream_CTCF	32
chr3	153688657	153688807	id-71892	8.03e-07	-	GTTGCAGTGATCAAATTTACCACTAGACAGAGCTG	Upstream_CTCF	38
chr3	153707413	153707563	id-71893	5.3e-05	-	ATGTCATTTCCTGGTTTTGACACTAGGGTGATGCT	UpstreamP1_CTCF	3
chr3	153715284	153715434	id-71894	2.1e-06	+	CCATCAATTTCCAAAAGACCCCCTGGGGGGCAGTG	Upstream_CTCF	33
chr3	153735999	153736149	id-71895	3.97e-07	-	ACACTCCCTTGTTGGCTGTCCACCAGGGGTCACTG	V_CTCF_BR	39
chr3	153758197	153758347	id-71896	1.91e-08	+	GCTGCATTATTCATAAAAGCCACAAGGTGGAAGCA	Upstream_CTCF	37
chr3	153778938	153779088	id-71897	5.13e-05	+	ACTGAGGCATTATGTTTGGCCTGATGGGGGAGAAG	V_CTCF_BR	3
chr3	153813729	153813879	id-71898	8.21e-06	+	AAACAACAGAAGAAAATGATCACTAGAGGGCACAG	V_CTCF_BR	37
chr3	153830088	153830238	id-71899	1	+	NA	NONE	4
chr3	153831303	153831453	id-71900	1.61e-05	-	CTCTAGTTTCCAAGTTGGCCCGCTAGAGGCGTCCA	UpstreamP1_CTCF	1
chr3	153839543	153839693	id-71901	1	+	NA	NONE	12
chr3	153970949	153971099	id-71902	2.74e-08	-	CTCGTTAGTAACCCGGCGTCCAGCAGGGGGCAGAG	V_CTCF_BR	40
chr3	154019483	154019633	id-71903	1	+	NA	NONE	13
chr3	154032075	154032225	id-71904	1	+	NA	NONE	13
chr3	154041735	154041885	id-71905	1	+	NA	NONE	22
chr3	154052834	154052984	id-71906	1.73e-08	+	TTGCAGTTTATAGGAGTCACCACCAGATGGTGATA	UpstreamP1_CTCF	39
chr3	154146488	154146638	id-71907	5.55e-07	+	CCTGCAGGCTTCAGCCCCAGCGGCAGCGGGCGCAC	Upstream_CTCF	6
chr3	154147938	154148088	id-71908	3.16e-05	+	CCTGTGATCCTCGGAGCTGCAGGAAGGAGGAGTCA	Upstream_CTCF	9
chr3	154270249	154270399	id-71909	1	+	NA	NONE	19
chr3	154301947	154302097	id-71910	5.37e-06	+	GTGTCCTGAGAATGACTTTCCACATGGGGGCAGTG	UpstreamP1_CTCF	16
chr3	154334261	154334411	id-71911	2.2e-06	-	TGGTTAGCTGCGGGTTTGCCCACCAGAGGGGGCCC	Upstream_CTCF	8
chr3	154401929	154402079	id-71912	3.8e-08	+	TGTGCTCGTTGGCCTCGAGCCAGTAGGTGGCACTC	V_CTCF_BR	12
chr3	154448145	154448295	id-71913	8.9e-05	-	GTGTTATGCTCAGCTGGTCACAGGAGAGTGCTAGA	UpstreamP1_CTCF	15
chr3	154463827	154463977	id-71914	7.02e-05	-	TGGCTATGCCAGCAGGGGTCCTCCGGGTTCCAGCT	UpstreamP1_CTCF	29
chr3	154476187	154476337	id-71915	1.64e-05	+	GCTGGAAACATTATTGTTATCACTAGAGGGAGCTG	V_CTCF_BR	35
chr3	154499505	154499655	id-71916	1	+	NA	NONE	27
chr3	154622247	154622397	id-71917	4.7e-06	+	GAAAAAACCCTTCCTGCTTCCAGCAGGGGGAGATA	V_CTCF_BR	39
chr3	154657251	154657401	id-71918	8.02e-08	-	GAGCAGTAGCTACTGTGCCCCAGAAGAGGGCACAC	UpstreamP1_CTCF	11
chr3	154672674	154672824	id-71919	1.11e-05	+	AGTACAGCGCTAATAACTACCTCAAGAGGGCATCC	Upstream_CTCF	38
chr3	154730495	154730645	id-71920	1	+	NA	NONE	10
chr3	154797261	154797411	id-71921	6.8e-06	-	GGAGCAGTTCCCTGGGTGACCTGAAGGTTTCCGCT	Upstream_CTCF	22
chr3	154800256	154800406	id-71922	2.43e-06	+	AATGCAATTCCATATCATAACCCCAGGGGTGGTGA	Upstream_CTCF	8
chr3	154819412	154819562	id-71923	6.51e-05	-	TGTGAGGAGGGAGCTATAACCAGCAGATGGTGTGT	V_CTCF_BR	13
chr3	154857268	154857418	id-71924	1.08e-05	+	TTGCTTTTACTCATTTCAGCCACTAGTTGGGGAGT	UpstreamP1_CTCF	11
chr3	154876190	154876340	id-71925	9.62e-05	+	ATGCAAGGAACAATGTTTCCCCCTAGGAGTAGTAA	UpstreamP1_CTCF	4
chr3	154898262	154898412	id-71926	1	+	NA	NONE	7
chr3	154898573	154898723	id-71927	3.16e-05	+	ACAGTTAGGCACCAGAAGAACAGTAGGTGACACTA	Upstream_CTCF	9
chr3	154912898	154913048	id-71928	1	+	NA	NONE	3
chr3	154988335	154988485	id-71929	1	+	NA	NONE	4
chr3	155040984	155041134	id-71930	1	+	NA	NONE	40
chr3	155042545	155042695	id-71931	1	+	NA	NONE	3
chr3	155043177	155043327	id-71932	1	+	NA	NONE	31
chr3	155070813	155070963	id-71933	2.78e-06	+	GCATTTCTCTCATTTTATGCCACTAGATGGCACAG	V_CTCF_BR	40
chr3	155074473	155074623	id-71934	1.64e-05	+	GCCCACGGTGCTCAACCCTTCACCAGAGGGAGCAT	V_CTCF_BR	38
chr3	155100310	155100460	id-71935	9.81e-06	+	CAATAAAGAGCAAAGGAAGCCACGTGGTGGCGCTG	V_CTCF_BR	40
chr3	155129767	155129917	id-71936	6.39e-05	+	TCCTCATGCTCTTTGTCTGCCTCTAGGTGGGGCCA	Upstream_CTCF	19
chr3	155138792	155138942	id-71937	3.86e-05	-	ACTGCACAGTTCCAGGGTGGGTCTAGGGGGCTCCA	Upstream_CTCF	17
chr3	155209643	155209793	id-71938	1	+	NA	NONE	20
chr3	155266127	155266277	id-71939	1	+	NA	NONE	18
chr3	155271696	155271846	id-71940	1	+	NA	NONE	3
chr3	155419803	155419953	id-71941	1.01e-05	-	TTTTCACTAAACACAAGATACACAAGGGGGCAGTA	Upstream_CTCF	37
chr3	155431071	155431221	id-71942	1	+	NA	NONE	1
chr3	155432117	155432267	id-71943	9.4e-06	+	CTCCCATGTCACCCGCCACCCAGCAGATGGCCTTC	UpstreamP1_CTCF	2
chr3	155457089	155457239	id-71944	2.97e-06	+	AGGAATCCTCTTAGACCCACCACAAGATGGCAACA	V_CTCF_BR	17
chr3	155470949	155471099	id-71945	3.4e-06	+	AGGTGTACGGTGTTGCAGAACAGAAGAGGGCGCTA	V_CTCF_BR	40
chr3	155523602	155523752	id-71946	4.7e-06	-	TGTTCTGGATCCTTGCTGGGCTGTAGGGGGCACCT	V_CTCF_BR	27
chr3	155524014	155524164	id-71947	7.8e-08	+	CCCTGAGCTCCTCCGGCTGGCGGCAGGGGGCGCCG	V_CTCF_BR	40
chr3	155533004	155533154	id-71948	1	+	NA	NONE	1
chr3	155571624	155571774	id-71949	1.29e-05	+	CTGTCATCCCAACCGCCTGGCGGCAGGGGACCGCT	UpstreamP1_CTCF	32
chr3	155577789	155577939	id-71950	1.24e-05	-	ACATAGGTATATGAAGGGTCCACTAGATGGTGGTA	V_CTCF_BR	34
chr3	155588326	155588476	id-71951	1.55e-07	-	CTGCTTCCGCCCCGGCCGGCCACTGGGAGGAGCCA	UpstreamP1_CTCF	40
chr3	155602404	155602554	id-71952	6.21e-05	-	TGTAATCTGCACATTATGAACACTAGGGGTAAGAA	V_CTCF_BR	1
chr3	155652120	155652270	id-71953	1	+	NA	NONE	17
chr3	155658593	155658743	id-71954	1	+	NA	NONE	14
chr3	155675041	155675191	id-71955	1	+	NA	NONE	5
chr3	155696242	155696392	id-71956	1.97e-06	+	TTCTGTCCCTCTGCCTTCCCCACCAGAGGGAGACA	V_CTCF_BR	34
chr3	155701749	155701899	id-71957	7.27e-06	-	GGAAAATCCCCTTGTGCTTCCAATAGGGGGCGGGG	V_CTCF_BR	29
chr3	155713458	155713608	id-71958	1.14e-06	+	AAGCAGTCACTCATGTTAGACAGAAGAGGGGGCTG	UpstreamP1_CTCF	40
chr3	155713882	155714032	id-71959	5.65e-05	-	GTACCTGTGTAAAAACACACCTGCAGGAGGAGCTA	V_CTCF_BR	23
chr3	155725040	155725190	id-71960	1	+	NA	NONE	8
chr3	155728747	155728897	id-71961	1.55e-05	+	TTCATTGCTGTGATGCCTGACACTGGATGGCAGTG	V_CTCF_BR	38
chr3	155761774	155761924	id-71962	4.04e-08	+	CTGTCATTTCAGCTTCTGGCCACTGGGAGGCGCTG	UpstreamP1_CTCF	34
chr3	155800111	155800261	id-71963	2.27e-06	+	TCCCTTCATACCCTTAAGGCCTCCAGGTGGCAGCT	V_CTCF_BR	16
chr3	155824899	155825049	id-71964	3.4e-06	-	GAGAAGGCATGAGACAGGGCCAGTAGGGGCAGCAG	V_CTCF_BR	33
chr3	155853828	155853978	id-71965	2.62e-07	+	GTGTTCTGTGCACTGCACAACACTAGGGGGCACAA	UpstreamP1_CTCF	38
chr3	155868379	155868529	id-71966	6.86e-07	+	CCTGCAGTGCCTTTGAGTGCCACTGGGATGTGCTA	Upstream_CTCF	40
chr3	155869715	155869865	id-71967	3.03e-05	+	ATTGCAAGTCCGCCTTGGGTTGGGAGGTGGCGCTG	Upstream_CTCF	40
chr3	155892129	155892279	id-71968	1	+	NA	NONE	36
chr3	155896129	155896279	id-71969	1.5e-05	-	GCTACATCTTCTCTTTTCCCCACTAGGGGTAGAAG	Upstream_CTCF	14
chr3	155924918	155925068	id-71970	6.98e-07	+	GTTTGGCCAATGGGAATCCCCAGCAGGTGGCAGGG	V_CTCF_BR	1
chr3	156035358	156035508	id-71971	1	+	NA	NONE	21
chr3	156059940	156060090	id-71972	7.91e-05	-	GTGTAGTCTACCTCTAGCACCACCTGTGGTTGAGG	UpstreamP1_CTCF	12
chr3	156100359	156100509	id-71973	1.73e-06	-	TTCCCATGGCCCCACCTCACCACAAGGGGGCCACA	UpstreamP1_CTCF	40
chr3	156151796	156151946	id-71974	5.08e-07	+	GAAGCCTCAATTAGCATGGCCTGGAGAGGGAGCCA	V_CTCF_BR	14
chr3	156161654	156161804	id-71975	4.96e-08	-	CCAGTAATGCCACCCAGGTCCTCAAGGGGGCTGAG	Upstream_CTCF	34
chr3	156166196	156166346	id-71976	4.48e-07	+	GCTGTTGCCCCGTTCCTCTCCAGCAGGAGGGGATG	Upstream_CTCF	40
chr3	156167901	156168051	id-71977	6.21e-06	-	CAGGCCGGTCAAGTAACAGCCCATAGGTGGCACTA	Upstream_CTCF	40
chr3	156173692	156173842	id-71978	7.49e-07	+	TCGTAGGCCCCCCAGGCCCCCGCTAGAGGGAGGTG	UpstreamP1_CTCF	12
chr3	156190072	156190222	id-71979	1.17e-05	+	TTGTGCCTTCAGGTCCCTCTCAGCAGGTGGAGCCA	V_CTCF_BR	21
chr3	156192463	156192613	id-71980	2.11e-06	-	CCACATACTCGAGCTGCAGCCTCTGGAGGGAGCCC	V_CTCF_BR	35
chr3	156192966	156193116	id-71981	2.31e-06	+	GTAGCAATGCTCAGTGGTGCCACCAGCAGGGATTC	Upstream_CTCF	39
chr3	156227612	156227762	id-71982	7.82e-06	-	ATGATTTGAATAATTAAGAACACTAGAGGGCAGCA	UpstreamP1_CTCF	40
chr3	156248612	156248762	id-71983	1.71e-06	-	AAACACCTAACACTGCTCACCAGCAGATGGCTGGA	V_CTCF_BR	6
chr3	156253051	156253201	id-71984	1	+	NA	NONE	35
chr3	156258951	156259101	id-71985	2.83e-07	-	AATTGCTGGTGAAAACTTGCCACTAGATGGCAGTG	V_CTCF_BR	40
chr3	156273054	156273204	id-71986	9.62e-05	-	CTACAAATCCCTTCTCTCTCCTCCAGGTGGGTGGG	UpstreamP1_CTCF	27
chr3	156294766	156294916	id-71987	4.01e-05	+	CTGGGAATGGACATCCTACTCAGTAGGGGTCACCC	V_CTCF_BR	24
chr3	156305642	156305792	id-71988	8.81e-07	-	ACTGCCTAGGGCCACATGGCCAGTAGATGGTAGGG	V_CTCF_BR	1
chr3	156360974	156361124	id-71989	1	+	NA	NONE	7
chr3	156391936	156392086	id-71990	1	+	NA	NONE	30
chr3	156392103	156392253	id-71991	2.46e-06	-	GTGCGGTGGACTTATGCTCCCGCGAGGGGGCGTGT	UpstreamP1_CTCF	4
chr3	156393365	156393515	id-71992	7.11e-06	+	GCTGAGCAAACCGCCGCGGCCAACAGGAGGCGTCA	Upstream_CTCF	40
chr3	156461828	156461978	id-71993	2.29e-05	+	CAGAAGCCTCTTCATGCGGCCACTAGGATGTGCTA	UpstreamP1_CTCF	14
chr3	156469331	156469481	id-71994	2.1e-05	+	CTGCGGATTCCACATTCTTCCCCTGGAGGGGAGCC	UpstreamP1_CTCF	24
chr3	156479617	156479767	id-71995	6.21e-06	+	GATGCACTATTACACATAGCGAATAGATGCCGCTT	Upstream_CTCF	24
chr3	156505839	156505989	id-71996	1	+	NA	NONE	15
chr3	156534211	156534361	id-71997	1	+	NA	NONE	10
chr3	156534993	156535143	id-71998	1	+	NA	NONE	32
chr3	156583646	156583796	id-71999	9.31e-05	-	AAGGATGTTCATGGGAACCCCATTAGAGGTCAGCA	Upstream_CTCF	21
chr3	156609570	156609720	id-72000	5.17e-06	+	GAGGTAATAATAAATTGTCCCAACAGATGGCAGGG	Upstream_CTCF	6
chr3	156779212	156779362	id-72001	1	+	NA	NONE	2
chr3	156784901	156785051	id-72002	1	+	NA	NONE	11
chr3	156791739	156791889	id-72003	1	+	NA	NONE	9
chr3	156794929	156795079	id-72004	2.91e-05	+	AGAGCAGCTCCCCCTCAGGGCAGAAGTGAGTGTGC	Upstream_CTCF	23
chr3	156795585	156795735	id-72005	2.53e-05	+	AGAGTCCTAAACACAGTATCCTCATGAGGGCAGTG	V_CTCF_BR	33
chr3	156796050	156796200	id-72006	2.1e-06	-	GCAGCATTTCTGGTCTCTACCCATAGATGCCAGTA	Upstream_CTCF	7
chr3	156799612	156799762	id-72007	1.46e-10	-	CATGCTTTACCCCAGCTGTCCACCAGGGGGCAGGC	Upstream_CTCF	40
chr3	156806712	156806862	id-72008	6.84e-06	+	GCGGGCGGGAACACGCTCTCCTGTGGGGGGCAGCT	V_CTCF_BR	30
chr3	156831709	156831859	id-72009	4.94e-06	+	TATGTAGTACCATTCTTGGCACACAGGAGGTGCTC	Upstream_CTCF	30
chr3	156837904	156838054	id-72010	4.31e-05	-	GGGCCTTGGCGCGCTGCCGCCGCCAGGGCACCGAG	UpstreamP1_CTCF	3
chr3	156848517	156848667	id-72011	6.46e-07	-	ATGATGAGTCGCATTTTGGCCACAAGGGGGTAGCA	V_CTCF_BR	40
chr3	156850230	156850380	id-72012	1.93e-05	+	GTTGCAGTACCAGGCATCCACAGAAGGGTTTCCAA	Upstream_CTCF	13
chr3	156853589	156853739	id-72013	1	+	NA	NONE	30
chr3	156855332	156855482	id-72014	7.23e-07	-	TCAGTAATAAGAACCTACGCCACTAGAGGTCACTC	Upstream_CTCF	40
chr3	156877193	156877343	id-72015	2.02e-06	-	CTTCCGTTCTCCTCTCTTGTCTGCAGGTGGCGATG	UpstreamP1_CTCF	31
chr3	156880523	156880673	id-72016	2.47e-07	+	TTGAAGTCCTTGCCATCTTCCAGCAGGCGGCGGTA	UpstreamP1_CTCF	24
chr3	156900791	156900941	id-72017	2.73e-07	-	ACAGCTACACTAGAGAGGGCCACAAGGGAGCAGCA	Upstream_CTCF	34
chr3	156919568	156919718	id-72018	1.24e-05	-	GACTAAAGATGACATTTGGCCACTAGATGGCATTT	V_CTCF_BR	39
chr3	156922241	156922391	id-72019	5.67e-06	+	CATGCTTCATACAATTTATCCAGAAGGAGGCAGCA	Upstream_CTCF	37
chr3	156957003	156957153	id-72020	7.27e-06	-	TACTGCTATAGCCATTGCAGCACTAGGGGGAGCCC	V_CTCF_BR	40
chr3	157044938	157045088	id-72021	3.4e-06	+	ACATTAATGCTTTCCACCACCACAAGGGAGCAGGA	Upstream_CTCF	20
chr3	157048169	157048319	id-72022	1	+	NA	NONE	8
chr3	157065687	157065837	id-72023	5.75e-09	-	GTGCAGTGGCCACTGACCCCCAGAGGAGGGCGCAC	UpstreamP1_CTCF	40
chr3	157066601	157066751	id-72024	1	+	NA	NONE	5
chr3	157069909	157070059	id-72025	5.55e-07	+	GTTGCCCTCCTTACTATGACCACTAGGGTGCTCAG	Upstream_CTCF	35
chr3	157072586	157072736	id-72026	2.67e-06	-	CCTGCAATGTGGAGATTAGTCTGTAGAGGGGGCTA	Upstream_CTCF	39
chr3	157086105	157086255	id-72027	2.43e-06	+	TGGGCATGACACTCACTGACCCCAAGAGGGCAGGT	Upstream_CTCF	6
chr3	157164940	157165090	id-72028	7.1e-07	-	TTGCACCTTCTTGACTTCACCAGTAGATGCTGCTG	UpstreamP1_CTCF	39
chr3	157211542	157211692	id-72029	7.27e-06	-	AGTTCCCTAAAGCCTACTTCCACTAGAGGTCACTA	V_CTCF_BR	40
chr3	157217536	157217686	id-72030	1	+	NA	NONE	22
chr3	157248672	157248822	id-72031	4.14e-05	-	CTTTGCTTGCAGGGAGAAATCACCAGATGGTGCTG	UpstreamP1_CTCF	4
chr3	157250494	157250644	id-72032	2e-06	+	TGTTTTTTACTCACATCTTCCACAAGGGGGCACAT	Upstream_CTCF	40
chr3	157252505	157252655	id-72033	2.8e-05	+	TGTCAAGTGTTCACAAAGGCCACCAGAGGGACATT	Upstream_CTCF	12
chr3	157260534	157260684	id-72034	1.84e-06	+	CCAAGTTATCGTCCAGTCACCTGCAGGGGTCACTG	V_CTCF_BR	34
chr3	157261115	157261265	id-72035	1.24e-05	-	GGAGGCTGCCCTGCGTTGGCCAGCAGCCGGCGCCT	V_CTCF_BR	34
chr3	157290462	157290612	id-72036	1.04e-07	-	ACCCTTGTAATAGTTACAACCACCAGGGGGCAGTA	V_CTCF_BR	40
chr3	157299870	157300020	id-72037	1	+	NA	NONE	34
chr3	157312224	157312374	id-72038	7.62e-07	-	GCCGCTAGTACCCCAAGGGCCAGCAGAGAGCAGGC	Upstream_CTCF	30
chr3	157324487	157324637	id-72039	1.19e-06	+	GAAATTATCCCACACGCTGTCACCAGGGGGAGCCC	V_CTCF_BR	40
chr3	157336038	157336188	id-72040	2.41e-08	+	TTGTTGTTCTAGAAACTGACCACTAGATGGAGAAC	UpstreamP1_CTCF	39
chr3	157418319	157418469	id-72041	1.16e-05	-	GATTTTCTTGCCATGTGCACCACAAGGGGTAGCTG	Upstream_CTCF	27
chr3	157473206	157473356	id-72042	6.18e-07	+	CTTGTATCACCAAGGCTTTCCACCAGGAGGCCTGC	Upstream_CTCF	37
chr3	157485598	157485748	id-72043	8.21e-05	+	AACACCCACACATAGATTTCCTACAGGTGGTGCTG	V_CTCF_BR	9
chr3	157487275	157487425	id-72044	4.41e-06	-	GGGACCAGGAAGTCATCTACCACAAGGAGGCAGAG	V_CTCF_BR	23
chr3	157540957	157541107	id-72045	4.68e-05	-	AGTCTGTTACAAAGCTCTGACAGGAGAGGACGCTG	UpstreamP1_CTCF	4
chr3	157563419	157563569	id-72046	1	+	NA	NONE	3
chr3	157573915	157574065	id-72047	3.56e-06	-	ATTGCATTATAGCAGGTAACCAGAAGGGAGCATTA	Upstream_CTCF	7
chr3	157583247	157583397	id-72048	4.24e-09	+	TCAGGAATGCCCTCCCCCACCAGCAGGGGGCGTGG	Upstream_CTCF	39
chr3	157605961	157606111	id-72049	1.72e-06	+	AGGGCAATTCACAGACTAGCCTGCAGAGGTCCTGC	Upstream_CTCF	27
chr3	157624553	157624703	id-72050	7.49e-05	-	TTTCACAGTCTATTGAAGGTCACCAGATGGAGACA	V_CTCF_BR	23
chr3	157809436	157809586	id-72051	1	+	NA	NONE	35
chr3	157812426	157812576	id-72052	3.97e-07	+	GCTGCTTGGGGCAGACTGGCCCCGAGAGGGAGCCA	V_CTCF_BR	12
chr3	157823037	157823187	id-72053	7.82e-06	-	TGGAAGTTCGCGGGGCCGGGCTGCAGGAGGGGGTG	UpstreamP1_CTCF	5
chr3	157823472	157823622	id-72054	2.96e-05	-	GGAGGAGCAGGCGGAGGAGCTGGAGGAGGGCGCTC	V_CTCF_BR	5
chr3	157828352	157828502	id-72055	1	+	NA	NONE	9
chr3	157979510	157979660	id-72056	4.58e-08	+	CTGTCATTGTCTCCCATCACCACCAGATGGAACTG	UpstreamP1_CTCF	23
chr3	158031242	158031392	id-72057	5.68e-06	-	GATACACTTTGGATTACAGCCAATAGATGGCACTG	V_CTCF_BR	37
chr3	158152323	158152473	id-72058	5.92e-05	-	AATATACAGCACCCGAGTTTCGCTAGGTGGCGCAA	V_CTCF_BR	39
chr3	158200652	158200802	id-72059	6.75e-05	-	CTGAATATTTAACAGCAAACCAGCAGGAGGGGGTA	UpstreamP1_CTCF	2
chr3	158250021	158250171	id-72060	2.96e-05	-	TAACAATGCCAGGCTGAGAACTGAAGATGGCACTA	V_CTCF_BR	39
chr3	158257328	158257478	id-72061	2.27e-06	+	CTAATTTTTACAAACTAAACCACCAGGTGGCAGCG	V_CTCF_BR	40
chr3	158291662	158291812	id-72062	6.43e-06	+	GCTTCACAAGTAGCTGGGTCCACAGGAGGGAGCCA	V_CTCF_BR	15
chr3	158362141	158362291	id-72063	7.46e-06	+	TTGCACTTTCTCTTCCAAGTCGGCAGACGGCGCGC	UpstreamP1_CTCF	40
chr3	158377589	158377739	id-72064	1.15e-08	+	TTGCTGTTTTGTGAGATAGGCAGCAGGGGGCAGGC	UpstreamP1_CTCF	40
chr3	158390503	158390653	id-72065	2.6e-07	+	CCAGCATGCTTGTCAGGCACCAGCAGGTGGAGGTG	V_CTCF_BR	39
chr3	158420208	158420358	id-72066	1	+	NA	NONE	14
chr3	158445662	158445812	id-72067	2.78e-09	+	CAGCTATTGCTGCATTTCACCACCAGAGGGCAACA	UpstreamP1_CTCF	40
chr3	158449949	158450099	id-72068	3.84e-06	-	CTGGGGTCCCGCGCAGGCTCCTGCAGCAGGCGGCG	UpstreamP1_CTCF	19
chr3	158464780	158464930	id-72069	2.01e-05	+	CTGCATTTCTGACATGTACCCAGGTGGTGCTGTTG	UpstreamP1_CTCF	11
chr3	158491744	158491894	id-72070	1.27e-06	+	GTGTTATTTTTATGAATTGGCAGTAGGGGGAGATA	UpstreamP1_CTCF	20
chr3	158499090	158499240	id-72071	1	+	NA	NONE	23
chr3	158507484	158507634	id-72072	7.27e-06	-	AGCCAACAAAGCTGTCTGGCCAGTGGATGTCACTC	V_CTCF_BR	38
chr3	158509220	158509370	id-72073	2.66e-05	-	GGCATGATGTTCAGCTTTGTCAGTAGATGGCGTCA	V_CTCF_BR	40
chr3	158512876	158513026	id-72074	1	+	NA	NONE	39
chr3	158539725	158539875	id-72075	1.56e-06	-	ATGTTCTTCCCTGTTTTATCCACCAGGAGCCCAAA	UpstreamP1_CTCF	3
chr3	158563660	158563810	id-72076	3.55e-08	+	ATGTTATTTGTCCACCTGACCACTAGGTGGCAATA	UpstreamP1_CTCF	40
chr3	158626445	158626595	id-72077	2.1e-05	-	CTTGTAATGAGTTTCTAGACCAGCAGGGGTGAAAT	Upstream_CTCF	11
chr3	158630134	158630284	id-72078	1.71e-06	+	GTCAGACAATCTTTGTTTTCCAGAAGGGGGCAGTA	V_CTCF_BR	34
chr3	158635807	158635957	id-72079	4.68e-07	+	TTGGCATGAGCCGACTGCTCCAGTAGGTGGCAGCC	V_CTCF_BR	40
chr3	158777335	158777485	id-72080	4.43e-05	-	TTATTATACCTAAGGGTGGCCACAGGAGGTCTCAC	V_CTCF_BR	5
chr3	158809773	158809923	id-72081	5.68e-06	+	CCTCAGATGACTTAAATTGCCACAAGGGGGAAATG	V_CTCF_BR	17
chr3	158830642	158830792	id-72082	1	+	NA	NONE	5
chr3	158848017	158848167	id-72083	9.39e-07	+	ATTGCTTTTACAACTTAGGCCACGGGGAGGCAGTA	Upstream_CTCF	36
chr3	158852766	158852916	id-72084	1.19e-06	+	ATGGGAATAGGAAGGCTGGCCAATAGAGGGAGGCC	V_CTCF_BR	6
chr3	158876040	158876190	id-72085	1.76e-05	+	CAGTGATGATGCTGGAAGCCCTGTAGGAGGCAGAA	UpstreamP1_CTCF	26
chr3	158907230	158907380	id-72086	3.11e-05	+	GCACAAACTTCATTCTCTGGCACTAGAGGGAGATG	V_CTCF_BR	9
chr3	158970695	158970845	id-72087	1.93e-05	-	AAATAATTCCCTGTACTACCCAGTAGATGGTGCTG	V_CTCF_BR	40
chr3	158977970	158978120	id-72088	5.51e-07	-	CTACATTTTAGCTTGTTGAACACCAGAGGGCGGTG	V_CTCF_BR	39
chr3	158981641	158981791	id-72089	5.34e-06	+	ATCCTAACTGACCTCACTATCACTAGAGGGCACTC	V_CTCF_BR	40
chr3	158984697	158984847	id-72090	5.01e-06	+	CCATATTATTATGATCTGGCCTATAGGGGGCACTG	V_CTCF_BR	37
chr3	159040247	159040397	id-72091	3.36e-07	+	GCCACTCACCACCGCAGGGTCGCCAGGGGGCGCAA	V_CTCF_BR	40
chr3	159064425	159064575	id-72092	1	+	NA	NONE	8
chr3	159176050	159176200	id-72093	2.15e-05	+	TCTCCAGGACCTCACTCTAGCTGCTGAGGGCACTC	V_CTCF_BR	11
chr3	159204472	159204622	id-72094	1.84e-05	+	GTTCAGCGGCTCAGCAGCGCCACCACAGGCATGGG	UpstreamP1_CTCF	38
chr3	159220911	159221061	id-72095	1	+	NA	NONE	5
chr3	159221855	159222005	id-72096	8.21e-06	-	TTGGGCTCCTATCATCTTTCCTCCAGATGGTGCTC	V_CTCF_BR	17
chr3	159283255	159283405	id-72097	1	+	NA	NONE	14
chr3	159304485	159304635	id-72098	6.98e-07	-	GACTTCAGGCCTCATCATTCCAGCAGAGGGCAGCA	V_CTCF_BR	39
chr3	159334120	159334270	id-72099	5.08e-07	+	CATGAGCCACCACGCCTGGCCACAAGATGGCATTC	V_CTCF_BR	39
chr3	159390647	159390797	id-72100	1	+	NA	NONE	26
chr3	159450104	159450254	id-72101	1	+	NA	NONE	7
chr3	159450550	159450700	id-72102	7.73e-06	+	TGCAAGTGCTGAAGGCTTTCCAGGAGCTGGAGCTA	V_CTCF_BR	17
chr3	159481384	159481534	id-72103	2.47e-05	+	GGTGGCGGGACCGGCTCCACCGCCAGGAGGGCGCG	Upstream_CTCF	33
chr3	159484485	159484635	id-72104	2.55e-06	+	GCTGTAGTTACACATCAGTCCACATGGGGCTGAAA	Upstream_CTCF	40
chr3	159499762	159499912	id-72105	7.07e-08	+	CATGACTTGGGAGCCCTTGCCACCAGGTGGCAACA	V_CTCF_BR	23
chr3	159523048	159523198	id-72106	3.18e-06	-	GAGCCGATGCTTTCCTCAGACACTAGGGGTCAGCA	V_CTCF_BR	40
chr3	159524308	159524458	id-72107	1.18e-05	+	CTGCCATTAGCTGTGGAGGGCACCAAAGGACAGAG	UpstreamP1_CTCF	8
chr3	159536195	159536345	id-72108	1.41e-05	+	CAGCTTTGTGTCATCCTCCCCAGGAAGGGGCAGTG	UpstreamP1_CTCF	32
chr3	159543159	159543309	id-72109	3.09e-05	+	AGGTCTTGCCAGGCTTAGCTCACAAGGTGGCAGTC	UpstreamP1_CTCF	17
chr3	159546348	159546498	id-72110	1.47e-05	+	GATTAAAAAACACAATAGTCCACTAGAGGGCACCT	V_CTCF_BR	36
chr3	159582795	159582945	id-72111	4.88e-05	-	TGGTGATGCCTTCATTCTCCCAGTAGGAGGTTCTG	UpstreamP1_CTCF	17
chr3	159590209	159590359	id-72112	1	+	NA	NONE	34
chr3	159601208	159601358	id-72113	2.96e-05	-	CCTGAATGGATGAGTGGGGCCACCTGGTGCTGCTG	V_CTCF_BR	10
chr3	159602704	159602854	id-72114	7.62e-07	+	TCAGTAATTACAGAATTTAACAATAGGTGGCAGTG	Upstream_CTCF	39
chr3	159647276	159647426	id-72115	3.65e-07	+	GGCCCACTTGCTATAGTGAACACCAGAGGGAACCA	V_CTCF_BR	36
chr3	159700336	159700486	id-72116	1.16e-05	-	TCTTTGCTGACATATCTGAGCAGCAGGGGGAGAAA	Upstream_CTCF	16
chr3	159705109	159705259	id-72117	1	+	NA	NONE	38
chr3	159706424	159706574	id-72118	1.27e-06	+	AGGCACTCCTCTCTCTACGTCGGCAGGGGGCGCTG	UpstreamP1_CTCF	40
chr3	159708091	159708241	id-72119	2.89e-07	-	TCTGCAGTTCCATCAGGTACCAGAGGGGAGGATCA	Upstream_CTCF	29
chr3	159721434	159721584	id-72120	7.8e-08	-	GAAGCAGGGGTCATGGGGGCCACTGGGTGGCGCCA	V_CTCF_BR	40
chr3	159724440	159724590	id-72121	1.15e-06	-	GCTGCCAGGTATCAGGAAACCACTAGATGGCAGGG	Upstream_CTCF	40
chr3	159733999	159734149	id-72122	1	+	NA	NONE	2
chr3	159750109	159750259	id-72123	2.64e-08	+	TCTGCCATACATCAGGAAGCCACTAGATGGCAGGA	Upstream_CTCF	40
chr3	159851623	159851773	id-72124	1.84e-06	-	TGATGCATAACAGCGCGGGCAGCCAGGGGGCAGCC	V_CTCF_BR	35
chr3	159852361	159852511	id-72125	1.56e-06	-	TTGCAGGTGACACACTCGCCCAGTAGGAGGACACT	UpstreamP1_CTCF	10
chr3	159881162	159881312	id-72126	1.75e-07	+	CTTTAATTCTTGAGTGTGGCCAGCAGATGGGGATA	UpstreamP1_CTCF	38
chr3	159891379	159891529	id-72127	6.18e-07	-	GATGCCATGCCACTCAGGGCCACGTGGGGAAGCAC	Upstream_CTCF	8
chr3	159928853	159929003	id-72128	1	+	NA	NONE	39
chr3	159943177	159943327	id-72129	2.81e-05	-	CTCACTTGGCCACGCTTGGGCGGGAGGAGGAGCCC	V_CTCF_BR	12
chr3	159943437	159943587	id-72130	2.39e-05	-	CCGCCGCCCCGCGAGGGCGCCACCAGCGCCAGCGC	UpstreamP1_CTCF	23
chr3	159943717	159943867	id-72131	4.38e-09	+	CCCGGGACAGCGGCCCGGGCCTCCGGGGGGCGCCG	V_CTCF_BR	2
chr3	160061060	160061210	id-72132	5.13e-05	-	ACATTGTTGCTTTTATCTATCAGCAGGTGGTGCTA	V_CTCF_BR	36
chr3	160116751	160116901	id-72133	1	+	NA	NONE	20
chr3	160131545	160131695	id-72134	4.41e-06	-	TGTTTGTTACTGTGCTACGCCACTAGGGGGTAGCA	V_CTCF_BR	40
chr3	160167467	160167617	id-72135	1	+	NA	NONE	32
chr3	160168710	160168860	id-72136	1	+	NA	NONE	16
chr3	160191278	160191428	id-72137	1.21e-06	+	AGTTCACTGCCTCTGCAAGCCAGTAGAGGCTGGCC	Upstream_CTCF	10
chr3	160196089	160196239	id-72138	1	+	NA	NONE	7
chr3	160203257	160203407	id-72139	6.05e-06	+	AAGCTGAAGAGGCTCTAGGCCAGGGGTGGGCGCTA	V_CTCF_BR	14
chr3	160204293	160204443	id-72140	4.68e-07	-	ATAAGAGTGCTTTTTGCTGCCACAAGGTGGCAGTG	V_CTCF_BR	40
chr3	160282073	160282223	id-72141	2.38e-07	+	CCATCCCCCACTACCACCACCAGCAGGTGGAGGGA	V_CTCF_BR	25
chr3	160293440	160293590	id-72142	1	+	NA	NONE	5
chr3	160295465	160295615	id-72143	1	+	NA	NONE	30
chr3	160335583	160335733	id-72144	1.32e-05	+	TATGAAGTGACCAGCATGAAAGCCAGGGGGAGTGG	Upstream_CTCF	13
chr3	160361888	160362038	id-72145	5.9e-06	+	ATGTTATGTTTTGTTTGGATCAGTAGGGGGCTGTC	UpstreamP1_CTCF	20
chr3	160371432	160371582	id-72146	6.05e-06	+	TTTTTTACTCTTCTGTGAACCTCTAGAGGGCAGGG	V_CTCF_BR	22
chr3	160389228	160389378	id-72147	1	+	NA	NONE	3
chr3	160403059	160403209	id-72148	4.1e-06	+	ATTGTACTTCCCACTGTATCCACTAGGGAATACAT	Upstream_CTCF	38
chr3	160404871	160405021	id-72149	1.01e-05	+	GAAGTATTGCAATGTATAGACACATGGGGGCACTG	Upstream_CTCF	37
chr3	160425326	160425476	id-72150	1.47e-05	+	TTGACTTTCTTTCACAAACCCACAAGGTGGCAGCA	V_CTCF_BR	39
chr3	160438278	160438428	id-72151	5.41e-07	-	TTGCATTTTGGGCTGCAGTCCAGTAGGTGGTGCTT	UpstreamP1_CTCF	35
chr3	160603938	160604088	id-72152	9.81e-06	+	GGATCTCCCTGGGCCTGTGCCCCTAGTGGGAGGGA	V_CTCF_BR	14
chr3	160638934	160639084	id-72153	3.88e-07	+	CTGCAGTTACCCTTTTAAATCACTAGATGACGCTT	UpstreamP1_CTCF	40
chr3	160646240	160646390	id-72154	1	+	NA	NONE	33
chr3	160647488	160647638	id-72155	2.43e-06	-	CCCTGTGGACAGATGCGAGCCACAAGGGGGAGAGA	V_CTCF_BR	36
chr3	160659803	160659953	id-72156	6.94e-09	-	TCTGTAGTTAGCCTTTCCTCCACCAGATGGCACCC	Upstream_CTCF	39
chr3	160674697	160674847	id-72157	1.24e-05	+	TAAGATACAGTCCTTATTTCCACCAGTTGGAGGAG	V_CTCF_BR	36
chr3	160717167	160717317	id-72158	8.81e-07	+	ACCATAGATCCCCACCTGGCCGCCAGAGGGAAATA	V_CTCF_BR	5
chr3	160753089	160753239	id-72159	1	+	NA	NONE	5
chr3	160814673	160814823	id-72160	6.98e-07	+	ATACGTGCTGCCAAAGCGAGCACCAGGTGGCAGTA	V_CTCF_BR	38
chr3	160856304	160856454	id-72161	2.81e-06	-	CCTGCTTTCTCCCCTTTGGCCTCAGGGGGAGGCAG	Upstream_CTCF	4
chr3	160889565	160889715	id-72162	1	+	NA	NONE	35
chr3	160920051	160920201	id-72163	1	+	NA	NONE	31
chr3	160926791	160926941	id-72164	7.84e-05	-	CACTGGGGCCACTATATGGCCACTGTATGGCGCCC	V_CTCF_BR	15
chr3	160935312	160935462	id-72165	2.39e-05	+	ATGAAGTACTTATCCCACAACAGCAGGGAGTGCTG	UpstreamP1_CTCF	4
chr3	160991524	160991674	id-72166	3.06e-08	+	TTAGGTTCAATTAAAATGGCCACCAGGTGGCACCA	V_CTCF_BR	36
chr3	160992601	160992751	id-72167	7.27e-06	-	CCACAAATTTACAAAATGTCCCCTAGGGGGCGGTA	V_CTCF_BR	40
chr3	160994060	160994210	id-72168	1.97e-06	-	TGTGTTGGTTGGCCTCCAGCCGGGAGGTGGCACTT	V_CTCF_BR	2
chr3	161023284	161023434	id-72169	8.13e-06	+	TATTGTATATCAGCTGTCACCACTAGGGGGATGCT	Upstream_CTCF	40
chr3	161089568	161089718	id-72170	1.26e-05	+	TCTGCAGCTCGTTCGCAGTTCTCCAGGGACCAGCC	Upstream_CTCF	38
chr3	161126926	161127076	id-72171	1.37e-05	-	TTTGCAAATATCGCAAGTTCCATAAGGGGGCAACA	Upstream_CTCF	40
chr3	161131352	161131502	id-72172	8.19e-06	-	CAGCATATCTGTCTCTTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	15
chr3	161138644	161138794	id-72173	1	+	NA	NONE	24
chr3	161141825	161141975	id-72174	5.2e-08	-	CTGTCATGTCTCAATATTTCCACCAGAGGGCAATA	UpstreamP1_CTCF	37
chr3	161226772	161226922	id-72175	1.83e-05	+	GTGATAGTTATAGATACCTCCACAAGGTGGTGCTC	V_CTCF_BR	38
chr3	161277319	161277469	id-72176	1	+	NA	NONE	40
chr3	161278158	161278308	id-72177	1.1e-05	+	AGTTGCTTTGAAGGTTTTCACAGCAGATGGCAGTG	V_CTCF_BR	39
chr3	161285867	161286017	id-72178	2.67e-06	-	ATTGCAGGGTTAAGATTAGCCAATAGGTGGACAGA	Upstream_CTCF	9
chr3	161419040	161419190	id-72179	6.9e-05	-	GTTGTGATCTAGGCTGTCTGCTTTAGGGGGCACCC	Upstream_CTCF	6
chr3	161470267	161470417	id-72180	3.56e-06	+	GTTGTGATGTGACTGGTTGCCAATGGGTGGCGGAG	Upstream_CTCF	8
chr3	161488291	161488441	id-72181	1	+	NA	NONE	2
chr3	161569876	161570026	id-72182	1.05e-08	+	CCTGCCATGCGCCCATAGGCCACTAGATGGGGCAC	Upstream_CTCF	40
chr3	161572031	161572181	id-72183	4.7e-08	+	TGTGGTGGTTGGCCTCTTGCCAGCAGGTGGCGCTT	V_CTCF_BR	38
chr3	161593438	161593588	id-72184	1.65e-07	-	GTGCAGTTTGACCTACAAGCCAGTAGATGGTGTCT	UpstreamP1_CTCF	6
chr3	161632633	161632783	id-72185	5.93e-06	+	GCTGTAGTTCAGCTTACAGGCTGCTGGTGTCATCC	Upstream_CTCF	37
chr3	161643869	161644019	id-72186	4.03e-06	+	TTGAAATGAATGCTTTGAACCACAAGAGGGAGATG	UpstreamP1_CTCF	23
chr3	161827824	161827974	id-72187	1	+	NA	NONE	1
chr3	161908717	161908867	id-72188	5.34e-06	-	TGGTCCACTTCTCAAAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	13
chr3	162003629	162003779	id-72189	9.71e-06	+	ATTGAGATGCTTACTTTTGGCACAAGATGGCACTT	Upstream_CTCF	18
chr3	162055944	162056094	id-72190	1	+	NA	NONE	5
chr3	162118596	162118746	id-72191	3.36e-05	+	TTGAAATTTACAGCTATCGTCAGTAGGTGTCTCAG	UpstreamP1_CTCF	8
chr3	162136113	162136263	id-72192	6.51e-05	+	CCATTGCACTCCAGCCTGGGCAACAGAGGGAGACT	V_CTCF_BR	8
chr3	162207776	162207926	id-72193	1.04e-05	-	GGAGAAATCTATTAAGGATCCACTAGGTGGCTCAG	V_CTCF_BR	17
chr3	162235009	162235159	id-72194	1.73e-05	+	TCCTCCTACAGTATTTTCATCAGAAGATGGCAGCA	V_CTCF_BR	11
chr3	162415797	162415947	id-72195	1.39e-05	-	GGCCAAGTATAACAGGCAGCCACTAGAGGCTGGAA	V_CTCF_BR	9
chr3	162495037	162495187	id-72196	1	+	NA	NONE	13
chr3	162517833	162517983	id-72197	1	+	NA	NONE	14
chr3	162583371	162583521	id-72198	1	+	NA	NONE	11
chr3	162760998	162761148	id-72199	3.6e-07	+	TTTGCAGTGTGCACAGGGGCCACCTGGTGGCCTAT	Upstream_CTCF	34
chr3	162774794	162774944	id-72200	1.19e-06	+	CGTGGAAAAAAATCCATTTCCACTAGGTGGCGGTG	V_CTCF_BR	40
chr3	162825042	162825192	id-72201	7.02e-05	+	TGGCCCTCTTCTCACAGCTCCACTAGGCGGTGCTC	UpstreamP1_CTCF	4
chr3	162843666	162843816	id-72202	3.31e-06	+	TGGCATTCTTCTCACAGCTCCACTAGGTGGTGCCC	UpstreamP1_CTCF	4
chr3	162991610	162991760	id-72203	5.67e-06	-	AGATCAGTATAGAGTACCAGCAGCAGATGGCATCA	Upstream_CTCF	8
chr3	163046626	163046776	id-72204	1	+	NA	NONE	5
chr3	163194078	163194228	id-72205	8.16e-07	+	TCCACAGGTCATATTTTTACCAGCAGATGGCTCCC	V_CTCF_BR	20
chr3	163208134	163208284	id-72206	5.01e-09	-	CACCAGTCCTTTGCCCTCACCAGCAGAGGGCAGCC	V_CTCF_BR	39
chr3	163340317	163340467	id-72207	1.29e-05	-	CTGCACTTCTTCCTTTTCACTGGATGGTGTCGCAA	UpstreamP1_CTCF	22
chr3	163497877	163498027	id-72208	1.26e-05	+	AATAAACTTCTGCCGACCCCCAGTAGGAGGCAGTA	Upstream_CTCF	14
chr3	163503584	163503734	id-72209	3.91e-06	+	ATTGCACTTCTGAGTCTAGCCACCCAGTGGAGCTG	Upstream_CTCF	25
chr3	163634722	163634872	id-72210	2.1e-06	+	GAAGTCACAATTACAGTGCCCACCAGGTGGCAATA	Upstream_CTCF	19
chr3	163657924	163658074	id-72211	1.21e-06	-	ACTGCTAGACCACAATTAGAAGCCAGGGGGCAGGG	Upstream_CTCF	15
chr3	163669309	163669459	id-72212	5.34e-06	-	TATCTTTCATAAGGTTCTACCAGCAGAGGGCATTA	V_CTCF_BR	26
chr3	163675006	163675156	id-72213	1	+	NA	NONE	4
chr3	163722175	163722325	id-72214	3.22e-07	-	CTCGCTGTACCTTCGAGACCCACTGGGTGGCGGGC	Upstream_CTCF	6
chr3	163912744	163912894	id-72215	7.15e-05	+	GACCAGATTTACAAGAAATCCTCAAGGGGGTGCTA	V_CTCF_BR	11
chr3	163968833	163968983	id-72216	1.76e-05	-	GTGAAGTTTGATAATGATTTCACTAGATGGTGCTG	UpstreamP1_CTCF	3
chr3	164050705	164050855	id-72217	8.21e-06	+	CCAAATTAATGAGTAACAGCCAGCAGGGGTTGCTC	V_CTCF_BR	8
chr3	164093920	164094070	id-72218	1	+	NA	NONE	4
chr3	164108031	164108181	id-72219	1	+	NA	NONE	21
chr3	164111092	164111242	id-72220	9.41e-05	+	TCTCGGCAGATGCAAATCTCCACAAGAGGCAGCAT	V_CTCF_BR	12
chr3	164168901	164169051	id-72221	2.81e-05	+	TGATGTTTTGGGCCGTGATCCAGTAGGTGGTGCTT	V_CTCF_BR	3
chr3	164268775	164268925	id-72222	3.31e-06	+	TTGAACCCTCTGCTTTTCACCACCAGGAGGAAATG	UpstreamP1_CTCF	13
chr3	164367321	164367471	id-72223	2.89e-07	+	CCAGCAGTTCCAACTATGGCTGAAAGGGGGCAACG	Upstream_CTCF	17
chr3	164391658	164391808	id-72224	1.64e-06	+	AGTGTGATCCTCTTCTTTCCCAGCAGGGGACCCTG	Upstream_CTCF	15
chr3	164494340	164494490	id-72225	3.11e-05	+	ATGGTCATAGCACAGGCAGACAGTAGATGGTGCTT	V_CTCF_BR	1
chr3	164524099	164524249	id-72226	1	+	NA	NONE	10
chr3	164774389	164774539	id-72227	1	+	NA	NONE	4
chr3	164788578	164788728	id-72228	6.51e-05	+	CTGGAGGTTGTAAGTCCTAACTCAAGGTGTCAGCA	V_CTCF_BR	4
chr3	164903622	164903772	id-72229	3.28e-07	-	AGGCACTTATCTAAGTAGGCCATTAGAGGGCAGCA	UpstreamP1_CTCF	40
chr3	164924608	164924758	id-72230	3.33e-08	+	CTGCAGCTGCTTCTTAACGCCTCCAGATGGCGTGC	UpstreamP1_CTCF	40
chr3	164928053	164928203	id-72231	8.21e-06	-	TACAACAGCCTTAAGTCAACCACTAGGGGGAAAAA	V_CTCF_BR	37
chr3	164943539	164943689	id-72232	1	+	NA	NONE	6
chr3	164972685	164972835	id-72233	8.21e-06	+	GCATATAATGATGGTTGGACCAGTGGAGGGAGCTA	V_CTCF_BR	27
chr3	164974483	164974633	id-72234	9.41e-05	+	CCTTGGTTGAGATTTTCTACCGATAGATGGCAGTT	V_CTCF_BR	17
chr3	164985839	164985989	id-72235	2.19e-05	-	AGAGAAGTTTTTCCTACAGCCTCTTGGAGGAAGTG	Upstream_CTCF	3
chr3	165057659	165057809	id-72236	1.48e-06	+	GCAGCTCAACCTCTGTTTGCCAGCAGAGGTTGCTC	Upstream_CTCF	29
chr3	165064425	165064575	id-72237	1	+	NA	NONE	8
chr3	165122521	165122671	id-72238	1.64e-05	+	AGCATATTGGGCCAGCTGTCCTGAAGGTGGAGACA	V_CTCF_BR	7
chr3	165176307	165176457	id-72239	1	+	NA	NONE	5
chr3	165240350	165240500	id-72240	1	+	NA	NONE	5
chr3	165244324	165244474	id-72241	1	+	NA	NONE	4
chr3	165340317	165340467	id-72242	1.5e-05	+	TCTGGGTTAATATCAGTCTCCAATAGAGGGAGACA	Upstream_CTCF	13
chr3	165342668	165342818	id-72243	1.3e-07	+	GTGAATTTGCAGTTATCAGCCAGCAGGGGTCGGTC	UpstreamP1_CTCF	36
chr3	165434492	165434642	id-72244	2.27e-05	+	ATCTAATTTTATTTACTGGCCTCAGGGTGGAGCCC	V_CTCF_BR	7
chr3	165572495	165572645	id-72245	5.41e-07	+	CTTTTATTATCTTATGTGAACACTAGAGGGCACTA	UpstreamP1_CTCF	40
chr3	165592423	165592573	id-72246	7.62e-07	+	TGTGCTGGTTGACCTCCTGCCAAGAGGTGGCGCTT	Upstream_CTCF	12
chr3	165613815	165613965	id-72247	9.51e-07	+	CAGTACCATAAGTATCTGGGCACAAGAGGGCGCTC	V_CTCF_BR	28
chr3	165730986	165731136	id-72248	1.84e-06	+	AAAAATTTGATAAACCTATCCAGCAGATGGCGGTG	V_CTCF_BR	38
chr3	165770348	165770498	id-72249	1.63e-05	-	TAGGTAGTTTGCTCAGGTTCCAGTAGTGGCAGCAG	Upstream_CTCF	16
chr3	165908435	165908585	id-72250	1	+	NA	NONE	8
chr3	165981375	165981525	id-72251	4.68e-05	+	TTGCATTTGCAAGACTTGGCCACATGGCTACACCA	UpstreamP1_CTCF	21
chr3	166143814	166143964	id-72252	8.98e-06	-	CTGCACTGCCTTCAGTTGCCTGAGGGGTGGCACAA	UpstreamP1_CTCF	16
chr3	166254941	166255091	id-72253	1	+	NA	NONE	1
chr3	166271075	166271225	id-72254	1	+	NA	NONE	2
chr3	166278161	166278311	id-72255	6.75e-05	+	GTATAATTCAGTCTGACTTCCAGTAGACGGCGCTT	UpstreamP1_CTCF	6
chr3	166403150	166403300	id-72256	2.58e-05	-	GCAGGTGCTCACATTTATGCCACAGGGAGGCTCCC	Upstream_CTCF	10
chr3	166440003	166440153	id-72257	1.64e-05	+	TTTCCACTTTCTTAATTGGCCTCAGGATGGAGCCC	V_CTCF_BR	1
chr3	166555462	166555612	id-72258	2.78e-06	+	TACTACTTGTGACTGATGTCCAGTAGGGGGCAATC	V_CTCF_BR	28
chr3	166620274	166620424	id-72259	3.36e-05	-	AAGAAATGTTATGCTGTATCCACTAGATGGAGTGT	UpstreamP1_CTCF	13
chr3	166750185	166750335	id-72260	2.4e-05	-	GCGATTCTCAAGTAAGTAACCAACAGGGGGCATGA	V_CTCF_BR	36
chr3	166819972	166820122	id-72261	2.27e-06	+	TCCCAAATGTGTTAACTCTCCTGCAGGTGGCAGTA	V_CTCF_BR	20
chr3	166902441	166902591	id-72262	1.55e-07	+	AAAGCAGTACCAGCAGGAACCAGTGGGAGCCGCAG	Upstream_CTCF	18
chr3	166926918	166927068	id-72263	1.34e-06	-	AGGCTGTAGGGCTCTACAGTCACCAGGTGGCAATG	UpstreamP1_CTCF	5
chr3	166968384	166968534	id-72264	3.81e-05	-	CTGTCTTTGCTGCTTCCTGCTGACAGGGGGCATTG	UpstreamP1_CTCF	7
chr3	167068168	167068318	id-72265	4.1e-06	-	GATGCTTTGCTAAAGTTCACCAGAAAGGGGCACTA	Upstream_CTCF	33
chr3	167098103	167098253	id-72266	1.38e-07	+	TGGGTTCTGCCACTGTCCGCCGGCAGAGGGCGAAA	Upstream_CTCF	40
chr3	167111917	167112067	id-72267	4.88e-05	+	AGTGAAATTCAGCAGAAATCCATTGGGTGGAGTTG	Upstream_CTCF	9
chr3	167124811	167124961	id-72268	1	+	NA	NONE	35
chr3	167211175	167211325	id-72269	2.1e-05	-	TGGAAGTTACCAGAAACCACCACCAGGGTTCCAGG	UpstreamP1_CTCF	28
chr3	167402295	167402445	id-72270	9.11e-08	-	ATTTTATTACCAGTCAGAACCACCAGGGGGCAGTA	Upstream_CTCF	39
chr3	167432765	167432915	id-72271	2.96e-05	-	TGGTCTGGTTTTTTTTTTGCCAGTAGATGGCATTT	V_CTCF_BR	4
chr3	167452322	167452472	id-72272	2.68e-05	+	GGAGGCGTTCGGGCCCAAGCCGGCAGGCGGCATTT	Upstream_CTCF	23
chr3	167453343	167453493	id-72273	8.81e-07	+	GGTCCGGGCAGCTGCAGAAACAGCAGGGGGAGGAG	V_CTCF_BR	15
chr3	167458890	167459040	id-72274	1.93e-05	-	TCTCCTTTCCCAGGCAGAACCAGAAGGGGGCCTCA	Upstream_CTCF	40
chr3	167555339	167555489	id-72275	4.88e-05	+	TAAAAGGGAAAATTATATGCCACAAGATGTCACTG	V_CTCF_BR	13
chr3	167590865	167591015	id-72276	1	+	NA	NONE	35
chr3	167600002	167600152	id-72277	2.78e-06	-	ATATAGTAGCTCAAGTCAGCCACTAGATGGCAGAT	V_CTCF_BR	39
chr3	167603205	167603355	id-72278	1	+	NA	NONE	7
chr3	167631134	167631284	id-72279	1.92e-05	+	CCGCAGTTAGTCAACCTGACCACTACAAAGCTGTG	UpstreamP1_CTCF	26
chr3	167645922	167646072	id-72280	1	+	NA	NONE	40
chr3	167648695	167648845	id-72281	2.18e-07	+	GATGCATTACATACTAGGGCTACTAGGGGGAGGCA	Upstream_CTCF	2
chr3	167663810	167663960	id-72282	1	+	NA	NONE	5
chr3	167758519	167758669	id-72283	4.59e-07	-	TTGTAGTGACTTTGGAAGACCACAAGAGTGCACTA	UpstreamP1_CTCF	40
chr3	167765112	167765262	id-72284	8.21e-06	+	GCTTTGAAAACCTTATTATCCACTAGATGGCTCTA	V_CTCF_BR	39
chr3	167771032	167771182	id-72285	2.1e-05	+	AGTGTTTTGACATCTTAAACCAAGAGAGGGCAATG	Upstream_CTCF	34
chr3	167779509	167779659	id-72286	4.65e-05	+	AAGATACTATTCACACTGTGCACATGGGGGCAGCG	V_CTCF_BR	25
chr3	167806256	167806406	id-72287	1.28e-06	-	AGTGCAACTCAGGCATTTACCAGCAGGGTGACCTT	Upstream_CTCF	38
chr3	167808274	167808424	id-72288	1	+	NA	NONE	5
chr3	167812613	167812763	id-72289	1.26e-05	+	TACGAAGTTCTAAACCTAACCGCTGGGAGGAAGAA	Upstream_CTCF	40
chr3	167813506	167813656	id-72290	2.96e-05	+	GCGCCCCCGTGCGGCCTGCCCAATGGGTGGAAGGG	V_CTCF_BR	31
chr3	167814244	167814394	id-72291	4.14e-05	+	GTGTGTGCCCACAGATGGCCCGGCAGGAGTCGGGA	UpstreamP1_CTCF	17
chr3	167831773	167831923	id-72292	1.7e-05	+	ACTGCAATGTGATTGGTGCCCAGTAGGGTTGTGCA	Upstream_CTCF	16
chr3	167883555	167883705	id-72293	3.56e-06	-	CCTAAAATCCTGTCGTTTCCCACTAGGTGGCGACC	Upstream_CTCF	40
chr3	167929222	167929372	id-72294	3.1e-07	+	CTGCAAACCTGCAATTTATACACCAGATGGCACCA	UpstreamP1_CTCF	40
chr3	167967701	167967851	id-72295	1.37e-05	-	GCTGTAGGGCGCTTCCTGGCGGCCAGCCGGCAACC	Upstream_CTCF	40
chr3	168140952	168141102	id-72296	3.88e-06	+	GCAACATGATGAACAAGAGCCACCAGGGGGCTAGA	V_CTCF_BR	2
chr3	168185246	168185396	id-72297	2.44e-07	-	GCAGAACTGGTAACAATAACCAGTAGATGGCAGCG	Upstream_CTCF	36
chr3	168229320	168229470	id-72298	6.46e-07	+	GTGGTAGGTGTAGGTCTCTCCACAAGATGGCACTC	V_CTCF_BR	39
chr3	168262010	168262160	id-72299	1	+	NA	NONE	22
chr3	168338769	168338919	id-72300	2.11e-08	-	CTTCAGTGACAGGCTATGGCCAGAAAGGGGCGACA	UpstreamP1_CTCF	39
chr3	168342809	168342959	id-72301	1.13e-05	+	AAGTAGCCTAAATGAGAAGCCACCAGGGGAAGCTA	UpstreamP1_CTCF	6
chr3	168355443	168355593	id-72302	3.63e-05	-	AAAGTGGAGAGAAATGCTCCCTCTTGAGGGCAGAG	V_CTCF_BR	13
chr3	168416812	168416962	id-72303	6.17e-09	-	CTGTTATGCCCAGACAGGGCCACCAGAGGGATCCT	UpstreamP1_CTCF	12
chr3	168565197	168565347	id-72304	3.11e-05	-	TTGGAAAGGATCTTTGAAACCACATGGTGGCAGTG	V_CTCF_BR	37
chr3	168582846	168582996	id-72305	9.11e-08	+	AGTGCATTGCTGAAGTTCTCCACAAGAGGGCCATA	Upstream_CTCF	39
chr3	168607562	168607712	id-72306	1.39e-05	-	AGGCCTCAGGAGGCACTATCCACTAGGTGTCAGTT	V_CTCF_BR	14
chr3	168669802	168669952	id-72307	1.84e-05	+	ATGCTGCTCCCAAAGAGCACCCCCAGTGTCCGGCC	UpstreamP1_CTCF	20
chr3	168670401	168670551	id-72308	7.15e-05	+	AAAACGTTTGTAAAATGAATCAGTAGGTGGAGCTC	V_CTCF_BR	31
chr3	168759538	168759688	id-72309	3.81e-05	+	GGACAGTTCATTTGAATGGCCACAAGAGAGCAGTA	UpstreamP1_CTCF	39
chr3	168762219	168762369	id-72310	8.99e-05	+	ACATGGAGGTTCTGGTTATACAATAGAGGGAGCAC	V_CTCF_BR	12
chr3	168764435	168764585	id-72311	2.43e-06	-	TGTGCTTCGTGATCTATGCCCAGCAGGGGCCCCAA	Upstream_CTCF	6
chr3	168777962	168778112	id-72312	2.27e-05	+	AGGACCTAACCAACATATACCAACAGATGGCAGAG	V_CTCF_BR	30
chr3	168794225	168794375	id-72313	5.08e-05	-	AAACTAGTATTCAGGGTTACCTCTAGGGAGCGCAG	Upstream_CTCF	0
chr3	168851078	168851228	id-72314	6.04e-07	+	TTGTACGTGCCTCTTTATTCCAGTAGGTGGCTCTA	UpstreamP1_CTCF	38
chr3	168867202	168867352	id-72315	8.02e-08	+	TTGCAGGTACGGCAGGACGCCGGTAGATGGCATTG	UpstreamP1_CTCF	40
chr3	168936276	168936426	id-72316	2.94e-06	+	AGTGCTATGCATCCAGGGTGAGGCAGGGGGAGGCA	Upstream_CTCF	40
chr3	169013040	169013190	id-72317	1.65e-07	-	TTGAAATTTGGGTATGCTGCCACCAGGTGGTGGCA	UpstreamP1_CTCF	40
chr3	169060532	169060682	id-72318	4.7e-05	+	AGAGAAAGTGGGAATGTGGCCACTAGGAGCTGACA	Upstream_CTCF	13
chr3	169063823	169063973	id-72319	1	+	NA	NONE	7
chr3	169080773	169080923	id-72320	1.93e-05	-	TGCGGTATTTTGTGGCTGAACAGTAGGTGGCATAC	V_CTCF_BR	28
chr3	169105848	169105998	id-72321	6.9e-05	+	TCGGCCAAACCTCAAAGCCCCACTAGGGACCTCCT	Upstream_CTCF	6
chr3	169108149	169108299	id-72322	6.84e-06	-	CACACATAAACCACAGTCCTCACCAGAGGGCAGTC	V_CTCF_BR	30
chr3	169108855	169109005	id-72323	1	+	NA	NONE	17
chr3	169223672	169223822	id-72324	1	+	NA	NONE	23
chr3	169226364	169226514	id-72325	4.7e-05	-	GTTGCATAGCCTTCTTGCATCAGGAGATGGTGCTG	Upstream_CTCF	10
chr3	169280887	169281037	id-72326	1.47e-05	+	CAATGATTATTCTTTTGTTCCAGCAGAGGGTGCAC	V_CTCF_BR	30
chr3	169282796	169282946	id-72327	6.49e-06	+	CCTGAGGTACACACAATTGCCCCCAGTGGACAAAA	Upstream_CTCF	37
chr3	169291056	169291206	id-72328	7.44e-05	-	ATGGTTTTTAAATATACTTCCACAAGGGGGCTTTG	Upstream_CTCF	24
chr3	169322035	169322185	id-72329	8.97e-05	-	ATTGTACTCCTCGGCATCCCCTCAGGGGAGCTAGT	Upstream_CTCF	5
chr3	169322486	169322636	id-72330	1.1e-05	-	TTCTGTTCTCTGTCAACTTCCTCTAGAGGGCAGCT	V_CTCF_BR	39
chr3	169337576	169337726	id-72331	5.67e-06	-	GGTGCTGTTTTTCATTTTGGCCCTTGGGGCCAACA	Upstream_CTCF	17
chr3	169342466	169342616	id-72332	1	+	NA	NONE	5
chr3	169380013	169380163	id-72333	5.92e-05	+	CAGGCTGCACCCAGACGAAGCGCCGGAGGCTGCGC	Upstream_CTCF	40
chr3	169380398	169380548	id-72334	9.25e-06	-	ACTGCGCCGAGCCGCGGCTGCGGTAGTGGGCGCTG	V_CTCF_BR	39
chr3	169381047	169381197	id-72335	1.31e-05	-	GGCAGGGCAAGGAAACTGGCCACAAGTAGGTGCAA	V_CTCF_BR	30
chr3	169386994	169387144	id-72336	1.41e-06	-	GCTGCCGCGGCCAAAGAAACCAGGCGAGGGCGCCG	Upstream_CTCF	40
chr3	169417724	169417874	id-72337	1	+	NA	NONE	6
chr3	169462507	169462657	id-72338	6.51e-05	-	ACTCTTTTATTTTTTCTCAACAGTAGATGGCAATA	V_CTCF_BR	36
chr3	169480813	169480963	id-72339	4.21e-05	+	ATGTGGAGAAGCAAAAGTACCACTAGATGGAGTAA	V_CTCF_BR	40
chr3	169487253	169487403	id-72340	4.31e-05	-	TAGCTAGAGCGGCTCAGAGACAGGAGGCGGCGGCA	UpstreamP1_CTCF	22
chr3	169491429	169491579	id-72341	1	+	NA	NONE	38
chr3	169531605	169531755	id-72342	1.17e-05	+	TGGTGCTCCGCTGCTCAAACCTCTAGGGGGAGCAT	V_CTCF_BR	39
chr3	169581318	169581468	id-72343	6.67e-08	+	TTGGTGTTACCACATTTCACCAGTAGGAGGCAGCA	UpstreamP1_CTCF	40
chr3	169644381	169644531	id-72344	4.71e-06	-	CATGCTCCTGCCATGGTAGGCAGCGGGGGCAGCTG	Upstream_CTCF	0
chr3	169648087	169648237	id-72345	6.21e-06	+	AGTATACTCCCTCCAAGTGACAGCAGGTGGCATCA	Upstream_CTCF	8
chr3	169657542	169657692	id-72346	5.13e-05	+	AGCCCTTGTGTGATCTACTCCGCTTGAGGGCGGGC	V_CTCF_BR	0
chr3	169663266	169663416	id-72347	1.06e-05	+	ACGGTAGGTCCCAGCTGAGCCGCAAGAGGCATCTC	Upstream_CTCF	2
chr3	169684403	169684553	id-72348	7.11e-06	-	CCTGGAATGGGGAGGTCGGCCGCCTGGCGGGGCCA	Upstream_CTCF	40
chr3	169739044	169739194	id-72349	1.16e-05	-	GCTACAGTGAAGAGAAAGGACTGTAGGGGGCGAGA	Upstream_CTCF	30
chr3	169755631	169755781	id-72350	2.72e-06	+	GTGATATCTTTCCGTCCCGCCGGCAGGCGGCGCCC	UpstreamP1_CTCF	40
chr3	169756657	169756807	id-72351	4.7e-08	-	TCCGTGCGTTCGTCTCCGGACTGCAGGGGGCGGCC	V_CTCF_BR	29
chr3	169772125	169772275	id-72352	4.88e-06	-	GCTCAGTCCTTCTATTCTGCCAGAAGGTGGTGATG	UpstreamP1_CTCF	40
chr3	169780600	169780750	id-72353	2.38e-07	+	TGACAAAGGCCGGGTGTGAACACCAGAGGGAGCTC	V_CTCF_BR	28
chr3	169796399	169796549	id-72354	3.88e-06	+	TAGAGGCAAGTCAATACCTCCTCTAGAGGGCAGAA	V_CTCF_BR	20
chr3	169796920	169797070	id-72355	3.45e-05	-	CAGATAAGCAGTGTAACAGCAGCTAGGGGGCTGCC	V_CTCF_BR	17
chr3	169828149	169828299	id-72356	1	+	NA	NONE	1
chr3	169835071	169835221	id-72357	6.19e-06	-	TTGTTACTTCCAGCTGCCACCACAAGGAGTAACAG	UpstreamP1_CTCF	40
chr3	169899469	169899619	id-72358	3.09e-07	-	GACCCCGCCTCTCCGCCCGCCGCCGGGGGGCGCAT	V_CTCF_BR	16
chr3	169907011	169907161	id-72359	1.48e-05	+	TCTTACTTTCCCTTATATACCAGTGGGTGGCACTG	UpstreamP1_CTCF	40
chr3	169923052	169923202	id-72360	1	+	NA	NONE	1
chr3	169941159	169941309	id-72361	2.96e-05	+	GTGTTGTTTCAACGACTACCCGATAGGGTGAGATA	UpstreamP1_CTCF	33
chr3	170012285	170012435	id-72362	1	+	NA	NONE	6
chr3	170028036	170028186	id-72363	2.11e-06	+	GATTCTATCTGCTTCACCACCACCAGGGGCCAGTC	V_CTCF_BR	40
chr3	170074850	170075000	id-72364	1.41e-05	+	CTGCCCTGCCCCCTCTTCCCCGCTGCGCGGCGTCC	UpstreamP1_CTCF	9
chr3	170075272	170075422	id-72365	5.34e-06	-	CGGGGGAGAGCGAGGGCGGCGGGGAGGGGGAGGGG	V_CTCF_BR	31
chr3	170076036	170076186	id-72366	2.31e-07	+	ACAGTCCTTCCCGCGGCCCCCGCGGGGGGGCGGTG	Upstream_CTCF	40
chr3	170086853	170087003	id-72367	7.15e-05	-	AAGAGGCTCTATTTCCTAAACCACAGGGGGCACTA	V_CTCF_BR	35
chr3	170105918	170106068	id-72368	1	+	NA	NONE	20
chr3	170128344	170128494	id-72369	2.67e-06	-	TTTGCAGAAATTAGCTTGGCCACTGGAGGGCTCTT	Upstream_CTCF	40
chr3	170129021	170129171	id-72370	3.09e-05	+	CAGAGTCTCCATCTGTTGTCCAGCATGGGGCGCAG	UpstreamP1_CTCF	5
chr3	170131696	170131846	id-72371	2.12e-06	+	TTGTGCCGCCACACTTCAGCCTCCAGGGGGACAGC	UpstreamP1_CTCF	9
chr3	170132015	170132165	id-72372	4.04e-08	+	ATGCAATGATAAAAGATAACCACTAGCAGGCGCTA	UpstreamP1_CTCF	40
chr3	170136980	170137130	id-72373	1.55e-05	-	CCCGGCAGGATGAGGATGTCCACCAGGGGCTTGCA	V_CTCF_BR	28
chr3	170148996	170149146	id-72374	5.26e-07	-	ACTGCCAGTCTGATGTTTGCCACCAGGGGTACCGT	Upstream_CTCF	35
chr3	170155973	170156123	id-72375	2.11e-06	-	GTAAATGTTTAGCAACTGGCCGGAAGGTGGAGCTG	V_CTCF_BR	12
chr3	170201323	170201473	id-72376	4.11e-08	-	ACTGCCATGCAAGCCTCTGCCTCCAGGGGCAGGGC	Upstream_CTCF	37
chr3	170206709	170206859	id-72377	1	+	NA	NONE	20
chr3	170214314	170214464	id-72378	3.4e-06	-	CCTCGCCCTCCAGCAGCTTCCTGTAGGTGGCGATC	V_CTCF_BR	20
chr3	170217471	170217621	id-72379	1.32e-05	-	GAGGCAGTGCCTTTTCCACTCTATAGAGGGCAGGA	Upstream_CTCF	40
chr3	170271710	170271860	id-72380	9.25e-06	+	ATTACCATGAATTCCACTGCCTACAGATGGCACTA	V_CTCF_BR	13
chr3	170303746	170303896	id-72381	9.62e-05	+	GTGGTGGTGGCGGCAAAGGAAGGCAGGAGGCAGCC	UpstreamP1_CTCF	9
chr3	170340790	170340940	id-72382	3.4e-06	-	TCACAGTCTCCGTGCTTGTCTACCAGATGGCACCA	V_CTCF_BR	13
chr3	170408281	170408431	id-72383	2.74e-08	-	AGCTGCCTCCGGCACACCGCCACTAGGGGGAGCGG	V_CTCF_BR	38
chr3	170423071	170423221	id-72384	1	+	NA	NONE	4
chr3	170430915	170431065	id-72385	6.75e-05	+	GGGCTTCAGCAGACTTTGAGCTGTAGAGGGAGTTT	UpstreamP1_CTCF	11
chr3	170443206	170443356	id-72386	1	+	NA	NONE	15
chr3	170452319	170452469	id-72387	1	+	NA	NONE	20
chr3	170527408	170527558	id-72388	1	+	NA	NONE	40
chr3	170529866	170530016	id-72389	1.52e-07	-	TGCAATTACGGCCATTGAACCACTAGGGGGCACTC	V_CTCF_BR	40
chr3	170566224	170566374	id-72390	3.31e-06	-	CTGTAATGTGATATTTTTCCCATTAGATGGAGCTA	UpstreamP1_CTCF	36
chr3	170587881	170588031	id-72391	1.73e-05	-	CTCTGCTCTCGCGGCCGACTCGCAAGATGGCGCCG	V_CTCF_BR	28
chr3	170626006	170626156	id-72392	3.28e-05	+	GCCAGCAGCACCCGGCCCTCTGCTAGCTGGCGCGC	V_CTCF_BR	13
chr3	170679445	170679595	id-72393	1.73e-05	+	GAGTCGATCTGAGTTTTCATCACCAGGTGGTGCTA	V_CTCF_BR	38
chr3	170679729	170679879	id-72394	2.53e-05	+	GCTACTGTGATAATTCCCAACACCAGATGCCACTG	V_CTCF_BR	21
chr3	170736343	170736493	id-72395	5.51e-07	+	AAAACCAGGGTCCCAGTGACCTGCAGGGGGCGAGA	V_CTCF_BR	40
chr3	170767728	170767878	id-72396	2.33e-07	+	ATGGTGTTACAAACGTTGCCCACCAGAGGTCAGGC	UpstreamP1_CTCF	40
chr3	170820686	170820836	id-72397	1	+	NA	NONE	10
chr3	170831642	170831792	id-72398	1	+	NA	NONE	34
chr3	170847692	170847842	id-72399	9.31e-05	+	ACTGTTGTGCTTCCCAAAGCCACCAGGACAATGCA	Upstream_CTCF	7
chr3	170875236	170875386	id-72400	1.75e-07	+	ATGCGCTTCTGACGCTCGGCCAGCAGCTGCCGCTT	UpstreamP1_CTCF	14
chr3	170881104	170881254	id-72401	1.77e-09	+	CTGCAATTTAGTTATGTTACCACCAGGAGGCAGCA	UpstreamP1_CTCF	39
chr3	170886055	170886205	id-72402	2.94e-06	-	CCTGTATCTCCCCTGTGCACCACAGGAGAGCAACA	Upstream_CTCF	40
chr3	170889985	170890135	id-72403	6.75e-05	-	GTGTATATATCAACACCTGACCAAAGGGGGCGCCA	UpstreamP1_CTCF	37
chr3	170900948	170901098	id-72404	2.68e-05	-	CAGGCTCTGCCAGCAGGGAGCAATAGAGAACGGGA	Upstream_CTCF	38
chr3	170905601	170905751	id-72405	1.9e-06	+	CCTGTAATGTACACAAAGACCACAGGGTGTCTCTC	Upstream_CTCF	40
chr3	170913662	170913812	id-72406	1	+	NA	NONE	29
chr3	170923219	170923369	id-72407	1	+	NA	NONE	6
chr3	171046605	171046755	id-72408	5.08e-05	+	GCAGGAAGTCACTAAGGAAACAATGGAGGGCGCTG	Upstream_CTCF	33
chr3	171069827	171069977	id-72409	5.72e-07	+	CTGCATTTCCAACAATCTCCCAGGAGGTGCTGATC	UpstreamP1_CTCF	6
chr3	171086524	171086674	id-72410	6.75e-05	+	ATGCCATCCCATATCGCTGCCACTAGGGAAAATGA	UpstreamP1_CTCF	3
chr3	171092182	171092332	id-72411	1	+	NA	NONE	3
chr3	171100258	171100408	id-72412	3.05e-07	-	AGTGCCATCCTATAACATGCCAGCAGGAGGAGAAA	Upstream_CTCF	17
chr3	171110943	171111093	id-72413	1	+	NA	NONE	3
chr3	171135659	171135809	id-72414	1	+	NA	NONE	4
chr3	171146176	171146326	id-72415	4.65e-05	-	AAGACCTTTGGTCGGTTGACCACAGGGGGCAGGAA	V_CTCF_BR	13
chr3	171171134	171171284	id-72416	1.17e-05	-	TTCATTCCCCCATGGATGCTCTGTAGGGGGCGCTC	V_CTCF_BR	40
chr3	171178404	171178554	id-72417	1	+	NA	NONE	34
chr3	171178667	171178817	id-72418	9.4e-06	-	CTGCAAACTGCCGAAGCGCCCAGCTGGGTGCACTG	UpstreamP1_CTCF	17
chr3	171232363	171232513	id-72419	4.02e-07	+	GATGAAGTACAGATATAGGCCACAAGAGGGATGAA	Upstream_CTCF	26
chr3	171241971	171242121	id-72420	3.28e-07	-	CTGCTCTTTCAGCAGACCACCACAGGGTGCAGGCC	UpstreamP1_CTCF	16
chr3	171244877	171245027	id-72421	1	+	NA	NONE	13
chr3	171256380	171256530	id-72422	1	+	NA	NONE	37
chr3	171281184	171281334	id-72423	7.73e-06	-	CCGTGAGGATCCGGGCAAACCCCCAGGGGGAGCCT	V_CTCF_BR	19
chr3	171284736	171284886	id-72424	1.64e-05	-	GGAAATTATCTCATTCTGTCCTCTAGGTGGTGCTA	V_CTCF_BR	40
chr3	171287478	171287628	id-72425	7.6e-05	+	ATGTGGCTTTTGAATTCCTCCACTAGAGGCATTGA	UpstreamP1_CTCF	22
chr3	171308943	171309093	id-72426	1.47e-05	-	AGACTATGCTACAACATGAACACCAGGAGGCAGGG	V_CTCF_BR	8
chr3	171332441	171332591	id-72427	5.96e-07	+	TTTTACTGTGCCCCTGGAGCCAGCAGAGGCCGCTG	V_CTCF_BR	40
chr3	171358535	171358685	id-72428	2.66e-05	-	ATAAGCTGAGGAAGGAGATCCCCTAGTGGGCACTA	V_CTCF_BR	35
chr3	171364265	171364415	id-72429	2.46e-06	+	TTGTAATGGCATGGATTATTCACTAGATGGCAAAC	UpstreamP1_CTCF	39
chr3	171421930	171422080	id-72430	2.46e-08	+	CACCGAAGTCCCAGAAGGGCCACTAGGTGGCACAC	V_CTCF_BR	40
chr3	171490360	171490510	id-72431	3.66e-06	-	CAGCTTTCGCTTGGTTTTGCCAGCAGGTGGGGTAC	UpstreamP1_CTCF	40
chr3	171496425	171496575	id-72432	1	+	NA	NONE	4
chr3	171505152	171505302	id-72433	3.4e-06	-	AATGTGAGAGAACCATCATCCACTTGGGGGCACCC	V_CTCF_BR	3
chr3	171506975	171507125	id-72434	7.11e-06	+	CGTTCTGGAACCAAAAAGCCCTGCAGAGGGCGTGG	Upstream_CTCF	28
chr3	171527811	171527961	id-72435	3.22e-05	+	TGGCGGCGAGGCGGTGCATCCTGCAGAGGACGCCT	UpstreamP1_CTCF	24
chr3	171532078	171532228	id-72436	1	+	NA	NONE	6
chr3	171547835	171547985	id-72437	5.26e-07	-	CACTCATTTCCTCCAGCTGCCTCCAGGTGGCCCTG	Upstream_CTCF	39
chr3	171551604	171551754	id-72438	1	+	NA	NONE	2
chr3	171552097	171552247	id-72439	7.62e-07	-	TCTGCTATATCTGTGTTTAGCACTAGGTGTTGCTA	Upstream_CTCF	40
chr3	171556306	171556456	id-72440	7.84e-05	+	CAGACAATATCCACAGTAGCCTGTGGGAGGCTGCC	V_CTCF_BR	23
chr3	171579270	171579420	id-72441	3.16e-05	-	TGTGTTATGCCTAAGGTGACAGCCAGATGTCTGAT	Upstream_CTCF	1
chr3	171585893	171586043	id-72442	9.81e-06	-	CAAAGCTTCATATTACGTAACTCTAGGGGGCGCTG	V_CTCF_BR	40
chr3	171661177	171661327	id-72443	4.01e-05	-	GGAGGCGGAGGTTGCAGCGAGCCCAGATGGCGCCA	V_CTCF_BR	4
chr3	171678788	171678938	id-72444	1	+	NA	NONE	2
chr3	171753006	171753156	id-72445	2.73e-07	+	AGTGTTGTTATTTTGTCTGCCTCCAGAGGGCAGAA	Upstream_CTCF	40
chr3	171757908	171758058	id-72446	4.68e-07	+	TCCGCGGCAGGAACGCTGCCCAGGAGGGGGAGGGC	V_CTCF_BR	15
chr3	171758605	171758755	id-72447	7.15e-05	-	AGCCTCCCCGCCAAAGGCGCCGCCGGGCGGCGCAG	V_CTCF_BR	38
chr3	171759470	171759620	id-72448	1.35e-05	+	GGGCAACGCCCCACAGTGGATAGCAGCCGGGAGCG	UpstreamP1_CTCF	17
chr3	171789716	171789866	id-72449	3.42e-05	-	TATGAACTACTAGTATTTAACCAAAGGAGGCACTC	Upstream_CTCF	5
chr3	171813119	171813269	id-72450	7.02e-05	-	CTTCACTTTGGGCCCAGTGGCGCCAATGGGCAGTG	UpstreamP1_CTCF	20
chr3	171825501	171825651	id-72451	1	+	NA	NONE	3
chr3	171842916	171843066	id-72452	2.43e-06	+	CATGATCTCCACATTAACTCCAGAAGGTGGCAGTG	Upstream_CTCF	28
chr3	171844669	171844819	id-72453	1	+	NA	NONE	6
chr3	171853742	171853892	id-72454	1	+	NA	NONE	4
chr3	171858307	171858457	id-72455	5.13e-05	+	CTGAGTAACTGGAAGTTTACCAGCAGGTGGTTTCC	V_CTCF_BR	23
chr3	171885988	171886138	id-72456	1	+	NA	NONE	7
chr3	171886960	171887110	id-72457	9.62e-05	-	CTTTGGTGGGCTCGAGTATGCCCCTGGTGGCACTG	UpstreamP1_CTCF	36
chr3	171905114	171905264	id-72458	1	+	NA	NONE	11
chr3	171919863	171920013	id-72459	2.72e-05	-	ATGTAACTTCAAGTTCCTGCCTCATGATGGCCGAC	UpstreamP1_CTCF	17
chr3	171920733	171920883	id-72460	6.49e-06	+	TGAGCTGTACCAAAGCCGGCCATGGGCTGGCAGTA	Upstream_CTCF	21
chr3	171994044	171994194	id-72461	2.04e-05	-	AAATTTGCCCTAAATGTAGCCAGCAGGAGGCTCTT	V_CTCF_BR	22
chr3	172007503	172007653	id-72462	1.67e-07	+	CCAGCGTGTAAGGCAGCAGCCACTAGAGGGAAGGC	V_CTCF_BR	38
chr3	172013123	172013273	id-72463	4.88e-06	-	GTGGGGTCCACAGGAAAGTCCAACAGGGGGAGCCC	UpstreamP1_CTCF	17
chr3	172021847	172021997	id-72464	2.43e-06	+	TGCCATCCTCCCAGCCTGGCCACCAGGAGTCTCCA	V_CTCF_BR	36
chr3	172038939	172039089	id-72465	1.5e-05	+	TATGTCATACCTAAACTGTCCCCTAGAGACCATTG	Upstream_CTCF	15
chr3	172047015	172047165	id-72466	1.27e-06	+	AAGCTGTATTGCGAAGGCCCCACTAGGGGTCTCTA	UpstreamP1_CTCF	30
chr3	172050416	172050566	id-72467	3.18e-09	+	GCTGTCCTTTCTCCCATGGCCAGAAGAGGGCACTG	Upstream_CTCF	40
chr3	172051990	172052140	id-72468	4.03e-06	+	CTATACTGCTAACGTTTCTCCACAAGGTGGCATTG	UpstreamP1_CTCF	35
chr3	172059389	172059539	id-72469	1.15e-07	-	TTGTTTTTGCAACAACTTTCCAGCAGATGGCAGTA	UpstreamP1_CTCF	39
chr3	172077122	172077272	id-72470	2.6e-07	+	ACCTAGAATACAAGGTGAGCCAGCAGATGGCAGAA	V_CTCF_BR	5
chr3	172140274	172140424	id-72471	1.43e-05	+	GTGGTAATTTACATTTCCACCAACAGGGTGCAAGG	Upstream_CTCF	9
chr3	172144555	172144705	id-72472	9.71e-06	+	GATGTCATCTGCCAGTGTACCACCTGGGGCCAGCA	Upstream_CTCF	14
chr3	172179453	172179603	id-72473	2.1e-06	+	ACTGCTATTCTCTCTCTCTCCACTAGAGGAGCTCT	Upstream_CTCF	40
chr3	172195198	172195348	id-72474	2.78e-06	-	TACCACACACTATGAGCTGCCACCAGGTGGCGAGT	V_CTCF_BR	40
chr3	172208036	172208186	id-72475	3.8e-08	+	GCTTAAAGGAAGAGTGCGTCCACCAGGGGGCACAG	V_CTCF_BR	40
chr3	172314011	172314161	id-72476	6.21e-06	-	AGTGTGCTATTCAGGAGAGCCGATAGAGGGCGGTT	Upstream_CTCF	40
chr3	172341137	172341287	id-72477	1.19e-06	-	TAAAAATTTAAAGCCATTGCCAGTAGAGGGCGCCT	V_CTCF_BR	40
chr3	172341478	172341628	id-72478	1	+	NA	NONE	13
chr3	172341759	172341909	id-72479	8.59e-05	+	GCACGATGTGCAGGGACGGCCAGGAGAGGATGCTA	V_CTCF_BR	29
chr3	172384130	172384280	id-72480	2.04e-05	-	TGGTTGCTTATATTGGGATGCTGCAGGGGGCAGTG	V_CTCF_BR	37
chr3	172384727	172384877	id-72481	1.92e-05	-	ATGAAGAGGATTTCTATTTCCACTAGGCGGCGCTG	UpstreamP1_CTCF	40
chr3	172391047	172391197	id-72482	1.19e-06	+	AATGTGGCAGGATCACTGTCCTCTAGGGGGAGCTC	V_CTCF_BR	38
chr3	172393496	172393646	id-72483	1.96e-07	-	TTGCAATACTGGATTGTCTACACTAGATGTCGCTG	UpstreamP1_CTCF	37
chr3	172428953	172429103	id-72484	1.96e-07	-	ATGCAGTACAAACCAGTGTCCTCCAGAGTCCGCTG	UpstreamP1_CTCF	40
chr3	172429410	172429560	id-72485	1	+	NA	NONE	17
chr3	172435401	172435551	id-72486	1.04e-06	-	TATGAGCTTCAAACCATAACCAGTAGAGGGCATTA	Upstream_CTCF	38
chr3	172438033	172438183	id-72487	7.84e-05	-	AGGTGGCCTTTCACTTAATTCAGTAGGTGGAGCCG	V_CTCF_BR	5
chr3	172468258	172468408	id-72488	1.21e-09	-	GAGAAGTGCCCGGATGTGGCCAGGAGGTGGCGGTG	UpstreamP1_CTCF	40
chr3	172477924	172478074	id-72489	1	+	NA	NONE	0
chr3	172527072	172527222	id-72490	1.38e-06	+	AATTCATAAGTAAAATTAGCCACAAGATGGCAGCA	V_CTCF_BR	34
chr3	172554310	172554460	id-72491	1.26e-07	+	TCCATCCATCCATCCATCGCCAGTAGGGGGAGCAG	V_CTCF_BR	39
chr3	172629065	172629215	id-72492	5.13e-05	-	AAGCCAAAACTCAGACTCCCCACTAGAAGGTGCTG	V_CTCF_BR	19
chr3	172698829	172698979	id-72493	1	+	NA	NONE	4
chr3	172700619	172700769	id-72494	3.16e-05	+	ACATTTCTACTCAGTGTGGCCACATGGTGGTGTAA	Upstream_CTCF	23
chr3	172705192	172705342	id-72495	3.09e-07	+	TTCTTGGAACATTTCCCTACCAGCAGAGGGAACCC	V_CTCF_BR	37
chr3	172763688	172763838	id-72496	2.43e-06	-	TTATTGCAAAATTTTATTGCCACAAGGTGGCAGAC	V_CTCF_BR	35
chr3	172938909	172939059	id-72497	2.81e-05	+	GGTGGCCACCTACTTTTTGGCACTAGATGGTGCCT	V_CTCF_BR	38
chr3	172967372	172967522	id-72498	1	+	NA	NONE	15
chr3	172993708	172993858	id-72499	5.26e-07	-	CCTTCAGCTCCTGCTACTTCCTAAAGGGGGCACTC	Upstream_CTCF	17
chr3	173089766	173089916	id-72500	2.43e-06	+	GTGTGGGATGCAGAAGAGGTCAGCAGATGGCAGCA	V_CTCF_BR	40
chr3	173113379	173113529	id-72501	5.48e-05	+	TGGGCCCTTCACCCCTCCTGCCGCCGCGGGCGCTG	Upstream_CTCF	18
chr3	173115697	173115847	id-72502	1	+	NA	NONE	29
chr3	173129569	173129719	id-72503	1.04e-05	+	AAAATTAATACTAGTGGCAGCACCAGAGGGAGCCA	V_CTCF_BR	40
chr3	173246977	173247127	id-72504	1.32e-08	+	GTGTGGTTTGACCTACCGGCCAGTAGGTGGCACTT	UpstreamP1_CTCF	39
chr3	173256309	173256459	id-72505	4.88e-05	+	GTGTAATACATTTAACCTACCACTAGGTAACTGGC	UpstreamP1_CTCF	20
chr3	173271573	173271723	id-72506	1.04e-07	-	TCAGTGCCCTGCATATCAGCCAGCAGAGGGCTCAA	V_CTCF_BR	40
chr3	173302035	173302185	id-72507	5.61e-08	+	CCTGCAATATCGCCTGGAGCCACTAGGGGTATCTT	Upstream_CTCF	40
chr3	173303483	173303633	id-72508	2.39e-05	-	GCTCAGTTGGAAAGAAAAGCCAGTAAGTGGCGAGG	UpstreamP1_CTCF	1
chr3	173450942	173451092	id-72509	7.11e-06	+	TGGGAAGATCCAATTTGAACCAGCAGGTGGTGCTT	Upstream_CTCF	38
chr3	173502924	173503074	id-72510	8.21e-05	+	AGAATTCCTTGTTTCCCAGGCCACAGATGGCGCCA	V_CTCF_BR	16
chr3	173594421	173594571	id-72511	2.1e-05	-	TAAGTTGTTCCAACTTTGGCCACTGGGAGCTCTTT	Upstream_CTCF	35
chr3	173711277	173711427	id-72512	1.82e-06	+	ATGCTATGGTAACTTTTGGTCAGTAGATGGAGTTG	UpstreamP1_CTCF	38
chr3	173720457	173720607	id-72513	2.96e-05	-	TTTCCCTCCATTTTTTTTTCCCCCAGGGGGTGCTA	V_CTCF_BR	31
chr3	173808765	173808915	id-72514	2.6e-05	+	CTGAAGAAGTACAGTGCTGCAGCCAGGAGGCAGGA	UpstreamP1_CTCF	34
chr3	173843172	173843322	id-72515	9.25e-06	+	GTGTGGGCTGAACAACTAGCCAGATGGTGGTGCTG	V_CTCF_BR	39
chr3	173865016	173865166	id-72516	1.15e-06	-	TTTGCTCTTGTTCGGTAGACCTGTAGGTGGGGCCC	Upstream_CTCF	5
chr3	173935906	173936056	id-72517	1	+	NA	NONE	12
chr3	173937652	173937802	id-72518	1.71e-06	+	CATTAGTACAGAAGAGCAGCCAGCAGGTGTCAGAC	V_CTCF_BR	22
chr3	174043830	174043980	id-72519	1	+	NA	NONE	12
chr3	174061133	174061283	id-72520	2.19e-05	-	CTTTATTGCTTTAACATGGCCACTAGTTGGCCAGT	UpstreamP1_CTCF	8
chr3	174073383	174073533	id-72521	3.88e-06	+	AGTGTGCTGATAAGAAGAGACACCAGAGGGCTCAC	V_CTCF_BR	38
chr3	174115747	174115897	id-72522	1.03e-05	+	CTGAAATTTATTATTTCATACACCAGATGTCACTG	UpstreamP1_CTCF	33
chr3	174158634	174158784	id-72523	1.7e-05	+	GGCGGAGGCGCCGGGGCCGCCGCTCGGGGGCGAGG	Upstream_CTCF	9
chr3	174158976	174159126	id-72524	3.88e-06	+	GGGGCCGAGGGGCGCCCGGCCGGCGGCGGGTTCTG	V_CTCF_BR	17
chr3	174247210	174247360	id-72525	2.78e-06	+	TGGCCCTCTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	9
chr3	174249509	174249659	id-72526	1	+	NA	NONE	3
chr3	174338104	174338254	id-72527	1.21e-06	-	AAAGTAGTTCATGTAATATCCAGTAGGTGTTGCTG	Upstream_CTCF	33
chr3	174357801	174357951	id-72528	9.29e-06	+	TTTGTAATGCTTTAAATCCACGTTAGGGGGAGGGA	Upstream_CTCF	1
chr3	174539321	174539471	id-72529	6.15e-05	-	TGTGTAATTGCCCAAATCTCCTCCAGGCCTAGCTA	Upstream_CTCF	3
chr3	174579990	174580140	id-72530	1	+	NA	NONE	28
chr3	174609743	174609893	id-72531	6.39e-05	-	TGTGAACTAAGCAGTTTCTGCTTTAGGGGGCACCC	Upstream_CTCF	13
chr3	174704583	174704733	id-72532	1	+	NA	NONE	11
chr3	174839171	174839321	id-72533	1.38e-07	-	AGTGTTGTATCTTACCTGTCCAGAGGAGGGCGCCA	Upstream_CTCF	39
chr3	174864159	174864309	id-72534	2.43e-06	-	CAGTTAGTTATTAGTAGTCCCACCAGAGGGCAGAC	V_CTCF_BR	32
chr3	175022890	175023040	id-72535	1	+	NA	NONE	1
chr3	175075693	175075843	id-72536	1	+	NA	NONE	2
chr3	175140667	175140817	id-72537	1	+	NA	NONE	14
chr3	175203336	175203486	id-72538	3.84e-06	+	GTTCAATGGCAGGAATCATCCAGCAGGGGAGAAAG	UpstreamP1_CTCF	11
chr3	175658829	175658979	id-72539	1.51e-08	-	TTGCAGGTTTGTCTCCTAGCCAGTAGGTGGCACTT	UpstreamP1_CTCF	33
chr3	175659345	175659495	id-72540	7.63e-11	-	GTGCAGTTCAACCTCCAGGCCAGTAGGTGGCACTT	UpstreamP1_CTCF	38
chr3	175674874	175675024	id-72541	1	+	NA	NONE	32
chr3	175723222	175723372	id-72542	1.21e-06	-	CAGTATCTCTGGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	3
chr3	175889227	175889377	id-72543	1	+	NA	NONE	0
chr3	175926878	175927028	id-72544	4.5e-06	-	TTTGGTATTCTTGTATTTACCAGTAGTGGGCCTCA	Upstream_CTCF	6
chr3	176014141	176014291	id-72545	1	+	NA	NONE	3
chr3	176069419	176069569	id-72546	1	+	NA	NONE	1
chr3	176077112	176077262	id-72547	5.74e-05	-	CCGTATGATGGCAGATGGGCCACTAGATGGGCAGC	UpstreamP1_CTCF	17
chr3	176148171	176148321	id-72548	2.43e-06	-	TGGTCATGTGGTTTGCTTGCCAGGAGATGGCAATA	V_CTCF_BR	39
chr3	176208205	176208355	id-72549	6.8e-06	+	CTTGCAAGGCTAAATCCAGTCAGCAGGAGGCCTGA	Upstream_CTCF	6
chr3	176232136	176232286	id-72550	5.96e-07	+	ATGAAGAGGGTGTCTATTTCCACTAGGTGGCGCTG	V_CTCF_BR	38
chr3	176351449	176351599	id-72551	1.48e-06	+	CTGTTGTAACAAGGTCCTGCCAGTGGAGAGAGCCC	UpstreamP1_CTCF	22
chr3	176368294	176368444	id-72552	9.66e-05	+	CATGCAATATAGTCTTTCACCACTAGTCACAATCC	Upstream_CTCF	33
chr3	176369571	176369721	id-72553	8.71e-06	-	TGCTTCTGGCAAATCTTGGCCAGAAGGGGGAGAAT	V_CTCF_BR	18
chr3	176381777	176381927	id-72554	7.15e-05	-	AAATTTTGTCATTTCATATCCTGTAGATGGCAATG	V_CTCF_BR	38
chr3	176532198	176532348	id-72555	5.63e-06	-	GGGCTCTTTATGAACAAGGGCTGTAGATGGCGCTG	UpstreamP1_CTCF	40
chr3	176590632	176590782	id-72556	1.41e-06	+	CAGCTGATGCCCATCCTCACCGGCAGAGGGAGCAT	UpstreamP1_CTCF	40
chr3	176656908	176657058	id-72557	7.54e-08	-	TTGCAATCTTTAAGGCTTGCCAGTAGGTGGCATCC	UpstreamP1_CTCF	40
chr3	176768661	176768811	id-72558	7.82e-06	+	GTACTATTCTGAGTTTCTGCCAGTAGGGGTTGCTG	UpstreamP1_CTCF	37
chr3	176829611	176829761	id-72559	1	+	NA	NONE	1
chr3	176918201	176918351	id-72560	1.63e-05	-	TATGCTGGATATGTTGGGACAGCTAGAGGGCGAGG	Upstream_CTCF	1
chr3	177002388	177002538	id-72561	5.01e-06	-	ACAGGCAGAGGAAAAATGCACACCAGGTGGCTCCC	V_CTCF_BR	30
chr3	177075714	177075864	id-72562	1	+	NA	NONE	25
chr3	177077896	177078046	id-72563	1	+	NA	NONE	19
chr3	177096925	177097075	id-72564	4.88e-05	-	GTCCACTAGGCAGCAGACTCCACAAGGGTGAGGGT	UpstreamP1_CTCF	13
chr3	177165780	177165930	id-72565	1.13e-05	+	GGGCAGTGAACGGTAGCCACTATCAGGAGGTGCTC	UpstreamP1_CTCF	4
chr3	177188217	177188367	id-72566	1	+	NA	NONE	5
chr3	177201000	177201150	id-72567	7.9e-07	-	CTGCAGTGAGTAGGATCAGCCACCAGAGAGCCTGT	UpstreamP1_CTCF	36
chr3	177239128	177239278	id-72568	1.19e-06	+	TAATGCTGCCGCCTATCTGACAGCAGGTGGAGCTC	V_CTCF_BR	12
chr3	177269430	177269580	id-72569	1.38e-06	+	ACACACAGTGCACTTCCCACCTCCAGAGGTCACCA	V_CTCF_BR	5
chr3	177279265	177279415	id-72570	4.7e-05	-	TGAGTGCTAGAGAAACAGCCCAACAGGGGGCTTTC	Upstream_CTCF	7
chr3	177309239	177309389	id-72571	1	+	NA	NONE	3
chr3	177340380	177340530	id-72572	4.88e-06	-	CTGCTATTGCCACCTTTTTGCAGAGGAAGGTACTG	UpstreamP1_CTCF	13
chr3	177394337	177394487	id-72573	1	+	NA	NONE	1
chr3	177495653	177495803	id-72574	4.01e-09	-	ATGCAGTCCCCAGAGATGGACACAAGGTGGCTCAG	UpstreamP1_CTCF	39
chr3	177534864	177535014	id-72575	2.15e-05	-	AGAAAGTTTGCAAAGTCCTGCTCTAGAGGGCACCC	V_CTCF_BR	35
chr3	177611247	177611397	id-72576	2.91e-05	-	GCTGCCATTTCCATAGCTGCCTCTAGGACACAGGA	Upstream_CTCF	32
chr3	177617168	177617318	id-72577	3.8e-08	-	ATTGGGGGGCCACCCAGCACCAGCAGAGGGCAGGA	V_CTCF_BR	9
chr3	177624062	177624212	id-72578	1	+	NA	NONE	21
chr3	177740499	177740649	id-72579	1.24e-05	+	AGAATGCCTCTGGTGGTTGCCTGTAGGTGTCTGCA	V_CTCF_BR	19
chr3	177800457	177800607	id-72580	1	+	NA	NONE	3
chr3	177802125	177802275	id-72581	1.43e-05	+	TCTCTTGTGCTCATTTTATCCAGTAGGGGGACACA	Upstream_CTCF	39
chr3	177845144	177845294	id-72582	1.69e-05	+	CTGTAACACTCCTTCTGGGGCTTCAGAGGTCACGA	UpstreamP1_CTCF	2
chr3	177873421	177873571	id-72583	2.15e-05	-	CTCCTCCTGCCTATTCAGGCCTAGAGATGGCAGTG	V_CTCF_BR	21
chr3	177993815	177993965	id-72584	1	+	NA	NONE	9
chr3	178043316	178043466	id-72585	1.69e-05	-	GTGATATTCAACATTTTCTACTCTAGAGGCCAGTA	UpstreamP1_CTCF	32
chr3	178079656	178079806	id-72586	2.43e-06	-	CCTGTTTGCCTGAGTATCACCAGCAGAGGCTGCTG	Upstream_CTCF	4
chr3	178102201	178102351	id-72587	1	+	NA	NONE	13
chr3	178103246	178103396	id-72588	1.64e-06	-	CCTGCATTAATGCAGTGACCCACTAGATGTCAATG	Upstream_CTCF	40
chr3	178140299	178140449	id-72589	1	+	NA	NONE	12
chr3	178152361	178152511	id-72590	4.65e-06	+	AGGAAGTGATGTTTTCAAGGCAGCAGATGGCACTC	UpstreamP1_CTCF	34
chr3	178154600	178154750	id-72591	1.75e-07	+	GAGTTCTTCTCAATTATGTCCAGTAGGTGGCATTA	UpstreamP1_CTCF	39
chr3	178161514	178161664	id-72592	6.39e-05	+	TCATAATTATCAGAGAATTCCACAAGGTGTCAGCC	Upstream_CTCF	21
chr3	178169713	178169863	id-72593	4.23e-06	-	GTGTAGTGGCCAGGGCTGAGGAGCAGGTGTGCCCC	UpstreamP1_CTCF	4
chr3	178323540	178323690	id-72594	1	+	NA	NONE	7
chr3	178421160	178421310	id-72595	3.42e-05	-	CATCCCCTGACTGAAATGACCAGCAGGAGGCCAGA	Upstream_CTCF	22
chr3	178433156	178433306	id-72596	1	+	NA	NONE	1
chr3	178463768	178463918	id-72597	5.34e-06	+	TGACCCTTTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	9
chr3	178513281	178513431	id-72598	1	+	NA	NONE	7
chr3	178633340	178633490	id-72599	4.3e-08	-	CTGCAGTTTGACTTCCCAGCCAGTAGGCGGAACTT	UpstreamP1_CTCF	14
chr3	178665641	178665791	id-72600	8.59e-05	-	CATTTTTGTAATCCCTCTGTCTCTAGGGGTCAGTG	V_CTCF_BR	22
chr3	178684461	178684611	id-72601	5.72e-07	-	CTGCATTAACTGTTTAGAAACAGAAGAGGGCACCT	UpstreamP1_CTCF	39
chr3	178733424	178733574	id-72602	2.89e-07	+	ACTGTAAAATCTAGACAGTCCACAAGGTGGCACTA	Upstream_CTCF	39
chr3	178745453	178745603	id-72603	1	+	NA	NONE	14
chr3	178764945	178765095	id-72604	2.53e-05	+	AACCCAGAGCCCAGTAGCTCCACTAGGTGGCTAGA	V_CTCF_BR	29
chr3	178786668	178786818	id-72605	2.27e-05	-	GTCCCAGAGAAGGCAGGCCTCGCTAGAGGGCACAG	V_CTCF_BR	10
chr3	178787060	178787210	id-72606	2.27e-06	+	CATAATGTCTCCTGCCTCCCCCCCAGATGGCGCCG	V_CTCF_BR	40
chr3	178816596	178816746	id-72607	1.83e-05	-	TCCAACTACAGTAGAGTGAGCAGTAGGAGGCAGCA	V_CTCF_BR	27
chr3	178822978	178823128	id-72608	5.65e-05	+	TTACAACATCAACTTCATTACACTAGATGGCAGCA	V_CTCF_BR	36
chr3	178865040	178865190	id-72609	8.13e-06	+	CCAATATTACAACAAAAGACCAGTAGGGGGAGAAA	Upstream_CTCF	40
chr3	178932828	178932978	id-72610	7.11e-06	-	AGTGCAATATACCAGGCTGCCTCTTGATGCTGCTG	Upstream_CTCF	4
chr3	178940396	178940546	id-72611	1	+	NA	NONE	5
chr3	178990282	178990432	id-72612	2.38e-07	-	ACAGATTCCCAAATGCCCACCAGGAGGTGGCACCG	V_CTCF_BR	39
chr3	178999240	178999390	id-72613	1	+	NA	NONE	2
chr3	179033891	179034041	id-72614	1.9e-06	-	GTTGCAGTTCTCAAGTCTTACACCAAGTGGTGCCA	Upstream_CTCF	40
chr3	179039484	179039634	id-72615	2.96e-05	-	AACCGGGAATCGGTGGAAACCACAAGGGGGTGTCA	V_CTCF_BR	40
chr3	179040607	179040757	id-72616	4.31e-09	+	CTGCGGCGGCGCAAGGCCTCCGGCAGGGGGCGCGG	UpstreamP1_CTCF	40
chr3	179041087	179041237	id-72617	5.01e-06	+	CGTGCGGGCGCATCTTCTAACGGGAGAGGGCGGGA	V_CTCF_BR	23
chr3	179091893	179092043	id-72618	1	+	NA	NONE	18
chr3	179128242	179128392	id-72619	1.16e-05	+	TGTGTAATCTTCTCACTGTCCTGTAGATGACTGTC	Upstream_CTCF	22
chr3	179139424	179139574	id-72620	2.23e-06	+	CTGCTTCAGCTCCCAGCAAACACTGGATGGCAGAC	UpstreamP1_CTCF	39
chr3	179164403	179164553	id-72621	1.83e-05	+	GCCGCTTATTATCATCACTCCACCAGAGGGCATAC	V_CTCF_BR	38
chr3	179194127	179194277	id-72622	1.27e-06	-	CTGCAGGAACAAGACTCCAACACTAGAGAGCTGTA	UpstreamP1_CTCF	10
chr3	179276678	179276828	id-72623	8.02e-05	-	GGTGCAACAATTGGCTTTGCCACATTGGGTCGCTG	Upstream_CTCF	40
chr3	179281298	179281448	id-72624	8.23e-05	+	CGGAGGGTTCCCAGAGTGTCCCATAGGTGGCAAAG	UpstreamP1_CTCF	40
chr3	179367490	179367640	id-72625	1.82e-07	+	ATGAGGTTTCTTCACCCGTCCAGTAGAGGGCGCAC	V_CTCF_BR	40
chr3	179370313	179370463	id-72626	1	+	NA	NONE	19
chr3	179370661	179370811	id-72627	5.01e-06	-	AGCGCCAGCCGCAGCGTGCCGGGGAGGGGGCGCTG	V_CTCF_BR	13
chr3	179371213	179371363	id-72628	1	+	NA	NONE	27
chr3	179384580	179384730	id-72629	2.86e-06	+	TCTCAGTAGCACCAGGCAGCCCGCAGGGGGCTAGA	UpstreamP1_CTCF	20
chr3	179389652	179389802	id-72630	6.23e-05	+	CAGCAATGACCGCTTGTTTTCCACAGGAGACACTG	UpstreamP1_CTCF	2
chr3	179468657	179468807	id-72631	5.89e-08	+	GCGCTGTGCCTTTTCTCTGACACTAGGGGGAAGCA	UpstreamP1_CTCF	40
chr3	179485956	179486106	id-72632	1.39e-05	+	GTAAAGCTGCCAAGGTTTGGCTGCAGAGGGAAGGC	V_CTCF_BR	38
chr3	179491946	179492096	id-72633	3.97e-07	+	AGTGAGAACTCACTTATTACCAGGAGAGGGCACCA	V_CTCF_BR	10
chr3	179529519	179529669	id-72634	2.2e-07	+	TTGCACTTAGCTTCCTTTACCTCTGGAGGGCGACA	UpstreamP1_CTCF	40
chr3	179545204	179545354	id-72635	4.01e-05	-	AGGATGGTTCATCTTTGTTCCACAAGGTGTCAGAG	V_CTCF_BR	12
chr3	179547318	179547468	id-72636	1.85e-05	+	CTTAGAACACAGAAAGTGCCCACCCGGGGGCGGCA	Upstream_CTCF	4
chr3	179555278	179555428	id-72637	2.84e-05	-	GGGATGTTGCTAAAGTTAGCCACCGGGTGGACTAA	UpstreamP1_CTCF	27
chr3	179569964	179570114	id-72638	1.83e-05	-	ATGAGGTCTCCTGTCCACACCACATGAGGGAGCTA	V_CTCF_BR	36
chr3	179590763	179590913	id-72639	8.59e-05	+	TCTTGTGGAGGGTCAGGTGTTTGTAGGGGGCGCTG	V_CTCF_BR	16
chr3	179646957	179647107	id-72640	7.8e-08	+	CAGGTTGCTTCCCTAGCTGACAGCAGGGGGCAGCA	V_CTCF_BR	39
chr3	179736529	179736679	id-72641	8.99e-05	-	ACCTTAGAGAGCCATCTCAGAGGCAGGGGGAGCCC	V_CTCF_BR	14
chr3	179754460	179754610	id-72642	1.34e-06	-	CCGCAGCGCTGCCGAGTGGCCGCCGGCCGGCCGAG	UpstreamP1_CTCF	15
chr3	179803252	179803402	id-72643	5.65e-05	-	CCCCATGATTCAATTATCTCCACTTGGTGCCGCCC	V_CTCF_BR	11
chr3	180047037	180047187	id-72644	2.94e-06	-	CCTGCATCTGCTCATGCTGCCACTAGAGACTACTG	Upstream_CTCF	4
chr3	180082807	180082957	id-72645	1	+	NA	NONE	3
chr3	180312871	180313021	id-72646	1	+	NA	NONE	37
chr3	180319847	180319997	id-72647	1	+	NA	NONE	10
chr3	180320291	180320441	id-72648	1	+	NA	NONE	21
chr3	180349225	180349375	id-72649	1.48e-05	+	CTGTGTTTTCTCCTCTTCTCCTTCAGGAGGCAGCA	UpstreamP1_CTCF	34
chr3	180351643	180351793	id-72650	3e-06	+	TGGTAGTGGCCTGGAGTGTCCTGCAGAGGCTCCCA	UpstreamP1_CTCF	20
chr3	180364069	180364219	id-72651	2.31e-07	+	AGGGCAATTCTTTTTATAACCACCAGAGGACACAT	Upstream_CTCF	35
chr3	180396957	180397107	id-72652	5.65e-05	-	CGGGAGGAAGCAGAGAGAGCCTGTTGGGGGCGTTT	V_CTCF_BR	10
chr3	180397951	180398101	id-72653	1	+	NA	NONE	38
chr3	180401610	180401760	id-72654	8.99e-05	-	GGATTTGATTTTATACAGTTCAGTAGATGGCGGTG	V_CTCF_BR	1
chr3	180407968	180408118	id-72655	3.81e-05	+	TTTATTCATTTACTCTGATCCAGTAGATGGTGCTA	V_CTCF_BR	17
chr3	180520745	180520895	id-72656	2.4e-05	+	CTTCCTTTGCTTCACTTTTACTCTAGATGGCAGCA	V_CTCF_BR	40
chr3	180522779	180522929	id-72657	7.27e-06	+	AGCACATTCCACCCTGGTGACACAAGGGGGTGCAC	V_CTCF_BR	34
chr3	180573368	180573518	id-72658	1.46e-07	-	ATGCAGTTCAACCTCAATATCAGTAGGTGGCACTT	UpstreamP1_CTCF	33
chr3	180587876	180588026	id-72659	1.28e-06	-	CCCGCACTCGCACGCTCTGCCGCCAGGAGTGGCAG	Upstream_CTCF	16
chr3	180630063	180630213	id-72660	3.88e-06	-	CCGCGGCGGCCGAGTAGTGCCTCCAGCTGCCACAG	V_CTCF_BR	40
chr3	180680681	180680831	id-72661	2.72e-05	+	ATGGGTTTCAGACCTTCTTCCACCAGAGGGCCTGA	UpstreamP1_CTCF	8
chr3	180821521	180821671	id-72662	1.84e-06	+	TAACACATTTGTAAACTAACCACCAGGTGGTGCCA	V_CTCF_BR	33
chr3	180894510	180894660	id-72663	4.1e-06	-	CATGCTATTTTAAAGTTAGGCATTAGGAGGCAGCA	Upstream_CTCF	37
chr3	180928121	180928271	id-72664	7.27e-06	+	AAAGCTTCAACAGTGTTTTCCAGCAGGTGTCACTG	V_CTCF_BR	32
chr3	180948172	180948322	id-72665	3.65e-07	+	TGAGTTGGTTGGCCTCCAGCCAGGAGGTGGCGCTT	V_CTCF_BR	5
chr3	180975571	180975721	id-72666	1	+	NA	NONE	0
chr3	180996599	180996749	id-72667	6.21e-05	-	ACCTTTGGGGGCTTTAAATACACTAGGGGGTGCTA	V_CTCF_BR	27
chr3	181042390	181042540	id-72668	5.01e-06	-	CCTGACTGGGAGACACCTTCCAGCAGAGGTCGACA	V_CTCF_BR	13
chr3	181044538	181044688	id-72669	4.68e-07	+	ACTCCAGGTGTTTGTATATCCACTAGAGGGCACTG	V_CTCF_BR	38
chr3	181072040	181072190	id-72670	1.26e-05	+	CATGTAGTTCACCTGGAGATCTTCAGGTGGAGTCC	Upstream_CTCF	9
chr3	181172267	181172417	id-72671	1	+	NA	NONE	11
chr3	181267097	181267247	id-72672	6.05e-06	+	GAACAAGAATTAGACTTGGCCACAAGAGGGAATCA	V_CTCF_BR	6
chr3	181282107	181282257	id-72673	3.56e-05	+	CATGCAAAAAAATATTTGTACACAAGGTGGTGATG	Upstream_CTCF	10
chr3	181413261	181413411	id-72674	5.96e-07	+	AGGGGGCTGGCGGACACGGCCGGGTGGTGGCGCAG	V_CTCF_BR	23
chr3	181418349	181418499	id-72675	3.45e-05	-	AAAACATTGGTTCAAGTTGCCATTAGAGGGCGCCA	V_CTCF_BR	40
chr3	181419983	181420133	id-72676	1.21e-09	-	TGCGCAGCTCCTACTGTGTCCAACAGGGGGCGCTG	Upstream_CTCF	40
chr3	181427419	181427569	id-72677	5.21e-08	+	TCTTGGAAAAGCGAATCTACCAGCAGGGGGCGCAC	V_CTCF_BR	36
chr3	181444432	181444582	id-72678	2.47e-07	+	CTGCGGCAGCCGGGGCTGGCGTGGAGGGGGCGCTG	UpstreamP1_CTCF	13
chr3	181557074	181557224	id-72679	1	+	NA	NONE	5
chr3	181586472	181586622	id-72680	1.64e-05	-	ACATAGGTACCTGAGCCAACCTGAAGGGGGCATGG	V_CTCF_BR	7
chr3	181612593	181612743	id-72681	1	+	NA	NONE	14
chr3	181653826	181653976	id-72682	3.81e-05	-	CAAATTATTCCTATGTCTGCCAGCAGAGGCCTCTT	V_CTCF_BR	13
chr3	181666219	181666369	id-72683	3.81e-05	+	GACATGGCAAGGCACCACCTCACTAGTGGGCGCTC	V_CTCF_BR	24
chr3	181745992	181746142	id-72684	1	+	NA	NONE	2
chr3	181770331	181770481	id-72685	5.28e-05	-	CATGAAGTACATTTTTCAGCCACTAGCTGTGGTAT	Upstream_CTCF	4
chr3	181857526	181857676	id-72686	7.15e-05	+	TCTGAGAAAATCAGTGTGCACTGATGGGGGCGCTA	V_CTCF_BR	13
chr3	181880320	181880470	id-72687	1.04e-05	-	TTCCAAAACTGTTTGAGATCCACCAGGGGGAGATG	V_CTCF_BR	2
chr3	181944919	181945069	id-72688	3.56e-05	-	CACGTACTGAAGAGTCATACCACTCGAGGGAGCTA	Upstream_CTCF	12
chr3	181957245	181957395	id-72689	1	+	NA	NONE	8
chr3	181966253	181966403	id-72690	1.97e-06	+	CATTAAACTTCACAATTGGCCACCAGATGGCTCTT	V_CTCF_BR	21
chr3	181976478	181976628	id-72691	3.09e-05	-	TTCCAATGATTTTAAAGTTTCACTAGAGGGCACTC	UpstreamP1_CTCF	37
chr3	181977439	181977589	id-72692	1	+	NA	NONE	3
chr3	182047443	182047593	id-72693	1	+	NA	NONE	0
chr3	182082270	182082420	id-72694	1	+	NA	NONE	15
chr3	182110098	182110248	id-72695	1.03e-06	+	TTGCATTTAGGGTAAGAAACCACCAGGTGGACTCC	UpstreamP1_CTCF	14
chr3	182208510	182208660	id-72696	8.91e-07	-	TGGGTTGTAGTTAAATCCGCCAGCAGAGGGAGTTA	Upstream_CTCF	34
chr3	182285716	182285866	id-72697	1	+	NA	NONE	3
chr3	182314229	182314379	id-72698	5.7e-05	-	AGTGAATTCCCCTCTCAGAAAGGGAGGGGGCGAGA	Upstream_CTCF	1
chr3	182336044	182336194	id-72699	1	+	NA	NONE	38
chr3	182339851	182340001	id-72700	1	+	NA	NONE	36
chr3	182389880	182390030	id-72701	1.31e-05	+	GAAGCTAACTGACCAGGCGACACCAGGAGGAGCAC	V_CTCF_BR	10
chr3	182400089	182400239	id-72702	4.68e-07	+	AGGTCGCCGCCCAGCACGGTCTGCAGATGGCAGCC	V_CTCF_BR	36
chr3	182401472	182401622	id-72703	3.79e-08	-	TTGCAGTGCCCACCTTCTTCCACAGAGGGGCACTC	UpstreamP1_CTCF	40
chr3	182415970	182416120	id-72704	2.27e-06	-	CAGTATGAGGTGTTTTTAGCCACAAGAGGGCAAAA	V_CTCF_BR	10
chr3	182422835	182422985	id-72705	1.7e-05	+	CATGCTACACCACACAGGCCCACTTGGGGAGCACC	Upstream_CTCF	23
chr3	182428475	182428625	id-72706	8.81e-07	-	TTTCAAATTTTTACTCTGGCCTCTAGAGGGCAGAC	V_CTCF_BR	40
chr3	182431949	182432099	id-72707	2.93e-08	+	CTGCAGTTTCTCCCACTTAGCATAAGGTGGCACCA	UpstreamP1_CTCF	40
chr3	182440898	182441048	id-72708	8.98e-06	+	CTGCAAGGCTGCAAAGCGGCCACTAGAGCCTTAGT	UpstreamP1_CTCF	3
chr3	182555753	182555903	id-72709	4.21e-05	-	AGACTTTGAAACATTTCAACCAACAGGGGGAGATA	V_CTCF_BR	37
chr3	182622071	182622221	id-72710	1	+	NA	NONE	38
chr3	182627162	182627312	id-72711	1	+	NA	NONE	39
chr3	182665834	182665984	id-72712	1	+	NA	NONE	22
chr3	182728035	182728185	id-72713	2.15e-05	+	GGTGGGGAAAAACTACTAACCTCTAGGGGCAGCAC	V_CTCF_BR	15
chr3	182803533	182803683	id-72714	1.38e-06	+	GGCTTCCTGTTAGGTTTCACCAGTAGGGGTCACTG	V_CTCF_BR	39
chr3	182817454	182817604	id-72715	5.13e-05	-	AAGAAACAGTGACAGGCAACCAAGAGGGGGAGGAT	V_CTCF_BR	30
chr3	182832216	182832366	id-72716	6.43e-06	-	GCCATCAGTTCTGCAGTGGACACCAGATGGCTTCC	V_CTCF_BR	3
chr3	182840244	182840394	id-72717	2.08e-07	+	GTGCAGAAGCAGCAAGTTACCACAAGATGGGGCTA	UpstreamP1_CTCF	40
chr3	182877322	182877472	id-72718	2.43e-06	+	GAAGCAGCCCCAGCAGGGTGCAGCAGAGAGAGTCA	Upstream_CTCF	38
chr3	182879686	182879836	id-72719	4.71e-06	-	ACCGCCCGGCTAACATGCTCAAGCAGGGGGCGCGG	Upstream_CTCF	6
chr3	182897145	182897295	id-72720	1.03e-05	+	GCGCAGCGCCCTCGCCTGGAAACCAGCCGTCGCCC	UpstreamP1_CTCF	33
chr3	182902500	182902650	id-72721	7.49e-07	+	ATGGTGTTTCCCTTACTGTCCAGTGGATGGCACAA	UpstreamP1_CTCF	37
chr3	182906801	182906951	id-72722	6.05e-06	-	CTTTTAAATGTCCGACATGCCAGCAGAGGTCAGTG	V_CTCF_BR	39
chr3	182963086	182963236	id-72723	2.34e-06	+	GTGCCATGAGGAGTAAACTCCAGCAGGGGCTGGAG	UpstreamP1_CTCF	10
chr3	182971928	182972078	id-72724	3.36e-07	+	AGGGCACGCCGGCCCTCGCCCGGCGGGTGGCGCCA	V_CTCF_BR	21
chr3	183045704	183045854	id-72725	7.27e-06	+	GGGTGGGAACTCTAGATAGCCTCTGGATGGAGCTG	V_CTCF_BR	1
chr3	183100300	183100450	id-72726	2.73e-07	-	ATTGCATTACCGCGTTTCCTCAGAAGGTGGCACTA	Upstream_CTCF	39
chr3	183103895	183104045	id-72727	1.03e-06	-	GGTTCACATTCCAACACAACCAGTAGGTGGCTCCA	V_CTCF_BR	40
chr3	183128614	183128764	id-72728	3.81e-05	+	AAGCAGAAGAATGGTATAGACACAGGAGGGAAGCA	V_CTCF_BR	0
chr3	183145130	183145280	id-72729	1	+	NA	NONE	1
chr3	183153666	183153816	id-72730	1	+	NA	NONE	2
chr3	183165538	183165688	id-72731	1	+	NA	NONE	24
chr3	183167289	183167439	id-72732	3.73e-06	+	GCTGCTCTAAGCCTGTTCCCCTGGAGGTGGCTCAG	Upstream_CTCF	28
chr3	183187236	183187386	id-72733	3.47e-07	+	CTGCAATTTGAAGAGAACACCAATAGGGGGATCCA	UpstreamP1_CTCF	40
chr3	183194047	183194197	id-72734	2.27e-05	-	TGGGACCTCACAGATCCTACCTGCAGAGGCTGCTC	V_CTCF_BR	0
chr3	183197861	183198011	id-72735	1.37e-08	-	GCTGCACTTTTAAAAGTGTCCACGAGGGGACAAAA	Upstream_CTCF	40
chr3	183198256	183198406	id-72736	6.21e-05	+	ACTCAGAAGTCACCTTCAACCACTAGGGGGTTTTA	V_CTCF_BR	40
chr3	183208139	183208289	id-72737	8.5e-06	+	ATTGCAGTACAACTGGTGAACACTAAGAGGCCAGG	Upstream_CTCF	13
chr3	183220677	183220827	id-72738	5.98e-05	+	ATTCAGCACCACGGAGCTGCCGAGTGGTGGCATCA	UpstreamP1_CTCF	33
chr3	183221653	183221803	id-72739	3.56e-05	+	GAGTCAACCCAAGACCATTCCAGCAGGGAGCAGAC	Upstream_CTCF	16
chr3	183231885	183232035	id-72740	7.6e-05	+	GCTCATTGAAGCCGACAGACCAGTGGAGGCAGCAG	UpstreamP1_CTCF	0
chr3	183233751	183233901	id-72741	9.66e-05	+	AGAGCGATGCAAGTTCACACTGCTAGGAGGCAGTA	Upstream_CTCF	12
chr3	183269798	183269948	id-72742	5.13e-05	-	GCGTTCCCCCACGGCATCACCAAAAGAGGGTGTCA	V_CTCF_BR	1
chr3	183278474	183278624	id-72743	1.48e-06	-	AACTGGAACCAGAAAGAGGCCACAAGATGGCAGGC	V_CTCF_BR	29
chr3	183302247	183302397	id-72744	1	+	NA	NONE	7
chr3	183310134	183310284	id-72745	5.68e-06	-	TACATCCATTTGAATTTAACCAACAGGGGGAGCCA	V_CTCF_BR	36
chr3	183484915	183485065	id-72746	5.96e-07	-	ACCTGGTATCCCAAGTCAGCCACTGGAGGGCAGTC	V_CTCF_BR	40
chr3	183535527	183535677	id-72747	2.6e-05	+	CTGCTCACCAGAGAGGCCAACGCTAGAGGGCCACC	UpstreamP1_CTCF	1
chr3	183541857	183542007	id-72748	1	+	NA	NONE	10
chr3	183542592	183542742	id-72749	2.83e-07	-	CCGCTGCCCTCGCAGCCGCCCTCCTGGGGGCAGCC	V_CTCF_BR	27
chr3	183543497	183543647	id-72750	3.65e-07	+	TGGGGGAAAGGCTGCACCGTCGCCAGGGGGCACCG	V_CTCF_BR	38
chr3	183602668	183602818	id-72751	2.81e-05	-	TGGTTCGGCTGCCGCTCAGCCGCGCGGGGGCGCTC	V_CTCF_BR	40
chr3	183604570	183604720	id-72752	3.09e-07	+	CTATTATGCCCAGACAGGGCCACCAGAGGGCTCCT	V_CTCF_BR	37
chr3	183613131	183613281	id-72753	2.06e-09	+	CTGCAGTTCTTCCTTCTGGTCAGGAGAGGGCAGGA	UpstreamP1_CTCF	40
chr3	183615879	183616029	id-72754	1.73e-06	+	TCGCTGTGCCAGCTTCTGCCCAGTAAATGGCAATT	UpstreamP1_CTCF	12
chr3	183621965	183622115	id-72755	1	+	NA	NONE	5
chr3	183622313	183622463	id-72756	5.51e-07	+	AGGTTTTGTAGGGTTTCCTCCTCCAGGGGGCACTG	V_CTCF_BR	38
chr3	183706174	183706324	id-72757	2.97e-06	-	CTTTAAAGAGCCGAGCTGTCCAGTGGAGGGCGGGC	V_CTCF_BR	9
chr3	183720299	183720449	id-72758	9.4e-06	-	GTGCGCTGATTATCTGAGGCCTGAGGATGGCGTTA	UpstreamP1_CTCF	1
chr3	183735307	183735457	id-72759	1	+	NA	NONE	40
chr3	183755730	183755880	id-72760	3.55e-08	-	CTGCACCTGCGCCTGATGGCCACCTGGTGGGGAGG	UpstreamP1_CTCF	19
chr3	183757881	183758031	id-72761	4.1e-06	+	GTGGCAAGGTTGCTAATGTCCACTAGAGGTAGTGC	Upstream_CTCF	39
chr3	183835558	183835708	id-72762	1	+	NA	NONE	7
chr3	183846952	183847102	id-72763	1.92e-05	+	GAGCGCAGCACAGCAATTACCTCTAGGGGGGGCGG	UpstreamP1_CTCF	40
chr3	183853119	183853269	id-72764	1	+	NA	NONE	40
chr3	183863137	183863287	id-72765	1.67e-07	+	GGGAGGACGGGTGTGCCAGCCACTAGGTGGTACTG	V_CTCF_BR	40
chr3	183867697	183867847	id-72766	8.21e-06	+	CTTTATGCTGAAAAGGTTGCCACTAGAGGTCTGTG	V_CTCF_BR	24
chr3	183882638	183882788	id-72767	5.65e-05	-	CCATGAAACTCAAGCCCCACCTGCTGGTGGAGTCA	V_CTCF_BR	4
chr3	183892963	183893113	id-72768	1	+	NA	NONE	26
chr3	183894889	183895039	id-72769	5.38e-05	-	TAGCTGAGCTTCCAGGGTGCAGCCAGGGGTCAGGG	V_CTCF_BR	5
chr3	183916425	183916575	id-72770	6.82e-05	-	CGACTCTACTGCACATTAAAAGGCAGGTGGCAGCA	V_CTCF_BR	10
chr3	183945284	183945434	id-72771	1.55e-07	+	CTGTCATGCTGCTGCCTCACCACCAGAGGGCCTTC	UpstreamP1_CTCF	40
chr3	183947337	183947487	id-72772	1.59e-06	+	CACAGTCACGAACTGGCGGCCGGCAGGTGCCGGGA	V_CTCF_BR	21
chr3	183952104	183952254	id-72773	3.86e-05	-	GGTGTGTCCCAGTCTCTCACCACTGGGGTGCAGCA	Upstream_CTCF	32
chr3	183958293	183958443	id-72774	5.13e-05	+	AGAGTGCTGAATTTCTGGGCAGCCAGGGGGCTCTT	V_CTCF_BR	24
chr3	183958874	183959024	id-72775	1.41e-06	-	CCTGCAGTGGGGATCATCAGTGCCAGGGGGCGGTC	Upstream_CTCF	0
chr3	183959761	183959911	id-72776	3.8e-08	-	GGGTGGGGCGCCAGCCCAAGCAGCAGGGGGCAGCC	V_CTCF_BR	40
chr3	183966554	183966704	id-72777	1.21e-06	+	GTGTAGCGCGGCTCCCGCAGCAGCAGGCGCCGCTC	UpstreamP1_CTCF	8
chr3	183967488	183967638	id-72778	1	+	NA	NONE	37
chr3	183968151	183968301	id-72779	4.41e-06	-	GGCGGCAATCTCCCCTCCACCCCTAGAGGGTGCTG	V_CTCF_BR	40
chr3	184002696	184002846	id-72780	1	+	NA	NONE	40
chr3	184007277	184007427	id-72781	7.55e-07	-	ACTGTATCCTTGAACCCCACCTCAAGATGGCGCCC	V_CTCF_BR	38
chr3	184007511	184007661	id-72782	1	+	NA	NONE	0
chr3	184008269	184008419	id-72783	1.34e-06	+	TCAGCCCCTCACTCTTCCTCCGCCAGGTGGAGCAT	Upstream_CTCF	2
chr3	184023480	184023630	id-72784	2.53e-05	+	TGTAATACTGATTTTCCTACCTCTAGGTGGCAGGT	V_CTCF_BR	40
chr3	184026627	184026777	id-72785	1	+	NA	NONE	15
chr3	184040507	184040657	id-72786	1	+	NA	NONE	5
chr3	184053505	184053655	id-72787	4.7e-06	-	CTCCTCCCAGAGCCGACTGCCACCTGAAGGCAGGG	V_CTCF_BR	5
chr3	184056253	184056403	id-72788	4.1e-06	-	GACGTCCTCCTTCCCCCCACCACCAGGGGCCCAGC	Upstream_CTCF	28
chr3	184063556	184063706	id-72789	8.58e-08	+	CATGTTCTTCTAGAGAGGGCCACAAGAGGGCCACA	Upstream_CTCF	40
chr3	184072180	184072330	id-72790	1.01e-09	+	GAGGGAAGCCTGGTTTCTGCCAGCAGGGGGCACCA	V_CTCF_BR	40
chr3	184072759	184072909	id-72791	8.56e-05	+	AGGCAGCCCACAGCGCCACCCAGGAGAAGTCTACC	UpstreamP1_CTCF	4
chr3	184081138	184081288	id-72792	2.84e-05	+	GTTCTCTCCGGTCTTGTCCACGCTAGGGGGTGCAC	UpstreamP1_CTCF	40
chr3	184089434	184089584	id-72793	7.1e-09	+	CTGCACTTCCTCCTGACCTCCACAGGAGGGAGGCA	UpstreamP1_CTCF	40
chr3	184104164	184104314	id-72794	7.44e-06	+	CCAGCTGCCGCTGGTAAAGACGCGAGGGGGAGCCC	Upstream_CTCF	1
chr3	184133900	184134050	id-72795	4.11e-07	+	TTGCAGTGAAGGGGAACGCACGCCATGGGGCACTG	UpstreamP1_CTCF	2
chr3	184135741	184135891	id-72796	6.97e-10	+	CCGCTGCTTCCTCTGATGGCCACCAGGGGGAGGCG	UpstreamP1_CTCF	40
chr3	184146483	184146633	id-72797	2.68e-05	+	AAAGCCCTCTCCATTGTGTCCACTGGAGGTTCCCA	Upstream_CTCF	2
chr3	184186287	184186437	id-72798	2.11e-06	-	TGCTCTGTTTGGTGGCTGACCTGTAGGAGGCGCTC	V_CTCF_BR	40
chr3	184187262	184187412	id-72799	9.57e-10	+	CCGCTGCTTCCTGTCGTGGCCACCAGGTGGAGGCG	UpstreamP1_CTCF	40
chr3	184200180	184200330	id-72800	8.03e-07	-	CCTGCCATCCAGCTCCTATCCGGCAGGAGACGGCA	Upstream_CTCF	5
chr3	184201276	184201426	id-72801	4.17e-05	-	CATGCAAATCTCCAAAATACCTCTGGGAGCAGTAC	Upstream_CTCF	16
chr3	184204433	184204583	id-72802	1	+	NA	NONE	4
chr3	184208995	184209145	id-72803	1	+	NA	NONE	11
chr3	184231629	184231779	id-72804	9.67e-08	-	AGGGAAGTTCAAAGCTCGCCCACTAGAGGGCATTG	Upstream_CTCF	40
chr3	184244011	184244161	id-72805	7.84e-05	+	GTGTGTGGGGCACAGGAATCCTCTAGGGGGCTTAC	V_CTCF_BR	12
chr3	184257955	184258105	id-72806	3.16e-05	-	TTGGCCTTACCACACCTGTGCAACCGGTGGGGGCG	Upstream_CTCF	8
chr3	184258989	184259139	id-72807	2.89e-09	-	GGGCGCCTTGTAAGAGTCACCAGCAGGGGGCGGTG	V_CTCF_BR	40
chr3	184261870	184262020	id-72808	8.58e-08	-	AGAGAAGTTCAGAGAAAATCCACCAGAGGGCACTG	Upstream_CTCF	40
chr3	184279146	184279296	id-72809	2.46e-08	+	GTCGCAGGGCAGACGCGGGCCACATGGGGGCGCCC	V_CTCF_BR	40
chr3	184292921	184293071	id-72810	6.49e-06	-	GTTCAGAGGCCTCAAGTGTCCACAAGGGGACTCAC	UpstreamP1_CTCF	6
chr3	184301942	184302092	id-72811	1.71e-06	-	TCTTGCCCTCCCTGCGGACCCAGTAGAGGGCGATG	V_CTCF_BR	37
chr3	184302550	184302700	id-72812	1	+	NA	NONE	15
chr3	184307054	184307204	id-72813	1	+	NA	NONE	2
chr3	184322109	184322259	id-72814	4.41e-06	+	AGCCCCCGCGCCGGGGCGACCGCGAGGGGCCGAGG	V_CTCF_BR	10
chr3	184350497	184350647	id-72815	8.46e-07	-	TGTGCAGGGCAGTCAGGTGGCGGCAGAGAGCGCCG	Upstream_CTCF	9
chr3	184406359	184406509	id-72816	2.6e-07	-	TCTGGCTAGCCAGCTCCTGCCACCAGCTGGAGGAA	V_CTCF_BR	11
chr3	184411269	184411419	id-72817	6.21e-06	+	CCGGGAAGGCCTGGTTCTCCCAGCAGGGGTCTCCT	Upstream_CTCF	12
chr3	184435148	184435298	id-72818	6.75e-05	-	GTGCGGAATAACAAGCAGCCCACAAAGGGGCTCCA	UpstreamP1_CTCF	17
chr3	184445361	184445511	id-72819	4.68e-07	-	ACCACACGTTTCTAAAGTGCCTCTAGGGGGCAGCA	V_CTCF_BR	40
chr3	184451069	184451219	id-72820	2.1e-05	+	GTGACACACAGTGCTCTCTCCACTAGGTGACACAG	UpstreamP1_CTCF	4
chr3	184459757	184459907	id-72821	2.4e-05	-	AGATGAAAATGAAAGCTGGCCTCCAGGGGGCCCTG	V_CTCF_BR	23
chr3	184466442	184466592	id-72822	6.49e-06	-	CTCAACTTGTCTCTTCTCACCTGCAGGGGGAGAGG	UpstreamP1_CTCF	38
chr3	184475173	184475323	id-72823	1.16e-05	-	GGGGCATTGGCTGCTGAGCCAGACAGGGGGCAGGG	Upstream_CTCF	12
chr3	184479190	184479340	id-72824	1	+	NA	NONE	4
chr3	184489668	184489818	id-72825	5.86e-07	-	ACTGGTCCGTCTGCCAGCACCACCAGGGGCAGCCA	Upstream_CTCF	12
chr3	184495660	184495810	id-72826	3.86e-08	-	GGTGAGATGTCAGATATGGCCACCAGGTGGCAATC	Upstream_CTCF	40
chr3	184521145	184521295	id-72827	7.8e-08	-	CTTGGGTTATGGCCCATGGCCACCAGATGGTGCTG	V_CTCF_BR	40
chr3	184525901	184526051	id-72828	1.03e-06	-	CCTGCGGGGTGCACAGGAGCTAGAAGAGGGCGCCA	V_CTCF_BR	35
chr3	184529810	184529960	id-72829	3.36e-07	+	GTGAAGAGGCGCGGACCGCCCAGGAGGGGGAGCAG	V_CTCF_BR	40
chr3	184592937	184593087	id-72830	1.1e-06	+	ACTGAGAATTTGTGTTTTACCAGCAGGTGGCACCT	V_CTCF_BR	39
chr3	184767620	184767770	id-72831	2.8e-05	+	GTTGTTATTCCAGGAAGTTTCTCTAGGGGTCTCCT	Upstream_CTCF	8
chr3	184782995	184783145	id-72832	7.09e-08	+	CTGCACCTGCCTTGCTCCAGCCCCAGGGGGCTCCA	UpstreamP1_CTCF	21
chr3	184787537	184787687	id-72833	1.03e-06	+	TTCTGCCAGACGAGGGTGCCCTGCAGGGGGTGCTG	V_CTCF_BR	25
chr3	184788407	184788557	id-72834	4.68e-07	+	CCAGCAGAGAGCTCTGCAGCCACCAGGGGCAGCTA	V_CTCF_BR	39
chr3	184789302	184789452	id-72835	1.18e-09	-	TGGAGTCCGCCCCGCCTGGCCAGAAGATGGCACCG	V_CTCF_BR	12
chr3	184800022	184800172	id-72836	1.97e-06	-	CTTAGCTGAGCACCTGTCCCCTGCAGGGGGCTGTG	V_CTCF_BR	2
chr3	184802769	184802919	id-72837	9.27e-07	+	CAGCATCCTCGGCCTCTCCCCACTAGATGCCAGTA	UpstreamP1_CTCF	25
chr3	184850258	184850408	id-72838	1	+	NA	NONE	1
chr3	184894668	184894818	id-72839	1.3e-07	-	TGTGTTTTTGCTGCACTGCCCACCAGATGGTGCTG	Upstream_CTCF	40
chr3	184917597	184917747	id-72840	1	+	NA	NONE	23
chr3	184933779	184933929	id-72841	4.88e-05	-	ACGACATTATACAGTTTGTCCACTTGGTGGCATCC	V_CTCF_BR	37
chr3	184988402	184988552	id-72842	4.44e-06	-	CTGTGCCCCCCAGTTTTGTCCACTAGGTGTCTTTC	UpstreamP1_CTCF	40
chr3	184998668	184998818	id-72843	4.11e-07	-	ATGTTACTTATCACTGTGACCACTAGATGGCAGGT	UpstreamP1_CTCF	40
chr3	185008099	185008249	id-72844	1	+	NA	NONE	3
chr3	185026017	185026167	id-72845	6.04e-09	-	CCAGCAGTACCATGGAAAGACACCAGAGGGAGCAA	Upstream_CTCF	40
chr3	185072000	185072150	id-72846	9.27e-07	+	CTGCTCCTACCTCTCTGTGTCAACAGAGGGCAGCA	UpstreamP1_CTCF	39
chr3	185173758	185173908	id-72847	4.38e-08	-	ACAGAAGTACTCCAAGCCTCCAGCAGGGGCAGGTA	Upstream_CTCF	26
chr3	185178627	185178777	id-72848	6.98e-07	+	TGTGATATAAAATTCCTCACCACCAGAGGGAGGTA	V_CTCF_BR	39
chr3	185216195	185216345	id-72849	1	+	NA	NONE	36
chr3	185216665	185216815	id-72850	3.22e-05	+	GCGAAGGTGCAGCCGGCGAAGACCAGAAGGAGGCC	UpstreamP1_CTCF	17
chr3	185236993	185237143	id-72851	9.25e-06	-	TTCAGTATTTTAAATGTGACCACCAGAGGTCTGTA	V_CTCF_BR	11
chr3	185245403	185245553	id-72852	3.4e-06	-	CGGGAGTGTGAGCGCTCACCCACCTGAGGGTGCCC	V_CTCF_BR	2
chr3	185273110	185273260	id-72853	1.15e-06	+	ACATCTGTACCTTTCCTATCCAGCAGAAGGCAGGC	Upstream_CTCF	2
chr3	185276723	185276873	id-72854	1	+	NA	NONE	39
chr3	185276916	185277066	id-72855	2.81e-06	-	CTTGTTAAACCACAAACATCCACTAGATGGCGTTT	Upstream_CTCF	38
chr3	185293294	185293444	id-72856	2.2e-06	-	CTTGTTAAACCACAAATATCCACTAGATGGCGTTT	Upstream_CTCF	38
chr3	185346909	185347059	id-72857	1.55e-05	-	TTCACAGTCCTGCAAATATCCACGTGGTGGCACAA	V_CTCF_BR	2
chr3	185363428	185363578	id-72858	1	+	NA	NONE	3
chr3	185367480	185367630	id-72859	7.44e-05	-	CCTGACACACAGAAAGCTCCCTAGAGGAGGCAGTC	Upstream_CTCF	4
chr3	185378327	185378477	id-72860	8.35e-11	+	CTGCAGCAGCCCCTCATGCCCACAAGAGGGCGCTA	UpstreamP1_CTCF	40
chr3	185395114	185395264	id-72861	9.14e-09	+	ACTGCAGTTCTACAGTCAGACACCAGAGGGATCAA	Upstream_CTCF	40
chr3	185435537	185435687	id-72862	9.06e-08	+	CTGCACTAATGAGGAAAGTCCACCAGGTGGGAAGT	UpstreamP1_CTCF	25
chr3	185451792	185451942	id-72863	8.16e-07	+	CCTTAACCCCCTTACTTCGCCACAAGAGGGTGCAC	V_CTCF_BR	39
chr3	185486386	185486536	id-72864	2.18e-07	-	GTGAAAGCATGATACTCCACCACTAGAGGGCAGTG	V_CTCF_BR	40
chr3	185494788	185494938	id-72865	5.08e-05	-	ATCTCTCTTTTCACTTTGGCCACTAGGAAGCTCAG	Upstream_CTCF	0
chr3	185541035	185541185	id-72866	6.05e-06	-	GCTCGATCCGGGTAGGAGACCCCTTGGGGGCGCCC	V_CTCF_BR	28
chr3	185542989	185543139	id-72867	1.97e-06	+	GGCGGTGGCGGGAGGAGGAGCAGCGGCGGGCGGCG	V_CTCF_BR	26
chr3	185563946	185564096	id-72868	2.27e-05	-	AAATGGTTTCTTTCCTTGACCTCGTGAGGGCTCCA	V_CTCF_BR	10
chr3	185597727	185597877	id-72869	4.21e-05	+	GGCTTGCGCAGTGTATTGGCAGAGAGGGGGCGCAA	V_CTCF_BR	32
chr3	185625149	185625299	id-72870	1.37e-05	-	ATTGTTCAGCCTACTAAAGCCTGCAGGTGGCCACA	Upstream_CTCF	37
chr3	185655943	185656093	id-72871	2.27e-05	+	GCTAGCGTGTCGTTTGGCTGCTGTAGTGGGCGCCA	V_CTCF_BR	36
chr3	185661410	185661560	id-72872	3.56e-12	+	GTGTAGTTCCCAGCAGCAACCAGCAGAGGGCAGCC	UpstreamP1_CTCF	40
chr3	185670958	185671108	id-72873	1	+	NA	NONE	4
chr3	185671510	185671660	id-72874	6.46e-07	+	AACTTGCCCAAGGTCACAGCCTGTAGGTGGCAGAA	V_CTCF_BR	17
chr3	185686082	185686232	id-72875	2.27e-05	-	TAGAGCTGCTGCAGTACCTACTGCAGGGGGTGCTA	V_CTCF_BR	25
chr3	185695317	185695467	id-72876	2.17e-09	+	CGGGGAAGGGTGCATCTGGCCACAAGGTGGCGCTC	V_CTCF_BR	40
chr3	185701414	185701564	id-72877	1.52e-07	+	TCCCAGCTTCCTTCTCCCACCACTAGATGGCAGTA	V_CTCF_BR	40
chr3	185706385	185706535	id-72878	5.86e-07	+	TCTGTAGTTCCCCTGCCTGCCATCAGGGACCTGAA	Upstream_CTCF	28
chr3	185720999	185721149	id-72879	4.23e-06	+	CAGCTCCTGCCTATTGTTGCCATGAGGGGGCGTGA	UpstreamP1_CTCF	38
chr3	185730057	185730207	id-72880	1	+	NA	NONE	2
chr3	185739370	185739520	id-72881	1	+	NA	NONE	13
chr3	185792526	185792676	id-72882	7.49e-05	+	GCCTATAATTCCAGCTATGCACCCAGATGGCGCCA	V_CTCF_BR	14
chr3	185811421	185811571	id-72883	9.81e-06	+	AGTGTGGGGGGCACTCCAAACTCCGGGGGGAGCTC	V_CTCF_BR	9
chr3	185813630	185813780	id-72884	4.1e-06	-	CCTGCTCTGCGCACTGTGGACACCTGGTGCATACA	Upstream_CTCF	0
chr3	185820609	185820759	id-72885	1.21e-06	-	CTGCAGTTCAGACCAACAGCCAGAAGCATGAGGAG	UpstreamP1_CTCF	4
chr3	185926525	185926675	id-72886	4.65e-05	-	GCTAGAAGCAGTAAAGTCTTCAGCAGGAGGCACTG	V_CTCF_BR	15
chr3	185937138	185937288	id-72887	2.23e-06	+	GTGCATGGAATCATCTTTTCCAAGAGGGGGCAGTG	UpstreamP1_CTCF	8
chr3	185938843	185938993	id-72888	1	+	NA	NONE	29
chr3	185957260	185957410	id-72889	8.5e-06	-	CCAGGAGTGCCCAATTTGTCCACTGAGAGGCAGGC	Upstream_CTCF	27
chr3	185959717	185959867	id-72890	5.21e-08	-	GTCTCCTTTGCCTCCCCCGACAGCAGAGGGCAGCA	V_CTCF_BR	39
chr3	185960458	185960608	id-72891	2.11e-06	+	CAACAGAGGCTCAACACTGCCTCCAGGGGGATGAG	V_CTCF_BR	39
chr3	185973538	185973688	id-72892	1	+	NA	NONE	36
chr3	185977425	185977575	id-72893	4.4e-10	+	GCCCCGGGCCCGGGGCCGGCCAGTAGAGGGCTCTC	V_CTCF_BR	40
chr3	185978601	185978751	id-72894	7.12e-06	-	CTGTGATGCTTTTGTACAGTCTGCAGAGGGCAGAA	UpstreamP1_CTCF	15
chr3	185979576	185979726	id-72895	1	+	NA	NONE	39
chr3	185986974	185987124	id-72896	1.84e-06	-	CTCTGCACCATGCTGCCTTCCAGAAGAGGGCGCAT	V_CTCF_BR	40
chr3	185995426	185995576	id-72897	3.45e-05	-	TCATGTGGAAAGGAAAGAGCCACATGATGGTGCTA	V_CTCF_BR	38
chr3	186143840	186143990	id-72898	4.23e-06	+	TGGCAATACCCATTTACTGCCTCTAGGAGAAGCTG	UpstreamP1_CTCF	39
chr3	186180721	186180871	id-72899	1	+	NA	NONE	3
chr3	186182340	186182490	id-72900	1.46e-07	+	TTGCAATGCATGTTAGTGCCCACTAGGGAGCACCT	UpstreamP1_CTCF	28
chr3	186205750	186205900	id-72901	1	+	NA	NONE	14
chr3	186226321	186226471	id-72902	2.43e-06	-	TGTGAAAGGACAAAAAGTCCCACCAGAAGGCAGCC	Upstream_CTCF	1
chr3	186228373	186228523	id-72903	6.86e-07	-	ATTGCTGTTTCCAGCCTGTCCAGTGGAAGCAGCCA	Upstream_CTCF	14
chr3	186228550	186228700	id-72904	3.97e-07	+	CCTCACACGGCCCCTCTCCCCTGCAGGTGGCAGAC	V_CTCF_BR	10
chr3	186232195	186232345	id-72905	3.73e-06	+	GCTGTAATTCCCCTGCAATCCAGTAGGGTGGATGT	Upstream_CTCF	40
chr3	186245229	186245379	id-72906	1	+	NA	NONE	5
chr3	186247220	186247370	id-72907	1.61e-05	+	AAGAATTTATTCCTCTGAACCACCAGAGGGCCACT	UpstreamP1_CTCF	27
chr3	186258405	186258555	id-72908	4.31e-07	-	AATCCATAAAGTAAATCAGCCACAAGGTGGCGGCA	V_CTCF_BR	40
chr3	186269317	186269467	id-72909	2.6e-06	+	AGCAGGATGACACTTCACGACTCCAGAGGGCACCA	V_CTCF_BR	9
chr3	186307081	186307231	id-72910	6.8e-06	+	CTGCAATGCATGATGTTTGTGTGAAGGTGGCGCTA	UpstreamP1_CTCF	38
chr3	186327371	186327521	id-72911	1.71e-06	-	AGGAGAGGATCAACAATCTCCAGGAGATGGCAGCA	V_CTCF_BR	38
chr3	186332756	186332906	id-72912	6.43e-10	+	ATGCCCTTCCCCATTATCGCCAGCAGGGGGAAGTA	UpstreamP1_CTCF	40
chr3	186334941	186335091	id-72913	6.2e-10	-	CTGGTGTCGTTCAGCGGGGCCAGCAGGGGGCAGTC	V_CTCF_BR	40
chr3	186371844	186371994	id-72914	1.41e-06	-	CTGCAGGGGCTGCATCCCTCCACCAGGGCGGCTTC	UpstreamP1_CTCF	29
chr3	186440332	186440482	id-72915	8.21e-06	+	GACCAGGCTCTGCTTGCTCCCAGAGGGTGGCAGTA	V_CTCF_BR	37
chr3	186471068	186471218	id-72916	1.11e-05	-	CCTTCACCTGCGCATTTATCCTCTGGGAGGCAGCA	Upstream_CTCF	37
chr3	186478274	186478424	id-72917	5.3e-05	+	CTTCAGTGCAGCATTCTTACCTCCAGGTAATGAGG	UpstreamP1_CTCF	4
chr3	186490361	186490511	id-72918	1.1e-05	+	GCGGCGGATAAGGTGATGGCGAGAAGATGGAGGAA	V_CTCF_BR	10
chr3	186494017	186494167	id-72919	9.78e-07	+	CAGCACAGCCTTCCTACTGCCAGCAGGAGGTAGAA	UpstreamP1_CTCF	20
chr3	186508420	186508570	id-72920	1	+	NA	NONE	28
chr3	186539348	186539498	id-72921	5.34e-06	-	TAAATTTGTCTTTTCCCTTCCACTAGATGGCAGAA	V_CTCF_BR	39
chr3	186543249	186543399	id-72922	8.21e-06	-	GGCGGGAGGGCTGTAGGCGGCAGTGGAGGGAGCTG	V_CTCF_BR	7
chr3	186567270	186567420	id-72923	1	+	NA	NONE	39
chr3	186593653	186593803	id-72924	1.48e-06	+	CTGCAACTACAGGTACATGCCACCAGGTTTGGCTA	UpstreamP1_CTCF	7
chr3	186647953	186648103	id-72925	2.59e-06	-	ATGCCTCTTCCCCGCTTGGCCGCGAGGGGTCAATC	UpstreamP1_CTCF	34
chr3	186649009	186649159	id-72926	4.5e-05	+	GAGCTGGACGCACTGCATACCCTTAGGGGCCGCCC	UpstreamP1_CTCF	30
chr3	186657411	186657561	id-72927	6.43e-06	-	CTGAATGCATTCTGGTGAGGCTGCAGGTGGCAGTC	V_CTCF_BR	0
chr3	186676774	186676924	id-72928	1	+	NA	NONE	19
chr3	186695414	186695564	id-72929	2.4e-05	+	GGGCTAATTCCATCCCGTGCCTCCAGGGGCCTGCT	V_CTCF_BR	15
chr3	186737460	186737610	id-72930	2.58e-07	-	AGTGCTTGACACCCTGTTGCCCCCAGAGGGTGGCA	Upstream_CTCF	14
chr3	186763092	186763242	id-72931	8.98e-06	+	CAGCAGTCTCACAAACCAGCCAATGGTGGGCTCAG	UpstreamP1_CTCF	17
chr3	186781672	186781822	id-72932	1	+	NA	NONE	6
chr3	186784566	186784716	id-72933	5.13e-05	-	TCTCAAACGCCTGTACTTACCTGCAGGGGGAGTGT	V_CTCF_BR	37
chr3	186789902	186790052	id-72934	7.15e-05	-	AAGCTCATGTGTGCCTCTGCTGGCTGAGGGAACCA	V_CTCF_BR	4
chr3	186831112	186831262	id-72935	8.53e-09	+	GCTGTACTTCACCACATTGACAGAAGAGGGCACCA	Upstream_CTCF	39
chr3	186857136	186857286	id-72936	1.08e-05	-	AGGCAACCGCCTCCGAACGCCAGGTGGGGGCGAGG	UpstreamP1_CTCF	21
chr3	186857552	186857702	id-72937	5.77e-08	+	GAGCCAGGAACCGCCAATGCCTCCAGGGGGCGCTC	V_CTCF_BR	40
chr3	186868522	186868672	id-72938	1.95e-07	-	TGTGCTGGTTGGCCTCCTGCCAGGAGGTGGCGCTT	Upstream_CTCF	22
chr3	186879496	186879646	id-72939	3.5e-05	-	CAGAAGAGCAAGAAGAAAGCCACTAGGGGAAGCAG	UpstreamP1_CTCF	20
chr3	186882967	186883117	id-72940	6.04e-07	-	TTGTTATGGCTGTTCTAAGACACAAGGGGGCAGCA	UpstreamP1_CTCF	40
chr3	186914398	186914548	id-72941	4.88e-05	+	TATAGTAAAGGCTGTTTTGCCTGTGGGTGGTGCTC	V_CTCF_BR	5
chr3	186938073	186938223	id-72942	1.73e-08	+	TTGTAGTTCAGAGAATTGGGCACTAGAGGGCATAG	UpstreamP1_CTCF	40
chr3	186961884	186962034	id-72943	1	+	NA	NONE	4
chr3	186974166	186974316	id-72944	1.93e-05	-	TCCGAAATGACCCCACTGGCCACTAGGGTGGCTTG	Upstream_CTCF	15
chr3	186977083	186977233	id-72945	1	+	NA	NONE	11
chr3	186999042	186999192	id-72946	9.88e-07	-	GCTGCCCTTCCCACCCAGGCCCATAGGGGCGATGA	Upstream_CTCF	25
chr3	187009060	187009210	id-72947	1	+	NA	NONE	11
chr3	187013557	187013707	id-72948	3e-06	-	TTGTGGCTTTTATCCTTGGCCTGCAGGTGGCCATC	UpstreamP1_CTCF	38
chr3	187036712	187036862	id-72949	1.64e-09	+	GTGCAGTAACAAGTCGTAGCCACCAGAGAGCACTA	UpstreamP1_CTCF	40
chr3	187037609	187037759	id-72950	1	+	NA	NONE	40
chr3	187074114	187074264	id-72951	2.59e-06	-	CAGCATCCATGGCCTCTACCCACTAGATGTCAGTA	UpstreamP1_CTCF	13
chr3	187148548	187148698	id-72952	1	+	NA	NONE	30
chr3	187258117	187258267	id-72953	2.19e-05	-	GCTCAAATTCCCAGTTTGGCCAACAGATGTCCCAT	Upstream_CTCF	1
chr3	187334217	187334367	id-72954	8.89e-06	+	CTAGCAAATACATCTGCCACAGGCAGGGGGCAGCA	Upstream_CTCF	40
chr3	187375123	187375273	id-72955	1	+	NA	NONE	0
chr3	187396788	187396938	id-72956	2.18e-07	-	GCGCCTTCTATCAGTCAAGCCAGCAGAGGGCAGGA	V_CTCF_BR	39
chr3	187397518	187397668	id-72957	4.38e-08	-	GAAGCAATATCCTGGACAGCCACAAGAGGGAGCGC	Upstream_CTCF	40
chr3	187427064	187427214	id-72958	1.54e-05	-	GTGCAGTGGAACATGCAAGCCACGGTGAGGTGCTG	UpstreamP1_CTCF	36
chr3	187432301	187432451	id-72959	2.47e-08	-	GGTGCATTCTAGCAAATAGCCACAAGGTGGCAGGG	Upstream_CTCF	40
chr3	187434458	187434608	id-72960	1.09e-06	-	GAGCTGTCCTTTGATGTCACCAGTAGGAGTCACCT	UpstreamP1_CTCF	2
chr3	187440079	187440229	id-72961	1	+	NA	NONE	14
chr3	187455648	187455798	id-72962	1	+	NA	NONE	30
chr3	187456711	187456861	id-72963	2.29e-05	+	GTGTTTTTACCGCTGCCTAACGCTAGAGAGAGCCC	UpstreamP1_CTCF	40
chr3	187457824	187457974	id-72964	5.75e-09	+	CTGCAGAGCGCGCCTGCTGCCGCTAGGGGCCGCCA	UpstreamP1_CTCF	40
chr3	187458751	187458901	id-72965	8.16e-07	+	CGAACTCGATCTCAGCCCACCGCTAGGTGGCAGGC	V_CTCF_BR	40
chr3	187459899	187460049	id-72966	5.48e-05	-	GGTGCAGCAGCGCCACCCCTCGGTGGGTGAAACTA	Upstream_CTCF	40
chr3	187465879	187466029	id-72967	7.23e-07	+	TTTGCCACTCCACTCTTAGCCCCATGGGGGCGCTG	Upstream_CTCF	40
chr3	187496577	187496727	id-72968	6.8e-06	+	CATGCAGAGGACAGGCATTCCAGGAGGTGGAGATG	Upstream_CTCF	2
chr3	187526670	187526820	id-72969	1.17e-05	+	AAGAGGGAAGGCGCTGTTGCCTGAAGGGGCAGGTG	V_CTCF_BR	7
chr3	187635371	187635521	id-72970	1	+	NA	NONE	38
chr3	187670711	187670861	id-72971	1.73e-05	-	TTCAGAGGCCCCATGTAGACCGCTAGTGGGCAGAT	V_CTCF_BR	5
chr3	187672877	187673027	id-72972	1	+	NA	NONE	20
chr3	187689534	187689684	id-72973	1	+	NA	NONE	25
chr3	187692662	187692812	id-72974	1	+	NA	NONE	31
chr3	187704277	187704427	id-72975	1.15e-07	+	CTGAAGTCACAGAGATTGTCCAGCAGATGGGAATG	UpstreamP1_CTCF	20
chr3	187755030	187755180	id-72976	8.21e-06	+	AATAAATTTTCCTCTGGAGCCTCCAGAGGGAGCAT	V_CTCF_BR	37
chr3	187770309	187770459	id-72977	9.25e-06	+	GGGCCTGCCTCGGTTCAGGCCTGCTGGAGGCAGCA	V_CTCF_BR	27
chr3	187779039	187779189	id-72978	3.16e-05	-	CCTTCCTTCAGATATGGAGCCAGCAGGGGGGGTCA	Upstream_CTCF	23
chr3	187873418	187873568	id-72979	2.43e-06	+	GCTTGCACAGTTCCTGCCAGCACCAGGGGGCAGTT	V_CTCF_BR	17
chr3	187896981	187897131	id-72980	1	+	NA	NONE	16
chr3	187920393	187920543	id-72981	1	+	NA	NONE	19
chr3	187923960	187924110	id-72982	2.44e-07	-	GTTGCAGGACCTCGAACCTCCAGCAGGTGCGCCAA	Upstream_CTCF	38
chr3	187997606	187997756	id-72983	2.66e-05	-	GTCATTAAAAATGATTCGGTCACCAGGTGGAGACA	V_CTCF_BR	4
chr3	188001295	188001445	id-72984	1	+	NA	NONE	28
chr3	188004007	188004157	id-72985	1	+	NA	NONE	8
chr3	188021327	188021477	id-72986	6.75e-05	-	CTGCAGTGTGCTTCTCCTACCACCGCTGGTGACAT	UpstreamP1_CTCF	5
chr3	188038747	188038897	id-72987	2.4e-05	-	CAGGACACTGTGATGGCAAACGCCAGAGGGAGAAA	V_CTCF_BR	13
chr3	188067496	188067646	id-72988	1	+	NA	NONE	28
chr3	188080432	188080582	id-72989	1	+	NA	NONE	32
chr3	188088045	188088195	id-72990	1.83e-05	-	CGTGCGAACTCCAGCCCCACCACTTGTAGGCGGTG	V_CTCF_BR	10
chr3	188108590	188108740	id-72991	3.56e-06	-	GTTGCAGTACTTGTTAAGAACAGCAGAGAACAAAC	Upstream_CTCF	11
chr3	188243967	188244117	id-72992	1	+	NA	NONE	18
chr3	188303229	188303379	id-72993	6.64e-05	-	TGTGCTGGTCCCTTCAGTTGCAGAAGGGACCATTT	Upstream_CTCF	23
chr3	188382722	188382872	id-72994	8.21e-06	+	CACACCCAGTGTAGTACGCCCTCTAGAGGGATCCA	V_CTCF_BR	37
chr3	188405243	188405393	id-72995	6.05e-06	-	GGGGAAGCAGGCACCTTCTTCACAAGGTGGCAGCA	V_CTCF_BR	33
chr3	188466921	188467071	id-72996	2.19e-05	-	CTCAAGTATCAGTTTCTTCCCACTAGTAGGCGCTG	UpstreamP1_CTCF	40
chr3	188510734	188510884	id-72997	1.34e-06	-	CTGTGATGTGGACCGGTGCCCACCAGAGGGACTGG	UpstreamP1_CTCF	31
chr3	188548842	188548992	id-72998	1.97e-06	+	CTATGTTTGCCATGGTCTACCAGGAGATGGCGCCT	V_CTCF_BR	39
chr3	188551168	188551318	id-72999	1	+	NA	NONE	11
chr3	188552320	188552470	id-73000	1.64e-07	-	TCTGTATCGCAGGAACTCACCACCTGGTGGCGGAA	Upstream_CTCF	10
chr3	188572342	188572492	id-73001	9.66e-05	-	CTGGGAGTGGCAAAGAGAACAGCCAGAGGGCCATG	Upstream_CTCF	4
chr3	188647064	188647214	id-73002	1.73e-05	-	TCAGAGCTCTCCTGGTCAGGCAGAAGAGGGCATTG	V_CTCF_BR	33
chr3	188654536	188654686	id-73003	4.31e-05	+	TTGTAGATACAGACTGAGACAGACAGGAGGCAGCC	UpstreamP1_CTCF	8
chr3	188665216	188665366	id-73004	8.89e-06	+	GAACCAATTCCGGAATCCGCCACCGGGCGGTGGTA	Upstream_CTCF	38
chr3	188672513	188672663	id-73005	3.36e-07	-	TGTTGGCTCCTGCTCCATTCCAGCAGAGGGCGCTC	V_CTCF_BR	40
chr3	188674745	188674895	id-73006	1.1e-06	-	TCCAATGCAGAGACGATGACCACTAGGGGTCAGAC	V_CTCF_BR	40
chr3	188696727	188696877	id-73007	3.86e-05	+	TCAGCAACTTCTTGTAGCATCTGTAGGTGGGGAAG	Upstream_CTCF	7
chr3	188759401	188759551	id-73008	1.24e-05	-	GAAATCACATTCTCTCCTGCCACCAGAGGGCCCCA	V_CTCF_BR	40
chr3	188767384	188767534	id-73009	1.09e-07	-	TGTGCTGGTTAGCCTTGGGCCAGGAGGTGGCGCTT	Upstream_CTCF	33
chr3	188862568	188862718	id-73010	1	+	NA	NONE	29
chr3	188865913	188866063	id-73011	7.09e-08	-	CGACAGTGACCAGTAGTGCCCACCAGATGGCAGTG	UpstreamP1_CTCF	40
chr3	188887627	188887777	id-73012	6.37e-07	-	CTGCAGTAACATAATACATCCAGGAGGGGCACAAG	UpstreamP1_CTCF	34
chr3	188913305	188913455	id-73013	9.67e-08	+	ATTGCAGTAGCCGTGTGGGCCACAGGGGGCAGGGC	Upstream_CTCF	34
chr3	188951146	188951296	id-73014	4.31e-07	-	TGGGATGACAACAGTTTCACCAGCAGAGGGCAACA	V_CTCF_BR	40
chr3	188985732	188985882	id-73015	1.54e-05	-	GACCATTAATCAGTATTGTCCACAAGAGGGTGATA	UpstreamP1_CTCF	27
chr3	188986241	188986391	id-73016	1.21e-06	+	AAGTTGTTGCCTAAGAATTCCTGCAGAGGGCAGGA	UpstreamP1_CTCF	37
chr3	188988132	188988282	id-73017	1.82e-06	+	ATGCAGTTCCCTTGGGCAGTTGCTGGGTGGCAGCA	UpstreamP1_CTCF	39
chr3	188990615	188990765	id-73018	1	+	NA	NONE	36
chr3	189055469	189055619	id-73019	1	+	NA	NONE	7
chr3	189058565	189058715	id-73020	4.31e-07	+	TCAAGTCCTTTCCTCCCCTCCTGCAGGGGGCAGTG	V_CTCF_BR	38
chr3	189067458	189067608	id-73021	1	+	NA	NONE	1
chr3	189083484	189083634	id-73022	4.48e-07	+	AATGTAGTGGCCCAAACCACCACTGGAGAGCAGAC	Upstream_CTCF	15
chr3	189229930	189230080	id-73023	4.88e-05	-	ACTCTATTGCCCCCATTTGACAGTTGGTGGAGTTG	Upstream_CTCF	3
chr3	189235912	189236062	id-73024	1.73e-06	+	CTGCTAGCTTCTGAGCAAGCCACTAGGAGGCCCAA	UpstreamP1_CTCF	4
chr3	189281697	189281847	id-73025	1.31e-05	-	CCGAGGCAGAAGAGAACAGCCACCTGTGGGCTGTT	V_CTCF_BR	16
chr3	189369961	189370111	id-73026	2.47e-08	+	GGGGCTGTACCCTGCAAAGCCACAAGGTGGAGCTG	Upstream_CTCF	39
chr3	189405370	189405520	id-73027	2.27e-06	+	AGACAACCACGTAGTAGGGCCACTAGAGGGAAATA	V_CTCF_BR	2
chr3	189462136	189462286	id-73028	1.15e-06	+	CAACCAGTGCCCGCACACACCAGCAGGGGGCCTAA	Upstream_CTCF	18
chr3	189504420	189504570	id-73029	1	+	NA	NONE	8
chr3	189504576	189504726	id-73030	1	+	NA	NONE	23
chr3	189508591	189508741	id-73031	1	+	NA	NONE	5
chr3	189540639	189540789	id-73032	1	+	NA	NONE	28
chr3	189657673	189657823	id-73033	3.28e-05	-	CCAGTCTGGAGAGGTATGCCCTAAAGGTGGAGCCA	V_CTCF_BR	7
chr3	189666360	189666510	id-73034	2.6e-06	-	AAAACAGAATCGTTAGTCAGCAGCAGAGGGCACTA	V_CTCF_BR	39
chr3	189668264	189668414	id-73035	6.82e-05	-	CCCACACTCCAGTGCAAATCCAGAAGGAGGCGACA	V_CTCF_BR	19
chr3	189676394	189676544	id-73036	1.48e-06	+	CCCAGATATTGCCAAATGTCCACTAGAGGGCAACA	V_CTCF_BR	40
chr3	189679443	189679593	id-73037	5.61e-08	+	TGGTCATTTCCCACTGTGGCCACTAGATGCCGCTA	Upstream_CTCF	39
chr3	189685173	189685323	id-73038	1.3e-09	+	CAAGCATTTCCAAATACGGCCACTAGATGGAGGAG	Upstream_CTCF	40
chr3	189692269	189692419	id-73039	5.74e-05	-	CGGGAGCTCCACAGCGTGGCCAGTGTGAGGATCCG	UpstreamP1_CTCF	2
chr3	189735574	189735724	id-73040	9.78e-07	+	TTGGAATGGTGAAAACTGGCCCCAAGAGGGCAGAA	UpstreamP1_CTCF	38
chr3	189737743	189737893	id-73041	2.62e-07	+	CTGCGAGTAGTCATCATTGCCAGCAGGTGGGGGCA	UpstreamP1_CTCF	7
chr3	189750866	189751016	id-73042	4.31e-05	+	ATCTAATGCCACTGCTGATCCGACAGGAGGCAGAG	UpstreamP1_CTCF	5
chr3	189772214	189772364	id-73043	1	+	NA	NONE	29
chr3	189838716	189838866	id-73044	5.08e-05	+	CCGCTCTCCCAGGCTCCCCGCTGCAGCGGCGGGGC	UpstreamP1_CTCF	36
chr3	189840127	189840277	id-73045	1.77e-05	-	CTAGAAGACCACAGAAATGCCTCCAGGAGGCAGGC	Upstream_CTCF	10
chr3	189915141	189915291	id-73046	1	+	NA	NONE	2
chr3	189919704	189919854	id-73047	9.81e-06	-	GATAACATAATAAAACAAGCCACAAGATGGCAGAA	V_CTCF_BR	35
chr3	189943025	189943175	id-73048	1.73e-05	+	GTGGAAGATAATCTTTCCACCAATAGATGGAGCCA	V_CTCF_BR	37
chr3	189967300	189967450	id-73049	1	+	NA	NONE	22
chr3	189996506	189996656	id-73050	1.16e-05	-	TGTGTCATACATATTCCTACCAACAGGTGTATGCG	Upstream_CTCF	16
chr3	190040230	190040380	id-73051	7.07e-08	-	TCGGTGAGCCGCCCTGAAACCGCCAGGGGGCGCTC	V_CTCF_BR	40
chr3	190044880	190045030	id-73052	1	+	NA	NONE	15
chr3	190056615	190056765	id-73053	5.72e-07	-	GAGCAGTTATCAGCCAAGACCTGCAGGGGTATGAG	UpstreamP1_CTCF	14
chr3	190057050	190057200	id-73054	2.19e-05	-	ATGTATACACAGGAAATGACCACTAGGTGAGACTG	UpstreamP1_CTCF	30
chr3	190102111	190102261	id-73055	1.84e-07	-	ATTGCAGTTGTCCTTTTGGTCTGCAGGTGGAAGCA	Upstream_CTCF	37
chr3	190117590	190117740	id-73056	1.55e-05	-	GAATACTGCCGCTGATCCGACAGAAGGTGGAGCTT	V_CTCF_BR	2
chr3	190142280	190142430	id-73057	2.62e-07	-	TAGCAATTTCTTTGAGCATCCACCAGAGGGCATGA	UpstreamP1_CTCF	40
chr3	190161142	190161292	id-73058	2.96e-05	-	TTATTTCTTATCAGAAACTCCACCAGAGGGTGCAC	V_CTCF_BR	37
chr3	190199691	190199841	id-73059	2.91e-05	+	CCAGCATAGCCCTGACTCACCAGCTGGGGCTCCCT	Upstream_CTCF	10
chr3	190222294	190222444	id-73060	4.31e-05	-	CTGCTAATTCACCTAACTGCTGCTAGATGGCCTCA	UpstreamP1_CTCF	32
chr3	190231617	190231767	id-73061	2.38e-07	-	TCCTGGACGGTCCCGCCCGCCGCCAGGAGGCGCGG	V_CTCF_BR	40
chr3	190232751	190232901	id-73062	5.34e-06	-	CTGGTTCACAATTTCACAACCAGAAGGTGGAGGGA	V_CTCF_BR	15
chr3	190235642	190235792	id-73063	5.92e-05	-	TCCAAAATGGGCAAAGAGCACAGTAGGTGGCTCTC	V_CTCF_BR	15
chr3	190415110	190415260	id-73064	2.11e-06	-	ATTATGTTGCAGGCATCCACCACGAGGTGGAGCAA	V_CTCF_BR	39
chr3	190418921	190419071	id-73065	2.81e-06	+	GGCTCTTTTTCAACAATGGCCACTGGAGGGCATTG	Upstream_CTCF	38
chr3	190436043	190436193	id-73066	5.68e-06	+	GAAAGAGATAAGAGAATGGCCAGTTGGTGGAGCAG	V_CTCF_BR	10
chr3	190529702	190529852	id-73067	1.97e-06	+	TATTGATTCCTAATTATCACCAGGAGATGGCGCTG	V_CTCF_BR	40
chr3	190573101	190573251	id-73068	1	+	NA	NONE	13
chr3	190583760	190583910	id-73069	1	+	NA	NONE	17
chr3	190595888	190596038	id-73070	2.04e-08	-	GATACAGTTCCCCTTCCTCCCTCCAGGGGGCGCCA	Upstream_CTCF	35
chr3	190602127	190602277	id-73071	6.37e-07	+	GAGCTGTTGCATCCTTCAGACGCTAGAGGGAGCTT	UpstreamP1_CTCF	39
chr3	190610591	190610741	id-73072	1	+	NA	NONE	3
chr3	190700270	190700420	id-73073	2.81e-05	-	AGATTGCAAGTTCTGCAATCCTGAAGGGGGCTCCC	V_CTCF_BR	1
chr3	190768864	190769014	id-73074	5.38e-05	-	AATAAAATATATTTTTCAACCACATGGTGGAGCCA	V_CTCF_BR	34
chr3	190783048	190783198	id-73075	1	+	NA	NONE	13
chr3	190854258	190854408	id-73076	4.65e-06	+	GTCTTCTTAATGGAGCAGTCCAGCAGGGGGAGACA	UpstreamP1_CTCF	37
chr3	190938847	190938997	id-73077	2.89e-07	+	TCTGCTCTTCTCCTTGCTGCCACCATGTGGAGAAG	Upstream_CTCF	26
chr3	190962174	190962324	id-73078	1	+	NA	NONE	36
chr3	191106723	191106873	id-73079	1.1e-05	-	ATGAGCAAAGTTCCTTTATCCACTAGGTGGCAAAA	V_CTCF_BR	32
chr3	191110950	191111100	id-73080	1	+	NA	NONE	3
chr3	191116522	191116672	id-73081	9.41e-05	-	TCAAAATACATTGAAGTGTCCACAAGGTGTCAGGT	V_CTCF_BR	8
chr3	191132646	191132796	id-73082	3.03e-05	+	CCTACTGTCATCCTATTACCCTCTAGGTGGCCCTC	Upstream_CTCF	3
chr3	191134899	191135049	id-73083	8.17e-09	+	ATGTTGTACTCTCATTGTGCCAGCAGAGGGCACCT	UpstreamP1_CTCF	40
chr3	191142295	191142445	id-73084	5.9e-06	-	CTACAGTTACCTCATATTTCCATTAGGGGACACCC	UpstreamP1_CTCF	4
chr3	191220491	191220641	id-73085	2.84e-05	+	AAGCAAGTTCCTTATTCTTTCACAAGGTGGTGCTG	UpstreamP1_CTCF	35
chr3	191420044	191420194	id-73086	8.81e-07	-	AGGTCACACTGCCTTGTGACCGCCAGGTGGTGGTA	V_CTCF_BR	5
chr3	191486357	191486507	id-73087	4.71e-06	+	CTGGCAGTACTCCTAGTGGCCAGGGGTGGCGGTGG	Upstream_CTCF	20
chr3	191527484	191527634	id-73088	3.22e-05	-	TGTCACTGCTGCCATATCTCCATTTGGGGGCACCC	UpstreamP1_CTCF	23
chr3	191781597	191781747	id-73089	1.48e-05	+	CTGCGAGGCGAGAAGCGCACCACCAGGGGTTCTGG	UpstreamP1_CTCF	6
chr3	191808579	191808729	id-73090	7.8e-08	+	CAGCACAGCAGGTTCCTAACCTCCAGGGGGCAGAA	V_CTCF_BR	22
chr3	191823820	191823970	id-73091	3.65e-05	-	AAGTTATTGCTAAAGGTGAACAGCAGGGGCACTTG	UpstreamP1_CTCF	12
chr3	191848436	191848586	id-73092	1.39e-07	+	GCCCAATGTCTGAGACTGGCCACTAGGTGGCACAT	V_CTCF_BR	39
chr3	191906133	191906283	id-73093	1.23e-08	+	CTCCAATTAGAGAATGCCGCCACTAGGTGGCGGGG	UpstreamP1_CTCF	39
chr3	191930244	191930394	id-73094	2.12e-06	-	CTGCATTTTCACACAGTGGAGTATAGGGGGCAGAC	UpstreamP1_CTCF	19
chr3	191956175	191956325	id-73095	5.96e-07	+	AGGTCATGGTTGGAGTGTGCCAGCAGGGGGAGACA	V_CTCF_BR	22
chr3	192054195	192054345	id-73096	3.71e-05	-	TATGCAATGTGAATTGTTTCAGGGTGGGGGCAGTG	Upstream_CTCF	19
chr3	192065012	192065162	id-73097	3.73e-06	-	TCTGCCTTTCCAACAAGCTCCAGATGATGGTGATG	Upstream_CTCF	5
chr3	192073717	192073867	id-73098	6.05e-06	-	GCAAAACAGTCCCTGACAGCCAGCAGGTGGCTTGA	V_CTCF_BR	4
chr3	192125760	192125910	id-73099	1.84e-06	-	AAGTGCGCTTCTGCAGCGGCCGCAAGAGGCCGGTG	V_CTCF_BR	6
chr3	192127723	192127873	id-73100	1.55e-05	+	GCGCGGAGCCGCCGCCGCCCCTCCGGCTGGCTCAG	V_CTCF_BR	6
chr3	192128115	192128265	id-73101	1	+	NA	NONE	12
chr3	192140918	192141068	id-73102	4.65e-06	-	CTTTAATTACACAAATTATGCAACAGGGGGCTCTC	UpstreamP1_CTCF	26
chr3	192162413	192162563	id-73103	7.58e-10	-	GAAGCAATTTCCCTCATGTCCACGAGGTGGCGCTC	Upstream_CTCF	40
chr3	192166945	192167095	id-73104	3.45e-05	+	AACACAATATTAAGCTTTGTCACTAGAGGGTGCTG	V_CTCF_BR	36
chr3	192185158	192185308	id-73105	2.12e-06	+	TTACAGTACCTAGAATTGGCCAGATGATGGCAGCA	UpstreamP1_CTCF	40
chr3	192231916	192232066	id-73106	1	+	NA	NONE	17
chr3	192232632	192232782	id-73107	2.5e-09	+	GCCGGAGGGAGCCCGGGCGCCGGCAGGGGGCGGGC	V_CTCF_BR	16
chr3	192284618	192284768	id-73108	1	+	NA	NONE	38
chr3	192490418	192490568	id-73109	4.41e-06	-	TGTCTGTGTTGGCCACGGTCCTCTTGGGGGCAGCA	V_CTCF_BR	37
chr3	192507163	192507313	id-73110	5.08e-07	-	CAGTGGATACCGCACCAGGCCTGCAGGTGGAGCTG	V_CTCF_BR	16
chr3	192520871	192521021	id-73111	7.27e-06	-	AGGTTAAAACTTCTTAAATCCAGCAGAGGGCAGAA	V_CTCF_BR	40
chr3	192530651	192530801	id-73112	9.27e-07	+	AAGCCATTCCCAAAAACTGCCAGGAGATGGCATCC	UpstreamP1_CTCF	40
chr3	192534176	192534326	id-73113	6.18e-07	+	CATGAAGTTTTCAGTCTTTCCACTAGAGGTCATGC	Upstream_CTCF	40
chr3	192536848	192536998	id-73114	1.06e-05	+	AATGCTAGATCCCAGGGCTCCTGAAGAGGGAGAGG	Upstream_CTCF	14
chr3	192543720	192543870	id-73115	6.51e-05	-	GACAGTTTCCCAGCACCAGCCTGGAGCTGTTGCTG	V_CTCF_BR	33
chr3	192580953	192581103	id-73116	1	+	NA	NONE	6
chr3	192606748	192606898	id-73117	5.63e-06	+	ATGCATGACAGGGAGCCAGCCACTGGGAGGAGCAT	UpstreamP1_CTCF	29
chr3	192633213	192633363	id-73118	9.4e-06	-	AAGCCTTTTGCCCCTCTGGACACTAGAAGGCAGAT	UpstreamP1_CTCF	38
chr3	192634845	192634995	id-73119	5.08e-05	+	TCGGCATGACAGCGCCGCGCCGCGAGACGACAGAA	Upstream_CTCF	16
chr3	192636016	192636166	id-73120	1	+	NA	NONE	28
chr3	192758997	192759147	id-73121	2.43e-06	-	AATATTCTGTACTATTTTACCAGAAGGTGGCAGCA	V_CTCF_BR	38
chr3	192847514	192847664	id-73122	2.6e-06	-	GCACCTCTGTGGCTTTTGTCCAGAAGAGGGCGAGA	V_CTCF_BR	22
chr3	192908332	192908482	id-73123	1.27e-06	+	CAGTGATTTCTGAGACCTCCCACTAGGAGGCAGTA	UpstreamP1_CTCF	33
chr3	192980615	192980765	id-73124	1	+	NA	NONE	11
chr3	193032058	193032208	id-73125	8.64e-05	-	ATGGGAACATAGTGTTTGCCCAGTAGGGGCAGTCT	Upstream_CTCF	27
chr3	193136476	193136626	id-73126	2.58e-07	-	AGTGCAGTAGCCTTGTAGGCCACAGGGGGAAGGGC	Upstream_CTCF	4
chr3	193170263	193170413	id-73127	1.39e-05	-	AAAAAAAATTCCACAATGTCCTCTAGAGGGAGGAC	V_CTCF_BR	37
chr3	193179564	193179714	id-73128	1.64e-06	+	GACGCAAACTCAAACATGGCCACAAGAGGGCCACA	Upstream_CTCF	40
chr3	193281928	193282078	id-73129	1.1e-06	-	CATATAGGCTGGAAGCAGGCCTGTAGATGGCAGCC	V_CTCF_BR	28
chr3	193290282	193290432	id-73130	7.27e-06	-	ACGCAGATTGAATGTTAAGACACTAGGGGGCAGAG	V_CTCF_BR	40
chr3	193310714	193310864	id-73131	2.62e-07	-	TTGCAGGTTAGAGATTTGGCCAGGGGAGGGAGCGA	UpstreamP1_CTCF	39
chr3	193323800	193323950	id-73132	2.38e-07	-	TCTAGGCCAAACTGTTTCACCACTAGAGGGAGCCC	V_CTCF_BR	40
chr3	193383282	193383432	id-73133	1.24e-05	+	GATTCATAATTTAAAGTAACCCCTAGGTGGCAGCA	V_CTCF_BR	34
chr3	193391699	193391849	id-73134	1.41e-06	+	TTTGCTCTGCTGACTCCCTACGCGAGGTGGCAACA	Upstream_CTCF	3
chr3	193422352	193422502	id-73135	3.88e-06	-	TTGAGAGCCAGGAGCAGATACAGCAGGGGGAGCTG	V_CTCF_BR	13
chr3	193440971	193441121	id-73136	1.01e-05	-	AGAGTCATGCCCATTTAGAGCAGAAGGTGGCCTTG	Upstream_CTCF	2
chr3	193498669	193498819	id-73137	3e-08	+	GCTGGAGCTCCGGGTGCCGTCAGCAGATGGCGCCC	Upstream_CTCF	40
chr3	193500202	193500352	id-73138	6.21e-05	+	GGCAGATACACACCTCATGCCTCCAGGAGCCGCAG	V_CTCF_BR	9
chr3	193506024	193506174	id-73139	1.97e-06	+	AGTGTGACTGCCTTTGGGGCCTATAGGGGGCACTA	V_CTCF_BR	40
chr3	193512259	193512409	id-73140	2.39e-05	+	GTGAGATAGGGGGACGTGACCGTCAGGGGTCGCTG	UpstreamP1_CTCF	5
chr3	193544284	193544434	id-73141	6.82e-05	+	AGCTGCAAACTTGCCTTGGCCTCCAGGGGACTCAC	V_CTCF_BR	20
chr3	193554437	193554587	id-73142	1	+	NA	NONE	1
chr3	193578363	193578513	id-73143	2.39e-05	-	ATGCCAGTCCCTACTCCCACCAGTAGGGCCCTAAA	UpstreamP1_CTCF	7
chr3	193596316	193596466	id-73144	1.55e-05	-	CAATGTGAAGAAGCGGAGGACACCAGCAGGCGCTC	V_CTCF_BR	0
chr3	193605556	193605706	id-73145	2.28e-05	-	CCTGCAATTCCCAGGTGAAGCGCTTGGAGTCTTTC	Upstream_CTCF	0
chr3	193688068	193688218	id-73146	1	+	NA	NONE	40
chr3	193692538	193692688	id-73147	1	+	NA	NONE	1
chr3	193724059	193724209	id-73148	1	+	NA	NONE	10
chr3	193788793	193788943	id-73149	3.11e-05	+	TGTCCCTCCCGCCGCCTGCTCCGCGGGTGGCGCCC	V_CTCF_BR	0
chr3	193793746	193793896	id-73150	5.21e-08	+	GGACAGAGTATGGGCTGAGCCGGCAGAGGGCACTG	V_CTCF_BR	8
chr3	193803287	193803437	id-73151	1.06e-05	+	TCTGTACAGCAAGGCTAATGCCCTAGGGGGCAGTC	Upstream_CTCF	7
chr3	193846140	193846290	id-73152	1.28e-06	+	ACACTACCAAAATCACTCACCAGCAGATGGCTCAG	V_CTCF_BR	12
chr3	193855693	193855843	id-73153	5.01e-09	-	CAGCTTGCAGGGGGCGCCGCCGGGAGGGGGCGCCG	V_CTCF_BR	39
chr3	193859606	193859756	id-73154	8.16e-07	+	GGCGGCAGGCCACGCCGGGGCAGGAGTGGGCAGAG	V_CTCF_BR	7
chr3	193879212	193879362	id-73155	1	+	NA	NONE	0
chr3	193886127	193886277	id-73156	1.31e-05	+	ACCAGGTTACTTCCACCCACCACTGGGTGGTAGCA	V_CTCF_BR	31
chr3	193893229	193893379	id-73157	1	+	NA	NONE	1
chr3	193915315	193915465	id-73158	1	+	NA	NONE	8
chr3	193964005	193964155	id-73159	6.46e-07	-	GCTGCGACAAACTCCTTGGCCACAGGAGGGAGGCC	V_CTCF_BR	12
chr3	193973118	193973268	id-73160	1	+	NA	NONE	5
chr3	193983223	193983373	id-73161	1	+	NA	NONE	12
chr3	193987642	193987792	id-73162	1.77e-05	-	CCGGGAGGAGCTTCCTTCCCCACTAGCAGGAGCAG	Upstream_CTCF	32
chr3	193992231	193992381	id-73163	6.8e-06	-	CCGGCAGGGACCTTGTGAGTCACCAGAGGGAGAAC	Upstream_CTCF	13
chr3	194005287	194005437	id-73164	2.83e-07	-	CAAGTCAGGGTCCATACAGCCAGCAGAGGGCAAAA	V_CTCF_BR	22
chr3	194005911	194006061	id-73165	1	+	NA	NONE	16
chr3	194015108	194015258	id-73166	4.88e-05	-	ATCTTCTCTCAAACTCAGGCCGCTAGAGGGTCCCC	UpstreamP1_CTCF	13
chr3	194018311	194018461	id-73167	7.73e-06	+	GATGACGCAATCTTGGCCTCCGCTAGAGGGCTGGC	V_CTCF_BR	31
chr3	194030523	194030673	id-73168	1	+	NA	NONE	3
chr3	194031619	194031769	id-73169	1.37e-05	-	CCTGCCAGGCACAGAGCCTCCACCGGGGACAGAAA	Upstream_CTCF	31
chr3	194033559	194033709	id-73170	3.09e-06	-	GGCGCTTTCCGGACGACGGCCACTAGGGCGCGCTG	Upstream_CTCF	40
chr3	194054588	194054738	id-73171	2.17e-09	+	GGCGCGTTCTTCCGTGCGACCACAAGGGGGCGCTC	V_CTCF_BR	40
chr3	194060177	194060327	id-73172	1	+	NA	NONE	36
chr3	194064761	194064911	id-73173	1.08e-08	-	TCTCCAGGTGGAGGAGGCACCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr3	194071281	194071431	id-73174	1	+	NA	NONE	21
chr3	194074807	194074957	id-73175	2.39e-05	-	CTGTCCCAGGAGATTAAGCCCAACAGGGGTCAGTC	UpstreamP1_CTCF	7
chr3	194090451	194090601	id-73176	8.21e-06	+	ACTATCCCGGGCGTGAGTCACTGCAGAGGGCAGTG	V_CTCF_BR	27
chr3	194116974	194117124	id-73177	6.23e-05	+	CGGCAGTGTCAGCGCACACCCGCGTGGGAGCTGGG	UpstreamP1_CTCF	2
chr3	194125480	194125630	id-73178	1.5e-05	-	TGTTTTATGCCATTAGGTGGCGCCAGAGGTCAGAA	Upstream_CTCF	40
chr3	194145229	194145379	id-73179	9.31e-05	-	TATTCTTTTGCTGTAGTTATGACTAGGTGGCAGTG	Upstream_CTCF	8
chr3	194178971	194179121	id-73180	3.56e-05	+	ACTGAATTTGATGACTTCTCCAGAAGGCAGCAGGG	Upstream_CTCF	10
chr3	194193137	194193287	id-73181	2.62e-07	+	CTGCTGGTACACTCTTTCACCACTAGGGGATGTTC	UpstreamP1_CTCF	40
chr3	194207008	194207158	id-73182	7.27e-06	+	CGCCCGGCCCCCACGCTCGCCCCCGGCAGGCGGCG	V_CTCF_BR	35
chr3	194234740	194234890	id-73183	8.16e-07	-	GGTTCTATTGCCAGCTCTGCCACCAGTTGGCTGTG	V_CTCF_BR	6
chr3	194235462	194235612	id-73184	1.24e-05	-	GAGAGGTCAGAGGTAGGGGGCAGCAGCAGGCACAG	V_CTCF_BR	13
chr3	194240968	194241118	id-73185	2.78e-06	-	TGGCCCTCTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	15
chr3	194294628	194294778	id-73186	3.1e-07	-	CTGCTGTGACCGCTCACTGCCTCATGGTGTCACTG	UpstreamP1_CTCF	40
chr3	194295519	194295669	id-73187	1.34e-06	+	CCTGCAATACAACGTTTGCCCTCTTGAGTGCAGAA	Upstream_CTCF	34
chr3	194296761	194296911	id-73188	1.28e-06	-	TCTGCAAGGGCACCTCAGCCCTGTAGGGGAAGCGC	Upstream_CTCF	23
chr3	194303062	194303212	id-73189	4.31e-05	+	CTGCCCAGACCTAGGGAATCCTCCGGGTGGAGCCT	UpstreamP1_CTCF	9
chr3	194304668	194304818	id-73190	1.48e-05	+	CCGTTCTTCCCGGAAGTGCCCTGCTGGTGCTGGGA	UpstreamP1_CTCF	11
chr3	194314278	194314428	id-73191	1	+	NA	NONE	22
chr3	194315542	194315692	id-73192	2.27e-06	-	TTAAAAATACTGACTATTCCCACTAGAGGGCGCTC	V_CTCF_BR	39
chr3	194323441	194323591	id-73193	7.15e-05	-	CTGGGATGAAGTCTGGATTCCTCAGGGTGGCAGTC	V_CTCF_BR	13
chr3	194325698	194325848	id-73194	1.06e-05	+	GAGGCCTTCCTCATGCCCACCAGCAGGGGATGAAA	Upstream_CTCF	40
chr3	194328531	194328681	id-73195	3.48e-06	-	CAGCTTTTTCCTTCTGTGTCCATCAGAGGGCTAGA	UpstreamP1_CTCF	7
chr3	194341948	194342098	id-73196	2.43e-06	+	AACAGATCCTTCCCTGGCGCCTGCAGAGGGAGCAT	V_CTCF_BR	2
chr3	194344167	194344317	id-73197	4.03e-06	+	ATGCAGTACCCCGAGTCCTCCCCACGGTGGCCCAG	UpstreamP1_CTCF	9
chr3	194354137	194354287	id-73198	1.64e-09	-	GCGCAGCTCCCGGCTCCCGCCGCTGGGGGGCGGCC	UpstreamP1_CTCF	40
chr3	194361262	194361412	id-73199	9.84e-06	-	TTGAGCTGCTGGCCTGTCTCCGCCAGGCGGCTGGG	UpstreamP1_CTCF	12
chr3	194361732	194361882	id-73200	9.81e-06	+	CCCATAATCCCATCGCCTCCCACCAGGGGGCTTAC	V_CTCF_BR	39
chr3	194385676	194385826	id-73201	7.31e-05	-	CTGCTTTGCTGCAGATAGAAAGGCAGTGGGCTGAG	UpstreamP1_CTCF	5
chr3	194392278	194392428	id-73202	2.8e-05	+	GATTTATCTTTGAGCTAAACCACTAGGGGGTGCTT	Upstream_CTCF	37
chr3	194403434	194403584	id-73203	8.53e-09	+	GCAGCATTTCTGCCTGCTACCAGTAGATGGGGGCA	Upstream_CTCF	38
chr3	194406581	194406731	id-73204	2.66e-05	+	GCCGGACGCCGCTCGCAGCACCGGAGAGGGCGCAC	V_CTCF_BR	36
chr3	194408500	194408650	id-73205	3.97e-05	-	ATGTCGGAGGCGCTGCCCAGCAGCAGAGGCGGCGG	UpstreamP1_CTCF	25
chr3	194431818	194431968	id-73206	4.96e-08	-	TGTGCAGTGCACAACCTGCCCAACAGGAGACAGCC	Upstream_CTCF	3
chr3	194432901	194433051	id-73207	1	+	NA	NONE	10
chr3	194590333	194590483	id-73208	1.47e-05	+	TCTGGTGACAATGGCTCCCCCAGAGGAGGGAACCG	V_CTCF_BR	31
chr3	194592303	194592453	id-73209	2.04e-05	+	TGCCTGTGTGAGCACGCCGTCTGCAGAAGGCAGTC	V_CTCF_BR	21
chr3	194629839	194629989	id-73210	2.81e-05	-	CTCTGCCGCCTCTGCTGGGCCTGGAGGGGGCCGTG	V_CTCF_BR	14
chr3	194650101	194650251	id-73211	8.19e-06	+	GTGAACTTTTCGGATCCATCCCCTAGCGGTCACGC	UpstreamP1_CTCF	33
chr3	194674993	194675143	id-73212	3.66e-06	-	TTTTATTAGCAACAAACTGCCACCAGGGGCCCCAA	UpstreamP1_CTCF	31
chr3	194685666	194685816	id-73213	2.11e-06	+	GGAGGGTTCTCTCCTAGAACCTCCAGAGGGAGCCT	V_CTCF_BR	31
chr3	194688345	194688495	id-73214	8.5e-06	-	CCTGAAGTGCCTGGATCATCAGGAAGGGGACGCTG	Upstream_CTCF	19
chr3	194692829	194692979	id-73215	3.09e-06	+	ACTGCAGCTTCCTCCTTGGCCTTTGGATGGCTCAC	Upstream_CTCF	11
chr3	194705958	194706108	id-73216	1	+	NA	NONE	33
chr3	194709346	194709496	id-73217	1	+	NA	NONE	2
chr3	194722768	194722918	id-73218	5.08e-07	+	GAGAGGATGCCTCAGACAGCCAGCAGGTGGTGGGC	V_CTCF_BR	40
chr3	194726088	194726238	id-73219	6.9e-05	+	GATGCATTCTCCGAGACGGTTCCCAGGTGGTGCTG	Upstream_CTCF	5
chr3	194742629	194742779	id-73220	6.82e-05	+	CTAAGGAGAGAGCCTTTGTCCAAGAGGAGGAGCCG	V_CTCF_BR	5
chr3	194756147	194756297	id-73221	1.85e-05	+	GCGGGACCTTCTTTCACAGCCAGGAGGCGTCGGGG	Upstream_CTCF	37
chr3	194781700	194781850	id-73222	2.06e-07	+	GGTGCTGTGGGCCGCCGGGCCTGCAGGGGCAGCGC	Upstream_CTCF	9
chr3	194784634	194784784	id-73223	8.16e-07	-	GATAACTTGCTGGGCGTGTCCAGGAGGTGGAGGCA	V_CTCF_BR	6
chr3	194815291	194815441	id-73224	2.59e-06	-	CCGCATCCAGGGACCACGGCCGCCAGGAGGGGCTG	UpstreamP1_CTCF	10
chr3	194827250	194827400	id-73225	2.24e-10	-	CCTGCAGTTCCGCGCCTCGCCGGCAGGGGTCTCGC	Upstream_CTCF	40
chr3	194836761	194836911	id-73226	1	+	NA	NONE	1
chr3	194838693	194838843	id-73227	5.55e-07	-	AATGTACTTGTTCCTTGTGGCTCTAGGGGGCAGGA	Upstream_CTCF	37
chr3	194844007	194844157	id-73228	1.15e-08	-	CTGTAATTCCGTCAGCCGGCCAGGAGAGGGGGGCT	UpstreamP1_CTCF	35
chr3	194854388	194854538	id-73229	7.49e-05	+	TCAACGACAGAACACACGAACAGAGGATGGTGCCA	V_CTCF_BR	9
chr3	194884270	194884420	id-73230	1	+	NA	NONE	1
chr3	194909379	194909529	id-73231	9.26e-05	+	TGCTAGCTCCCATATCTGTCCACTGGGTGGTATCT	UpstreamP1_CTCF	36
chr3	194916313	194916463	id-73232	1.56e-06	-	AATGGAGTTCCCGGGCTGGGCAGTAGGGGAACTGC	Upstream_CTCF	13
chr3	194917208	194917358	id-73233	1	+	NA	NONE	17
chr3	194945251	194945401	id-73234	6.8e-06	-	GGGTTATGCTGTGGAGTACCCAGCAGGAGGTGAAA	UpstreamP1_CTCF	8
chr3	194947943	194948093	id-73235	4.99e-07	-	TATGGAACAGATGCAGTGGCCACCAGGAGGTGGCG	Upstream_CTCF	40
chr3	194959040	194959190	id-73236	1	+	NA	NONE	3
chr3	194959990	194960140	id-73237	4.14e-06	+	GGGGCTGATGCCTGGCAGTGCGGCAGGGGGCAGCA	V_CTCF_BR	13
chr3	194971676	194971826	id-73238	2.27e-05	-	TGGCCAGTGCACATTTATGCCGACAGAGGGAAGCC	V_CTCF_BR	28
chr3	194975097	194975247	id-73239	3.97e-07	-	GAGTGAGAGGGTGACTGAGCCTGCAGAGGGCTCTG	V_CTCF_BR	3
chr3	194980865	194981015	id-73240	7.42e-12	-	AGTGCAGTGCCCCGCGCGGCCGCCTGGGGGCGCCG	Upstream_CTCF	37
chr3	194981166	194981316	id-73241	9.81e-06	-	ACGGGAGGATGCAGTCCGACCTCCGGGAGGCAGAA	V_CTCF_BR	17
chr3	194986454	194986604	id-73242	8.59e-05	-	AGCTCTGTGTTTCACCATCCCTGAGGGTGGCGCTG	V_CTCF_BR	7
chr3	194991020	194991170	id-73243	1.34e-06	+	GCAGCTCCACTCCTCAGCACCAGCTGAGGGCGTCT	Upstream_CTCF	34
chr3	194991557	194991707	id-73244	3.09e-07	+	CGGCGCGGGCCTCCTTCAGCCTCTTGGTGGCGCTG	V_CTCF_BR	40
chr3	194992331	194992481	id-73245	6.37e-07	+	GGGAGGCTGGAGGATGTGGCCAGCAGGGGGCCCCC	UpstreamP1_CTCF	40
chr3	195162871	195163021	id-73246	1.55e-05	-	TGCCCCCGGCCAGAGCGACTCTCCGGAGGGCGCCC	V_CTCF_BR	17
chr3	195179344	195179494	id-73247	1	+	NA	NONE	7
chr3	195249164	195249314	id-73248	9.06e-08	-	TTGTGATTTCATGAGTCAACCAGCAGGGGGAGCCA	UpstreamP1_CTCF	37
chr3	195283304	195283454	id-73249	3.05e-07	-	ACAGCAGCGCCCCCAGCTGCCTGCTGATGGCTCCA	Upstream_CTCF	37
chr3	195285464	195285614	id-73250	4.94e-06	+	TCGGCATTTGCTTCTTCAATCACAAGGAGGCAGCA	Upstream_CTCF	38
chr3	195293778	195293928	id-73251	1.04e-05	-	ACACTGGCCCCACCGCCCCCCGCCAGAGGGCATTT	V_CTCF_BR	16
chr3	195309940	195310090	id-73252	3.81e-05	-	CGTTGGTATGAAGAGAGTGTCAGCAGAGGTCGCCT	V_CTCF_BR	13
chr3	195380660	195380810	id-73253	1	+	NA	NONE	27
chr3	195420893	195421043	id-73254	1.11e-05	-	CCCTCAGTTCCACCTAATACCCCGTGGTGTCACCC	Upstream_CTCF	2
chr3	195465566	195465716	id-73255	2.18e-07	+	GGTGTCCCAGCTGCTGCCACCAGCAGGGGTCGGGG	V_CTCF_BR	9
chr3	195474838	195474988	id-73256	4.11e-08	-	GCTGCAGTTCCAGATCCCGCCGAAGGAGGGGGCGG	Upstream_CTCF	39
chr3	195483169	195483319	id-73257	5.13e-05	-	CACAGCTCTGCGGCGAAGCCCAGCAGAGGGCCCTG	V_CTCF_BR	1
chr3	195501181	195501331	id-73258	1.55e-05	-	GGCCCTCGGGGAACACAGGACAGGTGTGGGCAGCC	V_CTCF_BR	3
chr3	195501915	195502065	id-73259	5.96e-07	-	TGCGGGTTTCCAAGCAGGACCAGGGGAGGGCGCCA	V_CTCF_BR	40
chr3	195516130	195516280	id-73260	6.19e-06	-	GGCCAACTCTGTAGTGTCAACACCAGGGGGCCCAG	UpstreamP1_CTCF	4
chr3	195550948	195551098	id-73261	1.5e-05	-	GCTGCGAGGCTCCTGTCCGCCTCATGGAGGCAGGT	Upstream_CTCF	8
chr3	195576657	195576807	id-73262	4.4e-10	+	GCCGCAGGGCCGGGTGCCGCCGGCAGGGGGCGCGC	V_CTCF_BR	22
chr3	195577820	195577970	id-73263	1.2e-08	-	CCAGAACTTCCCACACTGTCCACTAGGGGTCATCA	Upstream_CTCF	40
chr3	195582860	195583010	id-73264	1.55e-05	-	GTACCTGGCACTGTGCTGGGAGCCAGAGGGCAGTG	V_CTCF_BR	19
chr3	195583609	195583759	id-73265	4.34e-05	+	CCTGTAGCGCCGCCACCTCCGACCCGGGTTAGGCC	Upstream_CTCF	1
chr3	195586295	195586445	id-73266	2.88e-10	+	CCTGCAATGCCACATTTTGCCAACAGGTGGTGCTG	Upstream_CTCF	40
chr3	195590048	195590198	id-73267	7.8e-08	+	CCTGCGCGCCCTCCCGCTGCCTCCAGGTGGTGCTA	V_CTCF_BR	39
chr3	195617029	195617179	id-73268	7.82e-06	-	TTGTGGCAACCAGAACTGTCCCATAGGGGGCTGTG	UpstreamP1_CTCF	21
chr3	195619239	195619389	id-73269	7.8e-08	+	AGGCGTCGCCGCAGTCTGGCCAGGAGAGGGAAGGA	V_CTCF_BR	18
chr3	195621580	195621730	id-73270	5.24e-09	-	AACGCACTTCCTCTCCCGACCGGCAGAGGGCAGTA	Upstream_CTCF	40
chr3	195621959	195622109	id-73271	4.65e-05	+	CACTCTCACTCCTGAGGCCGCCGCAGGGGGCAGGG	V_CTCF_BR	29
chr3	195624823	195624973	id-73272	3.18e-06	-	ATGTGTGGTACCTGTGCAGCCTCCTGGTGGAGCTG	V_CTCF_BR	30
chr3	195634402	195634552	id-73273	6.84e-06	+	CCACAAGCAGCCCGCCAAGCCCCCTGGGGGCACGA	V_CTCF_BR	14
chr3	195636326	195636476	id-73274	1.48e-06	-	GAGGGGTGGGAGCGCGCGGCCTCTGGGGGGCAAGC	V_CTCF_BR	6
chr3	195642000	195642150	id-73275	8.43e-09	-	CAACCACAACTCTAGGTGTCCACCAGGGGGCACCA	V_CTCF_BR	40
chr3	195721358	195721508	id-73276	6.43e-10	-	CTGTTATGCCCGGACCGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	21
chr3	195749032	195749182	id-73277	2.06e-09	+	CTGTTATGGCCGGACCGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	39
chr3	195753039	195753189	id-73278	1.27e-06	+	CTTCACTGTGGAGTTTTGGTCGCCAGAGGGCTCCA	UpstreamP1_CTCF	37
chr3	195753250	195753400	id-73279	1	+	NA	NONE	7
chr3	195800217	195800367	id-73280	8.81e-07	+	CGCCACCGTATTCCAGCCTCCACCAGAGGGAGACA	V_CTCF_BR	40
chr3	195802104	195802254	id-73281	6.84e-06	-	CCGGTTCAGCCTGGCTCGGCAAGTAGATGGCGATA	V_CTCF_BR	1
chr3	195819157	195819307	id-73282	1	+	NA	NONE	4
chr3	195835188	195835338	id-73283	9.29e-06	+	GTAGGAGGCCCCCTTCTTCCCAGGAGGGAGAGCTA	Upstream_CTCF	2
chr3	195837418	195837568	id-73284	1	+	NA	NONE	14
chr3	195854579	195854729	id-73285	1	+	NA	NONE	0
chr3	195906829	195906979	id-73286	5.08e-05	+	CACGCACCCATTATACGAGCCACACGGGGGCCCCA	Upstream_CTCF	6
chr3	195918893	195919043	id-73287	1	+	NA	NONE	10
chr3	195923595	195923745	id-73288	3.97e-07	-	CCGGCCACACCTTTGTCTGGCTGCAGGGGGCGCTC	V_CTCF_BR	39
chr3	195926366	195926516	id-73289	1	+	NA	NONE	39
chr3	195932278	195932428	id-73290	1.13e-05	+	CAGTGGTTGCCAAAAGCCACAGGTAGGGGGAGAAA	UpstreamP1_CTCF	10
chr3	195934265	195934415	id-73291	2.6e-06	-	TGGCCGTGTCCGCCGCGGGCCTCCTGGTGCCGCTG	V_CTCF_BR	2
chr3	195946402	195946552	id-73292	2.96e-05	+	GGCCACTCTGTGGTTAGTGGCAGTAGGTGGCTGCT	V_CTCF_BR	13
chr3	195955218	195955368	id-73293	5.37e-06	-	TTCCTCTGCTCCCCTGTCCCCTGAGGGTGGCGCCC	UpstreamP1_CTCF	11
chr3	195980572	195980722	id-73294	2.97e-06	+	TGATATATTAACCAAACGGCCAGAAGGGGTCACTG	V_CTCF_BR	40
chr3	196014017	196014167	id-73295	1	+	NA	NONE	11
chr3	196019499	196019649	id-73296	5.98e-05	-	CTGTAGAACAGGGCCACTCACAGTGGGGTGCACAG	UpstreamP1_CTCF	17
chr3	196045050	196045200	id-73297	9.41e-05	-	GCGCTCGCGGGCTTCAGCGAGGCGGGAGGGCGGCC	V_CTCF_BR	15
chr3	196050675	196050825	id-73298	5.9e-06	+	CTGTTGATGACATGAACGACCACCAGGAGAAGCTG	UpstreamP1_CTCF	34
chr3	196086098	196086248	id-73299	1	+	NA	NONE	1
chr3	196093971	196094121	id-73300	1	+	NA	NONE	1
chr3	196149964	196150114	id-73301	1	+	NA	NONE	2
chr3	196172376	196172526	id-73302	9.84e-05	-	TCCATGTGTGCTGAGTTCACCTCTAGGTGGGGCCA	V_CTCF_BR	32
chr3	196213260	196213410	id-73303	1.99e-07	+	CCTCCTGCCTCAGCCCCTCCCAGCAGGTGGAGCTC	V_CTCF_BR	37
chr3	196244130	196244280	id-73304	4.5e-06	+	GGTGGTGCAACTAGAATAGCCTCCAGATGGGGCTG	Upstream_CTCF	6
chr3	196244412	196244562	id-73305	1	+	NA	NONE	3
chr3	196246139	196246289	id-73306	1.03e-06	-	ACAGAGGGGATTTCTATTTCCACGAGGTGGCGCTG	V_CTCF_BR	40
chr3	196249635	196249785	id-73307	2.31e-07	-	TCTGGATTAATGTTAGCTTCCACCAGGGGGAGACA	Upstream_CTCF	40
chr3	196251530	196251680	id-73308	2.66e-05	+	AACATGGCAGGACTACTGTACTCTAGGGGGAGCCT	V_CTCF_BR	34
chr3	196255733	196255883	id-73309	1.01e-09	+	GGAGTGGAGCCGGCCCGAGCCTCCAGGGGGCGCTG	V_CTCF_BR	38
chr3	196264315	196264465	id-73310	1.1e-05	+	AGGAAAATTGTGGATTGTGTCGCTAGGGGGCGCTG	V_CTCF_BR	40
chr3	196274083	196274233	id-73311	5.9e-06	-	CTGCACAAAAGCCCTGGTGGCAGGAGAGGGTAGCA	UpstreamP1_CTCF	13
chr3	196290940	196291090	id-73312	1	+	NA	NONE	11
chr3	196295960	196296110	id-73313	8.34e-07	-	CAGCGGTACCAGTGCTTGCACACCAGGGCGCAGCT	UpstreamP1_CTCF	11
chr3	196305815	196305965	id-73314	3.56e-06	-	TCTGCAGAACTCACTGATGCCTCCAGGGGCTTTGA	Upstream_CTCF	13
chr3	196326689	196326839	id-73315	1.17e-05	+	AAAACTTTGGTTACTTTCTCCTCAAGGGGGAGGCA	V_CTCF_BR	4
chr3	196336255	196336405	id-73316	1.15e-07	+	GGGATCCAACAGTGTTCTCCCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr3	196359506	196359656	id-73317	1.39e-07	-	CTAACAGCGAAGGGCGGGACCGGCAGAGGGCTCCC	V_CTCF_BR	38
chr3	196363425	196363575	id-73318	1.03e-05	+	GTGGAATACAGCAAACACCCCAATAGGTGGAGCAG	UpstreamP1_CTCF	8
chr3	196378702	196378852	id-73319	5.08e-07	-	ACTCCTCCTGGGAGGTCAGACAGTAGAGGGCAGAA	V_CTCF_BR	2
chr3	196411860	196412010	id-73320	1.99e-07	-	CACATGGTTCTAAAAATTACCACCAGGGGGCAGAA	V_CTCF_BR	40
chr3	196421088	196421238	id-73321	1	+	NA	NONE	24
chr3	196438494	196438644	id-73322	1	+	NA	NONE	19
chr3	196439090	196439240	id-73323	8.52e-08	-	CAGCTGTTCCTTGCTCCGCCCACCCGGGGGCGGGC	UpstreamP1_CTCF	5
chr3	196514776	196514926	id-73324	7.73e-05	-	TGAGCGGACCCAGAGGCAACCACTAGGGTGATGAA	Upstream_CTCF	17
chr3	196516744	196516894	id-73325	1.71e-06	+	TAATGCTGCCACTGATCTGACAGGAGGTGGCGCTC	V_CTCF_BR	15
chr3	196564842	196564992	id-73326	1.59e-06	+	GTTCCTGGCCCCTAAGTGTCCTCTAGGGGGTGCTG	V_CTCF_BR	40
chr3	196568115	196568265	id-73327	8.71e-06	+	TACAGAAGCCATAAAGTAGCCTGTAGAGGCCAGCA	V_CTCF_BR	3
chr3	196641868	196642018	id-73328	4.34e-05	-	GCTGCAACTCAGGTTCCTACCGCTGGGGCGGAAGA	Upstream_CTCF	13
chr3	196669281	196669431	id-73329	1.64e-07	-	TCTGCACTATGTCGGGTGGCCTCCTGAAGGCGCTG	Upstream_CTCF	40
chr3	196674531	196674681	id-73330	1.97e-06	-	CCCTGCTATCTGCCTTTAGCCACCAGGAGGCTCGG	V_CTCF_BR	37
chr3	196675384	196675534	id-73331	9.49e-08	+	CCTCCCAGAGCCTGAGCAGCCAGAAGGTGGAACCA	V_CTCF_BR	32
chr3	196696848	196696998	id-73332	3.42e-08	-	GGGCCCCTGCAGCGCTCTCCCGCCAGGGGGCAGCG	V_CTCF_BR	40
chr3	196698206	196698356	id-73333	5.01e-06	+	TCCCACAAGGAGGCAGTTACCAGGAGGTGGCTACC	V_CTCF_BR	6
chr3	196705636	196705786	id-73334	3.4e-06	+	CCCTGTTTTCTTCTTCTGACCACTGGGTGGCTCCG	V_CTCF_BR	40
chr3	196712953	196713103	id-73335	1	+	NA	NONE	30
chr3	196715177	196715327	id-73336	1	+	NA	NONE	34
chr3	196718915	196719065	id-73337	8.71e-06	-	GGTCCTGCTTGCCAGCTGGCCGGCAGGGGACGCAG	V_CTCF_BR	6
chr3	196729696	196729846	id-73338	1.38e-08	+	GGCCTCCCTCCCGCCGCCGCCAGCAGAGGCCGCTG	V_CTCF_BR	40
chr3	196730015	196730165	id-73339	6.46e-07	+	GGCGGCGCCTCAGGTAGCAGCGCCAGGTGGCGCCC	V_CTCF_BR	19
chr3	196756707	196756857	id-73340	1.87e-09	-	GGGCCCGAGCGGGAGGCCTCCAGCAGGGGGCGCGC	V_CTCF_BR	39
chr3	196913964	196914114	id-73341	1.97e-06	-	TATAGTTTGCATGCACTGACCACTAGATGGTGCTC	V_CTCF_BR	39
chr3	196950965	196951115	id-73342	6.43e-06	+	CAATATTTTCTTCATTTTCCCACCAGAGGGCAACC	V_CTCF_BR	40
chr3	196983123	196983273	id-73343	1	+	NA	NONE	14
chr3	196983830	196983980	id-73344	1.48e-06	+	GCAGTCAAACAATCAGCCAACAGTAGAGGGCAGCA	V_CTCF_BR	39
chr3	197003831	197003981	id-73345	1.28e-06	+	GCCTCCTGAGTAGCTGGGACCACAGGAGGGAGCCA	V_CTCF_BR	39
chr3	197029563	197029713	id-73346	1	+	NA	NONE	8
chr3	197058066	197058216	id-73347	3.81e-05	+	GACTTGCAAACAGATCTGTCCTCTAGAGGGCTTTC	V_CTCF_BR	38
chr3	197094374	197094524	id-73348	2.81e-05	+	TCACTGTGGCTCTTAATCTCCTGTGGAGGGCAGGC	V_CTCF_BR	12
chr3	197105949	197106099	id-73349	7.11e-06	-	TGAGTAAGTGCGCTCGGAGCCGGCAGGCGGCATCC	Upstream_CTCF	1
chr3	197106293	197106443	id-73350	9.11e-08	-	CAAGCAGTTCTCCTGCCTTGCAGGAGGGGGAAGTG	Upstream_CTCF	6
chr3	197124762	197124912	id-73351	1	+	NA	NONE	2
chr3	197180995	197181145	id-73352	1.21e-05	-	GTGTCACCTCCCTCCTTCTACAGCAGATGGCATGG	Upstream_CTCF	37
chr3	197185306	197185456	id-73353	6.51e-07	-	CGTGCCATGCTTTCTTTCTCCAGCAGGTGGTCTGG	Upstream_CTCF	39
chr3	197187543	197187693	id-73354	1.09e-06	-	CTGCACCGGCCATGTGTGGACTCCAGGGGAGTCCC	UpstreamP1_CTCF	3
chr3	197212112	197212262	id-73355	1	+	NA	NONE	2
chr3	197217201	197217351	id-73356	5.68e-06	-	ATCTTTTCTCTGGACCTAACCAGCAGAGGCAGCTG	V_CTCF_BR	21
chr3	197228933	197229083	id-73357	1.08e-08	-	CTCACTGTCCTCTCCTTGGCCAGGAGGGGGCAGTC	V_CTCF_BR	39
chr3	197237117	197237267	id-73358	9.55e-09	-	CTCTCCCTGGGCGGACCTGCCGCTAGAGGGCGCTC	V_CTCF_BR	38
chr3	197239166	197239316	id-73359	2.2e-06	+	GCTGATATTGACGACGCGGCCTACAGAGGGAGACA	Upstream_CTCF	19
chr3	197246879	197247029	id-73360	1.15e-07	-	CAGGCAATGCCGGCTGTGAACTCCAGGGAGCACCC	Upstream_CTCF	15
chr3	197247841	197247991	id-73361	1	+	NA	NONE	5
chr3	197252691	197252841	id-73362	1.52e-07	-	TGCAGAGGGAGCACGGAGACCAGCAGAGGGAGCAC	V_CTCF_BR	38
chr3	197254016	197254166	id-73363	8.46e-07	+	TGTGATGTTCACAGGATGGGCAGGAGGAGGAGCTA	Upstream_CTCF	2
chr3	197274613	197274763	id-73364	3.11e-05	+	GACTCCAAGAACTCCTTGCCCACGTGAGGGCGTTC	V_CTCF_BR	14
chr3	197281583	197281733	id-73365	3.56e-05	-	TGCGTCCTGCGCGCGGCCGCCTCCAGGCTGCGCCC	Upstream_CTCF	35
chr3	197282609	197282759	id-73366	2.15e-05	+	CAAATGGGCAGGGGGCTCCGCTGCAGAGGGCTCGC	V_CTCF_BR	12
chr3	197326001	197326151	id-73367	2.12e-06	+	ATGCCGCTTCTATGAACCAACACTAGAGGTCGCCC	UpstreamP1_CTCF	40
chr3	197359002	197359152	id-73368	1	+	NA	NONE	30
chr3	197407958	197408108	id-73369	1.83e-05	+	GATTGAGCAGCTTGACCTTCCTATAGAGGGCACTG	V_CTCF_BR	12
chr3	197409647	197409797	id-73370	2.12e-06	+	CTTCAGGGAACCTCAGAAACAACCAGGAGGCGCCA	UpstreamP1_CTCF	15
chr3	197463657	197463807	id-73371	8.89e-06	+	GATGCGCTACACCCGGGCGGCGACAGCGGGAGGGA	Upstream_CTCF	1
chr3	197466515	197466665	id-73372	1	+	NA	NONE	1
chr3	197476556	197476706	id-73373	2.02e-06	+	CTGCAATGCCTCGTCCGATCCTGCGAGGGCCGCTA	UpstreamP1_CTCF	39
chr3	197477534	197477684	id-73374	4.65e-05	-	CCATTAGCTAGCTCTGAGGCCTGGAGAGGGAGACT	V_CTCF_BR	29
chr3	197480243	197480393	id-73375	1	+	NA	NONE	21
chr3	197529194	197529344	id-73376	1.83e-05	-	TAACACAGCAAGAAGGCCCTCACTAGATGGCAGCA	V_CTCF_BR	38
chr3	197529670	197529820	id-73377	7.91e-05	-	AACCAGTTACTTTATACAGCAGGCAGGTGTCACTG	UpstreamP1_CTCF	37
chr3	197628643	197628793	id-73378	1.31e-05	-	AGGCCCTAGGACTCTACAATCAGCAGGTGGCGAAA	V_CTCF_BR	2
chr3	197632954	197633104	id-73379	4.41e-06	+	GACAAAATGCTAAGCTGTGTCAGTAGAGGGCGCTG	V_CTCF_BR	40
chr3	197653387	197653537	id-73380	6.8e-06	+	TGTGCCTCACCGATCTCCAACTACAGGGGGCGTAA	Upstream_CTCF	39
chr3	197669959	197670109	id-73381	3.2e-08	-	GCTGCTGCAACCTAACTGAACACTAGGGGGAGGAA	Upstream_CTCF	40
chr3	197777771	197777921	id-73382	4.64e-09	+	CTGTCATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	38
chr3	197798953	197799103	id-73383	4.68e-05	-	TGGTAATGACTAACCTTTGCCACCAGGATGCCTTT	UpstreamP1_CTCF	36
chr3	197806941	197807091	id-73384	1.34e-06	-	TGGCAATTCCCCGCCTGGAGCACTTGGTGGAGAAG	UpstreamP1_CTCF	19
chr3	197807138	197807288	id-73385	4.88e-05	-	GAGGTGGAGCGCCGCCTGGCGCGCAGGTGCCGGGA	V_CTCF_BR	23
chr3	197807558	197807708	id-73386	1.22e-08	+	CGCTCCCAAGCCCGCGCTGCCGGCAGGGGGCGGCT	V_CTCF_BR	38
chr3	197807895	197808045	id-73387	3.18e-06	+	GCCAGGCGGCTGCTGCGAGCAGGCAGAGGGCGCCT	V_CTCF_BR	17
chr3	197816674	197816824	id-73388	1.34e-06	-	CTGCGTCTCGGGTCTTTACCCACTAGATGCCACTG	UpstreamP1_CTCF	21
chr3	197874949	197875099	id-73389	1.03e-06	-	CTGCGCCCTCCCTGCCAGGGCGGCAGAGGGAGCCA	UpstreamP1_CTCF	13
chr3	197894555	197894705	id-73390	9.55e-09	+	TCTGTGCTGAACCATGGCGCCACCAGAGGGCGCGC	V_CTCF_BR	27
chr4	29213	29363	id-73391	3.28e-07	+	TCCCAGTTCCTGCCAGGATCCACTAGAGGGCAGAG	UpstreamP1_CTCF	39
chr4	45345	45495	id-73392	1	+	NA	NONE	0
chr4	50049	50199	id-73393	1.48e-06	+	TGGGAGAGGACACAGGCCACCAGGAGAGGGCAAGC	V_CTCF_BR	1
chr4	52703	52853	id-73394	1	+	NA	NONE	12
chr4	60013	60163	id-73395	1	+	NA	NONE	1
chr4	236141	236291	id-73396	7.49e-07	-	ATACAGTGTGCTACATTGTCCACTAGGTGGTGCTG	UpstreamP1_CTCF	40
chr4	238381	238531	id-73397	4.48e-07	+	TTTGTAATTCAGAAAAAATCCGGCAGATGGCGCAT	Upstream_CTCF	38
chr4	253140	253290	id-73398	1.52e-09	+	CTGTTATGCCCAGAAAAGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	28
chr4	308445	308595	id-73399	4.88e-06	+	TGGCTCTCTTCTCACAGCTCCACTAGGTGGTGCTC	UpstreamP1_CTCF	1
chr4	323993	324143	id-73400	1.02e-07	-	CTGTCATGCCCAGACAGGGCCACTAGAGGGCTTCT	UpstreamP1_CTCF	40
chr4	333917	334067	id-73401	2.19e-05	+	GATGTTATACACAAAGTGCCCACCAGGCTTCGTTT	Upstream_CTCF	27
chr4	385771	385921	id-73402	1.1e-06	+	CGCACATAATGTGAGCTTCCCAGCAGAGGGCTCTG	V_CTCF_BR	2
chr4	512493	512643	id-73403	1	+	NA	NONE	5
chr4	573651	573801	id-73404	4.5e-05	-	CTGCAACTGCTTGAGGTCCCCTCATGGGGCAGAGT	UpstreamP1_CTCF	3
chr4	596550	596700	id-73405	2.96e-05	+	AGGTGCAGTTCCAAGGCTGCCTCTGGGTGGCGTGC	V_CTCF_BR	39
chr4	604728	604878	id-73406	8.97e-05	+	TCAGCACGAGTGCTCTTGGCCACTTGCAGGGCGGC	Upstream_CTCF	9
chr4	618846	618996	id-73407	7.23e-07	-	GATGCAGTTCACCCCTGTGCAGGGAGAGGGGGCTG	Upstream_CTCF	6
chr4	640438	640588	id-73408	1	+	NA	NONE	4
chr4	642871	643021	id-73409	8.5e-06	+	CGAGCACGGCCAACAGCGACCCACAGTGGGGCGGG	Upstream_CTCF	1
chr4	657602	657752	id-73410	3.18e-06	+	TACTTCAAGTGCGCGCCTTCCGGGAGGGGGCGCCT	V_CTCF_BR	12
chr4	668101	668251	id-73411	2.18e-07	-	GCGCGCAGTCACCCTTCGGTCGCCAGGGGGCGCGG	V_CTCF_BR	40
chr4	677866	678016	id-73412	3.65e-07	+	CCCGCTGCACGTCTGGATACCAGAAGGTGGCGCTG	V_CTCF_BR	40
chr4	680480	680630	id-73413	2.08e-07	+	CTGCTGTGGCCCCAGCCAGCCCGAGGGGGTCAGAG	UpstreamP1_CTCF	0
chr4	683211	683361	id-73414	7.73e-06	+	CAGCAGAAGCTCTGCACTTCCTGAAGGGGGCTGTG	V_CTCF_BR	9
chr4	694892	695042	id-73415	7.27e-06	-	CAGAAGATGACGTATTTTCACACCAGGGGGAGGCA	V_CTCF_BR	17
chr4	707544	707694	id-73416	4.48e-07	+	TTCGCAGTGTGAGCCTGGCACAGCAGAGGGCGCAC	Upstream_CTCF	5
chr4	719767	719917	id-73417	1.26e-07	+	ATGGAAGTGAAACAGGCCACCAGCAGTGGGCAGCC	V_CTCF_BR	1
chr4	736519	736669	id-73418	1.22e-08	+	CCTGTGGCTGTGGCCACAGACACCAGGGGGCGCTC	V_CTCF_BR	40
chr4	756459	756609	id-73419	1.14e-06	+	CTGTGCTTCTCCCCTGGAGCCTGCAGAGGGAGTGT	UpstreamP1_CTCF	38
chr4	759744	759894	id-73420	4.43e-05	+	GCACTGTGCGTTCTTGTGTCTTCCAGAAGGCGCCG	V_CTCF_BR	1
chr4	780951	781101	id-73421	2.47e-08	+	GCTGCAGCTCCGTGGGCAGCCGGCAGAGGGTCCTG	Upstream_CTCF	20
chr4	786238	786388	id-73422	1.24e-05	-	CCGCCAAGAAGGAGGAGGAGCGGCAGGAGGCGCTG	V_CTCF_BR	19
chr4	792915	793065	id-73423	3.09e-05	-	CTGTAGCGTTCCTTCCTCCAGGGCACGGGGCAGGG	UpstreamP1_CTCF	3
chr4	807809	807959	id-73424	9.49e-08	+	TCAGAGGCCTCTCTCCCGTCCAGCAGGTGGAACCC	V_CTCF_BR	26
chr4	812400	812550	id-73425	1.71e-06	-	CCAAACAGTGCCAAGCTCGGCGGCAGATGGCGCAG	V_CTCF_BR	0
chr4	822807	822957	id-73426	4.43e-05	+	TGGAGCTCCAACGAGGGCTCCCCCAGAGGTCAGCT	V_CTCF_BR	38
chr4	860679	860829	id-73427	1	+	NA	NONE	3
chr4	870645	870795	id-73428	1.26e-07	+	CCGCGTCAAGTGCACGGGGCAAGCAGGGGGCGCTG	V_CTCF_BR	38
chr4	874610	874760	id-73429	1.1e-05	-	CAGGTGCGGTGGGGCCTGTTCAGCAGGGGGCGTCT	V_CTCF_BR	14
chr4	881852	882002	id-73430	1.38e-06	+	CTGTGGAAGGAACGTGGGCCCACCAGGGGCCGCAG	V_CTCF_BR	0
chr4	885673	885823	id-73431	3.8e-08	-	GGCCATCATGGTGGGTGCACCAGCAGAGGGAGCCC	V_CTCF_BR	38
chr4	890175	890325	id-73432	1	+	NA	NONE	22
chr4	920443	920593	id-73433	1.52e-07	+	GCGGTTGGTACCAGGAGAGCCGCCAGGGGGCAGCT	V_CTCF_BR	39
chr4	926639	926789	id-73434	5.21e-08	+	GTCTGGCCTGGGGCAGTGACCAGTAGTGGGAGCCG	V_CTCF_BR	30
chr4	956297	956447	id-73435	9.25e-06	-	ATGACCTTGGTCGAGTCCTCCGCTGGGGGGCGGGC	V_CTCF_BR	2
chr4	979029	979179	id-73436	3.8e-07	-	GGGGCTCTGCAGGGACAAGCCGGGAGGGGGCGGGG	Upstream_CTCF	12
chr4	981013	981163	id-73437	4.23e-06	-	CTGAAGCTCTCACAGTGCGCAGTCAGGGGGCGCCC	UpstreamP1_CTCF	40
chr4	989550	989700	id-73438	5.38e-05	-	TTCCACTCCCATTTCACCTCCAAATGGGGGCACTG	V_CTCF_BR	16
chr4	989949	990099	id-73439	1	+	NA	NONE	2
chr4	1003457	1003607	id-73440	3.11e-10	+	CGCGCCGGCGCCGCCGCCACCGCCAGAGGGCAGCG	V_CTCF_BR	26
chr4	1004013	1004163	id-73441	4.44e-06	+	GTGCACAGCGGCGGCTGCGCCAGCGGGGGCAGGAT	UpstreamP1_CTCF	28
chr4	1009118	1009268	id-73442	2.17e-09	-	GCGGCCCACCTTGGAGCCGCCTGCAGAGGGCAGCC	V_CTCF_BR	20
chr4	1026398	1026548	id-73443	2.62e-07	+	CGGCAGGTGGTGACAGCTGCCAGCAGCTGGCTGGG	UpstreamP1_CTCF	20
chr4	1037311	1037461	id-73444	1.73e-06	+	GAGCTGTGGAGGACCTTGTCCAGGAGAGGCAGGCT	UpstreamP1_CTCF	18
chr4	1042086	1042236	id-73445	4.02e-07	+	CTTGCGCTTCTCCGCGTATCCGGTGGGAGGCGCCC	Upstream_CTCF	1
chr4	1044749	1044899	id-73446	1.57e-08	-	GCAGCAGTGCTGGCCGGCAACACTGGAGGGCGCTA	Upstream_CTCF	31
chr4	1052329	1052479	id-73447	3.63e-05	+	CTGAGAAGCCCTGGGTCTTCCACATGAGGGCGTAA	V_CTCF_BR	3
chr4	1066772	1066922	id-73448	2.39e-05	+	CCGTGCCTTCCAGAACTGAACGCTAGGAGGAGCAG	UpstreamP1_CTCF	40
chr4	1086176	1086326	id-73449	1	+	NA	NONE	23
chr4	1110731	1110881	id-73450	1	+	NA	NONE	30
chr4	1120349	1120499	id-73451	6.21e-05	+	ATATGTACTCTCTGGGAGACAACTAGAGGGAACAC	V_CTCF_BR	7
chr4	1124463	1124613	id-73452	2.93e-08	+	GTGTCATGCGCCATGGCTGCCACTAGATGGCAGAA	UpstreamP1_CTCF	40
chr4	1161028	1161178	id-73453	2.2e-06	+	TTCCCAATGCCCGTGCCGGCCACCAGAGGGCCCTT	Upstream_CTCF	40
chr4	1165109	1165259	id-73454	1	+	NA	NONE	9
chr4	1188171	1188321	id-73455	9.88e-07	+	GATGGAGCGGCTGGCGTGCCCTGCAGGGGGAGTGG	Upstream_CTCF	14
chr4	1193892	1194042	id-73456	3.86e-05	+	GCTGGGTTGATGGTTGTGTCCGCCCGGTGGGGCTG	Upstream_CTCF	0
chr4	1208970	1209120	id-73457	1.21e-06	-	CTGCCCCAGCAGCCTGTAGCCACAAGGAGGATGAG	UpstreamP1_CTCF	2
chr4	1227816	1227966	id-73458	5.13e-05	-	GGCTGCCCACGCTTTCTTGCCACTAGGGGTGGCCA	V_CTCF_BR	38
chr4	1228833	1228983	id-73459	8.71e-06	+	CTCACCCACTGAAGGACAGCCGGTGGGGGGCGTCC	V_CTCF_BR	2
chr4	1237301	1237451	id-73460	6.98e-07	-	TCAGTGGGGCAGGTGTGGCCCGGCAGGGGGCGCTT	V_CTCF_BR	10
chr4	1243445	1243595	id-73461	2.96e-05	-	GGCCGGGCAGGACGCGGTCCCTCCAGGAGTCGGGG	V_CTCF_BR	10
chr4	1252347	1252497	id-73462	3.05e-07	-	AGTGCAATACACAACATTTCCAGAAGGGGAAAATC	Upstream_CTCF	24
chr4	1261859	1262009	id-73463	6.27e-08	-	CTGTCACTCCCAGACAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	40
chr4	1271876	1272026	id-73464	1.21e-06	+	TGTGTTGTTCATTTATTCACCAGTAGATGGGCACC	Upstream_CTCF	25
chr4	1279392	1279542	id-73465	2.11e-06	+	GGGTTGGATTGTAGGATAGCCAGTTGGTGGCAGAG	V_CTCF_BR	4
chr4	1280059	1280209	id-73466	1.74e-08	-	CATAACCCTTTGCCCTTCACCAGCAGAGGGCAGCC	V_CTCF_BR	36
chr4	1303232	1303382	id-73467	7.31e-05	+	CAGCAGCTGCCCTGCTGGAGGGAGAGGGGGTGCTG	UpstreamP1_CTCF	8
chr4	1308286	1308436	id-73468	4.71e-06	+	CATGTTTCACCAGAGCCCACCAGTGGGTGGGGACA	Upstream_CTCF	5
chr4	1312469	1312619	id-73469	2.6e-07	+	GCTGGTCAGACCTGGACTTCCTGTAGGGGGCGCCA	V_CTCF_BR	39
chr4	1339801	1339951	id-73470	5.93e-06	-	TCTGCAGCACCAGCTTCTGTCCCTGGGCGTCAGTG	Upstream_CTCF	36
chr4	1345745	1345895	id-73471	1.61e-09	-	CGGGCGTGGATGAATGTGACCACCAGAGGGCGCGG	V_CTCF_BR	40
chr4	1348419	1348569	id-73472	1.38e-06	-	GGGGAGAAGCACACAGAGGTCACAAGAGGGCGCCG	V_CTCF_BR	6
chr4	1350104	1350254	id-73473	6.07e-11	+	TGTGCAGCCCCCCCAGGGGCCAGCAGAGGGCGAGC	Upstream_CTCF	40
chr4	1354558	1354708	id-73474	1	+	NA	NONE	6
chr4	1359552	1359702	id-73475	1.19e-06	-	GCTTAGGGCAGTTATCTTCCCACCAGGTGGAGCAG	V_CTCF_BR	9
chr4	1359739	1359889	id-73476	7.27e-06	+	GCACCGGTGTGACGCCATTCCACAGGAGGGCAGCA	V_CTCF_BR	16
chr4	1361726	1361876	id-73477	1.04e-07	-	GCTGGACCCACGGCCTGGTCCACCTGAGGGCGGCC	V_CTCF_BR	1
chr4	1362608	1362758	id-73478	9.25e-06	-	TGGAGGAGGCTTGGAGCCAGCAGAGGAGGGCGCTG	V_CTCF_BR	8
chr4	1371239	1371389	id-73479	3.16e-06	+	CTGTCCCTGTCACACATTGCCACCAGGGGTGCCCC	UpstreamP1_CTCF	11
chr4	1375215	1375365	id-73480	5.08e-05	+	GAGGCCCTGGACAGCAAGGCCACTGTGGGGCAGCA	Upstream_CTCF	2
chr4	1393673	1393823	id-73481	5.7e-05	+	ACAGCAATGGACCACAGCACCATCGGCTGGTGGGG	Upstream_CTCF	0
chr4	1402328	1402478	id-73482	2.97e-06	+	GCGCCCCCTCCCCAGGAGACCGCTGGGTGGCGGGC	V_CTCF_BR	12
chr4	1405905	1406055	id-73483	3.65e-07	-	CTTGAGGAAATCAGGGTGGCCTCCAGGTGGTGCTG	V_CTCF_BR	17
chr4	1411390	1411540	id-73484	1	+	NA	NONE	8
chr4	1502117	1502267	id-73485	1.74e-08	+	TGGAAGCCAGGCTGAGGAACCACCAGGGGGCACGG	V_CTCF_BR	8
chr4	1515001	1515151	id-73486	1.22e-08	-	CACGGGAGGGGAGGGCCCGCCGCCAGGTGGCGCCT	V_CTCF_BR	38
chr4	1535235	1535385	id-73487	4.7e-08	+	CGCCGATGCGGTGAAGGGGCCGGCAGGGGGCTGTG	V_CTCF_BR	2
chr4	1541757	1541907	id-73488	2.78e-06	-	CTCCCCAGTTCTCCGCCGGCCGCGTGATGGAGCTC	V_CTCF_BR	0
chr4	1550679	1550829	id-73489	7.42e-12	-	CCTGCAGTGCACCGTGTGTCCAGCAGGGGGCAAGC	Upstream_CTCF	38
chr4	1558164	1558314	id-73490	8.21e-06	+	GGTTGACGCAGCCCCTGGACCTGGAGGAGGCAGGA	V_CTCF_BR	2
chr4	1570046	1570196	id-73491	2.93e-07	-	CTGCACCGTGGCGGCGTGAGCTCCAGGAGGTGCTG	UpstreamP1_CTCF	7
chr4	1572212	1572362	id-73492	1	+	NA	NONE	3
chr4	1580988	1581138	id-73493	3.97e-05	-	GGGTAGTAGACCGTGGGGGCCCGAGGGCGGCCGGG	UpstreamP1_CTCF	39
chr4	1598216	1598366	id-73494	8.98e-06	-	CTGCAGTGACACAGCTGTGGAAATGGAGGGCAGAT	UpstreamP1_CTCF	18
chr4	1606722	1606872	id-73495	1.82e-06	-	CTGCACACCCGAGACTCAGCAGCCAGGTGGAGCCC	UpstreamP1_CTCF	17
chr4	1608431	1608581	id-73496	4.48e-07	-	ACAGCAGCGCTTTCCCCGACAGCTAGGGGGCGTGG	Upstream_CTCF	37
chr4	1630963	1631113	id-73497	3.95e-09	-	CCCGCACTTCCCCTGGAGGCCGCTGGGTGGCAGCA	Upstream_CTCF	40
chr4	1646848	1646998	id-73498	6.43e-06	+	GCCAAGCACCTCCCTCCTGCCACAGGGAGGCACAG	V_CTCF_BR	8
chr4	1649151	1649301	id-73499	8.16e-07	+	GAGCCTAGACTCAGAGCAGACAGCAGGGGGTGGCG	V_CTCF_BR	2
chr4	1663544	1663694	id-73500	4.7e-06	+	ACCTCCATGCCACGGAGCACCTCTTGGTGGCGCAG	V_CTCF_BR	6
chr4	1695241	1695391	id-73501	3.47e-09	+	GAGCTGTTTCTCTTCCTGGCCGCCAGGGGGCAGTT	UpstreamP1_CTCF	40
chr4	1718029	1718179	id-73502	1	+	NA	NONE	2
chr4	1728079	1728229	id-73503	7.27e-11	-	CTTGCAGGCCCCAGGATGGCCAGCAGGGGGCGTGG	Upstream_CTCF	40
chr4	1729836	1729986	id-73504	2.01e-05	+	GGTGCAATCCCTAAGGAAGCCTGCGGAGGAGCACC	Upstream_CTCF	26
chr4	1731576	1731726	id-73505	1.3e-07	-	CTGTCACGCCCGGACAGGGCCACTGGAGGGCTCCC	UpstreamP1_CTCF	37
chr4	1745616	1745766	id-73506	2.81e-05	+	AGGATGGCTGGGCTGTGAGGCCGCTGGGGGCACTG	V_CTCF_BR	0
chr4	1747425	1747575	id-73507	1.64e-05	+	TGGGTGTGGAGGGAGGCCCCCTGCAGGTGCAGCTG	V_CTCF_BR	8
chr4	1748057	1748207	id-73508	9.39e-07	+	GCAACAACACCCCCAGCCGCCGCCAGGGGTCGCTT	Upstream_CTCF	40
chr4	1750486	1750636	id-73509	5.72e-09	+	AGCCTTTGGACCCCAACAGCCTGCAGGGGGCGCCA	V_CTCF_BR	40
chr4	1754429	1754579	id-73510	3.63e-05	+	CCCACTTCTCCGAGCTCAGGCGGCAGAGGCCTGCC	V_CTCF_BR	3
chr4	1761579	1761729	id-73511	9.51e-07	+	CTGGGGCCGGAGCCCACGAACGCCTGGTGGCGCCC	V_CTCF_BR	10
chr4	1765315	1765465	id-73512	1.14e-06	+	CTGTAAATCGGCCCTTTCACCACTGGAGGCCGCGC	UpstreamP1_CTCF	25
chr4	1769159	1769309	id-73513	4.7e-06	+	GCTCCCGGCCTCGGTGTCCCCACCGGGAGGCGCGC	V_CTCF_BR	5
chr4	1769651	1769801	id-73514	2.78e-06	-	AGGAAACTCCCGCTGGCTGCCGGGAGGAGGCGGTG	V_CTCF_BR	39
chr4	1780008	1780158	id-73515	2.94e-06	+	ATGGCCGTGGCCAGGGCCGTCGCCAGGGGGCCGGG	Upstream_CTCF	28
chr4	1781731	1781881	id-73516	1.21e-06	-	TGAGGTGTGGAGACTGAGGCCAGCAGAGGGCCCTG	Upstream_CTCF	4
chr4	1784166	1784316	id-73517	8.53e-09	-	CCTGCTGTGTGGCTCACGGGCAGTAGAGGGCACCC	Upstream_CTCF	6
chr4	1804608	1804758	id-73518	1	+	NA	NONE	0
chr4	1811753	1811903	id-73519	9.51e-07	-	CAGGGACACTGCCCAGCCAGCGCTAGGGGGCGCTC	V_CTCF_BR	40
chr4	1812081	1812231	id-73520	1.22e-08	-	CAGCCTAGAGCACACCCAACCACTAGAGGGCACCC	V_CTCF_BR	30
chr4	1815785	1815935	id-73521	3.22e-05	+	ATGCTGAGACTGAGGCCACACACATGGGGGCGCCT	UpstreamP1_CTCF	35
chr4	1826520	1826670	id-73522	2.81e-05	+	ATGGAAGACGCGGCTGTGGAAGGCAGGGGGTGCCA	V_CTCF_BR	3
chr4	1844205	1844355	id-73523	5.63e-06	-	GTGCACCTGGTCTCTAAGACGGCCAGATGTCAGCA	UpstreamP1_CTCF	12
chr4	1853052	1853202	id-73524	4.1e-06	-	GGTGAAGTGACGTATCGGTCCACTAGGAGCAGGGT	Upstream_CTCF	13
chr4	1858434	1858584	id-73525	1.92e-05	+	GCGTCGGGAGTCCCCGTCACCACTGGGGGGACGGG	UpstreamP1_CTCF	28
chr4	1861203	1861353	id-73526	4.7e-06	+	GGGAGAAGGAAAGGGAAGAACAGGAGGGGGCAGTG	V_CTCF_BR	8
chr4	1901062	1901212	id-73527	5.63e-09	-	GAAGCATTTTTTATTACCACCACTAGGGGGCGGAC	Upstream_CTCF	40
chr4	1907117	1907267	id-73528	4.34e-05	-	TCAGGCCTCCAGCCAGAGACCAGAAGGGGACATGT	Upstream_CTCF	3
chr4	1912499	1912649	id-73529	1.7e-05	-	CCTGAGTTTCCCAGTTCAGTCTCTGGAGGGCACCA	Upstream_CTCF	40
chr4	1914858	1915008	id-73530	6.27e-08	+	CTGTCACGCCCAGACAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	40
chr4	1950747	1950897	id-73531	8.03e-07	-	TGAGCACTTCTGAGATGAGACTGGAGGGGGAGCCA	Upstream_CTCF	15
chr4	1961028	1961178	id-73532	2.55e-06	-	ACTGCCTCTCCTTACCCAGCCTCCAGGTGGCCTTT	Upstream_CTCF	5
chr4	1991378	1991528	id-73533	1	+	NA	NONE	0
chr4	1994355	1994505	id-73534	2.18e-07	-	AGGTCCTCCCACTCAGAGGCCACCAGGAGGCGGCG	V_CTCF_BR	24
chr4	2010898	2011048	id-73535	1.87e-09	-	TTTGCGGTCTTCCCGAGAGCCAGCAGAGGGCGCCG	V_CTCF_BR	35
chr4	2011244	2011394	id-73536	7.17e-05	-	CCCGCATGCTCAGCGCAGCCCCGTCGGCGGCGCGC	Upstream_CTCF	10
chr4	2011670	2011820	id-73537	2.12e-06	+	CCGCCGTTCACAGCTATTGCCACTGGGCGGTGGGA	UpstreamP1_CTCF	40
chr4	2023588	2023738	id-73538	8.21e-05	+	TGAGATAGGAGAAAACCGCCCTGTGGCTGGAGGCG	V_CTCF_BR	6
chr4	2042958	2043108	id-73539	4.1e-06	-	AGCGCCGTGCAGCCAGTGGCCCCCGGGGGCGCCCG	Upstream_CTCF	5
chr4	2043994	2044144	id-73540	2.14e-10	-	GCGGGCGGGGGGGCCATGGCCAGCAGAGGGAGCGG	V_CTCF_BR	4
chr4	2048328	2048478	id-73541	5.41e-06	+	TCTGCTCTTCCCAGGCGCCCCTGCAGGCCGCGCGC	Upstream_CTCF	13
chr4	2062705	2062855	id-73542	6.19e-06	-	CTGTAGTAGTAGCGCAGGCCCAGCAGCGCGGCCGG	UpstreamP1_CTCF	3
chr4	2073348	2073498	id-73543	1.48e-06	+	CTTCCTAAAGCGAAGGGAGCCAGCAGGGGGTGACA	V_CTCF_BR	3
chr4	2089000	2089150	id-73544	7.1e-07	-	TTGCAGTGCCATAGCTGAGGCACTAGGTGAGGATG	UpstreamP1_CTCF	27
chr4	2170298	2170448	id-73545	1.38e-06	-	TGAGCTCACCTCTGTCCTGGCACCAGCTGGCACTG	V_CTCF_BR	8
chr4	2179558	2179708	id-73546	1	+	NA	NONE	36
chr4	2188200	2188350	id-73547	8.71e-06	-	GGTCCTTGCTTCCTTTTCAGCACTAGGTGGCACCT	V_CTCF_BR	34
chr4	2218058	2218208	id-73548	1.75e-07	-	CTGCACTGCAAATCACTAACCAGTACGTGGTGCAG	UpstreamP1_CTCF	5
chr4	2221852	2222002	id-73549	5.01e-06	+	GGCACGATGTTAAGCTCCGTCAGCAGAGGGTGCTA	V_CTCF_BR	40
chr4	2243078	2243228	id-73550	3.81e-05	-	GGGAAGAGAGGCTGCCTAGCCTCCTGGTGGCTTGG	V_CTCF_BR	21
chr4	2244093	2244243	id-73551	1.73e-05	-	GCAGGCCCGCAGCTTCAGCTCCCCAGAGGGCGCCC	V_CTCF_BR	5
chr4	2245422	2245572	id-73552	1	+	NA	NONE	36
chr4	2257649	2257799	id-73553	4.14e-06	+	CACCAGCACATGAGGCTGGGCTGCAGGGGGCTCCT	V_CTCF_BR	8
chr4	2267723	2267873	id-73554	3.88e-06	+	GAGGCCTGGTTGTGTCCCGGCACCAGGGGGAGTCC	V_CTCF_BR	23
chr4	2282387	2282537	id-73555	5.51e-07	+	GAAAGGAAAGTGCCTGCTGGCAGCAGATGGCACCC	V_CTCF_BR	29
chr4	2283373	2283523	id-73556	7.73e-06	+	TGGGGCACACATTCAAACCACAGCAGGGGGCACTG	V_CTCF_BR	32
chr4	2332023	2332173	id-73557	6.8e-06	+	GTGCAGTGGTGGGGACATCGCAGAGGGAGGTACAG	UpstreamP1_CTCF	19
chr4	2335043	2335193	id-73558	5.34e-06	+	AGGAGGAGCAGAGGTTTGGCCACCAGCAGGTGGAC	V_CTCF_BR	3
chr4	2356023	2356173	id-73559	1.59e-06	-	CCCCTTTTCTGTGGGCTCTCCACCAGAGGGAGCGT	V_CTCF_BR	39
chr4	2377068	2377218	id-73560	1.52e-07	-	CAGTGTGAGCCACTGCTGTCCAGCAGGGGGAAGAG	V_CTCF_BR	1
chr4	2386105	2386255	id-73561	8.21e-06	-	TGGTGGCCTGCCTGTGCCCCCTCCAGTGGTCAGTC	V_CTCF_BR	7
chr4	2392611	2392761	id-73562	1.76e-05	-	TTTCAGCTGTGAAGCTTGGCAGCCAGAGGACAGGA	UpstreamP1_CTCF	2
chr4	2395230	2395380	id-73563	4.88e-05	+	CTCTCACGGCCCCTTCCAAAAGCTAGGTGGCAGCC	V_CTCF_BR	7
chr4	2397539	2397689	id-73564	1.48e-06	+	AAGGCACTGCTGACACTTGGCGCCAGGGGGTTCCT	Upstream_CTCF	1
chr4	2398631	2398781	id-73565	4.02e-07	+	GCTGCTGTGCCGAGAACAGCCGGGTGGGGCAGGAC	Upstream_CTCF	18
chr4	2403836	2403986	id-73566	7.31e-05	-	CTGCAGCGCTGTCTGTGCGGTGCCTGGTGCCATGA	UpstreamP1_CTCF	4
chr4	2414749	2414899	id-73567	6.15e-05	-	AGGGCAATTAAGAGCCTGGGCTGCAGACAGAGGGC	Upstream_CTCF	30
chr4	2415197	2415347	id-73568	2.46e-08	+	CCTCCGTGCCAGGCGCCCGCCAGGAGAGGGAGCAC	V_CTCF_BR	39
chr4	2418270	2418420	id-73569	2.59e-06	+	CCGCCCTACCCCGGCAGAGGCACATGGGGGCAGCA	UpstreamP1_CTCF	7
chr4	2420428	2420578	id-73570	5.68e-06	-	GGCGCGGCGGGTCGCCCCGCCGGCAGGGAGCGCGC	V_CTCF_BR	22
chr4	2420964	2421114	id-73571	8.99e-05	-	TAAGGTACAAATTAGGGCACCACTGGGGGGAGTAG	V_CTCF_BR	33
chr4	2438130	2438280	id-73572	1	+	NA	NONE	36
chr4	2443464	2443614	id-73573	1.03e-06	-	AGGGGCTTCCCTGGAGAGGCCACAAGGTGGCGTCC	V_CTCF_BR	40
chr4	2443954	2444104	id-73574	4.65e-06	-	ACGCTGTTACTGCTTCCTCCCTCAAGGGGGCCATT	UpstreamP1_CTCF	17
chr4	2464563	2464713	id-73575	3.88e-06	-	CTCGGCCCGGCTCAGGCGGCCTCCAGGCGGCGCGC	V_CTCF_BR	40
chr4	2471549	2471699	id-73576	1	+	NA	NONE	2
chr4	2528413	2528563	id-73577	1.5e-05	+	CCTGTAATCCCAGCCTCAGCCTTTGGGAGGCCTAG	Upstream_CTCF	15
chr4	2537201	2537351	id-73578	2.18e-07	+	TGTCTGTGGTAAGCGGGGCCCTCCAGGGGGCGGAG	V_CTCF_BR	31
chr4	2593149	2593299	id-73579	4.31e-07	+	CAGCCCTGAAGGCCGGTCGGCAGGAGGTGGCAGCG	V_CTCF_BR	3
chr4	2600467	2600617	id-73580	3.31e-06	+	CTGTGCGTGCTCGTGTGGGCCTGTAGAGGGGAGTC	UpstreamP1_CTCF	25
chr4	2626215	2626365	id-73581	6.21e-06	+	GATGCAAGGCTCAGAGAGGCCACTAGGTTTCTACC	Upstream_CTCF	26
chr4	2632778	2632928	id-73582	6.05e-06	-	TGCTGATGGAGCGTGCGGCCTGGCAGAGGGCGCCG	V_CTCF_BR	13
chr4	2664344	2664494	id-73583	1	+	NA	NONE	4
chr4	2675007	2675157	id-73584	2.04e-05	+	ACACATGTGTGTTTTCTCCCCTCTAGGGGTCACTG	V_CTCF_BR	39
chr4	2698269	2698419	id-73585	8.98e-06	+	AGGCAAGTGACAGTTCTCAGCACCTGGAGGCGCCA	UpstreamP1_CTCF	2
chr4	2714093	2714243	id-73586	3.1e-07	-	CCGCAGGCACAAAGCACGACCAGAAGGTGGCCGCT	UpstreamP1_CTCF	33
chr4	2715744	2715894	id-73587	2.66e-05	+	CATGCCAGCTCTTTTTCCTCCTCAAGTTGGAGCTC	V_CTCF_BR	12
chr4	2723247	2723397	id-73588	5.74e-05	+	CTGCTGCTTCATGGGTTTGCAGCTAGCGAGCCCTC	UpstreamP1_CTCF	5
chr4	2744324	2744474	id-73589	1.09e-07	+	CTGCTGCGCCCCAGAGCCCAGACAAGGGGGCGCTC	UpstreamP1_CTCF	0
chr4	2757791	2757941	id-73590	1	+	NA	NONE	40
chr4	2763324	2763474	id-73591	6.43e-06	+	TCCATTGTTTGCACAAGCACCGCCAGGGGGTGGGG	V_CTCF_BR	31
chr4	2765934	2766084	id-73592	3.97e-07	+	GGGCCCTCGCGGCGAGTGTCCACGAGGAGGCGGTG	V_CTCF_BR	37
chr4	2789484	2789634	id-73593	1.24e-05	-	CTCTCCTGGCAGGGGCACAGCGCTAGAGGGCAGAG	V_CTCF_BR	6
chr4	2791630	2791780	id-73594	1.04e-05	-	TCTACGTGTCACAGGCGTCCCAGCAGGGGGCTTCA	V_CTCF_BR	6
chr4	2798471	2798621	id-73595	3.18e-06	+	CCAGGCTGGCAGGCAACAGCCTCAAGAAGGCAGTG	V_CTCF_BR	6
chr4	2802026	2802176	id-73596	4.65e-05	-	AGGGGCAGGCTGCATCAGACAGGGAGGTGGCACAG	V_CTCF_BR	11
chr4	2839055	2839205	id-73597	1.18e-05	-	GGGCTGCGCTGAGCCCCAACCAGCAGGGGAGCTCC	UpstreamP1_CTCF	14
chr4	2851420	2851570	id-73598	3.28e-05	+	GTCGCTTGAAATTTATTTCACAGGAGAGGGAGCCG	V_CTCF_BR	7
chr4	2912271	2912421	id-73599	8.21e-06	+	CTGGCCTCCTGTGTAGAGCCCACGTGAGGGCAGCA	V_CTCF_BR	32
chr4	2932728	2932878	id-73600	2.47e-07	+	GCGCCCTCACCTGAAGCGGCCACCAGGGGCCCCGC	UpstreamP1_CTCF	32
chr4	2933705	2933855	id-73601	9.41e-05	+	GTTGGTCGAGTCCTTACTGTCTCCAGAGGGTGGGT	V_CTCF_BR	6
chr4	2937122	2937272	id-73602	1.93e-05	+	AGCCCCGCTCCCTGGGTCACCCGAAGGAGGAGCTG	V_CTCF_BR	24
chr4	2943811	2943961	id-73603	1	+	NA	NONE	0
chr4	2950757	2950907	id-73604	5.21e-08	+	TCAGCTCAGGAGACTCTTGCCACCAGAGGGCACTT	V_CTCF_BR	40
chr4	2956698	2956848	id-73605	5.34e-06	-	GCGCCGTGGCGTGGAGGTGACTAGAGGGGGCGCCG	V_CTCF_BR	33
chr4	2957227	2957377	id-73606	5.34e-06	-	GCGCCGTGGCGTGCAGGTGACTAGAGGGGGCGCCG	V_CTCF_BR	27
chr4	2963825	2963975	id-73607	1.93e-05	+	ACTTAATTCTCACAAACCACCACGAGGGGTAGGAT	Upstream_CTCF	18
chr4	2965246	2965396	id-73608	1.55e-07	+	CTGTAGTGCCCCGGCCGCGGCGGCGAGGGGCGCTC	UpstreamP1_CTCF	38
chr4	2965493	2965643	id-73609	1.64e-05	-	CAGGGGAGCGGTCGGGGCGAGGGGAGGGGGCAGCC	V_CTCF_BR	9
chr4	2980254	2980404	id-73610	4.59e-07	+	CAGTTCTGTGGTGGAGATGCCACTAGGGGGCAGGT	UpstreamP1_CTCF	40
chr4	3011139	3011289	id-73611	2.6e-05	+	GAGCAAGTCAAGAGCTATCCTGCTAGAGGGAGCCA	UpstreamP1_CTCF	38
chr4	3031870	3032020	id-73612	5.98e-05	-	TTGCTGTGACTCGCGGGTGCCACCGTCAGCCTCAG	UpstreamP1_CTCF	2
chr4	3039147	3039297	id-73613	1.64e-07	-	AGGGCAGTACCTCATTCTGCCAGGGGATGGAGACA	Upstream_CTCF	40
chr4	3047345	3047495	id-73614	1.72e-06	-	CCTGCAGTGGCCGTGGCCGTCTCCAGAGGCGGTGC	Upstream_CTCF	9
chr4	3049221	3049371	id-73615	4.23e-08	+	CTGTCACGCTCAGACAGGGCCACTAGAGGGCTCCC	V_CTCF_BR	40
chr4	3075321	3075471	id-73616	2.27e-06	+	CCGGGGCGCTGCGCTGGGACCGATGGGGGGCGCCA	V_CTCF_BR	27
chr4	3076144	3076294	id-73617	1	+	NA	NONE	24
chr4	3108435	3108585	id-73618	8.61e-08	+	TGCTTGTTGCCAGACTCTGCCACTAGAGGGCAGGG	V_CTCF_BR	40
chr4	3138281	3138431	id-73619	1.84e-06	-	AAAATATTAACAGTGATTACCTCCAGGTGGCAGCA	V_CTCF_BR	28
chr4	3147343	3147493	id-73620	1	+	NA	NONE	30
chr4	3153113	3153263	id-73621	7.44e-06	+	GGAGTTGCTACACAAAGGAGCACCAGGGGGATGGT	Upstream_CTCF	21
chr4	3161827	3161977	id-73622	7.17e-05	-	ACGGCTGCAGCAGATGCCTCCACTGTGCGGCGCCG	Upstream_CTCF	2
chr4	3186609	3186759	id-73623	2.27e-06	-	CCAAGTTCCCAAGGTGCTGACAGCAGATGTCGCCC	V_CTCF_BR	0
chr4	3195658	3195808	id-73624	1.93e-05	+	GACTGCATTTATTTGAAAGACACTAGGTGGCAGAA	V_CTCF_BR	35
chr4	3201555	3201705	id-73625	4.1e-06	-	GCTGCACTTCTGCCCACCAGCGGTAGTCGGTGTGG	Upstream_CTCF	2
chr4	3209246	3209396	id-73626	2.8e-05	-	AATGCTACCTCTCAAACAGCCACCAGGAGTGCAAA	Upstream_CTCF	24
chr4	3235680	3235830	id-73627	2.39e-05	+	GTGGAATTTCATCAGCCACCCACATGGGGGAGTTG	UpstreamP1_CTCF	23
chr4	3246674	3246824	id-73628	1.21e-06	-	GTAGCTCTGAAAGGAGAGGCCACTGGGGGGCCCTG	Upstream_CTCF	1
chr4	3248399	3248549	id-73629	4.68e-07	-	GAGGACAAGAACCAGGCAGGCAGCAGATGGCAGCA	V_CTCF_BR	26
chr4	3267962	3268112	id-73630	1	+	NA	NONE	1
chr4	3288336	3288486	id-73631	6.48e-05	-	CAGCGCTGGCCCCGCCTGGCTGCCACAGGCTGCCT	UpstreamP1_CTCF	1
chr4	3320398	3320548	id-73632	8.16e-07	+	CCTCTGGAAGGGACTTTGTCCAGCAGGAGGCGGTG	V_CTCF_BR	31
chr4	3321543	3321693	id-73633	3.24e-06	+	ACCTCACTTCTCCGTGGAGCCTGTAGGTGGTGGGG	Upstream_CTCF	6
chr4	3325856	3326006	id-73634	2.84e-05	-	CCGCACTGTCAAGGGAAGGCCTGACGAGGGCGTCA	UpstreamP1_CTCF	6
chr4	3342638	3342788	id-73635	5.21e-08	-	ATCCTGAAAGTGGCGATGCCCAGCAGAGGGCAGCC	V_CTCF_BR	17
chr4	3347906	3348056	id-73636	2.72e-06	+	GGGATGTTCCCAAAGTCACCCACTAGGGGGACTCA	UpstreamP1_CTCF	40
chr4	3368904	3369054	id-73637	1	+	NA	NONE	4
chr4	3371629	3371779	id-73638	1	+	NA	NONE	10
chr4	3374811	3374961	id-73639	4.68e-07	+	TGAGGAAGACGGAGTGTGGTCACGAGGGGGCGGTG	V_CTCF_BR	4
chr4	3377442	3377592	id-73640	6.49e-06	-	ACTGGCGTAACACAGCTGGCCACCAGGAGCTCATC	Upstream_CTCF	12
chr4	3387945	3388095	id-73641	2.81e-05	-	GGGAGGTTCTCAGAGGCACTCTCCAGGTGGAGGTG	V_CTCF_BR	2
chr4	3401718	3401868	id-73642	1.56e-05	+	ACAGGGCTTGAATGATCTTCCACAAGGGGGGGCAA	Upstream_CTCF	23
chr4	3420262	3420412	id-73643	3.42e-08	+	TGTGCGTGGCTGCTCCCCGCCTGCAGGGGGAAGCG	V_CTCF_BR	38
chr4	3436637	3436787	id-73644	2.6e-06	-	GGTGCCTAGCATCTCCCTGCCGGCAGGTGGAGTCC	V_CTCF_BR	26
chr4	3445024	3445174	id-73645	1.73e-06	+	CTGTGTGGAGGCCACCCCGCCTCCAGGGGGCCCAG	UpstreamP1_CTCF	1
chr4	3445297	3445447	id-73646	1.34e-10	-	GCTGCAGGGCCCGGCCTCACCACCAGGCGGCGCCT	Upstream_CTCF	40
chr4	3447017	3447167	id-73647	6.19e-06	-	CTGCTGTGACCTCGGTGGGGCCCAAGGCAGCACCC	UpstreamP1_CTCF	3
chr4	3447614	3447764	id-73648	4.14e-06	-	TTCCACACACAGGCCCTACCCGGCAGGAGGCGCTG	V_CTCF_BR	2
chr4	3454300	3454450	id-73649	3.36e-07	-	GGCTTGGCTCCCTTGGAGTCCAGCAGGGGGCACCT	V_CTCF_BR	38
chr4	3468135	3468285	id-73650	2.97e-06	-	CAGACGCACAGGAAATCCACCACCAGGAGGCTCTG	V_CTCF_BR	37
chr4	3478322	3478472	id-73651	1.74e-07	+	CTGGCATTTCCAGAATGCGCCGGCAGGTGGACGGA	Upstream_CTCF	5
chr4	3482344	3482494	id-73652	5.47e-12	-	CTGCAGTGGCCAAAGGTGGCCGGCAGGGGGCTCTC	UpstreamP1_CTCF	40
chr4	3488651	3488801	id-73653	7.44e-06	+	GAGGGTTTGCCTGGGACAGCCACTAGATGGGACAG	Upstream_CTCF	6
chr4	3516633	3516783	id-73654	3.18e-06	-	CCTTGCAGTTCACCCGGGACCACAAGATGGCGTGG	V_CTCF_BR	39
chr4	3528222	3528372	id-73655	1.73e-05	-	GGCTGCAAGGCAGTGTGGGCCACAAGGCGGCGCGG	V_CTCF_BR	0
chr4	3558082	3558232	id-73656	3.63e-06	-	CGTCCTCACTGCACCGCAGCCTAGAGAGGGAGCCA	V_CTCF_BR	22
chr4	3574244	3574394	id-73657	5.01e-06	-	TCCAGTCGGAGGCGGGCGGCAGACAGGGGGCAGCA	V_CTCF_BR	12
chr4	3582496	3582646	id-73658	1	+	NA	NONE	1
chr4	3590193	3590343	id-73659	4.65e-05	-	CTTAGGAGCCGGAGCCAGGCCAGGAGAGGGGGCAG	V_CTCF_BR	2
chr4	3592339	3592489	id-73660	1	+	NA	NONE	3
chr4	3597440	3597590	id-73661	1.56e-06	+	AGTGCATGTTTTCCGCTGCACAGAAGGGGGCATTC	Upstream_CTCF	5
chr4	3609951	3610101	id-73662	1.7e-05	+	GGGGTGGTACGCCCACCGGCCAGGTGGTGCTGCTC	Upstream_CTCF	3
chr4	3655907	3656057	id-73663	1	+	NA	NONE	1
chr4	3670606	3670756	id-73664	1.54e-05	+	CTGTCCGTTCACCTGGTGCCCAGATGGAGGCGACC	UpstreamP1_CTCF	2
chr4	3677133	3677283	id-73665	2.23e-06	+	CAGAAGCCCCAGGCTGCCTCCTGCAGGAGGCGTCG	UpstreamP1_CTCF	6
chr4	3679481	3679631	id-73666	4.71e-06	-	ACTGCACAGCAGCTCCCGAGCTGCAGGGAGAGCGG	Upstream_CTCF	5
chr4	3703335	3703485	id-73667	1	+	NA	NONE	8
chr4	3726563	3726713	id-73668	8.52e-08	-	AGGCAGTCTCCCAGGAAGGCCGGCAGGTGCCAGCC	UpstreamP1_CTCF	2
chr4	3749365	3749515	id-73669	1.48e-06	+	GCGTCGTTCACGGGACATTCCTCCAGGGGGAGCTC	UpstreamP1_CTCF	39
chr4	3767372	3767522	id-73670	8.61e-08	+	CCCGCAGGCTGCAGGCGGCCCTGGAGGGGGCGCCC	V_CTCF_BR	26
chr4	3767654	3767804	id-73671	1.38e-07	+	GCCGCACGGCCAAGCGTGGACCGCGGGGGGCGCCC	Upstream_CTCF	5
chr4	3768827	3768977	id-73672	8.21e-06	-	GGCTGGCGGTAGAGCGAGACCAGCGGCGGGAAGGA	V_CTCF_BR	13
chr4	3769371	3769521	id-73673	8.46e-07	+	CGCGCAGCAGCGTGTGCCGCCGCAAGGTGGCCCAG	Upstream_CTCF	20
chr4	3775577	3775727	id-73674	1	+	NA	NONE	1
chr4	3783794	3783944	id-73675	8.99e-05	-	CCGCCTCCCACCTGAACGACCGCCTGGCGGCAGTG	V_CTCF_BR	1
chr4	3785596	3785746	id-73676	1	+	NA	NONE	35
chr4	3788021	3788171	id-73677	2.11e-06	+	TGGGCACAGAGCTGAGTGGCCACCTGCTGGTGCTG	V_CTCF_BR	16
chr4	3792040	3792190	id-73678	1.31e-05	-	AGCAGGGACACTAGGGGCAGCACCAGGTGCCAGCC	V_CTCF_BR	9
chr4	3794657	3794807	id-73679	3.65e-07	+	CTTGCCCTGGGAAGGCAAGCCTGAAGGGGGCGCTG	V_CTCF_BR	23
chr4	3829872	3830022	id-73680	8.16e-07	-	CACCCCAGGCAGGGGGCAGCATCCAGGGGGCAGAG	V_CTCF_BR	5
chr4	3832929	3833079	id-73681	9.49e-08	-	CCCCAGGGCTCTCTCTTGGCCACGTGAGGGCAGCA	V_CTCF_BR	3
chr4	3835999	3836149	id-73682	1	+	NA	NONE	5
chr4	3882434	3882584	id-73683	1.26e-07	-	CACCTCTTATGGCGAATGGACAGCAGGTGGCAGCA	V_CTCF_BR	40
chr4	3895438	3895588	id-73684	2.27e-06	+	CTTGAGGGAGCACTGATGCCCAGAAGGGGGCAGAT	V_CTCF_BR	35
chr4	3944267	3944417	id-73685	2.58e-07	-	CCGTCATTTCAGCTTCTGGCCACTGGGAGGCGCTG	Upstream_CTCF	14
chr4	3951770	3951920	id-73686	2.46e-08	-	GCAGGTCTGCCCTGTGCCACCAGGAGAGGGCAGCG	V_CTCF_BR	40
chr4	3986633	3986783	id-73687	8.17e-10	+	ATGCAGTGCACTATCTTGTCCACTAGGTGGTACTG	UpstreamP1_CTCF	13
chr4	4092595	4092745	id-73688	1	+	NA	NONE	14
chr4	4109321	4109471	id-73689	9.87e-11	-	GTCCGCGGTGCGCGCCAGGCCAGCAGAGGGCGCCA	V_CTCF_BR	39
chr4	4147509	4147659	id-73690	1.05e-08	-	AGTGTGGTGACCAGGGTCTCCACCAGGGGGCAGGC	Upstream_CTCF	29
chr4	4184714	4184864	id-73691	2.83e-10	-	CTGCTATGGGAGAGCGCAACCAGCAGGGGGCGCCA	UpstreamP1_CTCF	40
chr4	4249932	4250082	id-73692	1	+	NA	NONE	28
chr4	4250349	4250499	id-73693	3.81e-05	+	TGCTAGAGCCTGGCAGTGACCACTTGGGGGCCCTG	UpstreamP1_CTCF	37
chr4	4254558	4254708	id-73694	1.3e-09	+	ACTGTAGTTTAAATTCCCACCAGCAGAGGGCAGGA	Upstream_CTCF	40
chr4	4262085	4262235	id-73695	7.84e-05	-	CATTGCTACTGAGTATATGCCCACAGGTGGCAGTA	V_CTCF_BR	38
chr4	4273770	4273920	id-73696	1.22e-07	+	TGGCTGTGGCTACAAGAGGGCAGCAGGAGGCAGCC	UpstreamP1_CTCF	19
chr4	4329452	4329602	id-73697	7.44e-06	+	GCTGTTCCCCGTGTTAAGGCCACCAGCAGGGGCAG	Upstream_CTCF	39
chr4	4334953	4335103	id-73698	5.7e-05	-	ACTGCATTTTTTTTTTCCCCCAGAGGGAGTCTTGC	Upstream_CTCF	5
chr4	4337083	4337233	id-73699	2.11e-08	-	CTGTCACGCCCAGACAGGGCCACTAGAGGGCTCCC	UpstreamP1_CTCF	40
chr4	4359949	4360099	id-73700	6.46e-07	-	TTTGCCTAAGATCATGTAGCCAGCGGGTGGCAGCA	V_CTCF_BR	5
chr4	4365314	4365464	id-73701	3.36e-05	+	CTGGAGGGGCTGGGAGGGGACAGAGGGTGCAGGAG	UpstreamP1_CTCF	5
chr4	4377938	4378088	id-73702	1.48e-06	+	CTGTCCTGTCCTGCAAAGGCCACCAGGGAGGGACA	UpstreamP1_CTCF	6
chr4	4386665	4386815	id-73703	6.37e-07	+	TTGCCCTTGTCCGTAGCTCCCTGCGGGTGGCGCTG	UpstreamP1_CTCF	37
chr4	4397704	4397854	id-73704	8.99e-05	+	GGATGGCAGGAGGACTCCCCCAGCGGCGGCCAGCT	V_CTCF_BR	16
chr4	4405474	4405624	id-73705	7.91e-05	+	TTTAAATGCTGACCAGAGTGCAGAAGGCGGCGGAC	UpstreamP1_CTCF	6
chr4	4428960	4429110	id-73706	7.62e-09	+	CTGCAGGACCAACTCATCCACAGCAGGGGGCCGTG	UpstreamP1_CTCF	22
chr4	4432432	4432582	id-73707	2.44e-07	-	GTAGCACCTGTAAGAGCACCCAGCAGAGGGCAGGG	Upstream_CTCF	40
chr4	4482409	4482559	id-73708	4.14e-06	+	GCCACATACTTCCCATTATCCACTAGATGGCAACA	V_CTCF_BR	39
chr4	4490232	4490382	id-73709	3.88e-06	+	CATCAAGTATGGGTCCCATCCACTAGGTGGTGCTC	V_CTCF_BR	40
chr4	4509776	4509926	id-73710	1.27e-06	-	GGGCACTTCAGTGTCCTGTGCACTAGGGGGAGTGT	UpstreamP1_CTCF	40
chr4	4513662	4513812	id-73711	1.48e-05	+	CAGCATTCCTGGCCTCTTTCTGCTAGATGCCAGTA	UpstreamP1_CTCF	28
chr4	4521138	4521288	id-73712	5.72e-07	+	ATGCATTTCCCATTTCAGACCACTAGGGACCAATA	UpstreamP1_CTCF	39
chr4	4526194	4526344	id-73713	1	+	NA	NONE	25
chr4	4534971	4535121	id-73714	1.1e-05	+	GACTTCACTGATACTTTACCCACCAGAGGGAGTCC	V_CTCF_BR	7
chr4	4543799	4543949	id-73715	1.17e-05	-	TCCTCCTCCGCCAGGTGCGCCGGCTGAGGCCGGAA	V_CTCF_BR	16
chr4	4568183	4568333	id-73716	1	+	NA	NONE	9
chr4	4577095	4577245	id-73717	4.03e-06	-	CCGCACGCTCCTCCCAGCGCCGCCAGGCGGCCCGC	UpstreamP1_CTCF	38
chr4	4587873	4588023	id-73718	4.3e-08	-	TTGCAGCTCCAGGGCTCTGCCAGGAGGTGGTATCC	UpstreamP1_CTCF	12
chr4	4597074	4597224	id-73719	2.47e-07	+	ATGCAGTTGCACTCATATGCCACTTGGGGCTGCAG	UpstreamP1_CTCF	32
chr4	4642522	4642672	id-73720	2.91e-05	+	CCATTTGCTCCTGCTGAGGGCCCCAGAGGCCAGCT	Upstream_CTCF	1
chr4	4661901	4662051	id-73721	1.92e-06	-	CTGAAGTGGCTCCCTGCTGCCTCCAGGTTCAAGTC	UpstreamP1_CTCF	10
chr4	4666133	4666283	id-73722	1.81e-06	-	CATGTCCTGCACACTGTCAGCAACAGGGGGAGTAG	Upstream_CTCF	3
chr4	4667314	4667464	id-73723	1	+	NA	NONE	3
chr4	4669123	4669273	id-73724	7.02e-05	-	CAGCTTGGCCAAGGAACGGCCCCCTCGTGGAGCCT	UpstreamP1_CTCF	21
chr4	4671012	4671162	id-73725	5.96e-07	+	GTGGCATTCCCGTTCCTCGACGCCAGTGGGCGCTC	V_CTCF_BR	38
chr4	4680075	4680225	id-73726	9.11e-08	+	CTTGTAGTTCTCAGGTTCTACACAAGAGGGCACTT	Upstream_CTCF	39
chr4	4691579	4691729	id-73727	9.29e-06	+	CTTGCATCCTTTGATGAAACCAGCAGGAGGCCCAT	Upstream_CTCF	14
chr4	4695981	4696131	id-73728	1	+	NA	NONE	38
chr4	4722648	4722798	id-73729	1.47e-05	+	GAGTCGCATCTGATGACAACCAAGAGGTGGCTCCA	V_CTCF_BR	2
chr4	4727925	4728075	id-73730	2.91e-05	-	GCTGTCATTGCCTTGCATGGCCACAGGTGTCACTG	Upstream_CTCF	38
chr4	4757231	4757381	id-73731	7.44e-05	+	ATTTGTGTCCCCACTAAGTCCACCAGAGGCACTGT	Upstream_CTCF	12
chr4	4763359	4763509	id-73732	2.86e-06	+	TACCAGCTCTGCCCACACCCCAGCAGGGGGAGAGA	UpstreamP1_CTCF	36
chr4	4782692	4782842	id-73733	1	+	NA	NONE	21
chr4	4820386	4820536	id-73734	4.7e-08	-	CAGCCACCGGGCTGGCCAGGCAGCAGGGGGCGGGC	V_CTCF_BR	9
chr4	4837973	4838123	id-73735	2.89e-07	+	GCTGTATGTCCACCGTGGGTCACCAGGGGGCCTCT	Upstream_CTCF	7
chr4	4854358	4854508	id-73736	1.09e-07	-	GGGGCAATGCAGAGCATCTCCAGGAGGGGGAAAGG	Upstream_CTCF	34
chr4	4862305	4862455	id-73737	1	+	NA	NONE	19
chr4	4862722	4862872	id-73738	1	+	NA	NONE	18
chr4	4869295	4869445	id-73739	6.98e-07	-	GCTGGCTGTGAGCTGAGGGCCGCGGGAGGGCGCTG	V_CTCF_BR	28
chr4	4882354	4882504	id-73740	1.93e-05	-	AAATATTTGGTCTGGGCAGGCACAGGGTGGCGCTG	V_CTCF_BR	38
chr4	4890598	4890748	id-73741	4.23e-06	+	ACTCAGGGCCACTCAACTAGCAGCAGGTGTCGCCA	UpstreamP1_CTCF	9
chr4	4903738	4903888	id-73742	1.27e-06	+	GGGAAGCAATGCGTCTTCTCCACAAGGTGGCAGGA	UpstreamP1_CTCF	26
chr4	4987691	4987841	id-73743	6.73e-07	+	CTGCTGTAGTCCTTATTTTACAGCTGATGGCACAG	UpstreamP1_CTCF	34
chr4	4996948	4997098	id-73744	3.97e-07	+	AGGTCATTCTGGCCAAAGGCCGCTAGAGGGCAGCG	V_CTCF_BR	40
chr4	5019955	5020105	id-73745	1.81e-06	+	AATGCTACGGCAGCAGCTACCTCTAGGTGGTAGAA	Upstream_CTCF	30
chr4	5052269	5052419	id-73746	1.67e-07	+	GGACAGTGGTTCCAGGCGCCCAGCAGATGGCAGGA	V_CTCF_BR	40
chr4	5052997	5053147	id-73747	4.01e-05	+	GCTGACAAACCGCTTACTGCCTGCAGGGACCGAGC	Upstream_CTCF	24
chr4	5073645	5073795	id-73748	1.34e-06	-	GGGGCATCTCACACAAGGGTCACCAGGGGGTGTAA	Upstream_CTCF	2
chr4	5126709	5126859	id-73749	3.84e-06	+	TTGCAGTATACTAGACAAGCCTCTAGGTGCTGAGA	UpstreamP1_CTCF	8
chr4	5144604	5144754	id-73750	1.97e-06	-	TGCAACTCCAGTCCAAAGGCCACCAGGAGGCAGAA	V_CTCF_BR	40
chr4	5168268	5168418	id-73751	9.38e-09	+	CTGCAGCTGCAAGCTAAGGGCACCAGGGGTTGCTG	UpstreamP1_CTCF	4
chr4	5309769	5309919	id-73752	8.46e-07	+	TGTGTTGTTTAGCCTCCAGCCAGGAGGTGTCGCTT	Upstream_CTCF	7
chr4	5368220	5368370	id-73753	1	+	NA	NONE	7
chr4	5379847	5379997	id-73754	2.78e-06	-	TTTCATAAAGTGCCTGCTGTCACCAGTGGGCGCTA	V_CTCF_BR	36
chr4	5383676	5383826	id-73755	2.37e-05	-	CAAGCAAGGGGGAATCGTGCCAGCAGATGGCCTTT	Upstream_CTCF	6
chr4	5389321	5389471	id-73756	6.18e-07	-	GGTGCTCTTCCATTTCCATCCTCTGGGTGGGGCAG	Upstream_CTCF	27
chr4	5391611	5391761	id-73757	1.19e-06	+	AGGAGCAGAGGTGGGAGTGCCGCAAGGGGGTGCCA	V_CTCF_BR	6
chr4	5401670	5401820	id-73758	3.6e-07	+	TCTGTCCTATTAAGAGAGACCGCTAGGGGGAGACT	Upstream_CTCF	40
chr4	5411865	5412015	id-73759	3.63e-06	+	TGGAAACGGCTGGAGCCTACCAGGGGAGGGAGCTG	V_CTCF_BR	28
chr4	5412155	5412305	id-73760	1	+	NA	NONE	21
chr4	5461973	5462123	id-73761	9.55e-09	-	GGTGCTCAGGTGGAAGTGGCCAGCAGAGGGCTCAC	V_CTCF_BR	40
chr4	5545775	5545925	id-73762	1	+	NA	NONE	0
chr4	5621436	5621586	id-73763	3.11e-05	+	CAAGGGGGCTGGTTCTGGCCCACAAGATGTAAGAG	V_CTCF_BR	5
chr4	5636544	5636694	id-73764	4.23e-06	+	GTGCAAAGAGCACGCCCTGCCTGTAGGGGCAGCCT	UpstreamP1_CTCF	37
chr4	5710042	5710192	id-73765	6.84e-06	+	GGATCCCGGGGTGGCTGCGCGCCGAGGGGGCGCCA	V_CTCF_BR	12
chr4	5711021	5711171	id-73766	4.21e-05	+	TGACAGCTGACACCTGTTGACGGGGGAGGGCTCCA	V_CTCF_BR	2
chr4	5712394	5712544	id-73767	7.84e-05	-	ACACCGTTACACTCAGTCTCCACTAGGAGGATGGG	V_CTCF_BR	38
chr4	5713479	5713629	id-73768	1	+	NA	NONE	17
chr4	5721283	5721433	id-73769	4.34e-07	-	GTGTGGGGGCGGGAAGTGACCAGAAAGGGGCACTA	UpstreamP1_CTCF	9
chr4	5753140	5753290	id-73770	2.96e-05	-	TCATTCCAGCAGCCCGTGAACCCTAGAGGGTGCAA	V_CTCF_BR	2
chr4	5754120	5754270	id-73771	2.89e-07	+	TTTGCATTTCCTCCACAGCCCTGTGGGGGCCACAG	Upstream_CTCF	11
chr4	5758945	5759095	id-73772	1.84e-05	+	GTGACGTCAAGGACAGCAGCCTGTAGGAGGCATTG	UpstreamP1_CTCF	5
chr4	5786671	5786821	id-73773	5.08e-05	-	GAGGATGTTAGTTTCACAGCCTCTAGAGGGCCGAA	Upstream_CTCF	21
chr4	5792100	5792250	id-73774	9.39e-07	-	AAGGCTGTACCTCTGGCATCCTGGAGATGGCGCAC	Upstream_CTCF	40
chr4	5806456	5806606	id-73775	5.51e-07	+	CCCTTCGTCGGGCAGCAGGACGGCAGGTGGCGCTC	V_CTCF_BR	23
chr4	5810267	5810417	id-73776	4.7e-06	+	TTCCCCTGTGTGCGCATGGCCACCAGGAGGCTTCC	V_CTCF_BR	9
chr4	5814789	5814939	id-73777	3.63e-06	-	AACCAAGTTTTTTAGTGAACCACAAGAGGGAGCTG	V_CTCF_BR	40
chr4	5823446	5823596	id-73778	1.37e-11	+	GCTGGTGATGTTGGAGCGGCCACCAGGGGGCGCCA	V_CTCF_BR	39
chr4	5826499	5826649	id-73779	1.48e-06	-	CTGTGATTTGGTGAGATGGCCACATGAGGGCAGGC	UpstreamP1_CTCF	39
chr4	5835849	5835999	id-73780	4.44e-06	+	AAGCAAGGGGCAGCTCCCACAGCCAGATGGCGGTA	UpstreamP1_CTCF	9
chr4	5889788	5889938	id-73781	2.47e-05	-	GGTCCAGATCCACGGGGCGCCGGCAGGGGCGCCCC	Upstream_CTCF	3
chr4	5895361	5895511	id-73782	1.38e-06	-	GCTCCTACAACAGTGCTAGGCACTAGTGGGCGCTC	V_CTCF_BR	1
chr4	5965444	5965594	id-73783	3.63e-05	+	TGCCTGATTTCTCCTCCTAACAGTAGGAGGCAGGC	V_CTCF_BR	10
chr4	5965885	5966035	id-73784	5.12e-06	-	GAGCCCTTTCCCCTGTCGGCCCCAAGAGGCTGCTC	UpstreamP1_CTCF	1
chr4	5969627	5969777	id-73785	1	+	NA	NONE	5
chr4	5973996	5974146	id-73786	8.5e-06	-	CCTGCATAGTCCTTGGGATCCACTAGGGGCCTGAT	Upstream_CTCF	16
chr4	5978255	5978405	id-73787	1	+	NA	NONE	4
chr4	5981843	5981993	id-73788	1.03e-06	-	CTCTGGACGAGGCCACCCGCCTCCAGGAGGAGCTC	V_CTCF_BR	36
chr4	5982671	5982821	id-73789	1	+	NA	NONE	11
chr4	6000159	6000309	id-73790	3.97e-07	+	AAAGAGATTCACGTAGCTGCCACCAGGGGTCACTC	V_CTCF_BR	40
chr4	6009884	6010034	id-73791	8.79e-07	+	TCGCTGCGCTCTGCCCTCGCCTGCAGGGCGCGCAG	UpstreamP1_CTCF	4
chr4	6021521	6021671	id-73792	1	+	NA	NONE	40
chr4	6034607	6034757	id-73793	2.28e-05	+	ATTGCCATCGTGAATTGTCCCAGCAGATGTCTCTG	Upstream_CTCF	4
chr4	6046649	6046799	id-73794	2.11e-06	+	GTGCTGATGAACTGAGCAGCCTCATGGGGGCAGCA	V_CTCF_BR	14
chr4	6049134	6049284	id-73795	1.75e-07	+	CTGCACCTGCACCTGATAGCCACCAGCCGGCCAGG	UpstreamP1_CTCF	5
chr4	6078239	6078389	id-73796	3.67e-07	+	CTGAACGCTGCAGTAAAGGCCACCAGGAGGCAGCC	UpstreamP1_CTCF	19
chr4	6089538	6089688	id-73797	2.6e-06	-	GGTAGATGCTGGTGGATCATCACCAGGGGGAGCAG	V_CTCF_BR	39
chr4	6112087	6112237	id-73798	1	+	NA	NONE	31
chr4	6136428	6136578	id-73799	1	+	NA	NONE	16
chr4	6193327	6193477	id-73800	6.86e-07	-	CTTGCTGCTGTAGCTGTAAGCTCCAGAGGGCAGCA	Upstream_CTCF	3
chr4	6193992	6194142	id-73801	3.71e-05	+	ACTGGAATGGGACAGCTCAGCTCCAGGAGGTCCCC	Upstream_CTCF	6
chr4	6200587	6200737	id-73802	4.24e-07	+	CCTGCTATGCCCAACATTCACTGTGGGTGGAGCCC	Upstream_CTCF	4
chr4	6229870	6230020	id-73803	2.1e-06	+	CCTGGGCAGCCCGCAGCCACCGCCAGGGGCCGTTC	Upstream_CTCF	2
chr4	6230882	6231032	id-73804	1.67e-07	-	CAGGAATTGTCCGGCACTGCCAGCAGCTGGAGCCA	V_CTCF_BR	4
chr4	6252215	6252365	id-73805	8.21e-06	+	GAGATGGCACAGGGAAGCGCCTCCTGTGGGCACCT	V_CTCF_BR	14
chr4	6252553	6252703	id-73806	5.52e-10	+	ATTGCTATTCAAAGAGTGACCACTAGAGGGCACAA	Upstream_CTCF	40
chr4	6266015	6266165	id-73807	1.55e-05	+	TGGCCTGGGCAGGACAAGCTCTCCAGGTGGCGCTA	V_CTCF_BR	40
chr4	6274895	6275045	id-73808	1.38e-06	-	TTCAGCTGAGAGGCCGCCACCTGGAGAGGGCTGCA	V_CTCF_BR	17
chr4	6284758	6284908	id-73809	2e-06	-	CAGGCACTACCTAGGGCATCCTCCAGGATGCGCCC	Upstream_CTCF	10
chr4	6310650	6310800	id-73810	2.11e-06	+	TAGTGGATCCCCCAACCGGGCTGCAGGTGGAGCTG	V_CTCF_BR	11
chr4	6311197	6311347	id-73811	2.72e-06	+	CTGAAGGGCCCCTGAAGCGCGGCCAGAGGGGGCGC	UpstreamP1_CTCF	16
chr4	6329109	6329259	id-73812	4.4e-10	-	CCGTCCTTCCTTCAAGCTGCCACCAGGGGGCACCC	V_CTCF_BR	40
chr4	6332879	6333029	id-73813	1.9e-09	-	AGAGCTCTTCCTCACCCTGCCACTAGAGGGCAGGA	Upstream_CTCF	40
chr4	6333885	6334035	id-73814	3.2e-08	+	TGTTCATTTCCCTGAGCTGCCTCCAGAGGGAGCCA	Upstream_CTCF	40
chr4	6335702	6335852	id-73815	2.81e-08	-	TCAGCATCACCAGTAGGGGGCAGTAGAGGGCAGCA	Upstream_CTCF	40
chr4	6336881	6337031	id-73816	2.77e-07	-	CAGCACTTGCTGCTCCCTGGCGGTGGAGGGCGCCA	UpstreamP1_CTCF	9
chr4	6345669	6345819	id-73817	6.98e-07	+	TCACTGGTGCGGGCAAGAGCCGCCAGAGGTCAGCA	V_CTCF_BR	27
chr4	6364091	6364241	id-73818	1.38e-07	-	TGGCAGTCCTCACGTTTGCCCTGCAGGTGGCATGG	UpstreamP1_CTCF	11
chr4	6384085	6384235	id-73819	1.59e-06	-	AGTTTGGTCATCACGTTGGCCGCCAGAGGGAGAAC	V_CTCF_BR	25
chr4	6390653	6390803	id-73820	5.34e-06	+	TGGCTTTCTTCTCCACGTGCCACCTGGGGGAGACA	V_CTCF_BR	4
chr4	6404268	6404418	id-73821	8.16e-07	-	TGCCCCATGAGACTGGGAGCCCCTAGGGGGCAGAA	V_CTCF_BR	1
chr4	6404722	6404872	id-73822	4.38e-08	+	GCAGTAATTTCCACTGAGGCCAGAAGGGGCCACTT	Upstream_CTCF	8
chr4	6429553	6429703	id-73823	8.71e-06	-	AACTGAGATGCTAAGTCATCCAGGAGGGGGAGCCT	V_CTCF_BR	19
chr4	6475973	6476123	id-73824	8.13e-06	+	GGCTGGGTTCAAGTCCTGACCACAAGGGGGCCCAG	Upstream_CTCF	37
chr4	6495851	6496001	id-73825	1.03e-05	-	CTGCAGGGCTGGTATGGGCCCCCTGGCTGTAGGGC	UpstreamP1_CTCF	3
chr4	6531049	6531199	id-73826	2.6e-07	+	TAAGCGGCCAGGCTGGGAGCCAGCAGGGGGCTCAT	V_CTCF_BR	1
chr4	6548461	6548611	id-73827	2.06e-09	-	CTGCCCTTTTTCATAAGGACCACCAGAGGGCGCCA	UpstreamP1_CTCF	40
chr4	6550381	6550531	id-73828	1.09e-07	+	TGGGCAGGCCCTAGAAATCCCTCCAGGGGGCAGTC	Upstream_CTCF	40
chr4	6551301	6551451	id-73829	6.84e-06	-	GTTACGTGAGGTCACACAGCCAGCAGGTGTCATCA	V_CTCF_BR	7
chr4	6575783	6575933	id-73830	3.71e-05	+	GGTGCTGTGCTCACGCTCTCAGCCTGGGTGCATCC	Upstream_CTCF	15
chr4	6576939	6577089	id-73831	1.37e-05	-	TGTGGGGCACCACGAAGGCCCGGATGGGGCCGGCG	Upstream_CTCF	21
chr4	6588541	6588691	id-73832	2.74e-08	+	CTGCATGACCCTGCCTGGCCCAGTAGCTGGCACTG	UpstreamP1_CTCF	1
chr4	6593708	6593858	id-73833	2.27e-06	+	GCCACCAGCTCTGCAGCCTCCACGTGGTGGCAGCA	V_CTCF_BR	20
chr4	6610503	6610653	id-73834	1.99e-07	-	AGACAGGAACCGTGAGCCGTCAGCAGAGGGCACCC	V_CTCF_BR	15
chr4	6611791	6611941	id-73835	1.39e-05	+	CAAATTGCAGCAGTAGAGGCCAGTAGAGGCCTCCA	V_CTCF_BR	2
chr4	6622869	6623019	id-73836	3.47e-07	+	CACCACCTCTCCCTCGAGGCCACCAGGAGGCCCCA	UpstreamP1_CTCF	15
chr4	6623487	6623637	id-73837	4.02e-07	-	GCTGCTGTGCCTTCTCTGCTCGGCAGGCGGTGCCC	Upstream_CTCF	2
chr4	6649717	6649867	id-73838	7.73e-05	-	TCTGTCCTTCCCCTGCTTTCCCAGTGGTGTCCCTG	Upstream_CTCF	3
chr4	6666394	6666544	id-73839	1.34e-06	-	TCAGGAGCTGTTCCCATCACCTCTAGGCGGCGCGG	Upstream_CTCF	39
chr4	6676537	6676687	id-73840	2.6e-06	+	GAGCGTTTGCGATGACCTTCCTGCAGGTGGAAGCA	V_CTCF_BR	38
chr4	6681413	6681563	id-73841	4.02e-07	-	GGAGCAAGGCTAAAATTGTCCACGAGGTGGCTGGT	Upstream_CTCF	3
chr4	6682487	6682637	id-73842	2.46e-06	-	ATGCAGAGGAAGGCAGGCACCTACAGGGGGAGCTG	UpstreamP1_CTCF	38
chr4	6682998	6683148	id-73843	6.53e-09	-	GCACAGGAGCTGGGGGCAGCCGGCAGGGGGAGCCC	V_CTCF_BR	36
chr4	6688028	6688178	id-73844	7.11e-06	+	CCAGCCAGCCCTGTGCTCACAGGCAGGGGGCCCCG	Upstream_CTCF	7
chr4	6689885	6690035	id-73845	2.73e-07	+	GCAGCAGGTGCTTCGAGCGCCACTGGGTGGCCGAC	Upstream_CTCF	8
chr4	6690643	6690793	id-73846	1	+	NA	NONE	28
chr4	6691856	6692006	id-73847	2.5e-05	-	CTGGTGTCAGGGAGTACCAGCCACAGAGGGCGCCA	UpstreamP1_CTCF	22
chr4	6697398	6697548	id-73848	2.31e-06	+	GGTGCCCTTCTCAGCCCTCCCTCCGGAGGCTGCTG	Upstream_CTCF	3
chr4	6697799	6697949	id-73849	5.41e-06	-	GATGCAGATCTGAACAGCAGCAGCAGGGTGTGCTG	Upstream_CTCF	14
chr4	6703231	6703381	id-73850	5.28e-08	-	GGAGCAATTCTGCAAAGCAGCTGCAGGGGGCGCTT	Upstream_CTCF	39
chr4	6711338	6711488	id-73851	1	+	NA	NONE	29
chr4	6717935	6718085	id-73852	2.72e-05	-	AAACAGTGCCACTGTCCCCGCTCCAGGCGGCGCCC	UpstreamP1_CTCF	34
chr4	6722084	6722234	id-73853	3.09e-07	+	TGCAGAGACTGGTCCCCCCACACCAGGGGGCGCTG	V_CTCF_BR	40
chr4	6734503	6734653	id-73854	1.64e-05	+	CTGGGAGCTCTCCAGGCAGCCCGCAGTGGCCAGGC	V_CTCF_BR	11
chr4	6765427	6765577	id-73855	2.8e-05	-	TCTGCAAAGCCTTCCCTGGCCCACAGGCTGTGCAC	Upstream_CTCF	35
chr4	6774486	6774636	id-73856	1	+	NA	NONE	14
chr4	6779688	6779838	id-73857	1	+	NA	NONE	5
chr4	6781664	6781814	id-73858	1	+	NA	NONE	17
chr4	6784427	6784577	id-73859	1	+	NA	NONE	8
chr4	6785140	6785290	id-73860	2.43e-06	+	CGCGGGAGGAAGGCTTCGGCCGGTGGGAGGCGCCC	V_CTCF_BR	27
chr4	6875158	6875308	id-73861	1.39e-05	-	GCAAGGAATTGGTTCTTTTCCACAAGGTGGCATCC	V_CTCF_BR	37
chr4	6875795	6875945	id-73862	9.49e-08	-	ATATGAATGCGCAGCAAGGCCAGCAGGGGGCAGAC	V_CTCF_BR	40
chr4	6888127	6888277	id-73863	1	+	NA	NONE	35
chr4	6894255	6894405	id-73864	1	+	NA	NONE	37
chr4	6909606	6909756	id-73865	6.43e-06	+	ATGGCGAGTGAGGAAAAGGCAGGCAGAGGGCGCCA	V_CTCF_BR	40
chr4	6911169	6911319	id-73866	3.71e-05	-	GCAGGGCCCCCACGGACATCCGACAGGGGGCCCCT	Upstream_CTCF	38
chr4	6912518	6912668	id-73867	1.13e-05	-	AGGTGATGCCCAGGGACCTCCAGTAGGGGCAAAAC	UpstreamP1_CTCF	37
chr4	6919520	6919670	id-73868	1.93e-05	-	CAAGCACTTCCGCCTCGTGCCACTAGGGCAGAAGC	Upstream_CTCF	40
chr4	6945423	6945573	id-73869	3.09e-06	-	CCTGCACCGGCTCGGAAAACCACAGGAGGACGGTG	Upstream_CTCF	4
chr4	6949174	6949324	id-73870	2.77e-07	-	GTGGGATTACAGGCACCCGCCACCAGGGGCAGCTA	UpstreamP1_CTCF	27
chr4	6976226	6976376	id-73871	8.86e-10	+	CATGCAGTTCCCTAACTGGCCACTGGATGGTGCAC	Upstream_CTCF	40
chr4	6988423	6988573	id-73872	5.01e-06	-	CGGGGCTGCCGGGAGGGAGACGGAAGCTGGCGGGA	V_CTCF_BR	16
chr4	6988658	6988808	id-73873	8.99e-05	+	CTCTCGGGTGATCTTTAAGGCAGAAGCTGGCTCTC	V_CTCF_BR	18
chr4	7008958	7009108	id-73874	6.19e-06	-	CTGTCCTGTGTTCAGATGCCCAGGAGGAGGCTCCC	UpstreamP1_CTCF	11
chr4	7034028	7034178	id-73875	3.48e-06	+	AAGATGTTCCTTAAGTCGTACAGAAGGTGGCGCGG	UpstreamP1_CTCF	1
chr4	7036412	7036562	id-73876	2.17e-09	+	AGCCAAGGGAAGGGGCTGGCCAGCAGAGGGAAGCC	V_CTCF_BR	9
chr4	7039243	7039393	id-73877	4.68e-05	+	ATGCCAGGTACTGTGCTGGCCACTAGGGAGGGTGA	UpstreamP1_CTCF	28
chr4	7044951	7045101	id-73878	2.74e-08	+	AGAGCGGCGGGCCGGGCGTCCGCAAGGTGGCGCCC	V_CTCF_BR	34
chr4	7069313	7069463	id-73879	1	+	NA	NONE	8
chr4	7070238	7070388	id-73880	1	+	NA	NONE	17
chr4	7072598	7072748	id-73881	2.41e-11	-	GGAGCAGTTCCTGAAGTGGCCACGAGGTGGCAGGC	Upstream_CTCF	40
chr4	7083870	7084020	id-73882	5.13e-05	-	GATTAAGGAAGAGGTATGACCATGAGGTGGCGCCG	V_CTCF_BR	40
chr4	7103830	7103980	id-73883	2.91e-05	+	TTTTCAGAGCCCTGTCCTGCCGCTTGGGGCAGCAC	Upstream_CTCF	40
chr4	7104722	7104872	id-73884	1	+	NA	NONE	14
chr4	7126886	7127036	id-73885	1	+	NA	NONE	18
chr4	7128132	7128282	id-73886	2.67e-06	-	GCAGGATTCTTCACAATCGCCGAAAGGTGGCAGCA	Upstream_CTCF	1
chr4	7135628	7135778	id-73887	2.1e-05	+	AAGAAGTTTTGCATGCAGGCCACCAAGTGGACATG	UpstreamP1_CTCF	13
chr4	7147951	7148101	id-73888	2.15e-05	+	CATCCCATTGCTGTGGGCTCCTGAGGGTGGCACTG	V_CTCF_BR	5
chr4	7153657	7153807	id-73889	5.37e-06	+	CAGCAGTGACCATTCTTCACCGTTGGGTGGAGTCC	UpstreamP1_CTCF	35
chr4	7157287	7157437	id-73890	2.77e-07	-	CTGCACTGCAGATCTCAGACCTGCAGGCGCCACAC	UpstreamP1_CTCF	3
chr4	7158669	7158819	id-73891	1.09e-06	-	GCTGCACTTCCTCAGGAGGCCGCAGGGAGCATCTG	Upstream_CTCF	40
chr4	7163659	7163809	id-73892	1	+	NA	NONE	2
chr4	7169571	7169721	id-73893	1	+	NA	NONE	18
chr4	7187908	7188058	id-73894	3.88e-06	-	GCAGGTTGATATGATGACGCCACAGGGGGGCAGCA	V_CTCF_BR	39
chr4	7189057	7189207	id-73895	2.5e-05	-	TGGAAATGCCGTGAACCCGGCAGGAGGGAGCGCTG	UpstreamP1_CTCF	16
chr4	7191628	7191778	id-73896	6.43e-06	-	TCCAAACCAGGTATTCTAACCCCAAGGTGGCACTG	V_CTCF_BR	18
chr4	7194108	7194258	id-73897	1.21e-10	+	CGCCTGGGCGGCGGGCCGGCCGGCAGGTGGCGGTG	V_CTCF_BR	39
chr4	7195580	7195730	id-73898	8.58e-06	-	CTGCATGCACCACCAAAGGCCAGAGGAGGCAGGAT	UpstreamP1_CTCF	22
chr4	7196260	7196410	id-73899	3.11e-10	+	GCTCCCTGGGTGCAGTGGGCCAGCAGGGGGCAGTC	V_CTCF_BR	40
chr4	7210001	7210151	id-73900	5.34e-06	+	CTATGGCATTTCCAAATGGCCTCTGGTGGGCACTG	V_CTCF_BR	11
chr4	7228370	7228520	id-73901	1.54e-05	+	ATGCAGTGGCCCTGCGGCGGCTCGGTGTGGAGCTG	UpstreamP1_CTCF	3
chr4	7240147	7240297	id-73902	4.7e-06	+	GCCAGACAGTTCTCACTGGTCACTGGGTGGCGCTG	V_CTCF_BR	35
chr4	7242180	7242330	id-73903	3.56e-06	-	TGCGCAGTTCCCACCTCCACCACGAGGACGGGGAA	Upstream_CTCF	15
chr4	7277596	7277746	id-73904	1	+	NA	NONE	13
chr4	7297783	7297933	id-73905	1.99e-07	-	CAAGGTCAGCATGGGGCGACCAGCAGGTGTCACTG	V_CTCF_BR	35
chr4	7309167	7309317	id-73906	4.03e-06	+	GAGCAAATGCCTGCCCTGGCCGCTTGGGGGTGGGG	UpstreamP1_CTCF	4
chr4	7325761	7325911	id-73907	2.19e-08	+	GGGTGCCCAGATCCCACAACCAGCAGGTGGCGGGG	V_CTCF_BR	17
chr4	7330701	7330851	id-73908	1	+	NA	NONE	17
chr4	7335646	7335796	id-73909	4.34e-05	-	AAGGTCCCAGTCGGCTCTGGCAGCAGGGGACGCTG	Upstream_CTCF	16
chr4	7337613	7337763	id-73910	2.17e-09	-	GGCGCATGCCAAGCCCCGGCCAGGAGGGGGCAGAG	V_CTCF_BR	40
chr4	7357410	7357560	id-73911	5.52e-05	-	TTCCTGTTCCTCGGGCTCACAGCGAGAGGGCGTTT	UpstreamP1_CTCF	4
chr4	7373499	7373649	id-73912	1	+	NA	NONE	2
chr4	7383207	7383357	id-73913	2.01e-05	-	CTGCACAGCCACCCTCCCTCCGCCAGGGACACCAC	UpstreamP1_CTCF	14
chr4	7394797	7394947	id-73914	2.97e-06	-	AAAGAAGAGCTACTGCTGTCCACAAGAGGTCGGCC	V_CTCF_BR	20
chr4	7396388	7396538	id-73915	2.72e-05	+	GGGATGTGAAGCCAGCCTCACAGCAGGGTGCGCCC	UpstreamP1_CTCF	4
chr4	7399901	7400051	id-73916	3.11e-05	+	CTCCAGACAGGATTCCTCAGAAGCAGGTGGCAGCA	V_CTCF_BR	16
chr4	7439794	7439944	id-73917	1	+	NA	NONE	4
chr4	7463016	7463166	id-73918	3.65e-07	+	CCCCCAAAGTCCCGCCTCACCAGCAGGGGGATGGC	V_CTCF_BR	13
chr4	7464270	7464420	id-73919	2.18e-07	-	CCTGGAAAAGGTCACTCTGACAGCAGAGGGCACTC	V_CTCF_BR	17
chr4	7464494	7464644	id-73920	3.11e-05	+	ATCTGCTGTCACGGTGCACTCGCCAGAGGGAGCGC	V_CTCF_BR	18
chr4	7469353	7469503	id-73921	1.7e-05	+	GCTCCAGTCCCAGCTCTGGCCTCTGGGGGAGATGC	Upstream_CTCF	7
chr4	7474252	7474402	id-73922	2.66e-05	-	GCGTGTGTGAAAGAAACATTCGGCAGGGGGCAGGA	V_CTCF_BR	9
chr4	7476183	7476333	id-73923	1.22e-08	+	GGCTGCAGGAGGGCATGGGCCAGCAGGGGGCTCGG	V_CTCF_BR	10
chr4	7490088	7490238	id-73924	5.7e-05	-	CATGCAGTAGCCAGGCGGCGCTCATGGGGACAAGT	Upstream_CTCF	2
chr4	7521478	7521628	id-73925	8.19e-06	-	ATGCAGCTGCTGCTCTAGCACGGCAGAAGCCCCCA	UpstreamP1_CTCF	2
chr4	7528319	7528469	id-73926	5.72e-07	-	CCGCCCTGACGCGACATTACCACCAGAGTGCAGAG	UpstreamP1_CTCF	9
chr4	7556795	7556945	id-73927	1	+	NA	NONE	13
chr4	7595830	7595980	id-73928	2.6e-07	-	GGCCAGAGCACTTCCCGAGGCAGCAGGGGGCAGAG	V_CTCF_BR	14
chr4	7651870	7652020	id-73929	5.65e-05	-	CTAACAATACCTCGTGCAGACGGAAGATGGAGGCT	V_CTCF_BR	7
chr4	7652473	7652623	id-73930	2.08e-07	-	TTGCAGATTCAGGCCTGGGCCAGGAGAGGTCGCTG	UpstreamP1_CTCF	31
chr4	7655663	7655813	id-73931	7.31e-05	-	CTTCACCACAGCAGATCCCCCAGGAGAAGTCATCC	UpstreamP1_CTCF	15
chr4	7657258	7657408	id-73932	2.1e-05	+	CCGTCTGTCTGCGGATTGCCCACGGGAGGGCCCGG	Upstream_CTCF	2
chr4	7675283	7675433	id-73933	1.93e-05	+	AAAACGCTGGTGCGAGGTCTCTCTAGGGGGCACCA	V_CTCF_BR	3
chr4	7688843	7688993	id-73934	3.11e-05	-	GTCCCCAGCAGCAGTGTGCCCGGCAGAGGACGCCC	V_CTCF_BR	8
chr4	7700397	7700547	id-73935	1.56e-06	+	GGGCAGTGCTTGGTGCTTCCCGAAAGATGGCGCAG	UpstreamP1_CTCF	17
chr4	7705508	7705658	id-73936	8.21e-06	+	AAAAGAGATTACTCAACTGCCAGATGGTGGCACTA	V_CTCF_BR	4
chr4	7706937	7707087	id-73937	3.97e-07	+	GAAGCCTCCGCCTCTAGAGCCTCTAGAGGGAGCTC	V_CTCF_BR	20
chr4	7721408	7721558	id-73938	6.98e-07	-	TGCACTGCCGAGACGCCAGGCTCTAGGGGGCAGCA	V_CTCF_BR	40
chr4	7723804	7723954	id-73939	8.89e-06	+	AAGGCAGGAACACAAGGCCCCGAGAGGTGGCGCCT	Upstream_CTCF	29
chr4	7763487	7763637	id-73940	1.77e-09	+	CTGCAATGGTGGGAAGTGACCACTGGAGGGAGGGC	UpstreamP1_CTCF	40
chr4	7772209	7772359	id-73941	5.51e-07	+	ACGCAGGGCAAGGGGACAGTCACCAGGGGGAGCAG	V_CTCF_BR	40
chr4	7790091	7790241	id-73942	2.53e-05	-	CCGTGCATGGCGTCCCTCCCCAGCATGGGGCGCAC	V_CTCF_BR	2
chr4	7803969	7804119	id-73943	2.64e-08	-	AGTGTAGTTTGCTCTCTGAACACAAGAGGGCGGCC	Upstream_CTCF	40
chr4	7805853	7806003	id-73944	3.09e-07	+	TACGCTGGAGCAACATCCACCACCAGGTGGTGCCA	V_CTCF_BR	40
chr4	7817447	7817597	id-73945	1	+	NA	NONE	17
chr4	7826141	7826291	id-73946	1	+	NA	NONE	6
chr4	7836329	7836479	id-73947	3.88e-06	+	GGCTGGGACTGCCTTGCTACCCCAAGGGGGCAGCT	V_CTCF_BR	4
chr4	7846088	7846238	id-73948	1.64e-07	-	GCCGCAGTGACAAATGCCACCACTGGGGGGCTTCC	Upstream_CTCF	40
chr4	7847597	7847747	id-73949	2.6e-07	+	CAAGCTGTCATGGAGCCGGGCACGAGGGGGCAGCA	V_CTCF_BR	23
chr4	7852345	7852495	id-73950	3.81e-05	-	AGCCCATGGCTGCCCCACACCAGCAGGGTGCGCAA	V_CTCF_BR	31
chr4	7863327	7863477	id-73951	4.21e-05	-	CCTTCCATCTGGATGCCTGCCTGCTGATGGAAAAG	V_CTCF_BR	16
chr4	7877963	7878113	id-73952	1	+	NA	NONE	38
chr4	7878497	7878647	id-73953	1	+	NA	NONE	13
chr4	7917698	7917848	id-73954	6.48e-05	+	ACGCAATCACCAGTCCCCACCTGCTGGGGAGAGGC	UpstreamP1_CTCF	1
chr4	7919500	7919650	id-73955	4.88e-05	+	TTTCACTGCACTGCAATCCCCTAGAGGTGGAAACG	UpstreamP1_CTCF	18
chr4	7930966	7931116	id-73956	4.11e-07	-	GTGTAGTTTTTGATGCTTGGCAGATGGGGGCAGCC	UpstreamP1_CTCF	40
chr4	7931387	7931537	id-73957	1.48e-05	-	CAGTAGTTCCTGAGTGCCGCCTCTGTGTGGTGAAG	UpstreamP1_CTCF	5
chr4	7939901	7940051	id-73958	1	+	NA	NONE	9
chr4	7960955	7961105	id-73959	8.46e-07	-	TCAGTGCTTCCCTGGGGTACCAGCAGAGGCTGCCG	Upstream_CTCF	21
chr4	7966330	7966480	id-73960	1.31e-05	-	GGCTTTCACCCATGATCTCCCTCCTGGGGGAGCTC	V_CTCF_BR	7
chr4	7968907	7969057	id-73961	1	+	NA	NONE	2
chr4	7985684	7985834	id-73962	4.88e-05	-	CTTTCAGTCTGGAAGTAAGACATTAGGGGGCAGAG	Upstream_CTCF	12
chr4	7986896	7987046	id-73963	7.9e-07	+	CTGCAGCTGGCACAGACGACCACTGGGGGCTCAGC	UpstreamP1_CTCF	10
chr4	7989227	7989377	id-73964	2.74e-08	-	CCGTTATGCAGAGCGATGGGCACTAGGGGGCAGCA	UpstreamP1_CTCF	40
chr4	8017384	8017534	id-73965	2.43e-06	-	ATTTCTAAGCAAACATGAGCCACCAGATGGCAATG	V_CTCF_BR	39
chr4	8023648	8023798	id-73966	1.38e-06	-	TGCTGTGAGGCCCCTGCTGCCACCAGGAGGTGCAG	V_CTCF_BR	34
chr4	8037288	8037438	id-73967	1	+	NA	NONE	6
chr4	8047706	8047856	id-73968	2.89e-07	-	GGTGCAGTTGGGAGAGTGGCTGCCAGGGGGCTCCG	Upstream_CTCF	6
chr4	8087586	8087736	id-73969	1.41e-06	-	GGTGTGCTGGGTGCTCTGTCCATCAGGGGGCGGAA	Upstream_CTCF	16
chr4	8112443	8112593	id-73970	2.86e-06	-	GCGCAATGTCTATCTCCCATCGCGAGAGGGCAGCG	UpstreamP1_CTCF	27
chr4	8157811	8157961	id-73971	1.08e-08	-	GATTCCAGTGCCAGGTCTGCCACCAGTGGGCACCA	V_CTCF_BR	6
chr4	8167220	8167370	id-73972	4.01e-05	+	CCGGCAAGCTCAAGCTTGCCCCCCAGCTGCTGATC	Upstream_CTCF	2
chr4	8170075	8170225	id-73973	4.31e-09	-	CTGCAATTAGGGTACTCTGCCATCAGGGGGCAGCA	UpstreamP1_CTCF	38
chr4	8175762	8175912	id-73974	4.41e-06	-	AGCCCGGGGGAGGCCACAGCCAGGAGGGGGCCCCA	V_CTCF_BR	3
chr4	8178651	8178801	id-73975	2.08e-07	+	CTGTTGTTCTTCTGATTTTCCGCTAGAGGACAGCG	UpstreamP1_CTCF	40
chr4	8189943	8190093	id-73976	1.55e-05	+	CATGAGGCCGAGTCTGGGCTCTCTAGAGGGCAGTA	V_CTCF_BR	15
chr4	8194500	8194650	id-73977	1.04e-05	-	ATATGCACAGAGAAGCCAATCACCAGGTGGCGACA	V_CTCF_BR	39
chr4	8230533	8230683	id-73978	1	+	NA	NONE	5
chr4	8237944	8238094	id-73979	7.9e-07	-	TTGCGGTTGCCCGTAGTCACTGCCAGGGGCAGGGC	UpstreamP1_CTCF	1
chr4	8240283	8240433	id-73980	2.02e-06	-	CCACAGGGACCGCTTCTGACCACCAGGTGTCCCCA	UpstreamP1_CTCF	40
chr4	8244010	8244160	id-73981	3.33e-09	+	TGCCCCGCCCCGAGCTTCCCCACCAGGGGGCAGCA	V_CTCF_BR	40
chr4	8262543	8262693	id-73982	4.17e-05	+	AGAGCTTCCTCAAACATCCCCACCAGGCGCTGAAG	Upstream_CTCF	18
chr4	8269011	8269161	id-73983	3.95e-09	+	GAGGCAGTGCAGGGCGGGAGCAGCAGGGGGCGCGG	Upstream_CTCF	40
chr4	8276730	8276880	id-73984	2.67e-06	+	GCTGCAGTGCTGAGCCACAGCATCTGGCGGCACTG	Upstream_CTCF	31
chr4	8279516	8279666	id-73985	6.98e-07	+	ATCCCCAGCTCACAGCTGACCACTGGGTGGCAGAG	V_CTCF_BR	25
chr4	8285643	8285793	id-73986	7.27e-06	+	CCTCCCCATCCCGGGCTCTCCAGCAGAGGTCGTGC	V_CTCF_BR	7
chr4	8299560	8299710	id-73987	8.19e-06	-	CTGACATAACTCAGTGGGGACGGCAGGTGGGGCTG	UpstreamP1_CTCF	6
chr4	8307695	8307845	id-73988	5.37e-06	+	CTCTAGTGGACTCGAGTGAGCTGCAGGAGGCCGTG	UpstreamP1_CTCF	13
chr4	8308363	8308513	id-73989	9.29e-06	-	AGGGCGGGGCTCAGCTCCGCAGCCAGGGGGCATTC	Upstream_CTCF	5
chr4	8311120	8311270	id-73990	2.23e-06	+	GTGCTCACAAGGCCAGCGCCCACCAGGAGGAGCAC	UpstreamP1_CTCF	25
chr4	8322243	8322393	id-73991	5.38e-05	+	AAGCAGAACAGCCGTCCCTCCTCATGGGGGTGGTA	V_CTCF_BR	36
chr4	8332713	8332863	id-73992	1.15e-07	+	TCCAGGGAGCCTTCTCCAGCCGCCAGCTGGCACTG	V_CTCF_BR	7
chr4	8344560	8344710	id-73993	6.21e-06	+	CCTGGTGGGCTCAGGAGGGCCCCCTGGAGGAGGTG	Upstream_CTCF	30
chr4	8393917	8394067	id-73994	6.49e-06	-	CCTGCTGTTTGACTCTAGACCAGGGGTCGGCAGAC	Upstream_CTCF	7
chr4	8395547	8395697	id-73995	1.31e-05	-	CAAACCCCAGGCCTGGAGGCCTGAGGAGGGAGCGC	V_CTCF_BR	26
chr4	8402875	8403025	id-73996	1.08e-05	-	CTGTTAGGAACTAGGCCACCCAGCAGGAGGTGAGC	UpstreamP1_CTCF	9
chr4	8404999	8405149	id-73997	9.55e-09	-	GAGGGTCTGGGCAGGGCACCCAGCAGGGGGCGCAG	V_CTCF_BR	40
chr4	8408754	8408904	id-73998	1.21e-09	-	CTGTTATGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr4	8412447	8412597	id-73999	2.02e-06	-	GAGCTGTGGATGGGAGAGACAGCAAGGGGGCAGCA	UpstreamP1_CTCF	40
chr4	8430626	8430776	id-74000	1	+	NA	NONE	40
chr4	8439155	8439305	id-74001	1.28e-06	+	CCTGTGCCACTGCCTGGCCCCGCCAGGTGGCCATA	Upstream_CTCF	16
chr4	8444796	8444946	id-74002	6.39e-05	-	ACTGGACTGGCAGAGAGGCCCCCTGGAGGAGAGGA	Upstream_CTCF	5
chr4	8470589	8470739	id-74003	4.3e-08	+	GGGCAGGGATGCTGCTTGGCCGCCAGAGGGTGGTG	UpstreamP1_CTCF	40
chr4	8474933	8475083	id-74004	1.61e-05	+	CTGCCCCTTCCTGAGGCCGCCAAGGGGCGGCGCGC	UpstreamP1_CTCF	15
chr4	8475965	8476115	id-74005	8.46e-07	+	TGTGCCCTTCTGTGCTGCGCCAGGAGGTGCTGCTG	Upstream_CTCF	9
chr4	8478927	8479077	id-74006	1.01e-05	+	AAGGCACCTCAGCTCTGCAGCACCACGGGGCGGCG	Upstream_CTCF	0
chr4	8507901	8508051	id-74007	2.01e-05	+	GGGGCTGTGCCCTGCTGACACTGCTGAGGGCGCTT	Upstream_CTCF	6
chr4	8527602	8527752	id-74008	2.74e-08	-	AAAGGCCACCCCCAGCCAGCCAGGAGATGGCAGCC	V_CTCF_BR	5
chr4	8540915	8541065	id-74009	1	+	NA	NONE	2
chr4	8548905	8549055	id-74010	1	+	NA	NONE	37
chr4	8555815	8555965	id-74011	3.5e-05	-	CTCTTGCAGCCCTCGCTCCCTGCCAGGTGGCGTCC	UpstreamP1_CTCF	1
chr4	8587070	8587220	id-74012	1.54e-05	-	AGGCTGGCATTTCTTTCAGCCACTAGGGGACTGGG	UpstreamP1_CTCF	36
chr4	8588457	8588607	id-74013	6.05e-06	-	CATACCACACAGCAGGTGCTCAGTAGGTGGCAGCA	V_CTCF_BR	25
chr4	8591786	8591936	id-74014	1	+	NA	NONE	5
chr4	8596269	8596419	id-74015	5.51e-07	-	ATAGTTCTAAGCCTCTTAACCACGAGGTGGCAGCA	V_CTCF_BR	40
chr4	8609452	8609602	id-74016	7.44e-09	+	GGTGCGTTTCCGGGAGGCGCCGGCAGAGGGCAGTG	Upstream_CTCF	40
chr4	8649400	8649550	id-74017	1	+	NA	NONE	4
chr4	8666822	8666972	id-74018	3.24e-06	-	CATGGCCTCCCATGCTAGGCCACCAGGGGCTCGGC	Upstream_CTCF	7
chr4	8668403	8668553	id-74019	3.45e-05	+	GCATGAGGAAGACATCCACCCCGCAGAGGGAGACA	V_CTCF_BR	4
chr4	8677209	8677359	id-74020	1	+	NA	NONE	7
chr4	8679728	8679878	id-74021	2.4e-05	-	TCAAATTCTCCACCTTTGGCCAGTAGGGGCCTCAT	V_CTCF_BR	5
chr4	8690007	8690157	id-74022	3.2e-08	+	CCTGCAGCTCCCCGCAAGGCCACTGCGTGGCGCCC	Upstream_CTCF	38
chr4	8707131	8707281	id-74023	1	+	NA	NONE	2
chr4	8746217	8746367	id-74024	2.47e-07	+	CTGTCATGCTCACTGCACTCCACCAGGCGGCGGGC	UpstreamP1_CTCF	12
chr4	8821711	8821861	id-74025	7.07e-08	+	TCCCTGGCTGTTTCCATGGCCAGCAGAGGGCAGGT	V_CTCF_BR	11
chr4	8842402	8842552	id-74026	1.16e-05	+	ACTGCACTATCCAATTCCACCAGCGGGGCTGAGCC	Upstream_CTCF	6
chr4	8857610	8857760	id-74027	3.63e-05	-	CCTTCCAGCATGCTACTGTCCGCTGGAGGGCGTAG	V_CTCF_BR	12
chr4	8863309	8863459	id-74028	1	+	NA	NONE	2
chr4	8875791	8875941	id-74029	7.44e-06	+	GGGGCGCTTCCACACACTGCCGCGTGGGGCCTGGG	Upstream_CTCF	5
chr4	8884093	8884243	id-74030	1.99e-07	-	CTGATGACAATCTCGGCAGCCAGCAGGGGGTGCGG	V_CTCF_BR	7
chr4	8887664	8887814	id-74031	3.41e-07	-	AAGTCAGTTCCACAAACTTCCTGGAGGTGGCGGCC	Upstream_CTCF	40
chr4	8888863	8889013	id-74032	1.31e-09	+	CTGCAATTAGTGCAGAAGGCCAACAGGGGGCAGCA	UpstreamP1_CTCF	38
chr4	8902461	8902611	id-74033	9.29e-06	-	TGGGCTCTGCTCCCAGGCAGAGCTAGGGGGAGCTG	Upstream_CTCF	2
chr4	8912562	8912712	id-74034	1	+	NA	NONE	2
chr4	8919822	8919972	id-74035	1.23e-08	-	GTGCGATTTGGGGGTATGGCCACTGGGTGGCACCA	UpstreamP1_CTCF	40
chr4	8943032	8943182	id-74036	4.68e-07	+	CACCTCTTATGGCGAATGGTCAGCAGGTGGCAGCA	V_CTCF_BR	23
chr4	8963207	8963357	id-74037	3.06e-08	+	AGCGTGGTGACCAGGGTCTCCACCAGGGGGCAGGC	V_CTCF_BR	38
chr4	9002320	9002470	id-74038	5.15e-14	+	CCGCGGTGCGCGCGAGCGGCCAGCAGAGGGCGCCA	V_CTCF_BR	38
chr4	9047642	9047792	id-74039	3.09e-07	-	TGGCCCTCTTCTCACAGCTCCACTAGGTGGCGCTG	V_CTCF_BR	11
chr4	9104968	9105118	id-74040	1.64e-06	-	TGTGTAATTTTTCCTAAGGCCTGTAGCTGTCGCTG	Upstream_CTCF	12
chr4	9125390	9125540	id-74041	4.65e-10	-	ATGCAGTGCACTACCTTGTCCACTAGGTGGTACTG	UpstreamP1_CTCF	35
chr4	9127618	9127768	id-74042	2.72e-05	+	TTGTAATTCAGAAAAAAATCAGGCAGATGGCGCAT	UpstreamP1_CTCF	12
chr4	9150452	9150602	id-74043	1	+	NA	NONE	21
chr4	9155046	9155196	id-74044	1.24e-05	-	TCGCCCCGCCGGCCACCTGCCAGGGGAAGGAGCGC	V_CTCF_BR	15
chr4	9160230	9160380	id-74045	2.74e-08	+	GCAGGTCTGCCCTGTGCCACCAGGAGAGGGCAGCA	V_CTCF_BR	11
chr4	9167853	9168003	id-74046	4.04e-08	+	CTGTCATTTCAGCTTCTGGCCACTGGGAGGCGCTG	UpstreamP1_CTCF	10
chr4	9184063	9184213	id-74047	1.09e-06	-	CTGGCTGTAGGAGGAAACTCCAGCAGAGGGCATCA	Upstream_CTCF	5
chr4	9383217	9383367	id-74048	1	+	NA	NONE	29
chr4	9431855	9432005	id-74049	8.89e-06	-	ACTTCTCTAGGGGCAGGGGGCAGTAGAGGGGAGCC	Upstream_CTCF	6
chr4	9497232	9497382	id-74050	5.21e-08	+	AGCTTGGTGACCAGGGTCTCCACCAGGGGGCAGGC	V_CTCF_BR	37
chr4	9533801	9533951	id-74051	5.15e-14	+	CCGCGGTGCGCGCGAGCGGCCAGCAGAGGGCGCCA	V_CTCF_BR	40
chr4	9579619	9579769	id-74052	2.83e-07	-	TGGCCCTTTTCTCACATCTCCACTAGGTGGCGCTG	V_CTCF_BR	21
chr4	9661433	9661583	id-74053	8.17e-10	-	ATGCAGTGCACTATCTTGTCCACTAGGTGGTACTG	UpstreamP1_CTCF	16
chr4	9697695	9697845	id-74054	8.03e-07	+	GCAGGTCTGCCCTGTGCCACCAAGAGAGGGCAGCA	Upstream_CTCF	35
chr4	9705201	9705351	id-74055	7.9e-07	+	CCGTCATATCAGCTTCTGGCCACTGGGAGGCGCTA	UpstreamP1_CTCF	38
chr4	9706685	9706835	id-74056	5.34e-06	+	GCATCTGAGGGTACAAAGGCCTGGGGGGGGCGCTG	V_CTCF_BR	4
chr4	9737297	9737447	id-74057	9.4e-06	+	GGTTACTTCCCACCTGCTTCCTGCAGAGGGCTTTG	UpstreamP1_CTCF	2
chr4	9764816	9764966	id-74058	1.93e-05	+	ACCTCCTTTCCCCTTCAAGACACAAGATGGCGCTT	V_CTCF_BR	39
chr4	9766867	9767017	id-74059	3.84e-06	+	GTGTAATTTCCAGTCTCTGCCTCCAGGGATTGCTG	UpstreamP1_CTCF	28
chr4	9803931	9804081	id-74060	9.4e-06	-	CTGAATGTCCTGGGGAGGCGCTGCAGGGGCCAGCC	UpstreamP1_CTCF	6
chr4	9806609	9806759	id-74061	8.46e-07	-	CAGGCAGGAGATCTGCAGGCCGGCAGAGGGCGAGG	Upstream_CTCF	8
chr4	9869662	9869812	id-74062	1	+	NA	NONE	1
chr4	9878877	9879027	id-74063	3.05e-07	-	TGTGCACCAGCCTGCACTGCCCCAAGAGGGAGCTC	Upstream_CTCF	5
chr4	9900364	9900514	id-74064	5.37e-06	-	GAGCAGTCAGACAGGACGTCCTGAGGGAGGCAGAG	UpstreamP1_CTCF	31
chr4	9920724	9920874	id-74065	4.65e-05	-	CCGAGGTTTTGCCAGACAGTCTGAAGGAGGCGCTG	V_CTCF_BR	8
chr4	9929387	9929537	id-74066	1	+	NA	NONE	15
chr4	9980890	9981040	id-74067	1.9e-06	-	CCTGTGGAGCTGAATTCTAGCAGCAGGGGGCAAAC	Upstream_CTCF	3
chr4	10003595	10003745	id-74068	1.71e-06	+	GGCTGAGGAGGATTCTCCAGCAGCAGAGGGAGCTC	V_CTCF_BR	0
chr4	10008723	10008873	id-74069	1	+	NA	NONE	6
chr4	10015484	10015634	id-74070	3.09e-07	-	AGATGATGAACAAAGGCTGCCACCAGGGGGTGGTG	V_CTCF_BR	39
chr4	10016930	10017080	id-74071	1.04e-07	-	CTTGCCCAGGTTCACACAGCCAGGAGGTGGCAGTG	V_CTCF_BR	39
chr4	10020498	10020648	id-74072	8.61e-08	-	GGTGAGTGCGCGCCAAGGCCCGGCAGAGGGCGCTG	V_CTCF_BR	38
chr4	10036660	10036810	id-74073	2.96e-05	-	GCGGGGTGGCAGTGCTCTACCAGGAGGGGGCCAAC	UpstreamP1_CTCF	7
chr4	10065464	10065614	id-74074	3.67e-07	-	TTGCAGTGCTCAGCTTAAAACAGCAGAGAGCAGCT	UpstreamP1_CTCF	40
chr4	10071871	10072021	id-74075	1	+	NA	NONE	0
chr4	10076397	10076547	id-74076	7.73e-06	+	GTTGTGTGTCCCCATCTGATCTGGAGGTGGCGCTC	V_CTCF_BR	40
chr4	10091181	10091331	id-74077	3.05e-07	+	CCTGCCCTCTTGCTGCCCACCTGCAGGCGGCGCTA	Upstream_CTCF	38
chr4	10102541	10102691	id-74078	1	+	NA	NONE	0
chr4	10142622	10142772	id-74079	1.85e-05	+	AATGCTGGACCATGGACTGGGGATAGGGGGAGCTG	Upstream_CTCF	11
chr4	10143163	10143313	id-74080	1.51e-08	+	TTGATGTGCTGCCTCGTGGCCACCAGGTGGGGACG	UpstreamP1_CTCF	20
chr4	10159499	10159649	id-74081	1.41e-09	+	CTGTTGTGATGCCTCATGGCCACCAGGTGGTGCTT	UpstreamP1_CTCF	39
chr4	10162016	10162166	id-74082	1.04e-05	+	GCAGTGTAGATCGTATGTGCCTCTAGGTGGTAGTA	V_CTCF_BR	35
chr4	10166571	10166721	id-74083	7.54e-08	+	CTGAAATTCTGACCAACAGCCAGTTGGGGGCAGGG	UpstreamP1_CTCF	40
chr4	10171599	10171749	id-74084	1	+	NA	NONE	4
chr4	10175074	10175224	id-74085	8.64e-05	+	AGTGTCCTCCAGAAGAGATCCGGAGGGGGTCAGGC	Upstream_CTCF	22
chr4	10188424	10188574	id-74086	4.24e-07	+	CCAGAACTGCCCTGTGTGGCCTCTAGATGGTGTCA	Upstream_CTCF	31
chr4	10194114	10194264	id-74087	1	+	NA	NONE	9
chr4	10258693	10258843	id-74088	1	+	NA	NONE	2
chr4	10262467	10262617	id-74089	3.5e-05	-	TTCTGGTTTCTGACCACCTCCACCAGAAGGCATCT	UpstreamP1_CTCF	11
chr4	10323629	10323779	id-74090	3.09e-05	+	TCCCTCTATCTTCCCCTGTCCACCACGTGGCAGAG	UpstreamP1_CTCF	1
chr4	10405494	10405644	id-74091	4.7e-06	-	TCCTATTTCCCAGATCTGTGCAGCAGATGGCAGTG	V_CTCF_BR	40
chr4	10463007	10463157	id-74092	6.49e-06	+	GCTGCAGTACCGCCCGCGGCCTGCAGTGTCGCTGC	Upstream_CTCF	37
chr4	10528177	10528327	id-74093	2.27e-05	-	TAGGAGCTCACCTGCCCTGTCACAAGAGGGCGTGA	V_CTCF_BR	9
chr4	10539718	10539868	id-74094	9.39e-07	-	ATTGCACCACTGCACTCCAGCGACAGAGGGCGACA	Upstream_CTCF	40
chr4	10551391	10551541	id-74095	1.92e-06	-	TGCTAATTACACGTTATGACCACCAGGTGGAGAGC	UpstreamP1_CTCF	40
chr4	10556364	10556514	id-74096	1.84e-07	+	TGTGTGTTGCCAAGTTCTGCCACTAGGGAGCAGTA	Upstream_CTCF	40
chr4	10583812	10583962	id-74097	2.93e-08	+	TTGCAGCATCTGGAAACAGCCAGCAGGAGGCATTG	UpstreamP1_CTCF	40
chr4	10592693	10592843	id-74098	6.64e-05	-	CTTGCAAACCTCCACACGACCTCTAGGATGACACA	Upstream_CTCF	12
chr4	10594885	10595035	id-74099	1.01e-05	+	CTTGCCTGACTGAAGGGACCCAGTAGAGGGCCTCC	Upstream_CTCF	14
chr4	10620939	10621089	id-74100	1	+	NA	NONE	15
chr4	10624463	10624613	id-74101	1	+	NA	NONE	33
chr4	10717916	10718066	id-74102	7.84e-05	-	GTACATCTACTCTGTCTTCTCAGCAGAGGTCACAA	V_CTCF_BR	10
chr4	10754999	10755149	id-74103	2.1e-05	+	TTGATTCTTTCCCTGCTGCCCAGGAGAGGGCCCAC	UpstreamP1_CTCF	5
chr4	10891549	10891699	id-74104	1	+	NA	NONE	9
chr4	10895153	10895303	id-74105	2.72e-06	+	CTGCCCTTTCCTGTCTCTGCCTGCAGAGGCACCCT	UpstreamP1_CTCF	33
chr4	10938625	10938775	id-74106	1	+	NA	NONE	9
chr4	11075517	11075667	id-74107	1	+	NA	NONE	5
chr4	11081005	11081155	id-74108	2.1e-05	-	CCTGTAGTTCTCAGGATGACCAGCACTTGCATGGA	Upstream_CTCF	1
chr4	11140385	11140535	id-74109	2.2e-06	+	GGTTCATTATCACAACCAACCAATAGGTGGTGGGA	Upstream_CTCF	3
chr4	11168886	11169036	id-74110	8.98e-06	+	CTGCTGAGCATGTCATCTTCCACCAGAGGCATCTT	UpstreamP1_CTCF	4
chr4	11220458	11220608	id-74111	1	+	NA	NONE	21
chr4	11250950	11251100	id-74112	8.33e-05	+	GTTGCTTATTTCATTCTTCCCTGTAGAGGAAGCTG	Upstream_CTCF	2
chr4	11253971	11254121	id-74113	1	+	NA	NONE	5
chr4	11408511	11408661	id-74114	1	+	NA	NONE	5
chr4	11420332	11420482	id-74115	2.6e-07	+	GGCACCATGGCCTGTCCCTCCACAAGATGGCACTC	V_CTCF_BR	21
chr4	11425764	11425914	id-74116	6.86e-07	-	TATGCTTTTTGGTAGTTTTCCAGCAGGGGTCGCAA	Upstream_CTCF	38
chr4	11426524	11426674	id-74117	1	+	NA	NONE	4
chr4	11430582	11430732	id-74118	1.96e-08	-	CGGCACCCGAGCGGGCCGGGCAGCAGTGGGCGCTC	V_CTCF_BR	37
chr4	11490894	11491044	id-74119	9.51e-07	+	GAGAAGGTGAGAAGCTCAACCAGCAGGGGCCAGCA	V_CTCF_BR	14
chr4	11499226	11499376	id-74120	6.84e-06	-	CCCTGTTTCCCCACGGCTGTCAGTAGAGGTCAGCC	V_CTCF_BR	14
chr4	11537061	11537211	id-74121	1.16e-05	-	GCAGCGACATGCCTGCATGCCACTGGAGGGGGCAA	Upstream_CTCF	7
chr4	11625426	11625576	id-74122	9.81e-06	-	CTGTGAAAGTCCACTTGGGCAGGCAGGGGGAGCTA	V_CTCF_BR	32
chr4	11636053	11636203	id-74123	1	+	NA	NONE	9
chr4	11652567	11652717	id-74124	1	+	NA	NONE	3
chr4	11703732	11703882	id-74125	1	+	NA	NONE	5
chr4	11722044	11722194	id-74126	1.15e-06	-	GGGGTAGTTCATAGGTCCACCACTAGAGAGAGTGC	Upstream_CTCF	37
chr4	11767608	11767758	id-74127	1.31e-05	+	CCGAGTGGGGATAAAACGTCCACTAGAGGGCATTT	V_CTCF_BR	40
chr4	11807607	11807757	id-74128	4.43e-05	+	TGCATTATCTGTATTCTCCCCACTAGGTGGCAATT	V_CTCF_BR	33
chr4	11955844	11955994	id-74129	4.23e-06	-	TTGTTTTGCTTAGATTTAGCCAGAGGGTGGCGTTC	UpstreamP1_CTCF	27
chr4	11989711	11989861	id-74130	2.15e-05	+	TTTTGAGAGTACAGACCCACAACTAGGTGGCAGAC	V_CTCF_BR	3
chr4	12043587	12043737	id-74131	4.14e-06	+	TAAATAATGTTCTTCTCTTCCACTAGGTGGCAGTG	V_CTCF_BR	21
chr4	12361163	12361313	id-74132	7.44e-06	-	CTTGAACTACCTATATGTGCCACAGGAGGGATCAT	Upstream_CTCF	9
chr4	12411545	12411695	id-74133	8.59e-05	-	GGAAGCATTTTCTTAACTTACTGTAGAGGGCTCTA	V_CTCF_BR	16
chr4	12412622	12412772	id-74134	1	+	NA	NONE	7
chr4	12597735	12597885	id-74135	2.37e-05	+	AAATGACTGCAACACTTCTCCAGCAGGGGGACAGA	Upstream_CTCF	19
chr4	12634804	12634954	id-74136	7.97e-09	-	GCGGCAATACACATTGTGGCCTGTAGATGGCAGGC	Upstream_CTCF	40
chr4	12680974	12681124	id-74137	5.93e-06	+	TCCTGAATTCTTGCTCTGTCCACTAGATGGTGACA	Upstream_CTCF	25
chr4	12725555	12725705	id-74138	1	+	NA	NONE	18
chr4	12726263	12726413	id-74139	8.23e-05	-	GACGACTGATGATATATGACCACAAGGTGACAGCA	UpstreamP1_CTCF	37
chr4	12731147	12731297	id-74140	1	+	NA	NONE	39
chr4	12846774	12846924	id-74141	4.94e-06	+	ACTGTCTTTATAAGAAGAGACACCAGAGGGCGTGT	Upstream_CTCF	35
chr4	12854006	12854156	id-74142	1.55e-05	+	AGTTATTGCTTTCAAATAACCACTAGAGGGAAATG	V_CTCF_BR	40
chr4	13076667	13076817	id-74143	3.86e-05	+	AGTGCCCTGAGCCACACCGACGCTAGGAGACAGAC	Upstream_CTCF	10
chr4	13109864	13110014	id-74144	2.47e-07	+	CTGCATTATCCCATGGCAGACAGCAGAAGGTGCAA	UpstreamP1_CTCF	25
chr4	13195362	13195512	id-74145	3.91e-06	+	GGTGTTGTGCTTTTTTACACCCAGAGGTGGAGCCA	Upstream_CTCF	7
chr4	13250648	13250798	id-74146	4.21e-05	-	AAAACTCGAGACTTGGTTGCCACTAGAGGGGGCAA	V_CTCF_BR	35
chr4	13300316	13300466	id-74147	4.3e-06	-	GCTCCAGTTCAGAGTCTTGCCAGGGGATGTCGCTG	Upstream_CTCF	8
chr4	13346033	13346183	id-74148	1.17e-05	-	TGTCTCTTCCTGTTCTCTGCCACTTGGTGGTAGCC	V_CTCF_BR	2
chr4	13405552	13405702	id-74149	1.01e-05	+	ACTGTAATGTAACAAACTCTCAGAAGATGGTGCTA	Upstream_CTCF	7
chr4	13433028	13433178	id-74150	2.4e-09	-	GTGCAGTTCTGGGTATAATCCAGTAGATGGCGCTT	UpstreamP1_CTCF	35
chr4	13536413	13536563	id-74151	4.34e-05	+	GGCGCACAATGAGGTTGGACCGCTGGGGGACGCTG	Upstream_CTCF	2
chr4	13543363	13543513	id-74152	1	+	NA	NONE	18
chr4	13543748	13543898	id-74153	2.6e-07	-	GTCGCTACAAGACAAAGCGCCGGCAGATGGCAGCC	V_CTCF_BR	29
chr4	13550656	13550806	id-74154	5.08e-07	-	CACAACCCTAGAGGGATGCCCGCTAGGTGGCGCTC	V_CTCF_BR	39
chr4	13601004	13601154	id-74155	1.52e-07	-	TAAGAGCCCAGAGACAGGGACAGCAGGGGGCAGTA	V_CTCF_BR	40
chr4	13614355	13614505	id-74156	5.98e-05	-	CTGATCTCAGTCTCTACCCCCTCTAGAGGTCAAAC	UpstreamP1_CTCF	10
chr4	13629382	13629532	id-74157	6.82e-05	-	CACTTCCGGCGCAGCTCGGCCTCGCGAGGGCGCTT	V_CTCF_BR	40
chr4	13646823	13646973	id-74158	1	+	NA	NONE	32
chr4	13655819	13655969	id-74159	1.09e-06	+	CGCGCGATGCTAGGCTTCCTCAGTAGAGGGCGCCG	Upstream_CTCF	40
chr4	13656238	13656388	id-74160	5.01e-06	-	GCAGCCAGCCTCCGTTGTGCACGCAGGGGGCGCCA	V_CTCF_BR	37
chr4	13658217	13658367	id-74161	6.04e-09	+	GCTGCTATTCGCCATCCAGGCAGCAGGGGGAGGTG	Upstream_CTCF	40
chr4	13702653	13702803	id-74162	1	+	NA	NONE	1
chr4	13823298	13823448	id-74163	3.4e-06	-	CCAACCACCTTTATTACTGCCACAAGAGGGATGCA	V_CTCF_BR	18
chr4	13838868	13839018	id-74164	4.01e-05	+	CTTCTCTCTCTCTTGCTCCCCACCTGCTGGCTGAA	V_CTCF_BR	6
chr4	13861803	13861953	id-74165	2.27e-05	-	CCTGAGAATTTTCAAATCCCCTCTTGGGGGCAGCA	V_CTCF_BR	24
chr4	13883561	13883711	id-74166	7.49e-07	+	CAGCATCTTTGGGCTCTACCCACTAGATGCCAGCA	UpstreamP1_CTCF	24
chr4	13908893	13909043	id-74167	1	+	NA	NONE	35
chr4	13915111	13915261	id-74168	3.63e-05	-	GCCAAGGAGGAGAACCCAAGCAGCAGGAGGCTGAG	V_CTCF_BR	13
chr4	13918618	13918768	id-74169	1	+	NA	NONE	11
chr4	13929940	13930090	id-74170	9.71e-06	+	TTTGTCGTGCCCTACTTAGCCATTGGGTGGTAGCA	Upstream_CTCF	2
chr4	13934988	13935138	id-74171	8.02e-05	-	TCTGCCCATCTGCATACTCCCCCTAGAGGTTTGAG	Upstream_CTCF	26
chr4	13940063	13940213	id-74172	9.25e-06	+	GGGCTTGATGGCCAAGGGTCAGCCAGGGGGCAGAG	V_CTCF_BR	6
chr4	13954831	13954981	id-74173	3.42e-05	-	GCAGCAATCCCAGCCCGGAGGGCACGGTGTCGCTG	Upstream_CTCF	8
chr4	13968245	13968395	id-74174	1	+	NA	NONE	25
chr4	13970562	13970712	id-74175	6.51e-07	-	ACAGTGTTACTCACAATGGCCAAAAGGTGGAAGCA	Upstream_CTCF	13
chr4	13989566	13989716	id-74176	1	+	NA	NONE	6
chr4	14132456	14132606	id-74177	6.49e-06	+	CTGGTGCTACGTTTTGCCTACTCCAGGGGGCTCTC	UpstreamP1_CTCF	15
chr4	14145639	14145789	id-74178	6.82e-05	+	AGATGATAATGTCAACCTACCTCTAGAGGGCTTAC	V_CTCF_BR	25
chr4	14186157	14186307	id-74179	6.21e-05	-	GAAACAAGGAGGGGATCGACAAGTAGGGGGAGAGA	V_CTCF_BR	3
chr4	14255991	14256141	id-74180	4.11e-08	-	GCAGCAGTACCCAAGGTGACCACAGGAGGGGTGTA	Upstream_CTCF	40
chr4	14266216	14266366	id-74181	1	+	NA	NONE	11
chr4	14387940	14388090	id-74182	6.15e-05	+	TTTGAGGGGCACATTCAAACCACTGGAGGGAGTCA	Upstream_CTCF	16
chr4	14430079	14430229	id-74183	1	+	NA	NONE	4
chr4	14430662	14430812	id-74184	4.34e-05	-	AATGTTATACCTATTATTACAGAGAGGTGGCATTA	Upstream_CTCF	5
chr4	14447715	14447865	id-74185	5.48e-05	+	CAGGTTATCTAATTCAGCAACACCAGGGGCAGGTT	Upstream_CTCF	2
chr4	14568300	14568450	id-74186	2.96e-05	+	GGCATTCTGCTCAGTTACTCCTCCAGATGTCACCA	V_CTCF_BR	3
chr4	14598613	14598763	id-74187	1	+	NA	NONE	20
chr4	14735367	14735517	id-74188	2.27e-05	-	TGCCAGCCTGTGAAAGCAGCCAGGAGGGGGGGCTG	V_CTCF_BR	10
chr4	14751658	14751808	id-74189	2.27e-06	+	GGGGACTCCCACGAATCAGCCACAGGGTGGAGCAC	V_CTCF_BR	32
chr4	14789659	14789809	id-74190	1.32e-08	-	GTGCAGTTTGACATCCCAACCAGTAGAGGGTGCTT	UpstreamP1_CTCF	39
chr4	14794441	14794591	id-74191	2.19e-05	+	AAAGCCCTACTTTCTGTTGCAGCTAGGAGGCAGGT	Upstream_CTCF	9
chr4	14839607	14839757	id-74192	3.29e-05	+	CCTGCCTTCACTACATTGGCCTCAGGGGGTGCCAC	Upstream_CTCF	15
chr4	14873872	14874022	id-74193	3.18e-06	+	CCACACACAGGGCAAATGGCCACCAGGGGGTGTCT	V_CTCF_BR	38
chr4	14882520	14882670	id-74194	3.28e-05	+	GCACATGTTATTCACTCTGTCTCCAGAGGTCAGCC	V_CTCF_BR	5
chr4	14898975	14899125	id-74195	3.63e-06	+	AGCCACCTCCCTGGGCTGGACACTAGAGGGAAAGG	V_CTCF_BR	19
chr4	14993913	14994063	id-74196	1	+	NA	NONE	8
chr4	15003317	15003467	id-74197	1	+	NA	NONE	26
chr4	15006589	15006739	id-74198	7.49e-05	-	GGCCCAGGGTGCGGCGCTGCCAGCAGGTTGATCGG	V_CTCF_BR	17
chr4	15008174	15008324	id-74199	5.63e-06	-	AAGCAATTATCTGATGTTGCCCATAGGTGGATCCA	UpstreamP1_CTCF	35
chr4	15044970	15045120	id-74200	1	+	NA	NONE	37
chr4	15145984	15146134	id-74201	2.78e-06	-	GTTAATTACCTTTGCAGAGCCAGCAGATGGTGCAG	V_CTCF_BR	22
chr4	15151511	15151661	id-74202	1	+	NA	NONE	31
chr4	15161378	15161528	id-74203	1	+	NA	NONE	10
chr4	15164441	15164591	id-74204	7.9e-07	-	CCGCTATTGCTTCAGACTGCCAGAAGATGGGGCCC	UpstreamP1_CTCF	40
chr4	15187239	15187389	id-74205	1	+	NA	NONE	0
chr4	15198730	15198880	id-74206	7.62e-07	-	AATGTATGTTAACCTCAGGCCAGCAGAGGGAGAAC	Upstream_CTCF	39
chr4	15199794	15199944	id-74207	2.27e-05	-	GGCAGCAGTCTGCCCTTAACAGGCAGAGGGTGCTG	V_CTCF_BR	4
chr4	15233255	15233405	id-74208	2.11e-06	+	TGGCCATATTTTTATACCAGCACCAGGGGGCAGCA	V_CTCF_BR	40
chr4	15240439	15240589	id-74209	1.82e-06	+	GTGCATTAACTACGGCTAGCCACGGAGGGGAGCCA	UpstreamP1_CTCF	38
chr4	15305758	15305908	id-74210	1	+	NA	NONE	2
chr4	15329780	15329930	id-74211	5.72e-07	+	AAGGAGTTGAAACAGCTGGCCACCAGATGCCAGTC	UpstreamP1_CTCF	13
chr4	15397949	15398099	id-74212	2.47e-08	-	ATTGTACTACTTCGCCTGACCTCCAGATGGAGCTC	Upstream_CTCF	40
chr4	15402620	15402770	id-74213	4.21e-05	+	GAGGAGGGCAGAACCGGAAATACTAGCGGGCGCAC	V_CTCF_BR	10
chr4	15422551	15422701	id-74214	1	+	NA	NONE	9
chr4	15458770	15458920	id-74215	3.4e-06	+	GAAATCCCTCCTCCTCCCTCCACCAGAAGGAGCCA	V_CTCF_BR	7
chr4	15459307	15459457	id-74216	2.93e-08	-	GAGTAGTTATTGTTGCTGGCCACTAGAGGTCAGTA	UpstreamP1_CTCF	40
chr4	15480694	15480844	id-74217	1.59e-06	+	AGGCCATGGACTATGATGGGCAGTAGATGGCAGTA	V_CTCF_BR	40
chr4	15511515	15511665	id-74218	2.19e-05	+	CATGCAGTTCTACAGGCTGTCGCTATGGAGCGCAT	Upstream_CTCF	0
chr4	15515309	15515459	id-74219	2.15e-05	-	ACAAGTGAAAAGAGAAAGATCACCAGATGGCAGTG	V_CTCF_BR	15
chr4	15542485	15542635	id-74220	9.84e-06	+	GTCCAGGACAGTCAGTCGGCCACTAGGAGCAGACT	UpstreamP1_CTCF	26
chr4	15651691	15651841	id-74221	6.43e-06	-	CCACATCCCTGGGTTTTATCCACTAGGTGTCAGTA	V_CTCF_BR	39
chr4	15679459	15679609	id-74222	1	+	NA	NONE	5
chr4	15683386	15683536	id-74223	1.92e-05	-	CTGCAAGCCTCAGGTCTCTCCAGCAGAGCTGCGCC	UpstreamP1_CTCF	34
chr4	15697025	15697175	id-74224	1	+	NA	NONE	15
chr4	15731659	15731809	id-74225	1.62e-08	+	GTGCAATTGTAGAAAATGTCCGGTAGGTGGAGCAC	UpstreamP1_CTCF	39
chr4	15739016	15739166	id-74226	5.34e-06	+	GGTTCCTCCATGGTCTGGGCAGCAAGGGGGCAGCA	V_CTCF_BR	28
chr4	15758264	15758414	id-74227	7.73e-06	-	CAAACCTCACCCTCCGAGGCCGCTAGGGGGAAAAA	V_CTCF_BR	30
chr4	15781058	15781208	id-74228	1.64e-05	+	ACAGAAGAAGCCGGGAAGGCAGGCAGGGGGAGCTG	V_CTCF_BR	36
chr4	15807347	15807497	id-74229	5.41e-07	+	CACCAGTCACTCACTTCTCCCACAAGGTGGCAGTC	UpstreamP1_CTCF	40
chr4	15807916	15808066	id-74230	4.14e-05	+	GGGCCATGGTTGTAAATTTCCTGTGGGAGGCAGCA	UpstreamP1_CTCF	34
chr4	15849914	15850064	id-74231	2.11e-06	+	GCTCCTGCTGTTTTTTTGACCAGCAGGTGGCATGG	V_CTCF_BR	24
chr4	15869847	15869997	id-74232	1	+	NA	NONE	12
chr4	15879669	15879819	id-74233	1	+	NA	NONE	14
chr4	15884352	15884502	id-74234	8.16e-07	+	AAGAGATTCTGCTCTTCAGCCACCAGAGGGAGCAT	V_CTCF_BR	40
chr4	15907651	15907801	id-74235	4.31e-07	-	CCCCGCCCGGGCCCGCCCGCCGCCTGATGTCGCCC	V_CTCF_BR	3
chr4	15909215	15909365	id-74236	1.35e-05	+	CTGTAGCTTCTGGAAAACTCCACTAGTGGCCCTGG	UpstreamP1_CTCF	3
chr4	15957404	15957554	id-74237	1.28e-06	+	AGACTAAAAGTGCTGGTGTCCACCTGGTGGCAGCA	V_CTCF_BR	36
chr4	15957993	15958143	id-74238	3.24e-06	-	CACTGCGTACCAGTAATGGCCACCAGGTGACAGCA	Upstream_CTCF	40
chr4	15964870	15965020	id-74239	3.8e-08	+	CTTGGCAAGGGCAGAGCAGCCACCAGGGGCCGCCC	V_CTCF_BR	40
chr4	15965917	15966067	id-74240	2.93e-07	+	GTGTAGCAGTGAGAGCCTTCCAGAAGAGGGCATCA	UpstreamP1_CTCF	28
chr4	15978394	15978544	id-74241	2.78e-06	+	TTTTAGGAATGACTTGCCTCCAGCTGGGGGCAGCA	V_CTCF_BR	22
chr4	16003122	16003272	id-74242	7.9e-07	-	CTGCAAACACTCCTTTTGTCCCCTAGGTGGCATCA	UpstreamP1_CTCF	40
chr4	16027907	16028057	id-74243	1.52e-07	+	AAGGTTCTGTTGAATTTGGCCACTAGATGGCAGTA	V_CTCF_BR	40
chr4	16058440	16058590	id-74244	7.73e-06	+	AGGGGACTGGCAGCCTCAGCTGGGAGAGGGCAGTC	V_CTCF_BR	4
chr4	16077736	16077886	id-74245	2.96e-05	+	CTGCCTGCACCTGGAGCTGCCCGGAGAGGACGCTG	UpstreamP1_CTCF	1
chr4	16094438	16094588	id-74246	7.15e-05	+	TGAACTCAGCCTGCGCCTACCCACAGAGGGAGCAT	V_CTCF_BR	7
chr4	16127825	16127975	id-74247	2.19e-05	+	TAGGGCATTCCCCGAGATTCCACAGGAGGGCCACG	Upstream_CTCF	12
chr4	16198226	16198376	id-74248	1	+	NA	NONE	35
chr4	16200884	16201034	id-74249	1.47e-05	-	AAGTTTTATAGCTAAAATGACACTAGAGGGCAGCC	V_CTCF_BR	36
chr4	16207314	16207464	id-74250	9.31e-05	-	TGATTATATCCTAACCTCACCACTAGGAGGCTACT	Upstream_CTCF	39
chr4	16226901	16227051	id-74251	1	+	NA	NONE	12
chr4	16266568	16266718	id-74252	6.21e-05	-	ATCGTCAAGCCTATGAATTTCACTAGGTGGCAGCA	V_CTCF_BR	39
chr4	16272675	16272825	id-74253	4.73e-07	-	CCTCTAATTCCCAGAGTCGCCTCCTGGGGGCAGGA	Upstream_CTCF	37
chr4	16279925	16280075	id-74254	3.73e-06	+	GTTGCAAAACCATGTATCATCTGTAGGTGGAGCTG	Upstream_CTCF	32
chr4	16291632	16291782	id-74255	6.43e-06	+	AGCCCTATTTAAAAATGATCCACAAGATGGCACTG	V_CTCF_BR	39
chr4	16445242	16445392	id-74256	1.09e-07	-	AATGGAGTTTACTTCCTGACCAGCAGGTGTCACTA	Upstream_CTCF	40
chr4	16452476	16452626	id-74257	6.43e-06	+	ATGGGGGTACTGCCACATGCCACATGGGGGAACCA	V_CTCF_BR	26
chr4	16498204	16498354	id-74258	1	+	NA	NONE	12
chr4	16507454	16507604	id-74259	1.22e-07	+	ATGCTTCTCCTTAAATTGGCCAGAAGGGGTCACTG	UpstreamP1_CTCF	31
chr4	16510718	16510868	id-74260	4.73e-07	-	GTTGCAATATGACATTTCACCAGTAGATGCTGCTG	Upstream_CTCF	38
chr4	16518531	16518681	id-74261	2.72e-06	+	TGGCTTTGCTGGGCTCTGTGCTGTAGGTGGCAGAA	UpstreamP1_CTCF	31
chr4	16548161	16548311	id-74262	3.42e-05	+	CATGGTATGACAGCACTGGCCACCAGGGTCTTCAG	Upstream_CTCF	9
chr4	16584265	16584415	id-74263	8.19e-06	-	CTACAGGCTGCCTCTGTGACCTCTAGAGGGGGCTG	UpstreamP1_CTCF	31
chr4	16607423	16607573	id-74264	1.38e-06	+	CTGGTTTCCTAAGTTACCACCAGGAGGGGGAACTG	V_CTCF_BR	1
chr4	16609929	16610079	id-74265	1	+	NA	NONE	3
chr4	16619170	16619320	id-74266	1.31e-05	+	CTGCCAAGGAGCCATAGCACCGCAAGAGGTCAGAG	V_CTCF_BR	10
chr4	16631013	16631163	id-74267	3.97e-07	-	CCTGTTTGCGTGGGTATCACCAGCAGAGGGTGCAG	V_CTCF_BR	13
chr4	16644644	16644794	id-74268	5.41e-06	+	TATTTATTACAACAATTTCCCGGTAGATGGCAGTA	Upstream_CTCF	24
chr4	16753900	16754050	id-74269	9.84e-06	-	TTACAATTACCACATCTGTCCAACAGAGGGTGAGA	UpstreamP1_CTCF	35
chr4	16766378	16766528	id-74270	1.19e-06	+	GCCAAGTTCAGCAAGACGGCCAGCAGGAGGCTGTG	V_CTCF_BR	35
chr4	16796587	16796737	id-74271	1.05e-08	+	GAATCAGTGCCTCTCTAGGCCAGTAGAGGGCGCTA	Upstream_CTCF	40
chr4	16886424	16886574	id-74272	2.67e-06	+	TCTGTTATTCCCTACATTACCCATAGGGGCATCCC	Upstream_CTCF	29
chr4	16915952	16916102	id-74273	7.84e-05	+	GAAAACTCAGTAACAATGTCAGCTAGGTGGCAGTA	V_CTCF_BR	38
chr4	16918472	16918622	id-74274	1.79e-08	-	CTTGCCCTCCCTGAGGCTGCCACTAGAGGGAGACA	Upstream_CTCF	40
chr4	16961684	16961834	id-74275	3.22e-07	-	CTTGCTGCCCCTCCCATGTCCACTTGAGGGGGACA	Upstream_CTCF	12
chr4	17101391	17101541	id-74276	3.56e-05	-	GCTGCCTTGTCCCTTTTTACCACATGAGGATGTAA	Upstream_CTCF	1
chr4	17113992	17114142	id-74277	8.81e-07	-	TACTCCCTGCTAGGATCTGCCAATAGGGGGCACTA	V_CTCF_BR	38
chr4	17126506	17126656	id-74278	4.7e-06	-	ATTGTGCCAATTTATATGTCCACCAGGGGGATGTG	V_CTCF_BR	31
chr4	17133885	17134035	id-74279	2.19e-05	+	ATGTTATTCTACCATTTTTCTTCCATAGGGCGGCA	UpstreamP1_CTCF	1
chr4	17157147	17157297	id-74280	5.93e-06	-	CCAGCAGCATCCTCTGAATCCTGTAGGGGCCATGT	Upstream_CTCF	10
chr4	17164959	17165109	id-74281	8.89e-06	+	TGTGCTGATTGGCTTCCTGCCGGGAGGTGGCGTTT	Upstream_CTCF	4
chr4	17175022	17175172	id-74282	7.46e-06	+	GCCCTGTTCCTCGCTTTAACCTTCAGGGGGAGCCC	UpstreamP1_CTCF	32
chr4	17282025	17282175	id-74283	1.92e-05	+	CAGAATGCCCTACTTCTCCCCACTAGATGCCAGTA	UpstreamP1_CTCF	12
chr4	17317207	17317357	id-74284	5.52e-05	+	ATGTTCTAAGAAGAGATGGGCAGATGGTGCCACCT	UpstreamP1_CTCF	8
chr4	17326117	17326267	id-74285	1.55e-05	-	TACTGTTCTTTTAAATTGGCCACGTGGGGTCGCTA	V_CTCF_BR	40
chr4	17334238	17334388	id-74286	1	+	NA	NONE	20
chr4	17335293	17335443	id-74287	1	+	NA	NONE	13
chr4	17341813	17341963	id-74288	2.97e-06	-	ATCTCATATGCTGTTTGGGCCTGTGGAGGGCACCC	V_CTCF_BR	7
chr4	17349188	17349338	id-74289	6.8e-06	+	CATTTCTTGCTCCAGTTTCACACTAGGGGGCAGGC	UpstreamP1_CTCF	39
chr4	17381449	17381599	id-74290	1.83e-05	-	CAACAATAGAAACTGGGGACCGCTAGAGGGAGAGG	V_CTCF_BR	8
chr4	17449429	17449579	id-74291	4.68e-07	-	ACATTTCCTAGGTCCTTTGCCAGTAGGTGGAGCTA	V_CTCF_BR	40
chr4	17470378	17470528	id-74292	1.16e-05	-	CAAGCAGTTTGAAGAACTTCTGCAAGGGGGCAGGC	Upstream_CTCF	39
chr4	17474078	17474228	id-74293	2.31e-07	-	AGAGAAGTTTTCAAAATGTCCACTGGGTGGAGCTG	Upstream_CTCF	40
chr4	17495313	17495463	id-74294	9.29e-06	+	CCTGCTTCCTTCCAGGAGGTCGGTAGGTGGAGCTG	Upstream_CTCF	1
chr4	17513769	17513919	id-74295	1.55e-05	-	CCTGGCCGAAGTTACAGTCCCTCCGGGTGGCGGGG	V_CTCF_BR	39
chr4	17514052	17514202	id-74296	6.51e-05	+	ATTCCCACCTGCCAAAAAAACAGAAGAGGTCGCTC	V_CTCF_BR	23
chr4	17538842	17538992	id-74297	1	+	NA	NONE	3
chr4	17550813	17550963	id-74298	1.98e-08	+	GTGGTATGACCACCGTTTGCCACTAGGGGGAAGCA	UpstreamP1_CTCF	40
chr4	17563889	17564039	id-74299	1.46e-07	+	CTGTGGCAGCAGGAAACTGCCACTAGAGGACACCA	UpstreamP1_CTCF	28
chr4	17579028	17579178	id-74300	9.25e-06	-	ACGACTACTCGCCCCGCAGCCGGAAGAGGCAGCAA	V_CTCF_BR	14
chr4	17579329	17579479	id-74301	1.11e-05	+	GGCGCGATTCCCCTGCTCGGGGCTAGGGGGTGATG	Upstream_CTCF	24
chr4	17599261	17599411	id-74302	1.38e-06	+	CCATGAATTTGCTGCCAGCCCTGCAGAGGGCGGCA	V_CTCF_BR	38
chr4	17616242	17616392	id-74303	4.43e-05	-	GCCCGGCGGGGCCTGAGGGGGACCGGGTGGCTGCC	V_CTCF_BR	23
chr4	17631953	17632103	id-74304	1	+	NA	NONE	2
chr4	17638531	17638681	id-74305	1.01e-09	-	TGGCCGCGCTCTATGTCCGCCAGCAGATGGCGCCA	V_CTCF_BR	40
chr4	17649707	17649857	id-74306	1.59e-06	-	TGCCACCCATCCTAACCAACCAGTAGAGGGCAAGC	V_CTCF_BR	31
chr4	17764421	17764571	id-74307	1.06e-05	+	TCTTCTCATCCATATCCTACCAGCAGGGGATGCTG	Upstream_CTCF	39
chr4	17787619	17787769	id-74308	2.04e-05	-	TTTAGGAATGAACTATCAGCCTGAAGGTGGCATCG	V_CTCF_BR	16
chr4	17810200	17810350	id-74309	7.55e-07	-	AGAAGAATGAGACATCTGGCCGCCAGAGGTCAGCC	V_CTCF_BR	40
chr4	17818789	17818939	id-74310	1	+	NA	NONE	40
chr4	17936020	17936170	id-74311	4.43e-05	+	TTTTTCCTTTAAAAAGCATTCAGTAGATGGCACCA	V_CTCF_BR	20
chr4	18022526	18022676	id-74312	1.48e-06	+	CACACAGCGCCGCCGCCGAGCGCGAGAGGGCAGAG	V_CTCF_BR	15
chr4	18023893	18024043	id-74313	6.05e-06	+	GCAACTTCTCTGCGCCGCGCCGCTGGGGGGCTGAG	V_CTCF_BR	30
chr4	18044458	18044608	id-74314	1.34e-06	+	AATGCAATACTTTATTTCTCCTGCAGGAGTAACTG	Upstream_CTCF	38
chr4	18077528	18077678	id-74315	4.66e-08	+	GTTGCTCTTCCATTAGGGGGCACTAGAGGGAGACT	Upstream_CTCF	37
chr4	18368745	18368895	id-74316	4.98e-09	-	GTGCAGTTTAACCTACAAGCCAGTAGATGGCACTT	UpstreamP1_CTCF	39
chr4	18538215	18538365	id-74317	4.94e-06	+	ACAGATCTGTCTCTTAGCACCTGTAGGGGGCCCTG	Upstream_CTCF	13
chr4	18570382	18570532	id-74318	8.21e-06	-	TTTCCACCACAACAACCTACCACTTGGTGGAACCA	V_CTCF_BR	13
chr4	18595283	18595433	id-74319	2.94e-06	-	CGAGGTTTTCTCAGTTTGACCACATGGTGGCAGTA	Upstream_CTCF	40
chr4	18691059	18691209	id-74320	7.61e-08	+	GATGCGATACCCAAAATGCTCACTAGATGGCAGGG	Upstream_CTCF	40
chr4	18693350	18693500	id-74321	1	+	NA	NONE	10
chr4	18697467	18697617	id-74322	1.17e-05	+	TGGTGCCCTCCTGCTCAAACCTCTAGGGGGAGCAT	V_CTCF_BR	31
chr4	18817506	18817656	id-74323	6.46e-07	+	CACAGGGTGGAGCCCCTTGCCACAGGGTGGAGCCC	V_CTCF_BR	15
chr4	18884079	18884229	id-74324	7.49e-05	+	AGGCGCAACAACCAAAGAGACACGTGATGGTGCCA	V_CTCF_BR	3
chr4	18935951	18936101	id-74325	1.97e-06	-	TGAATCGACTGCTGGATAGACACAAGGGGGAGCTG	V_CTCF_BR	23
chr4	18977664	18977814	id-74326	2.53e-05	-	TGACATTGTTGAGGCTGTACCAGCAGGGGGTATAA	V_CTCF_BR	10
chr4	19028144	19028294	id-74327	1	+	NA	NONE	10
chr4	19093299	19093449	id-74328	4.7e-06	-	GCATCCCTGCTGTTTCTACCCACCAGATGTCAGTA	V_CTCF_BR	7
chr4	19166077	19166227	id-74329	1.85e-05	+	CTTGCACTTCCTCTTACTGCCACCTTGTGAAGAAG	Upstream_CTCF	2
chr4	19214258	19214408	id-74330	1	+	NA	NONE	2
chr4	19226571	19226721	id-74331	5.34e-06	+	ATAAAAGTTAAATTAGTGAACACTAGATGGCGGCA	V_CTCF_BR	29
chr4	19311035	19311185	id-74332	1.47e-05	+	CTGGGTAGAGTAACTGTTACCACTTGAGGGCATCC	V_CTCF_BR	32
chr4	19374153	19374303	id-74333	4.99e-07	+	AGTGCAGTGCAAGCACTCCCCTGTAGGGGTTATTA	Upstream_CTCF	5
chr4	19436791	19436941	id-74334	6.39e-05	+	CTAGTGCTACTTAGACTTACCACTAGGAGCGATGT	Upstream_CTCF	7
chr4	19488187	19488337	id-74335	4.23e-06	+	CAGTTTGCCTGGCCTGTGTCCACTAGATGCCAGTA	UpstreamP1_CTCF	24
chr4	19503612	19503762	id-74336	4.34e-05	+	CATGCATTGTGGGAGGGAGCCAGTGGGAGGTAATT	Upstream_CTCF	18
chr4	19510573	19510723	id-74337	5.01e-06	+	ACTTGCAAGCATCACTTAACCAGTAGATGGCAAAG	V_CTCF_BR	8
chr4	19598070	19598220	id-74338	1	+	NA	NONE	6
chr4	19740710	19740860	id-74339	1	+	NA	NONE	14
chr4	19793151	19793301	id-74340	2.72e-05	-	CAGGAGGATGATGTTGAGGCCACTAGAGGCAGAGG	UpstreamP1_CTCF	34
chr4	19805282	19805432	id-74341	1.38e-06	+	GCCTCTAGGCCCAGCCTGAACAACAGGTGGCAGCC	V_CTCF_BR	9
chr4	19852714	19852864	id-74342	1.24e-05	-	ATTGGGTCCTTAGTATTCTCCACTGGATGGCAGTG	V_CTCF_BR	23
chr4	19890326	19890476	id-74343	9.67e-08	-	CCTTCAGCTCCTGCTGCTTCCTGAAGGGGGCACTC	Upstream_CTCF	18
chr4	19971249	19971399	id-74344	7.23e-07	-	CATGCAGTGATGCAGAAAGACACCAGAGGGGGTGG	Upstream_CTCF	26
chr4	20077224	20077374	id-74345	9.26e-05	-	CTGCCTTGCCCTTCAGGATGCCATAGGTGGAGTCA	UpstreamP1_CTCF	21
chr4	20249834	20249984	id-74346	8.16e-07	-	AATTGCACATTACTGATTACCTCTAGGGGGCACCA	V_CTCF_BR	40
chr4	20250286	20250436	id-74347	1	+	NA	NONE	26
chr4	20251111	20251261	id-74348	2.31e-06	-	TCTGTGGTGCCTCTTGTCACCACATGAGGTCTCCA	Upstream_CTCF	37
chr4	20253369	20253519	id-74349	7.11e-06	+	GGTGCGGGCTCCCAGAGCGGAGCCAGGGGGCGGGC	Upstream_CTCF	13
chr4	20301274	20301424	id-74350	3.28e-05	+	AATGTGGACTTTTTAAGGCCCGACAGGGGGAGCCA	V_CTCF_BR	37
chr4	20307716	20307866	id-74351	1.83e-05	+	AAAAATTCTGAAACTGAAAGCAGCAGGGGGCAGTA	V_CTCF_BR	33
chr4	20315369	20315519	id-74352	4.31e-07	+	TACGCGGCTGCTGATCTGAACACGAGGTGGCGCTC	V_CTCF_BR	31
chr4	20355896	20356046	id-74353	9.06e-08	+	CAGCAGGGAAGCTCCTTCTCCTCCAGATGGCAGTG	UpstreamP1_CTCF	14
chr4	20396916	20397066	id-74354	2.44e-07	+	ATGGCTGTTTTGTCAGGTACCTGCAGGGGGCAGAG	Upstream_CTCF	40
chr4	20415833	20415983	id-74355	1	+	NA	NONE	8
chr4	20420598	20420748	id-74356	2.6e-06	+	TTCATAGTTTACCAGTTTCCCAGTAGATGGCACCA	V_CTCF_BR	37
chr4	20424170	20424320	id-74357	4.58e-08	+	GTGTAATGAGAGGCAGTGGGCAGAAGGGGGCATGA	UpstreamP1_CTCF	40
chr4	20425147	20425297	id-74358	6.43e-06	+	GTGGTAGAATTCTCACTGACCACAAGAGGTCTGCC	V_CTCF_BR	17
chr4	20430172	20430322	id-74359	1.81e-06	-	ACTGTATTTTCTATTATGGCCACTTAGGGGCACTC	Upstream_CTCF	37
chr4	20433161	20433311	id-74360	1.04e-05	+	AAAGTTCCCTCAGTAATAGACAGCAGGAGGCAGTG	V_CTCF_BR	19
chr4	20492483	20492633	id-74361	1	+	NA	NONE	20
chr4	20546426	20546576	id-74362	7.44e-06	-	ACCTAAGTTTTTCTTGATACCACTAGAGGGAAGCA	Upstream_CTCF	38
chr4	20663942	20664092	id-74363	1	+	NA	NONE	5
chr4	20670111	20670261	id-74364	7.27e-06	-	ACCAGATTCTCCCCTAAGGCCTCCAGAGGGAGTCC	V_CTCF_BR	6
chr4	20686910	20687060	id-74365	6.37e-07	-	TTGAATTTTAAGTTTTTAGCCACTAGATGGCAGTG	UpstreamP1_CTCF	37
chr4	20700089	20700239	id-74366	1.83e-05	-	GTTTGACAAGCCTGTGAGGCATCCAGGGGGAGCTA	V_CTCF_BR	8
chr4	20761769	20761919	id-74367	6.82e-05	+	TGTGATCAGAGCTCCCCTGACTCTAGTTGTCACAG	V_CTCF_BR	29
chr4	20775143	20775293	id-74368	2.43e-06	+	GTTGTATCATCATAATGAGGCACAAGGGGGCAGTA	Upstream_CTCF	40
chr4	21136741	21136891	id-74369	5.65e-05	-	AAGAGAATAATGCTTTTGACCAGCAGAGAGCAGCA	V_CTCF_BR	23
chr4	21179120	21179270	id-74370	8.21e-06	+	CAAGGCACAGCGGCTCACACCTGTAGGGGTCGCAG	V_CTCF_BR	2
chr4	21186530	21186680	id-74371	6.34e-08	+	CCTGAAATATTTTTGGTTGCCACCAGGTGGTACTA	Upstream_CTCF	9
chr4	21194192	21194342	id-74372	1.43e-05	-	GCTGTAATACTGGAAGTAACCTCTAGGGAAAATTT	Upstream_CTCF	11
chr4	21449085	21449235	id-74373	2.19e-05	-	CTATCTGTGGTTCAGGCATCCACTAGGGGGCTTGG	Upstream_CTCF	18
chr4	21471185	21471335	id-74374	1.37e-05	-	GCTGTTATGTTTTTCTTGAACTTTAGAGGGCAGCA	Upstream_CTCF	38
chr4	21509175	21509325	id-74375	3e-06	+	ATGCAGCTTTTTAAATTTGTCACTAGGTGGTGTTG	UpstreamP1_CTCF	36
chr4	21514116	21514266	id-74376	1	+	NA	NONE	37
chr4	21767531	21767681	id-74377	2.47e-07	-	CTGCTATGACACATTATTACCACATGGTGCCGCTA	UpstreamP1_CTCF	40
chr4	21770120	21770270	id-74378	3.97e-07	-	AAATAAAGTTTGGTGCTTACCAGCAGGTGGCAGTA	V_CTCF_BR	39
chr4	21790976	21791126	id-74379	1.38e-07	+	GCTTTAGTCTGCAAAACCACCACTAGATGGCGGTA	Upstream_CTCF	40
chr4	21792180	21792330	id-74380	1.03e-06	+	AAAAAAAGAGAACTTTCAACCAGAAGAGGGCGCTA	V_CTCF_BR	37
chr4	21808723	21808873	id-74381	2.04e-05	+	TAATGCTGCCACTAATCTGACAGAAGGTGGTGCTC	V_CTCF_BR	16
chr4	21880996	21881146	id-74382	9.49e-08	-	CAGCCAACAGTCAGGCTTGCCTGAAGGGGGCAGCC	V_CTCF_BR	29
chr4	21950367	21950517	id-74383	2.83e-10	+	CTGCAGGTGCGGGCGGAGGCCGGCGGGGGGCGCCG	UpstreamP1_CTCF	13
chr4	22074591	22074741	id-74384	1	+	NA	NONE	3
chr4	22084374	22084524	id-74385	6.21e-06	-	GGAGCAGAATGGGAGGCCACCACTGGAGGGGGCAC	Upstream_CTCF	0
chr4	22093093	22093243	id-74386	4.7e-06	-	TTCAAAAGGTAAATAGCTTCCACAAGGTGGCACAA	V_CTCF_BR	7
chr4	22117142	22117292	id-74387	1	+	NA	NONE	1
chr4	22131199	22131349	id-74388	1.38e-06	+	GGGTACGTTCTACCCTCCTCCAACAGAGGGCAGCA	V_CTCF_BR	39
chr4	22238907	22239057	id-74389	6.74e-08	+	CCTGCCCTCCACATGCATGCCCACAGGGGGCGCCA	Upstream_CTCF	34
chr4	22239834	22239984	id-74390	1.93e-05	-	AGTGGTCTGCTGGTCCTGGCCACCTGCCGGAAGGC	Upstream_CTCF	4
chr4	22240493	22240643	id-74391	1	+	NA	NONE	32
chr4	22290007	22290157	id-74392	7.55e-07	-	CAACACACACTGAGGCTTGTCAGCAGGGGGCAGAG	V_CTCF_BR	3
chr4	22358972	22359122	id-74393	1.39e-05	-	TTATAGTTTAGGCTGTTAGCCAGTAGATGGTGCTT	V_CTCF_BR	36
chr4	22390986	22391136	id-74394	1.03e-06	-	AGAGTGTTACTTTGCCTGTCCACAAGGTGGCAGAA	V_CTCF_BR	40
chr4	22412383	22412533	id-74395	2.27e-06	+	AATACATTTCTCTTTGCTGCCTCTAGATGGCACAA	V_CTCF_BR	34
chr4	22436621	22436771	id-74396	1.83e-05	-	GACGTTAAGGTCCAGAGATACAGCAGAGGTCGCTG	V_CTCF_BR	40
chr4	22464918	22465068	id-74397	1.56e-05	-	AGTGTTGTGCTGACAGGTGGCGCCAGTGGTCCAGG	Upstream_CTCF	9
chr4	22507238	22507388	id-74398	1.32e-05	-	ATTGTTATACTCTGCTAAAACAGCAGGGGGATAAC	Upstream_CTCF	15
chr4	22516958	22517108	id-74399	2.96e-05	-	GCGCCTTTGTGTGGAGCTGTAGGCAGGGGGCGGTG	V_CTCF_BR	32
chr4	22532880	22533030	id-74400	1	+	NA	NONE	9
chr4	22554631	22554781	id-74401	1	+	NA	NONE	6
chr4	22576179	22576329	id-74402	3.65e-07	+	GTAGGGCTTAGGAATTGGGCCAGCAGAGGGCAAGC	V_CTCF_BR	6
chr4	22609078	22609228	id-74403	9.38e-09	-	TTGCACTTACTGAGGCTGGGCTGCAGGTGGCAGGC	UpstreamP1_CTCF	40
chr4	22637449	22637599	id-74404	6.67e-08	+	CTTCAGCTTCAGAAGGCCGCCAGCAGGGGTCAGGT	UpstreamP1_CTCF	10
chr4	22669283	22669433	id-74405	1	+	NA	NONE	15
chr4	22692463	22692613	id-74406	4.65e-05	-	GAAATGTTTTCACGATAGAACGCTAGATGGCAGTA	V_CTCF_BR	37
chr4	22694625	22694775	id-74407	2.8e-05	+	ACTGCAGCTTATCAAGTAGAAGGTAGGGGACACTC	Upstream_CTCF	2
chr4	22870981	22871131	id-74408	9.84e-05	+	TGCTGCTCCCTAAGTTCTGCCAAGAGGAGGTGCTA	V_CTCF_BR	13
chr4	22899251	22899401	id-74409	3e-08	+	TATGATATTCTCTGCATCACCACTAGGGGGAGGGC	Upstream_CTCF	40
chr4	22964144	22964294	id-74410	5.68e-06	+	AGGGATTTTACTGGATTCACCAGCAGAGGGAGTTC	V_CTCF_BR	40
chr4	23001154	23001304	id-74411	1.9e-06	+	ACAGATATTCGCAGAGCACCCACTAGGTGCCAGTA	Upstream_CTCF	13
chr4	23023917	23024067	id-74412	3.63e-05	+	ATAAACTAACATGTTCCCACCAGTAGAGGGTTGGC	V_CTCF_BR	9
chr4	23083427	23083577	id-74413	1.04e-05	-	GAGAGAATCTCACGTTGAGACACAGGAGGGCACCA	V_CTCF_BR	4
chr4	23134113	23134263	id-74414	1	+	NA	NONE	6
chr4	23137528	23137678	id-74415	1.32e-08	+	CTGCAATACCCAGATTCTTCCACTAGAGGGGTGAA	UpstreamP1_CTCF	40
chr4	23221501	23221651	id-74416	2.66e-05	-	CCTCATGCTGACTATGTCACCTACAGGGGGCATTG	V_CTCF_BR	6
chr4	23299078	23299228	id-74417	1.77e-05	+	TTAGGGCTGCCCATCACCGCCATCAGAGGTCACTC	Upstream_CTCF	4
chr4	23336048	23336198	id-74418	3.22e-05	+	TTAAAGTTCCGTGCTTAGGCCTGCAGGTGGAGAAT	UpstreamP1_CTCF	12
chr4	23339043	23339193	id-74419	1.47e-05	+	GAAAAATTCTCTAATGCTTCCAGCAGGGGGAGAAA	V_CTCF_BR	33
chr4	23369810	23369960	id-74420	2.11e-06	+	GTTGTCTAACCTGGGGCATACACCAGATGGCAGTG	V_CTCF_BR	30
chr4	23377831	23377981	id-74421	1.37e-05	-	GTAGCATTAACTCCATGCACCTCAGGAGGGCATTC	Upstream_CTCF	2
chr4	23457238	23457388	id-74422	7.49e-05	+	ACATCTAAAAGGTGGTGATTCGGTAGGTGGCACTC	V_CTCF_BR	20
chr4	23616266	23616416	id-74423	4.64e-09	-	GTGCAGTTTGACCTACAAGCCAGTAGATGGCAGTT	UpstreamP1_CTCF	32
chr4	23662570	23662720	id-74424	1	+	NA	NONE	16
chr4	23670913	23671063	id-74425	1	+	NA	NONE	7
chr4	23682859	23683009	id-74426	1	+	NA	NONE	13
chr4	23719307	23719457	id-74427	1.83e-05	-	TCACATTTTTTGGCTTTGACCACAAGAGGGAGACT	V_CTCF_BR	40
chr4	23777439	23777589	id-74428	6.05e-06	+	TCAATACAATTTCAGCAGAGCACCAGGGGGCAGTC	V_CTCF_BR	17
chr4	23859068	23859218	id-74429	2.46e-06	+	ATGGAATTTCAGAGGATAGCCACTGGGTGGTAGAA	UpstreamP1_CTCF	31
chr4	23878145	23878295	id-74430	1.61e-05	+	GCGCAGGGAAGGGCATCGGCCACCAGGGATTTGAC	UpstreamP1_CTCF	3
chr4	23883601	23883751	id-74431	1.73e-05	+	GAAAAGATGCCTGAGTTTAACACTAGAGGGCAAAG	V_CTCF_BR	22
chr4	23903923	23904073	id-74432	2.43e-06	+	AGAGCCCCAGCAATGCACAACTCCAGGGGGCGCTA	V_CTCF_BR	22
chr4	23925597	23925747	id-74433	1.56e-06	-	GTATCATTTCTACCTGTGCCCAGGAGAGGCCAGGG	Upstream_CTCF	12
chr4	23934723	23934873	id-74434	1	+	NA	NONE	33
chr4	23935931	23936081	id-74435	1	+	NA	NONE	13
chr4	23936684	23936834	id-74436	3.11e-05	-	AGCATTGTGGGCAGCTCTTTCGGGAGGTGGCACCA	V_CTCF_BR	13
chr4	23959226	23959376	id-74437	4.44e-06	-	GTTCTCTCTCTCCCATCAGACAGTAGGTGGCATTA	UpstreamP1_CTCF	9
chr4	23968462	23968612	id-74438	8.98e-06	-	ATGCATGGCCTCACACCAACAGCTAGTGGGCAGTA	UpstreamP1_CTCF	38
chr4	23972610	23972760	id-74439	8.19e-06	+	TTTCAACATCTAACATGGCACAGCAGAGGGCTCCA	UpstreamP1_CTCF	0
chr4	24005231	24005381	id-74440	2.11e-06	+	CCAGAGTGGCTGCAAAGAGCCGGCAGGGGGTAGGG	V_CTCF_BR	8
chr4	24034063	24034213	id-74441	2.6e-06	-	TGGAAGTGTGTCTGAAAGGCCAGAAGGTGGAGCAG	V_CTCF_BR	36
chr4	24046947	24047097	id-74442	1	+	NA	NONE	7
chr4	24091399	24091549	id-74443	1.1e-05	+	TAACCACTACCTCCACTAGCTAGAAGGGGGAGCTC	V_CTCF_BR	12
chr4	24106938	24107088	id-74444	1	+	NA	NONE	12
chr4	24198124	24198274	id-74445	1	+	NA	NONE	21
chr4	24284208	24284358	id-74446	1	+	NA	NONE	9
chr4	24350835	24350985	id-74447	1.95e-07	+	TGTGCTGGTTGGCCTCCTGCCAGGAGGTGGCGCTT	Upstream_CTCF	11
chr4	24397720	24397870	id-74448	6.62e-09	+	GTGCTGTTCTCAGGTAGAGCCACCAGGGAGCAGGG	UpstreamP1_CTCF	11
chr4	24415235	24415385	id-74449	5.3e-05	-	CTCCTCTCCAGCTGCGAAGCCAGCAGCGGAAAGAA	UpstreamP1_CTCF	6
chr4	24421163	24421313	id-74450	8.43e-09	-	GCGCCCCTAGCTCACCTGGCCGCTAGGTGGCACTG	V_CTCF_BR	40
chr4	24430627	24430777	id-74451	9.66e-05	-	TGCTCAGGCCAGCTACTGACCACAAGGGTGTACTC	Upstream_CTCF	18
chr4	24471958	24472108	id-74452	1	+	NA	NONE	21
chr4	24473018	24473168	id-74453	1	+	NA	NONE	19
chr4	24474735	24474885	id-74454	5.21e-08	+	GGGCCATGCGCGTCCCGGGACGGCAGGGGGCGCGG	V_CTCF_BR	40
chr4	24475188	24475338	id-74455	1	+	NA	NONE	26
chr4	24477947	24478097	id-74456	8.98e-06	+	GTGCATTAACACTCTCGTACCACTAGGGTGTCATT	UpstreamP1_CTCF	40
chr4	24490448	24490598	id-74457	7.9e-07	-	TAGTAGTTCCAGGACTGAACCACCACGGGGATCGA	UpstreamP1_CTCF	39
chr4	24516567	24516717	id-74458	1.08e-05	+	TTTTGGTTTCAAAGTCTGACCACTGGGTGTCAGGC	UpstreamP1_CTCF	39
chr4	24553223	24553373	id-74459	1.64e-05	-	TTAATTTTTTATTTGCATGCCAGCAGGGGGCATTC	V_CTCF_BR	34
chr4	24561648	24561798	id-74460	1	+	NA	NONE	7
chr4	24684824	24684974	id-74461	5.08e-05	+	ATCTCGTGTACTAAGTCAGCCTCTAGGTGGGACCA	UpstreamP1_CTCF	7
chr4	24689104	24689254	id-74462	3.09e-06	-	TGGGTAGTAGCTTCTCTCTCTGCCAGGGGGCGCCC	Upstream_CTCF	39
chr4	24690934	24691084	id-74463	2.81e-05	-	AGATACAAGGTTTCCTGCACCTCATGGGGGAGGCA	V_CTCF_BR	4
chr4	24703425	24703575	id-74464	1	+	NA	NONE	4
chr4	24723729	24723879	id-74465	3.84e-06	+	CTGTTGAAGTGTCCCTGGACCACAGGGTGGCAGAA	UpstreamP1_CTCF	12
chr4	24732361	24732511	id-74466	1	+	NA	NONE	7
chr4	24736785	24736935	id-74467	1.41e-06	-	ATTGCTGCACCATGCAGGGCCACACGGGGGGGTGC	Upstream_CTCF	11
chr4	24737803	24737953	id-74468	3.41e-07	+	ACAGCAAATGCAAATGCCTCCAGTAGGAGGCAGCA	Upstream_CTCF	38
chr4	24784310	24784460	id-74469	3.09e-05	-	ATGCAATTCATGCCAATTTCAGCAAGAGGGAATTT	UpstreamP1_CTCF	3
chr4	24795332	24795482	id-74470	9.66e-05	-	AAACCACTATACTTTCAGTCCAGCAGGTGGTGTTG	Upstream_CTCF	37
chr4	24811081	24811231	id-74471	3.56e-06	-	CAAGCATTGCTGGTTAGGTCCAGAAGGGGCATCAG	Upstream_CTCF	37
chr4	24837025	24837175	id-74472	3.71e-05	-	AAGTCTGTTCTAGGAATGACATGTAGGTGGCACAT	Upstream_CTCF	1
chr4	24842737	24842887	id-74473	5.26e-07	+	CCTGCCTTTCAGTATGAGGCCAACAGGAGGCTCAG	Upstream_CTCF	6
chr4	24912172	24912322	id-74474	1	+	NA	NONE	4
chr4	24914154	24914304	id-74475	7.8e-08	+	GGCCCCTCCCCAAAGGCTGACACCAGATGGCGCGG	V_CTCF_BR	17
chr4	24916986	24917136	id-74476	1	+	NA	NONE	33
chr4	24923200	24923350	id-74477	1.09e-06	-	CTGCCATTCCCACATGTGGGCGCTGGCGGGTGATG	UpstreamP1_CTCF	3
chr4	24972386	24972536	id-74478	8.81e-07	-	TCATTGCCAAGGGGTAGGACCACCAGGGGGCTCAT	V_CTCF_BR	12
chr4	24978295	24978445	id-74479	5.68e-06	-	GACACTATACCAGCGCAGGCCAGATGATGGCACAC	V_CTCF_BR	26
chr4	24981833	24981983	id-74480	1.09e-07	+	ATTTCCATTCCTGATATGGCCACAAGAGGGAGCTC	Upstream_CTCF	39
chr4	24986893	24987043	id-74481	9.11e-08	+	CCTGCAAGGCCACCCCTGGCCAGTGGGGGATGAAC	Upstream_CTCF	30
chr4	24990447	24990597	id-74482	2.01e-05	-	GAGAAGCATTCTGGCAGATCCACTAGGTGGGGATG	UpstreamP1_CTCF	40
chr4	25021849	25021999	id-74483	1.77e-05	-	TGTGCATTCTACTCTATTTCCTGGAGGTGGGGTGT	Upstream_CTCF	4
chr4	25033869	25034019	id-74484	1.7e-05	-	GGTGCTTTTTACATAGTCACCAGCAGGGAATGTCT	Upstream_CTCF	24
chr4	25047371	25047521	id-74485	1.38e-07	-	CCTGCAATCCCACCCCTGACCGCTCAGGGGCGCTG	Upstream_CTCF	40
chr4	25062704	25062854	id-74486	1.48e-06	-	CTGTAAGCCACCAGCACAGCCAGGGGAGGGAGGCA	UpstreamP1_CTCF	4
chr4	25067947	25068097	id-74487	8.98e-06	+	CCGCACTTCCACTATGGGGCGGGATGGGGGAGGAA	UpstreamP1_CTCF	2
chr4	25115703	25115853	id-74488	1.84e-05	-	GTGTCAGGCATCCATGGTGCCAGCAGGGGGGCTGC	UpstreamP1_CTCF	0
chr4	25146613	25146763	id-74489	2.53e-05	-	GGACAAAAATTTTATGGTTCCAGTAGGTGGTGCTA	V_CTCF_BR	40
chr4	25174601	25174751	id-74490	1	+	NA	NONE	22
chr4	25182260	25182410	id-74491	3.47e-07	+	CAGTTGTGAATCTTAGCAACCAGTAGGTGGCGTCC	UpstreamP1_CTCF	40
chr4	25192166	25192316	id-74492	4.21e-05	-	CAGGGTGGTTCCTGATTGCAGGGCAGAGGGCGCTA	V_CTCF_BR	10
chr4	25236480	25236630	id-74493	2.47e-05	+	GTTGTTATTATGAAGTTAGCCACAGGGGGCAAAAG	Upstream_CTCF	40
chr4	25301545	25301695	id-74494	1	+	NA	NONE	6
chr4	25314192	25314342	id-74495	8.81e-07	-	CCCGAAACGCAGTCCCCGCCCACCTGGGGGCTGCA	V_CTCF_BR	39
chr4	25368759	25368909	id-74496	1.19e-06	-	CTGATAAAATGAGCTTTAACCACAAGAGGGAGCCA	V_CTCF_BR	38
chr4	25378836	25378986	id-74497	2.46e-08	+	TGGAGGCTGTGGCGCGCGGCCGGCAGAGGGAGGGG	V_CTCF_BR	23
chr4	25441661	25441811	id-74498	3.41e-08	+	AATGCAGAAATTCCTCTGACCACTAGAGGGAGCCA	Upstream_CTCF	40
chr4	25443264	25443414	id-74499	2.27e-06	+	GGAACCTGGGCAGGCTTCATCAGGAGGTGGCGCTC	V_CTCF_BR	40
chr4	25508704	25508854	id-74500	1.56e-05	+	CATGTGAATGTATCATCTACCACTAGGTGGGGAGG	Upstream_CTCF	11
chr4	25525206	25525356	id-74501	1	+	NA	NONE	2
chr4	25533036	25533186	id-74502	8.98e-06	+	ATGCCAGACCTCCCACCTTCCTACAGAGGGAGCTC	UpstreamP1_CTCF	39
chr4	25582537	25582687	id-74503	9.66e-05	+	CCTTTCAGCCCTTGCGCCGCCGCCAGGCGGGCACA	Upstream_CTCF	5
chr4	25614805	25614955	id-74504	6.98e-07	-	TAGATAACACAGCTTCCTGCCTCCAGGGGGCTCAG	V_CTCF_BR	7
chr4	25657395	25657545	id-74505	3.22e-07	-	GGTGCTGGGCTGGAGGCGGCGGCCAGGTGGAGCGC	Upstream_CTCF	5
chr4	25669871	25670021	id-74506	6.43e-06	+	ACTCTAGCTAGAAACTTAGCCGCTGGGTGGCGGAA	V_CTCF_BR	9
chr4	25704706	25704856	id-74507	1	+	NA	NONE	13
chr4	25769615	25769765	id-74508	1.71e-06	-	CATCCGACATGCCCTTCAGCCAGTAGAGGTAGCTG	V_CTCF_BR	40
chr4	25793939	25794089	id-74509	2.2e-06	-	ATTGGATTTCAGCACCTTCTCACTAGAGGGCGACA	Upstream_CTCF	39
chr4	25797802	25797952	id-74510	3.63e-05	+	CATTCCAGTCAGCCTGCAGGCCACAGAGGGCGGTG	V_CTCF_BR	18
chr4	25803353	25803503	id-74511	2.31e-06	+	ACAGACATTTCTCAAGCACCCAGCAGGGGGAACAT	Upstream_CTCF	14
chr4	25840217	25840367	id-74512	1.23e-05	-	CTGTTGGGCCAGGCTCTAACTTGAAGGAGGGGCCA	UpstreamP1_CTCF	4
chr4	25843909	25844059	id-74513	1.11e-05	+	CAAGCAGACATGGAAAGTGGCAGTGGGGGGCGGTG	Upstream_CTCF	17
chr4	25859132	25859282	id-74514	1	+	NA	NONE	28
chr4	25865088	25865238	id-74515	6.18e-07	-	CGGGCAGCTGCGCGGCACAACTCCAGGGGGCACAC	Upstream_CTCF	34
chr4	25927512	25927662	id-74516	1.28e-06	+	AAATCACACCACTGCCTTAGCACCAGGGGGCAGAG	V_CTCF_BR	40
chr4	25941099	25941249	id-74517	1	+	NA	NONE	34
chr4	25955351	25955501	id-74518	4.68e-05	-	GTGTTACTTCTCTTTAGAGACAGCAGGGGCTTGAG	UpstreamP1_CTCF	23
chr4	25956154	25956304	id-74519	1	+	NA	NONE	3
chr4	25989851	25990001	id-74520	3.4e-06	+	GAGCCAGTTCTCCATCGGAGCGCTAGATGGCGCCA	V_CTCF_BR	40
chr4	25995447	25995597	id-74521	7.23e-07	-	GCGGTACTTTCAGGATCCACCACCAGGTGGGTTCT	Upstream_CTCF	39
chr4	25996250	25996400	id-74522	3.81e-05	+	ATGCAGACACATGGAGGGAAGGCCAGAGGGAGACA	UpstreamP1_CTCF	14
chr4	26017004	26017154	id-74523	8.59e-05	+	GTCCCAGCCAAGCGGGTGGCCTGCGGAGTGAGCCA	V_CTCF_BR	6
chr4	26030466	26030616	id-74524	5.77e-08	+	AGCACCTGCCGGGCGCCACCCAGGAGGGGGCAGCA	V_CTCF_BR	40
chr4	26050057	26050207	id-74525	1	+	NA	NONE	4
chr4	26057605	26057755	id-74526	3.63e-05	-	CCCCAGTCTCCCTCTAGTGCCTCCTGTGGGCATAG	V_CTCF_BR	23
chr4	26062986	26063136	id-74527	1.08e-05	+	CTACAAGTGCATCCCTTAACCACTAGATGGCCTCC	UpstreamP1_CTCF	39
chr4	26070952	26071102	id-74528	2.2e-07	+	AAGCTGTTTCTCTTCACCACCCGTAGGGGGCAGAA	UpstreamP1_CTCF	40
chr4	26083636	26083786	id-74529	4.03e-06	+	GTACAAGTCTAAATTTTCACCAGTAGGTGGTGCTA	UpstreamP1_CTCF	40
chr4	26086122	26086272	id-74530	1.55e-05	-	GAGGGATTCTTCAATAAAGCCTCCAGAGGGAGCAT	V_CTCF_BR	19
chr4	26109753	26109903	id-74531	2.37e-05	-	GATGCCATTCCCCATTCTTCCTCTAGGAGTTTGAT	Upstream_CTCF	16
chr4	26129834	26129984	id-74532	8.5e-06	+	GTGGAGGTTCTACCTATGGCCTCCAGGGGCACTGA	Upstream_CTCF	21
chr4	26134598	26134748	id-74533	9.49e-08	-	GGGCAGGCACCTCTGGTGGCCTCAAGGTGGAGCTG	V_CTCF_BR	21
chr4	26152714	26152864	id-74534	1	+	NA	NONE	16
chr4	26163173	26163323	id-74535	1.32e-05	-	TCTGTGTGACCTACTTCTGGCTATAGGTGGCAGCA	Upstream_CTCF	38
chr4	26172538	26172688	id-74536	1	+	NA	NONE	4
chr4	26180931	26181081	id-74537	1	+	NA	NONE	4
chr4	26195273	26195423	id-74538	2.04e-05	+	CAGCTCAAGCTTCACACGGCAGCCAGAGGGAGCTT	V_CTCF_BR	19
chr4	26219226	26219376	id-74539	1	+	NA	NONE	2
chr4	26237188	26237338	id-74540	1.93e-05	-	CTAGAGGGCATCATGAGAGCCTGGAGAAGGCAGAA	V_CTCF_BR	26
chr4	26321365	26321515	id-74541	4.43e-05	+	TCTCCGGGTTTTGGGGCTCCCTGCGGGAGGCAGTG	V_CTCF_BR	21
chr4	26323386	26323536	id-74542	4.88e-05	-	GTCTTGTGTGCACTTAGAAGCAGCAGATGGAGTCC	UpstreamP1_CTCF	10
chr4	26325514	26325664	id-74543	1	+	NA	NONE	22
chr4	26326938	26327088	id-74544	2.84e-05	-	TTGCCTCTCTTAATGAACGCTGCTAGGGGGAGCCA	UpstreamP1_CTCF	39
chr4	26331933	26332083	id-74545	2.72e-06	+	TGGTAATATATAACACTTGCCACTAGGTGGCTCTT	UpstreamP1_CTCF	40
chr4	26356690	26356840	id-74546	1	+	NA	NONE	5
chr4	26401878	26402028	id-74547	3.66e-06	-	CAGCATCACTATCTTTTACCCTGCAGGTGCCAGTA	UpstreamP1_CTCF	11
chr4	26406681	26406831	id-74548	3.11e-05	-	AGATAATAACACCTCCCTACCACAGGGTGGCTGAG	V_CTCF_BR	15
chr4	26412439	26412589	id-74549	1.93e-05	-	ACAAACAATACTTTCTCTGCCACTTGGTGGCGATA	V_CTCF_BR	39
chr4	26426587	26426737	id-74550	5.93e-06	+	GCTGTTTATCTGAAGATGTTCAGTAGAGGGCACTA	Upstream_CTCF	25
chr4	26459947	26460097	id-74551	1	+	NA	NONE	13
chr4	26460928	26461078	id-74552	5.08e-07	+	GGCTAATTTTAAGTGTTAGCCAGTAGATGGCAGTA	V_CTCF_BR	40
chr4	26475647	26475797	id-74553	1.47e-05	+	TGTTACTATCACTTGGCTTCCACGAGATGGCGAAG	V_CTCF_BR	7
chr4	26498008	26498158	id-74554	9.84e-05	+	CTCTCGCGCACCCCTGGTGCCCACAGAAGGCAGCT	V_CTCF_BR	26
chr4	26575008	26575158	id-74555	8.71e-06	+	GGTTGAGGTAGCCTCTTGATCAGTAGGTGGCAGCT	V_CTCF_BR	10
chr4	26585414	26585564	id-74556	7.6e-05	-	GAGCCACAGCGCCTCTGATGCACAAGGGGGACACG	UpstreamP1_CTCF	23
chr4	26591436	26591586	id-74557	3.73e-06	+	GTAGCAGTTTTATGCTTGTCCTGCAGTGGCAGCCT	Upstream_CTCF	14
chr4	26718997	26719147	id-74558	1	+	NA	NONE	8
chr4	26721696	26721846	id-74559	5.26e-07	-	GTTGTAATTTTTTCACTTCCCACTAGAGGAAGCAA	Upstream_CTCF	39
chr4	26789817	26789967	id-74560	1	+	NA	NONE	39
chr4	26823430	26823580	id-74561	1.83e-05	-	CCACCAGGGCTCAGGAGAGCATGCAGGTGGAAGTG	V_CTCF_BR	14
chr4	26862049	26862199	id-74562	1.06e-05	+	CTTGTAGCCCCCCACTCCCCCTCGCGGTGGTACCG	Upstream_CTCF	40
chr4	26938840	26938990	id-74563	1.39e-05	+	TATTAAACATTGTTACAGACCGGAAGGGGGCAGAG	V_CTCF_BR	3
chr4	26943692	26943842	id-74564	1	+	NA	NONE	3
chr4	27002560	27002710	id-74565	3.41e-07	+	TCAGCAGTACATTTCTTCCCCTACAGGTGGAAGGG	Upstream_CTCF	36
chr4	27003529	27003679	id-74566	1	+	NA	NONE	9
chr4	27005334	27005484	id-74567	3.09e-07	-	AACACGTCCTCCCCTACAGCCTGCAGAGGGAACAC	V_CTCF_BR	18
chr4	27012083	27012233	id-74568	1.22e-07	-	GTGGAGTACCTCTGTGGTGCCACTGGGTGGAGGCA	UpstreamP1_CTCF	40
chr4	27050071	27050221	id-74569	5.53e-08	+	CTGTGGTTTCTCCCAGTTTCCTCTAGATGGCAGTA	UpstreamP1_CTCF	40
chr4	27060375	27060525	id-74570	3.8e-07	-	TAGGCAGTCCCTGGTGTCACCACCAGGGAGGTGTA	Upstream_CTCF	10
chr4	27086489	27086639	id-74571	5.68e-06	+	GGTGCCGCAGAGCCACCGGCGAGGGGCGGGCGCCA	V_CTCF_BR	20
chr4	27098207	27098357	id-74572	1	+	NA	NONE	10
chr4	27139962	27140112	id-74573	9.71e-06	+	CACTCAGTTCATGCCTCTCCCTCTGGGTGGCAACC	Upstream_CTCF	7
chr4	27178133	27178283	id-74574	4.88e-05	+	GTGGATTTTTCCAGCAGGCCCATAGGGTGGCACTG	UpstreamP1_CTCF	36
chr4	27320517	27320667	id-74575	1	+	NA	NONE	37
chr4	27359057	27359207	id-74576	5.13e-05	+	CTTTCTCTTGGTCTGAAATCCCCTAGATGGCACTA	V_CTCF_BR	27
chr4	27414304	27414454	id-74577	7.17e-05	+	TCTTCCATCTGGCTTTTCTACTCTAGGTGGCAATA	Upstream_CTCF	8
chr4	27547363	27547513	id-74578	1	+	NA	NONE	1
chr4	27635636	27635786	id-74579	6.51e-05	-	TTACAAATGCTTAAAAATACCACCAGGAGGAGCAA	V_CTCF_BR	11
chr4	27668694	27668844	id-74580	2.04e-05	+	CAGTGTGCCTAGTTTTGATCCACTAGATGTCAGTA	V_CTCF_BR	25
chr4	27686247	27686397	id-74581	1.18e-05	+	CTGCCATCCTTCTCTGATGTCAATAGATGGCGGTG	UpstreamP1_CTCF	39
chr4	27693835	27693985	id-74582	7.1e-09	+	GTGCAGTTTAAACTACAAGCCAGTAGATGGCGCTT	UpstreamP1_CTCF	39
chr4	27704778	27704928	id-74583	5.77e-08	+	TTGGATAGCAGGTGCTGGACCACCAGGTGGCAGAA	V_CTCF_BR	33
chr4	27718664	27718814	id-74584	4.14e-06	+	GAAAGCCCTGTAATTGTGGCAGGCAGGGGGCAGAA	V_CTCF_BR	10
chr4	27863027	27863177	id-74585	5.9e-06	+	GCTCACTGCCTCTGTTTCAGCACTAGATGGTGCCT	UpstreamP1_CTCF	36
chr4	28003449	28003599	id-74586	5.51e-07	+	TTGTGTTGGTTGGCCTCAGCCAGGAGGTGGCGCTT	V_CTCF_BR	16
chr4	28075584	28075734	id-74587	1	+	NA	NONE	24
chr4	28075909	28076059	id-74588	3.86e-05	+	CATGAGCTACCACGCCCTGCCTCTAGGGGTTTTTA	Upstream_CTCF	17
chr4	28189115	28189265	id-74589	1.63e-05	+	GGAGCACTACCATTCCTGAACAGAGGAGGCTCCAA	Upstream_CTCF	10
chr4	28220441	28220591	id-74590	7.84e-05	+	GGAGGCAGAAGATGCAGTGAGCCCAGATGGCGCCA	V_CTCF_BR	6
chr4	28226783	28226933	id-74591	1.77e-05	-	CATGACTTGCTGCTCAGAGCCACAAGGTGCCGATT	Upstream_CTCF	34
chr4	28227393	28227543	id-74592	5.38e-05	+	AAATCCAACCATTACTGAGACAGATGGGGGAGCTC	V_CTCF_BR	13
chr4	28352196	28352346	id-74593	5.65e-05	-	TCCTCACATAGCTAACAGTCCACCAGAGGCCAGAT	V_CTCF_BR	5
chr4	28359738	28359888	id-74594	7.49e-07	+	CAGCATCCCTTGCTTCTGCCCACTAGATGCCAGTA	UpstreamP1_CTCF	34
chr4	28380185	28380335	id-74595	1	+	NA	NONE	25
chr4	28445500	28445650	id-74596	3.63e-06	+	CCTTGAGCCTTGTGAATGAACACCTGGGGGCAGAA	V_CTCF_BR	4
chr4	28464523	28464673	id-74597	1	+	NA	NONE	23
chr4	28567193	28567343	id-74598	1	+	NA	NONE	3
chr4	28688367	28688517	id-74599	1.39e-07	+	CACATGAACAGCAGCCTGTCCAGTAGGGGGCAGAA	V_CTCF_BR	38
chr4	28732043	28732193	id-74600	1.96e-07	+	GTGAAGTTGGACCTACAGGCCAGTAGATGGTGCTT	UpstreamP1_CTCF	10
chr4	28790842	28790992	id-74601	4.01e-05	+	TTTGAGTAATGACTGCCTACCACGTGGTGTCGCTG	V_CTCF_BR	2
chr4	28815236	28815386	id-74602	1.69e-05	-	GACCACTGCAGTCTCCTCAGCACTAGAGGACACTC	UpstreamP1_CTCF	3
chr4	28965713	28965863	id-74603	7.78e-06	-	ATTGCAAGTCTTCTGCAAGCCTGCAGGGGGTTTAA	Upstream_CTCF	3
chr4	29054002	29054152	id-74604	1.65e-07	-	AAGCAGTGACCAACTGGGGACAGTGGGAGGCAGAC	UpstreamP1_CTCF	4
chr4	29080998	29081148	id-74605	8.64e-05	-	AGGTCACGTGAGAACACAGCCAGAAGGTGGCCATC	Upstream_CTCF	6
chr4	29082971	29083121	id-74606	5.38e-05	+	TCACGCTGAAAAAAAATTACCAATAGGTGGTGCTG	V_CTCF_BR	22
chr4	29133056	29133206	id-74607	1.69e-05	-	GTTGTGTGACTAACTTTGGCCACAATGTGGCAGAA	UpstreamP1_CTCF	10
chr4	29728684	29728834	id-74608	3.11e-05	-	CTGAGACTTGTAAAATCAGCCAATAGATGGTGCTA	V_CTCF_BR	4
chr4	29806986	29807136	id-74609	1.84e-06	+	AAACTCTCCAGAGACATGACCAAAAGGGGGCAGCC	V_CTCF_BR	16
chr4	29817175	29817325	id-74610	1	+	NA	NONE	1
chr4	29869156	29869306	id-74611	1.34e-06	+	CCTGCAGGACACCACACTGCCAGCAGGGTCATGTC	Upstream_CTCF	6
chr4	29972349	29972499	id-74612	1.1e-05	+	AACCCTGGTCTGCTTTTGTCCTCTAGAGGCCACTG	V_CTCF_BR	27
chr4	30271591	30271741	id-74613	7.73e-06	+	TACTAGTTTGTTTTTCTTACCACTAGATGGCAGTT	V_CTCF_BR	30
chr4	30297407	30297557	id-74614	2.84e-05	-	GTGCAGCTGGAGCCAGAGGAAGCCAGGGGCGTGTC	UpstreamP1_CTCF	6
chr4	30382149	30382299	id-74615	5.93e-10	+	GTGCAGTTCAACCTCTAGGCCACTAGGTGGTGCTT	UpstreamP1_CTCF	40
chr4	30716169	30716319	id-74616	3.16e-06	+	GGTTAATGGCCTCATCTAGCCACAAGGGGGCCAAG	UpstreamP1_CTCF	40
chr4	30717801	30717951	id-74617	1	+	NA	NONE	37
chr4	30718841	30718991	id-74618	7.15e-05	-	GAGCCCTCGGGGCGCCCTTGCGGCGGCTGGAGCTC	V_CTCF_BR	13
chr4	30720502	30720652	id-74619	1	+	NA	NONE	30
chr4	30723583	30723733	id-74620	4.01e-05	-	CGCCGTTCCCGCCGCCCCCGGGGTAGGGGGCGCTG	V_CTCF_BR	28
chr4	30952545	30952695	id-74621	1	+	NA	NONE	7
chr4	30990976	30991126	id-74622	2.47e-05	+	GCTGCAGTAATATCGGCCACCTGTAGTGTGCCTGC	Upstream_CTCF	5
chr4	31018057	31018207	id-74623	2.6e-06	+	ACAGATTGTGCATTGAGCAACTCCAGGGGGCACCA	V_CTCF_BR	9
chr4	31047468	31047618	id-74624	8.16e-07	+	TGCCAAATTTCAGTAGCATCCTCCAGAGGGCACTG	V_CTCF_BR	39
chr4	31317968	31318118	id-74625	1.24e-05	+	AATGCCTGATAGCTGAAGGCCGCCTGCTGGCAGCA	V_CTCF_BR	0
chr4	31372603	31372753	id-74626	5.75e-09	+	ATGCAGTTACCTTATCTTACCACAAGATGGTGGTA	UpstreamP1_CTCF	40
chr4	31443983	31444133	id-74627	7.49e-05	-	CCCTAGAGCGCGCCAACACACAACAGGAGGCGGTG	V_CTCF_BR	3
chr4	31518304	31518454	id-74628	1	+	NA	NONE	3
chr4	31540624	31540774	id-74629	1.85e-07	+	ATGCAAATCAACCTCCAGACCAGTAGGTGGCACTT	UpstreamP1_CTCF	17
chr4	31550584	31550734	id-74630	2.4e-05	-	TTGAGTAAGCCTGGGCTGACCTACAGGAGGCAGAA	V_CTCF_BR	3
chr4	31660695	31660845	id-74631	9.41e-05	-	TTCTGGCCTCCCAACACCACCTCATGGGGGCATCT	V_CTCF_BR	17
chr4	31676063	31676213	id-74632	8.03e-07	-	ATTGCATTCCTTCACAGCACCACAAGGTGGCCTTT	Upstream_CTCF	37
chr4	31694143	31694293	id-74633	3.63e-06	-	GAGAGAGATGGGGCAATGCCCGGTAGGTGGAGCAC	V_CTCF_BR	29
chr4	31750119	31750269	id-74634	6.84e-06	+	GGGTTCCCTCCCAGATGACTCAGTAGGGGGCAGCG	V_CTCF_BR	4
chr4	31795675	31795825	id-74635	6.04e-07	+	GTGCGCGTGCGTGTTTTTGCCAGGAGGGGGCGTCT	UpstreamP1_CTCF	32
chr4	31998382	31998532	id-74636	8.16e-07	-	TCAGTGGATCCCCCACCGGACTGCAGGTGGAGCTG	V_CTCF_BR	3
chr4	32044235	32044385	id-74637	1.73e-06	-	ATTCACTGGTAGAATTCCACCAGCAGAGAGCAGTC	UpstreamP1_CTCF	18
chr4	32094903	32095053	id-74638	1	+	NA	NONE	4
chr4	32119439	32119589	id-74639	1.35e-05	-	TTGTCATTGCTGCCTTTGGACACTGGATGTAGCTA	UpstreamP1_CTCF	20
chr4	32138147	32138297	id-74640	2.1e-05	-	ACCGTGCTTCCTTCTGTTTCCACTAGGTGTGTACA	Upstream_CTCF	16
chr4	32147739	32147889	id-74641	3.36e-07	+	GAAACAGCAGCCTGGAAGGCCAGGAGAGGGCAGAC	V_CTCF_BR	9
chr4	32270710	32270860	id-74642	4.21e-05	-	AACAGAAGTAAATACAATACCACTAGGTGTCACTG	V_CTCF_BR	20
chr4	32342335	32342485	id-74643	1	+	NA	NONE	12
chr4	32418864	32419014	id-74644	1	+	NA	NONE	29
chr4	32464706	32464856	id-74645	1.22e-07	+	AAGGCAGTGCTTCATCCTGACAGCAGGTGGCATAC	Upstream_CTCF	38
chr4	32699172	32699322	id-74646	5.13e-05	+	CTTCCACCATGTGAGGACACCACGAGGAGGTGCTA	V_CTCF_BR	7
chr4	32750078	32750228	id-74647	1	+	NA	NONE	1
chr4	32776820	32776970	id-74648	1	+	NA	NONE	28
chr4	32911443	32911593	id-74649	4.31e-07	+	AGAGTGCAGATGGTCCACACCAGGAGGGGGCACCA	V_CTCF_BR	7
chr4	33062684	33062834	id-74650	2.25e-08	-	CTGTGTTGCCCTGTGGCCACCACCAGAGGGCTCGG	UpstreamP1_CTCF	39
chr4	33090901	33091051	id-74651	1	+	NA	NONE	1
chr4	33091549	33091699	id-74652	7.49e-05	+	AAAATACTACGCTGTGCTGCCCCTAGGAGGCAACA	V_CTCF_BR	28
chr4	33161891	33162041	id-74653	4.14e-06	-	GCATTGTTGGCTATACTCACCACTGGATGGCAGTA	V_CTCF_BR	34
chr4	33388512	33388662	id-74654	1.24e-05	+	TTCTAGATGTCATACTTAATCACTAGGTGGCACTG	V_CTCF_BR	29
chr4	33568372	33568522	id-74655	5.55e-07	+	ATTTCACTTCTCAAGGTGCCCACCAGGGAGAAAGC	Upstream_CTCF	5
chr4	33627489	33627639	id-74656	1.92e-06	-	CTTTGATTCCTCCTGTTCTCCAGCAGGTGGTAGAC	UpstreamP1_CTCF	22
chr4	33650773	33650923	id-74657	2.43e-06	+	GCAGCGTCCCTAGCCTCTACCACTAGATGCCAGTA	Upstream_CTCF	36
chr4	33724555	33724705	id-74658	1	+	NA	NONE	23
chr4	33738759	33738909	id-74659	1	+	NA	NONE	6
chr4	33956009	33956159	id-74660	5.08e-05	+	GTATAATTCCGGCTGCATTCCAGTAGGTGGTGTTT	UpstreamP1_CTCF	7
chr4	33968538	33968688	id-74661	6.75e-05	+	ATGTCATACTCCTGAACAACCACTAGGTCAAACAA	UpstreamP1_CTCF	11
chr4	34263531	34263681	id-74662	2.01e-05	-	TGGGCATGTAATGACCCTACCACTGGAGGGCATGA	Upstream_CTCF	5
chr4	34316382	34316532	id-74663	6.84e-06	-	GACCTGCTGTCAGCCCAAGCCTGCAGAGGGAGTCA	V_CTCF_BR	7
chr4	34325562	34325712	id-74664	1.13e-05	-	GGTCACTGCAGCCATATCTGCATTAGGGGGCACCC	UpstreamP1_CTCF	24
chr4	34424230	34424380	id-74665	6.21e-05	-	GATTTTAAATACTTGCATGACACAAGATGGAGCTG	V_CTCF_BR	25
chr4	34530435	34530585	id-74666	3.5e-05	-	GAGCATGAACTACTTCAGACCACTAGGGGATTCTT	UpstreamP1_CTCF	13
chr4	34722313	34722463	id-74667	4.11e-08	-	GAAGCTGTTTCCTTAATTGACACCAGATGGCACTA	Upstream_CTCF	40
chr4	34768693	34768843	id-74668	1	+	NA	NONE	3
chr4	34955158	34955308	id-74669	1	+	NA	NONE	18
chr4	35010804	35010954	id-74670	8.9e-05	-	TAGTTTTTGTGGGAAAACTCCACCAGGGGCAGTGT	UpstreamP1_CTCF	5
chr4	35107866	35108016	id-74671	3.24e-06	-	TCAGTAATTTTCCCCAAGGCCTGTAGCTGTCACTG	Upstream_CTCF	1
chr4	35153686	35153836	id-74672	1.15e-06	-	GGGGCTATACAAGAGTTATACTCCAGGGGGCAGGA	Upstream_CTCF	28
chr4	35409394	35409544	id-74673	6.46e-07	-	TGGCCCTTTTATCATAGCTCCACTAGGTGGCGCCC	V_CTCF_BR	26
chr4	35464024	35464174	id-74674	4.7e-08	-	CAGATGCCACCCTCCCCCACCTCCAGATGGCAGCC	V_CTCF_BR	7
chr4	35465272	35465422	id-74675	8.16e-07	+	AGGTGATTAACACAAACTGCCTGCAGATGGCACAG	V_CTCF_BR	2
chr4	35543611	35543761	id-74676	1.56e-06	-	GTGTAGTTTAGTCTGCGATCCAGTATAGGGCACTG	UpstreamP1_CTCF	5
chr4	35726917	35727067	id-74677	8.81e-07	+	AGGACTATTGTAGGTATGAACACCAGGGGGCAGGA	V_CTCF_BR	19
chr4	35859194	35859344	id-74678	1.84e-06	-	AGCCTCCGGAGTAGCTGGGACTACAGGGGGCGCCA	V_CTCF_BR	5
chr4	35910378	35910528	id-74679	2.55e-06	-	CCAGCTGTCTGTGCAACTACCACTGGAGGACAGTG	Upstream_CTCF	18
chr4	35936130	35936280	id-74680	6.8e-06	-	GCTGGAAAAATGAATTATTCCACTAGGTGGCAATG	Upstream_CTCF	37
chr4	36040696	36040846	id-74681	3.8e-07	-	TCTGCAGGTGCCACTGTTTGCAGCAGAGGGTGAAT	Upstream_CTCF	5
chr4	36066015	36066165	id-74682	4.94e-06	-	CCTGCCACCCCATTCACTACCTGCAGGGACAGGAG	Upstream_CTCF	2
chr4	36153689	36153839	id-74683	1	+	NA	NONE	6
chr4	36160952	36161102	id-74684	1	+	NA	NONE	20
chr4	36189472	36189622	id-74685	5.55e-07	-	GTTACAGTACCTGTTGTGGCCAGCAGATGCCTGCA	Upstream_CTCF	34
chr4	36237026	36237176	id-74686	6.21e-05	-	ATTAGGGAGGGATCACCTATCTGAAGAGGGCGCAT	V_CTCF_BR	16
chr4	36245897	36246047	id-74687	1.76e-05	+	CCGCAGTCGCCTCTGCTGCCTGGCGGCGGCCGCGC	UpstreamP1_CTCF	10
chr4	36254722	36254872	id-74688	2.81e-05	+	GAGGCAGGAGAATCGCTTGAAGCCAGGTGGCAGTC	V_CTCF_BR	6
chr4	36287889	36288039	id-74689	1	+	NA	NONE	7
chr4	36352833	36352983	id-74690	1	+	NA	NONE	39
chr4	36388441	36388591	id-74691	1	+	NA	NONE	11
chr4	36401502	36401652	id-74692	5.86e-07	-	ACTGCGATGATGACTTTTGTCACCAGAGGGCATCA	Upstream_CTCF	30
chr4	36415993	36416143	id-74693	4.5e-05	+	GAGTAATAATTGCTCATTTCCACACGGGGGCACTT	UpstreamP1_CTCF	26
chr4	36724731	36724881	id-74694	6.05e-06	+	GTATAGTAAGCTTGTCCAACCCGCAGGTGGCAGGC	V_CTCF_BR	3
chr4	36748879	36749029	id-74695	1	+	NA	NONE	0
chr4	36826414	36826564	id-74696	7.49e-07	-	TTGAAGTTCAGGCTTTAGGCCAGTAGGAGGTGTCC	UpstreamP1_CTCF	14
chr4	37070321	37070471	id-74697	7.07e-08	+	ACCGATCGGGCAATGAGTACCAGCAGTGGGCGCCC	V_CTCF_BR	17
chr4	37134058	37134208	id-74698	1	+	NA	NONE	16
chr4	37189811	37189961	id-74699	5.75e-09	+	CTTCAATTCATGCCTTTGGCCTCCAGGGGGAGCTA	UpstreamP1_CTCF	20
chr4	37244827	37244977	id-74700	6.46e-07	-	GCCTGCACTTCCTCTGGGGCCTGCTGGTGGCAGTG	V_CTCF_BR	12
chr4	37245449	37245599	id-74701	4.11e-07	+	CTGCACTTTGCGTAACGTTGCGCTGGGGGGCGCTC	UpstreamP1_CTCF	9
chr4	37246225	37246375	id-74702	3.1e-07	-	CCGCCGTGGGAGGAGGGGGCCGCCAGGCGGCAGGG	UpstreamP1_CTCF	0
chr4	37385367	37385517	id-74703	1.83e-05	-	AAAACAACTTGGAATTACTCCTCTAGAGGGCGCAA	V_CTCF_BR	39
chr4	37391720	37391870	id-74704	7.44e-09	-	ACTGCCCTAGCCAATTTGGCCACTAGATGGAACTG	Upstream_CTCF	40
chr4	37436240	37436390	id-74705	2.27e-06	+	CATCTAAGGTAGAGAATTCCCAGCAGAGGGAGCAA	V_CTCF_BR	29
chr4	37446753	37446903	id-74706	1	+	NA	NONE	1
chr4	37454667	37454817	id-74707	1	+	NA	NONE	39
chr4	37454968	37455118	id-74708	1	+	NA	NONE	6
chr4	37465280	37465430	id-74709	1	+	NA	NONE	2
chr4	37529919	37530069	id-74710	1	+	NA	NONE	5
chr4	37550675	37550825	id-74711	1.18e-05	+	GTTCACTTCGTGTCTCTCACCACAGGGAGGAAACT	UpstreamP1_CTCF	8
chr4	37568493	37568643	id-74712	3.64e-11	-	GTGCAGTTGCATCAATTCACCAGCAGATGGCAGGA	UpstreamP1_CTCF	40
chr4	37595859	37596009	id-74713	3.97e-05	-	TTTCAACATCACTTTTCTGACAAGAGGTGGCACTA	UpstreamP1_CTCF	7
chr4	37604736	37604886	id-74714	7.29e-13	+	GTGCAGTTCTCCGATTCGGCCAGCAGAGGGAGCGA	UpstreamP1_CTCF	40
chr4	37668538	37668688	id-74715	9.27e-07	-	CAGCAGTAGCGGGGACTTCACACCAGGGGACTTCA	UpstreamP1_CTCF	32
chr4	37684896	37685046	id-74716	1	+	NA	NONE	26
chr4	37743930	37744080	id-74717	1	+	NA	NONE	13
chr4	37782574	37782724	id-74718	1	+	NA	NONE	27
chr4	37791913	37792063	id-74719	2.27e-06	+	AGAAAGTTCGTGTGTTCAGCCAGCAGAGGTCGGCT	V_CTCF_BR	5
chr4	37795300	37795450	id-74720	5.9e-06	-	GAGCATCCATGGCCTCTACCCACTAGATGACAGTA	UpstreamP1_CTCF	40
chr4	37803777	37803927	id-74721	3.65e-07	-	AGCTGGGACCTGCTTCCTGCCACTTGGTGGCAGCC	V_CTCF_BR	40
chr4	37805103	37805253	id-74722	8.81e-07	+	AGCAATATGAGACATATTGCCTGAAGAGGGCACCC	V_CTCF_BR	38
chr4	37827319	37827469	id-74723	1	+	NA	NONE	11
chr4	37828374	37828524	id-74724	1.04e-05	+	CGCTGGGACAAGGTGAGGGGCACCAGCAGGCGGGG	V_CTCF_BR	29
chr4	37884395	37884545	id-74725	1	+	NA	NONE	32
chr4	37892086	37892236	id-74726	3.18e-06	-	TGCTCGGCCTGAGTGGCTCTCAGCAGGTGGCACTG	V_CTCF_BR	17
chr4	37892984	37893134	id-74727	1.41e-06	-	GATGCCTTCCCCTCCGCGGCCAGGCGGGGCAGGGG	Upstream_CTCF	10
chr4	37938865	37939015	id-74728	6.51e-05	-	TGAACGACCGTCTTCTTAGGGAGAAGATGGCAGCG	V_CTCF_BR	13
chr4	37972500	37972650	id-74729	2.04e-08	+	CCTGCCTCACTGGCCCCCCCCACTAGAGGGCAGCC	Upstream_CTCF	40
chr4	37978705	37978855	id-74730	6.23e-05	+	CTGCGCAGCCCTGGGCATCTCGGAAGGGGGCGACC	UpstreamP1_CTCF	15
chr4	37979534	37979684	id-74731	2.04e-05	+	GACAGGGCGCCGAGGATGCCCAGAGGCTGGTGCCC	V_CTCF_BR	40
chr4	37984487	37984637	id-74732	1.82e-06	-	GTGCAGCTCCACCAAGGGGCCTCCAGGCCTTAGCA	UpstreamP1_CTCF	3
chr4	38037010	38037160	id-74733	1.75e-07	-	GTGCTTTTACTCAATCATCTCACCAGGGGGCACCA	UpstreamP1_CTCF	40
chr4	38042372	38042522	id-74734	8.21e-05	-	GCCTGCTAAATGCTACGCGCCACAGGGAGGTGCAC	V_CTCF_BR	7
chr4	38057210	38057360	id-74735	4.68e-05	-	CAGCAGCTCCACCGAGGGGCCACCCACGGCAGGAA	UpstreamP1_CTCF	19
chr4	38063748	38063898	id-74736	3.18e-06	+	GTGACTTGAGAAACTGTCACCACTTGGTGGCAGTG	V_CTCF_BR	40
chr4	38070907	38071057	id-74737	2.91e-05	+	TCAGCTTCTTAGCCCCCTACCTGTAGGCGGTGCTC	Upstream_CTCF	40
chr4	38073636	38073786	id-74738	1	+	NA	NONE	12
chr4	38084662	38084812	id-74739	1	+	NA	NONE	7
chr4	38133231	38133381	id-74740	1	+	NA	NONE	7
chr4	38138370	38138520	id-74741	8.56e-05	-	CCCAAACCCCCAGGCACCACCACCAGAGGGACAGC	UpstreamP1_CTCF	5
chr4	38167772	38167922	id-74742	8.58e-06	-	TTTCAGGGAGACATTTAAGCCTGCGGATGGCAGCA	UpstreamP1_CTCF	17
chr4	38171339	38171489	id-74743	1	+	NA	NONE	13
chr4	38178658	38178808	id-74744	1	+	NA	NONE	5
chr4	38181383	38181533	id-74745	3.95e-10	+	TGGCAGTGACCCAAATTTTCCACCAGGTGGCACTC	UpstreamP1_CTCF	40
chr4	38182258	38182408	id-74746	1	+	NA	NONE	18
chr4	38186115	38186265	id-74747	6.9e-05	+	ACAGCAGAGATTCATGCAGCCAGTAGGGGAGCTAG	Upstream_CTCF	40
chr4	38213166	38213316	id-74748	1	+	NA	NONE	5
chr4	38232037	38232187	id-74749	7.84e-05	+	ACCTGCTGTTTCTTTAGGTGCAGCAGTGGGTGCGG	V_CTCF_BR	1
chr4	38238835	38238985	id-74750	9.41e-05	+	TGATTCAAAGCACACACATCCACTAGGAGGTAGAA	V_CTCF_BR	18
chr4	38261772	38261922	id-74751	1	+	NA	NONE	5
chr4	38316376	38316526	id-74752	3.81e-05	-	TCCAGATCTTTCTCAACACCCAGAGGAGGGAGCAC	V_CTCF_BR	4
chr4	38321554	38321704	id-74753	2.65e-10	+	CCTGCACTTCCAGCGTCAGGCAGTAGGGGGAGCAA	Upstream_CTCF	40
chr4	38324401	38324551	id-74754	1	+	NA	NONE	11
chr4	38451504	38451654	id-74755	1.97e-06	-	AGGACCTTCACCTTTCCTGCCAGGTGTGGGCGCCA	V_CTCF_BR	9
chr4	38602328	38602478	id-74756	1	+	NA	NONE	7
chr4	38608246	38608396	id-74757	8.03e-07	-	CCTGCCCATCTGCCTGCTCCCACTAGGGGTCTGAG	Upstream_CTCF	9
chr4	38646444	38646594	id-74758	4.68e-05	+	TTGCTGAATCCGAATCTGCCCACCAGAGGAGCTGC	UpstreamP1_CTCF	9
chr4	38671804	38671954	id-74759	1	+	NA	NONE	6
chr4	38677264	38677414	id-74760	9.67e-08	-	ACGGCAATCTGAAGCAGAACCAGTAGGTGGCGCAC	Upstream_CTCF	40
chr4	38688590	38688740	id-74761	7.44e-06	+	TCATAACTCACAATAGTGGCCACCAGAGGGGCCAA	Upstream_CTCF	14
chr4	38730621	38730771	id-74762	4.94e-06	-	ACTGCCACACTTTTTTTCTGCTCTGGGTGGCGCTG	Upstream_CTCF	17
chr4	38732857	38733007	id-74763	2.89e-09	-	CGTGCCTGGGCCTCCCTCTCCAGCAGGGGGCGCAC	V_CTCF_BR	40
chr4	38759723	38759873	id-74764	1	+	NA	NONE	38
chr4	38761284	38761434	id-74765	1.38e-06	+	GCGAAAAATACTAAAGTGACCTCAAGGTGGCACTG	V_CTCF_BR	40
chr4	38762536	38762686	id-74766	1	+	NA	NONE	2
chr4	38784589	38784739	id-74767	4.11e-08	-	CATGCAATACCAGTAGCATGCAGAAGAGGGCGGAT	Upstream_CTCF	40
chr4	38806428	38806578	id-74768	4.5e-06	-	AATGTAATTCCAGTGGAATTCGGTAGGTGGCATAA	Upstream_CTCF	37
chr4	38834658	38834808	id-74769	1.75e-07	+	CTGCTGCTGCCTGTGTCTACCACTTGGGGGCCAGA	UpstreamP1_CTCF	33
chr4	38858432	38858582	id-74770	7.44e-09	-	GGAGTAATTCCAGTGTGGGCCAACAGATGGCACCA	Upstream_CTCF	40
chr4	38862574	38862724	id-74771	2.83e-07	-	GCACCCAAGAAGATATAGACCACTAGAGGGCGCTG	V_CTCF_BR	40
chr4	38875258	38875408	id-74772	2.1e-06	-	TGTGCAATGCCTGGCACATCCACAAGAGACCCTCG	Upstream_CTCF	21
chr4	38895391	38895541	id-74773	1.52e-07	+	TCACCTGGTTCACATGTAACCAGTAGATGGCGCTG	V_CTCF_BR	39
chr4	38896056	38896206	id-74774	9.81e-06	-	TTACTTGGTTCAAATATAACCAGTAGATGGTGCTG	V_CTCF_BR	22
chr4	38904441	38904591	id-74775	3.11e-05	+	TATTATTTTCTTGTTCTGGACACTAGATGTCACAC	V_CTCF_BR	33
chr4	38906471	38906621	id-74776	1	+	NA	NONE	1
chr4	38937415	38937565	id-74777	5.48e-05	-	GCTTCAGTTTTATGGAGCTACTAAAGAAGGCGCTG	Upstream_CTCF	3
chr4	38960594	38960744	id-74778	8.64e-05	-	AGTTCATCTCCCTCATTTTACAGCTGAGGAAGCTG	Upstream_CTCF	6
chr4	38969595	38969745	id-74779	1	+	NA	NONE	8
chr4	38995445	38995595	id-74780	2.72e-06	-	GTGTAGCTCCTCTGGTTGACCACTTGGAGGAATAT	UpstreamP1_CTCF	36
chr4	39001279	39001429	id-74781	2.01e-05	-	AGCCAAGGAATGCCAGCAGCCACCAGAGGGCCAAG	UpstreamP1_CTCF	19
chr4	39026756	39026906	id-74782	1	+	NA	NONE	3
chr4	39032062	39032212	id-74783	1	+	NA	NONE	11
chr4	39046028	39046178	id-74784	1	+	NA	NONE	28
chr4	39047595	39047745	id-74785	1	+	NA	NONE	7
chr4	39053220	39053370	id-74786	3.11e-05	+	AGCACCTCAGAGGAAGCTCACACTAGGTGGTGCAG	V_CTCF_BR	2
chr4	39063190	39063340	id-74787	1.47e-05	+	ACCATTGTTTGTTTTGCTAACAACAGAGGGCACCA	V_CTCF_BR	22
chr4	39137045	39137195	id-74788	1.76e-05	-	CTGCACAGTGCTAATTTTGTCGGTAGAGGGTGCTG	UpstreamP1_CTCF	39
chr4	39183720	39183870	id-74789	8.59e-05	-	GACTAAGATGTCAGTGCTGGCCAAAGGGGGCGCCG	V_CTCF_BR	40
chr4	39256873	39257023	id-74790	5.34e-06	-	GTATAACAACCATGCTGCGCCTCCAGCTGGAGGAA	V_CTCF_BR	36
chr4	39287082	39287232	id-74791	8.64e-05	-	AAAGGACCGTCTCTTAAATCCACCAGGGGAGGAAA	Upstream_CTCF	2
chr4	39310031	39310181	id-74792	4.17e-05	+	TGTTTTGTTCACAACACCACCAGCAGGGTCTAGTA	Upstream_CTCF	1
chr4	39385427	39385577	id-74793	2.53e-05	+	TGGCCACCACCACCACAGGCCCACAGGGGGTGCTG	V_CTCF_BR	14
chr4	39412220	39412370	id-74794	8.21e-06	-	AAAGAATGCTTCTTCTGGGTCACAAGGGGGCAGGA	V_CTCF_BR	32
chr4	39437625	39437775	id-74795	2.86e-06	-	CCGTTGTTTCTATCAGCCACCTGTAGATGTCACTA	UpstreamP1_CTCF	34
chr4	39448703	39448853	id-74796	4.44e-06	+	CTGCCGCGCCTCACCGAGGCCGAAAGGAGGCTGCT	UpstreamP1_CTCF	28
chr4	39461076	39461226	id-74797	5.08e-05	-	ACTGCACTTCTCAATGTCTGCCGCTGAAGCCTAGC	Upstream_CTCF	21
chr4	39461405	39461555	id-74798	2.84e-05	+	CTGTAGTCCCAGCTACTCGCCAGGCTGAGGCAGGA	UpstreamP1_CTCF	12
chr4	39466841	39466991	id-74799	2.28e-05	+	TCTTTTGTTTCTAGATATGCCTGATGGGGGAGCTG	Upstream_CTCF	27
chr4	39471117	39471267	id-74800	2.25e-08	+	TGGCAGTGTTGTATACTTACCAGCAGAGGGCAGCT	UpstreamP1_CTCF	40
chr4	39529079	39529229	id-74801	6.84e-06	-	CGGGAGGGGGAGCTAGGAAGCAGCTGAGGGCAGAA	V_CTCF_BR	12
chr4	39529549	39529699	id-74802	5.98e-05	-	CCGCAGATCCAGGAGACCGAAACCCGAGGGCGGCG	UpstreamP1_CTCF	22
chr4	39593052	39593202	id-74803	1	+	NA	NONE	25
chr4	39640544	39640694	id-74804	1	+	NA	NONE	7
chr4	39660504	39660654	id-74805	1.83e-05	-	ACCCCACAGATTGTTGCAAACACTAGAAGGCACTA	V_CTCF_BR	35
chr4	39697420	39697570	id-74806	3.97e-07	+	TGGTTGAGTCCTCTTAGGACCACTAGGGGGCTCTG	V_CTCF_BR	40
chr4	39809987	39810137	id-74807	1	+	NA	NONE	2
chr4	39947963	39948113	id-74808	7.84e-05	+	AGCAGACAGTGGCAGAGAAGCAGAAGTGGGCATCG	V_CTCF_BR	3
chr4	39978162	39978312	id-74809	7.46e-06	-	CTGAACTTTGGTTTTCTGACCGATAGAGGCCGGTA	UpstreamP1_CTCF	40
chr4	39979241	39979391	id-74810	1	+	NA	NONE	38
chr4	39979595	39979745	id-74811	5.34e-06	-	TCGCCCTCTCCGGTCGGGTCCTCCGGGAGGCGCCC	V_CTCF_BR	40
chr4	40048078	40048228	id-74812	1	+	NA	NONE	27
chr4	40057435	40057585	id-74813	1.73e-05	+	CGGACTCATACTACAGCGGTCGCAAGAGGGAAGAG	V_CTCF_BR	19
chr4	40058342	40058492	id-74814	4.68e-07	-	GCAGCCGCGCAGAAGCCCGCCGCGAGAGGGCGGGT	V_CTCF_BR	40
chr4	40151609	40151759	id-74815	1.13e-11	+	CTGTAGTTACTGTCAGTCACCACCAGGTGGCAGTA	UpstreamP1_CTCF	40
chr4	40230733	40230883	id-74816	2.43e-06	+	TTTCCTCTTCCATATCCCTCCACCAGGAGGCAGGC	Upstream_CTCF	40
chr4	40247989	40248139	id-74817	1.73e-06	-	CTGTTAAGCTTGGCTCCCGCCAACAGGTGGAGGTC	UpstreamP1_CTCF	3
chr4	40259925	40260075	id-74818	1	+	NA	NONE	0
chr4	40285760	40285910	id-74819	6.8e-06	+	CCTGCACTTCCGTGGGACGCCTGTAGCAAGCTGAG	Upstream_CTCF	19
chr4	40302078	40302228	id-74820	1	+	NA	NONE	12
chr4	40311347	40311497	id-74821	3.06e-08	-	CACTGGGAACAGCGCGTGAACACCAGAGGGCAGCA	V_CTCF_BR	40
chr4	40319239	40319389	id-74822	2.72e-06	-	TTTTAATTGCAAAAGACAACCACTAGGGGGCCTAG	UpstreamP1_CTCF	40
chr4	40327549	40327699	id-74823	6.37e-07	-	AGGTACTTCACCTTCTCAGCCACCAGGTGTCTCTG	UpstreamP1_CTCF	40
chr4	40371804	40371954	id-74824	3.81e-05	-	GATTTTCTGGGTTACAGGGACACCTGTGGGCTGTA	V_CTCF_BR	5
chr4	40440223	40440373	id-74825	8.56e-05	+	TTGCGGCGAGCCATGGCAGCCGCGCGGTGGCTCTC	UpstreamP1_CTCF	0
chr4	40510116	40510266	id-74826	1.1e-05	-	AACGTGAAAATTGTTAGTTACACCAGAGGGCAGTC	V_CTCF_BR	16
chr4	40549835	40549985	id-74827	1.04e-05	-	TGCCTGGCATAGGGCCTGGCCTGTAGGAGGCATTC	V_CTCF_BR	7
chr4	40552973	40553123	id-74828	4.41e-06	-	CTCAGGAAATATATCAGAACCACAAGAGGGCAGCT	V_CTCF_BR	40
chr4	40608539	40608689	id-74829	1	+	NA	NONE	16
chr4	40631757	40631907	id-74830	2.1e-05	-	TGCGCAGCGCCCCACGCAGCCGGGACGCGGCGCCG	Upstream_CTCF	26
chr4	40632210	40632360	id-74831	2e-06	-	GCTGGGTTTCTCGGAGCAGCCCGAAGGGGGCCGAG	Upstream_CTCF	21
chr4	40677016	40677166	id-74832	4.94e-06	-	GCGGGAGAATCACTTGAACCCAGTAGGTGGAGGTG	Upstream_CTCF	6
chr4	40721167	40721317	id-74833	9.27e-07	-	GTGTCGCTCTTCACATTGGCCAGCAAGGGGAGTTG	UpstreamP1_CTCF	40
chr4	40739034	40739184	id-74834	6.98e-07	+	TAAACAACTTACCAATTTGCCAGCAGATGGCTCCC	V_CTCF_BR	39
chr4	40840896	40841046	id-74835	5.34e-06	+	AGTCCCTTTCACAGCAGCACCAGCAGGTGGTACCT	V_CTCF_BR	29
chr4	40843116	40843266	id-74836	2.74e-08	+	TCACAGGGGAAAACAGCCACCAGCAGAGGGCAGTC	V_CTCF_BR	40
chr4	40845904	40846054	id-74837	1.13e-05	-	TTGCCATTTAGGAGACAAACCATTAGGGGGCTCTG	UpstreamP1_CTCF	32
chr4	40899727	40899877	id-74838	1.35e-05	-	TGGTTATGAACCTTCCTGGCCACACGGGGGCAGCA	UpstreamP1_CTCF	40
chr4	40910804	40910954	id-74839	8.17e-10	+	GTGCCCTTGTGCAAACTGTCCACTAGGGGGCACCA	UpstreamP1_CTCF	39
chr4	40919036	40919186	id-74840	2.66e-05	-	AGAAGACAGTCCCAGTTGTCCCACAGGTGGCAGTA	V_CTCF_BR	39
chr4	40920535	40920685	id-74841	1	+	NA	NONE	8
chr4	40925674	40925824	id-74842	3.28e-05	+	AGCTTTTCCAGGCATCTGCCCATCAGAGGGCGCAG	V_CTCF_BR	16
chr4	40926645	40926795	id-74843	1.41e-09	-	GGTGCAGTTCCTGCCTGATCCACATGGGGGCGGCC	Upstream_CTCF	40
chr4	40929766	40929916	id-74844	2.4e-09	+	ATGTAATTTTCAATATTGTCCACCAGGTGGCAGAA	UpstreamP1_CTCF	40
chr4	40978377	40978527	id-74845	5.51e-07	+	GATGCTAGTTGTTGATCTGACACCAGGGGGCAGAC	V_CTCF_BR	40
chr4	40982454	40982604	id-74846	7.55e-07	+	AAGAATGCCCACACAGGACCCACGAGGGGGCACTG	V_CTCF_BR	39
chr4	41046337	41046487	id-74847	1	+	NA	NONE	21
chr4	41062643	41062793	id-74848	3.56e-06	+	GCTGCAGGAACACGTGCTTCCAGCAGGGAAACCAG	Upstream_CTCF	16
chr4	41063715	41063865	id-74849	1	+	NA	NONE	16
chr4	41124901	41125051	id-74850	1.38e-06	-	GGAACTGCAGGGGCATAGGCCCCCAGGTGGAGCCA	V_CTCF_BR	5
chr4	41136737	41136887	id-74851	6.75e-05	+	CTGCACATGCAACCTCTCCCCAGAAGGGCTTGCAT	UpstreamP1_CTCF	17
chr4	41156915	41157065	id-74852	9.71e-06	+	CCTGGAGTTACGCAGCTGACTGGCAGAGGTCAGTA	Upstream_CTCF	12
chr4	41179213	41179363	id-74853	1	+	NA	NONE	32
chr4	41202539	41202689	id-74854	1	+	NA	NONE	9
chr4	41214744	41214894	id-74855	1	+	NA	NONE	40
chr4	41216679	41216829	id-74856	9.49e-08	-	GCAGGCCCTGCCGCCTCCACCTGCAGGGGTCGCCC	V_CTCF_BR	40
chr4	41218515	41218665	id-74857	7.8e-08	-	GTCCCCGGGAGCTCAGCGGCCAGAGGAGGGCGCGG	V_CTCF_BR	37
chr4	41218811	41218961	id-74858	1	+	NA	NONE	31
chr4	41234564	41234714	id-74859	1.08e-05	-	CCTCAACTCCAGGATCTAGCCATTAGGGGGCCTCC	UpstreamP1_CTCF	27
chr4	41260952	41261102	id-74860	5.41e-06	+	GCAGCATTCAGAGGCAAGGCCTCTGGGAGGCAGTG	Upstream_CTCF	40
chr4	41283167	41283317	id-74861	4.73e-07	+	AAGGCTATGTGCACTATATCCAGTAGGTGGCAGCA	Upstream_CTCF	40
chr4	41289997	41290147	id-74862	1	+	NA	NONE	4
chr4	41342558	41342708	id-74863	2.15e-05	+	AGAAAGCCCTGTAGCTCAACAGGCAGATGGCAGTA	V_CTCF_BR	22
chr4	41361170	41361320	id-74864	2.81e-06	-	CTGGGTATACCCTGGTAGGCCACCAGGGAGCTCTG	Upstream_CTCF	25
chr4	41363190	41363340	id-74865	3.81e-05	-	TAGCACTGCGCTTCCCTTGGCAGCGCCTGGAAGCG	UpstreamP1_CTCF	9
chr4	41365852	41366002	id-74866	7.44e-06	+	GAAGTAGTAACTGTGGCTACCAGCAGGCAGGGGAG	Upstream_CTCF	6
chr4	41506003	41506153	id-74867	6.82e-05	-	AGAATTGGTGCCAAGTTATTCAGTAGGGGGTACTA	V_CTCF_BR	1
chr4	41646359	41646509	id-74868	1.82e-07	-	CGCGCGCCTGGGCGTCCTGCCGCGTGGGGGCGCTA	V_CTCF_BR	37
chr4	41663590	41663740	id-74869	4.96e-08	-	GCAGAACTTCCCCAGGAAGCCTCTAGGTGGCAGCA	Upstream_CTCF	40
chr4	41694995	41695145	id-74870	7.9e-07	+	GTGCATGTTAGTTTGCGGGGCAGCAGGGGGTGCTG	UpstreamP1_CTCF	40
chr4	41695747	41695897	id-74871	1.48e-06	+	GTGAATGTAATTTATGGAACCAGAAGAGGGCACTG	V_CTCF_BR	40
chr4	41700716	41700866	id-74872	1.85e-05	+	GGTGCAGAAATTTCCTCAGCCACTGGAGGGATTTC	Upstream_CTCF	9
chr4	41727398	41727548	id-74873	8.03e-07	+	CAAACAATTCCACGTTTTGCCAGAAGGTGGAGCAG	Upstream_CTCF	35
chr4	41753772	41753922	id-74874	8.62e-10	-	CCCCGACCCGGGGCGGCCGGCAGCAGGGGGCGCCC	V_CTCF_BR	30
chr4	41793691	41793841	id-74875	1	+	NA	NONE	10
chr4	41816699	41816849	id-74876	5.51e-07	-	AGAGAATTCTCTCCTGGAGCCTCCAGAGGGAGCAC	V_CTCF_BR	36
chr4	41856113	41856263	id-74877	1.84e-06	+	AGAGCCCCTAAGTTCCACAACACCAGAGGGCACTA	V_CTCF_BR	32
chr4	41869201	41869351	id-74878	4.68e-07	-	GCACGCGGTGCCACTCAGGCCGGCGGGGGGCGCGC	V_CTCF_BR	0
chr4	41876457	41876607	id-74879	8.99e-05	+	TGCCCAGACCCTGGCCTTTGGCCCAGGGGGCGCTG	V_CTCF_BR	2
chr4	41884896	41885046	id-74880	9.55e-09	-	GGCCTGCTCCCCGCGCGCTCCAGCAGAGGGCGCGC	V_CTCF_BR	39
chr4	41886563	41886713	id-74881	2.5e-05	-	CTTTGCTCCACTGGTTTCACCAGCAGGGGCTGCTT	UpstreamP1_CTCF	29
chr4	41890240	41890390	id-74882	2.57e-08	-	GTGAGCTGACAGTTCTTGTCCACCAGGGGGCAGTC	UpstreamP1_CTCF	38
chr4	41937269	41937419	id-74883	2.84e-05	-	CTGCCGGAACTCTGAGCCTCCACCAGGGAAGGGTC	UpstreamP1_CTCF	31
chr4	41951565	41951715	id-74884	1	+	NA	NONE	1
chr4	41959788	41959938	id-74885	1.17e-05	+	CGGACAGTTATGTTTATAATCAGTAGGTGGCACTC	V_CTCF_BR	37
chr4	41965230	41965380	id-74886	1.19e-06	-	TTATTTTTCAGAAAAATTGCCACCAGGGGGCAGTT	V_CTCF_BR	36
chr4	41992707	41992857	id-74887	4.5e-05	-	CTCCAGTTCGGCTTCTACGGAGCCAGCGGCCAGCG	UpstreamP1_CTCF	39
chr4	42154613	42154763	id-74888	5.34e-06	-	AACCCCGAGAGTTTGGGGTCATGCAGGGGGCGCCA	V_CTCF_BR	5
chr4	42236956	42237106	id-74889	5.48e-05	-	GCAGTGACCTAAGAGGCAACCACAAGGGGTCCCTA	Upstream_CTCF	5
chr4	42281019	42281169	id-74890	3.36e-07	+	CCACGTCTTAGGACTTTGCCCAGCAGATGGCAGAA	V_CTCF_BR	16
chr4	42282481	42282631	id-74891	2.04e-08	-	TCTGTAGTGAGTCCCCATTCCACTAGGGGGCAGAA	Upstream_CTCF	40
chr4	42284125	42284275	id-74892	1.39e-05	+	ATGTGAAAGAGAGAAAATTCCTCTAGAGGGCGCTC	V_CTCF_BR	40
chr4	42298338	42298488	id-74893	6.15e-05	+	TGTTCATTGCACTCTGTGGCCGCTTGGAGGTATTT	Upstream_CTCF	8
chr4	42304505	42304655	id-74894	1.59e-06	-	GGCTTCCATTTTTATTTGACCACTGGGTGGCACCG	V_CTCF_BR	39
chr4	42350880	42351030	id-74895	1	+	NA	NONE	1
chr4	42373584	42373734	id-74896	1.71e-06	+	AGCAGTACCCAAGAATTCACCAACAGATGGCACCA	V_CTCF_BR	39
chr4	42400491	42400641	id-74897	1.15e-06	+	TTTGCAGTCCCGCTTCCCGCCACTTGCGGTCTCTG	Upstream_CTCF	16
chr4	42403437	42403587	id-74898	5.38e-05	+	CCACAACTCAGTCAGATGGCAGACAGGTGGAGCCC	V_CTCF_BR	31
chr4	42406149	42406299	id-74899	2.53e-05	+	CCATGCAATTCCACCACGTCCCCTAGAGGGTGGAA	V_CTCF_BR	21
chr4	42464624	42464774	id-74900	2.78e-06	-	TGGCCCTCTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	7
chr4	42513297	42513447	id-74901	3.56e-06	-	TATGTAATTCCCCTAGTGCCCATTAGTGGCCATCT	Upstream_CTCF	15
chr4	42521955	42522105	id-74902	6.51e-07	-	CTAGATGTTCAACGTTTTCCCAGCAGATGGCGATC	Upstream_CTCF	40
chr4	42525936	42526086	id-74903	1	+	NA	NONE	1
chr4	42570715	42570865	id-74904	9.71e-06	-	TATGTACTTTACAGAGCTACCAAAAGAGGCTACTG	Upstream_CTCF	38
chr4	42580329	42580479	id-74905	2.2e-06	-	GACGTTCTTCCTGCCTCTCCCAACAGATGGTGGCG	Upstream_CTCF	12
chr4	42656821	42656971	id-74906	1	+	NA	NONE	12
chr4	42659650	42659800	id-74907	8.21e-06	-	ATGGACAAGAGCACCATGGGCACCAGGGGCCTCCC	V_CTCF_BR	22
chr4	42715521	42715671	id-74908	1	+	NA	NONE	1
chr4	42752248	42752398	id-74909	2.84e-05	-	TAGTAGGACTTGCTCAGATCCACTGGGTGGGGACG	UpstreamP1_CTCF	17
chr4	42770260	42770410	id-74910	3.36e-07	-	TGTGTTGGTTGGCCTGCAGCCAGGAGGTGGCGCTT	V_CTCF_BR	12
chr4	42819620	42819770	id-74911	4.88e-08	-	CTGCAGTACTAATAAACTGCCACAGGAGGGGACAA	UpstreamP1_CTCF	24
chr4	42857471	42857621	id-74912	1	+	NA	NONE	4
chr4	42867724	42867874	id-74913	3.36e-07	-	CTGACAATTTCCAGAATAACCTCCAGGGGGCAGTG	V_CTCF_BR	40
chr4	42967482	42967632	id-74914	1.31e-05	-	ATTTCACCAGGTGTCCAACCCAGCAGAGGGCATCC	V_CTCF_BR	15
chr4	42997471	42997621	id-74915	7.46e-06	+	TTGCACAATTGTGTACCAACCACTAGGAGTCACTA	UpstreamP1_CTCF	40
chr4	43050699	43050849	id-74916	6.15e-05	+	CTTGATCGTTGTCAAGAGCTCACCAGGAGGCGCTA	Upstream_CTCF	15
chr4	43134121	43134271	id-74917	8.71e-06	+	AGCTTTTTCTACGGCAGCTTCAGCAGGTGGCGCTG	V_CTCF_BR	39
chr4	43474075	43474225	id-74918	1.03e-05	-	GTGAGATTTTCATCTCTGCCCTCCAGATGGCGTTT	UpstreamP1_CTCF	28
chr4	43711575	43711725	id-74919	3e-06	+	GGTCTGTGCCAGACTTTTGCCACTATGAGGCAGTA	UpstreamP1_CTCF	12
chr4	43778518	43778668	id-74920	1.83e-05	+	TGTAAATCTCTTTTTTCTACCAATAGGTGGCACTA	V_CTCF_BR	27
chr4	43784525	43784675	id-74921	2.39e-05	+	AATTAATAGTAAAATACAACCAGTAGAAGGCGCAG	UpstreamP1_CTCF	3
chr4	43845667	43845817	id-74922	2.01e-05	+	CTGATGCCTCCTGTGGTTGCCAGTGGGAGGCCTTG	UpstreamP1_CTCF	14
chr4	43884620	43884770	id-74923	5.65e-05	-	TCCCTCACATGTGCAGTTCACAACAGGGGTCGCCC	V_CTCF_BR	3
chr4	44188597	44188747	id-74924	5.26e-07	-	GGTGCCCCACTGCTCAAAACCCCTAGGGGGAGGAC	Upstream_CTCF	9
chr4	44212917	44213067	id-74925	1	+	NA	NONE	18
chr4	44258488	44258638	id-74926	1	+	NA	NONE	4
chr4	44427758	44427908	id-74927	2.67e-06	-	TGTGCCTGGCCACTCTTGGCCACAGGGTGTCATCA	Upstream_CTCF	31
chr4	44449598	44449748	id-74928	1.92e-05	+	GTGCCCGAGGAGTTACACGCCACCATGTGGAAGCC	UpstreamP1_CTCF	13
chr4	44451007	44451157	id-74929	6.67e-08	+	CCGCGGCTCCCGGGCTCCGACGCTAGGGGGCGGGG	UpstreamP1_CTCF	38
chr4	44496097	44496247	id-74930	4.66e-08	-	AGTGCAGTCTTCCAGGGAACCACTAGATGGGGCAA	Upstream_CTCF	40
chr4	44585571	44585721	id-74931	5.12e-07	-	GACCAGTTCTGTCTCTAGTCCAGTAGGTGGCACTT	UpstreamP1_CTCF	20
chr4	44631421	44631571	id-74932	5.86e-07	-	AGTGTTAAACCCAATGAAGCCAGTAGATGGCAGCA	Upstream_CTCF	40
chr4	44634260	44634410	id-74933	1	+	NA	NONE	20
chr4	44676567	44676717	id-74934	4.94e-06	+	GATGTATTTTATACTGTAGACACATGGTGGCACCA	Upstream_CTCF	25
chr4	44680122	44680272	id-74935	1	+	NA	NONE	19
chr4	44728486	44728636	id-74936	8.21e-06	-	GGGATTCGCGCTCCACTGGTCAGCTGGGGTCGCTC	V_CTCF_BR	35
chr4	44740754	44740904	id-74937	3.2e-08	+	GCTGCTGTGCTACACTTTTACACAAGAGGGCGTGA	Upstream_CTCF	23
chr4	44762276	44762426	id-74938	1.1e-05	+	CGGATACTAACAAGTTTTGCCACTGGGGGTCACTA	V_CTCF_BR	38
chr4	44871329	44871479	id-74939	1.13e-05	+	GTGTCATTTGGGCTGTGATCCAGTAGATGGCTCTT	UpstreamP1_CTCF	19
chr4	44882140	44882290	id-74940	2.38e-07	+	CCTAACTGGGAGGCACCCCCCAGTAGGGGGCAGAC	V_CTCF_BR	4
chr4	44929505	44929655	id-74941	2.2e-06	-	CCTGTCTTGTCCTATAGTGCCACCAGGTGGACAAT	Upstream_CTCF	38
chr4	44970127	44970277	id-74942	1	+	NA	NONE	3
chr4	44988122	44988272	id-74943	1.55e-05	+	CTAGTCAGACAAGAACAGGGCAGGAGAGGGCTCCC	V_CTCF_BR	1
chr4	45136729	45136879	id-74944	4.7e-06	+	TGGCCCTCTTCTCAAAGCTCCAGTAGGTGGTGCCC	V_CTCF_BR	1
chr4	45336740	45336890	id-74945	7.49e-07	-	CTGTTGCACTCCAGCCTGGGCAACAGAGGGAGACT	UpstreamP1_CTCF	5
chr4	45444609	45444759	id-74946	2.43e-06	-	GTCACATGGCCTTACTCAACCACAAGGGGGCAAGA	V_CTCF_BR	29
chr4	45455375	45455525	id-74947	1.32e-05	+	TCAGCTTTCTCAGTAGAGGGCACTAGAGGGATATT	Upstream_CTCF	32
chr4	45520982	45521132	id-74948	1.55e-05	+	CAGTGCTCTGCTGCTCAAACCTCTAGGGGGAGCAT	V_CTCF_BR	6
chr4	45744038	45744188	id-74949	2.53e-05	-	TGAAACATACTCTTAGTGGCCACTTGATGGCATAG	V_CTCF_BR	12
chr4	45946132	45946282	id-74950	1.64e-05	+	CAGAGAATTCCCATTCTCGTCACCAGGTGTCAGTA	V_CTCF_BR	17
chr4	45973301	45973451	id-74951	1.47e-05	-	TGACAGTAAATGAAGAAGTACACTAGAGGGCACCA	V_CTCF_BR	6
chr4	46273143	46273293	id-74952	1.15e-07	-	CTGTCATTCCAAGCAATAACCAGCAGGTGGTATCA	UpstreamP1_CTCF	35
chr4	46276872	46277022	id-74953	5.67e-06	-	TTTGATTTTTCTTAAACCACCACTAGATGGGACTC	Upstream_CTCF	29
chr4	46328692	46328842	id-74954	1	+	NA	NONE	9
chr4	46331235	46331385	id-74955	8.02e-05	+	AATACAATGTCAGGTTTTGTCAATAGAGGGTGCTG	Upstream_CTCF	29
chr4	46363556	46363706	id-74956	1.71e-06	-	TGGCCCTCTTCTCACGGCTCCACTAGGTGGTGCCC	V_CTCF_BR	9
chr4	46388665	46388815	id-74957	5.52e-05	-	ATGCTTATATTGCACTTGGCCATTGGGTGGAGGTA	UpstreamP1_CTCF	14
chr4	46390081	46390231	id-74958	2.19e-05	-	AAGATGTGTGAGTCTTAAACCTCTAGGTGGAGGTA	UpstreamP1_CTCF	5
chr4	46562917	46563067	id-74959	2.72e-06	-	ATGCTATACAGAAAAATGTGTACTAGATGGCAGTC	UpstreamP1_CTCF	4
chr4	46650276	46650426	id-74960	3e-09	-	GTGCAGCTCAGCTTCCAGGCCAGTAGGTGGTGCTA	UpstreamP1_CTCF	34
chr4	46846454	46846604	id-74961	2.04e-05	+	AGCATATAAATATACAACCACACCAGGGGGCGCTC	V_CTCF_BR	40
chr4	46888858	46889008	id-74962	3.56e-05	-	ACACCAATTAACAGTCTGTCCAGTAGGTGGACTCC	Upstream_CTCF	34
chr4	46894784	46894934	id-74963	7.23e-07	+	GTTGTAGTTCCCATAAGTGTCGCAAGAGGGACCCA	Upstream_CTCF	16
chr4	46934101	46934251	id-74964	7.49e-05	+	GCCCAGAACTCATAGAGGACCTTTAGGGGGCACTG	V_CTCF_BR	37
chr4	46939630	46939780	id-74965	4.7e-05	+	AGAGAAAATACTTTCACACCCACTAGGTGGCATCT	Upstream_CTCF	33
chr4	47004751	47004901	id-74966	1.38e-07	-	ATGCCACTCCATGCAGTAGCCACCAGATGGTAATG	UpstreamP1_CTCF	34
chr4	47034753	47034903	id-74967	1.79e-08	-	AGTGCAGGCCGCCCGGCTGCCAGCAGATGGTGCCC	Upstream_CTCF	39
chr4	47061632	47061782	id-74968	1.18e-05	-	TTCCACAACCCATCTTTGACCACCAGAGGCAGAAC	UpstreamP1_CTCF	14
chr4	47111515	47111665	id-74969	1.55e-05	+	ATAGAGACTGCAAGGGAGACCTATAGGTGGCGGCC	V_CTCF_BR	16
chr4	47118338	47118488	id-74970	1.08e-05	-	TGGTTTTTACACATCTTTGCCACCAGGTTGAGCAC	UpstreamP1_CTCF	9
chr4	47124815	47124965	id-74971	3.97e-07	-	TCGTTTTTCTCAGGATCTGCCAGTAGAGGGAGCTA	V_CTCF_BR	40
chr4	47385970	47386120	id-74972	1.1e-05	-	ATCAAAGTTATTTAAATATCCTGTAGAGGGCACTC	V_CTCF_BR	37
chr4	47447195	47447345	id-74973	1.52e-09	+	CCTGCAGTACCACAGACTGACACCAGAAGGAAGGA	Upstream_CTCF	24
chr4	47465570	47465720	id-74974	6.49e-06	+	CCGGCAGCTTCTGCAGCCGCCACAAGGGCGTCCCC	Upstream_CTCF	36
chr4	47485824	47485974	id-74975	1	+	NA	NONE	5
chr4	47487221	47487371	id-74976	7.11e-06	-	TCCGCTCCTCCTCCCGTCTCCGCCAGGCTGCAGAG	Upstream_CTCF	36
chr4	47492698	47492848	id-74977	1	+	NA	NONE	40
chr4	47511069	47511219	id-74978	8.99e-05	-	AGCAGTTGGACAAGAAGGCTCAGGGGAGGGCAGCA	V_CTCF_BR	5
chr4	47512740	47512890	id-74979	2.34e-06	+	TTGTTGTATGAGATTGTGGACACTAGAGGGATAAA	UpstreamP1_CTCF	27
chr4	47566486	47566636	id-74980	8.17e-09	-	GAGCACTACCTAGGAATTACCACAAGAGGGCACGA	UpstreamP1_CTCF	38
chr4	47665132	47665282	id-74981	1	+	NA	NONE	37
chr4	47670970	47671120	id-74982	5.01e-06	+	GATCCTGATTTAAAAATCGCCACTAGAGGGAGATC	V_CTCF_BR	40
chr4	47688412	47688562	id-74983	7.73e-06	+	CAACGGTATTTTATCCCACTCAGCAGAGGGCGCTA	V_CTCF_BR	40
chr4	47706841	47706991	id-74984	3.66e-06	+	GTGCAGTTCCCAAGCCATATCACACGATGGCAGCC	UpstreamP1_CTCF	39
chr4	47707731	47707881	id-74985	6.84e-06	+	GTACCTTTCTTAACACCTACCACAAGAGGGAGACC	V_CTCF_BR	40
chr4	47764539	47764689	id-74986	3.4e-06	-	TGGGTGGTTCTTCCACTCAACACTGGGAGGCAGAG	Upstream_CTCF	7
chr4	47777094	47777244	id-74987	1	+	NA	NONE	13
chr4	47838711	47838861	id-74988	7.55e-07	-	TGCTACTACCTGCTCGGGGCCAGTGGATGGCAGTG	V_CTCF_BR	39
chr4	47839424	47839574	id-74989	2.43e-06	-	CACACTGGCGGCAGGGGAGGCTGCAGGTGGAGCTG	V_CTCF_BR	27
chr4	47840579	47840729	id-74990	3.63e-06	+	AAACCCTAGTTCCTGATTTCCTGCAGAGGGCACCT	V_CTCF_BR	18
chr4	47841505	47841655	id-74991	1.67e-07	-	CATAGTCCCTGTAGCACCTCCACCAGAGGGCAGAA	V_CTCF_BR	38
chr4	47854300	47854450	id-74992	1	+	NA	NONE	3
chr4	47928719	47928869	id-74993	5.01e-06	+	AGCACGATGTTCTGTTTTTGCAGTAGAGGGCGCCG	V_CTCF_BR	40
chr4	47935950	47936100	id-74994	1.01e-05	-	GGTGTGATTAAGCTTCCTACCATTAGGTGGCAATG	Upstream_CTCF	40
chr4	47948041	47948191	id-74995	7.16e-08	-	GATGCAATGTTGCTTTTGGCCAGAAGGTGGGAAGC	Upstream_CTCF	35
chr4	48005709	48005859	id-74996	1.21e-09	+	CTGTTATGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	37
chr4	48018380	48018530	id-74997	1.18e-05	+	CTTTTCGACCAGAGAGGAGCCAGAAGGGGGCCTCA	UpstreamP1_CTCF	40
chr4	48035939	48036089	id-74998	6.47e-09	+	GCTGCAGTCCTAAAGGTGGCCACATGAGGGCAACT	Upstream_CTCF	38
chr4	48073548	48073698	id-74999	1	+	NA	NONE	6
chr4	48085127	48085277	id-75000	2.6e-05	+	TGGGAGTTGCAGACACCCACCCCTAGATGCTGCTG	UpstreamP1_CTCF	7
chr4	48087276	48087426	id-75001	5.08e-05	+	AACCATTAACTCTTTTTGGCCACCGGAGGATGCCC	UpstreamP1_CTCF	23
chr4	48089262	48089412	id-75002	2.31e-07	-	AATGCATTATTCAAAAGTTCCAGCAGATGGTGGTA	Upstream_CTCF	37
chr4	48104434	48104584	id-75003	2.34e-06	-	CTGGTTTCCAACATTCTTGCCAGCAGGTGGCAAGT	UpstreamP1_CTCF	35
chr4	48111800	48111950	id-75004	1.71e-06	-	TTAAAATTAGCATATGCTTCCACCAGGTGGCAGTA	V_CTCF_BR	40
chr4	48129895	48130045	id-75005	3.8e-08	+	GCTGATTGGGAACAGGTTTCCACCAGGGGGCACTG	V_CTCF_BR	40
chr4	48131463	48131613	id-75006	1	+	NA	NONE	33
chr4	48143134	48143284	id-75007	3e-06	-	GTGATGGTAGTAATTCTCTCCACTAGGTGGTAGTA	UpstreamP1_CTCF	37
chr4	48178879	48179029	id-75008	2.66e-05	+	TTCACTGGGGTAAATGCCTCCAGTAGAGGCAGCAC	V_CTCF_BR	2
chr4	48191867	48192017	id-75009	1	+	NA	NONE	3
chr4	48207192	48207342	id-75010	5.48e-05	+	TATGCAGTGCCTGGCCTGCATAATAGCAGGCAGCC	Upstream_CTCF	4
chr4	48230694	48230844	id-75011	3.09e-06	-	AGATCAATACTCATCTGCTCCAGCAGGGGTGAGGG	Upstream_CTCF	10
chr4	48272094	48272244	id-75012	3.71e-05	-	CTGGCTAGGGGCGTTCGAGCCACTAGGGGCGGGTC	Upstream_CTCF	37
chr4	48277400	48277550	id-75013	1	+	NA	NONE	40
chr4	48292520	48292670	id-75014	8.91e-07	-	AATGTATTACAATGCCCTGCCTAAAGGGGGCAGCA	Upstream_CTCF	40
chr4	48318162	48318312	id-75015	3.88e-06	+	GGGGAAAATCACCTCCTTGCCACTAGATGGTGCTT	V_CTCF_BR	40
chr4	48343543	48343693	id-75016	3.56e-06	-	ATAGCAGGACCAGGCCCCACCGCCAGGGTCCCCCC	Upstream_CTCF	40
chr4	48447764	48447914	id-75017	1.15e-06	+	AGTGCTATTATTTATCTAAACACTAGGGGGAGATC	Upstream_CTCF	40
chr4	48456624	48456774	id-75018	1	+	NA	NONE	2
chr4	48479080	48479230	id-75019	1	+	NA	NONE	0
chr4	48485920	48486070	id-75020	1.08e-05	-	CCGAACTGGCAGAGCGCTGCCAGCAGCGCGCCCAC	UpstreamP1_CTCF	5
chr4	48509795	48509945	id-75021	7.9e-07	+	TTGCTGTTCCTGTTTATTATCTGCAGGGGGAGAGG	UpstreamP1_CTCF	12
chr4	48548463	48548613	id-75022	2.02e-06	-	CTGCCACTTGCAAGTTTCTTCAGCAGATGGCGGCA	UpstreamP1_CTCF	40
chr4	48559624	48559774	id-75023	2.41e-08	+	GTGCAGCATCACCTGCCGCCCAGCAGGGTGAGCTG	UpstreamP1_CTCF	38
chr4	48580505	48580655	id-75024	3.1e-07	+	GTGTTATTACCACTCCCCACCAGAAGGTGGCCTTC	UpstreamP1_CTCF	39
chr4	48590751	48590901	id-75025	1.56e-05	+	CTTGCTTTTCTCCTAGTCACCGAGAGGGTGCTCTC	Upstream_CTCF	14
chr4	48597374	48597524	id-75026	2.47e-05	+	TCTTCAATTCAAAGTGCTGCCACCTGTGGGTTTTC	Upstream_CTCF	3
chr4	48683962	48684112	id-75027	1.47e-05	-	TCTTGCTCACTTAACAACCCCACAAGAGGGCAGGC	V_CTCF_BR	37
chr4	48769187	48769337	id-75028	5.12e-06	+	ACGCACCGCCTTCACATGGCCAGTAGGAGAGAGAG	UpstreamP1_CTCF	35
chr4	48781596	48781746	id-75029	5.7e-05	+	TCTGCCACCGCCTTCCTTCCCGCGGGGCGGCTCCC	Upstream_CTCF	15
chr4	48784107	48784257	id-75030	4.65e-05	-	TGCCCAGTCTGCTAGTGCAGCAAAAGAGGGCAGTA	V_CTCF_BR	7
chr4	48878977	48879127	id-75031	3.86e-05	+	TGTGATCTAAGCCATATCTGCATTAGGGGGCACCC	Upstream_CTCF	8
chr4	48880275	48880425	id-75032	8.21e-06	-	TGCTAGGCTGTGTTTGAAGCCAGCAGATGTCAGGG	V_CTCF_BR	7
chr4	48898971	48899121	id-75033	1.84e-06	-	TGGCAAGAGGCTGCATCTGCCTGAGGAGGGCACCC	V_CTCF_BR	8
chr4	48907532	48907682	id-75034	2.44e-07	-	AATGCAGTGGCCACTGGGGGCAGGAGGAGGCTCAA	Upstream_CTCF	35
chr4	48908812	48908962	id-75035	5.68e-06	-	CCACCAACAGCGAAAGTGACTGCCAGGTGGCAGTA	V_CTCF_BR	23
chr4	48932880	48933030	id-75036	9.38e-09	+	GGGCAGTTGTGAGTTGCTGGCAGTAGGTGGCGGTG	UpstreamP1_CTCF	4
chr4	48933537	48933687	id-75037	8.16e-07	-	CAGCTCTATGTTGCTTTTGCCGGCAGAGGGCTCAG	V_CTCF_BR	20
chr4	48945525	48945675	id-75038	3.97e-07	+	TTGGTCCAGGTGAGAGCAGACAGCAGAGGGAGCTC	V_CTCF_BR	36
chr4	48946792	48946942	id-75039	5.96e-07	-	GCTACCCTATTCGGTCCTGCCAATAGGGGGCACTA	V_CTCF_BR	39
chr4	48949905	48950055	id-75040	5.96e-07	+	GATATAAAATTTGTGCTAGCCAGAAGGGGGCAGAA	V_CTCF_BR	19
chr4	48965210	48965360	id-75041	5.01e-06	-	TTGGGGCCTCTTTCTGCAACCTCGAGGAGGCGCTC	V_CTCF_BR	40
chr4	48972560	48972710	id-75042	1	+	NA	NONE	9
chr4	48988054	48988204	id-75043	3.03e-05	+	CCTGCACCGGCCAAGGGTGCCGCTGGGGCTCGCGC	Upstream_CTCF	6
chr4	49030614	49030764	id-75044	1	+	NA	NONE	5
chr4	49034569	49034719	id-75045	4.48e-07	+	TGAGCATCACCTTCTTCCGTCACCAGAGGGCGAGA	Upstream_CTCF	40
chr4	49107575	49107725	id-75046	1	+	NA	NONE	0
chr4	49120120	49120270	id-75047	1	+	NA	NONE	0
chr4	49122741	49122891	id-75048	1	+	NA	NONE	0
chr4	49151714	49151864	id-75049	1	+	NA	NONE	25
chr4	49152757	49152907	id-75050	1	+	NA	NONE	0
chr4	49155566	49155716	id-75051	1	+	NA	NONE	0
chr4	49290122	49290272	id-75052	8.64e-05	-	TTGGAAGTTCTTAAATTGTTCCAAAGGTGGCGCAT	Upstream_CTCF	14
chr4	49514652	49514802	id-75053	5.67e-06	+	TTGGAAGTTGTTAGATTGTCCAAAAGGTGGCGCAT	Upstream_CTCF	40
chr4	49639739	49639889	id-75054	1	+	NA	NONE	0
chr4	49641378	49641528	id-75055	1	+	NA	NONE	0
chr4	49652491	49652641	id-75056	1	+	NA	NONE	0
chr4	49652690	49652840	id-75057	1	+	NA	NONE	0
chr4	49655748	49655898	id-75058	1	+	NA	NONE	0
chr4	49656275	49656425	id-75059	1	+	NA	NONE	0
chr4	49659559	49659709	id-75060	1	+	NA	NONE	0
chr4	49659828	49659978	id-75061	1	+	NA	NONE	0
chr4	52697412	52697562	id-75062	3.63e-05	+	GTCCCCACAACAGGCCTGTGAGGCAGGTGGCGCCA	V_CTCF_BR	40
chr4	52709048	52709198	id-75063	3.09e-05	+	CTGCTCCGGAGCATGGCCTCCGCCAGGGGCGTTAC	UpstreamP1_CTCF	39
chr4	52719283	52719433	id-75064	1	+	NA	NONE	1
chr4	52750303	52750453	id-75065	5.08e-05	+	AGGAAGGGCCTGAGTTTGAACTTTAGGGGGAGCCA	UpstreamP1_CTCF	2
chr4	52751664	52751814	id-75066	6.67e-08	+	GTGTAGTTACGGCAGTTAAACAGGAGGTGGAGCAG	UpstreamP1_CTCF	40
chr4	52762084	52762234	id-75067	3.36e-07	+	AGATGTGTACGTTGAGTGGCCACTAGATGGCAACC	V_CTCF_BR	40
chr4	52863964	52864114	id-75068	1	+	NA	NONE	19
chr4	52881665	52881815	id-75069	1	+	NA	NONE	28
chr4	52892293	52892443	id-75070	1.59e-06	-	AGAAAGTAAAATTAAATGACCACAAGATGGCAGCA	V_CTCF_BR	36
chr4	52918109	52918259	id-75071	2.96e-05	+	GGAGGCGGCGCGCAGGCGGCCTGCGGAGCGCAGCA	V_CTCF_BR	10
chr4	52969626	52969776	id-75072	8.9e-05	+	GGGAAATGTATGGAGTTAGCCATGAGATGGCAATG	UpstreamP1_CTCF	31
chr4	52974037	52974187	id-75073	1.83e-05	+	ACCAAAGTTCTTCATGTTACCAGGAGGGGGCTTCA	V_CTCF_BR	30
chr4	53000822	53000972	id-75074	1.41e-05	-	TGCCAGTAGAGGACATGTGCCAGTAGAGGACACTG	UpstreamP1_CTCF	17
chr4	53003441	53003591	id-75075	1	+	NA	NONE	6
chr4	53038457	53038607	id-75076	1.38e-06	-	AATGTTGGAAGACATCTTGCCAGCAGGAGGCAGTC	V_CTCF_BR	36
chr4	53094677	53094827	id-75077	4.01e-05	-	TATTCTTTTCATTTTGGGCCCAAAAGGGGGTGACA	Upstream_CTCF	5
chr4	53100747	53100897	id-75078	1	+	NA	NONE	37
chr4	53158524	53158674	id-75079	5.7e-05	+	AGAGCTGTGCACATTTGATCCAATGGAGGCAGTAG	Upstream_CTCF	8
chr4	53235780	53235930	id-75080	1	+	NA	NONE	4
chr4	53242386	53242536	id-75081	7.07e-08	+	AAAGAAAGCAATAATTTGACCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr4	53269274	53269424	id-75082	7.73e-06	+	TGTCCACAGTTTTAGGCCTCCACCAGGGGTCTCAG	V_CTCF_BR	2
chr4	53396258	53396408	id-75083	7.17e-05	-	TGCGTTATTGTATTATCCACCACCAGGGTGACAGA	Upstream_CTCF	6
chr4	53411728	53411878	id-75084	2.2e-09	+	CCTGCTGCTCCCCTTTAGCCCAGTAGGAGGCAGCA	Upstream_CTCF	40
chr4	53454373	53454523	id-75085	4.7e-08	+	GGTGTCTGGGGGGCCCTTCCCACTAGAGGGCACTG	V_CTCF_BR	40
chr4	53478658	53478808	id-75086	1	+	NA	NONE	3
chr4	53489513	53489663	id-75087	1	+	NA	NONE	7
chr4	53524115	53524265	id-75088	6.48e-05	-	TTGAAGCTAGTAATACTGGCCCCTAAAGGGAATCC	UpstreamP1_CTCF	26
chr4	53531894	53532044	id-75089	1	+	NA	NONE	38
chr4	53537038	53537188	id-75090	1	+	NA	NONE	18
chr4	53564357	53564507	id-75091	1	+	NA	NONE	22
chr4	53666099	53666249	id-75092	8.71e-06	+	CACTATCATGAGAACAGCACCAGGAGGTGGTGCTA	V_CTCF_BR	10
chr4	53728286	53728436	id-75093	1.63e-05	+	TCCGCACTGACTCCAGGCGCCTCCGGGGGCGTCGC	Upstream_CTCF	21
chr4	53730884	53731034	id-75094	1	+	NA	NONE	5
chr4	53734419	53734569	id-75095	4.65e-05	-	CTTCCAGCCTGTCTAAGGTGCAGTAGGAGGCACTG	V_CTCF_BR	11
chr4	53776355	53776505	id-75096	2.1e-05	-	CTTCACTTCTACATTCCAGCCAGCAGAGAAGAGGA	UpstreamP1_CTCF	18
chr4	53777971	53778121	id-75097	3.88e-06	+	CTAGGTCTGTTAGACTCTGCCGATAGGGGGCACTC	V_CTCF_BR	40
chr4	53816868	53817018	id-75098	1.43e-05	+	CCAGAAGCCTTTCAAACAGGAACTAGGGGGCGCCC	Upstream_CTCF	1
chr4	53824125	53824275	id-75099	7.11e-06	-	ACTTGTGTTCCAAGAAGTGCCTGGAGATGGCAGTT	Upstream_CTCF	11
chr4	53845301	53845451	id-75100	8.02e-05	-	GGTGTATTATTCACACCCATCTGTAGAGGTCTCTT	Upstream_CTCF	16
chr4	53848862	53849012	id-75101	1	+	NA	NONE	40
chr4	53849848	53849998	id-75102	2.18e-07	-	TAGTTCCTCTTGATTCTTTCCAGCAGAGGGCACCA	V_CTCF_BR	39
chr4	53881898	53882048	id-75103	1.96e-07	+	CTGTAGTAACATGTTTGAGCCACAACGAGGCGCTC	UpstreamP1_CTCF	40
chr4	54015222	54015372	id-75104	2.81e-06	+	CATGTATTTCCTACTCTGTCCACTGGGAAGTAGTG	Upstream_CTCF	21
chr4	54063469	54063619	id-75105	1.1e-05	+	AAGGATTATCCAAAGTCTTACAGTAGGGGGCAGTA	V_CTCF_BR	38
chr4	54172891	54173041	id-75106	1	+	NA	NONE	4
chr4	54179776	54179926	id-75107	8.13e-06	+	TTTTCTCTGCTTGCCGCTTCCACTAGATGTCTCCG	Upstream_CTCF	35
chr4	54206807	54206957	id-75108	1.73e-05	+	CCCAACTGTGAGGCAATTCCCAATAGGGGGCGACG	V_CTCF_BR	10
chr4	54213519	54213669	id-75109	1.92e-05	-	GAGCTATGGAGAGAACTCTCCACTAGGGAGTTCCA	UpstreamP1_CTCF	15
chr4	54226046	54226196	id-75110	3.97e-05	-	GGGCACTGAGGGAACTGAGGCAGTGGAGGTCATGG	UpstreamP1_CTCF	5
chr4	54357298	54357448	id-75111	4.5e-06	+	TGTGAGTTGCACCGATTGACCTGCAGAGGGAGTTA	Upstream_CTCF	40
chr4	54363791	54363941	id-75112	1	+	NA	NONE	21
chr4	54372197	54372347	id-75113	3.28e-05	+	TTCTGCCTCCCAACTCCCAAGAGTAGAGGGCAGTA	V_CTCF_BR	29
chr4	54374062	54374212	id-75114	1	+	NA	NONE	4
chr4	54374842	54374992	id-75115	8.13e-06	-	AATGGAAGCCACCAAGCTGCCACTAGAGGATAGCA	Upstream_CTCF	18
chr4	54412292	54412442	id-75116	1	+	NA	NONE	3
chr4	54424342	54424492	id-75117	1	+	NA	NONE	11
chr4	54457773	54457923	id-75118	1	+	NA	NONE	6
chr4	54467783	54467933	id-75119	8.61e-08	-	GAGTTGGTGTGTGCAGCTGCCTCTAGGGGGCACAG	V_CTCF_BR	39
chr4	54480914	54481064	id-75120	1	+	NA	NONE	26
chr4	54487315	54487465	id-75121	1	+	NA	NONE	35
chr4	54520017	54520167	id-75122	3.11e-05	-	GAGAACAGACAACTTGGGCCCACTGGAGGGCATCC	V_CTCF_BR	26
chr4	54522635	54522785	id-75123	3.81e-05	+	GTGCTGTTCCACAGCGCAGGGAAGAGATGGGGAAG	UpstreamP1_CTCF	39
chr4	54563590	54563740	id-75124	1	+	NA	NONE	10
chr4	54568545	54568695	id-75125	3.28e-07	+	ATGCAGCTCTGGGTTCAGACCTGTATGGGGCAGAC	UpstreamP1_CTCF	33
chr4	54572709	54572859	id-75126	3e-06	+	CTTCAGAGTAAGCAATAGCCCAGTAGAGGGAGCTG	UpstreamP1_CTCF	40
chr4	54575975	54576125	id-75127	1	+	NA	NONE	27
chr4	54578141	54578291	id-75128	1	+	NA	NONE	7
chr4	54671037	54671187	id-75129	6.98e-07	-	ACATCAGCTATTTGCACTACCTGCAGGTGGCAGCA	V_CTCF_BR	39
chr4	54683004	54683154	id-75130	4.21e-05	+	CCCTGTGCCCCGATCACAACCTCCTGGGGTTGCAG	V_CTCF_BR	5
chr4	54755537	54755687	id-75131	1	+	NA	NONE	8
chr4	54774909	54775059	id-75132	4.41e-06	+	TGGCAGAAACCCAGGGTGGACAAAAGAGGGCAGTG	V_CTCF_BR	40
chr4	54778283	54778433	id-75133	1	+	NA	NONE	1
chr4	54796277	54796427	id-75134	8.21e-05	+	AGTAGAACCACAGATAATGCAGCTAGATGGCGCTC	V_CTCF_BR	40
chr4	54970134	54970284	id-75135	1	+	NA	NONE	16
chr4	54974597	54974747	id-75136	6.82e-05	+	AAGGGCTCCCCCGTCGGTGGCGCCGGAGGGAGAAG	V_CTCF_BR	16
chr4	55031721	55031871	id-75137	1	+	NA	NONE	18
chr4	55051648	55051798	id-75138	1	+	NA	NONE	3
chr4	55053509	55053659	id-75139	1	+	NA	NONE	4
chr4	55059066	55059216	id-75140	7.15e-05	-	TTCCCAGACGGGGCAGTGGCCAGGCGGAGGCGCTC	V_CTCF_BR	5
chr4	55084076	55084226	id-75141	2.97e-06	-	GCCTGCAGTGATTTCTAAACCACTAGAGGGAGCAA	V_CTCF_BR	40
chr4	55092336	55092486	id-75142	1.84e-05	+	GAGCTGTGGCCGCCCTCGCCCGGGAGTCGGGGCCA	UpstreamP1_CTCF	14
chr4	55094340	55094490	id-75143	1	+	NA	NONE	40
chr4	55099073	55099223	id-75144	5.9e-06	+	CGGCCGTGCGGCTCTCGTGCCCATAGGAGGCGCTG	UpstreamP1_CTCF	40
chr4	55099562	55099712	id-75145	1.99e-07	-	CGGGATGCGTCCCCGGAGCCCACTAGAGGGCGCGA	V_CTCF_BR	40
chr4	55100522	55100672	id-75146	2.19e-10	-	CAGTAGTTCTTACGAGTGGCCAGCAGATGGCAGTG	UpstreamP1_CTCF	40
chr4	55101165	55101315	id-75147	1	+	NA	NONE	29
chr4	55118620	55118770	id-75148	1	+	NA	NONE	7
chr4	55185187	55185337	id-75149	5.12e-06	+	CTGCAGATTGTTTCAAGTACCACAAGGGGCTGCTA	UpstreamP1_CTCF	40
chr4	55189108	55189258	id-75150	7.07e-08	+	GTCCAAAGTGGCAAGTTGGCCACAAGGGGGAAGCA	V_CTCF_BR	40
chr4	55233335	55233485	id-75151	1.04e-05	+	GGGTGTTTCTTATAACTTGCCTGAGGGTGGCAGCA	V_CTCF_BR	17
chr4	55250869	55251019	id-75152	7.8e-08	+	CAATGGCATCGTAGATTTGCCAGCAGGTGGCAGAA	V_CTCF_BR	40
chr4	55263733	55263883	id-75153	1.65e-07	+	GAGCAGTTAATACAGTAGCACGGCAGGGGGCGGTG	UpstreamP1_CTCF	1
chr4	55299974	55300124	id-75154	1.28e-06	-	TCACTTGATCTCTCTTCTGCCAGCAGGAGGCAGTG	V_CTCF_BR	40
chr4	55307135	55307285	id-75155	3.22e-07	-	CCAGCAATTTACTTCCCTGACACTAGATGGGGCTC	Upstream_CTCF	40
chr4	55332767	55332917	id-75156	6.21e-06	-	GCGGCTCCAGCTGGTCCGTCCATTAGGGGTCGCTG	Upstream_CTCF	2
chr4	55393798	55393948	id-75157	9.81e-06	-	CCTCCCACCCCCTATCCCCCCAAGAGGTGGAGCCC	V_CTCF_BR	2
chr4	55405721	55405871	id-75158	9.41e-05	-	GGGACTTGCAGCCAGGAATCCTCTGGATGGCTCAG	V_CTCF_BR	21
chr4	55436500	55436650	id-75159	1.48e-05	+	CAGAGGTGAGACCTAGCTGCCCCTAGAGGGGACAG	UpstreamP1_CTCF	0
chr4	55470090	55470240	id-75160	1	+	NA	NONE	0
chr4	55524918	55525068	id-75161	8.99e-05	+	CAGGGCGTGTGGAAAGCAGCCGCTAGGTTGCAGAC	V_CTCF_BR	35
chr4	55536076	55536226	id-75162	1.1e-06	+	TACCTGCCACCAGTGCTGCCCTCCAGAGGGCTGAG	V_CTCF_BR	22
chr4	55541987	55542137	id-75163	1.04e-06	+	GCTGCAGAAGTTGTATTTGCCACCCGGTGTCACTA	Upstream_CTCF	1
chr4	55543673	55543823	id-75164	7.78e-06	-	CCTGCCATCAACTTCTGTGACAGAAGGAGGCAGTG	Upstream_CTCF	19
chr4	55549898	55550048	id-75165	3.06e-08	+	CCAAGGGCATCTTCTTTTGCCACCAGGTGGCACGC	V_CTCF_BR	40
chr4	55707274	55707424	id-75166	2.5e-05	-	GGGAGATTCTTGCCTCACCCCACAAGATGGCAATG	UpstreamP1_CTCF	33
chr4	55745801	55745951	id-75167	1	+	NA	NONE	4
chr4	55748905	55749055	id-75168	1	+	NA	NONE	5
chr4	55812154	55812304	id-75169	1	+	NA	NONE	12
chr4	55827658	55827808	id-75170	8.46e-07	-	GCTGTAGCATTTAAATTGGCCATAAGAGGGCTCCA	Upstream_CTCF	40
chr4	55837688	55837838	id-75171	1	+	NA	NONE	39
chr4	55837896	55838046	id-75172	1.03e-05	+	TTGCAAAAATGAGATGGAACCACTAGAGGGACAAA	UpstreamP1_CTCF	31
chr4	55842952	55843102	id-75173	7.27e-06	+	GGTCTCAACCAGCACCTGCACACCAGAGGGAGCAT	V_CTCF_BR	20
chr4	55865270	55865420	id-75174	1	+	NA	NONE	32
chr4	55871181	55871331	id-75175	1	+	NA	NONE	9
chr4	55875042	55875192	id-75176	1.02e-07	+	GGGCATTGAAAGTTTTTGGCCTCTAGGGGGAGCTG	UpstreamP1_CTCF	39
chr4	56010175	56010325	id-75177	2.15e-05	-	TCACAGAAAATAGGTGCCACCTGTAGGGGGTTGCA	V_CTCF_BR	4
chr4	56025235	56025385	id-75178	1.48e-06	-	GCTGCAATTTCCATGTCTGCCTCTTGGGTGGGCGG	Upstream_CTCF	18
chr4	56035671	56035821	id-75179	1	+	NA	NONE	7
chr4	56050203	56050353	id-75180	2.19e-05	+	TGTGTAATGCCCTTCACCACAACCATGAGGAGCTG	Upstream_CTCF	14
chr4	56050590	56050740	id-75181	6.82e-05	+	CGGCCTGTATCCTGTCGTGCTCCAAGGGGGAGCTA	V_CTCF_BR	13
chr4	56050898	56051048	id-75182	1.96e-08	+	ACCCTCTGAAATGTCCTGGCCACTAGATGGCACTG	V_CTCF_BR	33
chr4	56051448	56051598	id-75183	1	+	NA	NONE	10
chr4	56052394	56052544	id-75184	3.28e-05	-	AATTAAAAAAACACCACCACCACCAGGGGGAATCT	V_CTCF_BR	26
chr4	56114888	56115038	id-75185	1	+	NA	NONE	2
chr4	56124367	56124517	id-75186	1.04e-05	+	ATCTCAGAGCTGGAAGCATCCTCAAGGGGTCACCA	V_CTCF_BR	3
chr4	56178783	56178933	id-75187	6.46e-07	+	CAGGCAAATTCCTTCAGAGCCTCCAGAGGGAGCAC	V_CTCF_BR	40
chr4	56187960	56188110	id-75188	1.1e-06	-	CGTTTCAAATAGACTTCTGCCTCGAGGTGGCGCTA	V_CTCF_BR	39
chr4	56210203	56210353	id-75189	1.31e-05	-	TTTATATTCAGAGAAGCCCCCTGTAGATGGCAGTG	V_CTCF_BR	11
chr4	56212379	56212529	id-75190	8.58e-06	-	CTGCTGGCGCCCCCACCGCCCGCTAGCCCGCGGAA	UpstreamP1_CTCF	14
chr4	56212728	56212878	id-75191	2.02e-12	+	CGCCCCGGCTCGCGGGCAGCCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr4	56213922	56214072	id-75192	4.88e-05	-	CATGTACTTCTACTTCTTCCCTTTAGGGTGCCTCA	Upstream_CTCF	11
chr4	56228196	56228346	id-75193	3.63e-06	+	TGGGGGAGGGGTCGTGCCTACACTAGGGGGTGCTG	V_CTCF_BR	34
chr4	56251482	56251632	id-75194	4.7e-06	-	GTTGCTAGGTAGTGCCCCCACAGGAGGGGGCAGTG	V_CTCF_BR	8
chr4	56261618	56261768	id-75195	1	+	NA	NONE	25
chr4	56275710	56275860	id-75196	9.78e-07	+	CAGCGTTTCTGGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	34
chr4	56301312	56301462	id-75197	8.5e-06	-	GATGTACATTAAATACCAGCCAGCAGGAGGTGATC	Upstream_CTCF	39
chr4	56311136	56311286	id-75198	1	+	NA	NONE	38
chr4	56312536	56312686	id-75199	1	+	NA	NONE	13
chr4	56410119	56410269	id-75200	2.6e-05	+	TTTCATTACACAATATTAGTCACCAGGGGGAGTTT	UpstreamP1_CTCF	29
chr4	56412978	56413128	id-75201	1.26e-07	-	GTCGCTGACGACGCATGCGCCGGGAGGGGGCGCAA	V_CTCF_BR	38
chr4	56419437	56419587	id-75202	7.84e-05	+	TTCTCTCTCCCAGTCCCCAACACTAGAGGGATAGG	V_CTCF_BR	7
chr4	56420752	56420902	id-75203	9.51e-07	-	CCTTTGTCTTAACTCAGATCCACCAGGTGGCAGTA	V_CTCF_BR	37
chr4	56458300	56458450	id-75204	1.82e-07	-	GTCACTCGAAACCGCCGGGCCTGAAGCGGGCGCTC	V_CTCF_BR	0
chr4	56502350	56502500	id-75205	9.51e-07	-	GCCCCGAGGCACAGCCAGGGCACCAGGTGGAGCAC	V_CTCF_BR	22
chr4	56504403	56504553	id-75206	1	+	NA	NONE	38
chr4	56602910	56603060	id-75207	1.72e-06	-	ACTGTTATCGTTAATTAATCCACCAGGTGGTGCTC	Upstream_CTCF	34
chr4	56685830	56685980	id-75208	7.15e-05	-	GTCAGTCTTCCGCGACCAGCCTCAAGCAGGCTGCT	V_CTCF_BR	16
chr4	56693889	56694039	id-75209	9.81e-06	+	CTTTCTGGGCATACAACTGCCTCCTGGTGGAGGAA	V_CTCF_BR	10
chr4	56716010	56716160	id-75210	5.17e-06	-	CCTGCCCTTCTGCATGCTCCCCCTAGAGGTTTGAG	Upstream_CTCF	7
chr4	56733257	56733407	id-75211	1.39e-07	-	ATGTGTGACAGCTTATTAGCCACTAGGGGGCAGGG	V_CTCF_BR	40
chr4	56753903	56754053	id-75212	1	+	NA	NONE	32
chr4	56814868	56815018	id-75213	4.3e-11	+	TGCTGGCCGCGGGCGCCGACCTCCAGGGGGCGCCG	V_CTCF_BR	40
chr4	56823042	56823192	id-75214	3.03e-05	-	CCAGGCTTAATATGTTTGCCCACTAGATGGGGATA	Upstream_CTCF	14
chr4	56915211	56915361	id-75215	1.56e-06	+	CGCGCAGTGCCGCGCGGTGGCGGCAGTGGGGAGAG	Upstream_CTCF	40
chr4	56978694	56978844	id-75216	3.65e-05	-	GTGTGCTGGCAGTGGACCTCAGACAGGGGGAGCCG	UpstreamP1_CTCF	25
chr4	56995673	56995823	id-75217	1.73e-08	+	CTGCACCGTGGGGCTGCTGCCACCAGGTGGATGCT	UpstreamP1_CTCF	35
chr4	57038050	57038200	id-75218	1.93e-05	+	GGGGAAGAGGCTGGGGAAGGCAGGAGATGGAGGAA	V_CTCF_BR	4
chr4	57039938	57040088	id-75219	1	+	NA	NONE	5
chr4	57049661	57049811	id-75220	1.13e-05	+	CTGAAGGTAGAAGAAGCGACCACTGGCGGTCATGC	UpstreamP1_CTCF	4
chr4	57122122	57122272	id-75221	5.92e-05	-	GTGTGTGAGCTGTGAATCACCTATAGGGGCCAGCC	V_CTCF_BR	20
chr4	57167761	57167911	id-75222	2.83e-07	-	GTGAGCCCACCATGTGCAGGCACTAGAGGGCAGCC	V_CTCF_BR	40
chr4	57291212	57291362	id-75223	5.51e-07	+	AAAGTTCACAATGAGATGGCCAGCAGGGGGCATTA	V_CTCF_BR	40
chr4	57301729	57301879	id-75224	3.56e-06	+	ACTGCGGCGGCGCGCGCTGTCCCTAGGTGGCGTGG	Upstream_CTCF	36
chr4	57302543	57302693	id-75225	4.5e-05	+	CAGCAGCGCCTCTAGGCAGCCGCGCGGGCGCACAC	UpstreamP1_CTCF	9
chr4	57307833	57307983	id-75226	3.16e-05	-	GCTGTAATCTGGTCCTTGGACTGCAGGAGGACTTT	Upstream_CTCF	5
chr4	57410804	57410954	id-75227	3.71e-10	-	CGTGCGGCCGGCAACCAGGCCACCAGGGGGCGCAG	V_CTCF_BR	39
chr4	57442117	57442267	id-75228	6.21e-05	+	TCTCCTTGTCTTTATAAGACCACTAGGTGGTACAT	V_CTCF_BR	40
chr4	57485495	57485645	id-75229	8.34e-07	-	GTGGAATGGTAGTTGCCAGCCACTGGGGGGAGGAG	UpstreamP1_CTCF	28
chr4	57493243	57493393	id-75230	6.05e-06	+	GGCCCAGGTGGGTGGCCCACCGCTGGGAGGCACCA	V_CTCF_BR	20
chr4	57507678	57507828	id-75231	1	+	NA	NONE	24
chr4	57516456	57516606	id-75232	4.7e-06	+	GAGATGGGATGGTGAGAAACCTCTAGAGGGCTCCC	V_CTCF_BR	29
chr4	57521426	57521576	id-75233	1	+	NA	NONE	13
chr4	57522640	57522790	id-75234	8.13e-06	-	GGTGGGGTGTGCAGCCCTGCCTGGAGAGGGCCCCA	Upstream_CTCF	30
chr4	57534548	57534698	id-75235	1.13e-05	-	CTGTTCCTGCCTGACAGCACCACTTGGTGGTTGGG	UpstreamP1_CTCF	40
chr4	57550666	57550816	id-75236	2.4e-05	-	TCTAGTTTACATAACCCAGGCACTAGCTGGAGCTC	V_CTCF_BR	5
chr4	57556683	57556833	id-75237	4.94e-06	-	CCAGCCTTTCTTCTGACAACCACTTGGGGGACTCC	Upstream_CTCF	29
chr4	57593449	57593599	id-75238	4.1e-06	+	TATGGACTTTACTGGGTGGACAGTGGGAGGCAGCA	Upstream_CTCF	20
chr4	57622221	57622371	id-75239	1	+	NA	NONE	8
chr4	57628752	57628902	id-75240	1.73e-05	-	GCAAGAGACAGATCCTACACCTACAGAGGGCAGTG	V_CTCF_BR	8
chr4	57665984	57666134	id-75241	1	+	NA	NONE	36
chr4	57666430	57666580	id-75242	9.49e-08	-	CTTCCTGGCCAGTGTGGAGACACCAGGGGGCAGTG	V_CTCF_BR	40
chr4	57687780	57687930	id-75243	8.97e-05	-	CGAGTGGCGCAGGTAACAGACCGCAGGGGCAAGAC	Upstream_CTCF	27
chr4	57702925	57703075	id-75244	7.49e-07	-	TAGTTATGTCAATCCATTTCCACTAGATGGCAGTA	UpstreamP1_CTCF	40
chr4	57709914	57710064	id-75245	1.31e-05	-	CCCAGTGTTGTTGCTTCGTACTGCAGGGGGTGCTA	V_CTCF_BR	15
chr4	57758989	57759139	id-75246	1.04e-07	-	ACCACCCCAGGCCTGTTTACCAGGAGGGGGAGCCA	V_CTCF_BR	7
chr4	57774459	57774609	id-75247	1.64e-06	-	CCTGCTCGGCCGCCAGCCCCCGCCCGGCGGGGCCG	Upstream_CTCF	0
chr4	57775063	57775213	id-75248	4.88e-05	+	CCGGGGCGGTCGGAGGGGCCCGGGGGCGGTCGGAG	V_CTCF_BR	3
chr4	57791434	57791584	id-75249	6.51e-05	+	TCCTCCCACCTCAGCCTCTGGAGTAGGTGGCACTG	V_CTCF_BR	2
chr4	57826509	57826659	id-75250	3.09e-07	-	TGCCCCCAACATCATATTACCTCTAGAGGGCGGCA	V_CTCF_BR	40
chr4	57843155	57843305	id-75251	1	+	NA	NONE	20
chr4	57885216	57885366	id-75252	1	+	NA	NONE	14
chr4	57904276	57904426	id-75253	6.98e-07	+	AGTGGCCGCATCCCTCCGGCCGCATGGGGGAGCCA	V_CTCF_BR	40
chr4	57911326	57911476	id-75254	1	+	NA	NONE	9
chr4	57931265	57931415	id-75255	1.31e-05	+	CCCCATGTGGCCTCGGCCCACGCCAGGAGGCGGTC	V_CTCF_BR	8
chr4	57932494	57932644	id-75256	1	+	NA	NONE	2
chr4	57947182	57947332	id-75257	2.1e-05	+	ATGGAGCTTCCCCCTTTTGTCAGCAGGGGAAGTGA	UpstreamP1_CTCF	9
chr4	57961087	57961237	id-75258	1	+	NA	NONE	14
chr4	58024532	58024682	id-75259	1.11e-05	-	AAGGAAGTTAGTCCACAGTCCACAAGAGGCCACTG	Upstream_CTCF	31
chr4	58029846	58029996	id-75260	8.91e-07	+	AGAGCATTCCCGGACGAGTCCGGTAGATGGTAGCA	Upstream_CTCF	40
chr4	58030278	58030428	id-75261	2.96e-09	+	AGTGTGATGCCCACTGTCGCCGGCAGAGGGCACCG	Upstream_CTCF	40
chr4	58038537	58038687	id-75262	4.5e-05	+	TCGTTTTTCTTGTTAAGTTCCTGTAGGAGGCACCA	UpstreamP1_CTCF	0
chr4	58057163	58057313	id-75263	1.31e-05	+	TAAACATTGTCCCCTTCTTCCGCTAGGGGGTGCTA	V_CTCF_BR	40
chr4	58060620	58060770	id-75264	2.93e-07	+	CGGGAGCTCCCCAGCGCAGCCAGCAGGAGGCCCAA	UpstreamP1_CTCF	19
chr4	58065454	58065604	id-75265	1	+	NA	NONE	3
chr4	58077416	58077566	id-75266	1.71e-06	-	TAATGCTACCGCTGATCTGACAGGAGGTGGCGCTC	V_CTCF_BR	13
chr4	58132092	58132242	id-75267	1.97e-06	-	GCCAGCTTTCAATTGCTTACCAGAGGAGGGCACCA	V_CTCF_BR	6
chr4	58169631	58169781	id-75268	5.13e-05	-	TGTTTGTGCTTTAAGAAACCCACATGGGGGCAGCA	V_CTCF_BR	17
chr4	58293069	58293219	id-75269	1.04e-07	+	GTTGATGCAGTGCATCTGCCCACCAGATGGCGCAG	V_CTCF_BR	40
chr4	58309023	58309173	id-75270	1.43e-05	+	GTTGTCATCCCCAGAGCACCCTGACGAGGGCAGCC	Upstream_CTCF	40
chr4	58366090	58366240	id-75271	1.23e-05	+	TAGGAGTTCCAGGAGTGAGCCACCATGTGGATGCC	UpstreamP1_CTCF	5
chr4	58478539	58478689	id-75272	3.88e-06	-	GGCAGCATCTGGCCTCTATCCACTAGAGGCCAGTA	V_CTCF_BR	20
chr4	58928263	58928413	id-75273	2.2e-06	-	AGGGTAGTCAAGATGATCACCACCAGATGGAGTCT	Upstream_CTCF	7
chr4	59091760	59091910	id-75274	7.44e-05	-	GATGCTTCTCTAATTCTTGTCAATAGGTGTCCTCC	Upstream_CTCF	3
chr4	59101171	59101321	id-75275	1	+	NA	NONE	0
chr4	59114084	59114234	id-75276	2.27e-06	+	AGCTCCTTTGCCCCTTCTACCACGTGAGGGCACAG	V_CTCF_BR	7
chr4	59380609	59380759	id-75277	1	+	NA	NONE	1
chr4	59599272	59599422	id-75278	1	+	NA	NONE	12
chr4	59627574	59627724	id-75279	1.56e-06	+	GTTGTATTTTCTACTGATAGCAACAGGAGGCAGCC	Upstream_CTCF	2
chr4	59987792	59987942	id-75280	1	+	NA	NONE	1
chr4	60027103	60027253	id-75281	4.34e-07	-	TTGTAATTTGGGATTCAAACCAGTAGATGGCACTT	UpstreamP1_CTCF	8
chr4	60112864	60113014	id-75282	9.81e-06	+	ATATATCAATTTTATATGGTCAGCAGATGGCAGTG	V_CTCF_BR	20
chr4	60240259	60240409	id-75283	1.17e-05	+	TGGTGCCCCACTGCTCAAACCTCTAGGGGGAGCAT	V_CTCF_BR	8
chr4	60853149	60853299	id-75284	5.41e-06	+	CCTGCAGTTCCCCCAGTTCCCACTGGGTCATATCA	Upstream_CTCF	7
chr4	60859964	60860114	id-75285	5.08e-07	-	TGTGGCCCTCTGCCCTCCACCAGCAGAGGGCAACT	V_CTCF_BR	14
chr4	61066905	61067055	id-75286	3.8e-07	-	GCAGCACAGCACACTCCAAACACTAGGTGGCGCTC	Upstream_CTCF	40
chr4	61315915	61316065	id-75287	3.18e-06	-	CAGCAAAATGGTAACCTTGTCAGTAGAGGGCACTA	V_CTCF_BR	11
chr4	61329953	61330103	id-75288	4.59e-07	-	TTGTAGTATAGGCCACAAACCAGTAGATGGAGCTT	UpstreamP1_CTCF	38
chr4	61353219	61353369	id-75289	1	+	NA	NONE	2
chr4	61407998	61408148	id-75290	1	+	NA	NONE	12
chr4	61522061	61522211	id-75291	2.58e-05	-	ACTGCACTTTTCTATGCCAGTGGAAGAGGGCAGTC	Upstream_CTCF	14
chr4	61610631	61610781	id-75292	2.02e-06	-	AAGCTGGAGGGAACAACTGCCATCAGGTGGCACCA	UpstreamP1_CTCF	28
chr4	61625667	61625817	id-75293	1	+	NA	NONE	28
chr4	61662837	61662987	id-75294	1.73e-05	-	GAGGCACCAAGGAAACCTACCCACAGATGGCGGTA	V_CTCF_BR	6
chr4	61671533	61671683	id-75295	3.97e-07	+	TTTGCCCAAAGTCATCTAACCAGTAGGTGGCAGTC	V_CTCF_BR	38
chr4	61731047	61731197	id-75296	1	+	NA	NONE	20
chr4	61828135	61828285	id-75297	1.71e-06	-	AGAAACCTGACAGTGAGTTCCAGCAGAGGGAGCAG	V_CTCF_BR	13
chr4	62065842	62065992	id-75298	3.11e-05	+	CCTCCAAGCGTTTGCCGAACTGCTAGGTGGAGCCC	V_CTCF_BR	4
chr4	62067779	62067929	id-75299	1.73e-05	+	TCTCACCCCAGTGGCATCCCCTGGTGGGGGCAGAA	V_CTCF_BR	13
chr4	62147585	62147735	id-75300	1	+	NA	NONE	3
chr4	62355792	62355942	id-75301	1.24e-05	-	ATGGCTAAGATCTCACTCAACAGTAGGTGGAGGAA	V_CTCF_BR	6
chr4	62366764	62366914	id-75302	8.16e-07	-	GATAAACAGGATTACAGAGCCAGTAGGTGGCAGAG	V_CTCF_BR	27
chr4	62378058	62378208	id-75303	2.81e-05	-	ATGCCTATGGACGAAGCCTCCACAAGATGGCTAAG	V_CTCF_BR	3
chr4	62383023	62383173	id-75304	7.17e-05	+	ATTGCGACACGCTGAGCGCAGCCCAGGAGGCGCTC	Upstream_CTCF	6
chr4	62406802	62406952	id-75305	1	+	NA	NONE	6
chr4	62407320	62407470	id-75306	9.31e-05	+	ACAGCAATTCCTCGCTACATTTCCAGAGGCAGCTC	Upstream_CTCF	8
chr4	62456719	62456869	id-75307	1.47e-05	-	GGAATATGGCTGGTGCAGAGCACAAGGGGGCGCTT	V_CTCF_BR	24
chr4	62485352	62485502	id-75308	8.64e-05	-	GTGGCTCTGCTGTGAATGGCACCCTGGTGGCCAGA	Upstream_CTCF	27
chr4	62607144	62607294	id-75309	1.34e-06	-	CAGCAGCAATGTCCTTCAGGCAGCAGCTGTCACTG	UpstreamP1_CTCF	14
chr4	62607670	62607820	id-75310	1.67e-07	+	TCACTGCTCATTAGCATGTCCACCAGAGGGCAGGC	V_CTCF_BR	31
chr4	62640534	62640684	id-75311	1	+	NA	NONE	3
chr4	62850348	62850498	id-75312	2.4e-05	+	AGTCTGTTTTTTTAAGAGGCCCCCAGAGGTCGCTA	V_CTCF_BR	9
chr4	63274298	63274448	id-75313	3.45e-05	-	TTAATTCTCACAAACAGATCCACATGAGGGCAGTA	V_CTCF_BR	4
chr4	63394727	63394877	id-75314	1	+	NA	NONE	2
chr4	63413824	63413974	id-75315	4.5e-06	+	GCTTTTGTATTGGTTCGAACCCCGAGAGGGCGCCA	Upstream_CTCF	4
chr4	63461077	63461227	id-75316	1.03e-09	+	CTGTTATGCCCAGATAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	25
chr4	63510249	63510399	id-75317	8.23e-05	-	ATTAAGGTTAAATGAGAAGCCACAAGGTGGGGCCC	UpstreamP1_CTCF	21
chr4	63575487	63575637	id-75318	1.64e-05	-	CTCCATGGAGAATTCTTTAACACTGGGTGGCGCTA	V_CTCF_BR	30
chr4	63766908	63767058	id-75319	1	+	NA	NONE	1
chr4	63910031	63910181	id-75320	1	+	NA	NONE	5
chr4	64162633	64162783	id-75321	1	+	NA	NONE	11
chr4	64330256	64330406	id-75322	1	+	NA	NONE	2
chr4	64344217	64344367	id-75323	2.94e-06	+	ACTGCAGTGCCAAAGAAATCCATGTGGGGGCCAGG	Upstream_CTCF	4
chr4	64394440	64394590	id-75324	8.81e-07	+	ATTGGGCTTTGTGCTTCTGACACAAGAGGGCACCA	V_CTCF_BR	11
chr4	64422187	64422337	id-75325	1	+	NA	NONE	13
chr4	64429467	64429617	id-75326	1.17e-05	-	AGAAACCAGAGCTCACAGAGCTGCAGGTGGCAGCA	V_CTCF_BR	14
chr4	64444235	64444385	id-75327	8.91e-07	+	GCAGCCTCTCCTGAGATGGCCACTAGGAGGACAGA	Upstream_CTCF	11
chr4	64555083	64555233	id-75328	7.23e-07	+	CAGGCTGTACCCTGCAGAGCCACAGGGTGGAGCTT	Upstream_CTCF	5
chr4	64583214	64583364	id-75329	8.71e-06	-	GAAATCATTCACCTTACATCCACCAGATGGCAGGT	V_CTCF_BR	26
chr4	64756058	64756208	id-75330	1	+	NA	NONE	2
chr4	65024566	65024716	id-75331	1.93e-05	+	ATTTTCTCTACACAGACAACCACTAGGTGGCGTCT	V_CTCF_BR	40
chr4	65137364	65137514	id-75332	5.01e-06	-	CAAAGTGGGTAGCTCCTACCCGCTGGGGGGCGCTC	V_CTCF_BR	8
chr4	65180301	65180451	id-75333	5.92e-05	+	GTGTGTATCACTTACTGTACCACTGGGTGGCGTAA	V_CTCF_BR	12
chr4	65195986	65196136	id-75334	1	+	NA	NONE	1
chr4	65404055	65404205	id-75335	8.97e-05	+	GGAGTCTTGCTCTCTTGTCAGGCTAGGGGGCAGTG	Upstream_CTCF	21
chr4	65405089	65405239	id-75336	4.59e-07	-	CACCAGTGTTGCTGTTATTCCACTAGGTGGCAGCC	UpstreamP1_CTCF	40
chr4	65450804	65450954	id-75337	3.18e-06	-	TAAAAAATTCTACTTATGTCCACGAGAGGGCAGTA	V_CTCF_BR	37
chr4	65483666	65483816	id-75338	5.98e-05	+	AAGAAATAGTCCTGAATATTCACAAGATGGCAGTA	UpstreamP1_CTCF	7
chr4	65579090	65579240	id-75339	2.08e-07	+	TTGTAATACTGGATGGTCTCCAGTAGATGTCACTG	UpstreamP1_CTCF	38
chr4	65647572	65647722	id-75340	1.09e-06	+	GTGGAAGTACCAATTAAAGCCACAAGAGGGTAGTC	Upstream_CTCF	40
chr4	65777690	65777840	id-75341	1	+	NA	NONE	6
chr4	65873688	65873838	id-75342	7.27e-06	+	TGGTTTTCAGTCAGTCACTCCACAAGGTGGCAGTG	V_CTCF_BR	36
chr4	65895661	65895811	id-75343	5.92e-05	-	GAACATGTTCCCCTGACTGTCACTAGAGGTCACTT	V_CTCF_BR	7
chr4	65899736	65899886	id-75344	4.01e-05	+	CCGAATGTGGTGAATGCTACCAGTAGGTGGCTTCT	V_CTCF_BR	21
chr4	65955431	65955581	id-75345	1.04e-06	+	TGTGTATTCAACCTACAGGCCAGTAGATGGCATTA	Upstream_CTCF	26
chr4	66077083	66077233	id-75346	4.68e-05	+	CAACAATAGAGAGTGGAGACCACTAGAGGGGGAAA	UpstreamP1_CTCF	2
chr4	66327671	66327821	id-75347	1	+	NA	NONE	6
chr4	66391580	66391730	id-75348	1	+	NA	NONE	0
chr4	66446399	66446549	id-75349	6.98e-07	+	GACTTCAGACCCTTATCAGCCTGGAGATGGCACCA	V_CTCF_BR	16
chr4	66536039	66536189	id-75350	1.47e-05	-	GCACACACCGCCTGCTCCCCGAGCAGCGGGAACCG	V_CTCF_BR	27
chr4	66620721	66620871	id-75351	8.64e-05	+	TGAGAGGTTACAAATTCAAACGCTAGAGGGGACAG	Upstream_CTCF	1
chr4	66643472	66643622	id-75352	3.63e-06	-	TGGCCCGTTTCTCACAGTTCCACTAGGTGGTGCCC	V_CTCF_BR	12
chr4	66731338	66731488	id-75353	1.39e-05	-	ATTATTTTGTGGGAAATGACCTGTAGGAGGCAGCA	V_CTCF_BR	33
chr4	66746406	66746556	id-75354	1	+	NA	NONE	1
chr4	66777574	66777724	id-75355	1	+	NA	NONE	7
chr4	66808889	66809039	id-75356	1	+	NA	NONE	23
chr4	66911751	66911901	id-75357	1.83e-05	+	ACGCAAATCACCATTGCCGACTGAAGGTGGAGCAA	V_CTCF_BR	8
chr4	66974754	66974904	id-75358	3.09e-06	+	CCTGCAGTTCTGTTTGTTTCCATTTGGGGTCATTT	Upstream_CTCF	6
chr4	67035205	67035355	id-75359	1	+	NA	NONE	18
chr4	67118125	67118275	id-75360	6.8e-06	+	CTGTCCTGAAGCCACATATCCACTAGGGGGTCTAA	UpstreamP1_CTCF	17
chr4	67435084	67435234	id-75361	1	+	NA	NONE	4
chr4	67554519	67554669	id-75362	3.86e-05	-	TTTTCTATGTTCATACGAATCACTAGAGGGCATCG	Upstream_CTCF	26
chr4	67556938	67557088	id-75363	6.43e-06	-	TGAAGATACAGCGTAACTCCCTGCAGAGGGAGCAG	V_CTCF_BR	19
chr4	67606852	67607002	id-75364	2.46e-06	+	ATGTAGCACCCAACACTGTACGCTGGATGCCACTA	UpstreamP1_CTCF	3
chr4	67642930	67643080	id-75365	5.68e-06	+	CTCCAGATTGACTTGCTCACCACGAGAGGGCATGG	V_CTCF_BR	6
chr4	67687765	67687915	id-75366	8.89e-06	+	AATGTAATTTAGAAGCTGGCCACTGGGCGTACCTA	Upstream_CTCF	1
chr4	67709310	67709460	id-75367	1	+	NA	NONE	5
chr4	67792537	67792687	id-75368	4.73e-07	-	GGAGCATTACCATGAAACTCCAGCTGGAGGCAGAG	Upstream_CTCF	3
chr4	67953749	67953899	id-75369	7.8e-08	+	ATGTCTGTGAGGGTTGTGTCCACCAGGGGGAGCTG	V_CTCF_BR	32
chr4	67966901	67967051	id-75370	1	+	NA	NONE	0
chr4	67968851	67969001	id-75371	2.66e-05	-	TGCAGAATATTAGCAGCATCCACTAGATGCCAGTA	V_CTCF_BR	9
chr4	67987868	67988018	id-75372	1.15e-06	+	TTAGCTGAACTGACATTCACCAGTAGGGGGATGCA	Upstream_CTCF	28
chr4	68064629	68064779	id-75373	1	+	NA	NONE	27
chr4	68154802	68154952	id-75374	7.6e-05	-	CCCTTCTCCCCCAATTCTTCCACTGGGGTGCGCTG	UpstreamP1_CTCF	28
chr4	68193088	68193238	id-75375	4.34e-07	-	AGGCCATAGCAAGACATGGCCACTAGAGGTCAGTA	UpstreamP1_CTCF	40
chr4	68198463	68198613	id-75376	1.22e-07	-	CTGTAGTACAGGCAGACGTCCACCAGAGGTGCCTG	UpstreamP1_CTCF	39
chr4	68259538	68259688	id-75377	3.63e-06	-	CATAAACTTACAAGTTATACCACTAGGTGGCGCTG	V_CTCF_BR	36
chr4	68264258	68264408	id-75378	1	+	NA	NONE	0
chr4	68264775	68264925	id-75379	1	+	NA	NONE	0
chr4	68265526	68265676	id-75380	1	+	NA	NONE	0
chr4	68265861	68266011	id-75381	1	+	NA	NONE	0
chr4	68266265	68266415	id-75382	1	+	NA	NONE	0
chr4	68266538	68266688	id-75383	1	+	NA	NONE	0
chr4	68412801	68412951	id-75384	2.46e-06	+	GTGCTGCTGCAGAAAGCAGGCCACAGAGGGCGTTG	UpstreamP1_CTCF	8
chr4	68414964	68415114	id-75385	8.21e-05	+	AAAATGTGCTTGCAATGTACAGGTAGGTGGCAGCA	V_CTCF_BR	33
chr4	68539934	68540084	id-75386	1	+	NA	NONE	21
chr4	68566607	68566757	id-75387	5.17e-06	-	TCTGCTTCTTTCTTTCCGGCGGGCTGGGGGCGCCC	Upstream_CTCF	39
chr4	68566967	68567117	id-75388	4.88e-05	+	TTGCGACTGGCATCCGCATCCGGCAGATGTAGATG	UpstreamP1_CTCF	38
chr4	68580835	68580985	id-75389	1.31e-05	+	ATGGTCCCATTCTGACGCACTGCTAGGGGGCGCTG	V_CTCF_BR	20
chr4	68589771	68589921	id-75390	7.16e-08	+	GCTGCAGGCGTGCCCAGGGGCACTGGGTGGCGCTC	Upstream_CTCF	25
chr4	68592347	68592497	id-75391	7.27e-06	-	AAATAACGACAGAATCTCACCAGCAGAGGGCTAAG	V_CTCF_BR	11
chr4	68612535	68612685	id-75392	7.49e-05	+	AAAATGATTTTAAATTCATCCACTAGAGGGCGTCT	V_CTCF_BR	39
chr4	68737716	68737866	id-75393	6.43e-06	+	TAGGGATAGCCCAACATGTACTGTAGAGGGCACTG	V_CTCF_BR	39
chr4	68758729	68758879	id-75394	3.88e-06	+	CAGCTGGGAATGTGTCAGGCCTGAAGAGGGAGGAA	V_CTCF_BR	28
chr4	68776140	68776290	id-75395	1.01e-08	-	ATGCACTTACATATTTTGACCACAAGGGGGAAATT	UpstreamP1_CTCF	38
chr4	68784263	68784413	id-75396	5.12e-07	+	GTGTTGTTAGCCACCTCTGACACTAGGTGAAGCTA	UpstreamP1_CTCF	37
chr4	68854234	68854384	id-75397	6.46e-07	+	AATAAATAAATAACACGGACCAGCAGATGGCAGCA	V_CTCF_BR	40
chr4	68942043	68942193	id-75398	5.12e-06	+	TCTCAATGTCAAAACATCCCCAACAGAGGGCACTG	UpstreamP1_CTCF	13
chr4	68945715	68945865	id-75399	1.19e-06	+	ACTGTCAAGGGAATATGTGCCAGCAGAGGGCAAAA	V_CTCF_BR	10
chr4	69041387	69041537	id-75400	7.55e-07	-	CTATGTTCTATCACTTTTCCCAGCAGAGGGCACTA	V_CTCF_BR	40
chr4	69042364	69042514	id-75401	1.39e-05	-	AATAGTTTTCACAGAGTAAACAGTAGAGGGCTCTG	V_CTCF_BR	19
chr4	69137619	69137769	id-75402	4.71e-06	+	TAGTCATTACCCCACATGTCCACTAGATGGTGTGT	Upstream_CTCF	40
chr4	69241277	69241427	id-75403	3.45e-05	+	CCTCCCACATCTTTTTTCTCCAGCAGGTGGCATGT	V_CTCF_BR	15
chr4	69241798	69241948	id-75404	2.33e-07	-	TTTCAATTCGCCTATCTTGCCACTAGATGGAGAGG	UpstreamP1_CTCF	40
chr4	69364244	69364394	id-75405	3.36e-07	+	AGTGTATTCTGTAGTTGGGCCTCTAGGTGGCACCC	V_CTCF_BR	39
chr4	69443436	69443586	id-75406	6.74e-08	-	CCTTCAGTTCCTGCTACTTCCTGAAGGGGGCATTC	Upstream_CTCF	9
chr4	69537068	69537218	id-75407	1.56e-06	-	CTGCAGGAGCAGTACTCTTCCTGCAGAGGGTGTGT	UpstreamP1_CTCF	16
chr4	69537279	69537429	id-75408	1	+	NA	NONE	4
chr4	69539000	69539150	id-75409	7.61e-08	-	CCTTCAGTTCCTGCTACTTCCCGAAGGGGGCATTC	Upstream_CTCF	10
chr4	69768817	69768967	id-75410	1	+	NA	NONE	1
chr4	69770538	69770688	id-75411	4.41e-06	+	TTCCTCCCTGGTGTGGCAGCCACCAGTAGGTGGCC	V_CTCF_BR	28
chr4	69891075	69891225	id-75412	8.34e-07	-	ATGTAACGTCACACAGTCTCCAGCAGGGGTCTTCC	UpstreamP1_CTCF	33
chr4	69926434	69926584	id-75413	1.37e-05	+	TCAGTTATAACTTTGATGGACCAAAGGGGGCACCA	Upstream_CTCF	20
chr4	70022756	70022906	id-75414	5.26e-07	-	GCAGCCTTTCCTGAGATGGCCACTAGGAGGGCTGA	Upstream_CTCF	36
chr4	70036337	70036487	id-75415	1.79e-08	-	GCTGCCCTACCACAGAATGACAGCAGAGGGAGCAA	Upstream_CTCF	38
chr4	70183749	70183899	id-75416	1.79e-08	+	GCTGCCCTACCACAGAATGACAGCAGAGGGAGCAA	Upstream_CTCF	35
chr4	70189137	70189287	id-75417	6.49e-06	-	GCAGCCTTTCCTGAGATGGCCACTAGGAAGGCTGA	Upstream_CTCF	11
chr4	70201301	70201451	id-75418	9.71e-06	-	GCTGCCCTACCACAGAATGACAGCACAGGGAGAAA	Upstream_CTCF	18
chr4	70296630	70296780	id-75419	1	+	NA	NONE	39
chr4	70336405	70336555	id-75420	1.37e-05	+	AAAGTAACAACTCAACTCAACTGTAGGGGGAGCAA	Upstream_CTCF	22
chr4	70369392	70369542	id-75421	2.77e-07	+	CTGTAACAGCACACAGTCTCCAGCAGGGGCCTTCC	UpstreamP1_CTCF	10
chr4	70383513	70383663	id-75422	1	+	NA	NONE	5
chr4	70482930	70483080	id-75423	3.66e-06	-	CAGCACTATCAACCATCATCCATAGGAGGGCAGCA	UpstreamP1_CTCF	36
chr4	70555353	70555503	id-75424	6.37e-07	+	CAGCACTATCAATCATCATCCACATGAGGGCAGCA	UpstreamP1_CTCF	38
chr4	70666466	70666616	id-75425	3.22e-05	-	CTGTGTCTTATTATTATTTCCGCCAGATGGCAAAA	UpstreamP1_CTCF	6
chr4	70689188	70689338	id-75426	7.49e-07	-	CAGTGATGCACTGTAGGTGGCACCAGAGGGCAGGA	UpstreamP1_CTCF	38
chr4	70694326	70694476	id-75427	4.02e-07	-	TGTGCACTTCCTACTCCAACCACCTGGTGACAAAT	Upstream_CTCF	11
chr4	70695640	70695790	id-75428	2.6e-06	-	CCATCGTATGGGAAGGCCACCAGCAGGGGGATACC	V_CTCF_BR	7
chr4	70696560	70696710	id-75429	1.55e-05	-	ATTATCAAGAGCATGGCCACATCCAGGGGGCAGAG	V_CTCF_BR	22
chr4	70697426	70697576	id-75430	8.71e-06	+	ATTCCCACCACGGATGCTGCAGCCAGGGGGCAGCT	V_CTCF_BR	9
chr4	70747008	70747158	id-75431	6.04e-07	-	CTGCAGATATTGAAATGTGCCACTAGAGAGCAGCA	UpstreamP1_CTCF	39
chr4	70762360	70762510	id-75432	5.55e-07	+	AGTGATATTCCCTTTAGTTCCAGTAGGAGGAGGTA	Upstream_CTCF	36
chr4	71049472	71049622	id-75433	7.9e-07	-	CAGCTCTGCTTGTGCATTACCACATGAGGGCGCTC	UpstreamP1_CTCF	39
chr4	71135511	71135661	id-75434	8.59e-05	-	TTGTTTACGTTTATAATCACCTAAAGAGGGAGCTC	V_CTCF_BR	26
chr4	71181768	71181918	id-75435	3.45e-05	+	AGTGAAACAGAATGTGAAAGCAGTAGATGGCACTG	V_CTCF_BR	13
chr4	71370977	71371127	id-75436	4.65e-10	-	CTGCACTTCAGCGAGGCCACCACCAGAGGGTGCCT	UpstreamP1_CTCF	40
chr4	71397804	71397954	id-75437	9.29e-06	+	ACTGTAATACTGCAAGCAGCCACTAGTGATTACCT	Upstream_CTCF	35
chr4	71410110	71410260	id-75438	1.34e-06	-	TAGTTTTTCTGTCTCAGCACCACTAGGGGGAGGTC	UpstreamP1_CTCF	40
chr4	71425065	71425215	id-75439	2.83e-07	-	TTCTGCTGATGTTGTCTGGCCAGCAGAGGGCATTC	V_CTCF_BR	40
chr4	71467263	71467413	id-75440	1.46e-07	+	GAGAACTGCCTCTGGTTCAGCAGCAGGTGGCACCA	UpstreamP1_CTCF	40
chr4	71517951	71518101	id-75441	1.41e-06	+	ATTGTATTTTGTAACTCAACCACTAGATGGAAGTG	Upstream_CTCF	37
chr4	71553880	71554030	id-75442	4.7e-08	-	CCAGGCGAGGTCCCGATGGCCAATAGAGGGCGCTG	V_CTCF_BR	40
chr4	71570284	71570434	id-75443	1.48e-06	-	CCCAGCCTGTGACTCGGCTCCCCTAGGGGGCAGCG	V_CTCF_BR	38
chr4	71571297	71571447	id-75444	1	+	NA	NONE	8
chr4	71583120	71583270	id-75445	1	+	NA	NONE	7
chr4	71601770	71601920	id-75446	7.27e-06	+	GTGATTGCGCCACAGTGCTCCACTGGGTGGCAGAG	V_CTCF_BR	40
chr4	71705407	71705557	id-75447	1.47e-05	+	GGCAGGCGGCGCCGGTGCGCCGGCAGCTGCTGCAG	V_CTCF_BR	28
chr4	71751027	71751177	id-75448	3.28e-05	+	AGAAGTAGCGAATAAGTCGCAGCAAGATGGCACTG	V_CTCF_BR	4
chr4	71767989	71768139	id-75449	2.81e-05	-	CCAATGGCAGGGGGAGGGGGCGGAAGTGGGTAGCG	V_CTCF_BR	39
chr4	71779792	71779942	id-75450	1	+	NA	NONE	17
chr4	71793321	71793471	id-75451	1.81e-06	-	GCAGCAATGCCAAGAACAAGCAGGGGAGGCCCCCG	Upstream_CTCF	2
chr4	71805991	71806141	id-75452	1.84e-05	+	TTTCTGCCTCCCTTCTATACCACTAGGAGGTGGAG	UpstreamP1_CTCF	12
chr4	71814731	71814881	id-75453	3.11e-05	-	AAACCTAGCATAGATATGCCCAGTAGAGGTCTCTA	V_CTCF_BR	19
chr4	71863428	71863578	id-75454	1	+	NA	NONE	3
chr4	71870040	71870190	id-75455	1.03e-06	-	CCTGACTAGGACACAGCTCCCAGCAGGGGTCGGCA	V_CTCF_BR	11
chr4	71875835	71875985	id-75456	1.84e-06	-	TAGTATAGCAACATTTCGGCCACTAGGTGGCAGGT	V_CTCF_BR	40
chr4	71916721	71916871	id-75457	1	+	NA	NONE	9
chr4	71979109	71979259	id-75458	1.99e-07	+	TGTAAAGCTGGAATCCTGACCACTAGTGGGCACTG	V_CTCF_BR	32
chr4	71996976	71997126	id-75459	1	+	NA	NONE	24
chr4	72050032	72050182	id-75460	6.04e-07	+	ATGTCGTCATCACCTGCTGCCACTAGATGGTGCTT	UpstreamP1_CTCF	40
chr4	72054048	72054198	id-75461	1	+	NA	NONE	15
chr4	72055339	72055489	id-75462	1	+	NA	NONE	16
chr4	72095560	72095710	id-75463	2.41e-08	+	CTGTAGTGAACACATGTTGCCAAAAGATGGCAGTG	UpstreamP1_CTCF	40
chr4	72120476	72120626	id-75464	1	+	NA	NONE	4
chr4	72136719	72136869	id-75465	1	+	NA	NONE	38
chr4	72360366	72360516	id-75466	6.23e-05	+	ATGTGAGAACCACTTGTAAGGGCTAGAGGGCAGTA	UpstreamP1_CTCF	24
chr4	72392470	72392620	id-75467	1.83e-05	-	AGCCAAAGAATGCAGGCAGCCCCTAGGTGGTAGAA	V_CTCF_BR	16
chr4	72392849	72392999	id-75468	5.92e-05	+	GGTGCTATGTTAATAGTGCACTGAAGGGGCGCAAG	Upstream_CTCF	26
chr4	72406701	72406851	id-75469	8.79e-07	+	CAGCATTTCTAGTCTCTGGCCAGTAGAGGCATTTA	UpstreamP1_CTCF	27
chr4	72416674	72416824	id-75470	1	+	NA	NONE	25
chr4	72419447	72419597	id-75471	4.03e-06	-	CTGTAATACCTAACAGTCACCACAAAGAGGTGAAC	UpstreamP1_CTCF	39
chr4	72575813	72575963	id-75472	1.73e-05	-	GGAATTAGAAACTGTCTCTCCACGTGGGGGAGCTC	V_CTCF_BR	31
chr4	72579446	72579596	id-75473	3.81e-05	-	TGTAAATTACTCAATTGACCCACTAGGTGGTAGCA	V_CTCF_BR	39
chr4	72598545	72598695	id-75474	4.88e-08	+	CTGCATTTAAACATGTCATCCACAAGGTGGAAGCA	UpstreamP1_CTCF	38
chr4	72638449	72638599	id-75475	1	+	NA	NONE	15
chr4	72649702	72649852	id-75476	9.88e-07	+	CTTGCAGCACCTCCTCTCTCCTGTAGGTGACCATG	Upstream_CTCF	12
chr4	72773609	72773759	id-75477	1	+	NA	NONE	5
chr4	72806852	72807002	id-75478	2.83e-07	-	ATCATATGTCCTTTGCTGGCCAGAAGGGGGCTCTG	V_CTCF_BR	37
chr4	72841028	72841178	id-75479	1	+	NA	NONE	18
chr4	72897881	72898031	id-75480	5.41e-06	+	CCAGTTTGTCTGGGGGCCCCCGCTTGGGGGCGCGA	Upstream_CTCF	11
chr4	73109010	73109160	id-75481	2.96e-05	-	AACTTCCCCCCCACCTTATCCACTAGATGGCATAT	V_CTCF_BR	5
chr4	73149233	73149383	id-75482	1	+	NA	NONE	20
chr4	73152062	73152212	id-75483	1.85e-05	-	ATAGCAAGAACATATCTGACCATGAGAGGGAGACA	Upstream_CTCF	23
chr4	73161772	73161922	id-75484	1.93e-05	+	AAAACTATGTAAATAACTTACAGTAGAGGGCACCA	V_CTCF_BR	38
chr4	73168947	73169097	id-75485	7.55e-07	-	ATCAAAGAAAAATATATGGCCACAAGGTGGCAGTA	V_CTCF_BR	40
chr4	73192177	73192327	id-75486	1	+	NA	NONE	7
chr4	73192538	73192688	id-75487	3.31e-06	+	AATCATTTAAAAGCTATTTCCAGCAGATGGCAGTA	UpstreamP1_CTCF	39
chr4	73206888	73207038	id-75488	4.01e-05	+	ACACCAATACCCTCCCTTACAAGTAGGGGGACATG	Upstream_CTCF	20
chr4	73282597	73282747	id-75489	1.64e-05	-	CGGTTCACGCTTTTTGCTACCAGCAGATGGTGTTA	V_CTCF_BR	11
chr4	73314988	73315138	id-75490	1	+	NA	NONE	4
chr4	73334747	73334897	id-75491	2.6e-06	-	GAATTTTGTATTCATTCATCCACTAGAGGGCACAA	V_CTCF_BR	35
chr4	73362017	73362167	id-75492	6.49e-06	-	ATGCCATGGTCAGGATAATCCACAAGATGGAGTTA	UpstreamP1_CTCF	27
chr4	73371053	73371203	id-75493	1.14e-06	+	ATGCAATTTGACCTATAAGTCAGTAGATGGCGCTT	UpstreamP1_CTCF	39
chr4	73393071	73393221	id-75494	3.56e-06	+	CCTGTATTTCCCACTCTAACCTCATGGGGCAAATA	Upstream_CTCF	13
chr4	73419414	73419564	id-75495	1	+	NA	NONE	2
chr4	73433580	73433730	id-75496	1	+	NA	NONE	35
chr4	73434815	73434965	id-75497	7.27e-06	+	TGCTTGGGTTCCCCGGAGCACAGCAGGGGGAAGTA	V_CTCF_BR	16
chr4	73466643	73466793	id-75498	1	+	NA	NONE	2
chr4	73568053	73568203	id-75499	3.88e-06	+	GTTTTAAAGGCCCATCCTCCCAGTAGGTGGAGCTA	V_CTCF_BR	39
chr4	73752489	73752639	id-75500	7.44e-06	-	TCTGCATAACCTCTTCATACCACAAAGGGGCAGTA	Upstream_CTCF	37
chr4	73775305	73775455	id-75501	4.7e-06	-	AGTGGTGAGAATCCTCCTACCTGTAGGGGGTGGTG	V_CTCF_BR	32
chr4	73816994	73817144	id-75502	4.88e-05	+	CTGTCATTTCCCTCTCCTACCACATGAGGCTTCTA	UpstreamP1_CTCF	37
chr4	73853568	73853718	id-75503	5.38e-05	-	AAAAGACTTCTCAATGGCAACACTAGAGGTCAGAA	V_CTCF_BR	15
chr4	73885292	73885442	id-75504	8.81e-07	-	CCAATCTTCACTAATATCACCACCAGGGGGCAATC	V_CTCF_BR	40
chr4	73887481	73887631	id-75505	7.49e-05	-	GAGTTAGAGATGATTAATGCCTCTAGGTGGTGCCT	V_CTCF_BR	38
chr4	73904696	73904846	id-75506	3.28e-07	+	CTGCATCTACAACAATGATCCACTGGAGGGAAGTA	UpstreamP1_CTCF	37
chr4	73935062	73935212	id-75507	9.66e-05	+	GCTGCCCCACCAGGGCAGGCCCGTGGCGGCGTGCA	Upstream_CTCF	19
chr4	73993672	73993822	id-75508	5.72e-07	+	CTGCAGAGATCAGGGATGGCCACAAGGGAGAGATG	UpstreamP1_CTCF	39
chr4	74008801	74008951	id-75509	9.62e-05	-	GTTTATTCTCTACATAAAGCCCATAGAGGGCAGTA	UpstreamP1_CTCF	26
chr4	74053228	74053378	id-75510	2.02e-06	+	CTGAAGTAACCAATGGAATCCTCTAGAGGGGACTT	UpstreamP1_CTCF	3
chr4	74117241	74117391	id-75511	4.3e-06	-	ACTTATATTTTTGTTAGGACCAGTAGGAGGCACCA	Upstream_CTCF	20
chr4	74122993	74123143	id-75512	1	+	NA	NONE	40
chr4	74124250	74124400	id-75513	2.6e-07	+	GGGCCCGCCACAGCCGCCACCGCCGGGGGGCTCCC	V_CTCF_BR	27
chr4	74124820	74124970	id-75514	2.53e-05	-	GCGCGCCACGGCTCAGGCGACGGCTGATGGCGTCA	V_CTCF_BR	23
chr4	74174064	74174214	id-75515	5.65e-05	-	AAGTGACTGCTATTTTCATACTCTAGAGGGAGGTG	V_CTCF_BR	38
chr4	74177312	74177462	id-75516	8.58e-06	+	ATTTTTTTTCAGTTTGAAGCCACTAGATGGCAATA	UpstreamP1_CTCF	35
chr4	74207206	74207356	id-75517	3.81e-05	+	GTGAACAATCAGTGATGCAACACAAGGTGGTGCTC	V_CTCF_BR	40
chr4	74300163	74300313	id-75518	9.78e-07	-	GTGCAGTTCTTCTACTCTTCCTCAAGGGGGACTTT	UpstreamP1_CTCF	39
chr4	74312147	74312297	id-75519	7.46e-06	-	TGGCAATGCACCTAAGTGGCCAGAGAGAGGCAGAG	UpstreamP1_CTCF	40
chr4	74312372	74312522	id-75520	1	+	NA	NONE	27
chr4	74386860	74387010	id-75521	1.37e-05	+	TTTTCAGTATCTCAGGGAGCCTGCAGGGGTGATCC	Upstream_CTCF	13
chr4	74388953	74389103	id-75522	1	+	NA	NONE	7
chr4	74439528	74439678	id-75523	2.11e-06	+	TGCATGATGGCATACTTTGTCAGTAGAGGGCGCTG	V_CTCF_BR	40
chr4	74459480	74459630	id-75524	1.26e-07	+	CATAATGGTAATGGCATGTCCACCAGAGGGCACAG	V_CTCF_BR	39
chr4	74481449	74481599	id-75525	1	+	NA	NONE	20
chr4	74483048	74483198	id-75526	3.42e-05	-	TGAGCAGCGCCTCCCAGACCCAGTGGTGGCAAGAT	Upstream_CTCF	8
chr4	74486103	74486253	id-75527	1	+	NA	NONE	15
chr4	74519479	74519629	id-75528	3.63e-05	-	AAAAAAAAAAAAGTTTACGTCACTAGAGGGCGCTG	V_CTCF_BR	38
chr4	74527326	74527476	id-75529	3.16e-05	-	TGTGCACCTCAGCATGTTTCCTGTGGGTGTCCATT	Upstream_CTCF	21
chr4	74528513	74528663	id-75530	1	+	NA	NONE	39
chr4	74537151	74537301	id-75531	1	+	NA	NONE	25
chr4	74595403	74595553	id-75532	6.49e-06	+	TGACAGTGCTGCCTTCTGACCACAAGGTGGGGCTT	UpstreamP1_CTCF	39
chr4	74669075	74669225	id-75533	4.23e-06	-	TTGAAGTTTGGGCTGTGATCCAGTAGATGGTGCCT	UpstreamP1_CTCF	7
chr4	74719086	74719236	id-75534	2.66e-05	+	CTTGGCGTTGCTGCTCCTGCCAGTTGTGGTCGCCT	V_CTCF_BR	30
chr4	74730215	74730365	id-75535	1.65e-07	-	TTGCTGTAGCACTCTGCTGCCTGCAGATGTCACCT	UpstreamP1_CTCF	38
chr4	74733623	74733773	id-75536	4.88e-05	+	AGGCGATGCTTCACTACTAAATGCAGGTGGCAGCC	UpstreamP1_CTCF	15
chr4	74735198	74735348	id-75537	3e-06	+	CTGCTCCTGCTCCTGGTAGCCGCTGGCCGGCGCGC	UpstreamP1_CTCF	11
chr4	74789178	74789328	id-75538	5.98e-05	-	TAGGACTTTTCTAAGTCTGTCACAAGGTGGCCCCA	UpstreamP1_CTCF	34
chr4	74809956	74810106	id-75539	1.99e-07	+	TAGCCGGGGAGCGCGGGGGACAGCGGGGGGCGCGG	V_CTCF_BR	13
chr4	74830787	74830937	id-75540	3.41e-07	-	ATTGCTTTGCTGGTGTCTGCCTGCAGGTGGCAGAT	Upstream_CTCF	36
chr4	74842062	74842212	id-75541	1.61e-05	-	TGGCTAGTGCCTACTCTCACCACCAGGGTGCCTGA	UpstreamP1_CTCF	10
chr4	74864544	74864694	id-75542	4.88e-05	+	GACGTTGTAACCCTGCTCCGCGGTGGAGGGAGCTG	Upstream_CTCF	27
chr4	74884517	74884667	id-75543	8.02e-05	-	TTTGTGGCAGCAGTGCCGACAGCTAGGAGGAGCCT	Upstream_CTCF	4
chr4	74904108	74904258	id-75544	1.17e-05	-	GGTCCCCGGGCCGGACGCGGCTGGGGTGGGCGCCC	V_CTCF_BR	1
chr4	74904264	74904414	id-75545	1	+	NA	NONE	39
chr4	74908513	74908663	id-75546	1.64e-06	+	ACTGCTACAACACTAGCTGCCTGCAGATGTCACCT	Upstream_CTCF	12
chr4	74921950	74922100	id-75547	4.43e-05	-	GAAAAGGTTGTAAAGTCATCCTGCAGGAGGAGCTA	V_CTCF_BR	27
chr4	74964769	74964919	id-75548	1	+	NA	NONE	37
chr4	74977891	74978041	id-75549	1	+	NA	NONE	8
chr4	75000085	75000235	id-75550	2.78e-06	-	GCTTGCTGCCTTGTTTTCGGCTCTAGATGGCGCCA	V_CTCF_BR	40
chr4	75055094	75055244	id-75551	1.04e-05	+	TGCATGTAAAGTATGTTAACCACATGATGGCAGCA	V_CTCF_BR	39
chr4	75073504	75073654	id-75552	1	+	NA	NONE	11
chr4	75094535	75094685	id-75553	7.42e-09	+	CGCTGAGGGTATTTTCTTACCACCAGAGGGCGCCA	V_CTCF_BR	40
chr4	75172471	75172621	id-75554	1.5e-05	-	CTGGGACTGCAGGTGCCTGCCACTAGGCGCTGCTA	Upstream_CTCF	26
chr4	75177541	75177691	id-75555	1.17e-05	-	AGAAAAGGCAACAAATTCACCAAAAGGTGGCAGCA	V_CTCF_BR	39
chr4	75186291	75186441	id-75556	1	+	NA	NONE	40
chr4	75236678	75236828	id-75557	8.79e-07	+	CAGCAACCCTGGTCTCTACCCACTAGATGTCAGTA	UpstreamP1_CTCF	40
chr4	75242715	75242865	id-75558	5.68e-06	+	TAGACAAACTTGTTATAAACCAGAAGAGGGCACTG	V_CTCF_BR	38
chr4	75243380	75243530	id-75559	1.73e-05	+	GGGGAAGCAAGCCCCTTTTTCACAAGGTGGCAGGA	V_CTCF_BR	2
chr4	75397706	75397856	id-75560	8.5e-06	-	TTTGTGATACTTCTCATGGTCAAAAGATGGCAGTG	Upstream_CTCF	40
chr4	75402385	75402535	id-75561	6.19e-06	+	GTGGTGTTAGATTTTGTGTACACTAGGTGGCATCT	UpstreamP1_CTCF	25
chr4	75407410	75407560	id-75562	1	+	NA	NONE	10
chr4	75548375	75548525	id-75563	9.39e-07	-	CATGTCATGTCACATCATGCCAGTAGGTGACACCA	Upstream_CTCF	40
chr4	75596420	75596570	id-75564	1.04e-05	-	TCCAAGCTCCTGCCTTTAGCCTCTGGGGGGCATCG	V_CTCF_BR	40
chr4	75601005	75601155	id-75565	1.85e-08	-	CTGCAGGACTTAGACGTTACCACAAGAGGGTGCAA	UpstreamP1_CTCF	40
chr4	75617120	75617270	id-75566	7.73e-05	-	GATCTCATGTCCTGAGCTGCCAGCAGGGGGGCTTC	Upstream_CTCF	11
chr4	75694606	75694756	id-75567	1	+	NA	NONE	7
chr4	75719090	75719240	id-75568	4.23e-06	+	CTGCTGTGCGCACAAGTCAGCAGCTGGCGGCCTGC	UpstreamP1_CTCF	33
chr4	75719834	75719984	id-75569	6.21e-06	-	ACAGTCAGTCAGGTGAGACCCAGCAGGGGGAGTGG	Upstream_CTCF	40
chr4	75730986	75731136	id-75570	1	+	NA	NONE	14
chr4	75756255	75756405	id-75571	7.73e-06	-	TAAAAATACTGCCTGAAAGCCAGCAGAGGGAGACA	V_CTCF_BR	39
chr4	75800091	75800241	id-75572	8.61e-08	+	AGTGATTGATCCTTCTTGACCACCAGATGGCAGTA	V_CTCF_BR	39
chr4	75829829	75829979	id-75573	3.4e-06	-	CCTTACTTCCCTGGACTTGCCAGAGGAGGGAGCAA	V_CTCF_BR	2
chr4	75858082	75858232	id-75574	8.81e-07	+	GGTCTCGTGTCTTGACTGTCCAGCAGAGGCCGCTC	V_CTCF_BR	40
chr4	75895435	75895585	id-75575	4.17e-05	+	CTTGTACCTCACCAGTCAGGCCAGAGGAGGCACTG	Upstream_CTCF	28
chr4	75973545	75973695	id-75576	1	+	NA	NONE	32
chr4	75981590	75981740	id-75577	1	+	NA	NONE	3
chr4	76043347	76043497	id-75578	4.7e-05	-	TGTGATTTAAGCTTCATCGGCATTAGGGGGCACCC	Upstream_CTCF	12
chr4	76051391	76051541	id-75579	1	+	NA	NONE	2
chr4	76215127	76215277	id-75580	6.73e-07	-	ATGCACTCAATCTTGGCTTCCACTTGGGGGCAGAA	UpstreamP1_CTCF	36
chr4	76358017	76358167	id-75581	4.85e-07	+	CTGCAGAAGAGCTATGAGGCCAGCAGGGGTCTCCT	UpstreamP1_CTCF	40
chr4	76394110	76394260	id-75582	6.05e-06	-	CTTTAAATGTTGTTTCCTGACAGCAGAGGGTGCCA	V_CTCF_BR	30
chr4	76415487	76415637	id-75583	1.47e-05	-	CTTTATGTAGTTTTTCCCAACACTAGATGGCAGGC	V_CTCF_BR	29
chr4	76439519	76439669	id-75584	1.84e-05	+	CTCTAGCACACCCCTCCCAGCCCCAGCGGCCACTA	UpstreamP1_CTCF	18
chr4	76439901	76440051	id-75585	1	+	NA	NONE	26
chr4	76480698	76480848	id-75586	3.29e-05	-	TCTGCTCTGCTTTTGTCCAGGAGGTGAGGGCAGCA	Upstream_CTCF	29
chr4	76498844	76498994	id-75587	1	+	NA	NONE	6
chr4	76579150	76579300	id-75588	4.01e-05	+	TCCAGAGGAAGAAACAGTACCACTAGGAGGCAGGT	V_CTCF_BR	38
chr4	76623526	76623676	id-75589	5.68e-06	-	GGCATAGTCAATGGGCTAACCTCTAGGTGTCAGCA	V_CTCF_BR	5
chr4	76630680	76630830	id-75590	1	+	NA	NONE	4
chr4	76633657	76633807	id-75591	3.88e-06	-	GCTTCCACCAGCATAATTGCCTCTAGGAGGCACTG	V_CTCF_BR	38
chr4	76649229	76649379	id-75592	2.11e-06	-	GACACCCCTCATTCCACTGCCACTGGAGGGCGCAT	V_CTCF_BR	40
chr4	76769521	76769671	id-75593	1.55e-05	-	TACATTATTTTTTTAAGAGCCACTAGATGTCGCTC	V_CTCF_BR	40
chr4	76770745	76770895	id-75594	4.68e-05	-	CCTCACTGCCTCCTCTCGGGCACCAGCTTGCCTTA	UpstreamP1_CTCF	3
chr4	76813768	76813918	id-75595	1.85e-05	+	CATGCAGTCCCCCACATGGCCACTGGGCCTCTCAT	Upstream_CTCF	39
chr4	76816991	76817141	id-75596	5.51e-07	+	AAAAAAATTGTTAGATTGGCCACTAGAGGGAGCTC	V_CTCF_BR	40
chr4	76837260	76837410	id-75597	9.71e-06	+	GGTGTAATTTTGCAGCATGGCACAAAGGGGCAGCA	Upstream_CTCF	40
chr4	76862187	76862337	id-75598	6.84e-06	-	TAGTGGATGCGCGGCGGGGACGGGAGGTGTCGCCG	V_CTCF_BR	23
chr4	76906283	76906433	id-75599	1	+	NA	NONE	2
chr4	76917033	76917183	id-75600	8.81e-07	+	AAAAAAACTGTTAGATTAGCCACTAGAGGGAGCTC	V_CTCF_BR	39
chr4	76936106	76936256	id-75601	1	+	NA	NONE	4
chr4	76958154	76958304	id-75602	2.1e-05	-	TAGCTTTCCACCATGGCCACCATTGGAGGGCAGCA	UpstreamP1_CTCF	3
chr4	76988926	76989076	id-75603	8.81e-07	-	CCTCGGGGAAGGCCAATGACCGCTAGAGGTCAGCA	V_CTCF_BR	40
chr4	77008450	77008600	id-75604	2.53e-05	-	TTTTGATCCTGACTTTCCATCTCTAGATGGCGGCA	V_CTCF_BR	40
chr4	77016863	77017013	id-75605	5.67e-06	-	GGTGCAGCCTGGGGACCAGGCACCAGGGGGATTTT	Upstream_CTCF	5
chr4	77027059	77027209	id-75606	1	+	NA	NONE	6
chr4	77029704	77029854	id-75607	1	+	NA	NONE	16
chr4	77101091	77101241	id-75608	3.06e-08	+	AACATGTGGGCATCTTTGGCCACAAGGTGGCGCTA	V_CTCF_BR	40
chr4	77120975	77121125	id-75609	2.44e-07	+	AAAGCACCTCAACCTCCTGCCACAAGATGGCCCAG	Upstream_CTCF	18
chr4	77167299	77167449	id-75610	1.84e-05	-	TTGTAGAGAGTGGCTGGAGCCACCAGAGCACAGCA	UpstreamP1_CTCF	11
chr4	77172947	77173097	id-75611	8.89e-06	+	AGGGCGCATCCCACGCGGGCCGCGCGGGGGCGCCT	Upstream_CTCF	37
chr4	77196973	77197123	id-75612	1	+	NA	NONE	5
chr4	77200719	77200869	id-75613	6.51e-05	+	GGAATGATTTACATTATCGACTATAGGTGGCACCA	V_CTCF_BR	10
chr4	77227202	77227352	id-75614	1	+	NA	NONE	21
chr4	77228358	77228508	id-75615	4.17e-05	+	CCGGCGGGGATGAGCTCCTCCACTTGGCGGCGCTT	Upstream_CTCF	37
chr4	77259774	77259924	id-75616	4.7e-06	-	AGTTCTGACTTAAACCCTGCCACCAGGTGCAGCTG	V_CTCF_BR	2
chr4	77296022	77296172	id-75617	2.4e-05	-	CAACTACAAAACAAATGTTCCTGCAGGGGGCTGGA	V_CTCF_BR	9
chr4	77299267	77299417	id-75618	8.34e-07	-	CCGCTATCACTCCAGCCGGCCACAGGAGGGGGCTG	UpstreamP1_CTCF	40
chr4	77342539	77342689	id-75619	1.84e-06	-	TTAGGAGGCTGTGGGAGAAGCGGCAGAGGGCGCCG	V_CTCF_BR	14
chr4	77347540	77347690	id-75620	2.91e-05	-	AATGCTGTTCCTCTGAGAGCCACATGGCTGCTCCC	Upstream_CTCF	36
chr4	77352046	77352196	id-75621	1.97e-06	+	GATTAGTGAGCCAGAATAGCCAGTAGATGTCGCTC	V_CTCF_BR	40
chr4	77356875	77357025	id-75622	8.02e-05	+	AACGGAGTAGAGATGTATACCACTTGGGGGCTTCA	Upstream_CTCF	14
chr4	77369048	77369198	id-75623	1	+	NA	NONE	8
chr4	77426136	77426286	id-75624	1.95e-07	-	TTTGTACATTCTCTCATGTCCACAAGAGGGCACCA	Upstream_CTCF	39
chr4	77432331	77432481	id-75625	5.34e-06	+	TTAGACTTTTGTCTCCTAAACACAAGGTGGCAGCA	V_CTCF_BR	40
chr4	77506540	77506690	id-75626	6.51e-05	-	AGTTTGGTATTTGCCCCAGACTGTAGGGGTCAGCT	V_CTCF_BR	7
chr4	77507191	77507341	id-75627	1	+	NA	NONE	22
chr4	77532319	77532469	id-75628	1	+	NA	NONE	9
chr4	77537101	77537251	id-75629	1.97e-06	+	TATGGGAAAGCAGGATTAGACTCCAGAGGGCAGAA	V_CTCF_BR	2
chr4	77548330	77548480	id-75630	1.02e-07	+	GTGAACTTCTGGAGAGCAGCCTGCAGGGGGAGATC	UpstreamP1_CTCF	39
chr4	77561481	77561631	id-75631	4.68e-05	-	TGGCTGCTAATCAAACACGCCAGCAGGTGAGCGTG	UpstreamP1_CTCF	5
chr4	77602232	77602382	id-75632	1	+	NA	NONE	28
chr4	77640085	77640235	id-75633	1.48e-05	-	TAGAGCTTCTCCCCTCTATCCAGCAGATGGTGAGG	UpstreamP1_CTCF	12
chr4	77644682	77644832	id-75634	3.31e-06	-	GTGCAATGAGGTGGGAGAGGCAGAGGAGGGAGACA	UpstreamP1_CTCF	33
chr4	77654744	77654894	id-75635	3.05e-07	-	ACTGATGTGGCACACTGGACCACTAGATGCCACTG	Upstream_CTCF	26
chr4	77665496	77665646	id-75636	1.19e-06	-	CTGGCTGCTGTGCAGGAGACCAGGAGAGGGAGGAA	V_CTCF_BR	11
chr4	77669969	77670119	id-75637	5.34e-06	-	GCAACCTACTATTGTCAGGCCACGTGGTGGCACTC	V_CTCF_BR	38
chr4	77679564	77679714	id-75638	5.68e-06	-	AGGACAATGCTTATTTCCACCAGGAGATGGCGCAT	V_CTCF_BR	38
chr4	77693682	77693832	id-75639	1	+	NA	NONE	5
chr4	77705539	77705689	id-75640	1	+	NA	NONE	33
chr4	77723524	77723674	id-75641	1	+	NA	NONE	15
chr4	77732947	77733097	id-75642	9.84e-06	-	ATTCTGGTCTCCAGATTGCTCAGCAGAGGGTAGGC	UpstreamP1_CTCF	13
chr4	77816878	77817028	id-75643	3.65e-05	-	ACCTTGCAGCCATTCACGGCCACCAGGGGGTCATC	UpstreamP1_CTCF	21
chr4	77868623	77868773	id-75644	4.01e-05	+	TTTGCAACTGCCCTTACATCCGGTTGGTGGTGTGT	Upstream_CTCF	18
chr4	77870283	77870433	id-75645	1	+	NA	NONE	27
chr4	77871396	77871546	id-75646	1.47e-05	+	TTTCCTCCAGTCTCCCCCGCGCCGAGGGGGCGCTC	V_CTCF_BR	18
chr4	77904166	77904316	id-75647	2.97e-06	-	GGGATTATGCAGAGCGTGTACACCAGGGGGCTGGG	V_CTCF_BR	36
chr4	77905432	77905582	id-75648	1.37e-05	-	TTTTCAGTTACAGTAATGGCCATGTGATGGCAGTC	Upstream_CTCF	39
chr4	77908367	77908517	id-75649	1	+	NA	NONE	18
chr4	77909038	77909188	id-75650	7.55e-07	-	GCTGAGATGAAACCATGGGGCAGCAGAGGGCAGAG	V_CTCF_BR	21
chr4	77911565	77911715	id-75651	1.09e-06	+	CTGTCCGGAACTGGGCTGGCCAGCAGGAGGCGAGT	UpstreamP1_CTCF	20
chr4	77932940	77933090	id-75652	1.32e-05	-	CAGGGACTTTAGTGAATGTCCAGTAGGGGCAATAA	Upstream_CTCF	28
chr4	77942501	77942651	id-75653	1.31e-05	-	TGGACAATCCTCTCCTCGACCAGGAGGTGGTGAAC	V_CTCF_BR	19
chr4	77944122	77944272	id-75654	3.63e-06	+	GCAAGCCCAGAGTAACTGCCCACCAGGAGGAGGTG	V_CTCF_BR	14
chr4	77951045	77951195	id-75655	1	+	NA	NONE	6
chr4	77965799	77965949	id-75656	8.21e-06	-	ATAATGCTATGAGTTTTGGCCACTAGATGGTGCTT	V_CTCF_BR	38
chr4	77966750	77966900	id-75657	1.19e-06	+	GGAGCGACAGGTTTTTTAACCACCAGGAGGCACAA	V_CTCF_BR	36
chr4	77968313	77968463	id-75658	8.13e-06	+	ACTGCAATACCTTTTTCAGACTGCAAAGGGAGCTC	Upstream_CTCF	39
chr4	77973545	77973695	id-75659	3.97e-07	+	AGCCATCCCAGAATGGTGACCAACAGGTGGCGCAA	V_CTCF_BR	40
chr4	78016616	78016766	id-75660	4.34e-07	+	ATGTGCTGACCTTGGCATGCCACTAGGGGGCCGCT	UpstreamP1_CTCF	40
chr4	78042155	78042305	id-75661	1.56e-06	+	GTGTTCTTCCCTGTATTAGTCAGCAGAGGGTGTGC	UpstreamP1_CTCF	32
chr4	78053258	78053408	id-75662	2.6e-06	-	GCGAGACTAAAGAGAATGGCCAGGAGGAGGAGCCA	V_CTCF_BR	16
chr4	78079520	78079670	id-75663	8.33e-05	-	AGGGCTGAGGCCAGTACCTCCAGCAAGGGTCGCCC	Upstream_CTCF	17
chr4	78095741	78095891	id-75664	1.93e-05	+	GGTGACTGGGAGCTGCTGCCCTCCTGGTGGTGGAA	V_CTCF_BR	13
chr4	78111316	78111466	id-75665	9.31e-05	-	TAGTCATCACTCTTCAAGGCCAGAGGATGGGGCCC	Upstream_CTCF	6
chr4	78124873	78125023	id-75666	2.84e-05	-	AACCAGTTTTAAACTGCCATCAACAGGGGGCGCTT	UpstreamP1_CTCF	40
chr4	78149268	78149418	id-75667	8.91e-07	-	CATGCTATGAGACTAGTTTCCTCCAGGTGGCATAA	Upstream_CTCF	5
chr4	78161760	78161910	id-75668	3.42e-08	+	ACTGAGTTCAGGGCTTTGGCCAGGAGAGGGCAGTA	V_CTCF_BR	40
chr4	78170602	78170752	id-75669	5.08e-07	-	ATGCCAGATATCCATCTTGCCACCAGGGGGTAGAG	V_CTCF_BR	14
chr4	78198568	78198718	id-75670	5.37e-06	-	ATGCCAGATATCCCTCTTGCCACCAGGGGGATATT	UpstreamP1_CTCF	4
chr4	78227034	78227184	id-75671	6.67e-08	-	TTGCATTGTTGCATAATTACCAGGAGGTGGCAGAG	UpstreamP1_CTCF	10
chr4	78230129	78230279	id-75672	8.81e-07	-	TGCTTTAGACCTTTATCAGCCTGTAGATGGCACCA	V_CTCF_BR	40
chr4	78279602	78279752	id-75673	2.11e-06	-	GTGGAGAGATTAGTTTCTTCCACTAGGTGGCAGAA	V_CTCF_BR	40
chr4	78298032	78298182	id-75674	1.93e-05	+	AACTGGGTGTGTTCTTTGATCAGATGGGGGCGCTC	V_CTCF_BR	6
chr4	78306645	78306795	id-75675	3.06e-08	+	ACCTGATTCACTGTGTTGGCCAGAAGAGGGCAGCA	V_CTCF_BR	40
chr4	78339616	78339766	id-75676	1.73e-05	-	TGTGAGTAAGGTGGAATAGCAGCAAGAGGGCAGCA	V_CTCF_BR	38
chr4	78352115	78352265	id-75677	7.9e-07	-	AGGCATTGTGCCTCTTTGGGCAGTAGGAGGAGCCA	UpstreamP1_CTCF	21
chr4	78353969	78354119	id-75678	1.83e-05	-	AAACACAGTAACCCTTTCCCCAAAAGAGGGCGCAA	V_CTCF_BR	27
chr4	78354655	78354805	id-75679	1.74e-07	-	TGTGAATTTCCTTGTATCACCAGAAGAGGGCAAAG	Upstream_CTCF	40
chr4	78385278	78385428	id-75680	1.16e-05	-	GTTGCCTCTGTAGATTCCACCTCTAGGGGCAGGGC	Upstream_CTCF	7
chr4	78386562	78386712	id-75681	4.7e-08	+	CCCAAGTTCAGTGCTTTGGCCAGGAGATGGCAGCG	V_CTCF_BR	36
chr4	78394798	78394948	id-75682	4.88e-08	-	GTGTAATTCAATCTTCTGTCCAGAAGGTGGTGCTG	UpstreamP1_CTCF	38
chr4	78499447	78499597	id-75683	4.65e-05	-	TGATCTTAACTGCTTCCTGCTGACAGGGGGCGCTG	V_CTCF_BR	34
chr4	78520669	78520819	id-75684	3.41e-07	-	TTTGCAATCACTTTGACCACCACTAGGGGCCTGAA	Upstream_CTCF	40
chr4	78522146	78522296	id-75685	1.32e-05	-	GTGGTGATTCCCCAAGAGACTGCTAGGTGGCAGCA	Upstream_CTCF	40
chr4	78527757	78527907	id-75686	8.71e-06	+	CGGGGCTTTCCCATGGCTCCCGGCAGAGGTAGCTC	V_CTCF_BR	6
chr4	78539913	78540063	id-75687	6.74e-08	-	ATGGTATTTCTGGCAGTAGCCACCAGAGGGTGCTA	Upstream_CTCF	40
chr4	78540627	78540777	id-75688	4.88e-05	-	TTCCACATTACACCATTCACCACTGGATGCCAGCA	V_CTCF_BR	19
chr4	78619558	78619708	id-75689	3.4e-06	-	GCTTGCCACTTCCTTGGTAACACCAGAGGGCAACA	V_CTCF_BR	40
chr4	78620904	78621054	id-75690	1.35e-05	+	CTGCATCTCCAGAGTGGAGGCTGTAGGGGCAGTGT	UpstreamP1_CTCF	34
chr4	78649719	78649869	id-75691	1	+	NA	NONE	16
chr4	78656243	78656393	id-75692	1	+	NA	NONE	16
chr4	78739417	78739567	id-75693	6.49e-06	+	CGGCGCGTACACGCCTCTCCCCCTAGGAGGCAGGA	UpstreamP1_CTCF	40
chr4	78779790	78779940	id-75694	1	+	NA	NONE	1
chr4	78783380	78783530	id-75695	1	+	NA	NONE	33
chr4	78784221	78784371	id-75696	1	+	NA	NONE	25
chr4	78803177	78803327	id-75697	1.48e-05	-	CTGCAATGACTCAACGCTGCCACTGTAGTGCAAAT	UpstreamP1_CTCF	18
chr4	78880831	78880981	id-75698	5.72e-07	+	AAGTAGTCAATAACAGAGTCCAGTAGGTGGCGATA	UpstreamP1_CTCF	40
chr4	78915418	78915568	id-75699	4.21e-05	+	TTCAGAGATCCAAATCCAGCAGCCAGAGGGAGCCT	V_CTCF_BR	18
chr4	78915724	78915874	id-75700	1	+	NA	NONE	39
chr4	78943891	78944041	id-75701	1	+	NA	NONE	5
chr4	78953645	78953795	id-75702	3.81e-05	+	CAGGAACCCAAAACAATAGAGGCCAGGTGGCAGCA	V_CTCF_BR	10
chr4	78977479	78977629	id-75703	2.19e-05	-	CCAGCTGCGCCCCCAGATGCCAATGGCTGGGAAAG	Upstream_CTCF	27
chr4	78978404	78978554	id-75704	1	+	NA	NONE	23
chr4	78980851	78981001	id-75705	1.01e-05	+	AAGGCATTATTATTAAGAGCCTGCAGGGTGCGCTC	Upstream_CTCF	40
chr4	79092727	79092877	id-75706	8.21e-05	-	TCACAGGCTAGGCAAAGAACCTGAGGATGGTGGCG	V_CTCF_BR	13
chr4	79119168	79119318	id-75707	6.75e-05	+	TTGCAGGAGAGTGACAGTTCCATGAGAGGCCAGAC	UpstreamP1_CTCF	0
chr4	79215285	79215435	id-75708	1	+	NA	NONE	23
chr4	79217446	79217596	id-75709	6.49e-06	+	CTTCAATTGGCAAAGGGAGGCAGTAGCAGGCAGAG	UpstreamP1_CTCF	14
chr4	79232637	79232787	id-75710	1	+	NA	NONE	13
chr4	79244673	79244823	id-75711	2.01e-05	+	GGTGTCAATCTAGATGAGGTCTGTAGGGGGAGGGG	Upstream_CTCF	2
chr4	79438331	79438481	id-75712	3.45e-05	-	GAACGCCTTAAAATTCTCTTCAGTAGATGGCAGTA	V_CTCF_BR	39
chr4	79442204	79442354	id-75713	1	+	NA	NONE	6
chr4	79471993	79472143	id-75714	1	+	NA	NONE	13
chr4	79472979	79473129	id-75715	7.15e-05	-	CCAAGCCACCCGTCAGCAGGCGGCTGTGGGCGAGG	V_CTCF_BR	9
chr4	79481291	79481441	id-75716	1	+	NA	NONE	10
chr4	79513652	79513802	id-75717	5.28e-05	-	AGAGCCCTACTCTATACTGCCTCCTGTGGGTGGGT	Upstream_CTCF	37
chr4	79533673	79533823	id-75718	2.81e-06	+	TTTTTATTGCCTCCAATTTCCACAAGGTGGCATGT	Upstream_CTCF	40
chr4	79566005	79566155	id-75719	1.95e-07	+	CCTGCAGTACAGTCCATTACAGCCAGGGGAAGCAG	Upstream_CTCF	39
chr4	79590716	79590866	id-75720	4.71e-06	-	AAAGCAATTCTCTCATCCACCATTAGTGGGCCATC	Upstream_CTCF	36
chr4	79612555	79612705	id-75721	7.73e-05	+	ACTGTTCTGCACAAAACTTCCACCAGGCTTCTCAT	Upstream_CTCF	10
chr4	79669803	79669953	id-75722	1	+	NA	NONE	10
chr4	79697153	79697303	id-75723	8.21e-06	+	CCCCCCCCGCCAACGGCCACGAGTGGCGGGCGGCG	V_CTCF_BR	1
chr4	79697542	79697692	id-75724	2.38e-07	-	CCGGCGCGCAGCCGGGCGTCCGCGAGGGGTCGCCG	V_CTCF_BR	13
chr4	79698206	79698356	id-75725	5.3e-05	-	CTGCAGGGTCCTATGCCCTGCAGCGCGGGTGGAGG	UpstreamP1_CTCF	13
chr4	79785686	79785836	id-75726	1.38e-06	-	TTCCCAATATCTGTGTGTACCACAAGAGGGAGCCC	V_CTCF_BR	40
chr4	79844734	79844884	id-75727	5.52e-05	-	CTGATCATGTGAGTTGAGTCCAGTAGGTGGTGTTG	UpstreamP1_CTCF	28
chr4	79873138	79873288	id-75728	2.94e-06	+	TCAGTTATTATACAGTCCTCCTGCAGATGGCACTC	Upstream_CTCF	40
chr4	79875341	79875491	id-75729	5.48e-05	+	GCTGTAACGCAACATATCGTTGGTAGGGGGCAATG	Upstream_CTCF	40
chr4	79963349	79963499	id-75730	4.14e-06	+	GTTCCCACTGTTAATTTCAGCACCAGAGGGAGCTG	V_CTCF_BR	39
chr4	80163059	80163209	id-75731	4.01e-05	+	GGCATGATGTTAAACATTGTCAATAGAGGGCACTG	V_CTCF_BR	35
chr4	80206158	80206308	id-75732	6.86e-07	+	TTTGCAGCATTGGACAGAACCAGTAGATGGTGGTC	Upstream_CTCF	7
chr4	80219254	80219404	id-75733	1.38e-06	-	TAGAACAGCTCAGGGGAGACCTGCAGGGGGCAGCT	V_CTCF_BR	6
chr4	80241918	80242068	id-75734	3.45e-05	+	AGGTATTTGAACTCCAGCTCCACAGGAGGGAGCAC	V_CTCF_BR	15
chr4	80273636	80273786	id-75735	1	+	NA	NONE	36
chr4	80274501	80274651	id-75736	1	+	NA	NONE	24
chr4	80497691	80497841	id-75737	2.27e-05	-	CATCTAGTACAATTTCCAATCAGTAGAGGGCTCCC	V_CTCF_BR	40
chr4	80560019	80560169	id-75738	8.21e-06	-	GATGTCAGGAGGAGTATGGCAGGCAGAGGGAGCAG	V_CTCF_BR	0
chr4	80684762	80684912	id-75739	1.64e-05	+	CCATGTCTCACCTTTTCGGCCCACTGGGGGCGGCA	V_CTCF_BR	13
chr4	80741756	80741906	id-75740	1	+	NA	NONE	12
chr4	80838442	80838592	id-75741	4.7e-08	+	GACCCAGAGCCTTCCCCAACCACAAGGTGGCAGCC	V_CTCF_BR	39
chr4	80884010	80884160	id-75742	1	+	NA	NONE	0
chr4	80947381	80947531	id-75743	1.81e-06	+	CTTGCACTTCTCTCTCCTGCCACCATGTGAAGGTC	Upstream_CTCF	21
chr4	80954851	80955001	id-75744	1	+	NA	NONE	27
chr4	80993452	80993602	id-75745	3.4e-06	-	CGAGGGAGGTCCAGGGTCTCCTGGTGAGGGCGGCA	V_CTCF_BR	14
chr4	80993905	80994055	id-75746	4.03e-06	-	CTGCAGGAACTCTCCGGAATCGGGAGGGGGAGGAC	UpstreamP1_CTCF	27
chr4	81002842	81002992	id-75747	1	+	NA	NONE	4
chr4	81045505	81045655	id-75748	1	+	NA	NONE	3
chr4	81046668	81046818	id-75749	1.64e-07	+	TGTTCAATTGCTGGCTTCTCCACCAGATGGCAAAC	Upstream_CTCF	40
chr4	81100752	81100902	id-75750	1	+	NA	NONE	1
chr4	81105352	81105502	id-75751	1	+	NA	NONE	39
chr4	81123429	81123579	id-75752	2.17e-09	+	GCAGCGGCGGCGGCGGCGGCCACCAGGAGGCGGAG	V_CTCF_BR	34
chr4	81136716	81136866	id-75753	5.01e-06	-	AGATGATTCCGCCTGTCTTCCACTAGGTGGCAATA	V_CTCF_BR	38
chr4	81142430	81142580	id-75754	7.82e-06	+	TATCAGTGAAGCTAAGAGCCCACTAGAGGTCACTT	UpstreamP1_CTCF	36
chr4	81184915	81185065	id-75755	7.27e-06	+	GGGGAAAGCTGAGATGTCCCCAGCAGGGGGCTTTG	V_CTCF_BR	20
chr4	81188155	81188305	id-75756	1.26e-05	+	AGAGCAGTTTCCAGTGGAGCCCCTCGGGGCGCCGG	Upstream_CTCF	13
chr4	81243007	81243157	id-75757	3.56e-06	-	CAGGCAGTACTTTCCACGGCCAAAGGGGGCTGGGT	Upstream_CTCF	16
chr4	81244030	81244180	id-75758	5.13e-05	-	AATACATTTAGCTCAACTTCCTGTGGGTGGCACTC	V_CTCF_BR	34
chr4	81257042	81257192	id-75759	4.7e-06	-	CTGACAGCTGAGCTGTCCAGCGCCAGGGGGCGACC	V_CTCF_BR	39
chr4	81257913	81258063	id-75760	1	+	NA	NONE	38
chr4	81282586	81282736	id-75761	1.03e-05	+	TTTCTATTAAAGATTAATTCCACTAGGTGGAGATA	UpstreamP1_CTCF	31
chr4	81283856	81284006	id-75762	1.97e-06	+	AGGATGAAACCCTGGCCCGCCAGTTGGTGGAGCTA	V_CTCF_BR	40
chr4	81287193	81287343	id-75763	2.73e-07	+	AGTGTTGTTGACAGCAGGGCCAGCAGATGGTGTCC	Upstream_CTCF	40
chr4	81381343	81381493	id-75764	6.49e-06	+	ACTGGAGTTTGGGGTAGGAGGGGTAGGGGGAGCCG	Upstream_CTCF	9
chr4	81514239	81514389	id-75765	8.89e-06	+	GGTGCTATTCTTTGGACCAACTGTAGGTGTCTGAC	Upstream_CTCF	32
chr4	81540362	81540512	id-75766	5.01e-06	+	AACTATTTGAACCAAAATGCCACAAGGTGGCAGTG	V_CTCF_BR	35
chr4	81567246	81567396	id-75767	1	+	NA	NONE	1
chr4	81911206	81911356	id-75768	2.44e-07	-	AAAGTTTTGCTAAACTTGACCACTAGGTGGCAAAC	Upstream_CTCF	40
chr4	81961321	81961471	id-75769	4.21e-05	-	TGATGCCAAAATGTGACTACCAATAGGTGGTGCTA	V_CTCF_BR	40
chr4	81973737	81973887	id-75770	3.4e-06	-	AAGAAGACCACACCATTGGCCACTGGGGGTCACTG	V_CTCF_BR	40
chr4	81991020	81991170	id-75771	7.1e-09	+	TTTCAGTTCACTACTGTGACCACTAGAGGGAGCGC	UpstreamP1_CTCF	40
chr4	82005288	82005438	id-75772	2.84e-05	+	GAGAAGCAGCTATATTTGCACTCCAGGGGACAGTA	UpstreamP1_CTCF	36
chr4	82137225	82137375	id-75773	3.28e-05	+	ACTCTCTTGGGTTTTTAAACCACATGGTGGCAGTG	V_CTCF_BR	13
chr4	82181700	82181850	id-75774	2.11e-06	-	AGGAAAAAATCCCCTTTTTCCAGTAGGGGGAGCTG	V_CTCF_BR	39
chr4	82272923	82273073	id-75775	3.42e-08	-	GAAGCCGCATTTACTTTAGCCACTAGAGGGCAGCA	V_CTCF_BR	40
chr4	82291184	82291334	id-75776	1	+	NA	NONE	18
chr4	82293639	82293789	id-75777	1	+	NA	NONE	8
chr4	82297033	82297183	id-75778	3.81e-05	-	TAAACTCAACCCACACCCACCCACAGAGGGAGCAC	V_CTCF_BR	31
chr4	82325572	82325722	id-75779	3.16e-06	-	CTCCACCTCTCCCAAACATCCAGCAGAGGAGGCCA	UpstreamP1_CTCF	26
chr4	82327048	82327198	id-75780	2.27e-06	+	GGACTTCTTTTCACATCTCCCACAAGGTGGCAGCA	V_CTCF_BR	39
chr4	82327312	82327462	id-75781	5.67e-06	+	AGCGCTATCCTTGTTTCCACCACTTGATGGCAATA	Upstream_CTCF	23
chr4	82346363	82346513	id-75782	7.82e-06	-	ATTCATCTTTCAACCATCTACACCAGGGGTCAGCA	UpstreamP1_CTCF	2
chr4	82388657	82388807	id-75783	7.97e-09	+	CATGCAGTTCCTAAACCGGACAGTAGATGGCTCCT	Upstream_CTCF	40
chr4	82393493	82393643	id-75784	1	+	NA	NONE	36
chr4	82426411	82426561	id-75785	1	+	NA	NONE	3
chr4	82609366	82609516	id-75786	2.97e-06	-	TCCTCTACCCAGCTGACATCCAGCAGAGGGAGATC	V_CTCF_BR	25
chr4	82626787	82626937	id-75787	2.18e-07	-	AGGGCAGTTCTCCCCAGAGCCTCTGGAGGGAGAGA	Upstream_CTCF	19
chr4	82637028	82637178	id-75788	2.31e-06	+	CCTGACCGGCAGACACCTCCCAGCAGGGGTCGACA	Upstream_CTCF	6
chr4	82657619	82657769	id-75789	1.43e-05	-	CAGGCCATGGTTCAAACTTCCACTTGGTGGCTCCA	Upstream_CTCF	9
chr4	82765955	82766105	id-75790	3.66e-06	-	TTGTAATTTGCGGGCACCACCACTAAATGTCGCTA	UpstreamP1_CTCF	39
chr4	82834618	82834768	id-75791	5.3e-05	+	CTGCTTCTTGTAATATCTGCCAGTAGGGGCGCTAG	UpstreamP1_CTCF	39
chr4	82840502	82840652	id-75792	5.3e-05	-	GTTCCCTTACTGCTCCTTACCACTAGGAGTCCTGA	UpstreamP1_CTCF	38
chr4	82841087	82841237	id-75793	8.64e-05	+	AGTGCATGGGCTCAGTGGGCCACCTAGTGGGGCAG	Upstream_CTCF	15
chr4	83045193	83045343	id-75794	6.21e-05	+	AATACAAGAAGCCACACATACCCTAGAGGGCAGTG	V_CTCF_BR	8
chr4	83123305	83123455	id-75795	1.41e-06	-	GGTCACTGCAGTCATATCTGCACTAGAGGGCGCCC	UpstreamP1_CTCF	40
chr4	83139593	83139743	id-75796	1.96e-07	-	ACTCAGTTGCCCAGGCCTCCCAGTAGGTGGCAGAG	UpstreamP1_CTCF	39
chr4	83170452	83170602	id-75797	1	+	NA	NONE	1
chr4	83189848	83189998	id-75798	1.15e-07	-	TGTAGCTGGCATGTGAGAGCCAGCAGAGGGAGCAC	V_CTCF_BR	39
chr4	83197094	83197244	id-75799	1.03e-06	+	CCCCAGCTCCCCTGCTCTATCACCAGGTGGAGCCC	V_CTCF_BR	19
chr4	83205979	83206129	id-75800	1	+	NA	NONE	23
chr4	83206434	83206584	id-75801	3.39e-10	-	CGTGCAGCGCCAGCTCTGTCCCCTAGGTGGCGCAC	Upstream_CTCF	40
chr4	83281819	83281969	id-75802	4.02e-07	-	GTGGCAGTATCTTAAAAGCCCACAAGATGGAGATG	Upstream_CTCF	39
chr4	83301483	83301633	id-75803	1	+	NA	NONE	8
chr4	83309725	83309875	id-75804	1.73e-05	-	GCCAGCCTCCCCAGAAGGGCCACAGGGTGGCATCT	V_CTCF_BR	20
chr4	83350612	83350762	id-75805	3.42e-08	-	CGCTCGCTCCCAGCTCCGCCCGGCAGGGGGCGCGC	V_CTCF_BR	40
chr4	83351495	83351645	id-75806	9.81e-06	+	CTCCCGCTCGCTCAACCTGTCTGCGGAGGGCGCGC	V_CTCF_BR	11
chr4	83383661	83383811	id-75807	1.09e-07	+	GATGCACGGCAGCCTTTCCCCAGCAGATGGTGCTG	Upstream_CTCF	40
chr4	83391018	83391168	id-75808	1	+	NA	NONE	15
chr4	83450118	83450268	id-75809	2.5e-05	+	TGGTAATAGAGGGAACATGAAAGCAGGGGGCAGTC	UpstreamP1_CTCF	9
chr4	83476572	83476722	id-75810	1.08e-05	+	GGGCGTTAACCTTCAGAGACCACAGGCTGGCAGCA	UpstreamP1_CTCF	31
chr4	83482937	83483087	id-75811	4.94e-06	-	CCTGCCTGGGCCCGTCGCGCAGCCAGGGGGCGTCC	Upstream_CTCF	17
chr4	83483391	83483541	id-75812	1	+	NA	NONE	27
chr4	83483816	83483966	id-75813	5.68e-06	-	AAGGCCGGTTGATAGAGAGCCACCTGTTGGAGGCC	V_CTCF_BR	6
chr4	83500282	83500432	id-75814	5.86e-07	-	TGGGCTGTTCTTCTGCTAGCCTGCAGGTGGCCACT	Upstream_CTCF	39
chr4	83520641	83520791	id-75815	3.18e-06	-	ACCCTGATATACATTAAAGCCACCTGGGGGCACTC	V_CTCF_BR	12
chr4	83559774	83559924	id-75816	3.65e-07	+	AGGCGCTGTTACATCCGTGCCAGCAGGTGGCTGAA	V_CTCF_BR	15
chr4	83600810	83600960	id-75817	1	+	NA	NONE	8
chr4	83616183	83616333	id-75818	8.91e-07	-	AGTGTAATTCTGACACTAACCACCCGGGGTTAACA	Upstream_CTCF	4
chr4	83632437	83632587	id-75819	1.35e-05	-	CAGCATACCTGGCTTCCACCCACTAGATGCCAGTA	UpstreamP1_CTCF	7
chr4	83643095	83643245	id-75820	8.79e-07	+	TTCCTGTTGCACACTGGGGACAGTGGGTGGCACTA	UpstreamP1_CTCF	40
chr4	83660553	83660703	id-75821	6.62e-09	-	GGGCAGTGCGGGGAGGCCACCGGCAGGGGGTGCTG	UpstreamP1_CTCF	40
chr4	83663466	83663616	id-75822	2.23e-06	-	CTGGGGTCTCTCTGCCTCTCCAGTAGGTGGCCCTG	UpstreamP1_CTCF	39
chr4	83702123	83702273	id-75823	2.5e-05	-	TTGAGGCTTCTCCAGCCCTCCTCTGGGGGGCCCTG	UpstreamP1_CTCF	21
chr4	83720033	83720183	id-75824	3.16e-05	-	CCAGTTCGGCCCCGAAAAGCCGAAAGGGGGGCGCC	Upstream_CTCF	18
chr4	83723196	83723346	id-75825	4.7e-06	-	GCAACATTATTTCCAGTAGCCAAAAGGTGGCGCAA	V_CTCF_BR	40
chr4	83755308	83755458	id-75826	1	+	NA	NONE	24
chr4	83763883	83764033	id-75827	1.26e-07	+	TGTGAAGAGACAACAGTGACCACCAGATGGAACCA	V_CTCF_BR	40
chr4	83773529	83773679	id-75828	4.94e-06	+	CATTCAATACCAAATCTTTCCACAATGGGGAGCTA	Upstream_CTCF	40
chr4	83773939	83774089	id-75829	1.21e-05	+	AAGACAATTTTTCCACAGGCCAGCAGGGGGGATGG	Upstream_CTCF	28
chr4	83812459	83812609	id-75830	1	+	NA	NONE	26
chr4	83819504	83819654	id-75831	8.21e-06	-	ACTTAAATGAAGGCAATAGCCGCAAGGGGTCACTG	V_CTCF_BR	32
chr4	83819848	83819998	id-75832	1.63e-05	-	GCTGCACCATTTTACATTCCCACCAGCAGTGGATG	Upstream_CTCF	29
chr4	83849503	83849653	id-75833	1	+	NA	NONE	7
chr4	83934168	83934318	id-75834	2.91e-05	+	CGCGTCATTCCGCCGGGCTCCGCCAGGGCGCTCCA	Upstream_CTCF	39
chr4	83955779	83955929	id-75835	1	+	NA	NONE	22
chr4	83956221	83956371	id-75836	8.5e-06	-	AGTGTGGTCCTCCAGAGTGCAGCCAGAGGGAACCT	Upstream_CTCF	40
chr4	83961572	83961722	id-75837	1	+	NA	NONE	26
chr4	83976225	83976375	id-75838	3.4e-06	+	TATAAACTCTGTGTTCTTGCCACATGGTGGCACCA	V_CTCF_BR	35
chr4	83995275	83995425	id-75839	1.97e-06	+	GTAAACAGACTTGCTTTCCCCAGTAGGTGGCAGTG	V_CTCF_BR	40
chr4	84005439	84005589	id-75840	1.01e-05	+	TCCTCAGTACCACAACACAGCTGCAGGGGCAGAGG	Upstream_CTCF	13
chr4	84014311	84014461	id-75841	7.84e-05	-	ATTGGCTGAACCCACCAGAAAGGCAGAGGGCAGCA	V_CTCF_BR	5
chr4	84031664	84031814	id-75842	1	+	NA	NONE	39
chr4	84061375	84061525	id-75843	2.19e-05	+	TCACCAAGCTCCCACACCACCAGCAGGGGACAGAC	Upstream_CTCF	30
chr4	84067056	84067206	id-75844	3.28e-05	-	CCTGGTGGAAGGCACGTCTTCACTGGGTGGCAGTA	V_CTCF_BR	10
chr4	84174081	84174231	id-75845	4.94e-06	-	AGTGGGATGTCAGACTTTTTCAGTAGAGGGCGCTG	Upstream_CTCF	40
chr4	84181822	84181972	id-75846	1.85e-07	-	AAGTAATGCTGCTGTCTGCCCACCAGGTGGCCTTG	UpstreamP1_CTCF	40
chr4	84202546	84202696	id-75847	1	+	NA	NONE	24
chr4	84203310	84203460	id-75848	5.68e-06	-	TACCTTATTCCAGAAAGTGTCAGCAGGTGGCACTC	V_CTCF_BR	40
chr4	84205632	84205782	id-75849	4.7e-06	+	CGCATGAGGCGCAAGTACGGCTGCAGGGGGCGGGG	V_CTCF_BR	35
chr4	84205939	84206089	id-75850	2.91e-05	+	GATGCAATCCTAGTCTGCCAGGCTGGGCGGCGGTG	Upstream_CTCF	31
chr4	84249729	84249879	id-75851	6.18e-07	-	CCTGTTCTTCCTGTTCTGCCCTCATGATGGCACCA	Upstream_CTCF	29
chr4	84283759	84283909	id-75852	3.81e-05	+	GACTAAGAATGGTCTCTGGCCTCTAGAGGGAGTGT	V_CTCF_BR	39
chr4	84291476	84291626	id-75853	1	+	NA	NONE	7
chr4	84308277	84308427	id-75854	2.58e-05	-	GTTTTTCCTTCTCAATAGGCCAGTGGGAGGCACTG	Upstream_CTCF	7
chr4	84312190	84312340	id-75855	2.97e-06	+	AAGGTTATTATGAACTTGACCTCCAGATGGCTCTG	V_CTCF_BR	2
chr4	84376738	84376888	id-75856	1.34e-06	-	AATGTGGTTCCCGCATCCGCCGGCGGGTGTCTCTC	Upstream_CTCF	36
chr4	84410940	84411090	id-75857	3.66e-06	+	ATGCTCCACTCTGGTTGAACCTGCTGGGGGAGCCA	UpstreamP1_CTCF	17
chr4	84412156	84412306	id-75858	1.73e-08	+	ATGCACCTCTACCTGGTGACCTGCAGGGGACACTG	UpstreamP1_CTCF	39
chr4	84430326	84430476	id-75859	1.57e-08	+	CCTTCAGTTCCTGCTACTTCCTGAAGGGGGCACTC	Upstream_CTCF	39
chr4	84503483	84503633	id-75860	4.41e-06	-	TAGGCTTGACACTGCCTCCTCACCAGGTGGCACTC	V_CTCF_BR	21
chr4	84561163	84561313	id-75861	1.15e-07	-	AATGCATTCATAATGCTGACCACAAGATGGCGCCT	Upstream_CTCF	40
chr4	84565950	84566100	id-75862	2.93e-08	+	ATGTAATGTGACAACATTGCCAGTAGGGGGTGCTG	UpstreamP1_CTCF	39
chr4	84674525	84674675	id-75863	4.41e-06	-	CTTCATGCTCACATTCCAGCCAGGAGGAGGCAGAA	V_CTCF_BR	28
chr4	84692383	84692533	id-75864	5.41e-06	+	CCGTCAGGCCTCATTATCACCACTGGGTGTCACTC	Upstream_CTCF	40
chr4	84700628	84700778	id-75865	5.34e-06	+	GTATTAACCAGCTAAGGGTCCTCCAGGGGCCGCCA	V_CTCF_BR	1
chr4	84701639	84701789	id-75866	1	+	NA	NONE	13
chr4	84827211	84827361	id-75867	1.14e-06	+	CAGCATCCCTGCCCTCTACCCACTAGATGTCAGTA	UpstreamP1_CTCF	35
chr4	84882875	84883025	id-75868	1.1e-05	-	AGAAAAATTATGTTTGGCACCAGCAGGTGGCATTG	V_CTCF_BR	28
chr4	84911128	84911278	id-75869	4.11e-07	+	CTGTGGTTTCCACCACACACCACCAGAGGCTTCCC	UpstreamP1_CTCF	3
chr4	84915050	84915200	id-75870	2.81e-05	-	CGATCTAAACCGCTTCCTGCTGACAGGGGGCGCTG	V_CTCF_BR	34
chr4	85007274	85007424	id-75871	8.02e-05	+	CCCGCAGAGCTTTTAGCTGAAGCCAGGAGGAAGCA	Upstream_CTCF	2
chr4	85072852	85073002	id-75872	1.19e-06	+	CCTAATTCCCTCTGTGCAGACGCCAGGTGGCAGTG	V_CTCF_BR	20
chr4	85081058	85081208	id-75873	1.06e-05	+	CCGGTGCTTCTCTCAGCAGACACAGGGAGGCAGTG	Upstream_CTCF	32
chr4	85088358	85088508	id-75874	8.21e-06	-	GCTCTTATCCTAACAGCTTCCAGAGGAGGGCACTG	V_CTCF_BR	6
chr4	85088840	85088990	id-75875	1.82e-06	-	ATGTGCTTAGCTAGAATTGCCGGTAGAGGGCAAAA	UpstreamP1_CTCF	27
chr4	85159759	85159909	id-75876	3.28e-05	+	CCGGAGGGATTTCAGTGCTCAGCTAGAGGGCAGCA	V_CTCF_BR	15
chr4	85165679	85165829	id-75877	1	+	NA	NONE	8
chr4	85180508	85180658	id-75878	9.38e-09	-	GTGTAGTTCATCCTACAGGCCAGTAGGTGGTGCTT	UpstreamP1_CTCF	40
chr4	85322954	85323104	id-75879	6.05e-06	-	GTTAGCTTGGCTCATGTATCCTGAAGGGGGCTGCC	V_CTCF_BR	6
chr4	85339213	85339363	id-75880	2.5e-05	+	TTGTCGCTGGAGAGAACAACAGGCAGGTGGCAGGG	UpstreamP1_CTCF	1
chr4	85372835	85372985	id-75881	5.68e-06	-	CATTGGCCATGAGTTCTAACCACTAGGAGGAGCTC	V_CTCF_BR	38
chr4	85391488	85391638	id-75882	1.52e-07	+	CCTCAGAGTCAACATCCAGCCAGCAGATGGAGCAA	V_CTCF_BR	36
chr4	85400967	85401117	id-75883	1.59e-06	-	ACTGAGGACAGAGTGGTGGCCAGTGGGTGGTGCCC	V_CTCF_BR	14
chr4	85404159	85404309	id-75884	2.38e-07	+	CGCCGAGCTGCAGGCCCGACCTGCAGGGGGCGTGC	V_CTCF_BR	37
chr4	85414540	85414690	id-75885	1	+	NA	NONE	27
chr4	85425116	85425266	id-75886	1.04e-05	-	AAACGCTAAGAAGTTTTTTCCACAAGAGGGCGATA	V_CTCF_BR	40
chr4	85450442	85450592	id-75887	2.66e-05	-	GAAACAATAGTGAGAATGCTCACTAGGGGGAGCTA	V_CTCF_BR	39
chr4	85499845	85499995	id-75888	1.03e-06	+	TGAAGCTAATTGCCTAAGGCCAGTAGGTGGCAGAG	V_CTCF_BR	39
chr4	85505212	85505362	id-75889	7.44e-06	+	AGTGCAATTCTTCTGTCTACCAGTAGATTTCATAT	Upstream_CTCF	15
chr4	85517328	85517478	id-75890	1	+	NA	NONE	10
chr4	85603140	85603290	id-75891	1	+	NA	NONE	22
chr4	85671538	85671688	id-75892	8.16e-07	+	TATAAGTTAACTGTACTAGCCACTAGAGGGAGCAC	V_CTCF_BR	37
chr4	85811586	85811736	id-75893	1.84e-05	-	ATGCACTGCCTCCCAGCAGCCAGCAGGATAATTAC	UpstreamP1_CTCF	27
chr4	85822553	85822703	id-75894	1.55e-05	+	CCTTCCAGCAAGCAGGCCCCCACCAGAGGGAGTTT	V_CTCF_BR	16
chr4	85886895	85887045	id-75895	4.65e-05	-	GGGGCGTAGGCGGCCCTGGCTCGCAGGGGTAGGGG	V_CTCF_BR	5
chr4	85887154	85887304	id-75896	5.77e-08	+	AGGGGGAGCGGGCGCAGGGCCGCGAGTGGGCAGCG	V_CTCF_BR	26
chr4	85887833	85887983	id-75897	9.84e-05	-	AAGGAAAGAGGAAGGAAAGGCAGGAGGGGGTAGAA	V_CTCF_BR	30
chr4	85892608	85892758	id-75898	9.81e-06	-	AACTAATTTTTCATTCTAGTCAGCAGATGGCAGTG	V_CTCF_BR	39
chr4	86005668	86005818	id-75899	1.12e-08	+	GTTGTAAGACCAAATTTTGCCACTAGGTGGCAAGA	Upstream_CTCF	40
chr4	86048857	86049007	id-75900	2.78e-09	+	GTGCTACTCCCTCCCCCTGCCACCAGGTGGCTGCT	UpstreamP1_CTCF	40
chr4	86068746	86068896	id-75901	1.04e-05	+	CCTTCATATTTTTGAAAAGCCACTAGAGGGTGCTA	V_CTCF_BR	40
chr4	86087092	86087242	id-75902	4.03e-06	+	CTGGTTTACCTGGGTATCACCAGCAGAGGCTGCAC	UpstreamP1_CTCF	14
chr4	86116745	86116895	id-75903	1	+	NA	NONE	1
chr4	86149525	86149675	id-75904	4.65e-06	+	TTGCAGTTTGGGCTGTGAGCCAATAGATGATGCTA	UpstreamP1_CTCF	19
chr4	86165129	86165279	id-75905	1.54e-05	+	CAGCACCAGACATCCACTTCCATTAGAGGGAGCCT	UpstreamP1_CTCF	32
chr4	86239484	86239634	id-75906	1.55e-05	-	GAGATGCAAGAGAAAAAGATCAGCAGGTGGCAGTG	V_CTCF_BR	16
chr4	86290512	86290662	id-75907	4.88e-05	+	TGTTCTACCAAAACCTTTTCCTCTGGGTGGCAGGC	V_CTCF_BR	6
chr4	86290982	86291132	id-75908	1.67e-08	+	GCTGCAGGACTCCCAGTGCCCAGCAGGTGACCCAT	Upstream_CTCF	31
chr4	86291711	86291861	id-75909	6.27e-08	-	CAGCATCTCTGTCCTGTACCCACTAGATGGCAGTA	UpstreamP1_CTCF	40
chr4	86339372	86339522	id-75910	1.39e-05	+	TAACTAACCCCTACCTATGCCAGAAGAAGGCGCTA	V_CTCF_BR	38
chr4	86361285	86361435	id-75911	2.81e-06	+	CCTGTAATTCCATCACCTCCCACTGGGTTCCTCCC	Upstream_CTCF	11
chr4	86396029	86396179	id-75912	1	+	NA	NONE	26
chr4	86450112	86450262	id-75913	1	+	NA	NONE	2
chr4	86469391	86469541	id-75914	1	+	NA	NONE	18
chr4	86580357	86580507	id-75915	1	+	NA	NONE	21
chr4	86607688	86607838	id-75916	1	+	NA	NONE	11
chr4	86634855	86635005	id-75917	1	+	NA	NONE	13
chr4	86660092	86660242	id-75918	1	+	NA	NONE	9
chr4	86669151	86669301	id-75919	5.08e-07	-	GTGCCTGCCTTACAGGGAACCTGTAGAGGGCAGTA	V_CTCF_BR	40
chr4	86678261	86678411	id-75920	9.81e-06	+	TGGGGGATATACCAGACACTCACTAGAGGGCAGCA	V_CTCF_BR	40
chr4	86700417	86700567	id-75921	1.26e-05	+	ACAGAATGTTCTTGACTGGGCAGGAGGGGGAGCTT	Upstream_CTCF	9
chr4	86717878	86718028	id-75922	1	+	NA	NONE	31
chr4	86718181	86718331	id-75923	3.28e-05	-	ACCATGCTAAACTCTATCATCAGTAGAGGGCGATA	V_CTCF_BR	40
chr4	86747529	86747679	id-75924	2.01e-05	-	TGGCAGATCTTGAGGGCAGCCACCACATGGCCAGA	UpstreamP1_CTCF	33
chr4	86885609	86885759	id-75925	1	+	NA	NONE	27
chr4	86890256	86890406	id-75926	3.48e-06	-	TGGTATTGAGAAACTTTGAACACTAGATGGCGAGA	UpstreamP1_CTCF	39
chr4	86954430	86954580	id-75927	1	+	NA	NONE	13
chr4	86965271	86965421	id-75928	8.16e-07	-	ATGTTTTCATTTTTTCTTGCCACAAGGTGGCAGCA	V_CTCF_BR	40
chr4	87144801	87144951	id-75929	1.41e-06	-	TTTGAACTTCCTGTTGCCACCAGAGGAGGGAGCAT	Upstream_CTCF	38
chr4	87362887	87363037	id-75930	2.4e-05	-	AGGAGAGGCTTCCATGGGGACAATAGGGGGAGCCT	V_CTCF_BR	11
chr4	87404192	87404342	id-75931	1.92e-06	+	TTCCTCTTCTACCGTCTCCCCAGCAGGGGCTGCCA	UpstreamP1_CTCF	38
chr4	87417371	87417521	id-75932	1.51e-08	+	GTTCAGTTTGCCTCAGCTACCACTAGAGGGAGGCC	UpstreamP1_CTCF	40
chr4	87419842	87419992	id-75933	7.11e-06	+	AGCGTATTTAAGCTAGCTACCACTAGAGGGACCCT	Upstream_CTCF	39
chr4	87443620	87443770	id-75934	2.27e-06	+	ATTCTATCCCGCTTCATAACCAGAAGATGGAGCTC	V_CTCF_BR	29
chr4	87515446	87515596	id-75935	4.88e-05	-	CGGCTCGCCAGCACGACGGTCTCCAGGGGCCGTGA	UpstreamP1_CTCF	19
chr4	87516169	87516319	id-75936	1	+	NA	NONE	34
chr4	87574541	87574691	id-75937	8.79e-07	+	AATTACTGCAGCCATTTCAGCACTAGGGGGCGCCC	UpstreamP1_CTCF	39
chr4	87712433	87712583	id-75938	1	+	NA	NONE	31
chr4	87740098	87740248	id-75939	7.73e-06	-	GCCTTGACATGTACTTTCCCCAGCAGGAGGAGCCC	V_CTCF_BR	23
chr4	87755959	87756109	id-75940	5.7e-05	+	GGAGCAGGTATCTCACATGGCCAGAGAGGGAGCAA	Upstream_CTCF	17
chr4	87776931	87777081	id-75941	2.04e-05	-	TACCTTCTGGTCATTTTATCCTGAAGGTGGAGCAG	V_CTCF_BR	3
chr4	87799939	87800089	id-75942	2.94e-06	+	AGTGTAGTACCACAGACAGACACCAGGAAAAGCAA	Upstream_CTCF	23
chr4	87812990	87813140	id-75943	1	+	NA	NONE	28
chr4	87817010	87817160	id-75944	2.12e-06	-	TTCTTGTGCTTTAGTGTTAACACTAGGTGGCAGCA	UpstreamP1_CTCF	40
chr4	87819825	87819975	id-75945	1.31e-05	+	TTGTTTGAGCCCAGGAGTTCCAGGAGGTGGTGCTC	V_CTCF_BR	36
chr4	87820335	87820485	id-75946	9.4e-06	-	TTGCAATGTCTACTAATGAACTGCAGGGGTGTCCT	UpstreamP1_CTCF	23
chr4	87831644	87831794	id-75947	7.49e-05	-	AACAAATAATCTGCTACAACCAATAGAGGTCAGTC	V_CTCF_BR	15
chr4	87843632	87843782	id-75948	2.11e-06	+	TGGTGCAATGTTAGGCTTATCAGCAGAGGGCACTA	V_CTCF_BR	40
chr4	87855919	87856069	id-75949	1	+	NA	NONE	40
chr4	87921108	87921258	id-75950	7.17e-05	-	CAAATTGTTCCAGCCTTGGCCACTGGGAGCCCCTT	Upstream_CTCF	6
chr4	87927774	87927924	id-75951	1	+	NA	NONE	38
chr4	87955174	87955324	id-75952	3.86e-05	+	GGTGAAGTGCTGGAGAGCACCTCTGGTGGCGGGGA	Upstream_CTCF	26
chr4	87975297	87975447	id-75953	1	+	NA	NONE	9
chr4	87976011	87976161	id-75954	1	+	NA	NONE	2
chr4	87979949	87980099	id-75955	5.9e-06	+	CTTCACGCCACTGCCTCTGCCGGCAGGAGCCACTA	UpstreamP1_CTCF	26
chr4	88014807	88014957	id-75956	5.41e-07	-	TTGCAATTAGTCACTTTGCCCTCATGGTGGCAGCA	UpstreamP1_CTCF	40
chr4	88029412	88029562	id-75957	2.19e-05	+	CCGGAGGTACCGTGTTCCCCCTCGAGATGGCCACC	Upstream_CTCF	13
chr4	88035519	88035669	id-75958	1.92e-06	+	AGTCAGCCAGCCAGCTGCGCCACCAGAGGGCCCCA	UpstreamP1_CTCF	29
chr4	88035869	88036019	id-75959	1	+	NA	NONE	11
chr4	88042002	88042152	id-75960	1	+	NA	NONE	13
chr4	88072055	88072205	id-75961	1.62e-08	+	GTGTAATGTGCAGAATGAGCCACTAGAGGGCAATC	UpstreamP1_CTCF	40
chr4	88140844	88140994	id-75962	1	+	NA	NONE	40
chr4	88141272	88141422	id-75963	1	+	NA	NONE	36
chr4	88157045	88157195	id-75964	6.47e-09	-	GCTGTTTTACCAATATATTCCAGCAGAGGGCGCTC	Upstream_CTCF	40
chr4	88191420	88191570	id-75965	4.01e-05	+	ATGGCAGATCATTTTGCTCCCTCTGGGAGGAGCTG	Upstream_CTCF	40
chr4	88274763	88274913	id-75966	2e-06	+	ATGGCACTAGTAAGTTTTGTCAGGAGAGGGCGCTG	Upstream_CTCF	39
chr4	88296960	88297110	id-75967	1.64e-07	+	TCTGTTGTTCAATCGCTCTCCATTAGGTGGCAGTA	Upstream_CTCF	40
chr4	88312523	88312673	id-75968	1	+	NA	NONE	25
chr4	88343401	88343551	id-75969	1	+	NA	NONE	11
chr4	88344595	88344745	id-75970	8.59e-05	-	AAAACTGGAGAAGGGAAGAACAGAAGGAGGCAGTG	V_CTCF_BR	22
chr4	88372806	88372956	id-75971	6.49e-06	-	CCAGAAACACTATTTCTTACCACTAGGTGGTCTTG	Upstream_CTCF	31
chr4	88387028	88387178	id-75972	3.36e-07	-	GAAATGGAAACTCTTCCTACCACCAGATGGCAGAC	V_CTCF_BR	40
chr4	88418413	88418563	id-75973	2.18e-07	+	TGGCCACTTTGGTAAGCTGCCAGCAGGGGGCATCA	V_CTCF_BR	39
chr4	88427127	88427277	id-75974	6.19e-06	+	CAGCATTCCTGTCCTCTGCCCATTAGATGTCAGTA	UpstreamP1_CTCF	37
chr4	88465094	88465244	id-75975	6.8e-06	+	CCAGTATACTTGGAAGTGGCCACAAGAGGGGAGTA	Upstream_CTCF	40
chr4	88477083	88477233	id-75976	1	+	NA	NONE	5
chr4	88565571	88565721	id-75977	5.28e-05	-	TACATAGTTCCATCTTTGGCCAGTAGAGGCCTATT	Upstream_CTCF	30
chr4	88600703	88600853	id-75978	3.67e-09	+	TCTGTAATTTTTCTAACTCCCAGCAGGTGGCGATG	Upstream_CTCF	38
chr4	88618345	88618495	id-75979	1.92e-05	+	CTGCCCACCCCGACCCCCACCACAAGAGGCAGTAG	UpstreamP1_CTCF	9
chr4	88743545	88743695	id-75980	1	+	NA	NONE	11
chr4	88759498	88759648	id-75981	3.66e-06	-	AGACAGTGCCAGCTTTCTGCCCCCAGAGGGAGACA	UpstreamP1_CTCF	39
chr4	88760615	88760765	id-75982	1.11e-05	-	ATGGTAGTACTTCTTATAACCACAGGAGGGTGTGT	Upstream_CTCF	40
chr4	88769866	88770016	id-75983	2.2e-06	-	ATTGAAATACGCAGTTTCTCCACTAGATAGCAGAC	Upstream_CTCF	37
chr4	88770259	88770409	id-75984	3.24e-06	-	AGTGACCTTTTCTTTTTGAGCACAAGGTGGCAGGC	Upstream_CTCF	38
chr4	88774302	88774452	id-75985	3.28e-05	+	ATGGAAAACCAGAAAATAGTCACTAGATGGCAACC	V_CTCF_BR	39
chr4	88784685	88784835	id-75986	3.88e-07	-	CTGCTGTCCGGTGTGGAATCCACTAGGTGAAGCCA	UpstreamP1_CTCF	12
chr4	88860011	88860161	id-75987	1	+	NA	NONE	6
chr4	88886649	88886799	id-75988	1.16e-05	+	GCTGTCATCTTGCCAGCTGCAGCTGGGAGGCGCCA	Upstream_CTCF	4
chr4	88894884	88895034	id-75989	1.13e-05	+	TGGCACTGCGGAGCTATGACCAGAAGAGTCCTGTA	UpstreamP1_CTCF	40
chr4	88896732	88896882	id-75990	2.59e-06	-	CTGCTGCAGACATCCTCCACCAACACAGGGAGGCG	UpstreamP1_CTCF	18
chr4	88906269	88906419	id-75991	9.78e-07	+	GGGCACTTCCTCACACTCACCTGCAGGTGATGGCT	UpstreamP1_CTCF	9
chr4	88906874	88907024	id-75992	1.03e-06	-	GGCACAGTGGCAAGCTTTGTCAGTAGAGGGCACTG	V_CTCF_BR	40
chr4	88920484	88920634	id-75993	1.56e-06	-	TCCTCACTTCTCTCTCCTGCCACCAGGTGAAGAAG	Upstream_CTCF	23
chr4	88954577	88954727	id-75994	2.78e-06	+	GCATTATTTACCTGTCTGTCCAGCAGATGGTGCTA	V_CTCF_BR	40
chr4	88976173	88976323	id-75995	6.04e-07	+	TTGCAGGGTTCACTGTCTACCAGCAGGGTTCACTA	UpstreamP1_CTCF	40
chr4	89133234	89133384	id-75996	9.81e-06	-	TCAGAAAGTGAAATTTTAATCACAAGAGGGCGCCA	V_CTCF_BR	40
chr4	89140292	89140442	id-75997	2.11e-06	+	AGTACATTTACTAACACAACCTCCAGGTGGAGCCC	V_CTCF_BR	38
chr4	89205282	89205432	id-75998	8.99e-05	+	CCCGACGAGCTGCTCACGACCTCCAAAGGGAAGAA	V_CTCF_BR	6
chr4	89205831	89205981	id-75999	7.91e-05	-	CCGCCGCGAGCCACCACTGGCACAGGGTGACGTCG	UpstreamP1_CTCF	27
chr4	89273375	89273525	id-76000	8.21e-05	-	GCCCTCATTCTTTTTGTAACCTCAAGATGGCATTT	V_CTCF_BR	9
chr4	89290507	89290657	id-76001	7.27e-06	+	GAATGGTTTTAAGGAAGTGCCACTAGGGGGCATGA	V_CTCF_BR	40
chr4	89300090	89300240	id-76002	2.44e-07	+	GCTGAGCTACTGCAGGCGGCCAGCGGGGAGCGCCA	Upstream_CTCF	40
chr4	89330503	89330653	id-76003	3.71e-05	+	GGTGGTTTTATGATTGGGGCCGAAAGAGGGGGCTA	Upstream_CTCF	7
chr4	89367841	89367991	id-76004	6.8e-06	-	ATAGCAGTGGCTGCTATTGCCTGCAGGCAGCTGGG	Upstream_CTCF	9
chr4	89377914	89378064	id-76005	4.7e-06	-	TCGAGGAAACGCTGCAGTTCCACTAGGAGGCACCC	V_CTCF_BR	40
chr4	89436909	89437059	id-76006	1.15e-08	-	GTGTTGTCTTCCGCATTTGCCACTAGATGGCACTT	UpstreamP1_CTCF	40
chr4	89447493	89447643	id-76007	3.63e-05	+	ATGAGTCAAAATAAATTTTCCACTAGATGGCATCA	V_CTCF_BR	34
chr4	89450118	89450268	id-76008	1	+	NA	NONE	11
chr4	89460737	89460887	id-76009	9.51e-07	+	CCTGACTGGGAGACACCTCCCAGTAGGGGGCGACA	V_CTCF_BR	40
chr4	89495278	89495428	id-76010	9.84e-05	+	AAATCCCACCACATTCCTAACTCCAGAGGGAGTGA	V_CTCF_BR	34
chr4	89513532	89513682	id-76011	8.13e-06	-	AAGGAAGTTTCCCCGCAAGCCTGCGGGCGGCGGAA	Upstream_CTCF	27
chr4	89550107	89550257	id-76012	7.91e-05	-	CTGGGATTACTGGCACATGCCACCATGTGGCTAAT	UpstreamP1_CTCF	2
chr4	89580623	89580773	id-76013	2.58e-07	-	GCAGCAGTTCCAAATCACGCCAGATGGTAGCACTA	Upstream_CTCF	40
chr4	89594197	89594347	id-76014	1.38e-06	+	AGTGAATGAGTGGTGGGCTCCTCTAGAGGGCAGCA	V_CTCF_BR	40
chr4	89627736	89627886	id-76015	4.5e-06	+	ATTGTACTTCTCATGCAAGCCACAGGGTGTCATGC	Upstream_CTCF	40
chr4	89650448	89650598	id-76016	1	+	NA	NONE	2
chr4	89667059	89667209	id-76017	1	+	NA	NONE	2
chr4	89676293	89676443	id-76018	1	+	NA	NONE	14
chr4	89708901	89709051	id-76019	1	+	NA	NONE	2
chr4	89712570	89712720	id-76020	1.31e-05	-	TGATTCACAAGCCAACTAAACACTAGAGGGCAGAT	V_CTCF_BR	35
chr4	89723391	89723541	id-76021	1	+	NA	NONE	9
chr4	89735556	89735706	id-76022	2.39e-05	+	TGGCAATTGAGGGAGTTCAGCACCAGGGGCGCAGC	UpstreamP1_CTCF	21
chr4	89739925	89740075	id-76023	2.97e-06	+	AAAGGTGTCATCTCCACGAGCAGCAGAGGGCTCTC	V_CTCF_BR	40
chr4	89829267	89829417	id-76024	2.53e-05	-	ATTTCCAGAAAGCAGCTTACCACCAGCAGGTGCTG	V_CTCF_BR	9
chr4	89859309	89859459	id-76025	1.61e-05	+	CTGTTCCTTCATGCCTTCAAGCCCAGGTGGCACAC	UpstreamP1_CTCF	11
chr4	89945334	89945484	id-76026	1.74e-07	-	AGTGTAGAGTCTCAAGTCACCACCAGGTGTCAGAA	Upstream_CTCF	40
chr4	89997498	89997648	id-76027	1.55e-05	-	AAGGATTAAAACCTAAGTGCCTGCAGGGGGCATGA	V_CTCF_BR	5
chr4	90032372	90032522	id-76028	1	+	NA	NONE	40
chr4	90058496	90058646	id-76029	1.04e-05	-	AGAACAACACACGCTGGGACCTGTAGGGGGAGAGG	V_CTCF_BR	5
chr4	90080167	90080317	id-76030	1.92e-06	+	TGGTGCTTACAGGCATTGTACACAAGGTGGCAGCA	UpstreamP1_CTCF	39
chr4	90085719	90085869	id-76031	1	+	NA	NONE	15
chr4	90094141	90094291	id-76032	1	+	NA	NONE	11
chr4	90148223	90148373	id-76033	1.26e-07	+	ACAGGTCATCCAGACCTTTCCAGCAGAGGGCAGTC	V_CTCF_BR	40
chr4	90176031	90176181	id-76034	2.39e-10	+	TTGCATTTCCACATGGCAACCACTAGGTGGCGCTG	UpstreamP1_CTCF	40
chr4	90220111	90220261	id-76035	1	+	NA	NONE	14
chr4	90228662	90228812	id-76036	2.08e-07	+	CTCCGGTCCCCCGCGCTGGCCGCCAGGCGGAGGTG	UpstreamP1_CTCF	10
chr4	90355644	90355794	id-76037	1.73e-05	-	TGCTGACTTTTCTTTTTGTCCACTAGAGGTCTGCC	V_CTCF_BR	40
chr4	90359463	90359613	id-76038	1.48e-06	+	TGAAGATTTCTTAGAGTAACCACAAGGTGGCAGAG	V_CTCF_BR	40
chr4	90403533	90403683	id-76039	5.01e-06	+	TTAGATGCAGCCAGCTCTGTCAGTAGATGGCAGTC	V_CTCF_BR	37
chr4	90407292	90407442	id-76040	2.73e-07	+	ACAGCATTTTCCCCTTTGTACAGTAGATGTCACCA	Upstream_CTCF	35
chr4	90426016	90426166	id-76041	1	+	NA	NONE	1
chr4	90426373	90426523	id-76042	1	+	NA	NONE	0
chr4	90479420	90479570	id-76043	1.43e-05	+	GAAGCAAATACATCCTTCTTCACAAGGTGGCAGGA	Upstream_CTCF	40
chr4	90508146	90508296	id-76044	2.4e-05	+	GCCGATTGGTTTATGTAAGTCACTAGATGGCAGTA	V_CTCF_BR	31
chr4	90519848	90519998	id-76045	1	+	NA	NONE	32
chr4	90562354	90562504	id-76046	1.03e-06	+	GTACTGTAACACTTCTGGGCCTCCAGGGGTCGCAG	V_CTCF_BR	39
chr4	90579196	90579346	id-76047	1.48e-06	+	CCTTTTAACGACAATTGAACCAGTAGATGGCACTA	V_CTCF_BR	38
chr4	90622095	90622245	id-76048	1	+	NA	NONE	9
chr4	90676485	90676635	id-76049	5.3e-05	+	CAGTTCCTCAGAACTCCTGACAAAGGGGGGCAGTA	UpstreamP1_CTCF	25
chr4	90758794	90758944	id-76050	1	+	NA	NONE	25
chr4	90790271	90790421	id-76051	5.86e-07	-	CATGCAATTTTGTTTCTAAACAACAGATGGCACTA	Upstream_CTCF	39
chr4	90823105	90823255	id-76052	7.73e-05	-	GTTGTAAACTGTTTCTATTCCAGTAGGTGTCAGGC	Upstream_CTCF	39
chr4	90835871	90836021	id-76053	1.81e-06	+	TTTGCAATAATGCTCTTTTCCAGTAGATGTCTCTA	Upstream_CTCF	12
chr4	90871061	90871211	id-76054	1	+	NA	NONE	32
chr4	90946516	90946666	id-76055	5.96e-07	+	GGTCATGATTTTTACTTTGCCAGCAGAGGGCACAT	V_CTCF_BR	29
chr4	90952236	90952386	id-76056	2.78e-06	+	GTTGAACAAATGCTGCTTCCCTCAAGAGGGCACCC	V_CTCF_BR	26
chr4	91041302	91041452	id-76057	4.31e-05	+	AAGCTGCTGTTGTTGGCTGACAATGGGGGGAGCTG	UpstreamP1_CTCF	15
chr4	91092813	91092963	id-76058	1	+	NA	NONE	2
chr4	91161601	91161751	id-76059	1.15e-06	-	GGTGTGATGCTGAGTGTTCCCAGTAGAGGAAGCTG	Upstream_CTCF	5
chr4	91214611	91214761	id-76060	3.33e-08	-	CTGCAGTTTCATTTACATAGCAGCAGAGGGTGCAG	UpstreamP1_CTCF	35
chr4	91236339	91236489	id-76061	3e-09	+	CTGTAGTATTATAGTCTGTCCACTAGATGGCAGAA	UpstreamP1_CTCF	40
chr4	91278393	91278543	id-76062	1.73e-05	+	CAGTTAGTCTTATTGAGGTCCACTTGATGGCAGTA	V_CTCF_BR	37
chr4	91340372	91340522	id-76063	7.44e-06	+	CCTGTTATCTGCTTGGTTGCCATTAGATGGCAATC	Upstream_CTCF	37
chr4	91563137	91563287	id-76064	1.04e-06	+	GCTGCAACATAACAGGTATACAGCAGACGGCACCC	Upstream_CTCF	6
chr4	91703247	91703397	id-76065	1	+	NA	NONE	7
chr4	91721137	91721287	id-76066	2.39e-05	-	CTGGCATGCTCCTAACAGGCCTTCAGAGGGAAGGC	UpstreamP1_CTCF	12
chr4	91833301	91833451	id-76067	1	+	NA	NONE	7
chr4	91882153	91882303	id-76068	1	+	NA	NONE	12
chr4	91954335	91954485	id-76069	1.64e-05	+	GGCAGCTGGAAGCCAGTGACACCCAGCGGGCACAG	V_CTCF_BR	2
chr4	92014005	92014155	id-76070	8.59e-05	-	TAGAGGCAGTATGGAAACCCCAAAAGGTGGCAGTC	V_CTCF_BR	11
chr4	92034389	92034539	id-76071	8.21e-06	+	TTGAGATTTGCAGGAATTACCACTAGATGTCACTA	V_CTCF_BR	39
chr4	92038145	92038295	id-76072	5.63e-06	-	TAGCAATTAAAACATTCTGCCATTAGGTGGTGCCT	UpstreamP1_CTCF	33
chr4	92423637	92423787	id-76073	5.9e-06	+	ATGAAGTACTCCATTACCACCCCCTGGTGGAGTTG	UpstreamP1_CTCF	20
chr4	92655955	92656105	id-76074	7.55e-07	+	GAATGATTACTCCCCATAGCCACAAGGTGGAAGCA	V_CTCF_BR	20
chr4	92667774	92667924	id-76075	4.02e-07	+	TGTGCTGGTTTGCCTCCTACCAGGAGGTGGAGCTT	Upstream_CTCF	10
chr4	92886437	92886587	id-76076	1	+	NA	NONE	12
chr4	92911239	92911389	id-76077	1	+	NA	NONE	8
chr4	92934724	92934874	id-76078	3e-06	+	TGCCAATCCCCACCCGCTCCCAGTAGGAGGCAGTA	UpstreamP1_CTCF	18
chr4	92968795	92968945	id-76079	4.21e-05	-	AACACAATGTTAAGTTTCTCCTGTTGAGGGCAGTG	V_CTCF_BR	18
chr4	92981605	92981755	id-76080	5.17e-06	-	CCTGCCTTTCTGCATGCTCCCCCTAGGGGTTTGAG	Upstream_CTCF	12
chr4	93012604	93012754	id-76081	4.43e-05	-	CCCACTAAACCCAAGATGGCCACAAGAGGGACCTC	V_CTCF_BR	24
chr4	93084656	93084806	id-76082	1.23e-08	-	ATGCAGTTCAGACTACACTCCAGTAGATGGCACTT	UpstreamP1_CTCF	36
chr4	93093488	93093638	id-76083	1.13e-05	+	TTGCTCCACACCCTTGTCAACACTTGGTGTCAGTC	UpstreamP1_CTCF	20
chr4	93096512	93096662	id-76084	3e-06	-	AGGCAGTTCATGCCATTTGCAGCCAGGAGGAGCCT	UpstreamP1_CTCF	17
chr4	93192178	93192328	id-76085	1	+	NA	NONE	24
chr4	93220418	93220568	id-76086	4.14e-06	-	AATACATTATATCCTGTCCCCACAAGATGGCAGCC	V_CTCF_BR	23
chr4	93224774	93224924	id-76087	1	+	NA	NONE	18
chr4	93226772	93226922	id-76088	5.9e-06	+	GGGCCGGGACTGGCCGCGGCGAGCAGGGGCGGGCG	UpstreamP1_CTCF	7
chr4	93308745	93308895	id-76089	1.24e-05	-	ATTATTATTAAGACATTCTCCACCAGAGGGAGCTT	V_CTCF_BR	40
chr4	93327751	93327901	id-76090	2.96e-05	+	CAGGATGTAAGCATAGTAACCAACAGGTGGCTCTT	V_CTCF_BR	3
chr4	93472899	93473049	id-76091	1	+	NA	NONE	3
chr4	93521911	93522061	id-76092	7.27e-06	-	CCTGACTGGGTGAGACTCTCCAACAGGGGTCACCA	V_CTCF_BR	10
chr4	93540379	93540529	id-76093	1	+	NA	NONE	5
chr4	93656319	93656469	id-76094	1.73e-05	-	CATCCATAGCTTCAGGCATCCACTAGAGGTCTCAG	V_CTCF_BR	15
chr4	94024301	94024451	id-76095	1.84e-07	-	GATGCAGTCTCAGCGAAGACCTGCAGGGAGCTCTG	Upstream_CTCF	6
chr4	94079254	94079404	id-76096	9.81e-06	+	CATTTTGCAGACTTTTCTGCCACTAGAGGGAAAGA	V_CTCF_BR	30
chr4	94120854	94121004	id-76097	4.1e-06	-	TTTTAAATCCCAAGAATATCCAGCAGATGGCATTA	Upstream_CTCF	39
chr4	94258463	94258613	id-76098	8.71e-06	+	CCCTGCCCCACTCCCATCACCACCAGGAGGTGACA	V_CTCF_BR	7
chr4	94290224	94290374	id-76099	1	+	NA	NONE	6
chr4	94591722	94591872	id-76100	2.68e-05	-	GTAGTCAGCCTTCCCCTTACCTCTAGGGGCAGACA	Upstream_CTCF	4
chr4	94631364	94631514	id-76101	1.84e-05	+	GGTCAATGCAGCCATATATACATTAGGGGGCACCC	UpstreamP1_CTCF	23
chr4	94685902	94686052	id-76102	1.97e-06	-	TCTGTTTGGCGTGCAATTTCCACAAGATGGCAGTA	V_CTCF_BR	40
chr4	94709969	94710119	id-76103	3.84e-06	-	CTGTTTCTATGCAGAGCCACCACAAGAGGGCTTAA	UpstreamP1_CTCF	40
chr4	94712862	94713012	id-76104	5.55e-07	+	CCTGCTGTCTTTTGTAGAGCCAGATGGTGGCGCTG	Upstream_CTCF	40
chr4	94786935	94787085	id-76105	3.16e-06	+	GTGCAGCATTGTTGAATGCCCACTAGAGGTGCACA	UpstreamP1_CTCF	28
chr4	94818844	94818994	id-76106	1.24e-05	+	CACAGCATTATAATAAAAGCCACCAGATGTCACTG	V_CTCF_BR	31
chr4	94921859	94922009	id-76107	1.77e-05	+	TCCCTAGTGCCTATTGTTGCCACAAGATGGCATAT	Upstream_CTCF	11
chr4	94928541	94928691	id-76108	1	+	NA	NONE	4
chr4	94997794	94997944	id-76109	1	+	NA	NONE	4
chr4	95047948	95048098	id-76110	2.81e-05	-	TATTGCAGAAACTAAATGTCCACTAGATGCCACAC	V_CTCF_BR	36
chr4	95048994	95049144	id-76111	8.79e-07	-	TTACAGTGTTACTTGATGTCCACTAGGGGGGACCA	UpstreamP1_CTCF	39
chr4	95092913	95093063	id-76112	1.15e-07	-	GATGTAATTCTTAGTATTACCACTAGGGTGCCCTG	Upstream_CTCF	38
chr4	95178109	95178259	id-76113	1.23e-05	-	CTGAAGTATCACTCTCTTGCCACAGTGTGTCACTC	UpstreamP1_CTCF	38
chr4	95211562	95211712	id-76114	3.4e-06	-	CATGCAGTACCTAATGCTGCCTTTAGATGAAGTCA	Upstream_CTCF	20
chr4	95225642	95225792	id-76115	4.68e-07	+	CTTTGAAATTTTCACCTGACCACAAGATGGCAGCA	V_CTCF_BR	38
chr4	95254219	95254369	id-76116	1.92e-06	+	GTGTCGTAGCAGGTTTCAAGCACCAGAGAGCACTG	UpstreamP1_CTCF	37
chr4	95265739	95265889	id-76117	7.15e-05	+	TCTTGTCTCTTCTCCCAGCCCAGGTGGGGGTGCTC	V_CTCF_BR	2
chr4	95296652	95296802	id-76118	1	+	NA	NONE	0
chr4	95312078	95312228	id-76119	2.38e-07	-	CAAAGTTAACCTCCTCTTGCCAGCAGGTGGCTCTG	V_CTCF_BR	39
chr4	95327943	95328093	id-76120	8.16e-07	+	CTGAGAAGTAGAAAGGACACCACTAGAGGGCGGTA	V_CTCF_BR	40
chr4	95370496	95370646	id-76121	3.36e-05	-	GGGCCATGGCTCGAGTTAACCTCTAGGAGTCCCAA	UpstreamP1_CTCF	6
chr4	95492601	95492751	id-76122	3.48e-06	-	GTGTAGTGTGAGTTTCAAACCAGCAGAGAGAGATC	UpstreamP1_CTCF	6
chr4	95517166	95517316	id-76123	1.82e-06	-	GTGTAGTAATTACTTATGTTCAACAGATGGCGACC	UpstreamP1_CTCF	36
chr4	95542772	95542922	id-76124	3.16e-06	+	ATATAGTACAGCAAAATTACCACAAGAGGGCGATG	UpstreamP1_CTCF	40
chr4	95601699	95601849	id-76125	6.64e-05	-	AATCCATTTCAATATCTGTCCACCAGAGGTTTCTC	Upstream_CTCF	2
chr4	95653052	95653202	id-76126	3.45e-05	-	TAAAGAGGTTCATCTTCTGCAGCTAGAGGGCAGAA	V_CTCF_BR	37
chr4	95668019	95668169	id-76127	1.92e-05	+	ATGTAATGCTGGTAAATGTCCTACAGAGTGTGCTA	UpstreamP1_CTCF	21
chr4	95677726	95677876	id-76128	1	+	NA	NONE	14
chr4	95678898	95679048	id-76129	1.55e-05	+	CTTGGCTCTCAGTCTCCAATCACTAGTGGGAGCTG	V_CTCF_BR	33
chr4	95813349	95813499	id-76130	1.85e-07	-	GTGCATTTCCAGTAAGCTCACAGCTGGTGGCACTG	UpstreamP1_CTCF	22
chr4	95840736	95840886	id-76131	2.53e-05	+	TTCTCATACTCTCCCGTGGCCACAAGGAGCAGGCC	V_CTCF_BR	4
chr4	95868917	95869067	id-76132	1	+	NA	NONE	11
chr4	95941736	95941886	id-76133	1	+	NA	NONE	3
chr4	96016628	96016778	id-76134	3.63e-06	-	TCACTGTTCTTCACCTTCTACACCAGAGGGCAGGC	V_CTCF_BR	39
chr4	96023749	96023899	id-76135	2.58e-05	-	CCATTTGTTCCAAGTTTGTCCACATGGGAGTGCAG	Upstream_CTCF	8
chr4	96027957	96028107	id-76136	1	+	NA	NONE	3
chr4	96046191	96046341	id-76137	2.11e-06	-	AAGATGTGTTCTTCTCATACCAGCAGAGGGAGGCC	V_CTCF_BR	40
chr4	96046524	96046674	id-76138	1	+	NA	NONE	3
chr4	96060628	96060778	id-76139	3.88e-06	+	GGCAGGCAGGCGTCCTTGAGCTGCAGTGGGCTCCA	V_CTCF_BR	3
chr4	96064123	96064273	id-76140	5.17e-06	+	CATGCACTGTTCCCTGAGTCCACTGGGGTGCTCAT	Upstream_CTCF	15
chr4	96077435	96077585	id-76141	1.83e-05	+	AAGACATTCCTCCCAGAATACTCCAGGGGGCAGTG	V_CTCF_BR	39
chr4	96087196	96087346	id-76142	2.43e-06	+	GGTTAGATTGTGTTGTACACCACTAGATGGCAGCA	V_CTCF_BR	39
chr4	96089058	96089208	id-76143	7.84e-05	+	TCGTGTGGTTAAATGACTTTCTCAAGGTGGCGCAA	V_CTCF_BR	4
chr4	96102661	96102811	id-76144	8.56e-05	+	GTGAAAACACCCTCCCGAGCCAGCAGGGGTGGTGC	UpstreamP1_CTCF	12
chr4	96126139	96126289	id-76145	4.01e-05	-	AGCTTTCTGCACCATGTCACCACTAGGGGATACCG	Upstream_CTCF	39
chr4	96284059	96284209	id-76146	2.53e-05	+	AGGGATATCATATTACACAGCTCTAGGGGGCGCCG	V_CTCF_BR	31
chr4	96431416	96431566	id-76147	1.24e-05	+	TAAAGTTCGCTAAAACAGACCACTAGAGGGCAAGC	V_CTCF_BR	37
chr4	96465974	96466124	id-76148	3.81e-05	-	AGGTCATGGCTTTGCAGAAGCAGCAGAGGGAGTCA	V_CTCF_BR	23
chr4	96469895	96470045	id-76149	1	+	NA	NONE	6
chr4	96470189	96470339	id-76150	1.92e-05	-	TTGCGCCTCCCTGGACTTCCCAAGTGGGGGCAGAG	UpstreamP1_CTCF	12
chr4	96548885	96549035	id-76151	1	+	NA	NONE	1
chr4	96558305	96558455	id-76152	3.56e-06	+	ACTGTGATACAGTCAAAAGCCGGTAGGAGGAGCAT	Upstream_CTCF	30
chr4	96614816	96614966	id-76153	2.86e-06	+	AAGTAGTTAACTGCAAGTTCCAACAGGTGGCTCTC	UpstreamP1_CTCF	25
chr4	96756945	96757095	id-76154	1.93e-05	+	AATGTGCTGCTCAAACTTCCTTCTAGGGGGCAGCA	Upstream_CTCF	26
chr4	96956973	96957123	id-76155	3.28e-05	-	ACTCACAGAATGGTTACAACCCATAGGGGGCAGCA	V_CTCF_BR	28
chr4	97091447	97091597	id-76156	5.63e-09	+	TTTGCGGTTGCCCTCCCTGCCAGCAGGGGGCATAC	Upstream_CTCF	20
chr4	97149808	97149958	id-76157	1	+	NA	NONE	4
chr4	97273525	97273675	id-76158	1.97e-06	-	TTGTTTATTATCTGACTTCCCACCAGAGGGCAGGG	V_CTCF_BR	30
chr4	97374075	97374225	id-76159	1	+	NA	NONE	0
chr4	97376577	97376727	id-76160	2.53e-05	-	AAGGGTGAGTGAGTGAGAACCACTAGGGGGATTCA	V_CTCF_BR	10
chr4	97404570	97404720	id-76161	1	+	NA	NONE	13
chr4	97834027	97834177	id-76162	1	+	NA	NONE	2
chr4	97834700	97834850	id-76163	2.53e-05	-	CTCTGCCTTAGCCCTCAGTACAGTAGGTGGCTCTA	V_CTCF_BR	1
chr4	97858162	97858312	id-76164	1.15e-07	-	CTGCAGGTGAACAGCTTGGCAAGCAGATGGAGCCT	UpstreamP1_CTCF	4
chr4	98074312	98074462	id-76165	1.84e-06	-	AAAGTCTGTTGAGATTTAGCCACCAGGTGTCAGTA	V_CTCF_BR	26
chr4	98221850	98222000	id-76166	6.75e-05	-	GACCACTACAGCTGTGTCAGCACTAGAGGATGCTC	UpstreamP1_CTCF	5
chr4	98359770	98359920	id-76167	8.02e-05	+	ATTGTAAGTTCCTGAGGACTCACCAGAAGGTGATG	Upstream_CTCF	7
chr4	98378632	98378782	id-76168	1	+	NA	NONE	3
chr4	98470268	98470418	id-76169	1	+	NA	NONE	16
chr4	98642001	98642151	id-76170	1	+	NA	NONE	23
chr4	98642352	98642502	id-76171	1.59e-06	-	TTAATATGTGTCTTTCTGACCAGCAGAGGTCACTC	V_CTCF_BR	23
chr4	98643379	98643529	id-76172	3.16e-05	+	CATGTAATATTTGCTTAAGCCTGGAGGGGAAATGG	Upstream_CTCF	4
chr4	98831273	98831423	id-76173	4.23e-06	+	GTGACATTCCTCCCACTCACCACCGGGTGCTGCAG	UpstreamP1_CTCF	20
chr4	98832783	98832933	id-76174	1	+	NA	NONE	9
chr4	98905817	98905967	id-76175	1.73e-05	-	CCCAAGTAGCGCAGCATCCCCAACAGGGGGCGTAA	V_CTCF_BR	38
chr4	98908305	98908455	id-76176	1.47e-05	-	TAATTTTTTCTGAGCTTTATCAGTAGAGGGCAGCA	V_CTCF_BR	36
chr4	98949097	98949247	id-76177	1	+	NA	NONE	23
chr4	98967962	98968112	id-76178	1.48e-05	+	GTTCTATCTCTTGAGTGAACCACAAGGAGGAGCTA	UpstreamP1_CTCF	10
chr4	98977414	98977564	id-76179	9.06e-08	+	GTGCAACAGCACACAGTCTCCAGCAGAGGCCCCCT	UpstreamP1_CTCF	13
chr4	99014118	99014268	id-76180	2.53e-05	-	CAAATAACTGAGTACAGTTTCACTAGGTGGCGCCA	V_CTCF_BR	37
chr4	99034291	99034441	id-76181	2.19e-05	+	TGGAAATGCCCAGCAGAGAGCACCATATGGCAAGA	UpstreamP1_CTCF	39
chr4	99064186	99064336	id-76182	5.34e-06	-	TCCCCGCCTGCTCAAATTGGCTGAAGGTGGCAGCA	V_CTCF_BR	40
chr4	99071629	99071779	id-76183	5.41e-06	+	TTTTTATTTTTAGTAAAGGGCACTAGATGGCACAA	Upstream_CTCF	17
chr4	99120480	99120630	id-76184	9.84e-05	-	TACAGTGTTGTTGCTACCACCACAAGACGGCAGCA	V_CTCF_BR	26
chr4	99262660	99262810	id-76185	4.41e-06	+	TCTTGCTGTCATCCCAGTACCAGCAGATGGTGGGG	V_CTCF_BR	17
chr4	99368928	99369078	id-76186	4.65e-05	-	TGATGTAACGCTTGGATGCCCAGGAGGAGGTGCTG	V_CTCF_BR	21
chr4	99388789	99388939	id-76187	2.47e-07	+	GAGTGGTTTTACGCAGTCGACACTAGAGGGCAGGC	UpstreamP1_CTCF	40
chr4	99389860	99390010	id-76188	1	+	NA	NONE	2
chr4	99398249	99398399	id-76189	4.48e-07	-	CCTGGTGGCCTTGCACTGGCCAGCGGGTGCCGCAC	Upstream_CTCF	3
chr4	99427997	99428147	id-76190	2.37e-05	-	ACAGCTCCCCCTACTGAGGCCACCAGTGGAATTCA	Upstream_CTCF	38
chr4	99468203	99468353	id-76191	2.19e-05	+	GTGGCAGCGTCAGGCGGCCCCAGGAGATGCTGAGG	Upstream_CTCF	22
chr4	99523052	99523202	id-76192	9.71e-06	+	GGAGGAGAGACAAGAATGGCCAGTCGGTGGAGCAG	Upstream_CTCF	17
chr4	99547706	99547856	id-76193	7.73e-06	-	TAGCTGCAGGAAAGCGGTCCCGGCAGAGGGAGCCT	V_CTCF_BR	20
chr4	99549120	99549270	id-76194	1	+	NA	NONE	12
chr4	99552342	99552492	id-76195	3.63e-05	-	CTTCTCAGTGTGAATGTTGTCTGTAGGGGGTGCTC	V_CTCF_BR	29
chr4	99580370	99580520	id-76196	1	+	NA	NONE	31
chr4	99614319	99614469	id-76197	3.45e-05	+	CTGAGTAAGGCTAGTATGGTCACTAGATGGCATAA	V_CTCF_BR	12
chr4	99649783	99649933	id-76198	1	+	NA	NONE	13
chr4	99653302	99653452	id-76199	3.16e-05	-	TTAGGAATCTCTGATTCTACCGGTAGGGAGCAGAT	Upstream_CTCF	10
chr4	99666640	99666790	id-76200	2.81e-05	+	TCCCAATCTACTATCCACTCCCCAAGAGGGCGCTC	V_CTCF_BR	40
chr4	99669881	99670031	id-76201	1.11e-05	+	AATGGTATGGAAGATCTAACCACCAGAGGGCCAAT	Upstream_CTCF	15
chr4	99708140	99708290	id-76202	1	+	NA	NONE	37
chr4	99750086	99750236	id-76203	5.51e-07	-	CCCTCCGAGCGACAACTAGCCAAAAGGGGGCACAG	V_CTCF_BR	36
chr4	99760602	99760752	id-76204	1	+	NA	NONE	18
chr4	99771643	99771793	id-76205	6.15e-05	-	CCTTCACTGAGTTTATATTCCAGAGGAGGGAGACA	Upstream_CTCF	10
chr4	99813618	99813768	id-76206	9.4e-06	-	CTGTAATTACAGGCACATACCACCAGGCCTGGCTA	UpstreamP1_CTCF	30
chr4	99848102	99848252	id-76207	1	+	NA	NONE	0
chr4	99849916	99850066	id-76208	1.77e-05	+	CCTGTAGACACCTCGCGGTTCCGCAGGAGGCGCCA	Upstream_CTCF	31
chr4	99850216	99850366	id-76209	1	+	NA	NONE	28
chr4	99850858	99851008	id-76210	4.44e-06	+	CCGCAGTACCCGCTTGCCACCGGCTGGACGAGGGG	UpstreamP1_CTCF	26
chr4	99861091	99861241	id-76211	2.28e-05	+	TAAGGTGTAAAAGTTTTGTCCACTAGAGGGCTTCT	Upstream_CTCF	40
chr4	99916350	99916500	id-76212	1.77e-05	+	AGCGCAGCGCCCTCTCTAGCCTCCTGCGGGTGTCG	Upstream_CTCF	40
chr4	99916817	99916967	id-76213	5.13e-05	+	TCTTCCTCGGTGAGGCGCTCTTCCAGCGGGCAGGC	V_CTCF_BR	39
chr4	99946132	99946282	id-76214	6.43e-06	+	TAATGCCACTGCTGATCTGACAGGAGGTGGAGCTC	V_CTCF_BR	9
chr4	99968998	99969148	id-76215	1.21e-06	+	ACTGTACCTCTAGGGTTGTCCTGTAGAGGCAGTCA	Upstream_CTCF	27
chr4	99977303	99977453	id-76216	8.86e-10	-	ACTGCAATGCCCAACCTGACCACCAGATGGCTAAT	Upstream_CTCF	39
chr4	100039381	100039531	id-76217	1.04e-05	+	CAAAACAAAACAAAACAAAACACCAGAGGGCACTA	V_CTCF_BR	36
chr4	100080994	100081144	id-76218	1	+	NA	NONE	26
chr4	100122944	100123094	id-76219	3.56e-06	+	AGGGAAATGTCAAATTTCACCACTAGAGAGAACCC	Upstream_CTCF	23
chr4	100126322	100126472	id-76220	1	+	NA	NONE	16
chr4	100298606	100298756	id-76221	1	+	NA	NONE	40
chr4	100324022	100324172	id-76222	1.21e-06	+	GATGCAGAAAATACTGACCCCAGCAGGAGGCAGTC	Upstream_CTCF	30
chr4	100326786	100326936	id-76223	6.34e-08	-	TCTGCAGTACTTATGAGGGCAGGAAGGTGGCAGCA	Upstream_CTCF	40
chr4	100337057	100337207	id-76224	6.82e-05	+	TGACACATACCAGGGCCTGTCGGTGGGTGGCAGGC	V_CTCF_BR	28
chr4	100360765	100360915	id-76225	3.81e-05	+	GCACTCATCTAGGCTGCAGCCAACAGAGGTCATTG	V_CTCF_BR	3
chr4	100378506	100378656	id-76226	7.49e-05	-	CAACACTTTCAAGTGGCTGTCGGCAGGAGGCTCCA	V_CTCF_BR	26
chr4	100384151	100384301	id-76227	1.9e-06	-	GGTTTAAGTGCTATATTCACCACTAGGTGGTGGTA	Upstream_CTCF	39
chr4	100392675	100392825	id-76228	1	+	NA	NONE	6
chr4	100446848	100446998	id-76229	1	+	NA	NONE	7
chr4	100482400	100482550	id-76230	5.55e-07	+	AATGTTTTACAGGTCATGTACACCAGGGGGAGCAT	Upstream_CTCF	40
chr4	100484702	100484852	id-76231	4.65e-05	+	CACGCCGACGGAAAGCGCCCCACCACGGGGCGGAG	V_CTCF_BR	22
chr4	100536565	100536715	id-76232	1	+	NA	NONE	11
chr4	100555045	100555195	id-76233	1	+	NA	NONE	3
chr4	100600575	100600725	id-76234	1	+	NA	NONE	6
chr4	100645344	100645494	id-76235	2.1e-05	+	GTTGAAAAGCATGCAATTGCCATTAGATGGAGCTC	Upstream_CTCF	17
chr4	100695510	100695660	id-76236	2.39e-05	+	CTGATATCCCTGAGAGGAGCCCCTAGGAGGAGTAG	UpstreamP1_CTCF	1
chr4	100729536	100729686	id-76237	1.64e-06	-	CTGTGATGAGGATATGCTATCACTAGGTGGCAGTA	UpstreamP1_CTCF	40
chr4	100733044	100733194	id-76238	7.27e-06	+	AAGATGAATATAGCCTGCACCAACAGGGGGAGCTG	V_CTCF_BR	40
chr4	100766552	100766702	id-76239	1	+	NA	NONE	1
chr4	100806351	100806501	id-76240	5.34e-06	-	TGTCAGGTCACTGTTACCTCCAGTAGATGGTGCCG	V_CTCF_BR	36
chr4	100867111	100867261	id-76241	1	+	NA	NONE	25
chr4	100870226	100870376	id-76242	8.71e-06	-	CGGCGAGAGGCCTAAGAGAACGCTAGAGGGAGCTG	V_CTCF_BR	40
chr4	100919250	100919400	id-76243	6.84e-06	+	ATGTGAATGAGCAAAGCAACCACATGATGGCAGCA	V_CTCF_BR	38
chr4	100937375	100937525	id-76244	1	+	NA	NONE	5
chr4	100984618	100984768	id-76245	1.73e-05	-	TATCTAGAAAATAAATTTGCCACAGGATGGCAGTA	V_CTCF_BR	11
chr4	101014663	101014813	id-76246	3.66e-06	+	AACCTATGATAGCTGGTGGCCACTAGGGGTCCCCA	UpstreamP1_CTCF	40
chr4	101017285	101017435	id-76247	5.68e-06	-	TTGTGTACCTCTCTGACTTCCACCAGAGGGAGCGT	V_CTCF_BR	40
chr4	101039022	101039172	id-76248	4.88e-05	+	ATGGGGATATGTTCCAGGACCACCAGGGGATGCCC	Upstream_CTCF	25
chr4	101088754	101088904	id-76249	7.78e-06	-	GGTTCATGGCAGGGCCACACCAGCAGGAGGCATTA	Upstream_CTCF	12
chr4	101103003	101103153	id-76250	3.5e-05	-	CTGAGGCCCTTCTTTGTGGCCTGTAGGTGAGGCTG	UpstreamP1_CTCF	1
chr4	101145145	101145295	id-76251	9.4e-06	-	CAGCCAGTGCCTGAATGCACCGCCAGAGGGCCTGA	UpstreamP1_CTCF	5
chr4	101232452	101232602	id-76252	1.04e-06	+	CTAGAACTTCAGACTTCTGCCACTGGAGGGAACTG	Upstream_CTCF	38
chr4	101287512	101287662	id-76253	1	+	NA	NONE	1
chr4	101293712	101293862	id-76254	1.1e-06	+	GGGCACAGCATTATAACAACCACCAGGGGGCTGCT	V_CTCF_BR	40
chr4	101342648	101342798	id-76255	4.01e-05	+	GTTGTCATCTTTGACATAACCACTTGATGTCAGTC	Upstream_CTCF	37
chr4	101425740	101425890	id-76256	1.01e-08	+	CTGTTATGCCCGGACAGGGCCACCGGAGGGCTCCT	UpstreamP1_CTCF	8
chr4	101497853	101498003	id-76257	5.92e-05	+	CGAAAAAGTGACAGAGACACCTATAGGTGGCAGTA	V_CTCF_BR	14
chr4	101538229	101538379	id-76258	1	+	NA	NONE	4
chr4	101612090	101612240	id-76259	1	+	NA	NONE	8
chr4	101660069	101660219	id-76260	2.34e-06	-	TGGAAGTCCTGGCCTCTACCCACTAGATGCCAGCA	UpstreamP1_CTCF	11
chr4	101663303	101663453	id-76261	1	+	NA	NONE	35
chr4	101664932	101665082	id-76262	2.96e-05	-	GAAGTGAATATCTGAGTAGCCTGTAGGTGGCTAGC	V_CTCF_BR	18
chr4	101717665	101717815	id-76263	2.27e-06	-	AGAACCTTTCCTGGACCCAGCAGCAGATGGCAGTC	V_CTCF_BR	8
chr4	101726817	101726967	id-76264	3.63e-05	+	TCGTGCCCTGCTGCTCAAACCCCTAGGGGGAGCAT	V_CTCF_BR	7
chr4	101768661	101768811	id-76265	2.19e-05	+	TATCACTATAACATTCTGCTCAGTAGGGGGCAGAA	UpstreamP1_CTCF	24
chr4	101770138	101770288	id-76266	4.5e-06	+	GCTGTCACTCTTTCATTGACAGCTAGATGGCAGGC	Upstream_CTCF	30
chr4	101828700	101828850	id-76267	4.65e-06	+	TGGATGTTCATGTTTTTGACCAGCAGGTGTCAATA	UpstreamP1_CTCF	37
chr4	101856357	101856507	id-76268	4.01e-05	+	GGTGATATTACCCACACAGCAGCTAGAGGGCATTT	Upstream_CTCF	38
chr4	101877086	101877236	id-76269	1	+	NA	NONE	12
chr4	101955307	101955457	id-76270	8.56e-05	+	TAGACATACCCAGCACACTCCACTGAGGGGCGCTG	UpstreamP1_CTCF	26
chr4	101970432	101970582	id-76271	1	+	NA	NONE	3
chr4	102008091	102008241	id-76272	3.41e-07	+	CCTGCAATCCCCTGCCAATACACAAGGAGGAAGCC	Upstream_CTCF	38
chr4	102090491	102090641	id-76273	8.21e-06	+	TCTGGCTATGTCCTACAGTACTCCAGAGGGCGCTA	V_CTCF_BR	40
chr4	102109133	102109283	id-76274	2.19e-05	+	TAGGTGTATCAAATGCATACCACCAGATGGCATCT	UpstreamP1_CTCF	26
chr4	102152325	102152475	id-76275	6.8e-06	-	TTGCTCTTACAGAATTCTCCCCCTAGAGGAAAGCT	UpstreamP1_CTCF	21
chr4	102153355	102153505	id-76276	1	+	NA	NONE	11
chr4	102200477	102200627	id-76277	1	+	NA	NONE	5
chr4	102266895	102267045	id-76278	1	+	NA	NONE	23
chr4	102269142	102269292	id-76279	2.97e-06	+	CTCCGGGTGTGTGCGTGGCCCACAAGAGGGCAAGA	V_CTCF_BR	26
chr4	102269418	102269568	id-76280	7.6e-05	+	GTGTCCCACCCAGGCGTGCACACCGAGCGGCGGGG	UpstreamP1_CTCF	26
chr4	102518480	102518630	id-76281	1.82e-07	-	TCATGAGCCAGTAAACTCACCACCAGGGGGAGGAG	V_CTCF_BR	36
chr4	102523465	102523615	id-76282	5.92e-05	-	ATAATTTTAATATGGTACACCTGTAGAGGGCACTT	V_CTCF_BR	9
chr4	102651795	102651945	id-76283	7.62e-07	-	GAAGTTATTATAGGTCAGGCCAGCAGGTGGCATGC	Upstream_CTCF	39
chr4	102711764	102711914	id-76284	2.72e-06	+	TTTCACTTCCTCTGGGCGCCCAGCAGAGCGGAGCC	UpstreamP1_CTCF	19
chr4	102712029	102712179	id-76285	3.09e-07	-	CCTCCGAATGCGCGACTACCCACCTGGGGGCGCTG	V_CTCF_BR	27
chr4	102728201	102728351	id-76286	1	+	NA	NONE	4
chr4	102874128	102874278	id-76287	1	+	NA	NONE	1
chr4	102931540	102931690	id-76288	4.88e-05	-	GGAGGCGGAAGCTGCAGTGAGCCCAGATGGCGCCA	V_CTCF_BR	11
chr4	102977091	102977241	id-76289	1	+	NA	NONE	21
chr4	102977251	102977401	id-76290	2.8e-05	-	GTTGTCATGTACAGTCTCACCAGTAGGATGAGGGA	Upstream_CTCF	10
chr4	103176733	103176883	id-76291	2.93e-07	+	GTGCATTGGTTGACAATCTCCAGTAGGGGTTGGGA	UpstreamP1_CTCF	9
chr4	103178973	103179123	id-76292	2.53e-05	+	AGCATGATATTGAGCTGTCTCAGTAGAGGGCGCTG	V_CTCF_BR	40
chr4	103184312	103184462	id-76293	1.84e-06	-	GTGACTGTTTTGTGGTTTGCCACAAGATGGCAACA	V_CTCF_BR	39
chr4	103220906	103221056	id-76294	5.52e-05	-	GGGTGTCAGCTCTTCAAGGCCACTAGAGGGACCCT	UpstreamP1_CTCF	40
chr4	103266675	103266825	id-76295	6.8e-06	+	CCTGAACTCCCGCGCGCGTCCACGCCGGGGCGCAG	Upstream_CTCF	40
chr4	103309045	103309195	id-76296	1.21e-05	+	CCTGCAGTTACCCAACTTGCCTCCAGGCATTCTTC	Upstream_CTCF	10
chr4	103311713	103311863	id-76297	1	+	NA	NONE	13
chr4	103341823	103341973	id-76298	6.82e-05	+	ATAGTTAAGTAGACACAAGCCAGTAGATGTCGCAT	V_CTCF_BR	21
chr4	103352621	103352771	id-76299	1.17e-05	-	ATTTACAACACCGGTAGTACCACATGGTGGCACTA	V_CTCF_BR	38
chr4	103371033	103371183	id-76300	5.34e-06	+	TTTACCTTTTTAAAAGATGCCAGGAGGTGGCAGCA	V_CTCF_BR	40
chr4	103421631	103421781	id-76301	2.15e-05	+	GGAGGCCTGTCAGTGGGTGCCAGTAGCGGTCTCTT	V_CTCF_BR	32
chr4	103422641	103422791	id-76302	4.5e-06	-	AGCGCAGGGCGCGCGGTGGCCGGGCGGCGGCGCCG	Upstream_CTCF	6
chr4	103462977	103463127	id-76303	1	+	NA	NONE	28
chr4	103475787	103475937	id-76304	2.84e-05	-	CTGTGTGATCTCACATTCACCACCAGCAGGGAGAC	UpstreamP1_CTCF	10
chr4	103500143	103500293	id-76305	5.68e-06	+	AGTAGTGAGTACTTCACTTCCAACAGGGGGCACAC	V_CTCF_BR	26
chr4	103525841	103525991	id-76306	1.54e-05	-	GTGAAATTCTGACACAAATCCACAAGAGGACATAA	UpstreamP1_CTCF	8
chr4	103531309	103531459	id-76307	2.5e-05	-	ATGGACAGCATGATTACAGCCACTAGGGTGCACCC	UpstreamP1_CTCF	39
chr4	103531711	103531861	id-76308	1	+	NA	NONE	9
chr4	103541862	103542012	id-76309	1.29e-05	+	AAGTATCTTTCATATTGTACCAGCAGATGGAGATA	UpstreamP1_CTCF	39
chr4	103544942	103545092	id-76310	1.59e-06	+	AGGAAAGGGAAGAAGCTTGCCAACAGGGGGCTCTG	V_CTCF_BR	37
chr4	103546859	103547009	id-76311	4.03e-06	-	GTGCAAAGTTCTGCTTCTTCCAGCAGAGGCCTCTT	UpstreamP1_CTCF	38
chr4	103634328	103634478	id-76312	1.85e-05	-	CGTGCAATGCTCAGTGTAATCACACGGAGGCCTAA	Upstream_CTCF	11
chr4	103636287	103636437	id-76313	1.17e-05	-	AGGCTGGCTTCCCTCTTGGCCAAGAGAGGGCATGA	V_CTCF_BR	32
chr4	103652428	103652578	id-76314	1.97e-06	+	GCGCCACTATCCCAGCCAGCCTCCAGGGGGAATAC	V_CTCF_BR	35
chr4	103664656	103664806	id-76315	1.61e-05	+	GTGCAGGCTGGGGGAGAGACGGCAGGGTGGCAGAA	UpstreamP1_CTCF	2
chr4	103681905	103682055	id-76316	1	+	NA	NONE	8
chr4	103748057	103748207	id-76317	1	+	NA	NONE	34
chr4	103749020	103749170	id-76318	1	+	NA	NONE	2
chr4	103749530	103749680	id-76319	1	+	NA	NONE	29
chr4	103790677	103790827	id-76320	1	+	NA	NONE	3
chr4	103930398	103930548	id-76321	5.38e-05	-	AATGATCTGTGATATGTAGTCACTAGATGTCACTG	V_CTCF_BR	40
chr4	103953777	103953927	id-76322	8.34e-07	-	ATGCTAGGGAATGTAATGGCCACTAGGTGCTGCTG	UpstreamP1_CTCF	38
chr4	103967949	103968099	id-76323	1.47e-05	+	CTGCATGCTACTTGAGCAGTCTCTAGAGGGAGCAA	V_CTCF_BR	40
chr4	103997071	103997221	id-76324	1	+	NA	NONE	28
chr4	104012904	104013054	id-76325	1.71e-06	-	TGAGAATTCTAAATCTGTGCCACCTGAGGGCACTG	V_CTCF_BR	39
chr4	104021038	104021188	id-76326	8.21e-06	-	TCATAGTTCTACCTGAATTCCACTAGATGGCAGCA	V_CTCF_BR	38
chr4	104058817	104058967	id-76327	2.4e-05	-	AGAGATCATCCTGGCCTGGCCCAGAGAGGGAGCAA	V_CTCF_BR	5
chr4	104125399	104125549	id-76328	1.31e-05	+	CTGTGTTATTTATGCTGAAGCTGCAGAGGGCACTG	V_CTCF_BR	40
chr4	104128959	104129109	id-76329	3.45e-05	+	AGCTAGCCACGTGACGAGGCCACATGGAGGAGCTC	V_CTCF_BR	22
chr4	104286539	104286689	id-76330	1	+	NA	NONE	4
chr4	104336288	104336438	id-76331	1.01e-05	+	GAGGCAGTACCCTGCAAAGCCACAGGGGTGGAGCT	Upstream_CTCF	4
chr4	104350561	104350711	id-76332	8.21e-06	+	CGAGTCAGTATCCGACAAACCAACAGGGGGCTCCA	V_CTCF_BR	25
chr4	104400011	104400161	id-76333	2.53e-05	+	ATTATACCCCAGATATAAACCCCAAGGGGGCAGCA	V_CTCF_BR	20
chr4	104404161	104404311	id-76334	1.31e-05	-	TCTAGACCTCAAGCTCCAGCCTGTAGGAGGCTCTC	V_CTCF_BR	6
chr4	104406565	104406715	id-76335	1.24e-05	+	CCTGACTGGGAAATATCTCCCAGCAGGGGTCGACA	V_CTCF_BR	13
chr4	104420415	104420565	id-76336	1.92e-06	+	CAGCATCCTTGGCCTCCACCCACTAGAGGCCAGTA	UpstreamP1_CTCF	29
chr4	104454711	104454861	id-76337	1	+	NA	NONE	7
chr4	104555518	104555668	id-76338	1.55e-05	+	AAATGTGTGCTCATGATACCCAGTAGGTGGTGCAG	V_CTCF_BR	13
chr4	104640290	104640440	id-76339	8.71e-06	+	GAAAGAAGTTCTGGAAGCGGCAGTAGTTGGCGCCA	V_CTCF_BR	19
chr4	104675535	104675685	id-76340	2.78e-06	-	ACATTACCAAGGGGTAGAACCACCAGGGGGCTCAT	V_CTCF_BR	11
chr4	104707329	104707479	id-76341	4.7e-06	-	CAAGGAGAAGATTCCTATTCCACTAGGTGGCACTG	V_CTCF_BR	38
chr4	104724063	104724213	id-76342	2.6e-06	+	TGGAGGTTTATAGTGTCTGCCACTAGATGGCTGGA	V_CTCF_BR	17
chr4	104808410	104808560	id-76343	1	+	NA	NONE	5
chr4	104817155	104817305	id-76344	5.41e-06	-	TGTGTACTGTGTTATTCTACCAGCAGATGGTATAA	Upstream_CTCF	2
chr4	104836500	104836650	id-76345	3.18e-06	-	TGTTTTTACTGTCTTCTGTCCACTAGAGGGCACAT	V_CTCF_BR	38
chr4	104855467	104855617	id-76346	1.04e-07	-	ATGCTAAACTGAAGGTCTGCCACTAGAGGGCAGTG	V_CTCF_BR	40
chr4	104915348	104915498	id-76347	2.43e-06	-	TATCAGTTTTATTAGAGAACCAGAAGAGGGCACTC	V_CTCF_BR	21
chr4	104917269	104917419	id-76348	1	+	NA	NONE	14
chr4	104936958	104937108	id-76349	2.43e-06	+	GTTGCCTGTTTGCCACTTGCCAGCAGATGGCCTAA	Upstream_CTCF	27
chr4	104986256	104986406	id-76350	1.38e-06	+	AGAAATTCTCTGCTGGAATCCACCAGGGGGCAGAC	V_CTCF_BR	36
chr4	105273484	105273634	id-76351	5.89e-08	-	ATGTAGGTTGACCTCTCAGCCAGTAGGTGGCACTT	UpstreamP1_CTCF	23
chr4	105315547	105315697	id-76352	1.93e-05	-	GGGATTGGTAGTAAATGGACCAGTAGATGTCTCTC	V_CTCF_BR	7
chr4	105372864	105373014	id-76353	6.43e-06	-	TCAGCTTACTTTCAGCAAACCTCTAGAGGGCAGAA	V_CTCF_BR	30
chr4	105412710	105412860	id-76354	5.01e-06	+	GTGATGCGCGCGATCTTGGCCGCCTGTGGGAAGGC	V_CTCF_BR	17
chr4	105452670	105452820	id-76355	3.56e-05	-	TAAGCACAAAATCCCTGCTCCACTAGAGAGCACTA	Upstream_CTCF	18
chr4	105614875	105615025	id-76356	3.65e-05	-	ATGCTGTCAAGTCGGGGGACCTCTAGTGGTCAAGT	UpstreamP1_CTCF	32
chr4	105733029	105733179	id-76357	3.84e-06	-	ATGTAATAACTCCCCCATACCACCAGGTTGTGCAT	UpstreamP1_CTCF	14
chr4	105781797	105781947	id-76358	1.46e-10	-	GCTGCAGTTCTACACATTTCCAGCAGGGGTCAATA	Upstream_CTCF	40
chr4	105783249	105783399	id-76359	1	+	NA	NONE	7
chr4	105822662	105822812	id-76360	1.03e-06	-	CTCCTCTGCCTGGAGGAAGCCCCCAGGTGGCATTA	UpstreamP1_CTCF	23
chr4	105825360	105825510	id-76361	2.27e-05	+	GCCTCCTGTGAACAAGGAGCCACCAGAGGGTGTGT	V_CTCF_BR	19
chr4	105852364	105852514	id-76362	2.27e-06	+	TCTGACAGGGAGAAACCTCCCAGCAGGGGTCAGCA	V_CTCF_BR	37
chr4	106062166	106062316	id-76363	6.51e-05	+	CCATGTCCGATTAATGATTTCAGTAGATGGCGCTC	V_CTCF_BR	40
chr4	106118006	106118156	id-76364	7.9e-07	-	AAGAAGTAGGAAGAAGTTGCCAGTAGGGGGAGAGG	UpstreamP1_CTCF	39
chr4	106179116	106179266	id-76365	1	+	NA	NONE	29
chr4	106266655	106266805	id-76366	1	+	NA	NONE	4
chr4	106355498	106355648	id-76367	8.21e-05	-	TTAGGATATTGCCAAATATCCCCTAGAGGGCAAAA	V_CTCF_BR	6
chr4	106362172	106362322	id-76368	4.5e-05	-	TAGTTACACACATAAGACTCCACAAGAGGGCATAA	UpstreamP1_CTCF	18
chr4	106375125	106375275	id-76369	1	+	NA	NONE	17
chr4	106392850	106393000	id-76370	1.47e-05	-	TAAACAATTTCTGAACTAACCGCCAGATGGCATCA	V_CTCF_BR	40
chr4	106395203	106395353	id-76371	1.04e-07	-	GCGGGAGGGATGACTCCGGACGGTAGGGGGCACCG	V_CTCF_BR	40
chr4	106418182	106418332	id-76372	4.14e-06	+	CAGCGACCCTGGCCTCTACCCACTAGATGTCAGTA	V_CTCF_BR	30
chr4	106418759	106418909	id-76373	1	+	NA	NONE	9
chr4	106442102	106442252	id-76374	2.78e-06	+	ATTTGGTAATCACCCGACACCACAAGAGGGAGCCA	V_CTCF_BR	40
chr4	106553308	106553458	id-76375	1	+	NA	NONE	13
chr4	106553902	106554052	id-76376	1	+	NA	NONE	14
chr4	106588003	106588153	id-76377	5.65e-05	-	GGAAAAATGTTTCTAGTAAGCACAGGAGGGCAGTG	V_CTCF_BR	28
chr4	106636959	106637109	id-76378	6.43e-06	-	AATTACAATTCCAAAACTGACACTAGATGGCACTC	V_CTCF_BR	34
chr4	106816779	106816929	id-76379	5.92e-05	-	CTCCCGTCGAACTCGGCGGCCGCCTGCAGGTAGAG	V_CTCF_BR	17
chr4	106875619	106875769	id-76380	2.91e-05	+	TTGGCAATCCTCTGTTAATCCTTCAGAGGCCGCCA	Upstream_CTCF	13
chr4	106913017	106913167	id-76381	8.97e-05	-	CCATCAGGCAGAGTCAGTGCCAGTAGGGGCAGTGT	Upstream_CTCF	9
chr4	106953885	106954035	id-76382	5.51e-07	+	TAGGGTGGGTAGAGAAAGACCACCAGGTGGAGGCA	V_CTCF_BR	2
chr4	107061869	107062019	id-76383	4.34e-05	-	TATTTAAAGTCTCTGATCACCACTGGGTGGAGATA	Upstream_CTCF	8
chr4	107122647	107122797	id-76384	1	+	NA	NONE	39
chr4	107129720	107129870	id-76385	2.4e-05	+	AACTCTTTGCCTCACTCAACCGCTAGCTGTCAGCA	V_CTCF_BR	0
chr4	107160108	107160258	id-76386	5.34e-06	+	AGAAAAATACCCTTGACTTCCTGCAGGGGGAGGTG	V_CTCF_BR	40
chr4	107187460	107187610	id-76387	1.5e-05	+	GATGCCATATTCAGCTATGACACTAGAGGACCTCA	Upstream_CTCF	39
chr4	107250293	107250443	id-76388	1.03e-05	+	CCTCTGCTATACAACTTCACCACTAGGTGGTATGA	UpstreamP1_CTCF	40
chr4	107290734	107290884	id-76389	3.6e-07	+	AATGAAGTGGAAAGAATCTCCCCCAGGTGGCAGTA	Upstream_CTCF	40
chr4	107342251	107342401	id-76390	1.41e-05	+	ATGGAATTATATACTACAGCCTCCAGAGGGTGTTT	UpstreamP1_CTCF	3
chr4	107423353	107423503	id-76391	1.71e-06	-	TGGGTCTCTCCTTCGAAGTCCGCCAGATGGCAGCA	V_CTCF_BR	40
chr4	107444112	107444262	id-76392	1.92e-05	-	CTGTACTGATGGACATCAGACAGCAATTGCCAGCA	UpstreamP1_CTCF	38
chr4	107540217	107540367	id-76393	3.09e-05	-	GTTCTCTTCTTAGTCACTGTTGGCAGGGGGCGGTA	UpstreamP1_CTCF	13
chr4	107613030	107613180	id-76394	5.01e-06	+	TTAGAGAATTTGGGAATAGCCACAAGGGGGCTACG	V_CTCF_BR	31
chr4	107661951	107662101	id-76395	1	+	NA	NONE	16
chr4	107730381	107730531	id-76396	4.7e-06	-	AGTTAACAGAATGACTTGACCAGTAGATGTCAGCC	V_CTCF_BR	36
chr4	107740070	107740220	id-76397	8.03e-07	-	TTTGAACTGAAAATATTGCCCACCAGAGGGCTCTC	Upstream_CTCF	28
chr4	107796601	107796751	id-76398	4.41e-06	+	TGTTTGAGGTGTCTGTTGGCCCCTAGGGGGTGGTG	V_CTCF_BR	20
chr4	107819904	107820054	id-76399	1.03e-06	-	TAGGATGCTAAATGTTCAACCAGCAGAGGGCGATG	V_CTCF_BR	39
chr4	107955210	107955360	id-76400	1	+	NA	NONE	22
chr4	107955510	107955660	id-76401	6.84e-06	-	TGTGGCTGGCGCGCTGTGGCCAGGAGAGGGGGCTC	V_CTCF_BR	32
chr4	107958411	107958561	id-76402	4.14e-06	+	GAACGACTGGGACGCGCTGGCGCTTGGGGGCGCCA	V_CTCF_BR	36
chr4	107965462	107965612	id-76403	3.63e-06	+	CTGAGAGGTCCAAGTTCATGCAGCAGAGGGCAGTA	V_CTCF_BR	34
chr4	107971809	107971959	id-76404	6.82e-05	+	ACACATGTTTCCCTGTTGGACGCTAGAGGGAGATT	V_CTCF_BR	39
chr4	108015557	108015707	id-76405	2.86e-06	+	TTGTAGTCTGGTCTGAGATCCAGTAGATGGCATGG	UpstreamP1_CTCF	38
chr4	108074458	108074608	id-76406	1.97e-06	-	GGCTTCCTGTTACGTTCTGCCAGTAGGGGGCATGA	V_CTCF_BR	38
chr4	108088151	108088301	id-76407	2.19e-05	-	CAGCGATGGTGTGGTGTAGCCAGTGGAAGGAATTA	UpstreamP1_CTCF	10
chr4	108094681	108094831	id-76408	3.28e-05	+	AGCAAAATACTCTATCACTCCAGGAGAGGGAGGAA	V_CTCF_BR	14
chr4	108104436	108104586	id-76409	3.47e-07	-	CTGTGATTAATCATGCTTGCCACTAGAGGTCAGTG	UpstreamP1_CTCF	40
chr4	108134596	108134746	id-76410	3.81e-05	+	ATCCCTACATTTTCATGGGCAGCAAGGTGGCGGAA	V_CTCF_BR	7
chr4	108275593	108275743	id-76411	1.15e-07	-	CTGTCATGCCCGGATAGGGCCACTAGAGGTCTCCT	UpstreamP1_CTCF	39
chr4	108300525	108300675	id-76412	1.24e-05	-	AGATTTTTGTAGAATTTAACCAGCAGATGGAGCAT	V_CTCF_BR	24
chr4	108301429	108301579	id-76413	1	+	NA	NONE	7
chr4	108302098	108302248	id-76414	1.97e-06	-	GGAGGACAGGCCCCTGCTGCCAACAGAGGGCGTAA	V_CTCF_BR	22
chr4	108440322	108440472	id-76415	8.99e-05	-	TCCTTGCCCAAAAAACCTCCCACAGGGAGGCAGTG	V_CTCF_BR	38
chr4	108500274	108500424	id-76416	3.31e-06	+	AAGCAGAGCGAGTTATGGCCCACCAGGGAGCAGCA	UpstreamP1_CTCF	11
chr4	108575877	108576027	id-76417	4.3e-06	+	TCTGGATTGCGAAGAATGGCCACACGGCGGCCCTC	Upstream_CTCF	19
chr4	108587427	108587577	id-76418	9.26e-05	-	TTCCTAGACCCTAAATTGGTCACTAGATGGCCTGC	UpstreamP1_CTCF	33
chr4	108655398	108655548	id-76419	1.77e-05	+	AGTGTTAAATGTACTTAACCCAGTAGGTGGCGACC	Upstream_CTCF	38
chr4	108658267	108658417	id-76420	3.1e-07	-	TATTAGTTCCTCTGATTCCCCAGTAGGTGGCAGCA	UpstreamP1_CTCF	40
chr4	108661583	108661733	id-76421	3.28e-05	+	TCATGGTTTGGTGGAAGGCCCTCTTGGTGGCAGAA	V_CTCF_BR	35
chr4	108679161	108679311	id-76422	9.71e-06	+	GGAATAATTCTAAAGGTGAACACTAGATGGCAACA	Upstream_CTCF	36
chr4	108681811	108681961	id-76423	1.1e-05	+	AGGTTGGAGTGGACAATCACCGCCGGGTGGTGCCA	V_CTCF_BR	33
chr4	108719315	108719465	id-76424	1	+	NA	NONE	4
chr4	108821334	108821484	id-76425	1	+	NA	NONE	6
chr4	108834571	108834721	id-76426	2.83e-07	-	CAAGTCATAAAGTATATTGCCACAAGGGGGCACTG	V_CTCF_BR	40
chr4	108852822	108852972	id-76427	2.84e-05	+	CTGGGGCTGCTGCGGCTGGACCCCAGCGGGGGCGC	UpstreamP1_CTCF	14
chr4	108939854	108940004	id-76428	5.34e-06	+	CCTGTTTGTATGTTTTTATCCGCAAGGTGGCGCTG	V_CTCF_BR	40
chr4	108950030	108950180	id-76429	3.8e-07	-	CCTGCTCTTCCAGCTTCAGCCCACAGGCGGCCAGG	Upstream_CTCF	2
chr4	108951627	108951777	id-76430	1	+	NA	NONE	40
chr4	108964211	108964361	id-76431	5.51e-07	+	AGTCTCATGGTGGATTCTGCCACTAGCTGGCACAA	V_CTCF_BR	16
chr4	108964902	108965052	id-76432	1.21e-05	+	TGTGCAGTGCTGAAGGCTGTCACCAGGGCTGAGCG	Upstream_CTCF	4
chr4	108981433	108981583	id-76433	1	+	NA	NONE	37
chr4	109016173	109016323	id-76434	1	+	NA	NONE	8
chr4	109031184	109031334	id-76435	1.92e-06	+	CAGCAAGAGCACGAAGCCTCCAGTAGGAGGGGAGA	UpstreamP1_CTCF	4
chr4	109052198	109052348	id-76436	2.6e-06	+	AGCCGCCAGAGCAGCTGGGACTACAGGTGGCGCCA	V_CTCF_BR	30
chr4	109056790	109056940	id-76437	1	+	NA	NONE	7
chr4	109076672	109076822	id-76438	5.3e-05	-	GTGTAAGTCAGTGCCTTGGGCCCCACCTGGTGGGA	UpstreamP1_CTCF	17
chr4	109087941	109088091	id-76439	1	+	NA	NONE	6
chr4	109089664	109089814	id-76440	3.16e-06	+	CGGCAAGCGCGGGGACTCCGCAGTGGAGGGCACTG	UpstreamP1_CTCF	4
chr4	109093696	109093846	id-76441	7.82e-06	-	TGGCTGCGCCGAGCTACAGACGCCAACGGGCGCCG	UpstreamP1_CTCF	21
chr4	109102988	109103138	id-76442	2.81e-05	-	TATATTGACCTCTGCATGACCAGCAGGTGGCCCTG	V_CTCF_BR	33
chr4	109145934	109146084	id-76443	4.88e-05	-	ACTGCAGATGAACTCACCACCAGGAGCTAGCTGGC	Upstream_CTCF	13
chr4	109176784	109176934	id-76444	1	+	NA	NONE	2
chr4	109177837	109177987	id-76445	7.12e-06	-	AAGCCGTTCAGATGTGCAGCCAGCAGGGAGCTCCT	UpstreamP1_CTCF	1
chr4	109263550	109263700	id-76446	3.22e-05	-	GTGCTCTTGGCTTCAATGGGTGGCAGGAGGAATGA	UpstreamP1_CTCF	2
chr4	109271578	109271728	id-76447	1.73e-05	+	GGTGTTCCTGCCGCCCCGCGCTGCAGTGGGAAGTG	V_CTCF_BR	1
chr4	109276488	109276638	id-76448	1.84e-06	-	CCCTGGGTGGCCAGGGCTGCTTGCAGGGGGAGGCA	V_CTCF_BR	0
chr4	109282382	109282532	id-76449	1.47e-05	-	CCGGCCACCAACAGGCCAGCCACATGGTGTCTGCA	V_CTCF_BR	6
chr4	109315089	109315239	id-76450	3.91e-06	+	GATGTACTGTTGTGGACAGACCCTAGGTGGCCCCC	Upstream_CTCF	4
chr4	109336656	109336806	id-76451	1.47e-05	-	GAAACAATGCGCTTGATGGCCTGGAGGGGCAGCAG	V_CTCF_BR	2
chr4	109394426	109394576	id-76452	7.15e-05	-	CATTGTCAATTCTGTCTGTGCACAGGAGGGAGCCA	V_CTCF_BR	18
chr4	109414333	109414483	id-76453	1.09e-06	-	GACCACTGCAGCTGTTTCAGCACTAGGGGGCACAC	UpstreamP1_CTCF	40
chr4	109434423	109434573	id-76454	1.24e-05	-	GAAGTCGCATTGTAATCCCCCAGTAGATGGTGCTG	V_CTCF_BR	37
chr4	109493800	109493950	id-76455	2.1e-06	-	ACCGCAATTGAGTTTATTGTCAATAGAGGGCGCCA	Upstream_CTCF	40
chr4	109510134	109510284	id-76456	1	+	NA	NONE	0
chr4	109532600	109532750	id-76457	6.43e-06	+	CTCTGCATTCTGTTTCTTCACAGCAGGGGGAGGCA	V_CTCF_BR	28
chr4	109559134	109559284	id-76458	2.59e-06	-	ATGTAATTCTTTTCTGTGGCCAGAGTAGGGCAGGA	UpstreamP1_CTCF	25
chr4	109571343	109571493	id-76459	1	+	NA	NONE	31
chr4	109604717	109604867	id-76460	9.66e-05	+	ACAGATTAATTCTTTTTGACCAGCAGATGGGGCTT	Upstream_CTCF	38
chr4	109664359	109664509	id-76461	1	+	NA	NONE	30
chr4	109670393	109670543	id-76462	2.81e-06	+	TTGGTTGTTACCACACATGCCACCGGGTGGCCGTT	Upstream_CTCF	24
chr4	109683767	109683917	id-76463	2.83e-07	-	CGCGCCCCGCGCGCCTCCACCTGCAGGGGCCGCGC	V_CTCF_BR	18
chr4	109696060	109696210	id-76464	1.85e-05	+	ACTGCAATAACAGACATGGCACATAGGGGTGCCCA	Upstream_CTCF	17
chr4	109697214	109697364	id-76465	3.71e-05	+	CTTGCTCTGGAGATGGAGGGCTCAAGGAGGAGAGA	Upstream_CTCF	6
chr4	109704939	109705089	id-76466	2.15e-05	-	TATTTTTATGCACATATCACCGACAGAGGGCAGAC	V_CTCF_BR	36
chr4	109754325	109754475	id-76467	1	+	NA	NONE	8
chr4	109756071	109756221	id-76468	1.03e-05	+	CTACTGTTCACACTACTTTCCACTAGAGGGACTTC	UpstreamP1_CTCF	40
chr4	109861356	109861506	id-76469	4.21e-05	-	TCCAAGCAAACCACAAGAGACACCTGGAGGCAGCC	V_CTCF_BR	4
chr4	109997973	109998123	id-76470	2.6e-06	+	TAATGCCATTGCTGATTTGACAGGAGGTGGCGCTC	V_CTCF_BR	21
chr4	110000899	110001049	id-76471	1	+	NA	NONE	7
chr4	110055572	110055722	id-76472	8.23e-05	-	ATGCGCTTCTTTGCCAAAACCTTTAGAGGGAGTGG	UpstreamP1_CTCF	8
chr4	110084020	110084170	id-76473	2.1e-05	-	AATGCATGTCAGAACAGTGCCTCAAGGGGAGGAAG	Upstream_CTCF	21
chr4	110215296	110215446	id-76474	2.2e-07	-	AGGCACCTCCCCTTTGTGACCTCTAGGAGGAGGAA	UpstreamP1_CTCF	39
chr4	110219912	110220062	id-76475	5.17e-06	-	GCTGCTTTACCTCTTGCCACCACCAGAGCTCCACA	Upstream_CTCF	40
chr4	110237101	110237251	id-76476	3.41e-08	-	TCTGGATTGATATCAGTCTCCACCAGGGGGAGGCA	Upstream_CTCF	36
chr4	110254216	110254366	id-76477	2.43e-06	-	CTGGGGTGTGCATCCTTTGGCCCCAGAGGGCGCTA	V_CTCF_BR	36
chr4	110327630	110327780	id-76478	1	+	NA	NONE	39
chr4	110343664	110343814	id-76479	3.79e-08	+	GAGCACATCTACACATCGTCCACCAGATGGCGGTG	UpstreamP1_CTCF	40
chr4	110348785	110348935	id-76480	1.03e-06	+	ATAGTAACTTTGTCTCCTTCCAGCAGATGGCACTG	V_CTCF_BR	39
chr4	110354649	110354799	id-76481	1.77e-10	+	TGGGCCAGCTCGGCTCCGGCCTGCAGGGGGCGCTG	V_CTCF_BR	40
chr4	110467520	110467670	id-76482	1	+	NA	NONE	0
chr4	110495637	110495787	id-76483	5.92e-05	-	GAAGTTTTTTCAGTAGAGGACACTAGAGAGCCACT	Upstream_CTCF	36
chr4	110574042	110574192	id-76484	5.41e-06	-	AATGCCATTTCATTTCCTCCCACTAGAGTGCATAC	Upstream_CTCF	35
chr4	110580161	110580311	id-76485	5.92e-05	-	TAAATGGTAAGAAAGCTTACCATCAGGTGGCACCA	V_CTCF_BR	17
chr4	110598187	110598337	id-76486	4.21e-05	+	AACCCCTGCCTTAGTGTATCCACAAGGTGGCATAT	V_CTCF_BR	20
chr4	110624208	110624358	id-76487	2.38e-07	+	CCGGCGTCGCTACTCGGGACCGCCAGGAGGCGGCA	V_CTCF_BR	40
chr4	110651695	110651845	id-76488	6.21e-06	-	TCTGGAGGACCGGGAGAGGACGCAAGGAGGAAAAG	Upstream_CTCF	12
chr4	110720135	110720285	id-76489	4.23e-06	+	TTGCACTGAACTTAGACAACCACCAGAGGTGCAGG	UpstreamP1_CTCF	26
chr4	110725431	110725581	id-76490	2.43e-06	-	GCTGACACTAATACTGTCCCCACAAGATGGCACAA	V_CTCF_BR	40
chr4	110747998	110748148	id-76491	2.34e-06	-	GTGTAAGCATAAAACAGAACCACTAGAGGGCTATA	UpstreamP1_CTCF	38
chr4	110785414	110785564	id-76492	1	+	NA	NONE	9
chr4	110795356	110795506	id-76493	3.81e-05	-	CTGTTCAGTACGCACACCACAGCCAGGTGGCACTT	UpstreamP1_CTCF	7
chr4	110852587	110852737	id-76494	8.64e-05	+	AGTGTACTAGATTGCGAGTGCACTAGATTGCGATT	Upstream_CTCF	14
chr4	110894247	110894397	id-76495	7.27e-06	+	TGATCGTCCCTTGTTTGCTCCTGAAGGGGGCAGGG	V_CTCF_BR	1
chr4	110899175	110899325	id-76496	2.11e-06	-	GGAAGCCACCACATATATACCAGTAGATGGCACTG	V_CTCF_BR	40
chr4	110899988	110900138	id-76497	1.61e-05	+	AAGTTATTTGAGTTTGCCACCAGTAGGGGAAGACA	UpstreamP1_CTCF	32
chr4	110920044	110920194	id-76498	3.63e-06	+	TTTCTAGAAATGCACATTCCCAGTAGATGGCAGCA	V_CTCF_BR	38
chr4	110926729	110926879	id-76499	4.41e-06	+	TTCAGTAATTGATCTTGGAACACTAGAGGGCAGTC	V_CTCF_BR	38
chr4	110971213	110971363	id-76500	2.41e-08	+	TTGTAGTATTGCCACTCAGCCAGCAGAGGGCCCTT	UpstreamP1_CTCF	40
chr4	111006806	111006956	id-76501	1	+	NA	NONE	18
chr4	111084827	111084977	id-76502	1	+	NA	NONE	26
chr4	111092126	111092276	id-76503	1	+	NA	NONE	31
chr4	111132551	111132701	id-76504	1	+	NA	NONE	40
chr4	111236734	111236884	id-76505	3.36e-07	+	CATTGAGATCAGAGGGCTGACAGCAGATGGCGCTA	V_CTCF_BR	40
chr4	111265436	111265586	id-76506	8.64e-05	+	ACTGTAAAAATGAAAGAGGCCTGGTGGTGGGGGTA	Upstream_CTCF	35
chr4	111363603	111363753	id-76507	8.5e-06	+	CCTGCTTAGTCATTCTTGGGCAGGAGGTGTCACTG	Upstream_CTCF	19
chr4	111394209	111394359	id-76508	1	+	NA	NONE	9
chr4	111401486	111401636	id-76509	1.28e-06	+	CACAGGCTCCATATAAGGGCCACCAGAGGGAGTTC	V_CTCF_BR	38
chr4	111424962	111425112	id-76510	1.56e-06	+	CTGAAGTTTGGGCTATGATCCAGTAGATGGTGCTT	UpstreamP1_CTCF	14
chr4	111430120	111430270	id-76511	5.13e-05	-	GTCTTACACATAATATCTGACAGGAGGAGGCAGTG	V_CTCF_BR	39
chr4	111432228	111432378	id-76512	1.59e-06	-	TTTAACTTTTTTGTTCTGTCCAGTAGAGGGCAGTA	V_CTCF_BR	40
chr4	111436165	111436315	id-76513	1.73e-08	-	TTGCACTTCCCCAAATAAACCAGCAGATGGGGCTT	UpstreamP1_CTCF	38
chr4	111437638	111437788	id-76514	1.15e-07	-	GAAGTACTTTCTGTGGCAGCCAGCAGGGGGCATTT	Upstream_CTCF	40
chr4	111440160	111440310	id-76515	1.28e-08	-	AATTCACTTCTTGGCACTACCACCAGAGGGCAGGC	Upstream_CTCF	39
chr4	111507512	111507662	id-76516	2.29e-05	-	TTGTAAAATCTTTGATCTGCCACTAGAGGCTGCTC	UpstreamP1_CTCF	40
chr4	111510584	111510734	id-76517	3.65e-05	+	ATGAAATAATATTGTGACTTCACTAGAGGGAGCAA	UpstreamP1_CTCF	25
chr4	111542149	111542299	id-76518	8.97e-05	+	GCTGCGCCCCACCGGCGCCCTCCCAGGCGGCGCTG	Upstream_CTCF	19
chr4	111553110	111553260	id-76519	1.61e-05	+	GCGCAGCGGGATATAACGAGCGACAGAGGTCGCTG	UpstreamP1_CTCF	38
chr4	111558771	111558921	id-76520	1.59e-06	+	GAGGGAGGAAAGTGAGAGACCGGTAGAGGGCGGGA	V_CTCF_BR	24
chr4	111597894	111598044	id-76521	1	+	NA	NONE	3
chr4	111677498	111677648	id-76522	7.44e-05	+	AACGTAGCTCCTTGGCCTACCACCAGGGACTCTGA	Upstream_CTCF	4
chr4	111747941	111748091	id-76523	2.97e-06	+	AAAAACTTTGCGAACTTTGACACCAGGTGGAGCTG	V_CTCF_BR	5
chr4	111880566	111880716	id-76524	4.14e-06	-	CATCATAGATAATGTGTGACCAGTAGAAGGCACTG	V_CTCF_BR	30
chr4	111891927	111892077	id-76525	2.73e-07	-	TATGCTCTGACGTTAGGGGGCACCAGAGGGAGGCT	Upstream_CTCF	39
chr4	111967258	111967408	id-76526	3.67e-07	+	CTGCATCACATGGTTTTCTCCTCCAGGGGGCTAGA	UpstreamP1_CTCF	14
chr4	111985666	111985816	id-76527	1	+	NA	NONE	7
chr4	112057716	112057866	id-76528	2.19e-05	+	TGTGATCTAAACTGTATCTGCTCTAGGTGGCACCC	Upstream_CTCF	30
chr4	112085835	112085985	id-76529	6.46e-07	+	CCTGACTGGGAGACAACTTCCAGCAGGGGGCGATA	V_CTCF_BR	31
chr4	112204328	112204478	id-76530	9.14e-09	-	GCTGCATATCCCTACCCCACCACCAGGCGGCAGCA	Upstream_CTCF	40
chr4	112371047	112371197	id-76531	2.72e-05	+	GAGCAATACTAACCTGTACCCGCCAGGGTTCCTCC	UpstreamP1_CTCF	3
chr4	112396277	112396427	id-76532	1.19e-06	-	CAAAAGAGAGCTCTGTCCGCCTCCAGGGGTCAGTC	V_CTCF_BR	38
chr4	112524159	112524309	id-76533	1	+	NA	NONE	33
chr4	112551988	112552138	id-76534	1.59e-06	-	TTTCCTTCAATTATGGTAACCACAAGATGGCAGTA	V_CTCF_BR	34
chr4	112552888	112553038	id-76535	4.65e-05	-	TGCTACCCTTTTTCTTCTACCACCAGGTGGAGTGT	V_CTCF_BR	39
chr4	112563379	112563529	id-76536	1	+	NA	NONE	39
chr4	112611120	112611270	id-76537	1	+	NA	NONE	5
chr4	112699852	112700002	id-76538	5.38e-05	-	GCATGTTCTCCTCTCTGCCTCTCTAGATGGCAGCA	V_CTCF_BR	33
chr4	112720111	112720261	id-76539	3.28e-05	-	TAGTCTTTTCAGTATAGCACCTGAAGGGGTCACTC	V_CTCF_BR	31
chr4	112727622	112727772	id-76540	9.66e-05	+	CCTGAAATCCCGCTGTGTACCAGAGGTGGCACAAG	Upstream_CTCF	35
chr4	112757887	112758037	id-76541	2.15e-05	-	ATGGGACACTGCAGTCCTTCCGACAGATGGCAGGG	V_CTCF_BR	1
chr4	112768993	112769143	id-76542	4.89e-09	+	TCTGTAGTGCCTAGAGTGACCAGTAGATGGAAATT	Upstream_CTCF	39
chr4	112775774	112775924	id-76543	2.34e-06	-	ATGTTGATATTCTCGGTGGCCACTAAGGGGAGCCA	UpstreamP1_CTCF	39
chr4	112845079	112845229	id-76544	5.74e-05	-	ATGTTCTTTCCTCGTTTTAACTCTTCGTGGCGCCA	UpstreamP1_CTCF	4
chr4	112858628	112858778	id-76545	2.15e-05	-	CTCAGCATATTGTGAAAGACCTGAAGATGGAGCTC	V_CTCF_BR	37
chr4	112864985	112865135	id-76546	4.11e-08	+	GCTGCCCCATTTGCAGTTGCCACTAGGTGGAAGTC	Upstream_CTCF	37
chr4	112952999	112953149	id-76547	1.61e-05	-	TAGCTTCCCTAAATTTTGGCCACTAGATGTCATGG	UpstreamP1_CTCF	38
chr4	112968528	112968678	id-76548	1	+	NA	NONE	8
chr4	112981487	112981637	id-76549	6.05e-06	-	TCTAGGTCATCATTAGCTGCCACTGGATGGAGCTA	V_CTCF_BR	40
chr4	112984548	112984698	id-76550	1	+	NA	NONE	6
chr4	112996428	112996578	id-76551	4.96e-08	+	GCTGTTGTTTCTTTCATTGCCACTAGATGTCGTTG	Upstream_CTCF	40
chr4	113020945	113021095	id-76552	5.68e-06	+	AGAACCGTTCTTTAAACTACCAGTAGATGGTGCCA	V_CTCF_BR	37
chr4	113030970	113031120	id-76553	1	+	NA	NONE	14
chr4	113067134	113067284	id-76554	1	+	NA	NONE	34
chr4	113110997	113111147	id-76555	1	+	NA	NONE	36
chr4	113135955	113136105	id-76556	4.5e-06	+	CATTTATTTCATTTTTTTACCTGCAGGTGGCAGCT	Upstream_CTCF	40
chr4	113153347	113153497	id-76557	3.88e-06	+	CTTTCACCGTCCCCCGGCGGCTGGAGGTGGCGGTC	V_CTCF_BR	39
chr4	113156288	113156438	id-76558	1.04e-07	-	AGAGAAACAGGAGAACTGACCAGCAGATGGAGCCC	V_CTCF_BR	40
chr4	113166666	113166816	id-76559	2.23e-06	-	CAGTAATGATAACCATTAGCCACAAGGGGCTATTG	UpstreamP1_CTCF	29
chr4	113188084	113188234	id-76560	3.18e-06	-	ACTTCTGGCTTTGGACTGTCCACAAGGGGGTAGTA	V_CTCF_BR	39
chr4	113230420	113230570	id-76561	9.29e-06	-	CCTGCCTCTGCAGACTCTACCTCTGGGGGCAGGGC	Upstream_CTCF	12
chr4	113243059	113243209	id-76562	3.18e-09	+	CCTGTACTGATAAGTGCCACCAGTAGAGGGCGGCA	Upstream_CTCF	40
chr4	113249134	113249284	id-76563	1.93e-05	+	CAATTTGTAAATGATATGACCTGTAGATGGCGAAC	V_CTCF_BR	39
chr4	113269721	113269871	id-76564	1.5e-05	-	CTTGCATGTCCTCAAGTGGCAGGGAGATGGTAACG	Upstream_CTCF	34
chr4	113300598	113300748	id-76565	1	+	NA	NONE	6
chr4	113339377	113339527	id-76566	2.66e-05	+	GAATGTTGGGGGAAGCCATCCACGGGGAGGCGCTG	V_CTCF_BR	18
chr4	113431981	113432131	id-76567	5.12e-06	+	ATGCAGGGGGGTGTACCCAGCGGGTGGGGGCGCCG	UpstreamP1_CTCF	1
chr4	113436010	113436160	id-76568	1.71e-06	-	GCGGGGGCGGCGGCGGGGGCCTGCCGGGGGCGCTC	V_CTCF_BR	7
chr4	113438485	113438635	id-76569	1.13e-05	+	TTTCTGTGACCTCTGCTCCGCGCTGGGGGGCGTTG	UpstreamP1_CTCF	7
chr4	113441546	113441696	id-76570	4.43e-05	+	GCAGGTGACTGTCGGGGGCGCGAAAGAGGGCGCCC	V_CTCF_BR	9
chr4	113444277	113444427	id-76571	3.8e-08	+	CCAGGGCCGGGTCTCCAGGCCGGGAGGGGGCGGCC	V_CTCF_BR	33
chr4	113445097	113445247	id-76572	4.01e-05	+	TGGTCCTGGAGGGCCGGGCCCGCCCGAGGGCAGCC	V_CTCF_BR	39
chr4	113486129	113486279	id-76573	1	+	NA	NONE	13
chr4	113525872	113526022	id-76574	6.43e-06	-	GAGTAAAAAATCCTAGAACCCTCCAGGGGGCAGCA	V_CTCF_BR	39
chr4	113554688	113554838	id-76575	3.42e-05	+	TTCTGAATTGCTACGGTTACCACAAGATGGCCCCC	Upstream_CTCF	39
chr4	113558527	113558677	id-76576	2.72e-05	+	TTGTAGTTCCCGTTTTCAGACAGTAAGGGCGCATA	UpstreamP1_CTCF	40
chr4	113683997	113684147	id-76577	3.36e-07	-	TTTTAACAGTAAATTATTGCCACTAGAGGGCACCA	V_CTCF_BR	39
chr4	113686881	113687031	id-76578	1.55e-05	-	TCACAAATTTTCAGAAGTTCCTCTAGGTGGCAGTA	V_CTCF_BR	39
chr4	113687702	113687852	id-76579	2.43e-06	+	ACTTTCTGAAAGGCTTTCTCCTCAAGGTGGCGCCC	V_CTCF_BR	39
chr4	113739426	113739576	id-76580	1	+	NA	NONE	13
chr4	113774941	113775091	id-76581	3.67e-07	+	ATGCCGTTTCTAGGAATGGCCACAAGATGGTGTAG	UpstreamP1_CTCF	38
chr4	113818871	113819021	id-76582	3.88e-06	+	GCAGCGGCAGAATGCCTCTCCAGAAGGTGTCAGCA	V_CTCF_BR	14
chr4	113831631	113831781	id-76583	5.51e-07	+	TAAAGGGGGTCTGTGGCAGCCAGCAGAGGGAGAAA	V_CTCF_BR	24
chr4	113859744	113859894	id-76584	4.48e-07	-	TCTGCTATCTAGAAGTAATCCACTAGGTGGCAATG	Upstream_CTCF	38
chr4	113863376	113863526	id-76585	1	+	NA	NONE	17
chr4	113872641	113872791	id-76586	1.21e-06	-	AAAGCAAACCAATCATCATCCACTAGGTGGCAGTA	Upstream_CTCF	38
chr4	113903936	113904086	id-76587	9.25e-06	-	TCTCTCTTTTTTTCTTGAACCACCAGGAGGAGCCA	V_CTCF_BR	18
chr4	113973784	113973934	id-76588	2.91e-05	+	GGTGCTCTCCACTCAGAAACCACAAGGAGTACACT	Upstream_CTCF	4
chr4	114016034	114016184	id-76589	3.67e-07	-	ATGCTATTCTTCAAAGACACCACTGGAGGCCAGTC	UpstreamP1_CTCF	40
chr4	114027349	114027499	id-76590	1.73e-05	+	TGGATTTAATATCTTTCATCCAGCAGAGGGCTACC	V_CTCF_BR	37
chr4	114074824	114074974	id-76591	1	+	NA	NONE	16
chr4	114138402	114138552	id-76592	6.9e-05	+	TTCTGAGTTCTGGTTACCACCACTAGAGGACTACA	Upstream_CTCF	3
chr4	114143706	114143856	id-76593	4.01e-05	+	GGTTCAGATCTTGGTCTCACCACTTGGTGTCTCCT	Upstream_CTCF	13
chr4	114169616	114169766	id-76594	2.29e-05	-	GTGTCCCAACAGACTGGCCACTGTAGGGGGCATCA	UpstreamP1_CTCF	31
chr4	114199588	114199738	id-76595	9.62e-08	+	TTGCTGCTCATTATGACAACCAGAAGGTGGCGCTG	UpstreamP1_CTCF	40
chr4	114214939	114215089	id-76596	1.41e-05	-	GTGTGTTACCGCTTTGCCAGCGGTAGGTGTCACAC	UpstreamP1_CTCF	20
chr4	114216173	114216323	id-76597	2.68e-05	+	TGTTTATTTTACCAAGTTATCACTAGATGGCAAGC	Upstream_CTCF	20
chr4	114222751	114222901	id-76598	6.8e-06	+	CTTCTCCAACACCTGGTCACCACCAGGTGTCTATT	UpstreamP1_CTCF	2
chr4	114249798	114249948	id-76599	1.9e-06	-	CATGTCATGCAGGATGAGACCACAAGAGGCAGCAC	Upstream_CTCF	40
chr4	114276732	114276882	id-76600	1	+	NA	NONE	28
chr4	114280059	114280209	id-76601	1	+	NA	NONE	26
chr4	114304043	114304193	id-76602	1	+	NA	NONE	5
chr4	114315978	114316128	id-76603	9.49e-08	+	AGATAATTTCCCAAACTAGCCACTAGAGGGCAGCA	V_CTCF_BR	36
chr4	114332630	114332780	id-76604	5.3e-05	+	ATCTAGTGAAGCAGATGCAACGCAAGGTGGAGACA	UpstreamP1_CTCF	23
chr4	114468814	114468964	id-76605	2.57e-08	+	ATGCAATGACTGCATGCAAACACCAGGGGGCGTGT	UpstreamP1_CTCF	40
chr4	114481911	114482061	id-76606	1	+	NA	NONE	13
chr4	114594827	114594977	id-76607	3.71e-05	-	CAGGCTTGACAGCCTCCTTGCACCAGGGGGTGTAT	Upstream_CTCF	13
chr4	114605987	114606137	id-76608	5.7e-05	+	GCAACAGCTCCACTCTGTCCCACTGGAGGCAGTGC	Upstream_CTCF	38
chr4	114682958	114683108	id-76609	1.1e-05	-	CGAAGGGACAGGCTTGGAGTCGCTAGAGGGAGGTG	V_CTCF_BR	38
chr4	114683931	114684081	id-76610	1	+	NA	NONE	21
chr4	114702729	114702879	id-76611	1.93e-05	+	ATGAGCAAGATAATGTTGACCACTAGAGGGCTTGA	V_CTCF_BR	40
chr4	114756311	114756461	id-76612	7.91e-05	+	CTGCCTTACCCTTGAGTGGATTCAGGGTGGAAGGC	UpstreamP1_CTCF	11
chr4	114770964	114771114	id-76613	7.49e-07	-	CTGCTGCAATACACACTGTCCTCCTGGTGGCTGAC	UpstreamP1_CTCF	11
chr4	114800007	114800157	id-76614	1.46e-07	+	CTTGTCGTTGCTGGCCAGACCACCAGGTGGCCCAT	Upstream_CTCF	36
chr4	114814848	114814998	id-76615	5.13e-05	-	ATACATGTTTAGATGACTACCAGCAGGGGTCATGC	V_CTCF_BR	36
chr4	114823206	114823356	id-76616	5.34e-06	+	AGGACAGTTTTCAGTGTGGCGGCCAGGTGGCAGAA	V_CTCF_BR	13
chr4	114830123	114830273	id-76617	5.34e-06	-	CCTCTTTCCATTTTTACTGCCACTAGATGGTAGTC	V_CTCF_BR	22
chr4	114873714	114873864	id-76618	4.3e-06	+	GAGGTAATGCTGAAAGCAGTCACTAGAGGGAAATA	Upstream_CTCF	40
chr4	114900539	114900689	id-76619	8.23e-05	+	TTGCCAATCTCCCCGACACTCACCAGGCGGCGAAG	UpstreamP1_CTCF	33
chr4	114901036	114901186	id-76620	7.15e-05	+	TCGCCTCCTGCCCATCACCCCGCTAGAGGGAAAGG	V_CTCF_BR	16
chr4	114901449	114901599	id-76621	1	+	NA	NONE	8
chr4	114979073	114979223	id-76622	3.5e-05	-	TTGTTATTAACCCTACCTGACACCAGATGAACCTT	UpstreamP1_CTCF	5
chr4	114992281	114992431	id-76623	2.89e-07	-	GATGTAATTCAGGGTTCTTCCAGTAGATGGCATTT	Upstream_CTCF	38
chr4	115030204	115030354	id-76624	1	+	NA	NONE	17
chr4	115054119	115054269	id-76625	2.37e-05	+	TCACCACTTCCTTTTCTCTCCACAAGAGGGGCACA	Upstream_CTCF	39
chr4	115083111	115083261	id-76626	2.4e-05	+	GGGAAGAAGGGGCAAAGAGCCTGTGGGGGTCAGTG	V_CTCF_BR	8
chr4	115101781	115101931	id-76627	2.18e-07	-	GAAAATGGGGCAGTCAACGCCAGCAGATGGCAGCA	V_CTCF_BR	40
chr4	115130028	115130178	id-76628	1	+	NA	NONE	15
chr4	115299596	115299746	id-76629	1	+	NA	NONE	36
chr4	115305913	115306063	id-76630	9.25e-06	-	AACGGTTCATGTCAGTTTACCACTTGGTGGAGCTA	V_CTCF_BR	38
chr4	115307908	115308058	id-76631	1.82e-07	+	GTTGTGGTTTGATCATTAGCCAGAAGAGGGCACTA	V_CTCF_BR	39
chr4	115320345	115320495	id-76632	7.78e-06	+	CCTGCGGGCCCCACAATGGCGTCCAGGTAGGGGGT	Upstream_CTCF	3
chr4	115338487	115338637	id-76633	4.01e-05	+	AATGTTTCCTCCCTTAAGACCACATGATGGCAACA	Upstream_CTCF	10
chr4	115519998	115520148	id-76634	1	+	NA	NONE	3
chr4	115580669	115580819	id-76635	1.48e-06	-	GCACTGCATGCACATTTCTCCACTAGATGGCAGGA	V_CTCF_BR	40
chr4	115616063	115616213	id-76636	1	+	NA	NONE	37
chr4	115701465	115701615	id-76637	7.12e-06	+	GGTCATTACCTCATATTTGGCACTAGATGGTGGCA	UpstreamP1_CTCF	34
chr4	115729075	115729225	id-76638	4.64e-09	-	GTGCAGTTCAGTCTACCTTCCAGTAGGTGGCGTAA	UpstreamP1_CTCF	40
chr4	115963784	115963934	id-76639	7.54e-08	-	GTGCAGTAGTCTCCCCTCACCGCCAGGGGATACTT	UpstreamP1_CTCF	33
chr4	115976133	115976283	id-76640	1	+	NA	NONE	15
chr4	116011764	116011914	id-76641	1.55e-05	+	TGGTCTCCTAACTTTTTCAACACTAGAGGGCAATA	V_CTCF_BR	36
chr4	116034856	116035006	id-76642	1	+	NA	NONE	10
chr4	116041244	116041394	id-76643	1	+	NA	NONE	7
chr4	116076107	116076257	id-76644	3.84e-06	+	CAGCATCCCTAGTCTTTACCCAGTAGATGTCAGTA	UpstreamP1_CTCF	27
chr4	116155673	116155823	id-76645	1.85e-05	+	GCGGATTTATAAAAAAGTACCTGCAGGGGGCATGC	Upstream_CTCF	28
chr4	116458686	116458836	id-76646	4.41e-06	-	CTTTATGCAATAATTTATGCCAGAAGGTGGCACCA	V_CTCF_BR	12
chr4	116599547	116599697	id-76647	8.5e-06	+	TAGGGCGTCCCGCGCTGGGGCCCTAGGTGGAGCTG	Upstream_CTCF	0
chr4	116701572	116701722	id-76648	1	+	NA	NONE	4
chr4	116712104	116712254	id-76649	1.37e-05	-	TTTTTTTTTCTAATAGTAGCCGAAAGGGGGCAGGA	Upstream_CTCF	6
chr4	116773758	116773908	id-76650	2.97e-06	-	AGAAGCTTTGGGGTCTGATCCACTAGGTGGCGCTT	V_CTCF_BR	35
chr4	116794350	116794500	id-76651	2.23e-09	+	ATGCAGCTTGACCTCCAGGCCAGCAGGTGGCACTT	UpstreamP1_CTCF	14
chr4	116827707	116827857	id-76652	2.28e-05	+	TCAGTAATTCACTGAGTGACCACAAGGTTAAAAAC	Upstream_CTCF	6
chr4	116977705	116977855	id-76653	2.53e-05	+	AAAAATCAAACACTTTAGGCCACAAGATGTCACTG	V_CTCF_BR	27
chr4	117071441	117071591	id-76654	1	+	NA	NONE	7
chr4	117101330	117101480	id-76655	7.27e-06	+	ATGTTTGTTTACTGATCTTCCAGCAGATGGTGCCC	V_CTCF_BR	33
chr4	117153313	117153463	id-76656	4.31e-07	+	CCTGCGGATAAGAATTCTGCCAGCAGATGGCTGTC	V_CTCF_BR	13
chr4	117279866	117280016	id-76657	3.8e-07	+	GGTGAAATACTCAAAACTGTCAGTAGATGGCAGTC	Upstream_CTCF	40
chr4	117282421	117282571	id-76658	3.88e-06	-	TCATTTCTAAGGGGTAGAACCACCAGGGGGCTCAT	V_CTCF_BR	3
chr4	117521143	117521293	id-76659	1.04e-11	+	GCCTGGGCCATGCGAGGGGCCAGCAGAGGGCGCCA	V_CTCF_BR	17
chr4	117585508	117585658	id-76660	6.19e-06	+	ATGCATGGCTCAAGGGTGCCCAACAGCAGGCTGGG	UpstreamP1_CTCF	8
chr4	117589470	117589620	id-76661	4.65e-05	-	GAATCTTAACTCCTTCCTGCTGACAGGGGGCGCTG	V_CTCF_BR	23
chr4	117624232	117624382	id-76662	1.71e-06	-	TGATGGCCTGGCCATCAGACCAGTAGGTGGCACTT	V_CTCF_BR	22
chr4	117770888	117771038	id-76663	6.23e-05	+	AGTCACTGCAACCATTTCAGCACTAGAGTGTGCCC	UpstreamP1_CTCF	11
chr4	118006520	118006670	id-76664	1.97e-06	-	GCGGCGGCGCTGTGAGGAGCAGCCAGGGGGAGGCA	V_CTCF_BR	29
chr4	118055579	118055729	id-76665	4.11e-07	-	CTGCATTGCCACCATGAGGCCACAAGGGAAAAGTG	UpstreamP1_CTCF	38
chr4	118085577	118085727	id-76666	1	+	NA	NONE	5
chr4	118350353	118350503	id-76667	2.43e-06	-	ACAACTGTTCACACAGTCTCCAGCAGGGGTCCCCA	Upstream_CTCF	20
chr4	118369201	118369351	id-76668	9.49e-08	+	TGTGTCAGTTAGCCTCCAGCCAGCAGGTGGCGCTT	V_CTCF_BR	30
chr4	118437647	118437797	id-76669	7.91e-05	-	ATGATAGAAAAATATGGCCCCACTAGGTGGCCTCG	UpstreamP1_CTCF	5
chr4	118481624	118481774	id-76670	1	+	NA	NONE	10
chr4	118564027	118564177	id-76671	1	+	NA	NONE	3
chr4	118613844	118613994	id-76672	2.72e-06	-	GTGAATTTTGATATCCAGGCCAGTAGGTGACACTG	UpstreamP1_CTCF	5
chr4	118621790	118621940	id-76673	3.63e-06	-	GGCAGTCATATAATTCTGTCCTGTAGATGGCACAG	V_CTCF_BR	25
chr4	118692902	118693052	id-76674	4.14e-06	-	AGTTGTTCAGTTTGCTTCTCCTGCAGGGGGAGCGA	V_CTCF_BR	12
chr4	118693186	118693336	id-76675	1.64e-06	+	AATTCAGTGCTAACTGAAAACAACAGAGGGCAGAA	Upstream_CTCF	15
chr4	118889869	118890019	id-76676	2.12e-06	-	CAGCATCCCTGTGTTCTATCCACTAGATGCCAGTA	UpstreamP1_CTCF	3
chr4	118927160	118927310	id-76677	9.31e-05	+	AGAGCACTCCAAGTAAACAACAGCAGAGCTCAGTG	Upstream_CTCF	18
chr4	118933424	118933574	id-76678	2.73e-07	+	CTTGCAGTCTCTTGCCCTTCCACTAGGGGATGACA	Upstream_CTCF	38
chr4	118954391	118954541	id-76679	1.93e-05	+	GGAGCACCACAGGAAGGGACCGCGCGGGTGCGCCC	Upstream_CTCF	12
chr4	118955467	118955617	id-76680	1.92e-06	-	CTGCTACCAAGCTGGTGAGGCACTAGAGGGCAAGA	UpstreamP1_CTCF	39
chr4	118998486	118998636	id-76681	5.12e-07	+	TTGTATTTTGGGCTGTGGTCCAGTAGATGGCGCTT	UpstreamP1_CTCF	40
chr4	119062522	119062672	id-76682	1	+	NA	NONE	5
chr4	119099687	119099837	id-76683	5.2e-08	-	CAGCTTTTATTCACAATGGCCACAAGGTGGAAGCA	UpstreamP1_CTCF	11
chr4	119145519	119145669	id-76684	6.43e-06	-	GTAAATAACATTTATTTTGACACTAGAGGGCAGTA	V_CTCF_BR	40
chr4	119191711	119191861	id-76685	8.16e-07	-	AACAACAGTTTTTATGTGGCCACTAGATGGCTCTG	V_CTCF_BR	38
chr4	119202187	119202337	id-76686	1.41e-05	+	AGTCAGTTACAGGGAAGTGTCAGTGGGTGGCACTC	UpstreamP1_CTCF	39
chr4	119274145	119274295	id-76687	1.55e-08	-	CTTGCGCGGCCGGCGCCCGCCCCCAGGGGGCAGAG	V_CTCF_BR	40
chr4	119279650	119279800	id-76688	1	+	NA	NONE	17
chr4	119345331	119345481	id-76689	3.4e-06	+	CCTGCCAGCCTGTGCCAGCCCCCAAGATGGCAGTG	Upstream_CTCF	40
chr4	119353237	119353387	id-76690	6.84e-06	-	TGCTGTCAATTCTCAATGGCCAGAAGAGGGCATCT	V_CTCF_BR	4
chr4	119426195	119426345	id-76691	1	+	NA	NONE	14
chr4	119460712	119460862	id-76692	6.49e-06	+	TTGTATGTCTGTGATTTGCACTGTAGATGGCAGTA	UpstreamP1_CTCF	30
chr4	119513534	119513684	id-76693	1	+	NA	NONE	3
chr4	119550931	119551081	id-76694	1	+	NA	NONE	35
chr4	119585921	119586071	id-76695	2.83e-07	+	TCTTCTGCAGTGGCCCCCAACAGCAGGTGGCAGCA	V_CTCF_BR	29
chr4	119597380	119597530	id-76696	1.77e-05	+	GCTTTTCGAGTTTCTGTGGCCACTAGGTGAAGCTG	Upstream_CTCF	30
chr4	119604217	119604367	id-76697	1	+	NA	NONE	40
chr4	119606665	119606815	id-76698	2.4e-05	-	GGGCCGCGGACCTGCTGCGCGAGGAGCTGTCGCCG	V_CTCF_BR	27
chr4	119661855	119662005	id-76699	1	+	NA	NONE	7
chr4	119662150	119662300	id-76700	1.1e-06	+	ATAAAAGTCTAATCAATGTCCACCAGATGGCAGTA	V_CTCF_BR	30
chr4	119674930	119675080	id-76701	1	+	NA	NONE	10
chr4	119693344	119693494	id-76702	1.73e-06	+	GTGTTTTTATCACATAGATCCAATAGGTGGCACTA	UpstreamP1_CTCF	37
chr4	119719897	119720047	id-76703	2.1e-05	-	CATGTCCTTCCCCAGATACCCACTAGGGTAAATCG	Upstream_CTCF	37
chr4	119739412	119739562	id-76704	9.81e-06	-	TGCTCCTAACCTCTCAATGGCAGTAGGGGGCAGAA	V_CTCF_BR	29
chr4	119757295	119757445	id-76705	1.16e-05	+	CGCGCACAGCCACCGGCCGCCGCGGGGCGGGGCCA	Upstream_CTCF	8
chr4	119757711	119757861	id-76706	1	+	NA	NONE	2
chr4	119760820	119760970	id-76707	5.38e-05	-	TGTAATTGCACATCCTGCCAGACCAGGGGGCACCA	V_CTCF_BR	3
chr4	119786392	119786542	id-76708	5.9e-06	-	CTGCTCTATGTCATGTCTGTCAATAGATGGCACTA	UpstreamP1_CTCF	40
chr4	119805157	119805307	id-76709	1.73e-05	+	ACACAGAGGGTTTGTATCACAGCTAGGGGGCACTG	V_CTCF_BR	35
chr4	119810030	119810180	id-76710	1	+	NA	NONE	4
chr4	119811358	119811508	id-76711	5.92e-05	-	TTCTTGATGTTTGCAATTTTCACTAGGTGGCAGGA	V_CTCF_BR	40
chr4	119875523	119875673	id-76712	1	+	NA	NONE	38
chr4	119890558	119890708	id-76713	1.28e-06	-	CGCTCCACACCTCCTCAGAGCAGCAGAGGGCAGTG	V_CTCF_BR	39
chr4	119903047	119903197	id-76714	4.7e-06	+	TGACTATTCTCAGACTAGACCACTTGAGGGCGGCA	V_CTCF_BR	40
chr4	119929415	119929565	id-76715	1.37e-05	-	CACTTAGTACTGAGTACCTCCAGCAGCAGGCAGTG	Upstream_CTCF	8
chr4	119948341	119948491	id-76716	7.1e-07	+	CTGCTCTGACAGGCAGAAGACAGAAGGGTGCAGGC	UpstreamP1_CTCF	9
chr4	119955838	119955988	id-76717	3.81e-05	-	TGAAAGGTGGCACATATAGCCCCTGGTGGGCAGAC	V_CTCF_BR	28
chr4	119961061	119961211	id-76718	6.05e-06	-	TTTGTTTAAAGTCTCCCAACCAGCAGGAGGCAGGC	V_CTCF_BR	36
chr4	119963225	119963375	id-76719	2.43e-06	+	CCGATTTTATTTCAAACGTCCAGGAGATGGCAGCA	V_CTCF_BR	40
chr4	120008376	120008526	id-76720	7.27e-06	+	CACTGCTACAGTAAAAGAACCACTAGATGGCAATA	V_CTCF_BR	31
chr4	120057814	120057964	id-76721	1.13e-05	+	CTGTCATAACAAACCTGGAGCTCTAGGGGGTGTAG	UpstreamP1_CTCF	19
chr4	120091510	120091660	id-76722	1	+	NA	NONE	14
chr4	120133831	120133981	id-76723	1	+	NA	NONE	11
chr4	120134218	120134368	id-76724	8.59e-05	+	GGCTGGAGGCGCTCGCGAGGCGGGAGGAGGTGCTG	V_CTCF_BR	38
chr4	120134935	120135085	id-76725	1	+	NA	NONE	28
chr4	120206095	120206245	id-76726	1	+	NA	NONE	7
chr4	120207667	120207817	id-76727	1.55e-05	-	TAAATTATTCACACAATGGGCAGCAGGAGGCAGCA	V_CTCF_BR	37
chr4	120222048	120222198	id-76728	1	+	NA	NONE	35
chr4	120235638	120235788	id-76729	9.51e-07	+	AAAGAGTCTGTATCCTTGGCCAGCAGATGGCATTC	V_CTCF_BR	38
chr4	120375496	120375646	id-76730	4.7e-05	+	GTTGCTAGGCTGCTCTTGGCCTGAAGGGTCCTCCC	Upstream_CTCF	22
chr4	120375930	120376080	id-76731	1.84e-06	-	CGGGTTACATCCCGCCCGGCCACCGGTAGGCAGCG	V_CTCF_BR	36
chr4	120384001	120384151	id-76732	2.1e-06	-	CACGTACTACCCAATCCTGCCTGAAGGTGGGAGTC	Upstream_CTCF	39
chr4	120411614	120411764	id-76733	2.01e-05	-	TTGCAGTTCAGTGGAGGAAACACACGAGGGCAAAC	UpstreamP1_CTCF	39
chr4	120414714	120414864	id-76734	1	+	NA	NONE	21
chr4	120472109	120472259	id-76735	4.21e-05	+	GAAGAGTTGACTCAACAGCCCAGCAGGGGGTTGGC	V_CTCF_BR	5
chr4	120480316	120480466	id-76736	1.64e-05	+	TTTTTTAAATGCATATTTACCAGTAGAGGTCACTA	V_CTCF_BR	35
chr4	120548436	120548586	id-76737	2.78e-09	-	CGGCTCTGCCGGTCGCTCCCCGCCAGGGGGCGGCG	UpstreamP1_CTCF	39
chr4	120550138	120550288	id-76738	7.82e-06	+	CTGGAAGGAGGCCGCGCGGCCGCTGGGGTGCGCTG	UpstreamP1_CTCF	40
chr4	120585813	120585963	id-76739	9.84e-05	-	CATAGCTCTGCTCTGCCACTTACCAGGTGGCACTG	V_CTCF_BR	4
chr4	120613288	120613438	id-76740	1	+	NA	NONE	18
chr4	120707240	120707390	id-76741	7.8e-08	-	ACCTAATTAGGACACCTTGCCACCAGGTGGCAGGG	V_CTCF_BR	35
chr4	120945879	120946029	id-76742	2.96e-05	-	CTGCAATTACAGGAACTCACCACCATGCCAAGCAA	UpstreamP1_CTCF	37
chr4	120946752	120946902	id-76743	1	+	NA	NONE	1
chr4	120971150	120971300	id-76744	8.58e-08	-	CCATCATTTCCAGTTATGGTCAGCAGAGGGCAGCA	Upstream_CTCF	40
chr4	120977524	120977674	id-76745	2.89e-07	-	TTTGTAACTCTTATATTTTCCACCAGATGTCACTA	Upstream_CTCF	22
chr4	120988575	120988725	id-76746	5.9e-06	+	GTTCTGTCCACCCTGCCCACCCTTAGGGGGCAGGA	UpstreamP1_CTCF	38
chr4	120992467	120992617	id-76747	3.65e-07	+	ACACAAATACTTACAACTGCCACAAGGTGGCACCG	V_CTCF_BR	38
chr4	121008964	121009114	id-76748	2.81e-06	-	GATTCAATTCCACTAGAGACCTCTGGGGGACCCAC	Upstream_CTCF	19
chr4	121077396	121077546	id-76749	8.58e-08	+	TCTTTAATTTTATCTGTGTCCAGCAGATGGCACTA	Upstream_CTCF	38
chr4	121079332	121079482	id-76750	2.81e-05	+	TGCTCCACGCTAGCAGTTACCTAGAGGTGGAGCAG	V_CTCF_BR	8
chr4	121163273	121163423	id-76751	4.7e-06	-	AACAATGTCAAGAATCCTGCCACAAGAGGTCACAG	V_CTCF_BR	2
chr4	121187819	121187969	id-76752	1.01e-05	-	GATCCAGTTGCTTTCAGTACCTCTAGAAGGCGGTA	Upstream_CTCF	7
chr4	121208133	121208283	id-76753	8.81e-07	+	CTTGCATGGCATGGGCTTGCCGCCTGGTGGCAGTC	V_CTCF_BR	28
chr4	121431027	121431177	id-76754	2.55e-06	-	CCTGTTTGCCTGGGTTTCTCCAGCAGAGGCAGCAG	Upstream_CTCF	4
chr4	121475312	121475462	id-76755	1	+	NA	NONE	0
chr4	121614200	121614350	id-76756	1	+	NA	NONE	18
chr4	121640236	121640386	id-76757	5.41e-06	+	TGAGGACTGTCCTGTGCACCCACTAGATGTCAGTA	Upstream_CTCF	39
chr4	121693200	121693350	id-76758	1	+	NA	NONE	20
chr4	121730764	121730914	id-76759	2.06e-07	-	GTTGCAGTATTTCACCTTGCCAGTAGATGATGCTA	Upstream_CTCF	36
chr4	121765138	121765288	id-76760	9.29e-06	+	GGTGCATAGGCCGCTGCGGCCACTGTGGGGCAGGC	Upstream_CTCF	38
chr4	121791554	121791704	id-76761	5.55e-07	-	GAGGTTTTTCCCCCACCCCCCACTAGGTGGCTGTT	Upstream_CTCF	28
chr4	121794847	121794997	id-76762	1	+	NA	NONE	24
chr4	121833375	121833525	id-76763	4.34e-05	-	GGTTTATTTGTGCTGCATAACAGTAGGGGGCATAT	Upstream_CTCF	7
chr4	121840627	121840777	id-76764	4.7e-06	-	AGCTTGCTTATATGATTAACCACCAGTGGGTGGTG	V_CTCF_BR	32
chr4	121843744	121843894	id-76765	7.02e-05	+	CAACACCGGCGCTTAGCGCCCGGCAGGCGGCACAT	UpstreamP1_CTCF	33
chr4	121861866	121862016	id-76766	3e-06	+	GTGCTCTGCCCACAGGGAACCACTAGAGTTCTCTT	UpstreamP1_CTCF	9
chr4	121898845	121898995	id-76767	6.49e-06	-	AAGGCTACACACTCAGATGCCTGTAGGGGGAGTAA	Upstream_CTCF	40
chr4	121943226	121943376	id-76768	1.24e-05	+	TGGTTCTCTTCTCACAGCTCCACTAGATGGTGCAC	V_CTCF_BR	22
chr4	121971547	121971697	id-76769	2.58e-05	-	AACACATTTCCTACATCATCCACCAGATGGCCATG	Upstream_CTCF	36
chr4	121991934	121992084	id-76770	2.46e-06	-	TTGCGGTTCCCCTCCTGGCCCCCTTCGGGGCGCTG	UpstreamP1_CTCF	25
chr4	121992602	121992752	id-76771	6.82e-05	+	CCAGTCCCGCAGACTTTCCCTAGCGGCGGGCGGAG	V_CTCF_BR	36
chr4	122017923	122018073	id-76772	9.81e-06	-	TTTTTCCTAAGTAAAATGTCCACTAGATGGAAGTA	V_CTCF_BR	39
chr4	122033776	122033926	id-76773	9.11e-08	-	ACTGCAATATCATGTGTCATCAGTAGGTGCCACCA	Upstream_CTCF	36
chr4	122047698	122047848	id-76774	1.71e-06	+	AGCGCCATCCGCAGCCCTGCCTGCAGAGGCAGCTG	V_CTCF_BR	4
chr4	122113693	122113843	id-76775	1.22e-07	+	TTGCATTGATTTAATGATGCCTCTAGAGGGCACTC	UpstreamP1_CTCF	39
chr4	122121236	122121386	id-76776	1	+	NA	NONE	6
chr4	122148787	122148937	id-76777	2.43e-06	-	CCTGTAGTACTCCTGATTGCCTGAAGAGGTATACT	Upstream_CTCF	18
chr4	122173491	122173641	id-76778	1.31e-09	-	AAGCTGTTGTGGACTACTGCCACCAGGTGGCAGCA	UpstreamP1_CTCF	40
chr4	122198824	122198974	id-76779	1.09e-06	+	GAGGCAGCTCCTCTTCCAAACACCAGGTGGTGTCT	Upstream_CTCF	37
chr4	122229064	122229214	id-76780	5.38e-05	-	TCCTTTTTCCTAACATTGCTCTGTAGATGGCGCTA	V_CTCF_BR	40
chr4	122245593	122245743	id-76781	1	+	NA	NONE	15
chr4	122292005	122292155	id-76782	1.1e-06	+	TTTTCTGCCACCACATCAACCACTGGGGGGCAGCA	V_CTCF_BR	39
chr4	122301116	122301266	id-76783	2.27e-05	+	CCCAACCTATGTCTCTAAGCCACAAGGAGGAAGCA	V_CTCF_BR	2
chr4	122302251	122302401	id-76784	2.96e-05	-	GGGCCATGCCCTGAGAAAGGCGCTGGGCGGCAGCA	UpstreamP1_CTCF	3
chr4	122342881	122343031	id-76785	5.55e-07	-	ACTGCACTTCGCTGTAGCAACATTAGAGGGCACTC	Upstream_CTCF	33
chr4	122383944	122384094	id-76786	4.48e-07	+	CCTTTAGCTCTTAGCATCCCCGCTAGAGGGCACTT	Upstream_CTCF	39
chr4	122386195	122386345	id-76787	3.22e-05	+	GTTTTGTTTCCTGATTTTACCACTAGGGCAAAACA	UpstreamP1_CTCF	20
chr4	122405813	122405963	id-76788	3.73e-09	+	GTGCAGTTTGTCCTACAGGCCAGTAGGTGGCCCTT	UpstreamP1_CTCF	40
chr4	122435620	122435770	id-76789	4.65e-05	-	TGATCTTAACTGCTTCCTGCTGACAGGGGGCGCTG	V_CTCF_BR	17
chr4	122456622	122456772	id-76790	1.1e-05	-	GGCTTCATTCACAAGTTCACCAGCAGGTGCCAGCT	V_CTCF_BR	7
chr4	122475699	122475849	id-76791	1	+	NA	NONE	5
chr4	122577453	122577603	id-76792	3.4e-06	-	TGGGCAGTCTATTTTGTGCCCAGAGGGTGGTGCTG	Upstream_CTCF	40
chr4	122597068	122597218	id-76793	2.58e-05	-	GCAGTGAGGCCTGCATTCACAGGCAGAGGGCAGAT	Upstream_CTCF	35
chr4	122617437	122617587	id-76794	2.96e-05	+	CAGCTGTTGCGCGCGAAGGCAGCTTGGCGGCGTCG	UpstreamP1_CTCF	31
chr4	122618297	122618447	id-76795	6.46e-07	+	GGCCGCAGAGCTGCTGGAACCAGGAGGAGGCGCCG	V_CTCF_BR	38
chr4	122633245	122633395	id-76796	1	+	NA	NONE	4
chr4	122647940	122648090	id-76797	4.88e-06	-	ATGTAATGTGGTTAAAACAACAGCAGAGGTCAGTA	UpstreamP1_CTCF	40
chr4	122658008	122658158	id-76798	3.63e-05	-	AGCATCTAAGCTTTTATGGCCACCAGGTGGGAGTA	V_CTCF_BR	40
chr4	122744029	122744179	id-76799	2.91e-05	-	TCTGTTGCTCCACCCTCGGGCGACAGTGGTGAACC	Upstream_CTCF	36
chr4	122745212	122745362	id-76800	1.73e-05	-	AGCCTTCGGACAGCCTCGCTCACTAGGTGGCTCAG	V_CTCF_BR	22
chr4	122798668	122798818	id-76801	8.71e-06	+	GGGAGACAGGTGCACTGGTCCAGTAGAGGGCATCT	V_CTCF_BR	14
chr4	122819443	122819593	id-76802	6.43e-06	-	TAATGCCGCTGCTAATCTGACAGGAGGTGGAGCTC	V_CTCF_BR	3
chr4	122821657	122821807	id-76803	3.09e-06	+	AAGTTAATTCTCCAATCGGCCACTGGAGGCCAGTA	Upstream_CTCF	40
chr4	122865223	122865373	id-76804	9.27e-07	+	ATGTTATGCAACACTGAGGGCAGTAGAGGGGAGAG	UpstreamP1_CTCF	39
chr4	122871435	122871585	id-76805	8.43e-09	+	GGCGGTGGGCCTCTCGCCGGCAGCAGGGGGCGCTG	V_CTCF_BR	40
chr4	122919340	122919490	id-76806	1.84e-06	+	TGAGGCTCTTTCTACATGACCTGCAGATGGTGCCA	V_CTCF_BR	28
chr4	122924644	122924794	id-76807	1.22e-07	-	CAAGTACCTCCAAGTTTCACCACCAGAGGGAGAGT	Upstream_CTCF	40
chr4	123073292	123073442	id-76808	1.01e-05	-	CCTGTTTCCTCCTCTCTGGGCTGCAGAAGGAGCCA	Upstream_CTCF	11
chr4	123088648	123088798	id-76809	4.14e-06	-	AGGAGAAGAACATCCATGGCCAGTAGGGGCAGGAG	V_CTCF_BR	10
chr4	123126967	123127117	id-76810	6.21e-05	+	TACAAAGGTGAGTTTGACACCTCTAGGAGGAGCCC	V_CTCF_BR	19
chr4	123140047	123140197	id-76811	5.7e-05	-	CAGGCAATACCGAGGACATCCTTTGGGGGAAGCAA	Upstream_CTCF	39
chr4	123145586	123145736	id-76812	2.4e-05	-	CCTTCCCTGAGTACTTCATCCACAGGGGGTCGCTG	V_CTCF_BR	38
chr4	123222036	123222186	id-76813	1	+	NA	NONE	34
chr4	123231271	123231421	id-76814	1.75e-07	+	ATGTAATTTTTTCCTCTCTCCACTAGAGGGAAATC	UpstreamP1_CTCF	37
chr4	123372043	123372193	id-76815	9.27e-07	-	AAGCAAGGAACCCAGATTACCTCAAGGTGGCACTC	UpstreamP1_CTCF	40
chr4	123498105	123498255	id-76816	3.16e-06	-	AAGGACTAATGCCATTTTACCACTGGGGGGCAATG	UpstreamP1_CTCF	38
chr4	123499088	123499238	id-76817	1.09e-07	-	TTTGCAGTAACTCCATGGCCCACTAGAGGTCTCAC	Upstream_CTCF	40
chr4	123523829	123523979	id-76818	1	+	NA	NONE	40
chr4	123573654	123573804	id-76819	8.91e-07	-	GCATCAACTCTGTCCACCACCAACAGATGGCAGTA	Upstream_CTCF	39
chr4	123638106	123638256	id-76820	5.12e-06	-	ATGGAGCATGGAGGCCACTCCACTAGAGGGCGTTG	UpstreamP1_CTCF	40
chr4	123653516	123653666	id-76821	3.45e-05	+	ACACTCACCAGGTCCCCAGCCGGCAGCCGGCGCTC	V_CTCF_BR	39
chr4	123653939	123654089	id-76822	2.27e-05	-	CCTCGCTCCTTTCTCCTCTCCTACAGGGGGCTGGA	V_CTCF_BR	22
chr4	123679218	123679368	id-76823	5.41e-06	+	GATGTCTTCTTTCTTTTGACCTGTAGGTGGCAAAC	Upstream_CTCF	38
chr4	123681211	123681361	id-76824	1	+	NA	NONE	35
chr4	123697295	123697445	id-76825	1	+	NA	NONE	2
chr4	123719467	123719617	id-76826	4.94e-06	-	CCTGCAAGTCCTGACATGCCCTCTGCAGGGAGGCC	Upstream_CTCF	22
chr4	123725140	123725290	id-76827	1.17e-05	-	TTCTGCTGCCTGCTCTCTGCCTGAAGAGGGTGACC	V_CTCF_BR	0
chr4	123748523	123748673	id-76828	1	+	NA	NONE	30
chr4	123749181	123749331	id-76829	6.15e-05	-	ACTGCAATTCTCATTTCATCCTCAAGCCTGCTGCA	Upstream_CTCF	36
chr4	123816051	123816201	id-76830	6.23e-05	+	CTGTTTCTATGTCGTGGAAGCACTGGATGGGGGTA	UpstreamP1_CTCF	14
chr4	123835586	123835736	id-76831	2.11e-06	-	AATAATTTTTATGTTGTGACCAGCAGAGGTCGCTC	V_CTCF_BR	40
chr4	123852156	123852306	id-76832	2.94e-06	-	GTTGCACATAAAATAATTTCCACTAGAAGGAGCTC	Upstream_CTCF	34
chr4	123875180	123875330	id-76833	3.09e-07	-	GGGCTGCAATGAAGCGTGGCCAGATGAGGGCAGTA	V_CTCF_BR	4
chr4	123981365	123981515	id-76834	1.34e-06	+	TGGCTCTTTTCTCACAGCTCCACTAGGTGGTGCCC	UpstreamP1_CTCF	15
chr4	124014582	124014732	id-76835	1.03e-06	-	GTGAAGAAACTGGCCAAAGCCAGCAGATGGCAACA	UpstreamP1_CTCF	20
chr4	124017308	124017458	id-76836	1	+	NA	NONE	37
chr4	124024158	124024308	id-76837	1.55e-07	+	TTGCAGTTACTCTTTTTTGACACAAGATGGTGATG	UpstreamP1_CTCF	38
chr4	124036477	124036627	id-76838	9.27e-07	+	GTGCAGGAACTTGGAGCCGCCAGCAGGGTGGGTGC	UpstreamP1_CTCF	8
chr4	124048452	124048602	id-76839	1.54e-05	+	TAGTTGTAAAAATTTCACATCAGCAGAGGGCAGTC	UpstreamP1_CTCF	29
chr4	124165491	124165641	id-76840	1	+	NA	NONE	26
chr4	124271441	124271591	id-76841	7.91e-05	+	GTTCTACAAGACGACATTTCTAGTAGGTGGTAGCA	UpstreamP1_CTCF	23
chr4	124312117	124312267	id-76842	1.03e-05	+	TTGAAATGACTTATTTTTAACAATAGGTGGCGCTT	UpstreamP1_CTCF	38
chr4	124319405	124319555	id-76843	2.73e-07	+	GGAGAACTGCCCTCCGCAGCCGGAAGGGGGCCGCG	Upstream_CTCF	39
chr4	124320612	124320762	id-76844	4.21e-05	+	AACTATTTATTCAGTGCGGATTGCAGAGGGCGCAG	V_CTCF_BR	34
chr4	124322991	124323141	id-76845	1.56e-05	+	CATGCAGTACTCCCAAGTAATGCCAGGGGCCCCAT	Upstream_CTCF	7
chr4	124475361	124475511	id-76846	8.99e-05	+	TACCTTACTTCTACTAGAACCACTGGGAGGCAGGA	V_CTCF_BR	7
chr4	124486011	124486161	id-76847	1.08e-05	+	TTTCTGCTAACCAACACAACCACTAGAGGTCTCAG	UpstreamP1_CTCF	40
chr4	124502503	124502653	id-76848	6.49e-06	-	TTGCCATGTCCCAGGTAAACCAGCAGGCGGCCAGT	UpstreamP1_CTCF	13
chr4	124543870	124544020	id-76849	1.17e-05	-	TTAAACTACCTCCTTCCAGCCACCAGGAGGTAGAG	V_CTCF_BR	6
chr4	124581061	124581211	id-76850	1	+	NA	NONE	38
chr4	124582399	124582549	id-76851	5.9e-06	-	CATCACTCTTAATATGACACCAGTAGGGGGAGATA	UpstreamP1_CTCF	37
chr4	124668302	124668452	id-76852	6.15e-05	+	ATCGCTGTGCTCTCATCAGCAGCTAGGAGCAGCAG	Upstream_CTCF	20
chr4	124668552	124668702	id-76853	2.72e-05	-	CAGCCATAGGAGCTTTCCTCCTCTAGGGGCAGAAA	UpstreamP1_CTCF	23
chr4	124671219	124671369	id-76854	9.81e-06	+	AAGGGCCAGAAACAGGCCTCCTGCAGGGGCAGCCA	V_CTCF_BR	6
chr4	124694098	124694248	id-76855	1.84e-06	+	TCACATAGTCCCTAAAGTGACACTAGAGGGCGCAG	V_CTCF_BR	40
chr4	124705729	124705879	id-76856	4.23e-06	+	ATTCTGTAGGTGGCTGAAACCTCCAGGGGGCTATG	UpstreamP1_CTCF	15
chr4	124778436	124778586	id-76857	4.51e-05	+	CGTGCTGTTTGCCTAAGTTCCTCCAGGGCTCCGGG	Upstream_CTCF	29
chr4	124911612	124911762	id-76858	3.18e-06	-	CTGACACCTTTACCACTATCCACAAGGTGGCTGCC	V_CTCF_BR	12
chr4	124916212	124916362	id-76859	8.91e-07	-	GGTGCAATTCATTCATTGCCCACTAGCAAGCATCA	Upstream_CTCF	36
chr4	124918374	124918524	id-76860	6.86e-07	-	TGTGCCCTGTGTGTCCTGCCCAGCAGGTGGCCTGC	Upstream_CTCF	22
chr4	124941060	124941210	id-76861	1	+	NA	NONE	1
chr4	124966071	124966221	id-76862	3.97e-07	-	CTGCCTGGGTGAGAGCCCCCCAGCAGGGGTCACCA	V_CTCF_BR	8
chr4	125025284	125025434	id-76863	5.72e-07	+	GTGCAGTTTGTCCTATAAGCCCCTAGACGGCACTT	UpstreamP1_CTCF	2
chr4	125033128	125033278	id-76864	1.82e-06	-	TTGTGATTACTCCAAGTGGCCACTAAAGGTCACTC	UpstreamP1_CTCF	40
chr4	125123389	125123539	id-76865	2.19e-05	+	AGTGTAGTTCCTAGGCCATCAGCCAGGTTGTGCAA	Upstream_CTCF	30
chr4	125181366	125181516	id-76866	1.41e-06	+	CAGCATCATTGGCCTCTATCCACTAGATGCCAGTA	UpstreamP1_CTCF	0
chr4	125183486	125183636	id-76867	2.83e-07	-	TTGATGCAAGATGCAGGGACCAGGAGAGGGCAGTA	V_CTCF_BR	40
chr4	125210374	125210524	id-76868	2.4e-05	+	AGTCCATGCTTCTGAGCTTCCACCAGAGGCTGCAC	V_CTCF_BR	16
chr4	125242676	125242826	id-76869	1	+	NA	NONE	19
chr4	125243514	125243664	id-76870	4.02e-07	-	TTTTTATTTCCCAATATATCCACTAGATGGCAGGG	Upstream_CTCF	39
chr4	125255311	125255461	id-76871	3.18e-06	+	AATATCAACTGGGAAAATGCCACTAGGTGGAGCCC	V_CTCF_BR	38
chr4	125350523	125350673	id-76872	7.82e-06	+	CCTCTGTTCCTGCCTGCATCCACCAGGGAGCCAAG	UpstreamP1_CTCF	19
chr4	125351143	125351293	id-76873	1	+	NA	NONE	11
chr4	125407715	125407865	id-76874	1	+	NA	NONE	15
chr4	125436846	125436996	id-76875	1	+	NA	NONE	12
chr4	125502713	125502863	id-76876	2.78e-06	+	TGGCCCTCTTCTCTCAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	29
chr4	125632706	125632856	id-76877	1	+	NA	NONE	36
chr4	125634571	125634721	id-76878	1.56e-06	+	ACTTGATCACCCGCAGCGTCCACTAGGGGGGAAGG	Upstream_CTCF	40
chr4	125640107	125640257	id-76879	3.41e-07	+	CCTGTAGTCCCAGTTACAGGCGCTGGGTGGCTGAG	Upstream_CTCF	10
chr4	125706968	125707118	id-76880	1.43e-05	-	ACAGTTATTTAATTTCTAGCCACTAGGGGAAAAGT	Upstream_CTCF	15
chr4	125830182	125830332	id-76881	2.37e-05	-	GTTGCACAGCAGGAGGTGAGCAGTAGGGGAATGAA	Upstream_CTCF	3
chr4	125834469	125834619	id-76882	1.11e-05	-	ACAGCTGTCCTCCCAGGGACCTGGAGGGAGACACT	Upstream_CTCF	10
chr4	125865217	125865367	id-76883	4.01e-05	-	CCTGTGGTCTATTCTTCAATCAGCAGGAGGAGTGA	Upstream_CTCF	12
chr4	125960632	125960782	id-76884	4.1e-06	+	ATTGAAATTTACTCCGGGACCTGAAGGGGGAGTAG	Upstream_CTCF	12
chr4	125992173	125992323	id-76885	4.65e-05	-	TTTCTTTCATCTCACAAAGACACTAGAGGTCACCA	V_CTCF_BR	7
chr4	126053421	126053571	id-76886	1	+	NA	NONE	3
chr4	126166164	126166314	id-76887	1	+	NA	NONE	29
chr4	126204981	126205131	id-76888	6.73e-07	-	ATGTTATTTTTCAAAGTGGCCACATGGTGGCAGAC	UpstreamP1_CTCF	33
chr4	126234700	126234850	id-76889	2.18e-07	+	GATGTAAGACTGACGTAGAACAGCAGAGGGCAGTA	Upstream_CTCF	40
chr4	126236001	126236151	id-76890	7.12e-06	+	GGGCTGGGGCGAGGGAGGGGCAGAAGGTGACAGGA	UpstreamP1_CTCF	35
chr4	126236876	126237026	id-76891	1.97e-06	-	ACGCCCCTCCAACAGGGCGCCGGCAGTGGCCGCTG	V_CTCF_BR	33
chr4	126238304	126238454	id-76892	4.7e-08	+	CGGTTGTGGGTTCCAGCGTCCTCCAGGTGGCGGCG	V_CTCF_BR	29
chr4	126238833	126238983	id-76893	1.19e-06	-	AGAGCGCGCCTGGACTGCTGCGCCAGGGGGCGCCC	V_CTCF_BR	33
chr4	126353284	126353434	id-76894	3.97e-07	-	AAGAAGCTGGAAGGTACTGCCAGTAGGGGGAACAG	V_CTCF_BR	31
chr4	126404092	126404242	id-76895	3.91e-06	-	GCAGCATTCTTGACCTCTACCGCTAGACGCCAGAA	Upstream_CTCF	5
chr4	126447718	126447868	id-76896	1	+	NA	NONE	27
chr4	126657371	126657521	id-76897	4.14e-06	+	TTATGACTAAAGCTGAGAGACTGCAGGGGGCAGTG	V_CTCF_BR	37
chr4	126663131	126663281	id-76898	7.54e-08	-	CTGTATTTACTCTATGAGACCACTAGGAGGAGATG	UpstreamP1_CTCF	38
chr4	126672398	126672548	id-76899	1	+	NA	NONE	35
chr4	126683817	126683967	id-76900	5.68e-06	+	AACGGATTATTCAATAGAGCCTGTAGAGGGAGCAC	V_CTCF_BR	37
chr4	126708979	126709129	id-76901	2.96e-05	+	AGAGACCCATAGGAAGGAACCACTAGAGGTCATTC	V_CTCF_BR	15
chr4	126899178	126899328	id-76902	9.31e-05	-	TGTTGGTTTCCTAGGACTGCCATAAGGTGGCGTAA	Upstream_CTCF	29
chr4	126973332	126973482	id-76903	1	+	NA	NONE	31
chr4	127002559	127002709	id-76904	1	+	NA	NONE	2
chr4	127027909	127028059	id-76905	7.27e-06	+	ATGAGGTCTTTTCATTCCTCCAGTAGAGGGCGAAC	V_CTCF_BR	38
chr4	127145070	127145220	id-76906	5.28e-08	+	ACTGTGATTCCCTTATCTGCCAATAGAGGGAGGAA	Upstream_CTCF	39
chr4	127170995	127171145	id-76907	6.43e-06	+	CAAAGATAGCACATCCTAGCCAGTTGGGGGCAATC	V_CTCF_BR	9
chr4	127184123	127184273	id-76908	1	+	NA	NONE	8
chr4	127317971	127318121	id-76909	2.78e-06	-	GGGCAGAATTTTGCTGCCACCAACAGAGGGAGCAC	V_CTCF_BR	28
chr4	127326661	127326811	id-76910	4.01e-09	-	GTGCAGTTTGACCTACAAGCCAGTAGATGGCACTT	UpstreamP1_CTCF	38
chr4	127400991	127401141	id-76911	1.03e-06	-	GCCAAATTTGAAGATATAGCCAGCAGGGGCCGCTC	V_CTCF_BR	7
chr4	127504018	127504168	id-76912	2.11e-06	-	AGCCACAGTCACTCTCTGCCCACAAGTGGGAGCTC	V_CTCF_BR	35
chr4	127504791	127504941	id-76913	1.98e-08	-	GTGCAGGTCAACCTTCAGGCCAATAGGTGGCACTT	UpstreamP1_CTCF	39
chr4	127513399	127513549	id-76914	4.41e-06	+	AAAAAAATTCCTCATGCTTCCAGCAGAGGGAGGGG	V_CTCF_BR	34
chr4	127525547	127525697	id-76915	1.39e-07	-	GCTAGCCCCACTGGACTGCCCACTAGATGGCAGTC	V_CTCF_BR	40
chr4	127548533	127548683	id-76916	1.85e-05	+	CTGGTTTCTTCTCCCCAGGCCTCTAGATGGGGCTG	Upstream_CTCF	40
chr4	127569278	127569428	id-76917	3.03e-05	-	CAGGCTGTAGTACTGAGGGGAACCAGATGGAGAAC	Upstream_CTCF	4
chr4	127613022	127613172	id-76918	9.84e-05	+	CAAAAAGAAAATCTTGAAAGCGCTAGAGGGCAGAC	V_CTCF_BR	2
chr4	127623020	127623170	id-76919	1	+	NA	NONE	5
chr4	127711927	127712077	id-76920	3e-06	-	TAGCAATGTCCAGGGAAGGCCAGAGGAAGGAGCAA	UpstreamP1_CTCF	15
chr4	127733378	127733528	id-76921	1	+	NA	NONE	7
chr4	127837787	127837937	id-76922	1	+	NA	NONE	20
chr4	127857819	127857969	id-76923	4.51e-05	-	AATGCAGTAATATGTTGAACCACAAGGGATGGAGT	Upstream_CTCF	11
chr4	127877834	127877984	id-76924	3.56e-05	-	TTTGTTCCTTTCACTCGGACCGGCAGGCTGCGCTC	Upstream_CTCF	1
chr4	127878841	127878991	id-76925	2.4e-05	-	TTGTGTGCTTAAGAAGAGAACACAAGGTGGCAGGG	V_CTCF_BR	24
chr4	127967141	127967291	id-76926	5.92e-05	-	GCTGCTCCAACAGCCATAGCCTTTTGGAGGAGCTG	Upstream_CTCF	14
chr4	128041709	128041859	id-76927	1.16e-05	+	GGGGCAGAATTCAGCTATCCCAGTAGGAGTCAGGG	Upstream_CTCF	6
chr4	128046187	128046337	id-76928	3.45e-05	-	TCATAGTAATCACCTAAAAACACTAGATGGCACAG	V_CTCF_BR	30
chr4	128049605	128049755	id-76929	3.84e-06	+	AAGAAAGGCCCACTCCTGACCACTTGAGGGCCCCC	UpstreamP1_CTCF	4
chr4	128110122	128110272	id-76930	2.4e-05	+	AACAGAAACAGTGTTGAGACCCCAAGATGGCACTA	V_CTCF_BR	23
chr4	128178218	128178368	id-76931	9.41e-05	+	GCTTTCCCCTAGAGAAATGACTGCAGATGGAAGCT	V_CTCF_BR	0
chr4	128273505	128273655	id-76932	5.74e-05	-	AAGTATAGCCCCACTCCCACCACAGGGTGGTGTCC	UpstreamP1_CTCF	12
chr4	128322015	128322165	id-76933	9.25e-06	-	ACCAAAGGATAGGCAATCTCCACTAGGTGGTAGTG	V_CTCF_BR	40
chr4	128400303	128400453	id-76934	4.14e-06	-	AATGGTTCTTATCAATGGGTCACTAGAGGGCACTG	V_CTCF_BR	38
chr4	128460072	128460222	id-76935	1.71e-06	-	TTCATATGTCTAAAAGTTGCCACCGGGGGGCAGGA	V_CTCF_BR	40
chr4	128508231	128508381	id-76936	2.4e-09	-	GTGCAGTTCAACCTACAGGCCAGTAGATGGTGCTT	UpstreamP1_CTCF	40
chr4	128522327	128522477	id-76937	3.4e-06	-	ACAGATATTCTAGCAAGAAACACTAGAGGGCATTC	Upstream_CTCF	32
chr4	128526578	128526728	id-76938	4.7e-06	+	AAGTCTATAGTTTCATTCAACACCAGGTGGAGCCC	V_CTCF_BR	37
chr4	128544047	128544197	id-76939	6.8e-06	+	CTGCATCCCGCACTAGGCGGCGAAAGAGGGCAGCG	UpstreamP1_CTCF	35
chr4	128653906	128654056	id-76940	6.05e-06	-	CCACAAGTTTCCGAAATTGCCTCTAGATGGCAATA	V_CTCF_BR	39
chr4	128702883	128703033	id-76941	5.34e-06	+	CGCGGCGGGCCTCCAGCCACAAGGGGAGGGCGCCG	V_CTCF_BR	10
chr4	128703385	128703535	id-76942	4.11e-07	+	GCGCAGGTCCCAGTAACCGCCGGTTGGAGGCGGCC	UpstreamP1_CTCF	38
chr4	128703984	128704134	id-76943	1	+	NA	NONE	14
chr4	128709808	128709958	id-76944	9.27e-07	-	GAGTATTCCTAGCCTCCAACCACTAGATGCCAGTA	UpstreamP1_CTCF	39
chr4	128730446	128730596	id-76945	3.63e-05	+	AGCCGCAGTATATTGCAGCCCAGCAGAAGGCAGCT	V_CTCF_BR	31
chr4	128802686	128802836	id-76946	1.84e-05	+	CTGAGGTTGAGGAACCAGATCACTAGGGTGCACCA	UpstreamP1_CTCF	22
chr4	128886676	128886826	id-76947	4.7e-08	-	CGGACCGGCTACTTACTGGCCGCCAGGTGGAAGCC	V_CTCF_BR	39
chr4	128907271	128907421	id-76948	4.65e-05	-	GAGAGTAGACTAGTGATTGCCAGCAGGTGGGGGAA	V_CTCF_BR	18
chr4	128918755	128918905	id-76949	3.88e-06	-	ATCACATAGTTGCCTACTGCCGCCAGGTGGTACAC	V_CTCF_BR	26
chr4	128972502	128972652	id-76950	3.4e-06	-	GAGGCAGAGGTTGCAGTGAGCCGCAGATGGCGCCA	V_CTCF_BR	19
chr4	128983368	128983518	id-76951	1.97e-06	+	GACTTGCCGGCGCGTGGCGGCGGTAGCGGGCACCA	V_CTCF_BR	35
chr4	128990212	128990362	id-76952	5.77e-08	+	AAGGCTATGGCTCTTTCGGCCTGCAGATGGCAGCC	V_CTCF_BR	40
chr4	129080144	129080294	id-76953	1.81e-06	-	GGTGATCTTCCCACCTCAACCTGTAGCTGGCACTA	Upstream_CTCF	10
chr4	129081303	129081453	id-76954	1.39e-05	-	AACCACAGTTTGTGGCTCTACAGCAGAGGTCAGCA	V_CTCF_BR	18
chr4	129112561	129112711	id-76955	9.06e-08	+	TATCAGTGCCTCCTTTTGGGCACTAGATGGCGCCT	UpstreamP1_CTCF	39
chr4	129141541	129141691	id-76956	7.91e-05	-	ATATAATTATATGATATCACCACAAGATGGAGTAA	UpstreamP1_CTCF	36
chr4	129204540	129204690	id-76957	8.89e-06	+	TAAGAGGTGCCTTGTTAGTGCAGTAGGTGGCACGC	Upstream_CTCF	0
chr4	129209129	129209279	id-76958	6.75e-05	+	CTGCTCTCACTCCAAGCCTCCGCTAGGTTAAGTAG	UpstreamP1_CTCF	30
chr4	129209474	129209624	id-76959	1	+	NA	NONE	36
chr4	129220109	129220259	id-76960	1	+	NA	NONE	16
chr4	129231610	129231760	id-76961	5.34e-06	+	TGCCAGAGCAGGGGCCACCCCAGCAGAGGGAGCAT	V_CTCF_BR	37
chr4	129262899	129263049	id-76962	1	+	NA	NONE	22
chr4	129271864	129272014	id-76963	8.71e-06	+	GTACTGGCCCTTGCCCTTGCCAGCAGAGAGCAGCC	V_CTCF_BR	0
chr4	129301138	129301288	id-76964	9.11e-08	+	GGTGCTGCCACCCAGAGGGCCACCAGAGGGTGCTT	Upstream_CTCF	40
chr4	129306847	129306997	id-76965	1.73e-05	+	GAATTATCATTTCCTGGAGACAGCAGGAGGCAGTG	V_CTCF_BR	35
chr4	129308368	129308518	id-76966	4.34e-05	+	CGTGGCTCTTTGCCACAGCCCTGCAGGAGGCAGTT	Upstream_CTCF	24
chr4	129349094	129349244	id-76967	1	+	NA	NONE	39
chr4	129375519	129375669	id-76968	3.66e-06	+	TTGCTTTGGCTATGAACATCCAAGAGGTGGCAGCA	UpstreamP1_CTCF	40
chr4	129439086	129439236	id-76969	1	+	NA	NONE	4
chr4	129474330	129474480	id-76970	8.9e-05	+	GTGCGGTTGCTTGTTCTCGCAGCCAGAACACACTG	UpstreamP1_CTCF	6
chr4	129474615	129474765	id-76971	1	+	NA	NONE	27
chr4	129484330	129484480	id-76972	1	+	NA	NONE	2
chr4	129486858	129487008	id-76973	1.84e-06	+	AGCCACACCTTGGCGGATACCAGCAGAGGGCATCA	V_CTCF_BR	40
chr4	129495899	129496049	id-76974	6.39e-08	+	AACTATGGACCCTTTTCCACCAGCAGGGGGCAGTA	V_CTCF_BR	38
chr4	129499742	129499892	id-76975	3.48e-06	+	GTGCAGTCCCTCAACACTGCCTTCTGAAGGCGCAC	UpstreamP1_CTCF	1
chr4	129504988	129505138	id-76976	1	+	NA	NONE	12
chr4	129512036	129512186	id-76977	1	+	NA	NONE	5
chr4	129519891	129520041	id-76978	5.9e-06	+	GTGCGCTCCCTGCGGCTGTTCACTGGGGGACGCTC	UpstreamP1_CTCF	0
chr4	129521608	129521758	id-76979	3.5e-05	+	TTTCATTACTGACCACTCTTCTCTAGGGGCCACTG	UpstreamP1_CTCF	11
chr4	129529287	129529437	id-76980	2.97e-06	+	GGCCCAGAAATGATAGCTACCAGCAGGGGGAAAGG	V_CTCF_BR	24
chr4	129565968	129566118	id-76981	2.27e-05	-	CATCTGACCTCTCCCCTCCTCGCCAGGTGGAGCTA	V_CTCF_BR	3
chr4	129596478	129596628	id-76982	1	+	NA	NONE	5
chr4	129666454	129666604	id-76983	1.67e-07	+	GGTGGACATGGTGCTCGGTCCAGCAGGTGGCAGGA	V_CTCF_BR	1
chr4	129700645	129700795	id-76984	1.26e-05	-	AATGGCATGACCATATTACCCAGGAGAGGGGGCAG	Upstream_CTCF	0
chr4	129703604	129703754	id-76985	1	+	NA	NONE	18
chr4	129730731	129730881	id-76986	2.43e-06	-	CATTTCTGGGTCACTGCTGCCACAGGGGGGAGCAC	V_CTCF_BR	40
chr4	129761947	129762097	id-76987	1.92e-06	+	CTGAAATGCCATGGGGCCACCAGCAGGAGCTCCAG	UpstreamP1_CTCF	18
chr4	129784749	129784899	id-76988	2e-06	-	AAAGTCTTCTTTACACTCACCACCAGGGGGCGTAT	Upstream_CTCF	40
chr4	129866422	129866572	id-76989	8.89e-06	-	TGATTACTTCCAGATCAAACCTGCAGGAGGAGCTG	Upstream_CTCF	7
chr4	129964801	129964951	id-76990	5.98e-05	+	CAGCATACTTGGCCTCTACCCATTAGATGGCAGCA	UpstreamP1_CTCF	38
chr4	130013881	130014031	id-76991	1	+	NA	NONE	10
chr4	130020756	130020906	id-76992	1	+	NA	NONE	0
chr4	130033192	130033342	id-76993	7.73e-05	-	CAAGGTAGTGCAAGACAGTCCTCTAGGTGGCCTTG	Upstream_CTCF	14
chr4	130061796	130061946	id-76994	1.97e-06	+	TGTTTCTTCCTGCTTTTTGCCACTAGATGGAAGAA	V_CTCF_BR	25
chr4	130067931	130068081	id-76995	2.33e-07	+	TTTCAATGATCCCCCAGCACCATCAGGGGGCACCA	UpstreamP1_CTCF	12
chr4	130089147	130089297	id-76996	2.6e-06	-	CTCTGGGACCCCTCTCTCTGCAGCAGAGGGAGCTA	V_CTCF_BR	32
chr4	130139624	130139774	id-76997	8.71e-06	+	ATTCTTGTCATCACAGTTTCCTGGAGATGGCAGCA	V_CTCF_BR	28
chr4	130213461	130213611	id-76998	9.25e-06	-	TCTGACTGGGAGACATCTCCCAGCAGGGGTCGACA	V_CTCF_BR	11
chr4	130265247	130265397	id-76999	3.09e-07	+	CAGCCATCATCGAGTACTGCCAGGAGATGGCAGTA	V_CTCF_BR	39
chr4	130274787	130274937	id-77000	1	+	NA	NONE	3
chr4	130283961	130284111	id-77001	2.83e-07	+	CTGCCTACGATCACCCATGCCACTAGATGGCAGCA	V_CTCF_BR	40
chr4	130285526	130285676	id-77002	1	+	NA	NONE	7
chr4	130448088	130448238	id-77003	8.71e-06	+	CCAAGATTCAGATTAATAACCACTAGATGTCGGTG	V_CTCF_BR	19
chr4	130538836	130538986	id-77004	4.41e-06	-	AGACTGGCTTCACTTATGGTCACAAGATGGCAGTG	V_CTCF_BR	3
chr4	130562448	130562598	id-77005	2.37e-09	-	TCTGCAGTACTGCAGGCAGACACCAGAGGGTGCAA	Upstream_CTCF	39
chr4	130594185	130594335	id-77006	6.39e-05	-	GCTGAAACTACAGCTGAGGCCTCCTGATGCAGAGT	Upstream_CTCF	6
chr4	130848215	130848365	id-77007	1.92e-05	+	GTTCTTTTATAAAAAGCTGTCAGTAGATGGCAATG	UpstreamP1_CTCF	14
chr4	130850359	130850509	id-77008	1	+	NA	NONE	26
chr4	130893534	130893684	id-77009	1	+	NA	NONE	8
chr4	131178595	131178745	id-77010	1	+	NA	NONE	19
chr4	131227844	131227994	id-77011	1.34e-06	-	TTTGCACTTTTTGTTGTCACAGCCTGGGGGCGCTA	Upstream_CTCF	21
chr4	131257884	131258034	id-77012	1	+	NA	NONE	36
chr4	131280819	131280969	id-77013	2.04e-05	+	ATTAAGTAGAAAGTCACTGTCAGAAGGTGGCAGTG	V_CTCF_BR	35
chr4	131324517	131324667	id-77014	3.09e-05	-	TTGCAGGGCAGTCTTGCCAACAGATGGGGCTAGTC	UpstreamP1_CTCF	4
chr4	131484825	131484975	id-77015	1.5e-05	+	GCAGCAGAGCCCCACGTAGACTCCTGAGGCCATCG	Upstream_CTCF	37
chr4	131626305	131626455	id-77016	1	+	NA	NONE	5
chr4	131669120	131669270	id-77017	1.55e-05	+	GTTTGGGACTGAATGTTATCCAATAGATGGCACTA	V_CTCF_BR	22
chr4	131681046	131681196	id-77018	1.03e-06	-	CCAACTCCCCTGCCATCTGCCACTAGGTGGATCAG	V_CTCF_BR	7
chr4	131695751	131695901	id-77019	4.34e-07	-	ATGTTGTTCTCTTCTCAGTACACCAGGAGGCACAT	UpstreamP1_CTCF	2
chr4	131729779	131729929	id-77020	2.58e-07	-	TTTGGACTGCAGTGTTTCACCACTAGAGGGAACAA	Upstream_CTCF	36
chr4	131886570	131886720	id-77021	2.97e-06	-	TGGCCCTCTTCTCTCAGCTCCACTAGGTGGTGCCA	V_CTCF_BR	4
chr4	131975893	131976043	id-77022	1.84e-06	+	CAAGTGCCCTCCTGAGCAAACAACAGAGGGCGCCC	V_CTCF_BR	14
chr4	132013179	132013329	id-77023	9.84e-05	+	TTAAAAGACATTTGCATTGTCAATAGATGGCAGCA	V_CTCF_BR	31
chr4	132223474	132223624	id-77024	5.65e-05	-	AGGCACAGCTCAGTGTTCAACTCAAGATGGCATCA	V_CTCF_BR	8
chr4	132300624	132300774	id-77025	1.69e-05	+	GGGCTAGGTGCCGCGAAGTCCAGCAGGGAGTGCCA	UpstreamP1_CTCF	0
chr4	132351576	132351726	id-77026	1.39e-05	-	TATTGGGCTTTTATGTTGGTCAGAAGGTGGAGCTG	V_CTCF_BR	19
chr4	132380996	132381146	id-77027	1	+	NA	NONE	5
chr4	132388030	132388180	id-77028	6.8e-06	+	ATGCAATGTCCTCTCTGTGCCTCTGGATGTCATAA	UpstreamP1_CTCF	5
chr4	132565900	132566050	id-77029	1	+	NA	NONE	39
chr4	132998108	132998258	id-77030	1.39e-05	+	ACATGCAGCAGCATCTCTGCCAGCAGGGGTCTTCA	V_CTCF_BR	25
chr4	133148517	133148667	id-77031	1	+	NA	NONE	3
chr4	133149078	133149228	id-77032	3.73e-09	-	CTGTTACGCCCAGATAGGGCCACTAGAGGGCTCCC	UpstreamP1_CTCF	40
chr4	133254217	133254367	id-77033	1.93e-05	-	CCTGTCTTCTCCTCCACTGCCCCTAGTGGTCATCC	Upstream_CTCF	36
chr4	133335446	133335596	id-77034	8.16e-07	-	GGCTGAAGACCACCTGTAACCACAAGGGGTCAGCC	V_CTCF_BR	6
chr4	133414808	133414958	id-77035	1	+	NA	NONE	5
chr4	133449565	133449715	id-77036	1.7e-05	-	GCTCCTGTAACTATTTTTCCCTCCAGGTGTCACTC	Upstream_CTCF	7
chr4	133462682	133462832	id-77037	6.51e-07	-	CCTGTTTTTCAGTTAACTGCCGCAAGGTGGCTGGA	Upstream_CTCF	1
chr4	133478930	133479080	id-77038	4.7e-06	-	GTACTCTGCTTAGTAGAAACCTGCAGGGGGAGCAG	V_CTCF_BR	23
chr4	133486137	133486287	id-77039	1.55e-07	+	ATGCAGTTCAACCTGCAAGCCAGTAGGTAGCACTT	UpstreamP1_CTCF	16
chr4	133493428	133493578	id-77040	1.06e-05	+	GGTGTTATCTTGACTTTGGCCTGTTGGTGGTAGAC	Upstream_CTCF	8
chr4	133513597	133513747	id-77041	8.03e-07	+	TAGGCAATAACGTGGGATGCCAGCAGGAGGTGCTA	Upstream_CTCF	7
chr4	133535977	133536127	id-77042	1.34e-06	-	TTATAGTTCCAGTTGACTTCCACCAGGTGGCAGAT	UpstreamP1_CTCF	30
chr4	133563480	133563630	id-77043	1.32e-08	-	CTGCAATGACTAGATATTGCCAGAGGAGGGAAGCA	UpstreamP1_CTCF	38
chr4	133658591	133658741	id-77044	4.3e-08	-	CTGCAGGATCCACATTCAGCCAGTAGATGGGCCTG	UpstreamP1_CTCF	11
chr4	133730942	133731092	id-77045	6.21e-06	+	CCTGCTCCTCTGCATGCTCCCCCTAGGGGTTTGAG	Upstream_CTCF	13
chr4	133739427	133739577	id-77046	2.46e-08	+	TTTCTCACCCCTGAGGCCGCCACAAGGGGGCGGGG	V_CTCF_BR	16
chr4	133842956	133843106	id-77047	4.41e-06	-	GACTGATTGCCTCCTGGATACACAAGAGGGCAGCC	V_CTCF_BR	2
chr4	133858979	133859129	id-77048	6.18e-07	-	AGTGCAGTAGCCATGAGGGCCACTGGTGGCAGGAT	Upstream_CTCF	4
chr4	133927895	133928045	id-77049	4.7e-06	-	GTGATGAAAGTTAGTATCACCAGTAGATGGCTCAC	V_CTCF_BR	0
chr4	134002481	134002631	id-77050	1	+	NA	NONE	16
chr4	134023896	134024046	id-77051	1.73e-05	+	AGTTTTCCCTCTCCATCAAGCGGTAGGGGGAGGCA	V_CTCF_BR	9
chr4	134058865	134059015	id-77052	1	+	NA	NONE	9
chr4	134067063	134067213	id-77053	8.59e-05	-	TGGGCTTTAAGTGCAGCAGAAACAGGGGGGCGCTA	V_CTCF_BR	9
chr4	134067923	134068073	id-77054	3.16e-06	+	CTGCCCTATGCTGATTTCGCCGCTAGGAGACGCCT	UpstreamP1_CTCF	40
chr4	134069109	134069259	id-77055	1.23e-05	+	GTGCCGCGTTGCCCCTGCGCCTCCGGAAGGGGCAC	UpstreamP1_CTCF	22
chr4	134073169	134073319	id-77056	1.7e-05	-	CGATCACCAGCTCATAAGGCCGCTGGGGGTCGCGC	Upstream_CTCF	22
chr4	134075927	134076077	id-77057	2.06e-07	+	TCTGCAGCACCATCTGTGACCATGTGGTGGCAGAA	Upstream_CTCF	40
chr4	134241846	134241996	id-77058	8.58e-08	+	TATGTAATTGTTATGGCAGCCACTAGAGGGAAGAG	Upstream_CTCF	37
chr4	134404911	134405061	id-77059	2.15e-05	-	AGAGAAGCAAGGAATTTCTCCACATGGTGGCAGAA	V_CTCF_BR	35
chr4	134506010	134506160	id-77060	1.73e-05	+	GAGGCTTATTTGGGATCTACCAGAAGGGGGAGTAA	V_CTCF_BR	23
chr4	134517632	134517782	id-77061	1	+	NA	NONE	2
chr4	134530515	134530665	id-77062	1.21e-05	+	CTTGACATGGCAGAAGGAGCCGGGAGGGGGAGTCA	Upstream_CTCF	0
chr4	134546084	134546234	id-77063	1.93e-05	+	AGACTTTGTGATCTGTCACACAGCAGGTGGCTCTC	V_CTCF_BR	5
chr4	134732951	134733101	id-77064	3.29e-05	+	GCAGCTCTGCTCAGCAGCACCCACGGAGGACAAAA	Upstream_CTCF	4
chr4	134746585	134746735	id-77065	1.31e-05	+	TCCAGAGGGAGGAATGCTGCCACCAGGGGACACAA	V_CTCF_BR	9
chr4	134760602	134760752	id-77066	1.73e-06	-	AGGCAATGGTGAACACTCACCACTTGATGGAGCAA	UpstreamP1_CTCF	14
chr4	134787801	134787951	id-77067	5.13e-05	-	CGACAAACAGTGGTTATAGCCACTAGGAGCAGCTA	V_CTCF_BR	9
chr4	134842570	134842720	id-77068	1	+	NA	NONE	32
chr4	134945531	134945681	id-77069	2.47e-07	+	GTGCGGCTACTCTTCCTGACCTGCAGATGGCCACC	UpstreamP1_CTCF	35
chr4	134994530	134994680	id-77070	1.84e-05	-	CACCAGCCCGTGAAAGCAACCAGCAGGGGGCCTAT	UpstreamP1_CTCF	33
chr4	135053639	135053789	id-77071	1	+	NA	NONE	8
chr4	135352556	135352706	id-77072	6.47e-09	-	AATGCAGTTCTACTGCAGGCCAGTAGGTGGTGATT	Upstream_CTCF	29
chr4	135386719	135386869	id-77073	1.5e-05	-	AGTGTCTTTCTGGGAAAAGACACCAGAGAGCTCCA	Upstream_CTCF	4
chr4	135391795	135391945	id-77074	5.08e-07	+	CCTCTTCCTTACCCTCCAGCCACTTGGTGGCAGCA	V_CTCF_BR	31
chr4	135451486	135451636	id-77075	1.26e-05	+	TTGGCGATGCCCATTTCTGCCTGTAGAGAGCATAA	Upstream_CTCF	2
chr4	135571754	135571904	id-77076	1	+	NA	NONE	15
chr4	135616711	135616861	id-77077	1	+	NA	NONE	18
chr4	135683322	135683472	id-77078	3.56e-06	+	GCTGACTTACTCTCCAGCGCCTCCAGAGGCCACAT	Upstream_CTCF	26
chr4	135698904	135699054	id-77079	1	+	NA	NONE	14
chr4	135786957	135787107	id-77080	2.58e-05	-	GCTTTATTACACACACAAACCACTGGAGGCAGTAG	Upstream_CTCF	22
chr4	135826329	135826479	id-77081	1.09e-06	+	TTTGTACTTCCCACCTATGCCAAATGAGGGAGCAC	Upstream_CTCF	12
chr4	135827709	135827859	id-77082	4.43e-05	-	TTTAATAGGACAGTCTCAGTCAGGTGAGGGCAGCA	V_CTCF_BR	34
chr4	135841412	135841562	id-77083	1	+	NA	NONE	1
chr4	135856594	135856744	id-77084	6.46e-07	-	AATGGGTATCCAGGTTGGGCCAGAAGGGGGTGCTC	V_CTCF_BR	33
chr4	136240959	136241109	id-77085	1	+	NA	NONE	21
chr4	136292402	136292552	id-77086	5.08e-07	+	TTAAAGTCCTCACTGTCTTCCAGCAGGTGGCGGTA	V_CTCF_BR	29
chr4	136339635	136339785	id-77087	2.74e-08	-	GTGCACTATAATCAGTCTGCCACCAGGTGGCTAGC	UpstreamP1_CTCF	38
chr4	136413732	136413882	id-77088	1	+	NA	NONE	3
chr4	136591820	136591970	id-77089	2.4e-05	+	TTAAAGAGAGGGTGTTCAAACTGAAGGGGGAGCTG	V_CTCF_BR	7
chr4	136639331	136639481	id-77090	2.94e-06	-	ATTGATGTTTCTTTCTGTACCACTAGAGGCCATCA	Upstream_CTCF	18
chr4	136728471	136728621	id-77091	6.49e-06	+	ATAGCAGTTAAAACTCTAGACTCAAGGGGGAGTAC	Upstream_CTCF	7
chr4	136785625	136785775	id-77092	2.53e-05	-	GTGGAGAGCCTATAAACGGACGCATGGGGGCGCCT	V_CTCF_BR	26
chr4	136798176	136798326	id-77093	1	+	NA	NONE	0
chr4	137071352	137071502	id-77094	2.81e-06	-	GCTTCTCTGTTAGGCTTTGCCAGTAGGGAGTGCTA	Upstream_CTCF	2
chr4	137104796	137104946	id-77095	1.55e-05	+	TGATGCCCCACAGCTCAAACCTCTAGGGGGAGCAT	V_CTCF_BR	13
chr4	137222922	137223072	id-77096	6.05e-06	+	TCCAAAGAGAGAAATGCTTCCACCAGGAGGCACAA	V_CTCF_BR	2
chr4	137250545	137250695	id-77097	3.88e-07	-	GTGTAATTTGGCCTATGATCCAGTAGGTGGAACTT	UpstreamP1_CTCF	28
chr4	137322090	137322240	id-77098	8.98e-06	+	TAGCCCTTCCACCTAATGGACTGGTGGGGGCACCA	UpstreamP1_CTCF	19
chr4	137371227	137371377	id-77099	1	+	NA	NONE	8
chr4	137378327	137378477	id-77100	6.19e-06	+	GGCTACTTGCTGCATGTTGCCAGCAGGGGCTGGGG	UpstreamP1_CTCF	2
chr4	137511707	137511857	id-77101	1.21e-05	+	GCTGCTACCTCTCTTCCATCCCCTGGAGGCCACTG	Upstream_CTCF	5
chr4	137543442	137543592	id-77102	1	+	NA	NONE	3
chr4	137558651	137558801	id-77103	3.88e-06	-	CCAAATTTGCAATTATCAGCCAGCAGGGGTCGCTT	V_CTCF_BR	39
chr4	137608456	137608606	id-77104	9.25e-06	+	TGGACTTTTTCTCACAGTTCCACTAGGTGGTGCCC	V_CTCF_BR	28
chr4	137634401	137634551	id-77105	1	+	NA	NONE	20
chr4	137732836	137732986	id-77106	1.69e-05	-	CAGCACTGACCTGCAGGTGGCCCTTGGTGCAAGCA	UpstreamP1_CTCF	0
chr4	137752824	137752974	id-77107	3.29e-05	-	TCTGCCTGTCTGCATGCTCCCCCTAGGGGTTTGAG	Upstream_CTCF	27
chr4	137776202	137776352	id-77108	9.51e-07	+	CGGGTTCTCACTATGATCCCCAGCAGGGGGCTCAA	V_CTCF_BR	7
chr4	137785848	137785998	id-77109	3.63e-06	-	ATGGATGCTAATCATATGGTCAGTAGGTGGCAGCA	V_CTCF_BR	39
chr4	137913311	137913461	id-77110	2.72e-06	-	CTGCAGAATTATTTATTACCCAGTGGAGGGCGATC	UpstreamP1_CTCF	7
chr4	137990743	137990893	id-77111	7.09e-08	+	GTGCAGTTCAACCTCCAGGCCAGTAGATGATGCTT	UpstreamP1_CTCF	25
chr4	137991896	137992046	id-77112	4.24e-07	+	GAGGCTGTAGCTAAAATGCTCAGTAGGGGGCAGGG	Upstream_CTCF	16
chr4	138045558	138045708	id-77113	5.63e-06	+	CTGTAGTTAAGCTTTCCAGTCTCTAGAGGTCTCTG	UpstreamP1_CTCF	39
chr4	138101635	138101785	id-77114	1	+	NA	NONE	19
chr4	138124973	138125123	id-77115	7.11e-06	-	AGTGGAATAAAACATCTATCCACCAGAGGACATGA	Upstream_CTCF	6
chr4	138148188	138148338	id-77116	1.02e-07	+	ATGCAATTTGAAATAGTTCCCAGCAGGTGGTGATG	UpstreamP1_CTCF	37
chr4	138204071	138204221	id-77117	9.4e-06	+	GTGCAATGCAGCAATAGTGCCAATAGGAGAAAGAT	UpstreamP1_CTCF	13
chr4	138205004	138205154	id-77118	5.68e-06	+	AGTAGCTATTCAAAGGTAGCCAGCAGATGTCTCTC	V_CTCF_BR	30
chr4	138452344	138452494	id-77119	7.27e-06	-	AGATCTGAATGCCACGGATCCAGATGAGGGCGCTA	V_CTCF_BR	30
chr4	138466758	138466908	id-77120	4.88e-06	-	TTGCTGGTAGTGCAATCTCACAGTAGGTGGTGCAA	UpstreamP1_CTCF	13
chr4	138532232	138532382	id-77121	1.95e-07	-	AGTGCCATTCCTAGTGGAGCCAGTAGGGGTCCAAC	Upstream_CTCF	40
chr4	138556921	138557071	id-77122	8.89e-06	+	CATGATATATTCATCTTGAACAGCAGGGGGTAAAT	Upstream_CTCF	9
chr4	138654419	138654569	id-77123	3.84e-06	+	GGTCATTGCATCCATATCAGCACTAGGGGGCTCCC	UpstreamP1_CTCF	37
chr4	138741117	138741267	id-77124	7.46e-06	+	GATTACTGCCTTTTCTTCAGCACTAGATGGAGCCC	UpstreamP1_CTCF	39
chr4	138782956	138783106	id-77125	1.02e-07	-	CTGTAATTTAGATAATATGACACCAGGTGGCAGGA	UpstreamP1_CTCF	33
chr4	138902549	138902699	id-77126	7.49e-05	-	TTTAGTGATCATCTCACAAACAGCAGGGGGCATAT	V_CTCF_BR	32
chr4	138928842	138928992	id-77127	2e-06	+	AAAGCAATTCAGGAAACTACCACAAGGGGAGAGGT	Upstream_CTCF	38
chr4	138957020	138957170	id-77128	4.41e-06	+	GCTTGTATTATACATCTTTCCAGCAGATGGAGCAA	V_CTCF_BR	40
chr4	138971872	138972022	id-77129	4.7e-06	+	GAATGCTGCTGCTGATCTGACAGGAGGTGGAGCTC	V_CTCF_BR	2
chr4	138984253	138984403	id-77130	6.74e-08	-	TCTGCAGTGGGAATGTGGACCACTAGGAGTCACTC	Upstream_CTCF	33
chr4	138984839	138984989	id-77131	1	+	NA	NONE	24
chr4	138993011	138993161	id-77132	3.84e-06	+	GTCCTCTACCATTACATTTCCAACAGAGGGCAGAA	UpstreamP1_CTCF	2
chr4	139011746	139011896	id-77133	1.41e-09	-	ATGCATTTCCAAAATCTTACCACTGGGGGGCAGCA	UpstreamP1_CTCF	40
chr4	139013293	139013443	id-77134	2.6e-05	+	CAGCATCAGGCAGTTGGTTCCTATAGGTGGCAGAA	UpstreamP1_CTCF	7
chr4	139096776	139096926	id-77135	8.59e-05	-	ATTTGATAAATCTCTCCAGCCACAGGATGCCAGTA	V_CTCF_BR	24
chr4	139104107	139104257	id-77136	1.09e-06	-	ACAGCACGTTTTATTCTGTCCATTAGAGGGCACTG	Upstream_CTCF	38
chr4	139106634	139106784	id-77137	1	+	NA	NONE	2
chr4	139137539	139137689	id-77138	1	+	NA	NONE	14
chr4	139143249	139143399	id-77139	1	+	NA	NONE	19
chr4	139163465	139163615	id-77140	1	+	NA	NONE	17
chr4	139416226	139416376	id-77141	1	+	NA	NONE	39
chr4	139420913	139421063	id-77142	5.51e-07	+	TGTTTCAGTTGGCCTCCAGCCAGGAGGTGGCGCTT	V_CTCF_BR	5
chr4	139443699	139443849	id-77143	3.1e-07	-	TTGTAGTTTGGACTGTGATCCAGTAGATGGCAGTT	UpstreamP1_CTCF	40
chr4	139445118	139445268	id-77144	1.64e-05	-	TCCATCCTTTTACTTTGAGCCTGTAGGTGTCACTG	V_CTCF_BR	13
chr4	139474327	139474477	id-77145	2.18e-07	+	GGCCCGGCACCAGGAGTGGCCAGCAGGTGCCGCTT	V_CTCF_BR	1
chr4	139476320	139476470	id-77146	1.41e-06	-	TCTGTAAAGCCAGTCTTAACCAGCAGAGGGGATTT	Upstream_CTCF	18
chr4	139476884	139477034	id-77147	2.27e-06	-	CACAAATAGTGCCTGCGTAACTCCAGGGGGCACTG	V_CTCF_BR	38
chr4	139481671	139481821	id-77148	6.46e-07	+	AAATATAGTGCTGGCGTGGCCGCCAGGAGGCGCAG	V_CTCF_BR	4
chr4	139498009	139498159	id-77149	3.11e-05	-	GATAACTGCCTCCTTTTCATCACTAGATGGTGCCA	V_CTCF_BR	40
chr4	139499104	139499254	id-77150	7.55e-07	+	GGCCTCACAATCATGGTGGCCACATGGTGGCAGAC	V_CTCF_BR	37
chr4	139600494	139600644	id-77151	4.11e-07	-	CTGCTCTCAGCTGAACCCTCCGGCAGAGGGAGAGG	UpstreamP1_CTCF	1
chr4	139602272	139602422	id-77152	6.97e-11	-	GTGCTCTCACACTATTCGACCACCAGGGGGCAGCA	UpstreamP1_CTCF	40
chr4	139607412	139607562	id-77153	2.29e-05	-	TGCCAGTTCAGTGCATTGACCGCCAGGTGGTTTGC	UpstreamP1_CTCF	7
chr4	139723842	139723992	id-77154	1	+	NA	NONE	5
chr4	139752217	139752367	id-77155	4.94e-06	-	TCTGGAGAACAGAAGCCTGACAGTAGGTGTCGGTA	Upstream_CTCF	0
chr4	139753212	139753362	id-77156	8.58e-06	-	ATGTATTTGGCCTGCACGACCTCTAGAGGCCTTTA	UpstreamP1_CTCF	18
chr4	139757053	139757203	id-77157	3.45e-05	+	ACATTGACAAAGATATTCACCCCCAGGGGGCATAA	V_CTCF_BR	20
chr4	139792301	139792451	id-77158	1.14e-06	-	GAGACCTGACAGGATATGGCCACTAGATGGGGCCA	UpstreamP1_CTCF	40
chr4	139840387	139840537	id-77159	5.2e-08	-	GAGTTGTTCGCCATTCTGGACGGCAGAGGGCACTC	UpstreamP1_CTCF	40
chr4	139859589	139859739	id-77160	1	+	NA	NONE	39
chr4	139896504	139896654	id-77161	1.82e-06	-	CTGGGATTACAGATGTGAGCCACCAGGTGGCCAAC	UpstreamP1_CTCF	15
chr4	139903082	139903232	id-77162	4.65e-06	+	CTGAATTCAAATGTATCTGCCAGTAGGGGCAGGAG	UpstreamP1_CTCF	36
chr4	139936835	139936985	id-77163	2.96e-05	-	CTGCTGTGAGACCTGGCGAGACCTGCAGGGCGCCC	UpstreamP1_CTCF	32
chr4	139937308	139937458	id-77164	7.55e-07	-	TCTCATTCATTCCGCGCGGTCTCCAGGTGGCGGCC	V_CTCF_BR	23
chr4	139940194	139940344	id-77165	1	+	NA	NONE	8
chr4	139951898	139952048	id-77166	2.74e-08	+	AGGTGTTCAACACGCATGGCCAGTAGATGGCAGCA	V_CTCF_BR	40
chr4	140004787	140004937	id-77167	3e-06	+	CCGCCGCCCCCGAACGCGGGCAGCAGCGGCCTCTC	UpstreamP1_CTCF	40
chr4	140005457	140005607	id-77168	6.8e-06	-	GGTGGGGTTTCTCAGCCCGGCGGCGGGAGGCGGGC	Upstream_CTCF	36
chr4	140006438	140006588	id-77169	1	+	NA	NONE	34
chr4	140020652	140020802	id-77170	7.8e-08	+	TCACAGAAGTACACAACTACCACCAGGTGGCACCA	V_CTCF_BR	40
chr4	140089096	140089246	id-77171	1.23e-05	-	GGGATGTTGCCAGAGTCACCCACTAGGTGGACTGA	UpstreamP1_CTCF	40
chr4	140105381	140105531	id-77172	2.04e-05	+	GTCACTTGTTCAAAGTTATACAGTAGGTGGCAGGG	V_CTCF_BR	31
chr4	140129961	140130111	id-77173	2.31e-06	-	GATGGAGGATTGCTTGAGCCCAGAAGGTGGAAGCA	Upstream_CTCF	5
chr4	140134203	140134353	id-77174	4.73e-07	-	ACTGTAGTGCTCGAGGCAGTCAGGAGGTGGAGAGA	Upstream_CTCF	1
chr4	140149048	140149198	id-77175	1.18e-05	-	CAGCAATAACCTATTTTTACCCACAGGTGGTGTCT	UpstreamP1_CTCF	38
chr4	140150726	140150876	id-77176	2.18e-07	+	AGTACTCTTTTTGTCCTGGCCACTAGGGGGAAGAG	V_CTCF_BR	39
chr4	140201245	140201395	id-77177	2.04e-05	-	TACCGAGGCTGCTGCGCGGCGGACAGCGGGCGCGA	V_CTCF_BR	7
chr4	140202492	140202642	id-77178	2.6e-06	-	CCCTGGACATTCCCACCCACCACCTGGTGGTGGCA	V_CTCF_BR	34
chr4	140205789	140205939	id-77179	1.74e-07	-	CAAGCACTTCTTCACATGGCCAGCAGGAGAGAGGG	Upstream_CTCF	24
chr4	140216928	140217078	id-77180	2.5e-09	-	TCGAGTCCCGCACTTCCGGCCGCCAGGTGGCGCTG	V_CTCF_BR	40
chr4	140223275	140223425	id-77181	4.17e-05	-	AGGGTGCCACCCCGACCTGCCAGCAGGGTTCCCAC	Upstream_CTCF	39
chr4	140296127	140296277	id-77182	7.6e-05	-	CTGTATCATGCCTTTCATGCCTCTAGGGTACAGTA	UpstreamP1_CTCF	2
chr4	140324741	140324891	id-77183	3.11e-05	+	CAGTATACTCAGTATTCAACAACTAGATGGCAGTG	V_CTCF_BR	16
chr4	140337356	140337506	id-77184	3.42e-08	+	TAGAAATCTCCCTTGGTTGCCACCAGGTGGCAGTA	V_CTCF_BR	40
chr4	140374291	140374441	id-77185	3.4e-06	-	AGAGCACATCACATGTCGGCCACCTGGGAGCGTTG	Upstream_CTCF	39
chr4	140375192	140375342	id-77186	8.99e-05	+	AGTTGCGCAGCCGAACTGGCCGGCTGGGCGCGCGC	V_CTCF_BR	6
chr4	140419032	140419182	id-77187	1.48e-06	+	GTATGAGAATAAATCCTCACCACAAGAGGGAGCTG	V_CTCF_BR	40
chr4	140422322	140422472	id-77188	2.19e-05	+	CTGCTGATTTGCTAATGGCCCAGAAGAGGGACTGC	UpstreamP1_CTCF	2
chr4	140431001	140431151	id-77189	9.81e-06	-	CACCCGGTTGCATGCTTTGCAGCTAGGTGGCAGTG	V_CTCF_BR	38
chr4	140443733	140443883	id-77190	4.5e-06	-	GCTGCAGTCACATGCTGGCCCTCTAGGGGAACATT	Upstream_CTCF	11
chr4	140444395	140444545	id-77191	1	+	NA	NONE	4
chr4	140449906	140450056	id-77192	2.04e-05	-	AGCTCTGCCGAGCAGCTGTACTCCAGCTGGCTGAG	V_CTCF_BR	13
chr4	140452104	140452254	id-77193	4.51e-05	-	AAATTAATGATTTCTCCCCCCACGAGGAGGAGCCA	Upstream_CTCF	40
chr4	140473860	140474010	id-77194	1	+	NA	NONE	5
chr4	140477367	140477517	id-77195	2.27e-05	-	AGGCCAAGGAATTGAAAGGGCTGTAGGGGGAGGCA	V_CTCF_BR	23
chr4	140478433	140478583	id-77196	1	+	NA	NONE	26
chr4	140483783	140483933	id-77197	4.01e-05	-	TAGTAGATGGAATCTGCATCCTCAAGGTGGCGTTC	V_CTCF_BR	5
chr4	140485788	140485938	id-77198	1.19e-06	-	AGACCAAAGCTCTCCTCTGCCACTAGAGGCCAGCC	V_CTCF_BR	36
chr4	140503228	140503378	id-77199	1.83e-05	+	AGACATCACAGATGATTTTCCTGCAGATGGTGCTA	V_CTCF_BR	21
chr4	140524839	140524989	id-77200	1.84e-06	+	AAGAGACAAGTAATTTCTGTCACCAGAGGGCACCA	V_CTCF_BR	39
chr4	140528219	140528369	id-77201	2.81e-05	+	CCACGTTGAATAGAAGTGGCAAGAAGGGGGTAGTG	V_CTCF_BR	21
chr4	140530839	140530989	id-77202	5.92e-05	+	CAATATTGAATAGAAGTGGCAAGAAGGGGGTAGTG	V_CTCF_BR	9
chr4	140538998	140539148	id-77203	4.94e-06	+	TCTGCAATTCCCTTAATGGCCATTAGAGTCGCGGA	Upstream_CTCF	40
chr4	140540900	140541050	id-77204	1.09e-06	+	AAGTAGTGTGTATGAAAGGCCACCAGGTGGAGTCT	UpstreamP1_CTCF	39
chr4	140555043	140555193	id-77205	5.41e-07	-	TTGTAGTTTGGTCCTGGGGCCATTAGATGGCTCTG	UpstreamP1_CTCF	40
chr4	140572861	140573011	id-77206	1.41e-09	-	CTGTACCTCTCCCTGAACGCCACCAGATGGCGCAG	UpstreamP1_CTCF	40
chr4	140574770	140574920	id-77207	5.08e-05	-	TGGCAGGATTGCAGAGGCCCCACCGGAAGTCAGCT	UpstreamP1_CTCF	11
chr4	140576315	140576465	id-77208	2.08e-07	+	CAGCATCTCTGGACTCTACCCACTAGGTGCCAGTA	UpstreamP1_CTCF	40
chr4	140577801	140577951	id-77209	1.48e-06	+	TTGGCTAGGGATTTCCCCACCACCAGGTGGAAACC	V_CTCF_BR	34
chr4	140578231	140578381	id-77210	3.66e-06	-	CAGACCTGCCGGGATAACACCACCAGAGGCAGCTC	UpstreamP1_CTCF	40
chr4	140578918	140579068	id-77211	1	+	NA	NONE	14
chr4	140613582	140613732	id-77212	5.28e-08	+	TCTGGAGTGCCTTCCACCACCACCAGGAGCTGCTC	Upstream_CTCF	37
chr4	140613918	140614068	id-77213	8.21e-06	-	TGTCCTAAGTCCAAACTGCACTGCAGAGGGCAGAA	V_CTCF_BR	1
chr4	140619795	140619945	id-77214	1.48e-06	-	GCTGTCACTTGCAGCTACACCAGCAGGGGGAAAAA	Upstream_CTCF	40
chr4	140626326	140626476	id-77215	6.84e-06	-	TAAAAATACTGCTTGGAAGCCAGCAGAGGGAGACA	V_CTCF_BR	39
chr4	140656056	140656206	id-77216	2.57e-08	+	CTGCCGTTCTTCCCGCGCCCCAGCAGATGGTGGTG	UpstreamP1_CTCF	35
chr4	140661824	140661974	id-77217	3.5e-05	+	ATGGAGCTCTCTGCTGCAACCACTACAAGACAGGA	UpstreamP1_CTCF	32
chr4	140665870	140666020	id-77218	1	+	NA	NONE	1
chr4	140671395	140671545	id-77219	1	+	NA	NONE	6
chr4	140682699	140682849	id-77220	2.2e-06	-	CAAGTAGCACACTTCCTGACCTGTAGAGGGCCATC	Upstream_CTCF	40
chr4	140690161	140690311	id-77221	2.81e-05	-	CTCAGAGTTCCTTTAGTAAACACCAGGAGGCGACC	V_CTCF_BR	39
chr4	140728222	140728372	id-77222	5.17e-06	+	GCTTCTATTCCAGTTTCTGCCACTTGTTGGCTCTA	Upstream_CTCF	8
chr4	140754797	140754947	id-77223	4.85e-07	+	CTGCAGTGCCAAGGGGTGGCCGCTTGAAGGTCTCC	UpstreamP1_CTCF	4
chr4	140762635	140762785	id-77224	1.54e-05	-	CTGCACCCTTTTAGAGCTGCAGCCAGGGGTCAGAT	UpstreamP1_CTCF	6
chr4	140782795	140782945	id-77225	3.6e-07	-	CAGGGAGTATCTGGAGCCACCAGCAGGTGGGAGAA	Upstream_CTCF	12
chr4	140797828	140797978	id-77226	4.85e-07	+	GTGCCTGGCACAACAGTGTCCAGCAGAGGGTACAC	UpstreamP1_CTCF	15
chr4	140811984	140812134	id-77227	1	+	NA	NONE	16
chr4	140814249	140814399	id-77228	1	+	NA	NONE	21
chr4	140823698	140823848	id-77229	7.02e-05	+	GAGCCGCTCTGAAAATTTTCAGCCAGGCGGAGGTA	UpstreamP1_CTCF	11
chr4	140933888	140934038	id-77230	2.4e-05	+	ACAACTGCCCTGGCACCATCCCATAGGGGGCACTG	V_CTCF_BR	40
chr4	140970505	140970655	id-77231	6.75e-05	+	TCTCACTTAGCAACAGCGAGCAGGAGAGGCAGGAA	UpstreamP1_CTCF	28
chr4	140971581	140971731	id-77232	4.03e-06	-	ATGTACAGCTGTACCCCGAGCAGTAGGTGTCACTG	UpstreamP1_CTCF	40
chr4	140973370	140973520	id-77233	1.71e-06	+	TCTCCACTGAGACACGGATCCACAAGGTGGAGCCA	V_CTCF_BR	39
chr4	141037783	141037933	id-77234	1	+	NA	NONE	10
chr4	141071477	141071627	id-77235	2.39e-05	+	GCGCACCCGAGCCCTCCCTCCACCAGGGCGGAAAC	UpstreamP1_CTCF	24
chr4	141073171	141073321	id-77236	9.49e-08	-	AGGGTTAAGAGGGGAGCGGCCTGGAGGGGGCGGGA	V_CTCF_BR	39
chr4	141074978	141075128	id-77237	1	+	NA	NONE	2
chr4	141117097	141117247	id-77238	4.03e-06	-	CAACAGTGACTGCAAATGGCCACCACGTGGCGTTT	UpstreamP1_CTCF	13
chr4	141155669	141155819	id-77239	3.63e-06	+	CATCTTCATCCCAGTCTCCCCAGCAGGGGTCAGAA	V_CTCF_BR	26
chr4	141173368	141173518	id-77240	5.63e-06	-	TCGCTGTTGCAGAGACTCAGCAGTAGGGGTTCCCA	UpstreamP1_CTCF	16
chr4	141173835	141173985	id-77241	1.67e-07	-	AGCCCGAGAGCGGGAGGCCCCACCAGGGGGTGCCC	V_CTCF_BR	32
chr4	141174427	141174577	id-77242	7.62e-09	-	CCGCAGCAGCCCCGAGCAGCCGGTAGGTGGCGCAC	UpstreamP1_CTCF	40
chr4	141203121	141203271	id-77243	1	+	NA	NONE	21
chr4	141222603	141222753	id-77244	3.11e-05	+	CCCATAGATGGCAGTGGTACCAGATGCTGGCTCCA	V_CTCF_BR	10
chr4	141230356	141230506	id-77245	1.48e-06	+	ACTTTCCATGACCCTGTGCCCAGCAGGTGGAGCCT	V_CTCF_BR	28
chr4	141247670	141247820	id-77246	7.1e-07	-	CTGTACTGTAAAGCGTGGGCCTACAGAGGGAGACA	UpstreamP1_CTCF	40
chr4	141251589	141251739	id-77247	7.55e-07	+	TAAGGTTCCCATAATTTATCCACCAGAGGGAGCCA	V_CTCF_BR	40
chr4	141281060	141281210	id-77248	2.38e-07	-	TGGCTTGCCTGAAGCCTCACCACAAGGGGGCGACA	V_CTCF_BR	40
chr4	141281351	141281501	id-77249	2.43e-06	+	TGATTTTGAACCAATTTTGCCACTAGAGGTCACCA	V_CTCF_BR	21
chr4	141294080	141294230	id-77250	1	+	NA	NONE	30
chr4	141347977	141348127	id-77251	3.47e-07	-	GCGCAGAGCCCATTGTGCGCCGCCGGGGGGCGGGC	UpstreamP1_CTCF	26
chr4	141348501	141348651	id-77252	2.83e-07	-	CAGGCACCCCGTTACTTTGCCGCCAGAGGGCTGAA	V_CTCF_BR	37
chr4	141348862	141349012	id-77253	6.51e-05	+	GAGCCTGTGCCGCCGCCGGCCGGTTGTGGCCTGGA	V_CTCF_BR	36
chr4	141445035	141445185	id-77254	4.43e-05	+	GGGAAAAGTCTCCAGCGCAGCGCTAGGAGGCGCTA	V_CTCF_BR	40
chr4	141489656	141489806	id-77255	1	+	NA	NONE	5
chr4	141516232	141516382	id-77256	3.1e-07	+	GTGTGGTTTGCCCTACAGGCCAGTAGATGGTGCTT	UpstreamP1_CTCF	40
chr4	141529120	141529270	id-77257	3.4e-06	+	GGGGAGGGAACATTTATTCCCAGGAGAGGGCTCCA	V_CTCF_BR	4
chr4	141531293	141531443	id-77258	1.5e-05	-	ATATCTATTCTATTTTATCCCACTAGGGGGTAATG	Upstream_CTCF	40
chr4	141548259	141548409	id-77259	7.84e-05	+	TTAATGAGGCTGATCCTGGCAGAAAGAGGGCAGCA	V_CTCF_BR	33
chr4	141556910	141557060	id-77260	6.21e-05	+	CCTGGGACTGCATTCCTGGCTGCAGGGTGGAGGCG	V_CTCF_BR	9
chr4	141559116	141559266	id-77261	1.99e-07	-	GTCGCCCACTGCCTGTTCACCACTGGAGGGCACCA	V_CTCF_BR	39
chr4	141563198	141563348	id-77262	4.71e-06	+	TGTGCCAGGCCCTCTTGGTCAGCTAGGGGCCGCCA	Upstream_CTCF	17
chr4	141664553	141664703	id-77263	1.31e-05	+	AACTTTGCAAATCACATGTCCAACAGGTGGAGCTG	V_CTCF_BR	38
chr4	141677988	141678138	id-77264	1	+	NA	NONE	32
chr4	141728768	141728918	id-77265	1.04e-05	-	ATCCTGTAGAGTCTAACAACCAGGAGGTGGTACAC	V_CTCF_BR	4
chr4	141772302	141772452	id-77266	3.88e-06	-	TGTAGTTGAGCTGTTTCTCCCAGTAGGGGGCTCTG	V_CTCF_BR	39
chr4	141782624	141782774	id-77267	3.4e-06	+	AAGAATAATTGCGATTACTCCAGCAGAGGGCACTC	V_CTCF_BR	38
chr4	141805714	141805864	id-77268	4.41e-06	-	GCACGTGTCTCAAACATAAACACAAGGGGGAGCTC	V_CTCF_BR	40
chr4	141825261	141825411	id-77269	1	+	NA	NONE	3
chr4	141884496	141884646	id-77270	5.67e-06	-	CTAGCCATATTTCATGTGGCCACCATATGGCAGTG	Upstream_CTCF	11
chr4	141914626	141914776	id-77271	4.65e-05	+	GAGACATTTCTGGAGTAGGCCTCCAGGGGCATGCA	V_CTCF_BR	13
chr4	141918127	141918277	id-77272	9.25e-06	+	AAGAATTCTGTCCTACAAACCACAAGGGGGAACAA	V_CTCF_BR	19
chr4	141998677	141998827	id-77273	1.21e-05	-	TCTGTTCTTGCTTCCACAGCCAGGAGGAGCCCACT	Upstream_CTCF	6
chr4	142031268	142031418	id-77274	8.23e-05	-	AGGAAGGATTGACGTCCTGCCATTAGGAGGCAGAC	UpstreamP1_CTCF	17
chr4	142054675	142054825	id-77275	1	+	NA	NONE	40
chr4	142055379	142055529	id-77276	9.26e-05	+	GTGTTCTTAAAACTGTAGTACAGCAGAGTGCCTTA	UpstreamP1_CTCF	23
chr4	142055867	142056017	id-77277	5.08e-05	-	CTGGTGGTTCAGGAACCAGCAGCCAGGTGTCTCCA	UpstreamP1_CTCF	12
chr4	142078066	142078216	id-77278	2.6e-05	-	AAGCATCCTTACATATTCACCACAAGGTGTTGCTG	UpstreamP1_CTCF	25
chr4	142079499	142079649	id-77279	1.41e-06	+	AAGTACTATGACCAGTTGGCCACTGGAGGTCACTA	UpstreamP1_CTCF	39
chr4	142142035	142142185	id-77280	1	+	NA	NONE	18
chr4	142142589	142142739	id-77281	1	+	NA	NONE	38
chr4	142175610	142175760	id-77282	1.71e-06	+	TGTGTCAGCTCACTTCCAGCCAGCAGGTGGTGCTT	V_CTCF_BR	29
chr4	142179853	142180003	id-77283	7.46e-06	+	GGGCAGAACTCAGCCAGCACCAACAGAGGGAGCAT	UpstreamP1_CTCF	16
chr4	142228422	142228572	id-77284	1.46e-07	+	AGAGAAGTTCTGCTGCTGGGCAGAAGAGGGCACTG	Upstream_CTCF	40
chr4	142267451	142267601	id-77285	4.88e-05	+	GCCACTGGGAAAGACATTGCCTGAAGCTGGCTTCC	V_CTCF_BR	39
chr4	142271776	142271926	id-77286	3.28e-05	-	AGGAGTAGCTTGTAGTAGTACAGCAGGGGGTGCAA	V_CTCF_BR	9
chr4	142297075	142297225	id-77287	1.02e-07	+	GTGTAATTCAGGCTGGAGTCCAGTAGCTGGCACTT	UpstreamP1_CTCF	37
chr4	142530551	142530701	id-77288	1	+	NA	NONE	4
chr4	142575301	142575451	id-77289	2.38e-07	-	TCCCCAAAGGGCCATCCTGCCTCTAGAGGGCTCCC	V_CTCF_BR	40
chr4	142578821	142578971	id-77290	1	+	NA	NONE	4
chr4	142623779	142623929	id-77291	2.38e-07	+	TGAGTTGGCTGGCCTCCAGCCAGGAGGTGGCGCTT	V_CTCF_BR	22
chr4	142624779	142624929	id-77292	1	+	NA	NONE	26
chr4	142632492	142632642	id-77293	1.67e-08	-	GCTGCACTAGCTTCCCTAACCAGAAGGTGGCCCAG	Upstream_CTCF	40
chr4	142782264	142782414	id-77294	7.1e-07	+	GTGCTTCTATCCTCACCTGGCAGTAGGTGGTGCTC	UpstreamP1_CTCF	16
chr4	142961319	142961469	id-77295	1.1e-05	+	CTTGTTCGTTGTTCACTTGCCTGGTGAGGGAGCCC	V_CTCF_BR	9
chr4	143048157	143048307	id-77296	1.17e-05	+	CATAAAATACATCTTCTGTGCAGTAGGTGGCGCTG	V_CTCF_BR	40
chr4	143121429	143121579	id-77297	1	+	NA	NONE	6
chr4	143132641	143132791	id-77298	1.17e-05	+	AGGGAAGAGAAGAAAGCAGCCACAAGGTGGTACAT	V_CTCF_BR	20
chr4	143152136	143152286	id-77299	1	+	NA	NONE	11
chr4	143204129	143204279	id-77300	1.38e-07	+	GCTGCAATATGGAAAATAAACTGTAGGGGGCAGAG	Upstream_CTCF	40
chr4	143274391	143274541	id-77301	4.34e-07	+	TTGCAAGCATAAATATTAGCCTCTAGGGGGAGCGC	UpstreamP1_CTCF	40
chr4	143278075	143278225	id-77302	7.73e-06	+	TGGTGAATACAACTATGTGCCAAGAGGGGGCACAC	V_CTCF_BR	8
chr4	143335889	143336039	id-77303	1	+	NA	NONE	4
chr4	143356099	143356249	id-77304	3.18e-06	+	AGGCTACAGGTTACTCCAGCCAGATGGGGGAGCAG	V_CTCF_BR	8
chr4	143364752	143364902	id-77305	4.34e-05	+	GGTGACAGAAGGCTACCTCCCACCAGAGGGGGCAT	Upstream_CTCF	8
chr4	143394682	143394832	id-77306	4.5e-05	+	CATCACCAGCACAATAGCCCCAACAGAGGTCGCAG	UpstreamP1_CTCF	2
chr4	143488546	143488696	id-77307	1	+	NA	NONE	19
chr4	143489863	143490013	id-77308	1	+	NA	NONE	4
chr4	143581974	143582124	id-77309	3.63e-05	-	TGATCTTAACCGCTTCCTGCTGACAGGGGGCGCTG	V_CTCF_BR	29
chr4	143592801	143592951	id-77310	8.21e-06	+	TTCCAAGATAGTAACACTTCCACCAGGGGGCATAA	V_CTCF_BR	29
chr4	143605399	143605549	id-77311	1	+	NA	NONE	1
chr4	143641428	143641578	id-77312	3.28e-05	-	TGATGTTTTAAAAAGTATGCCACTAGATGTCAGCA	V_CTCF_BR	39
chr4	143663279	143663429	id-77313	8.9e-05	-	ATGCTTTGGCTGTGGGCTGTCCCTAGAGGGAGTAT	UpstreamP1_CTCF	30
chr4	143761801	143761951	id-77314	5.67e-06	-	GGTGTTAAAGAGACATTTAGCACTAGGTGGCAGTG	Upstream_CTCF	39
chr4	143768521	143768671	id-77315	8.81e-07	-	CAAAACCTTTCCGAGAGAGCCGCCAGGTGGCACCT	V_CTCF_BR	38
chr4	143769230	143769380	id-77316	1	+	NA	NONE	24
chr4	143771750	143771900	id-77317	1	+	NA	NONE	40
chr4	143774001	143774151	id-77318	1.03e-06	-	TTCAGCCAAAATCAGGTCACCAGGAGATGGCAGAG	V_CTCF_BR	12
chr4	143795974	143796124	id-77319	2.5e-05	-	CTGCCCAGTCTCCCTGGCACCAGCAGGGGAAAAAT	UpstreamP1_CTCF	12
chr4	143796386	143796536	id-77320	5.9e-06	+	GGGTAAGAGTAAGATCCCTCCAGCAGGGGTCGTCA	UpstreamP1_CTCF	14
chr4	143804708	143804858	id-77321	6.84e-06	+	GCAGAATAAATGTAAGTCACCAGAGGAGGGCAGTG	V_CTCF_BR	38
chr4	143838913	143839063	id-77322	1	+	NA	NONE	6
chr4	143906476	143906626	id-77323	7.27e-06	+	AAGACCCATACAGCAAAGAACACCAGAGGGAGCAA	V_CTCF_BR	40
chr4	143946592	143946742	id-77324	1.23e-05	-	GATCACTGCAGCCATATCTACATTAGGGGGCACTC	UpstreamP1_CTCF	35
chr4	144006547	144006697	id-77325	4.3e-06	-	GTGGCAATATTATAAAAGGCCACAAGATGGGCTCA	Upstream_CTCF	26
chr4	144100192	144100342	id-77326	8.21e-06	-	TTTAGAAAGTCTCCTGCTTCCAGCAGAGGTAGCCA	V_CTCF_BR	5
chr4	144105706	144105856	id-77327	1	+	NA	NONE	26
chr4	144106100	144106250	id-77328	1	+	NA	NONE	28
chr4	144124090	144124240	id-77329	9.41e-05	+	AGTAAAAAATTTTAGATTCACACTAGATGGAGCTC	V_CTCF_BR	29
chr4	144128830	144128980	id-77330	4.21e-05	+	TGAAAGAATCCCCATCTTACCACCAGAGGTCATCT	V_CTCF_BR	38
chr4	144175696	144175846	id-77331	3.97e-05	-	ATGCTTACCCTTCCTTGCACCGCCAGGGGGACTCA	UpstreamP1_CTCF	7
chr4	144208865	144209015	id-77332	9.81e-06	+	CTCTAGACTTGCCAACTATCCTCTAGGGGGCAAAA	V_CTCF_BR	14
chr4	144251258	144251408	id-77333	4.23e-06	+	TTGCAGGTAAAATGCATCCACACCAGCAGGAGGCA	UpstreamP1_CTCF	10
chr4	144257909	144258059	id-77334	4.44e-06	+	GCGCTCTGGGGAGGTCTTGTCCCTAGGGGGCGGAG	UpstreamP1_CTCF	37
chr4	144258943	144259093	id-77335	1	+	NA	NONE	21
chr4	144296511	144296661	id-77336	6.84e-06	-	AGATGGAATGGTCTCCTTACCACCAGGTGGCAAGT	V_CTCF_BR	25
chr4	144296930	144297080	id-77337	1.73e-06	+	CAGCATCCTTGGTCTCTGCCCACTAGATGCCAGTA	UpstreamP1_CTCF	40
chr4	144317960	144318110	id-77338	2.28e-05	-	GCATTTATTCCCTGTGCTTCCAGCAGGGGCTCCTT	Upstream_CTCF	36
chr4	144320635	144320785	id-77339	3.18e-06	+	TTCCCTGCTCATAAACACTCCACTAGGGGGCAGAC	V_CTCF_BR	40
chr4	144362919	144363069	id-77340	1	+	NA	NONE	12
chr4	144404052	144404202	id-77341	8.21e-05	-	CCTTGAAAATTCAGTTCATGCACAAGAGGGTGCTG	V_CTCF_BR	40
chr4	144452659	144452809	id-77342	3.11e-05	+	GCATCCCTGATACTTTTACTCACTAGATGGCAGTA	V_CTCF_BR	38
chr4	144480165	144480315	id-77343	1.1e-06	+	TGGCGGCTGCAGACCCCATCCGCGAGATGGCAGTG	V_CTCF_BR	36
chr4	144481113	144481263	id-77344	1.29e-05	+	GCTCATCTCCTCCACCCTGCCACCAGGGAGCATCC	UpstreamP1_CTCF	20
chr4	144495871	144496021	id-77345	1.84e-05	+	TGGCAGGGATGTACTGCCTCCAGCAGGAGAATCTA	UpstreamP1_CTCF	6
chr4	144502852	144503002	id-77346	3.4e-06	-	TGCCAATGGAAATGTTCAGCCAGGAGGTGGTGCAG	V_CTCF_BR	12
chr4	144508977	144509127	id-77347	2.15e-05	+	GGAAGTACCTCTGTTCAGCCCTCTAGATGGCACCT	V_CTCF_BR	27
chr4	144632777	144632927	id-77348	1.69e-05	-	CTGCTTGCTACATCACAGTCCACCAGGGGCAATAA	UpstreamP1_CTCF	3
chr4	144633063	144633213	id-77349	3.16e-06	+	CTGAAGGCACTGGGACCAACCACCTGGGGTCAGAG	UpstreamP1_CTCF	10
chr4	144695241	144695391	id-77350	2.6e-10	+	GTGCAGTTCACCATACAGGCCAGCAGGTGGTGCTT	UpstreamP1_CTCF	40
chr4	144829089	144829239	id-77351	7.82e-06	-	CTTCCATTGTGCAGATACGCCACTAGAGAGCACTG	UpstreamP1_CTCF	40
chr4	144902057	144902207	id-77352	4.88e-05	-	AACATATAATTAGACAAGCACACTAGAGGGCAGTG	V_CTCF_BR	27
chr4	144942866	144943016	id-77353	7.1e-07	-	CTTCCATTGTGCAGATACGCCACTAGAGGGAACTA	UpstreamP1_CTCF	39
chr4	145012031	145012181	id-77354	3e-06	-	GTGTGGTTTCTCTGTTTGGCCACCAGGAGCTCAAA	UpstreamP1_CTCF	19
chr4	145045503	145045653	id-77355	4.94e-06	-	TTTGTACTCATAGTCAAAACCACTAGATGGCATTT	Upstream_CTCF	12
chr4	145064210	145064360	id-77356	2.08e-07	-	CTTCCATTGTGCAGATACGCCACTAGAGGGCACTA	UpstreamP1_CTCF	40
chr4	145095640	145095790	id-77357	3.97e-05	+	GATTTGTTCTAAGATTTGATCGCTAGAGGTCACCA	UpstreamP1_CTCF	38
chr4	145240065	145240215	id-77358	9.62e-08	-	TGGCTGTTATACCACGTGACCAGCAGGGGCAAATA	UpstreamP1_CTCF	22
chr4	145265350	145265500	id-77359	1	+	NA	NONE	3
chr4	145274438	145274588	id-77360	1	+	NA	NONE	6
chr4	145277671	145277821	id-77361	2.53e-05	-	TAATGGGAAGGGAGCATGACCCCCAGTGGCCACAG	V_CTCF_BR	31
chr4	145278426	145278576	id-77362	2.11e-06	+	TGTAGTGCGGGGGAGAGGAGCAGAAGGGGGCAGAG	V_CTCF_BR	2
chr4	145478682	145478832	id-77363	2.96e-05	+	AGGAAAATCACAGTGCTGTCCACCGGATGGCATAA	V_CTCF_BR	21
chr4	145483717	145483867	id-77364	6.73e-07	+	AGGCAGTTCCCGAGGGCTGCCACCTGGTGCTGTCA	UpstreamP1_CTCF	12
chr4	145493914	145494064	id-77365	2.2e-07	-	TTGAAGTCCTCGTCATCTTCCAGCAGGCGGCAGTA	UpstreamP1_CTCF	17
chr4	145496496	145496646	id-77366	6.75e-05	-	ATGCCACTCAGTGAACCAGCCACTAGGTCATGCTC	UpstreamP1_CTCF	25
chr4	145505721	145505871	id-77367	1	+	NA	NONE	12
chr4	145533124	145533274	id-77368	1.67e-07	+	CTGAAAAGCCTTGCACTAGCCTGCAGGGGGCTCCA	V_CTCF_BR	39
chr4	145567680	145567830	id-77369	1.61e-05	-	ACGCCACTGCCCAGCAGGGGCACTAGGGCGCAGCT	UpstreamP1_CTCF	32
chr4	145568524	145568674	id-77370	1	+	NA	NONE	10
chr4	145612048	145612198	id-77371	1.18e-05	+	CTGTGTTTTAACCAGCTCAGCAGCAGGGGATGCCA	UpstreamP1_CTCF	5
chr4	145676079	145676229	id-77372	7.54e-08	-	TTGCTGTTCAAGGTTTTTGGCACTAGAGGGTAACA	UpstreamP1_CTCF	40
chr4	145708651	145708801	id-77373	4.02e-07	-	ACTGGTTTATTTACTTCTTCCACTAGGTGGCAGGA	Upstream_CTCF	39
chr4	145815647	145815797	id-77374	1.38e-06	-	CCAGTAGGGACTTCTTTGGCCAGTAGTGGGTGGAC	V_CTCF_BR	4
chr4	145876382	145876532	id-77375	3.4e-06	-	CTCCTAACTGGATGATTGGCCTCTGGGTGGAGCCC	V_CTCF_BR	19
chr4	145935689	145935839	id-77376	9.51e-07	-	TTTTGTGCTGGTTGTCCTGCCAGGAGGTGGCGCTT	V_CTCF_BR	7
chr4	145981711	145981861	id-77377	3.81e-05	+	AATACACACTACACTACACCCTCCAGTGGGCAAAC	V_CTCF_BR	3
chr4	145982610	145982760	id-77378	7.15e-05	-	TGGTATATATTTGAAACCTCCTCTAGATGTCACTG	V_CTCF_BR	34
chr4	146018908	146019058	id-77379	4.01e-05	-	TCCGAGCTCCATATTTTATCCACTTGGTGGCGTCC	V_CTCF_BR	39
chr4	146069957	146070107	id-77380	1.24e-05	+	TCGTGCATTGAGTAAGCTACCACCAGGGGCTACTG	V_CTCF_BR	13
chr4	146075846	146075996	id-77381	7.73e-06	+	CCACAGCTTTGGCCTCTACCCACTAGATGTCAGTA	V_CTCF_BR	40
chr4	146100774	146100924	id-77382	8.64e-05	-	CGGGCTGTCCGGGCCGCCCACGGCCGGGGCTGCGC	Upstream_CTCF	9
chr4	146101590	146101740	id-77383	4.14e-06	+	GGCGCCGGAGGGGCAGGGAGCGGGTGGGGGCGCCC	V_CTCF_BR	30
chr4	146102060	146102210	id-77384	5.7e-05	+	CCTGCTCTCCTGGTGTTTCCATGGAGGTGGCTTTA	Upstream_CTCF	21
chr4	146137807	146137957	id-77385	1.27e-06	+	TTGCAATTAGCTACAGTTGCCTTTAGGTGGCATTA	UpstreamP1_CTCF	39
chr4	146155365	146155515	id-77386	1.34e-06	+	TATGGAGAGCTTCATCCTCCCAGCAGGGGTCACCA	Upstream_CTCF	40
chr4	146403592	146403742	id-77387	2.59e-06	-	CAGCGGTCGTCCTCCAGCTCCCGCAGGGGTCGCCC	UpstreamP1_CTCF	15
chr4	146478911	146479061	id-77388	4.02e-07	-	CGTGCAGATGTATCTCAATCCAGCAGGGGGTGCTA	Upstream_CTCF	40
chr4	146531077	146531227	id-77389	2.55e-06	-	GATGTAGCGCACAATTTCACCACATGATGGTGCCA	Upstream_CTCF	40
chr4	146538162	146538312	id-77390	2.83e-07	-	GGAAACCCATTTCTGCCTCCCAGCAGGTGGCAGCA	V_CTCF_BR	39
chr4	146540585	146540735	id-77391	3.09e-07	-	TCCTTCCCCCACCCCAAATCCTCCAGGGGGCGCCC	V_CTCF_BR	39
chr4	146565958	146566108	id-77392	4.65e-06	+	CAGCATATCTGGCCTCTACCCAGTAGATGCCAGTA	UpstreamP1_CTCF	18
chr4	146572201	146572351	id-77393	9.81e-06	-	TACCTGCAGCTCATCTCCTCCTGCTGGTGGCAGTA	V_CTCF_BR	14
chr4	146630002	146630152	id-77394	5.86e-07	+	CCTGCTTGTCAGCTAACTGCCTCAAGGGGGCTGGA	Upstream_CTCF	11
chr4	146631102	146631252	id-77395	1	+	NA	NONE	7
chr4	146643798	146643948	id-77396	9.84e-06	+	CTGTTAGGAAGTGGGCTGTACAGCAGGGGGTGTAC	UpstreamP1_CTCF	7
chr4	146644550	146644700	id-77397	5.41e-06	+	GTTGTACTATGACAGACACCCAGTAGGTGGACTAA	Upstream_CTCF	14
chr4	146654068	146654218	id-77398	1	+	NA	NONE	11
chr4	146658044	146658194	id-77399	1	+	NA	NONE	2
chr4	146696676	146696826	id-77400	3.24e-06	+	ATTTCTCTTTCAATTAATACCACCAGGGGCACCCA	Upstream_CTCF	13
chr4	146734577	146734727	id-77401	8.58e-06	+	CATCTGTGTTTTCAGGCCTCCACTAGGGGTCCGGG	UpstreamP1_CTCF	6
chr4	146761444	146761594	id-77402	1.5e-05	+	GATTTATTGTGACAATATTCCAGTAGATGGCAGTG	Upstream_CTCF	38
chr4	146790287	146790437	id-77403	1.48e-06	-	GTTGAAATTCCTGTACTTACCAGTTGGTGGGGTTA	Upstream_CTCF	28
chr4	146801928	146802078	id-77404	8.71e-06	-	CCTACGACGGCAGTGCCAACAGCCAGGGGGCTCTC	V_CTCF_BR	2
chr4	146808369	146808519	id-77405	5.13e-05	-	GGAAACCTACCGAGAGGGGCCAGGTGGTGCAGCGG	V_CTCF_BR	4
chr4	146808579	146808729	id-77406	1	+	NA	NONE	18
chr4	146809678	146809828	id-77407	1	+	NA	NONE	39
chr4	146813228	146813378	id-77408	3.73e-06	-	GGTGCAGGAGGCTTCTTGGCCGAGGGAGGGCGCCT	Upstream_CTCF	20
chr4	146857632	146857782	id-77409	1	+	NA	NONE	11
chr4	146877563	146877713	id-77410	1.03e-06	+	AGTCCCTTACCAACCTTGTCCAGCAGAGGTCACTC	V_CTCF_BR	40
chr4	146950380	146950530	id-77411	1.41e-05	+	GGGCAAGCACTGCTCTTGGCCAGGAGATGGGTATC	UpstreamP1_CTCF	14
chr4	146961866	146962016	id-77412	1	+	NA	NONE	13
chr4	147016372	147016522	id-77413	7.27e-06	+	TTGGGATGCAAATTCAGTGTCACTAGATGGCGCTG	V_CTCF_BR	40
chr4	147045313	147045463	id-77414	1.55e-05	+	AAGCTACTGCGACGGGGAGCCTCTTGGGGTCAGTG	V_CTCF_BR	8
chr4	147045580	147045730	id-77415	1.93e-05	-	AGTGGCATTTAAAGTGGGAACTGCAGGGGGAGTAG	Upstream_CTCF	10
chr4	147097060	147097210	id-77416	2.46e-06	+	CTGGGGCTCCGGGAAGGGACCGCTGGGTGGCGGGT	UpstreamP1_CTCF	32
chr4	147113287	147113437	id-77417	3.91e-06	+	TCTGTAACAATAGAAGCAACCTCTAGGGGGTAAAA	Upstream_CTCF	26
chr4	147162539	147162689	id-77418	6.43e-06	-	CTCAGTTTGACATAAAGGGCCTCCTGGTGGAGGCC	V_CTCF_BR	39
chr4	147163211	147163361	id-77419	2.18e-07	+	TGCTGCTGCCTCCAGATTTCCACTAGAGGGCAGTC	V_CTCF_BR	40
chr4	147164698	147164848	id-77420	5.23e-10	+	TGCTCTGTGCTGGGCTGGGCCAGTAGGGGGCGCCC	V_CTCF_BR	38
chr4	147176632	147176782	id-77421	1	+	NA	NONE	14
chr4	147212595	147212745	id-77422	4.14e-05	-	AGGCAATAGCAATGAGTGACCACAAGGGAAAGAGC	UpstreamP1_CTCF	23
chr4	147259814	147259964	id-77423	1	+	NA	NONE	25
chr4	147262041	147262191	id-77424	3.71e-05	+	ACATAATTTTTCTAGTTCCCCAGTAGAGGGCAACT	Upstream_CTCF	39
chr4	147263864	147264014	id-77425	6.8e-06	+	ATGCAAAATAAAATACAGGGCACTAGGTGGTGCTG	UpstreamP1_CTCF	40
chr4	147432231	147432381	id-77426	5.86e-07	+	CCTGCTTCTCCCACTGCTGCCCCAAGAGGGGAAAA	Upstream_CTCF	34
chr4	147466375	147466525	id-77427	5.01e-06	+	TGAAGCTTTGGGATGTGATCCAGTAGGTGGCGCTT	V_CTCF_BR	40
chr4	147504131	147504281	id-77428	1.48e-06	+	TAGTAGTTTATCACCATGACCAGTAGATGGTATTG	UpstreamP1_CTCF	21
chr4	147558165	147558315	id-77429	3.81e-05	-	GTGCTGGGGAAGGCGGCAGCAACGAGCGCGCGACG	UpstreamP1_CTCF	27
chr4	147576328	147576478	id-77430	1.1e-06	-	AGCAGGACGCGCGCCGAGCGCAGCAGGGGGCGCAG	V_CTCF_BR	16
chr4	147818595	147818745	id-77431	6.37e-07	-	CAGCCCCTCCCCTGCATGATCAGCAGGGGGTGGCA	UpstreamP1_CTCF	12
chr4	147821012	147821162	id-77432	2.19e-05	-	AATGGAGGCCTTGCAGCAACAGCTAGGTGGCAGCT	Upstream_CTCF	9
chr4	147837746	147837896	id-77433	7.61e-08	-	ACTGCAGTTTGCTAAATTTCCAGTAGATGCCCCCA	Upstream_CTCF	39
chr4	147926773	147926923	id-77434	2.37e-05	+	AGTGTGATGTCTTAGAGAGCCCCTAGGGGCCATTT	Upstream_CTCF	19
chr4	147940325	147940475	id-77435	7.62e-07	+	AATGGTTTACCAACAAGAAGCAGCAGGTGGCAGTG	Upstream_CTCF	39
chr4	147978215	147978365	id-77436	1	+	NA	NONE	24
chr4	148015464	148015614	id-77437	8.79e-07	-	CAGCTCCCACTGAGCTGGACCAGCAGAGGGACCTG	UpstreamP1_CTCF	34
chr4	148018285	148018435	id-77438	5.12e-07	-	CATTAATGTCTTCAATTGACCACTAGATGGCAACA	UpstreamP1_CTCF	38
chr4	148024880	148025030	id-77439	1	+	NA	NONE	9
chr4	148032231	148032381	id-77440	2.53e-05	+	CTAAATATAAAAGCAGCAGCCACTGGGTGTCACTG	V_CTCF_BR	27
chr4	148046229	148046379	id-77441	1	+	NA	NONE	8
chr4	148079089	148079239	id-77442	1.64e-05	+	CATATTCCCAGTATCTAGAACAGTAGATGGCACAC	V_CTCF_BR	18
chr4	148082180	148082330	id-77443	1.32e-08	+	CTGCAGCTACAGGTCAGAACCACCAGAGGTCAGAT	UpstreamP1_CTCF	39
chr4	148300050	148300200	id-77444	6.8e-06	-	TCTGCTGTTTTTCTTTTCCCCAGGTGGTGGTGTAT	Upstream_CTCF	14
chr4	148328528	148328678	id-77445	5.24e-09	+	CCTGCTGCTCCCTTGGAGGCCTGTAGGAGGCGCCA	Upstream_CTCF	39
chr4	148435226	148435376	id-77446	4.34e-05	-	GGGGTAGTTCTCATACCTGCCACAAGGATATGATG	Upstream_CTCF	33
chr4	148440098	148440248	id-77447	3.88e-06	+	TGTCTGCTACCCAGCACAGCCACTAGAGGGTGTCC	V_CTCF_BR	40
chr4	148447590	148447740	id-77448	5.93e-06	-	TTTGCAGTTCCAGGTCTGGCCTCTGAAAGGAGCCT	Upstream_CTCF	33
chr4	148491894	148492044	id-77449	1.64e-05	-	CCTTACTGCATAATCTGACCCAGGAGGGGGAGCCT	V_CTCF_BR	21
chr4	148493757	148493907	id-77450	5.12e-06	+	GTTCTCCTTTTCTCAATGGCCACAAGGGGCAAGAG	UpstreamP1_CTCF	20
chr4	148511543	148511693	id-77451	4.44e-06	-	ATGCTAAAAACAGCAACTACCACCAGGTCGCGCTG	UpstreamP1_CTCF	39
chr4	148515350	148515500	id-77452	8.21e-06	-	TCCCTATCGTTGAGTTCCTGCAGCAGAGGGAGCTC	V_CTCF_BR	32
chr4	148517599	148517749	id-77453	1.1e-05	+	ATTTTATCAGATTCATCCGGCAGTAGAGGGCAGGA	V_CTCF_BR	25
chr4	148538684	148538834	id-77454	1	+	NA	NONE	26
chr4	148600411	148600561	id-77455	1.22e-07	+	CTGCAATTCCAGCTACTGGAGTGCAGGTGGGGGCG	UpstreamP1_CTCF	25
chr4	148613728	148613878	id-77456	1.72e-06	+	CCAGTACTTTTGGCATAAGCAACCAGGTGGTGCCA	Upstream_CTCF	10
chr4	148629431	148629581	id-77457	5.26e-07	+	CATGCACAGTTCCAAATGCCCACTAGGGGGCCTGT	Upstream_CTCF	40
chr4	148632060	148632210	id-77458	1	+	NA	NONE	9
chr4	148637352	148637502	id-77459	1.04e-06	+	GCTGCTATGCTTCAAATAGACTGCAGGGAGCAAAG	Upstream_CTCF	8
chr4	148651539	148651689	id-77460	6.51e-07	-	GCTTCAGTTCCTACTAAAACCAGCAGGAGACTGGA	Upstream_CTCF	23
chr4	148655124	148655274	id-77461	1	+	NA	NONE	15
chr4	148693370	148693520	id-77462	9.25e-06	-	AACTGGCAGATACACACTACCGCCAGGTGGAAACA	V_CTCF_BR	6
chr4	148721188	148721338	id-77463	2.66e-05	-	GCCTCCACAGCCAGCAATAACAGCAGGGGGAAATG	V_CTCF_BR	5
chr4	148743207	148743357	id-77464	9.31e-05	-	GAATTAATTCTGCAAAAGACCTACAGAGGTCCTCA	Upstream_CTCF	11
chr4	148745716	148745866	id-77465	1.83e-05	+	GGAGAAGCTGGCACCTTCTTCACAAGGTGGCAGGA	V_CTCF_BR	3
chr4	148758642	148758792	id-77466	2.81e-06	-	GCAGCAGTTCTTCCAACAGCCACAGGGCAGTGAGG	Upstream_CTCF	35
chr4	148764449	148764599	id-77467	1	+	NA	NONE	35
chr4	148784605	148784755	id-77468	2.02e-06	-	GTGTACACCCCTGTTCATAGCAGCAGGGGGCAAAG	UpstreamP1_CTCF	27
chr4	148788026	148788176	id-77469	1.38e-08	-	TGGTCACACCAAGAGTTGACCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr4	148846385	148846535	id-77470	9.29e-06	+	ACAGCTGCTCTGAGGTGGAGAGGCAGAGGGCAGCA	Upstream_CTCF	38
chr4	148854633	148854783	id-77471	1	+	NA	NONE	32
chr4	148897103	148897253	id-77472	2.1e-06	+	GCTGCTGTCCCAGTGACAGCCACATGTGGGCTGTT	Upstream_CTCF	6
chr4	148905251	148905401	id-77473	1.22e-07	+	GTGTTGTTTAAGCTGCAGTCCAGTAGATGGCGCTT	UpstreamP1_CTCF	40
chr4	148943016	148943166	id-77474	1	+	NA	NONE	6
chr4	148966272	148966422	id-77475	1	+	NA	NONE	33
chr4	148973745	148973895	id-77476	1.55e-05	-	AATCAGAGACCACATCCTTCCACAAGAAGGCACTA	V_CTCF_BR	9
chr4	148975527	148975677	id-77477	1.1e-05	-	CTCAGAGGAAAGGAAAATCCCAGCAGGTGGCTGCC	V_CTCF_BR	10
chr4	148978166	148978316	id-77478	1.48e-06	+	GATGGCAACTGTGGGCCAACCTCTGGGGGGCACTC	V_CTCF_BR	21
chr4	148988773	148988923	id-77479	1.01e-05	-	AGTTTGTTTTCTCCAAAGGCCACTGGGTGGCATAA	Upstream_CTCF	13
chr4	148989308	148989458	id-77480	1.19e-06	-	CCCGCTGCTGCTGCCGCTGCCACGTGGGGTCGCTC	V_CTCF_BR	5
chr4	149056347	149056497	id-77481	1	+	NA	NONE	7
chr4	149074164	149074314	id-77482	1	+	NA	NONE	28
chr4	149092861	149093011	id-77483	1	+	NA	NONE	3
chr4	149116462	149116612	id-77484	6.8e-06	-	GCTACAATTTCATATTTTGCCAATAGATGTCACTC	Upstream_CTCF	10
chr4	149205805	149205955	id-77485	5.37e-06	+	ATCCAATTAGTGCTTTCTGCCATCAGATGGCACAC	UpstreamP1_CTCF	26
chr4	149336809	149336959	id-77486	5.08e-07	-	AAGAACAAGATCATCTTTGCCTCCAGATGGCACTA	V_CTCF_BR	26
chr4	149346782	149346932	id-77487	9.25e-06	+	TGCTGCTTGCAATGAGAAGCCACCAGAGGGCTTTA	V_CTCF_BR	26
chr4	149347912	149348062	id-77488	1	+	NA	NONE	5
chr4	149359321	149359471	id-77489	5.12e-06	+	CAGTATCCCTAACCCCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	14
chr4	149363073	149363223	id-77490	1	+	NA	NONE	10
chr4	149555705	149555855	id-77491	1	+	NA	NONE	3
chr4	149625565	149625715	id-77492	2.15e-05	-	CCACCTTCTATTTTCCCTACCTATAGGGGGCTCCA	V_CTCF_BR	16
chr4	149691648	149691798	id-77493	4.68e-07	-	TTGGAGACTAGGGAAATAACCACCAGGTGGCTCTC	V_CTCF_BR	6
chr4	149773580	149773730	id-77494	6.43e-06	-	GAACACGAGGGCTTTGCTGGCTCCTGGGGGCAGCA	V_CTCF_BR	14
chr4	149795645	149795795	id-77495	7.82e-06	-	CTGTCTTCCCCTTAGATCTACAGTGGGTGGCAGCC	UpstreamP1_CTCF	11
chr4	149822351	149822501	id-77496	3.11e-05	-	TCACATTTTGAAGAGCAAGGCTCTAGAGGGCAGTG	V_CTCF_BR	4
chr4	149919988	149920138	id-77497	6.19e-06	+	TTGCTAGGAATATAAATTACAGCCAGGGGGCGGTG	UpstreamP1_CTCF	36
chr4	149952674	149952824	id-77498	1	+	NA	NONE	38
chr4	149972125	149972275	id-77499	6.05e-06	-	TGGGAGTGGAGGCTACTTCCCAGAGGAGGGCAGTG	V_CTCF_BR	1
chr4	149987040	149987190	id-77500	2.19e-05	-	GGTTACTGCAGCCTTATCCGCAATAGGGGGCACCC	UpstreamP1_CTCF	3
chr4	150033390	150033540	id-77501	1	+	NA	NONE	5
chr4	150085610	150085760	id-77502	5.13e-05	+	GCAGACAGACAGTGCCTCACCACAAGAGGTCTTTC	V_CTCF_BR	14
chr4	150185437	150185587	id-77503	1.69e-10	-	CTGCAATTTTTAGCACTTGCCACCAGATGGCACAG	UpstreamP1_CTCF	40
chr4	150292278	150292428	id-77504	7.27e-06	+	TGCTCAAAGTTGTAAATTACCACTAGATGTCACCC	V_CTCF_BR	38
chr4	150433195	150433345	id-77505	2.5e-05	-	GACCAGTCAGTGTTGACAGCCACAAGGTGGCCCAT	UpstreamP1_CTCF	4
chr4	150471179	150471329	id-77506	6.82e-05	-	TGGGTTGAGTGAAGGCCTGTAGCCAGAGGGAGCCC	V_CTCF_BR	28
chr4	150567118	150567268	id-77507	6.19e-06	-	GAGAAGGTATAGTTGCAGACCACTGGATGGCAGAA	UpstreamP1_CTCF	16
chr4	150612011	150612161	id-77508	1	+	NA	NONE	31
chr4	150630944	150631094	id-77509	1	+	NA	NONE	4
chr4	150657058	150657208	id-77510	4.31e-05	-	CAACTGTACTCCAGATTGGGCAACAGAGGGAGACT	UpstreamP1_CTCF	8
chr4	150756688	150756838	id-77511	1	+	NA	NONE	0
chr4	150817706	150817856	id-77512	4.3e-06	-	TGTGTCATTTGCATGCAGCCCACAGGGTGGAGGCA	Upstream_CTCF	40
chr4	150819072	150819222	id-77513	1.83e-05	-	AAGTGAAAGTCTATACTAAGCAGAAGGTGGCAGTG	V_CTCF_BR	34
chr4	150835778	150835928	id-77514	1.39e-05	+	TCCTTAGAGAGCAAGAACCCCACTAGAGGGCGCAT	V_CTCF_BR	39
chr4	150845010	150845160	id-77515	1.71e-06	-	AGCTGGTTAACACAAGCCGCCAGTAGATGGCAAAC	V_CTCF_BR	12
chr4	150901098	150901248	id-77516	1.56e-05	-	CCTGTGATTCCTGTTAGGGAAGCAAGGGGCCAGGA	Upstream_CTCF	5
chr4	150902114	150902264	id-77517	2.86e-06	+	TTGTATTTACCGCTCACTTTCGCCAGATGGCAGAC	UpstreamP1_CTCF	40
chr4	150920741	150920891	id-77518	2.23e-06	+	GAGCATGTTTCTCTGCCTGGCAGAAGGTGGCACTA	UpstreamP1_CTCF	40
chr4	150931788	150931938	id-77519	8.46e-07	+	ACCGAAACACACATCTCTTCCACCAGGTGGCCCCA	Upstream_CTCF	40
chr4	150997124	150997274	id-77520	9.29e-06	-	ACTGTTATTCCCACAATATCCTGTAGGTTACACAA	Upstream_CTCF	14
chr4	151000552	151000702	id-77521	2.02e-06	+	CGGCAGGTGCGGCGGAGCGCCGGCAGGTGCAGTGG	UpstreamP1_CTCF	17
chr4	151025952	151026102	id-77522	1.93e-05	+	CAGGTCCAAGATAAGGATGCCTGATGATGGCGCCA	V_CTCF_BR	8
chr4	151036913	151037063	id-77523	7.91e-05	+	GAACAGTTCAGACTTCAGGCCAGTAGGGGAAGTAT	UpstreamP1_CTCF	8
chr4	151066355	151066505	id-77524	9.88e-07	+	TCTGCATTACCAGGCATCACCCCCAGGGTTTACTG	Upstream_CTCF	38
chr4	151120455	151120605	id-77525	1	+	NA	NONE	2
chr4	151127147	151127297	id-77526	1	+	NA	NONE	3
chr4	151130669	151130819	id-77527	2.38e-07	-	AGGTCCTCTGTGTAGCTGCACACCAGGGGGCACCA	V_CTCF_BR	40
chr4	151134311	151134461	id-77528	1	+	NA	NONE	5
chr4	151138573	151138723	id-77529	1	+	NA	NONE	37
chr4	151164142	151164292	id-77530	2.06e-07	-	GCTGCACCAGCAACTGCAAACACTAGAGGGAGTTG	Upstream_CTCF	40
chr4	151169465	151169615	id-77531	1	+	NA	NONE	15
chr4	151178141	151178291	id-77532	6.21e-05	-	CTGGCTTGCAGGGAAGCAGCCGCTGGGTGCCGCAT	V_CTCF_BR	10
chr4	151181445	151181595	id-77533	7.73e-06	+	ATGGTCAGCCTGAGGTCAGCAGGTAGGGGGCACAA	V_CTCF_BR	3
chr4	151219137	151219287	id-77534	2.34e-06	+	ATTAAGTCCCCAAATGCATCCAGCAGATGGTGCTC	UpstreamP1_CTCF	39
chr4	151258891	151259041	id-77535	7.46e-06	-	GTGGTCTGTAAGCCTGTTTCAAGCAGGTGGCGCAA	UpstreamP1_CTCF	1
chr4	151275504	151275654	id-77536	1	+	NA	NONE	2
chr4	151306914	151307064	id-77537	1	+	NA	NONE	12
chr4	151332781	151332931	id-77538	5.01e-06	+	CTGGAAAAGCAGAAACCTGCCAACAGAGGGCTGAA	V_CTCF_BR	14
chr4	151503395	151503545	id-77539	2.19e-05	-	ATCGCAGTTTTCCTCTTTTCCTACTGGAGGCGTTG	Upstream_CTCF	12
chr4	151515279	151515429	id-77540	1.01e-05	-	ACTGCTGCTAACTTAAAATCCTCAAGGGGGAGTTA	Upstream_CTCF	28
chr4	151525758	151525908	id-77541	2.28e-05	+	ATGGCTATTAAGGTGCACAACTCCAGGGGGCACTT	Upstream_CTCF	3
chr4	151590152	151590302	id-77542	7.78e-06	+	GCTGCAAATCTAAGGTCGTCCAGTAGAGTGCTTCT	Upstream_CTCF	21
chr4	151644079	151644229	id-77543	1	+	NA	NONE	25
chr4	151720491	151720641	id-77544	6.49e-06	+	AAGCAATACTCCCTCTCTTACTGCAGGTGTAGCCC	UpstreamP1_CTCF	37
chr4	151736152	151736302	id-77545	3.81e-05	+	TTCCTCTGTTCCTAAACTGAAACTAGAGGGCAGTA	UpstreamP1_CTCF	16
chr4	151749545	151749695	id-77546	1.31e-05	+	TGCATCTGGGCCTGCACTGACACCAGGAGGTGCTG	V_CTCF_BR	7
chr4	151788343	151788493	id-77547	5.01e-06	-	ATGAGTTAAAAGCTTTTGAACACAAGGTGGCGCAC	V_CTCF_BR	39
chr4	151796632	151796782	id-77548	4.85e-07	-	GTGCAGTTCAACCTACAAGCCATTGGATGGCAGTT	UpstreamP1_CTCF	11
chr4	151881355	151881505	id-77549	1.73e-05	-	CTTCCATACCTTTGGCTAGACTCTAGGTGGTGCTG	V_CTCF_BR	39
chr4	151882090	151882240	id-77550	4.17e-05	-	GTGGCTATACATAACTCAGCAGAGAGGTGGCGCCA	Upstream_CTCF	40
chr4	151898037	151898187	id-77551	1	+	NA	NONE	19
chr4	151967203	151967353	id-77552	5.92e-05	-	AGTGCTTAAATGTTACACAACTCCAGAGGGCGCAT	V_CTCF_BR	23
chr4	152020559	152020709	id-77553	3.56e-05	+	CATGCCGCGCGGCCTCCCCACACACGATGGCGATG	Upstream_CTCF	40
chr4	152038634	152038784	id-77554	2.2e-06	+	CTCGCAATTAAGAGAGCGGCCCCTAGATGGTAGTG	Upstream_CTCF	40
chr4	152090427	152090577	id-77555	1	+	NA	NONE	13
chr4	152159793	152159943	id-77556	1	+	NA	NONE	22
chr4	152198029	152198179	id-77557	7.8e-08	+	GAAACCCTGCTCTCCCAGGACAGCAGGGGGCGCCA	V_CTCF_BR	40
chr4	152204240	152204390	id-77558	1	+	NA	NONE	4
chr4	152246651	152246801	id-77559	1.1e-05	-	TTAAGAGGCCGCCGGGACGCCGCAAGGAGGCGGGG	V_CTCF_BR	10
chr4	152257172	152257322	id-77560	1	+	NA	NONE	0
chr4	152283960	152284110	id-77561	3e-09	+	CTGCAGTGCCACCACTCGGCCACAGGGTAGCAGTG	UpstreamP1_CTCF	40
chr4	152329167	152329317	id-77562	1	+	NA	NONE	11
chr4	152329838	152329988	id-77563	4.88e-05	+	CGGCGTTGTCCGACTCCTTCCACTAGGCAGAACCC	UpstreamP1_CTCF	30
chr4	152341715	152341865	id-77564	1	+	NA	NONE	6
chr4	152376511	152376661	id-77565	6.82e-05	-	AAGAGAATTAAACCAGCAAACAGTAGGAGGCAGGA	V_CTCF_BR	11
chr4	152410810	152410960	id-77566	4.43e-05	+	CCCTGATGACCTGTAGGGTGCAGCAGAGGCAGGCA	V_CTCF_BR	13
chr4	152450469	152450619	id-77567	1	+	NA	NONE	5
chr4	152452071	152452221	id-77568	1	+	NA	NONE	30
chr4	152495344	152495494	id-77569	3e-06	-	TAGTAGTTCCCTTATACTGCCTTCAGATGGAGCAG	UpstreamP1_CTCF	6
chr4	152499045	152499195	id-77570	1	+	NA	NONE	5
chr4	152525536	152525686	id-77571	3.16e-06	-	CTGTTAGTTCATGTGGTGTCCAACAGATGTCACTG	UpstreamP1_CTCF	39
chr4	152533825	152533975	id-77572	2.27e-06	-	TGAGAGCCTCTTCTTAGATCCACTAGATGGCACAA	V_CTCF_BR	40
chr4	152565896	152566046	id-77573	1.97e-06	-	AGACAATGCTGCTCTAGCACCACAGGAGGGCGCCA	V_CTCF_BR	40
chr4	152567554	152567704	id-77574	1	+	NA	NONE	22
chr4	152570742	152570892	id-77575	2.47e-05	+	GATGTTTCTCCAGAGTCTGACGGAGGAGGGCAGTG	Upstream_CTCF	11
chr4	152595958	152596108	id-77576	1.15e-06	+	GCAGCAGTTCCCTCCAGGAAAACCAGGCGGACGAG	Upstream_CTCF	23
chr4	152614133	152614283	id-77577	1	+	NA	NONE	2
chr4	152651396	152651546	id-77578	2.53e-05	-	CAGGTTGAGTAGGGAAGGACCATCAGGTGGCAGCA	V_CTCF_BR	6
chr4	152664460	152664610	id-77579	1	+	NA	NONE	9
chr4	152682304	152682454	id-77580	1	+	NA	NONE	40
chr4	152687975	152688125	id-77581	1.15e-07	+	ATGTAATGCCGCTGCTGGTCCAACAGGAGGCACAG	UpstreamP1_CTCF	27
chr4	152722862	152723012	id-77582	2.8e-05	-	CACGCAACCTTCTCTTCTGCCACTAGGGGCACTGT	Upstream_CTCF	40
chr4	152785354	152785504	id-77583	6.05e-06	-	AAGGTGCTGATACCTGCAAACAGGAGGGGGAGCAA	V_CTCF_BR	3
chr4	152787733	152787883	id-77584	2.84e-05	+	CAGATGGGGAAGCAGTGGACCAGAAGAGGGCCTCA	UpstreamP1_CTCF	4
chr4	152838325	152838475	id-77585	2.6e-06	+	GTCACTCAGGATTTGTTCACCAGCAGGGGGTTGCG	V_CTCF_BR	1
chr4	152844070	152844220	id-77586	2.58e-05	-	CCAGCTATACAGAGACTCACCACCAGGCCTCCCCA	Upstream_CTCF	13
chr4	152878532	152878682	id-77587	4.59e-07	+	CTGCAGCACAGTGGGGTGGCCTCCTGCTGGTGGCC	UpstreamP1_CTCF	21
chr4	152936278	152936428	id-77588	1	+	NA	NONE	0
chr4	152967005	152967155	id-77589	4.21e-05	+	GCCAGAGGGACAGGAACGTTCAATAGGGGGCGCCT	V_CTCF_BR	39
chr4	152985077	152985227	id-77590	6.49e-06	+	CAGTAGTGACTGCACAAAACCAGAAGGGGAACCCT	UpstreamP1_CTCF	14
chr4	153020826	153020976	id-77591	1.84e-06	+	AAACTTGGCTCCCCAGGGGCCAGCAGGAGTCACCC	V_CTCF_BR	25
chr4	153027907	153028057	id-77592	1.61e-05	+	GTTCTCCTGCTCTGAGGATCCACCAGAGAGCAGCC	UpstreamP1_CTCF	8
chr4	153085840	153085990	id-77593	8.99e-05	+	ACCAGTTCTGCAGCTTTCACCACCAGGAGCAGGCT	V_CTCF_BR	12
chr4	153133654	153133804	id-77594	1	+	NA	NONE	0
chr4	153181258	153181408	id-77595	1	+	NA	NONE	1
chr4	153228945	153229095	id-77596	3.22e-05	+	CTGCATTTCCAAGCAGCTCTCTGGTGAGGGTGCTG	UpstreamP1_CTCF	4
chr4	153243186	153243336	id-77597	1	+	NA	NONE	15
chr4	153269925	153270075	id-77598	4.5e-05	-	TTACTGTGTTTTGGCACTTCCACCAGAGGGTGTGG	UpstreamP1_CTCF	36
chr4	153277926	153278076	id-77599	1	+	NA	NONE	15
chr4	153291176	153291326	id-77600	1	+	NA	NONE	27
chr4	153306853	153307003	id-77601	5.53e-08	-	TTGCAATGCCCTGTATTATCCAGTTGAGGGCAGCT	UpstreamP1_CTCF	40
chr4	153319342	153319492	id-77602	7.44e-06	-	TTATCTGTTTCTTCACTGAACACTAGAGGGCCATA	Upstream_CTCF	38
chr4	153322850	153323000	id-77603	7.62e-07	+	GGTGAAGCTGTACATGTGTGCACCAGGGGGCATAT	Upstream_CTCF	12
chr4	153329809	153329959	id-77604	1.54e-05	+	GTGATGTTTGTCAAATTCAACCATAGGGGGCAGCA	UpstreamP1_CTCF	40
chr4	153357652	153357802	id-77605	4.14e-06	-	GAGTCATGGATGGCATCTTCCAGCAGGGGGCTGTT	V_CTCF_BR	21
chr4	153375682	153375832	id-77606	1.02e-07	+	GTGCAATAGCTCTGAAAGGACAGAAGAGGGAACTA	UpstreamP1_CTCF	39
chr4	153381722	153381872	id-77607	1	+	NA	NONE	28
chr4	153422085	153422235	id-77608	1.28e-06	+	AAGAGCAATTGAATTTGTGCCTCTAGAGGGCAGCA	V_CTCF_BR	39
chr4	153461620	153461770	id-77609	6.18e-07	-	ATTGGACTGCCCATCCTGCACACTAGAGGGGGAAC	Upstream_CTCF	12
chr4	153502812	153502962	id-77610	6.46e-07	+	GGATGCCATGGTGGTCCAGCCACCAGGAGGAGCAA	V_CTCF_BR	35
chr4	153511936	153512086	id-77611	5.08e-05	-	CTAGCAGTGAGCTTCTGGGCCAGCAGGGTTTAATA	Upstream_CTCF	9
chr4	153526432	153526582	id-77612	1	+	NA	NONE	1
chr4	153561560	153561710	id-77613	5.34e-06	-	TAAAAAATGTTCCATTTTACCACTAGGTGGCTCTG	V_CTCF_BR	40
chr4	153577056	153577206	id-77614	1.06e-05	+	AGTGCAGTACTTGAGTGTGCCATTTGGGGCCTGGT	Upstream_CTCF	4
chr4	153588184	153588334	id-77615	1	+	NA	NONE	1
chr4	153627226	153627376	id-77616	4.88e-05	-	AGAAACAGTAGATATTTTGCCAACAGGAGGAGCTG	V_CTCF_BR	26
chr4	153650677	153650827	id-77617	1	+	NA	NONE	2
chr4	153656596	153656746	id-77618	7.82e-06	-	TAGCAGATATCTCCTTATAACACTAGGGGTCACTA	UpstreamP1_CTCF	39
chr4	153700755	153700905	id-77619	1	+	NA	NONE	36
chr4	153706072	153706222	id-77620	2.58e-05	+	GTGGTAAGCCCTAAATCTTCCAGAGGAGGGAGTCA	Upstream_CTCF	36
chr4	153741350	153741500	id-77621	9.4e-06	-	GAACAGTTCAGGGTTTATGCCAGTAGGAGGTGCCC	UpstreamP1_CTCF	17
chr4	153767967	153768117	id-77622	1.56e-06	+	GTTGTCGTAACCTGGCTGGCCAGCTGGTGTCACTG	Upstream_CTCF	40
chr4	153831812	153831962	id-77623	4.5e-05	+	CTGCAGCGTCCACACAGAGGCAGCAGCTCTAATGA	UpstreamP1_CTCF	9
chr4	153856432	153856582	id-77624	8.98e-06	+	AGGTAGCGATGACTTCATCCCCGTAGAGGGCGCCT	UpstreamP1_CTCF	15
chr4	153857043	153857193	id-77625	7.49e-05	-	AGGTGTCCTCGGGGAACGGGCGAGAGGAGGCGCCA	V_CTCF_BR	9
chr4	153857411	153857561	id-77626	7.62e-07	+	TTGGCTGGGCCTGCAGTGACCGGGAGGAGGCGGCT	Upstream_CTCF	15
chr4	153858214	153858364	id-77627	2.96e-05	+	GGGTTCTGACCGGTTTCAAACGCCAGGAGTCTCCC	UpstreamP1_CTCF	20
chr4	153879090	153879240	id-77628	4.71e-06	-	AAAGAGATACTACAAATGTCCAGCAGAGGCAACTC	Upstream_CTCF	19
chr4	153913343	153913493	id-77629	3.97e-05	+	TAGTACCTGTGCCTCCTGCCCCCTAGGAGGCCTTC	UpstreamP1_CTCF	5
chr4	154003295	154003445	id-77630	2.53e-05	-	TGCCTGGACACTATATTTAACGCTAGAGGGCTCAC	V_CTCF_BR	2
chr4	154004700	154004850	id-77631	4.7e-06	+	AAAGATTTATAGTAAACGGCCACCAGATGGTGCCT	V_CTCF_BR	39
chr4	154006426	154006576	id-77632	4.22e-11	-	GCTGCTTTACCTCCATCTACCACCAGGTGGCGGGC	Upstream_CTCF	40
chr4	154008814	154008964	id-77633	1	+	NA	NONE	3
chr4	154016670	154016820	id-77634	2.02e-06	+	GTGCAGTGCCCGGGTATGGCAGCAAGGAGGACTGT	UpstreamP1_CTCF	7
chr4	154049168	154049318	id-77635	4.11e-08	-	TTTGCAATTAGTGGATTGTCCAGAAGAGGGCGCGC	Upstream_CTCF	40
chr4	154053007	154053157	id-77636	1	+	NA	NONE	25
chr4	154064205	154064355	id-77637	1.28e-06	+	TTGGCTTTATCCACAGATTCCACAAGGTGGCCCCA	Upstream_CTCF	40
chr4	154077581	154077731	id-77638	5.34e-06	-	ACTCACCCCATCTACATCACCAGTGGAGGGAGCAA	V_CTCF_BR	26
chr4	154080301	154080451	id-77639	1.84e-05	-	ATGCTTTCACTTCCTAAAGCCACCATAGGGTGGCT	UpstreamP1_CTCF	25
chr4	154126193	154126343	id-77640	1	+	NA	NONE	9
chr4	154128839	154128989	id-77641	7.42e-09	+	GGTCTCCATCCGGGACTGGCCAGCAGGTGGCTCTG	V_CTCF_BR	39
chr4	154137562	154137712	id-77642	3.71e-05	+	CATGATATTCTGTTCCTCTCCTGCAGAGGGTTTAA	Upstream_CTCF	8
chr4	154153998	154154148	id-77643	4.88e-05	+	CAGCAGGGGGAGACTCAGAGCTGCAGGTGCTGAAT	UpstreamP1_CTCF	40
chr4	154163571	154163721	id-77644	5.74e-05	-	ATGCAAACACCAAGGTCGAACAGCAGGAGTTCCCA	UpstreamP1_CTCF	8
chr4	154170100	154170250	id-77645	1	+	NA	NONE	15
chr4	154216322	154216472	id-77646	4.59e-07	+	GTGTAGAGTCTCCTTCTCGCCGGTGGAGGGCACTG	UpstreamP1_CTCF	7
chr4	154237815	154237965	id-77647	1.47e-05	-	ATAAGAGAGATTTCTGTTATCACCAGAGGGCTCTC	V_CTCF_BR	13
chr4	154239974	154240124	id-77648	2.96e-05	-	CCACCTCCACTCCCCCAATCCTCTAGGGGGCATGA	V_CTCF_BR	40
chr4	154265646	154265796	id-77649	4.14e-06	+	CGCCGGCGGCTCGGATGGGTCGCTAGGGGTCGCTG	V_CTCF_BR	40
chr4	154266492	154266642	id-77650	1	+	NA	NONE	29
chr4	154267861	154268011	id-77651	1.55e-05	+	AGATTCTCCTCATTGCCTGCCTCTGGGGGGCAGAT	V_CTCF_BR	31
chr4	154269456	154269606	id-77652	1	+	NA	NONE	4
chr4	154354323	154354473	id-77653	6.64e-05	+	TGTGAAATTCCTCTGTGAGTAGCCAGAGAGCGCCA	Upstream_CTCF	40
chr4	154386780	154386930	id-77654	6.9e-05	+	GGTGCCGGGCGCACTACCGCCACGCGGCGCTGAGG	Upstream_CTCF	34
chr4	154387583	154387733	id-77655	1.01e-05	+	CCTGCTGCCCTGCTGTCGCCCGGGAGGGGCTCAGG	Upstream_CTCF	28
chr4	154389788	154389938	id-77656	4.65e-06	+	TAGCATCCCTTGCCTCTACCCACTAGATGCCAGTG	UpstreamP1_CTCF	6
chr4	154408189	154408339	id-77657	2.4e-05	+	GAGATCTGTTTTAACAAGCCCTCCAGGTGGCTCTG	V_CTCF_BR	3
chr4	154439431	154439581	id-77658	1.35e-05	+	CTATAATAGAAAGCTGTGTCCACCAGGGGTAGAAG	UpstreamP1_CTCF	8
chr4	154442687	154442837	id-77659	1	+	NA	NONE	1
chr4	154451917	154452067	id-77660	1	+	NA	NONE	4
chr4	154452241	154452391	id-77661	1	+	NA	NONE	37
chr4	154457337	154457487	id-77662	1	+	NA	NONE	20
chr4	154462651	154462801	id-77663	3.65e-05	-	CATCTGTACCAGGCCTCATCCCGTGGATGGCCCAC	UpstreamP1_CTCF	15
chr4	154464120	154464270	id-77664	6.8e-06	-	GGAGCGATACCAAGAGTGGTCTGTTGGAGGCGCTC	Upstream_CTCF	34
chr4	154495616	154495766	id-77665	5.68e-06	+	ATAATACTGTGTGTGGGGGCCACCTGCTGGAGCAG	V_CTCF_BR	40
chr4	154497437	154497587	id-77666	5.7e-05	-	TAGGACATATTTCAGAATCCCACAAGGGGGAGTTC	Upstream_CTCF	40
chr4	154514453	154514603	id-77667	1.46e-07	+	GCAGCATTCCTGGCTTCTCCCACTAGATGCCAGTA	Upstream_CTCF	14
chr4	154556024	154556174	id-77668	2.74e-08	+	ATGCATTGCTCCATGCTAACCACAAGGGGGTGCTT	UpstreamP1_CTCF	40
chr4	154564687	154564837	id-77669	3.81e-05	-	TTTCCTATGTTCATATTAATCACTAGGGGGCAACA	V_CTCF_BR	40
chr4	154566436	154566586	id-77670	9.11e-08	+	GCTGCATTCCTTTCTGGAGGCTCTAGGGGGCAGTC	Upstream_CTCF	38
chr4	154570740	154570890	id-77671	3.4e-06	-	AGTTCCTTGAGGAGGTACTCCAGAAGAGGGCACTG	V_CTCF_BR	36
chr4	154605399	154605549	id-77672	1	+	NA	NONE	11
chr4	154671486	154671636	id-77673	8.61e-08	-	GCTGATTTCTACACCTTTTCCAGCAGGGGGCACCC	V_CTCF_BR	40
chr4	154684700	154684850	id-77674	4.88e-05	-	GGCATTCTGCAAGATCTAACCATTAGGTGGCACCA	V_CTCF_BR	38
chr4	154694379	154694529	id-77675	1.55e-05	+	TAATCAAGGAAAGACAGGAGCACAAGATGGCAGTG	V_CTCF_BR	32
chr4	154703002	154703152	id-77676	5.08e-07	+	CGGGGGTTGGGAGCTAGGGGCAGCAGGTGGCTCCA	V_CTCF_BR	14
chr4	154707081	154707231	id-77677	1	+	NA	NONE	39
chr4	154712234	154712384	id-77678	1.38e-06	+	GCCCTCGCTGCCCGGCTTGCCGCCAGGAGGTGCTG	V_CTCF_BR	28
chr4	154713610	154713760	id-77679	8.89e-06	-	TCTGTTTTGGGAAATGGCGCCCCCAGATGGCTGAA	Upstream_CTCF	37
chr4	154714107	154714257	id-77680	2.11e-06	-	TCCAGCGCGCCCCTTCAGGCAAGAAGGGGGCGCTG	V_CTCF_BR	8
chr4	154719713	154719863	id-77681	1.17e-05	+	GAACATGCTTCAACACTCCCCAGGGGAGGGCAGTC	V_CTCF_BR	4
chr4	154930437	154930587	id-77682	1	+	NA	NONE	3
chr4	154939939	154940089	id-77683	6.98e-07	-	CTTCTCAAAACCCCACAGACCACCAGAGGGTGCCC	V_CTCF_BR	22
chr4	154945353	154945503	id-77684	1.17e-05	-	CAGTGCCCTGCTGCTCAAACCTCTAGGGGGAGCAT	V_CTCF_BR	28
chr4	154971095	154971245	id-77685	5.77e-08	-	GGGAGTGACGAGGAAACCGCCACCTGGGGGCAGCA	V_CTCF_BR	31
chr4	154992765	154992915	id-77686	7.49e-05	+	CTGTATGAGTTACATGGAACCAGCTGTAGGCAGTG	V_CTCF_BR	5
chr4	155004007	155004157	id-77687	2.01e-05	-	CCTCAGTACTGTATGACAGCCACTGGGGGCAGTAA	UpstreamP1_CTCF	37
chr4	155040607	155040757	id-77688	8.34e-07	-	ATGCTGTGCATGTCTCTTTCCTCTGGGTGGAGCAC	UpstreamP1_CTCF	17
chr4	155053976	155054126	id-77689	1	+	NA	NONE	2
chr4	155176264	155176414	id-77690	2.15e-05	+	AAAACAATAACAACAAACACCTGCAGAGGGCTCTC	V_CTCF_BR	16
chr4	155198489	155198639	id-77691	8.03e-07	+	TGTGAAGTACTGCAGATAGACACCAGAGAGAGCAA	Upstream_CTCF	11
chr4	155213873	155214023	id-77692	1.82e-07	+	GTGAGTTGTAGCCCCACTCCCAGCAGGTGGCAGCC	V_CTCF_BR	9
chr4	155235555	155235705	id-77693	1	+	NA	NONE	32
chr4	155250538	155250688	id-77694	9.81e-06	+	GATAAATTCACAGGTTTTACCACAAGATGGTGCTC	V_CTCF_BR	36
chr4	155254402	155254552	id-77695	9.62e-05	-	CAGCTCGGCAGCGCCCCAGCCTGCAGCAGCACCGA	UpstreamP1_CTCF	13
chr4	155265973	155266123	id-77696	7.1e-07	+	CTGCTATAATCCAAGGAGGCCTGGTGAGGGCAGTG	UpstreamP1_CTCF	24
chr4	155269948	155270098	id-77697	1.73e-06	+	TGGCAGCCCTAGGACATGAACACCAGCAGGAGGCG	UpstreamP1_CTCF	25
chr4	155271110	155271260	id-77698	7.11e-06	-	TGATTTCTATCAAGTAACACCAGTAGGTGGAGCAG	Upstream_CTCF	38
chr4	155320752	155320902	id-77699	1.85e-05	+	ATTTCAAGGAAATACAAGACCAGCAGAGGGAGTTG	Upstream_CTCF	36
chr4	155337424	155337574	id-77700	7.49e-05	-	TGCTAATGATCCTGGGATGCGAGGTGGGGGCGCTG	V_CTCF_BR	32
chr4	155338104	155338254	id-77701	1	+	NA	NONE	23
chr4	155412001	155412151	id-77702	3.56e-05	+	CCTGCACCACAGCGCCCAGCAGCGTGGCGGCGACG	Upstream_CTCF	4
chr4	155424887	155425037	id-77703	8.5e-06	+	TTTGGGGTATATTAGACTACCACAAGGGGGAGTGA	Upstream_CTCF	40
chr4	155427548	155427698	id-77704	6.84e-06	-	CTTTTCACCTACTCTGTGATCACAAGGTGGCAGTA	V_CTCF_BR	39
chr4	155466970	155467120	id-77705	1	+	NA	NONE	27
chr4	155471467	155471617	id-77706	1	+	NA	NONE	28
chr4	155473370	155473520	id-77707	1.21e-06	+	CCGAAGCTGCCTTATTTGAACAGCAGGTGTCACCA	UpstreamP1_CTCF	40
chr4	155480664	155480814	id-77708	1.17e-05	+	ATGGAAACTGACATCTAAGCCAGTAGAGGGAGACA	V_CTCF_BR	40
chr4	155530131	155530281	id-77709	1	+	NA	NONE	1
chr4	155539985	155540135	id-77710	1.28e-06	-	TCCTCCAGATGTATTGGGGCCTGCAGGTGGCAATA	V_CTCF_BR	40
chr4	155543914	155544064	id-77711	1.03e-06	-	CTGTCTAGCAATAACTTCACCAGCAGGTGGCTGTA	V_CTCF_BR	40
chr4	155548032	155548182	id-77712	3.97e-07	+	CCGCCGCAGGAGCGCTCGGCCAGTAGGTGTCTCTG	V_CTCF_BR	36
chr4	155558999	155559149	id-77713	9.81e-06	+	TTTAAAATACCGTTATCATCCAGGAGGGGGAGGTA	V_CTCF_BR	38
chr4	155563637	155563787	id-77714	4.5e-06	+	AGTGAAAAACTAGCAGAAGCCAGAAGATGGCAACA	Upstream_CTCF	9
chr4	155595510	155595660	id-77715	7.44e-06	-	TCTGGCATGCTGTGTCCTACCTGCCGAGGGCAGCA	Upstream_CTCF	0
chr4	155608119	155608269	id-77716	1	+	NA	NONE	21
chr4	155637692	155637842	id-77717	1	+	NA	NONE	0
chr4	155641906	155642056	id-77718	3.81e-05	+	GGCTGGGTGCCTGGGAAGTCCAGTGGGGGTCAGGC	V_CTCF_BR	5
chr4	155643609	155643759	id-77719	1.83e-05	+	GTTACAGTCTGTCTCCCTGCAACCAGGTGGCATCC	V_CTCF_BR	5
chr4	155665285	155665435	id-77720	8.5e-06	-	GCTGCTGCTCACCTGCAGGCCAGGTGAGGTACGGC	Upstream_CTCF	11
chr4	155700638	155700788	id-77721	4.23e-06	-	CTGTAAGATCCTTAAGGAGTCACTAGGTGGAGATG	UpstreamP1_CTCF	38
chr4	155728332	155728482	id-77722	3.56e-06	+	GTAGCAGTTCATAATTTTGCCACATGATGTCCCTA	Upstream_CTCF	35
chr4	155769098	155769248	id-77723	5.68e-06	-	TGGTCCTCTTCTCACAGCTCCACTAGGTGGTGCTC	V_CTCF_BR	25
chr4	155775634	155775784	id-77724	1.38e-07	+	ATGAAGTTACCTGAGTTTTCCTGCAGGGGGAAACA	UpstreamP1_CTCF	34
chr4	155832377	155832527	id-77725	1	+	NA	NONE	30
chr4	155848369	155848519	id-77726	3e-06	+	AGGCAGTAACTAGGGCTAGCAGCTAGAGGGAAGAA	UpstreamP1_CTCF	8
chr4	155849902	155850052	id-77727	2.66e-05	-	TCCATTCACTTGTGAACTTCCACTAGGAGGAGCTA	V_CTCF_BR	38
chr4	155903731	155903881	id-77728	5.08e-07	+	AGCATGGTGAACTGATGTTCCAGCAGAGGGCAGTG	V_CTCF_BR	39
chr4	155910677	155910827	id-77729	6.9e-05	-	GAATGAATTCTCCCCTTAGCCTTCAGAGGGAGCAT	Upstream_CTCF	3
chr4	155947293	155947443	id-77730	7.44e-05	-	CCTGCAGCGCCCCCTGTGAACCGTGTGTGGTATTC	Upstream_CTCF	38
chr4	155981712	155981862	id-77731	7.91e-05	+	TTGCAGAGGGCAGCTGCTGAGTCCAGCTGGAGGAA	UpstreamP1_CTCF	1
chr4	156128799	156128949	id-77732	8.02e-05	+	GCATTAGCGGAAGGCTTCACCACAAGGAGACAGGA	Upstream_CTCF	26
chr4	156129655	156129805	id-77733	2.38e-07	+	GCAGGTGGTGGCTGGGGACCCGCGAGGGGGCGCCC	V_CTCF_BR	16
chr4	156133112	156133262	id-77734	3.91e-06	-	TGTTCTGTTCTGCTCTGTACCACAGGAGGGCTGAC	Upstream_CTCF	4
chr4	156275203	156275353	id-77735	1.65e-07	-	CAGTAGTGAAGGGAGCAGCCCTCCAGGGGGCGTGC	UpstreamP1_CTCF	40
chr4	156288988	156289138	id-77736	1	+	NA	NONE	1
chr4	156292744	156292894	id-77737	1.83e-05	-	AGAAAATACTGTATTTTAACCACAAGGTGGCATCA	V_CTCF_BR	34
chr4	156325149	156325299	id-77738	1.17e-05	+	ATACGTTAATAATCAAGTTCCAGAAGATGGCAGCA	V_CTCF_BR	32
chr4	156363553	156363703	id-77739	1.04e-07	+	GCACAATGCCCACAAACCACCTCCAGGGGGCAGTG	V_CTCF_BR	40
chr4	156418586	156418736	id-77740	2.77e-07	+	CTGCACCATCTCCTTGTGTCCACATGGTGGAAGGG	UpstreamP1_CTCF	27
chr4	156450453	156450603	id-77741	5.08e-05	-	GTGCAATAACGCCCCCTGGAGAAAAGGAGGTTACA	UpstreamP1_CTCF	36
chr4	156525397	156525547	id-77742	1	+	NA	NONE	7
chr4	156588349	156588499	id-77743	1.1e-05	+	GGGTGCACTCGCGCGGGGACCGACAGGTGCCACTG	V_CTCF_BR	7
chr4	156663585	156663735	id-77744	5.67e-06	+	GATGGTATACTAAGTACATCCTCAAGGGGGCCAAG	Upstream_CTCF	24
chr4	156680104	156680254	id-77745	4.01e-05	-	AACCGGGCCGGGGAGGCAGCATCGAGCTGGAGCGA	V_CTCF_BR	31
chr4	156681175	156681325	id-77746	4.14e-06	+	CGAGAACCGCGGAAAGGAGCCCCTAGGGGTCACCA	V_CTCF_BR	9
chr4	156708383	156708533	id-77747	3.66e-06	-	CATCAGTTCATCCGGATTGCCTCTAGAGGCTGCTA	UpstreamP1_CTCF	40
chr4	156717291	156717441	id-77748	2.6e-05	+	CTGCAGTGTTGCAAGGCAGCCACTAGGCTTATTAC	UpstreamP1_CTCF	39
chr4	156731044	156731194	id-77749	2.78e-06	+	TCACTAATGGTTTATAGAACCTCTAGAGGGCAGCA	V_CTCF_BR	38
chr4	156874345	156874495	id-77750	7.49e-05	-	ACCTGTCGTGTTTTTTTTTCCCGAGGAGGGCGCTA	V_CTCF_BR	40
chr4	156874694	156874844	id-77751	6.39e-05	+	ATCGCAGAGCCACGGGTGCCCACGAGCAGGGTCAG	Upstream_CTCF	26
chr4	156893357	156893507	id-77752	6.49e-06	-	TAGCGCTCCTGGCCACTGTCCTCTAGATGTCAGTA	UpstreamP1_CTCF	39
chr4	156921017	156921167	id-77753	4.7e-05	+	TCAGCAAAGCCTCAAAGAGCCAGCAGGCAACCCTG	Upstream_CTCF	36
chr4	157031103	157031253	id-77754	1.38e-07	+	ATTGCAACACAGGGAACCGCCAGCAGGGGTGAGGA	Upstream_CTCF	37
chr4	157034367	157034517	id-77755	1.64e-05	+	CTATGATAAAATACTTTTACCTCAAGGTGGAGCTG	V_CTCF_BR	27
chr4	157076254	157076404	id-77756	2.11e-06	+	AACTGACTTCTCAGCAGAAACACCAGAGGGCAGAA	V_CTCF_BR	30
chr4	157090176	157090326	id-77757	2.96e-05	+	AGCACCATGTTAAGCTTTGTCAATAGAGGGCACTG	V_CTCF_BR	38
chr4	157091109	157091259	id-77758	1.73e-05	+	TTTCTTCATCTGACAATTTCCTGTAGGTGGCTCCC	V_CTCF_BR	7
chr4	157215880	157216030	id-77759	3.63e-06	+	AGATAAAGTAATTGGTTTTCCAGTAGATGGCAGCA	V_CTCF_BR	36
chr4	157242457	157242607	id-77760	3.71e-05	+	ACTGTGGTGAGATGAGGGGCCACTGGAGGGTTTGA	Upstream_CTCF	11
chr4	157299374	157299524	id-77761	1.34e-06	-	GCGCAGTACTTCCATTCCTTCTCAAGGGGGCAGAA	UpstreamP1_CTCF	38
chr4	157396551	157396701	id-77762	4.44e-06	+	CTGCTATTGATCTATTCAGCCACAGGGTGTCATTC	UpstreamP1_CTCF	39
chr4	157496710	157496860	id-77763	1	+	NA	NONE	20
chr4	157514750	157514900	id-77764	1	+	NA	NONE	20
chr4	157517163	157517313	id-77765	1	+	NA	NONE	7
chr4	157559573	157559723	id-77766	1	+	NA	NONE	10
chr4	157598490	157598640	id-77767	3.16e-05	-	ATTGTCATCTCACACCAAACCAGTAGGGTGTGCTC	Upstream_CTCF	36
chr4	157721744	157721894	id-77768	1.41e-05	-	ATGTAATGTCTAGTTGTATCCACTAGGATGCCAAC	UpstreamP1_CTCF	24
chr4	157889757	157889907	id-77769	3.41e-07	-	GGAGAAGTGGCACTGGCCAGCACTAGGGGGCAATA	Upstream_CTCF	40
chr4	157892062	157892212	id-77770	4.43e-05	+	CGAGTCTCTTTCACCACCGCCAGGGGAAGGCTGCA	V_CTCF_BR	37
chr4	157892880	157893030	id-77771	8.59e-05	+	GCGCGGCGTCTCCGCACGGGGTGAAGAGGGAAGGC	V_CTCF_BR	10
chr4	157893193	157893343	id-77772	6.49e-06	+	TGGGCAAGACCCCGGTGGCCCAGGAGAGGAACGCG	Upstream_CTCF	34
chr4	157904639	157904789	id-77773	3.41e-07	+	GCTGTTATTCACATTGATAACACCAGGAGGCACAT	Upstream_CTCF	36
chr4	157936500	157936650	id-77774	1	+	NA	NONE	16
chr4	157964458	157964608	id-77775	1	+	NA	NONE	30
chr4	157966797	157966947	id-77776	1.13e-05	-	CTGCCATTGCTTCTCCCTACCACATGGTGTCCCTG	UpstreamP1_CTCF	40
chr4	158049705	158049855	id-77777	1	+	NA	NONE	33
chr4	158062908	158063058	id-77778	1	+	NA	NONE	15
chr4	158093283	158093433	id-77779	4.88e-05	-	TATCCGGATATCACCTTTACAACTAGAGGGTGCTG	V_CTCF_BR	24
chr4	158125816	158125966	id-77780	2.6e-07	-	TTCCCGAGGTGTCCAGCGTCCACCAGGAGGCGCTG	V_CTCF_BR	40
chr4	158138987	158139137	id-77781	2.11e-06	+	ACATAATTGCCAAAATTGAACAGCAGAGGGCAGAA	V_CTCF_BR	38
chr4	158143628	158143778	id-77782	8.9e-05	+	CAGTTGCGCTTCCGCTTAAGTTGGAGGGGGCGAGG	UpstreamP1_CTCF	15
chr4	158212360	158212510	id-77783	9.81e-06	-	CATTATTCATTAGTAAAGGCCAGAAGATGGAGCTA	V_CTCF_BR	21
chr4	158436067	158436217	id-77784	1.92e-06	+	GGCCACTGGCTGGGCTCTGCCACCAGGCGGAGCTC	UpstreamP1_CTCF	29
chr4	158726252	158726402	id-77785	1.03e-06	-	GCCTGTGTTCTTCTTGCAGCCTCAAGAGGGAGCAG	V_CTCF_BR	37
chr4	158741016	158741166	id-77786	1	+	NA	NONE	1
chr4	158872538	158872688	id-77787	3.36e-05	+	ATGGAGAAACCTTCTCTCACCAGTAGGGTGAACAG	UpstreamP1_CTCF	6
chr4	158880578	158880728	id-77788	1	+	NA	NONE	6
chr4	158900012	158900162	id-77789	8.46e-07	-	CCAGATATTTAGCTCTCAGCCACTAGAGGGCAATG	Upstream_CTCF	40
chr4	158913318	158913468	id-77790	6.05e-06	+	AGAAATGTAGTAATGTGAGTCACTAGGGGGCAGCA	V_CTCF_BR	38
chr4	158986469	158986619	id-77791	3.41e-07	-	CCTGGTATCTTCCCTTTGGCCAGTAGGAGGAGTGG	Upstream_CTCF	26
chr4	159085209	159085359	id-77792	7.02e-05	-	CTCTGCTCTCGTGGCACTGACACTAGAGGGCCATG	UpstreamP1_CTCF	15
chr4	159091814	159091964	id-77793	3.8e-08	+	GGATGTCATCTTTGCTCAGCCAGGAGGGGGCGCTC	V_CTCF_BR	40
chr4	159093752	159093902	id-77794	3.88e-06	-	GAGTCTGTTTGCGAACAGGACACTAGAGGGCTCCC	V_CTCF_BR	40
chr4	159114437	159114587	id-77795	1.9e-06	+	GTTGTTATGGTAGAAATAAACAGCAGAGGGAGCAA	Upstream_CTCF	39
chr4	159131601	159131751	id-77796	4.23e-06	-	CAGCGCCGGCGCGATCCGCCCACTACGTGCCAGTG	UpstreamP1_CTCF	28
chr4	159174622	159174772	id-77797	2.27e-06	+	AAATCTAACAATGACAAAACCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr4	159176994	159177144	id-77798	6.74e-08	-	AATGTAGTTCTGTCTCTGTACACAAGATGGCAGGA	Upstream_CTCF	39
chr4	159181239	159181389	id-77799	6.51e-07	+	AATACATTTTCAAATTTGACCACCAGAGGGAAGTA	Upstream_CTCF	28
chr4	159189825	159189975	id-77800	2.81e-05	-	GACACACTTTTTCTAGGAGTCTCTAGAGGGAGCTC	V_CTCF_BR	26
chr4	159331523	159331673	id-77801	2.72e-05	+	GAGCTGGGAAAATGAAGATCCAGAAGAGGGAGTTG	UpstreamP1_CTCF	24
chr4	159339994	159340144	id-77802	1	+	NA	NONE	12
chr4	159417298	159417448	id-77803	3.66e-06	-	CAGCTGTGCTCTAAGGCGCCCCCTTGAGGGAGAAC	UpstreamP1_CTCF	40
chr4	159499751	159499901	id-77804	9.84e-05	-	TAAGGTTGGGTTAGTGTAACCATGAGGGGGAGCCC	V_CTCF_BR	39
chr4	159546167	159546317	id-77805	1.73e-06	-	AATCATTACCCTGAATCTACCACCAGGTGGTGATG	UpstreamP1_CTCF	40
chr4	159553645	159553795	id-77806	2.58e-05	+	GCTGCCACTGTCAAAGCTACCACGAGAGGTGCTGC	Upstream_CTCF	2
chr4	159588964	159589114	id-77807	1	+	NA	NONE	33
chr4	159593449	159593599	id-77808	4.14e-06	-	GCGGGCGCTGGACCTCTAGGCCGCGGGGGGCGCCA	V_CTCF_BR	40
chr4	159632093	159632243	id-77809	8.16e-07	+	CAGTGGGCACTAAGTTTTGTCAGCAGAGGGCACTG	V_CTCF_BR	35
chr4	159651222	159651372	id-77810	8.59e-05	+	AAATGAAAGACGGCAAATGCCACCAGGGGACAGCA	V_CTCF_BR	40
chr4	159703213	159703363	id-77811	7.73e-05	+	GGTGGAGTTCCTGCTCTGAAGGCAATGTGGAGCCA	Upstream_CTCF	16
chr4	159772090	159772240	id-77812	2.73e-07	-	CAGGTTCTACCAGTCATATCCAGCAGGGGGAGACT	Upstream_CTCF	39
chr4	159778135	159778285	id-77813	2.29e-05	+	TGGAAGTTTTTCAGAAATTTCAGCAGGTGGCACTC	UpstreamP1_CTCF	38
chr4	159783058	159783208	id-77814	1	+	NA	NONE	22
chr4	159817342	159817492	id-77815	1.47e-05	-	CCTAGAAGGGCCTTTCCTGCCACCAGGTGGAATGT	V_CTCF_BR	29
chr4	159823792	159823942	id-77816	6.21e-06	-	ACTGCAGCTCTCAGCAAGGCCACTGGGGCCAGACT	Upstream_CTCF	22
chr4	159937823	159937973	id-77817	1.39e-05	-	GCGGCTCACCTAGTGTCTCCCTGTGGGGGGCAGGC	V_CTCF_BR	26
chr4	159945684	159945834	id-77818	1	+	NA	NONE	2
chr4	159963519	159963669	id-77819	1	+	NA	NONE	5
chr4	160026045	160026195	id-77820	1.77e-05	-	TGTGCAACACCAAAAGAATCCGCAGGGTGCCCTTC	Upstream_CTCF	25
chr4	160096792	160096942	id-77821	3.4e-06	-	GAAATAATTCTGTAAATAACCACAAGGTGGCAGAC	V_CTCF_BR	40
chr4	160113290	160113440	id-77822	2.15e-05	-	TGCAGCTGATTCTCACTTAACTCCAGGAGGCAGCA	V_CTCF_BR	40
chr4	160124244	160124394	id-77823	8.58e-08	-	TCGGCAATATCCTAGAGATCCACAAGGTGGCACTC	Upstream_CTCF	40
chr4	160149223	160149373	id-77824	1	+	NA	NONE	30
chr4	160177314	160177464	id-77825	7.78e-06	+	GATGTTCTTCCCAGTATGGCCCCCTGCAGGCCACA	Upstream_CTCF	27
chr4	160213439	160213589	id-77826	3.24e-06	+	CCTGCTACTCCCATGTGCTTCTGCAGGGGTCAGGC	Upstream_CTCF	22
chr4	160218371	160218521	id-77827	1	+	NA	NONE	18
chr4	160237201	160237351	id-77828	6.62e-09	-	CTGTTACGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	34
chr4	160279473	160279623	id-77829	5.92e-05	-	CTGTGTGATGTGGCAGGCAGCAACAGTGGGAGCTC	V_CTCF_BR	2
chr4	160305919	160306069	id-77830	3e-06	-	CTGCAGTAAGCTATTATACACACAAGAGGTCTCTT	UpstreamP1_CTCF	24
chr4	160319630	160319780	id-77831	1	+	NA	NONE	10
chr4	160365926	160366076	id-77832	1.47e-05	-	CTTCCCACTTGCACATGCACCTCTAGGAGGCAGAA	V_CTCF_BR	34
chr4	160367752	160367902	id-77833	1.85e-07	-	AGGCACTGTCTCCTGTTGAACACTAGAGGGTGCTC	UpstreamP1_CTCF	40
chr4	160376884	160377034	id-77834	1.64e-07	-	TCTGTGGTTGCAGGAGCTACCAGTAGAGGGAGAGT	Upstream_CTCF	40
chr4	160384508	160384658	id-77835	2.43e-06	+	GAAGTACTGACACAGTAGAACACTAGGGGTCAGAG	Upstream_CTCF	14
chr4	160404988	160405138	id-77836	1	+	NA	NONE	9
chr4	160408468	160408618	id-77837	4.3e-08	+	CAGTAACAGCTCCTACTGACCAGCAGGGGTCACCC	UpstreamP1_CTCF	40
chr4	160423439	160423589	id-77838	1.21e-05	-	AGTGTTATGCAGAGAATAAACTGTAGGAGGCAAGA	Upstream_CTCF	7
chr4	160430403	160430553	id-77839	1	+	NA	NONE	5
chr4	160514683	160514833	id-77840	9.25e-06	+	TTTCCACCGCATCATCACTACAGCAGAGGGCAGTG	V_CTCF_BR	7
chr4	160529761	160529911	id-77841	1	+	NA	NONE	13
chr4	160685604	160685754	id-77842	7.27e-06	+	TTAAAAATGACTGAACTGCCCTCTAGGTGGCAGAC	V_CTCF_BR	38
chr4	160820872	160821022	id-77843	1.64e-06	+	CTGTGGTAGCTTTAGGGTACCACAAGATGCCAGTG	UpstreamP1_CTCF	8
chr4	160821834	160821984	id-77844	6.43e-06	+	TTCTGGCCTTGCTCAGCATTCAGTAGAGGGCACTG	V_CTCF_BR	13
chr4	160868269	160868419	id-77845	6.98e-07	+	GCAGTAAATTAGTTCCTGACCACTAGATGGAGCTA	V_CTCF_BR	40
chr4	161012987	161013137	id-77846	1	+	NA	NONE	1
chr4	161096570	161096720	id-77847	8.71e-06	-	AGTTGCCAGAACACTTTGTCCAGATGGTGGCAGTG	V_CTCF_BR	17
chr4	161167940	161168090	id-77848	2.97e-06	+	TGTGTTAATTTGTCTCCAGCCACGAGGTGGTGCTG	V_CTCF_BR	5
chr4	161286674	161286824	id-77849	4.43e-05	-	GTGGAGACCCTATAAACAGACGCATGGGGGCGCCT	V_CTCF_BR	5
chr4	161291422	161291572	id-77850	5.34e-06	+	CAGGTTAGCCTGTATTTGCCCACAAGGTGGTGGCA	V_CTCF_BR	6
chr4	161640833	161640983	id-77851	1.43e-05	-	GCTGTTTTGATCCCACTCGTCACAAGAAGGAAGCC	Upstream_CTCF	10
chr4	161686451	161686601	id-77852	1	+	NA	NONE	5
chr4	161729472	161729622	id-77853	1	+	NA	NONE	9
chr4	161733215	161733365	id-77854	9.31e-05	+	CCTGCAATACCCATTCCTTCCATTGGAAAAAGAAA	Upstream_CTCF	9
chr4	161798336	161798486	id-77855	4.65e-06	+	GTGATGCATTCCTGATGACCCACTAGGAGGCAGAC	UpstreamP1_CTCF	6
chr4	161801511	161801661	id-77856	1	+	NA	NONE	1
chr4	162173815	162173965	id-77857	2.2e-07	+	TTGCAATACTGGTTTGCCTCCACTAGATGCTGCTG	UpstreamP1_CTCF	39
chr4	162175680	162175830	id-77858	1.19e-06	-	AAGGTGGCAGGATCACTGTCCTCTAGGGGGAACTC	V_CTCF_BR	14
chr4	162177985	162178135	id-77859	1.34e-06	+	ATGAAGTGGATTTCTATTTCCACTAGGTGGGGCAG	UpstreamP1_CTCF	33
chr4	162241653	162241803	id-77860	4.23e-08	+	GCCTTGTGGTCCTTATCTGCCAGCAGGTGGAGCCC	V_CTCF_BR	35
chr4	162341159	162341309	id-77861	9.88e-07	-	ACTGTAATACTAAGAGACGCCCCAAGGGGCCCTCT	Upstream_CTCF	25
chr4	162485497	162485647	id-77862	1.64e-07	+	ACTGCAGTTTTCAGTTTTATCAATAGATGGCACTA	Upstream_CTCF	28
chr4	162564006	162564156	id-77863	1	+	NA	NONE	23
chr4	162623564	162623714	id-77864	8.03e-07	+	GCAGCCATACAGTCATCCTCCAAAAGGGGGTGCCA	Upstream_CTCF	28
chr4	162625936	162626086	id-77865	1	+	NA	NONE	8
chr4	162873698	162873848	id-77866	1	+	NA	NONE	14
chr4	163052557	163052707	id-77867	4.24e-07	-	AATGCAATTTGAAATGAAGCCACCAGATGGCCAAT	Upstream_CTCF	27
chr4	163090256	163090406	id-77868	2.18e-07	-	TATGCAATACCAACATAGGCCAATAGATGCCCTAA	Upstream_CTCF	38
chr4	163383242	163383392	id-77869	2.31e-06	-	TGGGAAGTTATTCAAGTCACCAATAGATGGCAGAA	Upstream_CTCF	16
chr4	163418833	163418983	id-77870	3.73e-06	+	CTGGTATTTCTTCATGTAACCACATGATGGCAGCA	Upstream_CTCF	40
chr4	163420770	163420920	id-77871	1	+	NA	NONE	37
chr4	163456431	163456581	id-77872	1	+	NA	NONE	3
chr4	163555647	163555797	id-77873	4.71e-06	-	GTAGTAATTTACATTCCTACCAACAGGTGCAAGGG	Upstream_CTCF	12
chr4	163566659	163566809	id-77874	1	+	NA	NONE	21
chr4	163648371	163648521	id-77875	1	+	NA	NONE	9
chr4	163692396	163692546	id-77876	1	+	NA	NONE	3
chr4	163761098	163761248	id-77877	5.08e-07	+	GCTTCCTGGTTGCATTCAGCCACTAGGAGGCACCG	V_CTCF_BR	22
chr4	163786407	163786557	id-77878	4.73e-07	-	TTTGTTCTTTGGCCTCCTGCCAGGAGGTGGCGCTT	Upstream_CTCF	9
chr4	163864555	163864705	id-77879	2.66e-05	-	GGGTTGATTCCTCATTAGAACTCAAGGGGGAGCCA	V_CTCF_BR	17
chr4	163880363	163880513	id-77880	1.26e-07	-	GCCCATGAGAGGCAGATGGACAGCAGAGGGAGCTG	V_CTCF_BR	26
chr4	163925236	163925386	id-77881	5.55e-07	-	CCTGTTAGGGCATCACCTCCCAGCAGGGGTCGACA	Upstream_CTCF	8
chr4	163959420	163959570	id-77882	5.63e-06	-	GGTCACTGTAGCCATAATTGCACTAGGGGGCACTC	UpstreamP1_CTCF	39
chr4	163969721	163969871	id-77883	4.64e-09	+	GAGCAATGATGCCCACTTGCCACCAGGTGGCTGCT	UpstreamP1_CTCF	39
chr4	164029026	164029176	id-77884	1	+	NA	NONE	30
chr4	164032865	164033015	id-77885	1.73e-06	+	TGGCATTTCTTCGAATTGTGCACTAGGTGGCCCAT	UpstreamP1_CTCF	39
chr4	164083883	164084033	id-77886	5.93e-06	-	CTTGTAATTCCCATAGTCCCCAGTGGAGTGCTTTA	Upstream_CTCF	12
chr4	164113278	164113428	id-77887	9.81e-06	-	AATGTGGCAGAATTACTGTCCTCTAGAGGGAGCCT	V_CTCF_BR	32
chr4	164117031	164117181	id-77888	1	+	NA	NONE	0
chr4	164172444	164172594	id-77889	9.31e-05	+	TGAGCACTTTGCTACTTCTCCACAGGGGGAGCAAA	Upstream_CTCF	24
chr4	164191195	164191345	id-77890	1	+	NA	NONE	2
chr4	164252939	164253089	id-77891	1	+	NA	NONE	24
chr4	164253998	164254148	id-77892	2.19e-08	-	CAGCCGGGTATGACTTCGGCCACAAGATGGCACTG	V_CTCF_BR	40
chr4	164254331	164254481	id-77893	1.76e-05	-	TTGCATTGACGCTTTTCGACCACCAGGGAAATATT	UpstreamP1_CTCF	19
chr4	164277374	164277524	id-77894	6.9e-05	+	CAAATAGTTCCATCTTTGGCCAGTAGGAGCTCCTT	Upstream_CTCF	15
chr4	164406077	164406227	id-77895	3.42e-08	+	ACAAAGGGGATTTGGACGACCACCAGATGGCACTA	V_CTCF_BR	40
chr4	164456933	164457083	id-77896	1.93e-05	+	AGTGTAGACCATAGGTTCACCACTGGGGGCAGTTT	Upstream_CTCF	27
chr4	164465660	164465810	id-77897	9.51e-07	-	GCTCCATTCTCACACTCGCCCTCTAGGTGGCAGCA	V_CTCF_BR	40
chr4	164469756	164469906	id-77898	5.92e-05	-	CATGCAGTAATGTAGTCGTTAGGAAGAGGGCACTG	Upstream_CTCF	39
chr4	164471546	164471696	id-77899	1.15e-07	+	ATGATAGACCAAAAAATTACCACCAGGTGGCGCCA	UpstreamP1_CTCF	40
chr4	164476133	164476283	id-77900	3.11e-05	+	AGGTGCTGAGTAAAATCATCCACTAGAGGGAGTAA	V_CTCF_BR	39
chr4	164477445	164477595	id-77901	8.02e-05	+	AATGTCTTTCTAGAATATTCCTTTGGGTGGCAGCA	Upstream_CTCF	19
chr4	164509193	164509343	id-77902	4.24e-07	-	CCAGCACTTCCACCCCGGGACTTTAGATGGCAGTG	Upstream_CTCF	28
chr4	164512948	164513098	id-77903	2.47e-05	+	AATTTTATACCCTATCTGAGCAGCAGAGGAAGTCA	Upstream_CTCF	2
chr4	164594012	164594162	id-77904	1.09e-06	-	AATGTAATGACAAGAGTCAACAGAAGAGGGAGACC	Upstream_CTCF	16
chr4	164600471	164600621	id-77905	7.27e-06	+	GCCACTTAACGCTTTTTTAGCAGTAGATGGCAGCA	V_CTCF_BR	30
chr4	164602482	164602632	id-77906	2.78e-06	-	GCCTATGATGTGACTATCACCCCTAGGGGGCAGTA	V_CTCF_BR	40
chr4	164615550	164615700	id-77907	4.3e-06	-	AATGCACTTCACTTTGTCCCCTCTTGAGGCAAGGG	Upstream_CTCF	10
chr4	164676298	164676448	id-77908	1	+	NA	NONE	31
chr4	164680648	164680798	id-77909	1.22e-07	-	GGTGACATTCCCAACTGGACCACCAGATGGAATCA	Upstream_CTCF	7
chr4	164737764	164737914	id-77910	2.31e-06	+	GGTGCTATTATCTCTCCTTACAGAGGGGGGCACTG	Upstream_CTCF	9
chr4	164822573	164822723	id-77911	6.51e-05	+	GCTCTCATTAGATTTACTGCCCCTAGGGGTAGGAG	V_CTCF_BR	6
chr4	164933914	164934064	id-77912	1.17e-05	-	TGGTCACGGCAACTGTTTCGCACTAGGGGGCTCCA	V_CTCF_BR	26
chr4	164944510	164944660	id-77913	2.86e-06	-	CTGTAGTTTGGGCTATGATCCAATAGATGGTGCTT	UpstreamP1_CTCF	20
chr4	165233156	165233306	id-77914	6.8e-06	+	TGGCACTACCTTTGCCAGAACAGAAGATGGCATTA	UpstreamP1_CTCF	4
chr4	165242117	165242267	id-77915	1	+	NA	NONE	8
chr4	165304980	165305130	id-77916	2.94e-06	+	GGTGAAGTAGCTCAGGCGGCCGCCAGGCTGCGTGC	Upstream_CTCF	18
chr4	165409350	165409500	id-77917	8.99e-05	+	ACCACAGCAAGAAAAATGAGTTCCAGGGGGCAGAA	V_CTCF_BR	3
chr4	165458147	165458297	id-77918	1	+	NA	NONE	6
chr4	165580632	165580782	id-77919	1.03e-05	-	CTGAACAGTCAAGGTTGTACCAGTAGAAGGAGCCA	UpstreamP1_CTCF	4
chr4	165621637	165621787	id-77920	4.41e-06	+	AGCGTGATGTTAAACTGTGTCAGTAGAGGGCGCTG	V_CTCF_BR	25
chr4	165622082	165622232	id-77921	1	+	NA	NONE	0
chr4	165638204	165638354	id-77922	2.47e-05	+	TGTGCGTTCTTCTATCTGTCAGCCAGGGGTCAGGG	Upstream_CTCF	27
chr4	165653114	165653264	id-77923	2.77e-07	-	GTGCATTGACAGAACATCCTCGCAAGGGGGCACCA	UpstreamP1_CTCF	40
chr4	165669646	165669796	id-77924	2.27e-05	-	TAAAAGTTGTTAACATAGACCACTAGATGGTGCTG	V_CTCF_BR	34
chr4	165689794	165689944	id-77925	4.41e-06	+	GACCTATAGCACTTAAAAACCACTAGATGGCACAA	V_CTCF_BR	38
chr4	165701015	165701165	id-77926	7.49e-07	+	AAGTAATTGCAGCAGCCAGCCAGTAGACGGCAATG	UpstreamP1_CTCF	40
chr4	165805355	165805505	id-77927	1	+	NA	NONE	34
chr4	165834781	165834931	id-77928	5.92e-05	-	AAAGCTATCACAGCAACATGCTACAGGAGGCAGTA	Upstream_CTCF	7
chr4	165856649	165856799	id-77929	1	+	NA	NONE	31
chr4	165858847	165858997	id-77930	6.49e-06	+	AAAGCTAGAACAGCAATTCCCTGAAGGTGGCAGCC	Upstream_CTCF	20
chr4	165859192	165859342	id-77931	1.22e-07	+	TCTGAACCTCCCACCTACACCAACAGAGGGAGCAC	Upstream_CTCF	32
chr4	165870709	165870859	id-77932	1.46e-08	-	TCTGAACTTCCCACCTGCACCAACAGAGGGAGCAC	Upstream_CTCF	35
chr4	165871020	165871170	id-77933	1.24e-05	-	AAAGCTAAAACAGCAATTCCCTGAAGGTGGCAGCC	V_CTCF_BR	10
chr4	165898832	165898982	id-77934	1.17e-05	-	GGCCAACGGGGCCCTGATCACGGAAGAGGGCGCCC	V_CTCF_BR	16
chr4	165918629	165918779	id-77935	2.77e-07	-	ATGTAATGCACTACCCTGTCTACTAGGTGGTGCCA	UpstreamP1_CTCF	25
chr4	165922713	165922863	id-77936	6.23e-05	-	GTGAGATTATTTTCTCTCCCCTGTAGATGGCGTCT	UpstreamP1_CTCF	22
chr4	165938194	165938344	id-77937	1.84e-07	-	CCTGCCCTTCCCTCTTGCTCCTCATGGGGGCGGAA	Upstream_CTCF	37
chr4	165982172	165982322	id-77938	1.03e-05	+	CTGTTATCCCCAGAAGCCACCTACTGGTGGCATTC	UpstreamP1_CTCF	38
chr4	166018069	166018219	id-77939	4.98e-09	-	GTGCAGCTCTCTCTTTTGGCCAGAAGATGTCAGGG	UpstreamP1_CTCF	40
chr4	166033704	166033854	id-77940	3.18e-06	-	CTTGGCGACTGCGGCCGCGGCCGAAGGGGGCGCCG	V_CTCF_BR	40
chr4	166034313	166034463	id-77941	3.91e-06	+	GCGGTAAAATCCTACTCCGCCAGCAGAGGGACAGG	Upstream_CTCF	40
chr4	166045686	166045836	id-77942	1	+	NA	NONE	10
chr4	166052515	166052665	id-77943	4.89e-09	+	GGTGCAGTTCTCAGACTTCCCACTGGGTAGCGCTG	Upstream_CTCF	40
chr4	166128840	166128990	id-77944	6.86e-07	-	CGAGCCGCGTTCCATCCGCCCCGGAGGGGGCGCCG	Upstream_CTCF	8
chr4	166252610	166252760	id-77945	1	+	NA	NONE	9
chr4	166265003	166265153	id-77946	1.04e-05	-	ACGTTTCGCAGCGCTTCCAGCAGCAGGTGTCACTC	V_CTCF_BR	37
chr4	166267318	166267468	id-77947	1	+	NA	NONE	25
chr4	166272624	166272774	id-77948	3.65e-07	+	TGTGTTGGTTGGCCTCCAGCCAGGAGGTGGCGCTT	V_CTCF_BR	13
chr4	166277209	166277359	id-77949	2.6e-06	+	TTTGGCAATAGTTCACTCACCAGCTGGTGGCAGTA	V_CTCF_BR	38
chr4	166300128	166300278	id-77950	5.67e-06	+	GCCGCGGCTTTGCCCGTCTCCTCTGGGTGGCCCCA	Upstream_CTCF	39
chr4	166305863	166306013	id-77951	1	+	NA	NONE	20
chr4	166346915	166347065	id-77952	4.99e-07	-	TTAGCAGCATCTATGGCCTCCACCAGATGTCAGGA	Upstream_CTCF	22
chr4	166383282	166383432	id-77953	1	+	NA	NONE	20
chr4	166386062	166386212	id-77954	1.13e-05	-	AAGTATTTCTTCCTTAAATTCAGTAGAGGGCGCTG	UpstreamP1_CTCF	40
chr4	166414566	166414716	id-77955	8.79e-07	+	CTGCGTTAGAAATCCGGGTGCAGCAGATGGCGCCC	UpstreamP1_CTCF	40
chr4	166458288	166458438	id-77956	5.17e-06	+	TAAGTCATACATTTTGTGGTCACTAGATGGCAGTA	Upstream_CTCF	39
chr4	166591597	166591747	id-77957	3.66e-06	-	ATGTACTTTGGCTAAGCTGCCACCAGGTGAATGGT	UpstreamP1_CTCF	1
chr4	166622112	166622262	id-77958	1.46e-08	-	GGGGCAGGTCTTCCTCTAGCCTCCAGGTGGCAGGG	Upstream_CTCF	36
chr4	166702981	166703131	id-77959	1.84e-06	-	TTCCTTTTACTCTACCTGAGCTCCAGAGGGCACCG	V_CTCF_BR	4
chr4	166748373	166748523	id-77960	1	+	NA	NONE	1
chr4	166760897	166761047	id-77961	1.17e-05	+	GTCATAATGAGTGTTTCTGTCAGTAGAGGGCAGGA	V_CTCF_BR	4
chr4	166776485	166776635	id-77962	1	+	NA	NONE	2
chr4	166785483	166785633	id-77963	1.64e-05	-	CTGCGACCTCTAGTGAGAACCAGAAGTTGTCAGCC	V_CTCF_BR	28
chr4	167012335	167012485	id-77964	1	+	NA	NONE	10
chr4	167013171	167013321	id-77965	1.31e-05	-	CGTTTATGCATCAGCAATGCCACTAGGTGTCAGTA	V_CTCF_BR	39
chr4	167087092	167087242	id-77966	1.01e-05	+	CCTGTCTTATAACTCATGAACGCTAGATGTCAGTA	Upstream_CTCF	40
chr4	167090380	167090530	id-77967	8.33e-05	+	GTTTCACTTTCATGTTCCTCCTCCTTGGGGCGCTG	Upstream_CTCF	37
chr4	167128080	167128230	id-77968	1	+	NA	NONE	12
chr4	167174065	167174215	id-77969	4.24e-07	-	TTTGGTGCTGCTTAGATGACCACCAGGTGGCATCA	Upstream_CTCF	38
chr4	167245608	167245758	id-77970	1.38e-06	+	CCCACACCTTAGCGCCAAACCAACAGAGGGCGCTG	V_CTCF_BR	37
chr4	167343040	167343190	id-77971	1	+	NA	NONE	9
chr4	167423108	167423258	id-77972	3.81e-05	+	ACGCGCCTTCTACTGCAGTCCAATAGATGGCGCTT	V_CTCF_BR	35
chr4	167515606	167515756	id-77973	3.4e-06	-	GACCACTGCAGCTGTTGTAGCACTAGAGGGCACAC	V_CTCF_BR	38
chr4	167761293	167761443	id-77974	3.91e-06	-	GGAGCTGGAATTTTCCTCTCCACTAGGTGGAAATG	Upstream_CTCF	6
chr4	167903193	167903343	id-77975	1.73e-06	+	GCGCTCCCGCCCTGCTGAACCAGCAGGGGGCCAGG	UpstreamP1_CTCF	10
chr4	167941670	167941820	id-77976	2.06e-07	-	CTTGCTCTGCCCCCATATGGCAGAAGGTGGAAGAA	Upstream_CTCF	37
chr4	167942820	167942970	id-77977	2.46e-08	+	AAAAAAGGTCAAACGGCCACCACCAGGTGGCGCCA	V_CTCF_BR	40
chr4	168038484	168038634	id-77978	1	+	NA	NONE	4
chr4	168042882	168043032	id-77979	4.01e-05	+	ATTGCTTTGAACCTCCTCGCAGCTTGGGGGCACTA	Upstream_CTCF	0
chr4	168155160	168155310	id-77980	2e-06	-	GCTGCCGCGGCGGTGGCTGCAGCCGGGGGGCGGTC	Upstream_CTCF	15
chr4	168211958	168212108	id-77981	4.88e-05	-	TTGTATAAGTATTCAGAAATCACAAGGGGGCACTC	V_CTCF_BR	27
chr4	168340724	168340874	id-77982	1	+	NA	NONE	1
chr4	168363112	168363262	id-77983	1	+	NA	NONE	16
chr4	168543982	168544132	id-77984	1.96e-08	-	GTCCTTAGCTCCAGTCTGCCCACCAGAGGGCAGCC	V_CTCF_BR	40
chr4	168700572	168700722	id-77985	4.21e-05	-	CAGATAAAGTACTTCGTAACCACAAGGAGGTGCAA	V_CTCF_BR	11
chr4	168786372	168786522	id-77986	3.86e-05	+	CTATTTTTTCTATCTCTGTCCACTAGGAGGATCTA	Upstream_CTCF	5
chr4	168911080	168911230	id-77987	1	+	NA	NONE	9
chr4	168949828	168949978	id-77988	2.28e-05	+	CATGGAGAAGATTTCCATTCCACTAGGTGGCATTA	Upstream_CTCF	29
chr4	168998292	168998442	id-77989	1.73e-05	-	TCCCAAATACCAGCAATGACCACTGGGTGTCAGTC	V_CTCF_BR	40
chr4	169075133	169075283	id-77990	2.78e-06	-	TAGACTGAGATTAGTAGTGCCAGTAGATGGCGCTT	V_CTCF_BR	38
chr4	169104977	169105127	id-77991	3.63e-06	+	ATCAGATTCTGTTTTCTGGCCACTAGATGTCACGA	V_CTCF_BR	37
chr4	169173844	169173994	id-77992	1	+	NA	NONE	5
chr4	169239528	169239678	id-77993	9.25e-06	+	CCACGCCCGGCCTTCCGGGCCAGCAGGGGGCCCGT	V_CTCF_BR	39
chr4	169433374	169433524	id-77994	6.21e-05	-	TGAATCGAGGTGCAGCTGGGAAGTGGAGGGCGCTG	V_CTCF_BR	4
chr4	169435545	169435695	id-77995	2.6e-06	+	ATAATTCTTTAAGAAACTGACAGCAGGGGGCAGTA	V_CTCF_BR	34
chr4	169471722	169471872	id-77996	2.6e-05	+	CTGTAGTTACATTCCTCACTCACTATGGGGGCGCC	UpstreamP1_CTCF	10
chr4	169473316	169473466	id-77997	1	+	NA	NONE	26
chr4	169476725	169476875	id-77998	6.49e-06	+	TTTCTGTTACACAATTAAACCAGCAGGTGAGGCAG	UpstreamP1_CTCF	7
chr4	169506780	169506930	id-77999	5.26e-07	+	CCTGTCGTTTTCGGAGACACCAGCTGAGGGAGCCT	Upstream_CTCF	40
chr4	169532873	169533023	id-78000	1	+	NA	NONE	14
chr4	169552754	169552904	id-78001	2.15e-05	+	CTGAGTCGTGGCCGCTGCGCCGCCAGGAGGCTTCC	V_CTCF_BR	36
chr4	169567163	169567313	id-78002	6.15e-05	-	GCTGCCATCCCTTGAACAGCAGCCAGGAGACCACT	Upstream_CTCF	7
chr4	169596183	169596333	id-78003	5.92e-05	-	TGTGTAATTCATTTTACAATCACAGGGGGAGGCAG	Upstream_CTCF	10
chr4	169631608	169631758	id-78004	1	+	NA	NONE	38
chr4	169754306	169754456	id-78005	2.11e-06	+	CTTTGCTCTCTTGCTGGGGACGGAAGGGGGCGCGC	V_CTCF_BR	35
chr4	169778319	169778469	id-78006	3.81e-05	-	GTCGTCTTACAGAGCGCTGCCTCTGGCAGGCAGCA	V_CTCF_BR	8
chr4	169786204	169786354	id-78007	3.24e-06	-	AGTGCTGCCTAGCCATTTCCCCTCAGGGGGCAGCA	Upstream_CTCF	38
chr4	169799512	169799662	id-78008	1	+	NA	NONE	6
chr4	169838678	169838828	id-78009	5.08e-07	-	TCTCATATTCCATACAGAACCAGCAGAGGGAGCCC	V_CTCF_BR	38
chr4	169843081	169843231	id-78010	2.68e-05	-	GTTACTATTTCTCTATGTAACACTAGGGGCCACTA	Upstream_CTCF	39
chr4	169844960	169845110	id-78011	7.55e-07	+	GAAATACTTGTCCTCAGCACCACTAGGTGGCAGTA	V_CTCF_BR	40
chr4	169864258	169864408	id-78012	8.52e-08	-	GTGTAGTTTGACCTTCAGGCCTATAGGTGGCACTA	UpstreamP1_CTCF	39
chr4	169916798	169916948	id-78013	2.53e-05	+	CTATAAACATTACAAACTACCAGTAGGTGCCACTG	V_CTCF_BR	31
chr4	169926982	169927132	id-78014	8.64e-05	-	ATGGTAATACCTTAAAAGGCCACAGAAGGGAGATG	Upstream_CTCF	36
chr4	169930900	169931050	id-78015	5.65e-05	-	CTAGGGTTACTCGATGTAGCCGCGTGCAGGCGCTC	V_CTCF_BR	38
chr4	169931313	169931463	id-78016	5.17e-06	-	CTTGCATTACTATTGTGCGGCTGCAGGAGGTGTCG	Upstream_CTCF	38
chr4	169931954	169932104	id-78017	6.49e-06	+	ATGCCCTGTCGAACATCATCCAGCAGGAGGTCAAG	UpstreamP1_CTCF	34
chr4	169946027	169946177	id-78018	2.96e-05	+	GAATATTTGCAGCATCTATCCACTAGATGCCAGTA	V_CTCF_BR	40
chr4	169967175	169967325	id-78019	1	+	NA	NONE	35
chr4	169989733	169989883	id-78020	1.15e-08	+	CTGCAGTGACGGGGCCTGGCCGGCAGGGAACAGCC	UpstreamP1_CTCF	6
chr4	170010397	170010547	id-78021	6.39e-05	+	CTTGGAAGTCCCCTCTCTCTCACTAGAGAGCTGCT	Upstream_CTCF	3
chr4	170037114	170037264	id-78022	1.56e-06	+	CATGCAGCACTGAGTCTGGCAAGTAGTGGGCGTTT	Upstream_CTCF	36
chr4	170074184	170074334	id-78023	3.91e-06	+	TATCCATTACCTAAGTCGGCCAGCAGGAGTCGAGG	Upstream_CTCF	35
chr4	170095522	170095672	id-78024	6.15e-05	-	AATGCAGTCTCTCTTGCCCCACCCAGAGGTACTGA	Upstream_CTCF	5
chr4	170106912	170107062	id-78025	2.66e-05	+	CTGCTTGAGGCAATGAGATCCGAGAGGGGGCAGCA	V_CTCF_BR	19
chr4	170123563	170123713	id-78026	1	+	NA	NONE	8
chr4	170181453	170181603	id-78027	1	+	NA	NONE	8
chr4	170191334	170191484	id-78028	1	+	NA	NONE	29
chr4	170192072	170192222	id-78029	3.28e-05	-	GGCGTGGTGTGTGTGCGCGCGTGAGGGGGGCAGCA	V_CTCF_BR	22
chr4	170192347	170192497	id-78030	2.01e-05	+	GAGCGGGGCCCCCAGGGGACTACGAGGGGAAGGCT	UpstreamP1_CTCF	24
chr4	170208190	170208340	id-78031	3.24e-06	+	GACACAGTACCAGTGATGGCCCCTAGGGGTAGGGG	Upstream_CTCF	33
chr4	170232953	170233103	id-78032	1.81e-06	+	TCTTCAGTCCATACGGCAACAACCAGAGGGCCCTC	Upstream_CTCF	40
chr4	170239330	170239480	id-78033	4.34e-05	+	CCTGCCTCCATAGACTCCACCTCTGGGGGCAGGGC	Upstream_CTCF	5
chr4	170405751	170405901	id-78034	1	+	NA	NONE	26
chr4	170407415	170407565	id-78035	5.48e-05	-	GGTGAAATTTTGAGTTTCGTCATTTGGTGGCACTG	Upstream_CTCF	38
chr4	170414172	170414322	id-78036	5.2e-08	-	GTGTAATTCAGGCTGCAGTCCAGTAGATGGTGCCG	UpstreamP1_CTCF	40
chr4	170487577	170487727	id-78037	3.09e-07	-	CAAAGGAGTGGCCATTAAGCCACCAGAGGGAGCTC	V_CTCF_BR	39
chr4	170503512	170503662	id-78038	1	+	NA	NONE	4
chr4	170533434	170533584	id-78039	8.5e-06	+	CCCGTAGAAACGGCGGGGTGCAGCAGGGGGAGTGC	Upstream_CTCF	26
chr4	170534394	170534544	id-78040	8.59e-05	+	AAAGATTTTGGCGGCTTTGCCAGACGATGGCGCTG	V_CTCF_BR	40
chr4	170540695	170540845	id-78041	1.64e-06	-	AGATCACTTTTGAGTGTCTCCACTGGGTGGCAGAA	Upstream_CTCF	40
chr4	170541516	170541666	id-78042	3.56e-05	+	CCCACCGTTCCCACGCCGCCCAATAGGCGCCGACG	Upstream_CTCF	22
chr4	170633735	170633885	id-78043	4.34e-05	+	AGTGCAGAATAAGTAACATTCAGCAGAGGCAGGTT	Upstream_CTCF	4
chr4	170644492	170644642	id-78044	4.43e-05	-	GGACCTGCAGCTTTCACTGACAAATGGGGGCGCTA	V_CTCF_BR	36
chr4	170678995	170679145	id-78045	1	+	NA	NONE	12
chr4	170696016	170696166	id-78046	4.01e-05	-	GCGCCCAGCTCGTCCACCCACCCTAGGGGGCGCGT	V_CTCF_BR	27
chr4	170712982	170713132	id-78047	5.01e-06	+	ACTGGCTGGATTAAATTAGCCACAGGAGGGCTCCA	V_CTCF_BR	40
chr4	170715092	170715242	id-78048	5.01e-06	-	AAATGCCCATCAAAAGTCTCCAGTAGGGGGCTGGG	V_CTCF_BR	23
chr4	170731599	170731749	id-78049	3.18e-06	+	TTGCCAATGGCTTTTTAGACCACAAGAGGGAGCTG	V_CTCF_BR	40
chr4	170812187	170812337	id-78050	1	+	NA	NONE	9
chr4	170823926	170824076	id-78051	5.92e-05	+	TGCAACTATGATCAGAGAAACAGGTGAGGGCAGTA	V_CTCF_BR	8
chr4	170861784	170861934	id-78052	6.8e-06	-	TCGCATTAGCAGGGGAAAACCACCAGGGGCTGTTG	UpstreamP1_CTCF	22
chr4	170891002	170891152	id-78053	5.34e-06	-	TGCCTTCATTCAGCTGGCCCCAGTAGGGGGTAGCA	V_CTCF_BR	5
chr4	170929707	170929857	id-78054	1.34e-06	-	GGGCAGTCAACAAACATCATCTCTAGGTGGCACCC	UpstreamP1_CTCF	16
chr4	170947414	170947564	id-78055	1.59e-06	-	CGCCGGCGGAGGCGGCTCGCCCGCAGTAGGCGCTA	V_CTCF_BR	17
chr4	170969031	170969181	id-78056	9.29e-06	-	AATGAGCAACACATCTTGACCAGCAGGCGGCAGTC	Upstream_CTCF	40
chr4	170991220	170991370	id-78057	1	+	NA	NONE	2
chr4	171010423	171010573	id-78058	3.36e-05	-	CTGTGGGGCACGGCCTTGGAAGGGAGGGGGCGTGC	UpstreamP1_CTCF	25
chr4	171011344	171011494	id-78059	2.58e-09	-	CTGCAGTGGACCCAAGTCGCCGCCAGATGGTTCCC	UpstreamP1_CTCF	40
chr4	171059862	171060012	id-78060	5.41e-06	+	GCATCATTTATGGACTTGAACACTAGGTGTCGCTC	Upstream_CTCF	40
chr4	171120009	171120159	id-78061	1.26e-05	+	ATTTCAATATCTCTAGTCTTCTCTAGATGGCAGTC	Upstream_CTCF	20
chr4	171149217	171149367	id-78062	7.44e-05	-	ACTCCAGTTCCAGACTCAGCCTGTAGGAGAACTAG	Upstream_CTCF	20
chr4	171165099	171165249	id-78063	1	+	NA	NONE	4
chr4	171180895	171181045	id-78064	4.34e-07	+	ATGTTGGGTAAGTGAAGGCCCAGTAGAGGGCGCTG	UpstreamP1_CTCF	39
chr4	171228447	171228597	id-78065	1	+	NA	NONE	12
chr4	171296075	171296225	id-78066	2.06e-09	-	GTGCAGTTCACTCTACAGGCCAGCAGGTGGTGATT	UpstreamP1_CTCF	38
chr4	171321602	171321752	id-78067	1.5e-05	+	TCAGTAATTATACTACCAGCCACACGGTGGCTTGG	Upstream_CTCF	21
chr4	171418437	171418587	id-78068	3.4e-06	-	CCAGGAAGCCATCAGGGGGACAGTTGGTGGCACTC	V_CTCF_BR	7
chr4	171510891	171511041	id-78069	1	+	NA	NONE	31
chr4	171542275	171542425	id-78070	8.08e-08	-	ACTGCAATGCCAGCCAAAGCCAGCAGAAGTGACAA	Upstream_CTCF	6
chr4	171545162	171545312	id-78071	9.78e-07	-	TGGTAGGGAACAGAACTGGCCTGCAGAGGGAGATA	UpstreamP1_CTCF	21
chr4	171609031	171609181	id-78072	6.51e-07	-	GGGGTCCTTTCCACTGTGGCCGCAAGGGGGCTATG	Upstream_CTCF	3
chr4	171638142	171638292	id-78073	6.39e-05	-	GCAGAAAATGAAACTGTGATCAACAGGAGGCAGCA	Upstream_CTCF	19
chr4	171671795	171671945	id-78074	7.6e-05	+	ATGTCTCTGGGATAAATGGCCTCTAGGGGATGCGG	UpstreamP1_CTCF	11
chr4	171677928	171678078	id-78075	1.75e-07	+	GTGCAGTTCAACCTACAAGCCAGTAGATGACTCTT	UpstreamP1_CTCF	1
chr4	171726672	171726822	id-78076	1.34e-06	+	CCTGCCCGTCTGCATGCTCCCGCTAGGGGTCTGAG	Upstream_CTCF	4
chr4	171760464	171760614	id-78077	4.94e-06	-	AGTGTAGTAACAATAATCCCCAGCAGGTTACATCA	Upstream_CTCF	3
chr4	171774688	171774838	id-78078	1.64e-05	-	AAGTGGTGCACTCTCCCAGTCGGCAGGGGGCGTAC	V_CTCF_BR	39
chr4	171797159	171797309	id-78079	4.68e-05	+	CTGCATTGCTCTCTAGTGGCTTGGACATGCAACTC	UpstreamP1_CTCF	17
chr4	171912225	171912375	id-78080	8.98e-06	+	TTGTAGTTTGGACTGTGATCCAGTAGATAGCGCTT	UpstreamP1_CTCF	28
chr4	171988648	171988798	id-78081	2.28e-05	+	GAATCAATGTCTTGAAAGGCCACAAGATGGTGTAT	Upstream_CTCF	10
chr4	172107996	172108146	id-78082	1	+	NA	NONE	9
chr4	172108336	172108486	id-78083	1	+	NA	NONE	0
chr4	172515559	172515709	id-78084	6.49e-06	-	TTGGTGATAACCACCACCCCCAACAGGGGTCACCA	Upstream_CTCF	5
chr4	172571832	172571982	id-78085	4.68e-07	-	TTCACAGTGGGAATGTGGACCACCAGGGGTCACTC	V_CTCF_BR	13
chr4	172706666	172706816	id-78086	9.4e-06	-	TTGCAGTTACTTGTCTCAGCTCCATGGTGGAGCCA	UpstreamP1_CTCF	11
chr4	172715824	172715974	id-78087	1	+	NA	NONE	7
chr4	172767513	172767663	id-78088	1.52e-07	+	CCATGGCCAGAGGAGGTAGACAGTAGGGGGCAGTG	V_CTCF_BR	37
chr4	172812377	172812527	id-78089	7.73e-06	-	GAACGCTGGCTCCAACCACCCTGAAGGTGGCTGCC	V_CTCF_BR	2
chr4	172955319	172955469	id-78090	2.6e-07	-	GAGTTGGTACACAGCCCAGACAGTAGAGGGCGCTA	V_CTCF_BR	38
chr4	173069010	173069160	id-78091	1.39e-05	-	ATCAAAATTTGACCTTCAGCCAGTAGATGGAGAAG	V_CTCF_BR	11
chr4	173077112	173077262	id-78092	2.15e-05	+	CCCGAGAACGTGCCAACAGACAACAGGAGGCGGTG	V_CTCF_BR	2
chr4	173079230	173079380	id-78093	3.16e-05	+	ACTGAGAAAGTAATCAGCACCAGCAGATGGCCCTC	Upstream_CTCF	2
chr4	173123735	173123885	id-78094	3.33e-08	-	TTGCAATTCAAGGACACTGCCACTAGATGGTAATC	UpstreamP1_CTCF	39
chr4	173154214	173154364	id-78095	8.71e-06	+	AATCCCAGCACACCGGGTGGCAGCAGAGGGAGGAT	V_CTCF_BR	20
chr4	173162259	173162409	id-78096	1	+	NA	NONE	9
chr4	173235046	173235196	id-78097	2.04e-05	-	ATTATTTGGCTCTCCGTTTCCTGCAGGTGGAGCAT	V_CTCF_BR	2
chr4	173436784	173436934	id-78098	1.84e-05	-	ACTCTGTTCCAGTAGCCAGCCAATAGGAGGTGCTG	UpstreamP1_CTCF	8
chr4	173464508	173464658	id-78099	1	+	NA	NONE	11
chr4	173517504	173517654	id-78100	1.17e-05	+	CCACCACGCTCCTGCCTGGGCAACAGAGGGAGACA	V_CTCF_BR	13
chr4	173588265	173588415	id-78101	1	+	NA	NONE	12
chr4	173609815	173609965	id-78102	1	+	NA	NONE	6
chr4	173751527	173751677	id-78103	3.4e-06	-	AAAACAATTCACTTTTTTACCAGAAGGTGGCAGTG	V_CTCF_BR	30
chr4	173787029	173787179	id-78104	1	+	NA	NONE	8
chr4	173792632	173792782	id-78105	5.13e-05	+	CACATTCACACTTTTTAGCCCAACAGAGGGAGCAG	V_CTCF_BR	11
chr4	173813590	173813740	id-78106	4.85e-07	+	GTGTAATTCAGGATGCGAACCAGTAGACGGCGCTT	UpstreamP1_CTCF	39
chr4	173922922	173923072	id-78107	1	+	NA	NONE	14
chr4	173934710	173934860	id-78108	1.91e-08	+	CCCGTAATTCAAGAAATGGTCACCAGAGGGCAGCA	Upstream_CTCF	40
chr4	173935571	173935721	id-78109	1.9e-06	-	TGTGAACCTTCCCCTAGGCCCTGGAGAGGGAGCCA	Upstream_CTCF	35
chr4	173946337	173946487	id-78110	1.7e-05	+	TGTTCCTGGTTTTCTTTTACCACCAGGGGGACCCC	Upstream_CTCF	40
chr4	173953721	173953871	id-78111	1	+	NA	NONE	33
chr4	174090060	174090210	id-78112	2.5e-05	-	AACAAGTTGCCGGTCGCTGCCGCCGGAGGGGGCCG	UpstreamP1_CTCF	12
chr4	174090478	174090628	id-78113	1.41e-05	+	GGCCTGTGGCGCGTGCAGGCCTGAAGGAGGCGAGA	UpstreamP1_CTCF	21
chr4	174092368	174092518	id-78114	3.63e-06	-	AGTCATCGAAGTAAAAGAACCACAAGGGGGAGGAG	V_CTCF_BR	38
chr4	174095872	174096022	id-78115	4.88e-05	+	TGTTTCATCAGTAGTCAAACCAGTAGGTGGAGAAG	V_CTCF_BR	6
chr4	174098509	174098659	id-78116	1	+	NA	NONE	9
chr4	174113642	174113792	id-78117	1.1e-05	+	TGCCCAAGCTGCCATGCCACCAGAAGGGGGCATGT	V_CTCF_BR	32
chr4	174116398	174116548	id-78118	9.81e-06	+	GAAGAACAGTCTTCCAAAGCCTGAAGGGGGCTCTG	V_CTCF_BR	3
chr4	174153180	174153330	id-78119	1	+	NA	NONE	37
chr4	174158498	174158648	id-78120	3.16e-05	-	AAAGCAATGTCCTATTATCCCTCTAGGGGAGAAAC	Upstream_CTCF	25
chr4	174179016	174179166	id-78121	1.24e-05	-	TGCAGCTTACCACGTGTGGACTCTGGAGGGAGCTC	V_CTCF_BR	40
chr4	174180590	174180740	id-78122	1.34e-06	+	CTCTAGTTCTACCTTTTGGCCAGTTGGTGGCCACT	UpstreamP1_CTCF	32
chr4	174202271	174202421	id-78123	3.18e-06	-	CAGGCACACCTACCCAGAACCAGGAGGAGGCAGCA	V_CTCF_BR	25
chr4	174209568	174209718	id-78124	6.05e-06	+	TGGAGAAAAAAATCCCATCCCACTAGGTGGCGCTG	V_CTCF_BR	40
chr4	174222867	174223017	id-78125	1.64e-06	-	AGAGCATTGTTTGAGTTCACCATTAGAGGGCGCCT	Upstream_CTCF	40
chr4	174238275	174238425	id-78126	8.91e-07	-	GCAGCACTTTTGGTAGCTGCCTGTAGGGGTCTAGG	Upstream_CTCF	39
chr4	174240051	174240201	id-78127	8.58e-06	+	GGTTAATATTTGATATTGTCCAGCAGGTGGAGATA	UpstreamP1_CTCF	32
chr4	174281879	174282029	id-78128	1.1e-05	-	AGAGTCGTCTTCTATAGCAACAGAAGAGGGAGCCC	V_CTCF_BR	40
chr4	174293117	174293267	id-78129	1	+	NA	NONE	10
chr4	174337467	174337617	id-78130	1	+	NA	NONE	6
chr4	174338281	174338431	id-78131	8.81e-07	-	GAGGTGCTGTTTAGTTTTAACACCAGGTGGCGCTA	V_CTCF_BR	40
chr4	174341567	174341717	id-78132	3.31e-06	+	TTGTATTTTGGTAACATGACCAGTAGAGGTCATAG	UpstreamP1_CTCF	38
chr4	174415640	174415790	id-78133	7.17e-05	-	CCTCTTGTTCTTCTTTAGAAAGCCAGGTGGCGCTA	Upstream_CTCF	40
chr4	174427109	174427259	id-78134	1.14e-06	+	CTGTGTTGTCCCCGCCCGGGCTGAAGGGGGAGCTC	UpstreamP1_CTCF	40
chr4	174428145	174428295	id-78135	2.43e-06	-	GTGGCAATTTGGGCACTAGGCTGCAGAGGGCAATG	Upstream_CTCF	7
chr4	174438492	174438642	id-78136	1	+	NA	NONE	5
chr4	174442433	174442583	id-78137	3.41e-08	-	CCTGCAGTTTTCAAAATCTCCCCCAGAGGATGCCG	Upstream_CTCF	6
chr4	174443277	174443427	id-78138	1	+	NA	NONE	21
chr4	174444150	174444300	id-78139	9.84e-05	-	GAGAGTCCAGATCTCCACGTGAGGAGGGGGCGCTA	V_CTCF_BR	10
chr4	174458126	174458276	id-78140	8.23e-05	-	GGGCAGGGATGGGAAAATGGCACTAGGGGCGCTCT	UpstreamP1_CTCF	34
chr4	174507714	174507864	id-78141	2.1e-05	-	AAGAATTCCTCGCAACAAACCAGCAGGAGGCATAG	UpstreamP1_CTCF	12
chr4	174513013	174513163	id-78142	5.7e-05	-	GGCGTACTCCACAGTGCCTACTACAGGTGCCAGTA	Upstream_CTCF	18
chr4	174669630	174669780	id-78143	1	+	NA	NONE	21
chr4	174673879	174674029	id-78144	2.11e-06	-	CAGCTTTCTTTAGGATCTGCCAAGAGGGGGCGCTA	V_CTCF_BR	40
chr4	174748992	174749142	id-78145	1.93e-05	-	AGGATCATATTAAAAACAAACAGAAGGGGGCAGGA	V_CTCF_BR	21
chr4	174755412	174755562	id-78146	3.28e-05	+	TTGACAACACTGTATATAACCTGAAGGGGGCATAC	V_CTCF_BR	28
chr4	174893540	174893690	id-78147	7.17e-05	-	GCTGCACTGCTGTCCCCAACCCAGAAATGGAAGTG	Upstream_CTCF	5
chr4	174911390	174911540	id-78148	2.11e-06	-	ATCTGGGATGCTGACTTTGCCAGTAGAGGGAGATA	V_CTCF_BR	40
chr4	174912110	174912260	id-78149	3.97e-05	-	CGGTATTATCTGTGCGAATGCGCCAGGGGTCACGC	UpstreamP1_CTCF	10
chr4	174930130	174930280	id-78150	1	+	NA	NONE	7
chr4	175029285	175029435	id-78151	7.15e-05	-	GCAGGAGCTCTTCACCCTAATAGCAGTGGGCTCCA	V_CTCF_BR	2
chr4	175041762	175041912	id-78152	8.71e-06	-	GGAATCAACTTAATTTCCGCCACTAGGTGGCATGA	V_CTCF_BR	40
chr4	175077503	175077653	id-78153	1.64e-05	-	AAGTCCCTTATAAAGTTAGACACTAGGTGGCAATA	V_CTCF_BR	40
chr4	175103122	175103272	id-78154	1	+	NA	NONE	21
chr4	175120344	175120494	id-78155	1	+	NA	NONE	1
chr4	175131615	175131765	id-78156	2.27e-06	+	AAAAGGAATGCAACCCTGAGCAGTAGAGGGCAGTG	V_CTCF_BR	18
chr4	175139086	175139236	id-78157	1	+	NA	NONE	12
chr4	175143534	175143684	id-78158	4.38e-08	+	CCTGTAGGTTTCAGGTTATCCACTAGGTGGCAAGG	Upstream_CTCF	40
chr4	175175162	175175312	id-78159	5.28e-05	-	CTTGCAGTACCCACTTCTCCCTGTATGTATCAGCT	Upstream_CTCF	4
chr4	175180883	175181033	id-78160	1	+	NA	NONE	9
chr4	175204692	175204842	id-78161	1.55e-05	-	ATAGTCGGCAGTTCTGGCCCCTGCAGCTGGAGGTA	V_CTCF_BR	13
chr4	175240441	175240591	id-78162	7.27e-06	-	TAAAATACTGGCATGTTAACCACAAGGTGGTGCTA	V_CTCF_BR	36
chr4	175270473	175270623	id-78163	1	+	NA	NONE	8
chr4	175286275	175286425	id-78164	1.64e-05	+	TTTTTTTAATTCTGAACAACCACTGGGTGGCAGTA	V_CTCF_BR	35
chr4	175304426	175304576	id-78165	1	+	NA	NONE	2
chr4	175366049	175366199	id-78166	1	+	NA	NONE	1
chr4	175443167	175443317	id-78167	1	+	NA	NONE	16
chr4	175481179	175481329	id-78168	2.39e-05	-	CAGCACTGCATCTGAGAAACCAGCAGGGCCTGTTA	UpstreamP1_CTCF	2
chr4	175553435	175553585	id-78169	3.4e-06	-	AAGCCACTCTATGCCTAAACCACAAGAGGGCTCCC	V_CTCF_BR	38
chr4	175635668	175635818	id-78170	4.59e-07	-	TTGTAGTGTGATGGAGCTGTCACTAGATGGCAGAC	UpstreamP1_CTCF	40
chr4	175685385	175685535	id-78171	1.38e-06	+	ATACCAGTTATAGACTAGACCAGCAGAGGGAGCTC	V_CTCF_BR	38
chr4	175747939	175748089	id-78172	4.88e-05	+	TTTATTTTACAAAATATTTCCAGTAGAGGGAGCTT	V_CTCF_BR	7
chr4	175750680	175750830	id-78173	2.91e-05	-	TCTTCTCTTCCCCAGCCCTCCGCCAGGGTCTGGGT	Upstream_CTCF	8
chr4	175795196	175795346	id-78174	4.65e-05	+	AGAATCATTTTTTTTTTTGCCCCTTGAGGGCGCAA	V_CTCF_BR	25
chr4	175976310	175976460	id-78175	3.97e-07	-	TGTGTTGACTGGCCTCTAGCCAGGAGGTGGCGCTT	V_CTCF_BR	12
chr4	176031224	176031374	id-78176	1.99e-07	-	AGGCAGGCTGGTCCTCGGGCCACTAGGTGGCATCC	V_CTCF_BR	16
chr4	176046750	176046900	id-78177	8.64e-05	-	GTGGGACCTATATGAAATGCCACTAGGTGATGCTG	Upstream_CTCF	3
chr4	176086007	176086157	id-78178	1	+	NA	NONE	5
chr4	176087294	176087444	id-78179	1	+	NA	NONE	3
chr4	176173906	176174056	id-78180	8.71e-06	-	CAGTGCCCCACTGCCCAAACCTCTAGGGGGAGCAT	V_CTCF_BR	4
chr4	176174759	176174909	id-78181	1.1e-05	-	CCAAATTTGCAGTTATCAGCCAGCAGAGGTCGTTC	V_CTCF_BR	30
chr4	176202085	176202235	id-78182	5.68e-06	+	GCTCCTTCAGGTCTAACAGCCTCAGGGTGGCACAC	V_CTCF_BR	3
chr4	176219188	176219338	id-78183	8.91e-07	-	TGAGCAGTACCACCCACCACCAGCACAAGGCAATC	Upstream_CTCF	3
chr4	176342834	176342984	id-78184	1	+	NA	NONE	13
chr4	176364828	176364978	id-78185	8.71e-06	-	TGCCTTTGGCAAATCTTGGCCAGAAGGGGGAGAAT	V_CTCF_BR	26
chr4	176430584	176430734	id-78186	1.84e-06	+	TTAGCCACCAGTAGAAAAGCCACCAGAGGTCGCTC	V_CTCF_BR	25
chr4	176458126	176458276	id-78187	4.01e-05	-	AATGGAAGAAGGTTTTTAGCCACAAGGTGTCGTTG	V_CTCF_BR	38
chr4	176481870	176482020	id-78188	1.1e-05	+	TAATTATGGATTTTGAGAGCCACTAGATGTCAGCA	V_CTCF_BR	31
chr4	176544142	176544292	id-78189	4.31e-05	+	TAGCAGCCTGCCCTCAGTGACTGCAAGGGGCAGAG	UpstreamP1_CTCF	9
chr4	176578849	176578999	id-78190	1.73e-05	+	CAATATCCCTGGCCTCTAACCACTAGATGTCAGAT	V_CTCF_BR	6
chr4	176610696	176610846	id-78191	1	+	NA	NONE	2
chr4	176728019	176728169	id-78192	2.72e-06	+	TTGCTGAGACGAAGTCTGTCCACTAGATGGATAAA	UpstreamP1_CTCF	3
chr4	176813174	176813324	id-78193	3.88e-07	-	TTGTAGTTCGCTTTAGTTACCAAAAGGTGGCAAAG	UpstreamP1_CTCF	36
chr4	176868395	176868545	id-78194	6.34e-08	+	CCTGTGATTTCCACAGCAACCACTAGAGGGAAAAC	Upstream_CTCF	39
chr4	176875199	176875349	id-78195	1	+	NA	NONE	32
chr4	176955766	176955916	id-78196	6.84e-06	+	TGTAGTTGAAATCACATTCCCACCAGAGGTCAGCC	V_CTCF_BR	29
chr4	176976227	176976377	id-78197	1	+	NA	NONE	31
chr4	177015331	177015481	id-78198	2.72e-05	+	CTTCAGTTCATGTGAACTGTCACTAGGTGACCAAC	UpstreamP1_CTCF	9
chr4	177020601	177020751	id-78199	1.71e-06	+	GAAGAATATCCTCTTGCTTCCAGCAGGGGGAGGGG	V_CTCF_BR	30
chr4	177044991	177045141	id-78200	2.11e-06	-	TTGACTAGGTAGCTGGTGGCCACTAGGTGGCTTCA	V_CTCF_BR	40
chr4	177071550	177071700	id-78201	5.96e-07	+	TTTTTTGTCAACTCTTTAGCCTCCAGGTGGCAGTG	V_CTCF_BR	31
chr4	177113162	177113312	id-78202	5.86e-07	-	TCTGCATTTGCCAGAGTCACTGGCAGGTGGCAGAG	Upstream_CTCF	19
chr4	177198824	177198974	id-78203	1.48e-05	-	GTGATATTACAGACAGAGGCCAGGCGGGGGAGCTC	UpstreamP1_CTCF	40
chr4	177262224	177262374	id-78204	3.4e-06	-	CTTGTTTTCATGAGCTGTATCACCAGAGGGCACCA	V_CTCF_BR	40
chr4	177297287	177297437	id-78205	1.09e-07	+	CTGCATTTTTGGTTGATTTCCACTAGATGGTAGTA	UpstreamP1_CTCF	36
chr4	177298982	177299132	id-78206	3.56e-06	+	TGTTCATTTCTCTTGTATTCCAGCAGATGTCAGTC	Upstream_CTCF	38
chr4	177434216	177434366	id-78207	1	+	NA	NONE	1
chr4	177455896	177456046	id-78208	2.8e-05	+	TGAGCTCATACAGAGTTGACCAGAGGGTGGAGATG	Upstream_CTCF	6
chr4	177484846	177484996	id-78209	1	+	NA	NONE	29
chr4	177490575	177490725	id-78210	1.39e-05	+	ACAAAGATCTTGACTCTAGCCTACAGAGGGCAACG	V_CTCF_BR	30
chr4	177522308	177522458	id-78211	1	+	NA	NONE	2
chr4	177557170	177557320	id-78212	3.56e-06	+	TTGGCCCTTCCTCTCATTTCCTGAAGGAGGAGCTG	Upstream_CTCF	22
chr4	177563788	177563938	id-78213	1	+	NA	NONE	14
chr4	177577447	177577597	id-78214	6.75e-05	+	CAGCATCTGTCTAGCAGTCACACAAGAGTGCGCTG	UpstreamP1_CTCF	3
chr4	177581824	177581974	id-78215	1.03e-07	-	ACTGTCATTCCAATGAAGCCCAGCAGAGGCCCCAG	Upstream_CTCF	35
chr4	177631572	177631722	id-78216	1	+	NA	NONE	10
chr4	177711150	177711300	id-78217	4.24e-07	+	AATGTGGTGCTTGTACAGGCCACTAGGGAGAGACA	Upstream_CTCF	40
chr4	177714015	177714165	id-78218	4.88e-05	-	GCTTTCTCTCACATAAGCGCAGGCAGAGGGCGCGT	V_CTCF_BR	28
chr4	177885375	177885525	id-78219	2.6e-07	+	CCAGATAGCTCCAGCCCTGCCAGTAGGGGGTGGTA	V_CTCF_BR	37
chr4	177909437	177909587	id-78220	1	+	NA	NONE	8
chr4	177930113	177930263	id-78221	1	+	NA	NONE	5
chr4	177954396	177954546	id-78222	3.03e-05	-	GTCTCACCACCACCCCTCTCCACTAGTGGCTGCTG	Upstream_CTCF	28
chr4	177968341	177968491	id-78223	1	+	NA	NONE	3
chr4	177968615	177968765	id-78224	2.93e-08	-	GTGTGCTTATACACACCCCCCAGCAGAGGGCAGTG	UpstreamP1_CTCF	38
chr4	177972725	177972875	id-78225	2.59e-06	+	TTGTGTGTTCAAGAAATGCCCAGTAGGGGGCATCC	UpstreamP1_CTCF	37
chr4	177985949	177986099	id-78226	1.1e-05	+	GTGGTAAAGGAGCGTACAACATCCAGAGGGCAGTG	V_CTCF_BR	5
chr4	178000657	178000807	id-78227	4.34e-05	-	TGTGCACTGCCCCCAGTGCCCACACAATGGGTGGA	Upstream_CTCF	4
chr4	178021575	178021725	id-78228	8.33e-05	-	CACCCTGTTCTCCTTTTCCCCTGCAGGGGGACTTG	Upstream_CTCF	19
chr4	178029991	178030141	id-78229	1.85e-05	+	GATTTAGCCCTCTGACAGTCCAGGAGATGGTGCTA	Upstream_CTCF	32
chr4	178076743	178076893	id-78230	2.2e-06	+	TCTGCAGTAACGCATGCAGACACTAGTTGAAGCTC	Upstream_CTCF	13
chr4	178080919	178081069	id-78231	1.84e-05	+	CCCCAAGGCTCAACATGCTCCACTAGGTGGCTTTA	UpstreamP1_CTCF	1
chr4	178161225	178161375	id-78232	5.28e-05	-	AAAGCAATGCACAGATGGCTATGCAGAGGGAGCCC	Upstream_CTCF	19
chr4	178171358	178171508	id-78233	7.16e-08	+	GCTGCTATTCTGCCATCGCCCTCCTGGGAGCGCTG	Upstream_CTCF	39
chr4	178205478	178205628	id-78234	1.28e-06	-	GAGAGAGACGGTGGAATGGCCAGTGGGTGGAGCAG	V_CTCF_BR	8
chr4	178261029	178261179	id-78235	1.55e-07	-	ATGTACCTCCATGCTCTTTCCACTAGATGGCTATA	UpstreamP1_CTCF	40
chr4	178270431	178270581	id-78236	4.7e-06	-	AATATGATTCCCCCCAGTTCCTCCAGAGGGAGCAC	V_CTCF_BR	13
chr4	178288610	178288760	id-78237	3e-06	+	GTGCCTGTGTTTCCTTATACCACTAGGTGGAGGGA	UpstreamP1_CTCF	40
chr4	178297335	178297485	id-78238	8.59e-05	+	CACAGTGGCCACACATCTTACGCTGGAGGGAGCTG	V_CTCF_BR	11
chr4	178302202	178302352	id-78239	1.96e-08	-	CTGTGGCCCTCTGCCTTTGCCAGCAGAGGGCAGCT	V_CTCF_BR	33
chr4	178362258	178362408	id-78240	1	+	NA	NONE	36
chr4	178426313	178426463	id-78241	9.51e-07	+	TGGTGGTTTAATGCTCCTGCCAGGAGGTGGCGCTT	V_CTCF_BR	22
chr4	178468050	178468200	id-78242	8.21e-05	-	TAACAATCTGCTTTTACTTTCACTAGGTGGCTCCA	V_CTCF_BR	24
chr4	178469289	178469439	id-78243	5.55e-07	-	ACTGCATAGACAGAATTGACCACCAGGGAGAAGTA	Upstream_CTCF	24
chr4	178476245	178476395	id-78244	1.48e-06	+	AAATCGGTATTTTATGTTGCCACCAGGAGGCAGCA	V_CTCF_BR	38
chr4	178500889	178501039	id-78245	1.04e-05	+	AGCTGTTTCCTAAAAACGCCCTGAAGATGGCACAA	V_CTCF_BR	23
chr4	178588965	178589115	id-78246	1.29e-05	+	GTGCCACTGCACAGAGGGAACGACAGAGGGAGACA	UpstreamP1_CTCF	31
chr4	178649765	178649915	id-78247	6.19e-06	+	AAGCTGTCCGTCTTGAAGGCGGGCAGGGGGAAGCC	UpstreamP1_CTCF	3
chr4	178801126	178801276	id-78248	6.84e-06	-	CGGTGCCCCACTGCTCAAACCTCTAGGGGGAGCTT	V_CTCF_BR	24
chr4	179007591	179007741	id-78249	7.02e-05	-	CTTCATGAAACAAAAGAGCACAGAGGAGGGCGCTG	UpstreamP1_CTCF	15
chr4	179060042	179060192	id-78250	8.64e-05	-	AATGCATTGGCCAAGTTCACCACATAGTGGTGCTG	Upstream_CTCF	3
chr4	179196953	179197103	id-78251	3.88e-06	-	CGATCTTAACTGCTTCCTGCTGGCAGGGGGCGCTG	V_CTCF_BR	21
chr4	179217961	179218111	id-78252	1.19e-06	+	GAGAGGTCATGTACCCTCACCACCAGGAGGCAGGG	V_CTCF_BR	11
chr4	179220710	179220860	id-78253	3.28e-05	-	AACCTCTTTTATAGGTTCCACTCTAGGTGGCAGCA	V_CTCF_BR	3
chr4	179278000	179278150	id-78254	4.34e-05	-	CATGCAACTGCATCGCCTTCCTGTGGAAGGAATGC	Upstream_CTCF	9
chr4	179317086	179317236	id-78255	6.43e-06	-	GGCCAGGGACTGCTCTCAGCACCTAGAGGGCGCCC	V_CTCF_BR	17
chr4	179499211	179499361	id-78256	6.82e-05	+	ATTGCTTGTACAATGACAGAAGCCAGGTGGCAGCA	V_CTCF_BR	20
chr4	179520796	179520946	id-78257	2.59e-06	+	AGTCACTGCCTGCCTTTTGGCTCTAGGTGGCACCT	UpstreamP1_CTCF	18
chr4	179554549	179554699	id-78258	6.15e-05	-	AGTTGAAGTGTCAGTACTTCCGCTAGGGGGCCTGA	Upstream_CTCF	16
chr4	180228819	180228969	id-78259	1.09e-07	-	AGGTCACTCCCTCTTTTTGCCACTAGGTGGCACCT	Upstream_CTCF	40
chr4	180256286	180256436	id-78260	1	+	NA	NONE	5
chr4	180546623	180546773	id-78261	2.77e-07	-	GTGCTATGACTACATCTAGCTACAAGGGGGCATGG	UpstreamP1_CTCF	15
chr4	180548003	180548153	id-78262	4.17e-05	-	GAATTCCTTTCTCCGGCCGCCACAAGGGAGCTGCA	Upstream_CTCF	18
chr4	180635195	180635345	id-78263	4.23e-06	+	CTGAGGGCTCCCCAGAAGCCCAGCAGATGCCAGCA	UpstreamP1_CTCF	1
chr4	180788546	180788696	id-78264	5.55e-07	+	GTGGTTATGCCCCGTTTCTCCTGCAGAGGGCAGCT	Upstream_CTCF	37
chr4	180949955	180950105	id-78265	1.1e-05	-	CACAGGAAACACACAGCATCCGCCAGGGGGTGCTT	V_CTCF_BR	25
chr4	180978432	180978582	id-78266	6.21e-06	-	CTTGACATCCCGAGTAAGCCCCCCAGAGGTCAGAC	Upstream_CTCF	25
chr4	180981453	180981603	id-78267	1.38e-06	+	GCAGGAGATGTAGACATATCCAGCAGATGGAGCAG	V_CTCF_BR	26
chr4	181072109	181072259	id-78268	1	+	NA	NONE	29
chr4	181370649	181370799	id-78269	5.9e-06	+	GTGTGGTGAAGCTCCCTCTCCTTTAGAGGGCGCAA	UpstreamP1_CTCF	29
chr4	181378189	181378339	id-78270	2.81e-06	+	CTAGCATTTCCAAATCTGACCACATGGCGGTGAAA	Upstream_CTCF	20
chr4	181471371	181471521	id-78271	8.5e-06	-	GCAGTAATGAGCAACACCACCACTAGGTAGAATTC	Upstream_CTCF	8
chr4	181478643	181478793	id-78272	7.23e-07	-	GATGCAATTCTTGAACCGTCCATTAGGAGGCTCTT	Upstream_CTCF	28
chr4	181508650	181508800	id-78273	9.84e-05	-	AGATGCAATCTAATTAAACCCACCAGGTGTCTCCC	V_CTCF_BR	5
chr4	181537011	181537161	id-78274	2.58e-05	-	GTTTCCATAACCTAAGTCTCCTATAGAGGGCAGGC	Upstream_CTCF	9
chr4	181562784	181562934	id-78275	5.37e-06	-	TTGCAACTCCATAATCTCACCAAATGGTGGCACAT	UpstreamP1_CTCF	4
chr4	181586051	181586201	id-78276	4.31e-07	+	GGAAGGCTGATTCTTTGCACCACTAGGTGGCAGTG	V_CTCF_BR	40
chr4	181587474	181587624	id-78277	3.4e-06	-	TTGAGTTCTTTCTGTTCTGTCACTAGGGGGCACTG	V_CTCF_BR	39
chr4	181679234	181679384	id-78278	2.39e-10	+	CTGCACTTGCGGCTGGTGGGCAGGAGGGGGCAGTC	UpstreamP1_CTCF	12
chr4	181749691	181749841	id-78279	9.25e-06	+	GTAGCACATTGTATCTGGACAACTAGGTGGCGCTG	V_CTCF_BR	38
chr4	181753379	181753529	id-78280	3.91e-06	-	GATGTCACTGACACATGGCCCACTAGGTGGCCATA	Upstream_CTCF	32
chr4	181761431	181761581	id-78281	6.86e-07	-	CCTGCAGACCTCTGAGAAAGCAGAAGAGGGCAGCA	Upstream_CTCF	24
chr4	181781253	181781403	id-78282	2.94e-06	-	CCTGATGGGGAGACACCTCCCAGCAGGGGTCGACA	Upstream_CTCF	1
chr4	181830559	181830709	id-78283	2.33e-07	+	CTGCAATTATGCAAACTCACCAAAAGGGGGCCTGC	UpstreamP1_CTCF	32
chr4	181868763	181868913	id-78284	1.37e-05	-	ATTTCTATTCTCTTTTTTCCCTGCTGGGGGCAATG	Upstream_CTCF	23
chr4	181874848	181874998	id-78285	1.29e-05	-	TTGCAGGCTCAGAACAAGCCCCTTAGGTGGAGCTA	UpstreamP1_CTCF	29
chr4	181882049	181882199	id-78286	1	+	NA	NONE	22
chr4	182064526	182064676	id-78287	1.22e-08	+	TGCGCAACCTACAAAACTGCCACCAGGTGGCGCTC	V_CTCF_BR	38
chr4	182082910	182083060	id-78288	1	+	NA	NONE	2
chr4	182182604	182182754	id-78289	3.31e-06	+	TTGCTGCTGATATACACTTCCAGGAGATGGAGCTA	UpstreamP1_CTCF	26
chr4	182223013	182223163	id-78290	6.46e-07	+	GGACACCCTCTTCACCCCAACGCCAGGTGGCGCTG	V_CTCF_BR	36
chr4	182223363	182223513	id-78291	1	+	NA	NONE	3
chr4	182449850	182450000	id-78292	3.18e-06	-	GCAGCGTGTATGCACACTTGCACTAGGGGGCAGCA	V_CTCF_BR	40
chr4	182490817	182490967	id-78293	9.81e-06	+	AGGATAGTTTTTCATCCTGCCACTAGATGTCAGGA	V_CTCF_BR	36
chr4	182503867	182504017	id-78294	6.39e-08	-	AGATGGAGCACCTTGGCTACCAGTAGGGGGCAGTC	V_CTCF_BR	26
chr4	182540202	182540352	id-78295	9.29e-06	+	TGCGCATTACCCAAGCCTCTCCCAAGGGGGCCGTG	Upstream_CTCF	6
chr4	182832608	182832758	id-78296	1	+	NA	NONE	6
chr4	182860416	182860566	id-78297	1	+	NA	NONE	16
chr4	182919874	182920024	id-78298	8.33e-05	-	GTTATCCTGCTTCAGGATACCTCTAGGGGGCCCAA	Upstream_CTCF	25
chr4	182933085	182933235	id-78299	1.54e-05	-	TTGCAGTTGATGCCGGCTGTCGGTTGGGGGCCTCA	UpstreamP1_CTCF	2
chr4	183010596	183010746	id-78300	2.34e-06	-	CTCTTGTTAATTATTGTGGCCAGCAGGGAGCGCAA	UpstreamP1_CTCF	28
chr4	183015275	183015425	id-78301	1.17e-05	+	TGAACACTACAGAGGAGCAACAGAAGAGGGAGCTC	V_CTCF_BR	10
chr4	183064069	183064219	id-78302	1.93e-05	+	CCGGGGGAGGGCTTTCCTGCAGACAGGGGGCGGGA	V_CTCF_BR	24
chr4	183064514	183064664	id-78303	8.19e-06	-	GTGTAATTAAGGATTTCCACCCCCGGTAGGCGGCC	UpstreamP1_CTCF	14
chr4	183167169	183167319	id-78304	5.34e-06	-	CACTTAGGAAAACACATAGCCAGAAGGTGCCACCC	V_CTCF_BR	2
chr4	183167578	183167728	id-78305	1	+	NA	NONE	8
chr4	183176708	183176858	id-78306	9.25e-06	+	GTGGCACCGTGTGGTGACTCCTGGAGATGGCAGTG	V_CTCF_BR	5
chr4	183187167	183187317	id-78307	1	+	NA	NONE	25
chr4	183228417	183228567	id-78308	5.74e-05	-	TCTCTCTACTTTCTAACTACCAGTAGGGGGCCAAT	UpstreamP1_CTCF	34
chr4	183260610	183260760	id-78309	6.49e-06	+	CTGCTTTGTGGATTACCCACCAGAAGGTGTGAGTA	UpstreamP1_CTCF	1
chr4	183364365	183364515	id-78310	1	+	NA	NONE	17
chr4	183377062	183377212	id-78311	3.42e-05	+	GTTTACATTTCTGTCTCCCCCACTAGGGGGACAGG	Upstream_CTCF	29
chr4	183399683	183399833	id-78312	7.8e-08	+	ACAGTGACTTGACTCTTTGCCACTAGAGGGCAGTA	V_CTCF_BR	38
chr4	183481559	183481709	id-78313	1.23e-05	+	CAGTGATTTCCCAGTAATGCCAGCAGAAGCAACAG	UpstreamP1_CTCF	11
chr4	183496537	183496687	id-78314	1	+	NA	NONE	3
chr4	183506570	183506720	id-78315	4.43e-05	+	AGCATCCTTATAAGAAGAGACACCAGAGGGCTTTG	V_CTCF_BR	2
chr4	183564137	183564287	id-78316	7.02e-05	-	CTGCAGTTTGTAACTTGGACCCCTACTGGTCTAAA	UpstreamP1_CTCF	28
chr4	183571381	183571531	id-78317	7.91e-05	-	GTGCAGACAGTGGCAAGAAGAAGCTGGGGGCGCTG	UpstreamP1_CTCF	5
chr4	183727610	183727760	id-78318	1.82e-07	-	TCCCTACCACAGCCGCGCGTCACTAGGGGGCGCCG	V_CTCF_BR	40
chr4	183731025	183731175	id-78319	1.09e-07	+	GGAGCATCCCCGAGAGGGCCCTCCAGGGGGAGCAC	Upstream_CTCF	35
chr4	183756339	183756489	id-78320	2.31e-07	-	TGAGGACTTTCACTGACTGCCACCAGGGGAAGCGC	Upstream_CTCF	22
chr4	183783437	183783587	id-78321	5.61e-08	+	TCTGCAGCCACACTCAGGCCCTGCAGGGGGCCCGC	Upstream_CTCF	26
chr4	183798790	183798940	id-78322	1.09e-07	-	GCAGCATTATTCACAGCAGCCAGGAGGGGGACGTC	Upstream_CTCF	14
chr4	183800380	183800530	id-78323	1	+	NA	NONE	7
chr4	183839075	183839225	id-78324	1	+	NA	NONE	39
chr4	183846486	183846636	id-78325	2.47e-07	-	CTGCTGCGCCATCTAGCTACCAGCGGCGGCCTCCA	UpstreamP1_CTCF	39
chr4	183849322	183849472	id-78326	1.15e-07	+	TAGGTTCTACCAATAGGGGGCACCAGAGGGAGGCC	Upstream_CTCF	36
chr4	183859369	183859519	id-78327	4.96e-08	+	AGGGTTGTGCTCAGCGTGGACTCCAGGGGGCAGCA	Upstream_CTCF	40
chr4	183891809	183891959	id-78328	1	+	NA	NONE	1
chr4	183934146	183934296	id-78329	3.88e-06	+	ACTTGCAGGGCCATCCTCTCCTGAAGATGGCAGAA	V_CTCF_BR	8
chr4	183934752	183934902	id-78330	4.31e-05	-	GTGCTGCGACCCCGTGTGATCGGGAGAAGGGCAGG	UpstreamP1_CTCF	2
chr4	183994818	183994968	id-78331	4.3e-08	+	TGTTAGTTACCCATGTGGACCACCAGGTGGCAGCA	UpstreamP1_CTCF	40
chr4	183999986	184000136	id-78332	3.24e-06	+	CCTGCATCCCCTTTCTAGTCCTCTAGCTGGAGACA	Upstream_CTCF	12
chr4	184021069	184021219	id-78333	1	+	NA	NONE	32
chr4	184028129	184028279	id-78334	1	+	NA	NONE	33
chr4	184029321	184029471	id-78335	1.93e-05	-	CCCTGGATGTTCCCTTTGATCACCTGATGGAGGCA	V_CTCF_BR	10
chr4	184036569	184036719	id-78336	1	+	NA	NONE	8
chr4	184063290	184063440	id-78337	2.01e-05	-	AGGCAATATAACCCCAGAACCAGGGGGTGTCACCC	UpstreamP1_CTCF	13
chr4	184078509	184078659	id-78338	2.01e-05	-	AAAGCACCCAGTAAAACAACCACTAGAGGACACTG	Upstream_CTCF	29
chr4	184171149	184171299	id-78339	2.6e-06	-	AAGAATGTATGGGGAGTGCCCAGCAGATGTCACCA	V_CTCF_BR	40
chr4	184178052	184178202	id-78340	6.46e-07	-	CATGAGCACCTCTTTCCCACCACCAGGTGGCGAGC	V_CTCF_BR	40
chr4	184179070	184179220	id-78341	2.34e-06	+	GAGCAGCTGCCGAGCATCACCTGGAGAAGGCTGAG	UpstreamP1_CTCF	5
chr4	184183139	184183289	id-78342	4.24e-09	-	GCTGCAACTGTTAACCTGGCCAGAAGGTGGCAGGG	Upstream_CTCF	40
chr4	184183700	184183850	id-78343	1.55e-07	-	TTGTAGCTTTGACATCTCCCCAGGAGAGGGCGCAC	UpstreamP1_CTCF	39
chr4	184210241	184210391	id-78344	7.11e-06	+	GTGGTTCTTTGCTCTCCCTCCAGCAGGGGACAGAA	Upstream_CTCF	20
chr4	184252118	184252268	id-78345	9.71e-06	+	GGAGCACTTATGTTGCACAACTCCAGGGAGCAGCA	Upstream_CTCF	3
chr4	184274815	184274965	id-78346	4.85e-07	-	CTGCAGTGGTCCACACGCACCAGCAGGGATCCTCC	UpstreamP1_CTCF	17
chr4	184280863	184281013	id-78347	7.78e-06	+	AGTGCAGGCCTCAGAAAACATAGCAGGGGGCGCTG	Upstream_CTCF	19
chr4	184284466	184284616	id-78348	1.64e-05	-	GTGAGAAGAGGTCCAGGGGGCAGCAGAGGCCTCTG	V_CTCF_BR	37
chr4	184285215	184285365	id-78349	1	+	NA	NONE	3
chr4	184319927	184320077	id-78350	5.38e-05	-	GGGGCGAGGCTCGCTGCCATCGCTAGGAGGCTCTG	V_CTCF_BR	39
chr4	184328335	184328485	id-78351	8.76e-09	-	CCGCGATTCCGCCCCGAGGCCACTGGGTGGCGCCC	UpstreamP1_CTCF	40
chr4	184351840	184351990	id-78352	8.71e-06	-	TTCAGAAGGGAGGAGAGAGGCAGTGGGGGGCGCTA	V_CTCF_BR	14
chr4	184365013	184365163	id-78353	9.84e-05	-	CTTCGAAGCTGGCCCTGGCCCCGCAGCGGTAGGGC	V_CTCF_BR	15
chr4	184365294	184365444	id-78354	8.59e-05	+	GGCGGAGACCACAGGCCCCGCGGCTGCGGGCGGCT	V_CTCF_BR	17
chr4	184366020	184366170	id-78355	8.89e-06	-	CGTGCTAGCGGAGGCAGCGCCGCCAGCGGGGGCCA	Upstream_CTCF	19
chr4	184393495	184393645	id-78356	4.38e-09	+	CAATGAAGGGATCCTTTAGCCACCAGGGGGCAGCA	V_CTCF_BR	40
chr4	184425460	184425610	id-78357	3.36e-05	+	CTGCTGCTCCTTTGCAGGCTCGCGAGGAGCCGCAC	UpstreamP1_CTCF	33
chr4	184455000	184455150	id-78358	2.01e-05	+	CCTGCAATTCCAACACGTTCCTGCAGTCTCAGCTA	Upstream_CTCF	1
chr4	184478921	184479071	id-78359	4.24e-07	-	ACTGTGCTTCTGCTCCAGACCGCCGGTGGGCGGCA	Upstream_CTCF	0
chr4	184521459	184521609	id-78360	1.39e-05	-	AAAACCAGCAGCTTGGCAGCCACCAGAGGGGGCAA	V_CTCF_BR	40
chr4	184523950	184524100	id-78361	7.27e-06	-	AATGATCTATGTTGCTGAAACAGCAGAGGGAGCTA	V_CTCF_BR	39
chr4	184540668	184540818	id-78362	1.19e-06	+	CCATTTGGGCACAGCCCCTCCTGCAGGGGGAGGGG	V_CTCF_BR	7
chr4	184544531	184544681	id-78363	7.84e-05	+	AAATACTGTACATAAAACCCCACCAGGTGGCGACT	V_CTCF_BR	18
chr4	184557747	184557897	id-78364	1	+	NA	NONE	13
chr4	184580241	184580391	id-78365	6.49e-06	-	CTGCACTTCCCAGGCCCCACCAGCCGCGGCTCCGG	UpstreamP1_CTCF	31
chr4	184621696	184621846	id-78366	1	+	NA	NONE	3
chr4	184639034	184639184	id-78367	3.91e-06	+	ACTGTCATCAAGGTACTGTCCTGCAGAGGCCGCAA	Upstream_CTCF	5
chr4	184642583	184642733	id-78368	8.21e-06	-	GCACAAAGCGCGAGGGAAGCCGCTGGAGGGAGCTG	V_CTCF_BR	33
chr4	184644020	184644170	id-78369	3.18e-06	+	GGAACCCAGCCGGGCCGCGCCGCGAGGAGGCTCCC	V_CTCF_BR	14
chr4	184665510	184665660	id-78370	4.65e-05	+	CTACTGCACACCAGCCTGGGCGACAGAGGGAGACC	V_CTCF_BR	1
chr4	184679521	184679671	id-78371	1.57e-08	+	GCTGCAGTTCCCAAGGCCGTGAGCAGGAGGCGCTA	Upstream_CTCF	37
chr4	184718738	184718888	id-78372	4.5e-06	+	GCGGCTGTTCCTGGGAGCGGCGGGAGGCGGCCTCG	Upstream_CTCF	8
chr4	184729369	184729519	id-78373	1	+	NA	NONE	4
chr4	184760547	184760697	id-78374	7.73e-06	+	AGTTTATTTTTACTCTGAACCACTTGAGGGCACCA	V_CTCF_BR	33
chr4	184761499	184761649	id-78375	7.07e-08	+	CCCTTCTTTAGGTGGTTGGCCACCAGGGGGCAAGC	V_CTCF_BR	40
chr4	184989171	184989321	id-78376	2.1e-05	-	GAAGGAATTCATACTCCTTGCTGTAGAGGGGGCAA	Upstream_CTCF	4
chr4	185018531	185018681	id-78377	9.88e-07	+	TCTGCTCCAAGCCGCCACTCCACCGGGGGGCGCTT	Upstream_CTCF	25
chr4	185021557	185021707	id-78378	1.19e-06	-	TGGGGCGCCTCCCCGGATGTCACTAGGTGGCGCTG	V_CTCF_BR	33
chr4	185023751	185023901	id-78379	1	+	NA	NONE	1
chr4	185035742	185035892	id-78380	1	+	NA	NONE	10
chr4	185036631	185036781	id-78381	2.96e-05	-	TCGGTGACCATGATGATCCCCACCAGAGGGTGTGG	V_CTCF_BR	11
chr4	185064984	185065134	id-78382	9.81e-06	+	GCTGAACAGGAGGGACAGGCAGGTAGGGGGCGCAG	V_CTCF_BR	16
chr4	185085080	185085230	id-78383	8.46e-07	-	GTTGTTATAACCCAGGCTTCCAGCGGGTGGCCCCA	Upstream_CTCF	39
chr4	185089677	185089827	id-78384	1.61e-09	-	GTGGTGAAGACCGCAGCCGCCAGCAGAGGGCAGTG	V_CTCF_BR	37
chr4	185172105	185172255	id-78385	3.66e-06	-	TTTTTTTTTTAATCTTTGGCCACTAGAGGGAGACA	UpstreamP1_CTCF	40
chr4	185173995	185174145	id-78386	7.42e-09	-	CTCCCTCCACACCTCCCTGCCAGCAGAGGGAGCTG	V_CTCF_BR	7
chr4	185185405	185185555	id-78387	2.46e-08	+	GAAGTCAGCATGTGAATGGCCACAAGGGGGCGCGC	V_CTCF_BR	40
chr4	185190062	185190212	id-78388	5.37e-06	+	GTGGGGTGATGGTTTGAGAACAGCAGGGGGACCTA	UpstreamP1_CTCF	16
chr4	185203623	185203773	id-78389	3.41e-07	+	AGTGCATCACCCCAAAAGGCCAGAGGAGGCCAGTC	Upstream_CTCF	20
chr4	185204360	185204510	id-78390	1	+	NA	NONE	5
chr4	185208892	185209042	id-78391	1	+	NA	NONE	29
chr4	185213466	185213616	id-78392	2.64e-08	+	CCAGCACTGCCCCTGCCGTCCACCAGCTGGAATCA	Upstream_CTCF	0
chr4	185231551	185231701	id-78393	6.98e-07	+	GGAAGTGTGTCGTCCCTAGCCACAAGGAGGCACTC	V_CTCF_BR	31
chr4	185249475	185249625	id-78394	1.92e-05	+	CTCTAGTTCACTCGAATGAACACAGGAGGGATCAC	UpstreamP1_CTCF	5
chr4	185251262	185251412	id-78395	1	+	NA	NONE	1
chr4	185256463	185256613	id-78396	2.31e-07	+	GCTGCCCTGCTACCAAGTTTCAGCAGGGGGCTCAG	Upstream_CTCF	11
chr4	185320764	185320914	id-78397	1	+	NA	NONE	1
chr4	185321760	185321910	id-78398	1	+	NA	NONE	28
chr4	185327974	185328124	id-78399	5.65e-05	+	ATTCCCGAAAAAAGAATATCCTACAGGGGGCACTT	V_CTCF_BR	13
chr4	185338984	185339134	id-78400	2.47e-05	+	CTGGCAACGGCTGTGGTGGCCAGATGGAGGCCTCA	Upstream_CTCF	18
chr4	185354525	185354675	id-78401	4.68e-05	+	GTGCCGGGCTTGTCATCCACCGGCTGGGTGCATTC	UpstreamP1_CTCF	4
chr4	185369045	185369195	id-78402	1	+	NA	NONE	1
chr4	185379167	185379317	id-78403	2.72e-05	-	AGGCAATGTCATCTGGTGGCCAGTGGGTGAGCAGG	UpstreamP1_CTCF	3
chr4	185393380	185393530	id-78404	9.71e-06	-	GATGCAGTTATCCCTACCAGGCCCAGAGGGTGACT	Upstream_CTCF	24
chr4	185394205	185394355	id-78405	1	+	NA	NONE	13
chr4	185427945	185428095	id-78406	1.26e-05	+	CCTGCAGTTCCTCCAGCTCCCACCAGAACTGCTTC	Upstream_CTCF	35
chr4	185450443	185450593	id-78407	1	+	NA	NONE	3
chr4	185459285	185459435	id-78408	1.08e-05	-	ATTCTTCACCCCACTCTGTCCACTTGGGGGCTATC	UpstreamP1_CTCF	40
chr4	185475209	185475359	id-78409	2.6e-07	+	CAGGAGAGGGGTGGCTTCACCAGTGGAGGGCACCA	V_CTCF_BR	3
chr4	185569705	185569855	id-78410	1	+	NA	NONE	12
chr4	185570498	185570648	id-78411	1	+	NA	NONE	36
chr4	185644142	185644292	id-78412	2.8e-05	-	TGTGCTGTCACTCCCAGTGCCACTGGGAGTGCCAT	Upstream_CTCF	28
chr4	185667023	185667173	id-78413	4.34e-07	+	TTTCTTTTCAGCACTGGGTCCACCAGGGGGCAGAT	UpstreamP1_CTCF	40
chr4	185669257	185669407	id-78414	1.29e-05	+	TAGCAGGGACCAATATAGGCAGCAAGGGGGCCAAC	UpstreamP1_CTCF	5
chr4	185677779	185677929	id-78415	2.93e-07	-	CTGCTCTAAAGAGTACAGTGCACTAGAGGGAAGTG	UpstreamP1_CTCF	6
chr4	185687213	185687363	id-78416	5.13e-05	+	CACACGGAGAACTCACAGCCCTCATGATGGCAGCA	V_CTCF_BR	9
chr4	185726878	185727028	id-78417	1	+	NA	NONE	13
chr4	185729671	185729821	id-78418	1	+	NA	NONE	14
chr4	185737151	185737301	id-78419	3.88e-06	+	GGCAGGAGAGTCGATTGAACCTGTGGGGGGCGCAG	V_CTCF_BR	6
chr4	185741555	185741705	id-78420	3.16e-05	-	CTTGAATTATCTCTTTATACCACTAGAGTGCTGAA	Upstream_CTCF	18
chr4	185747108	185747258	id-78421	4.7e-05	+	GCTGGCGCCGCCGCCTCGGCCCGCTGGTTGCGCCC	Upstream_CTCF	9
chr4	185828504	185828654	id-78422	1	+	NA	NONE	11
chr4	185905303	185905453	id-78423	1.76e-05	-	TTGCTTTTCATCCCTTTTATCACTAGGTGTCCCCT	UpstreamP1_CTCF	38
chr4	185925958	185926108	id-78424	6.21e-05	-	GATTCTGACGCCTGACCTGACGCTTGGTGTCGCCG	V_CTCF_BR	6
chr4	185926478	185926628	id-78425	1.38e-08	+	AGCGGCAGAACCGCTTCAACCACTAGAGGGCACCA	V_CTCF_BR	39
chr4	185928737	185928887	id-78426	1.15e-07	-	CAGCCAAGGGTACTGGTGCCCTGCAGGGGGCAGTG	V_CTCF_BR	38
chr4	185932711	185932861	id-78427	1.39e-07	-	GACGCGCCACCAGCCAGTGCCAGCAGGGGGCTGCT	V_CTCF_BR	40
chr4	185936393	185936543	id-78428	1.54e-05	+	CTCCAGTAGAGGTCTTTAGCTGCCAGGAGGCTGAA	UpstreamP1_CTCF	23
chr4	185937906	185938056	id-78429	1	+	NA	NONE	1
chr4	185958187	185958337	id-78430	3.09e-07	+	ACTCCCCTCACCACGCTCACCAGCAGGTGTCAGCA	V_CTCF_BR	5
chr4	185961037	185961187	id-78431	4.59e-07	+	TTGTATTGTCAGCTGCAAAACAGCAGGGGGAGCTC	UpstreamP1_CTCF	40
chr4	185990087	185990237	id-78432	1.93e-05	-	AAAGTTTTACAGGAGCCTGCCTCTGGGGGGAGAGC	Upstream_CTCF	6
chr4	186017309	186017459	id-78433	9.51e-07	-	GACTATGAAAATCTCTAAGCCACCAGGTGGCAGAG	V_CTCF_BR	39
chr4	186020266	186020416	id-78434	4.01e-05	+	AGAGCAGGGTCTGTTTCAGGCGGTAGATGCTGCTG	Upstream_CTCF	5
chr4	186049810	186049960	id-78435	6.21e-06	-	GGCGCAGTCCCCCACCAGGCCACCAGTCGCTATGC	Upstream_CTCF	26
chr4	186055697	186055847	id-78436	4.68e-07	-	ATAACATTATTCAATGTGGCCACTAGAGGGAGGTC	V_CTCF_BR	39
chr4	186064350	186064500	id-78437	5.74e-05	-	CAGTCCCCGACCCTGCGCGACGCTAGGGGGCCGCC	UpstreamP1_CTCF	40
chr4	186066189	186066339	id-78438	1	+	NA	NONE	2
chr4	186104897	186105047	id-78439	7.07e-08	-	CCCTGATAGAAGAGATTTGCCAGTAGGTGGCGCTC	V_CTCF_BR	40
chr4	186130738	186130888	id-78440	3.88e-06	+	CCCGGCAGCTACGGGCCCAGCGCCTGGTGGCGGCG	V_CTCF_BR	16
chr4	186145857	186146007	id-78441	8.5e-06	+	TGTGTTATCCCATCTTTGGCCAGTGGGAGCCCTTT	Upstream_CTCF	32
chr4	186148539	186148689	id-78442	3.24e-06	+	CTTGCTGTTCCCGAGTTTACCATTGGGTGGGTGTG	Upstream_CTCF	34
chr4	186197883	186198033	id-78443	1.1e-06	-	TCTCTGCCTCCAAGGGCAGCCAGCAGGTGGATCCT	V_CTCF_BR	6
chr4	186204234	186204384	id-78444	1.09e-06	-	GAGGAACTGCAAACACTTGACAGCAGGGGGTGGAA	Upstream_CTCF	22
chr4	186226259	186226409	id-78445	4.24e-07	-	GCAGCATGCCTAGCCTCTACCACTAGATGCCAGTA	Upstream_CTCF	40
chr4	186239148	186239298	id-78446	3.88e-06	-	TGCTTAATCTGTTTTGTGGGCAGAAGGGGGCAGGC	V_CTCF_BR	9
chr4	186347324	186347474	id-78447	1	+	NA	NONE	14
chr4	186378408	186378558	id-78448	2.96e-05	-	AGTAAGATGCCTGCCCTTTCCTGTAGGTGGAAACA	V_CTCF_BR	11
chr4	186392501	186392651	id-78449	4.59e-07	+	CGGCGCTTTCCGCAAGCGGCCACCCGAGGGCGCGC	UpstreamP1_CTCF	38
chr4	186445111	186445261	id-78450	5.17e-06	+	CCTGCAAGGCATGTGGGAAACAGGAGAGGGAGACT	Upstream_CTCF	6
chr4	186456576	186456726	id-78451	1.16e-05	+	CGCGCAGGGCAGCCACTCCGCGCCGGGCGGCGTCC	Upstream_CTCF	3
chr4	186514172	186514322	id-78452	1	+	NA	NONE	3
chr4	186514378	186514528	id-78453	2.66e-05	-	GATACATGAGTTAAATCAGCCTGAAGGTGTCACAC	V_CTCF_BR	13
chr4	186518859	186519009	id-78454	1.73e-08	-	TTGTTGCTGCCATTGCTCACCACTAGGTGGCGACA	UpstreamP1_CTCF	40
chr4	186555357	186555507	id-78455	8.58e-08	+	CCTGCAATTCCAGTGGTCACCACTATGTGTCAGTA	Upstream_CTCF	39
chr4	186562089	186562239	id-78456	1.48e-06	+	TGTTTAAGAAACATTATGAACAGCAGAGGGCAGCC	V_CTCF_BR	39
chr4	186577840	186577990	id-78457	7.1e-07	+	CTGCTACTGCTGCGTTTTGCCGGAAGGGGCTGCCC	UpstreamP1_CTCF	26
chr4	186652474	186652624	id-78458	1	+	NA	NONE	13
chr4	186694673	186694823	id-78459	1	+	NA	NONE	4
chr4	186696555	186696705	id-78460	4.88e-05	+	TGAGCTATTTTCAGCATTAACAGCAGCCGGGGTTG	Upstream_CTCF	15
chr4	186741358	186741508	id-78461	5.92e-05	-	TCACACAGCGCCGCGCTGTCCAGGTGAGGTTGCAG	V_CTCF_BR	9
chr4	186760048	186760198	id-78462	3.5e-05	+	ATGTTGTTTCTTTGTCCTTCCAGCAGGCACCGCTG	UpstreamP1_CTCF	9
chr4	186813436	186813586	id-78463	1	+	NA	NONE	6
chr4	186816609	186816759	id-78464	3.16e-06	-	GTGATGCCACTGCCATGCAGCACCAGGTGTCGCCC	UpstreamP1_CTCF	1
chr4	186936497	186936647	id-78465	1	+	NA	NONE	13
chr4	186942839	186942989	id-78466	2.46e-06	-	TTCCAGTTCTGATCTCTGAGCGCTAGAGGACAGTA	UpstreamP1_CTCF	40
chr4	186953528	186953678	id-78467	9.51e-07	+	TCTTCTTATCCAGACGAGGCCTCCAGGTGGCAGGC	V_CTCF_BR	37
chr4	186959423	186959573	id-78468	4.02e-07	-	TGTGTCATTTCAAGACACAACACTAGATGGCGCAA	Upstream_CTCF	40
chr4	186989282	186989432	id-78469	4.23e-06	+	GTCTAGCTGAAGCTGGAGCCCACAAGAGGGCACTT	UpstreamP1_CTCF	38
chr4	187021052	187021202	id-78470	1.31e-05	-	TTCAACAAGCATTTACTAAGCACTAGAGGGAGGCA	V_CTCF_BR	11
chr4	187026261	187026411	id-78471	3.42e-08	-	CGAGGGTCTGGAGGAGGGGCCTGCGGGGGGCGCCG	V_CTCF_BR	6
chr4	187054154	187054304	id-78472	2.66e-05	-	CCCACCAGTGAATGCCTAGGGAGGAGGGGGCAGTG	V_CTCF_BR	34
chr4	187058709	187058859	id-78473	1.15e-07	-	ATGCAATATTGCCAGAAAGCCACCAGATGTCAACA	UpstreamP1_CTCF	40
chr4	187065395	187065545	id-78474	6.39e-05	-	CCTGCCCTACCGGCTCACACAAGCCGGTGCATCTC	Upstream_CTCF	32
chr4	187071207	187071357	id-78475	5.38e-05	-	CAGTTCAGAGGCAACAGCGCCCCCAGCGGTAGGGG	V_CTCF_BR	31
chr4	187079228	187079378	id-78476	4.88e-05	+	GTGCTGAAGCTCACTGCTGCCACCAGAGCCACTCC	UpstreamP1_CTCF	5
chr4	187091187	187091337	id-78477	9.31e-05	+	GGTGCACAGGCAAAACTGGCCACAGGGGACTCCCT	Upstream_CTCF	26
chr4	187111945	187112095	id-78478	2.29e-05	-	TGGCCGCCAGTCTCTCTTCCCGGCAGAGGGCCCCA	UpstreamP1_CTCF	29
chr4	187112728	187112878	id-78479	2.96e-05	-	GTTTCCCGCCCGGGCGGCGGCCAGAGAGGGCGCCA	V_CTCF_BR	38
chr4	187123122	187123272	id-78480	1.02e-07	-	GTGCAGGACACTGGCACTGCCGCCAGAGGCTGCCG	UpstreamP1_CTCF	39
chr4	187149790	187149940	id-78481	1	+	NA	NONE	3
chr4	187218282	187218432	id-78482	7.73e-06	+	AACCCAATTCTCCATTTCCCCACTAGATGGCACTT	V_CTCF_BR	38
chr4	187219595	187219745	id-78483	5.68e-06	+	CCCCGGCGTCCACCTGCGCCCACCAGAGAGCGCCG	V_CTCF_BR	2
chr4	187284286	187284436	id-78484	2.78e-09	+	CTGTTATGCCTGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	23
chr4	187287611	187287761	id-78485	5.7e-05	-	CCTACTTTTCCGGCATTGCCCAGTGGGGGCGCTCA	Upstream_CTCF	9
chr4	187394126	187394276	id-78486	3.05e-07	+	ACTGTTTTGCTTTCATCCACCAGTAGAGGGAGTAC	Upstream_CTCF	40
chr4	187406902	187407052	id-78487	3.36e-07	-	GGGACTGGAGACCGCTGTGCCCCCAGGGGGCAGGA	V_CTCF_BR	13
chr4	187421979	187422129	id-78488	1	+	NA	NONE	1
chr4	187457615	187457765	id-78489	1.55e-05	+	TAGGCCAGGCTTCCCTGCGTCTCCAGATGGTGGCC	V_CTCF_BR	10
chr4	187475750	187475900	id-78490	7.73e-05	-	GCTCCCAAACGTGCTGTGTCCGGCAGGCGGCGGCT	Upstream_CTCF	33
chr4	187476686	187476836	id-78491	6.49e-06	-	CGGCTGGGCCCGGCTTCCCGCACCGGGGCGCTGTC	UpstreamP1_CTCF	19
chr4	187508685	187508835	id-78492	2.17e-09	-	GCTGTCCAAGCGGAGCCAGCCACCAGGTGGCAGTA	V_CTCF_BR	39
chr4	187543140	187543290	id-78493	1	+	NA	NONE	26
chr4	187572797	187572947	id-78494	1	+	NA	NONE	2
chr4	187590712	187590862	id-78495	1.21e-06	+	CTCCAGGATTTCAAAACCACCACCAGATGTCACTA	UpstreamP1_CTCF	38
chr4	187641215	187641365	id-78496	1.03e-05	-	CATTACTTTAGAGCCTTCACCACTAGGTGGTGTTA	UpstreamP1_CTCF	39
chr4	187646650	187646800	id-78497	8.02e-05	+	GAAGAAGTTGCACTTCGTCGCCACAGGAGCCGCCG	Upstream_CTCF	34
chr4	187647095	187647245	id-78498	2.15e-05	+	CGCGCCTCGCCAGGTGCCCGGACTAGAGGGCGCTG	V_CTCF_BR	38
chr4	187648136	187648286	id-78499	1	+	NA	NONE	26
chr4	187649415	187649565	id-78500	1.24e-05	+	CTCCTGCAGACCCCGAGGGCAGCTAGAGGGTGCCA	V_CTCF_BR	31
chr4	187657103	187657253	id-78501	8.21e-06	-	GGTTTGAAGTCGTTCTCATCCACCAGGTGGATGAA	V_CTCF_BR	10
chr4	187658685	187658835	id-78502	4.3e-06	-	ACCTCAGTCTCTGCCTCTGCCTGCAGGTGGCCTTC	Upstream_CTCF	6
chr4	187681258	187681408	id-78503	1	+	NA	NONE	0
chr4	187714256	187714406	id-78504	6.8e-06	-	CTGAAGAAATCAGCAGAAACCAACAGATGGCAGAG	UpstreamP1_CTCF	7
chr4	187753065	187753215	id-78505	4.88e-06	-	ATGCTGCTTGCAGTTTTGTCCACTGGGAGGATCTT	UpstreamP1_CTCF	3
chr4	187806617	187806767	id-78506	2.28e-05	+	TCATCAGTTAACTTGCAGGCCCCCAGTCGGCGGAA	Upstream_CTCF	2
chr4	187810412	187810562	id-78507	6.82e-05	-	AGTTTAGACGCGCGCTGTCCTGCCAGAGGGCTGCG	V_CTCF_BR	1
chr4	187848920	187849070	id-78508	3.24e-06	-	GGGGCAGAACTCCTTCAAACCTGCAGGTGGCTGAG	Upstream_CTCF	10
chr4	187858377	187858527	id-78509	1	+	NA	NONE	28
chr4	187864329	187864479	id-78510	9.51e-07	+	AAGGAGACAGAGCAGGGGGTCAGCAGAGGGAGCTG	V_CTCF_BR	18
chr4	187867909	187868059	id-78511	1.03e-05	-	GGGAACCTTGCATCTCAGGCCAGCAGGTGGCCTGG	UpstreamP1_CTCF	37
chr4	187870225	187870375	id-78512	2.06e-07	+	CCTGTCGTCCCATCTCAGGCCACAGGTGGGCAGCG	Upstream_CTCF	37
chr4	187967642	187967792	id-78513	4.88e-06	-	CTGTTGCTTCACACCTTTGCCAGCAATTGGTGGCG	UpstreamP1_CTCF	2
chr4	187971432	187971582	id-78514	1	+	NA	NONE	4
chr4	187985335	187985485	id-78515	9.62e-08	-	GTGCAAGAACAGAGAACGGCCGGGAGGAGGCGGGA	UpstreamP1_CTCF	4
chr4	188045564	188045714	id-78516	3.71e-05	-	CCAGCTGAGACTTCTGTGTGCAGGAGGTGGACGGC	Upstream_CTCF	2
chr4	188096468	188096618	id-78517	2.19e-05	+	ACAGTTCCATAAATTGCTGCCACTAGGGGATGGGT	Upstream_CTCF	32
chr4	188301326	188301476	id-78518	8.99e-05	-	CTTAGGCAATTCACAGCTGCCTGCAGGGTGAGCCA	V_CTCF_BR	34
chr4	188337971	188338121	id-78519	2.97e-06	-	GGGTCTCACTCTGTTGCCCACACTAGAGGGCAGTG	V_CTCF_BR	15
chr4	188527768	188527918	id-78520	8.17e-10	+	CTGCAGTTTGAGATAAATACCAGTAGGTGGCAGTG	UpstreamP1_CTCF	40
chr4	188587860	188588010	id-78521	3.28e-05	+	CACTCATGACTTTTCTTGACAACCTGATGGCAGCA	V_CTCF_BR	9
chr4	188592806	188592956	id-78522	3.86e-08	+	TGTGCTGTTTGGCCTCCTGCCGGGAGGGGGCGCTT	Upstream_CTCF	7
chr4	188659955	188660105	id-78523	9.06e-08	-	GTGTAGCTCAACCTACAAGCCAGTAGATGGTACTC	UpstreamP1_CTCF	4
chr4	188719750	188719900	id-78524	7.15e-05	+	TGAACTCAGCTGACACCTACCCACAGAGGGAGCCT	V_CTCF_BR	0
chr4	188748102	188748252	id-78525	9.62e-05	+	CTGATATTCTCCTCACAAGGCACAAGGTCCCCCTG	UpstreamP1_CTCF	0
chr4	188787162	188787312	id-78526	3.18e-06	-	GGGAACATGCGCATGAAGGACTCCAGGGGGAGCTG	V_CTCF_BR	3
chr4	188836682	188836832	id-78527	4.02e-07	+	GGAGCAACACACACTGGGGCCTGTTGGGGGCACAA	Upstream_CTCF	4
chr4	188850309	188850459	id-78528	1.09e-07	+	TGTGCTGTTTGGGCTCCTGCCAGGAGGTGGCGTTT	Upstream_CTCF	21
chr4	188915111	188915261	id-78529	3.09e-06	+	CCTGTAGTTTCTAAAGAGGCCACAGCAAGGCGCCA	Upstream_CTCF	34
chr4	189051624	189051774	id-78530	7.12e-06	-	AACCAGTTGCCCAGCTTGGACACTGGGAGGTGCTC	UpstreamP1_CTCF	12
chr4	189092419	189092569	id-78531	7.44e-06	-	GTTTCCATGCCTTTTCCGGCCGCTAGAGGCTGCCT	Upstream_CTCF	6
chr4	189167793	189167943	id-78532	3.16e-05	-	CTTGCCCTCCCTAATTCTTCCAGCGAGGGGCATAC	Upstream_CTCF	18
chr4	189256716	189256866	id-78533	1	+	NA	NONE	3
chr4	189294175	189294325	id-78534	2.72e-05	+	CTGTAGGAAGAAAGACTGGCCACATGGAGCATGTG	UpstreamP1_CTCF	26
chr4	189312637	189312787	id-78535	3.12e-08	-	CTGTCACGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	15
chr4	189324553	189324703	id-78536	2.94e-06	+	ACTGCAGTGCCTTAGCAGGATGGCAGAGGGCGACT	Upstream_CTCF	17
chr4	189338456	189338606	id-78537	2.58e-05	+	GAGGTAGTGCAGGCAGAGGCAGGTTGATGGCAGCA	Upstream_CTCF	11
chr4	189379678	189379828	id-78538	4.71e-06	-	GTCTTTGTGCTGCTCTGTGCCAGCAGGGGACGCCA	Upstream_CTCF	24
chr4	189549172	189549322	id-78539	1	+	NA	NONE	4
chr4	189580386	189580536	id-78540	4.34e-07	+	CAGCAGGTTTCCCGCCCCGCCGCGTGGGGGCGCGC	UpstreamP1_CTCF	4
chr4	189641072	189641222	id-78541	3.31e-06	+	ATGCTAAACTGCAATTCCACCAGCAGGGGCAGAGA	UpstreamP1_CTCF	24
chr4	189659462	189659612	id-78542	1	+	NA	NONE	4
chr4	189664654	189664804	id-78543	3.36e-05	-	ATGTGGCCTCTAAGCTTCCCCAAGAGGGGGCAAGA	UpstreamP1_CTCF	8
chr4	189702939	189703089	id-78544	5.86e-07	+	GCTGCCAGTCCACGCATGACAGCCAGGGGTCAGCT	Upstream_CTCF	33
chr4	189742773	189742923	id-78545	9.66e-05	+	GCTTCATGTCATGTTTATCACTCTAGATGGCATCA	Upstream_CTCF	4
chr4	189825278	189825428	id-78546	1.43e-05	-	TGATCAGTAGATCAGATGATCAGTAGGAGGCAGTC	Upstream_CTCF	10
chr4	189892390	189892540	id-78547	2.23e-06	+	GTGTTGGTTTTAAGGCCTGCCTACAGGTGGCAGTG	UpstreamP1_CTCF	33
chr4	189896582	189896732	id-78548	1	+	NA	NONE	0
chr4	189983330	189983480	id-78549	1	+	NA	NONE	14
chr4	190005938	190006088	id-78550	5.17e-06	+	CCTGCCTGTCTGCATGCTTCCACTAGGGGTTTGAG	Upstream_CTCF	12
chr4	190011466	190011616	id-78551	1.15e-06	+	AGGGCACAGCTCATCACAGCCACTAGAGGCAGCTG	Upstream_CTCF	34
chr4	190018013	190018163	id-78552	3.88e-06	+	CGGACACACCTCAGCGGCTCCACCAGGGGGAGACT	V_CTCF_BR	15
chr4	190038677	190038827	id-78553	3.03e-05	-	TATGGAGCTCTCTCCTTTTCCCCTAGGGATGGGGC	Upstream_CTCF	15
chr4	190045424	190045574	id-78554	5.2e-08	-	TTGCTCTAGTCGGTCTGCGCCTGCAGATGGCAGCG	UpstreamP1_CTCF	37
chr4	190070628	190070778	id-78555	1	+	NA	NONE	10
chr4	190123536	190123686	id-78556	1.64e-07	-	CCTGCTTTTCTCCTTCTCCACGACAGGTGGCGCTC	Upstream_CTCF	40
chr4	190125369	190125519	id-78557	2.01e-05	+	GCTGCAGCTATGAGAAGCACCATGGGAGGGAGTCT	Upstream_CTCF	4
chr4	190200994	190201144	id-78558	1	+	NA	NONE	19
chr4	190319320	190319470	id-78559	1	+	NA	NONE	6
chr4	190357493	190357643	id-78560	1.96e-07	+	GAGCTCTTTATAAAGGACGCCACCAGAGGGCCCCA	UpstreamP1_CTCF	26
chr4	190496165	190496315	id-78561	1	+	NA	NONE	6
chr4	190510481	190510631	id-78562	6.19e-06	+	CTGCAGTGTTCAGTAGCGTCCCCTGCTGGGCAGGT	UpstreamP1_CTCF	16
chr4	190511408	190511558	id-78563	7.12e-06	+	GAGCAGGAGCTCTGCACTAACAGGAGAGGGCTCCT	UpstreamP1_CTCF	5
chr4	190521560	190521710	id-78564	9.62e-05	-	GTGTCATGCTGCCATCTTTCAGGCAGGGGAGACAG	UpstreamP1_CTCF	4
chr4	190540559	190540709	id-78565	1	+	NA	NONE	0
chr4	190577928	190578078	id-78566	1	+	NA	NONE	0
chr4	190642627	190642777	id-78567	1	+	NA	NONE	9
chr4	190653270	190653420	id-78568	6.21e-05	+	TATTGCACATAAGCCATGGCCTGCAGGTGGGGCAA	V_CTCF_BR	8
chr4	190659922	190660072	id-78569	7.61e-08	-	ACTGCTGTGCTCAGAGTAGACTGCAGGGGTCAGGG	Upstream_CTCF	8
chr4	190714283	190714433	id-78570	1.08e-08	-	TCGCCCTTCGCCTGTGTGTCCAGCAGAGGGCAGTA	V_CTCF_BR	40
chr4	190724238	190724388	id-78571	4.48e-07	-	GGTGCCATATCTGTGCTGGACAATAGGAGGCAGTG	Upstream_CTCF	17
chr4	190825704	190825854	id-78572	3.84e-06	-	ATTCACTTTCTTTGTTTGTCCACAAGGTGGTGTTG	UpstreamP1_CTCF	35
chr4	190833479	190833629	id-78573	1.85e-07	-	ATGCAGCTTCTGCTGTGGGCCACTAGGCGGAGTAC	UpstreamP1_CTCF	31
chr4	190842694	190842844	id-78574	1	+	NA	NONE	15
chr4	190861841	190861991	id-78575	1.93e-05	+	TCAGGGGCTCCTTGAGAGGGCGCCAGGGAGCAGCT	Upstream_CTCF	36
chr4	190893799	190893949	id-78576	1	+	NA	NONE	18
chr4	190895334	190895484	id-78577	3.63e-05	+	AAATAAGCTTTAATTTTCACCACAGGAGGGCGACA	V_CTCF_BR	40
chr4	190901513	190901663	id-78578	7.61e-08	-	GCTGCAGTTCCCACCTGGGTCTGAGGAGGGCGTCA	Upstream_CTCF	14
chr4	190935977	190936127	id-78579	6.75e-05	-	ATGTGGCGCCGCCCTGCTGTTGCTGGGGGGCGTCC	UpstreamP1_CTCF	11
chr4	190958965	190959115	id-78580	2.81e-08	+	ACTGGTTTTCCCCGCCAGGGCTCCAGGGGGCGCCA	Upstream_CTCF	12
chr4	191032471	191032621	id-78581	1.37e-05	-	TTTGTAATTCAGAAAAAATCAGGCAGATGGCGCAT	Upstream_CTCF	39
chr5	13204	13354	id-78582	2.91e-12	-	CCTGCAGTTGCACTAGTCGCCAGCAGGGGGCAAAC	Upstream_CTCF	35
chr5	21760	21910	id-78583	7.49e-07	+	TCCCAGTTCCTGCCAGGATCCACTAGAGGGCAAAG	UpstreamP1_CTCF	40
chr5	42383	42533	id-78584	1.85e-07	+	CTTCAGTGTAGAGTTTTGGTCAGCAGAGGGCTCCA	UpstreamP1_CTCF	38
chr5	53867	54017	id-78585	1.97e-06	+	GTCGCCCCAGTCCTGGACTCCGCGAGGGGGCGCGG	V_CTCF_BR	26
chr5	78785	78935	id-78586	1.38e-07	+	CAGCAGCCTTGGGTGCTGCCCACTAGGGGGTGCGT	UpstreamP1_CTCF	40
chr5	137154	137304	id-78587	2.1e-06	+	AGTGCAGTTCCAACACGTGCCACATGTGGCATGGA	Upstream_CTCF	27
chr5	156319	156469	id-78588	1.56e-06	+	GAGCTGCTCGGGGGAGTTTGCACCAGGAGGCGTAG	UpstreamP1_CTCF	0
chr5	168395	168545	id-78589	3.24e-06	-	GCTGCAGTGGCCGGAGAGCAAGGCCGGGGGCGCAG	Upstream_CTCF	0
chr5	169870	170020	id-78590	2.97e-06	-	TGGTGTCTGTGAGCCTCCGCCTCCAGGGGCAGCAG	V_CTCF_BR	5
chr5	188809	188959	id-78591	1.57e-08	+	GCTGCAGATCCACTCTGCACCACAAGGTGGCCTCG	Upstream_CTCF	40
chr5	195927	196077	id-78592	8.16e-07	-	TCCAGACAGCGGGTTGTGACCAGCAGTGGGTGGGA	V_CTCF_BR	26
chr5	197261	197411	id-78593	1	+	NA	NONE	30
chr5	198172	198322	id-78594	5.26e-07	+	AGTGCCGTACAGGAGCCTGCCTCCCGGGGGCGTCT	Upstream_CTCF	3
chr5	200458	200608	id-78595	1.59e-06	-	CCTGCCCCCTGCCTGGCCTGCTCCAGCGGGCGGCC	V_CTCF_BR	0
chr5	206693	206843	id-78596	1	+	NA	NONE	5
chr5	217724	217874	id-78597	7.6e-05	+	GTGCTAGAAGCTTCTGAGGCCTCCTCGTGGTGGTG	UpstreamP1_CTCF	12
chr5	218007	218157	id-78598	1.31e-05	-	CAGACCGCAGGGAATGGGGTCGGAGGGGGGCGCTC	V_CTCF_BR	40
chr5	219233	219383	id-78599	1	+	NA	NONE	15
chr5	256596	256746	id-78600	7.27e-06	-	GTTCCTGGCAAGCTCCCAGCCACTAGGTGCCAATC	V_CTCF_BR	1
chr5	308783	308933	id-78601	1.32e-08	+	CTGCACTGGAGCTTGGTGGCCAGCAGGAGGGAATC	UpstreamP1_CTCF	36
chr5	309043	309193	id-78602	7.23e-07	-	TTTGTCAGACACGCACTGCCCACCAGAGGGGAGAA	Upstream_CTCF	8
chr5	317345	317495	id-78603	2.33e-07	+	CAGCTGCACACAGCCTGGGCCACGTGGGGGCAGTG	UpstreamP1_CTCF	40
chr5	318876	319026	id-78604	1.28e-06	+	AAGGTGTGGCCAGGAGAGGACAGGAGGGGGCAGTC	V_CTCF_BR	22
chr5	321637	321787	id-78605	5.38e-05	+	GCGTCTCCGGTTCGCCAGGGCAGCTGGGGCAGCCG	V_CTCF_BR	40
chr5	338010	338160	id-78606	1	+	NA	NONE	40
chr5	344358	344508	id-78607	1.28e-06	-	CCGTGCCACACCCTCCGTCCCAGCGGGTGGCGGTC	V_CTCF_BR	13
chr5	350609	350759	id-78608	8.56e-05	-	CAGCAGCTGGGAGAGGCCACAGAATGGGGGCGCCA	UpstreamP1_CTCF	38
chr5	381019	381169	id-78609	3.8e-07	-	CCAGGACTTGCACCAGTGGCCTCCTGGGGGCTCTC	Upstream_CTCF	3
chr5	394250	394400	id-78610	1	+	NA	NONE	9
chr5	399742	399892	id-78611	1.26e-05	+	TCAGCACTGGCTGGTCTCTCAGCCAGAAGGGGGCC	Upstream_CTCF	13
chr5	402764	402914	id-78612	1	+	NA	NONE	4
chr5	414368	414518	id-78613	1	+	NA	NONE	36
chr5	425998	426148	id-78614	1	+	NA	NONE	31
chr5	430061	430211	id-78615	3.18e-06	+	GACAGCCCCGGGGATGTTCACAGCAGATGGAGCTG	V_CTCF_BR	6
chr5	431170	431320	id-78616	4.89e-09	-	CCTGCCCTGCCCTGCTCTGACACCAGGGGGCTGCG	Upstream_CTCF	40
chr5	436546	436696	id-78617	1.1e-05	-	ATCCTTATCCCTATCCCTGCCACATGGGGGCAAAC	V_CTCF_BR	40
chr5	447017	447167	id-78618	2.31e-07	+	AAAGCTCTTCTACAGAGCACCACTAGAGGGCATTT	Upstream_CTCF	40
chr5	455028	455178	id-78619	2.53e-05	-	AGCGTCACGGTGACCATTCTCTGCAGGGGGCGCTT	V_CTCF_BR	5
chr5	469953	470103	id-78620	1.32e-05	+	GAGGTAGCTCTTCCCAGGGCATCCAGCGGGCGAGC	Upstream_CTCF	11
chr5	498826	498976	id-78621	1.77e-05	-	CCAGGAGAGGCAGCCGAGGCCAGCAGGGGCACTCT	Upstream_CTCF	9
chr5	529091	529241	id-78622	9.41e-05	-	CCCTCCCGAAATGCGGGGGCCACAGGCGAGCGCCA	V_CTCF_BR	5
chr5	561728	561878	id-78623	7.27e-06	+	GTGCCAGGCTGCATATGCACCGCTGGTGGGCACCA	V_CTCF_BR	3
chr5	565980	566130	id-78624	1.31e-05	+	GCCCCGTACAAGAAGAACAACAACAGAGGGCGCCC	V_CTCF_BR	10
chr5	587086	587236	id-78625	3.22e-07	-	CCTGCACCACAAATGCCATCCACCAGGAGGGCCAG	Upstream_CTCF	24
chr5	616721	616871	id-78626	4.44e-06	-	GTGCCCTTCACTCTCCCAGCCAGTAGGGTCTGCCA	UpstreamP1_CTCF	14
chr5	622730	622880	id-78627	3.03e-05	+	CGTGCATGCGTGGTGCTGGCCACCTGAGAGCCTGG	Upstream_CTCF	5
chr5	627103	627253	id-78628	2.6e-06	-	CAAATCTCTACAGTATCTGCCAGAAGATGGAAGCA	V_CTCF_BR	16
chr5	639179	639329	id-78629	7.15e-05	+	TACCCGGGAAGAAGACGGCCCTGCAGGCGGCGCTC	V_CTCF_BR	0
chr5	641197	641347	id-78630	7.78e-06	+	GCCGCCGTCTCATCTGAGGCCTCATGGGGGCTCTG	Upstream_CTCF	2
chr5	643626	643776	id-78631	3.18e-06	-	AGGCCCCAGCTCACTGCCACCAGGGGAGGGAGCGC	V_CTCF_BR	2
chr5	663618	663768	id-78632	1	+	NA	NONE	0
chr5	664062	664212	id-78633	7.07e-08	-	GTCTGTGGGGGTTTCTCTGCCAGCAGGGGGCTGAG	V_CTCF_BR	12
chr5	664596	664746	id-78634	4.88e-05	+	TGCCAGGCGCCCAGCACCCCCGCCAGGTGGCCTCA	UpstreamP1_CTCF	1
chr5	669305	669455	id-78635	4.31e-07	+	CGCTGTTGTCCAGCAGCATCCCCCAGGGGGCGCTG	V_CTCF_BR	40
chr5	671807	671957	id-78636	1.46e-08	+	CCTGCCCTGCCAGGCGTGGCCACTAGAGGCTCCCC	Upstream_CTCF	40
chr5	726212	726362	id-78637	1	+	NA	NONE	16
chr5	727341	727491	id-78638	3.66e-06	+	AGGAACTTCCATCCTCTGCCCACCTGGGGGAGACT	UpstreamP1_CTCF	22
chr5	820466	820616	id-78639	3.42e-05	+	TCTGCAGTTGTGATCATTACCAACAGGGCCTTGTC	Upstream_CTCF	2
chr5	821772	821922	id-78640	4.7e-06	-	CTTCAAATATCCTGAAGTGCCAGGAGGTGGCACTT	V_CTCF_BR	3
chr5	825806	825956	id-78641	3.65e-07	-	TGAGCTGACTGGCCTCCAGCCAGGAGGTGGCACTT	V_CTCF_BR	8
chr5	838846	838996	id-78642	6.74e-08	+	ACTGCACTTCCCTGCTCTGCCGCCTGAGGCAAGGG	Upstream_CTCF	11
chr5	844148	844298	id-78643	1.84e-06	+	GACAGGTCAGTGTGGGCGTCCACTTGAGGGCGCCT	V_CTCF_BR	4
chr5	850797	850947	id-78644	3.4e-06	+	ACTGCCTGGGGCCACGTTCCCCGCAGAGGGAGCAG	V_CTCF_BR	6
chr5	863579	863729	id-78645	2.96e-05	+	TGGTCACAGAGCAGGGCACCCTGCAGGAGGTGCTG	V_CTCF_BR	6
chr5	867585	867735	id-78646	1.32e-05	+	GAGGCTGTACCCTGCAGAGCCACAAGGGCGGGGCT	Upstream_CTCF	18
chr5	884013	884163	id-78647	1	+	NA	NONE	2
chr5	884572	884722	id-78648	7.07e-08	+	GCAGCCCCCTCTGCTGTGGCCACTGGGTGGCACAA	V_CTCF_BR	8
chr5	892773	892923	id-78649	7.27e-06	-	GAGCGCGGGCGGCCAGCCAGGGCCAGGGGGCGGTG	V_CTCF_BR	8
chr5	903316	903466	id-78650	2.78e-09	-	CTGTTATGCCTGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr5	912975	913125	id-78651	6.46e-07	-	ACACCCCTACTCTGTGGTACCAGCAGGTGGCAACA	V_CTCF_BR	36
chr5	923629	923779	id-78652	1.52e-07	+	CAGGACCCCTTTCCCTTGCCCGCTAGAGGGCGGCG	V_CTCF_BR	40
chr5	927153	927303	id-78653	2.58e-07	-	GGTGTAGACGCAGCCTCCCGCACTAGGGGGCGGTC	Upstream_CTCF	32
chr5	934788	934938	id-78654	1	+	NA	NONE	35
chr5	948429	948579	id-78655	1.84e-06	+	TCTCGAGGTCTCTTAGCAGACTCCAGAGGGAGCTG	V_CTCF_BR	29
chr5	957427	957577	id-78656	1.06e-05	-	CAGGCAATCCCAGGGGCGTCCAGAGGAGGCGCCAC	Upstream_CTCF	37
chr5	958274	958424	id-78657	4.7e-06	-	ACTCCCGGTGGTCACCACCACAGCAGGTGGCAGCC	V_CTCF_BR	0
chr5	966182	966332	id-78658	1.82e-07	-	CTGACACGGGAGGAAGCTGCCTGAAGGGGGCGGGG	V_CTCF_BR	4
chr5	982688	982838	id-78659	3.24e-06	-	TCAGAGACACCATCCCAGTCCGCTAGGGGGCATCC	Upstream_CTCF	39
chr5	990408	990558	id-78660	1.32e-05	+	TGAGCTGTGTCCCCTGAAGCCAGGGGGAGCCATTG	Upstream_CTCF	31
chr5	995075	995225	id-78661	1.21e-06	+	CCAGCCAGCCTCACTGTGGCCGCCTGGTGGGGCTG	Upstream_CTCF	12
chr5	995803	995953	id-78662	2.78e-06	-	CACCCTGCTCACTGCTGGGTCACCAGGTGGTGCTA	V_CTCF_BR	2
chr5	1004788	1004938	id-78663	1	+	NA	NONE	37
chr5	1007574	1007724	id-78664	2.29e-05	+	CTCATGTATCTGCGGACAGCCAGCAGGGGAGGCTG	UpstreamP1_CTCF	10
chr5	1008792	1008942	id-78665	9.29e-06	+	GATGCGCTGCGGGCAGCGGCCGCCGGGGGCGCTGC	Upstream_CTCF	38
chr5	1010365	1010515	id-78666	6.51e-07	-	GGGGCAAGTGTGGGCCTGGCCACCTGGTGGGGCTG	Upstream_CTCF	31
chr5	1011349	1011499	id-78667	1.26e-07	-	TGGCAGGGAGGGCACTTGGCCAGGTGAGGGCGCAC	V_CTCF_BR	39
chr5	1015055	1015205	id-78668	8.46e-07	-	TTTGTCTTTCCTCACAGGACCACAAGGGGAAGCAG	Upstream_CTCF	9
chr5	1026028	1026178	id-78669	6.84e-06	-	GGACAATGGGCTGAGACGCCCACTAGCGGGTGGGA	V_CTCF_BR	8
chr5	1028024	1028174	id-78670	3.65e-07	-	TGCCAGCGCTCGGCAGCGCCCAGCAGCTGGAGCAC	V_CTCF_BR	0
chr5	1038192	1038342	id-78671	2.94e-06	-	TTGGCGGTACCGCTTGTGGCCGTAGGGTGGCGGTG	Upstream_CTCF	0
chr5	1053345	1053495	id-78672	1.82e-07	+	CCCAGGTCTTAGCGAGAAGCCACCAGGGGGTGCCC	V_CTCF_BR	19
chr5	1107931	1108081	id-78673	1.19e-06	+	ACCTGAACACGAGGCCACACCAGGAGAGGGAGCCC	V_CTCF_BR	10
chr5	1134790	1134940	id-78674	5.86e-07	+	AGAGCAGCACTACCCACAACAGCCAGGTGGCAGAA	Upstream_CTCF	26
chr5	1140527	1140677	id-78675	1.21e-10	-	CAGGGAGCACCCCCCCTCACCAGCAGGGGGCACCC	V_CTCF_BR	40
chr5	1144859	1145009	id-78676	4.51e-05	+	GCTGAAATGCCCGTCTGAATAAACAGGGGCCACTG	Upstream_CTCF	1
chr5	1167898	1168048	id-78677	5.01e-06	-	CGGCTCACTGGCAGTTTGTCCGCAAGGTGGTGCTC	V_CTCF_BR	40
chr5	1168367	1168517	id-78678	2.2e-07	+	GTCCATTTCTCTCTGGTAAACACCAGGGGGAGCCG	UpstreamP1_CTCF	40
chr5	1174632	1174782	id-78679	8.43e-09	-	ACAGCGGTGTCTGGATGGACCAGCAGAGGGCACTC	V_CTCF_BR	40
chr5	1177062	1177212	id-78680	3.41e-07	-	TTTGCAGTGAACATGCACTCCACAAGGGGGGACGG	Upstream_CTCF	0
chr5	1204942	1205092	id-78681	8.23e-05	-	CTTCCCCTTTTTTCTCTCTCCAGCAGGTGGTGTTT	UpstreamP1_CTCF	36
chr5	1209139	1209289	id-78682	5.08e-07	+	TCACCAGGAACCAGACAGGCCAGCAGAGGCCGCCC	V_CTCF_BR	39
chr5	1218030	1218180	id-78683	2.04e-05	-	CAGGAGGTGGTGGGAGGTGGCGGGAGGAGGCGCCA	V_CTCF_BR	3
chr5	1232944	1233094	id-78684	9.27e-07	-	CGGCCGTGCACGGACCCACACAGCAGGCGGCGCCC	UpstreamP1_CTCF	2
chr5	1235617	1235767	id-78685	2.6e-06	-	CCAAGCAGATGAGCAGCCACCACTGGATGGAGCCA	V_CTCF_BR	10
chr5	1245241	1245391	id-78686	6.43e-06	-	GGCCTCCAGCCAAACTGACCCACTGGGTGGCAGTA	V_CTCF_BR	16
chr5	1277199	1277349	id-78687	5.01e-06	-	TGCCTCCGGTGGCCGCTGGCCTGAAGGTGTCGAAG	V_CTCF_BR	5
chr5	1292440	1292590	id-78688	1.38e-06	-	GGCCACATGGGAGCAGAGGACAGCAGATGGCTCCA	V_CTCF_BR	8
chr5	1316251	1316401	id-78689	1.35e-05	+	CTGACCCACCGCGGGATGTGCCCCAGGAGGCAGAA	UpstreamP1_CTCF	5
chr5	1320204	1320354	id-78690	1	+	NA	NONE	15
chr5	1324969	1325119	id-78691	2.15e-05	+	CAGAGCTGACCCAGGCCTCACTACAGAGGGCGCTC	V_CTCF_BR	1
chr5	1340148	1340298	id-78692	5.38e-05	+	CCCATCCTTATCTCCACGGAAGCCAGGGGGTGCTG	V_CTCF_BR	3
chr5	1349127	1349277	id-78693	1.56e-06	-	TATGGATTTGCTGCTGCTGACACCAGGAGGTGGCG	Upstream_CTCF	17
chr5	1349512	1349662	id-78694	2.83e-07	-	AACTGGTAAGGGAAGACTGCCTCAAGAGGGCACCG	V_CTCF_BR	19
chr5	1350124	1350274	id-78695	1	+	NA	NONE	0
chr5	1380575	1380725	id-78696	1.01e-09	+	TCCCGCCCGCGCCTCTCCGCCAGCAGAGGGAGCTG	V_CTCF_BR	37
chr5	1406425	1406575	id-78697	5.2e-08	-	GTGCAGCCGAAGCCTGGGGCCGGTAGGTGGGGCCC	UpstreamP1_CTCF	3
chr5	1408810	1408960	id-78698	6.21e-05	+	GGCTCACCGGTGCCTCTAGCGTGGAGGAGGCAGAA	V_CTCF_BR	12
chr5	1424320	1424470	id-78699	1	+	NA	NONE	2
chr5	1437710	1437860	id-78700	2.4e-05	-	AGCCAAGATCCACCCTTGAAAGCCAGAGGGCGGAG	V_CTCF_BR	24
chr5	1468490	1468640	id-78701	9.49e-08	-	CTCTGAAGCAGCCTTGCAACCACTAGGGGGCAGGA	V_CTCF_BR	40
chr5	1469226	1469376	id-78702	1.67e-07	-	CTAGGCTGCCCTACAGTGACCACCTGGGGGCAGGA	V_CTCF_BR	5
chr5	1469873	1470023	id-78703	1.82e-07	+	GGGCACAGTGAAAGCAGGGCCAGCAGGGGCCGCAG	V_CTCF_BR	4
chr5	1478529	1478679	id-78704	4.02e-07	+	CCTGTAACACAGCCATTCAACACCAGGGAGCCCTC	Upstream_CTCF	4
chr5	1479814	1479964	id-78705	8.61e-08	+	GTGAAACCTCCAGACGCGCCCTCCAGAGGGCGCTA	V_CTCF_BR	40
chr5	1488839	1488989	id-78706	2.78e-06	+	GGTTGGCACAACATAAGCACCTCCTGGGGGCAGCA	V_CTCF_BR	14
chr5	1490274	1490424	id-78707	1.85e-05	-	GATGCAGTTCAACCCACAGGGGGAAGGCGGGGTCC	Upstream_CTCF	3
chr5	1494963	1495113	id-78708	3.24e-06	+	GCAGGAAGTCCACAACCCTGCAAAAGAGGGCGCTG	Upstream_CTCF	3
chr5	1511895	1512045	id-78709	1.48e-06	+	TGTGCATCGTCCTCTGCTCCCAGATGGTGGCACCC	Upstream_CTCF	40
chr5	1524159	1524309	id-78710	3.66e-06	-	CTGCAGGAGGCGCCCCCGGTCCCCAGCGGCCCCGG	UpstreamP1_CTCF	14
chr5	1540407	1540557	id-78711	9.49e-08	-	CCCCAGGGCCAGGTATTGGACAGCAGGGGGCAGCT	V_CTCF_BR	21
chr5	1557259	1557409	id-78712	2.29e-05	+	GGCCACTTACAGTTGGCAAACGGCAGAGGGCCCGG	UpstreamP1_CTCF	5
chr5	1594684	1594834	id-78713	1	+	NA	NONE	33
chr5	1599241	1599391	id-78714	1.93e-05	-	TACACAAAATGTATCGCTACAACTAGAGGGCAGTC	V_CTCF_BR	39
chr5	1601820	1601970	id-78715	1	+	NA	NONE	25
chr5	1641831	1641981	id-78716	3.03e-05	-	TCTCCAGCGCTTTCTGCAGCCATCTGAGGGCGCTG	Upstream_CTCF	40
chr5	1645103	1645253	id-78717	5.65e-05	-	CGAACTGGGGACGCGGAGACCACACGGTGGCGCTG	V_CTCF_BR	40
chr5	1654130	1654280	id-78718	1.2e-08	-	CCTGCACAGACCCGAGGCGGCACCAGGGGGCGCTG	Upstream_CTCF	21
chr5	1667432	1667582	id-78719	1.64e-07	+	GGTGCAGTCTCCGCGCCCGCCGAGCGGTGGCGCCG	Upstream_CTCF	40
chr5	1668365	1668515	id-78720	1.7e-05	+	CCCGCAGTGCTCACATCTGCCTGCGGGGACCTTCT	Upstream_CTCF	8
chr5	1672677	1672827	id-78721	1.48e-06	+	GATGTAAATCCCTCCCTTGCCGCCAGGTGCCTGGT	Upstream_CTCF	7
chr5	1673175	1673325	id-78722	1	+	NA	NONE	2
chr5	1673451	1673601	id-78723	1	+	NA	NONE	2
chr5	1682218	1682368	id-78724	1.64e-05	-	TCAAGATGGCTCCAAAGGAACACTAGAGGCCGCTG	V_CTCF_BR	13
chr5	1703611	1703761	id-78725	6.9e-05	-	TGAGGAACCCAAGTCACCGCCAGGAGGGGTGTGGA	Upstream_CTCF	5
chr5	1703936	1704086	id-78726	2.12e-06	+	CTGCAAGGCCTGGGTCTGGACGGGCGGGGGCGGCA	UpstreamP1_CTCF	3
chr5	1737330	1737480	id-78727	1.5e-05	-	CGGTTAACGCTCATCATCCCCACTAGGGGGTCCCT	Upstream_CTCF	15
chr5	1738046	1738196	id-78728	2.72e-05	+	CTCCCCTCTACAGATTTCCCCACTAGAGGGCGTGT	UpstreamP1_CTCF	40
chr5	1763839	1763989	id-78729	7.49e-05	+	AGCCGCAAGGCCCCGCGTGTCCATAGAGGGCAGTC	V_CTCF_BR	40
chr5	1769341	1769491	id-78730	1	+	NA	NONE	0
chr5	1772933	1773083	id-78731	1	+	NA	NONE	39
chr5	1777535	1777685	id-78732	1.34e-06	+	TCTGTTATGGTGGATGCCGCCGGCAGAGAGCGACA	Upstream_CTCF	0
chr5	1789067	1789217	id-78733	1	+	NA	NONE	3
chr5	1799495	1799645	id-78734	1.91e-08	-	CCTGCAGGCCCAGCTCTTCCCAGCCGGGGCCGCTG	Upstream_CTCF	7
chr5	1800472	1800622	id-78735	4.11e-07	-	CTGCGATGAAGCGTTGGGGCCTGCAGGGAGCGCGG	UpstreamP1_CTCF	18
chr5	1801711	1801861	id-78736	1	+	NA	NONE	14
chr5	1816201	1816351	id-78737	2.73e-07	-	CCGGTAAGGCAGGCAGCGGCCGGCAGGAGGCAGCT	Upstream_CTCF	3
chr5	1824586	1824736	id-78738	1.59e-06	+	GGGAGCAAGCGACGCATGTCCTGATGGGGGCGCCC	V_CTCF_BR	15
chr5	1826469	1826619	id-78739	7.78e-06	+	CCTGTGGTTGCTTCTGTGGCCAGGGAGGGGCGTCC	Upstream_CTCF	1
chr5	1856770	1856920	id-78740	6.64e-05	-	GGTGGGCTCCGGAGGACGGACCGCAGAGGTGGGCC	Upstream_CTCF	0
chr5	1883837	1883987	id-78741	1.79e-08	-	CCGGCAGTCCCCGGCTTAGCCGCGAGGGGCAGGGG	Upstream_CTCF	32
chr5	1887433	1887583	id-78742	5.7e-05	+	GGTGAGGGCGCCCCGGGTGCCAGCAGGGGCGCTGG	Upstream_CTCF	2
chr5	1896641	1896791	id-78743	1	+	NA	NONE	0
chr5	1903580	1903730	id-78744	6.9e-05	-	GCTGGGGGCCATCATTCAGTCAGCAGAGGGCCTGG	Upstream_CTCF	2
chr5	1934332	1934482	id-78745	5.63e-06	-	GTCTCCTGCCATATCTTGTCCACCAGAGGCCGTCA	UpstreamP1_CTCF	5
chr5	1942459	1942609	id-78746	1	+	NA	NONE	7
chr5	1952951	1953101	id-78747	6.21e-05	+	GGTGTCTCAGTGCAGCTGGCTGGGAGGAGGCAGAG	V_CTCF_BR	5
chr5	1976147	1976297	id-78748	7.11e-06	+	GTTGATTTTTTTTTCTTTGACAGCAGGGGGTGCTC	Upstream_CTCF	18
chr5	2004301	2004451	id-78749	4.14e-05	-	GGCTTGCAACCTGCTTTGGCCAGCAGAATGCAGCC	UpstreamP1_CTCF	1
chr5	2005975	2006125	id-78750	5.34e-06	-	TCATCGGCCACTTCTGCCTCCTGCAGGTGTCAGCG	V_CTCF_BR	2
chr5	2015371	2015521	id-78751	1	+	NA	NONE	15
chr5	2017822	2017972	id-78752	1.05e-08	-	CCTGCAGTTTGTGTTCTGTACAGGAGGGGGCAGTG	Upstream_CTCF	40
chr5	2038852	2039002	id-78753	1.77e-10	-	CCAGCGTGTACACGAGTGGCCAGCAGAGGGCGCAC	V_CTCF_BR	37
chr5	2039420	2039570	id-78754	6.49e-06	+	GCTCCTGTCTGAGCCAGCGCCAGCAGGAGGGGCCC	Upstream_CTCF	4
chr5	2052866	2053016	id-78755	2.4e-05	+	TGTCTTTGGCATCCACGGTCCTGTAGTGGGTGCAG	V_CTCF_BR	7
chr5	2071020	2071170	id-78756	3.73e-06	+	GAGGGTGTACCCTGCAAAGCCACAGGGTGGAGCTG	Upstream_CTCF	15
chr5	2110367	2110517	id-78757	1.18e-05	+	CTGCAATGGCAAAGAGTGGCCACTATTGGGGTAAT	UpstreamP1_CTCF	8
chr5	2132432	2132582	id-78758	3.63e-05	+	TGCACCCACATCTCTGTCTCCAGCAGAGGACACCC	V_CTCF_BR	0
chr5	2135614	2135764	id-78759	4.41e-06	+	TCAGCACCTGCACAGGGTGCTTCTAGGGGGCGCTG	V_CTCF_BR	3
chr5	2151534	2151684	id-78760	1.08e-08	-	CTGTAGTTGGGTGATGTTACCACTAGATGTCGCTA	UpstreamP1_CTCF	40
chr5	2157497	2157647	id-78761	1	+	NA	NONE	1
chr5	2208181	2208331	id-78762	3.28e-05	+	AGGCCTGCTCCCGGCCCAGCCAGCAGATGTCCCTG	V_CTCF_BR	22
chr5	2254652	2254802	id-78763	1	+	NA	NONE	4
chr5	2258632	2258782	id-78764	1.1e-05	-	GTCAAATAGATGCATACAGGCGCCAGAGGGAGCAC	V_CTCF_BR	2
chr5	2299886	2300036	id-78765	2.01e-05	+	CCTTAGGTTTAACTTTTCTCCAGCAGGTGGCTTGA	Upstream_CTCF	3
chr5	2415910	2416060	id-78766	6.21e-05	+	CGAAGCTCTCCCTGAATCACCGCGCGGGGGCGCCC	V_CTCF_BR	8
chr5	2449688	2449838	id-78767	2.89e-07	-	GGGGCTGGGTCACCGGTTGCCCCTAGAGGGAGGTG	Upstream_CTCF	0
chr5	2476146	2476296	id-78768	1	+	NA	NONE	4
chr5	2496369	2496519	id-78769	1.82e-06	+	CTGCCATGTAAGGACACAGCCTGCAGGAGGCCACC	UpstreamP1_CTCF	4
chr5	2503807	2503957	id-78770	1.38e-06	+	ACCTGCAGTGCAGGGCCAGCCTGTGGAGGGAGCCC	V_CTCF_BR	4
chr5	2563319	2563469	id-78771	2.78e-06	+	GCTACCGTAATTCCCACCACCTCCAGGGGTCAGAC	V_CTCF_BR	5
chr5	2579417	2579567	id-78772	2.29e-05	+	CGGAAGTGAGGTCTTAGATTCAGTAGATGGCACTC	UpstreamP1_CTCF	4
chr5	2686922	2687072	id-78773	7.27e-06	-	TGGAGTCACACCTCCTTGACCAGCTGGGGGCGTCT	V_CTCF_BR	8
chr5	2695907	2696057	id-78774	1	+	NA	NONE	9
chr5	2697681	2697831	id-78775	1.56e-06	+	GTGCAGCATGTGCGTGCGGCCAGCAGGTGTGCTGG	UpstreamP1_CTCF	1
chr5	2701901	2702051	id-78776	3.71e-05	+	GCAGCCCCACAGCCCACGGCCTCAGGGTGGGCAGC	Upstream_CTCF	9
chr5	2711151	2711301	id-78777	9.81e-06	+	AACATCATATATAAGTCCACCACCAGGGGGAAAGG	V_CTCF_BR	25
chr5	2715312	2715462	id-78778	5.01e-06	-	TAGGAGTGCGCCATCCTTGGCGGGAGGGGGAGCCA	V_CTCF_BR	3
chr5	2746832	2746982	id-78779	1	+	NA	NONE	19
chr5	2752984	2753134	id-78780	1.04e-05	+	TGCCCACTCCGAAGGGTCACCTATGGGGGGCGCTC	V_CTCF_BR	11
chr5	2755296	2755446	id-78781	1.19e-06	+	CAGGAGTCGTGCGCGCGGGCGGCGAGGGGGCGCTG	V_CTCF_BR	15
chr5	2756537	2756687	id-78782	3e-06	-	GAGCCGCGCGGACGCCTGGCCACGAGGGGCTCCCG	UpstreamP1_CTCF	5
chr5	2757113	2757263	id-78783	8.89e-06	+	TCTGCAATCTTCTGTTTAAACACCAGAGCGCACCT	Upstream_CTCF	13
chr5	2780656	2780806	id-78784	1.77e-05	+	CCAGCCATTCCAGAGACCAGCTCCAGAAGCCCTGA	Upstream_CTCF	6
chr5	2783457	2783607	id-78785	1.15e-07	-	AGACGGATTCTCCCGTGAGCCTCCAGAGGGAGCCA	V_CTCF_BR	24
chr5	2805334	2805484	id-78786	1.93e-05	-	CTTCCCTGTGGTTTCCTGGTCCACAGAGGGCGCCC	V_CTCF_BR	15
chr5	2814901	2815051	id-78787	2.38e-07	+	ACGTGCAGGACAGGGCTTGCCTGCAGATGGAGCAC	V_CTCF_BR	2
chr5	2848869	2849019	id-78788	2.97e-06	-	GGTCCGGAGCACTTCTCCACCACAAGAGGGAGAAA	V_CTCF_BR	17
chr5	2984091	2984241	id-78789	2.68e-05	+	CCTGTGATGCTGGCATTCTGCAGGTGGTGACACCC	Upstream_CTCF	3
chr5	3075533	3075683	id-78790	8.76e-09	-	TTGCAGTTACCCAATCTGCTCACTAGGTGGTACCA	UpstreamP1_CTCF	29
chr5	3077925	3078075	id-78791	2.96e-05	+	GACCCCATGGCAAATCTCATCAACAGAGGGAGCTC	V_CTCF_BR	1
chr5	3139785	3139935	id-78792	2.5e-05	+	TTGCTCTCTGTGACTCTGTTGACCAGAGGGAGGTG	UpstreamP1_CTCF	6
chr5	3179436	3179586	id-78793	3.63e-06	+	CCCTGGCTGACACAGCACTCCACCAGGAGGCGGTC	V_CTCF_BR	4
chr5	3196246	3196396	id-78794	1	+	NA	NONE	5
chr5	3417737	3417887	id-78795	9.49e-08	-	TGTCCAGGAGCTGAAGTGAGCAGCAGAGGGCGCCG	V_CTCF_BR	5
chr5	3509529	3509679	id-78796	6.8e-06	+	ACTGTCCTCCTCCATCTCACCACTGGAGGCAGTGT	Upstream_CTCF	23
chr5	3591126	3591276	id-78797	8.23e-05	-	ACGCAGGGCAGAGGAATGGACCGCAGTGGCCTGGC	UpstreamP1_CTCF	12
chr5	3594576	3594726	id-78798	1	+	NA	NONE	6
chr5	3594865	3595015	id-78799	1	+	NA	NONE	10
chr5	3599908	3600058	id-78800	4.99e-07	+	CCGGCGCTGCAGCGGGCGGCCTGCAGGGTGCGCCG	Upstream_CTCF	11
chr5	3603130	3603280	id-78801	4.43e-05	-	GGCCGCATTCCGCTTTCGGACCATAGAGGGCGCCT	V_CTCF_BR	32
chr5	3734863	3735013	id-78802	1	+	NA	NONE	6
chr5	3828977	3829127	id-78803	9.88e-07	-	TCTGCAGCCCCAGAAGACACCAGGGGAAGGAGAAG	Upstream_CTCF	5
chr5	3852801	3852951	id-78804	1	+	NA	NONE	4
chr5	4028635	4028785	id-78805	1	+	NA	NONE	2
chr5	4092420	4092570	id-78806	8.98e-06	+	AAGTTCTCCTGCAATCCTTCCTCCAGGTGTCGCAG	UpstreamP1_CTCF	5
chr5	4101401	4101551	id-78807	1	+	NA	NONE	2
chr5	4143049	4143199	id-78808	3.28e-05	+	TTTCCTGTTCCCTGTTTGTCCTGATGTGGGCACTG	V_CTCF_BR	7
chr5	4188887	4189037	id-78809	3.73e-06	-	GCAGGAGTGCCTGAGGGGAGCAGTAGGGAGCATTT	Upstream_CTCF	2
chr5	4198735	4198885	id-78810	1	+	NA	NONE	1
chr5	4233914	4234064	id-78811	2.18e-07	-	TCTGGTCTCCACCCAGGCTCCAGCAGGTGGAGCCT	Upstream_CTCF	8
chr5	4245749	4245899	id-78812	4.51e-05	+	ACAGCACGATCCTTTCCCTCCGCTAGGAGACTAGA	Upstream_CTCF	1
chr5	4295929	4296079	id-78813	7.9e-07	-	ATGAATTTCCACGATCTGGACTGTAGGGGGTGCAG	UpstreamP1_CTCF	19
chr5	4512255	4512405	id-78814	3.09e-07	-	TCCCGGAGAGAGGCCTGGAGCAGCAGGTGGCAGCA	V_CTCF_BR	24
chr5	4520793	4520943	id-78815	8.21e-05	+	ATAAATTTCTTTGGCAATACCCCTAGGTGGCAGGG	V_CTCF_BR	4
chr5	4563630	4563780	id-78816	3.5e-05	-	GGTCACTGCAGCTGTTTCAGCACTAGGCGGTGCAC	UpstreamP1_CTCF	28
chr5	4585128	4585278	id-78817	4.31e-05	-	GTGTTGTGATAGCAAACGCCCTCATGGAGCAGCAG	UpstreamP1_CTCF	5
chr5	4641015	4641165	id-78818	1.76e-05	-	CTGCTGTGTTTCATGTTTCCCTCTTGGAGGAGTAG	UpstreamP1_CTCF	20
chr5	4643462	4643612	id-78819	1.37e-05	+	GCCCCACCTCCAAATACCACCACTAGGGGCTAGGG	Upstream_CTCF	6
chr5	4700408	4700558	id-78820	1.04e-05	-	TGCAGCTGTCCAGAATCAGTCAGTGGGTGGCGCCA	V_CTCF_BR	30
chr5	4862785	4862935	id-78821	2.08e-07	-	TTGTATTACTGTCTTAAGAACAGCAGAGGGCACTC	UpstreamP1_CTCF	39
chr5	4868371	4868521	id-78822	4.7e-08	+	TGTCCCCTCACCCTGCATACCACCAGGGGGCACTG	V_CTCF_BR	40
chr5	4879925	4880075	id-78823	1.76e-09	+	CAAGCTGTTCCAGACCCGACCAGAAGAGGGCAGCC	Upstream_CTCF	40
chr5	4906200	4906350	id-78824	1	+	NA	NONE	21
chr5	4942505	4942655	id-78825	7.94e-11	-	CCTGCAGTGCGTAGAGCGGCCCCTAGGTGGCAGCA	Upstream_CTCF	39
chr5	5063911	5064061	id-78826	4.59e-07	-	AAGAACTCCCCTCAACTGGCCAGCAGGGGCTGCTC	UpstreamP1_CTCF	28
chr5	5078815	5078965	id-78827	4.1e-06	+	CCTTGCATTTCCTCACTCCCCAGTTGGGGGCGGAG	Upstream_CTCF	9
chr5	5141898	5142048	id-78828	8.61e-08	+	CATAGTACCTTTTTGAGAACCACCAGGGGGCGCTA	V_CTCF_BR	40
chr5	5271400	5271550	id-78829	2.91e-05	+	TCAGCAATTCCCAGTGGCTCCTCCAGGACCGGGGA	Upstream_CTCF	22
chr5	5293290	5293440	id-78830	8.59e-05	-	GGAAACTGGGAACACACAGCCACAAGAGGCAGTGA	V_CTCF_BR	11
chr5	5340523	5340673	id-78831	2.96e-05	-	TTCCACACACACGAGGGAGCCAGCGGGGGCCTGGG	V_CTCF_BR	37
chr5	5344310	5344460	id-78832	2.19e-05	-	GTGTAAGCAACAGTTTTGAGCCCCAGAGGCCTGGA	UpstreamP1_CTCF	3
chr5	5348412	5348562	id-78833	4.3e-06	-	TCAGCAAGGCTCCTTGTCCCCACCTGCAGGAGGCA	Upstream_CTCF	4
chr5	5359815	5359965	id-78834	5.96e-07	+	CAGAAGACTTCGCTGTGTGCCGCCAGAGGGAGGAC	V_CTCF_BR	5
chr5	5394623	5394773	id-78835	1.26e-07	-	ACTGGCCCTGGCCAACTGGCCTCCAGGGGGCATTG	V_CTCF_BR	39
chr5	5419585	5419735	id-78836	4.11e-07	-	ATGTAATGCTACCATATGCCCACAAGATGTCTGTC	UpstreamP1_CTCF	40
chr5	5466457	5466607	id-78837	2.66e-05	-	GACAAATACCCACATACACCCTGCAGAGGGCGTGA	V_CTCF_BR	16
chr5	5492582	5492732	id-78838	2.4e-05	+	GGAAAGAACTGCACTGTAGCCATTAGAGGGCACTG	V_CTCF_BR	40
chr5	5497377	5497527	id-78839	1.02e-07	+	CTGCAGCCGCCTGTCCTCCCCAGCAGGGAGAGCTC	UpstreamP1_CTCF	40
chr5	5616498	5616648	id-78840	1	+	NA	NONE	7
chr5	5699325	5699475	id-78841	3.63e-06	+	CCCAAAACAGCGCCCCCTACCAGCAGAAGGCAGTT	V_CTCF_BR	14
chr5	5710643	5710793	id-78842	1	+	NA	NONE	1
chr5	5726689	5726839	id-78843	1	+	NA	NONE	6
chr5	5864288	5864438	id-78844	3.63e-05	+	GGTCCCCTGGAAGCTCAAACCCCTAGGGGGAGCAT	V_CTCF_BR	3
chr5	5881567	5881717	id-78845	1.56e-05	-	GCCGGATTACCTGGGCTGCTGACTAGGGGGAGCTG	Upstream_CTCF	10
chr5	5887125	5887275	id-78846	3.33e-09	+	GTGCCCGCTCCCGCCTCCGCCAGCAGAGGGAGCGC	V_CTCF_BR	31
chr5	5933880	5934030	id-78847	1	+	NA	NONE	8
chr5	6143729	6143879	id-78848	1.06e-05	-	CCTGTGAGGCTCTGCCAAAGCGCTAGAGGGAGGCC	Upstream_CTCF	7
chr5	6196876	6197026	id-78849	8.79e-07	-	CTGCTATAACAAAATGCCACCATCAGGTGGCTTAA	UpstreamP1_CTCF	9
chr5	6201815	6201965	id-78850	2.19e-05	-	GCTGCAGGGTTTCTACCAGCCCGAAGATGCTAAGG	Upstream_CTCF	9
chr5	6202871	6203021	id-78851	3.8e-07	+	GGTGCACTAAAGAGGCTGACCACATGGGGGCTGTG	Upstream_CTCF	19
chr5	6216969	6217119	id-78852	1.39e-07	+	CAGAAGCATGTAGGAGGGACCAGCAGAGGGCAGCT	V_CTCF_BR	1
chr5	6274926	6275076	id-78853	3.66e-06	-	TTGTGGGGGTGGGGAGTTTCCACAAGGGGGCATTT	UpstreamP1_CTCF	6
chr5	6292215	6292365	id-78854	1.06e-05	+	CAAGCAAGAAAAAATTCTGCCAGCAGATGGCCTTT	Upstream_CTCF	33
chr5	6296812	6296962	id-78855	7.15e-05	-	CATCCTGTCTCCTTAGCCCCCTCTTGGTGGTGCTG	V_CTCF_BR	5
chr5	6366463	6366613	id-78856	1	+	NA	NONE	0
chr5	6370357	6370507	id-78857	1	+	NA	NONE	0
chr5	6370874	6371024	id-78858	7.1e-07	+	ATTCAGGCACCCGAACCTGCCAGCAGGGGCCTCCT	UpstreamP1_CTCF	18
chr5	6371635	6371785	id-78859	2.53e-05	-	CAAACTGCATTTTTCATGAACTGCAGGTGGTGCTG	V_CTCF_BR	13
chr5	6435564	6435714	id-78860	3.09e-07	-	GACGGTGAACCTGGCTGTGCCAGCAGGAGGCAGCA	V_CTCF_BR	40
chr5	6449343	6449493	id-78861	7.44e-05	-	CCCTCACCACGGGGCCCGGGCGCCCGGCGGCGCTG	Upstream_CTCF	3
chr5	6480362	6480512	id-78862	1	+	NA	NONE	16
chr5	6492147	6492297	id-78863	3.88e-06	-	TGACCATCCGTTGCTCTGAGCCCCAGAGGGCGCAC	V_CTCF_BR	1
chr5	6526188	6526338	id-78864	7.27e-06	-	GGACACATAAAATTAGCCATCACAAGGGGGCAGCC	V_CTCF_BR	37
chr5	6573730	6573880	id-78865	7.49e-05	-	CACACGAGGCACTGTGGGGCCTGCTGGGGACACCA	V_CTCF_BR	6
chr5	6577134	6577284	id-78866	1.97e-06	-	AGAGAAAGAAGAAATTCTGCCTCAAGGTGGCAGCA	V_CTCF_BR	40
chr5	6583201	6583351	id-78867	1.75e-07	-	CGGCTCCTCAGCCCAGCGGCCAGCAGGGGATGCTG	UpstreamP1_CTCF	34
chr5	6632671	6632821	id-78868	1.21e-05	+	CCAGTAATTCTTAAAGTGGCCGGGAGCGGCTCCCT	Upstream_CTCF	36
chr5	6636463	6636613	id-78869	1	+	NA	NONE	5
chr5	6676290	6676440	id-78870	1	+	NA	NONE	25
chr5	6712222	6712372	id-78871	6.51e-05	+	GTCTACTCATCTGTGCTGGAGACGAGGGGGTAGCA	V_CTCF_BR	26
chr5	6712476	6712626	id-78872	1	+	NA	NONE	14
chr5	6713004	6713154	id-78873	5.93e-06	-	GGTGGAAGTTTCCGAGCAGCCGGGCGGGGGCAGCG	Upstream_CTCF	12
chr5	6721602	6721752	id-78874	1.64e-06	+	TGAGTTGTCCACCATTGGGCCACTAGAGAGTGCCC	Upstream_CTCF	11
chr5	6728664	6728814	id-78875	1	+	NA	NONE	6
chr5	6745859	6746009	id-78876	8.19e-06	-	TCGTTATGCTGAAGCACAACCAACAGGGGTCAGTG	UpstreamP1_CTCF	40
chr5	6754895	6755045	id-78877	1.21e-06	+	GGTGTGCGGCCCCCTGTGGGCAACAGGGGACACCA	Upstream_CTCF	1
chr5	6759620	6759770	id-78878	9.84e-05	-	GCGTTCCGTCTCAGAGGCCTGGGCAGAGGGCGCCA	V_CTCF_BR	19
chr5	6765906	6766056	id-78879	8.03e-07	+	TGCGCAGTCTCACCCTTGAGAAGAAGGGGGCGCTG	Upstream_CTCF	40
chr5	6768848	6768998	id-78880	4.23e-08	+	CTCATCGGGGACTCTGTGGACACCAGAGGGCAGAA	V_CTCF_BR	23
chr5	6781018	6781168	id-78881	8.34e-07	+	CAGCATCCCTGGCCTCCACCCACTAGGTGTCAGTA	UpstreamP1_CTCF	39
chr5	6789206	6789356	id-78882	3.63e-06	+	CACGGAGGAGGGAGTGGCGCCCCTAGAGGGAGCCT	V_CTCF_BR	22
chr5	6819381	6819531	id-78883	4.14e-06	-	AGGGGGCCGGCAACATCAGGCAGAAGAGGGAGGGA	V_CTCF_BR	14
chr5	6819736	6819886	id-78884	1	+	NA	NONE	12
chr5	6821084	6821234	id-78885	7.55e-07	+	AGACAGTTCCTAAGTGTGGCCTCTAGAGGTCGCCA	V_CTCF_BR	38
chr5	6823196	6823346	id-78886	2.96e-05	+	CTGCTCTGCCGATGTTTTCCGCCCACACGGCGGCA	UpstreamP1_CTCF	9
chr5	6824384	6824534	id-78887	1	+	NA	NONE	2
chr5	6831940	6832090	id-78888	4.41e-06	-	TGCAGCTGGAGTCCAAAGGCCACCTGCTGGCAGAA	V_CTCF_BR	7
chr5	6837744	6837894	id-78889	1.91e-08	-	GGTGCGGTGCTGAGTTTTGTCAGCAGAGGGCGCTG	Upstream_CTCF	39
chr5	6839172	6839322	id-78890	1	+	NA	NONE	0
chr5	6868419	6868569	id-78891	1	+	NA	NONE	2
chr5	6943438	6943588	id-78892	1	+	NA	NONE	2
chr5	6951098	6951248	id-78893	1	+	NA	NONE	6
chr5	7016129	7016279	id-78894	5.08e-07	+	AGTTGGGCAGTATTTCCCGCCAGTAGGTGGCTCTA	V_CTCF_BR	15
chr5	7018827	7018977	id-78895	1.61e-05	+	GTGCCATGAGGTTAAGAGGGCATTAGGGGGCAAGT	UpstreamP1_CTCF	2
chr5	7074359	7074509	id-78896	1.28e-06	-	TCACAAGTACCTCAGGCATCCTCCAGTGGGCACTG	V_CTCF_BR	15
chr5	7079165	7079315	id-78897	5.96e-07	+	GTAAGCCACGACCCAGTTATCAGCAGAGGGCACCA	V_CTCF_BR	18
chr5	7087967	7088117	id-78898	1.96e-08	+	CACTGGCCCTTTGCCCTTGCCAGCAGAGGGCAGCT	V_CTCF_BR	11
chr5	7261206	7261356	id-78899	7.73e-06	+	AGCAAGGAAAAATATATGAACACGAGGTGGCAGTA	V_CTCF_BR	36
chr5	7317493	7317643	id-78900	2.66e-05	-	AGCATTAGACCCATTCCTACCACTTGCTGGCGCTT	V_CTCF_BR	7
chr5	7391476	7391626	id-78901	5.26e-07	-	GCTGCAACTCCTTCCATGAGCGCTGGGAGGAGTGA	Upstream_CTCF	15
chr5	7392651	7392801	id-78902	1.04e-05	-	AGAATTCCTCTTTCCTGTAACGCTAGAGGGCAGCC	V_CTCF_BR	38
chr5	7395036	7395186	id-78903	3.71e-05	-	GGAGTAGCTCCCTCCCTGTCACCTTGGGGGCCTGG	Upstream_CTCF	3
chr5	7397385	7397535	id-78904	1	+	NA	NONE	7
chr5	7436734	7436884	id-78905	1.19e-06	+	TGCCTTTGGCAAGGAATTGCCTGCAGGTGGCGGAT	V_CTCF_BR	4
chr5	7464468	7464618	id-78906	8.71e-06	-	CATGTGACATTGCCGTAGGTCAGTAGATGGCACTC	V_CTCF_BR	11
chr5	7475086	7475236	id-78907	2.27e-06	+	GGTCGCTGGCCTGGGTGACCCAGCAGGGGGAGTCC	V_CTCF_BR	4
chr5	7519431	7519581	id-78908	2.34e-06	+	GTGCAGCGCTTGAGCGTCCCCTTCAGGTGACACAG	UpstreamP1_CTCF	12
chr5	7593158	7593308	id-78909	1.38e-06	-	TTCCTCGATTTGCGCTCATCCCCCAGAGGGCGCTG	V_CTCF_BR	27
chr5	7615916	7616066	id-78910	1	+	NA	NONE	1
chr5	7683990	7684140	id-78911	1.19e-06	-	ATAAGGTACAGAAGGCCAGCCAGGTGGTGGCGCCA	V_CTCF_BR	6
chr5	7687046	7687196	id-78912	1.48e-06	+	GTGCAGTGCTATCTACCATCCACCAGTGGTGCCAG	UpstreamP1_CTCF	8
chr5	7746352	7746502	id-78913	1.26e-07	-	GAGGAGGAATTGCAGCTGGCCACTAGAGGGAGCCT	V_CTCF_BR	40
chr5	7755229	7755379	id-78914	1.38e-07	-	AGAGCTGGACTGCTGACTGGCGGCAGGGGGCGCCC	Upstream_CTCF	40
chr5	7762494	7762644	id-78915	4.71e-06	+	GAGGCAGTGCCCGGGGCCACACACAGGTGGTGCTG	Upstream_CTCF	11
chr5	7805614	7805764	id-78916	1.82e-07	-	CAGTTTCTCTGTGGTCTGCCCAGCAGAGGGCAGGC	V_CTCF_BR	39
chr5	7816494	7816644	id-78917	2.18e-07	-	TCTGGCTCTGGTGGCCTGACCGCTAGGGGGTGCCC	V_CTCF_BR	39
chr5	7827895	7828045	id-78918	1	+	NA	NONE	29
chr5	7837965	7838115	id-78919	9.66e-05	-	TGGTGAACTCATAAAATGGCCAGCAGAGGCACAGA	Upstream_CTCF	3
chr5	7850073	7850223	id-78920	1.38e-06	-	TCGGAGAAGGGAGCGGGAGCCACTAGGTGTCAGGA	V_CTCF_BR	29
chr5	7851200	7851350	id-78921	3.6e-07	-	GCTGCAGGGCAGCTCCGGGTCGCCAGGCGGCGGTT	Upstream_CTCF	35
chr5	7857107	7857257	id-78922	3.11e-05	-	GTGATAGTCTTTGGGCCTATCAATAGGGGGCAGCA	V_CTCF_BR	40
chr5	7881280	7881430	id-78923	8.33e-05	+	TGTGCATTCTCTCCTAGCTCCTGTGGGGGCATAGT	Upstream_CTCF	10
chr5	7887313	7887463	id-78924	6.82e-05	+	AACTTGGAGGTAGAATAATCCACTAGATGTCAGTA	V_CTCF_BR	40
chr5	7897238	7897388	id-78925	2.83e-07	+	ACAACATCCAGCTTCATGGCCAGCAGGTGGCGAGA	V_CTCF_BR	40
chr5	7927999	7928149	id-78926	1.99e-07	+	GATGTCGCTTCAGCACCTGCCTCTAGATGGCAGCC	V_CTCF_BR	39
chr5	8012533	8012683	id-78927	1.41e-05	+	GAGCTGGTGTATCACATGGCCAGGGGGAGGCCAGG	UpstreamP1_CTCF	10
chr5	8115161	8115311	id-78928	5.01e-06	-	CTCAGGGAACACCTGTAGCCCACAAGATGGAGCCC	V_CTCF_BR	6
chr5	8184697	8184847	id-78929	1.64e-07	-	GATGCAGTCCCTGGCTGGACCACTAGGGGTGCTCT	Upstream_CTCF	40
chr5	8247726	8247876	id-78930	1	+	NA	NONE	14
chr5	8340977	8341127	id-78931	1.64e-05	+	CAGCTTATACCACAGCCAAGCCCTAGAGGGCACCA	V_CTCF_BR	37
chr5	8395199	8395349	id-78932	5.13e-05	-	AGGAATCTTTCTAAAGTCACCTACAGGTGGCGAAG	V_CTCF_BR	12
chr5	8426315	8426465	id-78933	1	+	NA	NONE	2
chr5	8474048	8474198	id-78934	1.75e-07	+	CTGCTCTTACTGCTTCATGCCGACAGGGGGCATTG	UpstreamP1_CTCF	30
chr5	8522876	8523026	id-78935	7.84e-05	+	TGTTGCTTTTCCTTAGTGTCCTCATGAGGGAGCCT	V_CTCF_BR	9
chr5	8585465	8585615	id-78936	1	+	NA	NONE	30
chr5	8650534	8650684	id-78937	1	+	NA	NONE	16
chr5	8685942	8686092	id-78938	1.47e-05	-	TCACAGAGGATGAAACTGCCCACCAGATGTCAACC	V_CTCF_BR	13
chr5	8752903	8753053	id-78939	5.9e-06	-	CTGTTAGGCACCCTGCTGGCCAGTAAAGGACAATA	UpstreamP1_CTCF	20
chr5	8756728	8756878	id-78940	6.84e-06	+	GTTAGGTGACATTTTTGTTCCAGCAGGTGGTGCCA	V_CTCF_BR	39
chr5	8843163	8843313	id-78941	5.13e-05	-	GAAACTTGCAAGCCAGAGGGCAGCAGAGGCAGCAC	V_CTCF_BR	33
chr5	8844516	8844666	id-78942	8.56e-05	-	GAGCAACGCCAAGATCAAGGCCCTGCAGGGCAAGG	UpstreamP1_CTCF	8
chr5	8851327	8851477	id-78943	1.46e-07	+	AATTCTGTGCCTGCCTTTGCCACTGGGTGGCCCCA	Upstream_CTCF	24
chr5	8864319	8864469	id-78944	1.38e-06	+	CCACAGCCCTCTTGCACGTCCTGCAGGGGGCATCA	V_CTCF_BR	39
chr5	8884254	8884404	id-78945	4.88e-05	+	CTTTCAAGGCATTGCTTTCTCTGAAGGGGGCAGCC	V_CTCF_BR	19
chr5	8900035	8900185	id-78946	1	+	NA	NONE	12
chr5	8908297	8908447	id-78947	2.32e-08	+	GGAGCAGTTCAGCTTCTCTCCACCGGGGGCAGCAG	Upstream_CTCF	40
chr5	8955048	8955198	id-78948	2.34e-06	+	CTGCTTTTCATCTTTTTCCACTGTAGGGGGCAGGT	UpstreamP1_CTCF	24
chr5	8981750	8981900	id-78949	1	+	NA	NONE	6
chr5	8993271	8993421	id-78950	1.48e-05	-	TTTCACTATAAAGTCTTCACCACTAGGGGCAAAGT	UpstreamP1_CTCF	38
chr5	9058047	9058197	id-78951	1.21e-06	-	CCTGCAACTTTCTACTTCCCCACCAGGTTGTACAG	Upstream_CTCF	13
chr5	9060729	9060879	id-78952	1	+	NA	NONE	2
chr5	9099916	9100066	id-78953	1.3e-07	-	GTGAAGCTGGAGCTGCTGCCCACTAGCTGGCAGCC	UpstreamP1_CTCF	22
chr5	9156481	9156631	id-78954	9.49e-08	+	AGGAGGTCCCCATGAGGCACCAGCAGAGGGAGGTG	V_CTCF_BR	38
chr5	9189209	9189359	id-78955	1	+	NA	NONE	3
chr5	9208057	9208207	id-78956	1.71e-06	-	TGTGAGTAAATTCACACAGCCAGTAGGTGGAAGTA	V_CTCF_BR	38
chr5	9265859	9266009	id-78957	2.8e-05	+	TCAGCAAGCCCTGGCTGGCTCTCCAGCAGGCGCTC	Upstream_CTCF	13
chr5	9269294	9269444	id-78958	4.41e-06	+	CTCTGTGAGAGACACCTTGGCGCCAGATGGCAGGC	V_CTCF_BR	1
chr5	9283691	9283841	id-78959	1.52e-07	+	GGGATGATATAGGGTAGGTCCACCAGGGGGCAGAA	V_CTCF_BR	27
chr5	9288509	9288659	id-78960	4.7e-08	+	CATGGCCCTATCCAGCTGGCCGCGAGAGGGCACAG	V_CTCF_BR	6
chr5	9313985	9314135	id-78961	5.61e-08	-	TATGCAGGACAGAGGTTCACCTCCAGGTGGCAGTT	Upstream_CTCF	10
chr5	9339429	9339579	id-78962	8.5e-06	-	TGAGTGATACCAGTTATGGCCACAGGGGGCACCAT	Upstream_CTCF	40
chr5	9361974	9362124	id-78963	2.38e-07	+	AACACTGCCATGGGCATGAACACTAGAGGGCGCTC	V_CTCF_BR	40
chr5	9388108	9388258	id-78964	2.78e-06	-	AAGCCAACTTCTTCAGTTACCTGAAGGTGGCAGTG	V_CTCF_BR	23
chr5	9499152	9499302	id-78965	3.09e-07	-	TTCTCTCATCTCCCTTGTTCCACCAGGTGGCACCA	V_CTCF_BR	40
chr5	9500884	9501034	id-78966	2.53e-05	-	TCCAGGAAGGCAGGGAAAGCCTCAGGAGGGAGCAA	V_CTCF_BR	15
chr5	9514073	9514223	id-78967	5.96e-07	-	AACAGATTCTCCTCTATAGCCTCCAGAGGGAGCAG	V_CTCF_BR	36
chr5	9516838	9516988	id-78968	2.6e-07	+	ACCACGGGCCATCCTGGAGCCACATGGGGGCAGCG	V_CTCF_BR	20
chr5	9544687	9544837	id-78969	7.07e-08	-	TGCGGCGTCCTCGGGATTCCCGGCAGGGGGCGCTG	V_CTCF_BR	40
chr5	9546510	9546660	id-78970	1.83e-05	+	GTTCAGACGTGGCTGCACCCCGGAGGGGGGCGCCG	V_CTCF_BR	20
chr5	9574080	9574230	id-78971	1	+	NA	NONE	4
chr5	9617442	9617592	id-78972	2.66e-05	-	TCCCTGTGTGTGTGAGAAGACACAAGGGGCCGCTC	V_CTCF_BR	9
chr5	9618336	9618486	id-78973	3.63e-06	-	CAATATCCCTGGTCTCTAGCCACTAGATGCCAGTA	V_CTCF_BR	18
chr5	9624869	9625019	id-78974	3.09e-05	+	TTGTAGTACTCACACCGATCCATGGGAGGGAGAGA	UpstreamP1_CTCF	7
chr5	9739366	9739516	id-78975	6.46e-07	-	GAGACTGTTGACACCCTGACCTGCAGAGGGCAGAT	V_CTCF_BR	6
chr5	9766803	9766953	id-78976	8.97e-05	-	CATGTAGTTCAGAGGCTGGCCATTAGTCTGAGTCA	Upstream_CTCF	20
chr5	9774683	9774833	id-78977	8.9e-05	+	TGGTCATGTAGCCATATCTGCATTAGGGGGCACCC	UpstreamP1_CTCF	29
chr5	9783441	9783591	id-78978	1.38e-07	+	GATGCAATTGCAAGGCTGGCCTGGAGAAGGCCCCA	Upstream_CTCF	9
chr5	9810690	9810840	id-78979	1.82e-07	+	GGAAGCAATGGAGAGATTACCACCAGATGGAGCCC	V_CTCF_BR	25
chr5	9835080	9835230	id-78980	4.7e-06	-	AAGCTGAGCTGCTGCCGTGCCCCTAGGGGTCGGCA	V_CTCF_BR	21
chr5	9835340	9835490	id-78981	1.77e-05	+	GAAGCTCTCTCCACTGTGGCCAGGGGGAGCCCTTG	Upstream_CTCF	21
chr5	9839151	9839301	id-78982	1	+	NA	NONE	5
chr5	9851742	9851892	id-78983	1.39e-05	+	CAAAGCAACTGTCCAATGGCCAGCAGGTGGCCCAG	V_CTCF_BR	36
chr5	9877972	9878122	id-78984	1	+	NA	NONE	7
chr5	9898560	9898710	id-78985	3.36e-07	+	CTCGCACATGGCTTTGCCACCACCAGATGGCACAT	V_CTCF_BR	39
chr5	9920919	9921069	id-78986	1.77e-05	+	CCAGCCTAAAACACACACCCCACTAGGGGGCAACT	Upstream_CTCF	23
chr5	9922945	9923095	id-78987	1.91e-09	-	CTGCAATTAAGATACATTACCACCAGGAGGCAGTA	UpstreamP1_CTCF	35
chr5	10021502	10021652	id-78988	3.97e-05	-	TGTTACTGCCTCATTTTCAACACTAGATGGTGGTT	UpstreamP1_CTCF	18
chr5	10030404	10030554	id-78989	9.71e-06	-	CTGGCAGTACTCCTTGTTGCCAGGGGTGGCAATGG	Upstream_CTCF	13
chr5	10030712	10030862	id-78990	4.7e-06	-	GGTGAGACTCAGTACATTACCAGTTGGGGGAGCTA	V_CTCF_BR	39
chr5	10032056	10032206	id-78991	4.88e-06	-	ATGTCTTTCTCAGATTTGTCCTGTAGAGGGTACCT	UpstreamP1_CTCF	9
chr5	10060228	10060378	id-78992	1	+	NA	NONE	4
chr5	10111774	10111924	id-78993	6.9e-05	-	GATGCTGAGTAAGGCAGTCACTCTAGAGGGCATGC	Upstream_CTCF	39
chr5	10134084	10134234	id-78994	1	+	NA	NONE	21
chr5	10140663	10140813	id-78995	8.81e-07	+	GGACTCCTTGCCCTACACACCACCAGAGGGCACAT	V_CTCF_BR	38
chr5	10146113	10146263	id-78996	2.43e-06	-	ATTTGTGTATGTTACATTTCCAGCAGATGGCAGTA	V_CTCF_BR	37
chr5	10159141	10159291	id-78997	1.64e-06	-	GAGGCAATTCTCACTGCTTCCTCTAGGGGTGATTC	Upstream_CTCF	23
chr5	10168185	10168335	id-78998	2.68e-05	+	ATGGTCCTTTTTATTCTGGGCAGTGGGGGTCACCC	Upstream_CTCF	1
chr5	10201696	10201846	id-78999	4.14e-06	-	TGCTCCCTTTTCGGTTCTGCCAAGAGGGGGAGCTA	V_CTCF_BR	40
chr5	10220491	10220641	id-79000	5.3e-05	+	GATCCCTTCTACAACATCCCCACCAAGTGGCTGTC	UpstreamP1_CTCF	20
chr5	10229886	10230036	id-79001	5.3e-05	+	TCGAATTCTCCTAATTTGGCCACTGGGAGGCTCTT	UpstreamP1_CTCF	33
chr5	10233722	10233872	id-79002	6.84e-06	-	GAAATCAGGATTACTTGTCCCAGCGGGGGGCAGCA	V_CTCF_BR	32
chr5	10266966	10267116	id-79003	1	+	NA	NONE	0
chr5	10284217	10284367	id-79004	3.47e-09	+	ACGCACTACACAACAGCGGCCAGAAGGTGGCGCCG	UpstreamP1_CTCF	40
chr5	10287060	10287210	id-79005	3.63e-06	-	CCAAATTTGGCTTCACTGGGCGGCAGGGGGAGGAG	V_CTCF_BR	0
chr5	10289218	10289368	id-79006	2.47e-05	-	GTTTCAGTGTTCTTCTACCCCTATAGGAGGAGCCC	Upstream_CTCF	8
chr5	10289611	10289761	id-79007	1.9e-06	+	AGAGCAATAACAGCTCCTCCCTCAAGGGGCTGCCA	Upstream_CTCF	14
chr5	10305154	10305304	id-79008	2.81e-05	-	AGAACTGACCTGGGGATGACCAGAAGGTGGCCCCA	V_CTCF_BR	21
chr5	10319625	10319775	id-79009	2.04e-05	+	GTCAGTTATTTTGTCCAGACCACATGAGGGCAGGG	V_CTCF_BR	12
chr5	10333182	10333332	id-79010	2.97e-06	-	CGCAGTGGCTGGCACCTGGCCGCCTGCAGGCGGCC	V_CTCF_BR	5
chr5	10333916	10334066	id-79011	6.48e-05	+	CGGCTGCACCGAGGTGGTTCCACCACCGCGCTGGG	UpstreamP1_CTCF	26
chr5	10354466	10354616	id-79012	1	+	NA	NONE	12
chr5	10358083	10358233	id-79013	1.77e-05	+	GCAGTGGCGCGATCTTGGCTCACTAGGGGTCGCAG	Upstream_CTCF	38
chr5	10364525	10364675	id-79014	8.81e-07	-	TAGGGGCAGTTAAACTTTGCCAGTAGAGGGTGCTG	V_CTCF_BR	32
chr5	10395701	10395851	id-79015	1	+	NA	NONE	1
chr5	10424355	10424505	id-79016	1.39e-07	-	AGCTTTGGGCCTTTCTGGGCCTCTAGATGGCACCA	V_CTCF_BR	40
chr5	10452923	10453073	id-79017	2.96e-05	+	TGTCCATGTAGAGTGTGTGACACTAGATGGAGACA	V_CTCF_BR	39
chr5	10457848	10457998	id-79018	1	+	NA	NONE	28
chr5	10460811	10460961	id-79019	3.8e-08	-	CCACCAGCCAGAGGTGCTGCCTGCAGAGGGCAGGG	V_CTCF_BR	13
chr5	10471832	10471982	id-79020	1	+	NA	NONE	2
chr5	10476132	10476282	id-79021	7.31e-05	+	TATTACCTCCCCTCACATGCCGGCAGGCGGTGCGC	UpstreamP1_CTCF	1
chr5	10498616	10498766	id-79022	1	+	NA	NONE	21
chr5	10502302	10502452	id-79023	1.64e-05	+	CCCTCTCTTCTGCCTCCTGTCTGAAGAGGGCTGCC	V_CTCF_BR	12
chr5	10502703	10502853	id-79024	3.88e-06	-	AGCCAGGACAGGAATGTCACCCCCAGCTGGCAGAC	V_CTCF_BR	4
chr5	10521688	10521838	id-79025	3.56e-06	+	AGCGTCATCCCCACTAGTACCACTAGGGGGTCAGG	Upstream_CTCF	39
chr5	10525160	10525310	id-79026	3.45e-05	-	GCCTGCCGTGTTCTCCTGGTCTGCAGCAGGAGGCC	V_CTCF_BR	7
chr5	10528714	10528864	id-79027	3.11e-05	-	GGGGGGGGACACAATTCAGCCCATAGGGGGCAATC	V_CTCF_BR	38
chr5	10576624	10576774	id-79028	1.93e-05	-	TCGTTAGTTCTGCCTAGAACCTCTAGGAGGTGTTA	Upstream_CTCF	21
chr5	10589274	10589424	id-79029	7.62e-07	-	CCAGGACCTGCTCCTTCGACCAGCAGGTGGGGAAC	Upstream_CTCF	2
chr5	10594063	10594213	id-79030	1.1e-05	+	ACTCAACAGCGAGGAGTAACCACATGTGGGAGCTG	V_CTCF_BR	5
chr5	10595169	10595319	id-79031	1.17e-05	+	TGGAGGGTGGAGGGGAGTCACGCCAGAGGGAGGTG	V_CTCF_BR	8
chr5	10600811	10600961	id-79032	3.48e-06	-	GTGTGGAACTCTCATGTTCCCAGCAGGTGGGAGTG	UpstreamP1_CTCF	15
chr5	10607934	10608084	id-79033	4.65e-06	+	CAGCAGTTTCCTTTAGCCCTCTCTAGGAGGAGCAC	UpstreamP1_CTCF	33
chr5	10609093	10609243	id-79034	3.4e-06	-	GTTGCACTGTGTTCCACAGCCACTTGGAGGTACCA	Upstream_CTCF	2
chr5	10612476	10612626	id-79035	2.46e-06	-	ATGGTATTAGGAGATGTGGCCACTAGGAGGTAACC	UpstreamP1_CTCF	13
chr5	10628115	10628265	id-79036	3.09e-07	-	TGCAGTTCTCCAGACCAGGCCAGTAGAGGGAGCTG	V_CTCF_BR	40
chr5	10637695	10637845	id-79037	1.73e-06	-	GGGCAGGAAGCCTCAACTCCCAGCAGGAGACGCCC	UpstreamP1_CTCF	8
chr5	10650021	10650171	id-79038	5.9e-06	-	TTGTACCGCCACTTGGGGATCTGCAGGTGGCCGCT	UpstreamP1_CTCF	4
chr5	10652431	10652581	id-79039	7.49e-05	+	AGGACACCCATTCTGAGCTCCCACAGAGGGCTCCA	V_CTCF_BR	6
chr5	10681412	10681562	id-79040	1	+	NA	NONE	11
chr5	10689668	10689818	id-79041	1.47e-05	+	AGAAATGTGCCTCTGCCAACCACTGGGTGGCGAGG	V_CTCF_BR	33
chr5	10690054	10690204	id-79042	1.93e-05	-	TATTTCTTACCAGTGCCAAACAGATGGGGGCGCTG	V_CTCF_BR	40
chr5	10695270	10695420	id-79043	1.97e-06	+	TTCAGCACTGACAACATTTCCACAAGATGGCACTG	V_CTCF_BR	40
chr5	10701733	10701883	id-79044	1	+	NA	NONE	40
chr5	10724956	10725106	id-79045	2.02e-06	+	GTGTAGCTCTCTACTCCCCCCAGGAGGAGAAGGTG	UpstreamP1_CTCF	36
chr5	10736208	10736358	id-79046	2.4e-05	+	CGACAGACCTTCCCCAGCGCCTGCAGAGGGAGTGT	V_CTCF_BR	3
chr5	10741888	10742038	id-79047	8.79e-07	+	CTGCATTTTCCCAGCTGAGGCTGAAGGTGGTGCTC	UpstreamP1_CTCF	30
chr5	10763124	10763274	id-79048	8.89e-06	-	GATGTGGCACCCATAAGCGTCTGCAGGTGGTGGTG	Upstream_CTCF	3
chr5	10775859	10776009	id-79049	1.31e-05	-	GACAGATCATTGCTGTTGGCCACTGGGAGGAGCTG	V_CTCF_BR	27
chr5	10793993	10794143	id-79050	2.6e-06	+	GGAACTTGAGCAGCACTGTTCAGCAGGGGGCAGGC	V_CTCF_BR	25
chr5	10802517	10802667	id-79051	5.65e-05	-	TTGGAGAGTGGGCAGTCCACAGGCAGATGGTGCTA	V_CTCF_BR	34
chr5	10826482	10826632	id-79052	5.34e-06	+	GGCTGTTTTTTAGCTTTTGCCAATAGGGGGCTCCA	V_CTCF_BR	29
chr5	10855853	10856003	id-79053	1	+	NA	NONE	17
chr5	10857253	10857403	id-79054	1.38e-09	+	AAGTGCGCTGCGCTGCCTGCCAGCAGGGGGCGGGG	V_CTCF_BR	40
chr5	10859306	10859456	id-79055	1	+	NA	NONE	12
chr5	10864009	10864159	id-79056	7e-10	+	AAGGTAGTTCTCGGCATAACCACCAGGGGGCACTG	Upstream_CTCF	40
chr5	10867173	10867323	id-79057	2.04e-05	+	ACACCACCTCAGTAAACCGCAGCCAGGGGGCTCGC	V_CTCF_BR	31
chr5	10892351	10892501	id-79058	1	+	NA	NONE	8
chr5	10988125	10988275	id-79059	5.51e-07	+	CGGGTCAAGCCACCAAGTTCCAGGAGGGGGCGCGC	V_CTCF_BR	40
chr5	11034429	11034579	id-79060	1	+	NA	NONE	8
chr5	11046406	11046556	id-79061	1	+	NA	NONE	21
chr5	11049006	11049156	id-79062	1.62e-08	+	CAGCAGCTCTGGCCTCCACCCACTAGGTGCCAGTA	UpstreamP1_CTCF	29
chr5	11062616	11062766	id-79063	1	+	NA	NONE	10
chr5	11075174	11075324	id-79064	1.08e-05	+	GAGTTGTGTAATGCTCACTACACAGGGGGGCGCTG	UpstreamP1_CTCF	26
chr5	11110382	11110532	id-79065	8.99e-05	-	CAGAGAATTCACAGCCCTTCCACAGGATGGCATTA	V_CTCF_BR	13
chr5	11182938	11183088	id-79066	1.28e-06	-	CTTACTAAAATTCCCTTTACCTCCAGGGGGCTCCC	V_CTCF_BR	40
chr5	11247479	11247629	id-79067	1.26e-05	-	ATCCCAGTCCCCACAGTCCCCACAAGGTGGCCTTC	Upstream_CTCF	17
chr5	11267495	11267645	id-79068	1.28e-06	+	AGTGCCTGCAATCCAGCCACCACTAGATGTCACCA	V_CTCF_BR	40
chr5	11271595	11271745	id-79069	1	+	NA	NONE	3
chr5	11289982	11290132	id-79070	1.46e-07	+	TCTGGAGTAGTTACTGTCACCAGAAGGTGGGGCAC	Upstream_CTCF	10
chr5	11334611	11334761	id-79071	4.7e-06	-	TGAAGGGATAGGTGAGATGCCGGCAGAGGGCGTCC	V_CTCF_BR	8
chr5	11361940	11362090	id-79072	1	+	NA	NONE	1
chr5	11385006	11385156	id-79073	2.44e-07	-	GCTGCAGCGCGGCGGCTCGGCCCCCGAGGGCGCCA	Upstream_CTCF	7
chr5	11390975	11391125	id-79074	1	+	NA	NONE	4
chr5	11494565	11494715	id-79075	5.01e-06	-	ATGCTTCAGGGGAGTTCAACCAAAAGGTGGCAGCA	V_CTCF_BR	35
chr5	11602585	11602735	id-79076	1	+	NA	NONE	8
chr5	11619867	11620017	id-79077	5.17e-06	-	GATGCCCATTCATTTCATACCAACAGATGGCACCA	Upstream_CTCF	15
chr5	11720116	11720266	id-79078	1.97e-06	-	TCAATGACAGACCTTTTGACCAGTGGGTGGCAGCA	V_CTCF_BR	25
chr5	11763153	11763303	id-79079	5.9e-06	-	ATGTACCATCTTCACATGGCCAGCAGGAGAGAGAG	UpstreamP1_CTCF	3
chr5	11797368	11797518	id-79080	7.15e-05	+	GGCACTTGCCTGCGTCTCACCACAGGGTGGAGAAT	V_CTCF_BR	4
chr5	11822839	11822989	id-79081	4.01e-05	+	AACTCAATGCTGCTAACAACCACTAGGTGAGAATG	Upstream_CTCF	8
chr5	11849621	11849771	id-79082	4.88e-06	-	GCTCACTACCTAAACCGTACCACCAGATGGACCAG	UpstreamP1_CTCF	1
chr5	11902597	11902747	id-79083	3.56e-06	-	TCTGCAGTGACTTCCATGAAAACAAGGAGGTGCTG	Upstream_CTCF	3
chr5	11903749	11903899	id-79084	2.55e-06	-	GGTGGTCCTGGGCTCCCGGCCGGCAGGCGGCGGCG	Upstream_CTCF	6
chr5	11904135	11904285	id-79085	5.01e-06	-	CCCGTGGAGCCCGCGGAGCCGGGCAGGGGGCGCTG	V_CTCF_BR	7
chr5	11906750	11906900	id-79086	4.21e-05	-	GAACTATCGGAAGCAGGAGGCAAAAGATGGCAGCA	V_CTCF_BR	2
chr5	12023869	12024019	id-79087	9.51e-07	-	ACATCAGACTTTTCTTTGCCCAGTAGAGGGCAGTG	V_CTCF_BR	39
chr5	12100780	12100930	id-79088	3.4e-06	-	CCAGAACTCCTCATGCTGACCCACAGGGGGAGTTT	Upstream_CTCF	4
chr5	12272618	12272768	id-79089	2.43e-06	-	TCATTACAAGGAAAGCTTGCCACCAGGAGGAGCTG	V_CTCF_BR	13
chr5	12292855	12293005	id-79090	2.43e-06	+	GGGTATCCATAAACTTCAAACACTAGGGGGCAGTA	V_CTCF_BR	26
chr5	12598780	12598930	id-79091	1	+	NA	NONE	0
chr5	12705194	12705344	id-79092	8.02e-05	+	AATGTGATCTTCAGGCTTACCACTGTGGGGCGCAT	Upstream_CTCF	16
chr5	12804089	12804239	id-79093	1	+	NA	NONE	0
chr5	12862137	12862287	id-79094	7.49e-07	-	GTGCAATTCCATCTCAAGACCTGATGAGGGAACGA	UpstreamP1_CTCF	3
chr5	12935986	12936136	id-79095	3.91e-06	+	TGTGAAGTACCAGAAACTGTCAGTAGATGACAGTT	Upstream_CTCF	8
chr5	12945704	12945854	id-79096	5.01e-06	+	GCTGTTTGTAAGCATGTAGCAGCCAGGGGGCAGTG	V_CTCF_BR	9
chr5	13147922	13148072	id-79097	1.84e-07	-	ACAGCTACTACTGTAATGGCCAGCAGAGGGAAAGC	Upstream_CTCF	2
chr5	13218761	13218911	id-79098	1.1e-05	+	TGACCATAGACCAGTAGAGCCACTAGAGGGCATTT	V_CTCF_BR	25
chr5	13250914	13251064	id-79099	1.64e-07	+	CCAGTAATAACTCTTCAGTCCACTAGGGGCAGCTA	Upstream_CTCF	40
chr5	13252138	13252288	id-79100	6.8e-06	-	AGTGCAACTCAGATCGCCACCTGCAGAAGCCTATG	Upstream_CTCF	3
chr5	13278375	13278525	id-79101	1.13e-05	+	AAGAAATGGCTCTTATGGACCACTAGGGGCAGTAG	UpstreamP1_CTCF	37
chr5	13358164	13358314	id-79102	1.64e-05	-	TGACAGTTTTTTTAGTGAGCCAGCAGATGGCAAAT	V_CTCF_BR	2
chr5	13379348	13379498	id-79103	1	+	NA	NONE	5
chr5	13479102	13479252	id-79104	1	+	NA	NONE	37
chr5	13511740	13511890	id-79105	1	+	NA	NONE	6
chr5	13660332	13660482	id-79106	9.81e-06	-	TTCGTGTAAAAGAGCCTATCCAGTAGGTGTCAGCA	V_CTCF_BR	21
chr5	13695300	13695450	id-79107	1.27e-06	-	GTGCTCGTGCCCCTGTTCACCGGTAGAGGACTGTG	UpstreamP1_CTCF	7
chr5	13762517	13762667	id-79108	1	+	NA	NONE	1
chr5	13781971	13782121	id-79109	1	+	NA	NONE	3
chr5	13810214	13810364	id-79110	1	+	NA	NONE	1
chr5	13814552	13814702	id-79111	4.01e-05	-	TAGTGTGTGTGCCAATTTTTCTGCAGATGGCAGTG	V_CTCF_BR	17
chr5	13831468	13831618	id-79112	2.04e-05	-	TAATTTGTCTCCTTTGGTAACACCAGGTGGTGCTG	V_CTCF_BR	25
chr5	13833656	13833806	id-79113	1	+	NA	NONE	4
chr5	13878545	13878695	id-79114	1.38e-06	+	GCAAACAAACAGGAGCCCTCCAGCAGCTGGAGCCA	V_CTCF_BR	17
chr5	13957298	13957448	id-79115	8.21e-06	-	GGGTGAGTTATACTTTCAGCCACTGGATGGCAGCT	V_CTCF_BR	39
chr5	13977097	13977247	id-79116	1	+	NA	NONE	39
chr5	13988062	13988212	id-79117	3.73e-06	+	GAAGCCATTTCATGGGAAGCCGCTAGGTGGTGAGC	Upstream_CTCF	40
chr5	14007472	14007622	id-79118	1.84e-05	-	AAGCCGCTTCCAGATTGGGCCACCAGGGCTTGGCT	UpstreamP1_CTCF	20
chr5	14011738	14011888	id-79119	7.02e-05	-	CGGCTGCGGCGGGGTCCTCCCTGCACCGGGGGAGC	UpstreamP1_CTCF	15
chr5	14036689	14036839	id-79120	4.88e-05	-	TGGCTGTCAGCAGCTGCTGCCCCAAGTGGGTGCTT	V_CTCF_BR	9
chr5	14108717	14108867	id-79121	2.23e-09	+	AAGCAGTTGCAGATCGTGCCCAGTAGGGGGAGGAG	UpstreamP1_CTCF	40
chr5	14141994	14142144	id-79122	1	+	NA	NONE	24
chr5	14143039	14143189	id-79123	4.7e-06	+	CGGTGCAGGAGCCAGCGCCCCGGTTGGGGGCGCAA	V_CTCF_BR	40
chr5	14145239	14145389	id-79124	6.48e-05	-	CTGCAATTGCTCCTCGTGACCCGGATTGGGGAACT	UpstreamP1_CTCF	17
chr5	14168925	14169075	id-79125	1	+	NA	NONE	1
chr5	14208892	14209042	id-79126	8.71e-06	-	AATGAGGCAACCCTTAGAACCAGCAGAGGGTTCAG	V_CTCF_BR	7
chr5	14240536	14240686	id-79127	6.39e-05	-	GCTTAAATGCAACTGTTCACCACAAGGGAAAGAGG	Upstream_CTCF	15
chr5	14247231	14247381	id-79128	1.84e-06	-	GCCCAGGCTCCAGCCGAGGGCAGCAGAGGGAAGGG	V_CTCF_BR	6
chr5	14259130	14259280	id-79129	1.28e-06	-	CGTGAGGACCCTCCAGGACCCGGCAGAGGGAAGCC	V_CTCF_BR	13
chr5	14267305	14267455	id-79130	1.26e-05	-	ACATTTCTACTTCTCAGTGCCACCAGGGGGGTTTG	Upstream_CTCF	20
chr5	14270441	14270591	id-79131	7.73e-06	-	TGCTTGTGACATCCTAAAACCTCTAGGGGGAGCTC	V_CTCF_BR	40
chr5	14277935	14278085	id-79132	2.68e-05	-	CCTGCTAAGGGTGCACCTTCCAATAGATGGCATAA	Upstream_CTCF	12
chr5	14326506	14326656	id-79133	4.01e-05	+	CTTGGGACTGTTGTTTTGTCCATTAGAGGGCACTG	Upstream_CTCF	37
chr5	14352308	14352458	id-79134	2.44e-10	+	CCAGCAATAGCTCTGATGGCCTCCAGGGGGCAGCC	Upstream_CTCF	40
chr5	14364292	14364442	id-79135	1.39e-05	+	TTTTTTAGTTTATGTTTTACCAGCAGATGTCACTA	V_CTCF_BR	21
chr5	14364829	14364979	id-79136	1.52e-07	-	CTCACCTGTTTCACTTCTGCCTGCAGGTGGCGCAG	V_CTCF_BR	40
chr5	14399286	14399436	id-79137	9.81e-06	+	TTATTTCCCACCCTCAAGTCCACTAGAGGGTGCTC	V_CTCF_BR	40
chr5	14405514	14405664	id-79138	7.27e-06	-	GGCAAACACTGCGCACTGGTCAGTAGGGGGCATAC	V_CTCF_BR	39
chr5	14409461	14409611	id-79139	1	+	NA	NONE	18
chr5	14411183	14411333	id-79140	1	+	NA	NONE	3
chr5	14417502	14417652	id-79141	6.46e-07	+	AGGCTCCCAGAGGTCCTCAGCACAAGGGGGCAGCC	V_CTCF_BR	18
chr5	14448530	14448680	id-79142	7.73e-06	-	GGGTCCTCTTTTCAGTCTGACAGCAGAGGTCAGGG	V_CTCF_BR	4
chr5	14505558	14505708	id-79143	4.14e-06	-	TGAGTCTGCCCCTACATGACCCCATGGGGGCGCCC	V_CTCF_BR	29
chr5	14582454	14582604	id-79144	1.03e-05	-	GTGTGCGCCACATCCTCTGCCAGCAGGGCGCGAAA	UpstreamP1_CTCF	36
chr5	14583049	14583199	id-79145	1.32e-05	-	AACGGAATCCTCCCAAAATCCACTAGTGGGCTCCA	Upstream_CTCF	27
chr5	14596169	14596319	id-79146	1	+	NA	NONE	1
chr5	14640991	14641141	id-79147	9.41e-05	-	GGTGGCCCGAACGGAGGTGGCGCTAGCGGTCAACA	V_CTCF_BR	4
chr5	14648795	14648945	id-79148	5.08e-07	-	TGGATAAACCCAATCATGGACACTAGGTGGCACCA	V_CTCF_BR	40
chr5	14665379	14665529	id-79149	9.26e-05	-	GCGCCGTTCTCCGGCGGCTGCAGCAGGGTCGACCT	UpstreamP1_CTCF	19
chr5	14666145	14666295	id-79150	1	+	NA	NONE	31
chr5	14685903	14686053	id-79151	1.73e-06	+	TTGTAATTTTAGCTTGTTGCCACTTGAGGGCATGT	UpstreamP1_CTCF	40
chr5	14687233	14687383	id-79152	4.1e-06	+	GCTGCAGTGAGTCCCATAGCCTGAAGGTGGTTGGT	Upstream_CTCF	21
chr5	14721010	14721160	id-79153	1	+	NA	NONE	1
chr5	14727561	14727711	id-79154	3.65e-07	+	AAGACATGACATACCTCAAACAGCAGGGGGCGCCA	V_CTCF_BR	40
chr5	14731149	14731299	id-79155	4.3e-06	-	CCTTCACCACTGGCCGCTGCCCCCGGAGGACGACA	Upstream_CTCF	4
chr5	14744350	14744500	id-79156	7.49e-05	+	GTGAGTCCTAACTCACAGTCCAGTAGGTGGTGGGT	V_CTCF_BR	6
chr5	14778941	14779091	id-79157	2.53e-05	-	GTAACTGGGCAGCTGACAGCATGCAGGGGGCGTTG	V_CTCF_BR	5
chr5	14838643	14838793	id-79158	1.93e-05	+	CCCCTGGGGGACCCCACGCCTGCTTGGGGGCGCCA	V_CTCF_BR	14
chr5	14870616	14870766	id-79159	2.83e-07	-	GGGGACCGTTTTGGCAGGGCCACCAGCGGGATGCA	V_CTCF_BR	18
chr5	14872000	14872150	id-79160	9.81e-06	+	GTCGCCTGCGCTTGGCGCGGCCGCGGGGGGCGCTG	V_CTCF_BR	35
chr5	14872377	14872527	id-79161	1.31e-05	+	CCGTCCGGCGGTGGCCGGGCTGGCGGCGGGCGGGG	V_CTCF_BR	30
chr5	14895518	14895668	id-79162	3.73e-06	-	GGTGCAATGATTCATGACTCACCCAGGGGGCAATA	Upstream_CTCF	19
chr5	14926288	14926438	id-79163	1.08e-05	+	GGGCTGGCCCCCTGGCTTACCAGTACCGGGAAGGC	UpstreamP1_CTCF	11
chr5	14947056	14947206	id-79164	6.37e-07	+	AAGCATTGGCATATGTCATCCAGTGGAGGGCACCA	UpstreamP1_CTCF	40
chr5	14957663	14957813	id-79165	2.15e-05	+	AAAACTGCCAATCACTTCTCCACTAGGTGGAGAAG	V_CTCF_BR	22
chr5	14993079	14993229	id-79166	1	+	NA	NONE	1
chr5	15003665	15003815	id-79167	1.48e-06	-	GAGACAGCTTTGCCCATCACCACTAGATGGTGCTA	V_CTCF_BR	40
chr5	15008781	15008931	id-79168	3.29e-05	-	CCAGCAGGGCCAGAACACACCGCCTGCAGGGAACC	Upstream_CTCF	19
chr5	15014091	15014241	id-79169	1.24e-05	-	AATAAAAACACAGAGATGAACACTAGAGGGCAACA	V_CTCF_BR	40
chr5	15106026	15106176	id-79170	3e-09	+	ATGCTCTGTCTGGGAGTGACCACAAGATGGCACTG	UpstreamP1_CTCF	40
chr5	15132620	15132770	id-79171	7.27e-06	+	CTGTGTGGGCTGGTGTGCATCAGCAGGGGTCGCTC	V_CTCF_BR	14
chr5	15183749	15183899	id-79172	9.29e-06	-	ATCTCAATGCATCCTGTACACACAAGGGGGCAGAG	Upstream_CTCF	37
chr5	15191251	15191401	id-79173	9.84e-05	+	GCAACACACAAGTGTCCTGCCACTGGAGGGCCCTA	V_CTCF_BR	18
chr5	15241637	15241787	id-79174	1	+	NA	NONE	4
chr5	15286887	15287037	id-79175	1.03e-05	+	GTTTTGTCATCCTTTCTGGTCACTAGAGGGCCATC	UpstreamP1_CTCF	29
chr5	15291212	15291362	id-79176	1	+	NA	NONE	26
chr5	15383692	15383842	id-79177	1.11e-05	+	GGAGTCATTCCCTGTCCGGGCTCTAGGAGACACTC	Upstream_CTCF	39
chr5	15463380	15463530	id-79178	4.44e-06	+	GGTCACTGCCTCCTTTTTGGCAGTAGATGGTGCCT	UpstreamP1_CTCF	31
chr5	15472355	15472505	id-79179	5.9e-06	-	GTTTAATACACAGTGCTGCCCCCTAGGTGGGGCAG	UpstreamP1_CTCF	25
chr5	15500166	15500316	id-79180	2.19e-05	+	CAGCTGTGATTGACGCTGGGCGGCGAGAGGAGGCG	UpstreamP1_CTCF	25
chr5	15501629	15501779	id-79181	6.49e-06	+	GGGTCAGTTTTACAGCCCGCCCCCAGAGGACAGTT	Upstream_CTCF	31
chr5	15515484	15515634	id-79182	3.16e-06	+	CTGCTATAACTCAGAATTGACTGCAGATGGGTCTA	UpstreamP1_CTCF	20
chr5	15526664	15526814	id-79183	5.93e-06	+	ATGGCAAGTGCTTGCTGTTCCGCTAGAGGGAAGCC	Upstream_CTCF	8
chr5	15586523	15586673	id-79184	5.7e-05	+	GAAGTGTTCCCTACTTTAACCTCTGGGTGGAAAGC	Upstream_CTCF	2
chr5	15598520	15598670	id-79185	9.07e-12	+	GCTGCAGTTCCAACGTTTACCACCAGGTGCAGCAG	Upstream_CTCF	39
chr5	15683464	15683614	id-79186	1.22e-07	+	GGGGCTGTGCTCTCCGTCACCCCCAGGCGGAGCTC	Upstream_CTCF	36
chr5	15694202	15694352	id-79187	1.16e-05	+	CATGCCTGTCTGCATGCTTCCTCTAGGGGTCTGAG	Upstream_CTCF	12
chr5	15767219	15767369	id-79188	2.8e-05	+	CCTACACTGCCCCCGACAGCCCCCAGTGTGCGTTG	Upstream_CTCF	4
chr5	15769205	15769355	id-79189	3.24e-06	-	ACTTCAGTCTTCTCGCACTCCCCCAGAAGGAGGCA	Upstream_CTCF	4
chr5	15791518	15791668	id-79190	5.01e-06	-	ACATGCCCATCATTTCTGGACCCTAGGTGGCACCC	V_CTCF_BR	19
chr5	15794351	15794501	id-79191	2.72e-06	-	CAGTAATCTCTCATCTCAGCCAGGAGATGTCACTG	UpstreamP1_CTCF	31
chr5	15808112	15808262	id-79192	3.18e-06	+	TGCCTTTCCAGGTCTGTCAGCAGCAGGGGGCACAT	V_CTCF_BR	28
chr5	15824515	15824665	id-79193	1.9e-06	-	ACTTTAGCAACTCTGAAGAACAGTAGAGGGCGCCA	Upstream_CTCF	40
chr5	15941438	15941588	id-79194	1	+	NA	NONE	7
chr5	15948503	15948653	id-79195	4.23e-06	-	CTGCTCTATCAAAAAGAAAACACTAAGAGGCAGCA	UpstreamP1_CTCF	18
chr5	15993198	15993348	id-79196	1	+	NA	NONE	21
chr5	15994156	15994306	id-79197	6.05e-06	-	TCCAGGCTCTACATTGTAGTCACCAGGGGGAGCTT	V_CTCF_BR	32
chr5	15995693	15995843	id-79198	1	+	NA	NONE	39
chr5	16064431	16064581	id-79199	1	+	NA	NONE	6
chr5	16076918	16077068	id-79200	1	+	NA	NONE	3
chr5	16122396	16122546	id-79201	1.24e-05	-	GGAGGATACTGGAACTTGGACAGTAGGTGGCATGG	V_CTCF_BR	12
chr5	16160952	16161102	id-79202	3.18e-06	+	CAACCGTAGTTCGTGTGAAACACTAGAGGGCAGAG	V_CTCF_BR	40
chr5	16229566	16229716	id-79203	3.22e-05	-	GTGTACTTAGCTCTCCTTACCACCACACTGCAATG	UpstreamP1_CTCF	1
chr5	16234871	16235021	id-79204	1	+	NA	NONE	4
chr5	16345656	16345806	id-79205	1	+	NA	NONE	29
chr5	16428618	16428768	id-79206	2.04e-05	+	TCCACATCCTTGTGATTGGCCTCCAGGGGCATGAG	V_CTCF_BR	21
chr5	16438231	16438381	id-79207	9.51e-07	+	CCAGAGACTGAATAAATGACCACCAGGTGGATCCA	V_CTCF_BR	36
chr5	16453839	16453989	id-79208	6.04e-07	-	TAGCATCTCTGGCCTCTACCCACTAGGTGCCAGTA	UpstreamP1_CTCF	18
chr5	16456452	16456602	id-79209	8.81e-07	-	AGCTAATGACAAAAAGTATCCACTAGAGGGCACTG	V_CTCF_BR	40
chr5	16457693	16457843	id-79210	1	+	NA	NONE	32
chr5	16464908	16465058	id-79211	9.88e-07	-	TCTGAAGTGCCTTATCTGGCCAGCAGGTTTGGCTG	Upstream_CTCF	31
chr5	16489454	16489604	id-79212	1.41e-06	+	ATGCAGCACACAGTATTCTCCATTAGGGGGTTCTG	UpstreamP1_CTCF	39
chr5	16550556	16550706	id-79213	1.26e-07	-	TGCAGTAGAGTCTGATCTGCCACAAGGGGGCAGAG	V_CTCF_BR	40
chr5	16552958	16553108	id-79214	1.56e-06	-	CCTGTTCTAGGGCTGGCTGCCACTAGAGGGGGTGT	Upstream_CTCF	40
chr5	16559491	16559641	id-79215	1.37e-05	+	CGGGAAGCCCCATCCACTTCCTGCAGAGAGCACAC	Upstream_CTCF	13
chr5	16585521	16585671	id-79216	7.1e-07	-	GGGCAGGTATTCAATTTATACACTAGGTGGAGCTA	UpstreamP1_CTCF	40
chr5	16667041	16667191	id-79217	5.96e-07	-	CCAAGTTGGCACGTTTGTGCCACCAGGTGGTGCAC	V_CTCF_BR	38
chr5	16680078	16680228	id-79218	1	+	NA	NONE	29
chr5	16690459	16690609	id-79219	8.46e-07	+	TTAGCAATGATGAAGACACCCTCTAGGGGGAGCCA	Upstream_CTCF	40
chr5	16713890	16714040	id-79220	1	+	NA	NONE	16
chr5	16741151	16741301	id-79221	1	+	NA	NONE	20
chr5	16776865	16777015	id-79222	5.37e-06	-	CTGCGAGCTCGCTTGTTGGCCGCTAGGGAGCACTT	UpstreamP1_CTCF	28
chr5	16791257	16791407	id-79223	7.23e-07	+	GTAGTAAAACACATTTTAGCCAGCAGGGGGCAGAT	Upstream_CTCF	40
chr5	16803994	16804144	id-79224	4.14e-06	+	TTCCATAACCCTGTGATGGGCAGCAGAGGTCACTG	V_CTCF_BR	2
chr5	16805656	16805806	id-79225	7.31e-05	+	ATGCAGTTTAAGACTGTGGACACATGCAGCTCCCA	UpstreamP1_CTCF	12
chr5	16813216	16813366	id-79226	4.01e-05	+	ATAATGAAACATCCAGACGCCAGCAGGGGGAAAAT	V_CTCF_BR	21
chr5	16826570	16826720	id-79227	1	+	NA	NONE	2
chr5	16845198	16845348	id-79228	2.27e-06	+	ACACGGCCCAGAGATTATACCTGCAGGTGGCAGTA	V_CTCF_BR	26
chr5	16871103	16871253	id-79229	1.16e-05	-	ACTGTAATTGTACTTCATGCCACTAGACTGTGCAC	Upstream_CTCF	21
chr5	16889777	16889927	id-79230	4.5e-06	-	CCTGTACCTCCTACTGCTTCCACCAAGAGGAGTGG	Upstream_CTCF	9
chr5	16931628	16931778	id-79231	3.66e-06	-	CTGCAGTGGGACAGTTGTTGCAGCAGGAGCAATAA	UpstreamP1_CTCF	11
chr5	16934267	16934417	id-79232	3.42e-09	+	CCTGATGTTCCCCCCACTTGCACTAGGGGGCAGAG	Upstream_CTCF	40
chr5	16953220	16953370	id-79233	2.78e-06	+	GTCCAAGGTTTCCTTTCTGCCTGCTGGGGGCAGGG	V_CTCF_BR	1
chr5	17062378	17062528	id-79234	6.49e-06	-	GTTGCTAAGCTCCTCTCTGCCGCTAGCCGGCGGGC	Upstream_CTCF	9
chr5	17081246	17081396	id-79235	5.65e-05	+	TGACATTCAAAAGATGAAAACACCAGGAGGCAGCA	V_CTCF_BR	13
chr5	17100175	17100325	id-79236	1	+	NA	NONE	3
chr5	17132743	17132893	id-79237	1.21e-06	-	CTTGTATTTTTTAATCTGACCACAAGAGGGCTTCT	Upstream_CTCF	40
chr5	17181373	17181523	id-79238	5.38e-05	-	GGGGCCTAGATGGGATCCTCCTGTGGGTGTCAGCA	V_CTCF_BR	11
chr5	17185973	17186123	id-79239	1	+	NA	NONE	16
chr5	17189633	17189783	id-79240	3.42e-08	-	TCCTCAAGTTAAACTTCGGCCACTAGGTGGCGCTC	V_CTCF_BR	40
chr5	17190705	17190855	id-79241	2.12e-06	-	TTGTATAGCATAAAAGTGTCCACTAGGAGGCACTG	UpstreamP1_CTCF	40
chr5	17203562	17203712	id-79242	1.59e-06	-	AGTCTGGTTTTCCAAATAACCACAAGGTGGCAGGC	V_CTCF_BR	40
chr5	17213101	17213251	id-79243	1	+	NA	NONE	3
chr5	17216322	17216472	id-79244	2.4e-05	+	CATGAAAGCGATCCAAACACAGCCAGAGGGCGCCA	V_CTCF_BR	40
chr5	17216741	17216891	id-79245	2.58e-05	-	GAGGCGCGGTCGCCGAGGTCCAGCTGGTGGGGCGA	Upstream_CTCF	17
chr5	17249527	17249677	id-79246	1	+	NA	NONE	26
chr5	17251982	17252132	id-79247	1	+	NA	NONE	11
chr5	17258081	17258231	id-79248	1	+	NA	NONE	14
chr5	17304549	17304699	id-79249	9.29e-06	-	CACGCCGTTCCACTCTGTCCCACCAGGGACATGAC	Upstream_CTCF	12
chr5	17481874	17482024	id-79250	3.45e-05	-	AGATCTGAATCGACTCTGCTCTCTAGTGGGCACCC	V_CTCF_BR	3
chr5	17620879	17621029	id-79251	6.98e-07	+	GTGAGACTTCTTGATCCATCCTCTAGAGGGCGCCC	V_CTCF_BR	20
chr5	17670533	17670683	id-79252	8.71e-06	-	CCCTGGCCACCAAAGCTGCCAGCAAGAGGGCGCCG	V_CTCF_BR	5
chr5	17883224	17883374	id-79253	4.7e-06	+	CAGTGCAGGTAGAGAAAGACCAGCAGGTGGAGACA	V_CTCF_BR	12
chr5	17890709	17890859	id-79254	1.71e-06	+	CTAGGAGTGTAGAATGGTACCACCAGATGGAAGAG	V_CTCF_BR	6
chr5	17951550	17951700	id-79255	6.46e-07	+	TGTGTTGGTTGGTCTCCTGCCAGGAGGTGGCGCTT	V_CTCF_BR	15
chr5	17966752	17966902	id-79256	6.75e-05	-	ATGAGTTGGCAGAACAAATCCAGCAGATGTAAGCA	UpstreamP1_CTCF	3
chr5	18010300	18010450	id-79257	1	+	NA	NONE	11
chr5	18024783	18024933	id-79258	2.6e-07	+	AAGGCTTAACTGCGGCTTGACTCCAGGGGGCACCA	V_CTCF_BR	2
chr5	18043603	18043753	id-79259	5.7e-05	-	GCTTCCTAACAATCCCCAACCACAAGATGGCCCTG	Upstream_CTCF	9
chr5	18052176	18052326	id-79260	1	+	NA	NONE	11
chr5	18102971	18103121	id-79261	9.84e-06	+	AGGTTATTAACTGAATGTGCCTGTAGGGGGTGGTA	UpstreamP1_CTCF	11
chr5	18113955	18114105	id-79262	1.73e-05	-	TCGAAACCGTTTTCACCCAACACTTGGTGGCACTG	V_CTCF_BR	23
chr5	18117034	18117184	id-79263	8.23e-05	-	AGTCATTTTTTACCAGTGGCCAGCAGGGTGGATTA	UpstreamP1_CTCF	6
chr5	18282162	18282312	id-79264	5.89e-08	-	ATGCATTTTTCCAAAATAGCCAGTAGATGGCATAA	UpstreamP1_CTCF	39
chr5	18287250	18287400	id-79265	1.93e-05	+	TATGTTAGGCAAGATGTTAACATTAGGGGGAGCCA	Upstream_CTCF	11
chr5	18305536	18305686	id-79266	1.09e-07	-	TTGTAATTCAGCTGCATGCACACCAGGTGGCAAGC	UpstreamP1_CTCF	40
chr5	18314412	18314562	id-79267	3.09e-07	-	TTTAATATTGACCAAATGGCCACAAGGTGGCAGCA	V_CTCF_BR	36
chr5	18394422	18394572	id-79268	1.64e-09	+	GTGCACTTGGGGGCAGAGTCCGGCAGGTGGCGCTA	UpstreamP1_CTCF	40
chr5	18466317	18466467	id-79269	3.8e-08	+	TCCCAACCATTATTTGCTGCCAGCAGAGGGCAGTA	V_CTCF_BR	39
chr5	18527241	18527391	id-79270	5.13e-05	+	GGGACAATATGACAGCAGACCAGCAGAGGCATCAA	V_CTCF_BR	5
chr5	18698757	18698907	id-79271	2.57e-08	-	CTGTCATGCCTGGATAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	40
chr5	18772690	18772840	id-79272	1.56e-06	+	TGGCAATCCAAGCCTTTCAGCAGCAGGAGGAGCAG	UpstreamP1_CTCF	22
chr5	18933302	18933452	id-79273	2.37e-05	+	AATGAATTACCCGTTGCAGCCACTGGGTTGAAATA	Upstream_CTCF	1
chr5	19102957	19103107	id-79274	1	+	NA	NONE	0
chr5	19181262	19181412	id-79275	1	+	NA	NONE	10
chr5	19255589	19255739	id-79276	2.55e-06	+	GTAGCCATTTCAAAATCACCCACAAGAGGGAAAGC	Upstream_CTCF	7
chr5	19262111	19262261	id-79277	2.31e-06	+	TCTGCACCTCTCTTTGCTGCCGCCATGTGGAGAAG	Upstream_CTCF	9
chr5	19315072	19315222	id-79278	1	+	NA	NONE	18
chr5	19538878	19539028	id-79279	1	+	NA	NONE	15
chr5	19554769	19554919	id-79280	3.42e-05	+	GGGGCTAAGCCTGGTTTGGTCACAAGATGGTGACA	Upstream_CTCF	9
chr5	19555695	19555845	id-79281	4.01e-05	-	GGTAGGTACAGAAAGACCATCAGATGGGGGCACTG	V_CTCF_BR	2
chr5	19608687	19608837	id-79282	1	+	NA	NONE	20
chr5	19791005	19791155	id-79283	1.01e-05	-	TCAGTAATTACCCTTCCATCCAGCAGGTGTTCAAG	Upstream_CTCF	6
chr5	19795444	19795594	id-79284	1.82e-06	+	CAGCAGTAATGGAATTGCTCCACATGATGGCTCCA	UpstreamP1_CTCF	36
chr5	20004287	20004437	id-79285	3.45e-05	-	AAAACAGGAGGTTCCCTTGCGGGTGGGGGGCGCTG	V_CTCF_BR	0
chr5	20231269	20231419	id-79286	9.81e-06	-	AATTTTGATGATTCACATACCACTAGGGGGAACTA	V_CTCF_BR	13
chr5	20250702	20250852	id-79287	5.96e-07	-	AGGCAGAGGTTTCAGTGAGCCGCAAGATGGCACCA	V_CTCF_BR	6
chr5	20336202	20336352	id-79288	7.07e-08	-	ATTTGTGAGGCAGTCGGGTCCACCAGAGGGCAGTC	V_CTCF_BR	24
chr5	20340356	20340506	id-79289	1	+	NA	NONE	2
chr5	20555263	20555413	id-79290	8.16e-07	-	GTGAAGGCTGTCTTCCTGGCCGGTAGATGGCTGTC	V_CTCF_BR	20
chr5	20572755	20572905	id-79291	1	+	NA	NONE	17
chr5	20602008	20602158	id-79292	1	+	NA	NONE	14
chr5	20833444	20833594	id-79293	1	+	NA	NONE	14
chr5	20972562	20972712	id-79294	1.17e-05	+	GAATTGAGGTTAGCCTTTGCCAATAGAGGGTGCTG	V_CTCF_BR	28
chr5	21208616	21208766	id-79295	7.02e-05	-	TAGCTCAGAATCTAAATGCCCAGTAGGGGCTACTG	UpstreamP1_CTCF	4
chr5	21263709	21263859	id-79296	2.96e-05	-	TTTTCCTTAAAAGGCAGTGCCCACAGAGGGCAGTG	V_CTCF_BR	2
chr5	21265345	21265495	id-79297	1.19e-06	-	CTCACCCTGCCACCTACCACCACCAGGGGTAGGAA	V_CTCF_BR	15
chr5	21341407	21341557	id-79298	1.87e-09	-	CTCCCTCCACACCTCCCCGCCAGCAGAGGGAGCCC	V_CTCF_BR	2
chr5	21391707	21391857	id-79299	2.6e-06	-	CTTTTCAGTGTTTCTTATTCCACCAGGTGGCACCC	V_CTCF_BR	18
chr5	21419606	21419756	id-79300	1	+	NA	NONE	6
chr5	21459421	21459571	id-79301	4.55e-09	+	GCGGCGCTTTCCCGCCTGTCCGGTAGGGGGCGCCG	Upstream_CTCF	39
chr5	21469978	21470128	id-79302	1.26e-07	+	ACTGGCCCTGGCCAACTGGCCTCCAGGGGGCATTG	V_CTCF_BR	39
chr5	21551412	21551562	id-79303	5.13e-05	+	GGCTAGAAGTAGAGAATGACCTCCAGTGGCTGGTG	V_CTCF_BR	8
chr5	21616410	21616560	id-79304	1.73e-05	+	TTGGATGTGCTGGAGGCATCCAGAGGGTGGAGCAC	V_CTCF_BR	2
chr5	21648691	21648841	id-79305	2.15e-05	+	ATCATTAGTCTGGTAGTGACCACAAGGGGGTATTG	V_CTCF_BR	7
chr5	21663302	21663452	id-79306	4.02e-07	-	GGGGCTATACCCTGCAAAGCCACAGGGTGGAGCTG	Upstream_CTCF	19
chr5	21803118	21803268	id-79307	4.88e-05	-	TGTTTATCATTGCTTTGTTCCACTAGATGTCAGTA	V_CTCF_BR	36
chr5	21810932	21811082	id-79308	1.63e-05	+	AGAGTTATTCAAAAATTAACCACATGATGGTGCTA	Upstream_CTCF	35
chr5	21817890	21818040	id-79309	7.11e-06	+	AGTAAAATGCTTATTTTTACCACCAGGTGGAGCGT	Upstream_CTCF	25
chr5	21919655	21919805	id-79310	1.74e-07	+	CGTGCAGTATTTATTCTGACCATTAGATGTCACCA	Upstream_CTCF	38
chr5	22026296	22026446	id-79311	5.9e-06	-	CTGCTGTAACAGTTCCTTTCCACTAGGGATCATGT	UpstreamP1_CTCF	8
chr5	22214289	22214439	id-79312	1	+	NA	NONE	18
chr5	22242751	22242901	id-79313	4.7e-05	+	GAGGCATTATCCTTTGAAAGCGATAGGTGGCTCTG	Upstream_CTCF	13
chr5	22244952	22245102	id-79314	1	+	NA	NONE	9
chr5	22320016	22320166	id-79315	8.02e-05	-	CCAGATATCCCCCTACTGCTCAATAGATGCAAGTG	Upstream_CTCF	11
chr5	22431642	22431792	id-79316	8.9e-05	+	AGGTCATTCAGGACATATTCCACAAGAAGGCATTG	UpstreamP1_CTCF	5
chr5	22699548	22699698	id-79317	1.11e-05	-	CTTACAATACAACAGGTCTTCTCCAGGGGGCACTA	Upstream_CTCF	16
chr5	22708955	22709105	id-79318	1.48e-06	-	TCTGAATCAAGAACAGTGACCACAGGGTGGCGGCG	Upstream_CTCF	5
chr5	22709167	22709317	id-79319	1.48e-06	+	GTTGCAGTCTCCCGCAGGACCTGTAGGGTGACGGG	Upstream_CTCF	11
chr5	22889948	22890098	id-79320	5.34e-06	+	GGAGACATCTAGAAAATGATCACAAGAGGGCACTC	V_CTCF_BR	17
chr5	23024730	23024880	id-79321	1	+	NA	NONE	5
chr5	23139833	23139983	id-79322	2.47e-07	-	ATGTAGTTCTAGGTTATCACCATAAGATGGCGATG	UpstreamP1_CTCF	33
chr5	23209125	23209275	id-79323	9.27e-07	+	TGGCAGGATTTAAAACTGACCAATAGAGGGCAGTA	UpstreamP1_CTCF	40
chr5	23268362	23268512	id-79324	1	+	NA	NONE	2
chr5	23302682	23302832	id-79325	3.05e-07	-	TGGGCTGTTCTTCTGCCAGCCTGCAGGTGGCCCCT	Upstream_CTCF	10
chr5	23303698	23303848	id-79326	1.39e-05	+	GGTGGCGTTGGAGTACAAGGCAGGAGGGGGCTCTG	V_CTCF_BR	11
chr5	23324482	23324632	id-79327	2.29e-05	-	CTGACACCCTCTTCTGCCACCAGCAGGGGAAGGTT	UpstreamP1_CTCF	7
chr5	23332885	23333035	id-79328	1.04e-05	+	GAAAGATTCTTTTCTAGGGCCTCTAGAGGGAGCAT	V_CTCF_BR	28
chr5	23352645	23352795	id-79329	9.78e-07	+	CGGGAGTGCAGCAGTGAGGACACCAGAGGTCACTC	UpstreamP1_CTCF	22
chr5	23405908	23406058	id-79330	2.34e-06	-	TTGCTATGTTTGCTTCATACCCCCAGGAGGCATCA	UpstreamP1_CTCF	15
chr5	23419291	23419441	id-79331	5.63e-06	-	ATGCACTTTCTCTTTTCAACCCCCAGGAGTAGTTC	UpstreamP1_CTCF	10
chr5	23507039	23507189	id-79332	4.88e-06	-	TTGTAGTTAGGGCCGTGATCCAATAGATGGTGCTT	UpstreamP1_CTCF	21
chr5	23614646	23614796	id-79333	8.34e-07	+	CTGCAATGCCACAGTGTTACCATTGGAGGGTGTGC	UpstreamP1_CTCF	10
chr5	23742939	23743089	id-79334	9.81e-06	-	AAGTTAGTTTGCTCTTGGTACAGCAGATGGCAGAC	V_CTCF_BR	12
chr5	23788282	23788432	id-79335	1	+	NA	NONE	5
chr5	23800513	23800663	id-79336	2.78e-06	-	TGGCCCTCTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	19
chr5	23812923	23813073	id-79337	1.56e-06	+	ATTCAATTTATGACTATGTCCACAAGAGGGCTCAC	UpstreamP1_CTCF	37
chr5	23821103	23821253	id-79338	8.71e-06	+	ATTTGCTAACTATATAGGAACACTAGAGGGAGCCC	V_CTCF_BR	33
chr5	23840317	23840467	id-79339	7.11e-06	-	CTTGTTATATTTCTGCCATACAGCAGAGGGCTCTG	Upstream_CTCF	11
chr5	23942826	23942976	id-79340	2.55e-06	-	GAGGCCGTACCCTGCAAAGCCACAGGGCGGAGCTG	Upstream_CTCF	4
chr5	23978239	23978389	id-79341	2.43e-06	+	AGAAGAGTGCAAGAAACCTCCACCAGGGGGCGTTG	V_CTCF_BR	37
chr5	23994763	23994913	id-79342	5.86e-07	-	AAAGCATTCTCAAAAGCTACCAGTAGATGGTGGAA	Upstream_CTCF	18
chr5	24005620	24005770	id-79343	4.7e-06	+	TTGCTTACCTCCTGTTTTACCACTAGATGGTACTC	V_CTCF_BR	11
chr5	24110243	24110393	id-79344	2.27e-05	-	GGATGCAGTTACTGTTTTGACACTAGATGGCATTC	V_CTCF_BR	33
chr5	24233154	24233304	id-79345	1	+	NA	NONE	12
chr5	24257421	24257571	id-79346	1	+	NA	NONE	3
chr5	24368359	24368509	id-79347	4.1e-06	+	CCTGTCACCTCTTCCCTCACCAGTGGAGGGCATGA	Upstream_CTCF	9
chr5	24445569	24445719	id-79348	1.1e-05	+	ACAAGCATTTAGTGGGTGTCCACTAGATGTCAGGC	V_CTCF_BR	27
chr5	24535899	24536049	id-79349	6.49e-06	+	AGCTTAGTTCTGCACAGTACCAGAAGGAGGAGCAA	Upstream_CTCF	9
chr5	24633954	24634104	id-79350	2.67e-06	+	ACAATAATTCTCAACATGACCACAAGGTGGCTCTC	Upstream_CTCF	38
chr5	24642252	24642402	id-79351	5.48e-05	-	ATTTTTATACCAAATCATTCCACTAGGCTGCAGCA	Upstream_CTCF	36
chr5	24747544	24747694	id-79352	4.88e-05	+	AGTTTGAGAATTAAAGTGGGCACCAGGGGGCCATC	Upstream_CTCF	5
chr5	25006970	25007120	id-79353	4.01e-05	-	AACCAAGGAGACAATAATTCCAGTAGAGGGTGCAA	V_CTCF_BR	16
chr5	25100217	25100367	id-79354	1	+	NA	NONE	2
chr5	25119890	25120040	id-79355	6.17e-09	+	CTGCAGTTTCATCTAGCTGACACTAGGTGGAGGAT	UpstreamP1_CTCF	36
chr5	25544895	25545045	id-79356	7.82e-06	+	GTGGAGTGCCGGGAGATATCCAGTAGACGTCTGCT	UpstreamP1_CTCF	35
chr5	25713494	25713644	id-79357	2.96e-05	-	AATCTAATGTCTCCGCTGATCAACAGGTGGCAGAG	V_CTCF_BR	7
chr5	25766865	25767015	id-79358	1	+	NA	NONE	12
chr5	25858260	25858410	id-79359	1.24e-05	-	GGTCACCCTGCAGCTCAAACCCCTAGGGGGCGCAT	V_CTCF_BR	18
chr5	25862497	25862647	id-79360	3.8e-07	+	CCCGTAATTCAATTACCTCCCACCAGGTGCCTCCC	Upstream_CTCF	7
chr5	26009983	26010133	id-79361	6.51e-05	-	AACAAGGAAAAAGCCATGACCAGAAGGCGGCAGCA	V_CTCF_BR	17
chr5	26025013	26025163	id-79362	1.67e-07	+	CAGCTCACTGCTACCTTGACCACCAGGGGTCACAC	V_CTCF_BR	18
chr5	26121579	26121729	id-79363	1	+	NA	NONE	7
chr5	26172953	26173103	id-79364	1	+	NA	NONE	3
chr5	26329808	26329958	id-79365	2.27e-05	-	TTCCCACTGATTCTCTCTTCCACTAGATGTCAGGC	V_CTCF_BR	27
chr5	26483001	26483151	id-79366	4.5e-06	-	CTAGCTGATACCAGCCAGACCACTAGGTGGCTCAT	Upstream_CTCF	36
chr5	26487767	26487917	id-79367	3.03e-05	+	CTTGTTCCCACTGACCAGACCACTAGGTGTCCCAT	Upstream_CTCF	5
chr5	26700997	26701147	id-79368	2.04e-05	-	ATCATCAATCTCCAATCAGGCACTTGGGGGCAGTA	V_CTCF_BR	27
chr5	26803204	26803354	id-79369	1	+	NA	NONE	3
chr5	26808170	26808320	id-79370	1	+	NA	NONE	7
chr5	26847216	26847366	id-79371	7.31e-05	-	GCGCAGTGTGAGGAACTCTGCTGCGGATCGCGAGG	UpstreamP1_CTCF	5
chr5	26966339	26966489	id-79372	6.51e-05	-	GGAACAAGACCTGTGAGGCACTGCAGGGGTCAGGA	V_CTCF_BR	5
chr5	27021207	27021357	id-79373	4.65e-05	+	ATATTATAATCTGGGCCATCCAAAAGAGGGAGCTA	V_CTCF_BR	28
chr5	27038787	27038937	id-79374	4.34e-05	+	GCTGCAGGGCGCCAGGTTTGGGCTTGGGGGAGTAA	Upstream_CTCF	12
chr5	27092923	27093073	id-79375	2.4e-05	+	AACTGAACAACCTCAGCAACCAGTAGGTGGCTTAA	V_CTCF_BR	13
chr5	27124826	27124976	id-79376	2.89e-07	+	ACTGTAATTACCACAACTCCCAGCAGGGGCTTCTC	Upstream_CTCF	36
chr5	27242135	27242285	id-79377	1	+	NA	NONE	28
chr5	27407119	27407269	id-79378	1	+	NA	NONE	3
chr5	27652711	27652861	id-79379	1.15e-07	+	CAACAGTCTGTGACAACAGCCAGGAGGTGGCGCTG	V_CTCF_BR	21
chr5	27682805	27682955	id-79380	9.81e-06	+	ATGATTGCCTCTTTTAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	27
chr5	27932164	27932314	id-79381	1	+	NA	NONE	5
chr5	28012780	28012930	id-79382	1	+	NA	NONE	14
chr5	28015009	28015159	id-79383	1.02e-07	-	TTGTAATACTGGCTGGCCTCCACTAGATGTCGCTG	UpstreamP1_CTCF	37
chr5	28067079	28067229	id-79384	2.47e-05	+	ACAACTGTGCACACAGTCACCAGCAGGGGTGCCCT	Upstream_CTCF	7
chr5	28345031	28345181	id-79385	5.01e-06	+	CAATCTTGCAAGGTATTGTCCACTAGATGGTGCTG	V_CTCF_BR	32
chr5	28473742	28473892	id-79386	3.88e-06	+	CTTCCTTTCTTATCAGATACCGCCAGAGGGCAGAA	V_CTCF_BR	27
chr5	28576271	28576421	id-79387	3.88e-07	-	GTGTAGCTTCAGCTGCGATCCAGTAGATGGCTCTT	UpstreamP1_CTCF	29
chr5	28633952	28634102	id-79388	4.65e-05	-	AGGCCCATTCTCATGTGTCCCAGCAGGGGTCGACT	V_CTCF_BR	11
chr5	28648328	28648478	id-79389	1	+	NA	NONE	19
chr5	28710605	28710755	id-79390	4.3e-06	-	TATGTAATACCTCCTGCCATCACTGGGGGGACATT	Upstream_CTCF	27
chr5	28734632	28734782	id-79391	4.14e-05	-	TTGTTTGAGTCATTGCAGGACAGCAGGAGGTGCTA	UpstreamP1_CTCF	12
chr5	28766779	28766929	id-79392	1.71e-06	-	TAGTTAAGACTTAAAATTTCCACCAGATGGCAGCC	V_CTCF_BR	29
chr5	28779388	28779538	id-79393	2.59e-06	+	CTGTAATGATGCTCTTTGGGCAGAAGGCTGCAGTA	UpstreamP1_CTCF	21
chr5	28810385	28810535	id-79394	5.37e-06	-	CTGCGCTGCCGCCTACCGCCCTGGAGGGCGCTTCA	UpstreamP1_CTCF	2
chr5	28810958	28811108	id-79395	8.21e-06	-	CCACAAAGATTGAAACTCGCCACATGGGGGCACAT	V_CTCF_BR	15
chr5	28897188	28897338	id-79396	1.84e-05	-	GTGAGATGAAGCTATTATACCACAAGATGGCAGAT	UpstreamP1_CTCF	9
chr5	29001895	29002045	id-79397	2.18e-07	+	CAGGCACTTCAATTAACTTCCAGAAGATGGCAGAC	Upstream_CTCF	14
chr5	29005505	29005655	id-79398	3.67e-07	+	TTTTACTGACCGTTTATGGCCACCAGAGGTCATCC	UpstreamP1_CTCF	16
chr5	29016219	29016369	id-79399	1	+	NA	NONE	3
chr5	29025592	29025742	id-79400	4.43e-05	+	CACTTCATTTCTGCTTTGACCACAAGATGTCTCCT	V_CTCF_BR	1
chr5	29079962	29080112	id-79401	2.44e-07	-	GCCGCCACTCCTCCACCTTCCACCAGGAGGGGGAG	Upstream_CTCF	18
chr5	29147134	29147284	id-79402	1.39e-05	+	TGGCAAAGGCCTGCAAGTACCACCTGGTGGTAGTC	V_CTCF_BR	5
chr5	29218371	29218521	id-79403	3.48e-06	-	GAGAAATAAGAGCTTGGGGCCTCTAGGTGGTACTA	UpstreamP1_CTCF	10
chr5	29367648	29367798	id-79404	5.48e-05	+	CATGCAGTACTGGCTGCCTCCATTTGTCGTCAGTA	Upstream_CTCF	13
chr5	29698014	29698164	id-79405	6.05e-06	-	ATGGCACATAAATGTTTGGCCAGTAGATGGAGTCC	V_CTCF_BR	16
chr5	29721196	29721346	id-79406	1	+	NA	NONE	9
chr5	29746314	29746464	id-79407	2.96e-05	-	AGGCAGGCACATCCATCTGTCAATAGGGGGCCACA	UpstreamP1_CTCF	6
chr5	29812159	29812309	id-79408	1.93e-05	-	GATCAAGGAAAAGATGTAACCACAAGATGTCAGGA	V_CTCF_BR	10
chr5	29930543	29930693	id-79409	1	+	NA	NONE	5
chr5	29960545	29960695	id-79410	9.84e-06	-	GAGGAGCGTCACCCTGTGGCCACCAGAAGCACAGG	UpstreamP1_CTCF	4
chr5	30040729	30040879	id-79411	1.73e-06	+	CTGCTAAGTTCCCTCCATGACTCCAGGTGGCGCTA	UpstreamP1_CTCF	40
chr5	30324286	30324436	id-79412	2.91e-05	+	CTCGCACTGCTCACTGCTGCCCCAGGCTGGAGTGC	Upstream_CTCF	9
chr5	30401712	30401862	id-79413	4.31e-07	+	AGAGGAAGCATCAGTGTTACCAGCTGAGGGCGGCA	V_CTCF_BR	35
chr5	30413769	30413919	id-79414	1.64e-05	+	GACGAGGAAATAGTAATTTCCACTAGAGGCCACTA	V_CTCF_BR	16
chr5	30494290	30494440	id-79415	2.77e-07	+	ATGTAATTCACTACCCTGTCTACTAGGTGGTGCCA	UpstreamP1_CTCF	24
chr5	30620704	30620854	id-79416	1	+	NA	NONE	3
chr5	30650545	30650695	id-79417	1.28e-06	-	CCTGCAATATCCTTCCAGAGTACAAGGGGGCACTA	Upstream_CTCF	6
chr5	30694158	30694308	id-79418	1	+	NA	NONE	10
chr5	30803192	30803342	id-79419	1	+	NA	NONE	5
chr5	30804915	30805065	id-79420	3.18e-06	+	ACAGAACTCTGTTCCAGGCCCTGTAGGTGGCACTG	V_CTCF_BR	24
chr5	30946701	30946851	id-79421	1.97e-06	+	GGAGTGCATAAAACAGTGTCCTGCAGATGGAGGCA	V_CTCF_BR	20
chr5	31030137	31030287	id-79422	3.65e-07	-	CATCTGCCCGTGCCTTCTGCCTCTAGGGGGCACTT	V_CTCF_BR	14
chr5	31186894	31187044	id-79423	2.06e-07	-	ATTGTTATTTTGCATGTGACCACTAGGGGGACAAA	Upstream_CTCF	40
chr5	31196559	31196709	id-79424	4.31e-05	-	GAGAAATGCATGGAGTGACCCACTAGAGGTCCCTT	UpstreamP1_CTCF	26
chr5	31219225	31219375	id-79425	1	+	NA	NONE	4
chr5	31232508	31232658	id-79426	6.84e-06	-	GGGTGCATTAAACGTATGTCCACTTGAGGGAGCTC	V_CTCF_BR	40
chr5	31237356	31237506	id-79427	1.73e-05	+	CCTTAAAAGGATGGAGGTGTCAGCAGATGGCGATA	V_CTCF_BR	29
chr5	31251287	31251437	id-79428	1	+	NA	NONE	16
chr5	31270622	31270772	id-79429	1.04e-06	-	AAGGTAATTCACAGTTTCAACAGTAGGTGGTGCTG	Upstream_CTCF	40
chr5	31276054	31276204	id-79430	1.64e-05	+	TGTCAATGTGCCATTGCAACCTCGAGGGGGCAACT	V_CTCF_BR	2
chr5	31291693	31291843	id-79431	1.34e-06	+	GCTGCCCTAGAGCAAGGATCCGCCAGGTGGTGACA	Upstream_CTCF	21
chr5	31317874	31318024	id-79432	1	+	NA	NONE	7
chr5	31329960	31330110	id-79433	9.26e-05	+	AAGCTCATCACCACAGTACACACTAGAAGGTGCTG	UpstreamP1_CTCF	18
chr5	31358955	31359105	id-79434	1.92e-05	+	CTGGAATTACAGGCGTGCGCCACCACGCGGCTAAT	UpstreamP1_CTCF	3
chr5	31398091	31398241	id-79435	3.28e-05	+	GAGGTGGCCTTCACTTAATTCAGCAGGTGGAGCCG	V_CTCF_BR	9
chr5	31415244	31415394	id-79436	1	+	NA	NONE	17
chr5	31467638	31467788	id-79437	2.78e-06	+	AACCAATATGTGCTACTTTCCTCTAGAGGGCACTG	V_CTCF_BR	8
chr5	31487738	31487888	id-79438	2.81e-05	-	GTATCTGAGAAAAGGATTTCCAGTAGATGGCATTA	V_CTCF_BR	14
chr5	31532518	31532668	id-79439	1	+	NA	NONE	26
chr5	31552091	31552241	id-79440	2.31e-07	+	GCTGCTCTTCTCACTCTGTCCTCTAGAAGGCTTTA	Upstream_CTCF	5
chr5	31581711	31581861	id-79441	6.04e-07	+	ACGTAATTAAATAGTTTGGACACCAGGTGGCCCTA	UpstreamP1_CTCF	40
chr5	31638888	31639038	id-79442	4.01e-05	-	CAGGCGGGGCTTAGGGCGCCATCTAGGTGGAACAG	V_CTCF_BR	40
chr5	31639316	31639466	id-79443	4.1e-06	-	GCTGCAGAGCCGCGGTTCGCCGGCAGCCGCGGGAG	Upstream_CTCF	32
chr5	31664844	31664994	id-79444	2.53e-05	-	CCCTAGGACATTGGTGGGGACACAAGATGGAGAGA	V_CTCF_BR	31
chr5	31747715	31747865	id-79445	6.21e-06	-	CAAGGATTGGATGGTTCTGCCACCAGGCGGAGCAG	Upstream_CTCF	3
chr5	31769017	31769167	id-79446	2.2e-07	+	CTGCATGTTGCCCATGCTGCCCCCAGGTGTCAGTA	UpstreamP1_CTCF	12
chr5	31809283	31809433	id-79447	1.28e-06	-	TCACTGTGCTGGATTTCAACCACAAGATGGCAGGC	V_CTCF_BR	40
chr5	31823720	31823870	id-79448	1.55e-05	-	CCTATATCTTCCAAGCTCACCGCTTGATGGCAGAG	V_CTCF_BR	15
chr5	31825714	31825864	id-79449	1.19e-06	+	ACAGTTGAATTCCCAGTGGCCTCTGGAGGGCACTA	V_CTCF_BR	40
chr5	31844879	31845029	id-79450	1	+	NA	NONE	12
chr5	31855464	31855614	id-79451	1.04e-05	+	CTGGTTTGTCAATGGCTGGACGGAAGGAGGCGCCC	V_CTCF_BR	33
chr5	31881539	31881689	id-79452	1.28e-06	+	TTCTCCTGCCTCAGCCTCCCCAGTAGCTGGCACTA	V_CTCF_BR	2
chr5	31911462	31911612	id-79453	5.13e-05	-	TTCTGTATGCCCAGTGAAGCCACATGGTGGCATCC	V_CTCF_BR	6
chr5	31925145	31925295	id-79454	2.96e-05	+	CTGCAATGACCGGCAGGAGGGCCTAAGGGGCTAAG	UpstreamP1_CTCF	6
chr5	31929449	31929599	id-79455	7.97e-09	+	GCTGCATCTCTGGCCTCTGCCACTAGATGCCAGCA	Upstream_CTCF	40
chr5	31933514	31933664	id-79456	1.09e-07	-	AGGGCAATCCCAGAAATCCCCAGCAGGAGTCGATC	Upstream_CTCF	12
chr5	32013977	32014127	id-79457	1.84e-06	+	ACCAGGCCTGAGACAGAGCCCTGCAGGGGGCAGGA	V_CTCF_BR	2
chr5	32038759	32038909	id-79458	1.7e-05	-	CCTGCCATACCAGATGACTGTTGTAGGGGGAGCCA	Upstream_CTCF	20
chr5	32057721	32057871	id-79459	1	+	NA	NONE	32
chr5	32074657	32074807	id-79460	3.63e-05	+	AGTGACTGTCGCTGGCTTTCAGCCAGGTGGAGCTG	V_CTCF_BR	8
chr5	32076933	32077083	id-79461	2.96e-05	-	ATTGTGAGTGATAAAGTGGCCCAAAGGTGGCAGCA	V_CTCF_BR	39
chr5	32093434	32093584	id-79462	4.31e-07	-	CAATGTAACTCTTCTCTCACCAGCAGGTGGCTCCC	V_CTCF_BR	39
chr5	32116249	32116399	id-79463	7.82e-06	-	ATGGACTTCACACACTTGCCCACTAGGAGAAGATG	UpstreamP1_CTCF	20
chr5	32174424	32174574	id-79464	1.93e-05	+	AGAGCTGGGCCGGGAGGCGCCGGAAGCGGCGGCCG	Upstream_CTCF	27
chr5	32232665	32232815	id-79465	7.42e-09	+	CATGAGAATGTGCATGCAGCCACCAGGGGGCACAA	V_CTCF_BR	40
chr5	32263504	32263654	id-79466	1.23e-05	-	CACCACTGGCCACTGCACTCCAGCAGGGGCAGTAG	UpstreamP1_CTCF	16
chr5	32271148	32271298	id-79467	1.32e-05	+	AAAGGAAGCCCAATCTCTTCCAGCAGGGGCCCTGG	Upstream_CTCF	2
chr5	32319764	32319914	id-79468	1.31e-05	-	GACAAGAACCTGGGACCTGCCAAATGGTGGCGCTA	V_CTCF_BR	4
chr5	32323997	32324147	id-79469	3.42e-05	+	CCTGCCCATCTGCATGCTCCCCCTAGGGGTTTGAG	Upstream_CTCF	8
chr5	32329579	32329729	id-79470	1.71e-06	-	CCACCACTTTTGAAATCGTCCTGTAGAGGGCACAG	V_CTCF_BR	40
chr5	32390781	32390931	id-79471	1	+	NA	NONE	15
chr5	32425684	32425834	id-79472	1	+	NA	NONE	15
chr5	32451189	32451339	id-79473	1	+	NA	NONE	40
chr5	32465321	32465471	id-79474	1	+	NA	NONE	15
chr5	32471990	32472140	id-79475	6.43e-06	-	GTGAGGACAGCTGGATATGCCAGTTGGTGGCAGTC	V_CTCF_BR	20
chr5	32489921	32490071	id-79476	1.19e-06	+	CTATCGTCCTTTACCTCCACCACGAGAGGGCGCAT	V_CTCF_BR	40
chr5	32490585	32490735	id-79477	1	+	NA	NONE	14
chr5	32505978	32506128	id-79478	1	+	NA	NONE	9
chr5	32523920	32524070	id-79479	8.58e-06	+	GCGTAGTTACTGCTTCCCATCCCTTGGGGGCAGCC	UpstreamP1_CTCF	33
chr5	32586090	32586240	id-79480	2.68e-05	+	ACTGGGAGAGCGGATGCGGGCGGGAGGGGGCCGGG	Upstream_CTCF	25
chr5	32590377	32590527	id-79481	2.31e-06	-	ACTACAATACCCAACCCAAACAGAAGAGGGCAGTC	Upstream_CTCF	38
chr5	32613301	32613451	id-79482	1.37e-08	-	TTTGATATTCCCGAGATGGACACTAGGTGGCGCCC	Upstream_CTCF	40
chr5	32628151	32628301	id-79483	3.63e-05	+	AGGTGGCGGTGTGTAACAGTCAGTAGATGCCACTG	V_CTCF_BR	10
chr5	32630308	32630458	id-79484	2.47e-05	-	GGAGCCCTTTCCCGGGAAGGAGGTAGGGGGCAGGC	Upstream_CTCF	1
chr5	32638511	32638661	id-79485	1.21e-06	-	AGTGAGGTGCGTCAAAGCCCCAGCAGGAGGCAGAG	Upstream_CTCF	3
chr5	32688080	32688230	id-79486	8.5e-06	+	TTTTCAATGCTTGATTATCCCACAAGAGGGCTGAT	Upstream_CTCF	18
chr5	32690366	32690516	id-79487	6.43e-06	+	AGAATGGATGTTGGATGGGCCACTAGGTGTCTCTG	V_CTCF_BR	40
chr5	32707615	32707765	id-79488	3.03e-05	+	TGTTCTTTCATCTTTTCTGCCTCTAGGGGGGAGTG	Upstream_CTCF	39
chr5	32709939	32710089	id-79489	3.28e-05	+	AGTCGGGTGCAAGTTTCTGCCGAAAGAGGGCGTCG	V_CTCF_BR	40
chr5	32712932	32713082	id-79490	6.51e-05	-	TCCGCCTCGGATGCTTCAGACCCTGGATGGAGCCA	V_CTCF_BR	18
chr5	32714219	32714369	id-79491	6.23e-05	-	CAGCAAACCGCGGATCTCGCCCATAGGGGGACACA	UpstreamP1_CTCF	14
chr5	32724704	32724854	id-79492	3e-06	-	CTGCTCGCACACATGATCACCACTAGGGGAGGAAC	UpstreamP1_CTCF	13
chr5	32753910	32754060	id-79493	1	+	NA	NONE	16
chr5	32794344	32794494	id-79494	9.51e-07	-	CACAGAACCAGTCTATGCACCACCAGAGGGAGCCT	V_CTCF_BR	36
chr5	32852846	32852996	id-79495	4.41e-06	-	CCCCAAAATACTCTTCGAGCAACTAGGGGGCAGCA	V_CTCF_BR	38
chr5	32916842	32916992	id-79496	4.24e-07	-	GGTGCTCTTTCTGCCTTGCCCTGTGGGTGGCATTC	Upstream_CTCF	37
chr5	32942639	32942789	id-79497	2.17e-08	-	CCTGCAAATCCCAAATTAACCACCAGGAGGCCCTT	Upstream_CTCF	40
chr5	33166752	33166902	id-79498	3.65e-07	+	TGAGTTGGTTGGCCACCAGCCAGGAGGTGGCGCTT	V_CTCF_BR	6
chr5	33181128	33181278	id-79499	1.19e-06	-	ACTAGACTCTGCTACACTGACAGAAGAGGGCACCA	V_CTCF_BR	35
chr5	33258350	33258500	id-79500	1	+	NA	NONE	16
chr5	33261329	33261479	id-79501	1	+	NA	NONE	12
chr5	33298119	33298269	id-79502	7.62e-07	-	GGTGCGCCAGCAGGGTGCGCCAGCAGGGTGCGCCA	Upstream_CTCF	13
chr5	33300158	33300308	id-79503	1.55e-05	-	TTACGTCTCACCGTTACAGCAGCTAGATGGCACCA	V_CTCF_BR	39
chr5	33321525	33321675	id-79504	1	+	NA	NONE	2
chr5	33338943	33339093	id-79505	5.08e-05	-	ACTGCAGTTCAGTCCTTAACCTCTGTGTGTCTCAG	Upstream_CTCF	24
chr5	33363817	33363967	id-79506	1	+	NA	NONE	8
chr5	33380058	33380208	id-79507	1.41e-05	-	TTGCAGTACAACAGAAGTACCATAGAGGGGCGCTA	UpstreamP1_CTCF	40
chr5	33423257	33423407	id-79508	4.5e-05	-	ATGTATATAAACTGAAAAGCCACTAGATGTCACGC	UpstreamP1_CTCF	38
chr5	33436096	33436246	id-79509	2.33e-07	+	GTGAAAGAACACCTTCCTAACACCAGAGGGCACTG	UpstreamP1_CTCF	39
chr5	33470781	33470931	id-79510	1.17e-05	+	ACAATGGCCATATGAATCACCAGGAGATGGCGTTA	V_CTCF_BR	35
chr5	33490511	33490661	id-79511	1.1e-05	-	CTCCCTGTTACCTCATTATCCACTAGGGGGAAAAA	V_CTCF_BR	13
chr5	33530861	33531011	id-79512	3.8e-07	+	TCTGCCATTATAAAAAGGACCTCTAGGAGGCCCCC	Upstream_CTCF	18
chr5	33580052	33580202	id-79513	1	+	NA	NONE	19
chr5	33588971	33589121	id-79514	1.73e-05	+	GCCATGGAGACACTCCAACCCACTAGGGGGCGTGC	V_CTCF_BR	40
chr5	33595554	33595704	id-79515	1.35e-05	-	CACTTGTACTTCAGGCTGTCCAGAAGAGGGGGCTC	UpstreamP1_CTCF	5
chr5	33677040	33677190	id-79516	6.21e-05	+	CCAATGCCATTAGGCTCCTCCACTGGATGGCATAG	V_CTCF_BR	3
chr5	33679790	33679940	id-79517	1	+	NA	NONE	7
chr5	33734877	33735027	id-79518	1	+	NA	NONE	5
chr5	33766133	33766283	id-79519	5.65e-05	+	AAATAGTTTAATCTTCTCTCCAGGAGGTGGAACTT	V_CTCF_BR	2
chr5	33800785	33800935	id-79520	3.81e-05	-	AAATGGTCCTTACAAGCAGGCACATGGGGGCTCCA	V_CTCF_BR	10
chr5	33806931	33807081	id-79521	9.81e-06	+	CGCCACACAGTAACTGCTGACGCCAGGTGGCTCCT	V_CTCF_BR	8
chr5	33809684	33809834	id-79522	1	+	NA	NONE	11
chr5	33856825	33856975	id-79523	2.91e-05	-	GCTGTACCAATCTACATTCCCACCAGCAGGATACA	Upstream_CTCF	13
chr5	33890890	33891040	id-79524	1.73e-06	+	CTGCAGCATCCTCATCTGTACAGCAGGGACAGCAA	UpstreamP1_CTCF	28
chr5	33892861	33893011	id-79525	1.55e-05	+	GTTTCCCTGAACTGGCTACCCTGGAGAGGGCGTCC	V_CTCF_BR	15
chr5	33934922	33935072	id-79526	6.74e-08	-	GCTGCACAGCTCCGTCTTCCCACTAGAGGGAGTAA	Upstream_CTCF	40
chr5	33936144	33936294	id-79527	1	+	NA	NONE	30
chr5	33945698	33945848	id-79528	7.15e-05	+	CATTTTGAGTCTTTGTCGGGTGCTAGGGGGCACTA	V_CTCF_BR	7
chr5	33968203	33968353	id-79529	2.38e-07	+	GCCTCAGATATGATGAGGGCCAGTAGAGGGCTGCA	V_CTCF_BR	11
chr5	33970061	33970211	id-79530	2.72e-06	-	GCCCTGTGCTCCCTGGTCACCACTAGGAGGAGTTA	UpstreamP1_CTCF	40
chr5	33995192	33995342	id-79531	1	+	NA	NONE	23
chr5	33997607	33997757	id-79532	4.7e-06	+	CATTTGCTATCTTCATCAGACTGCAGGTGGCAGTG	V_CTCF_BR	40
chr5	34007865	34008015	id-79533	1.81e-06	-	AGTGCTGGACCTGAAGCAGCCGCGGGGAGCCGCCG	Upstream_CTCF	29
chr5	34039503	34039653	id-79534	1	+	NA	NONE	2
chr5	34048800	34048950	id-79535	1	+	NA	NONE	2
chr5	34074704	34074854	id-79536	8.02e-08	-	GTGCAGTAAGAAAGAATGTCCAGCATGTGGAACCC	UpstreamP1_CTCF	7
chr5	34188336	34188486	id-79537	5.3e-05	-	TGGCAGTACCCCAGTGGGGACTCTGTGTGGGGGCT	UpstreamP1_CTCF	10
chr5	34440499	34440649	id-79538	1	+	NA	NONE	6
chr5	34452436	34452586	id-79539	2.94e-06	-	CCTGTTTTCTTTAAAGGAACCAAGAGAGGGCGCTG	Upstream_CTCF	40
chr5	34465521	34465671	id-79540	5.96e-07	-	AAAACTTACTCGTTCATCACCACTAGAGGGAGCCG	V_CTCF_BR	39
chr5	34474717	34474867	id-79541	1.91e-09	+	GTGCTGTTACATAGTATGACCACTAGATGGAGATC	UpstreamP1_CTCF	40
chr5	34486391	34486541	id-79542	1.99e-07	+	AAAGCTCGAGAATCCGTGCCCAGTAGGTGGCGCTG	V_CTCF_BR	39
chr5	34496478	34496628	id-79543	2.43e-06	-	CCTGCCTTCCTATTTCTGCCCACTAGGATGAGCGG	Upstream_CTCF	21
chr5	34517539	34517689	id-79544	1	+	NA	NONE	7
chr5	34519723	34519873	id-79545	1	+	NA	NONE	8
chr5	34523344	34523494	id-79546	2.27e-06	+	CAGGTGAAGTTAATGTTGGCCGCTAGGTGGCAATC	V_CTCF_BR	38
chr5	34538204	34538354	id-79547	1.38e-06	-	TAAAAGGCTCCAGACCCAGCCACATGGGGGAGCCA	V_CTCF_BR	35
chr5	34563942	34564092	id-79548	1	+	NA	NONE	4
chr5	34582638	34582788	id-79549	9.39e-07	-	ACTGTATTTCTCTCCCAAGCCTCTTGAGGGAGGTG	Upstream_CTCF	24
chr5	34653213	34653363	id-79550	1	+	NA	NONE	14
chr5	34656290	34656440	id-79551	1.55e-07	-	CGGCAGCACCACCACGTGGCCGCCGGGCGCCGGCC	UpstreamP1_CTCF	17
chr5	34657489	34657639	id-79552	8.9e-05	+	GTGGAGGGGTCCGAAGTGGCCTCACGGGGGCCTGA	UpstreamP1_CTCF	19
chr5	34658264	34658414	id-79553	5.7e-05	-	ACATCATTCCCCTACGGAATCCCTAGGGGGCTCAG	Upstream_CTCF	25
chr5	34678746	34678896	id-79554	1.03e-06	+	CTGTGGCAGCCCTGGCACACCAGCAGAGGGGCCCC	UpstreamP1_CTCF	1
chr5	34684923	34685073	id-79555	7.17e-05	+	CCTGCTATTCCTCAGTTCTCCTCTGGGATGGTGCT	Upstream_CTCF	33
chr5	34687062	34687212	id-79556	1	+	NA	NONE	21
chr5	34736966	34737116	id-79557	2.01e-05	+	CTGTTAGGAGCCAGGCTGCACAGCAGGAGGTGAGT	UpstreamP1_CTCF	10
chr5	34743204	34743354	id-79558	3.22e-05	+	GGGCTGCCATAGCAGATTACCACCAGCTGTGGCTT	UpstreamP1_CTCF	4
chr5	34789130	34789280	id-79559	1.56e-06	+	CAGCTATCCAGGACACAGGCCATGAGAGGGCACCA	UpstreamP1_CTCF	9
chr5	34797081	34797231	id-79560	1	+	NA	NONE	5
chr5	34802198	34802348	id-79561	2.59e-06	-	CAGCATCGCTGGCCTCTATCCACTAGAGGTCCAAA	UpstreamP1_CTCF	9
chr5	34834446	34834596	id-79562	3.91e-06	-	TCTGCTTTCCTCCTACTCGCCTCGTGGGGGCTTTA	Upstream_CTCF	13
chr5	34841989	34842139	id-79563	1.09e-06	+	CAGCATCCCTGGCCACCATCCACTAGATGCCAGTA	UpstreamP1_CTCF	3
chr5	34898492	34898642	id-79564	4.68e-07	-	CGGGCCTACTTCTGTCGCACCACAAGGTGGCAGGA	V_CTCF_BR	40
chr5	34905794	34905944	id-79565	5.74e-05	-	CTTTATTTCCTATGGAAAATCACTAGGGGGAGTGC	UpstreamP1_CTCF	39
chr5	34915642	34915792	id-79566	2.78e-06	+	GCGTGCCGCGCCACCGAGACCGGAAGGAGGCGGCA	V_CTCF_BR	32
chr5	34919371	34919521	id-79567	1	+	NA	NONE	37
chr5	34930257	34930407	id-79568	8.71e-06	-	CCCTCGTGGTGTCTGCGACCCGGTAGCGGGAGCAA	V_CTCF_BR	18
chr5	34958314	34958464	id-79569	5.12e-07	+	AAGTAGTGTGTGGCTGGTGCCAGTAGAGGTCAGTC	UpstreamP1_CTCF	40
chr5	35002663	35002813	id-79570	3.24e-06	-	TCTGCTGTGACCTCACATTGCAGAAGGGGCAAGAG	Upstream_CTCF	8
chr5	35003577	35003727	id-79571	2.19e-08	-	AGACAGTGCAGCTCTCAGGCCACTAGGGGGCGCTG	V_CTCF_BR	40
chr5	35030644	35030794	id-79572	1.17e-05	+	GCCTGTCACTATCATTTAGCCTCTAGATGCCACTA	V_CTCF_BR	18
chr5	35039620	35039770	id-79573	5.12e-06	-	CAGCAGCCCTCTTCTCTGTCCACTAGAGAGCCTGG	UpstreamP1_CTCF	4
chr5	35089901	35090051	id-79574	3.42e-05	+	CACGCTGGGAAAATTTCCACCACCAGAGGTCCTCA	Upstream_CTCF	40
chr5	35104817	35104967	id-79575	3.03e-05	+	CCTGTCTCTGGATACTCCACCACTGGGGGCAGGGC	Upstream_CTCF	6
chr5	35166272	35166422	id-79576	1.7e-05	-	TCAGACAATCTAGAATTGACCACTAGGGGACATGA	Upstream_CTCF	29
chr5	35183414	35183564	id-79577	3.56e-06	-	TTGGCAACTCACTGGGTGTCCATTGGGGGGCGACA	Upstream_CTCF	38
chr5	35202562	35202712	id-79578	1.67e-07	-	AGACAAAATGCAGCCATGGCCAGAAGGGGGAGCAG	V_CTCF_BR	40
chr5	35213761	35213911	id-79579	2.8e-05	-	GATGCCTGGCTTCTTCTAGCCACATGGAGGGGCCC	Upstream_CTCF	13
chr5	35219204	35219354	id-79580	6.04e-07	-	CTGCAAAAACCCCAAGGTACCACTAGGAGACACTA	UpstreamP1_CTCF	9
chr5	35229462	35229612	id-79581	6.75e-05	+	GGGTTGCTTCCCCAGGATACAGGTAGAGGTCACTA	UpstreamP1_CTCF	23
chr5	35246629	35246779	id-79582	1.84e-05	-	GAGCAAACCTGCACAACACCCTGTAGATGGCAATA	UpstreamP1_CTCF	17
chr5	35247554	35247704	id-79583	8.58e-06	-	CTGCTCTGCTACTCTCAGCCCTGCTGGTGGCTTTT	UpstreamP1_CTCF	14
chr5	35345415	35345565	id-79584	1	+	NA	NONE	22
chr5	35358444	35358594	id-79585	1	+	NA	NONE	4
chr5	35436661	35436811	id-79586	3.66e-06	-	ATGATCTGGTCTTTAGGGGGCAGCAGAGGGAGCTT	UpstreamP1_CTCF	39
chr5	35599183	35599333	id-79587	1	+	NA	NONE	11
chr5	35617827	35617977	id-79588	1.52e-07	+	CACGCTCAGGTCTTACCCGCCAGCAGGTGGCGAAA	V_CTCF_BR	40
chr5	35644782	35644932	id-79589	9.62e-08	-	ATGCAGTTGTCTTGCCACTCCAGAAGATGGCAGTT	UpstreamP1_CTCF	13
chr5	35651386	35651536	id-79590	1.34e-06	+	TTGGTCCTGCCAAAGATTTCCAGCAGAGGGCATCT	Upstream_CTCF	40
chr5	35717933	35718083	id-79591	2.81e-05	+	CCGATCTTAACGCTTCCTGCTGACAGGGGGCGCTG	V_CTCF_BR	14
chr5	35777835	35777985	id-79592	1.97e-06	+	GATTACTCTTAGTAACCTTCCACTAGGTGGCGCGC	V_CTCF_BR	40
chr5	35815773	35815923	id-79593	2.93e-07	-	CTGCTGTGCTTAAAAACAGCCTGTAGGGCGAGCAA	UpstreamP1_CTCF	39
chr5	35852278	35852428	id-79594	1	+	NA	NONE	26
chr5	35921117	35921267	id-79595	1.55e-05	-	CAGGGACAGCGCGCCATGACCGAGAGATGGCGATC	V_CTCF_BR	25
chr5	35922695	35922845	id-79596	1	+	NA	NONE	10
chr5	35925112	35925262	id-79597	2.66e-05	-	AATGTGCAGACGCCTGAGAACACGTGGTGGCGCTG	V_CTCF_BR	40
chr5	35926670	35926820	id-79598	3.42e-09	-	GATGTAATTCAGCTTACTGCCACCAGGGAGCACCA	Upstream_CTCF	40
chr5	35934562	35934712	id-79599	6.82e-05	+	GGCTTCCAGCTGGATTCCACCACTGGGAGGCATCA	V_CTCF_BR	9
chr5	35939872	35940022	id-79600	4.3e-06	-	ATTGCACCAAACTTACTCTCCAGTAGGTGGCTTTC	Upstream_CTCF	32
chr5	35954512	35954662	id-79601	1	+	NA	NONE	7
chr5	35960486	35960636	id-79602	1	+	NA	NONE	1
chr5	35963491	35963641	id-79603	3.09e-07	+	CCGAATTTGCAGTTATCAGCCAGCAGGGGTCGCTC	V_CTCF_BR	40
chr5	35963725	35963875	id-79604	3.11e-05	+	GGCCAGGGGAGAAAAAGTTCCACTGGGAGGCGCTG	V_CTCF_BR	7
chr5	36000101	36000251	id-79605	1	+	NA	NONE	2
chr5	36035900	36036050	id-79606	2.01e-05	-	CTGGATTGACCACGTCCTCCAGACAGGGGGCGCGA	UpstreamP1_CTCF	1
chr5	36041720	36041870	id-79607	1.29e-05	-	GGTCACTGCACCTGTGTCTGCATTAGGGGGCACTC	UpstreamP1_CTCF	15
chr5	36060779	36060929	id-79608	1.84e-05	+	AAGTAATAGTGGCTGTCAGCCACAGGGAGTCACTG	UpstreamP1_CTCF	32
chr5	36073794	36073944	id-79609	5.12e-07	+	GTGTAACTCAAGCTGCAATCCAGTAGATGGCACTT	UpstreamP1_CTCF	37
chr5	36079381	36079531	id-79610	3.86e-08	+	GGTGGAGTTCAGATGGAGCCCAGTAGATGGCGATA	Upstream_CTCF	40
chr5	36090276	36090426	id-79611	1.28e-06	-	GTGGAGAAACCAGCAAGAACCAGCAGATGGCGATG	V_CTCF_BR	38
chr5	36122556	36122706	id-79612	3.71e-05	+	CCAACAGTGGTTCAACTCTCCACTAGGGAGCATGT	Upstream_CTCF	5
chr5	36150826	36150976	id-79613	1	+	NA	NONE	11
chr5	36178189	36178339	id-79614	1.21e-06	+	GTAGCAATTTTATTAAAAACCACAAGAGGTCAGTA	Upstream_CTCF	40
chr5	36214661	36214811	id-79615	3.45e-05	+	TTTATTTCCAGGTCTACTTGCACTAGGTGGAGCCA	V_CTCF_BR	12
chr5	36241459	36241609	id-79616	1.92e-06	+	GAGTCGTCCCGAGAGGTCCCCCCGAGGGGGCGCAG	UpstreamP1_CTCF	22
chr5	36241743	36241893	id-79617	3.18e-06	-	GGCGGCGGCGCTGCGGGGACCGGGTGCGGGAGGCC	V_CTCF_BR	7
chr5	36242147	36242297	id-79618	2.02e-06	-	GTGTGGTGCGGGGAGGTCGCCCCCGGGCGGCGAAG	UpstreamP1_CTCF	40
chr5	36265643	36265793	id-79619	1.48e-06	+	CAATCCCATTCCGAACTCACCAGCAGATGTCGCAA	V_CTCF_BR	40
chr5	36305945	36306095	id-79620	5.77e-08	-	TGACCTTGGACTCTGCCGACCTCCAGAGGGAGCCC	V_CTCF_BR	40
chr5	36363282	36363432	id-79621	6.15e-05	+	GCTGTGATACCTTCATTCTCCTCTATGTGGCCTCT	Upstream_CTCF	32
chr5	36398388	36398538	id-79622	3.45e-05	-	TGTAATAGTCACATGCTTTCCAGAAGGTGTCAGAC	V_CTCF_BR	37
chr5	36404272	36404422	id-79623	7.84e-05	-	AGCTGTAGTCCCTCCACTGCACCCAGCTGGCAGGA	V_CTCF_BR	6
chr5	36415024	36415174	id-79624	1	+	NA	NONE	36
chr5	36445422	36445572	id-79625	8.56e-05	+	ATGTTGCTCCAAGAGTGCGCCCCTGCATGTCACAG	UpstreamP1_CTCF	0
chr5	36459763	36459913	id-79626	4.88e-05	-	AACACAGTTTTCACCTCTGACACTAGGAGGTGCTA	Upstream_CTCF	38
chr5	36493167	36493317	id-79627	9.49e-08	-	CAGGAACCCAAGACCTGGGCCACCAGAGGTCACTC	V_CTCF_BR	16
chr5	36507552	36507702	id-79628	1.74e-08	-	AAGCCAGAGTAGATGATCACCACCAGGTGGCGCCC	V_CTCF_BR	40
chr5	36602937	36603087	id-79629	2.04e-05	+	CTGGAGAGTGCACACTCCACCTACAGGAGGCAGCC	V_CTCF_BR	28
chr5	36608319	36608469	id-79630	7.31e-05	+	GAGCAGCACTGATTTCTCACCCCTGGAGGCTATAA	UpstreamP1_CTCF	1
chr5	36688945	36689095	id-79631	1.26e-07	+	TATAATCTGACCCTCTCTACCAGCAGGTGGCAGCC	V_CTCF_BR	40
chr5	36690548	36690698	id-79632	1.22e-07	+	GGAGCGAGCCTCATAGTGGCCACCAGGGGGAATGC	Upstream_CTCF	40
chr5	36690858	36691008	id-79633	2.2e-06	-	GCTGCAAAACATGTAAGTGACAGAAGAGGGAGATG	Upstream_CTCF	6
chr5	36693351	36693501	id-79634	1.84e-06	-	GCCTAGAGAAAGGTCTTGGCCGCAGGGTGGCAGCA	V_CTCF_BR	40
chr5	36696288	36696438	id-79635	2.47e-08	-	GGTGCTGGCCTCTCAGTGACCACCAGATGTCAGTG	Upstream_CTCF	40
chr5	36729169	36729319	id-79636	1.26e-07	+	GAATGATTTCTAGGATTTACCACCAGAGGGCACTA	V_CTCF_BR	39
chr5	36734651	36734801	id-79637	1	+	NA	NONE	35
chr5	36739869	36740019	id-79638	3.8e-07	+	TGGGTAGTACCGCAGGCTCCCAGAGGAGGGAGCTA	Upstream_CTCF	40
chr5	36744790	36744940	id-79639	6.04e-09	+	CCTGCTGTGCCAGGCATGTCCCTCAGGGGGAGCCA	Upstream_CTCF	40
chr5	36752101	36752251	id-79640	7.54e-08	-	CTGAAGTGCCTGTGCCCAGCCACAAGGAGGCTGAG	UpstreamP1_CTCF	37
chr5	36777331	36777481	id-79641	2.23e-06	+	CTGCAGTACAGGGAAGGAAACCTTAGGTGGAGCCA	UpstreamP1_CTCF	40
chr5	36792769	36792919	id-79642	1.03e-05	-	GTGTTCTTCTCCACCCTCATCCCTAGGCGGCTCTA	UpstreamP1_CTCF	2
chr5	36866386	36866536	id-79643	5.17e-06	+	CATGCTAGTTTTTGTCTTACCACTAGGTGACATGA	Upstream_CTCF	22
chr5	36870665	36870815	id-79644	6.98e-07	-	AAAGGAATTATATTACTAACCAGCAGAGGGAGCCA	V_CTCF_BR	40
chr5	36876059	36876209	id-79645	1	+	NA	NONE	40
chr5	36944830	36944980	id-79646	7.27e-06	-	GTGAAAATTACTGAATAGTCCACAAGAGGGCACAC	V_CTCF_BR	38
chr5	36983737	36983887	id-79647	1	+	NA	NONE	3
chr5	37006162	37006312	id-79648	8.5e-06	-	TATACTCTACCTCATTTCACCACTAGATGACACCC	Upstream_CTCF	38
chr5	37043905	37044055	id-79649	8.79e-07	+	CAGCATCCCTGGCCTCTATCCACTAGATGCCAGTA	UpstreamP1_CTCF	26
chr5	37050490	37050640	id-79650	7.73e-06	+	CCATTGCACTCCAGCCTGGCCAACAGAGGGAGACT	V_CTCF_BR	28
chr5	37120534	37120684	id-79651	1	+	NA	NONE	7
chr5	37140628	37140778	id-79652	4.71e-06	-	GCTTTTTTTCGTGAATAGGCCAGCAGGGGCCTCTC	Upstream_CTCF	1
chr5	37212340	37212490	id-79653	1	+	NA	NONE	8
chr5	37249027	37249177	id-79654	1.17e-05	-	TGCTGACGGAGCGCGGGAGCCCCAAGGGGCCGGGG	V_CTCF_BR	28
chr5	37352830	37352980	id-79655	1.24e-05	+	TCTACAGGGGTCGCCAAAACCAGGAGGTGTCGCAC	V_CTCF_BR	0
chr5	37379175	37379325	id-79656	1.23e-05	-	AAGCGCCGCGCAACTCAGACCACTGGAGGGGAGAA	UpstreamP1_CTCF	40
chr5	37392256	37392406	id-79657	9.81e-06	-	GCCAAGATCACGCCACTGCACTGCAGAGGGCGATA	V_CTCF_BR	31
chr5	37413230	37413380	id-79658	8.21e-06	+	TGCTAATGTGTGAAAATGGGCACTAGGGGGCAATA	V_CTCF_BR	39
chr5	37464827	37464977	id-79659	1	+	NA	NONE	14
chr5	37495380	37495530	id-79660	2.28e-05	+	TGGGTACTATCATTCAGTAACTACAGATGGCACTG	Upstream_CTCF	30
chr5	37533102	37533252	id-79661	1	+	NA	NONE	6
chr5	37555139	37555289	id-79662	2.43e-06	-	CCTACAATTCTAGCAGCTGCCATTAGGTGGTGCCT	Upstream_CTCF	40
chr5	37658555	37658705	id-79663	1	+	NA	NONE	0
chr5	37672493	37672643	id-79664	6.23e-05	-	CAGCATATCTCGCCTCCAGCCACAGGGTGGTTTTC	UpstreamP1_CTCF	6
chr5	37696600	37696750	id-79665	1	+	NA	NONE	12
chr5	37723665	37723815	id-79666	4.03e-06	+	TATCAGTGACTCAGTCTGGAGCCCAGGGGGCGCTG	UpstreamP1_CTCF	40
chr5	37725106	37725256	id-79667	9.39e-07	+	ACTGTGATCCAGCTAGTGACCTGCAGAGGGGGTTC	Upstream_CTCF	24
chr5	37737556	37737706	id-79668	1.71e-06	-	CCTCAGTGAAGGTAACTCGCCAGGGGGTGGCGGAG	V_CTCF_BR	4
chr5	37758422	37758572	id-79669	1	+	NA	NONE	33
chr5	37775107	37775257	id-79670	1.91e-08	+	GTTGCAGTACCACATACCACCATTAGGTGCCACTG	Upstream_CTCF	40
chr5	37793147	37793297	id-79671	1.43e-05	+	GCAGCAGCACCTGCTGGGCCCATGAGTGGCTGGCC	Upstream_CTCF	9
chr5	37831984	37832134	id-79672	1	+	NA	NONE	10
chr5	37836992	37837142	id-79673	1.47e-05	-	GGGCGCTGGCGGCGCTCGGCCGAGGGCGGGAACCG	V_CTCF_BR	23
chr5	37837590	37837740	id-79674	4.64e-09	+	AGGCACTTCTGAGTTCCCGGCAGCAGGGGGCACCA	UpstreamP1_CTCF	38
chr5	37838335	37838485	id-79675	8.33e-05	-	GCTGCGCCTTCGCTTTGTCAGGGAAGGTGGCGCCT	Upstream_CTCF	31
chr5	37839913	37840063	id-79676	2.5e-05	+	GGGCGCTGCGGGCGGCTCAGCGGCAGCTGCCGCGC	UpstreamP1_CTCF	14
chr5	37840530	37840680	id-79677	1	+	NA	NONE	23
chr5	37863636	37863786	id-79678	3.63e-05	+	ACATCCCAACACCTTTTCTCCTCTGGGTGGCTCCC	V_CTCF_BR	4
chr5	37867980	37868130	id-79679	4.88e-05	-	CCGCAGGGCCCCCTCTTGCCTTCCAGAGCTCCACA	UpstreamP1_CTCF	6
chr5	37900911	37901061	id-79680	1	+	NA	NONE	38
chr5	37926929	37927079	id-79681	5.34e-06	-	AACTTCAATGCTGCCTCAAGCAGCAGATGGAGCCA	V_CTCF_BR	19
chr5	37952145	37952295	id-79682	3.09e-06	+	ACCTCAGTCCCTGGAGGCTCCTCCTGGGGGCGATA	Upstream_CTCF	5
chr5	37998112	37998262	id-79683	1.24e-05	-	AAGTCAATGAGGAAGAACTCCTCCAGGGGGAGCAC	V_CTCF_BR	14
chr5	38024032	38024182	id-79684	6.21e-05	+	TGGAAAATACCTGAATGTTCCACTAGAGGGAATTG	V_CTCF_BR	27
chr5	38157282	38157432	id-79685	6.84e-06	-	AGCACTCCAACTCAACAAACCTGGAGAGGGCAGTA	V_CTCF_BR	11
chr5	38189468	38189618	id-79686	1.69e-05	-	AAGCATTTGCAGGAGCCTGTCTGCAGGTGGAGTGA	UpstreamP1_CTCF	13
chr5	38193325	38193475	id-79687	4.31e-09	-	TGGCAATGCTCATTCACGACCAGCAGAGGGCAGGC	UpstreamP1_CTCF	40
chr5	38207604	38207754	id-79688	1.9e-06	+	AGTGGAGTACACTTTGCTTCCAGCAGGAGAAACTG	Upstream_CTCF	22
chr5	38208991	38209141	id-79689	5.08e-07	+	AAATTTTTGTTGCTTCTTGCCACAAGATGGCACCC	V_CTCF_BR	39
chr5	38211479	38211629	id-79690	1	+	NA	NONE	2
chr5	38248133	38248283	id-79691	4.96e-08	-	GCAGCGCTGCTCACAATAGCCAGGAGGTGGAAGCA	Upstream_CTCF	3
chr5	38258921	38259071	id-79692	9.29e-06	-	TGTGTCCTCGCCCCGGAGCCCAGCAGGGGCGCTCG	Upstream_CTCF	35
chr5	38265768	38265918	id-79693	1.04e-07	+	GAGTCAAATAAAATTTCTGCCAGCAGAGGGCGCAC	V_CTCF_BR	40
chr5	38292460	38292610	id-79694	1.92e-05	-	CTGTACTTGCAAGAGACCGCCACTGGGCAGCCAAC	UpstreamP1_CTCF	6
chr5	38317010	38317160	id-79695	1	+	NA	NONE	15
chr5	38383040	38383190	id-79696	5.72e-07	+	AGGAAGTATCAACAGTCATCCAGCAGATGGCAGTA	UpstreamP1_CTCF	40
chr5	38404894	38405044	id-79697	2.18e-07	-	GCACATGGGAAACACTCCACCAGGAGGTGGCAGCC	V_CTCF_BR	37
chr5	38420861	38421011	id-79698	9.49e-08	+	CAGTGCGATACCCACTTTTCCAGCAGGTGGCACCA	V_CTCF_BR	40
chr5	38433304	38433454	id-79699	3.65e-05	-	CTGCTGTTTCTCAGAGCTGCCAGCTGAGCAGCCTG	UpstreamP1_CTCF	19
chr5	38441929	38442079	id-79700	1.39e-07	+	CTGTGCAGGATTCCACAGGCCACTAGATGGCGGTG	V_CTCF_BR	40
chr5	38443616	38443766	id-79701	1.59e-06	-	CAATGAGCAGCTCACTCTTCCACAAGGTGGCACGC	V_CTCF_BR	7
chr5	38484221	38484371	id-79702	1.48e-06	-	ACCAGGTACCCTGAGGAGACCAGCAGGGGGCTACG	V_CTCF_BR	26
chr5	38498167	38498317	id-79703	1.1e-05	+	CACTGCGAAACACTCTGCTCCAGCAGAGGTCTCTG	V_CTCF_BR	34
chr5	38515866	38516016	id-79704	3.97e-07	-	CTGTCTGTGGTCTCTGTGTCCAGCAGTGGGAGCTG	V_CTCF_BR	38
chr5	38528413	38528563	id-79705	8.21e-06	-	GGACGGTCTTAGTGTGAGTCCAGAAGGGGGAGCCT	V_CTCF_BR	17
chr5	38551647	38551797	id-79706	1.09e-07	-	GCGGCAGTATCCTTAGAGGCCACAAGGCGGTGATA	Upstream_CTCF	40
chr5	38556454	38556604	id-79707	2.66e-05	+	GGCTGCCCAGATCCCACAGCCGCCCGGGGGCAGGA	V_CTCF_BR	4
chr5	38557207	38557357	id-79708	8.19e-06	-	GGGCAGGGGAGCCCCACACCCGGCAGGAGGACCAG	UpstreamP1_CTCF	12
chr5	38635327	38635477	id-79709	1	+	NA	NONE	2
chr5	38667240	38667390	id-79710	2.38e-07	-	CCTCCACCTCCGCTTCTGTCCTCCAGGTGGCAGGA	V_CTCF_BR	40
chr5	38673778	38673928	id-79711	8.91e-07	-	GGTGTAGTGCCCCCTGGTTCCCACAGGAGGATGTG	Upstream_CTCF	36
chr5	38724527	38724677	id-79712	4.01e-05	-	AACACAGAGTAAGGCAACAGCAGCAGGGGGTGCAA	V_CTCF_BR	17
chr5	38734571	38734721	id-79713	6.49e-06	-	CGTTCCTCTTCCCTGGTTGCCACTAGGGGAGGCCC	Upstream_CTCF	21
chr5	38751337	38751487	id-79714	3.4e-06	-	AGGACTGTGTTCAAGCCAGCCTGGAGAGGTCGCTG	V_CTCF_BR	31
chr5	38755313	38755463	id-79715	2.43e-06	-	GAGTTTGAACTTTATCCCACCAGCAGAGGGATGCA	V_CTCF_BR	22
chr5	38781215	38781365	id-79716	8.99e-05	-	CTGGGTAGAATCAACACCAACACTAGGTGGTGTCC	V_CTCF_BR	31
chr5	38783246	38783396	id-79717	1	+	NA	NONE	25
chr5	38810028	38810178	id-79718	9.31e-05	-	TCTTAAGTACCCCCTGGTTTTGCTAGGTGGCGCCA	Upstream_CTCF	40
chr5	38830888	38831038	id-79719	1	+	NA	NONE	7
chr5	38832056	38832206	id-79720	3.97e-07	+	CCAGTTCTCTAAAAAGCAGCCACTAGAGGGCTCTA	V_CTCF_BR	40
chr5	38833090	38833240	id-79721	3.84e-06	-	ATGCTAGTAAGCTTTTTTATCAGCAGAGGGCAGCT	UpstreamP1_CTCF	10
chr5	38846280	38846430	id-79722	1.56e-06	-	GCTGCACTCCCGGTCGCGTCCAGCCGGGATGGGCT	Upstream_CTCF	13
chr5	38847737	38847887	id-79723	4.43e-05	+	CCGTAGCATTTGTTCAGTGCCTCCAGTGGCAGGAA	V_CTCF_BR	25
chr5	38921357	38921507	id-79724	5.65e-05	-	GACAGGGGTCAGCAAACTACCACCAGGAGGATGAT	V_CTCF_BR	15
chr5	38922332	38922482	id-79725	6.46e-07	-	CCCACACCTTTCCCTGAGCCCAGTAGATGGCGCCA	V_CTCF_BR	40
chr5	38968863	38969013	id-79726	4.34e-05	-	GGGGCAGTATACTGGAATGTCTCCAGGGGCAGTAT	Upstream_CTCF	4
chr5	38994531	38994681	id-79727	6.82e-05	+	GAAATTATAGTTTCTCTGGCCGATAGAGGCCACTG	V_CTCF_BR	39
chr5	39005811	39005961	id-79728	7.91e-05	+	CAGCCTTCTTTCTGTTAAACCACTAGATGGTGTTG	UpstreamP1_CTCF	38
chr5	39024228	39024378	id-79729	4.71e-06	-	GCTGCACAGCAGGCAGTGAGCAGCAGGGGAGTGAG	Upstream_CTCF	9
chr5	39073518	39073668	id-79730	6.21e-05	-	CCTTTCCCGGGCCGCTGGGACTGTAGTTGGCTAAA	V_CTCF_BR	17
chr5	39075044	39075194	id-79731	6.86e-07	+	TAGGCAGTTTTGTTTTTGGCCGCCAGGCGTAGGAC	Upstream_CTCF	40
chr5	39080822	39080972	id-79732	6.73e-07	-	TTGTAATTGCTACTGCTGAAAGCCAGGGGGCACTA	UpstreamP1_CTCF	40
chr5	39106528	39106678	id-79733	2.6e-06	-	CATTTTACTGGAAAGTTGGCCAGCAGAGGGAGTAG	V_CTCF_BR	35
chr5	39137922	39138072	id-79734	1.85e-05	+	TGTGAGATTATTTTTAAAACCAGTAGGAGGCACAC	Upstream_CTCF	31
chr5	39149124	39149274	id-79735	1	+	NA	NONE	35
chr5	39197824	39197974	id-79736	4.23e-06	-	CAGCAAAGGCTGGTAGAGAGCAGTAGGCGGCACCC	UpstreamP1_CTCF	0
chr5	39201381	39201531	id-79737	2.47e-05	-	GAGGCATTTTTGATTGCCACAACTGGAGGGTGCTA	Upstream_CTCF	10
chr5	39217991	39218141	id-79738	1.28e-08	+	CCTGCACTTACTCTTTAGACCACTAGATGTCAGTG	Upstream_CTCF	39
chr5	39283541	39283691	id-79739	5.52e-05	-	ATCTGATGATAGAGCATCTCCAGCAGGGAGCACTA	UpstreamP1_CTCF	40
chr5	39314809	39314959	id-79740	1.18e-05	-	ATGAAGGAAAGCAGGGATGCCTGTAGGTGGCATGA	UpstreamP1_CTCF	23
chr5	39376462	39376612	id-79741	3.8e-07	+	GCAGCCCTTTTAAGATTTATCACTAGAGGGCAGCA	Upstream_CTCF	40
chr5	39425160	39425310	id-79742	5.96e-07	+	CTGAGCTCCGCGAGCCCCACCAGCTGGGGGCGATC	V_CTCF_BR	37
chr5	39501678	39501828	id-79743	1	+	NA	NONE	4
chr5	39547766	39547916	id-79744	7.46e-06	-	ACGAAGCTCTCACTTTGTATCAGCAGGGGGAGCTG	UpstreamP1_CTCF	40
chr5	39570643	39570793	id-79745	5.67e-06	-	CAAACAATTCCAAGTGATACCGCTAGATGGAGGAC	Upstream_CTCF	39
chr5	39579104	39579254	id-79746	3.95e-09	+	AATGCAGTTCTCAATAATTCCAGCAGATGGCAATA	Upstream_CTCF	35
chr5	39600054	39600204	id-79747	1.09e-07	+	TTGCAGTTACCTATTTTTACCCCTAGGTGACACTT	UpstreamP1_CTCF	40
chr5	39648968	39649118	id-79748	1	+	NA	NONE	16
chr5	39675882	39676032	id-79749	6.64e-05	-	GTTGCCTCACAGCCTGCCTGCCCAAGAGGGCCTCC	Upstream_CTCF	1
chr5	39692220	39692370	id-79750	2.1e-05	-	GGACAGTAATTAAGATTGACCACTGGAGGGAGATA	UpstreamP1_CTCF	32
chr5	39714315	39714465	id-79751	1.56e-06	+	TTTCTCTTCACCTTTCCATGCAGCAGAGGGCAGTA	UpstreamP1_CTCF	40
chr5	39716691	39716841	id-79752	5.13e-05	+	ATTAAACAAACTAAATTGGAAGCCAGAGGGCGCTG	V_CTCF_BR	40
chr5	39884762	39884912	id-79753	4.34e-05	-	CCTGTTTCCTTGCTGGCTGTCAGCAGGGGGCTTCT	Upstream_CTCF	9
chr5	39949095	39949245	id-79754	7.07e-08	+	TGACTCTGGTTTTTAGTAACCAGCAGAGGGCGCAA	V_CTCF_BR	40
chr5	39977403	39977553	id-79755	1	+	NA	NONE	6
chr5	39986866	39987016	id-79756	1.1e-05	+	TTATGCCTGACTGTCCGTGCCTCTAGAGGGAGTCA	V_CTCF_BR	26
chr5	40021235	40021385	id-79757	5.48e-05	+	TCAGTTATAGCCATTGTGACCAGTGTGAGGCAGAA	Upstream_CTCF	12
chr5	40028880	40029030	id-79758	8.9e-05	+	AGGCACATGCCATCTTCTCCATCTAGGTGGAGCCA	UpstreamP1_CTCF	13
chr5	40102772	40102922	id-79759	6.8e-06	+	CCTGTTGGTTTGCATGCTCCCACTAGGGGTTTGAG	Upstream_CTCF	2
chr5	40166563	40166713	id-79760	1	+	NA	NONE	26
chr5	40289020	40289170	id-79761	2.18e-07	-	CATGTACTCCCACAGTCTTCCTCAAGGAGGCACCA	Upstream_CTCF	29
chr5	40367467	40367617	id-79762	2.37e-05	-	TCAGCATTTCTCTTTGCTGCCACCATGTGAGGAAG	Upstream_CTCF	31
chr5	40507340	40507490	id-79763	3.28e-05	+	TGCCCATTTACCATTTCCACCACCAGATGGTATAA	V_CTCF_BR	20
chr5	40677322	40677472	id-79764	1	+	NA	NONE	11
chr5	40681125	40681275	id-79765	7.49e-07	-	TTGCACAGCACCACGATGGCCACCAGGTTGCCCAC	UpstreamP1_CTCF	26
chr5	40688360	40688510	id-79766	5.96e-07	-	GCGAACTTGAGCCTTCAAGCCTCCAGGTGGCAGTG	V_CTCF_BR	40
chr5	40716200	40716350	id-79767	2.27e-06	-	AAAGGAGGATGGTGCTACACCACCAGATGGCTCTG	V_CTCF_BR	37
chr5	40734046	40734196	id-79768	1.24e-05	+	GAAAGCATAACCATTGCTGCCAGCAGAGGCATCCC	V_CTCF_BR	15
chr5	40736507	40736657	id-79769	1.7e-05	-	TTGGCTTTTAAAGTTTCAGCCACTAGATGGTGATA	Upstream_CTCF	40
chr5	40737369	40737519	id-79770	7.73e-05	+	TGGGGACTTCTGCTACTATCCTACAGGTGATGCAC	Upstream_CTCF	5
chr5	40741632	40741782	id-79771	1	+	NA	NONE	0
chr5	40755187	40755337	id-79772	4.5e-05	+	CTGTACTGTTACAAAGATCCCTATAGTAGGCGCTC	UpstreamP1_CTCF	40
chr5	40756068	40756218	id-79773	2.62e-07	-	CTGCGGTCACTCAGGGCTGCTGCTAGAGGGCGCGC	UpstreamP1_CTCF	40
chr5	40774847	40774997	id-79774	1	+	NA	NONE	15
chr5	40798369	40798519	id-79775	8.58e-08	-	CTGGCAGCCCCCGCCCGCCCCGCCAGGGGGAGCGT	Upstream_CTCF	40
chr5	40798855	40799005	id-79776	1	+	NA	NONE	34
chr5	40803106	40803256	id-79777	1	+	NA	NONE	0
chr5	40841728	40841878	id-79778	1	+	NA	NONE	16
chr5	40879613	40879763	id-79779	5.72e-07	-	GTGTAAGTATTCAAAAGATCCAGAAGGTGGCAGTA	UpstreamP1_CTCF	35
chr5	40904928	40905078	id-79780	7.49e-05	+	TAGGGCCTGGAGCAGTCTGCCACTAGGGGATGCTC	V_CTCF_BR	40
chr5	40962443	40962593	id-79781	1	+	NA	NONE	15
chr5	40991691	40991841	id-79782	1	+	NA	NONE	2
chr5	41044438	41044588	id-79783	1	+	NA	NONE	3
chr5	41118403	41118553	id-79784	5.13e-05	-	TGAACCTGCAGTGTATATACCACCAGGAGGCATCC	V_CTCF_BR	13
chr5	41122645	41122795	id-79785	8.23e-05	+	TTCCCATACCAGTGTAGCGCCCCCAGAGGAAGGTC	UpstreamP1_CTCF	15
chr5	41270631	41270781	id-79786	1.11e-05	+	TCTGACTGCCCTTTGCTTACCACCAGGGTGCACCA	Upstream_CTCF	40
chr5	41338513	41338663	id-79787	8.19e-06	-	GTTCTGTAGAACACCAAGTCCACTAGATGTCATTG	UpstreamP1_CTCF	10
chr5	41346841	41346991	id-79788	1.97e-06	-	CGTGATAAAAATAAATGAGCCACAAGAGGGCAGGA	V_CTCF_BR	25
chr5	41347810	41347960	id-79789	1	+	NA	NONE	15
chr5	41410951	41411101	id-79790	1.38e-06	-	CAAACTGCAGGGTCTGCCACCACCAGGAGGCTCCA	V_CTCF_BR	17
chr5	41433794	41433944	id-79791	1	+	NA	NONE	40
chr5	41503211	41503361	id-79792	1.32e-05	+	AGTGCAGTCCACTTTCTCTCCACTAGCTAACAAGC	Upstream_CTCF	5
chr5	41509245	41509395	id-79793	7.31e-05	+	CTCCAACAGCTGAGAGGGGGCGCTGGATGGGGCAG	UpstreamP1_CTCF	8
chr5	41520021	41520171	id-79794	1.29e-05	-	TTCCTCTGTTGCTTAACAGCCTGCAGGTGGCCACA	UpstreamP1_CTCF	28
chr5	41524392	41524542	id-79795	6.86e-07	-	GGTTCTTTGTCAGGTTCTGCCAATAGGGGGCACTA	Upstream_CTCF	32
chr5	41539761	41539911	id-79796	1	+	NA	NONE	8
chr5	41636825	41636975	id-79797	6.86e-07	+	GTTGCATTACTGTCTCTGCCCAGCAGGTGTATGTT	Upstream_CTCF	39
chr5	41638098	41638248	id-79798	3.36e-05	-	ATGCCTGTTCCTCAACCTCTCACTAGGTGGCAGAT	UpstreamP1_CTCF	38
chr5	41641851	41642001	id-79799	2.59e-06	-	ATTCAATTTAGGTATGTGACCACCAGATGTCATAG	UpstreamP1_CTCF	19
chr5	41671075	41671225	id-79800	1	+	NA	NONE	3
chr5	41696195	41696345	id-79801	7.1e-07	+	ATACAGTTCAACCTCCAAGCCAGTAGGTGGCACTT	UpstreamP1_CTCF	40
chr5	41708316	41708466	id-79802	2.23e-06	+	TTGTAGTTTGGGCTGCAATACTGCAGATGGCACTC	UpstreamP1_CTCF	40
chr5	41722574	41722724	id-79803	1	+	NA	NONE	34
chr5	41755074	41755224	id-79804	2.6e-07	+	TGCGTCCTATGATCTCTAACCTCCAGAGGGCAGAG	V_CTCF_BR	32
chr5	41759348	41759498	id-79805	1	+	NA	NONE	6
chr5	41803965	41804115	id-79806	1.19e-06	-	TGTTGTGCAGTGGTAGTGGACAGTAGTGGGCAGTA	V_CTCF_BR	9
chr5	41843729	41843879	id-79807	2.77e-07	-	ACGCACTTAGTCTGTTTTTCCACTAGGGGGTGCGG	UpstreamP1_CTCF	40
chr5	41856864	41857014	id-79808	7.73e-06	+	AAGTTAAGAATACATTTGTCCACTAGAGGTCACCA	V_CTCF_BR	40
chr5	41925259	41925409	id-79809	3.4e-06	-	CCTCCTGCGCAGCTCCGCGCCAGCCGAGGGCGCCC	V_CTCF_BR	39
chr5	41968560	41968710	id-79810	8.08e-08	+	TTAGCTGTGACACAGTCTCCCAGCAGGGGGCAACA	Upstream_CTCF	31
chr5	42005769	42005919	id-79811	2.25e-08	+	CTGTATCACCCCTTCCTTACCAGTAGGGGGCAACT	UpstreamP1_CTCF	39
chr5	42057458	42057608	id-79812	1.22e-07	-	TGTCAGTGGCCCCATCTAACCACAAGGTGGCAGAC	UpstreamP1_CTCF	39
chr5	42228458	42228608	id-79813	1.35e-05	+	TTGATGTTTGGCCTGTGATCCAATAGGTGGCACTT	UpstreamP1_CTCF	14
chr5	42423448	42423598	id-79814	1.96e-07	+	TTGCAACTACCAATATTTTCCTCTAGGAGGAGCCG	UpstreamP1_CTCF	40
chr5	42514994	42515144	id-79815	4.7e-08	+	ACAGTCTCATGAAAGGTGGCCAGGAGAGGGCAGTC	V_CTCF_BR	23
chr5	42583471	42583621	id-79816	8.53e-09	-	TCAGCACTTCCACTAGAGGGCAGCAGGTGGAAAGA	Upstream_CTCF	40
chr5	42636667	42636817	id-79817	5.38e-05	-	TATTTAAAAAAACTGTTCCCCACTAGGAGGAGCCA	V_CTCF_BR	35
chr5	42656890	42657040	id-79818	8.99e-05	-	ATAATCAACATACTTTATTACACTAGATGGCAGCA	V_CTCF_BR	21
chr5	42745635	42745785	id-79819	3.28e-05	+	GTACAAAATTTTGATGCAGTCAATAGGGGGCGCTG	V_CTCF_BR	38
chr5	42767725	42767875	id-79820	8.34e-07	-	GTGTATTTTCAAAACTTAAACACAAGGTGGCTCTC	UpstreamP1_CTCF	38
chr5	42808344	42808494	id-79821	1	+	NA	NONE	11
chr5	42871387	42871537	id-79822	1	+	NA	NONE	12
chr5	42881646	42881796	id-79823	1.55e-05	-	GAGTTTGCAGTCAAGCTGTCCGCTAGAGGGAAGAT	V_CTCF_BR	5
chr5	42889542	42889692	id-79824	2.78e-06	-	AAATTGCTCCCCAATGGCGACACTAGGTGGAGCCA	V_CTCF_BR	39
chr5	42894352	42894502	id-79825	3.8e-08	-	GCTTCCGGGAGCGGCCTGAACTGCAGAGGGCGCCC	V_CTCF_BR	39
chr5	42909103	42909253	id-79826	3.36e-05	+	ATTTAATGCAGCAGATCTGACGCTAGGCGGAGCTC	UpstreamP1_CTCF	40
chr5	42912410	42912560	id-79827	8.21e-06	+	GACTTTCCCTCTCCAGTGTCCCACAGGGGGCACTC	V_CTCF_BR	40
chr5	42913935	42914085	id-79828	4.88e-05	-	ACTGCTGTGTACCAAATAGAAGAGAGAGGGCACAC	Upstream_CTCF	1
chr5	42944271	42944421	id-79829	3.45e-05	-	ACCCTCTGCAGTCTCCAGCTCTCCAGAGGGCGCCT	V_CTCF_BR	11
chr5	42949462	42949612	id-79830	9.66e-05	+	GCTGCCACCAGGAAACTGTCCGCTAGGGCTCGGCA	Upstream_CTCF	32
chr5	42971374	42971524	id-79831	2.46e-08	-	GCTTCCGGGGGCGGCCTGAACTGCAGAGGGCGCCA	V_CTCF_BR	33
chr5	42993366	42993516	id-79832	1	+	NA	NONE	31
chr5	42994107	42994257	id-79833	1	+	NA	NONE	8
chr5	42995100	42995250	id-79834	4.11e-08	+	TTGGCAATACCAGCGCTATCCGCTAGGTGCCGGCG	Upstream_CTCF	39
chr5	43000752	43000902	id-79835	3.91e-06	-	CTTGGAACTTTGGTTGGTGGCACCAGGGGACAGCA	Upstream_CTCF	2
chr5	43007549	43007699	id-79836	1	+	NA	NONE	16
chr5	43008251	43008401	id-79837	1	+	NA	NONE	34
chr5	43008707	43008857	id-79838	1	+	NA	NONE	33
chr5	43010374	43010524	id-79839	1	+	NA	NONE	5
chr5	43010915	43011065	id-79840	2.47e-05	+	ATTTTTGTCCCCTGGTGGACCAGCAGATGTCCTGG	Upstream_CTCF	36
chr5	43017620	43017770	id-79841	1	+	NA	NONE	13
chr5	43017992	43018142	id-79842	4.21e-05	+	GGGAGTGATCACTGGCTGCACCGCTGATGGCGCCC	V_CTCF_BR	12
chr5	43019145	43019295	id-79843	7.44e-05	-	TGGTCTATTCAGACTTGGTCCACAAGAGGAAAAAG	Upstream_CTCF	13
chr5	43020223	43020373	id-79844	1	+	NA	NONE	37
chr5	43026667	43026817	id-79845	1	+	NA	NONE	0
chr5	43037390	43037540	id-79846	5.65e-05	-	GGCGTTTCTCCTGGTAGCACCGCTTGTTGGCGACG	V_CTCF_BR	9
chr5	43039599	43039749	id-79847	8.71e-06	+	TCCAGGCAGTCTGAGAAACCCGGGAGGTGGCGCCA	V_CTCF_BR	32
chr5	43040024	43040174	id-79848	1	+	NA	NONE	33
chr5	43040510	43040660	id-79849	4.11e-08	-	TTGGCAATACCAGCGCTATCCGCTAGGTGCCGGCG	Upstream_CTCF	39
chr5	43041006	43041156	id-79850	1	+	NA	NONE	27
chr5	43041410	43041560	id-79851	1	+	NA	NONE	12
chr5	43042622	43042772	id-79852	1	+	NA	NONE	38
chr5	43043304	43043454	id-79853	8.64e-05	+	TTTGGCCGTGAGAAGGTTGCCGCCAGAGAGCGTCC	Upstream_CTCF	36
chr5	43065067	43065217	id-79854	2.19e-05	-	TTTCGCATCCGCACTTTCGCCACTAGGGGCGACTC	UpstreamP1_CTCF	39
chr5	43073359	43073509	id-79855	3.63e-05	+	GGCCCTGTGGGCCTGCAGGGCCCCGGATGGCGGAG	V_CTCF_BR	0
chr5	43074072	43074222	id-79856	4.11e-08	+	CCTTCAGTTCCTGCTACTTCCTGAAGAGGGCACTC	Upstream_CTCF	40
chr5	43074401	43074551	id-79857	1	+	NA	NONE	4
chr5	43105503	43105653	id-79858	5.7e-05	-	GCAGTAGTGTCTCTAGTGGACAAAAGGTGATATGT	Upstream_CTCF	38
chr5	43105922	43106072	id-79859	5.21e-08	+	TCCTGCACAGGCCGAAGAACCACTAGAGGGCAGCA	V_CTCF_BR	39
chr5	43111021	43111171	id-79860	5.41e-06	-	CTTGCAGTGCTGATGCAGGCCATGAGGGGAGCCAG	Upstream_CTCF	40
chr5	43116347	43116497	id-79861	3.29e-05	-	TCTATATTTTAGAAGCAAGCCACCAGGGGCAGCCT	Upstream_CTCF	21
chr5	43121796	43121946	id-79862	1	+	NA	NONE	17
chr5	43203547	43203697	id-79863	1	+	NA	NONE	3
chr5	43227808	43227958	id-79864	4.44e-06	+	ATGTGGATACTACAAAGGTCCAGAAGGGGGCAATG	UpstreamP1_CTCF	40
chr5	43232151	43232301	id-79865	1.73e-05	+	GCAGTTAATGCCAACCTTGAAGCCAGGGGGCACCA	V_CTCF_BR	36
chr5	43274361	43274511	id-79866	1	+	NA	NONE	0
chr5	43306170	43306320	id-79867	1.47e-05	-	CATATGGAGTTTCTTTTGTCCACCAGAGGGAGTGA	V_CTCF_BR	39
chr5	43313122	43313272	id-79868	2.53e-05	-	GCGAGTCGCGGAGGGGAGAACGCGAGAGGGCGTTG	V_CTCF_BR	25
chr5	43387143	43387293	id-79869	1	+	NA	NONE	11
chr5	43389962	43390112	id-79870	1.03e-06	-	AGGAGGCTGCAGGAGGGAACCTCTAGGGGGCGATG	V_CTCF_BR	40
chr5	43400302	43400452	id-79871	1.93e-05	+	GTCTATGATACAGTTTTAGTCACTAGAGGGCTGTA	V_CTCF_BR	37
chr5	43402034	43402184	id-79872	2.19e-05	-	ATGCTGGGCTACAAACCTGCCTGTAGGGGTGCTGC	UpstreamP1_CTCF	40
chr5	43437299	43437449	id-79873	2.6e-06	-	CCTCCCCCACACTGACATACCACAAGAGGGTGCCC	V_CTCF_BR	2
chr5	43470208	43470358	id-79874	2.72e-06	-	TTGCACCACTGCACTCCAGCCTTGAGGTGGCAGAG	UpstreamP1_CTCF	16
chr5	43484440	43484590	id-79875	6.82e-05	-	CAAAGAATTATCAAGAAATCCCCAAGGGGGCGGTG	V_CTCF_BR	37
chr5	43515113	43515263	id-79876	1	+	NA	NONE	23
chr5	43556034	43556184	id-79877	1	+	NA	NONE	17
chr5	43556901	43557051	id-79878	1.71e-06	+	TCCTCCTCCTCCGCCTCCTCCTCCAGGGGCCGCTG	V_CTCF_BR	34
chr5	43557171	43557321	id-79879	2.97e-06	-	CGCGTCCCGGGCCTCCGGGCCGCAGGGGGCCGCTG	V_CTCF_BR	39
chr5	43609991	43610141	id-79880	2.97e-06	-	ACTGTCCTGTGCAGAACAGACTGTAGGGGGCAGAG	V_CTCF_BR	39
chr5	43623920	43624070	id-79881	1	+	NA	NONE	0
chr5	43627218	43627368	id-79882	1.97e-06	+	ACTTGTGGTTGCAACTTTACCTCCAGGGGGCAATC	V_CTCF_BR	40
chr5	43631546	43631696	id-79883	6.98e-07	+	GATTAGATGTAACAAGTGGCCAGTAGAGGGTGCTA	V_CTCF_BR	40
chr5	43647243	43647393	id-79884	1	+	NA	NONE	28
chr5	43661363	43661513	id-79885	4.7e-08	+	AGTTGATGAATTTGAATGACCAGCAGGGGGCAGCA	V_CTCF_BR	39
chr5	43730081	43730231	id-79886	5.12e-06	+	CTGTAATTATTCTGTTTTTTCACTAGATGGTGCTT	UpstreamP1_CTCF	37
chr5	43730723	43730873	id-79887	1	+	NA	NONE	0
chr5	43731090	43731240	id-79888	1	+	NA	NONE	8
chr5	43753300	43753450	id-79889	1.35e-05	+	TGGCCCTCTTCTCACAGCTCCACTAGGCGGCGCCC	UpstreamP1_CTCF	23
chr5	43944623	43944773	id-79890	3.84e-06	+	TAGCAGTAATAAACTACTTCCACAGGAGGGACCTC	UpstreamP1_CTCF	1
chr5	44332593	44332743	id-79891	9.51e-07	-	AGGGAAGATATGGTTTTATCCACTAGAGGGCAGTA	V_CTCF_BR	39
chr5	44345958	44346108	id-79892	1	+	NA	NONE	4
chr5	44389478	44389628	id-79893	2.15e-05	-	CCCTGCAAATGAGGTTTGACCAGCAGAGGCAGAGC	V_CTCF_BR	3
chr5	44432226	44432376	id-79894	7.11e-06	-	GCTGTCATTACAGAAGAAACCACAAGGTGGTTACA	Upstream_CTCF	2
chr5	44454243	44454393	id-79895	1	+	NA	NONE	7
chr5	44495494	44495644	id-79896	1	+	NA	NONE	7
chr5	44515746	44515896	id-79897	1.48e-06	+	TGAGTACTATTAGATTTCACCAGGAGAGGGCCAAG	Upstream_CTCF	10
chr5	44536879	44537029	id-79898	3.36e-07	+	TAAACCCAATTAGAAATGGCCACCAGGTGGTGCCA	V_CTCF_BR	38
chr5	44604093	44604243	id-79899	1.52e-07	-	TGTGTTGGTTGGCCTCTGGCCAGAAGGTGGCGCTT	V_CTCF_BR	17
chr5	44638769	44638919	id-79900	3.16e-06	+	ATGTATTTGGCCGCATCATCCTATAGAGGGCAGGA	UpstreamP1_CTCF	4
chr5	44740891	44741041	id-79901	8.59e-05	-	CTATCCTTATACACATCCTCCAGGTGAGGTCAGCA	V_CTCF_BR	6
chr5	44774516	44774666	id-79902	1.64e-05	-	TTTTTTAAGTAAAAACTGACCACAAGATGTCACTG	V_CTCF_BR	36
chr5	44778355	44778505	id-79903	2.72e-06	-	ATCCTATCCCTCCTTTTCTCCACCAGAGGTAGCCA	UpstreamP1_CTCF	4
chr5	44808754	44808904	id-79904	1	+	NA	NONE	40
chr5	44863008	44863158	id-79905	3.65e-05	+	GAACAATGCTTGCTTTTTACCACCAGAGGTCTTCA	UpstreamP1_CTCF	35
chr5	44935452	44935602	id-79906	4.85e-07	+	GAGCACTGCAGCCATCTCAGCATTAGAGGGCACTA	UpstreamP1_CTCF	23
chr5	44952509	44952659	id-79907	5.61e-08	+	GCTGCATTTTACATCTCCACCAGCAGAGGGTTCCA	Upstream_CTCF	40
chr5	45038606	45038756	id-79908	2.27e-06	+	AAAAACTGCAGGAGATTTAACACTAGGGGGCACTA	V_CTCF_BR	39
chr5	45225747	45225897	id-79909	1.1e-06	+	GTGCTCGCGGGCTGAGCGGCCCCCTGCTGGCGGCC	V_CTCF_BR	8
chr5	45414612	45414762	id-79910	1	+	NA	NONE	3
chr5	45521300	45521450	id-79911	4.21e-05	-	GGCTTCATGTTAAGTTTGGCCAATGGGAGGCGCCA	V_CTCF_BR	29
chr5	45639278	45639428	id-79912	9.66e-05	-	ATATTGATTCTGCTAAAGACCACTAGGTGTCCTCT	Upstream_CTCF	20
chr5	45681166	45681316	id-79913	2.37e-05	+	GCTGCTGTTCCATCCCATTCCTGTTGGCTGCGTGG	Upstream_CTCF	3
chr5	45692679	45692829	id-79914	4.88e-06	+	CAGCAACTCTGCCCTACTTACGCCAGGGGTAGAGA	UpstreamP1_CTCF	1
chr5	45696443	45696593	id-79915	4.23e-08	-	GGGGAGAGACCCTTTCTGGCCAACAGAGGGCAGCC	V_CTCF_BR	36
chr5	45774799	45774949	id-79916	1.09e-07	-	GAGCAGTTCCTATCAATAACCACTGGGAGGTAGCA	UpstreamP1_CTCF	20
chr5	45795680	45795830	id-79917	3.4e-06	-	GAAGCCTCTCCTGAGATGGCCACTAGGAGGACTGA	Upstream_CTCF	12
chr5	45797172	45797322	id-79918	7.62e-07	-	TCTGGGCTAATATCGGTCTCCACTAGGGGGAGACA	Upstream_CTCF	34
chr5	45862989	45863139	id-79919	3.4e-06	-	GAATCAGGCATTCTGTCAGCCTCTAGGTGGTGCTA	V_CTCF_BR	8
chr5	49405837	49405987	id-79920	1	+	NA	NONE	0
chr5	49450561	49450711	id-79921	1	+	NA	NONE	0
chr5	49616099	49616249	id-79922	9.29e-06	-	GCTGCTATTTCCCAACTCTCCACTGTTGGGAGCCA	Upstream_CTCF	26
chr5	49621199	49621349	id-79923	4.66e-08	-	TGTGCAAATTCATAGGTAACCAGCAGGTGGCAGAC	Upstream_CTCF	40
chr5	49736559	49736709	id-79924	1	+	NA	NONE	21
chr5	49808968	49809118	id-79925	1.71e-06	-	GAAATCATATTTGAAATTACCACTAGAGGGCAGAA	V_CTCF_BR	26
chr5	49876688	49876838	id-79926	1	+	NA	NONE	4
chr5	50046995	50047145	id-79927	1.26e-07	-	CCCAAGTAATACCTCTTGGCCACAAGAGGGAGCTA	V_CTCF_BR	40
chr5	50185700	50185850	id-79928	4.01e-05	+	CATGAAAAATACACCAGAACCACAAGAGGTCACTT	V_CTCF_BR	2
chr5	50218598	50218748	id-79929	7.42e-12	+	CCTGCAGTGCACCGTGTGTCCAGCAGGGGGCAAGC	Upstream_CTCF	32
chr5	50254816	50254966	id-79930	1.1e-06	+	TTTCATAAATGTAGGCTGAACAGCAGGTGGCAGCA	V_CTCF_BR	39
chr5	50258873	50259023	id-79931	4.7e-08	+	GCGTCCCTTCCCCTTGAAGCCACGAGGGGGCGCTC	V_CTCF_BR	39
chr5	50291207	50291357	id-79932	1	+	NA	NONE	9
chr5	50434121	50434271	id-79933	1	+	NA	NONE	2
chr5	50571837	50571987	id-79934	7.78e-06	-	GCTGATATTCCTATTGTGGTCTGCAGACGGTGCTA	Upstream_CTCF	1
chr5	50643660	50643810	id-79935	1.15e-07	-	CTGTAGTTTGAAGGAATTTCCACAAGGTGGTGATG	UpstreamP1_CTCF	18
chr5	50669864	50670014	id-79936	1	+	NA	NONE	6
chr5	50676569	50676719	id-79937	5.68e-06	+	GGTCTAATCCCCGCTTTGAACACAAGAGGTCGCTC	V_CTCF_BR	40
chr5	50678825	50678975	id-79938	1	+	NA	NONE	4
chr5	50712103	50712253	id-79939	1	+	NA	NONE	16
chr5	50764232	50764382	id-79940	2.1e-06	+	CATGCTCTGGGCAGAGCAGCCTCTAGATGGCATAG	Upstream_CTCF	17
chr5	50980728	50980878	id-79941	7.82e-06	+	CTGAGGTACTGCAAGGACACCTACAGGTGGCAAAG	UpstreamP1_CTCF	17
chr5	51117604	51117754	id-79942	2.15e-05	-	CATCATATTTGAATTCCAACCAGCAGGAGGAAGAA	V_CTCF_BR	6
chr5	51137269	51137419	id-79943	2.84e-05	-	TGGCAGTGACATCATTTATCCTATGGGTGGCATCT	UpstreamP1_CTCF	14
chr5	51208095	51208245	id-79944	1.19e-06	+	TGGGAAGACTATCTTATTGCCACTAGGTGGAACAA	V_CTCF_BR	0
chr5	51256796	51256946	id-79945	1.51e-08	-	ATGCAGTGATGAAACACAACCACTAGATGACACCA	UpstreamP1_CTCF	30
chr5	51303191	51303341	id-79946	7.82e-06	-	AGGGAATGCTGCTGGTATTCCAGTAGGTGGCAATC	UpstreamP1_CTCF	39
chr5	51415726	51415876	id-79947	1	+	NA	NONE	13
chr5	51635162	51635312	id-79948	2.11e-06	-	GGAGGAGAGAGATGAATGGCCAGTTGGTGGAGCAG	V_CTCF_BR	1
chr5	51652270	51652420	id-79949	1	+	NA	NONE	38
chr5	51676336	51676486	id-79950	2.93e-07	+	GAGCAATGCCATCATATGGTCTCCAGGTGGCTCCT	UpstreamP1_CTCF	2
chr5	51753789	51753939	id-79951	1	+	NA	NONE	2
chr5	51856349	51856499	id-79952	1	+	NA	NONE	14
chr5	51878263	51878413	id-79953	8.79e-07	-	ATTCTGTCCTCTGCAGTGGCCGCTAGATGGCTCGT	UpstreamP1_CTCF	29
chr5	51953146	51953296	id-79954	6.51e-07	-	CATGTTACTTTAACAATAACCACAAGATGGCAGTA	Upstream_CTCF	36
chr5	51960637	51960787	id-79955	1.14e-06	+	TTGCTATTTCCAGTTGCAACCACAAGATAGCAGGA	UpstreamP1_CTCF	23
chr5	51989243	51989393	id-79956	2.6e-07	+	CACTGTGCTGCCTGTCTGGCCACCAGAGGTCAGCT	V_CTCF_BR	40
chr5	52082797	52082947	id-79957	5.3e-05	+	GTTCTGCTCAACGAACCCTCCTTTGGGTGGCACTC	UpstreamP1_CTCF	37
chr5	52083485	52083635	id-79958	1	+	NA	NONE	26
chr5	52084159	52084309	id-79959	4.41e-06	-	GTCGCTCACCAGTGAGGAGCCAGCAGCAGGCGACA	V_CTCF_BR	33
chr5	52096741	52096891	id-79960	9.26e-05	-	ATGCACTTTACAACATCAAAGTGTATGTGGCGCTG	UpstreamP1_CTCF	34
chr5	52132970	52133120	id-79961	1	+	NA	NONE	15
chr5	52149782	52149932	id-79962	4.88e-05	+	CTGCTTTGCTTCATTCCTTCCAGCATGTGTGCCTA	UpstreamP1_CTCF	8
chr5	52191755	52191905	id-79963	1	+	NA	NONE	5
chr5	52211085	52211235	id-79964	4.5e-06	+	TGAGTATTTCCTCTTATCTCCACATGAGGGACCTC	Upstream_CTCF	29
chr5	52211304	52211454	id-79965	1	+	NA	NONE	39
chr5	52215045	52215195	id-79966	1.79e-08	-	TCTGCAATATCAGTCTTTCCCAAGAGGGGGCAAGA	Upstream_CTCF	17
chr5	52216883	52217033	id-79967	9.84e-06	+	GTGTATATGGGGAATGTTCCCAACAGAGGGCAGGA	UpstreamP1_CTCF	20
chr5	52218284	52218434	id-79968	2.5e-05	+	GTGTGATGTTGCCATCACTCCAGCAGGGCCCTCTG	UpstreamP1_CTCF	23
chr5	52239226	52239376	id-79969	1.09e-06	+	TTGTTGTTTGAGCTGTGATCCAGTAGAGGGCAATT	UpstreamP1_CTCF	32
chr5	52244436	52244586	id-79970	1.56e-05	+	TCTGTAATACCTAGCTTTGCCACACTGTGGTACCC	Upstream_CTCF	39
chr5	52260124	52260274	id-79971	8.59e-05	-	GAAGACTCAGCTATAGCACCAGCTAGGTGGCAGTA	V_CTCF_BR	33
chr5	52285127	52285277	id-79972	1	+	NA	NONE	17
chr5	52285753	52285903	id-79973	5.28e-05	-	TCTGCAAAGCCAGCAAGCACCGCGCTGGGGAGCTG	Upstream_CTCF	40
chr5	52306817	52306967	id-79974	1.03e-06	+	AATGGATTCTTCTCTGGAGCCTGCAGAGGGAGCAG	V_CTCF_BR	15
chr5	52315190	52315340	id-79975	1	+	NA	NONE	26
chr5	52331714	52331864	id-79976	1	+	NA	NONE	40
chr5	52367672	52367822	id-79977	1	+	NA	NONE	18
chr5	52387313	52387463	id-79978	2.04e-05	+	TTACTGAACCACTCTCCCACCTCCTGGTGGTACCA	V_CTCF_BR	24
chr5	52391878	52392028	id-79979	2.4e-09	-	ATGTAGTTCGGTGGATCATCCAGCAGAGGGCAGTA	UpstreamP1_CTCF	40
chr5	52410938	52411088	id-79980	8.34e-07	-	TTGCAGTTGGAATAACTAACCACAAGGAGGTGTGC	UpstreamP1_CTCF	38
chr5	52419657	52419807	id-79981	3.11e-05	+	ATATCTAAAATAATCATTTCCACAAGAGGGTGCTA	V_CTCF_BR	22
chr5	52466694	52466844	id-79982	2.39e-05	+	GTGTCATTTGGACACATCTCCATTGGGTGGCAGTA	UpstreamP1_CTCF	39
chr5	52497699	52497849	id-79983	3.6e-07	-	CTTTCAGTTCCTGCTACTTCCCAAAGGGGGCACTG	Upstream_CTCF	32
chr5	52539363	52539513	id-79984	2.68e-05	+	CTAGTTCTATTGTCTTTGGCCAGCAGGGCGGAGCC	Upstream_CTCF	18
chr5	52558316	52558466	id-79985	6.82e-05	+	AGCTTCATCCCTTCATGCTACACAAGGAGGCGGTG	V_CTCF_BR	40
chr5	52587965	52588115	id-79986	1	+	NA	NONE	16
chr5	52596459	52596609	id-79987	2.68e-05	+	GGTGCAGTATTTCCAATCTCCAAAGTGAGGCACTG	Upstream_CTCF	10
chr5	52614263	52614413	id-79988	2.94e-06	+	CTATCATTTCTTCCCTGTACCTGTAGAGGGCAGGA	Upstream_CTCF	24
chr5	52625816	52625966	id-79989	1.77e-05	-	ATAGTCTTCCCCAGTGTCAGCACTCGGTGGCAGTA	Upstream_CTCF	0
chr5	52630998	52631148	id-79990	9.4e-06	-	GGGGAATGAGGGCCTCTGTCCTGCAGGGGTCAAGG	UpstreamP1_CTCF	32
chr5	52647306	52647456	id-79991	2.4e-05	-	AACATTTCATCAGCCTTATCCACAGGGGGGCTCTG	V_CTCF_BR	15
chr5	52718492	52718642	id-79992	1	+	NA	NONE	4
chr5	52720657	52720807	id-79993	3.88e-07	-	CAGCATTCCTGACCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	9
chr5	52721957	52722107	id-79994	3.97e-07	+	TTGGTAATGGTGGATCCCACCACAAGATGGCGGTC	V_CTCF_BR	35
chr5	52726594	52726744	id-79995	3.11e-05	-	TGTTAAAATGGCTTGAATTCCACTAGAGGGCAGTT	V_CTCF_BR	40
chr5	52734391	52734541	id-79996	5.74e-05	+	ATGTAATAATGCAAGACCACCACACGGGGTAAGGA	UpstreamP1_CTCF	17
chr5	52774269	52774419	id-79997	7.49e-05	+	TAATTGTTAATGTCGTCTGCCATTAGAGGGCACTA	V_CTCF_BR	40
chr5	52777886	52778036	id-79998	2.1e-06	-	CCGGAGCTACCCCGCGCGGCCTCCAGGCGCAGCCA	Upstream_CTCF	36
chr5	52778870	52779020	id-79999	1	+	NA	NONE	38
chr5	53029838	53029988	id-80000	1.9e-06	+	TCAGCAGTTCCAGACATAGCACACAGGTGTCACTC	Upstream_CTCF	22
chr5	53115429	53115579	id-80001	2.81e-06	+	ACTCCAGGAGCGAGACTTACCACCAGGAGGTGGCC	Upstream_CTCF	2
chr5	53166990	53167140	id-80002	2.11e-06	-	ACTTTTTAATTGTTTGTGGGCAGCAGAGGGCAGAA	V_CTCF_BR	27
chr5	53170396	53170546	id-80003	4.71e-06	+	CATGTGGTTCACCCAGTCACCTCCGGAGGCATCCA	Upstream_CTCF	37
chr5	53213133	53213283	id-80004	1	+	NA	NONE	35
chr5	53259923	53260073	id-80005	6.98e-07	+	TGTTCCTCCCTCATCTTGGACAGGAGGTGGCACTC	V_CTCF_BR	10
chr5	53287903	53288053	id-80006	2e-06	-	GAGGTAGTTCACAGCTTCAACATTAGATGGCGCTA	Upstream_CTCF	39
chr5	53357558	53357708	id-80007	2.19e-05	-	TGGCCCTTTTCTCATAGCTCCACTAGGCGGTGCCC	UpstreamP1_CTCF	33
chr5	53362416	53362566	id-80008	2.34e-06	-	AAGCATCCCTGGCCTCAGTCCACTAGATGCCAGTA	UpstreamP1_CTCF	10
chr5	53386624	53386774	id-80009	1	+	NA	NONE	36
chr5	53405879	53406029	id-80010	1	+	NA	NONE	1
chr5	53443943	53444093	id-80011	1	+	NA	NONE	28
chr5	53455113	53455263	id-80012	4.65e-05	-	CACGTTAGCACACTGACACCCTGAAGATGGCATCA	V_CTCF_BR	18
chr5	53513817	53513967	id-80013	6.49e-06	-	TAGGCACTGGTAAAAGTTGTCGGTAGATGGCAGTA	Upstream_CTCF	40
chr5	53525117	53525267	id-80014	1.64e-09	-	GTGTCCTTCACCCCACCAGCCACCAGGGGGCAGGC	UpstreamP1_CTCF	40
chr5	53530503	53530653	id-80015	2.86e-06	-	GTTCTGTGAGCTTACAAGTCCACTAGAGGGTGCAT	UpstreamP1_CTCF	36
chr5	53539428	53539578	id-80016	1.77e-05	+	CCTGAAGGAACGAGTCCCAACCAAAGGGGGCAGCA	Upstream_CTCF	40
chr5	53550439	53550589	id-80017	2.15e-05	+	CCTTCATAAAGTGGTTTGACCTGAAGATGGAGACA	V_CTCF_BR	32
chr5	53607747	53607897	id-80018	4.41e-06	-	GCTCATCAACCTACAGCTCCCTCTAGGGGGCTGCC	V_CTCF_BR	40
chr5	53622838	53622988	id-80019	2.44e-07	-	GGTGAAGCACCAAGAACTAGCCCCAGAGGGAGCCC	Upstream_CTCF	0
chr5	53626110	53626260	id-80020	1.56e-06	+	GTCCAGCATAATCAATCTGCCACCAGGTGGCTAGC	UpstreamP1_CTCF	20
chr5	53675562	53675712	id-80021	1.71e-06	+	AGGATGTGTTCTGGCAGAGTCACCAGGGGGCAGGG	V_CTCF_BR	19
chr5	53715598	53715748	id-80022	4.23e-08	-	TTAGATCTCTGCAGAGCTGCCACTAGAGGGCACTA	V_CTCF_BR	39
chr5	53727550	53727700	id-80023	1	+	NA	NONE	0
chr5	53739206	53739356	id-80024	2.94e-06	+	AGTAAAATTCTAGCCTCTCCCACCAGAGGGCAGTT	Upstream_CTCF	40
chr5	53785320	53785470	id-80025	7.62e-07	-	TAGGCATTTTGCCTGTTTACCACTAGAGGTCACTA	Upstream_CTCF	38
chr5	53811094	53811244	id-80026	1	+	NA	NONE	6
chr5	53813346	53813496	id-80027	1.77e-10	+	CCCGGCTTCGCGGCACCGGCCACTAGAGGGCAGTG	V_CTCF_BR	35
chr5	53814071	53814221	id-80028	4.01e-05	-	CCCGCCGTACGGGAAGCCCGCGCCGGGCGGCTGGA	Upstream_CTCF	22
chr5	53942698	53942848	id-80029	1	+	NA	NONE	6
chr5	53989810	53989960	id-80030	2.04e-05	+	GGAAGAAGCCCCCAGCAGGCAAGGAGCTGGCACTG	V_CTCF_BR	1
chr5	54015226	54015376	id-80031	1	+	NA	NONE	8
chr5	54038556	54038706	id-80032	9.84e-06	-	GTGTGATGTCAGGCAAAGTCCTGAGGAGGGAGGCC	UpstreamP1_CTCF	34
chr5	54054013	54054163	id-80033	4.88e-05	-	CAACTTCTGAGAAGCGTCATCACAAGAGGGAGCAT	V_CTCF_BR	5
chr5	54062687	54062837	id-80034	1	+	NA	NONE	25
chr5	54065023	54065173	id-80035	8.71e-06	-	TAAAGAATCCCACATACGGCCACAGGTGGGAGCTG	V_CTCF_BR	18
chr5	54081690	54081840	id-80036	8.64e-05	+	GATGTGTGTCACTGAATGTCCACCAGGGAGTCTCT	Upstream_CTCF	13
chr5	54141084	54141234	id-80037	4.88e-05	-	TGATAAAACATATTTTTGTCCACAAGGGGGCTTCA	V_CTCF_BR	37
chr5	54147960	54148110	id-80038	5.55e-07	+	AGTGCACTAGTTACATTAGCCTCTGGGGGGCTCCT	Upstream_CTCF	29
chr5	54163300	54163450	id-80039	5.38e-05	-	AGCTTATATTTAAGTTTCACCACAAGGGGGCATAT	V_CTCF_BR	39
chr5	54163623	54163773	id-80040	2.39e-05	+	CTGTGCCTGCTGGAAGTTTCCAGTACGAGGCCCAG	UpstreamP1_CTCF	8
chr5	54191690	54191840	id-80041	1.38e-06	-	CATTTGGCTGTGTCTACTTCCTGCAGATGGCACCA	V_CTCF_BR	40
chr5	54200287	54200437	id-80042	1.84e-06	-	GGCTCATGATTCATACTGGCCACTGGAGGGTGCCC	V_CTCF_BR	40
chr5	54201896	54202046	id-80043	4.7e-06	+	AATCTTGCAATGGAATGTGCCGCTTGAGGGCGCCA	V_CTCF_BR	40
chr5	54240207	54240357	id-80044	2.78e-06	+	GAGACCATACAAATCTTGGCCAGTAGGGGTCTCTG	V_CTCF_BR	40
chr5	54255620	54255770	id-80045	2.27e-06	-	CTTTTTTACAACTCCTCTGCCTGGAGGGGGCGCCT	V_CTCF_BR	40
chr5	54266369	54266519	id-80046	2.02e-06	-	CTGCCATATCCTAATCTTTCCAATAGATGGCAGAT	UpstreamP1_CTCF	22
chr5	54281225	54281375	id-80047	2.91e-05	+	TAATTATTGCTCCAGGCGGCCACCAGGTGTGCAGG	Upstream_CTCF	21
chr5	54333002	54333152	id-80048	4.65e-05	-	GGGAGGGCCCATTTCCTGGCTTGTAGATGGCTGCT	V_CTCF_BR	31
chr5	54442508	54442658	id-80049	1.26e-07	-	GTTGCGAGTAGCCCCATTACCACAAGGTGGCAGCA	V_CTCF_BR	40
chr5	54446244	54446394	id-80050	1.14e-06	+	CTGCTGCTCTGTGCTCTCCCCACCAGCTGACCAAA	UpstreamP1_CTCF	1
chr5	54455653	54455803	id-80051	8.21e-06	-	CTACAAAGAAAATATTTCGCCAGAAGATGGTGCTC	V_CTCF_BR	40
chr5	54467983	54468133	id-80052	3.09e-07	+	TGCCACTTCTCCACATTGTCCACAAGATGGCACCA	V_CTCF_BR	39
chr5	54472371	54472521	id-80053	4.41e-06	+	TGGGGCACGCCTTCCCCGCCCAGCAGGGGTTGGGG	V_CTCF_BR	31
chr5	54481688	54481838	id-80054	1	+	NA	NONE	8
chr5	54483246	54483396	id-80055	1.04e-05	+	TAAAACGAACACTTTCTTTCCTGAAGGTGGCACTG	V_CTCF_BR	37
chr5	54514930	54515080	id-80056	4.88e-05	-	ACTGCATTGCTGGTTCTGCCCTCTGAGAGGAGATA	Upstream_CTCF	3
chr5	54516600	54516750	id-80057	1	+	NA	NONE	18
chr5	54522354	54522504	id-80058	1.38e-07	+	CTGCGAGGCGGCCAGGTCACCACCAGGCGGCGCGT	UpstreamP1_CTCF	40
chr5	54523122	54523272	id-80059	1	+	NA	NONE	34
chr5	54527256	54527406	id-80060	5.3e-05	+	ATACAGTCCTCCAGCGCCGCCTCCGGGTGGTCTCC	UpstreamP1_CTCF	16
chr5	54528926	54529076	id-80061	1.85e-05	+	GCTGCCGTGCCAGCGCCTCCCGCGGGTGGAAGTGG	Upstream_CTCF	28
chr5	54604376	54604526	id-80062	2.27e-05	-	TCTCATTGAATCCTCATATCCACCAGTGGTAGGCA	V_CTCF_BR	30
chr5	54620762	54620912	id-80063	2.93e-08	+	TTGCAGTTTCTTTGTTCTGCCACAAGATGGTGGTC	UpstreamP1_CTCF	39
chr5	54640338	54640488	id-80064	1.12e-08	+	ATTGCAACACTACATTTTTCCAGCAGGGGGAGATG	Upstream_CTCF	39
chr5	54652848	54652998	id-80065	1.15e-06	-	TGCGTCATGCCAACATTGTCCAGCCGGTGGAGGTG	Upstream_CTCF	6
chr5	54698149	54698299	id-80066	1.28e-06	+	GCTGTCAGTCCCTCCATGGCCACCAGGGTCGGCCT	Upstream_CTCF	36
chr5	54703018	54703168	id-80067	4.14e-06	+	ACAGGACAACTCTTAGCCACCAAAAGGGGGCAGTG	V_CTCF_BR	39
chr5	54747229	54747379	id-80068	1	+	NA	NONE	3
chr5	54804435	54804585	id-80069	1.31e-05	+	CATCGGCCACTCAGAACAGACACTAGCTGGTGCTA	V_CTCF_BR	4
chr5	54830201	54830351	id-80070	3.71e-05	-	CGTGCGCAGCTGTGGGGCGACACACGGGGGCGGCT	Upstream_CTCF	12
chr5	54842959	54843109	id-80071	5.92e-05	-	CTGGTAGTTGCACACTGTATCTACAGAGGGCGTGT	Upstream_CTCF	9
chr5	54899841	54899991	id-80072	4.7e-06	+	CTCAGAGACTCCAGCGCAGCCACGTGGTGGAAGAA	V_CTCF_BR	11
chr5	54987750	54987900	id-80073	2.47e-07	-	TTGTGGTTTTCTATCTCTTCCACTAGGTGGCAATA	UpstreamP1_CTCF	40
chr5	54990125	54990275	id-80074	9.06e-08	-	TTGCACTTTCCTGATCTTACCAGAAGATGTCACAA	UpstreamP1_CTCF	40
chr5	54997441	54997591	id-80075	2.46e-06	-	CAGCATCCCCGACCTCTACCCACTGGGTGTCAGTA	UpstreamP1_CTCF	4
chr5	55004747	55004897	id-80076	1	+	NA	NONE	3
chr5	55010281	55010431	id-80077	9.51e-07	+	TTCCTGGTGTGGGTTGCTGGCACCAGAGGGAGCAC	V_CTCF_BR	33
chr5	55151499	55151649	id-80078	8.19e-06	+	CTGAAATGTGTAGCGTTTCCCAGCAGAGGCAGTAG	UpstreamP1_CTCF	12
chr5	55207758	55207908	id-80079	1	+	NA	NONE	11
chr5	55216716	55216866	id-80080	3.33e-08	-	CAGCATTGCCGGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	39
chr5	55232050	55232200	id-80081	1.04e-07	+	CAGGGTGGGCACAGACAGGCCACAAGATGGCGCAG	V_CTCF_BR	40
chr5	55274099	55274249	id-80082	7.49e-05	+	GGAAGCATGTCTGCCATTTACTCTAGAGGGAGACA	V_CTCF_BR	39
chr5	55278798	55278948	id-80083	1	+	NA	NONE	35
chr5	55290819	55290969	id-80084	1.84e-06	-	GCCAATCAGCGCCTAGGTCCCGGTAGGGGGCGGGG	V_CTCF_BR	23
chr5	55309289	55309439	id-80085	1	+	NA	NONE	2
chr5	55359064	55359214	id-80086	1.76e-05	-	CTGCACCATTTTACATACTCCAGCAGGGCACAAGC	UpstreamP1_CTCF	5
chr5	55368346	55368496	id-80087	1	+	NA	NONE	10
chr5	55371398	55371548	id-80088	4.7e-05	+	TCTGTTATTCCTTTTGGAAGCAGTAGGGTCCTGGA	Upstream_CTCF	7
chr5	55440176	55440326	id-80089	2.28e-05	+	ACTGGAGTGCAATCCCCCACCACCAGGGCAGGGGT	Upstream_CTCF	8
chr5	55497060	55497210	id-80090	2.4e-05	-	CCACAGAGACTCTTTATTACCAGTGGGTGGCAATG	V_CTCF_BR	40
chr5	55560352	55560502	id-80091	6.21e-06	+	GGGTTTGTTCCTCTTGGCTCCTGCAGGTGGCAGGT	Upstream_CTCF	40
chr5	55565507	55565657	id-80092	5.53e-08	-	CTGCTCTTGTTTCTCATGGCCAGCAGAGGGACTCC	UpstreamP1_CTCF	40
chr5	55566035	55566185	id-80093	1	+	NA	NONE	22
chr5	55566467	55566617	id-80094	3.55e-08	+	GTGCAATGCATGACAGCAGCCAGTGGGGGTCAGAG	UpstreamP1_CTCF	40
chr5	55599484	55599634	id-80095	4.88e-05	-	AGACTATACCTTATTGTCTACACCAGGGGTCTCCA	V_CTCF_BR	20
chr5	55610504	55610654	id-80096	1.84e-07	-	AGGGCAATGTCACAGAGAACCCCTAGGGGGAAGCA	Upstream_CTCF	33
chr5	55619490	55619640	id-80097	1	+	NA	NONE	21
chr5	55654626	55654776	id-80098	1.72e-06	-	GCAGCTCCTCCTCACTTGCCCCGCTGAGGGCAATG	Upstream_CTCF	13
chr5	55773730	55773880	id-80099	6.43e-06	+	GTTGCTGGAAACAGTATAGCCTGGAGAGGGCAAAC	V_CTCF_BR	11
chr5	55777712	55777862	id-80100	1.95e-07	+	TCAGCTGTTTGTATACTCTGCACCAGGAGGCGCTA	Upstream_CTCF	38
chr5	55860875	55861025	id-80101	4.88e-05	+	TTATCTGAGCTCGGTTCTCACACTAGCTGGAGCTC	V_CTCF_BR	6
chr5	55891346	55891496	id-80102	1	+	NA	NONE	11
chr5	56110718	56110868	id-80103	4.41e-06	-	TGGACCAGCCTCCCACCGACGCGCAGGTGGCGCCC	V_CTCF_BR	16
chr5	56114353	56114503	id-80104	7.44e-05	+	GCTGAAATCAGTGAAAGTGCCTGTAAGTGGCGCCC	Upstream_CTCF	35
chr5	56123008	56123158	id-80105	3.09e-06	-	GCTGAGATTCAAGGATTGGCCAGTGGGGGCAATAC	Upstream_CTCF	40
chr5	56134391	56134541	id-80106	2.96e-05	-	GAAAACAAAAGCTCTTCATTCAGTAGGTGGCACTC	V_CTCF_BR	40
chr5	56196778	56196928	id-80107	1.1e-06	+	TTGGGCAATTATGCAACCTCCAGAAGAGGGCAGCA	V_CTCF_BR	40
chr5	56247202	56247352	id-80108	6.8e-06	+	GGAGCTATCAAGCCGCTCTCCTGGAGAGGGCGTCG	Upstream_CTCF	13
chr5	56291846	56291996	id-80109	1.21e-05	-	TAGGCTCTGCAGTGTGGGGGCAGTAGAGAGAGCCC	Upstream_CTCF	21
chr5	56292202	56292352	id-80110	6.64e-05	+	CTGACAATACCAATCTTAGCCTCTAGGGGCACTCA	Upstream_CTCF	40
chr5	56333254	56333404	id-80111	1	+	NA	NONE	22
chr5	56336855	56337005	id-80112	4.48e-07	+	AATTCAGTTCTGATACTAACCACCAGGAGTTGGCA	Upstream_CTCF	4
chr5	56342957	56343107	id-80113	1	+	NA	NONE	5
chr5	56348037	56348187	id-80114	1.5e-05	-	TCAGGGACACCGAGTGTGACCACAAGATGAAGGAG	Upstream_CTCF	1
chr5	56378387	56378537	id-80115	5.52e-05	-	TGGAAATTACTGCCAGGAACCAGTAGGAGTCATAA	UpstreamP1_CTCF	38
chr5	56390919	56391069	id-80116	1	+	NA	NONE	8
chr5	56391360	56391510	id-80117	6.46e-07	-	TTATGCTGGTTGCCTCCTGCCAGGAGGTGGCGCTT	V_CTCF_BR	38
chr5	56434037	56434187	id-80118	2.43e-06	-	GTGGCTTGGAGACCTGATCCCAGAAGAGGGCAGCC	V_CTCF_BR	40
chr5	56469178	56469328	id-80119	5.98e-05	-	CAGCTCCTCCGAGCTTCAAGCTGCGGAAGACGCTG	UpstreamP1_CTCF	5
chr5	56469670	56469820	id-80120	1	+	NA	NONE	25
chr5	56480366	56480516	id-80121	3e-06	+	TTGCACAGTTCAACACCTGGCACTAGGTGCCGCCT	UpstreamP1_CTCF	20
chr5	56516884	56517034	id-80122	5.26e-07	-	CATGCAGTTTAAATTTTTACCACATGATGGGGCTA	Upstream_CTCF	40
chr5	56573044	56573194	id-80123	3.4e-06	-	GTTACTTTGCGATATAATGCCACCTGAGGGCACCA	V_CTCF_BR	32
chr5	56594140	56594290	id-80124	1.06e-05	+	TTTACAAGTGTATCACTCACCAGCAGAGGGGGCCA	Upstream_CTCF	39
chr5	56594844	56594994	id-80125	1.64e-06	+	CTTTTTTAATAAAAAACGAACACTAGGGGGCAGCA	UpstreamP1_CTCF	40
chr5	56598201	56598351	id-80126	7.27e-06	-	CTTGACCAAGATCACACTGTCAGTAGGTGGCAGAG	V_CTCF_BR	22
chr5	56599930	56600080	id-80127	1.71e-06	+	GGGGCCCACCACTATGTGACAGGCAGGGGGCACAC	V_CTCF_BR	27
chr5	56602115	56602265	id-80128	4.88e-05	-	GAAGTGATTCCACGCTCTACCACTTAGTGGCAGAC	Upstream_CTCF	2
chr5	56634031	56634181	id-80129	4.31e-07	+	TTGAGGATGTGCACTGGTACCTGTAGGGGGCACCA	V_CTCF_BR	39
chr5	56679117	56679267	id-80130	4.31e-05	+	ACCCAGGCTGGCCTCTTGGCCAGCAGGCGGAGAGA	UpstreamP1_CTCF	36
chr5	56706302	56706452	id-80131	1	+	NA	NONE	7
chr5	56728824	56728974	id-80132	5.38e-05	-	GAATGGAATGGCAAAGCTACCACAGGGTGGCGTGA	V_CTCF_BR	33
chr5	56790590	56790740	id-80133	1	+	NA	NONE	19
chr5	56795345	56795495	id-80134	4.1e-06	+	TTTGGGATTCTCTTTCTATCCCCTAGATGGCAGCA	Upstream_CTCF	40
chr5	56835206	56835356	id-80135	1	+	NA	NONE	7
chr5	56863328	56863478	id-80136	8.9e-05	-	ATTTGCTGCCCTCTTACTGCCAGCAGGTGAGAAGT	UpstreamP1_CTCF	10
chr5	56902002	56902152	id-80137	1	+	NA	NONE	0
chr5	56946233	56946383	id-80138	2.78e-09	+	GTGCAGTTCAATCTCCAGGCCAGTAGGTGGCATTT	UpstreamP1_CTCF	40
chr5	56958931	56959081	id-80139	1.17e-05	-	GCAAAATGTCTCTCGGCAACCAGCGGAGGGAGATA	V_CTCF_BR	6
chr5	56991887	56992037	id-80140	9.66e-05	-	ATATTTATTTCACCTTAGGACTCCAGAGGGAATGG	Upstream_CTCF	20
chr5	57030170	57030320	id-80141	1.09e-07	-	CTGCAGTATGACTATATTGCCAGCAGAAGGGAAAC	UpstreamP1_CTCF	13
chr5	57052787	57052937	id-80142	4.43e-05	-	GATTACATTCTGCAAATATACTGCAGGTGGAGCTA	V_CTCF_BR	2
chr5	57061672	57061822	id-80143	4.34e-05	-	CAGGTAACTCCCCATTCTACAGACAGGGGTCAGAC	Upstream_CTCF	7
chr5	57075332	57075482	id-80144	6.84e-06	+	GTCTGGAATGAGATTCTGTCCTCTAGAGGTCACCA	V_CTCF_BR	40
chr5	57180623	57180773	id-80145	1	+	NA	NONE	1
chr5	57183810	57183960	id-80146	1.84e-05	+	CTGTGATTGCCCTAGATTTCCACTAGAGACCTCTA	UpstreamP1_CTCF	40
chr5	57185569	57185719	id-80147	1.84e-05	-	CTGTAGTTGACCTTCCTCTCCAGTGCAGGTTGGAG	UpstreamP1_CTCF	37
chr5	57234104	57234254	id-80148	5.34e-06	+	GTTTGGTTTATCATGCCTAACAGAAGGTGGCACCA	V_CTCF_BR	3
chr5	57360670	57360820	id-80149	1	+	NA	NONE	4
chr5	57484263	57484413	id-80150	3.63e-05	+	GATACTCAAACCTTTGTCTTCACCAGGGGTCACTG	V_CTCF_BR	30
chr5	57631469	57631619	id-80151	4.88e-05	+	GTCATTGTTCCCTGGCCAGCCTATAGGTGGCTACC	V_CTCF_BR	34
chr5	57750901	57751051	id-80152	6.73e-07	-	GTGTACTGAATCAGAATCTCCGGGAGGTGGAGGCA	UpstreamP1_CTCF	5
chr5	57755748	57755898	id-80153	1.69e-05	-	CGGCTCGGACGTGTGACCGCGCCTAGGGGGTGGCA	UpstreamP1_CTCF	17
chr5	57756169	57756319	id-80154	2.6e-07	+	GGCCTCACCCCCGCCCCAGCCGCCTGGTGGCAGGG	V_CTCF_BR	39
chr5	57756671	57756821	id-80155	2.43e-06	-	AACGGCATTCCGGAACATTCCACAAGATGGCGCCC	V_CTCF_BR	40
chr5	57758590	57758740	id-80156	7.78e-06	-	ACTACAATTTTGGTTCTGTCCACATGATGGCACCA	Upstream_CTCF	37
chr5	57762865	57763015	id-80157	9.84e-05	-	CCCTCCCCTTCCCTCACAGCAGCTAGGAGGCAGCT	V_CTCF_BR	30
chr5	57773702	57773852	id-80158	1.84e-06	+	GCCAAACCAAGATTTTTAAGCAGCAGAGGGCAGCC	V_CTCF_BR	31
chr5	57792396	57792546	id-80159	1.56e-06	+	GGATCCATTCTATTCTCTACCAATAGGGGGCACTA	Upstream_CTCF	40
chr5	57794287	57794437	id-80160	3.22e-07	+	GATGCCATCTCCTGGGAAGACACCAGGGGGAGCAC	Upstream_CTCF	40
chr5	57797983	57798133	id-80161	6.49e-06	+	CTGCGATTCCCAGTCCCTGAAGCCAGGTGGTGTCA	UpstreamP1_CTCF	24
chr5	57838654	57838804	id-80162	1	+	NA	NONE	2
chr5	57844169	57844319	id-80163	1	+	NA	NONE	2
chr5	58013191	58013341	id-80164	8.58e-06	-	CTGTCACACAGAAGCTTGTCCTGTGGGTGGCAGGA	UpstreamP1_CTCF	5
chr5	58109190	58109340	id-80165	2.84e-05	-	CTGCAGCGTGCATAAAGATCCATTGGGGAGCAGCA	UpstreamP1_CTCF	37
chr5	58146244	58146394	id-80166	1.55e-05	-	ATTGTCAGTATCTAAAAGGACACAAGATGGCACTG	V_CTCF_BR	39
chr5	58167592	58167742	id-80167	2.57e-08	+	ATTTTGTACCCAATTGCCACCACCAGAGGGCAGAG	UpstreamP1_CTCF	40
chr5	58171529	58171679	id-80168	1.23e-05	-	ATGCATTTACTGCAACACTACATTAGGGGGCTATC	UpstreamP1_CTCF	12
chr5	58182571	58182721	id-80169	1.04e-07	+	AAACGCGTGCTCAGAACAGCCACTAGAGGGAGCTC	V_CTCF_BR	39
chr5	58187669	58187819	id-80170	8.17e-09	+	CTGCACGTGGCAGAAATCACCGCCAGATGGCACTC	UpstreamP1_CTCF	40
chr5	58191132	58191282	id-80171	2.53e-05	+	AGCTCTGCTTCACCTTCCACCAAGAGGGGGAGCTT	V_CTCF_BR	16
chr5	58194512	58194662	id-80172	4.3e-06	-	GCTGCTATTGTCTAACCTGTCACCAGGGGAGAGCT	Upstream_CTCF	14
chr5	58198716	58198866	id-80173	1.39e-05	+	GGCTGATCTGACTGACTGAACAGATGGTGGCAGTG	V_CTCF_BR	13
chr5	58262037	58262187	id-80174	4.1e-06	-	CATGCAAGGCACTGTTTTACCACCAGGCTGCATCA	Upstream_CTCF	16
chr5	58284914	58285064	id-80175	6.15e-05	-	CTTTCTTTCCCTCCTGCCACCACCAGGGACATTTG	Upstream_CTCF	12
chr5	58303409	58303559	id-80176	1.04e-05	-	ATCAAATGTAGAGCCATTATCACTAGAGGGCAGTA	V_CTCF_BR	38
chr5	58330340	58330490	id-80177	1.46e-07	+	CTGCATTGACTATTACAAAGCAGTAGGGGGAGCAG	UpstreamP1_CTCF	40
chr5	58334578	58334728	id-80178	9.25e-06	+	TCGCCGGCATGGGAATCAGCAGCCTGGGGGCACCA	V_CTCF_BR	10
chr5	58420886	58421036	id-80179	1	+	NA	NONE	5
chr5	58469494	58469644	id-80180	2.43e-06	-	AGCCCTACTTCCTCATCAACCACCAGCAGGCAGCA	V_CTCF_BR	24
chr5	58470182	58470332	id-80181	5.68e-06	-	TACAGCTGCCTGCTCTTTACCTGTAGGGGGAGACA	V_CTCF_BR	40
chr5	58481703	58481853	id-80182	3.45e-05	+	CACACATAACAAGGCAGGACCAATAGGTGTCACTA	V_CTCF_BR	11
chr5	58484371	58484521	id-80183	7.55e-07	+	TAACCATATACACTTGTTACCACTAGATGGCGGTA	V_CTCF_BR	40
chr5	58514367	58514517	id-80184	1.15e-07	+	CTGTAATATAAAAATTTGTCCACTAGATGGAGATC	UpstreamP1_CTCF	27
chr5	58517734	58517884	id-80185	1	+	NA	NONE	22
chr5	58611496	58611646	id-80186	1	+	NA	NONE	19
chr5	58631400	58631550	id-80187	7.78e-06	-	GGAGCAATTCTTACTTCATCCCTGAGAGGGAGACA	Upstream_CTCF	20
chr5	58644119	58644269	id-80188	7.27e-06	-	TCTCACCTGCCCATTTCAAACAGCAGAGGTCACTA	V_CTCF_BR	17
chr5	58647388	58647538	id-80189	9.51e-07	+	GAAGCCCATGAAGCAAAAGCCAGGAGGGGGCAGAA	V_CTCF_BR	16
chr5	58652745	58652895	id-80190	2.72e-06	+	GTGCAGTGGTATGCGCTGACAGAGAGATGGCAGGC	UpstreamP1_CTCF	8
chr5	58663731	58663881	id-80191	8.21e-06	-	CAGTCACGAAAACCTCTCTTCACAAGAGGGCGCTG	V_CTCF_BR	40
chr5	58676403	58676553	id-80192	6.43e-06	-	AAAGCTTTGATGAATTTAAACACTAGAGGGCACAA	V_CTCF_BR	38
chr5	58685998	58686148	id-80193	6.46e-07	+	GTGTGAGATACTCACTTGCCCACAAGATGGCGCTC	V_CTCF_BR	35
chr5	58746200	58746350	id-80194	1	+	NA	NONE	39
chr5	58792722	58792872	id-80195	1.98e-08	-	GTGTAATTCAGGCTGCAGCCCAGTAGGTGGCACTT	UpstreamP1_CTCF	40
chr5	58802234	58802384	id-80196	2.28e-05	+	TATATAGTTTAAATAGAAAACAGCAGGGGGAGCTC	Upstream_CTCF	33
chr5	58814220	58814370	id-80197	6.86e-07	+	TGTGCACTATGGTGGCTGCCCAGGAGGAGGGGGGC	Upstream_CTCF	6
chr5	58821985	58822135	id-80198	1.64e-06	+	CTGCAGTTTGAAGTGCAAACCACAATGAGGCAATG	UpstreamP1_CTCF	20
chr5	58865893	58866043	id-80199	1	+	NA	NONE	13
chr5	58878694	58878844	id-80200	7.12e-06	-	ATGGAGGGCCCCTCTGAGGACACCAGAGGAAGATT	UpstreamP1_CTCF	2
chr5	58883443	58883593	id-80201	2.55e-06	-	TCTGCAATGTCTGGGAACCCACCTAGAGGGCCCCC	Upstream_CTCF	31
chr5	58956708	58956858	id-80202	7.82e-06	-	TAGCCATAAAATAGACTGGCCAGTAGGGGTTACTC	UpstreamP1_CTCF	37
chr5	58961742	58961892	id-80203	1.41e-05	-	CTGCACTCCAGCCTGGCCGACAGAGGGAGACTCTG	UpstreamP1_CTCF	15
chr5	58962685	58962835	id-80204	1	+	NA	NONE	15
chr5	58969390	58969540	id-80205	1.03e-07	-	AATGTAATTTTCTGTATGATCACTAGATGGCGCCA	Upstream_CTCF	40
chr5	58981871	58982021	id-80206	1	+	NA	NONE	8
chr5	59010370	59010520	id-80207	7.44e-05	-	AATGCATTAATCAAGTCCACCACATAGTGGCACTG	Upstream_CTCF	15
chr5	59020447	59020597	id-80208	3.31e-06	-	GTGTCATTTCATTATGTCACCACCTGGTGGTGCAC	UpstreamP1_CTCF	38
chr5	59042408	59042558	id-80209	4.01e-05	-	TTTGCTGATGACAGACTGAACGCTAGGAGTCACGC	Upstream_CTCF	11
chr5	59096019	59096169	id-80210	8.17e-10	-	TTGTAGTTCTCAAAACTGGCCACTAGATGGTAGTG	UpstreamP1_CTCF	39
chr5	59105894	59106044	id-80211	3.83e-09	+	TCGTCAATCCTCTCAGCGGCCAGCAGATGGCGCAC	V_CTCF_BR	40
chr5	59109613	59109763	id-80212	5.17e-06	+	ATTGCAACCATCATCTTGGCCTCAGGGAGGCACTA	Upstream_CTCF	39
chr5	59109905	59110055	id-80213	4.31e-07	+	TTCCCCTTGTTCCTTCCTGGCACTAGGGGGCGGCA	V_CTCF_BR	32
chr5	59189562	59189712	id-80214	1.83e-05	+	CCGAGAGGGGGCCCTGCCAGCGGGAGGGGTCACAG	V_CTCF_BR	11
chr5	59219425	59219575	id-80215	2.12e-06	-	GTTCACTGCAGCTATGTCTGCATTAGGGGGCACCC	UpstreamP1_CTCF	31
chr5	59306276	59306426	id-80216	3.6e-07	-	TGTGCAGTACCACATACCACCCCTGGGGAGTGATA	Upstream_CTCF	32
chr5	59457289	59457439	id-80217	1.56e-06	-	CTGTTATTCATACCTCTTGCCATTAGGTGGGGCAG	UpstreamP1_CTCF	38
chr5	59483519	59483669	id-80218	1	+	NA	NONE	2
chr5	59583137	59583287	id-80219	8.52e-08	-	AAGCAATGGTGCCCTAAGGCCTGAAGGGGGCGCCT	UpstreamP1_CTCF	39
chr5	59591347	59591497	id-80220	2.34e-06	+	CAGCAACCCTGGCTTCTACCAACTAGATGGCAGTA	UpstreamP1_CTCF	38
chr5	59678724	59678874	id-80221	3.86e-05	-	TGAGTTATTTTTCATGCGCACACATGGGGGAGCTT	Upstream_CTCF	38
chr5	59691787	59691937	id-80222	1	+	NA	NONE	29
chr5	59754624	59754774	id-80223	1	+	NA	NONE	14
chr5	59817338	59817488	id-80224	1.56e-05	+	ACTGCAGTTTCCCCTTCTGTCAAAGGGGGATAACA	Upstream_CTCF	3
chr5	59829733	59829883	id-80225	2.6e-06	+	TCACTATGAAGGACCCTCACCAGATGGTGGCACCA	V_CTCF_BR	7
chr5	59882257	59882407	id-80226	1.24e-05	-	CTAACAAGGACAGATGTTCCCAGTAGAGGTCAGTC	V_CTCF_BR	36
chr5	59929090	59929240	id-80227	1.73e-06	-	TTGCAGATCCTCTCCTTGGCCAGAGGAAGTCACCA	UpstreamP1_CTCF	11
chr5	59945254	59945404	id-80228	3.81e-05	-	TGCCCGAAATAGAAGTACTCCACTGGAGGGAGCTC	V_CTCF_BR	40
chr5	59964642	59964792	id-80229	1.23e-05	-	AAGCAAAATGAAATTTAGCCCACTAGAGGGAGCTC	UpstreamP1_CTCF	37
chr5	59973663	59973813	id-80230	3.24e-06	+	CTAGAAAAACAAAAGATGTCCACTAGAGGGAGGAA	Upstream_CTCF	38
chr5	59974017	59974167	id-80231	7.44e-06	-	AATGTAGCACCGCTGGGTGGCAGAAGGGTGCGACT	Upstream_CTCF	18
chr5	59984189	59984339	id-80232	1	+	NA	NONE	40
chr5	59984944	59985094	id-80233	1	+	NA	NONE	17
chr5	59995545	59995695	id-80234	4.7e-06	-	GATGTTGACTGGGTTCTCGGCAGTAGATGGCGCCT	V_CTCF_BR	40
chr5	60006338	60006488	id-80235	5.08e-05	-	AATTTTGTGGCAAGAACTCTCAGTAGATGGAGCTG	Upstream_CTCF	7
chr5	60140000	60140150	id-80236	5.01e-06	-	AACCCAGTCGGCGGCCGGGACAGCGGGGGCCGCTG	V_CTCF_BR	38
chr5	60179168	60179318	id-80237	4.01e-05	-	TCAAGCACAGACTGCATGTCCACTAGGAGGAGATG	V_CTCF_BR	39
chr5	60224980	60225130	id-80238	2.72e-05	-	CTGTAATTTATGCTTTTGTCCATTAGATGTCCTCA	UpstreamP1_CTCF	30
chr5	60255020	60255170	id-80239	3.09e-06	+	GAAGACATTTCAGATTTTTCCAGTAGATGGCAGAA	Upstream_CTCF	28
chr5	60256571	60256721	id-80240	4.88e-08	-	ATGCAATTTGTGAGTTGGACCACAAGATGGAGGCA	UpstreamP1_CTCF	40
chr5	60306660	60306810	id-80241	1.41e-05	-	CAGCACATTCACATTCTAGCCAGCAGGAGAAAAGG	UpstreamP1_CTCF	37
chr5	60351367	60351517	id-80242	1	+	NA	NONE	40
chr5	60428617	60428767	id-80243	3.31e-06	+	CTGCTGTACTTCTAGTTGGCCACAAGGTCACATTT	UpstreamP1_CTCF	18
chr5	60435049	60435199	id-80244	1	+	NA	NONE	40
chr5	60455041	60455191	id-80245	9.84e-05	+	AGTACAAAAATTGTTCTGTCCAGTAGGTGGTATTC	V_CTCF_BR	9
chr5	60457853	60458003	id-80246	2.68e-05	+	CCTGCGGCTGCAACGGGTAGCACTTGACGGCCGTC	Upstream_CTCF	13
chr5	60463367	60463517	id-80247	1.47e-05	+	CTTCAAAATTGCCTATTGCCCAGGTGGTGGCAGCA	V_CTCF_BR	39
chr5	60517610	60517760	id-80248	1.03e-06	-	TTGGAATGGATAAAAAAGGCCAGCAGGAGGCAGAA	UpstreamP1_CTCF	14
chr5	60548185	60548335	id-80249	1.03e-05	+	GGGCACTGCAAGTTCACCAGCAGGAGAGGCTGCCC	UpstreamP1_CTCF	2
chr5	60573107	60573257	id-80250	1	+	NA	NONE	28
chr5	60585129	60585279	id-80251	4.88e-05	+	ACTGCAAATTAGGTTGCTGCCACCAGGGTTTTCAC	Upstream_CTCF	29
chr5	60597250	60597400	id-80252	2.28e-05	+	GGTGGAGGCCCAGAGAGCTCCACAAGGGGTGATGT	Upstream_CTCF	22
chr5	60600315	60600465	id-80253	1.73e-06	-	CAGCCAGCACCCGAAGTCAGCAGCAGAGGGCAAAG	UpstreamP1_CTCF	13
chr5	60607705	60607855	id-80254	1	+	NA	NONE	6
chr5	60610596	60610746	id-80255	7.17e-05	-	ACTGGGGTGTCATTATTGAGCCCCAGCTGAAGGCC	Upstream_CTCF	17
chr5	60623730	60623880	id-80256	3.84e-06	+	GTGCATTTTGCCCTGGGGCACTCTAGGGGTCTCTC	UpstreamP1_CTCF	15
chr5	60626787	60626937	id-80257	1.64e-06	-	GGGCTCGCGCACACATCGCCCAGCAGGCGGCAGAC	UpstreamP1_CTCF	39
chr5	60643118	60643268	id-80258	1.04e-05	+	TGGAGATGATGCAGGCTGGCCACCAGGTGTCTTTG	V_CTCF_BR	24
chr5	60648249	60648399	id-80259	1	+	NA	NONE	7
chr5	60653714	60653864	id-80260	4.01e-05	-	GGCAACTTTCCCACGTCTGCCATAAGATGGCGCTA	V_CTCF_BR	40
chr5	60658905	60659055	id-80261	8.46e-07	+	TGTGCCCTCCTTTCCCCACCCCACAGGGGGCACTG	Upstream_CTCF	40
chr5	60679163	60679313	id-80262	8.91e-07	+	GCTGGCTTTCTCTTTACCTCCAGCAGCTGGCGGTA	Upstream_CTCF	6
chr5	60712467	60712617	id-80263	8.5e-06	+	GCTGCCTTGCCAGCAACCACCATTAGATTGCAAGA	Upstream_CTCF	10
chr5	60764426	60764576	id-80264	5.68e-06	+	CAAAACCTAAGAGGTATGACCAGCAGGGGGATGTT	V_CTCF_BR	28
chr5	60805261	60805411	id-80265	4.99e-07	-	ACTGCATCCTTACCTACTCCCACCAGGAGGCATTT	Upstream_CTCF	23
chr5	60865292	60865442	id-80266	2.27e-05	+	TCCACAGCTCCCTGTGCAGTCAGCAGAGGCCTCTG	V_CTCF_BR	1
chr5	60899471	60899621	id-80267	1.69e-05	+	CTGCAGCTGAGAGGCTCCGCCTGCTGTGGCAGCAG	UpstreamP1_CTCF	27
chr5	60913930	60914080	id-80268	7.11e-06	-	TATGCTGTTCACAATTCTACCACTGGGAACAGCTC	Upstream_CTCF	24
chr5	60919639	60919789	id-80269	1	+	NA	NONE	38
chr5	60938128	60938278	id-80270	2.11e-06	-	GAGCTAAGGGCAGAAATCACCAGCAGGTGGATCAC	V_CTCF_BR	36
chr5	60954463	60954613	id-80271	2.17e-09	-	GCGTGTCACCAGGACCTGGCCACCAGAGGGCGACA	V_CTCF_BR	40
chr5	60971002	60971152	id-80272	4.17e-05	+	CAAGCCTTTCTTTGTCTGGCCACCAGGCTGTTCCC	Upstream_CTCF	26
chr5	60974939	60975089	id-80273	1.09e-06	-	ATGTATTTCCTCTGAGTGCCCTGTTGGTGGCGGAG	UpstreamP1_CTCF	19
chr5	61032980	61033130	id-80274	3.28e-05	+	CTAAGAATCTACATGTTAAACAGATGGGGGCAGCA	V_CTCF_BR	7
chr5	61041180	61041330	id-80275	6.84e-06	+	TGCCGTAAGAAGGAGATCACCAAGAGGTGGCAGTG	V_CTCF_BR	18
chr5	61064637	61064787	id-80276	1.34e-06	+	GTGTGGTGTCCACCCTTCACCTGTAGGTGGAGTGT	UpstreamP1_CTCF	40
chr5	61113676	61113826	id-80277	1.93e-05	-	CCTGATAGCCCGGCTGCATCCCATAGATGGCAGTA	Upstream_CTCF	39
chr5	61156940	61157090	id-80278	1.48e-06	+	CTAGCAAAACCGGTGGCTGCCACCAGGAGTAAGGC	Upstream_CTCF	14
chr5	61211563	61211713	id-80279	5.92e-05	-	CAATCTTAACTGCTTCCTGCTGACAGGGGGCACTG	V_CTCF_BR	11
chr5	61229967	61230117	id-80280	4.41e-06	-	TTGTGACCGATATAATGAGCCACTGGATGGCACTG	V_CTCF_BR	39
chr5	61237640	61237790	id-80281	1	+	NA	NONE	8
chr5	61335108	61335258	id-80282	6.21e-05	-	TGGATACCTTATTTCTGGGCCACTAGGTGGTATCT	V_CTCF_BR	4
chr5	61439576	61439726	id-80283	5.34e-06	-	TTATCTAAATGCTTCTCAGCCAGAAGAGGGCGTTG	V_CTCF_BR	39
chr5	61502134	61502284	id-80284	9.4e-06	-	AAGCAGAGCCACCAGGAACCCATTAGGTGGAGCTA	UpstreamP1_CTCF	35
chr5	61519315	61519465	id-80285	6.98e-07	+	TAGCACATGTTTTCAGGCACCACTAGAGGGCAGGC	V_CTCF_BR	40
chr5	61520953	61521103	id-80286	3.34e-10	+	CTGCAATTTCAAGTAACCACCACTAGGGGGTGGTG	UpstreamP1_CTCF	38
chr5	61535722	61535872	id-80287	1	+	NA	NONE	3
chr5	61560481	61560631	id-80288	1	+	NA	NONE	0
chr5	61563115	61563265	id-80289	1	+	NA	NONE	1
chr5	61567867	61568017	id-80290	1.21e-06	+	GCTGTGCTACACCAAGGCTCCCCCAGGGGGACTCC	Upstream_CTCF	14
chr5	61587846	61587996	id-80291	7.78e-06	+	CCTGCCTCTGCAGACTCCACCTCTGGGGGCAGCGC	Upstream_CTCF	21
chr5	61601837	61601987	id-80292	9.11e-08	+	GCTGCAGAGCTGGGCGGGGCCGCCTGGAGGCAGCG	Upstream_CTCF	10
chr5	61636344	61636494	id-80293	7.73e-06	-	GATGACTGGGAGAATGATGCCACTAGGGGGAGAAC	V_CTCF_BR	38
chr5	61649996	61650146	id-80294	1.38e-07	-	TATGAAGTACCCACAGGAAACACCAGGTGGCATCT	Upstream_CTCF	40
chr5	61721044	61721194	id-80295	4.65e-05	+	TGGAATGTGGTACTTCTTACCATCAGGTGGCACTG	V_CTCF_BR	19
chr5	61739679	61739829	id-80296	2.97e-06	+	GTAACATAATCTGTGTTTTCCAGTAGATGGCACTA	V_CTCF_BR	37
chr5	61756429	61756579	id-80297	5.34e-06	+	AGTTACAGCCACTAAACAGTCAGTAGGTGGCACTG	V_CTCF_BR	40
chr5	61858812	61858962	id-80298	7.78e-06	+	CTAGGAATGCCTCTTTTAACCACCAGGTGATATTG	Upstream_CTCF	14
chr5	61885478	61885628	id-80299	1	+	NA	NONE	11
chr5	61940083	61940233	id-80300	1.95e-07	-	AAAGCAGCTGTATTACTCACCAGTAGGTGGCAAGG	Upstream_CTCF	7
chr5	61957015	61957165	id-80301	9.4e-06	+	CTGTTTTACACTTAAGCTGTCTGCAGATGGCAGAG	UpstreamP1_CTCF	1
chr5	62014324	62014474	id-80302	4.14e-06	-	CTTGTCCCACACATCCTACCCTCCAGGGGTCAGCA	V_CTCF_BR	22
chr5	62015880	62016030	id-80303	1.71e-06	-	GCCCTGGTGCCGAGGTGTGCCTCTAGAGGCCAGCC	V_CTCF_BR	40
chr5	62018291	62018441	id-80304	1.85e-05	-	CACGAAGTTCCACTTCAGACCTCAAGGCGGCCAGT	Upstream_CTCF	16
chr5	62048899	62049049	id-80305	6.43e-06	+	CCTAACTGGGAGGCATCTCCCAGTAGGGGGCGACT	V_CTCF_BR	12
chr5	62074878	62075028	id-80306	2.27e-06	-	AGAGATGATCAGATACTTACCTCTAGGGGGAGCTC	V_CTCF_BR	40
chr5	62076844	62076994	id-80307	2.59e-06	-	CTGCGCTCCCATCGCTTCACCGCTAGGAAGCAGCC	UpstreamP1_CTCF	14
chr5	62087018	62087168	id-80308	1.1e-05	+	TGCTGCAGCAAGAAGGTCCTCACTAGATGGCAGCA	V_CTCF_BR	38
chr5	62112987	62113137	id-80309	4.7e-06	+	CATACATGACATGATTGGACCAGGAGAGGGCGTCA	V_CTCF_BR	7
chr5	62216039	62216189	id-80310	1	+	NA	NONE	5
chr5	62411186	62411336	id-80311	6.43e-06	+	TTTAGCCATGTGAGATTAAACACTAGGGGGAGGTC	V_CTCF_BR	4
chr5	62411788	62411938	id-80312	2.84e-05	+	GTGTAAAACACAAGAGAGGCCACTAGAGGATTCAG	UpstreamP1_CTCF	1
chr5	62421735	62421885	id-80313	7.09e-08	+	CTGTAATTCTGCACTGCTTCCAGTAGAGGTCATTG	UpstreamP1_CTCF	39
chr5	62523094	62523244	id-80314	1.03e-06	+	GTTGGAAACCCAGTTTCTGACTCCAGAGGGCAGCA	V_CTCF_BR	18
chr5	62697389	62697539	id-80315	1.39e-07	+	CCAAACCTTGTCAGTTTATCCACCAGAGGGCACTC	V_CTCF_BR	39
chr5	62724698	62724848	id-80316	1.17e-05	-	GGCAAGTAGCTAGACATGAGCAGCAGGGGGAGTCC	V_CTCF_BR	7
chr5	62860773	62860923	id-80317	1.95e-07	-	GCAGCCACTCCTGACATGGCCACCAGGAGGACTGA	Upstream_CTCF	8
chr5	62944325	62944475	id-80318	3.84e-06	+	GTGCATTTGCAAGGACTTTCCTCAAGGGGCCCTAG	UpstreamP1_CTCF	4
chr5	63255266	63255416	id-80319	7.91e-05	-	CTGACATCGCCACTTACTTACTGCGGGAGGCGCCA	UpstreamP1_CTCF	16
chr5	63256610	63256760	id-80320	1	+	NA	NONE	3
chr5	63259066	63259216	id-80321	5.72e-07	-	TGGCACTCTAAAACATTTGCCAGAAGGTGGCGACA	UpstreamP1_CTCF	39
chr5	63336463	63336613	id-80322	1	+	NA	NONE	5
chr5	63370476	63370626	id-80323	1.95e-07	+	GGGGCAATCTCCTAAAGTACCAGCAGGTGGGGATA	Upstream_CTCF	39
chr5	63396138	63396288	id-80324	3.5e-05	-	TTGTGTTAGGCCTGTTGCACCAGCAGGTGTCATAC	UpstreamP1_CTCF	5
chr5	63443782	63443932	id-80325	1.63e-05	+	AACGTGGTAAACATTCAGGCCAGAAGGCGGCAGCA	Upstream_CTCF	37
chr5	63445177	63445327	id-80326	1	+	NA	NONE	1
chr5	63502573	63502723	id-80327	1.48e-06	-	GCGAGGGCTCTCTTTCTAGCCTGCAGGTGGCTGCT	V_CTCF_BR	12
chr5	63503929	63504079	id-80328	5.17e-06	-	AATGAAATAATTTGTTCAAGCAGCAGAGGGAGCCA	Upstream_CTCF	22
chr5	63525119	63525269	id-80329	2.11e-06	+	TGGATCATCTTGTTTTTCAACACTAGAGGGCACCA	V_CTCF_BR	39
chr5	63643270	63643420	id-80330	3.18e-06	+	AAGTGTCAGACCTTTTTTGCCAGCTGGTGGAGCTA	V_CTCF_BR	14
chr5	63680705	63680855	id-80331	7.55e-07	+	AGCCAAGGTCCAAGACTGACCACTGGGTGGCACAC	V_CTCF_BR	23
chr5	63802353	63802503	id-80332	1	+	NA	NONE	25
chr5	63891151	63891301	id-80333	2.12e-06	-	ATGCATTAACTTGCTTTGACCACTGAGGGGCCATC	UpstreamP1_CTCF	37
chr5	63908307	63908457	id-80334	1.83e-05	-	TCACTCTGAAGCTCAGCTTTCAGTAGGTGGCAGTA	V_CTCF_BR	40
chr5	63931026	63931176	id-80335	2.64e-08	+	AGTGTAGTTCACAATATGCCCTCAAGATGGCAGTA	Upstream_CTCF	38
chr5	63934033	63934183	id-80336	4.7e-06	+	TAAACTTCAGCAATGGGAGCCAGCAGGAGGAGCAG	V_CTCF_BR	33
chr5	63976289	63976439	id-80337	2.18e-07	-	CACCACCCGCTTCCCTGGGCCTCCAGGTGGCAATA	V_CTCF_BR	39
chr5	63978518	63978668	id-80338	1	+	NA	NONE	19
chr5	64064422	64064572	id-80339	1	+	NA	NONE	36
chr5	64080353	64080503	id-80340	8.61e-08	-	GGAAACCATTCTTACTGAACCAGCAGAGGGCGCTG	V_CTCF_BR	40
chr5	64106978	64107128	id-80341	4.7e-06	+	TGTAAAGAATCCTTTTTTGCCTGTAGGTGGAGCTC	V_CTCF_BR	39
chr5	64254741	64254891	id-80342	8.61e-08	+	CCTTTAGGAGGCTTATTGACCACCAGATGGAGCCA	V_CTCF_BR	37
chr5	64267472	64267622	id-80343	2.81e-05	+	TTCTTTAGAGGAAGAAGCCCCTCCAGATGGTGCTG	V_CTCF_BR	20
chr5	64331313	64331463	id-80344	1	+	NA	NONE	17
chr5	64333758	64333908	id-80345	4.41e-06	-	GAGGATGACAGCCATACCGTCAGTAGAGGGAGCTG	V_CTCF_BR	40
chr5	64372275	64372425	id-80346	1.21e-06	+	GATCAATTATAATTCCCTCCCTCCAGGGGGCACTA	UpstreamP1_CTCF	39
chr5	64397032	64397182	id-80347	1.19e-06	+	GTGAGCCGCACACCGACTTGCACCAGGGGGCAGAG	V_CTCF_BR	40
chr5	64399131	64399281	id-80348	3.8e-08	-	GGAACAGCTCCCAGGGCGGCCAGGTGGGGGCGGCG	V_CTCF_BR	34
chr5	64422918	64423068	id-80349	1.37e-05	-	ACTGCACTGCTAAAGCCCGCCGATAGTGTGAAACA	Upstream_CTCF	9
chr5	64496950	64497100	id-80350	6.51e-05	+	GAAACCATCTGCTGTTCTTACTCTAGGGGGTGGTG	V_CTCF_BR	3
chr5	64509882	64510032	id-80351	2.83e-07	+	TAAAGAATTGCATTGGTGGCCACTAGAGGGAGGAG	V_CTCF_BR	40
chr5	64660214	64660364	id-80352	6.21e-05	-	ACCAGCGCTGTGTTTCAAAACTCCAGGGGGCATAC	V_CTCF_BR	15
chr5	64678539	64678689	id-80353	1	+	NA	NONE	9
chr5	64686252	64686402	id-80354	1.93e-05	+	CAACAGAACGGTTAATATACCAGCAGAGGTCAGGC	V_CTCF_BR	7
chr5	64714704	64714854	id-80355	1	+	NA	NONE	9
chr5	64776505	64776655	id-80356	1	+	NA	NONE	19
chr5	64779689	64779839	id-80357	2.19e-05	-	ATTTCATTACTCTGTTTAGACACAGGATGGCACTC	Upstream_CTCF	40
chr5	64783994	64784144	id-80358	3.42e-05	-	GTGGCACCACTCACCATCACCCCTAGTGGCCCATT	Upstream_CTCF	32
chr5	64884645	64884795	id-80359	1.1e-05	-	GGGGAATGAGGCATCATCACCACTTGGTGGCAATA	V_CTCF_BR	16
chr5	64919837	64919987	id-80360	6.9e-05	+	CTTGTAATGCCAAAAGGGGCCCAGAGGCCGCGCAT	Upstream_CTCF	32
chr5	64920903	64921053	id-80361	1	+	NA	NONE	17
chr5	64960043	64960193	id-80362	4.34e-05	+	TGTGCAATACCAATTCCATCCACTGGTGTGGAATT	Upstream_CTCF	40
chr5	65038470	65038620	id-80363	8.71e-06	+	AAAAAATTACTTTCCTATACCAGCAGGTGGAGGCA	V_CTCF_BR	40
chr5	65056827	65056977	id-80364	1	+	NA	NONE	28
chr5	65209481	65209631	id-80365	1	+	NA	NONE	8
chr5	65221556	65221706	id-80366	1	+	NA	NONE	40
chr5	65231090	65231240	id-80367	2.72e-05	+	ATGCAATTCTAATCCAGCACCACCAGGTTCACTCT	UpstreamP1_CTCF	9
chr5	65467245	65467395	id-80368	6.46e-07	+	TTTATTAATAGCTTTACTACCACCAGGTGGCAGCA	V_CTCF_BR	37
chr5	65470306	65470456	id-80369	1	+	NA	NONE	40
chr5	65505412	65505562	id-80370	9.25e-06	-	CTTTCCTCAGCTGTGCTCACCAACAGGTGTCAGCC	V_CTCF_BR	16
chr5	65519598	65519748	id-80371	2.18e-07	-	TGAAACCCAGCGGTCCTAGTCAGCAGGGGGCACTC	V_CTCF_BR	40
chr5	65534991	65535141	id-80372	5.51e-07	+	ACCTCATGGAGTTGTCCTTCCACCAGGTGGAGGCA	V_CTCF_BR	37
chr5	65537379	65537529	id-80373	6.21e-05	-	CCGTGACTCTGATGGCAGAACGCAAGGGGGAGCAT	V_CTCF_BR	2
chr5	65596138	65596288	id-80374	6.48e-05	-	GTGCTATGACTGTGTCCAGACACCTGCTGTCCTCA	UpstreamP1_CTCF	5
chr5	65602312	65602462	id-80375	4.88e-08	+	GTGCAGATACTGCTTCTGAGCACTAGAGGGCTCTC	UpstreamP1_CTCF	40
chr5	65603603	65603753	id-80376	5.34e-06	+	AAGGCTTTCATATCTGCCACCACTAGATGTCACTA	V_CTCF_BR	40
chr5	65732708	65732858	id-80377	1.38e-07	-	GCTGATGTTCCTCCTGCGGCCAGAAGAGGCACCAG	Upstream_CTCF	36
chr5	65790391	65790541	id-80378	1.47e-05	-	TCCATTGCCACCCCCGTGGTCCACAGGGGGCGCAC	V_CTCF_BR	26
chr5	65794673	65794823	id-80379	5.12e-07	-	TTCCAATGGGAGCTACTGCCCAGTAGAGGGCTCCA	UpstreamP1_CTCF	32
chr5	65825080	65825230	id-80380	1	+	NA	NONE	7
chr5	65893329	65893479	id-80381	5.3e-05	+	CCGCAGCGTCGGTCCTCTGGGAGAAGAGGACTCCC	UpstreamP1_CTCF	17
chr5	65929066	65929216	id-80382	3.63e-05	-	TGTTTTACAGCTCATACAACCTGGAGGTGGTAGTG	V_CTCF_BR	1
chr5	65976749	65976899	id-80383	5.37e-06	+	TGGTGGCACATGCCTTTGGCCACAAGGGGGACCAA	UpstreamP1_CTCF	36
chr5	66020681	66020831	id-80384	1.31e-05	-	AACAAAGGGATGGCTGTGGCCTATAGAGGGAGCCT	V_CTCF_BR	33
chr5	66026143	66026293	id-80385	3.73e-06	-	TGAGTAAATCCCATCCTGAACAGTAGAGGGGGTTG	Upstream_CTCF	18
chr5	66038054	66038204	id-80386	8.81e-07	+	TTCACACTTCCCGAGGCGGCCACTGGTTGGCACTC	V_CTCF_BR	37
chr5	66053176	66053326	id-80387	2.11e-06	-	TCACAAGACAAATCTGCAGCCACAAGGTGGCAATG	V_CTCF_BR	38
chr5	66066153	66066303	id-80388	8.21e-06	-	AAGGCTCCCTGACAGAGAGCCACTGGGAGGCAGCA	V_CTCF_BR	37
chr5	66092853	66093003	id-80389	3.05e-07	-	GCTGTGCCACCCCAGCAGTCCACCAGAGGGGAACC	Upstream_CTCF	38
chr5	66103684	66103834	id-80390	5.52e-05	-	CTGTTCTTTTCCATCATAGCCTCAAGGCAGAGGGA	UpstreamP1_CTCF	36
chr5	66110360	66110510	id-80391	1.21e-06	+	GATGAAGGTGGTAGTTTGTCCACTAGGTGGCACAT	Upstream_CTCF	40
chr5	66111075	66111225	id-80392	1	+	NA	NONE	0
chr5	66126564	66126714	id-80393	1	+	NA	NONE	23
chr5	66149864	66150014	id-80394	1	+	NA	NONE	0
chr5	66157344	66157494	id-80395	1	+	NA	NONE	12
chr5	66160473	66160623	id-80396	2.83e-07	-	GTTCCAAGCCTAATTTTGGCCTCTAGATGGCGGTC	V_CTCF_BR	38
chr5	66227518	66227668	id-80397	1	+	NA	NONE	0
chr5	66262375	66262525	id-80398	2.43e-06	+	AGGGTGGTGCACTGACAGACCTGAAGGTGGCACAC	V_CTCF_BR	17
chr5	66283910	66284060	id-80399	3.79e-08	+	TTGTAATTGTATACTTCAGCCACTAGAGGGAAGAG	UpstreamP1_CTCF	40
chr5	66343086	66343236	id-80400	1	+	NA	NONE	3
chr5	66346336	66346486	id-80401	4.65e-06	+	TTTCTGTGTCTCATAGTTGCCCCTAGGAGGAGCTT	UpstreamP1_CTCF	10
chr5	66354971	66355121	id-80402	2.4e-05	+	GCCCTCTGCGATCTTGTAGCCAGCAGGGGCATATC	V_CTCF_BR	6
chr5	66362371	66362521	id-80403	6.8e-06	-	CTGGGAACAGCCAAAATGTCCATTAGGGGGAGGCA	Upstream_CTCF	18
chr5	66445874	66446024	id-80404	1.17e-05	-	GGCAGAAGATGATTTGCTACCAGTAGGAGGAAGCA	V_CTCF_BR	39
chr5	66452922	66453072	id-80405	5.89e-08	+	TCGCTGTAGCTGGATGGATCCACCAGGTGGCAGGC	UpstreamP1_CTCF	39
chr5	66459289	66459439	id-80406	2.19e-05	-	CAGGTGCTTCTTGTCACTGCCGTAAGAGGGCGACA	Upstream_CTCF	0
chr5	66462079	66462229	id-80407	1.97e-06	+	CACTGAAGCACTTTATGCTCCAGCAGAGGGCGACA	V_CTCF_BR	40
chr5	66505124	66505274	id-80408	4.99e-07	-	AGTGACATTCAGAAAGTGGTCACTAGGTGGCAGGG	Upstream_CTCF	40
chr5	66507824	66507974	id-80409	1	+	NA	NONE	12
chr5	66510916	66511066	id-80410	2.23e-06	-	CTGCAACAACATAATTGGGCCACTAGAGCCCTATG	UpstreamP1_CTCF	3
chr5	66542003	66542153	id-80411	1.52e-07	+	TACTTGAAGTAGATCATTACCACCAGGTGGCGCTA	V_CTCF_BR	39
chr5	66604181	66604331	id-80412	1.1e-06	-	TTTAGATGACCCCTCCCAACCACAAGGGGGCTGAG	V_CTCF_BR	8
chr5	66610935	66611085	id-80413	1	+	NA	NONE	13
chr5	66646177	66646327	id-80414	5.13e-05	+	TTCTGCGGTTTTCAGTCTGCCAGATGGTGGCATGA	V_CTCF_BR	5
chr5	66650992	66651142	id-80415	2.84e-05	-	CTGCAATTACAAGTCACTACCATCCGAGGGCTATT	UpstreamP1_CTCF	3
chr5	66671559	66671709	id-80416	2.18e-07	+	CAGGGGTAATGGCTCCTGACCAGCAGGGGGCATAG	V_CTCF_BR	30
chr5	66672094	66672244	id-80417	1	+	NA	NONE	1
chr5	66691749	66691899	id-80418	1	+	NA	NONE	11
chr5	66789608	66789758	id-80419	1.03e-06	+	AGAGTCCTTGCAGGCAGCACCAGCTGGTGGCACTG	V_CTCF_BR	36
chr5	66792494	66792644	id-80420	8.99e-05	-	AATAGTGACACATGCCACAATTCCAGGGGGCGCCC	V_CTCF_BR	4
chr5	66826431	66826581	id-80421	1	+	NA	NONE	4
chr5	66874131	66874281	id-80422	9.31e-05	+	TCAGCTATTTATATTCCTGCCAGTAGGAAATGATG	Upstream_CTCF	3
chr5	66888560	66888710	id-80423	1	+	NA	NONE	11
chr5	66917552	66917702	id-80424	3.42e-05	+	TCTGTGATCCCCTTTGCTGCCACTAGTGATCCAAA	Upstream_CTCF	12
chr5	67089240	67089390	id-80425	1	+	NA	NONE	2
chr5	67138691	67138841	id-80426	3.22e-05	+	GGGCTGATGCCTCAATACGCTGCCAGATGGCTCCA	UpstreamP1_CTCF	37
chr5	67285396	67285546	id-80427	1	+	NA	NONE	12
chr5	67351623	67351773	id-80428	1.03e-05	+	TCGCACTTCTATCTGCTGACCACCAGGACTCCCAC	UpstreamP1_CTCF	23
chr5	67511006	67511156	id-80429	1	+	NA	NONE	39
chr5	67542755	67542905	id-80430	1.41e-06	-	TTTTAGTTCTTCCTTTTTACCAATAGGTGGCAAGA	UpstreamP1_CTCF	30
chr5	67548606	67548756	id-80431	3.2e-08	-	CATGCCGTATAGCCAATTGCCACTGGATGGCAGCG	Upstream_CTCF	40
chr5	67557400	67557550	id-80432	1.83e-05	+	AGGCTAACATAAAAGATGACCAACAGGGGGAAACC	V_CTCF_BR	29
chr5	67568258	67568408	id-80433	1.47e-05	-	AAAAAATTCTCAAATTATGCCAGAAGAGGGAGCTA	V_CTCF_BR	26
chr5	67581814	67581964	id-80434	5.41e-06	+	GCTGCTTGTGCAACATTTGCCACTTGATGGTGACT	Upstream_CTCF	23
chr5	67582257	67582407	id-80435	7.55e-07	+	AATTACTGATTCAGTTCTACCAGCAGAGGGCTCCC	V_CTCF_BR	37
chr5	67629904	67630054	id-80436	1	+	NA	NONE	32
chr5	67676012	67676162	id-80437	5.3e-05	+	TTGCACCAGGTAAGAAATTCTGGTAGGGGGCAACT	UpstreamP1_CTCF	2
chr5	67677538	67677688	id-80438	1	+	NA	NONE	0
chr5	67692848	67692998	id-80439	2.5e-05	-	GTGGAATTACACAAAGGAACCTCAGGGAGGCTCTC	UpstreamP1_CTCF	5
chr5	67712981	67713131	id-80440	1	+	NA	NONE	1
chr5	67718171	67718321	id-80441	8.99e-05	+	AAATGTAATAACAAATATCCCTCTAGAGGGAGGCA	V_CTCF_BR	3
chr5	67756100	67756250	id-80442	1.39e-07	-	TACACGGTGGAGGAAGTTGCCTGTAGAGGGCACTA	V_CTCF_BR	40
chr5	67760277	67760427	id-80443	1	+	NA	NONE	4
chr5	67772843	67772993	id-80444	1	+	NA	NONE	36
chr5	67818672	67818822	id-80445	6.05e-06	+	CACAAAGGATTGCCAGCCACCGCCAGAAGGCAGGC	V_CTCF_BR	2
chr5	67858313	67858463	id-80446	4.51e-05	-	TGTGCAGTTTTGGATTCAGCCACTCAATGGGACTC	Upstream_CTCF	4
chr5	67957185	67957335	id-80447	1.12e-08	-	GCTGTGGTTCCTGACTGGGCCAGCTGAGGGCAGTG	Upstream_CTCF	40
chr5	67987905	67988055	id-80448	3.4e-06	+	CCTGCCTCTGTAGACTCCACCTCTAGGGGCAGGGC	Upstream_CTCF	2
chr5	68002531	68002681	id-80449	8.89e-06	-	CTTGCAATTCTCTCTCCTGCCGCCATGTGAAGAAG	Upstream_CTCF	2
chr5	68018296	68018446	id-80450	1	+	NA	NONE	1
chr5	68041460	68041610	id-80451	5.01e-06	-	ACAGGCTGCCCACTGTACAACTCTAGGGGGCACCC	V_CTCF_BR	37
chr5	68099543	68099693	id-80452	1.84e-05	-	GTTTAACTGGGGCTAGGCCCCAGCAGGTGACGCCT	UpstreamP1_CTCF	1
chr5	68114260	68114410	id-80453	2.1e-06	+	AGGGCAGCTCTCCTTGTGGCCGCCTGACGCCAGGA	Upstream_CTCF	4
chr5	68180853	68181003	id-80454	1	+	NA	NONE	40
chr5	68187711	68187861	id-80455	2.62e-07	-	TTGCAGTTTCCAGTAGTCACCACAAGAAGCCCAGA	UpstreamP1_CTCF	7
chr5	68199694	68199844	id-80456	4.7e-06	+	TACTGTGGCCCTCTTAGATCCTCCAGAGGGCAACA	V_CTCF_BR	1
chr5	68258821	68258971	id-80457	7.07e-08	-	CCAGCACGGTGTCCATTCACCAGCAGAGGGCTCTC	V_CTCF_BR	40
chr5	68266779	68266929	id-80458	1.84e-05	-	CTCAAGTCACCCACTCGTTCCTCCAGGGGTCATTG	UpstreamP1_CTCF	3
chr5	68303714	68303864	id-80459	1.3e-09	-	CCTGCACTGCTGCTTTTTACCATCAGGGGGCAGTG	Upstream_CTCF	40
chr5	68319051	68319201	id-80460	1	+	NA	NONE	11
chr5	68320100	68320250	id-80461	1.27e-06	+	ATGCCCTTTGAGTTGTCCAACTCTAGGGGGCACCA	UpstreamP1_CTCF	40
chr5	68324851	68325001	id-80462	1	+	NA	NONE	10
chr5	68327953	68328103	id-80463	1.04e-05	-	CCGAGCTACAGCAGCACCCCCTGCAGATGGCGTAC	V_CTCF_BR	35
chr5	68338758	68338908	id-80464	4.38e-08	+	GATGTATTTTTATCAGCGTCCAATAGGTGGCGCTG	Upstream_CTCF	40
chr5	68344140	68344290	id-80465	1	+	NA	NONE	38
chr5	68370627	68370777	id-80466	8.16e-07	+	GCAGCAGGGAGGCTACTTTCCGGGAGAGGGCAGCA	V_CTCF_BR	2
chr5	68371371	68371521	id-80467	1.09e-07	-	GGTGCACTGGCAACAGGGGCCGCTTGAGGGTGCGC	Upstream_CTCF	1
chr5	68377069	68377219	id-80468	1	+	NA	NONE	2
chr5	68379424	68379574	id-80469	5.38e-05	-	AAAAGGGAAACAGGGACTGTCAGCAGAGGGAGACT	V_CTCF_BR	29
chr5	68389568	68389718	id-80470	1.22e-07	+	TCCGCTGTACTTCTGACGGCCCATAGGTGGCACTG	Upstream_CTCF	40
chr5	68462614	68462764	id-80471	1	+	NA	NONE	15
chr5	68486212	68486362	id-80472	4.88e-05	+	TTGGAGTACAACTTTCCTGCCACAAGGGTGGAATT	UpstreamP1_CTCF	34
chr5	68513936	68514086	id-80473	1	+	NA	NONE	35
chr5	68530828	68530978	id-80474	6.15e-05	+	TCTGGAAGGACGGGGAGGGCCCCAAGCGGACAGCC	Upstream_CTCF	4
chr5	68561932	68562082	id-80475	1.29e-05	+	GCGCACTTGCGGTCAGCAGGCTGAAGAGGCTGCGG	UpstreamP1_CTCF	39
chr5	68630697	68630847	id-80476	2.74e-08	-	TCGCTCCTTCGTGCTCCCGCCTCCAGAGGGAGCCA	V_CTCF_BR	40
chr5	68660397	68660547	id-80477	1	+	NA	NONE	39
chr5	68663829	68663979	id-80478	9.26e-05	-	TGGTTATCTCTAGGGAAGGGCGCAAGGGGTCAGTA	UpstreamP1_CTCF	10
chr5	68703362	68703512	id-80479	1.17e-05	-	CTACCGCACTCCAGCCTGGACAACAGAGGGCGACT	V_CTCF_BR	36
chr5	68708012	68708162	id-80480	7.11e-06	+	CGTGAGCCACCACGCCTGGCCACGAGAGGCAGTAT	Upstream_CTCF	3
chr5	68710748	68710898	id-80481	8.16e-07	+	TGGTCATTGCCGCGACGTGCCGGCTGGTGGCACCG	V_CTCF_BR	33
chr5	68855942	68856092	id-80482	1	+	NA	NONE	27
chr5	70309509	70309659	id-80483	1	+	NA	NONE	7
chr5	70743180	70743330	id-80484	1.59e-06	-	ATTCGGCTGTCACCCTCCACCAGCTGAGGGAGCAA	V_CTCF_BR	33
chr5	70751688	70751838	id-80485	5.7e-05	+	AATGTCAGGCCTGGTGTAGGCGCCAGGGGCTCCAC	Upstream_CTCF	28
chr5	70752012	70752162	id-80486	4.11e-07	+	CTGCAGTTTAGTTGTCTGACCTGCAGGGTGTGGCT	UpstreamP1_CTCF	38
chr5	70771729	70771879	id-80487	1.32e-05	+	TTTGTGTTCTTTACCTCCACCACTAGGTGGCTTCT	Upstream_CTCF	40
chr5	70869587	70869737	id-80488	1	+	NA	NONE	16
chr5	70883659	70883809	id-80489	4.88e-05	-	CTGCTCTAGGCCAGTGGTTCCCAAAGCTGGCTGCC	UpstreamP1_CTCF	21
chr5	70897117	70897267	id-80490	1	+	NA	NONE	40
chr5	70955242	70955392	id-80491	1	+	NA	NONE	27
chr5	70959570	70959720	id-80492	1	+	NA	NONE	7
chr5	70993861	70994011	id-80493	1.54e-05	-	AAGCTGGCTCCGGATCTCGCCACCAGGGGCGCTCT	UpstreamP1_CTCF	38
chr5	71015075	71015225	id-80494	7.73e-06	-	ATCAGCAGCAGGGCGGCGCCCAGGAGGGGCAGCAG	V_CTCF_BR	6
chr5	71047432	71047582	id-80495	1.1e-05	+	CCTCTTCCTGGCTTGTAGGCCACCTGCTGGCTGTG	V_CTCF_BR	8
chr5	71053879	71054029	id-80496	4.48e-07	-	ACTGCGGTGTTCTCTTTCTGCTGCAGAGGGCAGTG	Upstream_CTCF	40
chr5	71064025	71064175	id-80497	2.6e-06	+	TACGTTCCCTCTATGTGCGCCAGAAGGTGGTGCTC	V_CTCF_BR	3
chr5	71074606	71074756	id-80498	3.73e-06	+	GCTGCCATTTCAACAGTCCCCACTGTATGGCAGAA	Upstream_CTCF	39
chr5	71078853	71079003	id-80499	8.58e-08	+	TTTTCAGTTTTCGAGACTGCCAGGAGATGGCGCCA	Upstream_CTCF	40
chr5	71132024	71132174	id-80500	1.27e-06	+	AGGTTGTCTCCTAGATTGTCCAGAAGGGGGCTCAG	UpstreamP1_CTCF	37
chr5	71146810	71146960	id-80501	1	+	NA	NONE	40
chr5	71178688	71178838	id-80502	2.19e-05	+	TGAGCAACTCCTCTGGCTGCCAGCAGAGTTTATGC	Upstream_CTCF	7
chr5	71218404	71218554	id-80503	3.81e-05	-	CACTATTGCAGAAAGAGGGCAGCTAGAGGGCTCTG	V_CTCF_BR	25
chr5	71228664	71228814	id-80504	7.49e-05	+	GAGGAGATCCCTTTTCACTCCACTAGCTGGCTGCT	V_CTCF_BR	23
chr5	71245754	71245904	id-80505	6.05e-06	+	TGGAACTCTCTTATTAAGGCCACTAGATGGAGGGA	V_CTCF_BR	11
chr5	71314108	71314258	id-80506	9.78e-09	-	CCTGCAATTCAGGTACCTGCCACTAGAGGGACAGT	Upstream_CTCF	40
chr5	71364041	71364191	id-80507	1.48e-06	-	AGGCCAGGGAAGGCAGCAACCTGAAGAGGGAGGAA	V_CTCF_BR	10
chr5	71375261	71375411	id-80508	8.61e-08	-	CACCCCCGTGTCCCCGGGGACTGCAGGGGGCAGAG	V_CTCF_BR	27
chr5	71378007	71378157	id-80509	4.59e-07	+	CTGTCCCACCACACCCTGGGCACTAGAGGGCTAGC	UpstreamP1_CTCF	25
chr5	71405575	71405725	id-80510	8.21e-06	+	CTTGCCTTTGTATGGCCATCCACTTGTGGGCAGCG	V_CTCF_BR	28
chr5	71405945	71406095	id-80511	1	+	NA	NONE	11
chr5	71406331	71406481	id-80512	2.97e-06	+	CCAGGTCTCAGCTGGGCCTCCTCCAGAGGCCACTG	V_CTCF_BR	5
chr5	71433742	71433892	id-80513	9.81e-06	+	CAACTATTCTGTTTCTTTACCAGCAGGTGGCATGA	V_CTCF_BR	39
chr5	71445684	71445834	id-80514	1.35e-05	+	ATGTAGCCACTTGAGTGCGCCACTGGGAGGAAAAT	UpstreamP1_CTCF	29
chr5	71505414	71505564	id-80515	9.62e-05	+	GGGCAGTCAGGGCATGACGGCAGGGGGTGACTACG	UpstreamP1_CTCF	9
chr5	71540864	71541014	id-80516	3.16e-06	-	GTGCAGTTTCACTGATAGGTCAGGTGGTGGCCACA	UpstreamP1_CTCF	40
chr5	71542113	71542263	id-80517	4.68e-05	-	CAGTAGGGGGAATAAGTGAGGACTAGGTGGCTTTC	UpstreamP1_CTCF	19
chr5	71565101	71565251	id-80518	5.26e-07	-	CATTTCCTCCTCCCTTTCTCCAGCAGGGGGCGAGA	Upstream_CTCF	40
chr5	71576634	71576784	id-80519	6.43e-06	-	CTAAGCTTACAGCCACAAACCAGAAGGGGGCAACA	V_CTCF_BR	40
chr5	71594881	71595031	id-80520	1	+	NA	NONE	6
chr5	71596799	71596949	id-80521	1	+	NA	NONE	6
chr5	71604344	71604494	id-80522	7.54e-08	-	CTCCAGCTCTGGAGATGGGACAGTAGGTGGCAGTG	UpstreamP1_CTCF	40
chr5	71610697	71610847	id-80523	2.58e-05	-	TGTGAGTTTCTTTAATTTACCACTAGGGTGCTGGC	Upstream_CTCF	38
chr5	71616425	71616575	id-80524	5.01e-06	-	GCACTGGGGGTATCCACGACCCCCAGTGGTCACCA	V_CTCF_BR	35
chr5	71624077	71624227	id-80525	1.7e-05	-	CCAGAAAGACAGGGAGAGGCCACATGGAGGAGCAA	Upstream_CTCF	9
chr5	71651661	71651811	id-80526	6.98e-07	+	GGCTGAGACAGCAGGATTGGCACTAGAGGGCAGTG	V_CTCF_BR	39
chr5	71662312	71662462	id-80527	1.21e-06	+	GCTGAAGAACTTACAATAGACGGCAGAGGGCGTCC	Upstream_CTCF	40
chr5	71690642	71690792	id-80528	7.78e-06	+	AAAGCTCTGGGCCAAAGCACCTCTAGGTGGGGCAA	Upstream_CTCF	40
chr5	71699169	71699319	id-80529	3.41e-08	+	CATGCAACTCACCCGTTGGACATCAGGTGGCGCCA	Upstream_CTCF	39
chr5	71708172	71708322	id-80530	6.37e-07	+	CTGTAGTTGACTGAGACTTCCAGAAGAAGGGGCTA	UpstreamP1_CTCF	27
chr5	71755186	71755336	id-80531	1	+	NA	NONE	3
chr5	71759472	71759622	id-80532	1.3e-07	+	GCTGCGCTATCAGAAAGGACCAGCAGGAGGATGGG	Upstream_CTCF	24
chr5	71764147	71764297	id-80533	1	+	NA	NONE	5
chr5	71804767	71804917	id-80534	5.96e-07	-	GGCAGGATGTAGAGGAAGGCCAGCAGAGGGCAAAG	V_CTCF_BR	4
chr5	71819932	71820082	id-80535	1	+	NA	NONE	39
chr5	71827639	71827789	id-80536	2.6e-05	+	GTGGGTTTGGATGCCTCTGCCACCAGGGTGAACTA	UpstreamP1_CTCF	17
chr5	71852485	71852635	id-80537	9.84e-05	+	GATCTAAGGGTGGACTGCGCGAGCTGAGGCCGGCA	V_CTCF_BR	27
chr5	71852792	71852942	id-80538	4.23e-08	-	GGGCATGCTTGGCGGGCGGCCAGGAGGAGGCGCCC	V_CTCF_BR	14
chr5	71853040	71853190	id-80539	1	+	NA	NONE	14
chr5	71880550	71880700	id-80540	3.29e-05	-	TGAGTGCCACACAAGTTGTACACTAGGGGTCACAT	Upstream_CTCF	22
chr5	71907066	71907216	id-80541	3e-06	+	CTGTGGGCTTTGCAGCCTGCCAGCAGGGGGCCTCT	UpstreamP1_CTCF	40
chr5	71929652	71929802	id-80542	1	+	NA	NONE	11
chr5	72048889	72049039	id-80543	1.19e-06	+	AATTTAATGTGGTAGCCAGCCTCCAGATGGCTCCC	V_CTCF_BR	14
chr5	72063547	72063697	id-80544	5.93e-06	+	CGTGTAGGCATCACTGGGACCCATAGAGGGAGACG	Upstream_CTCF	17
chr5	72114888	72115038	id-80545	1.03e-06	-	ATGCAGCACAACAAGCTGACCAGATGGCGGCGCCT	UpstreamP1_CTCF	40
chr5	72138833	72138983	id-80546	7.17e-05	-	CTAGCACTCTCAGCCCTGCCCAGTAAATGACAAGA	Upstream_CTCF	26
chr5	72143891	72144041	id-80547	7.12e-06	-	CTGCCGCCGCGGCCGCCGAGCGCAAGGAGCCGACC	UpstreamP1_CTCF	7
chr5	72216647	72216797	id-80548	1	+	NA	NONE	31
chr5	72251705	72251855	id-80549	1.52e-07	+	GCTCGCCCAGCTGCGGCAGCCGCTAGGTGGCGCAT	V_CTCF_BR	40
chr5	72323335	72323485	id-80550	7.73e-05	-	CAAGTAATTCCAGCTTTGGCCACTGGGAACTCTTT	Upstream_CTCF	29
chr5	72379041	72379191	id-80551	3.86e-08	+	CCCTCAGTTCTAGAAATGACCACTAGGTGGAAGTT	Upstream_CTCF	40
chr5	72411574	72411724	id-80552	1	+	NA	NONE	11
chr5	72431427	72431577	id-80553	1.56e-06	+	GTGCAGTACCCCTCTATCTCCAGACGGGGGATCTT	UpstreamP1_CTCF	37
chr5	72431951	72432101	id-80554	1	+	NA	NONE	9
chr5	72448636	72448786	id-80555	5.01e-06	-	TAGTTCAGAAGAGGTTTGGCTTCCAGAGGGCAGTG	V_CTCF_BR	27
chr5	72466484	72466634	id-80556	6.37e-07	-	CTGCTCCAGTTAGGCTTTGCCAATAGGGGGTGCTA	UpstreamP1_CTCF	40
chr5	72497863	72498013	id-80557	9.11e-08	-	CTAGCGTTTCCTCCTTTGTCCTGTAGGGGGAGCCG	Upstream_CTCF	40
chr5	72511974	72512124	id-80558	1.48e-06	+	CGCGGTTTTCCCCCTATGGCCGCATGGGGGCAGGA	V_CTCF_BR	40
chr5	72512296	72512446	id-80559	1	+	NA	NONE	29
chr5	72514509	72514659	id-80560	7.9e-07	-	TGGCAATTCATTAACATCTCCACCAGAGGGTGAGC	UpstreamP1_CTCF	39
chr5	72526689	72526839	id-80561	1	+	NA	NONE	3
chr5	72529365	72529515	id-80562	9.51e-07	-	AGCCTGGTGCGGGCTTTGGGCAACAGAGGGCAGCG	V_CTCF_BR	21
chr5	72586295	72586445	id-80563	1	+	NA	NONE	15
chr5	72591416	72591566	id-80564	1.54e-05	-	ATGAATCTCCACTTGCGCTACTGTAGGGGGCAGAG	UpstreamP1_CTCF	30
chr5	72593360	72593510	id-80565	8.23e-05	-	TGTCTGCTACAACAAGCAGCCACCAGGGCTCTGGA	UpstreamP1_CTCF	5
chr5	72594906	72595056	id-80566	3.11e-05	-	CCCTCGGAGCGCCGGCGGGCCGGGCGGGGGCGCCT	V_CTCF_BR	28
chr5	72599719	72599869	id-80567	8.19e-06	+	CTGCTCCCACTGAATGGCGCCGCCTGCGGGCTGGC	UpstreamP1_CTCF	31
chr5	72608398	72608548	id-80568	1	+	NA	NONE	33
chr5	72634124	72634274	id-80569	1	+	NA	NONE	4
chr5	72655339	72655489	id-80570	5.01e-06	-	CCATACTCATCCACAGTCAACAGGAGGTGGCAGAG	V_CTCF_BR	19
chr5	72659843	72659993	id-80571	2.29e-05	-	CAGGAATGCCTTCTCCTCACCAGATGGAGGAGGCC	UpstreamP1_CTCF	22
chr5	72683026	72683176	id-80572	5.08e-07	-	GTCATGTGCACTGTGAGAACCAGAAGGGGGCAGAG	V_CTCF_BR	29
chr5	72692143	72692293	id-80573	2.1e-05	+	AGGCAATACCTTGAAGTGTCCTCCAGGATACAGTA	UpstreamP1_CTCF	5
chr5	72718062	72718212	id-80574	8.34e-07	-	CTGCATTATGAAGACACAGCAAGCAGGTGGCTGTC	UpstreamP1_CTCF	15
chr5	72730393	72730543	id-80575	1	+	NA	NONE	17
chr5	72733481	72733631	id-80576	1.11e-05	-	ACAGGAGCGGGAGGCTCGGCCTCTCGGTGGCGCTG	Upstream_CTCF	36
chr5	72740444	72740594	id-80577	3.03e-05	-	AGTGCCAGGACCGGTCCCACCTCCAGGGGTGTCAG	Upstream_CTCF	18
chr5	72744532	72744682	id-80578	3.09e-07	+	GGCGAGGCCAGGGCTGAGTCCAGGAGAGGGCGGAC	V_CTCF_BR	27
chr5	72747216	72747366	id-80579	2.81e-08	-	CCCGCAGGTCGTCGCACCGCCGCCAGGGGGCAACT	Upstream_CTCF	40
chr5	72750393	72750543	id-80580	4.71e-06	+	AAGGCATTCTCAAAACCTTCCACTAGAGGCACGTG	Upstream_CTCF	40
chr5	72760355	72760505	id-80581	1	+	NA	NONE	6
chr5	72792903	72793053	id-80582	1	+	NA	NONE	38
chr5	72804404	72804554	id-80583	2.66e-05	-	GGCAGATGTTTCCATTCCCACGGAAGAGGGCGCGC	V_CTCF_BR	0
chr5	72815617	72815767	id-80584	4.34e-07	+	GTGCAAGGCCAATTTCTATACTCAAGAGGGCAGCA	UpstreamP1_CTCF	40
chr5	72832743	72832893	id-80585	2.96e-09	-	GCTGTCGTACAACAACTGTCCGCCAGGTGGCAGTC	Upstream_CTCF	40
chr5	72854918	72855068	id-80586	1	+	NA	NONE	13
chr5	72887044	72887194	id-80587	3.86e-08	+	ACCTCAGTTCACCATTAGTCCACCAGGTGGCAGTA	Upstream_CTCF	39
chr5	72892627	72892777	id-80588	3.63e-06	-	ATAGGGATAAGTAATCCAGCCACAAGGGGGAGCAT	V_CTCF_BR	40
chr5	72929105	72929255	id-80589	2.34e-06	-	CTGCAGCTGCTAATCTTAACCATGAGGTGTCACTT	UpstreamP1_CTCF	22
chr5	72950671	72950821	id-80590	8.71e-06	+	CTGTCAGGGAGAGATTCTGCCTCCAGATGGTGCAT	V_CTCF_BR	10
chr5	72969160	72969310	id-80591	1	+	NA	NONE	19
chr5	72989478	72989628	id-80592	1.54e-05	-	TGACAATGGCAGAAACACCCCAGCAGGTGGCAATC	UpstreamP1_CTCF	40
chr5	73001332	73001482	id-80593	2.2e-06	-	AGAGGCATGCACACAATGGCCACCAGGTGGTCTTA	Upstream_CTCF	21
chr5	73025159	73025309	id-80594	1	+	NA	NONE	9
chr5	73059566	73059716	id-80595	2.23e-06	-	CTGTAATCCCATGCTTTGGGCAGCAGGCGGTCATT	UpstreamP1_CTCF	10
chr5	73076471	73076621	id-80596	9.84e-05	-	ACCTTCTTCAGTTTCTGCACCGCTGGAGGGCATAG	V_CTCF_BR	15
chr5	73079764	73079914	id-80597	1.03e-05	+	TAGAAACTGTATGCATATTCCAGCAGAGGGCAATA	UpstreamP1_CTCF	38
chr5	73088681	73088831	id-80598	1.15e-08	-	ATGCACATCCCACAGAAGGCCTCCAGGTGGCAGCA	UpstreamP1_CTCF	40
chr5	73197393	73197543	id-80599	1.82e-07	+	GCACCCGGGGGCCCTTTTGCAACCAGATGGCGCCA	V_CTCF_BR	33
chr5	73198494	73198644	id-80600	2.83e-10	+	CTGCAGTTTTAAACATTTACCACAAGGTGGCAGAA	UpstreamP1_CTCF	40
chr5	73241454	73241604	id-80601	3.42e-08	+	AGGGCCACAGGGTTGCACACCACCAGGGGGCACTA	V_CTCF_BR	40
chr5	73249010	73249160	id-80602	1.28e-06	+	ATTGAAGCTCCAAAGTACTCCTCCAGGAGGAGCAG	Upstream_CTCF	11
chr5	73256917	73257067	id-80603	4.01e-05	+	ACGTGTTACCAAGGTTTTGTCGCTAGATGGCTCTG	V_CTCF_BR	8
chr5	73270715	73270865	id-80604	1	+	NA	NONE	6
chr5	73280980	73281130	id-80605	9.25e-06	+	AGTACCACCCCACCCTCTCCCACAAGAGGGAGATA	V_CTCF_BR	38
chr5	73291018	73291168	id-80606	3.8e-07	+	TTTGCAGTGTCCTTGCTGTCCTGCAGGGAGAAACC	Upstream_CTCF	21
chr5	73312360	73312510	id-80607	5.97e-08	+	TCTGCAATCCTGGAGGAGGCCAGTAGGGGCGTCCC	Upstream_CTCF	34
chr5	73313024	73313174	id-80608	7.1e-07	+	GTGTTGTTCCGTGCCTGAGCCTGCAGGTGTGGGAG	UpstreamP1_CTCF	7
chr5	73322182	73322332	id-80609	1	+	NA	NONE	25
chr5	73331436	73331586	id-80610	6.51e-05	+	CTTGACTGTATCTTCTCTCCCACTTGGGGTCAGTG	V_CTCF_BR	38
chr5	73335860	73336010	id-80611	1	+	NA	NONE	6
chr5	73348396	73348546	id-80612	1	+	NA	NONE	6
chr5	73352701	73352851	id-80613	2.6e-07	+	AGAGACTGTGATGGCCTCTCCACCAGAGGGCTGCC	V_CTCF_BR	39
chr5	73397317	73397467	id-80614	1.27e-06	-	CAGCATCCCTGGCTTGTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	11
chr5	73423850	73424000	id-80615	1.83e-05	-	GGAAAGATACAGAGAGATGACTCCAGGTGGCAGGA	V_CTCF_BR	37
chr5	73481555	73481705	id-80616	1	+	NA	NONE	7
chr5	73497348	73497498	id-80617	1	+	NA	NONE	19
chr5	73508264	73508414	id-80618	8.21e-06	+	GTCCCATATCAGCTCTGCTCCTGTAGGGGTCGCCC	V_CTCF_BR	38
chr5	73520287	73520437	id-80619	4.41e-06	+	AACAGATTCTTGCCTAGTGCCTCCAGAGGGAGCTT	V_CTCF_BR	16
chr5	73527651	73527801	id-80620	2.58e-05	+	GCAGCAGGAGTGACTAAGGCCGGGAGGCAGGGGTG	Upstream_CTCF	1
chr5	73553897	73554047	id-80621	6.51e-05	-	GGCTTTAGAAACTGCAGAGCAGCCAGGAGGCAGCA	V_CTCF_BR	3
chr5	73555530	73555680	id-80622	1	+	NA	NONE	14
chr5	73578887	73579037	id-80623	2.04e-05	+	TGCTACTCCTGCCTGACAGACAGCAGGTGGCATTT	V_CTCF_BR	1
chr5	73586511	73586661	id-80624	1.47e-05	+	ATTGGTGTCTGGGGAAGAGGCACCAGGTGGAGCAT	V_CTCF_BR	14
chr5	73595465	73595615	id-80625	1	+	NA	NONE	18
chr5	73611883	73612033	id-80626	9.25e-06	+	TGAATGGCTCATTTCCCTGCAACCAGGGGGCTGAC	V_CTCF_BR	6
chr5	73618879	73619029	id-80627	2.29e-05	+	GTGTCACCTCAGTATTCAACCAGTAGGGGGTTGTT	UpstreamP1_CTCF	29
chr5	73630742	73630892	id-80628	1	+	NA	NONE	1
chr5	73632214	73632364	id-80629	1	+	NA	NONE	35
chr5	73677992	73678142	id-80630	7.84e-05	+	AGAACGTATTTAAACATAACCAGGGGGTGGTGGTA	V_CTCF_BR	3
chr5	73686759	73686909	id-80631	1	+	NA	NONE	3
chr5	73690504	73690654	id-80632	8.16e-07	+	TCTCCAGGGGGCACTGCAACCAGCTGGGGGAAGTC	V_CTCF_BR	30
chr5	73691052	73691202	id-80633	7.55e-07	+	AACGAGACCACACAGCATGCCAGCAGGTGGAGGTA	V_CTCF_BR	23
chr5	73746078	73746228	id-80634	1	+	NA	NONE	2
chr5	73765512	73765662	id-80635	4.41e-06	+	TCAAGACATGCACTGCACAACTCCAGGGGGCACCA	V_CTCF_BR	3
chr5	73838454	73838604	id-80636	1	+	NA	NONE	16
chr5	73891058	73891208	id-80637	1	+	NA	NONE	9
chr5	73921927	73922077	id-80638	6.84e-06	+	CAAGCATGAGGCCTGATGGCCTCATGGGGGTGCTG	V_CTCF_BR	37
chr5	73935781	73935931	id-80639	4.94e-06	-	GGTGCAATGTCTGGGGCGAGCCGCTGGGGAAGCGA	Upstream_CTCF	38
chr5	73936407	73936557	id-80640	4.68e-05	-	CTGCGGAGACCCGGTCCAGACGCCTGGCGGCCGCC	UpstreamP1_CTCF	40
chr5	73937959	73938109	id-80641	6.15e-05	-	GAGTTAATGCTAACAAAGGACTTCAGAGGGCACTG	Upstream_CTCF	38
chr5	73944731	73944881	id-80642	3.97e-07	-	AATTGGTTTTTCATTGTAGCCAGAAGAGGGCACTA	V_CTCF_BR	39
chr5	73968881	73969031	id-80643	8.81e-07	+	AACAAGATAGTGTGGATTCCCACCAGATGGCACTG	V_CTCF_BR	40
chr5	73980809	73980959	id-80644	2.29e-05	+	CTGCTCCTACCCGAGGGCACCCCTGGAGGAAATTC	UpstreamP1_CTCF	32
chr5	74011827	74011977	id-80645	5.38e-05	+	AACCTGTTGCATTGAAGTAGCTGTAGAGGGCTCCA	V_CTCF_BR	39
chr5	74062292	74062442	id-80646	1	+	NA	NONE	38
chr5	74082843	74082993	id-80647	1.08e-05	+	GTGAAGTTCAGAGTGTGACCCACAAGGAGGTGTGC	UpstreamP1_CTCF	9
chr5	74161679	74161829	id-80648	1.03e-06	+	CGCCGAGGCGGAGGCCGGCGCACCTGGGGGCGCCA	V_CTCF_BR	9
chr5	74199354	74199504	id-80649	2.31e-07	-	TGTGCTCCACCATGCCAGGCCACATGGGGGAGCGG	Upstream_CTCF	40
chr5	74215441	74215591	id-80650	3.42e-05	-	GATAAAGTACACAGAGTTACCACAAGAGGTCCCTA	Upstream_CTCF	37
chr5	74221203	74221353	id-80651	3.28e-05	+	TTCAGAATTCTTTTTTTCACCTCTAGATGGTGCAA	V_CTCF_BR	29
chr5	74230822	74230972	id-80652	5.01e-06	+	ACCATTTCTGTGGAGTCAAACACTAGGGGGCTCTG	V_CTCF_BR	38
chr5	74239842	74239992	id-80653	2.8e-05	-	TGGGTAGTACCTTTTCAACCCTACAGAGGCTGCTA	Upstream_CTCF	38
chr5	74241450	74241600	id-80654	1	+	NA	NONE	3
chr5	74333076	74333226	id-80655	1	+	NA	NONE	12
chr5	74345748	74345898	id-80656	3.31e-06	+	AGGCAATCCTTACAACAGCCCACAAGGAGGTGCTG	UpstreamP1_CTCF	40
chr5	74346340	74346490	id-80657	1	+	NA	NONE	40
chr5	74348620	74348770	id-80658	8.23e-05	+	CAGTAGCTCCCCCGGGCCCCCTGCGCCTCGCAGCG	UpstreamP1_CTCF	10
chr5	74349113	74349263	id-80659	1.7e-05	+	AGGGCGCCCCCGCCTGCCGCCTGGAGATGGACGCG	Upstream_CTCF	34
chr5	74349493	74349643	id-80660	2.43e-06	+	GTAGGAGCGCCTCCGCGCTCCCGCAGAGGGAGCTC	Upstream_CTCF	32
chr5	74400251	74400401	id-80661	1	+	NA	NONE	17
chr5	74452564	74452714	id-80662	8.21e-05	+	AACAGATTATCCTCTACAGCCTCTGGAGGGAGTCA	V_CTCF_BR	31
chr5	74463296	74463446	id-80663	1	+	NA	NONE	40
chr5	74498871	74499021	id-80664	1	+	NA	NONE	13
chr5	74532667	74532817	id-80665	4.7e-06	+	CGGGTCCCGCCGCTCGTCGCAGACAGGGGGCAGCC	V_CTCF_BR	40
chr5	74535705	74535855	id-80666	1	+	NA	NONE	7
chr5	74561595	74561745	id-80667	1.76e-05	-	TTGTCCTGTCTCTAAATACCCACTAGATGTTGCTA	UpstreamP1_CTCF	40
chr5	74575258	74575408	id-80668	5.52e-05	+	CTGCCTTTTCCCTCTTCATCCACTGAGAGGACCCA	UpstreamP1_CTCF	14
chr5	74600432	74600582	id-80669	1.31e-05	-	ACAATGGCGAGCCTTTAGCCCAATAGGGGGCAGCA	V_CTCF_BR	10
chr5	74621138	74621288	id-80670	1	+	NA	NONE	20
chr5	74627521	74627671	id-80671	1	+	NA	NONE	26
chr5	74632167	74632317	id-80672	2.47e-05	-	CATGCACTTCCCAATCTGTCCTGCAGAACTCCCAC	Upstream_CTCF	38
chr5	74632604	74632754	id-80673	3.81e-05	-	TCGTCCTGGCTGTGATAGTACAGTAGGAGGCAGTG	UpstreamP1_CTCF	35
chr5	74707989	74708139	id-80674	1.15e-06	-	AGTGTGGTGCTTACATTACCCAATAGGGGGACCAA	Upstream_CTCF	28
chr5	74722175	74722325	id-80675	1	+	NA	NONE	21
chr5	74734750	74734900	id-80676	1	+	NA	NONE	8
chr5	74778611	74778761	id-80677	1	+	NA	NONE	2
chr5	74880587	74880737	id-80678	3.63e-05	+	TTACATGTACAGAACTTTACCAACAGAGGGCATTG	V_CTCF_BR	33
chr5	74902718	74902868	id-80679	1	+	NA	NONE	16
chr5	74962803	74962953	id-80680	2.15e-05	-	CACTTCCTTGGAAGACCTCACACCAGGAGGCACTG	V_CTCF_BR	22
chr5	74963520	74963670	id-80681	8.89e-06	-	CCTTCTCGTCTTAGGATGTCCATGAGAGGGCAGTG	Upstream_CTCF	33
chr5	74977197	74977347	id-80682	1.38e-07	-	TTGCAGTTCATAAAGTTGAACAGTAGATGGCATTT	UpstreamP1_CTCF	38
chr5	75031127	75031277	id-80683	8.71e-06	+	AAGAAAGTTTGTCCCAGCCACACCAGGTGGCAGTG	V_CTCF_BR	40
chr5	75181767	75181917	id-80684	9.81e-06	-	AGGCCCAAGGCCCTCAGTTCCACTAGGGGCAGCTC	V_CTCF_BR	7
chr5	75182151	75182301	id-80685	2.53e-05	+	TGCCTTCCCCTCTGAGCCACCAGAGGAGGCCAGAG	V_CTCF_BR	22
chr5	75183983	75184133	id-80686	4.65e-06	+	ATGGTGTAGTCCGCTGCAACCAGGTGGGGGCGATG	UpstreamP1_CTCF	5
chr5	75312213	75312363	id-80687	1.04e-05	+	CTCCCCAAAGGGTCTCTCACCACAAGGGGGAGAAT	V_CTCF_BR	27
chr5	75370452	75370602	id-80688	1	+	NA	NONE	34
chr5	75378032	75378182	id-80689	4.65e-06	-	GCGCACCCACCCCGCGGCAGCAGTGGAGGGCGTCG	UpstreamP1_CTCF	1
chr5	75400510	75400660	id-80690	9.39e-07	+	TAGGCTCTGCCAATAGGAGACACTAGAGGGAGATG	Upstream_CTCF	6
chr5	75400992	75401142	id-80691	1.55e-05	+	AATAGATTCCTCCTCAAAGCCTCCAGAGGGAGCAT	V_CTCF_BR	8
chr5	75441882	75442032	id-80692	5.41e-06	+	AGTGTCATGAAGCTACTCACCTGGAGGGGGCATCA	Upstream_CTCF	27
chr5	75471000	75471150	id-80693	7.07e-08	-	TGTCGTTGGCAAACTCTAGCCTCCAGGGGGAGCCA	V_CTCF_BR	40
chr5	75505253	75505403	id-80694	4.88e-08	-	CTGCAATTAAGCTATGTTACCAAGAGGTGGCAGTG	UpstreamP1_CTCF	20
chr5	75517229	75517379	id-80695	2.86e-06	-	GGGTAATTATGATTTACTAACAGCAGGCGGCACCC	UpstreamP1_CTCF	2
chr5	75552210	75552360	id-80696	5.12e-06	-	TTGTGATTAACCCTAGCCAACACTTGAGGGCACCC	UpstreamP1_CTCF	39
chr5	75605011	75605161	id-80697	2.4e-05	-	CTCCCTGCCTTCTTTCTGGCCATTAGAGGGAGCTC	V_CTCF_BR	37
chr5	75630339	75630489	id-80698	1.35e-05	-	TTGCAGCCACCATCTCATGCCCATAGGGGGACAAA	UpstreamP1_CTCF	20
chr5	75633866	75634016	id-80699	1.38e-07	+	CCTGTAATTTGCAGTCCAGACACCAGGTGGAGAAA	Upstream_CTCF	38
chr5	75698391	75698541	id-80700	3.11e-05	-	GCAGAGCCTTCTCTCAAGCCCAGCTGGGGTCGCAA	V_CTCF_BR	8
chr5	75698968	75699118	id-80701	1.26e-05	+	TGGGCGCTGCGCCCGACACGCGGTAGGGGTCGCTG	Upstream_CTCF	40
chr5	75699699	75699849	id-80702	3.63e-06	+	GGGTCGCCGCCGGCTTGGGCCAGGGGGTGGCGTAA	V_CTCF_BR	25
chr5	75779380	75779530	id-80703	2.31e-06	-	ACTGCAGTGCTCCGGGTGGCCAGGAGAAAACCTGC	Upstream_CTCF	22
chr5	75835462	75835612	id-80704	1	+	NA	NONE	4
chr5	75839337	75839487	id-80705	1	+	NA	NONE	4
chr5	75840256	75840406	id-80706	5.63e-06	-	CAGCACAACCACAGGCAGCTCACAAGGTGGCAGCA	UpstreamP1_CTCF	39
chr5	75867535	75867685	id-80707	4.31e-05	-	GTACTGCAGTTAGATGTCACCACTAGGGGAAAGCT	UpstreamP1_CTCF	30
chr5	75879392	75879542	id-80708	5.34e-06	-	CTGGCTTAAGTAAAAGTTACCACAAGGTGGTGCTG	V_CTCF_BR	38
chr5	75897409	75897559	id-80709	1.84e-06	+	GAATCTTGGATTCTTGTAACCACCAGGGGGAGATG	V_CTCF_BR	40
chr5	75898279	75898429	id-80710	7.09e-08	+	CTGTAGTTTCCAGCTGGGACCTACAGATGGAGCCT	UpstreamP1_CTCF	37
chr5	75937462	75937612	id-80711	6.43e-06	-	TCACAAACCAGTGTGGTGACTGGTAGGGGGCGCTA	V_CTCF_BR	40
chr5	75953586	75953736	id-80712	1.5e-05	-	CTTGTCCTTTGAGCACCGGCCAAGGGAGGGTGCTC	Upstream_CTCF	0
chr5	76011814	76011964	id-80713	3.16e-06	+	GCGCAGAGACTCTCACTGCACGCCGGAGGGCGCCC	UpstreamP1_CTCF	40
chr5	76012479	76012629	id-80714	1	+	NA	NONE	7
chr5	76032126	76032276	id-80715	7.02e-05	+	TTGCTGTCTAGCACTCCCTCAGGCAGAAGGGAGGA	UpstreamP1_CTCF	0
chr5	76042648	76042798	id-80716	1	+	NA	NONE	23
chr5	76043674	76043824	id-80717	1.15e-06	+	TTTGCTGTGCATAAATCTTCCACCAGGCGGTTCTG	Upstream_CTCF	3
chr5	76070502	76070652	id-80718	1.6e-10	-	GATGCAGTTTGCCTAGTGGACAGTAGGGGGCGCCA	Upstream_CTCF	40
chr5	76114042	76114192	id-80719	1	+	NA	NONE	39
chr5	76114624	76114774	id-80720	2.27e-06	-	GTCCCTTAGACTGCGGGAGCCGCCTGCGGGCGGGG	V_CTCF_BR	12
chr5	76132116	76132266	id-80721	2.91e-05	-	CCAGGACCTGCACTCTTAGCCACCAGGCTGTGCTG	Upstream_CTCF	28
chr5	76137504	76137654	id-80722	5.28e-05	+	AGAAGACTACCTAGCATAAACACCAGGAGGCGAGG	Upstream_CTCF	8
chr5	76145812	76145962	id-80723	4.88e-05	+	ACAGCAGGGCCTCTTGCTCGCTCTAGCTGCTGGGA	Upstream_CTCF	2
chr5	76164038	76164188	id-80724	2.06e-07	+	GGTGCAGTCCTGGAGATTGACACTAAGGGGCAGCA	Upstream_CTCF	40
chr5	76200817	76200967	id-80725	4.34e-07	-	CAGCATCCCTGGCCTCTACCCACTAGAGGCCAGCA	UpstreamP1_CTCF	6
chr5	76249158	76249308	id-80726	6.84e-06	-	GCCAGGGTATCCCCAGCGGCCAGAGGAAGGCAGGC	V_CTCF_BR	6
chr5	76256165	76256315	id-80727	1.18e-05	-	CTTAAACTCCCTAATGTGGCCTGCAGGGCTCACCA	UpstreamP1_CTCF	6
chr5	76312116	76312266	id-80728	6.43e-06	-	TAACACAAAACACAATTGACCAGAAGGTGGCAATA	V_CTCF_BR	39
chr5	76359991	76360141	id-80729	3.16e-05	+	ATTGCAGTGCGGCTTTCTGGGCACAGGTGTCACTG	Upstream_CTCF	20
chr5	76373061	76373211	id-80730	8.21e-05	-	CGCGCCGGGAACTGCAGGCCGAGCGGGAGGCGCTG	V_CTCF_BR	30
chr5	76373505	76373655	id-80731	4.38e-09	-	CGACGCCGACGCCTCCCGGCCGCCTGGGGGCGCCA	V_CTCF_BR	36
chr5	76382459	76382609	id-80732	6.23e-05	+	TTGCATTCGCTTTCTCCCTCCGAAAGTGGGCGACA	UpstreamP1_CTCF	36
chr5	76382776	76382926	id-80733	1.93e-05	+	CGCGCGGGTGCCAGGGAGGCCGGCAGGGGCGTCCG	Upstream_CTCF	20
chr5	76425355	76425505	id-80734	9.78e-07	+	AGGCAAGATCTAGCTGTGCCCACCGGAGGGAGCAG	UpstreamP1_CTCF	39
chr5	76435018	76435168	id-80735	1.77e-05	+	CCCTTTATTTCTTGCTAGGCCAGCAGGAGCCAGGC	Upstream_CTCF	4
chr5	76440464	76440614	id-80736	2.1e-06	+	GCAGTCTTTGCAGACCGAACCACTAGAGGGAGTCA	Upstream_CTCF	40
chr5	76514262	76514412	id-80737	1	+	NA	NONE	38
chr5	76526658	76526808	id-80738	5.92e-05	+	CAGGCAGCACCATTTTTTGCCACCACAGGAGGTGC	Upstream_CTCF	36
chr5	76527682	76527832	id-80739	9.25e-06	-	GGCTTCATGTTGGATGTGACCAGTGGGAGGCACTG	V_CTCF_BR	9
chr5	76535079	76535229	id-80740	4.99e-07	-	TTTTCAGGTCACAGACTGGCCACTGGGTGGCATAC	Upstream_CTCF	39
chr5	76578362	76578512	id-80741	3e-06	-	CTGCAGGCACTGCCTCCGAGCAGCAGATAGGAGGC	UpstreamP1_CTCF	29
chr5	76598157	76598307	id-80742	1	+	NA	NONE	10
chr5	76662627	76662777	id-80743	1.52e-07	-	ACCAAAGCGCCCTTGATGGCCACCGGGGGGCTGCC	V_CTCF_BR	22
chr5	76690007	76690157	id-80744	4.88e-05	+	CAAACCAAGCAGCTCTTAGTCAGGTGAGGGAGCTG	V_CTCF_BR	3
chr5	76733151	76733301	id-80745	3.56e-06	-	CAGGCAGTTAATCTCATGCTCAGAAGATGGCAGTG	Upstream_CTCF	30
chr5	76788315	76788465	id-80746	5.09e-10	-	GTTGCTGCTCCGCGCGCGTCCACCAGGGGCCGCTC	Upstream_CTCF	40
chr5	76814275	76814425	id-80747	8.91e-07	+	ACTGTGATGTCCTTAAAAGCCCCCAGGTGGCATTA	Upstream_CTCF	36
chr5	76856610	76856760	id-80748	4.14e-06	+	ATGGATTTGATAGGGTTCACCAGCAGATGGCATTC	V_CTCF_BR	39
chr5	76916340	76916490	id-80749	3.42e-05	+	CCTGCGCTCACCTGAGCAACCACTAGGCTGCCCAT	Upstream_CTCF	16
chr5	76924807	76924957	id-80750	6.39e-08	-	CGTCCCTCGTGCCCCTCGGCCACCTGCTGGCAGCC	V_CTCF_BR	17
chr5	76926049	76926199	id-80751	5.93e-06	-	CCAGCATCGCCTCCCTCCGCCGCAAGGCGCTAGAG	Upstream_CTCF	31
chr5	76926328	76926478	id-80752	1.47e-05	+	TGCTGCCTGCCCAGCGCCGGCGGCAGAGGCAGCTG	V_CTCF_BR	9
chr5	76926720	76926870	id-80753	4.59e-07	-	GTGCAGGGGGCGCCAGTTGCCAGGAGTTGGTGGGG	UpstreamP1_CTCF	8
chr5	76941419	76941569	id-80754	6.2e-10	+	TCGGGCCCGCCCCGCCCGGCCCCCAGGGGGCGCAG	V_CTCF_BR	36
chr5	77040064	77040214	id-80755	1.73e-06	-	CAGCATCCCTGACGTCTACCCACTAGATGGTAGTA	UpstreamP1_CTCF	10
chr5	77071905	77072055	id-80756	5.9e-06	-	CTGCACCTCCTCTTCGTCACCTCATGGCGGCCCGC	UpstreamP1_CTCF	36
chr5	77124372	77124522	id-80757	1	+	NA	NONE	30
chr5	77140781	77140931	id-80758	3.18e-06	-	CTGCCTGCTCGGACGCTCCCCACGAGGAGGCGCGC	V_CTCF_BR	25
chr5	77163318	77163468	id-80759	8.03e-07	+	GCTGCAATTCTTATCACAGCCTCCAGGCACAACCC	Upstream_CTCF	36
chr5	77163865	77164015	id-80760	6.18e-07	+	CATCCTGTGCCCACAGCCACCAGCAGATGCCACCA	Upstream_CTCF	22
chr5	77202312	77202462	id-80761	4.01e-05	-	GGAGTTAGTGGGGACTCCACAGGTAGAGGGCTCTG	V_CTCF_BR	1
chr5	77242683	77242833	id-80762	1	+	NA	NONE	5
chr5	77268639	77268789	id-80763	8.61e-08	-	GGGGCCGCGCCGCGCCGGGCCACGTGGGGGCTCTC	V_CTCF_BR	28
chr5	77269131	77269281	id-80764	3.65e-05	+	CTGTCATATCCTGTCCCATCCTGGAGGGAGCGCGA	UpstreamP1_CTCF	15
chr5	77277780	77277930	id-80765	1	+	NA	NONE	21
chr5	77282245	77282395	id-80766	1	+	NA	NONE	18
chr5	77287073	77287223	id-80767	4.31e-05	-	AGTCACTGGCTGCACCCGCCCGCCTGGTGGGGCAG	UpstreamP1_CTCF	10
chr5	77304305	77304455	id-80768	4.88e-05	-	TTCTCAGGTTGGTGGCTGTCCACTAGAGGACAGCA	Upstream_CTCF	39
chr5	77306104	77306254	id-80769	1	+	NA	NONE	16
chr5	77353058	77353208	id-80770	8.64e-05	+	CCTCTCATTTTAGTTTAGTCCACTAGGAGACAGCA	Upstream_CTCF	30
chr5	77361629	77361779	id-80771	1.24e-05	+	CCTGACTGGGTGAGATCTTCCAACAGGGGTCGCTA	V_CTCF_BR	24
chr5	77423822	77423972	id-80772	4.88e-05	-	CCTGGAATTATCTAATTGGCCAGAGGTGGCGCCCG	Upstream_CTCF	34
chr5	77458214	77458364	id-80773	4.7e-06	-	CATGCATAATATTGGTTCACCTGCAGAGGGTGCTA	V_CTCF_BR	40
chr5	77478814	77478964	id-80774	4.88e-05	-	GTGTGTCCTTCCCTGACAACCACCAGGGTGTGGGC	UpstreamP1_CTCF	3
chr5	77518071	77518221	id-80775	1.09e-06	+	GTGAAATTGAACAATATTGCCTGCAGAGGGAGAAA	UpstreamP1_CTCF	31
chr5	77563476	77563626	id-80776	9.84e-06	-	CTGAGGCCTTTCTCTCTGGCCTGCAGATGGCCACC	UpstreamP1_CTCF	9
chr5	77565073	77565223	id-80777	8.13e-06	-	AAAGTTATACCATTTAACACCACAAGATGTCACTT	Upstream_CTCF	36
chr5	77591591	77591741	id-80778	1	+	NA	NONE	38
chr5	77596394	77596544	id-80779	6.82e-05	-	AATGGGTTTTTCTTTTTTACCACATGGTGTCGCTG	V_CTCF_BR	38
chr5	77616421	77616571	id-80780	1.04e-06	+	GTGGTAATTCCAGCTGTAGGCAGCAGAGGTAGTTG	Upstream_CTCF	39
chr5	77656270	77656420	id-80781	3.16e-05	-	GGTGCAGCTCGCGGGCCACCCAGCCGGCCGCGCCA	Upstream_CTCF	38
chr5	77657071	77657221	id-80782	1	+	NA	NONE	37
chr5	77659959	77660109	id-80783	1.71e-06	+	AAAGGGGAGAGTTTAATAACCAGCAGAGGTCAGCA	V_CTCF_BR	14
chr5	77663301	77663451	id-80784	3.71e-05	+	GCAGCAGTGCTCCCAGAGGGCAAGAGCTGAATCTA	Upstream_CTCF	29
chr5	77763689	77763839	id-80785	1.64e-06	+	TATGTAGCAGTATTTATAACCACTAGGGGTCATGC	Upstream_CTCF	40
chr5	77768413	77768563	id-80786	3.11e-05	+	ATATATATGTGGTCTTTTCCCTCTAGGTGGCTCTC	V_CTCF_BR	34
chr5	77779797	77779947	id-80787	1	+	NA	NONE	1
chr5	77791078	77791228	id-80788	4.11e-07	-	CTTGAGTCCCATCCATTGGCCAGCAGGTGGTGAAG	UpstreamP1_CTCF	16
chr5	77806418	77806568	id-80789	5.08e-05	+	AGTGCCAGGTCCTGCTCCCAACCCAGGGGGCACTG	Upstream_CTCF	29
chr5	77829309	77829459	id-80790	7.6e-05	-	AAGCACTGACATTGTTCTAGCCATAGAGGGCGTTT	UpstreamP1_CTCF	40
chr5	77833747	77833897	id-80791	2.27e-05	+	ATTTCCCTTTTCTTTGCTCACAGTAGATGGCACTA	V_CTCF_BR	40
chr5	77836726	77836876	id-80792	1	+	NA	NONE	23
chr5	77851849	77851999	id-80793	4.14e-06	+	ACTGGGCAGGGCTAACTTTCCAGATGGGGGCAGTC	V_CTCF_BR	7
chr5	77891130	77891280	id-80794	4.65e-05	-	GCAGAAATCTGTCCACTCACCACATGAGGGTTGCC	V_CTCF_BR	21
chr5	77906173	77906323	id-80795	1	+	NA	NONE	16
chr5	77920114	77920264	id-80796	1	+	NA	NONE	1
chr5	77923186	77923336	id-80797	1.67e-07	-	AAACAGTTCTTTGTACTAGCCACCAGCTGGCACCA	V_CTCF_BR	40
chr5	77923620	77923770	id-80798	1.18e-05	+	CTGCAAATAAAACAAGTCAACAGCAGAGGACCCAC	UpstreamP1_CTCF	16
chr5	77930600	77930750	id-80799	6.21e-05	-	ACAAATAAAATGTCTTTGTCCTCAAGGGGGCATGG	V_CTCF_BR	37
chr5	77936643	77936793	id-80800	1	+	NA	NONE	14
chr5	77943972	77944122	id-80801	1	+	NA	NONE	29
chr5	77944341	77944491	id-80802	6.05e-06	-	CTCCTTCTTCCAGGCGCGGCCAGCGGGGGCAAGAG	V_CTCF_BR	15
chr5	77945694	77945844	id-80803	4.88e-05	+	TTCTGGTTCTCGCTATCTGGCACTGGATGGCGTGA	UpstreamP1_CTCF	2
chr5	77953632	77953782	id-80804	2.04e-05	+	AGGGCTAGGGTGGGGGTGGGAGGTAGAGGGCAGTG	V_CTCF_BR	9
chr5	77974235	77974385	id-80805	5.52e-05	-	ATGTAAGTGGTCAGAAACACCACAAGGGTGTGATG	UpstreamP1_CTCF	32
chr5	78053273	78053423	id-80806	1	+	NA	NONE	4
chr5	78056698	78056848	id-80807	2e-06	-	ACAGCAGTGCCCCTAGAGGCCAAGAGGAATCCCCA	Upstream_CTCF	38
chr5	78095570	78095720	id-80808	2.43e-06	-	CTGCCAAACCCTATGAGAGCCAGGAGAGGGCATCA	V_CTCF_BR	37
chr5	78115654	78115804	id-80809	2.78e-06	+	TCAGAAAACCCACTGGTCACCTGCAGGGGGCTGCT	V_CTCF_BR	3
chr5	78175872	78176022	id-80810	3.81e-05	+	CTGTTCCATAAGAGATTGGCCGCTAGGAGAACGTG	UpstreamP1_CTCF	3
chr5	78182553	78182703	id-80811	4.14e-06	+	CCACTATTACCCAAATGAGCCACATGAGGGCAGTA	V_CTCF_BR	39
chr5	78195761	78195911	id-80812	3.18e-06	+	GATTGCTGCCTCCTTTTCGGCTCTAGGTGGCGCTA	V_CTCF_BR	39
chr5	78204218	78204368	id-80813	4.17e-05	+	AGTGGAGCAGCAGCGGAGAGCACAGGAAGGCAGTT	Upstream_CTCF	9
chr5	78216552	78216702	id-80814	1.23e-05	-	CTGCAGAGGAAGCAGTTGTCCTCTGGGGAGAGCCA	UpstreamP1_CTCF	37
chr5	78260846	78260996	id-80815	4.01e-05	-	GAAAGGTTTGTATCTTTCACCAGTGGGTGTCAGCA	V_CTCF_BR	39
chr5	78277281	78277431	id-80816	1	+	NA	NONE	36
chr5	78280361	78280511	id-80817	6.21e-06	-	CGGGTGCTGGGCGCCGCGGCCGGCAGGCGGAGCGG	Upstream_CTCF	37
chr5	78304329	78304479	id-80818	1.03e-06	+	TGGTGGAAGCTGGCCATGACCAGCTGGGGGTGCTG	V_CTCF_BR	5
chr5	78307473	78307623	id-80819	1	+	NA	NONE	36
chr5	78316945	78317095	id-80820	6.73e-07	+	TGGCTCTACGGAGCACTTCCCACAAGATGGCAGTG	UpstreamP1_CTCF	40
chr5	78320906	78321056	id-80821	5.96e-07	+	ACAGAGGATTGCAGTGCCAACACTAGAGGGCGCTC	V_CTCF_BR	40
chr5	78370954	78371104	id-80822	4.43e-05	-	TATTGCTTTGCCATTCCCTACGGCAGGGGTCAGCA	V_CTCF_BR	2
chr5	78371608	78371758	id-80823	3e-06	+	CAGCACCCCACAGCTTAAACCCCTAGGGGGAGCAT	UpstreamP1_CTCF	21
chr5	78401814	78401964	id-80824	1	+	NA	NONE	7
chr5	78405795	78405945	id-80825	5.89e-08	-	CCGCAGTCGTGGGTATCTGGCACTAGGAGGCGGTA	UpstreamP1_CTCF	39
chr5	78408165	78408315	id-80826	8.21e-06	-	CCCTGTTCTGGGCGCGCCGGGTGCAGAGGGCGCTC	V_CTCF_BR	8
chr5	78428972	78429122	id-80827	5.38e-05	-	TTTCAAAATATGAACTATACCACTAGGAGGCAGTG	V_CTCF_BR	30
chr5	78429559	78429709	id-80828	9.88e-07	+	ACATCCGTTCCCAACTTCTCCAGATGGGGGCAGCA	Upstream_CTCF	40
chr5	78487407	78487557	id-80829	1.24e-05	+	TAACAGTGAGAGAGCAATGCCAGCAGGTGGAGAAA	V_CTCF_BR	15
chr5	78496511	78496661	id-80830	2.6e-06	-	GTGGGGAGGCTGTGGGTGTCCAGTAGAGGGTGCAT	V_CTCF_BR	39
chr5	78531743	78531893	id-80831	9.71e-06	+	CGGGCTGGCTCAGGGGACGCCGAGAGGAGGCGCCG	Upstream_CTCF	33
chr5	78539121	78539271	id-80832	1	+	NA	NONE	1
chr5	78551892	78552042	id-80833	1.39e-05	+	AGCTGAGCTGGCACTCACACCACTAGGTGGAGTCC	V_CTCF_BR	40
chr5	78629739	78629889	id-80834	1	+	NA	NONE	0
chr5	78630089	78630239	id-80835	1.64e-07	-	AGTGCCCTCCCAGAACCAGGCAGGAGAGGGCAGCC	Upstream_CTCF	26
chr5	78760657	78760807	id-80836	5.63e-06	-	CTGCTATATTTTTGGTTCATCACTAGGTGGAGTTG	UpstreamP1_CTCF	40
chr5	78809643	78809793	id-80837	1	+	NA	NONE	7
chr5	78810070	78810220	id-80838	1.41e-05	+	CCGCGGGAGAAAGCAGCAGCCGCAAGGCGGCGGAG	UpstreamP1_CTCF	23
chr5	78810709	78810859	id-80839	1	+	NA	NONE	0
chr5	78831774	78831924	id-80840	5.67e-06	-	GTTGCAATAATCATATTAGACACCAGAGTGTAGCA	Upstream_CTCF	32
chr5	78852100	78852250	id-80841	2.27e-06	+	TGCAAGACCAGAAGGGGAACCACTAGGGGGCGTGC	V_CTCF_BR	40
chr5	78962686	78962836	id-80842	1	+	NA	NONE	3
chr5	78998865	78999015	id-80843	3.31e-06	+	ATGTCAGATGTCTGCTGGACCAGCAGGGGGCCCCG	UpstreamP1_CTCF	40
chr5	79070499	79070649	id-80844	1.65e-07	-	AGGCAATTCTGTTCCTGCTCCACCAGGTGGGGCCC	UpstreamP1_CTCF	39
chr5	79125209	79125359	id-80845	9.11e-08	-	CCTGCACCTCCCCTTGCCGCCTCTGGAGGGCTCGT	Upstream_CTCF	40
chr5	79149928	79150078	id-80846	4.7e-06	-	GAGAGCTGACACATGCGTGGCAGTAGGGGGCTCTA	V_CTCF_BR	20
chr5	79150181	79150331	id-80847	1.95e-07	+	GCTGTACTTCCCTATCTGGTCACTAGAGGAAAGGA	Upstream_CTCF	5
chr5	79154061	79154211	id-80848	3.5e-11	-	GCTGCAGGTCTGATTCTGACCAGCAGAGGGCAGTG	Upstream_CTCF	40
chr5	79155619	79155769	id-80849	1.04e-06	-	CTTGCTGTTTCTCCAGCAGCCTGCAGTTGTCACTC	Upstream_CTCF	11
chr5	79174654	79174804	id-80850	2.08e-07	+	CTGATGTTCCCACATATGGCCAGGTGAGGGCGACT	UpstreamP1_CTCF	40
chr5	79220885	79221035	id-80851	1.06e-05	+	TCTGTGTTCATGCAGCCAGCCACTGGGAGGCAGAG	Upstream_CTCF	40
chr5	79234484	79234634	id-80852	1	+	NA	NONE	1
chr5	79296940	79297090	id-80853	7.44e-05	-	AAAGATATATTGACAGTCACCTCTAGATGTCGTTT	Upstream_CTCF	6
chr5	79304500	79304650	id-80854	8.58e-08	+	ACAGCACCCCTCGCCTCTACCACCAGATGCCAGTA	Upstream_CTCF	2
chr5	79342502	79342652	id-80855	6.51e-05	+	AACGAGCTAGGTAATAGTACCGCTAGGGGTTGCTA	V_CTCF_BR	3
chr5	79378740	79378890	id-80856	1.22e-08	-	CCGCCCGCGGCTCAGGCGTCCTGTAGGGGGCGCTG	V_CTCF_BR	40
chr5	79379454	79379604	id-80857	2e-06	-	TTGTCAATATGCTTACAGTCCACTAGGGGGAGCCA	Upstream_CTCF	39
chr5	79387645	79387795	id-80858	1.03e-07	+	CTTGTATCTTTCATATCATCCACTAGGGGGCAGCA	Upstream_CTCF	39
chr5	79389627	79389777	id-80859	6.75e-05	+	TCCCAGGTACCCTGTGCGGCCTGCAGGGGATATGG	UpstreamP1_CTCF	9
chr5	79422124	79422274	id-80860	3.86e-05	-	CATGAAATTCTGACTTATACCACCAGGGAAGCTTA	Upstream_CTCF	24
chr5	79439489	79439639	id-80861	2.47e-05	+	GGTACAACAGCACGCATATCCAGCAGGAGGCCATC	Upstream_CTCF	3
chr5	79500981	79501131	id-80862	1	+	NA	NONE	11
chr5	79571319	79571469	id-80863	7.49e-07	-	TGGCACTTTCTTGCTGTTACCAGAAGGTGTCAGGC	UpstreamP1_CTCF	40
chr5	79603476	79603626	id-80864	5.96e-07	-	AGCGTGTCCTTTTCTGTAACCACCAGGTGGTGCTA	V_CTCF_BR	40
chr5	79641990	79642140	id-80865	8.16e-07	-	CAACAGGAAACTATAGGGGCCACCTGGTGGCAGAG	V_CTCF_BR	39
chr5	79704231	79704381	id-80866	6.15e-05	-	GTCGCAGCCCCTCCCCAGGCGGGACGGCGGCGCCA	Upstream_CTCF	39
chr5	79777229	79777379	id-80867	1.1e-06	+	TGTCCAAGTTTCAGATTGGCCACTAGATGGTGCAC	V_CTCF_BR	40
chr5	79784209	79784359	id-80868	1	+	NA	NONE	37
chr5	79950595	79950745	id-80869	3.29e-05	+	CCTGAAATCCACCTCCTCCTCCACAGGTGCAGCCG	Upstream_CTCF	27
chr5	79952425	79952575	id-80870	1	+	NA	NONE	27
chr5	79968083	79968233	id-80871	2.59e-06	-	CTGACCTTATATCCTTTTGCCACCAGGCGGCGTAC	UpstreamP1_CTCF	40
chr5	79975577	79975727	id-80872	7.73e-06	-	CTGGTCTCTTTCCCACCACACTCCAGGTGGCAGTA	V_CTCF_BR	8
chr5	79982091	79982241	id-80873	3.28e-05	+	AGACAGAGTCTTGCTCTGTCACCCAGGGGGCAGTG	V_CTCF_BR	7
chr5	79982706	79982856	id-80874	1.18e-05	+	TTGGTATTCTTAACTTTAACCACAAGAGGTCTCCA	UpstreamP1_CTCF	31
chr5	80007882	80008032	id-80875	1.84e-06	+	ATGGCTGCCTCCTGGTGTTCCACAAGGTGGCAGGA	V_CTCF_BR	40
chr5	80100232	80100382	id-80876	1.41e-05	+	GGTCACTGCAGCTATGTCTGCATTAGGGGGCACCC	UpstreamP1_CTCF	16
chr5	80230678	80230828	id-80877	1.31e-05	+	TCAGGTGAGAGCAGAGCCTACACCAGGGGTCAGGG	V_CTCF_BR	7
chr5	80231949	80232099	id-80878	4.23e-06	+	CTGCAGTGGTGTCCCATGGACACCAGTGCCAGAAG	UpstreamP1_CTCF	36
chr5	80256374	80256524	id-80879	2.81e-05	-	GCGACCGCTCAGGTCCCGGCCGGCGAAGGGCGCCC	V_CTCF_BR	23
chr5	80339629	80339779	id-80880	5.98e-05	-	CTGCAGCCATTTGAAGAGGGCGCCAGTGAGGGCTG	UpstreamP1_CTCF	35
chr5	80404336	80404486	id-80881	8.34e-07	-	TTGCTATATTCATTTTCTGCAACCAGGGGGTGGTG	UpstreamP1_CTCF	40
chr5	80461445	80461595	id-80882	7.16e-08	-	GCAGCAGAGGCACACAGGACCAGCAGGTGGGGCTG	Upstream_CTCF	40
chr5	80477929	80478079	id-80883	1	+	NA	NONE	11
chr5	80479999	80480149	id-80884	1	+	NA	NONE	5
chr5	80488276	80488426	id-80885	1.03e-06	+	TGATTCAGAGTCCCTGTTGCCCCAAGGTGGCGCCG	V_CTCF_BR	19
chr5	80490975	80491125	id-80886	1.52e-07	-	GAGGCAGCAATCGAGGCGCCCACAAGATGGCGCTC	V_CTCF_BR	40
chr5	80500973	80501123	id-80887	1.24e-05	-	AACTCCCTTCCCTCGGCTGTCTGAAGGGGGAGCAG	V_CTCF_BR	11
chr5	80502951	80503101	id-80888	3.18e-06	-	AGGGAGGGAAATGAAACACCCAGGAGAGGGCGCCT	V_CTCF_BR	40
chr5	80508267	80508417	id-80889	2.43e-06	-	TGGCCCAGGTTTTCTTCAGCCTGTAGATGGCACTT	V_CTCF_BR	6
chr5	80535531	80535681	id-80890	7.49e-05	+	ACACACAATTTCTAGTTGCCCAGCAGAGGGCCGTG	V_CTCF_BR	14
chr5	80539137	80539287	id-80891	9.84e-05	+	GATGGACAACAGAGTCCAAACGGTAGGGGGTGATA	V_CTCF_BR	7
chr5	80582002	80582152	id-80892	1.73e-05	+	CAGGACAAATTAACAGTAAGCACCAGGAGGCAGCC	V_CTCF_BR	5
chr5	80595446	80595596	id-80893	7.73e-06	-	GGTACTTACACATAACATACCACTAGAGGGCGCAT	V_CTCF_BR	39
chr5	80597361	80597511	id-80894	1.64e-05	+	GTGCTTCCGGTCTCCAATACCGCAGGAGGGCGGTC	V_CTCF_BR	39
chr5	80641561	80641711	id-80895	1.43e-05	+	AAAGTAGTTCCCATACTCACCTCCAGGCTGAAATT	Upstream_CTCF	6
chr5	80648914	80649064	id-80896	1.04e-05	+	TATACAGTATATACTGGAACCTGTAGAGGGAGGTG	V_CTCF_BR	1
chr5	80689409	80689559	id-80897	1.03e-05	-	GGGCTGGAGAGCGGTGGCGCCATCAGAGGTCGCTG	UpstreamP1_CTCF	25
chr5	80721422	80721572	id-80898	3.71e-05	+	CAAACATTTTACAGTTTGAACACTAGGGGGCATCT	Upstream_CTCF	39
chr5	80802903	80803053	id-80899	4.41e-06	+	TGGAGCCATCTGCAAACTACCACTAGATGGCAAGG	V_CTCF_BR	39
chr5	80809967	80810117	id-80900	1	+	NA	NONE	28
chr5	80833121	80833271	id-80901	5.28e-05	+	TTGTCTGTTCTGCAACTAGGCCACAGGTGGCATCC	Upstream_CTCF	1
chr5	80909426	80909576	id-80902	1	+	NA	NONE	4
chr5	81044505	81044655	id-80903	1	+	NA	NONE	15
chr5	81045593	81045743	id-80904	1	+	NA	NONE	12
chr5	81045771	81045921	id-80905	2.15e-05	+	GCCGGGCCCGCCCCTCCCGCCGCTCGGGGGCTGCC	V_CTCF_BR	0
chr5	81081221	81081371	id-80906	7.44e-06	+	TTTTTTTTTCCTAGGATGGCCAGAAGATGGCCCAT	Upstream_CTCF	4
chr5	81122077	81122227	id-80907	1.64e-05	-	AGAACCAAAGCAGATGCTGCCTGGGGAGGGAGCAA	V_CTCF_BR	20
chr5	81134479	81134629	id-80908	7.73e-06	-	ATGACATAGCAGCTGGCTTCCCCCAGAGGGAGCAA	V_CTCF_BR	40
chr5	81150463	81150613	id-80909	1	+	NA	NONE	32
chr5	81152787	81152937	id-80910	3.22e-07	-	TGTGCTCTGCCAGAGGAGGCCTGATGGGGGCACAC	Upstream_CTCF	40
chr5	81153103	81153253	id-80911	1	+	NA	NONE	9
chr5	81153376	81153526	id-80912	1	+	NA	NONE	23
chr5	81180810	81180960	id-80913	6.05e-06	-	GATATGCACAGCATGCTGGGCACTTGAGGGCAGTA	V_CTCF_BR	8
chr5	81319716	81319866	id-80914	7.44e-06	+	TGTGCACCTCCTGCTGACTTCACCAGGGTGTAGTG	Upstream_CTCF	5
chr5	81396247	81396397	id-80915	7.1e-07	+	CTGCTGGGCTTCCCATGGCCCAGTAGTTGGCCCCT	UpstreamP1_CTCF	12
chr5	81403225	81403375	id-80916	1.28e-06	+	TTAAGTTGCTTCTGCAAAGCCAGCAGAGGGAGCAC	V_CTCF_BR	39
chr5	81460899	81461049	id-80917	1	+	NA	NONE	16
chr5	81461845	81461995	id-80918	1	+	NA	NONE	40
chr5	81470566	81470716	id-80919	5.77e-08	+	CACCAGGCCTAGCATGCCACCAGCAGGGGGTGCCA	V_CTCF_BR	40
chr5	81521505	81521655	id-80920	5.55e-07	-	GAAGCATTTATAATGTTGACCACCAGAGACCGCCA	Upstream_CTCF	40
chr5	81540801	81540951	id-80921	4.23e-06	+	GCTCAGTTCATTACTACTGACAGCAGATGGTAGCA	UpstreamP1_CTCF	14
chr5	81555115	81555265	id-80922	1.04e-05	-	CAAGATACTTGCAACAGAACCACTAGATGTCACTA	V_CTCF_BR	39
chr5	81592869	81593019	id-80923	3.42e-05	-	CTAGTTATTTTCTACATCTCCTCCAGATGATGGCG	Upstream_CTCF	8
chr5	81603370	81603520	id-80924	1	+	NA	NONE	9
chr5	81608260	81608410	id-80925	2.97e-06	+	AAGCCCGTTCTGCCGCCTGACAAAAGAGGGCGCCA	V_CTCF_BR	40
chr5	81644950	81645100	id-80926	1	+	NA	NONE	5
chr5	81645599	81645749	id-80927	7.73e-06	+	AATGGTCTCTGGGAACAACCCTGTAGGTGGCGCCA	V_CTCF_BR	39
chr5	81647736	81647886	id-80928	2.46e-06	+	ATGTGAGTTCCTCTTCTGACCACTAGAGGTCTCTA	UpstreamP1_CTCF	39
chr5	81660423	81660573	id-80929	2.39e-05	+	TTGAAGACACAGTAGGAAGGCACCAGAGGGCATTC	UpstreamP1_CTCF	39
chr5	81701471	81701621	id-80930	4.71e-06	+	CATGCAGTCCAAAGCTTTCCCACAGGAAGGAATGT	Upstream_CTCF	12
chr5	81717181	81717331	id-80931	7.82e-06	-	GTGTGGTTCTGCTGAGACACCAGCAGAGCGGGTCC	UpstreamP1_CTCF	30
chr5	81763160	81763310	id-80932	4.31e-05	+	ACGCTGCTCCCCCGCATGGCCTCAGAGAGGCCCAG	UpstreamP1_CTCF	22
chr5	81790882	81791032	id-80933	5.17e-06	-	ATTTCAGTCAAGTTTGCCTCCTGTAGGGGGCAGGA	Upstream_CTCF	36
chr5	81893369	81893519	id-80934	1	+	NA	NONE	38
chr5	81901395	81901545	id-80935	1.29e-05	+	CAGCTGCTGCTGACTGCTGCCACCAGTGGTGGAGT	UpstreamP1_CTCF	2
chr5	81937307	81937457	id-80936	8.19e-06	+	TTTTAGGAACCAGTGAGCTACACTAGAGGGCAGAC	UpstreamP1_CTCF	40
chr5	81960693	81960843	id-80937	1	+	NA	NONE	2
chr5	82089755	82089905	id-80938	9.14e-09	-	CTAGCAATTCTGAGACACTCCAGTAGGGGGCACCT	Upstream_CTCF	40
chr5	82095622	82095772	id-80939	1	+	NA	NONE	31
chr5	82181937	82182087	id-80940	9.25e-06	-	ATAAGGCATGCCAAAGTGCCCTCCAGTGGGCAATG	V_CTCF_BR	21
chr5	82218221	82218371	id-80941	1	+	NA	NONE	5
chr5	82681744	82681894	id-80942	1.91e-08	+	GAAGCACTACTTGCAGTAGCCAACAGGTGGAAGCA	Upstream_CTCF	14
chr5	82726330	82726480	id-80943	1.83e-05	-	GCACTGCCTAGGAATGTATCCACTAGGTGGCGTTT	V_CTCF_BR	40
chr5	82763269	82763419	id-80944	1	+	NA	NONE	18
chr5	82769471	82769621	id-80945	3.66e-06	-	CCGCCTGTGCGGGACTTCTCCATCAGGGGGCGCCC	UpstreamP1_CTCF	40
chr5	82781752	82781902	id-80946	1.64e-05	+	AGCTTGGGCCTGTAGTAGCCCAGTAGCTGGAACTC	V_CTCF_BR	5
chr5	82808016	82808166	id-80947	7.27e-06	-	CACTGGGCCCTGGCCACAGTCACAGGGTGGCGCAC	V_CTCF_BR	1
chr5	82812886	82813036	id-80948	1	+	NA	NONE	25
chr5	82860058	82860208	id-80949	2.66e-05	-	AACACAAAATACAATACGACCACTAGGTGGTGATA	V_CTCF_BR	35
chr5	82891161	82891311	id-80950	9.84e-05	-	CTCCCAATGCCCCAAGTTGCAGATAGGTGGCAGAG	V_CTCF_BR	37
chr5	82904083	82904233	id-80951	3.18e-06	+	TTGTCATGCAGGAGCTGAGCCACTAGATGTCACAA	V_CTCF_BR	40
chr5	83007932	83008082	id-80952	4.02e-07	+	TGGGTAATACCTCAAAGTGTCACAAGGTGGCAGCA	Upstream_CTCF	39
chr5	83014139	83014289	id-80953	1.38e-06	+	AAAGCCTTCTTTGACTTATCCACTAGGTGGCACAC	V_CTCF_BR	40
chr5	83018306	83018456	id-80954	1.1e-05	-	TCCCGCCTCTCTCCAGAGTCCAGGAGGAGGCAGTC	V_CTCF_BR	39
chr5	83209542	83209692	id-80955	1	+	NA	NONE	5
chr5	83223071	83223221	id-80956	5.61e-08	+	TCTGTCTTAATGAGCAAGGCCACCAGGGGGAGCTC	Upstream_CTCF	40
chr5	83376864	83377014	id-80957	8.19e-06	+	ATGTAACAGGAGCAATACACCACCAGGGGTGAAAG	UpstreamP1_CTCF	6
chr5	83384908	83385058	id-80958	3.36e-05	+	TGTCACTCAACCTCCCACTCCACTAGATGGGGCCA	UpstreamP1_CTCF	39
chr5	83410205	83410355	id-80959	4.65e-05	-	TGCCATAACCAGAGGCTGACACCCAGGGGGTGCTC	V_CTCF_BR	15
chr5	83545817	83545967	id-80960	5.48e-05	+	GAAGCAATTTGCGGCTTAGCCACATGGTGGTCTGT	Upstream_CTCF	10
chr5	83551278	83551428	id-80961	1.93e-05	-	AGTCCCTTACTCATTGAGTCCAGGAGGTGGCAGTT	V_CTCF_BR	37
chr5	83570823	83570973	id-80962	1.28e-06	+	AATGTAATGACAAGTCACACAGCCAGGTGGCGGCA	Upstream_CTCF	39
chr5	83587919	83588069	id-80963	1	+	NA	NONE	3
chr5	83675679	83675829	id-80964	3.63e-06	-	AGAATCAACTGTGCCCTCACCAGCAGATGTCAGGA	V_CTCF_BR	19
chr5	83678956	83679106	id-80965	3.11e-05	-	CTGTGCCACTCCTGCGCTCACAGATGCGGGCGGCC	V_CTCF_BR	11
chr5	83689659	83689809	id-80966	5.08e-05	-	CCAGCACTTTTGGGAGGCTGAGGCAGGTGGAATGC	Upstream_CTCF	16
chr5	83746965	83747115	id-80967	3.67e-07	-	GTGCAATTCTTAACTGATACCTCTAGAGGTCAGAT	UpstreamP1_CTCF	37
chr5	84345080	84345230	id-80968	1.09e-06	-	GTGAAGTTTAACATATAAACCAGTAGGTGGTGCTT	UpstreamP1_CTCF	33
chr5	84373512	84373662	id-80969	2.19e-05	+	TTGGTAGAGTCATGTATTTCCACAAGGTGGCATAT	Upstream_CTCF	7
chr5	84404407	84404557	id-80970	2.5e-05	-	ATGCAATTATGCAACCCAGCCACTAGTCGGTTTAG	UpstreamP1_CTCF	13
chr5	85164016	85164166	id-80971	2.53e-05	+	GGAGTTAGCTCTTTCACAGACGCTAGGGGGTGGGA	V_CTCF_BR	6
chr5	85217551	85217701	id-80972	1.64e-06	-	TTGAAGTTTGGGCTGTGAACCAGTAGATGGTGCAG	UpstreamP1_CTCF	20
chr5	85414497	85414647	id-80973	1	+	NA	NONE	20
chr5	85466740	85466890	id-80974	1	+	NA	NONE	4
chr5	85600901	85601051	id-80975	4.88e-06	-	ATGTAATGTTGCTAACAGCTCAGTAGAGGGTGCTG	UpstreamP1_CTCF	37
chr5	85634071	85634221	id-80976	4.3e-08	+	GTGCTACAACACACAGTCGCCAGCAGGGGCCCCCT	UpstreamP1_CTCF	9
chr5	85759294	85759444	id-80977	2.27e-06	+	GGAAAGCTGCATCCACCCTCCACCAGGTGTCAGTA	V_CTCF_BR	17
chr5	85796871	85797021	id-80978	6.05e-06	-	AACTAGTAGAGCACATTTAACTGCAGAGGGCAGTG	V_CTCF_BR	18
chr5	85842514	85842664	id-80979	4.1e-06	+	CCGGATATTGCAATATTACCCACTAGACGGCAGTA	Upstream_CTCF	17
chr5	85861969	85862119	id-80980	5.93e-06	+	TGTGTAATTTTCCCTAAAGCCTGTAGCTGTCACTG	Upstream_CTCF	13
chr5	85863743	85863893	id-80981	5.92e-05	-	GTTACCTGGAATTTACTATCCGATAGGGGGAGCAC	V_CTCF_BR	5
chr5	85975396	85975546	id-80982	2.46e-06	-	ATGCACATCCTTGGAATGAACTGAAGGGGGCAATA	UpstreamP1_CTCF	38
chr5	86052796	86052946	id-80983	9.25e-06	-	GCCCTACAGGACATACAGTCCAACAGGGGGAGCTG	V_CTCF_BR	11
chr5	86102991	86103141	id-80984	1	+	NA	NONE	4
chr5	86176714	86176864	id-80985	6.8e-06	+	ATGTACTTGGTGCCTGTATCAGGCAGGTGGTGCTG	UpstreamP1_CTCF	40
chr5	86264438	86264588	id-80986	1	+	NA	NONE	30
chr5	86266883	86267033	id-80987	1.56e-05	+	TATGAAAGGTTGCCTACTATCAGTAGGGGGCAGAT	Upstream_CTCF	39
chr5	86282790	86282940	id-80988	2.5e-05	+	GTGCACTTCACCTTTAATATCTATAGATGGTGCCA	UpstreamP1_CTCF	14
chr5	86300413	86300563	id-80989	1	+	NA	NONE	1
chr5	86308995	86309145	id-80990	1	+	NA	NONE	39
chr5	86344128	86344278	id-80991	1	+	NA	NONE	16
chr5	86365918	86366068	id-80992	9.71e-06	+	GGTGTACAAGAAGGAATGACCACAGGATGGGGCCA	Upstream_CTCF	40
chr5	86548153	86548303	id-80993	1.1e-05	-	TAGCAAGCTCGCCCCTATACCAGATGGTGGCGCAG	V_CTCF_BR	0
chr5	86696263	86696413	id-80994	7.09e-08	-	CTGTAGGTCTTTAGTTATACCACTAGGGGGTACAC	UpstreamP1_CTCF	40
chr5	86720763	86720913	id-80995	1.93e-05	+	TTGGCACATCACAGTTTATCCACATGGTGGAGCCA	Upstream_CTCF	38
chr5	86835786	86835936	id-80996	1	+	NA	NONE	3
chr5	86836963	86837113	id-80997	6.05e-06	+	CCAAGATTTTCAGAGCTGACCAGGAGGTGGAGATC	V_CTCF_BR	21
chr5	87077061	87077211	id-80998	4.34e-05	+	AGAGAGACTTCTCACAAAGCCGCTAGATGGCGTGA	Upstream_CTCF	39
chr5	87140384	87140534	id-80999	2.53e-05	-	TTTCCTCTTTGCTCCAAAGGCACTAGGTGGAGCTA	V_CTCF_BR	6
chr5	87181670	87181820	id-81000	8.64e-05	+	GTTTCTTTTCATATTGGAGTCCCTAGAGGGCAACA	Upstream_CTCF	6
chr5	87195052	87195202	id-81001	8.58e-06	+	GTGCCATTCTTGGCGGGGAACTGTAGGTGTTGCTG	UpstreamP1_CTCF	10
chr5	87205422	87205572	id-81002	9.71e-06	+	AAGGCAGTTCATACTTTATACACAAGATGGACAGA	Upstream_CTCF	3
chr5	87220311	87220461	id-81003	8.13e-06	-	ACTGCCTCTCTATATTCCACCTCTGGGGGCAGGGC	Upstream_CTCF	3
chr5	87317078	87317228	id-81004	2.23e-06	+	GAGCAGTTACCAGGGTCAGCCTGCAGGGAGGAAAC	UpstreamP1_CTCF	6
chr5	87409358	87409508	id-81005	1	+	NA	NONE	4
chr5	87437422	87437572	id-81006	4.96e-08	+	GGCGCAATATGCAGCCTGTCCGCAAGGGGGCGCGA	Upstream_CTCF	40
chr5	87485418	87485568	id-81007	5.41e-06	+	TGTGTAATTTTTCCTAAAGCCTGTAGCTGTCGCTG	Upstream_CTCF	3
chr5	87486409	87486559	id-81008	2.1e-05	-	TAGAAGCAGTATGGAAACTCCACAAGGTGGCAGTT	UpstreamP1_CTCF	7
chr5	87898604	87898754	id-81009	1.82e-07	-	ATGAAGCTTATTCGCCCGTCCAGTAGAGGGCGCAC	V_CTCF_BR	35
chr5	87918812	87918962	id-81010	8.91e-07	-	GCTGCTCCTGTAAACTCCACCTCTAGGGGCAGGGC	Upstream_CTCF	1
chr5	87971649	87971799	id-81011	3.28e-05	+	CCGCCCGCGCTCTCGGGCTCCGCCGGCTGCCGCTC	V_CTCF_BR	4
chr5	87976342	87976492	id-81012	5.21e-08	-	GGGCGCGGTACCCATGCGGCCAGTAGGTGTCGCTG	V_CTCF_BR	40
chr5	87979471	87979621	id-81013	1	+	NA	NONE	30
chr5	87986881	87987031	id-81014	2.47e-08	-	GCTGCATATCTCCTCATGTCCACTAGAGGTCACTG	Upstream_CTCF	40
chr5	87988279	87988429	id-81015	4.88e-05	+	TGGACAGTATGAAGTTTGGACAGCAGGGGAAGGAA	Upstream_CTCF	9
chr5	87989133	87989283	id-81016	1	+	NA	NONE	10
chr5	88016228	88016378	id-81017	1.17e-05	-	TTCTCATTGTAAAAGGCTGCCGCTGGGTGGCAGAA	V_CTCF_BR	7
chr5	88020145	88020295	id-81018	1.24e-05	-	GAAGGAAAGTAATTCTTTGCCAGTAGGTGGTGCTT	V_CTCF_BR	34
chr5	88023645	88023795	id-81019	1.38e-06	+	AAGACATATCTGAAAACTACCACAAGGGGGCAGAA	V_CTCF_BR	37
chr5	88025525	88025675	id-81020	1.03e-06	+	GGCTCATGTTATATTTTGACCAGCAGGTGGTGCTG	V_CTCF_BR	39
chr5	88080710	88080860	id-81021	2.81e-06	+	TCTGCATCCATTACAAAGAGCAGTAGGGGGCCAAC	Upstream_CTCF	14
chr5	88124967	88125117	id-81022	1	+	NA	NONE	37
chr5	88129289	88129439	id-81023	1.9e-06	+	TTTGTAGTGGTTTGAGGAGCCAGCAGGGGTGGAAA	Upstream_CTCF	13
chr5	88174923	88175073	id-81024	1	+	NA	NONE	23
chr5	88180007	88180157	id-81025	5.65e-05	-	AGAAGTGGCTAACGCGTGTCCAAAAGGGGGAAAAG	V_CTCF_BR	22
chr5	88424850	88425000	id-81026	6.48e-05	+	CTGTGCTAAATCCTTGCTGCCTCAAGGGGCTGTCT	UpstreamP1_CTCF	2
chr5	88476224	88476374	id-81027	7.62e-07	-	GCAGCATCCCTGGTCTTTCCCACTAGATGCCAGTA	Upstream_CTCF	4
chr5	88556188	88556338	id-81028	2.96e-05	+	CTTGTGTAAGGATTTCTGGTCAACAGAGGGCTCTG	V_CTCF_BR	20
chr5	88559786	88559936	id-81029	9.84e-05	+	TAGATGGTCTGTGACATGGCAGCTAGAGGGAGTCA	V_CTCF_BR	17
chr5	88580044	88580194	id-81030	9.4e-06	+	CAGCTATTTGCCTACTTCGCCACTAGGGATCCCGG	UpstreamP1_CTCF	26
chr5	88713940	88714090	id-81031	5.26e-07	+	GGGGCTGTACCCTGTAAAGCCACAGGATGGAGCTG	Upstream_CTCF	27
chr5	89025969	89026119	id-81032	5.13e-05	-	CAATATTATTTAGAGATGTACACTAGAGGGTGGTG	V_CTCF_BR	32
chr5	89096706	89096856	id-81033	3.24e-06	+	ACTGCGTCTCCAGATTCCACCTCTGGGGGCAGGGC	Upstream_CTCF	7
chr5	89140470	89140620	id-81034	1.92e-06	-	TTGCACTGCCTCATTGCTTCCTGCTGAGGGTGAAA	UpstreamP1_CTCF	7
chr5	89225120	89225270	id-81035	1	+	NA	NONE	15
chr5	89311696	89311846	id-81036	1	+	NA	NONE	4
chr5	89409060	89409210	id-81037	1.63e-05	-	CCTGTTTTTCACCTGCCAGCCTCTAGATGATGCTT	Upstream_CTCF	12
chr5	89431825	89431975	id-81038	1.09e-06	+	CTTGTTATGCCCACTCAGCCCAGCAGGCTGCGCTC	Upstream_CTCF	27
chr5	89457395	89457545	id-81039	1	+	NA	NONE	38
chr5	89460006	89460156	id-81040	1.64e-07	-	AATGCAATTCTATAAAGTTCCAGAAGATGGAGAGC	Upstream_CTCF	12
chr5	89481272	89481422	id-81041	3.56e-06	-	ACTTTACTTCATAAATTAACCAGTAGGTGTTGCTA	Upstream_CTCF	36
chr5	89561205	89561355	id-81042	9.51e-07	-	GAGTGGCAATGTCATTTGTCCAGAAGGGGGAGCTC	V_CTCF_BR	40
chr5	89590523	89590673	id-81043	5.55e-07	+	GGAGTACTTTCCCCTCCGCCCAGTAGGGGTCTTGC	Upstream_CTCF	22
chr5	89600523	89600673	id-81044	2.58e-05	-	AATTTTAGTGCTACATTAGCCACTGGGGGGAGATA	Upstream_CTCF	7
chr5	89682054	89682204	id-81045	1	+	NA	NONE	39
chr5	89705819	89705969	id-81046	1	+	NA	NONE	27
chr5	89717111	89717261	id-81047	1.93e-05	+	TGTGGGTCACAAGTCACGGCCACTAGAGAGTGCTA	Upstream_CTCF	39
chr5	89730055	89730205	id-81048	7.27e-06	-	AAGGAGAGCGTAAGTCCCACCTAAAGGGGGCAGCA	V_CTCF_BR	40
chr5	89735605	89735755	id-81049	3.67e-07	+	CTGAATTTCTTGAGTTAAACCACTAGATGGCAATA	UpstreamP1_CTCF	39
chr5	89770279	89770429	id-81050	8.5e-06	-	GCGGTAGCTCCTGCGCCCCCGTGCTGGTGGCGCAG	Upstream_CTCF	40
chr5	89773030	89773180	id-81051	4.7e-05	+	CATGCAATGGTTGACTTGGCCACAGCGTGGGGTGC	Upstream_CTCF	9
chr5	89825980	89826130	id-81052	1.39e-05	-	AAACATTTCCTGGGGCCTGACTCTAGGTGGCTCAC	V_CTCF_BR	40
chr5	89900426	89900576	id-81053	1	+	NA	NONE	33
chr5	89902508	89902658	id-81054	5.92e-05	+	CAAAAGTGGTTGCCCTCTACACCTAGGGGGCAGTA	V_CTCF_BR	38
chr5	89965677	89965827	id-81055	1	+	NA	NONE	0
chr5	89984982	89985132	id-81056	1	+	NA	NONE	11
chr5	90005270	90005420	id-81057	3.4e-06	+	AGCCTGTAGGTGTGATGGCCCACTAGAGGGTGGTG	V_CTCF_BR	40
chr5	90079646	90079796	id-81058	1.15e-06	-	TTAGCTATTATGATTCTGCTCACTAGGTGGCGCCC	Upstream_CTCF	40
chr5	90089125	90089275	id-81059	4.88e-05	+	ATTTATAAGCTGCTAAAGAACACTAGGGGGCAATC	V_CTCF_BR	26
chr5	90098664	90098814	id-81060	8.52e-08	+	GTGTGGTTCTCTCAGCAGAACACTAGAGGGCAGCT	UpstreamP1_CTCF	40
chr5	90099360	90099510	id-81061	1.92e-05	+	GGGCAGATATAGTCTCTGGCCACTAAGGGATGCTC	UpstreamP1_CTCF	27
chr5	90104032	90104182	id-81062	3.4e-06	+	TGGGATAGACTCGACCAGAGCAGCAGAGGGCAGAC	V_CTCF_BR	1
chr5	90145853	90146003	id-81063	2.29e-05	-	CTATTCTGACCACAGGTGTCCAGCAGGGGCTGTAG	UpstreamP1_CTCF	12
chr5	90157778	90157928	id-81064	1.83e-05	+	GGCTTTGAATCCTGAACTGCCACCAGGTGTCATGC	V_CTCF_BR	19
chr5	90162216	90162366	id-81065	6.23e-05	+	AATCATTGACTATAAAATATCAGTAGGTGGCAGTA	UpstreamP1_CTCF	37
chr5	90228041	90228191	id-81066	3.66e-06	+	CTACATTGAGTTAGTTTGCCCACTAGGAGGCACTC	UpstreamP1_CTCF	39
chr5	90303194	90303344	id-81067	3.09e-06	-	TGGGCATCTTTGACCGTGACCACAAGAGGCAGTAG	Upstream_CTCF	12
chr5	90370541	90370691	id-81068	1	+	NA	NONE	24
chr5	90397710	90397860	id-81069	1.34e-06	+	GTGGTACTTACTGAACAGTCCAGCAGGTGGTAGTC	Upstream_CTCF	40
chr5	90405602	90405752	id-81070	1.55e-05	+	AGAAAGGATTCTCTGACCAACAGAAGGGGGCAACA	V_CTCF_BR	25
chr5	90414232	90414382	id-81071	1	+	NA	NONE	4
chr5	90432227	90432377	id-81072	1	+	NA	NONE	16
chr5	90478649	90478799	id-81073	4.7e-06	+	TGGCTACTGACTCCTCTCGCCTCTGGGTGGAGCTG	V_CTCF_BR	31
chr5	90486177	90486327	id-81074	1.59e-06	-	TTCCTCCCTCTCTCCTGCACCTCCAGGGGGATCCA	V_CTCF_BR	11
chr5	90515719	90515869	id-81075	9.49e-08	+	TCAGAAGACCTGGTTGGGCCCAGCAGAGGGCACTC	V_CTCF_BR	40
chr5	90522033	90522183	id-81076	5.01e-06	+	GCTTCAGAGGAGTTTTGATGCACCAGGTGGCGCTG	V_CTCF_BR	35
chr5	90540633	90540783	id-81077	8.58e-06	+	CTGTAGTAGTTTAACTCCACCACTAGGTCTCCAAA	UpstreamP1_CTCF	8
chr5	90541810	90541960	id-81078	1	+	NA	NONE	24
chr5	90562206	90562356	id-81079	1	+	NA	NONE	14
chr5	90576197	90576347	id-81080	1	+	NA	NONE	18
chr5	90598231	90598381	id-81081	3.56e-06	-	GAAGCTGTTGTTGGGCCTGCCTCTAGTTGGCGATG	Upstream_CTCF	26
chr5	90602480	90602630	id-81082	1	+	NA	NONE	4
chr5	90607623	90607773	id-81083	3.11e-05	+	AGGAAGTGGTTTCTGTGATTCAGTAGGTGGCACAC	V_CTCF_BR	24
chr5	90640362	90640512	id-81084	3.28e-05	+	CTGTCGCCCAGGCTAGAGGGCAGTAGTGGGATCTC	V_CTCF_BR	17
chr5	90680749	90680899	id-81085	4.5e-06	-	GGTACTTTACCTAGAATTTCCACCAGGTGTCAACC	Upstream_CTCF	40
chr5	90682104	90682254	id-81086	7.12e-06	+	TTGCTTTTTTCTAATCCCTCCACTAGATGCAGTTG	UpstreamP1_CTCF	22
chr5	90715537	90715687	id-81087	1.38e-08	-	CTGAAAAGTTGATATTTGGCCACCAGATGGCGCCA	V_CTCF_BR	39
chr5	90734816	90734966	id-81088	7.02e-05	-	AGGCAGGTTGCCATGCTCACCTATAGGTGGGGTAA	UpstreamP1_CTCF	20
chr5	90795873	90796023	id-81089	6.49e-06	+	CTAGTATAACCGTTTATCACCACTAGATGTCACTG	Upstream_CTCF	40
chr5	90932295	90932445	id-81090	2.39e-05	+	TTGTGATGTTCATTCTGTACCACCAGAGTGCGTGG	UpstreamP1_CTCF	20
chr5	90937690	90937840	id-81091	3.16e-06	+	TTTTTCTTCCTTTTTTATACCAGAAGGGGGCAGTA	UpstreamP1_CTCF	39
chr5	91160831	91160981	id-81092	4.7e-06	+	GCACCCATTGGCCTTATTGTCACTAGATGGCAGAA	V_CTCF_BR	15
chr5	91171340	91171490	id-81093	2.43e-06	-	TTGAGCCTGTGGAAGAACACCAGCAGAGGGAAGAG	V_CTCF_BR	6
chr5	91206193	91206343	id-81094	1.21e-06	+	GGGCTGTTTACTGTTTGGTCCGGTAGGGGGCTATA	UpstreamP1_CTCF	14
chr5	91225164	91225314	id-81095	7.27e-06	+	ACTTAATGCTATTGTAATGCCTCTAGAGGGCAGTA	V_CTCF_BR	35
chr5	91518389	91518539	id-81096	2.06e-07	-	TCTGCAACCCTGTTCCTCATCACCAGGTGGAGCCT	Upstream_CTCF	26
chr5	91524416	91524566	id-81097	2.01e-05	-	TTAGTACAGCTGTAAGTCTCCACTAGGGGAAAGAA	Upstream_CTCF	4
chr5	91605327	91605477	id-81098	2.15e-05	+	TCTAATTAAGAATGTTTGACCACAAGAGGGAGTTC	V_CTCF_BR	39
chr5	91609303	91609453	id-81099	2.72e-05	-	TTGTAATGTTCTTTTTTGGCCATTGGAGGGACAAA	UpstreamP1_CTCF	14
chr5	91737379	91737529	id-81100	4.14e-05	-	CTGTACTTACAGGTCTCAGCCAGCAAGCTGAAACT	UpstreamP1_CTCF	7
chr5	91799756	91799906	id-81101	4.1e-06	-	TCTGTGTGACTGAATCCAACCAGCAGAGGGAAAGG	Upstream_CTCF	15
chr5	91806591	91806741	id-81102	2.06e-07	-	CCTGCCCCACTTCTACCTGCCCCTAGGTGGGGCTC	Upstream_CTCF	28
chr5	91838782	91838932	id-81103	3.18e-06	-	AAAGAGAAGGAGCAAGGTGTCAGCAGATGGCAGCA	V_CTCF_BR	5
chr5	91854120	91854270	id-81104	5.08e-05	+	AAGCATATACTCCAATTCACCACAAGGGGCTCCTC	UpstreamP1_CTCF	40
chr5	91895633	91895783	id-81105	7.23e-07	+	ATTGCAGTTTCTGCACTTTCCAGAAGGTGATGTTG	Upstream_CTCF	31
chr5	91980055	91980205	id-81106	2.1e-06	+	TCTGCAATCCCAATCAGGTCCACAAGGCTGCCTGA	Upstream_CTCF	30
chr5	92014411	92014561	id-81107	6.74e-08	+	CTGGCAGCACAGGCCTAGGGCACCAGAGGGCAGAC	Upstream_CTCF	34
chr5	92023898	92024048	id-81108	1	+	NA	NONE	37
chr5	92058304	92058454	id-81109	1	+	NA	NONE	0
chr5	92170496	92170646	id-81110	8.81e-07	+	TAACAAAGCACTCTGGCTGCCACTTGGTGGCACCA	V_CTCF_BR	5
chr5	92174085	92174235	id-81111	1.93e-05	-	ATTTCCATGACACTAATTACCACATGGGGGCTCTG	V_CTCF_BR	25
chr5	92221765	92221915	id-81112	1.15e-07	+	CAGCAGAGACCTGTGTCGGACAGAAGAGGGCACCA	UpstreamP1_CTCF	22
chr5	92245327	92245477	id-81113	8.02e-08	+	GCGCTGTAGGCTGCTCTCGCCTCCAGGGGTCACCC	UpstreamP1_CTCF	40
chr5	92251809	92251959	id-81114	1.21e-05	+	TTTGCAATACTTTGAACCTCCCTCTGAGGGCATCA	Upstream_CTCF	27
chr5	92302152	92302302	id-81115	1	+	NA	NONE	14
chr5	92327617	92327767	id-81116	1.76e-05	+	AAGGAATGCATGCTGGTGGCCAGGAGAAGGGGCTA	UpstreamP1_CTCF	5
chr5	92397305	92397455	id-81117	1.73e-05	+	GAAAAACTAACACCTGACACCAGCAGAGGTAGCTC	V_CTCF_BR	22
chr5	92398373	92398523	id-81118	1.1e-06	-	GTTTCCATTCACCAGCCAGCCTCTAGGTGGAACTC	V_CTCF_BR	36
chr5	92412440	92412590	id-81119	1	+	NA	NONE	2
chr5	92428089	92428239	id-81120	2.27e-05	+	TAAACAGCTAAGTGGGCTTTCAGTAGATGGCACTC	V_CTCF_BR	33
chr5	92486109	92486259	id-81121	1	+	NA	NONE	3
chr5	92572604	92572754	id-81122	1.11e-05	-	CTTGGAATGCATTCCCCGAGCACAAGAAGGGACTA	Upstream_CTCF	10
chr5	92587992	92588142	id-81123	3.63e-06	-	TGATACAGAGGGGAACAGACCAGCAGAGGCCAGCA	V_CTCF_BR	31
chr5	92685311	92685461	id-81124	4.7e-05	-	AGAGCTAAGTACACTTTCGCCTGCAGGAGCAGGTG	Upstream_CTCF	2
chr5	92739835	92739985	id-81125	1	+	NA	NONE	17
chr5	92766636	92766786	id-81126	4.88e-05	-	CATACATTTCCCTTCTCTGACTCCAGGGGATGCTG	Upstream_CTCF	9
chr5	92905584	92905734	id-81127	1	+	NA	NONE	2
chr5	92914794	92914944	id-81128	1	+	NA	NONE	19
chr5	92917188	92917338	id-81129	3.8e-08	+	GCCCGGGAGCGGCTCCCGTCCGCTAGGTGGCAGCC	V_CTCF_BR	40
chr5	92925532	92925682	id-81130	9.31e-05	-	CCTGCATTTGCACTGAAAGTAAAAGGGGGGCAGTC	Upstream_CTCF	16
chr5	92929173	92929323	id-81131	1.04e-05	-	CAGGCGTCTGCCCAAGCAGCCACAGGAGGGAGAGA	V_CTCF_BR	6
chr5	92930817	92930967	id-81132	5.52e-05	-	CAGCCAGATCTTCAGTGGACCATAAGGGGGAGCAA	UpstreamP1_CTCF	7
chr5	92932844	92932994	id-81133	5.51e-07	+	GAGCCCACCTTCATGCGGGGCGCCAGGGGGAGCCG	V_CTCF_BR	16
chr5	92939586	92939736	id-81134	3.09e-07	-	ACAAAGTGGGGCAAGGGGGCCAGTGGAGGGCGCGC	V_CTCF_BR	10
chr5	92943637	92943787	id-81135	1	+	NA	NONE	40
chr5	92956370	92956520	id-81136	1	+	NA	NONE	33
chr5	93017312	93017462	id-81137	7.49e-07	-	GTGAACTTATGCAATGTAGCCACAAGGGGCAGAAA	UpstreamP1_CTCF	33
chr5	93035582	93035732	id-81138	1.26e-05	-	TGTGCAATCCCAGTTAGAATCTCCAGGTGTCTAAC	Upstream_CTCF	2
chr5	93077282	93077432	id-81139	1.67e-08	-	CTTGTAACGCCTTCTCCGCCCACTGGGGGGCGGGG	Upstream_CTCF	24
chr5	93125053	93125203	id-81140	6.51e-05	-	TGAAATTTTAACTAAAGGAGCTCTAGAGGGAGCTA	V_CTCF_BR	17
chr5	93125507	93125657	id-81141	1	+	NA	NONE	9
chr5	93126354	93126504	id-81142	1	+	NA	NONE	14
chr5	93127460	93127610	id-81143	1.16e-05	+	GATTTATTATTGCAGGCGGCCAGAAGAGAGCAGTA	Upstream_CTCF	7
chr5	93137101	93137251	id-81144	1.38e-06	-	TTATTGTCTGTGGTTATTGACACTAGGGGGCACTG	V_CTCF_BR	38
chr5	93167236	93167386	id-81145	1	+	NA	NONE	14
chr5	93186129	93186279	id-81146	8.97e-05	+	TATGATCAGGATGCTGTGAACAGCAGGGGGCCCGT	Upstream_CTCF	14
chr5	93211519	93211669	id-81147	4.43e-05	-	CACTGCTTTTCCCCTTAGACCACAAGGGGCTGCTG	V_CTCF_BR	29
chr5	93230560	93230710	id-81148	1	+	NA	NONE	39
chr5	93234825	93234975	id-81149	1.3e-07	+	CTGTAATGACCATATGTCACCCCTAGGGGTCAGAT	UpstreamP1_CTCF	39
chr5	93245196	93245346	id-81150	1.71e-06	-	GACTATAACTAATTTATGGGCAGCAGGGGGCAGAG	V_CTCF_BR	28
chr5	93250913	93251063	id-81151	1.73e-05	-	ACTAGAAATATTTTTGAGTCCACAAGATGGCAGTA	V_CTCF_BR	38
chr5	93361914	93362064	id-81152	2.19e-08	-	TGTGGCCCACTGCCCTATGCCAGCAGAGGGCAGCC	V_CTCF_BR	21
chr5	93422477	93422627	id-81153	2.78e-06	-	TGTAGTAAAAACATAGTCACCAGCAGGGGTCAGTG	V_CTCF_BR	38
chr5	93447239	93447389	id-81154	1	+	NA	NONE	36
chr5	93494038	93494188	id-81155	1	+	NA	NONE	6
chr5	93494981	93495131	id-81156	1	+	NA	NONE	21
chr5	93517771	93517921	id-81157	7.6e-05	-	GTGAAGTGAGCCTGCATTGTCTATAGGGTGCGCTG	UpstreamP1_CTCF	37
chr5	93590128	93590278	id-81158	3.63e-05	+	AATCCACCTCTACAACTAGGCTCTAGAGGGCATCA	V_CTCF_BR	14
chr5	93646697	93646847	id-81159	7.73e-05	-	AATGGCATAAACCTATTGCACACTGGAGGTCACCC	Upstream_CTCF	9
chr5	93662439	93662589	id-81160	6.21e-05	-	CCAGAGTGCTTTTGTGCCCCCGCTAGGGGGTATCA	V_CTCF_BR	13
chr5	93682314	93682464	id-81161	6.49e-06	-	GGTGCCAGGCAGGAATGGCCCGCTAGGGGACCCAA	Upstream_CTCF	4
chr5	93733319	93733469	id-81162	7.27e-06	+	CCACATCTCTGGCCTCCACCCACTAGATGTCAGTA	V_CTCF_BR	12
chr5	93737399	93737549	id-81163	2.23e-06	+	CAGTTATACTAGTCTCCTGGCACCAGGAGGAGATA	UpstreamP1_CTCF	4
chr5	93860679	93860829	id-81164	3.4e-06	+	GGGATATGACATATTACTACCACCTGATGGCAGCA	V_CTCF_BR	40
chr5	93949399	93949549	id-81165	4.41e-06	+	TCCAAGAGTTATGGATCCTCCAGAAGGGGGTGCCC	V_CTCF_BR	36
chr5	93954660	93954810	id-81166	8.64e-05	-	AGCCCAGTACTGCAGAGGGGCGCTCGGTGGCAGTC	Upstream_CTCF	9
chr5	94028877	94029027	id-81167	1	+	NA	NONE	34
chr5	94073695	94073845	id-81168	2.4e-09	-	CTGCAGTTTGCCACAAGTGCCACTAGGTGGTGAGC	UpstreamP1_CTCF	40
chr5	94107562	94107712	id-81169	7.44e-06	+	GCTGCATTTCTTGTTTGAGGCTCTAGGGGAGAATC	Upstream_CTCF	12
chr5	94120948	94121098	id-81170	1	+	NA	NONE	25
chr5	94148053	94148203	id-81171	2.39e-05	+	AAGCAAGTGTAAACATGAACCAAAAGGTGGTGCTG	UpstreamP1_CTCF	9
chr5	94166353	94166503	id-81172	3.63e-05	+	GTGAACATTCCTCATGTTTCCACATGGGGGTGCTA	V_CTCF_BR	39
chr5	94186086	94186236	id-81173	1.69e-05	-	ATGTCATTCTGCAGTTTAGCCTGTAGGTAGCAATC	UpstreamP1_CTCF	40
chr5	94216600	94216750	id-81174	2.96e-05	-	AGCAAGCCATCCACAGTGTCCAGCAGAGGACAGCA	V_CTCF_BR	1
chr5	94229590	94229740	id-81175	2.6e-05	-	ATGTAGTTTTCTTGAATCAACAGAGAGGGGAGCTC	UpstreamP1_CTCF	39
chr5	94244709	94244859	id-81176	3.18e-06	-	AAATAGATTCAAAAACTGACCAGTAGGTGGCGGTT	V_CTCF_BR	39
chr5	94304318	94304468	id-81177	2.06e-07	+	GTTGCAATATTGCATAAAACCACAAGATGGCAATA	Upstream_CTCF	40
chr5	94304966	94305116	id-81178	2.55e-06	+	GTAGCAATAAACACAGCATACACAAGATGGCAGCC	Upstream_CTCF	36
chr5	94449249	94449399	id-81179	7.44e-05	-	GCAGGAACTCAAATTCCAACCACTGGGAGGACAAT	Upstream_CTCF	18
chr5	94513872	94514022	id-81180	2.37e-05	-	CAGGGCAGGCAGAGAAAGACCACTAGGTGGGGACA	Upstream_CTCF	27
chr5	94574780	94574930	id-81181	1.64e-05	-	TAACATTTTCAGAATTTTGCCACTGGAGGGCTCAA	V_CTCF_BR	36
chr5	94580377	94580527	id-81182	1.5e-05	-	TTTGTTCTGCTATGCCCTGCCCCCAGAGGTGGAAT	Upstream_CTCF	1
chr5	94597171	94597321	id-81183	1	+	NA	NONE	40
chr5	94619762	94619912	id-81184	8.21e-06	+	AGCTGAGTCGGGGGAGCGTCCGCCAGGAGGCGTCC	V_CTCF_BR	40
chr5	94620020	94620170	id-81185	2.78e-06	-	CCCGTCGCCCTCCCCGCCACCCCCGGTGGGCACAG	V_CTCF_BR	3
chr5	94620968	94621118	id-81186	1.73e-05	+	ACTATGTGCCCTCGATGGGTCTCGTGGGGGCGCCG	V_CTCF_BR	7
chr5	94652905	94653055	id-81187	8.71e-06	-	TACAGGCAGAGTAGGCTGGCCACCTGGTGGCAAGT	V_CTCF_BR	24
chr5	94736434	94736584	id-81188	3.88e-06	-	TCAACCTCTCTGAGGTTGCCCGGAAGAGGGCTCCC	V_CTCF_BR	2
chr5	94739838	94739988	id-81189	1	+	NA	NONE	13
chr5	94807764	94807914	id-81190	1.54e-05	+	CTGCTGACATCCCATCATCCCTCTAGGTGGCCTTA	UpstreamP1_CTCF	16
chr5	94890860	94891010	id-81191	1.98e-08	+	CTGCTCTGCTAGGGAGAGAACGCCAGAGGGAGGCG	UpstreamP1_CTCF	40
chr5	94956282	94956432	id-81192	2.72e-05	-	GCGCCCCGCCCGGATGCCTGCAGCAGCTGCAGGAA	UpstreamP1_CTCF	17
chr5	94980124	94980274	id-81193	1.97e-06	+	GGAAAGCTGGCCACAGGAACCACTAGGTGTCACTA	V_CTCF_BR	39
chr5	94982270	94982420	id-81194	1	+	NA	NONE	20
chr5	94982807	94982957	id-81195	6.49e-06	-	CTGCAAATTCTCGACACAGACTCCAGGAGGCGAGT	UpstreamP1_CTCF	36
chr5	94999955	95000105	id-81196	1.18e-05	+	TGCCAATTACCAACTGTGCACACTAGGAGGTGCTG	UpstreamP1_CTCF	40
chr5	95005821	95005971	id-81197	2.04e-05	+	ATCAGAAAGGCCCGGGTGGATGGCAGAGGGAGCTC	V_CTCF_BR	4
chr5	95009725	95009875	id-81198	6.21e-06	+	CTTGTAGTTCATAAAGAATCCAGTGGTTGGCAAAC	Upstream_CTCF	12
chr5	95066553	95066703	id-81199	4.99e-07	+	AAAGCACTTTCGGTCAAGGCCAAGAGGGGGGGAAA	Upstream_CTCF	29
chr5	95091347	95091497	id-81200	1	+	NA	NONE	4
chr5	95116844	95116994	id-81201	4.23e-08	+	AGTAGTCTTCAGCCTTTGGCCACCAGATGGCTCCC	V_CTCF_BR	40
chr5	95154407	95154557	id-81202	2.4e-05	+	TGACTCGTCTGCTCAGCACCCACCAGGGGCATCTC	V_CTCF_BR	2
chr5	95159391	95159541	id-81203	4.17e-05	-	TGTTTATTTAAGCTACCATACACTAGAGGGGGCCG	Upstream_CTCF	23
chr5	95163127	95163277	id-81204	5.01e-06	-	TGATCTGAGTCCCTTTGGGCCAGCAGGAGTCAGCC	V_CTCF_BR	1
chr5	95170728	95170878	id-81205	1.56e-06	+	GGAGCAGAGCTGTGAGGAGCCGCCAGAGAGCGCAG	Upstream_CTCF	38
chr5	95178935	95179085	id-81206	1	+	NA	NONE	26
chr5	95182809	95182959	id-81207	9.14e-09	-	CATGCACTGTTCTTCACTGCCACTAGGTGGTGCTC	Upstream_CTCF	39
chr5	95194529	95194679	id-81208	2.41e-08	+	CTGCTCCATCGCATGAATTCCAGCAGGTGGCGCTG	UpstreamP1_CTCF	40
chr5	95198087	95198237	id-81209	9.66e-05	-	AATAATATTCCGTGAAGGACCAGAAGGGGGACAGG	Upstream_CTCF	30
chr5	95228597	95228747	id-81210	1.1e-06	+	CATGGGCTGTATTGACTGTACACCAGAGGGAGCCC	V_CTCF_BR	39
chr5	95292137	95292287	id-81211	1	+	NA	NONE	4
chr5	95294742	95294892	id-81212	2.81e-06	+	AAAGCACTCCCTTCTGGGGCCTCCAGTGGTCATGC	Upstream_CTCF	14
chr5	95295718	95295868	id-81213	7.44e-06	+	TATGTATTTAAAGTGCCTGGCACTAGTGGGAGCTC	Upstream_CTCF	29
chr5	95295992	95296142	id-81214	1	+	NA	NONE	8
chr5	95296992	95297142	id-81215	4.23e-08	+	TGCGGCTGCCTCGGCCCCGCCGCCAGGGGCCGCCC	V_CTCF_BR	38
chr5	95400334	95400484	id-81216	1.48e-05	+	TTGTAGTTTGTGCCTGTGGCCTACAGGAGAAGAAA	UpstreamP1_CTCF	4
chr5	95432592	95432742	id-81217	1	+	NA	NONE	3
chr5	95448078	95448228	id-81218	7.6e-05	-	CTGCTCTCACAAAATTTATCCTCCTAGTGGAGGAT	UpstreamP1_CTCF	8
chr5	95510944	95511094	id-81219	2.1e-05	-	AAAGTAATTTCCATCTTGGCCAGTAGGGTACTTTC	Upstream_CTCF	39
chr5	95525228	95525378	id-81220	1	+	NA	NONE	11
chr5	95592649	95592799	id-81221	3.65e-05	+	GTGCATTCATAAGACAGATGGCCCAGATGGCGCTG	UpstreamP1_CTCF	28
chr5	95593628	95593778	id-81222	1	+	NA	NONE	8
chr5	95663619	95663769	id-81223	1	+	NA	NONE	22
chr5	95672210	95672360	id-81224	9.62e-08	-	GTGCTCCTTCCAATGGGAACCTCTAGAGGGCAGTC	UpstreamP1_CTCF	40
chr5	95680564	95680714	id-81225	4.44e-06	+	GTGATATAATGACTTGTAGACACAAGGGGTCAGCA	UpstreamP1_CTCF	40
chr5	95717347	95717497	id-81226	1	+	NA	NONE	14
chr5	95768839	95768989	id-81227	1	+	NA	NONE	3
chr5	95770051	95770201	id-81228	1	+	NA	NONE	25
chr5	95775745	95775895	id-81229	7.84e-05	-	TTTGTCTCAGTGTCTGAGAACTGTAGGGGTCACTG	V_CTCF_BR	29
chr5	95852610	95852760	id-81230	5.7e-05	+	CCGACTGTTTCCAGTGTGCACACTAGGGTGAGCAA	Upstream_CTCF	15
chr5	95884702	95884852	id-81231	1	+	NA	NONE	14
chr5	95931312	95931462	id-81232	9.67e-08	-	CCTGAAATACTTTCTTTGGCCTCTAGGTGGCCTTC	Upstream_CTCF	39
chr5	95937539	95937689	id-81233	2.32e-08	-	GCTGCAGTTTTTAGTTAAGACACTAGGTGGCAGGT	Upstream_CTCF	40
chr5	95949826	95949976	id-81234	3.88e-06	+	ATGATTAAAGGTGAGAACTCCACCAGATGGCAGCA	V_CTCF_BR	39
chr5	95962776	95962926	id-81235	1	+	NA	NONE	10
chr5	95987771	95987921	id-81236	4.01e-05	+	TTTCACCAGAGCAGATCTTCCTGCAGTGGCCACTA	V_CTCF_BR	40
chr5	95998984	95999134	id-81237	4.51e-05	-	TCGGGCGCGCTCATACATACCACAAGAGGGTGAGT	Upstream_CTCF	24
chr5	96004592	96004742	id-81238	2.66e-05	+	GGAACCACAGCCAACCCATCCTGCAGGAGGTGCTA	V_CTCF_BR	7
chr5	96023688	96023838	id-81239	1	+	NA	NONE	39
chr5	96027174	96027324	id-81240	2.27e-06	+	CCAGACCCACTGGGGTTGCCCTGCAGAGGTCAGTC	V_CTCF_BR	7
chr5	96029623	96029773	id-81241	1	+	NA	NONE	5
chr5	96056227	96056377	id-81242	7.61e-08	+	CATGCAGTAATCTGTGCTGCCAACAGGGGCCAAGG	Upstream_CTCF	38
chr5	96064973	96065123	id-81243	4.14e-06	-	ATTGTAAACACTGCTATTGCCACAGGATGGCACCA	V_CTCF_BR	36
chr5	96070744	96070894	id-81244	1	+	NA	NONE	7
chr5	96088266	96088416	id-81245	1.38e-06	+	AAACCCATGCAGTATTCAGCCACTAGGTGGTGCTA	V_CTCF_BR	38
chr5	96143114	96143264	id-81246	6.51e-05	-	GGGTCTCCCCGCTGTTCGGCCGGCGGGAGCCTCCC	V_CTCF_BR	18
chr5	96143627	96143777	id-81247	2.5e-05	+	GAGCGGCGCTTCGGCCCGAGCCCTAGCGGCAGGCG	UpstreamP1_CTCF	36
chr5	96158884	96159034	id-81248	5.63e-06	-	ATGTGATCCCCTCCTCTTGACTGCAGGTGGCATCT	UpstreamP1_CTCF	6
chr5	96193298	96193448	id-81249	3.03e-05	-	GTAGCAATTCAGCATATAGGCTCTGGAGGCAGACT	Upstream_CTCF	13
chr5	96204699	96204849	id-81250	9.78e-09	+	TCTGCAGTTACACTTGTTACCACTAGATGAAGCTC	Upstream_CTCF	40
chr5	96232614	96232764	id-81251	1	+	NA	NONE	1
chr5	96237206	96237356	id-81252	1.1e-05	-	CACCCGTCTTGTTTAACCACCAGCAGGGGGATTCC	V_CTCF_BR	31
chr5	96270654	96270804	id-81253	1	+	NA	NONE	26
chr5	96271009	96271159	id-81254	1.28e-06	-	GCCCGCCCGCATCAGAGTGCCTCAGGAGGGCGGTG	V_CTCF_BR	16
chr5	96272132	96272282	id-81255	4.5e-06	+	TTGGCAGCTCAGGTTTGCCCCCGGAGGAGGCGGTG	Upstream_CTCF	23
chr5	96333081	96333231	id-81256	3.4e-06	+	AATGAGATACACAGTTTGACCACTTGGTGGTGCCC	Upstream_CTCF	36
chr5	96379290	96379440	id-81257	8.99e-05	-	ATTCCTGCTCTGATTACTGAGGCTAGAGGGCAGTC	V_CTCF_BR	1
chr5	96379894	96380044	id-81258	5.34e-06	+	CAGGGCAGCCGAATGCCTTCCAGGAGGAGGCAGTG	V_CTCF_BR	39
chr5	96382129	96382279	id-81259	1	+	NA	NONE	18
chr5	96397411	96397561	id-81260	5.13e-05	-	AACAGGGAGCCTGGCTCTCCCTGCTGGGGGAACAT	V_CTCF_BR	2
chr5	96478475	96478625	id-81261	4.51e-05	-	AGCGAGCTTCCCCAGCTAGCCTGTAGGTGGGTGTG	Upstream_CTCF	40
chr5	96497775	96497925	id-81262	6.98e-07	-	CACTTGCAGCGAAAAATGGCCACTAGATGGCAATA	V_CTCF_BR	40
chr5	96499085	96499235	id-81263	4.38e-08	-	CCATCAGTTTTCATGATGGACACTAGGTGGCACTA	Upstream_CTCF	40
chr5	96503588	96503738	id-81264	7.12e-06	+	CTGCATTTCCTTTGTGTAGCCACTGGCAGAAACCT	UpstreamP1_CTCF	0
chr5	96566861	96567011	id-81265	2.11e-06	+	GCTCTAGAAGGTCCTTGTTCCTCTAGGGGGCAGTG	V_CTCF_BR	40
chr5	96609313	96609463	id-81266	1	+	NA	NONE	12
chr5	96632908	96633058	id-81267	1	+	NA	NONE	40
chr5	96761335	96761485	id-81268	3.4e-06	+	CTCCCACTATCATCCCCAGCCTGCGGAGGGCAACC	V_CTCF_BR	39
chr5	96763057	96763207	id-81269	3.5e-05	+	GAGCAGAATTTCCTTGGAGACAGTAGAGGGAGTGC	UpstreamP1_CTCF	14
chr5	96869913	96870063	id-81270	2.11e-06	-	AAAAAAGAATCAGTTGTGTCCACCAGAGGTCACCC	V_CTCF_BR	40
chr5	96971010	96971160	id-81271	4.01e-05	+	GTCACAGTTGAGGAAGTGTCCACCAGGGGACTGAG	Upstream_CTCF	9
chr5	97061922	97062072	id-81272	4.65e-05	-	CCAGAGTCAACTGAAAGAGCCTCCAGTGGTCAAAG	V_CTCF_BR	25
chr5	97180628	97180778	id-81273	1.24e-05	+	CCATGTATAGAGAGGGCTGCCACGTGGAGGCGCAC	V_CTCF_BR	9
chr5	97321934	97322084	id-81274	4.43e-05	-	CTCATAGGGTCCTGCTTTGCCAGTAGGTGACACTG	V_CTCF_BR	22
chr5	97366100	97366250	id-81275	8.02e-05	-	GTGGCAGCACTCACCATCACCCCTAGTGGTGCATT	Upstream_CTCF	36
chr5	97422612	97422762	id-81276	1	+	NA	NONE	0
chr5	97447526	97447676	id-81277	1	+	NA	NONE	28
chr5	97457376	97457526	id-81278	2.1e-05	-	TTGCCATGAACTCTCACAGCCGCTAGGCTGCGCTG	UpstreamP1_CTCF	11
chr5	97493188	97493338	id-81279	1.64e-05	-	CTAGCACATCACAGGCCATCCACTAGTGGGATGAG	V_CTCF_BR	4
chr5	97552626	97552776	id-81280	8.5e-06	-	AAAGTGAGACCTAGAATGTCCAACAGGAGGCCCTG	Upstream_CTCF	10
chr5	97590032	97590182	id-81281	9.71e-06	-	TGGGCCTTCTTGAGGGTGGACAGTAGGAGGAGGAA	Upstream_CTCF	1
chr5	97611769	97611919	id-81282	1.77e-05	+	GCTGCTATTCTTCAAGAAACCACCAGGTTAAATGT	Upstream_CTCF	18
chr5	97645592	97645742	id-81283	4.43e-05	-	CACACAAGACAGAGCACTGCAAGCAGAGGGAGAGA	V_CTCF_BR	15
chr5	97685521	97685671	id-81284	3.28e-07	-	GGTCAGTGCCTCCTTTTCAGCACTAGATGGCACTT	UpstreamP1_CTCF	39
chr5	97736700	97736850	id-81285	1	+	NA	NONE	12
chr5	97742655	97742805	id-81286	1	+	NA	NONE	25
chr5	97760954	97761104	id-81287	8.59e-05	+	AGACCCTTTCTGCCAAGGGTCACTTGTTGGAGCTG	V_CTCF_BR	5
chr5	97790675	97790825	id-81288	1.24e-05	+	CCCTATCATAGCAAGATGGACAACAGAGGGTGCCC	V_CTCF_BR	27
chr5	97912499	97912649	id-81289	1	+	NA	NONE	25
chr5	97940940	97941090	id-81290	1.01e-05	+	AAAGAACTGAAACCGCTTACCAGCAGGTGGTATCA	Upstream_CTCF	1
chr5	98015959	98016109	id-81291	3.71e-05	-	GGGGTATTCTGCATATGGTCCAGCAGACGGCCTGA	Upstream_CTCF	1
chr5	98070472	98070622	id-81292	7.15e-05	+	GAGCTGAAAGTGTTTCTTGCAAAAAGGGGGCAGTA	V_CTCF_BR	28
chr5	98086503	98086653	id-81293	1.64e-07	-	CTTGCACTTCTCTCTCTTGCCATAAGGTGGAGAAG	Upstream_CTCF	39
chr5	98091114	98091264	id-81294	2.19e-05	+	TGGGATTACCCAGTATTGACCAGCAGCAGGAGTCA	UpstreamP1_CTCF	0
chr5	98103918	98104068	id-81295	4.01e-05	-	CTTACAGTTTCTCCGGCTAACGCTAGAGGCAGCAT	Upstream_CTCF	40
chr5	98104865	98105015	id-81296	4.7e-08	+	CGGAATGAGCCGGATAGCGCCGGCAGGGGGCAGTG	V_CTCF_BR	40
chr5	98105421	98105571	id-81297	1	+	NA	NONE	28
chr5	98107363	98107513	id-81298	1.5e-05	-	GGTGCTCTAGATTTTCCTATCAATAGAGGGCGTCC	Upstream_CTCF	39
chr5	98109496	98109646	id-81299	1.48e-05	-	GCGCAGCCAGTCCGCGGCGGCAGCAGCGGGGCGCA	UpstreamP1_CTCF	7
chr5	98132149	98132299	id-81300	1.67e-08	-	TCTGCAGCTCTCAGTTCTTCCAGCAGGTGTCCCTA	Upstream_CTCF	39
chr5	98162986	98163136	id-81301	2.47e-07	-	GTGTTTTTGACCATCTTAACCACCAGAGGGGAGTA	UpstreamP1_CTCF	40
chr5	98175591	98175741	id-81302	1.48e-06	+	CGATCTGAACTGCTTCCTGCCGACAGAGGGCACTG	V_CTCF_BR	32
chr5	98241688	98241838	id-81303	8.53e-09	+	TCTGTAATTTTCTAAAATGCCACCAGATGGAGGTA	Upstream_CTCF	38
chr5	98295688	98295838	id-81304	2.11e-06	+	CATGTCCAACACTACCTAGCCACTTGATGGCAGAG	V_CTCF_BR	0
chr5	98305225	98305375	id-81305	4.65e-05	+	CTTACAGATCACACTGAAACCACTGGATGGCTCTA	V_CTCF_BR	4
chr5	98366949	98367099	id-81306	5.65e-05	+	GTGTGCTGTGGAGAGATTTCCTATAGTGGGCAGAA	V_CTCF_BR	3
chr5	98368294	98368444	id-81307	1.48e-06	-	TCGCCCACAAGCTGGATGACCACTTGGTGGAGCTC	V_CTCF_BR	40
chr5	98396165	98396315	id-81308	1.99e-07	-	AAACACTAGGAGCATTTGTCCACAAGAGGGCGCCA	V_CTCF_BR	40
chr5	98440353	98440503	id-81309	5.41e-06	+	AAATCACTTCACAAAACAGCCAGCAGAGGTCCTCA	Upstream_CTCF	40
chr5	98477412	98477562	id-81310	1.93e-05	-	GTTACCAGGGTTCAGAGGGCCACCTGATGGTGATG	V_CTCF_BR	3
chr5	98505053	98505203	id-81311	8.21e-06	+	TCCAGCATTCCTTTGGAGAACAGAAGGTGGCACTC	V_CTCF_BR	27
chr5	98656272	98656422	id-81312	3.4e-06	-	CGAAGTCTCAGGCAAAATGCCAGCAGATGGCAATC	V_CTCF_BR	6
chr5	99051757	99051907	id-81313	4.71e-06	+	ACAGATGCACAAGTAACTACCAGTGGGGGGCGTCT	Upstream_CTCF	11
chr5	99214035	99214185	id-81314	1.06e-05	+	CCAGGATTGTCTACTCTCCCCAGTAGAGTGCAACA	Upstream_CTCF	2
chr5	99247777	99247927	id-81315	7.02e-05	+	CTGTCTTAGCTACTTCCTGCTGACAGGGGGCATTG	UpstreamP1_CTCF	11
chr5	99604901	99605051	id-81316	1	+	NA	NONE	8
chr5	99647641	99647791	id-81317	6.19e-06	-	TAGTTTTTCTTGATACTGGACAGCAGATGGGGGTG	UpstreamP1_CTCF	14
chr5	99766108	99766258	id-81318	5.01e-06	+	CATTGCCAGTTAGGCTCTGCCAATAGGTGGAGCTA	V_CTCF_BR	40
chr5	99814905	99815055	id-81319	8.21e-06	+	TGTAAACCTTTCTCCCTTGACAGTAGAGGGTGCTA	V_CTCF_BR	39
chr5	99842131	99842281	id-81320	1	+	NA	NONE	24
chr5	99853021	99853171	id-81321	1	+	NA	NONE	6
chr5	99854217	99854367	id-81322	1	+	NA	NONE	14
chr5	99856196	99856346	id-81323	6.46e-07	-	TGTGTTGATTGGGCTCCTGCCAGGAGGTGGCGCTT	V_CTCF_BR	27
chr5	99959554	99959704	id-81324	8.21e-05	+	AGAAAGCTGCTACTTTAAGCCACTAGGAGTCACAA	V_CTCF_BR	39
chr5	100033781	100033931	id-81325	7.62e-07	+	TCAGCAATGCAGCTGACTAAGGCCAGGGGGCACTA	Upstream_CTCF	36
chr5	100042667	100042817	id-81326	1	+	NA	NONE	32
chr5	100110577	100110727	id-81327	8.17e-10	+	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr5	100125874	100126024	id-81328	1	+	NA	NONE	26
chr5	100176229	100176379	id-81329	1	+	NA	NONE	7
chr5	100235997	100236147	id-81330	1	+	NA	NONE	27
chr5	100263558	100263708	id-81331	2.15e-05	+	TTATTACTCATAAGTCCTCCCAGTAGAGGGCAGGT	V_CTCF_BR	2
chr5	100348725	100348875	id-81332	9.41e-05	-	ATCTCAGCCTGACACTCTATCCCTAGGTGGAGCTC	V_CTCF_BR	13
chr5	100381527	100381677	id-81333	2.1e-05	-	ATAGTAGGAAACATTAAGAACAGAAGGTGGCAGGG	Upstream_CTCF	15
chr5	100645204	100645354	id-81334	9.66e-05	+	CAAATTATTCCAGATTTGACCAGCAGAGGACCACT	Upstream_CTCF	6
chr5	100682727	100682877	id-81335	3.28e-07	-	CTGTAGGTCCCTGGATGGCCCACTGGATGGCATGT	UpstreamP1_CTCF	9
chr5	100683540	100683690	id-81336	1	+	NA	NONE	6
chr5	100726155	100726305	id-81337	3.63e-06	-	ATTTGGAATGTGAATGCAACCACTAGATGGTGCCA	V_CTCF_BR	38
chr5	100870551	100870701	id-81338	1	+	NA	NONE	3
chr5	100926228	100926378	id-81339	2.6e-06	-	TTTGGTACTATTCTTGTTACCACCAGGTGGTGGTG	V_CTCF_BR	36
chr5	100977671	100977821	id-81340	1	+	NA	NONE	12
chr5	101014422	101014572	id-81341	3.63e-08	-	GAGGTAGTACTGCATTTTGCCCCTAGGTGGCAGAA	Upstream_CTCF	40
chr5	101064753	101064903	id-81342	1.41e-05	+	AAGTAATGAGTACTCTCTCACTCTAGAGGGCAGGA	UpstreamP1_CTCF	24
chr5	101278038	101278188	id-81343	1.73e-06	+	ATGTAGTTTGGGCTGCGATCCAATAGATGGCACTT	UpstreamP1_CTCF	36
chr5	101313567	101313717	id-81344	8.13e-06	-	GTTTGAATTTGAAATATCACCACTAGATGGTGCTC	Upstream_CTCF	39
chr5	101426597	101426747	id-81345	6.05e-06	-	TTGGGGGTATGCATATAGACCACTGGGGGGAGCCC	V_CTCF_BR	29
chr5	101489133	101489283	id-81346	1.97e-06	-	CCTCTTTTACCCATTGCAGCCACAAGATGGCAATG	V_CTCF_BR	33
chr5	101559644	101559794	id-81347	2.81e-08	-	ATTGCAATTTCTATTTTTACCAGAAGGTGGTGGTG	Upstream_CTCF	37
chr5	101631957	101632107	id-81348	1.55e-05	-	ACGGGGGCGCTGTCACCTGCCTGTGGGAGGAGCCA	V_CTCF_BR	32
chr5	101757472	101757622	id-81349	1.59e-06	+	CCTGACTGGAAGACACCTCCCAGCAGGGGTCAGCA	V_CTCF_BR	14
chr5	101769912	101770062	id-81350	1	+	NA	NONE	6
chr5	101786066	101786216	id-81351	1.34e-06	+	TTGAAGTTTGGGCTGCAATCCAGTAGATGGCACTT	UpstreamP1_CTCF	25
chr5	101842723	101842873	id-81352	1.04e-05	-	TAAGAATAAAAGTATATGCCCTCTAGATGGCAGCA	V_CTCF_BR	30
chr5	101872152	101872302	id-81353	3.63e-05	+	AACATTTATCTTCATATATACACTAGGTGGAGCCA	V_CTCF_BR	36
chr5	101881045	101881195	id-81354	4.1e-06	-	GCTGGCCTACAGTCTCAAGGCAGTAGGGGGTGCAG	Upstream_CTCF	40
chr5	101890556	101890706	id-81355	7.27e-06	-	TACCCAGACATCCCTTCACCCTCCAGGTGGTGCTA	V_CTCF_BR	28
chr5	101897972	101898122	id-81356	4.94e-06	-	AGGTGTCTGCCTCCTGTTGCCACTAGACGGCGCTG	Upstream_CTCF	40
chr5	101919501	101919651	id-81357	1	+	NA	NONE	18
chr5	102006045	102006195	id-81358	1.2e-08	-	ACTGTGATGACCGTCATGGCCAGTAGAGGGCAGGA	Upstream_CTCF	40
chr5	102017212	102017362	id-81359	2.6e-06	+	GCTTAACAGTTTTTGGCCACCAATAGGGGGCAGCA	V_CTCF_BR	40
chr5	102037586	102037736	id-81360	1	+	NA	NONE	1
chr5	102067494	102067644	id-81361	9.84e-06	+	CGGTATTTGGAGGCCCCTATCACTAGATGGAACTC	UpstreamP1_CTCF	1
chr5	102071065	102071215	id-81362	1	+	NA	NONE	3
chr5	102116306	102116456	id-81363	1.17e-05	+	AACCAGATTTCTGAATCTCACACTAGGGGGCAGTA	V_CTCF_BR	40
chr5	102128561	102128711	id-81364	1.93e-05	-	ACTTGATCAACACTAGACTCCACTAGGAGGCACTC	Upstream_CTCF	38
chr5	102155560	102155710	id-81365	3.11e-05	+	GCCATCTGCCTTCAGTCTGCCTAGAGAGGGTGGTC	V_CTCF_BR	1
chr5	102189332	102189482	id-81366	1	+	NA	NONE	5
chr5	102202154	102202304	id-81367	1	+	NA	NONE	5
chr5	102307523	102307673	id-81368	5.9e-06	-	TTGTTACATGAGAGAGAGACCACTAGATGGCTATC	UpstreamP1_CTCF	38
chr5	102309996	102310146	id-81369	8.02e-05	+	ACTAGTATCTACCTTGAGGCCACCAGAGAGCAGAG	Upstream_CTCF	5
chr5	102367491	102367641	id-81370	3.81e-05	+	ACTTAGGTGCATAGAAAGGCCACTAGTGGCCTCCC	V_CTCF_BR	40
chr5	102373484	102373634	id-81371	1.56e-06	+	CTGCAATTGCTTCTTGCTGCCTCATGATGTCACTG	UpstreamP1_CTCF	18
chr5	102376900	102377050	id-81372	1.39e-05	-	AAATGTTTTATTAAGTTTACCACCAGATGTCAGTC	V_CTCF_BR	36
chr5	102398267	102398417	id-81373	8.33e-05	+	ACTGTAGTTCCCATAGTCTCCACATGTCATTGGAG	Upstream_CTCF	6
chr5	102475097	102475247	id-81374	4.85e-07	-	GGTCACTGCAGCTGTATTAGCACTAGGGGGCGCCC	UpstreamP1_CTCF	39
chr5	102513984	102514134	id-81375	6.04e-07	-	CTGCAGTATCAGATGTAGTACTATAGGTGGCAGAA	UpstreamP1_CTCF	9
chr5	102558900	102559050	id-81376	4.31e-05	+	TGGCTGGTGGAGCATGAGCGCCCCAGATGGCAGAT	UpstreamP1_CTCF	2
chr5	102560407	102560557	id-81377	2.33e-07	-	GTGTAATTCAGGCTGCAGTCCAGTAGATGGTGCTT	UpstreamP1_CTCF	40
chr5	102568222	102568372	id-81378	2.31e-07	+	CTTGCAATTCATATATCTAACACCAGATGACAGTG	Upstream_CTCF	40
chr5	102591998	102592148	id-81379	1.84e-05	-	CAGAAACTAGCAACTGCGACCTCTAGCTGGAGAAA	UpstreamP1_CTCF	36
chr5	102594070	102594220	id-81380	1.04e-05	+	AGCCGGAGTGTTCCCAGGTCCGCAAGTTGGAGCTC	V_CTCF_BR	29
chr5	102594918	102595068	id-81381	3.5e-05	+	GTGCAGCGCGTGTGAGTGTGCGGGGGCGTGCGCCC	UpstreamP1_CTCF	10
chr5	102595503	102595653	id-81382	1	+	NA	NONE	26
chr5	102631687	102631837	id-81383	8.81e-07	-	GGCTGGGTCTAACCAGAGGACACCAGGGGGCAGCT	V_CTCF_BR	6
chr5	102711082	102711232	id-81384	3.16e-06	-	TTGACATCCCAGCCTCTGGCCGCTAGGTGACACAG	UpstreamP1_CTCF	32
chr5	102721531	102721681	id-81385	8.9e-05	-	GGGCAGTGTTGAGTGCAGCAAAGCAGCTGTAGCCA	UpstreamP1_CTCF	23
chr5	102728890	102729040	id-81386	1.61e-05	+	CTGTAGGTCTGCTTCATGCCCTTTTGATGGCAGGA	UpstreamP1_CTCF	23
chr5	102743003	102743153	id-81387	1	+	NA	NONE	12
chr5	102777357	102777507	id-81388	1	+	NA	NONE	34
chr5	102800599	102800749	id-81389	1	+	NA	NONE	32
chr5	102810501	102810651	id-81390	3.45e-05	-	AAACAGCTAAAACAAAGGACCTGAAGAGGGAGCAT	V_CTCF_BR	18
chr5	102811458	102811608	id-81391	9.11e-08	-	TTTGTAATTTAAGAGATGCCCAGTAGATGGAGCAG	Upstream_CTCF	39
chr5	102811837	102811987	id-81392	1	+	NA	NONE	12
chr5	102823007	102823157	id-81393	2.27e-05	-	GTAAGCAAAAGGAAAACGACCTCAAGGGGCAGCCC	V_CTCF_BR	11
chr5	102841347	102841497	id-81394	1	+	NA	NONE	7
chr5	102855370	102855520	id-81395	1.22e-07	-	GAAGCAATTGACCAGTGGGCCAGAAGGAGGCAGCA	Upstream_CTCF	36
chr5	102858391	102858541	id-81396	1	+	NA	NONE	5
chr5	102918178	102918328	id-81397	2.78e-06	+	GGAAAATGATTTAGAGTCAACAGCAGGTGGCAGTG	V_CTCF_BR	40
chr5	102922974	102923124	id-81398	2.19e-05	+	AAAGAAAATCCTAAAATGACCATTAGAGGGTGCAA	Upstream_CTCF	38
chr5	102941080	102941230	id-81399	7.6e-05	-	CAACACTGCCCCCATGCTACCACCAGAACACAACC	UpstreamP1_CTCF	2
chr5	102983913	102984063	id-81400	8.19e-06	-	ATGCAACAACTGCTTCCGGCCTCTAGGGTTCTCCT	UpstreamP1_CTCF	29
chr5	103074120	103074270	id-81401	9.41e-05	+	GGAGACGGAGCTTGCAGTGAGCCTAGGTGGCGCCA	V_CTCF_BR	9
chr5	103124050	103124200	id-81402	7.73e-06	+	AACTTGGCTTAGCTTGCTGCCTGTAGGGGGCATGC	V_CTCF_BR	16
chr5	103144290	103144440	id-81403	1.96e-07	+	GGGCACTTACAGAGGCCAGCCACTAGATGCTGCTA	UpstreamP1_CTCF	39
chr5	103165399	103165549	id-81404	2.38e-07	+	AAAATTCTATGCGCTGCAGCCTCGAGGGGGCGCTC	V_CTCF_BR	37
chr5	103278395	103278545	id-81405	4.43e-05	+	TGTATGATATTTCTACACACCACTAGAGGCCACAC	V_CTCF_BR	24
chr5	103309479	103309629	id-81406	6.34e-08	-	AGTGCAATGCCACTATAGTCCTCCAGGTGGACACT	Upstream_CTCF	36
chr5	103385617	103385767	id-81407	1	+	NA	NONE	1
chr5	103398868	103399018	id-81408	1	+	NA	NONE	3
chr5	103499720	103499870	id-81409	3.28e-05	-	CAGTCAAAGTACATAGTTTGCACCAGGGGTCACTA	V_CTCF_BR	2
chr5	103514920	103515070	id-81410	2.43e-06	-	CATGGAGATTATCTCGATGCCACTAGGTGGTGCTG	Upstream_CTCF	39
chr5	103682934	103683084	id-81411	1	+	NA	NONE	29
chr5	103748710	103748860	id-81412	1.12e-09	-	GTGCTGTTCAAAGTGCAGGCCAGTAGGTGGCACTT	UpstreamP1_CTCF	39
chr5	103767695	103767845	id-81413	1	+	NA	NONE	2
chr5	104069877	104070027	id-81414	4.41e-06	+	TGAAACAGATTTTGGATATCCTGTAGGGGGCAGTG	V_CTCF_BR	13
chr5	104072279	104072429	id-81415	1.73e-05	+	AAGAGAGATCAGTGAACATCCTGTAGATGGAGCAG	V_CTCF_BR	2
chr5	104136272	104136422	id-81416	9.51e-07	-	TGCCCAACCAATCTGTTGTCCGGTAGGTGGCACTG	V_CTCF_BR	32
chr5	104168779	104168929	id-81417	8.19e-06	+	CTGCCATGTGAAGATTCAGCCAGAACATGGCTGTC	UpstreamP1_CTCF	1
chr5	104471352	104471502	id-81418	3.24e-06	-	TATGTTCTATCCTCTATGCCCACCAGGGTACAGTA	Upstream_CTCF	2
chr5	104640703	104640853	id-81419	5.7e-05	+	ATTGCACTTCTCATAATGCCCTCTAGGCTCATTCA	Upstream_CTCF	16
chr5	104842511	104842661	id-81420	1.82e-06	+	TGGCTGCTCCTGCCCACAGCCACTAGGTGTCCCAT	UpstreamP1_CTCF	36
chr5	104974929	104975079	id-81421	3.91e-06	-	TAGGCAGCTGCAGTTGTGTCCAGTAGGGTGGGGCT	Upstream_CTCF	2
chr5	104980350	104980500	id-81422	1	+	NA	NONE	12
chr5	105025024	105025174	id-81423	6.49e-06	-	TTAGCAATACTGTGTGGTACCAGCTGCGGGAGATA	Upstream_CTCF	6
chr5	105088682	105088832	id-81424	1.77e-05	+	ACTGTTATGGAGAGAACCACCAATAGGGGCTCCAA	Upstream_CTCF	11
chr5	105203873	105204023	id-81425	3.31e-06	+	ATGTAGTACACTACCTTTTCCCCTAGGAGTAGCTG	UpstreamP1_CTCF	14
chr5	105213411	105213561	id-81426	2.8e-05	+	TCTGTCCTTAGCACAACTTCCTCTAGGTAGTGCTA	Upstream_CTCF	21
chr5	105214226	105214376	id-81427	1.72e-06	-	ACTGGCATGCCAGATAAAACCACTGGGGGGAAAAG	Upstream_CTCF	9
chr5	105339938	105340088	id-81428	4.7e-06	-	CCTGACAGGGAGACAGCTCCCAGCAGGGGTCGACA	V_CTCF_BR	11
chr5	105454637	105454787	id-81429	9.25e-06	+	ATCTGTCTATCCAAATGGTCCACCAGGTGTCAGAA	V_CTCF_BR	8
chr5	105457829	105457979	id-81430	2.17e-09	-	GCACACTTCCCCTTGCCGGCCACTAGAGGGCAGTG	V_CTCF_BR	40
chr5	105463357	105463507	id-81431	1	+	NA	NONE	8
chr5	105605057	105605207	id-81432	5.01e-06	+	TCTTAGATGGCATCTTCTTCCACTAGAGGGCAGTT	V_CTCF_BR	39
chr5	105790490	105790640	id-81433	3.09e-05	+	CTGCTATGGTGTGAAAGCTCAGAAAGAGGGCGCTG	UpstreamP1_CTCF	39
chr5	105975267	105975417	id-81434	5.13e-05	-	AAAAAATCATAATTTTGGGACGCTAGGGGGCAATA	V_CTCF_BR	5
chr5	106035033	106035183	id-81435	5.68e-06	-	GAGTCCCTGAGCTGTGGCACAAGCAGGGGGCGCTT	V_CTCF_BR	23
chr5	106087044	106087194	id-81436	1	+	NA	NONE	1
chr5	106179598	106179748	id-81437	1.34e-06	+	CTTGCAATTCCAAATTTAGCCACTAAATGACAGCA	Upstream_CTCF	35
chr5	106211602	106211752	id-81438	1.95e-07	-	GGTGAAATACCAGAAACTGTCAGTAGATGGCAGTC	Upstream_CTCF	40
chr5	106403186	106403336	id-81439	6.43e-06	+	TGGGAGCACTGAGATTCAGCCAAGAGTTGGCGCTG	V_CTCF_BR	7
chr5	106440477	106440627	id-81440	1.06e-05	+	GGATCATTTACCATTCTAGCCGCCAGATGACACTG	Upstream_CTCF	26
chr5	106493685	106493835	id-81441	2.86e-06	-	CTGTCCAGCCTCCCAGGTTCCAGCAGGGGGAAAAG	UpstreamP1_CTCF	2
chr5	106583887	106584037	id-81442	1.15e-07	-	AGCTGCAACGGTGGTCCATCCACTAGGGGGCAGTA	V_CTCF_BR	39
chr5	106593759	106593909	id-81443	1	+	NA	NONE	6
chr5	106604427	106604577	id-81444	8.99e-05	-	GTAACTGACAGAGTTCCCAGCACTAGTAGGCAGTA	V_CTCF_BR	20
chr5	106642401	106642551	id-81445	5.98e-05	+	TTGTATCATCTATTAATGGCCACTAGAGATCATCC	UpstreamP1_CTCF	7
chr5	106688413	106688563	id-81446	1.54e-05	-	GGGCAGAACTCAGCTGGCACCCACAGAGGGAGCAC	UpstreamP1_CTCF	14
chr5	106695661	106695811	id-81447	2.04e-05	-	ATGACTAGGCAAGAAGGCTCCACGTGGGGGCACCT	V_CTCF_BR	18
chr5	106701173	106701323	id-81448	8.13e-06	-	CCTGCAGTGCCTCCTCAGGCAATTAGAAGCAGAGC	Upstream_CTCF	7
chr5	106706362	106706512	id-81449	1	+	NA	NONE	5
chr5	106716972	106717122	id-81450	1.93e-05	+	TGTTTGTGCCGCGTTCTCGCCGCGGGATGGCTCGG	V_CTCF_BR	15
chr5	106724853	106725003	id-81451	1	+	NA	NONE	25
chr5	106804873	106805023	id-81452	1	+	NA	NONE	9
chr5	106859124	106859274	id-81453	5.51e-07	+	GCTCTGGCTCACAAGGGGGCCAGCAGGTGGAGAGC	V_CTCF_BR	4
chr5	106878123	106878273	id-81454	1	+	NA	NONE	4
chr5	106906950	106907100	id-81455	1	+	NA	NONE	14
chr5	106907820	106907970	id-81456	1.96e-08	-	GCGGAGTTCAGCACCGCGGCCAGCAGGGGGCGTAC	V_CTCF_BR	40
chr5	106943851	106944001	id-81457	1	+	NA	NONE	16
chr5	107004570	107004720	id-81458	1	+	NA	NONE	21
chr5	107008408	107008558	id-81459	4.41e-06	-	GTGGCTGCCGGGCTCCGGCGCAGGAGAGGGCGCCT	V_CTCF_BR	12
chr5	107009461	107009611	id-81460	5.67e-06	-	GGTGCGGATTGCAGGCCCACCACTGGAGGGCGTCT	Upstream_CTCF	40
chr5	107034181	107034331	id-81461	1	+	NA	NONE	5
chr5	107132608	107132758	id-81462	3.56e-05	-	CACTTTATACCAGATATAGCCAGTAGATGGCCAGT	Upstream_CTCF	31
chr5	107156132	107156282	id-81463	6.23e-05	-	ATGTAATGGAGCCGTGACTCCACTAGGGAAGGGAG	UpstreamP1_CTCF	7
chr5	107167439	107167589	id-81464	2.96e-05	+	AAGCAGCGTCGGTGGGGGGCGCCTAGAAGGTAGCC	UpstreamP1_CTCF	7
chr5	107190975	107191125	id-81465	1	+	NA	NONE	20
chr5	107211728	107211878	id-81466	2.8e-05	-	GGAGGTTTTTTCTTCTTGGCCAGTAGAGGCGCCTG	Upstream_CTCF	30
chr5	107287114	107287264	id-81467	1.29e-05	-	GTGCATTGCAGCACCAGGCCCACTAGGCCCTGCCA	UpstreamP1_CTCF	1
chr5	107415640	107415790	id-81468	1	+	NA	NONE	16
chr5	107428965	107429115	id-81469	3.45e-05	-	GACTGAGTTTTCTTATAGAACTCAAGGGGGCAGTA	V_CTCF_BR	38
chr5	107484450	107484600	id-81470	1.15e-06	+	TATGTAATTCTGATGGCTGCCACTAAGTGGCAGTT	Upstream_CTCF	40
chr5	107567221	107567371	id-81471	1	+	NA	NONE	2
chr5	107596383	107596533	id-81472	3.33e-09	+	GGAGCAGAGGAGGCAATGGCCACTAGATGGCACCA	V_CTCF_BR	40
chr5	107614665	107614815	id-81473	1.09e-07	-	GTGCAGGCTGGCTTCCAGGCCAGCAGGTGGTGCTT	UpstreamP1_CTCF	18
chr5	107681390	107681540	id-81474	1	+	NA	NONE	30
chr5	107787073	107787223	id-81475	3.42e-05	+	TATGTGATAAACTTATTGATCACCAGATGTCACTC	Upstream_CTCF	16
chr5	107817160	107817310	id-81476	2.27e-06	+	CATTTTTGTACTCTAGAAGCCTCCAGATGGCAGCA	V_CTCF_BR	39
chr5	107857660	107857810	id-81477	6.34e-08	+	TGTGCCATACCGTTAGTAGCCAGGAGAGGTCACCA	Upstream_CTCF	39
chr5	107912963	107913113	id-81478	2.53e-05	+	CCTCTTGGGCCTTTTCTGTCCTACAGGGGGAGACC	V_CTCF_BR	12
chr5	107915074	107915224	id-81479	8.81e-07	-	GCCCTGCCCTTTCGACTGGCCGAGAGAGGGCACTC	V_CTCF_BR	6
chr5	107953535	107953685	id-81480	3.11e-05	+	TGTCTCCCTCACCAGGTAGCCAGGAGAAGGAGAGC	V_CTCF_BR	11
chr5	107954055	107954205	id-81481	1	+	NA	NONE	2
chr5	107978111	107978261	id-81482	4.34e-07	+	CAGCATCTTTGGCCTTTGCCCACTAGATGTCAGTA	UpstreamP1_CTCF	40
chr5	107991616	107991766	id-81483	1	+	NA	NONE	7
chr5	108017112	108017262	id-81484	2.55e-06	+	TTTGCAGTACAGACTTCATAGGCTAGAGGGCACAA	Upstream_CTCF	40
chr5	108084673	108084823	id-81485	9.31e-05	+	GGCGCTGTTGCCCGGGGCAACGCGGGGGGAGGGGG	Upstream_CTCF	32
chr5	108085292	108085442	id-81486	1	+	NA	NONE	19
chr5	108255754	108255904	id-81487	6.46e-07	+	ACCTGAAGGTAAGAAATTACCAGCAGGTGGAGCTC	V_CTCF_BR	28
chr5	108260154	108260304	id-81488	5.65e-05	+	TGACTAGTATACTTCCATGCCAACAGGGGGAGATA	V_CTCF_BR	36
chr5	108431088	108431238	id-81489	4.68e-07	-	GCACAGAAAGGGAGATTAGCCAGGAGAGGGCTCTA	V_CTCF_BR	4
chr5	108451811	108451961	id-81490	2.15e-05	+	GCTCTAATGGTAGCAGTGTCCCGAAGAGGTCGCCA	V_CTCF_BR	1
chr5	108477627	108477777	id-81491	7.61e-08	+	CCTGTTCTTCCCAGTGTGGCCACCAGAGTGTGGAT	Upstream_CTCF	30
chr5	108626891	108627041	id-81492	1.75e-07	+	GTGCAACAGTAAACAGTCTCCAGCAGGGGCCCCCT	UpstreamP1_CTCF	11
chr5	108640132	108640282	id-81493	2.15e-05	+	CACATGACACACTTCAGGAGCAGCAGAGGGAGATA	V_CTCF_BR	12
chr5	108710417	108710567	id-81494	5.92e-05	+	TGCTATAAGTAAGGAACAGACAGTAGATGGCATGC	V_CTCF_BR	19
chr5	108734983	108735133	id-81495	2.97e-06	-	GTTTCTTGATGCTGACTAGCCTGGAGATGGAGGCA	V_CTCF_BR	4
chr5	108745956	108746106	id-81496	1.09e-06	+	CCTGCAGTACTGCGACGTTTGGGGAGGGGGCGGAG	Upstream_CTCF	35
chr5	108774599	108774749	id-81497	9.84e-05	-	GTGAGAGAGCACCTTTTCAACAAAAGAGGGTGCTG	V_CTCF_BR	39
chr5	108804610	108804760	id-81498	6.49e-06	-	ACAGTGCTGTTAGGAAGCACCAGTAGATGTCACTG	Upstream_CTCF	40
chr5	108815079	108815229	id-81499	9.71e-06	-	TATTTAGAACTTCAAACTGCCACTAGATGGTGTCA	Upstream_CTCF	35
chr5	108916030	108916180	id-81500	4.41e-06	+	ACTGAGTTGCTTCATCGTACCTCCTGAGGGCAGCA	V_CTCF_BR	6
chr5	108925834	108925984	id-81501	1.93e-05	+	CCTGATGGGAGAGAAGGCAACAAAAGGGGGCACTA	V_CTCF_BR	16
chr5	109004539	109004689	id-81502	1	+	NA	NONE	5
chr5	109023297	109023447	id-81503	2.04e-05	+	GCAAGGCTAGTCTCTTTAGACACTGGAGGGCAACC	V_CTCF_BR	7
chr5	109024399	109024549	id-81504	1.38e-06	-	TTCTGGGACTGAAGCTTTATCAGCAGAGGGCGCTG	V_CTCF_BR	39
chr5	109025068	109025218	id-81505	7.62e-07	-	CCAGCACCGCCCGCCACGAGCAGGAGGAGACAGCG	Upstream_CTCF	25
chr5	109025960	109026110	id-81506	1	+	NA	NONE	27
chr5	109026831	109026981	id-81507	1	+	NA	NONE	40
chr5	109055824	109055974	id-81508	1	+	NA	NONE	4
chr5	109155698	109155848	id-81509	6.8e-06	+	TTGCTGCTCACATGTATAGTCTGTGGGTGGCGCTA	UpstreamP1_CTCF	18
chr5	109179978	109180128	id-81510	2.91e-05	-	GTTGTTGCTACCCCGATTCCCCACTGGTGGAGCTA	Upstream_CTCF	34
chr5	109295472	109295622	id-81511	9.27e-07	+	CTGCAGTTCAAGTGAGCTGACGATAGGGGCAAGTG	UpstreamP1_CTCF	34
chr5	109342061	109342211	id-81512	1.34e-06	-	CCTGAAGGGGAGACACCTTCCAGCAGGGGTCAACA	Upstream_CTCF	5
chr5	109375987	109376137	id-81513	3.18e-06	-	GTAACAACACACACTATGGCCAGTAGGAGGAGCTG	V_CTCF_BR	38
chr5	109380959	109381109	id-81514	8.97e-05	+	CTTCTTATTCTTTCTTTAGCCACTAGGCAGCAGTA	Upstream_CTCF	32
chr5	109390124	109390274	id-81515	5.92e-05	-	CCAGCCATTCATCCAGGCACCATAAGACAGCAGTA	Upstream_CTCF	27
chr5	109429283	109429433	id-81516	6.21e-05	+	TGTATGTGCAACTCCTCAGCTGCTGGAGGGCACTA	V_CTCF_BR	6
chr5	109603529	109603679	id-81517	1.15e-06	+	TGAGCAATCCCAAAAAGCACCACTAGAAGGACATT	Upstream_CTCF	17
chr5	109624626	109624776	id-81518	1	+	NA	NONE	5
chr5	109669200	109669350	id-81519	2.53e-05	-	ATATGCTCTAAATGAACGACCACTGGAAGGCGCTA	V_CTCF_BR	29
chr5	109679439	109679589	id-81520	1	+	NA	NONE	5
chr5	109750210	109750360	id-81521	2.78e-06	-	TGGCCTGGCTACAAGAAAACCAGCAGAGGGAGCCT	V_CTCF_BR	37
chr5	109776861	109777011	id-81522	5.34e-06	+	CAATAGCTCTGGCCTCTGCCCACTAGATGTCAGTA	V_CTCF_BR	36
chr5	109783007	109783157	id-81523	3.11e-05	-	AAGCCCCTACTTAGATGTGCAGCTAGGTGGCACAG	V_CTCF_BR	13
chr5	109832120	109832270	id-81524	1	+	NA	NONE	5
chr5	109926033	109926183	id-81525	1.56e-06	-	ATGTAATACCACTGATCTGACAGGAGGTGGAGTTC	UpstreamP1_CTCF	39
chr5	109956361	109956511	id-81526	2.43e-06	-	AATGTTCTACTGCCAAAGGCCACTAGGAGCACATC	Upstream_CTCF	8
chr5	109961213	109961363	id-81527	3.09e-06	-	CGTCTAGTATTCTATTATACCACCAGGGGGCATAC	Upstream_CTCF	33
chr5	110052076	110052226	id-81528	7.07e-08	-	CTGTCACTGTCTCCCATCGCCACCAGATGGAACTG	V_CTCF_BR	19
chr5	110062757	110062907	id-81529	6.73e-07	+	ATGTTCTGCTATGTACTAAACACCAGAGGGCGAAT	UpstreamP1_CTCF	29
chr5	110092943	110093093	id-81530	7.78e-06	+	CTTGTGTTACTATTCCTAACCACATGGTGGCGCTT	Upstream_CTCF	40
chr5	110103966	110104116	id-81531	1	+	NA	NONE	5
chr5	110126448	110126598	id-81532	7.91e-05	+	CAGTATTTTCAGCTCTCTGCCTAAAGAGGGAGTTT	UpstreamP1_CTCF	30
chr5	110139845	110139995	id-81533	5.65e-05	+	CCAAATGCCTGCATTTCTGCCTGAAGGTGGATCAT	V_CTCF_BR	4
chr5	110189174	110189324	id-81534	6.23e-05	-	GTGCCGTGTCTCAAGCCAAACAGTAGGAGTACTAG	UpstreamP1_CTCF	6
chr5	110201526	110201676	id-81535	8.61e-08	-	ATATTCCCTATAGGCTCAGCCAGTAGGGGGCACAA	V_CTCF_BR	40
chr5	110309336	110309486	id-81536	4.1e-06	-	AGAGAAGTCTGAGGAGGGACCCCTAGGGGGAGTTA	Upstream_CTCF	8
chr5	110380011	110380161	id-81537	5.74e-05	-	CTGTTAGGAACTGAGCTGCACAGCAGGAGGTGTGT	UpstreamP1_CTCF	5
chr5	110399558	110399708	id-81538	1.73e-05	-	AGATAGACAGAACTGCCTACCACTAGGTGTCTCAG	V_CTCF_BR	39
chr5	110406460	110406610	id-81539	2.01e-05	-	CTGTCCTGAGCTCAGCTCTCCCGGAGGCGGCGCAC	UpstreamP1_CTCF	18
chr5	110408820	110408970	id-81540	1.03e-06	-	AGCGCGGAGGCGCCGGACCCCAGCAGGTGGTGCCC	V_CTCF_BR	27
chr5	110428201	110428351	id-81541	1	+	NA	NONE	11
chr5	110478727	110478877	id-81542	1	+	NA	NONE	13
chr5	110480106	110480256	id-81543	1.1e-05	-	GTAGAAAGTAGAATAGTGGCCACCAGAGGCTGGGA	V_CTCF_BR	14
chr5	110493932	110494082	id-81544	3.42e-09	+	GCTGCAATACCACATTGTGCCAGTAGATGACGACA	Upstream_CTCF	40
chr5	110495686	110495836	id-81545	1	+	NA	NONE	18
chr5	110505105	110505255	id-81546	5.55e-07	+	TCTGCATTTCCTGCAATCTCCCATAGGGAGCTCAG	Upstream_CTCF	12
chr5	110559884	110560034	id-81547	2.47e-07	+	CAGCGGTGCAGCTAGTCTCCCTCCAGCGGGCGGCG	UpstreamP1_CTCF	33
chr5	110582235	110582385	id-81548	1	+	NA	NONE	1
chr5	110614652	110614802	id-81549	1.19e-06	-	CCACTCATACTAAGGCCGTGCTCCAGGGGGCGCCC	V_CTCF_BR	40
chr5	110722365	110722515	id-81550	1	+	NA	NONE	2
chr5	110725206	110725356	id-81551	1	+	NA	NONE	13
chr5	110737808	110737958	id-81552	3.4e-06	-	GGCTCTCCATTTGGATCTGCCACGAGAGGGCATGA	V_CTCF_BR	26
chr5	110763617	110763767	id-81553	3.42e-05	+	ACAGTCATACCAGTGGTGGCCACAGGGGTGCTTGT	Upstream_CTCF	9
chr5	110797182	110797332	id-81554	3.56e-06	-	AATGCACTTGAGGCAGCTGCCTATGGGCGGCAGCA	Upstream_CTCF	39
chr5	110805718	110805868	id-81555	7.31e-05	-	CTGCTATTGCCTATTTTTGTCTCTAGGAGATGTTC	UpstreamP1_CTCF	28
chr5	110814093	110814243	id-81556	2.1e-05	-	CATTTAGAGATACTTCATCCCACCAGGGGGAGATA	Upstream_CTCF	27
chr5	110861227	110861377	id-81557	1	+	NA	NONE	0
chr5	110867537	110867687	id-81558	2.74e-08	+	TTGCAAAGCCCAATTTCGGCCACTAGGTGGCTATA	UpstreamP1_CTCF	40
chr5	110886344	110886494	id-81559	2.6e-06	+	AAGATAATTAATAAGATCCCCACAAGAGGGCGCCC	V_CTCF_BR	40
chr5	110950856	110951006	id-81560	2.62e-07	+	GTGTAGTTCAACCTACAAACCAGTAGATGACACTT	UpstreamP1_CTCF	8
chr5	110971886	110972036	id-81561	8.13e-06	-	GCAGCATTCCCTCCTGCAACCTCATGAGGGCTAGG	Upstream_CTCF	1
chr5	111006918	111007068	id-81562	1	+	NA	NONE	35
chr5	111016547	111016697	id-81563	8.33e-05	+	CCTGTGATTATTTGTTATGCCTCTAGGCAGCCCTG	Upstream_CTCF	16
chr5	111021781	111021931	id-81564	9.27e-07	+	CTGTACTACATCCCAGATAACTGTAGAGGGCAATG	UpstreamP1_CTCF	30
chr5	111034181	111034331	id-81565	2.02e-06	-	CTGCTGAGTTGCCAGATGGGAGGCAGGGGGCACTG	UpstreamP1_CTCF	37
chr5	111067441	111067591	id-81566	5.63e-06	-	CTGCAGCAGTGTGTCCGGGAAGCCACGTGGCGGCG	UpstreamP1_CTCF	1
chr5	111091869	111092019	id-81567	1	+	NA	NONE	13
chr5	111093070	111093220	id-81568	1	+	NA	NONE	40
chr5	111108284	111108434	id-81569	2.5e-05	-	TTGCAGTTCCCATAAAGGACCAGCAGCATCCCTGT	UpstreamP1_CTCF	13
chr5	111155902	111156052	id-81570	1	+	NA	NONE	12
chr5	111171026	111171176	id-81571	5.92e-05	+	CACAAGGATCTCGCAATCGCCTGAAGGAGGCATTA	V_CTCF_BR	12
chr5	111193452	111193602	id-81572	5.65e-05	+	ATATGCTGTTTTCTGTTTTCCTCAGGATGGCAGCA	V_CTCF_BR	26
chr5	111455825	111455975	id-81573	1.73e-06	+	TAGCATCCCTGGCCTCTCCCCACCAGATGTCAGTA	UpstreamP1_CTCF	7
chr5	111482110	111482260	id-81574	1	+	NA	NONE	11
chr5	111482741	111482891	id-81575	1.97e-06	-	TGTTACTACATGTAGAAAACCACCAGGTGGCAGTA	V_CTCF_BR	39
chr5	111496375	111496525	id-81576	6.86e-07	+	CTGGCACTTCTCCCTCCGGCCACACGGCGGCGTCT	Upstream_CTCF	40
chr5	111510803	111510953	id-81577	6.98e-07	+	AAATAGTAAGATATTATCACCACCAGAGGGAGCCC	V_CTCF_BR	40
chr5	111515109	111515259	id-81578	6.9e-05	-	CTTGCATTCCTAGCATAAGCCCCTTGTGGTCATGA	Upstream_CTCF	12
chr5	111522211	111522361	id-81579	1.39e-05	-	TATTTATGAAACAGCATCGCCAGTAGAGGGCATCT	V_CTCF_BR	40
chr5	111546226	111546376	id-81580	1.15e-07	+	TGCATACACGCTAGAGGAACCAGCAGAGGGAGCCC	V_CTCF_BR	39
chr5	111574296	111574446	id-81581	6.21e-05	+	AAAGTGTCCCATCTCTGTGACACTAGGTGGCATCT	V_CTCF_BR	12
chr5	111575809	111575959	id-81582	3.65e-05	-	GAGCTTGGTGGCCCTCCCGACATTAGAGGGCAGGA	UpstreamP1_CTCF	9
chr5	111581456	111581606	id-81583	3.86e-05	+	GAATCACTGCAAAGACGCTCCTGAAGGTGGAGTGA	Upstream_CTCF	7
chr5	111625279	111625429	id-81584	2.96e-05	+	AAGCAACAACACAGAGAGTCCACAAGTAGGTGCTC	UpstreamP1_CTCF	15
chr5	111630594	111630744	id-81585	1	+	NA	NONE	5
chr5	111652463	111652613	id-81586	1	+	NA	NONE	4
chr5	111702802	111702952	id-81587	2.5e-05	-	CTACAGGTGCAAACTCTTTCCTCTAGGGGCAGAGC	UpstreamP1_CTCF	39
chr5	111708322	111708472	id-81588	1	+	NA	NONE	16
chr5	111756073	111756223	id-81589	3.22e-07	-	TGTGCACGGACATCGGGACCCACCAGGGGTCACTG	Upstream_CTCF	40
chr5	111827104	111827254	id-81590	1	+	NA	NONE	39
chr5	111828108	111828258	id-81591	2.06e-07	-	GATGCTGCTCTTTCATCGTCCACTTGGGGGCTCTG	Upstream_CTCF	40
chr5	111839932	111840082	id-81592	3.24e-06	+	CCTGACGGAAAGACACATCCCAGCAGGGGGCAACA	Upstream_CTCF	5
chr5	111865361	111865511	id-81593	5.41e-06	-	TGTGTAATTTTTCCTAAAGCCTGTAGCTGTCGCTG	Upstream_CTCF	34
chr5	111885772	111885922	id-81594	2.6e-06	-	GTCCCATGCCCAGCCCTTGGCTGGAGGTGGCAGCA	V_CTCF_BR	0
chr5	111887241	111887391	id-81595	6.84e-06	+	CACAGATCTACACATCTAAACACTAGGGGGCAACC	V_CTCF_BR	40
chr5	111897311	111897461	id-81596	5.28e-05	-	CAGGTGGCTCCCCCGAGAGGCAATAGATGGCAAAT	Upstream_CTCF	0
chr5	111940829	111940979	id-81597	3.45e-05	-	AGCAGGATGCAATCAGAAGACACTGGGGGGAGCTC	V_CTCF_BR	37
chr5	111950922	111951072	id-81598	1	+	NA	NONE	2
chr5	112018398	112018548	id-81599	1	+	NA	NONE	6
chr5	112027101	112027251	id-81600	1.64e-05	+	CAGACACAGAAGACTTTGGTCTGCAGATGGCAACA	V_CTCF_BR	20
chr5	112027488	112027638	id-81601	4.88e-05	+	CTAGTTAGCATGATGTTCGTCGGTAGAGGGTGCTA	V_CTCF_BR	37
chr5	112043362	112043512	id-81602	3.81e-05	-	CCCGAGAACTGAGGGTGGTACAGAAGCGGGCAAAG	V_CTCF_BR	21
chr5	112073515	112073665	id-81603	1	+	NA	NONE	20
chr5	112093401	112093551	id-81604	3.41e-08	-	AAAGCAGTGTCCTCTTTTGCCACTAGATGGTACTA	Upstream_CTCF	39
chr5	112184056	112184206	id-81605	4.44e-06	-	GTTCCCTTTTCCTCTTTCTCCACTAGGTGGCTTCC	UpstreamP1_CTCF	40
chr5	112197131	112197281	id-81606	9.62e-05	+	GCGCTTCTCCGCTCCGCGGCCTCCAGAATGGCCTA	UpstreamP1_CTCF	25
chr5	112232283	112232433	id-81607	2.02e-06	-	CTGCAATTACAGGCGTGAGCCACCAGGCCTGGCTA	UpstreamP1_CTCF	31
chr5	112235404	112235554	id-81608	1	+	NA	NONE	14
chr5	112253261	112253411	id-81609	1	+	NA	NONE	38
chr5	112257288	112257438	id-81610	1.19e-06	-	GACCCTCCGTGGAGCTCCGCCCGGAGAGGGCGCCT	V_CTCF_BR	21
chr5	112258017	112258167	id-81611	8.9e-05	-	GTGTGGCGCTGTCCCCCTGGCGCTGGGCGGGGGAG	UpstreamP1_CTCF	39
chr5	112299768	112299918	id-81612	2.66e-05	-	AAGTATGTTTTATCTGCTACCAGCAGAGGGTGTTC	V_CTCF_BR	40
chr5	112331832	112331982	id-81613	1.22e-07	+	ATTGCAGTTTGTCCTTCTGCCACTTGGTGGTGCTG	Upstream_CTCF	40
chr5	112374444	112374594	id-81614	7.27e-06	-	GATGCCCCTGACTCATCCACCAGAAGAGGGCTTCC	V_CTCF_BR	22
chr5	112379368	112379518	id-81615	6.98e-07	+	AGTGATGGCAGCAGTGTGGGCACCGGGTGGCGCCC	V_CTCF_BR	34
chr5	112384739	112384889	id-81616	1.14e-06	-	ATGCGATCCCTCAGCTCCACCAGCAGCGGCAGCAA	UpstreamP1_CTCF	3
chr5	112389306	112389456	id-81617	6.05e-06	-	GGTCCCATGTGCTAGGCTGCCACCAGGAGGAAATC	V_CTCF_BR	8
chr5	112393238	112393388	id-81618	1.1e-06	+	AAGAGAGCAAAGCGCGCCCACAGCAGAGGGCACTG	V_CTCF_BR	7
chr5	112393496	112393646	id-81619	1	+	NA	NONE	4
chr5	112407519	112407669	id-81620	1	+	NA	NONE	1
chr5	112409571	112409721	id-81621	9.71e-06	+	CCTGCCTCTGTAGACTCCACCGCTGGGGGCAGGGC	Upstream_CTCF	2
chr5	112420085	112420235	id-81622	2.33e-07	+	CAGCATCTCTGGCCTCTAGCCACAAGATGCCAGTA	UpstreamP1_CTCF	9
chr5	112426565	112426715	id-81623	1.03e-06	+	AAGAAGGCTGAAGGAGTTGCCAGGAGGTGGTGCCA	V_CTCF_BR	16
chr5	112457734	112457884	id-81624	3.86e-05	+	CATGTAATTTCAAGACCCAACAGTAGGTCACACCC	Upstream_CTCF	8
chr5	112459386	112459536	id-81625	2.11e-06	+	GATCTATTTTGCAAGTGAACCAGTAGGGGGAACTG	V_CTCF_BR	36
chr5	112541619	112541769	id-81626	2.97e-06	+	TTGTGAGCATGGTGAGAAGCCTGAAGGTGGCAGCA	V_CTCF_BR	26
chr5	112630500	112630650	id-81627	1	+	NA	NONE	33
chr5	112631009	112631159	id-81628	8.23e-05	-	ATGTACTCTGCCCCAGTGACAGACAGAGGGAGTTT	UpstreamP1_CTCF	27
chr5	112631663	112631813	id-81629	3.97e-05	-	AGGCAATGAATGAACTCAACAAGAAGGGGGATGGG	UpstreamP1_CTCF	6
chr5	112657080	112657230	id-81630	2.58e-05	-	TATGCATTTCCTCTCAGATCCAGAAGGCCGAGCTC	Upstream_CTCF	11
chr5	112666368	112666518	id-81631	5.13e-05	-	ATTTAGAAAAATTTCAAGTACACTAGAGGGCAGTG	V_CTCF_BR	39
chr5	112670686	112670836	id-81632	6.84e-06	+	CTTTGACTCTGAACAATGCCCAGAAGAGGGTGCTC	V_CTCF_BR	32
chr5	112672700	112672850	id-81633	1	+	NA	NONE	39
chr5	112676425	112676575	id-81634	1	+	NA	NONE	29
chr5	112681126	112681276	id-81635	1	+	NA	NONE	11
chr5	112689920	112690070	id-81636	2.39e-05	+	ACGTAATCTTACTAAGTGTCCAGAAGGGGCAAAAC	UpstreamP1_CTCF	3
chr5	112714768	112714918	id-81637	1.3e-07	+	CTGTCATTTCTGGGAGTGGCCTCTGGGTGGCAGTG	UpstreamP1_CTCF	40
chr5	112763993	112764143	id-81638	2.58e-05	-	TCTGCAGCCAACCCTGCTGGCAGCTGAGAGAACAC	Upstream_CTCF	14
chr5	112783463	112783613	id-81639	2.06e-07	+	CCAGCAGTGTCTGGAACTGCCACAGGGCGGCCCAC	Upstream_CTCF	29
chr5	112823080	112823230	id-81640	1	+	NA	NONE	16
chr5	112846666	112846816	id-81641	1	+	NA	NONE	37
chr5	112849196	112849346	id-81642	2.43e-06	-	GGTTCTCTTCCCGCGCCGCCCACCAAGGGTCGCTC	Upstream_CTCF	39
chr5	112849557	112849707	id-81643	5.41e-06	-	GGGGCCGCCGCCTCCGCCACCGCCAGGAGCCGGCT	Upstream_CTCF	28
chr5	112942352	112942502	id-81644	2.66e-05	-	AAGGGAGGAGATTTCTATTCCACTAGGTGGTGCTG	V_CTCF_BR	40
chr5	112947795	112947945	id-81645	1.35e-05	+	TAGTATTACTACCTTTTATCCGCTAGATGGTGATA	UpstreamP1_CTCF	39
chr5	112999698	112999848	id-81646	2.38e-07	-	TGAGTTGGCTGGCCTCCAGCCAGAAGGTGGCGCTT	V_CTCF_BR	38
chr5	113014738	113014888	id-81647	5.68e-06	+	TTCCCCTAACATGATATCAGCACTAGATGGCGCTA	V_CTCF_BR	40
chr5	113018319	113018469	id-81648	1	+	NA	NONE	23
chr5	113093333	113093483	id-81649	1.06e-05	-	TAGGTTCTGCCAATAGGGTTCACTAGAGGGAGACT	Upstream_CTCF	7
chr5	113140113	113140263	id-81650	1.27e-06	-	GTGCATAGGTGGATTTTGCACACCAGGTGGCTCTG	UpstreamP1_CTCF	7
chr5	113141978	113142128	id-81651	9.31e-05	+	CCTGCAGTTCTGCAGGCTTGAGAATGGTGGTGCTA	Upstream_CTCF	37
chr5	113160119	113160269	id-81652	1.92e-06	+	CAGTAATTCCACAGGCCAACCTCTAGGTGGGAAAT	UpstreamP1_CTCF	10
chr5	113195553	113195703	id-81653	1.83e-05	+	TCCTGCTGCTTCCTTTTGGGCACTAGATGGTGCCT	V_CTCF_BR	6
chr5	113227311	113227461	id-81654	4.7e-05	+	TCTGTAACATTTCTCAACAAGGGTAGGGGGTGCTG	Upstream_CTCF	2
chr5	113304441	113304591	id-81655	2.72e-06	+	TGGTACTTCTGAGCCAGCGACAGCAGGGGGCCATT	UpstreamP1_CTCF	6
chr5	113326393	113326543	id-81656	2.02e-06	+	ATGTTCTTTATCCTTTCGCCCACCAGTGGCCGCTA	UpstreamP1_CTCF	5
chr5	113353948	113354098	id-81657	3.48e-06	+	TTGTGATGTCTTGTACTGGCCACCAAGTGTCACTC	UpstreamP1_CTCF	24
chr5	113391067	113391217	id-81658	1.55e-05	-	GGAATCTCCCGCCCGCTCCCCTCAGGAGGGCGCTT	V_CTCF_BR	15
chr5	113399296	113399446	id-81659	4.3e-06	+	TCATCAGAACATGACTAGTCCACCAGAGGGAGATA	Upstream_CTCF	23
chr5	113433390	113433540	id-81660	1	+	NA	NONE	18
chr5	113436985	113437135	id-81661	3.81e-05	+	TGCAGTAGGTGTAATCACATCTCTAGGTGGCGCCA	V_CTCF_BR	40
chr5	113482805	113482955	id-81662	2.15e-05	-	AAAACTTACTCGTTCATCACCACTAGAGGCAGGTG	V_CTCF_BR	4
chr5	113559721	113559871	id-81663	1.72e-06	-	TAGGCTCTACCAAAAGGGGGCACCAGAGAGAGATA	Upstream_CTCF	37
chr5	113641415	113641565	id-81664	3.81e-05	-	GTGAGCATGTTAATCTTTGTCAATAGAGGGCACTG	V_CTCF_BR	40
chr5	113651965	113652115	id-81665	1.82e-07	-	TTAGCTACAAGCTCAGGGGCCAGGAGGGGGCTCCA	V_CTCF_BR	13
chr5	113694160	113694310	id-81666	6.8e-06	-	AGAGAATTTCCCTAGATTAACACCAGAGGTCATAC	Upstream_CTCF	18
chr5	113696734	113696884	id-81667	4.88e-05	+	CGCCAGAGCCCAGGACCCGGCGGCCGGGGGCGCCA	V_CTCF_BR	26
chr5	113762998	113763148	id-81668	3.86e-05	+	CATTCACTAGGACCTTGGACCAACTGAGGGGAGTG	Upstream_CTCF	0
chr5	113782916	113783066	id-81669	4.03e-06	-	GTGCAGTGAACTTAAATGGCCACTAGGCAGGTGAA	UpstreamP1_CTCF	39
chr5	113785698	113785848	id-81670	8.81e-07	-	AGAACGGTGTGGCGGGCAGTCACTAGGTGGCAGTG	V_CTCF_BR	40
chr5	113786359	113786509	id-81671	1	+	NA	NONE	19
chr5	113831755	113831905	id-81672	5.41e-07	+	GAGCGGTCCCGGTCCTCGTCCAGGAGGCGGCGGTC	UpstreamP1_CTCF	0
chr5	114014610	114014760	id-81673	1.48e-06	+	ATGAAATACCACTTCACACCCACTAGGAGCCAGTA	UpstreamP1_CTCF	0
chr5	114118755	114118905	id-81674	5.01e-06	+	CTCCGCACTAGCCAAATATCCTGCAGGGGGAGCTT	V_CTCF_BR	13
chr5	114125588	114125738	id-81675	4.65e-05	-	TTAATTATTTCTGCCACTATCTCTAGGTGGCACTG	V_CTCF_BR	30
chr5	114133779	114133929	id-81676	1.83e-05	+	CCAGTGAAGGTGGCAGTGCCCAGCAGCAGGCAGAT	V_CTCF_BR	1
chr5	114139140	114139290	id-81677	3.71e-05	-	GCTGAAGAGAATTTCCAGTCCGCTAGAAGGCACTA	Upstream_CTCF	17
chr5	114139552	114139702	id-81678	1.3e-07	+	CTGCAATTAGAGGACACTGACAGTAGGTGGAGATT	UpstreamP1_CTCF	20
chr5	114193710	114193860	id-81679	1.54e-05	+	AAGCGGAGCGTCGTACTGGCCACAAGGGTGCACCT	UpstreamP1_CTCF	1
chr5	114234417	114234567	id-81680	2.96e-05	+	GGTCACTGGAGCCATATATGCATTAGGGGGCACCC	UpstreamP1_CTCF	8
chr5	114270826	114270976	id-81681	9.41e-05	-	CTTAGGTGGATAAATACTGCCACAAGTGGCTACTG	V_CTCF_BR	1
chr5	114369673	114369823	id-81682	1.56e-05	-	GCTGCAGGTCCTCATGGTGGCAGGAGCTGCACATG	Upstream_CTCF	29
chr5	114405177	114405327	id-81683	1.92e-06	-	TTCTTGCTCCTGTTTCTTGCCAGTAGGTGGCAAGC	UpstreamP1_CTCF	40
chr5	114433907	114434057	id-81684	2.2e-06	+	CTGGTTGGGCTACATTTCAGCACTAGGGGGCAATA	Upstream_CTCF	40
chr5	114505519	114505669	id-81685	7.12e-06	-	GCGCCGTTCCCAGCCGCAGTCCGCAGGAGCCGCTG	UpstreamP1_CTCF	38
chr5	114515298	114515448	id-81686	1	+	NA	NONE	4
chr5	114582201	114582351	id-81687	9.78e-07	-	TTGCAACTGTTAAATAGGAACACTAGATGGTGCTG	UpstreamP1_CTCF	40
chr5	114622418	114622568	id-81688	8.5e-06	+	CAGGCATGGTGGTGTGAGGCCACCAGGAGGCCACC	Upstream_CTCF	12
chr5	114645578	114645728	id-81689	4.02e-07	+	ATTGCATTTCAGTTTTTATCCACCAGATGTCACCT	Upstream_CTCF	37
chr5	114648869	114649019	id-81690	2.58e-05	+	GCAGAGTTTCCAGTGTCCGCCACTCGGGGCAAAAG	Upstream_CTCF	11
chr5	114685301	114685451	id-81691	1	+	NA	NONE	28
chr5	114701899	114702049	id-81692	1	+	NA	NONE	26
chr5	114709873	114710023	id-81693	2.55e-06	+	GGTGAAAGTGTTACCACAGGCAGCAGAGGGCAGCT	Upstream_CTCF	25
chr5	114713166	114713316	id-81694	3.42e-05	+	AAGGTAATTTGTGATCCAGACAGAAGAGGGAGAAA	Upstream_CTCF	33
chr5	114725625	114725775	id-81695	9.81e-06	+	TGCAGATGTTGAGCAGGTGGCAGTAGAGGGCGATG	V_CTCF_BR	23
chr5	114877442	114877592	id-81696	1	+	NA	NONE	16
chr5	114884947	114885097	id-81697	1.93e-05	+	AAGACTCATTTTTAAGGGGTCTGTAGGGGGAGCCA	V_CTCF_BR	34
chr5	114907423	114907573	id-81698	3.8e-07	+	ACTGCAGCAGCCACTACGACAAGAAGGAGGCAGTA	Upstream_CTCF	16
chr5	114910353	114910503	id-81699	1.56e-06	-	GAGAATTGCTTGAACCTGGGCAGCAGGGGTCGCAG	UpstreamP1_CTCF	39
chr5	114922339	114922489	id-81700	4.65e-06	-	TTGATTTTACATATATTTGCCACAAGATGGTGCTG	UpstreamP1_CTCF	34
chr5	114937753	114937903	id-81701	4.17e-05	+	CTTTCTGGCCCAGCGAGAGCGCCCAGGGGGTGGGC	Upstream_CTCF	30
chr5	114938300	114938450	id-81702	1	+	NA	NONE	11
chr5	114970504	114970654	id-81703	3.63e-05	+	CCCACCAACACCAAGCTGGCCACTAGGCGGTGCTG	V_CTCF_BR	39
chr5	114981193	114981343	id-81704	2.68e-05	+	CAGGCACCTTCTTCACAAGGCGCAAGAGGGCGTGT	Upstream_CTCF	1
chr5	115001791	115001941	id-81705	5.08e-05	-	AGTGTTGTGAGCTAAGCCTGCTTTAGGGGGCACCC	Upstream_CTCF	8
chr5	115106301	115106451	id-81706	1.84e-06	-	ATGAGGCTTCTTCATCCTTCCAGTAGTGGGCGCAC	V_CTCF_BR	40
chr5	115131442	115131592	id-81707	1.34e-06	-	ATGCAGTTTCCTGGACTCACCTCCAGAGAGTCCAA	UpstreamP1_CTCF	4
chr5	115166967	115167117	id-81708	1.64e-06	-	GCTGAATACCTCAAATAGTCCAGTAGAGGGCAGTC	Upstream_CTCF	40
chr5	115174816	115174966	id-81709	8.98e-06	-	GTGTAATAGAATAGAGTTAACTTTAGGGGGCAGCA	UpstreamP1_CTCF	40
chr5	115177812	115177962	id-81710	7.27e-06	-	GGACAAGGGCCGCAGCGCGCCGGAGGGGGTCGCTC	V_CTCF_BR	38
chr5	115211271	115211421	id-81711	3.91e-06	+	GGTGCAGTTCCTCCTGCTGGAGCAAGAGGGATTCC	Upstream_CTCF	34
chr5	115223860	115224010	id-81712	1	+	NA	NONE	26
chr5	115282456	115282606	id-81713	1	+	NA	NONE	7
chr5	115285939	115286089	id-81714	4.11e-07	-	CTGCTCTTCCCACAGAAGGCCAGGTGGGGTCCCTG	UpstreamP1_CTCF	3
chr5	115299370	115299520	id-81715	1	+	NA	NONE	14
chr5	115359399	115359549	id-81716	1.69e-05	-	CAGTTGCTCCCTATCTTTGCCACCATTTGGTACCA	UpstreamP1_CTCF	27
chr5	115367948	115368098	id-81717	8.91e-07	-	CTTGCCCTCCTGCTTCGGCCCACTGGATGGCAATG	Upstream_CTCF	38
chr5	115373237	115373387	id-81718	9.51e-07	-	ATGTGTGAAATAACTATGTCCAGCAGATGGCACAA	V_CTCF_BR	25
chr5	115398182	115398332	id-81719	1	+	NA	NONE	24
chr5	115403855	115404005	id-81720	6.39e-08	-	CTAAAGTGCATATAAATGGCCAGCAGAGGGAGCCA	V_CTCF_BR	40
chr5	115420090	115420240	id-81721	8.33e-05	-	CGAGCTCCCCCGAGCCTGCCCAGGAAGCGGCGCAT	Upstream_CTCF	0
chr5	115473614	115473764	id-81722	1	+	NA	NONE	40
chr5	115478329	115478479	id-81723	1	+	NA	NONE	11
chr5	115573728	115573878	id-81724	2.1e-06	+	ATAGTAATGCCCTAGAGTTCCAGTAGGAGGCCATC	Upstream_CTCF	37
chr5	115608386	115608536	id-81725	1.17e-05	-	AATAAGTTCAGCAAACTGTCCACTAGATGGATGCC	V_CTCF_BR	34
chr5	115625090	115625240	id-81726	2.31e-07	-	GCTGCAGTTCCACGGGCAGGTGCCAGAGGGAGCAA	Upstream_CTCF	33
chr5	115633239	115633389	id-81727	3.4e-06	-	GCTGGCTGTTCTCCCTCAGCCCCTAGAGGTCACCC	V_CTCF_BR	9
chr5	115636939	115637089	id-81728	4.02e-07	+	GGTGCCCTAAACTGATGGACCAGTAGAGGGTGGCC	Upstream_CTCF	6
chr5	115697134	115697284	id-81729	1.48e-06	+	CTCCGCAGGTCCTGGGGCTCCTCCGGGTGGCGCTC	V_CTCF_BR	21
chr5	115697527	115697677	id-81730	1	+	NA	NONE	27
chr5	115708407	115708557	id-81731	4.01e-05	-	AGAGACTCCAAATCCAACACCGGCAGGGGGTGCAT	V_CTCF_BR	1
chr5	115710213	115710363	id-81732	4.14e-06	+	CCTCTGAGGCCGTGGGAGTCCTGAAGAGGGAGCTC	V_CTCF_BR	2
chr5	115724729	115724879	id-81733	2.6e-05	-	CTTCAGCCTGGCCTTTCCGCCTCTGGAGTGCGCTC	UpstreamP1_CTCF	4
chr5	115740015	115740165	id-81734	9.4e-06	-	ATGAGGTGACAAAAAATGGCCACCAGAGGCTCTAG	UpstreamP1_CTCF	11
chr5	115761867	115762017	id-81735	6.51e-05	-	TGCACACATTTTCAAATGTCCGCTGGGGGGCAAAA	V_CTCF_BR	1
chr5	115784225	115784375	id-81736	3.66e-06	-	CAGACGGAGGCTCCGGTGGCCACAAGGGGGCCGTC	UpstreamP1_CTCF	12
chr5	115808099	115808249	id-81737	1.64e-05	+	TATCCTGTATAGATTTTCGCCAGCAGAGGGTATTG	V_CTCF_BR	19
chr5	115833480	115833630	id-81738	1	+	NA	NONE	9
chr5	115864277	115864427	id-81739	1	+	NA	NONE	2
chr5	115893491	115893641	id-81740	2.78e-06	+	GTTGTGCTGAGATTCAGTAACACTAGAGGGCAGCC	V_CTCF_BR	39
chr5	115907649	115907799	id-81741	2.31e-06	+	CTTGATGCCCAAGATGTGTCCACCAGGGGAAGGAC	Upstream_CTCF	15
chr5	115908115	115908265	id-81742	1	+	NA	NONE	8
chr5	115910628	115910778	id-81743	2.15e-05	+	GGAGAAACTACGCGGTGTGGCTGCAGGTGGAGCCT	V_CTCF_BR	23
chr5	115911867	115912017	id-81744	3.73e-09	+	CTGCTGTTCTCCAGAGCTGTCAGCAGGGGCCGCTA	UpstreamP1_CTCF	40
chr5	115970929	115971079	id-81745	6.49e-06	+	TTGTATCCTCACATGGTGAACAGCAGAGGGAGAGT	UpstreamP1_CTCF	7
chr5	116020905	116021055	id-81746	3.86e-05	+	TGTGGAGGGCTCCACAAGGCAGGCTGAGGGAGGGA	Upstream_CTCF	1
chr5	116092361	116092511	id-81747	3.88e-06	-	TGGCCCTCTTCTCATAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	12
chr5	116283723	116283873	id-81748	6.53e-09	-	GAAGCAGATGCCGTATCTGCCAGCAGAGGGCAGCA	V_CTCF_BR	38
chr5	116325918	116326068	id-81749	1	+	NA	NONE	3
chr5	116355486	116355636	id-81750	1	+	NA	NONE	1
chr5	116412979	116413129	id-81751	5.9e-06	+	ATTCAGCGAGATGGGAGAACCACTAGGTGGAGTAG	UpstreamP1_CTCF	37
chr5	116419875	116420025	id-81752	1	+	NA	NONE	11
chr5	116446398	116446548	id-81753	1.73e-06	-	ATGCTAGCACTCCCTGTGGTCACCAGATGGCCATC	UpstreamP1_CTCF	4
chr5	116654336	116654486	id-81754	5.13e-05	+	TGACTTCCCTGCTAAAGCCCCAGTAGGAGGTGCCC	V_CTCF_BR	20
chr5	116662830	116662980	id-81755	1	+	NA	NONE	4
chr5	116790502	116790652	id-81756	2.06e-12	+	GTGCAGTTCAACCTCCCGGCCAGTAGGTGGCACTA	UpstreamP1_CTCF	40
chr5	116791407	116791557	id-81757	3.5e-05	+	GCGCGCTGCACTCTCCCTTCCCCTAGGGGCAGCAT	UpstreamP1_CTCF	35
chr5	116926764	116926914	id-81758	3.63e-05	+	GTAATCAGCTATACCCTCACCAATAGGTGTCACTG	V_CTCF_BR	36
chr5	117070675	117070825	id-81759	1	+	NA	NONE	8
chr5	117124399	117124549	id-81760	9.25e-06	-	AGATAAGGCAGAAAGGAAGACAGAAGAGGGCAGTG	V_CTCF_BR	12
chr5	117377891	117378041	id-81761	4.03e-06	-	GAGTAATCTCCTTTCTTTGCCCCTAGATGGCAACT	UpstreamP1_CTCF	21
chr5	117396648	117396798	id-81762	1	+	NA	NONE	31
chr5	117715069	117715219	id-81763	1.47e-05	+	TTCCCAAGCCATGTGTCATCCACGAGGTGGCTCTT	V_CTCF_BR	4
chr5	117741266	117741416	id-81764	5.9e-06	+	CTGCCCAGCTTCCCCAGCACCAGCAGGGGAAGACA	UpstreamP1_CTCF	2
chr5	117928750	117928900	id-81765	1.21e-06	+	TCAGCAGCTTAGAAGTACACCAGCAGGGGGCTTAT	Upstream_CTCF	34
chr5	117947163	117947313	id-81766	5.53e-08	-	CTGCAATATTGGTCAGCTGTCACCAGAGGGTGCCC	UpstreamP1_CTCF	39
chr5	117964788	117964938	id-81767	4.44e-06	-	CTGTCACTCTCCATCTAGAGCAGCAGGTTGCAGTG	UpstreamP1_CTCF	8
chr5	118028914	118029064	id-81768	3.71e-05	+	CCAACACTACCACCATGAGGCTCCAGAAGGAAGGA	Upstream_CTCF	5
chr5	118034575	118034725	id-81769	3.63e-05	+	CAAATCATGCCCAAGCCAATCACTAGAGGTCAGTA	V_CTCF_BR	11
chr5	118125223	118125373	id-81770	1	+	NA	NONE	4
chr5	118127840	118127990	id-81771	5.2e-08	-	CTGCCATAGAATCAGATGACCAGAAGGTGGCACTA	UpstreamP1_CTCF	40
chr5	118292552	118292702	id-81772	3.84e-06	-	CGTTAGTTTCTTTAAAATGACAGCAGAGGGCACTA	UpstreamP1_CTCF	35
chr5	118323847	118323997	id-81773	1.22e-08	+	TGCCCGAGCCGCCGACTCCCCGGCAGGGGGCGCCG	V_CTCF_BR	40
chr5	118324179	118324329	id-81774	7.8e-08	+	TGGCATTGAAGCCCGGCTGCCGCCGGGGGGCGCCA	V_CTCF_BR	40
chr5	118347017	118347167	id-81775	1	+	NA	NONE	0
chr5	118357748	118357898	id-81776	4.7e-06	+	AAAAAAAGAAAGAAACTCACCAGAAGAGGGAAGCA	V_CTCF_BR	40
chr5	118547846	118547996	id-81777	8.81e-07	-	AAAAGCAGAATGGTGGTTGCCTGGAGTGGGCGCCA	V_CTCF_BR	1
chr5	118591847	118591997	id-81778	3.05e-07	-	TCTGCTGGTTGACCTCTTACCAGGAGGTGGTGCTA	Upstream_CTCF	38
chr5	118603743	118603893	id-81779	2.8e-05	+	ACAGCTAAGTCCGCGGGGGGCGGCAGAGAGCGAGG	Upstream_CTCF	39
chr5	118604588	118604738	id-81780	3.09e-05	+	CTCCAGCGCGCCTCTCCCGCCGCTGGGCTGCGGGC	UpstreamP1_CTCF	14
chr5	118639008	118639158	id-81781	1.08e-05	-	ATACTGTACCAGGAATGAGACAGCAGAGGGAGAAG	UpstreamP1_CTCF	28
chr5	118646044	118646194	id-81782	1.38e-06	-	GTGAGAGGTGCCCTGTAGTCCTCCAGTGGGCGCTG	V_CTCF_BR	1
chr5	118648175	118648325	id-81783	5.08e-05	+	CACCGGGACTCAAATGACACCGCCAGAGGGGGCAC	UpstreamP1_CTCF	2
chr5	118651467	118651617	id-81784	2.02e-06	+	TTGCAGTTCCTGTGTGGGTCCTCTGGGTGTCTTCA	UpstreamP1_CTCF	38
chr5	118670785	118670935	id-81785	7.27e-06	-	ACAGGCAATTCAGCCAGTTCCACTAGATGGCAACA	V_CTCF_BR	40
chr5	118672108	118672258	id-81786	5.93e-06	+	CCTGCTGTGTCTCTGTCTACCTATAGAGGCCTCAT	Upstream_CTCF	4
chr5	118683916	118684066	id-81787	5.08e-05	+	CAGGCAATGTGAGGGGTCTCCACTAGGTTGTTGAA	Upstream_CTCF	13
chr5	118716393	118716543	id-81788	1	+	NA	NONE	0
chr5	118745060	118745210	id-81789	1.54e-05	-	AACCAGCTGCCACCATTTACCAGCAGGTGTCCTTC	UpstreamP1_CTCF	21
chr5	118747585	118747735	id-81790	8.71e-06	-	ACTTTCCAATACCAAACTACCAGCAGTGGGCTCCT	V_CTCF_BR	17
chr5	118747852	118748002	id-81791	4.7e-06	-	AAACACTGGCACCATATGGCCACAAGAGGGAGTAA	V_CTCF_BR	40
chr5	118771271	118771421	id-81792	4.23e-08	-	TTTCTCACTCCTGAGGCCGCCACAAGGGGGCGGGG	V_CTCF_BR	40
chr5	118787375	118787525	id-81793	2.91e-05	+	CCTGTAATGCCCTTCTTTCTTTGCAGGGGTCGCCA	Upstream_CTCF	18
chr5	118806657	118806807	id-81794	4.5e-06	+	GTTGCGCTTTGTAAAATTTCCACTTGGGGGTAGTG	Upstream_CTCF	39
chr5	118914728	118914878	id-81795	1.38e-06	+	TTTATAAATAGATTAATGACCTCCAGGGGGCAGAG	V_CTCF_BR	37
chr5	118918746	118918896	id-81796	1.48e-06	+	GGATTCTCACTTAGTGTAGCCAGTAGGAGGCACTG	V_CTCF_BR	10
chr5	118980812	118980962	id-81797	5.7e-05	-	GTGGCAAAACCATCGTCTCCCAGATGGCGGCAATA	Upstream_CTCF	0
chr5	119079790	119079940	id-81798	1.34e-06	-	TAAGCAATTTTCCACTCAACCAGTTGGGGTCACTG	Upstream_CTCF	39
chr5	119278990	119279140	id-81799	1	+	NA	NONE	25
chr5	119301832	119301982	id-81800	1.47e-05	+	TCTGAGCCACGCCACTATGACTGCAGATGGAGCTA	V_CTCF_BR	15
chr5	119322681	119322831	id-81801	1.9e-06	+	AGGGCAATAAAAGATCTCAACGCAAGGGGGCAGAG	Upstream_CTCF	2
chr5	119391686	119391836	id-81802	1	+	NA	NONE	32
chr5	119418497	119418647	id-81803	1.34e-06	-	ACTGCTATTCAAATTACCTACTGTAGAGGGCTCAC	Upstream_CTCF	28
chr5	119429056	119429206	id-81804	1	+	NA	NONE	9
chr5	119564438	119564588	id-81805	3.8e-07	-	ATGGCAGTACCCTCCATGACCTGGTGGTGGAGGTA	Upstream_CTCF	24
chr5	119629771	119629921	id-81806	1	+	NA	NONE	5
chr5	119662986	119663136	id-81807	2.1e-05	-	AAGTTATTCATTTCAAGATCCTCTAGATGGCAGGA	UpstreamP1_CTCF	22
chr5	119730135	119730285	id-81808	4.01e-05	+	GGTGCAGCTGCTGTAAAAAGCAATAGGAGACATGG	Upstream_CTCF	24
chr5	119783645	119783795	id-81809	3.45e-05	+	GTCTACATCCCTATGGAGACCTATAGAGGGAGGCA	V_CTCF_BR	20
chr5	119794079	119794229	id-81810	6.27e-08	-	CTGTCACGCCCAGACAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	34
chr5	119799924	119800074	id-81811	6.82e-05	+	AGCCGAGCGCCGCGTCTCGGGAGTTGATGGCAGCA	V_CTCF_BR	30
chr5	119809109	119809259	id-81812	1	+	NA	NONE	7
chr5	119868675	119868825	id-81813	5.63e-09	-	AGTGCAGTTGCCGTAGCCCCCACAAGGTGGAAACA	Upstream_CTCF	33
chr5	119912463	119912613	id-81814	8.98e-06	-	AGGCAGAAAACTCTCAAGACCTGCAGGTGGCAAGC	UpstreamP1_CTCF	6
chr5	119949455	119949605	id-81815	4.65e-05	-	AGCTCAGCTCTTAGGCTAAACAGCAGAGGGCTATT	V_CTCF_BR	10
chr5	119991645	119991795	id-81816	1.52e-07	+	TAGACAGAGCATGCAGTTGCCACCAGGTGGTGCCA	V_CTCF_BR	40
chr5	120020037	120020187	id-81817	5.65e-05	-	CTGTGAAGTTGGCTCTTTGTCACATGGTGGCAGGA	V_CTCF_BR	26
chr5	120020831	120020981	id-81818	4.21e-05	-	GGAAAGAGATGGAAGAGAGCCCCTGGTGGGCACAC	V_CTCF_BR	37
chr5	120070907	120071057	id-81819	4.66e-08	-	GCAGCATTACTCACAATAGCCAAGAGGTGGAAGCA	Upstream_CTCF	26
chr5	120137751	120137901	id-81820	1	+	NA	NONE	8
chr5	120139119	120139269	id-81821	8.5e-06	-	GGTTAAGTTAATCATTTTACCACAAGAGGGCATAA	Upstream_CTCF	22
chr5	120152828	120152978	id-81822	3.67e-07	+	GTGTGGTTTAACCTGCAAGCCAGTAGGTGGTGCTG	UpstreamP1_CTCF	40
chr5	120153970	120154120	id-81823	5.13e-05	+	AGCTGGCCACCCTAGCTTGCAGCTAGGGGTCGCCT	V_CTCF_BR	10
chr5	120202786	120202936	id-81824	1	+	NA	NONE	6
chr5	120226858	120227008	id-81825	3.81e-05	+	GTATAGTTTAACCTCCAATCCAGTAGGTGGTGCTT	UpstreamP1_CTCF	6
chr5	120480701	120480851	id-81826	1	+	NA	NONE	9
chr5	120966195	120966345	id-81827	5.48e-05	+	ACTACAATCTCTGCTTCTGTCGGCAGATGGCATTC	Upstream_CTCF	33
chr5	121206321	121206471	id-81828	1	+	NA	NONE	23
chr5	121226297	121226447	id-81829	8.71e-06	-	CACTGGTTCTTTGCTCTCACCAGAGGAGGGCAGCT	V_CTCF_BR	7
chr5	121285633	121285783	id-81830	5.13e-05	-	TGCACTTTCAGTCCTCTATCCCCTGGGTGGCAGTG	V_CTCF_BR	40
chr5	121297260	121297410	id-81831	1	+	NA	NONE	25
chr5	121303044	121303194	id-81832	1	+	NA	NONE	35
chr5	121366034	121366184	id-81833	1.04e-05	+	CAAACCAGCAGCCTGGCAGCCACTGGAGGGAGTTC	V_CTCF_BR	24
chr5	121411927	121412077	id-81834	2.43e-06	-	CTGGGTTTACTGCTGGGAAACAGCAGAGGGAGCAA	V_CTCF_BR	29
chr5	121412458	121412608	id-81835	4.03e-06	+	CAGTAGCAGTCAGAACCAGGCACCAGAGCGCCCCC	UpstreamP1_CTCF	39
chr5	121427782	121427932	id-81836	6.51e-05	+	AACGACAAAAATGAGTAATCCTCTAGGGGGCAATA	V_CTCF_BR	40
chr5	121437497	121437647	id-81837	1.28e-06	-	TAAACGTTACTCACTATGACCAGGAGAGGGCACCT	V_CTCF_BR	40
chr5	121465980	121466130	id-81838	5.38e-05	+	TTTCCAGCCAATCTTCCCTCCACAGGGGGCCACTG	V_CTCF_BR	3
chr5	121490669	121490819	id-81839	1	+	NA	NONE	12
chr5	121492542	121492692	id-81840	1.55e-05	-	CACATTACTTTAAAAGAAAACACCAGATGGCAGCA	V_CTCF_BR	39
chr5	121499177	121499327	id-81841	1	+	NA	NONE	1
chr5	121505919	121506069	id-81842	1	+	NA	NONE	0
chr5	121525223	121525373	id-81843	1.46e-07	-	CTCCACTGCGCAGTGGTGGGCAGAAGGTGGCAATG	UpstreamP1_CTCF	8
chr5	121528713	121528863	id-81844	2.6e-07	+	AATAATAAGCACCGTCTAGCCAGAAGAGGGCAGTA	V_CTCF_BR	39
chr5	121531607	121531757	id-81845	2.19e-05	+	GCTGATAAAAACATGGAGCCCAGTAGGTGGCAATA	Upstream_CTCF	40
chr5	121630960	121631110	id-81846	1.9e-06	+	ATTGTTATGTCATTGAACAGCTCTAGGGGGCACCA	Upstream_CTCF	37
chr5	121648754	121648904	id-81847	1	+	NA	NONE	5
chr5	121751319	121751469	id-81848	1.26e-05	-	GCAGCACGCACACATTTTAACTGAAGGTGGCGATG	Upstream_CTCF	40
chr5	121782845	121782995	id-81849	5.38e-05	+	GAACAGCTTCTCCTCACAGCCTTCAGAGGGAGCCA	V_CTCF_BR	6
chr5	121794081	121794231	id-81850	1.27e-06	+	TTGCACCACACGTCTGCCACCACTAGAGGCATCTT	UpstreamP1_CTCF	39
chr5	121804163	121804313	id-81851	1	+	NA	NONE	25
chr5	121828496	121828646	id-81852	2.4e-05	-	TGCCAAGCCTTACAAATGTCCCCTAGGGGGCAAAA	V_CTCF_BR	38
chr5	121834005	121834155	id-81853	1.81e-06	+	CCTGCTGTCACTTTGGAGGACACCAGCTGGCTGTG	Upstream_CTCF	36
chr5	121836573	121836723	id-81854	4.7e-06	+	CCCGAGATAGTAAGACTGGTCACCAGAGGGAGACA	V_CTCF_BR	40
chr5	121851942	121852092	id-81855	5.67e-06	+	CTCTCACTTTCCTTAGAAGCCAGCAGAGAGCGGTG	Upstream_CTCF	40
chr5	122040059	122040209	id-81856	7.49e-05	+	AGTAAATAAGTAGCTTGAGCCACTAGAGGGAGTGT	V_CTCF_BR	39
chr5	122110825	122110975	id-81857	1.82e-06	-	CCGCAGCGACGCGGTCTCACCTCTAGGGTGGAGAC	UpstreamP1_CTCF	39
chr5	122171503	122171653	id-81858	7.46e-06	+	ATGCAGTTACACATTCAGCCCACCAGTATGAATCC	UpstreamP1_CTCF	15
chr5	122181659	122181809	id-81859	1	+	NA	NONE	14
chr5	122182466	122182616	id-81860	1	+	NA	NONE	3
chr5	122232808	122232958	id-81861	1.1e-05	+	TCATTGCCTCATCAGTATGCCAGTAGGTGTCACTG	V_CTCF_BR	36
chr5	122244467	122244617	id-81862	1.32e-05	-	TCTTAAGTCCTTCCCTTCAACACAAGAGGCAGCAC	Upstream_CTCF	21
chr5	122335769	122335919	id-81863	9.71e-06	-	AGAGGAATTCTTTTAACCAAAAGCAGGGGGCGAGC	Upstream_CTCF	39
chr5	122371527	122371677	id-81864	2.27e-06	+	GCCCGGCCTCGCGTAGCCCACAGCAGGGGCCGCCC	V_CTCF_BR	13
chr5	122425431	122425581	id-81865	1	+	NA	NONE	20
chr5	122430719	122430869	id-81866	4.88e-05	-	AGGCAGGTTTGCCTGGCCGCCGGAAGGGGAGCCAA	UpstreamP1_CTCF	5
chr5	122431155	122431305	id-81867	3.4e-06	-	CGACTAGGACCCGGGAGTGCCGCCTGCTGGCAGTG	V_CTCF_BR	18
chr5	122435344	122435494	id-81868	5.55e-07	-	GCCGCAGCGCTGCTGGTGCCCACAAGCCGGCGCAG	Upstream_CTCF	22
chr5	122435623	122435773	id-81869	1	+	NA	NONE	15
chr5	122447348	122447498	id-81870	1	+	NA	NONE	1
chr5	122455054	122455204	id-81871	2.43e-06	-	GGCAGGACTGTAAGCCCTTCCTGCAGTGGGCGCCT	V_CTCF_BR	33
chr5	122456028	122456178	id-81872	1	+	NA	NONE	40
chr5	122494081	122494231	id-81873	6.51e-05	-	CTTACTTGCTGCCATTCTGTCTCATGAGGGCACTG	V_CTCF_BR	26
chr5	122510727	122510877	id-81874	2.01e-05	+	AGTGCTTTTGCTCAGCACTCCCATTGGGGGCAGTA	Upstream_CTCF	24
chr5	122552138	122552288	id-81875	8.99e-05	-	ACCTGAGGGAATTCTGGTGTCACTAGAGGGAGTGC	V_CTCF_BR	14
chr5	122555126	122555276	id-81876	1.31e-05	+	GTGGACAGACTAAGAACATCCAGAAGAGGGAGACC	V_CTCF_BR	0
chr5	122609792	122609942	id-81877	3.81e-05	-	TACTGAGAATGATGTCAGACCTCTAGGTGTCAGTC	V_CTCF_BR	29
chr5	122680664	122680814	id-81878	1	+	NA	NONE	40
chr5	122703567	122703717	id-81879	1.71e-06	-	TTTGTAAATCTTTTTGGAGCCAGAAGAGGGCAGAA	V_CTCF_BR	35
chr5	122707397	122707547	id-81880	4.7e-08	-	CCTTTCCCTCATAGACACGCCACCAGGGGGCACTA	V_CTCF_BR	39
chr5	122759140	122759290	id-81881	6.39e-08	-	CCCGCCTCTCCTCGTCCGGCTAGCAGAGGGCGCTG	V_CTCF_BR	39
chr5	122763016	122763166	id-81882	1	+	NA	NONE	1
chr5	122791529	122791679	id-81883	1	+	NA	NONE	22
chr5	122820163	122820313	id-81884	1	+	NA	NONE	4
chr5	122847954	122848104	id-81885	1.1e-05	+	GACTCTCCGGCCAGCGGCGGCGGTAGGAGGCACCA	V_CTCF_BR	15
chr5	122881334	122881484	id-81886	1.72e-06	-	AGTGTTGTGTCCCGATCGACCACTAGGTCGTGCCA	Upstream_CTCF	38
chr5	122890408	122890558	id-81887	2.2e-06	+	TGTGCTATTGATACAACAGCCTGTAGTGGGCAGCT	Upstream_CTCF	16
chr5	122893744	122893894	id-81888	3.71e-05	+	CTAGTACTTTCGCCTAGAGTCTCTAGAGGGAGTGT	Upstream_CTCF	16
chr5	122946916	122947066	id-81889	2.06e-07	-	CATGCTATTAAAGTTACTACCACCAGAGGACAGCA	Upstream_CTCF	40
chr5	123006780	123006930	id-81890	8.58e-08	+	AGGGCAACTCTCCATTCGGCCACTTGATGGCAGCA	Upstream_CTCF	39
chr5	123272995	123273145	id-81891	1.7e-05	+	CATGGAGAGGATCTCTATTCCACTAGGTGGTGCTG	Upstream_CTCF	40
chr5	123285599	123285749	id-81892	6.21e-06	+	CCTGTCCTTCACTTTTCTTCCAGCTGGGGACATCA	Upstream_CTCF	7
chr5	123357026	123357176	id-81893	1.06e-05	+	TATGTAATATTCTAGATTGCCACAAGGGGTTTTTC	Upstream_CTCF	16
chr5	123379218	123379368	id-81894	2.89e-07	-	GCTGGAATTCTATCCTCAGCCACTAGTGGTCACCT	Upstream_CTCF	32
chr5	123401326	123401476	id-81895	2.23e-06	+	CTCCAATATCATCAACCTTCCACTAGATGGCTAGC	UpstreamP1_CTCF	23
chr5	123512428	123512578	id-81896	1	+	NA	NONE	28
chr5	123625410	123625560	id-81897	4.17e-05	-	CTTGCCATTTCAGTTCCCAGCCAGAGGAGGGGCTG	Upstream_CTCF	28
chr5	123746905	123747055	id-81898	4.3e-06	+	TCTGCTATATCATCCTCAGACTGCAGGTGGGTGTC	Upstream_CTCF	29
chr5	123791529	123791679	id-81899	4.31e-05	+	AGGTAGGTGGAGCTCAACCACAGCAGAGGGTGATA	UpstreamP1_CTCF	4
chr5	123860356	123860506	id-81900	1.76e-05	-	CAGAAGTGAAACTCAGAGACCTCCTGGTGGCCAGA	UpstreamP1_CTCF	12
chr5	123967848	123967998	id-81901	6.64e-05	-	GCGGCTCTTCAGTGCATTGCTGGCAGAGGTTGCTG	Upstream_CTCF	4
chr5	123996011	123996161	id-81902	6.8e-06	+	GGTGAACCTCCCTGTTCTTCCTGGAGGTGGCCATG	Upstream_CTCF	8
chr5	124014410	124014560	id-81903	3.29e-05	-	AGGGCAACCACAGAACAGCCCACAGGAAGGAGCAC	Upstream_CTCF	9
chr5	124060761	124060911	id-81904	1	+	NA	NONE	26
chr5	124075107	124075257	id-81905	2.12e-06	+	GAGCCTTTTCCCCTCCTTGCCTCCAGGGGGAAAAT	UpstreamP1_CTCF	25
chr5	124080174	124080324	id-81906	1.01e-05	-	GCAGGAAGTCCAAGGGCGCCCTGGAGAGGCAACTG	Upstream_CTCF	16
chr5	124080399	124080549	id-81907	3.63e-05	+	GGCTGCGGTAGCACCAGCCCCACTGGAGGCCGGAC	V_CTCF_BR	16
chr5	124082259	124082409	id-81908	1	+	NA	NONE	16
chr5	124142197	124142347	id-81909	1	+	NA	NONE	3
chr5	124223938	124224088	id-81910	7.82e-06	-	GCGCTCTCCCACACACCCACCCCTAGAGGCTGCTT	UpstreamP1_CTCF	24
chr5	124242422	124242572	id-81911	1	+	NA	NONE	27
chr5	124245546	124245696	id-81912	2.23e-06	+	GGGTAGGGCCCCTAGATGGCCTCAGGATGGGGCCA	UpstreamP1_CTCF	3
chr5	124248723	124248873	id-81913	4.34e-05	+	AGTGGAAGTGTAGCTCTCAGCAGATGAGGGAGCCA	Upstream_CTCF	1
chr5	124308539	124308689	id-81914	1	+	NA	NONE	16
chr5	124390151	124390301	id-81915	5.55e-07	+	CTGTCAGTGTCTCCCATTACCCCCAGGTGGAACCC	Upstream_CTCF	8
chr5	124526518	124526668	id-81916	1	+	NA	NONE	8
chr5	124563132	124563282	id-81917	1.18e-05	+	ACTCTCTTTCCATTTCTGGCCACAAGGGGCCTCCT	UpstreamP1_CTCF	40
chr5	124634047	124634197	id-81918	1	+	NA	NONE	3
chr5	124674215	124674365	id-81919	4.38e-08	-	GCAGCACTACTCACAATAGCCAAGAGATGGAACCA	Upstream_CTCF	16
chr5	124685202	124685352	id-81920	1	+	NA	NONE	14
chr5	124747858	124748008	id-81921	9.31e-05	-	CTTGCAGTACATTTGTCTTCTGGCAGGAGCTGCAC	Upstream_CTCF	26
chr5	124748541	124748691	id-81922	4.7e-08	+	ACAGCCTCCGGAACAGCAGCCAGCAGATGGCTGCG	V_CTCF_BR	36
chr5	124911703	124911853	id-81923	1	+	NA	NONE	14
chr5	124920252	124920402	id-81924	2.47e-05	-	TGAGTTGCTCTGCTTTTGAACACTAGGAGGGCAAA	Upstream_CTCF	2
chr5	124925838	124925988	id-81925	8.02e-05	+	GTTTGCCTTGCAGGCAGGACCAGCAGGAGGCCTTT	Upstream_CTCF	1
chr5	125009375	125009525	id-81926	1	+	NA	NONE	20
chr5	125098700	125098850	id-81927	4.85e-07	-	CTGCAGCTGCATCTATGTTGCTGCAGAGGGCATGG	UpstreamP1_CTCF	22
chr5	125162050	125162200	id-81928	2.15e-05	-	AGATAGTAAAAATGTTGCACCAGTAGGGGTCAGGA	V_CTCF_BR	12
chr5	125171377	125171527	id-81929	9.31e-05	-	TGTGTAATTCCGCCCTTGACCACCCGTGTCATTGC	Upstream_CTCF	40
chr5	125182037	125182187	id-81930	1	+	NA	NONE	7
chr5	125210532	125210682	id-81931	5.41e-07	+	ATGCAGAACCCCTCAGTCGTCTCCAGGTGGCTCTG	UpstreamP1_CTCF	21
chr5	125230177	125230327	id-81932	1	+	NA	NONE	3
chr5	125312857	125313007	id-81933	1	+	NA	NONE	5
chr5	125323695	125323845	id-81934	5.74e-05	+	TGGCCACTACAGCCATATAGCACTGGAGGGTGCCC	UpstreamP1_CTCF	16
chr5	125384301	125384451	id-81935	2.8e-05	+	AGTGTAATGAATTTCCAGGCCACAAGAGGCATTTG	Upstream_CTCF	12
chr5	125436647	125436797	id-81936	8.97e-05	-	AGATGATTGGAGAGATTGGCCACTAGGCGGCCAAA	Upstream_CTCF	40
chr5	125440575	125440725	id-81937	1	+	NA	NONE	6
chr5	125465276	125465426	id-81938	1	+	NA	NONE	6
chr5	125570386	125570536	id-81939	5.55e-07	+	CAGGCAATACCGCTAACTGGCAGAAGAGGACAGTG	Upstream_CTCF	40
chr5	125636117	125636267	id-81940	4.21e-05	-	TAACATTTGCTACCCACCGCCTGCAGGGGCCATAG	V_CTCF_BR	18
chr5	125675018	125675168	id-81941	4.39e-11	+	CTGCAGTAAAAAGGCATAACCACCAGGTGGCAGCA	UpstreamP1_CTCF	40
chr5	125689710	125689860	id-81942	9.81e-06	+	CTAAATTAGGACTCATTATCCACTAGATGGTGCCA	V_CTCF_BR	38
chr5	125706054	125706204	id-81943	1.08e-05	+	CTGCAATGTCACTGACTAATCACAAGGGGAACAAG	UpstreamP1_CTCF	35
chr5	125706646	125706796	id-81944	1	+	NA	NONE	16
chr5	125707226	125707376	id-81945	2.8e-05	+	CCTGGCCATCCACGTCTGTCCCCCTGGTGGCCTCA	Upstream_CTCF	11
chr5	125812920	125813070	id-81946	6.64e-05	-	CATGCCCTACTCTCCTCTGTCTCTAGGTGCATGTT	Upstream_CTCF	2
chr5	125826356	125826506	id-81947	2.59e-06	+	CAGCAATTCCTTCTTCTCACCTTCGGGGGCCGGTG	UpstreamP1_CTCF	30
chr5	125828657	125828807	id-81948	1.73e-06	-	CATCTGCTTGCACCTCTGACCAGCAGGGTGCACTC	UpstreamP1_CTCF	37
chr5	125829719	125829869	id-81949	1	+	NA	NONE	13
chr5	125835785	125835935	id-81950	2.89e-07	-	GTAGCTCTGTTAGATTCTGCCAATAGGGGGCACTA	Upstream_CTCF	40
chr5	125872729	125872879	id-81951	1	+	NA	NONE	24
chr5	125874965	125875115	id-81952	6.49e-06	-	ATTGTCTTTACAGTGTTGACCTGTAGGTGTCACTG	Upstream_CTCF	40
chr5	125879936	125880086	id-81953	4.68e-07	+	ATTTTGGCCTCAGAGTCCTCCAGCAGGTGGCAGAC	V_CTCF_BR	40
chr5	125897728	125897878	id-81954	4.71e-06	+	GTAGCATAATTCACAATAGCCAAAAGGTGGCAGCA	Upstream_CTCF	15
chr5	125931030	125931180	id-81955	1.55e-07	-	CTGTGGCTCCCGGAGTCTTTCACCAGATGGCAGCA	UpstreamP1_CTCF	38
chr5	125936483	125936633	id-81956	5.13e-05	+	CGCTGGGACAGGCTGGCCTCCGCGCGGGGGCGCCC	V_CTCF_BR	40
chr5	125936975	125937125	id-81957	3.06e-08	-	AGAGGCCGCCGCAAGCCGGCCTCCAGGAGGCGCCA	V_CTCF_BR	40
chr5	125951205	125951355	id-81958	1.93e-05	-	AGTCTTCTTGCACTTAGAAACACTAGTTGGCACTA	V_CTCF_BR	3
chr5	125992213	125992363	id-81959	2.11e-06	+	TAATACTTCCGCTTCCTGACCAGAAGAGGTCGGTG	V_CTCF_BR	40
chr5	126011898	126012048	id-81960	5.08e-07	+	TGGACATTGGATCACTCGTCCACTAGATGGCAGTG	V_CTCF_BR	40
chr5	126015333	126015483	id-81961	9.84e-06	+	AAGAAATGCCAGCTAATGTCCACTAGAGAGCATGC	UpstreamP1_CTCF	40
chr5	126077150	126077300	id-81962	1	+	NA	NONE	12
chr5	126083823	126083973	id-81963	3.11e-05	+	TTTCGTCTTGGGTCTAAAAACAGCAGGGGGCAAAA	V_CTCF_BR	9
chr5	126087424	126087574	id-81964	1	+	NA	NONE	8
chr5	126112345	126112495	id-81965	2.8e-05	+	TTTGAATTTCCCTGAACCGCCGAGTGTGGGCGGTG	Upstream_CTCF	22
chr5	126113039	126113189	id-81966	2.43e-06	-	GGACCGTGATAAGGAGGGGACGGCAGGGGGCGAAG	V_CTCF_BR	36
chr5	126116057	126116207	id-81967	1.61e-05	-	ATACATTTACAACTACTGTCAGCCAGGTGGCAGCC	UpstreamP1_CTCF	40
chr5	126137761	126137911	id-81968	1	+	NA	NONE	35
chr5	126144460	126144610	id-81969	1.28e-06	-	ATGGTAATATCTGAAGAAGCCACAAGAGGGAAGTA	Upstream_CTCF	40
chr5	126173756	126173906	id-81970	2e-06	+	TCAGCTGTGAAACATTTTGCCACAAGATGGGGTTC	Upstream_CTCF	32
chr5	126182140	126182290	id-81971	2.06e-07	+	CATGGAATTTTAGGAGGTGCCACCAGAGGGGAATG	Upstream_CTCF	25
chr5	126183680	126183830	id-81972	4.7e-06	+	GTTACGCTGCCTCTTCCAACCAGCAGATGCCAGGA	V_CTCF_BR	3
chr5	126194195	126194345	id-81973	1	+	NA	NONE	2
chr5	126200127	126200277	id-81974	1	+	NA	NONE	4
chr5	126272844	126272994	id-81975	4.02e-07	+	CCTTCAGTGGTCCTTTGCCCCACTTGGGGGCAGTC	Upstream_CTCF	3
chr5	126299773	126299923	id-81976	8.81e-07	-	AAGGATAGATGAGGCATAGCCAGGAGGGGGAAGAG	V_CTCF_BR	3
chr5	126334172	126334322	id-81977	1.41e-05	+	CTGAGGCCACACACAGAAGCCATCAGGTGGAGACA	UpstreamP1_CTCF	5
chr5	126364541	126364691	id-81978	7.17e-05	-	CATGTACACTTCAGTCCGACCACTGGGGTGGAGCC	Upstream_CTCF	9
chr5	126365281	126365431	id-81979	7.73e-05	+	CTGGCAATCCCTTTCGCAGCCTCTAGGATTCTCCA	Upstream_CTCF	40
chr5	126366159	126366309	id-81980	1	+	NA	NONE	13
chr5	126366584	126366734	id-81981	3.63e-06	+	GACACGCCAGTATCTGGCACCGGCAGGAGGCGCGG	V_CTCF_BR	39
chr5	126378424	126378574	id-81982	1	+	NA	NONE	33
chr5	126406084	126406234	id-81983	7.49e-05	+	TTCTGCTGCAATCCCATTGGCAACAGAAGGCAGCA	V_CTCF_BR	3
chr5	126409134	126409284	id-81984	8.53e-09	+	CGGGCACTTCCGCCCGCACCCACCAGGCGCCGGCC	Upstream_CTCF	25
chr5	126420492	126420642	id-81985	1	+	NA	NONE	3
chr5	126455279	126455429	id-81986	1	+	NA	NONE	3
chr5	126479576	126479726	id-81987	1.48e-05	-	GAGTAATAGGTTTAAAGCACAACCAGGAGGCGCTG	UpstreamP1_CTCF	1
chr5	126533609	126533759	id-81988	2.67e-06	-	CCTGTTTGCCTGAGTATCACCAGCAGAGGCTGCAG	Upstream_CTCF	12
chr5	126553073	126553223	id-81989	6.15e-05	+	GCTGTGTAGGTGGGAGTGACCACTTGGTGGCCAGC	Upstream_CTCF	19
chr5	126565443	126565593	id-81990	1.21e-06	-	CTGGGCGTCCCTGCTTCGGCCCCCAGAGGGGGGTG	Upstream_CTCF	28
chr5	126616277	126616427	id-81991	7.9e-07	+	GTGCACTGCACAAAGGCTCCCAGCAGAGAGGGCAC	UpstreamP1_CTCF	22
chr5	126625726	126625876	id-81992	8.81e-07	+	CCGGGGCCTCCTCGGCGAGTCGGCAGAGGGAGCCA	V_CTCF_BR	38
chr5	126626262	126626412	id-81993	1	+	NA	NONE	15
chr5	126633169	126633319	id-81994	1	+	NA	NONE	6
chr5	126633830	126633980	id-81995	2.2e-07	-	CAGCAGGACAGCGCTGAAGCCACCTGGTGGAGGTG	UpstreamP1_CTCF	5
chr5	126635538	126635688	id-81996	5.34e-06	+	TGAGATAAGAGGTTTGTGTCCAGGAGAGGGCAATA	V_CTCF_BR	10
chr5	126649667	126649817	id-81997	4.96e-08	-	CCTGAAGTGACCTATTCCGCCAGGAGGTGGCGCTT	Upstream_CTCF	40
chr5	126662243	126662393	id-81998	1	+	NA	NONE	20
chr5	126709916	126710066	id-81999	9.41e-05	-	GGCCAAATGTTAAGTATTTTCAATAGGGGGCGCTA	V_CTCF_BR	39
chr5	126732562	126732712	id-82000	7.27e-06	+	TAGAGGTCAGCAGTGATGGCCACTAGGTGCTGCTG	V_CTCF_BR	19
chr5	126754826	126754976	id-82001	5.63e-06	-	TTGCAAGTACAAGACCCGTCCACAGGAGAGCAGAC	UpstreamP1_CTCF	4
chr5	126777910	126778060	id-82002	1.39e-05	-	GATATTTTTCATAAAGTGAGCAGCAGGGGGCAATG	V_CTCF_BR	30
chr5	126828724	126828874	id-82003	1	+	NA	NONE	36
chr5	126872505	126872655	id-82004	4.65e-05	+	TTTTTATTTTTTTTCAGAAACAGTAGAGGGAGCTA	V_CTCF_BR	36
chr5	126898036	126898186	id-82005	1.73e-05	+	ACCGTGGAAAAGTCAAAGGCCTGTAGGGGTCAGGC	V_CTCF_BR	38
chr5	126899983	126900133	id-82006	1.1e-06	+	CTGAAGACTGTTCACCCTGTCACTAGAGGGCACCA	V_CTCF_BR	39
chr5	126908801	126908951	id-82007	9.88e-07	+	GTAGCTGTTTTCAACCCATCCACAAGATGGAGCCT	Upstream_CTCF	32
chr5	126938294	126938444	id-82008	1.75e-07	+	CTGCAATCACTACTGAAGGCCACCAGGGTGCTCAT	UpstreamP1_CTCF	17
chr5	127082568	127082718	id-82009	1.1e-06	+	TTATGCCTGGTTTCATTTACCACCAGATGGCTCTA	V_CTCF_BR	39
chr5	127090515	127090665	id-82010	4.68e-05	-	CACCTATAACGTGTCCAGGCCACCTGGGGCAGACC	UpstreamP1_CTCF	3
chr5	127093307	127093457	id-82011	8.59e-05	+	CAAACAATCAAACATTTGTCCACTGGGTGCCACTG	V_CTCF_BR	39
chr5	127180620	127180770	id-82012	1	+	NA	NONE	1
chr5	127201096	127201246	id-82013	6.49e-06	-	CTGAAGCACCTGTCCTTGACCACTAGGGCAACCTA	UpstreamP1_CTCF	27
chr5	127211276	127211426	id-82014	2.15e-05	+	CTATATGAAGGAAAGCCAGCCCCTAGAGGTCAGTA	V_CTCF_BR	38
chr5	127213975	127214125	id-82015	3.4e-06	+	AACTGTGGTCATGTCCCCACCACTGGGTGGCAGGG	V_CTCF_BR	40
chr5	127244910	127245060	id-82016	1.64e-05	+	AATACCTTACGTTGACTGGCCACAAGTAGGAGCAC	V_CTCF_BR	40
chr5	127270793	127270943	id-82017	1	+	NA	NONE	19
chr5	127293063	127293213	id-82018	1	+	NA	NONE	20
chr5	127311770	127311920	id-82019	1.39e-05	-	TCTCTCCTACCCTCCCCAGCCACTGGTGGCCACTG	V_CTCF_BR	23
chr5	127333107	127333257	id-82020	5.38e-05	-	TCTAATTGCTTCTCTAGAACCAACAGGGGGATCGG	V_CTCF_BR	4
chr5	127376805	127376955	id-82021	1	+	NA	NONE	0
chr5	127417342	127417492	id-82022	1	+	NA	NONE	36
chr5	127419596	127419746	id-82023	1.82e-07	-	CCCGGCCAGTCCCGGGGCGCCGGAGGAGGGCGCCG	V_CTCF_BR	38
chr5	127491635	127491785	id-82024	1	+	NA	NONE	18
chr5	127537140	127537290	id-82025	2.44e-07	-	GCATCACTACCTACTCAGGCCACACGGGGGAGCCG	Upstream_CTCF	40
chr5	127549067	127549217	id-82026	5.72e-07	+	CTTCAGTGATTGTGTGGCAACAGTAGATGGCGATG	UpstreamP1_CTCF	40
chr5	127600418	127600568	id-82027	4.88e-05	-	CTGCAGATCCCTCGCTTCCCCACTAGGTACTATGT	UpstreamP1_CTCF	14
chr5	127686513	127686663	id-82028	5.08e-07	-	TGCTGTGCCACCCTCGGAGCCGCCTGGGGGAGCCC	V_CTCF_BR	6
chr5	127747967	127748117	id-82029	9.62e-05	-	CTGGAAAAGACACTCTCTTCCACTAGGTGTCCCAG	UpstreamP1_CTCF	23
chr5	127830329	127830479	id-82030	3.18e-06	+	GCACATGTTCAAGACTGTGCCTCTGGGGGGCAGCA	V_CTCF_BR	37
chr5	127834675	127834825	id-82031	3.66e-06	-	ATGTAAGAAGTACATACTCCCTGCAGGGGGCAAAA	UpstreamP1_CTCF	39
chr5	127870647	127870797	id-82032	1	+	NA	NONE	4
chr5	127872044	127872194	id-82033	1	+	NA	NONE	11
chr5	127872516	127872666	id-82034	4.43e-05	+	ACGTGTCAAGGAAAGCGCGTCGCAAGGTGGAGCGC	V_CTCF_BR	20
chr5	127874802	127874952	id-82035	2.96e-05	-	CCCGCGGCCGCGTGAGCTCCCTCTTGGTGGTGGAG	V_CTCF_BR	9
chr5	127972809	127972959	id-82036	1	+	NA	NONE	15
chr5	128002976	128003126	id-82037	6.19e-06	+	CAGTTCTGCAAAGTATTGTCAGCTAGATGGCACTG	UpstreamP1_CTCF	34
chr5	128010657	128010807	id-82038	1.64e-07	-	ACTGTACTGACAACAACTGCCACTATGGGGCAGCA	Upstream_CTCF	40
chr5	128031657	128031807	id-82039	1	+	NA	NONE	37
chr5	128178056	128178206	id-82040	1	+	NA	NONE	23
chr5	128180176	128180326	id-82041	1	+	NA	NONE	33
chr5	128241328	128241478	id-82042	1.97e-06	+	ATAACACTTTTCTCCTGTACCACAAGATGGCAGCA	V_CTCF_BR	39
chr5	128302220	128302370	id-82043	1	+	NA	NONE	8
chr5	128389257	128389407	id-82044	2.37e-05	-	TATGCACCTGCAATGTGGGCCAGTAGACAGATGGC	Upstream_CTCF	15
chr5	128429825	128429975	id-82045	4.14e-06	-	TGCAGAAGCATGCAGTCCTCCTCGAGATGGCAGTG	V_CTCF_BR	22
chr5	128430493	128430643	id-82046	1	+	NA	NONE	28
chr5	128430956	128431106	id-82047	5.92e-05	-	GCGGGCGACCGAGGACCACACACGTGGGGGCGTTC	V_CTCF_BR	17
chr5	128432166	128432316	id-82048	2.43e-06	-	ACTGCAATTCCCTATCTGAGCAGCAGGTAAGATTC	Upstream_CTCF	26
chr5	128449681	128449831	id-82049	1.16e-05	+	ATTGAAATTATTTTGTCCTCCACAAGATGGCTCTA	Upstream_CTCF	18
chr5	128461480	128461630	id-82050	1	+	NA	NONE	29
chr5	128462464	128462614	id-82051	1.15e-08	-	CTGCATTTTCCTTTGGCAGCAACCAGGTGGCGCTG	UpstreamP1_CTCF	40
chr5	128465106	128465256	id-82052	1	+	NA	NONE	3
chr5	128471424	128471574	id-82053	3.97e-07	-	AGGAAGAACTCACTCATTCCCACCAGATGGCACCA	V_CTCF_BR	25
chr5	128508366	128508516	id-82054	3.4e-06	+	TGTATTGTTGGAAAACTTACCAGCAGGTGGTAGCA	V_CTCF_BR	18
chr5	128577906	128578056	id-82055	1	+	NA	NONE	1
chr5	128607124	128607274	id-82056	1.48e-06	-	TAGTTAGACAGCAGAGCAACCACTGGAGGGCACTC	V_CTCF_BR	32
chr5	128697258	128697408	id-82057	9.81e-06	+	AAGAACATATTGAGTTTAGTCAGTAGGGGGAGCCA	V_CTCF_BR	36
chr5	128736257	128736407	id-82058	1	+	NA	NONE	29
chr5	128797254	128797404	id-82059	2.37e-05	-	GTTGCGGGGCGGATGCTGCCCCCGTGGGGCCGGGG	Upstream_CTCF	35
chr5	128877424	128877574	id-82060	1.64e-05	+	ATAGGCAGTACACTACACAACAGTAGAGGGAGCCA	V_CTCF_BR	33
chr5	129000162	129000312	id-82061	1.48e-06	+	CCACTAATTCCAGCCACTACCACCAGGGGGGGTAT	Upstream_CTCF	40
chr5	129034482	129034632	id-82062	4.73e-07	+	TGTGCACTTTAGGAGAAATCCACCAGGGGACTCCA	Upstream_CTCF	30
chr5	129103695	129103845	id-82063	1.39e-07	-	GCAGGCCTAGTAAATATCACCACCAGATGGCAGTA	V_CTCF_BR	40
chr5	129107148	129107298	id-82064	5.08e-07	+	GCTTGGAGTTACTCTCTCACCACCAGAGGGCAGGT	V_CTCF_BR	40
chr5	129110650	129110800	id-82065	1	+	NA	NONE	2
chr5	129188560	129188710	id-82066	3.06e-08	-	GTCTGTCACATAGTAACCACCACCAGGTGGCGCCA	V_CTCF_BR	40
chr5	129235269	129235419	id-82067	2.96e-05	+	TTACCATTATGATTATTAACCACTAGATGCCACAG	V_CTCF_BR	26
chr5	129240165	129240315	id-82068	9.81e-06	-	GGCGGTGGCGGCAGCGGCGGCAGCAGCGGCAGCTG	V_CTCF_BR	11
chr5	129242369	129242519	id-82069	7.49e-05	+	ACATTTCCTTGCTTCCCGGTCAAAGGGGGGCAGCC	V_CTCF_BR	23
chr5	129412817	129412967	id-82070	9.51e-07	-	GGCCTCATACTTCTTCTGGCCACATGTGGGCACCA	V_CTCF_BR	30
chr5	129444966	129445116	id-82071	3.81e-05	+	CATACTTTCTACTTCATTTCCACTAGGGGGTGATC	V_CTCF_BR	38
chr5	129477525	129477675	id-82072	1.15e-07	-	TGGGGGCCCTGGGGAAGCTCCAGCAGAGGGAGCTC	V_CTCF_BR	39
chr5	129534741	129534891	id-82073	1.48e-05	+	GTTCATCCCCTCTCTCTCTCCACAAGGTGTCGCAT	UpstreamP1_CTCF	37
chr5	129579444	129579594	id-82074	1.16e-05	+	AGGGTAATAGCAAGCTGCAGCTATAGGGGGCAACG	Upstream_CTCF	11
chr5	129713294	129713444	id-82075	1.16e-05	-	ACTGTTTTGCATCCCCCAGCCTATGGGAGGCAGCA	Upstream_CTCF	24
chr5	129722016	129722166	id-82076	1	+	NA	NONE	12
chr5	129793457	129793607	id-82077	1.15e-06	+	ACTGCATTTTCATTAATGGACACTGGGAGACACCT	Upstream_CTCF	5
chr5	129815253	129815403	id-82078	1.64e-06	+	AGCGCACTTCCTACTCCCCCCACCAGGTTGTGTTC	Upstream_CTCF	13
chr5	129881101	129881251	id-82079	9.25e-06	-	TTTAGAAAGCCTCCTACTTCCAGCAGAGGTAGCCA	V_CTCF_BR	6
chr5	129891234	129891384	id-82080	8.71e-06	+	CTACCCACACCTGAGCACTCCGGCAGGTGGCAGCT	V_CTCF_BR	6
chr5	130056173	130056323	id-82081	1.1e-05	-	AAATTCCTACCTGGATTATCCTCTAGAGGGAGCGA	V_CTCF_BR	39
chr5	130109671	130109821	id-82082	4.01e-05	-	ACACATTCATGTTCATCTACCTGAAGTGGGTGCTG	V_CTCF_BR	9
chr5	130207309	130207459	id-82083	4.24e-09	+	CCTGTAGTACTCCAGACAAACACCAGAGGGAGGAC	Upstream_CTCF	40
chr5	130247901	130248051	id-82084	1.17e-05	-	GGTTGCTGCCTCCTTTTTGGCTCTAGGTGGCACCT	V_CTCF_BR	27
chr5	130341787	130341937	id-82085	6.19e-06	-	AAGCCCTAAGACTCTACAACCAGTAGGTGGCAAAT	UpstreamP1_CTCF	22
chr5	130342124	130342274	id-82086	1.76e-05	-	GGTCACTACAGCCATATCTGCATTAGGGGGCACCC	UpstreamP1_CTCF	19
chr5	130355325	130355475	id-82087	1	+	NA	NONE	7
chr5	130404587	130404737	id-82088	6.49e-06	-	ATTGCAGTTTGTTCTTAAAACAGTAGATGGCTCCT	Upstream_CTCF	11
chr5	130445787	130445937	id-82089	1.41e-06	-	CATGCACTTCTCAGTATTCCCACAGAGGGGCAGAG	Upstream_CTCF	40
chr5	130500349	130500499	id-82090	1	+	NA	NONE	31
chr5	130500899	130501049	id-82091	2.11e-06	+	GGAACCCGCAGAGCGTGCGGCGCGAGAGGGCGCAG	V_CTCF_BR	36
chr5	130506768	130506918	id-82092	1	+	NA	NONE	24
chr5	130601245	130601395	id-82093	1	+	NA	NONE	39
chr5	130693519	130693669	id-82094	1	+	NA	NONE	2
chr5	130718179	130718329	id-82095	2.19e-05	-	CCTGGTACCTACTTCCAGACCACTAGGAGGAGTCT	Upstream_CTCF	40
chr5	130753077	130753227	id-82096	3.8e-08	-	TACGTTGGATACAGTGGAACCACCAGGTGGCGCCA	V_CTCF_BR	40
chr5	130758882	130759032	id-82097	1.92e-06	+	CTGTATTTACATATACTGCCCAAAAGAGGGGGCAA	UpstreamP1_CTCF	40
chr5	130832155	130832305	id-82098	9.81e-06	-	CAGAAAAGCAGACTAGTGGCCGCCAGGGGCTGGAG	V_CTCF_BR	5
chr5	130850689	130850839	id-82099	1.5e-05	+	TCGGCCTTCCCCAAATAAACCACCAGAGGATATCC	Upstream_CTCF	20
chr5	130869631	130869781	id-82100	2.86e-06	-	GGGAACTGTCTTTCTTTGGCCACTAGGAGCAACCA	UpstreamP1_CTCF	36
chr5	130899705	130899855	id-82101	8.98e-06	-	CTGTGTTACGCTTCTCTTGCCTGTAGGTGGTAAAA	UpstreamP1_CTCF	17
chr5	130925332	130925482	id-82102	2.15e-05	+	TGAAAATGTTACAGTTTTGTCAGCAGAGGGTGCTA	V_CTCF_BR	40
chr5	130945983	130946133	id-82103	1	+	NA	NONE	9
chr5	130970416	130970566	id-82104	1.69e-05	-	CTGACCCAGGCCCTTGTCGCCAGCAGGGTGCCGAC	UpstreamP1_CTCF	36
chr5	130970570	130970720	id-82105	1	+	NA	NONE	11
chr5	130971133	130971283	id-82106	1	+	NA	NONE	16
chr5	131082849	131082999	id-82107	8.56e-05	+	CTGCCATTATGTGGGTTGTCCACCAGGCACAATTC	UpstreamP1_CTCF	4
chr5	131132558	131132708	id-82108	1.76e-05	+	GGGCCATGCTAGCCACGGCCAGGCAGGGGTCGCTC	UpstreamP1_CTCF	21
chr5	131133702	131133852	id-82109	2.68e-05	-	ATTGTACGAGCTTCCTCATCCTGGAGGGGGAGTGA	Upstream_CTCF	0
chr5	131134388	131134538	id-82110	2.86e-06	+	TTGTACTTCAGCCTGGGCAACAGAGGGGGGCCCTA	UpstreamP1_CTCF	0
chr5	131146717	131146867	id-82111	3.09e-07	+	GTGAGAGCCTAGAAAGAGGCCAGGAGATGGCACCG	V_CTCF_BR	39
chr5	131213701	131213851	id-82112	4.1e-06	+	GGTTCAGTACTATCCACATCCACTGGGGGTCTTGG	Upstream_CTCF	6
chr5	131338898	131339048	id-82113	1.65e-07	-	CTGCTGTGCCGCCTGACCTCCAGAGGGGGGATTCA	UpstreamP1_CTCF	26
chr5	131343645	131343795	id-82114	6.46e-07	-	ATATGGTAAGAACATACTGACACCAGGGGGCAGCA	V_CTCF_BR	40
chr5	131347797	131347947	id-82115	6.21e-05	+	AGTTTGCAGACATGGGGAGCCTCCGGGTGCCACCT	V_CTCF_BR	5
chr5	131399229	131399379	id-82116	1.35e-11	-	GCTGCAGTTTCTGGAAGGACCACTAGGGGGAGACA	Upstream_CTCF	40
chr5	131400490	131400640	id-82117	1.21e-12	+	GCTGCAGTTTCTGGATTGACCACTAGGGGGAGGTG	Upstream_CTCF	40
chr5	131401170	131401320	id-82118	3.63e-06	+	AGGTCTGTGTGTCCAGATGGCGCCAGGGGGCAGCA	V_CTCF_BR	39
chr5	131407863	131408013	id-82119	1	+	NA	NONE	7
chr5	131439466	131439616	id-82120	2.28e-05	+	TCAGTCATCACCCTGCCTGCCTCTAGGGGTGGGGT	Upstream_CTCF	28
chr5	131445979	131446129	id-82121	3.65e-07	-	CCGGTGGTCAGCAGGGCCTCCTGCAGAGGGAGCAG	V_CTCF_BR	7
chr5	131470194	131470344	id-82122	1.97e-06	-	GAAAAATCTCCTTATGCTTCCAGCAGGGGGAGGAA	V_CTCF_BR	40
chr5	131512816	131512966	id-82123	1	+	NA	NONE	31
chr5	131515950	131516100	id-82124	1.13e-05	+	AAGTGTCTACTGGGTTTGGCCACTAGGAGGACCCA	UpstreamP1_CTCF	40
chr5	131526024	131526174	id-82125	4.71e-06	+	TAGGGTCTACCAATGGAAGCCACTAGAGGGAGATT	Upstream_CTCF	39
chr5	131557553	131557703	id-82126	1.81e-06	+	AGGGCAATTCCAAGACATACAACCAGAGGTCCCAC	Upstream_CTCF	28
chr5	131560856	131561006	id-82127	7.44e-06	-	GATGCAAGTACATGCAAGCCCAGCAGAGTGCTGGA	Upstream_CTCF	6
chr5	131563115	131563265	id-82128	4.71e-06	-	CGTGCAGTTCCCTCGGCTGTCGGGCGGGGCTGGGA	Upstream_CTCF	33
chr5	131563888	131564038	id-82129	1	+	NA	NONE	32
chr5	131573017	131573167	id-82130	5.17e-06	-	AGGGCAGTGTACTGCAGGGCCACAAGGCAGGGCTG	Upstream_CTCF	34
chr5	131574057	131574207	id-82131	4.24e-07	+	GTTGCAAAAATGAGGTTGGCCACCAGAGGGTGCAT	Upstream_CTCF	40
chr5	131599748	131599898	id-82132	1	+	NA	NONE	27
chr5	131601219	131601369	id-82133	2.81e-05	+	TAGATTATTAAAACCCTCAACTGAAGGGGGCAGAA	V_CTCF_BR	23
chr5	131607150	131607300	id-82134	7.62e-07	+	CCTGCAGTGCCCAGGTTGCCCCCTAGCGACCCCAC	Upstream_CTCF	4
chr5	131607488	131607638	id-82135	8.81e-07	+	TGGGCGCTCCGCTGAGCGGCCTGCAGGGGCTGCCC	V_CTCF_BR	3
chr5	131608540	131608690	id-82136	5.21e-08	+	CTTCCCCTTCCTCTCTCCCCCACCAGGGGGCGCGC	V_CTCF_BR	40
chr5	131614006	131614156	id-82137	4.14e-05	-	CACAAGTTGTCCACAGAGGCCAGCAGGGGCTGTGT	UpstreamP1_CTCF	2
chr5	131614287	131614437	id-82138	1	+	NA	NONE	2
chr5	131617660	131617810	id-82139	2.38e-07	+	TGTCATGTTGGCAATTTGGCCTCCAGGTGGAGGCA	V_CTCF_BR	20
chr5	131619236	131619386	id-82140	4.11e-07	-	GTGCACATCATAAAAACGGCCACCAGGGGCAATCA	UpstreamP1_CTCF	40
chr5	131629542	131629692	id-82141	1.71e-06	+	GCCGCCTGCGCGAGGCGCCACAGGAGAGGGCGCGC	V_CTCF_BR	37
chr5	131644635	131644785	id-82142	1	+	NA	NONE	0
chr5	131651630	131651780	id-82143	9.4e-06	-	CAGCTATTTTATCCCAGAAACACCAGAGAGCACTG	UpstreamP1_CTCF	21
chr5	131654512	131654662	id-82144	2.28e-05	+	ACAGGGATCCCCCGTCAGCACAGCAGGAGTCACTG	Upstream_CTCF	20
chr5	131656812	131656962	id-82145	3.18e-06	+	GACAGGTCTAGGGCTGCTGCCTGCAGGGGCAGCAG	V_CTCF_BR	6
chr5	131678335	131678485	id-82146	2.47e-05	+	ACAGCACTCAGAACACTGGCCACTAGCGGTTTCTT	Upstream_CTCF	9
chr5	131721179	131721329	id-82147	8.21e-06	+	GATGATTTCTGTCTGGCCTTCACTAGAGGGCAGCA	V_CTCF_BR	40
chr5	131722357	131722507	id-82148	8.02e-08	+	TTGCACCCATCTCCTCAGCCCAGCAGATGGCAACA	UpstreamP1_CTCF	40
chr5	131730298	131730448	id-82149	2.1e-06	-	CCTTTTCCTCTAAAGTTCACCACTAGAGGGGAGTG	Upstream_CTCF	7
chr5	131733173	131733323	id-82150	7.73e-06	-	TCAGGGGCCTGGCTGCTGCCCTCTGGCTGGCGCAA	V_CTCF_BR	1
chr5	131746164	131746314	id-82151	8.21e-06	+	CAGGCCAGAGCCCGAGGCGCCGCCAGCGGTCAGGT	V_CTCF_BR	12
chr5	131746697	131746847	id-82152	3.18e-06	-	GGCGTCGGGCCCGCCGGGTCCGCAAGGAGGAGCCC	V_CTCF_BR	40
chr5	131755439	131755589	id-82153	4.58e-08	+	ATGTTTTTTCCTTGTTTGGCCTGCAGGTGGCAGCA	UpstreamP1_CTCF	40
chr5	131762591	131762741	id-82154	2.72e-06	+	GAGCCCGGGTGGCTGGTGGCCACCAGGGAGCTCCA	UpstreamP1_CTCF	37
chr5	131779891	131780041	id-82155	3.88e-06	+	TTGCCGGCTGGGCTTCACACCAGTAGAGGGAACCT	V_CTCF_BR	0
chr5	131796036	131796186	id-82156	4.1e-06	+	AGTGTGCTTCCCATTCTTACCAGCAGTTGGTATCT	Upstream_CTCF	36
chr5	131800067	131800217	id-82157	8.71e-06	-	TTGTGGAAAAGAAACCCCAACAGTAGGGGGAGCGA	V_CTCF_BR	33
chr5	131805414	131805564	id-82158	3.45e-05	-	GTTCTCATTTAATCTTTGGCCACCAGAGGCTGCAT	V_CTCF_BR	29
chr5	131805704	131805854	id-82159	3.47e-07	-	GTGCTGTTCTGAAACAGGGCCGGCGTGGGGCAGAG	UpstreamP1_CTCF	5
chr5	131813221	131813371	id-82160	2.19e-05	-	GATGCATTCTCATTCCCAGCCACCAGGCTCGGGTC	Upstream_CTCF	25
chr5	131815914	131816064	id-82161	8.79e-07	+	CTGCACCACCTGCCATCACCCACTAGGAGAACCCA	UpstreamP1_CTCF	18
chr5	131825861	131826011	id-82162	6.8e-06	-	TGCGCGCAGCCGCCAGGGGCCTGTAGGTGGCCCGC	Upstream_CTCF	35
chr5	131826389	131826539	id-82163	1	+	NA	NONE	25
chr5	131831440	131831590	id-82164	1	+	NA	NONE	30
chr5	131835954	131836104	id-82165	1.71e-06	+	GAAGCTGAGGCTGGACCAACCAGTAGGGGCCACAC	V_CTCF_BR	3
chr5	131836981	131837131	id-82166	2.83e-07	-	GGTTGGTTTTCCATATTAGCCAGCAGGGGGTGCTG	V_CTCF_BR	40
chr5	131841922	131842072	id-82167	5.68e-06	+	CACCCTTTTCTCAAGCTGACCACTGGAGGGTGCAC	V_CTCF_BR	39
chr5	131862461	131862611	id-82168	1	+	NA	NONE	19
chr5	131926960	131927110	id-82169	5.96e-07	+	GGACCCTGCGTAAACTTGACCAGGAGATGGAGCAG	V_CTCF_BR	25
chr5	131989469	131989619	id-82170	9.81e-06	+	GGACCAAGAAACACTAGACACAGTAGAGGGCGGTC	V_CTCF_BR	8
chr5	131992163	131992313	id-82171	1	+	NA	NONE	23
chr5	131997418	131997568	id-82172	1	+	NA	NONE	23
chr5	131998909	131999059	id-82173	1	+	NA	NONE	15
chr5	132013082	132013232	id-82174	5.13e-05	-	TTTAGTTGCTCTGGTATCGCAGCGAGGGGGCGACA	V_CTCF_BR	35
chr5	132035613	132035763	id-82175	2.1e-05	-	GATGTCAGGCTTATTCCCACCACAAGAGGGGCATG	Upstream_CTCF	18
chr5	132050525	132050675	id-82176	1.72e-06	-	TTTGGTGTTTTAAATGTGACCACTAGGTGGTATTT	Upstream_CTCF	35
chr5	132072991	132073141	id-82177	7.17e-05	+	GCCGCGCCCCCGGGCCAGGCCGCTAGGATGAGAAG	Upstream_CTCF	22
chr5	132082648	132082798	id-82178	6.82e-05	+	GAATTCCATTTCAAGCCTGTCTGAGGAGGGCGCTC	V_CTCF_BR	38
chr5	132089404	132089554	id-82179	2.43e-06	+	TGCTCCAACCACAGTGCTGCCAGGAGGAGGAGCCG	V_CTCF_BR	37
chr5	132090799	132090949	id-82180	4.14e-05	+	ATGTGTTCATACCACTCTCCCTGCAGGGGTCCCCA	UpstreamP1_CTCF	39
chr5	132112010	132112160	id-82181	1.01e-05	-	GTTGATGTCCCTGGTGGTCCCTGCAGGGGTCTCAC	Upstream_CTCF	18
chr5	132127625	132127775	id-82182	9.67e-08	+	ACAGCTCTTCCTCATGTGTCCCGCAGGGGTGGCCA	Upstream_CTCF	2
chr5	132138099	132138249	id-82183	6.05e-06	-	TCCTCCGGCCTCAGCCTCTCAACTAGGTGGCACTA	V_CTCF_BR	19
chr5	132143186	132143336	id-82184	8.16e-07	+	GATGAGATGTATTGGTGAGACACCAGGGGGCAGAG	V_CTCF_BR	34
chr5	132155925	132156075	id-82185	4.38e-09	-	CTGACCCTTCAGGATACTGCCAGCAGAGGGCGCTG	V_CTCF_BR	40
chr5	132158780	132158930	id-82186	9.51e-07	+	CAGGAAGAGGCGCCGTGAGCCGGGTGAGGGCGCCG	V_CTCF_BR	11
chr5	132165711	132165861	id-82187	6.98e-07	+	AGAGGCGCAGGCCCCGGCGGCCGCAGGGGGCGGCA	V_CTCF_BR	40
chr5	132171127	132171277	id-82188	1	+	NA	NONE	7
chr5	132202030	132202180	id-82189	1	+	NA	NONE	39
chr5	132219047	132219197	id-82190	5.08e-07	-	TGACCATTCCACAGAAGATCCACCAGATGGCAGCC	V_CTCF_BR	40
chr5	132237570	132237720	id-82191	1	+	NA	NONE	17
chr5	132241718	132241868	id-82192	1	+	NA	NONE	18
chr5	132377721	132377871	id-82193	1.73e-06	-	TTGCTGTTTTAATTCAAAACCACCAGGAGGTTGGG	UpstreamP1_CTCF	29
chr5	132387171	132387321	id-82194	1	+	NA	NONE	20
chr5	132447011	132447161	id-82195	3.36e-07	+	AATCGCAGTGCTTGTGTTGCCACATGGGGGCGCCA	V_CTCF_BR	40
chr5	132450306	132450456	id-82196	1.26e-05	+	ACAGACATGCAGGGAGTGACCAGTAGTTGGAGTAG	Upstream_CTCF	4
chr5	132527028	132527178	id-82197	1.15e-06	-	GTGGCAGTCTGGAGAGTAGCCAGCAGATGGTCCCA	Upstream_CTCF	4
chr5	132528347	132528497	id-82198	1.47e-05	-	TGCAGTTTGAGTCCAGAGGCCGCCTGCTGGCAGAA	V_CTCF_BR	0
chr5	132555116	132555266	id-82199	1.37e-05	-	GCTTAGATGTCTACTTTTTCCAGAAGGAGGCAGCG	Upstream_CTCF	4
chr5	132562938	132563088	id-82200	2.68e-05	+	GGAGGAGGTCCACGGAGCTCCAGCGGAGGCATGTC	Upstream_CTCF	9
chr5	132566175	132566325	id-82201	1.64e-05	-	GCTCAAAAAAACCTCAAGACCAGCAGAGGGTGCAT	V_CTCF_BR	8
chr5	132567193	132567343	id-82202	7.9e-07	-	CTGCTGCACTCCAACCTGGGCGACAGAGGGAGACT	UpstreamP1_CTCF	4
chr5	132580184	132580334	id-82203	2.4e-05	+	ATAATCCAGAGACCCACTGCCAGGAGGGGCTGCAG	V_CTCF_BR	2
chr5	132583655	132583805	id-82204	2.38e-07	-	TGGTCAGCAATGCTGCTAGCCACAAGAGGGCAGCT	V_CTCF_BR	39
chr5	132590619	132590769	id-82205	1.34e-06	-	CAGAAGGACCACTCGTTGCCCCCTAGAGGGCTGCA	UpstreamP1_CTCF	5
chr5	132596541	132596691	id-82206	1.37e-05	-	GCCTCCTTTCTTACCACTGCCCCCAGAGGGCTTCC	Upstream_CTCF	37
chr5	132597809	132597959	id-82207	1	+	NA	NONE	7
chr5	132623317	132623467	id-82208	3.88e-06	-	ATCCTAGAGCAGAGTGCGGGCAGCAGGAGGCAGTG	V_CTCF_BR	40
chr5	132652147	132652297	id-82209	3.28e-05	+	AAGTCCCTGAACAGAGATTCCACCAGGAGGCGCTT	V_CTCF_BR	40
chr5	132652367	132652517	id-82210	2e-06	-	CGTGCACTGCACATAGTGAACGCCTGGTGGCTATT	Upstream_CTCF	2
chr5	132653381	132653531	id-82211	1.5e-05	+	GCAGAGATACCAGTGCCTCCCACAAGGGGTTGTTA	Upstream_CTCF	13
chr5	132655943	132656093	id-82212	3.97e-07	-	ATCTGACCCCACAGTGAAACCAGCAGGGGGCAGGA	V_CTCF_BR	31
chr5	132677762	132677912	id-82213	5.51e-07	+	AAGGAGAGCCTTCCTGTTGACAGGAGGGGGCACTG	V_CTCF_BR	10
chr5	132682873	132683023	id-82214	1.48e-06	-	CTGCTGTGTGACACACCTCCCGACAGAGGGAGTTC	UpstreamP1_CTCF	25
chr5	132686701	132686851	id-82215	8.21e-06	+	GTAAATTTTTTTATTTTGGCCAGCAGAGGGAAAGC	V_CTCF_BR	6
chr5	132689516	132689666	id-82216	5.98e-05	+	GTGCTGGACAGCGTTCTGGACATGCGGGGGCAGTG	UpstreamP1_CTCF	8
chr5	132701101	132701251	id-82217	6.34e-08	+	GCGGCTGTCATTTGAGCGGCCACCAGGGGACAGCA	Upstream_CTCF	33
chr5	132702288	132702438	id-82218	1	+	NA	NONE	15
chr5	132709153	132709303	id-82219	1	+	NA	NONE	4
chr5	132740564	132740714	id-82220	8.97e-05	-	CGTGGGTTTTCCCTCACTGCCACTTGGGGCACTGT	Upstream_CTCF	27
chr5	132757225	132757375	id-82221	1.03e-06	+	GTAACACTAGCAAGCTGGTCCAGGAGGGGGAGCCA	V_CTCF_BR	38
chr5	132759609	132759759	id-82222	9.14e-09	+	CCGGCGGTTCACCAGCTTACCACCAGGTGTCGCTG	Upstream_CTCF	40
chr5	132795966	132796116	id-82223	1.03e-06	-	ATGGCGGACAGACAGCTGCACACTAGGTGGCGCTG	V_CTCF_BR	40
chr5	132807502	132807652	id-82224	1	+	NA	NONE	4
chr5	132808728	132808878	id-82225	4.34e-05	+	TCTTTAGACACTTTTCCTCCCAGTAGGGGCAGCTG	Upstream_CTCF	2
chr5	132816550	132816700	id-82226	4.04e-08	+	GAGCAGCTCCCGACACCAAACAGCAGGTGCCGCAC	UpstreamP1_CTCF	3
chr5	132825399	132825549	id-82227	2.59e-06	+	CTGTAGGGCCCTGATGCCCTCCCTAGGTGGTGACA	UpstreamP1_CTCF	17
chr5	132862096	132862246	id-82228	3.86e-05	-	GGATCCTTACCCTACCTCTCCAATAGGAGTCGCAC	Upstream_CTCF	6
chr5	132868893	132869043	id-82229	2.18e-07	-	TCACTTTACTCCAGCCCGGACAGCAGAGGGAGGCC	V_CTCF_BR	3
chr5	132888729	132888879	id-82230	1.91e-08	+	AACGTAACTCTCCCTCTGACCTCCAGGGGGCGCGG	Upstream_CTCF	40
chr5	132925093	132925243	id-82231	9.26e-05	-	TTGCACTTCTTCCAGGATTCCACTGGGGACTTGGC	UpstreamP1_CTCF	20
chr5	132946712	132946862	id-82232	1.1e-05	-	GGCCACAGCCCGCCGCTCCCCTCTAGGTGTCGCTT	V_CTCF_BR	38
chr5	132948331	132948481	id-82233	3.24e-06	-	CTGGCCCTCCTCCCTCCGGGCCCTAGATGGCCCCA	Upstream_CTCF	12
chr5	132988748	132988898	id-82234	1	+	NA	NONE	3
chr5	133038611	133038761	id-82235	1	+	NA	NONE	2
chr5	133049115	133049265	id-82236	1	+	NA	NONE	3
chr5	133059213	133059363	id-82237	2.39e-05	-	TTGCAGCCCCATAGTGTGAGCTGCTGAGGCACGCC	UpstreamP1_CTCF	4
chr5	133082637	133082787	id-82238	9.4e-06	+	CCCCAATGACTCCTCCTGGCCACCAGGGGCACTGT	UpstreamP1_CTCF	30
chr5	133090361	133090511	id-82239	5.01e-06	+	GGGACAAAATGCCCAGTGCTCACTAGAGGGCAGTA	V_CTCF_BR	40
chr5	133115602	133115752	id-82240	2.1e-05	+	GAGCACCATATCACCAAGGCCTACAGAGGGCGTCT	UpstreamP1_CTCF	24
chr5	133121028	133121178	id-82241	6.05e-06	-	ATGTAGAGGTTCCCTGGAGCCTGATGGGGGCAGTA	V_CTCF_BR	15
chr5	133133025	133133175	id-82242	7.73e-05	+	TATGTAGTAAGACTGATGACCTGCAGGGTTGACTT	Upstream_CTCF	1
chr5	133164645	133164795	id-82243	1	+	NA	NONE	2
chr5	133176615	133176765	id-82244	2.55e-06	+	GATGGAGACCTCCTCATGCCCACAAGGCGGCAATG	Upstream_CTCF	9
chr5	133178113	133178263	id-82245	9.66e-05	+	TCAGCTTCCCTGGATCTGCCCGCAGGGAGCAGCAG	Upstream_CTCF	0
chr5	133199657	133199807	id-82246	3.36e-07	+	CCCACATTCGACACTGTGACCTCCAGGGGTCACCA	V_CTCF_BR	4
chr5	133202676	133202826	id-82247	2.15e-05	-	GATTCTGAGCAGGGTATGTCCAAAAGGGGGTGGCA	V_CTCF_BR	1
chr5	133204973	133205123	id-82248	3.09e-07	-	AGAAGGTGGTGAGGCTCGGGCAGTAGGTGGCGCTC	V_CTCF_BR	40
chr5	133218413	133218563	id-82249	2.01e-05	-	CCGGCCTTTCTCTGCCCTTCCTGTAGAGGATGCTG	Upstream_CTCF	3
chr5	133232214	133232364	id-82250	1.24e-05	-	GAAGGAAAGGCCTGATCAGGCGGTAGGGGGTGCCA	V_CTCF_BR	3
chr5	133242117	133242267	id-82251	1	+	NA	NONE	3
chr5	133246392	133246542	id-82252	1	+	NA	NONE	5
chr5	133255557	133255707	id-82253	2.1e-06	+	TATGCATGGTTTCAGGCCTCCACTAGGGGTCATGG	Upstream_CTCF	31
chr5	133280060	133280210	id-82254	1.38e-07	-	TCGCCATGCTGCCTTCTGTCCAGCAGGGGGTAGTG	UpstreamP1_CTCF	40
chr5	133304382	133304532	id-82255	1	+	NA	NONE	37
chr5	133315661	133315811	id-82256	1.73e-05	-	TTACCATGTTTATTTCTTTCCACTAGAGGTCACTA	V_CTCF_BR	38
chr5	133317485	133317635	id-82257	2.55e-06	+	GCTGCATTCTCAGCAGAGACCACAGGAGGAACCAG	Upstream_CTCF	28
chr5	133332447	133332597	id-82258	3.65e-07	-	GTGATGCTGCAACAGTGAGCCTGCAGAGGGAGCTC	V_CTCF_BR	40
chr5	133341003	133341153	id-82259	1	+	NA	NONE	28
chr5	133362375	133362525	id-82260	6.27e-08	+	GTGCACTCCCACCTACTCACCAACAAGTGGCAGCA	UpstreamP1_CTCF	40
chr5	133372974	133373124	id-82261	1.24e-05	-	CAGTTTAGCAAATTGATGGCCTGCAGGTGTCACTT	V_CTCF_BR	4
chr5	133375338	133375488	id-82262	8.53e-09	+	GCTGCTATTAGAGAATTAGCCACGAGGTGGCGCCA	Upstream_CTCF	40
chr5	133389119	133389269	id-82263	1.47e-05	+	AGGCGCCAGGAAGGAGGATCCTGCAGGAGGAAGCA	V_CTCF_BR	17
chr5	133406496	133406646	id-82264	5.7e-05	+	TCTGCGATTATTTTCTAGGCAGCAAGGAGGTGCTG	Upstream_CTCF	26
chr5	133407050	133407200	id-82265	1	+	NA	NONE	6
chr5	133435198	133435348	id-82266	1	+	NA	NONE	6
chr5	133437783	133437933	id-82267	1.92e-06	+	CGGCCCCTTCCAAATCCAGCCACCAGGGGGGGTCT	UpstreamP1_CTCF	40
chr5	133440808	133440958	id-82268	1.73e-06	+	CTGCAGCCCCAGGCTCTGTCCCCCTGCTGGCTGAT	UpstreamP1_CTCF	12
chr5	133468081	133468231	id-82269	4.11e-07	+	CTGCTGGCACAGTCCCCTGCCACTGGGAGGCGTTC	UpstreamP1_CTCF	16
chr5	133476271	133476421	id-82270	6.62e-09	-	CTGGAATTTCAAGCATCTGCCACCAGAGGGCAGCT	UpstreamP1_CTCF	40
chr5	133477070	133477220	id-82271	1.85e-07	-	TTGCTATACTGGGCTGTGAGCTCCAGTGGGCAGCA	UpstreamP1_CTCF	34
chr5	133481632	133481782	id-82272	4.22e-11	-	GGTGCAGTTCCCAGAACAGCCACAAGGTGGCAAAG	Upstream_CTCF	40
chr5	133507762	133507912	id-82273	1.32e-05	-	AGTGCATTAATAAAGTTGCGCGCCAAGTGGCGCTG	Upstream_CTCF	6
chr5	133519966	133520116	id-82274	1.41e-08	+	CAGTACTGACTGGCTCTGACCAACAGATGGCACCA	UpstreamP1_CTCF	39
chr5	133561207	133561357	id-82275	5.34e-06	+	GCAACCAATCCCTGCGCGGGAGGCAGGGGGCGCCG	V_CTCF_BR	34
chr5	133563066	133563216	id-82276	2.28e-05	-	CCTCCAGTGCCTTCTTCAGCCTGTTGGTGGGGATG	Upstream_CTCF	30
chr5	133578002	133578152	id-82277	1	+	NA	NONE	14
chr5	133625338	133625488	id-82278	2.11e-06	-	AGTCAGATTATCATAGTCTCCTCCAGAGGGAGCCC	V_CTCF_BR	40
chr5	133638629	133638779	id-82279	1.48e-05	+	TTGCTATTATATTAATTTTTCACAAGGTGTCACTG	UpstreamP1_CTCF	33
chr5	133707594	133707744	id-82280	2.27e-06	-	GGAGCTCACTTTGAGGGGACAAGAAGGGGGCGCCG	V_CTCF_BR	18
chr5	133710021	133710171	id-82281	5.65e-05	+	CAGGTTACAAGAGGACCCACCTGTGGGTGTCAGTG	V_CTCF_BR	21
chr5	133716914	133717064	id-82282	4.17e-05	-	GTGACTGTACCACTGCACTCCAGCAGGGGTGACAG	Upstream_CTCF	40
chr5	133747221	133747371	id-82283	4.43e-05	+	AGGGGACAGGATCAGCCGGCCGGCAGGGGTCCGCA	V_CTCF_BR	28
chr5	133747595	133747745	id-82284	6.82e-05	-	GCCCCCGCAGGCCGCCGCTCCGGGCGAGGGCGCTC	V_CTCF_BR	40
chr5	133775118	133775268	id-82285	2.53e-05	+	AAGTGTTCCCTGAGTTGGGCTGCCAGGGGGCAGGT	V_CTCF_BR	16
chr5	133798596	133798746	id-82286	4.88e-08	+	CTGCAATGCAGTCCATCCTCCAGGAGATGGCTCAG	UpstreamP1_CTCF	12
chr5	133848008	133848158	id-82287	7.62e-07	-	CCAGGAGGTGCTCCCTCCTCCAGCAGGTGGAGTGC	Upstream_CTCF	36
chr5	133860015	133860165	id-82288	1	+	NA	NONE	21
chr5	133860669	133860819	id-82289	1	+	NA	NONE	22
chr5	133860990	133861140	id-82290	1	+	NA	NONE	19
chr5	133861757	133861907	id-82291	1	+	NA	NONE	30
chr5	133861969	133862119	id-82292	9.25e-06	+	CCCCCGGGCCGGCGAGGGGGCGCGGGCGGGCGGGG	V_CTCF_BR	0
chr5	133862541	133862691	id-82293	8.91e-07	+	GGTGCGCGCCCGCGGGGCGACGGCAGGGGGCGTGG	Upstream_CTCF	38
chr5	133863333	133863483	id-82294	3.86e-08	+	CCTGCGGTCCCGCGGACTGCCTCCAGGGGCGGGCT	Upstream_CTCF	40
chr5	133881084	133881234	id-82295	1	+	NA	NONE	3
chr5	133890191	133890341	id-82296	9.26e-05	+	GTGCTTTATCTGTTGACATCAAGAGGAGGGCACGT	UpstreamP1_CTCF	25
chr5	133891884	133892034	id-82297	2.58e-07	+	GAAGCAATAACCATGGCAACCAGCGGGGGGTGGGA	Upstream_CTCF	23
chr5	133897562	133897712	id-82298	3.65e-07	+	GGCTAAACTGACTCTCCTCCCAGCAGAGGGCAGAC	V_CTCF_BR	40
chr5	133910397	133910547	id-82299	1	+	NA	NONE	1
chr5	133913580	133913730	id-82300	5.21e-08	-	GGAGGAAAATGCCCTCAGGCCGCCAGAGGGCGCTC	V_CTCF_BR	40
chr5	133917457	133917607	id-82301	1.16e-05	-	CTTGCAGCCTGCTGGACATCCTGGAGGTGGAGACA	Upstream_CTCF	21
chr5	133922574	133922724	id-82302	4.38e-09	-	CAGGGCTAGGGCCTAGCGGGCAGCAGGGGGCGCCC	V_CTCF_BR	40
chr5	133923006	133923156	id-82303	2.04e-05	+	CCGACTGTGTTCAGAGCGGCCAGAGGAGGCAGCAA	V_CTCF_BR	40
chr5	133968325	133968475	id-82304	6.37e-07	+	CTGCTGCCCACCGGTCCTCCCAGAAGGAGGGGCTG	UpstreamP1_CTCF	27
chr5	134073968	134074118	id-82305	6.8e-06	+	TTTCTTCACCTCCGAGTGAACAGCAGAGGGGGCTG	UpstreamP1_CTCF	40
chr5	134074979	134075129	id-82306	1	+	NA	NONE	25
chr5	134094330	134094480	id-82307	2.81e-05	-	GAAGGAAGAGAAAAGCCGACCGGAAGCTGCCGCTC	V_CTCF_BR	40
chr5	134120317	134120467	id-82308	5.34e-06	+	TGGGGCTGATTTCCCCTTACCAGCAGGTGGAGTGA	V_CTCF_BR	37
chr5	134187142	134187292	id-82309	1.34e-06	-	CAGCATCCCTGGCCTCTACCCACTAGATGTCAGTA	UpstreamP1_CTCF	39
chr5	134190093	134190243	id-82310	2.94e-06	+	TGAGAAATACAATAAAAGGCCAACAGGAGGCATTC	Upstream_CTCF	13
chr5	134240315	134240465	id-82311	3.09e-05	-	TAGCACCGAGCTGGGCTCCCCGCTTGGCGGCGCTG	UpstreamP1_CTCF	40
chr5	134241407	134241557	id-82312	2e-06	-	AGTTTAACGCACCACTTTTCCACTAGGTGGTGCTG	Upstream_CTCF	39
chr5	134252870	134253020	id-82313	1.99e-07	+	GAAATAGCTACTACAGGTGCCAGCAGGTGGAGCCC	V_CTCF_BR	38
chr5	134260198	134260348	id-82314	1	+	NA	NONE	27
chr5	134267494	134267644	id-82315	1	+	NA	NONE	7
chr5	134346861	134347011	id-82316	2.11e-06	+	GGGAATGCCCACTTTTGGCCCAGCAGGGGTCAGTC	V_CTCF_BR	37
chr5	134355158	134355308	id-82317	4.31e-05	-	CTACACTGCCCCAGATCCTCCAGCAGGTCAAGAGC	UpstreamP1_CTCF	15
chr5	134356032	134356182	id-82318	1.73e-05	+	TGGAAAGTTCCCAGATAGGCCACAGGAGGGAACGG	V_CTCF_BR	17
chr5	134361155	134361305	id-82319	8.97e-05	-	AGTGAAATGCCCTGGTTCTCCTCTTGAGGTCCTAT	Upstream_CTCF	5
chr5	134362760	134362910	id-82320	4.88e-05	-	CCCGCAACGTGCCGAGAGCCCACCGAGGGGCGTGC	Upstream_CTCF	5
chr5	134376466	134376616	id-82321	3.09e-07	+	CCGTTTCCGGCGCAAGGTGCCGGGAGATGGCAGCG	V_CTCF_BR	4
chr5	134395326	134395476	id-82322	2.27e-05	+	ACCCTGTGGGAGCTCACAGCCTATAGAGGGAGACA	V_CTCF_BR	31
chr5	134407583	134407733	id-82323	3.16e-05	+	CTTGCAATAGGATGTCTCTCCTCCAGGGGCTTTCT	Upstream_CTCF	10
chr5	134456806	134456956	id-82324	3.4e-06	-	GAACCCTCACTTTCTTCGCCCGCAAGGGGGCTCCA	V_CTCF_BR	4
chr5	134498486	134498636	id-82325	8.91e-07	-	TGTGCTAGCCCATGGTCGAACAGCAGAGGGAGTGG	Upstream_CTCF	31
chr5	134510529	134510679	id-82326	2.47e-07	-	AGGCAGTACCCAGCAACTCCCTGCAGGAGGTGGTA	UpstreamP1_CTCF	34
chr5	134515430	134515580	id-82327	1	+	NA	NONE	27
chr5	134517467	134517617	id-82328	5.12e-06	-	CTGAGATTACAGGTGTTCACCACCAGGGCCAGCTA	UpstreamP1_CTCF	17
chr5	134522696	134522846	id-82329	1	+	NA	NONE	22
chr5	134527151	134527301	id-82330	2.32e-08	-	GCGTCAGCACCACCGGCGGCCAACAGGTGGCAGGA	Upstream_CTCF	40
chr5	134539358	134539508	id-82331	9.78e-09	-	ACTGCACTTCATCATATTGACAGAAGAGGGCACTC	Upstream_CTCF	38
chr5	134540133	134540283	id-82332	4.88e-05	-	AAAAGATTTCTAAAATCTTCCACCAGGGGGCATTT	Upstream_CTCF	39
chr5	134544553	134544703	id-82333	1	+	NA	NONE	31
chr5	134553392	134553542	id-82334	6.98e-07	-	AGGTGCAACCCTGGCTGGCCCTCCAGGGGGCTCTG	V_CTCF_BR	32
chr5	134570828	134570978	id-82335	6.43e-06	-	GTTTTGGGGGCTATTTCCGCCTCTAGGTGGTAGAC	V_CTCF_BR	3
chr5	134581219	134581369	id-82336	4.17e-05	+	CCAGCATCAGAGGCCAGCCCCAGTGGTGGGAAGGA	Upstream_CTCF	12
chr5	134583669	134583819	id-82337	1.13e-05	-	CAGCACTGAGCTTAACATGCCACAAGGGGCTCAAC	UpstreamP1_CTCF	8
chr5	134585623	134585773	id-82338	8.9e-05	-	TAGCACTGCCCTGGATGAGCCCCCGAGTGGACCAT	UpstreamP1_CTCF	0
chr5	134591638	134591788	id-82339	1.02e-07	+	ATGCTGGGCCTTGCATTAGGCACCAGATGGTAGTA	UpstreamP1_CTCF	8
chr5	134600588	134600738	id-82340	2.96e-05	-	AAGGCAAGCAACTGCGAGTCCACATGGGGGCTGTC	V_CTCF_BR	9
chr5	134606153	134606303	id-82341	5.17e-06	+	GCAGGATTGGACTCCATGGCCTCTGGGAGGCGGGC	Upstream_CTCF	4
chr5	134640185	134640335	id-82342	6.49e-06	+	CTGCAGTGGTGGGCCCCCAGCAGGAGAAGCGCGGG	UpstreamP1_CTCF	4
chr5	134656091	134656241	id-82343	7.49e-07	+	GGGCTCTGTGCTCCCTTGGCCAGCAGGTGCCCTCG	UpstreamP1_CTCF	31
chr5	134668356	134668506	id-82344	5.86e-07	-	TGTGTTTTTCAAAGATCTTCCACTAGATGTCACCA	Upstream_CTCF	40
chr5	134690991	134691141	id-82345	1	+	NA	NONE	3
chr5	134698633	134698783	id-82346	5.17e-06	-	GGAGCAGTTTTCGGGTCATGCTGTTGGGGGAGCCA	Upstream_CTCF	1
chr5	134726917	134727067	id-82347	1	+	NA	NONE	12
chr5	134734656	134734806	id-82348	6.8e-06	-	GCCGCACTCCCTGTCCCCGCCGCTCGGGTCCGGCC	Upstream_CTCF	1
chr5	134761900	134762050	id-82349	5.51e-07	-	AGGGGCTAACAGTTCTGTACCACCAGAGGGCGATA	V_CTCF_BR	40
chr5	134767905	134768055	id-82350	2.12e-06	-	ATGCAGGGCGGAGAAGGAACCAGGACAGGGCTCTG	UpstreamP1_CTCF	2
chr5	134769645	134769795	id-82351	7.17e-05	-	AATGTTTGGGATCTTCAGGGCAGCAGATGGGGCTG	Upstream_CTCF	4
chr5	134773948	134774098	id-82352	1	+	NA	NONE	21
chr5	134793271	134793421	id-82353	3.11e-10	+	GAGTCCCGATAGCCTGTGGCCACCAGGTGGCAGCA	V_CTCF_BR	40
chr5	134798078	134798228	id-82354	1	+	NA	NONE	35
chr5	134801901	134802051	id-82355	8.52e-08	+	CTGCCAGTCCGACGAACTGCCGGTAGATGGCACTC	UpstreamP1_CTCF	40
chr5	134814785	134814935	id-82356	2.19e-05	+	GGGGGAGTGGTACAAGCCACCAGCAGGGGAGCTAG	Upstream_CTCF	7
chr5	134820654	134820804	id-82357	1.21e-06	-	GCATCAGTCTGCCCAGAGGCCACCTGGGGGGGACA	Upstream_CTCF	6
chr5	134823688	134823838	id-82358	1	+	NA	NONE	16
chr5	134824530	134824680	id-82359	5.68e-06	+	AGTGGGATGGGGCTTCCACCCGGCGGAGGGCAGAA	V_CTCF_BR	4
chr5	134870813	134870963	id-82360	2.02e-06	+	AGGCAGGGGACGCACTGCGGCGGCAGGAGGCGCTC	UpstreamP1_CTCF	14
chr5	134872677	134872827	id-82361	9.27e-07	-	TTCCACTGTCACCTGCTGCCCTCCAGGGGCCAGCT	UpstreamP1_CTCF	1
chr5	134882765	134882915	id-82362	1	+	NA	NONE	7
chr5	134887645	134887795	id-82363	8.03e-07	-	GCGGCCATATCTTATTCAACCAACAGGTGGCGTTG	Upstream_CTCF	39
chr5	134889638	134889788	id-82364	1.82e-07	+	CAGGGAGCTGTTTGAGCAGCCACGAGGTGGAGCTC	V_CTCF_BR	38
chr5	134896595	134896745	id-82365	1.97e-06	+	CACGCAAGTTGCAAAGGCACCACAAGATGGCGCTT	V_CTCF_BR	40
chr5	134901971	134902121	id-82366	7.33e-10	-	AGGTCCGCGCTGAGCCTCACCACCAGAGGGCAGCC	V_CTCF_BR	40
chr5	134905968	134906118	id-82367	4.31e-07	-	AAGACCACACTGAGCCTCAGCACCAGAGGGCAGCA	V_CTCF_BR	40
chr5	134998505	134998655	id-82368	1	+	NA	NONE	11
chr5	135065296	135065446	id-82369	5.17e-06	-	GAGGAACTTTCTGAGCTATCCACAAGGGGGTAGAC	Upstream_CTCF	28
chr5	135076883	135077033	id-82370	1.04e-05	+	CCCCTTTTATTAAAGTTGACATCCAGAGGGCAGCA	V_CTCF_BR	17
chr5	135081725	135081875	id-82371	7.84e-05	-	TGTATACGGAGAGGAGTGGGGCCTAGAGGGCGCTG	V_CTCF_BR	3
chr5	135086311	135086461	id-82372	3.65e-07	-	CATGTGTGCTACCAGTCTACCACCTGGGGGCGCAG	V_CTCF_BR	34
chr5	135165894	135166044	id-82373	9.49e-08	-	GAGGTCTCATCAAGATGCGCCAGGAGAGGGCGCTG	V_CTCF_BR	40
chr5	135167666	135167816	id-82374	1.84e-06	+	AAGGTTCTGTTTTGGGTGGCCACTGGGTGGAGGTG	V_CTCF_BR	9
chr5	135170250	135170400	id-82375	2.94e-06	+	AGTGCTGTGCCTTTAAGGTCCACTGGGGGCGTGAT	Upstream_CTCF	40
chr5	135170660	135170810	id-82376	9.51e-07	-	AGCCCTGGCAACTGCAAGACCACCAGGGGGATCTC	V_CTCF_BR	20
chr5	135209674	135209824	id-82377	1	+	NA	NONE	4
chr5	135216081	135216231	id-82378	4.7e-08	+	GAGGACTGCAACCAGGGTACCTGCAGGGGGCACCG	V_CTCF_BR	39
chr5	135219258	135219408	id-82379	4.41e-06	+	TCCCAGATGCCTAAGGTCGGCAGCAGAGGGCGTAG	V_CTCF_BR	38
chr5	135223167	135223317	id-82380	2.6e-06	+	CTGATACCCTGCAGAACCACCACTTGGTGGCAGTA	V_CTCF_BR	40
chr5	135227609	135227759	id-82381	2.39e-05	-	GAGGACCATCTGAGGGTTGCCACTAGGGGAGGCTG	UpstreamP1_CTCF	35
chr5	135231305	135231455	id-82382	2.97e-06	-	ATCAACAAGATGCAGGTAGGCTGCAGGGGGAGCCC	V_CTCF_BR	9
chr5	135265765	135265915	id-82383	3.09e-06	-	GCGGCGGTTCCGGGAGCGCCCCTTAGGTGGCATGT	Upstream_CTCF	20
chr5	135266232	135266382	id-82384	7.55e-07	-	CCGGGCCGCGGGAGGGGTCGCTCCAGGGGGCGCTC	V_CTCF_BR	2
chr5	135280771	135280921	id-82385	1.55e-05	+	ATAACACGGATTTGTTGTTGCACTAGAGGGCGCTG	V_CTCF_BR	40
chr5	135300493	135300643	id-82386	1	+	NA	NONE	15
chr5	135309036	135309186	id-82387	1	+	NA	NONE	7
chr5	135313214	135313364	id-82388	3.65e-07	+	ACCGCCGCTCTGTGGCCTTCCGCTAGTGGGCGCCG	V_CTCF_BR	38
chr5	135325534	135325684	id-82389	4.51e-05	-	ATTTCTGGGCAACTCTCAACCACTTGGTGACGCCA	Upstream_CTCF	5
chr5	135352885	135353035	id-82390	6.21e-06	-	CATGCTACCCCCTCCCTCTCCACAAGATGTCTAGG	Upstream_CTCF	16
chr5	135355150	135355300	id-82391	3.65e-05	-	CAGCAGGCGGCTACTGGTTCCGGCAGAAGGCCTGC	UpstreamP1_CTCF	24
chr5	135364586	135364736	id-82392	1	+	NA	NONE	32
chr5	135374981	135375131	id-82393	2.55e-06	+	TGTCCACTTCCTTTTGCTGCCCCCAGGGGGTATCA	Upstream_CTCF	20
chr5	135393820	135393970	id-82394	6.05e-06	-	TGACAAATCCACATGCCTGCCAGAGGATGGAGCCA	V_CTCF_BR	39
chr5	135398375	135398525	id-82395	1.73e-06	-	ATGATGTTCTTATCTATATACAGCAGATGGCAGGC	UpstreamP1_CTCF	40
chr5	135400357	135400507	id-82396	1.23e-05	+	CTGCCAAGGCTGATTCACTCCAGCAGGCGGAGCTC	UpstreamP1_CTCF	35
chr5	135402630	135402780	id-82397	1.81e-06	-	CCTGGAGTCCTCTCCCCAACCACAAGTGGGTGTGC	Upstream_CTCF	34
chr5	135411108	135411258	id-82398	2.6e-07	+	GGGTACAGTTTGGGAACCACCACCAGAGGGAGGGA	V_CTCF_BR	27
chr5	135415236	135415386	id-82399	2.6e-06	-	TGGGTGTTCGCAGTGATGGGCTCCTGGGGGCGCTC	V_CTCF_BR	24
chr5	135418249	135418399	id-82400	3.97e-07	-	ACTGTCCAGGGACATTTCCCCACCAGGGGGAGCAC	V_CTCF_BR	40
chr5	135444017	135444167	id-82401	1	+	NA	NONE	4
chr5	135456327	135456477	id-82402	1	+	NA	NONE	11
chr5	135468240	135468390	id-82403	1	+	NA	NONE	14
chr5	135509860	135510010	id-82404	1	+	NA	NONE	40
chr5	135547974	135548124	id-82405	3.11e-10	-	GTGTGAGTGGGGAGAGCAGCCACCAGAGGGCGCTG	V_CTCF_BR	40
chr5	135548324	135548474	id-82406	1	+	NA	NONE	5
chr5	135585474	135585624	id-82407	1.55e-08	+	GGAGCCACCGTCCAGCTGGCCACAAGAGGGCTCTC	V_CTCF_BR	40
chr5	135644243	135644393	id-82408	2.19e-05	+	AGAGGAAATGAAACAGAGCCCAGCAGAGGGCATCT	Upstream_CTCF	32
chr5	135647819	135647969	id-82409	7.15e-05	-	TTTACCCCCGTGACTTCTGCCTTAAGAGGGCGCTC	V_CTCF_BR	9
chr5	135700108	135700258	id-82410	1.34e-06	+	GCTTCAGAAATAAGACCCACCAGCAGGTGGCATTC	Upstream_CTCF	39
chr5	135709729	135709879	id-82411	3.18e-06	+	ACTCAGGAAGAACAACTGGCCTCTAGATGGCAGGT	V_CTCF_BR	37
chr5	135744830	135744980	id-82412	1	+	NA	NONE	4
chr5	135760673	135760823	id-82413	5.51e-07	-	CTATGCATGACACCTAGAAACACCAGGGGGCGCTG	V_CTCF_BR	39
chr5	135769753	135769903	id-82414	4.43e-05	-	ATAATATCCTGGAGCAGCGGGAGTAGGGGGCGCTA	V_CTCF_BR	1
chr5	135773502	135773652	id-82415	3.65e-05	+	CTGTTGGTGTTCATCTTGATCACCAGGCTGAGGCA	UpstreamP1_CTCF	0
chr5	135782362	135782512	id-82416	1.95e-07	-	TGTGCTGGTTGTCCTACTGCCAGGAGGTGGCGCTT	Upstream_CTCF	17
chr5	135973876	135974026	id-82417	8.98e-06	-	TGGTAGCCCCATCTGGTGTCCAATAGGTGGTAGCT	UpstreamP1_CTCF	27
chr5	136022081	136022231	id-82418	9.38e-09	-	ATGCAGTTTGACCTACAAGCCAGTAGATGGCACTT	UpstreamP1_CTCF	39
chr5	136105894	136106044	id-82419	3.55e-08	-	GAGCAGTGAGCCTAGACAGCCACTTGGGGGCGATG	UpstreamP1_CTCF	40
chr5	136116361	136116511	id-82420	1	+	NA	NONE	28
chr5	136135819	136135969	id-82421	1.56e-06	+	GTGTAGGGACCACCTCCTGACAGCAAGAGGAGGTA	UpstreamP1_CTCF	9
chr5	136138184	136138334	id-82422	2.15e-05	+	ACTCTATAATTTCAAGATGCCAGGTGAGGGCACTG	V_CTCF_BR	34
chr5	136141276	136141426	id-82423	1.63e-05	-	TCACCACTGCTAATATCTGCCACTGGGGGCAGAAA	Upstream_CTCF	37
chr5	136155729	136155879	id-82424	1.21e-05	+	AGAACAGTGTCCTCTGTGACCACATGGTGGCATCA	Upstream_CTCF	8
chr5	136226992	136227142	id-82425	1	+	NA	NONE	19
chr5	136352801	136352951	id-82426	1	+	NA	NONE	26
chr5	136375747	136375897	id-82427	9.25e-06	+	TCCAGCAGCTTCCCAGTGCCCACTAGGTGGTGATG	V_CTCF_BR	19
chr5	136386983	136387133	id-82428	1	+	NA	NONE	36
chr5	136391250	136391400	id-82429	1	+	NA	NONE	1
chr5	136410987	136411137	id-82430	8.58e-08	+	ACTGTCCCTCCTGCAGCTCCCGCTAGAGGGCGGCT	Upstream_CTCF	40
chr5	136422125	136422275	id-82431	2.96e-05	+	TGAGTGTGGGCAAAATCATCCTCTAGGAGGCAGAG	V_CTCF_BR	13
chr5	136432540	136432690	id-82432	2.04e-05	-	TGCTCCTGTGCTCCCTTGGCCCATAGGTGGAGGAG	V_CTCF_BR	5
chr5	136450251	136450401	id-82433	5.52e-05	-	CTGACAGCCCCCTCTTTCACCACAAGGAGTCCCAC	UpstreamP1_CTCF	17
chr5	136535806	136535956	id-82434	2.37e-05	+	TTTCCACCCCCTCCACCCTCCACCAGATGTCCCTG	Upstream_CTCF	25
chr5	136537674	136537824	id-82435	1	+	NA	NONE	32
chr5	136540253	136540403	id-82436	5.17e-06	+	CTTGCACTTCTAGCACTTACCCCTAGGGCAAGCTG	Upstream_CTCF	5
chr5	136542210	136542360	id-82437	1	+	NA	NONE	7
chr5	136556236	136556386	id-82438	3.63e-05	-	TTAGAGAAACCCAACAATTACACTAGAGGGCAGTG	V_CTCF_BR	40
chr5	136571343	136571493	id-82439	1	+	NA	NONE	11
chr5	136656239	136656389	id-82440	1.79e-08	+	CCTGAAATACCTCATACAGACACCAGAGGGAGCAA	Upstream_CTCF	40
chr5	136680538	136680688	id-82441	5.24e-09	+	CTTGCAATTCCAAAAGCTACCACCAGGCAGCAGTG	Upstream_CTCF	40
chr5	136711060	136711210	id-82442	9.88e-07	+	GGAGCACTGTCTGGGAAGGGCACTAGAGGGCCTTT	Upstream_CTCF	9
chr5	136797770	136797920	id-82443	6.51e-07	+	TGTGCTTAGCCTCTGGAGGCCACCAGGAGGCCACA	Upstream_CTCF	33
chr5	136815542	136815692	id-82444	8.71e-06	+	GGCAAGTCCCCTGCCTGGCCCTCTAGAGGGCATAC	V_CTCF_BR	6
chr5	136833168	136833318	id-82445	1.1e-05	-	GGCATCTGGTGCAGTCTTTCCAGCAGATGGCATCT	V_CTCF_BR	20
chr5	136835019	136835169	id-82446	2.74e-14	-	TCGGGCAGGCAGCGCGCGGCCACCAGGGGGCGCCA	V_CTCF_BR	40
chr5	136915849	136915999	id-82447	1.38e-06	-	ACCTGCCTTTTCCCTCCAGCCCCTAGAGGGCAGGA	V_CTCF_BR	40
chr5	136941226	136941376	id-82448	1	+	NA	NONE	34
chr5	136965351	136965501	id-82449	2.93e-07	+	TAGCAGTTGCTCTAAACTAACAGCAGATGGTGCTG	UpstreamP1_CTCF	40
chr5	136996132	136996282	id-82450	4.7e-08	+	CTACAGGAAAGATATGCTGCCACCAGGTGGCAGTG	V_CTCF_BR	40
chr5	137031851	137032001	id-82451	6.84e-06	+	ATGCACAGAGGGAGGGCATCAGCCAGGGGGCGCAG	V_CTCF_BR	26
chr5	137063861	137064011	id-82452	9.84e-05	-	TCTCATGGAGAGCTCACAATCTAGAGGGGGCAGCA	V_CTCF_BR	12
chr5	137071844	137071994	id-82453	3.66e-06	+	CTGCAGTGGAGTTTATCATCCACCTGGGGAAATTC	UpstreamP1_CTCF	28
chr5	137078834	137078984	id-82454	2.74e-08	-	GAAGAGATGTATACTTTTGCCAGCAGAGGGCACCA	V_CTCF_BR	40
chr5	137087669	137087819	id-82455	1.46e-07	+	CAGCTACTCTGCCATTCTGCCAGTAGATGGTGCTA	UpstreamP1_CTCF	40
chr5	137114782	137114932	id-82456	7.07e-08	+	GCAGTGTTCCATTCATCTGCCACCAGATGGCAGAG	V_CTCF_BR	40
chr5	137136478	137136628	id-82457	6.23e-05	-	CAGCAGCACACACTGGGGCCTTTCAGAGGGTAGTG	UpstreamP1_CTCF	8
chr5	137157962	137158112	id-82458	4.31e-07	-	TTTTGTGCTGCCTAAAGTGCCACGAGGTGGCAGCA	V_CTCF_BR	40
chr5	137167298	137167448	id-82459	1.56e-06	+	ATGCAGTACCGCTTCACACTCACTAGATGGACATA	UpstreamP1_CTCF	27
chr5	137225025	137225175	id-82460	1	+	NA	NONE	24
chr5	137225350	137225500	id-82461	1	+	NA	NONE	3
chr5	137227602	137227752	id-82462	4.51e-05	+	GGTGCAACACCACGCCCCGCCACTAGTTAATATTT	Upstream_CTCF	31
chr5	137259709	137259859	id-82463	1.93e-05	+	CTTTAAATTCTAACTGCCACCACTAGATGAGGCTT	Upstream_CTCF	30
chr5	137271799	137271949	id-82464	1	+	NA	NONE	2
chr5	137274786	137274936	id-82465	1	+	NA	NONE	3
chr5	137368062	137368212	id-82466	2.27e-06	+	AGAGGCGCAGCGCCAGCGGGCAGGAGAGGTCAGCA	V_CTCF_BR	23
chr5	137368695	137368845	id-82467	4.88e-05	+	ACGGCGAGCGGGAGGAGAGCGGCTGGCGGGCGGAG	V_CTCF_BR	10
chr5	137371743	137371893	id-82468	4.88e-05	+	ACAAGGTTGTGCACTCCGTACCCTAGGGGGTGCCA	V_CTCF_BR	40
chr5	137400923	137401073	id-82469	3.28e-05	-	GTGGGGGATCTCAGCCTGCCTCCCAGGGGGAGCTC	V_CTCF_BR	39
chr5	137404568	137404718	id-82470	5.51e-07	-	GTGGGCAGAACCAATCTCATCACCAGGGGGCGCAC	V_CTCF_BR	40
chr5	137412900	137413050	id-82471	1.76e-09	+	CCTGTTGTACTATTCACTGCCAGCAGATGGCAGGC	Upstream_CTCF	40
chr5	137417830	137417980	id-82472	9.88e-07	+	CAAGCATACCTAATGGTGCCCACTAGGGGTCACAG	Upstream_CTCF	20
chr5	137468802	137468952	id-82473	5.92e-05	-	GCAGGAGAATGGCGTGAACCCAGTAGGCGGAGCTC	Upstream_CTCF	21
chr5	137469254	137469404	id-82474	1	+	NA	NONE	40
chr5	137515996	137516146	id-82475	4.88e-06	+	TAGCATTCTTGGCATTTACCCACTAGATGTCAGTA	UpstreamP1_CTCF	39
chr5	137558577	137558727	id-82476	4.73e-07	+	TCTGTGATCCCGGCTTTGTCCGACAGATGGAACCA	Upstream_CTCF	40
chr5	137611218	137611368	id-82477	1.93e-05	+	TATGGCCATCCTGCTGTGGCCTCTGGGGGGCATTT	Upstream_CTCF	12
chr5	137612228	137612378	id-82478	5.52e-05	-	GGGCAATGCTGCTTATCTAGCAGGTGTTGGCAGTC	UpstreamP1_CTCF	14
chr5	137618958	137619108	id-82479	2.43e-06	-	AGTGTCACATGCATGCTTCACAGCAGAGGGCACTG	V_CTCF_BR	39
chr5	137641574	137641724	id-82480	3.81e-05	+	CTGCATCACAGTAGAGAATATACTAGGTGGTAGCA	UpstreamP1_CTCF	4
chr5	137688175	137688325	id-82481	3.36e-07	+	GGCGGAGCGCTGCGAGGGGCCAGGAGCTGTCGCCC	V_CTCF_BR	40
chr5	137688734	137688884	id-82482	8.61e-08	-	CGCTCGGGGTGCGGAGGTGCCGGCGGGGGGCGCTA	V_CTCF_BR	40
chr5	137690860	137691010	id-82483	1	+	NA	NONE	24
chr5	137746823	137746973	id-82484	8.17e-10	-	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr5	137785753	137785903	id-82485	1.74e-07	+	CCTGCGAGGATGGAAAAGCCCACTAGGTGGCGCAG	Upstream_CTCF	40
chr5	137793681	137793831	id-82486	1.38e-07	+	CTGCATTGGAATCCTGGCTCCACCAGTGGGCAGCT	UpstreamP1_CTCF	22
chr5	137799121	137799271	id-82487	3.5e-05	+	CTGCCCTTGCGGCAGGAGTCCTCTGAGAGGCGCAT	UpstreamP1_CTCF	32
chr5	137799889	137800039	id-82488	2.74e-08	+	GCTGGGAGTGGAGAGGGAACCTCCAGGGGGCAGCA	V_CTCF_BR	39
chr5	137800214	137800364	id-82489	2.43e-06	+	CACCAGCAGCCCCATCCCACCGACAGGTGGCAGAG	V_CTCF_BR	9
chr5	137801541	137801691	id-82490	5.51e-07	+	GTTCCTCGGCGCCGCCGGGGCCCCAGAGGGCAGCG	V_CTCF_BR	16
chr5	137825557	137825707	id-82491	8.71e-06	-	TCTCCGTCATGGAGTTTCCCCGGCAGAGGGCAAGC	V_CTCF_BR	3
chr5	137828081	137828231	id-82492	1	+	NA	NONE	11
chr5	137839549	137839699	id-82493	1.59e-06	-	GGAAAGTTTGTGCTGGTGACCACAAGGTGGTGGTA	V_CTCF_BR	40
chr5	137862978	137863128	id-82494	5.13e-05	-	AGAATGCTTGCTCCCCTATCCAAGGGGTGGCAGCA	V_CTCF_BR	30
chr5	137872419	137872569	id-82495	2.1e-06	+	AATGAAGTACCATCCCAGGACAGGGGGTGGTGCTG	Upstream_CTCF	40
chr5	137878272	137878422	id-82496	1	+	NA	NONE	6
chr5	137883786	137883936	id-82497	4.94e-06	-	ACTGAAGAATTACATTTCACCACTAGGTGTCCACA	Upstream_CTCF	39
chr5	137904317	137904467	id-82498	2.37e-05	-	CTGGCTTGTTTCTTTTTTTCCAGTAGGGGGTAATG	Upstream_CTCF	24
chr5	137915066	137915216	id-82499	4.59e-07	+	TTGCAAATACTCTCCACGACCACAAGGGGGATGTG	UpstreamP1_CTCF	40
chr5	137930488	137930638	id-82500	1.35e-05	-	ATGCAGTACCCATGTCATACCAAAGTGAGGCGCCA	UpstreamP1_CTCF	39
chr5	137931198	137931348	id-82501	7.73e-06	+	ATCTGGAGCTGCTGTCAAGCCAGCAGATGGAGTCA	V_CTCF_BR	28
chr5	137933276	137933426	id-82502	6.8e-06	-	GTTTAGCCTCAGCCTGACTCCACTGGGGGGTACTC	UpstreamP1_CTCF	4
chr5	137944986	137945136	id-82503	1.04e-05	+	GCCCAACCTGTAGTTCTTGCCTCAAGGAGGAGCTG	V_CTCF_BR	8
chr5	137946176	137946326	id-82504	3.73e-06	-	GCATCATTTTCCTTGCTGGCCACTGGAGGGCCAAT	Upstream_CTCF	37
chr5	137946976	137947126	id-82505	2.43e-06	+	CATCTCCGCCCTCCCTGCTCCTGGAGGGGGAGCTG	V_CTCF_BR	25
chr5	137955971	137956121	id-82506	3.11e-05	+	AGCAGCAGCCTCTTGAGACCCTGTAGGAGGCAGTG	V_CTCF_BR	2
chr5	137968931	137969081	id-82507	1.67e-08	-	GCTGCTGTGTTTAGAACAACCTGTAGGGGGCAGAG	Upstream_CTCF	40
chr5	137971202	137971352	id-82508	2.1e-05	+	CTTGACATTCCCCTTCAGTCCGAGAGGGAGAGCCA	Upstream_CTCF	7
chr5	137977626	137977776	id-82509	4.68e-07	+	CTGGTTTCAGCCAAACCAGACAGAAGGGGGCGCTC	V_CTCF_BR	40
chr5	137978849	137978999	id-82510	1	+	NA	NONE	14
chr5	137989302	137989452	id-82511	9.81e-06	+	AACCACAGGCAGGCCAGGATCTCTAGAGGGCAGGA	V_CTCF_BR	37
chr5	138043289	138043439	id-82512	1	+	NA	NONE	2
chr5	138061034	138061184	id-82513	1.59e-06	-	TACCCTGTAAGCTCACTCTCCTCCAGAGGGAGCAC	V_CTCF_BR	39
chr5	138061484	138061634	id-82514	8.89e-06	-	AGGGCTGTAATGGGCCTGTCCCCTAGCGGGGAGCC	Upstream_CTCF	24
chr5	138079344	138079494	id-82515	1.73e-06	-	CTGCCAGGAACCAGGCTGCCCAGCAGGAGGTGAGC	UpstreamP1_CTCF	10
chr5	138088081	138088231	id-82516	2.15e-05	+	GTGTTTGTAAATGTCCTCCCCGCAAGGTGGCTCTA	V_CTCF_BR	32
chr5	138110153	138110303	id-82517	9.51e-07	-	TCCAGGCTGGGGACAGGGACCACTAGGAGGAGCCA	V_CTCF_BR	21
chr5	138125497	138125647	id-82518	1.84e-06	+	ACACAGGACTCACTCACTACCTCAAGGGGGAGCTC	V_CTCF_BR	40
chr5	138125848	138125998	id-82519	1	+	NA	NONE	24
chr5	138160774	138160924	id-82520	1.71e-06	-	TCTCCCAATAGACCACGAGCCTCTAGGGGGCTGAC	V_CTCF_BR	7
chr5	138161080	138161230	id-82521	3.36e-07	+	CCACAGTGCCTCTTGGCTTCCAGTAGATGGCAGCA	V_CTCF_BR	36
chr5	138207320	138207470	id-82522	6.49e-06	+	CTGTGCTGCCTTCAAGTTACCACTGTGTGGCTGCA	UpstreamP1_CTCF	35
chr5	138258285	138258435	id-82523	1.11e-05	-	GGTGCGAGTCCACTGTTCAACAGAGGGGGACAGGC	Upstream_CTCF	7
chr5	138268247	138268397	id-82524	9.81e-06	-	TGCAGATGTTCAGCTGGTGGCAGTAGAGGGCGATG	V_CTCF_BR	36
chr5	138281262	138281412	id-82525	7.15e-05	-	AGAGAGGCCAAGTGATCTGCCTGTGGGGGCAGCAG	V_CTCF_BR	28
chr5	138308661	138308811	id-82526	1.24e-05	-	GATCCCTTCAGCCAGGTGGCAGGCAGGTGTCGCTC	V_CTCF_BR	5
chr5	138325108	138325258	id-82527	1.55e-05	+	TGGCAAGAGAAAAATGGGGCCCCCAGTGGTCACTA	V_CTCF_BR	14
chr5	138363597	138363747	id-82528	1	+	NA	NONE	14
chr5	138374700	138374850	id-82529	2.1e-05	+	TTGGTCTGTTGGTAATACACCAGCAGGGGAAGCAG	UpstreamP1_CTCF	33
chr5	138393105	138393255	id-82530	3.65e-07	-	AGCCTGCGGCCTCTGACTGCCAGGAGGGGGCAGGT	V_CTCF_BR	15
chr5	138414135	138414285	id-82531	7.61e-08	-	CCTGCTGTTCTGCGTCTCCCCAGCAGGAAGTGGTG	Upstream_CTCF	15
chr5	138427531	138427681	id-82532	1.14e-06	+	CTGTAATTTGCAATACAGCCCTGCAGATGGGGGAA	UpstreamP1_CTCF	35
chr5	138473450	138473600	id-82533	1.77e-05	-	ATGGTAGAGGTGGGTCTTTCCACAAGAGGGCCCCA	Upstream_CTCF	39
chr5	138526225	138526375	id-82534	1	+	NA	NONE	15
chr5	138529748	138529898	id-82535	4.24e-07	-	CTTGTAGTTCCTTCAGGTTCCACCAGGCAGCTGTA	Upstream_CTCF	40
chr5	138582330	138582480	id-82536	5.13e-05	-	GGCTGCTTTAACCCAGCAGCCCCTAGGGGCTGCAG	V_CTCF_BR	9
chr5	138587043	138587193	id-82537	6.98e-07	+	TTCACGCCAAAGTCTTCTGCCGGCAGAGGGCACTT	V_CTCF_BR	33
chr5	138598441	138598591	id-82538	2.34e-06	-	AGCCAGTTTCCTAAGCTGAGCAGCAGATGGCATCC	UpstreamP1_CTCF	40
chr5	138599440	138599590	id-82539	1	+	NA	NONE	5
chr5	138604312	138604462	id-82540	3.63e-05	+	CGATGATGTTTCCCTTCATGCTGTAGAGGGAGCCC	V_CTCF_BR	35
chr5	138607092	138607242	id-82541	8.02e-05	+	GCTGCACCATTTTACATTCCCACCAGCAGTGTATG	Upstream_CTCF	16
chr5	138609732	138609882	id-82542	5.55e-07	-	TCCGCAGGGCGCAGCAGCACCGGCAGAGGCCGGAG	Upstream_CTCF	31
chr5	138623997	138624147	id-82543	1.26e-05	+	TTTGACTTTCTCTGCACGATCACCAGATGGCATTA	Upstream_CTCF	26
chr5	138630068	138630218	id-82544	1	+	NA	NONE	39
chr5	138677384	138677534	id-82545	7.16e-08	-	TCAGCTCTGCCCTCCGAAGCCACTAGAGAGCGCGC	Upstream_CTCF	40
chr5	138704429	138704579	id-82546	1	+	NA	NONE	29
chr5	138709543	138709693	id-82547	3.63e-05	-	AGTGGGCAGGCTGACTGGTCTGCTAGAGGGAGCTC	V_CTCF_BR	18
chr5	138710940	138711090	id-82548	3.86e-05	+	CCAGCAGAGGCAGTATGGTGCAGTGGATGGGACAC	Upstream_CTCF	6
chr5	138721151	138721301	id-82549	1	+	NA	NONE	26
chr5	138728312	138728462	id-82550	1.09e-07	-	CCAGCGCTCCCCCGTAGGGCCAGCAGGGGTCCGAT	Upstream_CTCF	37
chr5	138728741	138728891	id-82551	4.14e-06	+	GCCCTCCTCCCCGCAGGGGTCGGCAGGAGGCGCAG	V_CTCF_BR	23
chr5	138729966	138730116	id-82552	4.14e-06	+	TGCACGAAGCCCGCGGCGGCCTGCAGGGGGCCCAG	V_CTCF_BR	30
chr5	138731723	138731873	id-82553	2.6e-06	-	TCGGTTTGAGGCCAAGTGCACAGGAGGGGGCAGTG	V_CTCF_BR	18
chr5	138738366	138738516	id-82554	3.73e-06	+	GCTGGAGTAGAAGGGGCGCCCTCTAGGGACCAGGA	Upstream_CTCF	40
chr5	138755617	138755767	id-82555	6.04e-07	-	TAGCTGGTGGCTGTGGTTCCCAGCAGGAGGCACCC	UpstreamP1_CTCF	4
chr5	138758099	138758249	id-82556	2.73e-07	+	ACTGCTGTTCTGCAGCTGACCAGATGATGTCACTA	Upstream_CTCF	40
chr5	138848086	138848236	id-82557	2.43e-06	-	AGGCAGGCAGGCTGAGGAGTCTGCAGAGGGAGCCG	V_CTCF_BR	24
chr5	138853358	138853508	id-82558	7.55e-07	-	GGTGCTGGGGAAGGCAGTGCCACCAGCAGGCACTG	V_CTCF_BR	16
chr5	138858341	138858491	id-82559	1	+	NA	NONE	3
chr5	138861358	138861508	id-82560	1.41e-06	+	GAGGCTGCTCTTAGAGACACCTCTAGGAGGCAGGC	Upstream_CTCF	36
chr5	138872297	138872447	id-82561	1	+	NA	NONE	5
chr5	138892477	138892627	id-82562	1	+	NA	NONE	16
chr5	138893238	138893388	id-82563	9.49e-08	-	TCTCTCCTTGTCCAACTGGCCACCAGGTGTCACCA	V_CTCF_BR	40
chr5	138897615	138897765	id-82564	3.42e-08	+	CGGGGCCAAGGCCCGGCCTCCGCTAGAGGGCGCTG	V_CTCF_BR	40
chr5	138897998	138898148	id-82565	1	+	NA	NONE	20
chr5	138923043	138923193	id-82566	6.43e-06	+	GGTTGGTCCTGGCCTTACCCCGCCGGAGGGCGCCA	V_CTCF_BR	27
chr5	138954762	138954912	id-82567	1.32e-05	+	TGGGCTTTGTCAATAGAGGGCACTAGAGGGACATT	Upstream_CTCF	40
chr5	139012979	139013129	id-82568	1.77e-09	+	ATGCTAGTGCCTTGAGTGGCCAGCAGAGGGCAGTG	UpstreamP1_CTCF	40
chr5	139015355	139015505	id-82569	4.5e-06	+	GGAGTCATTCTAGACAGGACCTTTAGGGGGAGCTC	Upstream_CTCF	40
chr5	139017048	139017198	id-82570	6.48e-05	+	CTCCACTTTCCAGCCAATGTCAGGAGGGGGGATCT	UpstreamP1_CTCF	15
chr5	139017342	139017492	id-82571	2.6e-06	+	GGGTGCGCCCTGCGCTTGCCCTGGTGGGGGCGCGG	V_CTCF_BR	30
chr5	139029268	139029418	id-82572	1.84e-05	+	GTGTTCCTCTAGCTGCGGAACTGTGGGGGGCGTAC	UpstreamP1_CTCF	23
chr5	139030045	139030195	id-82573	4.51e-05	-	GCGACCGCGCTCGCAGCCCCCGCCAGGCGGCCCCA	Upstream_CTCF	36
chr5	139034665	139034815	id-82574	1.93e-05	+	CAGCCCTAGGGAAGAGGGAACTGCAGAGGTCTCCC	V_CTCF_BR	4
chr5	139038200	139038350	id-82575	4.23e-06	+	CTGTTGCTTCCAGCAACAGCCGGCAGGGCCGGGCG	UpstreamP1_CTCF	25
chr5	139050335	139050485	id-82576	2.4e-05	+	ATATGCTTTAATGCTGTGGTCTGTAGAGGGCGACA	V_CTCF_BR	40
chr5	139060836	139060986	id-82577	1.93e-05	-	GCTCGCAGTTGATGCGCCGCCGGCAGGGCGCGCAC	V_CTCF_BR	0
chr5	139064709	139064859	id-82578	2.46e-08	-	ATCTGCAGCCTGTGTGCTGCCAGCAGCGGGCGGAG	V_CTCF_BR	25
chr5	139069154	139069304	id-82579	1.03e-06	-	CTGGGAGCCTGGTGGGAAGACACCAGGGGGAGCGG	V_CTCF_BR	36
chr5	139069735	139069885	id-82580	9.88e-07	-	AATGCAGTTTGCAGTTTTGACAGCAGATGTCTCTG	Upstream_CTCF	40
chr5	139073453	139073603	id-82581	1.21e-05	-	ACTGCAGGGCAGGAGAGGGCCACCTGGAGCTCAAA	Upstream_CTCF	9
chr5	139090628	139090778	id-82582	4.17e-05	-	TGGGCTGCGCTAATTAGCTTCCTCAGGGGGCGCCA	Upstream_CTCF	22
chr5	139091118	139091268	id-82583	1.97e-06	-	ACCCACCCCTACGGCGCGCCCTCATGAGGGCGCTC	V_CTCF_BR	38
chr5	139114148	139114298	id-82584	1	+	NA	NONE	2
chr5	139145268	139145418	id-82585	1	+	NA	NONE	4
chr5	139154806	139154956	id-82586	9.58e-10	+	GCTGCAGTACCTGGGAGGGCCGCGCGGGGGCGGGC	Upstream_CTCF	40
chr5	139167141	139167291	id-82587	9.07e-12	+	GGTGCAGTTTCCAAAAACACCAGCAGGTGGCGCCC	Upstream_CTCF	40
chr5	139167660	139167810	id-82588	8.43e-09	+	CTGGAAATTCTGCGTCTGGCCAGCAGAGGGAGGCG	V_CTCF_BR	37
chr5	139188319	139188469	id-82589	1	+	NA	NONE	6
chr5	139221141	139221291	id-82590	1	+	NA	NONE	21
chr5	139224094	139224244	id-82591	3.83e-09	-	CCGAGGCCACTTCCCAGGACCACCAGGTGGCGCAA	V_CTCF_BR	40
chr5	139242516	139242666	id-82592	3.88e-06	+	AGGATGTGCTGGGAGTCAGCCTCTAGGGGGCTGAT	V_CTCF_BR	33
chr5	139243779	139243929	id-82593	1.74e-10	-	AGAGCAGTTCCTTCCAGCACCACCAGGTGGAGGTG	Upstream_CTCF	40
chr5	139252075	139252225	id-82594	1.73e-06	+	CTGACCTTATCAGCTGTTGCCCCTAGAGGGAGCCT	UpstreamP1_CTCF	30
chr5	139273615	139273765	id-82595	4.65e-05	+	CAGCTTAACCTCATTCCTCTCGGCAGTGGGCGGTG	V_CTCF_BR	2
chr5	139335359	139335509	id-82596	2.53e-05	+	AGCCTGGAGCATGCTCTGCACTCCAGGGGGAGTCC	V_CTCF_BR	13
chr5	139345017	139345167	id-82597	7.97e-09	+	GCAGCAGCAGCCCCAGCTGCCAGCAGGAGGCCGTG	Upstream_CTCF	15
chr5	139348442	139348592	id-82598	8.76e-09	-	GCGCACCTTCCTCATCTCTCCACCAGGTGGCAGGG	UpstreamP1_CTCF	40
chr5	139354422	139354572	id-82599	1	+	NA	NONE	6
chr5	139386609	139386759	id-82600	1.1e-05	-	AGTAGCATCCTTGGCCCCTCCACTAGATGCCAGTA	V_CTCF_BR	1
chr5	139422858	139423008	id-82601	1	+	NA	NONE	40
chr5	139423226	139423376	id-82602	7.44e-05	-	GTCGAATATCCAGCGTTCACCAGGCGGTGGCAGGA	Upstream_CTCF	24
chr5	139452912	139453062	id-82603	9.39e-07	+	TCTGCTATTCTAAAATCTACCACTGAGTGGCAGCA	Upstream_CTCF	36
chr5	139455065	139455215	id-82604	6.21e-05	+	ACCACACTACCAAAACTAACCTCTTGATGTCACCA	V_CTCF_BR	32
chr5	139485739	139485889	id-82605	1	+	NA	NONE	8
chr5	139487153	139487303	id-82606	2.27e-06	+	GATAGGGCGCGCTCACGCGCGAGAAGGGGGCGGAA	V_CTCF_BR	29
chr5	139493381	139493531	id-82607	4.03e-06	-	CAGCCCCCCGTCCGCCCGCCCGCCAGGCGGCGCCC	UpstreamP1_CTCF	21
chr5	139496444	139496594	id-82608	2.19e-05	+	CTGCTGTATGTATAAGACACCACCTGTAGGAGCGG	UpstreamP1_CTCF	19
chr5	139498021	139498171	id-82609	1	+	NA	NONE	27
chr5	139513237	139513387	id-82610	3.45e-05	-	GAATAAGGAAGCATTCTACCAGCCAGAGGGCAGCC	V_CTCF_BR	4
chr5	139523905	139524055	id-82611	1.87e-09	-	CAGCAGCCTGTCTGAGGGACCAGCAGGGGGCGCAG	V_CTCF_BR	40
chr5	139525485	139525635	id-82612	4.68e-07	+	TCCCGGCGTGTCCCCGGCGCCGCCAGGGGGCGAAT	V_CTCF_BR	39
chr5	139528239	139528389	id-82613	1	+	NA	NONE	30
chr5	139536817	139536967	id-82614	3.86e-08	-	GCGGCATCGTCTATTAGGTCCACCAGGTGGCGACA	Upstream_CTCF	40
chr5	139549105	139549255	id-82615	9.25e-06	+	GTGGTTTCAGTATTGGTGGCCTGTAGGGGTCAGTT	V_CTCF_BR	36
chr5	139555226	139555376	id-82616	7.44e-06	+	CTGCCTATTCCGAGCTGGGCCAGCCGGGGGCAGGG	Upstream_CTCF	38
chr5	139580825	139580975	id-82617	3.81e-05	+	TATCCACCCCCTTCCACCACCACTAGATGTCTCAT	V_CTCF_BR	3
chr5	139585783	139585933	id-82618	1	+	NA	NONE	20
chr5	139606762	139606912	id-82619	3.55e-08	-	TTGCAACCCCTGGCCCTTCACACCAGGTGGCAGTA	UpstreamP1_CTCF	27
chr5	139619555	139619705	id-82620	5.08e-07	+	GCTCCGGTCCCTAGACTGGCCACAGGGGGGCACTT	V_CTCF_BR	40
chr5	139621848	139621998	id-82621	8.33e-05	+	ATAGCAATGACACCAGGCTCCAGAGAGAGGCGCTG	Upstream_CTCF	33
chr5	139624152	139624302	id-82622	5.51e-07	+	CCACTCATCTCATATTTGGCCACAGGGTGGCGCCA	V_CTCF_BR	40
chr5	139626025	139626175	id-82623	2.28e-05	+	GGTGCACGCTCTGCCCTGTCCAGCAGGAATATGGG	Upstream_CTCF	11
chr5	139641129	139641279	id-82624	1.38e-06	+	CTCGGCTGATTTGTATGGGTCAGCAGAGGGCAGAA	V_CTCF_BR	29
chr5	139716120	139716270	id-82625	1.24e-05	-	GCTCCCAAGTTGGGCCCTGCACCCAGGGGGAGCTG	V_CTCF_BR	8
chr5	139724876	139725026	id-82626	5.68e-06	-	GTGAATGGTGAGCACTGAGCCCCTAGGGGGCTGTA	V_CTCF_BR	20
chr5	139725591	139725741	id-82627	1	+	NA	NONE	23
chr5	139726358	139726508	id-82628	7.8e-08	+	TTGTGGGTAGGGCTACTGACCGGCAGGTGGCGGAG	V_CTCF_BR	40
chr5	139731425	139731575	id-82629	2.81e-06	-	AACTAAATTCCTGAAATGTCCCCTAGGGGGCAGTA	Upstream_CTCF	39
chr5	139737343	139737493	id-82630	2.74e-08	+	GAGCAGTGCCCTCGTGTGGCCTCCAGGAGAAGCGC	UpstreamP1_CTCF	40
chr5	139738581	139738731	id-82631	8.89e-06	-	CCTGTGAGGATGGAGGAGCCCACTAGGGGGTGTAA	Upstream_CTCF	40
chr5	139739574	139739724	id-82632	9.25e-06	+	TCTTACAAATACTCTTATGCCAGCAGGGGGTGGGG	V_CTCF_BR	11
chr5	139742866	139743016	id-82633	8.61e-08	+	CCGGCAGAGACAAGAGCAGCCGCTAGGGGGCAGGG	V_CTCF_BR	40
chr5	139746979	139747129	id-82634	8.02e-08	-	GGGCAGCTGCCACACTCCACCACCAGGGGTTGGCT	UpstreamP1_CTCF	19
chr5	139752575	139752725	id-82635	1.22e-07	+	CTGTGGTTCTGAAGTTTGGTCAGTAGAGGGAGCTC	UpstreamP1_CTCF	40
chr5	139781369	139781519	id-82636	1	+	NA	NONE	18
chr5	139927217	139927367	id-82637	2.47e-05	+	GCTGCGCTCCTCGACCTCAACGCCAGGCGGTTACT	Upstream_CTCF	38
chr5	139937133	139937283	id-82638	1	+	NA	NONE	21
chr5	139940088	139940238	id-82639	1	+	NA	NONE	11
chr5	139955076	139955226	id-82640	5.86e-07	+	ACTTCACCAGCCAACACCCGCAGCAGGGGGCAGTC	Upstream_CTCF	38
chr5	140012658	140012808	id-82641	4.43e-05	-	CAAGTGTGAAGCCTGGAAGCCGGCGGGTGCCGCTG	V_CTCF_BR	28
chr5	140014686	140014836	id-82642	2.44e-07	-	TGGGGTATGCCCAACAGGACCCGCAGGGGGCAGTG	Upstream_CTCF	40
chr5	140018810	140018960	id-82643	2.28e-05	-	GCTGCACCACTAGACCAGAGCCAGAGGCGTCGCTC	Upstream_CTCF	40
chr5	140023799	140023949	id-82644	1.48e-06	+	ATGTACCCTTAGTTGAGAGCCAGCAGGTGGTGGTG	V_CTCF_BR	5
chr5	140053988	140054138	id-82645	3.88e-06	+	CACCTCAGGCTAGAGTGTGCCTCTTGGGGGAGCCA	V_CTCF_BR	1
chr5	140058804	140058954	id-82646	4.65e-05	+	GAAAGCATCAGCTGTGCTACCACATGAGGTAGCTG	V_CTCF_BR	0
chr5	140070855	140071005	id-82647	4.01e-05	+	GAGCCGCCTGCTGTCTCGACCTGCGGTGGTTGCCC	V_CTCF_BR	19
chr5	140092201	140092351	id-82648	4.94e-06	-	AATGCATTTTGTTCTACCAACAAAAGAGGGCACTC	Upstream_CTCF	9
chr5	140099891	140100041	id-82649	4.94e-06	-	AATGCATTTTGTTCTACCAACAAAAGAGGGCACTC	Upstream_CTCF	39
chr5	140101035	140101185	id-82650	4.88e-05	-	TGGCAGTTGCCAGGGATTAGAGATAGAGGGAGGTG	UpstreamP1_CTCF	5
chr5	140114056	140114206	id-82651	1.16e-05	-	GCTGTCATCTTCTTCTCAGCCATGAGGTGGAACCC	Upstream_CTCF	32
chr5	140165607	140165757	id-82652	3.11e-05	+	GATCTAAAATTTACATTGGCCACATGATGTCGCTG	V_CTCF_BR	17
chr5	140174302	140174452	id-82653	1.93e-05	+	AGTAGAGCCTTCCTTTTAGCCACATGATGTCGCTG	V_CTCF_BR	23
chr5	140174937	140175087	id-82654	2.94e-06	+	GCTGCTTGATTCTCGGTTTCCTCTAGAGGGAGCAT	Upstream_CTCF	37
chr5	140180515	140180665	id-82655	4.21e-05	+	TTAATACTTACACGTTTAGCCACATGATGTCGCTG	V_CTCF_BR	29
chr5	140181170	140181320	id-82656	3.03e-05	+	ACAGCCTGGCTCTCGGTTTTCGCTAGAGGGCGCAT	Upstream_CTCF	28
chr5	140186500	140186650	id-82657	2.53e-05	+	TGCTACTTACGGTTTGGAGCCACATGATGTCGCTC	V_CTCF_BR	32
chr5	140187160	140187310	id-82658	2.6e-07	+	GCCGCTTGACTCTCGGTTTCCACTAGAGGGCGCCT	V_CTCF_BR	38
chr5	140201100	140201250	id-82659	1	+	NA	NONE	7
chr5	140201745	140201895	id-82660	9.39e-07	+	AATGCCAGATTCGCGGTTTCCGCTAGAGGGCGCGT	Upstream_CTCF	36
chr5	140207418	140207568	id-82661	9.41e-05	+	GATTTCTTACCTTTTGGAGCCGCATGATGTCGCTG	V_CTCF_BR	20
chr5	140208064	140208214	id-82662	8.46e-07	+	GCTGCCAGATTCTGTGTTTCCACTGGAGGGCGCGT	Upstream_CTCF	14
chr5	140213693	140213843	id-82663	2.53e-05	+	ATTCTTACTTACATGATGGCCACATGATGTCGCTC	V_CTCF_BR	19
chr5	140220651	140220801	id-82664	8.02e-05	+	TAATCATTACCTTTTGAAGCCACATGATGTCGCTG	Upstream_CTCF	23
chr5	140221294	140221444	id-82665	4.24e-07	+	AATGCCAGACTCTCGGTTTCCGCTAGAGGGCGCGT	Upstream_CTCF	33
chr5	140235362	140235512	id-82666	4.71e-06	+	ATCGTACTTACACCTAAAGCCACCGGATGTCGCTG	Upstream_CTCF	15
chr5	140236018	140236168	id-82667	4.02e-07	+	ACTGCTTGACTCTCGATTTCCACTAGAAGGCGCAT	Upstream_CTCF	12
chr5	140248404	140248554	id-82668	1.06e-05	+	ACAGTACTCACAGTTTTAGGCGCAAGGTGTCGCTC	Upstream_CTCF	22
chr5	140249076	140249226	id-82669	2.97e-06	+	GCAATCGGACTCGCGTTTTCCACTAGAGGGAGCTT	V_CTCF_BR	29
chr5	140254765	140254915	id-82670	7.73e-05	+	CTTGTACTTACATAATCAGTCACATGATGTCGCTC	Upstream_CTCF	13
chr5	140255445	140255595	id-82671	3.63e-06	+	GCCTCTGGACTCTCATTTTCCTCTAGAGGGCGCTT	V_CTCF_BR	15
chr5	140261600	140261750	id-82672	1	+	NA	NONE	20
chr5	140262241	140262391	id-82673	2.97e-06	+	ACCTCCGGAAACTCGATTTCCACTAGATGGCGCAT	V_CTCF_BR	23
chr5	140306128	140306278	id-82674	2.01e-05	+	GGGCGGCCTCGTCTCTGCACCCCTAGGCGGCGCTG	UpstreamP1_CTCF	34
chr5	140358006	140358156	id-82675	1.09e-06	+	GCTGCAGTCTGCAAAGCCAGCAGCAGATTGCAGTC	Upstream_CTCF	1
chr5	140412346	140412496	id-82676	1	+	NA	NONE	7
chr5	140419877	140420027	id-82677	6.84e-06	-	GACAAATTCGGATCTTTAACCAGCAGAGGGCGAGT	V_CTCF_BR	28
chr5	140420886	140421036	id-82678	1.12e-08	-	ATAGCATTTTCCTCATCTGCCACCAGGTGGCAGGT	Upstream_CTCF	39
chr5	140457299	140457449	id-82679	8.64e-05	-	TGCGCTTGGCTTCCGACTTCCGCAAGGGGAGGCAG	Upstream_CTCF	2
chr5	140464098	140464248	id-82680	5.01e-06	+	GCCCAGGTTTTCAGTTCGGACGCCTGGTGGCACTA	V_CTCF_BR	38
chr5	140474065	140474215	id-82681	7.84e-05	+	AAATAAATACTCGGAAGAGACGCGGGGTGGCGCTG	V_CTCF_BR	29
chr5	140479913	140480063	id-82682	3.36e-05	+	ATTTTGTAACTGCAAGCGAACGCATGGTGGCGCTG	UpstreamP1_CTCF	34
chr5	140501241	140501391	id-82683	9.66e-05	+	TGTTAATTTCTCAATCAAGACGCAGGGTGGCGCTG	Upstream_CTCF	18
chr5	140514697	140514847	id-82684	6.18e-07	+	TATGCAATAGTAAATTAGGACGCCTGGTGGCGCTG	Upstream_CTCF	34
chr5	140515122	140515272	id-82685	2.58e-05	-	TTTGTAATGCATTCGCGCGCCCCGAGTGGCCAGTT	Upstream_CTCF	0
chr5	140529508	140529658	id-82686	1.01e-05	+	CATGAAGTTATTAGTTTGAACGCGTGGTGGCGGTA	Upstream_CTCF	27
chr5	140535260	140535410	id-82687	2.94e-06	+	TCTGAAGTTGTAAAGCAGAACGCTTGGTGGCGCTG	Upstream_CTCF	17
chr5	140552083	140552233	id-82688	2.1e-05	+	CGGGAATAACATCCACAAAACGCAAGGTGGCGCTG	UpstreamP1_CTCF	39
chr5	140557294	140557444	id-82689	2.58e-05	+	AATGTAAGATCCTGTGAGGACCCGTGGTGGCGCTG	Upstream_CTCF	10
chr5	140561839	140561989	id-82690	1	+	NA	NONE	30
chr5	140566584	140566734	id-82691	6.98e-07	+	CATTTGACTGTGTTGGAAGCCACAAGGTGGCGCTG	V_CTCF_BR	37
chr5	140571794	140571944	id-82692	2.01e-05	-	CTGCAGCGCCACCGTGTGGCCTCCACCAGATTTCA	UpstreamP1_CTCF	40
chr5	140579039	140579189	id-82693	1.83e-05	+	ACTGTGAAAATCTATGGAGACACTTGGTGGCGCTG	V_CTCF_BR	19
chr5	140588151	140588301	id-82694	4.88e-05	+	ACTGTGAAAATCTGTGGAGACGCGTGGTGGCGCTG	V_CTCF_BR	20
chr5	140593373	140593523	id-82695	1.5e-05	+	AATGTAAGATCCTGTGAGGACGCGTGGTGGCGCTG	Upstream_CTCF	36
chr5	140602771	140602921	id-82696	4.65e-05	+	TGAAAAAAAAAACATGGAGACACATGGTGGCGCTA	V_CTCF_BR	29
chr5	140613811	140613961	id-82697	1	+	NA	NONE	31
chr5	140624828	140624978	id-82698	1	+	NA	NONE	30
chr5	140652596	140652746	id-82699	8.61e-08	+	AGGTGGAACACAGCTCCTGCCACAAGGTGGCAGTC	V_CTCF_BR	10
chr5	140699819	140699969	id-82700	1.15e-08	+	ATGCAATGCCAAGTCCCAACCTCTAGGTGCCGCTG	UpstreamP1_CTCF	40
chr5	140705667	140705817	id-82701	4.51e-05	+	CTAGGGATATCATACTAGGCCTCTGGGTGCCGCTG	Upstream_CTCF	38
chr5	140709906	140710056	id-82702	1.16e-05	+	AATGCAGTAACTGGTTAGGACTGTGGGCGCCGCTG	Upstream_CTCF	40
chr5	140718225	140718375	id-82703	1	+	NA	NONE	40
chr5	140723270	140723420	id-82704	8.64e-05	+	GATGCAGTAAACGGTTAGGCCTCTTAGTGTCGCTG	Upstream_CTCF	40
chr5	140729528	140729678	id-82705	5.41e-07	+	GTGCAGTTTTCCAAGACAACCTCTGGGCGCCGCTG	UpstreamP1_CTCF	40
chr5	140734499	140734649	id-82706	1	+	NA	NONE	40
chr5	140739424	140739574	id-82707	2.5e-05	+	GTGCAGTTTCCTGAGAAAACCTCTGAGCGTCGCTG	UpstreamP1_CTCF	37
chr5	140743625	140743775	id-82708	1	+	NA	NONE	26
chr5	140749665	140749815	id-82709	7.54e-08	+	CTGCAGTTCTGCAGCAGAGGCGCCGGGTGCCGCTC	UpstreamP1_CTCF	33
chr5	140753338	140753488	id-82710	7.17e-05	+	GATGCAGTATTAAGTTAGGACTCTAAGCGTCGCTG	Upstream_CTCF	35
chr5	140755066	140755216	id-82711	1.67e-07	+	ACTCACTGGCAGAAGACACCCTCCAGGGGGCGCCC	V_CTCF_BR	13
chr5	140762156	140762306	id-82712	1	+	NA	NONE	35
chr5	140767120	140767270	id-82713	2.86e-06	+	CTGTAGTTTCCTAGTGCTGACTCTGGGCGCCGCTG	UpstreamP1_CTCF	37
chr5	140772098	140772248	id-82714	1	+	NA	NONE	29
chr5	140777366	140777516	id-82715	2.86e-06	+	CTGTAGTTTCCTAGTGCTGACTCTGGGCGCCGCTG	UpstreamP1_CTCF	33
chr5	140778290	140778440	id-82716	1	+	NA	NONE	5
chr5	140782228	140782378	id-82717	1	+	NA	NONE	39
chr5	140787427	140787577	id-82718	4.02e-07	+	GCTGCTGTCCCGCACGGAGCCTCTGGGCGCCGCTG	Upstream_CTCF	38
chr5	140792450	140792600	id-82719	1	+	NA	NONE	39
chr5	140797086	140797236	id-82720	2.06e-07	+	GTTGCAGTCCCACACAGAGCCTCTGGGCGCCGCCG	Upstream_CTCF	39
chr5	140800475	140800625	id-82721	7.23e-07	+	GTTGCAATAATAAGAATGGGCTCTAGGCGCCGCTG	Upstream_CTCF	38
chr5	140810028	140810178	id-82722	1	+	NA	NONE	34
chr5	140819070	140819220	id-82723	6.19e-06	+	CTGCAGTTCTAGAGTAGGGACTCAGAGTGCCACTG	UpstreamP1_CTCF	9
chr5	140855383	140855533	id-82724	8.02e-05	+	CGTGCAGTTATTGGCTGGGACTCTGTGTGCCGCTG	Upstream_CTCF	34
chr5	140858018	140858168	id-82725	1	+	NA	NONE	33
chr5	140891999	140892149	id-82726	1.22e-08	-	AACTTTAACCAGGCTATGGCCACTAGGGGGCGCAC	V_CTCF_BR	40
chr5	140904390	140904540	id-82727	1.09e-10	-	CTGCACTGGTGATGCTCAGCCAGCAGGTGGCGCTG	UpstreamP1_CTCF	40
chr5	140937530	140937680	id-82728	1.39e-07	-	AACAGACTCCCTATCTTGGCCGCCAGGGGGTGCCC	V_CTCF_BR	40
chr5	140940559	140940709	id-82729	4.1e-06	-	CTTGCATTTTTCTTTTCGGCCACGGGGTGCGCGCA	Upstream_CTCF	39
chr5	140943858	140944008	id-82730	1	+	NA	NONE	40
chr5	140947194	140947344	id-82731	6.94e-09	-	CCTGTGATATCTCTTCTGTCCACTAGGTGGCACTC	Upstream_CTCF	40
chr5	140971702	140971852	id-82732	4.98e-09	+	CTGCATTTCCTGAGCTAGTCCAACAGAGGGCAGCA	UpstreamP1_CTCF	40
chr5	140998752	140998902	id-82733	6.53e-09	-	GAGGCCTGCGCTGCTCCAACCGCCAGGGGGCGGTG	V_CTCF_BR	40
chr5	141017707	141017857	id-82734	4.73e-07	-	GCTGTGGTTCCGACATGAGGCCCTGGGGGGCGAGC	Upstream_CTCF	39
chr5	141021603	141021753	id-82735	6.21e-06	-	TCTGGTACTTCCACCTTGTCCACAAGGAGTCTCCC	Upstream_CTCF	39
chr5	141028782	141028932	id-82736	2.18e-07	-	CCCAATAGGGAACAGAGAACCTCCAGAGGGCGCAG	V_CTCF_BR	5
chr5	141031062	141031212	id-82737	8.64e-05	+	GCTGCGAATACGCCGGCAGGGTCCGGGTGGCGGGG	Upstream_CTCF	7
chr5	141041703	141041853	id-82738	1	+	NA	NONE	2
chr5	141044659	141044809	id-82739	8.43e-09	+	ACCAGACTTCCCAGAGCCACCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr5	141049188	141049338	id-82740	1.03e-05	-	GTGCTGTGGGCAAGGTGAGACAGGAGAGCGCCCTC	UpstreamP1_CTCF	28
chr5	141057117	141057267	id-82741	3.24e-06	-	GTTGCTATGTTGGGAGTGGTCTGTAGGGGGCCAAA	Upstream_CTCF	37
chr5	141071739	141071889	id-82742	3.8e-08	+	GGCGCGTTCCCACATATGTCCACTAGATGGCGCCC	V_CTCF_BR	40
chr5	141081805	141081955	id-82743	1.31e-05	+	GTGTCTGCCGCTTGAGATGCCATCAGGGGGCGCCC	V_CTCF_BR	40
chr5	141137088	141137238	id-82744	3.28e-07	+	AGGTTGCTGCCGGCTATTGCCACTGGAGGGCAACA	UpstreamP1_CTCF	39
chr5	141142517	141142667	id-82745	1.61e-05	+	TTGTGGGTCAGAGAAAGGCCGTCCAGGTGGCAGTA	UpstreamP1_CTCF	9
chr5	141160330	141160480	id-82746	1	+	NA	NONE	3
chr5	141167982	141168132	id-82747	4.31e-05	+	GAGTTTCACCACCTTATCACCACCAGAGAGCCTCC	UpstreamP1_CTCF	3
chr5	141191181	141191331	id-82748	2.59e-06	-	ATGCACCTTCCCATAGTGGCCTCTGGGGGCAGTGT	UpstreamP1_CTCF	40
chr5	141193736	141193886	id-82749	3e-06	-	CGCTACCATGACCCTCTGGCCACTAGGGGGGGCCA	UpstreamP1_CTCF	39
chr5	141205863	141206013	id-82750	2.6e-06	-	GGCCATTGCTTGCAAATAAACAGGAGGGGGCAGTG	V_CTCF_BR	40
chr5	141218036	141218186	id-82751	3.5e-05	-	GCGCAGGCAGAGCTGGGGGCAGGCAGGGTGCGCAG	UpstreamP1_CTCF	4
chr5	141225130	141225280	id-82752	1.24e-05	+	TAGTCACAGCCCACCCCATCCACTGGGTGGCGATA	V_CTCF_BR	20
chr5	141232126	141232276	id-82753	8.46e-07	-	GGTGAAGTTCTCTTCTTCACCTCAGGGGGCCAGGG	Upstream_CTCF	7
chr5	141233526	141233676	id-82754	1.01e-09	+	GGGGAGGGGGGCCGGCCGGCCAGTAGGGGGCTCAC	V_CTCF_BR	4
chr5	141243213	141243363	id-82755	1.96e-07	+	CTGCAGTAGCGCACAAGAACCGCCAGGGCGATGAG	UpstreamP1_CTCF	11
chr5	141243453	141243603	id-82756	3.48e-06	+	CCGCGGTCACTGACCTTCACCACCAGGCGGTGTAG	UpstreamP1_CTCF	1
chr5	141258844	141258994	id-82757	1.1e-06	-	TTCCCAAGCTACTCAGAGACCTCTAGATGGCGCCA	V_CTCF_BR	40
chr5	141268964	141269114	id-82758	7.27e-06	+	GGGCTTTGGAGGCCGACAGCCACTAGATGTCTCCT	V_CTCF_BR	38
chr5	141293746	141293896	id-82759	3.18e-06	-	GGAGGGCGCCCCTCCGCGCTCGGCAGGGGGCTCTC	V_CTCF_BR	35
chr5	141295753	141295903	id-82760	7.11e-06	+	CCTGCTACACCTCCCTTCACCACCTGGGGCTTTTT	Upstream_CTCF	9
chr5	141313840	141313990	id-82761	1.03e-06	+	CCTCTTCGTGGAACCCTGAGCGGCAGAGGGCAGTG	V_CTCF_BR	4
chr5	141319066	141319216	id-82762	3.22e-05	+	CAGAACTTCTCACCTCAGCCCTAAAGAGGGAGCCT	UpstreamP1_CTCF	13
chr5	141320703	141320853	id-82763	6.64e-05	-	TCTGGCCTTCACCACAGGACGCCCAGTGGCCAGAC	Upstream_CTCF	29
chr5	141330944	141331094	id-82764	3.73e-09	+	CTGCAGTGATGAGGGGCGGCCAGTAGGGGCCTTGA	UpstreamP1_CTCF	40
chr5	141339658	141339808	id-82765	4.7e-08	-	GAGACTGTCACGTGGGCTGCCAGCAGGGGGCAATG	V_CTCF_BR	38
chr5	141340393	141340543	id-82766	1.87e-09	-	CCGTTTTCTCTGCCTTTGGCCACCAGATGGCGCTC	V_CTCF_BR	40
chr5	141348493	141348643	id-82767	3.2e-08	+	CCGGCAGCGCCGCCTTGGGCCTGCGGGAGGCGCCC	Upstream_CTCF	39
chr5	141349036	141349186	id-82768	1	+	NA	NONE	33
chr5	141372035	141372185	id-82769	1.15e-07	+	AACTTTGCCATAAGCATCACCAGCAGGTGGCAGCA	V_CTCF_BR	39
chr5	141380376	141380526	id-82770	3.4e-06	+	CAAACAGGCACAAAAACAGCCAGGAGGAGGCAGCA	V_CTCF_BR	39
chr5	141391726	141391876	id-82771	1.59e-06	+	CGTCTCCACCACCCACAGACCACGAGGAGGCGCCA	V_CTCF_BR	40
chr5	141392494	141392644	id-82772	2.19e-05	-	GGCGCAGTCGCTGCAGCCGCCGCGGGAGGCGTCCG	Upstream_CTCF	27
chr5	141393391	141393541	id-82773	2.43e-06	+	CCAAAATCCATGCTTTTTACCGCTAGCGGGCACTG	V_CTCF_BR	5
chr5	141394817	141394967	id-82774	8.5e-06	-	CATTTAATAGTCACAACAGCCACACGAGGGCAGTA	Upstream_CTCF	39
chr5	141427927	141428077	id-82775	1.26e-05	+	ACAGGATTGCTCCTTCTCACGTGCAGGAGGCACTC	Upstream_CTCF	6
chr5	141439258	141439408	id-82776	2.27e-05	-	TTGAGATCTCTTCCCCTTCTCACAAGAGGGCAGTA	V_CTCF_BR	34
chr5	141489938	141490088	id-82777	1	+	NA	NONE	23
chr5	141521155	141521305	id-82778	9.41e-05	-	ATCACACCATCTTTAATAGCCACAAGATGGCCCTG	V_CTCF_BR	22
chr5	141523580	141523730	id-82779	2.15e-05	-	CGACAGTATATAATGTTGTCCACTAGATGTCAGGA	V_CTCF_BR	38
chr5	141525001	141525151	id-82780	1.1e-06	-	AGACCTTCAACTGGACTGGCCTCTAGGTGGTGCTC	V_CTCF_BR	40
chr5	141531545	141531695	id-82781	3.88e-06	+	ATGAGCCATGTCCCTGTAGTCGGTAGGGGGCAGTC	V_CTCF_BR	40
chr5	141545808	141545958	id-82782	5.74e-05	+	TTGCTCATGTCCAGATTGGGCTCAGGATGGCAGTT	UpstreamP1_CTCF	1
chr5	141547163	141547313	id-82783	5.12e-07	+	CCGCTGTACTCCAGCCTGGGCAACAGAGGGAGACT	UpstreamP1_CTCF	27
chr5	141550916	141551066	id-82784	6.49e-06	+	CTGTTACCATCTCCATTTTCCAGCGGGGGTCCCCA	UpstreamP1_CTCF	21
chr5	141569538	141569688	id-82785	7.12e-06	+	ATGTGCGGGGAGAGGAAGACCTGCAGGGGGCCGTG	UpstreamP1_CTCF	2
chr5	141582410	141582560	id-82786	6.82e-05	+	TTCAATTAGAGCAGTAGAACCACTAGGAGGTACAG	V_CTCF_BR	3
chr5	141586464	141586614	id-82787	6.19e-06	-	ATGCCAGGCATCATGCCCCACACTAGGGGGCATTC	UpstreamP1_CTCF	30
chr5	141595473	141595623	id-82788	1	+	NA	NONE	19
chr5	141600573	141600723	id-82789	1	+	NA	NONE	16
chr5	141602519	141602669	id-82790	6.67e-08	-	CTGCTCTTGCTCCCCAAGACCAGGAGCAGGCGCTG	UpstreamP1_CTCF	8
chr5	141697555	141697705	id-82791	4.65e-06	+	CTGCTGGCCTCACCCCTCACCAGCAGGGACCCTCC	UpstreamP1_CTCF	35
chr5	141704340	141704490	id-82792	1	+	NA	NONE	7
chr5	141707244	141707394	id-82793	1	+	NA	NONE	23
chr5	141738031	141738181	id-82794	2.46e-06	+	CTTCTATTCAGATTTCTCAGCTCTAGGGGGCAATG	UpstreamP1_CTCF	4
chr5	141744323	141744473	id-82795	7.02e-05	-	CAGCAAACCACAGGGCTGTCCACCAGGGTGTCAGC	UpstreamP1_CTCF	10
chr5	141766356	141766506	id-82796	9.29e-06	+	ACTACACTTACACTGCAGGCCAGCGGAGGGGGTGG	Upstream_CTCF	10
chr5	141821372	141821522	id-82797	6.21e-05	-	TTTGTCTGAACTGCAGCGTCCACAGGATGTCGGGC	V_CTCF_BR	15
chr5	141824738	141824888	id-82798	1	+	NA	NONE	8
chr5	141881585	141881735	id-82799	3.65e-07	-	TGGTGCCTTCTTGCTGCATCCTCCAGAGGGCACAA	V_CTCF_BR	21
chr5	141922671	141922821	id-82800	1	+	NA	NONE	26
chr5	141928448	141928598	id-82801	1	+	NA	NONE	40
chr5	141967047	141967197	id-82802	5.68e-06	+	TGATATGAAGTAATGTTTGTCAGTAGAGGGCGCTG	V_CTCF_BR	40
chr5	141977560	141977710	id-82803	8.21e-05	-	CGAATGTCTGCACCAAGTTCCTCTAGAGGCAGCAG	V_CTCF_BR	28
chr5	141981107	141981257	id-82804	3.28e-07	-	CAGCATCTCTGGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	38
chr5	141990742	141990892	id-82805	4.89e-09	+	CTGGCAGTACCACCACTGGGCAGAAGAGGGCAACA	Upstream_CTCF	40
chr5	142034186	142034336	id-82806	3.4e-06	-	AACATTCATGGAGTCGAAGACAGCAGATGGCAGCC	V_CTCF_BR	38
chr5	142035355	142035505	id-82807	1.18e-09	+	GGTGCAGGGGAGCCCGCAGCCAGAAGAGGGCGCTC	V_CTCF_BR	40
chr5	142040793	142040943	id-82808	1	+	NA	NONE	7
chr5	142070327	142070477	id-82809	1	+	NA	NONE	6
chr5	142074131	142074281	id-82810	4.59e-07	-	CTGCCCTTTCTCCTACCCGCCACCAGGGTGACCAA	UpstreamP1_CTCF	35
chr5	142078783	142078933	id-82811	1.32e-08	-	GGGTAATGCAGCCCAGTGACCTGCAGAGGGCAGTG	UpstreamP1_CTCF	40
chr5	142092769	142092919	id-82812	5.33e-11	+	AGCGCAGCTGAGCGAGCGGCCAGCAGGGGGCGCGG	V_CTCF_BR	40
chr5	142093047	142093197	id-82813	6.53e-09	-	GTGTCGGTTCCCGTCCTGACCTGCAGGGGGCACTC	V_CTCF_BR	39
chr5	142096623	142096773	id-82814	1.55e-07	+	CCTGCTCATTCCGGGCTGAGCAGTAGGTGGCAGTG	Upstream_CTCF	40
chr5	142097211	142097361	id-82815	5.37e-06	+	AGGTTATTTTCTATCTGGGCCACAAGAGGACACCC	UpstreamP1_CTCF	40
chr5	142100664	142100814	id-82816	1.26e-05	-	CCTGAGTGGCTGCATATCACCACCAGATGGACTCC	Upstream_CTCF	13
chr5	142114317	142114467	id-82817	6.98e-07	-	GGGGCACAGAGAGTCCCTGGCACAAGGTGGCAGCC	V_CTCF_BR	1
chr5	142128256	142128406	id-82818	5.51e-07	+	GGGTCTTGGGCCCAGGGGGCAGCCAGAGGGCAGCA	V_CTCF_BR	40
chr5	142148943	142149093	id-82819	1	+	NA	NONE	12
chr5	142149319	142149469	id-82820	1.48e-06	+	GTGGCCGTGAGGGGGACGGACCGTAGGGGGCGGGA	V_CTCF_BR	31
chr5	142149892	142150042	id-82821	1	+	NA	NONE	40
chr5	142150840	142150990	id-82822	1	+	NA	NONE	30
chr5	142160682	142160832	id-82823	2.27e-05	+	GCAACTGAAGGCTTATCGAGCCCAAGGGGGCAGTG	V_CTCF_BR	14
chr5	142163293	142163443	id-82824	1	+	NA	NONE	12
chr5	142205810	142205960	id-82825	8.56e-05	+	GAGTAAGACTCACATCCGGGGTGGAGGAGGCGCTG	UpstreamP1_CTCF	0
chr5	142233848	142233998	id-82826	1	+	NA	NONE	13
chr5	142243507	142243657	id-82827	1	+	NA	NONE	2
chr5	142246694	142246844	id-82828	1.67e-07	-	CACACGGTCTTACCTGTGGCCACTAGGTGGCAATC	V_CTCF_BR	40
chr5	142253504	142253654	id-82829	7.27e-06	-	TCAGCCAACTGCTGCCAGGTCAGAAGAGGGAGCCA	V_CTCF_BR	22
chr5	142260181	142260331	id-82830	1.48e-06	-	GTGGTGTTGCCCAAAAGCCCCTGCAGGTGGCGTAA	UpstreamP1_CTCF	40
chr5	142268176	142268326	id-82831	5.89e-08	-	ATGCATTTGTTTAAATCATCCACTAGATGGCAGTG	UpstreamP1_CTCF	39
chr5	142293696	142293846	id-82832	8.03e-07	-	AGTGCAGAGTAGACACCTGCCAGAAGAAGGCAGTG	Upstream_CTCF	25
chr5	142295503	142295653	id-82833	3.09e-07	-	GATCCTCTGCCTCTCTGGTCCAGCAGGTGGAGCTG	V_CTCF_BR	40
chr5	142301821	142301971	id-82834	1.83e-05	+	ACTTTGTTTCAACATTCAACCTCTAGATGGCAGTT	V_CTCF_BR	35
chr5	142303810	142303960	id-82835	6.21e-05	+	CAGGACATGTATGCTACATGCACAGGGGGGCAGTA	V_CTCF_BR	33
chr5	142344912	142345062	id-82836	1	+	NA	NONE	34
chr5	142362539	142362689	id-82837	3.05e-07	+	GCTGTGCTTGCCCAGCCCGCCACAAGGGGTTGCCC	Upstream_CTCF	30
chr5	142382731	142382881	id-82838	6.21e-06	+	TGTGACCTACCACCTACATGCTCCAGGAGGAGCTG	Upstream_CTCF	40
chr5	142388568	142388718	id-82839	4.3e-06	-	GGTTCGATCCTGACGATAAACACCAGGGGGGGAGA	Upstream_CTCF	17
chr5	142393690	142393840	id-82840	3.1e-07	+	TTGCTACTCCAGGTGTGAACCACCAGGCGGTGCTG	UpstreamP1_CTCF	39
chr5	142396456	142396606	id-82841	8.21e-05	+	CCCCCCATAAGGCTCATCTACCACAGGTGGCGCTA	V_CTCF_BR	40
chr5	142402995	142403145	id-82842	9.25e-06	+	AATCCACCGTCTCATGAAAGCAGCAGAGGGCAGAA	V_CTCF_BR	19
chr5	142424939	142425089	id-82843	1	+	NA	NONE	2
chr5	142473918	142474068	id-82844	8.81e-07	+	TTTCTCACCCCTGAGGCTGCCACAAGGGGGTGGGG	V_CTCF_BR	15
chr5	142485849	142485999	id-82845	8.21e-06	+	CGCATCATTGTGCGGGTAACCACATGGTGGCAACG	V_CTCF_BR	35
chr5	142497939	142498089	id-82846	1	+	NA	NONE	6
chr5	142504235	142504385	id-82847	1	+	NA	NONE	11
chr5	142508588	142508738	id-82848	9.39e-07	+	TCTGCAATGTCAAGATGGGCCAGAGGGGGAATCAG	Upstream_CTCF	18
chr5	142535125	142535275	id-82849	4.17e-05	+	CTTGGATCTCTACAGCCTGTCAGCAGAGGGGGTAT	Upstream_CTCF	18
chr5	142555756	142555906	id-82850	5.34e-06	-	CTCTTATGCAGTCTGCTGAGCAGCAGATGGCTCAC	V_CTCF_BR	5
chr5	142557335	142557485	id-82851	4.5e-05	+	GTTCACTATTGTTTCCCCAGCACTTGAGGGTGCTC	UpstreamP1_CTCF	4
chr5	142562636	142562786	id-82852	1	+	NA	NONE	10
chr5	142576563	142576713	id-82853	1.16e-05	+	GCTGTAGTTCATTTTCATTGCTGTAGAGTGCACCA	Upstream_CTCF	11
chr5	142584904	142585054	id-82854	1	+	NA	NONE	3
chr5	142588916	142589066	id-82855	1.34e-06	-	AGTGCTATTCTAACAATGGCCAGGGGAGGAGGTAC	Upstream_CTCF	38
chr5	142593381	142593531	id-82856	1.85e-07	+	CTGCCTTGCCAGGCACTTCCCACGAGAGGGGACTA	UpstreamP1_CTCF	21
chr5	142597136	142597286	id-82857	2.15e-05	+	CTTTGCTGCTGGAGAACATCCTCATGGGGGAGCCC	V_CTCF_BR	18
chr5	142702674	142702824	id-82858	1	+	NA	NONE	12
chr5	142772614	142772764	id-82859	1	+	NA	NONE	4
chr5	142782373	142782523	id-82860	4.41e-06	+	CCCCTTGGAGGGAAAGGGGACACTAGGGGGAGAAA	V_CTCF_BR	19
chr5	142783274	142783424	id-82861	4.3e-08	-	CTGCAGTTGCCAAGCGTCACCAACAGGTTGCATCG	UpstreamP1_CTCF	40
chr5	142783598	142783748	id-82862	1.28e-06	-	GGGGCACTGGCGGCGCTTGCCGCCAAGGGGCAGAG	Upstream_CTCF	39
chr5	142784198	142784348	id-82863	8.99e-05	+	TTTATTATTATGATTAAGGAAAGCAGGGGGCGGCA	V_CTCF_BR	24
chr5	142784749	142784899	id-82864	8.89e-06	-	GCGGCAGCCCCCGCCCGTGTCAGGAGCTGGCAAGC	Upstream_CTCF	35
chr5	142793087	142793237	id-82865	3.88e-06	-	TAAATCCAGGTGCCACAGGCCACCAGGTGGAGAGG	V_CTCF_BR	6
chr5	142828210	142828360	id-82866	1.22e-07	-	CAGCACCTCTGGCCTCCACCCACTAGATGCCAGTA	UpstreamP1_CTCF	18
chr5	142879407	142879557	id-82867	2.72e-06	-	GTGTATTGCCCAAGGTTACCCACCTAGTGGCAGAC	UpstreamP1_CTCF	19
chr5	142886973	142887123	id-82868	2.01e-05	-	AAGCAATTTCAGACACTGAGCATAGGGAGGCAGGG	UpstreamP1_CTCF	27
chr5	142916079	142916229	id-82869	1	+	NA	NONE	9
chr5	143028399	143028549	id-82870	2.81e-05	+	TGTTGTGAGCATCAAATGCCCAGCAGGAGGCAAAC	V_CTCF_BR	33
chr5	143065111	143065261	id-82871	1.64e-05	-	TCTTCATGCAGATTGCCTTCCAAGAGAGGGCAGTC	V_CTCF_BR	36
chr5	143080678	143080828	id-82872	6.48e-05	+	TAGTGATTATGAATTACTTCCACAAGGGGATGCCA	UpstreamP1_CTCF	23
chr5	143092806	143092956	id-82873	1.17e-05	-	GGATAATGTAAGCAGATGACCAGAAGGTGGAGGGT	V_CTCF_BR	8
chr5	143097013	143097163	id-82874	6.8e-06	-	CAGCATGAAGTTCTTTTGGCCACCAGGGTGGGGAA	UpstreamP1_CTCF	18
chr5	143152308	143152458	id-82875	1	+	NA	NONE	9
chr5	143186353	143186503	id-82876	7.02e-05	-	CAGAGGCTCCATGTGACCTACCCTAGGAGGCACTC	UpstreamP1_CTCF	1
chr5	143204797	143204947	id-82877	2.81e-08	-	GGGGCAGCCCAAAATACATCCACCAGAGGGCAGCA	Upstream_CTCF	40
chr5	143239908	143240058	id-82878	6.51e-07	-	TCTGGACTGGCTCTGTCCTCCAGCAGGTGTCCCCA	Upstream_CTCF	21
chr5	143337129	143337279	id-82879	3.88e-07	-	ATGCTCTATCCCAAGATGTCCACTGGGTGGCTACT	UpstreamP1_CTCF	37
chr5	143347708	143347858	id-82880	8.81e-07	-	GCAAGTGTCTCTTCCTGAGCCAGCAGGTGTCACTA	V_CTCF_BR	38
chr5	143519302	143519452	id-82881	2.81e-05	-	GTAAGCATGCCTGGTCCGTGCTCCAGAGGGAGACA	V_CTCF_BR	26
chr5	143521970	143522120	id-82882	5.12e-06	-	CAGCATAGATGCTCTTTCACCACTAGGTGGTTCTG	UpstreamP1_CTCF	40
chr5	143562970	143563120	id-82883	3.18e-06	-	GGGACAAGGCCATAAAAAGCCACTAGGGGGCAAAA	V_CTCF_BR	39
chr5	143571729	143571879	id-82884	1.1e-05	-	GGATTAACAATCTAGAGTAACAGAAGGGGGCAGTG	V_CTCF_BR	40
chr5	143576279	143576429	id-82885	2e-06	-	TGTGCAGTTCCAATAGCTGCCAGAGGACATCAGAC	Upstream_CTCF	19
chr5	143583419	143583569	id-82886	2.81e-08	+	GCTGCACTGATAGCTTAGGGCACTAGATGGCGATA	Upstream_CTCF	40
chr5	143587552	143587702	id-82887	1	+	NA	NONE	7
chr5	143712012	143712162	id-82888	1.24e-05	+	TGAACCAGGGACAACATGCCCAACAGAGGGCAATG	V_CTCF_BR	33
chr5	143769794	143769944	id-82889	3.29e-05	-	TCACTATTTCCAGTTCCTGCCACAAGGTGCCCCCT	Upstream_CTCF	36
chr5	143773554	143773704	id-82890	8.59e-05	-	TTCCTTGTTTCACATCTGCACGACAGGGGGAGCTG	V_CTCF_BR	6
chr5	143783708	143783858	id-82891	7.44e-06	-	CATGTCATTTTCCCTTCTGCCAATAGGTGAGGGGC	Upstream_CTCF	8
chr5	143836857	143837007	id-82892	2.53e-05	-	ACCATTCCTAACTCCAGTGCCCCTAGAGGCCACCA	V_CTCF_BR	3
chr5	143847444	143847594	id-82893	9.84e-05	+	GGCTTTCTGTTAGGCTCTGTCAATAGAGGGTGCTA	V_CTCF_BR	39
chr5	143866890	143867040	id-82894	3.4e-06	+	TGCGATGTGGGTGGTGAGGACACAAGGGGGCTCTC	V_CTCF_BR	25
chr5	143947043	143947193	id-82895	1	+	NA	NONE	12
chr5	143978424	143978574	id-82896	1	+	NA	NONE	5
chr5	144077392	144077542	id-82897	1	+	NA	NONE	22
chr5	144480936	144481086	id-82898	1	+	NA	NONE	38
chr5	144597811	144597961	id-82899	3.97e-05	-	GGGTAGCATTCATGGCATACCACCTGGGAGCAGCA	UpstreamP1_CTCF	1
chr5	144617586	144617736	id-82900	3.88e-06	-	ACCAAACTTGTTACAGTGAACTCTAGGTGGCGCTC	V_CTCF_BR	39
chr5	144726688	144726838	id-82901	1.97e-06	-	AGACACAGATCTAGCTTCGCCACTAGTGGGCAATA	V_CTCF_BR	40
chr5	144829447	144829597	id-82902	1.1e-05	-	AAACAGCAATCTGCTCTATCCAGAGGGGGGCAGAA	V_CTCF_BR	16
chr5	144843205	144843355	id-82903	1	+	NA	NONE	7
chr5	144887102	144887252	id-82904	6.82e-05	+	CCCAGGTCATTCTGCTGGGGCTGTGGATGGCTGCA	V_CTCF_BR	7
chr5	145059848	145059998	id-82905	1.1e-06	-	GCCCTTATTATTTCCCCAGCCCCTAGGGGGCACAG	V_CTCF_BR	38
chr5	145061281	145061431	id-82906	9.51e-07	+	CAATAGTGCATCCATTCATCCAGCAGAGGGAGCTA	V_CTCF_BR	40
chr5	145076924	145077074	id-82907	1.03e-06	+	GCTCCAAAGCCTATGTGTACCAGCAGGGGTCAGCA	V_CTCF_BR	40
chr5	145081083	145081233	id-82908	7.84e-05	+	TGTAATTCCCTGTGTCAAACCACAAGGTGTCACTT	V_CTCF_BR	16
chr5	145098660	145098810	id-82909	1	+	NA	NONE	39
chr5	145132749	145132899	id-82910	1	+	NA	NONE	4
chr5	145177075	145177225	id-82911	6.8e-06	+	CCTGCAGTACCTCAGACAGACAACAAGGGTAACAA	Upstream_CTCF	18
chr5	145191928	145192078	id-82912	3.22e-05	-	CTTGTATGAAGTAAGATGGCCAGTAAGTGGCAGCA	UpstreamP1_CTCF	36
chr5	145205373	145205523	id-82913	1.04e-05	-	AACATGAATATTCAGGTTACCACAAGATGGCGTCA	V_CTCF_BR	40
chr5	145215045	145215195	id-82914	3.36e-07	-	CTTTTCTCGGCAGGCGCGGCCGCGGGAGGGCACCA	V_CTCF_BR	23
chr5	145235872	145236022	id-82915	4.14e-05	+	CTGCAGCTGCCCTATGGGAAGGCCGCCGGGAACCC	UpstreamP1_CTCF	14
chr5	145239590	145239740	id-82916	7.62e-07	-	GATGCTGTCTTAGAGGTGTCCACCAGGGGAATCCT	Upstream_CTCF	38
chr5	145252013	145252163	id-82917	1	+	NA	NONE	5
chr5	145266913	145267063	id-82918	1	+	NA	NONE	28
chr5	145267657	145267807	id-82919	1.1e-06	-	GCCTGAGTTCCCTCTCCTCCCTGCAGGTGGCAGAG	V_CTCF_BR	40
chr5	145282795	145282945	id-82920	3.28e-07	-	CTGCACTACCTGTCTTCAGCCACTAGCAGGACACT	UpstreamP1_CTCF	40
chr5	145287865	145288015	id-82921	2.94e-06	+	CTGGAAATTCCTAGGATGTACACAAGGAGGAGCAA	Upstream_CTCF	36
chr5	145300524	145300674	id-82922	1.84e-05	-	ATGCTATAACAAATCCCCAACACTGGGTGGCTTAT	UpstreamP1_CTCF	6
chr5	145360402	145360552	id-82923	2.27e-06	-	GACTTTGCCTCAGTTTCATCCAGTAGGGGGAGGAA	V_CTCF_BR	31
chr5	145386918	145387068	id-82924	1.97e-06	-	TCCTAACTTCCACTCCTACCCAGCAGATGGCTCTG	V_CTCF_BR	28
chr5	145413800	145413950	id-82925	3.8e-07	+	CATGCAGTGATGGGAGAGGACAGCAGAGGGCTTGC	Upstream_CTCF	16
chr5	145421079	145421229	id-82926	1.16e-05	-	TTGGTAGTTTCTGTACCCACCACTAGGGACAATCT	Upstream_CTCF	39
chr5	145429109	145429259	id-82927	1.31e-05	-	ACCACATTTTCCCATCACGCCACTAGATGGAGCAT	V_CTCF_BR	40
chr5	145432463	145432613	id-82928	5.26e-07	-	GCTGCAGTACACACCAAGGGGGCTGGATGGCAGTG	Upstream_CTCF	40
chr5	145439525	145439675	id-82929	3.65e-05	-	CCTCACTGCCCCTGCTGATGCACGTGAGGGCGGGC	UpstreamP1_CTCF	0
chr5	145441403	145441553	id-82930	3.63e-05	-	AGCACAGTTTGCAAACTGGACACCTGCTGGCTGAA	V_CTCF_BR	0
chr5	145446658	145446808	id-82931	1	+	NA	NONE	0
chr5	145479648	145479798	id-82932	1	+	NA	NONE	17
chr5	145510137	145510287	id-82933	1.29e-05	-	AAGCGTTTTCTGAGGTTTTCCACAAGGTGTCAGTA	UpstreamP1_CTCF	39
chr5	145567257	145567407	id-82934	1	+	NA	NONE	1
chr5	145588845	145588995	id-82935	1	+	NA	NONE	36
chr5	145671147	145671297	id-82936	5.01e-06	+	ACGTTATTAACATTTAGAGCCTGTAGGGGGCTCCA	V_CTCF_BR	40
chr5	145749014	145749164	id-82937	4.17e-05	-	GCTTCTTTCCACCCCAGCTCCAGCAGGATGTGCCC	Upstream_CTCF	2
chr5	145770148	145770298	id-82938	3.31e-06	+	CAGCATCCATGACCTCTAACCACTAGCTGCCAGTA	UpstreamP1_CTCF	35
chr5	145804697	145804847	id-82939	1.31e-05	-	GAGAACGACAGAGAAACTGACAGAAGAGGGCGTCA	V_CTCF_BR	4
chr5	145806836	145806986	id-82940	8.71e-06	-	ACGTTAGTCTTCATTTTCATCAGTAGAGGGCAGCA	V_CTCF_BR	39
chr5	145826566	145826716	id-82941	3.09e-07	+	GAGGACTTAGTTCTGCTTACCGCGAGAGGGCGCCG	V_CTCF_BR	40
chr5	145831102	145831252	id-82942	1.28e-06	+	CTAGGATTACAGGCGTGAGCCACCGGGGGGCGTCC	Upstream_CTCF	37
chr5	145846439	145846589	id-82943	4.41e-06	+	GTTTAGTAGGTTCAGTGCTCCTGCAGATGGCAGTA	V_CTCF_BR	38
chr5	145854886	145855036	id-82944	1	+	NA	NONE	39
chr5	145907940	145908090	id-82945	1.04e-05	-	CAATCAGCATTTTCAGTTATCACAAGGGGGCAGTG	V_CTCF_BR	29
chr5	145912926	145913076	id-82946	1.99e-07	+	TACAGTTGCACAGATTTGGCCAACAGAGGGCGGCA	V_CTCF_BR	40
chr5	145921928	145922078	id-82947	8.58e-08	+	GGTGCCGTTCTGCAGGTGACCAGGTGGGGGCTCAC	Upstream_CTCF	40
chr5	145936556	145936706	id-82948	2.78e-06	+	TGGCCCTCTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	8
chr5	145945428	145945578	id-82949	1.09e-06	+	CTTGTCTATGCAGCTATGGCCACTAGGTGGGGGCA	Upstream_CTCF	40
chr5	145974779	145974929	id-82950	2.27e-05	+	TAAACTAACTCATTCACCTTCACTAGGGGGCACAG	V_CTCF_BR	13
chr5	146002077	146002227	id-82951	6.05e-06	-	CCTACTGAGCAACTTCCAGCCACTAGGTGGCTTTC	V_CTCF_BR	35
chr5	146026123	146026273	id-82952	7.15e-05	+	AGTTCCTGAAAACATTTAGTAACTAGGGGGCAGCA	V_CTCF_BR	14
chr5	146041830	146041980	id-82953	4.48e-07	+	ATGTCAGTTCTGCCTCCCACCAACAGATGGCAGTA	Upstream_CTCF	38
chr5	146085945	146086095	id-82954	2.72e-06	+	CTCCATCTTCCAGCAGCTTCCTGTAGGTGGCGATC	UpstreamP1_CTCF	23
chr5	146198498	146198648	id-82955	1	+	NA	NONE	10
chr5	146286479	146286629	id-82956	6.21e-05	+	GGAGACAGGATGAGTAACACAGGAAGGGGGCGCTG	V_CTCF_BR	25
chr5	146326853	146327003	id-82957	1.56e-06	-	CCTGTTGATCCTGATCCAATCACTAGAGGGCAGAC	Upstream_CTCF	39
chr5	146345725	146345875	id-82958	1.62e-08	-	CTGCATGTGACCAATTCATCCACTAGGTGGCAGTG	UpstreamP1_CTCF	40
chr5	146477827	146477977	id-82959	1.48e-05	+	GTTAAAGCACATGGAGTGACCAGCAGGGGGCCTAC	UpstreamP1_CTCF	39
chr5	146566959	146567109	id-82960	9.31e-05	-	TCCTTATTACCTCCCACCCCCAGGGGAGGCTGCAG	Upstream_CTCF	11
chr5	146568498	146568648	id-82961	3.36e-07	-	GAGACACTTTTATTTCTATCCACCAGGGGGCAGTC	V_CTCF_BR	40
chr5	146603880	146604030	id-82962	9.78e-07	+	CTTTACTTCATTCCCCTCTCCACTGGGGGGCTCCA	UpstreamP1_CTCF	40
chr5	146614444	146614594	id-82963	1	+	NA	NONE	13
chr5	146718990	146719140	id-82964	5.34e-06	-	TGACCTTCTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	26
chr5	146725857	146726007	id-82965	1	+	NA	NONE	28
chr5	146749438	146749588	id-82966	1.3e-07	-	CTGTAGTTTTCACAGCTTTACACTAGAGGACAGCC	UpstreamP1_CTCF	38
chr5	146771529	146771679	id-82967	4.55e-09	-	GTTGCAGTACCAGCCACAGCCAGCAGATAGAGGAA	Upstream_CTCF	40
chr5	146773557	146773707	id-82968	5.08e-07	+	AGATGTGATATTAGAACGGCCGCCTGGGGGCGCCA	V_CTCF_BR	38
chr5	146777333	146777483	id-82969	1.64e-06	-	GCTTTGCTTCTCACCCCTGCCTCTAGGCGGCAGAG	Upstream_CTCF	32
chr5	146780599	146780749	id-82970	2.28e-05	+	AATGTCATGATCCTATATGTCTGCAGAGGGCAGCA	Upstream_CTCF	2
chr5	146830297	146830447	id-82971	1	+	NA	NONE	14
chr5	146833530	146833680	id-82972	1.01e-09	+	GAGTCAGGCTGCTCCACAGCCACCAGGGGGCGCGA	V_CTCF_BR	40
chr5	146834942	146835092	id-82973	1	+	NA	NONE	8
chr5	146843892	146844042	id-82974	3.88e-06	+	TCACCAAGGAGAAATGTTTCCACCAGGGGGCATAG	V_CTCF_BR	40
chr5	146863819	146863969	id-82975	1.5e-05	+	TCTGGCCTTCCTGCCTCAGCCTGCAGGGAGGGTGT	Upstream_CTCF	6
chr5	146889438	146889588	id-82976	5.92e-05	+	CGTGCGCCGAGCCACAGTGACTGTGGCGGGAGGAG	V_CTCF_BR	33
chr5	146938555	146938705	id-82977	1.04e-07	-	GAGGGGTTCATTCTTCTGGCCCCCAGGGGGCAGTC	V_CTCF_BR	40
chr5	146939359	146939509	id-82978	6.21e-05	+	TGTGGCTAGAGAGGAATGCCCTCTAGCTGGAGAAG	V_CTCF_BR	34
chr5	146956625	146956775	id-82979	1.15e-06	-	CTCGCAGTACTCACCGACACCACAGGGCGTCGCTG	Upstream_CTCF	40
chr5	146958099	146958249	id-82980	2.31e-06	-	TCTGTATTCTACTGTCTGACCACAGGAGGGTAGCA	Upstream_CTCF	40
chr5	147007744	147007894	id-82981	2.6e-06	+	GGCCATTTACCAGGTTTAGACACAAGGTGGAGCCA	V_CTCF_BR	40
chr5	147015645	147015795	id-82982	8.71e-06	-	AATCATGAGAGATCCAGGAGCAGCAGGGGGTGCTC	V_CTCF_BR	1
chr5	147054852	147055002	id-82983	6.48e-05	-	GAGTTTGGAAAGTTCTCCTCCACCAGAGGGGTGTA	UpstreamP1_CTCF	17
chr5	147070253	147070403	id-82984	5.41e-06	-	CATGCAATAGCCACGAAGCACTGGAGAAGGAGCTA	Upstream_CTCF	24
chr5	147120552	147120702	id-82985	6.49e-06	-	TCTGTAATACACTTCCAGACCTGAAGGGACAGGGA	Upstream_CTCF	3
chr5	147162432	147162582	id-82986	1	+	NA	NONE	9
chr5	147202395	147202545	id-82987	1.43e-05	-	TCTTGAGGTTTAAATCTGACCACTAGAGGATGCTG	Upstream_CTCF	40
chr5	147211157	147211307	id-82988	9.41e-05	+	CTGGGACTGGAAGGGTCATATGGCAGATGGCAGCA	V_CTCF_BR	2
chr5	147237224	147237374	id-82989	4.41e-06	+	AGCACAATCCCGGAAATGGCCACAAGAGGGCATTT	V_CTCF_BR	40
chr5	147266713	147266863	id-82990	2.27e-06	+	CTATTGAGGCAGATTAAAGACAGCAGAGGGCGCTC	V_CTCF_BR	37
chr5	147314727	147314877	id-82991	8.5e-06	-	GCCGTTTTGATCGTTATTTCCACAAGATGGCGATC	Upstream_CTCF	35
chr5	147329394	147329544	id-82992	4.59e-07	+	TTGTAATCACTACTTATGGACACAAGAGGGTGCTA	UpstreamP1_CTCF	39
chr5	147376131	147376281	id-82993	1	+	NA	NONE	6
chr5	147385735	147385885	id-82994	6.21e-05	-	CAATCTTAACTGCTTACTGCTGACAGGGGGCGCTG	V_CTCF_BR	30
chr5	147482966	147483116	id-82995	2.19e-05	-	GAGGAGGCAGCAAAGATGACCACTAAGTGGCAGAA	UpstreamP1_CTCF	2
chr5	147487298	147487448	id-82996	1	+	NA	NONE	9
chr5	147500722	147500872	id-82997	1.26e-05	-	TTATAAGGACCAAAACTGAACACTAGGTGGCAATG	Upstream_CTCF	34
chr5	147505361	147505511	id-82998	6.9e-05	-	AATGCAGTTCCCCTGCTAGCTACAGGGGGAGCAGA	Upstream_CTCF	35
chr5	147558916	147559066	id-82999	1	+	NA	NONE	39
chr5	147670263	147670413	id-83000	5.13e-05	+	GGAACATTACCTGTTACTACATCTAGATGGCAGCC	V_CTCF_BR	39
chr5	147686134	147686284	id-83001	2.6e-06	-	ACAGCTAAGTTTTGAGTGAGCAGCAGAGGGAGCTG	V_CTCF_BR	18
chr5	147693841	147693991	id-83002	8.33e-05	+	ATAATTATTCCCACCCAGAACAGCAGGTGGGGATA	Upstream_CTCF	8
chr5	147723586	147723736	id-83003	1	+	NA	NONE	0
chr5	147733317	147733467	id-83004	4.5e-06	-	GATGCTGTTCATTGTTTTATCCCCAGATGTCAGCA	Upstream_CTCF	9
chr5	147743861	147744011	id-83005	1	+	NA	NONE	2
chr5	147754429	147754579	id-83006	3.63e-05	-	TGTACTGCATGTGGTTTGCCCACTAGAGGGTGTAG	V_CTCF_BR	40
chr5	147763189	147763339	id-83007	1	+	NA	NONE	31
chr5	147772916	147773066	id-83008	1	+	NA	NONE	1
chr5	147778270	147778420	id-83009	1.24e-05	+	GGCAGGTTTTATCAAATGACCTGTGGAGGGAGCTC	V_CTCF_BR	16
chr5	147823592	147823742	id-83010	1.3e-07	+	TAAGTAATGCTTACATTAGCCACAAGAGGCCGCTG	Upstream_CTCF	40
chr5	147836978	147837128	id-83011	6.75e-05	-	CTGATAATACCAGCCTGGGCAGGCAGAGGGGGCTA	UpstreamP1_CTCF	40
chr5	147862254	147862404	id-83012	1	+	NA	NONE	0
chr5	147862524	147862674	id-83013	9.06e-08	-	GGGCTTTTCCTCTGAGATTCCAGCAGGTGGCGCTG	UpstreamP1_CTCF	40
chr5	147902822	147902972	id-83014	1.83e-05	+	TCCTATAGACCAAAGGCTGGCAGCAGATGGCGTAA	V_CTCF_BR	9
chr5	147928627	147928777	id-83015	8.61e-08	-	TCAGATTAGGGCAGGGTGGCCAGAAGGGGGAGGAA	V_CTCF_BR	0
chr5	147965670	147965820	id-83016	2.39e-05	+	CTGCCTTGCTCACTGCTGCATTCCAGAGGCCAGAA	UpstreamP1_CTCF	27
chr5	148033918	148034068	id-83017	2.59e-06	+	CAGCGGGGGTGCCGCTCTGCCGGCAGGGCGCACAG	UpstreamP1_CTCF	1
chr5	148067148	148067298	id-83018	2.47e-07	-	GTGCAGTTCACCCTACAGTCCAGTATGTGGTGCTT	UpstreamP1_CTCF	38
chr5	148107913	148108063	id-83019	3.16e-06	-	ATTCTCTGCCCTTTTCTGGTCACAAGGTGGCTGTC	UpstreamP1_CTCF	1
chr5	148108863	148109013	id-83020	6.8e-06	-	AAACAGTTGTGAGAGGTGACCAGCAGAGGGGCCTA	UpstreamP1_CTCF	39
chr5	148110591	148110741	id-83021	4.85e-07	-	AGGCATTGCAATTGTCAGACCACTAGAGGGCAGAT	UpstreamP1_CTCF	40
chr5	148113256	148113406	id-83022	7.55e-07	+	GGATTAAGAATTACTTGGAACAGCAGAGGGCGCCC	V_CTCF_BR	40
chr5	148114236	148114386	id-83023	4.7e-05	+	AATGCAGACACACAGAGAGACACCAGGGGTGCACA	Upstream_CTCF	17
chr5	148120947	148121097	id-83024	7.62e-09	+	CTGCAGTTCAAGGTTTGTACCACTAGATGGTGAAG	UpstreamP1_CTCF	40
chr5	148124970	148125120	id-83025	3.8e-07	-	ACTGCCATATTTCCAACGGCCAGCAGAGTGCTGGG	Upstream_CTCF	5
chr5	148160385	148160535	id-83026	1.76e-05	+	TCCCTGATCCCATCCCTCACCACCAGGGGGGACCT	UpstreamP1_CTCF	15
chr5	148200489	148200639	id-83027	1.99e-07	+	AGAGACTTGTTTTCGGTGGCCTCAAGGGGGCAGAC	V_CTCF_BR	40
chr5	148205763	148205913	id-83028	2.96e-05	-	CTGCGCGGCTTGAGGTCTCAAGGCAGAGGGCAGCA	UpstreamP1_CTCF	17
chr5	148208165	148208315	id-83029	4.88e-06	-	AAGTAGTTACCTGCGGTTTCCAGTGGGGGAGGCAA	UpstreamP1_CTCF	21
chr5	148224220	148224370	id-83030	2.04e-05	+	TGCCTTCACTCTGCCTCCACCACCAGGAGTCTCTG	V_CTCF_BR	18
chr5	148225602	148225752	id-83031	4.41e-06	+	CTTTAAGCAGGAAGCTAAGACAGAAGGGGGCACCA	V_CTCF_BR	1
chr5	148291874	148292024	id-83032	1.48e-06	-	CACCACCAGGGGAAAGGGCCCTGCAGGTGGAGGTG	V_CTCF_BR	5
chr5	148292360	148292510	id-83033	3.41e-08	+	CCTGGAGCTCCTCCATCCACCTGCAGATGGCACCT	Upstream_CTCF	38
chr5	148337287	148337437	id-83034	3.42e-08	-	TAGTGTAACATGGCCCTGGCCACTAGAGGGAGCTG	V_CTCF_BR	40
chr5	148349075	148349225	id-83035	2.43e-06	+	CCTGAAGGACATCAGCTGGCCTGACGGGGGCAGAG	Upstream_CTCF	22
chr5	148352699	148352849	id-83036	1	+	NA	NONE	17
chr5	148377850	148378000	id-83037	1.59e-06	-	TGTGAGAAATCCAAGAGTTCCAGTAGGGGGCAGTG	V_CTCF_BR	40
chr5	148378243	148378393	id-83038	2.68e-05	-	TGTGCACTTCGTTCACCCTCCTCTAAGGGGTGTCT	Upstream_CTCF	16
chr5	148382696	148382846	id-83039	3.16e-05	-	GAGTCACTAGGTCTAGCTCCCACAAGAGGGGAGTG	Upstream_CTCF	27
chr5	148390825	148390975	id-83040	1	+	NA	NONE	5
chr5	148391992	148392142	id-83041	1.38e-07	-	GCAGCTGTACCCTCCAAATCAACCAGGGGGAACCA	Upstream_CTCF	18
chr5	148414960	148415110	id-83042	1.19e-06	-	CACGCTGCCGTCCGACTGGCCACTGGGTGTCACTC	V_CTCF_BR	40
chr5	148418007	148418157	id-83043	1	+	NA	NONE	4
chr5	148430486	148430636	id-83044	5.38e-05	-	TCTCATTTTTGCTTGCCCATCGCTAGGTGGAAGCA	V_CTCF_BR	0
chr5	148442092	148442242	id-83045	5.7e-05	-	GCAGTGAGTTCCTCTGTGGCCTATGGGTGGCCATA	Upstream_CTCF	8
chr5	148448592	148448742	id-83046	8.59e-05	-	GGCTGTACTCCCCCTGAAACCTGTAGGGGGAATCT	V_CTCF_BR	1
chr5	148494365	148494515	id-83047	3.4e-06	-	CACTCTGCCTTCTGTCTGGCCACTGGGTGTCACTC	V_CTCF_BR	40
chr5	148504958	148505108	id-83048	1.1e-05	+	TGCCTTCAGCACAAGTAGGCCAGAAGGGGCCAGGA	V_CTCF_BR	39
chr5	148507708	148507858	id-83049	5.77e-08	-	ATCGTCCTCCCTCATCCAGCCAGTAGAGGGCAGGG	V_CTCF_BR	40
chr5	148510059	148510209	id-83050	3.4e-06	+	TTAAACTTTCACTGCCAAGCCAGCAGAGGGTAGCA	V_CTCF_BR	37
chr5	148520959	148521109	id-83051	2.5e-09	+	CGGACACGCGCCGGTGCGTCCAGCAGGTGGCAGCA	V_CTCF_BR	39
chr5	148523762	148523912	id-83052	3.56e-05	-	AGCTCTGTGCTTGCTGTGTCCCCCAGGTGTCTGTT	Upstream_CTCF	5
chr5	148531466	148531616	id-83053	1.71e-06	-	ACGTGTCCCTTTACATTGGCCACCAGGAGGCACAT	V_CTCF_BR	39
chr5	148571977	148572127	id-83054	2.29e-05	-	TAGCTGGGACTACAGGCGCCCCGTAGGTGGAGTGT	UpstreamP1_CTCF	14
chr5	148608715	148608865	id-83055	1.21e-06	-	ATGCAATGGTTCTCAGAGCCCAGTAGAGGGACTCT	UpstreamP1_CTCF	40
chr5	148617313	148617463	id-83056	2.91e-05	-	GGGGTGCTGCTTCCCATCTCCAGATGGTGGAAATG	Upstream_CTCF	36
chr5	148618224	148618374	id-83057	2.11e-06	-	CTGGAGATGGGATGTCTCGACTGAAGAGGGCAGCA	V_CTCF_BR	33
chr5	148644381	148644531	id-83058	4.89e-09	-	CCTGCAGTTCCAGCAGTGGCCCAGAGAGGCCCCCA	Upstream_CTCF	39
chr5	148645256	148645406	id-83059	2.59e-06	+	TTGGATTTATATAAAACTCCCTGCAGGGGGCAGCC	UpstreamP1_CTCF	37
chr5	148648642	148648792	id-83060	1.64e-06	-	AAATAATTACCCATAATGTCCACTAGGTGGCAATG	Upstream_CTCF	40
chr5	148659892	148660042	id-83061	1.21e-05	-	GGTGTATTTTCAGTAGGCTCCACAGGGGGTGATTC	Upstream_CTCF	5
chr5	148675983	148676133	id-83062	8.81e-07	+	GTGAGTCGTGGCTGCAGGGCCACAGGAGGGCTCCC	V_CTCF_BR	4
chr5	148690770	148690920	id-83063	2.15e-05	+	AAAGAAGGGAGAGAACCTGCCTGTTGGGGGAGCCT	V_CTCF_BR	5
chr5	148694382	148694532	id-83064	1	+	NA	NONE	27
chr5	148696864	148697014	id-83065	6.73e-07	+	TTTTTGTTCCCACATGCTGCCACTGGGTGTCAGCA	UpstreamP1_CTCF	39
chr5	148702109	148702259	id-83066	1	+	NA	NONE	3
chr5	148747142	148747292	id-83067	1.71e-06	+	GCCCCAACCCTGCCAGGTGACACTAGAGGGTGCTG	V_CTCF_BR	40
chr5	148751035	148751185	id-83068	1.28e-06	-	GTGAATGAGTGCACAGACGCCTCTAGGGGGAGCCC	V_CTCF_BR	40
chr5	148761548	148761698	id-83069	6.53e-09	+	AGGAGCAGTGCTGCACTCACCAGCAGATGGCGCCA	V_CTCF_BR	40
chr5	148784509	148784659	id-83070	5.08e-05	-	TCAGCCCTGCCCCTCTGCTCCCAATGGTGGGGCTG	Upstream_CTCF	14
chr5	148785853	148786003	id-83071	4.01e-05	-	TGAGACTTTCTGGGAACCTCCAGTAGGGGAGACAC	Upstream_CTCF	20
chr5	148794103	148794253	id-83072	2.8e-05	-	CCTGGTGTCCCCTGGGAAGGCAGGAGGCAGCAGTG	Upstream_CTCF	8
chr5	148797093	148797243	id-83073	1	+	NA	NONE	2
chr5	148802358	148802508	id-83074	1	+	NA	NONE	7
chr5	148803541	148803691	id-83075	1	+	NA	NONE	1
chr5	148808396	148808546	id-83076	1.34e-06	+	GTTGGAGTCCCGCCACAGGCCACCAGAGCGGAGCA	Upstream_CTCF	6
chr5	148809922	148810072	id-83077	2.38e-07	+	ATACACATGAGCCGTGCAGACAGCAGAGGGCAGTC	V_CTCF_BR	36
chr5	148810732	148810882	id-83078	3.63e-06	-	CCTAGGGTGGGTAGAGATGCCACAAGAGGGCGTTC	V_CTCF_BR	40
chr5	148814127	148814277	id-83079	3.63e-08	-	CGTGTCCTTTCAGGGAAGACCACAAGAGGGCACCC	Upstream_CTCF	40
chr5	148819595	148819745	id-83080	4.34e-07	-	TAGCGGTGGCCCAGTTCAACCACTAGGAGGAGAGA	UpstreamP1_CTCF	40
chr5	148822195	148822345	id-83081	4.7e-08	+	TCCGCAAGGCGGCAGGTGCCCAGAAGAGGGCAGCA	V_CTCF_BR	40
chr5	148822578	148822728	id-83082	1.82e-06	+	CAGCCACGGCAAGTCCCCGCCACCAGGGGCATGGG	UpstreamP1_CTCF	6
chr5	148823173	148823323	id-83083	3.45e-05	-	TGGGATTATCCCTGGAACCCCGGCAGGAGGCAGCG	V_CTCF_BR	2
chr5	148825480	148825630	id-83084	1.18e-05	-	GTTTTATGACCTGCTTTGACCAGTAGAGTGTGGCT	UpstreamP1_CTCF	15
chr5	148828959	148829109	id-83085	2.27e-06	+	TCTTCCTGAGGCCCTGAAGCAAGCAGGGGGCGCTA	V_CTCF_BR	40
chr5	148831753	148831903	id-83086	9.27e-07	-	CTGATCTGGCCCAAATTAGCCTGCAGAGGCAGCAG	UpstreamP1_CTCF	24
chr5	148832846	148832996	id-83087	7.49e-05	-	AACAATAGCAACCCCAGAGGCAGCAGCGGCAGCTC	V_CTCF_BR	20
chr5	148847306	148847456	id-83088	1	+	NA	NONE	16
chr5	148853960	148854110	id-83089	2.81e-05	-	ATGGTAGCTGCAAGTCTCCACAGCAGCTGGCTCTA	V_CTCF_BR	9
chr5	148870798	148870948	id-83090	3.4e-06	-	CATGAATTTTTCATTACATCCACCAGATGGAAACT	Upstream_CTCF	3
chr5	148877026	148877176	id-83091	1	+	NA	NONE	7
chr5	148928953	148929103	id-83092	5.08e-05	-	TTGAAAAGCCAAGAATAAAGCTGCAGGAGGCGGTG	UpstreamP1_CTCF	21
chr5	148931379	148931529	id-83093	7.61e-08	-	GCTGCTTTTCTCTTCCTCTCCACCAGAGGCGACAG	Upstream_CTCF	40
chr5	148942497	148942647	id-83094	1	+	NA	NONE	11
chr5	148944426	148944576	id-83095	1.31e-05	-	TAACAATTACTGATCATATCCTCAAGATGGCAGCA	V_CTCF_BR	40
chr5	148960971	148961121	id-83096	1.04e-06	-	GTGGCTGTGCCCACCGAGGGCGCTGGCGGGCGCGG	Upstream_CTCF	5
chr5	148978661	148978811	id-83097	1	+	NA	NONE	12
chr5	148998386	148998536	id-83098	6.05e-06	-	GTGTGAGGGTTGAGAATATCCACATGGGGGCAGTG	V_CTCF_BR	40
chr5	149010493	149010643	id-83099	3.24e-06	+	CATGAAATTCTCTCAATGTCCTGAAGGGGATGGGA	Upstream_CTCF	11
chr5	149016471	149016621	id-83100	8.43e-09	+	TGGCACAGAAGAACTGTGACCACCAGGTGGCAGCA	V_CTCF_BR	39
chr5	149020568	149020718	id-83101	1	+	NA	NONE	15
chr5	149024914	149025064	id-83102	1	+	NA	NONE	8
chr5	149036264	149036414	id-83103	1.9e-09	+	CCTGCAGTTTCTGGCACTGCCACATGAGGGCACTG	Upstream_CTCF	40
chr5	149047212	149047362	id-83104	8.19e-10	+	CATGCAGTAATCATATTGACCACTAGATGGCACAC	Upstream_CTCF	40
chr5	149054031	149054181	id-83105	3.11e-05	+	TGGCTAGTGCCATATCCCTCCTCATGTGGGCGGTC	V_CTCF_BR	0
chr5	149060788	149060938	id-83106	1.83e-05	-	GGGGGGACTATTTGCATCACCACTTGGGGGAGTCC	V_CTCF_BR	2
chr5	149088917	149089067	id-83107	1	+	NA	NONE	4
chr5	149110169	149110319	id-83108	3.84e-06	-	CGGTACCCCCCAGTTTTGCCCGCGGGGTGGCAGAC	UpstreamP1_CTCF	18
chr5	149111247	149111397	id-83109	1	+	NA	NONE	12
chr5	149139732	149139882	id-83110	1.15e-07	+	GGGGCAGAGAGCACTGTGGACAGCAGAGGGCTCTG	V_CTCF_BR	25
chr5	149145616	149145766	id-83111	3e-09	-	CTGCAATTTGAGTAGGCTGCCACAAGGTGGCAACA	UpstreamP1_CTCF	34
chr5	149155481	149155631	id-83112	1.95e-07	-	TATGTATTCTTGATGCTAACCACTAGGGGGCAATA	Upstream_CTCF	40
chr5	149185810	149185960	id-83113	3.71e-05	-	AATGTCATGCTCAACAGGGCAGCAAGATGCCAGTG	Upstream_CTCF	3
chr5	149208092	149208242	id-83114	3.09e-07	-	GGAGGGAAACAACCTTTGACCAGCAGGGGTCGCGC	V_CTCF_BR	40
chr5	149209658	149209808	id-83115	1.28e-06	+	AAAGTAGTTAGTGGAGTTGCCTCTAGGAGGCAGAA	Upstream_CTCF	39
chr5	149213920	149214070	id-83116	1.1e-06	+	CACTGTGCTACACGTTTAGCCAGAAGGGGTCACTC	V_CTCF_BR	40
chr5	149217353	149217503	id-83117	3.66e-06	+	TTGAGGTGAAGCTGAGTGGCCACTAGATGCTGCTC	UpstreamP1_CTCF	40
chr5	149229955	149230105	id-83118	1	+	NA	NONE	7
chr5	149232690	149232840	id-83119	1.52e-07	-	TGGTGGAGACAACCTTTGGCCACTAGATGGCGACC	V_CTCF_BR	40
chr5	149243508	149243658	id-83120	2.39e-05	-	GAGCTTCCAATGGGGGACTCCACTAGGGGGCCAGA	UpstreamP1_CTCF	14
chr5	149281864	149282014	id-83121	1.48e-06	+	TCTGCCCTTCTCCTAATCACCACTCGGTGTCTCTT	Upstream_CTCF	33
chr5	149284654	149284804	id-83122	2.78e-06	-	TTCAGAGGTGTTTGGAGACCCAGGAGAGGGCAGTG	V_CTCF_BR	18
chr5	149292175	149292325	id-83123	1.17e-05	+	ACCATATCTCCAACCACACCCGCTAGCTGGCAGTG	V_CTCF_BR	0
chr5	149312441	149312591	id-83124	1.55e-05	+	CACAGCACCGGCGGAGTGGCCAGCAGAGGGCCAGG	V_CTCF_BR	37
chr5	149330801	149330951	id-83125	1.18e-05	+	TGGAAGCTACGCTGGCTGACCAGGAGAGGGGGCAT	UpstreamP1_CTCF	29
chr5	149338997	149339147	id-83126	5.92e-05	+	TGAAATGATTTGTCTTCAGCCACAAGGGGCAGCAT	V_CTCF_BR	39
chr5	149339211	149339361	id-83127	9.31e-05	-	GTTTGTAGCTTGCATGTGCCCACTAGATGGGGGTG	Upstream_CTCF	7
chr5	149341742	149341892	id-83128	4.14e-05	-	ATGTTCACCTCTAGATCTTCCCCTAGGAGGCAGCA	UpstreamP1_CTCF	40
chr5	149370453	149370603	id-83129	1.21e-09	-	ATGTGGTAGCATACTGTGGCCACCAGAGGGCACAG	UpstreamP1_CTCF	39
chr5	149380153	149380303	id-83130	1.92e-05	+	GGGCTGGGCTGTTGCGCTTGCGCCAGGGGTCGCAT	UpstreamP1_CTCF	24
chr5	149381388	149381538	id-83131	3.36e-05	+	CTGCAGTTACTGCCCTTCTCCACAAGGCTTTCAGC	UpstreamP1_CTCF	40
chr5	149404250	149404400	id-83132	1	+	NA	NONE	15
chr5	149416193	149416343	id-83133	1	+	NA	NONE	14
chr5	149425183	149425333	id-83134	8.79e-07	-	CTTTTTTGACCCCAGTCAGCCACCAGGTGGCCTTA	UpstreamP1_CTCF	28
chr5	149449919	149450069	id-83135	1.38e-07	+	AGGCAGTCCCAGGGCCTCCGCCCCAGGTGGCGCTC	UpstreamP1_CTCF	4
chr5	149455423	149455573	id-83136	8.02e-05	+	AGTCCAGTGCCTTGCACATACTCTAGGGGCAGTGA	Upstream_CTCF	31
chr5	149493965	149494115	id-83137	4.1e-06	-	CTTTCACTACCCACGATGACCTCCGGGGGTATCCT	Upstream_CTCF	26
chr5	149499054	149499204	id-83138	4.14e-06	-	TATCTCTTGTCTCTGCTCCCCAACAGGTGGCACCC	V_CTCF_BR	12
chr5	149501836	149501986	id-83139	1.92e-06	-	TTGCAGTCAGGCACTCCCATGGCCAGGTGGCGCTG	UpstreamP1_CTCF	38
chr5	149509601	149509751	id-83140	3.06e-08	-	TGGGAGCACCCCCTGCTGACCAGTAGAGGGAGCAC	V_CTCF_BR	40
chr5	149519887	149520037	id-83141	1	+	NA	NONE	29
chr5	149533941	149534091	id-83142	3.24e-06	-	CATGTAATGCTCACCAGCAACCCCAGAGGCAGTGA	Upstream_CTCF	23
chr5	149534288	149534438	id-83143	2.43e-06	+	CCCAGACCCAGCAGCATGACCGCTAGGGGGTTGCC	V_CTCF_BR	20
chr5	149535147	149535297	id-83144	1	+	NA	NONE	14
chr5	149540839	149540989	id-83145	8.91e-07	+	AGTGCACTGTGGAGGATGGACGAAAGGGGGCAGGA	Upstream_CTCF	34
chr5	149541285	149541435	id-83146	3.99e-12	+	CCAGCAGTACCCAGGAGTGCCAGCAGGTGGCGGCC	Upstream_CTCF	40
chr5	149543208	149543358	id-83147	1	+	NA	NONE	25
chr5	149547616	149547766	id-83148	2.81e-05	-	CGTCGTGTTCACTTTCCGGCCAACAGGAGTCACTA	V_CTCF_BR	30
chr5	149555216	149555366	id-83149	2.6e-07	-	GCCTGTTTCCCCATCTGTACCACCAGGGGGAGGGC	V_CTCF_BR	40
chr5	149591011	149591161	id-83150	1.47e-05	-	TTTATATGACAAGGCCCTGCCAGGAGGGGGTGGGT	V_CTCF_BR	10
chr5	149594098	149594248	id-83151	1	+	NA	NONE	31
chr5	149597819	149597969	id-83152	3.8e-08	-	TGGTCATTGTGTCCCTTCACCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr5	149603235	149603385	id-83153	1	+	NA	NONE	3
chr5	149605110	149605260	id-83154	1	+	NA	NONE	12
chr5	149606799	149606949	id-83155	3.28e-05	+	AGCACCCAGCAGAGTCTTTCCCCCTGATGGAGCCA	V_CTCF_BR	7
chr5	149607241	149607391	id-83156	3.81e-05	+	CTCTTTCCCAAACTGCCCACCCACAGAGGGCACTT	V_CTCF_BR	2
chr5	149624156	149624306	id-83157	9.67e-08	+	CCAGCACCAGCAAGCCTTGCCGGGAGGGGGCACCT	Upstream_CTCF	2
chr5	149627255	149627405	id-83158	2.27e-06	-	CTGGCCACCAGGAACTTCTCCGGTAGGTGGCAGGA	V_CTCF_BR	1
chr5	149629452	149629602	id-83159	1.09e-06	-	AGTGCCATGCCTGGGAAAGCCTCAAGATGGTGGCA	Upstream_CTCF	13
chr5	149633113	149633263	id-83160	2.46e-06	+	CAGCAGATTCAGAGCCTCACCTCTAGGGGCCTGGG	UpstreamP1_CTCF	5
chr5	149636084	149636234	id-83161	8.34e-07	-	AGGCTGTGCTGCACTGCCACCAGATGGGGGTGGTG	UpstreamP1_CTCF	35
chr5	149652204	149652354	id-83162	3.84e-06	+	CAGCCATTCATGAAAGGAGCCAGGAGATGGCGTTC	UpstreamP1_CTCF	40
chr5	149666540	149666690	id-83163	7.23e-07	-	GGGGCAGTGCCCTGCGTAGCCACTAGGGACACAGG	Upstream_CTCF	37
chr5	149672785	149672935	id-83164	8.5e-06	-	ACCGCATGCACAGTGCAGGCCAGCAGGGGAGGGAG	Upstream_CTCF	9
chr5	149675502	149675652	id-83165	1	+	NA	NONE	2
chr5	149682043	149682193	id-83166	4.88e-05	-	CCTGACCTCCCCAGAGCGCCCCGCTGCGGCCGAGC	Upstream_CTCF	28
chr5	149730190	149730340	id-83167	1.39e-07	-	TGTGTTGCAGAAGAACCAGCCAGGAGAGGGCAGTG	V_CTCF_BR	40
chr5	149732959	149733109	id-83168	1	+	NA	NONE	20
chr5	149769515	149769665	id-83169	3.88e-07	-	CTGCATTACCCTCCCTTGCCCACCAGGTACCTGAG	UpstreamP1_CTCF	9
chr5	149774687	149774837	id-83170	1.97e-06	+	GGGGCCAAGCTCACTGCATGCTGCAGGGGGCAGCC	V_CTCF_BR	11
chr5	149777362	149777512	id-83171	4.31e-07	+	GACAGAAATCATGAGCTGGCCTCCAGGGGGCAGGT	V_CTCF_BR	28
chr5	149778339	149778489	id-83172	1.37e-05	+	GATGAAGTTCTCACCTTGGCCAGCAGGGCCTCAGC	Upstream_CTCF	40
chr5	149815741	149815891	id-83173	1.22e-08	-	ATCAGTCATATATAGGTGGCCACCAGGTGGCAGCA	V_CTCF_BR	40
chr5	149818846	149818996	id-83174	6.37e-07	+	TTGCTAGTGCCCTCTCTGGACAACAGGGGTCACTG	UpstreamP1_CTCF	40
chr5	149829559	149829709	id-83175	1.63e-05	-	GTTGTTATTCCCCTGCTCCACACAAGGGGCGCTGC	Upstream_CTCF	40
chr5	149838503	149838653	id-83176	2.55e-09	+	CCCGCTCTTCCCGAAGTGCCCGCTAGATGGCGCCA	Upstream_CTCF	40
chr5	149853848	149853998	id-83177	1.93e-05	-	CTAGGTGCTTATAGACATACCAGCAGGGGGTGAGG	Upstream_CTCF	32
chr5	149865871	149866021	id-83178	5.13e-05	-	ACCTGCCACGGCTGGGGCGCCACTCGGGGGAAGGG	V_CTCF_BR	12
chr5	149867417	149867567	id-83179	7.73e-06	+	AGACCAGGTTACTTTCAGATCAGCAGGGGGCAGAG	V_CTCF_BR	36
chr5	149869379	149869529	id-83180	1	+	NA	NONE	6
chr5	149876819	149876969	id-83181	3.42e-05	+	CATGAGCTACCACGCCTGGCCATTAGGTGCTGTTT	Upstream_CTCF	14
chr5	149883945	149884095	id-83182	3.28e-05	-	AACAAAGCTCTTAGGGAGCCCACAAGAGGGAGGTT	V_CTCF_BR	11
chr5	149893045	149893195	id-83183	9.88e-07	+	ACTGTTATGCTAGCTGTCACCACTAGAGTGAAATA	Upstream_CTCF	37
chr5	149903428	149903578	id-83184	7.55e-07	-	GTGGAAAGATGTGCCTTGACCACCAGAGGGCATGC	V_CTCF_BR	40
chr5	149910866	149911016	id-83185	7.62e-07	+	ACAGCTGGAGCATGCACGTCCACCAGGCGGTGCAC	Upstream_CTCF	3
chr5	149917936	149918086	id-83186	2.84e-05	+	AGGCACTGCAGTCTTCCAGACCAGAGGTGGCAGCA	UpstreamP1_CTCF	8
chr5	149919707	149919857	id-83187	1	+	NA	NONE	7
chr5	149924428	149924578	id-83188	2.18e-07	-	AGGGCTGTCACTCTCTCTGCCTCTAGGGGGCGAGC	Upstream_CTCF	40
chr5	149939993	149940143	id-83189	3.86e-05	+	GCTTAGCTTCCCCAAGCTGACAGACGGGGGAGCTA	Upstream_CTCF	38
chr5	149940601	149940751	id-83190	2.19e-11	+	GATGCAGTCCAAAAGATGTCCACCAGGGGGCACTA	Upstream_CTCF	38
chr5	149942547	149942697	id-83191	1.1e-06	+	CCCAGCAAAGAAATGCCTACCACCAGGTGGCATCA	V_CTCF_BR	39
chr5	149953955	149954105	id-83192	1.19e-06	-	AACTCCACCCACCCTGTGTCCTGTAGAGGGAGCAC	V_CTCF_BR	39
chr5	149967515	149967665	id-83193	1	+	NA	NONE	12
chr5	149969447	149969597	id-83194	2.47e-07	+	ATGCAAGGACCCACATCCCCCGCCAGGGGTGGCTG	UpstreamP1_CTCF	35
chr5	149977878	149978028	id-83195	5.28e-05	+	GCTGCCGTGAAGGGCATAGGCTGGAGGTAGCAGGT	Upstream_CTCF	2
chr5	149994043	149994193	id-83196	1.72e-06	-	CCTGCAGTTGTATGGCAAGCCAGAGGTAGGCGCTG	Upstream_CTCF	37
chr5	150004047	150004197	id-83197	7.78e-06	-	CCCGCTCAGCCTCCCATCTCCAGGCGGGGGCACCT	Upstream_CTCF	5
chr5	150007628	150007778	id-83198	1	+	NA	NONE	8
chr5	150009436	150009586	id-83199	9.62e-05	+	TCGCAACATGGTCTCTCCCACACTAGATGGAGTGC	UpstreamP1_CTCF	7
chr5	150019926	150020076	id-83200	1	+	NA	NONE	17
chr5	150023629	150023779	id-83201	2.96e-05	-	GAGACAGGGTCTTGCTCTGTCGCTGGAGGGCAGTG	V_CTCF_BR	4
chr5	150027567	150027717	id-83202	9.25e-06	+	TCCAGCTCTTCAACAGGCGCCGGCAGAGGGTGAAC	V_CTCF_BR	2
chr5	150028507	150028657	id-83203	3.65e-07	+	CAGGCCTTTTGGGATCCAGGCGCCAGGGGGCACCA	V_CTCF_BR	1
chr5	150032318	150032468	id-83204	1.06e-05	-	GATGGCAGTTCTTTCCTCCCCACCAGGGGCAGAAA	Upstream_CTCF	17
chr5	150032888	150033038	id-83205	1.92e-05	-	TTGTTTCTGCCTTTGGTGGCCACAAGGGGAATGCT	UpstreamP1_CTCF	39
chr5	150036118	150036268	id-83206	1.71e-06	+	CCGAGGCGCGGCCCCCCAGCCGCCAGCTGCAGGCG	V_CTCF_BR	40
chr5	150052166	150052316	id-83207	1	+	NA	NONE	14
chr5	150053837	150053987	id-83208	5.17e-06	+	ACAGCAAGGCACATTCCCACCAGCAGAAAGAGGCT	Upstream_CTCF	16
chr5	150078487	150078637	id-83209	4.44e-06	-	GGGCACTGGAGGAGTTTGTACACCAGGTGGTGTAT	UpstreamP1_CTCF	25
chr5	150080156	150080306	id-83210	1.83e-05	+	AGAAAACCAGCTCTAATAGGCTGGAGGGGGCAGGG	V_CTCF_BR	40
chr5	150089840	150089990	id-83211	7.27e-06	-	TACCCAGGGATTAATGCTGCCACAGGGGGGCAATC	V_CTCF_BR	36
chr5	150114683	150114833	id-83212	3.65e-07	-	TGAGTTGGTTGGCCTCCAGCCAGGAGGTGGCGCTT	V_CTCF_BR	12
chr5	150143161	150143311	id-83213	1	+	NA	NONE	10
chr5	150158164	150158314	id-83214	1.41e-05	+	CCTTTCTCCCCGAACGCAGCCCGCAGGGGACGCTG	UpstreamP1_CTCF	36
chr5	150158810	150158960	id-83215	7.8e-08	-	TGACGCTGGGCCTGGAGAGCCAGGAGGTGGCAGTC	V_CTCF_BR	39
chr5	150180724	150180874	id-83216	1.17e-05	+	TGAATAACTTTTAGGCAGTCCACCAGATGGCGATA	V_CTCF_BR	40
chr5	150181215	150181365	id-83217	3.09e-07	-	GTTGATCTCTTCAGTGTGGCCTCAAGAGGGCAGAA	V_CTCF_BR	38
chr5	150226782	150226932	id-83218	5.13e-05	-	GTGACCTATATATTTCTCTGCTGAAGATGGCGCCA	V_CTCF_BR	40
chr5	150334766	150334916	id-83219	1.28e-06	+	GGCAGACCTGGAACCTGAGTCTGCAGGGGGCAGCC	V_CTCF_BR	3
chr5	150369366	150369516	id-83220	4.43e-05	-	TCCCGCTCCATACTACCTCTCAACAGGTGGCGCTA	V_CTCF_BR	35
chr5	150381898	150382048	id-83221	2.43e-06	+	TACATGATTGGAATTTTAACCACAAGGGGGAAGCA	V_CTCF_BR	38
chr5	150409586	150409736	id-83222	4.71e-06	-	AAGGCCATGCCAGCCACGTCCGCCGAGGGGCGCCA	Upstream_CTCF	0
chr5	150419818	150419968	id-83223	1	+	NA	NONE	20
chr5	150421570	150421720	id-83224	1	+	NA	NONE	4
chr5	150427498	150427648	id-83225	2.62e-07	-	GTGTGCTTACAGGCCTGAGCCTGTAGGGGGCAAGC	UpstreamP1_CTCF	40
chr5	150428236	150428386	id-83226	6.98e-07	+	CCGAGTCTACAAGTCCCTTCCACAAGAGGGCAGAC	V_CTCF_BR	40
chr5	150431322	150431472	id-83227	1.15e-08	+	GAGCAGGTTGGGATGGTGACCAGCAGGAGGCAGCA	UpstreamP1_CTCF	40
chr5	150437982	150438132	id-83228	1.34e-06	-	GCTGTAGGGCCTTAGATGCCCAGCAGGGGAGCTGG	Upstream_CTCF	34
chr5	150438904	150439054	id-83229	3.48e-06	+	ATGCTAGTTAGCCAGACAGCCACCTGAGGGGGCCC	UpstreamP1_CTCF	6
chr5	150456097	150456247	id-83230	4.01e-05	+	GAAGAAATGCACACCTCGTCCTCTGGTGGCCACTG	Upstream_CTCF	13
chr5	150461876	150462026	id-83231	1.5e-05	+	AAAGCACCACTGAGTCTCACCACTGGGGGATCCTA	Upstream_CTCF	39
chr5	150473037	150473187	id-83232	1	+	NA	NONE	15
chr5	150487832	150487982	id-83233	1	+	NA	NONE	20
chr5	150490058	150490208	id-83234	1	+	NA	NONE	2
chr5	150494977	150495127	id-83235	1.55e-07	-	GCTGTGCTTCCAATTGCCGCTAGCAGGGGGCAGTG	Upstream_CTCF	40
chr5	150505797	150505947	id-83236	7.07e-08	+	AATCAACGTGTCGGGTTGGCCGCCAGGGGGCAGCT	V_CTCF_BR	40
chr5	150532947	150533097	id-83237	1	+	NA	NONE	1
chr5	150535414	150535564	id-83238	4.11e-07	-	CTGCAGTGCTGGATAGCTGCCAGTGACTGGCACAT	UpstreamP1_CTCF	17
chr5	150536560	150536710	id-83239	1.76e-05	+	GGGTAGTGCCCCTGCCTCACCATAGGAGGCCTCGG	UpstreamP1_CTCF	28
chr5	150544463	150544613	id-83240	9.67e-08	-	CAGGCAGAGCTGGAACTTGCCAGCAGGTGGCAATA	Upstream_CTCF	40
chr5	150558782	150558932	id-83241	1.16e-05	-	CCTGCATTCTCCACAGGTGGCAGTGGTGGGACAGA	Upstream_CTCF	3
chr5	150599467	150599617	id-83242	7.44e-06	-	CCAGAAGGCAGCACAGTGGCCAGTAGGGGAGGCTA	Upstream_CTCF	39
chr5	150603685	150603835	id-83243	1.26e-07	+	CGCAGGGCCAGCGGCGCCGCCACCAGAGGCAGGTG	V_CTCF_BR	36
chr5	150607230	150607380	id-83244	1	+	NA	NONE	10
chr5	150618208	150618358	id-83245	1	+	NA	NONE	2
chr5	150618917	150619067	id-83246	6.62e-09	-	CTGTAGTACATCCATGCCGCCAAGAGGGGGCGGCC	UpstreamP1_CTCF	38
chr5	150630264	150630414	id-83247	1	+	NA	NONE	1
chr5	150643955	150644105	id-83248	1	+	NA	NONE	21
chr5	150664057	150664207	id-83249	6.86e-07	+	TCTGCAACTACAGTTGGCCACTGTAGAGGGCGCTA	Upstream_CTCF	34
chr5	150667859	150668009	id-83250	6.43e-06	+	TGCTTTTCCCCCACTCTGCCCAGAAGAGGGCTCTT	V_CTCF_BR	20
chr5	150677725	150677875	id-83251	1.13e-05	-	GTGTGACTCCTGTTCCAAACCACTTGAGGGCGCAT	UpstreamP1_CTCF	32
chr5	150695682	150695832	id-83252	1.37e-08	-	GGAGCTATGCAAGAAGCAGCCACCAGAGGGCCCCA	Upstream_CTCF	40
chr5	150699063	150699213	id-83253	3.16e-06	+	CTGAAACTGAACAGCACTGCCTGCAGAGGGAGAAA	UpstreamP1_CTCF	38
chr5	150764361	150764511	id-83254	7.82e-06	+	AAGCCATTTTGCTGAACAGCCAGTAGGGGACCCTG	UpstreamP1_CTCF	39
chr5	150786019	150786169	id-83255	1.92e-05	+	GACTAGGTCTTCCAGTTTGCCACTAGGGGCAGACT	UpstreamP1_CTCF	39
chr5	150806892	150807042	id-83256	6.84e-06	+	TGTTTCAATTGCTTCTCCACCAGCAGAGGGTGACA	V_CTCF_BR	10
chr5	150807575	150807725	id-83257	7.49e-05	-	AAACATGTCTCTGGAGTTGCCGCCAGGGAGAGCCA	V_CTCF_BR	1
chr5	150811891	150812041	id-83258	7.73e-05	-	CCTGCAAAAACAGCAGTGACCTCACGGGGAGCCAC	Upstream_CTCF	4
chr5	150826983	150827133	id-83259	1.65e-07	+	CAGCAGTGGCAGTAATAGGTCGCCAGGTGGTGCTG	UpstreamP1_CTCF	40
chr5	150827236	150827386	id-83260	5.17e-06	+	TGAGTTCCTCCACTGGCTGCCGGCTGGCGGCGCTC	Upstream_CTCF	4
chr5	150827828	150827978	id-83261	2.58e-05	+	TTTGCTTTTCGCCACACCGCCTCCTGCGGGAAACT	Upstream_CTCF	38
chr5	150839331	150839481	id-83262	8.5e-06	-	CCTGTACCAGCAGACAGTGCAGGCAGAGGGAGCTT	Upstream_CTCF	24
chr5	150843102	150843252	id-83263	6.84e-06	-	ACGATGCCTGCATTTTTCACCGCCAGAGGGAGTCC	V_CTCF_BR	37
chr5	150860591	150860741	id-83264	1	+	NA	NONE	7
chr5	150872410	150872560	id-83265	1	+	NA	NONE	11
chr5	150880392	150880542	id-83266	1.41e-08	-	CTGCGCCTTCACAGATTAGCCACCAGAGGGCTCTC	UpstreamP1_CTCF	40
chr5	150896686	150896836	id-83267	1	+	NA	NONE	2
chr5	150899917	150900067	id-83268	4.65e-05	-	AGCAGGGTCATTAGCCCCATCTGCAGTTGGAACTG	V_CTCF_BR	19
chr5	150903034	150903184	id-83269	9.39e-07	-	CCCGTACTTCCACTTCCATGCACTGGGAGGCACCA	Upstream_CTCF	40
chr5	150944117	150944267	id-83270	5.08e-07	+	TACCTATCTTAGGGCCTTACCAGTAGTGGGCACTC	V_CTCF_BR	3
chr5	150969853	150970003	id-83271	1.01e-05	+	TCTGCACTGCCTCACTGCTCCCCATGCTGGGGCAA	Upstream_CTCF	5
chr5	151008108	151008258	id-83272	1	+	NA	NONE	6
chr5	151031696	151031846	id-83273	1.12e-08	-	CGAGCGCTACTGGCAGAGACCAGCAGGGGGAAGCC	Upstream_CTCF	40
chr5	151038601	151038751	id-83274	4.48e-07	+	GGAGATTTTCTTCTCAGCCCCAGCAGGGGGAGCCC	Upstream_CTCF	40
chr5	151040260	151040410	id-83275	1.16e-05	+	GCAGCCCTACCCTGTCCTCCCGCCCGGGGCCCTGA	Upstream_CTCF	6
chr5	151055564	151055714	id-83276	6.15e-05	-	GTTTTCATTCCTACCGCTAGCACCAGGGGTTCTGA	Upstream_CTCF	3
chr5	151061839	151061989	id-83277	4.65e-05	-	ACCACAATGCAGCAGCGGTGCCCTAGAGGGAGCCA	V_CTCF_BR	22
chr5	151064282	151064432	id-83278	1.09e-06	+	CTGCTGTTACTGTTCTTTAACTGTAGAGGGAATGG	UpstreamP1_CTCF	40
chr5	151066369	151066519	id-83279	4.34e-05	-	CCCGCGGTCCTTCAGACTGCCCGGAGAGCGCGCTC	Upstream_CTCF	22
chr5	151098939	151099089	id-83280	2.6e-07	-	TGCACACCTATAGTCCCAGCCACTAGGGGGTGCTG	V_CTCF_BR	40
chr5	151100591	151100741	id-83281	1	+	NA	NONE	1
chr5	151118108	151118258	id-83282	1	+	NA	NONE	3
chr5	151119049	151119199	id-83283	7.15e-05	-	CTTCCTCACAGTGGTGTGAGCCACAGGGGGAGCTC	V_CTCF_BR	20
chr5	151120309	151120459	id-83284	1.26e-07	-	AGGTAAATGTGTTTCTTGACCACCAGATGGCAGTG	V_CTCF_BR	40
chr5	151122484	151122634	id-83285	2.57e-08	-	TTGCAATGTCGCTATGTCCACACCAGATGGCACCT	UpstreamP1_CTCF	40
chr5	151123220	151123370	id-83286	1	+	NA	NONE	23
chr5	151138140	151138290	id-83287	3.05e-07	+	GCTGCGCTTCCGAGAGTGCGCACTAGAGGCCTGGT	Upstream_CTCF	28
chr5	151150629	151150779	id-83288	8.58e-06	-	CTGCGCCGCCCGCAGGCTCCCGCCGGAAGGTCGCC	UpstreamP1_CTCF	29
chr5	151151062	151151212	id-83289	2.53e-05	-	CCATGCAGGAGCGGTTGCGCCACAAGGTGGGGCCC	V_CTCF_BR	40
chr5	151166122	151166272	id-83290	1	+	NA	NONE	8
chr5	151205037	151205187	id-83291	7.44e-09	+	CTTGCTATTCTTATTGGAACCAGCAGGTGGCAGGA	Upstream_CTCF	40
chr5	151269912	151270062	id-83292	6.18e-07	+	GATGGAGTTCTGAGAGAGCCCACCAAGGGGCGTGG	Upstream_CTCF	6
chr5	151303535	151303685	id-83293	5.17e-06	+	AGTGCAACCTTCCCCGTCACCGCTAGTTGTCACTT	Upstream_CTCF	36
chr5	151522522	151522672	id-83294	3.39e-10	-	ACTGCAGATTCTCCAGTGTCCAGCAGAGGGCACCC	Upstream_CTCF	40
chr5	151544543	151544693	id-83295	3.09e-06	-	ACAGTCCTGCTCTTCTGAGCCACCAGGGGAGAGCA	Upstream_CTCF	8
chr5	151651100	151651250	id-83296	1.1e-05	-	TGTGGGTAATCTGAACCAGCCACTGGGTGTCAGCA	V_CTCF_BR	25
chr5	151729341	151729491	id-83297	4.88e-08	-	TGGCACTTGGAGCCACTGGCCACTAGGGGCCGTTG	UpstreamP1_CTCF	40
chr5	151823645	151823795	id-83298	4.5e-06	-	TCTGCAGTTCTGTTGCATACCTGCAGGAGAGTCTG	Upstream_CTCF	4
chr5	151841831	151841981	id-83299	1	+	NA	NONE	6
chr5	151846042	151846192	id-83300	6.43e-06	-	TCCCAGCTTCCCAAAACTGACACCAGATGTCACTA	V_CTCF_BR	5
chr5	151885125	151885275	id-83301	3.18e-06	-	GGAGATAGATTACATACTGACGCCAGGTGGCAGCA	V_CTCF_BR	39
chr5	151894500	151894650	id-83302	1.21e-06	-	GCTGAAGGTGATTCAGAGTCCACTAGATGGCAATC	Upstream_CTCF	39
chr5	151912305	151912455	id-83303	3.63e-06	+	AAACCTTTTAAGAATATAGCCACCAGATGTCACTG	V_CTCF_BR	39
chr5	151940202	151940352	id-83304	3.22e-09	+	CTCCTGTGGCCTCTTGTGACCACGAGGGGGCACTG	UpstreamP1_CTCF	40
chr5	151945759	151945909	id-83305	1	+	NA	NONE	1
chr5	151972097	151972247	id-83306	1.5e-05	+	GAAGAAGGAACATGAATGTACACAAGAGGGAGCAG	Upstream_CTCF	12
chr5	151973063	151973213	id-83307	1.24e-05	-	GTAAGTTTTTTGTTTCCCAACTCTAGAGGGCACTA	V_CTCF_BR	15
chr5	152103175	152103325	id-83308	1.41e-06	-	CCGCAATACCACCATACATCCGCCAGGGGATGAAC	UpstreamP1_CTCF	15
chr5	152118402	152118552	id-83309	2.1e-06	-	CATGCACTCTCCACTGAGCCCTCAGGAAGGCAGTA	Upstream_CTCF	2
chr5	152515130	152515280	id-83310	1	+	NA	NONE	10
chr5	152528050	152528200	id-83311	2.77e-07	-	GTGAAGTTTAACTTACAAGCCAGTAGATGGCGCTT	UpstreamP1_CTCF	38
chr5	152538216	152538366	id-83312	1.93e-05	+	TGCTCAGTTCCCTATTATTCCAGGGGGTGGGGACA	Upstream_CTCF	1
chr5	152780622	152780772	id-83313	1.18e-05	-	ATGCAGCTGTCCTTGTGCATGAGCAGATGGCCCTG	UpstreamP1_CTCF	4
chr5	152805605	152805755	id-83314	3.63e-06	-	GTTTGAAGTACATGCCCTGTCTGTAGGGGGCGCCA	V_CTCF_BR	28
chr5	152825390	152825540	id-83315	1	+	NA	NONE	10
chr5	152829097	152829247	id-83316	1	+	NA	NONE	11
chr5	152856398	152856548	id-83317	1	+	NA	NONE	29
chr5	152869748	152869898	id-83318	7.12e-06	-	ATGTGGGTTCAGCTGTAAGTCAGTAGGTGGCAGGG	UpstreamP1_CTCF	9
chr5	152876441	152876591	id-83319	5.97e-08	+	TTTGCTATTCATTGTCCCTCCACCAGAGGGTGGAG	Upstream_CTCF	39
chr5	153002811	153002961	id-83320	9.71e-06	+	CCTGCAGTACAGAGTACTGCCTCCAGGACTTAGCA	Upstream_CTCF	13
chr5	153008792	153008942	id-83321	2.97e-06	-	AGCTGTGAAGGCCCCGGAGTCAGCAGAGGGTGCTG	V_CTCF_BR	32
chr5	153052748	153052898	id-83322	8.9e-05	-	GAGTGATGAGGATGAGCCTCCGCAAGGAGGTGGTC	UpstreamP1_CTCF	0
chr5	153091424	153091574	id-83323	1.39e-05	-	CTCCTGAGAGTAATTATCTCCACTAGGTGGAGACA	V_CTCF_BR	30
chr5	153136222	153136372	id-83324	6.82e-05	-	GACTGCTGCAGCTATTTCAACACTAGAGGGTATCC	V_CTCF_BR	33
chr5	153162202	153162352	id-83325	1.48e-06	+	GGTGAAAGCTCTAGAAAGGCCTCCAGGAGGAGGCA	Upstream_CTCF	14
chr5	153196656	153196806	id-83326	1	+	NA	NONE	8
chr5	153207154	153207304	id-83327	1.47e-05	+	TGCATCTAACAAAGCACCACCCACAGAGGGCACCA	V_CTCF_BR	35
chr5	153263456	153263606	id-83328	1	+	NA	NONE	2
chr5	153277975	153278125	id-83329	5.52e-05	+	TTGTCACAAAAACTGCCCTGCACTGGGTGGCGCAA	UpstreamP1_CTCF	0
chr5	153284914	153285064	id-83330	7.15e-05	-	CTCTCTCTTCTCTCAGCTGCCTCTTGATGTCTCCC	V_CTCF_BR	19
chr5	153338536	153338686	id-83331	1.08e-05	-	CTGCAGGAGGACTAACTCCCCACGTGGGGCCATAC	UpstreamP1_CTCF	4
chr5	153339034	153339184	id-83332	1	+	NA	NONE	6
chr5	153342988	153343138	id-83333	6.39e-05	+	ACAGAAAGTAGATTAGTGGCCACCTGGGGCTGAGG	Upstream_CTCF	2
chr5	153344715	153344865	id-83334	1.12e-09	-	TTGCAATGCTCCTCTTCAGCCAGCAGGTGTCAGCC	UpstreamP1_CTCF	40
chr5	153354063	153354213	id-83335	1.22e-07	+	CTACAGTGACAAAAACTGACCAGAAGATGGAGCCA	UpstreamP1_CTCF	39
chr5	153451972	153452122	id-83336	2.81e-08	+	CCTGTAGAGCTGGTGATGGCCACAAGAGGCCGCTG	Upstream_CTCF	40
chr5	153453090	153453240	id-83337	1	+	NA	NONE	1
chr5	153466933	153467083	id-83338	3e-06	-	CAGTTATTATGCCAGAGTCACAGCAGGGGGTGGCA	UpstreamP1_CTCF	5
chr5	153498733	153498883	id-83339	6.19e-06	+	CTGCAGAGTGCATGCCTGGTCTGAAGGAGGCAGCA	UpstreamP1_CTCF	11
chr5	153537043	153537193	id-83340	1.59e-06	-	GCCTCCCTCTCACATTCTGCCTATAGGGGGCGCTA	V_CTCF_BR	38
chr5	153548068	153548218	id-83341	1	+	NA	NONE	3
chr5	153555838	153555988	id-83342	1.7e-05	-	GGAGCTGGTGTGTCACTTGGCAAGAGAGGGAGCAA	Upstream_CTCF	5
chr5	153559778	153559928	id-83343	1.09e-07	-	CGGTAGGTCCTCTATTGTTCCACTAGGTGGCACCT	UpstreamP1_CTCF	40
chr5	153569599	153569749	id-83344	1.48e-05	-	GTGCTGCACGCTCACTGTTCCGCGGGCGGGCCCTG	UpstreamP1_CTCF	40
chr5	153570326	153570476	id-83345	1.83e-05	+	TGGGGGCGGCGCGGCGGGGCCGGCGGGGCGCGGCG	V_CTCF_BR	5
chr5	153571484	153571634	id-83346	1	+	NA	NONE	18
chr5	153577017	153577167	id-83347	1.31e-05	-	TTTTCTCTCCTATCTACACTCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr5	153616686	153616836	id-83348	1	+	NA	NONE	4
chr5	153711613	153711763	id-83349	2.6e-06	-	CCCAGCTGTGAGCCCTTGGCCTGTGGGTGGCAGCT	V_CTCF_BR	10
chr5	153712675	153712825	id-83350	1	+	NA	NONE	5
chr5	153732878	153733028	id-83351	1.81e-06	-	TTTGCAGCTTTGCTCCACTCCTCTGGGTGGCGTGG	Upstream_CTCF	3
chr5	153773983	153774133	id-83352	4.31e-07	+	ACTGGGCAGGGTCCCTCCACCGGAAGGTGGCAGTG	V_CTCF_BR	10
chr5	153777339	153777489	id-83353	2.27e-05	-	GGATTGTCCATGGAGGGGAACCCGAGAGGGCAGGG	V_CTCF_BR	9
chr5	153784869	153785019	id-83354	5.51e-07	-	GCGTCGTTAGGCTCTGCTACCACTGGAGGGCACTG	V_CTCF_BR	40
chr5	153801525	153801675	id-83355	2.38e-07	+	TCATGCTGTCACTCAGGGACCACCAGAGGGTGCTA	V_CTCF_BR	39
chr5	153826708	153826858	id-83356	7.17e-05	+	CCTGTTATTCCTTCAGACAGAGAAAGGTGGCAGTT	Upstream_CTCF	13
chr5	153841190	153841340	id-83357	7.46e-06	-	ATTCTGATTCAGTAGACGGCCAGCAGGAGGGGCTG	UpstreamP1_CTCF	38
chr5	153847346	153847496	id-83358	4.4e-10	+	TGCAGAAGAGGGAGTATGGCCACCAGGTGGCGCCC	V_CTCF_BR	40
chr5	153877539	153877689	id-83359	7.78e-06	+	TGTGATGGTGCACCTTTGACCACCAGGGTGCTCTT	Upstream_CTCF	9
chr5	153882495	153882645	id-83360	7.84e-05	-	GTGGGGAATCTCTTGTGGGCCACCTGGAGGAAAGA	V_CTCF_BR	3
chr5	153885290	153885440	id-83361	1.24e-05	-	AGAGAGACTGCCACAGTGGCCTGCAGAGGGAGTGT	V_CTCF_BR	15
chr5	153896154	153896304	id-83362	8.98e-06	+	GTGCGTTCCTTTGTATCTGGCTGGAGGTGGCAGCA	UpstreamP1_CTCF	10
chr5	153900596	153900746	id-83363	2.18e-07	+	GGCGCTGAGCTCCCGGTATCCTCTAGGTGGCGCAC	V_CTCF_BR	40
chr5	153906550	153906700	id-83364	6.64e-05	-	GGGGAAGCAGTCACCTTCTTCACAAGGCGGCAGTA	Upstream_CTCF	3
chr5	153921359	153921509	id-83365	7.27e-06	+	CCTGGAACCTATTTCTGAGTCAGCGGGGGGCGCTG	V_CTCF_BR	21
chr5	153955513	153955663	id-83366	5.68e-06	-	TGAGAAACTTAGCCCACTCCCAGCAGATGGTGCTC	V_CTCF_BR	34
chr5	153975198	153975348	id-83367	4.65e-05	+	GCCATCCAACAGCAGCAGTACAGCTGAGGGAGCAG	V_CTCF_BR	1
chr5	153990005	153990155	id-83368	3.16e-06	-	GCGACATTCTCCCACTGGACCAGCAGGTGACGCTG	UpstreamP1_CTCF	40
chr5	154011519	154011669	id-83369	1.21e-05	-	TTTAAAGCTCCCTCGATGTCCACTAGGAGGAGACA	Upstream_CTCF	38
chr5	154019913	154020063	id-83370	1.37e-05	-	TTTGTAATTCAGAAAAAATCAGGCAGATGGCGCAT	Upstream_CTCF	35
chr5	154022132	154022282	id-83371	2.62e-07	+	ATGCAGTGTACTATCTTGTACACTAGCTGGTGCTG	UpstreamP1_CTCF	40
chr5	154029857	154030007	id-83372	3.41e-08	+	TGCGCTTTCCTACCTGTTACCACTAGGTGGCAGCA	Upstream_CTCF	40
chr5	154032406	154032556	id-83373	6.21e-05	+	GTCTGCATGGCCAAGACAGTCTCTAGGGGGAGAGA	V_CTCF_BR	26
chr5	154062000	154062150	id-83374	2.15e-05	+	TGCCCAGTCCCCCAGGCCTCCGCTGGAAGGCGCTC	V_CTCF_BR	39
chr5	154103425	154103575	id-83375	1.84e-06	+	CCAGGCTTTAGGGAGGCCTTCAGCAGGGGGCAGTA	V_CTCF_BR	4
chr5	154134556	154134706	id-83376	1	+	NA	NONE	39
chr5	154151168	154151318	id-83377	1	+	NA	NONE	26
chr5	154191545	154191695	id-83378	3.1e-07	-	CAGTAATAACCCAGCCCTGCCACTGGATGTCACCG	UpstreamP1_CTCF	40
chr5	154229525	154229675	id-83379	6.51e-05	+	GTATTTTGCCCCATACCTTCCTGGTGATGGCAGAG	V_CTCF_BR	15
chr5	154237290	154237440	id-83380	5.13e-05	+	GCGCTGGCCAGGCGCCGTGCCCACGGGAGGCGCCG	V_CTCF_BR	27
chr5	154248349	154248499	id-83381	4.14e-06	-	ATGAAACTTAACAGTACCACCTGCAGAGGGAGGAA	V_CTCF_BR	34
chr5	154325368	154325518	id-83382	6.62e-09	+	GTGTTATTCCAGCAATTGGCCAGGAGAGGGCACAT	UpstreamP1_CTCF	40
chr5	154347125	154347275	id-83383	4.7e-06	+	CATTGCATTCTAAAATGGGGCAGTAGGTGGCACTC	V_CTCF_BR	40
chr5	154352159	154352309	id-83384	2.2e-06	+	TCTGTGACATGGTTTATGTCCAACAGAGGGCAGCA	Upstream_CTCF	40
chr5	154375400	154375550	id-83385	2.97e-06	-	GGCGTTCCCCCATGTCAGACCACATGGGGGCAGAA	V_CTCF_BR	19
chr5	154384031	154384181	id-83386	1.38e-09	-	CACTGGCCTTTTGCGCCTGCCAGCAGAGGGCAGCC	V_CTCF_BR	39
chr5	154407708	154407858	id-83387	1.34e-06	-	GGTCACTGCCTCCCCTTTGGCTCTAGGTGGCACCT	UpstreamP1_CTCF	34
chr5	154429482	154429632	id-83388	2.04e-05	-	CACATTTTTCTCTTGCTGCTCGCCAGGGGGCAGGA	V_CTCF_BR	40
chr5	154519285	154519435	id-83389	2.83e-07	+	CTGGTGAATACATGAGTGACCAGCAGGTGGTGCCA	V_CTCF_BR	40
chr5	154526917	154527067	id-83390	4.14e-06	-	TAGAAATATGCATATTTTCCCTGCAGGGGGCACTA	V_CTCF_BR	37
chr5	154640525	154640675	id-83391	1	+	NA	NONE	20
chr5	154662227	154662377	id-83392	1	+	NA	NONE	3
chr5	154973976	154974126	id-83393	1	+	NA	NONE	10
chr5	154996470	154996620	id-83394	1.64e-09	+	GTGTATTACCCAGGGGTTGCCAGCAGGGGTCACCA	UpstreamP1_CTCF	40
chr5	155035254	155035404	id-83395	9.71e-06	+	CCTGTGCTGCTGTATCTCTCCAGGAGGCAGCAGAG	Upstream_CTCF	1
chr5	155079068	155079218	id-83396	5.37e-06	-	ATGCTATAAGGAGCCCCAGAAGCCAGGTGGCAGTC	UpstreamP1_CTCF	12
chr5	155079981	155080131	id-83397	3.63e-06	+	AGCATGATAGTAAACTTTGGCAGTAGAGGGCACTG	V_CTCF_BR	22
chr5	155108291	155108441	id-83398	1.1e-05	-	TTGGCAGAGGGCGCGCCGCCCGGGTGGGGGCGCAT	V_CTCF_BR	7
chr5	155108808	155108958	id-83399	1	+	NA	NONE	7
chr5	155126251	155126401	id-83400	1	+	NA	NONE	13
chr5	155199172	155199322	id-83401	1	+	NA	NONE	6
chr5	155249307	155249457	id-83402	2.11e-06	-	TGCATCCAGCAGGAATAAACCAGGAGAGGGCAGTA	V_CTCF_BR	14
chr5	155260406	155260556	id-83403	9.29e-06	+	CCTTCAAGAGACCTCCTTTCCAATAGAGGGTGCTG	Upstream_CTCF	18
chr5	155333170	155333320	id-83404	3.09e-07	-	GAAATGAGAGGGGAAACGGCCTGCAGGTGGAGCAG	V_CTCF_BR	10
chr5	155353912	155354062	id-83405	3e-06	-	CAGCATCCTTGATCTTTGTCCACTAGATGCCAGAA	UpstreamP1_CTCF	2
chr5	155370942	155371092	id-83406	1.15e-07	+	TCAGTGGTCCTCCTTCTGTCCTGCAGAGGGCAGCC	V_CTCF_BR	39
chr5	155381964	155382114	id-83407	7.44e-05	+	AGTGTCTTGCTCAAGCTGCCAGGAAGGAGGCGTTC	Upstream_CTCF	2
chr5	155442275	155442425	id-83408	1.32e-05	+	AAATTTATTCCACACTTGGCCAGTAGGAGCCCCTT	Upstream_CTCF	16
chr5	155523202	155523352	id-83409	1	+	NA	NONE	5
chr5	155753837	155753987	id-83410	1	+	NA	NONE	17
chr5	155902874	155903024	id-83411	1	+	NA	NONE	25
chr5	155909926	155910076	id-83412	4.88e-06	+	CAGCAACCTCAGCCTCTAGCCACCAGATGCTGTTT	UpstreamP1_CTCF	7
chr5	155942884	155943034	id-83413	4.66e-08	-	GCTGCAGTTGCTGAAATTCCCACAGGGAGGCCCTG	Upstream_CTCF	2
chr5	156091964	156092114	id-83414	2.77e-07	+	ATGTAATTCACTACCCTGTCTACTAGGTGGTGCCA	UpstreamP1_CTCF	20
chr5	156228151	156228301	id-83415	1	+	NA	NONE	6
chr5	156243144	156243294	id-83416	2.11e-06	-	ATAAAAACAAAGCCTCTTCCCAGCAGATGGCAGTA	V_CTCF_BR	39
chr5	156251901	156252051	id-83417	2.19e-05	-	AATGGAGCTGGTTAATGGACCACTGGGTGTCAGTA	Upstream_CTCF	34
chr5	156263069	156263219	id-83418	1.1e-05	+	AGTACCTGCTTCATTATGGCCACTAGGTGGATATC	V_CTCF_BR	23
chr5	156319246	156319396	id-83419	1	+	NA	NONE	6
chr5	156334857	156335007	id-83420	4.71e-06	+	CCTGTGCCCTTTCCATTTGCCGACAGGTGGCAAAG	Upstream_CTCF	0
chr5	156352882	156353032	id-83421	1	+	NA	NONE	3
chr5	156362004	156362154	id-83422	6.21e-05	-	AAGACCATATCGCCCATGATCCACAGGGGGCAGCG	V_CTCF_BR	31
chr5	156454180	156454330	id-83423	7.1e-07	-	TTGCTATGTGACCAGGGTCCCACTAGATGGGGCTG	UpstreamP1_CTCF	37
chr5	156473288	156473438	id-83424	1.56e-05	+	AGGGCACTCCCAGAGCTTACCACTAAGGGAAACAA	Upstream_CTCF	3
chr5	156497073	156497223	id-83425	2.43e-06	+	AGTGTGGGACCCACAGAAGCCACTGGGGGCAGAGG	Upstream_CTCF	16
chr5	156559134	156559284	id-83426	8.19e-06	-	TTGCGTTGTGATGAGGCTACCAGTAAGTGGCACTC	UpstreamP1_CTCF	40
chr5	156570358	156570508	id-83427	1	+	NA	NONE	8
chr5	156575986	156576136	id-83428	3.65e-07	+	CCTACAGCATTTTTTCTTACCAGCAGGGGGAGCAG	V_CTCF_BR	40
chr5	156670810	156670960	id-83429	2.66e-05	+	TTCTTGAAATGCCATTCAAACGCCAGGGGGTACTA	V_CTCF_BR	3
chr5	156680588	156680738	id-83430	5.89e-08	+	CTGCACTATCCGATCCTCATCAACAGAGGGCAGCA	UpstreamP1_CTCF	40
chr5	156690457	156690607	id-83431	8.64e-05	-	TGTTCATCTTCCTGGTATTCCTCTAGATGTCGCTT	Upstream_CTCF	5
chr5	156693240	156693390	id-83432	6.39e-08	+	GGGCCGCCCCCTCTCCCGGCCCGCGGGGGGCGCTC	V_CTCF_BR	11
chr5	156694853	156695003	id-83433	1	+	NA	NONE	25
chr5	156721831	156721981	id-83434	7.49e-07	+	TTGTTGTGTGTCTCTTTCCCCTCCAGAGGGCATTA	UpstreamP1_CTCF	13
chr5	156731153	156731303	id-83435	4.41e-06	+	GGATACATGCGCTGCCTAACCTGAGGGTGGCGCTG	V_CTCF_BR	35
chr5	156736215	156736365	id-83436	1.83e-05	-	AAAACCGTAATAATACCTAACACCAGAGGGCAAAC	V_CTCF_BR	25
chr5	156739536	156739686	id-83437	3.88e-06	-	CAGTCACCATGGCTGTTAGCCACATGGTGGAAGCA	V_CTCF_BR	40
chr5	156750238	156750388	id-83438	7.16e-08	+	TGTGCAGTGCAGCTGATGCCACCAAGGGGGCGCCA	Upstream_CTCF	40
chr5	156751369	156751519	id-83439	2.43e-06	+	TAATTAGTACTTGCTGCTGCCAGCAGGGGAGGCTC	Upstream_CTCF	39
chr5	156755527	156755677	id-83440	2.02e-06	+	TGTCAGTGTCTCTTCACCACCACTAGAGGGGGCAA	UpstreamP1_CTCF	40
chr5	156769932	156770082	id-83441	6.67e-08	+	GAGTTCTTGCGTGGCATTTCCACCAGGGGGAGCCC	UpstreamP1_CTCF	39
chr5	156775124	156775274	id-83442	3.63e-06	+	GCAAGGTTCTTCCACCCTTCCTGAAGGTGGCAGTG	V_CTCF_BR	16
chr5	156781936	156782086	id-83443	8.71e-06	+	GAATGCGTTTCAGCTTGATCCTCTAGAGGGAGCAC	V_CTCF_BR	40
chr5	156793849	156793999	id-83444	6.18e-07	+	TTTGTTATGCCAGCATACACCAGGAGAGGGACCTA	Upstream_CTCF	40
chr5	156805632	156805782	id-83445	2.47e-05	+	CCAGCCTTGATGTCCTTGTCCACAGGATGGGGACA	Upstream_CTCF	20
chr5	156811991	156812141	id-83446	1	+	NA	NONE	15
chr5	156858929	156859079	id-83447	2.27e-05	+	ATTACACAAAATTTAAGCACCAGTAGATGTCACCC	V_CTCF_BR	39
chr5	156896211	156896361	id-83448	7.11e-06	+	ATGGGGATGCCAATAATACCCACTGGGGGGCATTG	Upstream_CTCF	7
chr5	156898854	156899004	id-83449	1.21e-06	-	CTTCTTTAGCTTGCCTTCTCCTCTAGGTGGCAGCA	UpstreamP1_CTCF	40
chr5	156900692	156900842	id-83450	2.43e-06	-	AATGCAACACTGGGTTTGGCCACCAGAGTTTGGCT	Upstream_CTCF	20
chr5	156904060	156904210	id-83451	1.54e-05	-	AGCCTATGTTTTCCTATGACCAGTAGAGGGGGCTG	UpstreamP1_CTCF	40
chr5	156948604	156948754	id-83452	1.5e-05	-	CAGGGAGTACCTTAGATGTCCGTCAGAGGGGGTGA	Upstream_CTCF	14
chr5	156955414	156955564	id-83453	4.41e-06	+	AAACTTTGTTTACTTGCAGACTGCAGGTGGCGGTG	V_CTCF_BR	4
chr5	156971425	156971575	id-83454	1	+	NA	NONE	3
chr5	156991246	156991396	id-83455	1	+	NA	NONE	19
chr5	157002800	157002950	id-83456	1.03e-06	+	CCAGCCCCGCGGGCCTCCGCCAGGGGATGGAGGAG	V_CTCF_BR	12
chr5	157010152	157010302	id-83457	5.7e-05	+	GCTACGATGGGCTATGATGCCACTAGGGGACAGGA	Upstream_CTCF	8
chr5	157078652	157078802	id-83458	3.06e-08	+	GCACCGGGTGCAACTCGGGCCTGGAGGTGGCGCCG	V_CTCF_BR	26
chr5	157096041	157096191	id-83459	4.02e-07	+	AGGGCAGATCCCACAGAGACCAAAAGGGGTCAGCA	Upstream_CTCF	40
chr5	157117474	157117624	id-83460	1.26e-07	+	GCACCGGGTGTAACTCGGGCCTACAGGGGGCGCCC	V_CTCF_BR	23
chr5	157145619	157145769	id-83461	9.27e-07	-	GTGTATTTCCCAGCTCTGTCCATTGGGTGGAGATA	UpstreamP1_CTCF	40
chr5	157167365	157167515	id-83462	1.59e-06	-	ACCCATCTCCACTGACCCAACAGAAGGTGGCGCTA	V_CTCF_BR	40
chr5	157170574	157170724	id-83463	6.17e-09	-	TTGCACTGCGCCGAAGCGGCCGCGGGAGGGCAGCA	UpstreamP1_CTCF	40
chr5	157175965	157176115	id-83464	1	+	NA	NONE	16
chr5	157189099	157189249	id-83465	1.22e-07	+	TTTTCAGTCTGCTCAGTTACCACTAGGTGGCAGTG	Upstream_CTCF	40
chr5	157212812	157212962	id-83466	1.73e-05	+	ACCATATTCTACTATGCGGCCACCAGAGGCTGGCT	V_CTCF_BR	4
chr5	157243816	157243966	id-83467	1.55e-07	+	CTGCAATATATTAATTTTGACAGTAGATGGCAGAC	UpstreamP1_CTCF	37
chr5	157247791	157247941	id-83468	1	+	NA	NONE	40
chr5	157256165	157256315	id-83469	4.73e-07	-	GCTGTCATTCCCAGTCTTTCCTGTTGAGGGCACAG	Upstream_CTCF	38
chr5	157282529	157282679	id-83470	9.81e-06	-	ATTTTCCACAATCGCTGCACCTCCTGGTGGCAGTA	V_CTCF_BR	40
chr5	157298592	157298742	id-83471	2.96e-05	+	GATCACTTGCGTCTTATGGCCTCTGGTGGGTGGTA	V_CTCF_BR	28
chr5	157342762	157342912	id-83472	2.19e-05	-	CTCCAGCAGCCTGGCCTGTCCACACGGTGGTGGCA	UpstreamP1_CTCF	5
chr5	157345067	157345217	id-83473	2.97e-06	-	TCAGACCCTGCATTTTGATGCAGCAGAGGGCGCCA	V_CTCF_BR	40
chr5	157375901	157376051	id-83474	1.32e-05	-	ACTGAGCTAGGGATTTTTGACAGCAGAGGGGGCTG	Upstream_CTCF	40
chr5	157422031	157422181	id-83475	3.16e-06	-	ATGTCTTAACAGGCCGATTCCACCAGAGGTCAGGG	UpstreamP1_CTCF	40
chr5	157441049	157441199	id-83476	1.64e-05	+	GGCTGTTTCTTTCTTGCTGCCAGAGGGTGTCGCTG	V_CTCF_BR	39
chr5	157502372	157502522	id-83477	2.06e-07	+	GCCGCTATCTCCATTTTGAGCAGTAGAGGGCAGAC	Upstream_CTCF	40
chr5	157548812	157548962	id-83478	6.23e-05	+	ATGTGATTGCATGCTGGGGACATAAGATGGGGCTA	UpstreamP1_CTCF	13
chr5	157580464	157580614	id-83479	1	+	NA	NONE	8
chr5	157581294	157581444	id-83480	7.12e-06	-	ATGCAATCCCACAACCTTCCCAGTAGGGAACATGG	UpstreamP1_CTCF	10
chr5	157581744	157581894	id-83481	1.06e-05	+	GGAGCTAGTCACACACTCTCCTCTAGGGGTTGTTC	Upstream_CTCF	13
chr5	157592789	157592939	id-83482	2.97e-06	+	GTGGCATGTGTGGGTATGGACAGTGGGTGGCAGCA	V_CTCF_BR	29
chr5	157602047	157602197	id-83483	6.82e-05	+	TAAGGGTCTGGCATTTCACCTGCTAGATGGCGCTG	V_CTCF_BR	40
chr5	157604288	157604438	id-83484	1	+	NA	NONE	9
chr5	157628109	157628259	id-83485	3.4e-06	-	GCAGTATCCCTGCCTCCAGCCACTAGGTGCCCATA	Upstream_CTCF	7
chr5	157711388	157711538	id-83486	1	+	NA	NONE	9
chr5	157714715	157714865	id-83487	1	+	NA	NONE	2
chr5	157740837	157740987	id-83488	3.65e-05	+	CTGCCTGGGCCCGCACTCCTCAACAGATGGCATTG	UpstreamP1_CTCF	1
chr5	157877305	157877455	id-83489	1	+	NA	NONE	3
chr5	157916642	157916792	id-83490	1	+	NA	NONE	2
chr5	157956628	157956778	id-83491	9.25e-06	+	TCTTAGCAAGAGTGGAGCCCCAGGAGGTGGAGCAG	V_CTCF_BR	11
chr5	158104330	158104480	id-83492	1	+	NA	NONE	22
chr5	158106650	158106800	id-83493	1	+	NA	NONE	3
chr5	158122639	158122789	id-83494	2.96e-09	+	TGTGCACATCCAGCTACCGCCGGCAGAGGGCAGCA	Upstream_CTCF	40
chr5	158152336	158152486	id-83495	4.88e-05	-	CAAAAAGTTGTTGTTCATTCCAGCAGGTGTCAGTA	V_CTCF_BR	20
chr5	158167167	158167317	id-83496	4.31e-05	+	TACCAGTGACTTATGGCTCTCAGCAGGGGACAGCA	UpstreamP1_CTCF	32
chr5	158183993	158184143	id-83497	4.85e-07	-	AAGCATTGTTCCAATTTAGCCACAAGGAGGCAAGC	UpstreamP1_CTCF	31
chr5	158197612	158197762	id-83498	4.68e-07	-	GGGTTAGGGAATGAGCCTTCCAGCAGAGGGAGCAA	V_CTCF_BR	38
chr5	158203848	158203998	id-83499	1.84e-05	+	CTGAAACCCTAGCTTCTTGCCGCAAGGCGGATCCA	UpstreamP1_CTCF	2
chr5	158238493	158238643	id-83500	3.56e-05	-	CTTTTAATGCTCTTAACAGCCATGGGAGGGCACTA	Upstream_CTCF	4
chr5	158303306	158303456	id-83501	1.82e-06	-	ATGTAACTTCCTGAAGAGTACACTAGAGGGAAAAG	UpstreamP1_CTCF	7
chr5	158303692	158303842	id-83502	4.88e-05	+	GAAACGCCACCTACCGCAGCAGCTGGAGGGCAGGC	V_CTCF_BR	4
chr5	158307597	158307747	id-83503	8.71e-06	+	AATTAAAATAGCTAACCGGCCAACAGATGGCAGCT	V_CTCF_BR	12
chr5	158322680	158322830	id-83504	4.48e-07	-	GGAGCAGTTTCCACTTCTGCCTCAAGGGATCACTG	Upstream_CTCF	23
chr5	158339121	158339271	id-83505	1.83e-05	-	GAAATGGGAATCTTTGTGTCCACCAGGAGGATCCA	V_CTCF_BR	11
chr5	158370692	158370842	id-83506	1.1e-05	+	GGGAAACAGAATAGTGGGGAGGGCAGGGGGCGCCA	V_CTCF_BR	18
chr5	158373887	158374037	id-83507	1.93e-05	+	GTGGCACTGCAGTGAGCTCCCCCTAGCTGGAACTT	Upstream_CTCF	16
chr5	158476897	158477047	id-83508	2.66e-05	-	TTTAGTGCTTCATTTTCTGCCTCTAGAGGGAGAGA	V_CTCF_BR	39
chr5	158527668	158527818	id-83509	2.39e-05	-	GAGCAGGACGCGGCATCAGCCCTGGGAGGGCGCAG	UpstreamP1_CTCF	15
chr5	158531066	158531216	id-83510	1.99e-07	-	TGACAGGTCCCAAGTCTGGCCTCCTGGGGGCGGAC	V_CTCF_BR	32
chr5	158533919	158534069	id-83511	6.84e-06	-	AGGGAGGGAAGCTGGAGGATCGCGAGGTGGCGCTG	V_CTCF_BR	40
chr5	158560280	158560430	id-83512	9.11e-08	-	GTTGCATTTTCAAGGAATACCACTAGATGTCACTG	Upstream_CTCF	40
chr5	158583882	158584032	id-83513	3.65e-07	+	TGGATAAGCAGCCTTCCTACCACTAGAGGGAGCTA	V_CTCF_BR	40
chr5	158635261	158635411	id-83514	1	+	NA	NONE	13
chr5	158643540	158643690	id-83515	1	+	NA	NONE	16
chr5	158713558	158713708	id-83516	1	+	NA	NONE	40
chr5	158743907	158744057	id-83517	1.28e-06	-	CCTACATGTGGAGTGTCTGCCAGTAGGTGGTGCAA	V_CTCF_BR	39
chr5	158758452	158758602	id-83518	4.24e-07	+	CGGGCCATCCCCAGAGCCGCCGACAGAGGTCGCTG	Upstream_CTCF	40
chr5	158846708	158846858	id-83519	1	+	NA	NONE	19
chr5	158867379	158867529	id-83520	1	+	NA	NONE	7
chr5	158868575	158868725	id-83521	6.43e-06	-	ACCAGCTTCACCCTCCTCACCAGTAGCTGCCAGCC	V_CTCF_BR	37
chr5	158869301	158869451	id-83522	1.17e-05	+	TTGATTTTCGGTTGGACGACCAGGAGAGGTCTCTG	V_CTCF_BR	12
chr5	158871596	158871746	id-83523	4.88e-05	+	TTTTTCAAGTAGAGTTGGATCACTAGAGGGCAATA	V_CTCF_BR	40
chr5	158899065	158899215	id-83524	1.01e-05	-	GCTGCATTCTGGGAGCTGAGCGCTGGAAGGCAGCT	Upstream_CTCF	2
chr5	158937400	158937550	id-83525	1	+	NA	NONE	22
chr5	158942958	158943108	id-83526	4.55e-09	+	GCTGCAGGGCTTCCCGCCGCCTGCAGGTGTCGCTG	Upstream_CTCF	39
chr5	158952164	158952314	id-83527	3.91e-06	+	CTGGGCATACCAGCAGCGTGCAGCAGGGGGTAGCT	Upstream_CTCF	16
chr5	158958704	158958854	id-83528	1	+	NA	NONE	25
chr5	158975484	158975634	id-83529	1	+	NA	NONE	4
chr5	159008502	159008652	id-83530	1	+	NA	NONE	22
chr5	159009087	159009237	id-83531	4.99e-07	-	CCTGGAACCCAGAGAATGCCCAGCAGATGGAAATG	Upstream_CTCF	9
chr5	159069507	159069657	id-83532	8.79e-07	+	TTGCTCCATGTAGTTGTTCCCACCAGGGGGCAAAT	UpstreamP1_CTCF	17
chr5	159109769	159109919	id-83533	5.08e-05	-	TGTGATCTAAGCTGTATCTCCTTTAGGGGGCACCA	Upstream_CTCF	20
chr5	159154286	159154436	id-83534	3.8e-07	+	TTTGCACTTGCTCTTCCCTCCACCAGGAGCACCCA	Upstream_CTCF	11
chr5	159200189	159200339	id-83535	1	+	NA	NONE	36
chr5	159246567	159246717	id-83536	1	+	NA	NONE	6
chr5	159260198	159260348	id-83537	1.08e-05	-	TTGGTGTTCTACAGCCTCCCCTGGAGGTGGCTGAG	UpstreamP1_CTCF	14
chr5	159306284	159306434	id-83538	1	+	NA	NONE	27
chr5	159343357	159343507	id-83539	1.38e-06	-	GGCGCCCTGACTCCGCGCGGCACTAGGGGGCAATG	V_CTCF_BR	40
chr5	159343965	159344115	id-83540	1	+	NA	NONE	28
chr5	159344482	159344632	id-83541	4.14e-06	-	CAGTACATGACTAGAATGACCGCCAGAGGGATGTA	V_CTCF_BR	3
chr5	159378514	159378664	id-83542	1	+	NA	NONE	37
chr5	159392678	159392828	id-83543	3e-06	-	CTGCTTCCCTAGACTTTCACCACAGCGGGGCAGTG	UpstreamP1_CTCF	40
chr5	159402626	159402776	id-83544	2.96e-05	+	GCCAAGTAGTGGCTTACATCCCCTAGAGGGTGCTA	V_CTCF_BR	37
chr5	159414482	159414632	id-83545	6.39e-08	-	TGTCGCTTAGGCGCGTTGGCCAGCGGGTGGCGCGC	V_CTCF_BR	40
chr5	159417648	159417798	id-83546	8.89e-06	-	AGGGAAATACAAATTAAAGCCACAAGAGAGCACTA	Upstream_CTCF	26
chr5	159448950	159449100	id-83547	2.31e-06	+	GTAGCAATTACTTCACAAAACTGCAGAGGGCAGCA	Upstream_CTCF	40
chr5	159507920	159508070	id-83548	7.8e-08	+	GTAGACACAACAGCCTTTGCCAGGAGAGGGCACTC	V_CTCF_BR	40
chr5	159546076	159546226	id-83549	1	+	NA	NONE	20
chr5	159546242	159546392	id-83550	8.21e-06	-	GGGGCGCCGGCGAGGCCGAGCCGGAGATGGAGCCC	V_CTCF_BR	12
chr5	159546900	159547050	id-83551	4.85e-07	-	CTGTCGTGCCCACACGCGGCCGCAAGAAGTCCGCG	UpstreamP1_CTCF	31
chr5	159585244	159585394	id-83552	3.24e-06	-	GATGTTCTTTGGCTTCTACCCACTAGATGCCAGTA	Upstream_CTCF	23
chr5	159615475	159615625	id-83553	7.73e-05	-	GGTGCAGGCCGAGCGCCGCGCGGCGGCGGCCTCTC	Upstream_CTCF	19
chr5	159615845	159615995	id-83554	6.21e-06	-	GCTGCAGGGCAACATTTTCTCTCAAGGCGGCAGAC	Upstream_CTCF	17
chr5	159626449	159626599	id-83555	2.68e-11	+	CCGTGCCGTGCCAAGCCGGCCACCAGAGGGCGCGC	V_CTCF_BR	40
chr5	159670258	159670408	id-83556	8.89e-06	-	TCAGGTATCCAAGGAATGACAGGCAGGTGGCAGAG	Upstream_CTCF	28
chr5	159693845	159693995	id-83557	2.81e-06	-	ACTGTGAGCCTTGAAATCACCAGCAGGAGGCCAGA	Upstream_CTCF	26
chr5	159705367	159705517	id-83558	2.18e-07	-	CTCCCCAGGCCATTGTGGGCCACAAGGGGGATCCC	V_CTCF_BR	6
chr5	159716887	159717037	id-83559	3.16e-06	-	CAGCAGTGATAGGTATGGTTCTCTTGGGGGCAGTC	UpstreamP1_CTCF	5
chr5	159738903	159739053	id-83560	9.66e-05	-	GCTGAAGTTGCCCGTGTCCACGCAGGGTGCGCCCT	Upstream_CTCF	7
chr5	159772453	159772603	id-83561	4.11e-08	-	CCTGTCATCTTCACTCAGGCCACTAGGGGGAGAAC	Upstream_CTCF	40
chr5	159818221	159818371	id-83562	4.7e-06	-	AAAAACATAATCTTCATGACCAGCAGATGTCACTC	V_CTCF_BR	39
chr5	159865480	159865630	id-83563	1.84e-06	+	CCAAGCTAATGTAACCATGCCACTAGAGGGCACCT	V_CTCF_BR	40
chr5	159866243	159866393	id-83564	2.46e-08	+	GGGCTAATTTCGAAACTGCCCACCAGGGGGCGGCA	V_CTCF_BR	40
chr5	159887762	159887912	id-83565	1.04e-05	-	CATAAGGGGGAGTCTGGAGCTGCCAGAGGGCTCCA	V_CTCF_BR	32
chr5	159935888	159936038	id-83566	6.04e-09	+	ACTGTAGTAAAGTTTATTGCCACTAGAGGGCAGGA	Upstream_CTCF	40
chr5	160076442	160076592	id-83567	9.31e-05	+	ATTGCATTTCTCTGACCTGCCTGGGTGTGGGGCTG	Upstream_CTCF	24
chr5	160103125	160103275	id-83568	1	+	NA	NONE	8
chr5	160112795	160112945	id-83569	6.49e-06	+	CAGAACCCCCGGATTTTACCCACTAGATGTCAGTA	UpstreamP1_CTCF	20
chr5	160214382	160214532	id-83570	1.46e-07	-	AGGCTGCTTCCAGACACGGCCACTGGAGGGCAAGG	UpstreamP1_CTCF	30
chr5	160229681	160229831	id-83571	1	+	NA	NONE	15
chr5	160273763	160273913	id-83572	2.91e-05	-	AATGTAATTAACTTGCCAGCCACAATGTGGCAGGA	Upstream_CTCF	5
chr5	160397908	160398058	id-83573	9.27e-07	+	GTGTTTTGCTTCCAAAGCTCCACTAGGTGGCATTT	UpstreamP1_CTCF	29
chr5	160436324	160436474	id-83574	1.56e-06	-	CATGAAGTACAAGTCACCACCACCAGGGATGAGGG	Upstream_CTCF	2
chr5	160706176	160706326	id-83575	1	+	NA	NONE	4
chr5	160962885	160963035	id-83576	7.55e-07	-	CACCTGGTACAAGAGGAAGCCAGTAGGGGGAGGTA	V_CTCF_BR	18
chr5	160971387	160971537	id-83577	2.73e-11	+	CTGCAGTGTTCCAATATGGGCAGCAGGGGGAGCTC	UpstreamP1_CTCF	40
chr5	161103246	161103396	id-83578	3.09e-05	-	CTGTGTGAACTCTTTCAGGCCACTAGGGGACTACT	UpstreamP1_CTCF	24
chr5	161278828	161278978	id-83579	8.13e-06	+	AGTGTTACTATTGCAATGACCTGTAGATGGAGTTA	Upstream_CTCF	25
chr5	161353091	161353241	id-83580	6.86e-07	-	GTGGCCCTCTCTCACAGCTCCACTAGGGGGTGCCC	Upstream_CTCF	13
chr5	161393684	161393834	id-83581	1	+	NA	NONE	21
chr5	161523582	161523732	id-83582	1.21e-05	-	TCTTTCCTTGCACCACCTCCCACTGGGTGTCACTG	Upstream_CTCF	6
chr5	161636097	161636247	id-83583	4.68e-07	+	CCCTAACGGTCAGTAGTGGCCAGATGAGGGCAGTA	V_CTCF_BR	21
chr5	161649019	161649169	id-83584	5.3e-05	+	CTTTGCTGAACAGGGTGTGCCATGAGGGGGCAGAG	UpstreamP1_CTCF	7
chr5	161654205	161654355	id-83585	1	+	NA	NONE	8
chr5	161675228	161675378	id-83586	2.04e-08	+	GCTGCAATGCTTTCAGTGAACACCAGGGGTGCCCG	Upstream_CTCF	31
chr5	161912691	161912841	id-83587	1.19e-06	+	AGACAAGCAGTGGGATCAACCACCAGGGGTAGGCG	V_CTCF_BR	3
chr5	162021003	162021153	id-83588	1.34e-06	+	GGTGTATTTCCATTGGTGGCCACATGGAGGACATG	Upstream_CTCF	32
chr5	162035040	162035190	id-83589	1	+	NA	NONE	16
chr5	162213446	162213596	id-83590	5.65e-05	-	TTTTTCAATGCTCCTTCCTCCAGCAGGTGGAGTCT	V_CTCF_BR	5
chr5	162244551	162244701	id-83591	1	+	NA	NONE	4
chr5	162383700	162383850	id-83592	4.11e-07	+	GTGCGGGGATACCTAAAGTCCTGTAGGTGGCAGAA	UpstreamP1_CTCF	8
chr5	162433086	162433236	id-83593	7.9e-07	-	ACTCAGGGACCATCCATTACCAGCAGAGGGCAAGA	UpstreamP1_CTCF	15
chr5	162506741	162506891	id-83594	1	+	NA	NONE	29
chr5	162531632	162531782	id-83595	7.49e-05	+	GTTACTTAGGGTGGTTTTACCGCTGGGTGGCGTAC	V_CTCF_BR	15
chr5	162696772	162696922	id-83596	1	+	NA	NONE	14
chr5	162733546	162733696	id-83597	1.1e-06	+	CTGATGATGAAGTATCTACCCAGTAGAGGGCACTG	V_CTCF_BR	34
chr5	162774706	162774856	id-83598	2.6e-07	-	TGTCTCTTCCAGCCGTTTGCCGGAAGGGGGCAGTA	V_CTCF_BR	39
chr5	162777099	162777249	id-83599	2.44e-07	-	AGTGCAGTTCTCTCTCTAACCACAGGGTAGGGGCA	Upstream_CTCF	30
chr5	162812381	162812531	id-83600	1	+	NA	NONE	2
chr5	162835569	162835719	id-83601	2.25e-08	-	TTGGTGTTCCTCCATGTAGCCACTAGATGGCAGGC	UpstreamP1_CTCF	40
chr5	162886828	162886978	id-83602	3.63e-05	-	TCCAGTGCGGCCTCCAGAGCCGGCATGTGGCGCTG	V_CTCF_BR	39
chr5	162900761	162900911	id-83603	3.56e-06	+	CATATAATTCTTGACTTTTCCACTAGGTGGCTGTG	Upstream_CTCF	30
chr5	162916135	162916285	id-83604	1.99e-07	+	TAATGCCGCAGCTGATCTGCCAGGAGGGGGAGCTC	V_CTCF_BR	40
chr5	162930236	162930386	id-83605	4.17e-05	-	GGGTCTTTGTTCGCTTCTGCCTGCAGAGAGCGCAG	Upstream_CTCF	39
chr5	162932835	162932985	id-83606	2.96e-05	+	CCACCCTCCCAGCCCCGGATCCGAGGGGGGCGCCA	V_CTCF_BR	40
chr5	162991436	162991586	id-83607	2.89e-07	+	GCTGCACTATTCTTTTAGACCACACGAGGGCAATG	Upstream_CTCF	40
chr5	162993017	162993167	id-83608	1	+	NA	NONE	16
chr5	162996410	162996560	id-83609	1	+	NA	NONE	33
chr5	163039874	163040024	id-83610	4.5e-05	-	AAGCAATTACAGTTCGCTGCCACAGGAGGAACTTA	UpstreamP1_CTCF	5
chr5	163121890	163122040	id-83611	1	+	NA	NONE	10
chr5	163123400	163123550	id-83612	3.03e-05	+	AGCTTATTTCCATTCCTGACCACTTGGTGACACTC	Upstream_CTCF	40
chr5	163236588	163236738	id-83613	2.15e-05	+	GCAGGATATCTGGTTTTACCCAGTAGATGTCAGTA	V_CTCF_BR	14
chr5	163294870	163295020	id-83614	1	+	NA	NONE	2
chr5	163340642	163340792	id-83615	1.18e-05	+	ATGCCTTTATGAAAAGCGGCCACAAGAGGCACAAC	UpstreamP1_CTCF	24
chr5	163372482	163372632	id-83616	1.35e-05	-	GTGCTGACCTCACTTTTCTCCCCTAGGTGACAATA	UpstreamP1_CTCF	10
chr5	163406032	163406182	id-83617	4.96e-08	+	GCTGCTGCTCAAACTCCTGACAGGAGGGGGAGCAC	Upstream_CTCF	24
chr5	163440199	163440349	id-83618	1	+	NA	NONE	39
chr5	163475658	163475808	id-83619	2.37e-05	+	CATTTAATTCACACAGTAGCCTGTTGGTGACAGCA	Upstream_CTCF	21
chr5	163584124	163584274	id-83620	1.71e-06	+	TGAAGCAAGGGCAGGTGTGCCACATGGTGGCAGCA	V_CTCF_BR	6
chr5	163634816	163634966	id-83621	7.91e-05	-	CTGCAGTCACCATCTTGTGACCACAAGTGGAATAC	UpstreamP1_CTCF	1
chr5	163682960	163683110	id-83622	1.64e-06	+	CTGCCATCTACCAGCCACACCAGTAGGTGGCCTCG	UpstreamP1_CTCF	20
chr5	163753331	163753481	id-83623	7.44e-06	-	CAAGGTCTAAAGGAAATGGCCACTAGGGGCAGAAA	Upstream_CTCF	32
chr5	163768297	163768447	id-83624	2.1e-05	-	GATGCACTTCCAGACTAAACCACTGAGTGGAAAGT	Upstream_CTCF	18
chr5	163772585	163772735	id-83625	2.81e-05	+	GGGGAAAATGACAAATGCTGCACTAGGGGGAGCAG	V_CTCF_BR	6
chr5	163849571	163849721	id-83626	6.98e-07	-	TTTTAGCTAAAGCAGACCCCCAGCAGAGGGCAGTC	V_CTCF_BR	29
chr5	163902470	163902620	id-83627	3.09e-06	-	AATGCAATGCATCAAAGCAACACAAGATGTCACTT	Upstream_CTCF	36
chr5	163931283	163931433	id-83628	5.01e-06	-	GCTGACAATATGCATCAGAACAGCAGGGGGAGCTA	V_CTCF_BR	40
chr5	164024430	164024580	id-83629	1	+	NA	NONE	32
chr5	164100408	164100558	id-83630	1.9e-06	-	CCTGCTCATAATAACTTTACCACTAGGTGGAAACC	Upstream_CTCF	26
chr5	164365612	164365762	id-83631	2.66e-05	+	CGTCAATGTGATGTGCAGAACTGTAGGGGGAGCAG	V_CTCF_BR	5
chr5	164385811	164385961	id-83632	1.24e-05	+	TTTCTTCATGTTAACATTTCCACTAGGGGGTGCAA	V_CTCF_BR	17
chr5	164395825	164395975	id-83633	3.63e-05	+	CACTCTTAACTGTGTCCTGCTGACAGGGGGCGCTG	V_CTCF_BR	13
chr5	164456580	164456730	id-83634	1.82e-06	+	ATGCATCATGGCCAATGAGCCACTAGGGAGCGGTC	UpstreamP1_CTCF	23
chr5	164588334	164588484	id-83635	1.48e-06	+	ATTGTAGTACCCATCATCCCCACATGGCGGGGAAG	Upstream_CTCF	24
chr5	164636245	164636395	id-83636	1.55e-05	-	GCAAGCAGGAAAACAAACACCACTAGATGTCGCTA	V_CTCF_BR	40
chr5	164654648	164654798	id-83637	5.92e-05	+	GCATGAGAATAAGTTGAACCCAGTAGGTGGCGTTC	V_CTCF_BR	19
chr5	164737113	164737263	id-83638	3.71e-05	-	TCAGCAGGCCCTACCTTCAACACTGGGGATTACAA	Upstream_CTCF	4
chr5	164885007	164885157	id-83639	1.84e-06	-	TCACTCTTCTTAAACTTAGCCAGTAGGGGTCAGCA	V_CTCF_BR	35
chr5	164924836	164924986	id-83640	6.8e-06	-	TGTTTAGACCTGATTAAGTCCAGCAGGGGGAGTAC	Upstream_CTCF	29
chr5	165043674	165043824	id-83641	2.53e-05	-	GGGTAAGGAATCTTCTTACCCAGTTGGTGGAGCTG	V_CTCF_BR	12
chr5	165057346	165057496	id-83642	6.46e-07	+	CCCCTCTCTGTGAATTTGTCCACTAGGTGGAGCTG	V_CTCF_BR	40
chr5	165232914	165233064	id-83643	1.55e-05	-	GAACCAATGAACTAGTGAGACACCAGCTGGCTCAA	V_CTCF_BR	7
chr5	165308412	165308562	id-83644	1	+	NA	NONE	9
chr5	165768851	165769001	id-83645	1	+	NA	NONE	31
chr5	165809107	165809257	id-83646	1	+	NA	NONE	13
chr5	165860808	165860958	id-83647	1.43e-05	-	GATGCTTGGCAAGTTCCACCCTGTAGGGGGCCAAA	Upstream_CTCF	14
chr5	166388159	166388309	id-83648	7.1e-09	+	CTGCAATTTATATATGTTGCCACCAGATGGTGGTG	UpstreamP1_CTCF	23
chr5	166457663	166457813	id-83649	1.64e-07	+	TGAGAAATGCTGGGTCCTACCAGCAGGGGGTGGGA	Upstream_CTCF	35
chr5	166476190	166476340	id-83650	4.51e-05	-	TGTGTCATTTCAATAAAAGTGCCTAGAGGGCGCTG	Upstream_CTCF	38
chr5	166477598	166477748	id-83651	1	+	NA	NONE	20
chr5	166502805	166502955	id-83652	2.78e-06	-	AGAATGACACTCTAAATGAGCAGCAGAGGGCAGAA	V_CTCF_BR	3
chr5	166644217	166644367	id-83653	1	+	NA	NONE	13
chr5	166671755	166671905	id-83654	8.21e-06	-	CAAACACAGCTCATTTAGGCCACAGGATGGCACTC	V_CTCF_BR	30
chr5	166688834	166688984	id-83655	2.58e-07	+	TTTGCTGTCTTTTTAGTGTCCTCCAGGGGGAGACT	Upstream_CTCF	39
chr5	166744851	166745001	id-83656	4.31e-05	-	GTGTAGTGATGGAGACATGGCGGTAGGGCATGCTA	UpstreamP1_CTCF	16
chr5	166982911	166983061	id-83657	1	+	NA	NONE	15
chr5	166992737	166992887	id-83658	1	+	NA	NONE	34
chr5	167000631	167000781	id-83659	1	+	NA	NONE	15
chr5	167003233	167003383	id-83660	8.98e-06	+	TAGCATTTTTCTGAATTTTCCAGTAGATGTTGCTG	UpstreamP1_CTCF	17
chr5	167009384	167009534	id-83661	1	+	NA	NONE	20
chr5	167014901	167015051	id-83662	7.61e-08	-	CATGTGATTCCCACTAATGGCAGCAGAGGGAGGTG	Upstream_CTCF	40
chr5	167035847	167035997	id-83663	3.97e-05	-	TTGCTATTGCCTTGTTTGGCCACAAGGAAATGACA	UpstreamP1_CTCF	26
chr5	167112888	167113038	id-83664	2.37e-05	-	CTTGCTCAAGGTAACACCACCACTAGGGGTAGTGC	Upstream_CTCF	14
chr5	167126656	167126806	id-83665	1	+	NA	NONE	5
chr5	167135576	167135726	id-83666	4.41e-06	+	AGGACCGAGGAGAGGGCAGCCACAAGGAGGAGCCT	V_CTCF_BR	19
chr5	167150391	167150541	id-83667	3.63e-06	+	AAGTGCATTCTCAGCAAAACCGCCAGAGGGCGCCT	V_CTCF_BR	40
chr5	167180821	167180971	id-83668	3.65e-05	+	ATGCAGGCAGAGGTGCCTTCCTGCAGGTGTGCCAG	UpstreamP1_CTCF	4
chr5	167233977	167234127	id-83669	1	+	NA	NONE	19
chr5	167248316	167248466	id-83670	1	+	NA	NONE	4
chr5	167265031	167265181	id-83671	1	+	NA	NONE	10
chr5	167315464	167315614	id-83672	5.52e-05	+	ATGCTGGCTCCCTCTATCTGCAGTAGGAGAGACAG	UpstreamP1_CTCF	20
chr5	167323465	167323615	id-83673	7.15e-05	+	TAACTTTGCAACCCTACTGGCTGATGAGGGCGGTA	V_CTCF_BR	7
chr5	167338534	167338684	id-83674	1	+	NA	NONE	10
chr5	167391684	167391834	id-83675	8.59e-05	+	AGATCACAAAAACAATGAGCCACTAGGGGCAGAAA	V_CTCF_BR	37
chr5	167394624	167394774	id-83676	3.84e-06	-	TTGCTCTTACAATGCATGACCACAGGGTGGTCTCA	UpstreamP1_CTCF	14
chr5	167397152	167397302	id-83677	6.05e-06	-	AACCAGAGAGGGTGATGAGTCAGAAGGGGGCAGAA	V_CTCF_BR	18
chr5	167448026	167448176	id-83678	4.01e-05	-	AAATTTAAGCCAAGGCTTACCAGTAGGTGCCACTT	V_CTCF_BR	36
chr5	167474467	167474617	id-83679	3.4e-06	-	AGCTGTAACCTCACCTTTGCCTCCAGATGGCATTG	V_CTCF_BR	38
chr5	167503846	167503996	id-83680	4.68e-07	-	AAGCCTAATGAACAGGCAGCCAGTAGGGGGTGCTG	V_CTCF_BR	40
chr5	167513471	167513621	id-83681	4.7e-05	+	TGGGTTATTGTGCTATCATCCTCTGGGTGGCTGCA	Upstream_CTCF	20
chr5	167532070	167532220	id-83682	2.19e-05	-	GGAGTGATCCTTAAAGACACCACCAGGGGAACTTA	Upstream_CTCF	25
chr5	167541536	167541686	id-83683	1.51e-08	+	ATGCAGGACACCCCAGCCACCACTGGAGGGAGCTC	UpstreamP1_CTCF	40
chr5	167605171	167605321	id-83684	7.55e-07	-	CGGCCAGTGCAGCCGAGGCCCGGCAGGGGGTGGCA	V_CTCF_BR	6
chr5	167646898	167647048	id-83685	1.41e-09	-	TCTGCAATGCACTAAATATCCAGCAGGTGGCAACA	Upstream_CTCF	40
chr5	167674079	167674229	id-83686	2.1e-05	-	AACCTGTAGATCTGCTTGTCCACCAGGGGGCCAAT	UpstreamP1_CTCF	25
chr5	167689200	167689350	id-83687	1.31e-05	+	GCATCGCCAGCGAAGATAGCCGCAAGGTGGCATCT	V_CTCF_BR	1
chr5	167696466	167696616	id-83688	2.19e-08	+	TGTTGGGTTTGCCATCTGGCCACGAGGTGGCAGCC	V_CTCF_BR	40
chr5	167715328	167715478	id-83689	4.23e-08	+	CGCAGCCCCAGGAGGGTGGCCAGGAGAGGGCTGGG	V_CTCF_BR	4
chr5	167718526	167718676	id-83690	1	+	NA	NONE	26
chr5	167719388	167719538	id-83691	3.66e-06	+	CTGCTCCCGCCTCAGTGGGCCACCGAGAGGAGGCG	UpstreamP1_CTCF	32
chr5	167722624	167722774	id-83692	3.63e-05	-	CAGCACACAAAACAGCTCAGCCCCAGAGGGAGGAA	V_CTCF_BR	35
chr5	167738286	167738436	id-83693	2.78e-06	-	TGCAGCCCGCACCTGCCCAGCAGCAGGGGCCGCTA	V_CTCF_BR	21
chr5	167741824	167741974	id-83694	5.52e-05	-	GTGCACAGGTGAGCCAGGGCCTGGCGAGGGCAGTG	UpstreamP1_CTCF	8
chr5	167742242	167742392	id-83695	1.7e-05	-	AATGCAGTTCCCAGAAGCCCCACTGGGATTCTGAT	Upstream_CTCF	23
chr5	167766305	167766455	id-83696	1	+	NA	NONE	30
chr5	167775097	167775247	id-83697	2.19e-05	+	GATGTGATGTGCACCGTTTCCTGAAGGTGGCCAAG	Upstream_CTCF	6
chr5	167792686	167792836	id-83698	1	+	NA	NONE	32
chr5	167830604	167830754	id-83699	4.1e-06	-	GGTGCTGCACTGCCCTCCCCCGACAGGGGCGAGAT	Upstream_CTCF	5
chr5	167831418	167831568	id-83700	4.88e-05	+	CTCCATGGAGGCTGAAGTAACCGCAGGGGGAGCCT	V_CTCF_BR	14
chr5	167849584	167849734	id-83701	4.65e-05	-	CTACATTCTCTGTGTTGTGCAGGTAGGTGGCAGTG	V_CTCF_BR	36
chr5	167863887	167864037	id-83702	2.53e-05	-	GCAAAGGACACAGGTGTTGACTCTAGGTGGAGACA	V_CTCF_BR	7
chr5	167865351	167865501	id-83703	9.29e-06	+	TCGGCACTTCTCTTTGCTGCCACCATGTGAAGAAG	Upstream_CTCF	2
chr5	167889071	167889221	id-83704	7.78e-06	+	AAGATAGTGCCAATAGCCCCCAGTAGGGGCAGGCC	Upstream_CTCF	11
chr5	167899382	167899532	id-83705	1.93e-05	-	GTGGTAACGCCACCGTGAAACAGAAGCTGGAGCTG	V_CTCF_BR	28
chr5	167913306	167913456	id-83706	2.33e-07	+	TCGCAGTGTCTACTGGATCCCGCCAGGAGGCAGCA	UpstreamP1_CTCF	40
chr5	168005978	168006128	id-83707	5.92e-05	+	GAAGAGAAAGTGGGAGGAAAGGCTAGGGGGCGGCA	V_CTCF_BR	18
chr5	168035942	168036092	id-83708	4.73e-07	-	ACTGCGATTTCAACCCAGGCCTGCAGGAGCAGGCT	Upstream_CTCF	9
chr5	168080131	168080281	id-83709	1.47e-05	+	GCCTCCAGGTGTCCCCAGACTTCCAGGGGGAGCAG	V_CTCF_BR	12
chr5	168098356	168098506	id-83710	2.39e-05	-	GCGCCAGGGCACGGACCGGCCTCTAGGCGGCTTCC	UpstreamP1_CTCF	6
chr5	168106568	168106718	id-83711	3.36e-07	+	CCTGAATGCTGAGTCGTGACCACTAGGTGGCGATA	V_CTCF_BR	40
chr5	168109069	168109219	id-83712	4.21e-05	+	GGCCCAGGCTCTAGGGAGACCACCAGGGTGAGCTC	V_CTCF_BR	21
chr5	168133680	168133830	id-83713	1.01e-05	+	TTGGCTCTCTTGTCCCAGGCCCATAGGTGGCACTC	Upstream_CTCF	40
chr5	168175415	168175565	id-83714	3.28e-07	+	GGGTTGTGGGAGATAAGCCCCACTAGGGGGAGCCA	UpstreamP1_CTCF	40
chr5	168198894	168199044	id-83715	1	+	NA	NONE	9
chr5	168227943	168228093	id-83716	3.56e-06	-	CATTCAGTTCCCCACTTTGCCTAAAGGGGGTCATC	Upstream_CTCF	4
chr5	168228273	168228423	id-83717	4.65e-05	-	AATATTCCATTCTTACCAGCCACCAGGGGGTTTAA	V_CTCF_BR	7
chr5	168279129	168279279	id-83718	6.51e-05	+	TGGTTCCTCCCCGGCAGAGGCGCAGGAGGGAGGAA	V_CTCF_BR	5
chr5	168301852	168302002	id-83719	9.4e-06	-	CTGCTCTAGTGAATTTTTGTCTACAGGGGGAGACA	UpstreamP1_CTCF	36
chr5	168308951	168309101	id-83720	3.91e-06	-	GGTGTTTTACATGCAAAGCACGCAAGAGGGCAGAG	Upstream_CTCF	12
chr5	168318488	168318638	id-83721	7.15e-05	+	GGCTGAAATCTGGGAGAAATCACTAGAGGGCAGGT	V_CTCF_BR	2
chr5	168325231	168325381	id-83722	1	+	NA	NONE	2
chr5	168344053	168344203	id-83723	1	+	NA	NONE	7
chr5	168373485	168373635	id-83724	8.98e-06	-	CTGCCATCACCAAGCCTCTCCCCTGGATGTCACTG	UpstreamP1_CTCF	34
chr5	168374382	168374532	id-83725	5.77e-08	+	TGCTCACTGCTCTCTTTGGCCAGGAGGTGGCAGTG	V_CTCF_BR	40
chr5	168414687	168414837	id-83726	1.38e-08	+	CCCACATTCCCACTCATGGCCACAAGGTGGCAGCC	V_CTCF_BR	40
chr5	168419753	168419903	id-83727	2.66e-05	+	TGCCTCCAGGATTACTGAACATGGAGGGGGCGCTG	V_CTCF_BR	33
chr5	168430800	168430950	id-83728	2.66e-05	+	CAGGCTTTGACATGGTGGCTCTGGAGGGGGCAGCG	V_CTCF_BR	4
chr5	168431239	168431389	id-83729	4.99e-07	+	TCTGCCATGCCCAGAGGCACAGGTAGGGGGAACTG	Upstream_CTCF	32
chr5	168516518	168516668	id-83730	1	+	NA	NONE	26
chr5	168524611	168524761	id-83731	3.97e-05	-	CTGCTGCGCCTGACTGCCTCCTCCAACAGCCCCCT	UpstreamP1_CTCF	11
chr5	168527848	168527998	id-83732	1	+	NA	NONE	12
chr5	168543943	168544093	id-83733	3.97e-07	+	TCATTCACTCCCACAATATCCAGCAGGGGGCAGGG	V_CTCF_BR	28
chr5	168576448	168576598	id-83734	7.62e-07	-	TGTGGACTTGTGCTGATAGCCACTAGAGGGTGTAC	Upstream_CTCF	37
chr5	168587407	168587557	id-83735	1	+	NA	NONE	29
chr5	168591627	168591777	id-83736	1	+	NA	NONE	7
chr5	168624495	168624645	id-83737	2.72e-05	-	CTGGACCCAGAGTAACAGAACAGCAGATGGCATGA	UpstreamP1_CTCF	28
chr5	168654064	168654214	id-83738	2.27e-06	+	CACAGAGGAGACAGGGCCACCCCTAGTGGGCACTG	V_CTCF_BR	17
chr5	168692994	168693144	id-83739	1.34e-06	+	ATTCTTTTCTCAGCACTAACCTCCAGGTGGCGACT	UpstreamP1_CTCF	39
chr5	168697959	168698109	id-83740	1.73e-06	+	CAGTATTGCTGCTCACACAACTCCAGGGGGCATCG	UpstreamP1_CTCF	15
chr5	168716647	168716797	id-83741	1.11e-05	+	TATGGAGAATACATAGAGGGCAGTAGAGGGCAAGA	Upstream_CTCF	27
chr5	168727904	168728054	id-83742	3.4e-06	-	CCCGGCCCGCGGGCCAGCGGGGCCAGGGGGCGCTC	V_CTCF_BR	11
chr5	168728211	168728361	id-83743	8.23e-05	+	TTGCTGGAGCGACCGAGAGCCTGGAGGGAGGAGGC	UpstreamP1_CTCF	17
chr5	168729626	168729776	id-83744	1.96e-08	-	GAGCATAGACCCTCGCCAGCCACCAGGGGGCGATA	V_CTCF_BR	40
chr5	168758374	168758524	id-83745	2.78e-06	-	GCGTCTTGAGACAGTTTAGCCACTAGATGGAAACA	V_CTCF_BR	24
chr5	168777819	168777969	id-83746	5.86e-07	-	CATGCAGTGCCTAATGGGTCCAGCATGTGGGGGCT	Upstream_CTCF	8
chr5	168817393	168817543	id-83747	1	+	NA	NONE	12
chr5	168863187	168863337	id-83748	1	+	NA	NONE	3
chr5	168901413	168901563	id-83749	3.4e-06	+	TGCGTTGCACTGCAATACGCCAGGAGGTGGCTGCA	V_CTCF_BR	19
chr5	168938820	168938970	id-83750	2.18e-07	-	GGTGCCATGCCACTCTGGACCAGAAGGGGACTGAG	Upstream_CTCF	32
chr5	168958813	168958963	id-83751	3.63e-05	-	TGCCAAGGACTGCCAGCTACCACTAGAAGCCAGAA	V_CTCF_BR	1
chr5	168975444	168975594	id-83752	8.64e-05	-	TGAGTGGTTAAGTTATAAGCCACTGGATGTCACTC	Upstream_CTCF	34
chr5	168982265	168982415	id-83753	1	+	NA	NONE	2
chr5	169005123	169005273	id-83754	6.49e-06	-	ACCCACCTCCTGCCTGTTGCCACTAGGTGACAATC	UpstreamP1_CTCF	39
chr5	169008729	169008879	id-83755	7.46e-06	-	CTGCCAATACCACCACTGGACGCTAGATGTCACAA	UpstreamP1_CTCF	40
chr5	169012147	169012297	id-83756	1	+	NA	NONE	21
chr5	169026595	169026745	id-83757	2.53e-05	-	TGCATGACTAAATTCTGCTCCACAGGATGGCAGCA	V_CTCF_BR	9
chr5	169075768	169075918	id-83758	9.39e-07	-	GGAGGTGTTCCTCCACCCACCAGGAGAGAGCAGAG	Upstream_CTCF	11
chr5	169095946	169096096	id-83759	2.73e-07	+	GCTGCTTTTCTCCTCCCAGCCAGTTGGGAGCACTG	Upstream_CTCF	16
chr5	169128937	169129087	id-83760	4.3e-06	+	GGAGCTTTCCTTTGCCTTCCCAGAAGGTGTCACTA	Upstream_CTCF	39
chr5	169145630	169145780	id-83761	4.68e-05	+	AAGACTTACTTGGATACCTCCAGCAGAGGGGAGCA	UpstreamP1_CTCF	3
chr5	169148931	169149081	id-83762	3.47e-07	+	GAGCAGGTTCTAGCTTCTGCCACAGGGAGGCAGTC	UpstreamP1_CTCF	29
chr5	169167534	169167684	id-83763	8.89e-06	-	CATTGAATACCCCCAGCAGCCAACAGGCGGGGTGC	Upstream_CTCF	8
chr5	169238822	169238972	id-83764	1.43e-05	-	GATGCAGTCTGACTTAAAGCCTGTAGAGGCTCCTC	Upstream_CTCF	6
chr5	169253752	169253902	id-83765	1	+	NA	NONE	40
chr5	169277524	169277674	id-83766	3e-06	+	TTGAAATGACAGTTTGTAGCCAAAAGGTGGCATTG	UpstreamP1_CTCF	37
chr5	169338943	169339093	id-83767	2.81e-05	+	GCATAAGCCAAGATCCCTAACACTAGAGGGCATGG	V_CTCF_BR	24
chr5	169398236	169398386	id-83768	1	+	NA	NONE	8
chr5	169407439	169407589	id-83769	1	+	NA	NONE	39
chr5	169407729	169407879	id-83770	1.48e-06	-	ATTCTTTTTCCTGCTCAGGCCCCCAGGGGGTGGTA	UpstreamP1_CTCF	40
chr5	169497919	169498069	id-83771	1.01e-09	-	GGTGCTAAGGAGAAGGCGGCCACTAGGGGGCGGTG	V_CTCF_BR	38
chr5	169527474	169527624	id-83772	8.03e-07	+	CCCGCTTTTAAAGAGACGGCCGCCAGAGGGGGGTA	Upstream_CTCF	40
chr5	169535175	169535325	id-83773	3.63e-06	+	GGACATCTTGGATGGAGCCTCACCAGGGGGCACCA	V_CTCF_BR	1
chr5	169567115	169567265	id-83774	4.7e-06	-	GCCAGAATGCTGTGAGCCACCAGAAGCTGGAAGAG	V_CTCF_BR	4
chr5	169611177	169611327	id-83775	5.77e-08	-	GAAAAGCTGCAGGAGCTGACCTCTAGGGGGCAGCA	V_CTCF_BR	40
chr5	169620317	169620467	id-83776	2.27e-06	-	CTAGGCACCCTGCTACACAACTCCAGGGGGCACCA	V_CTCF_BR	6
chr5	169643385	169643535	id-83777	2.01e-05	-	CTGTATGTAGTCAGGAGTGACAGCAGGGGATGCTG	UpstreamP1_CTCF	39
chr5	169648345	169648495	id-83778	9.84e-06	-	TTGTGCTTCACACCAAGTCACACTAGGGGGCTAAA	UpstreamP1_CTCF	25
chr5	169652959	169653109	id-83779	1.09e-06	+	CCCTTTCTGCAAAAGATGGCCAGCAGAGGGCCCCA	Upstream_CTCF	40
chr5	169660510	169660660	id-83780	1.26e-07	+	CCTGGGCGGCGTCCTGTGGCCCGGAGATGGCGCTC	V_CTCF_BR	1
chr5	169694979	169695129	id-83781	5.89e-08	+	TTGGAATTTCAGGTGTCGGCCAGAAGGTGGCGCAA	UpstreamP1_CTCF	40
chr5	169701473	169701623	id-83782	3.28e-05	+	TGCTCATTCTACCAGAGAACCAGGGGGTGGCGATG	V_CTCF_BR	30
chr5	169720441	169720591	id-83783	6.49e-06	+	CCCCACTGCCCTCCCTTGGCTAACAGAGGGCCCAG	UpstreamP1_CTCF	2
chr5	169729943	169730093	id-83784	2.8e-05	+	ACAGCACTCCTGCCGGCCGTGGGTGGGAGGCGGTG	Upstream_CTCF	5
chr5	169760636	169760786	id-83785	1	+	NA	NONE	2
chr5	169765980	169766130	id-83786	7.49e-07	-	CTGTGCTGCCCCCACTGCCTCACTAGAGGGAGCTC	UpstreamP1_CTCF	29
chr5	169775170	169775320	id-83787	1.21e-05	-	GTTGCATTTTACAGGCTGAACAGGGGAGGGGGTAC	Upstream_CTCF	16
chr5	169830799	169830949	id-83788	1.65e-07	-	ATGCAGTGCAGGTGGCTCCACACCAGGAGTCACTC	UpstreamP1_CTCF	12
chr5	169838183	169838333	id-83789	3.63e-05	+	TTCATGGTACCTCCTCTCCCCGCTAGGGGGCAAAT	V_CTCF_BR	13
chr5	169847936	169848086	id-83790	1.82e-07	-	TCAAGCAAGGAACATCTGTCCACCAGATGGCAGTG	V_CTCF_BR	40
chr5	169853547	169853697	id-83791	1	+	NA	NONE	20
chr5	169856146	169856296	id-83792	5.51e-07	+	ACCCTGTTCTCCACATCAGCCACCAGAGGGAACAT	V_CTCF_BR	38
chr5	169862094	169862244	id-83793	1.41e-08	-	CTGTGCTGCCCTCTGCTGGGCACCAGGTGGTACTG	UpstreamP1_CTCF	40
chr5	169906619	169906769	id-83794	2.4e-05	+	TAATACCGAGTTGTTTTGCCCACATGGGGGCTCTG	V_CTCF_BR	9
chr5	169918665	169918815	id-83795	1	+	NA	NONE	5
chr5	169924867	169925017	id-83796	1	+	NA	NONE	4
chr5	169935857	169936007	id-83797	1.28e-06	+	TGTTAACCCCCTTTCCCCACCACCAGAGGTCAGGG	V_CTCF_BR	24
chr5	169979753	169979903	id-83798	7.73e-05	+	GCCGTGCTGCAGGGCAGGAACTGTAGGAGGAGATA	Upstream_CTCF	14
chr5	169998391	169998541	id-83799	1.21e-06	-	AGTGATGTTTCAACTGAGACCTGGAGGTGGAGACA	Upstream_CTCF	14
chr5	170031082	170031232	id-83800	1.01e-08	+	TTGCAGGTGTCTGACTTGCCCAACAGGTGGCGCCA	UpstreamP1_CTCF	40
chr5	170050677	170050827	id-83801	7.8e-08	-	TGCGTTAGTCTTCAGGCCACCAGAAGGGGGCAGCG	V_CTCF_BR	40
chr5	170058944	170059094	id-83802	1	+	NA	NONE	37
chr5	170059323	170059473	id-83803	5.34e-06	-	TCAAAAGCCTTGCAAGGAAGCGCCAGGGGGCAGTG	V_CTCF_BR	26
chr5	170059569	170059719	id-83804	1	+	NA	NONE	8
chr5	170060119	170060269	id-83805	1.12e-08	-	CCTGTCTTACCTCTTCTGGACGCCAGGTGGCGCCC	Upstream_CTCF	40
chr5	170065817	170065967	id-83806	2.2e-09	+	CCATTAATTCCAGCTATGACCAGCAGAGGGCAGCA	Upstream_CTCF	40
chr5	170118770	170118920	id-83807	3.97e-07	+	CCAGTATGCAGGGCAAGGTCCTGGAGGGGGCGCCG	V_CTCF_BR	14
chr5	170164714	170164864	id-83808	1	+	NA	NONE	5
chr5	170171590	170171740	id-83809	3.97e-07	+	AGGTGCTGTTCGCCATCAGCCGCTAGATGGAGCCG	V_CTCF_BR	40
chr5	170174928	170175078	id-83810	2.83e-07	+	GTGCCCAGAAAGGGACTGGCCACCAGGGGGCTTTA	V_CTCF_BR	39
chr5	170197143	170197293	id-83811	1.63e-05	-	ATTGCAATTCCCCCTTCTTCCTGTTGGAGTCTTAA	Upstream_CTCF	9
chr5	170201987	170202137	id-83812	1.03e-06	-	ACTCACACTTCTCCAACTGCCGCCAGGTGGCTCAC	V_CTCF_BR	11
chr5	170218474	170218624	id-83813	4.68e-07	-	GTTATAAAAGCAAGCTGTGCCACCAGAGGGCAGCT	V_CTCF_BR	40
chr5	170236666	170236816	id-83814	4.14e-06	+	TTGCTCACTACAGTTCCTTACAGCAGATGGCAGCC	V_CTCF_BR	36
chr5	170276510	170276660	id-83815	2.29e-05	-	TTGCATTGTGTTTCTTTGGCCAGTGGGAGTCCCAT	UpstreamP1_CTCF	22
chr5	170284057	170284207	id-83816	2.11e-06	-	CTCAGTAAGCTTTGGGAATCCAGCAGAGGGCAGGC	V_CTCF_BR	6
chr5	170288951	170289101	id-83817	4.51e-05	-	GAAGTGCAGCGCCATCTTCCCAGGAGGCGGCGCCG	Upstream_CTCF	21
chr5	170289357	170289507	id-83818	1	+	NA	NONE	11
chr5	170317074	170317224	id-83819	2.27e-05	-	CCTATGTGGGTAGTAGTGACCACTAGGAGGAGGGT	V_CTCF_BR	10
chr5	170323838	170323988	id-83820	1.39e-05	-	GGGTCATTCTGGTGCATAGTCAGCTGGGGGCGCTT	V_CTCF_BR	40
chr5	170344231	170344381	id-83821	1.04e-05	-	TCTACAAACTCTTACTTGTCCACAAGAGGGCAAGA	V_CTCF_BR	22
chr5	170413712	170413862	id-83822	1.63e-05	+	TGTTGAGTACACATATGAAGCAGCAGATGGCATTC	Upstream_CTCF	25
chr5	170556464	170556614	id-83823	1	+	NA	NONE	13
chr5	170579537	170579687	id-83824	3.63e-06	-	TGTGGAAACCAAAAACTGGACAGTAGATGGAGCTA	V_CTCF_BR	38
chr5	170589696	170589846	id-83825	3.24e-06	-	CTTGTGATAATCCCCTCTCCCAGTAGGGGCCTCCA	Upstream_CTCF	40
chr5	170601619	170601769	id-83826	2.72e-06	-	ATGTAATAAAGGCCAACCACCAACAGAGGGCCTGA	UpstreamP1_CTCF	36
chr5	170634409	170634559	id-83827	1.38e-07	+	TCTGAAATGAAACTTTTGTCCAGCAGATGGCAGAA	Upstream_CTCF	40
chr5	170653228	170653378	id-83828	3.24e-06	-	CCTTCTGTGCACTCTTCAACCAACAGATGTCACTA	Upstream_CTCF	37
chr5	170700417	170700567	id-83829	6.39e-05	+	AGTTGAGTGCACATCTCTGTCTAAAGGGGGCAGCC	Upstream_CTCF	39
chr5	170734294	170734444	id-83830	7.02e-05	+	CTGAATTAGAAGCAGGAGGCCCCCTGGAGCCAGGG	UpstreamP1_CTCF	1
chr5	170735652	170735802	id-83831	1	+	NA	NONE	2
chr5	170737255	170737405	id-83832	1	+	NA	NONE	35
chr5	170741848	170741998	id-83833	1.03e-06	-	CGCTCGGCAATCGCTCCCACCCGCTGGGGGCGCCC	V_CTCF_BR	5
chr5	170750948	170751098	id-83834	1.59e-06	+	CAGCCACATGAGGGTCCAGACTGCAGGGGGCGCAT	V_CTCF_BR	11
chr5	170764072	170764222	id-83835	6.43e-06	-	AGCGCTGGTTTCCCAAGTTACGGCAGAGGGCACTC	V_CTCF_BR	39
chr5	170769482	170769632	id-83836	2.97e-06	-	GTGTGACAAACTCAGAGTTACAGCAGAGGGCGCTG	V_CTCF_BR	40
chr5	170792465	170792615	id-83837	1.82e-06	+	CTGTAGGTTCTCCATGCTACCCATAGAGGGGGCCA	UpstreamP1_CTCF	40
chr5	170798010	170798160	id-83838	1.13e-05	+	CCACTGTGCTCCAGTCTGGGCAATAGAGGGCGATA	UpstreamP1_CTCF	32
chr5	170815728	170815878	id-83839	1	+	NA	NONE	21
chr5	170819719	170819869	id-83840	7.82e-06	-	CTGTGGAACCTTGCTACCACCTCCAGGGGCAGACC	UpstreamP1_CTCF	8
chr5	170832679	170832829	id-83841	1	+	NA	NONE	36
chr5	170845804	170845954	id-83842	7.54e-08	+	TTGCAGTGACGTCTCGGGGCCGCTTGGTGGTAGCC	UpstreamP1_CTCF	40
chr5	170846909	170847059	id-83843	1.21e-05	+	CCCGCAGCCCCTGCGCCAGCCCGGAGGGCGCAGCG	Upstream_CTCF	8
chr5	170861538	170861688	id-83844	4.88e-05	-	ATGTCCTATCCCATGTCAACCACAAGGCTGAGCCA	UpstreamP1_CTCF	18
chr5	170864565	170864715	id-83845	5.92e-05	-	GGAGGCCCCATAGAGGCAGCCAGCAGAGGGCCTGG	V_CTCF_BR	14
chr5	170880443	170880593	id-83846	3.24e-06	-	TGCCCAGTTCCAAAGAGGTCCACAAGGGGGAAAGG	Upstream_CTCF	22
chr5	170911536	170911686	id-83847	1.38e-09	+	CCCACCAGGTGGGGCTTCACCACTAGAGGGCGCCC	V_CTCF_BR	39
chr5	170912815	170912965	id-83848	5.37e-06	+	CTGTGTGTCTAGCTTGGGAGCACTAGGGGGGGATA	UpstreamP1_CTCF	5
chr5	170948380	170948530	id-83849	4.01e-05	-	GATGTATTCCCAGCACCCGACACCAGGCTGGCACA	Upstream_CTCF	26
chr5	170965274	170965424	id-83850	2.33e-07	-	CTGCGGTAACTGAGCATTGCCACCAGAGTGGGCTC	UpstreamP1_CTCF	6
chr5	171023753	171023903	id-83851	8.23e-05	+	GCGACGTCCCTCACGCTGGCCACCGGGGGCTCTGG	UpstreamP1_CTCF	17
chr5	171025406	171025556	id-83852	3.88e-06	+	ACTGAGGACAATCCCCTAGTCTCTAGGGGGCAGTA	V_CTCF_BR	28
chr5	171033546	171033696	id-83853	1.34e-06	-	GGTGTGTTAGTAGCTTTGTCCACTAGAGGGCCTAG	Upstream_CTCF	38
chr5	171056743	171056893	id-83854	2.1e-05	+	GTGTCATCACACCCATCTTACAGATGAGGGCGCTG	UpstreamP1_CTCF	29
chr5	171057182	171057332	id-83855	5.08e-05	+	AGCGGCGTCTCCCTCATTTCCATAAGGGGGAGCCT	Upstream_CTCF	39
chr5	171074327	171074477	id-83856	5.65e-05	+	AAACCCTAGGATTGGAGGGACAGCAGGAGGCGTGA	V_CTCF_BR	24
chr5	171094851	171095001	id-83857	1	+	NA	NONE	22
chr5	171107666	171107816	id-83858	2.27e-05	-	CCCAGCACTTGGGAGAGTGCCCCCAGTGGGCATGC	V_CTCF_BR	9
chr5	171164263	171164413	id-83859	8.59e-05	+	GCGCCACCTCTCCGAGGCACTGCAAGCTGGAGCAG	V_CTCF_BR	11
chr5	171177310	171177460	id-83860	2.28e-05	+	CCAGCCCCCAGCCTCACCGCCACTAGAGGTCCTCC	Upstream_CTCF	34
chr5	171197246	171197396	id-83861	2.6e-05	+	TTGCAGTTCCTCAAATGCCCCATGAGGGCTCCCTG	UpstreamP1_CTCF	8
chr5	171200489	171200639	id-83862	1.73e-05	-	CTGTGCATTTTTCAGTCTGCCCCGTGAGGGCACCA	V_CTCF_BR	3
chr5	171204151	171204301	id-83863	9.66e-05	+	TAATAAATTAGCCCAATGACCAACAGGAGGTGCCT	Upstream_CTCF	3
chr5	171217900	171218050	id-83864	7.1e-07	+	ATGCTCTTCTGGGAGAGCCACACCAGGAGGAGCAC	UpstreamP1_CTCF	0
chr5	171273006	171273156	id-83865	1	+	NA	NONE	30
chr5	171273385	171273535	id-83866	4.71e-06	-	AGTGCCGTTGCCTGTGCACCCACAAGAGGTCTCAT	Upstream_CTCF	15
chr5	171276299	171276449	id-83867	2.78e-06	-	CTTCCATCCCCCCAGGGAGCCTGCAGAGGGTGCAT	V_CTCF_BR	14
chr5	171277699	171277849	id-83868	2.59e-06	-	CGGCATCCCTGGCTTCTACCCACTAGATGTCAGTA	UpstreamP1_CTCF	38
chr5	171285432	171285582	id-83869	6.18e-07	-	AGTGCGTGTCTCCTGGGTGCCACTAGATGGGGCTA	Upstream_CTCF	40
chr5	171334845	171334995	id-83870	1.26e-07	-	CCTTGTATTTGCAGAGTAGCCACAAGGTGGCACTG	V_CTCF_BR	39
chr5	171339259	171339409	id-83871	1.15e-07	+	AGCTCACTGACACCAGGTACCACCAGGGGGAAGCA	V_CTCF_BR	40
chr5	171354477	171354627	id-83872	4.88e-05	-	CAAAATGGTCCAGTGGTCATCCCTAGGTGGCAGTA	V_CTCF_BR	38
chr5	171373531	171373681	id-83873	1	+	NA	NONE	31
chr5	171429453	171429603	id-83874	1	+	NA	NONE	40
chr5	171437397	171437547	id-83875	1	+	NA	NONE	32
chr5	171447223	171447373	id-83876	3.36e-05	+	AGGTCCTTCAGGACGTATTCCAGAAGAGGGCATTG	UpstreamP1_CTCF	25
chr5	171467288	171467438	id-83877	1.96e-08	-	TGTCCCAGAAACCTTCTGACCAGCAGGGGGCAGGC	V_CTCF_BR	40
chr5	171472118	171472268	id-83878	1.39e-05	-	TGGCAGGAGGTGGTACTTACCTCCTGTGGGAGGAG	V_CTCF_BR	4
chr5	171479635	171479785	id-83879	2.1e-05	+	ATGGCAGGAGTCCTTCGGTCCATGAGAGGGAGCTA	Upstream_CTCF	25
chr5	171479956	171480106	id-83880	2.27e-06	+	TTCTGGGTTTCGTGCTCTACCAGGAGGTGGCACTT	V_CTCF_BR	12
chr5	171483732	171483882	id-83881	1.93e-05	+	GCAGGAGAATCACTTGAACCCAGGAGGTGGAGGTT	Upstream_CTCF	19
chr5	171486757	171486907	id-83882	1.71e-06	-	ATTGAGGAAAAATAAATGACCACAAGATGGCAGTA	V_CTCF_BR	40
chr5	171521156	171521306	id-83883	7.78e-06	+	CCAGCTGGCCAGCTCATGGCCCACAGGGAGGGGTC	Upstream_CTCF	8
chr5	171522501	171522651	id-83884	8.13e-06	+	GCTGTAGAGGGCCCGGCAGCCACCAGGGGCTCCAT	Upstream_CTCF	16
chr5	171533973	171534123	id-83885	2.06e-10	+	GCTGCAGTTCCGATGCCTACCGCGAGATGGCAGCA	Upstream_CTCF	40
chr5	171534644	171534794	id-83886	1	+	NA	NONE	26
chr5	171550276	171550426	id-83887	1.47e-05	+	GCTCCTTTCACTGCTGCCACCAACAGGGGGAAAAC	V_CTCF_BR	37
chr5	171552937	171553087	id-83888	1.73e-05	-	GGTATTTTCCCTGAGTTTACCTCAGGAGGGAGCCA	V_CTCF_BR	1
chr5	171569858	171570008	id-83889	2.58e-05	-	TGTGTGCTGACCAGTAGGGCCCAGAGAGGGCTGGA	Upstream_CTCF	6
chr5	171573409	171573559	id-83890	1	+	NA	NONE	0
chr5	171589461	171589611	id-83891	3.63e-06	+	AGCTGATTTCTGTACATCCCCACCAGAGGGCTGGA	V_CTCF_BR	31
chr5	171614171	171614321	id-83892	1	+	NA	NONE	18
chr5	171615770	171615920	id-83893	6.43e-06	-	CACCGGCGTTGCCCGTCGCACACTAGGAGGCAGCA	V_CTCF_BR	39
chr5	171710509	171710659	id-83894	1.39e-07	-	GGGCACCGGAGGTAGGTGAGCGCCAGGGGGCAGCC	V_CTCF_BR	40
chr5	171720606	171720756	id-83895	1.03e-06	-	GGCACAATGTTTAGCTTTGACAGTAGAGGGCACTG	V_CTCF_BR	40
chr5	171761295	171761445	id-83896	2.11e-06	+	TAGGAGCAATTCCTCCAGGCCAAGAGAGGGCGCCC	V_CTCF_BR	34
chr5	171797770	171797920	id-83897	3.2e-08	-	GCTGCAATATCACGCTCCACCAGTAGGTGTCTTCA	Upstream_CTCF	40
chr5	171816805	171816955	id-83898	4.41e-06	-	TCTACAAAAAAAGTGTTGAACAGAAGGGGGCAGTG	V_CTCF_BR	29
chr5	171830335	171830485	id-83899	1	+	NA	NONE	6
chr5	171874623	171874773	id-83900	8.89e-06	+	TCTGATGTACTTTCTCAGCCCACTAGAGGCGCAGA	Upstream_CTCF	14
chr5	171877849	171877999	id-83901	4.7e-06	+	AATCTTCATCTCCCTGCTTCCAACAGAGGGCAGTG	V_CTCF_BR	35
chr5	171878315	171878465	id-83902	3.65e-07	-	GGCATTGATTGCTGCATGTCCTCTAGGGGGCAGCA	V_CTCF_BR	40
chr5	171879555	171879705	id-83903	1.28e-06	+	ATGGGCGTGATAGGAGAGGCCAGAAGAGGGCGCGT	V_CTCF_BR	32
chr5	171880222	171880372	id-83904	8.59e-05	-	GCTATAGTGTCTCTGGCGGTGAGAAGTGGGCAGTG	V_CTCF_BR	39
chr5	171889298	171889448	id-83905	1.12e-09	+	GGTGCATTTCCTTATTCAGCCACAAGGTGGCAGCC	Upstream_CTCF	40
chr5	171906114	171906264	id-83906	7.55e-07	+	TGAGAAGCGGGCTGACTCGCCACCAGAGGGCTTTG	V_CTCF_BR	40
chr5	172003531	172003681	id-83907	6.18e-07	+	GATGCAGTAGGATCTCCTACCAGCAGGGTGGGGAG	Upstream_CTCF	24
chr5	172016055	172016205	id-83908	2.15e-05	-	CAACATCTCTGACCTCTACCCACTAGATGCCAGTA	V_CTCF_BR	3
chr5	172049481	172049631	id-83909	6.19e-06	+	CCGCACCTGCCTCCCACGGCCACTGGGAGGGTTTC	UpstreamP1_CTCF	21
chr5	172064228	172064378	id-83910	2.34e-06	-	CACCAGTACCCATACATGGGCTGCAGGGGCCTCTG	UpstreamP1_CTCF	4
chr5	172068043	172068193	id-83911	4.88e-06	-	CCGCATCTTTTGAAAGTTTGCACCAGGCGGCGGGA	UpstreamP1_CTCF	10
chr5	172068707	172068857	id-83912	1	+	NA	NONE	13
chr5	172068892	172069042	id-83913	2.11e-06	-	GTCCCCAGTGGAGCGGACACCAGAGGGGGGCGCAA	V_CTCF_BR	24
chr5	172073999	172074149	id-83914	1	+	NA	NONE	37
chr5	172087343	172087493	id-83915	1.13e-05	-	CTGCAAGGACATCCCAGAGAGGCCAGAGGTCGCAA	UpstreamP1_CTCF	16
chr5	172091177	172091327	id-83916	3.45e-05	-	CAAAGACACTTCCCTGAAGCTGCAAGGGGGCAGCG	V_CTCF_BR	20
chr5	172093433	172093583	id-83917	2.72e-06	+	CAGCTCAACCTGGCTTAGAGCAGAAGAGGGCGCCC	UpstreamP1_CTCF	17
chr5	172098220	172098370	id-83918	9.66e-05	-	CCTGCTCTCCCTTTACTCCCCTAGAGGTCGAGGCT	Upstream_CTCF	2
chr5	172114131	172114281	id-83919	1	+	NA	NONE	4
chr5	172124618	172124768	id-83920	7.9e-07	-	TTGCCACTTCTCACCGTGGCCACTAGAGAGCGACA	UpstreamP1_CTCF	40
chr5	172134299	172134449	id-83921	7.42e-09	+	GCACGAGGTCTCCTGGGGGCCGGCAGATGGCACCA	V_CTCF_BR	40
chr5	172140134	172140284	id-83922	1.22e-08	+	TTGTTCCTTCGTTCGCTGACCGCCAGAGGGCGCCA	V_CTCF_BR	40
chr5	172141802	172141952	id-83923	2.06e-07	-	CATGCTGTTCCTAAAGCTGCCTATAGAGGGCCTTC	Upstream_CTCF	40
chr5	172143462	172143612	id-83924	1.56e-06	-	CAGCAGGCTCCCAGGAAGGCCCCTAGCGGTCACTC	UpstreamP1_CTCF	25
chr5	172143900	172144050	id-83925	1.19e-06	+	ACGGACATTTCCCGGATGCCCGGAAGGTGGCGCTA	V_CTCF_BR	40
chr5	172160389	172160539	id-83926	1.21e-05	-	GCTTCACTTCCCCATTCCACCACGTGGAGAGACTG	Upstream_CTCF	18
chr5	172163603	172163753	id-83927	1	+	NA	NONE	20
chr5	172185141	172185291	id-83928	6.15e-05	+	GCGGGAGTCCCGAGAAGAATCCCCAGCGGTCACTA	Upstream_CTCF	20
chr5	172189232	172189382	id-83929	1.93e-05	-	GCAGGTGATGGGAGCCGCGCCTCCAGCGGCCAGGT	V_CTCF_BR	3
chr5	172191527	172191677	id-83930	7.73e-05	-	CGTTCAAGTCCTGACTCTGCCACCTGTTAGTGGTG	Upstream_CTCF	0
chr5	172192090	172192240	id-83931	1.26e-05	+	AGAGCACACCCTTTGTTCTCCACGGGGTGGAAGAC	Upstream_CTCF	23
chr5	172197658	172197808	id-83932	6.49e-06	+	ACGGCGTGGTAGGCGCCGGCCAGCAGGCGGCCGCG	Upstream_CTCF	38
chr5	172199073	172199223	id-83933	7.55e-07	-	ACAGAAACGTGTCGGGCGGCCCCTGGGGGGCGCCG	V_CTCF_BR	37
chr5	172199442	172199592	id-83934	1	+	NA	NONE	6
chr5	172200762	172200912	id-83935	2.29e-05	-	CTCCACTGCCTGGATTGGGGGCCTAGGTGGCTACA	UpstreamP1_CTCF	7
chr5	172204571	172204721	id-83936	1	+	NA	NONE	12
chr5	172222634	172222784	id-83937	1	+	NA	NONE	17
chr5	172260781	172260931	id-83938	5.7e-05	+	GTGGCTTTCCCAGAGAGACACGGCAGGGGCAGAGG	Upstream_CTCF	7
chr5	172262098	172262248	id-83939	1.56e-05	+	CCTGCGGGGGAAGAGATCTCCACCAGAGGTTCCCT	Upstream_CTCF	23
chr5	172270925	172271075	id-83940	1	+	NA	NONE	9
chr5	172272696	172272846	id-83941	1	+	NA	NONE	29
chr5	172296411	172296561	id-83942	3.18e-06	-	AGCCCAGCCGAGGGGTCTGGCGCCAGAGGGAGCCT	V_CTCF_BR	33
chr5	172300391	172300541	id-83943	5.41e-07	+	CAGCCTTGCCCAGCCAGGGCCTCCAGGTGACACAG	UpstreamP1_CTCF	4
chr5	172319891	172320041	id-83944	1	+	NA	NONE	3
chr5	172324722	172324872	id-83945	1	+	NA	NONE	14
chr5	172325221	172325371	id-83946	1.83e-05	+	ACCTTTAGTTCTCAAACAGCCTCAGGAGGGAGCTG	V_CTCF_BR	15
chr5	172330003	172330153	id-83947	5.68e-06	-	AGCACATTCCAGGTGGGGGACGCCAGATGGCGTCA	V_CTCF_BR	40
chr5	172337974	172338124	id-83948	1.52e-07	-	GGACGGCTGGAACCCCAGTCCAGGAGAGGGCGCCC	V_CTCF_BR	39
chr5	172356430	172356580	id-83949	6.39e-05	+	GGTGTAATTAACTGCAGTGTCTCCAGTGGGCATTT	Upstream_CTCF	17
chr5	172359508	172359658	id-83950	2.18e-07	-	CTGTCATCTCTGCTCTCCGTCAGCAGAGGGCGCCG	V_CTCF_BR	40
chr5	172366149	172366299	id-83951	1.1e-06	-	TGCTCACTCATCTGCCCCTCCAGCAGGGGGCTCCT	V_CTCF_BR	40
chr5	172386277	172386427	id-83952	2.15e-05	+	CACTGAGATCCCACCCCAAGCCGCTGGGGGCGCCA	V_CTCF_BR	40
chr5	172390394	172390544	id-83953	1	+	NA	NONE	10
chr5	172405861	172406011	id-83954	6.64e-05	+	AATGCTTTTGACAGACTGGCTGATAGAGGGAGCTA	Upstream_CTCF	40
chr5	172411398	172411548	id-83955	2.31e-06	+	CAGGCCTTGCATCTAGTGGGCGCCAGGAGGCGGTT	Upstream_CTCF	40
chr5	172437632	172437782	id-83956	2.53e-05	+	CTGTCTCTTAAGGAGCTCACCGACAGAGGTCACTG	V_CTCF_BR	35
chr5	172448090	172448240	id-83957	1	+	NA	NONE	14
chr5	172472622	172472772	id-83958	5.3e-05	+	GTGCCCCGCCTCCTTCCCTCCAGAGGTGTGCGCTG	UpstreamP1_CTCF	4
chr5	172484434	172484584	id-83959	2.58e-05	-	CATCTAGTCCCAGGAACCACCCCCAGGGGAGGCTT	Upstream_CTCF	36
chr5	172571375	172571525	id-83960	8.16e-07	+	CGCTTGCCATTTTCGCCGGTCTCTAGGGGGCGCTG	V_CTCF_BR	40
chr5	172571967	172572117	id-83961	4.4e-10	-	TGGATGCCAGGAGAGCTGGCCAGCAGGGGGCGGGG	V_CTCF_BR	40
chr5	172590222	172590372	id-83962	1.48e-06	+	CTGCAAAGTGCCGGTCTGGCCAGCAGATGTCCTGG	UpstreamP1_CTCF	4
chr5	172592161	172592311	id-83963	1	+	NA	NONE	11
chr5	172593409	172593559	id-83964	1.92e-05	+	CGGCCCTCTCCATGCTCAACCATGAGAGGGCAGTG	UpstreamP1_CTCF	40
chr5	172599278	172599428	id-83965	4.88e-05	+	ACACCCGCCAGCCTCTGTGCTAACGGGTGGCGCCC	V_CTCF_BR	5
chr5	172614477	172614627	id-83966	5.7e-05	-	CCCTCATCCTTCCCTCCAACCCCTAGGGGGCCTCC	Upstream_CTCF	32
chr5	172623214	172623364	id-83967	1	+	NA	NONE	2
chr5	172629497	172629647	id-83968	1	+	NA	NONE	1
chr5	172631371	172631521	id-83969	5.61e-08	-	GCAGCATTATTCACAATAGCCAAAAGGTGGCAGCA	Upstream_CTCF	39
chr5	172669745	172669895	id-83970	5.08e-07	+	CAGGCCAGCAGGGACTCCAGCTGCAGGGGGCACCA	V_CTCF_BR	4
chr5	172709057	172709207	id-83971	6.73e-07	-	CTGCAGTTCCTACATGTTCTCACTTGAAGGCAACA	UpstreamP1_CTCF	39
chr5	172710938	172711088	id-83972	9.84e-06	-	GAGGAGCCCCCGCACCAGGCCACACGGGGGCAGCA	UpstreamP1_CTCF	39
chr5	172718084	172718234	id-83973	5.7e-05	+	TCAGCTGGTCACCATGCCCCCGACTGGAGGTGACG	Upstream_CTCF	0
chr5	172721045	172721195	id-83974	1.82e-07	+	CGGTGTTCTCTCTCCATGGCCGCCAGGTGGCGATG	V_CTCF_BR	40
chr5	172729590	172729740	id-83975	8.98e-06	+	GAGCACTGTGCCCCTCTGGCCACAAGGATGAGTGT	UpstreamP1_CTCF	23
chr5	172747529	172747679	id-83976	2.19e-05	-	TCTGCACAGCATCTGTCTCCCCCTAGCTGCCGCCT	Upstream_CTCF	25
chr5	172756825	172756975	id-83977	1.76e-05	-	CAGCCGTGTCACATGGCGGCCCCAACCAGGCGGGC	UpstreamP1_CTCF	26
chr5	172759086	172759236	id-83978	4.68e-07	-	CATCAGCCCAGACAGTCGGCCCCAAGGGGGCGGGG	V_CTCF_BR	40
chr5	172811700	172811850	id-83979	1	+	NA	NONE	6
chr5	172822378	172822528	id-83980	4.58e-08	+	CAGCAGCCTCTAGAAACTGCCAGCAGAGGGCTGGA	UpstreamP1_CTCF	37
chr5	172823494	172823644	id-83981	2.11e-06	+	GCGCGTGGTTTTCCTCTCTCCACTAGGGGGTGGGG	V_CTCF_BR	39
chr5	172878146	172878296	id-83982	3.88e-07	+	TTGTATTGTCACCCCCTGGCCACTAGAGGACTTCA	UpstreamP1_CTCF	40
chr5	172881313	172881463	id-83983	2.43e-06	-	GGAGAGGACATACATCCCACCTCCAGTGGGAGGAA	V_CTCF_BR	1
chr5	172901774	172901924	id-83984	6.19e-06	-	CTGCACTAACCACGTTTAACCTCTAGACTGTAGGA	UpstreamP1_CTCF	9
chr5	172911707	172911857	id-83985	1	+	NA	NONE	5
chr5	172921015	172921165	id-83986	7.16e-08	-	CCTGCCCTTCCTCCTTCTGCCGGCTGGGGACGCGG	Upstream_CTCF	1
chr5	172921340	172921490	id-83987	1.1e-05	-	GCCTCCAGATCCAGCTGTGCCTGAAGGAGGCAGGC	V_CTCF_BR	9
chr5	172922403	172922553	id-83988	1.31e-05	-	CTTTCTGAAAAACCAGTCACCTCTTGGTGGCACAC	V_CTCF_BR	8
chr5	172923625	172923775	id-83989	1.28e-06	-	GAGGCAGGAGCACTCTCCTCCACCAGGAGGCTCAT	Upstream_CTCF	23
chr5	172925371	172925521	id-83990	1	+	NA	NONE	3
chr5	172940727	172940877	id-83991	1	+	NA	NONE	22
chr5	172957691	172957841	id-83992	6.21e-06	+	TCTCCCCTCCACCCTGCTGCCACCAGGGGCCCTCA	Upstream_CTCF	35
chr5	172981682	172981832	id-83993	2.47e-07	+	TAGCAGCATCCCTCTCTATCCACTAGATGCCAGTA	UpstreamP1_CTCF	14
chr5	172983783	172983933	id-83994	5.68e-06	-	AGAAAGAGCAGGGATGCTGCCAGATGGGGTCGCCA	V_CTCF_BR	7
chr5	173000187	173000337	id-83995	2.39e-10	-	CGGCAGTGACCCTTTTTCTCCACTAGAGGGCGCGC	UpstreamP1_CTCF	40
chr5	173008768	173008918	id-83996	1.03e-09	-	GCAGTACTGCAAGTTATCACCACCAGAGGGCGCAC	Upstream_CTCF	40
chr5	173019180	173019330	id-83997	2.18e-07	+	TTGTGCCTGCTTCTCTTCACCACAAGGTGGCACTG	V_CTCF_BR	39
chr5	173029524	173029674	id-83998	1	+	NA	NONE	14
chr5	173042998	173043148	id-83999	1	+	NA	NONE	40
chr5	173046049	173046199	id-84000	3.09e-05	+	ATGTAATACACACCAGCAGTCATCAGAGAGCGCCA	UpstreamP1_CTCF	40
chr5	173052814	173052964	id-84001	4.14e-05	+	AAGTAAGGGTTTCCTCTAGCCCCTAGGTGCTGCTA	UpstreamP1_CTCF	35
chr5	173056823	173056973	id-84002	4.3e-08	+	ATGCTCTTCCCAGGCTTGGCCTGATGGGGGCAGTA	UpstreamP1_CTCF	38
chr5	173065242	173065392	id-84003	3.73e-06	-	AGTGCAGCCCCTGCTTAGAACCACAGGAGGAGACA	Upstream_CTCF	8
chr5	173067555	173067705	id-84004	1	+	NA	NONE	15
chr5	173116797	173116947	id-84005	1.24e-05	-	AGCTGGCATAAAGCCGGCTGCAGCAGCGGGCAGGA	V_CTCF_BR	20
chr5	173148312	173148462	id-84006	4.5e-05	-	CTGCAGCTCATCTCTGTCTCCATAAGCTTGCATTC	UpstreamP1_CTCF	25
chr5	173160517	173160667	id-84007	1	+	NA	NONE	5
chr5	173191551	173191701	id-84008	2.96e-05	-	AGGCGGTGGTGACTCATCAACACCAGGCGGCCTGA	UpstreamP1_CTCF	10
chr5	173213876	173214026	id-84009	1	+	NA	NONE	15
chr5	173258711	173258861	id-84010	1	+	NA	NONE	8
chr5	173312786	173312936	id-84011	3.86e-05	-	CAAGCACTTTCTTCACAAGGCGGCAGGAGAGACCA	Upstream_CTCF	13
chr5	173313285	173313435	id-84012	8.33e-05	-	ATCTTTATGTCCCCAGTGGCCAGAAGAGGGTCTGG	Upstream_CTCF	12
chr5	173317609	173317759	id-84013	1	+	NA	NONE	0
chr5	173345647	173345797	id-84014	1.47e-05	-	TTCAATCACGAATGTGTGGCAGGTAGAGGGCAGAG	V_CTCF_BR	10
chr5	173347510	173347660	id-84015	1	+	NA	NONE	11
chr5	173352601	173352751	id-84016	2.53e-05	-	AAACTCCACTTGAGACTTGCAGCAAGATGGCGCTG	V_CTCF_BR	40
chr5	173398039	173398189	id-84017	7.84e-05	+	CAGTGTGGCCGGGCACAGTGAGCCAGGGGGCGCAC	V_CTCF_BR	28
chr5	173400276	173400426	id-84018	3.2e-08	-	CTTGCTCAGCTGACATTGTCCACCAGGTGGCAGTC	Upstream_CTCF	40
chr5	173411379	173411529	id-84019	1	+	NA	NONE	39
chr5	173416593	173416743	id-84020	4.23e-08	-	GCCCCCAGCCTCCTGCGTGCCGCAAGATGGCGCCC	V_CTCF_BR	0
chr5	173447484	173447634	id-84021	1.3e-07	+	CATGTACTACCCACTCCTGCCTGAAGGTGGGAGTC	Upstream_CTCF	39
chr5	173472518	173472668	id-84022	1.04e-05	+	TTGTGGCCATGCATAAGAAACAGCAGGTGGTGCCA	V_CTCF_BR	40
chr5	173483131	173483281	id-84023	3.41e-07	-	ACTTCATAACTTCACATGGCCACTAGGAGGCAGAG	Upstream_CTCF	27
chr5	173497712	173497862	id-84024	1.27e-06	-	CTGCAGGTGCGGGATAGGCCAGGCAGAGGACAGTG	UpstreamP1_CTCF	3
chr5	173509894	173510044	id-84025	1	+	NA	NONE	1
chr5	173523742	173523892	id-84026	1	+	NA	NONE	2
chr5	173527608	173527758	id-84027	7.91e-05	-	GGGCTGATTCACCAAAGCACCACCAGGGCTAGAGA	UpstreamP1_CTCF	2
chr5	173584201	173584351	id-84028	1.7e-05	-	CATGCTCATCCCTCCACTGCCCATAGGGTGCGCTT	Upstream_CTCF	9
chr5	173650504	173650654	id-84029	2.81e-05	+	CAATTTCTAGTTATCTCTGCCTCATGGGGGAAGCA	V_CTCF_BR	2
chr5	173722810	173722960	id-84030	1	+	NA	NONE	3
chr5	173734083	173734233	id-84031	3.73e-06	-	GCCGCCACACCCCGCCTCACCACTGGAGGTAGCGT	Upstream_CTCF	2
chr5	173739078	173739228	id-84032	3.8e-12	-	TTTGCGGGGAGCGGCCTGGCCACCAGGGGGCAGCG	V_CTCF_BR	40
chr5	173744390	173744540	id-84033	4.23e-06	-	ACGCTATGCTGCATCCTTGCCACTGGAGAGCAGTG	UpstreamP1_CTCF	40
chr5	173754401	173754551	id-84034	4.4e-10	+	GCGGCTTCTCTCTGCACTGCCAGCAGAGGGCGCCA	V_CTCF_BR	40
chr5	173771545	173771695	id-84035	1.97e-06	+	GGAGTGGAGTACAGTTCTGCCAGAGGAGGGCAGAG	V_CTCF_BR	12
chr5	173829346	173829496	id-84036	1	+	NA	NONE	31
chr5	173836204	173836354	id-84037	2.04e-05	-	CCCTCCCTGATTTATGTGGCCACATGGGGCAGCAG	V_CTCF_BR	34
chr5	173846652	173846802	id-84038	1.01e-09	+	CCTGGCGGAAGCCACGTGGACACCAGAGGGCGCCA	V_CTCF_BR	40
chr5	173851568	173851718	id-84039	8.81e-07	+	AGTGAACAAGACAGCAGGGCCAGTAGTTGGAGCCA	V_CTCF_BR	30
chr5	173891636	173891786	id-84040	2.81e-05	-	CATTTTCCTTTTTTTGCCTCCACTAGGTGGCTACA	V_CTCF_BR	33
chr5	173930791	173930941	id-84041	7.27e-06	+	AGGAAGAAGGCAAGCTGGGCCACCAGGGCGCGGCC	V_CTCF_BR	3
chr5	173950626	173950776	id-84042	1	+	NA	NONE	34
chr5	173979571	173979721	id-84043	1.19e-06	-	ATGCGAGGGAAGAGGATCCCCGGTAGGGGGCACAG	V_CTCF_BR	6
chr5	173998761	173998911	id-84044	2.27e-06	+	AGCTGGTGGATCTGAAAAGCCAGCAGGGGGATCTC	V_CTCF_BR	32
chr5	174008637	174008787	id-84045	1.32e-05	+	GCTGGGAGGCATTCTCAGGCCGCCAGAGGGGATCC	Upstream_CTCF	36
chr5	174027124	174027274	id-84046	2.15e-05	-	GCGGCACAGTGGCTGCCTTCCAGGAGAGGGTGTTA	V_CTCF_BR	5
chr5	174125280	174125430	id-84047	7.73e-05	+	GGTGCAGCCCAGATCAGCCCCAGCGGTAGCTGCTT	Upstream_CTCF	11
chr5	174151001	174151151	id-84048	1	+	NA	NONE	14
chr5	174163116	174163266	id-84049	1.24e-05	-	ACCCCAGGTCAATATCTGGCCTCTGGGAGGCACTA	V_CTCF_BR	40
chr5	174167745	174167895	id-84050	3.65e-07	-	CAAAAACCTCCATTACTGGCCTCGAGGGGGCAGAA	V_CTCF_BR	15
chr5	174182242	174182392	id-84051	2.78e-06	-	GTGAGACACCAGTTTCCAGCCACTAGATGGCTACA	V_CTCF_BR	33
chr5	174220814	174220964	id-84052	1.41e-05	-	GTGAGCTTCTCGCAGGCGGCCGCGCGGGGGCGCGC	UpstreamP1_CTCF	40
chr5	174243993	174244143	id-84053	2.89e-07	-	CCTGCAATACCACAAACAGACGCCAGGGAAAGCAA	Upstream_CTCF	36
chr5	174265407	174265557	id-84054	1.1e-05	+	GATTGGTGTGGCCGATTGGCCACTAGAGAGCACCA	V_CTCF_BR	32
chr5	174322491	174322641	id-84055	1.71e-06	+	TAATGCTGTGGCTGATCTGACAGGAGGTGGCGCTC	V_CTCF_BR	7
chr5	174330496	174330646	id-84056	8.43e-09	+	CCCATCTAGTCATCTGTGGCCAGGAGAGGGCACCC	V_CTCF_BR	14
chr5	174337326	174337476	id-84057	5.93e-10	+	AAGCAGTTCCCCCACATAACCTGCAGGTGGCACTA	UpstreamP1_CTCF	40
chr5	174350130	174350280	id-84058	1	+	NA	NONE	1
chr5	174362997	174363147	id-84059	1.61e-09	-	GCCGGTGGTTTCCACGTGACCACTAGAGGGCACCA	V_CTCF_BR	40
chr5	174378285	174378435	id-84060	3.42e-08	+	TGCAGAGCACACACGTTAGCCACTAGGTGGCGGAG	V_CTCF_BR	40
chr5	174463263	174463413	id-84061	1.28e-06	+	TATCAGGGAGGCCTTGAAGCCACAAGGTGGCAGGA	V_CTCF_BR	9
chr5	174486654	174486804	id-84062	8.71e-06	-	AGTCACTGTCAGATTCCTGCCTGCAGATGTCAGGA	V_CTCF_BR	17
chr5	174560310	174560460	id-84063	3.45e-05	+	TCATTTTCTTCCTGGCTCTCCACTGGGAGGCAGCC	V_CTCF_BR	10
chr5	174633770	174633920	id-84064	5.9e-06	+	AAGCTACTGAGGGCTTAGACCAGGAGGTGGGGGTG	UpstreamP1_CTCF	9
chr5	174670536	174670686	id-84065	3.88e-06	+	CGTGGGTCAGTGGCAACCACCAGTGGGGGGTGCTG	V_CTCF_BR	5
chr5	174810578	174810728	id-84066	8.23e-05	-	AAGAAAGAACATTTCATTTCCACCAGGCGGAGCTT	UpstreamP1_CTCF	4
chr5	174821899	174822049	id-84067	1	+	NA	NONE	1
chr5	174871767	174871917	id-84068	1.01e-09	-	GCTCGGGAAGTCGCAGCCGCCGGCAGAGGGCGCCC	V_CTCF_BR	38
chr5	174884529	174884679	id-84069	5.13e-05	-	AACAATTTTCCCCTCACACCCTCTTGGTGGAGCCC	V_CTCF_BR	9
chr5	174887169	174887319	id-84070	1.24e-05	-	AAACTTTCATCACAGTTGGCCCATAGAGGGCACCA	V_CTCF_BR	40
chr5	174891762	174891912	id-84071	7.23e-07	-	AGTGCAATCCTGAAAATGACCGCTTGAGGCAGGGT	Upstream_CTCF	40
chr5	174961210	174961360	id-84072	7.61e-08	+	CGGGCGCTCCCCGCAGCTGCCGGCAGGTGGCCCAG	Upstream_CTCF	37
chr5	174995077	174995227	id-84073	1	+	NA	NONE	12
chr5	175044573	175044723	id-84074	1.28e-06	+	CAGGATGTCCCCATCTGAGCCACTGGAGGGCAGGC	V_CTCF_BR	12
chr5	175118093	175118243	id-84075	4.14e-05	+	CTGCACTTCTGCACAGCGGCCACGCGGCCACGCGG	UpstreamP1_CTCF	1
chr5	175123667	175123817	id-84076	5.53e-08	-	CAGCAAGGGGGCCACACGGCCAGTAGGCGGCGCTG	UpstreamP1_CTCF	33
chr5	175128144	175128294	id-84077	5.26e-07	-	CGTGTTATAATATGTTCAGCCACCAGGGGACAGGA	Upstream_CTCF	38
chr5	175145936	175146086	id-84078	3.36e-07	-	AATGGATAAAATGGCCCTGCCAGCAGGGGGCGTCC	V_CTCF_BR	37
chr5	175156246	175156396	id-84079	4.44e-06	-	GGGCAAGTGCTCCACGGAACCTGCAGGGAGCAGCA	UpstreamP1_CTCF	22
chr5	175156909	175157059	id-84080	1.26e-07	+	AAGCCCAGGCACGGGGAATCCACCAGGGGGCAGTG	V_CTCF_BR	40
chr5	175160127	175160277	id-84081	1.84e-06	+	CCAGACAGTGGCAGGTCAGCCAGCAGGTGGAGTGG	V_CTCF_BR	4
chr5	175216773	175216923	id-84082	1.46e-07	-	CTTGCTGTGCCCTCACATGGCAGAAGGTGGAAGGA	Upstream_CTCF	12
chr5	175223888	175224038	id-84083	2.19e-05	+	CCGGCGGCTCTTCCGGGGCGAGGCAGAGGGCGCCT	Upstream_CTCF	8
chr5	175227982	175228132	id-84084	5.41e-07	+	GAGCAGCAGCCGCCAGGGGCAGGGAGGGGGCAGAG	UpstreamP1_CTCF	3
chr5	175267370	175267520	id-84085	9.62e-08	+	TTGCAATATCTTAACTCCACCACCAGGTGGACCTT	UpstreamP1_CTCF	40
chr5	175274604	175274754	id-84086	2.96e-05	-	CTGCAGCCGCCTTCTCATGCCCCCTGCAGGAGTTG	UpstreamP1_CTCF	39
chr5	175294968	175295118	id-84087	6.21e-06	-	CCTGTCATTCTAGCCTAAGCCTGGAGGGGCAGAGT	Upstream_CTCF	29
chr5	175298542	175298692	id-84088	2.01e-05	-	TCTGCTATTCCAGCTCCCGCCGCCGCGTGCAATTC	Upstream_CTCF	30
chr5	175298864	175299014	id-84089	1.83e-05	+	GACAGCTCCTTGCGAGGGGCCGCGAGCAGGCAGCT	V_CTCF_BR	6
chr5	175300112	175300262	id-84090	1.59e-06	-	GTTGAGGATTTGGGCCAGGCCGCCAGGAGGCGCTC	V_CTCF_BR	32
chr5	175305936	175306086	id-84091	1.04e-05	+	AGCGGCAGGAGGCGCTGCGGCAGCAGGAGGAGGAG	V_CTCF_BR	3
chr5	175314368	175314518	id-84092	1	+	NA	NONE	12
chr5	175331711	175331861	id-84093	4.23e-06	-	TTTTAATTTGCCATCTTGGCCAGAAGGGGGAGTTT	UpstreamP1_CTCF	38
chr5	175433152	175433302	id-84094	1.77e-05	-	AGTGCATACACAGGAAGAGCCAGAAGAGGGCCTGC	Upstream_CTCF	36
chr5	175437339	175437489	id-84095	9.25e-06	-	AGGAGTATGGCTGCTCCAGCCCGTAGGGGGAGCAT	V_CTCF_BR	7
chr5	175605937	175606087	id-84096	8.16e-07	+	AGTAGAGAATGTCATGGGGGCAGCAGGTGGCAGCA	V_CTCF_BR	27
chr5	175662234	175662384	id-84097	1.09e-06	+	AAGCTGTTCTCGTATTATACCACCAGGGGTCCTGA	UpstreamP1_CTCF	40
chr5	175746914	175747064	id-84098	6.18e-07	+	CTTGTCATTTCTGCACTTCCCTCTAGGTGGAACTG	Upstream_CTCF	37
chr5	175782488	175782638	id-84099	5.52e-05	+	TTGCGTATGCCAGAAATGGCCAGCAGGGTCAGATA	UpstreamP1_CTCF	23
chr5	175788651	175788801	id-84100	1	+	NA	NONE	36
chr5	175795555	175795705	id-84101	7.44e-05	-	CTAGCTTAGTGAGCTTCCACCAGCCGGGGGCAAGG	Upstream_CTCF	0
chr5	175814605	175814755	id-84102	1.21e-05	+	CTTTTAATAGTTGTTGAAGCCTCCAGGGGGCCAGG	Upstream_CTCF	25
chr5	175818615	175818765	id-84103	1.17e-05	+	GGCAATGTGCAAACAGCCACCTGATGGGGGCAGGA	V_CTCF_BR	13
chr5	175823383	175823533	id-84104	1	+	NA	NONE	9
chr5	175825036	175825186	id-84105	7.73e-06	-	TCCAGACATGAGTGGGTCCCCAGCAGGGGCAGCAG	V_CTCF_BR	6
chr5	175831625	175831775	id-84106	1.82e-06	+	CTGCAAGGCCCACTGATGCACTCTAGTGGGGGCTA	UpstreamP1_CTCF	5
chr5	175832825	175832975	id-84107	1	+	NA	NONE	26
chr5	175837978	175838128	id-84108	7.82e-06	-	ATGTCTTCCCAGGTGTTTGCCCCTAGCGGGCAAAG	UpstreamP1_CTCF	8
chr5	175843567	175843717	id-84109	6.46e-07	+	GGAGGTCGCCGAGCAGCGGCCGCAGGAGGGCGCCT	V_CTCF_BR	39
chr5	175857093	175857243	id-84110	1	+	NA	NONE	18
chr5	175874658	175874808	id-84111	9.25e-06	+	TGGACGGCAAGCTGTGCGGACGACTGGGGGCGCCA	V_CTCF_BR	25
chr5	175875169	175875319	id-84112	1.21e-10	-	CCCCCGCCACCTCTGGCCGCCGCCAGAGGGCGCCA	V_CTCF_BR	40
chr5	175917372	175917522	id-84113	3.65e-07	+	ATGTTCAAGGGCATCCAGGCCAGCAGATGGAGCTG	V_CTCF_BR	15
chr5	175947458	175947608	id-84114	5.67e-06	+	CCTGCAGGTGTGCACTGGAGCCCAGGGTGGAAGCA	Upstream_CTCF	3
chr5	175961046	175961196	id-84115	1.84e-06	+	ATGGGAGACCGGGGCCCGACCAGCAGAGGGTGTGG	V_CTCF_BR	19
chr5	175965532	175965682	id-84116	7.1e-07	+	GGGCAGTTACCACAAAGAGGCAGCTGGAGGCGACA	UpstreamP1_CTCF	8
chr5	175970120	175970270	id-84117	3.36e-07	-	CAGGGCCGGCGAGCACGCGGCGGTAGGGGGCGGCC	V_CTCF_BR	23
chr5	175986799	175986949	id-84118	2.15e-05	-	AAACACCTCTGTCCTCTACCCACTAGATGCCAGTA	V_CTCF_BR	17
chr5	175993451	175993601	id-84119	7.91e-05	-	CGTCCGGGCTCCTGGGCGGCCACGAGGGGCGGTAA	UpstreamP1_CTCF	1
chr5	175997182	175997332	id-84120	3.09e-07	-	GCTGTGAACAACTATGTGGACACCAGAGGGAACCA	V_CTCF_BR	33
chr5	176000786	176000936	id-84121	1	+	NA	NONE	2
chr5	176001139	176001289	id-84122	2.89e-09	+	GCCCTGACCGCCTTTGTGACCGCCAGGGGGCAGCA	V_CTCF_BR	40
chr5	176005441	176005591	id-84123	3.86e-08	-	GGTGCATTGTCGTTGATGTCCAGCAGGTGGATCTG	Upstream_CTCF	40
chr5	176020646	176020796	id-84124	1	+	NA	NONE	18
chr5	176023885	176024035	id-84125	7.73e-06	-	GACAGATCGAGGAGCACGGCCGCCAAGGGGCGCCC	V_CTCF_BR	20
chr5	176037192	176037342	id-84126	3.16e-06	-	CGGCCGCAGTTAGGGTTGGCCAGCGAGGGGCGCCC	UpstreamP1_CTCF	40
chr5	176046386	176046536	id-84127	1.18e-05	-	CTTGAGCGGATCAGGATCAGCACTAGGGGGCCCCC	UpstreamP1_CTCF	38
chr5	176046588	176046738	id-84128	1	+	NA	NONE	2
chr5	176057476	176057626	id-84129	8.71e-06	-	GGCCGAAGGGGCGGCGCGGCCGCCAGCGGGGGCGC	V_CTCF_BR	14
chr5	176074082	176074232	id-84130	6.98e-07	-	TGCAGACCCGCCCGGGACGCCGGCTGATGGCGCCG	V_CTCF_BR	37
chr5	176078729	176078879	id-84131	7.6e-05	-	CTCCAACTACCACAAACAGCCACACGGGGTCAAGG	UpstreamP1_CTCF	1
chr5	176085125	176085275	id-84132	2.57e-08	+	CTGCAGAGCTGCCTGATGGGCACTAGAGGGCATGC	UpstreamP1_CTCF	40
chr5	176087905	176088055	id-84133	1.61e-09	+	TGGTAGCCACTCCCAGTTACCACCAGAGGGCGCCA	V_CTCF_BR	40
chr5	176094780	176094930	id-84134	2.04e-05	+	CAAGCCAGGCGGTGTCTTCCAGCCAGGGGGAGCTG	V_CTCF_BR	16
chr5	176102771	176102921	id-84135	1.18e-05	+	CCGCAGCCACTTCACATTCCCACCAGCAGGGCGTG	UpstreamP1_CTCF	40
chr5	176124426	176124576	id-84136	2.83e-07	+	GGGAAAGGGAAAGGAGCAGCCAGGAGAGGGAGCGC	V_CTCF_BR	10
chr5	176127359	176127509	id-84137	4.31e-07	+	AGCCCAGGGCTGAGTGTGGCCTGATGGGGGCACTG	V_CTCF_BR	39
chr5	176137987	176138137	id-84138	1	+	NA	NONE	1
chr5	176154566	176154716	id-84139	2.66e-05	-	GCTGAGACCAGAATCGTCCCCAGCGGCAGGCGGCG	V_CTCF_BR	2
chr5	176171788	176171938	id-84140	1.3e-07	-	TCTGCAGAACATCACTTGGCCAATAGGAGGTGCCC	Upstream_CTCF	36
chr5	176175008	176175158	id-84141	4.7e-06	-	CCCTGGCTGCATCTGGGGTGCAGCAGGGGGAGCCT	V_CTCF_BR	0
chr5	176189696	176189846	id-84142	4.88e-05	-	TGTGGTCACCGGATGAGGCAGGCCAGAGGGCGCTC	V_CTCF_BR	4
chr5	176212914	176213064	id-84143	4.7e-08	+	AGCCCAAAGGGCAGCCAGGCCTGCAGGGGGCAGTG	V_CTCF_BR	16
chr5	176239929	176240079	id-84144	4.38e-09	+	AGGGAGGGATGGCCAGCGGGCAGCAGGGGGCGCCG	V_CTCF_BR	40
chr5	176245176	176245326	id-84145	1.15e-06	-	GGTGCATCGGAAGCCCCGGCCTGCAGGAGGTGCTC	Upstream_CTCF	40
chr5	176270172	176270322	id-84146	4.88e-05	+	CCACACGGTGGGGCACTGCCCAGCAGGGGAAGGAC	V_CTCF_BR	3
chr5	176272435	176272585	id-84147	5.26e-07	-	TCTGTGGGGCACTCATCGTCCAGCAGGGGAAGCCA	Upstream_CTCF	10
chr5	176297139	176297289	id-84148	2.78e-06	+	CGTCATCAAGGCCAGCTGGACACTAGAGGGCGTGC	V_CTCF_BR	39
chr5	176311092	176311242	id-84149	2.27e-05	-	TTTGCAGAGGCAGAGTGAGCCTGAAGGGGCCTCCA	V_CTCF_BR	1
chr5	176311497	176311647	id-84150	1	+	NA	NONE	6
chr5	176314653	176314803	id-84151	1.15e-07	-	TCTGTAGGTTCTGCAGCGTCCTGCAGGGGACAGTG	Upstream_CTCF	11
chr5	176323122	176323272	id-84152	1	+	NA	NONE	2
chr5	176386208	176386358	id-84153	2.66e-05	-	ATAAAATTCTGTTAAATGGACACTAGGTGTCAGCA	V_CTCF_BR	40
chr5	176432837	176432987	id-84154	1	+	NA	NONE	39
chr5	176449781	176449931	id-84155	5.21e-08	+	CGGACGGGGTGCGCTTTGACCGCGAGAGGGCGCGC	V_CTCF_BR	40
chr5	176476415	176476565	id-84156	1	+	NA	NONE	11
chr5	176498945	176499095	id-84157	2.05e-09	+	AGTGCAATGACCCCATTAGCCACTAGGTGGAGTCA	Upstream_CTCF	40
chr5	176514049	176514199	id-84158	3.42e-08	+	GCCCGGGCTGCGCTCCCAGCCGCCAGGGGGCGAGA	V_CTCF_BR	40
chr5	176538964	176539114	id-84159	1.23e-10	-	TATGCACTTCCTGTGGCTGCCAGCAGGTGGCAACA	Upstream_CTCF	40
chr5	176540987	176541137	id-84160	2.89e-07	+	CATGCAATTCCCCAGCTAGTCACACGGTGGCGACA	Upstream_CTCF	40
chr5	176655892	176656042	id-84161	1	+	NA	NONE	9
chr5	176727363	176727513	id-84162	8.21e-05	-	AAACTGAAACCAGCCACTCCCAACAGAGGGAGAAA	V_CTCF_BR	35
chr5	176729472	176729622	id-84163	3.09e-05	-	GTGAACAGACCTCACTAGAACACTAGGGGCTGGGG	UpstreamP1_CTCF	36
chr5	176730635	176730785	id-84164	1.82e-06	+	CCGCAGCGCCGCGACTCCCGCGGGAGGGGGCTAGA	UpstreamP1_CTCF	40
chr5	176734240	176734390	id-84165	6.05e-06	+	GGCCCAAGAGGCTTCCTGTCCCCTTGGGGGCAGCA	V_CTCF_BR	15
chr5	176736796	176736946	id-84166	5.09e-10	+	TCAGCACATCCACTCCTGTCCACCAGGGGGCACTG	Upstream_CTCF	40
chr5	176740002	176740152	id-84167	3.11e-05	-	CCTGTCCCCAGATGTGGCCCCACCTGCTGGTGCTG	V_CTCF_BR	14
chr5	176744989	176745139	id-84168	4.7e-08	+	TCCAAAATCCCAGTGGTTGCCACTAGGTGGCACTC	V_CTCF_BR	40
chr5	176754955	176755105	id-84169	1	+	NA	NONE	15
chr5	176763284	176763434	id-84170	4.04e-08	-	CTGCTGCTCTGCGCAGAGCTCTGCAGGGGGCGCCA	UpstreamP1_CTCF	38
chr5	176794432	176794582	id-84171	8.21e-06	-	AGGCGCGAGGAGCCAGGTTCCCGCAGAGGGCGTCC	V_CTCF_BR	25
chr5	176796204	176796354	id-84172	2.67e-06	+	GGTGCCCTCACCTCCTTAGCCTCTAGGGGCACCCA	Upstream_CTCF	40
chr5	176797881	176798031	id-84173	8.03e-07	-	GCTGCAGCGCCTCCTGCAGCCGCTTGGTGGGCTTG	Upstream_CTCF	40
chr5	176805129	176805279	id-84174	4.68e-07	+	CAGGATCAGGAACTGCCCAACTCCAGGGGGCACCA	V_CTCF_BR	9
chr5	176809768	176809918	id-84175	2.66e-05	-	CTCGCGTTGAGAAAGGAACCCAGCAGGAGGAGCTG	V_CTCF_BR	39
chr5	176816656	176816806	id-84176	7.12e-06	-	CGGAAGCTGCAGTAGGTGGCCGGCAGGGAGCTCAG	UpstreamP1_CTCF	15
chr5	176817605	176817755	id-84177	4.89e-09	+	GGAGAAGTTCTCCTTTTCGCCACCAGGTGGTGCTG	Upstream_CTCF	40
chr5	176829595	176829745	id-84178	6.05e-06	-	CGGAGGAATATGCCAGCTTCCTGCAGGAGGCGCAG	V_CTCF_BR	37
chr5	176830309	176830459	id-84179	2.86e-06	+	GCGCAGCTGCCGTCCGCATCCTCCTGAAGGCGCAA	UpstreamP1_CTCF	19
chr5	176830823	176830973	id-84180	2.6e-07	+	AGTGAGCGGCCGTCAGCACCCAGCAGGGGGCGATG	V_CTCF_BR	40
chr5	176831487	176831637	id-84181	8.89e-06	+	CTTGCTCGGCAGTCACGTTCCGGTAGGTGGCCTCC	Upstream_CTCF	40
chr5	176873631	176873781	id-84182	1.73e-06	-	CCGCACCCCCAGCCACACGCCGCGAGGAGGCTGCC	UpstreamP1_CTCF	15
chr5	176874877	176875027	id-84183	2.47e-05	+	TGAGTAGCATGCAGGTTGGCCGGCAGGGAGGCACG	Upstream_CTCF	28
chr5	176879851	176880001	id-84184	6.49e-06	-	AATGCATTCCCATCCCTTCCCACCAGGGCCCTGGC	Upstream_CTCF	26
chr5	176881505	176881655	id-84185	3.41e-11	-	CGAGGGGAGCCGAGGCGGGCCAGCAGGGGGCGCGC	V_CTCF_BR	40
chr5	176882464	176882614	id-84186	1.82e-07	+	CAGGGGGCGATCCGGGCCGCCGGAAGTGGGCGGGC	V_CTCF_BR	40
chr5	176883461	176883611	id-84187	1.38e-08	-	AGGCCGCAGCACCTCCTTGCCACCAGGGGGCGTCC	V_CTCF_BR	40
chr5	176884689	176884839	id-84188	1.15e-08	+	CTGAAGTACCCCTCACTGGCCTGCAGGGGAAAGCA	UpstreamP1_CTCF	40
chr5	176890428	176890578	id-84189	1	+	NA	NONE	1
chr5	176897847	176897997	id-84190	3.4e-06	-	CTGGGGGCAGTGTCTGTCTCCAGGAGTTGGAGCTG	V_CTCF_BR	8
chr5	176915063	176915213	id-84191	4.68e-07	+	GCACGTCATAGCATGGTGGGCAGAAGATGGCGCCC	V_CTCF_BR	24
chr5	176916373	176916523	id-84192	4.38e-09	-	GGCAGCTGCCGGAGGGGTGCCAGGAGGGGGCAGCA	V_CTCF_BR	26
chr5	176918505	176918655	id-84193	7.33e-10	+	ACAACCCAACCCCCAGCCGCCAGCAGGGGGCGCGG	V_CTCF_BR	36
chr5	176921963	176922113	id-84194	2.78e-06	-	AGATGACTTTCAGATATGGCCTGTTGGGGGCACTC	V_CTCF_BR	40
chr5	176923187	176923337	id-84195	1.18e-05	-	ATGTAGTGGTACCTGCCTGCCACAAGGACTCCCAA	UpstreamP1_CTCF	40
chr5	176924803	176924953	id-84196	3.65e-07	-	GGTCCGCTTTCCTCTCCCTCCGCCAGCGGGCGGTG	V_CTCF_BR	32
chr5	176925148	176925298	id-84197	1	+	NA	NONE	5
chr5	176928071	176928221	id-84198	4.3e-11	-	GGAGCCTCAGGAGTCTCGGCCACCAGAGGGCGCTG	V_CTCF_BR	40
chr5	176934339	176934489	id-84199	7.44e-09	-	GCAGCACTACTCACAGCCACCAGAAGGTGGAAACA	Upstream_CTCF	40
chr5	176934986	176935136	id-84200	2.72e-05	-	GTGCCATGGAGAAAATGGACCGCCAGGGGAGCAGG	UpstreamP1_CTCF	1
chr5	176937408	176937558	id-84201	3.11e-05	+	TTCATTTAAAGCTTTGCTTCCTGCTGGGGGCGCCT	V_CTCF_BR	2
chr5	176939300	176939450	id-84202	4.3e-06	-	TCTGCAGTACACCGGATTGGCCGCACCGGGCGCTC	Upstream_CTCF	0
chr5	176944280	176944430	id-84203	9.62e-05	+	CTGCCGGCGGACAGTGCGTCCTCTAGGGCCGGGAG	UpstreamP1_CTCF	34
chr5	176948329	176948479	id-84204	9.25e-06	+	TCTGGCACCCAGGTCTCTTCCTCTAGGAGGCACTG	V_CTCF_BR	36
chr5	176952608	176952758	id-84205	1.85e-05	+	GATGCTATGTCTGGGTGTTACCAAAGAGGGCGGTG	Upstream_CTCF	27
chr5	176962255	176962405	id-84206	4.65e-06	+	AGGCAACGCTAAGTGAAAACCGGCGGGTGGCAGAC	UpstreamP1_CTCF	6
chr5	176973274	176973424	id-84207	1.59e-06	-	GACCAAGGTCCACACACTGCCCCCAGAGGGCTCAC	V_CTCF_BR	26
chr5	176980169	176980319	id-84208	1.64e-06	-	TCTGCAGACACTGCATCGGGCAGCAGGGGACTCTG	Upstream_CTCF	19
chr5	176981677	176981827	id-84209	2.12e-06	-	CCGCATTACACGCGTTCCTCCAGCAGGTTGCATCC	UpstreamP1_CTCF	38
chr5	176988368	176988518	id-84210	2.78e-09	+	CTGTTATGCCTGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr5	177003330	177003480	id-84211	1	+	NA	NONE	20
chr5	177026755	177026905	id-84212	1.03e-05	-	CTGCATCTCCGTCCTCTTTCCGAGGGGAGGCGGGA	UpstreamP1_CTCF	10
chr5	177028727	177028877	id-84213	2.38e-07	+	GGACTGCAAATCTGGTTTGCCACCTGGTGGCACCA	V_CTCF_BR	29
chr5	177034548	177034698	id-84214	1.76e-09	+	GGGGCAGTGCCTCTGGGGCCCAGCAGATGGAGCCC	Upstream_CTCF	40
chr5	177264504	177264654	id-84215	1.77e-05	+	AGTGCATACACAGGAAGAGCCAGAAGAGGGCCTGC	Upstream_CTCF	40
chr5	177361352	177361502	id-84216	4.71e-06	+	TTTTTATTTGCTATCTTGGCCAGAAGGGGGAGTTT	Upstream_CTCF	36
chr5	177409200	177409350	id-84217	1.55e-05	+	ATGGCCTCCAAGGAAGCAGCAGCCAGGAGGCGCCA	V_CTCF_BR	30
chr5	177489092	177489242	id-84218	9.81e-06	-	TTCTCAGACACAAATCCTAACGGCAGATGGCAGTG	V_CTCF_BR	40
chr5	177497071	177497221	id-84219	1.24e-05	-	TACTGAAACCTTCACACTGCCAGAGGGGGGTGCTG	V_CTCF_BR	40
chr5	177501721	177501871	id-84220	4.68e-05	+	CAGGAGCTGTGAACATTCACCCCTAGACGGTGCTG	UpstreamP1_CTCF	32
chr5	177502968	177503118	id-84221	2.01e-05	-	GTGTTGCTCACAGACGTCTCAACCAGACGGAGTCC	UpstreamP1_CTCF	14
chr5	177503237	177503387	id-84222	8.81e-07	+	GGCACTTGGCAAGCGTTGTCCTGCAGGGGGTGCTA	V_CTCF_BR	40
chr5	177504824	177504974	id-84223	1.69e-05	+	ATGCTTTTCCCTCCAGCAGACAGAAAGTGGATGTC	UpstreamP1_CTCF	10
chr5	177535067	177535217	id-84224	6.19e-06	-	ATTCAGGACTGTTTTCTAACCAGGAGGAGGAGCTG	UpstreamP1_CTCF	6
chr5	177540186	177540336	id-84225	1	+	NA	NONE	12
chr5	177540637	177540787	id-84226	4.01e-05	+	CTTGCAGGAGGGTTCAAATCCGCGCGGGGGAGCTG	Upstream_CTCF	13
chr5	177547983	177548133	id-84227	8.61e-08	+	CAGGTGGAGCTCTGAGTCGCCTCTAGGGGGCAGGG	V_CTCF_BR	40
chr5	177569010	177569160	id-84228	7.17e-05	+	AGGGATGTGCCATGTTTTTCCACTAGCTGATGGAC	Upstream_CTCF	1
chr5	177573107	177573257	id-84229	2.46e-08	-	TCTGCCCAGTGGCTGCTGTCCAGCAGGTGGCAGTA	V_CTCF_BR	40
chr5	177575096	177575246	id-84230	1	+	NA	NONE	5
chr5	177578562	177578712	id-84231	1.31e-05	-	GCGCTTAACAGAAGGGGAGCCAGCAGAGGGCCCAG	V_CTCF_BR	29
chr5	177591288	177591438	id-84232	5.61e-08	-	CTGGCGATTCCACACTGCTCCACGAGGTGGCGGTA	Upstream_CTCF	40
chr5	177604636	177604786	id-84233	3.31e-06	+	GAGCAGTGACACCCAAAACAAGGCAGAGGGCAGTC	UpstreamP1_CTCF	6
chr5	177624092	177624242	id-84234	2.68e-05	+	TGGACAGTGCCTGCCTCATCCGCTGGGGGTCACTG	Upstream_CTCF	39
chr5	177635633	177635783	id-84235	3.56e-05	-	CAGTCAATTTCCTTTCTGTCCACTGGGGGTGGAAT	Upstream_CTCF	39
chr5	177650340	177650490	id-84236	5.28e-05	+	CAGTCCATCCTCCACATGGCCACCAGGGTGATGAT	Upstream_CTCF	25
chr5	177650779	177650929	id-84237	1	+	NA	NONE	3
chr5	177659185	177659335	id-84238	2.81e-05	+	CGTCTCCTGAACTGGGCGGCCTGGAGACGGCGCTG	V_CTCF_BR	28
chr5	177662139	177662289	id-84239	1.19e-06	+	CGGGATACAAGGTATGAGACCGCAAGGGGGCAGCA	V_CTCF_BR	40
chr5	177674862	177675012	id-84240	1.21e-06	-	CCTGCTCACCAGACTCTGCCCTCTGGGGGGCAGGA	Upstream_CTCF	7
chr5	177707067	177707217	id-84241	1.82e-07	+	TCTCGTGCCCGGCCAGGGAACACTAGAGGGCGCGC	V_CTCF_BR	40
chr5	177711195	177711345	id-84242	5.09e-10	+	CCTGCAATTCCAACCTTTACCACGAGGTGACAGGA	Upstream_CTCF	40
chr5	177733381	177733531	id-84243	2.34e-06	-	CTGTCCTTCCTTGGCAGAGCCGCCAGGAGGAGACT	UpstreamP1_CTCF	6
chr5	177761344	177761494	id-84244	2.47e-05	+	TTTGTGGGCAGGAAGGGGGCCACCGGGCGGCACCG	Upstream_CTCF	0
chr5	177801933	177802083	id-84245	2.27e-05	+	AGAAGCATACGTATAACAGCCAAAAGGTGGCGACA	V_CTCF_BR	3
chr5	177824243	177824393	id-84246	7.9e-07	+	ATGCTGCGTTAGCAAGACGCAAGGAGGGGGCGCTC	UpstreamP1_CTCF	1
chr5	177844397	177844547	id-84247	1.28e-06	+	GCTGTGCTTCCGATCACTGCCCAAAGGGGGAAATC	Upstream_CTCF	7
chr5	177845705	177845855	id-84248	2.34e-06	+	CAGCACCCTCTGCTTGTCGGCACTGGGAGGCAGGC	UpstreamP1_CTCF	2
chr5	177861953	177862103	id-84249	8.64e-05	+	CTCGCTCGATTTCCAGCCAGCACCGGATGCAGGCG	Upstream_CTCF	5
chr5	177871011	177871161	id-84250	1	+	NA	NONE	4
chr5	177888237	177888387	id-84251	3.2e-08	+	GCTGTAATGGCTGTTTCCACCACAAGGGGCAGCCG	Upstream_CTCF	40
chr5	177892642	177892792	id-84252	2.53e-05	+	GAACAGAAGAGCAAAGTCCCCGCGGGGTGGCGGTC	V_CTCF_BR	0
chr5	177978192	177978342	id-84253	2.38e-07	-	TCTGGAGATGTTCTTGTGACCACTAGATGGAGCCC	V_CTCF_BR	37
chr5	178012605	178012755	id-84254	1.85e-05	+	GCTGGGGTAACACTCCACAGCCCTGGATGGCGCTG	Upstream_CTCF	17
chr5	178016967	178017117	id-84255	4.7e-06	+	AGCGCGGCCGCCTGGACACCCAGCAGCAGGCAGGC	V_CTCF_BR	21
chr5	178017754	178017904	id-84256	1.54e-05	-	GCGCAGAGGTCGCTTTCCGCCACGAAGCGGCGCTA	UpstreamP1_CTCF	38
chr5	178019067	178019217	id-84257	3.22e-05	+	CAGCACTCTGCGGGTATTGACAGTGGGAGGCCATT	UpstreamP1_CTCF	2
chr5	178054020	178054170	id-84258	1	+	NA	NONE	2
chr5	178153615	178153765	id-84259	5.17e-06	-	TCTGTAGTTTGCTTGTCTCCCAACAGGGAGCTTCA	Upstream_CTCF	7
chr5	178157766	178157916	id-84260	5.55e-07	+	GCTGTTACGCGCCCACATGCCACAAGAGGGCCCCT	Upstream_CTCF	40
chr5	178194647	178194797	id-84261	7.23e-07	+	TGTGTCACATCCAAGCTGACCTCCAGAGGGCCCTC	Upstream_CTCF	10
chr5	178214493	178214643	id-84262	3.88e-06	-	CACTGCACTCCAGCCTGCGGCACCAGAGGGAGACG	V_CTCF_BR	8
chr5	178220286	178220436	id-84263	1.26e-07	+	CAGAGCATGTTGGGCACGGGCACCAGGGGGAGCCA	V_CTCF_BR	25
chr5	178245162	178245312	id-84264	1.41e-05	-	GCTCCGTTCCCTCAGGACCCCACTGGGTGCCGCTG	UpstreamP1_CTCF	6
chr5	178257661	178257811	id-84265	8.21e-06	+	CTCACAGCTGGCTCAGATGCCAGCAGGAGGAGGGC	V_CTCF_BR	4
chr5	178258176	178258326	id-84266	1.55e-07	+	CCGCACCTAGTCATGCTGGCCACTGGGTGGCAAGG	UpstreamP1_CTCF	10
chr5	178266477	178266627	id-84267	1.39e-07	-	TGAGGCCAGCATGCACTGACCACCAGGAGGCACTG	V_CTCF_BR	35
chr5	178286803	178286953	id-84268	1.13e-05	-	GTGTAGTTCCACGCGTTTGAGGCGAGGTCGCAGCT	UpstreamP1_CTCF	28
chr5	178326459	178326609	id-84269	1	+	NA	NONE	4
chr5	178368189	178368339	id-84270	1	+	NA	NONE	5
chr5	178435776	178435926	id-84271	8.21e-06	+	ATAATTCCAATTATCATTCCCTCTAGGGGGCACTA	V_CTCF_BR	26
chr5	178570577	178570727	id-84272	3.28e-05	+	GATTGGGGGCCTTATAAAAGCGCCAGAGGGAGCTA	V_CTCF_BR	26
chr5	178594164	178594314	id-84273	1.77e-05	-	CCGGCCCTTCCTCTGCCCGCCCCGCGCGGGGGGCA	Upstream_CTCF	38
chr5	178614219	178614369	id-84274	4.51e-05	+	ACCGCAGTTCCTGGCGTGACCTCCAGGCCAGGAGG	Upstream_CTCF	26
chr5	178621849	178621999	id-84275	1	+	NA	NONE	0
chr5	178639968	178640118	id-84276	1.55e-05	-	CAGTGTGGCTGTGCAGGAGGCAGATGGGGGCAGAA	V_CTCF_BR	20
chr5	178655774	178655924	id-84277	4.41e-06	+	GGAAGCCCGGTGCTCCTTCCCAGAGGAGGGAGCCG	V_CTCF_BR	9
chr5	178688387	178688537	id-84278	3.67e-07	-	GAGCCCTGGCCCTGAGCAGCCATCAGGGGGCACCT	UpstreamP1_CTCF	33
chr5	178694188	178694338	id-84279	1.67e-07	+	GGGGAAGGGCTGGCTGTGGGCTGCAGGTGGCAGCC	V_CTCF_BR	16
chr5	178701416	178701566	id-84280	1.61e-09	-	GGCAGGTGCCGGGGGCTGCCCACCAGAGGGCACAC	V_CTCF_BR	31
chr5	178703324	178703474	id-84281	1.08e-05	+	CAGGAATTAACCCTGGGGGGCGGCAGCGGGCAAGC	UpstreamP1_CTCF	8
chr5	178703906	178704056	id-84282	2.83e-07	+	CAGTTTGGGGTCTCCCTGACCAGCAGGGGTCAGGC	V_CTCF_BR	30
chr5	178721942	178722092	id-84283	9.41e-05	-	GTGGAAACAATGATCCATGCGGCCAGTGGGAACCC	V_CTCF_BR	12
chr5	178750085	178750235	id-84284	1.7e-05	-	CTGGCTGGCTCGGTGCCTGCCTCTCGAGGGCACCA	Upstream_CTCF	5
chr5	178753334	178753484	id-84285	4.43e-05	-	ACCGGCCTGGGATGTGTTGCCAGTGGAGGCCGTTA	V_CTCF_BR	3
chr5	178769813	178769963	id-84286	2.97e-06	-	GCTCTGGGAAGCTCTGCTTCCTGGAGAGGGCAGGA	V_CTCF_BR	27
chr5	178771055	178771205	id-84287	5.93e-06	+	GCGTCAGTGCGCACGGGCACCGCCAGGATGCGCTC	Upstream_CTCF	31
chr5	178772625	178772775	id-84288	8.58e-06	+	TCGCAGCGAAGCAGAGACACCCCGAGGCGGCGGCA	UpstreamP1_CTCF	6
chr5	178789447	178789597	id-84289	2.81e-05	-	CTCTGGCGATCTCTCACGGTCTGAAGGAGGCGCTA	V_CTCF_BR	6
chr5	178831420	178831570	id-84290	9.49e-08	-	CCCGCTGTGTGTGGCGTGACCAGCAGAGGCCAGCA	V_CTCF_BR	33
chr5	178859620	178859770	id-84291	6.04e-07	-	CTGGAGGTGGGGAACTTGACCTGCAGGGGGCTGCT	UpstreamP1_CTCF	6
chr5	178921157	178921307	id-84292	2.58e-07	-	ATTGCAATAATTAAAGATGACACGAGGTGGCACCA	Upstream_CTCF	40
chr5	178923011	178923161	id-84293	1	+	NA	NONE	23
chr5	178931924	178932074	id-84294	8.99e-05	-	AGTGAGGCCCAGGGTGCAAACTCAGGGAGGCGCTG	V_CTCF_BR	2
chr5	178946560	178946710	id-84295	1	+	NA	NONE	24
chr5	178957750	178957900	id-84296	4.3e-06	-	GAAGCACCCGCCCATTGTCCCCGGAGAGGGCGCCC	Upstream_CTCF	27
chr5	178979516	178979666	id-84297	1	+	NA	NONE	12
chr5	179012880	179013030	id-84298	1.48e-06	-	CTAGCAAGTCCCCTTCCTACCAGCAGGAAGCTCTG	Upstream_CTCF	3
chr5	179049795	179049945	id-84299	2.6e-06	+	GAGTGTAGTCGCCCGCGCCTCGCCAGGGGGCGCCC	V_CTCF_BR	36
chr5	179078125	179078275	id-84300	6.43e-06	-	GCAAAGACGCTCAGTCTGGCCAGGAGGGGGTGACT	V_CTCF_BR	1
chr5	179095505	179095655	id-84301	3.73e-06	-	AAGGCAATGCAGAATGTGGACGTGAGGGGGCACTG	Upstream_CTCF	40
chr5	179105622	179105772	id-84302	5.08e-05	+	GCCGCAGCCGTCGGGATCACCTCGGGGTTGCGCTG	Upstream_CTCF	19
chr5	179106196	179106346	id-84303	1	+	NA	NONE	33
chr5	179177009	179177159	id-84304	5.01e-06	-	CAGGTGCACACTGGCAGTGCAAGGAGAGGGCAGCA	V_CTCF_BR	12
chr5	179190251	179190401	id-84305	2e-06	+	TGTGCGTGGTTCCCTTCCACCCCTAGGTGGCAGGA	Upstream_CTCF	40
chr5	179195889	179196039	id-84306	6.82e-05	-	TGCTGCTTCATTACAGCGGCCTGTTGCTGGCTGCT	V_CTCF_BR	33
chr5	179219915	179220065	id-84307	5.38e-05	+	TCCAGGCAGGGCGAGGGGGGCGGCCGGGGGCGCTC	V_CTCF_BR	0
chr5	179223211	179223361	id-84308	7.55e-07	-	GCGCAGCCAGCGCCACCAGCAGCCAGAGGGCGCGC	V_CTCF_BR	39
chr5	179228922	179229072	id-84309	5.96e-07	+	GCAGGTGGTAGGCAAGCCGTCACGAGGGGGCGGTC	V_CTCF_BR	39
chr5	179232740	179232890	id-84310	1	+	NA	NONE	4
chr5	179234960	179235110	id-84311	3.81e-05	-	AGGCGCTGCCCAAAGCCTGCCCAGAGGCGGCGCTG	UpstreamP1_CTCF	5
chr5	179244306	179244456	id-84312	1.74e-08	-	TCCATGCCGGGGGACATGGCCACTTGGGGGCGGCC	V_CTCF_BR	16
chr5	179253041	179253191	id-84313	9.78e-07	-	TGGCAGTCACGCCCTGTAGCCACAGGAGGCAGCAG	UpstreamP1_CTCF	18
chr5	179254799	179254949	id-84314	1.47e-05	-	GCTTACCCTACACACACTGCCACCGGGAGGCAGCT	V_CTCF_BR	12
chr5	179259524	179259674	id-84315	1.21e-06	-	CATGCAGGACACGGGCCACACGGCAGGTGGGGCCA	Upstream_CTCF	0
chr5	179261023	179261173	id-84316	1	+	NA	NONE	1
chr5	179263799	179263949	id-84317	3.71e-05	+	AGCGCGCTCCTGACCCCTCCCTGCAGGGGCTACGT	Upstream_CTCF	16
chr5	179265183	179265333	id-84318	2.81e-06	+	GGCTCCATTCTGCTACCTCCCACCGGGGGGCAGCT	Upstream_CTCF	31
chr5	179279574	179279724	id-84319	4.41e-06	+	TCCACAGTGAGCACAAAGGCCTGAAGAGGGAGCAA	V_CTCF_BR	7
chr5	179285266	179285416	id-84320	1	+	NA	NONE	3
chr5	179285927	179286077	id-84321	1	+	NA	NONE	27
chr5	179293803	179293953	id-84322	7.73e-06	+	CATTATCCCCCATGTGAAACCACCAGGTGGCATTA	V_CTCF_BR	29
chr5	179297652	179297802	id-84323	3.8e-08	+	GAGACAGAGTCCTTGGCAGCCTGCAGGGGGCAGAG	V_CTCF_BR	33
chr5	179305254	179305404	id-84324	3.18e-06	+	AGGCATAGGCAGTCAGCACCCGCCGGAGGGCAGCA	V_CTCF_BR	0
chr5	179319353	179319503	id-84325	1	+	NA	NONE	10
chr5	179320685	179320835	id-84326	5.01e-06	-	TTCACACCTCCGTGCGCTCCCACTTGGGGGAGCTG	V_CTCF_BR	1
chr5	179334880	179335030	id-84327	3.73e-09	-	GTGCGGGAGCGCCACACGCCCGCCAGGGGGCGCCG	UpstreamP1_CTCF	33
chr5	179335759	179335909	id-84328	1.46e-07	+	CCTGGTCTCCCAGTGTTGGCCTGCAGGGGCAGCGC	Upstream_CTCF	36
chr5	179402300	179402450	id-84329	2.2e-06	-	AGTGTCCTTGGCCCTCTACCCACTAGGTGTCAGTA	Upstream_CTCF	40
chr5	179413414	179413564	id-84330	5.13e-05	+	ATTGAAAACTATGTGAGAACCACAAGAGGTCACTT	V_CTCF_BR	6
chr5	179417647	179417797	id-84331	3.12e-08	-	CTGTCACGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	25
chr5	179449040	179449190	id-84332	1.82e-06	+	GCGCTCTTTTCAGTGTACACCACCAGGCGGCCGAG	UpstreamP1_CTCF	7
chr5	179517556	179517706	id-84333	4.4e-10	-	GTCGCCGGCCCGCGCCGAACCGCCAGGGGGCGCCC	V_CTCF_BR	40
chr5	179518307	179518457	id-84334	3.91e-06	-	ACAGTAGAACCATCATCCAGCAGTTGGTGGCGCCT	Upstream_CTCF	38
chr5	179524582	179524732	id-84335	2.73e-07	+	ATGGCTTTACCCAGCAGGGCCTGCAGAGGGCCGGG	Upstream_CTCF	8
chr5	179544234	179544384	id-84336	4.38e-08	+	GGTGGAGGGCCAAGAAGGCCCGGCAGGTGGCACAA	Upstream_CTCF	24
chr5	179554146	179554296	id-84337	1.05e-08	+	CCCGCGCTTCCCCGCGTGGCCGCTGGAGGGCACCG	Upstream_CTCF	40
chr5	179563985	179564135	id-84338	2.18e-07	+	AGGCCAGCCCCGGGAAGCGGCAGCAGAGGGCGGGA	V_CTCF_BR	0
chr5	179583207	179583357	id-84339	1.69e-05	+	CTGCCCCTGCTGGACGGAGGCTCCAGGAGGTGAGC	UpstreamP1_CTCF	10
chr5	179588515	179588665	id-84340	9.4e-06	-	CTGCAGCGCCGCCCTCACAGCCCCGGATCCCAGTC	UpstreamP1_CTCF	3
chr5	179589070	179589220	id-84341	4.14e-05	+	CTGGGTTGTCTAGCACTGGCCTGCAGAGGGGGTGT	UpstreamP1_CTCF	25
chr5	179628359	179628509	id-84342	3.86e-08	+	GGTGCACTTCATAACAACAACAGGAGAGGGCGCTC	Upstream_CTCF	38
chr5	179635689	179635839	id-84343	7.27e-06	+	AGAAGCTTGCTCCTCGCGCCCAGCAGGGGCTGGCG	V_CTCF_BR	36
chr5	179636149	179636299	id-84344	7.42e-09	-	GCTCCGCGCTGCCTGAGTGCCACGAGGGGGCGCAG	V_CTCF_BR	37
chr5	179643398	179643548	id-84345	3.29e-05	+	GCGGCTGCCGTGAACGTCGGCAGGAGGTGCTGCAG	Upstream_CTCF	0
chr5	179711252	179711402	id-84346	1.3e-07	+	CTGTGCTGCCACCATCCGTCCAGCACAGGGCTCCC	UpstreamP1_CTCF	0
chr5	179718605	179718755	id-84347	1.19e-06	+	CGGGGCTGCTGACAGCCGGGCGGAAGGGGGCGCCT	V_CTCF_BR	39
chr5	179720615	179720765	id-84348	1.48e-06	+	AGCATGGTGTCCCCCTTGGCCACCAGAGGGAGTTT	V_CTCF_BR	38
chr5	179723958	179724108	id-84349	1	+	NA	NONE	19
chr5	179740896	179741046	id-84350	5.52e-05	-	GAGCGCGGCACTGAGAGGGCCCCTGGGCGGCAGGC	UpstreamP1_CTCF	6
chr5	179742798	179742948	id-84351	5.46e-12	-	CATGCAGTGCCCATGCTGCCCAGCAGGGGGAGGTG	Upstream_CTCF	40
chr5	179745610	179745760	id-84352	1.85e-07	+	CTGCAGCCCCGCCCTGGTGGCCACAGAGGGCAGGA	UpstreamP1_CTCF	7
chr5	179751155	179751305	id-84353	8.21e-05	-	GGACAGCTCCGCCTGCCTGCATGCTGTGGGCGACA	V_CTCF_BR	6
chr5	179755766	179755916	id-84354	1.28e-06	-	TATCATCGTCACGGAAGCCCCGCCAGGTGGCGCTG	V_CTCF_BR	40
chr5	179759328	179759478	id-84355	3.28e-05	-	TAATAGGGAATCTTTCTGTCCTCTAGGGGGAGAGG	V_CTCF_BR	32
chr5	179768705	179768855	id-84356	2.23e-06	+	GTGCAGTTCAGGCCCTTCTCCGGCAGGGCCAAAGT	UpstreamP1_CTCF	1
chr5	179779484	179779634	id-84357	2.97e-06	-	CCCGAACCTCGGCCCGAAGCCACGAGAGGGAGTCC	V_CTCF_BR	20
chr5	179798324	179798474	id-84358	1.82e-07	+	TCAAGGGCCCTCGAGGTGGCCACCAGCTGGTGCGG	V_CTCF_BR	3
chr5	179816437	179816587	id-84359	6.82e-05	+	TATTTCCTTCTGGGAGCGCCCTCGGGCGGGCTCTC	V_CTCF_BR	0
chr5	179817936	179818086	id-84360	8.79e-07	-	TTGTAGTTCCACGAAGCCACAGGCGGGTGGTGCTG	UpstreamP1_CTCF	18
chr5	179821335	179821485	id-84361	8.59e-05	-	GGAATGGTCCTGGTGGTCCTCCGCTGGGGGCGCTG	V_CTCF_BR	0
chr5	179841202	179841352	id-84362	7.16e-08	+	CATTCAGGTCCCAGATTGGCCACTGGGTGCCGCAC	Upstream_CTCF	5
chr5	179857671	179857821	id-84363	1	+	NA	NONE	8
chr5	179867526	179867676	id-84364	1	+	NA	NONE	7
chr5	179898083	179898233	id-84365	3.67e-09	-	GGTGTAATGTACATGATGACCACCAGGTGGTGCCA	Upstream_CTCF	40
chr5	179911593	179911743	id-84366	1.24e-05	-	GGTCGGGTGTGTGGTGTGAGAGGCAGGGGGCGCTG	V_CTCF_BR	32
chr5	179918618	179918768	id-84367	2.72e-05	-	TTGTGTGTGGCCCCTTTCCCCAGCAGGAGGTGATC	UpstreamP1_CTCF	13
chr5	179968824	179968974	id-84368	3.45e-05	-	TCACAATAGTGCCTGTAAACAGCCAGGGGGCACTG	V_CTCF_BR	19
chr5	179985435	179985585	id-84369	1	+	NA	NONE	1
chr5	179988815	179988965	id-84370	1	+	NA	NONE	12
chr5	180017992	180018142	id-84371	1.1e-06	+	TGCAGGGTCACCGGAGTGGCCTGAGGGTGGCGGAA	V_CTCF_BR	1
chr5	180032647	180032797	id-84372	1.38e-06	+	CACGTCCCGTATCATCCTGCCACCAGGGGCCAGCT	V_CTCF_BR	12
chr5	180033060	180033210	id-84373	1.63e-09	-	ACTGCACCACCCTGTATCGGCAGCAGAGGGCACTG	Upstream_CTCF	40
chr5	180038255	180038405	id-84374	1.18e-05	-	CTGCAGCGCCACAGCCTGGCCGCCAGGTCAGCTGT	UpstreamP1_CTCF	8
chr5	180046029	180046179	id-84375	1.18e-05	+	TTGCAGAACTCCACGATCACCATGAGGGGGCCTGC	UpstreamP1_CTCF	26
chr5	180046291	180046441	id-84376	2.74e-08	-	CGGTGTGAGGCCCGTGTCCCCTCCAGAGGGCGCCA	V_CTCF_BR	37
chr5	180075934	180076084	id-84377	1.26e-07	-	GCCTCCGCTCGCGGTCGGTCCCCCAGAGGGCGCTC	V_CTCF_BR	24
chr5	180097687	180097837	id-84378	1	+	NA	NONE	39
chr5	180100392	180100542	id-84379	2.01e-05	+	TGAGGCCAGCATGCGCTGACCACCAGGAGGCCCTG	Upstream_CTCF	18
chr5	180110382	180110532	id-84380	1	+	NA	NONE	7
chr5	180145830	180145980	id-84381	2.78e-06	-	TCCAGCAAAACACAAAGTTCCAGCAGGTGGAGCTG	V_CTCF_BR	40
chr5	180159432	180159582	id-84382	2.04e-05	+	GAATGGGAGACCTTCCCTTCCGGAAGGGGGCGACT	V_CTCF_BR	2
chr5	180211617	180211767	id-84383	3.36e-07	+	GGCCGAGGACTCCCAGCTGTCAGTAGAGGGCAGCC	V_CTCF_BR	40
chr5	180214279	180214429	id-84384	1	+	NA	NONE	7
chr5	180214868	180215018	id-84385	1	+	NA	NONE	2
chr5	180217125	180217275	id-84386	1	+	NA	NONE	31
chr5	180226305	180226455	id-84387	2.27e-06	-	TGAAAGGATGTGTGGGTGGCTGGCAGGTGGCGCTG	V_CTCF_BR	38
chr5	180227379	180227529	id-84388	8.21e-05	-	ATGTGAGAGAATGTGAGAGCCTCTAGGGGCATCTG	V_CTCF_BR	20
chr5	180227664	180227814	id-84389	1	+	NA	NONE	36
chr5	180230356	180230506	id-84390	5.08e-05	+	CAGCAGGGGAGGCCCACCAGCCCTAGGCGGGAAGG	UpstreamP1_CTCF	30
chr5	180240551	180240701	id-84391	1.55e-05	+	AGTTACTCCACCTAGAGGACCAGCAGGTGGAGTCT	V_CTCF_BR	21
chr5	180243970	180244120	id-84392	9.84e-05	+	AGAATTTGAAACCTTCCTGACGCCAGGAGGCTGAG	V_CTCF_BR	9
chr5	180250069	180250219	id-84393	1	+	NA	NONE	9
chr5	180258532	180258682	id-84394	1.96e-08	+	CGCGGCTGCGGAGAGAGGCCCAGCAGGGGGCGGGG	V_CTCF_BR	37
chr5	180275995	180276145	id-84395	4.94e-06	-	TTATCAATCATAAAAGTGTCCACCAGGGGAAGCAG	Upstream_CTCF	13
chr5	180287741	180287891	id-84396	1.1e-05	+	TCCTAGAGTACCAAACTTAACTGCAGAGGGAGCAC	V_CTCF_BR	40
chr5	180288244	180288394	id-84397	4.5e-06	-	CGAGTCAGTCCTCCAGCGTCCCAGAGAGGGCGCGG	Upstream_CTCF	19
chr5	180290993	180291143	id-84398	1.84e-07	+	ACAGCACTGCTCTAGGAGGCCAATAGGTGCAGCAG	Upstream_CTCF	6
chr5	180296105	180296255	id-84399	1	+	NA	NONE	40
chr5	180470363	180470513	id-84400	8.02e-08	+	CTGCCCCAATCCCCTGTCCCCAGGAGGTGGCAGCC	UpstreamP1_CTCF	21
chr5	180472348	180472498	id-84401	2.91e-05	-	GGTGCTGGAGCGACGTGCAAAGGTAGGGGGAGCTG	Upstream_CTCF	7
chr5	180515376	180515526	id-84402	4.34e-07	-	CTGTGGCGATAAGTCCCGTCCAGCAGGGGCAGACC	UpstreamP1_CTCF	39
chr5	180533948	180534098	id-84403	1	+	NA	NONE	0
chr5	180538191	180538341	id-84404	6.67e-08	+	CTGCAACAGCCCCCTCCCTACTGCAGGGGGCTCTC	UpstreamP1_CTCF	5
chr5	180548946	180549096	id-84405	8.19e-06	+	CTGTGTGGACACTGAATGGCCACAGGAGGGACCTG	UpstreamP1_CTCF	20
chr5	180559728	180559878	id-84406	9.71e-06	+	CCTGAGCTGCCAATTGCCAGCACCGGGTGGTGAGT	Upstream_CTCF	0
chr5	180565323	180565473	id-84407	9.62e-08	+	CTGAAGTAGCAGCTGGGAACCAGCAGAGGGTGAGA	UpstreamP1_CTCF	15
chr5	180569108	180569258	id-84408	7.44e-05	+	TCTGTAGATTGGTTAAGTTTCAGTAGGAGGAGACA	Upstream_CTCF	2
chr5	180578292	180578442	id-84409	6.21e-05	-	GCATCGCCTGCAACTTAAGCCAGATGGTGTCAGTC	V_CTCF_BR	9
chr5	180586398	180586548	id-84410	3.09e-07	+	CACCCAGGAAAACCAACGGCCACAGGAGGGCAGCA	V_CTCF_BR	40
chr5	180590114	180590264	id-84411	6.8e-06	+	ATGGAATTACAGGTGTCAGCCACCAGGCGAGGCCA	UpstreamP1_CTCF	0
chr5	180590642	180590792	id-84412	9.26e-05	-	CAGTGGGCCTGGGGGTTGAACAGCAGGGGCGCGCT	UpstreamP1_CTCF	7
chr5	180594969	180595119	id-84413	4.14e-06	-	ATCTCATTTTTTTGAGACACCGGCAGGGGGCAGTA	V_CTCF_BR	39
chr5	180600200	180600350	id-84414	1.41e-05	-	CAGTAGGCACGGGGGTTGAACAGCAGGGGCGCGCT	UpstreamP1_CTCF	21
chr5	180609039	180609189	id-84415	2.18e-07	+	CCTTCACCTCCGCCTACAGGCAGGAGATGGCGCCA	Upstream_CTCF	40
chr5	180611274	180611424	id-84416	1	+	NA	NONE	38
chr5	180614942	180615092	id-84417	1.03e-05	+	TCTCTTTGTGCCGCTGTGACCACCAGGTGGACATA	UpstreamP1_CTCF	38
chr5	180616104	180616254	id-84418	1	+	NA	NONE	19
chr5	180617880	180618030	id-84419	1	+	NA	NONE	37
chr5	180618856	180619006	id-84420	1.97e-06	+	CACGGAACGGCCGTTAGTCCCGGCAGAGGGCTCCG	V_CTCF_BR	7
chr5	180630019	180630169	id-84421	1	+	NA	NONE	1
chr5	180631094	180631244	id-84422	2.68e-05	+	GAGGTCCTCTCACTCAGTTCCACGAGGTGGGGACT	Upstream_CTCF	17
chr5	180638349	180638499	id-84423	8.61e-08	-	GCGGGGAGGGTCCTTCTCCCCTCCAGGTGGCACCC	V_CTCF_BR	9
chr5	180644612	180644762	id-84424	1	+	NA	NONE	35
chr5	180650040	180650190	id-84425	1	+	NA	NONE	30
chr5	180668555	180668705	id-84426	1.93e-05	+	TGGTATGGCCCACAAATCGCCTCGTGGTGGTGCCC	V_CTCF_BR	20
chr5	180671866	180672016	id-84427	1	+	NA	NONE	6
chr5	180673495	180673645	id-84428	9.84e-05	-	TTAGTGAAAGAGAACCGGGCCGGGAGACGGCGGCA	V_CTCF_BR	14
chr5	180689026	180689176	id-84429	3.45e-05	+	CACTCCTCCCTGGGGAGGGAGGGCTGGGGGCGCTG	V_CTCF_BR	23
chr5	180694439	180694589	id-84430	1	+	NA	NONE	15
chr5	180700473	180700623	id-84431	1.17e-05	+	GCCGCTCCCAGGCGGCGCGCCGGCAGGTGGGGCTG	V_CTCF_BR	10
chr5	180710207	180710357	id-84432	5.51e-07	-	CCTCACCTTGTCATGCTGGCCACTGGGTGGCAGGG	V_CTCF_BR	7
chr5	180711260	180711410	id-84433	1	+	NA	NONE	14
chr6	148585	148735	id-84434	7.27e-11	-	CCTGTAGTGCCCCCAGGGGCCAGAAGAGGGCGTGC	Upstream_CTCF	0
chr6	148828	148978	id-84435	9.39e-07	-	CCTGCCTAGTCCCCATCTGCCTGCAGGTGGCGTGC	Upstream_CTCF	0
chr6	157271	157421	id-84436	2.38e-07	+	TCCCAGTGCCTGCCAGGATCCACTAGAGGGCAGAG	V_CTCF_BR	38
chr6	168993	169143	id-84437	3.91e-06	-	ATTGTGATTTTTAGTATTATCACTAGAGGGCGCTT	Upstream_CTCF	39
chr6	188916	189066	id-84438	1.48e-06	+	CTGTCCAGTGGCCAGGGACCCGCTAGAGGGAGCCA	V_CTCF_BR	39
chr6	190708	190858	id-84439	1	+	NA	NONE	28
chr6	217174	217324	id-84440	7.8e-08	+	CTTCCCATCCCTCCCACCACCACCAGGGGGCTCGG	V_CTCF_BR	40
chr6	218169	218319	id-84441	9.51e-07	+	GCTGGGGAGGCCCCGGGGACAGCCAGGGGGCAGAC	V_CTCF_BR	5
chr6	224371	224521	id-84442	2.11e-06	+	TGGGAGCCTGTGGGCACGGTCAGCAGGGGGCGTGG	V_CTCF_BR	1
chr6	227335	227485	id-84443	2.4e-05	+	AGGCTTTAGAGAGCCTCTCCCAGAAGATGGAGACA	V_CTCF_BR	15
chr6	234881	235031	id-84444	2.27e-06	-	GAGGGGCTGTTCTTGTTTACCAGCAGAGGGAGAGG	V_CTCF_BR	4
chr6	292466	292616	id-84445	5.74e-05	+	CGCTAGCGTTCGCCTTCAGCCACCATGGGGAATGG	UpstreamP1_CTCF	17
chr6	296212	296362	id-84446	1	+	NA	NONE	10
chr6	303979	304129	id-84447	5.28e-05	+	ACTGTCATCCTGGCCTGGGGCTGGGGAGGCAGCAG	Upstream_CTCF	27
chr6	322334	322484	id-84448	4.99e-07	+	AGTGCAGTCCTTGGGGTTCCCTGCAGGGGCGCCTC	Upstream_CTCF	15
chr6	328202	328352	id-84449	1	+	NA	NONE	8
chr6	330119	330269	id-84450	1.01e-05	-	GCTGCTAATAAACATGTCACCACTAGAAGCCCCGG	Upstream_CTCF	12
chr6	331862	332012	id-84451	1	+	NA	NONE	4
chr6	351408	351558	id-84452	4.14e-06	+	TTTTAGAGGCTATTGTTTGCCTCCAGAAGGCGCTA	V_CTCF_BR	10
chr6	351806	351956	id-84453	6.05e-06	+	TGAACTCATGAGCTGGTTGACTGTAGGTGGCAGAC	V_CTCF_BR	5
chr6	373984	374134	id-84454	4.1e-06	-	AAAGCAATTCCAGCTTCTGCCAGCCTGGGGAGCCT	Upstream_CTCF	27
chr6	382986	383136	id-84455	4.71e-06	-	ACCTCCATGCGGCACCTGCCCACCAGGGGCAGCCT	Upstream_CTCF	5
chr6	389653	389803	id-84456	5.65e-05	+	AATATGGCAAATGAGTAAACCAGAAGATGGCGTTG	V_CTCF_BR	8
chr6	391159	391309	id-84457	1	+	NA	NONE	11
chr6	408826	408976	id-84458	1	+	NA	NONE	24
chr6	424187	424337	id-84459	1	+	NA	NONE	0
chr6	424863	425013	id-84460	2.01e-05	-	CTGCTGTGCCCGCTTTTCGCCTTTGGGTGCGCAGG	UpstreamP1_CTCF	1
chr6	453316	453466	id-84461	1.77e-05	+	CCAGCGCTGCCTCCACGGGCCAGTAGGGCAGGGAC	Upstream_CTCF	4
chr6	524935	525085	id-84462	6.84e-06	-	AGCCGTCAAAAGCCGACAGACTGGAGGGGGCGCTT	V_CTCF_BR	14
chr6	551492	551642	id-84463	1.39e-05	-	TCCTGCTCTTGTGCCTCTTCCAGTGGGTGGAGCAC	V_CTCF_BR	37
chr6	558206	558356	id-84464	1.31e-05	+	TTATTTCTGCACTTTGAAACCACCAGAGGGCATTA	V_CTCF_BR	32
chr6	562170	562320	id-84465	1.24e-05	-	CACGGGTGCCCCTCGCGGTCCTGTGGGTGGCTGTG	V_CTCF_BR	1
chr6	579461	579611	id-84466	6.8e-06	+	ATGTATTTTTGCTGAGTGTCCAGAAGGTAGCGCTT	UpstreamP1_CTCF	39
chr6	593253	593403	id-84467	6.98e-07	+	TTTCTGATATGAAATATGGCCACGAGATGGCAGTA	V_CTCF_BR	40
chr6	617613	617763	id-84468	1.15e-07	+	GTTTCCATGGCGGAAGCTGCCAGCAGATGGCTCTG	V_CTCF_BR	30
chr6	625001	625151	id-84469	1	+	NA	NONE	28
chr6	659266	659416	id-84470	6.51e-05	-	AGGGAAAACACCTAAAAAGACTCTTGGGGGCGCTA	V_CTCF_BR	5
chr6	686671	686821	id-84471	6.48e-05	-	ACATAGTGACAGTCCTTGTCCTCTAGGAGGAGACA	UpstreamP1_CTCF	39
chr6	693558	693708	id-84472	1.7e-05	+	GATGCACTGGAGTGTGCATCCCCAGGGGGCCACAC	Upstream_CTCF	18
chr6	702212	702362	id-84473	2.83e-07	-	AGCTCACAGGAGGCAACTACCTGCAGGGGGCAGGA	V_CTCF_BR	32
chr6	722098	722248	id-84474	1.97e-06	+	GCTTATGAGCTCCAAGCACCCACTAGAGGGCGCAT	V_CTCF_BR	40
chr6	722675	722825	id-84475	8.71e-06	-	CACGAAGATCTGGAAACTGCCTGCAGGGGTCAACA	V_CTCF_BR	15
chr6	723720	723870	id-84476	6.49e-06	+	TTGCAATTACAGGCAGGAACCAGTAGGAGAACTGA	UpstreamP1_CTCF	35
chr6	775425	775575	id-84477	2.28e-05	-	GGGGCATCCTGGGAACCGACCGCGAGGTGGCCTGG	Upstream_CTCF	0
chr6	781487	781637	id-84478	3.88e-07	-	CTGCAGTCCTCGCTTCCCCCCACCCGAGGGACCTG	UpstreamP1_CTCF	0
chr6	787075	787225	id-84479	4.02e-07	-	TGTGTGATACTTCACTCCACCGCTAGAAGGCAGCA	Upstream_CTCF	40
chr6	797616	797766	id-84480	8.16e-07	+	AGCACACTATTACATCCTGCCAGCAGGGGTCACAA	V_CTCF_BR	40
chr6	815474	815624	id-84481	3.03e-05	+	GAGGGAGTGTCCAGCAGCACCCCCAGTGGTCTGCA	Upstream_CTCF	33
chr6	894407	894557	id-84482	5.96e-07	-	TGTTTGCAGCATGCACAGGCCTGTAGGGGGCACAC	V_CTCF_BR	34
chr6	913224	913374	id-84483	1.08e-05	+	AAGCACATCATCTGCCAGGCCACAAGAGGACAGCA	UpstreamP1_CTCF	38
chr6	924247	924397	id-84484	1	+	NA	NONE	4
chr6	939907	940057	id-84485	4.44e-06	+	GTGCTGCTGCAGACAGCGCCAGGAAGTGGGCGCTG	UpstreamP1_CTCF	9
chr6	947930	948080	id-84486	2.11e-06	+	CATGAGGGCTGCCGTCTGACCCCTAGGTGGCTCTG	V_CTCF_BR	5
chr6	1012728	1012878	id-84487	1.1e-05	+	CTGGGTGTGACTTTTCTCTCCACTAGATGCCGCAG	V_CTCF_BR	2
chr6	1016170	1016320	id-84488	1	+	NA	NONE	31
chr6	1054889	1055039	id-84489	1.29e-05	-	GAGATGCTTTCCATTGTCACCACAAGGGGAAGGGG	UpstreamP1_CTCF	1
chr6	1063194	1063344	id-84490	2.66e-05	-	CTGACAGTGGGGGACCTGTGCTCTAGAGGGCATCC	V_CTCF_BR	12
chr6	1110454	1110604	id-84491	1	+	NA	NONE	19
chr6	1132721	1132871	id-84492	1.21e-05	-	TGTGCTATGATGGAAAATGCCTGCTGGGGGTGTCA	Upstream_CTCF	9
chr6	1183032	1183182	id-84493	1.11e-05	-	TCTGTCATACTTACTCTGTGCTCTGGGGGTCAGTT	Upstream_CTCF	2
chr6	1215422	1215572	id-84494	3.66e-06	-	TTGCAATGACCTGAGGGATACAGCTGGGGACAGTC	UpstreamP1_CTCF	5
chr6	1226454	1226604	id-84495	1	+	NA	NONE	2
chr6	1263511	1263661	id-84496	5.26e-07	+	GCTGCTGTCCTTACACGGTCCCCAAGGAGGAACTT	Upstream_CTCF	16
chr6	1286027	1286177	id-84497	5.3e-05	-	CTGTGCTGAGGATTCACCACCAGTGTGGGGAGCCT	UpstreamP1_CTCF	15
chr6	1309588	1309738	id-84498	3.29e-05	-	GATGGGTTAATAAAAAATGCCTGCAGGTGGAGCTT	Upstream_CTCF	4
chr6	1311644	1311794	id-84499	7.17e-05	+	GGGGCACAGCACAAGGCTCCCGAAAGAGGTCACTG	Upstream_CTCF	12
chr6	1313415	1313565	id-84500	1.97e-06	-	AGTTGTCCTTGCCCCAGGGCCGCGAGGGGTCGCGC	V_CTCF_BR	14
chr6	1313988	1314138	id-84501	1.41e-06	-	CCTGCAGGGCTGCGGGCAGCCGCAGGGGGCAGTAC	Upstream_CTCF	35
chr6	1316855	1317005	id-84502	1.09e-06	+	GCTGGAATTCCGCGGAGCCGCACCTGGCGGCAGGC	Upstream_CTCF	24
chr6	1336607	1336757	id-84503	1.01e-05	-	GCTGTTATCTTCACACTTACCTGCAGGCTGCAGTG	Upstream_CTCF	36
chr6	1364485	1364635	id-84504	1.1e-06	+	CGTGGGAGCAGGATACGGTCCAGCAGATGGCGTCA	V_CTCF_BR	39
chr6	1379606	1379756	id-84505	4.43e-05	-	TCCCCCCGAGTACGCCAGGACACCAGGGGGCCCGG	V_CTCF_BR	12
chr6	1382152	1382302	id-84506	7.97e-09	-	GCCGCAGTTCCTCCGGCTTCCGCGGGGTGGCGCCA	Upstream_CTCF	40
chr6	1388411	1388561	id-84507	7.12e-06	+	CTGCAACTCCCCAGGCTCCCCAGCAGGCACACCCG	UpstreamP1_CTCF	10
chr6	1395858	1396008	id-84508	1	+	NA	NONE	9
chr6	1397331	1397481	id-84509	1.61e-09	-	TTGGGCGGATCTCCTCGCGCCACCAGGGGGCGCGC	V_CTCF_BR	40
chr6	1406991	1407141	id-84510	1.83e-05	-	CGAGAGAATGCCTGGGTGAAAGCCAGAGGGCAGTG	V_CTCF_BR	17
chr6	1424660	1424810	id-84511	1.71e-06	-	CTGCCACCTAACGGCACCGTCACTAGATGGCAGTG	V_CTCF_BR	39
chr6	1436668	1436818	id-84512	2.86e-06	+	GGGCACCTCCGCCAGTGGGCCCGGAGGGTGCAGAG	UpstreamP1_CTCF	11
chr6	1437021	1437171	id-84513	9.29e-06	-	TGTGTCATATGAGTTTTGTCCATGAGATGGCGGTG	Upstream_CTCF	40
chr6	1474564	1474714	id-84514	1.64e-06	+	CCTGCAAAGCCTGACTCCACCACCAGGGATGACCT	Upstream_CTCF	29
chr6	1477737	1477887	id-84515	8.64e-05	-	TGTGTTTTCCAAGTTGCGAACGCTAAGGGGAGCAC	Upstream_CTCF	17
chr6	1479597	1479747	id-84516	1	+	NA	NONE	27
chr6	1499109	1499259	id-84517	2.73e-07	+	CTGGCAGTGCTAAGCTTTGTCAGTAGAGGGCATTA	Upstream_CTCF	35
chr6	1504431	1504581	id-84518	1	+	NA	NONE	2
chr6	1515717	1515867	id-84519	7.62e-07	-	GCTGTGGCCCCTGCCCCTGCCGTTAGGTGGCGGGA	Upstream_CTCF	2
chr6	1524294	1524444	id-84520	4.31e-07	-	CCCGGGAGCACGCGGCTTGCCGGGAGCGGGCGCTT	V_CTCF_BR	35
chr6	1552796	1552946	id-84521	2.47e-07	-	GTGCTATAGCTCTTTATTAGCAGTAGGGGGTGCAA	UpstreamP1_CTCF	40
chr6	1555382	1555532	id-84522	4.4e-10	-	GGCTCAGGGCCAGGGCCCGCCTCCAGGGGGCGGTG	V_CTCF_BR	38
chr6	1596595	1596745	id-84523	5.63e-09	+	AGTGCGCTTCTCCGGGTTGCCACTAGATGGCATCA	Upstream_CTCF	39
chr6	1604679	1604829	id-84524	7.8e-08	+	CGCGGAGACAACGCCTCCGACGGCAGGGGGCGCTC	V_CTCF_BR	40
chr6	1611696	1611846	id-84525	8.81e-07	-	TGCCCGCGCTGGAGGTCTGGCTGCAGGGGGAGCTG	V_CTCF_BR	32
chr6	1634448	1634598	id-84526	5.93e-06	-	TGAGCGTGTCCTCATTTGGCCAGAAGAGGGACAGC	Upstream_CTCF	6
chr6	1641782	1641932	id-84527	1	+	NA	NONE	7
chr6	1687119	1687269	id-84528	1.11e-05	-	AATGAAGTTTTGGAATATTTCAACAGATGGCGCTG	Upstream_CTCF	36
chr6	1697412	1697562	id-84529	1	+	NA	NONE	1
chr6	1698902	1699052	id-84530	2.86e-06	-	GTGCCACAGAGCAGCACTGCCACTGGAGGCCGCCC	UpstreamP1_CTCF	8
chr6	1723310	1723460	id-84531	1	+	NA	NONE	6
chr6	1758746	1758896	id-84532	2.01e-05	-	TTGAATCTGTAGCTCCAGGCCTCAAGGGGGCCAGC	UpstreamP1_CTCF	2
chr6	1793330	1793480	id-84533	2.39e-05	+	CTTCAGGTTTCCTCCAGGGGCACTGTGGGGCAGTT	UpstreamP1_CTCF	40
chr6	1802828	1802978	id-84534	4.01e-05	+	AAAAACATGTGTTATGCGGGGAGGAGGGGGCGCTC	V_CTCF_BR	3
chr6	1816239	1816389	id-84535	1	+	NA	NONE	6
chr6	1821042	1821192	id-84536	8.58e-06	-	GTGCAGGACCACCCAGTGGCCAGGAGCAGAGATTT	UpstreamP1_CTCF	4
chr6	1849148	1849298	id-84537	5.17e-06	+	GCAGCATACCTGGCCTCAACCACTAGATGACAGTG	Upstream_CTCF	2
chr6	1856280	1856430	id-84538	1.43e-05	+	CCTGTAAGTACATAGACTGCCTCAGGGGGTCAGTT	Upstream_CTCF	3
chr6	1856846	1856996	id-84539	7.49e-05	+	TATTTCCAACAGAGTTCAACAGGTAGGGGGCTCCA	V_CTCF_BR	23
chr6	1894078	1894228	id-84540	2.27e-05	+	TGTTCTTTGCCCAGCCCCGCTGGCAGGAGGCGCTC	V_CTCF_BR	32
chr6	1933646	1933796	id-84541	8.13e-06	+	GCTGCACCACTTTACATTCCCACCAGCAGGGTAAC	Upstream_CTCF	11
chr6	1953309	1953459	id-84542	2.04e-05	-	AGAAAGTTGTTCTGTGCTGCCGGCTGTTGGCAGGC	V_CTCF_BR	12
chr6	1996145	1996295	id-84543	6.64e-05	+	GAAGTTGGATCTGCAAAAGCCTGGGGGTGGAGGGG	Upstream_CTCF	6
chr6	2037897	2038047	id-84544	3.03e-05	-	GCGGCTTGAGCGGTTGTAAACACTAGAGAGCAGCA	Upstream_CTCF	34
chr6	2104638	2104788	id-84545	6.64e-05	-	AATGTTGTGCTCTTTTATACACATAGATGGCAGCA	Upstream_CTCF	39
chr6	2158906	2159056	id-84546	6.37e-07	-	TTGCCACTGCTTTGAGTGAGCGCTAGGGGGCGGTA	UpstreamP1_CTCF	40
chr6	2191173	2191323	id-84547	1.71e-06	+	AACTGCTGCGGGGAGGGCACCAGGAGGAGGCAGCA	V_CTCF_BR	3
chr6	2196421	2196571	id-84548	2.06e-09	-	GTGCAGTGAGGGAAATAAACCACCAGGTGGCTCAA	UpstreamP1_CTCF	39
chr6	2209579	2209729	id-84549	1.83e-05	-	ATTGTGCGGGACTACTCCCCCTGCAGGGGGAAGGT	V_CTCF_BR	39
chr6	2233967	2234117	id-84550	3.45e-05	+	CCACTGCACTCCAGCCTGGACAACAGAGGGAGACT	V_CTCF_BR	1
chr6	2265337	2265487	id-84551	1	+	NA	NONE	10
chr6	2354239	2354389	id-84552	1.48e-06	-	ATAGTCTTTCTCAATTAGGCCAGCTGGTGGCGGTG	Upstream_CTCF	40
chr6	2396645	2396795	id-84553	2.37e-05	-	TTGGGATTTAGCACATTTTCCACAAGGTGGAGCAT	Upstream_CTCF	23
chr6	2403911	2404061	id-84554	1.03e-06	-	CAGCCCTGTGTACACACCAACACCAGGTGGCAGGC	UpstreamP1_CTCF	6
chr6	2449097	2449247	id-84555	6.43e-06	-	GCACACTTTCCTTTAGCGACCAGTGGAGGGTGCTG	V_CTCF_BR	40
chr6	2450897	2451047	id-84556	3.28e-05	-	ACTGTAACTAGGTTATCAGCCGGGTGATGGCAGGA	V_CTCF_BR	12
chr6	2483141	2483291	id-84557	2.27e-05	-	CCACTGCAATTGCTTCTTGTCACATGGTGGCGCTG	V_CTCF_BR	26
chr6	2505990	2506140	id-84558	3.18e-09	-	ACGGGAGTTCCAGGCTCTTCCAACAGGGGGCGCCG	Upstream_CTCF	40
chr6	2524502	2524652	id-84559	7.55e-07	-	GACACAATGCTCAGCTCTGTCAGCAGAGGGCACTG	V_CTCF_BR	39
chr6	2582640	2582790	id-84560	5.92e-05	+	TATGATGAGAACTCAGTCACCGGTAGGGGCTGCTG	V_CTCF_BR	6
chr6	2596605	2596755	id-84561	5.96e-07	+	TGCCCAGACCCCAGGCCGCCCACTGGGTGGCAGCA	V_CTCF_BR	33
chr6	2599237	2599387	id-84562	1.24e-05	-	GCAGTGAGGGGCAGGCCCACCTGCAGGGGGCCCTG	V_CTCF_BR	9
chr6	2611400	2611550	id-84563	5.34e-06	+	AGCAATGTCCTCTCATGAGGCTCCAGGTGGCAGTG	V_CTCF_BR	12
chr6	2615278	2615428	id-84564	1	+	NA	NONE	2
chr6	2623058	2623208	id-84565	1	+	NA	NONE	19
chr6	2634802	2634952	id-84566	1.37e-11	-	TCGGGCCTGGCCGCATCGGCCACCAGGGGGCAGTG	V_CTCF_BR	39
chr6	2695814	2695964	id-84567	7.49e-05	-	AACTCTTCGGTTCAAAGTTCCTCTAGATGTCAGTA	V_CTCF_BR	36
chr6	2697654	2697804	id-84568	1	+	NA	NONE	11
chr6	2699959	2700109	id-84569	5.92e-05	-	CTTACAGTTCTGTCCTCTACCACCAGGCTCAAGCG	Upstream_CTCF	5
chr6	2714348	2714498	id-84570	1.03e-06	+	GTGAAGAAACCAGCCAAAACCAGCAGATGGCAACC	UpstreamP1_CTCF	24
chr6	2738739	2738889	id-84571	6.51e-05	+	TAACTTTTGCAGCTTTTCCCCACTGGAGGTCACTG	V_CTCF_BR	40
chr6	2744733	2744883	id-84572	3.05e-07	-	ATTGCAGTTGGTGGATTTAACACCAGGTGGCATTT	Upstream_CTCF	37
chr6	2750335	2750485	id-84573	2.18e-07	-	GGCGCTTTTCGGAAAATCTCCACCAGGGGGCCTCA	Upstream_CTCF	40
chr6	2761635	2761785	id-84574	4.3e-08	-	CTGAAGTTCAAGGTTTTCTCCACTAGGTGGTGATG	UpstreamP1_CTCF	39
chr6	2765644	2765794	id-84575	2.18e-07	-	CCAGCAGGACGCTCGCGGGCCGGAGGAGGGCGCCG	V_CTCF_BR	40
chr6	2783634	2783784	id-84576	2.19e-08	-	CCTCGAGCATGCGAGCCAGCCAGTAGAGGGAGGCG	V_CTCF_BR	28
chr6	2790877	2791027	id-84577	1.16e-05	-	CATGCATTTCCTTCTCCTACCCCCAGGTTCCCTAC	Upstream_CTCF	30
chr6	2791526	2791676	id-84578	2.12e-06	+	CTGTCGCTGATGTTTCTGTCCACCAGGAGTCAGGC	UpstreamP1_CTCF	40
chr6	2842185	2842335	id-84579	1.55e-05	-	CTGAGAAAGAAGCCGCGCCCCTGAGGAGGGCGCTG	V_CTCF_BR	29
chr6	2846651	2846801	id-84580	1.19e-06	+	CTGTGTAACACAGCTTCATCCTCCAGAGGGCAGAA	V_CTCF_BR	40
chr6	2854492	2854642	id-84581	1.24e-05	-	ATTACAAAGGTAATTTTATCCAGAAGAGGGAGCAG	V_CTCF_BR	37
chr6	2875708	2875858	id-84582	3.16e-05	-	GGTGTGTCTCCTTCCCGAACCTCCGGGCGGCGAAC	Upstream_CTCF	24
chr6	2903478	2903628	id-84583	1.18e-05	-	CTGCGGTATAAAAGCGGTGCCTGCAGAGGCCCTAG	UpstreamP1_CTCF	21
chr6	2912042	2912192	id-84584	1.39e-07	-	CCGGTAAAAGCTGGGGTGGCCTGTAGGTGGCAGGA	V_CTCF_BR	40
chr6	2917514	2917664	id-84585	1.5e-05	-	AGTGGAGTACCAAGAAGAACCTGAGGGGGCGGAGA	Upstream_CTCF	26
chr6	2932520	2932670	id-84586	5.01e-06	-	GGCACAATGCTACGCTTCGTCACTAGAGGGTGCCA	V_CTCF_BR	40
chr6	2938989	2939139	id-84587	1	+	NA	NONE	23
chr6	2951655	2951805	id-84588	6.8e-06	-	GTGCAGGGAGGAATTACTGAAGGCAGGGGTCAGCA	UpstreamP1_CTCF	0
chr6	2952960	2953110	id-84589	2.4e-05	+	GAAAAGGAGGAAATGTCCGCTAGAAGATGGCACGC	V_CTCF_BR	33
chr6	2988158	2988308	id-84590	1	+	NA	NONE	5
chr6	2988730	2988880	id-84591	3.56e-05	-	GCTCTTGGCCCTTCCCAGGCCACCAGGCGACAGCA	Upstream_CTCF	38
chr6	2989328	2989478	id-84592	1.48e-06	-	GGGTCGCGGGAGCGCTCCGCCACCAGGGGACAGTG	UpstreamP1_CTCF	40
chr6	3002208	3002358	id-84593	2.66e-05	+	CTCAGATTCTTATTCTTAACCGCTAGGGGGATGGA	V_CTCF_BR	40
chr6	3013919	3014069	id-84594	5.52e-05	+	CTGTGGCTGTGTAAACCTGGCAGCAGAGTACGCAC	UpstreamP1_CTCF	3
chr6	3032225	3032375	id-84595	1.21e-06	+	ATGCCCTTGAGCTGCACAGGCTGCAGGTGGCAGCA	UpstreamP1_CTCF	10
chr6	3062003	3062153	id-84596	1	+	NA	NONE	24
chr6	3063987	3064137	id-84597	6.84e-06	-	AGGCGCGCGCGTTCGCGCGGCGGCGGAGGGCAGGG	V_CTCF_BR	29
chr6	3064506	3064656	id-84598	1.38e-07	-	GAGCAGTGAGAACACAGGGCCGGCAGGTGGGGAGG	UpstreamP1_CTCF	15
chr6	3068435	3068585	id-84599	5.65e-05	-	GAAACCGAAACCTCCGCGCGCACGAGAGGGAGAAG	V_CTCF_BR	40
chr6	3069177	3069327	id-84600	2.96e-05	+	CCCGGAAGTCAGGGGTGCTCCGCTAGGTGTCTCTG	V_CTCF_BR	40
chr6	3071923	3072073	id-84601	1	+	NA	NONE	1
chr6	3122525	3122675	id-84602	3.31e-06	-	TGGCAAGCCAGGACAGATGCCAGAAGGAGGCGCTC	UpstreamP1_CTCF	29
chr6	3126694	3126844	id-84603	2.96e-09	+	TCTGTCTTTCTCAAAATAGCCACCAGGGGGAGGTC	Upstream_CTCF	40
chr6	3133890	3134040	id-84604	1.1e-06	-	GTGCTCACACGGGCAGTGGACACGGGGTGGCGGCG	V_CTCF_BR	3
chr6	3148557	3148707	id-84605	5.34e-06	+	CAGGCCAGTGGGAGCCTTACCACTAGGTGGAGTGA	V_CTCF_BR	33
chr6	3157819	3157969	id-84606	2.38e-07	+	TGCGGCTGGGACTGCGGCACCGCGAGGGGGAGCCG	V_CTCF_BR	40
chr6	3162899	3163049	id-84607	1	+	NA	NONE	35
chr6	3163427	3163577	id-84608	1	+	NA	NONE	31
chr6	3164750	3164900	id-84609	9.27e-07	+	CAGTTATTCCCCTCGCTGGCCCTCAGGGGGCTCAC	UpstreamP1_CTCF	11
chr6	3196218	3196368	id-84610	1.04e-05	-	CAGCTAGTGTAGTCGGCTGCCTCTTGATGGCGACC	V_CTCF_BR	22
chr6	3197120	3197270	id-84611	2.11e-06	+	CTGACAACCCATCCTGTGGCCAGAAGTGGGAGCAT	V_CTCF_BR	1
chr6	3206688	3206838	id-84612	4.14e-06	-	GGTGCCAGCATGGTCGGGTCCTGGTGAGGGCGCTC	V_CTCF_BR	21
chr6	3209451	3209601	id-84613	1.18e-05	-	CTACATTTCCACCAAGTTCCCAGCTGATGCCGCTG	UpstreamP1_CTCF	34
chr6	3211335	3211485	id-84614	5.7e-05	-	GGGTCAGCCCTACTTCTGGCCTCTAGGGGTTCACT	Upstream_CTCF	6
chr6	3228605	3228755	id-84615	5.98e-05	-	GGGCTCCGAGGTCGCTTCACCCCTAGATGCTGCGG	UpstreamP1_CTCF	8
chr6	3229882	3230032	id-84616	1.38e-07	+	GGGCTGTGGCAGGTGTCAGCCTCGAGGTGGCGGCT	UpstreamP1_CTCF	12
chr6	3237974	3238124	id-84617	1	+	NA	NONE	7
chr6	3238621	3238771	id-84618	1	+	NA	NONE	4
chr6	3239785	3239935	id-84619	4.01e-05	-	ACGGCAATACTTCCAAAGGCCTGTAGGACTCCCCA	Upstream_CTCF	38
chr6	3251791	3251941	id-84620	1.67e-08	-	CATGTCATTCTGCAGGGGGCCACTAGGTGGCAGGT	Upstream_CTCF	40
chr6	3258866	3259016	id-84621	3.09e-05	-	TAGCAGAGTGCGACAGTGACCTCTAGGAGTCCACG	UpstreamP1_CTCF	11
chr6	3259771	3259921	id-84622	5.13e-05	-	CCATCACAGCGCCAGTCAGGCGGAGGAGGGAGCAG	V_CTCF_BR	32
chr6	3279895	3280045	id-84623	3.41e-08	+	TCTGCTTTTCTCTGGGTTGTCACTAGAGGGCAGCA	Upstream_CTCF	40
chr6	3295939	3296089	id-84624	4.5e-06	+	GCTGCCATCAACACATCTGACAGCTGGGGGTGGAA	Upstream_CTCF	24
chr6	3296460	3296610	id-84625	1	+	NA	NONE	2
chr6	3298359	3298509	id-84626	2.2e-06	+	ACTGCTGGGTGGCCATTAGCCACCGGAGGGACTCG	Upstream_CTCF	13
chr6	3312169	3312319	id-84627	3.24e-06	-	GCAGCATCTTCTTCACCTTCCGGAAGGAGGCAACA	Upstream_CTCF	4
chr6	3324719	3324869	id-84628	1	+	NA	NONE	6
chr6	3325512	3325662	id-84629	8.71e-06	+	AGGATATTACCAGCCCTAACAAGGAGAGGGCACCA	V_CTCF_BR	5
chr6	3330556	3330706	id-84630	4.96e-08	-	CCTGCAGTTCTCCACTTTGCCAGGGAGGGGCGCAG	Upstream_CTCF	31
chr6	3338202	3338352	id-84631	1	+	NA	NONE	21
chr6	3353940	3354090	id-84632	7.82e-06	+	CTGCTGTTCCCAAGAGCTCCCTCCTCAGGAAGCCA	UpstreamP1_CTCF	2
chr6	3362157	3362307	id-84633	1	+	NA	NONE	1
chr6	3372538	3372688	id-84634	1.59e-06	-	TCCCCCCTTCCCAGCACAGCCAGCAGGAGGAGCCT	V_CTCF_BR	35
chr6	3379991	3380141	id-84635	6.39e-05	+	AACGAGCTGCCCTCAGCTCCCAGCAGGGGCTTCAA	Upstream_CTCF	4
chr6	3395097	3395247	id-84636	2.81e-05	+	CAGCCCAACCATGGAGTCACAGGCAGGGGGCAGGT	V_CTCF_BR	4
chr6	3402938	3403088	id-84637	5.92e-05	+	CACTCACTAAACTCTGAGTGCGCTAGAGGGCAGGA	Upstream_CTCF	5
chr6	3403606	3403756	id-84638	3.4e-06	+	AGCAAGCAGGAAAGGATTTCCAGCAGGGGCCAGCA	V_CTCF_BR	8
chr6	3411244	3411394	id-84639	1.99e-07	+	GCCAGTTTCAGATCAGTGACCACTAGGGGGCGATG	V_CTCF_BR	40
chr6	3427674	3427824	id-84640	8.9e-05	-	CAGCTATGAACACAGCTGCTCCCTGGAGGGCGTCT	UpstreamP1_CTCF	1
chr6	3433426	3433576	id-84641	1.04e-05	-	TTTGGGCAGGGAGAAGCCACCTAGAGGTGGCACTA	V_CTCF_BR	16
chr6	3434956	3435106	id-84642	2.31e-06	+	ACCGCAATGCCTGGATCAACCTCCAGGAGAGGGGG	Upstream_CTCF	23
chr6	3442842	3442992	id-84643	1	+	NA	NONE	4
chr6	3453795	3453945	id-84644	1	+	NA	NONE	10
chr6	3457371	3457521	id-84645	7.8e-08	-	GCGGCGGCCGCGCGTCCGGGCTGGAGGGGGCGCTC	V_CTCF_BR	40
chr6	3478140	3478290	id-84646	5.01e-06	-	AGATCAGAGGGAAGGCAGCCCAGCAGAGGGCAGGT	V_CTCF_BR	8
chr6	3506527	3506677	id-84647	2.58e-05	+	CTGGTCCTGTCTGCCACCGCCTGGAGGGGTGGCCC	Upstream_CTCF	2
chr6	3511768	3511918	id-84648	1.04e-07	-	GGGCTTGGGCACACAGCAACCAGGAGAGGGAGCCA	V_CTCF_BR	39
chr6	3517872	3518022	id-84649	1	+	NA	NONE	5
chr6	3525763	3525913	id-84650	1.73e-05	+	TTTTGTTGTTCACTGCACAACTCTAGGGGGCACCA	V_CTCF_BR	10
chr6	3562131	3562281	id-84651	9.88e-07	-	ACTGCAGGCTTCATCCAGGCCTCTAGGGAGCTCTG	Upstream_CTCF	30
chr6	3597187	3597337	id-84652	1	+	NA	NONE	6
chr6	3604085	3604235	id-84653	6.23e-05	+	ACCCACTTACCCTTTCTGTGCACTAGGAGGCCTCT	UpstreamP1_CTCF	19
chr6	3612329	3612479	id-84654	1.73e-06	+	TTGCACATACACACCTATGCCACAAGGTGCAGGCC	UpstreamP1_CTCF	29
chr6	3615855	3616005	id-84655	1	+	NA	NONE	4
chr6	3671710	3671860	id-84656	2.96e-05	+	CAACATGTAGCTAGGAATGCCACCAGCTGCCAGAC	V_CTCF_BR	7
chr6	3697047	3697197	id-84657	3.42e-05	+	AGAGCCCTGAAGGTCCCCGCCAGTAGGGGAGAGAT	Upstream_CTCF	8
chr6	3698404	3698554	id-84658	1	+	NA	NONE	2
chr6	3708074	3708224	id-84659	7.49e-07	+	TGGGAGTGCGTGTCTGAGGCCAGCAGAAGGCAGTG	UpstreamP1_CTCF	6
chr6	3710978	3711128	id-84660	5.34e-06	+	ACCAGAGAGCACAGGATGCCCACGGGAGGGCAGGG	V_CTCF_BR	1
chr6	3732886	3733036	id-84661	1.64e-07	-	CGTTTAGTTGTCAGGAGCTCCACTAGATGGCGCCC	Upstream_CTCF	40
chr6	3742725	3742875	id-84662	3.33e-09	+	TCGGGTCTTTCAGGACTGACCAGCAGGGGGCGCGC	V_CTCF_BR	40
chr6	3748610	3748760	id-84663	1	+	NA	NONE	40
chr6	3752302	3752452	id-84664	2.67e-06	+	GCTGCGCGCCCCACCCGGCCCGCGAGGGGATGGCA	Upstream_CTCF	37
chr6	3777494	3777644	id-84665	4.88e-05	+	GGGGCAGTCTCTGGCTGGGGCAGGAGAGCGGGCAG	Upstream_CTCF	27
chr6	3808975	3809125	id-84666	1	+	NA	NONE	31
chr6	3825800	3825950	id-84667	1	+	NA	NONE	31
chr6	3835289	3835439	id-84668	7.54e-08	+	CTGCATGTCAGTGAAGTGTCCAGCAGGTGACAGTC	UpstreamP1_CTCF	24
chr6	3841846	3841996	id-84669	1	+	NA	NONE	4
chr6	3848815	3848965	id-84670	1	+	NA	NONE	6
chr6	3849515	3849665	id-84671	2.74e-08	+	CTCCTCAGGGCCCGCCTCCCCGCCAGGGGGCGCAC	V_CTCF_BR	38
chr6	3861614	3861764	id-84672	3.81e-05	+	AAGCACACAGAGCTCCTGACCACCAGGGAGGACTG	UpstreamP1_CTCF	4
chr6	3868995	3869145	id-84673	4.65e-06	-	GTGCCCTGCCTCTCTCCCTCCTACATGGGGCAGCA	UpstreamP1_CTCF	14
chr6	3885969	3886119	id-84674	7.55e-07	+	ACTGTGGCCTCCAGGTCCCCCAGCAGGTGGCTCAG	V_CTCF_BR	39
chr6	3887773	3887923	id-84675	4.31e-07	-	TGCGTGTCTGTGGGTCTCTCCACAAGATGGCACTC	V_CTCF_BR	39
chr6	3933439	3933589	id-84676	9.87e-11	-	CCGGACCTGTCCACTGGGGCCACCAGAGGGCAGCG	V_CTCF_BR	40
chr6	3957783	3957933	id-84677	1	+	NA	NONE	3
chr6	3978534	3978684	id-84678	6.98e-07	-	AGTGCTGGGTGGGAAGGAGCCACTAGATGTCGCTG	V_CTCF_BR	40
chr6	3991179	3991329	id-84679	1.08e-08	-	CAGTAGTTAAGGCACTGGGCCAGCAGGGGGACCCC	UpstreamP1_CTCF	40
chr6	4008757	4008907	id-84680	1	+	NA	NONE	39
chr6	4018674	4018824	id-84681	2.53e-05	+	GGCTGCAAGAGCGCCGCCGCCGGCAGGGGCTGAGG	V_CTCF_BR	40
chr6	4019160	4019310	id-84682	1	+	NA	NONE	5
chr6	4021883	4022033	id-84683	1.1e-06	-	AGCCGCCACGCGCACCGGACCTGTAGAGGCCGCTC	V_CTCF_BR	40
chr6	4055819	4055969	id-84684	1.34e-06	+	GGAGCAACTCCAGCCTTTCTCAGCAGATGTCACTA	Upstream_CTCF	40
chr6	4059456	4059606	id-84685	1	+	NA	NONE	31
chr6	4114510	4114660	id-84686	3.86e-05	+	TCTTGCTTTCACTCTTTAGCCCCCAGAGGGCCCTT	Upstream_CTCF	3
chr6	4126334	4126484	id-84687	1	+	NA	NONE	33
chr6	4156232	4156382	id-84688	4.7e-06	-	AGTTGTATTCACATTGTCGTCACTAGGTGGCAGCA	V_CTCF_BR	40
chr6	4162704	4162854	id-84689	3.65e-07	+	ACTTGAAGGGCCCCCTGAGCCACAAGAGGGCTCAA	V_CTCF_BR	18
chr6	4164395	4164545	id-84690	6.21e-06	+	CTTGCAATATTGAGACTGGAGTGTAGAGGGTGCAG	Upstream_CTCF	13
chr6	4189106	4189256	id-84691	4.7e-06	+	TTCATTTAACCAACGTGGCCCGCGAGGGGGCGCGA	V_CTCF_BR	1
chr6	4210963	4211113	id-84692	6.97e-10	-	GTGCAGTCCCCACACATGCCCACAAGGGGTCACAG	UpstreamP1_CTCF	40
chr6	4225846	4225996	id-84693	2.78e-06	+	CCTGAGTGGGAAACATCTCCCAGTAGGGGGCAACA	V_CTCF_BR	23
chr6	4254282	4254432	id-84694	1.54e-05	+	TGGCTCTTTCCCTTTCAGGCCGGTAGAGGCAGAGT	UpstreamP1_CTCF	35
chr6	4282140	4282290	id-84695	8.53e-09	+	GCGGCAGTCCCCCAGCTCCGCAGCAGGTGGGGCCG	Upstream_CTCF	32
chr6	4313279	4313429	id-84696	5.92e-05	+	TGTTGTTGCCTCTTTTTTGGCACTAGATGGTGCCT	V_CTCF_BR	39
chr6	4317288	4317438	id-84697	7.73e-05	-	CCTGCCTTACAGCCTCCAGCAGGGTGGGGGAGTTG	Upstream_CTCF	16
chr6	4319649	4319799	id-84698	6.51e-05	+	GCACAGACCCTCAGCTAAACCAACAGGTGGCATGC	V_CTCF_BR	10
chr6	4351850	4352000	id-84699	5.65e-05	+	TGCAGGAACTAGTAACCGTCCAGTAGTGGCCAACA	V_CTCF_BR	14
chr6	4352149	4352299	id-84700	1	+	NA	NONE	13
chr6	4352477	4352627	id-84701	1	+	NA	NONE	17
chr6	4353119	4353269	id-84702	1.16e-05	+	AGTGTTTCTTCCCCTAGCTGCAGCAGATGTCACCA	Upstream_CTCF	8
chr6	4354375	4354525	id-84703	2.27e-05	-	GGGCCAACGCTGGCTTCAAACACAAGATGGCATAC	V_CTCF_BR	11
chr6	4370348	4370498	id-84704	1	+	NA	NONE	13
chr6	4385011	4385161	id-84705	4.65e-05	+	AAAAGAGTGCAAGAAGCCTCCACTAGGGGGTATTG	V_CTCF_BR	7
chr6	4396421	4396571	id-84706	1	+	NA	NONE	23
chr6	4413397	4413547	id-84707	6.19e-06	-	CTGCATTTTTCACACACTCCCGGGAGATGCTGCTG	UpstreamP1_CTCF	9
chr6	4467131	4467281	id-84708	2.2e-06	+	CAAGCTAATGCCAGCCAGACCACCAGGTGGCCCAT	Upstream_CTCF	36
chr6	4509948	4510098	id-84709	1	+	NA	NONE	5
chr6	4510898	4511048	id-84710	1.46e-07	+	GCAGCAGTATCCGAAGCACCCAGCCGGGGACGCAG	Upstream_CTCF	0
chr6	4620194	4620344	id-84711	1.55e-05	+	AGCAGAGACAGCAGAGCTGAGAGGAGAGGGCGGCC	V_CTCF_BR	35
chr6	4625805	4625955	id-84712	2.31e-06	+	GGTGCTGGGTTGGCCTTATCCACATGGGGGAGGAA	Upstream_CTCF	1
chr6	4646066	4646216	id-84713	8.03e-07	+	TCTGTGATCCCAATCAGGGACTACAGGGGGAGCTG	Upstream_CTCF	26
chr6	4661024	4661174	id-84714	2.89e-07	+	GCAGCAAGACCTCGGGAGGGCACAAGAGGGCTGAG	Upstream_CTCF	0
chr6	4688366	4688516	id-84715	8.99e-05	+	GATAATGGGTGGAGGCAGAACGCAAGATGGCAGAT	V_CTCF_BR	8
chr6	4727945	4728095	id-84716	5.01e-06	-	CACTCATTGAGTGCATGAGCCCCCAGGTGGCAGCT	V_CTCF_BR	12
chr6	4776037	4776187	id-84717	3.63e-06	-	GCCGTCTACCGCGCGCCTCCCTCCAGGAGGAGCCC	V_CTCF_BR	29
chr6	4789562	4789712	id-84718	3.42e-05	-	CCCACCGTGCCCAGAGACACCACTAGGGGAGAGAA	Upstream_CTCF	13
chr6	4790835	4790985	id-84719	1.26e-05	+	CCTGTAATTTCAAAGGCAGCCAGTAGGTTTCCTGT	Upstream_CTCF	36
chr6	4801164	4801314	id-84720	7.23e-07	-	GAAGCAGTACCTTAATTGGACTCTAGAGAGAGGAA	Upstream_CTCF	4
chr6	4806401	4806551	id-84721	1.97e-06	-	CGCTTGATGCCAGGCTTTGCCAACAGAGGGTGCTG	V_CTCF_BR	40
chr6	4808383	4808533	id-84722	7.78e-06	+	GTTGCCGTTGCCTCTCGAACCTCTAGGAGGACAAA	Upstream_CTCF	4
chr6	4839188	4839338	id-84723	1	+	NA	NONE	12
chr6	4844445	4844595	id-84724	1.74e-08	+	TGTGTTGGTTGGCCTCCAGCCAGTAGGTGGCGCTG	V_CTCF_BR	38
chr6	4848990	4849140	id-84725	6.82e-05	-	CTAAGAAGGGCCAAACTGGCCAGCAGGTGTCCCAC	V_CTCF_BR	39
chr6	4857149	4857299	id-84726	7.61e-08	+	CTGGCAGTTCCTTTCTCAGCCAGCCGGGGGAAGTC	Upstream_CTCF	33
chr6	4909701	4909851	id-84727	8.97e-05	-	TATGAATTTTATCTCAAGTACACCAGAAAGCGAAG	Upstream_CTCF	0
chr6	4912876	4913026	id-84728	4.03e-06	-	CCTCACCAGCAAAGAGGCTCCACCAGAGGGGGCCC	UpstreamP1_CTCF	22
chr6	4920670	4920820	id-84729	1.38e-06	+	CCTCCGGCGGGTCATGCAAACAGTGGAGGGCGCCG	V_CTCF_BR	8
chr6	4926278	4926428	id-84730	1	+	NA	NONE	0
chr6	4936927	4937077	id-84731	2.57e-08	-	GGGCATTTCTCCAGTTTGGACAGCAGGTGGCACAT	UpstreamP1_CTCF	40
chr6	4957735	4957885	id-84732	1	+	NA	NONE	22
chr6	4957890	4958040	id-84733	1	+	NA	NONE	29
chr6	4998253	4998403	id-84734	1	+	NA	NONE	7
chr6	5004281	5004431	id-84735	2.5e-05	+	CTGCTGTGCGCCCCTGGCGGCGGTGGAGTGGGGAT	UpstreamP1_CTCF	40
chr6	5026405	5026555	id-84736	8.99e-05	+	CTGGTCTGTGCCTGCTGAGTCAGGAGAGGCCGACA	V_CTCF_BR	30
chr6	5030985	5031135	id-84737	4.68e-07	-	TCGATCGTTACAGGAAGTTCCACCAGATGGCGCTG	V_CTCF_BR	40
chr6	5036611	5036761	id-84738	4.94e-06	+	ACAGCAGCTCTGAGATGCAACACCAGCTGCCTCCG	Upstream_CTCF	20
chr6	5057456	5057606	id-84739	3.65e-07	+	AAGCCTGCACGGGCTTCGACCTGAAGGGGGAGCTC	V_CTCF_BR	40
chr6	5078665	5078815	id-84740	8.21e-06	+	AGTGTTTAGTACACGGTGACCAGTAGGTGTCAGCT	V_CTCF_BR	34
chr6	5086681	5086831	id-84741	4.41e-06	-	CAGGGCGCGCGTAGCGCAGCGTGTAGTTGGCGCCC	V_CTCF_BR	1
chr6	5096371	5096521	id-84742	1	+	NA	NONE	10
chr6	5107112	5107262	id-84743	6.84e-06	+	GGAATACTTCCCTAGAGAAACACCAGGGGTCACCC	V_CTCF_BR	10
chr6	5115479	5115629	id-84744	3.36e-07	-	GCCAAAGCCTTCAAAGGGGCCACCAGAGGGAGCGT	V_CTCF_BR	37
chr6	5133319	5133469	id-84745	3.65e-05	+	CTGCCATCTCACGGGTGAGGCTATGGGTGGCACTG	UpstreamP1_CTCF	6
chr6	5136124	5136274	id-84746	7.78e-06	+	ACCGCAATTCTACTTTCCGTCTGTAGGGGGACTCT	Upstream_CTCF	40
chr6	5143968	5144118	id-84747	8.61e-08	+	AGCATGAGAAAGCATGCGGCCAGCAGATGGCGACA	V_CTCF_BR	40
chr6	5144395	5144545	id-84748	4.41e-06	-	GTAGCTGAGCAAGGCACAGCCGCCAGGAGGAAGTC	V_CTCF_BR	2
chr6	5168168	5168318	id-84749	3.63e-06	-	TGTTCACATTGTCCCACATCCGCCAGTGGGAGCCC	V_CTCF_BR	6
chr6	5175540	5175690	id-84750	8.16e-07	-	GCTGGCATGTGTAGAAGTGCCAGTGGAGGGCGCTG	V_CTCF_BR	40
chr6	5184554	5184704	id-84751	1.26e-05	+	GTTGAAATTTTCTTTTTCCCCATTAGAAGGCAGTA	Upstream_CTCF	14
chr6	5214223	5214373	id-84752	4.99e-07	-	CCTGTCGCTGTCATCATCTCCACTGGGTGGCGAAG	Upstream_CTCF	23
chr6	5215106	5215256	id-84753	3.41e-08	+	CGTGCAGTGGCCAGGCTGCCCTGGGGAGGGCGCCC	Upstream_CTCF	40
chr6	5220790	5220940	id-84754	2.96e-05	+	TCCCCATATTCCACAGGGCCCAGAGGAGGGTGCTG	V_CTCF_BR	9
chr6	5251284	5251434	id-84755	2.01e-05	-	TAGTAATAGGTGGAATCAAACACAAGATGGCCCTG	UpstreamP1_CTCF	3
chr6	5261353	5261503	id-84756	2.94e-06	+	GGGGCAGCGCCCCTTCCTACATCCAGGAGGCCGCG	Upstream_CTCF	25
chr6	5275872	5276022	id-84757	1	+	NA	NONE	17
chr6	5285409	5285559	id-84758	2.37e-05	+	GATGCAGTGACGGAAGAGGCCAAAGGGAGCAGTGT	Upstream_CTCF	2
chr6	5288067	5288217	id-84759	1	+	NA	NONE	12
chr6	5303604	5303754	id-84760	1.15e-07	-	CAGCCCTAACAAGCCTCAACCAGCAGATGGCAACC	UpstreamP1_CTCF	40
chr6	5325521	5325671	id-84761	6.51e-07	-	GGGGCAGTACTTAGCATGCCCGCTAGGTGCACTTA	Upstream_CTCF	10
chr6	5337913	5338063	id-84762	6.67e-08	-	AGGCAGTAATGGAATGTGACCACTAGAAGGAAGAA	UpstreamP1_CTCF	14
chr6	5380004	5380154	id-84763	2.66e-05	-	GGCAAAATGCTAAACTTTGTCAGTAGAGGTCGCTG	V_CTCF_BR	40
chr6	5388660	5388810	id-84764	1.28e-06	+	ATAGTTCTCTATGTCTTTGCCTCTAGATGGCACTG	V_CTCF_BR	2
chr6	5396075	5396225	id-84765	1	+	NA	NONE	12
chr6	5398811	5398961	id-84766	5.55e-07	-	TATGTATTTCCTAGCTCTGTCACTAGAGGGGGCCT	Upstream_CTCF	40
chr6	5402702	5402852	id-84767	2.78e-06	-	AGTGTGCATTGCTACACTAACAGAAGAGGGCACCA	V_CTCF_BR	37
chr6	5422670	5422820	id-84768	4.7e-06	+	TGGTGTTGCACTGTCTGCTCCAGTGGAGGGCAGCA	V_CTCF_BR	40
chr6	5431838	5431988	id-84769	1	+	NA	NONE	0
chr6	5469328	5469478	id-84770	3.18e-06	+	CAGCGACTGTTTCTTGGGACCACTTGGTGGCAGGC	V_CTCF_BR	6
chr6	5471307	5471457	id-84771	2.6e-06	+	AGAGACTGACCCAGAAGCAGCAGTAGAGGGCGCTC	V_CTCF_BR	40
chr6	5474055	5474205	id-84772	1	+	NA	NONE	8
chr6	5520408	5520558	id-84773	3.56e-05	-	ACAGCCTCTTTTTAAATGCCCACATGGGGGCCTCA	Upstream_CTCF	6
chr6	5525558	5525708	id-84774	1	+	NA	NONE	8
chr6	5583083	5583233	id-84775	1	+	NA	NONE	27
chr6	5601127	5601277	id-84776	1	+	NA	NONE	1
chr6	5610962	5611112	id-84777	2.31e-06	+	GTTGTGGGTTATCAAGTGCCCACCAGGTGGCTTTG	Upstream_CTCF	16
chr6	5671957	5672107	id-84778	6.23e-05	-	CCGCGTTGATGCGATTTCTCCTGCGGGTGTCCCTG	UpstreamP1_CTCF	12
chr6	5724754	5724904	id-84779	1	+	NA	NONE	4
chr6	5730176	5730326	id-84780	9.41e-05	-	TATCTGAAGGGAATTTTGCTCCCTAGAGGGCACTG	V_CTCF_BR	11
chr6	5746746	5746896	id-84781	5.77e-08	+	TCAGTGAATATTGTCCTGGCCTCCAGGTGGCAGCA	V_CTCF_BR	37
chr6	5766625	5766775	id-84782	4.68e-07	-	CTCTGGCTCTGCCCTTCCACCAACAGAGGGCACAG	V_CTCF_BR	33
chr6	5783301	5783451	id-84783	3.36e-05	-	ATGCAGGCACGGAAAAGGCCAAGCAGCGGGGTGCT	UpstreamP1_CTCF	5
chr6	5783854	5784004	id-84784	7.73e-05	+	GCTGTTTTTCTTTCACTTGCCCACGGCGGGATGCT	Upstream_CTCF	10
chr6	5892456	5892606	id-84785	8.9e-05	-	CTGAGGTACCGGGTTCATCTCACTAGGGAGTGCCA	UpstreamP1_CTCF	18
chr6	5898872	5899022	id-84786	1.18e-05	-	ACGCACTACCTACCACTGACAGGTAGAGGGACCTT	UpstreamP1_CTCF	16
chr6	5938666	5938816	id-84787	1.99e-07	+	AGGCTCCAATCCCACACCACCTGCAGAGGGAGCCC	V_CTCF_BR	8
chr6	5950862	5951012	id-84788	1.52e-07	+	CTGGAGAATTCATGTCCAACCTGCAGGGGGCAGCA	V_CTCF_BR	36
chr6	5957238	5957388	id-84789	1	+	NA	NONE	4
chr6	5965346	5965496	id-84790	5.96e-07	+	CATATGGAGAACAACACTACCAGCAGGTGGCTCCG	V_CTCF_BR	23
chr6	5992862	5993012	id-84791	2.12e-06	-	CTGCAGTGGAGGGCCAGCGATGGAAGGAGGCAGCA	UpstreamP1_CTCF	7
chr6	5994727	5994877	id-84792	1.11e-05	+	AGTTAACCTCCAAAAGGGCCCTGCAGGGGGTGCTT	Upstream_CTCF	7
chr6	5996409	5996559	id-84793	8.34e-07	-	CTGCTGTTCCAACTGCTTCCCAGACGGGGCCGCCC	UpstreamP1_CTCF	36
chr6	5999591	5999741	id-84794	4.31e-07	-	AACTGGAAGGGAAAACCAGACAGGAGGGGGCGCCC	V_CTCF_BR	16
chr6	6007962	6008112	id-84795	1.63e-05	-	GGTGCCCTACTCGCCCCCTAAAACAGGTGTCGCTG	Upstream_CTCF	25
chr6	6057803	6057953	id-84796	1.84e-06	+	TCATCAAGTTCACTTTGATCCAGTAGAGGGCACTG	V_CTCF_BR	37
chr6	6105983	6106133	id-84797	1.38e-06	+	CTGCCTCTGATTGAAGTGGTCAGTAGGGGGCAGGG	V_CTCF_BR	21
chr6	6131849	6131999	id-84798	2.89e-07	-	CATGTTTCTCTTACTTTATCCACCAGGAGGCGGTA	Upstream_CTCF	40
chr6	6145656	6145806	id-84799	5.01e-06	-	GTGTGAAGACCCAGACAGGACTGCAGAGGGCTCCA	V_CTCF_BR	3
chr6	6180250	6180400	id-84800	1.69e-05	+	TTCCTGCTGCCCCTAGCTGCCTGTAGGTGCAACTT	UpstreamP1_CTCF	12
chr6	6218188	6218338	id-84801	1.04e-05	-	CCCCACCGGAATGCACCCACCCACAGGGGGAGCAG	V_CTCF_BR	9
chr6	6221076	6221226	id-84802	5.9e-06	-	TAGCAGCAGTATTAACTCACCAGTAGGGGCACACA	UpstreamP1_CTCF	28
chr6	6222498	6222648	id-84803	2.4e-05	+	GAAAAGGGTGGTCATTCAACCCCATGGGGGCGGTA	V_CTCF_BR	26
chr6	6225289	6225439	id-84804	3.36e-05	-	ATGTATGTCTTCTTCCAATCCGGTAGGTGTCACAC	UpstreamP1_CTCF	9
chr6	6316008	6316158	id-84805	4.55e-09	-	CATGCAGTTCACCCAGTGGCCACTAGTGGCCTCTA	Upstream_CTCF	40
chr6	6320823	6320973	id-84806	1	+	NA	NONE	2
chr6	6367083	6367233	id-84807	2.08e-07	-	AGGCACTGATCTACAGTAACCTCCAGATGGCTGCA	UpstreamP1_CTCF	3
chr6	6377190	6377340	id-84808	1	+	NA	NONE	5
chr6	6474917	6475067	id-84809	1.56e-05	+	CTTGGGAACCTGGCCAGGGCCAGCAGAGGGGGTGG	Upstream_CTCF	5
chr6	6495069	6495219	id-84810	2.19e-05	-	CTAGCATGGCTGTCCACCGGAGCAAGGGGGCGCCC	Upstream_CTCF	29
chr6	6505477	6505627	id-84811	9.81e-06	-	ACAAACATACCCAAATCAGTCTCCAGATGGCACTG	V_CTCF_BR	12
chr6	6546980	6547130	id-84812	1	+	NA	NONE	4
chr6	6547396	6547546	id-84813	2.19e-08	-	GGGTACATGCGGATCATAACCACCAGATGGCGCTG	V_CTCF_BR	40
chr6	6557297	6557447	id-84814	5.2e-08	+	CTGCAGACCAGCCAGGGAGCCACTAGAGGGCCCCC	UpstreamP1_CTCF	40
chr6	6561229	6561379	id-84815	1.73e-05	+	GAAAACAGCTACTAAATGACCAACAGGTGGTGGTG	V_CTCF_BR	10
chr6	6578093	6578243	id-84816	2.72e-06	-	GCTCTCTCCCAAGCACTCACCAGCAGAGGACACTA	UpstreamP1_CTCF	10
chr6	6585030	6585180	id-84817	1.19e-06	-	GTAACCTACATTACATGTGCCAGTAGATGGCAGAC	V_CTCF_BR	15
chr6	6588578	6588728	id-84818	6.82e-05	+	TCCCAAGTTTACAGCCTCACCTGGGGGTGGAGGCT	V_CTCF_BR	3
chr6	6626460	6626610	id-84819	1	+	NA	NONE	1
chr6	6645918	6646068	id-84820	4.51e-05	+	GCAGCCACATCCTGAGTTGCAAGCAGAAGACACCC	Upstream_CTCF	5
chr6	6647210	6647360	id-84821	1.22e-07	-	TTGCAGTGAAGGTCACAGACAGGTAGGGGGCACTA	UpstreamP1_CTCF	19
chr6	6675216	6675366	id-84822	1.63e-05	+	AATGCTATTAGCCTGGAATGCGGTGGGGGGCGCTC	Upstream_CTCF	40
chr6	6677160	6677310	id-84823	1.31e-09	+	GTGTAGTTCACAATTTCAGCCAGGAGGTGGCGGTA	UpstreamP1_CTCF	40
chr6	6694721	6694871	id-84824	1.04e-05	+	CTGTGCCCCGCTGCTCAAACCTGTAGGGGGAGCAT	V_CTCF_BR	23
chr6	6697226	6697376	id-84825	2.5e-09	+	CGCTGCCTCCACCATGTGGCCTCAAGGGGGCGCCG	V_CTCF_BR	40
chr6	6700224	6700374	id-84826	1.71e-06	-	GAGGTAAAGGTTGGACTTGCCTGAAGATGGAGCCG	V_CTCF_BR	27
chr6	6702156	6702306	id-84827	1	+	NA	NONE	6
chr6	6712826	6712976	id-84828	8.21e-06	+	ATGTTTTCAACTTGCACCACCTCTTGGGGGCACTG	V_CTCF_BR	22
chr6	6714419	6714569	id-84829	6.19e-06	+	GTCCAGCCGCGGGGAGCTGCCTGCAAGGGGAGGTG	UpstreamP1_CTCF	3
chr6	6724870	6725020	id-84830	2.4e-05	+	GAAACCCACAAGGCAGGAGCCATTAGAGGGCAGCA	V_CTCF_BR	40
chr6	6741632	6741782	id-84831	1	+	NA	NONE	6
chr6	6750100	6750250	id-84832	4.5e-05	-	CAGCAAAGGGCCTGTGTCACCAGCAGCGACCGCTC	UpstreamP1_CTCF	5
chr6	6750338	6750488	id-84833	1	+	NA	NONE	12
chr6	6753875	6754025	id-84834	9.41e-05	+	CTACTACCTACAATTGCAAGAAGTAGGGGGCAGTC	V_CTCF_BR	3
chr6	6759523	6759673	id-84835	7.44e-09	+	TTTGCAGTTGCTATAGCAACCACCAGGGGTCAGTT	Upstream_CTCF	40
chr6	6788739	6788889	id-84836	6.34e-08	+	AGTGCAGTACCTAGCACTGACAGTAGCAGGCAGTC	Upstream_CTCF	40
chr6	6789073	6789223	id-84837	1	+	NA	NONE	0
chr6	6803427	6803577	id-84838	1.04e-05	+	GGTACTGCCAAGTGCTGAACCTCATGAGGGCACAA	V_CTCF_BR	3
chr6	6804084	6804234	id-84839	1	+	NA	NONE	5
chr6	6841934	6842084	id-84840	1.34e-06	+	TGGCAGTGCAGCCTGGGTGCCTGCAGATGGGGTCA	UpstreamP1_CTCF	6
chr6	6843623	6843773	id-84841	5.08e-05	-	CAGAAGCTGGCCTGGGAATGCTCTGGAGGGCGCCA	UpstreamP1_CTCF	13
chr6	6873478	6873628	id-84842	2.43e-06	-	CCACATCACCTTCCTCTACCCGCCAGGGGGTACCC	V_CTCF_BR	0
chr6	6881903	6882053	id-84843	4.34e-05	-	AAATCAACAGTAAAAACGGCCACTGGGGGGATTTG	Upstream_CTCF	3
chr6	6915512	6915662	id-84844	8.21e-05	-	TGCCATAGAGACCGTATGGCCAGCAGAGTTCACTC	V_CTCF_BR	4
chr6	6916058	6916208	id-84845	1	+	NA	NONE	5
chr6	6928416	6928566	id-84846	4.68e-05	+	CTGAACATGTGCTGGGCAAACACTAGAGGGTGAGA	UpstreamP1_CTCF	12
chr6	6970282	6970432	id-84847	1.76e-05	+	CAGCTCCCAGCAGCAGCAGCCAGCAGGCGCCTCCT	UpstreamP1_CTCF	7
chr6	7001157	7001307	id-84848	1	+	NA	NONE	8
chr6	7086775	7086925	id-84849	1	+	NA	NONE	15
chr6	7087467	7087617	id-84850	1	+	NA	NONE	31
chr6	7107075	7107225	id-84851	1.92e-06	-	CAGCGGGGAACTGCCGTGGCCGCCAGGGGCTGAGG	UpstreamP1_CTCF	36
chr6	7143980	7144130	id-84852	8.19e-06	+	CTGCAGCCCACTCTGCCGGCGACCAGTGTGCATCA	UpstreamP1_CTCF	22
chr6	7158010	7158160	id-84853	8.13e-06	+	TCTTTCATCCCTCCTGACTCCAGAAGAGGGCTCTA	Upstream_CTCF	31
chr6	7181968	7182118	id-84854	6.82e-05	-	GAAGTTTAGGCTTCTGTCATTGCCAGGGGGCGCTG	V_CTCF_BR	9
chr6	7203321	7203471	id-84855	9.25e-06	-	CCTCTCCTGACTTTCAGATCCAGTAGGGGGTAGAG	V_CTCF_BR	1
chr6	7217397	7217547	id-84856	9.88e-07	-	CCTGTTCTGTCTCCAGAGGCCAGAAGGAGTAAGTG	Upstream_CTCF	24
chr6	7218888	7219038	id-84857	1	+	NA	NONE	9
chr6	7239139	7239289	id-84858	6.46e-07	-	GCACTGGCTGTGTCACACGACTCCAGGGGGCGCCA	V_CTCF_BR	40
chr6	7243488	7243638	id-84859	3.56e-05	+	CTAGGGCTGTCTCCACAGTCCTGTAGGAGGAGCTG	Upstream_CTCF	23
chr6	7243816	7243966	id-84860	9.88e-07	-	GTTGTATTCTACCAAACTCCCACTAGGGGGAGTGT	Upstream_CTCF	40
chr6	7246662	7246812	id-84861	5.13e-05	+	CTCACGGGACAGAGAGCAGCCGTCGGAGGGCGCCA	V_CTCF_BR	22
chr6	7247009	7247159	id-84862	1.1e-06	+	TCCTGGGCACCCTGAGCCGCCACCGGAAGGCGCAC	V_CTCF_BR	0
chr6	7250630	7250780	id-84863	1.32e-05	-	AGTGGGGTACATTCTCCTCCCTGCAGGCGGAGACA	Upstream_CTCF	7
chr6	7255219	7255369	id-84864	1.59e-06	-	AGGCAGCTGGCGCTGTTGGCCAGTGGTTGGAGGCC	V_CTCF_BR	3
chr6	7261525	7261675	id-84865	6.84e-06	-	AGAGTCCCCGGGCTGCGCTGCTGCAGAGGGCAGGG	V_CTCF_BR	16
chr6	7276271	7276421	id-84866	2.88e-10	+	ACTGCTGTACCGCCCATGAGCGGCAGAGGGCAGCA	Upstream_CTCF	40
chr6	7339445	7339595	id-84867	1.97e-06	-	CTTTATGCTGAAGAGGTGGCCACTAGGGGTCTGTG	V_CTCF_BR	40
chr6	7389759	7389909	id-84868	1	+	NA	NONE	26
chr6	7390357	7390507	id-84869	1	+	NA	NONE	25
chr6	7425303	7425453	id-84870	1.83e-05	+	CTTTGCAATAATGTTTGCTCCTCTAGAGGGAGGTG	V_CTCF_BR	40
chr6	7446954	7447104	id-84871	3.4e-06	+	TCATGCCACCGCTGTTCTGACAGGAGGTGGAGCTC	V_CTCF_BR	5
chr6	7567010	7567160	id-84872	1.64e-05	-	ATGTCAGCCTTGAGCGTGGCCCAAAGATGGCAGTC	V_CTCF_BR	15
chr6	7615818	7615968	id-84873	2.1e-06	-	GTTTCTGTTCAACTTTTTGCCATAAGGTGGCAGTA	Upstream_CTCF	40
chr6	7616349	7616499	id-84874	1	+	NA	NONE	40
chr6	7618698	7618848	id-84875	1.55e-05	+	GCGAAGAGTTGGTGCCAAGCCACAAGTGGGAGATG	V_CTCF_BR	22
chr6	7625555	7625705	id-84876	2.4e-05	+	TTTATTCAGGGTCACTCAAACAGCAGGAGGCAGAA	V_CTCF_BR	18
chr6	7631140	7631290	id-84877	1	+	NA	NONE	3
chr6	7641561	7641711	id-84878	2.06e-07	+	ACAGTTATTCCAAGAACTACCAGCAGGAGTAGGGA	Upstream_CTCF	23
chr6	7670101	7670251	id-84879	5.67e-06	+	TCTGGACATTACCAAATGTCCTCCTGGGGGCAGAA	Upstream_CTCF	21
chr6	7673478	7673628	id-84880	5.01e-06	+	CTCTGGCCTTTGAAAAACACCAGCTGATGGCGCCA	V_CTCF_BR	29
chr6	7721997	7722147	id-84881	1.63e-05	+	GTATTAGTTTTTCACTTTGCCACCAGATGTCCTTC	Upstream_CTCF	36
chr6	7723353	7723503	id-84882	2.27e-06	+	GGCGGTAATATTTTGGTGTCCTGCAGGGGGCGAAG	V_CTCF_BR	40
chr6	7727486	7727636	id-84883	1.48e-06	-	GGGCGCGGACTTCAGTCGCCCGGGAGGGGGCTCTC	V_CTCF_BR	12
chr6	7735117	7735267	id-84884	4.7e-06	-	TAGGACAATCCTGACCTGGCCAGCAGGAGGATCAG	V_CTCF_BR	2
chr6	7747379	7747529	id-84885	5.3e-05	-	TGGCATATTCACAGATGTAACACCAGGAGGCGAAG	UpstreamP1_CTCF	6
chr6	7747775	7747925	id-84886	4.43e-05	-	AGGGGTCTCCCTGTGCTGAAAACCAGGTGTCAGCA	V_CTCF_BR	5
chr6	7777405	7777555	id-84887	1	+	NA	NONE	6
chr6	7814071	7814221	id-84888	1.52e-07	-	CTGGATGTCCCCAAGCTGGCCACCAGTGGTCGCAA	V_CTCF_BR	12
chr6	7818772	7818922	id-84889	1.47e-05	+	GTGTTTAATCATGAAACAGCCCCTAGAGGGAAGTG	V_CTCF_BR	6
chr6	7847554	7847704	id-84890	1.72e-06	-	TCTGGAGGCCTCTGGAAGAACGCTAGGAGGCGGCA	Upstream_CTCF	20
chr6	7865943	7866093	id-84891	5.65e-05	-	TCCCTGGGAGCACGCCATGGAAGAAGGGGGCAGCA	V_CTCF_BR	12
chr6	7899359	7899509	id-84892	4.7e-05	+	ACTGTATTACCTGTGACAGTGGCAGGGTGGCAGTG	Upstream_CTCF	27
chr6	7922940	7923090	id-84893	1	+	NA	NONE	3
chr6	7940182	7940332	id-84894	3.09e-05	-	CTGCAAACTCACATCGTTCCACGCAGAGGGAGCTG	UpstreamP1_CTCF	15
chr6	7941145	7941295	id-84895	1	+	NA	NONE	33
chr6	7978175	7978325	id-84896	2.96e-05	+	ATTCTATTTTTACCCATGTCCACTGGAGGCAGACC	UpstreamP1_CTCF	3
chr6	7991847	7991997	id-84897	3.73e-06	+	GCCGTGCCCCTGTGTGTGGCCACCAGATGGACCTG	Upstream_CTCF	18
chr6	7992332	7992482	id-84898	4.7e-06	-	TGACTAGTAATGAATCCCTCCACCAGGGGGTAGAC	V_CTCF_BR	39
chr6	7992939	7993089	id-84899	1	+	NA	NONE	17
chr6	7994327	7994477	id-84900	1.04e-05	-	TGGTACAGAAGCCCAGGGACGTGTAGGTGGCGCTG	V_CTCF_BR	7
chr6	8006593	8006743	id-84901	2.04e-05	-	TAAAATGTATAGCTGAACACCAGCAGGTGTCACTG	V_CTCF_BR	38
chr6	8059496	8059646	id-84902	1.39e-05	-	TAAAAGAAGGGAGTAAGTACCACATGGTGGCAGCA	V_CTCF_BR	30
chr6	8064509	8064659	id-84903	4.43e-05	+	GCCCGGGGCGGCCTCACAACCCACAGGGGTCTCTG	V_CTCF_BR	26
chr6	8065222	8065372	id-84904	1	+	NA	NONE	12
chr6	8066481	8066631	id-84905	7.73e-05	+	TTTTCCTTTCCTCATGCAGCCTGCAGGGGAGCCAA	Upstream_CTCF	30
chr6	8083715	8083865	id-84906	1	+	NA	NONE	10
chr6	8102679	8102829	id-84907	5.77e-08	-	CGTCTGCCAGGAGCTACGGCCGGAAGATGGCGGCG	V_CTCF_BR	12
chr6	8131609	8131759	id-84908	3.24e-06	+	GCTGTTTTTTGGAATCTGACCAGCTGGTGTCACTA	Upstream_CTCF	40
chr6	8170293	8170443	id-84909	1	+	NA	NONE	2
chr6	8170626	8170776	id-84910	1	+	NA	NONE	22
chr6	8172848	8172998	id-84911	1.04e-05	+	TCCATCTTCACACCTTGTCCCACTAGATGGCACTT	V_CTCF_BR	4
chr6	8195680	8195830	id-84912	7.9e-07	+	ATGTAGTTACTCTTCCAGGCCACCGTGGGGGGCTA	UpstreamP1_CTCF	33
chr6	8219708	8219858	id-84913	3.97e-07	-	TATGTCAATCCATGTTGAACCACCAGGTGGCACAC	V_CTCF_BR	40
chr6	8462554	8462704	id-84914	8.79e-07	+	TTGTAATTTGGACTGTGATCCAGTAGATGGCACTT	UpstreamP1_CTCF	25
chr6	8482095	8482245	id-84915	1	+	NA	NONE	30
chr6	8499873	8500023	id-84916	2.18e-07	+	AACTTCCCTCCACTTTTGGCCAGAAGAGGGAAGCA	V_CTCF_BR	39
chr6	8531114	8531264	id-84917	4.88e-05	-	CGTGTCATTACTCTGATCAGCTGTAGGGGTCTAAA	Upstream_CTCF	14
chr6	8539795	8539945	id-84918	4.71e-06	+	TTTGTATTTTATTAAACTAACAGAAGAGGGCACTC	Upstream_CTCF	30
chr6	8590731	8590881	id-84919	2.81e-06	-	GGTGCAGTTCATTCCTAGGTCTCAGGAGGGCTCCA	Upstream_CTCF	18
chr6	8609118	8609268	id-84920	1	+	NA	NONE	5
chr6	8708239	8708389	id-84921	1.71e-06	+	TAAGAGCACTGGACCTTAGACAGTAGATGGCAGTG	V_CTCF_BR	31
chr6	8743462	8743612	id-84922	6.64e-05	+	GCTGCACATCTAGAATCTCCAGAAGGGTGGCAGCA	Upstream_CTCF	13
chr6	8888798	8888948	id-84923	1.73e-06	-	GGGCTGCTGTAACTAACTACCACTAGGTGGCTTAA	UpstreamP1_CTCF	33
chr6	8905103	8905253	id-84924	5.68e-06	-	GGGAAGATGCACGTTGTCTCCTGAAGGGGGCTCAC	V_CTCF_BR	29
chr6	8983493	8983643	id-84925	1.46e-07	+	GAGCAATACCCACCTCTGTCCCATAGATGGCAGCA	UpstreamP1_CTCF	40
chr6	9039645	9039795	id-84926	1	+	NA	NONE	23
chr6	9056909	9057059	id-84927	2.4e-05	+	CTTTGTTAGGAATTCTTAACCTGTAGGAGGCAGTG	V_CTCF_BR	8
chr6	9070120	9070270	id-84928	4.01e-05	+	AGAAGGTGACAGGAAATAAACACATGATGGCACTA	V_CTCF_BR	2
chr6	9092765	9092915	id-84929	6.21e-06	+	TTTTCAATTCAGTGCAGAGCCAGGAGAGGACACTA	Upstream_CTCF	9
chr6	9251114	9251264	id-84930	7.15e-05	+	GATTGGGAAACACGATGTTTCAGTAGGTGGCGCTT	V_CTCF_BR	40
chr6	9374012	9374162	id-84931	1	+	NA	NONE	7
chr6	9413308	9413458	id-84932	3.18e-06	-	TTCACATTCTGCCCAAAGAACACTAGGGGGCAGCG	V_CTCF_BR	40
chr6	9481764	9481914	id-84933	1	+	NA	NONE	13
chr6	9540869	9541019	id-84934	1.1e-06	+	TCATGATCTCCCCTTTTGCCCTCTAGAGGGCACTA	V_CTCF_BR	40
chr6	9544000	9544150	id-84935	4.41e-06	+	AGAGCAGGCATGTCACGTGGCAGGAGAGGGAGCCA	V_CTCF_BR	6
chr6	9566526	9566676	id-84936	1.47e-05	+	AAAGACAAGGTAGGGAAAACCACTAGAGGGATGCA	V_CTCF_BR	1
chr6	9610984	9611134	id-84937	9.25e-06	-	GGTTGGGGGGGGCTGTGTCTCACTAGGTGGCAGTG	V_CTCF_BR	22
chr6	9789560	9789710	id-84938	2.73e-07	+	TCTGTCCTCTTAGGCATCACCAGCAGAGGCCAGTG	Upstream_CTCF	6
chr6	9852367	9852517	id-84939	1.01e-08	-	GGGCAGTTCAACCTTCAGGCCAGGAGGTGGCACTT	UpstreamP1_CTCF	29
chr6	9925360	9925510	id-84940	1	+	NA	NONE	5
chr6	10031319	10031469	id-84941	1	+	NA	NONE	37
chr6	10084875	10085025	id-84942	1	+	NA	NONE	12
chr6	10248914	10249064	id-84943	1	+	NA	NONE	10
chr6	10256473	10256623	id-84944	5.08e-07	+	GAAAAATTCCCTCACGCCTCCACCAGGGGGAGGAG	V_CTCF_BR	39
chr6	10343641	10343791	id-84945	1.97e-06	-	GGACTCTGCAGAGTCCTCACCAGCAGGAGGCTCTC	V_CTCF_BR	18
chr6	10355458	10355608	id-84946	1.28e-06	+	CCTTTAGTGCCCTGCCCTGCCACAAGAGGAGACAG	Upstream_CTCF	11
chr6	10381542	10381692	id-84947	3.36e-05	-	CCGCAGCGACCCACGGTGGGCACCTGGGCTTTGGG	UpstreamP1_CTCF	17
chr6	10404351	10404501	id-84948	1.48e-05	+	CTGCAGTGGCCGGGATTGAGCCCGCGGCGGAGCGA	UpstreamP1_CTCF	38
chr6	10413125	10413275	id-84949	4.34e-05	+	CGGGCCGGGGCGCGCACAGACGCTAGGCGGCCCAG	Upstream_CTCF	16
chr6	10414156	10414306	id-84950	3.18e-06	-	CCCTAGCGCGACCTGTCCACCCGCAGGAGGCGCTG	V_CTCF_BR	31
chr6	10415431	10415581	id-84951	1	+	NA	NONE	34
chr6	10421380	10421530	id-84952	2.1e-06	+	CCTGCAGCTCTCCGGGATTCAGGCGGGGGTCGCTG	Upstream_CTCF	22
chr6	10423517	10423667	id-84953	3.36e-07	-	AGAGGGCCGGGAGGCCGCTCCTGGAGGGGGCGCAC	V_CTCF_BR	15
chr6	10424344	10424494	id-84954	3.4e-06	+	TGATCCTGACCCGACCCAGCCACCAGGGGGTTATC	V_CTCF_BR	37
chr6	10426455	10426605	id-84955	6.84e-06	+	CCGAGGCCTGCCCCCTTGGGCTGCGGCGGGAGGCG	V_CTCF_BR	15
chr6	10429971	10430121	id-84956	1.17e-05	-	CACTCAGTTTTCTAAAGGGACACGTGGGGGCAGCA	V_CTCF_BR	39
chr6	10435410	10435560	id-84957	3.5e-05	-	ATGAGCTTTGACCAAAATTCCAACAGATGGCAGTA	UpstreamP1_CTCF	39
chr6	10441297	10441447	id-84958	2.1e-05	-	CAGGAATTTCAGGCAGAAGCAAGCAGATGGCGTAA	UpstreamP1_CTCF	15
chr6	10465985	10466135	id-84959	4.31e-07	-	AGCTCTGCAAGGATGATTTCCACCAGGTGGAGCCG	V_CTCF_BR	39
chr6	10478788	10478938	id-84960	3.6e-07	+	ATTGTAATTCACAAGTTAACCTGCAGATGGTGCCA	Upstream_CTCF	40
chr6	10495414	10495564	id-84961	1	+	NA	NONE	3
chr6	10505781	10505931	id-84962	6.9e-05	-	TCAGGAAGCTTGCCTCTCACCAGAAGGGGCACATC	Upstream_CTCF	7
chr6	10510871	10511021	id-84963	1	+	NA	NONE	40
chr6	10610169	10610319	id-84964	1.04e-05	-	CCACCAGATGCAGTCAATACCACCAGATGGCTCTT	V_CTCF_BR	2
chr6	10622193	10622343	id-84965	2.83e-07	-	CAAGCCACTGGGAAGGCTGCCTGTAGGGGGAGCAG	V_CTCF_BR	15
chr6	10694465	10694615	id-84966	1.17e-05	+	AAGGCTCACTGCTCCCTCCCCAGGAGGTGCCGCAA	V_CTCF_BR	9
chr6	10719841	10719991	id-84967	1	+	NA	NONE	5
chr6	10759711	10759861	id-84968	1.64e-06	-	GTCCAATTACACAAAGCCACCACTAGTGGGAGGAT	UpstreamP1_CTCF	40
chr6	10771556	10771706	id-84969	1	+	NA	NONE	2
chr6	10801584	10801734	id-84970	1.38e-08	-	AGTGTGCAGCCTCTGGCTGCCACAAGAGGGCAGCA	V_CTCF_BR	39
chr6	10809447	10809597	id-84971	1	+	NA	NONE	4
chr6	10848004	10848154	id-84972	5.55e-07	+	TCTGCTATACCATGAATCATCACAAGGTAGCAGTG	Upstream_CTCF	31
chr6	10887188	10887338	id-84973	4.31e-07	-	TCCCCGCCCAAGAGCCCCGCCCGCTGGGGGCGCTG	V_CTCF_BR	33
chr6	10951929	10952079	id-84974	1	+	NA	NONE	39
chr6	10954872	10955022	id-84975	8.43e-09	+	CGCCGATGTGCCCGTGTCACCAGCAGATGGCGCGC	V_CTCF_BR	40
chr6	10962202	10962352	id-84976	1	+	NA	NONE	14
chr6	11012053	11012203	id-84977	1	+	NA	NONE	17
chr6	11014000	11014150	id-84978	1	+	NA	NONE	10
chr6	11038617	11038767	id-84979	5.08e-05	+	TTGCGCTACTGCACTCCAGCCTGGTGATGGGGCAA	UpstreamP1_CTCF	3
chr6	11044753	11044903	id-84980	1.12e-08	-	CCTGCAAATCGCCGCCCGGCCGGCAGGGGACGCCG	Upstream_CTCF	36
chr6	11069301	11069451	id-84981	5.01e-06	-	AGAAGTGTATATAGTTTCTCCAGCAGAGGGTGCTA	V_CTCF_BR	40
chr6	11094012	11094162	id-84982	1	+	NA	NONE	31
chr6	11094321	11094471	id-84983	5.96e-07	+	CCGCCTTTGCGCCGCCCCACCCCCTGGGGGCGCTG	V_CTCF_BR	36
chr6	11108794	11108944	id-84984	1.17e-05	+	TGGCAGGTTTGCAGGGCAGTCAGTAGTTGGAGCTG	V_CTCF_BR	14
chr6	11124334	11124484	id-84985	1.85e-05	+	CCTTCAGTACCGTTCCCAGCCTCTGGGAGCTATCA	Upstream_CTCF	32
chr6	11144701	11144851	id-84986	8.52e-08	+	CTGGAACAGCAGCTTGTGACCACGAGGTGGCGACA	UpstreamP1_CTCF	40
chr6	11154326	11154476	id-84987	1.26e-05	-	TACGCACTTCCGAGAGAAACCGTCAGATGTCAGGC	Upstream_CTCF	9
chr6	11172840	11172990	id-84988	6.34e-08	+	CCTTTCATTTCCCATCAGACCACAAGGGGGCGCCG	Upstream_CTCF	40
chr6	11173946	11174096	id-84989	4.7e-06	-	TTTAATGAGTAGAGGCCAGCCTGCAGGGGGAGAAA	V_CTCF_BR	23
chr6	11194704	11194854	id-84990	1	+	NA	NONE	11
chr6	11219178	11219328	id-84991	3.47e-07	+	GTGTAGCAATCTGCTTTTGGCACTAGGTGACAGAG	UpstreamP1_CTCF	5
chr6	11232836	11232986	id-84992	1	+	NA	NONE	18
chr6	11242030	11242180	id-84993	2.19e-08	+	GTCCGGCCAGCCCAAGCAGCCGCCAGCTGGCGCTC	V_CTCF_BR	35
chr6	11264476	11264626	id-84994	1	+	NA	NONE	14
chr6	11310176	11310326	id-84995	7.44e-05	+	CAGGGGATACATCGACACGCCACTAGGAGGGCAGC	Upstream_CTCF	20
chr6	11323882	11324032	id-84996	4.65e-05	+	CATGGGTGATAGAAGGAGGCCCCTAGGTGGCTACA	V_CTCF_BR	6
chr6	11329286	11329436	id-84997	1.43e-05	-	TGTGCATTTGTCTTAGGGCCCTCTTGAGGGCTTAG	Upstream_CTCF	6
chr6	11413608	11413758	id-84998	3.63e-06	-	GACATAGATGGGTGCATGCCCACAAGAGGGAGCCT	V_CTCF_BR	30
chr6	11417093	11417243	id-84999	1.84e-06	-	CGTGACCCGGCCAAGGGATCCACTAGGTGGAGCCT	V_CTCF_BR	10
chr6	11460724	11460874	id-85000	1.03e-06	-	ACATGCTAAGGTAGCATAACCAGGAGGTGGCAGAG	V_CTCF_BR	27
chr6	11496542	11496692	id-85001	1.02e-07	-	GTGTAATTTTCTAATCAAAGCACCAGGTGGAGCCA	UpstreamP1_CTCF	39
chr6	11575875	11576025	id-85002	2.57e-08	-	CGGTAGTGCAATCACTTGAACACCAGAGGGCAATC	UpstreamP1_CTCF	40
chr6	11585780	11585930	id-85003	3.22e-05	+	TTGTAAAGCAAGAGTTCCGTCACTAGATGGTGCAG	UpstreamP1_CTCF	39
chr6	11596326	11596476	id-85004	3.09e-05	+	CTGCAATTGCCAGAGACAACCACTAGGTTATTTTT	UpstreamP1_CTCF	38
chr6	11618895	11619045	id-85005	1	+	NA	NONE	39
chr6	11655914	11656064	id-85006	1.01e-09	+	GGCGTCCGTGTAAATTTGGCCACCAGGTGGCACCA	V_CTCF_BR	40
chr6	11676008	11676158	id-85007	1	+	NA	NONE	22
chr6	11682167	11682317	id-85008	3e-06	+	CTGCCATGAACACTGTTAGCAGGCAGAGGGAGCAG	UpstreamP1_CTCF	21
chr6	11700496	11700646	id-85009	2.18e-07	+	AAAAGAAGAGTCCATTTAGCCACCAGAGGGCTCTC	V_CTCF_BR	39
chr6	11701242	11701392	id-85010	1.64e-05	+	GCTTAGGAGGCATTCCTATACACCAGTGGGAAGAA	V_CTCF_BR	2
chr6	11748948	11749098	id-85011	4.03e-06	+	GTGCAGTACGCACGAAGGTCCTGTAGGAGAATGAA	UpstreamP1_CTCF	20
chr6	11766457	11766607	id-85012	1	+	NA	NONE	28
chr6	11806977	11807127	id-85013	5.92e-05	-	TGGAGAGGCGGTTGCATGGCCAGGTGAGGGGGCCG	V_CTCF_BR	2
chr6	11822642	11822792	id-85014	2.37e-05	+	ATGGGACTTGCAGTTCTTGGCTGTAGGTGGCATAA	Upstream_CTCF	14
chr6	11845973	11846123	id-85015	1	+	NA	NONE	4
chr6	11912807	11912957	id-85016	2.6e-06	-	AAGACAATTTTTCCACAGACCAGAAGGGGGCAGAG	V_CTCF_BR	24
chr6	11918366	11918516	id-85017	7.17e-05	+	GATGCAGGTGGGACCCAGAGAGCCAGGGGTCTCCA	Upstream_CTCF	7
chr6	11920102	11920252	id-85018	1	+	NA	NONE	5
chr6	11926071	11926221	id-85019	6.19e-06	-	CTGCTGGTGCCTGAAGGAGGCAGCAGTGGAAGCAG	UpstreamP1_CTCF	3
chr6	11947415	11947565	id-85020	2.77e-07	+	GTGCAGTGAGGGAGGTCATCCACTAGGAGAAAGGA	UpstreamP1_CTCF	37
chr6	12018797	12018947	id-85021	1	+	NA	NONE	0
chr6	12035206	12035356	id-85022	1	+	NA	NONE	19
chr6	12040419	12040569	id-85023	5.34e-06	+	TGTTCGAATCTTTGCTTTTCCACCAGGTGGTGCAA	V_CTCF_BR	17
chr6	12045311	12045461	id-85024	2.4e-05	-	AGCATATGAATAAAAATGCCCAGTAGATGGCGAGG	V_CTCF_BR	40
chr6	12075536	12075686	id-85025	1	+	NA	NONE	40
chr6	12084104	12084254	id-85026	1	+	NA	NONE	9
chr6	12091958	12092108	id-85027	1	+	NA	NONE	0
chr6	12113571	12113721	id-85028	1	+	NA	NONE	4
chr6	12145700	12145850	id-85029	8.97e-05	-	GGCGTAAGTCTCACAGTATCTGGTAGAGGGCGTTC	Upstream_CTCF	1
chr6	12147893	12148043	id-85030	2.46e-06	+	CTTCAGCCTCTCTCATTCTCCACCAGATGGAGTTT	UpstreamP1_CTCF	30
chr6	12151199	12151349	id-85031	8.34e-07	+	CAGCAGGTGTCACTGTCTGGCAGCAGTGGGCGAGC	UpstreamP1_CTCF	39
chr6	12159036	12159186	id-85032	6.64e-05	+	GGTGTAGTTCCTTGCCACTCCTCTAGAGTTACTGC	Upstream_CTCF	30
chr6	12180876	12181026	id-85033	1	+	NA	NONE	2
chr6	12234406	12234556	id-85034	1.31e-05	-	AGATCCTGGCTCTCTACTACCAGCTGAGGGAGCAT	V_CTCF_BR	40
chr6	12246399	12246549	id-85035	8.71e-06	-	CTCAGATGCTGCCCCTTGCCCACCAGGTGGCTTGA	V_CTCF_BR	7
chr6	12275371	12275521	id-85036	3.88e-06	-	AGGGAAGAGCCCCAAGCGGCCAACTGAGGGCTCTG	V_CTCF_BR	10
chr6	12284301	12284451	id-85037	2.4e-05	-	ATCCGTGTTTATCGAGCCACCACTAGGTGTCAAAA	V_CTCF_BR	15
chr6	12287699	12287849	id-85038	2.89e-07	-	GCAGCAGCTCCCTTTTCCTCCTGTAGGGGCAGAGG	Upstream_CTCF	38
chr6	12289677	12289827	id-85039	1.41e-05	-	AAGACATGGCGGGAGAAGAACACCAGGGGGAGATG	UpstreamP1_CTCF	40
chr6	12290563	12290713	id-85040	2.43e-06	-	GCGGCGGTGGAGAGCTGGGACTGCAGGAGGCGCAG	V_CTCF_BR	39
chr6	12292688	12292838	id-85041	1	+	NA	NONE	37
chr6	12311453	12311603	id-85042	1	+	NA	NONE	30
chr6	12370040	12370190	id-85043	4.1e-06	-	AGAGCAACCCCTGCACTCACCACAGGAGGTTGCAA	Upstream_CTCF	12
chr6	12396243	12396393	id-85044	1	+	NA	NONE	28
chr6	12403815	12403965	id-85045	7.17e-05	+	CCAGCACTTCTGAACTCAGACTGCAGGGCCAGAGG	Upstream_CTCF	17
chr6	12482752	12482902	id-85046	1	+	NA	NONE	39
chr6	12504721	12504871	id-85047	4.41e-06	-	GTAGTCATAATCAAGCTAGACACTAGGGGGCTGTG	V_CTCF_BR	40
chr6	12535174	12535324	id-85048	1	+	NA	NONE	16
chr6	12557075	12557225	id-85049	1	+	NA	NONE	1
chr6	12603760	12603910	id-85050	1.31e-05	-	ACTATGAAAAAAATCAGAACCACTAGAGGTCACTC	V_CTCF_BR	40
chr6	12606133	12606283	id-85051	6.98e-07	-	AGATGACACTCTATCCTAGACACTAGGTGGCGGCA	V_CTCF_BR	40
chr6	12636686	12636836	id-85052	1.17e-05	-	TGCCCCATACTCAAAATAGACAGCAGGGGGCAATT	V_CTCF_BR	33
chr6	12638383	12638533	id-85053	3.71e-05	+	TCAATTTTCCCTGTGGTGGCCAGCAGGCGGTGCTC	Upstream_CTCF	40
chr6	12845050	12845200	id-85054	1.73e-06	-	ATGTTTTTATTTGTTCCCACCACTAGAGGGCTAAG	UpstreamP1_CTCF	40
chr6	12872940	12873090	id-85055	4.14e-06	+	CTGCATACAGGTACATCCTCCTCAAGGGGGCAGGA	V_CTCF_BR	2
chr6	12890533	12890683	id-85056	1.12e-08	+	CCTGCAGTCCCCAGTACTGCAGCCAGAGGGAGCCT	Upstream_CTCF	40
chr6	12894230	12894380	id-85057	4.89e-09	-	ACTGCAATATTGAAAGTAGCCACAAGATGGCGAGA	Upstream_CTCF	40
chr6	12899788	12899938	id-85058	1.81e-06	-	TAAGCTATTCTCAGTCAACCCAGAAGAGGGTGCAG	Upstream_CTCF	17
chr6	12910165	12910315	id-85059	3.63e-06	+	GCAAACTCCGCAGCCTTCGCCTGGTGGTGGCAGTG	V_CTCF_BR	9
chr6	12911712	12911862	id-85060	7.15e-05	+	GCTTGCAATACTGAGGTGTCTGCTAGAGGGCAACA	V_CTCF_BR	39
chr6	12923996	12924146	id-85061	1	+	NA	NONE	2
chr6	12948328	12948478	id-85062	7.49e-07	+	CTGTTCTAGGGTAATCTGGCCAGTAGGTGATGCTG	UpstreamP1_CTCF	9
chr6	12958088	12958238	id-85063	3.42e-05	+	TGTGTATTTTCAGAGCCCGACACTTGAGGAGACTG	Upstream_CTCF	21
chr6	13026881	13027031	id-85064	1	+	NA	NONE	7
chr6	13038989	13039139	id-85065	1	+	NA	NONE	1
chr6	13044806	13044956	id-85066	3.18e-06	-	GGTGAGTTCTTTCTGGCCCCCACCAGGTGGCAAGG	V_CTCF_BR	7
chr6	13050008	13050158	id-85067	8.71e-06	-	AAGCCTGTTCCTTGTAGGAACTGCAGGTGGCTCCC	V_CTCF_BR	24
chr6	13100178	13100328	id-85068	2.8e-05	-	GTTGTTATTCTTTCCCTCACCACCAGGGTTTCATA	Upstream_CTCF	33
chr6	13121231	13121381	id-85069	5.65e-05	-	TAAGTTAACATCACTCCCTCCACATGGTGGTGCCC	V_CTCF_BR	16
chr6	13135544	13135694	id-85070	1	+	NA	NONE	1
chr6	13176137	13176287	id-85071	1	+	NA	NONE	10
chr6	13195209	13195359	id-85072	2.43e-06	+	CTCAACATCATCCCTCTCACCACAAGGGGTCAGTC	V_CTCF_BR	40
chr6	13229423	13229573	id-85073	4.23e-06	+	AGGCATCCCTGGCCTCTGTCCGCTAGATGCCAGTA	UpstreamP1_CTCF	32
chr6	13251639	13251789	id-85074	1	+	NA	NONE	13
chr6	13263510	13263660	id-85075	1	+	NA	NONE	0
chr6	13272930	13273080	id-85076	1	+	NA	NONE	3
chr6	13275943	13276093	id-85077	4.71e-06	-	GATGTTGGGTCACCAGGGACAGCTAGAGGGCACAC	Upstream_CTCF	3
chr6	13278552	13278702	id-85078	1.38e-08	-	AGCGGTGAGGCCACTGAGGCCAGCAGAGGGCAGAG	V_CTCF_BR	30
chr6	13296754	13296904	id-85079	8.33e-05	-	GACGCACTTACCTCCCCGCACAGAGGGGGGTCACT	Upstream_CTCF	6
chr6	13301024	13301174	id-85080	1	+	NA	NONE	15
chr6	13328339	13328489	id-85081	2.01e-05	+	ACTACAATGACAAAGGCGTCCTCTAGGAGGAAATG	Upstream_CTCF	37
chr6	13332126	13332276	id-85082	6.46e-07	-	ATTTAGCAAAAAAGGCTAACCACTAGAGGGCAGAA	V_CTCF_BR	39
chr6	13336827	13336977	id-85083	5.63e-09	+	GGTGTAATTCTCAATGGCAGCAGCAGAGGGCAGCA	Upstream_CTCF	40
chr6	13355973	13356123	id-85084	1	+	NA	NONE	9
chr6	13358173	13358323	id-85085	1	+	NA	NONE	18
chr6	13358877	13359027	id-85086	3e-06	+	CTGCAGGGGACAGTAGAGACCTGGAAGGGGAAGGA	UpstreamP1_CTCF	8
chr6	13376155	13376305	id-85087	3.09e-05	+	AGTCACTAGCCAGCTCCTTCCAGCAGGGGCATTCC	UpstreamP1_CTCF	4
chr6	13379156	13379306	id-85088	7.82e-06	+	AGGCAATAAACCCCTCCTGCAGCCAGGAGGCAAAC	UpstreamP1_CTCF	16
chr6	13383957	13384107	id-85089	5.08e-05	+	TTTGACTTGCTTCTTCACACCCCTGGGTGGAGCAC	Upstream_CTCF	29
chr6	13398113	13398263	id-85090	1	+	NA	NONE	34
chr6	13398961	13399111	id-85091	5.68e-06	+	GGCTCAGACCAGTCAATGGCCACCACGGGGCAGCA	V_CTCF_BR	2
chr6	13420221	13420371	id-85092	6.73e-07	-	GTGCTGGCCATTGTCTCAGACACCAGAGGGAGACA	UpstreamP1_CTCF	3
chr6	13428606	13428756	id-85093	3.45e-05	+	CCGCCTGAGGCCCTTGCGGCCAGCAGTGGAAACGC	V_CTCF_BR	11
chr6	13429407	13429557	id-85094	1	+	NA	NONE	7
chr6	13452695	13452845	id-85095	1	+	NA	NONE	4
chr6	13454930	13455080	id-85096	1.84e-06	+	GACAGTGCATGAGTCACAGACAGCAGGTGGCAGCT	V_CTCF_BR	13
chr6	13486301	13486451	id-85097	1	+	NA	NONE	14
chr6	13487595	13487745	id-85098	3.97e-05	-	GGGCCGCATCCTTAGCCGGCCTCCTGGCGGCCGCG	UpstreamP1_CTCF	39
chr6	13509802	13509952	id-85099	1	+	NA	NONE	6
chr6	13528594	13528744	id-85100	1	+	NA	NONE	9
chr6	13538431	13538581	id-85101	2.04e-05	-	GAAAGTTAGACTTTATTAAACAGCAGGGGGAGCTT	V_CTCF_BR	40
chr6	13540048	13540198	id-85102	1	+	NA	NONE	11
chr6	13555304	13555454	id-85103	3.03e-05	+	GGAGTTCTACCTTCCCAGCCCATGGGAGGGAGGGA	Upstream_CTCF	3
chr6	13558139	13558289	id-85104	1	+	NA	NONE	3
chr6	13574384	13574534	id-85105	6.46e-07	+	GACCACGGCGCCCGGGTCTCCGGCAGGGGCCGCTG	V_CTCF_BR	40
chr6	13575556	13575706	id-85106	2.81e-08	-	ACATCACTCCCAGGTGTCTCCACTAGGGGGCCCCA	Upstream_CTCF	40
chr6	13611284	13611434	id-85107	1	+	NA	NONE	7
chr6	13613552	13613702	id-85108	1.03e-06	+	GCCTTGGAATGCCTGCTGTCCAGCAGGTGTCACAG	V_CTCF_BR	1
chr6	13615436	13615586	id-85109	5.08e-07	+	CGTCCTGAGGACCTCCGAACCTGCAGGGGGCGATG	V_CTCF_BR	40
chr6	13625192	13625342	id-85110	2.27e-06	-	CAGAGAAGCTCAAACTGATCCAGTAGAGGGCAGGA	V_CTCF_BR	40
chr6	13711716	13711866	id-85111	1.63e-05	+	GCTGTCGCTGCGGCCGCCGGCACCAGGCGCCCAGT	Upstream_CTCF	24
chr6	13720879	13721029	id-85112	4.94e-06	+	CCTGCAGGTCTAGGAAGTGCCTATGGGTGCAGTGG	Upstream_CTCF	15
chr6	13727935	13728085	id-85113	3.63e-05	+	AGACCAATCTTATTTGTGTCCAGTAGTGGGAGTCA	V_CTCF_BR	20
chr6	13737331	13737481	id-85114	7.27e-06	+	GCAGGTTGAGAACTGCACAACTCTAGGGGGCACCA	V_CTCF_BR	14
chr6	13759362	13759512	id-85115	2.53e-05	+	GGCTCAAGCTCCAATCCCACCAGCAGGTGCTGCCT	V_CTCF_BR	1
chr6	13767829	13767979	id-85116	3.11e-05	-	AAAATTAGCCACATGACTGTCAGAGGGGGGCACCA	V_CTCF_BR	28
chr6	13770021	13770171	id-85117	7.42e-09	-	GGAACGAGTCCGCATGGAGCCAGAAGGGGGCGCCA	V_CTCF_BR	34
chr6	13795436	13795586	id-85118	1.96e-08	+	AGCCCGATGCATCAGATCACCACTAGAGGGCGGCG	V_CTCF_BR	40
chr6	13814468	13814618	id-85119	1	+	NA	NONE	21
chr6	13836506	13836656	id-85120	2.96e-05	+	ACTAATACACCACTGTACAGCTCCAGGGGGAGCCA	V_CTCF_BR	1
chr6	13847111	13847261	id-85121	1.34e-06	+	GGTGCGACACCCAAGGAGGGCCACAGGGGGAGCAC	Upstream_CTCF	32
chr6	13860634	13860784	id-85122	1.1e-05	-	CGATGGGACCGGGCGCGGTGGAGTAGGGGGCGCCG	V_CTCF_BR	2
chr6	13874082	13874232	id-85123	7.99e-11	+	GACAAGGCCAGCAGGGCCGCCACCAGAGGGCACCA	V_CTCF_BR	39
chr6	13909207	13909357	id-85124	5.98e-05	+	GGTCACTTTTAATATTCTACCCATAGATGGCAGCA	UpstreamP1_CTCF	40
chr6	13916193	13916343	id-85125	1	+	NA	NONE	10
chr6	13927505	13927655	id-85126	2.78e-06	+	TTTTCTGTCCATGGTTTAGCCACCTGGTGGAAGCA	V_CTCF_BR	24
chr6	13969728	13969878	id-85127	1	+	NA	NONE	4
chr6	14002962	14003112	id-85128	4.59e-07	-	CAGTTGCTACCCCAGTGGGGCTGCAGGTGGAGCTG	UpstreamP1_CTCF	12
chr6	14040349	14040499	id-85129	1.27e-06	-	CTGAACCTGGTAAAAATCTCCACCAGAGGGGGCAG	UpstreamP1_CTCF	16
chr6	14044464	14044614	id-85130	1.41e-06	+	CCAGCGCTTCTCTTGGTCTCCAGATGGGGGTGCCA	Upstream_CTCF	40
chr6	14046822	14046972	id-85131	5.92e-05	-	AGAACGATCCATGTTCCAGCCAATAGAGGGAGACT	V_CTCF_BR	40
chr6	14067152	14067302	id-85132	2e-06	-	TCTGTGTTTCAATATATCAGCTCTAGGTGGCAGTA	Upstream_CTCF	40
chr6	14118181	14118331	id-85133	1.83e-05	-	CCGTGTAGGGAACCTGCGGATCCCAGGGGGCGGTG	V_CTCF_BR	35
chr6	14129877	14130027	id-85134	2.78e-06	+	TGCAGGAGCGATCAATCTGCCACCAGATGTCTCTG	V_CTCF_BR	40
chr6	14144957	14145107	id-85135	2.23e-09	-	AAGCAGTTGCTTAACCCATCCACCAGGTGGCAGCA	UpstreamP1_CTCF	40
chr6	14149706	14149856	id-85136	2.15e-05	-	GGTAATGTGGTTACTGCCTCCACAAGAGGGTGACA	V_CTCF_BR	3
chr6	14165383	14165533	id-85137	1	+	NA	NONE	6
chr6	14192540	14192690	id-85138	2.15e-05	+	CTTCCTCTGCCTCTATTTTACAGCTGGGGGAGCCA	V_CTCF_BR	22
chr6	14197343	14197493	id-85139	1	+	NA	NONE	3
chr6	14211130	14211280	id-85140	3.63e-05	-	CCCTGTCAGGAGCCGCCTGCCGCAGGCGGGATGAA	V_CTCF_BR	10
chr6	14211508	14211658	id-85141	2.37e-05	-	GAGGCTGCGCTGGCACCGGCCGCCTGGCGCGGCTC	Upstream_CTCF	38
chr6	14265389	14265539	id-85142	6.19e-06	-	CTGCAGTACCATTTGGTCACCAGAAGGGCTTCCAT	UpstreamP1_CTCF	28
chr6	14271414	14271564	id-85143	1	+	NA	NONE	7
chr6	14281109	14281259	id-85144	1.15e-07	-	CCCAAGGGTGGCCCCGTGTCCTGCAGGTGGCAGGA	V_CTCF_BR	26
chr6	14283923	14284073	id-85145	1	+	NA	NONE	30
chr6	14287003	14287153	id-85146	3.42e-05	+	CTTGCAACCTTTGTTTTAGCCACAAGGTGATTCTA	Upstream_CTCF	7
chr6	14317484	14317634	id-85147	1	+	NA	NONE	32
chr6	14322341	14322491	id-85148	9.41e-05	+	GGAATTCCCATGTGGGCGCCCAGCAGAGGGCCATC	V_CTCF_BR	29
chr6	14397531	14397681	id-85149	2.18e-07	-	AGGTCGCATAGCAGCGCTGCCTGCTGGGGGCGCTG	V_CTCF_BR	36
chr6	14445289	14445439	id-85150	1	+	NA	NONE	0
chr6	14464489	14464639	id-85151	1	+	NA	NONE	24
chr6	14475278	14475428	id-85152	8.13e-06	-	CTTGCAGTCCCCCGGAATACCACTGAGGGGTTCCA	Upstream_CTCF	9
chr6	14500281	14500431	id-85153	9.26e-05	+	GTGCCCTTCTGCAAACCAGCAAGCAAGAGCAGCGC	UpstreamP1_CTCF	13
chr6	14510384	14510534	id-85154	2.1e-05	-	CCTTCCAGCTCATTCATGCCCACTAGGGTGCGTTA	Upstream_CTCF	32
chr6	14545089	14545239	id-85155	6.46e-07	+	AACCTGCTGCAGCCTGGTGCCTGCAGAGGGCAATG	V_CTCF_BR	5
chr6	14584816	14584966	id-85156	1.56e-05	-	GTAGGTAATCCAGCAGTGTCCACAAGATGGACCTG	Upstream_CTCF	28
chr6	14620990	14621140	id-85157	5.41e-07	-	GTGCAGCCCTGTTCTGAGTCCACTGGGAGGCTGGA	UpstreamP1_CTCF	4
chr6	14639133	14639283	id-85158	1	+	NA	NONE	19
chr6	14648574	14648724	id-85159	4.5e-06	-	ACTGAATTGTTAAAAGAGGCCAGAAGGGGTGGATC	Upstream_CTCF	0
chr6	14682098	14682248	id-85160	5.96e-07	+	CGGGCCATGGACAGCGGAGCCAGCAGGGGCAGCAC	V_CTCF_BR	3
chr6	14702890	14703040	id-85161	1	+	NA	NONE	8
chr6	14704998	14705148	id-85162	7.49e-05	+	TCCTCCCACACTCAGTCGGACACCAGATAGCAGTG	V_CTCF_BR	2
chr6	14710243	14710393	id-85163	1.31e-05	-	CCCACACCACATGTCAGGGAGAGCAGATGGCAGTG	V_CTCF_BR	1
chr6	14711401	14711551	id-85164	3.88e-06	-	GGCTCCTTGTTGCACTCAGCCAGTAGGGGTTGCTA	V_CTCF_BR	39
chr6	14720735	14720885	id-85165	6.82e-05	+	CGGGGGTTAAAATACTGAAAGTCCAGAGGGCAGCA	V_CTCF_BR	3
chr6	14740641	14740791	id-85166	5.13e-05	+	GTGTGGGCAAGGTAGGGAAACCACAGAGGGCACTG	V_CTCF_BR	2
chr6	14788030	14788180	id-85167	1	+	NA	NONE	21
chr6	14804449	14804599	id-85168	1	+	NA	NONE	6
chr6	14816850	14817000	id-85169	1.48e-06	+	GGGATTTGTTCAAGGTCACCCAGCAGATGGAGGCC	V_CTCF_BR	4
chr6	14856477	14856627	id-85170	1	+	NA	NONE	2
chr6	14864261	14864411	id-85171	1	+	NA	NONE	27
chr6	14880353	14880503	id-85172	1.41e-06	+	CCTGCATCGCTTTTCTCTGCCGCAAGCTGGAGCTG	Upstream_CTCF	2
chr6	14905583	14905733	id-85173	9.25e-06	+	GAGGACACAGCATTCATCGCCTCCAGAGGTTGCAG	V_CTCF_BR	5
chr6	15058745	15058895	id-85174	1	+	NA	NONE	17
chr6	15113959	15114109	id-85175	2.81e-05	+	TCATTAGAGCCCTGGTCTGTCTGCTGGGGGAGCCC	V_CTCF_BR	1
chr6	15149042	15149192	id-85176	1.23e-05	-	ATGCACAGCTTCAGAGTGACCACAAGGACGCTGAG	UpstreamP1_CTCF	30
chr6	15206373	15206523	id-85177	1	+	NA	NONE	0
chr6	15245145	15245295	id-85178	2.53e-05	+	TGACACCGGCTGCACGGCACAAGCAGCAGGCGCCG	V_CTCF_BR	13
chr6	15248447	15248597	id-85179	1.71e-06	+	GGCGGGCGCGCGCGCGCGGCCTATAGGGGGCATAC	V_CTCF_BR	31
chr6	15249192	15249342	id-85180	2.19e-05	+	CTGTTCTGATGCCACTTGGGAAGCGGGGAGCGGGG	UpstreamP1_CTCF	35
chr6	15254326	15254476	id-85181	1	+	NA	NONE	24
chr6	15275038	15275188	id-85182	3.28e-05	-	GCTGACCAGCTTCTTTCTAACTGCAGGTGGAGCTT	V_CTCF_BR	31
chr6	15286262	15286412	id-85183	1.1e-05	-	AGGAGAGTCAAGCAATTGGCTTGTAGATGGCGCTA	V_CTCF_BR	30
chr6	15289220	15289370	id-85184	1	+	NA	NONE	2
chr6	15304329	15304479	id-85185	1.38e-06	+	TAATAACCAGCCTTGATAACCAGCTGAGGGCGCAG	V_CTCF_BR	3
chr6	15327601	15327751	id-85186	5.68e-06	+	TTCAGCATACTTGGTGAGGCCACGAGGGGGAGATC	V_CTCF_BR	32
chr6	15337944	15338094	id-85187	1.04e-05	-	TCAAATCTGCAGTTCTCAGCCAGCAGGGGCCGTTC	V_CTCF_BR	3
chr6	15352036	15352186	id-85188	6.43e-06	-	AGAATCTCCTGGTATGTCATCAGCAGAGGGAAGCG	V_CTCF_BR	7
chr6	15364675	15364825	id-85189	5.28e-05	+	AGAGGGGTTTCCTGCAAAACCCCTAGAGGCCAGAT	Upstream_CTCF	8
chr6	15390661	15390811	id-85190	5.17e-06	-	CATCCACTACCAAGAACAGCCACTTGATGGCAATC	Upstream_CTCF	39
chr6	15441606	15441756	id-85191	6.37e-07	-	ATGAAGTAGCCAGCATGCACCAATAGATGGCAATA	UpstreamP1_CTCF	40
chr6	15444288	15444438	id-85192	1	+	NA	NONE	8
chr6	15445323	15445473	id-85193	1	+	NA	NONE	17
chr6	15464628	15464778	id-85194	1.26e-07	-	CGGCCAATCCATCACCCATCCACCAGGGGGAGCAC	V_CTCF_BR	40
chr6	15491727	15491877	id-85195	1.28e-06	-	ACTGGCAAGTTCTTCTTCTCCACGAGAGGGAGCCG	V_CTCF_BR	40
chr6	15494528	15494678	id-85196	1.54e-05	+	GTGATGTGTTTACATCAGCCCTCTAGGGGATGCTG	UpstreamP1_CTCF	21
chr6	15502349	15502499	id-85197	1	+	NA	NONE	5
chr6	15504398	15504548	id-85198	1.41e-06	+	GCTGTGCGTCCGCTCAGGGCCTCTGGGCGGCAGCC	Upstream_CTCF	19
chr6	15504832	15504982	id-85199	2.53e-05	-	AGTCCTTTCCGTTCACCGAGCTGCAGGGGTCAGGG	V_CTCF_BR	21
chr6	15512512	15512662	id-85200	2.4e-05	-	TCTCAAAGCCCATACTTGTCCACTGGGTGGTAGCA	V_CTCF_BR	34
chr6	15516325	15516475	id-85201	2.19e-05	+	CTCCAAGGTCTTGTTTCTGTCAGTAGGTGGCATTC	UpstreamP1_CTCF	7
chr6	15525315	15525465	id-85202	4.31e-05	-	CTGCAGGGAGCTCTTACAGCTTACAGATGTAGGTC	UpstreamP1_CTCF	1
chr6	15596696	15596846	id-85203	7.73e-06	-	AAACTGAGGAGGTGGGAGAACACTAGAGGGAACTG	V_CTCF_BR	5
chr6	15623873	15624023	id-85204	6.51e-07	-	ACTGAATTATCTTGAACTTCCACTAGAGGGTAGTA	Upstream_CTCF	35
chr6	15642661	15642811	id-85205	3.12e-08	-	ATGCAGTTCAGGCTGCAGTCCAGTAGATGGCATTT	UpstreamP1_CTCF	39
chr6	15660622	15660772	id-85206	4.31e-05	+	TTGGAGATGAGTTGTTTCTCCACCAGGTGACAGGC	UpstreamP1_CTCF	4
chr6	15663088	15663238	id-85207	1.23e-05	+	CTGCTGCTGCCTCTGTCGCCCCCTGGGTCCCACGC	UpstreamP1_CTCF	9
chr6	15691640	15691790	id-85208	1.72e-06	+	ATTTCATTTTCCCTGCGTGCCTCCAGACGGCGCTG	Upstream_CTCF	40
chr6	15753137	15753287	id-85209	1.92e-06	+	TGGCAGCTATGCCTGATAAACAGCAGAGGGCCAAA	UpstreamP1_CTCF	31
chr6	15755823	15755973	id-85210	4.65e-05	-	TCCTGTTTTGTACAGATACCCGCTAGGTGTCACAC	V_CTCF_BR	13
chr6	15770649	15770799	id-85211	1	+	NA	NONE	24
chr6	15787238	15787388	id-85212	1	+	NA	NONE	1
chr6	15792151	15792301	id-85213	6.15e-05	-	CCCTCACTGCCTCCAACCTCCAGGGTGGGGCGTCC	Upstream_CTCF	5
chr6	15799216	15799366	id-85214	6.18e-07	+	CTTGCTCGTCTGACTTCTGCCACAAGAGGACACAG	Upstream_CTCF	1
chr6	15811383	15811533	id-85215	2.66e-05	-	TCTGCCTCCAGCTCCTTTACAGCCAGGGGGAGCCT	V_CTCF_BR	15
chr6	15828753	15828903	id-85216	1	+	NA	NONE	7
chr6	15880958	15881108	id-85217	1	+	NA	NONE	4
chr6	15893927	15894077	id-85218	3.47e-09	+	CTGCAATTTATGCATTTTACCACCAGAGGGAGATA	UpstreamP1_CTCF	39
chr6	15901458	15901608	id-85219	2e-06	+	ACTGCAGTTGCGCGCATGCTCTCTAGGGGCAATTT	Upstream_CTCF	7
chr6	15908442	15908592	id-85220	1	+	NA	NONE	4
chr6	15948292	15948442	id-85221	2.08e-07	+	GAGCAATGCACCACCAGGGCCACCACATGGGGGTA	UpstreamP1_CTCF	6
chr6	15953115	15953265	id-85222	1	+	NA	NONE	10
chr6	15999592	15999742	id-85223	1.64e-07	+	TCTGTGGTGCACATCATGACCAGCAGAGGAAAGAA	Upstream_CTCF	0
chr6	16069320	16069470	id-85224	1.82e-06	+	CAGTAGATGCCGCACAGGGGCTGCAGGTGGAGCTG	UpstreamP1_CTCF	1
chr6	16129003	16129153	id-85225	7.82e-06	+	GAGCAGCGTCGCCCAGCGGACAGAGGCGGCTGGTG	UpstreamP1_CTCF	40
chr6	16129651	16129801	id-85226	6.62e-09	-	CCGCAGTGCCTCCCGGCCCCTAGTAGGGGGCGCGC	UpstreamP1_CTCF	40
chr6	16158210	16158360	id-85227	1	+	NA	NONE	3
chr6	16169262	16169412	id-85228	4.3e-06	-	AAAGCAAAACCATCCTTCTTCACAAGGTGGCAGGA	Upstream_CTCF	40
chr6	16182952	16183102	id-85229	1	+	NA	NONE	8
chr6	16183442	16183592	id-85230	2.74e-08	-	TTGCAGTACAGTTTAATGACCTCTAGGTGGTGGTA	UpstreamP1_CTCF	39
chr6	16184442	16184592	id-85231	1.67e-07	-	TACCTCTCAAGAGGCTGGACCACGAGGTGGCACTG	V_CTCF_BR	39
chr6	16206884	16207034	id-85232	2.58e-09	-	GTGTAGTGTGCTGTGTTTACCACTAGAGGGCACCT	UpstreamP1_CTCF	40
chr6	16229682	16229832	id-85233	8.99e-05	+	GCATTCATGCCTGAAGTTTCCGCTTGATGTCACCC	V_CTCF_BR	14
chr6	16231228	16231378	id-85234	7.6e-05	-	GCTCACCACCCCAACTGGGAAACTAGAGGGGGCAA	UpstreamP1_CTCF	1
chr6	16238874	16239024	id-85235	1	+	NA	NONE	18
chr6	16239943	16240093	id-85236	2.81e-08	+	ACTGCAGTGCCTGGGGCTGCCAGCCGAGGGCTTGC	Upstream_CTCF	38
chr6	16277632	16277782	id-85237	9.51e-07	-	CCCGGAGGTCTTGTGGTGTGCACGAGAGGGCGCTC	V_CTCF_BR	39
chr6	16286414	16286564	id-85238	2.18e-07	+	GGAGGCTGGAGCCTGCCTCCCGCTAGGGGGCAGCA	V_CTCF_BR	40
chr6	16306175	16306325	id-85239	2.5e-05	-	CTTCTCTAGCGGCACAGAAGCAGCCGGGGGCGCTG	UpstreamP1_CTCF	1
chr6	16316997	16317147	id-85240	5.61e-08	+	ATTGCAATGGTACAAGTGGACAACAGGGGGCAATA	Upstream_CTCF	40
chr6	16331661	16331811	id-85241	1.23e-08	-	GATCAGTGCTGCAGGAGGGCCAGCAGGGGGCGCAT	UpstreamP1_CTCF	40
chr6	16332447	16332597	id-85242	7.62e-09	+	TTGCTGTATTTTCAATGAACCACCAGAGGGCGCCC	UpstreamP1_CTCF	40
chr6	16336794	16336944	id-85243	2.81e-06	-	CTTGAACTTGCTTCTTGTGACACTAGAGGGAGAGA	Upstream_CTCF	26
chr6	16339383	16339533	id-85244	3.8e-08	+	CTAGGCTGGATCCTGCCAGCCACCAGGGGGCTGGG	V_CTCF_BR	40
chr6	16353157	16353307	id-85245	7.73e-05	+	ATGGCCGCTAGGTGACTCACCGGCGGGGAGCGCTG	Upstream_CTCF	1
chr6	16356057	16356207	id-85246	1.09e-07	-	TTTGCAGTTACAGGAATAAGCAGGAGAGGGCAGCT	Upstream_CTCF	4
chr6	16404114	16404264	id-85247	7.84e-05	+	TAAATATGACAATATAGAGACACTGGAGGGAGCTC	V_CTCF_BR	26
chr6	16410021	16410171	id-85248	9.38e-09	-	ACGCAGCTTCCCCAGAAGGCCAGCAGGTGGAGCAC	UpstreamP1_CTCF	40
chr6	16496619	16496769	id-85249	1.16e-05	-	CCTGTGTTTCCCCATCCCTCCACACGATGGATCTG	Upstream_CTCF	18
chr6	16506186	16506336	id-85250	1	+	NA	NONE	13
chr6	16511423	16511573	id-85251	7.55e-07	+	TTAGAGGGCACCTCACTAGCCACTAGAGGGCATTA	V_CTCF_BR	36
chr6	16514675	16514825	id-85252	1.77e-05	+	CATTCAAACCATTTTATCTCCACTAGAGGGCCAGG	Upstream_CTCF	40
chr6	16518618	16518768	id-85253	2.81e-06	+	CCTGTAGACTCAAAACTTTCCTGCAGGTGGCCTGC	Upstream_CTCF	10
chr6	16523877	16524027	id-85254	1	+	NA	NONE	10
chr6	16541528	16541678	id-85255	1.77e-05	+	GATTCTTTCTCCTTCCACCCCAGCAGAGGGACCTG	Upstream_CTCF	21
chr6	16711934	16712084	id-85256	1	+	NA	NONE	12
chr6	16713549	16713699	id-85257	9.31e-05	-	GCTTGTTCACACACATACGCCCCCAGAGGCCAATG	Upstream_CTCF	39
chr6	16722374	16722524	id-85258	2.4e-05	+	ACTTCTCCCAAATGGCACTGCAGCAGGGGGCGGCT	V_CTCF_BR	9
chr6	16739721	16739871	id-85259	3.97e-05	+	GTGTAAAGACTCCCCAAGAGCTCAAGAGGGAGTTG	UpstreamP1_CTCF	17
chr6	16760248	16760398	id-85260	1.15e-08	-	GTGCTGCGCGCAGGCCGGTCCCGCAGGGGGCAGGG	UpstreamP1_CTCF	28
chr6	16761857	16762007	id-85261	2.93e-08	-	GTGCGGCTCGCCGGGCCGCCCGCCAGAGGGTGCCC	UpstreamP1_CTCF	34
chr6	16762900	16763050	id-85262	2.15e-05	+	TGCAGATGATTCTGGAAGGCCGGTAGGTGTCGGGC	V_CTCF_BR	27
chr6	16763371	16763521	id-85263	4.01e-05	+	ATTGTTGGTCTCATTACAGCCTCTAGTGGACAGTT	Upstream_CTCF	40
chr6	16764557	16764707	id-85264	1	+	NA	NONE	31
chr6	16764934	16765084	id-85265	1.85e-05	+	CATGAACATTTTCTTCATGGCAGCAGAGGGAGCAC	Upstream_CTCF	40
chr6	16769913	16770063	id-85266	1	+	NA	NONE	7
chr6	16771303	16771453	id-85267	2.23e-09	-	CTGCTGGTGCATCGGGCGCCCAGCAGAGGGAGCTG	UpstreamP1_CTCF	40
chr6	16776948	16777098	id-85268	1	+	NA	NONE	32
chr6	16794195	16794345	id-85269	1	+	NA	NONE	10
chr6	16803603	16803753	id-85270	1.23e-05	+	CTGCTCCTCCCCGCTTTGCCCTGGAAAGAGCGCTC	UpstreamP1_CTCF	11
chr6	16820085	16820235	id-85271	5.68e-06	-	GCCAAATATTAGCTTGCATCCAGTAGGTGGCACTT	V_CTCF_BR	39
chr6	16832480	16832630	id-85272	1	+	NA	NONE	5
chr6	16872901	16873051	id-85273	1	+	NA	NONE	31
chr6	16899567	16899717	id-85274	1	+	NA	NONE	2
chr6	16914546	16914696	id-85275	1	+	NA	NONE	2
chr6	16948079	16948229	id-85276	2.43e-06	+	GGTGCAGTTTCAACATTTTCCTCTAGGCAAAGGTA	Upstream_CTCF	8
chr6	16953898	16954048	id-85277	4.14e-06	-	TGGCCAGGTCTCAGAATGGCCACTGGATGGTGCAA	V_CTCF_BR	9
chr6	16956577	16956727	id-85278	2.53e-05	-	TGTACTTGTGCTAGTTTCTACACAAGAGGGAGGTA	V_CTCF_BR	6
chr6	16965229	16965379	id-85279	3.73e-09	-	ATGCAGCTCCCACTACCAGCCACGAGAGGTCGCTC	UpstreamP1_CTCF	40
chr6	16986630	16986780	id-85280	5.65e-05	+	CTACCCAGTCATAAATATTCCAGCAGGGGGAAAGA	V_CTCF_BR	5
chr6	17001526	17001676	id-85281	1.15e-07	-	GTGCTGGTCCATGCCTTGTTCAGCAGATGGAGCTC	UpstreamP1_CTCF	33
chr6	17012708	17012858	id-85282	1	+	NA	NONE	29
chr6	17043089	17043239	id-85283	5.65e-05	-	GACGATGTATTACTGCAGCCCTGTTGGTGGCAGCA	V_CTCF_BR	36
chr6	17054980	17055130	id-85284	6.43e-06	+	CTGTCAGAGAGTGGGAGGGACTGAAGGTGGCAGGC	V_CTCF_BR	3
chr6	17061400	17061550	id-85285	1	+	NA	NONE	14
chr6	17086721	17086871	id-85286	2.83e-07	-	GGCTAAGTAATTAGCATAGCCACCAGGGGGCAATA	V_CTCF_BR	40
chr6	17091481	17091631	id-85287	4.73e-07	-	GATGTGGTATCACCTCAAACCACTAGAGGGAAAAA	Upstream_CTCF	39
chr6	17094043	17094193	id-85288	1.38e-07	-	CTGAAGGGGCTTCATCCTCACACCAGGTGGCACCA	UpstreamP1_CTCF	39
chr6	17104112	17104262	id-85289	1	+	NA	NONE	40
chr6	17156450	17156600	id-85290	6.39e-08	+	GTATTGCTTTGGTCTGTGTCCAGCAGGTGGCACCA	V_CTCF_BR	39
chr6	17167712	17167862	id-85291	3.8e-07	-	GCAGCATCACCTCTCTGAGACGCCAGAGGGCAGAC	Upstream_CTCF	39
chr6	17169635	17169785	id-85292	1	+	NA	NONE	6
chr6	17200744	17200894	id-85293	9.49e-08	-	CTCTCTTCACACTTTCCCGCCAGTAGAGGGAGCCG	V_CTCF_BR	28
chr6	17268190	17268340	id-85294	1	+	NA	NONE	13
chr6	17280935	17281085	id-85295	6.82e-05	-	CGATGGGGTAGGGCTGGAGACGCCTGTAGGCGGCC	V_CTCF_BR	25
chr6	17281490	17281640	id-85296	4.21e-05	+	CGGAGAATTTGTACGGTGACCGGCAGGGGGGGCGG	V_CTCF_BR	35
chr6	17447024	17447174	id-85297	4.85e-07	-	AGGCAGCTGGGACCCCTGACCACTAGGGTGCCCTG	UpstreamP1_CTCF	20
chr6	17469760	17469910	id-85298	1	+	NA	NONE	33
chr6	17471284	17471434	id-85299	7.73e-05	-	TTTGCAATTTCTAGACCTGCCACTAGCACCAAGTA	Upstream_CTCF	14
chr6	17505291	17505441	id-85300	1.03e-07	+	AATGCAGTATCTCCTGTAGCCTGTAGGTGGTAGGT	Upstream_CTCF	37
chr6	17505542	17505692	id-85301	6.18e-07	-	GCTGCAGCGGTGGCTTCACACCCCAGAGGGCAGTC	Upstream_CTCF	14
chr6	17584502	17584652	id-85302	1.59e-06	-	CAGACAGGATTTTAGGCAACCAGTAGGTGGAGGAA	V_CTCF_BR	40
chr6	17584739	17584889	id-85303	6.23e-05	+	TCTTAATGCTTTTGAACAACCATTAGGGGGCAGAA	UpstreamP1_CTCF	18
chr6	17586204	17586354	id-85304	1.23e-08	-	CTGCACTGCTCACTCCAAGCCACCAGGTGGGTATG	UpstreamP1_CTCF	39
chr6	17589827	17589977	id-85305	2.15e-05	+	AGGAATGCCTTCAAGAGCGACGCCAGATGGTAGCA	V_CTCF_BR	25
chr6	17600403	17600553	id-85306	2.94e-06	-	CCCTCAGGAGCAACGCCCGCCGCCAGGCGGAGCTG	Upstream_CTCF	40
chr6	17601047	17601197	id-85307	1	+	NA	NONE	21
chr6	17702179	17702329	id-85308	9.51e-07	+	AATAAGTGGTTTCCTCTCACCAGGAGGTGGCAGTA	V_CTCF_BR	39
chr6	17705952	17706102	id-85309	1	+	NA	NONE	31
chr6	17706453	17706603	id-85310	4.7e-06	-	AGATCCGGACGCGGCGTTGCCACCAGGGGCCAATT	V_CTCF_BR	34
chr6	17715632	17715782	id-85311	1.09e-07	+	GTGCAGTGAGGAGGCAAATCCACAAAGGGGCACCA	UpstreamP1_CTCF	11
chr6	17740585	17740735	id-85312	1.72e-06	+	TCTGCAACCCTGAGGCACCCCACTAGGGGCTTGGG	Upstream_CTCF	4
chr6	17804522	17804672	id-85313	1.85e-10	-	ATGCAGTCCCTATCATCAGCCAGCAGGGGGAGGTA	UpstreamP1_CTCF	40
chr6	17810105	17810255	id-85314	3.4e-06	+	GTTTCTTAAAACCATATTACCAGCTGGGGGCAGTG	V_CTCF_BR	0
chr6	17815683	17815833	id-85315	5.75e-09	-	CTGTTACTCCCAAACAGGGCCACTAGAGGGCTCCC	UpstreamP1_CTCF	40
chr6	17817696	17817846	id-85316	1	+	NA	NONE	20
chr6	17820366	17820516	id-85317	1	+	NA	NONE	15
chr6	17833636	17833786	id-85318	2.02e-06	+	CTGCTGTACTCCAGCCTGGGTGACAGAGGGAGACC	UpstreamP1_CTCF	27
chr6	17845847	17845997	id-85319	2.58e-05	-	TCTGCTGCTCCACCTGTCTAGTGAAGGTGGAATGA	Upstream_CTCF	10
chr6	17847342	17847492	id-85320	9.62e-05	-	TTGCAAGTGCTGGGCCATGCCTGCCGGTGGGGCTT	UpstreamP1_CTCF	0
chr6	17908116	17908266	id-85321	2.58e-05	-	AGTGCGTGTCTCACTGCTGACTCTAGATGGTGTGG	Upstream_CTCF	32
chr6	17915706	17915856	id-85322	1.54e-05	-	GGTCTCTTGCTCCCAGAGTCCTCAAGGTGGCAGGT	UpstreamP1_CTCF	1
chr6	17968453	17968603	id-85323	1.59e-06	+	CCAGATTCACAGGCAATGGACTCCAGGTGGAGCTG	V_CTCF_BR	11
chr6	17988036	17988186	id-85324	1.71e-06	-	CTCTCACTGCCGTCCCGCCGCTCCAGGGGGCGCCG	V_CTCF_BR	34
chr6	17988303	17988453	id-85325	9.71e-06	-	GCTGCAGGCTCCGTGTGGGACAGAGGGGGCGGCGT	Upstream_CTCF	27
chr6	18043568	18043718	id-85326	2.1e-05	+	GCTGCTTTACCAGTGCTCCCCTCCAGAGCTCCGTG	Upstream_CTCF	36
chr6	18047644	18047794	id-85327	1	+	NA	NONE	3
chr6	18121916	18122066	id-85328	8.98e-06	+	CTGCAAACCCCAGTCCCCAGGGCCAGGGGGTGCTC	UpstreamP1_CTCF	14
chr6	18122906	18123056	id-85329	2.31e-06	+	TCTGCACTGCGATCTGCTGCCCCTTGGTGGGCACG	Upstream_CTCF	40
chr6	18134329	18134479	id-85330	3.56e-05	-	CCTCGAGTACCTCATCAGGCCAGAAGGAGTCTCTA	Upstream_CTCF	8
chr6	18139275	18139425	id-85331	1	+	NA	NONE	16
chr6	18156265	18156415	id-85332	1	+	NA	NONE	39
chr6	18166527	18166677	id-85333	5.7e-05	-	AGAGCATCACTCTCCTTACCCAGTAGGGGAGTTGC	Upstream_CTCF	9
chr6	18188037	18188187	id-85334	1	+	NA	NONE	5
chr6	18260842	18260992	id-85335	3.42e-05	+	GGTGCCTGGGCAGAAGCCTCCTGCAGGGGTGGAAC	Upstream_CTCF	22
chr6	18265016	18265166	id-85336	1	+	NA	NONE	40
chr6	18268358	18268508	id-85337	8.21e-05	+	TCGCCATACTGCTCAGTCACCGCATGCAGGCAGCC	V_CTCF_BR	1
chr6	18303142	18303292	id-85338	2.27e-05	-	ATCACAACATCCCATCCAACCACATGGGGTCACTA	V_CTCF_BR	33
chr6	18324528	18324678	id-85339	1.73e-06	+	CGGGAGTTTTTGCATAGGAACACTAGAGGGCGCTT	UpstreamP1_CTCF	39
chr6	18392847	18392997	id-85340	8.64e-05	+	ACAGAAGTCCTCTTCTCTACCACAGGAGGCACAGT	Upstream_CTCF	12
chr6	18432938	18433088	id-85341	6.21e-05	+	TTCTTCCAATTGCTAGGTGTCAGTGGAGGGCAGGG	V_CTCF_BR	1
chr6	18491605	18491755	id-85342	9.84e-05	+	ACAAAGAGCAATCACCAAACCCGCAGAGGGAGAAG	V_CTCF_BR	3
chr6	18504329	18504479	id-85343	4.04e-08	-	CTGCCATTACTTGAACAGAGCAGCAGATGGCACCA	UpstreamP1_CTCF	40
chr6	18511343	18511493	id-85344	5.74e-05	+	TGGTTGGAGGAGAGTCTAGCCGCTGGGTGGCCCAA	UpstreamP1_CTCF	1
chr6	18528675	18528825	id-85345	1.39e-05	+	TTTTATCTTCTTAGGTTATACACTAGAGGGCAGTG	V_CTCF_BR	37
chr6	18596579	18596729	id-85346	2.37e-09	+	GCTGCCATCTCTACTTTGACCACTAGAGGGAGGGC	Upstream_CTCF	40
chr6	18681205	18681355	id-85347	1.85e-05	-	TCCCCAATAATCAGCATCCCCACCAGAGGGCATGT	Upstream_CTCF	24
chr6	18749692	18749842	id-85348	1.59e-06	+	GAAGGAAGAAATAAACTGTCCACCAGAGGGCAATC	V_CTCF_BR	39
chr6	18821083	18821233	id-85349	1.18e-05	-	AATTAGTTATCCCCACTGTCCTACAGAAGGCGCTA	UpstreamP1_CTCF	2
chr6	18824148	18824298	id-85350	7.15e-05	-	ACAAGTGATTCTAAGGCTGCCACACGGTGGCGCTG	V_CTCF_BR	40
chr6	18990709	18990859	id-85351	2.83e-07	+	CTCCGCGGAGGCTCGTCTGCCCCTAGGGGGAGCCA	V_CTCF_BR	40
chr6	18997672	18997822	id-85352	1.75e-07	+	GTGTTGTATGACCTATAAGCCAGTAGATGGCACTT	UpstreamP1_CTCF	40
chr6	19025100	19025250	id-85353	1.34e-06	+	CAGCATCCCTGGCCTCTACCCACTAGATGTCAGTA	UpstreamP1_CTCF	37
chr6	19204799	19204949	id-85354	1	+	NA	NONE	23
chr6	19211568	19211718	id-85355	2.38e-07	-	CCTCATGATAGCTCTTTCACCAGCAGGTGGCGCCT	V_CTCF_BR	30
chr6	19323059	19323209	id-85356	8.03e-07	-	ACAGTAGTAATTTGGTGAAGCAGCAGGGGGCAGAG	Upstream_CTCF	25
chr6	19368853	19369003	id-85357	1	+	NA	NONE	18
chr6	19410832	19410982	id-85358	1	+	NA	NONE	7
chr6	19432917	19433067	id-85359	6.82e-05	-	TGATTTCCTCCTTCACTAACCACTAGAGGGTTAGA	V_CTCF_BR	20
chr6	19452854	19453004	id-85360	1	+	NA	NONE	21
chr6	19472679	19472829	id-85361	1	+	NA	NONE	12
chr6	19473192	19473342	id-85362	3.29e-05	+	CCTGCAGTTCCCAAACTGTGCGCTGAGGGCGCCCT	Upstream_CTCF	37
chr6	19502101	19502251	id-85363	1	+	NA	NONE	18
chr6	19549423	19549573	id-85364	3.63e-06	+	TCCTCTTAAATGGTGATGTACACCAGAGGGCTCCC	V_CTCF_BR	14
chr6	19613014	19613164	id-85365	1.71e-06	+	GCGGCTAGCCTCTATGCAGGCGCCAGGGGGCTCTG	V_CTCF_BR	0
chr6	19614044	19614194	id-85366	1.15e-07	-	TTGAAGTCCTTGCCATCTTCCAGCAGGAGGCAGTA	UpstreamP1_CTCF	15
chr6	19632191	19632341	id-85367	1	+	NA	NONE	7
chr6	19755413	19755563	id-85368	1.31e-05	+	TGCCACTTGAGTCAACCCCCCAGCAGGGGTCAATG	V_CTCF_BR	2
chr6	19773211	19773361	id-85369	2.01e-05	-	TAAGCTATACAGAATCACACCAGCAGGGGTTTGAT	Upstream_CTCF	19
chr6	19805699	19805849	id-85370	2.34e-06	+	TTGCTCTCCATTACAGTGTCCTGTAGGTGGCCAAG	UpstreamP1_CTCF	18
chr6	19812866	19813016	id-85371	6.84e-06	+	AGAAAATGCTTTGTGGTTGCCACTAGAGGGCAAAT	V_CTCF_BR	40
chr6	19852181	19852331	id-85372	2.12e-06	-	GTGCAGTGTGCCCTAAAATTCAAAAGAGGGCAGCA	UpstreamP1_CTCF	40
chr6	19869845	19869995	id-85373	2.15e-05	+	GACACATTTTTAGTCGTCACAACCAGGGGGTGCTA	V_CTCF_BR	14
chr6	19873398	19873548	id-85374	2.27e-06	-	TGTCTTTCCATGTTGCACAACAGCAGGGGGCACCA	V_CTCF_BR	30
chr6	19904771	19904921	id-85375	1	+	NA	NONE	17
chr6	20025317	20025467	id-85376	4.14e-06	-	CTACATGAGCAGTTCTCAGCCGGTAGGTGGCAGAT	V_CTCF_BR	8
chr6	20051005	20051155	id-85377	1.7e-05	+	AGGGCTGACCAGATCCACGCCAGCAGGGAGTGCTG	Upstream_CTCF	1
chr6	20056739	20056889	id-85378	7.73e-06	-	ATGCTTACTAAGCTTTTGTCCAGAAGGTGGCAACA	V_CTCF_BR	37
chr6	20059191	20059341	id-85379	2.96e-05	-	CACTATTTCTAGGATCCAGACACTAGTAGGCGCTG	V_CTCF_BR	16
chr6	20069622	20069772	id-85380	2.31e-06	-	CCTGCTCTGCACAGGGTCTCCACTGGGTGCTTGCC	Upstream_CTCF	3
chr6	20092375	20092525	id-85381	3.1e-07	+	CAGAAATTACCTCACATGGCCACAAGATGTCACTA	UpstreamP1_CTCF	39
chr6	20127074	20127224	id-85382	2.14e-10	-	TGCCTACGGCTGTGTCTGGCCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr6	20127713	20127863	id-85383	1	+	NA	NONE	32
chr6	20183484	20183634	id-85384	9.4e-06	-	TGGTTGTGGCACCTGCTCACCTATAGAGGGCTGGG	UpstreamP1_CTCF	11
chr6	20200662	20200812	id-85385	5.01e-06	+	ATAGTCTACTGCCACCAGGCCAGTAGGAGGCAGAG	V_CTCF_BR	3
chr6	20212337	20212487	id-85386	1.17e-05	+	GGAGCTCGCTGAGCGGGTGCAGGTAGGTGGAGCCC	V_CTCF_BR	17
chr6	20212932	20213082	id-85387	2.96e-05	+	CTCACCCAGCGGGCGCCTTCCACTAGAGAGCACCA	V_CTCF_BR	30
chr6	20267442	20267592	id-85388	1	+	NA	NONE	6
chr6	20287371	20287521	id-85389	6.23e-05	-	CTGCCATTTTACTTTCCCACCAGCAGTGTGTGTGG	UpstreamP1_CTCF	4
chr6	20292026	20292176	id-85390	1.15e-07	+	CGTGCATACTCACAGTTCACCACAAGAGGGCGGTC	V_CTCF_BR	40
chr6	20306803	20306953	id-85391	1	+	NA	NONE	12
chr6	20340842	20340992	id-85392	4.65e-06	+	GTGCCAGTGTTCAAATCTGCCAGTAGGGGCCCGGT	UpstreamP1_CTCF	11
chr6	20354063	20354213	id-85393	1	+	NA	NONE	4
chr6	20400821	20400971	id-85394	4.34e-05	+	ACATAACTTCCCCCACATTCCTGCAGGGGTCTCTT	Upstream_CTCF	38
chr6	20403739	20403889	id-85395	9.51e-07	+	GACTGGGGAGGAGGCGGCGGCGGGAGGGGGCGCTG	V_CTCF_BR	10
chr6	20404909	20405059	id-85396	5.41e-07	+	TTTTAGTGACTAGGGTCTGCCAGCAGGGGGGAAAC	UpstreamP1_CTCF	40
chr6	20454518	20454668	id-85397	1	+	NA	NONE	1
chr6	20457026	20457176	id-85398	1	+	NA	NONE	0
chr6	20526731	20526881	id-85399	2.5e-05	+	CTCCTACCTGAAGGCTTTTCCACTAGGTGGCCCCT	UpstreamP1_CTCF	10
chr6	20528677	20528827	id-85400	2.43e-06	-	TTTTCTCTGCATAATTTAACCACTAGGGGTCAGAG	Upstream_CTCF	37
chr6	20529436	20529586	id-85401	2.43e-06	-	TTTTCTCTGCATAATTTAACCACTAGGGGTCAGAG	Upstream_CTCF	38
chr6	20550798	20550948	id-85402	8.33e-05	+	GGTGTCGCTGTTGTGAGGTCCTCTTGGGGGATGGA	Upstream_CTCF	30
chr6	20560271	20560421	id-85403	7.46e-06	+	ATGTATTTTTAGCTATTGGGCAAGAGATGGCAATA	UpstreamP1_CTCF	11
chr6	20564535	20564685	id-85404	3.09e-06	+	AGCTCAGTTCCTAAATATACCAAAAGATGGCACTG	Upstream_CTCF	34
chr6	20596156	20596306	id-85405	2.94e-06	+	CCTGTTTACCTGGGTATGACCAGCAGAGGCTGCCG	Upstream_CTCF	5
chr6	20653000	20653150	id-85406	1	+	NA	NONE	2
chr6	20686516	20686666	id-85407	1	+	NA	NONE	12
chr6	20719067	20719217	id-85408	6.48e-05	-	TTGTGATGGGAAATATTTGCCCCTAGAGGTAGGAT	UpstreamP1_CTCF	9
chr6	20789501	20789651	id-85409	3.81e-05	+	GGAAAGATCATTCATAGGAACAGTGGATGGCACTA	V_CTCF_BR	28
chr6	20790755	20790905	id-85410	2.43e-06	-	GGACCGAGTGGGCAGGGCGCCTCCAGTGGTAGGCC	V_CTCF_BR	6
chr6	20839977	20840127	id-85411	1	+	NA	NONE	20
chr6	20874157	20874307	id-85412	2.04e-05	+	GTGCTTAAGGGTGGCAGTCCCAGATGGGGGAGCTG	V_CTCF_BR	32
chr6	20875726	20875876	id-85413	2.78e-06	+	GGGGGTTGGAAGATTGATTCCAGGAGAGGGCAGCA	V_CTCF_BR	40
chr6	20879929	20880079	id-85414	1.28e-06	-	TCCGAGGTGTGGGCAGCAAACAGCAGGGGTCACCA	V_CTCF_BR	13
chr6	20907837	20907987	id-85415	1	+	NA	NONE	6
chr6	20946412	20946562	id-85416	1.06e-05	-	CCTGCAGTTCCCAAGGAACCACAAAGAGGTCAGTG	Upstream_CTCF	34
chr6	20953409	20953559	id-85417	1	+	NA	NONE	16
chr6	21018219	21018369	id-85418	5.68e-06	+	TGAGGCCATAAATTGATTGCCAGCAGGGGTCAATC	V_CTCF_BR	4
chr6	21019984	21020134	id-85419	1	+	NA	NONE	34
chr6	21124041	21124191	id-85420	1	+	NA	NONE	4
chr6	21227818	21227968	id-85421	2.01e-05	+	ATGCAGGGTGCAGACTTGTCCAGCAGGCACAGGAG	UpstreamP1_CTCF	14
chr6	21271769	21271919	id-85422	8.16e-07	+	GCGTGGCATCCTACAGTGACCAGCAGGAGGAGGTC	V_CTCF_BR	11
chr6	21275835	21275985	id-85423	1	+	NA	NONE	1
chr6	21306176	21306326	id-85424	1	+	NA	NONE	32
chr6	21332417	21332567	id-85425	5.12e-07	+	CTGTTCTTACATCCTGTGGTCAGCAGAGGTAGCAA	UpstreamP1_CTCF	17
chr6	21360612	21360762	id-85426	7.27e-06	+	TTTCATCCTGCCTCTCTCCCCACCAGCAGGCGGTG	V_CTCF_BR	16
chr6	21523389	21523539	id-85427	2.77e-07	+	CTGCAGTCGCAACGATTCTCCACTTGATGGCTGGT	UpstreamP1_CTCF	28
chr6	21587749	21587899	id-85428	2.67e-06	-	GTTGCAATTACAGTTTTAGCCCCGTGGGGGAAAGC	Upstream_CTCF	38
chr6	21589581	21589731	id-85429	8.16e-07	-	CCAATCTGGGGAGAAGCAGCCGCCAGGTGGCATCG	V_CTCF_BR	40
chr6	21590697	21590847	id-85430	1.84e-06	+	TACTTCATGTACTGCAAAGCCAGCAGAGGGAACAC	V_CTCF_BR	18
chr6	21595551	21595701	id-85431	3.65e-05	-	ACGCGCTTCACCTTCTTCTCCGCCAGGTGCTTGCC	UpstreamP1_CTCF	22
chr6	21597338	21597488	id-85432	1	+	NA	NONE	37
chr6	21746302	21746452	id-85433	1.17e-05	-	AGAAACCACAGCATTCAGGGCTCAAGGGGGCAGCA	V_CTCF_BR	8
chr6	21935916	21936066	id-85434	8.61e-08	-	TGCACAGGTCACAGACTGACCACAAGGTGGCACAC	V_CTCF_BR	39
chr6	21937856	21938006	id-85435	1	+	NA	NONE	6
chr6	21967405	21967555	id-85436	1	+	NA	NONE	4
chr6	22146175	22146325	id-85437	4.17e-05	-	GATGCTGTACCACAGACACTAGCTGGATGGCAGCA	Upstream_CTCF	24
chr6	22344209	22344359	id-85438	2.4e-05	+	AGGCTATAGAACACTGCAGTCTGTAGGGGGTGCCA	V_CTCF_BR	25
chr6	22413994	22414144	id-85439	1.56e-06	+	TTGCTTTGGCTCTCCTTGGCCAGCAGGGCTCCGTC	UpstreamP1_CTCF	18
chr6	22471448	22471598	id-85440	1	+	NA	NONE	33
chr6	22519616	22519766	id-85441	1	+	NA	NONE	10
chr6	22569606	22569756	id-85442	1.31e-05	+	GGCCCCGAGCGTTGCCCGCCCATTAGGTGGCGCCG	V_CTCF_BR	0
chr6	22570323	22570473	id-85443	5.48e-05	-	GGGGCGCTGCCGTTCTCCACCGCCACGAGGAACGG	Upstream_CTCF	1
chr6	22576902	22577052	id-85444	1.83e-05	-	ACAGGAGGAATAAAACTGGCCACAGGAGGGATGAG	V_CTCF_BR	4
chr6	22737730	22737880	id-85445	1.31e-05	-	AAAGCTTCGGATGTTTGTCCCTGCAGAGGGCAACC	V_CTCF_BR	40
chr6	22767512	22767662	id-85446	8.64e-05	+	AAATCCACTCAAAATACCACCACTAGGGGAGGATA	Upstream_CTCF	16
chr6	22828792	22828942	id-85447	6.39e-08	-	CACCAGCTCTGCCACCTGACCACTAGTGGGCAGAC	V_CTCF_BR	40
chr6	22906470	22906620	id-85448	7.73e-06	-	GCAGTGGAGATTATCATGACCTCTGGAGGGAGCTC	V_CTCF_BR	35
chr6	22938326	22938476	id-85449	1.84e-06	+	GAGGTGGCAGGGAACTCAGCCAGCAGGTGGAGTGG	V_CTCF_BR	2
chr6	22959028	22959178	id-85450	5.98e-05	+	AGTCCCTTCCCCTCTCATGCCTCTAGAGGCCCCTA	UpstreamP1_CTCF	1
chr6	23003848	23003998	id-85451	1.31e-05	-	CCACGTACAGTTTCGCTGAGCTGCAGAAGGCGGCC	V_CTCF_BR	5
chr6	23004643	23004793	id-85452	1	+	NA	NONE	13
chr6	23032419	23032569	id-85453	2.66e-05	-	AGGCTAGAAAATGATGAAGCCTCTAGGGGTCAGAA	V_CTCF_BR	15
chr6	23082063	23082213	id-85454	1	+	NA	NONE	32
chr6	23150280	23150430	id-85455	5.93e-06	-	CTTGTAGTTCCCAGAATCTCCACATGTTGTGGGAG	Upstream_CTCF	4
chr6	23176788	23176938	id-85456	1	+	NA	NONE	1
chr6	23177294	23177444	id-85457	1.09e-07	-	TCAGCAGCACCTGGGCTAAACAGAAGGTGGCAGCA	Upstream_CTCF	22
chr6	23178857	23179007	id-85458	1	+	NA	NONE	1
chr6	23181043	23181193	id-85459	5.28e-05	+	TAAGCAGGCCCCATCTCCACCACCAGGCTTCCTAA	Upstream_CTCF	23
chr6	23414521	23414671	id-85460	9.81e-06	-	TAAATTTTTACTTTACTGGCCTGCAGGGGTAGCTA	V_CTCF_BR	36
chr6	23446752	23446902	id-85461	3.45e-05	-	CTCTGGGTTACAGTGCATCACACTAGATGGCAGTA	V_CTCF_BR	37
chr6	23548208	23548358	id-85462	1	+	NA	NONE	23
chr6	23637672	23637822	id-85463	1.5e-05	-	AGTGAGATATGATGATGAGCCAGTAGGAGGAGGTA	Upstream_CTCF	8
chr6	23659512	23659662	id-85464	1	+	NA	NONE	34
chr6	23754545	23754695	id-85465	3.36e-05	-	TAGCAATTTCAGCAAGATACCACATGATGGGGTTG	UpstreamP1_CTCF	18
chr6	23762229	23762379	id-85466	1	+	NA	NONE	1
chr6	23945796	23945946	id-85467	3.18e-06	+	CTTTCTTTGGTAGACAGGGCCACCTGGGGGTGGTA	V_CTCF_BR	3
chr6	24005020	24005170	id-85468	8.21e-06	-	CTGTCAAATGTGTGTTTTCCCACAAGATGGAGGCA	V_CTCF_BR	6
chr6	24033619	24033769	id-85469	1	+	NA	NONE	5
chr6	24052607	24052757	id-85470	2.86e-06	-	TTGCTGCTTCCGATAGTAGACAACAGGTGTCACTT	UpstreamP1_CTCF	2
chr6	24054748	24054898	id-85471	1	+	NA	NONE	7
chr6	24064454	24064604	id-85472	8.71e-06	+	TTCCGGTTTGCAGAAGTGACCAGATGGTGGTGCCC	V_CTCF_BR	29
chr6	24065606	24065756	id-85473	1.64e-05	-	CAGGATCTCTGGCTTTTACCCAGTAGATGTCAGTA	V_CTCF_BR	3
chr6	24153724	24153874	id-85474	3.63e-06	+	CCTGTCACCAAGCCGCACACCTCCAGGAGGCACCA	V_CTCF_BR	4
chr6	24205301	24205451	id-85475	1.03e-05	-	TTGTAATTCCAGCATTCAGCCACACGATGTCACAA	UpstreamP1_CTCF	39
chr6	24220049	24220199	id-85476	1.47e-05	+	GTACAGAGGGTGCTCACAGCCCCTAGAGGCCACAC	V_CTCF_BR	4
chr6	24257649	24257799	id-85477	1.95e-07	+	CCTGCTGTAAAGTTGTGTCCCACTAGGAGGCAGAG	Upstream_CTCF	18
chr6	24274829	24274979	id-85478	1.15e-06	-	TGTGCAATGCTTCTATCAGTCTGTAGATGGCAACC	Upstream_CTCF	38
chr6	24283290	24283440	id-85479	1	+	NA	NONE	32
chr6	24283555	24283705	id-85480	4.88e-05	+	TGACCAACTCAGTTACGCACCAGCAGGGGTCCCTG	Upstream_CTCF	40
chr6	24284358	24284508	id-85481	1	+	NA	NONE	5
chr6	24335098	24335248	id-85482	9.51e-07	+	GACAAAGCAGGCAGAGCAGTCACAAGAGGGCGGCA	V_CTCF_BR	1
chr6	24360007	24360157	id-85483	4.24e-07	-	GATGCGCACCCGAGCTTCGCCGCCAGGCGGCGCTG	Upstream_CTCF	39
chr6	24386172	24386322	id-85484	1	+	NA	NONE	7
chr6	24389588	24389738	id-85485	5.68e-06	-	TGATTTTCAAGAAGTTTGGCCACAGGAGGGAGCAC	V_CTCF_BR	40
chr6	24397145	24397295	id-85486	4.41e-06	+	TCCTCATGCACTGAGTTCTCCTCTAGGTGGAACCA	V_CTCF_BR	10
chr6	24403600	24403750	id-85487	1.32e-05	+	CTTGCTATGTGCGCTGTGCCCTGCCGGGGTCCCAG	Upstream_CTCF	6
chr6	24431349	24431499	id-85488	4.68e-07	+	GGGTCACTTAAATTATTGGCCACTAGAGGGCAGTT	V_CTCF_BR	40
chr6	24492856	24493006	id-85489	1.17e-05	+	AGGACAGACACCCAGCCAGGCGCTAGGGGGCATCA	V_CTCF_BR	37
chr6	24493709	24493859	id-85490	1	+	NA	NONE	14
chr6	24495003	24495153	id-85491	1	+	NA	NONE	38
chr6	24495485	24495635	id-85492	4.7e-06	+	CTGCCTACGAGGCTTTCTGCCGCTGGAGGGAGGTC	V_CTCF_BR	33
chr6	24513970	24514120	id-85493	2.04e-05	-	ATCAGCACCTGTGTGAGAGGAAGCAGGGGGCAGCA	V_CTCF_BR	4
chr6	24521296	24521446	id-85494	6.98e-07	-	TGCTGGCGTGGGCCTGTGCCCTGTAGAGGGCACCT	V_CTCF_BR	40
chr6	24525154	24525304	id-85495	2.6e-06	+	GGGAAGACGCAGACATTGTCCTCCAGATGGTGCTG	V_CTCF_BR	39
chr6	24547589	24547739	id-85496	2.37e-05	+	GTTGCAGGTCCTGTGATGGGCACGGAGTGGTGCTC	Upstream_CTCF	6
chr6	24564484	24564634	id-85497	1	+	NA	NONE	6
chr6	24581424	24581574	id-85498	3.83e-09	+	GAGGCCTGGGTGAGATGGACCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr6	24583762	24583912	id-85499	4.41e-06	+	GAGGAAGGTTAAACTCTCACCTACAGGTGGCGCTG	V_CTCF_BR	40
chr6	24596449	24596599	id-85500	6.43e-06	+	CAGGTGAGTCCCCCCAGATCCCCGAGGGGGAGCCC	V_CTCF_BR	0
chr6	24601246	24601396	id-85501	3.1e-07	+	CAGCAATGAAGAGAGCACACCTGTGGGGGGCGCCA	UpstreamP1_CTCF	24
chr6	24667281	24667431	id-85502	5.92e-05	-	CCCTTCTCCGCCCCTAGGAGCGCAAGAGGCCGGGA	V_CTCF_BR	40
chr6	24695896	24696046	id-85503	2.1e-05	-	ATAGCAATAAATGATCTAGCCACAAGATGTCCTCA	Upstream_CTCF	39
chr6	24711335	24711485	id-85504	1	+	NA	NONE	2
chr6	24758076	24758226	id-85505	1	+	NA	NONE	0
chr6	24767041	24767191	id-85506	5.63e-06	-	GTGAAGAATTTTGTACTACCCACTAGGTGGCAATG	UpstreamP1_CTCF	36
chr6	24827477	24827627	id-85507	1.41e-05	-	CTGCAACAACACAGTCAGCACATTGGGTGGCATCA	UpstreamP1_CTCF	10
chr6	24830002	24830152	id-85508	1	+	NA	NONE	12
chr6	24856336	24856486	id-85509	1.08e-08	+	GTGCTGTTACCATCACTTGTCAGTAGGTGGCAGAA	UpstreamP1_CTCF	39
chr6	24882805	24882955	id-85510	1	+	NA	NONE	9
chr6	24903227	24903377	id-85511	2.37e-05	-	CCTGCTGTTCCATGTCCAGCCACCATCTGACTGAG	Upstream_CTCF	9
chr6	24910598	24910748	id-85512	4.01e-05	-	AGGGGTGTGTGTGCGAGCGCCCCCAGATGGGAGTC	Upstream_CTCF	24
chr6	24925391	24925541	id-85513	1	+	NA	NONE	2
chr6	24934189	24934339	id-85514	1.71e-06	+	CCAGAGTGCAGTGCATCAGCCTATAGAGGGCGCTC	V_CTCF_BR	40
chr6	24936155	24936305	id-85515	3e-06	-	GGGCAGATGCGGAAGCTGCCCTCCAGAGGGCTTGG	UpstreamP1_CTCF	18
chr6	24992217	24992367	id-85516	1.08e-05	-	TGTTAATACAACACTCTGACCACCAGGTGGAGTGT	UpstreamP1_CTCF	40
chr6	24995175	24995325	id-85517	1.13e-05	+	CAGAATTTGGTTGCTGAGGCCACTAGGGGATACTC	UpstreamP1_CTCF	25
chr6	25013613	25013763	id-85518	5.51e-07	+	GAGGGCAGCACCTACTCTGCCTGAAGGGGGAGCAC	V_CTCF_BR	39
chr6	25018323	25018473	id-85519	8.91e-07	-	CAGGCACTCTGGGTAGTAACCATCAGGTGGCGCCG	Upstream_CTCF	40
chr6	25027485	25027635	id-85520	2.12e-06	-	GAGCGCCTCCCCCTGGGAACCCGCAGAGGGCTGGG	UpstreamP1_CTCF	10
chr6	25042900	25043050	id-85521	5.41e-06	-	TGGGCAGTGCAGACATGGGCCACCTGCAGGTGAGA	Upstream_CTCF	16
chr6	25050735	25050885	id-85522	1	+	NA	NONE	11
chr6	25054167	25054317	id-85523	3.11e-05	-	GGAAGCAGGGAAATTCTGCGCAGAAGAGGGCAGTT	V_CTCF_BR	12
chr6	25071113	25071263	id-85524	4.59e-07	-	CTGCAATGAGCCTATGTTGTCGACAGGTGGCGGAA	UpstreamP1_CTCF	40
chr6	25138530	25138680	id-85525	1	+	NA	NONE	30
chr6	25153366	25153516	id-85526	2.1e-05	-	GCAGCACTTTCCAGCAGGCGGACTAGGGGTGTGAG	Upstream_CTCF	1
chr6	25176039	25176189	id-85527	1	+	NA	NONE	3
chr6	25199905	25200055	id-85528	1	+	NA	NONE	3
chr6	25208112	25208262	id-85529	6.84e-06	+	CCTGACTGAGAGAGACCTCCCAGCAGGGGTCGACA	V_CTCF_BR	5
chr6	25223809	25223959	id-85530	8.03e-07	+	AGAGCTCTATGCTAACAGGCCACTGGGTGGCAGTC	Upstream_CTCF	40
chr6	25266022	25266172	id-85531	1.37e-08	+	CTAGCAACTCTGCTAGTTACCAGCAGATGGCAGTA	Upstream_CTCF	40
chr6	25279177	25279327	id-85532	9.55e-09	+	CGGCTCTCCTCCCTCGCAGCCAGCAGATGGCTCCC	V_CTCF_BR	39
chr6	25313183	25313333	id-85533	1.84e-05	-	GTTCATCACATGCTGCCATCCACTAGAGGACAGAA	UpstreamP1_CTCF	27
chr6	25350926	25351076	id-85534	3.09e-06	-	ACAGCACATCCAGGGAGAGCCAGTAGGGGCACAGA	Upstream_CTCF	13
chr6	25359588	25359738	id-85535	4.94e-06	+	CTGGCAGATTTGACACTGGACCCAAGAGGGCAGAA	Upstream_CTCF	6
chr6	25425055	25425205	id-85536	3.16e-05	+	TATGGCTTATGCAGAAAGGCCACTGGAGGGCCAGC	Upstream_CTCF	7
chr6	25470137	25470287	id-85537	1	+	NA	NONE	26
chr6	25472658	25472808	id-85538	5.26e-07	-	TCTGCAGTACCTCTATCCTCCAGTGGGTTGCCAGC	Upstream_CTCF	35
chr6	25488515	25488665	id-85539	1	+	NA	NONE	3
chr6	25490416	25490566	id-85540	3.8e-07	-	GTGGCTTTGCTCCCAGCTACCAGCTGGGGGAGCTC	Upstream_CTCF	40
chr6	25556768	25556918	id-85541	1.1e-06	-	GGATTCCTGAAGACGTCTTCCACAAGATGGCGCAG	V_CTCF_BR	40
chr6	25602729	25602879	id-85542	5.68e-06	-	CAATGGTTGTTTTAAAGTGACACTAGATGGCGCTA	V_CTCF_BR	34
chr6	25638238	25638388	id-85543	1.38e-06	+	AGACAGCACCACCTGCCAGCCAGGTGAGGGAGGCC	V_CTCF_BR	16
chr6	25671425	25671575	id-85544	2.01e-05	+	AGGGTAAGTGACTAAGTCACCACCAGGTTGCGTTC	Upstream_CTCF	10
chr6	25718493	25718643	id-85545	3.88e-06	-	TCAAATATAATCAAAGCTAACACCAGGGGGAGCCC	V_CTCF_BR	39
chr6	25720768	25720918	id-85546	3.5e-05	+	TGGTAAGAGCCTGGTGAGACAGCTAGGGGGAGCAG	UpstreamP1_CTCF	40
chr6	25732832	25732982	id-85547	3.88e-07	-	TTGTCGTTGCGGATGGCCAGCTGCAGGTGGCGCGG	UpstreamP1_CTCF	8
chr6	25747299	25747449	id-85548	5.65e-05	-	TGGGTTGATTACTCTGCTACCTGTAGGAGGTGCTA	V_CTCF_BR	18
chr6	25788888	25789038	id-85549	5.12e-07	+	GGGCAGGAAAGGAGAGCATCCACAAGGGGGCATCA	UpstreamP1_CTCF	40
chr6	25832084	25832234	id-85550	5.74e-05	-	CAGTTGATTCCCCAGAGGGCCGTAAGGGGGCATTC	UpstreamP1_CTCF	4
chr6	25882571	25882721	id-85551	1	+	NA	NONE	11
chr6	25890800	25890950	id-85552	8.71e-06	-	ATGGAAAAGAAAAGATTCCCCAGAAGGTGGAGCCA	V_CTCF_BR	37
chr6	25942892	25943042	id-85553	8.21e-06	-	CTGTCTGCTAACAGGTTTACCAAGAGATGGCACTC	V_CTCF_BR	38
chr6	25962076	25962226	id-85554	5.2e-08	-	ATGCAGTGGTCCAAGGGAACCAGTAAGGGGAGCTC	UpstreamP1_CTCF	18
chr6	25992880	25993030	id-85555	7.73e-06	-	ACCCCAGGCTCACACCAGGCCTGCGGGAGGCGGCC	V_CTCF_BR	38
chr6	26003438	26003588	id-85556	9.11e-08	-	AATGTGTTCCCAAATTTGCCCAGCAGAGGGAGGCC	Upstream_CTCF	40
chr6	26018031	26018181	id-85557	3.18e-06	-	TGGGCGAAACCCTCGGCAGCGCGCAGGGGGCGCTA	V_CTCF_BR	30
chr6	26020924	26021074	id-85558	8.97e-05	+	AGAGCTCCGCTGTGATGGCTCTGCAGGAGGCGTGC	Upstream_CTCF	11
chr6	26026604	26026754	id-85559	5.08e-07	+	GTAAAGGCTTCTGGCGCTACCGGCAGGGGGCGGTT	V_CTCF_BR	40
chr6	26032119	26032269	id-85560	5.08e-05	+	GTGAGGCTTTTTCACGCCGCCGGTAGCCGGCGCGC	UpstreamP1_CTCF	36
chr6	26045851	26046001	id-85561	1	+	NA	NONE	29
chr6	26055694	26055844	id-85562	8.5e-06	+	ACTGCCATCCCAAAACCATCCGCCAGCGAGAAAAG	Upstream_CTCF	31
chr6	26064869	26065019	id-85563	2.31e-07	+	CATGCGGTTTTTCTGATGTACGCTAGGTGGCAGTC	Upstream_CTCF	40
chr6	26066236	26066386	id-85564	2.86e-06	+	ATGTTGTTTGTGCTTTCAGACACTAGATGACGCTC	UpstreamP1_CTCF	38
chr6	26087760	26087910	id-85565	1	+	NA	NONE	27
chr6	26097621	26097771	id-85566	2.38e-07	-	GTGGTACATTTACCTATGGCCACCAGGTGTCACCC	V_CTCF_BR	39
chr6	26104385	26104535	id-85567	1	+	NA	NONE	40
chr6	26156462	26156612	id-85568	2.72e-05	+	GCGCAGCTCCGCCCTATATAAACGGGCGGGCGCAG	UpstreamP1_CTCF	19
chr6	26175741	26175891	id-85569	1.64e-06	+	TTTGTTTTGTCTTCATCAGGCACAAGGGGGCACTA	Upstream_CTCF	40
chr6	26176019	26176169	id-85570	6.82e-05	+	TAAGAGCCTAGAATTCTATTCCCCAGGGGGCAGAC	V_CTCF_BR	3
chr6	26189182	26189332	id-85571	3.56e-05	+	CACGCAATACCTTACGGTGACGCTTGGCGCCACCC	Upstream_CTCF	37
chr6	26197142	26197292	id-85572	1	+	NA	NONE	24
chr6	26198138	26198288	id-85573	1	+	NA	NONE	26
chr6	26204612	26204762	id-85574	1	+	NA	NONE	38
chr6	26212267	26212417	id-85575	2.46e-06	-	GGGCAGTAGCAGGAAGATGACAGAAGAGGTCAAAG	UpstreamP1_CTCF	10
chr6	26217376	26217526	id-85576	3.4e-06	-	TCGTCGTTGCGGATGGCTAGCTGCAGGTGGCGCGG	V_CTCF_BR	37
chr6	26225585	26225735	id-85577	1	+	NA	NONE	24
chr6	26244875	26245025	id-85578	1.64e-06	-	TTCCACTGGCTGAATCCTTCCAGAAGGTGGAGGTC	UpstreamP1_CTCF	0
chr6	26250488	26250638	id-85579	1	+	NA	NONE	39
chr6	26253581	26253731	id-85580	7.31e-05	-	CCCCACCCCTCCTCCCTGTCCACTAGGGAGGAGGC	UpstreamP1_CTCF	11
chr6	26258619	26258769	id-85581	2.78e-06	+	TAGAGGCCCATCAATACCTCCTCTAGAGGGCAGAA	V_CTCF_BR	39
chr6	26267440	26267590	id-85582	1	+	NA	NONE	3
chr6	26270854	26271004	id-85583	1.04e-05	-	GATTTGGTAGTGGAAGGGGCCACCTGGGGGCGTTT	V_CTCF_BR	22
chr6	26284791	26284941	id-85584	1	+	NA	NONE	11
chr6	26309678	26309828	id-85585	1	+	NA	NONE	8
chr6	26312053	26312203	id-85586	1	+	NA	NONE	21
chr6	26319663	26319813	id-85587	9.84e-05	-	GCAATGCTGGAATTCTCTTCCTGAAGAGGGAGTAG	V_CTCF_BR	12
chr6	26322339	26322489	id-85588	5.34e-06	+	ATGAGGTTTCTTCACCCCTCCAGTAGTGGGAGCAC	V_CTCF_BR	40
chr6	26341956	26342106	id-85589	1.02e-07	+	AGGCAGTGATGCATATCCGCCATGAGGGGGCGGCG	UpstreamP1_CTCF	40
chr6	26383513	26383663	id-85590	1.03e-05	+	CTACAGCTCCGGGGTGGGGGCGGTAGCTGGGGGCG	UpstreamP1_CTCF	23
chr6	26389605	26389755	id-85591	1.28e-06	+	CTGGCAGTTTCCAGGACTCCCAGGAGGTGATGCTG	Upstream_CTCF	15
chr6	26404281	26404431	id-85592	3.81e-05	-	ATGGCCTCTGAGAACAAGATCTGCAGAGGGAGGTG	V_CTCF_BR	6
chr6	26409582	26409732	id-85593	1	+	NA	NONE	2
chr6	26412114	26412264	id-85594	5.65e-05	-	TTTTTTTGAGAAGGCACTGACAGTAGGTGGCATGA	V_CTCF_BR	16
chr6	26420917	26421067	id-85595	2.11e-06	-	AGCTGGCCTTGACTTTCTGCCAGTAGGTGGTGGGG	V_CTCF_BR	40
chr6	26450659	26450809	id-85596	3.63e-05	-	ATCATTTGAGGTGACACAGGCAGTAGGGGGCATGA	V_CTCF_BR	1
chr6	26457782	26457932	id-85597	7.73e-05	-	TCGGTGGCTTTGCTGGTGTCCACAAGGAGAGGCCT	Upstream_CTCF	8
chr6	26458342	26458492	id-85598	4.65e-06	+	CTACAGCTCCGGGGTGGGCACAGTAGGTGGGGGAA	UpstreamP1_CTCF	21
chr6	26493636	26493786	id-85599	3.88e-07	-	CAGCAGTTACTCTGGTTAGCCAGGAGAGGGGTATG	UpstreamP1_CTCF	38
chr6	26500376	26500526	id-85600	1.09e-06	-	GTGCTCTCAGGAAAGCCTGCCTCCAGGTGGCCTGG	UpstreamP1_CTCF	4
chr6	26521964	26522114	id-85601	1.55e-05	+	CGGCCCCGGGTCGGCGGGTGAGCTAGGGGGCGCCC	V_CTCF_BR	37
chr6	26538466	26538616	id-85602	2.8e-05	+	CCAGCTCTCTCCGGCTTGGACTCGGGGCGGCTCCC	Upstream_CTCF	24
chr6	26544285	26544435	id-85603	1.7e-05	-	GTTGCATTCTCTTCTTTAAACTGTAGGGGAAGCAC	Upstream_CTCF	40
chr6	26550820	26550970	id-85604	2.15e-05	+	GGTGTCGCCTGGGGGGCGTGCTCCGGTTGGCGCAC	V_CTCF_BR	28
chr6	26569467	26569617	id-85605	1	+	NA	NONE	35
chr6	26572942	26573092	id-85606	3.55e-08	+	CTGCCGGAGGACCTTGTGGCCACAAGGGGGCGTGC	UpstreamP1_CTCF	40
chr6	26592978	26593128	id-85607	1	+	NA	NONE	19
chr6	26596101	26596251	id-85608	2.78e-12	-	TCGTCGCCCGAGGGCGCGACCAGCAGGGGGCGCCG	V_CTCF_BR	40
chr6	26607713	26607863	id-85609	5.41e-06	+	GGTTCCCTGTTAGATTCTGACACTAGAGGGCCCCA	Upstream_CTCF	40
chr6	26660435	26660585	id-85610	7.6e-05	-	GAGTTCTGTTCCAGCCCCACCACTAGGTGATTTAC	UpstreamP1_CTCF	35
chr6	26924697	26924847	id-85611	1.74e-08	+	CTCCCTCCACACCTCCCCGCCGGCAGAGGGAGCCC	V_CTCF_BR	40
chr6	27001703	27001853	id-85612	1.9e-06	+	TCCGTAGTTTGAGCTTTCTCCACAAGGTGGTCCTG	Upstream_CTCF	5
chr6	27008079	27008229	id-85613	1	+	NA	NONE	6
chr6	27046777	27046927	id-85614	3.66e-06	-	CTTCTATTTGGAGTAATTGCCACATGGTGGCAGTG	UpstreamP1_CTCF	40
chr6	27094942	27095092	id-85615	3.18e-06	+	ATTATCCCATCCATTATCGCCACAAGATGGCGATA	V_CTCF_BR	39
chr6	27107075	27107225	id-85616	2.1e-05	+	AAGGGGGTGCCAAGCGCCACCGCAAGGTGCTGCGC	Upstream_CTCF	18
chr6	27107557	27107707	id-85617	6.82e-05	-	GCAGGCAATTTCCAGGCAGCCGCCAGAAGTTACTG	V_CTCF_BR	5
chr6	27125191	27125341	id-85618	4.7e-06	-	CCCTTTCATACCTAGTTTGCCAGAAGAGGGAGATA	V_CTCF_BR	24
chr6	27125361	27125511	id-85619	1	+	NA	NONE	13
chr6	27125820	27125970	id-85620	1.84e-06	-	ACTATACGATCACGGCACGCCACCAGAGGCCGCTG	V_CTCF_BR	40
chr6	27129744	27129894	id-85621	3.6e-07	+	GTTGCGATATCCAATATTTCCTGTAGGGGGAGATA	Upstream_CTCF	40
chr6	27145581	27145731	id-85622	5.41e-07	+	CTGCAGTGCCGGGCACCGGGCCCTTGGTGATGCTC	UpstreamP1_CTCF	40
chr6	27151335	27151485	id-85623	1	+	NA	NONE	8
chr6	27156712	27156862	id-85624	2e-06	+	GTTGTAATTAAGAAAAAGTCCGGTAGATGGCACAT	Upstream_CTCF	40
chr6	27180888	27181038	id-85625	8.81e-07	+	GCTTTCACAAGTGCAATAGACACAAGGGGGCGGTG	V_CTCF_BR	8
chr6	27182504	27182654	id-85626	8.81e-07	+	GCTTTCACAAGTGCAATAGACACAAGGGGGCGGTG	V_CTCF_BR	29
chr6	27206178	27206328	id-85627	1	+	NA	NONE	8
chr6	27219591	27219741	id-85628	1.47e-05	+	GCGCTGAAAACCAGGCGGAGCTGTTGGGGGCGCTG	V_CTCF_BR	39
chr6	27280130	27280280	id-85629	2.55e-06	-	ACTGCAACTCGCTGCGGAGACAGCAGAGGTCTGAC	Upstream_CTCF	24
chr6	27280567	27280717	id-85630	2.44e-07	+	TTTGCAGATCGTGACGCCGCCAGTAGGTGTCAGTC	Upstream_CTCF	40
chr6	27333787	27333937	id-85631	1.72e-06	+	GCTGCAAAAGACCCTTCTGGCAGTAGGTGGAGTAA	Upstream_CTCF	0
chr6	27343650	27343800	id-85632	2.1e-05	-	CCGAAGTAACCAATTGAATCCTCTAGGGGGTATTT	UpstreamP1_CTCF	14
chr6	27440038	27440188	id-85633	1.13e-05	+	CCGTTCCTCTGGAACTTGAACACCAGGGTTCGCCA	UpstreamP1_CTCF	17
chr6	27440292	27440442	id-85634	1	+	NA	NONE	14
chr6	27440606	27440756	id-85635	1.03e-05	+	GAGGACTCCCCAGCTTTCTCCTGCAGAGGCCTCTA	UpstreamP1_CTCF	30
chr6	27440984	27441134	id-85636	1	+	NA	NONE	19
chr6	27463697	27463847	id-85637	5.74e-05	+	CCTTACCACCCATTTCTTACCACAAGGGTGCAAAC	UpstreamP1_CTCF	32
chr6	27486676	27486826	id-85638	5.41e-07	+	GTGCTTTACTCTTTGGTATCCACGAGGTGGAGCCT	UpstreamP1_CTCF	40
chr6	27533619	27533769	id-85639	6.43e-06	+	CGCTGCATTCCATACATGGCCACTAGAAGGCAAAG	V_CTCF_BR	21
chr6	27556430	27556580	id-85640	1	+	NA	NONE	10
chr6	27560409	27560559	id-85641	1	+	NA	NONE	7
chr6	27577178	27577328	id-85642	5.34e-06	-	AATTGGCATTGAAGCTTTGTCAGTAGAGGGCAGTG	V_CTCF_BR	40
chr6	27585553	27585703	id-85643	1	+	NA	NONE	30
chr6	27598683	27598833	id-85644	5.38e-05	+	AGACACGCAGAGGGAGGGGCAGGCGGCGGGCTCCG	V_CTCF_BR	27
chr6	27604656	27604806	id-85645	8.16e-07	-	GAAGACAATGTTTTCACAGCCTGTAGGGGGCGGGG	V_CTCF_BR	11
chr6	27616215	27616365	id-85646	6.48e-05	-	TATCAGCAGTCTCAAGCATCCACTAGGGGTCTTGG	UpstreamP1_CTCF	2
chr6	27618708	27618858	id-85647	2.37e-05	-	GCTTCAATTCTCACTCCCACCAGCAGGGTTGTTTC	Upstream_CTCF	34
chr6	27655312	27655462	id-85648	5.2e-08	-	CTGCAGTTCCCGTCCCAGGACAGCTAGTGGCGCTC	UpstreamP1_CTCF	39
chr6	27662142	27662292	id-85649	1.48e-05	+	CTGCAGGGACTCCTCTGACCCAGGAGCAGATGGCG	UpstreamP1_CTCF	13
chr6	27689187	27689337	id-85650	1	+	NA	NONE	19
chr6	27711721	27711871	id-85651	6.21e-05	-	AGAAGGGTGACCAGGCTCACCAGCAGGTGGGACCT	V_CTCF_BR	2
chr6	27720138	27720288	id-85652	4.34e-05	-	AGCTCAATATTAAATTTTGTCAATAGAGGGCGATG	Upstream_CTCF	40
chr6	27721940	27722090	id-85653	1	+	NA	NONE	38
chr6	27740329	27740479	id-85654	1.56e-06	+	GGCTCCTTCCCCGCAGTCTCCACCAGGCGGCGCGC	Upstream_CTCF	40
chr6	27759948	27760098	id-85655	1.43e-05	-	GCTCCTACTCAGCTAAAAGCCACCAGGAGGCGTTT	Upstream_CTCF	37
chr6	27760210	27760360	id-85656	9.25e-06	-	CGTTGGGAACTGTTGTCATCCACAAGAGGGAGCAT	V_CTCF_BR	38
chr6	27763749	27763899	id-85657	1.74e-07	-	CAGGCATTTCCAAAATACTCCTGTAGAGGGCAGTA	Upstream_CTCF	40
chr6	27774790	27774940	id-85658	1	+	NA	NONE	28
chr6	27776301	27776451	id-85659	1	+	NA	NONE	18
chr6	27778056	27778206	id-85660	1	+	NA	NONE	31
chr6	27787595	27787745	id-85661	4.68e-07	+	AACATCAGACTCTCATCAGCCTGGAGAGGGCACCA	V_CTCF_BR	40
chr6	27792307	27792457	id-85662	1	+	NA	NONE	0
chr6	27804879	27805029	id-85663	1	+	NA	NONE	4
chr6	27806270	27806420	id-85664	1	+	NA	NONE	14
chr6	27835367	27835517	id-85665	2.38e-07	-	GTCCAACCGCGAGCGGCGGCGGCCAGAGGGCGGTG	V_CTCF_BR	12
chr6	27839756	27839906	id-85666	1	+	NA	NONE	32
chr6	27841602	27841752	id-85667	1	+	NA	NONE	6
chr6	27858215	27858365	id-85668	1	+	NA	NONE	19
chr6	27863388	27863538	id-85669	6.04e-07	-	TTGTGCTTTTGCTTTTTTGCCACAAGATGGCAGGA	UpstreamP1_CTCF	40
chr6	27952410	27952560	id-85670	3.81e-05	+	AGACAGTCCCTTTTTCCCAGCAGCAGAGGGAGTTG	V_CTCF_BR	4
chr6	27983349	27983499	id-85671	1.15e-07	+	TGTGGAGCACCGGAAACCACCAGGAGGAGGCACAG	Upstream_CTCF	14
chr6	28047920	28048070	id-85672	7.46e-06	+	CTGTGCGGTCCAACCCTAGCCAGTAGGGGAACGAC	UpstreamP1_CTCF	24
chr6	28064251	28064401	id-85673	1	+	NA	NONE	0
chr6	28072500	28072650	id-85674	8.19e-06	+	ACGCACTTCCGCCAGCGGCCAGGCAGGGCGCAGAG	UpstreamP1_CTCF	40
chr6	28073226	28073376	id-85675	5.92e-05	+	GAAGCTAAGCACAGAGAAGGCAGTAGAGGGCCTTA	Upstream_CTCF	14
chr6	28085550	28085700	id-85676	1	+	NA	NONE	7
chr6	28101898	28102048	id-85677	5.37e-06	+	CAGTATCCCTGGCGTCTACCCACTAGATGTCACTA	UpstreamP1_CTCF	40
chr6	28109711	28109861	id-85678	4.65e-06	+	CCGTTGCAGCCTCCCTTCCCCACGACGGGGCGCCT	UpstreamP1_CTCF	16
chr6	28130500	28130650	id-85679	6.05e-06	+	GGAGAGGGAACAGCACTGGCCAGGGGAGGGAGGAT	V_CTCF_BR	1
chr6	28180271	28180421	id-85680	1.34e-06	-	TCTGTAATATGCCCGAGGGCCAGGAGATGCCCTCC	Upstream_CTCF	29
chr6	28323560	28323710	id-85681	4.01e-05	+	AATGCATTGGCCAAGTCCACCACACAGTGGCACCA	Upstream_CTCF	38
chr6	28324019	28324169	id-85682	4.73e-07	-	GGTGAAATACCAGAAACTGTCAGTAGATGGCAGTT	Upstream_CTCF	40
chr6	28351446	28351596	id-85683	2.62e-07	-	GAGAACTGATGAGCAGTGGCCAGCAGGGGACACTT	UpstreamP1_CTCF	39
chr6	28361817	28361967	id-85684	1.04e-05	+	CTCATTTATTCAATTTCAGCCACTGGGTGGCTCCC	V_CTCF_BR	39
chr6	28367478	28367628	id-85685	4.65e-05	+	CCACAAAGGCCGGAAGCGGCCACGGGGGGTCTAAG	V_CTCF_BR	36
chr6	28400980	28401130	id-85686	1	+	NA	NONE	6
chr6	28411138	28411288	id-85687	1	+	NA	NONE	13
chr6	28463993	28464143	id-85688	3.11e-05	+	TGGTATAAGCTCTACATACACTCTAGGTGGCACTC	V_CTCF_BR	34
chr6	28499619	28499769	id-85689	1	+	NA	NONE	23
chr6	28510453	28510603	id-85690	2.31e-07	-	GGAGCTTTATTCACCTGGTCCCGCAGGGGGCGACC	Upstream_CTCF	39
chr6	28548367	28548517	id-85691	5.3e-05	-	ATACATTGTTTAATTATAAACAGCAGGTGGCCCTC	UpstreamP1_CTCF	27
chr6	28553189	28553339	id-85692	2.6e-05	-	AGCAAGTTGATGTTTGGGGCCACCAGGTGGGAGTA	UpstreamP1_CTCF	25
chr6	28574608	28574758	id-85693	3.73e-06	+	GCTGCGCTACTGGCTTTGGCCTCCTGGGGCCTTAT	Upstream_CTCF	40
chr6	28584066	28584216	id-85694	3.16e-06	-	GGGAAGAACCGCGCAGAGGCCACTAGGGCGCAGGG	UpstreamP1_CTCF	1
chr6	28586175	28586325	id-85695	1	+	NA	NONE	1
chr6	28624622	28624772	id-85696	5.92e-05	+	GAAAGAGTGGCACTGAGGGCCACTGGGGGCAGACA	V_CTCF_BR	6
chr6	28652110	28652260	id-85697	1.14e-06	-	ATGTAATGCACTATGCTGTCCACTAGGTAGTGCTG	UpstreamP1_CTCF	40
chr6	28654329	28654479	id-85698	6.86e-07	+	TTTGTAATTCAGAAAACATCCGGCAGATGGCGTAT	Upstream_CTCF	40
chr6	28733193	28733343	id-85699	1.84e-06	-	CCCCGCCTCTTCCGTCTCCCCGCAAGCTGGCGCTC	V_CTCF_BR	0
chr6	28737651	28737801	id-85700	3.67e-07	+	TTGCAGTGGATTACAGCCACCTGCTGAGGGAGCCA	UpstreamP1_CTCF	22
chr6	28739561	28739711	id-85701	2.6e-06	+	GGTAGTTAGCAGGAGTTGGGCAGTGGGGGGCGCTG	V_CTCF_BR	24
chr6	28762408	28762558	id-85702	1	+	NA	NONE	15
chr6	28777895	28778045	id-85703	6.46e-07	-	CCCCTCCTTTTCCCTCTCTCCGCCAGCTGGCGCTC	V_CTCF_BR	31
chr6	28805239	28805389	id-85704	1	+	NA	NONE	40
chr6	28806748	28806898	id-85705	6.84e-06	-	GACCGGGAGCGGATTCTGCCCGAAAGGGGGCGCGA	V_CTCF_BR	40
chr6	28809202	28809352	id-85706	5.3e-05	-	CTGCAATTACAAGTGCCCGCCACTACACCTGACTA	UpstreamP1_CTCF	23
chr6	28811456	28811606	id-85707	1	+	NA	NONE	1
chr6	28816685	28816835	id-85708	4.02e-07	+	CCTGCCTTTGTAGACTCCACCTCTGGGGGGCAGGG	Upstream_CTCF	2
chr6	28832027	28832177	id-85709	1	+	NA	NONE	39
chr6	28836756	28836906	id-85710	1.71e-06	+	TGTCACGTTGGTGATTGAGCCTCTAGGTGGAGGCA	V_CTCF_BR	6
chr6	28840257	28840407	id-85711	4.7e-06	+	TAGTGGATTCCGCACTGGGGCTGCAGGTGGAGCTG	V_CTCF_BR	2
chr6	28864923	28865073	id-85712	2.04e-05	+	CCTCCCACTAGAACAAGAGCCCCTAGAGGCCAGCG	V_CTCF_BR	39
chr6	28891448	28891598	id-85713	5.92e-05	+	GTTCCTGAGAGGCACCGGGCGGACGGAGGGCGGCG	V_CTCF_BR	19
chr6	28906019	28906169	id-85714	1	+	NA	NONE	0
chr6	28907730	28907880	id-85715	8.21e-06	-	AAGACAAGGACGAATACAAACAGAAGGGGGCAGGA	V_CTCF_BR	32
chr6	28936979	28937129	id-85716	2.25e-08	+	CTGAAGTCCTCGCCATCTTCCAGCAGGCGGCGGTA	UpstreamP1_CTCF	18
chr6	28948961	28949111	id-85717	1.09e-06	+	GCTGCAATCCCACCACCCTCCGGTGGTGGGACTCC	Upstream_CTCF	40
chr6	28949745	28949895	id-85718	1.93e-05	-	ACCAACCAATAAAATCTGGACGGCAGAGGGCGTGG	V_CTCF_BR	14
chr6	28950468	28950618	id-85719	9.41e-05	-	TTCTAGGGCTATCCCCTAGCGCCCAGTTGGAGCAG	V_CTCF_BR	36
chr6	28956366	28956516	id-85720	1.9e-06	-	GCGGCCACGCGGACGGAGACCCCCAGGGGACGCTG	Upstream_CTCF	32
chr6	28956668	28956818	id-85721	1	+	NA	NONE	6
chr6	28982561	28982711	id-85722	6.39e-05	+	GACGCAATTCCACTCAGTTCCCCTAGGGACTTGTT	Upstream_CTCF	32
chr6	28984601	28984751	id-85723	2.96e-05	-	TACTAATGACACTCCTCGCCCAGAAGACGGCGCTC	UpstreamP1_CTCF	39
chr6	28984999	28985149	id-85724	1.15e-07	-	TACGGCCATTTTGTCACTGCCACAAGGTGGCGCTA	V_CTCF_BR	40
chr6	29040032	29040182	id-85725	9.78e-07	+	CTGCTTAGCCATGCCATGGCCACTAGGAGGACACA	UpstreamP1_CTCF	39
chr6	29080027	29080177	id-85726	3.8e-08	-	CTTACCCAAGAAGCCACAGCCAGCAGGTGGCAGAA	V_CTCF_BR	15
chr6	29195147	29195297	id-85727	5.9e-06	-	CCGTTTTTTCTTGGGTTCAACACCAGATGGTGCCA	UpstreamP1_CTCF	10
chr6	29323558	29323708	id-85728	7.73e-05	+	CGATCATATGCCATTGCTGCCAGTAGGAGACACTC	Upstream_CTCF	7
chr6	29343884	29344034	id-85729	1.04e-05	+	AATAATCACCACCTTATCAACAGAAGAGGGAGCCC	V_CTCF_BR	21
chr6	29382504	29382654	id-85730	1	+	NA	NONE	21
chr6	29394553	29394703	id-85731	6.98e-07	+	GGAGAGGAGCTGGGAATGGACAGCAGAGGGTGCAA	V_CTCF_BR	8
chr6	29404614	29404764	id-85732	3.81e-05	+	TCTCGGTTCCTCTTTCCTCGCTCAAGATGGCGCTG	V_CTCF_BR	4
chr6	29455633	29455783	id-85733	3.22e-05	+	GTGCTGGGACCTGAGTGGGCCACAACATCACAGTC	UpstreamP1_CTCF	2
chr6	29478136	29478286	id-85734	1	+	NA	NONE	11
chr6	29485134	29485284	id-85735	2.31e-06	-	CTTGGATGTCAGCTTCTGTCCACCAGGTGTCAGGT	Upstream_CTCF	3
chr6	29521486	29521636	id-85736	1.32e-05	+	CCGGCGTTGCTCAAGCTGGCCTGCGGAGGCGACGG	Upstream_CTCF	18
chr6	29557330	29557480	id-85737	1.37e-08	-	CATGCAATACCATATTTGGCCGGTAGATGACACCA	Upstream_CTCF	40
chr6	29570853	29571003	id-85738	2.27e-06	-	CTTTGTGCTCTGTTCCTGTCCAGCAGGGGTCTCCC	V_CTCF_BR	38
chr6	29586016	29586166	id-85739	8.59e-05	-	GGTGGCAGGAGCAGTGGTGCCCCCAGTGGTTAGGC	V_CTCF_BR	37
chr6	29596139	29596289	id-85740	1	+	NA	NONE	1
chr6	29596504	29596654	id-85741	4.7e-08	-	CGCCGGTGTCAGGCAGAGCCCAGCAGAGGGCGGCA	V_CTCF_BR	40
chr6	29615849	29615999	id-85742	9.27e-07	+	GCGCAATAGCTCAGTTTGACCATTAGATGGTACCA	UpstreamP1_CTCF	40
chr6	29617951	29618101	id-85743	5.01e-06	+	CTTACCTAGCAAGATTCTGCCGCTAGGTGGCGAAA	V_CTCF_BR	40
chr6	29619516	29619666	id-85744	4.7e-05	+	ATTCCTCTTTATATTTATGCCACTAGAGGGAGTTC	Upstream_CTCF	39
chr6	29621344	29621494	id-85745	2.43e-06	-	TTCCGTTTGTATATATATACCACTAGAGGGCGCTC	V_CTCF_BR	40
chr6	29641356	29641506	id-85746	3.81e-05	+	TCCATAGTCCCAGCTGGGGCAGATAGGGGGCACTG	V_CTCF_BR	1
chr6	29648317	29648467	id-85747	1	+	NA	NONE	10
chr6	29653643	29653793	id-85748	1.1e-05	-	CAACTGGACAGGACAACGTACCCAAGGGGGCGCCC	V_CTCF_BR	18
chr6	29664429	29664579	id-85749	3.42e-08	-	AGCCACAGGTCTCAGAGAACCAGCAGAGGGCACTC	V_CTCF_BR	40
chr6	29670396	29670546	id-85750	3.05e-07	+	TCTGTCCTCGGCCCTGTGGCCACACGGGGGCGCCG	Upstream_CTCF	40
chr6	29673526	29673676	id-85751	1.85e-08	+	CTGTTATTCAAGCATATCCCCAGCAGATGGCAGAG	UpstreamP1_CTCF	40
chr6	29688771	29688921	id-85752	7.73e-06	+	AGACACTGAGGCAGGGGGACCTCTAGAGGCCAGGA	V_CTCF_BR	16
chr6	29691290	29691440	id-85753	2.6e-06	+	GGGAGGAGTGAGGGGCCCGCCCGGTGGGGGCGCAG	V_CTCF_BR	18
chr6	29705931	29706081	id-85754	3.63e-06	+	GGAAAAGGAAGAGCAGAGACCACTAGGAGGCACCA	V_CTCF_BR	40
chr6	29720954	29721104	id-85755	1.72e-06	-	GGGGCAGGTCGGGGAAGGGACGCGAGGCGGCGCTG	Upstream_CTCF	37
chr6	29760264	29760414	id-85756	1.04e-05	+	CGCGGGCGCCGTGGATGGAGCAGGAGGGGCCGGAA	V_CTCF_BR	29
chr6	29772954	29773104	id-85757	6.82e-05	-	GGCAACAATTCATTGACTCCCGAGAGAGGGCAGTA	V_CTCF_BR	1
chr6	29781668	29781818	id-85758	1	+	NA	NONE	9
chr6	29802718	29802868	id-85759	1.08e-08	-	GGCCACAGGCCCAGTGTCAACACCAGGGGGCGCCA	V_CTCF_BR	29
chr6	29815922	29816072	id-85760	1.67e-07	+	GGGAAAGGAAGAGTGCAGACCGCCAGGTGGCGCCG	V_CTCF_BR	40
chr6	29821154	29821304	id-85761	2.11e-06	+	TGTCTCCCACATGGACCGTCCTGGAGAGGGAGCTC	V_CTCF_BR	13
chr6	29855355	29855505	id-85762	4.01e-05	+	GCGGACACAGTTCTCATTCCCACTAGGTGTCGGGT	Upstream_CTCF	13
chr6	29907062	29907212	id-85763	1.5e-05	-	AAGGTTGCACTCCAGTTGTCAGCCAGGGGCCGCAG	Upstream_CTCF	2
chr6	29910589	29910739	id-85764	1.48e-06	+	TCGACAGCGACGCCGCGAGCCAGAGGATGGAGCCG	V_CTCF_BR	22
chr6	29933295	29933445	id-85765	3.81e-05	+	TTAGTGAGAGGCTGGAAGGCCACCAGGGGCAGTTA	V_CTCF_BR	14
chr6	29935623	29935773	id-85766	1	+	NA	NONE	31
chr6	29944339	29944489	id-85767	4.17e-05	+	GGTGATTTTCTCCTCGCAGACTGTAGGCGCCACTG	Upstream_CTCF	40
chr6	29944805	29944955	id-85768	7.15e-05	+	GCTTCCAGCTGCTCCGTCACCCCAGGAAGGCAGCG	V_CTCF_BR	26
chr6	29945038	29945188	id-85769	4.88e-05	-	GGGGCAGGTCAGGGAAGGGACGCGAGGCAGCCGTG	Upstream_CTCF	8
chr6	29974616	29974766	id-85770	1	+	NA	NONE	1
chr6	29981225	29981375	id-85771	1.08e-08	-	GGCCACAGGCCCAGTGTCAACACCAGGGGGCGCCA	V_CTCF_BR	29
chr6	30005077	30005227	id-85772	6.67e-08	-	CAGCCGTCACTCATATTAGCCAGCAGGGGGAGAGG	UpstreamP1_CTCF	40
chr6	30018593	30018743	id-85773	1	+	NA	NONE	13
chr6	30024670	30024820	id-85774	1	+	NA	NONE	0
chr6	30028975	30029125	id-85775	1	+	NA	NONE	17
chr6	30039294	30039444	id-85776	4.65e-06	+	CTGATCGAAGCGCTTGGGGCCGTCAGGGGGCGCGG	UpstreamP1_CTCF	18
chr6	30043647	30043797	id-85777	9.49e-08	+	CCCAGAGCCTAGGAGGCGGTCACTAGAGGGCGCTC	V_CTCF_BR	40
chr6	30068715	30068865	id-85778	4.88e-06	+	CTGCAACACCGCCCTCTCCCTACCGGAGCGAGGAG	UpstreamP1_CTCF	12
chr6	30069798	30069948	id-85779	1	+	NA	NONE	34
chr6	30070951	30071101	id-85780	3.73e-09	+	CTGCAGGGACTTCCTTTTTCCACTAGGCGGCACCA	UpstreamP1_CTCF	40
chr6	30072560	30072710	id-85781	2.5e-05	+	TTGCCTCGAAACCTGCTGCCCTGTAGGGGCAGCAA	UpstreamP1_CTCF	22
chr6	30084638	30084788	id-85782	1	+	NA	NONE	15
chr6	30098918	30099068	id-85783	1.82e-07	-	GGCAGCTGTCTCTTGATGGACAGTAGGTGGCGCTG	V_CTCF_BR	40
chr6	30102260	30102410	id-85784	1	+	NA	NONE	1
chr6	30137901	30138051	id-85785	3.91e-06	-	AGATCATTACCCCTTTTGGTCTCTAGAGGGCAACA	Upstream_CTCF	40
chr6	30139529	30139679	id-85786	3.4e-06	-	TGAGGGTCCAGAGTGATGACCCCTAGAGGGAGGAG	V_CTCF_BR	15
chr6	30173949	30174099	id-85787	8.9e-05	-	ATCCAGGCCTTTGGCCTGGCCAGTAGGGGTGCAGT	UpstreamP1_CTCF	13
chr6	30179913	30180063	id-85788	1	+	NA	NONE	1
chr6	30181503	30181653	id-85789	1	+	NA	NONE	12
chr6	30181908	30182058	id-85790	1	+	NA	NONE	5
chr6	30187045	30187195	id-85791	1.48e-06	+	ATCTGGCCCTGAAGCTTTGTCAGTAGAGGGCACTG	V_CTCF_BR	40
chr6	30206324	30206474	id-85792	8.21e-05	+	TTAATGCTTCAAAGGATGACCAGCAGATGGTGTAT	V_CTCF_BR	39
chr6	30227634	30227784	id-85793	6.15e-05	-	CCCGCCGCTCCATCCTCGGACTCACGGAGTCGCTG	Upstream_CTCF	37
chr6	30294315	30294465	id-85794	2.91e-05	+	CCTGGACTAGACAGCCTCGCCGGCCGGGGCGCCAG	Upstream_CTCF	18
chr6	30313150	30313300	id-85795	2.97e-06	+	CGGGCGGGACGCGGGAGGAACGCGAGAGGGAGCGC	V_CTCF_BR	13
chr6	30317661	30317811	id-85796	3.63e-06	-	ACCACAATAAAAAGAGGAACCACTGGGGGGCACTG	V_CTCF_BR	18
chr6	30325475	30325625	id-85797	9.62e-05	+	AAGTCCTAGCGCATAAGAAACGCTAGAGGGGGCTG	UpstreamP1_CTCF	40
chr6	30327984	30328134	id-85798	2.12e-06	+	CTGCACTGCAGCCCTCTAGCCGACCGAGGGCGGCT	UpstreamP1_CTCF	1
chr6	30332512	30332662	id-85799	6.37e-07	+	TGTCAGTGACTCAGGGAGACCAGGAGGTGGCAGGC	UpstreamP1_CTCF	25
chr6	30344389	30344539	id-85800	7.09e-08	+	TTGCAGTTGTCCAGTCTTTCCACAGGATGGCAAAG	UpstreamP1_CTCF	19
chr6	30364759	30364909	id-85801	1.15e-07	-	TCTGTCCTCGTCCCTGTGGCCACACGGGGGCGCCG	Upstream_CTCF	40
chr6	30365620	30365770	id-85802	4.01e-05	-	AACAACATCTCCTTGGCTGCCAGCAGAGGGACCTG	V_CTCF_BR	14
chr6	30379315	30379465	id-85803	2.93e-08	+	CTGTCATGCCTGGACAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	40
chr6	30411831	30411981	id-85804	2.2e-06	-	GTGGCAGGGCTCACCATCGCCTCCAGGCTGCGCGC	Upstream_CTCF	15
chr6	30415109	30415259	id-85805	1.9e-06	+	AGTTGTATTCCCGATCTCACCACTGGAGGGAGGTG	Upstream_CTCF	38
chr6	30421520	30421670	id-85806	1	+	NA	NONE	40
chr6	30431595	30431745	id-85807	1	+	NA	NONE	4
chr6	30448998	30449148	id-85808	1.19e-06	-	GGGTCTGTCTTCCTCTGCGGCAGGAGGGGGCGCAC	V_CTCF_BR	20
chr6	30449953	30450103	id-85809	1	+	NA	NONE	40
chr6	30451568	30451718	id-85810	6.39e-05	+	ACATGAATAAACAAAATTGCCATTAGGGGTCGCAC	Upstream_CTCF	40
chr6	30461616	30461766	id-85811	1.76e-05	-	AGGCTGGTGCCTAAAGCTTTCCCAAGGGGGCGCTG	UpstreamP1_CTCF	37
chr6	30464512	30464662	id-85812	3.4e-06	+	GTGCCTGTTCTTAATTGGCCCAGGAGAGGGAACCC	V_CTCF_BR	37
chr6	30500370	30500520	id-85813	2.67e-06	-	CTTGTACTTACTTTTTTGCACACTAGAGGGAGTGT	Upstream_CTCF	40
chr6	30509335	30509485	id-85814	6.97e-10	+	CTGCAGTGATGCTACGACACCGGCAGATGGCGCTG	UpstreamP1_CTCF	40
chr6	30510842	30510992	id-85815	8.21e-05	-	AGAATTGCTATAGGAACAGCCAGTAGGGGCAGTTA	V_CTCF_BR	26
chr6	30512557	30512707	id-85816	4.58e-08	-	GTGTAGTTGGACAGGTTGCCCACTAGATGGAGTGA	UpstreamP1_CTCF	40
chr6	30514871	30515021	id-85817	8.16e-07	+	TCCGCTGAGGGGTCCTCAGCCTCTGGGTGGCGCAG	V_CTCF_BR	2
chr6	30523217	30523367	id-85818	1	+	NA	NONE	10
chr6	30565217	30565367	id-85819	1.46e-08	-	GCTGTATTTCCAGCATTGGCCACATGAGGGGGCAA	Upstream_CTCF	40
chr6	30580148	30580298	id-85820	9.49e-08	-	AAGTCCCTGGATCCCATTTCCAGCAGAGGGCACTG	V_CTCF_BR	40
chr6	30594473	30594623	id-85821	1.47e-05	+	GGCCCTGTCAGTTGCCAGGACGCTAGGGGGCAAGG	V_CTCF_BR	38
chr6	30608361	30608511	id-85822	2.81e-06	+	AGTGCAGTGATGGCTACTTACTCTAGATGCCACGG	Upstream_CTCF	9
chr6	30638654	30638804	id-85823	3.24e-06	-	TATTTAATCCCCTGGATGGGCTGCAGGGGGAGTAA	Upstream_CTCF	40
chr6	30640849	30640999	id-85824	4.43e-05	-	CGAAGCACTCACAGACTGACCATCAGGGGGCGTCA	V_CTCF_BR	40
chr6	30646846	30646996	id-85825	5.01e-09	+	GACCACAGCGCCCGCTCTGACAGCAGGGGGCGCCC	V_CTCF_BR	40
chr6	30653258	30653408	id-85826	1	+	NA	NONE	39
chr6	30655706	30655856	id-85827	1	+	NA	NONE	36
chr6	30656560	30656710	id-85828	2.66e-05	+	ACTGTCAGCAGCTCCACACACACTGGGTGGCGCAG	V_CTCF_BR	4
chr6	30685376	30685526	id-85829	1	+	NA	NONE	29
chr6	30687627	30687777	id-85830	1	+	NA	NONE	12
chr6	30688105	30688255	id-85831	6.19e-06	+	TTGCACCTCGCTGCTCCAGCCTCTGGGGCGCATTC	UpstreamP1_CTCF	25
chr6	30689207	30689357	id-85832	1	+	NA	NONE	40
chr6	30690504	30690654	id-85833	5.98e-10	-	CTTGTCATTCCAGGTCCCGCCACCAGGTGGCAGCA	Upstream_CTCF	40
chr6	30691850	30692000	id-85834	1.26e-07	+	GTGACATCCCACCTCGTGGCCTCAAGATGGCAGTC	V_CTCF_BR	28
chr6	30696103	30696253	id-85835	1.64e-05	+	CTGAATATTCTACTGCAGGCCTCCAGGAGGCTCCA	V_CTCF_BR	34
chr6	30698733	30698883	id-85836	5.77e-08	-	TGCAGGTGGTGGAGCGGGCCCAGCAGGTGGCAGTG	V_CTCF_BR	39
chr6	30704808	30704958	id-85837	1	+	NA	NONE	2
chr6	30708921	30709071	id-85838	2.96e-05	-	CCCTGGAGACGTTAGAGGGCCACCAGAGGGCCATC	V_CTCF_BR	17
chr6	30710344	30710494	id-85839	2.19e-05	-	TCTGCCGCAGCAACGGGGTGCGGCAGGGTGGGGAA	Upstream_CTCF	4
chr6	30710831	30710981	id-85840	7.27e-06	-	GGCCTTCAGATGGCAAGGACCGGCGGGAGGCGCCG	V_CTCF_BR	4
chr6	30711500	30711650	id-85841	4.88e-05	+	CGCCTCGGTCCCGCCTCAAGCACCGGGTGGCGTCT	V_CTCF_BR	9
chr6	30712078	30712228	id-85842	5.96e-07	+	GCGAGAGGCGCTGGGGCGCCCGGCAGGGGCCGCTG	V_CTCF_BR	39
chr6	30714457	30714607	id-85843	1	+	NA	NONE	5
chr6	30720318	30720468	id-85844	7.84e-05	-	CTCATGGGCAAAGCCAGGCCAGGCAGAGGGTGCTA	V_CTCF_BR	26
chr6	30732110	30732260	id-85845	1	+	NA	NONE	38
chr6	30788164	30788314	id-85846	1	+	NA	NONE	28
chr6	30789512	30789662	id-85847	1	+	NA	NONE	4
chr6	30789831	30789981	id-85848	4.41e-06	+	TGTTTTCAATTTATTTTGGCCACCAGATGGCATAA	V_CTCF_BR	39
chr6	30796370	30796520	id-85849	5.96e-07	+	GGGGGAACCTCTGGCAATCCCACCAGGGGGAGCCC	V_CTCF_BR	40
chr6	30797555	30797705	id-85850	1.59e-06	-	CTAGTCAGGGATGAGCAGGGCAGGAGAGGGCGCCC	V_CTCF_BR	14
chr6	30806192	30806342	id-85851	1	+	NA	NONE	0
chr6	30811974	30812124	id-85852	1	+	NA	NONE	19
chr6	30845596	30845746	id-85853	3.4e-06	-	CGGACAGTGAACAGGAAGGCCACTTGGGGGCGCTT	V_CTCF_BR	40
chr6	30860821	30860971	id-85854	2.5e-09	-	TGGGAGGTGGGCCAGGCGGCCACCAGGGGGCTGGC	V_CTCF_BR	36
chr6	30863137	30863287	id-85855	1.39e-07	-	GGGGGACGGGCGTAAGTGGCCAGAAGGAGGCGGTA	V_CTCF_BR	1
chr6	30865598	30865748	id-85856	7.27e-06	-	AATCTCCCAGGCCTGGCCAACACTAGGGGGCTCTT	V_CTCF_BR	9
chr6	30881911	30882061	id-85857	3.81e-05	-	GGCCCCGGCCGGCGCATGCGCAGCAGCTGGCTTTG	V_CTCF_BR	35
chr6	30883387	30883537	id-85858	1.24e-05	+	AGTTCTTTCTGTTCTGGAGACAGTAGAGGGTGCTC	V_CTCF_BR	40
chr6	30890323	30890473	id-85859	6.64e-05	+	TTTGCAGGAGAGAGGAAGGCAGGCTGAGGGAGGAG	Upstream_CTCF	4
chr6	30902097	30902247	id-85860	8.81e-07	+	TCCAGGAAGAGCCCAAGGGCCAGGTGGGGGAGCCC	V_CTCF_BR	0
chr6	30909569	30909719	id-85861	7.15e-05	+	GATTATGTCCCATATCTCACAGCTAGAGGGAGGTA	V_CTCF_BR	23
chr6	30910476	30910626	id-85862	2.6e-07	+	GCAGCTTAAGGAAGAGGAACCTGCAGGGGGCGGAA	V_CTCF_BR	40
chr6	30934100	30934250	id-85863	1	+	NA	NONE	4
chr6	30942378	30942528	id-85864	1.24e-05	-	GAACGTCAAACCCTCCCCTACACCAGGGGGAGCGT	V_CTCF_BR	7
chr6	30949719	30949869	id-85865	2.47e-05	+	CTGGAACTTCCCATCACAGCCACTAGGCAGACTCA	Upstream_CTCF	39
chr6	30976101	30976251	id-85866	1.76e-05	+	AAGTCTTGTTCCCACATTGCCAGTAGGAGGCATAA	UpstreamP1_CTCF	28
chr6	31008115	31008265	id-85867	1	+	NA	NONE	1
chr6	31009533	31009683	id-85868	9.39e-07	+	GCTTCAACTCTGGCTGAGGCCAACAGAGAGAGCCC	Upstream_CTCF	1
chr6	31010629	31010779	id-85869	1	+	NA	NONE	39
chr6	31012204	31012354	id-85870	1.1e-05	-	CAAACAGTATTGTGCCCTTCCTCTAGGGGGCAGAT	V_CTCF_BR	32
chr6	31026191	31026341	id-85871	1.38e-06	+	GAGTCATGTTCAGTATTCACCAGTAGAGGGAGGAC	V_CTCF_BR	40
chr6	31036747	31036897	id-85872	2.2e-07	-	GGCCACTACCCGGTCATTGCCACTAGGGGGCTACC	UpstreamP1_CTCF	40
chr6	31038560	31038710	id-85873	9.78e-07	-	CTGCTGAGGCCTGTTGATGCCTGTAGGTGGCCACA	UpstreamP1_CTCF	40
chr6	31047665	31047815	id-85874	1.73e-05	-	AGCACAATATTAAGCTTTCTCAGTAGAGGGCGCCG	V_CTCF_BR	40
chr6	31051887	31052037	id-85875	1.48e-06	-	AGGGGTGAAGTGTCCTTCCCCAGCAGGAGGCGGCA	V_CTCF_BR	40
chr6	31055422	31055572	id-85876	2.38e-07	-	AGGGAGTTGGGCGCTCTTACCGGTAGATGGCGCTG	V_CTCF_BR	39
chr6	31070251	31070401	id-85877	1.48e-06	-	AGTGCAGTCCCAGTGACGGCCACAGGGGTGCTTGT	Upstream_CTCF	39
chr6	31078817	31078967	id-85878	2.91e-05	+	AAGACAGCGTCTGCAGGGGCCCCTAGAGGGCCGTG	Upstream_CTCF	3
chr6	31081632	31081782	id-85879	6.84e-06	-	CACTCCTCCAGTGGTTAAGCCAGCAGGGGCAGGTG	V_CTCF_BR	9
chr6	31082897	31083047	id-85880	1.23e-05	-	GGGTGGTGCTCTTCCTACGCCTCTAGAGGTCTCTG	UpstreamP1_CTCF	38
chr6	31095993	31096143	id-85881	8.43e-09	-	GGTCTTGTTCCAAGAACTGCCACCAGAGGGCAGCC	V_CTCF_BR	40
chr6	31105314	31105464	id-85882	3.33e-09	+	TGATAGTTCCTGCCGCCGGCCACCAGGTGGCAGAA	V_CTCF_BR	40
chr6	31110053	31110203	id-85883	1	+	NA	NONE	1
chr6	31127189	31127339	id-85884	6.84e-06	-	CCCCTGCCGCCCCCTATGCGCAGCAGTTGGAAGCA	V_CTCF_BR	27
chr6	31130231	31130381	id-85885	3.97e-07	-	ACAGGGCTCCCCGCCCCCAACTGCAGGGGGAGCCA	V_CTCF_BR	2
chr6	31160415	31160565	id-85886	9.55e-09	-	CATCCTTGGGCCCACATGGACACCAGAGGGCACCC	V_CTCF_BR	40
chr6	31161118	31161268	id-85887	5.68e-06	+	GGTCATATACCAGGCCCAAACAGCTGAGGGCAGTA	V_CTCF_BR	25
chr6	31164844	31164994	id-85888	1.04e-06	+	GGGGCAGTTGAAGTAAAGGACGCGAGGCGGCGCTG	Upstream_CTCF	40
chr6	31165372	31165522	id-85889	8.71e-06	+	CAGTTTCCATCAGAACTGCCCAGAGGCGGGCGCTG	V_CTCF_BR	23
chr6	31220527	31220677	id-85890	3.63e-05	+	GGAAGCAAAGCTTCCTTACACAGTTGGGGGCAGTA	V_CTCF_BR	18
chr6	31239406	31239556	id-85891	7.27e-06	-	CGCGGGCGCCGTGGGTGGAGCAGGAGGGGCCGGAG	V_CTCF_BR	35
chr6	31289744	31289894	id-85892	1	+	NA	NONE	12
chr6	31312924	31313074	id-85893	4.65e-05	+	CTTTACACAGCTTCCTTACACAGTTGGGGGCAGTA	V_CTCF_BR	8
chr6	31324554	31324704	id-85894	1	+	NA	NONE	11
chr6	31334774	31334924	id-85895	5.01e-09	-	TGCAAAGGAAGCGCATCGACCACCAGGTGGCGCTG	V_CTCF_BR	40
chr6	31342047	31342197	id-85896	1.21e-09	-	CTGTTATGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	27
chr6	31364807	31364957	id-85897	1.12e-09	+	CCTGTCCTTCCAATCACTGCCACTAGGTGGAAGCA	Upstream_CTCF	40
chr6	31367438	31367588	id-85898	8.46e-07	+	GGAGCAGGTCAGGGAAGGGACGCGAGGCGGCGCTG	Upstream_CTCF	37
chr6	31371559	31371709	id-85899	1	+	NA	NONE	10
chr6	31409505	31409655	id-85900	1.48e-06	-	TCTGTCTTCAGTCCTGTGGCCACACGGGGGCGCCG	Upstream_CTCF	39
chr6	31410427	31410577	id-85901	3.11e-05	-	AAGAGCATCTCCTTGGCTGCCAGCAGAGGGACCTG	V_CTCF_BR	38
chr6	31442787	31442937	id-85902	1.37e-08	-	GAGGCACCACCAGGGACTACCACCAGGGGGAGGGT	Upstream_CTCF	38
chr6	31443259	31443409	id-85903	1	+	NA	NONE	4
chr6	31444624	31444774	id-85904	5.08e-05	-	CTGAAGCTCCCTGGGATGATCAGTGGCAGGAAACT	UpstreamP1_CTCF	30
chr6	31459806	31459956	id-85905	2.04e-08	+	CCTGTCCTTCCAACCACTGCCACTAGGTGAAAGCA	Upstream_CTCF	40
chr6	31461648	31461798	id-85906	1.28e-06	+	GGGGCAGGTCAGAAAAGGGACGCGAGGCGGCGCTG	Upstream_CTCF	39
chr6	31490667	31490817	id-85907	1	+	NA	NONE	3
chr6	31498628	31498778	id-85908	4.88e-06	-	CAGTGCTACCCTCTGTCTCCCTCCAGGTGGCCAGA	UpstreamP1_CTCF	15
chr6	31500461	31500611	id-85909	6.05e-06	-	AACCAGGTCAGTTAGACGTCCAGTAGGGGGATGAG	V_CTCF_BR	0
chr6	31514503	31514653	id-85910	5.28e-08	+	CAGGCAGTACCCAAAGGGGCCGCCTGGGAGCAGCA	Upstream_CTCF	40
chr6	31519244	31519394	id-85911	3.09e-05	+	TGGTCCTCTGCCAGCCCTGCCACCAGATGGCCTTC	UpstreamP1_CTCF	39
chr6	31542186	31542336	id-85912	2.04e-05	+	GGGATATGTGATGGACTCACCAGGTGAGGCCGCCA	V_CTCF_BR	7
chr6	31548706	31548856	id-85913	1.73e-11	+	GCGGCCCTGGGGGTCCCCGCCGCCAGGGGGCGCCC	V_CTCF_BR	40
chr6	31553410	31553560	id-85914	1.21e-06	-	GGGCAATACAGGTGGACTTCCTGTAGGAGGCAGCA	UpstreamP1_CTCF	39
chr6	31564877	31565027	id-85915	3.05e-07	-	AATGTAATAGTAAAAGGAGCCAGAAGGGGGCATGC	Upstream_CTCF	37
chr6	31566456	31566606	id-85916	1.87e-09	-	GGCCTCCCATGCTCTCTGACCACCAGGGGGCAGGC	V_CTCF_BR	40
chr6	31602550	31602700	id-85917	3.63e-06	+	GAAGTTCCCCTGATGGAGGACTCAAGGGGGCAGCA	V_CTCF_BR	20
chr6	31620703	31620853	id-85918	1	+	NA	NONE	30
chr6	31623604	31623754	id-85919	1	+	NA	NONE	3
chr6	31627926	31628076	id-85920	1	+	NA	NONE	0
chr6	31628667	31628817	id-85921	3.88e-06	-	AAGAACCCAGGGGCAGGGGGCTGTAGGGGGCGACC	V_CTCF_BR	6
chr6	31629708	31629858	id-85922	2.1e-06	-	CATGCAAGTCCCACCTGAGTCAGAAGGGGCAGCCT	Upstream_CTCF	2
chr6	31631712	31631862	id-85923	7.73e-05	-	TGTGTGCTGCTCGAGCGGGCCAGGGGGCAGCTGTG	Upstream_CTCF	17
chr6	31633613	31633763	id-85924	3.45e-05	-	ACCTGGCTGTCACGAAGGCCCGGAGGAGGGCGCTT	V_CTCF_BR	26
chr6	31648590	31648740	id-85925	3.88e-07	+	ACGCTATTCCCGAGTCCGGTCACAAGATGGCGGAC	UpstreamP1_CTCF	40
chr6	31649206	31649356	id-85926	1	+	NA	NONE	35
chr6	31655248	31655398	id-85927	1	+	NA	NONE	4
chr6	31657406	31657556	id-85928	2.27e-06	-	TCCTGACTTTGCCCTTTCTCCTGCAGGGGGTGCCA	V_CTCF_BR	40
chr6	31657712	31657862	id-85929	5.28e-05	-	TCTGTTTCCCTCTGGTCAGCCATTGGAGGGAGGAG	Upstream_CTCF	1
chr6	31671012	31671162	id-85930	4.7e-06	-	GGCGGGGCCGGCAGGGGGACCTGCTGCTGGAAGAG	V_CTCF_BR	21
chr6	31680193	31680343	id-85931	2.27e-06	+	ACAGAGTGTAGGAGTGCAGCCAGTAGGTGGCATAG	V_CTCF_BR	29
chr6	31685438	31685588	id-85932	3.63e-05	-	AGCTGCTGCAGCCAAAATGCCTGCAGGGGCCACAT	V_CTCF_BR	19
chr6	31694428	31694578	id-85933	1	+	NA	NONE	0
chr6	31697226	31697376	id-85934	2.47e-05	+	CGGGCGCCCCTCTTGGCAGCCACTAGGATGCGCTC	Upstream_CTCF	37
chr6	31698020	31698170	id-85935	2.72e-05	-	GGGCGGTGCCGATTTCTGGCAAGGGGGGCGCAGTC	UpstreamP1_CTCF	18
chr6	31706277	31706427	id-85936	4.31e-07	-	CTGGCTCTGCTGGATGGTTCCAGGAGAGGGCAGCG	V_CTCF_BR	38
chr6	31728569	31728719	id-85937	1	+	NA	NONE	0
chr6	31728889	31729039	id-85938	3.18e-06	+	TCCCTTGTCCACCTTATACCCAGCAGGTGGCGAAA	V_CTCF_BR	13
chr6	31734152	31734302	id-85939	8.19e-06	-	CTGTCCTTCTGGAGGTGAGACGCCAGGGGAAAGTG	UpstreamP1_CTCF	8
chr6	31737658	31737808	id-85940	9.55e-09	-	TCCCCGTTTCCTGGCCCCACCACCAGGGGGAGCTA	V_CTCF_BR	40
chr6	31740725	31740875	id-85941	1.92e-06	+	GGGCTGCCTCTCCGCTGCTCCACAAGGTGGCGAGC	UpstreamP1_CTCF	40
chr6	31743034	31743184	id-85942	1.21e-06	+	TCTGGAGCTCCTGCCTTGGCCAGAGGAGGTGAGGG	Upstream_CTCF	7
chr6	31745267	31745417	id-85943	1.72e-06	+	GCTGCCATCCCCATGGTGAGCCGCTGGGGGTGAGG	Upstream_CTCF	6
chr6	31759211	31759361	id-85944	1	+	NA	NONE	40
chr6	31763739	31763889	id-85945	5.01e-06	+	AGAGGGTCGGCCGGCCCTGCCGGTGGAGGGCGTTC	V_CTCF_BR	36
chr6	31774434	31774584	id-85946	2.53e-05	-	CATGGTGGGTACCGTGACGTCAAAAGGGGGCGCCC	V_CTCF_BR	35
chr6	31774829	31774979	id-85947	8.59e-05	-	TAGGGCACAAACACATCACGCTGTAGATGGCAGGA	V_CTCF_BR	11
chr6	31785550	31785700	id-85948	1	+	NA	NONE	7
chr6	31797828	31797978	id-85949	2.27e-05	-	AAAAAACAAACAAACTCGTACAGAAGGTGGCAGTG	V_CTCF_BR	35
chr6	31804621	31804771	id-85950	1	+	NA	NONE	27
chr6	31831739	31831889	id-85951	9.27e-07	-	GAGCCATTAGAGAGACTTCCCAGCAGGTGGCTGTA	UpstreamP1_CTCF	39
chr6	31833251	31833401	id-85952	5.13e-05	+	ACTTGATAAATTTTTCCAGACACCAGAGGCAGCAC	V_CTCF_BR	2
chr6	31838252	31838402	id-85953	1	+	NA	NONE	26
chr6	31856636	31856786	id-85954	7.07e-08	-	CAATTGCCGGGACAGGGAGCCACTAGGGGGCGACC	V_CTCF_BR	40
chr6	31862398	31862548	id-85955	1	+	NA	NONE	0
chr6	31866234	31866384	id-85956	8.64e-05	+	CACGCAGTATTTGACACAGGCAGGTGGGGCACCTG	Upstream_CTCF	21
chr6	31869851	31870001	id-85957	9.81e-06	-	AGGCCGTCCGGCCCTTTAACCGCGTGGGGGTGCTG	V_CTCF_BR	16
chr6	31890831	31890981	id-85958	1.1e-05	-	AGCTTTTCAGTAGACCCCACCAGATGAGGGCGACC	V_CTCF_BR	37
chr6	31908091	31908241	id-85959	3.03e-05	-	TGTGCTGCTGAAAGAGCAACCACCAGGGACATTCC	Upstream_CTCF	21
chr6	31920223	31920373	id-85960	9.87e-11	-	GGAAGACAGGCCATCCTGGCCACCAGAGGGCAGCG	V_CTCF_BR	40
chr6	31935953	31936103	id-85961	1	+	NA	NONE	1
chr6	32014639	32014789	id-85962	1.48e-06	-	CGGATGTTCAGGCTGATGGCCACAAGGGGACAAGG	UpstreamP1_CTCF	20
chr6	32016020	32016170	id-85963	8.19e-10	+	CGTGAAATTCCAACAGGTGCCACAAGGGGGCGAAG	Upstream_CTCF	40
chr6	32028917	32029067	id-85964	5.13e-05	+	GGAGGTTATCAGTGGTTGACCATTAGAGGGAGGCC	V_CTCF_BR	11
chr6	32047641	32047791	id-85965	1.47e-05	-	GAGCCTCAGCAGAGACCTAACTGTAGGGGGCGGGT	V_CTCF_BR	11
chr6	32053674	32053824	id-85966	1	+	NA	NONE	10
chr6	32055099	32055249	id-85967	9.27e-07	-	GCGCTGGCGGCCTCAGCCGCCTGCAGAGGGCCCCG	UpstreamP1_CTCF	23
chr6	32055454	32055604	id-85968	1.82e-07	+	CGCAGTGGGTAGCCGTGAGCCCGCAGGTGGCGCTC	V_CTCF_BR	39
chr6	32063185	32063335	id-85969	3.63e-06	-	CATTCCAAGGAGCCAGTGCCCACCAGGGGCAGCAG	V_CTCF_BR	32
chr6	32064696	32064846	id-85970	6.64e-05	-	GGAGCTGCCCTCGCGGTTGCAGTCAGAGGGGGCGC	Upstream_CTCF	19
chr6	32071322	32071472	id-85971	4.88e-05	-	GCACCGAAGTCATTGGGAAGCCCTAGAGGGAGCTG	V_CTCF_BR	4
chr6	32073397	32073547	id-85972	1	+	NA	NONE	6
chr6	32075788	32075938	id-85973	6.43e-06	-	TTGCTCACTCCAGACCTAGCCACTAGGTGCAGGAC	V_CTCF_BR	10
chr6	32081773	32081923	id-85974	8.16e-07	-	AGGAACTAGACCTTTCCTCCCTCCAGAGGGCAGCC	V_CTCF_BR	37
chr6	32084622	32084772	id-85975	1	+	NA	NONE	40
chr6	32086688	32086838	id-85976	3.42e-09	+	CCAGCAGGGCCTCCAGCCGCCGCCGGAGGGCAGCA	Upstream_CTCF	40
chr6	32087205	32087355	id-85977	1.08e-05	+	ATACAGTTTACCTGATTTTCCCCTAGGAGGCAGCC	UpstreamP1_CTCF	38
chr6	32097067	32097217	id-85978	8.16e-07	-	GTTTCCTTTCGGATCAGGGCCGCCAGAGGGCTGGA	V_CTCF_BR	2
chr6	32116631	32116781	id-85979	4.01e-05	+	GGGACCAAACCGAGGTTGCTCGGTTGGGGGCGCTA	V_CTCF_BR	17
chr6	32121485	32121635	id-85980	1.97e-06	-	GTTTGCATTCCCCAAGGGGCGGCCAGGGGGCGGAC	V_CTCF_BR	38
chr6	32122458	32122608	id-85981	3.18e-06	-	CAGACCTCATTGATGTATTCCAGCAGGTGGCGGAA	V_CTCF_BR	40
chr6	32134678	32134828	id-85982	1.06e-05	-	CATGACAGTGCTTCCCTCCCCAGCCGGGGGCGCAC	Upstream_CTCF	29
chr6	32136184	32136334	id-85983	4.17e-05	-	GGTGCTGCACTCACTTCTGCCCCCTGGGGAGTTGG	Upstream_CTCF	5
chr6	32137124	32137274	id-85984	4.94e-06	+	GGTGTCAGCCCTTCCGTGGGCACTGGGGGCAGCAC	Upstream_CTCF	17
chr6	32150090	32150240	id-85985	2.96e-05	-	AGTCTCCTCTCCCCTTCCCCCACCAGGGTGTGCCC	UpstreamP1_CTCF	8
chr6	32150355	32150505	id-85986	5.96e-07	-	GGTCCAATTGGTGGTGGAGCCAGAAGGTGGAGCAG	V_CTCF_BR	1
chr6	32151634	32151784	id-85987	1	+	NA	NONE	0
chr6	32162890	32163040	id-85988	7.27e-06	-	CTCCAGAAAATAAGACAGGCCACAGGAGGGCAGAG	V_CTCF_BR	40
chr6	32163419	32163569	id-85989	2.27e-06	+	GCCTGCAGAAAACCTACGGCCGCGAGGGGTCGGGC	V_CTCF_BR	38
chr6	32165293	32165443	id-85990	1	+	NA	NONE	23
chr6	32190185	32190335	id-85991	2.94e-06	-	TAAGCGCTGCTGGGGGCAGCCAGGAGGGGACAGGC	Upstream_CTCF	0
chr6	32202761	32202911	id-85992	3.63e-06	+	CCTCACCTGGCCTCTGTGAACACTTGAGGGAGCCG	V_CTCF_BR	16
chr6	32208505	32208655	id-85993	2.27e-05	+	GTTTGATCTTTGGAGGTGGACACTAGAGGGAGTGA	V_CTCF_BR	27
chr6	32212811	32212961	id-85994	1.61e-09	+	TCTGTCTGCCACGTGGTGGCCACAAGGGGGCAGCA	V_CTCF_BR	40
chr6	32222981	32223131	id-85995	7.78e-06	-	GGAGGCGGCCTCCTCGTAACCGCCAGGCGGCGACA	Upstream_CTCF	38
chr6	32361584	32361734	id-85996	1	+	NA	NONE	10
chr6	32369406	32369556	id-85997	2.01e-05	+	TGGTAGCTCCCCTCCCTCTGCTGGGGAGGGCAGAG	UpstreamP1_CTCF	1
chr6	32370730	32370880	id-85998	6.8e-06	+	TCTGCAGAGGCGTTCCTGACCACCAGGGTGGCTTC	Upstream_CTCF	11
chr6	32381331	32381481	id-85999	3.11e-10	+	GAGTCATGGATCTGCCTGGCCACCAGAGGGCAGCA	V_CTCF_BR	40
chr6	32383327	32383477	id-86000	1.3e-09	+	GTTGCAGTTCCACACATGGCCAGTAGATGACAGGT	Upstream_CTCF	40
chr6	32399881	32400031	id-86001	8.21e-06	+	AAGAATTAAACACTGTTGACCACAAGAGGGAAACC	V_CTCF_BR	36
chr6	32428471	32428621	id-86002	1	+	NA	NONE	13
chr6	32443739	32443889	id-86003	2.2e-06	-	TTTGTTATTCCAAAAAAGTCCGGAAGGTGGTGACT	Upstream_CTCF	4
chr6	32445695	32445845	id-86004	4.88e-05	-	ATGTGACTGGGCCACAATTCCAGAAGAGGGAGTCC	UpstreamP1_CTCF	7
chr6	32526589	32526739	id-86005	7.15e-05	+	TGACAGGTTAAGCAGGTGTGAGCCAGGGGGCGGAG	V_CTCF_BR	12
chr6	32551669	32551819	id-86006	1	+	NA	NONE	2
chr6	32576298	32576448	id-86007	9.62e-08	-	CTGCACGTTCTTCTTATAACCAGCAGGTGGGGAGA	UpstreamP1_CTCF	6
chr6	32583787	32583937	id-86008	1.7e-05	-	CATCTACTTCTACCCCTGGACACCAGAGGTCCTTC	Upstream_CTCF	4
chr6	32590334	32590484	id-86009	1.56e-06	+	GGGCTCCAGTCATTTGCCTCCAGCAGGGGGCTCTT	UpstreamP1_CTCF	37
chr6	32659924	32660074	id-86010	8.71e-06	-	CCATGTACCTGTTGCCTGGACTGTAGAGGGCGTTG	V_CTCF_BR	30
chr6	32668394	32668544	id-86011	1.23e-05	-	GTTAACTGGGTCATGTTCACCAGTAGGTGGGGACA	UpstreamP1_CTCF	40
chr6	32684298	32684448	id-86012	7.49e-05	-	TATGCTTATATGTCTGGGTCAGCTAGGTGGCACTG	V_CTCF_BR	10
chr6	32753784	32753934	id-86013	1.18e-05	-	GTTAACTGGGTCATCTTCACCAGTAGGTGGGGACA	UpstreamP1_CTCF	40
chr6	32764885	32765035	id-86014	1.64e-07	-	GATGTAATGTGGACTTCCACCGCCAGATGGCGATC	Upstream_CTCF	39
chr6	32775024	32775174	id-86015	3.97e-05	-	GTGACCACACACACAGTTGCCAGCAGGGGACCCCC	UpstreamP1_CTCF	9
chr6	32793759	32793909	id-86016	9.66e-05	+	AACCCAGTTTCTTCTGGGACCATTAGATGGCATCA	Upstream_CTCF	39
chr6	32806543	32806693	id-86017	1.26e-07	+	TTCATTCTGGGCTGGGCCGCCGGGAGGGGGCGCGC	V_CTCF_BR	38
chr6	32812231	32812381	id-86018	4.88e-06	+	GTGTAGGGGAAGGCGGCGCCAGGGAGAGGGCGCAG	UpstreamP1_CTCF	39
chr6	32815798	32815948	id-86019	1.73e-05	+	GGCGTAGGGTGAATGTCAGCCCCTAGAGGCCAGAG	V_CTCF_BR	4
chr6	32821442	32821592	id-86020	2.4e-05	+	GCCGAGTCCTCCCCTACTGGCGGCTGGGGGAGGGA	V_CTCF_BR	21
chr6	32821828	32821978	id-86021	3.97e-07	-	GCCCCGCCCCTTCGCGGCGCCGCCAGGAGGCGCCT	V_CTCF_BR	40
chr6	32829037	32829187	id-86022	1	+	NA	NONE	39
chr6	32836078	32836228	id-86023	1.2e-08	-	ACAGCCACTACCCATTTGGCCACTAGGTGGCGCAA	Upstream_CTCF	39
chr6	32839439	32839589	id-86024	1	+	NA	NONE	23
chr6	32853567	32853717	id-86025	1.64e-05	+	AAAAGAAATGAATGAATTTCCACTAGGGGGTGGTA	V_CTCF_BR	39
chr6	32862541	32862691	id-86026	1	+	NA	NONE	13
chr6	32882959	32883109	id-86027	1.41e-06	-	CTGGGACTACAGGCACACGCCACCAGGCGGGGCTA	Upstream_CTCF	18
chr6	32901456	32901606	id-86028	6.46e-07	+	ACACCCTAGGTTTCTGTGTCCAGCAGGTGTCGCCC	V_CTCF_BR	38
chr6	32915706	32915856	id-86029	2.86e-06	-	GTGCTGTCCTGGGAAGATAACGAAAGGTGGCAGCA	UpstreamP1_CTCF	40
chr6	32921096	32921246	id-86030	1.26e-07	-	TCCCCATTGCAGCATTCTGCCAGGAGGTGGCACTG	V_CTCF_BR	40
chr6	32922901	32923051	id-86031	2.43e-06	-	GGCTTCCTTTTTGATTCTGCCAGTAGGAGGCACTG	V_CTCF_BR	39
chr6	32935441	32935591	id-86032	2.15e-05	-	AGACCCTAATCTCTCCTCACCGACAGATGGCACTT	V_CTCF_BR	40
chr6	32937222	32937372	id-86033	1.21e-05	+	ACTTCCTTTCTCCCCAGAGCCTCTGGAGGGAGCAT	Upstream_CTCF	35
chr6	32937911	32938061	id-86034	5.96e-07	+	GCAGATTTGGGAGGTTGGGCCGCTAGGGGGAGGGG	V_CTCF_BR	39
chr6	32939371	32939521	id-86035	1	+	NA	NONE	19
chr6	32952689	32952839	id-86036	1.19e-06	-	GCAATCGTGGGTAACACGCCCAACAGGTGGCGCCA	V_CTCF_BR	40
chr6	32967938	32968088	id-86037	1.71e-06	+	CAGGTGGGGTGGATGCAAACCACAAGATGGAGCCA	V_CTCF_BR	27
chr6	32977298	32977448	id-86038	1	+	NA	NONE	6
chr6	32982647	32982797	id-86039	6.67e-08	+	CTGTTACTACCTAGATATTCCACCAGAGGGCGACC	UpstreamP1_CTCF	38
chr6	33017213	33017363	id-86040	1.48e-05	-	AAGCTCGCATTTGTTCACACCACTAGAGGGCAATT	UpstreamP1_CTCF	37
chr6	33037249	33037399	id-86041	7.27e-06	+	ACTAGGGGAAGAGGATCACACAGCAGGGGGCACTT	V_CTCF_BR	11
chr6	33045757	33045907	id-86042	1	+	NA	NONE	1
chr6	33050598	33050748	id-86043	6.86e-07	-	CCTGGAGCCACATCAGTGACCTCCAGGGTGCGCTG	Upstream_CTCF	38
chr6	33059863	33060013	id-86044	3.8e-08	-	TGGCCGAGGACACCTGTGACCTCCAGGGGGAGCAC	V_CTCF_BR	38
chr6	33086431	33086581	id-86045	1.38e-07	+	TTGTAATACTGGTTTGTCTCCACTAGATGTCGCTG	UpstreamP1_CTCF	39
chr6	33091598	33091748	id-86046	1.64e-05	+	ATGAAGAGGATTTTTATTTCCACTAGGTGGTGCTG	V_CTCF_BR	39
chr6	33093999	33094149	id-86047	7.07e-08	-	GCCTGGAGCACATCAGAGACCTCCAGGGGGCGCTG	V_CTCF_BR	39
chr6	33111007	33111157	id-86048	5.67e-06	-	ATTGCAATACACCCTAAAGACTGAAGGAGCCAGCG	Upstream_CTCF	29
chr6	33115958	33116108	id-86049	1.35e-05	-	GCCCAGATTTCAGTGTTGGCCACTAGGTGGGGATA	UpstreamP1_CTCF	40
chr6	33129324	33129474	id-86050	1.55e-08	+	GGCCGCGTTCTCAGCGCGGGCACTAGGGGGCGGCA	V_CTCF_BR	40
chr6	33140531	33140681	id-86051	8.79e-07	-	AGGCAGTTCCCCAACAGAGACACAAGGTGGTGTAG	UpstreamP1_CTCF	40
chr6	33143581	33143731	id-86052	1.73e-05	+	CAGACCATGGGGCTATCATCCTGTAGGGGTCAGGC	V_CTCF_BR	26
chr6	33165358	33165508	id-86053	3.4e-06	-	AGGGTGGACTGCTCTCTCTCCTCTAGAGGGCGATA	V_CTCF_BR	40
chr6	33168970	33169120	id-86054	1.67e-08	-	TCAGCAGTCCCACGGCCACCCAGTGGGGGGCCCCC	Upstream_CTCF	29
chr6	33173039	33173189	id-86055	1.1e-05	+	ACAAAGTCATAGCTGTCAACCTCAAGGTGGCGATC	V_CTCF_BR	27
chr6	33179546	33179696	id-86056	1.39e-07	+	AGCAGGGGAGCCAGGAGGGCCTGGAGGGGGCGCCT	V_CTCF_BR	14
chr6	33216172	33216322	id-86057	4.66e-08	-	GCGGCGATACCTAAACTGACCTCCGGAGGGCAGCA	Upstream_CTCF	40
chr6	33217219	33217369	id-86058	1.41e-06	-	GGGCTCTCCTAATTGGCGGACGCTGGGGGGCGGCG	UpstreamP1_CTCF	35
chr6	33219645	33219795	id-86059	9.62e-05	+	CACAAATGCCACTAAACCCCCAAAAGGGGGAGACA	UpstreamP1_CTCF	6
chr6	33223446	33223596	id-86060	1.54e-05	+	CTGCACCACTCCAGCCTGGGAGACAGAGGGAGACT	UpstreamP1_CTCF	8
chr6	33244986	33245136	id-86061	2.93e-08	+	CTGCACCGCCTCTCCCCGCCCCCCAGGGTGCGCTG	UpstreamP1_CTCF	39
chr6	33245842	33245992	id-86062	4.68e-07	+	GCGCGTGAACCCCTCTCGGACACCGGGGGGCAGGC	V_CTCF_BR	22
chr6	33247842	33247992	id-86063	3.4e-06	+	AGAGGGAATTTCACCCTCTCCAGCAGAGGGAAACC	V_CTCF_BR	40
chr6	33266164	33266314	id-86064	1	+	NA	NONE	15
chr6	33267539	33267689	id-86065	1.59e-06	-	CGGCATAGGGACCTAAGGCCCACTGGAGGGCGCTC	V_CTCF_BR	40
chr6	33290773	33290923	id-86066	1	+	NA	NONE	14
chr6	33297049	33297199	id-86067	1	+	NA	NONE	1
chr6	33313122	33313272	id-86068	1.7e-05	-	CTTGTTAAACCACAAACATCCACTAGATGGCTTTT	Upstream_CTCF	40
chr6	33333115	33333265	id-86069	1.74e-07	-	CCTGTCCTTTTCCCACAGGCCTCTAGGGGCAGGTG	Upstream_CTCF	20
chr6	33352408	33352558	id-86070	4.68e-05	+	AAGATGTTTCCCTAGAACTCCTCTAGAGGGCATAT	UpstreamP1_CTCF	37
chr6	33359112	33359262	id-86071	1.46e-07	+	AGTGCGCTCCCTACTGCAGTCACCAGGAGGCGCTA	Upstream_CTCF	40
chr6	33375230	33375380	id-86072	1.03e-06	-	GTGGAAACAATCCAAGTGTCCAGTAGAGGGAACTG	V_CTCF_BR	37
chr6	33378905	33379055	id-86073	1.1e-05	-	TGCCGCCTCCTTACCGGTGACAGCTGGGGCCGCCG	V_CTCF_BR	21
chr6	33382059	33382209	id-86074	1.84e-07	-	ACTGCACTACCCCTTACCTCCCCCAGGAGCAAACT	Upstream_CTCF	25
chr6	33382506	33382656	id-86075	3.97e-07	-	CCTGGTGAGTGCTCCATCTCCAGTAGGGGGCTCCA	V_CTCF_BR	39
chr6	33386327	33386477	id-86076	8.97e-05	-	ATATCTCTGCCCAACTAAAAGGGCAGGGGGCGCTC	Upstream_CTCF	39
chr6	33393766	33393916	id-86077	8.16e-07	-	CCCTGTCCCGCTCCACCTTCCAGAGGAGGGCGCCA	V_CTCF_BR	40
chr6	33395350	33395500	id-86078	8.19e-06	+	AGGCTGTGGACTCTCCAGCCCGGGAGAGGTCGCCG	UpstreamP1_CTCF	28
chr6	33396452	33396602	id-86079	2.96e-05	-	ATGCAAAGACACACACCTGCCACCAGGGACACAGA	UpstreamP1_CTCF	40
chr6	33412926	33413076	id-86080	5.93e-06	+	GCTGTTGTTCCTAGGGCCTGAGGAAGAGGGCGGCT	Upstream_CTCF	0
chr6	33449096	33449246	id-86081	1	+	NA	NONE	22
chr6	33458167	33458317	id-86082	1.39e-05	+	AGCGTGATGTTGAGCTTTTTCAGTAGAGGGCACAG	V_CTCF_BR	12
chr6	33459994	33460144	id-86083	1.59e-06	-	ACAAAGGTAACGTCCTCAGACACCAGAGGGCAACC	V_CTCF_BR	20
chr6	33465072	33465222	id-86084	1	+	NA	NONE	4
chr6	33477160	33477310	id-86085	1.1e-06	+	CTGTGCCCCTGTTCCTTGGCCACAGGGTGGAGGTG	V_CTCF_BR	5
chr6	33479960	33480110	id-86086	4.17e-05	+	GGTGTATGGTCCTATGCTGCCACTGGGGACAGCAT	Upstream_CTCF	34
chr6	33481115	33481265	id-86087	2.37e-05	-	CTTGCAATGGCCTGAGCTGCCCTCTGGGGCTGCTG	Upstream_CTCF	16
chr6	33502983	33503133	id-86088	1.34e-06	-	CTGCATTCCCCTATTCTCCCCAGTGTATGGCACCA	UpstreamP1_CTCF	17
chr6	33538858	33539008	id-86089	1.61e-05	-	CCGCTGCCAGGATATTCTGAAACCAGGGGGCGAGA	UpstreamP1_CTCF	16
chr6	33541609	33541759	id-86090	1.48e-06	-	TGTGACCACCTTGTTTCTCCCGGCAGGTGGCAGCC	V_CTCF_BR	6
chr6	33547959	33548109	id-86091	1.97e-06	-	GGTGGCCACAGAGCAACTTCCTCTAGAGGGAGCTG	V_CTCF_BR	40
chr6	33551466	33551616	id-86092	4.99e-07	+	GCTGCTCCTCCATGTTCCGCCACCAGGGTGCCATT	Upstream_CTCF	40
chr6	33553521	33553671	id-86093	3.13e-10	+	GGTGCAATACCAGCAGGTACCACCAGATGGTACCA	Upstream_CTCF	40
chr6	33557534	33557684	id-86094	2.1e-06	+	AGGGCCAGGCCTAGTTTGGACACCAGGAGGTGCTG	Upstream_CTCF	40
chr6	33558086	33558236	id-86095	4.85e-07	+	CTGGACTGCCCCCCTGAGTCAGCCAGGAGGCAGCC	UpstreamP1_CTCF	3
chr6	33558712	33558862	id-86096	1	+	NA	NONE	14
chr6	33575636	33575786	id-86097	2.97e-06	-	CGCCAACACCTGATGCCCGCCCCTAGGTGGTGCCA	V_CTCF_BR	34
chr6	33587066	33587216	id-86098	1.04e-05	-	GGGACAAGTTGAAAACTTGCCTCCAGTGGCCACAC	V_CTCF_BR	21
chr6	33588221	33588371	id-86099	8.58e-06	+	GCGCTGCCGCAGCGGGTCACTCCCAGGGGGCCGGC	UpstreamP1_CTCF	16
chr6	33600429	33600579	id-86100	1.37e-08	-	CCTGCAGTGCGCCTTCCATCCACTGGGAGGCACAA	Upstream_CTCF	40
chr6	33608934	33609084	id-86101	1	+	NA	NONE	5
chr6	33623677	33623827	id-86102	6.9e-05	+	GCGGTGCTGCTTGTCGGAGCCAGTAGGGGCTCTGT	Upstream_CTCF	8
chr6	33633856	33634006	id-86103	6.43e-06	+	ACGAATTTGATCCTCACTGCCTGGAGGAGGCGCCG	V_CTCF_BR	7
chr6	33634922	33635072	id-86104	6.82e-05	-	AGCACAGGCGGAACATGTGCTGGTAGGGGGCGTTC	V_CTCF_BR	1
chr6	33640694	33640844	id-86105	2e-06	-	GAAGCTCCCTCCACTCTGACCGCCAGAGGTCCCCC	Upstream_CTCF	38
chr6	33658661	33658811	id-86106	1	+	NA	NONE	0
chr6	33668348	33668498	id-86107	1.75e-07	-	TTGCGAGGCCAAGTCTTGACCTCGAGGTGGCGCTG	UpstreamP1_CTCF	40
chr6	33670276	33670426	id-86108	1.56e-05	-	CCTGTCTCCCTGAGAAGGTCCAGCAGGGGCACTGC	Upstream_CTCF	39
chr6	33679524	33679674	id-86109	4.5e-05	-	GAGCAGCGCCCCTACACGGAGAGTAGCGGTGCGCC	UpstreamP1_CTCF	40
chr6	33682315	33682465	id-86110	1	+	NA	NONE	3
chr6	33700782	33700932	id-86111	1.52e-07	-	TAGCCGGCCACCTACTCTGCCTGCAGGTGGAGGCA	V_CTCF_BR	6
chr6	33702978	33703128	id-86112	1	+	NA	NONE	3
chr6	33712273	33712423	id-86113	1.41e-08	+	ATGCAGGCAAGGTTTTTCCCCACCAGAGGGCAGCA	UpstreamP1_CTCF	40
chr6	33713892	33714042	id-86114	1.21e-06	-	GGTGCAGGGTGGTGGTAGACCACGGGATGGCGGTC	Upstream_CTCF	20
chr6	33719132	33719282	id-86115	1	+	NA	NONE	8
chr6	33720079	33720229	id-86116	6.43e-06	-	GTCTCCCCCTCGTGCCTGGAAGGCAGGTGGCAGCC	V_CTCF_BR	9
chr6	33730083	33730233	id-86117	2.46e-08	-	GGAGGGTGTGCGAGGGTAGCCAGCAGGGGTCAGCA	V_CTCF_BR	40
chr6	33736443	33736593	id-86118	3.95e-09	+	GCTGCCTTCCCAGAGATAGCCTGCAGGGGGCGGGG	Upstream_CTCF	40
chr6	33738606	33738756	id-86119	2.4e-05	-	CCTTGGTCCCAGTGGGTGGCCAGAAGTGGGGGCTA	V_CTCF_BR	4
chr6	33739381	33739531	id-86120	6.2e-10	+	GGACGCTGCTCCCTTGTGGCCGGCAGGGGGCAGCC	V_CTCF_BR	38
chr6	33743616	33743766	id-86121	9.29e-06	+	GGTGAGCTCTCAGCATCACCCAGCAGATGACAGCA	Upstream_CTCF	0
chr6	33747205	33747355	id-86122	1.27e-06	+	GGGAAGTGATGCTGCTCTGCCAGCAGGGGACAGGT	UpstreamP1_CTCF	31
chr6	33749367	33749517	id-86123	8.59e-05	-	TGGGAGCAGGCCTCCAAAGCCACTCGGGGGAGCTG	V_CTCF_BR	3
chr6	33756291	33756441	id-86124	3.11e-05	+	GGCCCGGGCGCGGGTCGGGACCGAGGAGGGAGGAA	V_CTCF_BR	3
chr6	33756707	33756857	id-86125	3.5e-05	+	TCGCGCAGCCGGGCCTCGCCCCGCAGGCGGCGCAG	UpstreamP1_CTCF	9
chr6	33762937	33763087	id-86126	9.4e-06	-	ATTCCCTTCCACAACATCACCACAGGGTGGCTGCT	UpstreamP1_CTCF	23
chr6	33766216	33766366	id-86127	3.03e-05	-	GAGGCGCTACAGTCTTCGGCAAAGAGGTGGCGAGG	Upstream_CTCF	5
chr6	33769560	33769710	id-86128	1	+	NA	NONE	0
chr6	33772636	33772786	id-86129	1.84e-06	+	AGGCCAGACGTGGCCAGGTGCAGCAGAGGGCAGGA	V_CTCF_BR	2
chr6	33780560	33780710	id-86130	3.42e-05	+	CCTGCAGGGCACCTGGTGGCCTCTTGGGCCCGAGT	Upstream_CTCF	39
chr6	33788181	33788331	id-86131	3.56e-05	+	ACAGCAGTGGCCTCAGGCTCCCCAGGAGGTGGACT	Upstream_CTCF	1
chr6	33788568	33788718	id-86132	1.64e-06	+	GTTGCAGTCCCAAGGCAGGGCTCAAGAGGCCAAAT	Upstream_CTCF	8
chr6	33790487	33790637	id-86133	7.23e-07	-	CCTGAAGTTCCCAGCTTGGCCACAGGGATGTGCCA	Upstream_CTCF	40
chr6	33794445	33794595	id-86134	1	+	NA	NONE	11
chr6	33796693	33796843	id-86135	6.39e-05	+	AGTGCAGTGTCAGGGGTTCCCTGCTGCTTGTGCCA	Upstream_CTCF	3
chr6	33797121	33797271	id-86136	1.92e-05	+	TGGTTCTGCTCTTCATCTGCCTGCAGGAGGCCTTG	UpstreamP1_CTCF	8
chr6	33806238	33806388	id-86137	2e-06	+	GTGGTAGTTCCTTCATCTTCCAGGAGCGGGGAGTA	Upstream_CTCF	10
chr6	33809016	33809166	id-86138	7.73e-06	+	CTTTCCTGTGATGGATGGCCCGCCAGCTGGAGCTG	V_CTCF_BR	19
chr6	33819787	33819937	id-86139	2.73e-07	+	TGGGCTGTGCCCTGAGCAGACACTAGGGGACACTG	Upstream_CTCF	40
chr6	33874897	33875047	id-86140	2.2e-06	+	AGTGGAGGGCGCATTGGTGCCACCAGGAGGGAAGG	Upstream_CTCF	1
chr6	33891856	33892006	id-86141	2.8e-05	-	CCTCCAGGTCCAGCCTTTGTCCCAAGAAGGCAGCA	Upstream_CTCF	3
chr6	33899939	33900089	id-86142	6.46e-07	+	TGGTGCCCTTTGCTGCCCACCTCCAGGGGGCATCC	V_CTCF_BR	7
chr6	33903448	33903598	id-86143	5.01e-06	+	TGGCCAGGGCAGCAGGTAAACAACAGAGGGCGCCT	V_CTCF_BR	2
chr6	33926454	33926604	id-86144	5.96e-07	+	CGTTCTTCTAATTCATCAGCCTGCAGAGGGCGCCT	V_CTCF_BR	40
chr6	33935872	33936022	id-86145	3.71e-05	+	GCAGGGGTACCAGTCTCCATCCAAAGAGGGCGCAA	Upstream_CTCF	38
chr6	33951018	33951168	id-86146	3.97e-07	+	GGCGTGGCTTCCAGTTCCACCGGCAGATGGAACCC	V_CTCF_BR	23
chr6	33955494	33955644	id-86147	1	+	NA	NONE	3
chr6	33956103	33956253	id-86148	1	+	NA	NONE	4
chr6	33962794	33962944	id-86149	5.9e-06	-	CAGCAGTGTGGCTACCAGTTAGCCAGGGGGCGCGG	UpstreamP1_CTCF	3
chr6	33990103	33990253	id-86150	1	+	NA	NONE	0
chr6	33993024	33993174	id-86151	9.25e-06	+	ATTCCCCAGAGCTCCGTCACCCCCTGGGGGAACTG	V_CTCF_BR	11
chr6	33994305	33994455	id-86152	3.28e-05	-	CAGAGGAGGGGTGTGGAGGCCTGGGGAGGGAGACC	V_CTCF_BR	5
chr6	33995507	33995657	id-86153	3.33e-09	-	TGCCCCACCCCGAGGCAGGCCACCAGGGGGCGCCT	V_CTCF_BR	40
chr6	33998771	33998921	id-86154	3.1e-07	+	GTGAAGGTACACATGGCCACCAGGAGGTGGTAGCA	UpstreamP1_CTCF	9
chr6	34023131	34023281	id-86155	4.3e-11	+	AAGTCCCCGTGGGCTCTGGCCACCAGAGGGCAGCA	V_CTCF_BR	40
chr6	34029730	34029880	id-86156	2.27e-05	-	CCAACTAACTGGTGCCCCTCCTGCAGGGGGCGTGT	V_CTCF_BR	9
chr6	34030699	34030849	id-86157	5.13e-05	+	TTACCTGCCCTACTGGAGTCCAGGAGCTGGAGACC	V_CTCF_BR	38
chr6	34034610	34034760	id-86158	4.01e-05	-	CAGCCCATTTCACAGATGAACACAAGGAGGCTCTG	V_CTCF_BR	4
chr6	34035708	34035858	id-86159	1	+	NA	NONE	31
chr6	34042244	34042394	id-86160	2.55e-06	+	TGAGCCCTGCCGTCCCCTGCCAGGAGAGGAGGCTG	Upstream_CTCF	7
chr6	34075090	34075240	id-86161	3.84e-06	-	CTGCTTTTGCTCACTGTGGCCTCCTGGTGCTTGCC	UpstreamP1_CTCF	7
chr6	34089234	34089384	id-86162	1.17e-05	-	ACTATCAGAGTTGAAATCTCCTGGAGGGGGAGCTC	V_CTCF_BR	3
chr6	34094305	34094455	id-86163	2.6e-07	+	CAGGTGACCCTGGATACCACCAGTAGTGGGCACTA	V_CTCF_BR	7
chr6	34100405	34100555	id-86164	4.3e-06	+	AGTGGAGTTGCTCACCGAGCCTCCAGCGGCAGGTG	Upstream_CTCF	5
chr6	34111847	34111997	id-86165	3.63e-05	+	GGATGTCACTCAAGGCCTAGGGGCAGGGGGCGCTC	V_CTCF_BR	28
chr6	34113223	34113373	id-86166	9.71e-06	+	GCAGCCGGCCGAGGTACGGGCGCCTGGCGGCGCCG	Upstream_CTCF	13
chr6	34113704	34113854	id-86167	1	+	NA	NONE	10
chr6	34113877	34114027	id-86168	5.92e-05	-	GGGTGTGCAAATGAACATGCCACATGGGGGCATAC	V_CTCF_BR	5
chr6	34114337	34114487	id-86169	2.66e-05	+	GATGTGTGACTGTCCTTGTCCTGGGGAGGGAGCAC	V_CTCF_BR	1
chr6	34119274	34119424	id-86170	4.68e-07	+	CAGAGTGGCAGGGCTCCGGGCGCCAGGGGGAGCAG	V_CTCF_BR	14
chr6	34122631	34122781	id-86171	3.22e-09	-	GTGCAATGAGGGCGTTCGGCCACCGGGCGGCGGTG	UpstreamP1_CTCF	40
chr6	34131701	34131851	id-86172	6.2e-10	+	AGCCCTCAGTCAACACTGGCCAGCAGAGGGCACTC	V_CTCF_BR	40
chr6	34158024	34158174	id-86173	3.81e-05	-	CATCTTTGACCTAGCAGAGCCTACAGATGTCGCTC	V_CTCF_BR	5
chr6	34158624	34158774	id-86174	2.2e-07	-	TTGAAGTCCTTGCCGTCTTCCAGCAGGTGGTGGTA	UpstreamP1_CTCF	18
chr6	34162666	34162816	id-86175	1.65e-07	+	CGGCAGGGCAGGGGAGCGACAACAAGAGGGCACTG	UpstreamP1_CTCF	25
chr6	34164118	34164268	id-86176	3.83e-09	+	GCGGCGAAGCGGGCCACGACCGCGAGGGGGCGCCA	V_CTCF_BR	40
chr6	34165618	34165768	id-86177	8.9e-05	+	GGGTGTTGACCTTGAATGTGCTGCAGGTGACGGTC	UpstreamP1_CTCF	7
chr6	34194836	34194986	id-86178	1	+	NA	NONE	20
chr6	34203599	34203749	id-86179	2.78e-06	+	CGAGAAGGCCCCGGGCCGGCCTGCAGGGCGCGCCG	V_CTCF_BR	21
chr6	34205863	34206013	id-86180	6.19e-06	-	GTGCACCCGGCCCCACTTCCTGCCAGAGGGGGCAC	UpstreamP1_CTCF	40
chr6	34211760	34211910	id-86181	6.8e-06	+	GGGCTGAGTCAAGAAGCTGCCTCTAGGGGGCCACT	UpstreamP1_CTCF	39
chr6	34214414	34214564	id-86182	2.38e-07	+	AGAAATGGAGACCCAGCACCCAGCAGGGGGAGCCA	V_CTCF_BR	40
chr6	34215558	34215708	id-86183	8.99e-05	+	GTGGCGCTTCGGGAGGGCGCCTCCACTGGGCTCCC	V_CTCF_BR	4
chr6	34216920	34217070	id-86184	4.98e-09	+	TTGCAGGGTCCGCCCGGCGGCGGCAGGGGGCAGCC	UpstreamP1_CTCF	40
chr6	34227204	34227354	id-86185	7.78e-06	-	GCTGCATCTCTTTACATTCCCACCAGCAGGGTACA	Upstream_CTCF	9
chr6	34240454	34240604	id-86186	4.99e-07	-	ACTGCAGAGGCAGTTGAAGCCTGCAGGGGGCTGGA	Upstream_CTCF	30
chr6	34346318	34346468	id-86187	1	+	NA	NONE	6
chr6	34360592	34360742	id-86188	1	+	NA	NONE	40
chr6	34360985	34361135	id-86189	1	+	NA	NONE	3
chr6	34378355	34378505	id-86190	5.12e-06	+	GTGTTTGCCAGGGGGTTGACCACAAAGGGGCAGCA	UpstreamP1_CTCF	3
chr6	34383146	34383296	id-86191	8.58e-08	-	TAGGCAGTTGTAATGTAGACCACGAGGTGGCAGCT	Upstream_CTCF	40
chr6	34393903	34394053	id-86192	1	+	NA	NONE	19
chr6	34427782	34427932	id-86193	5.72e-07	+	TTGCGTTTAAGGTACAACGCCACTAGGTGGCAATG	UpstreamP1_CTCF	38
chr6	34453030	34453180	id-86194	1.09e-06	+	GCTGCCGTCTGGCAGATAGACAGTAGGGGGTGAGG	Upstream_CTCF	5
chr6	34458262	34458412	id-86195	5.38e-05	-	GACAGGATCCTGAAGGAAGAGGCCAGGTGGCGGCG	V_CTCF_BR	2
chr6	34471812	34471962	id-86196	1.18e-05	-	TTGAACTGGTAAAACACTGACACCAGCAGGCTGTG	UpstreamP1_CTCF	1
chr6	34476339	34476489	id-86197	6.23e-05	+	CTGCACCATTACACATTCCCACCAACAGGGCACAA	UpstreamP1_CTCF	19
chr6	34482407	34482557	id-86198	5.98e-05	-	CAGCAGGGGATGCCCGCCTCCCGCACGGCGCCGCA	UpstreamP1_CTCF	12
chr6	34486125	34486275	id-86199	1.13e-05	+	AAGAGATGCCCCAGAGCAGACAGGAGGGGGCCCTG	UpstreamP1_CTCF	0
chr6	34495033	34495183	id-86200	1.04e-06	+	AGTGGTGCTCGCTGCTTGGCCGCCAGGTGGGGAAC	Upstream_CTCF	40
chr6	34497493	34497643	id-86201	8.21e-05	+	AGGAAAAGCGGCTGGTCTTCCTCAAGGAGGTGCTG	V_CTCF_BR	11
chr6	34499378	34499528	id-86202	1	+	NA	NONE	0
chr6	34512697	34512847	id-86203	2.8e-05	+	AAGGTGGCTATCATCTTCACCAGCAGGGGAAAGAC	Upstream_CTCF	6
chr6	34513014	34513164	id-86204	1.92e-05	+	GTGCCACATGCCAGGCTTTCCAGGAGGAGCCAGGG	UpstreamP1_CTCF	1
chr6	34523803	34523953	id-86205	2.89e-07	+	GAGGCAGCACTCAGGTTGGCCACTGGGGGCCTGGC	Upstream_CTCF	18
chr6	34528742	34528892	id-86206	1.97e-06	-	GCCTCAGGCTCTTCACGCCTCAGCAGGGGGCACCC	V_CTCF_BR	15
chr6	34543284	34543434	id-86207	8.21e-06	-	CACCAACCTATGGTATCCCCCAGAGGGGGGCGGAG	V_CTCF_BR	6
chr6	34551262	34551412	id-86208	9.78e-07	-	GTGTGGGGGTGTGTTTATGCCAGCAGAGGTCACCA	UpstreamP1_CTCF	28
chr6	34557535	34557685	id-86209	3.03e-05	-	ACCAAACTTCCCTGTGTGGCCAGCAGAGGAAGCCT	Upstream_CTCF	10
chr6	34577445	34577595	id-86210	3e-06	-	TTGCTAATTCCAGGAGTGAACAGCAGATGTCACTG	UpstreamP1_CTCF	39
chr6	34605956	34606106	id-86211	9.11e-08	-	CCTGCCGTCAGTTGCACTGCCACCAGGTGGTGGTG	Upstream_CTCF	33
chr6	34641779	34641929	id-86212	6.82e-05	+	GAGTCTTGCTCTGTCACCCACGCTGGAGGGCAGTG	V_CTCF_BR	11
chr6	34707172	34707322	id-86213	7.44e-06	-	GCGTCTGTAATCCCAGCTACCAGTAGGGGCTGAGG	Upstream_CTCF	3
chr6	34724368	34724518	id-86214	7.27e-06	+	CCTGAGTAGCTAGCTGAGACCACAGGTGGGCGCTA	V_CTCF_BR	39
chr6	34739678	34739828	id-86215	1	+	NA	NONE	5
chr6	34759297	34759447	id-86216	1	+	NA	NONE	35
chr6	34759720	34759870	id-86217	1.1e-06	+	CTGGCCGCCGCAAGCAAGGCCGGCGGGTGGCGCGC	V_CTCF_BR	10
chr6	34823371	34823521	id-86218	6.19e-06	+	GTGCCATGCAGCTTACCTTCCGCAAGATGGCGTTT	UpstreamP1_CTCF	18
chr6	34826584	34826734	id-86219	2.96e-05	+	AGTACTTGGCTCTGCTTCGCCTGAAGGAGGTGCTG	V_CTCF_BR	31
chr6	34835448	34835598	id-86220	2.5e-05	+	GCCAAGTTCTCTCCAGCAGCCATTAGGGGGAGGAA	UpstreamP1_CTCF	29
chr6	34941404	34941554	id-86221	3.42e-05	-	AGGGCCTTCCTAGGTCCAGCCCATAGGGGGCTTCC	Upstream_CTCF	35
chr6	34950208	34950358	id-86222	1.28e-06	+	GGAGTTCTGAGGCATTTCACCAGTAGATGGCTCTA	V_CTCF_BR	39
chr6	34954644	34954794	id-86223	8.34e-07	+	TGGTACTTATAGGTGATGCCCATTAGGGGGCGCTG	UpstreamP1_CTCF	40
chr6	34985525	34985675	id-86224	1.93e-05	-	CCGGTCTCCTTCCTCAGCACCACCAGGGTGCGGAG	Upstream_CTCF	10
chr6	34993634	34993784	id-86225	7.27e-06	+	GCCTGGTTCCCTTTAGCTGCAGCAAGAGGGCACCA	V_CTCF_BR	33
chr6	35012011	35012161	id-86226	1	+	NA	NONE	3
chr6	35016705	35016855	id-86227	6.43e-06	-	CACAGGCACTCCCAAACTGCCCACAGAGGGCAGTG	V_CTCF_BR	38
chr6	35027783	35027933	id-86228	4.31e-05	+	TGGCAATGCCATCTATCTTCCTCTGAGTGCCGCTG	UpstreamP1_CTCF	0
chr6	35032982	35033132	id-86229	5.67e-06	-	AGAGCAGTACCTGGGGCAGTCAGAGGAGGGCTCCT	Upstream_CTCF	13
chr6	35040927	35041077	id-86230	8.46e-07	+	ACGTCACCTCCCACAAAGCCCGGCAGAGGGTGCCC	Upstream_CTCF	0
chr6	35048796	35048946	id-86231	1.41e-06	+	CTGCTGCCTCCAGGGGACACAGGCAGGAGGCGCCA	UpstreamP1_CTCF	12
chr6	35057325	35057475	id-86232	2.68e-05	+	GCTGCTGGGCCCATCCCTGGCCCCCGGTGTGGAAA	Upstream_CTCF	0
chr6	35074326	35074476	id-86233	6.84e-06	-	TAGAGGCCAGTCAATACCTCCACTGGAGGGCAGAA	V_CTCF_BR	10
chr6	35107792	35107942	id-86234	9.81e-06	-	AGATTGGTTTTTCTTGTGGCCACATGAGGTCGCTG	V_CTCF_BR	40
chr6	35114282	35114432	id-86235	4.68e-07	+	CACCCCCAATCAGAAGGTGGCAGCAGGGGGCAGTG	V_CTCF_BR	40
chr6	35141398	35141548	id-86236	2.37e-05	-	GCTGGTTTCCTCTGTGTAGCCCCTAGGAGTCCCAC	Upstream_CTCF	12
chr6	35147337	35147487	id-86237	4.01e-05	-	AGAAACAGGCTGTTTGCAGCCCCTTGGGGGTGCTG	V_CTCF_BR	10
chr6	35161362	35161512	id-86238	2.27e-05	-	AGGCTGGTCACTTGATTTGACAACAGTGGGCAGGG	V_CTCF_BR	6
chr6	35163276	35163426	id-86239	3.86e-05	-	ATGTCACCTTCATGGTATCCCAGTAGGGGGAACAT	Upstream_CTCF	3
chr6	35169817	35169967	id-86240	6.43e-06	+	GAACAGTCAGGCTGGCTGAGCAGCAGGGGGAGTCA	V_CTCF_BR	18
chr6	35172947	35173097	id-86241	1.6e-10	-	GCTGTAATGCCACCCTTTACCAGTAGGTGCCGCCA	Upstream_CTCF	40
chr6	35208982	35209132	id-86242	7e-10	-	ATGGCAGTGTCATCTTTGGCCAGCAGAGGGCACTG	Upstream_CTCF	39
chr6	35215714	35215864	id-86243	1.04e-05	+	TCCAGAAGGCCAGTGTGGCTCAGCAGAGGGAGCAA	V_CTCF_BR	13
chr6	35226707	35226857	id-86244	1	+	NA	NONE	36
chr6	35262226	35262376	id-86245	1.21e-06	+	GTGTAGCATCTCTTCGTCATCAACAGGTGGCACTG	UpstreamP1_CTCF	40
chr6	35265448	35265598	id-86246	2.1e-05	-	GTGCCGTGGTGGAGCGAGAGCACCACCTGCCTGCA	UpstreamP1_CTCF	40
chr6	35273003	35273153	id-86247	4.01e-05	-	TTTGTAATACCAAAATTAGCCGGGTGTGGCGGCAC	Upstream_CTCF	4
chr6	35285714	35285864	id-86248	1	+	NA	NONE	19
chr6	35286092	35286242	id-86249	3.97e-05	-	CTGCGGCGCCGTTCCTCCTCCTCCTGCAGCAGCCG	UpstreamP1_CTCF	28
chr6	35295344	35295494	id-86250	2.2e-07	-	TAGCCATTTCAGCCTCTAGCCAGCAGGTGGGGGCC	UpstreamP1_CTCF	40
chr6	35300206	35300356	id-86251	5.41e-06	+	GCTGCCTCTGTTGACTCTACCTCTAGGGGCAGGGC	Upstream_CTCF	36
chr6	35310094	35310244	id-86252	1.12e-08	+	GCTGCTACGTCCGCATCCCGCACCAGAGGGCGCCA	Upstream_CTCF	40
chr6	35354893	35355043	id-86253	1.9e-06	+	GTTGTTGCTCTTTACCAGGCCCCCAGGGGTTGCTG	Upstream_CTCF	4
chr6	35359186	35359336	id-86254	5.93e-06	+	GGTGTGCTTCCTGTTGCTTACATCAGGAGGCACAG	Upstream_CTCF	25
chr6	35370084	35370234	id-86255	1	+	NA	NONE	3
chr6	35383083	35383233	id-86256	1.01e-05	-	GTTGTCATGGCTGTGAAGACAGCCAGGAGGCGCCC	Upstream_CTCF	39
chr6	35387419	35387569	id-86257	1	+	NA	NONE	36
chr6	35396518	35396668	id-86258	7.12e-06	+	CTGCAGGAAGCCATTCTCACCTCCAGGGCTGAATG	UpstreamP1_CTCF	6
chr6	35403704	35403854	id-86259	2.38e-07	-	AGGCCACTATGAAAGGTAGCCAGGAGGGGGCTGCC	V_CTCF_BR	2
chr6	35407179	35407329	id-86260	9.31e-05	-	GCCTCATGTCCCCTGTCCACCAATAGGGGATGTGC	Upstream_CTCF	5
chr6	35417292	35417442	id-86261	4.14e-06	-	TTTACATTTATTCTATCTTCCAGCAGATGGCAGTA	V_CTCF_BR	40
chr6	35425818	35425968	id-86262	7.44e-06	+	TTTGTTGTTTTCTCTCTCAGCGATAGGGGTCACCC	Upstream_CTCF	2
chr6	35435977	35436127	id-86263	7.23e-07	-	GAAGCGCGGCCTTCTCTGGCCGCTGGGGGGCGTCG	Upstream_CTCF	40
chr6	35443723	35443873	id-86264	1	+	NA	NONE	1
chr6	35457292	35457442	id-86265	4.01e-05	+	CTCTCCCATGGCCAGTGGGCGGCCAGAAGGAGCTG	V_CTCF_BR	0
chr6	35464560	35464710	id-86266	2.53e-05	-	GACCAGGTAAGCCGGGCGGACGCCGGGAGGAGGCC	V_CTCF_BR	27
chr6	35465512	35465662	id-86267	2.4e-05	-	GCGGCAGGAGGCGTCCGAGGCGCGAGCTGGAAGTC	V_CTCF_BR	22
chr6	35483848	35483998	id-86268	1.37e-05	-	GCAGGACTACTCTTGTCCCGGTCCAGGGGGCAGTC	Upstream_CTCF	15
chr6	35490702	35490852	id-86269	1.69e-10	+	GTGCACTGACTTAGCCTTACCACCAGGTGGCGACA	UpstreamP1_CTCF	40
chr6	35494410	35494560	id-86270	1.84e-06	-	ACCTAGGAGCCACCTAATACCAGCAGGTGGAGCAG	V_CTCF_BR	11
chr6	35520177	35520327	id-86271	4.99e-07	-	CATGCAATTCCAGCCACCACCATGTGGAGGCAGAG	Upstream_CTCF	39
chr6	35521273	35521423	id-86272	1	+	NA	NONE	3
chr6	35536848	35536998	id-86273	2.74e-08	+	CACAGGGGTGGAACAGTGGCCAGCTGGGGGCAGTG	V_CTCF_BR	40
chr6	35551700	35551850	id-86274	4.14e-06	+	TGCTTTCTTCCCAGGAGAAGCACAAGGGGGCGCAA	V_CTCF_BR	40
chr6	35592273	35592423	id-86275	1.55e-07	-	CAGCAGTCACTCATATTAGCCAGGAGAGGGGGATG	UpstreamP1_CTCF	38
chr6	35652394	35652544	id-86276	5.3e-05	-	GGTTAATGAAAGTGAAGGTCCACCAGAGGGAGTGT	UpstreamP1_CTCF	32
chr6	35655829	35655979	id-86277	2.86e-06	+	CGGCGCTGCGCGGACTCCTCCACAAGCGGCCGACA	UpstreamP1_CTCF	10
chr6	35657010	35657160	id-86278	6.75e-05	-	CTGGCCTGCCCCTCTCCGGCCTCTAGGTAGGCCCT	UpstreamP1_CTCF	8
chr6	35688122	35688272	id-86279	3.91e-06	+	TCTGCAGCGTGGCTGCCTGCCCCTCGGGGGCTCCT	Upstream_CTCF	2
chr6	35695507	35695657	id-86280	2.96e-05	-	GCAGGTGTGGGGAGCTCTACGAGCAGAAGGAGCCA	V_CTCF_BR	17
chr6	35696919	35697069	id-86281	2.83e-07	-	ACAGAGGGTGCCAGAGATGCCACCAGATGGCAGGA	V_CTCF_BR	18
chr6	35699847	35699997	id-86282	6.39e-05	-	GGAGCAGAGGGGGCCAGCGCCCCCAGAGGAGGAGG	Upstream_CTCF	26
chr6	35704208	35704358	id-86283	2.37e-05	+	AAGGCAGCCTCTGGAGCTACCTGCTGGGGTCCCCC	Upstream_CTCF	40
chr6	35705421	35705571	id-86284	8.19e-06	-	AAGTAGTATTTCATCATAACCAGTATGTGGCAATG	UpstreamP1_CTCF	40
chr6	35710702	35710852	id-86285	1	+	NA	NONE	14
chr6	35722312	35722462	id-86286	2.96e-05	+	GTAGAGCACAGCCCACAGCTCACTAGGTGGCAGAA	V_CTCF_BR	12
chr6	35725355	35725505	id-86287	2.93e-07	-	TTGCAGTCATCTTCAGTTTCCACTGGGGGGTGCAT	UpstreamP1_CTCF	40
chr6	35734750	35734900	id-86288	1	+	NA	NONE	1
chr6	35744581	35744731	id-86289	8.03e-07	-	ATTTCTCTCCCCTCTGAGGCCACCAGGGGAAAGTG	Upstream_CTCF	12
chr6	35772936	35773086	id-86290	1.82e-07	+	CGATTCCCCGCGGCGGGGGCCTGTAGTGGGAGCTC	V_CTCF_BR	9
chr6	35907181	35907331	id-86291	1.39e-05	-	GGGGAAGCAGGCACCTTCTTCACAAGGTGGCAGGA	V_CTCF_BR	12
chr6	35916622	35916772	id-86292	4.48e-07	-	TCAGCAGCATCCCCACATGGCAGAAGGTGGAAGGA	Upstream_CTCF	39
chr6	35923851	35924001	id-86293	7.44e-05	-	TCCTCCCACCTCAGCCTCCCCAGTAGGTGGGGCTA	Upstream_CTCF	38
chr6	35940345	35940495	id-86294	9.39e-07	-	AATGCAGTGCAGCGGCCCTCCACAGGGAGGCATGT	Upstream_CTCF	31
chr6	35987404	35987554	id-86295	1	+	NA	NONE	0
chr6	35995235	35995385	id-86296	4.88e-05	+	CAGGTATTTGCCCCGCCGGCCACGGTGAGGCGCGC	Upstream_CTCF	40
chr6	35996018	35996168	id-86297	7.1e-07	-	GAGCAGGCCTGGCCCTCGGGCGCGAGGGGCCACCC	UpstreamP1_CTCF	9
chr6	36033188	36033338	id-86298	1.24e-05	+	GTACAAGTTCATCCAGGGGCCGAGAGAGGGAGCTG	V_CTCF_BR	5
chr6	36041691	36041841	id-86299	6.21e-05	+	GTCTGGATCCTCATTATTACCTGTAGGGGGAGAAT	V_CTCF_BR	20
chr6	36043611	36043761	id-86300	5.08e-07	+	GAAATGACAGGCTACGTGGCCACTAGGTGGTACAG	V_CTCF_BR	34
chr6	36063058	36063208	id-86301	1.01e-09	-	GCACTATGAGGGAGAGTCGCCAGCAGAGGGCGCTC	V_CTCF_BR	40
chr6	36066765	36066915	id-86302	1	+	NA	NONE	17
chr6	36091715	36091865	id-86303	1.46e-07	+	CTGTCCCCACCCCCGTCTTCCACCAGGGGGTGCTA	UpstreamP1_CTCF	40
chr6	36098528	36098678	id-86304	1.73e-05	-	GAGATGGCCGCTGGGTGGCCCCGGGGAGGGCGCTG	V_CTCF_BR	25
chr6	36100609	36100759	id-86305	1.1e-05	+	GACTTTGTGGGGTGCTTGCCTGGCAGGGGGCAGTC	V_CTCF_BR	8
chr6	36107307	36107457	id-86306	1.82e-06	+	CTGCCCATCTGGAGAATCGCCTGCAGGTGGGGCCC	UpstreamP1_CTCF	38
chr6	36164179	36164329	id-86307	2.66e-05	-	GGCACCATCCCCGGCTCGGCCTCACGGTGGCGGTG	V_CTCF_BR	38
chr6	36213593	36213743	id-86308	3.81e-05	-	GCTAATTGCATTTCAGCAGCCGCTGGGAGGCAGTG	V_CTCF_BR	26
chr6	36216785	36216935	id-86309	1	+	NA	NONE	25
chr6	36237947	36238097	id-86310	1	+	NA	NONE	3
chr6	36252956	36253106	id-86311	1.19e-06	-	GTGCGTGGTGGGCGCGCGGGAAGCAGGGGGCGCAG	V_CTCF_BR	6
chr6	36270369	36270519	id-86312	1	+	NA	NONE	40
chr6	36287225	36287375	id-86313	1.73e-05	-	AGCTGGTAGCCACCCTGCGCAGCCAGGTGGCTCAC	V_CTCF_BR	2
chr6	36288247	36288397	id-86314	1.18e-05	-	CTCTGGGTGCCTCTCTTCACCACCAGAGTGCACGC	UpstreamP1_CTCF	10
chr6	36308844	36308994	id-86315	6.97e-11	+	CTGCAGCTCCGGCTGCCTACCCCCAGGGGGCGCGC	UpstreamP1_CTCF	40
chr6	36328379	36328529	id-86316	1.21e-09	-	CTGCAGTTTAAAACCATGTCCACTAGGTGGTGCAA	UpstreamP1_CTCF	40
chr6	36336764	36336914	id-86317	2.28e-05	+	TCTGCAATTTAGCACAGGGAGTGCAGGCAGCGCAG	Upstream_CTCF	2
chr6	36341531	36341681	id-86318	5.37e-06	+	CTGCCGGTACACGCAGCCGCCTCCAGGGCATGCAG	UpstreamP1_CTCF	10
chr6	36354514	36354664	id-86319	7.62e-07	-	AAGGCAAGCTTCCCTTTCCCCACCAGGAGGCAACC	Upstream_CTCF	33
chr6	36360519	36360669	id-86320	2.18e-07	-	GGGGCTGTGCTGAGAACAGACTGCAGGGGGCAGGC	Upstream_CTCF	25
chr6	36391001	36391151	id-86321	4.03e-06	+	AGGCATTTTCTCAGGCTCCCCGCCAGAGAGCGCCG	UpstreamP1_CTCF	40
chr6	36395535	36395685	id-86322	1	+	NA	NONE	5
chr6	36396834	36396984	id-86323	1	+	NA	NONE	19
chr6	36411963	36412113	id-86324	1	+	NA	NONE	39
chr6	36507996	36508146	id-86325	1	+	NA	NONE	27
chr6	36514777	36514927	id-86326	1	+	NA	NONE	34
chr6	36528710	36528860	id-86327	7.73e-06	-	GATGCCTGTAGACTTGGTGGCAGAAGAGGGAGCTG	V_CTCF_BR	2
chr6	36544472	36544622	id-86328	5.41e-07	-	GTTCAGTTTCTGCCTTATACCAGCAGGTGCTGGAA	UpstreamP1_CTCF	10
chr6	36547505	36547655	id-86329	1.77e-05	-	AAAGCAACAACAAGAAGCAACTGAAGAGGGCAGAG	Upstream_CTCF	40
chr6	36561925	36562075	id-86330	3e-06	+	CTCCACCCACCCGGCGCAACCGCCAGAGCGCGCTC	UpstreamP1_CTCF	39
chr6	36573771	36573921	id-86331	1	+	NA	NONE	31
chr6	36583036	36583186	id-86332	1.64e-05	+	AAAAAAAATGCCCAGCTACCCACTAGGAGGCAGTA	V_CTCF_BR	40
chr6	36591317	36591467	id-86333	5.75e-09	+	CAGCAGTTCTAGGCTCCCGTCACAAGGGGGCAGGA	UpstreamP1_CTCF	40
chr6	36625160	36625310	id-86334	1.15e-06	-	AGTGCAATTCTGGCAGTAACCACCTGGAGTTAATG	Upstream_CTCF	30
chr6	36644776	36644926	id-86335	3.73e-06	-	AGGGCTGGTTGTCAAATGTCCAGCAGAGGACAGGC	Upstream_CTCF	6
chr6	36646070	36646220	id-86336	1	+	NA	NONE	11
chr6	36647700	36647850	id-86337	2.29e-05	+	GAGCAGGGGGGCGAGTCGCCCCCTGGGGCGCCGCC	UpstreamP1_CTCF	20
chr6	36648320	36648470	id-86338	9.48e-11	-	TGTGCTATTCCCGCCAGGGCCGGGAGGGGGCGCCG	Upstream_CTCF	40
chr6	36669441	36669591	id-86339	2.1e-05	+	CTGCATGAGGCTGTGAGGACCCCTAGGGGAGAACA	UpstreamP1_CTCF	26
chr6	36692496	36692646	id-86340	2.6e-07	-	AAACCAGAAAAGACGATAGCCACCGGGGGGCAGCA	V_CTCF_BR	40
chr6	36699762	36699912	id-86341	3.63e-05	+	ACTCGCTGGTGAAGGTGGCCCCCAAGAGGCCGCCC	V_CTCF_BR	9
chr6	36702896	36703046	id-86342	2.81e-06	-	TATGCAGTACTTTCCTTTTCCGTAAGATGGGGGAG	Upstream_CTCF	25
chr6	36720060	36720210	id-86343	7.27e-06	-	GCACAGTGTCTAGGCCCAGACAGATGGGGGAGCCA	V_CTCF_BR	2
chr6	36725145	36725295	id-86344	1	+	NA	NONE	2
chr6	36727050	36727200	id-86345	8.86e-10	-	GGGGCAGCTCCTCGGCTGGCCCCTAGGTGGCGCTG	Upstream_CTCF	40
chr6	36734031	36734181	id-86346	3.18e-06	+	TTGGGCTTCTGTGGCCCCTCCAGGAGGAGGCGCTG	V_CTCF_BR	40
chr6	36742527	36742677	id-86347	4.1e-06	-	TGAGGCCTTCTGGAGTTGTGCAGTAGGGGGTGCCC	Upstream_CTCF	6
chr6	36750695	36750845	id-86348	7.73e-06	-	TTTCGCCTTCTCCACAGGCTCACAAGGGGGCGCTA	V_CTCF_BR	40
chr6	36756070	36756220	id-86349	1.1e-06	+	ACTGCTCAAAGCCACCCTGCCTGCTGAGGGCAGTA	V_CTCF_BR	3
chr6	36773841	36773991	id-86350	1.97e-06	+	TCAAGACACGGGTGCCCAGCCTGTAGGGGGCTCTT	V_CTCF_BR	11
chr6	36775629	36775779	id-86351	2.72e-05	+	GAGAAGAAACTCACTGTGGCCACCAGCAGGGAAGG	UpstreamP1_CTCF	6
chr6	36778241	36778391	id-86352	2.38e-07	+	CTGGCCCTGGGAATAGGAGCCAGGTGGGGGCGCCC	V_CTCF_BR	24
chr6	36779319	36779469	id-86353	4.5e-05	+	AAGCAAATAGATCTATCAGCCACCAGGGGACCTGG	UpstreamP1_CTCF	27
chr6	36804273	36804423	id-86354	4.68e-07	+	CCCTACTGTTCTGGGCCCACCAGCAGGTGTCACTC	V_CTCF_BR	22
chr6	36807749	36807899	id-86355	3.4e-06	-	CGCCCGCGGCCCCGCCCCGGCCCCTGCGGGCGCCC	V_CTCF_BR	34
chr6	36819012	36819162	id-86356	2.11e-08	-	ATGCTATTTTGGAAATTTGCCACTAGAGGCCGCTG	UpstreamP1_CTCF	40
chr6	36820288	36820438	id-86357	1.06e-05	-	ACTGAGATACCTTGTGTGGACACCAGGGTGGGTGA	Upstream_CTCF	9
chr6	36820619	36820769	id-86358	1.62e-08	-	CTGCAGTTCTCGCCAGCTCCCAGGAGATGGTGACT	UpstreamP1_CTCF	26
chr6	36841510	36841660	id-86359	3.24e-06	-	CCTGCCATTCTCCCCTCAACAGCCAGGGACCAGCC	Upstream_CTCF	35
chr6	36853485	36853635	id-86360	4.14e-06	+	GAGCCAGAACGGAAGAAGGACGCCAGGGGGAGCAA	V_CTCF_BR	40
chr6	36858008	36858158	id-86361	1.48e-05	-	TGGTGGTTGCAGGAGGCTGCAGGCAGGGGGAAACA	UpstreamP1_CTCF	8
chr6	36865536	36865686	id-86362	1.73e-05	+	ACATGACTATGTCCTCCACCCTACAGGTGGCAGCA	V_CTCF_BR	34
chr6	36880416	36880566	id-86363	1	+	NA	NONE	16
chr6	36881994	36882144	id-86364	5.93e-06	-	TCTGCTCACAGTCGTTTGTCCACCAGGGGTCAAAG	Upstream_CTCF	39
chr6	36882349	36882499	id-86365	2.4e-05	+	TTCTCTGAAGGGTTTTTCGCCAAGTGGTGGCGCTG	V_CTCF_BR	28
chr6	36945265	36945415	id-86366	6.34e-08	+	ACGGCTGTCTATGTACAGTCCACGAGGGGGCGCCC	Upstream_CTCF	39
chr6	36947216	36947366	id-86367	1	+	NA	NONE	40
chr6	36948795	36948945	id-86368	2e-06	+	ACTGCACACCATTCTGTAACCAACAGATGGAGACA	Upstream_CTCF	29
chr6	36985389	36985539	id-86369	1.15e-07	-	CCTGCAGCTCCCTTCTGGGGCTGAAGGGGGTAGGG	Upstream_CTCF	7
chr6	36986048	36986198	id-86370	1.19e-06	-	CTTGCCAAGCCCATGCCGTCCAGGAGAGGGTGCTG	V_CTCF_BR	40
chr6	36986525	36986675	id-86371	1.63e-05	+	TAGGTATTATGCCAGTTTGCCAACAGATGTCAGTA	Upstream_CTCF	35
chr6	36989562	36989712	id-86372	2.27e-06	+	TCACGTCTCTGCAGCTCCAGCTGCAGGGGGCAGTA	V_CTCF_BR	40
chr6	36991426	36991576	id-86373	1	+	NA	NONE	5
chr6	36995971	36996121	id-86374	1	+	NA	NONE	9
chr6	36997141	36997291	id-86375	6.94e-09	+	GATGCTTTTTCATAAGAGACCACCAGGGGGTGGCA	Upstream_CTCF	40
chr6	37004050	37004200	id-86376	2.43e-06	-	TAATGCCGCTGCTGATCTGACAGGAGGGGGAGCTC	V_CTCF_BR	9
chr6	37007278	37007428	id-86377	8.02e-05	+	AACTTTGTTGCTTCCACTACCACAAGGTGGAATCT	Upstream_CTCF	9
chr6	37019345	37019495	id-86378	5.72e-09	+	GCATCACCCATGATGCCAGCCAGCAGGTGGCGGTG	V_CTCF_BR	40
chr6	37023497	37023647	id-86379	1	+	NA	NONE	5
chr6	37027107	37027257	id-86380	9.49e-08	+	AGAACTTCTGGCTCCCTGACCGGCAGGGGGAACCA	V_CTCF_BR	39
chr6	37047620	37047770	id-86381	4.58e-08	+	CTGTAGCGCCCCTAGGTGCCTAGCAGGGGGACGGA	UpstreamP1_CTCF	1
chr6	37067289	37067439	id-86382	9.41e-05	+	TGCCTCTGGGAGTCTGGAGATGGGAGAGGGCAGAA	V_CTCF_BR	2
chr6	37071542	37071692	id-86383	5.12e-06	-	CTGCTGAGGTTCCTGACAAACAGTAGGGGCAGGTG	UpstreamP1_CTCF	4
chr6	37092297	37092447	id-86384	8.33e-05	+	CCAGAAGGTCCTGCCCCAGACCCTGGAGGAAGGAA	Upstream_CTCF	17
chr6	37093464	37093614	id-86385	9.84e-05	-	GGAAGGATACCAGAAGGTGCCTCAAGGGGCTGCCT	V_CTCF_BR	11
chr6	37094388	37094538	id-86386	1	+	NA	NONE	17
chr6	37096370	37096520	id-86387	2.81e-05	+	ACTTTGTGTGACTTGCTGACCAGCTGGAGGTGCCA	V_CTCF_BR	11
chr6	37098882	37099032	id-86388	8.99e-05	+	AGCTGGTGACTCCCAGGCGCCAGCTGATGGGACCA	V_CTCF_BR	1
chr6	37099374	37099524	id-86389	1	+	NA	NONE	3
chr6	37138073	37138223	id-86390	5.17e-06	-	AGGGCGCTGCCGGGACTGGCGGCGGGAGGGCGCGC	Upstream_CTCF	28
chr6	37138517	37138667	id-86391	5.9e-06	-	GAGCCGAAGCCGCCGCTGCCCAGTAGCGGGCCCAC	UpstreamP1_CTCF	38
chr6	37140053	37140203	id-86392	3.63e-08	-	GGGGCCATGCCGCTGGTGCTCACCAGGGGGCAGCA	Upstream_CTCF	40
chr6	37145113	37145263	id-86393	7.73e-06	-	CCTTCCTTCCTCTTTATAGCCACATGGGGGCTGAG	V_CTCF_BR	18
chr6	37175899	37176049	id-86394	1.04e-07	-	CAGTCAGTTCTCCGCCCAGCCACCAGAGGGCTCCT	V_CTCF_BR	40
chr6	37178326	37178476	id-86395	1.39e-07	-	AGGCCAGTTCCCCAAATGACCACAAGATGGCAGTC	V_CTCF_BR	40
chr6	37180697	37180847	id-86396	9.41e-05	-	GTGTCTGTATGATTTTCTTCCTGCAGGAGGTGCTC	V_CTCF_BR	8
chr6	37187992	37188142	id-86397	1	+	NA	NONE	17
chr6	37190519	37190669	id-86398	9.31e-05	+	GGTGAGTTCCCGACTTAACTCAGAAGGGGCCGGGC	Upstream_CTCF	14
chr6	37226143	37226293	id-86399	1	+	NA	NONE	21
chr6	37271801	37271951	id-86400	1.09e-07	+	ACAGCTTCACTAGGCTTGGCCACTGGAGGGCAGTG	Upstream_CTCF	40
chr6	37274723	37274873	id-86401	1	+	NA	NONE	17
chr6	37282761	37282911	id-86402	4.31e-07	-	CTGGCAGCCAGCTTATCCCCCAGAAGAGGGCAGCA	V_CTCF_BR	40
chr6	37293637	37293787	id-86403	6.64e-11	+	GTTGCAGTTTTAGGCATAGCCACCAGGTGGCAGAG	Upstream_CTCF	40
chr6	37333643	37333793	id-86404	2.27e-05	+	GGGCTTGGTTTAAATTATACCACTAGATGTCACCA	V_CTCF_BR	35
chr6	37339635	37339785	id-86405	1	+	NA	NONE	11
chr6	37349436	37349586	id-86406	1	+	NA	NONE	39
chr6	37350830	37350980	id-86407	4.43e-05	+	GTCTCTCACTTTTTTGGTAACACTAGGGGGCTACA	V_CTCF_BR	22
chr6	37403716	37403866	id-86408	1.55e-05	+	GCTTTCTGTTGGTTGTCCTTCAGTAGGTGGCACTC	V_CTCF_BR	23
chr6	37452072	37452222	id-86409	1.73e-08	+	CTGCCTCTGCCCCCAGCGCCCAGAAGGTGGCGGCA	UpstreamP1_CTCF	40
chr6	37453074	37453224	id-86410	1.84e-07	-	TGTGCAGTTCAGAGCTGAACCACGTGGAGGCAGAG	Upstream_CTCF	37
chr6	37457655	37457805	id-86411	4.23e-06	-	TGGTTCTTAATGTTATTGTACAGCAGGGGGCACCT	UpstreamP1_CTCF	39
chr6	37482088	37482238	id-86412	7.12e-06	+	CTTTTCTTCCATTGTTCATCCAGGAGGTGGGGCTG	UpstreamP1_CTCF	4
chr6	37493371	37493521	id-86413	2.93e-07	+	GTGCAGTTTTGGGAAAGGAACAGATGGGGGCAGTT	UpstreamP1_CTCF	5
chr6	37503553	37503703	id-86414	9.29e-06	+	ACGGATCCGCCAGCTCACGGCGGCAGGGGCCGCCC	Upstream_CTCF	18
chr6	37506020	37506170	id-86415	1.38e-06	+	CTGGTCCCTCTCTGTGTGGTCAGGAGGGGGAGCTC	V_CTCF_BR	40
chr6	37513944	37514094	id-86416	6.84e-06	+	GCAAACTTTCATTTCCTTCCCACCAGAGGTCAGTC	V_CTCF_BR	6
chr6	37528317	37528467	id-86417	8.98e-06	-	GTCATATGGCCCCATCCAACCACAAGGGGGCCAGG	UpstreamP1_CTCF	39
chr6	37533537	37533687	id-86418	1.21e-05	-	CCAGCTCAGCTCCATCTCCCAGGCAGGTGGCGCAC	Upstream_CTCF	30
chr6	37534217	37534367	id-86419	2.81e-08	-	CGTGCTGCTCTGATGGTGGCCGCGCGGGGGCGCCC	Upstream_CTCF	40
chr6	37548829	37548979	id-86420	7.09e-08	+	GTGCAACTCTGCCACCTGCCCAGAAGGCGGCGAGC	UpstreamP1_CTCF	25
chr6	37551224	37551374	id-86421	7.31e-05	+	CTGCTCCAGTGGTGTGTAGCCGCTCGGGTGCAGTC	UpstreamP1_CTCF	0
chr6	37575884	37576034	id-86422	1	+	NA	NONE	40
chr6	37593566	37593716	id-86423	2.15e-05	-	TCGCCCATGGCTGACCTGCCCACGGGGAGGCGGGC	V_CTCF_BR	2
chr6	37605682	37605832	id-86424	1	+	NA	NONE	5
chr6	37608681	37608831	id-86425	1.26e-07	-	GCATGTGGAGGCACCTTCGCCAGCAGGGGGTGGGA	V_CTCF_BR	13
chr6	37617840	37617990	id-86426	4.88e-05	+	ACGTTCAGCTGCACCTGGGCCTCACGGGGGCGCAC	V_CTCF_BR	19
chr6	37621800	37621950	id-86427	5.06e-11	-	CCTGCAATTCAGCTAACTGCCAGCAGATGGCAGAA	Upstream_CTCF	40
chr6	37659891	37660041	id-86428	1.51e-12	-	GCTGCCGTTCCAGATGTGGCCAGCAGGGGGAGGGC	Upstream_CTCF	40
chr6	37664629	37664779	id-86429	1	+	NA	NONE	27
chr6	37670196	37670346	id-86430	4.24e-07	+	GCTGCTGTGTAGGGAATAAACTGAAGGGGGCACCA	Upstream_CTCF	29
chr6	37673300	37673450	id-86431	3.18e-06	+	CGACCGCTGCGTGGCATAAACTACAGGGGGCGCCA	V_CTCF_BR	38
chr6	37679612	37679762	id-86432	3.81e-05	-	GAGCCCCTAACTTCCAGAGTCAGGAGGTGGCAGGT	V_CTCF_BR	1
chr6	37700567	37700717	id-86433	5.67e-06	+	AGTTTTCTGCCACTTTGGGGCAATAGGAGGCGCTA	Upstream_CTCF	28
chr6	37709864	37710014	id-86434	2.83e-07	+	CCGACAGTCCCAGACGCCCACAGCAGAGGGCGGCC	V_CTCF_BR	40
chr6	37732350	37732500	id-86435	3.91e-06	-	ACTGTTGTCCTTGGAGGCTCCAGGTGAGGGAGTCA	Upstream_CTCF	10
chr6	37751599	37751749	id-86436	1	+	NA	NONE	23
chr6	37755632	37755782	id-86437	5.61e-08	+	TCAGCCCTTCTCAGGGTGGCCAGCAGAGGTCTGTG	Upstream_CTCF	12
chr6	37759339	37759489	id-86438	2.18e-07	+	TGGAGAGTTCCCAGGCTGGCCACATGGGGGCGGGG	V_CTCF_BR	40
chr6	37775598	37775748	id-86439	1.69e-05	-	CGGCAGCCAGGAAACTGGGCTAGAAGGAGGCTGTG	UpstreamP1_CTCF	33
chr6	37828130	37828280	id-86440	5.01e-06	-	TGTCTTCCTAAAAAGTCAGCCAGCAGGGGGAGTGC	V_CTCF_BR	40
chr6	37849201	37849351	id-86441	4.01e-05	+	TTCTGTCTTTCTGCTTAGGCCAGCAGGAGGTAGGA	V_CTCF_BR	11
chr6	37980499	37980649	id-86442	4.31e-07	-	TGCAATATGGTCAGAGCAGCCACTAGAGGGTGGCC	V_CTCF_BR	39
chr6	37992237	37992387	id-86443	1.41e-09	+	GCAGCACTATTCACAATAGCCAGTAGGTGGCAGGC	Upstream_CTCF	38
chr6	38002206	38002356	id-86444	1.28e-06	+	AGAAAGAACTACTGCAAAGCCAGCAGAGGGAGCAC	V_CTCF_BR	40
chr6	38036799	38036949	id-86445	1.31e-05	-	AAACAAATCAGAAGTTTAGCCGCTTGGTGGCAGTG	V_CTCF_BR	17
chr6	38112471	38112621	id-86446	2.53e-05	+	TGTGGCTTTAATAAAACAGCCACTTGAGGGAGCTT	V_CTCF_BR	11
chr6	38133072	38133222	id-86447	1	+	NA	NONE	4
chr6	38133545	38133695	id-86448	6.8e-06	-	TTGCAAGGCTGCGGAGGAGCCGCTTGGAGGTGGTC	UpstreamP1_CTCF	3
chr6	38137306	38137456	id-86449	9.25e-06	-	AAGCCAGTGGACAGTCGCTCCACTAGGGGGAGAGG	V_CTCF_BR	18
chr6	38147150	38147300	id-86450	4.14e-06	+	GCGGGCATACTGCGGTGCTACAGAAGGTGGCAGCA	V_CTCF_BR	25
chr6	38155185	38155335	id-86451	4.41e-06	-	TGTCTTCCTCCCATGCTCAGCACTAGATGGCAGAC	V_CTCF_BR	8
chr6	38156540	38156690	id-86452	4.44e-06	-	GTGCACTTCGCGAGAGACAGTGACAGAGGGCGCAG	UpstreamP1_CTCF	1
chr6	38166073	38166223	id-86453	2.8e-05	+	GAAGCAGAGGACAGGAGAGCCACCGGATGGGAGGA	Upstream_CTCF	7
chr6	38202050	38202200	id-86454	1	+	NA	NONE	18
chr6	38238973	38239123	id-86455	7.44e-05	+	CCAGGACTTCCTGTTGGCCCCTCCTTGTGGCAGCC	Upstream_CTCF	16
chr6	38247317	38247467	id-86456	2.73e-07	-	GCTGCTGCCCCAGGATAGGCCACACGGGGTCACAG	Upstream_CTCF	29
chr6	38251492	38251642	id-86457	2.5e-05	-	ACCCAGTGATTCTGCATCAACACCAGAGGGAGAGT	UpstreamP1_CTCF	5
chr6	38305963	38306113	id-86458	8.89e-06	-	TGTGCCATCCCACTCTGCTCCACCAGGGATGTGAA	Upstream_CTCF	32
chr6	38400442	38400592	id-86459	1	+	NA	NONE	15
chr6	38457852	38458002	id-86460	1	+	NA	NONE	8
chr6	38459945	38460095	id-86461	1	+	NA	NONE	5
chr6	38461838	38461988	id-86462	2.75e-09	-	ACTGCATTTTGAAATTTGGCCACTGGAGGGCGCTG	Upstream_CTCF	40
chr6	38538666	38538816	id-86463	8.5e-06	-	AATGCAAAGCAAAGTGTAGCCACATGGTGTCACTA	Upstream_CTCF	37
chr6	38639753	38639903	id-86464	1.47e-05	-	CCACAAGTCTCCGAAGTAACCCCTAGGGGTCAGTA	V_CTCF_BR	39
chr6	38676402	38676552	id-86465	3.16e-05	+	ACATGATTTCCTCTAAGGGGCAGCAGAGGAAGACA	Upstream_CTCF	11
chr6	38686874	38687024	id-86466	1	+	NA	NONE	13
chr6	38688228	38688378	id-86467	1.35e-05	-	GGTCACTGACTCATTTCCAGCACTAGATGTCGGCT	UpstreamP1_CTCF	33
chr6	38707440	38707590	id-86468	4.41e-06	-	ATTATCAAGATAATAGTTACCACTAGGGGGAAGAA	V_CTCF_BR	38
chr6	38720290	38720440	id-86469	1	+	NA	NONE	5
chr6	38741262	38741412	id-86470	5.01e-06	-	GGATGCATTTCAGGTAAGGCCTCTAGGGGGTGCTA	V_CTCF_BR	40
chr6	38763427	38763577	id-86471	1.23e-05	+	CTGTCTTCTCACAAACCTACCAGCAAGTGGCGTTA	UpstreamP1_CTCF	23
chr6	38773028	38773178	id-86472	1.56e-05	-	AATGCTTTTCGCATTTGTTCCTCTAGGAGTCATCC	Upstream_CTCF	7
chr6	38774150	38774300	id-86473	3.63e-06	+	ACCAGGCAGCTGTTAGCAACCAGCAGGTGTCAGCT	V_CTCF_BR	19
chr6	38811765	38811915	id-86474	1	+	NA	NONE	6
chr6	38839874	38840024	id-86475	1.56e-06	+	TCTGCGTTGCTGCTTTCCACCACTAAGGGGCGATA	Upstream_CTCF	39
chr6	38865376	38865526	id-86476	1	+	NA	NONE	2
chr6	38901325	38901475	id-86477	7.84e-05	-	ATTTTCATTAAAATGGTCACCCCTGGGTGGCAGTA	V_CTCF_BR	36
chr6	38911850	38912000	id-86478	1.71e-06	+	AGTTTGTCTCTGTGCCAGGCCTGCAGGTGGCTCTC	V_CTCF_BR	21
chr6	38941083	38941233	id-86479	1	+	NA	NONE	40
chr6	38965016	38965166	id-86480	6.47e-10	+	CTTGCTGTTCCCCCACCGGCCACCAGGAAGCAGTA	Upstream_CTCF	39
chr6	38970964	38971114	id-86481	1.43e-05	+	CATACACTGCAGAGAAAAGGCAGAAGGGGGCGCTT	Upstream_CTCF	39
chr6	38997312	38997462	id-86482	1.47e-05	-	TAGCGGGAGAGTCAGAGCGCCCCCAGAGGCCAGGC	V_CTCF_BR	40
chr6	39032060	39032210	id-86483	5.92e-05	-	ATGGAGAAGGCACCAGAGGCCCACTGGGGGCAGTG	V_CTCF_BR	6
chr6	39056213	39056363	id-86484	2e-06	+	CCTGGGGTACTATTGCTGACCAGCAGGGTGTAGGC	Upstream_CTCF	38
chr6	39060071	39060221	id-86485	1	+	NA	NONE	17
chr6	39070166	39070316	id-86486	3.73e-06	-	GATGTCATGAAGCATGTTGCCGCCAGGCGGTGGCG	Upstream_CTCF	36
chr6	39083162	39083312	id-86487	1	+	NA	NONE	15
chr6	39125414	39125564	id-86488	1.59e-06	-	GGTTGTTACCGTACAAGGGACAGCAGGGGGCTGAG	V_CTCF_BR	9
chr6	39127563	39127713	id-86489	7.54e-08	+	CTGTAATTCATGAATACTACCACAAGGTGGGAGTG	UpstreamP1_CTCF	36
chr6	39134294	39134444	id-86490	1.08e-08	+	GGCTTTGCTGGCGGCATGACCACAAGGGGGCAGTG	V_CTCF_BR	40
chr6	39157834	39157984	id-86491	6.34e-08	+	TCTGCTACTCTCCCTCCTACCACTTGGGGGCCCAC	Upstream_CTCF	40
chr6	39158743	39158893	id-86492	3.09e-07	-	TGGCAGGGGAGGAGAGCCCCCAGCAGGGGGCTGAA	V_CTCF_BR	2
chr6	39165588	39165738	id-86493	1	+	NA	NONE	5
chr6	39186839	39186989	id-86494	5.01e-06	-	CCTGTGAAATAAGGCCCAGGCAGCAGAGGTCAGCA	V_CTCF_BR	5
chr6	39197372	39197522	id-86495	1.56e-06	+	CCCGCGCTCCCAGGGTCAGCCGCCAGGGGAGGCTG	Upstream_CTCF	37
chr6	39269517	39269667	id-86496	1	+	NA	NONE	38
chr6	39270540	39270690	id-86497	5.08e-07	+	CTCCCAGGATGAGGGAGATCCAGAAGGGGGCAGTG	V_CTCF_BR	7
chr6	39271065	39271215	id-86498	1.04e-07	-	ATCAGGCTGAGTCCGATGCCCAGCAGGTGGCAGTG	V_CTCF_BR	40
chr6	39277822	39277972	id-86499	2.06e-09	-	CTGCATGACACAGGACTTGCCACCAGGTGGCAGGC	UpstreamP1_CTCF	40
chr6	39281449	39281599	id-86500	7.27e-06	-	TTTGGGGGCGAGGACGACTACGGCAGGGGGCGCGC	V_CTCF_BR	3
chr6	39315719	39315869	id-86501	1.03e-09	+	GATGTAGGACCAGAGGTAGCCACCAGGTGGCAGGC	Upstream_CTCF	40
chr6	39329884	39330034	id-86502	1.01e-05	+	GTGGTCATATTTCTTGGCTCCCGTAGGTGGCAGCA	Upstream_CTCF	40
chr6	39330353	39330503	id-86503	6.8e-06	+	CTGTGAGTTCCTTCTGGGGCCTCTTGGTGGCAACC	UpstreamP1_CTCF	35
chr6	39337946	39338096	id-86504	4.88e-05	+	CATCTTTATTGCACTGGACCAGCCAGGGGGCAGTG	V_CTCF_BR	36
chr6	39345342	39345492	id-86505	9.25e-06	+	TTGAAGAACAACAGGGATGCCACAAGAGGTCACTG	V_CTCF_BR	39
chr6	39357244	39357394	id-86506	1.9e-06	+	AGTGCAGTACAGGGATCAGCAAATAGGTGGCCCGT	Upstream_CTCF	36
chr6	39399173	39399323	id-86507	1	+	NA	NONE	7
chr6	39400536	39400686	id-86508	9.84e-05	+	CATAATAAAATAATAACAGACAGTAGAGGGCATGA	V_CTCF_BR	11
chr6	39419727	39419877	id-86509	4.94e-06	+	CCTGCAATTCATGAGCCTGCAGATAGGCGGCATCC	Upstream_CTCF	39
chr6	39461604	39461754	id-86510	1	+	NA	NONE	2
chr6	39464786	39464936	id-86511	1.04e-06	+	TGTGCAGCTCCTCTGTGGGGCAGCAGCTGGACTCC	Upstream_CTCF	7
chr6	39522951	39523101	id-86512	1.19e-06	-	GTGGGTCCTAGGTTCTGTGCCACTAGGTGTCAGCC	V_CTCF_BR	6
chr6	39610224	39610374	id-86513	1	+	NA	NONE	6
chr6	39632040	39632190	id-86514	2.96e-05	+	CAATTACCTCTAATTTCCCCCACATGATGGCAGCC	V_CTCF_BR	10
chr6	39699460	39699610	id-86515	1.85e-07	-	ATGTTGTTCTTCAGGGGGAGCTCCAGGGGGTGCTG	UpstreamP1_CTCF	23
chr6	39738353	39738503	id-86516	2.4e-05	+	AAGGGAGCCAAGACGCTAGATGGCAGATGGCGCTA	V_CTCF_BR	3
chr6	39759192	39759342	id-86517	5.68e-06	+	CCAGTGGGGGCACCATTTGCTTGCAGAGGGAGCTG	V_CTCF_BR	35
chr6	39759875	39760025	id-86518	2.47e-05	+	CCCTCATTGTACGCCTCGCCCTGCCGGTGGCGCTC	Upstream_CTCF	26
chr6	39760495	39760645	id-86519	3.91e-06	-	TGTGTTTGTCCACTTGTGACAACCAGGGGTCAGGT	Upstream_CTCF	13
chr6	39762169	39762319	id-86520	2.1e-05	-	TGTTCTCTCCTCTTTTTGTCCTGATGGGGGCACGA	Upstream_CTCF	10
chr6	39781028	39781178	id-86521	1.31e-05	+	GATGAGTCTGGCTGCTCTTCCACTAGGAGGAAGCA	V_CTCF_BR	22
chr6	39803828	39803978	id-86522	9.66e-05	-	AGGTCTGCTGTGAATCTGGCCGGCAGAGGGGCTGG	Upstream_CTCF	2
chr6	39811575	39811725	id-86523	1	+	NA	NONE	29
chr6	39824018	39824168	id-86524	2.02e-06	+	CTGCAGTGACCATGGCCCCCCGCAAGAGGAGCCAC	UpstreamP1_CTCF	3
chr6	39833193	39833343	id-86525	4.23e-08	+	GGGTAGAGAAGTACTCCAACCACTAGGGGGCGGTG	V_CTCF_BR	40
chr6	39835470	39835620	id-86526	1.73e-06	-	CTGCAGCACCTTCTTGTGGCCACCAGGCACGAGGC	UpstreamP1_CTCF	29
chr6	39838866	39839016	id-86527	4.34e-07	-	CAGCATCCCCAGCCTCCACCCACTAGATGCCAGCA	UpstreamP1_CTCF	27
chr6	39860410	39860560	id-86528	9.49e-08	-	TACTGACTGGCCCTGGTGTCCAGCAGGGGGTGCCC	V_CTCF_BR	40
chr6	39870674	39870824	id-86529	2.27e-06	+	TGGAGTCCCCTACAGCCCCTCAGCAGAGGGCAGCA	V_CTCF_BR	20
chr6	39872824	39872974	id-86530	2.27e-06	+	GCATAGGGCAGAGGGGAGGCAGGCAGGGGGCACCA	V_CTCF_BR	10
chr6	39948924	39949074	id-86531	2.81e-06	+	AGATGATTTCCAAAGGTTCCCACTAGGTGGAAGTG	Upstream_CTCF	40
chr6	39979756	39979906	id-86532	5.3e-05	-	AGGCAGAACTCAACTGGTGCCCACAGAGGGAGCAT	UpstreamP1_CTCF	5
chr6	39996302	39996452	id-86533	1.84e-05	+	ATGATTTAACAACTCCAATACTCCAGGGGGCAGTA	UpstreamP1_CTCF	5
chr6	40006304	40006454	id-86534	4.17e-05	+	CAGACAGCTCCCTCTAGCCCCTCCAGAGGCAGGGG	Upstream_CTCF	0
chr6	40042196	40042346	id-86535	1	+	NA	NONE	3
chr6	40080153	40080303	id-86536	1	+	NA	NONE	10
chr6	40217864	40218014	id-86537	2.53e-05	+	CTCAAGATCCTGTAGCCTCCCTGTAGAGGGAGACA	V_CTCF_BR	8
chr6	40254604	40254754	id-86538	1.18e-05	-	GTGGAGGTGGATTGGGAAACCACAAGAGGGGGCTG	UpstreamP1_CTCF	6
chr6	40276543	40276693	id-86539	1.99e-11	-	GGTGTAGTTCCAACAATGACCACGAGGTGGAGGAG	Upstream_CTCF	40
chr6	40296242	40296392	id-86540	6.8e-06	+	TAAGCATTTCCCTGACGCACCTCCAAGTGGCGTCC	Upstream_CTCF	7
chr6	40296510	40296660	id-86541	5.01e-09	+	CAGCCACCCCTGCACCTGGCCGCAAGAGGGCACCA	V_CTCF_BR	38
chr6	40311755	40311905	id-86542	1.38e-07	-	CTTCAGTGACCCGCTGTGGACGCTGGAGGGGAGCA	UpstreamP1_CTCF	1
chr6	40361483	40361633	id-86543	8.21e-06	+	TGTCAGAGACAAGGTCCTGCCTGGAGAGGCCAGCA	V_CTCF_BR	5
chr6	40363146	40363296	id-86544	1.41e-06	-	AGGGCTCCTCAGGCCCTGCCCAGCAGATGGCCTAG	Upstream_CTCF	3
chr6	40387299	40387449	id-86545	2.19e-05	+	GTGGCAGCAGCTGATGAATACACCAGGGGCCCTCA	Upstream_CTCF	5
chr6	40430770	40430920	id-86546	2.72e-06	+	CTGCAGTGGTCATCTTGAACCATAAGGTGGATTTG	UpstreamP1_CTCF	3
chr6	40442764	40442914	id-86547	1.1e-06	+	CCCATATGTGCAGGAGGAGCCTCCAGGGGTCAGTA	V_CTCF_BR	13
chr6	40445437	40445587	id-86548	4.17e-05	-	GCAGCTCTTTCAGCAAAACACTCTGGAAGGAGCAG	Upstream_CTCF	4
chr6	40504277	40504427	id-86549	1.73e-05	+	AGCCTGTTTTGGACCACAACCACTAGGAGGTGCAG	V_CTCF_BR	34
chr6	40518124	40518274	id-86550	1.09e-06	+	TTCAAGTTCCCATCCTCATCCAGTAGGGGGCATCC	UpstreamP1_CTCF	40
chr6	40518567	40518717	id-86551	1	+	NA	NONE	3
chr6	40545538	40545688	id-86552	1.08e-05	+	CAGGAGGGTCCCTTTCCCACCACTAGGAGCAGCCT	UpstreamP1_CTCF	25
chr6	40550765	40550915	id-86553	1.16e-05	+	TCAGTGGGGACAATATCGCCCCCAAGGGGGCAAAA	Upstream_CTCF	15
chr6	40555345	40555495	id-86554	2.2e-09	-	CCTGCAGCTCCGCGGTTCGCCACTGGGGGCTGCCG	Upstream_CTCF	40
chr6	40555707	40555857	id-86555	2.27e-06	-	GCCGGCGCGGTCGGGTTTTCCTCCAGCAGGCGGCG	V_CTCF_BR	33
chr6	40556336	40556486	id-86556	9.78e-07	+	GTGCACCTGTCCCGGTTACCCACAGGGAGGCACAT	UpstreamP1_CTCF	5
chr6	40637249	40637399	id-86557	4.1e-06	+	CTTGCCCTTCCACCTTCTGCCACGTGAGGATAGTG	Upstream_CTCF	9
chr6	40639986	40640136	id-86558	1	+	NA	NONE	21
chr6	40641335	40641485	id-86559	1	+	NA	NONE	7
chr6	40657053	40657203	id-86560	8.33e-05	+	ACCACTGTGGCTCTACTTTCCACTAGGGGACTCTA	Upstream_CTCF	8
chr6	40666784	40666934	id-86561	1.39e-07	+	CTTAAGCCAAACATGGCAGCCAGTAGCGGGCAGCA	V_CTCF_BR	1
chr6	40671992	40672142	id-86562	5.9e-06	-	GCGTAGTAACTGGAAGGCAGCACAAGGGGGCTTTT	UpstreamP1_CTCF	8
chr6	40680823	40680973	id-86563	1.1e-06	+	GGGCCCTGCCTGGAGGAAGCCTCAAGAGGGAAGCA	V_CTCF_BR	31
chr6	40682662	40682812	id-86564	1	+	NA	NONE	4
chr6	40692711	40692861	id-86565	2e-06	+	AAAGTATTTCTCAGCTTCCCCTGAAGATGGCAGTG	Upstream_CTCF	6
chr6	40695155	40695305	id-86566	2.81e-05	-	TGCTCCCTCCCATCCCCAACAACTAGGGGGAGATG	V_CTCF_BR	11
chr6	40723077	40723227	id-86567	3.5e-05	+	AAGCATCTTTCCCCAGACGCCAGGAGGAGTAGGCT	UpstreamP1_CTCF	18
chr6	40731803	40731953	id-86568	1	+	NA	NONE	5
chr6	40742792	40742942	id-86569	1.92e-05	-	GTGTGGCTGGAGAACCAGGTCTGTAGGGGGTGCTG	UpstreamP1_CTCF	23
chr6	40758724	40758874	id-86570	2.1e-05	-	CTGCAGGACTGAATCATCATCACCACTTGGTGCCC	UpstreamP1_CTCF	7
chr6	40772860	40773010	id-86571	2.18e-07	-	GCGACATTCTTAGGAGCAGCCACAAGATGGCAGAG	V_CTCF_BR	35
chr6	40792155	40792305	id-86572	3.63e-06	-	AGATCCTTCTCAAATTCTGTCACTAGGGGGCACTA	V_CTCF_BR	40
chr6	40813468	40813618	id-86573	1.03e-06	-	TGGGAGTGGAAATGGCTGACCACAAGGAGGCGCAG	V_CTCF_BR	40
chr6	40820916	40821066	id-86574	1.46e-07	+	CCTGTCACACCAAAACTGACCTGCAGGGGCAGCAG	Upstream_CTCF	40
chr6	40842402	40842552	id-86575	1.14e-06	-	GTGCTTTGGCCCCAGAATCCCTGTTGGGGGCAGCA	UpstreamP1_CTCF	28
chr6	40854958	40855108	id-86576	4.3e-06	+	GTGGTAGTAACACACCTGTGCTCTAGAGGCCACTG	Upstream_CTCF	6
chr6	40862746	40862896	id-86577	8.91e-07	+	ACGGCCATCCTGGAAGTGACCTCTGGGAGGCAGCA	Upstream_CTCF	39
chr6	40880208	40880358	id-86578	1.04e-05	-	TGTGTGGACATTTACTTGGCCAGTGGGTGTCACTG	V_CTCF_BR	39
chr6	40958171	40958321	id-86579	1.7e-05	+	ACTGCCTCCTGCATCTCTCCCACTAGGTGTCCCAC	Upstream_CTCF	35
chr6	40967385	40967535	id-86580	6.43e-06	+	GCACATCTGGGTCCTAAGACCACTGGAGGGAGCTG	V_CTCF_BR	38
chr6	40973992	40974142	id-86581	1.28e-06	+	CTAAAAATACAAAAATTAGCCAGGAGGTGGCGCAC	V_CTCF_BR	40
chr6	40989740	40989890	id-86582	1	+	NA	NONE	34
chr6	40995819	40995969	id-86583	3.11e-10	-	CGTGCGGGTCCCCTCCTGGCCGGCAGAGGGCGCAG	V_CTCF_BR	40
chr6	40996157	40996307	id-86584	1	+	NA	NONE	11
chr6	40999839	40999989	id-86585	1	+	NA	NONE	14
chr6	41007165	41007315	id-86586	1.61e-09	-	GGCTGGGGACAGCCACTCACCAGCAGAGGGCACTG	V_CTCF_BR	40
chr6	41015646	41015796	id-86587	1	+	NA	NONE	5
chr6	41026253	41026403	id-86588	4.65e-05	+	TGTCATTATTTCCTTCCTTCCACTAGTGGGCATAA	V_CTCF_BR	16
chr6	41034684	41034834	id-86589	1.96e-08	-	ACCTGATTTGTTTGGCTGGCCACTAGGTGGCAGCA	V_CTCF_BR	39
chr6	41039582	41039732	id-86590	4.51e-05	+	CCTGGAGCGCCCCGCTCCGTCAGCGGAAGCAAAGC	Upstream_CTCF	34
chr6	41040987	41041137	id-86591	1	+	NA	NONE	36
chr6	41060291	41060441	id-86592	3.56e-05	+	TTATGACTACTGTTCCTGACCATTAGATGGCAGCA	Upstream_CTCF	39
chr6	41065495	41065645	id-86593	2.47e-05	-	TAGTCAGTGTGAGATTCCCCCACCAGAGGGATAAA	Upstream_CTCF	19
chr6	41068747	41068897	id-86594	1	+	NA	NONE	1
chr6	41118527	41118677	id-86595	5.72e-07	-	GTGCTGTGCTCCTGGTAGGTCTGCTGGTGGCAGCG	UpstreamP1_CTCF	11
chr6	41126370	41126520	id-86596	1	+	NA	NONE	10
chr6	41149935	41150085	id-86597	2.11e-06	-	TGGCAAAGACAGCTACCAACCAGCAGGGGTCACCT	V_CTCF_BR	40
chr6	41158605	41158755	id-86598	4.88e-08	-	AGGCACTTCTTCCCTATGTCCAGGAGAGGGCAATA	UpstreamP1_CTCF	14
chr6	41159427	41159577	id-86599	1.15e-07	+	CTTTCTAAGGAGGCAGCGGCCAGCAGGAGGCAGCA	V_CTCF_BR	39
chr6	41196450	41196600	id-86600	1.3e-07	+	CTGCAATGCCAGTACTCACCCAAGAGAGGGCCCTA	UpstreamP1_CTCF	16
chr6	41207317	41207467	id-86601	1.76e-05	+	CAGCAGTGGCGCCTGGCTGCCCCAACAGCCCGCGG	UpstreamP1_CTCF	3
chr6	41246824	41246974	id-86602	5.68e-06	+	AGAGACGACCATCCCTTTACCCACAGAGGGCGCCA	V_CTCF_BR	40
chr6	41274120	41274270	id-86603	6.46e-07	+	GTTTATAAATCCAAAGTCACCACCAGAGGGAGCAA	V_CTCF_BR	40
chr6	41286682	41286832	id-86604	4.5e-13	-	CTGCAATAGCAGCCTCTGGCCAGCAGGGGGCAGGG	UpstreamP1_CTCF	40
chr6	41302540	41302690	id-86605	6.39e-05	-	TCTGCTGGACTGGCGATCTGCTGCCGGGAGCTCTG	Upstream_CTCF	32
chr6	41324599	41324749	id-86606	1.16e-05	+	GGTTCATGAGGCCATGTGTCCAGTAGAGGGGACTA	Upstream_CTCF	8
chr6	41335483	41335633	id-86607	2.91e-05	-	GCTGTCACTGGTCTCCTTCCCACTAGGCTGCGGCC	Upstream_CTCF	40
chr6	41336749	41336899	id-86608	2.91e-11	+	GCTGCAGTATCCTTCATAACCACCAGGAGGCGGTG	Upstream_CTCF	39
chr6	41339292	41339442	id-86609	1.38e-06	+	CTGCGTGTTCCTTGGGCGGCCGGCGGAGGGCGAAG	V_CTCF_BR	33
chr6	41340358	41340508	id-86610	1	+	NA	NONE	2
chr6	41341600	41341750	id-86611	1	+	NA	NONE	3
chr6	41392331	41392481	id-86612	2.37e-09	+	CCTGTTATTCCAGGAAATGCCACGAGGGGGAGCCT	Upstream_CTCF	40
chr6	41395926	41396076	id-86613	1.23e-05	+	GGCCAGGCCCAGCGGGCGGCCGCCAGGCGGGGGAG	UpstreamP1_CTCF	15
chr6	41410572	41410722	id-86614	7.55e-07	+	GCTGGGGAGAGTGGAGGAGCCGGTAGGGGTCGCTG	V_CTCF_BR	38
chr6	41418933	41419083	id-86615	5.01e-06	-	TGCCCCACACTTGGGCTGTCCAGGAGATGGCGTGG	V_CTCF_BR	32
chr6	41424166	41424316	id-86616	3.56e-06	-	GCGGGAGTACCTTGCATAGGAGCCAGGGGGCACCT	Upstream_CTCF	35
chr6	41431146	41431296	id-86617	4.14e-05	-	GAGCAGGGGCCTGAGGCCCCCTGCTGGGCGGGGTG	UpstreamP1_CTCF	40
chr6	41445467	41445617	id-86618	2.43e-06	+	GGCTGCTAGCCAGGTTTAGCCAGTAGGAGGCTCTG	V_CTCF_BR	15
chr6	41460397	41460547	id-86619	4.44e-06	-	CCGCAATGCCCAGAACACCCCTCTAGGTGCTGTGA	UpstreamP1_CTCF	3
chr6	41516419	41516569	id-86620	1	+	NA	NONE	3
chr6	41528758	41528908	id-86621	2.27e-05	-	GCTCTGAGGCAGTCTGCGGGCCGCTGGGGGCTCCC	V_CTCF_BR	4
chr6	41555372	41555522	id-86622	6.48e-05	+	CTGTATTGGGGCAGAAATGTCACCAGCAGGGGAGC	UpstreamP1_CTCF	13
chr6	41559827	41559977	id-86623	7.94e-11	-	ACTGCAGTTTCTTCAGTGGCCAGCAGGGGGACTCA	Upstream_CTCF	40
chr6	41569457	41569607	id-86624	2.97e-06	-	GCCCTCAAGGAGGGAGTGTCCAGAAGGTGGCGTAA	V_CTCF_BR	38
chr6	41570905	41571055	id-86625	9.51e-07	+	AAGGCCTTCTTGCCGATGGTCAGCAGAGGGCGCTT	V_CTCF_BR	39
chr6	41573523	41573673	id-86626	2.28e-05	+	GCTGCTGCTGCTGTTGATGCCACTGGGGAGTTTCC	Upstream_CTCF	5
chr6	41619045	41619195	id-86627	1	+	NA	NONE	6
chr6	41621060	41621210	id-86628	6.21e-05	-	AGTCCTCCGAGCTGCAGGAGCCACAGGTGGCGCAG	V_CTCF_BR	4
chr6	41621987	41622137	id-86629	1	+	NA	NONE	0
chr6	41631366	41631516	id-86630	1.1e-05	-	CTGAGTTCAGCCAGTGGGGCCACTGGAGGGAGTTC	V_CTCF_BR	3
chr6	41643164	41643314	id-86631	1.63e-05	-	CTTGCAGTGACAACAGGGACTTGTGGGGGGTGGGA	Upstream_CTCF	4
chr6	41650005	41650155	id-86632	6.46e-07	-	GGTGTGAGTGGGGTTCTGTCCACAAGAGGGTGCCC	V_CTCF_BR	40
chr6	41651422	41651572	id-86633	2.17e-09	-	GCACGGTCCCTCCTCACGGCCACGAGGTGGCGCTG	V_CTCF_BR	40
chr6	41662754	41662904	id-86634	4.65e-05	-	GCTTTCTGAAGTCGCCTAGCCAGTAGGGGCAGTGA	V_CTCF_BR	17
chr6	41663716	41663866	id-86635	1	+	NA	NONE	2
chr6	41666968	41667118	id-86636	2.31e-06	+	AGTGTTGCTCCGTCCAGGCCCACTGGGGGCATCCC	Upstream_CTCF	8
chr6	41668543	41668693	id-86637	3.88e-06	+	GTCAGACTGTTGGCCCGGGACAACAGGGGGAGCAG	V_CTCF_BR	15
chr6	41673725	41673875	id-86638	1.96e-08	+	CCCTGCCCACGAGTTCCCACCAGGAGAGGGCGCTC	V_CTCF_BR	40
chr6	41674038	41674188	id-86639	1.84e-05	-	TGGCTGCCCCGTCCTGCCCCCACCAGGCGTGACTC	UpstreamP1_CTCF	4
chr6	41680591	41680741	id-86640	9.62e-05	-	CCCCATTTCCCAGTACCTGCCACCAGAGCAAGTTC	UpstreamP1_CTCF	11
chr6	41691366	41691516	id-86641	1	+	NA	NONE	20
chr6	41692986	41693136	id-86642	7.91e-05	-	CTTCTAGGGCAGTAGTTCTCCACTAGGGGTGATTT	UpstreamP1_CTCF	23
chr6	41703339	41703489	id-86643	6.64e-05	-	GCAGCGAGAACTACGCTTCCCAGTGGGCGCCGAGG	Upstream_CTCF	34
chr6	41709473	41709623	id-86644	1	+	NA	NONE	2
chr6	41743743	41743893	id-86645	3.36e-07	-	CACATGTTTCTCCTGCCCACCAGAAGAGGGAGCCC	V_CTCF_BR	40
chr6	41747721	41747871	id-86646	3.12e-08	+	GAGCAGTGAGCATGCGCAGACGCCAGAGGGCGCTC	UpstreamP1_CTCF	40
chr6	41754261	41754411	id-86647	1.04e-07	-	TCGCCAGGGTCCCCCGCCTCCACCAGAGGGCGTCC	V_CTCF_BR	40
chr6	41754910	41755060	id-86648	1.63e-05	+	GACGCAGTCAGGCGCACGCCCGCAAGAGGCGGCGA	Upstream_CTCF	39
chr6	41755273	41755423	id-86649	1.43e-05	+	ACAGCGCCCCCACTGCCGGCCGGTAGCAGCCGGAA	Upstream_CTCF	40
chr6	41761848	41761998	id-86650	2.04e-05	+	GGTACCTGAGGTGTCTGTAACTGCAGTGGGCACCT	V_CTCF_BR	0
chr6	41769281	41769431	id-86651	5.93e-06	+	CTGGCAGTGACTGCCACCTTCAGCAGAGGGAGTAT	Upstream_CTCF	40
chr6	41814638	41814788	id-86652	2.58e-07	+	ACTGAAGTTCCATAGGCAGACATCAGGGGGAGCAA	Upstream_CTCF	40
chr6	41869996	41870146	id-86653	5.01e-06	+	CCTTGATATCTGAGGAAAGCCAGCAGGAGGCAGTG	V_CTCF_BR	40
chr6	41889110	41889260	id-86654	4.88e-06	+	TGGCGCTTCTGGCCTCCGAATGCTAGGGGGCGCTG	UpstreamP1_CTCF	40
chr6	41900859	41901009	id-86655	2.89e-07	+	GCTGCACTCACCTTGTTAGCCCCCAGGGGACACAT	Upstream_CTCF	3
chr6	41904151	41904301	id-86656	1.79e-08	-	AGTGCTATGCCCTGAGCCTCCAGTAGAGGGAAACC	Upstream_CTCF	40
chr6	41906812	41906962	id-86657	7.15e-05	-	GTAGGAGGCCAGAGTTGGGAATCCAGGAGGCGCCA	V_CTCF_BR	14
chr6	41908713	41908863	id-86658	1	+	NA	NONE	17
chr6	41909213	41909363	id-86659	3.22e-05	-	GTGTCCTGCAGAGCCTGCTCCGCCTGGAGGAGCGC	UpstreamP1_CTCF	14
chr6	41978003	41978153	id-86660	7.73e-06	-	TCCCTACTCTGTCCTCCATGCTGCAGAGGGCAGTG	V_CTCF_BR	3
chr6	42007426	42007576	id-86661	4.01e-05	-	GTCACACACAGCCCCGGAAGCAGGAGTGGGTGGTG	V_CTCF_BR	2
chr6	42012059	42012209	id-86662	4.96e-08	-	CGTGGTAGTCCCTGATCGTCCACCAGGTGGAGCTG	Upstream_CTCF	40
chr6	42036995	42037145	id-86663	2.89e-07	+	GTTGCTGTGCTGAGGATGGGCTATAGAGGGCAGGC	Upstream_CTCF	22
chr6	42043364	42043514	id-86664	5.08e-07	+	ACTTCTTCCCCTTGGCCCATCACCAGGGGGCGCAG	V_CTCF_BR	39
chr6	42051939	42052089	id-86665	1	+	NA	NONE	28
chr6	42052732	42052882	id-86666	8.64e-05	-	GCTGGATATGCACAGACTGCCTCTAGAGGATGCTT	Upstream_CTCF	33
chr6	42054177	42054327	id-86667	4.3e-06	+	TTTTCAGTTCAGGGATTGTCCTCCAGGGGTGCACA	Upstream_CTCF	40
chr6	42061871	42062021	id-86668	7.07e-08	-	GAAGCTTTCACACCCCCAGCCAGCAGCTGGCAGTC	V_CTCF_BR	4
chr6	42063667	42063817	id-86669	2.43e-06	-	CATGTGGAGTGGGCATTAGCCAACAGGTGGCACTT	V_CTCF_BR	10
chr6	42063832	42063982	id-86670	9.25e-06	+	CAAGGGCAGCTTTAAATGGCCAAGAGAGGTCACCG	V_CTCF_BR	18
chr6	42064080	42064230	id-86671	1	+	NA	NONE	33
chr6	42071972	42072122	id-86672	7.07e-08	-	CGGGAGGGAGGCCCACTTACCGGGAGAGGGCGCTG	V_CTCF_BR	37
chr6	42072240	42072390	id-86673	2.6e-07	+	CAGCCTCGGCGCGTGCAGGCCTCCGGGGGGCGCGC	V_CTCF_BR	1
chr6	42073199	42073349	id-86674	1.85e-05	-	GTGGTGATGCCCACCCTGGCCAGAGGAGGGGCTGC	Upstream_CTCF	9
chr6	42086139	42086289	id-86675	7.55e-07	+	TTAGGAGCCCAGGGTGCTGCCAGCAGGGGTTGCCA	V_CTCF_BR	10
chr6	42096884	42097034	id-86676	6.19e-06	-	GGGATATTGGCCACTGCGGACAGCAGGTGGCCTCA	UpstreamP1_CTCF	17
chr6	42104263	42104413	id-86677	9.39e-07	+	TGTGGCATCCAATCATCGGCCACTAGGGGACCCCC	Upstream_CTCF	40
chr6	42109889	42110039	id-86678	1.81e-06	+	CGTGTCCCTCCCCTCCGCGCCTCCAGGAGACAGCA	Upstream_CTCF	23
chr6	42111428	42111578	id-86679	7.27e-06	+	GGAGTTTGATGTTTTCTGGGCAGCAGGGGGCATAG	V_CTCF_BR	4
chr6	42134293	42134443	id-86680	2.17e-08	-	GCTGCATTACCAAGGTGAACCTCAAGAGGGAGCCC	Upstream_CTCF	40
chr6	42134574	42134724	id-86681	5.34e-06	+	CCCTCCCCTCGGCCCCATTCCGCCAGGTGGAGCCT	V_CTCF_BR	7
chr6	42136492	42136642	id-86682	2.27e-05	+	AGCAGATGAACCCAGCCTGAAACAAGAGGGCAGCA	V_CTCF_BR	26
chr6	42141544	42141694	id-86683	9.25e-06	+	GACCCCTCTGGAAGCCTGACCAGCTGGGGGTGAGG	V_CTCF_BR	0
chr6	42143722	42143872	id-86684	6.84e-06	-	CCCACATGGAGCTCACATTCCAGCAGGGGGAGACA	V_CTCF_BR	37
chr6	42153390	42153540	id-86685	6.39e-05	-	TGAGCAAGGCCAGCTGCTCACACCCGAGGAGGTCG	Upstream_CTCF	8
chr6	42165922	42166072	id-86686	4.24e-07	-	CACGCTGCTTCCACTGAGACCGGAAGGGGGCAGAG	Upstream_CTCF	23
chr6	42167058	42167208	id-86687	1	+	NA	NONE	2
chr6	42182615	42182765	id-86688	1.48e-06	-	AAAACTGGAAAGTCTTGTTCCACCAGGGGGAGCTG	V_CTCF_BR	40
chr6	42198114	42198264	id-86689	2.1e-06	-	CAGGCTACAACGCTACATTCCACCAGGTGGAGACA	Upstream_CTCF	40
chr6	42228419	42228569	id-86690	1.55e-05	+	GGTGGCGCCTGGGTAGGAAGCAGCAGGGGGTGATG	V_CTCF_BR	9
chr6	42228770	42228920	id-86691	1.28e-06	+	GCTCAACCGCCTCTTTTCTCCACCAGAGGGCTCCT	V_CTCF_BR	40
chr6	42231147	42231297	id-86692	8.21e-06	+	ATAGGCGTGAGGCTTTCTGCCTCGGGAGGGAGCTG	V_CTCF_BR	4
chr6	42268805	42268955	id-86693	3.45e-05	+	CCATTCAACAGCTGACTTTCCTCATGGGGGAGCTA	V_CTCF_BR	8
chr6	42277595	42277745	id-86694	1.56e-06	+	CTGGGACTACAAACATGCGCCACCAGGGGTCTCCT	Upstream_CTCF	40
chr6	42281775	42281925	id-86695	1.1e-05	-	GTTTGTCTTCAGTTATGAGCCACAAGAGGTCAGGA	V_CTCF_BR	12
chr6	42290535	42290685	id-86696	1.65e-07	-	CAGGTGTGGTTGGGTTTGGCCAGTAGGAGGCACCA	UpstreamP1_CTCF	24
chr6	42303692	42303842	id-86697	1	+	NA	NONE	4
chr6	42306683	42306833	id-86698	2.96e-05	-	TGGCAGTAGCATGTGTTCACCCCTAGTTGCAAGAA	UpstreamP1_CTCF	22
chr6	42364586	42364736	id-86699	3.28e-05	+	TACACACCCATACACACACCCTGAAGGAGGCGCTG	V_CTCF_BR	25
chr6	42371163	42371313	id-86700	6.05e-06	+	CACCCAGGATCGCCAGCAGCCACCAGGAGCCAGGA	V_CTCF_BR	27
chr6	42387740	42387890	id-86701	1	+	NA	NONE	15
chr6	42420860	42421010	id-86702	1.39e-07	+	TGCCGGGGAGGAGGGACGGCCACCGGGGGCCGCCC	V_CTCF_BR	16
chr6	42427759	42427909	id-86703	1.01e-05	+	TGTGCAGGATTAAGGGAAACCAGCAAGGGGTGGTA	Upstream_CTCF	3
chr6	42466374	42466524	id-86704	3.65e-07	+	TGAGCTGGTTGGCCTCCAGCCAGGAGGTGGCACTT	V_CTCF_BR	4
chr6	42478688	42478838	id-86705	3.42e-08	+	ATTTGGGAGGTAAGTCTTGCCACCAGGTGGCACAC	V_CTCF_BR	28
chr6	42499916	42500066	id-86706	1.27e-06	-	TGGAAGTTCATCCTGTTGGCCACTAGGGGGACTGG	UpstreamP1_CTCF	40
chr6	42515427	42515577	id-86707	5.23e-10	-	CCGGCACCGATGCCGGGAGCCTGCAGGGGGCGCCC	V_CTCF_BR	40
chr6	42517294	42517444	id-86708	1	+	NA	NONE	5
chr6	42531508	42531658	id-86709	1	+	NA	NONE	38
chr6	42533080	42533230	id-86710	1	+	NA	NONE	37
chr6	42536949	42537099	id-86711	1	+	NA	NONE	18
chr6	42550273	42550423	id-86712	1.35e-05	+	CTGTTGTTTCATATCCTTACCAATAGGTGATGTTG	UpstreamP1_CTCF	10
chr6	42626560	42626710	id-86713	1	+	NA	NONE	1
chr6	42629407	42629557	id-86714	3.22e-09	+	GTGTTGTTAGGCAGTCTGTCCTCTAGGGGGCGCCC	UpstreamP1_CTCF	40
chr6	42635819	42635969	id-86715	2.97e-06	+	AGCCTCTGTTCTCCTACAGTCAGGAGGGGGCACAG	V_CTCF_BR	3
chr6	42666173	42666323	id-86716	5.13e-05	+	CGCAGCCCAATTGTAATGGTCACCTGGTGGTGGGA	V_CTCF_BR	4
chr6	42688611	42688761	id-86717	1	+	NA	NONE	6
chr6	42694438	42694588	id-86718	6.04e-09	-	GAAGCCATTCTATTTAGGGCCACCAGGGGGCATCC	Upstream_CTCF	40
chr6	42712462	42712612	id-86719	8.23e-05	+	CTGTAATCCCAGCGCGCCACCACGCTGGGGGACGG	UpstreamP1_CTCF	12
chr6	42754015	42754165	id-86720	8.19e-06	+	AGTCTGTGTCCAGTCTAGACCACTAGGTGGGTGGA	UpstreamP1_CTCF	38
chr6	42787564	42787714	id-86721	2.91e-05	+	CTGGCAGTTCCTGATGCTGCTGATAGGGGGTAGAT	Upstream_CTCF	37
chr6	42835621	42835771	id-86722	9.66e-05	-	GGCTGAGCTCTCCTACCCTTCACTAGAGGGGGCTC	Upstream_CTCF	3
chr6	42844915	42845065	id-86723	7.55e-07	-	CAGGAATGGCTTTCTACTGCCAGCAGATGGTGCTA	V_CTCF_BR	40
chr6	42847565	42847715	id-86724	1	+	NA	NONE	26
chr6	42848736	42848886	id-86725	1	+	NA	NONE	4
chr6	42858293	42858443	id-86726	1	+	NA	NONE	13
chr6	42866727	42866877	id-86727	4.24e-07	-	TTTGTAATTCAGAAAAAATCCGGCAGATGGCGCGT	Upstream_CTCF	40
chr6	42869304	42869454	id-86728	2.58e-09	+	ATGCAGTGTACTACCTTGTCCACTAGGTGGTGCGG	UpstreamP1_CTCF	39
chr6	42878928	42879078	id-86729	5.96e-07	+	TCCCTCTGCTGAACTGCCGCCTCCAGCTGGCTCCA	V_CTCF_BR	16
chr6	42879621	42879771	id-86730	1	+	NA	NONE	24
chr6	42881569	42881719	id-86731	1.17e-05	+	CAAAAATACAAAAAATTAGCCAGGTGGTGGCGCAC	V_CTCF_BR	5
chr6	42896942	42897092	id-86732	1	+	NA	NONE	16
chr6	42912460	42912610	id-86733	7.02e-05	-	CTGGACAGCATAAGTCTCCACACTAGAGGGGAGTG	UpstreamP1_CTCF	12
chr6	42925986	42926136	id-86734	5.92e-05	+	CGATGACCTGGAACGTTAGCCATGAGATGGCAGTA	V_CTCF_BR	5
chr6	42931673	42931823	id-86735	1.59e-06	+	AACCTTTCATGCCACAACACCAGTAGGGGGCGGGA	V_CTCF_BR	40
chr6	42964458	42964608	id-86736	2.04e-05	+	GGAAGGAAAGAATTAAGCAACACTAGATGGAGCTC	V_CTCF_BR	23
chr6	42976984	42977134	id-86737	9.49e-08	+	CCACCGAGTCTGCCTCTCCCCACCAGGTGGCAGAG	V_CTCF_BR	40
chr6	42979024	42979174	id-86738	4.59e-07	-	CTGCCTTCCCCCAAGACAGCCAGTAGGGAGCAGAG	UpstreamP1_CTCF	17
chr6	43005101	43005251	id-86739	2.81e-05	+	CTGGTCCTCTCAATCTCTGCCTAGAGGGGGTGCTA	V_CTCF_BR	4
chr6	43037830	43037980	id-86740	1	+	NA	NONE	40
chr6	43042933	43043083	id-86741	5.98e-05	+	CAGCAGGGCCTGTAGGAAGGCATCTGGGGGATGGG	UpstreamP1_CTCF	6
chr6	43045733	43045883	id-86742	1	+	NA	NONE	13
chr6	43064449	43064599	id-86743	1	+	NA	NONE	4
chr6	43064973	43065123	id-86744	1	+	NA	NONE	17
chr6	43088922	43089072	id-86745	7.73e-06	-	TGTCCCACTCCCAGGAGGCCCTGGAGGGGGCAGAT	V_CTCF_BR	26
chr6	43097282	43097432	id-86746	1	+	NA	NONE	10
chr6	43097659	43097809	id-86747	4.3e-08	-	ATGTGGCTCACTCTTCAGGCCACCAGGGGCCGGCA	UpstreamP1_CTCF	40
chr6	43111336	43111486	id-86748	9.49e-08	-	GGCGCTCTCCCCTCCGTGGCCGCGGGAGGGCGCTC	V_CTCF_BR	40
chr6	43114109	43114259	id-86749	8.56e-05	+	CTGCACTCCCAGTGAACTTCCCCCTGGGAAAGGGG	UpstreamP1_CTCF	7
chr6	43117170	43117320	id-86750	1	+	NA	NONE	8
chr6	43122287	43122437	id-86751	1	+	NA	NONE	1
chr6	43138834	43138984	id-86752	9.51e-07	-	ACCTCCGCTCCCCATTGGCCCACAAGAGGGCGCTT	V_CTCF_BR	26
chr6	43139093	43139243	id-86753	1.83e-05	+	GGCGCGCCGCCCTAGCAGACGGACAGGGGGCGCTG	V_CTCF_BR	40
chr6	43142065	43142215	id-86754	4.65e-05	+	CAGGGCCTTTGCATTCCTCCCGCCAGCTGTCTCCC	V_CTCF_BR	28
chr6	43149692	43149842	id-86755	1	+	NA	NONE	6
chr6	43170864	43171014	id-86756	6.05e-06	-	CCTGGCTGACACCCTAACACCACCTGCTGGCAGCG	V_CTCF_BR	4
chr6	43179879	43180029	id-86757	6.43e-06	-	GGGAGACAGGCTGAACCTGCCTCCTGGTGGAAGGA	V_CTCF_BR	30
chr6	43185664	43185814	id-86758	1	+	NA	NONE	4
chr6	43190917	43191067	id-86759	4.88e-05	-	CCGCAGCAGGGTTTCCTCTGCAGAGGGGGCAGGCA	UpstreamP1_CTCF	1
chr6	43197149	43197299	id-86760	2.74e-08	+	CAGCCGCCCGCGCTCTCCGGCGCCAGGGGGCGCCA	V_CTCF_BR	40
chr6	43231311	43231461	id-86761	4.41e-06	+	GCACAGTGTTTTGCACAGGCCGGGAGGGGGCGATC	V_CTCF_BR	40
chr6	43233529	43233679	id-86762	1.04e-05	+	AGTGTCCCTTTCTGGGTCTCCAGGTGAGGGAGCTG	V_CTCF_BR	3
chr6	43248556	43248706	id-86763	2.78e-06	+	AGAGAGGAGGTGAGAGGAGCCCCCAGGTGGAGGAA	V_CTCF_BR	2
chr6	43254909	43255059	id-86764	1.04e-06	+	CCTCTACTGCCCTCTGGGTCCAGCAGAGGGAGTGG	Upstream_CTCF	33
chr6	43258642	43258792	id-86765	4.01e-05	+	ATGAGTGAGAGGTGTCTGGCCGCCATGGGGCAGGA	V_CTCF_BR	1
chr6	43267615	43267765	id-86766	1.21e-06	-	GCAGCATCACGCCCCCTGTCCAGAAGGTGCTGCTC	Upstream_CTCF	4
chr6	43275994	43276144	id-86767	2.19e-05	+	AGGTCTTACCTCTGCATGCCCGCCAGGGGACAGGA	UpstreamP1_CTCF	33
chr6	43281708	43281858	id-86768	1	+	NA	NONE	1
chr6	43285319	43285469	id-86769	1	+	NA	NONE	0
chr6	43302335	43302485	id-86770	1.1e-05	-	TCTTTATATCTTCCTTGAACCAGCAGAGGGAGAAC	V_CTCF_BR	39
chr6	43323746	43323896	id-86771	1	+	NA	NONE	40
chr6	43346598	43346748	id-86772	1	+	NA	NONE	17
chr6	43354391	43354541	id-86773	1	+	NA	NONE	25
chr6	43365868	43366018	id-86774	1	+	NA	NONE	37
chr6	43370669	43370819	id-86775	3.11e-05	+	TGAGAGTTCCAGGAAGTGGCCACTTGGAGGTGGTA	V_CTCF_BR	31
chr6	43395263	43395413	id-86776	6.21e-05	-	CGGCCGGGGTGCTGGGCCCGCCCCGGCTGGCACCC	V_CTCF_BR	40
chr6	43410901	43411051	id-86777	1.84e-06	-	ACTGGCTCAGGGCACACATGCAGCAGGGGGCAGAG	V_CTCF_BR	4
chr6	43422348	43422498	id-86778	1.74e-10	+	ACTGCAGTGCCGCCTCCGGCCGGCAGAGGTCAACG	Upstream_CTCF	40
chr6	43425502	43425652	id-86779	1	+	NA	NONE	14
chr6	43461206	43461356	id-86780	5.17e-06	-	CCATCCCTTCAACACCAGCCCAGGAGAGGGAGACA	Upstream_CTCF	6
chr6	43463208	43463358	id-86781	1	+	NA	NONE	40
chr6	43464533	43464683	id-86782	9.71e-06	+	GCTGCAACCCAGCTAATTACAGGTGGGGGCCAGGG	Upstream_CTCF	40
chr6	43473540	43473690	id-86783	1	+	NA	NONE	18
chr6	43474555	43474705	id-86784	3.63e-08	-	TTGGAACTACCAGTAAGCACCACTAGGGGGCAGTA	Upstream_CTCF	40
chr6	43476144	43476294	id-86785	1	+	NA	NONE	16
chr6	43477161	43477311	id-86786	7.78e-06	+	GGTGCAGTGCCCGGGACCCCCTTGCGAGGGGGCGC	Upstream_CTCF	11
chr6	43543890	43544040	id-86787	2.1e-06	-	CCTGCCCGGGCAACCGTCCCCAGCAGGGATCAGAC	Upstream_CTCF	39
chr6	43576137	43576287	id-86788	1.19e-06	+	CGCCCTTTTCCGCTTTTGCCCACTAGGTGGCACTT	V_CTCF_BR	40
chr6	43625266	43625416	id-86789	2.81e-05	+	AGGACAATAGTCACCCACACCTCTAGGGGGAAACA	V_CTCF_BR	10
chr6	43632914	43633064	id-86790	1.84e-06	-	AGGGTCCACCTTACCCGAGACAGCAGAGGGCAGAT	V_CTCF_BR	0
chr6	43635071	43635221	id-86791	4.55e-09	+	GCAGCAATGCTCAGTTCAGGCAGCAGAGGGCAGCA	Upstream_CTCF	40
chr6	43636126	43636276	id-86792	2.89e-07	+	TGCGCAGCACTGCCCCCTGCCAGGCGGGGGCACTG	Upstream_CTCF	40
chr6	43691672	43691822	id-86793	3.97e-07	+	GGGGTGATTTTGGCTAGAGCCAGCAGGGGTCACTG	V_CTCF_BR	40
chr6	43707478	43707628	id-86794	7.55e-07	-	TCCACAGGGATGCAAGGAGACACCAGGTGGCAGGA	V_CTCF_BR	7
chr6	43716617	43716767	id-86795	9.29e-06	+	TGGGATATTTCTTGTGTGTCCACTAGGTGCCTGGC	Upstream_CTCF	11
chr6	43726349	43726499	id-86796	1.1e-06	-	CACCTAGTGCCACCCCGAGCCTCTAGAGGGCGAGG	V_CTCF_BR	40
chr6	43737298	43737448	id-86797	1.15e-07	+	CGGGGTGTGCAGACGGCAGTCACTAGGGGGCGCTC	V_CTCF_BR	40
chr6	43738989	43739139	id-86798	3.16e-05	-	CTCGCAGCGGCCCGCGGCGCCAGCAGGGCACGACC	Upstream_CTCF	4
chr6	43740422	43740572	id-86799	1	+	NA	NONE	31
chr6	43741177	43741327	id-86800	5.12e-07	-	ATGCCTTGGCACTGCCCAGCCCCTAGGGGGCCCCC	UpstreamP1_CTCF	40
chr6	43742595	43742745	id-86801	9.78e-09	+	TGTGAACTTCCCTCCCAGGCCAGCAGAGGGCTGGC	Upstream_CTCF	40
chr6	43747104	43747254	id-86802	1	+	NA	NONE	0
chr6	43748052	43748202	id-86803	2.6e-06	-	TCACAGTGGCTCCCAGTCCCCGGCAGGGGGCAAAG	V_CTCF_BR	2
chr6	43765331	43765481	id-86804	5.34e-06	-	ACCATCTAAATAGCCATCACCACCAGGTGTCTCCC	V_CTCF_BR	10
chr6	43768966	43769116	id-86805	2.19e-05	+	ATGATGGCATCAGGCTTGACCACTAGGGGCTTCCT	UpstreamP1_CTCF	34
chr6	43785042	43785192	id-86806	1.04e-05	-	GGGTTTGCAGGCTGCTCTCCTGCCAGGGGGCAGCA	V_CTCF_BR	39
chr6	43789586	43789736	id-86807	8.64e-05	+	GTTGAGAAGCTGGAAAAAGCCAGCAGGGGAGGCTA	Upstream_CTCF	1
chr6	43791877	43792027	id-86808	2.31e-06	+	GAAGCAGTGGGAGCCAGGCCCTCCAGGAGGCCTGG	Upstream_CTCF	4
chr6	43792340	43792490	id-86809	2.46e-06	+	CTGTGGCTGTCACCCCAGCCCAGGAGAGGGACGTG	UpstreamP1_CTCF	1
chr6	43806121	43806271	id-86810	3.22e-07	-	TTGGCAGTTCTTTTTCAGACCACTAGATGTCACTT	Upstream_CTCF	40
chr6	43820954	43821104	id-86811	1	+	NA	NONE	10
chr6	43823643	43823793	id-86812	2.43e-06	+	AGCTGTCAGATTGTGCAGTCCAGGAGAGGGCGGAA	V_CTCF_BR	0
chr6	43824019	43824169	id-86813	7.84e-05	+	GCAATTGCAAGCATTCTGGCCAGCAGGTGGCCAGG	V_CTCF_BR	40
chr6	43824313	43824463	id-86814	2.33e-07	-	CTGCACAACCTCTCCAGGGCCTCCAGGTGACAGCA	UpstreamP1_CTCF	7
chr6	43828127	43828277	id-86815	3.28e-07	+	GAGCAGCCCTCTTCACTGAGCTCCAGGGGGTGGGA	UpstreamP1_CTCF	1
chr6	43845677	43845827	id-86816	1.48e-06	-	TCGGTGCCTGGCTCCACCCCCTGCAGGGGGTGCTG	V_CTCF_BR	6
chr6	43845955	43846105	id-86817	1.71e-06	-	GAGGGTGTGGGGGGCATTGTCACTAGAGGGAGCAG	V_CTCF_BR	6
chr6	43853280	43853430	id-86818	6.19e-06	-	AAGCACATATGCTGAAGGCCCACCAGATGGGGCTG	UpstreamP1_CTCF	13
chr6	43862419	43862569	id-86819	2.23e-06	-	AAGCGGTAGCTTCAGCACATCAGCAGGGGGCGGGA	UpstreamP1_CTCF	5
chr6	43894541	43894691	id-86820	3.4e-06	-	CCCGGCTTCTCTGACTCAGGCGGCAGAGGGAGGAG	V_CTCF_BR	20
chr6	43895190	43895340	id-86821	2.81e-06	+	GGTTCCATCCCAAACTTTGCCACTGGGAGGCTGTA	Upstream_CTCF	33
chr6	43902346	43902496	id-86822	2.58e-05	+	CCTGCAGGGGCAGTGGCGGGGACAAGAAGGGAAGG	Upstream_CTCF	3
chr6	43911606	43911756	id-86823	3.65e-05	-	GCCCCACACCCCAGACAGACCACCAGGGTGAGGCA	UpstreamP1_CTCF	2
chr6	43917568	43917718	id-86824	1.06e-05	+	CCTGAGATCTCAGCTCCTTCCTCCAGGGTGAGCCA	Upstream_CTCF	7
chr6	43919109	43919259	id-86825	7.11e-06	-	GCTGCCAGGGCTCGGGCCGCCCCCAGGGTGTGCTG	Upstream_CTCF	40
chr6	43919876	43920026	id-86826	1.61e-05	+	CAGAGATGCCACCCAGAAGCCAGCAGAGGCACCCT	UpstreamP1_CTCF	22
chr6	43920528	43920678	id-86827	2.43e-06	-	GGAGCAGCACATGCAAAGGCCCCGGGGTGGAAACA	Upstream_CTCF	37
chr6	43921590	43921740	id-86828	6.39e-08	-	CTCGTCCTTGGGGCTGGGTCCAGCAGAGGGAGCTG	V_CTCF_BR	40
chr6	43938663	43938813	id-86829	3.4e-06	-	GCGCCCTATTGGGCCTCAGCCCCTGGGGGGCAGAG	V_CTCF_BR	0
chr6	43938956	43939106	id-86830	1	+	NA	NONE	2
chr6	43940280	43940430	id-86831	4.68e-07	-	TCAGCAAACCTTTCCAGGGCCAGCAGTGGGCTCAG	V_CTCF_BR	11
chr6	43945171	43945321	id-86832	1	+	NA	NONE	26
chr6	43946558	43946708	id-86833	1	+	NA	NONE	2
chr6	43964840	43964990	id-86834	9.71e-06	-	GCTGCCCTTCTCAGCTCATCCAGCAGGGTCTCCAA	Upstream_CTCF	17
chr6	43969137	43969287	id-86835	1.11e-05	-	CCATTAGTGTTGCTTCCTGCCCATAGGGGGTGCTA	Upstream_CTCF	39
chr6	43970592	43970742	id-86836	6.84e-06	-	CCAGGAGGGGACGCAGGGGGCGGCAGAGGCCGCGA	V_CTCF_BR	35
chr6	43971228	43971378	id-86837	2.81e-05	-	CAGGAAGGTAATTTCCCCGCCAGGGGAGGGAGTCC	V_CTCF_BR	7
chr6	43972968	43973118	id-86838	2.34e-06	-	AGTCAGTGGCAGAAATGGCACAGTAGGGGGCTCTG	UpstreamP1_CTCF	40
chr6	43978974	43979124	id-86839	1.31e-05	+	CCAGATCCAGCTGTCCTTAACTCTAGGGGGCAATG	V_CTCF_BR	22
chr6	43992402	43992552	id-86840	1.73e-05	-	AAAGCTAGAGGGAGCCTGGGCTGTGGATGGCAGCA	V_CTCF_BR	6
chr6	43996723	43996873	id-86841	3.4e-06	-	CTAACCTATGCTTCCCTGGCCAGCAGGGGCTGGAA	V_CTCF_BR	37
chr6	43997200	43997350	id-86842	1	+	NA	NONE	6
chr6	44019013	44019163	id-86843	1	+	NA	NONE	1
chr6	44019841	44019991	id-86844	1	+	NA	NONE	1
chr6	44020240	44020390	id-86845	3.88e-07	-	CTGCAGGCCAGTAAGGCACACAGCAGGGGGTGGAA	UpstreamP1_CTCF	14
chr6	44022749	44022899	id-86846	1.47e-05	+	CTGGGGTGGCAGTGTGGGGCCGGGTGAAGGCAGCA	V_CTCF_BR	12
chr6	44030642	44030792	id-86847	8.53e-09	-	TGATCAGTGCTGCCACTGGCCTCTAGGGGGCACTG	Upstream_CTCF	40
chr6	44041701	44041851	id-86848	1	+	NA	NONE	30
chr6	44042384	44042534	id-86849	1.77e-10	-	TTCCTGCACTTCCTAGTGGCCAGCAGAGGGCGCCG	V_CTCF_BR	40
chr6	44044208	44044358	id-86850	1	+	NA	NONE	6
chr6	44046997	44047147	id-86851	8.19e-10	-	TCTGCAGTTATATGAATGGCCACCAGGAGTCACCC	Upstream_CTCF	40
chr6	44055021	44055171	id-86852	1.34e-06	-	CGTGAAGAACCCAGTTTTGCCACTAGCTGGCTGTA	Upstream_CTCF	9
chr6	44063664	44063814	id-86853	1	+	NA	NONE	1
chr6	44064558	44064708	id-86854	1.3e-07	+	CAGCTGAACGCCCCTTTGCCCACTAGATGGCACAA	UpstreamP1_CTCF	40
chr6	44067911	44068061	id-86855	4.03e-06	+	AGGTCATACCACAGCAGTGCCACTAGGAGGCTGCA	UpstreamP1_CTCF	40
chr6	44081271	44081421	id-86856	1	+	NA	NONE	38
chr6	44096019	44096169	id-86857	1	+	NA	NONE	24
chr6	44096242	44096392	id-86858	1.84e-05	-	GACCTCTGCCCAGGGGACCCAGGCAGGGGGCAGCA	UpstreamP1_CTCF	19
chr6	44101003	44101153	id-86859	1.48e-05	-	CGGGAGCAGCATCCCTTAGCCCCCAGGGGGACTCA	UpstreamP1_CTCF	26
chr6	44103687	44103837	id-86860	1.79e-08	-	CCTGCAGTTCCAGAGTTGACTGGCAGGGGCCGGGG	Upstream_CTCF	20
chr6	44118450	44118600	id-86861	7.73e-05	+	GGGGTTACCCCAAAGGCACCCACAAGGTGTCTTGG	Upstream_CTCF	0
chr6	44119710	44119860	id-86862	5.46e-12	-	GCTGCTGTTTCTTGTTGGGCCACCAGGGGGCGCTG	Upstream_CTCF	40
chr6	44125025	44125175	id-86863	1.47e-05	+	AAGACCACTTCCTCCTTTCACAGCTGGGGGCAGCA	V_CTCF_BR	11
chr6	44140547	44140697	id-86864	7.55e-07	+	GGCGTGTCATCAGGTCTGGCCACTAGGAGGCGCTT	V_CTCF_BR	40
chr6	44151655	44151805	id-86865	2.1e-05	+	CAGCAGCAGCGAGGTTCTAGCCCAGGAGGGTGGGG	UpstreamP1_CTCF	2
chr6	44187213	44187363	id-86866	1	+	NA	NONE	6
chr6	44187542	44187692	id-86867	6.43e-06	+	TGCCGGGCGGGACAGGGGGCCAGTAGGGGGACCCG	V_CTCF_BR	13
chr6	44189377	44189527	id-86868	6.34e-08	+	GTTGGGGCTCCCAGGCTGTCCAGCAGGGGGCCCTG	Upstream_CTCF	40
chr6	44191137	44191287	id-86869	9.51e-07	+	GGCGGAGCGCGCGGAGTCGCCGCGGGGTGGCAGGG	V_CTCF_BR	9
chr6	44191581	44191731	id-86870	8.46e-07	+	GCTGCGGTCACGTTGACCTCCGCAAGGGGCAGGCG	Upstream_CTCF	34
chr6	44191922	44192072	id-86871	1.23e-05	+	CTCCAACCCTGCCCTCACACCTCTAGGGGTCTCTC	UpstreamP1_CTCF	15
chr6	44195292	44195442	id-86872	8.02e-05	+	CTTTCGGCTCCTCCCGCCACCACTGTGGGGAGATA	Upstream_CTCF	1
chr6	44201981	44202131	id-86873	1.02e-07	-	CTGTCCCTCCCCTGTGGCCCCAGCAGGGGGCATTG	UpstreamP1_CTCF	40
chr6	44202595	44202745	id-86874	1.82e-07	+	GCTGCTCACTCAGCCCTGGCCAGCAGATGGCTACA	V_CTCF_BR	39
chr6	44203775	44203925	id-86875	9.06e-08	+	CTGCAGGGATGGCTCCCGACCCCAAGTGGGCGCTC	UpstreamP1_CTCF	8
chr6	44205757	44205907	id-86876	1.64e-09	-	GAGCAGTGGGGCCTGACGCCCGCCAGGGGGCGCGC	UpstreamP1_CTCF	40
chr6	44206415	44206565	id-86877	2.91e-05	-	GGTGGAGAGGAGATCACACCCAGGAGGGGCCGAGG	Upstream_CTCF	3
chr6	44214027	44214177	id-86878	7.27e-06	+	GACAGGTCAGAGCGGGTCGCCGGGTGGGGTCGCTG	V_CTCF_BR	36
chr6	44221355	44221505	id-86879	8.81e-07	-	GGGAAAAAAACACTAGACACCAGCAGGGGGAGCCA	V_CTCF_BR	40
chr6	44225332	44225482	id-86880	5.13e-05	-	TCAGGGCTGGGGCTCCCCGCGCCCAGGGGCAGCCC	V_CTCF_BR	40
chr6	44232702	44232852	id-86881	8.16e-07	-	CCCCACGCCTGCCACTCCCCCACGTGGGGGCGCTG	V_CTCF_BR	40
chr6	44233201	44233351	id-86882	9.84e-06	-	GTTCGGCTGCCCACAGTAACCGCTGGGTGGACCTG	UpstreamP1_CTCF	15
chr6	44235858	44236008	id-86883	3.05e-07	+	GTGGCAGTCCCTTTTATGGCCACATGAGGTCAGCA	Upstream_CTCF	40
chr6	44238414	44238564	id-86884	7.15e-05	-	GAGCCAGGGGGGGACATGGCGTAGAGGGGGCGCGT	V_CTCF_BR	0
chr6	44254768	44254918	id-86885	7.78e-06	-	GATGGACTGCCAGCCTCTCCTACCAGATGGGGCGC	Upstream_CTCF	9
chr6	44266269	44266419	id-86886	1	+	NA	NONE	13
chr6	44272605	44272755	id-86887	1.12e-08	-	TATGTATTCCCCAGGATGGCCACCAGGGGTCTCTG	Upstream_CTCF	40
chr6	44273071	44273221	id-86888	5.96e-07	-	GGAGAGGGGCCCTCCAGGGGCAGCAGTGGGCAGGA	V_CTCF_BR	1
chr6	44281060	44281210	id-86889	5.08e-07	-	CGCCCCCTGAGTCCTCCTACCGCCAGGGGCCGCTG	V_CTCF_BR	40
chr6	44306367	44306517	id-86890	6.46e-07	-	GCGCGTGTCCCATAAGTGTGCACCAGAGGGCAGTA	V_CTCF_BR	40
chr6	44365655	44365805	id-86891	1.18e-05	-	CAGCAGGCCAACCTGGGGGCCACAAGGGGCACTGT	UpstreamP1_CTCF	18
chr6	44398972	44399122	id-86892	7.17e-05	+	TTATTTGTATTACCAACTTCCAGCAGGGTGTGCTG	Upstream_CTCF	40
chr6	44424109	44424259	id-86893	4.88e-08	-	AAGCCATTCCTCTGTTTAACCACCAGATGGCACTG	UpstreamP1_CTCF	40
chr6	44425314	44425464	id-86894	3.4e-06	-	TCTGCAAATTCACCCTGGCCCATAAGGGGCAGCTC	Upstream_CTCF	8
chr6	44437649	44437799	id-86895	1.3e-09	+	GCCGCAGTTCCACACGTGGCCACGTGAGGGCGATG	Upstream_CTCF	40
chr6	44442120	44442270	id-86896	8.19e-06	-	CTGACAGGAGCTACGACTCCCAGCAGAGGGCCGCC	UpstreamP1_CTCF	0
chr6	44443534	44443684	id-86897	6.39e-08	+	AGCAAGGTGCATCCGGCGGCCAGCAGGTGTCACTG	V_CTCF_BR	40
chr6	44453472	44453622	id-86898	2.4e-05	+	GCCCCAGCATCCTGATCCCCCAAAAGGGGGTGCTG	V_CTCF_BR	21
chr6	44462066	44462216	id-86899	4.44e-06	-	TAGCTGGACAGTTCTCCTACCAGTAGAGGACACTG	UpstreamP1_CTCF	40
chr6	44527368	44527518	id-86900	1.92e-05	+	TAGTAGTGGGCATCTTGGCCGGCTAGAGGGTGCTC	UpstreamP1_CTCF	4
chr6	44539365	44539515	id-86901	1.64e-06	-	CTGCTTTGCCTTGGTAGGGTAAGCAGATGGCAGCA	UpstreamP1_CTCF	7
chr6	44561309	44561459	id-86902	3.42e-08	+	CCTGTTCAAAGTCATATGGCCAGCAGGTGGCAGAG	V_CTCF_BR	40
chr6	44595471	44595621	id-86903	3.84e-06	-	GCGCAATGTTTTGCCCTTAGCACTAGGTGGTGATT	UpstreamP1_CTCF	14
chr6	44598266	44598416	id-86904	5.51e-07	+	AGAAGCTCACCCCTGCTGACCACAAGATGGCAACA	V_CTCF_BR	40
chr6	44613144	44613294	id-86905	1.34e-06	-	TGAGTAATTTTCTAAATGGACTGCAGAGGGCCCGC	Upstream_CTCF	35
chr6	44623351	44623501	id-86906	2.17e-09	+	CCCGCAGGGACGCCCGCAGACACCAGGTGGCGCCC	V_CTCF_BR	40
chr6	44625371	44625521	id-86907	1.84e-05	+	AGGCTCCGTCGCCCAAGGACCTCTAGGAGGTGTTG	UpstreamP1_CTCF	20
chr6	44635971	44636121	id-86908	4.11e-08	+	TTTGCAGTTCCTACCCCTGCCGACAGATGGCTAAG	Upstream_CTCF	38
chr6	44649517	44649667	id-86909	4.5e-05	-	ATGCCATAGGCTGCCTGGGTAGCCAGGGGGCAAAG	UpstreamP1_CTCF	10
chr6	44665112	44665262	id-86910	1.69e-05	-	GTGAACTGTCTCTGAGCCTCCTCTTGGGGCAGCCA	UpstreamP1_CTCF	14
chr6	44673215	44673365	id-86911	2.15e-05	-	TCAGTGGACAACGTTTTGGTCACTAGGAGGCAGAA	V_CTCF_BR	5
chr6	44692949	44693099	id-86912	2.72e-05	-	CTTCCGTGACATTCTGCAGCCGTGAGATGGCAGAA	UpstreamP1_CTCF	4
chr6	44707072	44707222	id-86913	1.17e-05	+	GGCCGGGCCTGCTGAGGAGCCAGCAGGGGAAGCTC	V_CTCF_BR	1
chr6	44746367	44746517	id-86914	7.62e-07	-	TAGGCTCTGCCAAGAGGGGGCACTAGATGGAGACT	Upstream_CTCF	10
chr6	44748488	44748638	id-86915	1	+	NA	NONE	3
chr6	44759193	44759343	id-86916	1	+	NA	NONE	2
chr6	44767997	44768147	id-86917	9.78e-07	+	GTCCAGTGGCATGTTATTTCCACTGGGTGGGAGCC	UpstreamP1_CTCF	9
chr6	44826856	44827006	id-86918	4.5e-05	+	ATGTTTTATTTGTTTCACTCCAGAAGAGGGTGATA	UpstreamP1_CTCF	13
chr6	44889681	44889831	id-86919	1	+	NA	NONE	16
chr6	45052219	45052369	id-86920	1	+	NA	NONE	2
chr6	45054539	45054689	id-86921	3.45e-05	+	AAGATATCAGTAATAGTGAACACTAGGTGTCAGTG	V_CTCF_BR	11
chr6	45193949	45194099	id-86922	1	+	NA	NONE	25
chr6	45343241	45343391	id-86923	2.97e-06	-	GGCCAGGCTTCCAGCCTGGGCTGCAGAGGGAGACC	V_CTCF_BR	7
chr6	45345244	45345394	id-86924	6.82e-05	-	CCGGAGTGTTGAAGGGAGGGCGGCTGTGGGAGGCG	V_CTCF_BR	24
chr6	45345855	45346005	id-86925	1	+	NA	NONE	38
chr6	45387354	45387504	id-86926	1	+	NA	NONE	36
chr6	45389424	45389574	id-86927	5.96e-07	-	CGCTGCCGCCGCCAGCCGGCCGCGAGAAGGAGCCC	V_CTCF_BR	35
chr6	45389907	45390057	id-86928	1	+	NA	NONE	33
chr6	45409512	45409662	id-86929	1	+	NA	NONE	9
chr6	45415560	45415710	id-86930	2.04e-05	-	CAGAACGCCTCTCACATCACCGCATGTTGGCAGCA	V_CTCF_BR	4
chr6	45468775	45468925	id-86931	6.18e-07	+	TCAGCTATTCCTCATGTGACCGATAGAGGTCCCAC	Upstream_CTCF	35
chr6	45495036	45495186	id-86932	3.86e-05	-	GTTACAATTCTCCACCCAACCGCCAGAGTGAGCTT	Upstream_CTCF	3
chr6	45545633	45545783	id-86933	5.92e-05	-	ACATCTCTTGGTTATTTCTCCACAAGTAGGCAGTC	V_CTCF_BR	9
chr6	45554244	45554394	id-86934	1.13e-05	-	CACCCTTTCCTCCCTGCACCCTCCAGGGGGCCCTC	UpstreamP1_CTCF	0
chr6	45577117	45577267	id-86935	1	+	NA	NONE	3
chr6	45581522	45581672	id-86936	2.1e-05	-	GGTGCACTGTGAACAAGAACCAGCATGTGCTGGCG	Upstream_CTCF	18
chr6	45585234	45585384	id-86937	6.43e-06	-	TTTCCCTAGCCAGCCCAATCCAGGAGAGGGAAGCC	V_CTCF_BR	26
chr6	45623586	45623736	id-86938	2.27e-05	+	GAAACCAACCCTCCTGTTCCCTGCAGAGGGCTGGT	V_CTCF_BR	10
chr6	45631522	45631672	id-86939	1	+	NA	NONE	18
chr6	45680257	45680407	id-86940	8.21e-05	+	AGGAGGAGAACTGAAGCATGCACCAGTTGCCACCA	V_CTCF_BR	11
chr6	45682580	45682730	id-86941	8.19e-06	-	CTGTTTTCCATGCAAGAATCCAGTAGAGGGGGATG	UpstreamP1_CTCF	39
chr6	45689524	45689674	id-86942	9.49e-08	-	GAGAGGGTGGAAATGCCAGCCAGCAGAGGGTGCTG	V_CTCF_BR	28
chr6	45803525	45803675	id-86943	1	+	NA	NONE	13
chr6	45808917	45809067	id-86944	5.67e-06	+	GCAGGGATACTCCTACTAGCCGCTAGGTGGACTTG	Upstream_CTCF	4
chr6	45847945	45848095	id-86945	6.15e-05	+	TCTGGTATTTCCATTCCTGCCTGATGAGGCCGAAT	Upstream_CTCF	4
chr6	45883660	45883810	id-86946	1.84e-06	-	TACAGCCCTCTTGGCTTTGCCTCCAGAAGGCAGTG	V_CTCF_BR	4
chr6	45890631	45890781	id-86947	8.21e-06	-	TTGTTTGCTCAGGGATAAGCCAGAAGGTGTCGCCA	V_CTCF_BR	40
chr6	45894272	45894422	id-86948	3.03e-05	+	AGATCATTAAATGCTTTGTCCACCAGGGGTCTTAG	Upstream_CTCF	18
chr6	45898280	45898430	id-86949	2.19e-08	+	GCGACGATTCCTCTGCCTGCCAGAAGAGGGCAGCA	V_CTCF_BR	40
chr6	45914241	45914391	id-86950	7.27e-06	-	GACAGCCTGGCCTTCTGGTTCTCTAGGGGGCAGCA	V_CTCF_BR	36
chr6	45959022	45959172	id-86951	9.84e-05	+	GGCACTGTACCATAGGCAGCCTCTAGGGGCTGAGG	V_CTCF_BR	29
chr6	45982896	45983046	id-86952	1	+	NA	NONE	7
chr6	46010245	46010395	id-86953	1.7e-05	+	ACAGTCATGCCTCTGAAAAACCCTAGAGGGTGCTG	Upstream_CTCF	39
chr6	46057962	46058112	id-86954	3.4e-06	+	GTTTTTCTGCATGTATAATCCACCAGGTGGCACTG	V_CTCF_BR	40
chr6	46071295	46071445	id-86955	2.94e-06	+	GCTGCCATTCTTTCTGCAACCTCAGGATGGCATAC	Upstream_CTCF	18
chr6	46097679	46097829	id-86956	2.84e-05	-	GCGCAGTGGCAGGCGCCGCGCCGCGGGGCACAGCC	UpstreamP1_CTCF	12
chr6	46152000	46152150	id-86957	1	+	NA	NONE	21
chr6	46175060	46175210	id-86958	2.28e-05	-	GCTTTGTTTCTGAAATTGTACAGTGGATGGCAGCA	Upstream_CTCF	8
chr6	46189035	46189185	id-86959	4.31e-05	+	GCGGAGCCTACTATTTCTTCCACTAGAGGACACCA	UpstreamP1_CTCF	39
chr6	46338538	46338688	id-86960	8.46e-07	+	GATGTCCTTCCCCAGGGCACCACTAGAAGTCACCT	Upstream_CTCF	9
chr6	46378193	46378343	id-86961	4.59e-07	-	ATGCCTTTTTGCCTTGTGGCCAGAAGGTGGAGAAA	UpstreamP1_CTCF	38
chr6	46387403	46387553	id-86962	4.31e-07	+	GGCTGCTGAATAATGAAGACCAGCAGATGGCAGCA	V_CTCF_BR	39
chr6	46388950	46389100	id-86963	3.63e-06	+	GTCCACTGTAATAACCCAGACAGGAGGTGGCAGAG	V_CTCF_BR	7
chr6	46458541	46458691	id-86964	8.64e-05	+	GGCTCCTTTGGACCCGCGCCCCCTAGAGGGGGGTC	Upstream_CTCF	37
chr6	46459630	46459780	id-86965	1.97e-06	-	TGGGCCGGGCGCAGGGCTCCAGCCAGAGGGCGCCA	V_CTCF_BR	38
chr6	46497746	46497896	id-86966	3.24e-06	+	TTTGTGTTTCCAACCCTGACCTACAGGGGACAATG	Upstream_CTCF	2
chr6	46522985	46523135	id-86967	2.67e-06	+	GCTGTAGTGCCCTTCCTCTCCACCACATGGTTCCC	Upstream_CTCF	5
chr6	46594145	46594295	id-86968	1.85e-05	-	ATTGCTCTTCCTCTTTTGACCACAGAGGGGAGTAT	Upstream_CTCF	38
chr6	46623598	46623748	id-86969	9.78e-07	-	GAGCTGTGCGCACCATTCCCCTATAGGGGGCAGAT	UpstreamP1_CTCF	39
chr6	46645108	46645258	id-86970	1	+	NA	NONE	39
chr6	46672426	46672576	id-86971	3.45e-05	+	AGCATTAAACAGTTTGGTGCCCCTAGGTGGCAATA	V_CTCF_BR	19
chr6	46701879	46702029	id-86972	6.67e-08	+	CAGCTGTGATCTTATCTGGCCGGCAGGGGGATGCT	UpstreamP1_CTCF	25
chr6	46749314	46749464	id-86973	1.28e-06	-	CTCTTTGGTATTAAGTGTTCCACAAGAGGGCGCCC	V_CTCF_BR	39
chr6	46816784	46816934	id-86974	2.19e-08	+	GGGACGCCTCCTCTCAGGCCCAGCAGGGGGCGCGC	V_CTCF_BR	39
chr6	46823808	46823958	id-86975	1.95e-07	-	CTAGAGATTCCGGCAGTGACCACTAGAGGGTGGAA	Upstream_CTCF	40
chr6	46830263	46830413	id-86976	7.55e-07	-	CAGTACCATGTGTTCCATACCTCCAGGGGGCAGCG	V_CTCF_BR	18
chr6	46871088	46871238	id-86977	1	+	NA	NONE	10
chr6	46950755	46950905	id-86978	3.41e-07	-	CTTGTATTTTCAGCAAACACCACTGGAGGCCAGCC	Upstream_CTCF	24
chr6	46958774	46958924	id-86979	5.41e-07	-	CTGTACTTACCCTTATCAAACTTCAGGGGGCAGTC	UpstreamP1_CTCF	39
chr6	46977445	46977595	id-86980	1.73e-05	+	ACGATGTCTTGAGTTTCATTCACTAGGTGGCAGCC	V_CTCF_BR	23
chr6	46977838	46977988	id-86981	1	+	NA	NONE	0
chr6	46984064	46984214	id-86982	1	+	NA	NONE	6
chr6	47015404	47015554	id-86983	5.68e-06	-	ACAACGTTGTGAATCTTGGCCACTAGATGTCTCTC	V_CTCF_BR	40
chr6	47040898	47041048	id-86984	1.01e-05	-	AGGGTTATTTCATCTCTAACCACTAGGAGGCTTTT	Upstream_CTCF	39
chr6	47047499	47047649	id-86985	1	+	NA	NONE	33
chr6	47062206	47062356	id-86986	1.41e-06	+	TTGTTTTGGAGAGACCGGTCCACCAGGTGGTAGAA	UpstreamP1_CTCF	26
chr6	47064350	47064500	id-86987	7.78e-06	-	AATGAAGTGGCAGCACAATCCACCAGGGTGTGCCT	Upstream_CTCF	14
chr6	47065193	47065343	id-86988	2.38e-07	+	TTGGCTTCTCTGACTTCAACCTGCAGAGGGCACTG	V_CTCF_BR	40
chr6	47106250	47106400	id-86989	5.68e-06	-	GGTGGGGATTTCGGGGCAGGCTGAAGAGGGAGCTA	V_CTCF_BR	1
chr6	47136178	47136328	id-86990	1	+	NA	NONE	12
chr6	47148421	47148571	id-86991	3.36e-05	-	ACGCTCTAGTCCCAGGGGGCCCCTAGAGGTGAGGT	UpstreamP1_CTCF	12
chr6	47156398	47156548	id-86992	5.01e-06	+	CTTTCACCCAGTTGTTTTACCTGCAGAGGGTGGAG	V_CTCF_BR	3
chr6	47209641	47209791	id-86993	5.65e-05	-	TGATCCCAGGGAGCTCTAGACAGCAGATGGCCCTC	V_CTCF_BR	15
chr6	47220522	47220672	id-86994	1.5e-05	-	TTTTTACTACACCGCCTCTCCTCCAGAGGGTGTTT	Upstream_CTCF	4
chr6	47277325	47277475	id-86995	8.58e-08	+	TGTGCACTGCTGCGGCCGGGCAGAGGAGGGAGGCG	Upstream_CTCF	4
chr6	47277720	47277870	id-86996	2.31e-07	-	CGTGCAATTTCCTCAGCGAACGCCAAGGGGCACCC	Upstream_CTCF	40
chr6	47289499	47289649	id-86997	5.17e-06	-	AATGCTACAGCAGTGAAAGCCAATAGATGGCAATG	Upstream_CTCF	6
chr6	47320039	47320189	id-86998	3.4e-06	-	CAAGCGCTTCCAGACATCCTGACTAGAGGGCGCCC	Upstream_CTCF	38
chr6	47381829	47381979	id-86999	6.27e-08	+	TGCCAGTTTCCCATATTGGCCACTAGATGGCAACA	UpstreamP1_CTCF	40
chr6	47402873	47403023	id-87000	2.4e-05	+	GGCCCCCATATCATATTGGCCACTGGGTGGTGAAC	V_CTCF_BR	1
chr6	47445755	47445905	id-87001	4.01e-05	+	GACTGGTAGGAGAGCGCCGCGGGCGGATGGAGGCG	V_CTCF_BR	26
chr6	47599146	47599296	id-87002	1.97e-06	+	AAAAAACAAAATTAAATGACCACTAGATGGCAGTC	V_CTCF_BR	40
chr6	47601065	47601215	id-87003	7.12e-06	+	GTGCAAGAAGTGGATACATCCTCTAGGGAGCAGGA	UpstreamP1_CTCF	31
chr6	47614400	47614550	id-87004	1.92e-05	-	TCTCAGTGTGGTTTGAACTCCACCAGGTGGCTGTT	UpstreamP1_CTCF	8
chr6	47658063	47658213	id-87005	6.49e-06	+	CACCTTTTCCAAGACTACTCCACCAGAGGTCACTG	UpstreamP1_CTCF	16
chr6	47682694	47682844	id-87006	1	+	NA	NONE	1
chr6	47702013	47702163	id-87007	5.68e-06	-	ACTCACTCTAAGATTTCAACCACCAGGTGGTGCCT	V_CTCF_BR	34
chr6	47748611	47748761	id-87008	5.65e-05	-	TTGCCTATTTCAAATCGAACCAACAGATGTCACTG	V_CTCF_BR	39
chr6	47755887	47756037	id-87009	5.37e-06	+	CTGCCATTTTTACCTGTTGCCACGCGATGGCGCTG	UpstreamP1_CTCF	40
chr6	47778764	47778914	id-87010	1	+	NA	NONE	27
chr6	48054065	48054215	id-87011	4.7e-06	+	GTCTGAATCTGGCCTTTGGGCTGTAGGTGGCAGAC	V_CTCF_BR	27
chr6	48055318	48055468	id-87012	9.51e-07	+	CTTTCTTAAGGTCTCATAACCACTAGATGGCAGAG	V_CTCF_BR	37
chr6	48117619	48117769	id-87013	8.61e-08	-	AGTAGCCCCAAGCCTGCTGCCGCCAGGGGGAGGAG	V_CTCF_BR	6
chr6	48416871	48417021	id-87014	2.8e-05	-	CACGCATTCATCTTTTTATCCACCAGAGGACATAA	Upstream_CTCF	28
chr6	48444113	48444263	id-87015	3.81e-05	-	AGTCACTGCAGCTATATCTGCATTAGGGGGCACTC	UpstreamP1_CTCF	36
chr6	48458557	48458707	id-87016	1	+	NA	NONE	6
chr6	48581438	48581588	id-87017	1	+	NA	NONE	7
chr6	48704537	48704687	id-87018	1	+	NA	NONE	14
chr6	48733120	48733270	id-87019	3.28e-05	-	ATACTGGATATCCATATAAGCAGTAGGTGGCTCTC	V_CTCF_BR	40
chr6	48883345	48883495	id-87020	1	+	NA	NONE	9
chr6	48888509	48888659	id-87021	1	+	NA	NONE	3
chr6	48896695	48896845	id-87022	1.37e-05	-	GGTGAAGTTCCTTACGCAGCCACTTGTGGATGGGC	Upstream_CTCF	21
chr6	48919685	48919835	id-87023	6.8e-06	+	TGGCAGTGTGTGTGTTGGGCCTCTAGGGTGAGCCT	UpstreamP1_CTCF	13
chr6	48962539	48962689	id-87024	4.14e-06	-	AGTGAAGAGAGAAAAGTCACCACCAGAGGGTTCTC	V_CTCF_BR	12
chr6	49165511	49165661	id-87025	9.84e-05	+	ACTAACAAGAAACACGAACCCACTAGGTGGCATGA	V_CTCF_BR	3
chr6	49235309	49235459	id-87026	2.1e-06	-	CTTGCACCACCCTAGTTGAACGGTAGGTGGTCCAA	Upstream_CTCF	15
chr6	49338990	49339140	id-87027	1	+	NA	NONE	13
chr6	49374587	49374737	id-87028	2.47e-07	+	GGGTTGTTACCATGTTCACCCAGCAGAAGGCACTG	UpstreamP1_CTCF	7
chr6	49377755	49377905	id-87029	5.52e-10	-	GCTGCTATACCACAAATGGCCAGGAGAGGTCAGCA	Upstream_CTCF	40
chr6	49391639	49391789	id-87030	1	+	NA	NONE	28
chr6	49420957	49421107	id-87031	1	+	NA	NONE	36
chr6	49481826	49481976	id-87032	2.96e-05	+	CTGCAATGCCCCTTTCCAACCGCTACCTCTCCCTG	UpstreamP1_CTCF	0
chr6	49499922	49500072	id-87033	1.15e-06	+	TATGTAGTTATTGCAGTGAACACTAGATGTCAGAT	Upstream_CTCF	38
chr6	49516447	49516597	id-87034	1	+	NA	NONE	23
chr6	49538583	49538733	id-87035	1.04e-05	-	ACATGCTGTTATCACATAGCCACTAGATGGCTAAG	V_CTCF_BR	32
chr6	49544469	49544619	id-87036	1	+	NA	NONE	5
chr6	49574946	49575096	id-87037	2.57e-08	-	GTGTAATGTTACACTCTGGCCTGAAGATGGCAGTC	UpstreamP1_CTCF	40
chr6	49590878	49591028	id-87038	4.03e-06	+	TTCTTGTTACTGCTTTTCGCCACAAGGGGGCTTAA	UpstreamP1_CTCF	40
chr6	49676220	49676370	id-87039	2.58e-07	+	CAAGCAGTGGCAGAGACCACCAGAAGGTGGGGAAA	Upstream_CTCF	5
chr6	49816931	49817081	id-87040	1.92e-05	-	CCTCAGTTCCCTGCTACCACCTGCGGGGCCCGATG	UpstreamP1_CTCF	10
chr6	49817393	49817543	id-87041	1.51e-08	-	GGGTAATTCTAAACATTGACCACAAGATGGCAGCA	UpstreamP1_CTCF	39
chr6	49882849	49882999	id-87042	2.72e-05	-	TGTCAGGGAAAGAAGGGTGCCAGCAGGGAGCAGTC	UpstreamP1_CTCF	10
chr6	49886665	49886815	id-87043	1	+	NA	NONE	0
chr6	49891639	49891789	id-87044	4.7e-05	+	GCTGTGAGCCTTTCCTGTGACACAAGACGGAGCTC	Upstream_CTCF	13
chr6	49919963	49920113	id-87045	6.84e-06	-	TCTTCATAGAGCCTAACTACCAGCAGGTGGAGAAG	V_CTCF_BR	0
chr6	49932456	49932606	id-87046	3.16e-05	-	CTTGTTCTTATGTTAGTAATCACTAGAGGGCCTAG	Upstream_CTCF	0
chr6	49998504	49998654	id-87047	2.53e-05	-	GCTCGCTTACCAGACCAGAACAGTGGAGGGAGCCA	V_CTCF_BR	1
chr6	49998787	49998937	id-87048	1.48e-06	-	ATTGTAGTTTGCGCTGCGTCCTGTAGATGGTGCTT	Upstream_CTCF	29
chr6	50029891	50030041	id-87049	8.5e-06	-	TGTGCACACTCTCTGTCGACCATAAGAGGGCGACT	Upstream_CTCF	28
chr6	50035184	50035334	id-87050	1	+	NA	NONE	5
chr6	50055396	50055546	id-87051	2.96e-05	+	AGCCTTGCTTTCTCCAAAACCTGTAGGGGTCAGTC	V_CTCF_BR	22
chr6	50096257	50096407	id-87052	4.65e-05	+	TTTTATAGTTTTAGATAAAACACTAGGTGGCACTG	V_CTCF_BR	37
chr6	50112861	50113011	id-87053	2.1e-06	+	GATGATTTCCCATATGCTACCACTAGGAGGAGATG	Upstream_CTCF	38
chr6	50152844	50152994	id-87054	7.62e-07	+	CTTGCAGTTTGAGGTATTAACACTAGAGGTCTCTC	Upstream_CTCF	23
chr6	50160642	50160792	id-87055	6.43e-06	+	GATAAACTTTAGAGTGTGGCCACTAGGGGCCTCAG	V_CTCF_BR	25
chr6	50164251	50164401	id-87056	5.38e-05	-	CAACATCCATACCCTCTGCTCACTAGAGGTCAGTA	V_CTCF_BR	0
chr6	50232840	50232990	id-87057	8.03e-07	+	GCTGCGTGTCTCAAAGCTATCAGCAGAGGGCACAC	Upstream_CTCF	33
chr6	50321419	50321569	id-87058	3.97e-07	+	CAAAACTGCACCACAGCCACCACCAGATGGCTCAG	V_CTCF_BR	10
chr6	50348866	50349016	id-87059	1	+	NA	NONE	22
chr6	50566943	50567093	id-87060	3.63e-05	-	TAGAATATTGCACCAGGCCCAGCCAGGGGGCACTG	V_CTCF_BR	1
chr6	50570020	50570170	id-87061	4.04e-08	-	ATGCAGTACTGAAAAAATTCCACTAGAGGGGGCAC	UpstreamP1_CTCF	40
chr6	50578375	50578525	id-87062	6.21e-05	-	AATATAACACTATCTTGTTTCACTAGAGGGCAGTA	V_CTCF_BR	24
chr6	50621124	50621274	id-87063	4.1e-06	+	GCAGCAAGGAGGGGTCTGGCCACTGGAAGGAGCAC	Upstream_CTCF	3
chr6	50623678	50623828	id-87064	5.53e-08	+	ATGCAATGTATGTACCCTGCCACCAGGTGGTGGTT	UpstreamP1_CTCF	38
chr6	50753662	50753812	id-87065	7.12e-06	-	GAGTTGGTGTAGAAGAGTACCACCAGAGGGTGTGG	UpstreamP1_CTCF	3
chr6	50759734	50759884	id-87066	4.68e-07	-	TGATAACTCACTTCCTCTTCCAGCAGAGGGCAGTA	V_CTCF_BR	40
chr6	50783269	50783419	id-87067	8.71e-06	+	GAACATACTTCGAAAATCACCAGCAGAGGGCTTCA	V_CTCF_BR	39
chr6	50783915	50784065	id-87068	4.65e-05	+	GGTTTGCGTCTATAAAATTCCGACAGAGGGCGCTG	V_CTCF_BR	40
chr6	50792251	50792401	id-87069	1.48e-06	-	GTGTTAATATAGGCGGAGGCCAGGAGAGGGAGGTG	V_CTCF_BR	0
chr6	50808567	50808717	id-87070	2.83e-07	+	GTTTTATGGCCGGCTCAGGCCTGCAGTGGGCGGCG	V_CTCF_BR	1
chr6	50811766	50811916	id-87071	1.35e-05	+	CTGCAATTTTTGGTGCCGGCCGGCAGAGCAGGTTC	UpstreamP1_CTCF	6
chr6	50818325	50818475	id-87072	4.31e-05	+	CTGCTGTGACGGGCCAGGGCTCGCAGCTCGCCTGC	UpstreamP1_CTCF	2
chr6	50919894	50920044	id-87073	3.4e-06	-	AAACTTCAGTGTGAAATGGCCTGGAGGTGGAGCAA	V_CTCF_BR	8
chr6	50925329	50925479	id-87074	5.34e-06	-	ATACCCTGAATTGAATGCTGCAGCAGGGGGCACCA	V_CTCF_BR	0
chr6	51017638	51017788	id-87075	3.4e-06	-	AGTGGAAGAACAGATCAGCCCAGCAGGGGCCACTT	Upstream_CTCF	1
chr6	51020751	51020901	id-87076	1	+	NA	NONE	1
chr6	51085618	51085768	id-87077	6.82e-05	+	TACTTCATATTTACATATCCCACAAGGGGGCAGTT	V_CTCF_BR	6
chr6	51124891	51125041	id-87078	1.77e-05	+	AATGGAGTGAGGGAGGCAGACACCAGGGGGCTTGT	Upstream_CTCF	6
chr6	51215226	51215376	id-87079	4.7e-06	-	ACAATATTACCCAGCTTATCCAGTAGAGGGCAACG	V_CTCF_BR	31
chr6	51263439	51263589	id-87080	9.71e-06	+	CATGGAGGACAGAAGGCTGCCTGTAGAGGAAGCTG	Upstream_CTCF	3
chr6	51263738	51263888	id-87081	9.88e-07	+	ATAGCAGTGACATAGTGCCCCGGCAGAGGGCATGG	Upstream_CTCF	11
chr6	51301243	51301393	id-87082	7.73e-06	-	AAGAGAACATGAAGAACTGCCAGCAGGTGTCAGCT	V_CTCF_BR	4
chr6	51359273	51359423	id-87083	5.41e-06	-	GACGCAGTATGCAGTTAGGCCACTAGAGGAAAATT	Upstream_CTCF	18
chr6	51379924	51380074	id-87084	8.21e-06	-	TTTTACAAGTGCCATTGTGCCACAAGGGGGTAGGG	V_CTCF_BR	15
chr6	51396487	51396637	id-87085	2.96e-05	+	AGGGGAAATGGCATTTGTGGCACTAGGTGGCATCA	V_CTCF_BR	9
chr6	51406804	51406954	id-87086	5.13e-05	-	AAGTGTTATTACCCAAATGCCTCTAGATGTCAGCA	V_CTCF_BR	13
chr6	51423973	51424123	id-87087	6.84e-06	+	TCTCCATTCCTTCTAGTGCCCTGCTGGTGGCAGCA	V_CTCF_BR	15
chr6	51434534	51434684	id-87088	1.5e-05	+	CCAGTAACCCCACTGAATGCAGCTAGAGGGAGTTA	Upstream_CTCF	15
chr6	51475414	51475564	id-87089	1	+	NA	NONE	1
chr6	51483447	51483597	id-87090	1	+	NA	NONE	35
chr6	51548986	51549136	id-87091	1	+	NA	NONE	13
chr6	51618560	51618710	id-87092	5.65e-05	-	GTGATGAGTGGAAGATCCACCATGAGAGGGCGCTG	V_CTCF_BR	25
chr6	51657224	51657374	id-87093	3.63e-05	-	TACAACCCTATAGTCTCTGCCACAGGAGGGCATGG	V_CTCF_BR	2
chr6	51673045	51673195	id-87094	5.34e-06	-	CAGCCAGCCAGTTTCATTTCCTGAAGATGGCAGTG	V_CTCF_BR	3
chr6	51709262	51709412	id-87095	8.56e-05	-	CTCCTGGCTGTGGCTCTCTCCACTAGAGTGTGCTG	UpstreamP1_CTCF	15
chr6	51720197	51720347	id-87096	3.41e-07	+	TTGGCAAGTTAATCTTTGACCACAAGGTGGCAGTA	Upstream_CTCF	38
chr6	51799045	51799195	id-87097	2.68e-05	-	CTGACAATTTTCCCTTTGTCCATTAGGGGGCAAGC	Upstream_CTCF	36
chr6	51824676	51824826	id-87098	7.55e-07	-	CTGGTTTCCTGAAAGGCTGCCACAAGATGGCGACA	V_CTCF_BR	40
chr6	51875942	51876092	id-87099	6.82e-05	-	TTCACTATCCATGTCCTCACCTCTAGATGGCATAT	V_CTCF_BR	9
chr6	51885890	51886040	id-87100	9.11e-08	-	ACTGTAACTATTTATATGGCCACTAGGTGTCACCA	Upstream_CTCF	39
chr6	51914408	51914558	id-87101	2.18e-07	-	AGCTATTTCTAAGAACTCACCACCAGATGGCACTA	V_CTCF_BR	39
chr6	51928421	51928571	id-87102	2.02e-06	+	CAGCCTTCCCAGCCTCAGCCCACTAGATGTCAGTA	UpstreamP1_CTCF	39
chr6	51952602	51952752	id-87103	8.81e-07	+	GAGGGCTCAAGAGAAAGGACCACTAGAGGGCAGAT	V_CTCF_BR	40
chr6	51969895	51970045	id-87104	7.6e-05	+	ACTCAGGATCTGACTGGACCCACTGGGAGGCAATA	UpstreamP1_CTCF	16
chr6	51992837	51992987	id-87105	1	+	NA	NONE	2
chr6	52000154	52000304	id-87106	1	+	NA	NONE	4
chr6	52011779	52011929	id-87107	4.65e-05	-	GAAGGAAAGGTGCACTGTGTCCCTAGTGGGCACCA	V_CTCF_BR	4
chr6	52023442	52023592	id-87108	1	+	NA	NONE	1
chr6	52027848	52027998	id-87109	9.38e-09	+	CTGCCATTCCTCAAATTTGCCACCAGATGACAGCA	UpstreamP1_CTCF	40
chr6	52071981	52072131	id-87110	4.68e-05	-	TGTCTATTTGAGTATGCTGCCACCAGGGGATGCAA	UpstreamP1_CTCF	21
chr6	52077992	52078142	id-87111	2.97e-06	+	CCTCAGACACCAACTCTCACCAGGTGAGGGCAGAG	V_CTCF_BR	14
chr6	52099115	52099265	id-87112	1.95e-07	-	ACTGCACGTCTTCTCCTGCTCACAAGGTGGCGAAC	Upstream_CTCF	39
chr6	52128632	52128782	id-87113	1.08e-08	-	CCGCATTTGCAGCAAACTACCACAAGGTGGCAGCA	UpstreamP1_CTCF	40
chr6	52149628	52149778	id-87114	1.93e-05	+	TCGGGTTTTCCGCTGCGCGCCCCGCGGTGGCGGGA	Upstream_CTCF	28
chr6	52150146	52150296	id-87115	5.13e-05	-	TGTATAACACACGATGAAGTCTCTAGGGGGCAGGG	V_CTCF_BR	29
chr6	52151736	52151886	id-87116	4.14e-06	+	CATCTCCAAGGCTGCCTAAACGCTAGGGGGCTCCC	V_CTCF_BR	40
chr6	52152075	52152225	id-87117	1.17e-05	+	GGAGGTGAGCAAATCTATGCCTCCAGGTGTCACAG	V_CTCF_BR	12
chr6	52175093	52175243	id-87118	7.44e-05	+	ACAGTTTTACAAAATGTAACCACTAGGGACACTGA	Upstream_CTCF	21
chr6	52227437	52227587	id-87119	6.98e-07	-	AGGTTCCGTTCCCCTCCGCCCTGCGGAGGGCGCCC	V_CTCF_BR	30
chr6	52227843	52227993	id-87120	3.09e-06	+	GGAGCAAGACCGGGCATCCCCAGACGGAGGCGGGT	Upstream_CTCF	9
chr6	52254162	52254312	id-87121	1	+	NA	NONE	14
chr6	52254396	52254546	id-87122	1.61e-05	+	TTGCTGGGTCTTAGAACCACCAGGAGAGTGTACTG	UpstreamP1_CTCF	17
chr6	52264695	52264845	id-87123	2.38e-07	-	GTGGTGCTTCTGCTATCAGCCAGCAGAGGGATCCG	V_CTCF_BR	40
chr6	52269320	52269470	id-87124	5.38e-05	+	AGCAAAATTCCGACTATGGCCTCCAGGGGCAATTC	V_CTCF_BR	19
chr6	52272308	52272458	id-87125	1.03e-07	+	ACTGTAGTTTCAAATGGATCCTCCAGATGGCATTC	Upstream_CTCF	40
chr6	52281448	52281598	id-87126	8.53e-09	+	TTTGCTGTACCATTTTTACCCAGCAGAGGGAAGCA	Upstream_CTCF	40
chr6	52289292	52289442	id-87127	4.94e-06	-	ACTGCCTTGCAGAAAACTGACAATAGATGGAGTCA	Upstream_CTCF	13
chr6	52332827	52332977	id-87128	2.11e-06	-	TCTTTTCCCTACCAGCATGCCTCCAGATGGAGCCA	V_CTCF_BR	4
chr6	52364787	52364937	id-87129	1	+	NA	NONE	5
chr6	52367216	52367366	id-87130	2.27e-05	+	GCTTCCAATCCGCGGCCAGCCACTGGTAGGAGCTC	V_CTCF_BR	0
chr6	52368162	52368312	id-87131	5.17e-06	+	CTTGCACAGCAAATGCAAGCCAGCAGACGGCTCCC	Upstream_CTCF	30
chr6	52370642	52370792	id-87132	6.98e-07	-	GTTGCACACTGCCCGCTTACCTGCAGGTGGTGCCC	V_CTCF_BR	29
chr6	52377129	52377279	id-87133	1.64e-05	+	GGAAAAGGGTGGAGGGAGGAGAGCAGGGGGAGCCA	V_CTCF_BR	6
chr6	52387081	52387231	id-87134	2.58e-05	+	GCTGCAGGAGAGGCGCAACCCAGTGGCTGGAGTCC	Upstream_CTCF	13
chr6	52401234	52401384	id-87135	3.66e-06	+	CAGTACTGTGACAGTTTAGCCAGCAGGGGAGGGAT	UpstreamP1_CTCF	14
chr6	52412421	52412571	id-87136	1	+	NA	NONE	4
chr6	52416486	52416636	id-87137	3.11e-05	+	TGTATTTACACAGAGGGGGTCTGCAGGGGTCAGTA	V_CTCF_BR	17
chr6	52438291	52438441	id-87138	6.51e-05	-	GTTGAGCCATCCTGTTTCGAAGGCAGGGGGCAGCT	V_CTCF_BR	26
chr6	52441477	52441627	id-87139	3.84e-06	+	GGGGTGTGCCGGGCGGTGCACGACAGGGGGCACTG	UpstreamP1_CTCF	40
chr6	52442304	52442454	id-87140	1	+	NA	NONE	30
chr6	52454965	52455115	id-87141	5.55e-07	+	GCTGCCTTTCCTGGCATGCCCTGGGGATGGCAGGA	Upstream_CTCF	16
chr6	52455240	52455390	id-87142	1	+	NA	NONE	32
chr6	52460618	52460768	id-87143	1	+	NA	NONE	16
chr6	52463154	52463304	id-87144	5.17e-06	-	CCCTTTATCCTTTGATCATCCACCAGGGGGCCCCA	Upstream_CTCF	40
chr6	52467815	52467965	id-87145	1.93e-05	+	TTTCCTGAGCACTTGGCTAACGGAAGGGGGCTCTG	V_CTCF_BR	6
chr6	52516952	52517102	id-87146	3.63e-06	+	TACCCATGTGCCAGACTGGCCACTAGGTGGCATAT	V_CTCF_BR	40
chr6	52524932	52525082	id-87147	1	+	NA	NONE	3
chr6	52528056	52528206	id-87148	1	+	NA	NONE	21
chr6	52528556	52528706	id-87149	8.52e-08	-	TTGCCTTTCCTATGAAAGGGCAGCAGGGGGCACTA	UpstreamP1_CTCF	40
chr6	52528990	52529140	id-87150	1	+	NA	NONE	12
chr6	52535653	52535803	id-87151	5.08e-05	-	CCTGTGCTGCAACATCCCGGCGGCAGCCGGACCCG	Upstream_CTCF	27
chr6	52540132	52540282	id-87152	1	+	NA	NONE	12
chr6	52556636	52556786	id-87153	6.21e-05	+	AACTTCATGCATTAGTTTACCACATGGTGGTGGTA	V_CTCF_BR	11
chr6	52561361	52561511	id-87154	3.09e-06	-	TGTGAATTTGTGTTTCCCTCCACAAGGTGGAAGTG	Upstream_CTCF	8
chr6	52562838	52562988	id-87155	1.34e-06	-	AGGTAGTGCTTGGATCTTGCAACTAGGAGGAGCCC	UpstreamP1_CTCF	28
chr6	52589333	52589483	id-87156	4.68e-07	+	ACGCTGACTCCATGACTGAGCACCAGATGGCGCAC	V_CTCF_BR	40
chr6	52680401	52680551	id-87157	1.38e-07	+	AGTGTTTTTCTCAGTGACACCTCTAGAGGGCAGCA	Upstream_CTCF	37
chr6	52704482	52704632	id-87158	1.38e-07	+	AGTGTTTTTCTCAGTGACACCTCTAGAGGGCAGCA	Upstream_CTCF	40
chr6	52747244	52747394	id-87159	9.67e-08	+	CGTGTTTTTCTCAGTGACACCTCTAGAGGGCAGCA	Upstream_CTCF	37
chr6	52769478	52769628	id-87160	8.46e-07	+	AGTGTTTTTCTCAGTGACACCTCTAGAAGGCAGCA	Upstream_CTCF	39
chr6	52794824	52794974	id-87161	1.55e-07	+	TCTGCAGGTGAAGCCCTCCACACCAGGTGGGGGAC	Upstream_CTCF	5
chr6	52840526	52840676	id-87162	7.17e-05	-	TGGGTTTTAATTCTCTTAGACACAAGAGGGCCCCT	Upstream_CTCF	19
chr6	52860043	52860193	id-87163	8.19e-06	+	CGGTCCCGGCTGGGTGAGACCAGCAGGCGGCTCTA	UpstreamP1_CTCF	33
chr6	52861552	52861702	id-87164	5.08e-05	+	ATGTTGTTATTTTCTTCACCCACGGGGGCGCTCGA	UpstreamP1_CTCF	40
chr6	52908964	52909114	id-87165	1.71e-06	-	TGCCGCCGCTGCTGATCTGACAGGAGGTGGAGCTC	V_CTCF_BR	10
chr6	52926617	52926767	id-87166	3.73e-06	-	AGTGCAGGGACGCGCAGGGCCAGCGAGGGGAGCTG	Upstream_CTCF	40
chr6	52929687	52929837	id-87167	5.13e-05	-	AAAAGACGCGCTTTGGCGCCCAGCAGGAGGAAAGA	V_CTCF_BR	26
chr6	52930981	52931131	id-87168	1.55e-05	-	GCGTCCTACACCCAGGGCTCCTCAAGGTGCCGGCA	V_CTCF_BR	20
chr6	52935636	52935786	id-87169	4.88e-05	-	ACCCACTTTGAGTAGCAAGGCTGTAGGGGGCACTT	V_CTCF_BR	20
chr6	52969193	52969343	id-87170	1	+	NA	NONE	35
chr6	53016583	53016733	id-87171	6.04e-07	+	AAGCACCAACCCTACTCGGACACAGGAGGGCGCTG	UpstreamP1_CTCF	38
chr6	53024535	53024685	id-87172	1	+	NA	NONE	13
chr6	53036748	53036898	id-87173	1.64e-09	+	TTGCAGTAGCAGGGACTGGCCGGGAGATGGCAGCC	UpstreamP1_CTCF	40
chr6	53039556	53039706	id-87174	1	+	NA	NONE	3
chr6	53043932	53044082	id-87175	3.03e-05	+	TTTGCTATTTTCTTTACAGGAAGAGGGGGGCGCTA	Upstream_CTCF	3
chr6	53138266	53138416	id-87176	5.96e-07	+	TTTCCACTTGGGCAGGCAGCCACCAGGAGGCTCCG	V_CTCF_BR	30
chr6	53147655	53147805	id-87177	5.3e-05	+	AAGCAACTGCTCTGTGGTTCCATCAGATGGCCTTC	UpstreamP1_CTCF	2
chr6	53155776	53155926	id-87178	2.27e-06	+	AATGTACACAAACTGCTTACCACCAGAGGGAAGCT	V_CTCF_BR	30
chr6	53158993	53159143	id-87179	5.12e-07	-	ATGCCCCTGCCTGAACCAGCCACCAGAGGGGGTTA	UpstreamP1_CTCF	40
chr6	53185820	53185970	id-87180	1	+	NA	NONE	3
chr6	53213032	53213182	id-87181	5.92e-05	-	CCTGTGCGAGGGTCTGCGGGCACCGGGCGCCGCTG	Upstream_CTCF	13
chr6	53275581	53275731	id-87182	1	+	NA	NONE	40
chr6	53282068	53282218	id-87183	1	+	NA	NONE	27
chr6	53302499	53302649	id-87184	8.98e-06	-	TTGCTTGTTGCACCTGGTGCCACTAGATAGCGCTC	UpstreamP1_CTCF	40
chr6	53349555	53349705	id-87185	8.58e-08	-	CTTGCAATTCCAGCATCTCCCTCATGGTGGCAGTA	Upstream_CTCF	40
chr6	53357833	53357983	id-87186	1.01e-05	+	AAGGCACCTACTGAAAAGATCGCTAGAGGGCACTA	Upstream_CTCF	40
chr6	53358331	53358481	id-87187	1.73e-05	-	GCTAATATCACAGAAACGTCCAAGAGGTGGCACTA	V_CTCF_BR	34
chr6	53365073	53365223	id-87188	2.27e-06	-	GCTCCCCTGACCCTCTTCTCCGGCAGGTGGCAATG	V_CTCF_BR	2
chr6	53378567	53378717	id-87189	6.84e-06	+	AAACCACCTCACTAGCCTGTCACGAGATGGCAGTA	V_CTCF_BR	8
chr6	53409473	53409623	id-87190	7.82e-06	-	CTGCGGCCCGAGAGCGCCCCCGCGGGGTGGAGCGG	UpstreamP1_CTCF	40
chr6	53412883	53413033	id-87191	8.97e-05	+	GCGGGAGGAAGCGGTGTGGGCCGCGGGCGGCGCAC	Upstream_CTCF	15
chr6	53506261	53506411	id-87192	6.21e-05	-	AGAGATTATCCTGGATTAACCAGATGGGGCCAGTC	V_CTCF_BR	3
chr6	53516066	53516216	id-87193	3.18e-06	-	AAACAATTTATTTCAGCGGCCACTGGGTGGCAGAC	V_CTCF_BR	40
chr6	53516575	53516725	id-87194	4.3e-06	+	CCCGCAGTGCTCACTCCCACCTGCAGCGGCGCCGC	Upstream_CTCF	30
chr6	53516866	53517016	id-87195	3.88e-06	-	AGTGGCAGCCGAAGACGCCCCTGGAGGTGGCGCGC	V_CTCF_BR	31
chr6	53530592	53530742	id-87196	1.73e-05	-	ACCGGAGCCCCGCCCCCTGCCCCCGGCTGGCTGGA	V_CTCF_BR	0
chr6	53544317	53544467	id-87197	1.08e-08	-	CTGCAGTAAAACTACATGGCCACTGGGTGGAAAAC	UpstreamP1_CTCF	37
chr6	53583779	53583929	id-87198	2.78e-06	+	CTTTCTGGCTATGTAGTGTCCACTAGAGGTCACTG	V_CTCF_BR	39
chr6	53590731	53590881	id-87199	8.84e-10	-	CTGCTCTGACACACTTGTGCCGCTAGAGGGCAGCG	UpstreamP1_CTCF	40
chr6	53593496	53593646	id-87200	7.1e-09	-	GTGTTCTGCCACAGGGCCACCGCTAGAGGGCAGAG	UpstreamP1_CTCF	40
chr6	53599936	53600086	id-87201	1.24e-05	-	CTGGGAGGGAAGTGGGAGACAGGAAGGGGGCGCCA	V_CTCF_BR	40
chr6	53634771	53634921	id-87202	7.91e-05	+	CTATAGCTTCTGGCCAGGGCCAGGGAAGGGCGCTA	UpstreamP1_CTCF	4
chr6	53658510	53658660	id-87203	5.92e-05	+	GAGAGCCAGCGTGGCAGCGGCCGCAGGTGGAAACC	V_CTCF_BR	17
chr6	53659178	53659328	id-87204	3.36e-05	+	GTGCTCCCAAGTTACAAAGCCTGCAGGCGGTGCCC	UpstreamP1_CTCF	38
chr6	53728032	53728182	id-87205	9.4e-06	+	ATGCAGTGTTCATTTTTGCCCAGAAGGGTTTCCTA	UpstreamP1_CTCF	18
chr6	53787627	53787777	id-87206	1.56e-05	-	GCAGCTTCCCCACACTCCACGGGAAGATGGCGCGC	Upstream_CTCF	1
chr6	53791951	53792101	id-87207	4.14e-05	-	CTGCACTAATTTATTTGTTCCAGCAGGTTTTTCTC	UpstreamP1_CTCF	5
chr6	53804744	53804894	id-87208	3.09e-06	-	CCTGTAATTCAACCCCCAACCACCGGGTTCCTCCC	Upstream_CTCF	7
chr6	53820999	53821149	id-87209	6.98e-07	-	CAGAGCTGCTCTTCTGTAGCCACTGGGGGGAGCTG	V_CTCF_BR	39
chr6	53844388	53844538	id-87210	4.11e-08	+	CATGCATTATCTCAGGATACCACCAGATGGTGCTG	Upstream_CTCF	40
chr6	53851073	53851223	id-87211	8.46e-07	+	TCTGCACAGGAGAAGGAGGCCAGCAGGTGTCAGTC	Upstream_CTCF	40
chr6	53857479	53857629	id-87212	1	+	NA	NONE	10
chr6	54109328	54109478	id-87213	9.25e-06	+	TCATTTTTAGCTAGGTTCTCCACTAGAGGGCAAAA	V_CTCF_BR	40
chr6	54131449	54131599	id-87214	7.55e-07	-	ACGGTGGGCACATGATGTGCCTCTAGGGGGCTCTC	V_CTCF_BR	16
chr6	54132717	54132867	id-87215	4.59e-07	-	GAGAAATTCTCACAGAGGTCCACAAGGGGGCACAT	UpstreamP1_CTCF	39
chr6	54177563	54177713	id-87216	1	+	NA	NONE	5
chr6	54228934	54229084	id-87217	9.81e-06	-	CCACAACTGCAGAAAGCACACACAAGAGGGCAGAA	V_CTCF_BR	10
chr6	54379921	54380071	id-87218	3.63e-05	+	TCTCAGGTTTCCATTACTCACTCCAGGTGGCTCCC	V_CTCF_BR	7
chr6	54482477	54482627	id-87219	1	+	NA	NONE	12
chr6	54486203	54486353	id-87220	3.24e-06	+	TAACCAGTACCCAATCCTGCCACAAGAGGGGAGAC	Upstream_CTCF	26
chr6	54562350	54562500	id-87221	1	+	NA	NONE	35
chr6	54582769	54582919	id-87222	1.3e-10	+	CTGCAGTACAGGCATTCCAACACCAGGTGGCACTA	UpstreamP1_CTCF	40
chr6	54602178	54602328	id-87223	9.49e-08	-	ATGTCAGCATCCATCCAGGCCTCCAGGGGGCGCAG	V_CTCF_BR	38
chr6	54708994	54709144	id-87224	1	+	NA	NONE	9
chr6	54743630	54743780	id-87225	2.96e-05	+	GTGATGGTATCTTAGATGGTCAGGTGGTGGCAGCA	V_CTCF_BR	14
chr6	54846707	54846857	id-87226	5.98e-05	-	GGCCAGGAACTGCAAGTGGCCTCTAGGAGCAGAAA	UpstreamP1_CTCF	7
chr6	54857724	54857874	id-87227	1.31e-09	-	GAGCAGTTCAACCTCCAGGCCAGTAGGTGGCACTT	UpstreamP1_CTCF	40
chr6	54875978	54876128	id-87228	1	+	NA	NONE	12
chr6	54934085	54934235	id-87229	1.15e-07	-	AGAACAAGGCTGTTCGTAACCAGCAGATGGCAGTA	V_CTCF_BR	38
chr6	55106135	55106285	id-87230	3.41e-07	-	ACTGTAGTTCCACACTTTGCCACAAAGTGTCAGTG	Upstream_CTCF	38
chr6	55141663	55141813	id-87231	8.34e-07	+	GTTAAGTTCTATCTCTCTGGCAGCAGATGGCAGTA	UpstreamP1_CTCF	39
chr6	55158031	55158181	id-87232	3.63e-06	+	AGCAAAACTCTTTCTACCACCACCAGATGGCGTTA	V_CTCF_BR	38
chr6	55185642	55185792	id-87233	1	+	NA	NONE	7
chr6	55276144	55276294	id-87234	2.1e-06	-	TTTGCTGTATTCCCATCATCCACCAGAAGGGCTCA	Upstream_CTCF	1
chr6	55310542	55310692	id-87235	7.27e-06	+	TCCATTTTTAGATGAGTAACCACAAGGTGGCAATA	V_CTCF_BR	37
chr6	55314121	55314271	id-87236	3.36e-07	+	GGCCTTAGGGAGTGGTGAGCCACAAGGTGGAAGCA	V_CTCF_BR	27
chr6	55377820	55377970	id-87237	1	+	NA	NONE	24
chr6	55393540	55393690	id-87238	9.41e-05	-	AGACGTGTAGGCATTTCACCCCATAGAGGGCAGTA	V_CTCF_BR	36
chr6	55408843	55408993	id-87239	1	+	NA	NONE	31
chr6	55443862	55444012	id-87240	1.76e-05	-	GTGCACCGGAGGGGCGCGCTCCCGAGCTGGCGCAG	UpstreamP1_CTCF	14
chr6	55482192	55482342	id-87241	6.98e-07	+	AGACCACTTTGTCACTTGTACAGCAGGGGGCAGCA	V_CTCF_BR	40
chr6	55504116	55504266	id-87242	4.88e-05	+	GTGAATATTTATTGAACGTCTACTAGATGGCAGCA	V_CTCF_BR	4
chr6	55533590	55533740	id-87243	9.25e-06	+	TGGTACCACAGCAGCAGCACCAGTAGTGGCCAGCA	V_CTCF_BR	9
chr6	55751111	55751261	id-87244	4.01e-05	-	AACTTTACAATTTATATAACCAAGAGGTGGCAGTG	V_CTCF_BR	33
chr6	55806634	55806784	id-87245	1	+	NA	NONE	31
chr6	55818349	55818499	id-87246	3.5e-05	-	TTGTACAAATGATTGTTGTTCACTAGATGGCAGAA	UpstreamP1_CTCF	37
chr6	55828234	55828384	id-87247	2.38e-07	+	CTTGCAACTGCCTGTCCAACCTCCAGCTGGCGCCA	V_CTCF_BR	39
chr6	55845541	55845691	id-87248	7.55e-07	+	GAAAACAGTGCTTTTCAAACCACCAGAGGGCAGTG	V_CTCF_BR	37
chr6	55862362	55862512	id-87249	4.31e-05	-	GGGCAGAACTCAGCTGGTGCCCATAGAGGGAGCAT	UpstreamP1_CTCF	5
chr6	55886826	55886976	id-87250	5.41e-06	+	ACTTCAGTGTCTATCCAGGGCGTCAGGAGGCAGCA	Upstream_CTCF	23
chr6	55902524	55902674	id-87251	5.98e-05	+	TTGATATGAGCAGAGTGAGGCAGTAGAGGACAAGA	UpstreamP1_CTCF	11
chr6	55918648	55918798	id-87252	2.18e-07	-	AGAACTCGTCCTTCGGTCCCCAGTAGAGGGCAGCC	V_CTCF_BR	31
chr6	55927839	55927989	id-87253	1	+	NA	NONE	7
chr6	56112309	56112459	id-87254	1.26e-07	-	CCTTATCTCCCGGGCTCCGCCTCCAGGGGGCTGAG	V_CTCF_BR	34
chr6	56157495	56157645	id-87255	1.24e-05	-	AGCTTGAGTTAGAGATCCTCCACTGGGTGGCAGAA	V_CTCF_BR	38
chr6	56175015	56175165	id-87256	2.91e-05	+	GGTGCCTATCTTTTTGCTGCCACTAGAGGAAGTTT	Upstream_CTCF	12
chr6	56179606	56179756	id-87257	9.11e-08	+	ACTGTAAACCCAAGCAAAACCACTAGAGGGCAGGA	Upstream_CTCF	40
chr6	56224140	56224290	id-87258	3.47e-09	+	GTGTTGTTCAGATGATTACCCACCAGAGGGCACCA	UpstreamP1_CTCF	40
chr6	56234955	56235105	id-87259	8.98e-06	+	CAGCAGTGGCCGCTTGAGGACACTAGGCTCCTGGA	UpstreamP1_CTCF	37
chr6	56260323	56260473	id-87260	1.93e-05	+	GGATCACTTCCCTGCTGGCCCAGTAGGGGAGCTGA	Upstream_CTCF	12
chr6	56264574	56264724	id-87261	2.34e-06	-	CCGCAGTCTAAAGTAAATACCATTAGGGGGCAATA	UpstreamP1_CTCF	3
chr6	56282771	56282921	id-87262	5.48e-05	-	CAAATAGTGCACATAATACCCAGTAGGTGGCTTTC	Upstream_CTCF	18
chr6	56405520	56405670	id-87263	1	+	NA	NONE	10
chr6	56407529	56407679	id-87264	3.63e-05	-	GCCCGGCAGGCCCAGAGACGCAGCAGATGGTGCCT	V_CTCF_BR	38
chr6	56413878	56414028	id-87265	9.71e-06	-	ATAGCTATTACCCAGTTACTCAGCAGGGGGTGCCT	Upstream_CTCF	34
chr6	56435661	56435811	id-87266	9.06e-08	-	CTGTAGTATAGTGTAGAAACCAGTAGGTGGCATTA	UpstreamP1_CTCF	40
chr6	56457817	56457967	id-87267	7.62e-07	-	GCTCTAATATCCAGTGTGACCACAAGATGGCGGTT	Upstream_CTCF	40
chr6	56460418	56460568	id-87268	3.88e-06	-	AAAAATATTTACTATGTGCCCACTAGGTGGCGGGC	V_CTCF_BR	40
chr6	56482942	56483092	id-87269	1	+	NA	NONE	38
chr6	56502487	56502637	id-87270	1.71e-06	+	AGGTGCAATTCATTGATTTCCAGAAGAGGGCACTC	V_CTCF_BR	40
chr6	56536067	56536217	id-87271	1.08e-05	-	CTGTTGGATCAAATTCTGCTCTGCAGGTGGTAGTA	UpstreamP1_CTCF	12
chr6	56563969	56564119	id-87272	2.11e-06	-	CTATTTCCTCCTTTGATAGACACTAGATGGCAGCA	V_CTCF_BR	37
chr6	56573923	56574073	id-87273	3.65e-07	+	GCATTGCACCTAGAGTTTACCTCTAGGGGGCACTA	V_CTCF_BR	39
chr6	56575904	56576054	id-87274	1.19e-06	+	GGCCTTTCCTAGTCTTTCACCACAAGGTGGAACTA	V_CTCF_BR	14
chr6	56579192	56579342	id-87275	1	+	NA	NONE	17
chr6	56622575	56622725	id-87276	1.64e-05	-	TCTCTTACTTGAGAGAAGTCCAGCAGGAGGCAGTC	V_CTCF_BR	40
chr6	56628952	56629102	id-87277	1.15e-06	-	CTTGCATTTTTCAGTTCAGCCACTGGGGAGCATAG	Upstream_CTCF	40
chr6	56632815	56632965	id-87278	1.73e-05	+	TTCTCACTAAAATAGGAAGCCACTGGAGGGAGCTG	V_CTCF_BR	28
chr6	56637847	56637997	id-87279	2.1e-05	-	GTTTTAGGCTCAGGGTCTCCCATCAGGTGGCAGTC	UpstreamP1_CTCF	15
chr6	56709051	56709201	id-87280	5.26e-07	-	GCAGCAGATGCGCCTGTGGGCTCTGGGGGGCAGAA	Upstream_CTCF	40
chr6	56715934	56716084	id-87281	2.53e-05	+	GCAGGGCCAAACAGCTTAGTCACCAGCAGGCAGGG	V_CTCF_BR	11
chr6	56716691	56716841	id-87282	4.21e-05	-	TGGAAAATATTTCTACTGTCCTGGTGGGGGAGCCA	V_CTCF_BR	40
chr6	56721049	56721199	id-87283	5.93e-06	-	TCTGCACTTTTCTCCGTTGCCTGTAGAGAATGCCT	Upstream_CTCF	2
chr6	56756698	56756848	id-87284	1.39e-05	+	GATTCCCCACCAGCAGTCATCAGCAGATGTCAGCA	V_CTCF_BR	25
chr6	56767786	56767936	id-87285	4.7e-06	+	GAACCAGAGTTTAGTTTGACCACTAGATGGCATTA	V_CTCF_BR	39
chr6	56769480	56769630	id-87286	1.85e-05	+	GAGGAAATTTTAGCTTGAAACAGTAGGTGGTGCTA	Upstream_CTCF	40
chr6	56793063	56793213	id-87287	1.55e-05	-	GATAGCACAGTGGGCTGCGTCAATAGGGGGCACTG	V_CTCF_BR	12
chr6	56820066	56820216	id-87288	1	+	NA	NONE	40
chr6	56820780	56820930	id-87289	1.03e-07	-	ACAGCACCGCCCGCCAAGGCCGCAAGATGCCGCAG	Upstream_CTCF	36
chr6	56821442	56821592	id-87290	1	+	NA	NONE	10
chr6	56826065	56826215	id-87291	1	+	NA	NONE	9
chr6	56860288	56860438	id-87292	2.31e-06	+	TCAGCAGGGCCATACTCCCCCTGCAGGTGCTAGGA	Upstream_CTCF	28
chr6	56871268	56871418	id-87293	1.85e-05	+	CAAGCTACCTTCTCACTTCACACTAGGTGGCTCAC	Upstream_CTCF	4
chr6	56879104	56879254	id-87294	1	+	NA	NONE	1
chr6	56886015	56886165	id-87295	8.99e-05	-	AGAAAAATATAACAGTATTCCACTAGATGGTGCTA	V_CTCF_BR	40
chr6	56904956	56905106	id-87296	2.78e-06	-	GGGCACAGGCTGAGTTCTGCCACATGTTGGCAGCG	V_CTCF_BR	34
chr6	56989013	56989163	id-87297	1.31e-05	-	ACGAGCCTGAGAGTTAAAAACTCCAGGGGGAGCCA	V_CTCF_BR	0
chr6	56995727	56995877	id-87298	1.21e-05	+	GGTGCTATTCCATAAATGGGCTTTAGAGAGTGCTG	Upstream_CTCF	11
chr6	57037504	57037654	id-87299	3.45e-05	+	CCATGGCTGACCGCTCCAGCCGCCTGCTGGAGAGC	V_CTCF_BR	35
chr6	57055012	57055162	id-87300	1.39e-05	+	CCACAGGGCAATAATTTTTCCACCAGAGGTCTCAC	V_CTCF_BR	40
chr6	57063907	57064057	id-87301	9.81e-06	+	GCCAGTTGCTCCTGCCTATGCTGCAGGGGGCTCTG	V_CTCF_BR	8
chr6	57081082	57081232	id-87302	1	+	NA	NONE	10
chr6	57081254	57081404	id-87303	1	+	NA	NONE	18
chr6	57086464	57086614	id-87304	3.4e-06	+	AGGTACCCACCGCTGGGAGCTGGGAGGGGGCGCCG	V_CTCF_BR	40
chr6	57132988	57133138	id-87305	1.59e-06	+	AGGAATGTAGCCAGAATGCCCACCAGGTGGTGCTC	V_CTCF_BR	40
chr6	57178574	57178724	id-87306	1	+	NA	NONE	15
chr6	57178788	57178938	id-87307	1	+	NA	NONE	14
chr6	57181406	57181556	id-87308	8.5e-06	-	AAATTAACTTCACTCGTGGCCTCTAGGAGGCGTGC	Upstream_CTCF	40
chr6	57181744	57181894	id-87309	4.43e-05	+	GAATTGAACGTGGAACCTGCCAGTAGGGGCTTGCC	V_CTCF_BR	19
chr6	57189457	57189607	id-87310	9.71e-06	-	AAAGCAACTAACTTTACTACCTCTGGGTGGCACTA	Upstream_CTCF	38
chr6	57217495	57217645	id-87311	1	+	NA	NONE	30
chr6	57243972	57244122	id-87312	2.81e-05	-	GTGAGTTAGCCTCAGTAAGCCCCTAGTTGGCAGTA	V_CTCF_BR	3
chr6	57310626	57310776	id-87313	1.21e-06	+	AGTTCAGTGTAGTCTTTGTCCACTAGAAGGAAGAA	Upstream_CTCF	25
chr6	57324744	57324894	id-87314	8.16e-07	-	TGACCTCAATGTTTCATGACCAGGAGGGGGCTCTG	V_CTCF_BR	24
chr6	57369825	57369975	id-87315	1	+	NA	NONE	13
chr6	57396780	57396930	id-87316	9.81e-06	+	ATGAAGAGAAACTAGATGGTCACTAGAGGGAACAG	V_CTCF_BR	39
chr6	57412369	57412519	id-87317	7.62e-07	+	TCAGTGGGTTCGGGGAAGACCAGCAGGAGGCAGTG	Upstream_CTCF	35
chr6	57445624	57445774	id-87318	3.4e-06	+	TTTAATATGCTGTGAGTAACCACTAGAGGGTAGCC	V_CTCF_BR	39
chr6	57499925	57500075	id-87319	1	+	NA	NONE	17
chr6	57510945	57511095	id-87320	1	+	NA	NONE	0
chr6	57538476	57538626	id-87321	1	+	NA	NONE	5
chr6	57539478	57539628	id-87322	3.4e-06	-	GATGCAGAAGGATGAGTGTCCACAAGGTGGCTTTG	Upstream_CTCF	40
chr6	57540484	57540634	id-87323	2.97e-06	+	TTTCTCAGCCACTCAGCAACCACAGGGGGGCAGGC	V_CTCF_BR	40
chr6	57607056	57607206	id-87324	1.41e-06	+	GAGCAATATGAGCAAACAGGCTCTAGGTGGAACCA	UpstreamP1_CTCF	7
chr6	57678223	57678373	id-87325	1	+	NA	NONE	3
chr6	57689982	57690132	id-87326	7.49e-05	-	AAGTGCTATACCAATTCAACCACAAGGTGTCTCCT	V_CTCF_BR	7
chr6	57722746	57722896	id-87327	1.35e-05	-	ATGCAGTCACCCTCTACAGGCTGGAAGAGGCAATG	UpstreamP1_CTCF	9
chr6	57811490	57811640	id-87328	5.17e-06	+	GCTGCCTGCCACCCAGCGGGCTGCAGGGGTAAGTG	Upstream_CTCF	10
chr6	58287723	58287873	id-87329	4.23e-08	-	GCGTTTTCCCGCCGCCTGTCCGGTAGGGGGCGCTG	V_CTCF_BR	40
chr6	58296948	58297098	id-87330	7.49e-05	-	AAGTGCTATACCAATTCAACCACAAGGTGTCTCCT	V_CTCF_BR	38
chr6	58329817	58329967	id-87331	6.05e-06	+	GTCTCATTGCCTCTTCCAGCCTGTAGAGGGTGCCT	V_CTCF_BR	36
chr6	58374274	58374424	id-87332	4.43e-05	+	GCAGAAGATATATCTTTCCTCTGCAGGTGGCACTG	V_CTCF_BR	8
chr6	58440351	58440501	id-87333	4.3e-06	+	CTAGCTATGCCTGCAATTAACACAGGAGGGAGTAG	Upstream_CTCF	4
chr6	58773844	58773994	id-87334	1	+	NA	NONE	0
chr6	58774496	58774646	id-87335	1	+	NA	NONE	0
chr6	58776202	58776352	id-87336	1	+	NA	NONE	0
chr6	58776884	58777034	id-87337	1	+	NA	NONE	0
chr6	58777109	58777259	id-87338	1	+	NA	NONE	0
chr6	58777305	58777455	id-87339	1	+	NA	NONE	0
chr6	58777610	58777760	id-87340	1	+	NA	NONE	0
chr6	58777851	58778001	id-87341	1	+	NA	NONE	0
chr6	58778259	58778409	id-87342	1	+	NA	NONE	0
chr6	58778986	58779136	id-87343	1	+	NA	NONE	0
chr6	61905179	61905329	id-87344	1	+	NA	NONE	0
chr6	62036883	62037033	id-87345	7.49e-07	+	ATCCAATTTCTGATGGGGACCACTGGAGGGCAGAC	UpstreamP1_CTCF	2
chr6	62421918	62422068	id-87346	7.84e-05	+	AAAACTAAGAGAAAATCAGGCACATGGGGGAGCTC	V_CTCF_BR	2
chr6	62465728	62465878	id-87347	1.04e-05	+	CCAATAAAGACTTACTGGGCCAGTAGGTGGAGTTA	V_CTCF_BR	2
chr6	62511919	62512069	id-87348	2.96e-05	+	CTGTAGGATTTGAGAGCGACCCCTGGCTGACAACC	UpstreamP1_CTCF	1
chr6	62519037	62519187	id-87349	1.04e-05	+	TAATGTTTTGTAGTTCCTTCCTGTAGATGGCAGCA	V_CTCF_BR	34
chr6	62596646	62596796	id-87350	1.83e-05	+	TGGACTAATGCTATCTCTCCCACTAGATGGCATCC	V_CTCF_BR	9
chr6	62860083	62860233	id-87351	2.2e-07	-	CTGCATCAACTGTCACCAGCCACATGGTGGCAGCA	UpstreamP1_CTCF	40
chr6	62947498	62947648	id-87352	1	+	NA	NONE	1
chr6	62993846	62993996	id-87353	5.97e-08	-	CTTGTAATTTGATTTTTTCCCAGCAGGGGGAAGCA	Upstream_CTCF	38
chr6	63103646	63103796	id-87354	4.88e-08	-	GTGCAGTTGGGATATTCTCCCAGTAGGTGGCCCAT	UpstreamP1_CTCF	3
chr6	63158970	63159120	id-87355	1	+	NA	NONE	0
chr6	63324494	63324644	id-87356	1.41e-06	+	GAGGCTATACTCTGCAAAGCCACAGGGTGGAGCTG	Upstream_CTCF	7
chr6	63417184	63417334	id-87357	2.31e-06	-	CTAGCAGTACTCCTTGTGGCCAGGGGTGGCAGTGA	Upstream_CTCF	10
chr6	63485457	63485607	id-87358	9.49e-08	-	GAGAGTTTTCAGGTGTTAACCACCAGAGGGAGCCA	V_CTCF_BR	35
chr6	63485764	63485914	id-87359	1	+	NA	NONE	4
chr6	63572423	63572573	id-87360	1	+	NA	NONE	0
chr6	63573178	63573328	id-87361	1.77e-05	-	GGTGATATTACTCCACATATCGCCAGGGGGCTACA	Upstream_CTCF	0
chr6	63601082	63601232	id-87362	5.08e-07	-	AGCTTTTTTTGACATATTTCCACCAGGGGGCACTA	V_CTCF_BR	29
chr6	63604402	63604552	id-87363	2.27e-06	-	GTGAAGAAGCTGGCAGGAACCAGCAGATGGAGACA	V_CTCF_BR	7
chr6	63605191	63605341	id-87364	1	+	NA	NONE	3
chr6	63776087	63776237	id-87365	7.27e-06	+	TATTTGACATTCATGTAGGCCAGCAGGGGGAGAAA	V_CTCF_BR	19
chr6	63789130	63789280	id-87366	7.82e-06	+	GTGTAATTACACTGATGGGATAGTAGGTGCCCCAG	UpstreamP1_CTCF	9
chr6	63831198	63831348	id-87367	5.41e-07	+	GAGCAGTTATATGTGCCTGCCTCTAGATGTAGCTG	UpstreamP1_CTCF	15
chr6	63922681	63922831	id-87368	7.73e-06	-	AAGCCAGGAAACTCTGAGATCAGCAGAGGGAGCCA	V_CTCF_BR	6
chr6	63955940	63956090	id-87369	4.14e-06	-	GGAACAATACACACTGGGGCCTGTAGGGGGATGTA	V_CTCF_BR	17
chr6	63979503	63979653	id-87370	2.19e-05	+	CTAGCCCTCCTAGCCTGAAACAATAGGCGGCAGCA	Upstream_CTCF	2
chr6	63982421	63982571	id-87371	1	+	NA	NONE	31
chr6	64005599	64005749	id-87372	1	+	NA	NONE	11
chr6	64017855	64018005	id-87373	1.39e-05	+	TCAGATAGGCTAACCTTAAACAGAAGAGGGCGCAT	V_CTCF_BR	40
chr6	64061987	64062137	id-87374	1.39e-05	+	GAAGGATGTTTCTAGGCAAACAGTAGGTGGCAACA	V_CTCF_BR	36
chr6	64063044	64063194	id-87375	6.05e-06	+	GCAGAGGCGCTGCTTTTTAACAGCAGAGGTCAGTA	V_CTCF_BR	40
chr6	64151666	64151816	id-87376	1.77e-05	+	GCTGCTGCTGCTGCTTTGTGCAGCGGGGGCGCTGG	Upstream_CTCF	6
chr6	64186296	64186446	id-87377	2.81e-05	-	CAGCCAATATCTAACTGCAACTGTAGGGGGAACTC	V_CTCF_BR	11
chr6	64235206	64235356	id-87378	1	+	NA	NONE	13
chr6	64281702	64281852	id-87379	1	+	NA	NONE	26
chr6	64283774	64283924	id-87380	1.23e-05	-	TGGCTACTGCTGCCACAAACCAACAGGAGGCAACA	UpstreamP1_CTCF	32
chr6	64284326	64284476	id-87381	6.98e-07	+	AACAGACGAGTCCCCCCATCCACTAGGTGGCTCCA	V_CTCF_BR	40
chr6	64308579	64308729	id-87382	1.38e-07	+	CTGTTATTGATCAGCCGAACCAGCAGGTGGCAAGA	UpstreamP1_CTCF	40
chr6	64345993	64346143	id-87383	1	+	NA	NONE	35
chr6	64399454	64399604	id-87384	1	+	NA	NONE	10
chr6	64469618	64469768	id-87385	1.77e-05	-	AGAGAAATTGGTCCAACACACAGTAGATGGCAGTG	Upstream_CTCF	12
chr6	64474348	64474498	id-87386	2.27e-06	-	CAAGTAGATATAAAATGAACCACTAGATGGCGCAA	V_CTCF_BR	33
chr6	64512618	64512768	id-87387	1.43e-05	-	CATACAGTTGCACATTGCACCACATGAGGGAGCAA	Upstream_CTCF	39
chr6	64523543	64523693	id-87388	4.01e-05	+	TATAACCTCAGCAGAGTGGACACCAGGGAGCGCTG	V_CTCF_BR	28
chr6	64524494	64524644	id-87389	4.14e-06	-	ACCTAGTTACTTTGAAAAGCCAGAAGATGGCACTA	V_CTCF_BR	13
chr6	64527105	64527255	id-87390	5.48e-05	-	GCTGTTCAGTTGTTGCTATCCTCTAGGTGGCCTCA	Upstream_CTCF	37
chr6	64582255	64582405	id-87391	2.28e-05	+	CTTGGAGCACTGTTTCTCAGCCCTAGAGGTAGGAA	Upstream_CTCF	23
chr6	64592233	64592383	id-87392	3.4e-06	+	GATGTTGTTCCATAAGCCTCCATGAGGGGCAGAGG	Upstream_CTCF	39
chr6	64633160	64633310	id-87393	1.46e-07	+	TTGCTATACTACCCACCATACACTAGGTGGAAGCA	UpstreamP1_CTCF	39
chr6	64673776	64673926	id-87394	5.38e-05	+	TTCAAACACTTATCTTCCATCTGTAGGTGGCAGTA	V_CTCF_BR	9
chr6	64722246	64722396	id-87395	6.05e-06	+	AGAGCCCAGAGACTCAGTATCAGCAGATGGCAGTA	V_CTCF_BR	39
chr6	64794412	64794562	id-87396	2.67e-06	-	ACAGCAGCCCATCTGTCCACCTCTAGGGGAGGGTA	Upstream_CTCF	6
chr6	64931822	64931972	id-87397	1	+	NA	NONE	7
chr6	64940518	64940668	id-87398	4.88e-06	-	TTGCAGCACCCTCTGTGTGCCAGCAGGATGTATGC	UpstreamP1_CTCF	10
chr6	64960178	64960328	id-87399	1.95e-07	-	CGTGCAATTCTGCTAGCTGCCCCCAGGTGAAAAAT	Upstream_CTCF	25
chr6	64990586	64990736	id-87400	6.43e-06	+	CAATTGGTAAAGTCATCTAGCTCCAGGGGGCACTG	V_CTCF_BR	37
chr6	65040912	65041062	id-87401	1.55e-08	-	CTTTGGGCCGAAGTTCCGACCAGCAGAGGGCAGGC	V_CTCF_BR	40
chr6	65129610	65129760	id-87402	1.76e-05	-	CACCAGCCCCTGAAAGCAGCCAGGAGGGGATGCTG	UpstreamP1_CTCF	9
chr6	65179397	65179547	id-87403	5.35e-09	+	CTGTTATGTCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	23
chr6	65215328	65215478	id-87404	1.19e-06	-	CTGAGTGGGCTGCAGGCCTCCTCTAGGGGGCGCAT	V_CTCF_BR	38
chr6	65442842	65442992	id-87405	1.69e-05	-	TTGCAATTACAAATTGTGGCTGGTGAGAGGCAGTC	UpstreamP1_CTCF	24
chr6	65446582	65446732	id-87406	1	+	NA	NONE	11
chr6	65548744	65548894	id-87407	1	+	NA	NONE	15
chr6	65695733	65695883	id-87408	1.37e-05	+	CCTGTTCTGCCACAACTGTCCAGCAGTCTGCTCTA	Upstream_CTCF	12
chr6	65723521	65723671	id-87409	2.96e-05	-	TATCACCATCTCTTCACCACCTCTAGGGGTCTCAC	V_CTCF_BR	9
chr6	65912299	65912449	id-87410	2.04e-05	-	CAAAGGGTTTGTCCTCTAGCCGCTAGGGGTCAAGC	V_CTCF_BR	4
chr6	65969083	65969233	id-87411	2.58e-07	-	ATTGCAACTTCATTTGTTACCACCAGGAGGGAAGA	Upstream_CTCF	24
chr6	66157639	66157789	id-87412	2.96e-05	+	GAACACTTTGCTAAGGAAGCCACCTGTGGGCTGAA	V_CTCF_BR	4
chr6	66276107	66276257	id-87413	2.91e-05	-	ACTGGAGGAGCTGAGTGCGCCACTTGGTGGTTGAA	Upstream_CTCF	9
chr6	66348060	66348210	id-87414	3.45e-05	+	GTCTGCAGAAAGGAGCGATCCACTAGGGGTCTCCT	V_CTCF_BR	19
chr6	66486371	66486521	id-87415	2.04e-05	-	GGCTTGCTACTACAGACATCCACCAGATGGCATTT	V_CTCF_BR	13
chr6	66504638	66504788	id-87416	3.4e-06	+	GATCGCTGCTGCTGATCTGACAGAAGGTGGAGCTC	V_CTCF_BR	2
chr6	66969080	66969230	id-87417	2.46e-08	-	TTTCTCACCCCTGAGGCTGCCACAAGGGGGCGGAG	V_CTCF_BR	4
chr6	67092400	67092550	id-87418	1	+	NA	NONE	0
chr6	67131612	67131762	id-87419	4.51e-05	+	TCAATGCTACCACAAATGGCCGCCAGAGTGCACAC	Upstream_CTCF	25
chr6	67199604	67199754	id-87420	1.47e-05	+	CCTGACTGGGAGAAACCTCCCAGTAGGGGTCGACA	V_CTCF_BR	1
chr6	67206673	67206823	id-87421	1	+	NA	NONE	29
chr6	67268166	67268316	id-87422	1.41e-08	+	ATGTAGTTCAACCTCCAGGCCAGTAGGTGGTGCTT	UpstreamP1_CTCF	27
chr6	67278277	67278427	id-87423	5.34e-06	+	CATGGAGAGGATCCCTCTTCCACTAGGTGGTGCGG	V_CTCF_BR	7
chr6	67372191	67372341	id-87424	2.15e-05	+	TTACCAGGGTTCAATTATGCCACTAGATGGAGCAT	V_CTCF_BR	33
chr6	67636067	67636217	id-87425	1.29e-05	+	ATGAAGAGGATTTCTATTTCCACTAGGTGGCCCTA	UpstreamP1_CTCF	22
chr6	67719857	67720007	id-87426	8.98e-06	-	CCTTGCTACCTTGTCCTGACCACCAGGTGGCCCAT	UpstreamP1_CTCF	25
chr6	67776446	67776596	id-87427	3.88e-07	+	GATCACTGCCGCCTCTTCAGCACTAGATGGCACCT	UpstreamP1_CTCF	31
chr6	67986469	67986619	id-87428	4.65e-06	+	CTGGTGTTCCTTCCTTTGGTCGCCAGGGGACTCAA	UpstreamP1_CTCF	2
chr6	68404127	68404277	id-87429	1	+	NA	NONE	24
chr6	68643299	68643449	id-87430	3.18e-06	+	TAGACCTTGAATGAAATATCCACAAGATGGCAGCA	V_CTCF_BR	22
chr6	68906652	68906802	id-87431	6.73e-07	-	TTGTAATTTGGGCTACAATCCAGTAGATGGCGGTT	UpstreamP1_CTCF	33
chr6	68936494	68936644	id-87432	6.82e-05	-	TTTACAAAAAATCCTGAAACAACTAGGGGGCAGTG	V_CTCF_BR	32
chr6	69023926	69024076	id-87433	3.91e-06	-	CATGCATTTCATAAACTAAGCACATGAGGGCACAT	Upstream_CTCF	31
chr6	69053924	69054074	id-87434	3.22e-07	+	GGAGCCATTAACACCACTTCCACCAGAGGGTGCAG	Upstream_CTCF	37
chr6	69110394	69110544	id-87435	2.78e-09	-	ATGCAGGTGGACCTCCTGACCAGTAGGTGGCACTT	UpstreamP1_CTCF	23
chr6	69153730	69153880	id-87436	2.2e-06	-	AGTGAAGTTCCCCTACAAGCCACCAGGGATTTGCC	Upstream_CTCF	24
chr6	69178540	69178690	id-87437	6.21e-05	-	GAAACCTTGAGCAATTCAGGGGCTAGGGGGCGCTG	V_CTCF_BR	24
chr6	69269042	69269192	id-87438	9.25e-06	+	AACTTGGCAAACCCTGTTACTACTAGAGGGCAGTA	V_CTCF_BR	10
chr6	69282529	69282679	id-87439	1.73e-08	+	GTGCAGTTCAGGCTGAAGTCCAGTAGATGGTGCTT	UpstreamP1_CTCF	37
chr6	69344675	69344825	id-87440	1.1e-05	+	CAGTTGGTCGCCGCCAGCCCCAGCGGTGGGAACTG	V_CTCF_BR	14
chr6	69344895	69345045	id-87441	3.45e-05	-	GCGACTTCCTGGAGTTCTGCCTGCCGGGGGCGCGG	V_CTCF_BR	12
chr6	69346186	69346336	id-87442	1	+	NA	NONE	13
chr6	69348292	69348442	id-87443	9.51e-07	+	ATTTGACCATTGTGAATGGCCACATGAGGGCGCTG	V_CTCF_BR	40
chr6	69362262	69362412	id-87444	3.86e-05	-	GTGGTGCCTGTCTTGATGTCCAACAGGGGGCCTCA	Upstream_CTCF	21
chr6	69367342	69367492	id-87445	8.33e-05	-	GAAATAGTCCCACCTATCACCTGCAGAGGAGGACA	Upstream_CTCF	2
chr6	69461628	69461778	id-87446	1	+	NA	NONE	0
chr6	69471339	69471489	id-87447	1	+	NA	NONE	4
chr6	69485194	69485344	id-87448	1	+	NA	NONE	0
chr6	69488623	69488773	id-87449	1.22e-07	-	CAGAAGTGCCTTCTGTGCTCCACCAGATGGCAATC	UpstreamP1_CTCF	36
chr6	69550158	69550308	id-87450	1	+	NA	NONE	7
chr6	69587108	69587258	id-87451	2.84e-05	+	AGTCTATACCCAACTTTAACCTTTAGGTGGCAGCA	UpstreamP1_CTCF	31
chr6	69661349	69661499	id-87452	1.06e-05	-	TTGGCATTGCTCAACTGCGCCACGGGGGAGCTGTG	Upstream_CTCF	8
chr6	69668376	69668526	id-87453	1.93e-05	-	TCTGTAAAATGTTTTTCAAACAGCAGGTGGCAATC	Upstream_CTCF	32
chr6	69678065	69678215	id-87454	1.15e-07	-	TGGTCATTGCAAACCTTAGCCACTAGATGGCACTA	V_CTCF_BR	40
chr6	69685060	69685210	id-87455	6.75e-05	+	TCTTTGTGACACACAGGCACCACTAGCAGACGCTG	UpstreamP1_CTCF	27
chr6	69686281	69686431	id-87456	1	+	NA	NONE	22
chr6	69718957	69719107	id-87457	1.41e-06	+	CTGCTGTGCCTGATGTTGTACACTGGGGGCACAAG	UpstreamP1_CTCF	16
chr6	69808950	69809100	id-87458	1	+	NA	NONE	12
chr6	69815326	69815476	id-87459	1	+	NA	NONE	15
chr6	69865500	69865650	id-87460	1	+	NA	NONE	13
chr6	69874905	69875055	id-87461	5.26e-07	+	CCGGCATTATTTCACATTGCCACTAGGAGGACCTT	Upstream_CTCF	33
chr6	69889633	69889783	id-87462	9.62e-08	+	GTGCAGTTTGACTTACAAGCCAGTAGGTGACACTT	UpstreamP1_CTCF	15
chr6	69942881	69943031	id-87463	1	+	NA	NONE	18
chr6	70021916	70022066	id-87464	2.38e-07	+	TCTGCCAATGGAAGTGGAGCCAGCAGAGGGCTGAC	V_CTCF_BR	6
chr6	70137920	70138070	id-87465	1	+	NA	NONE	3
chr6	70197717	70197867	id-87466	7.16e-08	-	CCTGTAATTTTAGTTCTTCCCATCAGGTGGCAGTA	Upstream_CTCF	26
chr6	70415977	70416127	id-87467	1.1e-05	-	CCCACCTAAGTGTGTGCTGCCACCTGATGGAAGAT	V_CTCF_BR	18
chr6	70429608	70429758	id-87468	4.94e-06	-	ACTTCAGAGTTTGTTGCTGCCACCAGGAGGTGATA	Upstream_CTCF	40
chr6	70439832	70439982	id-87469	1	+	NA	NONE	30
chr6	70442657	70442807	id-87470	1.93e-05	+	ATCATTATTCAACATTTCCCCACTTGGTGGCACCA	V_CTCF_BR	28
chr6	70478695	70478845	id-87471	3.36e-07	-	TTCTAATGTGAAATAGTGGACACCAGAGGGCACTA	V_CTCF_BR	31
chr6	70505465	70505615	id-87472	1	+	NA	NONE	17
chr6	70506860	70507010	id-87473	2.55e-06	-	CCCGCCCCCGCTCGGCTCGCCGCCAGGGGACGCTA	Upstream_CTCF	40
chr6	70534350	70534500	id-87474	4.88e-05	+	GAAGCAAACACATTCTCCTTCACAAGGTGGCAGGA	V_CTCF_BR	8
chr6	70545720	70545870	id-87475	1.15e-06	+	GTTGCAGTTCTAGAGGCCAAAACTAGATGGTGCTC	Upstream_CTCF	39
chr6	70577343	70577493	id-87476	7.1e-07	+	CCGCAGCCACAGCGGCCGAGAACCAGGAGGCGGCG	UpstreamP1_CTCF	28
chr6	70578262	70578412	id-87477	3.28e-05	-	AGAGAGCATAAATTTTCTGCCTCTGGGGGTCACCC	V_CTCF_BR	14
chr6	70604451	70604601	id-87478	6.15e-05	+	CATGCAGAAGAAAACCCAGTCGCTGGGTGGGGCCC	Upstream_CTCF	7
chr6	70612632	70612782	id-87479	1	+	NA	NONE	2
chr6	70623937	70624087	id-87480	1	+	NA	NONE	21
chr6	70643360	70643510	id-87481	7.12e-06	-	CTGCATTTATATTTCACTTCCAACAGGAGTCACTT	UpstreamP1_CTCF	6
chr6	70695197	70695347	id-87482	1.31e-05	-	CTCGCCACTGGACCATAGACCTCTGGATGGCAGTA	V_CTCF_BR	11
chr6	70813812	70813962	id-87483	3.16e-05	+	CCAAAAACACCCTGCACCACCACTAGAGGGCCTCA	Upstream_CTCF	39
chr6	70818261	70818411	id-87484	1.83e-05	-	TAGAGCTTTTCCTATGGAAACAGTAGATGGAGCTG	V_CTCF_BR	39
chr6	70876371	70876521	id-87485	1.21e-06	-	CTGCGATTCGAGCGTGGCCCCACATGAGGGCAGAC	UpstreamP1_CTCF	40
chr6	70920304	70920454	id-87486	5.37e-06	+	GTGATATACCTCCATTTGTCCACAAGATGGTGTTT	UpstreamP1_CTCF	37
chr6	70930777	70930927	id-87487	1.09e-06	+	TATGTCATTCTCTATAAAACCACTAGAGGGTAGTC	Upstream_CTCF	38
chr6	70999111	70999261	id-87488	5.01e-06	-	ACAACCTCAGCTGGATTTTCCACTAGGTGGCAATG	V_CTCF_BR	30
chr6	71017891	71018041	id-87489	3.41e-08	+	AATGTATTTTCAATTTTTGCCACAAGGGGGAGAAG	Upstream_CTCF	10
chr6	71019892	71020042	id-87490	1.64e-05	+	CTGGGAAAATGTTTTCTCTGCACTAGGTGGCAGTA	V_CTCF_BR	38
chr6	71021998	71022148	id-87491	1	+	NA	NONE	7
chr6	71073613	71073763	id-87492	1	+	NA	NONE	1
chr6	71079158	71079308	id-87493	1.27e-06	-	TAGTCGTTACTGCTTGGCGACAGAAGGGGGCAGCA	UpstreamP1_CTCF	40
chr6	71081335	71081485	id-87494	1.03e-06	+	CAGAATTTCTTCAATCTTGCCACTAGATGGCATAG	UpstreamP1_CTCF	39
chr6	71085730	71085880	id-87495	7.44e-06	-	TTGTCAGTTCCAGAACCTAACACTAGTGGGCTCTC	Upstream_CTCF	39
chr6	71104306	71104456	id-87496	2.27e-06	-	CTTGCACCTTGGGACTGGGCCTGAGGAGGGCGGAG	V_CTCF_BR	1
chr6	71230396	71230546	id-87497	1.24e-05	-	CATAACTAAGGTATGACTGCCACCTGATGGCAATA	V_CTCF_BR	38
chr6	71257142	71257292	id-87498	3.88e-07	+	CAGTATCTCTGGCCTCTGCCCACTAGATGCCAGTA	UpstreamP1_CTCF	40
chr6	71261397	71261547	id-87499	2.11e-06	+	GGAGAGAGACTGGAAATGGCCAGTTGGTGGAGCAG	V_CTCF_BR	16
chr6	71276780	71276930	id-87500	5.2e-08	-	CTGCAGGAACCTGCCCAGGCCACCGGGTGGGCGGC	UpstreamP1_CTCF	28
chr6	71396362	71396512	id-87501	4.01e-09	-	CAGCAATAACGCATTTTCACCAGCAGAGGGCAGAT	UpstreamP1_CTCF	38
chr6	71416342	71416492	id-87502	6.98e-07	+	ATATTAAACTTTCGTTGTACCACCAGATGGCGCTC	V_CTCF_BR	33
chr6	71553360	71553510	id-87503	8.58e-06	-	TTCCATTTCCCAGACGAAGCTGCTAGAGGGCAGAC	UpstreamP1_CTCF	7
chr6	71555467	71555617	id-87504	8.9e-05	+	GTGATGCACTGAGGTTTGGACAGAGGGGCGCTGGA	UpstreamP1_CTCF	1
chr6	71594184	71594334	id-87505	4.55e-09	-	TATGCAGTTATGAATATTTCCACAAGGTGGCGCTC	Upstream_CTCF	40
chr6	71611161	71611311	id-87506	1	+	NA	NONE	40
chr6	71665736	71665886	id-87507	2.18e-07	-	CCCGCCTGGCCAACACGTTCCGCCAGGTGGCGCAG	V_CTCF_BR	40
chr6	71717181	71717331	id-87508	4.7e-06	-	GGAGAAGCAGGCACCTCCTCCACTGGGTGGCAGGA	V_CTCF_BR	17
chr6	71722660	71722810	id-87509	1.38e-06	-	CACTACCCCTGCTTCCTGTCCACTAGATGGTGCTA	V_CTCF_BR	40
chr6	71738689	71738839	id-87510	1.08e-05	-	CTGCAAGGGATCATCATGGCAGACAGGAGGCAGAA	UpstreamP1_CTCF	10
chr6	71753753	71753903	id-87511	2.28e-05	+	GGTGAGGCCCTGAGAGCAGCCTCTAGGGGCTGACA	Upstream_CTCF	11
chr6	71845055	71845205	id-87512	1	+	NA	NONE	14
chr6	71869252	71869402	id-87513	3.16e-05	+	CTTGCTCGGCAATCATATTCCTGCAGGTTGCAGCA	Upstream_CTCF	1
chr6	71900626	71900776	id-87514	1.31e-05	+	GGACATTTTATAAAAACAACCAGAAGAGGGTGGTC	V_CTCF_BR	33
chr6	71915168	71915318	id-87515	1.61e-05	+	AAGCAGCGCCCACATGCTGTCTCTAAAGGGAACAG	UpstreamP1_CTCF	8
chr6	71998419	71998569	id-87516	2.86e-06	-	CCGCACTGCCTCAGCGCGGCGAGCGGCGGACAGGC	UpstreamP1_CTCF	29
chr6	72059151	72059301	id-87517	1.65e-07	-	CTGTAATAACAGAGAAGAAACAGTAGAGGGCACTT	UpstreamP1_CTCF	39
chr6	72093304	72093454	id-87518	5.9e-06	-	CTGTTAGGAACTGGACTGCCCAGCAGGAGGTGAGT	UpstreamP1_CTCF	38
chr6	72093708	72093858	id-87519	5.34e-06	+	TTTAAAACCTCAAACCGTACCACCAGGTGTCACTA	V_CTCF_BR	39
chr6	72129887	72130037	id-87520	2.38e-07	+	GACCGACTTCCTTCGCCGGCCACCGGAGGGAGGGG	V_CTCF_BR	31
chr6	72154056	72154206	id-87521	1	+	NA	NONE	11
chr6	72167670	72167820	id-87522	1	+	NA	NONE	8
chr6	72181265	72181415	id-87523	1	+	NA	NONE	10
chr6	72192578	72192728	id-87524	2.96e-05	-	GGCACTTTAGCGTGTTCTGCCTCTGGGAGGCAGTA	V_CTCF_BR	33
chr6	72219934	72220084	id-87525	1.55e-05	-	GAAAAACTTTCTCACCAGGGCCCCAGAGGGCACCC	V_CTCF_BR	39
chr6	72243663	72243813	id-87526	7.07e-08	+	CTGGGAATTATTACTTTGGCCACCAGATGGAGCCA	V_CTCF_BR	36
chr6	72331746	72331896	id-87527	5.38e-05	+	GAAAGATTCCTGAAGGAATTCACTAGGTGGCACTC	V_CTCF_BR	39
chr6	72565204	72565354	id-87528	1.06e-05	+	CTGTCTGTTTCTACCTTTCCCTGTAGGTGGCATTC	Upstream_CTCF	18
chr6	72595990	72596140	id-87529	8.91e-07	+	GGTGCTGTGCACGTTGGCGACTGTAGGGGTAGCGG	Upstream_CTCF	2
chr6	72596534	72596684	id-87530	1.83e-05	-	CGGAGCCCTAGCGGCGGCGGCAGGAGGAGGAGCAG	V_CTCF_BR	36
chr6	72751915	72752065	id-87531	1.13e-05	-	ATGTTGCCATAGCCTTTCTCCATAAGAGGGCAGCT	UpstreamP1_CTCF	24
chr6	72773177	72773327	id-87532	9.81e-06	+	AGGAACTGGTGAATGTTGTCCACTAGTGGGAGACC	V_CTCF_BR	3
chr6	72794786	72794936	id-87533	7.9e-07	-	TTTTTCTTATTGCAAATGTCCAGCAGATGGCACTA	UpstreamP1_CTCF	37
chr6	72850616	72850766	id-87534	1.41e-06	+	GGTGATGTTCTCTATCCTTCCACAGGATGGCAGGA	Upstream_CTCF	22
chr6	72927961	72928111	id-87535	1	+	NA	NONE	40
chr6	72956796	72956946	id-87536	1.29e-05	-	AGGCTGGGTCTCCTCTCAGCCACTTGGTGGAGTTC	UpstreamP1_CTCF	27
chr6	72960498	72960648	id-87537	4.43e-05	+	GGCAGTTTTACATGTAACTACAGTAGATGGCAGCA	V_CTCF_BR	11
chr6	73122029	73122179	id-87538	4.65e-10	+	GTGTAGTGGCGCATCTCAGCCACAAGATGGCAGCA	UpstreamP1_CTCF	39
chr6	73232615	73232765	id-87539	3.56e-06	+	CAAGGGCTGCAGTGATCAGCCACCAGAGGGCCGGG	Upstream_CTCF	30
chr6	73270830	73270980	id-87540	5.7e-05	+	ACGACAGTTCCAAGAATAGCCACATGGGGTAAAAT	Upstream_CTCF	32
chr6	73290182	73290332	id-87541	3.47e-07	-	CTACAGTAGCCGGAAGCATGCAGCAGATGGCACTA	UpstreamP1_CTCF	39
chr6	73326259	73326409	id-87542	6.46e-07	+	CAATGGTAAAATGTCAGTACCACTAGGGGGCACAG	V_CTCF_BR	39
chr6	73329828	73329978	id-87543	1.04e-05	-	CTGACTGAAGGCGGAGGGGGCGGGAGGGGGTGCTG	V_CTCF_BR	10
chr6	73332003	73332153	id-87544	4.34e-07	+	GTGCTGCTGAACTCGGCAGCCGCCAGGGGCGACGG	UpstreamP1_CTCF	31
chr6	73332585	73332735	id-87545	1	+	NA	NONE	26
chr6	73334436	73334586	id-87546	5.08e-05	+	GGTGCTATATCCACATTAGCACAAAGAGGGAATGG	Upstream_CTCF	39
chr6	73349795	73349945	id-87547	1.93e-05	+	TGTGCAGGGTAAATTTTAAAAAGCAGATGGAGCCC	Upstream_CTCF	23
chr6	73353083	73353233	id-87548	1	+	NA	NONE	24
chr6	73379141	73379291	id-87549	1.73e-06	-	GTGGAGCTGCCTCAGAGACCCACAAGGTGGGGCCA	UpstreamP1_CTCF	2
chr6	73414831	73414981	id-87550	9.29e-06	+	GGTGACATTCTGGATACTTCCACCATGGGGCGTAC	Upstream_CTCF	26
chr6	73419382	73419532	id-87551	2.96e-05	-	TTGATTCTTACTGTTTTCTCCACCAGAGGGTAATC	UpstreamP1_CTCF	4
chr6	73783100	73783250	id-87552	3.09e-06	+	GCAGCAACCCTAGTCTCTACCACTAGATGCTCGTA	Upstream_CTCF	5
chr6	73831540	73831690	id-87553	2.01e-05	-	CAAGAATTTTAGATACCACCCACCAGGAGGCATTT	Upstream_CTCF	30
chr6	73839745	73839895	id-87554	1.1e-06	-	CAGCTCAGCAGTTGTCCAACCACAAGGAGGCGCCA	V_CTCF_BR	40
chr6	73844348	73844498	id-87555	6.39e-08	-	AGGAGCCACGTCAGTGCAGCCACTAGGGGTCGCCC	V_CTCF_BR	38
chr6	73890861	73891011	id-87556	6.37e-07	-	CTGATATGCCCCAGCAGTACCACTAGAGGGTGTAA	UpstreamP1_CTCF	40
chr6	73957630	73957780	id-87557	2.59e-06	+	AGGGTGCAGCAAGCTAGGACCACCAGGTGGCCCTG	UpstreamP1_CTCF	2
chr6	73973016	73973166	id-87558	2.1e-05	-	AAGCAGCTCCGCTGGCTCAGCAATGGGGGTCGTCC	UpstreamP1_CTCF	25
chr6	73995531	73995681	id-87559	3.09e-07	+	AAGAACTGATCAAAGTTAGCCACCAGATGGAGCTC	V_CTCF_BR	40
chr6	74018900	74019050	id-87560	6.8e-06	-	CAGGAATCCCAGGCCAGCTCCTCTAGGGGGCCATC	UpstreamP1_CTCF	35
chr6	74020081	74020231	id-87561	4.7e-06	-	CCCTGCGTTTCTGGCTCCAGCCCCAGGTGGCGGCG	V_CTCF_BR	37
chr6	74024822	74024972	id-87562	1.71e-06	-	GATCGCCAGGGGACACCCAACACCAGGGGTCGGAG	V_CTCF_BR	5
chr6	74036449	74036599	id-87563	2.2e-06	-	GGGTTAATCCCATTTTTGGCCACTAGGTAGAGCTA	Upstream_CTCF	40
chr6	74098531	74098681	id-87564	5.68e-06	-	GGCAAGGAGCCACACTCTCCCACAAGGAGGCAGCA	V_CTCF_BR	40
chr6	74170911	74171061	id-87565	1	+	NA	NONE	18
chr6	74217849	74217999	id-87566	1	+	NA	NONE	17
chr6	74225452	74225602	id-87567	1.31e-05	+	AGCAAGTTTGTAATGAATACCAGCAGGTGGTGCTC	V_CTCF_BR	39
chr6	74230874	74231024	id-87568	9.62e-05	+	GCGCTCTGCCCACTGACGGGCACCGGAGCCTCACG	UpstreamP1_CTCF	20
chr6	74258295	74258445	id-87569	1	+	NA	NONE	15
chr6	74268642	74268792	id-87570	3.36e-07	+	GGGGGAGGAGCCCCATCCTCCAGGAGGGGGAGCAG	V_CTCF_BR	4
chr6	74289678	74289828	id-87571	3.16e-05	+	CCTGTGAGGTCCAAGCTGGCCTCTTGGAGGTACAG	Upstream_CTCF	9
chr6	74290060	74290210	id-87572	6.84e-06	+	TTGCCTAGTGTCCCTGCTGCCCCCAGCGGTCAGCA	V_CTCF_BR	37
chr6	74316267	74316417	id-87573	2.81e-05	-	GAAGTATAATGCTGGACAGGCAGCAGGGGGATCCT	V_CTCF_BR	7
chr6	74320291	74320441	id-87574	8.46e-07	-	CAGGCAATATAGTGTTTCTACAGTAGGTGGCAGCA	Upstream_CTCF	40
chr6	74324707	74324857	id-87575	1.28e-06	-	AATTCAGTTCTGACACTGTCCAGCTGGCGGTAGCA	Upstream_CTCF	3
chr6	74362397	74362547	id-87576	1.64e-05	+	GACTAAAATAAGCTCCCGGCTGCCAGATGGAGCTA	V_CTCF_BR	35
chr6	74362949	74363099	id-87577	1.69e-05	-	GGGCTGTCCTTCCCTGTCACCGCTAGGTTTCCGCC	UpstreamP1_CTCF	38
chr6	74385311	74385461	id-87578	2.32e-08	+	GTTGCATCAACTTCCTTGACCACTAGGTGGCAGGC	Upstream_CTCF	40
chr6	74442915	74443065	id-87579	1.21e-09	-	GTGCACTTCTCCACATCAGCCTGCAGGTGGTGCTG	UpstreamP1_CTCF	40
chr6	74445598	74445748	id-87580	4.21e-05	+	ACTACTACCACCACCGCCGCCACCAGGGGTTTGGT	V_CTCF_BR	1
chr6	74448944	74449094	id-87581	3.4e-06	+	AAAAAGAGCCCTTTTAGAACCACCAGGGGTCAGTA	V_CTCF_BR	40
chr6	74484333	74484483	id-87582	1.73e-05	-	TAAACTTTGCTCTTATTTCCCTCCAGGGGGTAGCC	V_CTCF_BR	12
chr6	74508345	74508495	id-87583	2.4e-05	-	AACAACTAGCACCATTCTTCCACTAGAGGCAGCCA	V_CTCF_BR	39
chr6	74513616	74513766	id-87584	1.03e-06	+	TGCTGCCTTTCCATTGTGGTCAGCAGGGGGCTCTG	V_CTCF_BR	39
chr6	74533693	74533843	id-87585	8.71e-06	+	TGGGAATGGGAGAAAACAGCCAGCAGGAGGAGCTT	V_CTCF_BR	23
chr6	74564819	74564969	id-87586	3.65e-07	+	ATGACATAAAAATATGCGACCACTAGGGGGCAGAA	V_CTCF_BR	39
chr6	74566150	74566300	id-87587	1.73e-06	+	TTGTAATGGCAGAGCCATGCCTCCAGGTGAGGCCA	UpstreamP1_CTCF	11
chr6	74608426	74608576	id-87588	7.73e-06	-	ACAGTGTCTTCACTCATGACCACAGGGTGGCTGCA	V_CTCF_BR	26
chr6	74633870	74634020	id-87589	1	+	NA	NONE	4
chr6	74652403	74652553	id-87590	1.83e-05	-	GACAATGTGGATGAATTCACCACAAGGGGCAGCAG	V_CTCF_BR	28
chr6	74679817	74679967	id-87591	3.18e-06	+	TGACTTGACTGCATTACATCCACTAGATGGCAGGC	V_CTCF_BR	40
chr6	74695851	74696001	id-87592	4.41e-06	+	ACTGAGCAGACAGCACAGGCCTCTGGAGGGCAGTG	V_CTCF_BR	35
chr6	74776253	74776403	id-87593	2.72e-05	-	CTGCCATTTGCGTAAGAGCCCAGCAGGCGAATGTC	UpstreamP1_CTCF	4
chr6	74797743	74797893	id-87594	4.43e-05	+	GCTATGTGAAGTTATTCAGCCACTGGAGGTCTCTG	V_CTCF_BR	21
chr6	74801203	74801353	id-87595	3.09e-06	+	AGGGGAATTTATTAGATCACCACTAGGGGGAGTGT	Upstream_CTCF	40
chr6	74880434	74880584	id-87596	3.88e-06	+	CACTAGTCCATTGCTATGGACACTAGAGGGCTGGA	V_CTCF_BR	10
chr6	74932589	74932739	id-87597	7.27e-06	+	AGGCAATGGGCCTTGCTGAGCTGCAGTGGGCTCCA	V_CTCF_BR	3
chr6	74965602	74965752	id-87598	1	+	NA	NONE	1
chr6	74990112	74990262	id-87599	1.93e-05	+	CATCCCTGTTCCCAACCCACGTCTAGGGGGAGCTA	V_CTCF_BR	36
chr6	75053648	75053798	id-87600	1.28e-06	+	AATGAATTCTAGTAAATTTCCACCAGGTGGCACCT	Upstream_CTCF	35
chr6	75119299	75119449	id-87601	1	+	NA	NONE	33
chr6	75259584	75259734	id-87602	6.49e-06	-	CTGGCAATACTCCTTATGGACTGTGGGGGCAGTGG	Upstream_CTCF	13
chr6	75284654	75284804	id-87603	2.93e-08	-	AGGCAGTTACGCCTCAAGACCACCAGATGGCTTCC	UpstreamP1_CTCF	40
chr6	75297950	75298100	id-87604	1.77e-05	+	CTGGCAGTACCCCTTGTGGACTGTGGTGGCAGTGG	Upstream_CTCF	5
chr6	75364100	75364250	id-87605	7.02e-05	+	GAGGAGTTGCAGGTCAGAACCAGTTGGGGAGGCTG	UpstreamP1_CTCF	3
chr6	75381675	75381825	id-87606	4.01e-05	+	AAGCCAAAAGAAATAGTACCCAGTAGGAGGAACCA	V_CTCF_BR	4
chr6	75462153	75462303	id-87607	7.27e-06	+	CCCACGATCCAATCACCTCCCACCAGGTGTCTCCC	V_CTCF_BR	24
chr6	75475371	75475521	id-87608	1	+	NA	NONE	4
chr6	75580321	75580471	id-87609	1	+	NA	NONE	29
chr6	75582407	75582557	id-87610	1	+	NA	NONE	13
chr6	75599426	75599576	id-87611	6.8e-06	-	CAGCATTATTCCAGTGTGATCTCTAGGAGGAGCAG	UpstreamP1_CTCF	9
chr6	75609199	75609349	id-87612	1	+	NA	NONE	34
chr6	75649133	75649283	id-87613	2.04e-05	+	CAACTGTCTATGTCCAGACCCACTAGATGTCACTG	V_CTCF_BR	18
chr6	75674734	75674884	id-87614	1	+	NA	NONE	13
chr6	75674932	75675082	id-87615	7.44e-05	-	ACTGCAATACCCTGGCTAGCCAGAGGTCTTCAGTC	Upstream_CTCF	7
chr6	75701876	75702026	id-87616	8.33e-05	-	TCTGCCTACACAATTTAGGCCATAAGATGGAGCCC	Upstream_CTCF	31
chr6	75775373	75775523	id-87617	1.1e-05	+	GCTGAGGAGAGGAAGACGCCCAGCAGGAGGTGCAG	V_CTCF_BR	31
chr6	75780116	75780266	id-87618	1	+	NA	NONE	11
chr6	75780702	75780852	id-87619	1	+	NA	NONE	5
chr6	75804385	75804535	id-87620	1	+	NA	NONE	17
chr6	75833924	75834074	id-87621	1.96e-07	+	CTGCAGGGCTTAGTTTTAGCCTGTAGGAGGTGGCT	UpstreamP1_CTCF	23
chr6	75855810	75855960	id-87622	8.5e-06	-	CATGCATGTGCAGTGGCAGCCTGTGGGAGGAGCTA	Upstream_CTCF	7
chr6	75911616	75911766	id-87623	7.49e-05	+	GATGGAGCAAGGGCAGGACACTGGAGGTGGTGCCC	V_CTCF_BR	9
chr6	75912005	75912155	id-87624	3.88e-06	-	CAGCGCAACCAACAGGACACCTCCGGGTGGCACCC	V_CTCF_BR	23
chr6	75914056	75914206	id-87625	7.46e-06	-	TTGCAGCTAAGTCGGGAAAGCGACAGGTGGCGATC	UpstreamP1_CTCF	39
chr6	75915106	75915256	id-87626	5.28e-05	-	TCTGTAGATGCTGTCGATTTCAATGGAGGGCGCGC	Upstream_CTCF	7
chr6	75915501	75915651	id-87627	3.56e-05	+	TAGGCGCTGCACTCCAGGAGCACCTGGCGGCCGCC	Upstream_CTCF	15
chr6	75915989	75916139	id-87628	1	+	NA	NONE	25
chr6	75916370	75916520	id-87629	1	+	NA	NONE	13
chr6	75918767	75918917	id-87630	4.1e-06	-	GACGCCGGGTTAGCGCTGACCACTAGATAGCGCTG	Upstream_CTCF	40
chr6	75920980	75921130	id-87631	1.82e-07	-	AACATCCTTTTGCTCTTCTCCACCAGAGGGCGCAA	V_CTCF_BR	40
chr6	75923572	75923722	id-87632	2.68e-05	-	CTGTCAGCACCACCCCAAGCCACATGGTGGCCTCA	Upstream_CTCF	26
chr6	75940319	75940469	id-87633	5.08e-07	-	TTGTTAAGGAGCCATGGCGCCACTAGAGGGAAGTA	V_CTCF_BR	39
chr6	75976554	75976704	id-87634	6.34e-08	+	AGTGCAAGAGCATCTATAACCACTAGATGGCAACC	Upstream_CTCF	40
chr6	75994493	75994643	id-87635	4.7e-06	+	AAGCGAAAGTCGGCTGGAGACGCCAGAGGGAGGGA	V_CTCF_BR	15
chr6	76007028	76007178	id-87636	1.31e-05	+	TAACTTTACCTCATGATGACCAATAGGTGGAGCTA	V_CTCF_BR	40
chr6	76015422	76015572	id-87637	6.21e-05	+	GTAGATCGTGTCCTGCACATCCCTAGAGGGCACCA	V_CTCF_BR	8
chr6	76059343	76059493	id-87638	2.72e-06	-	GCGCAACGCGGCCACAGCACCTGCAGGGGAAGCTG	UpstreamP1_CTCF	31
chr6	76065629	76065779	id-87639	2.77e-07	+	CAGCATCCCTGGCCTCTGTCCACTAGATGCCAGTA	UpstreamP1_CTCF	10
chr6	76077906	76078056	id-87640	1	+	NA	NONE	38
chr6	76214673	76214823	id-87641	9.71e-06	-	GCAGCATCCCTGGCCTCTACCATTGGATGGCAGTC	Upstream_CTCF	36
chr6	76226574	76226724	id-87642	1	+	NA	NONE	3
chr6	76236356	76236506	id-87643	2.66e-05	-	GCTGTGTGGAGAAAGAGAGCCACCAGGTAGCGCTC	V_CTCF_BR	40
chr6	76256239	76256389	id-87644	8.99e-05	-	GAGCTTATACTTTTTTTTACCACTTGGTGTCAGAG	V_CTCF_BR	32
chr6	76272857	76273007	id-87645	2.74e-08	-	GTGCAGTTTGACCTACAAGCCAGTAGATGGGGCAC	UpstreamP1_CTCF	40
chr6	76397364	76397514	id-87646	6.94e-09	+	GCTGGAGTTCCACTCCAGACCAGCAGAGGCTGCAG	Upstream_CTCF	26
chr6	76403373	76403523	id-87647	3.03e-05	+	ACAGATCTCAAGAATGTGCCCTCTAGGGGGCCAGA	Upstream_CTCF	32
chr6	76510653	76510803	id-87648	1	+	NA	NONE	0
chr6	76564900	76565050	id-87649	2.43e-06	+	CACAAGAGTCATGCTAACAACAGCAGGGGGCACCA	V_CTCF_BR	40
chr6	76602828	76602978	id-87650	1	+	NA	NONE	5
chr6	76603152	76603302	id-87651	6.05e-06	+	GACAAAATATAGAGTACAACCACTAGATGGCGATG	V_CTCF_BR	39
chr6	76641893	76642043	id-87652	2.6e-06	+	GTTCCAGGGAAGGGCAGAGCCCCAAGGGGGAGCTA	V_CTCF_BR	40
chr6	76644737	76644887	id-87653	7.46e-06	+	ATGCGATGAAACCTAGTTCTCGCTAGATGGCGCTC	UpstreamP1_CTCF	40
chr6	76701802	76701952	id-87654	1	+	NA	NONE	5
chr6	76876730	76876880	id-87655	1	+	NA	NONE	5
chr6	76940531	76940681	id-87656	1	+	NA	NONE	12
chr6	76985546	76985696	id-87657	2.62e-07	+	GTGTGGTTCCACCTATAAACCAGTAGATGGTGCTT	UpstreamP1_CTCF	12
chr6	77061131	77061281	id-87658	1.1e-05	-	TTACACCAGCAGTTCTGATACTCTAGGGGGCACCA	V_CTCF_BR	22
chr6	77325237	77325387	id-87659	1	+	NA	NONE	1
chr6	77343094	77343244	id-87660	2.43e-06	+	GGTGCCTCGCTGCTCAAAACCCCTAGAGGGAGCAG	Upstream_CTCF	16
chr6	77392657	77392807	id-87661	4.7e-06	+	TCTGTTTATACATATTTAGCCACAAGGTGGCAACA	V_CTCF_BR	38
chr6	77394762	77394912	id-87662	9.39e-07	+	CCAGCTCTTCCTGCAACTTCCTCCAGATGTCCTCA	Upstream_CTCF	22
chr6	77400863	77401013	id-87663	7.78e-06	+	TGTGTTATATGGGAAGTGGACTCTAGGAGGCATTA	Upstream_CTCF	25
chr6	77407465	77407615	id-87664	8.71e-06	+	GATCTGGCCATTTCCTTTGATACCAGGGGGCACTG	V_CTCF_BR	30
chr6	77411460	77411610	id-87665	1	+	NA	NONE	17
chr6	77418437	77418587	id-87666	1	+	NA	NONE	33
chr6	77571246	77571396	id-87667	3.73e-06	-	TGTGTATGACTATTTGTAACCACATGGTGGCAGTA	Upstream_CTCF	37
chr6	77586780	77586930	id-87668	2.01e-05	-	TGCGCGATGTTAAACTTTCTCAGTAGGGGTCGCTG	Upstream_CTCF	34
chr6	77731074	77731224	id-87669	1	+	NA	NONE	6
chr6	77834502	77834652	id-87670	2.62e-07	-	GTGCAGTTTGACTTACAAGGCAGTAGAGGGTGCTT	UpstreamP1_CTCF	28
chr6	77883282	77883432	id-87671	5.12e-07	+	GTTCAGGCCTACCTCTAGGCCAGTAGGTGACGCTA	UpstreamP1_CTCF	31
chr6	77955781	77955931	id-87672	8.5e-06	+	TCCTCAGGACCTGACCAACACACCAGAGGGCGCAT	Upstream_CTCF	12
chr6	77974824	77974974	id-87673	3.18e-06	-	TGACCTTTGTGGCAAGGCTCCAGCAGGAGGCAGCA	V_CTCF_BR	18
chr6	78160755	78160905	id-87674	3.5e-05	-	CAGCATTTCTGTTCTCTACTCTCTAGATGTCAGTA	UpstreamP1_CTCF	32
chr6	78167579	78167729	id-87675	6.98e-07	-	AAACCCACCCTGGAACAATCCACCAGGGGGCAGAG	V_CTCF_BR	40
chr6	78172265	78172415	id-87676	1	+	NA	NONE	8
chr6	78175802	78175952	id-87677	1	+	NA	NONE	37
chr6	78176448	78176598	id-87678	4.17e-05	+	TCTGCAGTCCCCAGCGGCGCTAGAAGGAACCTCCA	Upstream_CTCF	31
chr6	78296714	78296864	id-87679	5.08e-07	+	CCACTGCACTCTGACCTGGCCAGCAGAGGGAGACT	V_CTCF_BR	26
chr6	78330133	78330283	id-87680	3.4e-06	+	AGCTGTCACTCATTTCCAGCCACTAGGAGGCTCCC	V_CTCF_BR	36
chr6	78359796	78359946	id-87681	5.34e-06	+	CTCACTTTCAGACGAGCAAGCTCGAGGGGGCGCTC	V_CTCF_BR	16
chr6	78360181	78360331	id-87682	1.96e-07	-	CTGTAGCGGGGGAGGGCGCCCTCAAGCGGGCACGG	UpstreamP1_CTCF	12
chr6	78450235	78450385	id-87683	2.78e-06	+	AATAGCATTTCCTGTTTGACCACCAGGTGGCATAA	V_CTCF_BR	37
chr6	78478909	78479059	id-87684	1.09e-06	+	GCTGTCCTGTCAGTGGGAAGCAACAGGGGGCAGAA	Upstream_CTCF	2
chr6	78497057	78497207	id-87685	5.7e-05	-	ATGGCTACCACCCCACCAACCACCAGGGGCTTAAG	Upstream_CTCF	5
chr6	78636044	78636194	id-87686	4.88e-05	-	CTCACAGTCTACCTAAACACCTCTGGAGGGAGCTC	V_CTCF_BR	23
chr6	78966573	78966723	id-87687	2.6e-05	+	GTTCATTATATGTCTCCTACCACTAGGGGAGGGGC	UpstreamP1_CTCF	9
chr6	78974833	78974983	id-87688	8.21e-06	+	GAGGATCCTTAGAGAATCAACAGCAGGAGGCACCA	V_CTCF_BR	5
chr6	79017850	79018000	id-87689	3.03e-05	-	TGTGTCACTCCAGTCCTCAGCATTAGGTGGCTAGA	Upstream_CTCF	22
chr6	79022657	79022807	id-87690	5.92e-05	+	AATATTAAATATGCCATTACCTGAAGAGGGCGTAA	V_CTCF_BR	1
chr6	79146168	79146318	id-87691	2.66e-05	+	TTCAGAAATTGTCAATTGACCACTGGGTGGTGCAA	V_CTCF_BR	37
chr6	79223705	79223855	id-87692	2.4e-05	-	GAGGTGACTTCACCCTGATTCTGTAGGGGGCACTA	V_CTCF_BR	25
chr6	79236303	79236453	id-87693	1	+	NA	NONE	12
chr6	79321741	79321891	id-87694	7.61e-08	-	AATGCTGTTTTAAAGATAGCCACTAGAGGGCTTTG	Upstream_CTCF	38
chr6	79338912	79339062	id-87695	3.45e-05	+	CGCTGGGGATGGCTATAGGCCTCAAGAGGGAGATT	V_CTCF_BR	15
chr6	79401703	79401853	id-87696	2.4e-05	-	CTACATGTTACAATTTCAGCCAATAGGGGGCAAAC	V_CTCF_BR	14
chr6	79403705	79403855	id-87697	1	+	NA	NONE	13
chr6	79419009	79419159	id-87698	1.47e-05	-	CTCAGCCACCATGACACCACCAGTAGGAGGTACTG	V_CTCF_BR	7
chr6	79480604	79480754	id-87699	8.99e-05	-	TTAAAATGAATGGTAGCTGCCATTAGGTGGCACTG	V_CTCF_BR	19
chr6	79498706	79498856	id-87700	1	+	NA	NONE	3
chr6	79520006	79520156	id-87701	9.84e-05	-	GGCTTGATGCTAAGCTTTATCAACAGAGGGTGCTA	V_CTCF_BR	40
chr6	79545657	79545807	id-87702	2.01e-05	-	TGTGTAGTGACAAGACATTACATAAGATGGCAGTA	Upstream_CTCF	29
chr6	79571362	79571512	id-87703	1	+	NA	NONE	25
chr6	79577615	79577765	id-87704	3.09e-05	+	TGGTCGGGCCCCACAGGCCCCCCTAGCGGGAAGGG	UpstreamP1_CTCF	37
chr6	79644003	79644153	id-87705	1	+	NA	NONE	7
chr6	79758462	79758612	id-87706	2.1e-05	-	CTTGCATTTCATTAGGCTGCCAGCAGGGCTCTGCT	Upstream_CTCF	40
chr6	79801600	79801750	id-87707	3.29e-05	-	CAGGCACTTCGCTCTCCTGCCACCATGTGAAGAAA	Upstream_CTCF	5
chr6	79837453	79837603	id-87708	1.48e-06	+	ATGCCCATAAGCACAGTTGCCAGCAGGGGCCTCCC	V_CTCF_BR	22
chr6	79896539	79896689	id-87709	1	+	NA	NONE	3
chr6	79943345	79943495	id-87710	2.91e-05	+	GTTGGTGTCCGGGGCCTGCGCAGAAGAGGACAGTC	Upstream_CTCF	40
chr6	79944347	79944497	id-87711	1.15e-07	-	CAGGGAGGCGAGCAGAGGGCCCCCAGAGGGAGCCG	V_CTCF_BR	35
chr6	79960067	79960217	id-87712	7.49e-05	-	TCCATGAACCAATTTTAGCCCTGTTGGGGGCAGTA	V_CTCF_BR	34
chr6	79960424	79960574	id-87713	1	+	NA	NONE	7
chr6	80082544	80082694	id-87714	7.6e-05	+	CAGTAATATGAAATAATGGCCCAAAGGAGGAGATA	UpstreamP1_CTCF	3
chr6	80114093	80114243	id-87715	5.08e-07	+	ATAAATATCCCAGACTCAGCCAGCAGAGGGAAGAA	V_CTCF_BR	19
chr6	80141303	80141453	id-87716	3.1e-07	+	CTGTACCTTGGGATGGCAGCCACCAGGTGGACAAG	UpstreamP1_CTCF	37
chr6	80155823	80155973	id-87717	9.27e-07	-	TTGCCGTGACTAATTCAGTCCGCCAGTGGGCAATA	UpstreamP1_CTCF	3
chr6	80176070	80176220	id-87718	8.58e-06	-	ATGTACCTCACATAGATTTCCTTTAGAGGGCACTA	UpstreamP1_CTCF	37
chr6	80177536	80177686	id-87719	4.68e-05	+	GTGTCATCAGAGCAGAAGGACAGCAGGAGCTGCTG	UpstreamP1_CTCF	12
chr6	80254890	80255040	id-87720	1	+	NA	NONE	40
chr6	80279957	80280107	id-87721	1	+	NA	NONE	8
chr6	80280579	80280729	id-87722	1.72e-06	+	AATGTAATTATAGAAAAGGGCCCTAGGTGGAGCCT	Upstream_CTCF	38
chr6	80284554	80284704	id-87723	1.01e-05	+	TCTTCTCTCCACACAAGCCCCTCTAGGTGGCTAAC	Upstream_CTCF	5
chr6	80296399	80296549	id-87724	2.08e-07	-	CAGCAGTTCCTCCCTCTGACCACAAGGGAGAATTT	UpstreamP1_CTCF	40
chr6	80315806	80315956	id-87725	7.46e-06	-	TTGCAATTCCCACCAGAGATCAACAGGGTGCCAGG	UpstreamP1_CTCF	10
chr6	80355816	80355966	id-87726	3.11e-05	+	TCCAGACATTCTCAAATGTCCCCTAGGGGGCAAAA	V_CTCF_BR	25
chr6	80382478	80382628	id-87727	1	+	NA	NONE	40
chr6	80404462	80404612	id-87728	3.36e-07	-	AATGGTGGCAGCCGAGCTGACGGCAGAGGGCAGCA	V_CTCF_BR	24
chr6	80423523	80423673	id-87729	1.24e-05	-	ACTATACTCAGAGATGAGGCCTCTAGGTGTCGCTA	V_CTCF_BR	40
chr6	80423804	80423954	id-87730	9.41e-05	+	CTCCTTTTGTTAGGGGGAACAAGGAGGGGGAGACC	V_CTCF_BR	2
chr6	80445088	80445238	id-87731	9.81e-06	-	AGTGTGTGGAAGGGCCTTTCCGGGAGGGGTCAGCC	V_CTCF_BR	2
chr6	80472159	80472309	id-87732	1.24e-05	+	GCTCACTCGTCCAAGTTTTCCTCTAGAGGGAGCTT	V_CTCF_BR	39
chr6	80473137	80473287	id-87733	1	+	NA	NONE	6
chr6	80487830	80487980	id-87734	1.35e-11	+	GCTGCAGTTGCTGTTGTGGCCACAAGGTGGCACTA	Upstream_CTCF	40
chr6	80488610	80488760	id-87735	8.02e-05	-	TCTGCAGTTCTCTTTACCACCACACATGGGCTTTG	Upstream_CTCF	15
chr6	80520245	80520395	id-87736	1.55e-05	-	CCACGAGAGGGGGCTTGCACCACCAGCTGCAGGGA	V_CTCF_BR	4
chr6	80523703	80523853	id-87737	4.96e-08	-	GCATCAATGACCACTGTCGCCACTAGGTGGCAATC	Upstream_CTCF	40
chr6	80551878	80552028	id-87738	6.67e-08	-	GTGCACTTCTCAAAGATGCCCAGCAGGAGGGCATG	UpstreamP1_CTCF	12
chr6	80564964	80565114	id-87739	2.53e-05	+	GAGAAGATAAGCACAGATGCAGCCAGAGGGCACTA	V_CTCF_BR	9
chr6	80577958	80578108	id-87740	2.15e-05	-	ACGCTAATATCAAGTTAAATCAGCAGGGGGCACAA	V_CTCF_BR	40
chr6	80579412	80579562	id-87741	1.09e-07	-	TGTGTGATGTCCTTGGCGGCCGCTAGAGGGAGGTG	Upstream_CTCF	40
chr6	80588948	80589098	id-87742	1.63e-05	+	TTTTAACTGCAATCCCTGGCCACTAGAGAGCATCT	Upstream_CTCF	15
chr6	80638451	80638601	id-87743	2.47e-05	-	GCAGGTGGATCACTTGAGCCCTGGAGGTGGAGGCT	Upstream_CTCF	12
chr6	80656091	80656241	id-87744	9.84e-06	+	ATGTAGGCATCTGGGACAACCTCTAGGTGTTGCTG	UpstreamP1_CTCF	39
chr6	80658969	80659119	id-87745	2.66e-05	+	GGTCAACTTAAGTCCCTATTCACTAGGGGGTGCCA	V_CTCF_BR	40
chr6	80694051	80694201	id-87746	2.19e-05	-	CAGCAGAGGCCATGAGGTGGCAGCAGGAGCAACTT	UpstreamP1_CTCF	26
chr6	80720127	80720277	id-87747	1.48e-06	-	AAGCAGTTACCAACAGGGGACAGCAAAGGCCAATC	UpstreamP1_CTCF	22
chr6	80803864	80804014	id-87748	1.96e-07	-	TTGTAGTAACTTGGTCAAGACACCAGGTGGCATGA	UpstreamP1_CTCF	37
chr6	80842774	80842924	id-87749	5.34e-06	+	TGAGTGGGAAAGGATCAAGTCAGCAGGTGGCAGCC	V_CTCF_BR	40
chr6	80853379	80853529	id-87750	1	+	NA	NONE	9
chr6	80924257	80924407	id-87751	1.76e-05	+	AGCTAGTAACTACCTATAACCACTAGAGGCCTCTC	UpstreamP1_CTCF	40
chr6	81026800	81026950	id-87752	2.59e-06	+	GTGCAGTTTCTCTCCTTTACCCTTAAGGGGCAGAC	UpstreamP1_CTCF	22
chr6	81048081	81048231	id-87753	2.6e-07	+	CGTTTAGGCGTCCTGCACCCCACCAGGGGGCAGCA	V_CTCF_BR	39
chr6	81135143	81135293	id-87754	1	+	NA	NONE	16
chr6	81167406	81167556	id-87755	9.31e-05	-	GTTTCTATACACTAGGAAGCCATAAGAGGGCCACA	Upstream_CTCF	14
chr6	81186303	81186453	id-87756	3.63e-05	-	AATAAATACAAAATGCTTAACAACAGAGGGCACTC	V_CTCF_BR	6
chr6	81233329	81233479	id-87757	2.6e-07	+	AGGCGCAGAAGGCCCAGAGCCAGGAGAGGGCGCAT	V_CTCF_BR	30
chr6	81237996	81238146	id-87758	1.39e-05	-	AGAAGCACTTTTCACCAAGACACTAGTGGGCAGTG	V_CTCF_BR	19
chr6	81253438	81253588	id-87759	6.84e-06	+	AAATGGGATTCCCCTCCAGCCTGTAGGGGGAGAGG	V_CTCF_BR	19
chr6	81315246	81315396	id-87760	6.46e-07	+	CTTCATTCTATGAAACCAACCAGCAGAGGGAGCAA	V_CTCF_BR	40
chr6	81452349	81452499	id-87761	1	+	NA	NONE	38
chr6	81640190	81640340	id-87762	1	+	NA	NONE	16
chr6	81785839	81785989	id-87763	1	+	NA	NONE	40
chr6	81815849	81815999	id-87764	1.71e-06	+	ATCTCGACATCACCCCTAGCCAGTGGAGGGAGCAG	V_CTCF_BR	19
chr6	81951560	81951710	id-87765	1	+	NA	NONE	36
chr6	82159946	82160096	id-87766	1.04e-05	+	CTGGGTTTTCAGATCACTGCCACTGGATGGCACAT	V_CTCF_BR	13
chr6	82175690	82175840	id-87767	2.38e-07	-	TTTGGGAAGGAAATAGTGGCCACCAGAGGGCAAGC	V_CTCF_BR	39
chr6	82299294	82299444	id-87768	4.94e-06	-	AGTGCCATTGCCCTGGAGGCCATCTGGTGGAGCAT	Upstream_CTCF	16
chr6	82299771	82299921	id-87769	3.86e-05	+	GTAGTCTGACATGAGCAGGGCAGCAGAGGGCCCCC	Upstream_CTCF	15
chr6	82328506	82328656	id-87770	1	+	NA	NONE	11
chr6	82392078	82392228	id-87771	1	+	NA	NONE	4
chr6	82443909	82444059	id-87772	1.17e-05	+	TACTTGGCTAAATCACCAACCAAAAGGGGGCAGGA	V_CTCF_BR	20
chr6	82460000	82460150	id-87773	5.52e-05	+	CTACACTGAATTCAAACTGCCTCCGGAGGGAATCC	UpstreamP1_CTCF	8
chr6	82461891	82462041	id-87774	4.7e-05	+	AGAGCACGCGCGGCGGCGGAGAGCAGAGGCCCGCC	Upstream_CTCF	29
chr6	82463167	82463317	id-87775	2.72e-05	+	CCGGAGTCCAGGGAAAGGGCCGCTAGGTGTCCGGT	UpstreamP1_CTCF	38
chr6	82463706	82463856	id-87776	7.07e-08	-	GACGCAGCTCGGCAGGGCACCGGGAGGGGGCGGCG	V_CTCF_BR	40
chr6	82466527	82466677	id-87777	1	+	NA	NONE	7
chr6	82471998	82472148	id-87778	4.21e-05	-	AAGAAACAGCAGGTCACTGCCTGCAGGGGTTGACC	V_CTCF_BR	14
chr6	82548870	82549020	id-87779	1.74e-07	-	TCTGAAGTCTCCCTGCTGTCCTCCAGGAGGCATTA	Upstream_CTCF	25
chr6	82690044	82690194	id-87780	8.59e-05	-	ATTACATTTTATTATATCAACAGAAGAGGGTGCTC	V_CTCF_BR	10
chr6	82715967	82716117	id-87781	1.12e-09	-	GTGCAGTTTGACCAACGAGCCAGCAGATGGCACTT	UpstreamP1_CTCF	40
chr6	82750394	82750544	id-87782	1	+	NA	NONE	40
chr6	82786680	82786830	id-87783	3.71e-05	+	ACAGAGCTTTTTATAGTGCCCAGAGGGTGTCAGCC	Upstream_CTCF	13
chr6	82795554	82795704	id-87784	5.17e-06	+	TGAGCTTTCTTGCTGAGCACCACTAGGAGCCACTG	Upstream_CTCF	3
chr6	82887935	82888085	id-87785	1.85e-05	-	TCTGTGGTTTCATAGTTGATCACTAGAGTGTGCTA	Upstream_CTCF	38
chr6	82956993	82957143	id-87786	3.81e-05	+	CGGGACAGGCCATTCATTAGCTGAGGGGGGCGGTA	V_CTCF_BR	12
chr6	82961770	82961920	id-87787	1.47e-05	+	TGGGGAAACAAAGAATAACCCACAAGGTGGCAGTA	V_CTCF_BR	38
chr6	82967195	82967345	id-87788	8.21e-05	+	AAAATAAAAACCTGTCCCTGCTCTAGAGGGCTCCA	V_CTCF_BR	24
chr6	82970105	82970255	id-87789	1	+	NA	NONE	14
chr6	82980615	82980765	id-87790	8.98e-06	+	GAGCTTTTTTAGGTATCTGTCGCTAGATGGCACTA	UpstreamP1_CTCF	39
chr6	83041312	83041462	id-87791	3.47e-07	+	GAGCTGTGCTCAGCCTTTGCCATAAGAGGGCAAAG	UpstreamP1_CTCF	34
chr6	83047565	83047715	id-87792	1	+	NA	NONE	8
chr6	83057904	83058054	id-87793	3.71e-05	-	CAAGTGTTAACACATCTCACCAGAAGGGGCAGACT	Upstream_CTCF	19
chr6	83058058	83058208	id-87794	1	+	NA	NONE	4
chr6	83073287	83073437	id-87795	8.71e-06	+	GCACATTCCTCGTTAATTTCCACCAGGAGGAGGCG	V_CTCF_BR	40
chr6	83074295	83074445	id-87796	1.84e-06	-	CCCTGGTGCCACCTCTTCGCCTCTTGTTGGCGCCC	V_CTCF_BR	15
chr6	83075248	83075398	id-87797	2.86e-06	+	GTGCACTGCAGGGGCTCCGCCGCTTGGAGCTGGCC	UpstreamP1_CTCF	27
chr6	83084402	83084552	id-87798	1	+	NA	NONE	15
chr6	83109542	83109692	id-87799	1	+	NA	NONE	35
chr6	83199646	83199796	id-87800	1	+	NA	NONE	7
chr6	83244748	83244898	id-87801	1	+	NA	NONE	1
chr6	83252208	83252358	id-87802	1	+	NA	NONE	13
chr6	83277578	83277728	id-87803	1	+	NA	NONE	2
chr6	83297881	83298031	id-87804	6.51e-05	-	GGAAGTATGCCTGGACTTTGCTGCAGAGGGAGACA	V_CTCF_BR	19
chr6	83299597	83299747	id-87805	4.65e-05	-	TCTAAGATTGACTTGATGGCCTGCAGAGGGGGCTG	V_CTCF_BR	36
chr6	83326466	83326616	id-87806	5.28e-05	-	ACTACAGTTTTTCCAGTCACCAGATGAGGTCATCT	Upstream_CTCF	28
chr6	83422678	83422828	id-87807	2.02e-06	-	GTGTAATGAATTCTCATGACCTAAAGGGGGAGCTA	UpstreamP1_CTCF	37
chr6	83448586	83448736	id-87808	4.21e-05	+	TCTTACTGCTTTGAATTCGACTCAAGAGGGAGCCT	V_CTCF_BR	4
chr6	83486960	83487110	id-87809	8.97e-05	+	TAGGCATTCTCATACATTGCAGCTAGGAGGCTAAA	Upstream_CTCF	5
chr6	83493676	83493826	id-87810	1	+	NA	NONE	33
chr6	83551181	83551331	id-87811	5.65e-05	+	AAGAGCATGACAATGCCTACCACCAGGAGCAGCAG	V_CTCF_BR	6
chr6	83581518	83581668	id-87812	3.73e-06	+	TCAGCACTTCTCCTTGCTGCCACCATGTGAAGAAG	Upstream_CTCF	3
chr6	83609430	83609580	id-87813	1	+	NA	NONE	2
chr6	83642509	83642659	id-87814	1.23e-05	+	GTGTATGGAGCATTTTTAGACACCAGGGGACATGC	UpstreamP1_CTCF	14
chr6	83665382	83665532	id-87815	2.08e-07	-	CTGCAGTGCCCACTAAGGTCCTGGGGGTGGAGTGA	UpstreamP1_CTCF	6
chr6	83699800	83699950	id-87816	1	+	NA	NONE	5
chr6	83765199	83765349	id-87817	7.8e-08	-	AGTGCATCATGCTGGGTGGCCAGCAGAGGGTAGTG	V_CTCF_BR	40
chr6	83767565	83767715	id-87818	8.79e-07	-	CTGCACAGAAATCCAGCTTCCAGCAGAGGTCAGGC	UpstreamP1_CTCF	40
chr6	83775529	83775679	id-87819	3.83e-09	-	TCGGTGGTGCACTCTCCGGCCGGCAGGTGGCGCTG	V_CTCF_BR	40
chr6	83777219	83777369	id-87820	1.19e-06	+	GGCCGCTTCCCGCGACAGTCCACTTGAGGGCGCTG	V_CTCF_BR	40
chr6	83780721	83780871	id-87821	2.53e-05	+	TTCTAACTAGAAACTATTGCCTGCAGGAGGCTCTA	V_CTCF_BR	4
chr6	83829542	83829692	id-87822	4.65e-05	-	GTCTTACACTTTTTCACTACCTCTAGTGGTCAGTA	V_CTCF_BR	4
chr6	83924979	83925129	id-87823	1.15e-07	-	CAGCATTCCTGGCCTCTGCCCACTAGATGTCAGTA	UpstreamP1_CTCF	40
chr6	83931722	83931872	id-87824	3.63e-05	+	ATATTTTTCACGGAATTTGTCACTAGAGGGTGCTA	V_CTCF_BR	39
chr6	84088540	84088690	id-87825	1	+	NA	NONE	13
chr6	84090536	84090686	id-87826	7.91e-05	-	CTGCAGTGATCCATTCCACCCACTAAAATGTTGGT	UpstreamP1_CTCF	12
chr6	84127720	84127870	id-87827	2e-06	+	CATGATATTCCCAGAAACACCACAAGATGGCTTTC	Upstream_CTCF	40
chr6	84146535	84146685	id-87828	1	+	NA	NONE	7
chr6	84216965	84217115	id-87829	2.15e-05	-	GGAACAGGCCCGCTTGAGGTCGGCAGGTGTCACCA	V_CTCF_BR	1
chr6	84221641	84221791	id-87830	3.42e-08	-	CCGGGAGCATCCTGCGCTGCCTCCAGGGGGAGCGC	V_CTCF_BR	40
chr6	84224704	84224854	id-87831	1.03e-07	-	CCTGTTATCCATGTTGCTACCACTAGATGGCAAAA	Upstream_CTCF	40
chr6	84228936	84229086	id-87832	5.12e-06	-	TTGCAGTGATTGCTGCCCACCACTGTGAGTCAGCA	UpstreamP1_CTCF	38
chr6	84245867	84246017	id-87833	1.74e-07	-	TGTTTCTTACCATTCCTGGCCACTAGGAGGCGCCA	Upstream_CTCF	40
chr6	84302637	84302787	id-87834	1.47e-05	-	AGATGCTTTCTCCTCTCCACCACAAGGGGCCTCTC	V_CTCF_BR	40
chr6	84315355	84315505	id-87835	1.1e-06	+	TCCCCATGCAGTGGCTCCTCCAGCAGGTGGTGGTG	V_CTCF_BR	10
chr6	84324799	84324949	id-87836	5.68e-06	+	CAAAAATAGCTTGTGGTGACCACAAGGGGGCGAAT	V_CTCF_BR	39
chr6	84417687	84417837	id-87837	8.64e-05	+	CAGGCCTTGCCTCCTCCAGCCGCGCGGCGGCTCTC	Upstream_CTCF	5
chr6	84514738	84514888	id-87838	5.26e-07	-	TTTGTAATTCAAGTAGACCCCACTAGAGTGCACCA	Upstream_CTCF	10
chr6	84569488	84569638	id-87839	2.78e-06	+	AGGTCGCAGCAGCGTGTCGCCTCCGGGGGGCGTAG	V_CTCF_BR	40
chr6	84594289	84594439	id-87840	4.66e-08	+	TGTGCAATTTCATTACTGAACACAAGATGGCAAAG	Upstream_CTCF	38
chr6	84631171	84631321	id-87841	1	+	NA	NONE	3
chr6	84762423	84762573	id-87842	1	+	NA	NONE	26
chr6	84829140	84829290	id-87843	2.01e-05	+	CAGCAATTACAGCCTTGTGCCTCTAGGAGATCAGA	UpstreamP1_CTCF	20
chr6	84907573	84907723	id-87844	1	+	NA	NONE	19
chr6	84930656	84930806	id-87845	9.25e-06	-	TTAGTTTCAAATTATTTGACCACAAGGGGTCAGTC	V_CTCF_BR	36
chr6	84937796	84937946	id-87846	1.17e-05	-	CGTATTTTCGATTTCTTGCCCACTAGGTGGTGGAA	V_CTCF_BR	40
chr6	84950923	84951073	id-87847	4.14e-06	-	CTACTGACAAGTTGGGCATTCAGCAGGGGGCAGTA	V_CTCF_BR	18
chr6	84953077	84953227	id-87848	6.15e-05	+	ATGTCAGTTTACATTTTCACCATCAGAGGTCATGA	Upstream_CTCF	16
chr6	84994230	84994380	id-87849	4.7e-06	+	ACAACACCTCTCCTTGTGGTCAGTAGGGGGTGCTC	V_CTCF_BR	38
chr6	85056219	85056369	id-87850	1	+	NA	NONE	36
chr6	85132205	85132355	id-87851	3e-06	+	GTGCCCTTCGCCCAGTCTACCATGGGGTGGCGCTC	UpstreamP1_CTCF	40
chr6	85138148	85138298	id-87852	2.31e-06	+	GAGTCACCTCTGAGTGCCACCAACAGGTGGCGATG	Upstream_CTCF	40
chr6	85176307	85176457	id-87853	1	+	NA	NONE	6
chr6	85223923	85224073	id-87854	1	+	NA	NONE	14
chr6	85225017	85225167	id-87855	7.15e-05	+	GGTCAATCAGCAGAAGTAGGCACTAGTGGGTACTT	V_CTCF_BR	2
chr6	85246760	85246910	id-87856	1	+	NA	NONE	6
chr6	85259754	85259904	id-87857	8.16e-07	-	CTTCAAAGACCAGGGACAGCCTGCAGGTGGCAACC	V_CTCF_BR	35
chr6	85278815	85278965	id-87858	1.24e-05	-	GCTAATTCTTCTAATGGAGCCAACAGAGGGTGCTA	V_CTCF_BR	37
chr6	85286108	85286258	id-87859	3.65e-05	-	CTGCTGTGCCTGGTAGTTGAAAGTAAAGGGTGTCT	UpstreamP1_CTCF	4
chr6	85291705	85291855	id-87860	1	+	NA	NONE	9
chr6	85395824	85395974	id-87861	4.89e-09	-	CCTGCAATTCCAGGCATTTCCACCAGGGGAACAAA	Upstream_CTCF	38
chr6	85401809	85401959	id-87862	5.12e-06	-	TATAAGTGCCCACCGATCACCAGCAGGGGCAGAAG	UpstreamP1_CTCF	13
chr6	85438435	85438585	id-87863	1.34e-06	+	GATGTTATTCCTAAACTAGACTCTAGGGGGTACCT	Upstream_CTCF	40
chr6	85462337	85462487	id-87864	7.46e-06	+	AAGTAATTGCAAGGTCCTTCCACCAGGGAGACCTC	UpstreamP1_CTCF	22
chr6	85472468	85472618	id-87865	2.6e-06	+	GCCAGCCGCGGAGACGGGCCCACCTGGTGGCTGAG	V_CTCF_BR	34
chr6	85473274	85473424	id-87866	3.45e-05	+	CGCGGCCGAAGGCGCGGGTCGCCGAGTGGGCGGCG	V_CTCF_BR	23
chr6	85474421	85474571	id-87867	1	+	NA	NONE	27
chr6	85478582	85478732	id-87868	1	+	NA	NONE	7
chr6	85481619	85481769	id-87869	1	+	NA	NONE	5
chr6	85484536	85484686	id-87870	9.11e-08	-	CAGGCAGTGCGGCGGACGGTCCCCAGAGGGCGCCA	Upstream_CTCF	38
chr6	85489226	85489376	id-87871	3.47e-07	+	CTGCTGCTACTGCTGAATGCCACCAAGTGGCTGAA	UpstreamP1_CTCF	38
chr6	85580524	85580674	id-87872	1.37e-05	-	ACTACAGTTCAGAATTTTACCACTAGCAGGGGCTT	Upstream_CTCF	9
chr6	85677226	85677376	id-87873	5.01e-06	-	AGAAGGATGCAAGAAGACTCCAGCAGGTGGAGCTA	V_CTCF_BR	40
chr6	85725243	85725393	id-87874	6.74e-08	-	TCAGAATTACCAACTCTGTCCACCAGGCGGAAGCA	Upstream_CTCF	40
chr6	85828083	85828233	id-87875	8.43e-09	-	GAGGAGAGGCATGGTGCAACCACCAGGGGGAGCCC	V_CTCF_BR	36
chr6	85836744	85836894	id-87876	5.28e-08	-	GGTGCACTGTGGCCGGTAGACAGCAGAGGGCACCT	Upstream_CTCF	40
chr6	85845657	85845807	id-87877	1.63e-05	+	GATGCTGGGGCTCCCTCTACCCCTAGGGGTGTCTC	Upstream_CTCF	7
chr6	86033261	86033411	id-87878	3.42e-08	-	GCTTAGCCTGCAAAGCCAACCAGTAGAGGGCGCTG	V_CTCF_BR	40
chr6	86058498	86058648	id-87879	2.68e-05	-	TTTGCAGTGCTTGGTTTGGTCTGTATGGGCCAGTG	Upstream_CTCF	21
chr6	86064865	86065015	id-87880	2.06e-09	+	GTGCAGATGCAGCAGGTGTCCAGCAGAGGGCGATA	UpstreamP1_CTCF	40
chr6	86082023	86082173	id-87881	4.14e-06	+	TGGCCCTGTATCAGGGACTCCACTAGAGGGAAGTG	V_CTCF_BR	24
chr6	86114541	86114691	id-87882	1	+	NA	NONE	6
chr6	86160319	86160469	id-87883	1	+	NA	NONE	18
chr6	86169917	86170067	id-87884	1	+	NA	NONE	4
chr6	86186380	86186530	id-87885	1.04e-05	-	TTCAGCTGGGGATGGCCTAACTCCAGGGGGAGACA	V_CTCF_BR	12
chr6	86192915	86193065	id-87886	7.68e-13	-	GGTGCAGTTCCCCAAATGTCCACAAGGTGGCGGAG	Upstream_CTCF	40
chr6	86246879	86247029	id-87887	8.02e-08	-	TTGCAATAAGAACTATATTCCACTAGGGGGCTCTC	UpstreamP1_CTCF	34
chr6	86289294	86289444	id-87888	5.65e-05	-	GGGCATCGGCTAAGTTCTTCCTGGTGTTGGCAGCA	V_CTCF_BR	4
chr6	86290725	86290875	id-87889	1.73e-05	-	GACACAAATAACCCTTTGGCCACCAGGAGTAGGAG	V_CTCF_BR	17
chr6	86303459	86303609	id-87890	1	+	NA	NONE	14
chr6	86351644	86351794	id-87891	7.6e-05	-	GAGCACGTGTTTCTAATGGGCTCCTGGCGGCCGCA	UpstreamP1_CTCF	20
chr6	86369863	86370013	id-87892	1.43e-05	+	TAGGCATTATCCAGTGTGATCTGAAGGTGGCTCCC	Upstream_CTCF	33
chr6	86387128	86387278	id-87893	1	+	NA	NONE	32
chr6	86399927	86400077	id-87894	5.34e-06	-	TCCCTCATCTCCACAGAATCCACAAGAGGGAGGCA	V_CTCF_BR	1
chr6	86466832	86466982	id-87895	1.47e-05	+	AATTTAAGTGCCTATTCCATCACAAGAGGGCACTC	V_CTCF_BR	38
chr6	86485741	86485891	id-87896	8.59e-05	+	CCTCATGATCCAATTGTGTCCACGTGGTGTCTCCC	V_CTCF_BR	4
chr6	86534179	86534329	id-87897	6.05e-06	+	GTATGAGTTGATCTCCAGACCAGTAGATGGCACTT	V_CTCF_BR	8
chr6	86574346	86574496	id-87898	3.28e-05	-	TTTCTCACTGATGGCTAAGCCACTAGATGGAGTTA	V_CTCF_BR	33
chr6	86632764	86632914	id-87899	4.7e-06	+	GGCACAATGTTAAATTTTGTCACTAGAGGGCACTG	V_CTCF_BR	39
chr6	86727062	86727212	id-87900	1	+	NA	NONE	1
chr6	86884989	86885139	id-87901	3.12e-08	-	CTGTTATGTGGGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	26
chr6	86901952	86902102	id-87902	2.2e-06	-	GGTGCCAGGTTCTTTTTAACCACTAGGTGTCAGAA	Upstream_CTCF	39
chr6	87075782	87075932	id-87903	8.79e-07	-	CTGTACTGCACTTGGCTCACCACCAGACAGCACTG	UpstreamP1_CTCF	2
chr6	87268290	87268440	id-87904	1	+	NA	NONE	2
chr6	87416288	87416438	id-87905	1.67e-07	-	ACAGTGCAGCGCACCTACTCCACCAGGGGGCAGCC	V_CTCF_BR	17
chr6	87492192	87492342	id-87906	1	+	NA	NONE	1
chr6	87566791	87566941	id-87907	2.18e-07	-	TGATCCATTCCCTACACTGCCACCAGAGGGAGCCT	Upstream_CTCF	38
chr6	87569391	87569541	id-87908	1	+	NA	NONE	15
chr6	87646882	87647032	id-87909	4.68e-07	-	TTAGGGCTCCCGGTTGCAGACACTAGAGGGCAGGG	V_CTCF_BR	39
chr6	87739564	87739714	id-87910	9.51e-07	-	CTGGATGATAATGTTATGGCCAGTAGGGGGCATCA	V_CTCF_BR	39
chr6	87776263	87776413	id-87911	3.88e-06	+	GGTTTTTGGCTACACATTGCCACTGGGTGGAGCTC	V_CTCF_BR	39
chr6	87788849	87788999	id-87912	1.04e-05	+	AGCTCCATGGACCACTTGTCCACAAGGGGCAGCAG	V_CTCF_BR	40
chr6	87849078	87849228	id-87913	1.83e-05	+	GATAAATTCACTGGCAAAACCTCTAGGTGGAGCTG	V_CTCF_BR	39
chr6	87865405	87865555	id-87914	9.51e-07	+	ACTACTGTCAGCAGCTGTGCCAGGTGAGGGCGCCC	V_CTCF_BR	15
chr6	87947659	87947809	id-87915	8.08e-08	-	CCTTCATTTCTCTTATTTGCCACTAGATGGCTGTC	Upstream_CTCF	38
chr6	87951149	87951299	id-87916	7.49e-05	-	GTGGGAAAACCGCTTACATCTGGGAGGTGGCAGCA	V_CTCF_BR	10
chr6	87986976	87987126	id-87917	7.78e-06	+	ATTGCACAGGATTAAGAGGCCACAAGATGGCAAAC	Upstream_CTCF	35
chr6	88032159	88032309	id-87918	3.97e-05	+	CCGCGCCGCTGCGCCGCAGCCTCCGGAAGACAGGG	UpstreamP1_CTCF	40
chr6	88101169	88101319	id-87919	1.28e-06	-	GCTGCCATCACAGAACTGACCTCATGGGGGCAATG	Upstream_CTCF	40
chr6	88102868	88103018	id-87920	5.28e-08	+	GCTGTAATATCCTGTTTTGACAGTAGGTGGCTCCC	Upstream_CTCF	38
chr6	88117741	88117891	id-87921	7.49e-05	-	CCGGGTCAAGGGCGCGGAGCCCCGAGTAGGCTGAC	V_CTCF_BR	34
chr6	88165356	88165506	id-87922	2.6e-05	-	ATGTAGTTGCTAATAGTAGCCTCTAGTGGTCCTTT	UpstreamP1_CTCF	21
chr6	88182598	88182748	id-87923	9.25e-06	+	CCGGTGTCCTGCGCGGGGGCGCGGAGGGGGCGGGC	V_CTCF_BR	22
chr6	88183074	88183224	id-87924	1	+	NA	NONE	22
chr6	88193877	88194027	id-87925	3.09e-07	+	TTTCTCACCCCTGAGGACGCCACAAGGGGGCGGGG	V_CTCF_BR	23
chr6	88410649	88410799	id-87926	1	+	NA	NONE	27
chr6	88506372	88506522	id-87927	1	+	NA	NONE	40
chr6	88541779	88541929	id-87928	1.77e-05	+	AGAGCCTTTTATAAGTCAGCCACTAGAGAGCAAAC	Upstream_CTCF	39
chr6	88639630	88639780	id-87929	2.04e-08	+	GAAGCAGTGACTCAGGAGACCAGCAGGTGGCACAT	Upstream_CTCF	40
chr6	88654513	88654663	id-87930	9.25e-06	-	CTTCACCCTCTGGCCCTGGCCTGATGGTGGAGCCT	V_CTCF_BR	31
chr6	88678570	88678720	id-87931	6.39e-05	+	GGAGCTGTGACACGCAGGCTACCTAGGGGGCCCCC	Upstream_CTCF	18
chr6	88723409	88723559	id-87932	2.59e-06	+	TGGTATTATCCCATGTCTGCCAGCAGGGGTGGCTG	UpstreamP1_CTCF	29
chr6	88866958	88867108	id-87933	3.81e-05	+	AAGTCACGTGAAAATTCAACCACTAGATGGAGTGG	V_CTCF_BR	18
chr6	88875795	88875945	id-87934	1.73e-05	-	GCGCCAGTCCCGGTCGCTGTCGCGGGCGGGCGCTG	V_CTCF_BR	14
chr6	88876038	88876188	id-87935	1	+	NA	NONE	2
chr6	88877244	88877394	id-87936	7.6e-05	-	CGGGAACCGAACCCAGCGCCCAGCACGGGGCCCTT	UpstreamP1_CTCF	4
chr6	88878226	88878376	id-87937	2.04e-05	+	TTGGGTGCTACCACCCTCCCCTGTAGCTGGAGGGC	V_CTCF_BR	8
chr6	88889655	88889805	id-87938	2.1e-05	-	TTTCTCTACCTTGCTGTGACCACTAAAAGGCTCAC	UpstreamP1_CTCF	3
chr6	88907334	88907484	id-87939	1	+	NA	NONE	4
chr6	88947926	88948076	id-87940	1.55e-05	-	TGGAATGTTCTCAGCAAAACCAGTAGGAGGCAGCC	V_CTCF_BR	31
chr6	89069372	89069522	id-87941	1.93e-05	+	TGTGGCTCATTGTATGGTACCACTGGGTGGCAACA	V_CTCF_BR	15
chr6	89132711	89132861	id-87942	1	+	NA	NONE	25
chr6	89175618	89175768	id-87943	4.7e-06	-	AAACATCTCTCAGAAACAGCCACTTGGGGGAGCAC	V_CTCF_BR	37
chr6	89187278	89187428	id-87944	1.23e-05	-	GTGAAGAAATCTGAAGAAACCAGCAGATGGTGATG	UpstreamP1_CTCF	9
chr6	89202668	89202818	id-87945	5.53e-08	-	AAGCAGTTATTCTGTTCAGCCACTGGATGGCAGTG	UpstreamP1_CTCF	40
chr6	89223773	89223923	id-87946	3.45e-05	-	TAAAGCAAACCTGCCTTTTGCTCCAGAGGGCGACA	V_CTCF_BR	16
chr6	89309389	89309539	id-87947	3.97e-05	+	GAGCCGATGCCATTTCCAGCCAGCAGAGTGCATGA	UpstreamP1_CTCF	10
chr6	89339671	89339821	id-87948	1	+	NA	NONE	20
chr6	89434845	89434995	id-87949	3.8e-08	-	TTTCTCACCCCTGAGGCTGCCACAAGGGGGCGGGC	V_CTCF_BR	34
chr6	89471563	89471713	id-87950	5.13e-05	-	GAAAGAAAGAACATCCGTACCACTAGGGGGTTACC	V_CTCF_BR	20
chr6	89490637	89490787	id-87951	6.98e-07	-	TAGCATATCTAGCCTTTAACCACTAGATGGCAGTA	V_CTCF_BR	40
chr6	89580572	89580722	id-87952	1	+	NA	NONE	38
chr6	89590699	89590849	id-87953	6.9e-05	+	CAAGTAGAACTGACTCCCCCCTCCTGGGGAAAGCC	Upstream_CTCF	0
chr6	89609389	89609539	id-87954	1	+	NA	NONE	37
chr6	89628868	89629018	id-87955	1	+	NA	NONE	35
chr6	89672996	89673146	id-87956	8.5e-06	-	TGAACTGTCCCCGGCGCGGCCAGCCGGTGGCAGGT	Upstream_CTCF	19
chr6	89685217	89685367	id-87957	5.38e-05	+	GACTCTAGAGGCTCACCTCCCATTAGAGGGCGCCC	V_CTCF_BR	18
chr6	89692489	89692639	id-87958	8.71e-06	+	AACTGAGCCATATATATGGTCACTAGGTGGAGCTA	V_CTCF_BR	40
chr6	89693395	89693545	id-87959	3.18e-09	+	TGTGCAATGCTGGAACTTGCCAGCAGAGGCAGGAA	Upstream_CTCF	40
chr6	89742443	89742593	id-87960	2.53e-05	-	AAATGGGTAGCCTCATTCACCGCCAGAGGGAGAAT	V_CTCF_BR	21
chr6	89747917	89748067	id-87961	1.12e-08	-	TCTGTACTTCTCCTTGCTGCCACCAGGTGAAGAAG	Upstream_CTCF	19
chr6	89788845	89788995	id-87962	1	+	NA	NONE	13
chr6	89791091	89791241	id-87963	4.23e-06	+	CCTCAGGAAAGAGGTGAGGCCGCCAGGGGGCCGTT	UpstreamP1_CTCF	24
chr6	89832435	89832585	id-87964	4.94e-06	+	TATGTTGTGAACTCACTCTCCAACAGATGGTGCTA	Upstream_CTCF	39
chr6	89894178	89894328	id-87965	1	+	NA	NONE	3
chr6	89949147	89949297	id-87966	1.03e-06	+	AATACAATGCTGGGTGCTGCCAGTAGAGGGTGCAG	V_CTCF_BR	39
chr6	89952404	89952554	id-87967	5.38e-05	-	AACAATTTTTACTATGATTCCAGCAGAGGGAGACA	V_CTCF_BR	40
chr6	89991642	89991792	id-87968	4.34e-07	+	CTGTCATGCCCCTCTCTGACCTGGTGGGGGCAGTC	UpstreamP1_CTCF	39
chr6	90001310	90001460	id-87969	1	+	NA	NONE	8
chr6	90009338	90009488	id-87970	1	+	NA	NONE	37
chr6	90011990	90012140	id-87971	6.05e-06	+	ACAACCCCATGCTGTCCATCCACCAGCTGGTGGAG	V_CTCF_BR	2
chr6	90012786	90012936	id-87972	1.03e-05	+	CTGCTTGCAGCTGGAGTGAGGGGCAGGTGGCGCCG	UpstreamP1_CTCF	5
chr6	90021506	90021656	id-87973	8.71e-06	+	GCAGGAAACATGGCCACATACGCTAGATGGCGGCA	V_CTCF_BR	37
chr6	90077939	90078089	id-87974	9.49e-08	+	GACCCATGGCCAGGACAAGCCAGTAGGGGGCAGTA	V_CTCF_BR	39
chr6	90078828	90078978	id-87975	1.27e-06	-	GTTCACTCTCTCTGCAGAAGCAGCAGAGGGCACTA	UpstreamP1_CTCF	39
chr6	90081876	90082026	id-87976	2.18e-07	+	CGCTGCAATCGCAGATGCACCACTAGAGGGCAGGC	V_CTCF_BR	40
chr6	90085324	90085474	id-87977	2.43e-06	-	AACAAGCCAGTCCTGTTAACCAGCAGGAGGCAGGG	V_CTCF_BR	33
chr6	90142731	90142881	id-87978	2.75e-09	+	CCTGCCGTGCCCCGGCTCGCCGCTGGGAGGCGCTG	Upstream_CTCF	40
chr6	90204241	90204391	id-87979	1.61e-05	-	ATGCAATGTTGAGGTTTCCCCACCAGGACAAGCTT	UpstreamP1_CTCF	33
chr6	90241132	90241282	id-87980	1.92e-06	-	GTGCAGATGTCAAAGGCTTGCACTAGGGGGAGAAT	UpstreamP1_CTCF	3
chr6	90246079	90246229	id-87981	1	+	NA	NONE	19
chr6	90293379	90293529	id-87982	1.32e-05	-	TCTGCATAGGCAGTGAGGGGCAGGAGAGAGCAGCC	Upstream_CTCF	10
chr6	90299086	90299236	id-87983	3.4e-06	-	AGTGGAGGTGTTTTTGTTCCCAGCAGGTGTCAGAC	Upstream_CTCF	3
chr6	90307796	90307946	id-87984	1	+	NA	NONE	23
chr6	90319898	90320048	id-87985	2.14e-10	-	GAGGGTGACTGGGGGCCTGCCACCAGAGGGCGCAA	V_CTCF_BR	40
chr6	90321978	90322128	id-87986	3.73e-06	-	AGGTCAGCGCGGGACCCGGCCAGCAGGAGGACGCG	Upstream_CTCF	17
chr6	90348369	90348519	id-87987	3.48e-06	+	AAGCGGGAAGCAGCCATGTCCACCAGAGGTCCGCC	UpstreamP1_CTCF	28
chr6	90392861	90393011	id-87988	4.41e-06	-	GCCTGACTTTTTGCCCAGGCCAACAGATGGAGCTG	V_CTCF_BR	4
chr6	90426159	90426309	id-87989	1	+	NA	NONE	14
chr6	90486420	90486570	id-87990	2.97e-06	+	CAGAACATCATTTTCCTGGCCACAAGAGGGAGAAA	V_CTCF_BR	16
chr6	90502704	90502854	id-87991	1.15e-06	-	CTTGCAGATCATAAGTCTGGCACTAGTGGGAGCCA	Upstream_CTCF	40
chr6	90528734	90528884	id-87992	1	+	NA	NONE	17
chr6	90530069	90530219	id-87993	5.48e-05	+	GTGGCAGTTACCCCCTGTATAGGTAGGGGTCAGCA	Upstream_CTCF	36
chr6	90583478	90583628	id-87994	1	+	NA	NONE	0
chr6	90595956	90596106	id-87995	1	+	NA	NONE	0
chr6	90597763	90597913	id-87996	1.82e-06	+	GTGCAGCGCCTAGGGGGCACCACCTCCTGGAACCC	UpstreamP1_CTCF	0
chr6	90602490	90602640	id-87997	1	+	NA	NONE	18
chr6	90641316	90641466	id-87998	1.54e-05	+	CTACAATGCTCAAATGACACCACTTGGAGGTGCCA	UpstreamP1_CTCF	11
chr6	90644838	90644988	id-87999	1.83e-05	+	TCAGGACATAGCATCCTCACCACAGGGTGGCAGAT	V_CTCF_BR	1
chr6	90650277	90650427	id-88000	1.55e-08	+	CACGTCTGCTCCGGATGAGCCAGCAGATGGCACTA	V_CTCF_BR	40
chr6	90654636	90654786	id-88001	1.38e-06	+	AAACCATAACTACTCACACCCACTAGAGGGCACTA	V_CTCF_BR	39
chr6	90661293	90661443	id-88002	1.85e-05	+	CCTGCAGAGTTCTCGCAGTCCTCGTGTGGGCGCTG	Upstream_CTCF	11
chr6	90679885	90680035	id-88003	1.64e-06	-	AGGGCACTGCCAGGCCCTACCTTGAGGTGGCAGGA	Upstream_CTCF	24
chr6	90680471	90680621	id-88004	3.88e-06	+	GGCTGAAAGACAGAAAAGACCAGGAGAGGGAGCAC	V_CTCF_BR	40
chr6	90792717	90792867	id-88005	4.17e-05	+	TCTGTGCAACTTCCAGCTGCCACAAGGCTGCAGGC	Upstream_CTCF	8
chr6	90796421	90796571	id-88006	4.14e-06	+	AGATCTGCGGAGTGGCAGAGCAGGAGAGGGCGCTA	V_CTCF_BR	20
chr6	90807786	90807936	id-88007	5.13e-05	+	GGCATTTACCAATGCACTGCATCTAGATGGAGCTG	V_CTCF_BR	36
chr6	90828432	90828582	id-88008	1.43e-05	+	TCTGTTATTTGCAGTTATCCAAGAAGGTGGCAGCA	Upstream_CTCF	4
chr6	90889052	90889202	id-88009	2.38e-07	-	GGTACCTTTGGTTATGCCACCAGGAGGGGGCAGTA	V_CTCF_BR	36
chr6	90922136	90922286	id-88010	1.64e-06	+	CTTCAGTGTCCTCGCCACCCCACATGGAGGCAGCA	UpstreamP1_CTCF	16
chr6	90931232	90931382	id-88011	1	+	NA	NONE	3
chr6	90984588	90984738	id-88012	6.05e-06	-	TGTTTCCATTTGTCATTGAACACTAGGGGGAGGAA	V_CTCF_BR	27
chr6	90994118	90994268	id-88013	1	+	NA	NONE	26
chr6	90996728	90996878	id-88014	2.31e-06	+	AAGACAGTTCCACAGACTGGCACTAGATGGAGCCA	Upstream_CTCF	40
chr6	91005139	91005289	id-88015	2.11e-06	-	GAGCCCGGCGCCGCTGGAGACGGCGGCGGGCGGCG	V_CTCF_BR	29
chr6	91005811	91005961	id-88016	2.11e-06	-	CGTCGAAGGGTGTTTTGGAACAGCAGAGGGAGGAG	V_CTCF_BR	27
chr6	91006629	91006779	id-88017	4.11e-07	+	GGGCAGCGCACCTCCCCGGCCGCTGGGGCGCGGTA	UpstreamP1_CTCF	27
chr6	91012174	91012324	id-88018	3.71e-05	-	TTTCCAGTCCCATATTCCACCACTGGCTGTCGCTG	Upstream_CTCF	16
chr6	91048422	91048572	id-88019	1	+	NA	NONE	3
chr6	91053370	91053520	id-88020	1.04e-05	+	AAGGGCTAGTTTTAGTGGACCTCCAGGAGGAGCTG	V_CTCF_BR	25
chr6	91079041	91079191	id-88021	1	+	NA	NONE	9
chr6	91095599	91095749	id-88022	2.53e-05	+	CAATGTAATGCATTGCTTAACAGTAGGAGGCACCC	V_CTCF_BR	2
chr6	91103132	91103282	id-88023	7.55e-07	-	AAATCTGTGGGAACTGCTTCCAGTAGAGGGCAGTG	V_CTCF_BR	40
chr6	91113404	91113554	id-88024	5.08e-05	+	CCTCTTTGACAGTCAGTGTCCAGTAGGAGCCTGCT	UpstreamP1_CTCF	11
chr6	91143960	91144110	id-88025	4.5e-06	-	CCTGCTCTGCCAACATTCTATGGCAGGTGGAGCTA	Upstream_CTCF	28
chr6	91186436	91186586	id-88026	1	+	NA	NONE	22
chr6	91186825	91186975	id-88027	4.65e-05	+	CGAGGGTGAGCTAGGATGACCACTAGATGACAGTA	V_CTCF_BR	2
chr6	91188184	91188334	id-88028	1	+	NA	NONE	12
chr6	91189155	91189305	id-88029	1.95e-07	-	CGAGCCGTACTTTTTTAAACCACTAGATGGCAGTA	Upstream_CTCF	40
chr6	91202643	91202793	id-88030	7.49e-05	-	GGACGAGGTGCAACAGAGACCGATAGGGGCCACTG	V_CTCF_BR	2
chr6	91207265	91207415	id-88031	2.72e-06	+	CAGCTGACCTTGGAAAGGTCCACCAGAGGGTGACA	UpstreamP1_CTCF	24
chr6	91212580	91212730	id-88032	1	+	NA	NONE	3
chr6	91218461	91218611	id-88033	3.45e-05	+	AGTCGCTGCCTCTTTTCTGGCACTAGATGGTGCCT	V_CTCF_BR	15
chr6	91284390	91284540	id-88034	2.4e-05	-	AGAATCAGCTCTACTCTCATCACTAGGTGGCACTT	V_CTCF_BR	26
chr6	91319326	91319476	id-88035	2.96e-05	+	AGAAAAAAATCTCTCTTCCCCACAAGGTGGTACTG	V_CTCF_BR	30
chr6	91321209	91321359	id-88036	1.93e-05	+	TCGGTGAGACCAGACTCAGACACGAGGGGGCCTGG	Upstream_CTCF	21
chr6	91340910	91341060	id-88037	1	+	NA	NONE	3
chr6	91358766	91358916	id-88038	7.46e-06	+	CTGCATCATTCTAGGGCTACCACTTGAGGGCCATT	UpstreamP1_CTCF	3
chr6	91401661	91401811	id-88039	8.58e-08	+	ATTGCTGTGTTGAAAACAGCCTGCAGGGGGCAAAG	Upstream_CTCF	27
chr6	91521788	91521938	id-88040	1	+	NA	NONE	2
chr6	91556639	91556789	id-88041	1.39e-05	+	TCCTCTTCTCCTTTTTTCCCCTCTAGATGGCTCCA	V_CTCF_BR	14
chr6	91569432	91569582	id-88042	3.91e-06	+	CTTGTAATATATGTGCATCACACAAGGTGGCAGAA	Upstream_CTCF	13
chr6	91571081	91571231	id-88043	1	+	NA	NONE	28
chr6	91650689	91650839	id-88044	4.65e-06	+	ATTAAGTTTCAGGTTTTGGACACTAGATGGTGATG	UpstreamP1_CTCF	38
chr6	91691884	91692034	id-88045	1.97e-06	-	ATCTCAGGCCCCAGACTGGCCACTGGGTGGTGCAC	V_CTCF_BR	23
chr6	91762952	91763102	id-88046	4.5e-05	+	CTGCAGTTTTACATTCCCACCAGCAGTACATGAGA	UpstreamP1_CTCF	6
chr6	91789765	91789915	id-88047	7.73e-06	+	CGCAGGGCCACTGAGTGCTGCTGCAGGGGGCAGGA	V_CTCF_BR	14
chr6	91791305	91791455	id-88048	4.41e-06	+	AATAAATGGGGACATTTATCCACTAGGTGGAGCTA	V_CTCF_BR	40
chr6	91877685	91877835	id-88049	1.73e-05	+	TCCCTGCATCTCAGTCTTACCACCAGGGGCATGAG	V_CTCF_BR	30
chr6	91984725	91984875	id-88050	2.19e-05	-	TTGCTCAGCTTCCAGGCCTCCTCTGGAGGCCGCCC	UpstreamP1_CTCF	4
chr6	91986170	91986320	id-88051	6.46e-07	+	GTGAGATGGTTCATCTTTGCCACTAGAGGGAAGAA	V_CTCF_BR	33
chr6	91995704	91995854	id-88052	1	+	NA	NONE	5
chr6	92040013	92040163	id-88053	4.58e-08	+	CAGCATCTCTGGCCTCTGCCCACTAGGTGCCAGTA	UpstreamP1_CTCF	35
chr6	92047834	92047984	id-88054	6.8e-06	-	CTAGTCATACCAGTTTCTGCCACCAGGGTCAAGGG	Upstream_CTCF	32
chr6	92097520	92097670	id-88055	5.96e-07	-	TGTGTCGGTTGGTTACTAGCCAGGAGGTGGCGCTT	V_CTCF_BR	5
chr6	92122387	92122537	id-88056	2.72e-05	+	AAGCTTGTCAAACCTGCAGCCTGTAGGTGGCATGT	UpstreamP1_CTCF	10
chr6	92194877	92195027	id-88057	3.48e-06	-	CTGCACATGTGTGCTGTCCCCAGAGGGAGGCACAA	UpstreamP1_CTCF	7
chr6	92231167	92231317	id-88058	1	+	NA	NONE	7
chr6	92244489	92244639	id-88059	1	+	NA	NONE	13
chr6	92423757	92423907	id-88060	1	+	NA	NONE	13
chr6	92491693	92491843	id-88061	7.27e-06	-	TGCTTCCTTGTTCTTAATGACACCAGATGGCACAG	V_CTCF_BR	5
chr6	92832587	92832737	id-88062	1.38e-06	+	TATTTATCAACTATAGTGCCCAGTAGAGGGCACTG	V_CTCF_BR	31
chr6	92868860	92869010	id-88063	1	+	NA	NONE	9
chr6	93179278	93179428	id-88064	1	+	NA	NONE	2
chr6	93354161	93354311	id-88065	1.32e-08	-	CTGGAGTGGTCAGCCTCTGCCGGAAGGGGGCGCCC	UpstreamP1_CTCF	31
chr6	93486976	93487126	id-88066	4.41e-06	-	GCAGTTAAGTGCCTTTTAACCACTAGAGGGAAACA	V_CTCF_BR	35
chr6	93494083	93494233	id-88067	1	+	NA	NONE	3
chr6	93520681	93520831	id-88068	2.33e-07	+	GTGTTATACCACGCAGTGGCCAGGTGGGGGAGAAG	UpstreamP1_CTCF	39
chr6	93574579	93574729	id-88069	2.15e-05	-	GAAAATTCTCCTAGTGCTTCCGCCAGGGGGAGAGG	V_CTCF_BR	1
chr6	93727084	93727234	id-88070	1.69e-05	-	GTGTCATTCAGGCTTCAGTCCAGTTGGTGGTGCTT	UpstreamP1_CTCF	23
chr6	93746643	93746793	id-88071	4.34e-07	+	GTGTCATTCAACCTACAAGCCAGTAGATGGCACTT	UpstreamP1_CTCF	30
chr6	93756896	93757046	id-88072	2.97e-06	-	GAGGATTGTTTCTGTGCTGCCACCAGAGGCCGACG	V_CTCF_BR	3
chr6	93813049	93813199	id-88073	1	+	NA	NONE	3
chr6	94127207	94127357	id-88074	1.85e-05	-	TGGGCTATAAATAACTGCATCACTAGGGGGAGAGG	Upstream_CTCF	23
chr6	94128150	94128300	id-88075	2.15e-05	-	CGGGCTTGGTCGGGCCGTGGAGGCAGGGGGCGGGC	V_CTCF_BR	16
chr6	94133431	94133581	id-88076	2.18e-07	+	ATCTGTGATAATTCAGCGACCACCAGGGGGCAACA	V_CTCF_BR	38
chr6	94134137	94134287	id-88077	8.71e-06	-	CCACAGCTTTACAATTTCACAACTAGGGGGCACTA	V_CTCF_BR	39
chr6	94157702	94157852	id-88078	5.08e-05	+	TTCCAACTACATGTGGGTGCAGGCAGGAGGCAGTG	UpstreamP1_CTCF	11
chr6	94431192	94431342	id-88079	1.29e-05	+	TAGCCTTGGCTAGTAGAAAGCACTAGAGGGAGCTG	UpstreamP1_CTCF	32
chr6	94488836	94488986	id-88080	8.21e-05	+	TGAAACAGGCACTGTAAAAACACTGGGTGGCAGTC	V_CTCF_BR	18
chr6	94762620	94762770	id-88081	1	+	NA	NONE	18
chr6	94781701	94781851	id-88082	1	+	NA	NONE	18
chr6	94900328	94900478	id-88083	5.63e-06	+	CAGCAGCTGCTCATCACACACACTGGAGGACACTG	UpstreamP1_CTCF	2
chr6	94964530	94964680	id-88084	1	+	NA	NONE	23
chr6	95033696	95033846	id-88085	1.47e-05	+	TAATGGTGCCACTGATCTGACAGAAGGGGGAGCTT	V_CTCF_BR	23
chr6	95314201	95314351	id-88086	1.38e-06	+	TGGCCCTCTTCTCACAGCTCCACTAGGGGGTGCCC	V_CTCF_BR	8
chr6	95346912	95347062	id-88087	1	+	NA	NONE	23
chr6	95442920	95443070	id-88088	5.55e-07	-	GGAGCATCACACTCTGGGGCCTGTAGGGGGCTGGG	Upstream_CTCF	7
chr6	95523707	95523857	id-88089	1	+	NA	NONE	13
chr6	95612812	95612962	id-88090	8.46e-07	+	CTGGCAGTACTTCTTGTGGCCAGGAGTGGCAGTGG	Upstream_CTCF	13
chr6	95861794	95861944	id-88091	1	+	NA	NONE	6
chr6	95879618	95879768	id-88092	1.43e-05	+	TCAGTGATTCCTAATCTGTCCACAGTGGGGCAGCA	Upstream_CTCF	40
chr6	95991857	95992007	id-88093	4.88e-05	+	CTTTACTGTGTGTGAAGTGCCTCTAGTGGCCAGAG	V_CTCF_BR	20
chr6	96096626	96096776	id-88094	1.48e-05	+	GAGTGATGAGAACACATGGACACAAGGGGGGGATC	UpstreamP1_CTCF	11
chr6	96216512	96216662	id-88095	1.92e-05	-	GAGCAGTACCAGTCTGCCGCCCAGAGGTTGAGGAC	UpstreamP1_CTCF	5
chr6	96221129	96221279	id-88096	1	+	NA	NONE	6
chr6	96267947	96268097	id-88097	2.83e-07	-	TGTGCTCGTTGCCCTCCTGCCAGGAGGTGGCGCTT	V_CTCF_BR	18
chr6	96289591	96289741	id-88098	1	+	NA	NONE	4
chr6	96314724	96314874	id-88099	6.98e-07	-	TTGTTGCCGACCATCTCTGCCAGCAGATGTCAGCA	V_CTCF_BR	25
chr6	96371506	96371656	id-88100	1.99e-07	-	GCTTCCACTCACTGTTTGGCCACTGGGGGGCACAA	V_CTCF_BR	30
chr6	96463197	96463347	id-88101	7.23e-07	-	GCTGTCCCGCCAGAAGGCGCCAGCAGGGAGCTCAA	Upstream_CTCF	8
chr6	96463982	96464132	id-88102	1	+	NA	NONE	8
chr6	96470234	96470384	id-88103	8.46e-07	-	CATGCAATACCTGTCAACACCTCCAGATGTCTTTC	Upstream_CTCF	14
chr6	96537166	96537316	id-88104	3e-09	-	CTGCAGCTCAGGGAAAGGGACACCAGGTGGAGCCT	UpstreamP1_CTCF	23
chr6	96601744	96601894	id-88105	2.66e-05	+	TGATTAAAATCTTAATTCTCCTGGAGGGGGAGCTA	V_CTCF_BR	3
chr6	96734499	96734649	id-88106	1.64e-05	-	GGCTGAATTGTTATGTTCCCCAGTAGGAGGCAGTC	V_CTCF_BR	5
chr6	96748974	96749124	id-88107	1	+	NA	NONE	1
chr6	96842744	96842894	id-88108	1	+	NA	NONE	23
chr6	96913238	96913388	id-88109	2.18e-07	-	TGCTGCAGCTATTTTGTGACCACGAGGGGGAACCA	V_CTCF_BR	11
chr6	96916934	96917084	id-88110	2.66e-05	-	TATCTTTATGAATTTGTAGTCTCTAGGTGGCAGCA	V_CTCF_BR	27
chr6	96969618	96969768	id-88111	4.7e-05	-	ACTGCAGACACGTCAGCCGACAGGCGGTGGGAGAA	Upstream_CTCF	26
chr6	96990694	96990844	id-88112	7.55e-07	+	GCTAACTAATGTCATTTTCCCACCAGAGGGCAGTG	V_CTCF_BR	38
chr6	97074730	97074880	id-88113	5.01e-06	+	GGTTTATTCTTTGAATTATCCACTAGATGGCAGAA	V_CTCF_BR	36
chr6	97105970	97106120	id-88114	4.23e-06	-	TTGTAGGTTGGGCTGGAATCCGGTAGATGGCACTT	UpstreamP1_CTCF	3
chr6	97147770	97147920	id-88115	6.43e-06	-	AATTATCTGAATTCTATAGCCAGCAGGGGGCTAAA	V_CTCF_BR	6
chr6	97164245	97164395	id-88116	8.34e-07	-	ATGTAGTGAGGGTGGGATTCCTCTGGAGGGCACTG	UpstreamP1_CTCF	9
chr6	97208190	97208340	id-88117	8.64e-05	-	GTTGTGATAAAAAGTTTCAGCTGTGGATGGCAGCA	Upstream_CTCF	9
chr6	97345738	97345888	id-88118	2.27e-06	-	GCGGTGTGTGGCCTCCCGAGCGCTAGGGGGCGACG	V_CTCF_BR	40
chr6	97347048	97347198	id-88119	1.04e-05	+	GCATTAACTGGGAAGTTATCCTGAAGGTGGCAGGC	V_CTCF_BR	39
chr6	97371355	97371505	id-88120	7.55e-07	+	CTACAAGCCAGACAGATAACCTCCAGAGGGAGCAA	V_CTCF_BR	3
chr6	97441304	97441454	id-88121	2.66e-05	-	GGCCATCTGACTTGCTCGGCCAGCAGGGGGGACAT	V_CTCF_BR	5
chr6	97501820	97501970	id-88122	6.43e-06	-	ATACAAATACTGAATACTTCCAGCAGAGGGCTCAA	V_CTCF_BR	34
chr6	97507449	97507599	id-88123	1.48e-06	-	TGCACTAAGGACTTTTTATCCACAAGGTGGCAGCC	V_CTCF_BR	39
chr6	97516212	97516362	id-88124	1.21e-06	+	GTTTAATATCTATTGCTAGACAGCAGGTGGCAGTG	UpstreamP1_CTCF	37
chr6	97519660	97519810	id-88125	1	+	NA	NONE	1
chr6	97525409	97525559	id-88126	1	+	NA	NONE	12
chr6	97634403	97634553	id-88127	1.17e-05	+	CACAGTGCACTGGCAACTGCAGCAAGGTGGCGCTC	V_CTCF_BR	40
chr6	97663038	97663188	id-88128	2.43e-06	+	CTAGTTTCCAGGAAAACTGCCAGTAGGAGGCAGCA	V_CTCF_BR	38
chr6	97842136	97842286	id-88129	1.85e-08	-	ATGCACTACAGGTAGATTGCCACTAGGTGGGAGTA	UpstreamP1_CTCF	40
chr6	97884971	97885121	id-88130	2.04e-05	-	GCACAAGTTCTCTAGTCTACCCCTAGAGGGCAATA	V_CTCF_BR	40
chr6	97888580	97888730	id-88131	3.22e-07	+	GCAGCCATGCTGTCAACATCCACCAGAGAGCAGAG	Upstream_CTCF	37
chr6	97904085	97904235	id-88132	1	+	NA	NONE	5
chr6	97914220	97914370	id-88133	1	+	NA	NONE	11
chr6	97921989	97922139	id-88134	8.56e-05	+	TTGTAGCGACACCCACAGGAGACCAAATGCCTCTA	UpstreamP1_CTCF	7
chr6	97945724	97945874	id-88135	1.1e-05	+	GACACAATTCTTTATCCTGCTGCCAGGTGGCGCTG	V_CTCF_BR	40
chr6	97949891	97950041	id-88136	4.88e-05	+	ATTAAAATGTTGTAGACAGCCCCTGGGTGGCAGTG	V_CTCF_BR	13
chr6	98034351	98034501	id-88137	4.65e-05	+	AGAAGAACTAGCTGAATTACCCACAGGGGGAGCTA	V_CTCF_BR	32
chr6	98153486	98153636	id-88138	2.01e-05	+	CCTTTTCTTAAAGATGTGACCATGAGGTGGCAGTA	Upstream_CTCF	33
chr6	98174366	98174516	id-88139	9.66e-05	+	TGGGAACTGTCAGATAGCAACCATAGGTGGCAATG	Upstream_CTCF	22
chr6	98367077	98367227	id-88140	1	+	NA	NONE	1
chr6	98373507	98373657	id-88141	1.21e-05	-	CCTGTCACAACAAATGCCACCTGTAGGAGGAAACC	Upstream_CTCF	27
chr6	98406163	98406313	id-88142	1	+	NA	NONE	10
chr6	98426994	98427144	id-88143	1.03e-05	-	ATTTTCCCCTGGAATTGGGCCGCTAGGTGGCCCCG	UpstreamP1_CTCF	18
chr6	98439133	98439283	id-88144	1	+	NA	NONE	0
chr6	98485574	98485724	id-88145	9.29e-06	+	GCAGTAAGTTCCCTTTCGTTCTGCAGAGGGAGACA	Upstream_CTCF	11
chr6	98488186	98488336	id-88146	1.69e-05	-	TTGCAACTCTAGTGAATGGTCCGAGGAGGGAGCTG	UpstreamP1_CTCF	29
chr6	98502482	98502632	id-88147	2.68e-05	+	TGAACAATCTTCAGTTTCACCAGTAGGTGGGGAAA	Upstream_CTCF	28
chr6	98934046	98934196	id-88148	4.1e-06	+	ACTGCTAGGGCCACTCCAGACAAAAGAGGGCAGTG	Upstream_CTCF	4
chr6	98962334	98962484	id-88149	6.21e-06	-	CATTCACTCTTGTCAATAACCAAAAGATGGCAGCA	Upstream_CTCF	7
chr6	98987828	98987978	id-88150	4.14e-06	-	GCAGGGAACATTTAGGCATCCACCAGGTGGCTCTT	V_CTCF_BR	14
chr6	99034146	99034296	id-88151	8.16e-07	-	GGCATGTGCCTGGGCACCCCCAGCAGAGGGCAAAA	V_CTCF_BR	5
chr6	99196620	99196770	id-88152	1.93e-05	+	AGTGTGATAGATGTTTGTGCCAGTAGGGGACATCT	Upstream_CTCF	2
chr6	99217540	99217690	id-88153	5.01e-06	+	ACCTGTATCTCCACAACCCCCACCTGGGGGAGCTC	V_CTCF_BR	35
chr6	99281102	99281252	id-88154	1	+	NA	NONE	24
chr6	99282104	99282254	id-88155	4.7e-06	+	GATGGGGGGCGGGGCCCATCCGAGAGAGGGCGGAG	V_CTCF_BR	1
chr6	99287764	99287914	id-88156	6.84e-06	-	TCAAGGTCCACTAAAATGCCCTGCAGAGGGCAGAT	V_CTCF_BR	38
chr6	99293766	99293916	id-88157	4.85e-07	-	AGGTAGTTCCGAGCCGATGCCACTGTGGGGCGCCA	UpstreamP1_CTCF	40
chr6	99295662	99295812	id-88158	7.49e-05	-	GACTCCAGGATGTCGCGGGGCGCCTGTGGGATCCA	V_CTCF_BR	12
chr6	99390272	99390422	id-88159	1	+	NA	NONE	28
chr6	99428773	99428923	id-88160	7.1e-07	-	ATGTAGTGAAGGGAGTCTTCCTGGAGGAGGCACTG	UpstreamP1_CTCF	17
chr6	99567425	99567575	id-88161	6.86e-07	-	TTTTTTCTTCCTTCTCTGTCCAGCAGGGGGTAGTC	Upstream_CTCF	40
chr6	99578881	99579031	id-88162	1	+	NA	NONE	20
chr6	99600050	99600200	id-88163	8.91e-07	+	TATGTGACTTCCTCTTTGGCCGCTGGAGGGCAGCA	Upstream_CTCF	40
chr6	99667760	99667910	id-88164	6.43e-06	-	CCCAGCAGAGAGGCGGATTCCAGCAGGGGGAGTCC	V_CTCF_BR	27
chr6	99689915	99690065	id-88165	3.65e-07	-	AGACGGGATACCAAGGCACCCACAAGAGGGCAGCA	V_CTCF_BR	39
chr6	99730463	99730613	id-88166	2.02e-06	+	GTGAGTTTCTCCCTGTGATCCAGCAGATGGCAACA	UpstreamP1_CTCF	40
chr6	99773073	99773223	id-88167	1	+	NA	NONE	1
chr6	99778068	99778218	id-88168	5.51e-07	+	TGAAGACGCTCACTGACATCCACAAGGGGGCAGTA	V_CTCF_BR	40
chr6	99782520	99782670	id-88169	9.49e-08	+	CAATCTATCCTCCACACTGCCACCAGAGGGAACTG	V_CTCF_BR	39
chr6	99797855	99798005	id-88170	2.12e-06	+	GAGCTGCGGGCAGGAGACGCCACCAGGCGGGGGCT	UpstreamP1_CTCF	37
chr6	99873788	99873938	id-88171	3.18e-06	-	GAGAGAAGAGCAAGTGTTCCCGGAAGGGGGCGCGA	V_CTCF_BR	39
chr6	99882952	99883102	id-88172	2.73e-07	+	ATGGTAGTACACATATATACCACTAGATGGCCCTG	Upstream_CTCF	35
chr6	99906308	99906458	id-88173	6.05e-06	+	GGTGAGACATAAGTTCAAGTCAGCAGGGGGCAGTA	V_CTCF_BR	40
chr6	99915507	99915657	id-88174	3.1e-07	+	GGGCTGTTATTCTAAACATCCACGAGATGGCACTA	UpstreamP1_CTCF	40
chr6	99968740	99968890	id-88175	3.16e-05	-	CCGGCCGAACCGGGTAGTGCCGCAAGGTGTAATTA	Upstream_CTCF	39
chr6	99969326	99969476	id-88176	8.23e-05	-	ATGAAGCGCCGAGCGCTGCTCTGTAGCGGGTCACA	UpstreamP1_CTCF	13
chr6	99992052	99992202	id-88177	2.81e-06	+	CTTGCAGCTTCAGGCCCTGCCACTAGTGGAGAATC	Upstream_CTCF	20
chr6	100036536	100036686	id-88178	8.21e-05	+	TGAGACCAGCGCAAGGCGGGCGCTGGGTGGCGTGC	V_CTCF_BR	37
chr6	100053235	100053385	id-88179	1.83e-05	-	GGTTAGCAAGGGTGGCAGGACGCAAGGTGGCGACA	V_CTCF_BR	20
chr6	100061368	100061518	id-88180	4.41e-06	-	GCTTGCTGCTGCTCTCCTCCCGGTAGGGGTCGCCG	V_CTCF_BR	35
chr6	100062651	100062801	id-88181	1	+	NA	NONE	23
chr6	100184326	100184476	id-88182	2.04e-05	-	GATTTCATAAAATGTTCCACCTGCAGGTGTCACAG	V_CTCF_BR	6
chr6	100194277	100194427	id-88183	4.02e-07	-	GCTGTAATTTACACAAATTTCACTAGATGGCAGTG	Upstream_CTCF	40
chr6	100238675	100238825	id-88184	2.18e-07	-	TATGCCATTTTAAAATACACCAGTAGGTGGAACTC	Upstream_CTCF	28
chr6	100250323	100250473	id-88185	5.41e-07	+	ATGCAAGGGGGAAACTTGCCCTGGAGAGGGCGCTC	UpstreamP1_CTCF	23
chr6	100270720	100270870	id-88186	1.31e-05	-	CTCTTATGTGCATAAACCATCAGCAGATGGAGCCC	V_CTCF_BR	40
chr6	100316055	100316205	id-88187	1.15e-07	+	TGGCCTGAAGTCCAGACATCCAGCAGATGGCGCTC	V_CTCF_BR	40
chr6	100353510	100353660	id-88188	1	+	NA	NONE	40
chr6	100449907	100450057	id-88189	6.36e-11	+	ATGCAGTTCTCCCGACTGGCCACTTGGTGGCAGTG	UpstreamP1_CTCF	40
chr6	100526491	100526641	id-88190	1.99e-07	+	GCTCCCTGCATCCCTTGTACCACAAGATGGCACCA	V_CTCF_BR	40
chr6	100547432	100547582	id-88191	2.97e-06	-	GCCCAGATAAATTGCATAAACACTAGGTGGCACTA	V_CTCF_BR	37
chr6	100555426	100555576	id-88192	1	+	NA	NONE	38
chr6	100564651	100564801	id-88193	5.68e-06	+	CCAAATGGGCAGAAAAAATCCTCCAGGTGGCAGCA	V_CTCF_BR	40
chr6	100570208	100570358	id-88194	1	+	NA	NONE	4
chr6	100574658	100574808	id-88195	6.98e-07	+	CTAGGAGCATCTGTCCTCGCCACTTGTGGGCACCC	V_CTCF_BR	12
chr6	100624671	100624821	id-88196	6.46e-07	+	TTTTCCACAGTCTTCACAACCAGCAGAGGGAGCGA	V_CTCF_BR	39
chr6	100650476	100650626	id-88197	5.7e-05	+	CAGGCCATTCTACAGTTCTCCTTAAGGGGTAGCAA	Upstream_CTCF	6
chr6	100657756	100657906	id-88198	3e-06	+	CAGCAAGTATAATCAGTTATCTCTAGGGGGCAGAG	UpstreamP1_CTCF	11
chr6	100676750	100676900	id-88199	1.81e-06	+	CCTGAAGTACCAGGTGTCCCCAACCGCGGGCAAAC	Upstream_CTCF	36
chr6	100705903	100706053	id-88200	2.01e-05	+	GCTTTCATTATCACAACAACCAGTAGGTGTTGCTA	Upstream_CTCF	36
chr6	100716393	100716543	id-88201	1	+	NA	NONE	2
chr6	100775030	100775180	id-88202	1	+	NA	NONE	22
chr6	100818268	100818418	id-88203	4.5e-06	+	AGTTCAAGTCCTAAACTTGCCACATGGGGGCTCTT	Upstream_CTCF	34
chr6	100908548	100908698	id-88204	3.56e-06	-	ATCGCAAGACCAGGCACAACCTATAGGGGGTGCCA	Upstream_CTCF	40
chr6	100912250	100912400	id-88205	5.01e-06	+	GACCCAGCGCTCTGGCTGCCCAGCAGGGGCTGCAA	V_CTCF_BR	7
chr6	100913408	100913558	id-88206	1	+	NA	NONE	8
chr6	100920563	100920713	id-88207	6.51e-05	+	ATGATAATGAGAAACTATTCCAGCAGGAGGAGCCG	V_CTCF_BR	21
chr6	100927438	100927588	id-88208	7.44e-06	-	CTTGTAATGAAAATGTCCACCTATAGGTGGCAAAC	Upstream_CTCF	40
chr6	100953337	100953487	id-88209	1.41e-06	+	GTAGCAGCAGAGAGGCCAGCCAGTAGGTGGAGTGG	Upstream_CTCF	14
chr6	101021185	101021335	id-88210	2.12e-06	-	TTGTTAGGGTCTCTTTGGTCCAGCAGGTGGGGCAA	UpstreamP1_CTCF	38
chr6	101105714	101105864	id-88211	5.12e-06	-	AGGTTCCTGTACTAAGTAGCCACTAGGTGACAGCA	UpstreamP1_CTCF	37
chr6	101112259	101112409	id-88212	1.82e-06	-	TTGTTATTTACTTGGTTGGCCACTAGATGGTGTGG	UpstreamP1_CTCF	38
chr6	101126036	101126186	id-88213	2.96e-05	+	GGATAAAGAAACCAGAAATCCACAAGGTGGCTCTC	V_CTCF_BR	20
chr6	101167879	101168029	id-88214	6.04e-07	-	TTGTGATTACCAAATGTTCCCAGTAGATGGCACAT	UpstreamP1_CTCF	37
chr6	101222948	101223098	id-88215	1	+	NA	NONE	6
chr6	101223667	101223817	id-88216	2.94e-06	+	ACAGCAGTTAAAAAAAAAATCACTAGAGGGCTCAG	Upstream_CTCF	18
chr6	101244389	101244539	id-88217	4.88e-05	+	CCTGAAAAAAGAGGAAGAAACACCAGAGGTCTCTC	V_CTCF_BR	4
chr6	101354289	101354439	id-88218	1	+	NA	NONE	20
chr6	101361927	101362077	id-88219	2.78e-06	-	GGTTAGACAGTGGGTGCAGCCAACAGAGGGCGAGC	V_CTCF_BR	4
chr6	101416919	101417069	id-88220	6.86e-07	+	ACAGCAGTCTGAGATTGAACCGCTAGGCGGCAGCC	Upstream_CTCF	7
chr6	101473445	101473595	id-88221	8.71e-06	-	CTCCTAATTGAATTATTGGCCTCTGGGTGGAGCCC	V_CTCF_BR	7
chr6	101517439	101517589	id-88222	1	+	NA	NONE	14
chr6	101562612	101562762	id-88223	1	+	NA	NONE	37
chr6	101615355	101615505	id-88224	6.21e-05	+	CAACTGTGTAATAGTGATAACGGAAGGGGGCAGAG	V_CTCF_BR	0
chr6	101650165	101650315	id-88225	2.2e-06	-	ACTGCAACTCCTACTTCAAACAGTAGGTGACTATG	Upstream_CTCF	4
chr6	101674874	101675024	id-88226	3.66e-06	+	CTGCAGTGCGTGACTGCCACCTTTTGGGGGCTTCC	UpstreamP1_CTCF	34
chr6	101834980	101835130	id-88227	1.26e-05	-	CTTGCATTTCACATTCCTTCCTACAGAAGGATCAC	Upstream_CTCF	32
chr6	101841427	101841577	id-88228	1	+	NA	NONE	38
chr6	101843342	101843492	id-88229	2.27e-05	+	TTACACATTTTCTCATACCCCAGCAGGTGGCAGCT	V_CTCF_BR	24
chr6	101845196	101845346	id-88230	8.97e-05	+	AGAGATATTTTAAACATGGACTGAAGGAGTCGCTA	Upstream_CTCF	30
chr6	102093782	102093932	id-88231	1	+	NA	NONE	13
chr6	102290749	102290899	id-88232	1	+	NA	NONE	23
chr6	102533403	102533553	id-88233	4.5e-06	+	GGAGTTGGGGTAAGCATTGCCACTAGGGGGATAAG	Upstream_CTCF	8
chr6	102562369	102562519	id-88234	2.57e-08	+	GTGAAGTTCAACCTACAAGCCAGTAGAGGGCCCCG	UpstreamP1_CTCF	26
chr6	102721689	102721839	id-88235	1	+	NA	NONE	3
chr6	102986564	102986714	id-88236	3.63e-06	-	CCATGTCCCAAGGCTGCACACAGCAGGGGGTGCCC	V_CTCF_BR	2
chr6	103019240	103019390	id-88237	4.01e-05	+	TAAAGTGACTTTCTTCCTGCAGCTAGAGGGCAGGC	V_CTCF_BR	5
chr6	103067588	103067738	id-88238	7.15e-05	-	TTCTCTTCCCCCATGTCTAAAGCTAGAGGGCGCTG	V_CTCF_BR	35
chr6	103148878	103149028	id-88239	1.19e-06	-	GGGTGTGGGCAATATTCAGGCAGAAGGTGGCGCCG	V_CTCF_BR	3
chr6	103197693	103197843	id-88240	8.64e-05	+	GCTGTGTTCCCTTCTGGGAGCTGTAGGGGAAATCT	Upstream_CTCF	1
chr6	103246715	103246865	id-88241	4.31e-05	+	CGGCAGAGAGCGGCGGCAAGCAGCAGAGAGGAGCA	UpstreamP1_CTCF	15
chr6	103297882	103298032	id-88242	3.4e-06	+	AAGACACAATACATTAAAGCCACTAGAGGGAGGCC	V_CTCF_BR	32
chr6	103355167	103355317	id-88243	1.85e-05	-	CCTGCCCATCCGCATGCTCCCCCTAGGGGTTTGAG	Upstream_CTCF	5
chr6	103571005	103571155	id-88244	6.98e-07	-	CATCCTACAGACAAAAGGGGCAGCAGGTGGCGCTC	V_CTCF_BR	35
chr6	103721048	103721198	id-88245	2.66e-05	-	CATGAATGCCTTTGGTTATTCTGTAGGGGGCAGCA	V_CTCF_BR	22
chr6	104120140	104120290	id-88246	3.84e-06	-	GTGCAAACTAAACTTGTAGCCAGAAGGGGGAGTCA	UpstreamP1_CTCF	20
chr6	104177650	104177800	id-88247	1	+	NA	NONE	12
chr6	104229841	104229991	id-88248	4.01e-05	+	AAAATCTGCCATGTATCAACAGCCAGGGGGAGGTG	V_CTCF_BR	6
chr6	104245739	104245889	id-88249	6.84e-06	-	AAAAAGCAGAAGAGAAGGTACACTAGAGGGCACTA	V_CTCF_BR	34
chr6	104302095	104302245	id-88250	1	+	NA	NONE	7
chr6	104452100	104452250	id-88251	2.66e-05	-	AGAAACATAGAAATATAGGCCACCTGGTGGTGGCG	V_CTCF_BR	13
chr6	104649551	104649701	id-88252	7.27e-06	-	TGGCCTTCTTCTCACAGCTCCACTAGGTGGTGCAC	V_CTCF_BR	9
chr6	104676839	104676989	id-88253	1	+	NA	NONE	4
chr6	104680017	104680167	id-88254	1.32e-08	+	CAGCACCTCTGGCCACTGCCCACTAGGTGCCAGTA	UpstreamP1_CTCF	19
chr6	104729372	104729522	id-88255	1.38e-06	+	GCAGTATTAGGGTAGCCTGACAGTAGGTGGCAGTG	V_CTCF_BR	12
chr6	104773586	104773736	id-88256	1.15e-07	-	ACGGTAGTGCTGGACTTCTCCACAAGATGGCAATC	Upstream_CTCF	39
chr6	104829913	104830063	id-88257	4.85e-07	-	GTGCAGTTCAGGCTCCAGTCCAATGGGGGGAGATT	UpstreamP1_CTCF	6
chr6	104896489	104896639	id-88258	1	+	NA	NONE	1
chr6	104931232	104931382	id-88259	2.81e-05	-	ATCTGAAGGGTCAAAGGAACCACTAGGTGTTGCTC	V_CTCF_BR	35
chr6	104973714	104973864	id-88260	3.73e-09	-	TTGAAGTGACATTCTCTGACCACTAGATGGCACTC	UpstreamP1_CTCF	40
chr6	104975754	104975904	id-88261	1	+	NA	NONE	39
chr6	105071021	105071171	id-88262	4.43e-05	-	CAGGGAGCCGGAACCACAGGCTGTGGGTGGAACTG	V_CTCF_BR	28
chr6	105131034	105131184	id-88263	6.53e-09	+	AGAAAGCCAGGCAACTTCACCAGCAGAGGGCGCCA	V_CTCF_BR	40
chr6	105140790	105140940	id-88264	5.38e-05	+	CAAAGATGCTCAATGTGTCCAAGTAGAGGGCACTG	V_CTCF_BR	8
chr6	105146958	105147108	id-88265	1	+	NA	NONE	3
chr6	105219265	105219415	id-88266	1.64e-06	-	TTTGCAGTTTTTCAGAATATCTGTAGAGGGCAGTA	Upstream_CTCF	37
chr6	105237855	105238005	id-88267	9.88e-07	+	AATGCATAACTTCATTCTTCCAGGAGGTGGCACAA	Upstream_CTCF	37
chr6	105303451	105303601	id-88268	1	+	NA	NONE	13
chr6	105307536	105307686	id-88269	1.7e-05	+	ACATCTCGCCTGGGCCCGTCCAGCAGGCGGAGACG	Upstream_CTCF	39
chr6	105344936	105345086	id-88270	1.93e-05	+	TATTAAAGAATAGTAACAACCACTAGATGTCAGCA	V_CTCF_BR	38
chr6	105389383	105389533	id-88271	3.36e-07	+	TGGGACGCACGGGGCCGCGCCGCCAGAGGGCGTGC	V_CTCF_BR	35
chr6	105404012	105404162	id-88272	1	+	NA	NONE	7
chr6	105444103	105444253	id-88273	8.97e-05	+	TGTTAAACAACTTTATTAGCCAGAAGAGGGGAGTG	Upstream_CTCF	29
chr6	105486198	105486348	id-88274	2.94e-06	-	ACAGCAGCCTGCCACTGGTCCACTCGGAGGCAGCA	Upstream_CTCF	1
chr6	105525869	105526019	id-88275	6.05e-06	-	TTTAAAAGAACCATTAAGCCCACTAGAGGGCAGCG	V_CTCF_BR	38
chr6	105535578	105535728	id-88276	5.75e-09	+	GTTCAGTTGTTGCTTGACACCACCAGAGGGCACTC	UpstreamP1_CTCF	40
chr6	105542160	105542310	id-88277	1	+	NA	NONE	19
chr6	105557861	105558011	id-88278	5.3e-05	-	CAGTACCCTGCTCCTCGCCCCAGGAGGGGGCCTCT	UpstreamP1_CTCF	0
chr6	105560550	105560700	id-88279	1	+	NA	NONE	27
chr6	105583062	105583212	id-88280	1	+	NA	NONE	18
chr6	105584339	105584489	id-88281	1.41e-06	+	CTGCGCGGCTCGAGGCGGCCCTACAGGGGGCGAGG	UpstreamP1_CTCF	31
chr6	105584696	105584846	id-88282	1	+	NA	NONE	27
chr6	105585047	105585197	id-88283	4.3e-08	-	CCGCGGCGCCGGGCTCCGCCCGCCGGGGGGCGCGG	UpstreamP1_CTCF	12
chr6	105627292	105627442	id-88284	1	+	NA	NONE	24
chr6	105627593	105627743	id-88285	3.36e-05	+	GCTAAGTTGCCCGAAGCGGCCGCGAGGTGCGAGGG	UpstreamP1_CTCF	12
chr6	105719152	105719302	id-88286	4.71e-06	-	TGTGCTCTTCTCAGTGCATCCTATTGGGGGCACAT	Upstream_CTCF	22
chr6	105750548	105750698	id-88287	1.84e-06	-	TGCTCAAACAGCTGGACGACCTGAAGGTGGAGCTG	V_CTCF_BR	13
chr6	105765829	105765979	id-88288	7.9e-07	+	CTGAGATTTAGGTACCTGGCCACCAGGTGGCATTT	UpstreamP1_CTCF	39
chr6	105793953	105794103	id-88289	1	+	NA	NONE	4
chr6	105807402	105807552	id-88290	1.04e-05	-	CTGGGAGATGAGGGCTTCAGCCCTAGAGGGCAGCC	V_CTCF_BR	7
chr6	105811099	105811249	id-88291	1.97e-06	-	ACACTTTGTGGCACTGTTCCCAGCAGAGGGTGCTC	V_CTCF_BR	37
chr6	105822154	105822304	id-88292	1	+	NA	NONE	6
chr6	105837490	105837640	id-88293	1	+	NA	NONE	6
chr6	105850622	105850772	id-88294	6.23e-05	-	CCGTAAGTATCTCTGCCTCCGCCCAGAGGGCTCCC	UpstreamP1_CTCF	24
chr6	105851002	105851152	id-88295	1.04e-07	-	CGCGGGCGCGGCCGGCGATCCTGCAGAGGGAGCTG	V_CTCF_BR	22
chr6	105851418	105851568	id-88296	1.56e-06	-	ATGCTAAACCACCCAGTGTCCACCAGGGGTCCTGG	UpstreamP1_CTCF	40
chr6	105872165	105872315	id-88297	1.67e-07	-	GGGTAAATCCGAGTTCAGACCAGCAGAGGGCAGTG	V_CTCF_BR	40
chr6	105879230	105879380	id-88298	2.01e-05	+	TTATCATTTGCAATTACTGTCAACAGGTGGCAGCA	Upstream_CTCF	39
chr6	105900368	105900518	id-88299	1.04e-05	+	CCCATCTCTGTACCCTGTTCCAAAAGAGGGCAGCA	V_CTCF_BR	8
chr6	105932681	105932831	id-88300	1.55e-07	+	AGTGCAGTTTTCCAATATTCCACTAGTTGGGGCTC	Upstream_CTCF	39
chr6	105948682	105948832	id-88301	1	+	NA	NONE	27
chr6	105957928	105958078	id-88302	8.9e-05	+	GGGCCCGGCTGAGAGAGGGCCACAGAGTGGAGCTG	UpstreamP1_CTCF	35
chr6	105967962	105968112	id-88303	1	+	NA	NONE	12
chr6	106092197	106092347	id-88304	3.86e-05	-	AATTCCCTGTTAGGCTCTGCCAACAGGGGATGCTA	Upstream_CTCF	29
chr6	106181552	106181702	id-88305	2.43e-06	+	CACTTTTCTTGTGGGTTAACCACTAGAGGGCATCA	V_CTCF_BR	39
chr6	106217939	106218089	id-88306	1	+	NA	NONE	12
chr6	106238609	106238759	id-88307	1	+	NA	NONE	34
chr6	106241128	106241278	id-88308	2.27e-06	+	AGTGAAGGGAGAAGAATGTACACCAGAGGGCAGGA	V_CTCF_BR	28
chr6	106266430	106266580	id-88309	1	+	NA	NONE	3
chr6	106283354	106283504	id-88310	1.65e-07	-	AAGCACTCCCTGAAGCTGCCCACCAGGAGGGGCAG	UpstreamP1_CTCF	39
chr6	106326390	106326540	id-88311	1	+	NA	NONE	1
chr6	106351229	106351379	id-88312	1	+	NA	NONE	10
chr6	106520462	106520612	id-88313	8.13e-06	-	GTTGCCCTGCAGCTCCCCAACACAAGGGGCACCGC	Upstream_CTCF	10
chr6	106532658	106532808	id-88314	1	+	NA	NONE	39
chr6	106534170	106534320	id-88315	5.12e-07	-	CTGCTCTTGCCTCTCCGCAACACTGGAGGGCCGAG	UpstreamP1_CTCF	35
chr6	106537978	106538128	id-88316	1	+	NA	NONE	31
chr6	106588628	106588778	id-88317	1	+	NA	NONE	23
chr6	106603280	106603430	id-88318	5.08e-05	+	GAGCAATGACAAGGAAGAAAAGACAGGTGGCAGGA	UpstreamP1_CTCF	16
chr6	106611421	106611571	id-88319	3.31e-06	+	CTGCAGAGCCCAAAGTCAGCCTGTAGAGCTCAGGC	UpstreamP1_CTCF	22
chr6	106671317	106671467	id-88320	8.71e-06	-	AGAAATAGGTAAATTGAGTCCTGTAGGGGGCAGCC	V_CTCF_BR	39
chr6	106720971	106721121	id-88321	1	+	NA	NONE	6
chr6	106748942	106749092	id-88322	7.73e-06	-	CTTCAGACTGAGATGTTAGTCAGCAGAGGGTGCTC	V_CTCF_BR	40
chr6	106783000	106783150	id-88323	2.23e-06	+	TTGCAATAATGCGTTGTTGTCAACAGGTGTCACTG	UpstreamP1_CTCF	40
chr6	106787319	106787469	id-88324	5.01e-06	+	GAAGTGTGGCCTTCAATATCCTCCAGGGGGCGTTC	V_CTCF_BR	40
chr6	106808339	106808489	id-88325	2.58e-07	+	GTCGCGGTGCCCAGAGCATCCAGTAGGTGTCGCTG	Upstream_CTCF	40
chr6	106829968	106830118	id-88326	1	+	NA	NONE	9
chr6	106864187	106864337	id-88327	1.32e-05	-	GCTTGGGTGTCTCCCGTCTCCGATAGGGGGAACAG	Upstream_CTCF	2
chr6	106892908	106893058	id-88328	7.55e-07	+	GAGTGATATTCTTGTGCAACCACTAGATGGCAGAG	V_CTCF_BR	40
chr6	106894273	106894423	id-88329	5.92e-05	+	GTAATAATTCTTTGGATAGACAATAGATGGCAGTA	V_CTCF_BR	37
chr6	106957377	106957527	id-88330	1	+	NA	NONE	18
chr6	106958463	106958613	id-88331	1.15e-07	+	CTTCAGCCACACCTCCTCGGCTCTAGGGGGCGGTG	UpstreamP1_CTCF	33
chr6	106960270	106960420	id-88332	1.03e-06	+	GGGACGACGCGGTGTTCGACGACGAGGTGGCGCCA	V_CTCF_BR	35
chr6	106995942	106996092	id-88333	1	+	NA	NONE	12
chr6	107004363	107004513	id-88334	9.25e-06	-	CAAACTGAAAGACTTCTGTCCAAAAGAGGGCACTA	V_CTCF_BR	38
chr6	107014503	107014653	id-88335	6.27e-08	-	CGGCGCTGCTCTCTCATGTCCACAAGATGGCACCA	UpstreamP1_CTCF	40
chr6	107056064	107056214	id-88336	3.56e-05	+	AGATAAATACCACGTTTTCACTCAAGGGGGAGCTA	Upstream_CTCF	40
chr6	107057693	107057843	id-88337	6.74e-08	+	GCTTCAATTCTTTGTGTTGCCACCTGATGGCGACC	Upstream_CTCF	39
chr6	107136179	107136329	id-88338	5.41e-07	-	CAGCATTCCTGGTCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	17
chr6	107142362	107142512	id-88339	1.18e-05	-	CTCCAAGAGTCACTTCTCTCCCCTAGAGGGCTGGC	UpstreamP1_CTCF	1
chr6	107147421	107147571	id-88340	4.01e-05	+	ATTGCAATGTTTTTTATAAACACCAGGGGAGCAAT	Upstream_CTCF	34
chr6	107187514	107187664	id-88341	1	+	NA	NONE	6
chr6	107196417	107196567	id-88342	1.64e-06	-	TGAGAGATGCTCAGAGCCGCCACCAGGGGAGGGCA	Upstream_CTCF	30
chr6	107199853	107200003	id-88343	1	+	NA	NONE	10
chr6	107255959	107256109	id-88344	1.48e-06	+	CTTGTTGCCACCAGCCAAACCACCAGGTGGCCCAC	Upstream_CTCF	8
chr6	107318934	107319084	id-88345	1.59e-06	-	GCGCCTTTGCTCTGCAGTTCCTGCAGGGGGCGCTT	V_CTCF_BR	40
chr6	107349246	107349396	id-88346	2.6e-07	+	GTCCTCCAAGACGCGGCCTCCAGCAGGGGTCGCTG	V_CTCF_BR	40
chr6	107397168	107397318	id-88347	4.21e-05	+	AATTAAAAATGTTAGTGTCCCAGTAGAGGGCAATA	V_CTCF_BR	37
chr6	107400702	107400852	id-88348	1.39e-05	-	CAGTGCCCCACTGCTCAAACCTCTAGGGGGCATAC	V_CTCF_BR	16
chr6	107401378	107401528	id-88349	1.41e-06	+	CTGTCATTACAAAAATTAGCCACTGGGAGGCTGAG	UpstreamP1_CTCF	40
chr6	107403329	107403479	id-88350	1.56e-06	-	AGTGCAGGAATTCCTAGGGGCAAGAGAGGGCAGGC	Upstream_CTCF	18
chr6	107435544	107435694	id-88351	8.62e-10	-	CGGAGAGGGATGGGCCCCGCCGCCAGGGGGCGCAG	V_CTCF_BR	40
chr6	107437895	107438045	id-88352	7.44e-06	+	CCTGAAGAACCAAGCCCTGCATCCAGGGGGTGCTT	Upstream_CTCF	28
chr6	107453689	107453839	id-88353	3.97e-07	+	AACTTGGGGCCGACCACCACCACCAGGTGGCATCA	V_CTCF_BR	40
chr6	107473329	107473479	id-88354	4.85e-07	+	GAGCTCTGTCACTCAGCAGGCAGCAGGGGGCTACT	UpstreamP1_CTCF	7
chr6	107500338	107500488	id-88355	1	+	NA	NONE	38
chr6	107506918	107507068	id-88356	1	+	NA	NONE	36
chr6	107563160	107563310	id-88357	1	+	NA	NONE	24
chr6	107595640	107595790	id-88358	1	+	NA	NONE	7
chr6	107639452	107639602	id-88359	6.84e-06	+	CAACAGCTCTAACAGGAGACCAGAAGAGGTCAGCG	V_CTCF_BR	40
chr6	107668028	107668178	id-88360	9.27e-07	+	GTGTATTGATAGAGTTCGACCAGCAGAGGTGTGCA	UpstreamP1_CTCF	14
chr6	107739464	107739614	id-88361	2.19e-05	-	TGTTCCTTGCCTTTTTCAACCACTAGAGGCTGCCT	Upstream_CTCF	40
chr6	107776357	107776507	id-88362	2.72e-05	-	GAGAAGATCTCTTCAGAGGCCACCAGAGGCATCCT	UpstreamP1_CTCF	9
chr6	107780642	107780792	id-88363	9.71e-06	+	AGCTCAGCACTGCCCCCGGCCACCCGGGGTAGAAA	Upstream_CTCF	39
chr6	107810977	107811127	id-88364	7.55e-07	+	CGGCGCCCCTGGCGTGTGGCGGGGAGGTGGCGGCC	V_CTCF_BR	8
chr6	107886473	107886623	id-88365	3.63e-05	-	TGACCTTGGTCTGACTGAACCTGCAGGGGCAGCCT	V_CTCF_BR	12
chr6	107924388	107924538	id-88366	3.71e-05	-	CAGGGCATCCCCAGAAGGCACACTGGGAGGCAGGC	Upstream_CTCF	11
chr6	107925814	107925964	id-88367	1	+	NA	NONE	6
chr6	107928548	107928698	id-88368	2.11e-06	-	AGCAGCAAAGCACGAGGGGCCAGCTGGAGGCGCAC	V_CTCF_BR	11
chr6	107932704	107932854	id-88369	1.41e-05	+	TATCACTTTCCTCCTCAGCCCAGTAGGAGGACCGG	UpstreamP1_CTCF	5
chr6	107934315	107934465	id-88370	2.31e-06	+	ACTGCAGCTTTCTGCATCCCAGCCAGGGGTCAAGG	Upstream_CTCF	11
chr6	107938407	107938557	id-88371	1	+	NA	NONE	2
chr6	107957840	107957990	id-88372	2.31e-07	-	CCTGGAGTTTGCACTCCCACCAGATGGGGGCACGC	Upstream_CTCF	15
chr6	107976577	107976727	id-88373	1.81e-06	-	TCTGGGACACCCACAAAGGCCAGATGGTGGCAGTA	Upstream_CTCF	38
chr6	107979221	107979371	id-88374	8.97e-05	-	ACAGCAGCACACTCTCCAGCCGCCAGGGCAGACCT	Upstream_CTCF	25
chr6	107980163	107980313	id-88375	1	+	NA	NONE	9
chr6	107984676	107984826	id-88376	1.7e-05	+	CATGTAATTCTCACGTCAGCCCAGTGAGGGAGTGA	Upstream_CTCF	2
chr6	107996369	107996519	id-88377	3.12e-08	+	GTGCTGGTTCCTGCCTTGGGCAGCAGGTGCCACCT	UpstreamP1_CTCF	17
chr6	107996669	107996819	id-88378	1.03e-06	+	GGTGTCAGCAGCGGGCTGGCCAGGGGATGGCTCTG	V_CTCF_BR	40
chr6	108011235	108011385	id-88379	3.4e-06	+	TCTGCTGGTCCAGTTAAAACCCCTAGCGGGGAGCT	Upstream_CTCF	5
chr6	108013884	108014034	id-88380	1	+	NA	NONE	5
chr6	108020642	108020792	id-88381	1	+	NA	NONE	1
chr6	108025729	108025879	id-88382	2.64e-08	-	TCTGAAGTACTGTGTTTCTCCGCTAGAGGGCAGAC	Upstream_CTCF	40
chr6	108050431	108050581	id-88383	6.21e-05	-	GAACTCCAAAGATTGTTGGCCACCAGGGGATGCTA	V_CTCF_BR	38
chr6	108051381	108051531	id-88384	7.15e-05	+	GCTGACTGGTGAGCAAACACCAGATGGGGCCAGCC	V_CTCF_BR	3
chr6	108067933	108068083	id-88385	4.5e-06	+	GCTGCAGCACCGCCGATGGCCGCTCGGGCCCAAAA	Upstream_CTCF	1
chr6	108073317	108073467	id-88386	3.84e-06	+	AAGCATTGACACCAGGAGGGCTCTAGGTGGAGTAG	UpstreamP1_CTCF	2
chr6	108121892	108122042	id-88387	1	+	NA	NONE	38
chr6	108169537	108169687	id-88388	4.3e-11	-	GCGGCTTCTCCCTCTGTGGCCACCAGGGGGCGCGA	V_CTCF_BR	40
chr6	108188289	108188439	id-88389	6.43e-06	-	TGTATTTTCCAGCCTCGTTCCAGTAGAGGGCGATA	V_CTCF_BR	40
chr6	108191320	108191470	id-88390	4.01e-05	-	TAGTGAGAGCCTTTCTTGGCAGGCAGGAGGCAGTG	V_CTCF_BR	20
chr6	108298521	108298671	id-88391	1.97e-06	+	TTTCTAGTATGGAGGACCACCAGCAGATGGCAATC	V_CTCF_BR	39
chr6	108301628	108301778	id-88392	6.51e-05	+	AACCTCTTCCACCTCTCCACCGAGAGAGGTCACTC	V_CTCF_BR	40
chr6	108371177	108371327	id-88393	1.55e-07	-	CCTGCCTTTACATAGGGTGCCACTAGATGGCAATC	Upstream_CTCF	37
chr6	108427571	108427721	id-88394	1.29e-05	-	GGGCTTCTCAAGTTCCAGTCCTCTAGAGGGCCGCC	UpstreamP1_CTCF	0
chr6	108434767	108434917	id-88395	1.13e-05	+	CTTAAACTTTCGTTTTCTTCCACCAGGGGTCGGCT	UpstreamP1_CTCF	40
chr6	108435209	108435359	id-88396	2.04e-05	+	CGCCTGCTTGGGTCAGAGCCCAGGAGGTGGCGTGG	V_CTCF_BR	21
chr6	108436311	108436461	id-88397	1	+	NA	NONE	24
chr6	108437061	108437211	id-88398	1	+	NA	NONE	40
chr6	108440602	108440752	id-88399	8.02e-05	-	GGCGCCCTGCCACGCCTGCGCTGGGGTGGGCACCT	Upstream_CTCF	2
chr6	108455127	108455277	id-88400	5.01e-06	+	GCGGACCCAGGCGCAGCTTCCCCCAGAGGCCGGCG	V_CTCF_BR	20
chr6	108466971	108467121	id-88401	1.72e-06	+	CCTGTAGTACCTATAGTGCGCACTAGGCTACGCAA	Upstream_CTCF	20
chr6	108484558	108484708	id-88402	2.23e-06	-	CTGCAGATGCCCTGAGGGGCCACTGGAGGCACAGC	UpstreamP1_CTCF	29
chr6	108489775	108489925	id-88403	8.21e-06	-	CCTAAATGCAGCGGCGCCACCGGCGGGGGCCGCTG	V_CTCF_BR	32
chr6	108496769	108496919	id-88404	1.56e-06	+	GCTGCGTCCCCCGCTGCAGCCTGTCGAGGGCGCCC	Upstream_CTCF	25
chr6	108569288	108569438	id-88405	1	+	NA	NONE	17
chr6	108571791	108571941	id-88406	1.21e-05	+	GGTGAGATACCAAGACCAGACACAAGGAGGGGCTT	Upstream_CTCF	39
chr6	108582027	108582177	id-88407	5.93e-06	+	TCTGCGGCTTGGTGATCAGCCGCCGGGTGTCAGCC	Upstream_CTCF	22
chr6	108582491	108582641	id-88408	1.61e-05	-	GCGCTCTACCCCGCCGCAGGCCGAGGCTGGCGCAG	UpstreamP1_CTCF	30
chr6	108681828	108681978	id-88409	3.71e-05	-	CTAGCAGAGATCACTTCTTCCCTTAGGGGGCACAC	Upstream_CTCF	25
chr6	108688872	108689022	id-88410	1	+	NA	NONE	15
chr6	108767959	108768109	id-88411	8.71e-06	-	AACTCATGGGTCTTAAGCACCACAGGAGGGCAGAG	V_CTCF_BR	10
chr6	108774176	108774326	id-88412	1.76e-05	+	ATGGAGGGGCTTGTCTCTCCCAACAGGGGGCATTT	UpstreamP1_CTCF	3
chr6	108775166	108775316	id-88413	2.02e-06	+	GTGCTAGACTGCCCAGAGTCCTGTAGCAGGCAGTA	UpstreamP1_CTCF	9
chr6	108813463	108813613	id-88414	1.93e-05	-	AGCCATCCTGATTGTACCCTCAGTAGAGGGCAGTA	V_CTCF_BR	39
chr6	108819232	108819382	id-88415	3.22e-07	-	TTTGCAATACCTCGGCTAGCCTGCTGGAGGAGGAG	Upstream_CTCF	40
chr6	108840279	108840429	id-88416	1.74e-08	+	GCTACTATCTGCTTTGTTGCCACCAGAGGGCACAA	V_CTCF_BR	39
chr6	108847994	108848144	id-88417	9.78e-07	-	TGTCAGTTCATCCTACTGACCACAAGATGGTGCCC	UpstreamP1_CTCF	40
chr6	108852658	108852808	id-88418	2.4e-05	-	TCAGGATGCCTCTGGATCCCCACCTGCTGGAGGAA	V_CTCF_BR	22
chr6	108863309	108863459	id-88419	6.39e-08	+	ATGTATGCTCAGCTCACAGCCACCAGATGGCGGGA	V_CTCF_BR	40
chr6	108864491	108864641	id-88420	1	+	NA	NONE	2
chr6	108879372	108879522	id-88421	1	+	NA	NONE	15
chr6	108881780	108881930	id-88422	1	+	NA	NONE	19
chr6	108883967	108884117	id-88423	3.09e-06	-	GCAGCTGGATATCAGCAGCCCAGCAGGGGCAGAGG	Upstream_CTCF	28
chr6	108887228	108887378	id-88424	1	+	NA	NONE	25
chr6	108891840	108891990	id-88425	1.93e-05	+	ATTTACTTTAAATTCAGAGCCAGCAGAGGGAGTAC	V_CTCF_BR	22
chr6	108909058	108909208	id-88426	1	+	NA	NONE	6
chr6	108942379	108942529	id-88427	2e-06	+	CCTGCAGAGCTAGGAGTGCCCACGAGGAACAGCAG	Upstream_CTCF	22
chr6	108944182	108944332	id-88428	1	+	NA	NONE	24
chr6	108977155	108977305	id-88429	8.58e-06	+	CTGAAATTCCTTGTAAGGACCAGGAGACGCCTGCA	UpstreamP1_CTCF	9
chr6	109010687	109010837	id-88430	6.51e-05	-	CCATGCCCGGCTGGGCTGTCCTCCAGCAGGTTGTG	V_CTCF_BR	7
chr6	109036133	109036283	id-88431	7.78e-06	+	CCAGATCCCTCCTTAGTGTCCAGCAGGGGGTCCTC	Upstream_CTCF	34
chr6	109050126	109050276	id-88432	4.23e-06	-	TGGCATCCCTGGCTTCCACCCACCAGATGCCAGTA	UpstreamP1_CTCF	3
chr6	109067780	109067930	id-88433	4.43e-05	-	TGATGTCTTCACATCAGCACAGGCAGAGGGCAGGA	V_CTCF_BR	4
chr6	109103594	109103744	id-88434	3.63e-06	-	GGGCGTCCCTGGAACCTGGCCCATAGGTGGCAGTC	V_CTCF_BR	40
chr6	109156551	109156701	id-88435	1.04e-10	-	GCAGCAATGGTGTCTGTGGCCACCAGGGGGCAGAG	Upstream_CTCF	39
chr6	109159396	109159546	id-88436	4.7e-06	-	CTCCTTCCTTTTGCAGGCACCTGTAGGGGTCACCA	V_CTCF_BR	37
chr6	109214700	109214850	id-88437	3.45e-05	-	AATTGGTTAAGGATATATACCACAAGGGGTCACTG	V_CTCF_BR	39
chr6	109235542	109235692	id-88438	1.39e-07	+	TGACATTTGTGTCCCCCCACCTCTAGGGGGCGCTG	V_CTCF_BR	40
chr6	109330749	109330899	id-88439	3.56e-05	-	CCCGCATTGGCTTGCGTGGCCGCCAGGGCGGTGAA	Upstream_CTCF	14
chr6	109346129	109346279	id-88440	1	+	NA	NONE	17
chr6	109380910	109381060	id-88441	1.03e-05	-	TTGTAAGTTATTGGAAGGGCCGGTAGGGGCAGCAA	UpstreamP1_CTCF	21
chr6	109394689	109394839	id-88442	1.92e-06	-	CAGCTTTTAGCTTTTATGAGCGCTAGATGGCACTC	UpstreamP1_CTCF	39
chr6	109397729	109397879	id-88443	1	+	NA	NONE	2
chr6	109403432	109403582	id-88444	2.19e-05	-	TATTCTATTCTGCCTCCTTCCTCTAGGGGAGGAGA	Upstream_CTCF	24
chr6	109415822	109415972	id-88445	1	+	NA	NONE	9
chr6	109416252	109416402	id-88446	1.39e-05	-	CACGCATGCGTAGCAGCCGGCAGTGGCTGGCAGCC	V_CTCF_BR	33
chr6	109504415	109504565	id-88447	3.45e-05	+	TAACTCATACTTGTCCAGGACAGGTGAGGGCAGCA	V_CTCF_BR	12
chr6	109509131	109509281	id-88448	2.02e-06	+	TTGTTGTTCAGGCAGATGCCGTGCAGAGGGAGCTA	UpstreamP1_CTCF	40
chr6	109543067	109543217	id-88449	1	+	NA	NONE	7
chr6	109557699	109557849	id-88450	6.51e-05	-	TGCAGGCACCCACCGCTAGACACTAAGTGGCGCTG	V_CTCF_BR	10
chr6	109613673	109613823	id-88451	1	+	NA	NONE	0
chr6	109630665	109630815	id-88452	4.7e-06	+	GTGGGCTGAGTGACCGTGACCGCAAGGTGGCTCAT	V_CTCF_BR	0
chr6	109631250	109631400	id-88453	1	+	NA	NONE	3
chr6	109653759	109653909	id-88454	5.65e-05	-	AACATGATGTTTTACCTGGCCAGCAGGAGGAGTCT	V_CTCF_BR	3
chr6	109704525	109704675	id-88455	5.01e-06	-	GAATATTTTGTGAGACTTGGCAGTAGATGGCGCTC	V_CTCF_BR	40
chr6	109718370	109718520	id-88456	1.06e-05	-	TTTGTTATCACCACTCTGTCCTCAGGGAGGCACTG	Upstream_CTCF	39
chr6	109745878	109746028	id-88457	4.68e-07	-	GGGAGTATAGCAGTGAGGACCACCAGAGGTCACTC	V_CTCF_BR	5
chr6	109748941	109749091	id-88458	6.9e-05	-	CCTGTCTGTTTTCTTCCCCACACTAGGTGTGGCTA	Upstream_CTCF	1
chr6	109761502	109761652	id-88459	5.51e-07	+	GGGGCCTCGACCCCCGCCGCCTCGAGGAGGCGCGG	V_CTCF_BR	16
chr6	109761945	109762095	id-88460	1.77e-05	-	CCTGGGGGTCCGGAGAGCGCCCCCGGGTGGGCGGC	Upstream_CTCF	39
chr6	109762520	109762670	id-88461	4.65e-05	-	TCAGAAAGTCTCCCAGGCGCCTCATGCGGTCGGCC	V_CTCF_BR	38
chr6	109766699	109766849	id-88462	2.84e-05	-	TTCCAAACAACACTCCTATCCACCAGGGGGCCCAG	UpstreamP1_CTCF	33
chr6	109769247	109769397	id-88463	1	+	NA	NONE	7
chr6	109777099	109777249	id-88464	3.31e-06	+	CTTCTGGATCCCTCTACCGCCTCCAGCGGGGACAG	UpstreamP1_CTCF	40
chr6	109793732	109793882	id-88465	1	+	NA	NONE	2
chr6	109848323	109848473	id-88466	6.84e-06	+	ACATTCTGAGACTACAGGTCCACAAGATGGCGACA	V_CTCF_BR	40
chr6	109849329	109849479	id-88467	4.51e-05	+	GAAGTGATTCAGAAGGGGACCACTAGGGACTCCCA	Upstream_CTCF	37
chr6	109917219	109917369	id-88468	1.23e-08	+	TTGCAGTTCAACCTCTGAGCCAACAGGTGGCACTT	UpstreamP1_CTCF	40
chr6	110012640	110012790	id-88469	3.09e-07	-	TCCTCCCGCCTGCGCCCCGCCGCGAGGGGGTACTC	V_CTCF_BR	39
chr6	110016811	110016961	id-88470	2.78e-06	-	ACAACCAAAGCAATGGCTACCAACAGGTGGCAGTG	V_CTCF_BR	24
chr6	110026464	110026614	id-88471	6.39e-08	+	AAAGTGGATGGTCAGCTGCCCACCAGAGGGCAGTG	V_CTCF_BR	37
chr6	110104563	110104713	id-88472	4.01e-05	-	ACTGTGTACAACCCAGAAGACAGAAGGAGGCGCTA	V_CTCF_BR	36
chr6	110112568	110112718	id-88473	6.18e-07	-	GCTGCTGGACACAGCCTCCTCGCTGGGGGGCGGCG	Upstream_CTCF	8
chr6	110146410	110146560	id-88474	5.3e-05	-	CTAAGCTAATCAGACGTGTCCACCAGGTGGACCTG	UpstreamP1_CTCF	1
chr6	110187315	110187465	id-88475	3.31e-06	+	CTGCAGCGCCCCTGCGTGGCATGGGGGTGCAGGGA	UpstreamP1_CTCF	11
chr6	110189220	110189370	id-88476	2.4e-05	-	AGCAAAAATAAATCTGGCTCCCGCAGAGGGAGGCA	V_CTCF_BR	2
chr6	110213790	110213940	id-88477	7.55e-07	+	CTGGTGCATTGTTTTCTAGCCAGCAGAGGGCTGCT	V_CTCF_BR	18
chr6	110214407	110214557	id-88478	1	+	NA	NONE	6
chr6	110299098	110299248	id-88479	3.4e-06	+	TGACGCTGGGCTTTGCTGCCCGGCAGGTGTCACTC	V_CTCF_BR	2
chr6	110300231	110300381	id-88480	1	+	NA	NONE	2
chr6	110360736	110360886	id-88481	1.96e-08	-	GGATGACCGCATGCAGAGGCCACAAGAGGGCGCCC	V_CTCF_BR	40
chr6	110361435	110361585	id-88482	1	+	NA	NONE	40
chr6	110374952	110375102	id-88483	2.53e-05	-	AAACAGGCATTCTGGATGATCAACAGGTGGCAGTG	V_CTCF_BR	40
chr6	110499869	110500019	id-88484	1	+	NA	NONE	40
chr6	110503620	110503770	id-88485	1.76e-05	+	CTGTCATCCCACAATCCACCCACTAGTTGAAGCCG	UpstreamP1_CTCF	10
chr6	110538417	110538567	id-88486	1	+	NA	NONE	5
chr6	110572147	110572297	id-88487	3.36e-07	+	TCTACGACATGCCTGCTGGCCTGCAGAGGGCAAAA	V_CTCF_BR	7
chr6	110637272	110637422	id-88488	1.29e-05	-	CTGGGGCTGTTGCCCTTCTCCCCCAGGAGGAAGCG	UpstreamP1_CTCF	1
chr6	110647942	110648092	id-88489	8.13e-06	-	GCTTTCCCTTTGAGTTTGGCCAACAGGAGGCAGGA	Upstream_CTCF	2
chr6	110663246	110663396	id-88490	1.19e-06	-	CACAAAGCACTGACACTGACCACCAGGGGGTTGTC	V_CTCF_BR	40
chr6	110679147	110679297	id-88491	1.32e-08	-	GCGCAGCGGTCGCCGGGCGCCGCCGGGGGGCGGCG	UpstreamP1_CTCF	7
chr6	110699861	110700011	id-88492	2.43e-06	+	CTCCCTGAGGGAGGAGTGACCAGCAGGGGCTGCGG	V_CTCF_BR	7
chr6	110712158	110712308	id-88493	2.2e-06	-	GGCTCTTTTCTATAGATTTCCACCAGGGGGTGGTG	Upstream_CTCF	39
chr6	110714092	110714242	id-88494	2.91e-05	+	TCTGCAGTCGCACGCCTGGCCTGTAGGGCCTCAAG	Upstream_CTCF	9
chr6	110721104	110721254	id-88495	7.17e-05	+	GCTGCCCATAACCGACCCACAGCCGGGAGGCGGCG	Upstream_CTCF	10
chr6	110730142	110730292	id-88496	4.7e-08	-	CCCCTGCTGGGAAGTCTGGCCTGCAGGGGGCTCGC	V_CTCF_BR	22
chr6	110778891	110779041	id-88497	7.55e-10	+	CTGTTATGCCCGGGTAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr6	110790058	110790208	id-88498	2.31e-06	+	GTTGCTATATTGCCTGTGGCCTCATGGGGGTGAGC	Upstream_CTCF	5
chr6	110804871	110805021	id-88499	2.4e-05	+	AAGTCCTTCAGGAGGTGCTCCAGAAGATGGCATTG	V_CTCF_BR	26
chr6	110839561	110839711	id-88500	1	+	NA	NONE	40
chr6	110849379	110849529	id-88501	3.36e-07	+	GAGCACAACAATATTTCTGCCACAAGAGGGCACAA	V_CTCF_BR	40
chr6	110855999	110856149	id-88502	4.65e-05	+	TTATGGCTTAGGAGTTATACAGCCAGAGGGCACCA	V_CTCF_BR	13
chr6	110870553	110870703	id-88503	2.11e-06	-	CACTGTGGCCTCATCTGGGCCACCTGGTGGATCCC	V_CTCF_BR	2
chr6	110886935	110887085	id-88504	1.03e-06	+	CTGCATTTCTAACAAGCTCCCGGGAGATGGTGATG	UpstreamP1_CTCF	2
chr6	110940164	110940314	id-88505	1	+	NA	NONE	39
chr6	110968276	110968426	id-88506	2.75e-09	-	GGTGCGCTACCTCGTACCACCACCAGGAGGCGGTT	Upstream_CTCF	39
chr6	111003653	111003803	id-88507	7.55e-07	+	TGAGATTCATCATAACCTTCCAGCAGGTGGCACTC	V_CTCF_BR	40
chr6	111010298	111010448	id-88508	1.21e-06	+	CCTGCATGAACTCTTCTGTGCAGCAGAGGCAGCTA	Upstream_CTCF	6
chr6	111014574	111014724	id-88509	1.22e-07	+	CTGCAGGCACTCCCGGTCTCCGGCAGGTGGGAAGG	UpstreamP1_CTCF	2
chr6	111021871	111022021	id-88510	1	+	NA	NONE	18
chr6	111053218	111053368	id-88511	1	+	NA	NONE	8
chr6	111058243	111058393	id-88512	2.8e-05	+	TCTGCAGCTACCACAAGAGCCTAAAGGTTGTGCTA	Upstream_CTCF	1
chr6	111060434	111060584	id-88513	4.31e-05	-	CTGTCTTCTCCCTGTGTCTCCACATGGTGGAAAGC	UpstreamP1_CTCF	2
chr6	111200453	111200603	id-88514	2.83e-07	-	TTGAGAGGGTTTCACTCTGCCACCAGATGGAGCGC	V_CTCF_BR	40
chr6	111271013	111271163	id-88515	4.01e-05	-	CTCTATATTTAAAAGCCTGCCACTAGGAGGAGACA	V_CTCF_BR	37
chr6	111303210	111303360	id-88516	1	+	NA	NONE	13
chr6	111312546	111312696	id-88517	1	+	NA	NONE	11
chr6	111320975	111321125	id-88518	9.25e-06	-	ACTCTATCAGTACTCTTCACCACAAGATGTCACTA	V_CTCF_BR	37
chr6	111332959	111333109	id-88519	6.43e-06	+	TTCTCATTATTTTGTGCTTCCACTAGATGGCAGGA	V_CTCF_BR	40
chr6	111348536	111348686	id-88520	4.68e-07	-	CTCAGCTATTGTCCATCTACCTCCAGATGGCAGCA	V_CTCF_BR	30
chr6	111354062	111354212	id-88521	6.04e-07	+	GAGCTCTGATCGGTGAGCAACAGCAGAGGGCAAAA	UpstreamP1_CTCF	8
chr6	111378611	111378761	id-88522	1.38e-06	+	GAGTGTGCATAGTCTGCTGCCACTAGGGGGAGAAG	V_CTCF_BR	38
chr6	111426958	111427108	id-88523	1.03e-05	+	CTGTTGTGACTGAAGCCCAGCTGAAGGTGCTGGAA	UpstreamP1_CTCF	11
chr6	111494722	111494872	id-88524	6.43e-06	-	TAATGCTGCCACTGATCTGACAGGAGGTGGAGCTC	V_CTCF_BR	1
chr6	111531592	111531742	id-88525	1.3e-07	-	TCTGTAGTGCAATAAATGTCCATTAGAGGGCTCCC	Upstream_CTCF	39
chr6	111577979	111578129	id-88526	2.97e-06	-	AGTATATTTTTTCCAGTTGCCTCCAGAGGTCACCC	V_CTCF_BR	33
chr6	111580299	111580449	id-88527	4.24e-07	+	GCTGCAACTTCAGCTCGCTCCGCCATGGGGCGCAC	Upstream_CTCF	40
chr6	111580703	111580853	id-88528	2.59e-06	-	CTGCAGGAGCCGCTGCCCCGCAGCCGGGGGCCCGG	UpstreamP1_CTCF	32
chr6	111682979	111683129	id-88529	9.71e-06	+	GGTTTATTCCCTGTTTCAACCACCGGGCGGCAGTT	Upstream_CTCF	40
chr6	111800006	111800156	id-88530	6.51e-05	-	AACAAAGTAGGCCAGACAGACTATAGAGGGAGCTG	V_CTCF_BR	39
chr6	111824509	111824659	id-88531	5.13e-05	-	CACATTCCCAGAACCACAACCCCCTGGGGGTGGAA	V_CTCF_BR	8
chr6	111876229	111876379	id-88532	7.91e-05	+	TTCCTTCTCTTTTCATTTGCCACTAGGAGGTGGGT	UpstreamP1_CTCF	17
chr6	111887173	111887323	id-88533	1.32e-05	-	TGTGCCCTACCTTTTCAGAAAGGCAGGTGGCGTAG	Upstream_CTCF	30
chr6	111902490	111902640	id-88534	7.15e-05	-	AGGAGGGGCAGTGCTTGGATCACTAGGAGGTGCTC	V_CTCF_BR	21
chr6	111927251	111927401	id-88535	1	+	NA	NONE	18
chr6	111963879	111964029	id-88536	5.68e-06	-	GTGTTTATTCTGGGCCCAGGCTGAAGGGGGCAGTG	V_CTCF_BR	40
chr6	111965640	111965790	id-88537	1.97e-06	-	CAGGGTGGGATGGCGATGCCCTGTAGAGGGCAACC	V_CTCF_BR	10
chr6	111966359	111966509	id-88538	1.55e-07	+	CCTTCTGTGTCCCTCCTTGCCAGCAGGGGCAGACT	Upstream_CTCF	12
chr6	111984620	111984770	id-88539	4.21e-05	-	GACAGGCTGTGGTTGACAGCCAGGAGGAGCCAGGA	V_CTCF_BR	12
chr6	111989671	111989821	id-88540	7.73e-05	-	GGTGCAGTTCCGGGGCCTTCCTCATGGGCACCCTG	Upstream_CTCF	39
chr6	112012695	112012845	id-88541	1	+	NA	NONE	4
chr6	112028700	112028850	id-88542	8.13e-06	+	GCTACTCTCCCCTCTCTTCCCAACAGAGGGAGTGG	Upstream_CTCF	8
chr6	112031195	112031345	id-88543	1.28e-06	+	GGTTTACTGCTCTGAAGTTCCACTAGATGGAGACA	Upstream_CTCF	39
chr6	112034595	112034745	id-88544	4.5e-05	+	TTCCTGGTGTGCCCCTCAGCCCCTGGGTGGCATTC	UpstreamP1_CTCF	2
chr6	112042970	112043120	id-88545	2.64e-08	+	CTTGCAATACCCCAACAAGCCAACAGGGGTCAGGT	Upstream_CTCF	40
chr6	112049133	112049283	id-88546	5.93e-06	-	ACTGCAGTCTTAAATCTCACCACTGGGGTCTGATG	Upstream_CTCF	40
chr6	112055691	112055841	id-88547	1	+	NA	NONE	1
chr6	112098679	112098829	id-88548	5.12e-07	+	CAGCATCTCTGGCTTCCACCCACTAGATGCCACTA	UpstreamP1_CTCF	25
chr6	112120896	112121046	id-88549	5.38e-05	-	TGCACAAGTGACAGCCTCACAGACAGGGGGCAGTG	V_CTCF_BR	34
chr6	112125875	112126025	id-88550	1.56e-06	+	AAGCAGTATGTGGTCCTTCCCACCAGTGGGTACTG	UpstreamP1_CTCF	25
chr6	112166244	112166394	id-88551	4.71e-06	-	CAGGCAGTGAATCCTGCAGCCACAGGAGGGGGAAG	Upstream_CTCF	17
chr6	112191490	112191640	id-88552	1	+	NA	NONE	13
chr6	112193918	112194068	id-88553	1	+	NA	NONE	27
chr6	112194546	112194696	id-88554	2.34e-06	+	CTGCAACGACGCGCCGCCGCCACCAGCGCGGCTGC	UpstreamP1_CTCF	35
chr6	112274095	112274245	id-88555	1	+	NA	NONE	11
chr6	112278929	112279079	id-88556	1	+	NA	NONE	8
chr6	112279217	112279367	id-88557	5.01e-06	+	TGAGGCGTGACAGGAGCTACCTCCAGAGGTCTCTC	V_CTCF_BR	6
chr6	112306696	112306846	id-88558	1	+	NA	NONE	5
chr6	112318453	112318603	id-88559	1.06e-05	-	AATGCAAAGTCTCAGGCTCACGCTAGAGGTCGCTG	Upstream_CTCF	40
chr6	112331667	112331817	id-88560	3.63e-06	+	TTGTGGAGTCAGGGAAAATCCAGTAGATGGCACCA	V_CTCF_BR	30
chr6	112332205	112332355	id-88561	1	+	NA	NONE	9
chr6	112350529	112350679	id-88562	2.2e-07	-	AAGTAGTCTGCAACCACCACCAGCAGAGGGCGTTG	UpstreamP1_CTCF	40
chr6	112364315	112364465	id-88563	1.21e-10	-	TGGCACCCTTCCCTCCGGGCCAGCAGAGGGCGCTC	V_CTCF_BR	40
chr6	112364977	112365127	id-88564	4.88e-08	-	CTGCCATGAGCCCCTGCGGACGCTAGATGGCGGAA	UpstreamP1_CTCF	40
chr6	112407951	112408101	id-88565	1	+	NA	NONE	38
chr6	112408605	112408755	id-88566	3.5e-05	-	GCGCCGTTGCTGGGGGAATGCAGAAGCGGCCGCGG	UpstreamP1_CTCF	30
chr6	112437587	112437737	id-88567	1	+	NA	NONE	25
chr6	112466521	112466671	id-88568	5.38e-05	-	TCAAGGCAACTGGCTCTCCCCTACAGGGGTCAGTA	V_CTCF_BR	7
chr6	112471747	112471897	id-88569	1	+	NA	NONE	13
chr6	112484644	112484794	id-88570	2.17e-08	-	TCAGCCCTCCCTCCTCTAAACACCAGGTGGCGCCC	Upstream_CTCF	40
chr6	112501417	112501567	id-88571	3.4e-06	+	AACCTCTTCTTTTTGACAAACGCCAGAGGGCGCTA	V_CTCF_BR	39
chr6	112510263	112510413	id-88572	3.63e-05	+	TATGGTTGGGCAGTCCATGCCTGTAGGGGGTTCAA	V_CTCF_BR	6
chr6	112575094	112575244	id-88573	5.92e-05	+	CAGGGACACTGTACCTCGGCCGCAGGCGGCAGGCG	V_CTCF_BR	9
chr6	112590459	112590609	id-88574	1.64e-05	-	GGAAGCACACACCACAATGCCAGTGGAGGGCGATA	V_CTCF_BR	36
chr6	112603500	112603650	id-88575	3.91e-06	-	GCTGTGCTGCTGAACATCCACAGCAGATGTCGTTC	Upstream_CTCF	33
chr6	112610572	112610722	id-88576	1	+	NA	NONE	13
chr6	112617444	112617594	id-88577	4.14e-06	+	GGCTGTTGTGTTGCAGAGGACACTAGGGGGCAACA	V_CTCF_BR	39
chr6	112633280	112633430	id-88578	6.86e-07	-	ACTGTAATAAATAAAACTAACAGCAGAGGGCTCCC	Upstream_CTCF	39
chr6	112651256	112651406	id-88579	7.82e-06	-	ATGCAGTTTTCTACTTCTTCCCAGAGGGGGAGTAA	UpstreamP1_CTCF	26
chr6	112658483	112658633	id-88580	2.23e-06	+	CTCCACTTGCTGCAGAGACACAGTAGATGGCAGTG	UpstreamP1_CTCF	40
chr6	112693518	112693668	id-88581	3.31e-06	-	ATGCTAGTCCTTAAAATGTTCACTAGAGGGTGCAC	UpstreamP1_CTCF	39
chr6	112720052	112720202	id-88582	1	+	NA	NONE	5
chr6	112735020	112735170	id-88583	9.31e-05	-	TCAGCAGTGCCATCTGTCTCCTGCTGAAACCCTGA	Upstream_CTCF	3
chr6	112750525	112750675	id-88584	7.91e-05	+	GGTCACTGCAACTGTGTATGCTTTAGGGGGCACCC	UpstreamP1_CTCF	34
chr6	112764930	112765080	id-88585	2.53e-05	-	TTGTGTCTAAAATGATCCAACACCAGATGTCAGCC	V_CTCF_BR	17
chr6	112823985	112824135	id-88586	2.15e-05	+	AAAAAACTACCTGTGATAAACAGAAGAGGGAGCAA	V_CTCF_BR	37
chr6	112863182	112863332	id-88587	3.97e-07	+	CCTGACTGGGAGACACCTTCCAGCAGGGGTCGCCA	V_CTCF_BR	25
chr6	112881974	112882124	id-88588	3.11e-05	-	TACATGCACAAGCCCTGTGCCACATGGGGTCTCCC	V_CTCF_BR	13
chr6	112921491	112921641	id-88589	1.72e-06	-	GTGGCAGCATTTAATAAAGACAGCAGGGGGAAGCC	Upstream_CTCF	26
chr6	112940112	112940262	id-88590	1	+	NA	NONE	32
chr6	113101811	113101961	id-88591	3.91e-06	+	AATGATATGCATATGGATCCCTGTAGGTGGCGCTG	Upstream_CTCF	40
chr6	113102589	113102739	id-88592	1.54e-05	+	CAGTATCCTTAGTCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	27
chr6	113199021	113199171	id-88593	1	+	NA	NONE	26
chr6	113201150	113201300	id-88594	1.38e-08	+	GACATGCGGGCCTTCCCAGCCGCCAGGGGGCAGGC	V_CTCF_BR	15
chr6	113202401	113202551	id-88595	2.96e-05	+	CCTAGTGATCCATAAAGGTCCTGTAGCTGGCTGCA	V_CTCF_BR	6
chr6	113360366	113360516	id-88596	1	+	NA	NONE	11
chr6	113372268	113372418	id-88597	2.96e-05	-	GGGTTTACAGCAGCTCCGGCCACAGGGGGCCTGGC	V_CTCF_BR	8
chr6	113410390	113410540	id-88598	4.85e-07	-	CTGTTAGGAACTGGGCTGCCCAGCAGGAGGCGAGC	UpstreamP1_CTCF	23
chr6	113442248	113442398	id-88599	1	+	NA	NONE	5
chr6	113443270	113443420	id-88600	1	+	NA	NONE	34
chr6	113504261	113504411	id-88601	1	+	NA	NONE	4
chr6	113505713	113505863	id-88602	5.51e-07	+	CTGAGGGCTCTCTCCTCGGCCTGTAGATGGCTGTC	V_CTCF_BR	19
chr6	113511466	113511616	id-88603	4.14e-06	-	AAGCGCGACACACCTGCATGCACAAGGGGGCAGTA	V_CTCF_BR	26
chr6	113627868	113628018	id-88604	6.53e-09	+	ACTGGGTGAACGAAGCCTGCCAGCAGAGGGCAGTG	V_CTCF_BR	39
chr6	113699508	113699658	id-88605	1.47e-05	+	GAGATAATTAATGGTGGGGCCAATAGGGGTCAGCA	V_CTCF_BR	3
chr6	113735838	113735988	id-88606	5.68e-06	+	CAATTACCAACAGAGGGAGCCTGGAGATGGAGCAG	V_CTCF_BR	32
chr6	113782484	113782634	id-88607	8.99e-05	+	TTGTTTGGGCCCTGCAGAGCCCCTAGTGGTCTCAC	V_CTCF_BR	35
chr6	113809390	113809540	id-88608	1.72e-06	-	GATGTACAGCTGCTAGTTCCCAGTAGGTGACACCA	Upstream_CTCF	19
chr6	113810618	113810768	id-88609	8.21e-05	+	CTCATCATTACTTCAATGGCCTCTAGAGGACGCTA	V_CTCF_BR	34
chr6	113882790	113882940	id-88610	6.39e-05	+	AGGGCAGTACTGCCACCACCCTCAAGGGCTCAAAC	Upstream_CTCF	12
chr6	113886042	113886192	id-88611	1	+	NA	NONE	17
chr6	113887284	113887434	id-88612	7.6e-05	-	CTCCACCTTGGGCCAGGTGCCCACATGGGGCGCCA	UpstreamP1_CTCF	2
chr6	113891987	113892137	id-88613	4.88e-05	-	GGTGTTTTACAATTGCTGTTGGCTAGGTGGCAGTC	Upstream_CTCF	29
chr6	113916049	113916199	id-88614	1	+	NA	NONE	5
chr6	113932757	113932907	id-88615	1.48e-06	-	TGCAAAGACTAACACATGGCCAGCAGAAGGAGGCG	V_CTCF_BR	22
chr6	113954373	113954523	id-88616	4.44e-06	-	GATCACTGCTCCTCACCCACCTACAGGTGGCTCCC	UpstreamP1_CTCF	10
chr6	114010999	114011149	id-88617	6.64e-05	+	GGTGCTGGCTCCAAAGAGGTCACCTGGTGACTCAA	Upstream_CTCF	25
chr6	114054041	114054191	id-88618	1	+	NA	NONE	26
chr6	114176000	114176150	id-88619	5.93e-06	-	GCTGGAAAGCCGACAGTCCCCAGCAAGTGGCAGGC	Upstream_CTCF	31
chr6	114180212	114180362	id-88620	1.74e-08	-	CCCACCCAGGCCTTTGGCACCGGCAGGGGGCGCTG	V_CTCF_BR	40
chr6	114181243	114181393	id-88621	1.39e-05	-	GGCCTCGTCCTTGCCGCCTTCGGCAGCGGGCGCCT	V_CTCF_BR	9
chr6	114197883	114198033	id-88622	2.29e-05	+	GTTCTGTTCTGTGTGATGTCCACTAGGGTCATCAC	UpstreamP1_CTCF	16
chr6	114200787	114200937	id-88623	1	+	NA	NONE	40
chr6	114228422	114228572	id-88624	1	+	NA	NONE	20
chr6	114230546	114230696	id-88625	2.38e-07	-	CAGTAAAGATGATTTTTGGCCACTAGAGGGAGCTC	V_CTCF_BR	40
chr6	114257388	114257538	id-88626	5.63e-09	-	GCTGCATTTCCTCACTGTACCACAAGATGGCAGAT	Upstream_CTCF	39
chr6	114292379	114292529	id-88627	1.92e-05	+	CTGTTAGGGTGAACAACCTGCGCAAGGCGGCGCCA	UpstreamP1_CTCF	16
chr6	114302227	114302377	id-88628	2.08e-07	+	CCGCAATAGCTCTTCATTGCCACAAGGTGTCACAG	UpstreamP1_CTCF	40
chr6	114316115	114316265	id-88629	2.84e-05	+	GTGCAGTATCTTCAGACAGACACTGTGGGTCCCAC	UpstreamP1_CTCF	40
chr6	114316960	114317110	id-88630	2.27e-05	+	GGGATCCTTCTCATTTCTCCCAGCTGAGGTCACCC	V_CTCF_BR	11
chr6	114377505	114377655	id-88631	1.48e-06	+	ACAGCTTCCATTTTGGAAGCCAGCAGGGGGCACGT	V_CTCF_BR	7
chr6	114417846	114417996	id-88632	1.97e-06	+	TTTAATAGGCATATAAGTGCCACTAGGGGGCTCTC	V_CTCF_BR	40
chr6	114429665	114429815	id-88633	3.18e-06	-	GTCAGCATGTTGAGCTTTGTCGGTAGAGGGCGCCG	V_CTCF_BR	40
chr6	114625589	114625739	id-88634	3.88e-06	-	CAAAATAAAGCTTCTTTTGCCACTAGAGGGAGCTT	V_CTCF_BR	38
chr6	114648429	114648579	id-88635	5.28e-05	+	CCTTGTTCTTTAGCTATGTCCACTAGAGGGTGAGT	Upstream_CTCF	18
chr6	114664757	114664907	id-88636	5.52e-05	+	CTGCTGTGTGCATCCGGAGTCACAGGGGGCGATCA	UpstreamP1_CTCF	35
chr6	114865010	114865160	id-88637	1.73e-06	-	CAGCATTCCTGTTCTCTACCCACTAGATGTCGACA	UpstreamP1_CTCF	5
chr6	114959655	114959805	id-88638	3.91e-06	+	CCTGCAGAAACAGGCAGGGGCAGCAGTGGTCGACT	Upstream_CTCF	3
chr6	115011924	115012074	id-88639	2.78e-06	+	TGGCCCTCTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	11
chr6	115056410	115056560	id-88640	4.21e-05	+	TTTAACAGGAGGAGCAGAACCTCTAGGGGCAGCAA	V_CTCF_BR	18
chr6	115069194	115069344	id-88641	1.39e-07	+	TTTGAGCTTGGCAAGACCACCACCAGGGGGAGCAA	V_CTCF_BR	40
chr6	115103693	115103843	id-88642	1	+	NA	NONE	1
chr6	115326211	115326361	id-88643	4.41e-06	-	GAAACTCCAATCCCTGTGGCCTCCTGCTGGCAGGA	V_CTCF_BR	5
chr6	115487182	115487332	id-88644	1.55e-05	-	CCAGACTGGGAAATACCTTCCAGTAGGGGTCGACA	V_CTCF_BR	8
chr6	115592732	115592882	id-88645	2.81e-05	-	GAAGTAAACAGGTCCTTCTTCACTAGGTGGCAGGA	V_CTCF_BR	8
chr6	115594704	115594854	id-88646	1	+	NA	NONE	6
chr6	115866635	115866785	id-88647	1.56e-06	-	CTGCCTGGATTCCTCAGAGCCAGCAGGGGGAGACT	UpstreamP1_CTCF	25
chr6	115956218	115956368	id-88648	9.66e-05	+	TCATTTAGGTCACTTGCTTCCACTAGAGGCAGAAA	Upstream_CTCF	6
chr6	115965064	115965214	id-88649	2.59e-06	-	GTGCGGCATTCTTTACTCCACGGTAGGGGGCAGGA	UpstreamP1_CTCF	28
chr6	116160068	116160218	id-88650	2.94e-06	-	GCTGTGATAATAAGAGTGACCACTGGGAGCAGCAA	Upstream_CTCF	40
chr6	116217829	116217979	id-88651	4.01e-05	-	ATTACAGCATGGAGACTACCCACTAGAGGGTGTCA	V_CTCF_BR	40
chr6	116290867	116291017	id-88652	8.59e-05	+	GCCTGAGAAGAGAAGCAGCCCAGTGGGAGGCAGTC	V_CTCF_BR	8
chr6	116332081	116332231	id-88653	1.74e-08	+	TCTGGACTAGGACATGCTGCCACCAGGTGGCAGTA	V_CTCF_BR	39
chr6	116382255	116382405	id-88654	1	+	NA	NONE	35
chr6	116399806	116399956	id-88655	2.59e-06	-	GAGCTATGATCCAGACGGTCCTGCAGGGGGCTTTT	UpstreamP1_CTCF	14
chr6	116408766	116408916	id-88656	4.7e-06	+	GGGGTTAGAGACAGACTGGCCAACAGATGGAGACA	V_CTCF_BR	20
chr6	116418265	116418415	id-88657	3.66e-06	-	TTGTAATATTATGCTGAGGCCTTTAGATGGCAGTA	UpstreamP1_CTCF	37
chr6	116422217	116422367	id-88658	8.02e-05	+	CCTGCGGCGGCCGAGTCTTGCCGCAGAGCGCGGCC	Upstream_CTCF	38
chr6	116433199	116433349	id-88659	1.5e-05	+	TGTTTACCCACTGTTTCGCCCACTAGAGAGCGCCA	Upstream_CTCF	40
chr6	116437075	116437225	id-88660	1	+	NA	NONE	36
chr6	116461180	116461330	id-88661	2.27e-06	+	ATTCCACAGGTTCATAAAGCCAGTAGGTGGCAGAG	V_CTCF_BR	20
chr6	116538283	116538433	id-88662	2.2e-06	+	GTTGTACTATACTTTTTTACCACGAGAGGTCCCTA	Upstream_CTCF	38
chr6	116539390	116539540	id-88663	3.91e-06	+	ATGGTAATTTATATTTTGATCACTAGATGGCACTA	Upstream_CTCF	36
chr6	116589843	116589993	id-88664	5.41e-07	+	GTGATATTCCCATTCCTGGTCACTAGAGGGAGGAA	UpstreamP1_CTCF	39
chr6	116600438	116600588	id-88665	1	+	NA	NONE	29
chr6	116608965	116609115	id-88666	5.63e-06	+	ATGTCATTCCTATTGATGCTCACTAGAGGGAGCAA	UpstreamP1_CTCF	40
chr6	116638411	116638561	id-88667	2.97e-06	-	ATATGCCTCCTAGATTTTGACTGCAGGGGGCAGAA	V_CTCF_BR	21
chr6	116714728	116714878	id-88668	1	+	NA	NONE	33
chr6	116723378	116723528	id-88669	6.75e-05	-	GAGTTGGTGCTTTTCTACCACACTAGGGTGCAGCA	UpstreamP1_CTCF	13
chr6	116752117	116752267	id-88670	1	+	NA	NONE	7
chr6	116765380	116765530	id-88671	7.12e-06	+	TTGCTATTACTGAACACTGCCCTTAGGTGGCTCAC	UpstreamP1_CTCF	39
chr6	116768677	116768827	id-88672	1	+	NA	NONE	12
chr6	116783144	116783294	id-88673	1	+	NA	NONE	9
chr6	116832596	116832746	id-88674	1.48e-05	+	CAGTATCACAGCCCAATTTCCACCAGTAGGAGGCA	UpstreamP1_CTCF	40
chr6	116853279	116853429	id-88675	2.64e-08	-	GTTGCTCCTCCTAGTCTGTCCAGAAGAGGGCAGTG	Upstream_CTCF	40
chr6	116854804	116854954	id-88676	1.1e-05	+	TGCAGACATTTCTCCTTGGCCAGAAGAAGGTGCTG	V_CTCF_BR	23
chr6	116857413	116857563	id-88677	4.24e-07	+	CATGGGATTTCTTTTCAGACCACTAGATGGCGCAA	Upstream_CTCF	40
chr6	116882671	116882821	id-88678	1.73e-08	-	GTGCAGACACCTGTTTTGACCACTGGGTGGCAGCA	UpstreamP1_CTCF	40
chr6	116885395	116885545	id-88679	1.82e-06	-	CCGCACCTTCTACACTTGGCCACCAAGTGGGAAGA	UpstreamP1_CTCF	5
chr6	116892647	116892797	id-88680	1	+	NA	NONE	25
chr6	116937331	116937481	id-88681	1	+	NA	NONE	28
chr6	116955013	116955163	id-88682	1.28e-06	+	CAGGAAGCACTTCTAAGAGCCACCAGGTGGAGTGC	Upstream_CTCF	40
chr6	116966830	116966980	id-88683	5.28e-08	-	TAAGCAATACCAGATATTGGCAGTAGAGGGTGCTC	Upstream_CTCF	39
chr6	117085714	117085864	id-88684	1	+	NA	NONE	10
chr6	117100867	117101017	id-88685	1.28e-06	+	AAAAGTAAAAATGTAATTGCCACAAGGTGGCAGCA	V_CTCF_BR	39
chr6	117168517	117168667	id-88686	4.01e-05	-	AATATATTATTTCAAGTTACCAGTAGGTGGGGATG	Upstream_CTCF	34
chr6	117202502	117202652	id-88687	1.93e-05	+	ATTGAAATCCAGATTCTAACCTGTAGAGGGACTCA	Upstream_CTCF	24
chr6	117263018	117263168	id-88688	1	+	NA	NONE	16
chr6	117290480	117290630	id-88689	2.15e-05	-	GGAATCTACTCTTGTAGATCCAGCAGGGGGAGTAG	V_CTCF_BR	39
chr6	117293245	117293395	id-88690	1	+	NA	NONE	39
chr6	117309240	117309390	id-88691	1	+	NA	NONE	14
chr6	117346551	117346701	id-88692	4.17e-05	-	AATTGAGTGCTAGCAACTGGGGGAAGGGGGCAGTG	Upstream_CTCF	3
chr6	117488798	117488948	id-88693	6.82e-05	-	AAATAGTAGGGCGCAAGCTCCCCCAGTGGGCAAAC	V_CTCF_BR	19
chr6	117510099	117510249	id-88694	3.31e-06	-	TTGCCTTTTTCTCTGATGGCCACATGGGGGTGCTG	UpstreamP1_CTCF	37
chr6	117586632	117586782	id-88695	1.59e-06	+	GGGCATGGGCTTTAAATGCCCACTAGCGGGAGCTC	V_CTCF_BR	23
chr6	117589413	117589563	id-88696	4.14e-06	-	CGGGAGTTGATGTACTCTGCCTCTGGTGGGCGCTC	V_CTCF_BR	22
chr6	117602219	117602369	id-88697	1	+	NA	NONE	36
chr6	117638545	117638695	id-88698	6.05e-06	-	ATTTTATCCATACTCATGGCCACTAGGGGTTGCCA	V_CTCF_BR	39
chr6	117667435	117667585	id-88699	9.06e-08	+	TTGTAATTGCTTAAAATTTCCAGCAGATGGAGGTA	UpstreamP1_CTCF	33
chr6	117673746	117673896	id-88700	1.15e-06	+	TATGCAATGCTTTTTGACACCACTGGGAGGCCTAA	Upstream_CTCF	39
chr6	117721182	117721332	id-88701	1.39e-05	+	CTTCCTGTATTCTATGCTTCCAGCAGATGGCATAC	V_CTCF_BR	39
chr6	117725838	117725988	id-88702	8.98e-06	+	TTTCAATACCACTCTCTTACAGGCGGGGGGAGCCA	UpstreamP1_CTCF	26
chr6	117771125	117771275	id-88703	7.44e-06	+	GAAGCTGAAAAACTTATGTCCACAGGGTGGCGGTG	Upstream_CTCF	40
chr6	117799688	117799838	id-88704	2.72e-05	+	GTGCTTGTGGCAAAAATATCCACATGGGGGTGACA	UpstreamP1_CTCF	38
chr6	117803657	117803807	id-88705	2.4e-05	+	CCTGGGAACGCGACTTCCTCCTCTAGGGGCCGACG	V_CTCF_BR	11
chr6	117869049	117869199	id-88706	3.09e-07	-	CGGCATCCGTGTCCATGGGCCGGAAGGTGGAGCCC	V_CTCF_BR	26
chr6	117876555	117876705	id-88707	1.24e-05	+	CTCAACCATGGTGAACATGACAGTAGAGGGCACCT	V_CTCF_BR	12
chr6	117877180	117877330	id-88708	8.19e-10	-	TTTGCAATTTGGTAAATTGCCAGCAGGGGGCAGCA	Upstream_CTCF	39
chr6	117922511	117922661	id-88709	6.48e-05	-	GTTAAATTACAGGCAGATACCTCCAGAGAGCTCCC	UpstreamP1_CTCF	6
chr6	117923330	117923480	id-88710	2.15e-05	-	GTCGGCGGGCGGTCCATGCCCAGCAGCAGCCGGAG	V_CTCF_BR	38
chr6	117926495	117926645	id-88711	5.12e-06	-	GTGTAGATAGAGTACACCGACAACAGATGGCAGCA	UpstreamP1_CTCF	40
chr6	117937047	117937197	id-88712	1	+	NA	NONE	3
chr6	117996428	117996578	id-88713	5.51e-07	+	TCGCTCATCGCCCTCCACGCGACCAGGGGGCGCCC	V_CTCF_BR	40
chr6	118032627	118032777	id-88714	1.64e-05	-	GTCTCCAGTTGTCAAATGTCCACTGGGGGGCAAAA	V_CTCF_BR	24
chr6	118097748	118097898	id-88715	1.69e-05	-	TGCCAGTTCCCTATCAGTAGCAGTAGGGGGAGTAC	UpstreamP1_CTCF	36
chr6	118116464	118116614	id-88716	1	+	NA	NONE	15
chr6	118151150	118151300	id-88717	7.82e-06	-	GGTCACTGCCTCAGTTTCAGCACTAGATGGTGCAT	UpstreamP1_CTCF	39
chr6	118161983	118162133	id-88718	5.13e-05	+	CAAAGAACACAAGTAATGGCCAGAAGAGGGGGCTG	V_CTCF_BR	37
chr6	118228184	118228334	id-88719	3.81e-05	+	GTGGGCCTCTGCGGACGGGGCAGTAGAGGGTCGGG	UpstreamP1_CTCF	35
chr6	118239783	118239933	id-88720	1	+	NA	NONE	15
chr6	118297320	118297470	id-88721	1.56e-05	+	TAAGGTTTTCATCTCATGCTCACAAGAGGGCGCTA	Upstream_CTCF	39
chr6	118400053	118400203	id-88722	1	+	NA	NONE	5
chr6	118401828	118401978	id-88723	2.34e-06	-	ATGCATTTTAGCTCTGTAGCCACTAGGAGTCCAAG	UpstreamP1_CTCF	27
chr6	118573742	118573892	id-88724	1	+	NA	NONE	6
chr6	118585218	118585368	id-88725	7.49e-05	-	TTCTACACATTTGCAAACGCCCCTGGAGGGCAGTA	V_CTCF_BR	39
chr6	118602597	118602747	id-88726	1.29e-05	+	CAGTTTTGGCCAATGGGAGGCAGTAGAGGGAGATT	UpstreamP1_CTCF	23
chr6	118605073	118605223	id-88727	1	+	NA	NONE	40
chr6	118606010	118606160	id-88728	1	+	NA	NONE	38
chr6	118607395	118607545	id-88729	9.27e-07	+	CCGCAGCACTCGGGGGTGGCCAGATGATGGGGCAC	UpstreamP1_CTCF	6
chr6	118609988	118610138	id-88730	2.28e-05	+	ACTGCAGTACAAAAAAACCCCACAAAACGGTAGTA	Upstream_CTCF	26
chr6	118630139	118630289	id-88731	1	+	NA	NONE	9
chr6	118641186	118641336	id-88732	3.28e-05	+	GGATTGCTACATCTTCCTGACACTAGCTGTCACTG	V_CTCF_BR	8
chr6	118673769	118673919	id-88733	2.8e-05	-	CTAGCATTTTCCTATTTGGCCTGATGGGGGCTTAT	Upstream_CTCF	14
chr6	118708898	118709048	id-88734	1	+	NA	NONE	7
chr6	118730142	118730292	id-88735	2.43e-06	+	GCAACATTGCTCACTGTCTCCAGCAGGGGCCCCCA	Upstream_CTCF	16
chr6	118830280	118830430	id-88736	1.1e-06	-	CTTTTGACACAGCATCAGGCCAGTAGAGGGCTCTC	V_CTCF_BR	38
chr6	118872364	118872514	id-88737	3.97e-05	-	ATGGAGTACCTTTTCAAAGGCACTAGAGGTCCTCA	UpstreamP1_CTCF	39
chr6	118886585	118886735	id-88738	2.94e-06	+	GCTACTGTACTCATAACATCCACTGGAGGGAAGCA	Upstream_CTCF	39
chr6	118902103	118902253	id-88739	3e-06	-	ATGTAGAGGATTTCTGTTTCCTCTAGGTGGCACTG	UpstreamP1_CTCF	40
chr6	118940046	118940196	id-88740	5.63e-09	-	TCTGCCGTGCACCCATTGACCACTAGATGGGGCAT	Upstream_CTCF	40
chr6	118972336	118972486	id-88741	2.5e-05	-	GGGCGCTTCCTGGCTCCGGAGGCCAGCGGCCGGGA	UpstreamP1_CTCF	27
chr6	118980660	118980810	id-88742	1	+	NA	NONE	3
chr6	118986291	118986441	id-88743	2.66e-05	-	TGGGCAAAGAACAGCTGGTACACATGGGGGCAGTG	V_CTCF_BR	2
chr6	119018752	119018902	id-88744	5.3e-05	+	ATGAAGTCATGATGGTTGGCAGAGAGGTGGCGGTG	UpstreamP1_CTCF	11
chr6	119047327	119047477	id-88745	1	+	NA	NONE	4
chr6	119056606	119056756	id-88746	1.93e-05	-	AATTAGAGTTGCACTCCAGCCACTAGGGGTCATAC	V_CTCF_BR	39
chr6	119069864	119070014	id-88747	1	+	NA	NONE	4
chr6	119097816	119097966	id-88748	3.97e-07	-	ATTTCATGACTCTTTTCAGCCACCAGAGGGTGCCC	V_CTCF_BR	40
chr6	119106897	119107047	id-88749	8.71e-06	-	AGAGGAGCTAGGACACACACCACCAGAGGGCTTCC	V_CTCF_BR	6
chr6	119117904	119118054	id-88750	6.82e-05	-	GATACGCAGGCCTCCTCAAGCTGCGGTGGGCTCCA	V_CTCF_BR	13
chr6	119121781	119121931	id-88751	2.18e-07	-	TCCTTTTTGCTGCTTCCCACCACTAGGGGGCAGGA	V_CTCF_BR	40
chr6	119130065	119130215	id-88752	2.31e-06	-	AGTGCAGCTTAGGCCACAGGCCACAGAGGGAGCTA	Upstream_CTCF	5
chr6	119215151	119215301	id-88753	8.81e-07	+	GCCTTTGTCCTAATCCACACCAGCAGGTGGAGCCG	V_CTCF_BR	40
chr6	119215709	119215859	id-88754	1.15e-06	-	TCCGCAGAGCAGCCCGCGGCCGCCAGGCGCCGAAC	Upstream_CTCF	26
chr6	119217813	119217963	id-88755	8.64e-05	-	ATTTCCTTAATCCACATAGCCTCTAGGTGGAGTAT	Upstream_CTCF	39
chr6	119251994	119252144	id-88756	4.01e-05	-	ACTGCAGTGGAGCAATCAGCAGCTTGGGGTGGCAA	Upstream_CTCF	24
chr6	119284278	119284428	id-88757	8.34e-07	+	TTGCATTTTCTTATTCTAGTCACCAGAGGGCATAA	UpstreamP1_CTCF	22
chr6	119289705	119289855	id-88758	1.64e-05	+	GGGTTTTATGTTGGAGAAACCACAAGAGGTCACTG	V_CTCF_BR	32
chr6	119356795	119356945	id-88759	1	+	NA	NONE	7
chr6	119399196	119399346	id-88760	6.39e-05	+	CAGGTGAGTCCGGCGCGGCCCGCACGGGGTCGCCA	Upstream_CTCF	23
chr6	119399985	119400135	id-88761	2.96e-05	-	CTGGGCTGCTGGATCCCCGCCACACGGGGGAAGCA	UpstreamP1_CTCF	34
chr6	119432019	119432169	id-88762	7.73e-06	-	GAGTGAATATCAAGTTTAAACTGCAGGTGGCAGCA	V_CTCF_BR	40
chr6	119438179	119438329	id-88763	9.11e-08	+	GTAGAACTACCAGGTGCGACCAGCAGGGGACACGA	Upstream_CTCF	38
chr6	119450654	119450804	id-88764	5.34e-06	+	AAGCGCATTTTATTTCAGTCCACTAGGGGGAACCA	V_CTCF_BR	40
chr6	119468127	119468277	id-88765	1	+	NA	NONE	5
chr6	119469813	119469963	id-88766	1.84e-06	+	TGAACAGATTGAGAAGTGGCCACATGATGGCACTA	V_CTCF_BR	40
chr6	119479345	119479495	id-88767	1.17e-05	-	GGATGTGCTCCAGGGCCCACCGCTAGTAGGCAGAC	V_CTCF_BR	4
chr6	119558565	119558715	id-88768	1	+	NA	NONE	40
chr6	119590711	119590861	id-88769	1.28e-06	-	ATAGGCAGGTACTGCTGGGCCAGAAGGTGGTGGTC	V_CTCF_BR	1
chr6	119606185	119606335	id-88770	1.5e-05	+	GGAGCAGGTGTCACACATGGCCAGAGGGGGAGCAG	Upstream_CTCF	39
chr6	119654982	119655132	id-88771	7.44e-06	+	GGTGTAATTCTTCAGATCACAGGTGGGTGGAGAAC	Upstream_CTCF	39
chr6	119664447	119664597	id-88772	1.61e-05	+	CCTCTGCAACTCAACTCTGCCACTAGCTGGTGATG	UpstreamP1_CTCF	20
chr6	119665573	119665723	id-88773	4.14e-06	+	TCCCTGCTCTGGGGAAGGGCCTCTGGGTGGAGCAA	V_CTCF_BR	17
chr6	119671359	119671509	id-88774	1	+	NA	NONE	3
chr6	119672200	119672350	id-88775	5.72e-07	+	CTGCTATGAAATTCTATGTCCAGAAGAGTGCAGCA	UpstreamP1_CTCF	36
chr6	119848512	119848662	id-88776	5.92e-05	+	AGTATGAAGCAAACCTGTGCCAGTAGGGGGTGAGT	V_CTCF_BR	21
chr6	119860381	119860531	id-88777	1.41e-05	+	GAGCTGCGGCAGGGAAGCACCACCAGGGTTGAGGA	UpstreamP1_CTCF	3
chr6	119933726	119933876	id-88778	9.27e-07	-	TTGCAGCTCTCAACCCTGACACCAAGAGGGAGCAC	UpstreamP1_CTCF	19
chr6	119949554	119949704	id-88779	6.75e-05	-	GAGTCATAAGGTGAGATCATCACCAGAGGGCCATC	UpstreamP1_CTCF	12
chr6	119950517	119950667	id-88780	1	+	NA	NONE	22
chr6	120041474	120041624	id-88781	1	+	NA	NONE	37
chr6	120049156	120049306	id-88782	1.18e-05	+	CTGCAAACCTTCCGTTTCCCCAGTAGGGGTGTGTG	UpstreamP1_CTCF	14
chr6	120063450	120063600	id-88783	1.28e-06	+	TGGGCAAAGTGGGAAGAGGCCCGTAGGGGGCAGCA	V_CTCF_BR	39
chr6	120287774	120287924	id-88784	8.5e-06	+	CCTGCTTGTCTGCATGCGCCCCCTAGGGGTTTGAG	Upstream_CTCF	26
chr6	120299554	120299704	id-88785	8.16e-07	-	CCACCAGTCTCTTGGCCAACCAACAGAGGGAGCCC	V_CTCF_BR	39
chr6	120301144	120301294	id-88786	2.66e-05	+	TGTTGGCACTCCAAAGTAAACTCTAGAGGTCGCTA	V_CTCF_BR	35
chr6	120308218	120308368	id-88787	6.49e-06	+	CCTGCTAGTCTGCATGCTCCCTCTAGGGGTTTGAG	Upstream_CTCF	10
chr6	120377359	120377509	id-88788	4.98e-09	-	GTGCAGTTCAGTCTCCAGTCCAGTAGGAGGCGCTT	UpstreamP1_CTCF	40
chr6	120398722	120398872	id-88789	9.25e-06	-	GTCCTGAGGCTGTTTCCAGACAGTAGGTGCCGCTG	V_CTCF_BR	32
chr6	120468751	120468901	id-88790	3.63e-08	-	TGTGCTATTTGACCTCCTGCCAGGAGGTGGCGCTT	Upstream_CTCF	24
chr6	120551273	120551423	id-88791	2.47e-05	-	TCCTCAGGGACCAGTGGTGGCAGCAGAGGGCCACA	Upstream_CTCF	17
chr6	120595783	120595933	id-88792	1	+	NA	NONE	3
chr6	120699836	120699986	id-88793	1.03e-06	+	AGGTAGTTACCACTTTCAACCAATAGGTGGAGAGA	UpstreamP1_CTCF	35
chr6	120727189	120727339	id-88794	3.4e-06	+	GGCCGATAGCTAGAAATGAACAGGAGAGGGAGCTC	V_CTCF_BR	27
chr6	120908650	120908800	id-88795	1.47e-05	+	TTCCCCCAATTTTCTGGGACCAACAGGGGGCATAA	V_CTCF_BR	9
chr6	120992808	120992958	id-88796	1	+	NA	NONE	11
chr6	121055279	121055429	id-88797	8.19e-06	-	CTGTACCTAATAATCTTCTCCATCAGATGTCACCA	UpstreamP1_CTCF	4
chr6	121085607	121085757	id-88798	7.12e-06	-	GGGCATCATCCCCTCTCTGCCAGATGATGGCAACA	UpstreamP1_CTCF	12
chr6	121147514	121147664	id-88799	1.38e-06	-	TCAGCCAAGGCAGGAGAAACCACCAGGGGTCACTG	V_CTCF_BR	36
chr6	121376835	121376985	id-88800	6.18e-07	+	TTAGCACTTCACAATAAGAACAGAAGAGGGAGCTC	Upstream_CTCF	40
chr6	121543890	121544040	id-88801	6.21e-06	-	AATGAACTACATATTATTGCCCCATGAGGGCAGTA	Upstream_CTCF	25
chr6	121558298	121558448	id-88802	1	+	NA	NONE	9
chr6	121627251	121627401	id-88803	3.12e-08	-	ATGCAGTTCAACCTTGTTAACACCAGAGGGTATTG	UpstreamP1_CTCF	39
chr6	121640279	121640429	id-88804	3.81e-05	+	GATGGAAATAAATTAGGAACCGCTAGGGGGAGAAA	V_CTCF_BR	34
chr6	121655715	121655865	id-88805	1	+	NA	NONE	4
chr6	121676025	121676175	id-88806	1.41e-06	+	CATGAGCCACCGCACGTGGCCACTGGGGGGCATTT	Upstream_CTCF	40
chr6	121677879	121678029	id-88807	1	+	NA	NONE	27
chr6	121722046	121722196	id-88808	1.57e-08	-	GCTGCATTTGCAATGCTTACCAATAGAGGGAGGGA	Upstream_CTCF	40
chr6	121751697	121751847	id-88809	2.4e-05	+	ATGTTCATTTTCACTCTGCACAGAAGGTGGAGCCA	V_CTCF_BR	38
chr6	121756731	121756881	id-88810	1	+	NA	NONE	9
chr6	121765391	121765541	id-88811	1	+	NA	NONE	11
chr6	121841795	121841945	id-88812	1	+	NA	NONE	7
chr6	121936770	121936920	id-88813	9.88e-07	-	GCTGCGAGACCAATACCCACCACTGGGAGGACCTC	Upstream_CTCF	36
chr6	122001530	122001680	id-88814	1.1e-05	-	AAAAAGCATTGGACCCTTATCACAAGATGGCGCTG	V_CTCF_BR	4
chr6	122113019	122113169	id-88815	9.66e-05	-	ATCACTCTCCCAGGCTTTGCCTCTAGGTGGCCAGC	Upstream_CTCF	27
chr6	122144612	122144762	id-88816	1	+	NA	NONE	10
chr6	122170775	122170925	id-88817	5.96e-07	-	TGTTAATGGAGGACTCTGACCTCTAGGGGGAGCTC	V_CTCF_BR	40
chr6	122179555	122179705	id-88818	1	+	NA	NONE	3
chr6	122354856	122355006	id-88819	1.27e-06	-	ATTCAATGACATACGTTAGTCAGTAGATGGCACTG	UpstreamP1_CTCF	39
chr6	122364140	122364290	id-88820	6.05e-06	+	CCCTAATATATTCAAGCAGCCAGGAGGGGCCAGTG	V_CTCF_BR	11
chr6	122370671	122370821	id-88821	2.59e-06	+	ATGCAGCACTCCTGAGCGAGGACCACAGGGCAAGA	UpstreamP1_CTCF	4
chr6	122476388	122476538	id-88822	1.1e-06	-	TGGAGCCAGGGAAGCACCACCTGCAGAGGTCAGCC	V_CTCF_BR	10
chr6	122501406	122501556	id-88823	7.49e-05	-	TTCAATGTCCCCAGTCTGAGCAGTGGGAGGCAGCA	V_CTCF_BR	24
chr6	122505781	122505931	id-88824	2.8e-05	-	AGAGAAATATACATGTTATTCACCAGAGGGTGCTA	Upstream_CTCF	35
chr6	122523999	122524149	id-88825	8.03e-07	-	GTAGCACTCCTGCTTGCTAGCTGTAGGTGGCAGGA	Upstream_CTCF	9
chr6	122611388	122611538	id-88826	1.59e-06	-	AGGATGAAGTTCCACAAAGCCTGCAGATGGCAGCA	V_CTCF_BR	32
chr6	122682849	122682999	id-88827	5.2e-08	+	CAGCAATTCTGGAAAATGCCCAAGAGGGGGCGGGA	UpstreamP1_CTCF	8
chr6	122693919	122694069	id-88828	7.49e-05	-	GTATAAATTTAACATCTTTCCTCTAGATGGTGCAC	V_CTCF_BR	31
chr6	122702758	122702908	id-88829	1.03e-06	+	CCATAGTAACAGAGAGTGAACAGCAGAGGGAGCTG	V_CTCF_BR	40
chr6	122720462	122720612	id-88830	4.68e-07	-	GGAGCAGAAGGGGGTGGGAGCAGAAGGGGGCGCTG	V_CTCF_BR	34
chr6	122726675	122726825	id-88831	3.03e-05	-	GATGCATTTCCAGTAAGTTCCACCAGAGCAACACC	Upstream_CTCF	36
chr6	122797401	122797551	id-88832	1	+	NA	NONE	38
chr6	122806150	122806300	id-88833	1.39e-05	-	TTCAGAGACTCTAGAGCAGCCACATGGTGGCAGAT	V_CTCF_BR	4
chr6	122813176	122813326	id-88834	4.41e-06	+	TTGAGAGGGTAGCCTAGAACCAAGAGGGGGCAGCA	V_CTCF_BR	40
chr6	122851717	122851867	id-88835	1.57e-08	-	GCTGCAGTTCCTCAGAAAAACACCAGAGAGAGCCA	Upstream_CTCF	40
chr6	122884982	122885132	id-88836	5.08e-05	-	ATCTGGTGTGCAGACTCCACCAGCAGGGGAAGAAC	UpstreamP1_CTCF	6
chr6	122902035	122902185	id-88837	4.65e-05	+	TCAATTCTTGTCTGTGCTACCACTAGGTGGATGGT	V_CTCF_BR	24
chr6	122931489	122931639	id-88838	3.22e-05	-	TCGCTGCCGCCTCTACAGTCCACCGGGATGCGGCC	UpstreamP1_CTCF	39
chr6	122931903	122932053	id-88839	6.48e-05	+	TGCCTTTTGCCCACTCTGCCCTGCAGGTGGCCATT	UpstreamP1_CTCF	23
chr6	123002982	123003132	id-88840	3.47e-07	-	GAGCACTGATAGCACATCACCACTTGAGGGCTGTA	UpstreamP1_CTCF	13
chr6	123047832	123047982	id-88841	1.24e-05	-	TCCAGACATTGTCAAATGCCCTCTAGGGGGCAAAA	V_CTCF_BR	40
chr6	123052050	123052200	id-88842	5.93e-06	+	AGAGAATTATTCAAAACTGACACTAGGTGGTGCTC	Upstream_CTCF	40
chr6	123065484	123065634	id-88843	5.41e-06	+	TGTGTAATTTTTCCTAAAGCCTGTAGCTGTCGCTG	Upstream_CTCF	15
chr6	123092208	123092358	id-88844	9.51e-07	+	CTAGCAGGATATTTGGGAGCCAGCAGGTGGCAAAG	V_CTCF_BR	26
chr6	123094099	123094249	id-88845	1	+	NA	NONE	8
chr6	123110498	123110648	id-88846	3.09e-07	-	CGCCGGAGGAGGATTCCTGCCGCCTGCGGGCGCCA	V_CTCF_BR	23
chr6	123110786	123110936	id-88847	1	+	NA	NONE	37
chr6	123111593	123111743	id-88848	1	+	NA	NONE	27
chr6	123159346	123159496	id-88849	4.5e-06	-	GCAGTATTTCCACAACAGATCAGGGGATGGCAGTA	Upstream_CTCF	39
chr6	123160730	123160880	id-88850	1.51e-08	-	CTGTAGTAGATAATCCTTGTCACCAGGGGGCAGCA	UpstreamP1_CTCF	40
chr6	123190692	123190842	id-88851	4.59e-07	+	GTGGTGTTCCTGAGGAAGTCCAGCAGGGTGCACTA	UpstreamP1_CTCF	40
chr6	123268626	123268776	id-88852	5.08e-07	+	AGACTCTGCAGTACTGCAGACACCAGGGGGAGCAA	V_CTCF_BR	31
chr6	123277666	123277816	id-88853	2.6e-06	-	TGTGTTGGCTGGACTCCATCCAGGAGGTGGCGCTT	V_CTCF_BR	3
chr6	123291262	123291412	id-88854	8.81e-07	-	TTACTTAGTGGCCAGCCAGCCTGTAGAGGGAACTG	V_CTCF_BR	7
chr6	123318079	123318229	id-88855	7.44e-05	-	ACCGTGATCTCATAAGGCACCAGCAGGGGTTCTGG	Upstream_CTCF	4
chr6	123449057	123449207	id-88856	5.93e-06	+	TCTGTGTTTTCTGTCCTGGACCTCAGGTGGCGCAG	Upstream_CTCF	4
chr6	123637996	123638146	id-88857	4.14e-06	-	AAAACAATAATTATATTAACCACTAGGTGGAGCCC	V_CTCF_BR	34
chr6	123650662	123650812	id-88858	1	+	NA	NONE	4
chr6	123701561	123701711	id-88859	1.35e-05	-	GTGAAATTATACTACAACTCAGCCAGGGGGAGCAA	UpstreamP1_CTCF	34
chr6	123714595	123714745	id-88860	8.59e-05	+	ATATTTTTTTTGCAATATCCCAGCAGATGGTGCTA	V_CTCF_BR	34
chr6	123737113	123737263	id-88861	2.57e-08	+	ATGACGTTCACAACTACGACCACCAGATGGCACTA	UpstreamP1_CTCF	39
chr6	124036527	124036677	id-88862	9.51e-07	-	TGGCTATTGGTCAGTTGAGTCACCAGGGGGCACTG	V_CTCF_BR	34
chr6	124091454	124091604	id-88863	2.68e-05	+	TCTTCCTGCCCTGAGTCCACCACTGGGTGGGGGGC	Upstream_CTCF	4
chr6	124098832	124098982	id-88864	1.93e-05	+	TTCAGGCATAAAGCATTAGCCACATGAGGTCACTG	V_CTCF_BR	24
chr6	124111035	124111185	id-88865	1.01e-05	+	TTTTCTCTCCCCCACAGCACCAGCATGGGGCAGTA	Upstream_CTCF	2
chr6	124123809	124123959	id-88866	1.39e-07	-	GCTTCGGAGCCCGCTGCTGCCACCTGCGGGCGGAA	V_CTCF_BR	40
chr6	124287177	124287327	id-88867	5.86e-07	-	CTGGCAGTTCCAGCCAAAAACAGCAGGCGGAATCA	Upstream_CTCF	31
chr6	124417656	124417806	id-88868	1	+	NA	NONE	5
chr6	124555511	124555661	id-88869	4.34e-05	+	AGAATAATTCCAAGTGAAACCACTAGGGAGCTCAA	Upstream_CTCF	11
chr6	124710430	124710580	id-88870	1	+	NA	NONE	8
chr6	124721875	124722025	id-88871	6.8e-06	+	TGTGCAGGTCAAGAAATGGAAGACAGGTGGCATCC	Upstream_CTCF	25
chr6	124980686	124980836	id-88872	6.21e-05	+	GAAGGTTTCTTCTTGTGTGTCAGCAGGAGGCTCCA	V_CTCF_BR	13
chr6	125004696	125004846	id-88873	1	+	NA	NONE	5
chr6	125080635	125080785	id-88874	6.86e-07	-	GTTGCAATTTCAGACAGGGTGGCTAGGGGGCAGAC	Upstream_CTCF	38
chr6	125114709	125114859	id-88875	1	+	NA	NONE	1
chr6	125117145	125117295	id-88876	3.47e-07	-	CTGTCATCCCCTGGTAGGTACAGCAGATGGCAGTG	UpstreamP1_CTCF	37
chr6	125120383	125120533	id-88877	2.27e-05	-	TGTGTTTTCTGTTAGATGATCACAAGAGGGAGCAA	V_CTCF_BR	26
chr6	125175588	125175738	id-88878	1.24e-05	-	TTCATATATACTCTTTTAAACACTAGATGGCACTA	V_CTCF_BR	18
chr6	125191879	125192029	id-88879	1.31e-05	+	TTCCCATATCTACCAGTAAGCAGAAGAGGGAGCTC	V_CTCF_BR	40
chr6	125203474	125203624	id-88880	3.97e-07	-	ATGAGAGTGATGCTGCCAGCCAGGAGGGGGCTGTC	V_CTCF_BR	13
chr6	125283990	125284140	id-88881	1.59e-06	+	GAAAAGAGGGAGGGGATGAACAGCAGGAGGCGCCC	V_CTCF_BR	33
chr6	125284272	125284422	id-88882	1	+	NA	NONE	14
chr6	125363440	125363590	id-88883	1.93e-05	-	CTCTGTTTTCTGTCTTCCCCCTGTAGAGGGCTGAA	V_CTCF_BR	5
chr6	125388183	125388333	id-88884	5.92e-05	+	ATGGCATGATGAAAGGTATCCAGAAGAGGGAGATT	V_CTCF_BR	10
chr6	125420913	125421063	id-88885	1	+	NA	NONE	30
chr6	125434271	125434421	id-88886	4.73e-07	+	TATGCAGTTCCACCTGTTCTCTGGAGGGGGTGATA	Upstream_CTCF	14
chr6	125435516	125435666	id-88887	4.96e-08	-	ATTGCAGGGCCCATGATGAACATCAGAGGGCGCCA	Upstream_CTCF	37
chr6	125445648	125445798	id-88888	5.51e-07	-	GTAGAAGTATAGAGAGGGACCAGCAGTGGGCAGGG	V_CTCF_BR	14
chr6	125474774	125474924	id-88889	8.43e-09	+	CCGCCGGCTGTACAGAGCGCCGGCAGGTGGCGCCC	V_CTCF_BR	40
chr6	125476045	125476195	id-88890	8.71e-06	-	TCTCATTCAGGGCGTTCTGCCCCTAGAGGGCGAGC	V_CTCF_BR	37
chr6	125513566	125513716	id-88891	8.17e-10	+	CTGCAGTGACATCATCTGGCCACCAGGGGTTGTGC	UpstreamP1_CTCF	40
chr6	125535238	125535388	id-88892	1.04e-05	-	AATGGGAAGCCCCTGCAGGACACTGGAGGGCAGAA	V_CTCF_BR	9
chr6	125541912	125542062	id-88893	1	+	NA	NONE	12
chr6	125560203	125560353	id-88894	1	+	NA	NONE	10
chr6	125595148	125595298	id-88895	1	+	NA	NONE	3
chr6	125632329	125632479	id-88896	4.04e-08	+	CTGTAGTATTAGAATACTACCACTAAGTGGCACCA	UpstreamP1_CTCF	40
chr6	125635342	125635492	id-88897	1.92e-05	-	CAGCAGCGAATCAAAGTGGCCCCCTGTGGGCCAAA	UpstreamP1_CTCF	40
chr6	125831675	125831825	id-88898	1	+	NA	NONE	2
chr6	125833889	125834039	id-88899	4.94e-06	+	ATTGTGTTGCCTGCTAGGGACTCAAGAGGGAGCCA	Upstream_CTCF	38
chr6	125840493	125840643	id-88900	1	+	NA	NONE	10
chr6	125868039	125868189	id-88901	1	+	NA	NONE	17
chr6	125905836	125905986	id-88902	1	+	NA	NONE	4
chr6	125952419	125952569	id-88903	2.86e-06	-	GTCTAGCTGTGGCTTGGGGCCAGTGGGAGGCAGGC	UpstreamP1_CTCF	2
chr6	126036673	126036823	id-88904	1	+	NA	NONE	7
chr6	126053747	126053897	id-88905	7.49e-05	-	AGCAGTGGTTGGAGCTGGAACAGCAGGGGGCTTGT	V_CTCF_BR	4
chr6	126068105	126068255	id-88906	1	+	NA	NONE	14
chr6	126069782	126069932	id-88907	3.09e-06	+	TCTGCGGCTGCGAGTGCATACACCAGGGGGACTGG	Upstream_CTCF	21
chr6	126070762	126070912	id-88908	4.3e-06	+	GGAGCCGCGCCTGCCCAGGCCCGGGGAGGGAGGAG	Upstream_CTCF	11
chr6	126074916	126075066	id-88909	6.05e-06	-	TTTTTTTCCCCAATAATTACCAGCAGGTGTCACTG	V_CTCF_BR	37
chr6	126080354	126080504	id-88910	4.48e-07	+	TCAGCACTTGCGCCACCCAGCGGGAGGCGGCGGCC	Upstream_CTCF	35
chr6	126091069	126091219	id-88911	3.81e-05	-	TGGTAAATGTGAAAATAAACCACAAGGTGGCGTCC	V_CTCF_BR	40
chr6	126101460	126101610	id-88912	1.85e-07	+	CTGCACTTAATTCCTCTAACCAGTAGGGGATAGAG	UpstreamP1_CTCF	35
chr6	126102683	126102833	id-88913	1	+	NA	NONE	24
chr6	126109067	126109217	id-88914	7.84e-05	+	AGTAGTTTACCCAAGGTCAGCACGTGGTGGAGCTG	V_CTCF_BR	35
chr6	126111751	126111901	id-88915	2.59e-06	+	GCGCAGCGCGCGCCACTGGCCGGGAGGAGCTAGAG	UpstreamP1_CTCF	12
chr6	126112177	126112327	id-88916	5.68e-06	-	CGGCCTCTCGGCGGCAGCATCAGCGGCGGGCGGCG	V_CTCF_BR	6
chr6	126112850	126113000	id-88917	5.68e-06	+	GAAAGATGTACCGGGTCAGCCAGCAGAGGCAGCCT	V_CTCF_BR	40
chr6	126134178	126134328	id-88918	1.38e-06	-	CAAGGTACATGGAAGGGCGCCACCAGAGGGTTCTC	V_CTCF_BR	9
chr6	126179966	126180116	id-88919	1.1e-05	+	CCCAAGGCGATGTTCTCTACCGCTAGATGGAGCAT	V_CTCF_BR	40
chr6	126210562	126210712	id-88920	4.41e-06	+	GAACAGAGAATGATGTTGAACTGAAGGGGGCGCTA	V_CTCF_BR	40
chr6	126221216	126221366	id-88921	1	+	NA	NONE	10
chr6	126227669	126227819	id-88922	1.26e-07	+	GATCGCTGCTGTAGGCCTACCTCTAGGGGGCACTG	V_CTCF_BR	40
chr6	126274295	126274445	id-88923	3.06e-08	-	ATGGGGTGGCCACCTGGCACCAGCAGAGGGCAGGA	V_CTCF_BR	40
chr6	126274853	126275003	id-88924	2.31e-06	-	CTTGTTCCACCCACTCGGACCAGCAGGCTGCGCTC	Upstream_CTCF	37
chr6	126277842	126277992	id-88925	5.01e-09	-	CCGGCCTCAAAACCGGCTGCCACTAGAGGGCGCGC	V_CTCF_BR	40
chr6	126295509	126295659	id-88926	7.55e-07	-	TCCTTTATTCAATACATAGCCAGTAGATGGCACAC	V_CTCF_BR	35
chr6	126307687	126307837	id-88927	5.38e-05	-	GGAGGGCGCTACGGACTCACCGGCAGGCGGAACTC	V_CTCF_BR	28
chr6	126317239	126317389	id-88928	4.65e-10	+	TTGCAGTTACATACAACTGCCACTGGGTGGCGGTG	UpstreamP1_CTCF	40
chr6	126323617	126323767	id-88929	1	+	NA	NONE	9
chr6	126324610	126324760	id-88930	5.3e-05	+	CTGTTTTTCCACAGTCTCACCAGCAGAGTATATTT	UpstreamP1_CTCF	7
chr6	126354890	126355040	id-88931	5.08e-07	+	AAGGATTGCTATGCTCCAGCCAGCAGAGGGTAGTG	V_CTCF_BR	40
chr6	126448929	126449079	id-88932	1	+	NA	NONE	24
chr6	126492142	126492292	id-88933	9.25e-06	-	GTAATTACTTACCTCACAACCAAAAGAGGGCAGCA	V_CTCF_BR	39
chr6	126497530	126497680	id-88934	6.43e-06	+	AGAAAACTAATCCAACTGACCACTTGAGGGAGGTG	V_CTCF_BR	37
chr6	126504057	126504207	id-88935	7.46e-06	+	CTGTTGGAACTTCACCTGCCCCCTACAGGGAGGTG	UpstreamP1_CTCF	19
chr6	126573438	126573588	id-88936	1.28e-06	+	GGCTTCTCCAGTATGGTGGCCTCAGGGTGGCAGCA	V_CTCF_BR	15
chr6	126633522	126633672	id-88937	6.21e-06	-	AAAACAGTTCCACATCTTGACAGTAGGTGGAATCA	Upstream_CTCF	37
chr6	126656448	126656598	id-88938	7.73e-06	-	GTTTCCTTGCCTTTTCCAACCTCTAGAGGGAACCT	V_CTCF_BR	33
chr6	126682291	126682441	id-88939	4.44e-06	+	TTATAGTTTCAGCTGTTATCCAGTAGATGGCGCTT	UpstreamP1_CTCF	39
chr6	126850854	126851004	id-88940	3.56e-05	+	GTTGTGATGTTACCACTGTACAGCAGAGTGTGCTA	Upstream_CTCF	14
chr6	126871596	126871746	id-88941	2.58e-05	-	CCTGCCTGTCTGCATGCTCCCCCTAGGGGTTTGAG	Upstream_CTCF	18
chr6	126949422	126949572	id-88942	2.67e-06	-	TCTGTAATACCACCCACTGGCTTTAGAGGGCCTGC	Upstream_CTCF	27
chr6	126973302	126973452	id-88943	5.26e-07	+	TGGGCAATTCTTAAAAAGACCAGTAGTTGGAGTTG	Upstream_CTCF	12
chr6	126978823	126978973	id-88944	2.15e-05	-	GTGTGTAAACAACACCAGTCCAACAGAGGGAGCTA	V_CTCF_BR	39
chr6	126984624	126984774	id-88945	4.73e-07	-	TCTGATATATCTCCTCGGGCCACTAGGGAGAGATG	Upstream_CTCF	10
chr6	127099586	127099736	id-88946	7.07e-08	-	AGTGGACTGTGCAGCGGGGCCTGGAGAGGGCAGCA	V_CTCF_BR	14
chr6	127101236	127101386	id-88947	4.88e-05	-	AATACATGTTGGGTTGGTGCCATTAGGGGGCACTG	V_CTCF_BR	6
chr6	127125504	127125654	id-88948	8.71e-06	+	TATTTTGCTACCATATTTTCCTGTAGGTGGCAGCA	V_CTCF_BR	40
chr6	127391156	127391306	id-88949	1.21e-06	-	CATATAGTTCCCATCCTAGCCACTAGGTGGTAGTT	Upstream_CTCF	38
chr6	127408445	127408595	id-88950	1	+	NA	NONE	1
chr6	127422006	127422156	id-88951	1	+	NA	NONE	38
chr6	127440128	127440278	id-88952	1	+	NA	NONE	11
chr6	127442650	127442800	id-88953	1.73e-05	-	TAGTCTGTCTCCTCCGAGGACGCAAGGGGTCGCCC	V_CTCF_BR	40
chr6	127508164	127508314	id-88954	8.16e-07	+	ATGGAAGATGGTGGTTGAAGCAGCAGGGGGCGCCA	V_CTCF_BR	39
chr6	127511840	127511990	id-88955	2.96e-05	-	GTGAATTTCTTGCGAAGTGTCACTAAGGGGAGCCA	UpstreamP1_CTCF	40
chr6	127517077	127517227	id-88956	1.29e-05	+	CGGTATCAGTCAGCACTGTACACTAGAGGGTTCCA	UpstreamP1_CTCF	2
chr6	127555523	127555673	id-88957	1.85e-05	-	GTTGCAATTCTCTTTTAAGACACTAGATGATGTAT	Upstream_CTCF	12
chr6	127587629	127587779	id-88958	1.71e-06	-	AAGTAAAACGTGTGTAGGACCAGCAGGTGGTGCTG	V_CTCF_BR	40
chr6	127621807	127621957	id-88959	6.15e-05	-	GTTGCAGTGGGCTCTGAAGACTCTAGGGGAGGATT	Upstream_CTCF	10
chr6	127624007	127624157	id-88960	1.15e-07	+	AATGCAATCTGCACTGATGACAGCAGAGGGCACTG	Upstream_CTCF	39
chr6	127664232	127664382	id-88961	1.56e-06	+	CGGCACCGCGTCTCCACGTCCAGCGCGGGGCAGGC	UpstreamP1_CTCF	20
chr6	127718567	127718717	id-88962	1	+	NA	NONE	10
chr6	127741713	127741863	id-88963	1.47e-05	-	CGGGTGTCTAGCTAAACTACCAAAAGGGGGAGGAA	V_CTCF_BR	39
chr6	127783653	127783803	id-88964	2.1e-05	-	GATTCTATTCTTGGAATGGCCACTAAGTGGCTTTG	Upstream_CTCF	30
chr6	127786136	127786286	id-88965	1	+	NA	NONE	40
chr6	127817749	127817899	id-88966	1.56e-05	+	GCAGCATTGTTCATAATAACCAAAAGTTGGAAACA	Upstream_CTCF	9
chr6	127836675	127836825	id-88967	1.03e-05	+	CTGCTGCGGGTGCGGCTGCGACGAAGGGGGCGCTG	UpstreamP1_CTCF	31
chr6	127837653	127837803	id-88968	1	+	NA	NONE	11
chr6	127837954	127838104	id-88969	1	+	NA	NONE	40
chr6	127860572	127860722	id-88970	1.64e-06	-	GCTGAAATTCTCTAGATTATCACTAGATGGTAGTA	Upstream_CTCF	28
chr6	127868476	127868626	id-88971	2.34e-06	-	CAGTGAGGCCACCAACCCACCAGCAGGAGGTGCAC	UpstreamP1_CTCF	40
chr6	127869147	127869297	id-88972	5.63e-06	-	TTGCTATTTTAACTTTTAATCACTAGGTGGGGATA	UpstreamP1_CTCF	32
chr6	127875686	127875836	id-88973	7.49e-05	+	TGGTGCCTATTTTCTTTAGCCGAATGGTGGCAGCA	V_CTCF_BR	37
chr6	127920476	127920626	id-88974	1	+	NA	NONE	17
chr6	127927295	127927445	id-88975	2.15e-05	+	GCTATTGTATTCTATTTAAGCACTAGAGGGCACCT	V_CTCF_BR	38
chr6	127963272	127963422	id-88976	8.58e-06	-	GGTCACTACCTCCTTTCCAGCACTAGATGGCATTT	UpstreamP1_CTCF	40
chr6	128011363	128011513	id-88977	1.93e-05	-	GGGTTGATCATGAGCATGACCACTAGATGCTGCTA	V_CTCF_BR	39
chr6	128058188	128058338	id-88978	3.1e-07	+	TGGTAGTAATTATATATTCCCACCAGATGGCAGTC	UpstreamP1_CTCF	40
chr6	128175235	128175385	id-88979	2.27e-05	+	TGTCAAGGAGTTTTAGTCTACAGCAGAGGTCAGCA	V_CTCF_BR	14
chr6	128176833	128176983	id-88980	1	+	NA	NONE	38
chr6	128277528	128277678	id-88981	6.23e-05	-	GGCCATTTTCCCTCTGAAACCTGTAGGGGGAGAAT	UpstreamP1_CTCF	36
chr6	128289668	128289818	id-88982	2.96e-05	-	TAATTTAATGCCAAAATGTCCAGTAGGTGGAGATG	V_CTCF_BR	20
chr6	128309404	128309554	id-88983	7.82e-06	-	CTGCACTCCAGCCTGGGCGACAGAGGGAGACACTG	UpstreamP1_CTCF	1
chr6	128329034	128329184	id-88984	1	+	NA	NONE	5
chr6	128616943	128617093	id-88985	5.41e-06	+	ATAGCACTTCTATTCATGGCCAGTAGGCTACACTG	Upstream_CTCF	23
chr6	128649259	128649409	id-88986	2.11e-06	-	GGCACAGTGTTAAGCTTTGTCAGTAGAGGGCACTG	V_CTCF_BR	40
chr6	128691323	128691473	id-88987	1	+	NA	NONE	14
chr6	128758868	128759018	id-88988	1	+	NA	NONE	0
chr6	128787553	128787703	id-88989	7.02e-05	-	TTACAGTTGTTACCCTGTACCTGTAGGAGGCTCTT	UpstreamP1_CTCF	10
chr6	128808319	128808469	id-88990	2.29e-05	-	GTGTCCTGCCTTCTTTTATCCAGGAGGTGGGTTCC	UpstreamP1_CTCF	38
chr6	128837820	128837970	id-88991	8.5e-06	-	GATGCAGTCTTATCAATGACCTAGAGAGGGACTAT	Upstream_CTCF	34
chr6	128840279	128840429	id-88992	2.12e-06	-	CTGAAGTTTCACCAGGTGGACGCTGGGGAGCGGGC	UpstreamP1_CTCF	35
chr6	128840637	128840787	id-88993	1.83e-05	-	CATGGGCATCGAGGTCTGGGCGCCTGGTGGAGGAA	V_CTCF_BR	17
chr6	128841782	128841932	id-88994	8.81e-07	-	GGGGCTGGCGCGCGTCTCTCCGGCAGGAGGCGGTG	V_CTCF_BR	37
chr6	128875605	128875755	id-88995	8.5e-06	-	GGTGTACACTGAAAATACTCCAACAGAGGGCACCA	Upstream_CTCF	30
chr6	128951618	128951768	id-88996	1	+	NA	NONE	2
chr6	129046890	129047040	id-88997	3.36e-05	+	ATTTGGTTTCTAAAGGCCAACGCTAGGGGTCACCC	UpstreamP1_CTCF	40
chr6	129052420	129052570	id-88998	9.62e-05	+	TGGCATTAGGCAATACTGCTCCCTAGAGGTCACTA	UpstreamP1_CTCF	39
chr6	129128832	129128982	id-88999	2.43e-06	+	TTTGTAATTTATTACTTTACCACAAGGGTGCACTA	Upstream_CTCF	40
chr6	129204221	129204371	id-89000	4.88e-05	+	GGCTGTCTCCTCCTCTTCCCCAGCAGCTGCTGCTC	V_CTCF_BR	25
chr6	129301148	129301298	id-89001	3.63e-06	+	CAATACAGGTTCATCATAGTCAGCAGGGGGCTCCA	V_CTCF_BR	21
chr6	129455796	129455946	id-89002	3.4e-06	+	TGCCACAGCTGCTGATCTGACAGGAGGTGGAGCTC	V_CTCF_BR	13
chr6	129516993	129517143	id-89003	1	+	NA	NONE	16
chr6	129573359	129573509	id-89004	1.57e-08	-	GCTGCAGTTCTTGATTTTACCTGAAGATGGCATCC	Upstream_CTCF	40
chr6	129691669	129691819	id-89005	2.18e-07	-	GCTTCATGCATATTTCTGGCCACAAGATGGCGGGC	V_CTCF_BR	40
chr6	129753974	129754124	id-89006	6.21e-06	-	CTTGCATATGCTCTTCCTCCCACTAGGGGGTCATA	Upstream_CTCF	40
chr6	129761962	129762112	id-89007	1	+	NA	NONE	17
chr6	129790534	129790684	id-89008	4.43e-05	+	CTGACCATACTCAGTACTGGCAGAAGGTGGAGACA	V_CTCF_BR	20
chr6	129793502	129793652	id-89009	1	+	NA	NONE	6
chr6	129796724	129796874	id-89010	1	+	NA	NONE	10
chr6	129820282	129820432	id-89011	2.31e-07	+	CTAGTACTTTAAAAAGTCCCCACAAGGTGGCAGAA	Upstream_CTCF	39
chr6	129822124	129822274	id-89012	1	+	NA	NONE	39
chr6	129838574	129838724	id-89013	1	+	NA	NONE	10
chr6	129876438	129876588	id-89014	8.02e-05	-	AGTGGTTCTTTTTCGCACTCCAATAGGAGGCACTC	Upstream_CTCF	5
chr6	129888647	129888797	id-89015	5.86e-07	-	AGTGGTGTCCCAGAAGCCAACTGCAGGGGGCGTGA	Upstream_CTCF	39
chr6	129896561	129896711	id-89016	5.12e-06	-	CTGATTTCTCACCTACTCATCAGTAGGTGGCAGTA	UpstreamP1_CTCF	40
chr6	129911836	129911986	id-89017	7.44e-05	-	CCTGCCGTAGAATACAGGTTCTCTAGTGGTCAGAG	Upstream_CTCF	9
chr6	129919503	129919653	id-89018	1.46e-07	+	ACTGCATTTTCACATTATTCCACAAGATGTCAGCA	Upstream_CTCF	40
chr6	129942520	129942670	id-89019	3.36e-07	+	ATGGGGCCTAAGCAAATTTCCAGCAGGGGGCAGGA	V_CTCF_BR	39
chr6	129957250	129957400	id-89020	1	+	NA	NONE	11
chr6	129984996	129985146	id-89021	2.37e-05	+	CCAGAAGTGTTTTGTTTGGCCAGCAGGGTGTTTCA	Upstream_CTCF	4
chr6	129988323	129988473	id-89022	1	+	NA	NONE	17
chr6	129992996	129993146	id-89023	3.09e-05	-	CAGTACTTCTCAGTAGTGCCCTCTAAAGGGTATTT	UpstreamP1_CTCF	32
chr6	130007377	130007527	id-89024	6.82e-05	-	TAGGAGATGAGCAGCCCAGCCTGTAGGGGACAGTG	V_CTCF_BR	13
chr6	130051760	130051910	id-89025	4.68e-07	-	GGAAGGTTGTGTCTTTTAGCCAGCAGGTGGCAATC	V_CTCF_BR	40
chr6	130054590	130054740	id-89026	4.01e-05	-	TTTACCTAAAGTCATATTCCCAGGTGGTGGCAGCA	V_CTCF_BR	9
chr6	130069516	130069666	id-89027	1	+	NA	NONE	15
chr6	130073101	130073251	id-89028	2.81e-05	-	CTAAGTATTCCCCTAAATAACACTAGATGGCGCGC	V_CTCF_BR	40
chr6	130074272	130074422	id-89029	5.01e-06	-	CTCAGCCCCCTCAGTCCCTCCAGTAGCTGGTGCTA	V_CTCF_BR	17
chr6	130096393	130096543	id-89030	1.19e-06	-	GGCATGATGCTAGGCATTGTCAGTAGAGGGCGCTA	V_CTCF_BR	40
chr6	130182884	130183034	id-89031	1	+	NA	NONE	3
chr6	130186351	130186501	id-89032	1	+	NA	NONE	2
chr6	130214974	130215124	id-89033	3.48e-06	+	TTTGAGTTGAAAACAACTGCCACTAGGTGGCAAAC	UpstreamP1_CTCF	34
chr6	130257820	130257970	id-89034	1.04e-05	-	TAAATTGTTTACACTATTACCACGTGGTGGCGCCA	V_CTCF_BR	40
chr6	130302864	130303014	id-89035	1.31e-05	-	TTACATTTTCTTCTGTCAGACACTTGGGGGCACTG	V_CTCF_BR	34
chr6	130342291	130342441	id-89036	8.21e-06	-	ACTTAAAAGACGCGTTCAACCACTAGAGGTCTCCC	V_CTCF_BR	40
chr6	130358463	130358613	id-89037	9.27e-07	+	CAGATATTACCAAGTTTATCCACCAGGGGGAAGAT	UpstreamP1_CTCF	38
chr6	130368833	130368983	id-89038	5.12e-07	+	TTGTTTTTTCTGCTCTTGCCCAGCAGATGGTACTG	UpstreamP1_CTCF	20
chr6	130397789	130397939	id-89039	3.97e-05	+	GTTACGTTTCTACTTTTGAACACTAGATGGGACTA	UpstreamP1_CTCF	25
chr6	130455916	130456066	id-89040	3.18e-06	+	GACACAGCTAACAATCCAGCCACCAGTTGTCAGTG	V_CTCF_BR	14
chr6	130469437	130469587	id-89041	3.16e-06	+	TCGAATTGCCCAGACTTGGCCAGTAGGAGTCGCTT	UpstreamP1_CTCF	37
chr6	130544800	130544950	id-89042	1.26e-05	-	CCTGCCCGTCTGCATGCTCCCTCTAGGGGTTTGAG	Upstream_CTCF	15
chr6	130560216	130560366	id-89043	1.93e-05	+	AGAGAGAGTCATCAAACAACCACCAGAGGGCCAGA	Upstream_CTCF	40
chr6	130603494	130603644	id-89044	5.3e-05	-	TTTCACACACTTCAGTTTGCCACCAGGGGAGGCTC	UpstreamP1_CTCF	39
chr6	130615057	130615207	id-89045	9.49e-08	+	GCTCAGGCTTCAAGACTGACCAGAAGAGGGCAGAC	V_CTCF_BR	39
chr6	130618130	130618280	id-89046	1.27e-06	-	ATGCAGTTCAGGCTGCAATCCAATAGATGGTGCTT	UpstreamP1_CTCF	28
chr6	130634483	130634633	id-89047	1	+	NA	NONE	29
chr6	130643938	130644088	id-89048	5.41e-07	+	TGGAAGCTGCTGCTATGGCCCACTAGGTGGCAGTA	UpstreamP1_CTCF	39
chr6	130645905	130646055	id-89049	9.66e-05	-	TGTGTAGGCTGAACCCAGACCAGTAGGCGATTGCA	Upstream_CTCF	6
chr6	130686542	130686692	id-89050	5.28e-08	+	CGCGCAGCGCCCGCGCAGCCCGCCAGGGGGACCCC	Upstream_CTCF	38
chr6	130687502	130687652	id-89051	1.08e-05	+	CTGCCGCCTTCTTCGTCCGCCTCCAGAGGCGCCCG	UpstreamP1_CTCF	33
chr6	130703028	130703178	id-89052	1.64e-05	-	GAGAGCCACTTCAGCAAGGCAGCCAGATGGCAGTG	V_CTCF_BR	18
chr6	130778893	130779043	id-89053	4.21e-05	-	GGGCCCATGCTCCAGGAGTCCAGCAGGAGGAGAGC	V_CTCF_BR	30
chr6	130795171	130795321	id-89054	1	+	NA	NONE	11
chr6	130935626	130935776	id-89055	5.38e-05	-	TGGTAAGTAACGTGTTTAGACTCAAGAGGGAGACA	V_CTCF_BR	3
chr6	130997349	130997499	id-89056	6.51e-07	-	AGTGCTGCATTCCAGGGAGCCAGCTGGTGGAGCCA	Upstream_CTCF	24
chr6	131019193	131019343	id-89057	1.55e-07	-	ACTGCGCCATTAAACTTGGCCACTTGGTGGCACCA	Upstream_CTCF	40
chr6	131064477	131064627	id-89058	8.64e-05	-	ACTGCACTTCCACTTTTATCCTCTAAGGGATTCTT	Upstream_CTCF	28
chr6	131070632	131070782	id-89059	4.48e-07	-	GTAGTACTCCTGTCCACTGCCAGCAGGGGGTGTGT	Upstream_CTCF	21
chr6	131081280	131081430	id-89060	1.64e-06	-	GGTCACTGCCTCCCTTTGAGCACTAGATGGTGCTT	UpstreamP1_CTCF	40
chr6	131110215	131110365	id-89061	3.41e-07	+	GGGGCAGTTGCACTACACAACTCCAGAGGGCATCA	Upstream_CTCF	13
chr6	131164814	131164964	id-89062	2.94e-06	-	TGATCTATTCTCACATTGGCCAAAAGAGGGGGACA	Upstream_CTCF	37
chr6	131193506	131193656	id-89063	2.46e-08	-	CACTTCAGCCACCACTTGGACAGCAGAGGGCGCTG	V_CTCF_BR	40
chr6	131206612	131206762	id-89064	2.11e-06	+	ACTCAGATCATGGAACTGGCCAGTAGGAGGAGCTC	V_CTCF_BR	40
chr6	131222162	131222312	id-89065	1	+	NA	NONE	13
chr6	131271079	131271229	id-89066	1	+	NA	NONE	2
chr6	131380784	131380934	id-89067	1	+	NA	NONE	18
chr6	131384290	131384440	id-89068	1	+	NA	NONE	35
chr6	131406222	131406372	id-89069	4.31e-05	+	GTGACCAGGCACACAGTCACCAGCAGGGGACCCCT	UpstreamP1_CTCF	30
chr6	131438029	131438179	id-89070	4.7e-06	-	GAATATCGTTTTATTTGTGTCACCAGGGGGCACTA	V_CTCF_BR	38
chr6	131489050	131489200	id-89071	5.92e-05	-	TTGAGAAAAAAATGAAATATCACTAGAGGGCAGCC	V_CTCF_BR	13
chr6	131504153	131504303	id-89072	6.46e-07	+	GAGGCAGGAGATAAACCATCCAGCAGAGGGCTCTG	V_CTCF_BR	40
chr6	131520924	131521074	id-89073	4.41e-06	+	TGCTTCATCCCCTGAAGAGCCTCGAGGTGGTGCCA	V_CTCF_BR	39
chr6	131527134	131527284	id-89074	6.51e-05	+	TGGTTAGAAATATGTGCTAACACTTGATGGCAGAA	V_CTCF_BR	5
chr6	131571430	131571580	id-89075	6.51e-05	+	AGTTGCATTAGGCTGGAGGACTGGAGGTGGAGCCT	V_CTCF_BR	9
chr6	131577200	131577350	id-89076	1	+	NA	NONE	2
chr6	131583344	131583494	id-89077	6.84e-06	-	GGATCTGCTAAAAGTTCTGCCAAGAGGGGGAGGCA	V_CTCF_BR	31
chr6	131689358	131689508	id-89078	6.15e-05	+	TGTCTATTTCCTCCCCAGTCCGCTGGAGGGCTTCG	Upstream_CTCF	18
chr6	131709318	131709468	id-89079	5.65e-05	-	CTTAGATACACACTGTTCTCCAGGGGAGGGAGCCT	V_CTCF_BR	5
chr6	131781207	131781357	id-89080	8.71e-06	+	TGCAGCCAGCTCAGCGGCGCCCCCAGAGGGTTCAG	V_CTCF_BR	39
chr6	131840832	131840982	id-89081	2.06e-09	+	GTGCAGTTCATCCTTTAGGCCAGTGGGTGGCACTT	UpstreamP1_CTCF	40
chr6	131855411	131855561	id-89082	5.67e-06	-	TTTGTTATTAAAACCTATTACACAAGAGGGCGCTA	Upstream_CTCF	36
chr6	131855779	131855929	id-89083	1	+	NA	NONE	14
chr6	131918705	131918855	id-89084	4.3e-06	-	AGTTGATTCTCCAAAACTCCCACTAGAGGGAGGAA	Upstream_CTCF	38
chr6	131949451	131949601	id-89085	6.34e-08	-	GAAGCAACTCCTTCTCCAGCCGGGAGGTGGCGGCC	Upstream_CTCF	40
chr6	131977220	131977370	id-89086	2.15e-05	-	TTACCCAAGGTGTCCCCCGCCAGTAGGGGCAGAGC	V_CTCF_BR	6
chr6	132016095	132016245	id-89087	9.67e-08	+	AGTGCAGTTTCACACTGGTTCACTAGATGGTGCTG	Upstream_CTCF	40
chr6	132104016	132104166	id-89088	2.1e-06	+	GCTGTTGTAATAATGGAAGCCAGGTGGTGGCACTG	Upstream_CTCF	22
chr6	132108428	132108578	id-89089	2.97e-06	+	AAAAAGGAATGGCCAATTCCCAGAAGGGGGCAGAG	V_CTCF_BR	2
chr6	132109668	132109818	id-89090	3.73e-06	-	GAGGCTGTTATCAGTCTGTCCACAAGGAAGCAGTA	Upstream_CTCF	24
chr6	132113490	132113640	id-89091	6.15e-05	-	AAACCTATTCTCCTGACAGCCACTAGAAGGGGAAG	Upstream_CTCF	21
chr6	132128738	132128888	id-89092	1.48e-06	-	CTGGAATTGCAGCGTGTGGTCTGCAGAGGGCATGA	UpstreamP1_CTCF	38
chr6	132231214	132231364	id-89093	1.74e-07	-	TGAACAATTCCAAGACTTGCCAGCAGGGGGAGAGC	Upstream_CTCF	40
chr6	132236413	132236563	id-89094	2.6e-07	+	GAGTGCTACATCTCTTTGCCCAGCAGGTGGCAGTA	V_CTCF_BR	40
chr6	132244625	132244775	id-89095	2.18e-07	+	GCAGCTATCTAAGTCATTGCCACAAGGTGTCGCTG	Upstream_CTCF	40
chr6	132246124	132246274	id-89096	1	+	NA	NONE	37
chr6	132250483	132250633	id-89097	3.84e-06	-	GTGCAGGAAGTGTATGCTGCCAAAGGGGGGTGCTC	UpstreamP1_CTCF	31
chr6	132271086	132271236	id-89098	6.84e-06	+	GGCGGCTCTGCTTCTCTAGCCTGCAGGAGGCGTTG	V_CTCF_BR	34
chr6	132271713	132271863	id-89099	5.96e-07	+	GATGCGAGTTGGGATCTGGGCTGCAGGGGGCGGGC	V_CTCF_BR	38
chr6	132281628	132281778	id-89100	1	+	NA	NONE	30
chr6	132344786	132344936	id-89101	6.43e-06	-	GACAGGGCCAGGCCTACTGCAGCTAGATGGCAGCG	V_CTCF_BR	24
chr6	132447439	132447589	id-89102	1	+	NA	NONE	13
chr6	132451715	132451865	id-89103	3.45e-05	+	CTGATCAATTTCCTCACTTCCAGTAGAGGCCGCCT	V_CTCF_BR	11
chr6	132482552	132482702	id-89104	2.97e-06	-	TTTAGCAGCAACTCTCTAGCCACTAGATGTCAGTA	V_CTCF_BR	38
chr6	132500639	132500789	id-89105	1	+	NA	NONE	1
chr6	132530481	132530631	id-89106	4.88e-08	+	GTGCAGTTTCACCTATAAGCCAGTAGATGGTCCTT	UpstreamP1_CTCF	9
chr6	132539332	132539482	id-89107	1.83e-05	-	TTTAATATTATTATACTGACCACTAGATGGAGACA	V_CTCF_BR	38
chr6	132569033	132569183	id-89108	3.8e-07	+	GATGCAGTTCTCAGGCTTCCCACAAGAGGAACTCA	Upstream_CTCF	23
chr6	132580349	132580499	id-89109	8.21e-05	-	TCCCAAGTTTTTAGATGTGCCACAAGGTGGTGTGA	V_CTCF_BR	38
chr6	132600759	132600909	id-89110	3.36e-07	+	TTGCAAAGTGCCAGATCTACCAGAAGAGGGCACTG	V_CTCF_BR	40
chr6	132601013	132601163	id-89111	2.8e-05	+	GAGTCATTTTTCGTCCATGCCACACGGTGGCGCCT	Upstream_CTCF	21
chr6	132619595	132619745	id-89112	1.19e-06	-	CTAAGCCAAAACAGATCAGCCAGCAGGGGTCAGGC	V_CTCF_BR	40
chr6	132621588	132621738	id-89113	6.51e-07	+	TCTGTAACCATCTGAAACACCACAAGGTGGCACGA	Upstream_CTCF	40
chr6	132714050	132714200	id-89114	5.08e-07	-	GTTAGATCCAATGAGACTACCTCCAGAGGGCAGTG	V_CTCF_BR	37
chr6	132722503	132722653	id-89115	3.18e-06	-	GGCTGGAGGCCGGTACCGGCGGGCAGGAGGCGCCC	V_CTCF_BR	24
chr6	132778135	132778285	id-89116	4.44e-06	-	CTGCTGTGACTCTTGAGAACATCCAGAAGGCTGTG	UpstreamP1_CTCF	20
chr6	132783241	132783391	id-89117	1	+	NA	NONE	2
chr6	132805413	132805563	id-89118	1.64e-05	-	AGCTTTTTTCTTAAATAATCCACTAGATGGCAGCA	V_CTCF_BR	40
chr6	132851643	132851793	id-89119	5.28e-08	+	CTAGTATTGTTCAGATTGACCGCTAGGGGGCAGCA	Upstream_CTCF	40
chr6	132919709	132919859	id-89120	1	+	NA	NONE	39
chr6	132990876	132991026	id-89121	5.38e-05	+	GATATTATATTTACATGTACCTATAGAGGGCAGCC	V_CTCF_BR	39
chr6	133036486	133036636	id-89122	8.71e-06	-	TCTTGATCCCTGCCGTCAGCCACATGAGGGAGCTT	V_CTCF_BR	38
chr6	133049878	133050028	id-89123	1.72e-06	+	AGTGTTGTATTGGTAACGGCCATCAGGGGGACACT	Upstream_CTCF	23
chr6	133056222	133056372	id-89124	1.92e-06	-	CTGGAGTGGATTTGGGAGGACTCTAGGGGGAGCTG	UpstreamP1_CTCF	37
chr6	133085706	133085856	id-89125	4.51e-05	-	CCTGTCCTGTCAGCCTTCCCCAGAGGAAGGATAAG	Upstream_CTCF	10
chr6	133089197	133089347	id-89126	5.61e-08	-	CCTGCAGTCCCTGCCACTGTCACTTGGGGCCACTA	Upstream_CTCF	35
chr6	133089449	133089599	id-89127	3.4e-06	-	CAAACCTTTCACTCTTGAACCTCCAGAGGGCGATC	V_CTCF_BR	32
chr6	133102051	133102201	id-89128	1	+	NA	NONE	38
chr6	133105101	133105251	id-89129	1	+	NA	NONE	15
chr6	133120199	133120349	id-89130	6.98e-07	-	CTTGAATCCCTGGCACCTGCCTCCAGAGGTCGCAC	V_CTCF_BR	40
chr6	133134819	133134969	id-89131	1	+	NA	NONE	3
chr6	133137892	133138042	id-89132	2.81e-05	-	GCAGTTTCCTCATGGCAGTTCAGTAGAGGGAGCCA	V_CTCF_BR	14
chr6	133144218	133144368	id-89133	2.19e-08	+	CGAATGAATTCATGCCTAGCCAGCAGAGGGCAGTA	V_CTCF_BR	38
chr6	133145866	133146016	id-89134	1.18e-05	+	GTGATATTTCACAGTGCTGCCCCCAGGTGAAAAGA	UpstreamP1_CTCF	16
chr6	133151480	133151630	id-89135	9.81e-06	+	ATTACATTCTATCCAGCAAACAGGAGATGGCAGCA	V_CTCF_BR	38
chr6	133258633	133258783	id-89136	1	+	NA	NONE	40
chr6	133282881	133283031	id-89137	5.93e-06	-	AATTTACCTCATTTATTGACCAGCAGGAGGTGCAC	Upstream_CTCF	28
chr6	133284228	133284378	id-89138	4.02e-07	+	GGTTTAACAGCTGCAGATGCCACCAGGGGGTGCCA	Upstream_CTCF	40
chr6	133286417	133286567	id-89139	1.48e-06	+	AGAGCATTAAATGCATATGCCACTAGGTGGAATAG	Upstream_CTCF	11
chr6	133361259	133361409	id-89140	4.31e-05	-	TAGTGATGGAAATACTTACCCACAAGAGGGGGCCA	UpstreamP1_CTCF	40
chr6	133452228	133452378	id-89141	7.31e-05	-	CTCCTGTGTCATTGCACACCCAGTGGCAGGAAGGC	UpstreamP1_CTCF	14
chr6	133506063	133506213	id-89142	9.41e-05	+	CATTATACTTTATTGTGGGTCAATAGGGGGAGCTC	V_CTCF_BR	39
chr6	133513086	133513236	id-89143	4.21e-05	+	AGCCAGACACTATTAATCATCAGCAGGAGGCAGTA	V_CTCF_BR	27
chr6	133561923	133562073	id-89144	6.8e-06	+	GGGGTAAGTGGAAAGGAGTCCGGCAGGGGGCCCGC	Upstream_CTCF	23
chr6	133562410	133562560	id-89145	1	+	NA	NONE	13
chr6	133608029	133608179	id-89146	1.03e-06	+	CAGCATCTCTGGTATCTACCCACTAGATGTCAGTA	UpstreamP1_CTCF	39
chr6	133652922	133653072	id-89147	7.1e-07	-	CTGCATTACCTATTTTTGGCCTCTAAAAGGCGACA	UpstreamP1_CTCF	3
chr6	133661914	133662064	id-89148	1	+	NA	NONE	8
chr6	133689882	133690032	id-89149	1	+	NA	NONE	26
chr6	133763235	133763385	id-89150	1	+	NA	NONE	5
chr6	133820569	133820719	id-89151	7.84e-05	-	GGGATCATCACACAACTTACCACTAGAGGCTTCTA	V_CTCF_BR	9
chr6	133831670	133831820	id-89152	5.08e-05	-	AGTGCAGTCCAAACTGTAACCAAAGGAGGCATTAT	Upstream_CTCF	17
chr6	133833682	133833832	id-89153	8.16e-07	-	TCATCTGATCAGACTACCACCAGAAGATGGCAGCA	V_CTCF_BR	38
chr6	133858120	133858270	id-89154	4.41e-06	-	GTGGTACCAGCTTCTGTGCCCAGAAGATGGTGCTG	V_CTCF_BR	8
chr6	133872695	133872845	id-89155	2.5e-05	-	TGGAATTACAGAGATGAGACCACAAGGAGGAACTC	UpstreamP1_CTCF	19
chr6	133874932	133875082	id-89156	1.38e-06	-	AGCACATGTGTGAAGAGTGACAGCAGGTGGCAGTG	V_CTCF_BR	40
chr6	133890116	133890266	id-89157	2.06e-07	+	CTGGCAATACCTCAGAAGGACACCAGAGGACGATG	Upstream_CTCF	40
chr6	133890845	133890995	id-89158	1	+	NA	NONE	36
chr6	133952679	133952829	id-89159	1	+	NA	NONE	27
chr6	134062654	134062804	id-89160	6.51e-05	-	TCTGCCCACATTAGGAGTTGCTGCAGGGGGAGCCT	V_CTCF_BR	10
chr6	134117116	134117266	id-89161	8.71e-06	+	ACTTTGCTGAAGTTGTTGACCAGCTGAGGGAGCTT	V_CTCF_BR	4
chr6	134138700	134138850	id-89162	8.53e-09	-	TGTGCAGTGCCTCACTTGTCCAGTAGGGGCGCCAG	Upstream_CTCF	38
chr6	134157108	134157258	id-89163	7.49e-05	-	CCAATTTTAATTTTTCCACCCAACAGGGGTCAGCA	V_CTCF_BR	23
chr6	134159002	134159152	id-89164	2.74e-08	+	TCCGCCCGTCTGCGCCTCTCCAGCAGAGGGCGCCT	V_CTCF_BR	40
chr6	134176149	134176299	id-89165	2.78e-06	+	AACCTCCCACCTGCTCCTGGCCCCAGGGGGCGCGC	V_CTCF_BR	28
chr6	134210849	134210999	id-89166	6.05e-06	-	TGTCGTTAGCCAGGATCTGCCTCAAGTGGGCGATG	V_CTCF_BR	15
chr6	134212475	134212625	id-89167	1	+	NA	NONE	4
chr6	134214287	134214437	id-89168	3.63e-05	-	GGGATCCTTCCTCCATGGCCAGGCAGAGGGCTCCA	V_CTCF_BR	9
chr6	134216737	134216887	id-89169	1	+	NA	NONE	20
chr6	134237808	134237958	id-89170	7.42e-09	-	CGATGACCGGAGGATGCAGCCAGTAGGGGGCAGTG	V_CTCF_BR	39
chr6	134242500	134242650	id-89171	3.4e-06	-	GGCACGATGCTAAACTTTATCAGTAGAGGGCGCTG	V_CTCF_BR	40
chr6	134245190	134245340	id-89172	5.9e-06	+	TTCCTGTTCACCTGTTACACCACATGGTGGCAGCC	UpstreamP1_CTCF	40
chr6	134252474	134252624	id-89173	7.27e-06	+	CCTGACTGGAAGACACTTCCCAGCAGGGGTCGACA	V_CTCF_BR	14
chr6	134266424	134266574	id-89174	2.96e-05	+	GTGTTGTTGCAGGAACTGGGCACTGGAGGAGCTGC	UpstreamP1_CTCF	15
chr6	134273106	134273256	id-89175	1.23e-05	+	CTGCCATTGACCTCAACTAACGCCAGGGGCTTCTG	UpstreamP1_CTCF	40
chr6	134294635	134294785	id-89176	7.09e-08	+	ATGCAATTTGTCGTAAAAGCCAGAAGGTGGCGATG	UpstreamP1_CTCF	40
chr6	134304670	134304820	id-89177	1	+	NA	NONE	10
chr6	134325986	134326136	id-89178	1.09e-06	-	GCTGCTGCCGTGTGAACTGCCAACAGGAGGCACAT	Upstream_CTCF	17
chr6	134384424	134384574	id-89179	5.13e-05	-	ACCTGGGAGTTAAAAGATCTCACCAGGGGGCTCCA	V_CTCF_BR	13
chr6	134385080	134385230	id-89180	1.65e-07	-	CTGCTCTTCCCTCCATCTATCAAAAGGGGGCAGCA	UpstreamP1_CTCF	39
chr6	134385737	134385887	id-89181	4.01e-05	+	GTCTGTGTCACAGAATACACCACTAGGGGTTACCC	V_CTCF_BR	11
chr6	134386959	134387109	id-89182	9.29e-06	-	GGCTCAATTTCTCTACCTGTCAAAAGGGGGCGCTG	Upstream_CTCF	40
chr6	134395299	134395449	id-89183	7.78e-06	+	GGAGAAGATCCCTCACCAACCAACAGGTGGCTTCA	Upstream_CTCF	3
chr6	134418382	134418532	id-89184	2.78e-06	-	AGCTATTATAGCAACTTCACCAGCAGATGGCAATG	V_CTCF_BR	39
chr6	134432345	134432495	id-89185	1	+	NA	NONE	40
chr6	134444840	134444990	id-89186	1.24e-05	+	TGAATAATTCACCTTTCTTCCAGCAGATGTCGCTA	V_CTCF_BR	38
chr6	134445190	134445340	id-89187	1	+	NA	NONE	26
chr6	134478019	134478169	id-89188	4.14e-06	+	GTATCATGTATCATTGTGTCCACTGGGTGGCGCTG	V_CTCF_BR	39
chr6	134492142	134492292	id-89189	1.18e-05	+	CTGTCCTTCTGCAGGAGGCCCTCCAGGAGGTGTCT	UpstreamP1_CTCF	25
chr6	134493273	134493423	id-89190	1	+	NA	NONE	8
chr6	134495188	134495338	id-89191	3.06e-08	+	CGATTTAGAATCCAGCTCGCCACTAGGGGGCACAC	V_CTCF_BR	40
chr6	134495879	134496029	id-89192	8.97e-05	+	TCAGTTTTCACCGTCATCACCACCGCGGGGAGACA	Upstream_CTCF	19
chr6	134496206	134496356	id-89193	9.51e-07	+	GCAGGAGAGAGAGAACGCGCCGGCGGAGGGCGCGG	V_CTCF_BR	9
chr6	134499707	134499857	id-89194	1	+	NA	NONE	40
chr6	134604075	134604225	id-89195	1.82e-06	+	CTGCTATGTGAAAGATGAGCCAATGGATGGCGGTA	UpstreamP1_CTCF	14
chr6	134638980	134639130	id-89196	1	+	NA	NONE	24
chr6	134649435	134649585	id-89197	1.34e-06	-	CTGCACTCCAGCCTGGGAAACAGAGGGAGGCGCTG	UpstreamP1_CTCF	7
chr6	134758616	134758766	id-89198	6.82e-05	-	ACACGGTGGGTGGACAGCACCCCCTGAGGGAGATG	V_CTCF_BR	23
chr6	134767791	134767941	id-89199	6.19e-06	-	CTGCACTTTCACGCTTACACCAGCGGAGTTCCAGG	UpstreamP1_CTCF	26
chr6	134772797	134772947	id-89200	1.52e-07	-	GGGCAGGCAGGGGCCTGGGCCTGCAGGGGGCGTGG	V_CTCF_BR	17
chr6	134779179	134779329	id-89201	1.73e-05	+	CACAGACAGCACTTTCTTACCGGCAGGAGGTGCCA	V_CTCF_BR	20
chr6	134858293	134858443	id-89202	5.98e-05	-	ATGTCATTCCATGACTCCCTCAGAAGATGCCACAC	UpstreamP1_CTCF	8
chr6	134899295	134899445	id-89203	9.26e-05	-	CTGTCATTCTTGCCTCTTTCCACTAGGCAGAAAGT	UpstreamP1_CTCF	32
chr6	134936017	134936167	id-89204	1	+	NA	NONE	5
chr6	134962185	134962335	id-89205	8.29e-12	-	CTGCAGTAGCAGACAATGAGCACCAGGGGGCAGAA	UpstreamP1_CTCF	38
chr6	134998308	134998458	id-89206	1	+	NA	NONE	14
chr6	135007238	135007388	id-89207	1	+	NA	NONE	12
chr6	135011323	135011473	id-89208	2.27e-05	-	CAAAATATTACCATTTAGTCCACCAGGTGGCTGGG	V_CTCF_BR	10
chr6	135012416	135012566	id-89209	9.29e-06	+	TTAGTGGCTCCAGGGGCTACCAATAGGGGGACAGG	Upstream_CTCF	19
chr6	135025656	135025806	id-89210	4.24e-07	+	CCTGTCATGGTGACAGCCAACAGCAGGGGGAGAGG	Upstream_CTCF	4
chr6	135027459	135027609	id-89211	1	+	NA	NONE	11
chr6	135062369	135062519	id-89212	2.1e-05	+	CGCTGCCTGCCTCAGATGGCCAGTAGGTGGGGAGC	Upstream_CTCF	25
chr6	135067396	135067546	id-89213	5.01e-06	+	GTATTTCACCACCATCCAGCCTGTTGGTGGCACTC	V_CTCF_BR	9
chr6	135144195	135144345	id-89214	1	+	NA	NONE	40
chr6	135148317	135148467	id-89215	3.66e-06	+	AAGTAGTAGCCCAGGCTGACCGCAGGGAGGTGGGA	UpstreamP1_CTCF	20
chr6	135155986	135156136	id-89216	8.56e-05	+	CAGCTTCTCCCCCTATCTGTTGCAAGGTGGAACTA	UpstreamP1_CTCF	9
chr6	135175967	135176117	id-89217	1.08e-05	-	GAGAAACTTTGTGTTTTGGCCTCCAAGTGGCAGCA	UpstreamP1_CTCF	4
chr6	135203702	135203852	id-89218	4.38e-08	-	CATGCAACACCACTGCATCCCAGCAGGTGACGCTG	Upstream_CTCF	40
chr6	135262095	135262245	id-89219	3.47e-07	-	CTGTGATGACTAAAACCTTCCACCAGATGTCACTG	UpstreamP1_CTCF	39
chr6	135273685	135273835	id-89220	2.84e-05	-	GAGTCATCTCTGTGGTTGACCTGCAGGTGGGGATC	UpstreamP1_CTCF	1
chr6	135323478	135323628	id-89221	4.41e-06	-	GAGATAGGGAATTCTTATACCACTAGGTGGCAGAG	V_CTCF_BR	40
chr6	135325546	135325696	id-89222	7.91e-05	+	AAGCTTGTATAATGGTCCTCCTGTAGGAGGAAGCA	UpstreamP1_CTCF	0
chr6	135333617	135333767	id-89223	1	+	NA	NONE	17
chr6	135384077	135384227	id-89224	2.53e-05	-	GACTTCTGAGAGGAAAGAACCAGCTGGTGGATGCG	V_CTCF_BR	5
chr6	135396254	135396404	id-89225	7.82e-06	+	TTGGCGTGACTTTTTCATGACACTAGGTGGCAGGA	UpstreamP1_CTCF	14
chr6	135408620	135408770	id-89226	1.93e-05	-	GCACAAATGCACAAAGCTCACACTAGGGGGCTCAG	V_CTCF_BR	33
chr6	135410476	135410626	id-89227	1	+	NA	NONE	39
chr6	135466216	135466366	id-89228	5.93e-06	+	AAAGTCATACCAAAAGGCAACAGTAGATGGCCCAC	Upstream_CTCF	40
chr6	135483910	135484060	id-89229	6.47e-09	-	GCTGCAATGCCAAGAATGGCCACTAGGGAACTGGG	Upstream_CTCF	40
chr6	135504186	135504336	id-89230	4.21e-05	-	GGGAACCTGCGCGGCCCCGCCCCGCGGGGGCGGCC	V_CTCF_BR	10
chr6	135505099	135505249	id-89231	2.38e-07	-	CAAGCAACCTATTCAGCCGCCCGCAGGGGGCAGCC	V_CTCF_BR	40
chr6	135548639	135548789	id-89232	7.15e-05	-	AATCACTGTAGTTTTGTTACCGGTAGAGGGTGTCC	V_CTCF_BR	3
chr6	135551297	135551447	id-89233	6.15e-05	-	GAGGCTGTAACCATTTTGAGAGACAGGGGGTGCTC	Upstream_CTCF	5
chr6	135578888	135579038	id-89234	1.92e-05	-	ATGTTATGCAAAGGAGTCACCACAAGATGTCTTCT	UpstreamP1_CTCF	27
chr6	135586532	135586682	id-89235	5.93e-06	-	TGTGTGGGCTTCAACATGACCACTAGAGGCAAAGG	Upstream_CTCF	9
chr6	135635831	135635981	id-89236	2.39e-05	-	TTGCAATACCCTAAAATCAGCAGTAGGGAACTAAG	UpstreamP1_CTCF	6
chr6	135705039	135705189	id-89237	2.19e-05	-	TTTGCAACTCACTGCTTTGCCTCTAGGGTAAAGGA	Upstream_CTCF	10
chr6	135732596	135732746	id-89238	5.86e-07	-	GATTCATTTCTTCAGTTGCCCAGCAGGAGGCTGAA	Upstream_CTCF	38
chr6	135744912	135745062	id-89239	3.22e-05	-	AGGTAATGAGGCTGATTTTTCGCTAGGTGGCAATG	UpstreamP1_CTCF	39
chr6	135760165	135760315	id-89240	3.18e-06	-	AAAGGGCAATTGATTTTTACCACTAGATGGAAGCA	V_CTCF_BR	40
chr6	135772869	135773019	id-89241	4.02e-07	+	AATGCAGTTTCTAATAAAACCACACGATGGCACTG	Upstream_CTCF	40
chr6	135827514	135827664	id-89242	4.11e-07	+	CAGTTGTCTAAAGCAATGAGCACTAGATGGCAGCA	UpstreamP1_CTCF	39
chr6	135857173	135857323	id-89243	9.4e-06	+	GGGCTGCTAGTAAATTATCCCACAAGAGGTCGCTA	UpstreamP1_CTCF	39
chr6	135861745	135861895	id-89244	1	+	NA	NONE	32
chr6	135876923	135877073	id-89245	1	+	NA	NONE	3
chr6	135914685	135914835	id-89246	1	+	NA	NONE	6
chr6	135997150	135997300	id-89247	1	+	NA	NONE	35
chr6	136064674	136064824	id-89248	1	+	NA	NONE	29
chr6	136081077	136081227	id-89249	1.21e-05	-	TGTTGAATTCCGGTACTGTCCGTGAGGGGGAGACG	Upstream_CTCF	20
chr6	136157109	136157259	id-89250	1.38e-06	+	TGACACCTTGTGGCTGCCTCCTCCAGAGGGAAGTG	V_CTCF_BR	12
chr6	136172081	136172231	id-89251	1.63e-05	-	AGGGAGATGCCTCCTGATGCCAGCAGGAGTCATTC	Upstream_CTCF	16
chr6	136174471	136174621	id-89252	1	+	NA	NONE	20
chr6	136204333	136204483	id-89253	1	+	NA	NONE	6
chr6	136228206	136228356	id-89254	1	+	NA	NONE	15
chr6	136231033	136231183	id-89255	1.71e-06	-	CAGTCTCTTGCAAATGTAAGCAGTAGAGGGCGCCA	V_CTCF_BR	38
chr6	136257586	136257736	id-89256	1	+	NA	NONE	2
chr6	136259874	136260024	id-89257	8.46e-07	-	TCTGTCATTTTATCCCTAGACAGTAGAGGGCAATA	Upstream_CTCF	38
chr6	136341330	136341480	id-89258	1.39e-05	-	TTTAATTATATCAAGTCAGCCGGAAGGTGGAGCAA	V_CTCF_BR	2
chr6	136353271	136353421	id-89259	8.02e-05	+	TTTGTCTAGGGAAATGAGGCCAGTAGGGGGCCTGA	Upstream_CTCF	40
chr6	136355691	136355841	id-89260	6.39e-08	-	ATTTAGCCCCCCTCCTTCACCAGCAGTGGGCAGCA	V_CTCF_BR	18
chr6	136359461	136359611	id-89261	3.06e-08	+	CGGGAAGCCGGCCGGGGTGCCAGCAGGGGCCGCTG	V_CTCF_BR	27
chr6	136422889	136423039	id-89262	1	+	NA	NONE	20
chr6	136479729	136479879	id-89263	1	+	NA	NONE	11
chr6	136522992	136523142	id-89264	1	+	NA	NONE	17
chr6	136523566	136523716	id-89265	5.92e-05	+	AGGTTCTGGATGGACAGCAACTATAGGGGGCAGTA	V_CTCF_BR	27
chr6	136530039	136530189	id-89266	1	+	NA	NONE	14
chr6	136547474	136547624	id-89267	1.21e-09	-	CTGCAGTTCTCCATATTTACCACGAGAGGACAGTA	UpstreamP1_CTCF	40
chr6	136609357	136609507	id-89268	1.09e-06	-	GTGCTCGTCCCACTGCACTCCAGCGGGGGCAACAG	UpstreamP1_CTCF	4
chr6	136610037	136610187	id-89269	1	+	NA	NONE	6
chr6	136610367	136610517	id-89270	4.65e-05	+	GAGGCGGACACAAGTTGCACCTCCAGCGGCCGTCG	V_CTCF_BR	36
chr6	136638285	136638435	id-89271	3.63e-06	-	CTACCATGTCTCCAAATCTCCAGAAGGTGGAGGCA	V_CTCF_BR	40
chr6	136656105	136656255	id-89272	5.26e-07	-	GGTGCCCCGCTGCTCAAAACCCCTAGGGGGAGCAG	Upstream_CTCF	35
chr6	136659773	136659923	id-89273	9.25e-06	-	GTTAGTTGACACTGGCCAGCCTCCAGGAGGTGCTA	V_CTCF_BR	25
chr6	136663212	136663362	id-89274	1.48e-06	+	TTGCTTTTATAGTAACACACCACGAGGTGGTGCGG	UpstreamP1_CTCF	11
chr6	136700150	136700300	id-89275	9.62e-08	+	CTTCTGTTCCACTCCACAAACAGCAGGTGGCAAAG	UpstreamP1_CTCF	33
chr6	136750467	136750617	id-89276	1	+	NA	NONE	12
chr6	136846877	136847027	id-89277	1.03e-05	+	GGGCTGGATCTGGCTCCGACCAAAGGGTGGAGCTA	UpstreamP1_CTCF	17
chr6	136847661	136847811	id-89278	7.73e-06	+	GCTGGGTTCTGGGAACTCACCAGCAGAGGGTTACA	V_CTCF_BR	37
chr6	136868599	136868749	id-89279	1	+	NA	NONE	39
chr6	136871762	136871912	id-89280	9.49e-08	+	TTCCGGTCGCCGCGGCCGACCAGCTGAGGGCTCCC	V_CTCF_BR	27
chr6	136904257	136904407	id-89281	8.58e-06	+	ATTAAATTTTTCTCAATGGCCACTAGATGGCATTT	UpstreamP1_CTCF	37
chr6	136929430	136929580	id-89282	7e-10	+	GCTGCAGTGCTGAGAGTAGACAGTAGGGGGCAAAA	Upstream_CTCF	40
chr6	136947671	136947821	id-89283	1	+	NA	NONE	1
chr6	136965396	136965546	id-89284	7.73e-06	+	CACCTACCTGTAGGACACACCACAAGGAGGCGCTG	V_CTCF_BR	40
chr6	136975332	136975482	id-89285	1.32e-05	+	TCAGCAATTCCTATGCCCACCAGCAGGCTCTAAAA	Upstream_CTCF	35
chr6	137060767	137060917	id-89286	1.1e-05	+	CAGTCACTATTTTGGGGGGTCTGAAGGGGGCAGAC	V_CTCF_BR	5
chr6	137078298	137078448	id-89287	1	+	NA	NONE	6
chr6	137105083	137105233	id-89288	1	+	NA	NONE	3
chr6	137113680	137113830	id-89289	1.84e-06	-	TGCGCGCCAGGTAGCTCCGCACCCAGGGGGCGCCC	V_CTCF_BR	38
chr6	137114211	137114361	id-89290	2.6e-06	-	TCCACCAGGCCGCCAAGGCCCGGAGGGGGGCGCCC	V_CTCF_BR	40
chr6	137144016	137144166	id-89291	1	+	NA	NONE	39
chr6	137167310	137167460	id-89292	7.44e-06	+	AATGGTGGCCTTGTTTTTACCATTAGGTGGCGCTG	Upstream_CTCF	40
chr6	137185025	137185175	id-89293	4.03e-06	+	TGGCATTTGTCGTCCAGCAACACAAGGAGGCAGCA	UpstreamP1_CTCF	15
chr6	137248582	137248732	id-89294	2.18e-07	-	GAAGCAGGGGCCCAGTTGGGCACTAGGTGGGGGTG	Upstream_CTCF	39
chr6	137278544	137278694	id-89295	1.41e-05	+	TGGCACACAGCCTCTGAGCCCAGAAGGGGGCCCCG	UpstreamP1_CTCF	14
chr6	137289389	137289539	id-89296	8.02e-05	+	GGTAATATAACAACTGTCGCCACACGGTGGCAGCA	Upstream_CTCF	39
chr6	137335102	137335252	id-89297	5.67e-06	-	CATGTCCTTGCCTCCTTATCCATTAGGTGGAGCAA	Upstream_CTCF	40
chr6	137361657	137361807	id-89298	1.37e-05	-	CATGCTGTTCCAGCTTTGGCCACTAAGAGTTCCTT	Upstream_CTCF	24
chr6	137397779	137397929	id-89299	5.01e-06	+	TGGAGATGCAGCCAGCTAGCCACTGGGTGTCACTG	V_CTCF_BR	40
chr6	137415604	137415754	id-89300	5.67e-06	+	ACAGTACCTTGAAATATGGCCACAGGAGGTCAGTA	Upstream_CTCF	40
chr6	137454420	137454570	id-89301	2.66e-05	-	AGGGTGCTGCTTCAGCTCAGGTCCAGGGGGCGCAC	V_CTCF_BR	7
chr6	137457332	137457482	id-89302	1	+	NA	NONE	34
chr6	137475980	137476130	id-89303	1	+	NA	NONE	0
chr6	137477222	137477372	id-89304	1	+	NA	NONE	6
chr6	137487280	137487430	id-89305	6.46e-07	-	CTTTGGGCTAAAGTTCCGGCCGGCAGAGGGCAGGT	V_CTCF_BR	33
chr6	137514119	137514269	id-89306	9.25e-06	+	AACTTTACAATGCGCTTGGCCAAGAGGGGGCGTCC	V_CTCF_BR	5
chr6	137523346	137523496	id-89307	1	+	NA	NONE	35
chr6	137542050	137542200	id-89308	1	+	NA	NONE	1
chr6	137592843	137592993	id-89309	1.41e-06	+	TTGTAATAGCTGCCATAATCCACTAGATGTCAATG	UpstreamP1_CTCF	39
chr6	137635542	137635692	id-89310	2.46e-08	-	TAGAAGCAGTGCCGAGTGACCACGAGAGGGCAGCA	V_CTCF_BR	40
chr6	137663150	137663300	id-89311	5.01e-06	+	TCAGGAGAGGGGTTCATGCCCACAAGGTGGCATCA	V_CTCF_BR	37
chr6	137692633	137692783	id-89312	6.84e-06	-	TGCCTAAATGAGAACCTGACCAAAAGGGGGCGCTT	V_CTCF_BR	32
chr6	137736849	137736999	id-89313	3.11e-05	-	TTCTGGCATTTATTGTCAACCGGCAGGGGTTGCTA	V_CTCF_BR	39
chr6	137765147	137765297	id-89314	5.08e-05	-	TTCCCAGTACCCAAGTCAGCCACTTGGAGGCCCAA	Upstream_CTCF	17
chr6	137796387	137796537	id-89315	1	+	NA	NONE	25
chr6	137810808	137810958	id-89316	3.4e-06	-	CCAGGGTTTCCTCGCTCCAGCAGCAGGGGGCCTTG	Upstream_CTCF	21
chr6	137851706	137851856	id-89317	5.08e-05	+	GTGCTCTTCCTCCCAGGTGGCTGCATGGCCCAGTC	UpstreamP1_CTCF	10
chr6	137864354	137864504	id-89318	3.11e-05	+	TGTCAGGTGAGAAGGACACCCTGCTGGTGGAAGCA	V_CTCF_BR	4
chr6	137881014	137881164	id-89319	4.31e-07	+	TGTGATGGTTGGCCTCCTGCCAGGAGGTGGCGCTT	V_CTCF_BR	11
chr6	137893109	137893259	id-89320	2.05e-09	-	TCTGCAATTCCAGAGTCCACCAGCAGGTGCAGTGG	Upstream_CTCF	39
chr6	137909675	137909825	id-89321	1.85e-07	+	CTGCAGTTTCTGCTATCTGCCTGCAGGAGAGAGCA	UpstreamP1_CTCF	14
chr6	137910601	137910751	id-89322	8.17e-10	-	GTGCAGTTTGACCTCCTTGCCAGTAGGTGGCAACT	UpstreamP1_CTCF	40
chr6	137947009	137947159	id-89323	2.53e-05	-	GGAAACAGGTCCCCTTGTGGCTGCGGGTGGCAGTC	V_CTCF_BR	29
chr6	137962751	137962901	id-89324	6.98e-07	-	TTTAAGATCTACCCAGAGGCCAGGAGAGGGCAGTG	V_CTCF_BR	40
chr6	137982877	137983027	id-89325	6.39e-08	+	CCCCAGGAAAACATGCTAGCCACTAGGTGGAGCCG	V_CTCF_BR	40
chr6	138018599	138018749	id-89326	3.16e-06	-	CTGTCATTGCTGACAATTTCCACAAGGAGTCACAG	UpstreamP1_CTCF	20
chr6	138024058	138024208	id-89327	2.43e-06	-	GCTGCTATTTTCAGAATAGACTGTAGGGAGCAAGA	Upstream_CTCF	10
chr6	138026561	138026711	id-89328	2.01e-05	+	ATTGTCTTCTCTCATTTCTGCACAGGGTGGCGCTG	Upstream_CTCF	40
chr6	138029102	138029252	id-89329	5.2e-08	+	TTGCTGTTTCATGACATTACCAATAGATGGCAGCA	UpstreamP1_CTCF	40
chr6	138030925	138031075	id-89330	4.7e-06	+	GCCTGGATGTGCTCAGGGCCCTCCAGGGGGCAACT	V_CTCF_BR	8
chr6	138045245	138045395	id-89331	1.93e-05	+	ACCTCATGGAACACATAGCCCAGCAGATGGCAAGC	V_CTCF_BR	7
chr6	138062110	138062260	id-89332	1.14e-06	-	ATGTAAGGACAGCAGGTGGCCTGCAGGGTGTGCTC	UpstreamP1_CTCF	25
chr6	138085112	138085262	id-89333	1	+	NA	NONE	5
chr6	138098045	138098195	id-89334	1	+	NA	NONE	17
chr6	138121218	138121368	id-89335	1	+	NA	NONE	40
chr6	138138469	138138619	id-89336	7.49e-05	+	GGCCAAATTAAACAGTATTCCACCAGGGGGTGAGC	V_CTCF_BR	5
chr6	138166646	138166796	id-89337	1.72e-06	+	AGTGCTCTAATAGAAATATCCACTGGGTGGAGTGG	Upstream_CTCF	27
chr6	138186117	138186267	id-89338	8.99e-05	+	GTGGAAAGGACAGTAAAGACCGCCTGGTGGTGGGA	V_CTCF_BR	5
chr6	138188199	138188349	id-89339	8.62e-10	-	GCGAAGTGCGTCCAGCCGGCCGCCAGAGGGCGCAG	V_CTCF_BR	40
chr6	138190557	138190707	id-89340	4.88e-05	+	ATGATTTTGCCCAATTCCACCTGTAGAGGACGTCT	UpstreamP1_CTCF	23
chr6	138191130	138191280	id-89341	2.43e-06	+	CCTTCATTTGCCAGAGTGGCCTCCTGGTGGAAACT	Upstream_CTCF	12
chr6	138191975	138192125	id-89342	1	+	NA	NONE	25
chr6	138199915	138200065	id-89343	1	+	NA	NONE	2
chr6	138200312	138200462	id-89344	2.1e-05	-	CTTGCTCGTCCCCGTCCTGTCCCCAGGAGTCCGTG	Upstream_CTCF	19
chr6	138243175	138243325	id-89345	3e-08	+	GTAGCAGTAGCAGTGATGTCCAGCGGGTGGCAGCT	Upstream_CTCF	38
chr6	138261138	138261288	id-89346	4.88e-05	-	TTACATATCCCATAGCAGAACACAAGGGGTCAGCC	V_CTCF_BR	37
chr6	138266170	138266320	id-89347	1.28e-06	-	TGATTAGTTTCCTTCTATTCCAGCAGGTGGAGCTA	Upstream_CTCF	40
chr6	138267405	138267555	id-89348	7.49e-05	+	GACTGTTGCAGTAATTGAGGTTGCAGGGGGCAGCG	V_CTCF_BR	3
chr6	138272291	138272441	id-89349	3.45e-05	+	AGCACAATGCTAAGCTTTGTCAGCAGATGCCACTG	V_CTCF_BR	2
chr6	138272667	138272817	id-89350	2.19e-05	-	GAGAAGGTGTGTTTGCAGTCCACTAGATGTCAGAG	UpstreamP1_CTCF	6
chr6	138291557	138291707	id-89351	2.1e-05	+	CAGCATGTGCCGCAGTCCTCCAGGGGAGGGGGCAT	UpstreamP1_CTCF	1
chr6	138296899	138297049	id-89352	9.25e-06	-	AGCTGAATATTTAAATTTGCCACAGGATGGCAGCA	V_CTCF_BR	32
chr6	138323008	138323158	id-89353	5.01e-09	+	TCGGCCTAGCGGTAGACTGCCTCCAGGGGGCACCA	V_CTCF_BR	40
chr6	138325692	138325842	id-89354	1.64e-05	-	ACCACCTAAATCACCTCTGCCACTGGGTGTCAGTC	V_CTCF_BR	39
chr6	138328177	138328327	id-89355	6.34e-08	-	AGGGCAACTTTGGTCTCTGCCACGAGGGGGCAGAA	Upstream_CTCF	40
chr6	138338257	138338407	id-89356	8.02e-05	+	TGTGCAGGCAGAAAGTGTGACTCCTGGAGGCAGAG	Upstream_CTCF	2
chr6	138356243	138356393	id-89357	4.68e-05	-	CTGCAAGCAGTGGCAAGTCCGGGCAGGTGGAGCAT	UpstreamP1_CTCF	4
chr6	138357327	138357477	id-89358	5.37e-06	+	GGGCCGTCATACTCCTAGGCCTCCAGAGAGCGCCA	UpstreamP1_CTCF	8
chr6	138404900	138405050	id-89359	3.4e-06	+	TTACATCAGACCCTTCCATCCTGGAGGGGGCAGTA	V_CTCF_BR	3
chr6	138428673	138428823	id-89360	4.5e-05	+	GTTCTGGTGACACCGGGCGGCGGCGGAAGGCGGCC	UpstreamP1_CTCF	10
chr6	138428955	138429105	id-89361	1.64e-05	-	GAGGAAGGGATCACCTGTGTCAGCAGGGGTCAGGG	V_CTCF_BR	7
chr6	138430647	138430797	id-89362	1.41e-09	-	GGCGCAATCCCTACATTGTCCAGCAGGGGGAACTA	Upstream_CTCF	40
chr6	138435078	138435228	id-89363	2.96e-05	-	TGGGTGTAGAAGCTGCCAGCCTGTAGGAGGAGACA	V_CTCF_BR	8
chr6	138437111	138437261	id-89364	3.91e-06	+	AAGGAAGTATTTCTTTGGAACACTAGATGGCAGTA	Upstream_CTCF	39
chr6	138450465	138450615	id-89365	2.29e-05	+	GTGCCATTTAGACCAGCAGTAGCCAGAGGGCAGTC	UpstreamP1_CTCF	21
chr6	138532303	138532453	id-89366	5.12e-06	-	CCGCTGAGATTCTGATTCAGCAGCAGGAGGCAGTA	UpstreamP1_CTCF	23
chr6	138554007	138554157	id-89367	1	+	NA	NONE	23
chr6	138597294	138597444	id-89368	8.58e-06	+	CTGCAAAGCTGCGAGCTGACCACCAGGCTCCAGAT	UpstreamP1_CTCF	14
chr6	138599524	138599674	id-89369	3.41e-07	-	GCTGCTATTCCCGTCAAAGCCAGGAGAGTGCATCA	Upstream_CTCF	40
chr6	138607048	138607198	id-89370	4.96e-08	+	AGAGCAGTGCCATTGGTGGCCAGCTGATGGCCTCG	Upstream_CTCF	24
chr6	138608467	138608617	id-89371	1.26e-07	-	GCCTGCTGCACTTTCCTTGCCACCAGGGGTCAGTA	V_CTCF_BR	40
chr6	138611055	138611205	id-89372	1.74e-07	+	GGTGCATGACGGGCTCCCACCCCCAGATGGCACTA	Upstream_CTCF	31
chr6	138618887	138619037	id-89373	9.29e-06	+	TGGGTAGTTCTGGTGTTGGCCAGGGGTGGCAGATC	Upstream_CTCF	12
chr6	138629627	138629777	id-89374	7.31e-05	+	CTGCCGAGCTGCTCCCCTGCCGGCAGAGCTGAGCA	UpstreamP1_CTCF	30
chr6	138694067	138694217	id-89375	6.75e-05	+	AGGAAATTACAGAATATTACCACAGGGTGGCTTTT	UpstreamP1_CTCF	20
chr6	138703811	138703961	id-89376	2.39e-05	+	CTTCCCCTACTCCCCACTGCCCCCGGAGGCCACTC	UpstreamP1_CTCF	16
chr6	138718777	138718927	id-89377	3.18e-06	-	GTCACCGGGCCTTGATTAACCTCAAGGGGGTGCAA	V_CTCF_BR	11
chr6	138724640	138724790	id-89378	2.43e-06	+	GGCTGCCCACGATGGGAGTCCTCTGGGGGGCGCCG	V_CTCF_BR	31
chr6	138725181	138725331	id-89379	5.51e-07	-	CACACAGGTGGCCCCGCGGGCAGTAGGGGGTGGCG	V_CTCF_BR	12
chr6	138725377	138725527	id-89380	4.23e-08	-	CGATGCGTCTGCCTCTGGACCGCGAGGGGGCGCCG	V_CTCF_BR	38
chr6	138727696	138727846	id-89381	6.21e-05	-	AGCTGCCTTGCCTCTTCCACCACATGAGGGCATTT	V_CTCF_BR	17
chr6	138745450	138745600	id-89382	1.67e-08	+	CATGCTGTACCTGCTGCTGGCGGCAGAAGGCGGCG	Upstream_CTCF	2
chr6	138750211	138750361	id-89383	1.28e-06	+	AACCCAACGATTTCTGATGCCAGTAGATGGCACTA	V_CTCF_BR	40
chr6	138829611	138829761	id-89384	1.01e-05	-	CATGGAATTGAAAACTGGACCACAAGATGGGGTAT	Upstream_CTCF	8
chr6	138830631	138830781	id-89385	4.23e-06	-	GTTGAGTGTCATGGTGTCCCCTGTAGGTGGCGACC	UpstreamP1_CTCF	40
chr6	138838813	138838963	id-89386	1.52e-07	-	TGCGCATGCTCTGTGATGACCAGCAGGTGGCAACA	V_CTCF_BR	40
chr6	138841701	138841851	id-89387	3.45e-05	-	AGAAATATTCTCATTTTTACCAGCAGAGGGAGATT	V_CTCF_BR	39
chr6	138850760	138850910	id-89388	1	+	NA	NONE	19
chr6	138910052	138910202	id-89389	3.31e-11	+	ATGCAGTGCTTGTAGTTGACCAGCAGGTGGCAGAA	UpstreamP1_CTCF	40
chr6	138912136	138912286	id-89390	2.27e-06	-	CCATGCTTGCCCCATACAGTCACTAGGTGGCAGTA	V_CTCF_BR	40
chr6	139013466	139013616	id-89391	5.23e-10	+	CCCCCGCGCCGACCCAGGGCCGCCAGGGGGCGGGC	V_CTCF_BR	39
chr6	139014377	139014527	id-89392	1.29e-05	+	CTGCCGCGCCCAGCGCCCGCAGCCAGTGGCGGCCC	UpstreamP1_CTCF	13
chr6	139014869	139015019	id-89393	4.1e-06	-	CCAGCTGTAGTAGCAGGCAGCCACAGGGGGAGTCA	Upstream_CTCF	23
chr6	139045248	139045398	id-89394	1.71e-06	+	ACCACAAGAGAAATTCCAGCCAGGAGGGGCCGCCC	V_CTCF_BR	20
chr6	139062470	139062620	id-89395	1	+	NA	NONE	5
chr6	139073320	139073470	id-89396	7.73e-06	+	GACAGCACAAAGGCTTTCACCAGATGCTGGCACCA	V_CTCF_BR	20
chr6	139076010	139076160	id-89397	1	+	NA	NONE	3
chr6	139087158	139087308	id-89398	4.7e-06	-	TAGTCATACCTGCCTCTGATCTCCAGGTGGCAGTA	V_CTCF_BR	38
chr6	139107742	139107892	id-89399	7.84e-05	-	GGAAGTTGAGGCTGCAGTGAGCCCAGATGGCGCCA	V_CTCF_BR	15
chr6	139122045	139122195	id-89400	4.02e-07	+	AATGCTCTGCCCTCACATGGCAGAAGGTGGAAGGG	Upstream_CTCF	20
chr6	139126625	139126775	id-89401	1.7e-05	+	TGGGCAGTTCTTCTCTTTGTATGTAGGGGGCTGGG	Upstream_CTCF	8
chr6	139137301	139137451	id-89402	7.23e-07	+	CAGGCAATTTTAGTTGTGACCACTGGAGGTCATTA	Upstream_CTCF	40
chr6	139266629	139266779	id-89403	1.81e-06	-	GGTGTAATTCCCCCACCACCTGGCAGGGGGCAAGT	Upstream_CTCF	35
chr6	139270029	139270179	id-89404	5.48e-05	+	GAAGAAGTTCCTGTTCCTGCCACTAAGGAGCATGT	Upstream_CTCF	20
chr6	139287212	139287362	id-89405	1	+	NA	NONE	11
chr6	139305596	139305746	id-89406	1.48e-05	+	CAACATTTCTGGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	23
chr6	139309436	139309586	id-89407	4.73e-15	-	TCCCGCCGCCGGGCGCCGGCCACCAGGGGGCGCTG	V_CTCF_BR	40
chr6	139388125	139388275	id-89408	1	+	NA	NONE	5
chr6	139430806	139430956	id-89409	2.67e-06	+	TCAGCACCTCTCTCTTGTGCCACCATGTGGAGACG	Upstream_CTCF	37
chr6	139439006	139439156	id-89410	2.15e-05	+	ATATTTGCAAACAATGTATCCAGCAGGGGGCAAAT	V_CTCF_BR	31
chr6	139446115	139446265	id-89411	1.18e-05	+	CACCGGCTCCCAGCTTTGTACACCAGAGTGCGCTC	UpstreamP1_CTCF	39
chr6	139454548	139454698	id-89412	1.77e-05	+	ACTTCATTTACATGAGAAACCTCCAGGGGGTATTT	Upstream_CTCF	8
chr6	139456876	139457026	id-89413	2.53e-05	-	CCGCCGCCAGGCGTGGGGACCGCGAAGGGGCAGCC	V_CTCF_BR	21
chr6	139485272	139485422	id-89414	3.71e-05	+	AGTCCCGTGCCCCACGCTGCCACCAGGGGAGCTTT	Upstream_CTCF	25
chr6	139494486	139494636	id-89415	1	+	NA	NONE	16
chr6	139540441	139540591	id-89416	7.73e-06	+	TGGCTACATCTCCAGCGGTTCAGTAGGTGGCACTG	V_CTCF_BR	40
chr6	139551715	139551865	id-89417	3.11e-05	+	AGACATACTCCTTTTCTTGCCTGGGGATGGAGCTG	V_CTCF_BR	29
chr6	139571813	139571963	id-89418	9.84e-06	+	CTGTAGTTGCAGGCTGCAGACAGACGGGGCAGGAG	UpstreamP1_CTCF	40
chr6	139579067	139579217	id-89419	8.89e-06	+	CCTACAGTGTCCCCTCTGGCCATCTGAGGGGAGTG	Upstream_CTCF	11
chr6	139613065	139613215	id-89420	1.93e-05	+	AGTCAGAGCTGCAGCAACAGCAGGAGAGGGCGGGC	V_CTCF_BR	11
chr6	139613280	139613430	id-89421	1	+	NA	NONE	12
chr6	139656661	139656811	id-89422	4.21e-05	-	TTCAGACCAGTTCTAAACGCCTGCAGAGGTAACAG	V_CTCF_BR	2
chr6	139685650	139685800	id-89423	1.59e-06	-	TGTTCCTTTCATCACTTAACCACTAGATGGAGCTA	V_CTCF_BR	38
chr6	139689289	139689439	id-89424	7.73e-05	-	GGAGCACTAAATGAAGCAGCCCCAGGAGGCAGTTA	Upstream_CTCF	7
chr6	139690730	139690880	id-89425	8.19e-06	+	TTGACCTTCTAAATAAATTCCACAAGGGGGCGAAA	UpstreamP1_CTCF	40
chr6	139694365	139694515	id-89426	1	+	NA	NONE	13
chr6	139694552	139694702	id-89427	1	+	NA	NONE	33
chr6	139695618	139695768	id-89428	9.66e-05	-	AGGGAACGGCTCCGAATCTGCCCCAGCGGCCGCTG	Upstream_CTCF	35
chr6	139696046	139696196	id-89429	8.16e-07	-	GGGGGTGGGGTAGATCCAGCCTGAGGGGGGCGGTG	V_CTCF_BR	12
chr6	139696656	139696806	id-89430	1	+	NA	NONE	30
chr6	139696974	139697124	id-89431	1	+	NA	NONE	9
chr6	139697809	139697959	id-89432	1	+	NA	NONE	27
chr6	139798028	139798178	id-89433	1	+	NA	NONE	0
chr6	139959919	139960069	id-89434	1	+	NA	NONE	0
chr6	140199254	140199404	id-89435	1	+	NA	NONE	6
chr6	140202920	140203070	id-89436	8.53e-09	+	TAAGCAGTTCTGGAAATGCCCTCCAGGTGGCATTA	Upstream_CTCF	40
chr6	140216652	140216802	id-89437	2.28e-05	-	AATGCACAATGTATTTTAAACACTAGAGGGAGTGA	Upstream_CTCF	29
chr6	140248556	140248706	id-89438	1.69e-05	-	CTGTATGAAATGTGTCTGGCCCATAGGAGGCACTC	UpstreamP1_CTCF	36
chr6	140317700	140317850	id-89439	3.81e-05	-	TTCCATGGTAAACCACAAAACTCTAGATGGCAGCA	V_CTCF_BR	20
chr6	140332912	140333062	id-89440	1	+	NA	NONE	3
chr6	140374002	140374152	id-89441	8.34e-07	+	TTGCCTTGCCCCATCCTGACCTCAAGGTGGCCTCC	UpstreamP1_CTCF	40
chr6	140382593	140382743	id-89442	8.13e-06	-	TTTGGACATTTTGCAGTGTCCCCTAGGTGGCAAAA	Upstream_CTCF	11
chr6	140427130	140427280	id-89443	1.28e-06	-	GAAAAATTCCCTCGTGTTTCCAGCAGGGGGAGGGG	V_CTCF_BR	40
chr6	140749081	140749231	id-89444	8.33e-05	-	TTGGCAGTACTTCTTGTGGCCTAAGGTGGCAGTAG	Upstream_CTCF	23
chr6	140762544	140762694	id-89445	2.11e-06	-	ATGTTCCATTCTGGCCCTGCCCCCAGATGGAGCTG	V_CTCF_BR	38
chr6	140860178	140860328	id-89446	1	+	NA	NONE	16
chr6	140971375	140971525	id-89447	9.84e-05	+	TTCAGTTCACCAAGGCTGACCTCGTGTGGCCACTG	V_CTCF_BR	16
chr6	140993171	140993321	id-89448	4.88e-05	+	TTGCTCTCTCTCTCTACTGCCACCAAGTGAGGAAG	UpstreamP1_CTCF	24
chr6	141179015	141179165	id-89449	1	+	NA	NONE	9
chr6	141236449	141236599	id-89450	2.15e-05	+	CACAATATGCCTCCTCCTTCCAGCAGGTGGTAGAT	V_CTCF_BR	16
chr6	141242879	141243029	id-89451	1.24e-05	-	TGGGAGATGCATTCCCTAACCTCTAGGAGGAGCTC	V_CTCF_BR	40
chr6	141301807	141301957	id-89452	3.81e-05	-	AAGCAGTTACAAAGATGAGAGGACAGAGGGAGCTG	UpstreamP1_CTCF	19
chr6	141398945	141399095	id-89453	7.84e-05	-	GCGGGTAGAGAAAAACCATCCAGTAGGGGCAGCGT	V_CTCF_BR	36
chr6	141516733	141516883	id-89454	2.28e-05	-	CTGGCAATACTCCTCATGGCCTGGGGTGGCAGTAG	Upstream_CTCF	24
chr6	141524082	141524232	id-89455	1	+	NA	NONE	6
chr6	141630544	141630694	id-89456	4.21e-05	+	CTGACTATCACTTGACATTCCTGGAGGGGGCTCTC	V_CTCF_BR	23
chr6	141675464	141675614	id-89457	1	+	NA	NONE	23
chr6	141730938	141731088	id-89458	1	+	NA	NONE	2
chr6	141747652	141747802	id-89459	6.21e-05	-	AGGTATATACTATGCATAACCACTAGGTGCAAGGG	V_CTCF_BR	18
chr6	141816996	141817146	id-89460	5.67e-06	+	CATGCATTACGTTTTTTCCCCACTAGGGGAATTTC	Upstream_CTCF	14
chr6	141884074	141884224	id-89461	1.1e-06	-	GCACAGTTCAAGGATCTTTCCACTAGGTGGCAGAA	V_CTCF_BR	40
chr6	141916131	141916281	id-89462	2.78e-06	+	AAAGTCAGTTGGCCATTGACCACATGAGGGCAGAA	V_CTCF_BR	20
chr6	141932057	141932207	id-89463	1.62e-08	+	CAGCAGTAGCAGTCCAGGACCAGCAGATGGCCAGA	UpstreamP1_CTCF	35
chr6	141962675	141962825	id-89464	1.51e-08	+	CTGCTATTACAATTTTTTTCCACCAGATGGTAGCC	UpstreamP1_CTCF	15
chr6	141997222	141997372	id-89465	4.43e-05	-	TTTGATAGTTCATGTCTTTCCTGTTGGTGGCACTG	V_CTCF_BR	30
chr6	141998862	141999012	id-89466	2.11e-06	+	GGACAACTTACAGATACTACCACAAGGGGGCTCAG	V_CTCF_BR	38
chr6	142003686	142003836	id-89467	7.02e-05	+	AAGCATGCCTATTTACTAACCACTAGAGGAAATCA	UpstreamP1_CTCF	6
chr6	142310503	142310653	id-89468	2.08e-07	+	ATGAGGTTCCTCCACCATTCCAGCAGAGGGCACAC	UpstreamP1_CTCF	40
chr6	142366655	142366805	id-89469	1.56e-06	-	CAGTCATTTCAGACAAATGCCAGAAGATGGCAGTC	UpstreamP1_CTCF	29
chr6	142393169	142393319	id-89470	4.14e-06	-	TGGCCCTCTTCTCACAGCTCCACTAGGTGGTGCTC	V_CTCF_BR	23
chr6	142433710	142433860	id-89471	2.15e-05	-	TACAAAATGTGACCAGCACTCAGTAGGTGGCGCTA	V_CTCF_BR	40
chr6	142460128	142460278	id-89472	3.5e-05	-	GTGTCACCACCACAGTCAACCAGCAGGAGGGTAGA	UpstreamP1_CTCF	10
chr6	142464137	142464287	id-89473	1	+	NA	NONE	0
chr6	142468111	142468261	id-89474	4.21e-05	+	ACAAAAACCCTTCCTCCTACCAGCAGAGAGCGCTA	V_CTCF_BR	40
chr6	142477699	142477849	id-89475	2e-06	+	GTTTCAATTTTTAAAGCTTCCTCTAGGGGGTGACA	Upstream_CTCF	34
chr6	142488745	142488895	id-89476	3.81e-05	-	GGGTAGTTAACAGTAGCAGACGACAGGAGTCAGTA	UpstreamP1_CTCF	3
chr6	142500549	142500699	id-89477	1	+	NA	NONE	9
chr6	142509626	142509776	id-89478	5.9e-06	-	CTGCACCTGCACTACAAGACCACCAGGTGATTTAT	UpstreamP1_CTCF	40
chr6	142528665	142528815	id-89479	3.4e-06	-	GGTCGCTACCTCCTTTTCAGCTCTAGGTGGCGCCA	V_CTCF_BR	40
chr6	142553728	142553878	id-89480	4.14e-05	-	AGGCAGTAGGCCTTGCTGAGCTGTGGTGGGCTCTG	UpstreamP1_CTCF	38
chr6	142622984	142623134	id-89481	1.01e-05	+	CGGGGAGAGTCGCCTGCGCCCGCGAGGGGGACCCA	Upstream_CTCF	24
chr6	142693556	142693706	id-89482	1	+	NA	NONE	9
chr6	142709472	142709622	id-89483	8.21e-06	-	CAGAGTATCTGAAAAGCCACCACTAGATGGAAACC	V_CTCF_BR	39
chr6	142729649	142729799	id-89484	1.13e-05	+	ATGTAGTTGCACAATTCTGCCAATAGAGGTTTTGG	UpstreamP1_CTCF	28
chr6	142734841	142734991	id-89485	1	+	NA	NONE	24
chr6	142783515	142783665	id-89486	4.3e-06	-	AGGGCTATACCCTGCAAAGCCACAGGGGGCAGAGC	Upstream_CTCF	32
chr6	142794431	142794581	id-89487	1	+	NA	NONE	7
chr6	142795667	142795817	id-89488	5.08e-05	+	TAGCTGAGGACCGGAGTGTCCGCAGGGCGGCGCCC	UpstreamP1_CTCF	38
chr6	142795983	142796133	id-89489	2.64e-08	+	ACTGTAATTATTCATGTGACCAGAAGATGGCAGTA	Upstream_CTCF	35
chr6	142799325	142799475	id-89490	9.29e-06	-	TTTGCTGTGTCATCACATGGCAGGAGGGAGGAGGG	Upstream_CTCF	18
chr6	142859150	142859300	id-89491	7.16e-08	-	CTTTCAGTTCCTGCTACTTCCTGAAGGGGGCACTC	Upstream_CTCF	39
chr6	142872526	142872676	id-89492	6.51e-07	-	CCTGCTGTACCCTGGGTTGCCAAGGGGAGCAGCAG	Upstream_CTCF	22
chr6	142887771	142887921	id-89493	2.58e-07	+	ACTGTGCTCCCTGGGACAGCCTCTAGGCGGCGGCC	Upstream_CTCF	8
chr6	142888054	142888204	id-89494	1.03e-09	+	CATGCAGTGCTAGAAATGAACACGAGAGGGCAGCC	Upstream_CTCF	40
chr6	143014108	143014258	id-89495	1.96e-07	+	AGGCACTACCCCACATCCTACACGAGGGGGCGCAT	UpstreamP1_CTCF	40
chr6	143014782	143014932	id-89496	1	+	NA	NONE	13
chr6	143020021	143020171	id-89497	4.7e-05	-	GGTGCACTTCTGGGAATAGAACATAGATGGCCTCG	Upstream_CTCF	38
chr6	143067782	143067932	id-89498	5.41e-06	+	GCATCTCTCTTTCCTTAGGCCACAAGGGGGCATAT	Upstream_CTCF	39
chr6	143077393	143077543	id-89499	1	+	NA	NONE	25
chr6	143092124	143092274	id-89500	1	+	NA	NONE	11
chr6	143128469	143128619	id-89501	1.84e-06	+	GAGGGCTTCATACAGCTGGCCTGAAGGGGGCATTC	V_CTCF_BR	15
chr6	143144168	143144318	id-89502	4.41e-06	-	GAGGGGTTCCTTCCTGAGGACGCTAGGGGGAGCTG	V_CTCF_BR	40
chr6	143167014	143167164	id-89503	3.36e-05	-	CAGTCCTAGTGATCGTCCTGCGGCAGGGGGAGCCT	UpstreamP1_CTCF	23
chr6	143175031	143175181	id-89504	1	+	NA	NONE	14
chr6	143190097	143190247	id-89505	4.21e-05	-	TCCAGACATTGCCAAATATCCCCTAGGGGGCAAAA	V_CTCF_BR	5
chr6	143208110	143208260	id-89506	4.43e-05	-	AAATTGCTTTAGCAATGATCAACTAGAGGGCACCA	V_CTCF_BR	37
chr6	143234750	143234900	id-89507	4.41e-06	+	ATCACAGAGAGCACAGTCGACTGCAGGGGGTGCTG	V_CTCF_BR	6
chr6	143264066	143264216	id-89508	1	+	NA	NONE	34
chr6	143266274	143266424	id-89509	1	+	NA	NONE	24
chr6	143296710	143296860	id-89510	1	+	NA	NONE	3
chr6	143344938	143345088	id-89511	7.73e-06	+	CAGGGCAGAGCCAGGCCTGACCGGAGAGGGAGCCA	V_CTCF_BR	4
chr6	143348324	143348474	id-89512	9.26e-05	-	CTGCACTGCTTGATGGAGTCCAAAGGGTTTTGCCG	UpstreamP1_CTCF	40
chr6	143360096	143360246	id-89513	1.04e-05	-	TTAACAATGTGTCTAACAGCCAGAAGGTGGAGACA	V_CTCF_BR	19
chr6	143381666	143381816	id-89514	7.49e-05	-	CGCAGGGTCCCGGGACACCCGGCCAGGAGGCGCCC	V_CTCF_BR	35
chr6	143457905	143458055	id-89515	1	+	NA	NONE	12
chr6	143497353	143497503	id-89516	4.23e-08	+	TGTGTTGGTTGGCCTCCAGCCAGGAGGTGGCGCTA	V_CTCF_BR	35
chr6	143497906	143498056	id-89517	3.22e-05	+	CCTCAGCTGTCCCACAGGGCCTGCAGCGGCAATCC	UpstreamP1_CTCF	17
chr6	143554114	143554264	id-89518	6.39e-08	+	TCAGCAAGCTTGGAGGCCACCACCAGAGGGAGGTA	V_CTCF_BR	40
chr6	143557414	143557564	id-89519	1.01e-05	-	CCAGAACAACGACAAATTACCAACAGATGGCGTGA	Upstream_CTCF	13
chr6	143563152	143563302	id-89520	3.63e-05	-	TACTGCTTTTCCTCTTTATCCTGGAGGGGGAGACG	V_CTCF_BR	3
chr6	143600658	143600808	id-89521	2.5e-05	-	GTCTATTTGCAGAAGAGATCCACAAGGGGGTGTCA	UpstreamP1_CTCF	38
chr6	143620845	143620995	id-89522	3.65e-05	+	TTGTAGTTCCACGAACTCACCTCTGGGATTTGCAG	UpstreamP1_CTCF	14
chr6	143658837	143658987	id-89523	1.38e-08	-	TGCAGGCCGGTGGAGGGCTCCACCAGGGGGCAGTG	V_CTCF_BR	39
chr6	143695286	143695436	id-89524	7.27e-06	-	CCACCTGTCCTGCAGGCCACCAGAAGGTGTCAACC	V_CTCF_BR	8
chr6	143730685	143730835	id-89525	2.4e-05	-	CACTCCTACCACACGGTGGCCAGCAGTGTGCGGGA	V_CTCF_BR	17
chr6	143748459	143748609	id-89526	3.67e-07	-	GCGCACTGTGTGCCTCTGCCCAGAAGGGGGCCTCG	UpstreamP1_CTCF	40
chr6	143807383	143807533	id-89527	1	+	NA	NONE	9
chr6	143823123	143823273	id-89528	1.1e-05	-	TTTGATGAATATTGGGCCCACACTAGATGGCACCA	V_CTCF_BR	24
chr6	143830225	143830375	id-89529	1	+	NA	NONE	15
chr6	143832285	143832435	id-89530	1	+	NA	NONE	12
chr6	143832753	143832903	id-89531	1	+	NA	NONE	22
chr6	143834618	143834768	id-89532	4.31e-07	+	TCTCTGCAGAGAGATGGGAGCAGCAGAGGGCGCTG	V_CTCF_BR	40
chr6	143850339	143850489	id-89533	3.24e-06	+	TCTGCAATGTATAAAGAGCCCTCCAAGTGGCACTG	Upstream_CTCF	26
chr6	143858548	143858698	id-89534	1.77e-05	-	GCTGCCTGGCGCCGTGCAGCCGAGAGGGAGCGCTC	Upstream_CTCF	40
chr6	143861048	143861198	id-89535	1	+	NA	NONE	7
chr6	143888787	143888937	id-89536	1	+	NA	NONE	11
chr6	143896602	143896752	id-89537	7.62e-09	+	CTGCTGTTTTACCGTGTGGACACTAGATGGTGCAG	UpstreamP1_CTCF	39
chr6	143913567	143913717	id-89538	1.19e-06	+	CAGTCACACTAGGACTTGTACTCCAGGGGGCGCTA	V_CTCF_BR	39
chr6	143918027	143918177	id-89539	1	+	NA	NONE	11
chr6	144020063	144020213	id-89540	1	+	NA	NONE	9
chr6	144053014	144053164	id-89541	1.77e-05	-	CTTTCTTTTCCATTTCAAAGCACCAGAGGGCCTGC	Upstream_CTCF	3
chr6	144093286	144093436	id-89542	1	+	NA	NONE	1
chr6	144098785	144098935	id-89543	1	+	NA	NONE	0
chr6	144165180	144165330	id-89544	3.29e-05	+	CTTGTCATTCTAGTTCAGTCGGCCAGGGGCCTTCC	Upstream_CTCF	7
chr6	144256127	144256277	id-89545	4.34e-05	+	TAGGCAGTATCCATAGGGTACTAGTGGTGGCAGTA	Upstream_CTCF	10
chr6	144261250	144261400	id-89546	1.21e-06	+	TCTGTGGGGGAAGTAATGACCAGGAGGGGGCATGA	Upstream_CTCF	40
chr6	144263355	144263505	id-89547	4.31e-07	+	TCCTTGCATCCTGTGTGGACCACCAGGTGGCGTCG	V_CTCF_BR	40
chr6	144275188	144275338	id-89548	2.6e-06	+	ATAAGGACAAAGGGGGTTTCCTCCAGGGGTCGCCA	V_CTCF_BR	3
chr6	144283739	144283889	id-89549	1.16e-05	-	TGTGGGTTTCAGTGAATGCCCAGCAGGCGGCTAAA	Upstream_CTCF	35
chr6	144334663	144334813	id-89550	3.22e-07	-	GAAGGAATCTCCACTAGAGCCACTAGATGGCGCCT	Upstream_CTCF	40
chr6	144357646	144357796	id-89551	1	+	NA	NONE	17
chr6	144385191	144385341	id-89552	1.03e-06	+	ACAGTGGCCGGCGGGGCGGGCGCTAGGTGGCGGCT	V_CTCF_BR	32
chr6	144409078	144409228	id-89553	1	+	NA	NONE	6
chr6	144411646	144411796	id-89554	2.96e-05	-	GAGAGAATATTTGTGTCAAACACAGGAGGGCAGCA	V_CTCF_BR	13
chr6	144426146	144426296	id-89555	1.56e-05	+	GATGTTGAAATAATGTTTCACACTAGGGGTCGCCA	Upstream_CTCF	38
chr6	144471639	144471789	id-89556	2.59e-06	+	GTGGAGGAACTCAGCCTCGGCCGCAGGAGGCGCCG	UpstreamP1_CTCF	18
chr6	144471847	144471997	id-89557	1	+	NA	NONE	30
chr6	144472318	144472468	id-89558	1	+	NA	NONE	3
chr6	144478298	144478448	id-89559	7.84e-05	-	CCCAGCTTCCAAGCTCCTCCCTGTTGAGGCCGCTG	V_CTCF_BR	6
chr6	144537107	144537257	id-89560	1.48e-05	+	GTGCGAAGAAGAAAAGCGGCCCCTAGGGGCAGGGG	UpstreamP1_CTCF	24
chr6	144537422	144537572	id-89561	6.8e-06	+	GCTGCAGTTGTCTTCACTGCCGCAGCGGGCCGGGG	Upstream_CTCF	39
chr6	144537901	144538051	id-89562	4.7e-08	+	GCTGCGGGGCGGGAGGCGGCCGGGAGGGGGAGGGC	V_CTCF_BR	36
chr6	144540347	144540497	id-89563	8.21e-06	-	AAAATTTGCCTCAACTTAACCAGTAGGTGTCACTG	V_CTCF_BR	39
chr6	144565899	144566049	id-89564	1.17e-05	+	CTATTGCCTCCCCTTTCCACAGGCAGGTGGCACTC	V_CTCF_BR	14
chr6	144583850	144584000	id-89565	1	+	NA	NONE	6
chr6	144605235	144605385	id-89566	1	+	NA	NONE	33
chr6	144643511	144643661	id-89567	1	+	NA	NONE	14
chr6	144655466	144655616	id-89568	1	+	NA	NONE	1
chr6	144659736	144659886	id-89569	1	+	NA	NONE	8
chr6	144729407	144729557	id-89570	1	+	NA	NONE	11
chr6	144762726	144762876	id-89571	2.97e-06	+	TGGCCGTCTTCTCACAGCTCCACTAGGTGGTGCCA	V_CTCF_BR	7
chr6	144803354	144803504	id-89572	5.72e-09	-	CTCAGACGTCAACTCCTGGCCACCAGAGGGCACCT	V_CTCF_BR	40
chr6	144869720	144869870	id-89573	7.12e-06	+	TTTCAGCTCATCCTAATGTCCAAAAGGTGGTGCTA	UpstreamP1_CTCF	11
chr6	144872035	144872185	id-89574	1	+	NA	NONE	8
chr6	144903059	144903209	id-89575	1.16e-05	+	GGTGACATTGTTAGCCTCACCAGAGGGAGGCAGTG	Upstream_CTCF	40
chr6	144906478	144906628	id-89576	7.11e-06	+	TGTACAATTCCAGTACATTGCAGCAGGTGTCAGTA	Upstream_CTCF	38
chr6	144969558	144969708	id-89577	9.84e-05	+	ATAAATCTTCTAGCTCATTTCACAAGAGGGCAGCA	V_CTCF_BR	11
chr6	144982447	144982597	id-89578	7.17e-05	-	TTGGGAGAAGCAACTGCAGCCAGGAGGGAGCAAAG	Upstream_CTCF	12
chr6	145100392	145100542	id-89579	1.17e-05	-	CACAGTTTTCAATTGTAAACCTCTAGAGGGCAGAA	V_CTCF_BR	35
chr6	145130357	145130507	id-89580	1	+	NA	NONE	10
chr6	145217112	145217262	id-89581	1	+	NA	NONE	1
chr6	145233716	145233866	id-89582	1	+	NA	NONE	20
chr6	145252682	145252832	id-89583	5.41e-07	-	GTGAAGAAACCAGCAGGAACCAGCAGATGGCGATG	UpstreamP1_CTCF	39
chr6	145298429	145298579	id-89584	4.44e-06	+	AAGCAGTAGACTGTGCTGAGCTGCAGTGGGCTCCA	UpstreamP1_CTCF	4
chr6	145320262	145320412	id-89585	1.34e-06	+	CTGATGGATTCCTCAAGGCCCTCAAGGGGGCACCA	UpstreamP1_CTCF	21
chr6	145349484	145349634	id-89586	6.98e-07	-	CTAACTACACTGAAGGCCACCAGAAGATGGCAGTC	V_CTCF_BR	38
chr6	145363801	145363951	id-89587	7.15e-05	+	GTTGGTGCACACACGTGGGCCCGGTGTTGGAGCTG	V_CTCF_BR	28
chr6	145396702	145396852	id-89588	1	+	NA	NONE	17
chr6	145458701	145458851	id-89589	6.75e-05	-	CTCTTATTAACTTATTTGACCTTGAGGGGGCAGTC	UpstreamP1_CTCF	30
chr6	145535747	145535897	id-89590	2.78e-06	-	CTCTCTCGTCTCAAATATTCCACCAGGTGGCAGTA	V_CTCF_BR	38
chr6	145640226	145640376	id-89591	3.66e-06	-	CAGTATGTGAAGAATGCTACCACTAGGTGGAAAGA	UpstreamP1_CTCF	13
chr6	145672274	145672424	id-89592	7.15e-05	+	CAAATCTTATGATGTATAGTCTCCAGAGGGAGACA	V_CTCF_BR	2
chr6	145673938	145674088	id-89593	7.11e-06	-	GGTGCCATGTGAAGTTCAGCCAGAGGAGAGCGCCA	Upstream_CTCF	2
chr6	145691854	145692004	id-89594	1	+	NA	NONE	6
chr6	145774611	145774761	id-89595	2.31e-06	-	GCTGCAATACAATTAAGGAACACCAGGGTCAAGTT	Upstream_CTCF	35
chr6	145812376	145812526	id-89596	1.1e-05	+	ACCGGTTGCACTCAACCTGCCACAGGAGGGAGCAT	V_CTCF_BR	11
chr6	145829438	145829588	id-89597	3.88e-07	-	GTGTAATTCAGGCTTCCAGCCAGTAGATGATGCTG	UpstreamP1_CTCF	35
chr6	145948188	145948338	id-89598	1.61e-05	-	GTGCAGTTCCTGCTGCCTGCAGGCAGACGAGGCCT	UpstreamP1_CTCF	1
chr6	145955248	145955398	id-89599	6.98e-07	-	CGATAGTATCAAGCAGCTGTCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr6	145977205	145977355	id-89600	6.43e-06	+	GAAGCCACAGGAAGAGAAGCCTCAAGGGGGCTGAC	V_CTCF_BR	10
chr6	146025438	146025588	id-89601	2.46e-06	-	CTTTATTTATATTCTGTTTCCACTGGGTGGCAGTA	UpstreamP1_CTCF	36
chr6	146056674	146056824	id-89602	1.93e-05	+	GGTGGTGTGGGAGCCCCGGGCACCGGGGAGAACAC	Upstream_CTCF	15
chr6	146057042	146057192	id-89603	1	+	NA	NONE	25
chr6	146082834	146082984	id-89604	2.08e-07	+	CAGCATTTGTGGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	13
chr6	146136166	146136316	id-89605	1	+	NA	NONE	35
chr6	146169862	146170012	id-89606	1	+	NA	NONE	2
chr6	146209265	146209415	id-89607	3.42e-08	-	GAACCCCTCCCAGCACCTGCCACAAGTGGGCACCA	V_CTCF_BR	38
chr6	146217044	146217194	id-89608	1.31e-05	+	TATAATGACCTAGATTATACCACAAGGGGGAGCAG	V_CTCF_BR	32
chr6	146226974	146227124	id-89609	5.13e-05	-	TTTGTTTCATAAAATACGGGTTCCAGGGGGCGCCA	V_CTCF_BR	11
chr6	146250298	146250448	id-89610	1.71e-06	+	TGGAAATACCCATTCTCAGCCACTTGATGGCGCTA	V_CTCF_BR	37
chr6	146264251	146264401	id-89611	7.82e-06	-	CTCCAAGTTCCATCTGTCACCAGTGGGTGGATGAG	UpstreamP1_CTCF	2
chr6	146348727	146348877	id-89612	1	+	NA	NONE	18
chr6	146362532	146362682	id-89613	1.31e-05	+	GACAGCTGCCTTTATTTTGGCACTAGATGGTGCCC	V_CTCF_BR	38
chr6	146363880	146364030	id-89614	1.34e-06	-	GGTGTTTTTGGACATTGGGCCAGTAGGTGGCCAAG	Upstream_CTCF	14
chr6	146371434	146371584	id-89615	6.9e-05	+	CCTGTTTGGCTGCAAGTAACAGATAGAGGGAGGCA	Upstream_CTCF	7
chr6	146433134	146433284	id-89616	1	+	NA	NONE	9
chr6	146537900	146538050	id-89617	5.63e-06	+	AAGCTTTTCCAGCTAAGCACCACCTGCTGGAGGCC	UpstreamP1_CTCF	1
chr6	146606939	146607089	id-89618	1	+	NA	NONE	0
chr6	146616954	146617104	id-89619	3.66e-06	+	CTCCTCTCCCATCCTTCACCCTCAAGGGGGCCCCA	UpstreamP1_CTCF	10
chr6	146702749	146702899	id-89620	6.43e-06	-	AAGAGTAAACTGTTTCTGGCCCCTAGGTGGAGCAA	V_CTCF_BR	36
chr6	146847452	146847602	id-89621	8.21e-06	-	ATAAATTGGAACTGTTTGGCCTCAAGAGGGCAAGC	V_CTCF_BR	35
chr6	146864562	146864712	id-89622	2.74e-08	+	GCCTCCCTCCGCGCCGCGACCGCCAGGAGGCGCCG	V_CTCF_BR	38
chr6	147021347	147021497	id-89623	2.73e-07	-	TCTGATTTACACAAAACTGCCACTAGAGGGTAGCA	Upstream_CTCF	40
chr6	147042553	147042703	id-89624	1.77e-05	+	TTTGCTTTTCTGCATTGGTACGCTGGGGGGAGTAT	Upstream_CTCF	0
chr6	147080800	147080950	id-89625	3.29e-05	-	GGATAAATTTACTCAAACTCCAGTAGAGGGCAACT	Upstream_CTCF	4
chr6	147096434	147096584	id-89626	6.75e-05	-	TGGCACTGTTGCCTCATGTTAACCAGAGGCCAAGG	UpstreamP1_CTCF	13
chr6	147106246	147106396	id-89627	3.63e-06	-	GAGACTAGGTGTGTATATTCCACAAGGGGGCAGCA	V_CTCF_BR	40
chr6	147178689	147178839	id-89628	2.89e-09	+	GCGCCATTTCTCTGTGTGTCCAGCAGGGGGCGCCG	V_CTCF_BR	40
chr6	147212142	147212292	id-89629	1.69e-05	+	TTCCATTGACTTATTCCACCCTCTGGGTGGCAGCA	UpstreamP1_CTCF	33
chr6	147216185	147216335	id-89630	1	+	NA	NONE	0
chr6	147223636	147223786	id-89631	9.51e-07	+	TTACTGGTAGCTCTCCTCTCCACGAGATGGCACTC	V_CTCF_BR	36
chr6	147235273	147235423	id-89632	1	+	NA	NONE	18
chr6	147252488	147252638	id-89633	1	+	NA	NONE	13
chr6	147266242	147266392	id-89634	1	+	NA	NONE	3
chr6	147326774	147326924	id-89635	1	+	NA	NONE	29
chr6	147338426	147338576	id-89636	1	+	NA	NONE	1
chr6	147523207	147523357	id-89637	1.77e-05	-	GATGGAATAATGAAGGAGGACGGCAGAGGGCCACT	Upstream_CTCF	15
chr6	147543794	147543944	id-89638	8.81e-07	-	AGAAAATTCCCTCATGCTACCAGCAGAGGGAAGAG	V_CTCF_BR	40
chr6	147606351	147606501	id-89639	1	+	NA	NONE	39
chr6	147636696	147636846	id-89640	2.37e-05	-	ACAGCATTCTACTTTCTGGACACCAGGAGATGATC	Upstream_CTCF	1
chr6	147687550	147687700	id-89641	1.41e-05	-	AAGTAATTATCTTTTAGAGCCTCTGGAGGGAGCAA	UpstreamP1_CTCF	13
chr6	147704206	147704356	id-89642	9.49e-08	+	TGCAAGTTCCTGATTTTTGCCACCAGAGGGAACCA	V_CTCF_BR	38
chr6	147712180	147712330	id-89643	3.86e-05	+	ATTGTGACACATGCTTATCCCACATGGTGGCAGTC	Upstream_CTCF	39
chr6	147728812	147728962	id-89644	7.78e-06	+	GCAGCAACTCCAACCAGCAGCGACAGATGCGACCA	Upstream_CTCF	8
chr6	147789902	147790052	id-89645	3.6e-07	-	TGGGCTTTCCCCCAAGTGACCACAAGGTGTAGGAC	Upstream_CTCF	22
chr6	147827852	147828002	id-89646	8.16e-07	+	AAAATGGGTCAACGCGCGGACGCGAGGGGGCACTG	V_CTCF_BR	39
chr6	147830339	147830489	id-89647	1.93e-05	-	GGTAGCTCACCAGCTCCCTGCTGCGGGGGGCGGTC	V_CTCF_BR	14
chr6	147913350	147913500	id-89648	1	+	NA	NONE	17
chr6	147930364	147930514	id-89649	1	+	NA	NONE	1
chr6	147972665	147972815	id-89650	2.1e-05	-	GGTTGGGTTCTGGTGTCTGCCTGCAGATGGCCACC	Upstream_CTCF	34
chr6	148063707	148063857	id-89651	4.7e-06	+	CATTTGCCTTTCTCCATGGGCTGAAGGGGGCAGTA	V_CTCF_BR	17
chr6	148096076	148096226	id-89652	1.85e-07	+	ATGAAGTCCCTAAACAAAGCCAGGAGGGGGCGACC	UpstreamP1_CTCF	32
chr6	148108672	148108822	id-89653	3.81e-05	+	TTGTCAGTAATGATGGCATCCTGGTGGTGGCAGCA	V_CTCF_BR	17
chr6	148128022	148128172	id-89654	4.24e-07	-	CCTGCAGATCTTTTACTCCCCTGCAGATGGCCACC	Upstream_CTCF	15
chr6	148292238	148292388	id-89655	6.43e-06	-	TCCTTTCTATATGTCTAGGCCTCTAGGTGGCTCCA	V_CTCF_BR	33
chr6	148314065	148314215	id-89656	1	+	NA	NONE	0
chr6	148323530	148323680	id-89657	1	+	NA	NONE	9
chr6	148466170	148466320	id-89658	6.37e-07	+	CTGGTGGAACAAACACTTCACACCAGGGGGCGCAA	UpstreamP1_CTCF	40
chr6	148487612	148487762	id-89659	1.48e-06	-	TTTGCTAATGTCTGTCTGTCCACAAGATGGCAGTA	V_CTCF_BR	40
chr6	148498881	148499031	id-89660	1.55e-08	+	CAGGGTTGCATAACTGCTACCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr6	148501059	148501209	id-89661	6.05e-06	-	CTTTTCTCATTTCCTTTCAGCTGCAGGGGGCAGCA	V_CTCF_BR	40
chr6	148568557	148568707	id-89662	1	+	NA	NONE	3
chr6	148572559	148572709	id-89663	3.11e-05	-	CCAATTTTCTTCAGGTTGACCAGCAAGGGGCACTA	V_CTCF_BR	40
chr6	148584292	148584442	id-89664	1.47e-05	+	TGAAGCCTTCCCCGAAGAAGCAGAAGGTGGCAGGA	V_CTCF_BR	4
chr6	148588884	148589034	id-89665	1.35e-05	+	CTGCAGAATCAGCCTTCGAAGGGAAGGGGGCGTGG	UpstreamP1_CTCF	12
chr6	148593869	148594019	id-89666	1.01e-05	+	GATGTATTTCATGTTGCAACCCCCAGGGGATCGGG	Upstream_CTCF	9
chr6	148595242	148595392	id-89667	1	+	NA	NONE	28
chr6	148664681	148664831	id-89668	7.73e-06	+	TTCACCATTTGTTGTGTGACCACAAGAGGGAAAAC	V_CTCF_BR	25
chr6	148701796	148701946	id-89669	1	+	NA	NONE	6
chr6	148729053	148729203	id-89670	1.54e-05	+	ATGCCATTTTACATTCCTACCAGCAGGGAGGGAAC	UpstreamP1_CTCF	34
chr6	148785994	148786144	id-89671	7.97e-09	-	CTTGAACTTCCCCAGGATGCCAGCAGATGGCACTG	Upstream_CTCF	40
chr6	148787456	148787606	id-89672	1.96e-07	-	CTGCACTGGTGTGGGCTGACCACTGGGTGCCATTT	UpstreamP1_CTCF	14
chr6	148829618	148829768	id-89673	1	+	NA	NONE	20
chr6	148849518	148849668	id-89674	6.19e-06	-	TGGTTTTAGCTCACTGTGCCCACCAGAGAGCAGCA	UpstreamP1_CTCF	27
chr6	148881003	148881153	id-89675	4.4e-10	+	CCGCTGCTGCAGTGCGTGGCCGCCAGAGGGCACTG	V_CTCF_BR	38
chr6	148899456	148899606	id-89676	1.26e-05	+	GGGGCAGCTCCACAGCGCTGCTCCTGGGGACAGTG	Upstream_CTCF	38
chr6	148929819	148929969	id-89677	1.71e-06	-	CCACCATTTCTACTCTTCACCAACAGATGGCACCA	V_CTCF_BR	39
chr6	149021916	149022066	id-89678	7.15e-05	-	GGGACTACACAGCTGGCAGCCGACAGTAGGAGCAA	V_CTCF_BR	15
chr6	149061208	149061358	id-89679	5.92e-05	+	GAATCTTTACTAAGATTCTTCACTAGAGGGCTGAC	Upstream_CTCF	7
chr6	149067782	149067932	id-89680	1.16e-05	-	GTTCCTGCGCCACCAGCGACCTCTTGGGGGCCCCG	Upstream_CTCF	40
chr6	149068555	149068705	id-89681	2.15e-05	+	TCCCTGGCCCCATGGGGCCCCTATGGGGGGCGCCC	V_CTCF_BR	20
chr6	149069744	149069894	id-89682	9.25e-06	+	ATCCCTCCCAAGTCTGTGGCCAGAAGAGGTCGTGC	V_CTCF_BR	24
chr6	149224507	149224657	id-89683	1	+	NA	NONE	0
chr6	149269125	149269275	id-89684	2.75e-09	-	CCTGCAATGAAGAAGAAGTCCACCAGGGGGAGCAA	Upstream_CTCF	40
chr6	149276220	149276370	id-89685	1.85e-05	+	CTTGCAGGTCCACACGAGAGCACCAAAGGACCCAG	Upstream_CTCF	12
chr6	149277961	149278111	id-89686	3.22e-05	-	AAGTTCCTGCTTCCCACCTCCGCTAGGGGAAGCCC	UpstreamP1_CTCF	2
chr6	149293737	149293887	id-89687	4.5e-06	-	GCAGCAGCTCCGCTGACTCACAGCGAGGGGCGGGG	Upstream_CTCF	9
chr6	149295087	149295237	id-89688	8.91e-07	-	CCTGTCCTTCAACTTCCAGCCATTAGAGGGCAAGG	Upstream_CTCF	40
chr6	149347742	149347892	id-89689	5.13e-05	-	CATAGAGTTCTATGTCTGGATGCTAGGTGGCGCTA	V_CTCF_BR	40
chr6	149350077	149350227	id-89690	1.38e-07	+	ATGAATTAATAACCTTTGTCCAGCAGGTGGCGATG	UpstreamP1_CTCF	37
chr6	149353166	149353316	id-89691	1	+	NA	NONE	8
chr6	149364701	149364851	id-89692	5.51e-07	+	GGCGTCATCTGACGGAGAGCCACCAGGAGGAGCCA	V_CTCF_BR	36
chr6	149366660	149366810	id-89693	5.7e-05	+	TTAGTAACAATTCTCTTGTCCACCACAGGGAGGTG	Upstream_CTCF	26
chr6	149403504	149403654	id-89694	3.63e-06	+	GGCACCTGTGTTGTTCAGTGCACTAGGGGGCGCCG	V_CTCF_BR	40
chr6	149410433	149410583	id-89695	1	+	NA	NONE	0
chr6	149410780	149410930	id-89696	1	+	NA	NONE	24
chr6	149511476	149511626	id-89697	5.51e-07	+	TGTGTTGATTGGCCTCCAGCCAGGAGGTGGCGCTT	V_CTCF_BR	31
chr6	149558714	149558864	id-89698	1	+	NA	NONE	5
chr6	149572183	149572333	id-89699	1.54e-05	-	CTGCATCTCCAGGAGGCACCCGGCAAAAGGAAAGC	UpstreamP1_CTCF	6
chr6	149622319	149622469	id-89700	2.96e-05	+	CAGCAGTTACCAAATTTAGCCTCAAGGGACATTTG	UpstreamP1_CTCF	12
chr6	149638232	149638382	id-89701	9.25e-06	+	ACTGCTAGCGGCCCCCGTGGCGGGAGGTGGAACCC	V_CTCF_BR	20
chr6	149750858	149751008	id-89702	1	+	NA	NONE	2
chr6	149753237	149753387	id-89703	3.66e-06	-	ATGTCAGAACCAGCACCAACCATTAGGTGGCGCCG	UpstreamP1_CTCF	40
chr6	149758441	149758591	id-89704	1	+	NA	NONE	14
chr6	149768241	149768391	id-89705	1.64e-06	-	GCCGCAGTTCTGTGTTGTTCCACCTGGGGGGATGT	Upstream_CTCF	23
chr6	149777900	149778050	id-89706	1.23e-05	-	GTGCTGGTGTACACGCCGTCCCGCAAGGTGCACGG	UpstreamP1_CTCF	1
chr6	149794549	149794699	id-89707	1.09e-06	+	GGGCAACGCCCCACTTCGCCCAGCAGGGTGTTGGG	UpstreamP1_CTCF	12
chr6	149794759	149794909	id-89708	1.31e-05	+	CACCGCCTCCCCAGCAACCCCAGCAGAGGGCTTCC	V_CTCF_BR	4
chr6	149805971	149806121	id-89709	9.81e-06	+	TCCCGTCAGTGAGGCCAGGCCCCCAGGTGCCACTG	V_CTCF_BR	25
chr6	149806669	149806819	id-89710	1	+	NA	NONE	4
chr6	149838718	149838868	id-89711	2.01e-05	-	GTTGTAATATTCACATATATCGTTAGGTGGCAGCA	Upstream_CTCF	38
chr6	149866364	149866514	id-89712	4.11e-07	-	GTGTAAGTTGCCACGGAAACCAGAAGAGGGCGGCT	UpstreamP1_CTCF	24
chr6	149867423	149867573	id-89713	1.18e-09	+	CTCCGCGCGGCCCTTTTATCCACCAGGGGGCGCCC	V_CTCF_BR	38
chr6	149881902	149882052	id-89714	3.24e-06	+	GGTGCACTCCCAGAGGTGCCCACCAGGGCATGAGC	Upstream_CTCF	40
chr6	149886803	149886953	id-89715	3.06e-08	+	GAGCGCTGTCCCCGCGCCGCCTCCAGGGGTCGGCA	V_CTCF_BR	40
chr6	149887543	149887693	id-89716	9.81e-06	+	CTGTTCGTGGCGCTACCCGCCTCCGGCTGGCTGAC	V_CTCF_BR	3
chr6	149891053	149891203	id-89717	1	+	NA	NONE	25
chr6	149950436	149950586	id-89718	5.9e-06	+	CTGTCATGTGAGCACACAGACAGAAGGTGGCTGTC	UpstreamP1_CTCF	6
chr6	149969689	149969839	id-89719	6.43e-06	-	TCGGCGAGCAGGAGCCGCGCCGGCAGGTGGTGTTG	V_CTCF_BR	15
chr6	150020440	150020590	id-89720	1	+	NA	NONE	16
chr6	150026036	150026186	id-89721	6.21e-05	+	TGACGAAGCCCTGTAGCAGCCACTAGAGGTAGTTT	V_CTCF_BR	12
chr6	150030608	150030758	id-89722	2.97e-06	-	TCCCATTATGTAAAGGAAGCCTCCAGGTGGCAGGC	V_CTCF_BR	21
chr6	150032031	150032181	id-89723	1.16e-05	+	AAAGCAGCTTGTACCTAGACCCCTAGAGGCAGGAT	Upstream_CTCF	3
chr6	150045085	150045235	id-89724	2.77e-07	+	CTGTTCTTGATCTTGTGGCCCAGTAGGGGGAGACA	UpstreamP1_CTCF	40
chr6	150067572	150067722	id-89725	1	+	NA	NONE	39
chr6	150141818	150141968	id-89726	6.05e-06	-	AGCGCGTATCATATAGTGACCAGTAGCTGTCACTG	V_CTCF_BR	8
chr6	150144294	150144444	id-89727	3.42e-05	-	AATGAATTACCAATTGCTAAATCCAGGGGGCTCTC	Upstream_CTCF	25
chr6	150154900	150155050	id-89728	8.71e-06	+	TGGGTGCTGACTCCCATCAGCCGCAGGTGGCAGCC	V_CTCF_BR	5
chr6	150155770	150155920	id-89729	6.04e-09	+	CATGTAGTGACCGATTTTACCAGTAGGTGGCAGTA	Upstream_CTCF	39
chr6	150161821	150161971	id-89730	6.98e-07	+	CGGTACCCAGGGGGAAAGCCCTCTAGAGGGCGCCC	V_CTCF_BR	40
chr6	150182605	150182755	id-89731	1.18e-05	-	CTGCACTCCAGCCTGGGCAACAGAGGGAGACACTG	UpstreamP1_CTCF	25
chr6	150186189	150186339	id-89732	5.08e-05	-	GAGATTTTACGTGATATAACCGCTAGAGGCCTCTC	UpstreamP1_CTCF	40
chr6	150205552	150205702	id-89733	1.03e-06	+	CTGCGCCGCCGTGGTATCACCTCTAGGTGGATCTT	UpstreamP1_CTCF	10
chr6	150216259	150216409	id-89734	2.27e-05	-	ACTGACTGGGAGACACCTCCCAGTAGGGGCCGACA	V_CTCF_BR	4
chr6	150219565	150219715	id-89735	3.81e-05	-	GTGTTTGCACAGAAACCAAGCAATAGAGGGAGCCA	UpstreamP1_CTCF	31
chr6	150225394	150225544	id-89736	1.26e-05	+	GCAGCCATGTCCACAGGGTGCTCCAGACGGCCAGG	Upstream_CTCF	5
chr6	150225624	150225774	id-89737	1	+	NA	NONE	9
chr6	150238483	150238633	id-89738	3.67e-07	-	CTGTCATGCCCAGACAGGGCCAGTAGTGGGCTCCT	UpstreamP1_CTCF	38
chr6	150243733	150243883	id-89739	5.34e-06	-	AGAGTGGAGGGGCCAGAGGGCTGCAGAGGGCGACG	V_CTCF_BR	10
chr6	150247430	150247580	id-89740	1.48e-06	-	AGGGAAATGCCAATCGCACCCACAAGGGGACGCCT	Upstream_CTCF	40
chr6	150250681	150250831	id-89741	2.78e-09	+	ATGCTGTAGCCCCCAGAGGCCTGAAGGTGGCGGTA	UpstreamP1_CTCF	40
chr6	150255405	150255555	id-89742	5.98e-10	+	TCAGTACTTCCTGCGGTGTCCAGCAGATGGCACCA	Upstream_CTCF	40
chr6	150263673	150263823	id-89743	1	+	NA	NONE	16
chr6	150282934	150283084	id-89744	2.34e-06	-	AGGTTGTAACCCCCAGGGTCCTGAGGGTGGCAGCA	UpstreamP1_CTCF	40
chr6	150285096	150285246	id-89745	1	+	NA	NONE	30
chr6	150296166	150296316	id-89746	1	+	NA	NONE	2
chr6	150306961	150307111	id-89747	4.14e-06	+	AACAGCAAGTGTAGGATGACCAGCAGGAGGCTCAG	V_CTCF_BR	11
chr6	150325942	150326092	id-89748	3.24e-06	+	TCTGCAGTGCAAGCTGCAGCCGCAGGAAGCGGACC	Upstream_CTCF	24
chr6	150328377	150328527	id-89749	3.09e-07	+	AGGATGTAACCTCCAGGGGCCTGAAGGTGGCAGCA	V_CTCF_BR	38
chr6	150336454	150336604	id-89750	7.44e-06	-	AGGGAAATGCCAACCGCACCCACAAGGCGACGCCT	Upstream_CTCF	15
chr6	150338159	150338309	id-89751	8.02e-08	-	TGGTACTTTCCAGTCTTTTCCAGCAGATGGCACTG	UpstreamP1_CTCF	40
chr6	150338374	150338524	id-89752	1	+	NA	NONE	14
chr6	150359565	150359715	id-89753	1.16e-05	-	AGGGAAATGCCAATCGCACCCACAAGAGGCATCCC	Upstream_CTCF	8
chr6	150390416	150390566	id-89754	2e-06	-	GGTGGAGGGTAAGGGTTGGCCAGAGGGGGCCGCTG	Upstream_CTCF	39
chr6	150392142	150392292	id-89755	1	+	NA	NONE	7
chr6	150392367	150392517	id-89756	5.2e-08	+	AGGTTGTAACCCCCAGCGGCCTGAAGGTGGCAGCA	UpstreamP1_CTCF	40
chr6	150397485	150397635	id-89757	1.7e-05	+	ACAGCAGCACCAATGATGACCAGCGAGAGCAGCAC	Upstream_CTCF	32
chr6	150401891	150402041	id-89758	4.24e-07	+	GCTGCTAAAATCAAGACGTACACCAGAGGGCGCTG	Upstream_CTCF	40
chr6	150402992	150403142	id-89759	4.55e-09	-	CCTGTAATTTCAGCTACTGCCGCGAGGGGGTGGGG	Upstream_CTCF	11
chr6	150464720	150464870	id-89760	7.8e-08	-	GTCCCAACCGCTGAGCCCGACGCCAGAGGGCACCG	V_CTCF_BR	11
chr6	150466770	150466920	id-89761	1	+	NA	NONE	1
chr6	150472376	150472526	id-89762	8.89e-06	+	TCCTCACTTCCCTCAGTGGGCGGCAGGCGCTGCTG	Upstream_CTCF	1
chr6	150507794	150507944	id-89763	3.97e-07	+	AAGCTGGGGACGGCCTGGACCAGTAGGTGGCTGAC	V_CTCF_BR	3
chr6	150510459	150510609	id-89764	1	+	NA	NONE	10
chr6	150589410	150589560	id-89765	2.19e-05	-	GCTGGCCCAAGAACTGTTCCCAGCAGGGGCAGAAC	Upstream_CTCF	12
chr6	150641818	150641968	id-89766	9.31e-05	-	GTATCTATGCCATCTTTGCACTCCAGGAAGAGCCC	Upstream_CTCF	1
chr6	150654836	150654986	id-89767	7.84e-05	-	ATTAAAGACCTGCTCACCTCCACTGGGAGGAGCCA	V_CTCF_BR	5
chr6	150656378	150656528	id-89768	3.88e-07	-	TTGCAACTCAGATAAATGGCCACAAGGTGGGGTGA	UpstreamP1_CTCF	40
chr6	150665516	150665666	id-89769	2.78e-06	-	TTTTTTTGGCACCAAGCGACCAGCAGAGGTCTGCA	V_CTCF_BR	2
chr6	150673603	150673753	id-89770	1	+	NA	NONE	21
chr6	150674161	150674311	id-89771	6.39e-05	+	CACCCAGTTCCTTGTGCTGCCAGAAGGTGTTGTTG	Upstream_CTCF	14
chr6	150716679	150716829	id-89772	4.17e-05	-	TCGGGATTATGCCTTATGAAAGCTAGGGGGCAGCA	Upstream_CTCF	40
chr6	150739404	150739554	id-89773	1.28e-06	+	CGAGGCAGTTACTGTGAAACCACTAGATGGCACAG	V_CTCF_BR	39
chr6	150740272	150740422	id-89774	1.28e-06	+	CCCCACGCCATGAATGTGGCCAGCAGGGGGCTTCT	V_CTCF_BR	40
chr6	150870276	150870426	id-89775	4.34e-05	+	AGGGGAGCCCCCGTTGGTGCCCCCGGAGGCAGAAA	Upstream_CTCF	5
chr6	150921995	150922145	id-89776	1.64e-07	-	CGTGCAGTAGCCTCGGCCACCTGCGGGTGGTACAA	Upstream_CTCF	40
chr6	150989690	150989840	id-89777	1	+	NA	NONE	29
chr6	150991592	150991742	id-89778	2.97e-06	-	GGACTGACATGTTGGTACAACTCCAGGGGGCGCCC	V_CTCF_BR	12
chr6	151007165	151007315	id-89779	5.72e-09	+	GTGTGCACCTGGCACCTGACCAGTAGGGGGCACAC	V_CTCF_BR	39
chr6	151018774	151018924	id-89780	2.81e-05	-	GACTGTCTGTGTCAATCTTCCAGCAGGAGGCTGGC	V_CTCF_BR	4
chr6	151042062	151042212	id-89781	1.28e-06	+	GCTGAAGTCTGTGGTCTGCACACTAGGGGGAAAAA	Upstream_CTCF	21
chr6	151063050	151063200	id-89782	1.28e-06	-	CAACCAGGGACAATTTTGTCCTCCAGGGGGCACTT	V_CTCF_BR	39
chr6	151136381	151136531	id-89783	2e-06	-	AGTACTGTTTCCAGGATTTCCACTAGGTGTCAGCC	Upstream_CTCF	39
chr6	151139068	151139218	id-89784	2.46e-06	+	ATGGTGTAGCAGCTATTACCCACTTGAGGGCGCTC	UpstreamP1_CTCF	40
chr6	151149398	151149548	id-89785	1	+	NA	NONE	2
chr6	151152046	151152196	id-89786	1	+	NA	NONE	5
chr6	151183078	151183228	id-89787	1	+	NA	NONE	2
chr6	151183933	151184083	id-89788	1	+	NA	NONE	3
chr6	151186742	151186892	id-89789	1.52e-07	-	TTCCTCCTCGTCCCAGGGGCCCCTAGGGGGCACTG	V_CTCF_BR	40
chr6	151197910	151198060	id-89790	3.56e-05	-	TCTGTAATCCTGAAATACGCAGCACGGTGGAACCA	Upstream_CTCF	17
chr6	151199147	151199297	id-89791	2.72e-05	-	CGCCTCGGCCTGACAATTTCCACTAGATGACGCTG	UpstreamP1_CTCF	3
chr6	151213151	151213301	id-89792	4.48e-07	+	TGTGCGTTTTTAGCAGTCACCACATGGTGGCAGCC	Upstream_CTCF	40
chr6	151216045	151216195	id-89793	1.06e-05	+	TGAGCATTTCCACGGAGACCCTAGAGGTGGGGAGG	Upstream_CTCF	32
chr6	151227044	151227194	id-89794	8.52e-08	-	CTGACCTGACTGCTAGAGGCCAGTAGGGGGCACTT	UpstreamP1_CTCF	39
chr6	151246432	151246582	id-89795	7.91e-05	-	GTGTAATGCTGGACTCTTTCCTCTGGGGCTCATGT	UpstreamP1_CTCF	15
chr6	151250149	151250299	id-89796	7.07e-08	-	GGTGTGGGCCCAGAGGGTGCCTGCAGGTGGAGCCA	V_CTCF_BR	39
chr6	151286029	151286179	id-89797	3.97e-05	+	ATCTAATGTTTTTCTCTCTCCTGTAGGGGGTGACA	UpstreamP1_CTCF	20
chr6	151335586	151335736	id-89798	4.55e-09	+	GCAGCAGTACCTCTTAGCTCCTACAGGTGGCGCCA	Upstream_CTCF	40
chr6	151362100	151362250	id-89799	1.77e-05	-	ACTGCGACCCCGTGTGTGGCCACAGGAGGAACTCG	Upstream_CTCF	26
chr6	151373629	151373779	id-89800	2.97e-06	+	GCAGGGTGGCACATTCCAGACGGCAGTGGGCAGGA	V_CTCF_BR	6
chr6	151409068	151409218	id-89801	7.49e-05	-	GGAGTTGACCTCTGGCCGCACGCCTGGGGTCAGTG	V_CTCF_BR	1
chr6	151441462	151441612	id-89802	1	+	NA	NONE	1
chr6	151537252	151537402	id-89803	7.27e-06	-	GAAGACCTGCTGGGGGTGGGCTACAGGGGGAGCTG	V_CTCF_BR	5
chr6	151561278	151561428	id-89804	1	+	NA	NONE	24
chr6	151576114	151576264	id-89805	1	+	NA	NONE	12
chr6	151597354	151597504	id-89806	7.6e-05	-	TTGCAATCAGTGACTATAACCACCAGGACACCTTG	UpstreamP1_CTCF	23
chr6	151645478	151645628	id-89807	2.4e-09	-	ACGTAGTTGCACTTTTTGGGCACCAGGGGGCGCGA	UpstreamP1_CTCF	40
chr6	151656078	151656228	id-89808	1.38e-06	-	ATGCCTGAATGAGTTTTGGACAGAAGAGGGCAGTA	V_CTCF_BR	40
chr6	151659091	151659241	id-89809	1	+	NA	NONE	1
chr6	151662664	151662814	id-89810	1	+	NA	NONE	0
chr6	151687060	151687210	id-89811	1.52e-07	-	ACAACCTGGAGCAGGCCGACCAGGAGAGGGAGGTG	V_CTCF_BR	0
chr6	151691706	151691856	id-89812	5.7e-05	-	AGATTTCTGGCTGTAGTTACCACTAGATGTCCCTG	Upstream_CTCF	34
chr6	151697756	151697906	id-89813	4.5e-05	-	CAGCTTCTCCACACTCTTGCCACCATGTGTTGTGA	UpstreamP1_CTCF	11
chr6	151711791	151711941	id-89814	1	+	NA	NONE	11
chr6	151727295	151727445	id-89815	5.12e-06	+	TTGACCTGCTGTACACACACCACTAGATGGCATTG	UpstreamP1_CTCF	40
chr6	151752151	151752301	id-89816	4.17e-05	+	AGAGTATACCATGAGATGTACACCAGAGGGACCCC	Upstream_CTCF	23
chr6	151762196	151762346	id-89817	1	+	NA	NONE	36
chr6	151769758	151769908	id-89818	3.09e-06	-	GTTGCTGTGTTGAGAAGAAACTGTAGGGGGCCCAA	Upstream_CTCF	29
chr6	151797159	151797309	id-89819	2.38e-07	-	TTACAGAATATTCAGGTGGCCACTAGGGGGTGCCA	V_CTCF_BR	39
chr6	151856454	151856604	id-89820	1	+	NA	NONE	1
chr6	151868515	151868665	id-89821	5.13e-05	-	TGGCCCTCAAAACTCCCGACCTCACGGGGGCGCTC	V_CTCF_BR	23
chr6	151969240	151969390	id-89822	7.23e-07	+	TGTGCTGGTTGGCCTTCTGCCGGGAGGTGGCGCTT	Upstream_CTCF	38
chr6	151983194	151983344	id-89823	1.18e-05	+	GGCCACTGCCACTGGGATGGCACAGGAGGGCGCTC	UpstreamP1_CTCF	38
chr6	151996971	151997121	id-89824	2.74e-08	+	CTGCAGGTTCTGCTATGGACCAGGTGGGGGCAGCA	UpstreamP1_CTCF	40
chr6	152011512	152011662	id-89825	1	+	NA	NONE	14
chr6	152060207	152060357	id-89826	7.91e-05	+	TAGGACTGTCTTGTCTTGACCACTAGGGGATCAAG	UpstreamP1_CTCF	14
chr6	152084579	152084729	id-89827	2.91e-05	-	CTAACACCACCCCATTCCACCCCTAGGGGGAAAAA	Upstream_CTCF	38
chr6	152085553	152085703	id-89828	1.84e-07	+	ACTGCGCTTGTCAGGACGGCCAGTGGGGGGCTGCT	Upstream_CTCF	40
chr6	152086688	152086838	id-89829	2.2e-06	+	GCATTAGTTCCATGTCGACCCTGTAGATGGCAGCA	Upstream_CTCF	39
chr6	152232673	152232823	id-89830	1	+	NA	NONE	10
chr6	152279598	152279748	id-89831	9.62e-05	+	ATGTAATTCAGAAAGTATTGCAGGATGTGGCAGTT	UpstreamP1_CTCF	9
chr6	152336252	152336402	id-89832	4.5e-06	-	TGTGAAGTTCAGAATTCAGCCACCAGGTGTTTTTA	Upstream_CTCF	5
chr6	152391839	152391989	id-89833	4.5e-06	+	CCACCTCTTCCAGCACTTTCCGCCAGAGGGCCCGT	Upstream_CTCF	6
chr6	152400106	152400256	id-89834	5.41e-06	+	ACTGCCTCTCTAGATTCCACCTCTGGGGGCAGCAC	Upstream_CTCF	13
chr6	152418116	152418266	id-89835	2.72e-06	+	CTGATTTTACTGGCCACGTCTGGCAGAGGGCAGCA	UpstreamP1_CTCF	27
chr6	152421583	152421733	id-89836	1	+	NA	NONE	7
chr6	152439930	152440080	id-89837	1.21e-06	-	CAAGTAGTTCACTGAATGCCCACTATGTGGCAGGA	Upstream_CTCF	27
chr6	152445688	152445838	id-89838	1.38e-07	-	GGGCAGTTAATCAGTTTGACCACTAGATGGTGATT	UpstreamP1_CTCF	39
chr6	152457704	152457854	id-89839	8.98e-06	+	TGGCACTGCATCAGGGCATCCTGCAGCAGGCCCCG	UpstreamP1_CTCF	5
chr6	152486257	152486407	id-89840	7.27e-06	+	TGCCAACTACCAGCCACCACCGCCAGGTGGTTCTG	V_CTCF_BR	3
chr6	152527696	152527846	id-89841	2.83e-07	+	ATACAGAGGGACATCTGACCCAGCAGGGGGCGCAC	V_CTCF_BR	39
chr6	152553988	152554138	id-89842	1.1e-06	-	CCTAAGCAACAGCTGTGCGCCCCCAGAGGGCAGGA	V_CTCF_BR	25
chr6	152589506	152589656	id-89843	9.25e-06	-	AATGAGAGTACATTTTGTACCACTTGAGGGCACTA	V_CTCF_BR	39
chr6	152595000	152595150	id-89844	1.24e-05	-	ACTCCCTTGCCCCACCCTACCGCTAGAGGCAGGTA	V_CTCF_BR	18
chr6	152623202	152623352	id-89845	5.63e-06	+	AAGTAGTAGCGTTCATCTTCCTGCAGGGCGAGCCA	UpstreamP1_CTCF	40
chr6	152635527	152635677	id-89846	1.15e-06	+	TCTGCACTTTCCTCTTAAACCCCTGGTGGGCGGTT	Upstream_CTCF	20
chr6	152659786	152659936	id-89847	1.56e-06	-	CTAGCAGTACCGGCCCACACAGACAGATGGCAGCA	Upstream_CTCF	40
chr6	152677948	152678098	id-89848	1.93e-05	-	AGTCAATAGTTACCCATCACCAGCAGATGTTGCTG	V_CTCF_BR	40
chr6	152702517	152702667	id-89849	1	+	NA	NONE	9
chr6	152744461	152744611	id-89850	4.34e-05	+	CATGTCAGTGATTTTCTAACCTCTAGGGGGCCAAG	Upstream_CTCF	13
chr6	152806889	152807039	id-89851	1.84e-05	+	ATGTAAATTCACGTGAAGAACACTGGGGGGAGATA	UpstreamP1_CTCF	39
chr6	152873842	152873992	id-89852	7.11e-06	+	GTGGTTAATCCTGCACAGAGCACCAGGTGGTGCTG	Upstream_CTCF	40
chr6	152913136	152913286	id-89853	1	+	NA	NONE	1
chr6	152916782	152916932	id-89854	8.89e-06	-	TGTAAAGTTTCCAGAGTTCCCACTAGGGGCAGATG	Upstream_CTCF	39
chr6	152964216	152964366	id-89855	3.88e-06	-	GTTTGCTGCAGTATCTTGACCTCTGGGTGGCAGCA	V_CTCF_BR	40
chr6	152991158	152991308	id-89856	4.44e-06	-	AAGGAGTTAATGAAACTCACCAGAAGATGGCAATA	UpstreamP1_CTCF	38
chr6	153022732	153022882	id-89857	1	+	NA	NONE	17
chr6	153037567	153037717	id-89858	1.64e-05	+	GGAATGCTTCAACTCAAGGCCACTAGATGGTGACC	V_CTCF_BR	18
chr6	153044788	153044938	id-89859	1.41e-06	+	AATGCATCCCTAAATGTGGCCACCAGAGAGTTCCA	Upstream_CTCF	6
chr6	153048773	153048923	id-89860	2.38e-07	+	AGGAGCTAGAGCTGCAGGGCCAGCAGGTGTCACTG	V_CTCF_BR	20
chr6	153070090	153070240	id-89861	2.4e-05	+	TGTGAATTAAAACTTTGAACCTGCAGATGGTGCTA	V_CTCF_BR	25
chr6	153142783	153142933	id-89862	7.46e-06	+	ATGAACCTGCTAAGGAGGTCCAGGAGGAGGAGCCA	UpstreamP1_CTCF	8
chr6	153185118	153185268	id-89863	7.55e-07	+	AATTACTCATTTCAATTGGCCACTTGAGGGCGCCA	V_CTCF_BR	40
chr6	153196239	153196389	id-89864	2.97e-06	+	GGAGTGACAATCCTCCACGCCTGAAGGGGGAGCTG	V_CTCF_BR	9
chr6	153219051	153219201	id-89865	2.32e-08	-	CCTGCAGGTGCACGATCTCCCTCAAGGTGGCAGCA	Upstream_CTCF	40
chr6	153269435	153269585	id-89866	2.18e-07	-	CATTTACTTCATTGGATTTCCACCAGAGGGCACAA	Upstream_CTCF	40
chr6	153274392	153274542	id-89867	8.34e-07	-	CAGCAATGTAAATGCAACGCCACAAGATGGTGCTG	UpstreamP1_CTCF	38
chr6	153275699	153275849	id-89868	2.27e-06	+	TGAAGAACACTCTATACAGCCACAAGGTGGCTGTC	V_CTCF_BR	22
chr6	153314699	153314849	id-89869	5.48e-05	-	CATCTAATTCCTCTAGCAACCATAAGAGGGAGTCA	Upstream_CTCF	34
chr6	153324558	153324708	id-89870	1	+	NA	NONE	13
chr6	153345661	153345811	id-89871	1.04e-07	-	CTGAGTGGCAAAATACTGACCACTAGATGGCAGCA	V_CTCF_BR	40
chr6	153349395	153349545	id-89872	1.37e-05	+	GCTGCACATTGACTAGACCCCTGCTGGAGGCAGCA	Upstream_CTCF	2
chr6	153353540	153353690	id-89873	1.9e-06	+	TCAGCTATCAAATATCTGTCCACTAGATGGCTGTG	Upstream_CTCF	35
chr6	153373328	153373478	id-89874	2.89e-07	-	GATGCTGTGCACTCCAGGCCCACTGGGGGCAGAGG	Upstream_CTCF	4
chr6	153380970	153381120	id-89875	3.63e-06	+	TCAAAATGTAGTTCCTGGACCAGCAGGTGGCATTC	V_CTCF_BR	30
chr6	153405750	153405900	id-89876	1	+	NA	NONE	15
chr6	153429576	153429726	id-89877	4.94e-06	-	ATAGCATCTGAAGTTCTGGGCACAAGGGGGAGAAG	Upstream_CTCF	38
chr6	153529964	153530114	id-89878	6.64e-05	-	CCTGCCAGCTGGATTGGCTGCGACAGAGGGAGCAG	Upstream_CTCF	2
chr6	153536512	153536662	id-89879	1	+	NA	NONE	18
chr6	153552287	153552437	id-89880	8.08e-08	+	GCTGCGTTTCTAGGCGCCAACACCAGACGGCGCTA	Upstream_CTCF	40
chr6	153622886	153623036	id-89881	1.41e-06	-	CCTGCCCGTCTGTGTGCTTCCCCTAGAGGGCTGAG	Upstream_CTCF	3
chr6	153633889	153634039	id-89882	8.16e-07	-	TTGAGCCAGGACTGGCACTCCAGCAGATGGCACTG	V_CTCF_BR	37
chr6	153825024	153825174	id-89883	8.19e-06	-	AGGGAGCTCAAAGAAGCTGCCAGTAGGGGGGGTCC	UpstreamP1_CTCF	25
chr6	153833371	153833521	id-89884	3.8e-07	-	ATTGTAGTACCACAATCAACCAGAGGAGGGCCAGA	Upstream_CTCF	40
chr6	153874928	153875078	id-89885	1	+	NA	NONE	37
chr6	153884274	153884424	id-89886	1	+	NA	NONE	17
chr6	153984221	153984371	id-89887	1.09e-07	-	CCTGGACTACTGTAGACAGACACCAGAGGGAGGAA	Upstream_CTCF	17
chr6	154111260	154111410	id-89888	3.05e-07	-	GCTGCTGTTCCTCCTGAGGCCTCCGGGGACTGCTA	Upstream_CTCF	26
chr6	154112328	154112478	id-89889	2.38e-07	-	CAAACAAAAGGGAATTCTGCCAGCAGATGGCAGAC	V_CTCF_BR	28
chr6	154124965	154125115	id-89890	1	+	NA	NONE	7
chr6	154135392	154135542	id-89891	1	+	NA	NONE	24
chr6	154269087	154269237	id-89892	4.02e-07	-	CTTGCAGTTCCAGTTCATGACCAGAGATGGCGCTA	Upstream_CTCF	40
chr6	154273717	154273867	id-89893	1.73e-06	-	AAGCTGCCATTGTGTTCGTCCACCAGGAGGCACAT	UpstreamP1_CTCF	14
chr6	154284597	154284747	id-89894	1.76e-05	-	CTGTAGTGACAATTTTAGGTCCACTGGGGGCAATC	UpstreamP1_CTCF	11
chr6	154298330	154298480	id-89895	1.47e-05	-	CTTAGCCAAAAACATCTCACCACCAGATGCCTCTC	V_CTCF_BR	4
chr6	154362328	154362478	id-89896	5.28e-05	-	TCTGTTGTTAGCCTTCCTCTCAATAGATGGTGCTC	Upstream_CTCF	6
chr6	154475627	154475777	id-89897	1.96e-08	+	GAAGCGATTTTGATGACTGCCACCAGAGGGCACTG	V_CTCF_BR	37
chr6	154477281	154477431	id-89898	3.6e-07	+	CCAGCAGGTTGAGGCAGGACCACTAGGAGGAGACT	Upstream_CTCF	40
chr6	154487360	154487510	id-89899	3.73e-06	+	AAAGTTGGCCCCCCAGTGGCCAGGTGAGGGCATGG	Upstream_CTCF	21
chr6	154493817	154493967	id-89900	1	+	NA	NONE	2
chr6	154565696	154565846	id-89901	1	+	NA	NONE	2
chr6	154598506	154598656	id-89902	1.85e-05	-	ATTGTACTTAGGTGTTCTTCCACTAGGTGTCTCTT	Upstream_CTCF	38
chr6	154665216	154665366	id-89903	3.09e-06	-	GAAGCAGTTCCCCTGTACACAGACAGAGGGAGAGG	Upstream_CTCF	38
chr6	154689395	154689545	id-89904	1	+	NA	NONE	5
chr6	154691783	154691933	id-89905	2.1e-06	-	GCTCCAATGATAACATTTGCCACTTGGTGGCAGTG	Upstream_CTCF	40
chr6	154730096	154730246	id-89906	2.27e-06	-	GTGAGTATCCATGGAGCAGTCAGCAGGTGGCAGGG	V_CTCF_BR	38
chr6	154737996	154738146	id-89907	1	+	NA	NONE	2
chr6	154769636	154769786	id-89908	9.31e-05	-	CATGCTACTCCCTCTGTGACCTCTGGGGAAATGGT	Upstream_CTCF	33
chr6	154778975	154779125	id-89909	1	+	NA	NONE	12
chr6	154779253	154779403	id-89910	1	+	NA	NONE	10
chr6	154800988	154801138	id-89911	1	+	NA	NONE	8
chr6	154819598	154819748	id-89912	3.4e-06	-	GTTGCAGTGTGGGGGCGTGACAGTAGGGAGTGGTG	Upstream_CTCF	3
chr6	154822095	154822245	id-89913	1	+	NA	NONE	40
chr6	154831370	154831520	id-89914	1.47e-05	+	AGGGGAGCCCGGCCCTCTCCCTCCAGCTGCCACAG	V_CTCF_BR	28
chr6	154831926	154832076	id-89915	9.41e-05	-	CAGGGCCAGGGCCTCACACAAACCAGCGGGCTCTC	V_CTCF_BR	13
chr6	154882223	154882373	id-89916	2.37e-05	-	CCTGTTCTGAACCCCTTCTCAGGCAGGAGGCGTTC	Upstream_CTCF	1
chr6	154936890	154937040	id-89917	8.71e-06	-	CCTTGCCGGAGGCACATCACCTCCTGGAGGCAGCA	V_CTCF_BR	24
chr6	154982944	154983094	id-89918	1	+	NA	NONE	15
chr6	154996831	154996981	id-89919	8.08e-08	+	GCAGCAGCCATCAGTGTGACCAGCAGATGGCATTA	Upstream_CTCF	40
chr6	155026751	155026901	id-89920	1	+	NA	NONE	26
chr6	155054416	155054566	id-89921	2.38e-07	+	CGGGGCTCGCACGGTCCAGTCGCCAGGGGGCGCGC	V_CTCF_BR	40
chr6	155054781	155054931	id-89922	6.21e-05	+	GCCATGCCGGTGCCGCTCTGCCGCTGAGGGAGCCC	V_CTCF_BR	22
chr6	155126559	155126709	id-89923	4.5e-06	-	ATAGTAATAACTCTAAAGACCACAAGATGGGGTTA	Upstream_CTCF	35
chr6	155189314	155189464	id-89924	6.84e-06	+	TCGGGATTCTATACTTGTACCAGTAGAGGTCACTG	V_CTCF_BR	39
chr6	155193982	155194132	id-89925	1.56e-06	+	CTTGCAGTTTCTCTTGTAGGCAGTAGGAGTCTATC	Upstream_CTCF	11
chr6	155249586	155249736	id-89926	2.11e-06	+	AACATTTGTATAAAGGCTACCTCAAGAGGGCGCTC	V_CTCF_BR	40
chr6	155258906	155259056	id-89927	1	+	NA	NONE	23
chr6	155291089	155291239	id-89928	1	+	NA	NONE	2
chr6	155295751	155295901	id-89929	4.66e-08	+	CCTGTAATCCCAGCACTTGACACTTGGGGGTGCTG	Upstream_CTCF	29
chr6	155316569	155316719	id-89930	4.14e-06	+	GACCCGAGGTAAGGGGCGCCCGGGTGAGGGCGCAG	V_CTCF_BR	7
chr6	155324835	155324985	id-89931	1.32e-05	+	GCTGCTACCACCGCAGCTGCCACGGTGGGGCAGGG	Upstream_CTCF	5
chr6	155414605	155414755	id-89932	3.8e-07	-	CCTGCCGGTCCTAGTGCTTCCTGCAGGGGCAGATC	Upstream_CTCF	7
chr6	155447117	155447267	id-89933	3.05e-07	+	GCAGCATTATTCATAATAGCCAAGAGGTGGAAGCA	Upstream_CTCF	6
chr6	155473471	155473621	id-89934	1.55e-05	+	AGGGGCCTCACCCTGCTCACAGCCAGGGGGCGTTC	V_CTCF_BR	31
chr6	155495957	155496107	id-89935	3.28e-05	-	TTGAGAAGCAAACTAAAACCCAGCAGAGGTCACTG	V_CTCF_BR	40
chr6	155498616	155498766	id-89936	4.41e-06	+	CAGATCAGAAGCTTTTAGACCACCAGGTGGTGCAG	V_CTCF_BR	39
chr6	155517138	155517288	id-89937	2.68e-05	+	TGAGTGTTGCTGAAAATGGACTGAAGGAGGCAGTG	Upstream_CTCF	8
chr6	155528808	155528958	id-89938	6.82e-05	+	GGAGTGAGCAGGGTTCTGACAGGAAGGGGTCAGTA	V_CTCF_BR	0
chr6	155532124	155532274	id-89939	1	+	NA	NONE	3
chr6	155569661	155569811	id-89940	1.65e-07	-	GAGCTCTGCTCAGAGATCTCCACAAGGTGGAGCCT	UpstreamP1_CTCF	39
chr6	155582794	155582944	id-89941	3.16e-06	-	CTTCTATTTCCCATTCCATCCAGTAGGAGCAGCTG	UpstreamP1_CTCF	23
chr6	155587393	155587543	id-89942	5.74e-05	-	CTGTGATTCTCATTTCTGCCCACACGAGGGCTTTG	UpstreamP1_CTCF	31
chr6	155589365	155589515	id-89943	1	+	NA	NONE	40
chr6	155591827	155591977	id-89944	4.34e-05	+	TCTGCACTAACAACCATGGCGACCAGCGAAACAAG	Upstream_CTCF	1
chr6	155608989	155609139	id-89945	1	+	NA	NONE	12
chr6	155638467	155638617	id-89946	6.49e-06	-	TTGTAGTTCTTCATCTTCACTGACAGGTGGGGCTA	UpstreamP1_CTCF	30
chr6	155648756	155648906	id-89947	2.43e-06	+	AGAGTGAAGCTCAGCATGGCCACTGGGTGGCGATC	V_CTCF_BR	40
chr6	155661660	155661810	id-89948	2.96e-05	+	GACCACTGTAGCTGTCTCAGCACTAGAGGACACTA	UpstreamP1_CTCF	40
chr6	155662188	155662338	id-89949	1.83e-05	+	AGCCACAAATAACATCTTGCCTCATGGGGGAGGTA	V_CTCF_BR	2
chr6	155702173	155702323	id-89950	1	+	NA	NONE	12
chr6	155730215	155730365	id-89951	5.51e-07	+	TTGTGAGCAGGCAAGTCTGACACCAGGTGGCAGAG	V_CTCF_BR	11
chr6	155737237	155737387	id-89952	6.84e-06	-	GGGTACAGAGGCGTGCTGCCCAGCAGGAGGCAGGT	V_CTCF_BR	4
chr6	155764486	155764636	id-89953	1	+	NA	NONE	2
chr6	155816384	155816534	id-89954	7.17e-05	-	TGTCTTGCTAACCCCATGACCACAAGGGAGCAGGC	Upstream_CTCF	34
chr6	155819658	155819808	id-89955	1.55e-05	+	TTCTGGTACACCTCTGCTGCCTCCAGCTGGAAAAA	V_CTCF_BR	19
chr6	155851486	155851636	id-89956	2.1e-05	-	ATGTCCCAGCATCCAGAATCCACAAGATGGCATTA	UpstreamP1_CTCF	40
chr6	155902148	155902298	id-89957	3.29e-05	-	AGCGTGACATCATCTGCTCCCAGCAGAGGGCCTCT	Upstream_CTCF	32
chr6	155916518	155916668	id-89958	2.6e-06	+	GGAGAGTAGTTTACCCAGACCAGCAGGGGGTGGGA	V_CTCF_BR	9
chr6	155967620	155967770	id-89959	1	+	NA	NONE	5
chr6	156015672	156015822	id-89960	1	+	NA	NONE	2
chr6	156028398	156028548	id-89961	1.56e-06	-	CTGGAACTGCTAAGGGTCACCACCTGGAGGCAGCC	Upstream_CTCF	5
chr6	156029809	156029959	id-89962	1.67e-07	+	CCCATCCCGGCCCGTGGAACCAGCAGGTGGCAGAT	V_CTCF_BR	4
chr6	156086826	156086976	id-89963	1.39e-05	-	AGCCTTGATTTACTTGCATCCGCAAGAGGGCACTT	V_CTCF_BR	2
chr6	156153798	156153948	id-89964	3.11e-05	+	GTCAAGTGCAAACTGCTTCTCTGCAGATGGCACTG	V_CTCF_BR	18
chr6	156390151	156390301	id-89965	1	+	NA	NONE	7
chr6	156423370	156423520	id-89966	1.17e-05	-	GCAGTCAATGGGAATGGTACCTCTAGGTGTCAGCA	V_CTCF_BR	38
chr6	156497326	156497476	id-89967	2.86e-06	+	GTGTGATTAGCCTAACTGGCCACTGGGTGTGACCA	UpstreamP1_CTCF	26
chr6	156604339	156604489	id-89968	3.4e-06	+	TACAAGCAGAGAGTTTTCACCAGCTGGTGGCAGAA	V_CTCF_BR	11
chr6	156681179	156681329	id-89969	2.31e-07	-	CATGCCCTACATCCTACCACCGCCAGGGGACCCCC	Upstream_CTCF	29
chr6	156700172	156700322	id-89970	1	+	NA	NONE	7
chr6	156701728	156701878	id-89971	2.84e-05	+	CTGCAGTATTATCTTGATAGCACCGCCAGGCTGCA	UpstreamP1_CTCF	17
chr6	156731934	156732084	id-89972	1	+	NA	NONE	22
chr6	156737629	156737779	id-89973	2.72e-06	+	GAGCAGCAATGGTTGACAGACTGCAGAGGGCTGTA	UpstreamP1_CTCF	16
chr6	156738662	156738812	id-89974	5.26e-07	+	TATGCCATACCTGGTCACACCTGCAGGGGTAACCA	Upstream_CTCF	10
chr6	156770321	156770471	id-89975	2.81e-06	+	TCTGCAGTTTAGCTTCTTTCAGCCAGGGGCACGAG	Upstream_CTCF	4
chr6	156873136	156873286	id-89976	1.21e-05	-	GGCTCTGTTTCCTTGGTGGCCGTCAGGTGGGGCTG	Upstream_CTCF	3
chr6	156885627	156885777	id-89977	5.72e-09	+	CGACGGTGATGGAGAGAGGCCACCAGAGGGCGCAG	V_CTCF_BR	40
chr6	156911737	156911887	id-89978	1.99e-07	-	CCTTCCCGACCCAGTCCCTCCAGCAGAGGGAACAC	V_CTCF_BR	11
chr6	156919927	156920077	id-89979	1	+	NA	NONE	2
chr6	156938584	156938734	id-89980	1	+	NA	NONE	3
chr6	156940201	156940351	id-89981	8.02e-05	-	GGCGTCGTTCCATCATTGACCTCAGGGTGCGCAGG	Upstream_CTCF	20
chr6	156959196	156959346	id-89982	1	+	NA	NONE	4
chr6	156980546	156980696	id-89983	8.81e-07	+	AGAAAACCCTCTTGAGCTTCCAGCAGGGGGAGGAG	V_CTCF_BR	25
chr6	156983202	156983352	id-89984	8.34e-07	-	ATGAGGTTCCTTCACCCCTCCGGTAGAGGGCGCAC	UpstreamP1_CTCF	39
chr6	157007758	157007908	id-89985	2.96e-05	-	TGGCTGATCTGAAATTCGATCAGCAGAGGGGGCAA	UpstreamP1_CTCF	38
chr6	157073796	157073946	id-89986	8.99e-05	-	TGCTGCAGCTCCAGGACTACCACTAGGGTGAGCAG	V_CTCF_BR	37
chr6	157087990	157088140	id-89987	1	+	NA	NONE	0
chr6	157088872	157089022	id-89988	1	+	NA	NONE	4
chr6	157096272	157096422	id-89989	8.5e-06	+	GCTGCAGTGCCTTCTGTCTGCTTTAGGGTGTGGCA	Upstream_CTCF	19
chr6	157097618	157097768	id-89990	1	+	NA	NONE	24
chr6	157100378	157100528	id-89991	1.19e-06	+	CCAGGCGGCGGCGGCGGGGGCGGCGGCGGGCGGCC	V_CTCF_BR	7
chr6	157114070	157114220	id-89992	8.97e-05	+	ACTGCAGTTCGCATGGCAGGCATAAGGAGCGCTAA	Upstream_CTCF	0
chr6	157118332	157118482	id-89993	2.27e-05	+	GAGACAGCAGACCAACCACCCACATGGGGGTGCTG	V_CTCF_BR	13
chr6	157187466	157187616	id-89994	1	+	NA	NONE	10
chr6	157197542	157197692	id-89995	4.31e-07	+	TGATGCCGGCTGGGCATGTCCACCTGGGGGCGCCT	V_CTCF_BR	39
chr6	157205578	157205728	id-89996	7.02e-05	-	ACGCCCATCTACAGAAGGCCCTCCAGGTGGCCACC	UpstreamP1_CTCF	9
chr6	157214893	157215043	id-89997	9.66e-05	-	GCTGCACCATTTCACATTCCCACCAACAGGACGCA	Upstream_CTCF	10
chr6	157220848	157220998	id-89998	1	+	NA	NONE	5
chr6	157254640	157254790	id-89999	4.11e-07	-	TGGCTCTGCAATCTGGTTGCCAGCAGAGGGTGACA	UpstreamP1_CTCF	20
chr6	157263544	157263694	id-90000	1.19e-06	+	CCCCATGGGCCTCAGGCCAGCAGAAGGGGGAGCCA	V_CTCF_BR	13
chr6	157264378	157264528	id-90001	1	+	NA	NONE	19
chr6	157270003	157270153	id-90002	3.81e-05	-	TTTCAAATAGTCAAGACTTCCACAAGATGGCAAAA	V_CTCF_BR	12
chr6	157272312	157272462	id-90003	1	+	NA	NONE	2
chr6	157274306	157274456	id-90004	4.7e-06	-	AGTGGATCCCTGTGTTGAAGCTGCAGAGGGCAGCC	V_CTCF_BR	15
chr6	157274789	157274939	id-90005	1	+	NA	NONE	32
chr6	157322970	157323120	id-90006	1.47e-05	+	CGATAGGTCGCACACCTTACCAACAGCAGGCGGCG	V_CTCF_BR	0
chr6	157333681	157333831	id-90007	2.31e-07	+	ACTGTAGTACAAAGAGTAACACCCAGGGGGCAAGA	Upstream_CTCF	4
chr6	157340257	157340407	id-90008	1	+	NA	NONE	20
chr6	157341050	157341200	id-90009	1	+	NA	NONE	20
chr6	157342517	157342667	id-90010	1.99e-07	-	AAGGAGCGAGCGGGGCCTGCCGGCAGAGGCCGCCG	V_CTCF_BR	32
chr6	157342806	157342956	id-90011	1.14e-06	-	GAGCGGCCGCCGCCTCCCGCCTCCAGGAGGAGCCT	UpstreamP1_CTCF	38
chr6	157355714	157355864	id-90012	3e-06	+	TTGAAATACTCCTTTGCTCCCACTAGAGGGGGATT	UpstreamP1_CTCF	39
chr6	157357585	157357735	id-90013	1	+	NA	NONE	4
chr6	157367100	157367250	id-90014	1.55e-07	-	CATGTAACTGTCTGAACTACCAGCAGATGGCAGAG	Upstream_CTCF	39
chr6	157388387	157388537	id-90015	2.68e-05	-	ACAGTGACCCTGCCTGGCACCAGTAGATGGCCTGT	Upstream_CTCF	0
chr6	157429894	157430044	id-90016	1	+	NA	NONE	12
chr6	157460570	157460720	id-90017	2.38e-07	+	CGGGACCCTCCCTGGCCCGCCTGCAGGGGGTGCCT	V_CTCF_BR	35
chr6	157477752	157477902	id-90018	4.71e-06	+	GCCGCTGTACACCCTCACCCAGCCAGGGGGCCAAG	Upstream_CTCF	6
chr6	157480145	157480295	id-90019	9.81e-06	-	CGCACAGTGTGGATTAGAGCCACAGGGGGGTAGCA	V_CTCF_BR	25
chr6	157484278	157484428	id-90020	1	+	NA	NONE	2
chr6	157505488	157505638	id-90021	8.19e-10	-	ACTGCAGCGCCGCCACTTACCAGGAGATGGCGGCT	Upstream_CTCF	40
chr6	157511183	157511333	id-90022	9.41e-05	-	CGGGCATGCTCATGCCCTGCTGGTAGGGGGCGTTT	V_CTCF_BR	8
chr6	157524517	157524667	id-90023	1.06e-05	-	GCTTCACCACTCACGAGTGTCTCAAGGTGGCGTCC	Upstream_CTCF	1
chr6	157540514	157540664	id-90024	2.2e-06	-	GCTGCAAGGAGAGGCCAGGCCGGCAGGGAGGGCTG	Upstream_CTCF	13
chr6	157542416	157542566	id-90025	2.72e-05	+	TTTCTCCGGTGCTGTGTGCGAACCAGAGGGCGGTG	UpstreamP1_CTCF	34
chr6	157548943	157549093	id-90026	4.51e-05	+	AAAACATTAACCAGTTCCACCACTAGGAGGTGGGG	Upstream_CTCF	39
chr6	157556758	157556908	id-90027	1	+	NA	NONE	34
chr6	157612052	157612202	id-90028	5.68e-06	-	CGGTAGAGCCTGCGTCCTCACTGCAGGGGGAGCTG	V_CTCF_BR	2
chr6	157632540	157632690	id-90029	1	+	NA	NONE	4
chr6	157693120	157693270	id-90030	5.28e-05	+	GGTGCCTTACGCCCTCTAGCCTGGGGAAGCAGCTG	Upstream_CTCF	3
chr6	157694394	157694544	id-90031	3.24e-06	+	TAGGCAATACCAGAGACGTCCCCTGGGGGAAGAGA	Upstream_CTCF	14
chr6	157695830	157695980	id-90032	3.83e-09	-	GCCGTGGTGCTCGCTTCGCCCAGCAGAGGGCGGCC	V_CTCF_BR	40
chr6	157701255	157701405	id-90033	9.71e-06	-	GCCGCGGCTCCACCCAGCACCGCAAGGCTGCGCTG	Upstream_CTCF	2
chr6	157702720	157702870	id-90034	4.31e-07	-	GAAGTGCCACCTTGGACGGCCAGCAGGAGGCGGCT	V_CTCF_BR	33
chr6	157735887	157736037	id-90035	5.65e-05	+	TCAAGCTGCTCTAGGTTAACCATTAGATGGCACCC	V_CTCF_BR	39
chr6	157744544	157744694	id-90036	3.81e-05	-	GGACCCTTCTTCAGATTGCACAGGAGGAGGCGGTA	V_CTCF_BR	36
chr6	157744759	157744909	id-90037	2.04e-05	+	GAAAGAACGCTCAGCCCCGACTGTAGGAGGCAGTG	V_CTCF_BR	12
chr6	157745105	157745255	id-90038	2.96e-05	-	GCCGGCAGCTCTGCAAGCGCTTCCAGCGGGCGTCG	V_CTCF_BR	34
chr6	157756065	157756215	id-90039	4.34e-05	-	GAGGCAGAATCGCTTGAATCCGGGAGGCGGAGGGC	Upstream_CTCF	39
chr6	157760559	157760709	id-90040	8.21e-06	+	CCAGGGTGGAAGCTTTCTGTCTCTAGAGGGCAGGC	V_CTCF_BR	31
chr6	157790289	157790439	id-90041	1	+	NA	NONE	5
chr6	157802959	157803109	id-90042	1.52e-07	-	GAGGCATCCACGAGGGCAGCCGGCTGGGGGCGCAC	V_CTCF_BR	29
chr6	157819331	157819481	id-90043	2.19e-08	+	AGGATGGAGGGGCAGCCTGCCAGCAGGGGGAAGAG	V_CTCF_BR	10
chr6	157845928	157846078	id-90044	3.11e-05	+	TCCATAGCCAGCCACACTGCAGCCAGAGGGAGCTT	V_CTCF_BR	8
chr6	157882721	157882871	id-90045	3.47e-07	-	GTGCAGGAACTGGCGTCCCCCACAGGGTGGAGAGG	UpstreamP1_CTCF	14
chr6	157921415	157921565	id-90046	2.12e-06	+	CTGCTGTGTAGAGAGTGGGACGTAAGGGGGCAGGA	UpstreamP1_CTCF	2
chr6	157931474	157931624	id-90047	6.43e-06	-	AAGTTGAGAAAAGAAAGTTCCAGAAGAGGGCAGTG	V_CTCF_BR	7
chr6	157941095	157941245	id-90048	1	+	NA	NONE	0
chr6	157948468	157948618	id-90049	6.15e-05	+	CATGCAGCCTCAGAGTCTCCACCCAGGGGAGAGTA	Upstream_CTCF	15
chr6	157976985	157977135	id-90050	1	+	NA	NONE	2
chr6	157984866	157985016	id-90051	2.37e-05	+	CTAGCCATTCTGAGTGGCTCCCTAAGGGGGAACCC	Upstream_CTCF	2
chr6	158013639	158013789	id-90052	4.01e-05	+	CCTGGGGCCTCTCCTGCCGCCTACAGGGAGGGGAG	Upstream_CTCF	0
chr6	158017060	158017210	id-90053	1	+	NA	NONE	13
chr6	158018840	158018990	id-90054	2.6e-06	-	AGCGACTGGACACTGAGTCCCTGCAGAGGGCGCCT	V_CTCF_BR	40
chr6	158035230	158035380	id-90055	1	+	NA	NONE	20
chr6	158036653	158036803	id-90056	1	+	NA	NONE	27
chr6	158065528	158065678	id-90057	3.71e-05	+	TGTGTGCAGCCTTGTATGCCCAGATGGTGGCATCG	Upstream_CTCF	36
chr6	158088313	158088463	id-90058	3.18e-06	-	AGGACCCTTTTACCTTCCACCAGTAGAGGGAGACA	V_CTCF_BR	40
chr6	158090795	158090945	id-90059	3.48e-06	-	CTGTAACTCCGCACAGCCTCCAGCAGGCCGGGCCT	UpstreamP1_CTCF	31
chr6	158110108	158110258	id-90060	1.63e-05	-	CTCGGATTCCTCCAAAACCCCTGGAGGGGGCAGGC	Upstream_CTCF	26
chr6	158135164	158135314	id-90061	1.55e-05	+	GTGCCAGAAGACAGAGGTGTCCCCAGAGGGAGCCC	V_CTCF_BR	18
chr6	158177779	158177929	id-90062	2.46e-08	+	GGAAAGAATCTGATTCCGGCCAGCAGAGGGCAGGA	V_CTCF_BR	40
chr6	158181358	158181508	id-90063	2.96e-05	+	GCACACCATTAAAACCAGGCCACAGGGTGTCACCA	V_CTCF_BR	6
chr6	158183729	158183879	id-90064	9.81e-06	+	AGCAGAAAAGGATTTCGAGTCTCTAGGGGGCAGCA	V_CTCF_BR	35
chr6	158244163	158244313	id-90065	9.84e-06	-	CTGCAGTTCCTGAAAGTCCCCGGCTGCGCGGCCCC	UpstreamP1_CTCF	13
chr6	158244904	158245054	id-90066	2.1e-06	+	GCGGCGCTTCCCGTCCCGGCCTGCGGGGGCTCGCG	Upstream_CTCF	23
chr6	158253752	158253902	id-90067	8.5e-06	-	ATTGTAGTTCCCATAATCCCCACATGTTGTGGGAG	Upstream_CTCF	5
chr6	158261940	158262090	id-90068	1	+	NA	NONE	12
chr6	158294881	158295031	id-90069	2.5e-09	-	TGGAGGGACCGAAAGACAACCAGCAGGGGGCGCCA	V_CTCF_BR	40
chr6	158314420	158314570	id-90070	1	+	NA	NONE	1
chr6	158319324	158319474	id-90071	7.09e-08	-	ATGCAGTGATCCACGGGCGACAGCAGGGGCCCTCA	UpstreamP1_CTCF	28
chr6	158326703	158326853	id-90072	7.84e-05	-	TGGCCACAGGGGGCAATAGCCACATGCTGGCATTT	V_CTCF_BR	29
chr6	158332418	158332568	id-90073	3.88e-06	+	GAGGGCCTGCGACCCTTCACAGCCAGGTGGCAGTG	V_CTCF_BR	23
chr6	158368328	158368478	id-90074	9.62e-08	-	GTGCTGTGCACTGTAGGATCCACTAGATGACAGTA	UpstreamP1_CTCF	40
chr6	158373871	158374021	id-90075	1.09e-06	-	TTTCAGGGCGGCCATGGGACCTCCAGGTGGGGACA	UpstreamP1_CTCF	4
chr6	158374710	158374860	id-90076	3.28e-05	-	GGGACAGCAAGCAGACAGGCCACCAGGTGGGACAC	V_CTCF_BR	5
chr6	158375724	158375874	id-90077	1.31e-05	+	CGCCCTCACGCGCTTGTCACCTGCTGCGGGCATCA	V_CTCF_BR	5
chr6	158384000	158384150	id-90078	7.78e-06	-	CCATCTCTCCCCTTCTTGAGCGCCAGAGGGTGAGC	Upstream_CTCF	0
chr6	158402425	158402575	id-90079	1.64e-05	+	CACACAGGGAGGCGCAGCGCCCCCGGCGGGAACAG	V_CTCF_BR	36
chr6	158402685	158402835	id-90080	4.68e-07	+	GCCTCGCGCAGCTGCCTGGCCGCTGGGGGGAGCGC	V_CTCF_BR	7
chr6	158403995	158404145	id-90081	1	+	NA	NONE	38
chr6	158410670	158410820	id-90082	2.1e-05	+	GGAGCAGAGGCTGATGCGGCCCCAAGGTGCTGAGG	Upstream_CTCF	25
chr6	158429740	158429890	id-90083	1	+	NA	NONE	19
chr6	158432597	158432747	id-90084	1	+	NA	NONE	5
chr6	158447376	158447526	id-90085	1	+	NA	NONE	38
chr6	158448113	158448263	id-90086	1	+	NA	NONE	0
chr6	158463502	158463652	id-90087	2.43e-06	-	AGAAGTACGATCCTGAGCGCCAGCAGGGGCAGGCG	V_CTCF_BR	10
chr6	158471971	158472121	id-90088	1	+	NA	NONE	3
chr6	158493293	158493443	id-90089	5.77e-08	-	AATGAAACCCTCCGGACCGCCACGAGAGGGCAGTG	V_CTCF_BR	40
chr6	158536659	158536809	id-90090	1	+	NA	NONE	9
chr6	158553094	158553244	id-90091	5.12e-07	-	TTGTAGTTGTCCTCTTTTGCCAGCAGGTGGGCTGT	UpstreamP1_CTCF	39
chr6	158564829	158564979	id-90092	2.28e-05	+	GGGTCATTTTTGGTTGTTACAACTAGGGGGTGCTA	Upstream_CTCF	40
chr6	158583005	158583155	id-90093	9.29e-06	-	CGTGCCACACCATGCAAGGCCACATGGGGAAGTAC	Upstream_CTCF	7
chr6	158623366	158623516	id-90094	1.09e-07	+	CTGCATTTCTAGAAGGCTTCCAGGGGATGGCAGTG	UpstreamP1_CTCF	1
chr6	158626429	158626579	id-90095	2.1e-05	-	GTTACCATGCTGGATAAGACCAGCAGATGACGCTG	Upstream_CTCF	39
chr6	158635298	158635448	id-90096	9.4e-06	+	TGGTACTGAATGCGTTATTCCAGTAGGAGGAGCTC	UpstreamP1_CTCF	40
chr6	158642005	158642155	id-90097	4.31e-09	+	TGGCTGTGTCCTCTCACGGCCACAAGGTGGCAGCA	UpstreamP1_CTCF	40
chr6	158647760	158647910	id-90098	4.88e-05	+	CTCCAGAACTGCAGGACAGTCTGCAGGTGGCATGG	V_CTCF_BR	12
chr6	158665057	158665207	id-90099	1	+	NA	NONE	2
chr6	158768501	158768651	id-90100	1.41e-06	-	ACAGTAATGAGTCAAGGGGCCAGTAGAGGGCTAAG	Upstream_CTCF	21
chr6	158794281	158794431	id-90101	6.39e-05	-	CCAGCTCCTCCACTTTCCAAGTGCAGTGGGAGCAA	Upstream_CTCF	4
chr6	158808205	158808355	id-90102	1.84e-06	-	CCAGTTTGGATGTTCCTGACCAGCAGGGGTCTCAA	V_CTCF_BR	31
chr6	158837988	158838138	id-90103	1	+	NA	NONE	2
chr6	158865330	158865480	id-90104	6.04e-07	+	CTGCAGCTACACATGCGTGCCACCAGAGGTGCTAA	UpstreamP1_CTCF	39
chr6	158873336	158873486	id-90105	4.21e-05	-	TTAACAGACTCCATGAAGCCCAGAAGGTGTCACCA	V_CTCF_BR	5
chr6	158887246	158887396	id-90106	1	+	NA	NONE	0
chr6	158889761	158889911	id-90107	1	+	NA	NONE	17
chr6	158917873	158918023	id-90108	5.52e-05	+	ATGCTAGAGTGCAGTGGCGCCACCACAGCTCACTG	UpstreamP1_CTCF	21
chr6	158927793	158927943	id-90109	1.82e-07	+	CTGGAAAAGCCCGGCAGGCCCAGGAGAGGGCGCTG	V_CTCF_BR	35
chr6	158939689	158939839	id-90110	2.97e-06	-	CAGCTGAAAGTATTGTTCTCCTGAAGAGGGCACCA	V_CTCF_BR	40
chr6	158958068	158958218	id-90111	8.02e-05	+	GATTCAGGGCAGCCCGGCGCCCCCGGGCGAAGGGC	Upstream_CTCF	1
chr6	158986666	158986816	id-90112	4.7e-06	-	ACCTGCAGCTCCCCTCCCACCCCCAGAGGCCAGCA	V_CTCF_BR	35
chr6	158994719	158994869	id-90113	1.63e-05	+	CTGGCCATGCCCTGTGCAGCAGCCAGGGGCAGCCT	Upstream_CTCF	2
chr6	159016377	159016527	id-90114	3.8e-07	-	GTATCAATTTACACGCTCCCCAGCAGGGGGCAAGG	Upstream_CTCF	37
chr6	159026421	159026571	id-90115	4.02e-07	-	GTTGTAATATCAGCACAGCCCACTGGATGGAGCAT	Upstream_CTCF	40
chr6	159050427	159050577	id-90116	1.26e-07	+	GGTGCTGGTGACAGGAGCGCCACCAGATGGCTCAG	V_CTCF_BR	28
chr6	159052530	159052680	id-90117	1.84e-05	-	CAGCACGCCCTACAGGTAGCCAGCAGAAAGGACTA	UpstreamP1_CTCF	12
chr6	159061086	159061236	id-90118	1.29e-05	-	ACACAGTTTCACGTGGAACACAGCAGGGGGCAGGA	UpstreamP1_CTCF	2
chr6	159076361	159076511	id-90119	8.19e-06	-	CAGCGATTCCCCCATCACCCAGCCAGGAGGCACTT	UpstreamP1_CTCF	9
chr6	159081372	159081522	id-90120	8.21e-06	+	TGTAACGCGGAGTGAATGGGCACTAGGGGGAGCGT	V_CTCF_BR	40
chr6	159082310	159082460	id-90121	5.12e-07	-	GGGCTGGTACCTGACTATGCCAGCAGGGGCAACGC	UpstreamP1_CTCF	19
chr6	159112488	159112638	id-90122	1.51e-08	-	GTGCATTTACAGGGAGGAGCCAGAAGAGGGCATCA	UpstreamP1_CTCF	37
chr6	159125331	159125481	id-90123	7.33e-10	+	GTGCCCCGCGTCGCTGCAGCCGGCAGGGGGCAGCA	V_CTCF_BR	40
chr6	159127543	159127693	id-90124	3.36e-07	-	GGAAGAGACCAGTCCTCGTCCAGCAGGGGGCTGGG	V_CTCF_BR	40
chr6	159128215	159128365	id-90125	1	+	NA	NONE	10
chr6	159128989	159129139	id-90126	7.46e-06	-	GTGCTCCGGCCTGGACCTGCCACCTGGCTGCGGGG	UpstreamP1_CTCF	9
chr6	159129307	159129457	id-90127	1.38e-07	-	GCTGCACTGGCTCTCGCTGACAGGAGGTGGAGTAG	Upstream_CTCF	21
chr6	159139615	159139765	id-90128	1	+	NA	NONE	39
chr6	159151828	159151978	id-90129	5.68e-06	+	AGGACTGAAGAAAGAAAAGCCGCCAGGGGGCGGGT	V_CTCF_BR	0
chr6	159173774	159173924	id-90130	2.27e-05	-	GTGCCAGCTGCCCAGATGGCCCCTGGCTGGCAGCT	V_CTCF_BR	35
chr6	159183467	159183617	id-90131	1	+	NA	NONE	0
chr6	159214534	159214684	id-90132	5.92e-05	-	GTCCAGAATGACAAGAGCACCCCCAGTGGGAAACA	V_CTCF_BR	40
chr6	159220321	159220471	id-90133	8.81e-07	+	TATGACCAACAGTGCCCGGGCGGCAGGGGGCAGAA	V_CTCF_BR	20
chr6	159229685	159229835	id-90134	7.84e-05	+	AAAACTTGCCCAAGATTACCCACTAGGAGGCAGGT	V_CTCF_BR	10
chr6	159235243	159235393	id-90135	5.28e-05	-	TCAGCTGAATCTTGCTTGAGGGCTGGGGGGCGCAC	Upstream_CTCF	9
chr6	159240425	159240575	id-90136	8.81e-07	+	GACCTGTGAGGTGCGCCCCCCGCAAGATGGCGGCA	V_CTCF_BR	18
chr6	159253335	159253485	id-90137	1	+	NA	NONE	0
chr6	159276926	159277076	id-90138	2.72e-05	-	GAGAAGAGAGCCCCTCCAGCCACCAGGGGCCTTCT	UpstreamP1_CTCF	5
chr6	159286068	159286218	id-90139	6.21e-06	+	CCTGTAAGCTCCACACTGCCCTCAGGATGGTGGTC	Upstream_CTCF	2
chr6	159291071	159291221	id-90140	1.06e-05	-	CCTGTAGGACAAGGGGTGGCCACTGGAGACGCGGG	Upstream_CTCF	31
chr6	159360678	159360828	id-90141	8.98e-06	-	CTGCAGCAGCCCGGAGTCGCCCGGAGGCTGACCCA	UpstreamP1_CTCF	10
chr6	159379896	159380046	id-90142	2.46e-06	-	AACCTCTGCCCCAGTGTGTACAGCAGGTGGCACAT	UpstreamP1_CTCF	21
chr6	159393536	159393686	id-90143	2.15e-05	-	TTAACATTTTAGATTATAACCACTAGGTGTCAGTG	V_CTCF_BR	37
chr6	159412430	159412580	id-90144	5.9e-06	+	TTGTACCAACACATTGGTGCCAGGTGGGGGTGGTA	UpstreamP1_CTCF	12
chr6	159416394	159416544	id-90145	1	+	NA	NONE	16
chr6	159421205	159421355	id-90146	1.38e-06	-	GAGGAACTGCACTGACTCAGCTGCAGAGGGCGGCG	V_CTCF_BR	27
chr6	159429726	159429876	id-90147	1.73e-06	+	ATGAATTAATAAGCTTTTGCCACAAGGTGTCACTA	UpstreamP1_CTCF	40
chr6	159458852	159459002	id-90148	5.98e-05	+	CAGCAGTGATTTGCGATGTACACTGGGAAGGGGGA	UpstreamP1_CTCF	4
chr6	159463726	159463876	id-90149	7.07e-08	+	CCACGCAGGCACTAAACAGCCACTAGAGGGAGCTA	V_CTCF_BR	39
chr6	159525241	159525391	id-90150	9.67e-08	-	GCGGCAGAACCACGGGCTCCCTGCAGAGGGAGCCC	Upstream_CTCF	40
chr6	159531123	159531273	id-90151	7.62e-09	-	CTGTAGTTACCAGCTCTCACCAGTAGGAGACACAC	UpstreamP1_CTCF	39
chr6	159540086	159540236	id-90152	9.88e-07	-	CCTGCACTTCTCCTTGCCACCACCATGTGAAGAAG	Upstream_CTCF	10
chr6	159546152	159546302	id-90153	7.49e-05	+	CCCACTTGCCCTGTGCTCGCCAGCAGAGGGGGTGC	V_CTCF_BR	36
chr6	159555873	159556023	id-90154	7.97e-09	-	ACTGCAGGGCATGGATCTACCACCAGAGGGAAACA	Upstream_CTCF	40
chr6	159572420	159572570	id-90155	4.38e-08	-	GTGGCATGACCTCCCTTCTCCACAAGAGGGCGGCG	Upstream_CTCF	38
chr6	159589682	159589832	id-90156	1	+	NA	NONE	31
chr6	159590308	159590458	id-90157	8.43e-09	+	CTGGCCCCGGCCCCGCACACCGGCAGGGGGCGCCC	V_CTCF_BR	33
chr6	159590662	159590812	id-90158	6.48e-05	-	GTGCGCGGGGAGCTGAGGAGCGCCGGGGGCCCGGG	UpstreamP1_CTCF	0
chr6	159593178	159593328	id-90159	2.53e-05	+	ATGACCAAGTTCAGTGGCAACCCCAGGGGGAAGCA	V_CTCF_BR	5
chr6	159595403	159595553	id-90160	2.34e-06	+	CAGCGCTTGCGCTCTGAGGCCCTTAGAGGGCGCTC	UpstreamP1_CTCF	39
chr6	159611084	159611234	id-90161	6.98e-07	+	TGATGAATCCAGGGCATCGCCTGAAGGTGGCGCGA	V_CTCF_BR	0
chr6	159638652	159638802	id-90162	9.84e-05	+	TTGTGTGTTTACATGGTCTCCACATGGTGGCGTAG	V_CTCF_BR	39
chr6	159654805	159654955	id-90163	3.48e-06	+	CTGCGTCCCTTCCCAAGCACCAGCAGGTGGAGTCT	UpstreamP1_CTCF	12
chr6	159673982	159674132	id-90164	1.41e-06	+	GATGTGATTTCTGTATTGTCCTGTAGAGGTCGGGC	Upstream_CTCF	40
chr6	159674388	159674538	id-90165	9.41e-05	-	GCCAGCAGGATTCAAATGCCCTGCAGGGGGCCCGA	V_CTCF_BR	17
chr6	159720008	159720158	id-90166	1.85e-07	-	CTGTAATGCTGCCACAGATCCAACAGGAGGCAGAG	UpstreamP1_CTCF	10
chr6	159724878	159725028	id-90167	1.03e-06	-	CGGCAGTGAGGCGGTCCTTCCAGGAGCTGGTGCAC	UpstreamP1_CTCF	1
chr6	159727231	159727381	id-90168	7.73e-05	+	TGTGCCCACCCACAACTCTCCAGAAAGGGTCGCTG	Upstream_CTCF	5
chr6	159732780	159732930	id-90169	2.68e-05	-	CGTGTAGATTCCACTTTGTCCACCAGGGTTTCTCA	Upstream_CTCF	23
chr6	159815463	159815613	id-90170	1.73e-05	-	TTGTGCCCCAAAGCTCAAACCCCTAGGGGGAGCAG	V_CTCF_BR	2
chr6	159835208	159835358	id-90171	1.23e-05	-	CTGTGTTCCATCCATTTCGCCACTGGGGGTGGCTG	UpstreamP1_CTCF	0
chr6	159884596	159884746	id-90172	3.81e-05	-	CTACACATTTCCAAAATGCTCTCTAGGGGGCAGTA	V_CTCF_BR	34
chr6	159948511	159948661	id-90173	3.97e-07	+	CACATCAACTTCTTTCTAGCCAGGAGAGGGAGCCA	V_CTCF_BR	18
chr6	159961316	159961466	id-90174	3.47e-09	-	TTGCAGTGCTGGAACTTCGCCTCCAGGGGCAGCAG	UpstreamP1_CTCF	35
chr6	159999871	160000021	id-90175	1.17e-05	-	TTTTGCATCACTTATGTGTCCAGCAGGGGCAGGTG	V_CTCF_BR	5
chr6	160006193	160006343	id-90176	4.43e-05	+	CAGGTTTTTAGCAGGTGGGCCACTAGAGGCATCCT	V_CTCF_BR	5
chr6	160016208	160016358	id-90177	1	+	NA	NONE	9
chr6	160016567	160016717	id-90178	3.16e-05	-	TCAGAAGATCGTGATTTCTACAGCAGGGGGCTCAT	Upstream_CTCF	16
chr6	160030133	160030283	id-90179	1	+	NA	NONE	40
chr6	160054349	160054499	id-90180	2.97e-06	+	CTCTCGATGCAAATTCTTTCCTCTAGGTGGCACTG	V_CTCF_BR	39
chr6	160075672	160075822	id-90181	6.43e-06	-	AAATATATTTGTTCCATAACCGGTAGGTGGCAGTA	V_CTCF_BR	38
chr6	160108511	160108661	id-90182	6.73e-07	+	ATGAAGTACCATCCAGAAACCAGAAGGTGGAGTTG	UpstreamP1_CTCF	11
chr6	160112384	160112534	id-90183	2.89e-07	+	GCTGAAATACTGCATTTTTCCACTAGATGCCTCCA	Upstream_CTCF	38
chr6	160137616	160137766	id-90184	1.83e-05	+	AGTTCTCATCAAGGGCATGACGGGAGGGGGCAGTA	V_CTCF_BR	10
chr6	160141771	160141921	id-90185	1.39e-07	+	GGTTTGGTTCAAATGGTGACCACCAGATGGCTCCA	V_CTCF_BR	40
chr6	160179654	160179804	id-90186	5.13e-05	-	GTCAGCAGTGTACTCCTTACCACTAGGGGCTAGCT	V_CTCF_BR	40
chr6	160183421	160183571	id-90187	1.47e-05	+	CGGGGCCCCTGATTGGCCGGCTCCGGGAGGCGCCA	V_CTCF_BR	6
chr6	160240171	160240321	id-90188	1.32e-05	-	TTTGCTGTGGTCAGCCAGGCAGCAGGATGGCGCCG	Upstream_CTCF	2
chr6	160248395	160248545	id-90189	2.97e-06	-	AGAGCCCCAGGGCCCCACTCCGCCAGGAGGCGCCG	V_CTCF_BR	3
chr6	160254040	160254190	id-90190	1	+	NA	NONE	8
chr6	160254739	160254889	id-90191	5.08e-05	-	GTGGAGGTTCTCAGACTGGCCACTAGAACAAGCAG	UpstreamP1_CTCF	18
chr6	160263178	160263328	id-90192	4.7e-05	+	GATGACCTATTTTAACTAGCCACTAGGCGGCCTAT	Upstream_CTCF	39
chr6	160274058	160274208	id-90193	8.5e-06	-	ATTGTGATTTTATAGCCAGCCAGAGGGTGGCGAGA	Upstream_CTCF	33
chr6	160284405	160284555	id-90194	2.78e-06	+	GGGAAAAAAATCCAAGTCACCACTGGATGGCACCA	V_CTCF_BR	39
chr6	160329721	160329871	id-90195	1	+	NA	NONE	7
chr6	160362861	160363011	id-90196	1.1e-06	-	AATCCAGAGAATGATACTGCCACAAGATGGCAGAA	V_CTCF_BR	40
chr6	160387523	160387673	id-90197	1	+	NA	NONE	3
chr6	160389708	160389858	id-90198	3.29e-05	-	TGTTCCCAACCTCGATCGACCAGTAGGGGAAAATA	Upstream_CTCF	30
chr6	160390673	160390823	id-90199	5.92e-05	-	AACTTTCCCGGACGCCCGGCCGCGCGAGGGCAGGC	V_CTCF_BR	20
chr6	160394890	160395040	id-90200	1	+	NA	NONE	8
chr6	160449550	160449700	id-90201	2.47e-05	+	TCAGCTATTCTCTAGCAGGCAGCCAGGGGCACTGG	Upstream_CTCF	17
chr6	160451098	160451248	id-90202	6.98e-07	-	TGCGCTGGAGATTTCATCAACAGCAGAGGGCACAG	V_CTCF_BR	19
chr6	160462112	160462262	id-90203	1.55e-05	-	CCCCAAGGACAGGGGTTGTGCTGTGGGGGGCGCTG	V_CTCF_BR	5
chr6	160462653	160462803	id-90204	1.13e-05	-	AGGCAGGTTCTCAAACACTCCACAAGAGGGATTCC	UpstreamP1_CTCF	29
chr6	160469658	160469808	id-90205	7.44e-05	-	TGTGTGACACACTTCTGCTCCTACAGGAGGCAGAT	Upstream_CTCF	15
chr6	160493489	160493639	id-90206	8.81e-07	+	GTGGCTGCTGTGGTATGGCCCAGCAGAGGGTGCTG	V_CTCF_BR	38
chr6	160495997	160496147	id-90207	8.58e-06	-	CTACAGTGCTCTTCATTCACCACTGTGGGGCACGT	UpstreamP1_CTCF	5
chr6	160509554	160509704	id-90208	3.88e-06	+	GGTGCCAGGGAGAGCTTGGCCAACAGAGGGTGCAT	V_CTCF_BR	40
chr6	160524470	160524620	id-90209	2.91e-05	+	CTTGCCCTAATGTTAAGTTGCTCTAGAGGGCCCTC	Upstream_CTCF	40
chr6	160559356	160559506	id-90210	1.3e-07	+	ATGCAATTCATGAGCTCTGCCCACAGGTGGCAGCC	UpstreamP1_CTCF	40
chr6	160559941	160560091	id-90211	1	+	NA	NONE	18
chr6	160581554	160581704	id-90212	1	+	NA	NONE	21
chr6	160589173	160589323	id-90213	6.46e-07	-	TGAAAAAGCAAGCTGCAGACCAGCAGATGGCACAA	V_CTCF_BR	4
chr6	160642578	160642728	id-90214	1	+	NA	NONE	21
chr6	160675950	160676100	id-90215	3.28e-05	-	CTCTGCACTCCCTCCTCCGCCACCAGGTAGAGGTG	V_CTCF_BR	9
chr6	160683425	160683575	id-90216	1	+	NA	NONE	24
chr6	160718481	160718631	id-90217	3.4e-06	-	GGCCAGGGCTCAGCAGCCACCACAAGGTGGAGTTA	V_CTCF_BR	24
chr6	160758458	160758608	id-90218	1	+	NA	NONE	7
chr6	160769898	160770048	id-90219	3.4e-06	+	GCGTGTGAGACGCTGGCCGCCAGGGGAGGTCGGTG	V_CTCF_BR	24
chr6	160789278	160789428	id-90220	6.82e-05	-	ACAGGTGGAAAATAAGCTTTCAACAGGGGGCAGTA	V_CTCF_BR	3
chr6	160802152	160802302	id-90221	5.92e-05	+	GAGGCATTCCTTCCTAATACCACATGTAGGAGCTG	Upstream_CTCF	8
chr6	160807955	160808105	id-90222	1.02e-07	-	CTGCAGTGCCAGGTTGTACCCTGCTGGAGGAGGAC	UpstreamP1_CTCF	16
chr6	160808307	160808457	id-90223	1	+	NA	NONE	4
chr6	160815418	160815568	id-90224	3.63e-05	-	GTCAGGGGGCAGACCTCTGCCTCTAGGGGCTGACG	V_CTCF_BR	8
chr6	160815796	160815946	id-90225	9.51e-07	-	CAGTGCCCCGTGTGCCTGGCCACATGGGGGCAAAG	V_CTCF_BR	9
chr6	160877091	160877241	id-90226	1.57e-08	-	GGTGCCATCTCTACATTGGCCACTGGATGGCAGCA	Upstream_CTCF	40
chr6	160888608	160888758	id-90227	2.37e-05	+	GTTGCAGTACTCCCACCTGACGCTGGGGTCTGTGG	Upstream_CTCF	23
chr6	160899657	160899807	id-90228	1	+	NA	NONE	1
chr6	160940993	160941143	id-90229	1.15e-07	+	GAAGCAAACATCAGCCAGGCCGGCAGGGGGCAGCA	V_CTCF_BR	40
chr6	160941566	160941716	id-90230	1	+	NA	NONE	29
chr6	160955337	160955487	id-90231	5.63e-09	-	GGTGCCATCTCTACATTGGCCACGAGATGGCAGCA	Upstream_CTCF	40
chr6	160999722	160999872	id-90232	1	+	NA	NONE	6
chr6	161089048	161089198	id-90233	8.16e-07	-	GATGACATCTCTATGTCGGCCACTGGATGGCAGCA	V_CTCF_BR	28
chr6	161100576	161100726	id-90234	5.34e-06	-	GAAGCGAACGTCAGCCACACCGACAGGGGGCAGCA	V_CTCF_BR	25
chr6	161113524	161113674	id-90235	1.18e-05	+	TGGTTACACCTCTGACTGAACACAAGGGGGGGCTA	UpstreamP1_CTCF	17
chr6	161152075	161152225	id-90236	2.37e-05	-	GTTGCAGTACTCCCACCTGACGCTGGGGTCTGTGG	Upstream_CTCF	33
chr6	161154195	161154345	id-90237	2.59e-06	+	CTGCCTTTCTGTGTCTTGCCCCATAGAGGGCGCAC	UpstreamP1_CTCF	40
chr6	161171325	161171475	id-90238	3.05e-07	+	GGTGCCATCTCTACATCTACCACTGGAAGGCAGCA	Upstream_CTCF	33
chr6	161186569	161186719	id-90239	4.65e-05	+	GATACCGGAGGGCTGTCATCCAACAGAGGGAGTAG	V_CTCF_BR	7
chr6	161188528	161188678	id-90240	7.8e-08	-	GAAGCGAACGTCAGCCAAGCCGGCAGGGGGCGGCA	V_CTCF_BR	36
chr6	161211123	161211273	id-90241	8.21e-06	+	AGAAAGAGGTGAGAAATCCCCACGAGGGGGCGTCG	V_CTCF_BR	24
chr6	161260146	161260296	id-90242	1	+	NA	NONE	13
chr6	161282953	161283103	id-90243	3.24e-06	+	CTTGCACTGCCAAAAGCTTCCTGAGGTGGGAGCCT	Upstream_CTCF	4
chr6	161339905	161340055	id-90244	1	+	NA	NONE	5
chr6	161351821	161351971	id-90245	2.46e-08	+	GAAGCGAACGTCACCCAGGCCGGCAGGGGGCGGCA	V_CTCF_BR	39
chr6	161352493	161352643	id-90246	1.26e-05	-	GTATCAGGATTCCCTGTGTCCAGCAGGTGTTAGAA	Upstream_CTCF	15
chr6	161354386	161354536	id-90247	5.34e-06	-	GATACCGGAGGGCTGTCATCCAGCAGAGGGAGTAG	V_CTCF_BR	28
chr6	161394434	161394584	id-90248	2.04e-05	+	TCATCAGGAAGGAGATGGGGCAGCAGCTGGATCCA	V_CTCF_BR	9
chr6	161395681	161395831	id-90249	1.03e-05	-	CTGCCGTGGTTCCCTAGGAGCAGCACAGAGCAGGA	UpstreamP1_CTCF	6
chr6	161400258	161400408	id-90250	9.31e-05	+	GCTGCATTCCCAGCTGTAGCCTGCACAGTGCTGTT	Upstream_CTCF	14
chr6	161412522	161412672	id-90251	2.8e-05	-	GGTGTCGCCCCGGCCGGTGGCAGTGGGGGACTGTG	Upstream_CTCF	6
chr6	161413910	161414060	id-90252	9.66e-05	-	CGAGGTATTTTCATTACAGGGGACAGGGGGCAGCA	Upstream_CTCF	40
chr6	161459220	161459370	id-90253	1	+	NA	NONE	32
chr6	161460930	161461080	id-90254	1	+	NA	NONE	0
chr6	161516141	161516291	id-90255	1	+	NA	NONE	0
chr6	161521246	161521396	id-90256	1.08e-05	+	CTGTGGGTTTGTGAATGTGCCACGGGGAGGCAGAA	UpstreamP1_CTCF	16
chr6	161522679	161522829	id-90257	1.64e-06	+	CCTGTGCGTTTTCCGCTGCCCACTAGATGCCAGTA	Upstream_CTCF	37
chr6	161558462	161558612	id-90258	3.09e-07	+	ATGGGCGAATCCAGCCCAGCCAGCAGGAGGCACGC	V_CTCF_BR	8
chr6	161559972	161560122	id-90259	3.16e-05	+	AAAGGAGAAGCCACAGGCGCCCCCAGAGGAAGGCA	Upstream_CTCF	1
chr6	161561133	161561283	id-90260	1.28e-06	+	GCACCTACCACCCTGTTTGCCACTGGAGGGCTCTG	V_CTCF_BR	3
chr6	161563532	161563682	id-90261	4.94e-06	+	CCTGCAGCCCGCAACAAAGGCACTAGGGAGGAAGC	Upstream_CTCF	1
chr6	161574056	161574206	id-90262	5.51e-07	+	AGGCACCCAGCACATTTGCACAGCAGAGGGCAGCG	V_CTCF_BR	40
chr6	161576825	161576975	id-90263	2.6e-05	-	CTGCTGCTTTAGTCTGTGGCCCCTTCCTGGCTGCA	UpstreamP1_CTCF	10
chr6	161602733	161602883	id-90264	2.27e-05	+	TCCCACTCACACGTCCGCACCATCAGATGGCGCTC	V_CTCF_BR	1
chr6	161621744	161621894	id-90265	1	+	NA	NONE	31
chr6	161629255	161629405	id-90266	1	+	NA	NONE	0
chr6	161639362	161639512	id-90267	8.21e-06	-	ACTTAGTCAGACCATCATGCCAGCAGAGGGAGTCG	V_CTCF_BR	24
chr6	161650392	161650542	id-90268	1.08e-05	-	TTGCTGGGCCACTGATCAGCCAGAGGAGGAGACAG	UpstreamP1_CTCF	18
chr6	161661738	161661888	id-90269	1	+	NA	NONE	20
chr6	161664473	161664623	id-90270	1	+	NA	NONE	8
chr6	161679278	161679428	id-90271	1	+	NA	NONE	6
chr6	161686489	161686639	id-90272	3.6e-07	-	AGTGCTGCGCCCCTGCAGTCCAGCAGTGGGTACTA	Upstream_CTCF	1
chr6	161690124	161690274	id-90273	1	+	NA	NONE	3
chr6	161722402	161722552	id-90274	8.89e-06	+	CCTGCTCCTGAAGCTATGGCCAGCAGGAAAAGACA	Upstream_CTCF	11
chr6	161735993	161736143	id-90275	6.48e-05	+	TTTCTCACCCCTGAGGCCCCCACAAGGCGGCGGGG	UpstreamP1_CTCF	1
chr6	161773075	161773225	id-90276	2.19e-05	-	GAGTAATGGAGCACCTTCAACGCTAGGTGGGATTC	UpstreamP1_CTCF	6
chr6	161774450	161774600	id-90277	1.5e-05	+	CAGGAAGTCTCCATAGAGGGCCCCAGAGGACAGGG	Upstream_CTCF	38
chr6	161790380	161790530	id-90278	8.9e-05	+	GGGCGATTCTCCCTTTGCGCCTGAAGAGGAACATG	UpstreamP1_CTCF	17
chr6	161791958	161792108	id-90279	1.91e-08	-	GATGCCATTTTCTTACTCACCAGCAGGAGGCGGGC	Upstream_CTCF	40
chr6	161795007	161795157	id-90280	4.55e-09	-	GCTGCAGTGCGCCTCTGATGCACCAGATGGCGCTA	Upstream_CTCF	40
chr6	161796329	161796479	id-90281	3.63e-08	+	TCTGCATGGTCAGGATCGGCCTCCAGGGGCAGGCG	Upstream_CTCF	37
chr6	161805671	161805821	id-90282	6.05e-06	-	TGGTGTGGTAAAGGACATTCCAGCAGAGGGTGCCA	V_CTCF_BR	10
chr6	161814956	161815106	id-90283	2.11e-06	+	CTTTTTGGTGTGTAGCTTTCCAGAAGATGGCAGCA	V_CTCF_BR	39
chr6	161837361	161837511	id-90284	3.65e-05	-	GAGCCAGGTCCTGTTCTAGGCACTGGGAGGCGTCA	UpstreamP1_CTCF	0
chr6	161839537	161839687	id-90285	3.18e-06	+	TAAACGTGATCATCTTCCGCCAGTAGGTGTCACTG	V_CTCF_BR	40
chr6	161851105	161851255	id-90286	5.92e-05	+	GTGAGCAGGACTGCCATTGTCAACAGAGGGAGACA	V_CTCF_BR	31
chr6	161865663	161865813	id-90287	1	+	NA	NONE	23
chr6	161877008	161877158	id-90288	1	+	NA	NONE	9
chr6	161919609	161919759	id-90289	5.01e-06	-	ACCTCGTTCTCCATCAGGGTCGGCAGGTGGAGCCC	V_CTCF_BR	39
chr6	161971375	161971525	id-90290	2.1e-06	+	GCTGCTATGTTCGGAATACCCTCTGGAGGGCCAGG	Upstream_CTCF	19
chr6	161978842	161978992	id-90291	1	+	NA	NONE	18
chr6	161999639	161999789	id-90292	1	+	NA	NONE	5
chr6	162024437	162024587	id-90293	1.47e-05	-	CAGTGATTTATGAATCTAGCCACAAGTGGTCAGAG	V_CTCF_BR	5
chr6	162029061	162029211	id-90294	1.11e-05	-	GCTGTCAGGACCCTCCAGCACAGCGGAGGGCACTG	Upstream_CTCF	6
chr6	162039983	162040133	id-90295	3.16e-06	+	CAGCAGTTTTCGGCAGAGGGCAGCAGATGCTCTTC	UpstreamP1_CTCF	38
chr6	162082011	162082161	id-90296	5.01e-06	-	GAGATGATGGAGGTTTCCACCAGCAGTGGGCGTGC	V_CTCF_BR	23
chr6	162085221	162085371	id-90297	1	+	NA	NONE	1
chr6	162116165	162116315	id-90298	1.34e-06	-	TTTTCCATTCCTTTTGTAGCCAGTTGGGGGCAGTG	Upstream_CTCF	39
chr6	162165418	162165568	id-90299	4.34e-07	-	CTGTTGGGAACCAGCCCGCACAGCAGGAGGCACAC	UpstreamP1_CTCF	5
chr6	162169943	162170093	id-90300	5.51e-07	+	AACAAAACAAACCAACCCGCCGCCAGGGGGCAGCT	V_CTCF_BR	36
chr6	162176826	162176976	id-90301	6.8e-06	-	CAGTAGCCACTTGTGCTGGCCTGTAGGGGAGAGTC	UpstreamP1_CTCF	3
chr6	162187647	162187797	id-90302	1	+	NA	NONE	8
chr6	162195586	162195736	id-90303	4.48e-07	+	GCTGCTGTGGGTGACAGAACCAGAAGATGGCAGGA	Upstream_CTCF	1
chr6	162214281	162214431	id-90304	1	+	NA	NONE	2
chr6	162253817	162253967	id-90305	7.16e-08	+	GCAGCATCCCCGCTCCTGCCCACTAGATGCCAGCA	Upstream_CTCF	3
chr6	162256794	162256944	id-90306	2.43e-06	-	ACTGCAATGAACACTTCCACCACCAGTTAGCGTGT	Upstream_CTCF	16
chr6	162258312	162258462	id-90307	1	+	NA	NONE	31
chr6	162338742	162338892	id-90308	3.05e-07	-	CCTGCTATATTACTTCTGTGCAGCAGGAGGCAAAT	Upstream_CTCF	14
chr6	162343975	162344125	id-90309	1.21e-05	-	GCTGCAAGATGCCTGCCAGCCTGGAGGGAGCTGTG	Upstream_CTCF	33
chr6	162477858	162478008	id-90310	2.5e-05	-	AGGCAAGGCTCTGAGTCCTCCCCCAGTGGTCACTC	UpstreamP1_CTCF	11
chr6	162540448	162540598	id-90311	5.28e-05	-	CCTGCATTGTGAATTCCTGCCTCCTGTTGACAGCT	Upstream_CTCF	19
chr6	162544888	162545038	id-90312	7.15e-05	+	TAGACTATACCGAGAGGAGGCACTAGAGGGAGACT	V_CTCF_BR	29
chr6	162594175	162594325	id-90313	1.55e-05	-	AGTAAGACCAGTGTACAGGCCACTAGAGGTCAGTT	V_CTCF_BR	3
chr6	162598919	162599069	id-90314	2.37e-05	+	CCAGGCCTCTTGAAGGAGAACACTAGGTGGCATGC	Upstream_CTCF	26
chr6	162620080	162620230	id-90315	6.46e-07	-	GAAGTTAGGTTAGATGTGGGCAGTAGGGGGCGGTG	V_CTCF_BR	19
chr6	162672412	162672562	id-90316	2e-06	+	AATGAAGTCACTCCGGGGCCCACTAGGCGGGAGTG	Upstream_CTCF	24
chr6	162735578	162735728	id-90317	5.52e-05	-	TGTTAACACACTAATGTGACCACAAGAGGACAGTC	UpstreamP1_CTCF	4
chr6	162764375	162764525	id-90318	1	+	NA	NONE	21
chr6	162773190	162773340	id-90319	2.46e-06	+	TCTCTGCACCCAGGTCATCCCACCAGGGGGCCCTG	UpstreamP1_CTCF	5
chr6	162838298	162838448	id-90320	8.33e-05	+	GATGCCACGCGTTGACTGTGAGCTAGGGGTCGCTG	Upstream_CTCF	15
chr6	162863843	162863993	id-90321	1.65e-07	+	TAGCAGCAGCCCTCACTAACCTCCAGGGGTCACAA	UpstreamP1_CTCF	23
chr6	162977818	162977968	id-90322	4.41e-06	+	CCTGAGGACTCAAGCCAGCCCAGCAGAGGGCAAGG	V_CTCF_BR	16
chr6	163033804	163033954	id-90323	1.03e-06	+	AGGCTGCACCTGCTTCTGGCCCACAGAGGGCACCT	UpstreamP1_CTCF	7
chr6	163158080	163158230	id-90324	1.93e-05	-	AGAATAGGCACATTCAAGCACAGCAGGTGGCAGTA	V_CTCF_BR	18
chr6	163171879	163172029	id-90325	7.15e-05	+	CTTTTTCTTGATGCTTTAGCCACTAGTGGTCGTGA	V_CTCF_BR	7
chr6	163199723	163199873	id-90326	8.79e-07	+	CCTTAGTTCCTAATACAGACCGGCAGGTGGAGCAG	UpstreamP1_CTCF	3
chr6	163277931	163278081	id-90327	1.28e-06	+	AGAAGGAAAAGTAGAGTTGCCAGTAGGTGGCTCAC	V_CTCF_BR	40
chr6	163302827	163302977	id-90328	2.27e-06	+	CGCTCTCCACCAAGACCAGAGACCAGGGGGCGCTC	V_CTCF_BR	2
chr6	163329042	163329192	id-90329	8.17e-09	+	CTGCAATTTGGGTATGTAACCACCAGATGTCACTG	UpstreamP1_CTCF	35
chr6	163541370	163541520	id-90330	1	+	NA	NONE	17
chr6	163569176	163569326	id-90331	4.68e-05	+	GTGTTTTGAGCATCCATGGCCATTAGAGGCAGTCT	UpstreamP1_CTCF	25
chr6	163591418	163591568	id-90332	4.01e-09	+	CCGCAATTCTCTCCAGGCACCACTAGAGGGCGAGC	UpstreamP1_CTCF	40
chr6	163602320	163602470	id-90333	4.7e-05	+	ACCTCTGTGATACAGACGGCCGCTTGGGGACAGCA	Upstream_CTCF	37
chr6	163761778	163761928	id-90334	1	+	NA	NONE	17
chr6	163834665	163834815	id-90335	9.71e-06	+	AAAGCGGGAGCCGGGCGCGCCGGCCGAGGGCGCCC	Upstream_CTCF	1
chr6	163837931	163838081	id-90336	2.67e-06	+	TGAGTATTTCCAAATGTGAGCGCTAAGGGGCGCCA	Upstream_CTCF	38
chr6	163848967	163849117	id-90337	6.15e-05	+	GTAGTAAGGAACTTATGTTCCAGCAGATGGGGATG	Upstream_CTCF	35
chr6	163853400	163853550	id-90338	3.97e-05	+	ATGGGGTTTCACCCTGTCTAGGCTAGAGGGCAGTG	UpstreamP1_CTCF	12
chr6	163865151	163865301	id-90339	1	+	NA	NONE	32
chr6	163879088	163879238	id-90340	5.08e-05	+	GGGCAGTGTCATGCCGTGGTCAAAAGTAGGAACTC	UpstreamP1_CTCF	18
chr6	163922193	163922343	id-90341	7.6e-05	+	CAACACTGGCATGGACTGCTCACTAGGTGGCCAAA	UpstreamP1_CTCF	21
chr6	163950926	163951076	id-90342	1	+	NA	NONE	2
chr6	163975836	163975986	id-90343	4.73e-07	-	TGTGCTATTTTGTGGATGGACTGCTGGGGGCGCCA	Upstream_CTCF	40
chr6	163986320	163986470	id-90344	1.61e-05	-	TTGCGCTGAAAGTGCTGGAACAGCAGCTGGTGGCT	UpstreamP1_CTCF	7
chr6	164001085	164001235	id-90345	6.98e-07	-	CTTCAGGCATTCCTCACAGCCTGCTGAGGGCGCTC	V_CTCF_BR	31
chr6	164021952	164022102	id-90346	3.4e-06	-	TGTGCACTCCCTTCGTCCACATGTAGATGGCCCTG	Upstream_CTCF	5
chr6	164039574	164039724	id-90347	1	+	NA	NONE	2
chr6	164055937	164056087	id-90348	4.01e-05	-	GGTCCTTCTCCTCCACCCACCACAGGGGGCAGGAG	V_CTCF_BR	6
chr6	164076383	164076533	id-90349	1	+	NA	NONE	14
chr6	164092812	164092962	id-90350	1	+	NA	NONE	0
chr6	164093836	164093986	id-90351	1	+	NA	NONE	2
chr6	164128575	164128725	id-90352	1	+	NA	NONE	15
chr6	164129159	164129309	id-90353	5.61e-08	+	GCTGCACTGCTGCAGGCGGCCGCCTGAGGGATGGA	Upstream_CTCF	5
chr6	164132814	164132964	id-90354	2.81e-05	-	GGGCTAGAAGCCTCCAGTGCCCCCAGTGGCAGCCC	V_CTCF_BR	25
chr6	164133711	164133861	id-90355	2.11e-06	-	TCATGCTGGTGGGTGTCCTCCACCAGAGGGTAGGC	V_CTCF_BR	6
chr6	164143350	164143500	id-90356	1	+	NA	NONE	1
chr6	164150224	164150374	id-90357	1.82e-06	+	CTGCACGAGTAGCTGGTCACCACTAGGGCCAACAC	UpstreamP1_CTCF	9
chr6	164156167	164156317	id-90358	7.11e-06	-	GCAGCAGGACCTCTCCTGGCCATCTGATAGAGGAC	Upstream_CTCF	0
chr6	164235552	164235702	id-90359	1	+	NA	NONE	18
chr6	164242322	164242472	id-90360	5.01e-06	-	GCCCTGAGGAGCAAAACCACCCCCAGGAGGCACCG	V_CTCF_BR	5
chr6	164287335	164287485	id-90361	3.31e-06	-	CAGGAAGGCATCGCTCTCCCCAGCAGGAGGCAGGC	UpstreamP1_CTCF	6
chr6	164288587	164288737	id-90362	1	+	NA	NONE	4
chr6	164314523	164314673	id-90363	1	+	NA	NONE	1
chr6	164324141	164324291	id-90364	1	+	NA	NONE	6
chr6	164377774	164377924	id-90365	5.96e-07	-	ATACAGGTGCCCAGAACTTCCAGCAGGGGGCTCTG	V_CTCF_BR	40
chr6	164461233	164461383	id-90366	1.65e-07	-	CTGCAAGACGTGGTGGGAAGCACCAGGTGGCCCTA	UpstreamP1_CTCF	7
chr6	164518676	164518826	id-90367	3.81e-05	-	TGCAGGTACAGAGAAACCAGCAGAAGGGGGCAAGA	V_CTCF_BR	17
chr6	164520735	164520885	id-90368	2.34e-06	+	GGGCAGATCTCGCCGCAGGGCAGCAGGCGGTGCTG	UpstreamP1_CTCF	3
chr6	164527633	164527783	id-90369	1.15e-07	-	TCAGGATGGGGTCCACGCACCACTAGAGGGAGCCA	V_CTCF_BR	32
chr6	164530917	164531067	id-90370	2.6e-06	-	TCGGTCAAAGCTCTTCCAACCACAAGAGGGCGTTC	V_CTCF_BR	31
chr6	164589168	164589318	id-90371	3.84e-06	-	CTGAGGTTAATGAACCTGGCATCCAGATGGCAGTG	UpstreamP1_CTCF	1
chr6	164637602	164637752	id-90372	1	+	NA	NONE	4
chr6	164665161	164665311	id-90373	4.5e-06	+	TGTGCGAGACCTTTCAGACCCACAAGGCGGCGTGG	Upstream_CTCF	3
chr6	164668415	164668565	id-90374	1	+	NA	NONE	2
chr6	164767799	164767949	id-90375	4.41e-06	+	TCACAGTCAATTTATCTGGCCAGGTGGGGGAGCAC	V_CTCF_BR	4
chr6	164768603	164768753	id-90376	3.09e-07	+	GCCAACAGGCCAGGGCTGTCCACCAGGGGCCAGTG	V_CTCF_BR	15
chr6	164838709	164838859	id-90377	1	+	NA	NONE	12
chr6	164876966	164877116	id-90378	1	+	NA	NONE	12
chr6	164954063	164954213	id-90379	2.5e-05	-	GCGCAGCTGCCGGGACAGGGCAGCAGCAGCTTGGC	UpstreamP1_CTCF	3
chr6	165311121	165311271	id-90380	6.43e-06	+	CAAAATTATCCTGAGTTCTCCACATGAGGGCGCCC	V_CTCF_BR	14
chr6	165340343	165340493	id-90381	1	+	NA	NONE	7
chr6	165341145	165341295	id-90382	1.73e-11	-	CGCCCGTGCCTCGCCGCGGCCAGCAGATGGCAGCA	V_CTCF_BR	40
chr6	165416486	165416636	id-90383	6.05e-06	-	TAAACCATTGGAAATACGCCCTCAAGGGGGCAGAG	V_CTCF_BR	5
chr6	165456483	165456633	id-90384	3.22e-07	-	CAGGCCAGGCCTCCAGGTGCCACCAGGTGGAGTAG	Upstream_CTCF	6
chr6	165463012	165463162	id-90385	4.31e-07	-	CATGGAGAGGGTCGCTAGTCCACTAGGTGGCGCTG	V_CTCF_BR	40
chr6	165468855	165469005	id-90386	1	+	NA	NONE	13
chr6	165511779	165511929	id-90387	6.34e-08	-	TCTGGATTAATATTGGTCTCCACCAGGGGGAGGCA	Upstream_CTCF	31
chr6	165606227	165606377	id-90388	2.2e-06	-	AATGTTGGGCTGTGAGTGGCCACAGGGTGGCAATT	Upstream_CTCF	14
chr6	165642856	165643006	id-90389	1.19e-06	-	AACACGTGTGAGTCCCGTTCCGGCAGGGGGCAGGG	V_CTCF_BR	7
chr6	165645325	165645475	id-90390	6.98e-07	-	GCGAACAGGACTGATTTTGCCAGTAGGTGGCAACA	V_CTCF_BR	32
chr6	165658978	165659128	id-90391	1.19e-06	-	AAATTCTTCTCTGTGTTAGCCACAAGATGGCAGGG	V_CTCF_BR	33
chr6	165853522	165853672	id-90392	1.34e-06	+	TAAGCTATTATCCTTTTAGACACTAGATGGCACTG	Upstream_CTCF	34
chr6	165861803	165861953	id-90393	1.13e-05	-	TGGCTGTTCCAGTCTTCTGCCACCAGGCCGGATCC	UpstreamP1_CTCF	11
chr6	165902531	165902681	id-90394	1.04e-07	-	TGTGTTGGTTGTCCTCCAGCCAGGAGGTGGCACTG	V_CTCF_BR	6
chr6	166078342	166078492	id-90395	6.82e-05	-	CCCACCCTGTCTCCTGCGCCCGCAAGGGGGCTTAT	V_CTCF_BR	14
chr6	166090251	166090401	id-90396	3.97e-05	-	CTGCAGTTGCAAGTCCATGCCGACAGGCAGGAAGG	UpstreamP1_CTCF	13
chr6	166103316	166103466	id-90397	2.43e-06	+	GATGCAATGTCCAGTTCTGCCACCGGGTGAGTACA	Upstream_CTCF	19
chr6	166138864	166139014	id-90398	6.8e-06	+	GCTGCCCGTCTGCATGCTCCCCCTAGGGGTATGAG	Upstream_CTCF	15
chr6	166142917	166143067	id-90399	1.2e-08	+	TAAGCACTACCTGCTCCTACCACAGGGGGGCAGCA	Upstream_CTCF	40
chr6	166169175	166169325	id-90400	3.4e-06	-	ACTGGATTCTCTGCTGTGACCTGCAGGGGCTGTAC	Upstream_CTCF	12
chr6	166191302	166191452	id-90401	4.41e-06	-	AAATTTCAGTGATGGAGGCCCTCTAGGGGGCAGAG	V_CTCF_BR	17
chr6	166261629	166261779	id-90402	5.7e-05	-	TGCGCAGAACAATTCCCGCCACATAGGGGGCGCTC	Upstream_CTCF	24
chr6	166264042	166264192	id-90403	7.99e-11	-	CAGCCACTTCCCAGACTGGCCAGCAGAGGGCACCC	V_CTCF_BR	40
chr6	166272178	166272328	id-90404	3.63e-05	-	GAAACATGGATTTAAATGGCCACAAGGAGGAGCAT	V_CTCF_BR	26
chr6	166298457	166298607	id-90405	1.55e-08	+	ACGCCCCTGCCGCCGTTTACCGCCAGGTGGCAGCG	V_CTCF_BR	39
chr6	166303683	166303833	id-90406	1.79e-08	+	CCTGCTGTTTCTCTCTTTCCCACTTGATGGCAGCA	Upstream_CTCF	37
chr6	166305008	166305158	id-90407	1.61e-05	+	AGGATGCTGCCTGTCCCTGCCACCAGGGGACTAGA	UpstreamP1_CTCF	23
chr6	166308947	166309097	id-90408	7.49e-07	-	CTGCTGTGACAAAGGGCCACAGCCAGGTGGCTTAA	UpstreamP1_CTCF	13
chr6	166335717	166335867	id-90409	3.48e-06	+	CTCCTGTGGCCAAGCCCAACCACTTGGCGGCACAC	UpstreamP1_CTCF	3
chr6	166345266	166345416	id-90410	6.48e-05	+	GTGTGGCGCCCTCCTGCTACACCCAGAGGAAAAAG	UpstreamP1_CTCF	9
chr6	166390354	166390504	id-90411	5.34e-06	-	AATGCTTCGATGTGTGCTGACAGCAGAGGGTGCGA	V_CTCF_BR	4
chr6	166401532	166401682	id-90412	1.16e-05	+	CTCGGACACCCCCCCGCGTCCAACAGGAGGCGATG	Upstream_CTCF	16
chr6	166402098	166402248	id-90413	1	+	NA	NONE	8
chr6	166420975	166421125	id-90414	5.74e-05	-	CGGCAGCTCCCAGCCTGGGTCTGCAGCTCCAAGCG	UpstreamP1_CTCF	13
chr6	166422041	166422191	id-90415	4.1e-06	-	ATGGCTCCCTCGCGTCTCTCCACCAGGTGGACGTC	Upstream_CTCF	20
chr6	166446327	166446477	id-90416	1	+	NA	NONE	22
chr6	166490253	166490403	id-90417	6.98e-07	+	GTCTTCAGTCTCTCCCTGGCCTGAAGGTGGCGCTT	V_CTCF_BR	19
chr6	166511025	166511175	id-90418	8.23e-05	-	CTGCACTCCAGCCTGGGCGGCAGAGGCAGACTCTG	UpstreamP1_CTCF	12
chr6	166511491	166511641	id-90419	2.17e-09	-	GAGCAGCCACCCGGCGCAGCCGCCAGGGGGAGCCC	V_CTCF_BR	39
chr6	166519685	166519835	id-90420	4.11e-08	-	GCTGCAATAGTCAAAAAGGCCACACGATGGCGCGA	Upstream_CTCF	40
chr6	166570588	166570738	id-90421	1.04e-05	+	GTCAACATTAAGGATTCTGCCACTAGATGGAGAAA	V_CTCF_BR	36
chr6	166586966	166587116	id-90422	1	+	NA	NONE	4
chr6	166608424	166608574	id-90423	1	+	NA	NONE	3
chr6	166618565	166618715	id-90424	4.3e-08	-	CAGCAGCTAGCAGTGTTGGCCACCAGGGGAGAGTC	UpstreamP1_CTCF	10
chr6	166648733	166648883	id-90425	2.66e-05	+	ACACGTTCTCACAAATACGCCTGTAGATGGTGCTG	V_CTCF_BR	15
chr6	166649503	166649653	id-90426	7.23e-07	-	GGGGCAGTTCCTCCAACCACCCCTAGGAGTTCCTG	Upstream_CTCF	7
chr6	166655597	166655747	id-90427	1.64e-05	-	TGAGCAGAGTGTTGCTGGGCACGTAGGGGGCGCTC	V_CTCF_BR	6
chr6	166673215	166673365	id-90428	1.48e-06	+	CTGGCAGCCCTGCTGCCTCCCAGCAGAGGTCACAT	Upstream_CTCF	2
chr6	166689281	166689431	id-90429	2.38e-07	+	GCGCCGCTTCCGCTCTCCGGCTCTAGAGGGCGCCC	V_CTCF_BR	40
chr6	166726856	166727006	id-90430	5.92e-05	+	CGGCCAGGGGCAGCCTGTCTAGGCAGGGGGCGCCA	V_CTCF_BR	40
chr6	166744274	166744424	id-90431	3.24e-06	-	GGGGCTGCTCAGGCTGCCTCCTGTAGGTGGCCAGC	Upstream_CTCF	31
chr6	166795407	166795557	id-90432	1.48e-06	-	CTGGGTGTGGGGTGGGGAGACGCCAGCGGGAGGCG	V_CTCF_BR	40
chr6	166797329	166797479	id-90433	4.65e-06	-	CGTCAGTCACCGCGCCCGGCCACCAGAGGCATTTT	UpstreamP1_CTCF	33
chr6	166809656	166809806	id-90434	5.08e-05	+	AGCCAACGAGCTGATGTACCCAGCAGGGGTCCCTC	UpstreamP1_CTCF	0
chr6	166814407	166814557	id-90435	3.22e-09	-	TTGCAATTGTTACAAAATGCCAGCAGAGGGCAGTG	UpstreamP1_CTCF	40
chr6	166824884	166825034	id-90436	1.04e-07	-	GGATCGACGCCCAGTCCAGCCGGCAGAGGGAACAC	V_CTCF_BR	1
chr6	166826461	166826611	id-90437	1.22e-07	+	ATGGAGTGCTGTTAGCCTGCCGCCAGGGGCCAGCA	UpstreamP1_CTCF	5
chr6	166833969	166834119	id-90438	1.47e-05	+	AGTATAACACCCTAAGCTTCCTCCAGGGGTCAGAA	V_CTCF_BR	36
chr6	166849080	166849230	id-90439	2.8e-05	+	CGAGTGCTGCTGTTTCTCACCACAGGGTAGAGCCA	Upstream_CTCF	23
chr6	166855425	166855575	id-90440	6.43e-06	+	TACACAGCTGAACCATGGCCCACTTGGTGGCAGCA	V_CTCF_BR	3
chr6	166856803	166856953	id-90441	1	+	NA	NONE	24
chr6	166869937	166870087	id-90442	7.27e-06	+	ATCTCGGGCTAAGCAGCATGCTCTAGGGGGCAGCC	V_CTCF_BR	36
chr6	166872839	166872989	id-90443	7.73e-06	+	GGTCAGGTGGGAGAAGCCACCGATAGAGGGAACCA	V_CTCF_BR	1
chr6	166876401	166876551	id-90444	3.11e-05	-	CAGAGTGAGAACGCAGCAGCCTCCAGCAGGTGGGG	V_CTCF_BR	4
chr6	166879272	166879422	id-90445	8.59e-05	+	TGGACACTTTGCTGGTGCACCACCAGGGTGAGCAC	V_CTCF_BR	28
chr6	166879640	166879790	id-90446	1	+	NA	NONE	14
chr6	166892987	166893137	id-90447	2.6e-07	+	GGCAGCATGGTCCTGCTAACCGCCAGGGGGTGGCC	V_CTCF_BR	0
chr6	166899820	166899970	id-90448	2.97e-06	-	GCCCCAAGTCACTGAGATGCCAGCTGGGGGCGACA	V_CTCF_BR	23
chr6	166926165	166926315	id-90449	2.78e-06	-	ACAGGTTTCTTAGGCAGCCCCAGGAGGGGGAGCCA	V_CTCF_BR	16
chr6	166927755	166927905	id-90450	4.31e-07	+	TGGTGATGGCAGCAAGGGGCCACCAGAGGGTGACC	V_CTCF_BR	33
chr6	166928663	166928813	id-90451	4.1e-06	-	CATGCAACTCCACCAGCGGCCTCCTGCAGTCCCCA	Upstream_CTCF	37
chr6	166970335	166970485	id-90452	3.81e-05	-	TCCACGCCCAGCATACCAGCCTCTAGCGGGCTTCT	V_CTCF_BR	10
chr6	167002909	167003059	id-90453	1	+	NA	NONE	4
chr6	167028304	167028454	id-90454	1.43e-05	-	GGTGCGATCAAGTTAAGGACCTGGAGATGGCGTGA	Upstream_CTCF	7
chr6	167040906	167041056	id-90455	9.26e-05	-	GAGGAGGGATGGGCACCTGGAACCACAGGGCGGCG	UpstreamP1_CTCF	20
chr6	167089896	167090046	id-90456	1.9e-06	-	CGTGTAATAGGGAGCCGAGCCGCTAGAGGGTGAGG	Upstream_CTCF	2
chr6	167112446	167112596	id-90457	1	+	NA	NONE	5
chr6	167120628	167120778	id-90458	1.3e-07	+	TGTGCAATGCCGGGGTTGCCGGGAAGGGGGCAGCT	Upstream_CTCF	40
chr6	167126471	167126621	id-90459	4.5e-05	+	TGGAAATGACACGTCTGTCCCTGGAGGTGGCGTCC	UpstreamP1_CTCF	8
chr6	167128589	167128739	id-90460	2.96e-05	+	AGAGCACCCCTCCAGGCAGCCCGAGGCGGGAAGCA	V_CTCF_BR	6
chr6	167158231	167158381	id-90461	6.84e-06	+	CACCTGACTCCAGTTGAAGACACTAGAGGGAGCAC	V_CTCF_BR	5
chr6	167159873	167160023	id-90462	7.44e-05	+	CAGGCAATACCACATTTCACCTGCAGTCTCCACAG	Upstream_CTCF	16
chr6	167177709	167177859	id-90463	5.72e-07	+	GTGATGGGCAGAGGGAAGGACACCAGGGGGCGCGT	UpstreamP1_CTCF	8
chr6	167184039	167184189	id-90464	3.8e-07	-	TGTGCAGTAATGTCCTTGTACAGCAGGGGCTGCCT	Upstream_CTCF	37
chr6	167186122	167186272	id-90465	4.01e-05	+	AGCTTTTCAAAGGAAGTGCCCCACAGATGGCGCTA	V_CTCF_BR	37
chr6	167188359	167188509	id-90466	2.43e-06	+	TTGGGAGGGCAGAGGAGAAACGGCAGGTGGCACTG	V_CTCF_BR	13
chr6	167188783	167188933	id-90467	3.09e-07	+	TCGCAAATTTGCACGTCTACCACTAGATGGCAGCA	V_CTCF_BR	40
chr6	167200299	167200449	id-90468	2.83e-07	+	ACATTTTTGATCCTCATGACCACTAGAGGGCAGAA	V_CTCF_BR	39
chr6	167266313	167266463	id-90469	8.08e-08	-	GGTGCATTTCCTGCTGTCACCATCAGTTGGCAGGA	Upstream_CTCF	9
chr6	167276218	167276368	id-90470	2.72e-06	-	CTGTCCCTCCCGTTCTGCGGCGGGAGGTGGCGGTG	UpstreamP1_CTCF	18
chr6	167343458	167343608	id-90471	2.2e-07	+	GGGTTGGATCCCCTGGTCACCACCAGAGGCCAGCC	UpstreamP1_CTCF	16
chr6	167364966	167365116	id-90472	6.27e-08	-	CTGTCACGCCCGGACAGGGCCACTAGAGGGCTCTT	UpstreamP1_CTCF	40
chr6	167403246	167403396	id-90473	2.96e-05	-	AAGACAGTTAAAATGATGGCCACCAAGGGGCAGTG	V_CTCF_BR	39
chr6	167411362	167411512	id-90474	2.72e-05	+	AGGCCCTATCCCAAAGCGGCCGGCAGGCGTCTCCT	UpstreamP1_CTCF	40
chr6	167412467	167412617	id-90475	8.21e-05	-	CTTTGAAGCCGGCGAGCGGTGAGGAGGAGGCGCCC	V_CTCF_BR	8
chr6	167458352	167458502	id-90476	3.45e-05	+	GGGGCCTGAGCTTAGTGGGCCGGGTGGAGGCAGGA	V_CTCF_BR	12
chr6	167459460	167459610	id-90477	2.17e-08	-	CGTGAAGTTCCAACACTTACCGGCAGGGAGAGCAC	Upstream_CTCF	29
chr6	167471881	167472031	id-90478	4.43e-05	+	TTTTTTGGAATGCCTTTGGCCAAGAGAGGGAGTCC	V_CTCF_BR	2
chr6	167493362	167493512	id-90479	1	+	NA	NONE	6
chr6	167503775	167503925	id-90480	4.34e-07	+	CAGAACTAGCCTCCAACTTCCTCCAGGTGGCAGGA	UpstreamP1_CTCF	3
chr6	167528672	167528822	id-90481	6.84e-06	-	CTCTCTCGCCCTTCTGCAACATCTAGAGGGCGCTG	V_CTCF_BR	13
chr6	167533673	167533823	id-90482	1.15e-07	+	GGGGGACTCCCACATGTGGCCGGCAGGTGGTGCAC	Upstream_CTCF	11
chr6	167555772	167555922	id-90483	1.46e-07	-	GCGCTGGGAGGCGGCTCGCGCACCAGAGGGCAGCA	UpstreamP1_CTCF	39
chr6	167598255	167598405	id-90484	7.73e-06	+	AGGGAGACGGTTTTTACAGCCGGGAGGAGGCACTG	V_CTCF_BR	7
chr6	167631999	167632149	id-90485	1	+	NA	NONE	38
chr6	167646648	167646798	id-90486	7.02e-05	-	TCGCTCTGGCGTCTTCCTGCTGACAGAGGGCGTAG	UpstreamP1_CTCF	7
chr6	167649890	167650040	id-90487	2.47e-05	-	CCTGTTAGTGCCTGTGATGGCAGCAGTGGGCCATC	Upstream_CTCF	4
chr6	167661787	167661937	id-90488	8.16e-07	-	GGGTGCAGTGCTCGTGTCAGCAGCAGAGGGAACCA	V_CTCF_BR	9
chr6	167669536	167669686	id-90489	2.2e-07	+	CTGCAATTAAGATACACTCTCACCAGGGGGCGTTA	UpstreamP1_CTCF	13
chr6	167702229	167702379	id-90490	5.21e-08	-	AAAACCGAGACTTCACCAGCCACTAGATGGCACCG	V_CTCF_BR	13
chr6	167702472	167702622	id-90491	1	+	NA	NONE	35
chr6	167713986	167714136	id-90492	1	+	NA	NONE	0
chr6	167762844	167762994	id-90493	1	+	NA	NONE	2
chr6	167764970	167765120	id-90494	7.8e-08	-	AAGCCCGTTCCGGCGCTGGGCTGCAGAGGGCGCTG	V_CTCF_BR	39
chr6	167818515	167818665	id-90495	1	+	NA	NONE	0
chr6	167856929	167857079	id-90496	2.04e-05	+	TCACGCCAAAAAGTTATGACCACTTGGTGTCACTC	V_CTCF_BR	4
chr6	167887154	167887304	id-90497	1.28e-06	+	GGGCCCAGGGCTTCTCTCGGCACCAGGAGGCACTG	V_CTCF_BR	8
chr6	167897891	167898041	id-90498	5.13e-05	+	CCGGACAGGAGGGATATTTCCACCAGGGTGCAGTA	V_CTCF_BR	25
chr6	167914321	167914471	id-90499	2.31e-07	+	CCAGCACCTTCGCAGGAGTGCAGCAGGAGGCAGCA	Upstream_CTCF	22
chr6	168051515	168051665	id-90500	6.05e-06	+	GCAGAAAGTGCTGTGACAGACAGAAGGGGGTGCTG	V_CTCF_BR	3
chr6	168085613	168085763	id-90501	4.94e-06	+	GGTGCAGTTTCCCAGGAAGACAGAGGAGGGACACT	Upstream_CTCF	3
chr6	168098109	168098259	id-90502	4.1e-06	+	GCTGCACCTCTGAGGGCTGTCTCCAGGCGGCCACT	Upstream_CTCF	10
chr6	168143521	168143671	id-90503	1	+	NA	NONE	16
chr6	168168110	168168260	id-90504	1.34e-06	+	GCTGCACTACAGGTGGTGACAGCAGGGTGGCGTGC	Upstream_CTCF	9
chr6	168197131	168197281	id-90505	1	+	NA	NONE	6
chr6	168200097	168200247	id-90506	4.43e-05	+	TCCTGACAGCCCAATGCAGCAGACAGATGGCAGCG	V_CTCF_BR	10
chr6	168216244	168216394	id-90507	1	+	NA	NONE	6
chr6	168226422	168226572	id-90508	3.81e-05	+	GGGCAATGCGCGGGCAGGAGGAGCAGCGAGCGCGG	UpstreamP1_CTCF	18
chr6	168227353	168227503	id-90509	1.77e-05	-	CTAGGTGCTGCTGCCGCGGCCGCCAGGGAGGGAGG	Upstream_CTCF	39
chr6	168228492	168228642	id-90510	8.71e-06	+	GCCCGGAGGGAGGCGCCGGCCCCAGGCTGGCTCCC	V_CTCF_BR	25
chr6	168240623	168240773	id-90511	5.08e-05	-	TTGCTGTGCCTGTCTTCCACCACAATGAGATTCTG	UpstreamP1_CTCF	1
chr6	168249607	168249757	id-90512	1	+	NA	NONE	6
chr6	168299484	168299634	id-90513	3.8e-07	-	AATGCAAGTCTTCAGAAAAGCACTAGGTGGAGCTA	Upstream_CTCF	39
chr6	168307648	168307798	id-90514	1	+	NA	NONE	10
chr6	168308874	168309024	id-90515	3.36e-07	+	TTCTTCAGTTTCCCAACTTCCAGCAGAGGGCACTG	V_CTCF_BR	40
chr6	168346909	168347059	id-90516	9.29e-06	+	GGAGAACTGACAGAAGCGGCCGCCAGGAGCGGAAG	Upstream_CTCF	8
chr6	168368905	168369055	id-90517	1.99e-07	-	CACTCAGGTTTCCCACCACCCTGCAGAGGGCGCCA	V_CTCF_BR	38
chr6	168397542	168397692	id-90518	4.59e-07	-	CTGCGGCGCCCTCACCCGTCCTCCAGCTGCCATCG	UpstreamP1_CTCF	7
chr6	168420421	168420571	id-90519	2.31e-07	+	GTTGCAGTCCCAAAAGGTGACGGGAGTGGGCGCTC	Upstream_CTCF	2
chr6	168433168	168433318	id-90520	1	+	NA	NONE	29
chr6	168445814	168445964	id-90521	4.23e-08	+	GCTCCTTGCAGTGCGGCGGCCACCAGGTGTCACAG	V_CTCF_BR	6
chr6	168452000	168452150	id-90522	1	+	NA	NONE	27
chr6	168453362	168453512	id-90523	1.17e-05	-	ATGCCTGGTTCTCCAGCCGCCCCAGGGTGGCAGTG	V_CTCF_BR	6
chr6	168459921	168460071	id-90524	2.43e-06	-	AAAGCAGTCACCGCACTGAGAGCAAGGGGGCGGTG	Upstream_CTCF	7
chr6	168461259	168461409	id-90525	8.61e-08	+	CCCAGCCCCTCACGTCTGGCCACTGGAGGGCAGGC	V_CTCF_BR	36
chr6	168472411	168472561	id-90526	1.52e-07	+	TTTGTGTGCACCTGCCTGGCCGCCAGTGGGAGCTG	V_CTCF_BR	16
chr6	168518741	168518891	id-90527	6.74e-08	-	GGGGCAGCTCTGCATGCGACCAACAGAGAGCGCCA	Upstream_CTCF	37
chr6	168533670	168533820	id-90528	3.09e-07	-	GTGGAGAAGCACCGAACAGCCACCAGATGGCAAAG	V_CTCF_BR	35
chr6	168534019	168534169	id-90529	2.23e-06	-	CTGCGCTTTCCTGACTCAGCTGCTGGATGGCGGCC	UpstreamP1_CTCF	11
chr6	168551668	168551818	id-90530	5.21e-08	+	CAGCAGGTGGCAGTCTGAGCCTGCAGATGGCACCC	V_CTCF_BR	35
chr6	168564229	168564379	id-90531	1.23e-05	+	CTGCTCTGTGGCAGTGCCCTCGGCGGGAGGCAGGA	UpstreamP1_CTCF	1
chr6	168579865	168580015	id-90532	1	+	NA	NONE	3
chr6	168595140	168595290	id-90533	1.39e-05	+	CTCCTGGCTGTGTTCTTGGAGGCTAGAGGGCGCTG	V_CTCF_BR	20
chr6	168602175	168602325	id-90534	2.96e-05	+	AGAGCTCAGAGCCAGGTGGCCACCTGCTGCCTCGC	V_CTCF_BR	18
chr6	168611585	168611735	id-90535	9.49e-08	+	CCTGGCGCTGTGCTTCCTGCCAGCAGAGGGTGCGG	V_CTCF_BR	2
chr6	168627104	168627254	id-90536	8.02e-05	+	GAGGCTGTGCCTCGGTCTGGCTCCTGGGGATGTGC	Upstream_CTCF	8
chr6	168634352	168634502	id-90537	1	+	NA	NONE	18
chr6	168683815	168683965	id-90538	4.71e-06	-	AGGGCACTGCGGGAAGATGACACTAGGAAGCAGCG	Upstream_CTCF	1
chr6	168715863	168716013	id-90539	8.21e-06	-	AGACTGAAAACCCCATCCTTCACCAGTGGGCGCTG	V_CTCF_BR	26
chr6	168733826	168733976	id-90540	5.55e-07	+	CTTGCAGATGCACACACACCCCACAGGGGGCAGCA	Upstream_CTCF	34
chr6	168747083	168747233	id-90541	6.49e-06	-	CGTGCAGGGCTCCCAGGCACCTGGACGTGGCAGTA	Upstream_CTCF	2
chr6	168756726	168756876	id-90542	1.77e-10	-	CCGCGTCCCCCCTGCGTGGACACCAGGGGGCACCC	V_CTCF_BR	32
chr6	168769118	168769268	id-90543	1	+	NA	NONE	3
chr6	168771052	168771202	id-90544	1.38e-09	+	TTGGACAGCATCACCACTGCCACCAGGGGGCACCC	V_CTCF_BR	38
chr6	168789888	168790038	id-90545	9.62e-08	-	AGGCAATACTCTCCTCCCACCTCCAGGGGCCAGGG	UpstreamP1_CTCF	2
chr6	168852629	168852779	id-90546	2.97e-06	+	CCCTGGTTCCAAGAATCCACCACAGGAGGGAGCCC	V_CTCF_BR	24
chr6	168931367	168931517	id-90547	1	+	NA	NONE	7
chr6	168939421	168939571	id-90548	1.71e-06	-	CACCCCACTCCCCCAGATTCCAGCAGGGGTCACCC	V_CTCF_BR	10
chr6	168946213	168946363	id-90549	1.38e-06	-	CTCCCAGCCCTGATTCTGGGCACCAGAGGCCGCTC	V_CTCF_BR	2
chr6	168964520	168964670	id-90550	6.53e-09	+	GCGTCTCCGGCTTCAGGGGCCTGCAGGGGGCGGGG	V_CTCF_BR	1
chr6	169001869	169002019	id-90551	1	+	NA	NONE	0
chr6	169006774	169006924	id-90552	7.62e-07	-	AATGCAGCTGCTGCTGCGGCCAGCAGGTGAGAAGT	Upstream_CTCF	6
chr6	169017628	169017778	id-90553	3.97e-07	+	GAAAGTGGACAGGATGCACCCTGCAGAGGGCACCG	V_CTCF_BR	19
chr6	169058873	169059023	id-90554	1.03e-06	-	CACAGGAAGCCCCCAGGTGCCACAAGGTGTCACTC	V_CTCF_BR	7
chr6	169111433	169111583	id-90555	2.37e-05	-	GCTGCAATTCAACATCTGACCTCTGGGGCGTTAGA	Upstream_CTCF	35
chr6	169114169	169114319	id-90556	3.06e-08	-	CTGGACAGGGTGTCCCTGGCCACTAGGGGGCTGGG	V_CTCF_BR	27
chr6	169137738	169137888	id-90557	1	+	NA	NONE	13
chr6	169182634	169182784	id-90558	1	+	NA	NONE	3
chr6	169215453	169215603	id-90559	1	+	NA	NONE	27
chr6	169254480	169254630	id-90560	1	+	NA	NONE	0
chr6	169284828	169284978	id-90561	9.55e-09	-	GGCGCGCTGCGCAGCCTGAGCACCAGAGGGCGCTG	V_CTCF_BR	40
chr6	169292215	169292365	id-90562	4.7e-06	+	GAGACATCACACAGCTCAGCCTCTAGGAGGCGGGG	V_CTCF_BR	12
chr6	169295226	169295376	id-90563	4.23e-08	+	GCACAGTGTCCAGGCTTGGCCACGAGGGGGCACTT	V_CTCF_BR	40
chr6	169303112	169303262	id-90564	5.34e-06	+	GGCACTTGAGGGCTGATGTCCGGTAGGGGCCAGCA	V_CTCF_BR	5
chr6	169309061	169309211	id-90565	1.04e-05	+	TCACTTTGCATACCTATGACCAGCAGAGGCTGCTC	V_CTCF_BR	21
chr6	169357096	169357246	id-90566	1.71e-06	+	CTGGGAGCTGTCAGGCCAGCCACTTGGTGGTGCCA	V_CTCF_BR	40
chr6	169391897	169392047	id-90567	1	+	NA	NONE	15
chr6	169408820	169408970	id-90568	2.15e-05	-	AAGTTTACCCAATGGAAAACCTCTAGAGGGCACTT	V_CTCF_BR	2
chr6	169420276	169420426	id-90569	2.4e-05	+	TGCCAATAGGCAAAGTGCAACACAAGGGGTCAGCA	V_CTCF_BR	33
chr6	169422274	169422424	id-90570	3.11e-05	+	CAGACACCAGCCGTTCCAGTGGGCAGGGGGCAGTG	V_CTCF_BR	22
chr6	169434724	169434874	id-90571	3.22e-05	+	ATGCGATGTCAGAAGGCTGACGCCTGGGGGTGTGC	UpstreamP1_CTCF	7
chr6	169435503	169435653	id-90572	1	+	NA	NONE	2
chr6	169470602	169470752	id-90573	1	+	NA	NONE	19
chr6	169496701	169496851	id-90574	4.34e-05	+	GCTGTTGGTTTTAGCCATTCCACAGGGGAGTGGTG	Upstream_CTCF	23
chr6	169500119	169500269	id-90575	2.6e-05	+	GTGAGATTCAGAGTGTCACCCACAAGGAGGTGCAG	UpstreamP1_CTCF	29
chr6	169521227	169521377	id-90576	1.01e-05	-	TCTGGGTTAGTATTGGTTTCCTCTAGGGGGAGACA	Upstream_CTCF	28
chr6	169558370	169558520	id-90577	1	+	NA	NONE	13
chr6	169558968	169559118	id-90578	1	+	NA	NONE	18
chr6	169563160	169563310	id-90579	1.26e-05	-	TATGCCCTTCCTGCTTATGCCTTCAGGGGCTGTCC	Upstream_CTCF	11
chr6	169578035	169578185	id-90580	1	+	NA	NONE	17
chr6	169613113	169613263	id-90581	7.55e-07	+	ATTCAAGCACAGTCAGGGCCCAGGAGAGGGCGCAG	V_CTCF_BR	37
chr6	169621488	169621638	id-90582	6.05e-06	-	GGCTGGAAGGACTACACGGCCTATAGGTGGCACCT	V_CTCF_BR	11
chr6	169626154	169626304	id-90583	1	+	NA	NONE	10
chr6	169650812	169650962	id-90584	3.88e-07	-	CTGTATTCCCAGGAGCTCAGCTGCAGGAGGCAGGA	UpstreamP1_CTCF	15
chr6	169687907	169688057	id-90585	1.15e-07	-	GAGCACTTCCCCCTTGGAGCCTCTGGAGGGAGCAC	UpstreamP1_CTCF	27
chr6	169688969	169689119	id-90586	8.89e-06	-	CAAGACCTCCAGGCCACTGCCTCCAGGGGGCCTGG	Upstream_CTCF	12
chr6	169712866	169713016	id-90587	4.14e-06	+	CCAGCGATGATCCCACCAGCCACATGAGGTCACCA	V_CTCF_BR	5
chr6	169723390	169723540	id-90588	1	+	NA	NONE	4
chr6	169726641	169726791	id-90589	9.81e-06	-	TCTGATAACACGTCCCTCACCTAGAGATGGCGCCG	V_CTCF_BR	36
chr6	169728645	169728795	id-90590	1.69e-05	-	TTGATGTTGCTCTTGTTTTCCAGGAGAAGGGGCTG	UpstreamP1_CTCF	13
chr6	169770208	169770358	id-90591	3.5e-05	-	CTGCTGCTGCCTCAGGGGGACAGAGGCAGGGCCTC	UpstreamP1_CTCF	5
chr6	169771658	169771808	id-90592	1.15e-06	+	CGAGCAGCACCAGGAAGGGCCCTGAGGGGGCTCTG	Upstream_CTCF	8
chr6	169786524	169786674	id-90593	3.16e-05	-	GCTGCTCGGCATCGTTAGGACAGCAGGGGATCCAT	Upstream_CTCF	12
chr6	169810029	169810179	id-90594	1	+	NA	NONE	15
chr6	169821173	169821323	id-90595	4.31e-09	+	CGGCAGTTTGTTCTCCTGACCACCAGGTGGCTGTC	UpstreamP1_CTCF	29
chr6	169845445	169845595	id-90596	1.48e-06	+	GGTGTAATTCCCACTTCCACCACTAGCAACCAGGC	Upstream_CTCF	33
chr6	169854654	169854804	id-90597	1.85e-05	-	ATCGTGGTCCCAAGTCTGGCCACCAAGGGGGGTGG	Upstream_CTCF	11
chr6	169886485	169886635	id-90598	1.22e-07	+	CCGGCAGCCTTTGTTTCCTCCACCAGGAGGCAGGG	Upstream_CTCF	22
chr6	169888023	169888173	id-90599	3.24e-06	-	TGTGATTTTCTCATGACCCCCAGCTGGGGGAGTCA	Upstream_CTCF	30
chr6	169890058	169890208	id-90600	4.43e-05	+	TGGCCTGGGGAAAGGCCCTCCCACAGGGGTCGCTC	V_CTCF_BR	13
chr6	169912024	169912174	id-90601	1.08e-05	+	AGGCTGTCACACTCATGTATCTGCAGATGGCAGTG	UpstreamP1_CTCF	8
chr6	169920346	169920496	id-90602	3.63e-05	-	TGTTGCTGCCTCCTTTTTGGCACTAGATGGTGCCT	V_CTCF_BR	33
chr6	169937196	169937346	id-90603	1	+	NA	NONE	9
chr6	169964666	169964816	id-90604	1.39e-07	-	GTGCTGAGTGGTAGAGCTGCCTCCAGCTGGCGCTG	V_CTCF_BR	16
chr6	169978101	169978251	id-90605	9.4e-06	-	GAGCGATGACACCAACCTCCCAGTAGGAGGATAAA	UpstreamP1_CTCF	11
chr6	170039865	170040015	id-90606	6.51e-05	-	CCGCCGCTTCTTAGAACCGTCAGGTGGTGGCAGCT	V_CTCF_BR	11
chr6	170040464	170040614	id-90607	3.81e-05	-	CTAAAACTGCCAGAACTCTACACGTGAGGGCAGCA	V_CTCF_BR	18
chr6	170040862	170041012	id-90608	1.56e-06	+	ACTGCCTGGCTGCAAGAGGCCGCGAGAGGTCGCAC	Upstream_CTCF	1
chr6	170055099	170055249	id-90609	7.91e-05	-	CAGGAACGTGGCAAAGTAACCACAGGGCGGCAGAA	UpstreamP1_CTCF	34
chr6	170076643	170076793	id-90610	2.97e-06	-	CCCCAATATACATAAGAAGCCTCCAGGTGGCAGGC	V_CTCF_BR	17
chr6	170095025	170095175	id-90611	1.39e-07	+	CCTCTCCACTGAGTCCCGGCCAGCAGAGGGAGAAG	V_CTCF_BR	5
chr6	170097326	170097476	id-90612	2.4e-09	+	CTGTTATGCCCAGACAGGACCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr6	170097975	170098125	id-90613	3.03e-05	-	CAAGCACATTCATATTCTGCCTGTAGGGACCAGCC	Upstream_CTCF	6
chr6	170100528	170100678	id-90614	1	+	NA	NONE	8
chr6	170102202	170102352	id-90615	5.17e-06	-	CTCGGACTCACCACCACTCCCCGCAGGGGGCCGCG	Upstream_CTCF	15
chr6	170120409	170120559	id-90616	2.81e-08	+	GCAGCATTATTCACCTTGGCCAGAAGGTGGAAACC	Upstream_CTCF	32
chr6	170151621	170151771	id-90617	9.62e-05	+	CCGCCAGGGCTCCAAAGCGCCTGGAGGAGGGGCGC	UpstreamP1_CTCF	37
chr6	170152137	170152287	id-90618	7.12e-06	+	GTGGAAGGATCGCTTTAGCCCAGGAGGTGGAGGCT	UpstreamP1_CTCF	12
chr6	170155537	170155687	id-90619	1	+	NA	NONE	0
chr6	170176567	170176717	id-90620	1	+	NA	NONE	2
chr6	170189293	170189443	id-90621	4.01e-05	-	TCAACAAGTCCTGCTATCTCCACAAGGCGGCCAGC	Upstream_CTCF	8
chr6	170190331	170190481	id-90622	1.15e-08	+	CTGCACTTCCTCTGGCGGGGCACGGGGTGGCGCTC	UpstreamP1_CTCF	40
chr6	170190774	170190924	id-90623	7.9e-07	-	CTGCACCTCCTAAAGATGAGCTGTTGAGGGCGATG	UpstreamP1_CTCF	33
chr6	170199536	170199686	id-90624	1.59e-06	+	TGGACAAGGTGCTGCTCAACCAGGAGGTGGCAACA	V_CTCF_BR	7
chr6	170231044	170231194	id-90625	1.48e-06	-	GATGCACTGCTCAGGTCACTCACTAGCGGGAGGGA	Upstream_CTCF	4
chr6	170231844	170231994	id-90626	2.31e-07	+	GACGCAATATCTCCACACCACGGCAGGGGGCGCTG	Upstream_CTCF	40
chr6	170238499	170238649	id-90627	1.21e-06	+	CTGCACCCCCGGCTGCAGGACGCGAGGTGGGGACA	UpstreamP1_CTCF	3
chr6	170239272	170239422	id-90628	3.4e-06	+	CCCGGAGTCCCAGAGCCCGCCTGTAGGTGTTGCGC	Upstream_CTCF	3
chr6	170364686	170364836	id-90629	3.11e-05	+	TGGATGAGAGCGTGTTCTGTCGGCAGGTGGCATCC	V_CTCF_BR	3
chr6	170374327	170374477	id-90630	1.35e-05	+	CTGCTCCGTCCGGTGTGTGTCGCTGGAAGGCAGTG	UpstreamP1_CTCF	1
chr6	170465896	170466046	id-90631	8.89e-06	+	AAATCACTGTGCCAGCTGGTCACCAGGGGGCCACC	Upstream_CTCF	17
chr6	170468832	170468982	id-90632	6.43e-06	+	AAAGAGCAAGGCTGGGAAACCGGCAGGGGCCGCCA	V_CTCF_BR	1
chr6	170480367	170480517	id-90633	2.47e-07	-	AGGCAGGAGCAGGCGGTGGCCAGCAGGGGTTCCTG	UpstreamP1_CTCF	15
chr6	170494312	170494462	id-90634	1	+	NA	NONE	3
chr6	170527814	170527964	id-90635	2.31e-06	-	GGGGCAAAGGCCCTGGAGCCCAGCAGAGGACGCTG	Upstream_CTCF	3
chr6	170531880	170532030	id-90636	1	+	NA	NONE	7
chr6	170536116	170536266	id-90637	9.62e-05	+	GAGCCCTTCCAAGATGCCACCTGCAGTTCTCACTG	UpstreamP1_CTCF	3
chr6	170556315	170556465	id-90638	3.22e-05	-	GGGCAGAGCCCGTGTTTATGCTCAGGGAGGCGGCA	UpstreamP1_CTCF	5
chr6	170569917	170570067	id-90639	1.34e-06	-	TCTGCTATCTGCACAGCTGCCTCTGGGGGCAGCTC	Upstream_CTCF	25
chr6	170574899	170575049	id-90640	4.3e-06	-	TTTGCCGTCAACGGCACACCCCACAGGTGGCGGTG	Upstream_CTCF	3
chr6	170589532	170589682	id-90641	1.56e-05	-	CTGGGAGCACCTCCTCCCGTCTGCAGGGGACGGTG	Upstream_CTCF	20
chr6	170589928	170590078	id-90642	4.65e-05	-	GTCGCTGCAGCTGGGAGTGGCCCATGGGGGCGCTC	V_CTCF_BR	9
chr6	170601114	170601264	id-90643	1	+	NA	NONE	12
chr6	170602086	170602236	id-90644	2.66e-05	-	TAGAGAAAAAAGGATCCTGACACTAGGTGGCAAGA	V_CTCF_BR	29
chr6	170680855	170681005	id-90645	7.78e-06	+	GCTGCAAGTCCCAAGAGCAGCGCCTGGCGCCAGCT	Upstream_CTCF	3
chr6	170693855	170694005	id-90646	1	+	NA	NONE	3
chr6	170723935	170724085	id-90647	7.73e-05	+	GTGGCACAGCTTCTTTCCAACACTAGAGGCGCGCA	Upstream_CTCF	0
chr6	170738634	170738784	id-90648	4.24e-07	-	TCTGCTCTTCCTTTCCTCCCCGCGAGGAGGCCTGG	Upstream_CTCF	21
chr6	170746370	170746520	id-90649	4.41e-06	-	AGAAGTTATTGGGAAGAGGCCAGCAGGGGCAGCCG	V_CTCF_BR	0
chr6	170749651	170749801	id-90650	2.6e-06	-	TGAAAGGGTAGAATCAAGGCCACGAGGGGTCGCCA	V_CTCF_BR	3
chr6	170752605	170752755	id-90651	4.65e-05	-	GGCTCCTGCCAGGCCACAGGGCCCAGGGGGAGCCC	V_CTCF_BR	28
chr6	170789237	170789387	id-90652	3.22e-05	+	CTGACGGTTTCCCCAAAGCCTCCTAGAGGGCAGCA	UpstreamP1_CTCF	34
chr6	170826228	170826378	id-90653	4.31e-09	-	GTGCAGTTCGACCTACAATCCAGTAGATGGCACTT	UpstreamP1_CTCF	40
chr6	170831996	170832146	id-90654	1.03e-06	-	CCGCTGTGCTCCACCACAGCCTACGGGAGGCAGCC	UpstreamP1_CTCF	39
chr6	170839023	170839173	id-90655	2.83e-07	-	CACATCACCCTCCAAGAGGCCGCCAGATGGCAGTG	V_CTCF_BR	40
chr6	170884421	170884571	id-90656	3.88e-06	+	GCTGAATATGCTGCTCTCTACAGCAGAGGGAGCTG	V_CTCF_BR	38
chr6	170892942	170893092	id-90657	8.64e-05	-	ATTTGATTAACTCAAACCACCTCTAGGAGGCAACT	Upstream_CTCF	35
chr6	170918451	170918601	id-90658	1	+	NA	NONE	9
chr6	171021917	171022067	id-90659	1.71e-06	-	GCACGTGGGCTCTCTGTGGCCAGCAGGCGGCGCTG	V_CTCF_BR	20
chr7	40514	40664	id-90660	1.03e-06	+	CTGCGCCCTCCCTGCCAGGGCGGCAGAGGGAGCCA	UpstreamP1_CTCF	16
chr7	55846	55996	id-90661	2.81e-06	-	TGTGGCCTCCCACCTGAGGCCACAGGAGGGAGACT	Upstream_CTCF	12
chr7	64141	64291	id-90662	4.31e-07	+	GGAATAAACCAGCAGCTCTCCACGAGGGGGCACAG	V_CTCF_BR	39
chr7	67811	67961	id-90663	1.04e-05	+	AGGTGAAGCCTCTATGGTTTCACCAGGTGGCAGTG	V_CTCF_BR	28
chr7	68698	68848	id-90664	1.79e-08	-	TAAGCAGCACCCAGGGGCAGCACCAGGGGGAGCAG	Upstream_CTCF	37
chr7	82378	82528	id-90665	1	+	NA	NONE	7
chr7	88356	88506	id-90666	8.81e-07	-	ATGTCCCGAGAGGGATCTGACGGCAGGGGGAGCCC	V_CTCF_BR	34
chr7	119286	119436	id-90667	6.86e-07	-	TGGGCTGATCCTACTCTTCCCACTGGAGGGAGCCG	Upstream_CTCF	6
chr7	120791	120941	id-90668	3.36e-07	-	AGGTGCAGGGCGCCGCCGTCCAGCAGAGGCCAGTC	V_CTCF_BR	5
chr7	124214	124364	id-90669	5.65e-05	-	AGCTGCGGTTTCCTGGCGCCCGCCAGGTGGGGCTC	V_CTCF_BR	11
chr7	171744	171894	id-90670	1	+	NA	NONE	10
chr7	191612	191762	id-90671	1.23e-05	+	AAGCTGCTGGTTGCAGAAGCCACCAGCTGGTTGTA	UpstreamP1_CTCF	11
chr7	195411	195561	id-90672	4.14e-06	-	AGGCCCGTGAGTCGGATGACGGGGAGAGGGCACCG	V_CTCF_BR	5
chr7	200038	200188	id-90673	1.38e-06	+	GGGCTTCCGCTGGGTCAGCCCACGAGAGGGAGCTG	V_CTCF_BR	2
chr7	200475	200625	id-90674	3.45e-05	-	GCATCGGGGCACACTCCTGCAGCTAGGGGGCTGCT	V_CTCF_BR	10
chr7	200853	201003	id-90675	1.96e-08	-	AGGAAAAGGACATAGTTGGCCAGCAGTGGGCACCC	V_CTCF_BR	26
chr7	207866	208016	id-90676	4.68e-07	-	AGCCTCCCTCCAGCTTTGGCCACCAGGAGGCTCAA	V_CTCF_BR	32
chr7	220574	220724	id-90677	1.26e-07	+	GACCTGAATGGCATGGTCGGCAGCAGGGGGCGGTC	V_CTCF_BR	30
chr7	229253	229403	id-90678	5.38e-05	-	ATGGCACAGGGCCCAGGAAGGACCGGAGGGCGGCG	V_CTCF_BR	13
chr7	231163	231313	id-90679	3.86e-08	-	GCTGCTGCTCCTGCTCTGCCCTCCAGGGGTCCTCG	Upstream_CTCF	38
chr7	294400	294550	id-90680	2.96e-05	-	CTGCTCTGATGCTGGAGGCCCGGCCGACGGCGCTA	UpstreamP1_CTCF	1
chr7	302832	302982	id-90681	9.58e-10	+	GCAGCAGCCCCAGTGCCAACCAGCAGGGGGCACAG	Upstream_CTCF	26
chr7	303044	303194	id-90682	1e-11	+	GCAGCAGCTCCAGCGCCGACCAGCAGGGGGCACAG	Upstream_CTCF	23
chr7	303521	303671	id-90683	4.43e-12	+	GCTGCAGCCCCAGCGCCGACCAGCAGGGGGCACAG	Upstream_CTCF	33
chr7	303892	304042	id-90684	2.17e-09	+	GCAGCAGCCCCAGCGCCGACCAGCAGCGGGCACAG	V_CTCF_BR	25
chr7	307122	307272	id-90685	3.63e-08	-	CTTGCTCTTCCCCGGCTGTCCTCTAGGTGACGCAC	Upstream_CTCF	35
chr7	362169	362319	id-90686	9.48e-11	+	GCTGCACGGCCGCGCCACGCCACCAGGTGGCAGCA	Upstream_CTCF	40
chr7	372702	372852	id-90687	3.11e-10	+	TCCCCCGAGGGCGCAGCCGCCAGCAGGGGGCGCCT	V_CTCF_BR	40
chr7	380304	380454	id-90688	3.84e-06	+	CTGCAGTGGCATACAGGGACCTGAGAGAGGCGTCA	UpstreamP1_CTCF	3
chr7	409967	410117	id-90689	1.95e-07	+	CCTGGCCTCCCGACTCCCACCACCAGGGGCCTGGC	Upstream_CTCF	12
chr7	413137	413287	id-90690	6.98e-07	-	CGTCCAGCCTGCGGTCCGGCCCGGAGGGGGCACTT	V_CTCF_BR	1
chr7	431484	431634	id-90691	9.25e-06	-	GCGGCGAGCGCAGGCCTGGCCTCCTGCGGCAGCAC	V_CTCF_BR	4
chr7	463384	463534	id-90692	6.73e-07	-	CTCCAGAGGCTGGAAGTGGACACCAGGCGGCGGCA	UpstreamP1_CTCF	2
chr7	478503	478653	id-90693	2.83e-07	+	GGCTGGCACCATGCTCCACCCAGCAGGTGGCTCCA	V_CTCF_BR	10
chr7	532423	532573	id-90694	1.13e-05	-	TGGCAGCAGCAGGAGCTGAGCAGAGGTGGGCAGGA	UpstreamP1_CTCF	1
chr7	536237	536387	id-90695	8.9e-05	-	GTGCAGGGCCAGGTGGTTGCAAGCTGGTTCCTGTT	UpstreamP1_CTCF	4
chr7	542760	542910	id-90696	2.77e-07	-	TGGCTATTCCCTGGTGTGTGCTCCAGGGGGCAGGT	UpstreamP1_CTCF	23
chr7	549410	549560	id-90697	2.4e-05	+	TGGAATTCTGCTAAAGCAGCCTGAAGAAGGCAGGC	V_CTCF_BR	17
chr7	551672	551822	id-90698	3.63e-05	+	TCTCTTGGCCCAGACCAGGACTCCAGGAGGAGCAG	V_CTCF_BR	1
chr7	552754	552904	id-90699	1	+	NA	NONE	2
chr7	553172	553322	id-90700	2.47e-08	-	CCGGGACTTCCCAAGCTTCCCAGGAGGGGGCAGGG	Upstream_CTCF	26
chr7	559783	559933	id-90701	1.1e-06	+	CCTCTCTCGGGCCCCAGCGGCGGCAGCGGGCAGCG	V_CTCF_BR	30
chr7	560249	560399	id-90702	6.05e-06	-	CGCTCTGAGCTGCGCCTCGGCCGGAGGTGGCGCTC	V_CTCF_BR	32
chr7	567483	567633	id-90703	1.82e-06	+	CATCATTGCCATGAGAAAAGCACCAGAGGGCGACC	UpstreamP1_CTCF	3
chr7	579051	579201	id-90704	1	+	NA	NONE	5
chr7	582181	582331	id-90705	1	+	NA	NONE	0
chr7	601042	601192	id-90706	1.38e-06	-	GGAGCGCTCCGAGGAGTCACCGCCTGAGGGAGCAG	V_CTCF_BR	2
chr7	633127	633277	id-90707	1	+	NA	NONE	0
chr7	649924	650074	id-90708	1	+	NA	NONE	1
chr7	676191	676341	id-90709	1.39e-07	-	CGGGCTGGGGAGGTGCTGGCCACCTGGGGTCACTG	V_CTCF_BR	37
chr7	705702	705852	id-90710	4.41e-06	-	GCTTTCCCTGATTAGGGCGCCTGTAGGGGGAGCAT	V_CTCF_BR	33
chr7	708426	708576	id-90711	3.65e-05	-	CTCCCATTCCTTTCTGTGCCCTCTTGGTGGCAACT	UpstreamP1_CTCF	15
chr7	767800	767950	id-90712	4.01e-05	-	CCTCCTTCGGAAAGCCTTCCCGCCAGCAGGAAGCA	V_CTCF_BR	15
chr7	771942	772092	id-90713	8.16e-07	-	GGCGAAGTCCATGAGTCACCCACCTGAGGGCGGCA	V_CTCF_BR	27
chr7	808995	809145	id-90714	5.72e-07	-	CTGCACTGTGCATCCTACGCCCCAAGGGGTCCCCA	UpstreamP1_CTCF	13
chr7	814248	814398	id-90715	1.23e-08	-	CCGCACCACCCCGCGTGCACCAGGAGGTGGCGCTG	UpstreamP1_CTCF	40
chr7	816176	816326	id-90716	6.37e-07	-	GGGTTGGTCTGGGGTTTGGGCTCCAGGAGGCGGCG	UpstreamP1_CTCF	1
chr7	826156	826306	id-90717	1.52e-09	+	GTCGTAGTGCCCGCTCTGGACACCAGGGGGCAGGA	Upstream_CTCF	40
chr7	827104	827254	id-90718	6.34e-08	-	GGTGCAACTCTGAAGGGGACCAGAGGGTGGCGAGG	Upstream_CTCF	24
chr7	837459	837609	id-90719	1	+	NA	NONE	2
chr7	852603	852753	id-90720	5.08e-05	+	CAGCAGGGGCCGCCCTCACTCACCGCAGGGGACAA	UpstreamP1_CTCF	15
chr7	853245	853395	id-90721	1	+	NA	NONE	20
chr7	858027	858177	id-90722	3.63e-08	-	GCTGCATTACTCACACTAGCCAACAGGTGCAAACA	Upstream_CTCF	37
chr7	861513	861663	id-90723	5.98e-05	+	TTGTGCTTGTGTTGCCCTGCCAGAGGGTTGCAGTG	UpstreamP1_CTCF	17
chr7	862706	862856	id-90724	6.84e-06	-	AAGTGAACGCTGCACGTGACTGGAAGGGGGCGCTC	V_CTCF_BR	20
chr7	872060	872210	id-90725	6.49e-06	-	GTTCACCACTTCAAACCATACTGCAGAGGGCGGGA	UpstreamP1_CTCF	7
chr7	876177	876327	id-90726	1.28e-06	+	CGTTCCAGGTCCAGGCTGTCCAGCAGGAGGAGCTC	V_CTCF_BR	40
chr7	884877	885027	id-90727	6.51e-05	-	AAACACCCAAGACCGACATCCGCGGGGAGGCGCCA	V_CTCF_BR	1
chr7	887616	887766	id-90728	1.01e-05	-	GGAGTAACCCCCAGGAGATCCCAGAGAGGGCGCTG	Upstream_CTCF	4
chr7	890905	891055	id-90729	6.39e-05	-	CGTGTGTGGCCTCAGACAGACGCCAGGGACCAGCC	Upstream_CTCF	0
chr7	907496	907646	id-90730	1.85e-05	-	ACTGAGGTTCCCTGGTACCCCTCTTGGGGGTGTTG	Upstream_CTCF	19
chr7	913062	913212	id-90731	5.89e-08	-	CTGCAGAGGCAGTGAGCACCCAACAGGTGGCGCCA	UpstreamP1_CTCF	40
chr7	915717	915867	id-90732	1.13e-05	-	AGGCTGCGGCGGCGGCTGACCCCGAGCAGGAAGCG	UpstreamP1_CTCF	34
chr7	923129	923279	id-90733	1.61e-05	+	ATGTTTTGGCCGGCAGAGAGCACCAGCGCTCACTG	UpstreamP1_CTCF	11
chr7	936440	936590	id-90734	1.3e-07	-	GGCGCAGGCTCAGCACGGGCCACGAGGGGCCGCCT	Upstream_CTCF	0
chr7	942942	943092	id-90735	1	+	NA	NONE	0
chr7	948570	948720	id-90736	1.63e-09	+	CCTGCCATGCCCGCCGCGCCCAGCAGGTGACAGCA	Upstream_CTCF	40
chr7	953893	954043	id-90737	1.48e-06	-	CGGCAGTGGCGACACCTCACGACCACAGGGAAATA	UpstreamP1_CTCF	5
chr7	968220	968370	id-90738	1	+	NA	NONE	15
chr7	994304	994454	id-90739	8.58e-06	+	CGGCAAGGCCCGCGGGCGGCCCCCAGCGGTGCAGG	UpstreamP1_CTCF	34
chr7	997873	998023	id-90740	1	+	NA	NONE	6
chr7	1002929	1003079	id-90741	3.67e-09	+	GCTGTGGTGCTGCCGCCGTCCAGCAGGGGCCACCC	Upstream_CTCF	16
chr7	1004646	1004796	id-90742	1	+	NA	NONE	33
chr7	1028285	1028435	id-90743	2.1e-05	-	CAGGGAGGCCGGACTGACGCCAGGCGGGGGCAGCA	Upstream_CTCF	8
chr7	1032901	1033051	id-90744	5.77e-08	+	GAGCCGAGGGACTGGACGGACGGCAGGTGGCGCCA	V_CTCF_BR	40
chr7	1036568	1036718	id-90745	1	+	NA	NONE	0
chr7	1037053	1037203	id-90746	8.56e-05	+	GTGCTGGTGATCCCGGCCCCCACCACCGGAGGAGC	UpstreamP1_CTCF	24
chr7	1052197	1052347	id-90747	3.84e-06	-	GTGTCAGGCACAGCCCAGGGCAGTGGGTGGCACTC	UpstreamP1_CTCF	3
chr7	1060493	1060643	id-90748	1.64e-07	+	ACTGGGGTTACGAAAGACACCACCAGGTGGAGCCT	Upstream_CTCF	34
chr7	1063366	1063516	id-90749	8.52e-08	-	CTCCAGTCCCCTGGCCTGGGCTGCAGGGGCCGCTG	UpstreamP1_CTCF	5
chr7	1084503	1084653	id-90750	3.22e-05	-	GTGCCCTGTCGGACATGGGAGAGCCGGTGGCGGCG	UpstreamP1_CTCF	39
chr7	1090385	1090535	id-90751	1.64e-05	-	TCCTGGTCCCTGCCGAGCGCCTGTGGATGTCGCTG	V_CTCF_BR	0
chr7	1098542	1098692	id-90752	1.1e-05	+	CAGCCAGGGTGGCCGGGCCCTGCCAGTGGGCGGCG	V_CTCF_BR	9
chr7	1103981	1104131	id-90753	1.71e-06	-	GCCCTCACCTTCCATGTCTCCTGCTGGGGGCAGCC	V_CTCF_BR	1
chr7	1105499	1105649	id-90754	1.82e-07	-	AGTGACGGCACCCCGACGGCCACTGGAGGGAGCTC	V_CTCF_BR	38
chr7	1116439	1116589	id-90755	2.86e-06	+	CTGCACAGCCCACGCCCAACCCCTGGGTGACGCTC	UpstreamP1_CTCF	6
chr7	1122514	1122664	id-90756	3.24e-06	-	CAGGCAGTTCCTCAAGGAGCCTCGGGGAGGCTCCT	Upstream_CTCF	2
chr7	1126643	1126793	id-90757	3.06e-08	+	CGAGTGAAAATTCAAATGGCCAGTAGGGGGCGCAC	V_CTCF_BR	39
chr7	1135375	1135525	id-90758	1.93e-05	-	GCGTGCTTTTGCCAGTTAGACGCCAGGGGTTGCCG	V_CTCF_BR	4
chr7	1154113	1154263	id-90759	2.1e-05	-	GAGCAGGAACAGCGTTAGGCCATGAGCGGCCGAGC	UpstreamP1_CTCF	3
chr7	1160420	1160570	id-90760	1	+	NA	NONE	1
chr7	1163415	1163565	id-90761	4.7e-08	-	CTCGGTGGAGCCCGGTTCACCAGCAGGGGTCGGCA	V_CTCF_BR	36
chr7	1176468	1176618	id-90762	7.73e-05	-	GGTGTATTTCAGTGGTAAACCAACAGGAGTTTGTG	Upstream_CTCF	9
chr7	1177810	1177960	id-90763	1.32e-05	-	CCTGGGGCGCGGGTCCCTGCCGGAAGGCGGCGTCC	Upstream_CTCF	35
chr7	1183902	1184052	id-90764	2.12e-06	-	CTGCAGTATCAAAACATTTTCACAAGATGTCCCCA	UpstreamP1_CTCF	35
chr7	1209617	1209767	id-90765	2.19e-08	-	CCACGAAGACCCGCTGCTGCCGCCAGGGGGAGCTG	V_CTCF_BR	39
chr7	1210576	1210726	id-90766	2.27e-06	+	AGGGTGAGGAAGGGTTTTACCAGCAGAGGGAGAGC	V_CTCF_BR	5
chr7	1215861	1216011	id-90767	3e-08	-	GCCGTCATTCCCGCAACCACCACTGGAGGGCGCGC	Upstream_CTCF	40
chr7	1216774	1216924	id-90768	2.89e-07	-	GCCGTCATTCCCGCAAACACCGCTGGAGGGCGCGC	Upstream_CTCF	39
chr7	1222743	1222893	id-90769	2.93e-07	-	GTGTCTTTCCTGCCTCTTACCACTTGGTGGCAGCG	UpstreamP1_CTCF	40
chr7	1223213	1223363	id-90770	1.75e-07	-	GTGTCTTGCCTGCCTCTTGCCACTTGGTGGCAGCG	UpstreamP1_CTCF	40
chr7	1232063	1232213	id-90771	1	+	NA	NONE	22
chr7	1233595	1233745	id-90772	1.28e-06	+	AGTGTCTCTGAGCCGGGTGCCAGGGGGTGGCACTG	V_CTCF_BR	38
chr7	1243454	1243604	id-90773	1.55e-05	+	GAAGCCAAATCACATTTAACCTAAAGGGGGCAGCA	V_CTCF_BR	36
chr7	1259278	1259428	id-90774	1.41e-05	-	GTTCTCCCGCCTGCCCCAGCCACCAGGGGTGTCTC	UpstreamP1_CTCF	8
chr7	1262928	1263078	id-90775	1	+	NA	NONE	23
chr7	1265240	1265390	id-90776	1.83e-05	+	CGCTGTCCAGGCTGGATCCCCACCAGGCGGCGCTG	V_CTCF_BR	40
chr7	1329931	1330081	id-90777	1	+	NA	NONE	27
chr7	1330428	1330578	id-90778	2.43e-06	-	GGGTGCCGGCCGAGCCTGCCCGACAGAGGGAGCAG	V_CTCF_BR	30
chr7	1330891	1331041	id-90779	5.12e-07	+	CGGCAATGGTGCCTTGTGGCAGGCAGGAGGCAACC	UpstreamP1_CTCF	10
chr7	1338668	1338818	id-90780	1.1e-05	-	TTCCAGGTTGGTGGGAGGGACAGGAGAGGTCACGC	V_CTCF_BR	3
chr7	1408779	1408929	id-90781	1.3e-07	-	TCCGCGCTCCCGCCCGCAGCCCGCAGGGGGCGTTC	Upstream_CTCF	33
chr7	1416809	1416959	id-90782	1.04e-05	-	GCGTGTGCATGCCACGGCCACGGAAGGGGGCAGTG	V_CTCF_BR	21
chr7	1425547	1425697	id-90783	1.04e-07	+	CCTCCTATGCCGCAGGGAGCCAGGAGAGGGAGCTG	V_CTCF_BR	5
chr7	1443589	1443739	id-90784	1	+	NA	NONE	28
chr7	1452533	1452683	id-90785	8.43e-09	-	TCCAGCTGAGACCGCGTAGCCGGCAGGTGGCGCTG	V_CTCF_BR	40
chr7	1457177	1457327	id-90786	2.33e-07	+	ATGCTGTGTCGCGTGGGCTCCTGGAGGTGGAGCTG	UpstreamP1_CTCF	28
chr7	1459453	1459603	id-90787	9.29e-06	-	TGGGCTGGGCAGGAAGCAGCCACCAGGGGAGCCAC	Upstream_CTCF	11
chr7	1472209	1472359	id-90788	3.95e-10	-	CGGCAGTGTGGCCTCTTCACCACCAGGGGGAGGCA	UpstreamP1_CTCF	40
chr7	1479395	1479545	id-90789	8.34e-07	+	GAGCGCCTCTCCGCACACCCCAGGAGGTGGCACTA	UpstreamP1_CTCF	26
chr7	1481176	1481326	id-90790	7.9e-07	+	GGGCATCGTCACCAGACCACCACCGGGGGGGACGG	UpstreamP1_CTCF	11
chr7	1488652	1488802	id-90791	3.88e-06	-	CTCAGCAATGTCAGCCCTGCCTCTGGAGGGAGCTG	V_CTCF_BR	16
chr7	1494419	1494569	id-90792	7.1e-07	-	GTGCAGTGCATGGAGCCCTCCAGCAGTGGCTCCCA	UpstreamP1_CTCF	5
chr7	1503762	1503912	id-90793	5.48e-05	-	ACAGCTTCCAGCTCCCTGTCCTGCCGGGGGCAGTA	Upstream_CTCF	0
chr7	1506357	1506507	id-90794	3.45e-05	+	CCCAGGTGCCCACACTCAGCCTGTGGCTGCCACCG	V_CTCF_BR	8
chr7	1513773	1513923	id-90795	2.74e-08	-	CGCACGTGTTCCGCAGCGAGCACCAGGGGGCGCTG	V_CTCF_BR	40
chr7	1522119	1522269	id-90796	2.15e-05	+	GCCTGGACCGTACCGGCGTCCACCAGGCGGAGCAC	V_CTCF_BR	0
chr7	1544020	1544170	id-90797	2.2e-06	+	AGTGCGGCGGGAAGCGGGCCCAGAAGGAGGCGCGA	Upstream_CTCF	39
chr7	1546675	1546825	id-90798	1	+	NA	NONE	32
chr7	1563056	1563206	id-90799	8.56e-05	-	ATGCATGCTTCTCTGCAGGACGGCAGGGCTCAGCG	UpstreamP1_CTCF	3
chr7	1582384	1582534	id-90800	1	+	NA	NONE	4
chr7	1585198	1585348	id-90801	1.38e-08	-	GGACAGTACGGTGACCCGGCCTGCAGGTGGCAGTC	V_CTCF_BR	20
chr7	1588156	1588306	id-90802	2.12e-06	-	CTGTTCCTCTTCTACTTCACCACCAGGGAGCTCCT	UpstreamP1_CTCF	27
chr7	1595051	1595201	id-90803	3.28e-05	+	ATCCCTGAGACATTACTCATCTGCAGAGGGAGGGA	V_CTCF_BR	18
chr7	1596015	1596165	id-90804	4.68e-07	-	AGACCTCTCCCACGTGTCCCCACCAGGTGGCAGCT	V_CTCF_BR	40
chr7	1597935	1598085	id-90805	2.34e-06	-	CTGCAGGCCGGGTGGGAGGCCGGCAGGAGTACCTG	UpstreamP1_CTCF	24
chr7	1598111	1598261	id-90806	1	+	NA	NONE	20
chr7	1609902	1610052	id-90807	7.9e-07	-	GAGCAGGGCCGGGCTCCCAGCGCTAGGGGGTTCCT	UpstreamP1_CTCF	33
chr7	1619243	1619393	id-90808	4.41e-06	+	CAGTGAACGCCTCTGGGGGGCAGCAGAGGCCACAG	V_CTCF_BR	40
chr7	1633260	1633410	id-90809	6.53e-09	-	CCTCCTTCCTTCCCCTTGGCCAGCAGGGGGCTCAC	V_CTCF_BR	39
chr7	1680112	1680262	id-90810	3e-06	-	CTGCAGCGCGCTGGCTCTGCTGCCACGTGCCACAG	UpstreamP1_CTCF	33
chr7	1689675	1689825	id-90811	5.12e-06	+	CAGCAGCTGCCACAGCTGGGCAGTAGTGAGCTCCC	UpstreamP1_CTCF	4
chr7	1704399	1704549	id-90812	1.47e-05	+	GCGGCGCGCGGGGGCTTAGCCGGGCGAGGGCGCTC	V_CTCF_BR	40
chr7	1731451	1731601	id-90813	1	+	NA	NONE	3
chr7	1747820	1747970	id-90814	2.89e-07	-	AGCGTACTTGCTTCCTTCACCACGAGGTGGCACCT	Upstream_CTCF	35
chr7	1749626	1749776	id-90815	1.57e-08	+	GTTGTAATATCTAACTTGACCAGAAGGAGGCGCTA	Upstream_CTCF	39
chr7	1772880	1773030	id-90816	3.84e-06	+	GGGCTGGTGGCCGGGGAAGCCTCCAGAGGGAGTGA	UpstreamP1_CTCF	6
chr7	1776176	1776326	id-90817	1.34e-06	+	CACGCACTGTCCCCATCGTCCCCTGGGGGACAGCG	Upstream_CTCF	2
chr7	1782874	1783024	id-90818	6.15e-05	-	CCTGCCATCCTCCCCACCACCATACGGGGTCCTCT	Upstream_CTCF	3
chr7	1798313	1798463	id-90819	3.47e-09	-	TTGCAGCTCACTGTGGCACCCACCAGAGGGAGCCC	UpstreamP1_CTCF	40
chr7	1807294	1807444	id-90820	8.58e-06	-	TTGCAGGACCTCAAACGAGGCACGTGTGGGCGCTG	UpstreamP1_CTCF	24
chr7	1826969	1827119	id-90821	1.84e-06	+	GTTTCCTAGTTCGCCTTTTCCTGAAGGGGGCAGCC	V_CTCF_BR	8
chr7	1834909	1835059	id-90822	6.84e-06	+	ACAGTTGGCAAAACATTCATCAGTAGAGGGCACTG	V_CTCF_BR	35
chr7	1852100	1852250	id-90823	9.51e-07	+	GGTTGATCCCTCAGAGGCCCCGGCAGGTGGCACTG	V_CTCF_BR	34
chr7	1852585	1852735	id-90824	2.67e-06	-	TGAGATGCACCAGCTCCGGCCGGCAGGCGGCTCTG	Upstream_CTCF	22
chr7	1882116	1882266	id-90825	2.72e-05	-	CTGCAGTTACTCAGCTCGCCTGGGACAGGCCTGGG	UpstreamP1_CTCF	10
chr7	1884074	1884224	id-90826	1.84e-06	+	AAGGAGCTTGACACGGAGCCCTGCAGGGGGCAGAG	V_CTCF_BR	20
chr7	1884569	1884719	id-90827	1	+	NA	NONE	0
chr7	1889113	1889263	id-90828	1	+	NA	NONE	3
chr7	1898756	1898906	id-90829	6.04e-07	-	GGGAAGTGGCTCTTCCTTCACACCAGGGGGAGGCA	UpstreamP1_CTCF	2
chr7	1902671	1902821	id-90830	1.48e-06	+	CCTCCATCCAACCCCCCAACCAGAGGAGGGAGCCC	V_CTCF_BR	1
chr7	1915066	1915216	id-90831	8.5e-06	-	TGTGCAGCGGAAGGTTCTGCCAGCAGGGGAGTTAG	Upstream_CTCF	21
chr7	1923654	1923804	id-90832	2.78e-06	+	CATTCGAGAGAGCATGTGGCCAACAGGAGGCAGCA	V_CTCF_BR	26
chr7	1949185	1949335	id-90833	1	+	NA	NONE	3
chr7	1949421	1949571	id-90834	1	+	NA	NONE	3
chr7	1952555	1952705	id-90835	1.85e-05	+	CTTGCAGAACCTCAGCTCCCCGGCAGGCGAGCCCC	Upstream_CTCF	21
chr7	1962613	1962763	id-90836	3.11e-05	-	GCCAAAACTCTCCAAGAAAACAGAAGAGGGAGCAC	V_CTCF_BR	34
chr7	1965063	1965213	id-90837	6.05e-06	-	CGCCTCAGGAAAGCCCTTGCCAGAAGCTGGTGCCT	V_CTCF_BR	39
chr7	1973231	1973381	id-90838	1	+	NA	NONE	1
chr7	1973713	1973863	id-90839	1.67e-07	+	GACGCCCGACCCACCCTCACCTCCTGGTGGCGCCA	V_CTCF_BR	5
chr7	1994356	1994506	id-90840	9.62e-05	-	GAGCTCGGGGCACCCACGGACGGTGGCTGGCCGGG	UpstreamP1_CTCF	9
chr7	2019475	2019625	id-90841	8.21e-06	-	ACTTCTCCAGCCAGCACTGACAGCAGGGGTCTCTC	V_CTCF_BR	2
chr7	2050309	2050459	id-90842	1.17e-05	-	GGTGGGCTCGGGGTAGTCGCCAGCGGGAGGATGCA	V_CTCF_BR	0
chr7	2055864	2056014	id-90843	1.38e-06	+	GTGGCCAGCGTGCTCCCCACCAGGTGAGGGCAGGA	V_CTCF_BR	0
chr7	2103557	2103707	id-90844	2.44e-07	+	ACTGCCTTCCTAGGATGGACCAGAAGGGGGCCTGG	Upstream_CTCF	31
chr7	2108456	2108606	id-90845	7.23e-07	+	ACTGCAAGGCACGTGGGAGCCTGCAGGGGGTCCGC	Upstream_CTCF	21
chr7	2118220	2118370	id-90846	2.97e-06	+	CTCGCCCGAGCAGCTTTCGGCTGCAGGGGGTGCTC	V_CTCF_BR	2
chr7	2139128	2139278	id-90847	1.97e-06	-	CGTCCACGCTCCCGCCTGGCCTCTGGGTGGCGGGT	V_CTCF_BR	15
chr7	2139974	2140124	id-90848	5.01e-06	+	GAGCGTGAAGCACCTGCTTCCTGGAGGGGGTGCCA	V_CTCF_BR	15
chr7	2143244	2143394	id-90849	3.65e-07	+	GGGGAGAAGGAGGGAGCGGCCACGAGGAGGAGCCA	V_CTCF_BR	17
chr7	2144030	2144180	id-90850	5.68e-06	+	CATGTCAAACACGCTGGTGCCTACAGGGGGCGGCT	V_CTCF_BR	40
chr7	2148775	2148925	id-90851	7.49e-07	-	GGGAAGTTGCATGTAATTGACACCAGAGGGCTGGC	UpstreamP1_CTCF	11
chr7	2153965	2154115	id-90852	1.64e-05	+	CACCGCCCAGCCGGGGCCAACACCAGAGGACGCCA	V_CTCF_BR	13
chr7	2161193	2161343	id-90853	3.63e-06	-	TGGCTCTGGGCCCAAGCGGCCTCCTGCTGGCAACA	V_CTCF_BR	12
chr7	2163183	2163333	id-90854	1.55e-05	+	ACGCATGGGAGGCGTCAATCCGCTGGAGGGCAGCA	V_CTCF_BR	1
chr7	2181369	2181519	id-90855	4.88e-05	+	CGTCCAAGTCTGGGCACTGCAGGCAGGTGCCGCAC	V_CTCF_BR	9
chr7	2186936	2187086	id-90856	2.27e-06	-	TTCTTTAGCCAAGGTGCAGGCTCCAGATGGCGCTG	V_CTCF_BR	8
chr7	2187996	2188146	id-90857	2.18e-07	-	GTCTTATGCCTGCCCCTGACCAGAAGGTGGAGCTA	V_CTCF_BR	35
chr7	2191067	2191217	id-90858	2.46e-06	+	CAGCTGGGATGGTTCTCTCTCACCAGAGGGCACAC	UpstreamP1_CTCF	5
chr7	2193849	2193999	id-90859	2.47e-05	-	CCTGTCATTCTACTCTCTGCCTTTAGGAGGTGAAT	Upstream_CTCF	16
chr7	2199843	2199993	id-90860	9.88e-07	-	CCTGCCATGTTCTTGTTCTCCAGCAGGAGGCCATT	Upstream_CTCF	40
chr7	2210856	2211006	id-90861	1	+	NA	NONE	18
chr7	2214833	2214983	id-90862	1	+	NA	NONE	8
chr7	2234718	2234868	id-90863	1.65e-07	-	CTGAAGTGGCATAGATAACCCAGTAGGGGTCACTG	UpstreamP1_CTCF	40
chr7	2243197	2243347	id-90864	1	+	NA	NONE	15
chr7	2249217	2249367	id-90865	1.04e-07	-	GGGTGTGGAGGAGCTGCTGCCACTAGGTGGTGCCC	V_CTCF_BR	40
chr7	2257460	2257610	id-90866	4.65e-06	+	CGGCACCAGCGCAGAAAGGCCGACAGGGGCAGGAG	UpstreamP1_CTCF	2
chr7	2276298	2276448	id-90867	1	+	NA	NONE	1
chr7	2282185	2282335	id-90868	3.86e-05	+	CCTGTCTGACCTGCCTCCGCCACCAGGACCCAGTC	Upstream_CTCF	31
chr7	2286892	2287042	id-90869	1.74e-08	+	TAGGCACCCTCCCCGCTTGCCTGCAGGGGGCAGGC	V_CTCF_BR	40
chr7	2288823	2288973	id-90870	7.49e-05	-	AGGCTTCTATGATCTGTTTCCTGAAGGAGGAGCTC	V_CTCF_BR	21
chr7	2340875	2341025	id-90871	7.27e-06	-	TATGCCCATGAGCACACGGCCAATAGGTGGTGGTG	V_CTCF_BR	12
chr7	2354272	2354422	id-90872	1	+	NA	NONE	15
chr7	2360698	2360848	id-90873	4.1e-06	+	CCTGCAAAGCCTCCTGATGGAAGCAGGTGGAGAAG	Upstream_CTCF	4
chr7	2360871	2361021	id-90874	8.71e-06	-	TTCCCAAGGCACTCTCCAAACACTAGAGGGATCCA	V_CTCF_BR	34
chr7	2387735	2387885	id-90875	3.28e-05	-	TGGCAGAAGAAACGATTCACCTACAGATGGCGATC	V_CTCF_BR	40
chr7	2404564	2404714	id-90876	5.96e-07	-	CAATGAGCCTGCAATGGTGCCACTGGGTGGCGCCA	V_CTCF_BR	40
chr7	2412987	2413137	id-90877	4.31e-07	+	GGGTGTGTGTGTGTGGTAGCCAGGAGGTGGCGATG	V_CTCF_BR	17
chr7	2414811	2414961	id-90878	8.46e-07	+	TTGGTAAGTCTCACAGCGGCCACCAGAGGCTGTTG	Upstream_CTCF	11
chr7	2424151	2424301	id-90879	1.67e-07	+	GCAGCCGCCCTGGTGACTGCCTGCAGGTGGCACTT	V_CTCF_BR	29
chr7	2443587	2443737	id-90880	5.61e-08	+	GCTGCAGCGGCCCCGCCGGCCCCCAGGAGTCCCCC	Upstream_CTCF	38
chr7	2471240	2471390	id-90881	3.63e-08	-	ATTGCTATTCCCCTGCCAGGCACCAGGGGGTGTTG	Upstream_CTCF	40
chr7	2476947	2477097	id-90882	1	+	NA	NONE	4
chr7	2484739	2484889	id-90883	3.63e-05	-	TGGCCCCCTTCCCAAAGCACCACTGGGAGGCTCTG	V_CTCF_BR	6
chr7	2491139	2491289	id-90884	2.5e-09	+	GCCGGGCCCTGGGCATCTTCCACCAGGGGGCAGCC	V_CTCF_BR	40
chr7	2491535	2491685	id-90885	4.17e-05	-	ACAGCTCTGGCCAGCATGGCCAGCATGGTGCTGAG	Upstream_CTCF	18
chr7	2491997	2492147	id-90886	2.28e-05	+	TGTGAAGAGCTGGGGCCGGCCTCACGGGGGCTCCC	Upstream_CTCF	6
chr7	2508657	2508807	id-90887	2.14e-10	-	CCCGTGAGGAACAGACCGGCCAGCAGAGGGCACTC	V_CTCF_BR	40
chr7	2512677	2512827	id-90888	5.28e-08	-	GCAGCAGGACTGCTTGAGCCCAGGAGGTGGAGCAA	Upstream_CTCF	14
chr7	2514772	2514922	id-90889	6.84e-06	+	GGTCACTCAGCACGCGCACCCTGGTGGTGGCGCCC	V_CTCF_BR	9
chr7	2517354	2517504	id-90890	2.57e-08	+	TAGCAGGGCTGGCCGTGGCCCTGCAGGGGGCAGCC	UpstreamP1_CTCF	40
chr7	2522521	2522671	id-90891	3.63e-06	+	TGAGTCTTGCTGTGAACAACCTCCAGGGGTCAGTA	V_CTCF_BR	27
chr7	2553310	2553460	id-90892	6.9e-05	-	CCTGCAGAGTCCAGACACCCACCAGGGAGGCACCA	Upstream_CTCF	2
chr7	2556676	2556826	id-90893	3.4e-06	+	GGCTGTGTGGCCCAGTGGGCCCCTAGAGGGAGACC	V_CTCF_BR	17
chr7	2559964	2560114	id-90894	1.69e-05	+	AGGCTGCATCCCCATCCAGCCACTAGGGCCATCTG	UpstreamP1_CTCF	27
chr7	2561788	2561938	id-90895	9.81e-06	+	GAGGGAGGAGGGAAGACTTCCTGGAGGAGGCGCCA	V_CTCF_BR	12
chr7	2562506	2562656	id-90896	1.92e-05	-	CTGTCTCCCGACACCTGAGCCACCAGGAGGGGAGG	UpstreamP1_CTCF	6
chr7	2566101	2566251	id-90897	4.7e-06	+	GGCAGCACTCCACTGTCAGCCAGGGGGGGTCACTC	V_CTCF_BR	2
chr7	2577654	2577804	id-90898	1.77e-05	+	CCTCCCGTGGCCAGCATGTCCTGCAGGAGGGACTG	Upstream_CTCF	13
chr7	2594492	2594642	id-90899	1	+	NA	NONE	21
chr7	2594884	2595034	id-90900	1	+	NA	NONE	40
chr7	2595522	2595672	id-90901	4.31e-05	-	CTGGAATTACAGGCATGAGCCACAGCGCGGCCGCG	UpstreamP1_CTCF	38
chr7	2598739	2598889	id-90902	4.88e-05	-	CCGGCTCCCCGGTGCCCAGGAACATGGTGGCGGCG	V_CTCF_BR	1
chr7	2599895	2600045	id-90903	1	+	NA	NONE	38
chr7	2606736	2606886	id-90904	2.66e-05	+	GATGTGGAGACGGTGAGTGCCGCTGGGTGTCAGCC	V_CTCF_BR	10
chr7	2607369	2607519	id-90905	8.71e-06	+	TTCCACGTTTGCTCTGTGGACTCAAGGGGGAGCCT	V_CTCF_BR	40
chr7	2644625	2644775	id-90906	1	+	NA	NONE	3
chr7	2645349	2645499	id-90907	1	+	NA	NONE	15
chr7	2648705	2648855	id-90908	2.4e-05	+	GGTACCCACCTCCATCCCGTCTGTAGGTGGCGTCC	V_CTCF_BR	40
chr7	2681507	2681657	id-90909	5.13e-05	+	GTGGGCTGGGACCCGGGCAGCCCAAGTGGGCTCCC	V_CTCF_BR	3
chr7	2683062	2683212	id-90910	1.06e-05	+	GCCTGTGTTCCCTCACCACCCTGCAGGCGGCGCCA	Upstream_CTCF	40
chr7	2691128	2691278	id-90911	6.21e-05	-	TTACGTGTGTACATGTACACGTGTAGGGGGCGCTG	V_CTCF_BR	21
chr7	2700571	2700721	id-90912	1.03e-06	-	GGACTTAGGAACAGAGGCGGCTGCAGGGGGCGCTG	V_CTCF_BR	39
chr7	2701743	2701893	id-90913	3.31e-06	+	CTGTGCTGGCGCCTGCTGGCCACTGAGGGACAGGG	UpstreamP1_CTCF	35
chr7	2710654	2710804	id-90914	1.85e-07	+	CTGTGTGGACCGCAAGTGCCCAGCAGGCGGCGCCG	UpstreamP1_CTCF	40
chr7	2720623	2720773	id-90915	5.08e-07	-	CTAAGATGGATGGGATTGGCCACGAGGGGGCATCC	V_CTCF_BR	40
chr7	2749439	2749589	id-90916	6.84e-06	-	GTCCCCATGCCCTGCGTAGCCTCCAGGCGGCGCTC	V_CTCF_BR	40
chr7	2753129	2753279	id-90917	1	+	NA	NONE	18
chr7	2758669	2758819	id-90918	3.63e-06	-	CAGTAAAGGCCTCGAGCCCTCACAAGGGGGCGCCC	V_CTCF_BR	40
chr7	2760633	2760783	id-90919	2.37e-05	+	CCTGCCTTACGCCCACAGGTCTGGTGGTGGCGACC	Upstream_CTCF	15
chr7	2768705	2768855	id-90920	3.03e-05	+	GCTGCTGTCGCCAACAGCGCCGCGAAGAGGCTCTC	Upstream_CTCF	5
chr7	2773073	2773223	id-90921	1	+	NA	NONE	15
chr7	2773940	2774090	id-90922	8.03e-07	+	CCTGCTCTAAAGACAGACACCAGCAGGCGGGGTCA	Upstream_CTCF	0
chr7	2790842	2790992	id-90923	8.21e-06	+	TGCTTGTAGTCCCAGCTACTCAGCAGGGGGAGCTG	V_CTCF_BR	2
chr7	2794725	2794875	id-90924	3e-06	+	CAGCACCACACAGGCCTGACCACTGCAGGGAGACA	UpstreamP1_CTCF	0
chr7	2800337	2800487	id-90925	2.6e-05	-	ACGCAGCTGGGACGGTCCAGCAGTAGGGAGCTCGA	UpstreamP1_CTCF	39
chr7	2844215	2844365	id-90926	1	+	NA	NONE	21
chr7	2854890	2855040	id-90927	3.28e-05	+	TTAAGGAGGGGCCGGCTGCGCAGCAGGGGCAGGAG	V_CTCF_BR	4
chr7	2860855	2861005	id-90928	2.6e-05	-	CAGCAAGACAGTCACCTTGCCACGGGAGGCAGCGT	UpstreamP1_CTCF	26
chr7	2877247	2877397	id-90929	1	+	NA	NONE	6
chr7	2904764	2904914	id-90930	7.54e-08	+	TCGAAATTCCCATCTGTGACCACCAGGTGTCGCTC	UpstreamP1_CTCF	40
chr7	2926729	2926879	id-90931	3.63e-05	+	CGCAGTGGAGTCCTTCCCACAGCTAGGGGGTGCTA	V_CTCF_BR	40
chr7	2936734	2936884	id-90932	4.7e-08	-	ATCCTCAGGGAAGAGGTCACCAGTAGGGGGCACAC	V_CTCF_BR	13
chr7	2960628	2960778	id-90933	1.41e-06	-	CCGCAGTATTATACAGCCCTCAGCAGGTGGGGCTG	UpstreamP1_CTCF	6
chr7	2961538	2961688	id-90934	9.39e-07	-	AGGGCTGTGCTGCTTCCCAACCCTGGGGGGCGCTG	Upstream_CTCF	39
chr7	2966863	2967013	id-90935	6.73e-07	-	TTGCGGGGGCACCCTCTGGCCAGCCGGGGGCAGGT	UpstreamP1_CTCF	0
chr7	2968483	2968633	id-90936	8.59e-05	+	ACATCTGCTCACAGGGAGGACGCAGGCGGGAGCCG	V_CTCF_BR	1
chr7	2973949	2974099	id-90937	5.2e-08	+	CTGTGCTGCCCCATCGCCGCCTGCAGGGGCCCCCG	UpstreamP1_CTCF	24
chr7	2978273	2978423	id-90938	1.1e-05	-	TGGTCAACAGGATCTACAACCTGCAGGAGGAGGCC	V_CTCF_BR	3
chr7	3019016	3019166	id-90939	1.82e-07	-	GACCCCCAGCCGTCACTGCCCGGCAGGTGGAGCCC	V_CTCF_BR	7
chr7	3067704	3067854	id-90940	2.8e-05	+	TTTGCCCAAGGTCACATGGCCGGTAGGGAGCAGAC	Upstream_CTCF	13
chr7	3080728	3080878	id-90941	5.51e-07	-	TAGGAAGGGGTTGGCAGGGTCACAAGAGGGCGCCC	V_CTCF_BR	3
chr7	3103994	3104144	id-90942	2.58e-07	-	AATGCAGTCCTGCTAGGAGCCTCCAGGAGACAGGA	Upstream_CTCF	10
chr7	3105427	3105577	id-90943	1.15e-07	+	CAGGCTGCTCTTTTTCCCGCCCCCAGGTGGCGCTC	Upstream_CTCF	38
chr7	3129245	3129395	id-90944	7.6e-05	+	CAGCGCATTCTTTCTCGGTCCACTAGGGGGACATT	UpstreamP1_CTCF	38
chr7	3194639	3194789	id-90945	9.78e-09	-	GGTGTAGTGTCCTGTCCTTCCACTGGGGGGCACAG	Upstream_CTCF	40
chr7	3202032	3202182	id-90946	6.34e-08	+	GTTGTATTTCCCATGGAGCCCAGTAGAGGGTAGAG	Upstream_CTCF	32
chr7	3234328	3234478	id-90947	4.71e-06	+	CCTGCCACGCCACACAGAGCCACACGGGGAAGCAC	Upstream_CTCF	28
chr7	3240256	3240406	id-90948	2.47e-07	-	CTTCTCTCTTACCCTGTTACCAGCAGGGGCCAGTG	UpstreamP1_CTCF	39
chr7	3250238	3250388	id-90949	3.03e-05	+	GCAGCCTATCCAGGGGTGACCAGCAGGCCGCAGTG	Upstream_CTCF	18
chr7	3299649	3299799	id-90950	3.28e-05	-	GGGAGTGTAGCAGTGAGGACGGCCAGAGGTCACTC	V_CTCF_BR	4
chr7	3322251	3322401	id-90951	1	+	NA	NONE	5
chr7	3340554	3340704	id-90952	4.01e-09	+	CTGCAGTCCCCACTACGGGTCCCTAGGGGGCGCAG	UpstreamP1_CTCF	40
chr7	3342030	3342180	id-90953	2e-06	-	ACTGTATTCTAAACAGAAGCCAATAGAGGGAGAAA	Upstream_CTCF	34
chr7	3348872	3349022	id-90954	4.5e-06	+	GTTGATTTTTATACACAAACCACCAGATGGCAACA	Upstream_CTCF	10
chr7	3398696	3398846	id-90955	1.41e-05	-	CTGCTACTCCTACAGAAAAGCACCAAATGGGACTC	UpstreamP1_CTCF	2
chr7	3409795	3409945	id-90956	2.19e-05	+	TTTCAGTACAGTCTCCTTACCGGCAGGGGAATATC	UpstreamP1_CTCF	6
chr7	3433598	3433748	id-90957	1	+	NA	NONE	7
chr7	3439677	3439827	id-90958	1.04e-07	-	AAAATGTGTAGTCCTGTAGCCACCAGAGGGAGCAG	V_CTCF_BR	37
chr7	3470364	3470514	id-90959	1.56e-05	+	CCTGCTAGGGCCCATGCCTCCGGTGGATGGAATGA	Upstream_CTCF	14
chr7	3474382	3474532	id-90960	1.43e-05	-	TGAGGAGTCTTGGCAGGCTCCACTAGGGTGTGCTC	Upstream_CTCF	9
chr7	3522157	3522307	id-90961	6.37e-07	+	CTTCTCTGAGAATTGATGACCACCAGAGGGCCTCC	UpstreamP1_CTCF	37
chr7	3583959	3584109	id-90962	3.8e-08	+	CCTCACAGGCAGCATGGGGCCTGTAGAGGGCACTG	V_CTCF_BR	19
chr7	3632490	3632640	id-90963	4.31e-07	-	CTGCCCAATGCCCTGCAAGCCTGCAGAGGGCAGGA	V_CTCF_BR	8
chr7	3688963	3689113	id-90964	4.48e-07	-	GCTGCAGGAATGCATACCAACAGCAGGAGGGGCCC	Upstream_CTCF	27
chr7	3713278	3713428	id-90965	1.84e-06	-	CAGCCACCAAATACACAAGGCAGCAGGGGGCGCAG	V_CTCF_BR	35
chr7	3735367	3735517	id-90966	5.67e-06	+	CTAGACGTAGCCTGTATGTGCAGTAGAGGGCAGAG	Upstream_CTCF	25
chr7	3762328	3762478	id-90967	7.31e-05	-	GAGCAAGACCTAAGAACAGACAGAGGGCGGTGCTG	UpstreamP1_CTCF	26
chr7	3801804	3801954	id-90968	1	+	NA	NONE	11
chr7	3827646	3827796	id-90969	1.32e-05	-	GAAGGAGTGAGGTCCCGGGCCGGGAGGTGGGGCTG	Upstream_CTCF	5
chr7	3901763	3901913	id-90970	6.49e-06	+	CAGCAGTGGCTGCATATTTGAACCACATGGCGGAG	UpstreamP1_CTCF	10
chr7	3937179	3937329	id-90971	1.37e-08	-	GGAGCACTGTTCATAACAGCCACAAGGGGGAGCAG	Upstream_CTCF	40
chr7	3962024	3962174	id-90972	5.67e-06	+	TGAGATGTTCCTCCGAATACCACTGGGTGTCACAT	Upstream_CTCF	32
chr7	4031589	4031739	id-90973	2.53e-05	-	AGTAGCCGGAGGGACAGACCTAGTAGATGGCGCTA	V_CTCF_BR	5
chr7	4034969	4035119	id-90974	3.36e-05	+	GAGCGCTGTCCCCATCCCCTCCCTTGGGGGCGCTG	UpstreamP1_CTCF	13
chr7	4039877	4040027	id-90975	4.21e-05	-	AGGCACAAAAAAGCATCAGGCCGCTGGGGGCACCA	V_CTCF_BR	6
chr7	4074378	4074528	id-90976	3.86e-05	+	TGAGTAGACCATGGTATATCCACAAGATGGCATAT	Upstream_CTCF	2
chr7	4143091	4143241	id-90977	6.49e-06	-	ATGTAACTACACTTAGCGACCTCTAGGGGAGAAAC	UpstreamP1_CTCF	21
chr7	4170779	4170929	id-90978	3.28e-05	+	CCCACTGCAACTGTTCCCTCCTGAAGCAGGCGCTG	V_CTCF_BR	6
chr7	4176209	4176359	id-90979	1.11e-05	+	ACAGACGTCCCTCCCTCACCCACCAGCTGACACCA	Upstream_CTCF	8
chr7	4199868	4200018	id-90980	2.29e-05	+	GTGCAACAGCCTCCTTTGACCTCCAGGGCAGCATC	UpstreamP1_CTCF	3
chr7	4204342	4204492	id-90981	5.08e-07	-	TGCACACACCAGCCCAGCTCCTCCAGGTGGCACTA	V_CTCF_BR	11
chr7	4225785	4225935	id-90982	5.65e-05	+	CCCCAGATGTGTCGTGGGGACACTAGGGGCAGTCA	V_CTCF_BR	4
chr7	4266153	4266303	id-90983	9.81e-06	+	ACACAGATCCCCTCTTATTCCTGGAGAGGGCGCTC	V_CTCF_BR	11
chr7	4281622	4281772	id-90984	2.43e-06	+	CGCCAAGTGCGCTCCCAAACCACCAGGGGCAGCCC	V_CTCF_BR	13
chr7	4318035	4318185	id-90985	8.89e-06	+	TGTGTGACTGTGACTGTGTCCCCTAGAGGCAGGCC	Upstream_CTCF	2
chr7	4325989	4326139	id-90986	5.68e-06	+	TGTGCCTATGTAAGTTTTCCCTCCAGAGGGAGCAA	V_CTCF_BR	13
chr7	4401506	4401656	id-90987	4.03e-06	+	TTGCAGTGATGCATCCTCGCCACCAGGAATACCAC	UpstreamP1_CTCF	6
chr7	4446424	4446574	id-90988	1	+	NA	NONE	9
chr7	4449158	4449308	id-90989	8.9e-05	-	CTAATACACCAGCCTTTTTCCAGCAGGTGGCCTTG	UpstreamP1_CTCF	1
chr7	4466145	4466295	id-90990	1	+	NA	NONE	1
chr7	4477112	4477262	id-90991	1	+	NA	NONE	3
chr7	4490238	4490388	id-90992	3.11e-05	-	TCTAGCCTGTCAATATCTGACCCTAGAGGGAGCTG	V_CTCF_BR	10
chr7	4512521	4512671	id-90993	4.03e-06	-	CTGTAGAGGCTACGGCCACTCAGCAGGTGGAGCTC	UpstreamP1_CTCF	5
chr7	4519147	4519297	id-90994	8.16e-07	-	AGCAAAGAAAAAGACATGACCACAAGATGGCAGTA	V_CTCF_BR	33
chr7	4543050	4543200	id-90995	3.4e-06	+	GTAATTACACAAGACATTACCACTGGGGGGCACTA	V_CTCF_BR	9
chr7	4597162	4597312	id-90996	2.37e-05	-	TGCGCTGTGGCTTGGGTGGCCCCCTGGTGGGTCAG	Upstream_CTCF	0
chr7	4601513	4601663	id-90997	9.25e-06	-	CAAAGGGATCAAAATAGAGCCTCTTGGGGGCAGTA	V_CTCF_BR	14
chr7	4603477	4603627	id-90998	5.08e-07	+	ACACCACATCGCCCTAGCACCAGCAGGGGGATCCC	V_CTCF_BR	17
chr7	4650587	4650737	id-90999	1.03e-07	+	TAAGAATTTCCCCAGTTTTCCAGCAGAGGGCAGTC	Upstream_CTCF	40
chr7	4670915	4671065	id-91000	3.03e-05	+	GCTGCACCCTAGGATCTCGCCTCCAGACGAGGTCA	Upstream_CTCF	3
chr7	4671351	4671501	id-91001	9.51e-07	-	CTGGCGAGGACTCCTGTGTCCTGGAGATGGCAGTG	V_CTCF_BR	39
chr7	4672704	4672854	id-91002	1.21e-06	-	GTGTATTTTTAACAAGCCTCCAGCTGATGGCGATG	UpstreamP1_CTCF	17
chr7	4681101	4681251	id-91003	7.78e-06	+	GGTGCAGCTGCCCAAGGGGGCACTGCGGGGCCCGA	Upstream_CTCF	25
chr7	4681744	4681894	id-91004	4.23e-08	-	CGCAATGTGCAACGCCGCGCCGCCAGCGGGCGCTG	V_CTCF_BR	40
chr7	4690299	4690449	id-91005	5.01e-06	-	TGCACACGGGGCAGCATGAACAGCAGGGGCCTCCC	V_CTCF_BR	10
chr7	4699247	4699397	id-91006	1	+	NA	NONE	32
chr7	4721802	4721952	id-91007	1.03e-06	+	GCCGCCGCTGCAGCCGCCGCCGCCGGAGGCCGCTC	V_CTCF_BR	1
chr7	4722308	4722458	id-91008	3.65e-07	-	TGCGGCTCCTGGAAGCTGAGCTGCAGGTGGCGCCG	V_CTCF_BR	28
chr7	4724002	4724152	id-91009	1.92e-05	-	GTATACTTCCCCTCTCACGCCCCAAGGGGGAGTGA	UpstreamP1_CTCF	34
chr7	4740627	4740777	id-91010	5.98e-05	+	CTCCCTGCCCCAGCCTGTTCCAGCAGGGGCGGCCG	UpstreamP1_CTCF	8
chr7	4749056	4749206	id-91011	7.8e-08	-	ACGGGCCAGCCTCGATCTGCCAGCAGGGGTCGCGG	V_CTCF_BR	7
chr7	4764282	4764432	id-91012	7.91e-05	+	GTGAAGCTTCTGTCTCAATGCTCAAGGTGGCCTCA	UpstreamP1_CTCF	8
chr7	4764915	4765065	id-91013	1	+	NA	NONE	24
chr7	4778535	4778685	id-91014	1	+	NA	NONE	26
chr7	4779285	4779435	id-91015	7.1e-07	-	GAGCAATTCCACCCCTGCTCCGGCAGGCGGGAGTC	UpstreamP1_CTCF	22
chr7	4793620	4793770	id-91016	9.39e-07	-	CTGGCTCCTGCACAGGTGTCCACAAGGCGGCGCTG	Upstream_CTCF	40
chr7	4805837	4805987	id-91017	3.88e-06	+	GTCTTCTCCCACTGGCTTCACGCTAGAGGGCGCCA	V_CTCF_BR	35
chr7	4831810	4831960	id-91018	2.14e-10	+	GTGCCTGGGACGGGCTCAGCCGCCAGGGGGCGCCG	V_CTCF_BR	40
chr7	4837842	4837992	id-91019	1.85e-10	+	CTGCACCTCGCCGTAGCGCACACCAGGGGGCAGCG	UpstreamP1_CTCF	40
chr7	4855314	4855464	id-91020	6.43e-06	-	CTGTGGGGCGTGGGGAGACCCAGGTGGGGGCAGGC	V_CTCF_BR	14
chr7	4869807	4869957	id-91021	1.14e-06	-	CTGAAGCCGCCACATGTCTCCTCCTGGTGGCAGGG	UpstreamP1_CTCF	40
chr7	4877621	4877771	id-91022	2.97e-06	-	GGCCTCCCTCACGCCCTGGCCCCCTGCGGGCTGCA	V_CTCF_BR	3
chr7	4885614	4885764	id-91023	7.84e-05	+	CGCCACCAACAGCGACAGCCCTATGGAGGGCGCTG	V_CTCF_BR	33
chr7	4889213	4889363	id-91024	5.01e-06	+	TTGGAAGAATGTACTAGAGACAGCAGGGGGTGCCA	V_CTCF_BR	39
chr7	4922112	4922262	id-91025	1	+	NA	NONE	8
chr7	4923439	4923589	id-91026	9.49e-08	-	ATCCCCGTCCATTGGGCGGCCGGCAGGAGGCGCCA	V_CTCF_BR	39
chr7	4928093	4928243	id-91027	8.5e-06	+	GTTGAGCTCTCCTGCTTGGCCACCAGAGAGTGACA	Upstream_CTCF	1
chr7	4955879	4956029	id-91028	1	+	NA	NONE	2
chr7	4971596	4971746	id-91029	1.21e-06	+	AGGTCTCTCCCTCTACCTGCCACCAGGTGCAGGCC	Upstream_CTCF	5
chr7	5000011	5000161	id-91030	9.25e-06	-	CGTGGCAGTAGGGAGCCAGGCAGTGGGGGGAGCAA	V_CTCF_BR	17
chr7	5013552	5013702	id-91031	5.01e-06	+	TGGTTCTTCCTGTCGTTAGTCGGGAGGGGGCGCTG	V_CTCF_BR	40
chr7	5036542	5036692	id-91032	7.1e-07	-	CTGTAAGTCACCCAGGTGGCCACCAGGAGAATGCT	UpstreamP1_CTCF	13
chr7	5052830	5052980	id-91033	1	+	NA	NONE	6
chr7	5125173	5125323	id-91034	1.08e-12	-	GATGCAGTTCTGAGTGCTGCCACCAGGGGGCAGGG	Upstream_CTCF	40
chr7	5128241	5128391	id-91035	1	+	NA	NONE	27
chr7	5179739	5179889	id-91036	5.96e-07	+	GCTGATGAAAAAGGTCCCACCACAAGGTGGCAGAG	V_CTCF_BR	39
chr7	5200515	5200665	id-91037	5.96e-07	+	GAAAAATCCCCTCGTGCCTCCAGCAGGGGGAGGGG	V_CTCF_BR	17
chr7	5214284	5214434	id-91038	2.78e-06	-	GTGATAATTCTATTTCTGGCCACAAGAGGCCACCA	V_CTCF_BR	40
chr7	5217354	5217504	id-91039	1.16e-05	+	TATGCTGACCCAGGGGCGACCCCTAGGTAGCCAAG	Upstream_CTCF	2
chr7	5230300	5230450	id-91040	1.48e-05	-	CTGAAGCCAGGGGGCCTCCCCGCAAGAGGGTGAAA	UpstreamP1_CTCF	19
chr7	5279923	5280073	id-91041	1.19e-06	+	TGGATGGTTTTCTTCACGGCCACTAGGTGGTGGAA	V_CTCF_BR	40
chr7	5324687	5324837	id-91042	1	+	NA	NONE	39
chr7	5342307	5342457	id-91043	1.38e-06	+	CACACCCGAGCAGCCGTGGCCACCAGGTGGCCGCC	V_CTCF_BR	16
chr7	5388402	5388552	id-91044	1.21e-05	-	CCTGCTTTGCCGCTGTGGCCCACTGGGGCGGAGAC	Upstream_CTCF	6
chr7	5405762	5405912	id-91045	5.96e-07	+	GCTGAGTCCCTGCCTTTACCCACTAGATGGCAGTA	V_CTCF_BR	39
chr7	5436193	5436343	id-91046	2.15e-05	+	AATCCTCCCAGCAACACCCTCAGGAGGTGGCAGCA	V_CTCF_BR	30
chr7	5452318	5452468	id-91047	7.55e-07	+	CAGCTTGGAGGCCATCCTGCCTCTAGATGGAGCAG	V_CTCF_BR	38
chr7	5458406	5458556	id-91048	3.73e-06	-	CCCGTGCTAATCCCATTAGCCACGAGGTGGGAGCA	Upstream_CTCF	23
chr7	5461000	5461150	id-91049	8.79e-07	-	GCGCAGCTCCGCCTGGCCGCCCGGAGGGGCCCCAC	UpstreamP1_CTCF	0
chr7	5462711	5462861	id-91050	3.8e-07	-	GCGGTTCCTCTCTCGGTTCCCAGCAGGCGGCGGGG	Upstream_CTCF	24
chr7	5464540	5464690	id-91051	1.59e-06	-	TTTTCCCGGTCTCGCCCTCCCTGGAGGGGGCGCGG	V_CTCF_BR	19
chr7	5466222	5466372	id-91052	7.11e-06	+	GGTGGCTCCCAGTTCCTGGCCACCAGGCGGGGCGG	Upstream_CTCF	32
chr7	5468493	5468643	id-91053	3.09e-05	-	CGCCGCTTCCACCAGGCAGCCACAAGGGCGAGACC	UpstreamP1_CTCF	34
chr7	5490425	5490575	id-91054	7.07e-08	-	ATGGTGATGGGATGCGTGGCCAGCAGGTGTCACCA	V_CTCF_BR	40
chr7	5497155	5497305	id-91055	1.19e-06	+	CGGAAGCCATACACAGCAGTCTCCAGAGGGCAGCA	V_CTCF_BR	6
chr7	5509849	5509999	id-91056	1.17e-05	-	ACGCCTTGGTCACGGGGCCCCTGAGGGTGGCGCTG	V_CTCF_BR	10
chr7	5512381	5512531	id-91057	2.91e-05	-	AGTTCAGGGTCCAGAACGGCCACTGTGGGGTGCTC	Upstream_CTCF	10
chr7	5517355	5517505	id-91058	4.7e-06	+	GGAGGCTGCCACAGCGCTGCCTGCTGGGGGATCAA	V_CTCF_BR	37
chr7	5517797	5517947	id-91059	2.27e-06	+	CCTGGCAGGGCCTCTGGGGGCAGCAGATGGCAAGG	V_CTCF_BR	30
chr7	5526622	5526772	id-91060	1.42e-10	-	TTGCAGCTGCGCCCAAGGCCCAGCAGGTGGCGCTG	UpstreamP1_CTCF	40
chr7	5527568	5527718	id-91061	1.59e-06	-	GGCGCTGAGCTCGCAGGTGGCCCCAGAGGGCGCTG	V_CTCF_BR	37
chr7	5534350	5534500	id-91062	1.48e-06	+	GGACGGTGCCGTCGTGTGGTCACTAGGTGGCGATG	V_CTCF_BR	40
chr7	5566023	5566173	id-91063	9.51e-07	+	CAAACTGGGCCCTCAGAGGCCACGGGATGGCGCCC	V_CTCF_BR	27
chr7	5569302	5569452	id-91064	2.5e-09	+	GGCGCGCCGAGTCCTTAGGCCGCCAGGGGGCGCCG	V_CTCF_BR	39
chr7	5570665	5570815	id-91065	5.41e-06	-	AGGGCAGTTGCTCTGAAGTCGGCAAGGGGGAGTGA	Upstream_CTCF	14
chr7	5589223	5589373	id-91066	1	+	NA	NONE	5
chr7	5595018	5595168	id-91067	1.38e-06	-	AGCGCGGGACTCGCGGGGACCGGCGGGGGGTGCTG	V_CTCF_BR	33
chr7	5596186	5596336	id-91068	2.97e-06	+	GGGGGGAAGGGGGTATCGGCCGGGTGGGGGAGGGG	V_CTCF_BR	8
chr7	5598606	5598756	id-91069	9.51e-07	-	ATGACAGTAAAGAAGGTTCCCACTAGGTGGCACCC	V_CTCF_BR	40
chr7	5603307	5603457	id-91070	1.96e-08	+	GTTGTGGGGTTCCAGGCGACCGCCAGGTGGCGCAA	V_CTCF_BR	39
chr7	5620838	5620988	id-91071	6.8e-06	+	CCAGGGATGCAAGGAGTGGCCTGGAGAGGGAGTGA	Upstream_CTCF	21
chr7	5631348	5631498	id-91072	1	+	NA	NONE	16
chr7	5631634	5631784	id-91073	5.41e-07	+	TTCCTGTCCTGCCCACTCACCACCAGGTGGGACCT	UpstreamP1_CTCF	35
chr7	5632464	5632614	id-91074	1	+	NA	NONE	12
chr7	5633483	5633633	id-91075	5.96e-07	+	AGGCACGCGGGCTACCCCGCCTGGAGGGGGCGAGG	V_CTCF_BR	8
chr7	5642942	5643092	id-91076	4.65e-06	+	AAGTACTGGACGCTGACGGCCACCGGGGGCGTGCA	UpstreamP1_CTCF	11
chr7	5649189	5649339	id-91077	1	+	NA	NONE	16
chr7	5665779	5665929	id-91078	3.81e-05	+	TAGCCTCTTTGTGAACACTCCACAAGGGGGAACTT	V_CTCF_BR	22
chr7	5668709	5668859	id-91079	1	+	NA	NONE	11
chr7	5669745	5669895	id-91080	1	+	NA	NONE	26
chr7	5676491	5676641	id-91081	5.92e-05	+	ATCCCAGGCATGGGAAGCAACGGGAGGAGGCAGCA	V_CTCF_BR	9
chr7	5697625	5697775	id-91082	1	+	NA	NONE	7
chr7	5704264	5704414	id-91083	4.65e-06	-	GTGCAGAGGAGAATGCTGGCCAGTGGGGGAAGCGT	UpstreamP1_CTCF	9
chr7	5705118	5705268	id-91084	3.73e-06	-	GGTGCCTTGTAACTTTCCATCCCTAGGGGGCAGCA	Upstream_CTCF	40
chr7	5717753	5717903	id-91085	5.3e-05	-	TAAAAGTTACAGCAGGCGGTCAGCAGAGGGCCCCA	UpstreamP1_CTCF	40
chr7	5743320	5743470	id-91086	1.69e-05	-	AAGCGCTAACGACGAGAGACCATCAGGTGGTGAGA	UpstreamP1_CTCF	3
chr7	5744209	5744359	id-91087	2.17e-08	-	TGGGCTGTGGAACGAGTTGCCACTAGGTGGCACAG	Upstream_CTCF	40
chr7	5821250	5821400	id-91088	5.01e-06	-	TGGTTCTTCCTGTCCTTAGTCGGGAGGGGGCGCTG	V_CTCF_BR	39
chr7	5862660	5862810	id-91089	1	+	NA	NONE	25
chr7	5867515	5867665	id-91090	5.96e-07	-	GCTGATGAAAAAGGTCCCACCACAAGGTGGCAGAG	V_CTCF_BR	40
chr7	5896178	5896328	id-91091	2.04e-05	+	GGCAGTTTTTAGACACCGGTCAATAGGTGGCACTA	V_CTCF_BR	35
chr7	5905036	5905186	id-91092	1	+	NA	NONE	4
chr7	5908780	5908930	id-91093	2.78e-06	+	CAGGAAGCATGAGTGTTCCCCACGAGGGGGTGCCA	V_CTCF_BR	6
chr7	5938208	5938358	id-91094	6.82e-05	+	AAACAGCCACCCGGGGGTGCCTGAAGAGGACGCTG	V_CTCF_BR	32
chr7	6023694	6023844	id-91095	2.77e-07	+	GTGCATTTCCGTGAGACAGACGCTAGAGGGAGAAC	UpstreamP1_CTCF	40
chr7	6036945	6037095	id-91096	6.84e-06	+	GTACTCTTCACACACGGAGTCACTAGGGGGCAGCT	V_CTCF_BR	40
chr7	6048433	6048583	id-91097	1.96e-08	+	TGAGGTCGCCACTCCGGGGCCTCCAGGGGGCTGCC	V_CTCF_BR	31
chr7	6066199	6066349	id-91098	3.91e-06	+	CTGGCTCTTCCAGCCCCAGCCTCCGGGGGCACCAC	Upstream_CTCF	39
chr7	6134330	6134480	id-91099	1	+	NA	NONE	7
chr7	6144036	6144186	id-91100	1	+	NA	NONE	20
chr7	6144391	6144541	id-91101	2.28e-05	+	CGCGCTTCTTGTGCGACGGCCCCTGGGCGGCGGCG	Upstream_CTCF	33
chr7	6146154	6146304	id-91102	3.88e-06	-	CCACTGCACTCCAGCCTAGGCAGCAGAGGGAGATC	V_CTCF_BR	39
chr7	6199916	6200066	id-91103	4.7e-08	+	GGGCGGGTGGTGGCCGGGCCCAGCAGATGGCGCCT	V_CTCF_BR	40
chr7	6204178	6204328	id-91104	6.86e-07	+	GCTGCTGTCCTGGCTTCTCCCCCTAGGGGCGCCGG	Upstream_CTCF	37
chr7	6288775	6288925	id-91105	1	+	NA	NONE	9
chr7	6295850	6296000	id-91106	6.39e-05	+	GAGTCACTGGCCACTGGTTCAGGCAGGGGGCCCTA	Upstream_CTCF	35
chr7	6296407	6296557	id-91107	1	+	NA	NONE	7
chr7	6310748	6310898	id-91108	1.63e-05	-	AGTTCAGTTCTTATAGTTGAAGCTAGGGGTAGCAC	Upstream_CTCF	39
chr7	6362720	6362870	id-91109	3.06e-08	-	CCCGTGAGGTTCGCGTTGACCACAAGAGGGAGCCA	V_CTCF_BR	40
chr7	6388672	6388822	id-91110	1.99e-07	-	GTCTTCATTTTCAGACTCACCAGTAGGGGGCGGAC	V_CTCF_BR	40
chr7	6443663	6443813	id-91111	2.11e-06	-	TGGGCTCACCCAGTTCTCCCCTGGAGGTGGCACTC	V_CTCF_BR	5
chr7	6456259	6456409	id-91112	4.17e-05	+	GCGGCTCTGAGCATGGTGGCCAGCAGGGCGGCCGC	Upstream_CTCF	8
chr7	6463958	6464108	id-91113	2.39e-05	+	CAGCAAGACTGACTCACTGCCGCCATCTGGCTCTG	UpstreamP1_CTCF	26
chr7	6470095	6470245	id-91114	6.04e-07	-	ATGCAGTTTGCAGCAGCGGCCTATGGGTGGCCCCT	UpstreamP1_CTCF	39
chr7	6475368	6475518	id-91115	6.62e-09	-	CTGCGTTTCTCGAGTCACACCGCCAGGGGGCAGCA	UpstreamP1_CTCF	40
chr7	6488939	6489089	id-91116	3.81e-05	-	TCACAAAGTCACCCTGGCTGCTGAAGAGGGCACAG	V_CTCF_BR	10
chr7	6529374	6529524	id-91117	1.7e-05	+	ACAGTCTTCTTATTAGCAGCCAGAAGGGGGCCTTC	Upstream_CTCF	19
chr7	6543046	6543196	id-91118	4.14e-06	-	GCGAGCCGGACCAGTTCGTCCTGCAGGTGCCGCGA	V_CTCF_BR	5
chr7	6545664	6545814	id-91119	2.53e-05	+	ACCGGGTGCTGAGCCAGCGCCTCCTGGGGTCAATC	V_CTCF_BR	5
chr7	6556063	6556213	id-91120	2.93e-08	+	CCGTTATGCCTGGACAGGGCCACTAGAGGGCTCCC	UpstreamP1_CTCF	40
chr7	6566183	6566333	id-91121	4.7e-08	+	GGGGCGCTGGCGCGCGTGGACACCAGGAGGCGCTC	V_CTCF_BR	36
chr7	6593203	6593353	id-91122	2.01e-05	-	TGGTCAATGCTCACCCTGGCCACCAGGGCCAGTAC	Upstream_CTCF	33
chr7	6595961	6596111	id-91123	1.02e-07	+	GAGAACTGGTGTCACCTGGCCACCAGAGGGCCCAG	UpstreamP1_CTCF	26
chr7	6598603	6598753	id-91124	2.73e-07	-	GGTGCTATGTTGACAATAGACTGCAGGGGGCAAGG	Upstream_CTCF	38
chr7	6614251	6614401	id-91125	4.43e-05	-	TCAAAAAAAATTCCTGTGGCCAGTAGGTGGGGCCA	V_CTCF_BR	35
chr7	6616265	6616415	id-91126	3.56e-06	-	ACAGGAGGACCGACCTGGGCCTGGTGGGGGCGATC	Upstream_CTCF	9
chr7	6619199	6619349	id-91127	2.55e-06	+	GGTGCAGGGCTCCTGACTGCCTCTAGGAGATGCTT	Upstream_CTCF	39
chr7	6629501	6629651	id-91128	2.14e-10	+	GCGCCCCTCACCGCTCGCGCCGCCAGGGGGCGCCC	V_CTCF_BR	38
chr7	6629944	6630094	id-91129	5.74e-05	-	GGGCCCTTGTCCACGATGGGCAGCGGCGCGCTCTG	UpstreamP1_CTCF	8
chr7	6630285	6630435	id-91130	2.2e-06	-	TCGGTAACAGCCCAACAGACCTCTAGGGAGCGGGC	Upstream_CTCF	20
chr7	6641980	6642130	id-91131	1.12e-09	-	TGTGCAGTTCACAGTGCCACCAACAGAGGGCCCCC	Upstream_CTCF	40
chr7	6654818	6654968	id-91132	4.68e-07	+	GCCCCGAGGCCACGCCTGCCCTCTAGGGGGTGGCA	V_CTCF_BR	6
chr7	6677434	6677584	id-91133	9.51e-07	-	CGGGCCGAGCGCCTCCCGCCCCCCAGGGGGCGTCC	V_CTCF_BR	40
chr7	6699344	6699494	id-91134	4.31e-05	-	ATGCTGAGGAAGCCACGCCACACAGGAGGGCGCCT	UpstreamP1_CTCF	10
chr7	6717324	6717474	id-91135	1	+	NA	NONE	0
chr7	6757881	6758031	id-91136	4.43e-05	+	CCAGAGCATTGGATATTGACCGATAGGAGGCAGCA	V_CTCF_BR	28
chr7	6769398	6769548	id-91137	4.88e-05	-	CAGGCTCAGCGATTCTCGTCCACTGGGGGCCAAAG	Upstream_CTCF	17
chr7	6865913	6866063	id-91138	3.71e-05	-	CAGGAAACAGACAACAAGGCCACCCGGGGGTGCCT	Upstream_CTCF	39
chr7	6895517	6895667	id-91139	2.47e-07	-	GTGCTGGATGTGAGCCTCGCCTGCAGGAGGCGGTC	UpstreamP1_CTCF	11
chr7	6897455	6897605	id-91140	1.05e-08	-	AGTGTGGTGACCAGGGTCTCCACCAGGGGGCAGGC	Upstream_CTCF	29
chr7	6970568	6970718	id-91141	1	+	NA	NONE	40
chr7	6978060	6978210	id-91142	2.74e-08	-	GCAGGTCTGCCCTGTGCCACCAGGAGAGGGCAGCA	V_CTCF_BR	32
chr7	6992902	6993052	id-91143	2.55e-06	+	TGTGTAATTTTTCATAAGGCCTGTAGCTGTCGCTG	Upstream_CTCF	16
chr7	6995791	6995941	id-91144	1	+	NA	NONE	3
chr7	7004796	7004946	id-91145	5.96e-07	+	GCAAGTTGTGCATTACATACCTCCAGGGGGCGCCA	V_CTCF_BR	16
chr7	7143115	7143265	id-91146	3.45e-05	+	ATAAAGCTGTCTTTTTATACCAACAGGTGGCAGTA	V_CTCF_BR	39
chr7	7221409	7221559	id-91147	5.13e-05	-	TAGGGGGAGGAGGCTGCCACCTGTTGAGGCAACCC	V_CTCF_BR	24
chr7	7221921	7222071	id-91148	5.13e-05	+	GGAGAGTAGCAGACACAAGCCGCAAGGGGGATACA	V_CTCF_BR	40
chr7	7222341	7222491	id-91149	2.23e-06	-	CTGCGGCTCCCTCTCGCCCCTCCTGGGGGGCGGAG	UpstreamP1_CTCF	31
chr7	7301107	7301257	id-91150	1	+	NA	NONE	3
chr7	7330476	7330626	id-91151	4.14e-06	-	TCATTGCCTCCGGAAGGGGTCACCAGGTGGCTGGG	V_CTCF_BR	5
chr7	7370779	7370929	id-91152	6.18e-07	+	ACAGCAGGGATGAATCTGGACACCAGATGGGGCTG	Upstream_CTCF	23
chr7	7389906	7390056	id-91153	8.33e-05	-	CACTCTCCACCTCCACTGTACACCAGGAGTCCCTG	Upstream_CTCF	2
chr7	7392658	7392808	id-91154	8.99e-05	-	AGGATTTACCTATGAATGATCTGTTGGGGGCAGTG	V_CTCF_BR	21
chr7	7464143	7464293	id-91155	1.26e-07	+	CAGCTGAGGGTTGTTGGAGCCTGCAGAGGGAGCCC	V_CTCF_BR	40
chr7	7478718	7478868	id-91156	1	+	NA	NONE	19
chr7	7561026	7561176	id-91157	6.23e-05	-	ATGCAGCAGTGCAGCAGCAACACCGTGTGGCCTCA	UpstreamP1_CTCF	5
chr7	7581151	7581301	id-91158	1.04e-06	-	TATGTCTTTCTACAAAGTCCCACAAGGTGGTGCCC	Upstream_CTCF	40
chr7	7635204	7635354	id-91159	3.56e-06	+	TATGTTATCCTCAATATGAGCACTGGATGGTGCTA	Upstream_CTCF	26
chr7	7681114	7681264	id-91160	3.22e-05	+	TTGCCCTCCACACTGCGAGACTCTGGAGGGCGATC	UpstreamP1_CTCF	14
chr7	7693326	7693476	id-91161	1.21e-06	+	CTTGTAATGTCTTGGTTCTCCACCAGGGGCGGTTT	Upstream_CTCF	40
chr7	7702296	7702446	id-91162	5.41e-06	+	TGTGTTGATCTCACTGGGAACTGCAGATGGAGCTG	Upstream_CTCF	38
chr7	7717770	7717920	id-91163	1	+	NA	NONE	31
chr7	7721234	7721384	id-91164	1.48e-06	+	ATTGCAGTTTTCATTTGCATCACTGGGTGGCGATT	Upstream_CTCF	38
chr7	7782085	7782235	id-91165	1	+	NA	NONE	3
chr7	7801015	7801165	id-91166	4.14e-06	-	ACATATCTTTAATAATTTTCCAGCAGATGGCAGTC	V_CTCF_BR	39
chr7	7804516	7804666	id-91167	3.84e-06	-	GAGCAGAGCAGAGGTGTCACCAGTAGTAGGCAGTG	UpstreamP1_CTCF	11
chr7	7929945	7930095	id-91168	2.72e-06	-	GTGCAGGCAGGATATAAGACCAAAAGAGGGAGCAA	UpstreamP1_CTCF	4
chr7	7935466	7935616	id-91169	4.88e-05	-	GGCTTGTTAGACCTGGAGCCCAGTGGGAGGCAGCA	UpstreamP1_CTCF	4
chr7	7984333	7984483	id-91170	1.82e-06	-	CTGCTCTCAGCAGCTGTAGCCAATAGGAGACAGTG	UpstreamP1_CTCF	1
chr7	8007710	8007860	id-91171	1	+	NA	NONE	8
chr7	8009499	8009649	id-91172	1.43e-05	-	CCTCCAAGCCCCACAGCGACCGCAGGGGGGTGAGA	Upstream_CTCF	31
chr7	8026019	8026169	id-91173	1	+	NA	NONE	3
chr7	8075660	8075810	id-91174	4.34e-07	-	GTGCAATTTAACCTACAGACCAATAGGTGGTGCTT	UpstreamP1_CTCF	39
chr7	8130409	8130559	id-91175	1.24e-05	-	CCAGTCTGCTCTTTGGTGTACAGTAGAGGTCAGCA	V_CTCF_BR	29
chr7	8230101	8230251	id-91176	2.43e-06	-	TTCTGTGAGGTGTTAGAATCCTGCAGGGGGCACCA	V_CTCF_BR	40
chr7	8257218	8257368	id-91177	3.63e-06	-	CATACAAGAATACATCACACCACTAGGTGGCAGTC	V_CTCF_BR	39
chr7	8276448	8276598	id-91178	1	+	NA	NONE	6
chr7	8299598	8299748	id-91179	8.21e-05	-	TCTTCGTTGGTTGAGCCTGAGGGTAGGTGGCAGTG	V_CTCF_BR	3
chr7	8301850	8302000	id-91180	2.86e-06	+	CCGCAGCGCAGCGCAGCGGCCGGGGGGTGCGGGCG	UpstreamP1_CTCF	3
chr7	8317134	8317284	id-91181	2.04e-05	-	CAGGACAAAGACACTACTGCCACCTGATGGAAATG	V_CTCF_BR	25
chr7	8335812	8335962	id-91182	7.1e-07	-	CTGTCATTGGTATATGCAGCCACCAGATGTCACTA	UpstreamP1_CTCF	40
chr7	8405243	8405393	id-91183	3.65e-07	-	TTGTTTGCTTAGCAACCTACCACCAGATGGCAGAA	V_CTCF_BR	25
chr7	8458403	8458553	id-91184	2.27e-06	+	CTATACCATCATATGGCAAACACTAGGTGGCGCTG	V_CTCF_BR	38
chr7	8473272	8473422	id-91185	4.88e-05	-	CTGCCGGCCTCGAGCGCCGACGCCGGGCGCCTCCG	UpstreamP1_CTCF	10
chr7	8473637	8473787	id-91186	1	+	NA	NONE	12
chr7	8476637	8476787	id-91187	3.06e-08	+	CTGACCGTAGCAGCCGCGGACGCCAGAGGGCGCTG	V_CTCF_BR	40
chr7	8483652	8483802	id-91188	1	+	NA	NONE	20
chr7	8484138	8484288	id-91189	1	+	NA	NONE	10
chr7	8526818	8526968	id-91190	2.37e-05	-	CCTGTGATTTAGTTACCTCCCACCAGGGGAGCTAC	Upstream_CTCF	3
chr7	8647458	8647608	id-91191	1	+	NA	NONE	2
chr7	8742567	8742717	id-91192	7.27e-06	+	GGCCTCCTGTTAGTTTCTGCCAATAGAGGGCACAT	V_CTCF_BR	12
chr7	8763854	8764004	id-91193	1.15e-07	-	CCGGGTAACATTCCAGCTGCCGCTAGAGGGCACAG	V_CTCF_BR	32
chr7	8824840	8824990	id-91194	1	+	NA	NONE	9
chr7	8863243	8863393	id-91195	8.02e-08	-	CTGCAATTAATAACAGCTCCCTCCAGATGGTGGCA	UpstreamP1_CTCF	6
chr7	8871253	8871403	id-91196	1.73e-06	-	AATCAGTAATCAAAAATCTCCAGCGGGGGGCGGGT	UpstreamP1_CTCF	2
chr7	9030926	9031076	id-91197	8.99e-05	+	ATAATTTTGCAAGACATTACCACCGGGGGCAACAG	V_CTCF_BR	3
chr7	9123595	9123745	id-91198	5.93e-06	+	CTTGCAGATGATCCTGCTACCACCAGGGACAGAGC	Upstream_CTCF	8
chr7	9131046	9131196	id-91199	8.34e-07	-	TTGAAGTTTCGGATGTAATCCAGTAGATGGTGCCC	UpstreamP1_CTCF	12
chr7	9238396	9238546	id-91200	7.9e-07	-	TTCCAGTTCCACAGTGTTGCCAGCATGTGGCATAG	UpstreamP1_CTCF	2
chr7	9304145	9304295	id-91201	2.1e-05	-	CTGCTGTGTAGCAATAGCACCACATGGTGACCAAC	UpstreamP1_CTCF	7
chr7	9560596	9560746	id-91202	4.43e-05	+	CTGAATAGTAGTGCTTTCTCCAAAAGAGGGCTCTC	V_CTCF_BR	2
chr7	9640731	9640881	id-91203	1.84e-05	+	GCACAATGGACACTGGAGACCACTAGAGGGGGCAG	UpstreamP1_CTCF	20
chr7	9697009	9697159	id-91204	3.63e-05	-	AGCTCCATATTAAGCTTGGTCAGTAGAGGGCATGA	V_CTCF_BR	14
chr7	9929832	9929982	id-91205	2.27e-06	+	ACCTAAGGTACCAGCTTGGCCACAAGGGGGCTAGA	V_CTCF_BR	13
chr7	9972741	9972891	id-91206	3.33e-08	-	GTGCAGTTCCATTATGAAGGCAGTTGGGGGCAGAA	UpstreamP1_CTCF	6
chr7	10022861	10023011	id-91207	1	+	NA	NONE	5
chr7	10055451	10055601	id-91208	1	+	NA	NONE	3
chr7	10062695	10062845	id-91209	1.72e-06	+	TATTCCATTCCAAACATTCCCAGAAGAGGCCACTG	Upstream_CTCF	20
chr7	10168506	10168656	id-91210	8.21e-06	-	GATCATTAGACATTCAGTCCCACCAGGGGGCATCC	V_CTCF_BR	22
chr7	10251675	10251825	id-91211	1	+	NA	NONE	3
chr7	10452165	10452315	id-91212	6.74e-08	-	GATGTATTGTAATCTATGACCAACAGGTGGCAGCA	Upstream_CTCF	39
chr7	10515693	10515843	id-91213	2.6e-05	+	CGGTTAGGACAATCGATTGACAGAAGGTGGCATGC	UpstreamP1_CTCF	3
chr7	10535615	10535765	id-91214	1.64e-05	-	CACTCACTACCTCCCTTGTCTGGCAGGGGGAGCTC	V_CTCF_BR	9
chr7	10748202	10748352	id-91215	3.45e-05	-	CCTGGCTGGTCACTTCGTATCACAAGGGGGAGCTT	V_CTCF_BR	22
chr7	10759793	10759943	id-91216	9.84e-05	-	CTCATGAGCTTCTATCCAGGCACTAGGGGGAGTTT	V_CTCF_BR	12
chr7	10771114	10771264	id-91217	1	+	NA	NONE	2
chr7	10794756	10794906	id-91218	2.43e-06	-	ATGGCACTGGAGAAGATGACCAGCAGGGGAGACAG	Upstream_CTCF	5
chr7	10929048	10929198	id-91219	1.56e-06	-	CCTGCCATGCTACTAATGGATGCTAGAGGGCAGCA	Upstream_CTCF	40
chr7	11193415	11193565	id-91220	3.4e-06	+	CTTAGACTTACTCCCATGGCCACAAGATGGCTACA	V_CTCF_BR	9
chr7	11247328	11247478	id-91221	1.56e-05	-	CTTGGCCTACCTCTGATTGCAGCTAGAGGGAGAGA	Upstream_CTCF	32
chr7	11251826	11251976	id-91222	4.34e-07	-	ATGCAAATACTAACATGATCCAGCAGATGGCGCAA	UpstreamP1_CTCF	40
chr7	11371460	11371610	id-91223	2.96e-05	-	TGGAGAGAAACTCATATCTCAAGTAGGTGGCGCTC	V_CTCF_BR	2
chr7	11381090	11381240	id-91224	1	+	NA	NONE	39
chr7	11383567	11383717	id-91225	1.27e-06	-	TTGTCTTGACCAATTTATTCCACTAGATGGCAGTC	UpstreamP1_CTCF	40
chr7	11413286	11413436	id-91226	6.86e-07	+	TTTGCAAATACTCTAATGAACAGCAGGGGGAGTTC	Upstream_CTCF	39
chr7	11467414	11467564	id-91227	6.46e-07	+	TGACATGGAAGCTAAACTACCAGTAGATGGCAGCA	V_CTCF_BR	40
chr7	11514937	11515087	id-91228	2.01e-05	-	CTGTTTCTGCAAAGAAAAACCGGGAGGTGGGGCTG	UpstreamP1_CTCF	13
chr7	11526016	11526166	id-91229	4.17e-05	+	ACAGTTAGGACATATTCATCCACCAGATGTCCCCA	Upstream_CTCF	18
chr7	11580028	11580178	id-91230	7.27e-06	+	TTACCAGATGTTCCAGTACCCCCAAGGGGGCACCA	V_CTCF_BR	4
chr7	11597407	11597557	id-91231	2.8e-05	-	AATGAGTCGCTCAACACTCCCACTAGGTGGTGTTA	Upstream_CTCF	34
chr7	11653287	11653437	id-91232	1	+	NA	NONE	4
chr7	11676047	11676197	id-91233	3.63e-05	-	TCCGAATGCTCCAAGACCTGCGGCAGCGGGCTCCA	V_CTCF_BR	1
chr7	11788634	11788784	id-91234	7.27e-06	-	ATGACCGGACCACAAATCGCCACCTGGTGGATGTC	V_CTCF_BR	18
chr7	11825997	11826147	id-91235	5.28e-05	-	GTTGCAAGACAGTGCTGCTCCACCAGGCTTAACCA	Upstream_CTCF	6
chr7	11871341	11871491	id-91236	9.4e-06	-	CTGCTGCTACGCCCGGGCGCCGGCAGGGCTGCGGC	UpstreamP1_CTCF	24
chr7	11875003	11875153	id-91237	2.15e-05	+	AGGAATTCTATTTGTGCAACCTCTAGGTGTCACAC	V_CTCF_BR	32
chr7	12009377	12009527	id-91238	7.49e-05	+	AACCAGCAACCTAGCAACCACTGGAGGGGGCACAA	V_CTCF_BR	4
chr7	12101800	12101950	id-91239	5.9e-06	+	TTGTAGTTGCCAAGAGCTGAGGATAGGGGGCAGAA	UpstreamP1_CTCF	38
chr7	12107231	12107381	id-91240	6.51e-05	+	AGAAGGGTGCAAGGATCCTCCAGCAGGTGGGGCTA	V_CTCF_BR	40
chr7	12109474	12109624	id-91241	7.49e-05	+	GAGAAAATAATACCCCATTCCCCTAGAGGGCAGGA	V_CTCF_BR	7
chr7	12151632	12151782	id-91242	1.26e-05	+	CATGTCCCATTGCGAGGGTCCCACAGAGGGCAGTA	Upstream_CTCF	18
chr7	12251228	12251378	id-91243	1.7e-05	+	CTAGGCCCTCACACCTTGAGCGCCAGGTGGCCCTC	Upstream_CTCF	26
chr7	12283877	12284027	id-91244	5.21e-08	-	CACTCCAGGACTTATGTGGCCACCAGAGGGCTGGC	V_CTCF_BR	40
chr7	12331623	12331773	id-91245	6.8e-06	-	TCTGGGTTAACGTTGGTCTCCACTAGGAGGAGACA	Upstream_CTCF	36
chr7	12362035	12362185	id-91246	2.23e-06	-	ATGAAATTAGCTTATTTTGCCTGCAGATGGTGCTA	UpstreamP1_CTCF	40
chr7	12428845	12428995	id-91247	4.14e-06	+	TGTCAATTGCTTGATCTCCCCAGGAGATGGCAGTG	V_CTCF_BR	40
chr7	12443153	12443303	id-91248	6.73e-07	-	GCGCAGTGGCGCCGCGTGGGCGGTAGAGGGACTAG	UpstreamP1_CTCF	18
chr7	12473769	12473919	id-91249	2.6e-05	+	TTGTAATACTCCAGTCATATCCATAGGTGGCAGTA	UpstreamP1_CTCF	36
chr7	12476896	12477046	id-91250	8.23e-05	+	CTGCGAGACCTGGCTTCAGATGCATGAGGGCGCCA	UpstreamP1_CTCF	33
chr7	12498262	12498412	id-91251	1.61e-05	+	TTGTAATACTCTATTCTTATCCATAGGTGGCAGCA	UpstreamP1_CTCF	40
chr7	12510707	12510857	id-91252	3.18e-06	+	CCAGAGGGGGCGTAGCGGAACGGGAGCGGGCGGTG	V_CTCF_BR	0
chr7	12529854	12530004	id-91253	5.12e-06	-	ATGTAAAAGCTATTAACTACCAGCAGAGGGCATAA	UpstreamP1_CTCF	37
chr7	12534365	12534515	id-91254	8.71e-06	-	GAGTTTGAAAGCAGCCTTACCACTAGGAGGAGGTA	V_CTCF_BR	29
chr7	12536549	12536699	id-91255	2.6e-07	-	TATTTAAAGTGAAAGTTTGCCACCAGGTGGCAGTA	V_CTCF_BR	31
chr7	12558894	12559044	id-91256	2.17e-08	-	GCTGCAGCTGCTCTTGCTGCCACTAGGGGCTGGAT	Upstream_CTCF	40
chr7	12564538	12564688	id-91257	3.4e-06	+	AGTGTTATAAATTGTGTAACCACCAGATGTCAGTA	Upstream_CTCF	37
chr7	12663635	12663785	id-91258	3.6e-07	-	CATGTAATACAGCATAGCTCCACTAGAGGAAGCTA	Upstream_CTCF	40
chr7	12678598	12678748	id-91259	7.78e-06	+	ATGGTAATTTTTAGTTTAATCACTAGATGGCAGTA	Upstream_CTCF	36
chr7	12714592	12714742	id-91260	1.47e-05	+	TTCCTTTGATCCTGCACAACCTAAAGAGGGCGCAC	V_CTCF_BR	39
chr7	12723377	12723527	id-91261	1.27e-06	+	TTGTAGTTGTTAATATGGTCCAACAGATGTCACTG	UpstreamP1_CTCF	37
chr7	12725257	12725407	id-91262	1	+	NA	NONE	38
chr7	12726372	12726522	id-91263	2.14e-10	-	CGCGCCGCCCGGGCGCCGGCCTGTAGGGGGCGCGC	V_CTCF_BR	40
chr7	12726985	12727135	id-91264	7.91e-05	+	CGCCTTTTCTAACTTAAGGGCAACAGGTGGTGCCG	UpstreamP1_CTCF	39
chr7	12771007	12771157	id-91265	2.81e-05	+	TCAAGTGAACTTGAGTCAGGCAGGGGAGGGCAGTG	V_CTCF_BR	31
chr7	12805419	12805569	id-91266	2.27e-05	-	CAGTAAAGGAGATCCAGAGCCTCTGGGGGGAGCCT	V_CTCF_BR	7
chr7	13072252	13072402	id-91267	4.73e-07	-	GCAGCCTCTCAACTGCTCCCCAGCAGGTGGCAAAA	Upstream_CTCF	12
chr7	13086804	13086954	id-91268	2.2e-07	+	CAGCATCTCTGGCCACCACCCACTAGAGGCCAGTA	UpstreamP1_CTCF	11
chr7	13155070	13155220	id-91269	3.18e-06	-	TTTTCTGAAGTCTGGCTCCCCAGCAGAGGGTACTC	V_CTCF_BR	24
chr7	13156881	13157031	id-91270	5.92e-05	-	TGGGGCATACTTCGATGTGCCATTAGAGGGTAGTA	Upstream_CTCF	35
chr7	13218762	13218912	id-91271	3.81e-05	-	TCAAAGCGACCTAGATCTTACACTAGGTGGCAATG	V_CTCF_BR	32
chr7	13302689	13302839	id-91272	6.8e-06	-	GTTTTTGTTTTTCATTCTCCCACTAGGTGTCAGGA	Upstream_CTCF	38
chr7	13316747	13316897	id-91273	1.04e-07	+	TCTTATTTCTAGTCTGCAGCCACCAGGTGGCAGAA	V_CTCF_BR	34
chr7	13319593	13319743	id-91274	1.1e-05	+	TCATATTTCTCATCTATAACCACTAGATGGCGAGA	V_CTCF_BR	31
chr7	13322110	13322260	id-91275	3.4e-06	+	TGTCCTCTGAGCTTTCCAGCCACTAGATGGAGAAC	V_CTCF_BR	37
chr7	13349291	13349441	id-91276	2.27e-05	+	ACCATTAGCTAAAGCTTATCCACTAGGAGGAGCTG	V_CTCF_BR	15
chr7	13450889	13451039	id-91277	5.13e-05	-	TTTTCAGAGCACAGCATGAACTGATGGTGGCACTG	V_CTCF_BR	11
chr7	13516804	13516954	id-91278	2.6e-06	+	AAGAGAGACAGGGAAATGGCCACTTGGTGGAGCAA	V_CTCF_BR	26
chr7	13564841	13564991	id-91279	6.43e-06	+	ATGCCAAAAATTGATTTTGCCAATAGAGGGCAGTA	V_CTCF_BR	39
chr7	13585969	13586119	id-91280	1	+	NA	NONE	6
chr7	13765336	13765486	id-91281	1.1e-06	-	GAAAAATTATAATTGTTGACCACCAGATGGCTCCC	V_CTCF_BR	18
chr7	13782482	13782632	id-91282	6.43e-06	-	AGGATTTAATTCACATTGGCAGCCAGAGGGCAGCA	V_CTCF_BR	38
chr7	13903090	13903240	id-91283	8.56e-05	-	GTACTATTGTATATTGATTGCGCCAGAGGGCACCT	UpstreamP1_CTCF	12
chr7	13919799	13919949	id-91284	1	+	NA	NONE	10
chr7	13934697	13934847	id-91285	1	+	NA	NONE	2
chr7	13962845	13962995	id-91286	1.77e-05	-	GAAGTAATTCCTAATGCTGCCTGTAGTAGTAAGCA	Upstream_CTCF	15
chr7	14028425	14028575	id-91287	1	+	NA	NONE	10
chr7	14029259	14029409	id-91288	1.08e-05	+	TGGTTTTTCCTCTACTTCTCCTCCAGGGGCCTCCA	UpstreamP1_CTCF	37
chr7	14030922	14031072	id-91289	2.38e-07	+	TGACGGGTATCCAGGGTAACCGCGAGGGGGCGGAG	V_CTCF_BR	20
chr7	14038597	14038747	id-91290	8.97e-05	+	TATGCAATACTCACTTTGCCCAGACAGGGGATTGC	Upstream_CTCF	3
chr7	14165778	14165928	id-91291	8.13e-06	-	GGTGTAAGTGCTTGACAGTCCTGCAGGAGCCACAA	Upstream_CTCF	8
chr7	14183201	14183351	id-91292	8.61e-08	+	CGTGAGCCACCGCGCCTGGCCAACAGTGGGCAGTC	V_CTCF_BR	7
chr7	14246707	14246857	id-91293	1	+	NA	NONE	1
chr7	14344988	14345138	id-91294	3.11e-05	-	ATGTCAACCTCAAACTTGACCACTAGGTGTTAGAC	V_CTCF_BR	17
chr7	14464424	14464574	id-91295	8.21e-05	-	AATAAGGATATGACCTTGTCCACAGGAAGGCAGTG	V_CTCF_BR	15
chr7	14497572	14497722	id-91296	5.21e-08	-	AAGACGTTGAAGAATCTAACCAGCAGAGGGCGCTA	V_CTCF_BR	39
chr7	14504570	14504720	id-91297	1	+	NA	NONE	0
chr7	14523414	14523564	id-91298	1.43e-05	+	AATGTTTTGTTCTCCATCACCTCTGGAGGGAGCAT	Upstream_CTCF	12
chr7	14677736	14677886	id-91299	1.73e-06	-	TTGTAGTTATATAAAATATCCAATAGATGGTACTG	UpstreamP1_CTCF	7
chr7	14726490	14726640	id-91300	5.92e-05	-	GTAAGCAAACTGGCCCTCTCCTCTGGAGGGAGACA	V_CTCF_BR	6
chr7	14731366	14731516	id-91301	8.58e-08	-	GTTGTGTTACCAGTGACGGCCGCTAGATGGCAGAG	Upstream_CTCF	40
chr7	14737948	14738098	id-91302	1.28e-06	+	CATTGTCTAGAAATTTTCACCAGGAGAGGGCACAA	V_CTCF_BR	16
chr7	14757458	14757608	id-91303	5.72e-07	+	TTGCAATGAGTATAGTTAGCCACCAGAGAGAGCTC	UpstreamP1_CTCF	36
chr7	14774469	14774619	id-91304	3.09e-06	+	CCTGTTCTATCCATAGAGGGCGCTAGAGAGAGACG	Upstream_CTCF	34
chr7	14791278	14791428	id-91305	1.35e-05	+	GTCATGTTCCCCACTCCTACCACATGGTGGAAGGA	UpstreamP1_CTCF	2
chr7	14928843	14928993	id-91306	1	+	NA	NONE	2
chr7	14964158	14964308	id-91307	8.99e-05	-	TTTTATTAGATTAAACCTATCTGAAGAGGGCACTA	V_CTCF_BR	12
chr7	15047234	15047384	id-91308	7.73e-06	+	TGAAACAGGACTTAGCTGATCTGCAGGGGGAGCTC	V_CTCF_BR	39
chr7	15055823	15055973	id-91309	4.59e-07	-	TTGTAATTAAATAGAACTCCCACTAGGGGGGGCAA	UpstreamP1_CTCF	39
chr7	15208283	15208433	id-91310	3.65e-05	+	AGGAAGTATGCACGCTCTGTCACTAGATGGGGCCC	UpstreamP1_CTCF	19
chr7	15239216	15239366	id-91311	2.6e-06	+	TAAATTTCCTAATTTCAAGCCAGCAGAGGGCTCCC	V_CTCF_BR	35
chr7	15331451	15331601	id-91312	7.73e-06	+	GGGAATAGCATTCCCGGATACAGTAGGGGGAGCTC	V_CTCF_BR	10
chr7	15344742	15344892	id-91313	5.08e-07	+	TTTACCATCCTGCTATTCTCCACCAGAGGGCAGGC	V_CTCF_BR	40
chr7	15365777	15365927	id-91314	2.27e-06	+	AACTTACAGTTAACTTTTACCACTAGATGGAGCCC	V_CTCF_BR	39
chr7	15428817	15428967	id-91315	1	+	NA	NONE	30
chr7	15543633	15543783	id-91316	1	+	NA	NONE	22
chr7	15563820	15563970	id-91317	7.44e-06	+	ACATATATTCTATCTCTGTCCACTAGGAGGAACAG	Upstream_CTCF	13
chr7	15595015	15595165	id-91318	3.28e-05	-	CCAAGCAAAAATCAATATTCCACTAGATGGAGCAA	V_CTCF_BR	30
chr7	15601693	15601843	id-91319	1.73e-05	+	AGTCATACAGTGCAGTTTGACTGTAGGTGGAGCAA	V_CTCF_BR	5
chr7	15648441	15648591	id-91320	8.21e-05	-	GAAAAAAAATTAGCTGGGCGCGGTAGAGGGCGCCT	V_CTCF_BR	2
chr7	15682721	15682871	id-91321	2.47e-07	+	ATGCAGTTTGACCTCCCAGCCAGTAGGTGATGCTT	UpstreamP1_CTCF	18
chr7	15727380	15727530	id-91322	2.81e-05	+	TGCTTGGCGGGCGACAGGGTCCGCTGGGGGCAGAG	V_CTCF_BR	10
chr7	15760633	15760783	id-91323	8.46e-07	-	CTTGCAGTTTGAACTGTGACTGGTAGATGGCGCTG	Upstream_CTCF	40
chr7	15824055	15824205	id-91324	5.12e-06	+	TTGCACCACACCTTCCTCAACCCTAGGTGTCACAG	UpstreamP1_CTCF	4
chr7	15929250	15929400	id-91325	1.21e-05	-	GATGCCTTATCTGGACAGTCCACAAGGGTGTGCAC	Upstream_CTCF	37
chr7	15961191	15961341	id-91326	4.01e-05	-	AGCTCTTTTCCATGTTCAACAGCAAGGTGGCGGCA	V_CTCF_BR	19
chr7	16110987	16111137	id-91327	4.94e-06	-	CTTTCCATTTAAAAAATGCCCACTAGAGGGAGTAT	Upstream_CTCF	40
chr7	16117808	16117958	id-91328	3.63e-06	+	AGACAAAAAACCCATTCTACCACCAGGTGGAGCTT	V_CTCF_BR	40
chr7	16119827	16119977	id-91329	4.7e-05	+	ACTGGAGATCATGCAATAGTCATTAGGAGGCAGTG	Upstream_CTCF	13
chr7	16138337	16138487	id-91330	1	+	NA	NONE	39
chr7	16154379	16154529	id-91331	1	+	NA	NONE	37
chr7	16449541	16449691	id-91332	1	+	NA	NONE	12
chr7	16460632	16460782	id-91333	8.19e-06	+	CCGCATTACCTCTCCAGGGCCTGTAGGGTGTAGCT	UpstreamP1_CTCF	36
chr7	16462599	16462749	id-91334	1	+	NA	NONE	16
chr7	16471870	16472020	id-91335	1.48e-06	+	AGACTCCATTGATTTCTGGCCACAGGAGGGCAGAA	V_CTCF_BR	39
chr7	16500963	16501113	id-91336	1	+	NA	NONE	1
chr7	16511814	16511964	id-91337	1	+	NA	NONE	15
chr7	16549630	16549780	id-91338	2.04e-05	-	AGCTATGTTTTCTTTATGACCACAAGAGGCAACCA	V_CTCF_BR	13
chr7	16582099	16582249	id-91339	1	+	NA	NONE	1
chr7	16604622	16604772	id-91340	1.71e-06	-	ATACACCTAATAAGGAGAACCACTAGATGGCAGTA	V_CTCF_BR	40
chr7	16621827	16621977	id-91341	1	+	NA	NONE	1
chr7	16643795	16643945	id-91342	1.39e-05	+	TTTTACAAAGATAATTCTGGCAGAAGGGGGCAGTA	V_CTCF_BR	36
chr7	16697706	16697856	id-91343	1	+	NA	NONE	27
chr7	16707673	16707823	id-91344	4.14e-05	-	CTGAGATTAACACGATCCCCCAGCGGCAGGCAATA	UpstreamP1_CTCF	31
chr7	16735378	16735528	id-91345	4.96e-08	+	AATGTAGGACTGATACTATCCAGCAGGTGGAGGTG	Upstream_CTCF	37
chr7	16737616	16737766	id-91346	1	+	NA	NONE	7
chr7	16742178	16742328	id-91347	1	+	NA	NONE	16
chr7	16748646	16748796	id-91348	5.65e-05	+	CTGGGTGGCTTCAGCTCAGCCTCATGAGGTTGCCG	V_CTCF_BR	12
chr7	16780009	16780159	id-91349	7.02e-05	+	CTGCTCTGACTCAATTTTGCACGTGGGAGGAATAA	UpstreamP1_CTCF	2
chr7	16840833	16840983	id-91350	1	+	NA	NONE	39
chr7	16931074	16931224	id-91351	4.88e-05	+	GAGCTACTCTCTGACTCTGACATTAGATGTCACTA	UpstreamP1_CTCF	39
chr7	16931916	16932066	id-91352	2.93e-07	+	CTGCAGTACCTATTTATCAACTCCTGAGGGAAGTA	UpstreamP1_CTCF	8
chr7	16958038	16958188	id-91353	3.18e-06	-	AGAAGTGTTTTTATTTTCAACAGCAGGTGGCGCTG	V_CTCF_BR	39
chr7	16966016	16966166	id-91354	6.51e-07	+	ACTGTAGGAGCTGTACAGGCCACTTGGTGGTGCTC	Upstream_CTCF	39
chr7	16978927	16979077	id-91355	8.97e-05	-	CATGTCTTCCTGAAAACAAACAGCAGGAGAGGCAG	Upstream_CTCF	5
chr7	17001505	17001655	id-91356	3.36e-05	-	TAGCTATTCTCTCTTCTATCCACTAGGTCTTACTA	UpstreamP1_CTCF	8
chr7	17015732	17015882	id-91357	1	+	NA	NONE	4
chr7	17022359	17022509	id-91358	5.47e-10	+	GTGCAGTGTTTCAGTGTGACCAGCAGAGGACACTA	UpstreamP1_CTCF	40
chr7	17048773	17048923	id-91359	5.65e-05	+	CTACTTTAATCCAACCCTTCCTATAGGGGGAGCTA	V_CTCF_BR	38
chr7	17102740	17102890	id-91360	7.9e-07	+	GTGCAATGAAGCTAATATTCAAGTAGGGGGAGCTA	UpstreamP1_CTCF	29
chr7	17135732	17135882	id-91361	1	+	NA	NONE	3
chr7	17198006	17198156	id-91362	1.39e-05	-	CAATAGGAGACACTCATGTCCTACAGATGGCGGAA	V_CTCF_BR	16
chr7	17221241	17221391	id-91363	1	+	NA	NONE	6
chr7	17274284	17274434	id-91364	1	+	NA	NONE	11
chr7	17341226	17341376	id-91365	7.17e-05	-	ATTTTCAATGTGAGAGCCGCCACTAGGGGGGGTTG	Upstream_CTCF	37
chr7	17342484	17342634	id-91366	1	+	NA	NONE	23
chr7	17351748	17351898	id-91367	1	+	NA	NONE	3
chr7	17514674	17514824	id-91368	2.43e-06	+	TTAGAAATGCCTGAGACATCCTGCAGGGGGCCGAC	Upstream_CTCF	34
chr7	17527188	17527338	id-91369	1	+	NA	NONE	1
chr7	17570754	17570904	id-91370	4.03e-06	-	ATGTTTTTATCTGAATGTGCCTGTAGGTGTCACCA	UpstreamP1_CTCF	37
chr7	17588018	17588168	id-91371	3.91e-06	+	GTTGTCCTTCCACCTCCCACCACACGAGGACACAG	Upstream_CTCF	15
chr7	17633708	17633858	id-91372	3.88e-06	-	TCTGCCTGGTGTGTGGTGGCCACTTGGTGGAGGTT	V_CTCF_BR	5
chr7	17680470	17680620	id-91373	3.91e-06	-	CCTGCTTGTCCTAATTCTGCCCCTAGTGGGTGATC	Upstream_CTCF	40
chr7	17686036	17686186	id-91374	1	+	NA	NONE	4
chr7	17686371	17686521	id-91375	4.3e-06	-	AATCCAGTGCCAGAAACTCCCAGCAGATGTCATTG	Upstream_CTCF	36
chr7	17691575	17691725	id-91376	1	+	NA	NONE	31
chr7	17717545	17717695	id-91377	1	+	NA	NONE	0
chr7	17720614	17720764	id-91378	9.81e-06	+	AGTTTTAAGGATTATTTTACCACTAGGTGGCAATG	V_CTCF_BR	36
chr7	17746484	17746634	id-91379	1.39e-05	+	TGGTCCTTTTGGAGTTTGCTCACAAGAGGGCAGTG	V_CTCF_BR	40
chr7	17809581	17809731	id-91380	2.27e-06	+	AGCTCAGGTTCTGGACTGTCCAGGAGGGGGCATCA	V_CTCF_BR	40
chr7	17980195	17980345	id-91381	1	+	NA	NONE	34
chr7	17980928	17981078	id-91382	1	+	NA	NONE	29
chr7	17984440	17984590	id-91383	2.47e-05	+	AGATCACTACCCTTAGAGGCCACTAGAGGTTTAGT	Upstream_CTCF	29
chr7	18011137	18011287	id-91384	7.15e-05	+	GAACTGAATTTAAATCTCAACTCTAGGTGGCAGTT	V_CTCF_BR	22
chr7	18025604	18025754	id-91385	3.84e-06	-	CTGGAGTCGATACAAACAGGCAGTAGGTGGTAGTA	UpstreamP1_CTCF	8
chr7	18028610	18028760	id-91386	8.9e-05	+	CAGCAGCCACTGATGGTGATCTCTTGAGGTAGCTG	UpstreamP1_CTCF	5
chr7	18029322	18029472	id-91387	1	+	NA	NONE	6
chr7	18032024	18032174	id-91388	2.97e-06	-	GGTTGGAGGTTGCAGTGAGCCGAGAGAGGGCGCCA	V_CTCF_BR	40
chr7	18103994	18104144	id-91389	2.2e-09	+	TCTGCAATACTGCCTTTTCCCAGCAGGAGGCTCTG	Upstream_CTCF	40
chr7	18125916	18126066	id-91390	5.68e-06	+	GCTCCCCGAGCCACGGGGGGCGCGAGAGGGCGAGG	V_CTCF_BR	16
chr7	18159750	18159900	id-91391	1.02e-07	-	CAGCACCCCTGGCCTCTGCCCACTAGATGCCAGTA	UpstreamP1_CTCF	37
chr7	18191178	18191328	id-91392	6.46e-07	-	TGATAGTACTGACCTCCTGCCAGAAGAGGGAACTC	V_CTCF_BR	26
chr7	18214604	18214754	id-91393	7.11e-06	-	GCTGCCTCTGTAGACTCCACCTCTAGGGGCAGGGT	Upstream_CTCF	4
chr7	18255186	18255336	id-91394	6.84e-06	+	GAACTTTTGGCATTTGGCACCAAAAGGGGGCACTG	V_CTCF_BR	22
chr7	18281587	18281737	id-91395	6.73e-07	+	CTGAACTGCTGGTTTCCAACCACTAGGGTGCTCTA	UpstreamP1_CTCF	27
chr7	18316176	18316326	id-91396	1.73e-05	+	TTCTCAGCTTGACAGAGCACCTCTAGAGGGCATAG	V_CTCF_BR	14
chr7	18360723	18360873	id-91397	1.32e-05	-	AGAACAATTTCCATCTCCTCCACTAGGTGGACTCA	Upstream_CTCF	40
chr7	18385395	18385545	id-91398	4.11e-07	-	CTCTAATGCATGCCAGAGGCCAGCAGGGGGAGTAA	UpstreamP1_CTCF	40
chr7	18392054	18392204	id-91399	3.18e-06	+	GGTAATTGCCAGGGAGTCACCTCTGGAGGGCAGTG	V_CTCF_BR	40
chr7	18395891	18396041	id-91400	1.82e-07	+	GCGCCATTATTCTTTGTAGCCTCTAGAGGGCAGCA	V_CTCF_BR	39
chr7	18397469	18397619	id-91401	7.73e-06	+	GTTTCTAGGTTGAGTGATGCCTCCAGAGGGCAAAA	V_CTCF_BR	38
chr7	18401596	18401746	id-91402	5.52e-05	+	TTTCCCTGCTCCTAAGGAGTCACCAGAGGGGGAGC	UpstreamP1_CTCF	17
chr7	18516058	18516208	id-91403	1	+	NA	NONE	0
chr7	18516462	18516612	id-91404	5.34e-06	-	TTTGGCATGGAACATGAGACCTCCAGGGGGCAAAC	V_CTCF_BR	4
chr7	18547108	18547258	id-91405	1.73e-05	-	GGAGGCGGAGGTTACAATGACCCAAGAGGGCGCCA	V_CTCF_BR	4
chr7	18610625	18610775	id-91406	6.84e-06	-	AGCTATATTTATGTTATTGCCACATGGTGGCACCA	V_CTCF_BR	34
chr7	18630492	18630642	id-91407	1.55e-05	+	ACACATGCAAAAGAACTATCCACAAGAGGGAGACA	V_CTCF_BR	38
chr7	18650083	18650233	id-91408	7.78e-06	-	ACTGCAAACTCCATCTAAACGTCTAGAGGGCGCAA	Upstream_CTCF	40
chr7	18705866	18706016	id-91409	3.83e-09	-	GTCGCTCCTAGTGCTGTTGCCACTAGAGGGCGCTC	V_CTCF_BR	40
chr7	18733142	18733292	id-91410	2.27e-05	+	GCACAAATTGAGCAATTGTCCAGTAGGGGTTGCTC	V_CTCF_BR	39
chr7	18739904	18740054	id-91411	6.49e-06	-	ACCGTTATTCACGCAAAAGGCCACAGGGGGCAGTG	Upstream_CTCF	27
chr7	18746245	18746395	id-91412	2.02e-06	-	CAGCACCCTTTACCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	1
chr7	18794522	18794672	id-91413	1	+	NA	NONE	15
chr7	18913404	18913554	id-91414	6.67e-08	+	TTGAAGTGTCTGACTGGGGCCAGCAGGGGTTGCTG	UpstreamP1_CTCF	36
chr7	18932827	18932977	id-91415	1	+	NA	NONE	3
chr7	18933892	18934042	id-91416	1	+	NA	NONE	9
chr7	18946640	18946790	id-91417	2.04e-05	+	GCATCCAAAAGCATAGAAACCACAAGGAGGCACTA	V_CTCF_BR	22
chr7	18988875	18989025	id-91418	8.58e-06	+	CTGTGGAACCTCACTACCACCTCTAGAGGCAGCTC	UpstreamP1_CTCF	8
chr7	19055739	19055889	id-91419	1	+	NA	NONE	2
chr7	19057138	19057288	id-91420	4.51e-05	+	GGTGTAATCCCTATAGTAACCACAAGGATACTACC	Upstream_CTCF	6
chr7	19091516	19091666	id-91421	6.36e-11	-	GTGCAGTTCAAGGGAATGGCCAGTAGGTGGCGATT	UpstreamP1_CTCF	40
chr7	19109598	19109748	id-91422	1.56e-06	-	TTTGAAATTCCCACTGGCACCAAAGGAGGGAGCAC	Upstream_CTCF	26
chr7	19158035	19158185	id-91423	7.55e-07	+	CATGGGAAAGGCAGCAGAGCCAGAGGGGGGCAGCG	V_CTCF_BR	28
chr7	19158700	19158850	id-91424	1	+	NA	NONE	5
chr7	19161736	19161886	id-91425	3.47e-07	+	ATGTTGTTTTTGCCAGTCACCACAAGAGGACACAA	UpstreamP1_CTCF	40
chr7	19285450	19285600	id-91426	1.59e-06	-	TAGTGGATCCCGCACCTGGGCTGCAGGTGGAGCTG	V_CTCF_BR	1
chr7	19302536	19302686	id-91427	9.84e-05	-	ATGTCACTTCTGTTTTCAACAGGCAGATGGCTCTC	V_CTCF_BR	14
chr7	19457010	19457160	id-91428	2.53e-05	-	ATTAGCAGTGAATATCGGAATACCAGGGGGCAGCA	V_CTCF_BR	1
chr7	19481935	19482085	id-91429	5.38e-05	+	AGGGCCACCTAGAGGGGATCCTGAAGATGGAGAGG	V_CTCF_BR	38
chr7	19531580	19531730	id-91430	1.93e-05	-	TGTGTAATATTTAAGCTCGTGGCTAGAGGGAGCTC	Upstream_CTCF	39
chr7	19560423	19560573	id-91431	1	+	NA	NONE	2
chr7	19591387	19591537	id-91432	8.59e-05	-	ACTAAATATACAAAAATTAGCTGAAGGTGGCAGCA	V_CTCF_BR	8
chr7	19627055	19627205	id-91433	2.96e-05	-	GGCCTGGGACCACACTCAGCCCCTAGAGGTCATCC	V_CTCF_BR	21
chr7	19661519	19661669	id-91434	9.25e-06	-	GATTTATGTCATTGTTCCAACTGCAGGTGGCACTG	V_CTCF_BR	16
chr7	19705161	19705311	id-91435	1.73e-06	-	ATGCATTTTTCATACTCTACCACAAGGTGGAGTAT	UpstreamP1_CTCF	38
chr7	19748708	19748858	id-91436	4.82e-11	+	CTGCATTACGCAGCCCTGACCAGCAGGGGGAACCG	UpstreamP1_CTCF	40
chr7	19753415	19753565	id-91437	2.73e-07	+	CTTGTGTTTCACAAATTTGCCAGCAGATGGCAAAA	Upstream_CTCF	38
chr7	19787492	19787642	id-91438	4.41e-06	+	CCGAAGAAGTACTTTCCTACCACTTGGTGGCAGTA	V_CTCF_BR	40
chr7	19794258	19794408	id-91439	1.46e-08	+	TCTGCAATTCAGAACAGAACCTCTAGGTGGCGACT	Upstream_CTCF	40
chr7	19815339	19815489	id-91440	6.84e-06	-	CACTTGTATCATGCATAAGCCAGCAGATGGCAAAC	V_CTCF_BR	8
chr7	19960447	19960597	id-91441	1.15e-06	-	TGAGGGATACTCAGTAGAAGCACCAGGGGGCGGAA	Upstream_CTCF	9
chr7	20022555	20022705	id-91442	5.28e-05	+	TGTGATCTAAGCTGTATCTCCTTTAGGGGGCACCC	Upstream_CTCF	37
chr7	20023857	20024007	id-91443	4.03e-06	+	CAGTACTCTCTTGGCTGCTCCAGCAGGTGGAGTAC	UpstreamP1_CTCF	20
chr7	20154154	20154304	id-91444	8.71e-06	+	TCTAAGAGAAGCTGCCTTTCCTCTAGGGGGAAGGC	V_CTCF_BR	6
chr7	20198436	20198586	id-91445	1	+	NA	NONE	33
chr7	20212482	20212632	id-91446	3.22e-07	-	CCAGGAAGACCCCAACCTGGCACCAGGTGGTGCTG	Upstream_CTCF	39
chr7	20237612	20237762	id-91447	1	+	NA	NONE	37
chr7	20257098	20257248	id-91448	2.96e-05	+	TCAGGCTCCTCACCCGAAACCAGAAGAGGGCGTAT	V_CTCF_BR	23
chr7	20307336	20307486	id-91449	1	+	NA	NONE	11
chr7	20344081	20344231	id-91450	1	+	NA	NONE	1
chr7	20351202	20351352	id-91451	1	+	NA	NONE	35
chr7	20369334	20369484	id-91452	2.15e-05	+	CGAATGGGAATCGCTCCTGCCCCTAGAGGGAAAAG	V_CTCF_BR	39
chr7	20371312	20371462	id-91453	4.88e-05	+	CCCGGGAGGCGCGAGCCCGCGTCCGGAAGGCAGTC	V_CTCF_BR	7
chr7	20382940	20383090	id-91454	3.63e-05	-	AGATAACAGGACGATGTCACCTCAAGGGGGAGTGG	V_CTCF_BR	37
chr7	20442370	20442520	id-91455	3.4e-06	-	TAGATTTTCTGGAATCTAACCTGTAGGTGGCAGTA	V_CTCF_BR	35
chr7	20480456	20480606	id-91456	3.09e-07	-	CCAAATTTGCAGTTCTCAGCCAGCAGGGGTCGCTC	V_CTCF_BR	39
chr7	20547763	20547913	id-91457	6.51e-05	+	TTCTGTTTCCAGTTAGGTTCCAACAGGAGGCACTG	V_CTCF_BR	14
chr7	20578951	20579101	id-91458	6.43e-06	+	CTAAGTGATTTCAAGTAGTCCACTAGGTGGCAGAG	V_CTCF_BR	37
chr7	20638271	20638421	id-91459	1.92e-06	-	AAGCTATGCAACCTGTCAGCCACTAGATGTCATTG	UpstreamP1_CTCF	40
chr7	20687912	20688062	id-91460	4.11e-07	-	GGGTAGCATCTAGGAACCACCAACAGGTGGCAGCG	UpstreamP1_CTCF	39
chr7	20691707	20691857	id-91461	9.4e-06	-	ATGACTTTCCCACTCTCAGCCACAAGATGGCCTCG	UpstreamP1_CTCF	39
chr7	20753573	20753723	id-91462	1	+	NA	NONE	5
chr7	20784594	20784744	id-91463	1	+	NA	NONE	22
chr7	20817723	20817873	id-91464	5.86e-07	+	GCTGCAGAACGGGAGCAGGGCACAGGGTGGCGCTC	Upstream_CTCF	39
chr7	20818125	20818275	id-91465	8.02e-05	+	GGCTCAGCGCCCTGCGAGAGAAGCAGAGGTCGCTG	Upstream_CTCF	7
chr7	20823333	20823483	id-91466	1	+	NA	NONE	24
chr7	20824593	20824743	id-91467	2.38e-07	-	CCCGGCTCGCTGCACCCTGCCGCCGGGGGGCTCCA	V_CTCF_BR	23
chr7	20830764	20830914	id-91468	1.47e-05	+	ATCGCTGGGTAGCTGAGCGCCGCCGGCGGCCGCCG	V_CTCF_BR	6
chr7	20838138	20838288	id-91469	3.18e-06	-	CCCAGGCCGCGCAGGCTGCCCAGCAGGTGTCAGGT	V_CTCF_BR	1
chr7	20874404	20874554	id-91470	6.49e-06	-	CAGGCACTACATAAGTCTTCCTGAAGGTGGTAGTA	Upstream_CTCF	24
chr7	20889138	20889288	id-91471	1	+	NA	NONE	1
chr7	21016845	21016995	id-91472	5.28e-05	+	CTTTCAGGGATCCTTGCTGCCACTAGGTGACTTCT	Upstream_CTCF	4
chr7	21031256	21031406	id-91473	7.54e-08	+	CAGCATTTCTGGCCTTTATCCACTAGATGCCAGTA	UpstreamP1_CTCF	12
chr7	21063783	21063933	id-91474	4.14e-05	+	TGGCAATTTTTTTTCTTCAGCAATAGGTGTCACTA	UpstreamP1_CTCF	2
chr7	21067938	21068088	id-91475	1.56e-06	-	CTGCAGTAGCGAGCCCTGGCTGCAGCATGGCGCGG	UpstreamP1_CTCF	6
chr7	21290892	21291042	id-91476	1.32e-05	-	GATTCTATTCTCTTTTCTGCCAGCAGAGATCACAT	Upstream_CTCF	6
chr7	21293796	21293946	id-91477	2.81e-05	-	CTGCGCATTACTTTTTCCATCAACAGAGGGCACTC	V_CTCF_BR	40
chr7	21296019	21296169	id-91478	5.01e-06	+	TAAATATTTTAGAAACAGCCCACCAGAGGGCAGTC	V_CTCF_BR	37
chr7	21301481	21301631	id-91479	5.93e-06	+	ATGGCCTTATCCTACCCCACCACAAGAGGGCCAGG	Upstream_CTCF	39
chr7	21314279	21314429	id-91480	3.63e-05	-	CTCTAACACTCACCATCACCCAGCGGTGGGAAGAG	V_CTCF_BR	1
chr7	21333471	21333621	id-91481	1.48e-06	+	TGGTACTTCGGTGATGCAACCTCCAGAGGGGAGCA	UpstreamP1_CTCF	3
chr7	21340407	21340557	id-91482	1.15e-07	+	AGTGTACCTCCCACCATATCCAGAAGGGGCAGCAG	Upstream_CTCF	32
chr7	21466838	21466988	id-91483	3.11e-05	-	GGCTGCCGAGCGGAAAGCTGCCCGAGGGGGCGGTG	V_CTCF_BR	19
chr7	21467637	21467787	id-91484	3.16e-05	+	GGAGCTGCTACGCCACAGCCCAGCGGCGGCCATTC	Upstream_CTCF	18
chr7	21495475	21495625	id-91485	8.02e-08	+	CTGCTTTTCCAGCTAACTGCCACAAGGGGCTGGAC	UpstreamP1_CTCF	16
chr7	21536842	21536992	id-91486	8.71e-06	+	GTTCCACCCCCTCTAGTGGCTGCCAGATGGTGCCA	V_CTCF_BR	28
chr7	21543751	21543901	id-91487	6.43e-06	-	TTTAGAAAGCCTCCTCCTTCCAGCAGAGGTAGCCA	V_CTCF_BR	7
chr7	21547355	21547505	id-91488	1.64e-06	-	ATGGGTGTGCAAGAAACCTCCAGTAGGGGGTGCTG	Upstream_CTCF	40
chr7	21565754	21565904	id-91489	8.21e-06	-	CCACCTTCTAAGAATATGGCCACTAGGAGGAGCCT	V_CTCF_BR	39
chr7	21590844	21590994	id-91490	3.63e-05	-	AGAACCTACAGGAAACAAGCTTGCAGATGGCGCTG	V_CTCF_BR	19
chr7	21608519	21608669	id-91491	1	+	NA	NONE	31
chr7	21730468	21730618	id-91492	1	+	NA	NONE	19
chr7	21762092	21762242	id-91493	8.97e-05	+	TGGCCAGTTCCACTTCTCGCCACTAGGTTACCATA	Upstream_CTCF	33
chr7	21805075	21805225	id-91494	4.01e-05	-	CTGCTGACGGAGACCAGAGCCTCCTGCGGCCACGC	V_CTCF_BR	3
chr7	21807056	21807206	id-91495	1	+	NA	NONE	38
chr7	21922834	21922984	id-91496	1	+	NA	NONE	9
chr7	21984345	21984495	id-91497	4.65e-05	+	CCCCTTCTCCCGGGCCAGGCACGCAGGTGGAGGAA	V_CTCF_BR	18
chr7	21985133	21985283	id-91498	6.82e-05	+	ACGTGACCCACTGCGCACACCTGCAGGGCGCGCCC	V_CTCF_BR	15
chr7	22021254	22021404	id-91499	7.44e-06	-	ATTGGGTTTCCTGTAGAATCCAGCAGGGGACGTCC	Upstream_CTCF	10
chr7	22023778	22023928	id-91500	4.31e-05	+	ATGAAATATCACCTCACACCCACAGGGTGGCTTCT	UpstreamP1_CTCF	13
chr7	22041138	22041288	id-91501	6.94e-09	-	CCTGTAATTCTGAGTTACTCCAGTAGATGGCAGGG	Upstream_CTCF	40
chr7	22122225	22122375	id-91502	1	+	NA	NONE	11
chr7	22122599	22122749	id-91503	7.11e-06	-	AGCGCGGTTCCGCGGGGCCTCGGCAGGTGTCGCTG	Upstream_CTCF	39
chr7	22134300	22134450	id-91504	1.46e-07	+	GTGCAGAACCACTGACTGGCCAGCAGGAGACAAAG	UpstreamP1_CTCF	33
chr7	22143441	22143591	id-91505	4.23e-08	+	CACCCTTGCGAGATGAGAACCACCAGATGGCGCTG	V_CTCF_BR	40
chr7	22149434	22149584	id-91506	4.41e-06	-	AGCGAGTGGGGACTTGGGAACACTAGGAGGCGCTG	V_CTCF_BR	39
chr7	22150008	22150158	id-91507	4.14e-06	+	GCACACCATCACCATATCCCCAGCAGATGTCGCTA	V_CTCF_BR	40
chr7	22260680	22260830	id-91508	2.19e-05	-	GAGGAATTCCACTTGCTGTCCTCTAGGAGTCTGTG	UpstreamP1_CTCF	4
chr7	22296480	22296630	id-91509	7.73e-05	-	GTTGTAATTTTCTAAAAGGCCATTAGGATGTGCCT	Upstream_CTCF	10
chr7	22317164	22317314	id-91510	1	+	NA	NONE	5
chr7	22335732	22335882	id-91511	5.41e-06	-	GAAGCAGTGACCTCTAAACACAGTAGAGGTCAGTC	Upstream_CTCF	17
chr7	22336668	22336818	id-91512	1	+	NA	NONE	34
chr7	22347918	22348068	id-91513	1	+	NA	NONE	24
chr7	22364806	22364956	id-91514	1.21e-05	+	TCTTTTCAACCAACCTAACCCACCAGAGGGAGTCA	Upstream_CTCF	3
chr7	22372331	22372481	id-91515	1.64e-05	+	ACAATCACAGTCCTATTAACCAACAGGTGGCACAT	V_CTCF_BR	3
chr7	22396687	22396837	id-91516	4.88e-05	+	CGTCCGCGCCTTCGCCAGGAAGCGAGAGGGCGCGA	V_CTCF_BR	5
chr7	22430425	22430575	id-91517	1	+	NA	NONE	1
chr7	22473940	22474090	id-91518	2.84e-05	+	CTGCTGATCCCACATGGGCCCCATAGAGGGCTTTT	UpstreamP1_CTCF	12
chr7	22491948	22492098	id-91519	2.18e-07	-	GGAGGGGGGGGATTGTCTGCCAATAGAGGGCGCTG	V_CTCF_BR	40
chr7	22500133	22500283	id-91520	2.41e-08	+	ATGCTGTGGGAGTCCAGGGCCAGCAGGGGCAGGAG	UpstreamP1_CTCF	3
chr7	22516546	22516696	id-91521	1	+	NA	NONE	4
chr7	22528599	22528749	id-91522	9.81e-06	-	TGGTTTGAATCTATTCTGAACAGCAGGTGTCGCTG	V_CTCF_BR	40
chr7	22539805	22539955	id-91523	2.58e-10	-	ACCCTGCGGACGCGGGGCGCCAGCAGGTGGCGCTG	V_CTCF_BR	40
chr7	22541099	22541249	id-91524	1.27e-06	-	GTGTAAGATTCTATTTCCACCACAAGGTGTCAGTC	UpstreamP1_CTCF	34
chr7	22544317	22544467	id-91525	1	+	NA	NONE	34
chr7	22563644	22563794	id-91526	5.89e-08	+	ATGCTATCATATTTCATAGCCAGCAGATGGCACTA	UpstreamP1_CTCF	34
chr7	22589196	22589346	id-91527	3e-06	-	CTGTGCTTGGTACCAGGCTCCACAAGGAGGAGGTA	UpstreamP1_CTCF	26
chr7	22589975	22590125	id-91528	5.2e-08	+	CTGCAGGTAGCAGCTTTGGCCACAGGAAGGCGCAT	UpstreamP1_CTCF	39
chr7	22599618	22599768	id-91529	5.34e-06	+	GTGTCAACAGTCTCTTCCAGCACAAGGTGGCAGCA	V_CTCF_BR	40
chr7	22626524	22626674	id-91530	3.11e-05	-	AATTGGGGAAGGACAGAGTCCTCTAGTGGGAGGAA	V_CTCF_BR	38
chr7	22626739	22626889	id-91531	1	+	NA	NONE	9
chr7	22697185	22697335	id-91532	1.31e-05	+	GAGAAACTCTCATATCCTGCAGCCAGAGGGCAGAA	V_CTCF_BR	23
chr7	22700468	22700618	id-91533	1.03e-05	-	GGGAAATGAGTGCTTGAGTCCTGAAGGGGGCGATA	UpstreamP1_CTCF	36
chr7	22765364	22765514	id-91534	4.88e-05	+	ACAAAACTTGAGTAAATGCCCAACAGAGGTCACTG	V_CTCF_BR	33
chr7	22766108	22766258	id-91535	1.09e-06	-	GTGCAGTTACTTCAAGGCGTCTCCAGGTGGAGTGT	UpstreamP1_CTCF	40
chr7	22768178	22768328	id-91536	1.85e-05	-	AGTGTCCCTAAAACAAACACCACTAGAGGGCCTTT	Upstream_CTCF	39
chr7	22772464	22772614	id-91537	2.81e-08	-	GGTGCAGTGCTTTAGGAACCCAGAAGAGGGAGGCA	Upstream_CTCF	39
chr7	22784062	22784212	id-91538	6.43e-06	-	TGCCTCTGGCAAATCTTGGCCAGAAGGGGGAGAAT	V_CTCF_BR	4
chr7	22822354	22822504	id-91539	8.81e-07	-	CGCCCCAGGACCTCGGTGTCCAGCAGGGGGAGTGG	V_CTCF_BR	40
chr7	22843160	22843310	id-91540	1.39e-05	-	CTCCTAATTGGATTATTTGCCTCTGGGTGGAGCCC	V_CTCF_BR	10
chr7	22862450	22862600	id-91541	5.26e-07	+	GCAGGAGTCGTGAGCGTCGCCAGCAGAGGTCGTAA	Upstream_CTCF	36
chr7	22893706	22893856	id-91542	1	+	NA	NONE	38
chr7	22900457	22900607	id-91543	5.26e-07	-	CTTGCAGTGCAGATAAACTCCATTAGGGGGCCTTC	Upstream_CTCF	40
chr7	22971913	22972063	id-91544	1.47e-05	+	GGGTCATTATTGCTGCAGCCCAGAAGATGGAGCAC	V_CTCF_BR	8
chr7	22989696	22989846	id-91545	7.17e-05	-	AAGGAAATGAGCCATTCAGCCACCAGGAGAAGACA	Upstream_CTCF	21
chr7	23018960	23019110	id-91546	1	+	NA	NONE	4
chr7	23052546	23052696	id-91547	1	+	NA	NONE	23
chr7	23052922	23053072	id-91548	1.31e-05	+	CGACTCGGGCCAACGCTGCTCTCCAGGGGGCGAGG	V_CTCF_BR	24
chr7	23053911	23054061	id-91549	1.01e-05	+	ACTGTAAGGTTTGCGGTGGCCGCTAGGCGATGACA	Upstream_CTCF	37
chr7	23095328	23095478	id-91550	1.92e-06	-	GTGCTCAGTCCTGATTGTGCCAGTAGATGTCACTG	UpstreamP1_CTCF	40
chr7	23111779	23111929	id-91551	7.17e-05	-	GGGTCTTTGATAATTTTCTCCACTAGAAGGAGCCT	Upstream_CTCF	29
chr7	23112634	23112784	id-91552	1	+	NA	NONE	22
chr7	23125755	23125905	id-91553	6.46e-07	+	GCTCTGTGGAACCCTTTAGCCCCAAGGGGGCGCAC	V_CTCF_BR	40
chr7	23140458	23140608	id-91554	1.47e-05	+	ACTGTGCTCTGGGTTTTATACTCTAGGTGGCACTA	V_CTCF_BR	21
chr7	23145925	23146075	id-91555	1.11e-05	+	GATGTAGCTCCCAAGTCAGACTCCTGGGGGACTCC	Upstream_CTCF	36
chr7	23224697	23224847	id-91556	1.41e-05	+	ATCCAGTTTCTCCAAATCCACACCATGGGGGGGCA	UpstreamP1_CTCF	38
chr7	23274347	23274497	id-91557	1	+	NA	NONE	13
chr7	23283151	23283301	id-91558	4.88e-06	+	CCTCAAGTCGGGACTGTGGCCACCAGGAGGAGTGT	UpstreamP1_CTCF	31
chr7	23301579	23301729	id-91559	3.36e-07	+	GCTGACATCCTCTCACTGGTCACAAGAGGGCGCCA	V_CTCF_BR	40
chr7	23312781	23312931	id-91560	9.84e-05	+	CCTGATCACAGGAGCCCTTCCACACGGTGGCGCTG	V_CTCF_BR	40
chr7	23316072	23316222	id-91561	9.81e-06	-	TCCAAACATTGCCAAATGTCCTCTAGGGGGCAAAA	V_CTCF_BR	35
chr7	23317117	23317267	id-91562	7.46e-06	+	CCGCTCTTTCCTTCCCTTATCAACAGGGGGTAGCA	UpstreamP1_CTCF	40
chr7	23397349	23397499	id-91563	1.97e-06	+	AACCTTTGATTTATTTTAGCCACAAGGTGGCAGGA	V_CTCF_BR	37
chr7	23457922	23458072	id-91564	9.78e-07	+	GTGCAGTGCCACCATCTGAGCAAAAGGAAGCAGAA	UpstreamP1_CTCF	8
chr7	23470035	23470185	id-91565	4.68e-07	+	GCATGGGCTTTCCAACCCGCCACTTGGTGGCACTC	V_CTCF_BR	40
chr7	23490235	23490385	id-91566	1.48e-06	+	CAGCTCTTTTAGAATTTGTCCAGCAGGTGGTTTTC	UpstreamP1_CTCF	3
chr7	23502575	23502725	id-91567	1.39e-05	-	AAGCTTCCAGAGTCATAAGACAGGAGGTGGCAGTG	V_CTCF_BR	37
chr7	23508468	23508618	id-91568	1.38e-06	+	GGGGCTCCCCTGGCTTTCTTCAGGAGGGGGCGCCC	V_CTCF_BR	10
chr7	23509412	23509562	id-91569	1.41e-09	-	CTGCACCGCCCGCCCAGGCCCACCGGGTGGCTCCG	UpstreamP1_CTCF	16
chr7	23510366	23510516	id-91570	1	+	NA	NONE	13
chr7	23560300	23560450	id-91571	2.97e-06	-	AGGCGGAGGTTGCAGTGAACCAAGAGATGGCGCCA	V_CTCF_BR	33
chr7	23568381	23568531	id-91572	1.56e-05	+	CATGTGCCACCCCGCAGGGCCTGTAGGAGTCTCTC	Upstream_CTCF	23
chr7	23570049	23570199	id-91573	4.14e-05	-	GTGTAGATGTTTATTCTAGTCACTAGGGGAAGCAC	UpstreamP1_CTCF	31
chr7	23572907	23573057	id-91574	7.84e-05	-	TTCAAATGCTGAAATCTTGCCCCCAGTGGTAGCAA	V_CTCF_BR	22
chr7	23584626	23584776	id-91575	1.34e-06	-	CAGCATCCCTGGCCTCTACCCACTAGATGTCAGTA	UpstreamP1_CTCF	37
chr7	23586722	23586872	id-91576	2.41e-08	+	CTGTTTTGAATGTCTACAGCCACCAGGTGGCAGTA	UpstreamP1_CTCF	40
chr7	23610326	23610476	id-91577	2.08e-07	+	GGTCACTGCAGCCATTTCAGCACCAGAGGGCACCC	UpstreamP1_CTCF	40
chr7	23694258	23694408	id-91578	6.82e-05	+	AGAAGGATGCAAGGAGCATCCAGCAGGTGGGGCTA	V_CTCF_BR	40
chr7	23701864	23702014	id-91579	1	+	NA	NONE	2
chr7	23719601	23719751	id-91580	1.61e-05	+	GCGCAGTTGCCGCGCGCGGCCTCCTCGGGCTTCAG	UpstreamP1_CTCF	36
chr7	23736697	23736847	id-91581	4.23e-08	+	AGATCAGTAGCACATGCAGCCGCCAGAGGGCAGCA	V_CTCF_BR	40
chr7	23752152	23752302	id-91582	1	+	NA	NONE	39
chr7	23785592	23785742	id-91583	1.46e-07	+	GCTGCAGTGGTGGCTGTGGGCAGGAGATGTCAGCT	Upstream_CTCF	0
chr7	23851301	23851451	id-91584	6.39e-05	-	ATTGTAATACCCAAACCAACCACTAGGAAAACTGT	Upstream_CTCF	38
chr7	23902938	23903088	id-91585	1.95e-07	+	CTTGTAAGTTTGTGTATGGCCACCAGGTGTAGCTC	Upstream_CTCF	39
chr7	23978668	23978818	id-91586	6.98e-07	+	TGACAGTGTTGCAGCTTTGCCAGGAGAGGGCTCAC	V_CTCF_BR	39
chr7	24045245	24045395	id-91587	3e-06	-	GTTCAGCCCCCCTAGTGGACAGGCAGGGGGAACAA	UpstreamP1_CTCF	16
chr7	24096975	24097125	id-91588	2.67e-06	+	TCAGCAATGCCATTTGCCACCGCTAGGAGTTCACA	Upstream_CTCF	26
chr7	24267341	24267491	id-91589	2.96e-05	-	CAGATGATACTCGGGCCTGCCAGTGGGAGGCTGTG	V_CTCF_BR	4
chr7	24324620	24324770	id-91590	8.71e-06	+	ACCGGACGGCGCCCGGAGCCCGCAAGGTGGTGCTA	V_CTCF_BR	14
chr7	24329990	24330140	id-91591	1.73e-05	+	ATGTCAAGAACCAAGTTCCCCAGAAGAGGTCACTA	V_CTCF_BR	37
chr7	24358049	24358199	id-91592	2.29e-05	+	CTGGGGTTGTTACCTCAGTCCTGCAGGGGATGCTA	UpstreamP1_CTCF	33
chr7	24421652	24421802	id-91593	7.46e-06	-	GTGACCTTCTCTAGGTGTTCCACTAGAGGGTGCTT	UpstreamP1_CTCF	40
chr7	24441726	24441876	id-91594	8.59e-05	+	GGATCATATACAAATTCTGACACTAGAGGGAGTGC	V_CTCF_BR	40
chr7	24478831	24478981	id-91595	1.76e-05	+	GAGCATTACATTTTTACGGCCTGTAGGGGCTTGTA	UpstreamP1_CTCF	8
chr7	24515337	24515487	id-91596	1	+	NA	NONE	7
chr7	24534529	24534679	id-91597	1.84e-05	-	TGGTTGGAGAAGAGTCTGGCCACTGGGTGGCCAAA	UpstreamP1_CTCF	12
chr7	24594956	24595106	id-91598	1	+	NA	NONE	3
chr7	24613198	24613348	id-91599	1.59e-06	+	GGTCGCGCCGCGCGCCGGGCCGGCCGGGGGCGCCC	V_CTCF_BR	1
chr7	24615893	24616043	id-91600	5.38e-05	+	TTCTGTTACTTGTATCTGACCACTGGGGGGAGACT	V_CTCF_BR	40
chr7	24627587	24627737	id-91601	1.04e-05	-	TAACAACCCTGGCCTCTACCCACTAGATGTCAGTA	V_CTCF_BR	40
chr7	24630913	24631063	id-91602	1	+	NA	NONE	23
chr7	24692314	24692464	id-91603	1	+	NA	NONE	2
chr7	24705396	24705546	id-91604	2.06e-07	-	ACTGAATTTTGATACTCTACCAGCAGGTGGCAGAA	Upstream_CTCF	40
chr7	24755564	24755714	id-91605	1	+	NA	NONE	38
chr7	24762678	24762828	id-91606	2.27e-05	-	TATTTCCAGCATTTGGTTTCCAAAAGGTGGCAGCA	V_CTCF_BR	38
chr7	24763269	24763419	id-91607	5.01e-06	-	AGCCCAAGGGTGCCCTCACCCAGAAGAGGGAGACA	V_CTCF_BR	1
chr7	24764067	24764217	id-91608	1	+	NA	NONE	0
chr7	24797354	24797504	id-91609	5.34e-06	-	GTGGGTGGCGGGTTCGGCCCCGCGAGGAGGCGCCG	V_CTCF_BR	25
chr7	24807621	24807771	id-91610	1.97e-06	-	GACTGTGCTGACCACAAAACCAGCTGGGGGCAGCC	V_CTCF_BR	26
chr7	24820330	24820480	id-91611	3.28e-05	+	CTTAGTGACCTTTGTCTACCCAGTAGATGGCATGC	V_CTCF_BR	0
chr7	24827812	24827962	id-91612	1.61e-09	+	GGGGCTCTCTCGGGTTCAGCCACTAGGGGGCACTG	V_CTCF_BR	40
chr7	24852068	24852218	id-91613	2.11e-08	+	ATACAGTTCCACACTGCAGCCAGCAGAGGGAGCTC	UpstreamP1_CTCF	40
chr7	24859935	24860085	id-91614	8.16e-07	+	TTTCCCTCATCAAGTGTGTCCTCAAGAGGGCGCTC	V_CTCF_BR	39
chr7	24861086	24861236	id-91615	1.16e-05	+	ACTTCTGTATGCCAGGCCTCCAGCAGGAGGACTGC	Upstream_CTCF	39
chr7	24882483	24882633	id-91616	1	+	NA	NONE	4
chr7	24902789	24902939	id-91617	2.15e-05	-	AAAAAGGAAAAAAGATCGCACAGGAGGTGGCGGTC	V_CTCF_BR	0
chr7	24921381	24921531	id-91618	3.97e-07	-	TGCCATGGAATGCTGGCAGCCACCAGAGGGAGAAG	V_CTCF_BR	35
chr7	24925046	24925196	id-91619	4.94e-06	+	ACTGTAGTTCAGCCCAGAAACAGCAGGGTGACAAG	Upstream_CTCF	8
chr7	24934591	24934741	id-91620	3.31e-06	+	CAGCCCCTCCCATGCCCAGCCACAAGGTGGAGTTT	UpstreamP1_CTCF	40
chr7	24935741	24935891	id-91621	5.9e-06	+	CTGCTTTTGTTTCAACAAACCACCTGGTGGTGAGG	UpstreamP1_CTCF	16
chr7	24940847	24940997	id-91622	7.84e-05	+	TGTACTCCAGCCTGCAGTGAGCCCAGATGGCGCCA	V_CTCF_BR	7
chr7	24947995	24948145	id-91623	1	+	NA	NONE	1
chr7	24964893	24965043	id-91624	1	+	NA	NONE	2
chr7	24985617	24985767	id-91625	1	+	NA	NONE	6
chr7	25019162	25019312	id-91626	1.19e-06	-	GGACGGCTCAGAGGATTGACCGCCAGGAGGAGCCG	V_CTCF_BR	39
chr7	25019734	25019884	id-91627	4.88e-05	-	GCGCGGCTCCTCGGGCTAATCGCCGGGCGGCGCGC	UpstreamP1_CTCF	23
chr7	25020137	25020287	id-91628	2.5e-05	+	GGGCAGGTTTACGGAGAAGGCTCCAGGGGACCCTT	UpstreamP1_CTCF	17
chr7	25020555	25020705	id-91629	1	+	NA	NONE	25
chr7	25021204	25021354	id-91630	1	+	NA	NONE	16
chr7	25022688	25022838	id-91631	1.11e-05	-	TAAGCATTTCCCTATATCGCCTCCTGCAGGCACGT	Upstream_CTCF	40
chr7	25024839	25024989	id-91632	1.84e-06	+	TTCTCATGCCTCAGCCTCCCCAGTAGCTGGCACTA	V_CTCF_BR	11
chr7	25025376	25025526	id-91633	2.94e-06	+	ATTGCCATAGCTCCTGCCACCATTAGGAGGCCGCC	Upstream_CTCF	9
chr7	25064813	25064963	id-91634	1	+	NA	NONE	12
chr7	25071151	25071301	id-91635	1.17e-05	+	AATGGGCCTTACAGGGCCATCTGCAGGGGGTGCCA	V_CTCF_BR	20
chr7	25100188	25100338	id-91636	1.26e-07	-	GCCACACCACACAGCGCAGCCTCCTGGGGGCGGTG	V_CTCF_BR	2
chr7	25109700	25109850	id-91637	2.2e-07	-	CAGCTACTGCTGATCACTGCCACTAGGTGTCGCTA	UpstreamP1_CTCF	40
chr7	25133056	25133206	id-91638	3.16e-05	-	TAAAGAGGTCACACTTGGCCCAGCAGGGGGCCCCC	Upstream_CTCF	40
chr7	25133956	25134106	id-91639	1.55e-07	-	ACTGCATTACATTTTGTGTCCACTGGGCGGCAATA	Upstream_CTCF	40
chr7	25138146	25138296	id-91640	1.46e-07	-	TTGCTTGGCCTCATAGTGAACACAAGAGGGCGCTG	UpstreamP1_CTCF	40
chr7	25143164	25143314	id-91641	1	+	NA	NONE	0
chr7	25188455	25188605	id-91642	1.28e-06	+	AGGTTCAGAGACTCTGCCGCCGCCAGGTGGTGGAA	V_CTCF_BR	8
chr7	25199718	25199868	id-91643	3.97e-07	-	AATTTAATATAGAAGTTAGCCACTAGATGGCGCCA	V_CTCF_BR	39
chr7	25219521	25219671	id-91644	1	+	NA	NONE	32
chr7	25220016	25220166	id-91645	7.07e-08	-	GGTATCGCCATCGCCGCCGCCGCTAGAGGGCGCCT	V_CTCF_BR	39
chr7	25220742	25220892	id-91646	7.62e-07	-	GGAGAAGCAGTTACCTTCTCCACAAGGGGGCAGGA	Upstream_CTCF	36
chr7	25255431	25255581	id-91647	2.72e-06	+	GTGCATTGCTTTTCTTAGTCCACTAGGAGTGACAC	UpstreamP1_CTCF	28
chr7	25256505	25256655	id-91648	4.11e-08	-	ATTGCAAAATTACTTTTGACCACTAGAGGGCAGAA	Upstream_CTCF	39
chr7	25299377	25299527	id-91649	1.21e-06	+	AAGCAGCCTCTCACTTTCACCACGTGGGGGCAGAC	UpstreamP1_CTCF	40
chr7	25353828	25353978	id-91650	5.41e-07	-	CTGTAGAAGCCGCTGGCTTCCCCAAGGTGGCACTG	UpstreamP1_CTCF	6
chr7	25357818	25357968	id-91651	1	+	NA	NONE	14
chr7	25429247	25429397	id-91652	1.59e-06	-	AGACTTCATCCTAGATCAACCAGCAGAGGTCACTC	V_CTCF_BR	39
chr7	25431002	25431152	id-91653	2.47e-05	+	TCTACCATTCTGAAATTTTCCAGATGGTGGCACTA	Upstream_CTCF	37
chr7	25432289	25432439	id-91654	1	+	NA	NONE	12
chr7	25457083	25457233	id-91655	1	+	NA	NONE	2
chr7	25584904	25585054	id-91656	1	+	NA	NONE	3
chr7	25605587	25605737	id-91657	4.11e-08	-	GGCGCTTTTCATAAAATGGACACTAGGTGGCGCCG	Upstream_CTCF	40
chr7	25608614	25608764	id-91658	8.16e-07	-	TCGTCGGTCACCCTGTTAACCGCCAGGGGTCGGTA	V_CTCF_BR	39
chr7	25619383	25619533	id-91659	8.91e-07	+	ACTGCTTTTTCATTAGGGGCCAGCAGGAGAAAAAG	Upstream_CTCF	3
chr7	25712256	25712406	id-91660	8.81e-07	-	AATCACAAATAATGCGTTGCCTGAAGGGGGCACTC	V_CTCF_BR	7
chr7	25714586	25714736	id-91661	1	+	NA	NONE	14
chr7	25717815	25717965	id-91662	1.41e-05	+	CTGGGCCACCACTGTGGCTCCACTGGGGGGCCCAG	UpstreamP1_CTCF	0
chr7	25748781	25748931	id-91663	1	+	NA	NONE	6
chr7	25760069	25760219	id-91664	1	+	NA	NONE	38
chr7	25820647	25820797	id-91665	5.67e-06	+	CCTGCGCTTCCACCTTCCACCGAGTGAGAGCACCA	Upstream_CTCF	2
chr7	25860176	25860326	id-91666	1	+	NA	NONE	40
chr7	25878311	25878461	id-91667	8.13e-06	+	GCAGCATTTCCCAAAGTGTCCGCCAGGGAATTTGA	Upstream_CTCF	10
chr7	25878832	25878982	id-91668	1.46e-07	+	CCTGCTATTCCTGAGGAGTCCACTAGAGGATGAGA	Upstream_CTCF	39
chr7	25883215	25883365	id-91669	6.19e-06	+	GGTCTCCTCCTCGGCAGCTCCAGCAGAGGGCCCTC	UpstreamP1_CTCF	28
chr7	25891338	25891488	id-91670	9.51e-07	-	CGCGTTTGTCTCGGAGAAACCACCAGGGGGCAATA	V_CTCF_BR	40
chr7	25894278	25894428	id-91671	3.6e-07	-	AGCGAAGTTCCACATGGCACCGCCAGATGGCATAA	Upstream_CTCF	40
chr7	25894655	25894805	id-91672	5.37e-06	+	GTGCAATATCCACCACTGAACACGTGAGGTCGTAC	UpstreamP1_CTCF	27
chr7	25932557	25932707	id-91673	1.97e-06	+	TGACAATTCCAGGCAAAAGACACCAGAGGGCACTA	V_CTCF_BR	39
chr7	25934306	25934456	id-91674	5.67e-06	+	TGTGAAGGTGTCCATTTGCCCACCAGGGGACTTGC	Upstream_CTCF	24
chr7	25935077	25935227	id-91675	9.06e-08	-	CTGAAAGCGCCGGGGCGGGCCAGCAGGGGGCGAGT	UpstreamP1_CTCF	40
chr7	25989460	25989610	id-91676	9.29e-06	-	AGTGCACTACAGAACTTTGTCTCTAGAGGCTGTGG	Upstream_CTCF	11
chr7	26008174	26008324	id-91677	1	+	NA	NONE	2
chr7	26035886	26036036	id-91678	4.31e-07	+	AACTCAGGCTGAAGAATGACCACAAGTGGGCACTA	V_CTCF_BR	24
chr7	26079098	26079248	id-91679	2.44e-07	+	GATGCTTTGTTGGGGCTGGGCGGCAGGGGGCGGGT	Upstream_CTCF	0
chr7	26101412	26101562	id-91680	4.7e-08	-	AGGTCTCTTCCTCCTTCAGCCAGCAGGGGGCTCTA	V_CTCF_BR	40
chr7	26118620	26118770	id-91681	9.84e-06	+	AAGCAAAGCCGGGATGGCTCAGGCAGGGGGCGCGC	UpstreamP1_CTCF	38
chr7	26121390	26121540	id-91682	2.91e-05	+	ACAGCTGTTAGGTAAAGAGCCCCTAGGGGTTCCCA	Upstream_CTCF	7
chr7	26130681	26130831	id-91683	3.16e-06	+	AAGTAAGTCTGCCAATCCACCAGCAGATGTCTCTG	UpstreamP1_CTCF	40
chr7	26131660	26131810	id-91684	4.65e-06	+	CTGTAGGAACCCTTTTCAGCCAGCAGGACCCTCAG	UpstreamP1_CTCF	37
chr7	26157200	26157350	id-91685	1.09e-06	-	ATGCTAATCTCCGCAGTTTCCACTGGGGGCCGGTG	UpstreamP1_CTCF	15
chr7	26191567	26191717	id-91686	4.41e-06	+	AGGATGGCCCAGCTCACGGCCACAGGGTGGCAAGG	V_CTCF_BR	21
chr7	26193153	26193303	id-91687	5.48e-05	+	GGGTCTATTCAGAGGCCAGCCGGCAGGCGGTCCCC	Upstream_CTCF	13
chr7	26195427	26195577	id-91688	5.34e-06	+	AAGTGGGAGAGGAATGTGTACTCCAGGGGGAGGTG	V_CTCF_BR	22
chr7	26208378	26208528	id-91689	4.7e-05	+	ATAGTGGTTTACATTCCCACCAGCAGGGGAGAAGT	Upstream_CTCF	23
chr7	26237795	26237945	id-91690	4.96e-08	-	GCTGAGATACTTAGAATCACCACCAGAGGGGGCAG	Upstream_CTCF	39
chr7	26273488	26273638	id-91691	1.34e-06	+	CAGTATTCCTGGACTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	9
chr7	26318559	26318709	id-91692	6.05e-06	+	ATTTTTAAATGATAATTTTCCAGCAGATGGCAGTA	V_CTCF_BR	29
chr7	26324799	26324949	id-91693	1	+	NA	NONE	31
chr7	26331366	26331516	id-91694	5.65e-05	+	AAGCAGGAGGCTAGCTCTGCAGGGTGGGGGCGCAC	V_CTCF_BR	27
chr7	26358795	26358945	id-91695	2.68e-05	-	GTTGTTATATACCAGAGTTCCTCAAGGAGGAGATA	Upstream_CTCF	8
chr7	26368594	26368744	id-91696	1.26e-05	-	GCTGCTGGGTGTGGAACAGACTGTAGGGGGCCAAA	Upstream_CTCF	9
chr7	26385582	26385732	id-91697	1.28e-06	-	AGACGCGCAGAGAGATCCACCACCAGAGGCAGCCC	V_CTCF_BR	5
chr7	26387738	26387888	id-91698	5.7e-05	-	TAGGTATTGTGGAAGGTCACCTCTAGGGGTGGAAG	Upstream_CTCF	4
chr7	26404848	26404998	id-91699	4.41e-06	-	ATGTACGAGATGATGTGAGCCACAAGATGGTGCTC	V_CTCF_BR	40
chr7	26408282	26408432	id-91700	8.59e-05	+	GATTTTTATGTCTTTGTGTTCAATAGAGGGCACCA	V_CTCF_BR	15
chr7	26409269	26409419	id-91701	1.19e-06	+	TCTCTTTTCATCTGTGTGTCCTCCAGATGGCAGTA	V_CTCF_BR	39
chr7	26416735	26416885	id-91702	5.28e-08	+	GGTGCCAGGCCGCCGGAGGACAGAAGGGGGCGCTG	Upstream_CTCF	40
chr7	26424911	26425061	id-91703	3.03e-05	+	GCTGAGTCAACCTTCATCCCCACAAGGGGGTGTAA	Upstream_CTCF	4
chr7	26437730	26437880	id-91704	1	+	NA	NONE	16
chr7	26438991	26439141	id-91705	4.14e-06	+	TCACTGGGGCAGCCACTGACCACAAGAGGCTGCCG	V_CTCF_BR	30
chr7	26530947	26531097	id-91706	1	+	NA	NONE	10
chr7	26540500	26540650	id-91707	5.51e-07	-	ACAGACTGTCTTAGATCTGCCAGTAGAGGGAACTC	V_CTCF_BR	39
chr7	26547402	26547552	id-91708	1.64e-07	+	GCTGGCACTCCCTCCCTGAGCAGCAGGGGGAAGAA	Upstream_CTCF	18
chr7	26589003	26589153	id-91709	8.58e-06	-	GTCCACCTGCTGTTTTTCACCTGTAGGGGTCAGCT	UpstreamP1_CTCF	12
chr7	26593425	26593575	id-91710	4.68e-05	+	CTCCTTGCAGAAATTTTCACCACCAGGGCGCACAC	UpstreamP1_CTCF	2
chr7	26602568	26602718	id-91711	5.34e-06	-	TGGGTGATGATCATCCATGCCTACAGGGGGCGCTA	V_CTCF_BR	21
chr7	26660124	26660274	id-91712	5.41e-06	+	TATGAAGTTCAGTGGCTGGGTGCCAGGTGGCGCCA	Upstream_CTCF	11
chr7	26696855	26697005	id-91713	1	+	NA	NONE	17
chr7	26707304	26707454	id-91714	9.51e-07	-	AGAAGTTTTTAGTCCTAGGCCAGTAGATGGCAGCA	V_CTCF_BR	40
chr7	26721544	26721694	id-91715	4.04e-08	+	CTGCACCACTCATTCTGAGCCACTAGATGGCGTAA	UpstreamP1_CTCF	40
chr7	26726094	26726244	id-91716	2.97e-06	+	AAGTAAATTATAAAAATGGACACTAGAGGGCACTG	V_CTCF_BR	39
chr7	26883426	26883576	id-91717	8.33e-05	+	TAGGAAAACCTCACCAGAACCACTAGAGAGAGCTC	Upstream_CTCF	35
chr7	26893525	26893675	id-91718	6.21e-05	+	ATACTTTTTAATTTTCTTCTCAGCAGGGGGAGCTA	V_CTCF_BR	40
chr7	26900102	26900252	id-91719	3.11e-05	+	GTAGGTGACTATTGGTGACTCAGTAGGTGGCACTC	V_CTCF_BR	16
chr7	27088202	27088352	id-91720	3.63e-05	-	CCCGCCGTCAGCCCAGTAGCTTCCAGAGGCAGGTG	V_CTCF_BR	3
chr7	27135728	27135878	id-91721	3.86e-05	-	GCTGCCGCCGCCTAGGCTGCCTGGGGGGGCGACTG	Upstream_CTCF	9
chr7	27138134	27138284	id-91722	1	+	NA	NONE	11
chr7	27150961	27151111	id-91723	1	+	NA	NONE	10
chr7	27169749	27169899	id-91724	5.77e-08	-	CCCCGCCACCCCAGGCGTCCCGGCAGGGGGCAGCG	V_CTCF_BR	19
chr7	27175571	27175721	id-91725	1	+	NA	NONE	5
chr7	27176121	27176271	id-91726	7.46e-06	-	CTGCACACCCTAGGAATCGCCAGCAGAGCACGCTT	UpstreamP1_CTCF	38
chr7	27181692	27181842	id-91727	1	+	NA	NONE	17
chr7	27183464	27183614	id-91728	3.97e-07	-	TGGGCGATGAGCCCTGCCTCCAGCGGGTGGCGCTC	V_CTCF_BR	36
chr7	27190521	27190671	id-91729	1.64e-06	+	GCGCCGGTCCCGGCGACGGCCACGGCGTGGCAGCA	UpstreamP1_CTCF	40
chr7	27190986	27191136	id-91730	1	+	NA	NONE	16
chr7	27200686	27200836	id-91731	2.12e-13	-	CTGCAGTACCAAACGGCGGCCAGCAGATGGCAGTG	UpstreamP1_CTCF	40
chr7	27203996	27204146	id-91732	1	+	NA	NONE	20
chr7	27204878	27205028	id-91733	9.84e-05	-	GGACCCTGGGCCAGCCTCCCCGGCAGGCGGCGACG	V_CTCF_BR	10
chr7	27208150	27208300	id-91734	1.93e-05	-	AAGGCCTCGGTTATGATCACGACCGGATGGCGGCA	V_CTCF_BR	15
chr7	27219454	27219604	id-91735	1.55e-08	-	CAACCTAGGCGCGCAGCCGCCACGAGATGGCGCAC	V_CTCF_BR	39
chr7	27222110	27222260	id-91736	1	+	NA	NONE	9
chr7	27235919	27236069	id-91737	5.01e-06	+	ATTACAAGGAGGCTTGTCAACGCGAGGTGGCGCCC	V_CTCF_BR	40
chr7	27240815	27240965	id-91738	2.6e-06	+	CCTCAAGTAGGATCTCCAGCCTGCAGAGGGTGCCT	V_CTCF_BR	9
chr7	27250070	27250220	id-91739	3.55e-08	+	CTGCAGTTGCGACCTCTTCCCACTAGATGTCTTCC	UpstreamP1_CTCF	40
chr7	27252796	27252946	id-91740	9.25e-06	+	GCCAGGTTCAGAGGCGCGCCAGGGAGAGGGCGCCC	V_CTCF_BR	4
chr7	27275065	27275215	id-91741	2.43e-06	+	CTTCCGCCTCTGGCGATCGGCAGTGGGGGGCGCAC	V_CTCF_BR	35
chr7	27309186	27309336	id-91742	2.78e-06	-	TGCTGAAACAGTTGGATGACCTGAAGGTGGAGCTG	V_CTCF_BR	7
chr7	27342355	27342505	id-91743	1	+	NA	NONE	12
chr7	27369675	27369825	id-91744	1	+	NA	NONE	32
chr7	27412122	27412272	id-91745	6.9e-05	+	GGTGCAGCTCCACCTCTTGCCTCTGGCAGTTTTGA	Upstream_CTCF	8
chr7	27417744	27417894	id-91746	6.84e-06	+	CTTCCTCTGGCCCATGGGGGCAGCAGTGGGCAAGA	V_CTCF_BR	33
chr7	27474760	27474910	id-91747	7.73e-06	+	AGAGAGAAGCCCAGAGTCACCAGTGGAGGGAGCCT	V_CTCF_BR	26
chr7	27600298	27600448	id-91748	4.66e-08	-	GCAGCAGTACTCATAGTAACCAAAAGGTGGAAACA	Upstream_CTCF	22
chr7	27616084	27616234	id-91749	2.11e-06	-	AGCATTGGAAAATTATGGGCCACTAGAGGTCACTG	V_CTCF_BR	39
chr7	27625727	27625877	id-91750	1	+	NA	NONE	4
chr7	27626450	27626600	id-91751	1.81e-06	-	ACTGCAGGGCTGTGGCACGCCAGCTGGTGGCTTCT	Upstream_CTCF	4
chr7	27645424	27645574	id-91752	3.4e-06	+	AGCAGGTTTGGATGCAATGCCACCTGGTGGCACAG	V_CTCF_BR	39
chr7	27676382	27676532	id-91753	3.86e-05	+	TCTGCAAAATAAAGGTGGGTCAGAAGGGGCAGTGC	Upstream_CTCF	22
chr7	27680584	27680734	id-91754	1	+	NA	NONE	7
chr7	27701858	27702008	id-91755	2.66e-05	+	GCACCCTGGGGGCGCTGAAAGACCAGGGGTCGCTG	V_CTCF_BR	12
chr7	27702370	27702520	id-91756	7.78e-06	-	CTCGCAGTCTGTGGGCCCTCCGGGAGGCGGCGGAG	Upstream_CTCF	19
chr7	27702703	27702853	id-91757	1	+	NA	NONE	25
chr7	27703376	27703526	id-91758	1	+	NA	NONE	14
chr7	27729296	27729446	id-91759	1.59e-06	+	GCTGTTGCTGGTGTCATAGCCACATGATGGCACTA	V_CTCF_BR	39
chr7	27762758	27762908	id-91760	8.61e-08	-	AGCACACTCCTGCCAGCAGCCAGCAGATGGCTGTG	V_CTCF_BR	37
chr7	27784816	27784966	id-91761	5.37e-06	+	CTACACTTCCCAGGCATTACCACAAGGTGATGCAG	UpstreamP1_CTCF	39
chr7	27814451	27814601	id-91762	2.84e-05	-	ATGTGGCACAGTTATGTGATCGCTAGAGGGAGACA	UpstreamP1_CTCF	37
chr7	27824177	27824327	id-91763	1.19e-06	-	TGATTTTACTAACTTTTCTCCACCAGGGGGCAGGC	V_CTCF_BR	39
chr7	27876288	27876438	id-91764	4.65e-06	-	GTGTGCTGCTGTGCAGTGGCCAGTAGGGAACTGCG	UpstreamP1_CTCF	5
chr7	27881844	27881994	id-91765	1	+	NA	NONE	9
chr7	27922787	27922937	id-91766	1.03e-05	-	TAGCTGCTTTTTCTTTGTCCCAGCAGGGGTCTCTG	UpstreamP1_CTCF	3
chr7	27960940	27961090	id-91767	5.51e-07	-	TACACTACAAAACTTCTGGCCTGCAGAGGGCTCTA	V_CTCF_BR	38
chr7	27962939	27963089	id-91768	2.53e-05	+	CAGCCAAAGTTAAAACAGGCCAGCTGGTGGCTCCT	V_CTCF_BR	5
chr7	27968860	27969010	id-91769	1.55e-08	+	AGCATATCGGGTGCTGTGGCCAGCAGGGGGAGGGA	V_CTCF_BR	20
chr7	27973935	27974085	id-91770	1	+	NA	NONE	40
chr7	28060067	28060217	id-91771	3.4e-06	-	AGTGTCATGACACTTGTAACCACAAGATGTCAGTA	Upstream_CTCF	40
chr7	28072451	28072601	id-91772	1.55e-05	-	GCTGAGGGGAGTTGCTGGAGCTGCAGTGGGAGGAC	V_CTCF_BR	25
chr7	28081495	28081645	id-91773	1	+	NA	NONE	4
chr7	28101862	28102012	id-91774	6.46e-07	+	ACCTCAGTGTTAGGCCTTGTCAGTAGAGGGCGCCG	V_CTCF_BR	40
chr7	28118017	28118167	id-91775	1.15e-07	-	TAGCAATGCAGCCTGCCTACCGCAAGAGGGCAGTG	UpstreamP1_CTCF	40
chr7	28123883	28124033	id-91776	1.7e-05	-	TTTGTAATTGGTTCCAAAGCCACTAGTTGGCCTGA	Upstream_CTCF	6
chr7	28133366	28133516	id-91777	3.65e-07	-	GGCTTGTTTGCAGGCATTGCCACAGGGGGGCGCTA	V_CTCF_BR	40
chr7	28136369	28136519	id-91778	3.67e-07	-	TTGAAATGTGGTCAGTATACCAGCAGAGGGCAGTG	UpstreamP1_CTCF	40
chr7	28182348	28182498	id-91779	1.15e-06	+	CATGAGATGCAGGGTATGGCCAGCAGAGAGCAGGC	Upstream_CTCF	23
chr7	28184087	28184237	id-91780	6.67e-08	+	CAGCAGTGACACCACTCTGTCACCAGGAGGCTGGG	UpstreamP1_CTCF	17
chr7	28197602	28197752	id-91781	1.64e-05	+	AGAACCCTGCACAATGTGCCCTGCAGGGGGAATTA	V_CTCF_BR	7
chr7	28203765	28203915	id-91782	1	+	NA	NONE	12
chr7	28220311	28220461	id-91783	5.68e-06	+	ATGGAAGGAGAGCGAGGAGCCACCGGGAGGCAGAG	V_CTCF_BR	7
chr7	28245206	28245356	id-91784	1.48e-05	-	CAGGAGTTAGAGGTGACAGCCACTAGGGTGACCAA	UpstreamP1_CTCF	9
chr7	28285132	28285282	id-91785	5.08e-05	+	TTTCTGTAGCTGTCACTTATCTGCAGGTGACGCTG	UpstreamP1_CTCF	2
chr7	28312087	28312237	id-91786	1.15e-07	-	CCCAGAGGAAGGAGGAAGGCCACAAGGGGGCAGAG	V_CTCF_BR	40
chr7	28336644	28336794	id-91787	5.68e-06	+	AGAAGCATGTTCAAGGTGCACAGTAGGGGGCGCCT	V_CTCF_BR	40
chr7	28338622	28338772	id-91788	2.78e-06	+	AATTCAACCAACCGTATTGCCACTGGGTGGCACAA	V_CTCF_BR	39
chr7	28400498	28400648	id-91789	1	+	NA	NONE	18
chr7	28402546	28402696	id-91790	5.7e-05	+	AAGGATTTTATAATATCTAACACTAGGGGGAGAAA	Upstream_CTCF	30
chr7	28403824	28403974	id-91791	3.79e-08	-	CTGCAATTTGGGTATGTCACCACCAGGGAGCAGTT	UpstreamP1_CTCF	38
chr7	28423700	28423850	id-91792	1.7e-05	-	TTTTTCATTCCCAGCATGTCCAGTGGGTGGCCTGT	Upstream_CTCF	16
chr7	28429143	28429293	id-91793	3.63e-06	+	AGTTGTGGGTTTAAAACTTCCTGTAGAGGGCGCTA	V_CTCF_BR	39
chr7	28451989	28452139	id-91794	1	+	NA	NONE	32
chr7	28466331	28466481	id-91795	5.3e-05	-	CTGTCATGGAGCTTACAATCCAGGAGAGGGAGTTT	UpstreamP1_CTCF	20
chr7	28484261	28484411	id-91796	1.84e-05	+	CTGCTGGTCTGCCCTGTCGGCACCTGAAGCTATTG	UpstreamP1_CTCF	1
chr7	28498423	28498573	id-91797	1	+	NA	NONE	12
chr7	28512096	28512246	id-91798	1	+	NA	NONE	7
chr7	28547308	28547458	id-91799	5.38e-05	+	GCTAGAAACTTCCACGAGGAAACTAGGTGGCACTG	V_CTCF_BR	4
chr7	28550639	28550789	id-91800	3.4e-06	+	CCTGCCTTCAGGTAGTTTACCTCTAGGGGGCAAGA	Upstream_CTCF	5
chr7	28568889	28569039	id-91801	8.03e-07	+	GAAGCACTTCCCTGTGCTCCCTGCAGAGGACCCTG	Upstream_CTCF	6
chr7	28575998	28576148	id-91802	1	+	NA	NONE	35
chr7	28610449	28610599	id-91803	1	+	NA	NONE	2
chr7	28647494	28647644	id-91804	1	+	NA	NONE	1
chr7	28654849	28654999	id-91805	6.9e-05	+	GTGGCAGTGTAGCCCCTGGCCAACATGTAGCATTC	Upstream_CTCF	36
chr7	28663610	28663760	id-91806	6.84e-06	-	ATCTGGTTTAGGTTGAATACCTGTAGAGGGCAGCA	V_CTCF_BR	25
chr7	28666352	28666502	id-91807	9.27e-07	-	CGGTAGGCTCCCTTTCTGAACACCAGGGGGAGTAA	UpstreamP1_CTCF	40
chr7	28788990	28789140	id-91808	8.58e-06	-	AAGCAAGTAGACGCTCCAACCGCTGGGTGCCACTC	UpstreamP1_CTCF	7
chr7	28793693	28793843	id-91809	3.81e-05	+	ATGAATAGTAGCATTGTGGCCGGGTGAGGTCACTG	V_CTCF_BR	27
chr7	28848790	28848940	id-91810	4.41e-06	+	ACAATACAGCCACCCCAGCCCACAGGGGGGCGCCG	V_CTCF_BR	24
chr7	28880218	28880368	id-91811	1	+	NA	NONE	39
chr7	28893909	28894059	id-91812	4.31e-07	-	GGATGATTTCCCCACGGCGGCGCCAGAGGGCGCCC	V_CTCF_BR	39
chr7	28918937	28919087	id-91813	7.73e-06	+	CAATCACAATTAATGAGCTCCAGCAGGGGGCAAAG	V_CTCF_BR	23
chr7	28922675	28922825	id-91814	1	+	NA	NONE	1
chr7	28961502	28961652	id-91815	4.3e-08	+	CTGTAAATTCCCAGAATGGCCACCAGAGGGAATCA	UpstreamP1_CTCF	40
chr7	28962356	28962506	id-91816	5.08e-05	+	ATGATGGTAAGCCTCGAGACCACACGGTGGCGCTG	UpstreamP1_CTCF	40
chr7	28966750	28966900	id-91817	9.62e-08	+	GTGCTACAAAGAGAAGTGACCGCTAGAGGGCAATA	UpstreamP1_CTCF	40
chr7	28995741	28995891	id-91818	6.18e-07	-	CGAGCACCGCAGTCCCCGGCCGCTGGGCGGCGCGC	Upstream_CTCF	35
chr7	28996307	28996457	id-91819	3.88e-06	+	CGGCCGTGGGTAGGGGCTGCCGCCTGCGGTCAGCG	V_CTCF_BR	35
chr7	28997457	28997607	id-91820	1.38e-06	-	CCCCAGCATCTCCTGTGCACCAACAGGGGGCTCCG	V_CTCF_BR	13
chr7	28998242	28998392	id-91821	2.97e-06	+	GCAGGCGGAGAAAGAGGAGACGGCAGAGGGAGGAC	V_CTCF_BR	7
chr7	29024503	29024653	id-91822	3.16e-06	+	TGGCACCTGCAGCCAGGGGCCAGGAGGGGTCGTGT	UpstreamP1_CTCF	12
chr7	29059015	29059165	id-91823	2.81e-05	-	CTAGGGGAGCAGTACGGTACCGAGAGAGGGAGCAA	V_CTCF_BR	22
chr7	29131463	29131613	id-91824	1	+	NA	NONE	23
chr7	29142286	29142436	id-91825	1.38e-06	-	GTCCAAGTTCATGGGTTGGTCACCAGGGGTCGCCA	V_CTCF_BR	39
chr7	29146116	29146266	id-91826	3.11e-05	-	AGCACAATATTAAGCTTTGTCAGTAGAGGGTGCTG	V_CTCF_BR	39
chr7	29153581	29153731	id-91827	8.71e-06	+	TCGACTAAAGATGCCTTTGACGGTAGGTGGAGCCC	V_CTCF_BR	38
chr7	29159547	29159697	id-91828	5.63e-06	+	TAGTATTAGCATTAAGTGACCACTGGGGGACAGGC	UpstreamP1_CTCF	23
chr7	29186696	29186846	id-91829	5.3e-05	-	CTGTCTGGCTCGATGCCCAGCACCTGGTGGTGGCT	UpstreamP1_CTCF	14
chr7	29229450	29229600	id-91830	1.34e-06	+	GTGCCGCCACTAGGGGTCCCCAGCAGCAGGCGATG	UpstreamP1_CTCF	39
chr7	29279380	29279530	id-91831	1.41e-06	+	CTGCAGAGCACATGCCCCACCTAAAGAGGGCAGCA	UpstreamP1_CTCF	38
chr7	29284032	29284182	id-91832	3.11e-05	+	TCAAGGCTGATAGGTTTCACCTCTAGGGGCAGCGC	V_CTCF_BR	29
chr7	29336941	29337091	id-91833	2.15e-05	+	GACCCATCTTAGCCTCCTGCTGACAGGGGGCGCTG	V_CTCF_BR	34
chr7	29349023	29349173	id-91834	1.85e-07	-	CTGAGGTGGCATGCTCCCACCACCGGGGGCCACTG	UpstreamP1_CTCF	28
chr7	29385345	29385495	id-91835	9.49e-08	-	CTTGGGCTGGAGCCTGTGGTCACTAGAGGGCACCG	V_CTCF_BR	36
chr7	29448491	29448641	id-91836	5.28e-08	-	CATGTAACTCTCCTTTCAGCCACAAGATGGCACTA	Upstream_CTCF	40
chr7	29578040	29578190	id-91837	1.93e-05	+	AAACCTCAGCTGATGCCTGCCCACAGAGGGAGCAC	V_CTCF_BR	12
chr7	29596154	29596304	id-91838	1	+	NA	NONE	34
chr7	29602728	29602878	id-91839	1	+	NA	NONE	5
chr7	29628900	29629050	id-91840	2.32e-08	-	GGAGCATTCCTTCCAGTGACCACTAGAGGCAGCAC	Upstream_CTCF	40
chr7	29649489	29649639	id-91841	3.88e-06	-	CAGACCTTACTCTAGCAAACCGCTAGGTGGCACTA	V_CTCF_BR	40
chr7	29652365	29652515	id-91842	5.13e-05	-	TCTTTCTTGTAAATTGTGGTGGCCAGGGGGCAGCG	V_CTCF_BR	6
chr7	29662649	29662799	id-91843	2.01e-05	-	TTGCACTACAGCCTGGGCAACAGAGGGAGACACTG	UpstreamP1_CTCF	8
chr7	29675419	29675569	id-91844	3.1e-07	+	GAGCTATTGTGAATAAGTGGCAGCAGAGGGCACTC	UpstreamP1_CTCF	40
chr7	29681606	29681756	id-91845	5.13e-05	+	GGTGGTTAGCAGGAGCTGGGCGGTAGGGGGTGTTG	V_CTCF_BR	0
chr7	29723909	29724059	id-91846	1	+	NA	NONE	14
chr7	29788029	29788179	id-91847	6.73e-07	+	GAGCTATTTTGAATAAGTAGCAGCAGAGGGCACTC	UpstreamP1_CTCF	38
chr7	29803975	29804125	id-91848	1.21e-06	+	GCGCAGGAAGGGGGCCTGCCCACAGGGTGGAGGTA	UpstreamP1_CTCF	22
chr7	29837260	29837410	id-91849	1.47e-05	-	AGGAACAAGGGGTGGTGCGCCTCCTGAGGCCACTC	V_CTCF_BR	3
chr7	29846213	29846363	id-91850	1.96e-08	-	CCCGCGCGGGAAGCCGCTACCTGCAGGTGGCGGAG	V_CTCF_BR	11
chr7	29847161	29847311	id-91851	5.65e-05	-	TCCCTGCAGAAACTTCTTTCCAGAGGGAGGCGCAC	V_CTCF_BR	15
chr7	29848968	29849118	id-91852	4.43e-05	-	TCTTTTCTAAATATTCCAGCAGCCAGATGGCAGAA	V_CTCF_BR	0
chr7	29855151	29855301	id-91853	5.08e-05	-	GGTGCACATGTCTGAAATAACACGTGGGGGCTCTG	Upstream_CTCF	4
chr7	29879074	29879224	id-91854	3.22e-05	-	ATTCATTCCGGGCAGATTACCACAGGGTGACGCTC	UpstreamP1_CTCF	12
chr7	29880450	29880600	id-91855	7.31e-05	-	GTGCCTTATCCTTCACCAACCACCAGGGTATGTCC	UpstreamP1_CTCF	10
chr7	29894210	29894360	id-91856	1.83e-05	+	TGATAAATGTCAGAGGCACCCAGTAGAGGGAGATG	V_CTCF_BR	26
chr7	29912384	29912534	id-91857	2.96e-05	-	TGAGCGCCCCGATGATCTCCCGCTAGAGGTCTCTC	V_CTCF_BR	23
chr7	29917806	29917956	id-91858	7.55e-07	+	ATAATCTGGCCACTTTCATCCACCAGTGGGCACTG	V_CTCF_BR	40
chr7	29921407	29921557	id-91859	1.48e-06	-	AGAGAAAACACAAAGGAGGCCAGGAGGTGGCGGGA	V_CTCF_BR	0
chr7	29924171	29924321	id-91860	1	+	NA	NONE	10
chr7	29961158	29961308	id-91861	4.11e-07	-	TTGTGATGTCCTAGTCCTACCACTAGAGGGCATGG	UpstreamP1_CTCF	40
chr7	29963731	29963881	id-91862	1.34e-06	+	TTGCAGCGGACACTGAAACCCTCTAGGGGGCCAGC	UpstreamP1_CTCF	11
chr7	29986555	29986705	id-91863	6.18e-07	+	GCGGCAGATTCATGTGATTCCAGAAGAGGGCAGTG	Upstream_CTCF	40
chr7	29993299	29993449	id-91864	2.72e-06	+	GTGTCCCTCGCAGACCTCTCCATCAGGTGGCAGAG	UpstreamP1_CTCF	8
chr7	30017992	30018142	id-91865	2.72e-05	-	GTGCAATTACACAAAGGTGAGGAGAGGTGGCGCTT	UpstreamP1_CTCF	22
chr7	30052443	30052593	id-91866	6.23e-05	+	GGGAAATTTTCACTTTTCATTAGTAGAGGGCAGTA	UpstreamP1_CTCF	3
chr7	30059139	30059289	id-91867	1	+	NA	NONE	21
chr7	30067949	30068099	id-91868	1	+	NA	NONE	4
chr7	30068720	30068870	id-91869	1	+	NA	NONE	20
chr7	30069427	30069577	id-91870	6.9e-05	-	GAAGAGATTCTGGGTACGCCCAATAGGGGCACCTT	Upstream_CTCF	23
chr7	30101553	30101703	id-91871	3.4e-06	-	AGCTGCCTCACCTCTTCAGCCACAAGAGGGCTTCA	V_CTCF_BR	25
chr7	30102338	30102488	id-91872	2.15e-05	-	CCCCTATACCCTGTATCCTCCTCTAGGGGTCTCCA	V_CTCF_BR	37
chr7	30114171	30114321	id-91873	2.1e-06	-	AAAGGAATGAATACAATGGGCAGCAGAGGGAGCTA	Upstream_CTCF	39
chr7	30199514	30199664	id-91874	8.16e-07	+	AGACTTACACATTTACTCACCAGGAGGTGGCAGCG	V_CTCF_BR	40
chr7	30204214	30204364	id-91875	3.73e-06	+	GATGCTTTTTAATTAGAAGCCTCTAGAGGTCAGCA	Upstream_CTCF	40
chr7	30208655	30208805	id-91876	1	+	NA	NONE	12
chr7	30212772	30212922	id-91877	7.27e-06	-	CTGTACATTCTGCACAGGCCCAGCTGTGGGCGCAA	V_CTCF_BR	36
chr7	30266520	30266670	id-91878	9.39e-07	+	GCAGAAGGCCTGTCAATTTCCAGCAGGGGCAGCGC	Upstream_CTCF	34
chr7	30285652	30285802	id-91879	3.65e-07	-	AATAGCCTGGGTGCCATGAACAGCAGGGGGAGGCA	V_CTCF_BR	5
chr7	30315841	30315991	id-91880	1.11e-05	+	TTGGCAGTGCAGTTTTGTATCACTAGATGTCAGTG	Upstream_CTCF	40
chr7	30323810	30323960	id-91881	1	+	NA	NONE	30
chr7	30324502	30324652	id-91882	7.12e-06	+	CGGCGGTAGCAGCGGCCGCCCGAGAGGAGGCGGTG	UpstreamP1_CTCF	35
chr7	30391927	30392077	id-91883	3.4e-06	-	CAATGATTACGATTTTTAACCAGAAGTGGGCACTA	V_CTCF_BR	19
chr7	30436133	30436283	id-91884	1.13e-05	+	CTGCGAGGCCTTTCGGTGCTTGCTAGGGGGCACCA	UpstreamP1_CTCF	36
chr7	30452765	30452915	id-91885	8.21e-06	-	TGCAATTGAGTGACTTTCATCACAAGAGGGCAGCA	V_CTCF_BR	40
chr7	30485579	30485729	id-91886	1.03e-05	-	CATCAGTACACCAGAAGGACCACTGGGGCTCGCTG	UpstreamP1_CTCF	31
chr7	30492507	30492657	id-91887	1.64e-05	-	AGTTCGTGCTGTGCTATGCCCAGAAGGAGGAGCTG	V_CTCF_BR	1
chr7	30493648	30493798	id-91888	1.64e-06	+	TAGCAGTGGCTGGCAGGCACCTGCAGGGGCTGTGG	UpstreamP1_CTCF	10
chr7	30508980	30509130	id-91889	1	+	NA	NONE	38
chr7	30518131	30518281	id-91890	1	+	NA	NONE	27
chr7	30518392	30518542	id-91891	8.98e-06	-	CGGCAGGCTCTTGGGCGCGCCAACAGAGGGGCGCG	UpstreamP1_CTCF	8
chr7	30544786	30544936	id-91892	1.28e-06	-	GGCAGGACCCGGCGAGCTGCCGGATGAGGGAGCCG	V_CTCF_BR	24
chr7	30549853	30550003	id-91893	1.03e-09	+	GTGTACTGACCCAGGTTGGCCAGCAAGGGGCAGTA	UpstreamP1_CTCF	40
chr7	30551751	30551901	id-91894	1	+	NA	NONE	5
chr7	30588494	30588644	id-91895	4.88e-08	+	ATGTCCTACACCATTATTTCCACCAGGTGGCAGCG	UpstreamP1_CTCF	40
chr7	30590847	30590997	id-91896	1	+	NA	NONE	6
chr7	30602154	30602304	id-91897	2.97e-06	+	TCCGATAAGGCTGTTCTGGCCACTAGATGGTGGTT	V_CTCF_BR	22
chr7	30604014	30604164	id-91898	1.46e-08	-	AGAGCACGTTTCACTCTGTCCAGCAGAGGGCAGCA	Upstream_CTCF	40
chr7	30636061	30636211	id-91899	3.56e-06	-	ACTGCAGTTCCAGGCTAACGTGGCAGAGGGAGGGG	Upstream_CTCF	26
chr7	30665030	30665180	id-91900	1.17e-05	+	TATCCAGCTTCTGAGACAACCACATGAGGGCTCTC	V_CTCF_BR	19
chr7	30720251	30720401	id-91901	1.09e-06	-	CCGCACTCTCCTGGCTGCACCAGCTGAGGGCTCTG	UpstreamP1_CTCF	7
chr7	30721083	30721233	id-91902	1.21e-05	-	TAGACAATGCTTCCCCTGCCCAGGAGGGGGACCTA	Upstream_CTCF	4
chr7	30722271	30722421	id-91903	1.39e-07	+	GGGGATCGCAGGCCCCCGAGCTGCAGGGGGCAGCA	V_CTCF_BR	25
chr7	30727293	30727443	id-91904	5.21e-08	-	GCCTTCCTCTGCCCTCCCTCCAGCAGGTGGCACAG	V_CTCF_BR	2
chr7	30741943	30742093	id-91905	1.39e-05	+	ATGAGGGCCCTCTCTTGGGTCTGTAGGTGGCACCT	V_CTCF_BR	32
chr7	30746329	30746479	id-91906	5.63e-06	+	GTGTGGAACTACTTCCTGGCCTCCAGATGGCCATC	UpstreamP1_CTCF	1
chr7	30756978	30757128	id-91907	2.1e-05	-	CGCTCCCTACCAGGCTCATCCTCCAGAGGGCCTCA	Upstream_CTCF	18
chr7	30766225	30766375	id-91908	3.8e-07	+	TGGGCCAGTGCCACTGTCACCAGCAGGTGGGGGCA	Upstream_CTCF	7
chr7	30780171	30780321	id-91909	8.62e-10	-	GTGGCAATGGCTTCCATGGCCACCAGAGGGCAGTG	V_CTCF_BR	40
chr7	30783113	30783263	id-91910	1	+	NA	NONE	38
chr7	30784914	30785064	id-91911	3.6e-07	+	CCTGCCCTTCCAGCCTTTCCCACCAGGAGTTTCAC	Upstream_CTCF	3
chr7	30785923	30786073	id-91912	2.81e-06	+	GATGTTATACTAGATGTTACCACTGGGGGAACCTG	Upstream_CTCF	37
chr7	30789241	30789391	id-91913	1.31e-05	+	GTTTGGATTCATTCCTCTGGCAGCAGGAGGCACTG	V_CTCF_BR	8
chr7	30795086	30795236	id-91914	1.38e-07	-	CAGCAGGCACACTCCATGGCCAGCAGGGTGAGCAC	UpstreamP1_CTCF	13
chr7	30811242	30811392	id-91915	9.66e-05	-	AATGTAGTTTCCCCTGTCCCGGGAAAGCGGCGCTC	Upstream_CTCF	25
chr7	30825562	30825712	id-91916	1	+	NA	NONE	0
chr7	30830842	30830992	id-91917	2.78e-06	-	TAAGCTGACCCAGGGAGGTCCTGGAGGGGGAGCTG	V_CTCF_BR	18
chr7	30835300	30835450	id-91918	1	+	NA	NONE	12
chr7	30840431	30840581	id-91919	1.19e-06	+	AGGTTTTGCAGAAGAATGGACAGTAGATGGCAGCA	V_CTCF_BR	40
chr7	30879583	30879733	id-91920	2.38e-07	-	GAAGACCAGCTGAGTTTGGCCACAAGAGGGAGGGA	V_CTCF_BR	8
chr7	30925742	30925892	id-91921	1	+	NA	NONE	2
chr7	30928302	30928452	id-91922	1.84e-06	-	TGCAGGGAGAGTACTGGAAACACCAGAGGGAAGCA	V_CTCF_BR	6
chr7	30928655	30928805	id-91923	2.66e-05	-	ACATCCTGAATCCAGACTCCCAGAGGGTGGCAGAA	V_CTCF_BR	19
chr7	30934761	30934911	id-91924	3.4e-06	-	TCCGCATTTCTAAGCCTGGACATCAGGCGGTGCTG	Upstream_CTCF	31
chr7	30942433	30942583	id-91925	4.24e-07	-	GCAGAAGTCACAAAGCCTTCCAGCAGGAGGCAGAG	Upstream_CTCF	5
chr7	30948417	30948567	id-91926	3e-06	-	TGGCTGTCGCCAGGAGGCGCCACCAGAATGCAGGC	UpstreamP1_CTCF	30
chr7	30953985	30954135	id-91927	2.37e-05	+	AAAGCTGGCTAAGAGCAGCCCAGCAGGGGCAGTGC	Upstream_CTCF	13
chr7	30978477	30978627	id-91928	4.92e-12	+	CGGCAGTTGCGCGTCATCACCACCAGGGGGCACCA	UpstreamP1_CTCF	40
chr7	31014537	31014687	id-91929	3.09e-07	-	TGGGCCCTTTGATGATCCACCAGTAGGGGGAGGTG	V_CTCF_BR	40
chr7	31017608	31017758	id-91930	1.74e-08	-	GCCCATGGCAAATCCATGGCCAGCAGAGGGAGCGC	V_CTCF_BR	40
chr7	31023316	31023466	id-91931	3.83e-09	+	AGCGCAATGATCATCCTGGCCACCAGGTGGCAGTC	V_CTCF_BR	40
chr7	31069350	31069500	id-91932	1	+	NA	NONE	0
chr7	31091944	31092094	id-91933	4.88e-05	+	ACTGCCGCGCCGCGCGGGGCGGGCAAAGGGGGCGC	Upstream_CTCF	4
chr7	31096462	31096612	id-91934	6.21e-05	+	GGAATCACCTTCCCAAATCCATCCAGGGGGCGCTC	V_CTCF_BR	15
chr7	31099288	31099438	id-91935	2.11e-06	+	TGTAAGCTCTGAGCGTTGTCCAGTTGGGGGCAGTG	V_CTCF_BR	22
chr7	31100964	31101114	id-91936	1.13e-05	+	CGCCAGAGGCAGCCTGTGGCCACCAGGGGCGTGGC	UpstreamP1_CTCF	21
chr7	31105002	31105152	id-91937	1.22e-07	-	CCTGCAATGTGTGCTTCCTCCAGTGGAGGGAAGCA	Upstream_CTCF	12
chr7	31162324	31162474	id-91938	1.82e-07	-	CGTGTTACCAACCAAATGACCAGAAGAGGGCAGTG	V_CTCF_BR	40
chr7	31164215	31164365	id-91939	5.68e-06	+	CTCAGCACTTTGGGAGGCCCCAGCAGGAGGAGCCC	V_CTCF_BR	38
chr7	31166719	31166869	id-91940	2.23e-06	-	GTGCACATTGTTCTTTGCTCCAGCAGAGGGAACAA	UpstreamP1_CTCF	37
chr7	31168791	31168941	id-91941	2.37e-05	+	CTTGGCATATCCTAGGTCTCAGCTAGGTGGCGGCT	Upstream_CTCF	32
chr7	31174189	31174339	id-91942	3.73e-09	+	CTCTAGTTCTAACAATCGGCCACTAGATGGCACTA	UpstreamP1_CTCF	39
chr7	31185063	31185213	id-91943	3.31e-06	+	TTGTAGCTAAGTTGTATGTGCATTAGGGGGCACTC	UpstreamP1_CTCF	9
chr7	31186316	31186466	id-91944	1	+	NA	NONE	2
chr7	31215418	31215568	id-91945	1.21e-05	+	GTAGGGTTTCCTTAAATGACCTCCAGAGGGAGTTT	Upstream_CTCF	26
chr7	31232640	31232790	id-91946	3.4e-06	+	GCTGCGGATTGCCGCGCTGCCCCTAGAGGTCAGTC	Upstream_CTCF	39
chr7	31291194	31291344	id-91947	2.02e-06	-	CTCTACCTCTCTCAATCCTCCTCCAGGTGGCAGTT	UpstreamP1_CTCF	8
chr7	31376230	31376380	id-91948	1.52e-09	-	CTGCACTGCCCGTGTCCCGCCCGCAGTGGGCGCCC	UpstreamP1_CTCF	9
chr7	31406550	31406700	id-91949	5.41e-07	+	CGGCTGTGCTCTGCAGAGTCCAAAAGGGGGAGCTT	UpstreamP1_CTCF	9
chr7	31413074	31413224	id-91950	2.47e-05	+	CATGTCCATTCTGTTCATGCCACTAGGGGTCCTCA	Upstream_CTCF	40
chr7	31483097	31483247	id-91951	3.55e-08	+	ATGAAGTAATGTGTGATATCCACTAGGGGGCAGTA	UpstreamP1_CTCF	40
chr7	31515813	31515963	id-91952	1.48e-06	-	TACCGTGCAGATGCCTCCACCAACAGATGGCAGTG	V_CTCF_BR	18
chr7	31528331	31528481	id-91953	1.61e-09	-	AGGGCTGCTGCGCCCCCGAACACCAGGGGGCGCCA	V_CTCF_BR	40
chr7	31673643	31673793	id-91954	1.21e-06	-	AGGCACTTTGTGGGAATAATCACCAGATGGCAGCA	UpstreamP1_CTCF	40
chr7	31688027	31688177	id-91955	1.48e-06	+	TTTCCATGTTTCCAAATAACCAGAAGATGGCAGCA	V_CTCF_BR	33
chr7	31691526	31691676	id-91956	8.81e-07	+	CGTTACGTGAGGCCCTGAGGCAGCAGGTGGCAGAG	V_CTCF_BR	1
chr7	31694183	31694333	id-91957	3.09e-06	-	TGTGCCATTCCCTGCATTTCCACTGGGGTGGGAGC	Upstream_CTCF	6
chr7	31702894	31703044	id-91958	9.29e-06	+	GTTGTAATGCCATTCGTTACCAGTACATGTCAGGA	Upstream_CTCF	10
chr7	31768939	31769089	id-91959	6.15e-05	+	ACTGTTAATATAGCACAAGCCTGAAGAGGGGGCAC	Upstream_CTCF	26
chr7	31776112	31776262	id-91960	4.64e-09	-	CTGCAATGTGACAATTTTTCCTGCAGGTGGCGGTG	UpstreamP1_CTCF	40
chr7	31783999	31784149	id-91961	6.67e-08	-	CTGCACTGCCACCTGGTGTCCTGTAGAGGCATGAG	UpstreamP1_CTCF	39
chr7	31803304	31803454	id-91962	1	+	NA	NONE	36
chr7	31816430	31816580	id-91963	1	+	NA	NONE	3
chr7	31822140	31822290	id-91964	1.84e-07	+	TGTGTAATATTCAGTATCACCACTAGAGGGTTCTC	Upstream_CTCF	40
chr7	31853916	31854066	id-91965	1.41e-06	+	AATGAATTAAGAGCAATCTCCAGAAGGGGGCAGGA	Upstream_CTCF	34
chr7	31866279	31866429	id-91966	1	+	NA	NONE	11
chr7	31920790	31920940	id-91967	5.28e-05	+	TCTGTTGAAGGCACTTGGTCCAGCAGTGGCCCCAG	Upstream_CTCF	6
chr7	31978519	31978669	id-91968	2.86e-06	-	GTGCAATACCTAGAACATGCCACTGGGAGCTAAAA	UpstreamP1_CTCF	31
chr7	32027716	32027866	id-91969	1.56e-06	-	CAGCAGGGGGTTGTTGCCACCACTGGGGGGCCTGA	UpstreamP1_CTCF	5
chr7	32073798	32073948	id-91970	5.01e-06	-	CTCCAGCCCATCTGTTGGGCCACAAGAGGGCTTAA	V_CTCF_BR	4
chr7	32079088	32079238	id-91971	6.86e-07	-	TCTGAATCGCGGAGCTCTGCCACCAGGGGACAGGG	Upstream_CTCF	22
chr7	32082109	32082259	id-91972	1	+	NA	NONE	9
chr7	32082642	32082792	id-91973	1.21e-06	-	CAGTATCCCTGGCCTCTGCCCACTAGATGCCAGTA	UpstreamP1_CTCF	9
chr7	32101873	32102023	id-91974	1.27e-06	-	GAGCCAGGTCCGACTTCATCCACCAGGGGGCCTCA	UpstreamP1_CTCF	39
chr7	32111423	32111573	id-91975	1	+	NA	NONE	10
chr7	32112123	32112273	id-91976	1.15e-06	-	ATTGTACTTCCACATGGTGCCAGCAGGCTGCCCAA	Upstream_CTCF	27
chr7	32129441	32129591	id-91977	1.56e-06	+	ACAGCATTTTTCCTTCTCTCCACAAGGAGTCAAGA	Upstream_CTCF	9
chr7	32180279	32180429	id-91978	8.02e-05	+	TACCCACTTCCCTTACCAGCCAGCAGGGTGCCTCA	Upstream_CTCF	28
chr7	32202888	32203038	id-91979	4.43e-05	-	GCTTTTGGCAGTCATTTTTCCACTAGGGGCTGCTG	V_CTCF_BR	14
chr7	32204083	32204233	id-91980	3.36e-07	-	GCAGCTTGCCCAAAGTCACCCAGCAGGTGGCAGAG	V_CTCF_BR	19
chr7	32204365	32204515	id-91981	1.72e-06	-	ACAGGAATCTCAATACCTGCCACTAGAGGACCCAA	Upstream_CTCF	40
chr7	32230784	32230934	id-91982	8.98e-06	-	ATGGTGTTACAAAATGTCACCACTGGGGGAAACTT	UpstreamP1_CTCF	2
chr7	32244133	32244283	id-91983	4.85e-07	-	ATGTAGTGTTCAGACGTGGCCACAGTGTGGCAGAA	UpstreamP1_CTCF	40
chr7	32246739	32246889	id-91984	2e-06	-	TGTGCTGTGATGGCTGGACCCTCTAGAGGTCAGCA	Upstream_CTCF	39
chr7	32250401	32250551	id-91985	4.68e-07	+	AGATGTTATATAAAAATGACCAGCAGGGGGAGGCA	V_CTCF_BR	39
chr7	32256669	32256819	id-91986	9.84e-05	+	TGCCACATTCATTCAAGAGCCCCAAGGTGTCTCCC	V_CTCF_BR	6
chr7	32297322	32297472	id-91987	1	+	NA	NONE	6
chr7	32301560	32301710	id-91988	2.67e-06	-	ATGGCTGTTTTTTCACCAGCCACTAGATGTCACAT	Upstream_CTCF	7
chr7	32306831	32306981	id-91989	1.26e-05	+	GAGGAAGCACGTCTAAGGGACACTGGGTGGAGCTG	Upstream_CTCF	11
chr7	32376389	32376539	id-91990	1	+	NA	NONE	3
chr7	32382630	32382780	id-91991	2.2e-07	+	ATTCAGCAGCTAGAATCGGCCACCAGAGGCTGCCA	UpstreamP1_CTCF	10
chr7	32386981	32387131	id-91992	3.06e-08	-	GGAATTATACAGGGCATGACCACCAGGGGGCAGGA	V_CTCF_BR	39
chr7	32397268	32397418	id-91993	6.43e-06	-	CCACAGTGAAGGCATGTACTCACCAGATGGCACTA	V_CTCF_BR	19
chr7	32418713	32418863	id-91994	1	+	NA	NONE	8
chr7	32420755	32420905	id-91995	6.39e-05	+	CTTGCCATTCCACCATTCTCCACTAGTCTTCTCTA	Upstream_CTCF	17
chr7	32429947	32430097	id-91996	1.21e-05	-	GTAGCATTCCTGGCTTCTTCCCACAGATGCCAGTA	Upstream_CTCF	11
chr7	32455650	32455800	id-91997	1	+	NA	NONE	4
chr7	32467387	32467537	id-91998	1.56e-06	+	CTGCGCTGCGGCTTCGTGGCCAGCAGGGCTGGGAC	UpstreamP1_CTCF	37
chr7	32519316	32519466	id-91999	9.39e-07	-	CATGCATGATACCAACTGACCACAAGAGGACACTG	Upstream_CTCF	40
chr7	32530527	32530677	id-92000	1.71e-06	+	ATTCTTGTCTCACAGGCAACCACCAGATGTCACTC	V_CTCF_BR	39
chr7	32628436	32628586	id-92001	5.68e-06	-	CAGAAGCTAAGGGCCTCTTCCTGCAGAGGTCACTG	V_CTCF_BR	22
chr7	32676479	32676629	id-92002	2.12e-06	-	CTGTAGTTGACATATTATGACATTAGAGGGAGGTG	UpstreamP1_CTCF	6
chr7	32731604	32731754	id-92003	5.89e-08	+	ATGCTATCATATTTCATAGCCAGCAGATGGCACTA	UpstreamP1_CTCF	19
chr7	32801026	32801176	id-92004	5.13e-05	-	GGACCACTCTTGGCATCGGTGAGGAGAGGGCAGGA	V_CTCF_BR	14
chr7	32801679	32801829	id-92005	7.23e-07	-	GGGGCTGTACGTGCAGCTGCCGCAAGGTGGAGAGT	Upstream_CTCF	14
chr7	32805381	32805531	id-92006	1.96e-07	+	ATGCCATTAAACTATTTAACCAGCAGATGGCAATA	UpstreamP1_CTCF	37
chr7	32840176	32840326	id-92007	8.17e-10	+	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	38
chr7	32886336	32886486	id-92008	1.61e-09	+	AGACTGGCTGGATGACTGGCCTCCAGGGGGCGCTC	V_CTCF_BR	40
chr7	32931295	32931445	id-92009	2.19e-05	-	TGAGGAGCGTGCGGCGGCGCCCGCAGAGGACGCTG	Upstream_CTCF	16
chr7	32944844	32944994	id-92010	1.11e-05	-	CCTGCTGGATAGCCCCACTCCACAAGGAGCAGTGC	Upstream_CTCF	26
chr7	32953935	32954085	id-92011	1.38e-06	-	TGGATCCCACCAACAGCCAGCAGTAGGGGGCAGTG	V_CTCF_BR	33
chr7	32976454	32976604	id-92012	1	+	NA	NONE	2
chr7	32982761	32982911	id-92013	2.5e-09	-	CCCGCCTCGGCTCCAGCCGCCGCCAGCGGGCGCTC	V_CTCF_BR	40
chr7	33004566	33004716	id-92014	1	+	NA	NONE	32
chr7	33084093	33084243	id-92015	5.28e-05	-	ATTTCAGATCCAGAGTTTGCCGCTAGGAGTGATAG	Upstream_CTCF	16
chr7	33090457	33090607	id-92016	1.64e-05	-	ATACAATTCAGTTTTTCCATCAGCAGGTGGCAGAC	V_CTCF_BR	39
chr7	33096113	33096263	id-92017	5.13e-05	+	AGTCCCAGCTACTTGGGAGGCTGAAGTGGGAGGAC	V_CTCF_BR	3
chr7	33131535	33131685	id-92018	1.38e-06	-	TGGATCCCACCATCAGCCAGCAGTAGGGGGCAGTG	V_CTCF_BR	19
chr7	33147075	33147225	id-92019	1	+	NA	NONE	38
chr7	33147401	33147551	id-92020	3.18e-06	-	CCTGTCCATAAATGTTATCCCACCAGGTGGCAGCC	V_CTCF_BR	39
chr7	33148306	33148456	id-92021	1.77e-05	-	CTTTTAATTATGTACCCGTGCACTAGAGGGCCACA	Upstream_CTCF	34
chr7	33149102	33149252	id-92022	6.51e-05	-	GCCCCTGACTTGGGGCCCGACGCGGGGAGGCGGGG	V_CTCF_BR	39
chr7	33168608	33168758	id-92023	4.7e-06	+	TGGGCCAGCACCACCCCCGCCACCAGGGCGCACAC	V_CTCF_BR	27
chr7	33225433	33225583	id-92024	6.84e-06	+	TGTGCGTCAAAATGAACTAACACTAGATGGCAGTC	V_CTCF_BR	40
chr7	33231065	33231215	id-92025	9.84e-06	+	TGGTACTACCTTAGAACTGACAGGAGAGGCCAGCA	UpstreamP1_CTCF	9
chr7	33283040	33283190	id-92026	5.68e-06	+	GGATCGTACTGCCTACTTGTCAGCAGAGGGAGCCT	V_CTCF_BR	39
chr7	33317837	33317987	id-92027	1.21e-06	-	AAGCAGTTCCACTCCTCTTACCCTAGGGGCAACCC	UpstreamP1_CTCF	10
chr7	33374113	33374263	id-92028	6.05e-06	+	AAAGTTGGGATTTCCATGGCCACTAGATGGCTTCA	V_CTCF_BR	40
chr7	33461113	33461263	id-92029	1	+	NA	NONE	14
chr7	33463348	33463498	id-92030	1.41e-08	+	TTGTAATTGGGGTAAGCAGCCACCAGGGGGTAGCC	UpstreamP1_CTCF	38
chr7	33498962	33499112	id-92031	2.53e-05	+	CAGTGATGTTGCTAAACTTCCTACAGAGGGCAGAG	V_CTCF_BR	40
chr7	33499230	33499380	id-92032	3.91e-06	-	CTTGGAGAAATGGCTGATTCCAGCAGGGGGCAAGA	Upstream_CTCF	11
chr7	33560974	33561124	id-92033	1	+	NA	NONE	5
chr7	33570370	33570520	id-92034	1.17e-05	-	GCCCATTTCTATTGACCCACCTGTAGGTGTCACTA	V_CTCF_BR	19
chr7	33712757	33712907	id-92035	1	+	NA	NONE	26
chr7	33725679	33725829	id-92036	1	+	NA	NONE	12
chr7	33756328	33756478	id-92037	1.1e-06	+	CATTCTTATGACATTCCAGCCAGTAGAGGGCAACA	V_CTCF_BR	38
chr7	33783993	33784143	id-92038	3.18e-06	-	AGTTGTACATTGTCTCTCTCCACAAGGGGGCTCTG	V_CTCF_BR	39
chr7	33797300	33797450	id-92039	5.96e-07	+	AAAACAAAAACTCCTCCAACCACGAGGTGGCGCTA	V_CTCF_BR	39
chr7	33802257	33802407	id-92040	1.26e-05	+	AGTGAATATTCCCCTTAGAGCTGTAGGGGGCACAG	Upstream_CTCF	16
chr7	33847509	33847659	id-92041	2.32e-08	+	CATGCGGTGCACAACCTGCCCGGCAGGAGGCAGCA	Upstream_CTCF	39
chr7	33851623	33851773	id-92042	4.14e-05	-	CTGTTGCTCCACATCCTTGCCAGCATTTGGTGTTT	UpstreamP1_CTCF	1
chr7	33876563	33876713	id-92043	3.09e-07	-	ATGCAAAAAGTCCTCCTGGCCAGTAGAGGGTGCTG	V_CTCF_BR	37
chr7	33890778	33890928	id-92044	1.47e-05	-	ACATTATACCTAAGCCTGTCCACAGGATGGCAGAA	V_CTCF_BR	11
chr7	33925825	33925975	id-92045	3.8e-07	+	CACGCAAGTGTCAGCTTCCCCACCAGGGGGCTGGA	Upstream_CTCF	36
chr7	33935021	33935171	id-92046	5.55e-07	-	CGCGCTCTGCCTCGCAGACCCTGTAGGTGGCAGCA	Upstream_CTCF	40
chr7	33943858	33944008	id-92047	2.4e-05	+	CCGACACCCAGTGCTGCAGAGGCGAGAGGGCGCAG	V_CTCF_BR	13
chr7	33944228	33944378	id-92048	8.16e-07	+	TGAGTTCGCTGTCGCGCCCCCGCCAGAGGGAAGCA	V_CTCF_BR	17
chr7	33944587	33944737	id-92049	5.96e-07	-	CACCGGGCGCCTCCCGGAACCCGCTGGGGGCGCCC	V_CTCF_BR	35
chr7	33945144	33945294	id-92050	4.04e-08	+	CTGCAGTCGCCAGGGATTCCCTCCAGGTGACGATG	UpstreamP1_CTCF	14
chr7	33949045	33949195	id-92051	5.3e-05	+	TCGTTATGATTTCAGTTGACCTGCAGGGAGCGTTA	UpstreamP1_CTCF	12
chr7	33958525	33958675	id-92052	5.55e-07	-	CATGCATTTCCAGCACATCCCAGCAGGGAGATAAA	Upstream_CTCF	5
chr7	33972588	33972738	id-92053	5.35e-09	-	TTGCTGTGTCTGAGATCTGCCACGAGATGGCAGCA	UpstreamP1_CTCF	40
chr7	34012871	34013021	id-92054	2.29e-05	+	TAACAGTGCTGAGATACAGCCACTAGGAGGGCCCC	UpstreamP1_CTCF	11
chr7	34022087	34022237	id-92055	1.56e-06	+	AGGGCTGGATAGCACTTGGCCACTAGGAGGGGCCT	Upstream_CTCF	39
chr7	34022654	34022804	id-92056	9.81e-06	+	TTTTAGCAAGTTCTTGAAACCAGTAGGGGGCTCAA	V_CTCF_BR	16
chr7	34079002	34079152	id-92057	1.03e-05	-	CAGCATCCCTGGCCTCTACCTGCTAGATGGCAGTG	UpstreamP1_CTCF	4
chr7	34084526	34084676	id-92058	1	+	NA	NONE	2
chr7	34096830	34096980	id-92059	3.56e-06	+	GATGCACATCCCTGCCTGTCCTCCAGAGGTACAAG	Upstream_CTCF	4
chr7	34121649	34121799	id-92060	7.6e-05	+	CTGCAGTGGAAGGAATGTGGCTGCTGCTCGCATCC	UpstreamP1_CTCF	5
chr7	34127845	34127995	id-92061	1.08e-08	-	CTGTTGGACTGTGAGATCACCAGCAGAGGGCAGGG	UpstreamP1_CTCF	40
chr7	34131052	34131202	id-92062	4.11e-07	+	TCGTAATTAAGGTATGCTGACACCAGGTGGCAGTA	UpstreamP1_CTCF	40
chr7	34146719	34146869	id-92063	5.41e-07	-	CTGCAATGCCAGGAACCTCACACTAGGAGACGTGA	UpstreamP1_CTCF	6
chr7	34173918	34174068	id-92064	3.48e-06	+	ATGCAGTAACTCTCGGCCACTAGAGGGGGGTCGTG	UpstreamP1_CTCF	40
chr7	34198505	34198655	id-92065	5.34e-06	-	ACCTTCTTCACGGAAGTGCCCACAAGGGGTCAGAC	V_CTCF_BR	27
chr7	34205668	34205818	id-92066	1.73e-06	-	TCCCAGTACATGGCTTTTTCCACCAGGGGTCAGTA	UpstreamP1_CTCF	40
chr7	34218882	34219032	id-92067	1	+	NA	NONE	3
chr7	34224164	34224314	id-92068	1	+	NA	NONE	23
chr7	34321010	34321160	id-92069	3.88e-06	+	ATGATAATCCAGTCATCTGCCACCAGGTGTCTCCC	V_CTCF_BR	30
chr7	34360650	34360800	id-92070	5.01e-06	+	GAAAGGTGACGCGCTCTGTCCACTAGGGGGAGACT	V_CTCF_BR	40
chr7	34429443	34429593	id-92071	2.66e-05	+	TTGTGAGTTTCATTTGTGACCAAGTGGGGGCACTC	V_CTCF_BR	5
chr7	34439467	34439617	id-92072	1	+	NA	NONE	7
chr7	34470073	34470223	id-92073	1.48e-06	-	GGCTGAGTAGCACCTCCCTCCAGCAGGGGGTGCCT	V_CTCF_BR	37
chr7	34536889	34537039	id-92074	3.41e-08	+	GCTGCTTCACCAAAACCCACCACCAGGGGCTGGAA	Upstream_CTCF	39
chr7	34636620	34636770	id-92075	2.08e-07	-	CTGCAGTTATGATATTTGGCCAAGATGTGGCAGTA	UpstreamP1_CTCF	33
chr7	34668366	34668516	id-92076	3.88e-06	+	CCTGACTGGGAGACACCTTCCAGCAGGGGTCGACA	V_CTCF_BR	9
chr7	34715487	34715637	id-92077	1.1e-05	+	GGAATTTTGCCTCACATCACCACTAGGGGGCATTT	V_CTCF_BR	40
chr7	34787988	34788138	id-92078	1	+	NA	NONE	10
chr7	34799256	34799406	id-92079	7.6e-05	+	GGGTCATATTCCCAATCTACCACTAGATGTCCTTC	UpstreamP1_CTCF	40
chr7	34816444	34816594	id-92080	8.21e-06	-	GGATACCAGCACAGTCACAACAGGAGAGGGCACTA	V_CTCF_BR	8
chr7	34827294	34827444	id-92081	6.84e-06	+	GAGACAGATGGAGGAACAACCAGTTGGTGGAGCTG	V_CTCF_BR	3
chr7	34863387	34863537	id-92082	1.9e-09	+	ATTGCACTTCCCACAGTGACCCCCAGAGGGCTCAT	Upstream_CTCF	40
chr7	34885839	34885989	id-92083	1	+	NA	NONE	8
chr7	34940563	34940713	id-92084	4.65e-06	+	ATGACTTGCCTCACTCTGTACTGTAGGGGGCACTA	UpstreamP1_CTCF	32
chr7	34967689	34967839	id-92085	1.61e-09	-	AGACTGGCTGGATGACTGGCCTCCAGGGGGCGCTC	V_CTCF_BR	40
chr7	35075393	35075543	id-92086	1	+	NA	NONE	28
chr7	35077132	35077282	id-92087	9.25e-06	+	TGCTGCCTGGCTGGCAGTACCGCCGGGAGGCGGCG	V_CTCF_BR	36
chr7	35077575	35077725	id-92088	5.9e-06	+	GAGAAGGCGCCCGGAGCGGCCACTTAGGGGCGCTG	UpstreamP1_CTCF	40
chr7	35095115	35095265	id-92089	5.55e-07	+	TGTGCAGGTGGCTCTGGCACCAAGAGGTGGCACCA	Upstream_CTCF	1
chr7	35095476	35095626	id-92090	1.85e-07	+	TTGTAATGAGCCCAGGGCTGCTGCAGGGGGCACCA	UpstreamP1_CTCF	28
chr7	35113108	35113258	id-92091	5.89e-08	+	ATGCTATCATATTTCATAGCCAGCAGATGGCACTA	UpstreamP1_CTCF	32
chr7	35225445	35225595	id-92092	2.27e-06	-	GGCCCTAGGCGGCGGGAAACTGCCAGGGGGCGCCA	V_CTCF_BR	25
chr7	35281621	35281771	id-92093	2.37e-05	-	GCATGACTAGCAGCAGCAACCAGCAGAGAGTGCCA	Upstream_CTCF	22
chr7	35464595	35464745	id-92094	1.39e-07	+	AAGATGTGAGCTGGCCCACCCAGCAGAGGGCAGTG	V_CTCF_BR	40
chr7	35470291	35470441	id-92095	1.96e-07	-	GTGTAATGCAGGCTAAGGTGCAGTAGATGGCGCTT	UpstreamP1_CTCF	40
chr7	35517366	35517516	id-92096	1.17e-05	-	AGGTCACTGGCGTCTTTTGGCTCTAGGTGGCACCT	V_CTCF_BR	1
chr7	35547906	35548056	id-92097	3.42e-05	-	CGTGCCCTGCCTTTTCTTGCCTCTAGGGTTTAAAA	Upstream_CTCF	6
chr7	35548377	35548527	id-92098	2.2e-07	+	GTGCAGAGTGATATGCTCACCTCCAGAGGGCAACA	UpstreamP1_CTCF	31
chr7	35559950	35560100	id-92099	1.05e-08	-	TGTGCAGTACCAAACATCTCCTGTAGATGGCTCTA	Upstream_CTCF	40
chr7	35577140	35577290	id-92100	2.38e-07	-	GGCCATTGCCGCGCTGCCAGCACTAGGTGGCGCCA	V_CTCF_BR	40
chr7	35591437	35591587	id-92101	5.17e-06	-	CAGGAAATGCCATGAGGGGGCACCAGGGAGCCCGT	Upstream_CTCF	8
chr7	35633639	35633789	id-92102	3.36e-07	-	ATATGAGACGCCGGAGTCTCCTCTAGGGGGCGCTA	V_CTCF_BR	38
chr7	35635888	35636038	id-92103	1	+	NA	NONE	7
chr7	35664302	35664452	id-92104	9.06e-08	-	CTGCACTGTACTATTTTTAGCACTAGATGGTGCTG	UpstreamP1_CTCF	40
chr7	35715965	35716115	id-92105	1	+	NA	NONE	11
chr7	35749181	35749331	id-92106	3.84e-06	+	CGGTGGTTAACCACAGTAGCCACTGGGTGTCTCCA	UpstreamP1_CTCF	40
chr7	35754638	35754788	id-92107	1	+	NA	NONE	19
chr7	35762706	35762856	id-92108	1	+	NA	NONE	12
chr7	35764914	35765064	id-92109	4.65e-05	-	CAGTGTCCCACTGCTCAAACCCCTAGGGGGAGCAT	V_CTCF_BR	12
chr7	35767318	35767468	id-92110	7.78e-06	-	ACTGGAGGGACATGCACAGGCAGTAGGGGACAGTC	Upstream_CTCF	6
chr7	35798249	35798399	id-92111	4.59e-07	+	TGGCAGTAAGTAACCCCTGACACCAGGGGGTGGCT	UpstreamP1_CTCF	26
chr7	35841586	35841736	id-92112	1.48e-06	-	CTTCCCACCCTTTCTATCTCCTCCGGGGGGCGCCC	V_CTCF_BR	40
chr7	35860597	35860747	id-92113	1	+	NA	NONE	4
chr7	35879551	35879701	id-92114	1	+	NA	NONE	5
chr7	35889165	35889315	id-92115	1.55e-05	-	ACCACACCAAGATGTTTTGCCAAGGGAGGGCGCTA	V_CTCF_BR	10
chr7	35915109	35915259	id-92116	1	+	NA	NONE	2
chr7	35946168	35946318	id-92117	9.11e-08	-	GAAGCAATGATATCCCATTCCACTAGGTGGCAGCA	Upstream_CTCF	40
chr7	35956699	35956849	id-92118	1.21e-09	+	TTGCTTTAGCCATATATGGCCACCAGAGGGCGCAG	UpstreamP1_CTCF	40
chr7	35985358	35985508	id-92119	1	+	NA	NONE	24
chr7	36011039	36011189	id-92120	9.66e-05	-	GCGGCCCTGGCCCCCGGGCCGGGCAGTGGCGGCCC	Upstream_CTCF	22
chr7	36015588	36015738	id-92121	9.11e-08	-	GAAGCAATGATATCCCATTCCACTAGGTGGCAGCA	Upstream_CTCF	40
chr7	36024870	36025020	id-92122	2.12e-06	-	CTGCACTGCCTCCTGGTGCCCACTGGGAGTTATGT	UpstreamP1_CTCF	40
chr7	36061018	36061168	id-92123	2.43e-06	+	CTGTCCATTTCTTAGCTTGCCTGAAGAGGGCGCTT	V_CTCF_BR	38
chr7	36061653	36061803	id-92124	6.19e-06	+	CTGTCCTGGCCATAACTGACAGCCAGGGGCTGCTC	UpstreamP1_CTCF	14
chr7	36086998	36087148	id-92125	1	+	NA	NONE	34
chr7	36102178	36102328	id-92126	1	+	NA	NONE	18
chr7	36103175	36103325	id-92127	1	+	NA	NONE	1
chr7	36122668	36122818	id-92128	1.64e-05	-	CATCGGGGGCAGTACAGGGACACCAGAGGGATAGG	V_CTCF_BR	32
chr7	36124140	36124290	id-92129	1.03e-06	+	TGCTGCTGGAGTGGCTGCGTCAGCAGGGGGAGCTG	V_CTCF_BR	36
chr7	36131441	36131591	id-92130	1	+	NA	NONE	0
chr7	36136489	36136639	id-92131	5.52e-05	-	GAGTTCAGGGACAATCTGGGCAGCAGGGAGCAGTA	UpstreamP1_CTCF	2
chr7	36160032	36160182	id-92132	7.62e-07	+	ACTGCCTCTCTAGATTTCACCTCTAGGGGCAGGTC	Upstream_CTCF	16
chr7	36167115	36167265	id-92133	1.04e-06	+	CCTGCTATACCACTGAAAACCACTTGAGGACCCTA	Upstream_CTCF	17
chr7	36168074	36168224	id-92134	4.5e-06	+	ATGGCAGTTCTGAAAGCCACCACTAGGGCTCAGAT	Upstream_CTCF	40
chr7	36171751	36171901	id-92135	6.51e-05	+	AGCTCTGGGTGTCATTTGGCCTTCAGATGGAGCTG	V_CTCF_BR	11
chr7	36193208	36193358	id-92136	1.56e-05	+	CCGGCGCCCCGCAGAGCGGCCGAGAGGTGGGGCGC	Upstream_CTCF	3
chr7	36194564	36194714	id-92137	8.19e-06	+	GAGTGAGGACCTGGACCTGCCGCCAGGGGGGCCCA	UpstreamP1_CTCF	7
chr7	36195643	36195793	id-92138	1	+	NA	NONE	16
chr7	36231907	36232057	id-92139	4.41e-06	+	CCAGATGCGTTTCTGAGCAACAGCAGAGGGAACAC	V_CTCF_BR	8
chr7	36247500	36247650	id-92140	7.44e-05	-	CTGGCACTGTCTCTGTTCTGCCCTAGTGGTGGCCA	Upstream_CTCF	27
chr7	36264618	36264768	id-92141	9.81e-06	+	AATAGGCTCTCCTCTCGAGCCTCCAGAGGGAGTGC	V_CTCF_BR	4
chr7	36291172	36291322	id-92142	1	+	NA	NONE	35
chr7	36320524	36320674	id-92143	1	+	NA	NONE	22
chr7	36323519	36323669	id-92144	1.03e-05	-	CTGCTTTGCGCTGCTGCCGCCGCCACTGGGGGCTT	UpstreamP1_CTCF	3
chr7	36324170	36324320	id-92145	1.83e-05	+	CTGGCCTCTCTGCCTCCTTTCCCCAGGTGGCGCTA	V_CTCF_BR	11
chr7	36331190	36331340	id-92146	5.21e-08	-	AGGGAAGCCACTCAGGCCACCACCAGAGGGCGCAT	V_CTCF_BR	40
chr7	36352289	36352439	id-92147	4.59e-07	+	AACCAGTACCTGGGCCTCGCCGCCAGGAGGCAACA	UpstreamP1_CTCF	29
chr7	36358755	36358905	id-92148	2.47e-08	-	CATGCTTCTCCACAATTCCCCACTAGAGGGAGCAC	Upstream_CTCF	40
chr7	36406852	36407002	id-92149	2.91e-05	+	GGCGCTCGTGCGACGAAGGCCCGCGGGCGGCGAGA	Upstream_CTCF	40
chr7	36429919	36430069	id-92150	7.82e-06	-	CTGCAGGGCATTCCAGCTGCTTCCAGCAGGACCCG	UpstreamP1_CTCF	22
chr7	36480607	36480757	id-92151	6.43e-06	+	GGTTTTATCACATATAAATCCAGCAGGTGGCACTA	V_CTCF_BR	39
chr7	36481354	36481504	id-92152	5.65e-05	+	ATGTAAAAGGTGAACGTTAACACAGGAGGGAGCTG	V_CTCF_BR	16
chr7	36513087	36513237	id-92153	1.69e-05	+	TTATTGCTAAGGGATAGAACCACCAGGGGGCCCCC	UpstreamP1_CTCF	40
chr7	36513485	36513635	id-92154	3.65e-05	+	CATCATGGACACTATGAGTCAGCCAGGGGGCAGGC	UpstreamP1_CTCF	6
chr7	36515091	36515241	id-92155	1	+	NA	NONE	7
chr7	36527467	36527617	id-92156	1.65e-07	+	TTGCAGTTTCCAATCTCACCCATCAGATGGTGCCA	UpstreamP1_CTCF	40
chr7	36549730	36549880	id-92157	1	+	NA	NONE	10
chr7	36621939	36622089	id-92158	6.84e-06	-	GCCTGTACTGCCAGGCCCTCCAGTAGAAGGAGCTG	V_CTCF_BR	8
chr7	36640586	36640736	id-92159	2.97e-06	+	ATACCCAGGGGAAAGGCCCCCGGGAGATGGCGCAC	V_CTCF_BR	4
chr7	36673037	36673187	id-92160	2.5e-05	-	CAGCACTGCTCGGGCACTCCCTCTTCCGGGAGCCA	UpstreamP1_CTCF	2
chr7	36677850	36678000	id-92161	1.83e-05	+	TCCTGGTGTCTAAAACCCCCCAGCAGGAGGCTGTC	V_CTCF_BR	8
chr7	36710547	36710697	id-92162	1.03e-06	-	GGGCAATACATGCAAATGTCCAAAAGGGGGTGCCA	UpstreamP1_CTCF	40
chr7	36721886	36722036	id-92163	1	+	NA	NONE	5
chr7	36834387	36834537	id-92164	5.51e-07	-	ACATTCTAGGGAGGATTCTCCACCAGATGGCGGGA	V_CTCF_BR	11
chr7	36874041	36874191	id-92165	2.01e-05	-	GAAGTAGTGCACAGGGGAGCCCCCGGCTGGTGGAG	Upstream_CTCF	5
chr7	36894915	36895065	id-92166	2.5e-05	-	TAGCCCTGGCAACTTTCAGCCCCTAGCTGGCATCT	UpstreamP1_CTCF	2
chr7	36919834	36919984	id-92167	1.93e-05	+	CTCAAGCTGGGGTAAGTAAACTCTAGGGGTCAGCA	V_CTCF_BR	8
chr7	36922760	36922910	id-92168	3.65e-05	-	AAGTGATAACATGAAACCTCCTGCAGAGGACAGTG	UpstreamP1_CTCF	4
chr7	36977418	36977568	id-92169	2.47e-05	-	CCATGAGTGGCCTCAGGGGCCACTAGAGAGTGTTA	Upstream_CTCF	21
chr7	37007039	37007189	id-92170	1.28e-06	+	TCAGGAGTCTGTTAAATTGCCACTAGGGGGAGTGT	Upstream_CTCF	40
chr7	37023570	37023720	id-92171	9.29e-06	+	GTTTCTTCTCTCATTCTTACCAACAGGTGCCAGCA	Upstream_CTCF	3
chr7	37026331	37026481	id-92172	1	+	NA	NONE	7
chr7	37026833	37026983	id-92173	4.66e-08	+	GCTGCCATCTCTCTCCTTAGCAGCAGGGGTCGCCA	Upstream_CTCF	40
chr7	37043460	37043610	id-92174	6.19e-06	+	CATCTGGTACCCTCAGTTGGCAATAGGGGGCACCT	UpstreamP1_CTCF	0
chr7	37067260	37067410	id-92175	1	+	NA	NONE	12
chr7	37108648	37108798	id-92176	1.73e-05	+	GCTGCTCCCTGGGAGCCTCCCAGTGGTGGGAACAG	V_CTCF_BR	6
chr7	37137004	37137154	id-92177	2.34e-06	+	TGGCAGGTGCCTTTAATCACAGCTAGGGGGCAGGC	UpstreamP1_CTCF	18
chr7	37149580	37149730	id-92178	9.84e-06	-	CTGCAGTACCCACTACATACCTCATGTGGCAGGGG	UpstreamP1_CTCF	10
chr7	37181463	37181613	id-92179	9.62e-05	-	TTTAAACTGTGGACTGTGGCCAGTAGGCAGCACTA	UpstreamP1_CTCF	20
chr7	37221706	37221856	id-92180	4.31e-07	-	AGCTGATTACCTCATGTCGTCACCAGGGGGCAGCA	V_CTCF_BR	40
chr7	37238574	37238724	id-92181	3.97e-07	-	GTTGAATCTGTTCTCTGGTCCACTAGGGGGCGCGC	V_CTCF_BR	40
chr7	37241296	37241446	id-92182	3.06e-08	-	TGAACCAGAGCAGAAATAGCCACCAGATGGCGCAA	V_CTCF_BR	40
chr7	37248188	37248338	id-92183	5.52e-05	+	CAGCGTTTTTGCAAGACCGTCTCTAGGTGGTGCAA	UpstreamP1_CTCF	39
chr7	37270434	37270584	id-92184	1	+	NA	NONE	2
chr7	37274567	37274717	id-92185	2.58e-05	+	ACCTCGATCTTACAGGTGCCCCCTAGGTGGCATCA	Upstream_CTCF	34
chr7	37324432	37324582	id-92186	7.61e-08	+	GCGGCAATGTGACACTTCACCAATAGAGGGCACTG	Upstream_CTCF	36
chr7	37382405	37382555	id-92187	8.52e-08	-	CTGCACCTTCAGCACCCAGGCACCAAGGGGAGCCG	UpstreamP1_CTCF	2
chr7	37392591	37392741	id-92188	1.34e-06	-	GTTCCTTTACGCATTGCCACCAGCAGGTGCCGCAA	UpstreamP1_CTCF	22
chr7	37472904	37473054	id-92189	1.48e-06	+	TGTGAAAGCACAATCAATGCCAGCAGAGGGAAGCA	Upstream_CTCF	14
chr7	37487282	37487432	id-92190	5.26e-07	-	GGTGCTGTGCCGCGAGCGCGCGCGAGGCGGCGTGT	Upstream_CTCF	11
chr7	37488450	37488600	id-92191	1.03e-06	-	ATGCAAAATGTGTCTCTGGCCAGCAGGAGGAAGGA	UpstreamP1_CTCF	36
chr7	37488802	37488952	id-92192	1.04e-05	-	TGCTACTCGCTTTTGGCCTCCCGGAGATGGCGCTA	V_CTCF_BR	7
chr7	37531597	37531747	id-92193	1.38e-08	-	CTCCCTCCACACCTCCCGGCCAGCAGAGGGAGCCT	V_CTCF_BR	9
chr7	37535316	37535466	id-92194	4.11e-08	-	CCTGCAATTACCCCTCTTTCCGCTAGGTGGTATAC	Upstream_CTCF	39
chr7	37549766	37549916	id-92195	8.16e-07	-	CTGAGGATGCATACAATACCCAGCAGAGGGCAGGA	V_CTCF_BR	39
chr7	37598017	37598167	id-92196	8.21e-06	+	CCTTATCTTCCTGGGGAAACCTCTAGAGGGAACAC	V_CTCF_BR	7
chr7	37683575	37683725	id-92197	5.68e-06	-	AAGGCTGCTGAGCAAGAGGCCTCTGGATGGCAGCA	V_CTCF_BR	10
chr7	37733964	37734114	id-92198	1.15e-06	+	TGTGCAACTTGAGCTCAGGCCCCAAGGGGCAGGGC	Upstream_CTCF	6
chr7	37771907	37772057	id-92199	1.3e-07	-	CATGCACTCTCTCAATCTGCCTGCTGGGGGCAGAC	Upstream_CTCF	32
chr7	37868868	37869018	id-92200	1	+	NA	NONE	0
chr7	37871939	37872089	id-92201	1.93e-05	-	GGGGTGGCACCCCACGCCCACAGTGGGTGGAAGAG	Upstream_CTCF	18
chr7	37873270	37873420	id-92202	8.79e-07	-	GTGTAACTTCTCAAGACGTCCATAAGGTGGCAGTG	UpstreamP1_CTCF	39
chr7	37893225	37893375	id-92203	1.21e-06	-	ACAGCAGAAAACAATATGTCCGGCAGAGGGCATCC	Upstream_CTCF	37
chr7	37933092	37933242	id-92204	1	+	NA	NONE	3
chr7	37940961	37941111	id-92205	2.43e-06	+	AAAGTGATATCGTATTTCACCAGCAGATGGCAAGC	Upstream_CTCF	37
chr7	37956022	37956172	id-92206	1.17e-05	+	GGCGCGCCGCGCACGCCCAGCGCCAGGTGCAGCCA	V_CTCF_BR	10
chr7	37956780	37956930	id-92207	7.84e-05	+	TGAAATATATTTGCTTTCTCCGGTAGGGGGCATGA	V_CTCF_BR	39
chr7	37958250	37958400	id-92208	3.28e-05	+	AGTGTCTCTGGTGGTTCGACAGACAGGGGGCAGCA	V_CTCF_BR	26
chr7	37960148	37960298	id-92209	6.64e-05	-	TTTTCACTGCTCACTGCTGCCAACAGGAAATGCAG	Upstream_CTCF	31
chr7	37960423	37960573	id-92210	4.41e-06	-	GGCCCGAGGGCAAGCCCAAGCCCAAGGGGGCGCTG	V_CTCF_BR	22
chr7	37961085	37961235	id-92211	6.98e-07	-	CGCAGAAGACACGCCCTAGACTGCAGGGGGCTCCA	V_CTCF_BR	30
chr7	38061409	38061559	id-92212	3.2e-08	-	CCTGCCCCACCACCAGCCCCCAGAAGAGGGAAGCC	Upstream_CTCF	1
chr7	38110349	38110499	id-92213	5.67e-06	+	CCTGCACCAATTCAATGTGCCAGAGGAGGCAGCAC	Upstream_CTCF	36
chr7	38145601	38145751	id-92214	4.94e-06	+	CTCTTAATTACAATTCTTACCACTAGGTGGCATTC	Upstream_CTCF	40
chr7	38147146	38147296	id-92215	1	+	NA	NONE	40
chr7	38218329	38218479	id-92216	1	+	NA	NONE	30
chr7	38255426	38255576	id-92217	1.15e-08	+	TTGTGCTGCCCTCCTGAGTCCACTAGGGGGCGATG	UpstreamP1_CTCF	40
chr7	38262205	38262355	id-92218	1.55e-07	-	ATGGTAATGCTCCAAGGTACCACTAGGTGGTGGTA	Upstream_CTCF	40
chr7	38330840	38330990	id-92219	1.17e-05	-	TGGTGCCCCTCTCCTCAAACCTCTAGGGGGAGCAT	V_CTCF_BR	22
chr7	38339945	38340095	id-92220	8.16e-07	-	AGGGGGGCTCAGTGCTGAGCCTGCAGGAGGCACTG	V_CTCF_BR	8
chr7	38358534	38358684	id-92221	1.01e-05	-	GGTGCTAGGAGAGAGGAAGGCACTAGGTGGCGTGA	Upstream_CTCF	40
chr7	38362506	38362656	id-92222	6.23e-05	-	CATCAGTTACCTCCTTGCACCACCAGGGAAATAGC	UpstreamP1_CTCF	9
chr7	38370590	38370740	id-92223	1	+	NA	NONE	32
chr7	38375306	38375456	id-92224	1.55e-08	-	GAGGGCCTGCTCTCTGCTGCCACAAGATGGCGCTG	V_CTCF_BR	40
chr7	38381031	38381181	id-92225	7.73e-06	+	GCATGGAGAGTTCAGGCCTCCAGCAGAGGGAGTGC	V_CTCF_BR	37
chr7	38385290	38385440	id-92226	1.87e-09	-	CTGGGCCTGCTCTCAGCTGCCACAAGAGGGCGCCG	V_CTCF_BR	34
chr7	38389615	38389765	id-92227	5.21e-08	-	CTGGGCCTGCTCTCAACTGCCACAAGATGGCGCAG	V_CTCF_BR	37
chr7	38393981	38394131	id-92228	1.87e-09	-	GAGGGCCTGCTCTCAGCTGCCACAAGAGGGCGCCG	V_CTCF_BR	35
chr7	38398728	38398878	id-92229	6.39e-05	+	GGGGTGGTGCCTGGGAGGACCTGCAGAGGAGCTCC	Upstream_CTCF	38
chr7	38398985	38399135	id-92230	1	+	NA	NONE	7
chr7	38403125	38403275	id-92231	1.87e-09	-	GAGGGCCTGCTCTCAGCTGCCACAAGAGGGCGCCG	V_CTCF_BR	40
chr7	38407848	38407998	id-92232	1.39e-07	-	GAGGGCCTGCTCTCAGCTGCCACAAGAGGGCGATG	V_CTCF_BR	40
chr7	38409567	38409717	id-92233	1.99e-07	-	TGCCCAGGTCCTAGAATGGCCACTGGGTGGCGCAC	V_CTCF_BR	40
chr7	38414137	38414287	id-92234	3.86e-08	-	TATGGTATACCTCGAATGGCCAGGAGGGGGTGCTA	Upstream_CTCF	40
chr7	38438430	38438580	id-92235	3.84e-11	+	GCTGCTGTGACACCAACCACCAGCAGGTGGCGGCC	Upstream_CTCF	40
chr7	38446373	38446523	id-92236	2.4e-05	+	TGGGACTTAACACCAGTGGCCTCTTGGGGGTTCTC	V_CTCF_BR	6
chr7	38451156	38451306	id-92237	8.89e-06	-	ACTGGCTCACTCCTCTTCCCCTACAGGTGGCAGTG	Upstream_CTCF	39
chr7	38464469	38464619	id-92238	6.21e-05	+	TGACAGTTTCTTGAAGGCAACACTAGGTGGTAGGA	V_CTCF_BR	27
chr7	38473654	38473804	id-92239	2.1e-05	-	AGGTAATAAAACCCTCTAGCCTCCTGGTGGCCATA	UpstreamP1_CTCF	39
chr7	38491549	38491699	id-92240	6.64e-05	+	GCTACATTTAAAGTTTGGGCCATTAGAGGGCTCTC	Upstream_CTCF	39
chr7	38579666	38579816	id-92241	8.79e-07	-	CTGAACTTTCTTCCTTTTGCCTGTAGGTGGAAGAT	UpstreamP1_CTCF	8
chr7	38585698	38585848	id-92242	2.15e-05	-	CATAGGCAGCCTCAGATAGCCAGAAGGGGCAGCAT	V_CTCF_BR	9
chr7	38600970	38601120	id-92243	2.96e-05	-	GTGCCTAGCACAATGCTTGACACATGTTGGCACTC	V_CTCF_BR	15
chr7	38672132	38672282	id-92244	1.03e-06	-	CAGGGTGACACAAGAGTGAACACCAGGTGGCAGCT	V_CTCF_BR	13
chr7	38700225	38700375	id-92245	2.08e-07	-	GTGCAATTTGACCTACAAGCCAATAGATGGCGCTT	UpstreamP1_CTCF	40
chr7	38751475	38751625	id-92246	4.65e-05	+	ACGACAATGAGAGGTCTCGCCACAAGATGGTGTCT	V_CTCF_BR	0
chr7	38756115	38756265	id-92247	1.35e-05	-	CTGCCTGAACTTCTGATAAACACAAGGGGGCCCAC	UpstreamP1_CTCF	25
chr7	38787683	38787833	id-92248	6.43e-06	-	CTTAGTTTCCCTACTGTTTCCTCTAGAGGGAGCAC	V_CTCF_BR	39
chr7	38788060	38788210	id-92249	4.65e-05	-	CTCTCATATCTAATAGTATTCACAAGGTGGCAGTA	V_CTCF_BR	26
chr7	38836632	38836782	id-92250	7.55e-07	+	AAGTTACTACAAGGCCAAGCCACAAGGTGGCACCA	V_CTCF_BR	40
chr7	38920720	38920870	id-92251	2.11e-06	-	GGGATTCTCCCCCCAGCTTCCAGGGGAGGGCAGCA	V_CTCF_BR	18
chr7	38929565	38929715	id-92252	1	+	NA	NONE	20
chr7	38940177	38940327	id-92253	2.2e-06	+	CATGCAGTGCCAGAATTTGACACCGTGAGGCAGGA	Upstream_CTCF	2
chr7	38949599	38949749	id-92254	3.09e-07	+	TCACTGGAGTAGCTGGTGACCAGCAGAGGGCATTG	V_CTCF_BR	32
chr7	38969083	38969233	id-92255	8.5e-06	+	TCTTCAGTTCAGCTCCACGCCACTAAGTGGTGCTT	Upstream_CTCF	4
chr7	38972277	38972427	id-92256	8.61e-08	+	ATTGCCTGCTGCTAGGCAGCCAACAGGGGGCGCTC	V_CTCF_BR	40
chr7	39010053	39010203	id-92257	1.69e-05	+	TTGCTGCAGCCTTTCACTACCACGAGGGGAGCCAA	UpstreamP1_CTCF	11
chr7	39114923	39115073	id-92258	7.73e-06	+	TTTTAGGAATATTAGTCTGTCAGCAGGGGGCAGGA	V_CTCF_BR	22
chr7	39193362	39193512	id-92259	1	+	NA	NONE	17
chr7	39196655	39196805	id-92260	1	+	NA	NONE	1
chr7	39224050	39224200	id-92261	1	+	NA	NONE	3
chr7	39350295	39350445	id-92262	1	+	NA	NONE	4
chr7	39363004	39363154	id-92263	4.48e-07	-	GGTGCATGGCCATCCACAGCCAGCAGACGGGGATG	Upstream_CTCF	3
chr7	39393247	39393397	id-92264	2.28e-05	+	AGTGTGAATGGCTGATTGCCCAGCAGGAGGCCCGG	Upstream_CTCF	20
chr7	39395906	39396056	id-92265	2.72e-05	-	GAGCAGGAAGTGAAGTGAGCCATGAGGGGTCAGTG	UpstreamP1_CTCF	7
chr7	39397399	39397549	id-92266	3.67e-09	-	TCTGAAGCACCCTCAGAGGCCACCAGAGGGGGCGC	Upstream_CTCF	38
chr7	39426446	39426596	id-92267	6.82e-05	-	GGTTGATGTCATGAGCCCAATGCAAGGGGGCGCTG	V_CTCF_BR	13
chr7	39454038	39454188	id-92268	1	+	NA	NONE	29
chr7	39457361	39457511	id-92269	1	+	NA	NONE	12
chr7	39493464	39493614	id-92270	1.72e-06	+	CCAGGAGAGTCTAACAGTACCACTAGGGGTCGCAC	Upstream_CTCF	40
chr7	39504674	39504824	id-92271	1.85e-07	-	CTGAAGGGGTGCAGTCCTTCCTCCAGGTGGCAGGC	UpstreamP1_CTCF	40
chr7	39559623	39559773	id-92272	1.48e-06	-	AAGCGTGATAGAGTAGTTAGCACCAGGTGGCGCTA	V_CTCF_BR	40
chr7	39620122	39620272	id-92273	9.27e-07	+	CTGTTGAGTTAGTTCAAGGCCACTAGGTGGTGCTC	UpstreamP1_CTCF	40
chr7	39649435	39649585	id-92274	1	+	NA	NONE	27
chr7	39668730	39668880	id-92275	1	+	NA	NONE	6
chr7	39707060	39707210	id-92276	3.63e-05	+	AGCATTCCCGTGAGGGAGGCCTGTAGGGGGAATCT	V_CTCF_BR	5
chr7	39724907	39725057	id-92277	2.04e-05	+	GCCCAAGATAGAGAGGTAAACAGGAGGGGGCGTGG	V_CTCF_BR	0
chr7	39742861	39743011	id-92278	8.99e-05	+	TGGGGAAATAGAATCACAACCACTAGGGGCAAAAA	V_CTCF_BR	36
chr7	39766231	39766381	id-92279	4.88e-06	+	AAGCCCTTCCCTAGCACATACACAAGGGGGCTGGG	UpstreamP1_CTCF	1
chr7	39781921	39782071	id-92280	6.47e-09	-	ACTGCAGCACCGCATCCCACCAGCAGGAAGCGCTC	Upstream_CTCF	40
chr7	39785890	39786040	id-92281	8.81e-07	-	GAGTGAAAGAACTATGTTGCCAGGAGGTGGCGCCT	V_CTCF_BR	39
chr7	39794291	39794441	id-92282	1	+	NA	NONE	10
chr7	39831635	39831785	id-92283	1.55e-08	-	AACTTGAGGACGACTTGGGCCTGCAGAGGGCGCCG	V_CTCF_BR	23
chr7	39850021	39850171	id-92284	1.73e-06	+	CTGAGGTAATAAGTCTTGTCCAACAGGTGGAGCGA	UpstreamP1_CTCF	13
chr7	39872939	39873089	id-92285	3.09e-06	-	GCCGCGCTCCCCTCCCTCCCCACCAGGCGCTGGCT	Upstream_CTCF	17
chr7	39903650	39903800	id-92286	1.48e-06	+	ATGTCCCTGTCTCCCATCACCCCCAGAGGGAGCTG	V_CTCF_BR	36
chr7	39936050	39936200	id-92287	4.24e-07	+	AGTTTAATTTCCTAATTGTCCAGTGGGTGGCAGCA	Upstream_CTCF	40
chr7	39950893	39951043	id-92288	1.23e-05	-	AAGCAGTTCAGGCTTTAGGCCTGTAGGAGATGTCC	UpstreamP1_CTCF	12
chr7	39963840	39963990	id-92289	7.44e-06	-	ATTGCCCTCTTCCCCACTTCCCACAGGGGGTGTCC	Upstream_CTCF	12
chr7	39988942	39989092	id-92290	1.19e-06	+	ACGGGCAGAGTCTCAAGCAACAGCAGTGGGCGGCA	V_CTCF_BR	17
chr7	39989682	39989832	id-92291	9.78e-07	+	CTGCGGTGTGTCGCCGCCACCACAGGAGGACGACG	UpstreamP1_CTCF	20
chr7	39991201	39991351	id-92292	3.55e-08	+	CCGCAAGTCCCCCAGCCCGGCAGGAGGTGGCAGCA	UpstreamP1_CTCF	39
chr7	40031838	40031988	id-92293	1	+	NA	NONE	9
chr7	40052521	40052671	id-92294	7.16e-08	+	GCAGCATTATTCACAGTAGCCGCAAGGTGGAAGCA	Upstream_CTCF	0
chr7	40087344	40087494	id-92295	7.62e-07	+	TGTTCATTTTGTCTTATTTCCACCAGAGGGCAGAT	Upstream_CTCF	29
chr7	40092196	40092346	id-92296	1.47e-05	-	ATAACAATGTTCTGAAAAGCCACTAGATGGCGATA	V_CTCF_BR	40
chr7	40173844	40173994	id-92297	4.02e-07	+	GGAGTAGGAGCCAGGGTAGCCGCCAGGGGACGGAG	Upstream_CTCF	14
chr7	40174472	40174622	id-92298	4.7e-10	-	CGTGCGGCGCCACCCGCCGCCACTGGGGGGCGCCC	Upstream_CTCF	40
chr7	40187267	40187417	id-92299	2.46e-08	+	TTTCTCACCCCTGAGGCCGCCACAAGGGGGCGGGG	V_CTCF_BR	14
chr7	40226307	40226457	id-92300	1	+	NA	NONE	26
chr7	40238925	40239075	id-92301	1	+	NA	NONE	40
chr7	40272251	40272401	id-92302	1.46e-07	+	CTTTCAGTGTCCATAAATGCCACAAGATGGCGAGG	Upstream_CTCF	40
chr7	40293177	40293327	id-92303	1.03e-06	-	GCGTGGTGGCTCTGTCCAGCCACCGGGAGGCGGAG	UpstreamP1_CTCF	22
chr7	40335868	40336018	id-92304	9.41e-05	+	ACGTGCTTCACCTACTTTATCGCTGGATGGCACTG	V_CTCF_BR	16
chr7	40369273	40369423	id-92305	2.34e-06	+	TTGTCATTCTAATATGAGTCCACTAGATGTCACTC	UpstreamP1_CTCF	40
chr7	40397440	40397590	id-92306	2.4e-05	-	CATAGATCAATGATTCTCAACAGTAGGGGTCAGCA	V_CTCF_BR	9
chr7	40487072	40487222	id-92307	3.28e-05	+	TGGTCTTGGTGGGGAAGTGAGGGCAGGTGGCGCTC	V_CTCF_BR	14
chr7	40523351	40523501	id-92308	1	+	NA	NONE	30
chr7	40529559	40529709	id-92309	6.48e-05	+	GATCACTATAGCTATTGCAGCACTAGAAGGAGCTC	UpstreamP1_CTCF	15
chr7	40532115	40532265	id-92310	1	+	NA	NONE	3
chr7	40546884	40547034	id-92311	7.73e-06	+	TAGGAGATTTTAATCTTGACCTCTAGGGGTCACTC	V_CTCF_BR	27
chr7	40567507	40567657	id-92312	1.23e-05	-	CTGTTGTACTTATATCTATCCACTAGGCTGTACTA	UpstreamP1_CTCF	11
chr7	40618982	40619132	id-92313	2.59e-06	-	ACTCAGCTCTGTCCTTGGACCACCAGGGGGATTCC	UpstreamP1_CTCF	12
chr7	40644548	40644698	id-92314	1.74e-08	-	GACGCGTGTGCTGCTCTGCCCAGCAGAGGGCACAC	V_CTCF_BR	39
chr7	40720382	40720532	id-92315	5.52e-05	+	TAGTAGTACAGTAGGTGAGGCTCTAGGGGCAGTCA	UpstreamP1_CTCF	39
chr7	40740293	40740443	id-92316	1	+	NA	NONE	23
chr7	40742261	40742411	id-92317	1	+	NA	NONE	2
chr7	40743893	40744043	id-92318	3.63e-05	+	ATGACAACACCAGATGCTGTCACAAGGGGGCTCTT	V_CTCF_BR	26
chr7	40766283	40766433	id-92319	1	+	NA	NONE	6
chr7	40801682	40801832	id-92320	1	+	NA	NONE	26
chr7	40802989	40803139	id-92321	1	+	NA	NONE	27
chr7	40803558	40803708	id-92322	1.04e-06	+	ACTGTCCTGCAGCATATATACAGCAGAGGGAGGTC	Upstream_CTCF	29
chr7	40873510	40873660	id-92323	1.11e-05	+	CGTGAAATGCTAGAGTTGCCCACTGTGGGGTGCCA	Upstream_CTCF	32
chr7	40906318	40906468	id-92324	9.62e-05	+	ATGTAAGCCCAGCATGCAGGCCAGAGGTGGTGCTC	UpstreamP1_CTCF	24
chr7	40946489	40946639	id-92325	1	+	NA	NONE	19
chr7	40961755	40961905	id-92326	1	+	NA	NONE	2
chr7	41042759	41042909	id-92327	6.47e-09	+	ACTGTGTTGCCATGGGAGACCACTAGGTGGCGCCA	Upstream_CTCF	40
chr7	41050136	41050286	id-92328	1	+	NA	NONE	18
chr7	41085236	41085386	id-92329	5.77e-08	+	CTCAGAAGCCTTCCTGCTGCCTGCAGGTGGCACTG	V_CTCF_BR	27
chr7	41089961	41090111	id-92330	1.04e-05	-	GTAGAAGAGTCTGGAGCAGACAGGAGAGGTCACTG	V_CTCF_BR	9
chr7	41093592	41093742	id-92331	1	+	NA	NONE	17
chr7	41146652	41146802	id-92332	4.94e-06	+	AATGTCATTCCTACTCTTACCAGCAGTAGGAGTAT	Upstream_CTCF	14
chr7	41246879	41247029	id-92333	1.47e-05	-	ACCGCATGCCACTAGGGGACCACATGGGGGAGAAG	V_CTCF_BR	10
chr7	41266058	41266208	id-92334	6.39e-05	+	GTTGTAATTTTGTCTTTGGACAGTGGGGGAGTAGA	Upstream_CTCF	23
chr7	41272036	41272186	id-92335	2.97e-06	-	TTAATTGACATGAGGCTGGCCACATGGGGGAACTA	V_CTCF_BR	7
chr7	41281414	41281564	id-92336	1.43e-05	-	CCAGCTCTAGCGCCACTGTGAGGGAGAGGGCACCA	Upstream_CTCF	5
chr7	41355482	41355632	id-92337	1.74e-08	+	TGTGTGCAGATGCCCCTGGCCAGCTGAGGGCGCTG	V_CTCF_BR	38
chr7	41415918	41416068	id-92338	8.03e-07	+	CATGTAATTCCTCTGCTTGCCAATGGGAGGAAATC	Upstream_CTCF	3
chr7	41478639	41478789	id-92339	1	+	NA	NONE	3
chr7	41515835	41515985	id-92340	2.53e-05	+	TGGGTTAGTTCCTGGACTAACAGGAGGGGGAGACA	V_CTCF_BR	9
chr7	41627101	41627251	id-92341	1	+	NA	NONE	1
chr7	41639509	41639659	id-92342	2.81e-06	+	GGTGCAGCATGCAGGCAGGCCTTCTGGGGGCGCTG	Upstream_CTCF	35
chr7	41729426	41729576	id-92343	3.03e-05	+	CTCGCAGTAGTTGGCATGATAGCCAGAGGGAGCAA	Upstream_CTCF	2
chr7	41731104	41731254	id-92344	1.1e-05	-	AGCACTTAAGGCAGAAGGAACAGCAGGTGTCACTG	V_CTCF_BR	6
chr7	41732835	41732985	id-92345	2.78e-06	+	CTACTCTCATCCACACCTGCCAGAAGGGGTCAGGG	V_CTCF_BR	28
chr7	41733449	41733599	id-92346	4.96e-08	-	ATAGCAGTTCCAGAAATGGACACCAGGAGAAGGAG	Upstream_CTCF	36
chr7	41736142	41736292	id-92347	2.83e-07	-	GAATAATGGGGAAGAGCGGCCACAAGAGGGCGCGT	V_CTCF_BR	40
chr7	41744818	41744968	id-92348	3.88e-06	-	GCGTGATCCCTGGAAGCTGCCAGCAGGTGCTGCTC	V_CTCF_BR	40
chr7	41745252	41745402	id-92349	3.42e-05	-	CCAGTAAATCAGGCCGCCTCCACTAGGTGAATAAC	Upstream_CTCF	26
chr7	41750974	41751124	id-92350	2.86e-06	-	GTGCTGTTCTTCATGGTACCAGTTAGGGGGCAGCA	UpstreamP1_CTCF	38
chr7	41751426	41751576	id-92351	2.6e-06	-	TTCTTACTATTCAGATGCACCAGAAGGGGGCGCCT	V_CTCF_BR	39
chr7	41771899	41772049	id-92352	2.34e-06	-	TTTTACTTTTTCTCTTGTTCCAGTAGAGGGCACTC	UpstreamP1_CTCF	32
chr7	41868993	41869143	id-92353	1.64e-06	-	ACAGCATCATTAAGAAGCACCAGTAGGAGGTGCTA	Upstream_CTCF	16
chr7	41869871	41870021	id-92354	1	+	NA	NONE	5
chr7	41922853	41923003	id-92355	5.01e-06	+	CTCAGGCCATCCCCACCGGCCTGCAGGGAGCGCCG	V_CTCF_BR	6
chr7	41926651	41926801	id-92356	2.34e-06	-	AGGTTATTCCCGGCAGGGCCCGGCAGGGGCTAGTC	UpstreamP1_CTCF	24
chr7	41932067	41932217	id-92357	3.67e-07	-	ATGAAGCAGCAGCAGATGGCCTGCAGGGGGCATGT	UpstreamP1_CTCF	36
chr7	41980465	41980615	id-92358	2.2e-07	+	GTACAGTAAATGCTCTTGAACACCAGGGGGCAGTG	UpstreamP1_CTCF	40
chr7	41982746	41982896	id-92359	7.78e-06	+	CAGTCATTCCCCGCCTGCACCACGCGGTGGCAGCA	Upstream_CTCF	40
chr7	42016818	42016968	id-92360	1.1e-06	+	AAATGCTCCCACTGTTTGACCAGTAGGTGGCAGTT	V_CTCF_BR	40
chr7	42019491	42019641	id-92361	8.03e-07	+	TGTGCCTTTCCCAGTTACTCCACTAGATGGCCTTT	Upstream_CTCF	40
chr7	42054349	42054499	id-92362	2.19e-11	+	CCTGCAATTTCTGTAGTGGCCACCAGGTGGTGACG	Upstream_CTCF	39
chr7	42056970	42057120	id-92363	5.34e-06	+	CATGGCCGCCTCTTAAACTCCACCTGGGGGCAGTC	V_CTCF_BR	2
chr7	42111665	42111815	id-92364	1	+	NA	NONE	31
chr7	42118026	42118176	id-92365	1.06e-05	+	GCTGTAATTCTACAGTTTACCACCAGATCTAGAAT	Upstream_CTCF	17
chr7	42137375	42137525	id-92366	1	+	NA	NONE	35
chr7	42155546	42155696	id-92367	1	+	NA	NONE	19
chr7	42168439	42168589	id-92368	2.83e-07	+	CTTGCTCAAGGTCACACTGCCAGAAGGTGGCAGAG	V_CTCF_BR	35
chr7	42178346	42178496	id-92369	2.01e-05	-	AGCGGGGTGTTTACGTCGTCCACTGGGGGGACCCA	Upstream_CTCF	15
chr7	42183357	42183507	id-92370	4.71e-06	+	GAAGAACTACTGCTTAGGAGCAGTTGGGGGCAGAA	Upstream_CTCF	7
chr7	42196168	42196318	id-92371	1.83e-05	-	TCATTCCCATCGGAGGATGCAGCCAGGTGGCAGCA	V_CTCF_BR	7
chr7	42204764	42204914	id-92372	1	+	NA	NONE	3
chr7	42225883	42226033	id-92373	6.21e-05	+	CTCTCCGCCTTGGTTAGCACCCCTAGTGGCCAGCA	V_CTCF_BR	39
chr7	42264317	42264467	id-92374	2.43e-06	-	GTTGTGCACTGGCCAGCTAGCCCCAGGGGGCGCCA	V_CTCF_BR	21
chr7	42276126	42276276	id-92375	1	+	NA	NONE	7
chr7	42277267	42277417	id-92376	3.31e-06	+	GAGCAGCAGGACGCCTGCCGCCGCAGGGGGCGAAG	UpstreamP1_CTCF	32
chr7	42287089	42287239	id-92377	8.33e-05	+	CCATTCATTTTCCGGTCCACCACCAGGCGTCTGCT	Upstream_CTCF	27
chr7	42312964	42313114	id-92378	2.31e-06	+	AGTGCACTGCAACTAAAAGCAGCAAGAGGGAGCAA	Upstream_CTCF	35
chr7	42345855	42346005	id-92379	7.73e-06	-	AGGAAGAAACAGTGAACAGCCAGTTGGTGGAGCAG	V_CTCF_BR	18
chr7	42425632	42425782	id-92380	6.18e-07	-	GCTGAGGTGCTGGCAACAACCACCAGGAGTCCCCA	Upstream_CTCF	37
chr7	42533262	42533412	id-92381	2.68e-05	-	AGAGCACTTCAGGGCTGGGTTCCCAGAGGGCGGAC	Upstream_CTCF	23
chr7	42560955	42561105	id-92382	2.77e-07	-	AGGCAGCAGCTTTCTGTCTCCAGCAGATGGCTGCC	UpstreamP1_CTCF	2
chr7	42561999	42562149	id-92383	1	+	NA	NONE	8
chr7	42576774	42576924	id-92384	1.97e-06	-	GAGAGAGATGGGGAAACGGCCAGTTGGTGGAGCAG	V_CTCF_BR	17
chr7	42614419	42614569	id-92385	2.89e-07	-	CGAGCTGTACTCAGAAATGCCCCTTGGTGGCAGCC	Upstream_CTCF	27
chr7	42616795	42616945	id-92386	1	+	NA	NONE	4
chr7	42656271	42656421	id-92387	9.51e-07	+	GATACTGACACAGGGAAGGCCACCTGAGGGCAGTA	V_CTCF_BR	0
chr7	42657538	42657688	id-92388	4.01e-09	-	CTGCTGTGGCTGGCTTTCGCCCCAAGGGGGAAGGG	UpstreamP1_CTCF	16
chr7	42658340	42658490	id-92389	1	+	NA	NONE	7
chr7	42679641	42679791	id-92390	3.18e-06	-	TGCCCATGCCCCAGACAGGCCGCTGGGTGGCACAC	V_CTCF_BR	29
chr7	42685570	42685720	id-92391	5.12e-06	+	CATCAGCCTCGACATTTAACCAGCAGATGGCTTCC	UpstreamP1_CTCF	4
chr7	42685757	42685907	id-92392	1.48e-05	+	ATGTAGCTTCACTGTTTGTTCGGCAGGGGGACTGC	UpstreamP1_CTCF	2
chr7	42730760	42730910	id-92393	3.81e-05	-	GATGCGAAGAGGCATTTGACCCCTAGAGGGTGATC	V_CTCF_BR	38
chr7	42740133	42740283	id-92394	3.56e-05	-	AGTTCTATGTTTTCCCTGACCAGAAGGAGTCTCTC	Upstream_CTCF	21
chr7	42776684	42776834	id-92395	1.1e-06	+	CCCAAGCAGGGCAGAGGAGACTCCAGGTGGAGCCA	V_CTCF_BR	35
chr7	42782510	42782660	id-92396	1	+	NA	NONE	7
chr7	42785075	42785225	id-92397	1	+	NA	NONE	40
chr7	42807719	42807869	id-92398	1.14e-06	-	ATGATCTGACTCCTGCCTGCCTCCAGGTGGTGGAG	UpstreamP1_CTCF	5
chr7	42871370	42871520	id-92399	5.51e-07	-	AAAATGGGGAGCTCTGGAGCCAGCAGAGGGAGCTT	V_CTCF_BR	40
chr7	42882926	42883076	id-92400	1	+	NA	NONE	40
chr7	42896789	42896939	id-92401	6.8e-06	-	GTGTACCCCTCTCTCACTGCAGCCAGAGGGCCCCT	UpstreamP1_CTCF	25
chr7	42916168	42916318	id-92402	5.12e-07	-	TGGTAATTACCAGCTCTTCCCACTGGGAGGCAGCA	UpstreamP1_CTCF	40
chr7	42925888	42926038	id-92403	1.92e-06	-	AGGTACTTTTGCTAGTTATCCACAAGGGGGAAGAC	UpstreamP1_CTCF	39
chr7	42951710	42951860	id-92404	3.03e-05	-	CCTTCAGGCTCACCCGGCGGCGCAAGCGGGAGAAG	Upstream_CTCF	19
chr7	42980966	42981116	id-92405	1.67e-07	+	TAGGCATCAGCAAGCCGCTCCACTAGGGGGCAGCA	V_CTCF_BR	39
chr7	43022246	43022396	id-92406	4.88e-05	-	ACCCAGGAAAACCTCAATGGAAGCAGGGGGCGCTC	V_CTCF_BR	5
chr7	43032742	43032892	id-92407	9.71e-06	+	CAGGCTGCTTAACAAGTGACCGGCAGGGTGCTCCC	Upstream_CTCF	15
chr7	43111383	43111533	id-92408	2.27e-05	-	CCCAAAACAGCGCCCCCTGTCAGCAGGAGGCAGTT	V_CTCF_BR	40
chr7	43148096	43148246	id-92409	3.22e-05	+	ATGCTCTCCCAGGCTTCTGCCTCCTGATTGACCCA	UpstreamP1_CTCF	40
chr7	43152432	43152582	id-92410	1	+	NA	NONE	3
chr7	43217400	43217550	id-92411	3.84e-06	+	CAGTTCTTCCCTTTACTCCCCTACAGGAGGCACTG	UpstreamP1_CTCF	38
chr7	43251042	43251192	id-92412	4.7e-06	+	CTCATGGGACAGTGTCCTCCCACCAGAGGGCATGA	V_CTCF_BR	37
chr7	43279381	43279531	id-92413	3.67e-07	+	CTGTAGGGACATGTCCCTCCCAGAAGGCGGCACAC	UpstreamP1_CTCF	2
chr7	43288629	43288779	id-92414	2.27e-06	-	GGGGACGGGCGGCGCCCGGCACCTAGGGGGCAGAG	V_CTCF_BR	4
chr7	43300977	43301127	id-92415	1.87e-09	-	GGGGCAGAGCTTCCAAGGGCCACTAGGGGGCAGCA	V_CTCF_BR	40
chr7	43335967	43336117	id-92416	1	+	NA	NONE	32
chr7	43341897	43342047	id-92417	1	+	NA	NONE	3
chr7	43348654	43348804	id-92418	7.73e-05	+	GCAACAGTACCTAAGAATCCCTGCAGGGGAATGGG	Upstream_CTCF	14
chr7	43354577	43354727	id-92419	4.41e-06	+	TCCGTGTGCCATCAAATGTCCAGCAGAGGCCAGGG	V_CTCF_BR	9
chr7	43372577	43372727	id-92420	1	+	NA	NONE	13
chr7	43393611	43393761	id-92421	1.83e-05	-	AATAATTGCCTCCTTTTTGACACTAGATGGCACAT	V_CTCF_BR	12
chr7	43431235	43431385	id-92422	1.16e-05	-	ACTGTCATTCTAACTGCTTGCTGTTGGAGGCAGCA	Upstream_CTCF	14
chr7	43461824	43461974	id-92423	1.39e-05	+	GAGTCAAATATGGGCATAAACACCAGGGGTCAGGG	V_CTCF_BR	13
chr7	43479507	43479657	id-92424	2.14e-10	-	GAGGAGCTGCTCTGCGCCGCCACCAGGGGGCAGTC	V_CTCF_BR	40
chr7	43494718	43494868	id-92425	2.66e-05	-	TGATAAATAACCATCACAAACTGTAGAGGGAGCCC	V_CTCF_BR	38
chr7	43495951	43496101	id-92426	3.97e-07	+	TGCGGAGATCGGGGTCCATCCAGCAGATGGAGCAA	V_CTCF_BR	29
chr7	43503269	43503419	id-92427	6.8e-06	+	AAGCTGCGAGCAAGCCCCAGCAGGAGGAGGCGGAG	UpstreamP1_CTCF	4
chr7	43518757	43518907	id-92428	7.55e-07	-	CTGTCACCGTCTCTCGTTACCCCCAGATGGCAGCA	V_CTCF_BR	23
chr7	43550766	43550916	id-92429	1.81e-06	-	GATGCACCACAAATACTCTCCACATGAGGGAGAAC	Upstream_CTCF	23
chr7	43571521	43571671	id-92430	3.86e-05	+	TCTGTAGTGCGGCCCTGTGCCCGGAGGTACTGACT	Upstream_CTCF	3
chr7	43573950	43574100	id-92431	1.5e-05	+	ACAGTAGTTCACTAGAGAAACTGAAGAGGGAGAGA	Upstream_CTCF	13
chr7	43622365	43622515	id-92432	1.82e-06	-	GTGCAGCTTTCGGGACGGCCCGGAGGCTGGAGGCG	UpstreamP1_CTCF	40
chr7	43623160	43623310	id-92433	2.78e-06	-	TCGCTTGCTGGGCGCGGCGCGTGGAGGGGGCGCTG	V_CTCF_BR	35
chr7	43692103	43692253	id-92434	1	+	NA	NONE	19
chr7	43695310	43695460	id-92435	4.02e-07	+	GCTGTATGACTCGCTTCAACCAACAGGAGGAGGCA	Upstream_CTCF	10
chr7	43739681	43739831	id-92436	8.21e-06	-	AACTTAAAAAATAGATTTGCCACTAGATGGTGCTA	V_CTCF_BR	40
chr7	43760929	43761079	id-92437	1.31e-05	-	ATTTGGCTAGTTATCTCTTCCAACAGGTGGCAGTG	V_CTCF_BR	37
chr7	43768966	43769116	id-92438	1	+	NA	NONE	29
chr7	43793521	43793671	id-92439	1.15e-06	-	TATGAAATCCTCTGAGATACCACCAGGGGAGGGGG	Upstream_CTCF	21
chr7	43803030	43803180	id-92440	4.88e-05	+	TCTGCAGAATGAAGGTTGGGGCACGGGGGGCGCTC	Upstream_CTCF	11
chr7	43809924	43810074	id-92441	3.09e-05	-	CTGCATTTTCACCAAGCATCCAGGTAAAGGCACAC	UpstreamP1_CTCF	8
chr7	43839336	43839486	id-92442	2.27e-05	-	CAGTTAGCTACTGTTCTAGACAGGAGGAGGCAGTG	V_CTCF_BR	27
chr7	43850263	43850413	id-92443	3.8e-08	-	TTTCTCACCCCTGAGGCTGCCACAAGGGGGCGGGG	V_CTCF_BR	35
chr7	43878556	43878706	id-92444	2.2e-09	-	CCCGCGCTGCCCCAGATGACCAGCAGGGGGCGTGC	Upstream_CTCF	40
chr7	43883746	43883896	id-92445	3.29e-05	+	CCAGGCATGATGGCTCACTCCTCCAGGTGGAGTTG	Upstream_CTCF	2
chr7	43966362	43966512	id-92446	1.1e-05	-	ACCCAGCCCTTCTGGATACCCTACAGGGGGAACCC	V_CTCF_BR	34
chr7	43969522	43969672	id-92447	4.01e-05	-	AGAGTGACACAGGAACAGACCAGGAGAGGGGGACT	Upstream_CTCF	0
chr7	43982680	43982830	id-92448	8.71e-06	-	AAGTCCTGGGAAACTCTCACCACAGGGTGGAGCAG	V_CTCF_BR	34
chr7	43994239	43994389	id-92449	1.65e-07	-	CTGAAGCACATGATCTCAGGCACCAGATGGCACTG	UpstreamP1_CTCF	40
chr7	44023423	44023573	id-92450	4.31e-07	+	AGGGCTTGAAGTCCTCCAGCCAACAGGGGGCAGGC	V_CTCF_BR	15
chr7	44025588	44025738	id-92451	1.23e-10	+	CTTGCAATCCCAGATGCTGCCACCAGGGGGTGCAC	Upstream_CTCF	37
chr7	44058767	44058917	id-92452	8.9e-05	+	GCGCAGGCGCGAGAAAACCCCGAGAGAGGCCAGTG	UpstreamP1_CTCF	40
chr7	44059893	44060043	id-92453	8.17e-10	+	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr7	44080219	44080369	id-92454	1.76e-05	-	GCGCGCAGACGCTGCGCGCCCACCTGGGGGCCCTG	UpstreamP1_CTCF	19
chr7	44092674	44092824	id-92455	2.89e-07	-	CCTGCCCCACTGAGGCAGGCCTGTAGGTGGCCCTG	Upstream_CTCF	9
chr7	44098162	44098312	id-92456	1	+	NA	NONE	3
chr7	44107717	44107867	id-92457	1.61e-05	-	CTGAAACTGCATCCAGGGCCCAGCGCAGGGGGGCA	UpstreamP1_CTCF	6
chr7	44112012	44112162	id-92458	2.59e-06	+	GAGAAGGGGAGGGAGTTGGCCACAAGGGGGCCTGG	UpstreamP1_CTCF	40
chr7	44113279	44113429	id-92459	8.03e-07	-	TAGGCAGTGTGCCGCTGGGCCGCCTGGGGGTGGGG	Upstream_CTCF	4
chr7	44121060	44121210	id-92460	5.13e-05	+	GTTTGCTCTCTCAACCTCCAAACTAGGGGGCACCC	V_CTCF_BR	3
chr7	44121925	44122075	id-92461	7.78e-06	+	CGTGGAGGAAGCGGCATCGCCGCTAGGGGACCCGA	Upstream_CTCF	40
chr7	44125236	44125386	id-92462	1	+	NA	NONE	31
chr7	44137241	44137391	id-92463	9.66e-05	+	TCTGGTACTCCCTCTAATGGCAGGAGCTGGGGTGC	Upstream_CTCF	1
chr7	44144254	44144404	id-92464	6.19e-06	+	CTGGCGTTGCTGGCCCTGTGCCCTGGAGGGCGCCC	UpstreamP1_CTCF	8
chr7	44145274	44145424	id-92465	1	+	NA	NONE	16
chr7	44149096	44149246	id-92466	1.61e-05	-	CTCCCCCTACCACGCCCAGCCACTAGGGGCCCTGG	UpstreamP1_CTCF	24
chr7	44152296	44152446	id-92467	1.64e-05	-	CGAAGGAGATGGCAAGCCACCGGAAGATGGCGTGG	V_CTCF_BR	9
chr7	44162833	44162983	id-92468	1	+	NA	NONE	10
chr7	44163905	44164055	id-92469	4.5e-05	-	GGGAAGTAGCAGAACAGTAGCGCTAGAGGACGCCT	UpstreamP1_CTCF	29
chr7	44170769	44170919	id-92470	3.88e-06	+	TGTGCAGCCAGTTGATTCTCCTGGAGAGGGAGCCC	V_CTCF_BR	40
chr7	44178546	44178696	id-92471	3.1e-07	-	CTGCCACTCACCAGTGTCCCCTGCAGGTGGAGCAG	UpstreamP1_CTCF	10
chr7	44187175	44187325	id-92472	2.8e-05	-	AGAGCTCTGCAAACCCCGGTCAGCAGCTGTAAGGA	Upstream_CTCF	3
chr7	44193264	44193414	id-92473	2.18e-07	+	CAGCGTGTTGGAGGGGTGAGCAGCAGAGGGCAGAG	V_CTCF_BR	9
chr7	44196974	44197124	id-92474	7.1e-07	+	CTGTCCCTCCCCCTGGCAGCCTCTGGGAGGCAGCC	UpstreamP1_CTCF	8
chr7	44229979	44230129	id-92475	1	+	NA	NONE	0
chr7	44236075	44236225	id-92476	1.48e-06	-	CTTGCACTGACACCATTTCCCTATAGGAGGCAGGT	Upstream_CTCF	40
chr7	44240569	44240719	id-92477	3.09e-06	+	GCAGCCGGCTGCTGAGAGGCCGGTAGGCGGCGGCG	Upstream_CTCF	40
chr7	44254052	44254202	id-92478	1.64e-05	+	TTTTCTTTTTTGCTGTTAACCAGGTGAGGGAGCCC	V_CTCF_BR	40
chr7	44258014	44258164	id-92479	6.8e-06	-	TGTTCGGCTTCTCTGCAGCCCGCAAGGGGGAGCAG	Upstream_CTCF	20
chr7	44261008	44261158	id-92480	7.07e-08	+	GGAGGCCGGGGAGGAGGAAGCAGCAGGGGGCGGCC	V_CTCF_BR	22
chr7	44261902	44262052	id-92481	1	+	NA	NONE	1
chr7	44270752	44270902	id-92482	2.78e-06	-	CAGAGCTGGGGCCCTGCAGCCGCCAGAGGGCATGT	V_CTCF_BR	4
chr7	44270946	44271096	id-92483	1.47e-05	+	TGGCCACCCTGCATCCCCAACACATGAGGGCTCCA	V_CTCF_BR	4
chr7	44272148	44272298	id-92484	9.71e-06	+	GGCGCAACTGTGCCAAGCACCTCCAGGGGCGCGCC	Upstream_CTCF	3
chr7	44275998	44276148	id-92485	1.48e-06	-	GGCGCTGTGCTCAGCTTCACCAGGAGGGGCCTTAG	Upstream_CTCF	23
chr7	44280676	44280826	id-92486	5.77e-08	+	GGGGAGAACTGCTCAGAGACCAGCAGAGGGCAGTC	V_CTCF_BR	40
chr7	44284004	44284154	id-92487	8.43e-09	+	AGGCCTTCCTTGTCCCTGACCAGCAGGGGGCTCCC	V_CTCF_BR	39
chr7	44291556	44291706	id-92488	2.6e-05	+	AGGCCAGGCACCCCAGGGCCCGCCACGGGGAGGGG	UpstreamP1_CTCF	0
chr7	44297512	44297662	id-92489	2.1e-05	-	CCTTAGCCTGCCCCTGTGGCCTCCAGGCGGCCACA	UpstreamP1_CTCF	21
chr7	44300949	44301099	id-92490	4.51e-05	-	TGAGATCAGCCCTGCAGCGCCCCCAGGGAGCAGTG	Upstream_CTCF	4
chr7	44325785	44325935	id-92491	3.63e-06	+	ACCATCTGTCACGCTCTGACCCCTAGAGGGCTCAG	V_CTCF_BR	15
chr7	44347038	44347188	id-92492	2.4e-05	-	AGACCATTCCCAGTGCCAGGGGCCAGATGGCGCCA	V_CTCF_BR	39
chr7	44365624	44365774	id-92493	1.73e-05	-	GAGGGTGTGAGGAATGAGTCCTGTGGAGGGCAGCA	V_CTCF_BR	17
chr7	44388045	44388195	id-92494	2.34e-06	+	TGGCAGATCTGCGTATGGGTCCCCAGGGGGCACCC	UpstreamP1_CTCF	38
chr7	44389144	44389294	id-92495	4.7e-06	-	AGCAGCTGAGGGGGCAGGGTCCCCAGGTGGCACAG	V_CTCF_BR	23
chr7	44415098	44415248	id-92496	3.88e-06	+	GCCTGCACTACTGTGCCCACCACTGGGTGGTGCCC	V_CTCF_BR	34
chr7	44418574	44418724	id-92497	1	+	NA	NONE	16
chr7	44471050	44471200	id-92498	2.78e-06	+	GGGAGAGCTAGCAGCACTGCCACCAGGAGTCACTG	V_CTCF_BR	33
chr7	44503113	44503263	id-92499	1	+	NA	NONE	37
chr7	44517050	44517200	id-92500	6.62e-09	-	CTGCAGTTCAGGCTCTTGACCTGCAGGTGTTGCTG	UpstreamP1_CTCF	40
chr7	44526371	44526521	id-92501	3.91e-06	+	TCTGACCTACCCATTCACACCACCAGGAAGTGCTA	Upstream_CTCF	20
chr7	44530065	44530215	id-92502	1	+	NA	NONE	33
chr7	44536840	44536990	id-92503	2.04e-05	+	GGGCAAAGTGCCTGCCTGAGCTCTAGAGGTCAGAC	V_CTCF_BR	0
chr7	44574283	44574433	id-92504	1.09e-06	+	CTGCAGGTGCCCGATACTGCCCCCAGTGGTGAGGA	UpstreamP1_CTCF	40
chr7	44581777	44581927	id-92505	4.88e-05	-	CACTAGAGACAGGTCCCTTCCTGCAGCTGTCTCCA	V_CTCF_BR	9
chr7	44605205	44605355	id-92506	5.98e-10	-	CATGCAGTGCTTCACTTGGCCAGCAGAGGTCAGCT	Upstream_CTCF	40
chr7	44627805	44627955	id-92507	8.71e-06	+	GCAAAAAGTAGAATGGTTACCTGCGGGGGGAGCTG	V_CTCF_BR	39
chr7	44635598	44635748	id-92508	9.41e-05	-	GCAGCCCAAGAGGCAGTAGGCTGAAGTGGTAACCA	V_CTCF_BR	9
chr7	44696471	44696621	id-92509	3.56e-05	-	AGTGTAAAGAAGAGACTGGCCACCAGGGTGGATGA	Upstream_CTCF	18
chr7	44733635	44733785	id-92510	1	+	NA	NONE	10
chr7	44741989	44742139	id-92511	1.71e-06	+	TTGACACAGCCTTTACCACCCACCAGGGGTCACCA	V_CTCF_BR	24
chr7	44775205	44775355	id-92512	4.51e-05	-	GCTGTACTATTTGACATTCCCACCAGCAGTGTATG	Upstream_CTCF	15
chr7	44801632	44801782	id-92513	2.01e-05	+	TCTGCTGTTTTGCTGTCCACCGCCTGCTGTAGCAT	Upstream_CTCF	3
chr7	44802488	44802638	id-92514	1	+	NA	NONE	9
chr7	44804576	44804726	id-92515	8.61e-08	+	GTGATCCCTGCATCTGTGGCCACTGGAGGGCAGCC	V_CTCF_BR	26
chr7	44812579	44812729	id-92516	1.34e-06	+	AAGCAGAGTCTCACTCTGTCCTCCAGGTGGGAGTG	UpstreamP1_CTCF	7
chr7	44831277	44831427	id-92517	3.84e-06	+	ATGGAACACCTCCATCTAGCCAGAACAGGGCACTG	UpstreamP1_CTCF	33
chr7	44837063	44837213	id-92518	1	+	NA	NONE	37
chr7	44854679	44854829	id-92519	5.63e-06	-	TTTCAGCAGGACAGCAGTGCCTCCAGGAGGCACTT	UpstreamP1_CTCF	9
chr7	44887351	44887501	id-92520	6.39e-08	-	CGGCCGAGCCCCTCGCCGCCCGCCGGGGGGCGCCA	V_CTCF_BR	40
chr7	44896639	44896789	id-92521	3.6e-07	+	GCTTCCCTGCTAGGCTTTGCCAATAGGGGGAACTA	Upstream_CTCF	39
chr7	44897882	44898032	id-92522	1	+	NA	NONE	36
chr7	44961810	44961960	id-92523	1.47e-10	-	CCCACCTCATCAGGGACGGCCACCAGGGGGCGCGA	V_CTCF_BR	40
chr7	44995541	44995691	id-92524	1.83e-05	+	CCCTCCTGCTGAGAGCTCAGCACATGGGGGAACCA	V_CTCF_BR	2
chr7	45002609	45002759	id-92525	5.01e-06	-	GCGTGACCAGCGGAGGAGACCAGCTGGTGGTGCTG	V_CTCF_BR	10
chr7	45004216	45004366	id-92526	6.43e-06	-	AGATGCAGCCTAGAAGTCAACACAAGAGGGCTCTG	V_CTCF_BR	40
chr7	45007191	45007341	id-92527	7.84e-05	+	TTCTTGAAGAGTGTGCCAGCCGTCAGGGGGCGCTT	V_CTCF_BR	39
chr7	45013463	45013613	id-92528	3.86e-08	+	TCTGTGTTCCCAGGGGCTCCCACCAGGGGGAGGCT	Upstream_CTCF	40
chr7	45019178	45019328	id-92529	3.47e-07	+	CTGCAATTCCCCACCCCAGCCACGGGGGAGGGACA	UpstreamP1_CTCF	8
chr7	45021171	45021321	id-92530	1	+	NA	NONE	9
chr7	45039151	45039301	id-92531	3.42e-08	-	CCGGCGGGAGGGGACGCGGCCGGCAGATGGCGAAG	V_CTCF_BR	12
chr7	45039499	45039649	id-92532	5.92e-05	+	CAGGCGCGTTCTCGGCCGTCCTGAAGGGGCAGGAT	V_CTCF_BR	11
chr7	45109142	45109292	id-92533	5.08e-05	+	TTGCAATACCACCCCTGGGCCACATGGCAGTCCTA	UpstreamP1_CTCF	24
chr7	45112635	45112785	id-92534	1.72e-06	-	GGTGAACTACTACAGAGCCCCAGGTGGTGGCAGAG	Upstream_CTCF	16
chr7	45113673	45113823	id-92535	8.99e-05	-	GCCACTAACCCCAGCCAGAGCACCAGCTGTCTCTG	V_CTCF_BR	1
chr7	45118042	45118192	id-92536	1.03e-06	+	GCCAGAGAGTACTGAGGGGACACCAGAGGGTGGTG	V_CTCF_BR	19
chr7	45121186	45121336	id-92537	1.29e-05	-	CCTCACCTTTTCTCAGGCCCCAGCAGGCGGCAGTG	UpstreamP1_CTCF	3
chr7	45122381	45122531	id-92538	9.81e-06	+	CTGGCTGACCTCAGGGCAGGCAGCAGGAGGCGCAT	V_CTCF_BR	8
chr7	45151612	45151762	id-92539	6.21e-05	-	ATTGCACATAAAAATCCAGCTGCAAGTGGGCGCTC	V_CTCF_BR	38
chr7	45168877	45169027	id-92540	2.73e-07	-	GCGGTACTCCTCACGGGGGCCAAAAGGTGGAGACA	Upstream_CTCF	3
chr7	45175851	45176001	id-92541	1.55e-07	-	CAGCAATTGCTCACATGACCCAGGAGAGGGAGCTG	UpstreamP1_CTCF	40
chr7	45186486	45186636	id-92542	9.78e-07	-	CTGCCCCCTGGCCTATTGCCCAGTAGGTGGCCCAC	UpstreamP1_CTCF	14
chr7	45192964	45193114	id-92543	1.39e-05	+	ATGACTGTGCGTATTTTGTCCAGCAGGGGCCAACA	V_CTCF_BR	23
chr7	45194311	45194461	id-92544	3.12e-08	+	CCGTTATTTCAGTGTCTGTCCAGCAGGGGGAGCCA	UpstreamP1_CTCF	40
chr7	45217900	45218050	id-92545	6.39e-08	-	ATTTAGGGTCTGGCAGCAGCCACCAGGGGGTGGCA	V_CTCF_BR	33
chr7	45257159	45257309	id-92546	3.97e-05	+	TGGCTTCTGCCTCTTGTCTCCAGTAGGGGGATTGT	UpstreamP1_CTCF	38
chr7	45258562	45258712	id-92547	1.31e-05	-	GGGTGTTGAGAAGGGAAGACAGGCAGGGGGCGGTG	V_CTCF_BR	3
chr7	45269302	45269452	id-92548	1.83e-05	-	CCCCTCCACTCTCTATCTCCCAGGAGGTGGCGTGG	V_CTCF_BR	3
chr7	45282480	45282630	id-92549	3.4e-06	+	TACCTGTGTCCTGCAGGGCCCAGGAGGTGGTGCCC	V_CTCF_BR	3
chr7	45299727	45299877	id-92550	3.99e-12	-	TCTGCAGTGCAGCGCGCCGCCGGCAGGGGGCGGCA	Upstream_CTCF	40
chr7	45407757	45407907	id-92551	1	+	NA	NONE	5
chr7	45431750	45431900	id-92552	3.88e-06	+	AGAGTCACAGATGGGGCCCCCGCTGGGGGGCGCTC	V_CTCF_BR	6
chr7	45447498	45447648	id-92553	1.11e-05	+	CCAGCCCTTCCGCGTCCCAAAGGTAGAGGGAGCAC	Upstream_CTCF	22
chr7	45448063	45448213	id-92554	5.92e-05	+	CCCGCCATGCTCCATGCAGCCTGAGGGAGTCCCCA	Upstream_CTCF	3
chr7	45495406	45495556	id-92555	6.04e-07	-	CAGCACCCCCGTGGCCCATCCTCTAGGGGGCTGGC	UpstreamP1_CTCF	3
chr7	45519464	45519614	id-92556	1	+	NA	NONE	3
chr7	45561619	45561769	id-92557	3.81e-05	+	AGCCGCCTTCTCGCTGTGTCCACATGGTGGAGAGA	V_CTCF_BR	4
chr7	45614238	45614388	id-92558	5.13e-05	+	TCCGCGGCTACACGCTGCGGCTGGAGCAGGCGGCC	V_CTCF_BR	30
chr7	45614637	45614787	id-92559	5.38e-05	+	TGCTGGCCATAGGCTTTGGGCTCGTGGTGGCTGCG	V_CTCF_BR	7
chr7	45619775	45619925	id-92560	6.67e-08	+	CTGCCCCTCCACAATGTGCCCAGCAGGGGCTGCAC	UpstreamP1_CTCF	6
chr7	45620308	45620458	id-92561	1.12e-09	+	AGAGCAGTGCTGAGTGTGGCCACCAGGAGGTGGGA	Upstream_CTCF	40
chr7	45624024	45624174	id-92562	2.11e-06	-	GAACCACAGTTAAAGACATACAGCAGGGGGCAGCG	V_CTCF_BR	13
chr7	45628810	45628960	id-92563	5.41e-06	-	CCACCACCACACTCCCTGACCACAAGGTGGCCCAG	Upstream_CTCF	11
chr7	45656985	45657135	id-92564	1.2e-08	-	CCAGCAGTCACAGCCTTGGCCAGCAGATGGGGTAA	Upstream_CTCF	10
chr7	45686608	45686758	id-92565	8.99e-05	-	CTGGCCACCGCCCAGCATCAGAGGAGGGGGCGCTG	V_CTCF_BR	10
chr7	45703001	45703151	id-92566	8.43e-09	+	CCAGGGCAGAGGGGACTGGCCTCTAGGTGGCGGTG	V_CTCF_BR	39
chr7	45709181	45709331	id-92567	2.4e-05	-	AGGAGATGGGGTAGGAGAGCCCCTAGGTGGATCAG	V_CTCF_BR	21
chr7	45755193	45755343	id-92568	5.67e-06	+	GCTGTGTGGCCATGTGGGGGCAGCAGGGGCCTGGG	Upstream_CTCF	2
chr7	45761725	45761875	id-92569	4.41e-06	+	GCCTCTTGCATACAACTGTCCACTAGGAGGCACGC	V_CTCF_BR	32
chr7	45788706	45788856	id-92570	1	+	NA	NONE	31
chr7	45796490	45796640	id-92571	2.18e-07	+	CATGTACTACCCAATCCTGCCTGAAGGTGGGAGTC	Upstream_CTCF	32
chr7	45808312	45808462	id-92572	8.89e-06	-	GCAGCAAGGGCCAGACTCTGCGCTAGCAGGCGCTG	Upstream_CTCF	13
chr7	45808780	45808930	id-92573	1	+	NA	NONE	16
chr7	45893989	45894139	id-92574	6.53e-09	-	TCGCTTTAGCCATATATGGCCACCAGAGGGCGGAG	V_CTCF_BR	40
chr7	45903433	45903583	id-92575	3.48e-06	+	CAGAAGGCCTGAGCCAGAGCCAGCAGGAGCCACCG	UpstreamP1_CTCF	36
chr7	45911832	45911982	id-92576	2.94e-06	+	GAGGGAGTTACTTCTCCATCCAGCAGGCGGAGCTG	Upstream_CTCF	40
chr7	45921004	45921154	id-92577	1.47e-05	+	TAACAGAGTGTGGGATGCGCCCCCAGAGGCCGGAG	V_CTCF_BR	1
chr7	45930810	45930960	id-92578	1.43e-05	+	ATGTCTGTTTTGAATTCTACCACTTGAGGGCGACA	Upstream_CTCF	39
chr7	45942563	45942713	id-92579	9.62e-05	-	AGACTATTCCTGCTCACCACCACCAGGGTTCAGCA	UpstreamP1_CTCF	29
chr7	45957287	45957437	id-92580	3.97e-07	+	CAGTATGCTTCATCTTCCACCGGCAGGGGGCAGAC	V_CTCF_BR	40
chr7	45961880	45962030	id-92581	3.22e-05	+	CACCCCCTCCCTTCGGTGACCAACAGAGGACGCTG	UpstreamP1_CTCF	40
chr7	45962937	45963087	id-92582	1	+	NA	NONE	40
chr7	45964094	45964244	id-92583	1	+	NA	NONE	20
chr7	45978627	45978777	id-92584	2.06e-09	+	ATGCACCTGCAGCCTGAGAGCAGCAGGGGGCGGGG	UpstreamP1_CTCF	32
chr7	45995881	45996031	id-92585	4.51e-05	+	TATAAATTTCAAAATGTTACCACTGGGGGGAGTCG	Upstream_CTCF	27
chr7	46006679	46006829	id-92586	8.33e-05	+	AATGTGCTGCCCCCTCTGTCCTGCAAGGAGAGCCT	Upstream_CTCF	1
chr7	46020136	46020286	id-92587	3.97e-05	-	GAGCAGACCCAAGTTTCTGCCACTAGGGCTGGACC	UpstreamP1_CTCF	17
chr7	46024366	46024516	id-92588	3.4e-06	+	AGGTGATAGAGCTGCTTTGCCACAGGGTGGCAGGG	V_CTCF_BR	23
chr7	46025509	46025659	id-92589	1	+	NA	NONE	12
chr7	46055017	46055167	id-92590	1	+	NA	NONE	4
chr7	46055232	46055382	id-92591	6.9e-05	-	CCGTCCACCCTCCCTGGCTCCAGCAGGGGAAAAGC	Upstream_CTCF	5
chr7	46169547	46169697	id-92592	5.9e-06	+	CTGAGGTTTGCAGCAGACACCTGTGGATGGCAGCA	UpstreamP1_CTCF	13
chr7	46172104	46172254	id-92593	1.77e-05	-	GCTGCTTTCTCAGGCTGCAGCCACAGGGGGAGTAT	Upstream_CTCF	37
chr7	46186145	46186295	id-92594	1	+	NA	NONE	2
chr7	46192419	46192569	id-92595	2.04e-05	-	ACATGTGATTTGGTTTGTGCCACAAGAAGGAGCTC	V_CTCF_BR	23
chr7	46194079	46194229	id-92596	3.88e-06	-	GGAGCCACTACTCTAGGGGCCTCTAGGGGTCTCTG	V_CTCF_BR	11
chr7	46388330	46388480	id-92597	1	+	NA	NONE	5
chr7	46392078	46392228	id-92598	5.63e-06	-	TTTCCCTTCATAACACGTGCCACTAGGTGCCAGTG	UpstreamP1_CTCF	40
chr7	46400512	46400662	id-92599	1.59e-06	+	TGGAGGAGCTTGGGACCCCCCACGAGGGGGCACAT	V_CTCF_BR	14
chr7	46403416	46403566	id-92600	1	+	NA	NONE	23
chr7	46409691	46409841	id-92601	3.11e-05	-	AGATCTGCAGAATAAAACACCTCAAGAGGGCTCTC	V_CTCF_BR	10
chr7	46429746	46429896	id-92602	2.19e-05	+	CTTGTTATTCCCATTGCTGGCCAAGGATGGCACTC	Upstream_CTCF	28
chr7	46479800	46479950	id-92603	6.23e-05	+	TTGTCTTGTGAGCGTCCAAACACTGGGAGGCGGAA	UpstreamP1_CTCF	1
chr7	46517709	46517859	id-92604	5.52e-05	+	GTTCACTCCCTGTGGCCATTCACTAGAAGTCACTG	UpstreamP1_CTCF	5
chr7	46525146	46525296	id-92605	1	+	NA	NONE	30
chr7	46532933	46533083	id-92606	5.08e-05	+	TCTGGCTTCTGCCATTCACCCACTAGATGGCCTTA	Upstream_CTCF	20
chr7	46631208	46631358	id-92607	3.81e-05	+	ACTGACTGGGAGACAACTCCCAGTAGAGGCCGACA	V_CTCF_BR	6
chr7	46694581	46694731	id-92608	1	+	NA	NONE	2
chr7	46694780	46694930	id-92609	1	+	NA	NONE	18
chr7	46721847	46721997	id-92610	3.31e-06	-	GAGAAGGTGCAGACTCTGCCCAGCAGGGGCATGGC	UpstreamP1_CTCF	27
chr7	46724778	46724928	id-92611	1	+	NA	NONE	26
chr7	46735033	46735183	id-92612	4.88e-05	+	GAAAAATTCCCTCAAGCTTCCAGCAGAGGGGAGGA	UpstreamP1_CTCF	31
chr7	46785445	46785595	id-92613	1	+	NA	NONE	34
chr7	46816495	46816645	id-92614	5.26e-07	+	GATGCAAGAACATCTATGAACAAAAGGGGGCAGCA	Upstream_CTCF	39
chr7	46826078	46826228	id-92615	1.5e-05	+	GTTGCAGTACCACTAGCAGCCTTCTGAAGGGAATG	Upstream_CTCF	22
chr7	46894530	46894680	id-92616	3.63e-06	-	GCAGAGACAAGCACTGCGTCCTCCAGATGGCATCA	V_CTCF_BR	20
chr7	46972868	46973018	id-92617	7.15e-05	-	CTTTAACTTGTGTGTTCATCCTGAAGTGGGTGCTC	V_CTCF_BR	31
chr7	47092213	47092363	id-92618	1	+	NA	NONE	15
chr7	47108581	47108731	id-92619	2.38e-07	+	CCACCACATAAGGACACAGCCAGAAGATGGCAGTC	V_CTCF_BR	1
chr7	47128520	47128670	id-92620	1.72e-06	-	TGAGATTTGCACCTTGTCACCACTAGATGGCAACA	Upstream_CTCF	38
chr7	47140536	47140686	id-92621	5.2e-08	-	CTGTAACATGAGGCGGTGCCCTGCAGAGGGCGCTC	UpstreamP1_CTCF	40
chr7	47210242	47210392	id-92622	4.88e-05	-	ATGTCATGCATTGAGTCAGCCTGTAGGGTGTGCTG	UpstreamP1_CTCF	40
chr7	47219920	47220070	id-92623	1.52e-07	-	CTCTGGCCATCCCCTTCATCCAGCAGATGGCAGTC	V_CTCF_BR	40
chr7	47235321	47235471	id-92624	3.91e-06	+	CCTGTAATCTTCATTTTGACCACTAGGGAAGCCTG	Upstream_CTCF	37
chr7	47272740	47272890	id-92625	1.47e-05	-	TTCAGTGGGATGACATGCACCAGGAGATGTCAGTA	V_CTCF_BR	25
chr7	47294122	47294272	id-92626	2.58e-10	-	GCCGCTGGTCCCGGTGTGGCCGGCAGGGGGCGCGC	V_CTCF_BR	40
chr7	47305938	47306088	id-92627	1.3e-10	+	CTGTAGTAAGTGACGCTGCCCACCAGGGGGCAGGA	UpstreamP1_CTCF	40
chr7	47323183	47323333	id-92628	4.17e-05	-	AGAGGGAGGCAGGAGCCGTCCAGCAGGGGCGGGGC	Upstream_CTCF	8
chr7	47325892	47326042	id-92629	1	+	NA	NONE	25
chr7	47337234	47337384	id-92630	1	+	NA	NONE	5
chr7	47337726	47337876	id-92631	2.66e-05	+	GGAAGTAACAAAAACCTGGCCTGCAGGTGGCCCCC	V_CTCF_BR	24
chr7	47340759	47340909	id-92632	1.48e-06	-	CCAAAGTGAATCCCGGTGGCCACCTGGTGGAGGCT	V_CTCF_BR	23
chr7	47365961	47366111	id-92633	3.71e-05	-	GCAGAAGGTTCCTTGTCCTCCTGTAGGGGCAGAGT	Upstream_CTCF	35
chr7	47377277	47377427	id-92634	4.34e-07	-	GAGCCGTTCTCTGTAGTTCCCAGAAGGTGGTGGTG	UpstreamP1_CTCF	21
chr7	47390936	47391086	id-92635	3.22e-05	+	TTACAATGCAAGGCGTCCTGCAGCAGGGGTCTCTC	UpstreamP1_CTCF	6
chr7	47422726	47422876	id-92636	1	+	NA	NONE	9
chr7	47432183	47432333	id-92637	5.08e-05	+	CTGGGACTCAGCCTTTCACCCGCCAGGCGGCGTCC	UpstreamP1_CTCF	22
chr7	47456437	47456587	id-92638	1.31e-09	+	GAGCAGTTCCGCCCTCCTTCCAGCACGGGGCAGCC	UpstreamP1_CTCF	16
chr7	47458552	47458702	id-92639	2.66e-05	+	GGAAAGGTGAGCTGGGCCACCTGTTGGTGTCAGCC	V_CTCF_BR	5
chr7	47475523	47475673	id-92640	1.09e-06	-	AAGCAACACCCCCGTGTGGCCACTGTGGGCCACTG	UpstreamP1_CTCF	40
chr7	47484407	47484557	id-92641	1.41e-06	+	ACTGTAATCTGTGCTATCACCACAGGGAGGCCCCA	Upstream_CTCF	40
chr7	47510594	47510744	id-92642	1	+	NA	NONE	3
chr7	47514993	47515143	id-92643	1.04e-07	+	CCTCCCACACCAGAGGCCGCCACCAGAAGGCGGAG	V_CTCF_BR	22
chr7	47519743	47519893	id-92644	9.41e-05	+	CCAGATTCTGTGTATGGCGAAGCTAGGGGGAGCCA	V_CTCF_BR	6
chr7	47523541	47523691	id-92645	9.81e-06	+	TAAGAAAGTGAGCTGGGGAACAGTAGGGGGCGAGC	V_CTCF_BR	36
chr7	47527978	47528128	id-92646	7.82e-06	-	CTGCAGGCCCGGGAGAGAGGCCTCAGGAGGAACCA	UpstreamP1_CTCF	2
chr7	47534260	47534410	id-92647	1.83e-05	-	GCCCTCTCTCCGCCTCCCGGGAGCAGCTGGCGGAG	V_CTCF_BR	12
chr7	47542290	47542440	id-92648	1.32e-05	-	TCTGTCCAGCCTCTTGGCTCCTGCAGGTGGCCTCA	Upstream_CTCF	10
chr7	47574401	47574551	id-92649	1	+	NA	NONE	28
chr7	47597676	47597826	id-92650	1	+	NA	NONE	8
chr7	47605438	47605588	id-92651	1	+	NA	NONE	2
chr7	47611477	47611627	id-92652	6.82e-05	-	CCTGTGGGCCCTGGCGGTGAGAGGAGTGGGAGGTG	V_CTCF_BR	14
chr7	47613860	47614010	id-92653	9.26e-05	+	CTGCAGGCCTGGTTTTTACCCTGGGGGTGATAACC	UpstreamP1_CTCF	5
chr7	47620550	47620700	id-92654	6.43e-06	-	GCGCCATCAGGGTGTGGGGCCAGCAGAGAGCACTA	V_CTCF_BR	31
chr7	47621690	47621840	id-92655	6.51e-07	-	GTGGCGATTGCCCGCGCCGCCTCGAGGGGGCCCTG	Upstream_CTCF	33
chr7	47627683	47627833	id-92656	1.32e-05	+	TTTGCAGCTACCTGACTGACGGCTAGGAGCCCCAC	Upstream_CTCF	2
chr7	47636453	47636603	id-92657	2.15e-05	+	AGCTGACCAACACAAGCCACCTATAGATGGCAGGC	V_CTCF_BR	4
chr7	47693154	47693304	id-92658	1.08e-05	-	CTTTAGGCAGTACATGTGTCCAGTAGAGGCAGCAG	UpstreamP1_CTCF	19
chr7	47709259	47709409	id-92659	3.86e-05	+	CAAGTTGTTCCTGTGGCTGCCTCTAGCTGTTCCCC	Upstream_CTCF	28
chr7	47735424	47735574	id-92660	7e-10	+	AATGCAGCTTCAAAAATGACCACCAGAGGCCGGGC	Upstream_CTCF	5
chr7	47761342	47761492	id-92661	6.18e-07	+	GTTGCGCTTCTCTACCTGGCCGACAGGTGTCCCCC	Upstream_CTCF	18
chr7	47769865	47770015	id-92662	1	+	NA	NONE	6
chr7	47789919	47790069	id-92663	1.73e-05	+	AAATCCTAGCGGGGGATATCCACTTGGGGGTGCAC	V_CTCF_BR	2
chr7	47797618	47797768	id-92664	1	+	NA	NONE	19
chr7	47798768	47798918	id-92665	4.02e-07	+	ACAGCCTTGCTTTCTTGCTCCACCAGGGGTCACAG	Upstream_CTCF	39
chr7	47810956	47811106	id-92666	1	+	NA	NONE	19
chr7	47832236	47832386	id-92667	5.72e-07	+	GTGTTGTTGGATGTTTTTTCCAGAAGGGGGAGTTG	UpstreamP1_CTCF	37
chr7	47836120	47836270	id-92668	8.89e-06	-	CCTGCAGTGAAGAAATAAACCACCTGGAGGCTTAT	Upstream_CTCF	23
chr7	47847512	47847662	id-92669	2.66e-05	-	GCCTGGAATTCCCCCAGTGCCTCCAGGGGACGCTA	V_CTCF_BR	28
chr7	47859035	47859185	id-92670	1.03e-06	-	TGCAAGTGCACAGCCTGTGCCAGTAGGTGGTGCTG	V_CTCF_BR	40
chr7	47892390	47892540	id-92671	2.81e-05	+	ACAAGCAGAGCCCTAAGGATCAGGAGGAGGCGCCA	V_CTCF_BR	39
chr7	47932875	47933025	id-92672	1	+	NA	NONE	40
chr7	47977559	47977709	id-92673	2.6e-05	-	CTGCTTTTTGTAATCATGTCCACAGTGGGGCGTTG	UpstreamP1_CTCF	6
chr7	47978501	47978651	id-92674	9.81e-06	-	TTAGTGCCCTCACCTCCAAACACAAGGGGGCAAAC	V_CTCF_BR	30
chr7	47984921	47985071	id-92675	7.42e-09	+	CTTGATGCCCAAGAAGCCGCCACCAGAGGGCAGAC	V_CTCF_BR	40
chr7	47990541	47990691	id-92676	1.64e-06	-	AAGCAGCACACCCCTCCGTCCTCGGGAGGGAAGCA	UpstreamP1_CTCF	7
chr7	48008554	48008704	id-92677	1.67e-08	-	GGTGTAGTGGGGCAGTTAGCCACCAGGGGGAGAAG	Upstream_CTCF	40
chr7	48028519	48028669	id-92678	1	+	NA	NONE	40
chr7	48031429	48031579	id-92679	7.07e-08	+	CCCTCCAGCCCCGCCTGGCCCAGCAGAGGGCTCTC	V_CTCF_BR	40
chr7	48032202	48032352	id-92680	1.61e-05	+	CTGGAGCAAAATGCTGAGGGCGCCAGAGGGATATC	UpstreamP1_CTCF	14
chr7	48048978	48049128	id-92681	1	+	NA	NONE	13
chr7	48074921	48075071	id-92682	1	+	NA	NONE	33
chr7	48075216	48075366	id-92683	1.13e-05	+	CTGTGGTCCCGGGCCTTGTCCACTGTGCGGAGCTC	UpstreamP1_CTCF	4
chr7	48127119	48127269	id-92684	5.92e-05	-	TGGGGAGTTTCAATGTCCTCCGCTTGGGGCACACA	Upstream_CTCF	16
chr7	48141802	48141952	id-92685	3.97e-07	+	CTTGGGGTGTAGAGGAAGGACAGTAGGGGGCGCCC	V_CTCF_BR	40
chr7	48147825	48147975	id-92686	1.84e-06	+	GCAATGTGCTCAGCGAGTACCAGCAGAGGCCGCAG	V_CTCF_BR	0
chr7	48149866	48150016	id-92687	3.5e-11	-	TGTGCACTACCTCACATAGCCAGCAGAGGGCAGTG	Upstream_CTCF	40
chr7	48179072	48179222	id-92688	4.31e-07	+	CCCAAGTTCCTTAAGCCAACCAGGAGGTGGCAGTC	V_CTCF_BR	39
chr7	48194490	48194640	id-92689	1.55e-07	-	TCTCCAGGACCCAGACTGGCCCCTAGGTGGCACAC	Upstream_CTCF	40
chr7	48207821	48207971	id-92690	1.54e-05	+	GGGTTATTAAATATGCTGGCCTTTAGATGGCACCG	UpstreamP1_CTCF	26
chr7	48228469	48228619	id-92691	1.52e-07	-	TCCAGGAGGGAAGCTCCGACCAGCAGAGGGTGGAA	V_CTCF_BR	11
chr7	48284596	48284746	id-92692	1.85e-05	-	GAAGCATTGGTGGGAGGAGGCAGTAGAAGGAACAG	Upstream_CTCF	7
chr7	48292692	48292842	id-92693	8.89e-06	-	GCTGCAGGGAGTCTGCAGACCTGCAGGCGGCTAGG	Upstream_CTCF	6
chr7	48331131	48331281	id-92694	6.64e-05	-	GCTGGAGTGCTCGGACTGAGGAGCAGGGATTGAAT	Upstream_CTCF	5
chr7	48339294	48339444	id-92695	6.05e-06	+	TGCCTGATGAAACAAGTGGCCACTGGGTGTCACTG	V_CTCF_BR	40
chr7	48376739	48376889	id-92696	7.27e-06	+	TGTTGCAGGCCTGGTTCTGCCACTAGATGGAGTGG	V_CTCF_BR	40
chr7	48422376	48422526	id-92697	2.27e-05	+	CATTGGCGTGTCCCTCGTACCACTAGAGGGTGTGA	V_CTCF_BR	7
chr7	48423917	48424067	id-92698	4.23e-06	+	CTGCACTTGCGTGTTCAGACAGGCAGGAGCTGCTA	UpstreamP1_CTCF	10
chr7	48450157	48450307	id-92699	6.86e-07	+	GCTGCGGTCCTCCCTTCTGCCTGAAGGAGGCATAT	Upstream_CTCF	3
chr7	48454775	48454925	id-92700	1.39e-05	+	TGAGTCAGTTTCCCTACAGACAGAAGGAGGCGCTG	V_CTCF_BR	8
chr7	48456208	48456358	id-92701	3.09e-06	-	GTTGCAGCTCCAGCCTTGTCCTCTGGGAGCGCCTG	Upstream_CTCF	9
chr7	48461039	48461189	id-92702	2.01e-05	+	CATGTCATACCAAGTTGAGCCAGTGGGAGGTCCTT	Upstream_CTCF	13
chr7	48464492	48464642	id-92703	7.62e-09	+	CTGCAGTTAAGGTGAGTTGCCACTTGATGGCACGC	UpstreamP1_CTCF	36
chr7	48494558	48494708	id-92704	1.39e-07	+	CGCCCTTCCTCCCGCCCGTCCTGCAGGTGGCTCCC	V_CTCF_BR	2
chr7	48495135	48495285	id-92705	2.78e-06	+	GGGCCCAGCACGCCCTGCCCCACAGGAGGGCGGGA	V_CTCF_BR	0
chr7	48568452	48568602	id-92706	1.92e-05	-	GTGTATGTTACCCACAGAGCCTGCAGGGGTCATCT	UpstreamP1_CTCF	10
chr7	48657686	48657836	id-92707	7.73e-06	+	GGATCACTTTCTACCCCAATCTGCAGGTGGCACTG	V_CTCF_BR	13
chr7	48748388	48748538	id-92708	2.89e-07	-	CGTGCCATGCCACAGGGGGCCACTCGTGGGAGCAC	Upstream_CTCF	10
chr7	48915027	48915177	id-92709	3.06e-08	-	CGCGTTTGCAACCTGGTGGCCAGCAGAGGTCAGCC	V_CTCF_BR	37
chr7	48915819	48915969	id-92710	1	+	NA	NONE	19
chr7	48930991	48931141	id-92711	8.71e-06	-	CTACTAATTGGATTATTGGCCTCTGGGTGGAGCCC	V_CTCF_BR	0
chr7	48934285	48934435	id-92712	4.65e-05	-	TGATCTTATCTGCTTCCTGCTGACAGGGGGCGCTG	V_CTCF_BR	6
chr7	49041231	49041381	id-92713	1.93e-05	+	GGCACAATGCTAAACATTGTCAGTAGAGGGTGCTG	V_CTCF_BR	35
chr7	49139310	49139460	id-92714	2.55e-06	+	GAGGCAGTGACTCCAGTTCTCTCTAGGTGGCGTAG	Upstream_CTCF	22
chr7	49206202	49206352	id-92715	1.67e-07	-	GAAAAAAGGGATGGGATAACCACCAGGTGGCAGAA	V_CTCF_BR	22
chr7	49227600	49227750	id-92716	3.28e-05	-	GCCATTTGTGGGAAAAGCTCCTCAAGGTGTCACCC	V_CTCF_BR	20
chr7	49364434	49364584	id-92717	2.66e-05	-	GGGGCACACTGTCTCATTACTGCTAGATGGCAGTA	V_CTCF_BR	21
chr7	49522844	49522994	id-92718	1.48e-05	+	TTTCTGGCAGGTACTCTGTCCAGCAGGGTGCAGGA	UpstreamP1_CTCF	15
chr7	49526960	49527110	id-92719	1	+	NA	NONE	6
chr7	49675534	49675684	id-92720	2.89e-07	-	ACTGTTGGATTAAGTCAGACCACAAGGGGGTGGCA	Upstream_CTCF	10
chr7	49677860	49678010	id-92721	1.03e-07	-	CTGGTAGCTCCACAAATCACCAGCAGGGGCTGGAC	Upstream_CTCF	11
chr7	49762384	49762534	id-92722	2.47e-07	+	CAGCAGTATCAACTTTCGGCCGAAAGGGGCCAGTG	UpstreamP1_CTCF	6
chr7	49816729	49816879	id-92723	3.63e-06	+	CATAGCTGTCCTTTTCCCACCTGCAGAGGGCGTTA	V_CTCF_BR	27
chr7	49830801	49830951	id-92724	1.76e-05	-	AATCATTGTCACAGTTCTGTCACCAGATGGCGAAA	UpstreamP1_CTCF	24
chr7	49890633	49890783	id-92725	7.27e-06	-	AGCCCAGGGTGGCGGGCAGCCACTAGGAGCCAGGA	V_CTCF_BR	19
chr7	49892357	49892507	id-92726	1.02e-07	-	CTGTAGTTCAAGGAGCCAGTCACTAGATGGAGACG	UpstreamP1_CTCF	39
chr7	50107751	50107901	id-92727	2.67e-06	-	TGTGCACTTCCTACTCCAACCACCTGGCGTCCAAT	Upstream_CTCF	29
chr7	50132189	50132339	id-92728	2.62e-07	+	CTGTATTTCACAGCTAAAACCAATAGATGGCGCTC	UpstreamP1_CTCF	40
chr7	50151963	50152113	id-92729	1.17e-05	+	GCAACACCCCTGACCTCACCCACTAGATGCCAGTA	V_CTCF_BR	3
chr7	50159527	50159677	id-92730	1.64e-06	+	ACTGGCCTCTGCTCACATGCCACCAGGTGGCCCTC	Upstream_CTCF	24
chr7	50182035	50182185	id-92731	1.23e-08	+	CTGTACTTACCTGATTTGGGCACTAGAGGGCCTCC	UpstreamP1_CTCF	39
chr7	50198849	50198999	id-92732	8.58e-06	+	CTGCCCAGCCCGCCTCTCTCCCCCGGCAGGCGGCG	UpstreamP1_CTCF	1
chr7	50203815	50203965	id-92733	1	+	NA	NONE	3
chr7	50223125	50223275	id-92734	3.1e-07	+	AGGCAGTTTCAGGAAGCTGCCAGCAGGTGATAATC	UpstreamP1_CTCF	6
chr7	50245044	50245194	id-92735	1.08e-08	+	CTGCAAATGGGGTAAACGGCCACCAGATGGCAGTA	UpstreamP1_CTCF	40
chr7	50252332	50252482	id-92736	3.29e-05	+	GAAGTATATGACAGAGTACCCAGCAGGGGACAGAG	Upstream_CTCF	4
chr7	50269676	50269826	id-92737	8.17e-10	+	CTGCAATTATAGTAACCCACCACCAGCTGGCAGTA	UpstreamP1_CTCF	35
chr7	50308026	50308176	id-92738	1.67e-07	-	CACAGGCTCAGGTCCCCTCCCAGCAGATGGCAGTG	V_CTCF_BR	2
chr7	50313581	50313731	id-92739	1	+	NA	NONE	0
chr7	50344634	50344784	id-92740	1.38e-07	+	TCTGTTGCTCTGCACTGTGCCAGCAGGTGCAGGAC	Upstream_CTCF	2
chr7	50347001	50347151	id-92741	7.49e-05	-	AGGAGCTGCAGCAACTCTGCCGCTAGAAGCAGGCG	V_CTCF_BR	3
chr7	50437243	50437393	id-92742	7.09e-08	-	GGGCAATTCTTCATCATGACCACAAGGTGGTGATA	UpstreamP1_CTCF	38
chr7	50472209	50472359	id-92743	5.08e-05	+	GCTGCAATACCACTTGGGAACACATGTGGTGTCTT	Upstream_CTCF	31
chr7	50484530	50484680	id-92744	1	+	NA	NONE	8
chr7	50485832	50485982	id-92745	1.38e-07	-	CCAGCCTTGCGTTCCTTCACCACTAGGTGGAGGGC	Upstream_CTCF	40
chr7	50534303	50534453	id-92746	3.88e-06	-	GCCTGATGCTGTGCATTCACCAGGTGAGGGCAGGC	V_CTCF_BR	8
chr7	50535828	50535978	id-92747	6.74e-08	+	CGAGTGGTTCCTCGTCATGCCACCAGAGAGCGCCA	Upstream_CTCF	40
chr7	50549689	50549839	id-92748	1	+	NA	NONE	22
chr7	50576351	50576501	id-92749	1	+	NA	NONE	3
chr7	50602394	50602544	id-92750	1.38e-06	-	CCAGTGGGACAGCTGCGTGCCTGCAGAGGGCGTGG	V_CTCF_BR	31
chr7	50627980	50628130	id-92751	5.13e-05	+	TGGAAACTGAAGAAAACAGGCTGTGGAGGGCGCAG	V_CTCF_BR	3
chr7	50628833	50628983	id-92752	2.31e-06	-	CCTGCTAGGATGGCTCTCTCCCCCTGGGGGCAGAG	Upstream_CTCF	6
chr7	50629903	50630053	id-92753	7.62e-07	-	CCTGCAGGTCCCTGCACGGCTGCTGGAGGGAGCTG	Upstream_CTCF	11
chr7	50656634	50656784	id-92754	2.47e-05	+	GATGCATTCTCGCGTTGTGCCACAGGGGTGCTCTT	Upstream_CTCF	37
chr7	50663313	50663463	id-92755	1.31e-05	+	TGCTTTGGCATTTAAGTGGCCTCTAGGGGCAACAG	V_CTCF_BR	40
chr7	50667190	50667340	id-92756	7.49e-05	+	GTGGTTAGCGCTCCAGCAGCCTAAGGCGGGAGCTG	V_CTCF_BR	1
chr7	50669713	50669863	id-92757	7.78e-06	-	GTTTGTGTTCTCCCACCTTCCACTAGAGGCAAACA	Upstream_CTCF	15
chr7	50682575	50682725	id-92758	1	+	NA	NONE	38
chr7	50696318	50696468	id-92759	1.03e-06	-	AGAAGTGGCCCGTAGGTGGCAGGCAGGGGGCAGTG	V_CTCF_BR	11
chr7	50700718	50700868	id-92760	6.97e-11	-	ATGCAGTTCACCCTACAGGCCAGTAGGTGGCGCTT	UpstreamP1_CTCF	40
chr7	50709178	50709328	id-92761	1.1e-06	+	ACTTTCTTCAGGCCAGAGGCCACTTGGGGGCACTC	V_CTCF_BR	14
chr7	50725369	50725519	id-92762	1	+	NA	NONE	17
chr7	50733208	50733358	id-92763	5.17e-06	-	CCTGCAGCTGCTCAGCATTTGGCCAGGGGGAGCCC	Upstream_CTCF	16
chr7	50747072	50747222	id-92764	6.21e-05	-	CCTAAACAATGTAAAGAAGACACTAGATGGTGCTG	V_CTCF_BR	36
chr7	50764516	50764666	id-92765	3.42e-09	+	GCAGCACTATTCCCAACAGCCACAAGGTGGAGGCA	Upstream_CTCF	39
chr7	50780707	50780857	id-92766	5.3e-05	+	CATCAATGAGGCATTTTGGCCGAAAGGGGGACAGC	UpstreamP1_CTCF	11
chr7	50786096	50786246	id-92767	4.17e-05	-	GCAGCAGTGAGCAGCCTGAGCCGAGGGCGCCGCAG	Upstream_CTCF	5
chr7	50792763	50792913	id-92768	3.03e-05	-	CCTGTGATCCCGTCACCTACCACCAGGCTCCTCCT	Upstream_CTCF	6
chr7	50835273	50835423	id-92769	1.39e-07	+	GAGTCCCTGCGGCTCCTGGCCAGCAGGGGGTACAT	V_CTCF_BR	8
chr7	50842110	50842260	id-92770	1.34e-06	-	TTTGCACTTCTGCATTCTGCCATGTGAGGGCACAG	Upstream_CTCF	21
chr7	50850076	50850226	id-92771	6.51e-05	+	GAGCGGGCGGCAGCACTGGCCGCACGGGGTCGCTG	V_CTCF_BR	29
chr7	50860541	50860691	id-92772	5.34e-06	-	CTCCGCGCTGCGTTCCCGACCCCTGGGGGGAGGTG	V_CTCF_BR	15
chr7	50863537	50863687	id-92773	1.47e-05	+	CCCCTTCACTAGTGTCCTTCCAGCAGGTGGAGTGC	V_CTCF_BR	32
chr7	50869735	50869885	id-92774	2.04e-05	-	CCTTGCTAGCTCCTTCTGTCCACCAGGTGTCTCAT	V_CTCF_BR	31
chr7	50894683	50894833	id-92775	5.98e-05	-	GAGCATTGATGCAGCCACTTCTCCAGGAGGTGGGG	UpstreamP1_CTCF	27
chr7	50895084	50895234	id-92776	2.1e-06	-	TCAGTCCTTCCTCCTGTGGCCCACTGGGGGTGGTG	Upstream_CTCF	9
chr7	51021268	51021418	id-92777	6.84e-06	+	TGGCCACAGGTCATTGCAACCTGTGGGGGGCTCCA	V_CTCF_BR	4
chr7	51030557	51030707	id-92778	4.31e-05	-	CTGCAGGGCAATGCAGGCACCAAGAGAAGAACCCC	UpstreamP1_CTCF	19
chr7	51046668	51046818	id-92779	6.49e-06	+	GATGTGGTTCACTAAATGACCAGCTGGGGCACTTG	Upstream_CTCF	35
chr7	51049623	51049773	id-92780	1	+	NA	NONE	7
chr7	51050478	51050628	id-92781	2.46e-06	-	CAGCATCTCCACACTGAGGGCAGCAGAAGCAAGGG	UpstreamP1_CTCF	26
chr7	51068797	51068947	id-92782	1	+	NA	NONE	31
chr7	51074295	51074445	id-92783	7.91e-05	-	GTGCAGTTCCACAGCCTGGCCACCATTCTGTCCAT	UpstreamP1_CTCF	25
chr7	51128381	51128531	id-92784	2.78e-06	+	TCCAGAGAAACAAATTATTCCACCAGGGGGCACAA	V_CTCF_BR	25
chr7	51130628	51130778	id-92785	3e-06	+	AGGCACTTCATTTTTATAAGCTGTAGGGGGCACAC	UpstreamP1_CTCF	16
chr7	51135480	51135630	id-92786	2.46e-08	-	CTTTACCCGCACATTTCAGCCACCAGGGGGAACCC	V_CTCF_BR	40
chr7	51147246	51147396	id-92787	1.64e-06	+	AGGGCAGTGGGAGGAATTCCCACTGGAGGGAGTGA	Upstream_CTCF	10
chr7	51150302	51150452	id-92788	1	+	NA	NONE	4
chr7	51209246	51209396	id-92789	1	+	NA	NONE	40
chr7	51226600	51226750	id-92790	8.02e-05	-	ACTGGCAGTCCCAGGGTCGGCCCTTGGGGCTGCTG	Upstream_CTCF	4
chr7	51228837	51228987	id-92791	1.19e-06	-	CATGTGTGGAGCTGTGCTGCCACAGGGTGGCAGTG	V_CTCF_BR	40
chr7	51229880	51230030	id-92792	1	+	NA	NONE	9
chr7	51230533	51230683	id-92793	1.67e-07	+	CACAAAGACATAGAAACAGCCAGCAGGGGGAGCAC	V_CTCF_BR	40
chr7	51255776	51255926	id-92794	5.28e-05	+	GCTGCATAGCCTGCTAAGCACCGCTGAGGACGCAG	Upstream_CTCF	24
chr7	51293117	51293267	id-92795	8.21e-06	+	TTCCTTCCTCTCACCCCCTCCAGTAGGAGGCAGGG	V_CTCF_BR	22
chr7	51310092	51310242	id-92796	1.17e-05	-	GCCAGGACAGCCTGTGATACCAGCAGAGGGTGTCC	V_CTCF_BR	1
chr7	51320978	51321128	id-92797	2.53e-05	-	CAGGAGTAGGCTTGCAGGGCCTCCTGCTGGCAAGA	V_CTCF_BR	16
chr7	51367565	51367715	id-92798	2.93e-07	-	CTGCAGTAAGATGAGTGCACCACTAGGAGTGAGCA	UpstreamP1_CTCF	21
chr7	51377549	51377699	id-92799	3.4e-06	+	GAGGGATACTCTCAGAAGGCCTCCTGGGGGAGCCC	V_CTCF_BR	4
chr7	51384104	51384254	id-92800	7.84e-05	-	GGGCGCCCTCTCTGCCGCCCCAGCGGGTGCTGGTG	V_CTCF_BR	20
chr7	51419972	51420122	id-92801	7.11e-06	+	TTTGCACTACCAGGGAGTACCAGCAGTGGTGCTCT	Upstream_CTCF	12
chr7	51422745	51422895	id-92802	7.82e-06	+	CTGCGCCCCATTGCTCAAACCTCTAGGGGGAGCAT	UpstreamP1_CTCF	22
chr7	51424559	51424709	id-92803	4.21e-05	+	CTGAGCAGGCTGCTATTCGCAGCTGGAGGGCAGTG	V_CTCF_BR	6
chr7	51434870	51435020	id-92804	1.31e-09	-	CTGCATTTTCCCTCCGTTACCACTAGATGGAAGTG	UpstreamP1_CTCF	40
chr7	51437614	51437764	id-92805	1.55e-07	-	TTGTATTTTCCACCGTGATCCAGTAGGTGGCACTT	UpstreamP1_CTCF	38
chr7	51441446	51441596	id-92806	5.53e-08	-	CTGCAATTCTAACAAGCTCCCAGGAGATGTCAGTG	UpstreamP1_CTCF	11
chr7	51496039	51496189	id-92807	6.84e-06	-	AGCCTGCAAGTGTCTCTAGCCACTGGGTGTCACTG	V_CTCF_BR	33
chr7	51498278	51498428	id-92808	3.65e-07	+	TCGACAAAGAAATGTTCTACCAGCAGGTGGCAGTA	V_CTCF_BR	40
chr7	51519923	51520073	id-92809	2.46e-08	+	GGGCAGGCAGGTGGGATGACCAGCAGGGGGCTGGC	V_CTCF_BR	13
chr7	51522897	51523047	id-92810	1.09e-06	-	ATGTTCTGCCTCATGTTGTCAGGCAGATGGCAGTA	UpstreamP1_CTCF	10
chr7	51527662	51527812	id-92811	3.09e-06	+	AAGGCAGTACCTCTCTGCAGCACCAGGGGCGTTTG	Upstream_CTCF	11
chr7	51655438	51655588	id-92812	1.72e-06	+	TCTGCAGTGTTTTGCTTCCCCTGCAGGTGAACGAG	Upstream_CTCF	5
chr7	51669300	51669450	id-92813	1	+	NA	NONE	3
chr7	51688565	51688715	id-92814	4.43e-05	-	AGCCGAATGGCACTCACAGCCGACAGGGGGCTTAG	V_CTCF_BR	8
chr7	51713488	51713638	id-92815	2.6e-05	+	CTGTTCCTTGGGTGTCCCTCCCTTAGGTGGCAGTG	UpstreamP1_CTCF	6
chr7	51734680	51734830	id-92816	8.97e-05	+	GCTGCACACACATTATTTCTCTGAAGATGGAGCCA	Upstream_CTCF	5
chr7	51800771	51800921	id-92817	6.8e-06	+	GTTCTCCTTCCACCTAAGGCCACAGGAGGGCCATG	UpstreamP1_CTCF	8
chr7	51857289	51857439	id-92818	4.7e-05	+	TCAACAACTCTTCTTAGAGCCATTAGAGGGCAGTC	Upstream_CTCF	14
chr7	52006664	52006814	id-92819	3.88e-06	+	CTTGGAGCTGCTGTTTGAAACACAAGGGGGCAGAC	V_CTCF_BR	1
chr7	52009491	52009641	id-92820	1	+	NA	NONE	1
chr7	52017947	52018097	id-92821	1	+	NA	NONE	6
chr7	52086256	52086406	id-92822	6.47e-09	+	GAGGCAATTATGCTGATGAACACCAGGGGGCGGCA	Upstream_CTCF	35
chr7	52156065	52156215	id-92823	6.84e-06	-	CTGAGAGGATTCAAAGGGACTGGCAGGGGGCGCAG	V_CTCF_BR	6
chr7	52222217	52222367	id-92824	1.34e-06	-	ATGTAGTTCATAGTATAGACCAGCAGGAGGGCAAC	UpstreamP1_CTCF	17
chr7	52235900	52236050	id-92825	5.55e-07	-	GGTGCTGTTCTCTGTTCCTCCCTGAGGGGGCACTA	Upstream_CTCF	26
chr7	52327887	52328037	id-92826	1	+	NA	NONE	15
chr7	52342153	52342303	id-92827	2.27e-05	+	GGACGGCGGGTCTTGCGGGCCACGGGAAGGAAGGA	V_CTCF_BR	5
chr7	52566135	52566285	id-92828	5.52e-05	-	CAGTACTTCAGGCCAGCTGCCACTAGGACAAATGA	UpstreamP1_CTCF	6
chr7	52660527	52660677	id-92829	1	+	NA	NONE	8
chr7	52817635	52817785	id-92830	5.92e-05	+	TCTCCATCCACATCACACGCCACTGGAGGGCGTCT	V_CTCF_BR	14
chr7	52832660	52832810	id-92831	1	+	NA	NONE	10
chr7	52867675	52867825	id-92832	4.88e-05	+	GTGGCGTTGTTGCTTGTGGCCACAGAAGGCCGCTG	UpstreamP1_CTCF	2
chr7	52985786	52985936	id-92833	1.48e-06	-	TGCACATGTCCCAGCCTGGCCACTGGGTGGTGCTC	V_CTCF_BR	29
chr7	52988826	52988976	id-92834	2.1e-05	-	CTGATTTCTACTGCCTCTTGCACTAGGTGGCTCCC	UpstreamP1_CTCF	4
chr7	52993117	52993267	id-92835	3.11e-05	+	AAAGGCTCTCTGCAGAATGCTGCTAGAGGGCGCTG	V_CTCF_BR	10
chr7	53276944	53277094	id-92836	3.22e-05	+	ACGTTTTATGCTATCATTACCACCAGGTGGGGTCC	UpstreamP1_CTCF	7
chr7	53418062	53418212	id-92837	1.04e-07	+	TGGGCTATGAGCACTTTGTCCTCCAGGGGGCGGTG	V_CTCF_BR	27
chr7	53426114	53426264	id-92838	3.03e-05	+	ACTGCCCCTCTGTGGCTGAGCCCCAGAGTGTGGTG	Upstream_CTCF	10
chr7	53488105	53488255	id-92839	2.04e-05	+	CCTCAGCTGAGTTCAGCTGCAGCTAGGGGGAACAG	V_CTCF_BR	1
chr7	53664062	53664212	id-92840	1.64e-06	-	GCTGCAAGGCCAAGTTCTGCCCACAGAGGCTGAGC	Upstream_CTCF	14
chr7	53812301	53812451	id-92841	1.71e-06	-	CTATGCTTCCTGGGACTGCCCTGTAGAGGGAGGCA	V_CTCF_BR	7
chr7	53965803	53965953	id-92842	4.5e-05	-	ATGCAGCTGCCCTCTAGGGAGGCTGCATGGCACAG	UpstreamP1_CTCF	6
chr7	53968683	53968833	id-92843	1.28e-06	+	ACCTGCCATAGGATGAGGGCCACTAGGGGGCTGAT	V_CTCF_BR	10
chr7	53975559	53975709	id-92844	4.68e-07	+	TCCAAAGGGAGGAATGCTGCCACCAGGAGGCACAA	V_CTCF_BR	3
chr7	54544931	54545081	id-92845	1.61e-05	+	GTTTCATACCTAAGAGTGACCACTAGGGTGCATGA	UpstreamP1_CTCF	18
chr7	54609849	54609999	id-92846	8.21e-06	-	CGGGAGCTCGCGCCGGGCGGCCGCGGAGGGCGCAG	V_CTCF_BR	10
chr7	54614564	54614714	id-92847	1.03e-06	+	ACTGAGCGTTCGCTCCTTGCCCGCAGGTGGAGCTC	V_CTCF_BR	27
chr7	54617991	54618141	id-92848	8.19e-06	-	ATGCCCTGGAAATGAAGCACCACTAGGGGACTGAC	UpstreamP1_CTCF	5
chr7	54631141	54631291	id-92849	7.82e-06	+	TTTCAGATGTGCAGTGTCCCCAGCAGGAGGAAGGC	UpstreamP1_CTCF	9
chr7	54732143	54732293	id-92850	1.38e-08	-	CGCTGTGCGGCTGCGCGGGACAGCAGGTGGCAGCG	V_CTCF_BR	39
chr7	54732651	54732801	id-92851	5.92e-05	-	CGAGCTTTCTAACACCTTTACATTAGGTGGAGCTG	Upstream_CTCF	12
chr7	54746632	54746782	id-92852	2.53e-05	-	AAACATCTGGGAATGCAGCCCAGTAGGTGTCAGCC	V_CTCF_BR	15
chr7	54841542	54841692	id-92853	7.11e-06	+	TCGGAAGTATGGAGAAAAGACACAAGATGGCGGTG	Upstream_CTCF	38
chr7	54841948	54842098	id-92854	2.08e-07	+	TCGCATTTCAGGCAGTCAGCCACTGGAGGGCAGTG	UpstreamP1_CTCF	40
chr7	54853002	54853152	id-92855	2.4e-05	-	TGTTCCTGTTGTGGGCAGGAAGCCAGAGGGCGCCA	V_CTCF_BR	11
chr7	54856368	54856518	id-92856	2.72e-05	+	AAGTAATGACCCTGGACTTGCAGAAGAGAGCGCTA	UpstreamP1_CTCF	40
chr7	54893172	54893322	id-92857	4.43e-05	+	GGCCTTTAGGACAGCTTCATCAGCAGGGGGAGTGA	V_CTCF_BR	9
chr7	54907419	54907569	id-92858	3.42e-08	-	GCCAGGATGGCCACTGTGCCCACCAGAGGGAGGCA	V_CTCF_BR	40
chr7	54909527	54909677	id-92859	6.18e-07	-	GCTGGCCTTGGCTCTGTGTCCTCCAGGGGGCGTGA	Upstream_CTCF	39
chr7	54928767	54928917	id-92860	1	+	NA	NONE	12
chr7	54945479	54945629	id-92861	3.09e-05	+	CTGTTGAGGTTTGTTCCAACCACAGGAGGGCTCTT	UpstreamP1_CTCF	31
chr7	54969683	54969833	id-92862	1	+	NA	NONE	6
chr7	55087903	55088053	id-92863	7.11e-06	-	GGAGCAGACCCGGACGTCTCCGCGAGGCGGCCATC	Upstream_CTCF	23
chr7	55118115	55118265	id-92864	3.16e-05	+	ATTTCATTTATCCATTCATCCACGGGAGGGCACTT	Upstream_CTCF	22
chr7	55122088	55122238	id-92865	1	+	NA	NONE	10
chr7	55124686	55124836	id-92866	1.39e-05	-	CATGATAGCACCTTCAGTACCAGAGGATGGCAGTC	V_CTCF_BR	5
chr7	55133801	55133951	id-92867	4.88e-05	+	TGCAAAGCCTCTTTCCCTGTCAGCAGGGGGTGTTC	V_CTCF_BR	26
chr7	55134320	55134470	id-92868	1	+	NA	NONE	10
chr7	55146808	55146958	id-92869	4.65e-05	+	GCGGGGGCGGGAAAACTTACCACCAGGGGACTCGA	V_CTCF_BR	12
chr7	55154758	55154908	id-92870	4.44e-06	+	GTGTGCTATTTAGAGCTGACCACAAGCGGGGGGAA	UpstreamP1_CTCF	13
chr7	55177534	55177684	id-92871	3.48e-06	+	GTGCATTTGCTGTGGGTTCCCTCCGGCAGGCGACC	UpstreamP1_CTCF	2
chr7	55192729	55192879	id-92872	1.56e-06	+	GCTGCATTTCCAGCAGGCTCCTGGGGATGTCCCCG	Upstream_CTCF	28
chr7	55197842	55197992	id-92873	1	+	NA	NONE	12
chr7	55200812	55200962	id-92874	1	+	NA	NONE	1
chr7	55201347	55201497	id-92875	3.4e-06	-	AGGGCAGTGCAGAGCCAGGGCGGCAGGAGCCCCAG	Upstream_CTCF	26
chr7	55201619	55201769	id-92876	1	+	NA	NONE	10
chr7	55208346	55208496	id-92877	2.29e-05	-	ATGGAGTCCCTCTCTCCTATCACCAGGGGCAGAAT	UpstreamP1_CTCF	4
chr7	55210751	55210901	id-92878	1	+	NA	NONE	2
chr7	55212136	55212286	id-92879	7.62e-07	+	GGTGTGATGAAAGGGGTGCCCAGCAGAGGGAGTCA	Upstream_CTCF	40
chr7	55221470	55221620	id-92880	1.73e-05	+	AGAGAAGGGTCTTTCTGACTCTGCAGAGGGCGCCA	V_CTCF_BR	7
chr7	55241457	55241607	id-92881	5.35e-09	-	AAGCAGTGCCAGACATGGCCCAGCAGGGGGACCAG	UpstreamP1_CTCF	35
chr7	55248955	55249105	id-92882	1.03e-06	-	GTGGAGGTGAGGCAGATGCCCAGCAGGCGGCACAC	UpstreamP1_CTCF	5
chr7	55257193	55257343	id-92883	1	+	NA	NONE	17
chr7	55260239	55260389	id-92884	2.97e-06	+	AGACTGAAATCCCCTGTTGCCGGGAGGAGGCGCCG	V_CTCF_BR	22
chr7	55280506	55280656	id-92885	1.34e-06	-	GCTGGTCCACTCTCTGATGCCTGCAGGAGGCACCC	Upstream_CTCF	12
chr7	55285387	55285537	id-92886	1	+	NA	NONE	6
chr7	55318018	55318168	id-92887	2.83e-07	+	ACAGAGCTTCAGCACACAGCCTCCAGGGGGCTGTC	V_CTCF_BR	40
chr7	55322635	55322785	id-92888	4.4e-10	-	TGTGAGGGGGGACCCTTGGCCGGCAGGGGGCGCTC	V_CTCF_BR	40
chr7	55323333	55323483	id-92889	4.23e-08	-	CTGCGCAGGCCACGCGCCACCCGCAGAGGGCACCC	V_CTCF_BR	40
chr7	55338900	55339050	id-92890	6.8e-06	+	CCTCCAGTGGAGGAGAAGGCCACCGGGAGGCCCTG	Upstream_CTCF	40
chr7	55347742	55347892	id-92891	2.11e-06	+	AATCTTCACAGCAATGCCGACACTAGATGGCAGTG	V_CTCF_BR	40
chr7	55355966	55356116	id-92892	1	+	NA	NONE	8
chr7	55374904	55375054	id-92893	3.65e-05	-	CTGTAATCCCAAGGCCTTGCCCAGAGGGAGCTCTC	UpstreamP1_CTCF	33
chr7	55433537	55433687	id-92894	6.84e-06	-	GGGCCCGCGCAGAGAGCGTCCTCTAGGAGGAGCGA	V_CTCF_BR	35
chr7	55477671	55477821	id-92895	1	+	NA	NONE	34
chr7	55483004	55483154	id-92896	1.55e-08	-	ACATATATACAATAGTTGGCCACCAGGGGGCACTC	V_CTCF_BR	40
chr7	55491011	55491161	id-92897	1.84e-06	+	ATCACTCACCCAGGCTCCACCAGCAGGGGCAGCTC	V_CTCF_BR	35
chr7	55501000	55501150	id-92898	7.49e-05	+	TTGACACCTTCCTACTTATCCACTAGATGTCATCA	V_CTCF_BR	39
chr7	55577045	55577195	id-92899	9.67e-08	+	GCTGCTGTGTCCTCACAGGGCAAAAGAGGGCAGGG	Upstream_CTCF	4
chr7	55582781	55582931	id-92900	2.27e-06	+	GTGGCTGTAAGCTGGGTGGCCTCTGGGGGGCTGAG	V_CTCF_BR	2
chr7	55592320	55592470	id-92901	1.73e-05	+	ATAAATGCTTGCTAACTGAACACCAGGTGTCAGAG	V_CTCF_BR	17
chr7	55604576	55604726	id-92902	2.46e-06	+	ACGCAGAGCTCTTGAGGCACCACCAGGGGAAGGTG	UpstreamP1_CTCF	9
chr7	55613280	55613430	id-92903	1.93e-05	+	TGGTTACACATCCACCGGGACTCAAGAGGGATCCA	V_CTCF_BR	20
chr7	55617862	55618012	id-92904	7.55e-07	+	GACACCAGCCCAACAGCAGCCACTAGGTGCCGCAG	V_CTCF_BR	19
chr7	55619020	55619170	id-92905	1	+	NA	NONE	4
chr7	55625412	55625562	id-92906	1	+	NA	NONE	5
chr7	55636546	55636696	id-92907	6.04e-07	+	TTGCAGGACCTCACTTCAGCCAGCTGGCGGAACAA	UpstreamP1_CTCF	22
chr7	55661568	55661718	id-92908	1.61e-09	+	AATCAGGAAAAGCAAGTGGCCACCAGGTGGCGCCC	V_CTCF_BR	40
chr7	55665725	55665875	id-92909	4.34e-07	-	TTGTATTTTCTGCTGTGATCCAGTAGGTGGCACTT	UpstreamP1_CTCF	40
chr7	55708994	55709144	id-92910	5.9e-06	+	TGTCACTACCTCCTTTATGGCACTAGATGGCACCT	UpstreamP1_CTCF	39
chr7	55790742	55790892	id-92911	1	+	NA	NONE	22
chr7	55794918	55795068	id-92912	1	+	NA	NONE	9
chr7	55812541	55812691	id-92913	8.43e-09	+	GACTTGAGGACGACTTGGGCCTGCAGAGGGCGCCG	V_CTCF_BR	12
chr7	56030414	56030564	id-92914	1.85e-05	-	GGAGAAGTAGGGGCTCTGGCCACCAAAGGGAGCAT	Upstream_CTCF	1
chr7	56032111	56032261	id-92915	1.99e-11	-	ACTGCAGTGCGGGGCGCGGCCGCCAGGGGGAGCAG	Upstream_CTCF	37
chr7	56072635	56072785	id-92916	2.89e-09	+	CTGTCCCACGGGAAGGTGGCCACCAGGGGGCAGTT	V_CTCF_BR	40
chr7	56077490	56077640	id-92917	3.16e-05	+	CCTGCTCCTGCCATGCACACCAGGCGGTGCAGAGG	Upstream_CTCF	4
chr7	56101629	56101779	id-92918	3.28e-07	+	CTGCGGCTGCAACCTTCCGGCTGCAGGGGGCCAGC	UpstreamP1_CTCF	39
chr7	56131959	56132109	id-92919	5.68e-06	-	CACGCGCCGACCAGGAGCGACAGCAGGGGCAGCAG	V_CTCF_BR	37
chr7	56132899	56133049	id-92920	4.51e-05	-	TCCGCAGGAGCAGGACTGGCCACAAACTGGCAGCT	Upstream_CTCF	31
chr7	56142108	56142258	id-92921	3.65e-07	-	CGCCCGCGTTCAGCTTTTACCACTAGATGGAGCAA	V_CTCF_BR	40
chr7	56147223	56147373	id-92922	1	+	NA	NONE	34
chr7	56160700	56160850	id-92923	1.37e-05	+	CATGGAGCCCAGTCTCCGGGCGGAAGGTGGGGGAC	Upstream_CTCF	40
chr7	56394971	56395121	id-92924	2.93e-08	+	TTGCTTTAGCCATATATGGCCACCAGTGGGCGCAG	UpstreamP1_CTCF	21
chr7	56893938	56894088	id-92925	3.06e-08	+	TCTTGAGGTAGAGGCTGGGCCTCTAGAGGGCGCCA	V_CTCF_BR	3
chr7	57373021	57373171	id-92926	2.04e-08	+	GGTGTAGTTTCAGACTTGGCCACTTGGTGTCACTC	Upstream_CTCF	17
chr7	57376430	57376580	id-92927	1.9e-09	+	CATGTAGTTTAGGGCCGGGCCACCAGGGGGTGCTA	Upstream_CTCF	30
chr7	57483593	57483743	id-92928	3.11e-05	+	CCACACATGCACAGTCACATCTGTAGAGGGCGCAC	V_CTCF_BR	5
chr7	57485718	57485868	id-92929	7.35e-14	+	GCTGCACTTCCGATAACGGCCAGCAGAGGGCGCTA	Upstream_CTCF	33
chr7	57540142	57540292	id-92930	3.88e-06	-	CACATGATTCAATTACCTGCCACCAGGTGTCTCCC	V_CTCF_BR	10
chr7	57927692	57927842	id-92931	1	+	NA	NONE	3
chr7	57928923	57929073	id-92932	1	+	NA	NONE	4
chr7	61079558	61079708	id-92933	1	+	NA	NONE	0
chr7	61085225	61085375	id-92934	1	+	NA	NONE	0
chr7	61542520	61542670	id-92935	1	+	NA	NONE	0
chr7	61749376	61749526	id-92936	1	+	NA	NONE	0
chr7	61752708	61752858	id-92937	1	+	NA	NONE	0
chr7	61967372	61967522	id-92938	1	+	NA	NONE	0
chr7	61968945	61969095	id-92939	1	+	NA	NONE	0
chr7	61969285	61969435	id-92940	1	+	NA	NONE	0
chr7	61970295	61970445	id-92941	1	+	NA	NONE	0
chr7	61970732	61970882	id-92942	1	+	NA	NONE	0
chr7	61971132	61971282	id-92943	1	+	NA	NONE	0
chr7	61973379	61973529	id-92944	1	+	NA	NONE	0
chr7	61986156	61986306	id-92945	1	+	NA	NONE	0
chr7	62468875	62469025	id-92946	1.55e-05	+	AAATTTTTTCCATGAGAAGCCAGTAGGTGGTGCTA	V_CTCF_BR	16
chr7	62476132	62476282	id-92947	4.89e-09	-	GTGGCAATACCGCTCTCGGCCACAAGAGGGAGATG	Upstream_CTCF	40
chr7	62553972	62554122	id-92948	7.49e-05	+	GCAGTTCATGAGCATCATTCCTCAAGGTGTCACCC	V_CTCF_BR	1
chr7	62573530	62573680	id-92949	6.64e-11	-	GCTGCACTTCCAACAACTGCCAACAGAAGGCGCTG	Upstream_CTCF	7
chr7	63386792	63386942	id-92950	5.01e-06	+	GAATGGGTTGGTGATGATACCTGGAGAGGGCGGTG	V_CTCF_BR	2
chr7	63635482	63635632	id-92951	4.01e-05	+	CAAGCCAGCAGGGAGCAGGTCCCCAGAGGGTGCTG	V_CTCF_BR	7
chr7	63641458	63641608	id-92952	8.21e-06	+	GCACACATTCACAGTCACCCCTGTAGAGGGCGCAC	V_CTCF_BR	31
chr7	63643601	63643751	id-92953	6.84e-13	+	GCTGCACTTCCACCAAAGGCCAGCAGAGGGCGCGT	Upstream_CTCF	38
chr7	63767758	63767908	id-92954	2.02e-06	+	TTGTAATACTGTCGCCTTGCCACCAACGGGCTACG	UpstreamP1_CTCF	15
chr7	63781453	63781603	id-92955	1	+	NA	NONE	16
chr7	63955689	63955839	id-92956	1.24e-05	-	CTGCGGGGTGGCTCCTGCACGTCTAGTGGGCGCTA	V_CTCF_BR	6
chr7	64029833	64029983	id-92957	1.47e-05	+	GGGATCCTGGGCACAGGAGCCGCATGGAGGCGCTG	V_CTCF_BR	26
chr7	64079584	64079734	id-92958	1.64e-05	-	ATGGAGATAATTTCTATTTCCACTAGGTGGTGCTG	V_CTCF_BR	40
chr7	64082167	64082317	id-92959	1	+	NA	NONE	5
chr7	64085595	64085745	id-92960	1.75e-07	-	TTGTAATACAGGTAGATGTCCACTAGATGTCGCTG	UpstreamP1_CTCF	37
chr7	64087616	64087766	id-92961	2.4e-05	+	ACACACTTAGACCCAACATACAGGAGGTGGCGCCT	V_CTCF_BR	0
chr7	64090902	64091052	id-92962	9.81e-06	-	TGTAATGACACTCCCTGTACCACCAGAGGGCTTTA	V_CTCF_BR	0
chr7	64096838	64096988	id-92963	8.71e-06	+	CTCTCCTACCTAGGCACTGCCCATAGGGGGCACTG	V_CTCF_BR	0
chr7	64099678	64099828	id-92964	2.34e-06	+	CTGTCTTGTCATGGCCCTGCCTGCAGGAGGCTCCA	UpstreamP1_CTCF	0
chr7	64112130	64112280	id-92965	2.27e-06	+	GACTCCTGCCTTGGCCCTGCCAACAGGGGGCATTG	V_CTCF_BR	0
chr7	64117828	64117978	id-92966	4.44e-06	+	ATGTTGCTGCTGGGCTCTTCCTACAGGGGGCATTG	UpstreamP1_CTCF	0
chr7	64145578	64145728	id-92967	1.76e-05	-	GCGTAGTTGCACTGATGGAACAGTAGGTGACCTAG	UpstreamP1_CTCF	16
chr7	64254837	64254987	id-92968	1	+	NA	NONE	19
chr7	64296368	64296518	id-92969	2.55e-06	+	GGAGTTACACCAGAAGTAGCCTCCGGGTGGTGCCA	Upstream_CTCF	8
chr7	64348546	64348696	id-92970	9.38e-09	+	CTGCTGCCCCACCCTCCAGCCAGAGGAGGGCGCTC	UpstreamP1_CTCF	37
chr7	64407263	64407413	id-92971	1.55e-08	-	GCCTGAGCCGGCTAGAGGCCCAGCAGGGGGCACTG	V_CTCF_BR	34
chr7	64411748	64411898	id-92972	5.12e-07	+	TTGTAATACCAGTTTGCCTCCACTAGATGTTGCTG	UpstreamP1_CTCF	38
chr7	64454885	64455035	id-92973	1.23e-08	-	CAGCTATGCACTGCAGGGGACACCAGAGGGCAGGG	UpstreamP1_CTCF	1
chr7	64455915	64456065	id-92974	5.55e-07	-	TGTGCACTTCCAACTCCAACCACCTGGCGCCAAAT	Upstream_CTCF	6
chr7	64498092	64498242	id-92975	5.92e-05	-	CCTGATCTTCCCACCACCACCTCCGGGGACACTCT	Upstream_CTCF	27
chr7	64541364	64541514	id-92976	1.29e-05	+	CTGCACTCGTGCCTACCAGGCGCCAGCCGGTAGGT	UpstreamP1_CTCF	28
chr7	64676900	64677050	id-92977	3e-09	+	TTGCTTTAGCCATATATGGCCACCAGGGGGAGGAG	UpstreamP1_CTCF	39
chr7	64696105	64696255	id-92978	1	+	NA	NONE	8
chr7	64700182	64700332	id-92979	7.73e-06	+	ACCCCCGCGTCCCGCTCCGGCACCGGCGGGAAGAG	V_CTCF_BR	13
chr7	64720763	64720913	id-92980	4.21e-05	-	CCAAGCCAATCTCACCACACCAGTTGGTGGTGCTG	V_CTCF_BR	8
chr7	64772784	64772934	id-92981	1.38e-06	-	GTACTAGTTCCTTTGTTCCCCAGTAGGTGGCAGCA	V_CTCF_BR	40
chr7	64837323	64837473	id-92982	1	+	NA	NONE	14
chr7	64862784	64862934	id-92983	5.92e-05	+	AAACCAGTGTCTTGAAAGGCCCCTAGAGGCCAAAA	Upstream_CTCF	15
chr7	64912143	64912293	id-92984	8.17e-10	-	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	32
chr7	64942358	64942508	id-92985	2.73e-07	+	TCGGCAAGACCCTACTAAGCCCCTAGGGGCCGCTG	Upstream_CTCF	39
chr7	65086616	65086766	id-92986	1.38e-09	+	GATAGCCCCGTGAAACTGGCCAGCAGGTGGCAGCA	V_CTCF_BR	18
chr7	65187364	65187514	id-92987	2.58e-09	+	TTGCTTTAGCCATATATGGCCACCAGGGGGAGCAG	UpstreamP1_CTCF	40
chr7	65196510	65196660	id-92988	5.41e-07	+	CTGCGGCTGCAACTTTCTGGCTGCAGGGGGCCAGG	UpstreamP1_CTCF	29
chr7	65200104	65200254	id-92989	4.5e-06	+	CCTGTATTAATACTTGTGGGCATGAGATGGCAGTA	Upstream_CTCF	15
chr7	65229939	65230089	id-92990	2.04e-05	+	GAGGCAGAAGAATCCCTTGAAGCCAGGGGGCGGAG	V_CTCF_BR	4
chr7	65235497	65235647	id-92991	5.74e-05	-	CTGCTGGAGCAGGCGCTGCGCACCTACTGGCTGGC	UpstreamP1_CTCF	28
chr7	65256906	65257056	id-92992	1.28e-06	+	AGTGCTGGACCTGCCATCATCACCAGAGTGCAGCA	Upstream_CTCF	23
chr7	65285680	65285830	id-92993	2.19e-05	-	ACAGTCTTTCTCAACTCAGCAGCCAGGGGGTGCTT	Upstream_CTCF	9
chr7	65305554	65305704	id-92994	8.16e-07	-	CTGTGAGGCAAGAGATGGGCCTGGAGAGGGAGCTA	V_CTCF_BR	9
chr7	65423932	65424082	id-92995	4.17e-05	-	CAGGCATGAGCCATTGCACCCAGTGGGGGCAGTCC	Upstream_CTCF	0
chr7	65440883	65441033	id-92996	9.88e-07	+	CCTGCTGAAGCCAGGGTCACCACATGGGGGCAAAA	Upstream_CTCF	19
chr7	65479071	65479221	id-92997	4.14e-06	-	CAGTGTTGTTGTCCAACAGCCAGTAGAGGGAGAGG	V_CTCF_BR	39
chr7	65495967	65496117	id-92998	5.68e-06	+	GCTTAGACTATTCCAAGGTCCACTAGATGGTGCCA	V_CTCF_BR	40
chr7	65514995	65515145	id-92999	2.81e-06	-	CTGTCACTATCTCCCATCACCCCCAGATGGGGCTG	Upstream_CTCF	21
chr7	65537324	65537474	id-93000	1.83e-05	-	AATACCTAACATGGGTAAGTCACCAGGTGGCAGGC	V_CTCF_BR	10
chr7	65541063	65541213	id-93001	1	+	NA	NONE	22
chr7	65548793	65548943	id-93002	9.51e-07	-	GCCAAAGCCTGAAATGAGGCCAGCAGGAGGCAGCC	V_CTCF_BR	32
chr7	65579850	65580000	id-93003	6.49e-06	-	ATGACGTCCCGCCTCGTCGCCCCTAGCTGCCAGCA	UpstreamP1_CTCF	11
chr7	65580447	65580597	id-93004	8.23e-05	+	CAGGACTGGGACCAGAGAAACAGCAGGGGGTGTGT	UpstreamP1_CTCF	39
chr7	65606051	65606201	id-93005	5.08e-07	+	CAGCGTTGTTGTCCAACAGCCAGAAGAGGGAGCGG	V_CTCF_BR	38
chr7	65608099	65608249	id-93006	1.93e-05	-	GAGTGAGTTATGAAGTTGGCCAGCAGGAGCAGGCA	V_CTCF_BR	6
chr7	65610472	65610622	id-93007	1	+	NA	NONE	14
chr7	65619552	65619702	id-93008	1	+	NA	NONE	8
chr7	65664072	65664222	id-93009	8.02e-08	-	CTGCAATTGTCAAAGAAGGCCAGCAGGGCACGGGA	UpstreamP1_CTCF	13
chr7	65670202	65670352	id-93010	8.21e-05	-	AGCGACAACCGCCAGGGTCCGGGGAGGTGGCGGGA	V_CTCF_BR	40
chr7	65736091	65736241	id-93011	6.21e-05	+	CAAATTGTTCCTTCTCTGGCCACTAGATGCTTCTA	V_CTCF_BR	23
chr7	65773193	65773343	id-93012	1	+	NA	NONE	5
chr7	65816279	65816429	id-93013	1.32e-05	-	GATGCAGATGCCTGGTTTACGGCAAGGTGGCATTG	Upstream_CTCF	2
chr7	65817262	65817412	id-93014	1.85e-05	-	CCTGTCAGTTCAAGAGCAGCCAGTGGGCAGCACTG	Upstream_CTCF	26
chr7	65842826	65842976	id-93015	3.84e-06	+	TTGCGATTCAGCACCTGGGCCTATAGAGGCCAGTG	UpstreamP1_CTCF	6
chr7	65850293	65850443	id-93016	1	+	NA	NONE	4
chr7	65878789	65878939	id-93017	1.64e-05	-	AGGCGAGTGCGTGGCAAGGACTGCAGCTGGCTCTA	V_CTCF_BR	35
chr7	65888835	65888985	id-93018	1.72e-06	+	TTTGGTGTTAAGGAGATGGCCAGCAGGAGGCTGAC	Upstream_CTCF	10
chr7	65904841	65904991	id-93019	1	+	NA	NONE	10
chr7	65916841	65916991	id-93020	7.12e-06	-	TTGCATTTCTAACAAGTTGCCTGGTGATGGTGCTG	UpstreamP1_CTCF	4
chr7	65958444	65958594	id-93021	2.6e-05	+	CTGTAGCGCCACTGTGACGTCGCCGAAGGCCGGCG	UpstreamP1_CTCF	18
chr7	65958779	65958929	id-93022	2.72e-05	+	CTGCGCTACTTCCCAGCCTGCGGCGTAGGGCGCAG	UpstreamP1_CTCF	37
chr7	65967583	65967733	id-93023	1.48e-06	+	GCCGCAGGATCTGCTGCCACCACTGGGGGACATTG	Upstream_CTCF	33
chr7	65987673	65987823	id-93024	1.17e-05	+	TGCCAATGCCAGCACCCTGCCACATGGTGTCAGTG	V_CTCF_BR	39
chr7	66018832	66018982	id-93025	1	+	NA	NONE	3
chr7	66022660	66022810	id-93026	1.89e-12	+	GCTGCACTTCCGACAATGGCCAGTAGAGGGGGGCC	Upstream_CTCF	40
chr7	66071946	66072096	id-93027	1.84e-06	-	TGCTGAAACAGCTGGACGACCTGAAGGTGGAGCTG	V_CTCF_BR	3
chr7	66103430	66103580	id-93028	2.91e-05	+	TGTTTAGGTCTCCATCAGAACACCGGGGGCAGCAT	Upstream_CTCF	12
chr7	66108492	66108642	id-93029	5.28e-05	-	TGCGTTAATCCATGATGTGACTCCAGGGGGCATCT	Upstream_CTCF	8
chr7	66119154	66119304	id-93030	3.45e-05	-	TGCTTCCGGCTTCCGGCGCGCAGCAGCGGGAGAGC	V_CTCF_BR	39
chr7	66120106	66120256	id-93031	8.08e-08	-	CCTGCAGCCTCGCCCTCAGCCACGGGGTGGAAGTC	Upstream_CTCF	32
chr7	66161737	66161887	id-93032	1.08e-05	-	TTGCTTATTCAGAAACCATCCACCAGATGGGGGGC	UpstreamP1_CTCF	14
chr7	66205344	66205494	id-93033	2.96e-05	+	GCCGCGGAGCCAGCGTCGCCCTCCAGCTGTTGCGC	V_CTCF_BR	21
chr7	66206209	66206359	id-93034	4.43e-05	+	GGGGACTTGATCCCACGTCACCCTAGGGGGCAGAA	V_CTCF_BR	19
chr7	66241504	66241654	id-93035	6.34e-08	+	CCTGTAGTTCCAGCTGAGGCCAGAAGGCTGAGGCA	Upstream_CTCF	30
chr7	66269129	66269279	id-93036	1	+	NA	NONE	15
chr7	66290635	66290785	id-93037	1.23e-08	+	CTGCAAATTGAGTACGCCGCCACCAGGTGGCAGTG	UpstreamP1_CTCF	38
chr7	66302090	66302240	id-93038	8.76e-09	+	CTGCAAATTGAGCACACCGCCACCAGGTGGCAGTG	UpstreamP1_CTCF	40
chr7	66309640	66309790	id-93039	1	+	NA	NONE	34
chr7	66359911	66360061	id-93040	2.19e-05	-	ACAGTCTTTCTCAACTCAGCAGCCAGGGGGTGCTT	Upstream_CTCF	15
chr7	66365005	66365155	id-93041	1.14e-06	+	ACGCTGCTGTGTGGAGAAGGCACCAGGGGGAGCAG	UpstreamP1_CTCF	5
chr7	66370776	66370926	id-93042	1.22e-07	-	AGAGTTGGGCCAAAAGAGGCCACTAGGAGGCAGGA	Upstream_CTCF	38
chr7	66413833	66413983	id-93043	2.38e-07	-	CAGCCAGGTGCTTTTACTGCCTCGAGGGGGCACTA	V_CTCF_BR	7
chr7	66415908	66416058	id-93044	7.6e-05	-	TGGCAGTTGTGAAGATCTTGTACCAGAGCGTGGCG	UpstreamP1_CTCF	3
chr7	66432133	66432283	id-93045	2.6e-06	+	CCCCAAATTTCCAAAGTGACCTCAAGGGGGTGGCA	V_CTCF_BR	10
chr7	66440336	66440486	id-93046	1	+	NA	NONE	0
chr7	66459796	66459946	id-93047	1.55e-05	+	TGCTGCCACGGAATGCCAGTCCCTAGATGGCAGCA	V_CTCF_BR	31
chr7	66465745	66465895	id-93048	1	+	NA	NONE	37
chr7	66505863	66506013	id-93049	1.46e-07	+	TTGCTTTTTCATCTTATGGCCATTAGAGGGCACTG	UpstreamP1_CTCF	10
chr7	66506051	66506201	id-93050	1	+	NA	NONE	24
chr7	66641987	66642137	id-93051	1	+	NA	NONE	13
chr7	66767769	66767919	id-93052	7.44e-05	-	GGAGGGGCCCGCGCTCCTACCTGTAGGTGGCCAAC	Upstream_CTCF	38
chr7	66775239	66775389	id-93053	4.88e-05	+	CTTTTAAACTTAAAGATGACCACTGGAGGGCATAA	V_CTCF_BR	12
chr7	66829715	66829865	id-93054	4.3e-06	-	GGCTCCGCACTCAAAGCGGCCAGCAGGCGCCGCTG	Upstream_CTCF	7
chr7	66836897	66837047	id-93055	2.32e-08	+	CTTGCTGTTCATACTTTGGACACTAGGTGTCACTG	Upstream_CTCF	40
chr7	66843293	66843443	id-93056	1.79e-08	+	GGAGGAGTACTCCTGGCAGCCACCAGGGGTCACTC	Upstream_CTCF	40
chr7	66856359	66856509	id-93057	8.16e-07	-	GCTCCTGTCCCCCTTCTCGCCAGAAGAGGGATCAA	V_CTCF_BR	1
chr7	66925845	66925995	id-93058	1	+	NA	NONE	2
chr7	66949331	66949481	id-93059	1.65e-07	+	GTGGAATTCCTGACTTTCGCCAGAGGATGGCACTG	UpstreamP1_CTCF	40
chr7	66954058	66954208	id-93060	6.51e-05	+	TGAATTTCCAGATTCCTCACCAAGGGTGGGCGCTG	V_CTCF_BR	5
chr7	67023762	67023912	id-93061	1	+	NA	NONE	0
chr7	67031675	67031825	id-93062	1.23e-05	+	ATGCAGTTCCTAAGTGTTGCAGCCAGGGTTCCAGC	UpstreamP1_CTCF	4
chr7	67073886	67074036	id-93063	2.8e-05	-	TGTGCTATGCCTTCATATGCCACAAGGGACATTTT	Upstream_CTCF	6
chr7	67084285	67084435	id-93064	1.1e-05	+	TGCAGGGAATGTGTTCTGGGCAGGTGATGGCGCTG	V_CTCF_BR	8
chr7	67090277	67090427	id-93065	7.9e-07	+	TTGCTATGGTTCCTCATGGCCACATGGTGTCGCTG	UpstreamP1_CTCF	38
chr7	67102057	67102207	id-93066	3.81e-05	+	TGGTGATATTTGAGCTGCACCAGCAGGTGGGGCCT	UpstreamP1_CTCF	12
chr7	67123199	67123349	id-93067	1	+	NA	NONE	1
chr7	67188691	67188841	id-93068	8.13e-06	+	GGTTTAATCCCATTACCTTCCACTGGGGGCCAAGT	Upstream_CTCF	3
chr7	67253795	67253945	id-93069	3.4e-06	+	CTTGCTAGCCCTGCTGGCTGCACAGGGGGGCAGTA	Upstream_CTCF	28
chr7	67365322	67365472	id-93070	1	+	NA	NONE	4
chr7	67377543	67377693	id-93071	1.17e-05	+	TTCTAAGGAGGAAATTCTTCCACTAGGGGTCACAG	V_CTCF_BR	10
chr7	67408681	67408831	id-93072	1	+	NA	NONE	4
chr7	67528285	67528435	id-93073	3.41e-07	+	GGTGAAGGATCTTCAGCTTACAGCAGGGGGCACTG	Upstream_CTCF	31
chr7	67573177	67573327	id-93074	3.11e-05	-	CGCTGAAACAGCCACACTGAAAGAAGGGGGCAGTA	V_CTCF_BR	4
chr7	67642109	67642259	id-93075	2.18e-07	+	GCCTTGGAATTGCTATTGGCCTCTAGGGGGAGCTC	V_CTCF_BR	39
chr7	67715286	67715436	id-93076	3.22e-05	+	GAGCAGTGGAAGTGCATGCTCACTGGGTGTCTGAG	UpstreamP1_CTCF	12
chr7	67786138	67786288	id-93077	3.09e-07	+	GGGCCATTCTCCCTCACCACCTCCAGCTGGCAGCA	V_CTCF_BR	6
chr7	67890484	67890634	id-93078	1.48e-06	+	CTGTCACTGTCTCCCATCACCCCCAGATGGAGCTG	UpstreamP1_CTCF	16
chr7	67951017	67951167	id-93079	1.24e-05	-	TTAAACTTCATTGACTTCACCACTGGGGGGCAGCT	V_CTCF_BR	13
chr7	67978629	67978779	id-93080	1.03e-07	+	TCTGAAACTCCCATAGCTGCCACCAGAAGGCCCAT	Upstream_CTCF	6
chr7	68002798	68002948	id-93081	1	+	NA	NONE	6
chr7	68047261	68047411	id-93082	4.41e-06	+	ATAAGCACTTCCATTTGCTACAGCAGGGGGCGCAA	V_CTCF_BR	28
chr7	68084469	68084619	id-93083	1.26e-05	+	GGAGGAATTTTGAACACTTCCCCTAGCGGGAACTG	Upstream_CTCF	5
chr7	68149384	68149534	id-93084	1.82e-07	+	GCTCTCAGCACCTGCCTAGCCGGCAGATGGCTGCG	V_CTCF_BR	1
chr7	68190963	68191113	id-93085	1	+	NA	NONE	11
chr7	68483311	68483461	id-93086	2.31e-06	-	GGGGCTATACTCAGCAAAGCCACAGGGCGGAGCTG	Upstream_CTCF	21
chr7	68519748	68519898	id-93087	4.3e-06	+	CCAGCAATATGTCCCCACACCGCCAGGGGCTTCCT	Upstream_CTCF	4
chr7	68532524	68532674	id-93088	3.79e-08	+	CAGCAGCGCCCACTACTGGCTCCTAGGGGGAGCTC	UpstreamP1_CTCF	26
chr7	68584457	68584607	id-93089	5.92e-05	+	AGAGCCTCTCTCCACAACGCCCCCAGTGGCTGGGA	Upstream_CTCF	10
chr7	68652929	68653079	id-93090	9.88e-07	-	CCTGTGATTCCAGGTCCACCCAGCAGGAGTCCACA	Upstream_CTCF	9
chr7	68676894	68677044	id-93091	4.65e-05	-	CAGTGCCCCTCTTCTCAAACCCCTAGGGGGAGCAT	V_CTCF_BR	20
chr7	68846468	68846618	id-93092	6.8e-06	-	TCTGGGGTTGGCTCCATGTCAGCTAGGGGGCAGTA	Upstream_CTCF	4
chr7	68867805	68867955	id-93093	3.36e-07	-	CTGGGCTCAATCATCCCTCCCACCAGATGGCACAA	V_CTCF_BR	7
chr7	68868282	68868432	id-93094	3.36e-07	+	ATGTGGTGTGTGGGACCAGCCAGCTGATGGCACTG	V_CTCF_BR	15
chr7	68877764	68877914	id-93095	1	+	NA	NONE	8
chr7	69142143	69142293	id-93096	1.27e-06	-	GTGATGGGCAGCTCAGAGACCAGTAGGGGGCCACT	UpstreamP1_CTCF	28
chr7	69188801	69188951	id-93097	1	+	NA	NONE	4
chr7	69247984	69248134	id-93098	6.64e-05	+	AAGGTAATCCCTTTGACCCTCTCAAGAGGGTGCTG	Upstream_CTCF	7
chr7	69264176	69264326	id-93099	3.11e-05	-	CAACGTAGACTCCCAGGTTCCACCAGGAGGCATTC	V_CTCF_BR	11
chr7	69264702	69264852	id-93100	2.6e-07	-	AGCCCCTCAAGGAACAGCACCAGGAGGGGGCGGGG	V_CTCF_BR	6
chr7	69290140	69290290	id-93101	1	+	NA	NONE	12
chr7	69301805	69301955	id-93102	3.5e-05	-	GTTTTCTTGTCTATTTCCCCCACTAGAGTGAGCTC	UpstreamP1_CTCF	2
chr7	69336322	69336472	id-93103	7.31e-05	-	TATCTGTGGTTTCCGGCATCCACTAGGGGTCTTGG	UpstreamP1_CTCF	7
chr7	69357919	69358069	id-93104	1	+	NA	NONE	6
chr7	69359052	69359202	id-93105	1	+	NA	NONE	32
chr7	69397126	69397276	id-93106	2.93e-07	-	AAGCACTTTTCCATTTGGGGCTGCAGAGGGAGCCA	UpstreamP1_CTCF	37
chr7	69403075	69403225	id-93107	1	+	NA	NONE	1
chr7	69506078	69506228	id-93108	7.27e-06	-	AAGTTTTCCTCTTCAGTAGCCTGTAGATGGTGCTA	V_CTCF_BR	33
chr7	69507546	69507696	id-93109	1.55e-05	+	ATTTTTCCCTGTTTTTCTTGCACCAGATGGCACTG	V_CTCF_BR	29
chr7	69593772	69593922	id-93110	1.64e-05	-	CACCAAGGATCACTGGGAGGCACCAGAGGCCAGGA	V_CTCF_BR	1
chr7	69599048	69599198	id-93111	1.18e-05	-	AAGCTACTCAGTTTTGTGGCCGCAAAGGGGCAGGC	UpstreamP1_CTCF	5
chr7	69626742	69626892	id-93112	2.46e-06	+	CTGCAGTGACATCCAGTGGCCTCGTGGTGTAATTT	UpstreamP1_CTCF	35
chr7	69658602	69658752	id-93113	2.84e-05	+	TTGTAAAGAAATGTTAATCCCTGTAGAGGGCACTG	UpstreamP1_CTCF	35
chr7	69778390	69778540	id-93114	1	+	NA	NONE	4
chr7	69882166	69882316	id-93115	9.62e-08	+	CGGCTGTGCCTTTAGCCCAGCAGCAGATGGAGGCA	UpstreamP1_CTCF	15
chr7	69899500	69899650	id-93116	1.28e-06	-	GCAGCCATTCCACTGTCTAACCCAAGGTGGTGCCA	Upstream_CTCF	23
chr7	69971632	69971782	id-93117	2.1e-05	-	TTTGAACTCAGAAGGGCAGCCAGAAGGGGTCCCCA	Upstream_CTCF	21
chr7	69998703	69998853	id-93118	6.74e-08	+	GCTGGAATTCTCACAGCAACCAGCAGGGAGCTGGC	Upstream_CTCF	5
chr7	70005391	70005541	id-93119	4.5e-06	+	GCTGCCCTACCATTGTGTGCAGCCCGGGGGAAGCA	Upstream_CTCF	0
chr7	70049564	70049714	id-93120	1	+	NA	NONE	3
chr7	70050149	70050299	id-93121	3.4e-06	+	CCAGTCAACTTTTGGGGGTCCTGCAGGGGGCAAAC	V_CTCF_BR	25
chr7	70053740	70053890	id-93122	1	+	NA	NONE	5
chr7	70054061	70054211	id-93123	3.36e-07	+	GCCCTTTCCCTAGCACTGGCCTCCTGGTGGCAGTG	V_CTCF_BR	7
chr7	70060444	70060594	id-93124	1.48e-05	+	GTGTATTCCTGGGAATGCCCCTGAGGGTGGAGCTC	UpstreamP1_CTCF	3
chr7	70133743	70133893	id-93125	1	+	NA	NONE	5
chr7	70158644	70158794	id-93126	1	+	NA	NONE	29
chr7	70163342	70163492	id-93127	1	+	NA	NONE	40
chr7	70181519	70181669	id-93128	1	+	NA	NONE	28
chr7	70185558	70185708	id-93129	3.29e-05	+	CCTGGCCACCAGACTTCTTCCACCAGGGGTCCCTT	Upstream_CTCF	20
chr7	70203166	70203316	id-93130	1.85e-05	-	TCAGGAGTTACAGGTTCTAGCACCAGGAGAAAACC	Upstream_CTCF	11
chr7	70240687	70240837	id-93131	1	+	NA	NONE	33
chr7	70253535	70253685	id-93132	1	+	NA	NONE	15
chr7	70277632	70277782	id-93133	1.56e-06	+	GGTTTAGCAGCATAAGTGGCCACTAGATGTCGATC	Upstream_CTCF	34
chr7	70294243	70294393	id-93134	3.07e-10	+	CTGCTATTGCACGGTCTGGACACCAGAGGGAGCCA	UpstreamP1_CTCF	39
chr7	70320499	70320649	id-93135	8.59e-05	+	CACTCCAGTCCTGCCTGGGTTGCCAGATGGAGCTC	V_CTCF_BR	1
chr7	70322024	70322174	id-93136	1.01e-09	+	GAGAAAAACTGAACTCTGGCCACCAGGGGGCGCTC	V_CTCF_BR	40
chr7	70630830	70630980	id-93137	1	+	NA	NONE	6
chr7	70703052	70703202	id-93138	1	+	NA	NONE	3
chr7	70732814	70732964	id-93139	4.66e-08	-	CCTGCAGTTCTCCACATGGACACAGGGAGGGGAAA	Upstream_CTCF	2
chr7	70951486	70951636	id-93140	1	+	NA	NONE	2
chr7	70951810	70951960	id-93141	5.92e-05	-	GCTGTCAACAGGCAACAATCCACCAGCAGGAGCAA	V_CTCF_BR	6
chr7	70976591	70976741	id-93142	8.71e-06	-	TATTAATGATGATGGTTTTCCAGTAGATGGCAGGA	V_CTCF_BR	14
chr7	70983080	70983230	id-93143	1	+	NA	NONE	2
chr7	70986459	70986609	id-93144	1.76e-05	-	CAGAAAGGCTGCCACATTAGCACAAGGAGGCTCCA	UpstreamP1_CTCF	2
chr7	71120755	71120905	id-93145	1	+	NA	NONE	0
chr7	71198369	71198519	id-93146	7.33e-10	-	GCGGAATCAAGGCCAGGCGCCAGCAGGGGGCGCTA	V_CTCF_BR	40
chr7	71201053	71201203	id-93147	5.51e-07	-	GTGACACTTTGCCTTTTGCCCACTAGATGGCACTG	V_CTCF_BR	40
chr7	71211125	71211275	id-93148	2.1e-06	+	CTAGCTGATACCAGCTGGGCCACCAGATGGCCCAT	Upstream_CTCF	5
chr7	71217194	71217344	id-93149	4.31e-07	+	CGGGTTGGAGGGCGTTTTGACGCTAGAGGGCGCTC	V_CTCF_BR	36
chr7	71336558	71336708	id-93150	2.08e-07	+	CTGCCTGCCCCCACTCCCACCACCAGATGGCTCCT	UpstreamP1_CTCF	23
chr7	71390753	71390903	id-93151	1.3e-07	+	CTGCAATTCCTGGTGTCATCCAAGAGGGGTCAGTG	UpstreamP1_CTCF	17
chr7	71534367	71534517	id-93152	1.83e-05	-	GAATTTATGCTCCCTAGAGCCTCCAGAGGGAGTGC	V_CTCF_BR	8
chr7	71626675	71626825	id-93153	1.91e-08	+	GGAGCAACACACACGGGGGCCTGTAGGGGGCAGTG	Upstream_CTCF	15
chr7	71648937	71649087	id-93154	3.18e-06	+	GAAAATTGAATTTACTCAACCAGCAGGGGGCATCC	V_CTCF_BR	16
chr7	71743687	71743837	id-93155	1.41e-05	-	ATGCCGTTCCACCATGTGACCGCCGGCTTGTTGTA	UpstreamP1_CTCF	2
chr7	71757248	71757398	id-93156	2.6e-05	+	TTGTGTCCCCATGAGGTGGACAGCAGAGAGCGCTC	UpstreamP1_CTCF	2
chr7	71799165	71799315	id-93157	2.57e-08	-	ATGCAGTGTTTGCTGGTTGTCAGAAGGGGGCACTG	UpstreamP1_CTCF	16
chr7	71871928	71872078	id-93158	4.7e-06	+	CACTCTTTCAGGGCTCAGACCAGTAGGAGGCACTC	V_CTCF_BR	9
chr7	71941734	71941884	id-93159	8.02e-08	-	CTGCAATAGAACATGATCTCCAGCAGGGGACTCTG	UpstreamP1_CTCF	14
chr7	71959184	71959334	id-93160	5.77e-08	-	AGTCTTCCTGGAACACTGTCCAGCAGAGGGCAGTG	V_CTCF_BR	40
chr7	71959504	71959654	id-93161	1	+	NA	NONE	4
chr7	72100424	72100574	id-93162	1	+	NA	NONE	26
chr7	72217126	72217276	id-93163	5.72e-07	+	CAGCATTTCACAGGCCAGGCCACTTGAGGGGGCTG	UpstreamP1_CTCF	34
chr7	72251416	72251566	id-93164	1.46e-07	-	TTGCTTTTTCATCTTATGGCCATTAGAGGGCACTG	UpstreamP1_CTCF	25
chr7	72294747	72294897	id-93165	1	+	NA	NONE	39
chr7	72300669	72300819	id-93166	1.55e-05	-	TGCTGCCACGGAATGCCAGTCCCTAGATGGCAGCA	V_CTCF_BR	33
chr7	72349895	72350045	id-93167	4.65e-05	-	CAGACTCGGTGATTCTCATCCACTAGAGGCCAAAG	V_CTCF_BR	32
chr7	72385678	72385828	id-93168	9.55e-09	-	GAGATCCAGGTTGCTGCTGCCACTAGAGGGCAGCC	V_CTCF_BR	14
chr7	72398890	72399040	id-93169	6.49e-06	-	GAAGCGGGGACTCCATTGGCCACCAGGGGCTCAAA	Upstream_CTCF	23
chr7	72399484	72399634	id-93170	8.23e-05	-	GTGCAGTACACTGATCTGACCACAGTGCTCCACGG	UpstreamP1_CTCF	8
chr7	72416828	72416978	id-93171	9.55e-09	+	CCCGGATCTCTGGCTTCAGCCGCCAGGGGGCAGTG	V_CTCF_BR	13
chr7	72719224	72719374	id-93172	1.1e-06	+	GAGCCCCCTCTACTGTTTACCAGCAGTGGGAGCCT	V_CTCF_BR	9
chr7	72732919	72733069	id-93173	6.98e-07	+	CAGCGGGCCTTCTCCTCATCCACCAGGTGGTGCAG	V_CTCF_BR	7
chr7	72738242	72738392	id-93174	3.88e-06	+	TAGCTGGATCCTTTTGGTGCCAGGTGATGGCACCA	V_CTCF_BR	40
chr7	72756675	72756825	id-93175	2.78e-06	+	TGTGAGTGGAGAATTCCAGCCACCAGATGTCACCT	V_CTCF_BR	38
chr7	72782052	72782202	id-93176	1.81e-06	+	CATGCTCTGTGGCTTTTCTCCACCGGGGGCAACGG	Upstream_CTCF	8
chr7	72842912	72843062	id-93177	2.2e-07	+	CTGTAGGGCAGCCCAGGCACCTGAAGGAGGCGCAG	UpstreamP1_CTCF	20
chr7	72845493	72845643	id-93178	2.27e-05	-	AAGAGGCTGCCTGTTAACACCACCAGAGGCAGGAC	V_CTCF_BR	4
chr7	72846243	72846393	id-93179	3.88e-06	+	TCTAAGCGGGTCCCAGGAGTCTCAAGGGGGCAGCC	V_CTCF_BR	5
chr7	72850634	72850784	id-93180	1	+	NA	NONE	19
chr7	72866234	72866384	id-93181	2.11e-08	-	GTGCACTACATGTGAATGTCCACTAGAGGACAGCA	UpstreamP1_CTCF	39
chr7	72869077	72869227	id-93182	1	+	NA	NONE	4
chr7	72882577	72882727	id-93183	2.6e-06	-	TTCGGGAGCTCCCCTCTACCCACTAGGTGGTAGCA	V_CTCF_BR	11
chr7	72915791	72915941	id-93184	7.46e-06	-	CAGCATACCTGGCCTCTATCCACTAGATGCCAGTA	UpstreamP1_CTCF	9
chr7	72936697	72936847	id-93185	3.56e-06	+	CGCGTAGTTGGGTTGCAGCGCACTAGAGGGCAGTC	Upstream_CTCF	35
chr7	72983386	72983536	id-93186	3.91e-06	+	GAAGCCATATTATAGTGGCCCACTAGGTGACAGTA	Upstream_CTCF	16
chr7	72993111	72993261	id-93187	1	+	NA	NONE	37
chr7	73007733	73007883	id-93188	1	+	NA	NONE	3
chr7	73021436	73021586	id-93189	4.65e-06	+	CCGCTAGGAGACGCTGTGGCCACACGGTGGCGCTG	UpstreamP1_CTCF	40
chr7	73025450	73025600	id-93190	1.24e-05	-	TTGGCAGGCAGGAAGGCTTCCTGGAGGAGGCGCTA	V_CTCF_BR	8
chr7	73027338	73027488	id-93191	1.59e-06	+	GAATCTTAGAGGATAGGAGCCTGCAGGGGGTGGCA	V_CTCF_BR	38
chr7	73030348	73030498	id-93192	1.47e-05	+	CACACTGGATATACCAGGCCCTCCAGATGGCGTTG	V_CTCF_BR	38
chr7	73041368	73041518	id-93193	4.5e-06	-	AATGCACATCCTACAGAGGGCAGCAGGGAGGATGG	Upstream_CTCF	38
chr7	73043678	73043828	id-93194	4.88e-06	+	ACGCACGTGCTTTTCCTCCCCACTAGATGGCAAAT	UpstreamP1_CTCF	40
chr7	73062154	73062304	id-93195	2.38e-07	+	CGGCGCCTTCTCCGCGCGGGCGGCAGAGGGCTCCG	V_CTCF_BR	27
chr7	73082077	73082227	id-93196	5.33e-11	-	GGCCGCACGCACCGCTCCGCCGCCAGGGGGCGCCC	V_CTCF_BR	40
chr7	73085438	73085588	id-93197	1	+	NA	NONE	0
chr7	73090540	73090690	id-93198	1.56e-06	+	CGTGCATTACCGCACCTGGCCTCAAAGGGGAAATG	Upstream_CTCF	9
chr7	73115866	73116016	id-93199	1.48e-06	+	GTGATCTGGTCCCATGCTGCCCCCAGAGGCCAATC	UpstreamP1_CTCF	40
chr7	73133328	73133478	id-93200	2.04e-05	+	CCACAGGTGACCAGGGTGGCCCGAGGAGGCCGCCA	V_CTCF_BR	3
chr7	73140168	73140318	id-93201	2.37e-09	-	AAGGCAATACCGGCCCTGCCCAGAAGGTGGCAGCA	Upstream_CTCF	40
chr7	73149131	73149281	id-93202	4.68e-07	-	AGCCCCCTTCCTCCCTTCACCACAAGAGGGTGCTC	V_CTCF_BR	40
chr7	73156697	73156847	id-93203	1	+	NA	NONE	7
chr7	73194011	73194161	id-93204	1	+	NA	NONE	7
chr7	73225349	73225499	id-93205	1.04e-06	+	GCTGCAGTGACACCTGCCTCCACTGGGGATCCTCC	Upstream_CTCF	15
chr7	73226139	73226289	id-93206	1.09e-06	+	CTGCAGTTCCCACAAGCAAACAGGCGAGGGCGACT	UpstreamP1_CTCF	40
chr7	73241206	73241356	id-93207	6.21e-05	+	GTCTGTTTTTGTTTTTGATCCTGGAGGGGGTGCAA	V_CTCF_BR	8
chr7	73244244	73244394	id-93208	1.03e-06	-	AGGGGTGCTGTGTGGCACAACTCCAGGGGGCGCCG	V_CTCF_BR	20
chr7	73254502	73254652	id-93209	1.7e-05	-	TGGGCCATACTTACCTTATCCTCTAGGGGACCTGG	Upstream_CTCF	27
chr7	73256060	73256210	id-93210	1.17e-05	-	GACCTCCTGAGGGGGGCTGCCTGGAGGAGGTGCTA	V_CTCF_BR	4
chr7	73269977	73270127	id-93211	2.33e-07	-	GTGCAGGACTGCAGCGCGGCCGCACGGGGGCAGCA	UpstreamP1_CTCF	40
chr7	73280579	73280729	id-93212	4.04e-08	+	GGGCAGTTAGAGACTTTGGCCTCTGGGGGGTGCCA	UpstreamP1_CTCF	40
chr7	73285533	73285683	id-93213	1.15e-07	+	CTTGCACTTCCTGGGTTGAGCAGGAGGAGGCTGAG	Upstream_CTCF	5
chr7	73305561	73305711	id-93214	3.8e-07	+	TCTGTGCCACAAGCCTTGGCCACTGGGAGGAGCCA	Upstream_CTCF	35
chr7	73309230	73309380	id-93215	6.43e-06	-	AATTAGTGAGTGGGACTCACCACAGGGGGGAGGTG	V_CTCF_BR	19
chr7	73313889	73314039	id-93216	2.53e-05	-	TGGGTCACAACATTGCTGTCCAGAGGAGGGCAGGT	V_CTCF_BR	7
chr7	73356576	73356726	id-93217	1	+	NA	NONE	5
chr7	73385696	73385846	id-93218	1.21e-05	+	TCTGCAAGTCTCCCCCGATCCTCTGGGTGTCTCAT	Upstream_CTCF	3
chr7	73386265	73386415	id-93219	6.49e-06	-	AAGGCTATTCCAGGCCTGGGCTGCAGGGGCACTGC	Upstream_CTCF	38
chr7	73393568	73393718	id-93220	6.46e-07	-	CAGCTAATAACCAGCCCCGCCACTTGGTGGCAGCA	V_CTCF_BR	38
chr7	73400063	73400213	id-93221	3.09e-07	+	AGGTCCTGGCTGCTCACAGCCAGCGGGTGGAGCCC	V_CTCF_BR	15
chr7	73437437	73437587	id-93222	5.68e-06	+	GGCCGGCTCACGATGTTCCCCTCTAGATGGCAACA	V_CTCF_BR	26
chr7	73438852	73439002	id-93223	1.38e-07	-	CTCCATTAGCCACATGTGGCCAGCAGCTGCCACCG	UpstreamP1_CTCF	22
chr7	73441240	73441390	id-93224	6.47e-10	-	GCTGACATTCCGCTGGTGGCCAGGAGGGGGCGGCC	Upstream_CTCF	40
chr7	73465703	73465853	id-93225	5.92e-05	+	CCTCTGGCCCAGGGAGCGGCCACTTGTGGTTTCTC	V_CTCF_BR	2
chr7	73466113	73466263	id-93226	1.04e-06	+	ATCGCAGGTAACATCTGTCCCAGCAGGGGGCGGGT	Upstream_CTCF	40
chr7	73474620	73474770	id-93227	2.53e-05	-	AGCCCAGCTGCAGCTCCTGCAGACAGAGGGCAGTG	V_CTCF_BR	25
chr7	73482267	73482417	id-93228	3.33e-09	+	CCCCACTCTCTGCTCACTGCCACCAGGTGGCGGTA	V_CTCF_BR	40
chr7	73529734	73529884	id-93229	2.01e-05	-	CTGCAAGCGCTCCCTCCCACCTGCGGGGGCACTGA	UpstreamP1_CTCF	25
chr7	73558762	73558912	id-93230	3.6e-07	-	GCTGCAGTTCCAGGTTTTTCAGCTTGAGGGCAATG	Upstream_CTCF	17
chr7	73579429	73579579	id-93231	9.41e-05	-	TTTTTCCTTCAACCTTGCTCTGGAAGGGGGCGCTG	V_CTCF_BR	40
chr7	73589244	73589394	id-93232	7.15e-05	+	AGGGATTTGGCGGCTCTGGCCCGGGGATGGTACGA	V_CTCF_BR	25
chr7	73598147	73598297	id-93233	1.93e-05	-	TTCATCCCATTCAATGAAATCACTAGGGGGCAGCA	V_CTCF_BR	39
chr7	73615548	73615698	id-93234	1	+	NA	NONE	27
chr7	73617224	73617374	id-93235	2.1e-05	+	GGTGTAGTAATTTATGTTCCCACCAGTAGGGTACA	Upstream_CTCF	29
chr7	73617619	73617769	id-93236	8.98e-06	-	CTGCTGAGAGAAAGTTTAACCACAAGGGGGGGTGT	UpstreamP1_CTCF	39
chr7	73621052	73621202	id-93237	2.12e-06	-	CCGCGGTGTCCCGGCCTGGCCAGAAAGAGGTGGCC	UpstreamP1_CTCF	36
chr7	73668284	73668434	id-93238	6.82e-05	+	ACTAGGTCAGAGTAGGTGGCCACCCGGGGTAGCCC	V_CTCF_BR	0
chr7	73668780	73668930	id-93239	3.5e-05	-	CCGCGGCCTCCAGCGATGGCCGCCAGGGCACCACC	UpstreamP1_CTCF	35
chr7	73689722	73689872	id-93240	1.32e-08	+	TTGCAGGGACACGCACCTGCCTGCAGGGGACACTG	UpstreamP1_CTCF	40
chr7	73778503	73778653	id-93241	3.05e-07	-	ACTGCAGATCCTCCACCTTCCTGCAGGGGAGGGAA	Upstream_CTCF	39
chr7	73808109	73808259	id-93242	1.24e-05	-	TGGAAAAACACAGGCTGCATCTGCAGAGGGCAGTG	V_CTCF_BR	39
chr7	73809023	73809173	id-93243	6.84e-06	-	GGAAAAGGCACAGGCTGCATCTGCAGAGGGCAGTG	V_CTCF_BR	38
chr7	73815694	73815844	id-93244	1.6e-10	-	GCAGCAGTTCCCGATTTTCCCACTAGATGGCGAGG	Upstream_CTCF	40
chr7	73818184	73818334	id-93245	4.1e-06	+	CCGGCAGTACCTCCTCCAGGCAGGAGCCGGGACTG	Upstream_CTCF	4
chr7	73819704	73819854	id-93246	1.16e-05	+	TCATGAGTGCCACCTGGTACAGGTAGGTGGCGCTC	Upstream_CTCF	40
chr7	73820120	73820270	id-93247	1	+	NA	NONE	0
chr7	73831825	73831975	id-93248	1.62e-08	+	CTGTGATGCCTCCCATTTACCAGCAGGTGTCACCC	UpstreamP1_CTCF	40
chr7	73843843	73843993	id-93249	5.48e-05	+	CCAGCACTTCCCGAGTTCCAAGCAGGGGGCCACAT	Upstream_CTCF	8
chr7	73845535	73845685	id-93250	1.48e-06	-	AACTATGGGTGCTCAGGGTCCTGTAGGTGGCACTG	V_CTCF_BR	1
chr7	73864367	73864517	id-93251	2.83e-07	+	ACCCCTGTTCCAGATTCTACCTGCAGAGGGCAGTA	V_CTCF_BR	40
chr7	73872841	73872991	id-93252	9.81e-06	+	TGTGGCAGAGGGGCTTTGGCCTGTAGGGGGTGTGG	V_CTCF_BR	14
chr7	73887557	73887707	id-93253	2.31e-06	-	ACAGCAATACCAGAATAAACCAGGGGGCGGGACTA	Upstream_CTCF	1
chr7	73894940	73895090	id-93254	1.56e-05	-	CCTGCTCTACCAGGAGGGGAGGCCAGGATCCGCCG	Upstream_CTCF	9
chr7	73895922	73896072	id-93255	3.56e-06	-	GGTGCAGGCAACCTGATGCCCAGCAGAGGCTGATT	Upstream_CTCF	12
chr7	73920129	73920279	id-93256	1	+	NA	NONE	2
chr7	73938304	73938454	id-93257	1	+	NA	NONE	0
chr7	73959640	73959790	id-93258	6.17e-09	-	CTGCAAATTGAGCAGGCTGCCACCAGGTGGCAGCG	UpstreamP1_CTCF	40
chr7	73981198	73981348	id-93259	7.54e-08	-	GTGTAATAGCTGCTGGTAGCCAGGAGGGGACAGCA	UpstreamP1_CTCF	40
chr7	73989519	73989669	id-93260	4.7e-05	+	GAGGCCTTAGTTTTAAAGGCCTGAAGGGGCAGCAG	Upstream_CTCF	7
chr7	73998933	73999083	id-93261	1	+	NA	NONE	14
chr7	74002034	74002184	id-93262	1.16e-05	-	GCTGCTGGAGTCAGTTAGCCCTGGAGATGGGGCCT	Upstream_CTCF	11
chr7	74020813	74020963	id-93263	6.39e-08	-	CGCCAGCGGGCGGTGGCGGGCGGGAGGGGGCGCCA	V_CTCF_BR	16
chr7	74026734	74026884	id-93264	1.83e-05	+	GCCATTCAAGCCTCCACTGCCTCCAGGAGGAAACC	V_CTCF_BR	5
chr7	74030883	74031033	id-93265	1.21e-05	+	GCTGGAGGATCACTTGAGCACAGCAGGTAGAGGGT	Upstream_CTCF	8
chr7	74032196	74032346	id-93266	4.43e-05	+	AGACAGGGCCTTGCTCTAACACCCAGGTGGAGGCG	V_CTCF_BR	2
chr7	74039835	74039985	id-93267	1	+	NA	NONE	33
chr7	74070937	74071087	id-93268	2.81e-05	-	TCCCCCCACCCGCCGCTTCTCGGTAGGTGGCGACC	V_CTCF_BR	29
chr7	74071870	74072020	id-93269	1	+	NA	NONE	36
chr7	74076281	74076431	id-93270	2.84e-05	-	ATGCTCCCCAACCCCCCTACCTCCAAGGGCCAAAA	UpstreamP1_CTCF	19
chr7	74124332	74124482	id-93271	1.37e-05	+	GATGCAGTGTTCTCTGCCACCACTGTGTAGCAGCA	Upstream_CTCF	36
chr7	74282590	74282740	id-93272	1.3e-07	-	ACTGCAATGTGAATCGCAGCCACGGGGTGGCAATA	Upstream_CTCF	40
chr7	74306939	74307089	id-93273	1	+	NA	NONE	13
chr7	74347592	74347742	id-93274	9.4e-06	-	CTGTAGTCCCAGCAGAGGGACTCTTGAGGCAGAGG	UpstreamP1_CTCF	20
chr7	74489498	74489648	id-93275	1.47e-05	-	GAGGCTGCTGAGGCGCGGAACGGAGGATGGCGCTG	V_CTCF_BR	6
chr7	74493489	74493639	id-93276	8.08e-08	+	ACTGCAATGTGAACCGCAGCCACGGGGTGGCAATA	Upstream_CTCF	39
chr7	75068384	75068534	id-93277	6.21e-06	+	GAAGCGGGGACTCCACTGGCCACCAGGGGCTCAAA	Upstream_CTCF	14
chr7	75081941	75082091	id-93278	1	+	NA	NONE	22
chr7	75157553	75157703	id-93279	1	+	NA	NONE	33
chr7	75228642	75228792	id-93280	5.96e-07	+	TCGGTTCCTCTGCAGGCGCCCAGCTGGGGGCAGAG	V_CTCF_BR	5
chr7	75244400	75244550	id-93281	1.5e-05	+	AAGGCTCTTTGCCATACAACCACAAGAGGGCCTTT	Upstream_CTCF	36
chr7	75272315	75272465	id-93282	2.47e-08	-	GCTGCAGAATCTCGACTCACCAGTAGGTGTCAGCC	Upstream_CTCF	40
chr7	75279427	75279577	id-93283	1.52e-07	+	CCAGGCAGGCTGCGGGAGGCCAGCAGGGGTCAGAG	V_CTCF_BR	14
chr7	75317578	75317728	id-93284	1	+	NA	NONE	1
chr7	75342412	75342562	id-93285	1.82e-07	+	AGTGCCATGGGGAACCTGGCCGGCAGTGGGCGCTT	V_CTCF_BR	13
chr7	75368649	75368799	id-93286	5.34e-06	+	GCCCACTACCCTGCCCGCTCCTGCAGGGGGCTATC	V_CTCF_BR	12
chr7	75386467	75386617	id-93287	1.56e-05	-	GCTACAAGATCTCATTCAACCACAAGGGGGCCTGA	Upstream_CTCF	40
chr7	75387328	75387478	id-93288	7.82e-06	+	ATCCATTGCTGCCACTGATCCGACAGGGGGCGGAG	UpstreamP1_CTCF	2
chr7	75391875	75392025	id-93289	4.64e-09	-	CTGTAGTTCTACAAGTTTACCAGCAGATGGGAACA	UpstreamP1_CTCF	40
chr7	75394594	75394744	id-93290	1	+	NA	NONE	11
chr7	75406010	75406160	id-93291	5.08e-05	+	TGTGCCACTATGCACACACTCACCAGATGGCTACA	Upstream_CTCF	11
chr7	75495889	75496039	id-93292	4.85e-07	+	GAGCCATGTCACAGGCCAGCCAGCAGAGGACAGTA	UpstreamP1_CTCF	40
chr7	75508262	75508412	id-93293	2.02e-06	+	CTGTTGCCAAGGGAAACTGCCGCGAGGAGGCGGAA	UpstreamP1_CTCF	34
chr7	75510792	75510942	id-93294	8.99e-05	-	GGGAAAAAAATAATACTTTTCGGTAGAGGGCAGTC	V_CTCF_BR	17
chr7	75535237	75535387	id-93295	1	+	NA	NONE	9
chr7	75544212	75544362	id-93296	9.51e-07	+	GCCGGGCGACCCAGCCGAGCCGCGAGGGGGCGTGG	V_CTCF_BR	8
chr7	75545093	75545243	id-93297	2.97e-06	+	AGAGTTCAAGGTCTCTTGGGCGCCAGGGGGAGGAG	V_CTCF_BR	21
chr7	75573306	75573456	id-93298	8.5e-06	-	GGGGTGGGGCTCCCTGGTTCCGCCAGGTGGTGATG	Upstream_CTCF	4
chr7	75574824	75574974	id-93299	1	+	NA	NONE	17
chr7	75579754	75579904	id-93300	1	+	NA	NONE	7
chr7	75590676	75590826	id-93301	2.44e-07	-	ACTGCAGAGCTTCTCAGGGCCAGTAGAGGCAACAT	Upstream_CTCF	35
chr7	75600847	75600997	id-93302	1.99e-07	-	CCCTCACCTTGGTCCATCCCCTCCAGAGGGCAGCC	V_CTCF_BR	8
chr7	75601819	75601969	id-93303	1.82e-07	+	ATAGAGGATGTCCCGGTGGCCAGGAGAGGGAACGC	V_CTCF_BR	35
chr7	75623840	75623990	id-93304	1.43e-05	+	GCTGCAGCGCCAGTAGCCAGTAGTGGAGGACGGCG	Upstream_CTCF	32
chr7	75641124	75641274	id-93305	1	+	NA	NONE	6
chr7	75649548	75649698	id-93306	5.97e-08	-	GGGGCACTCACACCAACTGCCACGGGGTGGCGCTA	Upstream_CTCF	40
chr7	75659081	75659231	id-93307	1.71e-06	+	TAATGCTGCTGCTGATCTGACAGCAGGTGGAGCTC	V_CTCF_BR	13
chr7	75672851	75673001	id-93308	1	+	NA	NONE	0
chr7	75678033	75678183	id-93309	2.15e-05	+	ACCTTTTTGGAGGATCTCTCCTGCTGTGGGCGGAC	V_CTCF_BR	37
chr7	75698585	75698735	id-93310	6.8e-06	+	GAGGAAGTACCGTGGGACTCCAGAGGAGGGCAAGG	Upstream_CTCF	37
chr7	75702775	75702925	id-93311	6.51e-07	+	GGTGGCTTGCCCACTTGGGCCTGTAGAGGCCGCCA	Upstream_CTCF	11
chr7	75760017	75760167	id-93312	1.17e-05	-	AGCAGATCCTGTTTCAAAAACAGTAGAGGGCACTA	V_CTCF_BR	40
chr7	75796048	75796198	id-93313	1	+	NA	NONE	33
chr7	75807542	75807692	id-93314	1.42e-10	+	CCGCAGTTCCCGCCTGCTGCCTGCAGAGGGAGCCA	UpstreamP1_CTCF	40
chr7	75830362	75830512	id-93315	1.92e-05	+	AGGCTGGAGTGCAGTGGCGCCACCATAGGTCACTG	UpstreamP1_CTCF	19
chr7	75831064	75831214	id-93316	3.65e-07	+	CTGCGGGCGTTCCTCCAGGCCTGCGGAGGGCGCTG	V_CTCF_BR	40
chr7	75832087	75832237	id-93317	2.58e-05	-	TCTGCTGTCAGGAGTAGGAACTGCAGGAGGCTTCA	Upstream_CTCF	6
chr7	75849520	75849670	id-93318	3.16e-06	+	GAGTAGTAGCCACAGGGTGACAGCAGAGGCACGTC	UpstreamP1_CTCF	19
chr7	75850077	75850227	id-93319	1.73e-05	+	CCAAGATTTTCCTCCAGCTCCAGCAGGGGCAGCAG	V_CTCF_BR	31
chr7	75876318	75876468	id-93320	2.81e-05	+	ACCTCCAGGGGCAGTGTGGACACAGGCTGGAGGGA	V_CTCF_BR	3
chr7	75887453	75887603	id-93321	1.56e-06	-	CTCGCCCTCCCCTCTGCAGCCTCCAGGGGCCCCCC	Upstream_CTCF	16
chr7	75892366	75892516	id-93322	3.36e-07	-	GTGTGTAAGCTAATGGTGGCCACTTGGGGGCAGTA	V_CTCF_BR	40
chr7	75909890	75910040	id-93323	1.18e-05	+	ATGAGCTGCACTGTTGAGGCCAGAAGGTGGACACC	UpstreamP1_CTCF	7
chr7	75921046	75921196	id-93324	2.47e-07	+	GCGTGGTGGCGGAAAGCCGACACTAGAGGGCGACA	UpstreamP1_CTCF	40
chr7	75924163	75924313	id-93325	1.27e-06	+	CAGCCGCAGTTGGCAGAGGCCTGCAGAGGGCGTGG	UpstreamP1_CTCF	11
chr7	75926614	75926764	id-93326	3.86e-05	+	GCTGAGATTGTGCCACTGCACTCCAGCCGGCGCAA	Upstream_CTCF	15
chr7	75932125	75932275	id-93327	4.41e-06	-	GGGCTCTCGATGGCGGCGGGGGGCAGGGGGCGCAC	V_CTCF_BR	13
chr7	75943653	75943803	id-93328	1.15e-07	-	TCCGCAAACCCCAGGGCGTCCTCTAGGGGGCAGTC	V_CTCF_BR	40
chr7	75944885	75945035	id-93329	1	+	NA	NONE	5
chr7	75948093	75948243	id-93330	3.36e-05	+	TTTCATTTTGGCTCTGTCGCCACTAGGCGAAAGAA	UpstreamP1_CTCF	40
chr7	75948741	75948891	id-93331	1.39e-05	+	AAACAGGATTGCTTTGAGTCCAGCAGGTGGAGGCT	V_CTCF_BR	33
chr7	75957822	75957972	id-93332	2.47e-07	+	CTGCACCCAGCTGCGTCCGCCAGCACGAGGCGCAG	UpstreamP1_CTCF	1
chr7	75960113	75960263	id-93333	2.5e-05	-	AAGCATTGATTCCTGTTGCCCAGCTAGAGGCGCTG	UpstreamP1_CTCF	18
chr7	75986173	75986323	id-93334	1.56e-05	-	GCTGCAATGCACCTAAGGGCTGGTAGGGAGTGTGC	Upstream_CTCF	24
chr7	75988691	75988841	id-93335	1.9e-06	-	ACTGATGCAGCCCTGATCCCCGCCAGGGGTCCCCA	Upstream_CTCF	40
chr7	75993884	75994034	id-93336	4.51e-05	-	GGGCCAACTCTCCCCTGCACCACTGGAGGGGAGGC	Upstream_CTCF	12
chr7	76011266	76011416	id-93337	1	+	NA	NONE	35
chr7	76012514	76012664	id-93338	1	+	NA	NONE	14
chr7	76018392	76018542	id-93339	6.82e-05	+	AGGAGTTGGGTTAAGGGACTCACTAGGGGCCGCCA	V_CTCF_BR	21
chr7	76023137	76023287	id-93340	7.31e-05	-	ATGCCCTGTCTCCACAGCTACAGGAGTTGGCCCCC	UpstreamP1_CTCF	22
chr7	76067300	76067450	id-93341	8.71e-06	+	TCTCTGCTGGTGTACTTGGCCACTAGGTGGTGACT	V_CTCF_BR	40
chr7	76139521	76139671	id-93342	1	+	NA	NONE	6
chr7	76142352	76142502	id-93343	2.93e-07	+	GTGAAGTTCCTCCTGATGGACACCAGGGGCTCACC	UpstreamP1_CTCF	40
chr7	76145346	76145496	id-93344	5.28e-08	+	CCGGTGGTTCCCGTCGTCGCCACTCGGGGTCGCCG	Upstream_CTCF	28
chr7	76178636	76178786	id-93345	2.66e-05	-	CAGACTCGGTGATTCTCGTCCACTAGAGGCCAAAG	V_CTCF_BR	15
chr7	76243247	76243397	id-93346	8.21e-06	-	TCTCTGCTGGTGTACTCGGCCACTAGGTGGTGACT	V_CTCF_BR	32
chr7	76285859	76286009	id-93347	8.23e-05	+	GACAAGTGTGGAGGAGTAACCACTAGAGGTCCGAG	UpstreamP1_CTCF	20
chr7	76339138	76339288	id-93348	1	+	NA	NONE	17
chr7	76403718	76403868	id-93349	5.34e-06	+	AAGAGAGATAGGGAAACAGCCAGTGGGTGGAGCTG	V_CTCF_BR	9
chr7	76435475	76435625	id-93350	3.09e-05	+	GTGCAGCGCTGCCGCCCAGAGGGGAGAGGCAGCCT	UpstreamP1_CTCF	12
chr7	76554227	76554377	id-93351	8.71e-06	-	AAGATGAATCTCTTTATGGCCACAAGATGGCTACA	V_CTCF_BR	33
chr7	76742162	76742312	id-93352	1	+	NA	NONE	32
chr7	76754909	76755059	id-93353	4.01e-05	+	ATTTATGTTCAATAAATGGACAGCAGAGGTCATAA	Upstream_CTCF	10
chr7	76829063	76829213	id-93354	1	+	NA	NONE	5
chr7	76876643	76876793	id-93355	8.61e-08	-	CTACACCTCGGGCATGCTGCCACCAGGGGGTAGTA	V_CTCF_BR	39
chr7	76904762	76904912	id-93356	1.3e-07	-	ATGCAGCTGCCAGCCCTGTCCACTGGAGGCACCCA	UpstreamP1_CTCF	20
chr7	76922486	76922636	id-93357	1.15e-07	+	ATTGCATTTCTAAAGGGTGCCAGCAGGGGTTGCAT	Upstream_CTCF	22
chr7	76944698	76944848	id-93358	1	+	NA	NONE	4
chr7	76961289	76961439	id-93359	1.7e-05	-	GAATTAATAGCTCAACTGAACACTAGATGTCACCA	Upstream_CTCF	39
chr7	76977922	76978072	id-93360	1	+	NA	NONE	18
chr7	76978529	76978679	id-93361	1	+	NA	NONE	14
chr7	76998421	76998571	id-93362	8.71e-06	+	TTCCCTACTCACTACCCTCCCAGTAGGTGGTGCAC	V_CTCF_BR	31
chr7	77015891	77016041	id-93363	1	+	NA	NONE	6
chr7	77045872	77046022	id-93364	9.41e-05	+	GCGCGCACCTTCGGGGCTGAGGATAGAGGGCGCAA	V_CTCF_BR	24
chr7	77068979	77069129	id-93365	5.34e-06	+	CCAGGGGGTACATTTCCCAGCACAAGGTGGAGCCC	V_CTCF_BR	37
chr7	77089662	77089812	id-93366	1.52e-07	+	GGCCTGATGGTTAGCACCTCCACCAGAGGGCAGGA	V_CTCF_BR	35
chr7	77169949	77170099	id-93367	2.91e-05	+	ATAGCTGTAATTAAGACAGCCGGTAGTTGGTGCTG	Upstream_CTCF	2
chr7	77181514	77181664	id-93368	1	+	NA	NONE	9
chr7	77199773	77199923	id-93369	1	+	NA	NONE	12
chr7	77280987	77281137	id-93370	5.08e-07	+	TAACTCTTTTGCCATTCCACCAGAAGAGGGCAGCA	V_CTCF_BR	40
chr7	77287187	77287337	id-93371	7.12e-06	+	TTTCAGGTATAGTATTTGTCCACTGGAGGGCCTCC	UpstreamP1_CTCF	38
chr7	77302524	77302674	id-93372	5.17e-06	+	GCTGTGATTGCACTACTGCACTCCAGAGGGACATC	Upstream_CTCF	5
chr7	77308278	77308428	id-93373	1.28e-06	+	ACTGCTATTCCCAACATCCCCACATGGTGTTGGTT	Upstream_CTCF	27
chr7	77314577	77314727	id-93374	1	+	NA	NONE	2
chr7	77325676	77325826	id-93375	3.31e-06	-	CTGTTGTATTTACTCTCCTCCGCTAGCCGGCGCGG	UpstreamP1_CTCF	37
chr7	77326351	77326501	id-93376	7.42e-09	-	CCCTTCCCGGGCCCCGTGGGCGCCAGGGGGCGGCG	V_CTCF_BR	24
chr7	77388726	77388876	id-93377	6.46e-07	-	CATGTCATAAATGACTGTGCCACAAGGGGGAGCCA	V_CTCF_BR	40
chr7	77428187	77428337	id-93378	3.18e-06	-	CGTAGGAGCGAGCGCCGCGCCGCTAGGAGGCGGCT	V_CTCF_BR	40
chr7	77533053	77533203	id-93379	3.41e-07	-	ACTGCAGCACCCTGCTTTTCCACAGGGTGCTGCAA	Upstream_CTCF	37
chr7	77539560	77539710	id-93380	1.54e-05	+	TTCTAGTACCACAGATAACACACAAGAGGGAGCAG	UpstreamP1_CTCF	30
chr7	77561306	77561456	id-93381	1	+	NA	NONE	0
chr7	77565440	77565590	id-93382	4.88e-05	-	TGTAAACTTTTAACACTTTCCTCTAGGGGGAGTAA	Upstream_CTCF	30
chr7	77570069	77570219	id-93383	1.52e-07	+	CTAGCCTGGTTGTCACAAGCCAGCAGAGGGAGCCC	V_CTCF_BR	40
chr7	77619292	77619442	id-93384	6.46e-07	+	TGTGCTGATTGGCTTCCTGCCAGGAGGTGGCGCTT	V_CTCF_BR	18
chr7	77625156	77625306	id-93385	4.01e-05	-	CCTGCCCTAGCAGCTAGGGGAGCTGGGGGCAGCAC	Upstream_CTCF	37
chr7	77635453	77635603	id-93386	1.04e-05	-	GAGGATGAGAAAGAAGTCACCAGCAGGAGGCTGGG	V_CTCF_BR	8
chr7	77645376	77645526	id-93387	7.15e-05	-	TAGGATAGGGATAAGGCAGGAACTAGGGGGAAGCC	V_CTCF_BR	1
chr7	77647942	77648092	id-93388	3.63e-05	+	CACTAGATTTCTAAGTCATCCTGCAGGAGGCAGGG	V_CTCF_BR	25
chr7	77649205	77649355	id-93389	1.56e-06	+	GGGCGGCGGCAGCGGGAGAACTCCAGGGGGCGGGT	UpstreamP1_CTCF	32
chr7	77649987	77650137	id-93390	2.97e-06	+	TGGGAAGTGACGTTCTCAACCAGTAGGTGTCACTC	V_CTCF_BR	40
chr7	77669617	77669767	id-93391	7.99e-11	-	GCTGCGGCACGACCAGGGGCCGCCAGGGGGCGCCC	V_CTCF_BR	38
chr7	77711317	77711467	id-93392	6.82e-05	-	AGTCTCAGGACACAAGTAACCACAAGGCGGCAGTG	V_CTCF_BR	12
chr7	77720049	77720199	id-93393	3.09e-07	+	CCAGCTGAGGAAGACACAGCCACAAGGTGGAAGCA	V_CTCF_BR	29
chr7	77724995	77725145	id-93394	2.72e-05	+	CCCAAGCTCCCAACAGTCACCACAAGGAGGTGGCT	UpstreamP1_CTCF	19
chr7	77763738	77763888	id-93395	1.01e-05	+	TGTTCACTACTCTTTTGAGCCTCAGGGGGGAGTCC	Upstream_CTCF	40
chr7	77851792	77851942	id-93396	2.78e-06	+	CTTACCCCCAGTCACACAGTCACTAGGTGGCAGAG	V_CTCF_BR	21
chr7	77855497	77855647	id-93397	1.97e-06	-	AGTTAAACTGCACTGCACACCGGTAGGGGGCACCA	V_CTCF_BR	38
chr7	77993381	77993531	id-93398	2.93e-07	+	CTGCAGCCCATACTTTTGGCCACTAAGTGGCCAAA	UpstreamP1_CTCF	9
chr7	78006966	78007116	id-93399	3.22e-07	+	TCTGTACTTCATGAAAGCAACAGAAGGGGGTGCTC	Upstream_CTCF	8
chr7	78063723	78063873	id-93400	2.4e-05	-	TGAAGTGTTTCTTTTTCCCTCACCAGGGGGAGCTG	V_CTCF_BR	34
chr7	78073243	78073393	id-93401	8.5e-06	+	GGTGTTGTTTACTTGAGCGCCACTAGAGTGTAGAC	Upstream_CTCF	8
chr7	78116861	78117011	id-93402	2.01e-05	-	CTGTTCTTTGAGTGTTTGGCCACCAGAGTTTTCAG	UpstreamP1_CTCF	2
chr7	78137233	78137383	id-93403	1.19e-06	-	AATAGATCCTTCCATAGTGCCTCCAGAGGGAGCTG	V_CTCF_BR	13
chr7	78140016	78140166	id-93404	4.58e-08	+	CTGCATTTGCTTTTGTTGGGCACCAGGGGCTGCTA	UpstreamP1_CTCF	39
chr7	78216880	78217030	id-93405	2.72e-06	+	CTGAGGTGGGACAACCCAACCAGTAGATGACGCTC	UpstreamP1_CTCF	38
chr7	78236487	78236637	id-93406	8.21e-06	+	ACATCACTCTGATTTCTGGCTGCTAGGGGGCAGTC	V_CTCF_BR	37
chr7	78375833	78375983	id-93407	1.62e-08	-	CTGCAGTTCTGCCCATGAAGCACTAGCTGGCATTA	UpstreamP1_CTCF	5
chr7	78398237	78398387	id-93408	1.73e-05	-	TGGTTTGTGAAAGCTCCAGCCAGCAGAGGCAGGAT	V_CTCF_BR	11
chr7	78409227	78409377	id-93409	5.92e-05	-	TTTCTTTCTAATTTCTGTCCCAGAGGGTGGCAGCA	V_CTCF_BR	6
chr7	78554043	78554193	id-93410	1.04e-05	-	AGGGATTTCAGCAAGTATTCCAGTAGGGGGAACTG	V_CTCF_BR	35
chr7	78557150	78557300	id-93411	5.34e-06	-	ACCTTAGGGATAGCATAAGCCACCAGGGGGCTATA	V_CTCF_BR	1
chr7	78614939	78615089	id-93412	2.15e-05	-	GACAAAGCCACTCCAGTGTACGGTAGATGGCGCTT	V_CTCF_BR	12
chr7	78692735	78692885	id-93413	5.08e-05	-	AAGTAACTCAATTAGCTGGCCACTAGGGGTGTTAG	UpstreamP1_CTCF	36
chr7	78767330	78767480	id-93414	1	+	NA	NONE	11
chr7	78806307	78806457	id-93415	8.21e-05	-	CCGTTTTCATCTCTAGGTATCTACAGAGGGCAGCA	V_CTCF_BR	40
chr7	78871124	78871274	id-93416	4.1e-06	-	TATGCATGAGCTGAGTCTGCCTCTAGATGGGACCA	Upstream_CTCF	11
chr7	78875331	78875481	id-93417	1.92e-06	-	CTTCACTGCAGCTATATCTGCATTAGGGGGCACCC	UpstreamP1_CTCF	12
chr7	78898072	78898222	id-93418	1	+	NA	NONE	4
chr7	78901512	78901662	id-93419	1.38e-07	+	TTGGAATTCTACTCTTTGACCAATAGGTGGCACCA	UpstreamP1_CTCF	39
chr7	78911485	78911635	id-93420	5.08e-07	-	TCTAATTTTGAATGTTCTGCCACCAGAGGGAACTG	V_CTCF_BR	38
chr7	78927596	78927746	id-93421	1.23e-05	-	TAGCAATTTTGTTATGCTGCCACCAAGTGACACTT	UpstreamP1_CTCF	37
chr7	78937640	78937790	id-93422	1.15e-06	-	GCTTCCATAGCCAAAGATTGCACCAGAGGGCACTG	Upstream_CTCF	29
chr7	78950518	78950668	id-93423	1	+	NA	NONE	13
chr7	78971327	78971477	id-93424	3.81e-05	+	CTGATTCTCAATGAGAACTCCACAAGAGGGCATAC	UpstreamP1_CTCF	15
chr7	78990650	78990800	id-93425	5.63e-06	-	GTGCCTGTCCTCACCTATGTCAGTAGGGGGCCCTC	UpstreamP1_CTCF	22
chr7	79083761	79083911	id-93426	1	+	NA	NONE	22
chr7	79131589	79131739	id-93427	1.64e-05	+	ATGAGAGCCTTCTTGTATACCACTAGGAGGCACTA	V_CTCF_BR	34
chr7	79134293	79134443	id-93428	2.11e-06	-	CTTTGTACACCCCTGCGAGCCAGGAGAGGGAGACA	V_CTCF_BR	13
chr7	79248660	79248810	id-93429	3.56e-06	-	ACTGCTACTGCCACTGCCACGCCCAGGTGGGAGGG	Upstream_CTCF	2
chr7	79371134	79371284	id-93430	1.73e-08	-	CTGCTGTGTCCAAAATGTAACACCAGAGGCCAGTG	UpstreamP1_CTCF	37
chr7	79435770	79435920	id-93431	2.43e-06	+	AATACATTCTTCCCTAGAACCTCCAGAGGGAGCTG	V_CTCF_BR	37
chr7	79598389	79598539	id-93432	2.53e-05	-	GCAGAAGCAGGCACCTGCTTCACAAGGTGGCAGGA	V_CTCF_BR	2
chr7	79648601	79648751	id-93433	2.74e-08	-	TTGTCTTCCTCCATGTTGGCCACAAGGTGGCGCTC	V_CTCF_BR	40
chr7	79677296	79677446	id-93434	1.32e-05	-	TCTATATTACTCAATATAGCCACTAGATAGCAGTA	Upstream_CTCF	31
chr7	79689652	79689802	id-93435	8.71e-06	+	GACTAAATATCAGGATGAACCACTAGGTGGCAAAG	V_CTCF_BR	36
chr7	79724983	79725133	id-93436	2.94e-06	+	GGAGAAGGATTTTTATAGGCCACTAGGTGCCACTG	Upstream_CTCF	36
chr7	79728240	79728390	id-93437	1.26e-05	-	GAGGCAATACCTGTGACATCCAGCAGGGTCAAACT	Upstream_CTCF	39
chr7	79762793	79762943	id-93438	1	+	NA	NONE	31
chr7	79763920	79764070	id-93439	5.51e-07	+	GTGGCGCGCCCCGGGGACGCTGCCAGGGGGCGCCA	V_CTCF_BR	33
chr7	79764292	79764442	id-93440	3.42e-05	-	GCGGGCGTTCGAACGCCTCCCGACGGGGGCCACGC	Upstream_CTCF	26
chr7	79780841	79780991	id-93441	5.08e-05	-	CTTCATTGAGGCATTTATTCCACTGGGGGTGGGAG	UpstreamP1_CTCF	9
chr7	79836223	79836373	id-93442	1	+	NA	NONE	10
chr7	79902950	79903100	id-93443	2.96e-05	+	CTCAATGAGAATGATATCTCCGCAAGGGGGCAAAA	V_CTCF_BR	6
chr7	79918177	79918327	id-93444	2.72e-05	-	GGTCACTGTAGCCATATCTGCATTAGGGGGCACCC	UpstreamP1_CTCF	20
chr7	80021689	80021839	id-93445	1.19e-06	-	AGAACATCAATATTTTCTACCACCAGATGGCAGAA	V_CTCF_BR	36
chr7	80057878	80058028	id-93446	1	+	NA	NONE	39
chr7	80083135	80083285	id-93447	2.97e-06	-	CTTACAAACCAATCTATAGCCACATGGGGGCACAC	V_CTCF_BR	38
chr7	80146906	80147056	id-93448	9.51e-07	+	GGGAGAGAGAGGGGAACGGCCAGTTGGTGGAGCAG	V_CTCF_BR	8
chr7	80244195	80244345	id-93449	6.8e-06	-	GGTGGCATTCTGGAACATAACAGCAGGGGTAGACA	Upstream_CTCF	11
chr7	80288903	80289053	id-93450	9.38e-09	-	GTGTACTGACAACATTATACCAGTAGATGGCAGTC	UpstreamP1_CTCF	36
chr7	80291163	80291313	id-93451	1.97e-06	+	TGCAGAGTCTAGCTATCCGCCAACAGGGGGTGCCG	V_CTCF_BR	40
chr7	80308236	80308386	id-93452	3.81e-05	-	ATTTAGAATTGTAGACAGGCCACAAGGGGCAGGTG	V_CTCF_BR	7
chr7	80310704	80310854	id-93453	8.02e-05	-	ATTTGTTTTATTCATATTGCCAGCAGGGGGACTAG	Upstream_CTCF	39
chr7	80328469	80328619	id-93454	5.86e-07	+	CATGTAATTTGTGAAAATTCCACTAGATGGCAGAT	Upstream_CTCF	38
chr7	80340938	80341088	id-93455	1	+	NA	NONE	6
chr7	80362067	80362217	id-93456	1.64e-05	-	AAATATTTGTAGCCAATGAACAGCAGGGGGCGTGC	V_CTCF_BR	37
chr7	80411046	80411196	id-93457	1	+	NA	NONE	19
chr7	80546204	80546354	id-93458	1	+	NA	NONE	37
chr7	80546941	80547091	id-93459	1	+	NA	NONE	6
chr7	80548552	80548702	id-93460	6.84e-06	+	CAGACGCAAGAATGCGCGGCCGCAGGCTGGAGCCC	V_CTCF_BR	27
chr7	80549564	80549714	id-93461	8.58e-06	+	AATCACTGTGGGGCACAGCCCAGCAGATGTCACTC	UpstreamP1_CTCF	37
chr7	80625450	80625600	id-93462	2.18e-07	+	GAGGCAGAACCAGGGTTCCCCAGTAGGAGGCAGTC	Upstream_CTCF	27
chr7	80704660	80704810	id-93463	1	+	NA	NONE	14
chr7	80873624	80873774	id-93464	1.19e-06	+	GGAAACAAGATGTTCCTGGACTGCAGATGGCGGTA	V_CTCF_BR	28
chr7	80886446	80886596	id-93465	1	+	NA	NONE	33
chr7	80896808	80896958	id-93466	1	+	NA	NONE	1
chr7	80914674	80914824	id-93467	1	+	NA	NONE	17
chr7	81013352	81013502	id-93468	1	+	NA	NONE	2
chr7	81013989	81014139	id-93469	3.56e-05	+	AGTGGCATTCCTTCTGGATCCTCCAGGGGAGAATC	Upstream_CTCF	9
chr7	81059603	81059753	id-93470	1	+	NA	NONE	20
chr7	81076804	81076954	id-93471	1	+	NA	NONE	39
chr7	81087331	81087481	id-93472	4.99e-07	-	TATGCAATAGTAAGATGAAGCAGCAGATGGAGCTA	Upstream_CTCF	37
chr7	81099450	81099600	id-93473	3.63e-05	-	AGAAGGAATTTACTTGCTTCAGGCAGGTGGCGCCC	V_CTCF_BR	40
chr7	81099817	81099967	id-93474	1.84e-05	+	AGTTAATAGCTGATAGTGTCCACTGGGTGGCATCC	UpstreamP1_CTCF	23
chr7	81100118	81100268	id-93475	1	+	NA	NONE	6
chr7	81112034	81112184	id-93476	3.41e-07	+	AGTGAAGTTTCTTTTAGTGCCACTAGATGGCATAT	Upstream_CTCF	37
chr7	81129073	81129223	id-93477	6.46e-07	+	ACCAAGCAACATTACCTTCCCAGCAGATGGCAGCA	V_CTCF_BR	39
chr7	81130673	81130823	id-93478	1	+	NA	NONE	33
chr7	81155461	81155611	id-93479	4.3e-06	+	CTTGTAGTAGCTACATCCTCCTCCAGAGGTAATAT	Upstream_CTCF	2
chr7	81157091	81157241	id-93480	2.81e-05	-	CCTGTGGACTTCAGATCCACCTCTTGATGGAGCGA	V_CTCF_BR	15
chr7	81345449	81345599	id-93481	3.66e-06	-	TAGTATTCCTGGACTCTATCCACTAGATGCCAGTA	UpstreamP1_CTCF	38
chr7	81399372	81399522	id-93482	1	+	NA	NONE	26
chr7	81406423	81406573	id-93483	6.82e-05	+	ACCCTGGGAGGAAAAGACTCCACCTGGTGGAGCAT	V_CTCF_BR	24
chr7	81585970	81586120	id-93484	2.15e-05	-	GTAGTCATTGATTAGGAAGCCACTAGATGGAGATG	V_CTCF_BR	39
chr7	81646775	81646925	id-93485	1.84e-05	-	ATTTAGTTCATTGACTATTCCACATGGTGGCAGTA	UpstreamP1_CTCF	36
chr7	81673930	81674080	id-93486	3.09e-07	+	GACACTATCCACATTTTGGCCACCAGATGGCAATG	V_CTCF_BR	40
chr7	81794221	81794371	id-93487	1.97e-06	-	AGTCTGGAGTAGATTACTGCCACCAGCTGGTACCG	V_CTCF_BR	36
chr7	81801452	81801602	id-93488	1.56e-05	+	ATTGTACCACATAGAGTAACCAAAAGGCGGCTCCC	Upstream_CTCF	26
chr7	81863881	81864031	id-93489	7.17e-05	+	ACAACTTTATATCATTTAACCACAAGGGGGCCGTA	Upstream_CTCF	38
chr7	81877277	81877427	id-93490	1	+	NA	NONE	39
chr7	81883834	81883984	id-93491	3.42e-05	-	CTTTTATTTCTTCCTCCTACCACTAGGAGTTTCCA	Upstream_CTCF	14
chr7	81964403	81964553	id-93492	1	+	NA	NONE	1
chr7	81965336	81965486	id-93493	2.68e-05	+	AAGGAAATCCCTCATGCATCCAACAGATGGGGTGC	Upstream_CTCF	18
chr7	81988872	81989022	id-93494	9.71e-06	-	GTTTGAGGACTTGAATTGGCCAGAAGAGGGACCTG	Upstream_CTCF	4
chr7	81990384	81990534	id-93495	5.28e-05	-	AATGTTCACTGTGCTCAGACCAGCAGAGGGGAACA	Upstream_CTCF	2
chr7	82049271	82049421	id-93496	1	+	NA	NONE	2
chr7	82057711	82057861	id-93497	1	+	NA	NONE	10
chr7	82073468	82073618	id-93498	1	+	NA	NONE	19
chr7	82110931	82111081	id-93499	3.55e-08	-	ATGCAGTATTGTCATAAGACCACTAGAGGGTGAAA	UpstreamP1_CTCF	39
chr7	82135657	82135807	id-93500	1	+	NA	NONE	7
chr7	82201655	82201805	id-93501	2.6e-07	-	TTAAACCAGAGCCTAACTTCCACCAGATGGCGCCA	V_CTCF_BR	40
chr7	82202875	82203025	id-93502	3.73e-06	+	AAGGCAGCCATCTACCAGGCCAGAAGAGGGCCCTC	Upstream_CTCF	6
chr7	82230052	82230202	id-93503	2.78e-06	+	TCCTGGGACTTAGAAGAGGCCAGTAGGTGGTGCAG	V_CTCF_BR	33
chr7	82234688	82234838	id-93504	3.24e-06	-	GCTGTAATAATCCATGTGTACGCTAAGGGGCGCCA	Upstream_CTCF	38
chr7	82251744	82251894	id-93505	9.51e-07	-	GCCAATGACAGGCTCACTGCCAGTAGGTGGCAAAG	V_CTCF_BR	9
chr7	82254829	82254979	id-93506	1.48e-06	+	ACTGCACTTTGTCCCATAGCCTGAAGAGTGCACCA	Upstream_CTCF	21
chr7	82306571	82306721	id-93507	5.65e-05	-	CAGCATACCTGGCCTCTACCTGCTAGATGGCAGTA	V_CTCF_BR	8
chr7	82356327	82356477	id-93508	6.34e-08	-	TTTGCTATACCAAGAAATGCCACTAGATGACACTA	Upstream_CTCF	40
chr7	82358846	82358996	id-93509	5.97e-08	-	TTTGCTCTACAGCCCTTTGCCACAAGGTGGGAGTA	Upstream_CTCF	40
chr7	82369682	82369832	id-93510	5.01e-06	+	CAACTGAACTCATGGGGCTCCAGCAGAGGGCGTGA	V_CTCF_BR	40
chr7	82440087	82440237	id-93511	7.44e-06	+	AAAGCTATCACTGTACTTACCACATGATGGCAGCA	Upstream_CTCF	40
chr7	82445730	82445880	id-93512	1.21e-06	-	AAGTTAGTTCATCAAATTACCACCAGGGAGCAGGA	Upstream_CTCF	21
chr7	82584285	82584435	id-93513	3.28e-05	-	AGAAGACACGTACAATGGATCGGTAGATGGCAGTC	V_CTCF_BR	4
chr7	82634821	82634971	id-93514	1	+	NA	NONE	32
chr7	82702363	82702513	id-93515	4.24e-07	-	CTTGTAATATTTCCAGCTATCACTAGATGGCAGGG	Upstream_CTCF	32
chr7	82784812	82784962	id-93516	3.73e-06	-	AGTGAAACCCCCAGTCCAGCCACCAGGGACAACAA	Upstream_CTCF	3
chr7	82900654	82900804	id-93517	2.43e-06	-	AAAGCAGTTACTTCATTTGTCACAAGATGGTGCTG	Upstream_CTCF	36
chr7	82954539	82954689	id-93518	1	+	NA	NONE	6
chr7	82995188	82995338	id-93519	9.84e-06	-	TTGCTATTTACCCAAGAATCCACTGGAGGTCATTA	UpstreamP1_CTCF	29
chr7	82996061	82996211	id-93520	6.84e-06	+	GAGAATATAATTTTTTTTACCACAAGAGGGAAGCA	V_CTCF_BR	19
chr7	83040422	83040572	id-93521	2.38e-07	+	AAACAAGTATTCCTTGGAGCCACTAGGTGGCAGCC	V_CTCF_BR	37
chr7	83055771	83055921	id-93522	1	+	NA	NONE	6
chr7	83097883	83098033	id-93523	1	+	NA	NONE	17
chr7	83104834	83104984	id-93524	4.85e-07	-	GTGTCCTTGCCCCTCCGGTCCTGCAGGGGGTGATG	UpstreamP1_CTCF	29
chr7	83143323	83143473	id-93525	4.68e-07	-	GGGAGTGTAGTAGTGAGGACCACCAGAGGTCACTC	V_CTCF_BR	38
chr7	83278317	83278467	id-93526	1	+	NA	NONE	23
chr7	83285398	83285548	id-93527	9.39e-07	-	CATGTAGTACCAGTCCTGGCCTCCACATGGTGCTA	Upstream_CTCF	39
chr7	83421203	83421353	id-93528	4.65e-06	-	TTGCTGGGTGAAACTCATGGCACAAGGTGGTAGTA	UpstreamP1_CTCF	2
chr7	83449341	83449491	id-93529	5.92e-05	-	GAGAACTCTATCACAAGAACAGCAAGGGGGCAGTC	V_CTCF_BR	9
chr7	83563576	83563726	id-93530	5.92e-05	+	AGTATTTTCTTAATATTTACCACTAGAGGGCATTT	V_CTCF_BR	27
chr7	83565497	83565647	id-93531	1.99e-07	+	ATGTGCTCAATGTTGTTAACCAGCAGATGGCACTC	V_CTCF_BR	39
chr7	83576689	83576839	id-93532	7.55e-07	-	GCCACAGCAGTTCCTTGTGCCACTAGATGGTGCCA	V_CTCF_BR	40
chr7	83605668	83605818	id-93533	1.73e-06	+	TTGTCATTGATAAGTTCCCCCAGCAGAGGGAAGCA	UpstreamP1_CTCF	38
chr7	83730285	83730435	id-93534	1.21e-05	+	GGTGCAATGCTGAGACTGAACACAAGGATACAGCT	Upstream_CTCF	36
chr7	83818271	83818421	id-93535	9.06e-08	-	TTGCAGTTCTATGCTTCCACTAATAGGTGGCACTA	UpstreamP1_CTCF	38
chr7	83824278	83824428	id-93536	1	+	NA	NONE	11
chr7	83833976	83834126	id-93537	1	+	NA	NONE	5
chr7	83862146	83862296	id-93538	1	+	NA	NONE	34
chr7	83877024	83877174	id-93539	1	+	NA	NONE	21
chr7	84084000	84084150	id-93540	3.09e-07	-	TGTCTAAGTTTTGATCTTGCCACCAGATGGCAGGA	V_CTCF_BR	18
chr7	84120160	84120310	id-93541	9.71e-06	+	AGTGAAATTAGAATCTCTCCCTGTAGGGGGTAGAC	Upstream_CTCF	21
chr7	84171144	84171294	id-93542	2.2e-06	-	CCTGCACTACCTGTCCCAGCCTCTAGTGACCATCA	Upstream_CTCF	26
chr7	84175820	84175970	id-93543	1.08e-05	-	CTGCAAAAGGACAGTCTGGCCGCTGGGCGGCTCAA	UpstreamP1_CTCF	1
chr7	84244248	84244398	id-93544	1	+	NA	NONE	24
chr7	84266494	84266644	id-93545	1	+	NA	NONE	14
chr7	84544042	84544192	id-93546	8.33e-05	+	ACCTAAACCCTGTGAAAAACCACTAGGTGGCCCAA	Upstream_CTCF	24
chr7	84614828	84614978	id-93547	7.6e-05	-	ATGTAGCAATTTAATCCTGTAGGCAGGGGGAGACA	UpstreamP1_CTCF	20
chr7	84628114	84628264	id-93548	1.48e-05	+	TTGTAGTACACTAAATTTAACCCCAGTGGCCAGAA	UpstreamP1_CTCF	25
chr7	84644353	84644503	id-93549	5.41e-07	+	ATGCATTTCCATCCCAGGCACAGTAGGGGTCTCTG	UpstreamP1_CTCF	21
chr7	84647990	84648140	id-93550	1	+	NA	NONE	10
chr7	84650527	84650677	id-93551	1.93e-05	-	TGCAATGAATGTCATTTAGCCACTAGGTGGTAATA	V_CTCF_BR	37
chr7	84652511	84652661	id-93552	3.41e-08	-	TTTGAACTTTTTACTCTTACCACCAGGGGGCAGGT	Upstream_CTCF	39
chr7	84660243	84660393	id-93553	1.03e-06	+	GTTCAAATATTCTATTTGGACACCAGAGGGCAGAA	V_CTCF_BR	37
chr7	84671040	84671190	id-93554	7.42e-09	+	ACCAAATCTCCTGTACTTGCCAGCAGAGGGCACCC	V_CTCF_BR	40
chr7	84814919	84815069	id-93555	1.26e-05	-	AGTGCAAGGAGGGAAGTTGACAGGAGGAGGAGACG	Upstream_CTCF	29
chr7	84816125	84816275	id-93556	2.27e-06	+	GCCGCAGGGGCCAGGCCGGGAGGCAGGGGGCGCTG	V_CTCF_BR	40
chr7	84820817	84820967	id-93557	1.61e-05	-	GTGAACCAGAACAAATAAGCCACAAGAGGGCATAT	UpstreamP1_CTCF	35
chr7	84953990	84954140	id-93558	5.7e-05	-	GAAGCATTCTCTGGAGTGGCTGATAGGGGGCCATG	Upstream_CTCF	4
chr7	84987687	84987837	id-93559	9.25e-06	-	GCAGATAGCTGGTACCTAGCCGGTAGGAGGAGCAA	V_CTCF_BR	3
chr7	85085677	85085827	id-93560	3.16e-05	-	TAGGCTATGTCAGGAGAGGACACTAGAGACCACAT	Upstream_CTCF	3
chr7	85093716	85093866	id-93561	1	+	NA	NONE	26
chr7	85100824	85100974	id-93562	4.21e-05	-	TCTCCTGATTCATTTTTAACCAACAGATGTCACTG	V_CTCF_BR	5
chr7	85183703	85183853	id-93563	1.79e-08	-	GCTGATATTTACACAGTTACCAGCAGGTGGCAGTA	Upstream_CTCF	40
chr7	85374609	85374759	id-93564	1.1e-05	-	AAAAGAAGTGTGCAAGGAGCCTCCAGTGGGTGGGG	V_CTCF_BR	13
chr7	85379099	85379249	id-93565	1.59e-06	+	CCTGAGAAGCCCCAGACGGCAGGGAGGGGGCGCCC	V_CTCF_BR	15
chr7	85379819	85379969	id-93566	5.41e-07	-	TTGTATTTTGGGCTGCAATCCAGCAGGTGGCGCTT	UpstreamP1_CTCF	40
chr7	85435771	85435921	id-93567	7.73e-06	-	ACTTCCAAACTCCCATTTGCCACTAGTAGGCAGTA	V_CTCF_BR	29
chr7	85459260	85459410	id-93568	2.66e-05	-	TATTGTATTAGTAGATTTGCCACAAGATGGCATGC	V_CTCF_BR	31
chr7	85481017	85481167	id-93569	1.35e-05	-	GTGAAACTTCTATTTGACAACACTAGATGGTGGTA	UpstreamP1_CTCF	37
chr7	85516588	85516738	id-93570	2.11e-06	+	GGTCAAGGAATGCCAGCAGCCACCAGGAGTCACCA	V_CTCF_BR	8
chr7	85519680	85519830	id-93571	2.2e-06	+	CATGTAGTTATGTTTACATCCTCAAGAGGGCACTT	Upstream_CTCF	38
chr7	85655225	85655375	id-93572	4.88e-05	-	CATGGGGAGTTTATTTTGTCCTCCAGATGGGGGCA	Upstream_CTCF	1
chr7	85777943	85778093	id-93573	7.84e-05	+	ATAATATACAATAGGAGTGGCAGAAGGGGGCATCC	V_CTCF_BR	0
chr7	86099117	86099267	id-93574	1.67e-07	-	GTCACGTGTGAGAAGGCAACCACTAGGTGGCAGAA	V_CTCF_BR	40
chr7	86227749	86227899	id-93575	3.65e-07	+	AGCAAGGCAGGACAACCGCCCACCTGGGGGCAGCA	V_CTCF_BR	15
chr7	86230347	86230497	id-93576	7.73e-06	+	GCAACAACACACACAGCTTCCAGCAGGGGCCTCCC	V_CTCF_BR	9
chr7	86245162	86245312	id-93577	2.04e-05	-	GAAGCAAACATGTCCTTCTCCACATGGTGGCAGGA	V_CTCF_BR	17
chr7	86297168	86297318	id-93578	4.7e-06	+	CAGAAGGCTCTTTAAGCAGACACCGGAGGGAGCCA	V_CTCF_BR	11
chr7	86444439	86444589	id-93579	5.9e-06	-	AAGTAGATACGTGTTCTGTCCAGCAGATGGTGCAT	UpstreamP1_CTCF	39
chr7	86534647	86534797	id-93580	8.46e-07	-	GAATCAATTTCCCATCAGGGCACAAGGGGGAGCTC	Upstream_CTCF	40
chr7	86541136	86541286	id-93581	4.65e-05	-	AGAATATTGGCAGATTTCTCCACCAGGGGCAACCT	V_CTCF_BR	35
chr7	86543912	86544062	id-93582	1.24e-05	+	TATCACTTTGTATGCATCTCCACAAGGGGGCATCA	V_CTCF_BR	38
chr7	86556084	86556234	id-93583	3.88e-06	+	CGGACAATCCTTCTTCTCTCCAGAAGGGGGCAATC	V_CTCF_BR	39
chr7	86561418	86561568	id-93584	1	+	NA	NONE	9
chr7	86568636	86568786	id-93585	1.15e-07	+	TTTGTAATTCCAGTCTTTGCCAGCAGATGTCCTAG	Upstream_CTCF	40
chr7	86579723	86579873	id-93586	8.13e-06	+	TCTGTAGTTCCTGTAACAGCCTCTTTGGGGCTCTG	Upstream_CTCF	4
chr7	86643194	86643344	id-93587	1	+	NA	NONE	7
chr7	86658133	86658283	id-93588	1.83e-05	+	CCCTCTCACTCTGCTCAAGCCACAGGGGGTCACTC	V_CTCF_BR	1
chr7	86689121	86689271	id-93589	1	+	NA	NONE	33
chr7	86777794	86777944	id-93590	2.1e-05	-	TAGAAGCTTGTCATTTTAGCCAGCAGATGTCCCTA	UpstreamP1_CTCF	40
chr7	86848610	86848760	id-93591	1.71e-06	+	GAAAGACGCAGCCCGGACTCCGCCAGAGGGCAGGC	V_CTCF_BR	33
chr7	86849106	86849256	id-93592	8.52e-08	-	TTGCTGTGCTAGCCGGGGGCGAGCGGCGGGCGGCG	UpstreamP1_CTCF	31
chr7	86855190	86855340	id-93593	1.85e-05	+	GCAGTACTTGGAACTGGTGCCTGAAGTGGGGGCAG	Upstream_CTCF	8
chr7	86866295	86866445	id-93594	1.76e-09	-	CTTGTAATACTGAAAATGTCCACGAGAGGGCACCA	Upstream_CTCF	40
chr7	86941700	86941850	id-93595	9.38e-09	+	ATGCAGTACTCCATGTGTGCCAGAAGGTGTCGCTC	UpstreamP1_CTCF	40
chr7	86948086	86948236	id-93596	1.64e-05	+	ACCCTGTTTGCTTGTATCACCAGCAGAGGCTGCAC	V_CTCF_BR	33
chr7	86955404	86955554	id-93597	2.81e-05	+	CTCCTAATTGAATTATTGGCCTCTGGGTGGTGCTG	V_CTCF_BR	20
chr7	86958295	86958445	id-93598	2.4e-05	+	CACAGAGAAAAATCCCATCCCACTAGGTGGTGCCG	V_CTCF_BR	7
chr7	87020377	87020527	id-93599	4.17e-05	-	GCTGCCATGCTGAGGGCTGCCCGATGGAGAGGCCC	Upstream_CTCF	1
chr7	87046123	87046273	id-93600	1.67e-07	-	TCTATAATTAAGATGGCAGCCACCAGATGGCAGTA	V_CTCF_BR	40
chr7	87081704	87081854	id-93601	5.38e-05	-	TCCTTTTGGTGCTTACATTCCAGTAGAGGGAGATA	V_CTCF_BR	22
chr7	87094712	87094862	id-93602	3.09e-06	+	CCTGCCTCTGTAGACTCTGCCTCTAGGGGTAGGGC	Upstream_CTCF	5
chr7	87135677	87135827	id-93603	9.84e-06	+	AAGCTCATCTTACTTGTAACCAGCAGGTGACACTC	UpstreamP1_CTCF	38
chr7	87136902	87137052	id-93604	2.27e-06	-	CTCACGAGGCAGGCAAGCAACACCAGGTGGCTCTC	V_CTCF_BR	31
chr7	87193690	87193840	id-93605	3.09e-07	-	AGCGCCCAGAGACACTGGGCCACTAGAGGGCATTG	V_CTCF_BR	40
chr7	87230089	87230239	id-93606	6.8e-06	-	CGGCTCTTCCAAGCTCAAAGAAGCAGAGGCCGCTG	UpstreamP1_CTCF	15
chr7	87254067	87254217	id-93607	1.23e-05	-	ATGGAGTGTCATTACACTGCCACATGGGGGCCTTA	UpstreamP1_CTCF	20
chr7	87358764	87358914	id-93608	2.15e-05	+	GGGCATAACTCAGCCAGTGCCTACAGAGGGAGCTT	V_CTCF_BR	2
chr7	87376713	87376863	id-93609	5.55e-07	+	TGTGCTGATTGGCCTCTTGCCAGGAGGTGGCGCAT	Upstream_CTCF	8
chr7	87413841	87413991	id-93610	3.66e-06	+	GTGTAATTCAGGCTGTGATGCAGTAGATGGCATTT	UpstreamP1_CTCF	30
chr7	87427239	87427389	id-93611	2.68e-05	+	AGTCAAATACTACAAGCCACCAACAGATGGCATTC	Upstream_CTCF	39
chr7	87505092	87505242	id-93612	1.37e-05	+	CCAGACCCTCCCTCAGACGCCCCCCGGGGCCGCCC	Upstream_CTCF	8
chr7	87516308	87516458	id-93613	8.91e-07	-	CCAGTAATATTTTAAAAGGCCACAAGATGGGGATG	Upstream_CTCF	33
chr7	87538218	87538368	id-93614	1.15e-07	+	CCTGTAGTCCCAGCTACTCCCTCCAGAGGCTGAGA	Upstream_CTCF	10
chr7	87550049	87550199	id-93615	1.72e-06	-	ATTGCTCTTCTGGGTCTAGCCACTCGGCGGGGCTA	Upstream_CTCF	7
chr7	87556372	87556522	id-93616	6.46e-07	-	TGTGTTGGTTGGCCTCGAGCCAGGAGGTGGCGCTT	V_CTCF_BR	9
chr7	87563512	87563662	id-93617	6.49e-06	+	CAGCACTCGCTCGCTCCCCCCGCCAGCGGAAGCGT	UpstreamP1_CTCF	20
chr7	87670215	87670365	id-93618	4.88e-05	-	GTTGCCATATTATAAACTGCCTATGGAAGGGGCCA	Upstream_CTCF	4
chr7	87740830	87740980	id-93619	1.48e-06	-	AAGCCATTCTTACAAATTTCCACAAGAGGGCAATA	UpstreamP1_CTCF	36
chr7	87799155	87799305	id-93620	4.99e-07	-	AATGAAATATCCACTTCCATCACTAGGTGGCAGAA	Upstream_CTCF	40
chr7	87832231	87832381	id-93621	1.83e-05	+	TTTCCTGTTCACTGGTGTCCCAGAAGGGGTCACTA	V_CTCF_BR	2
chr7	87849345	87849495	id-93622	6.04e-09	+	CCTGCCCCGCCCCGCCCTGCCGCTAGGGGGCCGCC	Upstream_CTCF	39
chr7	87872722	87872872	id-93623	1	+	NA	NONE	40
chr7	87974668	87974818	id-93624	3.97e-07	+	ACTTCGCTTCAGAGCCGCGCCTCTAGATGGCGGAG	V_CTCF_BR	38
chr7	87975064	87975214	id-93625	1	+	NA	NONE	0
chr7	87986700	87986850	id-93626	3.56e-06	-	CCTGTCCTGTTCACTTTGTCCACAGGCTGGCAGAG	Upstream_CTCF	32
chr7	87987664	87987814	id-93627	5.72e-07	-	GTGCATCCCTGCCCTCTGTACACTAGATGTCAGTA	UpstreamP1_CTCF	36
chr7	87997235	87997385	id-93628	1	+	NA	NONE	5
chr7	88030440	88030590	id-93629	1.64e-06	+	CTATCAATTCTGTTTGCTACCAACAGATGGCGATA	Upstream_CTCF	36
chr7	88176155	88176305	id-93630	1.21e-05	+	CATGGAGAGGATCCCTATTCCACTAGGTGGTGCTG	Upstream_CTCF	32
chr7	88388225	88388375	id-93631	4.88e-05	+	GCTGCACAGCTCATTCTTGCAACCGGCTGGGGAGC	Upstream_CTCF	12
chr7	88388738	88388888	id-93632	1.21e-06	-	GCTGCAGTGTGAAGATCCAGCAGCAGCCGCCGCCA	Upstream_CTCF	4
chr7	88418890	88419040	id-93633	5.9e-06	+	AGGAAATTTAAGTAACTGACCACAAGGGGGAGAAC	UpstreamP1_CTCF	39
chr7	88464554	88464704	id-93634	3.63e-05	-	ATTAAAATTCAATATATCGACACAAGGGGGCAATC	V_CTCF_BR	38
chr7	88596875	88597025	id-93635	1	+	NA	NONE	4
chr7	88609763	88609913	id-93636	5.37e-06	+	GTTCACTGCAGCCATATCTGCAATAGGAGGCACTC	UpstreamP1_CTCF	7
chr7	88964211	88964361	id-93637	1.55e-07	+	CTGCAAGTCCAGTCCTTGTACAGTAGGGGGTCACA	UpstreamP1_CTCF	16
chr7	89016840	89016990	id-93638	1	+	NA	NONE	1
chr7	89247677	89247827	id-93639	5.98e-05	-	GTGAAATGTTTTTCTATCACCACTGGGGGTGTGAC	UpstreamP1_CTCF	5
chr7	89252475	89252625	id-93640	1.12e-08	-	TGTGCAGTTTGACGTACAGCCAGTAGATGGCACTT	Upstream_CTCF	40
chr7	89324653	89324803	id-93641	3.42e-05	+	GTGGTAGTACTCCTCATGGCCTGGGGTGGCAGTGG	Upstream_CTCF	8
chr7	89400444	89400594	id-93642	1	+	NA	NONE	21
chr7	89409694	89409844	id-93643	1.28e-06	-	TGTGCAGTCCCTGTGGCAGCATCCAGGCGGGGGTG	Upstream_CTCF	2
chr7	89699741	89699891	id-93644	4.1e-06	+	CCTGCCTTTGTAGACTCCACCTCTGGGGGCAGGGC	Upstream_CTCF	4
chr7	89778866	89779016	id-93645	1.85e-07	-	TTGTAATGAGCCCAGGGCTGCTGCAGGGGGCACCA	UpstreamP1_CTCF	38
chr7	89782053	89782203	id-93646	1.27e-06	+	GTGTAAGATTCTATTTCCACCACAAGGTGTCAGTC	UpstreamP1_CTCF	37
chr7	89783634	89783784	id-93647	2.58e-10	+	ACCCTGCGGACGCGGGGCGCCAGCAGGTGGCGCTG	V_CTCF_BR	40
chr7	89841030	89841180	id-93648	1.63e-05	-	CCGGCTTGGCAGCGACGCGCCGCTAGGGGCTGCGT	Upstream_CTCF	39
chr7	89845784	89845934	id-93649	1.69e-05	-	CAGTTCTTTCCCCTTTTCCACGCAAGGAGGAGCAG	UpstreamP1_CTCF	5
chr7	89874351	89874501	id-93650	1	+	NA	NONE	37
chr7	89891867	89892017	id-93651	1	+	NA	NONE	36
chr7	89927594	89927744	id-93652	2.04e-05	-	GGGGCTATATTCTTCACAGCTGCTAGATGGCACTG	V_CTCF_BR	40
chr7	89939313	89939463	id-93653	3.4e-06	-	GCTTTCCACTGTTACTACTCCACCAGAGGGCACCT	V_CTCF_BR	14
chr7	89942183	89942333	id-93654	9.81e-06	+	CTCAGTAATGAGACTTTTACCACATGGGGGAGCTC	V_CTCF_BR	37
chr7	89975828	89975978	id-93655	6.9e-05	+	GGTGCAAAGCACAGCGCATGGGGCTGGTGGCGCCC	Upstream_CTCF	40
chr7	90042314	90042464	id-93656	1.99e-07	-	AGGAAAAATAGCAGCCCAGCCACCAGGTGGCAACC	V_CTCF_BR	40
chr7	90057195	90057345	id-93657	1.81e-06	-	TTGGCATTACTTAGGTTAGCCACTAGATGTCATGA	Upstream_CTCF	38
chr7	90084858	90085008	id-93658	2.17e-08	+	CATGCAATTTCTGTTGCTGCCAACAGATGGCATTA	Upstream_CTCF	39
chr7	90089328	90089478	id-93659	2.66e-05	-	AGAAAATTTTCCCTATACACCGCCTGAGGGCACTA	V_CTCF_BR	34
chr7	90149950	90150100	id-93660	1	+	NA	NONE	39
chr7	90181964	90182114	id-93661	1.39e-05	+	AATTTTAAGAAATTAAAAACCACCAGAGGGCAGCT	V_CTCF_BR	23
chr7	90208831	90208981	id-93662	9.51e-07	-	CCACTGCACTTCAGCCTGGACAGCAGAGGGAGACG	V_CTCF_BR	24
chr7	90225217	90225367	id-93663	9.87e-11	+	GCGGCCGGGAGGGGCGCGGCCGGGAGGGGGCGCCG	V_CTCF_BR	15
chr7	90225515	90225665	id-93664	1.84e-06	-	GTAACGGAGAGAAGCGCGGCCGGCAGGGGGAGTGG	V_CTCF_BR	40
chr7	90226217	90226367	id-93665	7.17e-05	+	TGGGTTCTCCCCTCCTCCGCCACTAGTGCTCGCCC	Upstream_CTCF	19
chr7	90242552	90242702	id-93666	5.92e-05	+	TTCCGTTGTGAGCACCCTGCATCCTGGTGGCAGGC	V_CTCF_BR	10
chr7	90258751	90258901	id-93667	5.9e-06	-	CATCAATTTCCAAAACACTCCATTAGAGGGCAGTA	UpstreamP1_CTCF	39
chr7	90338177	90338327	id-93668	8.71e-06	+	AGAGTGGATCAACCACTCTCCTGTAGGGGTCGCTA	V_CTCF_BR	39
chr7	90379245	90379395	id-93669	1.48e-06	-	TGTTTGGTTTGACCTACAGCCAGTAGATGGCACTT	V_CTCF_BR	37
chr7	90396172	90396322	id-93670	1	+	NA	NONE	5
chr7	90558054	90558204	id-93671	1.32e-05	-	CCTGCCTCTGTACACTCCACCTCTGGGGGCAGCAC	Upstream_CTCF	22
chr7	90561967	90562117	id-93672	3.11e-05	-	GACTGTGCAGACTGAAGGGACACCTGGAGGCAGAG	V_CTCF_BR	3
chr7	90585028	90585178	id-93673	1	+	NA	NONE	2
chr7	90661128	90661278	id-93674	8.21e-05	-	CTAAATGACTCCTTTTCTCCCAGCAGGTGCTGCTG	V_CTCF_BR	10
chr7	90663910	90664060	id-93675	3.4e-06	-	TGAACTCTACCTGGTAAAGACAGCAGGGGGAGCCA	V_CTCF_BR	40
chr7	90675775	90675925	id-93676	4.03e-06	+	AAGTTGTCCTTTTTTTTCACCAGTAGGTGTCAGGC	UpstreamP1_CTCF	33
chr7	90684666	90684816	id-93677	7.6e-05	+	AAGAATTTCACATTTATTTTCACTAGAGGGCATCA	UpstreamP1_CTCF	22
chr7	90712302	90712452	id-93678	1	+	NA	NONE	39
chr7	90713648	90713798	id-93679	2.93e-07	-	GTGCATTACCCAGCAGTGGGCAGGAGAGGCCCAAG	UpstreamP1_CTCF	14
chr7	90718789	90718939	id-93680	2.18e-07	+	TATGTGTATATCCATGTGGCCTGTAGAGGGCAGCA	V_CTCF_BR	40
chr7	90736075	90736225	id-93681	1	+	NA	NONE	19
chr7	90795280	90795430	id-93682	1	+	NA	NONE	1
chr7	90847756	90847906	id-93683	4.21e-05	-	GAGTCTTCCCTGAGACCACCCTCCAGAGGGCATGT	V_CTCF_BR	1
chr7	90876941	90877091	id-93684	1	+	NA	NONE	23
chr7	90888856	90889006	id-93685	9.84e-05	+	ACAAAGACAATATAATAGACCCCTAGGTGGTGCCA	V_CTCF_BR	6
chr7	90892879	90893029	id-93686	1	+	NA	NONE	13
chr7	90894051	90894201	id-93687	2.6e-06	+	CCGCGCAGAGGTCTCCCTGGCCGCAGGGGGAGCCG	V_CTCF_BR	20
chr7	90895431	90895581	id-93688	1	+	NA	NONE	6
chr7	90917224	90917374	id-93689	3.47e-07	+	CAGCTGTGACAGGCAAGGCCCAGCAGGGGAAGTAG	UpstreamP1_CTCF	27
chr7	90917670	90917820	id-93690	6.98e-07	+	TGGGGAACACTGTAGGATCCCAGCAGGGGGCACTC	V_CTCF_BR	39
chr7	90921320	90921470	id-93691	6.8e-06	+	CTGTTAAGAGCTAGGCTGGACAGCAGGAGGCGAAC	UpstreamP1_CTCF	15
chr7	90945960	90946110	id-93692	1	+	NA	NONE	4
chr7	90974841	90974991	id-93693	4.1e-06	+	ACTGTAAAATTGGAAATGCCCAGCAGGTGCTGAAA	Upstream_CTCF	4
chr7	91053821	91053971	id-93694	4.68e-07	-	CACTAACAGTATTCCAGCACCTCCAGGTGGCACCC	V_CTCF_BR	21
chr7	91183550	91183700	id-93695	1	+	NA	NONE	1
chr7	91238962	91239112	id-93696	3.81e-05	-	GTATTTTGTAGCCTCTCCACCACATGAGGTCACAG	V_CTCF_BR	12
chr7	91265561	91265711	id-93697	8.23e-05	-	CTGCCATAACAAAGTACCACAGACTGGGGGCGCTT	UpstreamP1_CTCF	38
chr7	91270247	91270397	id-93698	9.71e-06	+	GGTGCAAGTCTCAATGGCTTCTCTAGGTGGGGTAA	Upstream_CTCF	11
chr7	91413915	91414065	id-93699	1	+	NA	NONE	38
chr7	91459452	91459602	id-93700	3.41e-07	+	TAAGCAAAAACCCTATTGGCCACTAGATGGCACTT	Upstream_CTCF	40
chr7	91481787	91481937	id-93701	4.34e-07	-	GTGCTATTTGGTTGCCATTCCAGTAGGTGGCACTT	UpstreamP1_CTCF	38
chr7	91496298	91496448	id-93702	1.39e-05	-	TGTGTGTAGAACTTCATGAACTGTAGGGGGAACTA	V_CTCF_BR	8
chr7	91499105	91499255	id-93703	5.67e-06	+	ACAGTTCTCTACTGGATCTCCACTAGATGGTAGCA	Upstream_CTCF	22
chr7	91506165	91506315	id-93704	2.4e-05	-	CGCATTCTGCCCCTTTATTCCAGTAGAGGTCAGTC	V_CTCF_BR	33
chr7	91510034	91510184	id-93705	1.22e-08	-	GCGAAGGGCTGAAGTACCGCCACGAGGGGGCGCAG	V_CTCF_BR	40
chr7	91557375	91557525	id-93706	8.64e-05	-	ACTGCTTTCCCTGCAGTCTTCTCATGTGGGAGCTG	Upstream_CTCF	5
chr7	91574962	91575112	id-93707	8.19e-06	-	GTGCCATCCTCGTCAAAACACTGCAGAGGGAGCTA	UpstreamP1_CTCF	27
chr7	91583102	91583252	id-93708	6.46e-07	+	TCTTAAGATAGGTATGCTGCCACCAGGTGGCAGTT	V_CTCF_BR	33
chr7	91677825	91677975	id-93709	8.33e-05	-	TCTATAAGACAGCATTTCTCCAAAAGGAGGCAGCA	Upstream_CTCF	35
chr7	91763072	91763222	id-93710	1.28e-06	+	GCCGCCAATCCAGCCACCGCCACTAGGGGCACCAC	Upstream_CTCF	38
chr7	91763678	91763828	id-93711	1	+	NA	NONE	19
chr7	91764116	91764266	id-93712	8.59e-05	-	TGCCCCAGTACCCTGCGTCCGGACAGGGGGCGGTG	V_CTCF_BR	29
chr7	91808290	91808440	id-93713	8.17e-09	+	CTGCGGCTCCTTCGCAGGACCGGTAGGGGGCGCGC	UpstreamP1_CTCF	39
chr7	91830242	91830392	id-93714	8.21e-05	+	AGAATCAATCTGCTGGATACAGCTAGGGGGCACAG	V_CTCF_BR	10
chr7	91874551	91874701	id-93715	2.04e-05	-	TCCCCAGTAGTGGACGTTGACGGGTGGTGGCGCAG	V_CTCF_BR	23
chr7	91875423	91875573	id-93716	9.41e-05	+	GAACATGAGCCGGGCTTGACCGCGAGGCGGAGGCA	V_CTCF_BR	38
chr7	92026973	92027123	id-93717	4.44e-06	+	TTGCTTTGAAACAGATATTCCAGAAGGCGGCAGCA	UpstreamP1_CTCF	0
chr7	92033748	92033898	id-93718	4.65e-06	-	TTGTATTGTGTCTGGAGGACCACCAGGAGGGGTCA	UpstreamP1_CTCF	24
chr7	92047411	92047561	id-93719	6.84e-06	-	GAAAAGAGGCAGGGAGCCAACAGCTGGGGGAGCTG	V_CTCF_BR	11
chr7	92054006	92054156	id-93720	9.99e-11	+	GTGTTCTTGCTCACTTTGACCACCAGGGGGCGCAG	UpstreamP1_CTCF	40
chr7	92055036	92055186	id-93721	1	+	NA	NONE	14
chr7	92062078	92062228	id-93722	3.91e-06	+	TGTTCAGGCCCTCAGAAGGCCTCAGGGTGGCAGAG	Upstream_CTCF	2
chr7	92076581	92076731	id-93723	3.88e-07	-	CTGCAGTTCCGCTTGCTGTCGCCTAGGGGCAGGGT	UpstreamP1_CTCF	40
chr7	92077602	92077752	id-93724	7.44e-05	+	ATGGCAGCTTAAGTATTCCGTTGCAGGGGGCGCCA	Upstream_CTCF	39
chr7	92090951	92091101	id-93725	1.97e-06	-	GGAAGCTTCCTGCCAACAGCCACATGAGGGAGCTG	V_CTCF_BR	40
chr7	92157141	92157291	id-93726	1	+	NA	NONE	35
chr7	92157885	92158035	id-93727	2.43e-06	+	ACCGCGCCTCTCCGCCGAGCCGCTCGGGGGCGGCA	Upstream_CTCF	35
chr7	92219070	92219220	id-93728	5.52e-05	-	CCGCACCCCTCTCCTGCGCACCCAAGTGGGAGGGA	UpstreamP1_CTCF	19
chr7	92219725	92219875	id-93729	6.21e-05	-	GTGCCTAATGAACGACCGGACTCCTGCAGGCGCTC	V_CTCF_BR	40
chr7	92239331	92239481	id-93730	2.1e-06	-	TGTTTTATTCCGGTATATTCCACAAGGTGGCACTT	Upstream_CTCF	39
chr7	92245274	92245424	id-93731	1.11e-05	-	CTTGCCACCTGCTAGGCACCCAGCAGGAGGCGTTG	Upstream_CTCF	15
chr7	92250439	92250589	id-93732	1	+	NA	NONE	40
chr7	92309860	92310010	id-93733	1	+	NA	NONE	8
chr7	92320952	92321102	id-93734	2.72e-06	+	TTTCATTTCACAGTTAGAGCCAGCAGAGGGAGTAA	UpstreamP1_CTCF	40
chr7	92327930	92328080	id-93735	1.43e-05	-	GGTGCAGTGCACAGACCGTCCAGATGAAGCATGCT	Upstream_CTCF	25
chr7	92350388	92350538	id-93736	3.65e-05	+	TTCCAACTCCTTCTTTGAACCACAAGGGGCCTCAT	UpstreamP1_CTCF	15
chr7	92393060	92393210	id-93737	3.63e-05	+	TAAGCTGCAGTGTCTGGTGTCACCAGAGGGTACTT	V_CTCF_BR	18
chr7	92396864	92397014	id-93738	1.14e-06	-	AAGCAGTGCCAGCAGCTGACCACTGAGTGGAATAG	UpstreamP1_CTCF	17
chr7	92408471	92408621	id-93739	7.84e-05	-	TGAGGCCTGGAGTCCAGTTGCTGCAGGTGGCATCA	V_CTCF_BR	20
chr7	92413037	92413187	id-93740	1	+	NA	NONE	6
chr7	92427189	92427339	id-93741	1	+	NA	NONE	24
chr7	92456956	92457106	id-93742	1	+	NA	NONE	1
chr7	92462379	92462529	id-93743	8.16e-07	-	GCATGCCGCTCTCCACCATCCGCGAGGTGGCGGTG	V_CTCF_BR	40
chr7	92463208	92463358	id-93744	1.39e-05	+	CGGCGCGGGACGCAGTGGAACGGGAGGGGGCGTGC	V_CTCF_BR	34
chr7	92465885	92466035	id-93745	4.31e-07	+	AGCGGCGGAGGGCGGAGGGACGGCGGAGGGCGCCG	V_CTCF_BR	7
chr7	92493487	92493637	id-93746	6.21e-05	-	CTAATTCAGTAAATTGGTACCAGTAGAGGGCGTGT	V_CTCF_BR	24
chr7	92509632	92509782	id-93747	8.81e-07	-	TCCATGGCAGGAAAGTGGACCACTAGGGGTCACTC	V_CTCF_BR	37
chr7	92509891	92510041	id-93748	8.89e-06	-	GCAGCAACCCCTAGTGATGGCAGTTGTGGGCAGTG	Upstream_CTCF	16
chr7	92617517	92617667	id-93749	1.31e-05	-	ATAAATACAAGGCATCCAACCAGCAGAGGGAGTGC	V_CTCF_BR	40
chr7	92650831	92650981	id-93750	7.02e-05	-	CAGCTTTACCTGCCTCTCAACACGTGGAGCCAGAG	UpstreamP1_CTCF	1
chr7	92665585	92665735	id-93751	6.46e-07	-	AGTCACTCAGCCTATGAGGCCAGCAGAGGGCTGGG	V_CTCF_BR	4
chr7	92681117	92681267	id-93752	1	+	NA	NONE	1
chr7	92685054	92685204	id-93753	1.41e-06	-	TGGCAGTAACACATAGAATCCATTAGATGGCAGTG	UpstreamP1_CTCF	40
chr7	92722173	92722323	id-93754	1	+	NA	NONE	39
chr7	92768101	92768251	id-93755	2.01e-05	+	AGTGTCATCTCAGGTAAGACCGACAGAGGGGCCCT	Upstream_CTCF	1
chr7	92775516	92775666	id-93756	7.44e-06	+	CCTGGAATGTCCCTGGATACCAGCAGGGCTCACTC	Upstream_CTCF	2
chr7	92779850	92780000	id-93757	1	+	NA	NONE	17
chr7	92804664	92804814	id-93758	1.93e-05	+	GGTGCTATACCATGCAAAACCACAAGGCTGGAGCT	Upstream_CTCF	20
chr7	92807641	92807791	id-93759	1	+	NA	NONE	24
chr7	92857665	92857815	id-93760	2.27e-06	-	AGTTTATATCTACAGTTTACCACTAGAGGGCGCTT	V_CTCF_BR	39
chr7	92874954	92875104	id-93761	2.08e-07	+	TTGTAACTTCAACAGTATTCCACTAGATGGCACTA	UpstreamP1_CTCF	38
chr7	92961275	92961425	id-93762	7.6e-05	+	TTGCAATACTTCTGTGCAACCACTAGAATGGCTAG	UpstreamP1_CTCF	9
chr7	93003782	93003932	id-93763	1.03e-06	-	GTGCAGTACCACTTTTGAACCATTAGTAGGCACTC	UpstreamP1_CTCF	40
chr7	93072160	93072310	id-93764	1.46e-08	+	CCTTCTGTTCAGTTCCCTTCCACCAGGGGGAGCTG	Upstream_CTCF	40
chr7	93090778	93090928	id-93765	6.21e-05	+	GTTCCTCTTTTCCAACCCTCCTGATGGTGGAGCTC	V_CTCF_BR	14
chr7	93180489	93180639	id-93766	1.26e-05	-	TTAGGAGTTGACAAGTTCTCCATAAGGTGGCGCAG	Upstream_CTCF	40
chr7	93180956	93181106	id-93767	1.39e-05	-	ACTACAGATACCTTTGCTGACAGTAGAGGTCACTG	V_CTCF_BR	8
chr7	93230827	93230977	id-93768	1.39e-05	+	GCAGATAATACAGAGTCAAACAGCAGGTGTCGCTA	V_CTCF_BR	24
chr7	93251435	93251585	id-93769	8.34e-07	+	CAGCACCCCTGGTCTCTACCCACTAGATGTCAGTA	UpstreamP1_CTCF	40
chr7	93251821	93251971	id-93770	2.2e-07	+	TAGCAACGCCGCATGGCTACCAGCAGGTGGTATCC	UpstreamP1_CTCF	39
chr7	93344660	93344810	id-93771	3.4e-06	+	AGAGAATTCGCCAGGGTGGCCGCCAGGGGTCTCCT	V_CTCF_BR	38
chr7	93429181	93429331	id-93772	9.88e-07	+	ACTGCACTTTATTGTGGAAACAGAAGAGGGAGCTA	Upstream_CTCF	40
chr7	93490741	93490891	id-93773	1	+	NA	NONE	12
chr7	93507135	93507285	id-93774	1.26e-05	+	AGTGTACTTCCATGCACCCTCAGAAGAGAGTGCTC	Upstream_CTCF	6
chr7	93512515	93512665	id-93775	4.01e-05	+	GTTGGGGGAGACAGCATGCACACTTGGGGGTGCTG	V_CTCF_BR	9
chr7	93519324	93519474	id-93776	2.15e-05	-	GACTCTCGCGCTCCTTGCGCCGGCGGCTGGTAGCA	V_CTCF_BR	27
chr7	93520206	93520356	id-93777	6.21e-06	+	CCTGTAGTCCAGACGGGGACGCCCTGAGGGAGCGT	Upstream_CTCF	29
chr7	93532218	93532368	id-93778	2.78e-06	+	TGACATATTTTCATGAGGGCCCCTAGGGGGCAGTA	V_CTCF_BR	40
chr7	93551272	93551422	id-93779	2.55e-06	+	GCTGCAGTCACATCCTGCGCGGGTGGGCGGCGGGC	Upstream_CTCF	9
chr7	93642191	93642341	id-93780	3.05e-07	-	CCTTCTGTGCCTCCTTTGTCCTACAGGAGGCACTC	Upstream_CTCF	18
chr7	93668035	93668185	id-93781	1	+	NA	NONE	19
chr7	93686200	93686350	id-93782	1	+	NA	NONE	13
chr7	93694342	93694492	id-93783	1.03e-06	-	GACAGATTCTGTCCGAGAGCCTCCAGAGGGTGCTG	V_CTCF_BR	14
chr7	93717185	93717335	id-93784	1.9e-06	-	TGAGCCATGGCAGATAATGCCACAAGGTGTCACTA	Upstream_CTCF	40
chr7	93812656	93812806	id-93785	5.92e-05	+	TGGGGTCCAGTCCTGCTCACCACTTGGTGCTGCTG	V_CTCF_BR	16
chr7	93820001	93820151	id-93786	1	+	NA	NONE	7
chr7	93846604	93846754	id-93787	2.28e-05	-	GCTGCTATATTTGGCACACCCAGCAGGGACTTGCT	Upstream_CTCF	4
chr7	93852784	93852934	id-93788	5.98e-05	-	CCTCAGGGCATAGGAGATTCCACAAGATGGGGATA	UpstreamP1_CTCF	36
chr7	93857667	93857817	id-93789	8.79e-07	-	GGGTAGTGATGAGTAGGGAACACCAGGGGGTTCCT	UpstreamP1_CTCF	1
chr7	93872738	93872888	id-93790	5.52e-05	+	GGGAAGTTCACACCATTTTCAGCCAGGAGGAGTCA	UpstreamP1_CTCF	5
chr7	93888381	93888531	id-93791	8.58e-06	-	CAGCACTTTGCTTTTCAGCCCAACAGATGGTGTCA	UpstreamP1_CTCF	2
chr7	93906229	93906379	id-93792	2.6e-06	-	TCACCAACAAACTGTCCTACCAGTTGGTGGCACCG	V_CTCF_BR	38
chr7	93915894	93916044	id-93793	2e-06	+	ATTGGGTTACTAAGAATGACCAGTAGAAGGCAGCT	Upstream_CTCF	1
chr7	93918407	93918557	id-93794	8.21e-05	+	AGCCTCAGAGGCCTTCCCACCAGCAGAGGATGCTG	V_CTCF_BR	40
chr7	93919817	93919967	id-93795	1.83e-05	+	CTTGAACACAAGGATATGGCCTCTAGTGGCCAGAG	V_CTCF_BR	20
chr7	93925208	93925358	id-93796	3.67e-07	+	CTGTAGTCTTCACAAAAGAACACTAGAGGGATCAG	UpstreamP1_CTCF	38
chr7	93930376	93930526	id-93797	2.01e-05	+	CCTGCATTGTGCCTTTAAGGCAGCAGGGGCTCACT	Upstream_CTCF	31
chr7	94003619	94003769	id-93798	9.81e-06	+	CTGACCAGCTGGAGCTTTGCCTGGTGGTGGCTCCA	V_CTCF_BR	20
chr7	94024867	94025017	id-93799	3.55e-08	-	CTGTACTTTCATTTTCCTTCCTCCAGAGGGCGCCT	UpstreamP1_CTCF	40
chr7	94065435	94065585	id-93800	5.08e-07	-	GAGGTGTTCTGTTATCCAGCCAGCAGGGGGAGCAT	V_CTCF_BR	40
chr7	94078556	94078706	id-93801	3.66e-06	+	TGGAAATTCTCTATTTTCACCAGTGGGTGGCAATC	UpstreamP1_CTCF	37
chr7	94139293	94139443	id-93802	1	+	NA	NONE	39
chr7	94140068	94140218	id-93803	1	+	NA	NONE	11
chr7	94285461	94285611	id-93804	2.6e-06	-	GCCACGCTGCAGTGGCCCGCCGCTAGAGGGAGTAC	V_CTCF_BR	39
chr7	94287814	94287964	id-93805	5.08e-05	-	GCGCAGGTGCAGAGGACCGGCGCCTGAAGGGAGGG	UpstreamP1_CTCF	9
chr7	94517968	94518118	id-93806	5.08e-07	-	TTCTCTCTCTGGTGTTCTGCCTGCAGGGGGAGGAG	V_CTCF_BR	30
chr7	94536875	94537025	id-93807	4.01e-05	-	GGAGCCCGGCAGCAAAATCCCGGGAGAGGGAGAGA	Upstream_CTCF	33
chr7	94616185	94616335	id-93808	1.56e-05	+	CCAGCCATATAGGAGCTGGCCAGTAGGGTTTGGGC	Upstream_CTCF	1
chr7	94675055	94675205	id-93809	1.17e-05	-	GTAGTTAGGCATGAGCAGGGCAGAAGAGGGCTCCC	V_CTCF_BR	34
chr7	94819901	94820051	id-93810	2.6e-06	+	TAAGTTGGTCGGCCTCCATCCAGGAGGTGGCGCTT	V_CTCF_BR	34
chr7	94829218	94829368	id-93811	7.11e-06	-	CTGGCCATGTCCCCTTCCACCACTTGATGTCACTG	Upstream_CTCF	40
chr7	94876283	94876433	id-93812	1	+	NA	NONE	40
chr7	94972273	94972423	id-93813	1.15e-07	+	CTGAAATGGTCTTGCGTACCCACCAGGGGGCAAGT	UpstreamP1_CTCF	25
chr7	94987063	94987213	id-93814	6.23e-05	+	TGGGAGTTTTCTCTAAAATCCAGCAGGGAGAGCTA	UpstreamP1_CTCF	26
chr7	95002678	95002828	id-93815	1	+	NA	NONE	17
chr7	95025434	95025584	id-93816	5.67e-06	+	GCTGCTCTTTCCTACCCGCTAGGAAGGGGGCGCCA	Upstream_CTCF	33
chr7	95078676	95078826	id-93817	1	+	NA	NONE	3
chr7	95106408	95106558	id-93818	4.71e-06	-	ACTGTGTTAACACGTCAGGCCACATGATGGCAGTG	Upstream_CTCF	40
chr7	95108168	95108318	id-93819	5.9e-06	-	ATTCAGGTTCTGTCTTCAAGCAGTTGGGGGCGCTG	UpstreamP1_CTCF	37
chr7	95141115	95141265	id-93820	2.78e-06	+	TACAGAGCTCTCGTTTTGTCCACTAGGTGGTGCTG	V_CTCF_BR	40
chr7	95156852	95157002	id-93821	3.97e-07	+	GGGTACCTTTGCTGGTTGTCCAGGAGATGGCACTG	V_CTCF_BR	39
chr7	95161054	95161204	id-93822	1.13e-05	-	GTGGAGCTACCAAGAAAAGCCAGCAGGGGAGATGC	UpstreamP1_CTCF	12
chr7	95174403	95174553	id-93823	1.7e-05	+	ATTGCTCCTGGCAGTTTGGCCTAAAGGAGGCACTG	Upstream_CTCF	40
chr7	95258091	95258241	id-93824	1.56e-06	-	TTGCTATTCCAAACTCTGGCCAACAGTTGGCCATT	UpstreamP1_CTCF	8
chr7	95313501	95313651	id-93825	2.01e-05	-	ATGAAACTTCTCAATTTGTCCTGTAGGGGCCATTT	UpstreamP1_CTCF	38
chr7	95315553	95315703	id-93826	4.65e-05	-	CATAAGATTCTTACTGTGCCCTGTAGGTGCCACTC	V_CTCF_BR	39
chr7	95317173	95317323	id-93827	3.48e-06	-	CTGAAACATTTCCGTTTGTCCTGTAGGTGCCACTG	UpstreamP1_CTCF	37
chr7	95319858	95320008	id-93828	1	+	NA	NONE	36
chr7	95348248	95348398	id-93829	2.72e-06	+	CTGCAATTCTGACATGCACTCTCTAGAGGTCTCCA	UpstreamP1_CTCF	38
chr7	95353013	95353163	id-93830	1.93e-05	+	TAACAAATTCTCAGTTTGTCCTGCAGGTGCCACCC	V_CTCF_BR	37
chr7	95354559	95354709	id-93831	1.74e-07	+	TTTGTACTTCACACCAAGGCCAAAAGATGGCACCT	Upstream_CTCF	23
chr7	95401691	95401841	id-93832	7.8e-08	-	TCTTCCGCGCCCGGTCTCGCCAGGAGGGGGTGGCG	V_CTCF_BR	10
chr7	95402285	95402435	id-93833	1.93e-05	-	TCCCAGCCCACAAGGTGGGCGACCAGGTGGTGACA	V_CTCF_BR	5
chr7	95424356	95424506	id-93834	4.88e-08	+	ATGCAATTTACATGTGATGCCACCAGGTGGTGATA	UpstreamP1_CTCF	40
chr7	95470330	95470480	id-93835	2.67e-06	+	ATTGCTTTACTCTTTGTCACCTCTAGGGGGTCTAG	Upstream_CTCF	39
chr7	95472747	95472897	id-93836	1.47e-05	-	GAATAAAACAACTTACAGGCCACTAGAGGTCAGGC	V_CTCF_BR	31
chr7	95495414	95495564	id-93837	1.31e-05	-	GCCAGTCCAGAAAGGATGACCAGAAGGTGTCGTCC	V_CTCF_BR	38
chr7	95500513	95500663	id-93838	9.51e-07	-	TGGTTGGTTTAAAAGCTCACCAGCAGAGGGTGCTA	V_CTCF_BR	39
chr7	95529353	95529503	id-93839	1.73e-05	+	CCACAGCTTGGGGAGCTTGTCTGTAGAGGGCGTCC	V_CTCF_BR	21
chr7	95546006	95546156	id-93840	9.55e-09	+	CACGCTGCACAAAAAATGGCCAGTAGAGGGCGCTG	V_CTCF_BR	40
chr7	95549051	95549201	id-93841	6.64e-05	-	CAAGTAGTTCCAGCTTTGACCACTGGGAACTCTTT	Upstream_CTCF	27
chr7	95622876	95623026	id-93842	2.6e-05	-	GTGACACACATGTATGTGGCCACCAGGGGAAGTAA	UpstreamP1_CTCF	19
chr7	95634044	95634194	id-93843	1	+	NA	NONE	19
chr7	95704848	95704998	id-93844	1.64e-09	+	TTGCAGCTACAGACGAGGACCACGAGGTGGCAGGG	UpstreamP1_CTCF	40
chr7	95705489	95705639	id-93845	1	+	NA	NONE	16
chr7	95760940	95761090	id-93846	1.41e-06	+	ATGCAGCTAGGGAAGGGGGGCAGCAAGGGTCAGGG	UpstreamP1_CTCF	14
chr7	95798934	95799084	id-93847	3.88e-06	+	ACAAGTTTTAGTGCCTGACCCAGCAGAGGGTGCCA	V_CTCF_BR	5
chr7	95809292	95809442	id-93848	8.99e-05	+	TGAGATATCACCACAACATCCTCTAGATGTCACCT	V_CTCF_BR	21
chr7	95812577	95812727	id-93849	1.93e-05	+	ATTAATTTGAAGACTAGAGTCAGCAGATGGCAGAA	V_CTCF_BR	18
chr7	95827482	95827632	id-93850	2.47e-05	-	CTGGTTTTTACAACCCTGCACAGTAGGTGGTGTTG	Upstream_CTCF	3
chr7	95854104	95854254	id-93851	2.43e-06	+	TCCAAAAGCATGAGTATCAACACCAGAGGGAGGCA	V_CTCF_BR	37
chr7	95985392	95985542	id-93852	1	+	NA	NONE	8
chr7	96018374	96018524	id-93853	1	+	NA	NONE	3
chr7	96044383	96044533	id-93854	1.26e-05	+	GCTGTTGTACTCTGGCCCTGCTGCTGATGGCATCC	Upstream_CTCF	40
chr7	96045061	96045211	id-93855	1	+	NA	NONE	3
chr7	96225565	96225715	id-93856	4.59e-07	+	CAGTAATTACCATAATGAGCCACCAGAAGGCATCT	UpstreamP1_CTCF	30
chr7	96338838	96338988	id-93857	3.36e-07	-	GTAGCTTGGGTGCTCGGGCCCAGCTGGGGGCACCG	V_CTCF_BR	14
chr7	96407669	96407819	id-93858	1	+	NA	NONE	24
chr7	96430363	96430513	id-93859	7.82e-06	-	AAGCATCTACACCAAACAACCTCTGGGAGGCACAC	UpstreamP1_CTCF	14
chr7	96457130	96457280	id-93860	9.27e-07	-	GGGTAGCTGCGGAATTGTGTCAGCAGGGGGAGGTC	UpstreamP1_CTCF	5
chr7	96505655	96505805	id-93861	1.09e-06	-	GTTCACTGCACCCATATCTGCATTAGGGGGCACCC	UpstreamP1_CTCF	9
chr7	96634649	96634799	id-93862	4.21e-05	+	CGGGCGCCACACAGCGCGGCCCCCGGCTGCAGCTC	V_CTCF_BR	6
chr7	96635638	96635788	id-93863	2.72e-06	+	CAGCAGCGCAGCCGCCCAGACGCGAGGGGACGACA	UpstreamP1_CTCF	6
chr7	96645900	96646050	id-93864	2.27e-05	-	TCTAGCCCTCCCGGAGGCACACCCAGAGGGCAGAC	V_CTCF_BR	9
chr7	96657081	96657231	id-93865	4.73e-07	-	TGCGCAATGTTGCTCGAGGACACTGGGTGGCGCTC	Upstream_CTCF	40
chr7	96680848	96680998	id-93866	5.01e-06	+	CCTGACTGGGAGACACCTCCCAGCAGGGGTCGACA	V_CTCF_BR	0
chr7	96694406	96694556	id-93867	2.11e-06	-	GGAGATGCAATTAGTGTGACCACTAGATGTCACTG	V_CTCF_BR	40
chr7	96734066	96734216	id-93868	2.15e-05	+	GTGGTTAGAATGGGCTTGGCCAGGCGGGGGCAGCA	V_CTCF_BR	40
chr7	96746952	96747102	id-93869	3.97e-05	+	GCGCAGGCGCAGTCGGCGGTCGGCGTGGGGCGCTA	UpstreamP1_CTCF	31
chr7	96774488	96774638	id-93870	4.02e-07	+	CATGTAATTTCAGAAATTTCCACATGATGGCAGAA	Upstream_CTCF	39
chr7	96808882	96809032	id-93871	6.17e-09	-	CAGCATCTCTTGTCTCTGACCACCAGATGGCAGTA	UpstreamP1_CTCF	40
chr7	96896204	96896354	id-93872	3.6e-07	-	GCTGCTATTTTCCCATTTACAGGCAGGGGGCTGGG	Upstream_CTCF	13
chr7	96947024	96947174	id-93873	1	+	NA	NONE	5
chr7	97011261	97011411	id-93874	6.43e-06	-	AAGACATTTCCGCCTTTTGCCTCCAGAGGGAATCA	V_CTCF_BR	4
chr7	97047742	97047892	id-93875	1.15e-06	-	TGTGCCATACACAAAGTGCCCAGATGAGGGGGCAC	Upstream_CTCF	15
chr7	97124901	97125051	id-93876	3.91e-06	-	GCTGCATTTCCTTATGGCAGCTCTAGGGGAGAATC	Upstream_CTCF	5
chr7	97128637	97128787	id-93877	1.55e-07	-	CCAGCACTCCCCCTGATGGCCAGCAGATGAACAAA	Upstream_CTCF	38
chr7	97430535	97430685	id-93878	1.26e-05	-	ATTGTAGTTCCCATAATCTCCACTTGTCGTGGGAG	Upstream_CTCF	8
chr7	97448635	97448785	id-93879	6.82e-05	-	TGAACTGGGATTTTTTCAAACTGAAGGGGGTGCTA	V_CTCF_BR	16
chr7	97464981	97465131	id-93880	3.36e-07	-	GTGTATATTAAGTGAGCTGCCACGAGGTGGCACTC	V_CTCF_BR	40
chr7	97473465	97473615	id-93881	2.01e-05	-	GTTGTATGCTCCCAAATGACCACACGGTGGGGTAG	Upstream_CTCF	35
chr7	97475039	97475189	id-93882	9.71e-06	-	GCTACAATATAAAACAAAACCACAGGGTGGCAGCA	Upstream_CTCF	39
chr7	97501804	97501954	id-93883	8.99e-05	+	TAAGTGGGGCGGCGGAAGGGCGCAAGGAGGAGCTC	V_CTCF_BR	30
chr7	97557705	97557855	id-93884	1.54e-12	-	CGGAGGTGCGCGTGAGCGGCCAGCAGAGGGCGCCA	V_CTCF_BR	40
chr7	97600795	97600945	id-93885	1	+	NA	NONE	12
chr7	97601638	97601788	id-93886	2.81e-05	-	ACAAGGCCACCCTGGGGTGCCAGAAGAGGACGCTG	V_CTCF_BR	40
chr7	97642883	97643033	id-93887	2.04e-05	-	GGCAGTTTTTAGACACCGGTCAATAGGTGGCACTA	V_CTCF_BR	40
chr7	97643794	97643944	id-93888	6.49e-06	+	ACGCAGCTGCCTATAGATGTCACCAGAGGAAGGCA	UpstreamP1_CTCF	6
chr7	97650940	97651090	id-93889	1.73e-11	+	GAAGCAGGCACCATCACGGCCACCAGGGGGCGCCG	V_CTCF_BR	39
chr7	97656749	97656899	id-93890	7.44e-05	-	CCAGCTACTTGGGACACTGCCGCTAGAGGATCCCT	Upstream_CTCF	6
chr7	97666914	97667064	id-93891	1.15e-07	+	GTGCAATTTTCCATTCCCACCAGCAGTAGGCAAGA	UpstreamP1_CTCF	11
chr7	97680679	97680829	id-93892	1	+	NA	NONE	5
chr7	97714992	97715142	id-93893	2.37e-05	-	AGGGCGGTTCCAACAGCCACCAACAGGCTTGGCCG	Upstream_CTCF	4
chr7	97735979	97736129	id-93894	4.68e-07	+	CTGCCCACGCACTCCTCCGTCTGCAGGGGGCGCAC	V_CTCF_BR	38
chr7	97766563	97766713	id-93895	1.93e-05	-	AAAAGATGAGGAAACTTCTGCAGCAGGTGGCGCCT	V_CTCF_BR	5
chr7	97795584	97795734	id-93896	1.93e-05	-	CCATCAGCCTGCCCAAGCACCATCGGAGGGCGCCA	Upstream_CTCF	40
chr7	97798038	97798188	id-93897	3.63e-06	-	TCCCGAAGGAAAACTTAGGACACTAGATGGCAGCA	V_CTCF_BR	39
chr7	97804150	97804300	id-93898	3.56e-05	+	CCTGTTGCTCACTACCGCCCCAGCAGGAGAGTGGA	Upstream_CTCF	5
chr7	97859546	97859696	id-93899	1.34e-06	-	CTGTTGGGGACATTGAGAGCCACAAGGTGGGGCTA	UpstreamP1_CTCF	5
chr7	97862926	97863076	id-93900	2.19e-05	-	GATGCCTGCCCAGCCGAGGGCAGCAGGGAGGCCAG	Upstream_CTCF	0
chr7	97863883	97864033	id-93901	1	+	NA	NONE	21
chr7	97870790	97870940	id-93902	2.47e-07	-	GTGTCCTGAGAGCACATCGCCACAAGGGGGCATGG	UpstreamP1_CTCF	40
chr7	97875261	97875411	id-93903	1.41e-05	+	AGGCAATGCCCCAGCAGCACTGCGTGGTGGCGCTG	UpstreamP1_CTCF	6
chr7	97880247	97880397	id-93904	1	+	NA	NONE	8
chr7	97881726	97881876	id-93905	6.75e-05	-	CCGCCACCCCTTCTCCTCGCCTGCAGGCGGTGTCC	UpstreamP1_CTCF	16
chr7	97896262	97896412	id-93906	1.15e-07	+	CAGCTGTTCACTCCATCTGCCACATGGTGGCACAG	UpstreamP1_CTCF	40
chr7	97910567	97910717	id-93907	1.09e-06	+	CCGCCCTCCCCCTCCTCCACCGGTAGGGGGACCTC	UpstreamP1_CTCF	20
chr7	97913656	97913806	id-93908	2.43e-06	+	CCCTGTGGCAGCCAGAGGGCGAGCAGGGGGCTGGG	V_CTCF_BR	11
chr7	97915983	97916133	id-93909	1	+	NA	NONE	4
chr7	97917802	97917952	id-93910	1	+	NA	NONE	12
chr7	97921149	97921299	id-93911	8.91e-07	+	CCAGCAGTTCCCCTTAGCGCCAGATGGGGCTCCCT	Upstream_CTCF	39
chr7	97924241	97924391	id-93912	1.99e-07	+	AGTGGAGTCAGGCAGCCGCCCAGGAGAGGGCAGTG	V_CTCF_BR	40
chr7	97927057	97927207	id-93913	2.11e-06	+	CTCTCAGGAGGGGCTCACGCCACGTGAGGGCGCGC	V_CTCF_BR	5
chr7	97933331	97933481	id-93914	2.68e-05	-	ACCGCCTTGCTCTGCTCTGTCCCCAGGGGGAGAGT	Upstream_CTCF	1
chr7	97935753	97935903	id-93915	8.56e-05	-	GGTCTTTTCTCCCTCTTTGCCGGTAGGAGGGGTTG	UpstreamP1_CTCF	2
chr7	97951754	97951904	id-93916	1.73e-05	-	GGAAGGGACATGGCTGCACCCTACAGGTGGCTCCG	V_CTCF_BR	13
chr7	97990055	97990205	id-93917	4.99e-07	+	CTTGCAGAAGTCACGGGGACCACTGGAGGGCAAGG	Upstream_CTCF	20
chr7	98030571	98030721	id-93918	4.23e-08	-	CGCCGGAGCTCTGGGAGAGCCGCGAGGGGGCGCAC	V_CTCF_BR	40
chr7	98041461	98041611	id-93919	2.57e-08	+	AAGCAGTTCCCCAAAGGGGACAGCAGGGGATGCCA	UpstreamP1_CTCF	20
chr7	98047453	98047603	id-93920	9.29e-06	+	CATGCACCACCGCTCCCAGCCAGCAGAGTAAACTT	Upstream_CTCF	17
chr7	98050430	98050580	id-93921	7.07e-08	+	CGCTGACTGCCCACTGCGTCCACTAGATGGCGCGC	V_CTCF_BR	40
chr7	98062728	98062878	id-93922	1.62e-08	+	TTGCTTTAGCCAAATATGGCCACCAGGAGGAGCAG	UpstreamP1_CTCF	40
chr7	98161147	98161297	id-93923	1.41e-08	+	GAGCATTTATCTCTAGCAGCCAGCAGGGGGTGGCA	UpstreamP1_CTCF	17
chr7	98169287	98169437	id-93924	1.92e-06	-	AAGCAATCCAGGAAGGCTACCTGAAGGAGGCAGCA	UpstreamP1_CTCF	3
chr7	98246079	98246229	id-93925	1.03e-05	-	CCTCAGGGAGGCGTTTTCTCCAGCAGGAGCAGCCC	UpstreamP1_CTCF	1
chr7	98246824	98246974	id-93926	1.97e-06	-	CCGCCCTGCATGGGCATCGCGGGCAGCGGGCAGCC	V_CTCF_BR	16
chr7	98269851	98270001	id-93927	4.41e-06	+	CCACACAGCTGGTGACAGCCGAGCAGGGGGCGCCC	V_CTCF_BR	2
chr7	98362489	98362639	id-93928	6.94e-09	+	ACAGCAGTACCAGCACCAGCCACATGAGGGAGCCA	Upstream_CTCF	40
chr7	98375141	98375291	id-93929	1.55e-08	-	CGCTGGATACAAGCCCACACCACCAGGGGGCGCCG	V_CTCF_BR	40
chr7	98384552	98384702	id-93930	1.67e-07	+	GAGGGAAGGGCCCTGGGGGTCAGCAGATGGCAGCA	V_CTCF_BR	13
chr7	98424601	98424751	id-93931	2.1e-05	+	CTTCAGGGACTCAACGCTGCCTGTAGGCGGCTTTT	UpstreamP1_CTCF	21
chr7	98429388	98429538	id-93932	1.22e-08	+	ATGACAAGGCCTGCTCTCTCCAGCAGGGGGCGCCA	V_CTCF_BR	40
chr7	98434553	98434703	id-93933	5.61e-08	-	GCCGCAGGAGTTGCTGTGACCATCAGGGGGCGCCC	Upstream_CTCF	40
chr7	98439490	98439640	id-93934	4.62e-11	-	CATGCTGTGCCCAGTATGTCCAGCAGGTGGCAGTG	Upstream_CTCF	40
chr7	98468983	98469133	id-93935	4.68e-07	-	CTAATGCCCTGCTGATCTGCCAGGAGGTGGAGCTC	V_CTCF_BR	5
chr7	98470060	98470210	id-93936	8.21e-06	-	ACCACCGTGACAGTTGATGCCACTAGGGGGTGACA	V_CTCF_BR	40
chr7	98475771	98475921	id-93937	2.72e-06	-	AGGTATTGTCCACCACTGGACTGAAGGTGGCAGGC	UpstreamP1_CTCF	15
chr7	98476650	98476800	id-93938	1.04e-05	-	CCTGAGGCGGCGCCGCCGGGCCAGAGGGGGCGCTG	V_CTCF_BR	39
chr7	98477375	98477525	id-93939	9.71e-06	-	TTTGCAGCTGACACAGGTGACACTAGAGAGCTCCT	Upstream_CTCF	39
chr7	98490363	98490513	id-93940	6.64e-05	+	GGTGCGGGCCCGCAGACGCCCAGTGAGTGGCTCAC	Upstream_CTCF	0
chr7	98502643	98502793	id-93941	3.09e-07	-	TGGGGAGGTGGGAACACCTCCAGCAGAGGGAGGAG	V_CTCF_BR	0
chr7	98505332	98505482	id-93942	9.62e-08	-	AAGCAGGTCAGGGATGGGGGCTGTAGGGGGCGGCG	UpstreamP1_CTCF	7
chr7	98511430	98511580	id-93943	2.01e-05	-	TAGAAATTAAGATATTTTGCCACAAGAGGGAGTGC	UpstreamP1_CTCF	15
chr7	98519715	98519865	id-93944	2.12e-06	-	TGGCATCTCCTCTTGGTCACCAGGAGAGGGGGCTG	UpstreamP1_CTCF	30
chr7	98520158	98520308	id-93945	6.43e-06	+	CTCTGTCACCAGTCCTTCCCCACATGGTGGCAGCA	V_CTCF_BR	18
chr7	98539874	98540024	id-93946	1.24e-05	-	GGAACGGTGGCCACGCGGGGGAGCAGTGGGCACAA	V_CTCF_BR	0
chr7	98590781	98590931	id-93947	5.68e-06	-	AACACGCCGCCTGGTGAGTCCAGGTGAGGGCGCAC	V_CTCF_BR	31
chr7	98627056	98627206	id-93948	4.5e-05	-	GTGTGGACGCAAACCTGTGACAGCAGAGGGGGACG	UpstreamP1_CTCF	0
chr7	98634538	98634688	id-93949	8.58e-06	-	CTGCCTGTTTTAAATCCTTGCTGCAGGGGGCAGTG	UpstreamP1_CTCF	39
chr7	98638110	98638260	id-93950	1.59e-06	+	TGGAAATAAGACAAGTGGTCCTGTAGGGGGCACCA	V_CTCF_BR	40
chr7	98735172	98735322	id-93951	5.92e-05	+	TCTGAAATGCATCACCCAGCAGCCAGGAGGATAGG	Upstream_CTCF	21
chr7	98741902	98742052	id-93952	1	+	NA	NONE	11
chr7	98782581	98782731	id-93953	8.21e-06	-	AACACAACAAGCCCTCCATCCAGAAGGAGGCAGCC	V_CTCF_BR	3
chr7	98828269	98828419	id-93954	8.5e-06	-	TTAGCTGTTTGAGGAACTGCCACAAGGGGTCTAAT	Upstream_CTCF	22
chr7	98836307	98836457	id-93955	2.27e-05	-	AACCAGGACTTCCCTGGGTGCTGTAGGGGGAAGCA	V_CTCF_BR	11
chr7	98868446	98868596	id-93956	1.64e-06	-	CGGCTGTCACCGATGGCAGCCACTTGGGGGAGTTT	UpstreamP1_CTCF	14
chr7	98871871	98872021	id-93957	7.73e-06	+	AGGGACATGTCTCTGGGCACCAGAAGAGGGAGTCA	V_CTCF_BR	38
chr7	98875904	98876054	id-93958	1.37e-05	-	ATGGCAGAGCCCAGCCCTGACTCCAGGGGATGCTG	Upstream_CTCF	29
chr7	98894281	98894431	id-93959	3.97e-05	+	CTGCAGCTGCTGCCCTGGACAAGAAGCAGAGGCTC	UpstreamP1_CTCF	7
chr7	98909492	98909642	id-93960	5.68e-06	-	GCAGGTCAGCATGCAGATGCCACCGGGGGGCAGGT	V_CTCF_BR	20
chr7	98910635	98910785	id-93961	1.21e-09	-	GCAGCAGTTAGAGACCCTGCCACCAGAGGGCAGTG	Upstream_CTCF	40
chr7	98912230	98912380	id-93962	2.6e-06	+	TCAGCTAAGAGTGTGCTTGGCTGCAGGTGGCAGCA	V_CTCF_BR	7
chr7	98923566	98923716	id-93963	7.12e-06	+	CCCCGATCCCAGGTAACGGCCAGCAGGGGCGAGCG	UpstreamP1_CTCF	39
chr7	98957457	98957607	id-93964	8.71e-06	-	GGTGGCGACTCCCTCCCTACCACGAGCTGGAAATG	V_CTCF_BR	9
chr7	98963255	98963405	id-93965	3.33e-09	+	CACACCTGGCCTGGAGGAGCCAGCAGGGGGAGCCC	V_CTCF_BR	40
chr7	98977032	98977182	id-93966	1	+	NA	NONE	18
chr7	98984658	98984808	id-93967	5.51e-07	-	CCAGTGCTTATTTAGAGTGACACCAGGGGGCACTC	V_CTCF_BR	40
chr7	98990692	98990842	id-93968	4.7e-06	+	AAACCGCGTGGGGCGGAGGCCGGCAGAGGTCGCGT	V_CTCF_BR	9
chr7	98993231	98993381	id-93969	7.6e-05	+	TAGAGTTACAGAATTATAACCACCAGGGGACACCT	UpstreamP1_CTCF	31
chr7	99004188	99004338	id-93970	8.99e-05	-	ACCCTTGCATACTTGGGGACCAGCAGAGGGGGATG	V_CTCF_BR	2
chr7	99005574	99005724	id-93971	8.99e-05	+	CAAATGAGAAAACGGAGACACAGGAGGTGGAGCGA	V_CTCF_BR	1
chr7	99006363	99006513	id-93972	4.03e-06	-	TTGCCATTTGCCCTCACTTCCGGTGGGTGGCAGGC	UpstreamP1_CTCF	12
chr7	99013267	99013417	id-93973	8.17e-10	-	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	38
chr7	99045668	99045818	id-93974	8.71e-06	+	ACACCCTGTCCCTATCTTGCCGGCAGGGGGCATGT	V_CTCF_BR	28
chr7	99053729	99053879	id-93975	6.18e-07	-	GATGCAAGGGAGAACAAGGCCGCCAGAAGGCGACC	Upstream_CTCF	0
chr7	99056817	99056967	id-93976	8.64e-05	+	GTTGTAGTACCGGTAGTAACCTGCAAACGCAAGAG	Upstream_CTCF	40
chr7	99059010	99059160	id-93977	2.28e-05	+	GGTGCCTTCTCAAAGATAACCACAAGAGGAGCCAG	Upstream_CTCF	32
chr7	99080871	99081021	id-93978	1	+	NA	NONE	7
chr7	99086949	99087099	id-93979	3.41e-07	-	TGTGTTATTACCCCACAGGCCACAAGGTGCAGACA	Upstream_CTCF	22
chr7	99088668	99088818	id-93980	1	+	NA	NONE	11
chr7	99097419	99097569	id-93981	3.18e-06	-	ACTTTAGGCAGCTGCGTTACCAGGAGGTGGCTGGA	V_CTCF_BR	21
chr7	99102183	99102333	id-93982	1.84e-06	-	GTTCCCGGAACTACATCTCCCAGGAGGTGGCGCGC	V_CTCF_BR	11
chr7	99123434	99123584	id-93983	1	+	NA	NONE	37
chr7	99155913	99156063	id-93984	7.44e-05	+	TGGGCTGGCGTCAGGGAGGGGCCCAGGGGGCGCTT	Upstream_CTCF	17
chr7	99177838	99177988	id-93985	1.84e-05	-	GCGCACAGCTAGCCCACCCACCCTAGGGGGCGCAT	UpstreamP1_CTCF	35
chr7	99199729	99199879	id-93986	1.96e-08	-	GGGTGGGCCTGGCCAGAGGCCTCCAGGTGGCACTG	V_CTCF_BR	20
chr7	99200927	99201077	id-93987	4.66e-08	+	GCTGGAGTTGTCCTGATGGCCAGTAGAGGTGGCTG	Upstream_CTCF	26
chr7	99214146	99214296	id-93988	1	+	NA	NONE	39
chr7	99214591	99214741	id-93989	4.21e-05	+	TGAGAGCCTCTTCAGGGCCGCAGCGGGTGGCGGGC	V_CTCF_BR	4
chr7	99220155	99220305	id-93990	5.12e-07	+	CCGCAGTGAATCCCAGAGACCAAGAGATGGCAGCT	UpstreamP1_CTCF	4
chr7	99223721	99223871	id-93991	1	+	NA	NONE	12
chr7	99229406	99229556	id-93992	1	+	NA	NONE	38
chr7	99241212	99241362	id-93993	3.16e-05	+	CCCGATGGCCCAAGGAGCAACAGCAGATGGGGCTC	Upstream_CTCF	0
chr7	99263277	99263427	id-93994	1	+	NA	NONE	0
chr7	99290861	99291011	id-93995	1.83e-05	-	CCTGACTGGGAACCACTTTCCAGTAGAGGCCGACA	V_CTCF_BR	1
chr7	99331239	99331389	id-93996	2.89e-07	+	TTTGTCCTTCAAGTGACCTCCACTAGGGGGCCAGG	Upstream_CTCF	39
chr7	99435728	99435878	id-93997	2.27e-05	-	ATAAGTGTGGGAAATGCCACCTCTAGATGTCAGAC	V_CTCF_BR	30
chr7	99442128	99442278	id-93998	4.17e-05	+	TATGTACAGATCTGTTCTAGCACCAGGAGGCTCCC	Upstream_CTCF	1
chr7	99474259	99474409	id-93999	3.24e-06	-	CCAGCACTTCCTCTATTTGTGTCTAGGTGGTGCTG	Upstream_CTCF	2
chr7	99510863	99511013	id-94000	7.97e-09	+	CCTGCAACAACAGAAACTGCCAGGAGGTGGCAGGA	Upstream_CTCF	40
chr7	99516676	99516826	id-94001	1.1e-05	-	CCCCGGGCCTGTGCGGCCGCCACTGGGAGCCGCTG	V_CTCF_BR	39
chr7	99526405	99526555	id-94002	1	+	NA	NONE	1
chr7	99527218	99527368	id-94003	1.69e-05	+	GATCAGTGTTGTTCACTGTCCTTCAGAGGGAGCTC	UpstreamP1_CTCF	39
chr7	99547353	99547503	id-94004	5.86e-07	-	GGAGTAATATCATGTTTTGCCACAAGAAGGAGCCT	Upstream_CTCF	39
chr7	99577492	99577642	id-94005	3.8e-08	+	AGTAAATATACAGAAGCTGCCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr7	99577681	99577831	id-94006	1	+	NA	NONE	21
chr7	99588603	99588753	id-94007	8.19e-10	-	GCTGCAACTATTTCCTTGACCACTAGGGGGCAGGC	Upstream_CTCF	40
chr7	99591903	99592053	id-94008	7.1e-09	+	TTGCAGTCGCGTGTTATTGCCACCAGAGGACACAA	UpstreamP1_CTCF	40
chr7	99595213	99595363	id-94009	4.3e-06	+	GATGCGGGCCCTCCGAAGTCCTAGAGAGGGCGCCT	Upstream_CTCF	28
chr7	99614230	99614380	id-94010	1	+	NA	NONE	19
chr7	99634561	99634711	id-94011	1	+	NA	NONE	3
chr7	99639274	99639424	id-94012	1	+	NA	NONE	11
chr7	99642478	99642628	id-94013	1.99e-07	+	TTTGGTTACCCTCTGCTGGCCAGCTGATGGCAGCA	V_CTCF_BR	18
chr7	99647505	99647655	id-94014	1	+	NA	NONE	36
chr7	99651001	99651151	id-94015	1.83e-05	-	ACAAAATTTAATACTCTATCCAGAGGAGGGCACCC	V_CTCF_BR	36
chr7	99656010	99656160	id-94016	8.21e-06	+	CAATGACAAACTCAGTTGGCAGCCAGAGGGCAGGA	V_CTCF_BR	1
chr7	99663841	99663991	id-94017	1	+	NA	NONE	1
chr7	99664679	99664829	id-94018	1	+	NA	NONE	11
chr7	99676872	99677022	id-94019	1	+	NA	NONE	2
chr7	99678890	99679040	id-94020	1	+	NA	NONE	13
chr7	99679490	99679640	id-94021	4.4e-10	-	CGCTTTCGCACATTCGTGGCCAGCAGAGGGCGCAG	V_CTCF_BR	40
chr7	99689462	99689612	id-94022	9.29e-06	+	GGAGCAGCCCCTGAGCACCCCTGCTGGTGGCTCTG	Upstream_CTCF	35
chr7	99700978	99701128	id-94023	1	+	NA	NONE	6
chr7	99707501	99707651	id-94024	1.28e-06	+	GGGACAGGGGCTTCAGTCACCAGCAGGAGGCTCTG	V_CTCF_BR	29
chr7	99709661	99709811	id-94025	4.7e-05	-	CCTGCGTGGGCTCCTGCGAGGCCAAGAGGGCGGTG	Upstream_CTCF	7
chr7	99716861	99717011	id-94026	1	+	NA	NONE	17
chr7	99717963	99718113	id-94027	1	+	NA	NONE	3
chr7	99728705	99728855	id-94028	4.24e-09	-	GCTGCTGCTCCGCGGGCCTGCAGAAGGGGGCGCCA	Upstream_CTCF	40
chr7	99730355	99730505	id-94029	6.94e-09	+	CCTGCACACCCTCCCCTTGCCACCAGAGGGGAGTC	Upstream_CTCF	40
chr7	99746598	99746748	id-94030	8.16e-07	-	GTGAGGGTGGAGCGCAGGCCCACCAGGGGGAAACC	V_CTCF_BR	14
chr7	99750210	99750360	id-94031	6.8e-06	+	CCATCACTTACTCTAGGGGTCAACAGAGGGAGGTA	Upstream_CTCF	2
chr7	99754403	99754553	id-94032	2.96e-05	-	GAGAGGGGGTGAGCAGCCCCCTCCAGGGGCCAAGG	V_CTCF_BR	0
chr7	99754978	99755128	id-94033	1.13e-05	+	GTGAACTGCCGGCATCTCAGAACCGGAGGGGGCAG	UpstreamP1_CTCF	34
chr7	99756996	99757146	id-94034	5.74e-05	-	CTGCCATTACAGGCGTGAGCCACTAGGCCTGACCT	UpstreamP1_CTCF	19
chr7	99766090	99766240	id-94035	4.17e-05	-	CTTGCTGCTCCCCTTGTGGCCTGGTGAGTGGGAAG	Upstream_CTCF	17
chr7	99766535	99766685	id-94036	2.4e-05	+	AACAAGGCCTCCCATCCTGAAGGCAGGGGGCAGTG	V_CTCF_BR	34
chr7	99768605	99768755	id-94037	1.37e-05	-	GGGTCTGTATCCTTTCAGGCCAGTAGGGGAGACAC	Upstream_CTCF	0
chr7	99786822	99786972	id-94038	6.9e-05	+	GCTGATGGTTAAAAGAAGACCACAAGGGTTCGAGG	Upstream_CTCF	34
chr7	99787760	99787910	id-94039	3.03e-05	+	CTTTTAAACTTAAAGATGACCACTGGGGGGCATAA	Upstream_CTCF	38
chr7	99806556	99806706	id-94040	3.16e-06	+	AGGCAGTGGCAGACCGCCAGCAGTTCAGGGCGCCA	UpstreamP1_CTCF	3
chr7	99814936	99815086	id-94041	1	+	NA	NONE	40
chr7	99815696	99815846	id-94042	3e-09	-	CTGTCATGCCCGGACAGGGCCACTAGAGGGCTCCC	UpstreamP1_CTCF	28
chr7	99844870	99845020	id-94043	7.23e-07	-	TGTGCAATTCTCTTTCACCCCACCAGGCTGAGGGC	Upstream_CTCF	28
chr7	99867071	99867221	id-94044	2.97e-06	+	GTGACAGAGCTATGGGTCACCACCTGGGGGCAGGT	V_CTCF_BR	12
chr7	99867809	99867959	id-94045	1	+	NA	NONE	5
chr7	99869366	99869516	id-94046	1	+	NA	NONE	13
chr7	99869890	99870040	id-94047	4.48e-07	+	GCTGCTGCTGCTGCTGCCGCCGCCGGGCGGCCGGA	Upstream_CTCF	40
chr7	99939130	99939280	id-94048	1	+	NA	NONE	7
chr7	99942189	99942339	id-94049	5.63e-06	-	CAGCCTGGCCTGGGCCTGGCCAGTGGGAGGTGCTG	UpstreamP1_CTCF	17
chr7	99943009	99943159	id-94050	1.38e-08	-	CTGTCACGCCCGGACAGGGCCACTAGAGGGCTCCC	V_CTCF_BR	29
chr7	99956237	99956387	id-94051	2.11e-06	+	CCCCACTCACTCCCTCCTTCCTCTAGGTGGCTCCA	V_CTCF_BR	11
chr7	99964270	99964420	id-94052	1.21e-05	+	GGCGCGGTCTCCCTGAGGACCTGGAGGGAGAGGTG	Upstream_CTCF	2
chr7	99971591	99971741	id-94053	2.27e-06	+	CCCTACTCACTCCCTCCCTCCTCTAGGTGGCTCCA	V_CTCF_BR	29
chr7	99995434	99995584	id-94054	1.03e-05	+	CTGTTGGTCCCCCTACAGGTCAGCAGCGGACTAAA	UpstreamP1_CTCF	12
chr7	99998392	99998542	id-94055	6.46e-07	+	CACGGAGGAGGGAGAGCAGCCAACAGGGGGCAGTT	V_CTCF_BR	28
chr7	100004443	100004593	id-94056	5.65e-05	+	CGGGAGAATGGGAATTCACCCAGAAGGAGGTGCTG	V_CTCF_BR	16
chr7	100005303	100005453	id-94057	4.43e-05	+	ATTCCCCTTCCATCATCCCCCTCTAGTGGTCACTA	V_CTCF_BR	40
chr7	100016687	100016837	id-94058	1	+	NA	NONE	17
chr7	100025840	100025990	id-94059	1.26e-05	+	GACGCCCTGAGCACTAGCTCCACCCGAGGGCGGTG	Upstream_CTCF	14
chr7	100026924	100027074	id-94060	3.88e-06	-	CACCCCGCCTCCTTCCTCCCCCCTAGTGGGCAGCG	V_CTCF_BR	27
chr7	100043550	100043700	id-94061	1.82e-06	-	GAGCTATGGTACCCATTGCCCTCTAGAGGAAGGCA	UpstreamP1_CTCF	9
chr7	100048174	100048324	id-94062	1.38e-08	-	TGTCTCGTCTTGGTCCTGACCTCCAGGTGGCGCCG	V_CTCF_BR	40
chr7	100053632	100053782	id-94063	4.41e-06	-	ACCAAGAGCTGAAACTACACCTCCAGGGGGCTCTA	V_CTCF_BR	24
chr7	100054299	100054449	id-94064	2.6e-06	-	AACTGGATGCCCAAAGTCCCCTCTAGGGGGAACCC	V_CTCF_BR	23
chr7	100063544	100063694	id-94065	1	+	NA	NONE	40
chr7	100066967	100067117	id-94066	1.34e-10	+	GCTGCAGTCTGGGAAGTGGCCACCAGAGGGCGACT	Upstream_CTCF	40
chr7	100075001	100075151	id-94067	6.84e-06	+	GCACTCTCACCGGTCTCAGGCTCTGGGGGGCGCTG	V_CTCF_BR	38
chr7	100080907	100081057	id-94068	1.28e-06	-	GGACGGGCGGCGGCTCAGCCCAGCAGGGGGCGTGC	V_CTCF_BR	40
chr7	100087684	100087834	id-94069	1.04e-05	-	AGAATCCCAATTCCTGAGCCCAGAAGGGGGAGCGC	V_CTCF_BR	4
chr7	100088579	100088729	id-94070	2.1e-05	-	GGAGCACGACCTGCCGGACTCCGGAGGTGGAGGCG	Upstream_CTCF	1
chr7	100091063	100091213	id-94071	2.97e-06	+	GCCCCACAGCCAGAGGGAGCCAGCAGAGGCCGTTG	V_CTCF_BR	21
chr7	100143435	100143585	id-94072	1.31e-05	+	TCTAAATTGCTTCTTTTGGCCAGCAGTGGCCTCTC	V_CTCF_BR	37
chr7	100145709	100145859	id-94073	8.89e-06	+	CCAGAAGTACCCCCCTCGGCCTACAGGCTGAACAC	Upstream_CTCF	13
chr7	100157502	100157652	id-94074	4e-11	-	ATGCTGTGCCTCCCTGTGGACACTAGGGGGCAGAA	UpstreamP1_CTCF	40
chr7	100161623	100161773	id-94075	2.64e-11	+	CATGCAGTGCCCTTTCTGACCAGCAGGGGGGACCA	Upstream_CTCF	40
chr7	100167053	100167203	id-94076	8.46e-07	-	CCTGCCACGCCCCGCTCGGCCTGTAGGTGTCCTTC	Upstream_CTCF	40
chr7	100170387	100170537	id-94077	3.48e-06	-	ATGCAGGTACCTCCCTTGGTCCCCCGGGGGCGCAA	UpstreamP1_CTCF	5
chr7	100171483	100171633	id-94078	2.6e-07	-	TCCGGAATTCACCGCCCAGTCGCCAGGGGGCGCCC	V_CTCF_BR	23
chr7	100186203	100186353	id-94079	2.96e-05	-	GTGACATTTATCAGGAGAAACAGCAGGGGTCAGGG	V_CTCF_BR	40
chr7	100198174	100198324	id-94080	5.34e-06	-	GTCCCCACCACCCTGCTGGCTGGCAGGTGGCGATA	V_CTCF_BR	14
chr7	100199923	100200073	id-94081	7.84e-05	+	CCCATCTGGCGCTGATTATCCTGCTGCTGCCGCCA	V_CTCF_BR	10
chr7	100202198	100202348	id-94082	1.34e-06	-	ATTGCAAGGGAGACTTCTGCCGCCAGGAGGGGGTG	Upstream_CTCF	32
chr7	100202384	100202534	id-94083	2.46e-08	+	GCCGCGGGTCGGGGAGGGGCCAGAAGGGGGCGTCC	V_CTCF_BR	24
chr7	100210870	100211020	id-94084	3.4e-06	-	GCAAGGTCTCAGACCTCAGACAACAGGTGGCAGCG	V_CTCF_BR	34
chr7	100227053	100227203	id-94085	1.24e-05	+	CCCTGCAGTCCCTCCAGTCCCTAAAGAGGGCGCCC	V_CTCF_BR	39
chr7	100230651	100230801	id-94086	8.08e-08	+	CCTGCAGGTCTTCGGGCCGCCCGTAGTGGGCGTAC	Upstream_CTCF	38
chr7	100231190	100231340	id-94087	4.21e-05	+	GGATGCCAGAGACGTGGGGTCGCCAGGGGCAGGGG	V_CTCF_BR	17
chr7	100231608	100231758	id-94088	1	+	NA	NONE	40
chr7	100238561	100238711	id-94089	1.64e-06	+	TCAGCAGGGCCGTCAGGACCAGGTAGGGGGCAGCC	Upstream_CTCF	2
chr7	100240014	100240164	id-94090	3.81e-05	+	ACAGGCATAAACTGCTAAACAGGCAGGGGGCGCAG	V_CTCF_BR	6
chr7	100254111	100254261	id-94091	1	+	NA	NONE	0
chr7	100271446	100271596	id-94092	5.28e-05	-	CCTGTGGCGGTGGGACTCTGCGGCGGAGGTCGCTG	Upstream_CTCF	5
chr7	100280528	100280678	id-94093	3.63e-06	+	TCCCTGTGCCACCCTGGAAACTGTAGGGGGAGCCC	V_CTCF_BR	12
chr7	100282891	100283041	id-94094	1	+	NA	NONE	0
chr7	100287354	100287504	id-94095	4.01e-05	-	CCCAGATTGCTCTAGGTGGCCACCTGCAGTCAGTG	V_CTCF_BR	14
chr7	100288377	100288527	id-94096	7.27e-06	-	AGAGCTGCCCTTGCTGCGCCTGGCAGGGGGCAGTG	V_CTCF_BR	33
chr7	100289378	100289528	id-94097	6.27e-08	-	GTGTCCTCGCCCCTTGTCTCCGGCAGGGGGCAGTC	UpstreamP1_CTCF	40
chr7	100302976	100303126	id-94098	9.55e-09	+	CGCGTCCTCCCCACCTTGCCCGCCAGGGGGCGGCA	V_CTCF_BR	39
chr7	100317671	100317821	id-94099	3.4e-06	+	GAGGCAGAGGTTGTAGTGAACGGGAGATGGCACCA	V_CTCF_BR	34
chr7	100323009	100323159	id-94100	1.79e-08	-	CTAGCAGTTCCTAGTAAGACCTGAAGAGGGCACTG	Upstream_CTCF	39
chr7	100357140	100357290	id-94101	9.66e-05	-	GAGACACCAGCCCCAAAGTCCAGTAGGGGAGGCCG	Upstream_CTCF	2
chr7	100379002	100379152	id-94102	1.09e-06	+	GCTGCAGAGCTTCTCAGGGCCAGTGGAGGCAACAT	Upstream_CTCF	19
chr7	100386790	100386940	id-94103	4.02e-07	-	CCCGCAGGTGTTCATTTGGCCTGTAGGGGACGGCC	Upstream_CTCF	32
chr7	100389669	100389819	id-94104	7.73e-05	+	AGGGCCCCTTTGCTGCCTGTCACCAGACGGTGGCC	Upstream_CTCF	5
chr7	100397179	100397329	id-94105	2.77e-07	+	CAGCACTGACACAAACACGACAACAGGGGGCGACT	UpstreamP1_CTCF	40
chr7	100398995	100399145	id-94106	6.37e-07	+	CAGCACTGACCCAAACACGTCAACAGGGGGCGACT	UpstreamP1_CTCF	40
chr7	100420842	100420992	id-94107	6.21e-06	+	GGTGTGAGAGGCAGAGAGGCCCCCAGGTGGAGACA	Upstream_CTCF	4
chr7	100423711	100423861	id-94108	5.63e-06	-	TCGCTGTCCCTCCTGGTCCCCTAAAGGGGGAGCCA	UpstreamP1_CTCF	38
chr7	100425530	100425680	id-94109	1.38e-06	-	CAAAACGCAGTCCCTGCGCCCACTAGAGGGTGGTG	V_CTCF_BR	36
chr7	100431653	100431803	id-94110	5.92e-05	-	GCTGTGCTTCCTGCGTGATCCTGTAGGGTCCTCTG	Upstream_CTCF	16
chr7	100449754	100449904	id-94111	3e-08	-	GCTGCGCTCTTCGCTTCCGCCACCGGAGGGAGCCA	Upstream_CTCF	40
chr7	100463262	100463412	id-94112	1.48e-06	-	CAACGTGTTGGGCTTCATGCCACCTGGGGGCAGAG	V_CTCF_BR	21
chr7	100472646	100472796	id-94113	4.01e-05	+	TTGTTAGTTCCAGTTCCGGCCGCGAGGGTGGAGCT	Upstream_CTCF	39
chr7	100487761	100487911	id-94114	1	+	NA	NONE	19
chr7	100490910	100491060	id-94115	5.41e-06	+	TGTGTCATTCCCACCAGTGCCGCCTGGAGGACAGC	Upstream_CTCF	1
chr7	100492510	100492660	id-94116	7.44e-09	+	GCTGCCGTGCACGCCGCCGCCGGCGGAGGGCAGTA	Upstream_CTCF	40
chr7	100494836	100494986	id-94117	2.89e-09	+	CTCCGCTCGCTGGAGACGGCCGCCAGGTGGCGCAA	V_CTCF_BR	40
chr7	100518756	100518906	id-94118	3.18e-06	-	CTGCCCAGAAGCAATTCTGCCTGCAGGAGGCAGAA	V_CTCF_BR	6
chr7	100548905	100549055	id-94119	7.84e-05	-	GAGAGAACCCAGCCATGTCCTGGCAGGGGGCGCAT	V_CTCF_BR	3
chr7	100608703	100608853	id-94120	5.77e-08	-	CAGCGGAGCCGGGTGGCCTCCACCAGAGGGAAGTA	V_CTCF_BR	11
chr7	100609524	100609674	id-94121	1.15e-07	+	CGCGCTGCGAGGTGGCCGTCCACTGGAGGGCGCTG	V_CTCF_BR	40
chr7	100674492	100674642	id-94122	1	+	NA	NONE	19
chr7	100702717	100702867	id-94123	1.55e-10	-	CTGCAGGTGCTCAGAGTGTCCAGTAGGGGGAAGCA	UpstreamP1_CTCF	40
chr7	100710273	100710423	id-94124	6.98e-07	-	TGCCTCCCGCCCTTGGCTCCCACCAGGAGGCACTG	V_CTCF_BR	3
chr7	100720973	100721123	id-94125	3.8e-07	-	CCATCTTTGCCATCCAGGCCCACTAGAGGGAGCTC	Upstream_CTCF	40
chr7	100732297	100732447	id-94126	2.2e-06	+	TGAGCCTCTCCCAGGCCAGCCACGCGGTGGCGGCA	Upstream_CTCF	0
chr7	100738220	100738370	id-94127	9.49e-08	+	CTCGGCTTGTGGGGAATCTCCAGTAGGGGGCACTG	V_CTCF_BR	40
chr7	100769467	100769617	id-94128	1	+	NA	NONE	13
chr7	100769960	100770110	id-94129	7.6e-05	+	TTTTTTTTCTCCAAGCTGAACACTAGGGGTCCTAG	UpstreamP1_CTCF	39
chr7	100773545	100773695	id-94130	8.5e-06	-	CCAGCCGAGCCCACTTCCCCCACAAGGGGCTCCAC	Upstream_CTCF	7
chr7	100781615	100781765	id-94131	2.89e-09	-	GCGCGAGGGTCTCAGGCGGCCACAAGGTGGCAGTG	V_CTCF_BR	40
chr7	100787401	100787551	id-94132	9.51e-07	+	CAGGTCTTTGATCTCCTCGCCACCAGAGGTCGCTT	V_CTCF_BR	40
chr7	100797953	100798103	id-94133	5.74e-05	+	TTGCAGGGCGAGCGGGGGCTGACGAAGGGGCGGCG	UpstreamP1_CTCF	2
chr7	100799671	100799821	id-94134	1.52e-07	-	TCAAGGCTGGGTGTTTCCACCAGCAGGGGGAAGTC	V_CTCF_BR	39
chr7	100813166	100813316	id-94135	2.89e-07	-	ACTGCGATCCCCCAAAGTAACACACGGGGGCGCCA	Upstream_CTCF	40
chr7	100814893	100815043	id-94136	9.51e-07	+	CACTCCTGAGTTCTTCCACCCACGAGGGGGCAGAA	V_CTCF_BR	39
chr7	100815716	100815866	id-94137	1.08e-05	+	TCGCGCTGCACGGAGGGTGACAGCAGGAGGCGTGC	UpstreamP1_CTCF	7
chr7	100835881	100836031	id-94138	1.81e-11	-	CCTGCCATCCTCCATGTGGCCACCAGAGGGCGGTC	Upstream_CTCF	40
chr7	100847759	100847909	id-94139	4.88e-05	-	AAAAAAGCTTTCCACGCTACCCACAGAGGGCTCCA	V_CTCF_BR	8
chr7	100855395	100855545	id-94140	1.52e-07	+	CAGGTGAGGCAAGGGCCAGGCAGCAGGTGGCAGCA	V_CTCF_BR	9
chr7	100860563	100860713	id-94141	8.59e-05	+	CGCTCGGGCTGCTGTGCGGCCGCCGCGGGGAGCAG	V_CTCF_BR	25
chr7	100860819	100860969	id-94142	2.43e-06	-	CCGCGTCCCGCCCGACCCTCCGCCAGGGGTCACTT	V_CTCF_BR	29
chr7	100877250	100877400	id-94143	4.14e-06	-	CAGTAGGGGCTGGCCACGGCCAGGTGTGGGAGGGA	V_CTCF_BR	1
chr7	100878438	100878588	id-94144	1.39e-05	+	TGGTTTCTTCCTGGAGTAACAGGTAGGGGGCAGCG	V_CTCF_BR	38
chr7	100887585	100887735	id-94145	6.94e-09	-	GGAGCGGTGCCTGGAGCTGCCACCAGGTGGCATCT	Upstream_CTCF	40
chr7	100888372	100888522	id-94146	4.88e-05	+	GTTCAGCAGCGCCGGCGGGGCGCTAGTGCGCAGGC	UpstreamP1_CTCF	17
chr7	100891528	100891678	id-94147	4.14e-06	-	CTGTGTAGCGGAGCTGTGGCCACCAGGGGTTTGAG	V_CTCF_BR	15
chr7	100926372	100926522	id-94148	4.55e-09	-	GCGGCAATACCGCTCTCGACCACAAGAGGGGGATG	Upstream_CTCF	40
chr7	100933801	100933951	id-94149	6.53e-09	-	GGTAAACACACAGAAGCTGCCAGCAGGGGGCAGCA	V_CTCF_BR	21
chr7	100952005	100952155	id-94150	7.61e-08	+	CCTGCGGTTACCGCCGCCGCCAGCTGAGGGCCAGG	Upstream_CTCF	18
chr7	100958648	100958798	id-94151	2.72e-06	-	TTGTAAGGTTTTCATCCTGTCGCCAGGGGGCAGTA	UpstreamP1_CTCF	39
chr7	100965470	100965620	id-94152	2.27e-06	+	AGACGCGGAAAGCAAGACTCCAGGAGGGGGCGGAA	V_CTCF_BR	40
chr7	101007317	101007467	id-94153	1.87e-09	+	GGCGTCTCCTTCCTCTCGGCCGGCAGGTGGCGCCA	V_CTCF_BR	40
chr7	101022139	101022289	id-94154	4.68e-07	-	TGTTTGGCAGGCCTGGTCGCCTCCAGGGGCCGCAC	V_CTCF_BR	12
chr7	101041179	101041329	id-94155	1.56e-06	+	CTGGTGTGCCCAGGTAGGCCCCCTAGAGGTAACCA	UpstreamP1_CTCF	15
chr7	101054602	101054752	id-94156	2.73e-11	-	CTGCAGTCTCCTCTATCTACCACCAGAGGGCGCGC	UpstreamP1_CTCF	40
chr7	101079334	101079484	id-94157	9.11e-08	+	ACTGCACCACCCCGCACCGCCCCCAGGTGGACTGT	Upstream_CTCF	7
chr7	101083790	101083940	id-94158	2.38e-07	-	AGTCCAGGCGTGGGGCACACCAGTAGGTGGCACTG	V_CTCF_BR	40
chr7	101101482	101101632	id-94159	1	+	NA	NONE	5
chr7	101141558	101141708	id-94160	2.81e-05	-	GGGAGCCCCGAGGAACTGAGCACTAGGGGCAGCCT	V_CTCF_BR	2
chr7	101151213	101151363	id-94161	2.96e-05	-	AGGATGCTGTGTTTGCACAACCCTAGAGGGCGCCA	V_CTCF_BR	40
chr7	101171115	101171265	id-94162	1.15e-07	+	GCCTCCTCTGGTCACAGAGCCAGGAGGGGGCAGGA	V_CTCF_BR	10
chr7	101182194	101182344	id-94163	3.84e-11	-	TCTGCTGCCCCCGAAGAGGCCAGCAGGGGGCGCTG	Upstream_CTCF	40
chr7	101185877	101186027	id-94164	3.18e-06	+	AGATGCATGACACAGGTGGCCTCCAGTGGCCAGTC	V_CTCF_BR	6
chr7	101186199	101186349	id-94165	1.99e-11	+	AATGCAGTTTCAAGAATGGCCACCAGGTGGGGCAC	Upstream_CTCF	40
chr7	101202007	101202157	id-94166	2.08e-07	-	CTGCTGTGAAGACAGAGTGCCCCAGGGTGGCGCCA	UpstreamP1_CTCF	29
chr7	101206322	101206472	id-94167	1	+	NA	NONE	2
chr7	101230002	101230152	id-94168	1.84e-07	-	CCTGCAGTGTAATGGATGGCAGGTAGGGGCCACCA	Upstream_CTCF	2
chr7	101242275	101242425	id-94169	1	+	NA	NONE	5
chr7	101245792	101245942	id-94170	1.28e-06	+	AGGAGAGGCTGCTCAGCTGTCAGTAGATGGCGCTG	V_CTCF_BR	40
chr7	101268562	101268712	id-94171	3.42e-05	+	GCTGTGAGCCCCAGAATGGGCTCTCGATGGGGGAA	Upstream_CTCF	27
chr7	101331704	101331854	id-94172	3.33e-09	+	CCGCCGCTTCCCCCGGGCGCCGCTAGGTGGCGCCG	V_CTCF_BR	40
chr7	101335289	101335439	id-94173	1	+	NA	NONE	7
chr7	101345809	101345959	id-94174	9.66e-05	+	ACTGCAGTACCGCCCAATAACGCTAATAGGTGCTT	Upstream_CTCF	21
chr7	101361325	101361475	id-94175	1.19e-06	+	TTCCTGCCTTCCCTCCTGCCCGGCAGAGGGAGGGA	V_CTCF_BR	17
chr7	101386528	101386678	id-94176	9.51e-07	+	CCCAGCTCCACGCGCGCGCCTGGCAGGGGGCGCCC	V_CTCF_BR	40
chr7	101448421	101448571	id-94177	8.5e-06	+	CAGGTAATACCCAGGACTTCCTGAAGGGGGGATAT	Upstream_CTCF	38
chr7	101455786	101455936	id-94178	6.49e-06	+	TTTTCACTTCTTGGAGCTGCCAAAAGAGGGCCAAT	Upstream_CTCF	7
chr7	101457508	101457658	id-94179	1.15e-07	-	GTAGCTCCGACCGCGCCGCCCGGTAGAGGGCAGCG	V_CTCF_BR	40
chr7	101458867	101459017	id-94180	2.19e-08	-	GCGCCGGCCACAGACCCGGCCCCGAGGGGGCGCTG	V_CTCF_BR	40
chr7	101459170	101459320	id-94181	5.08e-07	-	GGGGGCTGGAGTTCAGGAGCCGCCAGGAGGCAGCA	V_CTCF_BR	37
chr7	101459865	101460015	id-94182	1.55e-05	-	GGCAGTGGCGGCGGCTCCTCCTGGAGAGGCAGGCG	V_CTCF_BR	32
chr7	101468656	101468806	id-94183	3.81e-05	+	CACCGATGAGCCTGGAGGACCACAAGGTGGCCAGG	UpstreamP1_CTCF	27
chr7	101497197	101497347	id-94184	6.43e-06	-	AGCCGCCTTTCCAGACAAGCCTCAAGATGGAGCAG	V_CTCF_BR	0
chr7	101499813	101499963	id-94185	2.23e-06	-	CAGCTTTTGAAGTCACTAACCACAAGGAGGAAGCC	UpstreamP1_CTCF	30
chr7	101500304	101500454	id-94186	3.09e-06	-	GGCGCAGGCCCAAAAGTGGCCCGCGGCGGGTGGTA	Upstream_CTCF	32
chr7	101513233	101513383	id-94187	1.13e-05	-	CTACAGGTGCTCAAATGGCCCACAGGGAGGCGGTC	UpstreamP1_CTCF	5
chr7	101514195	101514345	id-94188	7.9e-07	+	GTGCCTTGGATGGACCTAGCCACCAGGGGCTGCAG	UpstreamP1_CTCF	37
chr7	101524786	101524936	id-94189	1	+	NA	NONE	17
chr7	101526019	101526169	id-94190	1.38e-06	-	GAAGTCCAGGCCTCCAGTGACCCCAGAGGGCGCCG	V_CTCF_BR	7
chr7	101543442	101543592	id-94191	1	+	NA	NONE	6
chr7	101554447	101554597	id-94192	1	+	NA	NONE	0
chr7	101555598	101555748	id-94193	6.51e-05	-	GTTACGGTCTGTGTGTCCACCTGCAGGGGCAGAGG	V_CTCF_BR	17
chr7	101558412	101558562	id-94194	9.41e-05	+	GACAGCAGTGTGTCCTTGGGCGCCTGCTGTCAGCC	V_CTCF_BR	3
chr7	101585282	101585432	id-94195	2.28e-05	+	AATGTACCCAGCTTCTGTTCCAGTAGGTGGAGAAA	Upstream_CTCF	7
chr7	101594190	101594340	id-94196	5.93e-06	-	ATTGTATCTTGGAAAAACTCCTCCAGGGGGCAGAT	Upstream_CTCF	31
chr7	101596950	101597100	id-94197	1	+	NA	NONE	6
chr7	101614948	101615098	id-94198	1	+	NA	NONE	1
chr7	101630905	101631055	id-94199	1	+	NA	NONE	1
chr7	101639726	101639876	id-94200	4.14e-06	+	GGAGGGGGCCCCGAGCAGACCTGGGGGTGGCGGTA	V_CTCF_BR	3
chr7	101685141	101685291	id-94201	1	+	NA	NONE	11
chr7	101707225	101707375	id-94202	4.14e-05	+	TAGCATTCCTGGGAGGCGCCTTCCAGGCGGAGGGG	UpstreamP1_CTCF	10
chr7	101713653	101713803	id-94203	4.14e-06	+	CCCCGGCAGTAATGGCCCACCAGTGGGGGGCGTTG	V_CTCF_BR	23
chr7	101745794	101745944	id-94204	2.97e-06	+	CCTGGCAGGTGCCCTTGCTGCACCAGAGGGAGCTC	V_CTCF_BR	5
chr7	101768606	101768756	id-94205	7.84e-05	-	TTAAGGAATTTTACTGGGGGCAGAAGGTGGCGTGA	V_CTCF_BR	26
chr7	101863649	101863799	id-94206	1.16e-05	+	AACTCACTCCAGGCGTAAACCACCAGGGGGTGTGG	Upstream_CTCF	23
chr7	101864698	101864848	id-94207	1	+	NA	NONE	2
chr7	101880078	101880228	id-94208	8.21e-06	-	AAACAGTAATTCATTTGTAACACAAGAGGGCGCCC	V_CTCF_BR	40
chr7	101892078	101892228	id-94209	7.07e-08	-	GGCTCTGCAGCGAGCTGGGCCTGCGGGGGGCGCTG	V_CTCF_BR	2
chr7	101895447	101895597	id-94210	4.68e-07	-	CTCCAACTGAGGGGCCCAACCAGGAGGGGGTGCTC	V_CTCF_BR	1
chr7	101897760	101897910	id-94211	3.97e-05	-	CAGCAGGGGAACACTTTGGCCCCCACAGTGGACAG	UpstreamP1_CTCF	3
chr7	101913561	101913711	id-94212	1	+	NA	NONE	2
chr7	101915601	101915751	id-94213	1.22e-08	-	TTTGGGGTAGGCTGCACAGCCGCCAGGGGGCACTG	V_CTCF_BR	40
chr7	101918516	101918666	id-94214	9.41e-05	+	CACTGCTTTCCATCATCTCCAGCCAGAGGGAGCGC	V_CTCF_BR	1
chr7	101922857	101923007	id-94215	1.47e-10	+	CATCAGAGCCGCTCCTTGGCCACCAGAGGGCACTC	V_CTCF_BR	40
chr7	101929494	101929644	id-94216	1.73e-05	+	GGCCCGGGGGCGATTTCCCGCACCGGAGGGCTGCA	V_CTCF_BR	22
chr7	101931668	101931818	id-94217	1	+	NA	NONE	31
chr7	101944002	101944152	id-94218	6.21e-05	+	TCGGCGAGGAGGTGCGCCGCGTGCTGGTGGCTGGG	V_CTCF_BR	2
chr7	101944350	101944500	id-94219	2.11e-06	+	TGGAGCTGGTGGACATTCAACGCGAGGGGGCGCTG	V_CTCF_BR	21
chr7	101958033	101958183	id-94220	4.41e-06	-	GGTTATTAGAAGGGCCCAGCCTCCTGAGGGCTCAG	V_CTCF_BR	22
chr7	101959089	101959239	id-94221	2.81e-06	-	CCAGAGGTTCTGCACTGAGCCACTAGGGGTTAGGG	Upstream_CTCF	19
chr7	101961929	101962079	id-94222	1.15e-07	-	GCGGCGGTGGCGGCCACGGCCTCCAGCAGGCGCTC	V_CTCF_BR	3
chr7	101963804	101963954	id-94223	4.41e-06	+	GACTTAAGACTTAGACCCACCAGGTGGGGGCAGTG	V_CTCF_BR	18
chr7	101972514	101972664	id-94224	1	+	NA	NONE	19
chr7	102004298	102004448	id-94225	2.66e-05	-	CAGACTCGGTGATTCTCGTCCACTAGAGGCCAAAG	V_CTCF_BR	37
chr7	102031292	102031442	id-94226	2.17e-09	-	CAGGGTGATGTCCCTTCTGCCACCAGAGGGCAGCA	V_CTCF_BR	40
chr7	102045156	102045306	id-94227	7.9e-07	+	TAGTAGTTCCTCTGCATGACCTGTAGGGGTCATGA	UpstreamP1_CTCF	40
chr7	102053065	102053215	id-94228	3.09e-06	+	GTGGTAATACCGAGTTGCGCCCCAAGGTGGCTTTG	Upstream_CTCF	39
chr7	102074322	102074472	id-94229	1.41e-05	-	CGGCAATGGCGAGTGTCTCTCTCCAGCAGGCGCAC	UpstreamP1_CTCF	7
chr7	102080651	102080801	id-94230	1	+	NA	NONE	13
chr7	102088136	102088286	id-94231	5.38e-05	-	CCCTCAAATAACTCAGCCTCCTCAAGGGGGCATCT	V_CTCF_BR	4
chr7	102090836	102090986	id-94232	2.6e-07	-	GACCAGGTACAGTAACTGGCCCCCAGATGGCACTG	V_CTCF_BR	32
chr7	102092107	102092257	id-94233	1.55e-05	-	GCCAGTGACCAGCGACAGGAGGCCAGAGGGCGCTC	V_CTCF_BR	12
chr7	102105431	102105581	id-94234	1	+	NA	NONE	33
chr7	102107622	102107772	id-94235	4.31e-09	+	CTGTGATTCCAGGAGGCTTCCAGCAGGTGGCGGGA	UpstreamP1_CTCF	29
chr7	102111034	102111184	id-94236	8.16e-07	-	TGGGTCCACCCAGCTGTGGCCACATGGTGGAGCAG	V_CTCF_BR	3
chr7	102119328	102119478	id-94237	1	+	NA	NONE	31
chr7	102120509	102120659	id-94238	8.17e-10	+	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	15
chr7	102213017	102213167	id-94239	1.35e-05	-	CTGCGCAAGATCCTCCAGCCCAACAGGGGGCGATG	UpstreamP1_CTCF	40
chr7	102312097	102312247	id-94240	5.74e-05	-	CTGCGCAAGATCCTCCAGCCCAACGGGGGGCGATG	UpstreamP1_CTCF	11
chr7	102386056	102386206	id-94241	4.01e-05	-	ATTTATGTTCAATAAATGGACAGCAGAGGTCATAA	Upstream_CTCF	10
chr7	102398799	102398949	id-94242	1	+	NA	NONE	31
chr7	102516481	102516631	id-94243	6.51e-05	-	CTTAGGTCCACAGTCCTAGACACCTGCTGGAGACA	V_CTCF_BR	23
chr7	102556900	102557050	id-94244	1	+	NA	NONE	14
chr7	102558219	102558369	id-94245	1	+	NA	NONE	9
chr7	102615540	102615690	id-94246	1.77e-05	-	CCTCCAGTTCCTGCTACTTTCTGAAGGGGGCTCTC	Upstream_CTCF	34
chr7	102692100	102692250	id-94247	3.56e-06	-	TTTTTTGTTTATAAATCTTCCACCAGGTGGCTGCG	Upstream_CTCF	4
chr7	102702461	102702611	id-94248	2e-06	-	TTTGCAAAACCAGATCTGCTCAGCAGAGGGAGTAC	Upstream_CTCF	40
chr7	102704461	102704611	id-94249	4.3e-06	-	TTGGCAATTACCTGTGTGGCCACAAGGAGAGAGAA	Upstream_CTCF	18
chr7	102706233	102706383	id-94250	6.21e-06	-	GCCTCAGCCCATTGGCACCCCAGCAGGGGGCGTCT	Upstream_CTCF	40
chr7	102715364	102715514	id-94251	1	+	NA	NONE	36
chr7	102734690	102734840	id-94252	3.45e-05	+	TTAAAATGTCCTAGTGTCACCACAAGATGGTGCAT	V_CTCF_BR	21
chr7	102771517	102771667	id-94253	1	+	NA	NONE	2
chr7	102937748	102937898	id-94254	1.63e-09	+	AGTGTCATTCCCATCACGGCCACAAGGTGGAGCCC	Upstream_CTCF	40
chr7	102965881	102966031	id-94255	2.4e-05	+	GGGAGAAAGGATGGCGGAAATACTAGGTGGCGCCA	V_CTCF_BR	16
chr7	103007333	103007483	id-94256	5.98e-05	+	CTGCAATTACAGATGCCTACCACCATGCCTGGCTA	UpstreamP1_CTCF	13
chr7	103047441	103047591	id-94257	5.17e-06	-	CTAGAAGTTTGCACAGTGCCCAATAGATGTCACTG	Upstream_CTCF	40
chr7	103055194	103055344	id-94258	1.24e-05	+	TAGGCAGCAGTCTTCACAAACTCCAGGGGGTACTG	V_CTCF_BR	10
chr7	103065755	103065905	id-94259	2.97e-06	+	CTGACCAACTAGAGCACAGCCTCCAGGAGGCAGGC	V_CTCF_BR	22
chr7	103087717	103087867	id-94260	1	+	NA	NONE	40
chr7	103164890	103165040	id-94261	7.73e-06	+	AACACACGTGTTTTCAGAGGCACTAGATGGCAGTA	V_CTCF_BR	40
chr7	103214025	103214175	id-94262	5.67e-06	+	CAAACAGTTCTTTATTTTACCAGTAGGTGTCAGTG	Upstream_CTCF	37
chr7	103254883	103255033	id-94263	8.19e-06	+	CTCCTATGGTCATCTTTCCTCTCTAGGGGGCAGCA	UpstreamP1_CTCF	39
chr7	103305133	103305283	id-94264	2.04e-05	+	ATATTTTCATGTTTATTGGCCAGTTGGGGTCACTC	V_CTCF_BR	7
chr7	103393577	103393727	id-94265	8.21e-05	-	TTCCTCTCTTGATTCAGCTCCAACAGATGTCACTG	V_CTCF_BR	28
chr7	103497959	103498109	id-94266	2.91e-05	-	CAGGCAGATTCATACTCAGCCTCTGGGGGCAACAC	Upstream_CTCF	7
chr7	103518161	103518311	id-94267	4.51e-05	+	ACTGCAGTACTCTCTCCTGCCTCCAGGCCCTCCCT	Upstream_CTCF	18
chr7	103528445	103528595	id-94268	9.26e-05	+	TTTCACTACCTTACCCTGCCCTGTAGGGGCTCTCT	UpstreamP1_CTCF	28
chr7	103554846	103554996	id-94269	5.08e-05	-	CCAGGGCTTATATACACTTCCTATAGGGGGAGCAA	Upstream_CTCF	5
chr7	103557873	103558023	id-94270	4.5e-06	-	CCAGCAATGCCTTTGACTGCCTTCAGGGGTGGTAG	Upstream_CTCF	3
chr7	103630568	103630718	id-94271	1	+	NA	NONE	25
chr7	103645731	103645881	id-94272	1	+	NA	NONE	2
chr7	103663633	103663783	id-94273	1.64e-05	+	TGGAGCAGCCTGCCCTGCTCCAGCAGGTGGCATGT	V_CTCF_BR	1
chr7	103679960	103680110	id-94274	1	+	NA	NONE	1
chr7	103699732	103699882	id-94275	1.09e-06	+	ACTGCCTCTCTAGATTCCACCTCTAGGGGCAGGAC	Upstream_CTCF	12
chr7	103737269	103737419	id-94276	5.01e-06	-	CAACCCTGTTAAACTGAGGGCACGAGAGGGCGGTA	V_CTCF_BR	36
chr7	103742341	103742491	id-94277	1	+	NA	NONE	2
chr7	103746668	103746818	id-94278	8.64e-05	+	TGTATTCTCCACTCACTTTCCAGCAGATGGCCTTC	Upstream_CTCF	33
chr7	103778624	103778774	id-94279	4.17e-05	+	CAATCAGTCCCTAAGAATTCCACTAGAGACAGCTT	Upstream_CTCF	14
chr7	103797345	103797495	id-94280	9.84e-06	-	AAGTGCTTATTTGGTACGAACACTAGATGGCAATG	UpstreamP1_CTCF	39
chr7	103800995	103801145	id-94281	1	+	NA	NONE	31
chr7	103847435	103847585	id-94282	1.09e-06	+	CTGTACTTAAAAAAGCAAACCAGAAGATGGGGGTA	UpstreamP1_CTCF	7
chr7	103871983	103872133	id-94283	1.23e-08	+	CTGCAGCTACTCGGCTCTGCCTCTAGATGTCACCC	UpstreamP1_CTCF	40
chr7	103892968	103893118	id-94284	2.01e-05	-	GGTTACTGTACTTTTCCATCCACCAGAGGGCCACC	UpstreamP1_CTCF	36
chr7	103908335	103908485	id-94285	1.38e-07	-	TTTGCATTTTCTATGATAACCTGTAGATGGCACCC	Upstream_CTCF	39
chr7	103913341	103913491	id-94286	1.74e-07	+	TATGCAATTTCTGGCCATTGCAGTAGATGGCAGTG	Upstream_CTCF	40
chr7	103939863	103940013	id-94287	7.73e-06	+	CTTCCCATGAATGTTGGGAACAGGAGATGGAGCCC	V_CTCF_BR	1
chr7	103982123	103982273	id-94288	3.18e-06	+	TCCATTGTCGGCAGGATGGGCTCTAGAGGGAGCTC	V_CTCF_BR	24
chr7	104056281	104056431	id-94289	2.29e-05	-	GTGCAAGCTGCAATGTCTGCTGCTTGGTGGCAGCA	UpstreamP1_CTCF	14
chr7	104072498	104072648	id-94290	2.77e-07	-	GTGCTATGAGCAGCCAGAGACAGCAGAGGGAGAGA	UpstreamP1_CTCF	4
chr7	104189433	104189583	id-94291	1	+	NA	NONE	13
chr7	104284163	104284313	id-94292	2.6e-07	+	TAGGCCACCTGCGCAAGATCCAGCAGGGGGCTCCA	V_CTCF_BR	40
chr7	104362285	104362435	id-94293	1	+	NA	NONE	4
chr7	104408704	104408854	id-94294	4.85e-07	+	CCTCAGTAAGAAAAAGTTGACACCAGAGGGCAACG	UpstreamP1_CTCF	7
chr7	104488958	104489108	id-94295	2.2e-09	-	CCTGCAGTTTCCAATTTGGTCACTAGAGGGCTCAG	Upstream_CTCF	40
chr7	104503280	104503430	id-94296	7.78e-06	-	GTCGTGTTACTGTATCAGACCACCAGGCGGAGCAG	Upstream_CTCF	39
chr7	104524222	104524372	id-94297	1.47e-10	+	CCGCACACCAGGTTAGCAGCCACCAGGGGGCACCA	V_CTCF_BR	40
chr7	104559158	104559308	id-94298	4.01e-05	-	AAACTGTCAATGAAATGTATCACTAGATGGCAGTA	V_CTCF_BR	39
chr7	104563425	104563575	id-94299	2.01e-05	+	TACTTGTGGTAGCCAACTTCCACAAGGTGGCCCCA	UpstreamP1_CTCF	40
chr7	104585545	104585695	id-94300	8.89e-06	+	CCTGGGAGAGCCCCTGTGGCCGACAGGAGGAGATC	Upstream_CTCF	39
chr7	104612263	104612413	id-94301	1	+	NA	NONE	17
chr7	104621779	104621929	id-94302	7.11e-06	+	TTATCAGTTATAAGATAATGCACTAGAGGGCGCTA	Upstream_CTCF	39
chr7	104624083	104624233	id-94303	6.64e-05	+	CGGGCTGCTGCCAGAATTTACCGAAGATGGCCGCT	Upstream_CTCF	10
chr7	104624576	104624726	id-94304	1	+	NA	NONE	40
chr7	104647338	104647488	id-94305	1.85e-08	-	CTGCTGTACTCCAGCCTGGGCAACAGAGGGAGGCT	UpstreamP1_CTCF	23
chr7	104654043	104654193	id-94306	6.84e-06	+	CGCACTGGAGCCTCCTCAGCCCCTAGTGGGCGTCG	V_CTCF_BR	40
chr7	104654661	104654811	id-94307	1	+	NA	NONE	27
chr7	104655177	104655327	id-94308	1	+	NA	NONE	10
chr7	104681736	104681886	id-94309	1.73e-05	-	AACAAATTAATGACTCCTGTCAGCAGGTGGCTCTA	V_CTCF_BR	24
chr7	104776872	104777022	id-94310	1.03e-05	+	TTGCAATTGCACTCTGCTTCCACTAAGAGGGGAAT	UpstreamP1_CTCF	36
chr7	104781677	104781827	id-94311	1.31e-05	+	TGTGTGTTAAACAGTCTTGTCAGTAGAGGGAGCAG	V_CTCF_BR	40
chr7	104793445	104793595	id-94312	4.71e-06	+	ACCTTAATACTTGGTGCTAGCAGCAGGAGGCAGCA	Upstream_CTCF	38
chr7	104804498	104804648	id-94313	2.53e-05	+	ACAATCAAAGCAATAACTACCAAGAGGTGGCAGTG	V_CTCF_BR	3
chr7	104851262	104851412	id-94314	1	+	NA	NONE	8
chr7	104852787	104852937	id-94315	3.11e-05	-	TGGCCAGTCTGTAAGATCACCTCTAGATGTCTCTG	V_CTCF_BR	2
chr7	104908584	104908734	id-94316	2.91e-05	-	CATGCAGTAATGGTTCATGCCTGCAGGTAAGGACA	Upstream_CTCF	8
chr7	104950407	104950557	id-94317	1.93e-05	-	GGACTCATATCAGATCTCACCCCCAGAGGGAGGAT	V_CTCF_BR	11
chr7	104966369	104966519	id-94318	7.78e-06	-	GCGGTAGGGCAGTGTCCCGCCGGCAGGGGACCGGT	Upstream_CTCF	0
chr7	104976519	104976669	id-94319	7.73e-06	-	CATTCAAATATGAATTTAACCAGTAGGTGGCAACA	V_CTCF_BR	31
chr7	105015065	105015215	id-94320	4.01e-05	-	GCAGGAGAACTGCTTGAACCCGGGAGGTGGAGGTT	Upstream_CTCF	14
chr7	105028203	105028353	id-94321	1	+	NA	NONE	26
chr7	105029757	105029907	id-94322	8.56e-05	-	GTGCCCTTTCCACGCCTGCCGGAGAGGAGGAAGCG	UpstreamP1_CTCF	22
chr7	105039925	105040075	id-94323	8.59e-05	+	TGGACATATTTTAAAATCACCACAAGGGGTCATTC	V_CTCF_BR	39
chr7	105042132	105042282	id-94324	1.04e-05	+	TGCTCCGCCATTAATTCTGCCAGTTGGGGTCACTA	V_CTCF_BR	40
chr7	105070273	105070423	id-94325	1.28e-06	-	TTTATGACATGTCACTCAGCCAGCAGAGGGAGACA	V_CTCF_BR	40
chr7	105070887	105071037	id-94326	1	+	NA	NONE	33
chr7	105080191	105080341	id-94327	1.21e-06	-	ATGGAATTATAGGAAAGAGCCAGCAGGTGGAATCC	UpstreamP1_CTCF	27
chr7	105113655	105113805	id-94328	7.49e-05	-	CCACTGCATTCCAGCCTAGACAACAGAGGGAGACT	V_CTCF_BR	12
chr7	105128546	105128696	id-94329	3.63e-06	-	TCTTTTTTTTCTTGGTCAGCCAGCAGATGTCACAC	V_CTCF_BR	39
chr7	105162762	105162912	id-94330	1	+	NA	NONE	13
chr7	105172481	105172631	id-94331	1.09e-06	+	TGGCCGTTCCGACCTCCGGTCAGGAGGGGGAGGAA	UpstreamP1_CTCF	40
chr7	105192885	105193035	id-94332	2.43e-06	-	ACCTGGACAACAAGCAGGCCCACAAGGGGGCAACG	V_CTCF_BR	10
chr7	105220912	105221062	id-94333	2.6e-06	-	AAAGAAAAAAAAAGGCCGGGCACGAGATGGCGCCA	V_CTCF_BR	23
chr7	105221530	105221680	id-94334	2.97e-06	+	TCGCCCCTGAGAATCGCCACCAGGAGGTGGAGGTT	V_CTCF_BR	31
chr7	105230025	105230175	id-94335	4.01e-05	-	CAACAGAGAATAGCTAACTCCACTAGGTGGCATCC	V_CTCF_BR	40
chr7	105234565	105234715	id-94336	3.63e-05	-	GCTAAAGGGCTAGGATTCCCCTGGTGGTGGCAGTG	V_CTCF_BR	28
chr7	105275457	105275607	id-94337	1	+	NA	NONE	0
chr7	105283991	105284141	id-94338	7.12e-06	+	GAGTGCTGACAGGATCACACCACAAGGAGGCATGG	UpstreamP1_CTCF	17
chr7	105292911	105293061	id-94339	2.81e-08	+	GGAGCACTCCCCTCGGCAGCCACCAGAGGTCATTG	Upstream_CTCF	40
chr7	105297490	105297640	id-94340	1.03e-07	+	ACTGCTTATGCTTTCTTGGCCAGTAGGGGGCGATA	Upstream_CTCF	40
chr7	105328487	105328637	id-94341	4.66e-08	+	CTTGTTGTTGCCGGCTAGACCACCAGGTGGCCCAT	Upstream_CTCF	38
chr7	105341360	105341510	id-94342	6.51e-05	-	TCCATGACAGTTAAAGTGTACACTAGGAGGAGCTA	V_CTCF_BR	10
chr7	105354616	105354766	id-94343	4.68e-05	-	TAACACTGCCCTAGTGTGTCCTGCAGGGGTGGCAA	UpstreamP1_CTCF	11
chr7	105378726	105378876	id-94344	1	+	NA	NONE	26
chr7	105386527	105386677	id-94345	2.78e-06	-	TCCTGGTGGCCTGTATCAGCCTGGTGGTGGCGGCA	V_CTCF_BR	15
chr7	105389323	105389473	id-94346	1	+	NA	NONE	17
chr7	105400786	105400936	id-94347	5.08e-07	+	TTTATTTAAAACAGCACAGCCAGCAGGTGGCAGGG	V_CTCF_BR	39
chr7	105401599	105401749	id-94348	1	+	NA	NONE	16
chr7	105405656	105405806	id-94349	7.49e-05	+	GGAGGTGGACGTTGCAGTGACCAGAGGTGGCGCCA	V_CTCF_BR	40
chr7	105435484	105435634	id-94350	1.56e-06	+	CTGAAATCTGCTTCTCACACCCCCAGGTGGCAGAG	UpstreamP1_CTCF	11
chr7	105438148	105438298	id-94351	1.73e-05	-	GGAAAGCTGCCGGGCTTTGCCGAGTGAGGGCGCAC	V_CTCF_BR	5
chr7	105471181	105471331	id-94352	6.23e-05	-	CAGAAGTGAAACACTCTTTGCAGCTGGGGTCCCAG	UpstreamP1_CTCF	3
chr7	105494681	105494831	id-94353	1.67e-07	-	GCCCACTTCCTGTTTCTGGCCACTAGCGGGAGGAG	V_CTCF_BR	17
chr7	105517092	105517242	id-94354	1.15e-07	+	GGGGCTCGCGCGCCCGCGGCCGCCAGGGGCAGCAG	V_CTCF_BR	39
chr7	105517856	105518006	id-94355	8.33e-05	-	CCCGGGCCACCCTCGTCTCACGGCAGGGAGCGCTG	Upstream_CTCF	31
chr7	105526907	105527057	id-94356	1	+	NA	NONE	0
chr7	105573737	105573887	id-94357	1	+	NA	NONE	7
chr7	105575137	105575287	id-94358	7.27e-06	+	CAGTGAAGACTCCTGTGGGGCACTAGATGGCAACA	V_CTCF_BR	40
chr7	105622423	105622573	id-94359	2.55e-06	-	ACTGCAGTATGGAAAACAGACTGCAGGGGGGCTGG	Upstream_CTCF	28
chr7	105631183	105631333	id-94360	7.23e-07	+	ACTGCAGTGGGGAAGCAAGCCTGGAGGTGGCGTTC	Upstream_CTCF	20
chr7	105650033	105650183	id-94361	7.94e-11	-	CCTGCAGGAGCCCGCGCGGGCAGCAGGGGGCGCCC	Upstream_CTCF	40
chr7	105658516	105658666	id-94362	1	+	NA	NONE	3
chr7	105670505	105670655	id-94363	4.68e-07	+	AGTGACCCTGACTTTGGCACCTCTAGAGGGCAGCA	V_CTCF_BR	26
chr7	105680014	105680164	id-94364	5.38e-05	-	ACACCACCCTAATGAAAAGGCTGCTGAGGGCGCTG	V_CTCF_BR	22
chr7	105681685	105681835	id-94365	5.35e-09	+	CTGCAGTGATCTATGTTGGCCAGCAGGGGCGTGGC	UpstreamP1_CTCF	40
chr7	105683351	105683501	id-94366	7.1e-09	-	CGGCAGGTGCCCCAGGAGACCACTAGGTGTCGCTG	UpstreamP1_CTCF	40
chr7	105690576	105690726	id-94367	1.1e-05	+	CTGGGGCCTGGCTGCTTCCCAGCAAGAGGGCGCCC	V_CTCF_BR	38
chr7	105693617	105693767	id-94368	2.6e-05	+	CTTCCAGAGCCTTCTTTGGCCAGCAGGAGCATCTG	UpstreamP1_CTCF	9
chr7	105696075	105696225	id-94369	3.36e-07	-	AGCCCTTCTACTCCGACTGCCACAAGAGGGAGGAA	V_CTCF_BR	15
chr7	105697486	105697636	id-94370	2.58e-09	+	GTGCAGTTTCAGGACAGAAGCACAAGGTGGCACCG	UpstreamP1_CTCF	40
chr7	105698476	105698626	id-94371	5.01e-06	+	AGGACAGGAAGCTGCGTGGGCAGCAGGTGGAGGGT	V_CTCF_BR	4
chr7	105702561	105702711	id-94372	2.81e-06	-	GCTGCAAAGCCACCACCAGGCAGCTGCTGGCAGGA	Upstream_CTCF	3
chr7	105705393	105705543	id-94373	7.78e-06	+	CACGCTCTGTCCAGCAGGGCAACTGGAGGGAGCCA	Upstream_CTCF	26
chr7	105735351	105735501	id-94374	5.68e-06	-	GCAGGTTGTGCATTGCAGAGCTCCAGGTGGCACCA	V_CTCF_BR	12
chr7	105753067	105753217	id-94375	1.1e-05	+	GCCCACGCCCGCTCCTGCGCAGCTTGGGGGCGCTG	V_CTCF_BR	23
chr7	105770019	105770169	id-94376	9.25e-06	-	AACTCAAGTTAACATCAAGGCAGCAGAGGGCACAA	V_CTCF_BR	0
chr7	105794398	105794548	id-94377	4.3e-06	-	AGCGACATTCCAGCAGAGAGCAGCAGAGGGCTGAG	Upstream_CTCF	40
chr7	105807273	105807423	id-94378	2.32e-08	-	GAAGCAGTAATTCAGGAGGCCACTAGAGGGCAATA	Upstream_CTCF	40
chr7	105817227	105817377	id-94379	1.46e-07	+	GCCGCAGTGTGGCAAATGGGCACAGGGGGGCAGTG	Upstream_CTCF	40
chr7	105819256	105819406	id-94380	1.83e-05	+	CTACTACTTTAGTAGGTGCCCAGTGGGTGGCACCT	V_CTCF_BR	39
chr7	105864145	105864295	id-94381	1	+	NA	NONE	0
chr7	105925851	105926001	id-94382	1.41e-05	-	GTGGTGGACGGGAAGATGGGCAGTAGGAGGCTCCT	UpstreamP1_CTCF	14
chr7	105934891	105935041	id-94383	1.43e-05	-	GGTGCTTATCCAATATTGGCCAGTAGGGCCCAAGG	Upstream_CTCF	34
chr7	105949916	105950066	id-94384	1	+	NA	NONE	2
chr7	105995418	105995568	id-94385	7.46e-06	+	CTGGAAGTTCTAGATCAGGCCACAAGGTCGCAACA	UpstreamP1_CTCF	4
chr7	106007596	106007746	id-94386	4.65e-05	-	TGTAAATACAGGAACTATCCCTGAAGAGGGCAGTA	V_CTCF_BR	39
chr7	106012107	106012257	id-94387	4.88e-06	+	ATGCACCTTTCTGGGAACAGCACTAGGGAGCAGGC	UpstreamP1_CTCF	5
chr7	106102952	106103102	id-94388	1.74e-07	-	ATTGAAATTTCTCATTAGGCCACGAGGTGGCAGAT	Upstream_CTCF	40
chr7	106161708	106161858	id-94389	2.27e-06	-	GGCAGACACCCAACTGCTGACAGTAGGGGGCAGAT	V_CTCF_BR	30
chr7	106183025	106183175	id-94390	2.43e-06	+	CCACTAAATATCATACCTGCCAGGAGGGGGCAGAT	V_CTCF_BR	40
chr7	106209568	106209718	id-94391	1.01e-05	-	GCTGTGACTCTGCAAATTTCCTCCAGGGGCTTCAA	Upstream_CTCF	21
chr7	106300577	106300727	id-94392	3.56e-06	+	GCCGCACCTCATGCCCGGGGCACCGGGAAGCGGCG	Upstream_CTCF	39
chr7	106300935	106301085	id-94393	2.94e-06	+	CCGGCGCGCCTGGCCGCGGGCTGTAGGGGGCCCCG	Upstream_CTCF	25
chr7	106377075	106377225	id-94394	2.6e-06	-	ATGGAACAGACACAGTCAAACACCAGAGGGAGCAA	V_CTCF_BR	39
chr7	106377797	106377947	id-94395	2.11e-06	-	CAGCATAGAAGAATGATGTCCACAAGATGGCAGAA	V_CTCF_BR	36
chr7	106409078	106409228	id-94396	1	+	NA	NONE	7
chr7	106420506	106420656	id-94397	1.03e-06	-	GGCTTCTTCCCTGGTCTGACCTCCAGAGGGCATAC	V_CTCF_BR	24
chr7	106433586	106433736	id-94398	5.89e-08	+	CTGTTATTTTTCCACCTGCCCAGCAGGTGTCAGTG	UpstreamP1_CTCF	40
chr7	106449576	106449726	id-94399	1	+	NA	NONE	0
chr7	106451167	106451317	id-94400	1.56e-05	-	CCAGAGATGCAGCTTCCATCCACCAGGGGTGGGGT	Upstream_CTCF	9
chr7	106452719	106452869	id-94401	4.71e-06	+	CTTGCATCCTTGGATCCTACCGGCAGAGGCCGTTG	Upstream_CTCF	0
chr7	106504689	106504839	id-94402	1	+	NA	NONE	0
chr7	106532100	106532250	id-94403	3.28e-05	+	TGTCTTTAAAAGGCACTTGCCCCTAGATGTCACTC	V_CTCF_BR	6
chr7	106532422	106532572	id-94404	1.17e-05	+	TGCTTCTGTTTCAGTTTCTCCACCAGAGGTCTCTC	V_CTCF_BR	30
chr7	106556546	106556696	id-94405	1	+	NA	NONE	0
chr7	106584851	106585001	id-94406	1.37e-05	+	TCTACTGTGATTCCCACTTCCACAAGATGGCCCCA	Upstream_CTCF	1
chr7	106587802	106587952	id-94407	1.27e-06	+	ATGCGTTTGCAGAAACCAACCCCCAGGGGTCAGAA	UpstreamP1_CTCF	40
chr7	106600327	106600477	id-94408	6.21e-06	+	CCTGCAACACCAGCTCCAGCCTCTAGAGTGGCAGC	Upstream_CTCF	37
chr7	106619168	106619318	id-94409	1	+	NA	NONE	1
chr7	106619689	106619839	id-94410	1	+	NA	NONE	30
chr7	106622990	106623140	id-94411	1.73e-05	-	TTAAACAAACTCCCACTGGCCAGCTGCTGCCGCTG	V_CTCF_BR	0
chr7	106678445	106678595	id-94412	4.01e-05	-	CAGAGCACAGAGTCTGAAGACACCAGGTGTCTCTG	V_CTCF_BR	0
chr7	106679777	106679927	id-94413	5.93e-06	-	ACTGGTCTAGTAAGTGTGGCCAGTAGGGTGCCAGA	Upstream_CTCF	1
chr7	106684914	106685064	id-94414	1.59e-06	+	GGCGGGTGCGCGGCGCCAGCCAGCGGAGGTTGCCA	V_CTCF_BR	11
chr7	106689062	106689212	id-94415	5.34e-06	+	TTGAGGGTCAGGTGGTGTGGCTGTAGGTGGCGCTA	V_CTCF_BR	23
chr7	106718715	106718865	id-94416	1	+	NA	NONE	2
chr7	106721079	106721229	id-94417	1	+	NA	NONE	0
chr7	106768792	106768942	id-94418	7.91e-05	-	CTACTGTGCATTCAAGCATCCGCAAGGGGGCCTTT	UpstreamP1_CTCF	4
chr7	106771053	106771203	id-94419	8.21e-06	+	TGCCGAGTACCATCACTTACCAGCAGTGGGAGTTA	V_CTCF_BR	37
chr7	106788023	106788173	id-94420	5.53e-08	+	TTGCATTTCTCATCAGCTCCCAGGAGATGGCAGTA	UpstreamP1_CTCF	40
chr7	106790999	106791149	id-94421	5.34e-06	-	CCAATATGTTGGGTTCTGCCCACAAGGAGGCGCTG	V_CTCF_BR	39
chr7	106792446	106792596	id-94422	5.13e-05	+	TCTACTCCTTTTCTCTTTCCCCGCAGATGGCAACA	V_CTCF_BR	17
chr7	106808218	106808368	id-94423	2.5e-05	-	CTGTCTTTCCACTTCATTTCCACTAGGAGTTCCTC	UpstreamP1_CTCF	40
chr7	106810342	106810492	id-94424	1	+	NA	NONE	33
chr7	106810655	106810805	id-94425	1	+	NA	NONE	0
chr7	106834621	106834771	id-94426	1.73e-05	+	ATGATAAGTTATATTTGTGCCACTAGATGGTGGAG	V_CTCF_BR	13
chr7	106842421	106842571	id-94427	2e-06	+	CATGGCATGCTGAGTTGATGCACCAGGTGGCAGCA	Upstream_CTCF	38
chr7	106845932	106846082	id-94428	7.44e-05	+	AAAGCTGTCTCTGCCTAACAAAGTAGGGGGTGCCA	Upstream_CTCF	0
chr7	106850975	106851125	id-94429	1.73e-05	-	TCTCTAATTGTGTTTCAACCCTGCAGAGGGCAGAG	V_CTCF_BR	4
chr7	106853741	106853891	id-94430	8.16e-07	-	GACCATGGGATGGGCTCTGACACTAGGTGGAGCCA	V_CTCF_BR	20
chr7	106873819	106873969	id-94431	5.01e-06	+	TACTTCCCTCACCATGATCCCTCCAGATGGCACCC	V_CTCF_BR	9
chr7	106962287	106962437	id-94432	1	+	NA	NONE	0
chr7	107024604	107024754	id-94433	4.01e-05	-	TGATCTTAACTGCCTCTTGCTGACAGGGGGCGCTA	V_CTCF_BR	24
chr7	107027638	107027788	id-94434	5.34e-06	+	TCCTGGGAACTCAGCCTGGACAGCAGAGGCAGCAA	V_CTCF_BR	15
chr7	107103686	107103836	id-94435	4.11e-07	+	ATGCACTTGGTAGCTGGGTCAGGCAGGTGGCACTG	UpstreamP1_CTCF	40
chr7	107111808	107111958	id-94436	4.5e-05	-	TTGCAGTTCGTAGTTCAGACAGCTAGGGAGATGCT	UpstreamP1_CTCF	10
chr7	107114147	107114297	id-94437	1	+	NA	NONE	0
chr7	107142155	107142305	id-94438	3.84e-06	-	ATGTGACTGGGTTCAGCCACCACCAGATGGGGGTG	UpstreamP1_CTCF	40
chr7	107205532	107205682	id-94439	1	+	NA	NONE	14
chr7	107210882	107211032	id-94440	5.17e-06	-	CCAGTGGTATCAGTGGAGGCCACAAGGGGAGCCTG	Upstream_CTCF	5
chr7	107220947	107221097	id-94441	1.41e-05	+	CGCCAGTTCCCACGACTCCCAGGGAGGTGGCGACA	UpstreamP1_CTCF	34
chr7	107263138	107263288	id-94442	1	+	NA	NONE	6
chr7	107284005	107284155	id-94443	4.88e-05	-	CCTCCATGGTGCCCATTGCCATCCAGTGGGAGGTG	V_CTCF_BR	32
chr7	107302176	107302326	id-94444	1	+	NA	NONE	35
chr7	107331044	107331194	id-94445	1	+	NA	NONE	10
chr7	107365694	107365844	id-94446	1.04e-07	-	CCGTTTTAGGAGATGGTGTCCACTAGGTGGCACCA	V_CTCF_BR	40
chr7	107383434	107383584	id-94447	1	+	NA	NONE	10
chr7	107383974	107384124	id-94448	2.78e-06	-	CGCGCGCTCCGGAAGGCGCCCTCCAGTGGGAGGTT	V_CTCF_BR	40
chr7	107384655	107384805	id-94449	1	+	NA	NONE	19
chr7	107395210	107395360	id-94450	2.27e-06	+	ATTCTTCAGGAGTTTTTGACCTGCAGGGGGCTGGG	V_CTCF_BR	36
chr7	107433007	107433157	id-94451	1	+	NA	NONE	0
chr7	107508416	107508566	id-94452	1	+	NA	NONE	0
chr7	107515190	107515340	id-94453	1.3e-07	-	CCTGTAATATGTGACACAACCAATAGATGGCGGCA	Upstream_CTCF	40
chr7	107516196	107516346	id-94454	1	+	NA	NONE	4
chr7	107519928	107520078	id-94455	1.75e-07	-	AGGCACCAGCACCTTCTGCCCAGAAGAGGGCAACG	UpstreamP1_CTCF	40
chr7	107520859	107521009	id-94456	9.31e-05	+	ACTAGAGTCACTGCTGCTGCCAGTAGGGTGCATTC	Upstream_CTCF	3
chr7	107607183	107607333	id-94457	7.02e-05	+	CAGCAGGCTCCCGGTGCTGCCTCTATCTGCAGCAC	UpstreamP1_CTCF	20
chr7	107623395	107623545	id-94458	1.14e-06	-	ATGCAGTTATGAAAAACGTCCACAAGGGCTCTGGG	UpstreamP1_CTCF	40
chr7	107641886	107642036	id-94459	6.43e-06	+	GCCTGCCCCTTAGGTCTGGACGGGAGGAGGCGCTA	V_CTCF_BR	31
chr7	107642666	107642816	id-94460	1	+	NA	NONE	1
chr7	107657290	107657440	id-94461	1.84e-07	-	GCTGCACTTTATCTCACATTCACTAGGTGGCAACA	Upstream_CTCF	40
chr7	107673871	107674021	id-94462	5.51e-07	-	CTGAGGCAACAGAATCGCTCCTCCAGGGGGCGGAG	V_CTCF_BR	12
chr7	107703313	107703463	id-94463	8.99e-05	-	GAGTCCCATGGAGTGTCCCCCTGGTGGGGGAGCTT	V_CTCF_BR	8
chr7	107704006	107704156	id-94464	1.34e-06	-	CAGCAGGCAAAAGCAGCACCCACTAGGTGACAGGG	UpstreamP1_CTCF	8
chr7	107718649	107718799	id-94465	2e-06	+	TATGCAGTGCTCACTCCCTCCAGGGGGGTTCACCA	Upstream_CTCF	2
chr7	107727488	107727638	id-94466	1	+	NA	NONE	1
chr7	107738283	107738433	id-94467	1.92e-06	-	CTGGGTTTATCATAAAGGACCAGCAGGGGGCATTC	UpstreamP1_CTCF	39
chr7	107749860	107750010	id-94468	2.28e-05	+	TTAGTGGCAACACACATGGCCACTATGTGGCAGCA	Upstream_CTCF	39
chr7	107754680	107754830	id-94469	5.17e-06	+	GTGGTGCTTGCCTACTCCACCAGTAGGTGGAGTAG	Upstream_CTCF	39
chr7	107759550	107759700	id-94470	1	+	NA	NONE	31
chr7	107784395	107784545	id-94471	1	+	NA	NONE	13
chr7	107786790	107786940	id-94472	4.68e-07	-	GAAATTTTCCTACAGATTACCACCAGAGGGCTCCC	V_CTCF_BR	40
chr7	107805544	107805694	id-94473	1	+	NA	NONE	11
chr7	107806352	107806502	id-94474	1	+	NA	NONE	2
chr7	107821610	107821760	id-94475	1.12e-08	+	GATGTAGTACAAAAAGTGACCTCTAGGGGTCAGGC	Upstream_CTCF	40
chr7	107844881	107845031	id-94476	6.05e-06	+	TAATCCACTTTCAGCTTGGCCACCAGATGTCGAGA	V_CTCF_BR	1
chr7	107863044	107863194	id-94477	9.81e-06	+	GTATGATTTCCTGCCTCGGCCAGCGGAGGCCTCCA	V_CTCF_BR	22
chr7	107866337	107866487	id-94478	7.84e-05	+	GCACACATAAATGCTCAGAACACCAGGTGGTTCAG	V_CTCF_BR	5
chr7	107886932	107887082	id-94479	1	+	NA	NONE	26
chr7	107900568	107900718	id-94480	4.41e-06	-	GGACGTCAGGAAATTCTGGCCACGTGGTGGAGGGC	V_CTCF_BR	1
chr7	107932956	107933106	id-94481	3.36e-05	-	TTCCAGTGTGTATTCTTGACCACTAGGAAGCATTG	UpstreamP1_CTCF	3
chr7	107948122	107948272	id-94482	1.56e-06	+	ACAGCAACATACTGCATTACCAGCAGGGGCCTGGT	Upstream_CTCF	13
chr7	108016784	108016934	id-94483	2.8e-05	-	AAGGCAGTTTATTAGAAGGCCACTAGGAGAGCATA	Upstream_CTCF	4
chr7	108025653	108025803	id-94484	4.11e-07	+	CTGTACTGTCCTCTGATGCACTCTAGGAGGCGATC	UpstreamP1_CTCF	29
chr7	108093291	108093441	id-94485	5.12e-07	+	GAGTAATGACTGGAAGGGACCACAAGAGGGCTTTC	UpstreamP1_CTCF	40
chr7	108095098	108095248	id-94486	1.01e-05	+	TGTGTTCCTTTCCAGGACCACCCCAGGGGGAGCTC	Upstream_CTCF	26
chr7	108096591	108096741	id-94487	7.78e-06	+	CGAGCAGGACCCAGTGTCACCGCCAGACGCGCAAG	Upstream_CTCF	3
chr7	108100525	108100675	id-94488	8.21e-06	-	AACATATTCACTGCAGGTACCACTGGGGGGCTCCA	V_CTCF_BR	40
chr7	108129614	108129764	id-94489	1	+	NA	NONE	5
chr7	108137676	108137826	id-94490	7.62e-07	-	ATGGTTATGCCAGTTAGGCACACTAGGTGGCAGTG	Upstream_CTCF	38
chr7	108233286	108233436	id-94491	1	+	NA	NONE	40
chr7	108253717	108253867	id-94492	1.84e-07	+	AGTGAAATTCTAATTTTCTCCACAAGGTGGGAGTA	Upstream_CTCF	38
chr7	108283750	108283900	id-94493	2.1e-05	+	CTAGTAGTTTGCGCGGTGTCCTAGAGATGTCACTG	Upstream_CTCF	4
chr7	108301027	108301177	id-94494	2.01e-05	+	GTGGAAATATCCTAAAAATCCACAAGAGGGGGATA	Upstream_CTCF	35
chr7	108408965	108409115	id-94495	2.72e-05	+	CTGAGCTTTTTCTCCATGTCCAACAGGGAGCAGTG	UpstreamP1_CTCF	8
chr7	108446361	108446511	id-94496	1.18e-05	+	TAGTGATGAGCTGAATCTGCCACTAGGTGTCATCG	UpstreamP1_CTCF	40
chr7	108454202	108454352	id-94497	1	+	NA	NONE	18
chr7	108456418	108456568	id-94498	1.52e-07	-	CAGCACAACTGAAACCAGGCCAGCAGTGGGCAGCA	V_CTCF_BR	6
chr7	108515322	108515472	id-94499	3.86e-08	-	GCTGAATTTGCAGTATCAGCCAGCAGGGGTCGCTC	Upstream_CTCF	35
chr7	108613232	108613382	id-94500	5.08e-05	+	GTTCAATCAATGAGACAGATCACTGGAGGGAGCTC	UpstreamP1_CTCF	21
chr7	108732457	108732607	id-94501	1	+	NA	NONE	25
chr7	108741593	108741743	id-94502	7.44e-05	+	GAAGTGATTCTGCCTGGAGCCTCCAGACAGAAGGA	Upstream_CTCF	2
chr7	108797098	108797248	id-94503	7.15e-05	+	CATATACTCTTCTGTTTTTCCACTAGTGGGCGTCT	V_CTCF_BR	7
chr7	108846396	108846546	id-94504	1	+	NA	NONE	22
chr7	108963090	108963240	id-94505	1	+	NA	NONE	2
chr7	108985416	108985566	id-94506	1.55e-05	-	TGAAAGGCCACAAGTGTGAGCAGTAGATGGCAATG	V_CTCF_BR	7
chr7	109096312	109096462	id-94507	1	+	NA	NONE	11
chr7	109119575	109119725	id-94508	1.38e-07	+	CTGTAATTTGAAGTCATTTCCAGTAGATGGCAAAA	UpstreamP1_CTCF	14
chr7	109169881	109170031	id-94509	4.51e-05	-	AGTGTAGTACTCCTCAGCCCCGCAAGGGCGGCTCA	Upstream_CTCF	5
chr7	109333850	109334000	id-94510	4.17e-05	+	TATACATGTCTCACCTTTCACACAAGGGGGCAAGC	Upstream_CTCF	2
chr7	109484538	109484688	id-94511	1.38e-06	+	ATCCCTCCTACCTGCCTAATCACCAGGTGGCAGTG	V_CTCF_BR	35
chr7	109508393	109508543	id-94512	1	+	NA	NONE	8
chr7	109527350	109527500	id-94513	1	+	NA	NONE	3
chr7	109644010	109644160	id-94514	1	+	NA	NONE	10
chr7	109730297	109730447	id-94515	1.28e-06	+	ATTGCAGGAAAAAGCTCTCCCACAAGGGGTCAGAA	Upstream_CTCF	39
chr7	109770862	109771012	id-94516	4.51e-05	-	GTGGTGGTTGCAAGCTTTTCCTATAGAGGTCAGTA	Upstream_CTCF	23
chr7	109844720	109844870	id-94517	1	+	NA	NONE	29
chr7	110082490	110082640	id-94518	1.39e-05	-	TTCTAATGAGTGCCATTGCCCTACAGGGGGAGCCA	V_CTCF_BR	35
chr7	110174787	110174937	id-94519	3.31e-06	+	GAGTAACTCCTGCATTCTCTCACCAGGAGGCACAA	UpstreamP1_CTCF	15
chr7	110230670	110230820	id-94520	2.15e-05	+	TGTAACCAGGGCCCTTGAGCCACTTGATGGCGTGC	V_CTCF_BR	13
chr7	110235857	110236007	id-94521	6.75e-05	+	GTGCATTTCTGCATGTCTTCCACACAGAGGCACTA	UpstreamP1_CTCF	15
chr7	110472497	110472647	id-94522	5.13e-05	+	TTTCACAATCTAAAAGGGGCCTGCTGGTGGCGTGC	V_CTCF_BR	8
chr7	110480015	110480165	id-94523	1	+	NA	NONE	32
chr7	110511131	110511281	id-94524	8.99e-05	-	TCCTCAGATTTCTTCCATTTCAGTAGATGGCACTA	V_CTCF_BR	3
chr7	110710678	110710828	id-94525	1	+	NA	NONE	8
chr7	110729990	110730140	id-94526	2.44e-07	+	AGTGCCATTTCTCTTTACTCCACTAGAGGGTAGTC	Upstream_CTCF	40
chr7	110738825	110738975	id-94527	5.08e-05	-	TAGCTATATTTAGGCAGTACCAACGGGAGGCAGTG	UpstreamP1_CTCF	40
chr7	110953170	110953320	id-94528	1.21e-06	+	ATGCTTCTGGAACTCACAGCCACCAGAGGTCACCT	UpstreamP1_CTCF	33
chr7	110969816	110969966	id-94529	1	+	NA	NONE	25
chr7	111054887	111055037	id-94530	6.84e-06	-	GGGAATCTTCAGAGTGTGTGCACCAGTGGGCAGGA	V_CTCF_BR	17
chr7	111077954	111078104	id-94531	1	+	NA	NONE	5
chr7	111100020	111100170	id-94532	1	+	NA	NONE	4
chr7	111126736	111126886	id-94533	1.24e-05	-	TGGATGCTTCTGTTTGGGTCCAAAAGGTGGCACTG	V_CTCF_BR	39
chr7	111202023	111202173	id-94534	9.62e-05	-	GTCCGGCCCCCGGCTCTGGCCGTGAGGGAGCGCTG	UpstreamP1_CTCF	37
chr7	111284743	111284893	id-94535	1.21e-09	+	CTGTTATGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	37
chr7	111296116	111296266	id-94536	1	+	NA	NONE	0
chr7	111350992	111351142	id-94537	1.13e-05	-	GGTCAGAGACAGCCAATGTCCAGCAGGAGTCAGGA	UpstreamP1_CTCF	20
chr7	111369658	111369808	id-94538	5.98e-05	-	CAGCGGCCCTGGCTCCTGGCCTGCAGCATGCCCTG	UpstreamP1_CTCF	11
chr7	111370700	111370850	id-94539	4.23e-06	-	GTGTTATACCTCCTGGGTTACATTAGGGGGCACAC	UpstreamP1_CTCF	40
chr7	111375851	111376001	id-94540	2.96e-09	-	GTTGAAATTCTCAACATGCCCACCAGATGGCAGTG	Upstream_CTCF	40
chr7	111381906	111382056	id-94541	1.75e-07	+	GTGCAGTTTGGTAGAAAAACCACAAGATGTCACTA	UpstreamP1_CTCF	40
chr7	111392361	111392511	id-94542	5.72e-07	+	AGGCTACTGCAGTAATCAGGCACTAGGTGGCGCTA	UpstreamP1_CTCF	39
chr7	111396941	111397091	id-94543	1.21e-06	+	ATGCAGGCACACACGCCAGCCTGCGGGAGGAGGAC	UpstreamP1_CTCF	6
chr7	111403360	111403510	id-94544	1.46e-07	+	GTGTAGTGCCCTTTAGAAACCAACAGAGGGGGACC	UpstreamP1_CTCF	40
chr7	111403629	111403779	id-94545	1.56e-06	+	AATGTCATGTCTGTTTGTGCCAACAGAGGGAGACG	Upstream_CTCF	19
chr7	111440504	111440654	id-94546	1.69e-05	-	TTGCAATACCGTTTTGTTTTTACTAGATGTCGCTG	UpstreamP1_CTCF	1
chr7	111493764	111493914	id-94547	5.68e-06	-	GCTATGTAGGAGTCCCAGGCCAGGAGGTGGCGTAA	V_CTCF_BR	38
chr7	111495422	111495572	id-94548	1.64e-05	-	GAGCTTAGTCTTTCCTGGCTCAGTAGGTGGCAGCA	V_CTCF_BR	40
chr7	111496016	111496166	id-94549	3.4e-06	-	CCCGTGCTCAGAGCAAGCACCAGCAGATGGAGTCA	V_CTCF_BR	34
chr7	111593816	111593966	id-94550	5.68e-06	+	CAATTTTAAACGTTACAGGCCTGGAGATGGCACCA	V_CTCF_BR	24
chr7	111719851	111720001	id-94551	6.86e-07	+	TCTTCATTATTTTCTACAGCCCCCAGAGGGCAGAC	Upstream_CTCF	31
chr7	111843757	111843907	id-94552	1	+	NA	NONE	5
chr7	111845843	111845993	id-94553	6.82e-05	-	GGTTCCCGAAGCGCCGGGACAGCTTGGGGGAGCGC	V_CTCF_BR	7
chr7	111846301	111846451	id-94554	1.73e-05	-	GTGAGCAGCCGCCGCCGGGAGAGCTGCGGGCGGCG	V_CTCF_BR	10
chr7	111846717	111846867	id-94555	3.5e-05	+	GGGTAATGGCTGCTTCCAAGACCCAGGGGGCTGTC	UpstreamP1_CTCF	19
chr7	111855079	111855229	id-94556	1	+	NA	NONE	22
chr7	111997311	111997461	id-94557	1	+	NA	NONE	5
chr7	112002369	112002519	id-94558	2.8e-05	+	CAGGTTCCTAAAACTGCTACCACCAGAGGGACTGG	Upstream_CTCF	13
chr7	112023738	112023888	id-94559	8.99e-05	-	AGAAAAAGTTAAAATGTGACCAAAAGAGGGCGTGG	V_CTCF_BR	28
chr7	112039590	112039740	id-94560	1	+	NA	NONE	1
chr7	112051358	112051508	id-94561	4.31e-05	-	CTGTATGTTTCTGCAGCAGCCCATAGAGTGCAGCA	UpstreamP1_CTCF	40
chr7	112055056	112055206	id-94562	1.84e-06	-	AAGAAAGATCTCAATTTAGCCAGCAGAGGGCAAGA	V_CTCF_BR	40
chr7	112092667	112092817	id-94563	4.41e-06	-	AAAGGCAATCCCCATACAGCCACCAGAGGCCTGTA	V_CTCF_BR	39
chr7	112099831	112099981	id-94564	3.24e-06	-	ACAGCTAGACTATTCCCAGCCTCCAGGTGGCTGGT	Upstream_CTCF	6
chr7	112102536	112102686	id-94565	8.21e-05	+	ATACTTTAGAGAGCAGAAACCAGTAGGGGTTGGTA	V_CTCF_BR	7
chr7	112103659	112103809	id-94566	2.19e-05	-	AAGAAACTGCCATTTCTGGCCAGTAGAGGAATGTA	UpstreamP1_CTCF	1
chr7	112106505	112106655	id-94567	2.86e-06	+	CAGCATCCTTGGCTTCTCCCCACTAGGTGCCGATA	UpstreamP1_CTCF	8
chr7	112120540	112120690	id-94568	7.16e-08	+	ACTGTAGCATCTTTTATGTACAGCAGAGGGCAGAA	Upstream_CTCF	40
chr7	112136021	112136171	id-94569	1.93e-05	+	CACTAATAGGAGAGGAGGGACACCTGGTGGCAGTT	V_CTCF_BR	40
chr7	112140785	112140935	id-94570	2.4e-05	+	TAAAGAGCAGAGAGTTTTTCCACTAGGTGGTAGGA	V_CTCF_BR	28
chr7	112145607	112145757	id-94571	4.21e-05	+	TGCTTTTGCCCATAGTCTTCCTGATGATGGCAGCA	V_CTCF_BR	5
chr7	112150652	112150802	id-94572	1	+	NA	NONE	6
chr7	112156203	112156353	id-94573	1	+	NA	NONE	19
chr7	112156785	112156935	id-94574	1.55e-05	-	AAAGGAAAGGAAAAAGCATGCAGCAGGGGGAGCAG	V_CTCF_BR	8
chr7	112186863	112187013	id-94575	1.1e-05	-	TGACTGTGTGAGACCCCTCCCAACAGGGGTCGCCA	V_CTCF_BR	28
chr7	112190620	112190770	id-94576	2.58e-07	+	AGTGGAATGCTAGGCTTTGTCAGTAGAGGGCACTA	Upstream_CTCF	39
chr7	112194815	112194965	id-94577	1	+	NA	NONE	28
chr7	112212313	112212463	id-94578	5.13e-05	+	ATTGGCTGAACTCAGCTGTAAGCCAGAGGGCAGCA	V_CTCF_BR	27
chr7	112305900	112306050	id-94579	3.24e-06	+	CCAGCTTCCCTGAAGACTGCCACTGGGGAGCAGCA	Upstream_CTCF	37
chr7	112329584	112329734	id-94580	6.84e-06	-	CCTGACAGGAAGACACCTCCCAGCAGGGGTCGACA	V_CTCF_BR	11
chr7	112348449	112348599	id-94581	6.73e-07	-	CTGAAATTCCACCAATGAGCCAGCAGTGGGCCTTC	UpstreamP1_CTCF	21
chr7	112389958	112390108	id-94582	3.73e-06	+	TCTGTGACTCTATAATGCTCCACAAGGGGGACACC	Upstream_CTCF	28
chr7	112430014	112430164	id-94583	5.08e-05	+	AGGCAGGTATCCTACCCCGGCCCTGGGAGGCCGAC	UpstreamP1_CTCF	13
chr7	112509355	112509505	id-94584	9.38e-09	-	GTGTAATTCAGGCTGCCGTCCAGTAGATGGCGCTT	UpstreamP1_CTCF	40
chr7	112526009	112526159	id-94585	3.41e-08	-	TCAGCACTTCTCCTTGCTGCCACCAGGTGAGGAAG	Upstream_CTCF	11
chr7	112538862	112539012	id-94586	1.56e-06	-	GGTCACTGTAACCATTTCAGCACTAGAGGGCACTC	UpstreamP1_CTCF	40
chr7	112610942	112611092	id-94587	1.21e-06	-	CTGTACTTACAGACACTGTCCACTAGCTGAGTCTG	UpstreamP1_CTCF	35
chr7	112655193	112655343	id-94588	1.97e-06	+	ACATTCCATGCTACATTTGCCACCAGAGGGAGTCA	V_CTCF_BR	38
chr7	112754104	112754254	id-94589	1.34e-06	-	GTGATAGGTTGCCTTGTTACCACCAGGTGGGAGTG	UpstreamP1_CTCF	30
chr7	112758267	112758417	id-94590	5.38e-05	+	GAGCGTGGAGGCCATATGGACGGTAGGGGGATAGG	V_CTCF_BR	7
chr7	112771531	112771681	id-94591	1	+	NA	NONE	2
chr7	112799919	112800069	id-94592	1.71e-06	+	GCAAACTGGAGCATACAGACCTCTAGGGGGAGCCC	V_CTCF_BR	40
chr7	112922379	112922529	id-94593	2.27e-05	-	TCTCCTCTCTGAGTCTTCTCCAGAAGGTGGAGTCC	V_CTCF_BR	1
chr7	112929325	112929475	id-94594	6.23e-05	-	TTGCACAGAGCAACAAGGAGAGCTAGGTGGAGCTG	UpstreamP1_CTCF	39
chr7	113044409	113044559	id-94595	5.51e-07	+	ATAATGAGATGATCATCAGCCACCAGAGGGCACAT	V_CTCF_BR	32
chr7	113045844	113045994	id-94596	4.14e-05	+	ATGCCTTTCCCAAATCCCTCCTATAGGGGGGCATC	UpstreamP1_CTCF	7
chr7	113055649	113055799	id-94597	7.82e-06	-	ATCCATTTTCACATGTTCACCACTAGCAGGAGCAC	UpstreamP1_CTCF	14
chr7	113061903	113062053	id-94598	6.86e-07	-	GTTGTAACAAGAGCATACACCAGCAGATGGCAGCA	Upstream_CTCF	39
chr7	113071436	113071586	id-94599	1.1e-05	-	TGTCCATCCTGGGGTGTAAACAGCAGAGGGCGTCT	V_CTCF_BR	8
chr7	113280754	113280904	id-94600	4.14e-06	+	TGGCCCTCTTGTCATAGCTCCACTAGGTGGTGCCA	V_CTCF_BR	8
chr7	113338771	113338921	id-94601	1.96e-07	-	GCGCTATGATGAGTTCTATCCTCCAGAGGGCAGTG	UpstreamP1_CTCF	39
chr7	113345147	113345297	id-94602	3.88e-06	-	TGTCGTTTCCACCCCAAGGCCAGCAGGTGGAGAGA	V_CTCF_BR	10
chr7	113350461	113350611	id-94603	1.05e-08	-	GTTGCAATTCAGTTTATGACCACTAGATGGCATGT	Upstream_CTCF	39
chr7	113392496	113392646	id-94604	1	+	NA	NONE	8
chr7	113414362	113414512	id-94605	1.84e-06	+	TTATCTTAACTCCCAATGGCCGCTAGATGGCACCT	V_CTCF_BR	39
chr7	113559152	113559302	id-94606	9.71e-06	-	GATGCTATCATATGCAAGGCCTTTAGGGGGAGGCT	Upstream_CTCF	16
chr7	113666675	113666825	id-94607	3.97e-07	+	GATTTTTAAAAGCCCTTTACCACTAGGTGGCACCA	V_CTCF_BR	39
chr7	113722072	113722222	id-94608	3.24e-06	+	TTTGTAGTCCCTAAGCTTAACGACAGATGGTGGTG	Upstream_CTCF	40
chr7	113750075	113750225	id-94609	1	+	NA	NONE	4
chr7	113850149	113850299	id-94610	2.38e-07	-	AAATGACCATAACACCTCTCCAGCAGGGGGCACAG	V_CTCF_BR	29
chr7	113857202	113857352	id-94611	8.58e-06	-	ATGCTATTCTTCAAGGCCCCCTACAGAGGGCCTGC	UpstreamP1_CTCF	22
chr7	113950534	113950684	id-94612	1.73e-05	+	GGGTGTACAGTGGCTGTATCAGGCAGGTGGCACTA	V_CTCF_BR	17
chr7	113952069	113952219	id-94613	4.71e-06	-	AGTTCATTTGGTTGAGTGCCCAGCAGGTGGCCACT	Upstream_CTCF	3
chr7	114045614	114045764	id-94614	8.02e-05	-	TAAACACTACTATTTCTTACCAGTAGGCAGCACTA	Upstream_CTCF	37
chr7	114062663	114062813	id-94615	1	+	NA	NONE	38
chr7	114066998	114067148	id-94616	1	+	NA	NONE	36
chr7	114179735	114179885	id-94617	3.28e-05	-	CAATGTCCCAGACCCTCCTCCACAGGGTGTCAGCC	V_CTCF_BR	39
chr7	114303708	114303858	id-94618	1	+	NA	NONE	37
chr7	114465469	114465619	id-94619	1.55e-05	+	GGAGAAGCAAGCACCTCCTTCACTAGGTGGCAGGA	V_CTCF_BR	20
chr7	114505736	114505886	id-94620	8.81e-07	+	AAGCTTGCTTAATTGCAAGCCACAAGAGGGCAGCC	V_CTCF_BR	39
chr7	114562099	114562249	id-94621	7.82e-06	+	ATTCACTCCCCTTTCCCAGCCCCGGGAGGGCGCAG	UpstreamP1_CTCF	17
chr7	114569606	114569756	id-94622	1	+	NA	NONE	25
chr7	114579874	114580024	id-94623	4.71e-06	-	ATTGTTATGTAGCTGACTGCCGCCAGGTGTCATGC	Upstream_CTCF	19
chr7	114593915	114594065	id-94624	2.04e-05	-	AATCACAAATCAAAAATATCCAGCAGGGGGAGAAA	V_CTCF_BR	19
chr7	114673179	114673329	id-94625	5.7e-05	-	CTTTAAGTATCATCCTCTACCACTAGAGACAGAAA	Upstream_CTCF	15
chr7	114692833	114692983	id-94626	1.63e-05	-	CTTGCATTTCTCTTTCCTGCCACTATGTGAAGAAG	Upstream_CTCF	10
chr7	114726319	114726469	id-94627	2.67e-06	+	GGAGCATCCTCTGCACCTACCAGGAGGAGGCAATA	Upstream_CTCF	12
chr7	114736411	114736561	id-94628	1	+	NA	NONE	9
chr7	114740180	114740330	id-94629	1	+	NA	NONE	10
chr7	114756716	114756866	id-94630	2.58e-05	-	ATTGTAGTTACTGAACATGCCTCAAGGGGTTTACA	Upstream_CTCF	2
chr7	114757328	114757478	id-94631	1.77e-05	+	TAAGCAGTTCAGTGGAACTCCAGAAGGCGGACAAT	Upstream_CTCF	11
chr7	114757904	114758054	id-94632	1	+	NA	NONE	17
chr7	114778001	114778151	id-94633	8.99e-05	+	TGGAAAATACCTATTATTTCCAGCAGTGGGAGACT	V_CTCF_BR	8
chr7	114857536	114857686	id-94634	7.12e-06	-	CAGTTATATCTTACATAATCCAGCAGAGGGTGCTT	UpstreamP1_CTCF	30
chr7	114937920	114938070	id-94635	1	+	NA	NONE	15
chr7	114980981	114981131	id-94636	1	+	NA	NONE	34
chr7	114992452	114992602	id-94637	1.35e-05	+	CTGTAGGGGCAAGCAAGAGCCTGTGGTAGGCAGAA	UpstreamP1_CTCF	30
chr7	114996318	114996468	id-94638	7.73e-06	+	TAAATATTAGAGCCTGCAGCCACTAGAGGGCAAAT	V_CTCF_BR	40
chr7	115089881	115090031	id-94639	2.47e-05	+	TCAGCACCTCTCTTTGCTGCCACCATGTGAAGAAG	Upstream_CTCF	10
chr7	115116251	115116401	id-94640	3.16e-05	-	GCAGCGCTTACACTGGAAGGCTGTTGAGGGCAGCA	Upstream_CTCF	32
chr7	115151486	115151636	id-94641	2.81e-05	+	AAATTATTTGATACACCTCCCTCCAGGTGGTGGCG	V_CTCF_BR	10
chr7	115201569	115201719	id-94642	1.48e-06	+	AACTGTGGGGCCACAAGTACCAGTAGGGGGAAGGC	V_CTCF_BR	18
chr7	115243586	115243736	id-94643	5.13e-05	+	TAAAACACTTCCATTGTCCAAAGCAGGGGGCGCCA	V_CTCF_BR	17
chr7	115271917	115272067	id-94644	1.06e-05	-	ACGTCAGTACTAAAGATGGACACTAGGAGAAACTT	Upstream_CTCF	13
chr7	115275956	115276106	id-94645	1	+	NA	NONE	1
chr7	115316262	115316412	id-94646	7.27e-06	-	ATGCCGCAGTTCCGTGCAGTCAGAAGATGGCTCCA	V_CTCF_BR	35
chr7	115320082	115320232	id-94647	1.55e-07	-	CTGAAGTGATTTCCTGATGACAGCAGGGGGTGCTC	UpstreamP1_CTCF	37
chr7	115347412	115347562	id-94648	9.81e-06	-	TCTCTCTAGCTCTCTCCTACCCCCAGGTGGTGCTA	V_CTCF_BR	38
chr7	115388311	115388461	id-94649	1.17e-05	-	TTGTTCCCAACTTCAGAAGCCTGCAGAGGTCAGTA	V_CTCF_BR	37
chr7	115491473	115491623	id-94650	6.43e-06	-	TTCTTAAGAAATCTGATTAACACAAGGGGGCAGCA	V_CTCF_BR	37
chr7	115494809	115494959	id-94651	2.04e-05	+	CCACTGCACTCCAGTCTGGGCAACAGAGGGAGACA	V_CTCF_BR	22
chr7	115550710	115550860	id-94652	1.93e-05	-	AAGGGACTTACATTTTTTTCCACTAGAGGTCTCTC	Upstream_CTCF	39
chr7	115580569	115580719	id-94653	1.15e-06	-	CCTGCAGTTTCCAAAGAAAGCAGTAGGAGAAGTAG	Upstream_CTCF	8
chr7	115702804	115702954	id-94654	1	+	NA	NONE	2
chr7	115737778	115737928	id-94655	1	+	NA	NONE	28
chr7	115763160	115763310	id-94656	5.34e-06	-	TGCAGTTATCTTGCTGGGGCCACTAGGTGGTGATC	V_CTCF_BR	40
chr7	115778366	115778516	id-94657	3.84e-06	+	GTTCCATTCTGACTTTTGTCCACTAGATGTCCCCA	UpstreamP1_CTCF	40
chr7	115779063	115779213	id-94658	3.24e-06	+	GTTGCCGTGGCAGATTGCTGCACTAGAGGGCTAAG	Upstream_CTCF	9
chr7	115803150	115803300	id-94659	2.53e-05	+	AGTTATTTAGAAAGAAGAGCCAGCAGGAGGCAATG	V_CTCF_BR	35
chr7	115807306	115807456	id-94660	3.56e-06	+	CTTGCTCTGCGCTGAGTGTCCTGGTGAGGGCGACA	Upstream_CTCF	29
chr7	115813217	115813367	id-94661	1	+	NA	NONE	36
chr7	115820377	115820527	id-94662	3e-06	+	CTGTTTATCCTTTATATTGCCACCAGGGGTCTCCA	UpstreamP1_CTCF	40
chr7	115850668	115850818	id-94663	1	+	NA	NONE	4
chr7	115876198	115876348	id-94664	2.43e-06	-	TGTAAGGTAAAAACTATGCCCAGGAGAGGGCAGTG	V_CTCF_BR	39
chr7	115882345	115882495	id-94665	1	+	NA	NONE	17
chr7	115890127	115890277	id-94666	1.21e-06	-	ATGTACTGCCTGGCCTGAACCACAAGGAGGCCAAT	UpstreamP1_CTCF	40
chr7	115898837	115898987	id-94667	1.09e-07	+	CTGCAACTAAGCATGTGTTACAGCAGGGGGCGATG	UpstreamP1_CTCF	40
chr7	115930953	115931103	id-94668	6.64e-05	+	GGAGCATTTCAACCAACCCTAGCTAGAGGGAAATA	Upstream_CTCF	29
chr7	115933317	115933467	id-94669	1.26e-05	-	CCTGCAACTCTCCTGCTTGCCTGTAGGGTTTCCAC	Upstream_CTCF	33
chr7	115981701	115981851	id-94670	1.17e-05	-	TAGGGCTGTGCACTGCTAAACTCCAGGAGGCACTG	V_CTCF_BR	37
chr7	115994296	115994446	id-94671	8.64e-05	+	GCTGTACTTTCCTGAATGGCAGCCAGGAAAAAACT	Upstream_CTCF	15
chr7	116078433	116078583	id-94672	6.43e-06	+	CCTATAAATTCCAGCATTTCCACTAGGTGGAAGTG	V_CTCF_BR	32
chr7	116092109	116092259	id-94673	4.88e-05	-	TGAGAATTGACCATTGCATCAGCCAGGGGGAGCTC	V_CTCF_BR	28
chr7	116101659	116101809	id-94674	2.86e-06	+	AAGCAACATCCAGCATTAAACACTAGGGGGGAAGC	UpstreamP1_CTCF	26
chr7	116135856	116136006	id-94675	5.38e-05	-	TCCAAATGTTGCCAAATGTCCTCTGGGGGGCAAAA	V_CTCF_BR	9
chr7	116164794	116164944	id-94676	5.08e-07	-	GCACATCCCCAAGGTTCTGGCAGCAGAGGGCGGGG	V_CTCF_BR	37
chr7	116165528	116165678	id-94677	4.51e-05	+	GGCGCCCAGACCGGCAGGTCCCGCAGGCGGCGCGC	Upstream_CTCF	28
chr7	116166237	116166387	id-94678	1.15e-07	-	CGCCTGCCTCCCCCGCCCGCCGCCAGGGGTCAGGG	V_CTCF_BR	39
chr7	116176632	116176782	id-94679	5.48e-05	+	GCAGCAGGGCCTTCCTTGTCCAGCAAAGGCATTTG	Upstream_CTCF	3
chr7	116216801	116216951	id-94680	3.63e-05	-	TGTTCCAGCCTCTTTAGGAACACTAGGTGGCTGTT	V_CTCF_BR	19
chr7	116222613	116222763	id-94681	1.15e-07	-	CTGCAGGAAGACAGCTGCCCCAGCAGAGGGAGGAT	UpstreamP1_CTCF	32
chr7	116223889	116224039	id-94682	5.08e-05	+	CAGGGGTGCCACTTTCAAGCCAACAGGTGGCCTCT	UpstreamP1_CTCF	2
chr7	116228432	116228582	id-94683	1	+	NA	NONE	22
chr7	116228857	116229007	id-94684	7.84e-05	-	TGTAAGTTTTCTTGAATTGTCAGAGGGGGGCAGAC	V_CTCF_BR	15
chr7	116229177	116229327	id-94685	9.88e-07	-	AGTTTTATATCATAAATGTCCAGTAGATGGCAGTG	Upstream_CTCF	38
chr7	116231934	116232084	id-94686	2.73e-07	+	TTAGCAGTACTCAAAATTAACACTAGGTGTCAGAT	Upstream_CTCF	39
chr7	116238452	116238602	id-94687	1.28e-06	+	GCCCAAGCACACGGAGAGGCCACGAGGAGGCACTG	V_CTCF_BR	40
chr7	116273849	116273999	id-94688	4.3e-06	+	TCAGAAATGCTAATTGAAAACTCCAGATGGCAGCA	Upstream_CTCF	22
chr7	116277591	116277741	id-94689	1	+	NA	NONE	0
chr7	116311895	116312045	id-94690	5.01e-06	+	GACACTCGCCTCCCAAGCGCCAGGAGGGGGAGACT	V_CTCF_BR	40
chr7	116312205	116312355	id-94691	1	+	NA	NONE	13
chr7	116355280	116355430	id-94692	7.62e-07	-	GAAGGAGTCCTCCCTAGAGCCTCCAGAGGGAGCAT	Upstream_CTCF	32
chr7	116356897	116357047	id-94693	1	+	NA	NONE	8
chr7	116366257	116366407	id-94694	2.77e-07	-	TTGTTGTTTACCCACTTTTCCAGGAGGGGGAGGAA	UpstreamP1_CTCF	4
chr7	116426909	116427059	id-94695	2.28e-05	-	AATTTCTTTGCAACTCTTGCCAATAGGGGTCACAC	Upstream_CTCF	40
chr7	116441260	116441410	id-94696	1	+	NA	NONE	6
chr7	116443024	116443174	id-94697	3.4e-06	-	ACTGACTTTAGACATGTGGCCTCTTGGGGGCAGGA	V_CTCF_BR	39
chr7	116443774	116443924	id-94698	1	+	NA	NONE	4
chr7	116449863	116450013	id-94699	7.27e-06	-	ACATTTAAATGTGTTGTCAACACTAGATGGCACTC	V_CTCF_BR	40
chr7	116468462	116468612	id-94700	5.08e-05	+	CCTGCCTCAGCCTCGCAAGCAGCTAGGTGGGGCTA	Upstream_CTCF	18
chr7	116502348	116502498	id-94701	1.47e-05	+	CACTCAAGATGCTAGCAAGCCTGCAGCAGGCGGCC	V_CTCF_BR	39
chr7	116502784	116502934	id-94702	2.81e-05	-	GCGGGGCCTCGGGTGACGGACAGGGGCAGGCACTG	V_CTCF_BR	5
chr7	116503286	116503436	id-94703	2.06e-07	+	CTTGCAGCTCCCATGTTCCCCAGGAGGCAGCGGAG	Upstream_CTCF	33
chr7	116516876	116517026	id-94704	3.09e-05	+	ACGGAGTGAACAGTCAGGGGCTGTAGGAGGCAGAC	UpstreamP1_CTCF	12
chr7	116570591	116570741	id-94705	1.84e-12	+	CTGCAGTTTCCAAGAGGCGCCAGCAGGTGGCACTG	UpstreamP1_CTCF	40
chr7	116624995	116625145	id-94706	2.4e-05	+	TCCAGAGTAATTCTTTCTACCACTAGATGGTGCTT	V_CTCF_BR	39
chr7	116628607	116628757	id-94707	1	+	NA	NONE	26
chr7	116652833	116652983	id-94708	4.3e-06	-	TTTGCCATACCTCAGAAATCCAGCAGAGGGGTTAA	Upstream_CTCF	40
chr7	116675645	116675795	id-94709	3.11e-05	-	TATTCATGAAAACCAATGTCCTCCTGCTGGCAGCA	V_CTCF_BR	14
chr7	116759614	116759764	id-94710	1.15e-07	-	GAGTTGTTGTCAACCCCTCCCAGAAGGGGGCGCAA	UpstreamP1_CTCF	40
chr7	116767744	116767894	id-94711	1.09e-07	-	AAGAAGTGTCACAATACAGCCAGCAGGGGGTGCAG	UpstreamP1_CTCF	39
chr7	116797761	116797911	id-94712	3.86e-05	-	ATGGCACTGCTCTCCTGTGCCAAGAGTGGCCTCAA	Upstream_CTCF	37
chr7	116811289	116811439	id-94713	3.11e-05	+	CCTCACAGGCAGTACCTATCCTGTAGGGGCAGCAC	V_CTCF_BR	25
chr7	116853174	116853324	id-94714	3.12e-08	+	CTGCACTTCCACCATTGTACCACTTGGTGGTGCCT	UpstreamP1_CTCF	40
chr7	116856629	116856779	id-94715	8.02e-05	+	TGTGCAGTGCCTCTACCGGCCTCTCTCTGGACCTC	Upstream_CTCF	1
chr7	116861036	116861186	id-94716	2.43e-06	+	AGCCTCTCCCCCAGCACCCCCAGCAGGTGGCTCTT	V_CTCF_BR	2
chr7	116879280	116879430	id-94717	1	+	NA	NONE	3
chr7	116952769	116952919	id-94718	1	+	NA	NONE	34
chr7	116973357	116973507	id-94719	1	+	NA	NONE	31
chr7	116978247	116978397	id-94720	1	+	NA	NONE	17
chr7	117015574	117015724	id-94721	1	+	NA	NONE	35
chr7	117021558	117021708	id-94722	1	+	NA	NONE	26
chr7	117025998	117026148	id-94723	1	+	NA	NONE	37
chr7	117039989	117040139	id-94724	2.46e-06	+	TTTCATTTCAATAAAATTTCCACTAGAGGGCATTC	UpstreamP1_CTCF	38
chr7	117041478	117041628	id-94725	5.55e-07	-	AGTGCCATCCCTATTGGAGCCAGTAGGGGTCCAGC	Upstream_CTCF	40
chr7	117045693	117045843	id-94726	5.93e-06	-	GGTGCTATCCCTATTTGAGTCAGTAGAGGTCCCAC	Upstream_CTCF	25
chr7	117099162	117099312	id-94727	1.46e-07	+	TTTCACTTTTCTCTTTTCACCAGCAGAGGGCAGGT	UpstreamP1_CTCF	39
chr7	117121199	117121349	id-94728	1	+	NA	NONE	23
chr7	117145439	117145589	id-94729	1.69e-05	-	AACCAGCATAAGGCAAATGCCACCAGGTGGCATTT	UpstreamP1_CTCF	11
chr7	117310003	117310153	id-94730	5.34e-06	+	GGTTTGTTTTCACACGTAACCCCAAGAGGGCAGTC	V_CTCF_BR	23
chr7	117314031	117314181	id-94731	2.27e-05	-	TAACAATAAAACCAAATCTCCACAAGGTGGCAGTT	V_CTCF_BR	36
chr7	117355969	117356119	id-94732	9.62e-08	-	ATGTTTTTCTCAGAAAGTGCCAGCAGAGGGCAAAG	UpstreamP1_CTCF	40
chr7	117390774	117390924	id-94733	2.27e-06	+	ATATATATACTCCACGCTTCCAGCAGAGGGCTCTA	V_CTCF_BR	37
chr7	117412972	117413122	id-94734	1	+	NA	NONE	0
chr7	117421824	117421974	id-94735	6.75e-05	-	CTTTACTTTCACCAGGCAACCTGTAGGGGCACTTT	UpstreamP1_CTCF	17
chr7	117432131	117432281	id-94736	1	+	NA	NONE	11
chr7	117469642	117469792	id-94737	1	+	NA	NONE	17
chr7	117475123	117475273	id-94738	3.56e-06	-	ACTGCAACTTCAGCCGTCCCCTGTGGGAGGCTTAG	Upstream_CTCF	7
chr7	117510056	117510206	id-94739	1	+	NA	NONE	18
chr7	117512754	117512904	id-94740	1.71e-06	-	CACTGGGAGAGGGCCGTGTCCAGATGTGGGCGCTG	V_CTCF_BR	22
chr7	117513880	117514030	id-94741	1	+	NA	NONE	20
chr7	117515753	117515903	id-94742	5.3e-05	+	CTGGCCTGGGGCTGCTTCTCCACCAGGAGGACACT	UpstreamP1_CTCF	29
chr7	117541202	117541352	id-94743	1.41e-05	+	GGGAAGTGAATGCAAAAGCCCTGTAGGGGGAGTTG	UpstreamP1_CTCF	6
chr7	117571501	117571651	id-94744	1	+	NA	NONE	3
chr7	117589462	117589612	id-94745	7.78e-06	+	GATGCAGGACTGAGTCATGCCACTGGGTGAGCCAC	Upstream_CTCF	23
chr7	117591882	117592032	id-94746	6.82e-05	+	TGTACATCAATTAATCTCACCACCAGAGGCAAATG	V_CTCF_BR	8
chr7	117633590	117633740	id-94747	3.22e-07	+	TGTGCATTTCAATGGCTTTCCTGTAGGGGCAGCAG	Upstream_CTCF	38
chr7	117742791	117742941	id-94748	1	+	NA	NONE	2
chr7	117745001	117745151	id-94749	2.4e-05	-	TCATAGCGTTGTTCATATACCAGTAGATGGTGCTG	V_CTCF_BR	35
chr7	117793727	117793877	id-94750	1.52e-09	-	CTGTAGTTTGGGTAATTAGCCACTAGATGGCAGGG	UpstreamP1_CTCF	40
chr7	117809344	117809494	id-94751	7.82e-06	+	GTGAAGTTCCTTAATGCTGCCACGAGGGGATCTAG	UpstreamP1_CTCF	31
chr7	117836044	117836194	id-94752	1.19e-06	-	GTAGAAAAGAAAGCAATGGCCACTAGGAGGCAGCA	V_CTCF_BR	40
chr7	117891061	117891211	id-94753	3.05e-07	-	TGAGCAGCATTTAGATTGTCCACTAGATGGCAAAT	Upstream_CTCF	34
chr7	117899287	117899437	id-94754	1	+	NA	NONE	10
chr7	117993024	117993174	id-94755	6.46e-07	+	TTCAGGATCATTATACTAGCCAGGAGATGGCACTA	V_CTCF_BR	26
chr7	118039022	118039172	id-94756	1.1e-06	+	TGGCACCTGAGTGCTGCACCCTCCAGAGGGAGCAA	V_CTCF_BR	1
chr7	118147106	118147256	id-94757	1.7e-05	-	AGTGTAATAACAGAAGATAAGGCCAGGGGACGCAG	Upstream_CTCF	2
chr7	118230280	118230430	id-94758	2.6e-06	-	GTAGCAAACATGTCCTTCTCCACAAGGTGGCAGGA	V_CTCF_BR	33
chr7	118288183	118288333	id-94759	1.73e-05	+	AGGATCTTCAGTGTAGTGTCCTCCAGAGGTCTCAC	V_CTCF_BR	5
chr7	118371997	118372147	id-94760	2.81e-05	-	GAATATTCTCATCTTTTCACCAGATGGTGGAGCTC	V_CTCF_BR	8
chr7	118417491	118417641	id-94761	2.12e-06	-	CTGCAATGTCCCTGTTCTTCCAGAAGGTCTCCCTG	UpstreamP1_CTCF	10
chr7	118510416	118510566	id-94762	8.89e-06	+	CAGGGTGTGTAAGAAACCTCCAGTAGGGGGGGTTG	Upstream_CTCF	29
chr7	118558735	118558885	id-94763	3.18e-06	+	TTCCAGATCATCATACTTTCCAGGAGATGGCACTC	V_CTCF_BR	26
chr7	118596425	118596575	id-94764	1	+	NA	NONE	3
chr7	118816191	118816341	id-94765	2.97e-06	-	GCAAGACGCTTAAGGTTTGTCAGTAGATGGCGCTG	V_CTCF_BR	39
chr7	118838103	118838253	id-94766	1.73e-08	-	TTGCAGTTTGACCCACAAGCCAGTAGATGGCGTGG	UpstreamP1_CTCF	40
chr7	118910122	118910272	id-94767	4.28e-10	+	GTGCAGTTTGACCCATCAGCCAGCAGATGGCGCAT	UpstreamP1_CTCF	40
chr7	118960461	118960611	id-94768	4.1e-06	-	GTTGCAATTCCATTCTGTTCCCATTGGTGGCTGCC	Upstream_CTCF	14
chr7	118984641	118984791	id-94769	1	+	NA	NONE	2
chr7	119122390	119122540	id-94770	5.2e-08	-	CTGCAGTTCTTAACCTCTGGCAGGAGGGGGAGAAT	UpstreamP1_CTCF	32
chr7	119312176	119312326	id-94771	1	+	NA	NONE	1
chr7	119504048	119504198	id-94772	1	+	NA	NONE	5
chr7	119575597	119575747	id-94773	7.73e-06	+	AGATGTTCTGTGAAGAATACCACAAGATGGCAGTA	V_CTCF_BR	37
chr7	119584394	119584544	id-94774	6.49e-06	-	GGTGCAATTCAGATATTCATCACTAGGAGAATGGA	Upstream_CTCF	9
chr7	119640277	119640427	id-94775	1	+	NA	NONE	4
chr7	119708258	119708408	id-94776	3.88e-06	-	TGGCCTTCTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	18
chr7	119730111	119730261	id-94777	7.15e-05	-	GAATGCAAGGACCATGGAACCGCAGGGTGTCAGCC	V_CTCF_BR	31
chr7	119912344	119912494	id-94778	2.15e-05	-	CAAACGTAACACATACAAGCCACTAGATGGCGTGG	V_CTCF_BR	39
chr7	119977456	119977606	id-94779	1.03e-06	+	GTGGAATATTAGAACATTGCCACTAGGGGCAGGAG	UpstreamP1_CTCF	39
chr7	120195143	120195293	id-94780	2.12e-06	-	TAGTAGGAGGCATAACAAGCCACTAGGGGTCAGCA	UpstreamP1_CTCF	38
chr7	120365610	120365760	id-94781	1.41e-06	-	TTGCAGAAATACCAAATACCCGCTAGGGGGCATAA	UpstreamP1_CTCF	40
chr7	120373312	120373462	id-94782	1.27e-06	+	GTGTACTTCTGCAGTCACTCCAGCAGGAGTAAAGG	UpstreamP1_CTCF	27
chr7	120432180	120432330	id-94783	1.01e-09	+	AGAACTGGCAGCCTAGCCGCCACCAGAGGGCGCAG	V_CTCF_BR	39
chr7	120446068	120446218	id-94784	1.15e-07	+	TGACATCACTAATCATTAGCCAGCAGGGGGAGCTG	V_CTCF_BR	40
chr7	120488290	120488440	id-94785	1.74e-07	+	TCTGTCCCTCCATCTCATCCCAGTAGAGGGCACAG	Upstream_CTCF	1
chr7	120496818	120496968	id-94786	2.11e-06	+	AAGGGCAAAACGGCAGCGATCTGCAGGGGGCGGGG	V_CTCF_BR	22
chr7	120497187	120497337	id-94787	5.37e-06	+	CAGCTGTGCTCGGCACTGTCCTGAAGGTGAGAAAC	UpstreamP1_CTCF	27
chr7	120497657	120497807	id-94788	9.67e-08	-	CCGGCGCTTCCCCTCGCGCCCTGCCGGGGGCGCGC	Upstream_CTCF	40
chr7	120535939	120536089	id-94789	2.18e-07	+	GTGGCTGTACCCTGCAAAGCCACAAGGGGTAGCTG	Upstream_CTCF	9
chr7	120581243	120581393	id-94790	6.43e-06	-	GTTGGTTTGAGAAAATTGTACAGTAGAGGGCAGTG	V_CTCF_BR	28
chr7	120622410	120622560	id-94791	1.41e-06	+	CAGCACTCCTGGCCTCTATACACTAGGAGTCAGTA	UpstreamP1_CTCF	16
chr7	120627759	120627909	id-94792	9.27e-07	+	AATCTGTGCTAGCTGGGCACCCCTAGGGGGCGCTC	UpstreamP1_CTCF	40
chr7	120640614	120640764	id-94793	1	+	NA	NONE	5
chr7	120642094	120642244	id-94794	3.71e-05	+	AAAGTTATGTTTCAAAATGCCACTAGGAGTCCAAA	Upstream_CTCF	9
chr7	120659767	120659917	id-94795	1	+	NA	NONE	0
chr7	120683901	120684051	id-94796	1	+	NA	NONE	0
chr7	120715054	120715204	id-94797	4.88e-05	-	CTAGTAATGCTGAAAATGCTCCCAAGAAGGAGACA	Upstream_CTCF	1
chr7	120715979	120716129	id-94798	1	+	NA	NONE	1
chr7	120719466	120719616	id-94799	8.79e-07	-	AGGCAATTCTACATATAGACCAGCAGATGGGCACC	UpstreamP1_CTCF	32
chr7	120721494	120721644	id-94800	5.74e-05	-	GAGAAAGTTCCATATTTCACCATTAGATGGTGCTA	UpstreamP1_CTCF	40
chr7	120722087	120722237	id-94801	1.01e-05	-	GTTGCATGACTATATTTAGCAGCTAGGTGGAACTG	Upstream_CTCF	21
chr7	120739737	120739887	id-94802	1.56e-06	-	CAGTTGCTTATTAGCATCACCACCAGGTGGTGGAG	UpstreamP1_CTCF	32
chr7	120748087	120748237	id-94803	3.6e-07	-	TGTACAATAGCAAAAAAGACCACTAGGGGGCAATA	Upstream_CTCF	40
chr7	120766955	120767105	id-94804	9.84e-06	+	CTGTTGACTTCCAAAAAGACCACTAGATGTCAGTT	UpstreamP1_CTCF	29
chr7	120803892	120804042	id-94805	1.47e-05	+	CCAAGAATAGACTCATTGACCACTTGGTGGCAATA	V_CTCF_BR	11
chr7	120943750	120943900	id-94806	5.12e-07	-	CTGCAAGCCTCAGGGCCCAGCACCGGGTGTCAGCA	UpstreamP1_CTCF	18
chr7	120969618	120969768	id-94807	4.41e-06	+	CCAATTTGCCGCTGAACAGCCGCCAGAAGGAGCTG	V_CTCF_BR	29
chr7	120970138	120970288	id-94808	1	+	NA	NONE	9
chr7	120977621	120977771	id-94809	1	+	NA	NONE	34
chr7	120991865	120992015	id-94810	1.92e-05	+	GAGCAGTGACAGAAGTCAACCACCAGGGAAACTAC	UpstreamP1_CTCF	30
chr7	121007008	121007158	id-94811	7.55e-07	+	GCACAATGACATAGGCTTCCCACAAGAGGGCAGCA	V_CTCF_BR	40
chr7	121013360	121013510	id-94812	2.6e-05	-	AACTAATGTACCTGTTTGGCCACCAGGTGCTAATG	UpstreamP1_CTCF	24
chr7	121036380	121036530	id-94813	1.38e-08	-	GCGCCCGCTTGGTCCTCCACCGCCAGGGGGCGGGC	V_CTCF_BR	40
chr7	121038489	121038639	id-94814	8.19e-06	-	CTGTGCTTGCCTGCCTTTTCCACAGTGTGGCACTG	UpstreamP1_CTCF	38
chr7	121078528	121078678	id-94815	5.41e-06	-	CCTGCCTTAGTAGACTCCACCTCTGGGGGCAGGGC	Upstream_CTCF	31
chr7	121089524	121089674	id-94816	7.78e-06	+	GAAGCAATCCCTAGGCCTACCAGCTGGGACCAGAT	Upstream_CTCF	25
chr7	121150491	121150641	id-94817	1.69e-05	+	CTGCTGTAGAGGCTCAACACCCCCTGCTGGAGGTT	UpstreamP1_CTCF	18
chr7	121170427	121170577	id-94818	1	+	NA	NONE	8
chr7	121184442	121184592	id-94819	1	+	NA	NONE	11
chr7	121187673	121187823	id-94820	1.09e-06	-	ATGCTATTGCTTGTATATCTCACCAGATGGCGCTA	UpstreamP1_CTCF	38
chr7	121198510	121198660	id-94821	6.05e-06	-	GGGCTTATATGCCACGTGGCCAGCAGAGGCAGAAG	V_CTCF_BR	13
chr7	121203367	121203517	id-94822	1.84e-06	-	AAGTGCATTCTAGCACAGGCCTGCAGAGGGAGGAC	V_CTCF_BR	40
chr7	121245423	121245573	id-94823	1.64e-06	+	GAGCAGGTACTCAATTTTGCCAAGAGATGGCAGAT	UpstreamP1_CTCF	28
chr7	121376244	121376394	id-94824	7.55e-07	+	GTTGGCCTGTGCCCAGCATCCTGTAGATGGCAGCC	V_CTCF_BR	3
chr7	121392865	121393015	id-94825	6.21e-05	+	GGATTTTTTTTTCTTACTGCCACATGGTGTCACTC	V_CTCF_BR	40
chr7	121514578	121514728	id-94826	1	+	NA	NONE	11
chr7	121595315	121595465	id-94827	4.65e-05	+	GAAGGGGGAAAGTTAATGACCACAAGAGGGCTTAT	V_CTCF_BR	3
chr7	121601347	121601497	id-94828	7.84e-05	-	GAATGATGAGCCTGAGCAAACTCATGGTGGCAGAA	V_CTCF_BR	13
chr7	121625649	121625799	id-94829	1.41e-05	+	CTCAAGTTGAGCATTGCATCCACTAGGAGGCCATC	UpstreamP1_CTCF	25
chr7	121634724	121634874	id-94830	3.09e-07	-	GTGAGACTTCTACTGATGTCCACCAGATGGCAGAA	V_CTCF_BR	38
chr7	121635132	121635282	id-94831	1.76e-09	-	TTTGCAGTTCACCTCATGAACACCGGAGGGCACCC	Upstream_CTCF	40
chr7	121642312	121642462	id-94832	2.72e-05	+	CAGTAATATGAATGTGCTAACACTTGGGGGTGCTC	UpstreamP1_CTCF	7
chr7	121646971	121647121	id-94833	2.53e-05	-	TTCCTTACCTAACTGGTCACCACAGGATGGTGCTG	V_CTCF_BR	10
chr7	121654836	121654986	id-94834	3.11e-05	+	TTTCTTTATCTTAATGTTGCCTAAAGAGGGCAGTG	V_CTCF_BR	24
chr7	121733112	121733262	id-94835	2.18e-07	+	TTTGTGATGCAGGCCTTGGCCACAAGAGGGTGCAA	Upstream_CTCF	40
chr7	121783012	121783162	id-94836	8.02e-05	+	AACTCATTTTGCAGAATGGCCACCAGGTTACACAG	Upstream_CTCF	23
chr7	121784048	121784198	id-94837	1	+	NA	NONE	22
chr7	121787328	121787478	id-94838	3.29e-05	-	GCTGCCTTTTACATTCCAGCCAGCAGAGTTGAGTA	Upstream_CTCF	26
chr7	121859436	121859586	id-94839	2.32e-08	+	GCTGCAATTCACAATGATGACACTGGATGGCACCA	Upstream_CTCF	38
chr7	121924791	121924941	id-94840	7.84e-05	-	TCATCTCACTAGGGAGTGCCAGACAGGGGGCGCAG	V_CTCF_BR	3
chr7	122169040	122169190	id-94841	3.4e-06	-	AGTAATAATATGTATATGTCCAGTAGATGGCGCAA	V_CTCF_BR	34
chr7	122172847	122172997	id-94842	3.31e-06	-	TTGTAAGTAATGTTTTTATCCACTTGGGGGCACTA	UpstreamP1_CTCF	36
chr7	122190694	122190844	id-94843	1	+	NA	NONE	22
chr7	122329501	122329651	id-94844	9.62e-05	+	TTATTGCTAAGGGATAGAACCACAAGGGGGCCCAC	UpstreamP1_CTCF	11
chr7	122329888	122330038	id-94845	4.21e-05	+	CCATCATGGACGCTAGAGTCAGCCAGGGGGCAGGC	V_CTCF_BR	7
chr7	122443549	122443699	id-94846	4.43e-05	+	AAATCACAGGAAACTTTCACCACTAGATGGTGAGC	V_CTCF_BR	32
chr7	122525705	122525855	id-94847	6.48e-05	+	GAGCTGCGCCTGCCGGGTGCAACCGCGGCGCGGCC	UpstreamP1_CTCF	29
chr7	122526499	122526649	id-94848	1	+	NA	NONE	35
chr7	122527443	122527593	id-94849	1	+	NA	NONE	32
chr7	122536666	122536816	id-94850	1	+	NA	NONE	7
chr7	122542938	122543088	id-94851	5.92e-05	+	ATAGAAAAGTACACTCTGTCCACTAGGAGGCCAAA	Upstream_CTCF	31
chr7	122694912	122695062	id-94852	4.03e-06	-	AAGCAGAACTCAGCTGGCACCTGCAGAGGGAGCAT	UpstreamP1_CTCF	23
chr7	122710873	122711023	id-94853	1.18e-05	+	GTGGATTCTATTCTCGCAGCCACTAGAGGACACCC	UpstreamP1_CTCF	35
chr7	122771285	122771435	id-94854	2.29e-05	-	TTTCTCTTCTACAGATTGCTCTCTAGGTGGCACAT	UpstreamP1_CTCF	20
chr7	122788972	122789122	id-94855	3.28e-05	-	TAAAATCTCATAAAATTGCCCACCAGATGGAGTCA	V_CTCF_BR	9
chr7	122794427	122794577	id-94856	6.46e-07	-	AAGAAATCTGCAATCGTTGCCACCAGGTGGCAATA	V_CTCF_BR	40
chr7	122848976	122849126	id-94857	3.63e-06	+	TGCTGAATGCTCCACAATGCCACCAGAGGGCTCTT	V_CTCF_BR	30
chr7	122925192	122925342	id-94858	1	+	NA	NONE	16
chr7	122925558	122925708	id-94859	1	+	NA	NONE	2
chr7	122995746	122995896	id-94860	1.82e-06	-	GTGTAGTTCTCAGTGTCAGCCTCCAGGGACAGAGC	UpstreamP1_CTCF	23
chr7	123007696	123007846	id-94861	3.22e-07	-	TCTGTAATTCTTAGAACAGCCTCTGGAGGTCAGGG	Upstream_CTCF	39
chr7	123132654	123132804	id-94862	6.15e-05	+	CTCTCAGTTCCTTTCCTCACCACTAGCTGCTGTTT	Upstream_CTCF	32
chr7	123134363	123134513	id-94863	1.03e-06	+	ATACAATTATCATTATGAGCCACAAGAGGGCAGCA	V_CTCF_BR	38
chr7	123177235	123177385	id-94864	9.71e-06	-	AATGCTTGATTTTATCAAGCCACTAGGTGGCATCT	Upstream_CTCF	36
chr7	123221004	123221154	id-94865	3.66e-06	+	TTCCTGTGTGACTCTCCTTCCACTAGATGGTGCTG	UpstreamP1_CTCF	40
chr7	123264744	123264894	id-94866	1	+	NA	NONE	39
chr7	123275729	123275879	id-94867	3.84e-06	+	TTGCTATGAGTGTGATTAACCACTGGATGTCAGGA	UpstreamP1_CTCF	40
chr7	123277353	123277503	id-94868	1	+	NA	NONE	29
chr7	123322805	123322955	id-94869	4.41e-06	+	AAGTAGAAAAAGGTTTCTAGCAGCAGAGGGCACTG	V_CTCF_BR	39
chr7	123338011	123338161	id-94870	8.64e-05	+	GGTGCAACCTCTGTGTTCTCCACTGGGAGAACTCT	Upstream_CTCF	13
chr7	123341681	123341831	id-94871	3.97e-07	-	TACTGTATTTGGTGCACCACCACTAGGTGGCAGTG	V_CTCF_BR	40
chr7	123357073	123357223	id-94872	1	+	NA	NONE	4
chr7	123388289	123388439	id-94873	1	+	NA	NONE	26
chr7	123389176	123389326	id-94874	2.73e-07	-	CGCGCGGTCCGCGCCTCGGCCGGAAGGGGGCGTGG	Upstream_CTCF	9
chr7	123389645	123389795	id-94875	1	+	NA	NONE	32
chr7	123411441	123411591	id-94876	2.15e-05	+	CAACCTCTCTAGCTTCTACCCACTAGATGCCAGTA	V_CTCF_BR	7
chr7	123437996	123438146	id-94877	1.1e-05	+	AATTTTCCTTTTATTTTACCCACCAGAGGGTGCTA	V_CTCF_BR	36
chr7	123496605	123496755	id-94878	1.48e-06	-	CTCCTAACAGGGACAGCTCCCAGCAGGGGTCAGCA	V_CTCF_BR	10
chr7	123505690	123505840	id-94879	4.31e-09	-	GTGTAATTATCACGTCTAACCACCAGGTGTCACCA	UpstreamP1_CTCF	40
chr7	123512424	123512574	id-94880	5.12e-06	-	GTGCATGTAAGCAACGTGCCCACTGTGGGGAGCTG	UpstreamP1_CTCF	40
chr7	123556617	123556767	id-94881	2.46e-06	-	GTGTAATTTTATGTAAAGGCCTTTAGAGGGCAGCT	UpstreamP1_CTCF	32
chr7	123607105	123607255	id-94882	2.04e-05	+	TTTATAACATACAATAATGGCAGCAGGGGGCAGTA	V_CTCF_BR	23
chr7	123672522	123672672	id-94883	5.9e-06	+	CTGCAGCGCCAGGTCCAGCGCCCCTGGCGCCACCG	UpstreamP1_CTCF	3
chr7	123717737	123717887	id-94884	1	+	NA	NONE	11
chr7	123741360	123741510	id-94885	2.27e-06	+	TCAAATTGTCATGATGTCTCCAGGAGATGGCGCTC	V_CTCF_BR	37
chr7	123793027	123793177	id-94886	7.1e-07	+	TTGCAGTTTCAAGATCAAGTCAGGAGAGGGAGACA	UpstreamP1_CTCF	38
chr7	123795572	123795722	id-94887	3.63e-05	+	TACAAATTGCCTCTTTGAAACACTAGAGGGTGGTA	V_CTCF_BR	39
chr7	123811254	123811404	id-94888	1.84e-06	+	AGTAGTGACTATGACAGTGTCAGCAGGGGGCAGCC	V_CTCF_BR	37
chr7	123903264	123903414	id-94889	9.78e-07	+	CAGCGCTTCTACAGGATGAACAGCAGGAGGAGGCT	UpstreamP1_CTCF	5
chr7	123916175	123916325	id-94890	2.18e-07	-	GAGGCAATAGCAAGATCTCCCACTAGGGGCAACAC	Upstream_CTCF	39
chr7	124303104	124303254	id-94891	2.4e-05	-	CAAGGGACAGTGTCTCCCTCTAGCAGCTGGCACAG	V_CTCF_BR	14
chr7	124405720	124405870	id-94892	2.04e-05	+	GAAATCGTGGGGAGAAGGGGGAGAAGAGGGCGCCG	V_CTCF_BR	22
chr7	124405997	124406147	id-94893	1	+	NA	NONE	33
chr7	124425357	124425507	id-94894	3.84e-06	-	TAGCATTACCTTCTGCGCGGCAGGAGAGGGAGCTC	UpstreamP1_CTCF	40
chr7	124443464	124443614	id-94895	1	+	NA	NONE	3
chr7	124480605	124480755	id-94896	2.96e-05	-	ACCATTGCTGTTTTCTTGGCCTCTGGATGTCACTG	V_CTCF_BR	20
chr7	124496456	124496606	id-94897	3.1e-07	-	ATGTTCTGCTTTATTTTGCCCACTAGAGGGTGATA	UpstreamP1_CTCF	40
chr7	124637045	124637195	id-94898	6.23e-05	-	GCTCACGTCAAAACTTAATCCCCAAGGTGGCAGTA	UpstreamP1_CTCF	29
chr7	124668993	124669143	id-94899	5.48e-05	-	ACTATGATTATCAAATCCTCCACTAGGTGCCAGGC	Upstream_CTCF	17
chr7	124673728	124673878	id-94900	3.45e-05	-	GATGCGGAACACCCAGGCACTGGCTGGGGGCACTC	V_CTCF_BR	8
chr7	124700035	124700185	id-94901	1.46e-07	+	CTGCTTTTCTTAATATTTGCCAGAAGATGGTGCTA	UpstreamP1_CTCF	29
chr7	124874083	124874233	id-94902	1	+	NA	NONE	1
chr7	124956684	124956834	id-94903	1	+	NA	NONE	22
chr7	125004018	125004168	id-94904	1	+	NA	NONE	3
chr7	125023509	125023659	id-94905	1.43e-05	+	AGGGTATTCTTCCATGTGACCTATAGAGGGCTCTC	Upstream_CTCF	24
chr7	125311149	125311299	id-94906	1.22e-07	-	TTGTACTTACTTATTCCACACACCAGGGGGCAATA	UpstreamP1_CTCF	38
chr7	125942835	125942985	id-94907	1	+	NA	NONE	10
chr7	126013107	126013257	id-94908	9.51e-07	-	GGTCCAACCCCACAATTGAACTGCAGAGGGCACAA	V_CTCF_BR	2
chr7	126066906	126067056	id-94909	1	+	NA	NONE	5
chr7	126248495	126248645	id-94910	1.46e-07	-	CTGCAGTTTCCACAAGTGGCCATGTGAGGGCGACT	UpstreamP1_CTCF	29
chr7	126339770	126339920	id-94911	8.59e-05	-	GCCAGCTTAGGCAAGCATGCCTCTAGTGGGCTTAG	V_CTCF_BR	13
chr7	126430973	126431123	id-94912	7.11e-06	-	ACTGTCATTTATCAAATGGCCCCCTGGTGGTATCA	Upstream_CTCF	24
chr7	126443239	126443389	id-94913	3.22e-09	+	CTGAAGTTCAGAGAAGCTACCAGCAGGTGGCAATA	UpstreamP1_CTCF	39
chr7	126496848	126496998	id-94914	1.46e-07	+	GTGCATTCTTTCCTTCTGCCCTGTAGGTGGCAGAC	UpstreamP1_CTCF	35
chr7	126522123	126522273	id-94915	1.56e-06	+	ACAGCAGTGACATCTGCAGCCCCAAGGGAGAAGGG	Upstream_CTCF	5
chr7	126540184	126540334	id-94916	2.89e-09	-	GATAGCCCCATGAAACTGGCCAGCAGGTGGCAGCA	V_CTCF_BR	28
chr7	126687696	126687846	id-94917	2.97e-06	-	TTCTCCTACCTCAGCTGCTCCAGTAGCTGGCACTA	V_CTCF_BR	7
chr7	126707162	126707312	id-94918	2.19e-08	-	CTCATGTGAGAACTCTTGGCCACCAGAGGGAGGTG	V_CTCF_BR	17
chr7	126747671	126747821	id-94919	9.88e-07	+	GTTGCAGTTCCATCTTTCCCCACAGGGCTGCACAC	Upstream_CTCF	39
chr7	126790722	126790872	id-94920	1.93e-05	-	CAGACTCTACTCTCCTTGAACAGAAGGAGGCAGTA	V_CTCF_BR	8
chr7	126798830	126798980	id-94921	5.93e-06	-	TGTTTATTGCTACCACCTACAGCTAGGGGGCAGTA	Upstream_CTCF	25
chr7	126873449	126873599	id-94922	1	+	NA	NONE	0
chr7	126879986	126880136	id-94923	3.97e-07	-	GTGGGTGGGTCACTTATCGCCAGGAGGGGGTGCTG	V_CTCF_BR	24
chr7	126890833	126890983	id-94924	3.42e-05	+	GCTGTTTATCCACGATCTACCTGCTGGTGGCTCTT	Upstream_CTCF	10
chr7	126891231	126891381	id-94925	1.32e-05	+	GAAGTAATTCCCCAGGGAACCGCGGGGGTGCGGTT	Upstream_CTCF	6
chr7	126894062	126894212	id-94926	6.97e-10	-	CTGCAGTTGCGCGCGGCCGCCTCTAGATGGAACTT	UpstreamP1_CTCF	40
chr7	126944302	126944452	id-94927	2.6e-05	+	CTGCAATAACACAGCATATCCATTAGGGTCTAGAA	UpstreamP1_CTCF	2
chr7	126963039	126963189	id-94928	1	+	NA	NONE	1
chr7	126987764	126987914	id-94929	1	+	NA	NONE	38
chr7	126988166	126988316	id-94930	1.04e-06	+	AGTGCGGTGCCACTTTCGCCCAACAGGGTGCCAAG	Upstream_CTCF	39
chr7	126993597	126993747	id-94931	2.81e-06	-	TCAGTAATTCTGCTTTCTTCCTAAAGATGGCAGGC	Upstream_CTCF	7
chr7	127024270	127024420	id-94932	1	+	NA	NONE	1
chr7	127036287	127036437	id-94933	1	+	NA	NONE	23
chr7	127048093	127048243	id-94934	3.4e-06	-	TTGTGCCACTGCACTCTAGCCTCTGGGTGGCAGAG	V_CTCF_BR	16
chr7	127049837	127049987	id-94935	7.1e-07	-	GTGCAGGGCAGTCCTGCACCCACTTGGGGGAGTGC	UpstreamP1_CTCF	30
chr7	127087540	127087690	id-94936	1	+	NA	NONE	38
chr7	127099509	127099659	id-94937	1.13e-05	-	GGTCACTGCAGCCATATCTGCATTAGGGGGCACCC	UpstreamP1_CTCF	7
chr7	127113597	127113747	id-94938	7.84e-05	+	TCACTAAATATAGACACTGCCACCAGAGAGCAGAC	V_CTCF_BR	5
chr7	127118155	127118305	id-94939	3.84e-06	+	CAGCAATTCTACCACCCAGCCACAAGGCTGCTGGC	UpstreamP1_CTCF	23
chr7	127126809	127126959	id-94940	8.9e-05	-	GTGAATTACTCACCTATTTCCCCTAGTGGCAGGCT	UpstreamP1_CTCF	28
chr7	127144902	127145052	id-94941	1.1e-05	+	TTATCCTTGCTTCCACTGGGGGCCAGGGGGCGCCA	V_CTCF_BR	40
chr7	127154692	127154842	id-94942	1.55e-05	-	GGATTCAGTACACTTGTAGCCAACAGATGTCAGTG	V_CTCF_BR	39
chr7	127190441	127190591	id-94943	3.45e-05	-	GCCAAAATAAGTGTTTCTTCCACTAGAGGGCTGGT	V_CTCF_BR	39
chr7	127197993	127198143	id-94944	1	+	NA	NONE	14
chr7	127218438	127218588	id-94945	5.72e-07	-	CTGATGTCTGTGCTGTCTCCCAGCAGAGGGCAACG	UpstreamP1_CTCF	39
chr7	127222700	127222850	id-94946	3.11e-05	-	TTTCCCTGCGGCTCTCCTGCGAGGAGCTGGAGCAC	V_CTCF_BR	6
chr7	127229013	127229163	id-94947	1.84e-06	+	GGCCTCTCCCTTTCCCTGGTCTCTAGGGGGCTCCC	V_CTCF_BR	40
chr7	127238514	127238664	id-94948	2.27e-06	+	GGCAGGATCATCCTGCAGTCCTGCAGGGGGCGCTT	V_CTCF_BR	39
chr7	127268599	127268749	id-94949	6.21e-05	+	TGGCCTGGCCTAGGTTAGAGTGGCAGGGGGCGCTG	V_CTCF_BR	33
chr7	127269419	127269569	id-94950	8.91e-07	-	AATGCAGAGCACTGGGTAGGCTGCAGGGGGAGCCC	Upstream_CTCF	37
chr7	127294742	127294892	id-94951	1	+	NA	NONE	21
chr7	127306365	127306515	id-94952	1	+	NA	NONE	6
chr7	127348894	127349044	id-94953	1.03e-06	+	ATGAGTTTAGGATGGAAAGCCACTAGGTGGCACTG	V_CTCF_BR	39
chr7	127378922	127379072	id-94954	5.68e-06	+	GGAGAGCTAGCCTTACGAGCCAGTAGAGGGCTTTG	V_CTCF_BR	4
chr7	127402368	127402518	id-94955	4.88e-05	-	CAGAGAGGACATGAAGAGACAGCAAGGGGGCAGTC	V_CTCF_BR	3
chr7	127432912	127433062	id-94956	3.4e-06	-	CTGGCTTCCTTAGGCTCTGCCAATAGGGGGTGCCA	V_CTCF_BR	40
chr7	127524108	127524258	id-94957	9.29e-06	+	CAAATTGTTCCCAATTTGGCCAGTAGGAGCCAGGA	Upstream_CTCF	19
chr7	127578710	127578860	id-94958	5.38e-05	-	GTGCCTGCATAGACGGAGAGCTGAAGGTGGAGCAG	V_CTCF_BR	23
chr7	127580847	127580997	id-94959	1	+	NA	NONE	7
chr7	127598059	127598209	id-94960	1.82e-06	+	ATGCAGGTGTCCGTGTTGAAGGCTAGGGGGCATGA	UpstreamP1_CTCF	10
chr7	127650575	127650725	id-94961	8.21e-05	-	GTTCACATGAGTACAATAACCACCAGAGGCAGTAA	V_CTCF_BR	37
chr7	127657626	127657776	id-94962	2.27e-06	+	CATCTCAAGTCATTTCACACCAGCAGAGGGAAGCC	V_CTCF_BR	16
chr7	127658701	127658851	id-94963	3.36e-05	+	CGTCTCTATCACAGGCAAGCCACCAGGGGCAAAAT	UpstreamP1_CTCF	1
chr7	127660344	127660494	id-94964	2.27e-06	-	AGGGCCACCATGACTTACAACTCCAGGGGGCGCCA	V_CTCF_BR	37
chr7	127665134	127665284	id-94965	5.74e-05	+	GTGGAGCCCCTGTAGTCAGGCCTTAGAGGGCAGTA	UpstreamP1_CTCF	0
chr7	127671370	127671520	id-94966	6.98e-07	-	CGGCCCGGAGCGGCCGACGCCGGGAGAGGGAGCGC	V_CTCF_BR	28
chr7	127672001	127672151	id-94967	4.59e-07	-	CTGCAACACCGCGAGCCCGGCGCGAGGAGGAGACG	UpstreamP1_CTCF	30
chr7	127675898	127676048	id-94968	2.67e-06	+	GAGGCATTATCCTGAGCAGCCACTAGATGTCCATA	Upstream_CTCF	39
chr7	127677196	127677346	id-94969	8.5e-06	+	GCTGCACTCCCTCCAGAGGCCGTAGGGGAGAATCA	Upstream_CTCF	17
chr7	127677653	127677803	id-94970	1	+	NA	NONE	8
chr7	127694198	127694348	id-94971	2.1e-06	-	TCTGTTCTCTGCCTTCCTGCCACTGGAGGGCTGTC	Upstream_CTCF	12
chr7	127700187	127700337	id-94972	4.5e-06	-	GCTGCAGTTCCCACATGCGAACGAGGGAGGCAGAG	Upstream_CTCF	10
chr7	127702616	127702766	id-94973	2.27e-06	-	CGCCAATCCCTCTTGCAGGCCAGAAGAAGGCACCA	V_CTCF_BR	5
chr7	127707103	127707253	id-94974	1	+	NA	NONE	24
chr7	127775772	127775922	id-94975	2.28e-05	-	GGTGCCGCCCCAGCCGGAAGCACGTGGAGGCTCCC	Upstream_CTCF	40
chr7	127776448	127776598	id-94976	8.59e-05	+	CTTTTTCTGGCTGCTTGTGCTTCTAGGAGGCGCCA	V_CTCF_BR	18
chr7	127839936	127840086	id-94977	2.1e-05	-	TTACACAGCTCATCCCTGTCCACCAGGGGACAGAG	UpstreamP1_CTCF	25
chr7	127841233	127841383	id-94978	1	+	NA	NONE	0
chr7	127846491	127846641	id-94979	8.13e-06	-	GGGGCAGCAGCCAGGTACACCTTGAGGGGGCACTG	Upstream_CTCF	4
chr7	127848591	127848741	id-94980	1.34e-06	-	TGTGCAATTCCACCTCCTCTCTCTAGAGGTCTCTG	Upstream_CTCF	40
chr7	127849933	127850083	id-94981	2.62e-07	-	GTGCACTACCCCACTATGACCACACGATGCCACCC	UpstreamP1_CTCF	40
chr7	127857063	127857213	id-94982	2.96e-05	+	AGAACAGTCTGCCCTTTGGGCAGCAGGTGGCTTGC	V_CTCF_BR	3
chr7	127858451	127858601	id-94983	1.47e-05	-	TTTACATTACTCTTCCAAACCACAAGAGGGAGGAA	V_CTCF_BR	38
chr7	127875676	127875826	id-94984	3.63e-05	+	TGAGAGAAAGAGCATGCCGCCCAGAGGGGGAGCTG	V_CTCF_BR	4
chr7	127887666	127887816	id-94985	2.81e-06	-	GCTGTTATCACCATTATTTCCAGCAGGGGAATCAG	Upstream_CTCF	11
chr7	127906089	127906239	id-94986	1.1e-06	-	AGGAAGACATTGAAGCTCACCAGGAGGTGGCAGGG	V_CTCF_BR	6
chr7	127907550	127907700	id-94987	4.88e-05	+	CAGGGGCCAGCTGCTGCTGCCGCCAGGGGGTCCGG	Upstream_CTCF	26
chr7	127910984	127911134	id-94988	1	+	NA	NONE	23
chr7	127962211	127962361	id-94989	1.1e-05	-	GGTCATTGATACTCCTTTGCCTCAGGGTGGCAGAG	V_CTCF_BR	40
chr7	127976346	127976496	id-94990	5.38e-05	+	ATCATAGCCAGCAAAATGCTCACTAGGGGGCAAAG	V_CTCF_BR	2
chr7	127987722	127987872	id-94991	4.65e-05	+	TCTAACTGTGTCTCTATGCCCATCAGGGGGCAGCA	V_CTCF_BR	40
chr7	127992344	127992494	id-94992	8.53e-09	+	GCAGCAGGTCCAGCAGCGCCAGGCAGGGGGCGCCG	Upstream_CTCF	37
chr7	128001603	128001753	id-94993	6.84e-06	-	CGGGGAGCGAGGCTCGGAGCCAGGAGGCGGCGCCG	V_CTCF_BR	2
chr7	128002224	128002374	id-94994	4.23e-06	-	GTGCAACTGTTGAAAACCACCAGGTGGTGGAGAGG	UpstreamP1_CTCF	28
chr7	128021295	128021445	id-94995	7.42e-09	+	CCGAGCCCTGATCATGTGGCCTGTAGGGGGCGCTA	V_CTCF_BR	40
chr7	128022684	128022834	id-94996	1	+	NA	NONE	5
chr7	128027849	128027999	id-94997	1.51e-08	-	AAGCAGTGTGGTACTGTGTCCGGCAGATGGCGCCA	UpstreamP1_CTCF	40
chr7	128029566	128029716	id-94998	5.08e-07	+	CACTCCTCCTCCTCTTGGTCCCCCAGGGGGCACCA	V_CTCF_BR	19
chr7	128035923	128036073	id-94999	3.4e-06	+	ATAGCAGAGGCTCTGAGGACCAAAAGGGGGAGCTG	Upstream_CTCF	35
chr7	128038719	128038869	id-95000	8.53e-09	+	ACTGAAGTACCCCAGTCAGCCACTAGGTGACAGCA	Upstream_CTCF	40
chr7	128045063	128045213	id-95001	3e-06	+	TGGCAGGGGCACAGTCCTGCAGCCAGGAGGCAGAG	UpstreamP1_CTCF	38
chr7	128046121	128046271	id-95002	4.65e-06	+	CAGCCGCGCCGCGCGCACGCCCCCAGCTGCCTGCA	UpstreamP1_CTCF	7
chr7	128065940	128066090	id-95003	7e-10	-	ACTGCAGTACTGGAGAGTCCCAGAAGGGGGCAGTC	Upstream_CTCF	40
chr7	128067458	128067608	id-95004	8.91e-07	+	ATGGTAGTTCACCATTTTTACAGTAGATGGCGATG	Upstream_CTCF	40
chr7	128070374	128070524	id-95005	5.41e-06	+	CATGCTTGTCATCTAATGTCCACGTGGTGGCATGA	Upstream_CTCF	18
chr7	128084110	128084260	id-95006	1.04e-05	-	TGAGGCTTCACTTATGAGGCCCCTAGGGGGAAGTG	V_CTCF_BR	0
chr7	128095537	128095687	id-95007	2.72e-05	-	GAGCACATATCCCTTCTCCCCAGTAGGTGAAAAAC	UpstreamP1_CTCF	28
chr7	128099140	128099290	id-95008	1	+	NA	NONE	1
chr7	128099478	128099628	id-95009	1.59e-06	-	ATGACATGGCTCCATCCAACCACAAGGGGGTGGTG	V_CTCF_BR	40
chr7	128101538	128101688	id-95010	1.03e-06	-	ATATTCCCTTCTTTAGGGTCCACTAGGTGGCACTA	V_CTCF_BR	40
chr7	128114418	128114568	id-95011	3.29e-05	+	TAAGAGTTCTCCTTACTTACCACCAGAGGGACCCT	Upstream_CTCF	2
chr7	128116791	128116941	id-95012	1.7e-05	+	GGTGCACCTGCAATCCTCGCCGATAAGAGGCAGCA	Upstream_CTCF	39
chr7	128177656	128177806	id-95013	8.16e-07	-	CCAAGAGGCTGAACCAGTCCCACTAGATGGCACCA	V_CTCF_BR	31
chr7	128249144	128249294	id-95014	1	+	NA	NONE	40
chr7	128291871	128292021	id-95015	3.05e-07	+	TCTGTAGTCCCAACTGCTGCCTCCTGGTGGCCTAT	Upstream_CTCF	25
chr7	128306361	128306511	id-95016	8.16e-07	-	TTCAGGAGGAAGAAAACCACCACCAGATGGCAGCT	V_CTCF_BR	37
chr7	128313095	128313245	id-95017	2.11e-06	-	AGCATGGGTTCAGGCTAGACCGCTAGAGGGAGGCA	V_CTCF_BR	38
chr7	128337774	128337924	id-95018	1.48e-06	-	ATGCTAGGGTTAGTCCGCTCCGCCAGGGGGCTGGG	UpstreamP1_CTCF	33
chr7	128346128	128346278	id-95019	4.01e-05	+	CAAACAGTCCCAAATTTGGCCTGCAGGAGCACCTC	Upstream_CTCF	10
chr7	128365263	128365413	id-95020	1	+	NA	NONE	3
chr7	128369288	128369438	id-95021	2.67e-06	-	ACTGCAATAATAGGCCATACCACCTGCTGGTGGTG	Upstream_CTCF	2
chr7	128419373	128419523	id-95022	2.97e-06	+	CTCCCACCCTGTTCCCCCAACAGCAGAGGGAGACA	V_CTCF_BR	3
chr7	128433045	128433195	id-95023	4.34e-05	-	CCCTTCGTGCCATCTGTCCCCCTTAGGGGGAGCAG	Upstream_CTCF	5
chr7	128434216	128434366	id-95024	1.22e-08	+	CCCCGGGGCTCCTTGGGGGACACCAGGTGGCACTA	V_CTCF_BR	22
chr7	128441411	128441561	id-95025	1.85e-05	-	TCTTCATTTCCATTTCTGCACGGAGGGAGGCGATC	Upstream_CTCF	0
chr7	128470234	128470384	id-95026	3.09e-05	+	GTCCTGTGCGGCGCGGCCCCCACCCGCGGGCCGGG	UpstreamP1_CTCF	0
chr7	128472826	128472976	id-95027	6.48e-05	-	GGGCAGCCCCTTTGAACCTCCTCATGGTGGGGCGC	UpstreamP1_CTCF	4
chr7	128482156	128482306	id-95028	2.14e-11	+	GCGCTGGGTTCACCTGCGGCCAGCAGAGGGCGCTC	V_CTCF_BR	40
chr7	128482386	128482536	id-95029	1.15e-06	+	CCGGCCTGCCCCGTGCCCACCACCAGGGGTCCCTG	Upstream_CTCF	0
chr7	128483558	128483708	id-95030	1	+	NA	NONE	1
chr7	128500228	128500378	id-95031	3.97e-07	+	GCCATGTATCCACGGCTCCCCACCAGATGGAGCTC	V_CTCF_BR	38
chr7	128502981	128503131	id-95032	1	+	NA	NONE	22
chr7	128503667	128503817	id-95033	2.46e-06	+	GTGCAGGCATGCTTTTAATCCACCAGGGGTCCTGG	UpstreamP1_CTCF	40
chr7	128509644	128509794	id-95034	1.64e-06	-	CTGCTGGAGCTGCACAGCGCGGCCAGGCGGCAGCG	UpstreamP1_CTCF	31
chr7	128512658	128512808	id-95035	6.19e-06	-	CAGAGGTAGCCCTTGAACTCCTGTAGGGGGCAGGC	UpstreamP1_CTCF	38
chr7	128519602	128519752	id-95036	1.24e-05	-	CTCCTCCCACCTCCTTTATCCTCCAGGTGGATGGG	V_CTCF_BR	1
chr7	128520215	128520365	id-95037	2.58e-07	-	AGTGCTGTTCCCAGTGCGACCACGATGTGGTGCCC	Upstream_CTCF	39
chr7	128523750	128523900	id-95038	3.33e-09	-	AGTTTGTGGAGCATCTTGGCCAGCAGGTGGCGCTG	V_CTCF_BR	40
chr7	128526486	128526636	id-95039	2.72e-05	-	CTGCAGTGCCCACCCCTTCCCTGCAAGCTCCAGGT	UpstreamP1_CTCF	3
chr7	128531231	128531381	id-95040	1	+	NA	NONE	12
chr7	128544807	128544957	id-95041	1.1e-06	+	TGATATTTACTACCCCTTTCCAGCAGATGGCAGTA	V_CTCF_BR	40
chr7	128560629	128560779	id-95042	1.84e-06	+	TTCCTCTTGTCCCCTCGAACCGGGAGGTGGCAGTG	V_CTCF_BR	15
chr7	128568351	128568501	id-95043	1	+	NA	NONE	6
chr7	128580231	128580381	id-95044	3.97e-07	+	GGGCCAGACTGCTGGACTGACAGTAGGGGGCAGGC	V_CTCF_BR	6
chr7	128587460	128587610	id-95045	3.42e-08	-	GTCTGGCAGGAGCTGTTCGCCTGCAGGGGGCAGGC	V_CTCF_BR	36
chr7	128595266	128595416	id-95046	6.82e-05	+	CTCTCCCTGTCTGGCGGGACACCCTGGTGGCGGTG	V_CTCF_BR	7
chr7	128694743	128694893	id-95047	1	+	NA	NONE	18
chr7	128702946	128703096	id-95048	5.17e-06	+	ATGGTGATGCCCCGTGATTCCAGGAGAGGGCATGG	Upstream_CTCF	11
chr7	128731659	128731809	id-95049	5.26e-07	-	GGCGGAGTCCCGCTTTCTACCGCAAGAGGGCGATA	Upstream_CTCF	40
chr7	128785015	128785165	id-95050	5.68e-06	+	ACACCCCGGGGACGCCGCGTCTGCAGGGGGCGTTG	V_CTCF_BR	39
chr7	128803877	128804027	id-95051	5.08e-07	+	AGATGCAATTATCTAGTGTCCACTAGAGGGCAGTG	V_CTCF_BR	39
chr7	128809609	128809759	id-95052	6.23e-05	-	GAGCTCCTCAAAGCCGCTGAACCCAGAGGGCGCAT	UpstreamP1_CTCF	2
chr7	128848674	128848824	id-95053	3.28e-05	-	CATCCTGCCGGTCGCATAGCCCCAGGAGGGTGCAG	V_CTCF_BR	5
chr7	128850436	128850586	id-95054	2.5e-09	-	CACCCAAGGACAGAAGGTGCCACCAGGGGGCAGCG	V_CTCF_BR	40
chr7	128853815	128853965	id-95055	6.43e-06	-	TGGCTCAGGTGGACAGCCAGCACATGAGGGCGCCA	V_CTCF_BR	25
chr7	128858496	128858646	id-95056	1.04e-07	+	TTGTGCAGAGACTCTGTGGCCACTAGGGGGCAATG	V_CTCF_BR	40
chr7	128911715	128911865	id-95057	1	+	NA	NONE	40
chr7	128938217	128938367	id-95058	5.51e-07	-	AATGCCAAGTGAATTGCGGCCAGCAGGTGGAGACA	V_CTCF_BR	40
chr7	128948116	128948266	id-95059	1	+	NA	NONE	6
chr7	128974422	128974572	id-95060	2.12e-06	-	CAGCAGTAGCAGGTACCAGCCTCCTGGGGCAGTTA	UpstreamP1_CTCF	16
chr7	128983041	128983191	id-95061	1.03e-06	+	ATATCCGTACAGTTTCCTCCCACTAGAGGGCACTA	V_CTCF_BR	39
chr7	129007532	129007682	id-95062	6.39e-08	+	GTGTATGTAGCACAGGGAGCCAGCAGAGGGAGCTG	V_CTCF_BR	40
chr7	129010800	129010950	id-95063	4.31e-05	-	CTGGAAATCCATCGGCAATACACTAGAGGGTGCTC	UpstreamP1_CTCF	14
chr7	129016451	129016601	id-95064	1	+	NA	NONE	40
chr7	129029810	129029960	id-95065	1	+	NA	NONE	18
chr7	129042230	129042380	id-95066	2.55e-06	+	ACTGCAAGATGGGTGCATGTCAGCAGAGGGCAACC	Upstream_CTCF	30
chr7	129071914	129072064	id-95067	4.68e-05	+	AGCAAGTGGCTTTAGATAGCCACCAGAGGGGACTT	UpstreamP1_CTCF	5
chr7	129073738	129073888	id-95068	2.5e-05	-	TCTCAGGGGAGGGATGGCACCGCCAGGTGGCCAGG	UpstreamP1_CTCF	35
chr7	129074355	129074505	id-95069	2.27e-05	+	GCCGCGAAGCGTTCCGAAGCCAGCGGCGGGAGTCA	V_CTCF_BR	9
chr7	129112286	129112436	id-95070	4.58e-08	-	CTGTGGTTACTAAATGAAACCACCAGGTGCCACTA	UpstreamP1_CTCF	39
chr7	129133530	129133680	id-95071	1	+	NA	NONE	37
chr7	129135307	129135457	id-95072	8.56e-05	+	TTGCATTCTCACTGCTAGGACCCTAGTGGGTGAAC	UpstreamP1_CTCF	7
chr7	129139228	129139378	id-95073	2.1e-06	-	GGAGTAGGACTCTGTGTGACCACTGGGGGGTCAAA	Upstream_CTCF	16
chr7	129142760	129142910	id-95074	7.07e-08	+	GGGTGCCCGGCGGTCCGCGCCTGCTGGGGGCGCAG	V_CTCF_BR	33
chr7	129164358	129164508	id-95075	1.48e-06	-	CGCCACTGCTCCAGCCTGGGCAACAGAGGGAGCCA	UpstreamP1_CTCF	18
chr7	129168697	129168847	id-95076	2.1e-05	+	TGTTTAATTTCTCCAGCCGCCTGTAGAGGTGTCCA	Upstream_CTCF	2
chr7	129190899	129191049	id-95077	2.78e-06	-	GCCACAGAGCAGCAGCAGGCCAGGAGGTGTCAGTC	V_CTCF_BR	2
chr7	129222689	129222839	id-95078	2.19e-05	-	CTGCAGTGCATGACTGCCACCTTTTGGGGCTTCCA	UpstreamP1_CTCF	23
chr7	129235011	129235161	id-95079	1	+	NA	NONE	40
chr7	129247703	129247853	id-95080	1.19e-06	-	GAGTGAGTTGGGCTTCTGGTCTCTAGAGGGCGCTC	V_CTCF_BR	40
chr7	129251515	129251665	id-95081	2e-06	+	GCGGCAGCGCTCGCCATTGCCGCTGGTGGCAGGAG	Upstream_CTCF	32
chr7	129252702	129252852	id-95082	9.29e-06	+	CCAGTGATATCTGCTCCAACCAGTTGGAGGAGCTG	Upstream_CTCF	40
chr7	129275499	129275649	id-95083	2.11e-06	-	TCTTGCAAAACCTAGACAACCACTTGGGGGCACTG	V_CTCF_BR	40
chr7	129284588	129284738	id-95084	4.21e-05	-	TAGACTATGTATTACTAGAACACTAGAGGGTGCCA	V_CTCF_BR	38
chr7	129304357	129304507	id-95085	5.26e-07	+	TGTGAAATGCTTATGTGTCCCAGCAGAGGGCATCT	Upstream_CTCF	38
chr7	129381875	129382025	id-95086	2.91e-05	-	GCCTTTGCTCTCAGTCTGACCAATAGGAGGAGAAA	Upstream_CTCF	4
chr7	129385166	129385316	id-95087	2.97e-06	-	TGATGCCGCTGATGATCTGACAGTAGGTGGAGCTC	V_CTCF_BR	0
chr7	129388939	129389089	id-95088	5.48e-05	+	ACGGAAGTTTTAAAAGATCCCTCTGGCAGGCGCTA	Upstream_CTCF	0
chr7	129389437	129389587	id-95089	5.52e-05	-	CACCAGGGCCAGGAAGGATCCAGAAGGGAGAGGAC	UpstreamP1_CTCF	0
chr7	129395519	129395669	id-95090	1.04e-05	-	CAGGGAGAGTTCTGTGTGGCCACTGGGAGGCAGCT	V_CTCF_BR	5
chr7	129404509	129404659	id-95091	1	+	NA	NONE	0
chr7	129414250	129414400	id-95092	9.81e-06	-	CCCAGCAATCTGAGCTGGGCCAGCAGATGGGGCCG	V_CTCF_BR	2
chr7	129419194	129419344	id-95093	2.01e-05	+	CTGGCGCTTCCGCCTGAGCCCACCAGGGCGGCGAA	Upstream_CTCF	21
chr7	129420874	129421024	id-95094	3.65e-05	-	GGGCAGCCAAAGCAGCAGGGAGGGAGGGGGCGCTC	UpstreamP1_CTCF	8
chr7	129434849	129434999	id-95095	5.01e-06	-	ATAGATGAGCATCCGAAGGCCTCCAGAGGCCGCTC	V_CTCF_BR	2
chr7	129439293	129439443	id-95096	1	+	NA	NONE	0
chr7	129447837	129447987	id-95097	2.4e-05	-	AGATAGAGAGCATGCATGGAAGCCAGAGGGCAGTG	V_CTCF_BR	9
chr7	129464797	129464947	id-95098	1	+	NA	NONE	40
chr7	129465382	129465532	id-95099	1	+	NA	NONE	12
chr7	129465684	129465834	id-95100	1.51e-12	-	GCGGCAGTCCCCGCCACGGCCACCAGGGGGCGTAC	Upstream_CTCF	39
chr7	129469298	129469448	id-95101	1	+	NA	NONE	29
chr7	129469952	129470102	id-95102	4.59e-07	-	AAGCGTTTGCCTTTAGTTACCACCAGATGGCGATG	UpstreamP1_CTCF	40
chr7	129541190	129541340	id-95103	8.02e-05	+	ACAGCGAGACTGCACAGCGCCACAGGGAGATGCTG	Upstream_CTCF	0
chr7	129572690	129572840	id-95104	7.15e-05	+	CTTGAAAGTATCTTGGGGATCCCTAGGGGGCTCCA	V_CTCF_BR	10
chr7	129591514	129591664	id-95105	1	+	NA	NONE	20
chr7	129592111	129592261	id-95106	6.23e-05	+	GAGCTGAAAAGGCTCTCGGCCCCTGGGAGGTGCCA	UpstreamP1_CTCF	17
chr7	129598578	129598728	id-95107	6.15e-05	+	TCTTCCTTATCAGGTATAGCCAGGGGGTGCCTGTG	Upstream_CTCF	11
chr7	129633185	129633335	id-95108	1	+	NA	NONE	8
chr7	129647876	129648026	id-95109	3.28e-05	-	GCAAGGGCACCCAAGAAGGCCAGAAGGGGACGCCC	V_CTCF_BR	1
chr7	129650795	129650945	id-95110	2.05e-09	-	CTAGCAGTACCCACTACGGCCACTAGATGTCCCCC	Upstream_CTCF	40
chr7	129677664	129677814	id-95111	1.97e-06	+	ATACTTGCTCTTAGATTCCCCACCAGAGGGCTCTG	V_CTCF_BR	37
chr7	129678192	129678342	id-95112	5.65e-05	-	CCATGTTCTACCTAGGTTTCCTGTAGAGGGAGTAC	V_CTCF_BR	14
chr7	129693361	129693511	id-95113	1.39e-05	-	TGCCACTGCACTCCAGCAGGCAGCAGAGGGAGACT	V_CTCF_BR	2
chr7	129702928	129703078	id-95114	5.72e-09	+	GTCCCCTGAGTAGCTGGGACCACAAGGGGGCGCCA	V_CTCF_BR	40
chr7	129712099	129712249	id-95115	2.25e-08	+	GTGCACTTCCTCACTTCAACCACGTGATGGCAGTG	UpstreamP1_CTCF	40
chr7	129724031	129724181	id-95116	1.16e-05	-	TTAGCCATTCTCCAACCAGCAGCTAGAGGGAGCTT	Upstream_CTCF	40
chr7	129736398	129736548	id-95117	5.34e-06	+	AGCTCCTGGTGAATTTTTGCCACAAGATGGCATTG	V_CTCF_BR	32
chr7	129748713	129748863	id-95118	7.02e-05	-	CTGTTGCACTCCAGCCTGGGCGACAGGGTGACAGC	UpstreamP1_CTCF	3
chr7	129781242	129781392	id-95119	1	+	NA	NONE	18
chr7	129785616	129785766	id-95120	1	+	NA	NONE	4
chr7	129794038	129794188	id-95121	2.47e-07	-	CTGCCCCGGCCTGGGACAGCCCCCAGGTGGAGCAC	UpstreamP1_CTCF	8
chr7	129794986	129795136	id-95122	2.83e-07	+	AACAAGCCCCCCAGCAGCGCCGCCAGGGGGCGTCC	V_CTCF_BR	38
chr7	129846987	129847137	id-95123	6.23e-05	+	CTGCCATAACGCAATATCACAGACAGGTGGCTTAA	UpstreamP1_CTCF	24
chr7	129855979	129856129	id-95124	1.03e-05	-	GTTCACTTTCACTCTCCTTCCACGAGGAGGCTTCT	UpstreamP1_CTCF	4
chr7	129856739	129856889	id-95125	1.41e-06	+	ACTGTATTGCCACACATGTCAGCTAGGGGCTGGTG	Upstream_CTCF	20
chr7	129882495	129882645	id-95126	2.08e-07	+	CAGTGGTTGTCTGCTGGGGGCAGGAGGGGGCAGCA	UpstreamP1_CTCF	40
chr7	129913852	129914002	id-95127	1	+	NA	NONE	18
chr7	129917996	129918146	id-95128	3.56e-06	+	TCGGGAAGCCCTGAGCCAGCCACTAGAGGGGGATA	Upstream_CTCF	37
chr7	129928917	129929067	id-95129	8.9e-05	+	GTGCTGTACCTGCAATTTGATAGCAGAGCAGAGAG	UpstreamP1_CTCF	6
chr7	129950910	129951060	id-95130	4.34e-07	-	GGGCACTGTTTTCCTGTCCCCAGCAGATGACAGCA	UpstreamP1_CTCF	2
chr7	129977398	129977548	id-95131	1	+	NA	NONE	7
chr7	129993236	129993386	id-95132	6.8e-06	-	GTTGGAGATGCCCATTGCACCCCCAGGTGGAAACA	Upstream_CTCF	17
chr7	130021645	130021795	id-95133	1.24e-05	+	CCTGGAGGAGGTGAGGGCGCCCCTAGCGGCCGCTC	V_CTCF_BR	27
chr7	130034353	130034503	id-95134	2.15e-05	+	AGCAGCTCTCTGGGTACTTCCTGTAGAGGGAGATC	V_CTCF_BR	1
chr7	130084935	130085085	id-95135	1	+	NA	NONE	24
chr7	130125938	130126088	id-95136	9.27e-07	+	CTGCCATTTCATACCCTTTGCAATAGGTGGCGCTG	UpstreamP1_CTCF	39
chr7	130130801	130130951	id-95137	1.93e-05	+	GCCTGCAGCGCCCCCTCTGGATGCAGCGGGCACCG	V_CTCF_BR	37
chr7	130353029	130353179	id-95138	5.34e-06	-	GGGTGCTGGTAGGGTCGGACCCCTAGTGGGAGCAC	V_CTCF_BR	9
chr7	130380802	130380952	id-95139	1.92e-05	-	AAGGACTTTCTATCTGTCACCATCAGAGGGCGACT	UpstreamP1_CTCF	40
chr7	130392885	130393035	id-95140	7.61e-08	-	AGAGCAGTGTCCAAAATGTCCAGGAGGTGGATCAG	Upstream_CTCF	4
chr7	130406857	130407007	id-95141	2.11e-06	-	GCAACTTGGTCGCTGAGTTCCAGCAGGGGTCAGCA	V_CTCF_BR	40
chr7	130418536	130418686	id-95142	3.18e-06	-	GCGCGGGCGGCGCCGCGCCCCACCTGCTGGCTGCA	V_CTCF_BR	19
chr7	130442119	130442269	id-95143	1	+	NA	NONE	13
chr7	130443329	130443479	id-95144	8.81e-07	-	TTCACAACTTCTTCTACCACCACTAGAGGGAACCA	V_CTCF_BR	37
chr7	130478731	130478881	id-95145	5.13e-05	-	TGCTGCAGGGCAGGTCCCTCCACCAGATGGACCCA	V_CTCF_BR	35
chr7	130479196	130479346	id-95146	3.09e-05	+	CAGCACAATTATACTGTTACCGGTGGAGGGCGTCC	UpstreamP1_CTCF	26
chr7	130499660	130499810	id-95147	1	+	NA	NONE	40
chr7	130516744	130516894	id-95148	4.31e-09	-	CTGCAATTCTCTTAAGTCAACAGCAGAGGGTGCCC	UpstreamP1_CTCF	39
chr7	130538290	130538440	id-95149	1	+	NA	NONE	9
chr7	130550703	130550853	id-95150	1	+	NA	NONE	30
chr7	130560173	130560323	id-95151	1.2e-08	+	CCTGCAGTTCTCCAGGACGCCACATGGGGACAGCA	Upstream_CTCF	40
chr7	130581260	130581410	id-95152	5.96e-07	-	GAAATGGAAGACAGACTGGCCAGCAGGGGGAGAGA	V_CTCF_BR	39
chr7	130581823	130581973	id-95153	1.22e-08	+	ACTCACTGCCTTGTGCTGGCCACGAGGTGGCAGCC	V_CTCF_BR	40
chr7	130606126	130606276	id-95154	7.44e-05	+	GCTGCTGTTCCCTTCACAGTCCTCGGAGGCAGTGA	Upstream_CTCF	15
chr7	130644727	130644877	id-95155	1.37e-05	+	TCATAAATTTCCACTCTGTCACCTAGGGGGCGGTA	Upstream_CTCF	40
chr7	130652871	130653021	id-95156	2.67e-06	+	AGTGTGGTCCCTACTCTCCCCACAAGGGGTTATGG	Upstream_CTCF	4
chr7	130667029	130667179	id-95157	9.62e-08	+	ATGCAACACTACACTTGGGCCAGCAGATGTCTCTC	UpstreamP1_CTCF	40
chr7	130681121	130681271	id-95158	6.46e-07	+	ATGTTCCCTGGCTTTCTGGCCAGAAGAGGTCACTC	V_CTCF_BR	15
chr7	130684059	130684209	id-95159	1.31e-05	+	GCCCTGACCCACTCACACACCTGCAGGAGGCAGGA	V_CTCF_BR	11
chr7	130692324	130692474	id-95160	5.92e-05	-	CCTCTTCTTTTCTCTTTCGTCAGCAGATGGCGTCT	V_CTCF_BR	39
chr7	130692799	130692949	id-95161	4.7e-06	+	GCAGCTGGCTGCCATCGCTCCGCTGGAGGGCGGTA	V_CTCF_BR	20
chr7	130698609	130698759	id-95162	7.49e-07	+	GTGCGGGTTTACGCTCTGGCCACAAGCAGCCAGCC	UpstreamP1_CTCF	0
chr7	130712269	130712419	id-95163	8.89e-06	-	TCGGTCCTTCCTCCGAGGGCCGCCAGATGAGCCTA	Upstream_CTCF	9
chr7	130725302	130725452	id-95164	8.58e-08	-	CAGGCAGTTTCCCTTTGTACCACAAGAGGGAGTGC	Upstream_CTCF	40
chr7	130740860	130741010	id-95165	2.39e-05	-	ATGTAGTTTTAAGATTGAGCCAACAGGGTTTGCTC	UpstreamP1_CTCF	6
chr7	130753369	130753519	id-95166	8.79e-07	-	CTGCCATTCTAGATAGCTAGCAGTAGGAGGCCACA	UpstreamP1_CTCF	38
chr7	130754099	130754249	id-95167	1	+	NA	NONE	40
chr7	130756557	130756707	id-95168	2.81e-06	+	CCAGCAAGTAAATGATTTGTCACTAGATGGCACTG	Upstream_CTCF	36
chr7	130770138	130770288	id-95169	1	+	NA	NONE	6
chr7	130788863	130789013	id-95170	1	+	NA	NONE	15
chr7	130791629	130791779	id-95171	4.03e-06	+	CTGCACCCTCCGGTCCCCGTCTCTAGAGTGCACCA	UpstreamP1_CTCF	11
chr7	130792665	130792815	id-95172	3.31e-06	-	CTGGCGTGACAAGTGGGCGACGCCGGGGGGCAGGG	UpstreamP1_CTCF	16
chr7	130850453	130850603	id-95173	7.44e-06	-	CTTTCTGCTCACCCTCGTACCACCCGGTGCCGCTA	Upstream_CTCF	0
chr7	130907055	130907205	id-95174	1.56e-05	-	GATGTCTTCCCTTCTTCCACCACGTGGGGACACAG	Upstream_CTCF	19
chr7	130929094	130929244	id-95175	1	+	NA	NONE	8
chr7	130987988	130988138	id-95176	1.97e-06	-	AGCTAAGGTCTGTCTTCTCCCAGGAGGTGGCAGCA	V_CTCF_BR	40
chr7	131023051	131023201	id-95177	3.18e-06	-	AGAAGCCAAAAAAGGACAGCCACTAGGAGGCAGAG	V_CTCF_BR	12
chr7	131041403	131041553	id-95178	1	+	NA	NONE	0
chr7	131063648	131063798	id-95179	6.18e-07	-	AATGCAATTCTTTCCACGGTCCCTAGGAGGTGGGG	Upstream_CTCF	12
chr7	131109106	131109256	id-95180	1.41e-06	-	GTGCTGATTGCATAATCCTCCACAAGATGGCACAC	UpstreamP1_CTCF	38
chr7	131173229	131173379	id-95181	4.48e-07	+	AGAGCCATTCTAAAAGTGACCAGCAGGAGGGATCT	Upstream_CTCF	36
chr7	131191406	131191556	id-95182	9.84e-05	-	ACCTGCGCTCTCCCCACCATAGGCAGGGGGCGCTT	V_CTCF_BR	18
chr7	131192729	131192879	id-95183	3.09e-07	+	TGCAAAAAACCGGCACTGACCGGGAGAGGGCAGCA	V_CTCF_BR	40
chr7	131198396	131198546	id-95184	1.03e-06	-	CGCTGCTTACCCATGCCAAGCACTAGGTGGCGCTG	V_CTCF_BR	40
chr7	131225636	131225786	id-95185	2.2e-07	-	CTGCCTTAACCTTCAGTGTCCACCAGACGGAAGCA	UpstreamP1_CTCF	27
chr7	131229749	131229899	id-95186	7.73e-06	+	AGGGTCAAGGACTCAAAAAGCAGCAGGGGGCAGAG	V_CTCF_BR	37
chr7	131231478	131231628	id-95187	2.81e-08	-	CCTGGTGCTCCTCAGCTCACCCCTAGGGGGCACTG	Upstream_CTCF	40
chr7	131266112	131266262	id-95188	1.93e-05	+	TAATTCGGCAACCCTGCCCCCGGTGGTGGGCACCC	V_CTCF_BR	20
chr7	131310822	131310972	id-95189	1	+	NA	NONE	31
chr7	131323312	131323462	id-95190	6.84e-06	-	ATGGGAGGTGCAGCTGCTTCCTGCAGGTGCCGCTG	V_CTCF_BR	2
chr7	131339549	131339699	id-95191	1.99e-11	-	GTTGCCCTTCCACTCTCGGCCACCAGGTGGCGGGC	Upstream_CTCF	40
chr7	131373993	131374143	id-95192	3.01e-11	+	ATGCACTGCTGGGATCTGTCCACCAGAGGGCAGGA	UpstreamP1_CTCF	40
chr7	131376912	131377062	id-95193	1.87e-09	+	CGCGGTGTTCCAGAAGCTGCCAGCAGGGGGCAGTA	V_CTCF_BR	40
chr7	131393975	131394125	id-95194	1	+	NA	NONE	3
chr7	131438500	131438650	id-95195	1.35e-05	+	GGGCAAATCACCTTCCTTTCCGGCAGGTGGCGTTT	UpstreamP1_CTCF	40
chr7	131459331	131459481	id-95196	1.47e-05	-	AGTCATCGGCCACAGGCTCCCAGAAGGAGGCAGGA	V_CTCF_BR	3
chr7	131514770	131514920	id-95197	6.46e-07	-	CCTGGCCTTGCCTGCTGGAGCAGGAGAGGGCGGCA	V_CTCF_BR	7
chr7	131521602	131521752	id-95198	3.28e-05	-	CAACTCCCACCTCACTTGACCTTCAGGGGGCAGAG	V_CTCF_BR	13
chr7	131529332	131529482	id-95199	5.28e-05	+	AATGCAGTACCAGATGGTGCAGAGTGGAGGAGCCT	Upstream_CTCF	9
chr7	131534045	131534195	id-95200	3.97e-05	-	CTGTTCCAGAACACAGTGGAAGACAGGGGGCAGGC	UpstreamP1_CTCF	4
chr7	131544036	131544186	id-95201	6.98e-07	+	GAGGACATACCCAGTCCGTCCAGTAGAGGGTGCCA	V_CTCF_BR	40
chr7	131546736	131546886	id-95202	1.03e-06	+	AGGGACAGAGATAGAGGGACCAGGAGATGGAGCTA	V_CTCF_BR	13
chr7	131582128	131582278	id-95203	8.99e-05	+	GCATGGCTGACAGCCCCATTTAGAAGAGGGCGCTG	V_CTCF_BR	6
chr7	131617153	131617303	id-95204	2.84e-05	+	CTGTTTACCTCTGAGTTGGCCAGTAGGAGTCCCTC	UpstreamP1_CTCF	13
chr7	131630238	131630388	id-95205	1.38e-07	+	CGCGCGCTTCCTAGTTCTAGCAGCAGAGGGCGCGC	Upstream_CTCF	40
chr7	131680229	131680379	id-95206	5.7e-05	+	TCAGCTGTGCAGGACGGGGCCTCCCAGTGGCCCTG	Upstream_CTCF	5
chr7	131689295	131689445	id-95207	5.65e-05	+	TCCTGCGAGAAGATCTGAGCCGAGAGGGGGAGACA	V_CTCF_BR	34
chr7	131689584	131689734	id-95208	1	+	NA	NONE	8
chr7	131734591	131734741	id-95209	4.68e-07	-	AACTCCAAATCCTGTCTCTCCTGCAGGGGGCAGCA	V_CTCF_BR	40
chr7	131734968	131735118	id-95210	1	+	NA	NONE	0
chr7	131750810	131750960	id-95211	4.17e-05	+	GGAGTCCTGGCTTTTCTGCCCACTAGGTGTGGTTT	Upstream_CTCF	9
chr7	131764058	131764208	id-95212	7.91e-05	+	TTGTCATTTTCTGGCTTAAACACTAGAGGCACACA	UpstreamP1_CTCF	8
chr7	131798628	131798778	id-95213	4.3e-06	+	AGTGGTGTGATGGGTGATTCCACCAGGGGGGCCAC	Upstream_CTCF	20
chr7	131830278	131830428	id-95214	1	+	NA	NONE	16
chr7	131839139	131839289	id-95215	4.1e-06	-	CAGGAACTTCTTCTTTTAAGCACCAGGTGTCACAC	Upstream_CTCF	13
chr7	131842325	131842475	id-95216	1.71e-06	-	GAGTCCAGACAGAGTGGGGCCAAGAGGGGGAGCTG	V_CTCF_BR	3
chr7	131844701	131844851	id-95217	4.31e-05	+	GTGCTATCTCTCTCACATGCATACAGGAGGCAGTG	UpstreamP1_CTCF	1
chr7	131854580	131854730	id-95218	1.61e-05	+	AGTCAGCTATAGGATCTGCCCCCAAGGGGGAGCTT	UpstreamP1_CTCF	8
chr7	131868898	131869048	id-95219	1.15e-07	+	GACAGTGAGAAGCCTGGTCCCAGCAGGGGGCAGCG	V_CTCF_BR	5
chr7	131877988	131878138	id-95220	1.48e-06	+	CCTGACTTTTCGCTTTCTGCCACGAGGTGACGCAG	Upstream_CTCF	2
chr7	131887903	131888053	id-95221	6.98e-07	+	CTCAGAGGGAGAGGGACAGCCACTAGGAGGCGGGG	V_CTCF_BR	3
chr7	131911016	131911166	id-95222	9.51e-07	-	GGGGAGCAGGCTCCCTTTTCCAGCAGGTGTCACTG	V_CTCF_BR	3
chr7	131924311	131924461	id-95223	1	+	NA	NONE	11
chr7	131934573	131934723	id-95224	1.72e-06	-	GCTGCTACTTGGTGATCTGCCCGTAGGTGGGGCTC	Upstream_CTCF	37
chr7	131936854	131937004	id-95225	3.63e-05	-	TGTGTCCAGGATGACCCAGACACCAGAGGGCCCTC	V_CTCF_BR	37
chr7	131992355	131992505	id-95226	6.73e-07	+	CGGTAGGTGCCCTGTTTCGCCAGCAGGGTGGACTG	UpstreamP1_CTCF	18
chr7	132003610	132003760	id-95227	1.6e-10	+	TCTGCATTTTCTCCTGCAGCCAGCAGGTGGCAGTG	Upstream_CTCF	40
chr7	132006324	132006474	id-95228	1.41e-06	+	GTGCACATAAGCAGACAGACCTGCAGGAGGCAGAC	UpstreamP1_CTCF	34
chr7	132064895	132065045	id-95229	1	+	NA	NONE	13
chr7	132077597	132077747	id-95230	1.24e-05	-	GGCCTGGGTGCTCAGATGGACACAGGGAGGCGGCA	V_CTCF_BR	3
chr7	132079167	132079317	id-95231	5.28e-05	+	AAGTCACTTCACCTCTCTGACCCTAGGTGTCCCTG	Upstream_CTCF	32
chr7	132128982	132129132	id-95232	9.84e-05	-	GGAGGAGGTGGTTGCAGTGAGCCAAGAGGGCGCCA	V_CTCF_BR	14
chr7	132158080	132158230	id-95233	8.9e-05	+	CAGTGTTTCCCAAAAGCAGTCCCAGGAGGGCAGTG	UpstreamP1_CTCF	4
chr7	132176762	132176912	id-95234	1.48e-05	-	GTGATGTACAGAGTTTGCGACGCCAGAGGTCCCTG	UpstreamP1_CTCF	2
chr7	132185643	132185793	id-95235	4.94e-06	-	CCTTCAATTCCTTTCGTCCTCACAGGGTGGCGTCT	Upstream_CTCF	32
chr7	132188316	132188466	id-95236	2.01e-05	+	ATGCTCTGCAGACAGGGGGCCTCAGGGAGCCTGGA	UpstreamP1_CTCF	13
chr7	132202978	132203128	id-95237	3.63e-08	+	ACAGCAAAACCCATCACTACCACTAGGGGGAAAAG	Upstream_CTCF	40
chr7	132242551	132242701	id-95238	1.26e-05	-	GAAGTATTTGAATGGTAGGACAGTAGAGGGCATTA	Upstream_CTCF	23
chr7	132256830	132256980	id-95239	1	+	NA	NONE	3
chr7	132260497	132260647	id-95240	1	+	NA	NONE	29
chr7	132262213	132262363	id-95241	1.24e-05	+	CTAGAGCGAGGGAGAGCGGCCGGCAGAGGGGGCAG	V_CTCF_BR	22
chr7	132265183	132265333	id-95242	1.48e-06	+	TCATTGTCTGGACCCATGGCCACAAGAGGGAGAAG	V_CTCF_BR	34
chr7	132265586	132265736	id-95243	2.38e-07	-	CTGATGATATTCCTGCTGTCCTGCAGGTGGCGCCA	V_CTCF_BR	40
chr7	132288244	132288394	id-95244	2.34e-06	-	CTGTGAGACTGAATCCTGGCCAGCAGGTGGTCAAA	UpstreamP1_CTCF	6
chr7	132299646	132299796	id-95245	1.18e-05	-	GGGCAAGGGACATCTTGGGAAGCCAGGGGGCAGGA	UpstreamP1_CTCF	30
chr7	132339016	132339166	id-95246	5.3e-05	+	TGTCAGTGAGGGACAACCACCACTAGAGGCTTTCA	UpstreamP1_CTCF	38
chr7	132341717	132341867	id-95247	5.63e-06	-	ATGCCATACTCACAGATGTCCACCAGGAGCAGTGT	UpstreamP1_CTCF	40
chr7	132369175	132369325	id-95248	1	+	NA	NONE	23
chr7	132388639	132388789	id-95249	2.1e-05	-	TCTCTTGTGACAAAAATCACCAGCAGGGGCACCAG	Upstream_CTCF	15
chr7	132394835	132394985	id-95250	6.98e-07	+	ACTCCTTCCAGAATCACCACCACCAGGGGGCTCCT	V_CTCF_BR	40
chr7	132405721	132405871	id-95251	2.97e-06	+	GAGGCCACCTCAGCTCCTGCCGGGAGGAGGCAGTG	V_CTCF_BR	2
chr7	132413141	132413291	id-95252	6.04e-07	-	CTCCACCTCCCTCTTGACACCAGAAGGTGGCATTG	UpstreamP1_CTCF	5
chr7	132440702	132440852	id-95253	1	+	NA	NONE	18
chr7	132456276	132456426	id-95254	2.81e-08	-	TCAGCAGGCCCCAGGTGGGCCACCAGGGTGCAGGG	Upstream_CTCF	3
chr7	132474153	132474303	id-95255	1	+	NA	NONE	10
chr7	132532885	132533035	id-95256	4.01e-05	+	ACAAGCAAACACAAGTGTCACTCTAGGTGGCAGCC	V_CTCF_BR	4
chr7	132584697	132584847	id-95257	6.51e-05	-	ACACAGTGTCTGCCCCTGGCATCCAGGTGTCACAT	V_CTCF_BR	32
chr7	132600071	132600221	id-95258	1	+	NA	NONE	1
chr7	132615770	132615920	id-95259	7.46e-06	-	CTCCACTTCTGGAGTTTTTCCACAAGAGTGTGCTG	UpstreamP1_CTCF	39
chr7	132683765	132683915	id-95260	1	+	NA	NONE	13
chr7	132735904	132736054	id-95261	1	+	NA	NONE	37
chr7	132824289	132824439	id-95262	5.61e-08	-	TCTGCACTTCCAGGTTGCACCTACAGGTGGCTGCT	Upstream_CTCF	40
chr7	132831241	132831391	id-95263	1	+	NA	NONE	1
chr7	132849273	132849423	id-95264	6.21e-05	+	GGATCATGGTGGCCAGGGGACACCTGCTGGAGGGT	V_CTCF_BR	5
chr7	132892579	132892729	id-95265	1	+	NA	NONE	34
chr7	132915476	132915626	id-95266	2.1e-06	-	ATGACTGTTCCAACCGAGTCCAACAGGGGGCAGTA	Upstream_CTCF	40
chr7	132959875	132960025	id-95267	5.38e-05	+	AGGTATTCCTCCTTTCTGGTCTGATGGTGGCAGCA	V_CTCF_BR	23
chr7	132985858	132986008	id-95268	4.65e-06	-	CTGCACTGCTGGAAGGCAACCTCCAGCGGTTTTAG	UpstreamP1_CTCF	2
chr7	133029137	133029287	id-95269	3.09e-06	-	TCTGGACTTTGCTATAGTGACAGAAGAGGGAGCCA	Upstream_CTCF	38
chr7	133049872	133050022	id-95270	1	+	NA	NONE	8
chr7	133119136	133119286	id-95271	1.76e-05	-	GAGAAATATACCATTAATGCCAGAGGGGGGAGCTC	UpstreamP1_CTCF	39
chr7	133176201	133176351	id-95272	1	+	NA	NONE	0
chr7	133214692	133214842	id-95273	1	+	NA	NONE	10
chr7	133246932	133247082	id-95274	1	+	NA	NONE	5
chr7	133249372	133249522	id-95275	8.21e-06	+	AAATGCTGAATTTTGATGACCAGTAGGAGGCAGAC	V_CTCF_BR	31
chr7	133326262	133326412	id-95276	8.91e-07	-	ACAGCGATACTGGCAGCCACCAGGAGAGGCTGCAG	Upstream_CTCF	13
chr7	133355182	133355332	id-95277	1	+	NA	NONE	3
chr7	133407946	133408096	id-95278	5.34e-06	+	GTCTGCTGTGCTGCAGCTGGCACTAGCTGGCGCCT	V_CTCF_BR	11
chr7	133423345	133423495	id-95279	1	+	NA	NONE	0
chr7	133427607	133427757	id-95280	7.8e-08	-	GCTGTCTGTTGTGCCTTTGCCACCAGAGGGCAGTT	V_CTCF_BR	40
chr7	133428574	133428724	id-95281	4.68e-05	-	ATCCTCTGGTTTTCTCCTTCCCCTAGGAGGCAGAC	UpstreamP1_CTCF	2
chr7	133474867	133475017	id-95282	1.83e-05	-	AAAAAAGCTTGTTTCTCCTCCAGCTGGGGGAAGTG	V_CTCF_BR	17
chr7	133482216	133482366	id-95283	7.44e-06	+	CTAGTTTTATTTCCTGGGACCGCTAGAGGTCAGGG	Upstream_CTCF	5
chr7	133521616	133521766	id-95284	2.66e-05	-	TGTAACAGACATTTTACAACCTGCAGATGCCAGCA	V_CTCF_BR	2
chr7	133538682	133538832	id-95285	9.81e-06	-	ACTTGGAGGTTAAACACTGCCTCCAGAGGGCAAAT	V_CTCF_BR	39
chr7	133539638	133539788	id-95286	7.31e-05	+	ATGTCTTTCTCATTTGCAGCAAGTAGATGACACAG	UpstreamP1_CTCF	38
chr7	133658594	133658744	id-95287	2.46e-06	-	ATCTTCTGCCTTCCCCCTTCCACCAGGGGGTGATG	UpstreamP1_CTCF	8
chr7	133668929	133669079	id-95288	1	+	NA	NONE	8
chr7	133675810	133675960	id-95289	1.56e-06	-	AGGGAACTGCAAATAAAAACCACAAGGGGGCATCA	Upstream_CTCF	40
chr7	133689677	133689827	id-95290	2.19e-05	-	ATATCTTTGTTGAGCTTGACCACCAGGGGGTCATA	Upstream_CTCF	9
chr7	133695921	133696071	id-95291	1.47e-05	+	ACAGAAGCCACCTAGGAGTCCAGATGGTGGCAGCA	V_CTCF_BR	4
chr7	133701545	133701695	id-95292	5.08e-07	-	TGGCTGTCTGTGGGCAGTTCCAGTAGGTGGCAGCA	V_CTCF_BR	40
chr7	133706735	133706885	id-95293	1	+	NA	NONE	2
chr7	133715255	133715405	id-95294	2.31e-06	+	AGTGCAGCCACAGCAGCCCCCATAAGGTGGAGACA	Upstream_CTCF	2
chr7	133716670	133716820	id-95295	4.1e-06	-	AGGGCTGTACTCTTTGTTGTCATCAGGTGGCAACA	Upstream_CTCF	25
chr7	133793675	133793825	id-95296	2.96e-05	-	CTCCTAATTTGCTTGACTGCCTCTAGGTGCCTCCC	V_CTCF_BR	12
chr7	133826136	133826286	id-95297	1.13e-10	-	AGTGCAGTGACCTCCTTGCCCACCAGAGGGCAGGA	Upstream_CTCF	40
chr7	133882247	133882397	id-95298	8.02e-05	-	AAGGAAGGAACAAAGTTGACCACATGGGGCTGCCA	Upstream_CTCF	7
chr7	133939171	133939321	id-95299	5.92e-05	-	AGGACACATCTACACAATGCCACAAGATGGCATCT	V_CTCF_BR	32
chr7	133940740	133940890	id-95300	1	+	NA	NONE	13
chr7	134001841	134001991	id-95301	1	+	NA	NONE	39
chr7	134012767	134012917	id-95302	3.09e-07	-	GGCCAAGGGGGAGTACAGGACACTAGGGGGCACTG	V_CTCF_BR	40
chr7	134032377	134032527	id-95303	6.73e-07	-	CTGCAGGACACACAAGAATGCACAAGGAGGAGCCC	UpstreamP1_CTCF	26
chr7	134042355	134042505	id-95304	2.91e-05	-	TGAGCTATCTCTGATGCATACACTAGGGGCAAACT	Upstream_CTCF	33
chr7	134043104	134043254	id-95305	7.27e-11	-	TTTGCAATTCCAAATCTTGCCACCAGGTGGTGGTG	Upstream_CTCF	40
chr7	134046870	134047020	id-95306	1	+	NA	NONE	12
chr7	134063401	134063551	id-95307	1.27e-06	-	CTTCATTTACATGGGGTGAACACCAGGTGGCCAAT	UpstreamP1_CTCF	14
chr7	134088589	134088739	id-95308	1.19e-06	+	ATTGACCATGAGCAATGAGCCAGCAGGAGGCAGCC	V_CTCF_BR	15
chr7	134105396	134105546	id-95309	6.51e-05	-	GCTCTCACTCACAGACACACCACTTGGGGGAGTCA	V_CTCF_BR	40
chr7	134117270	134117420	id-95310	4.65e-06	-	CTGTTAGGAACGGGGCCGCACAGCAGGAGGCGTGC	UpstreamP1_CTCF	31
chr7	134117537	134117687	id-95311	2.18e-07	+	CATTGTTGACCATTTGTGGCCAGAAGGGGGAAGCA	V_CTCF_BR	39
chr7	134128972	134129122	id-95312	1	+	NA	NONE	19
chr7	134132316	134132466	id-95313	5.37e-06	-	TGGTAGTGTGCATTTCTAGCCAGTGGAGGGCCTCA	UpstreamP1_CTCF	13
chr7	134143253	134143403	id-95314	6.82e-05	-	AGGGACGTGGAGCCGTCGGCAAGGTGTGGGAGCGC	V_CTCF_BR	27
chr7	134143981	134144131	id-95315	1	+	NA	NONE	39
chr7	134155695	134155845	id-95316	1	+	NA	NONE	7
chr7	134163589	134163739	id-95317	1.38e-07	-	GAGCAGTCCTACTCAACTTCCAGTAGAGGGTGATA	UpstreamP1_CTCF	30
chr7	134198049	134198199	id-95318	1.38e-06	-	TGTACATGTCAGACTTTAACCAGCAGAGGGTAGCA	V_CTCF_BR	40
chr7	134199444	134199594	id-95319	8.46e-07	+	GTAGAAATTCATCATCAGACCACTAGGGGGAGTGT	Upstream_CTCF	40
chr7	134204585	134204735	id-95320	1	+	NA	NONE	8
chr7	134205002	134205152	id-95321	1.47e-05	+	GTTATTTTTTAAATCTTACCCAGTAGGGGGAGGAA	V_CTCF_BR	28
chr7	134231733	134231883	id-95322	1	+	NA	NONE	18
chr7	134232192	134232342	id-95323	1.39e-07	-	GGAGAACTGGTCCCTGCCGCCAGCAGAGGGCGTAA	V_CTCF_BR	40
chr7	134236939	134237089	id-95324	7.73e-06	-	GGTGGTTAGCAGGAGCTGAGCAGTAGGGGGCATTG	V_CTCF_BR	38
chr7	134238836	134238986	id-95325	4.85e-07	-	TTGCAGTGAATTGCAGCCACCTGTTGAGGGAGCCA	UpstreamP1_CTCF	39
chr7	134291187	134291337	id-95326	2.44e-07	-	CATGCGAAGCGACTAAAGACCACTAGGTGGCAGCA	Upstream_CTCF	39
chr7	134297063	134297213	id-95327	2.97e-06	+	CCAATATCTGAAGTCTTGGACACAAGGTGGCAGGA	V_CTCF_BR	7
chr7	134298919	134299069	id-95328	1	+	NA	NONE	19
chr7	134307146	134307296	id-95329	8.21e-06	+	TGATGATCCCCAGGCCTGAACAGTAGGGGGAGAAA	V_CTCF_BR	8
chr7	134317819	134317969	id-95330	4.02e-07	+	TATGTGCTTTCTTCTCTGACCACCAGAGAGCAGAC	Upstream_CTCF	39
chr7	134331541	134331691	id-95331	8.9e-05	+	ATGCCGGCGGCAGTGATGAGTCCTAGGAGGCGCTG	UpstreamP1_CTCF	38
chr7	134371713	134371863	id-95332	5.92e-05	+	TCTTTGTTTCTGTACGTAGACACTGGGGGTCAGTA	Upstream_CTCF	33
chr7	134374878	134375028	id-95333	1	+	NA	NONE	39
chr7	134379167	134379317	id-95334	2.94e-06	+	CTGGCATTACATCTCTCCCCCAGGAGAGGCAGCAC	Upstream_CTCF	39
chr7	134386148	134386298	id-95335	1	+	NA	NONE	40
chr7	134409478	134409628	id-95336	3.63e-06	+	GTATGCTTCAGCCAGCACTCCTCCAGGGGGAGCTC	V_CTCF_BR	40
chr7	134415210	134415360	id-95337	1	+	NA	NONE	4
chr7	134432098	134432248	id-95338	1	+	NA	NONE	1
chr7	134434953	134435103	id-95339	6.53e-09	-	GACACCCTGTTAGGCTCTGCCAGTAGGGGGCACCA	V_CTCF_BR	39
chr7	134440292	134440442	id-95340	2.6e-06	-	GCAGGCTGTGTACTGTACACCACCGGGGGGAGCCA	V_CTCF_BR	39
chr7	134530359	134530509	id-95341	4.01e-05	-	GACACACTGCTGCTTCCTGCCTGTAGGTGGTGACT	V_CTCF_BR	40
chr7	134557270	134557420	id-95342	1	+	NA	NONE	1
chr7	134563634	134563784	id-95343	1.24e-05	+	CTACTGCACTCCAGCCTGGACAACAGAGGGAGACC	V_CTCF_BR	25
chr7	134573559	134573709	id-95344	1	+	NA	NONE	15
chr7	134590179	134590329	id-95345	3.63e-06	-	GCTGGAGAGAGCAGGGGAGCCACCAGGAGCCAGCC	V_CTCF_BR	27
chr7	134628668	134628818	id-95346	1.85e-05	-	ATAGAAACATCTATGGATTCCACTAGGTGTCACTC	Upstream_CTCF	38
chr7	134639072	134639222	id-95347	2.19e-05	-	AAATTGGTTCTTCTGAAGACCAAGAGGTGGCAGTA	Upstream_CTCF	39
chr7	134647138	134647288	id-95348	3.97e-05	-	CTTCTTTCCTTTTCTTCACCCTCTAGGGGGTGATC	UpstreamP1_CTCF	21
chr7	134670933	134671083	id-95349	3.56e-05	-	TCTGCACTTCGGCTGTTGCCTCAGAGGAGGCAGTA	Upstream_CTCF	32
chr7	134671404	134671554	id-95350	1.04e-07	-	TTCCGGGGCGCGCTCGCTTCCCGCAGGGGGCGCCC	V_CTCF_BR	40
chr7	134710060	134710210	id-95351	1	+	NA	NONE	1
chr7	134832941	134833091	id-95352	7.73e-05	-	CTTGCAGGATCGGTACTTACAGAAAGGAGGTGCAG	Upstream_CTCF	16
chr7	134845856	134846006	id-95353	1	+	NA	NONE	9
chr7	134849106	134849256	id-95354	3.65e-07	+	TGACTTCCCCGCAGGTCCCCCGGCAGAGGGCAGTA	V_CTCF_BR	16
chr7	134853934	134854084	id-95355	4.7e-08	-	CTCTGGTTGGCTTTGGCTGCCTGTAGGGGGCACCA	V_CTCF_BR	39
chr7	134855124	134855274	id-95356	1	+	NA	NONE	4
chr7	134855545	134855695	id-95357	4.14e-06	-	GCCGGCGGCATTACCACTGCCAGCATGGGGCGCCC	V_CTCF_BR	39
chr7	134895959	134896109	id-95358	1	+	NA	NONE	14
chr7	134916613	134916763	id-95359	1.92e-06	+	ATCCAGAGCTAGTGAGAGGCCACCAGGAGGCCCCC	UpstreamP1_CTCF	5
chr7	134917588	134917738	id-95360	6.49e-06	+	CAGGAGTGAAGGAGCTCACCCATCAGATGGCAGCA	UpstreamP1_CTCF	37
chr7	134923048	134923198	id-95361	3e-08	-	AGTGCAGTCCTCTGCCTCCCCCATAGGGGGCAGAC	Upstream_CTCF	40
chr7	134959349	134959499	id-95362	1.76e-09	+	GAAGCAATACCTTAAAAGGCCACGAGGGGGAGGTG	Upstream_CTCF	40
chr7	134966373	134966523	id-95363	3.63e-06	+	TTGTGACACACTGTGTTGGACACTTGGGGGCAGTG	V_CTCF_BR	39
chr7	134986156	134986306	id-95364	1.48e-05	-	ATGCAACCCTGGGGCTCTGCCCAGAGGGGTCGGAG	UpstreamP1_CTCF	2
chr7	135020519	135020669	id-95365	4.71e-06	-	GGAGCTGGTGTACGTTTCTCCACTGGGTGTCACTG	Upstream_CTCF	38
chr7	135025917	135026067	id-95366	3.16e-06	+	CTCTGCTACTAACAGGTGGCCAGCAGGCGGAACTA	UpstreamP1_CTCF	6
chr7	135037156	135037306	id-95367	7.17e-05	-	CATGGCCCATAGAAGGCCAGCAGTAGGGAGCGCTC	Upstream_CTCF	13
chr7	135046675	135046825	id-95368	5.63e-06	-	CTGCTCTGGGGCCATCTGATCACCATCGGGAGCAA	UpstreamP1_CTCF	6
chr7	135047727	135047877	id-95369	9.39e-07	+	TGTGCAGCGGGATCTGTGTGCTGAAGGGGGCGCTG	Upstream_CTCF	34
chr7	135070038	135070188	id-95370	1	+	NA	NONE	2
chr7	135098293	135098443	id-95371	3.41e-07	+	TTTGTTGTACCTAGAGATGCCTGCAGGAGGAAGAG	Upstream_CTCF	3
chr7	135099720	135099870	id-95372	9.81e-06	+	CAAAAAATCCCCCACCCCACCAACAGAGGTCACTA	V_CTCF_BR	40
chr7	135160953	135161103	id-95373	1	+	NA	NONE	1
chr7	135186325	135186475	id-95374	1.93e-05	-	TCTGCTAAGCAATAAGAAGCCAGTAGAGGTTGATA	Upstream_CTCF	23
chr7	135195753	135195903	id-95375	1	+	NA	NONE	32
chr7	135196973	135197123	id-95376	4.21e-05	+	CTTATAAATAAAATATCCAACACTAGGGGGCAATG	V_CTCF_BR	40
chr7	135204789	135204939	id-95377	6.39e-05	-	CACTCATTTCTCTCACCCTCCAGGAGAGGACTCTA	Upstream_CTCF	0
chr7	135243320	135243470	id-95378	8.21e-06	-	GCACTCACTCATTCAAACACCACTGGAGGGCGGTA	V_CTCF_BR	39
chr7	135281697	135281847	id-95379	1	+	NA	NONE	5
chr7	135306118	135306268	id-95380	2.01e-05	+	TGGCCAAGTCACCACTTAACCACTAGGTGGGGCTC	Upstream_CTCF	39
chr7	135330178	135330328	id-95381	2.47e-07	-	ATGCAATGTAACAAGTAGTACTCCAGATGGCGCCA	UpstreamP1_CTCF	36
chr7	135347060	135347210	id-95382	1.59e-06	+	GCGGTGAGGCCAACGCGCTCCGCCAGGGGGAACCT	V_CTCF_BR	40
chr7	135357680	135357830	id-95383	1.91e-08	+	ACAGCTGTCCTCCATATCACCACAAGAGGGCAAAA	Upstream_CTCF	39
chr7	135367529	135367679	id-95384	7.44e-05	+	GGGTCAGTGGTGGGGGCACACAGCAGAGGAAGCGG	Upstream_CTCF	10
chr7	135388975	135389125	id-95385	9.49e-08	+	CTGCCATCAGGCCTGAGGCCCTGCAGAGGGCGCCA	V_CTCF_BR	38
chr7	135392923	135393073	id-95386	5.68e-06	-	GACTGACATGCCTGGCCTCCCTACAGGTGGCGGCG	V_CTCF_BR	8
chr7	135395693	135395843	id-95387	1.6e-10	-	CCTGCAGTGCCTCCTGCTCCCGCTAGGGGGCCGCT	Upstream_CTCF	40
chr7	135397301	135397451	id-95388	1	+	NA	NONE	24
chr7	135421853	135422003	id-95389	4.14e-05	+	GTGATGAGGACCTCTTTGGCCGGTGGGCGGCAGGG	UpstreamP1_CTCF	10
chr7	135422120	135422270	id-95390	1.48e-05	-	CTGCAATTACAGGCACCCGCCACCATGCCCGGCTG	UpstreamP1_CTCF	11
chr7	135482073	135482223	id-95391	5.65e-05	-	AGAAAACTGCAGGGTTTTGAAGGCAGGTGGCACTG	V_CTCF_BR	31
chr7	135484714	135484864	id-95392	1	+	NA	NONE	13
chr7	135485933	135486083	id-95393	4.7e-06	+	TCCTGAACTCAGTGTTTGTACACAAGATGGCGCTC	V_CTCF_BR	40
chr7	135510306	135510456	id-95394	4.44e-06	+	ATGCCGCTCCATGCAGAGCCCTGTAGTGGGCTCTC	UpstreamP1_CTCF	7
chr7	135515635	135515785	id-95395	1	+	NA	NONE	0
chr7	135651654	135651804	id-95396	1.31e-05	+	GAAGACATTTTTTTAGGGGGCTGGAGAGGGCGGTG	V_CTCF_BR	0
chr7	135694345	135694495	id-95397	4.7e-06	-	TAATGTAATATTCATTCTTCCAGCAGGGGGCTCTC	V_CTCF_BR	40
chr7	135708015	135708165	id-95398	1	+	NA	NONE	0
chr7	135789045	135789195	id-95399	5.92e-05	-	GAGGAACTAGGGCTGCACTCCACAAGGGAGCAGGA	Upstream_CTCF	3
chr7	135800115	135800265	id-95400	7.48e-12	+	GTGCAGTTCACGCTACCGGCCAGTAGGTGGCACTT	UpstreamP1_CTCF	40
chr7	135802430	135802580	id-95401	6.8e-06	+	ATGTTATGTAACTAACCCACCGCCAGGTGGGTGGC	UpstreamP1_CTCF	5
chr7	135812893	135813043	id-95402	4.01e-05	+	CATCTGCTGACTCTGCTCATCTGCAGGGGGCGTGA	V_CTCF_BR	2
chr7	135819278	135819428	id-95403	1	+	NA	NONE	9
chr7	135868847	135868997	id-95404	8.21e-05	+	AAACAATTCTCCCTTAGAACCTCTGGAGGGAGCCT	V_CTCF_BR	25
chr7	135899246	135899396	id-95405	1	+	NA	NONE	13
chr7	135979850	135980000	id-95406	1.84e-06	+	CTGGGACTACAGGCATGCACCTGTAGGTGGCAGGC	V_CTCF_BR	14
chr7	136091061	136091211	id-95407	2.11e-08	+	TTGCAATAAGAGTATGTGTCCACTAGAGGGCCGAA	UpstreamP1_CTCF	40
chr7	136279611	136279761	id-95408	1	+	NA	NONE	2
chr7	136325890	136326040	id-95409	6.82e-05	+	GCCACTCTGTGGTCAATTTCTACCAGATGTCAGCC	V_CTCF_BR	2
chr7	136372591	136372741	id-95410	9.78e-09	-	GTTGCAATTTATGTCCACTCCACCAGGGGGCAAGA	Upstream_CTCF	40
chr7	136492446	136492596	id-95411	5.01e-06	-	CATGTGGAAGGTCTGGGCTCCACAAGGGGTCACTA	V_CTCF_BR	18
chr7	136555729	136555879	id-95412	1	+	NA	NONE	11
chr7	136559295	136559445	id-95413	1.3e-07	-	ATGTGCTTCCAGTTATTGAACACCAGAGGGCATCA	UpstreamP1_CTCF	39
chr7	136567940	136568090	id-95414	2.23e-06	-	CTGTAGTACCCTTTGGGAGACACCGGAGGCTGAAG	UpstreamP1_CTCF	19
chr7	136596261	136596411	id-95415	1.39e-05	-	TCACCAAGTGCAGTCATTGCCACTTGGTGGCTCCT	V_CTCF_BR	11
chr7	136776264	136776414	id-95416	1.48e-05	-	CAGTAACAAGCCACATTCCCCAAGAGGGGTCAGCA	UpstreamP1_CTCF	34
chr7	136794853	136795003	id-95417	1	+	NA	NONE	22
chr7	136844062	136844212	id-95418	1.56e-06	-	TCAGCTATTCTACAGCTAAACAACAGAAGGCAGTG	Upstream_CTCF	2
chr7	136854039	136854189	id-95419	5.28e-08	+	ACTGCAGTTCCGTCACGTTCCACATGATGGTGGCC	Upstream_CTCF	39
chr7	136972521	136972671	id-95420	1	+	NA	NONE	35
chr7	136989496	136989646	id-95421	8.23e-05	-	TGTCAGCTCCCAAACAGCGCCACCAGGATGCTTAA	UpstreamP1_CTCF	8
chr7	137022781	137022931	id-95422	9.81e-06	-	TTTTCCAAGGCAAATGCCCCCTCTAGGTGGAGCTA	V_CTCF_BR	34
chr7	137139060	137139210	id-95423	3e-09	-	TTGCAGTTCTTAAAAGTTAACAGTAGGTGGCAGTA	UpstreamP1_CTCF	39
chr7	137172899	137173049	id-95424	2.04e-08	-	CCTTTAGTTCTGATATTGGCCACCAGGTAGCAACA	Upstream_CTCF	25
chr7	137277133	137277283	id-95425	2.15e-05	-	CAACTAATGCTAAAAACGGACAGATGGTGGCAGCA	V_CTCF_BR	40
chr7	137287258	137287408	id-95426	1	+	NA	NONE	13
chr7	137290928	137291078	id-95427	4.41e-06	+	GAAAAAGCTATTTTTCTTGCCAGTAGGTGGCAATA	V_CTCF_BR	36
chr7	137310109	137310259	id-95428	1	+	NA	NONE	26
chr7	137311336	137311486	id-95429	1.19e-06	-	TTTCCTTCCCACACAGTAGCCACAAGGTGTCGCTG	V_CTCF_BR	40
chr7	137341121	137341271	id-95430	2.81e-08	+	CTTGCAATGTAACAAAACTGCAGCAGGGGGCGCGC	Upstream_CTCF	40
chr7	137432209	137432359	id-95431	2.5e-05	+	CCGAAGTAACCAGTGGAATCCTCTAGGGGGTATGT	UpstreamP1_CTCF	13
chr7	137475623	137475773	id-95432	1	+	NA	NONE	4
chr7	137476811	137476961	id-95433	1	+	NA	NONE	17
chr7	137501631	137501781	id-95434	7.62e-07	+	TCAGCAGCCTGACCTCTAACCACTAGATGCCAGTA	Upstream_CTCF	39
chr7	137531091	137531241	id-95435	7.02e-05	-	CGGCAGCCGAGACAGGTGCGCCGCGGCGGGAGACC	UpstreamP1_CTCF	3
chr7	137583966	137584116	id-95436	1.82e-07	-	GTGTCAGGCCTTCCCTGGGCCACATGGGGGCAGCA	V_CTCF_BR	40
chr7	137588483	137588633	id-95437	4.31e-07	+	AGACGTCTCCTCCAAATAACCACTAGGTGGCAGGC	V_CTCF_BR	40
chr7	137589625	137589775	id-95438	1	+	NA	NONE	8
chr7	137614112	137614262	id-95439	1.22e-07	+	CAGCATTCCCGGCCTCCACCCACTAGATGCCGGTA	UpstreamP1_CTCF	15
chr7	137625522	137625672	id-95440	1	+	NA	NONE	10
chr7	137651086	137651236	id-95441	1.48e-06	-	GCTCCTCCTTCTCCCTGAGCCACTGGAGGGAGCAC	V_CTCF_BR	27
chr7	137670741	137670891	id-95442	1	+	NA	NONE	3
chr7	137671598	137671748	id-95443	1	+	NA	NONE	6
chr7	137679043	137679193	id-95444	1.48e-06	-	TTTGTTCTGTTTGGGATCGACAGCAGGTGGCAAGC	Upstream_CTCF	3
chr7	137684801	137684951	id-95445	1	+	NA	NONE	22
chr7	137687164	137687314	id-95446	4.73e-07	+	TCAGAAATTTACCAGCGCGCCGACAGGGGGCGCGA	Upstream_CTCF	40
chr7	137693681	137693831	id-95447	5.2e-08	-	TTGCATTGTTCCTCTTTAGCCACTTGGTGGCAGTG	UpstreamP1_CTCF	40
chr7	137749654	137749804	id-95448	3.63e-06	-	TGACCTTGGGGGTGCGGGATCACCAGGGGGAGCTT	V_CTCF_BR	3
chr7	137782208	137782358	id-95449	1.55e-07	+	CTTTAGTTCAAAGGCTGTCCCAGCAGGGGGAGCAG	UpstreamP1_CTCF	38
chr7	137846364	137846514	id-95450	1.65e-07	+	CTGCTTTTTCAGGCTGAGAACACCAGGTGGCATAT	UpstreamP1_CTCF	40
chr7	137852193	137852343	id-95451	1	+	NA	NONE	6
chr7	137928261	137928411	id-95452	1	+	NA	NONE	9
chr7	137947492	137947642	id-95453	2.73e-07	+	TTTGCAGTTCATTACACACCCAGCAGGGGAGAGAA	Upstream_CTCF	18
chr7	137972548	137972698	id-95454	1	+	NA	NONE	0
chr7	138063655	138063805	id-95455	2.33e-07	-	CTGCAGCCACCCCGTCTGGGAGGTGGGGGGCGCCC	UpstreamP1_CTCF	0
chr7	138107789	138107939	id-95456	1.92e-05	+	TTTCAGTACCACCTCCCAACCTCCAGGGAAAGGAG	UpstreamP1_CTCF	2
chr7	138134454	138134604	id-95457	1.38e-08	+	TTTGTCACCCCCCAGGCTGCCACAAGGGGGCGGAG	V_CTCF_BR	38
chr7	138144494	138144644	id-95458	1	+	NA	NONE	31
chr7	138145709	138145859	id-95459	2.01e-05	+	GTGCGCGGCGGGGGAGGGGCGAGCAGGAGGGTCTG	UpstreamP1_CTCF	11
chr7	138287343	138287493	id-95460	1.56e-06	+	AGTGCTCCTTCCTTTGGTGCCAGCAGGAGGCTTAA	Upstream_CTCF	3
chr7	138295606	138295756	id-95461	1	+	NA	NONE	2
chr7	138330162	138330312	id-95462	2.28e-05	-	AAATCAAGTGTCAGAATAACCAACAGGGGGACCCA	Upstream_CTCF	18
chr7	138332842	138332992	id-95463	2.04e-05	+	GGGAGTATGTCAACAGCATCCAACAGGTGGTGCTG	V_CTCF_BR	8
chr7	138333742	138333892	id-95464	2.68e-05	-	GCCTCTGTGATCATCCCCACCATCGGGTGGCGCTG	Upstream_CTCF	12
chr7	138411162	138411312	id-95465	2.59e-06	-	ATGTGGCCTGGGAACCTCTCCACTAGAGGGCCGCC	UpstreamP1_CTCF	24
chr7	138423581	138423731	id-95466	1.87e-09	-	ATTGGCCCAGTGCATGCTGCCACCAGGTGGCGGCC	V_CTCF_BR	40
chr7	138458670	138458820	id-95467	1	+	NA	NONE	4
chr7	138470624	138470774	id-95468	2.29e-05	+	CTGTTCTACCACTTTCTGTCCTCTAGATCACGTCC	UpstreamP1_CTCF	19
chr7	138481918	138482068	id-95469	2.66e-05	-	ACCCTGCATTCCAGCTTGGCCGACAGAGGGAGACT	V_CTCF_BR	16
chr7	138519972	138520122	id-95470	5.68e-06	+	TGTGTGTGCTTTATGACCACCAGCAGAGGGCTGGT	V_CTCF_BR	20
chr7	138523038	138523188	id-95471	1	+	NA	NONE	7
chr7	138550753	138550903	id-95472	1.93e-05	-	GTGGTGCATGGCTGCTCTTACAGTAGGTGGTGCTC	V_CTCF_BR	38
chr7	138570618	138570768	id-95473	1.55e-07	-	AATTCAGTTCCGACACTGTCCACTGGGAGGTAGCC	Upstream_CTCF	38
chr7	138571326	138571476	id-95474	3.2e-08	+	TCTGCAATAATGATTTATGCCAGCAGAGGGGGACA	Upstream_CTCF	40
chr7	138592729	138592879	id-95475	1.19e-06	+	GCTCCGACGAATTTTCCCACCAGGAGATGGAGCTG	V_CTCF_BR	8
chr7	138622099	138622249	id-95476	1.34e-06	-	CTGCACTTAGCTCACATGACCGGTAGGTGTTTGTT	UpstreamP1_CTCF	1
chr7	138639710	138639860	id-95477	6.43e-06	-	GAATGAAGACATGGCAGAGCCAGTAGAGGGTGCTT	V_CTCF_BR	9
chr7	138664065	138664215	id-95478	1	+	NA	NONE	34
chr7	138666193	138666343	id-95479	1.15e-07	-	CAGGCAGGCGTCCGGCCGGCCGGGAGGGGGTGCTC	V_CTCF_BR	24
chr7	138701918	138702068	id-95480	6.49e-06	+	ACTGTACAGAATCATTTGGACACTGGGTGGCAGCA	Upstream_CTCF	39
chr7	138719882	138720032	id-95481	1	+	NA	NONE	29
chr7	138753429	138753579	id-95482	1.43e-05	+	CTTGTCATGTTCATGAACCCCGGTAGGTGGTGAAG	Upstream_CTCF	0
chr7	138759909	138760059	id-95483	4.3e-08	-	CTGTGTTGCTGGATTTTTACCACTAGAGGGCGACA	UpstreamP1_CTCF	40
chr7	138780021	138780171	id-95484	1	+	NA	NONE	2
chr7	138793703	138793853	id-95485	1	+	NA	NONE	23
chr7	138794249	138794399	id-95486	1	+	NA	NONE	30
chr7	138803246	138803396	id-95487	2.91e-05	-	CCTGCAATTCCTTCCCTTGCCAGTACAGTACTCCC	Upstream_CTCF	24
chr7	138812544	138812694	id-95488	2.15e-05	-	AGGTTGTGTGTATATATATACAGGAGGTGGCACTG	V_CTCF_BR	9
chr7	138915383	138915533	id-95489	5.41e-06	+	CACGCAACGCCCACTGCGGCCGGGCGAGGGAAACC	Upstream_CTCF	8
chr7	138969097	138969247	id-95490	2.89e-07	+	ATTGCAATGAATGTACCTGCCAGCAGAGGTAGCAA	Upstream_CTCF	12
chr7	139005830	139005980	id-95491	2.1e-05	+	CAAGTACTTCCACATTCTAAAGGCAGGAGGAGCTA	Upstream_CTCF	40
chr7	139024911	139025061	id-95492	7.49e-05	-	AGGAGCTTTGCTCCAGCGGCCGTTAGATGGCGCCT	V_CTCF_BR	40
chr7	139025943	139026093	id-95493	8.33e-05	+	TGAGCGGTTCCACTGCTCGTCAGTCGATAGGGGGA	Upstream_CTCF	39
chr7	139026392	139026542	id-95494	2.66e-05	+	CTCGGGGACCAAAGGACCAGCGGGGGGGGGCGCAG	V_CTCF_BR	5
chr7	139039619	139039769	id-95495	1	+	NA	NONE	11
chr7	139044078	139044228	id-95496	9.66e-05	-	GGAGCAGGCCTGTCTCGCCGCCGCCGGGGCCGCGT	Upstream_CTCF	18
chr7	139044324	139044474	id-95497	1	+	NA	NONE	17
chr7	139106972	139107122	id-95498	1	+	NA	NONE	5
chr7	139119418	139119568	id-95499	1.17e-05	+	TGCTTGGAGCATAGAACTAGCGCAAGAGGGCGCTA	V_CTCF_BR	40
chr7	139122637	139122787	id-95500	1.48e-06	-	CCATTCTTTCCCCAACAGGCCACTAGCTGGAGCCA	V_CTCF_BR	12
chr7	139137834	139137984	id-95501	1	+	NA	NONE	16
chr7	139138210	139138360	id-95502	6.49e-06	+	AAGCTCTCAACTGGCCTCCCCTGTAGGGGGTGCTG	UpstreamP1_CTCF	34
chr7	139168330	139168480	id-95503	1.83e-05	-	CCAGGTGCGCTCCTCAGCGTCTCCGGGTGGCGGGG	V_CTCF_BR	11
chr7	139183486	139183636	id-95504	1.46e-07	-	ATGCAGTGGAATCAATAAGCCAGCTGGTGGAGCTC	UpstreamP1_CTCF	15
chr7	139184831	139184981	id-95505	4.58e-08	+	TAGCAGTGCTTCCTTGTTGTCACTAGAGGGCGACC	UpstreamP1_CTCF	40
chr7	139190461	139190611	id-95506	2.97e-06	+	AGGTGGTGGCATCTGCACGACACCTGGGGGCGCTG	V_CTCF_BR	39
chr7	139239166	139239316	id-95507	3.88e-06	-	TGGCCCTCTTCTCAAAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	17
chr7	139243088	139243238	id-95508	2.27e-05	-	GGTCCCTGTTGCGGCATTGGCTCTAGAGGGCGTGC	V_CTCF_BR	19
chr7	139251597	139251747	id-95509	1.72e-06	+	GGTGTTCTGGGACGGGAGCCCTGCAGGGGGCACTT	Upstream_CTCF	5
chr7	139254896	139255046	id-95510	8.71e-06	-	TCTATTAGGGACTTTTTGGCAGCCAGATGGCAGCA	V_CTCF_BR	25
chr7	139261649	139261799	id-95511	1.03e-06	+	CCTGTGCCTCAGCTCTCCTCCAGGAGAGGGCTGCC	V_CTCF_BR	1
chr7	139281413	139281563	id-95512	8.02e-05	-	CCATCAGCAGTGACACGGACGAGGAGGAGGAACAG	Upstream_CTCF	1
chr7	139286979	139287129	id-95513	5.92e-05	+	GTTGTAGCTCTTTCTCCTGTAGACAGGTGGCACTC	Upstream_CTCF	40
chr7	139303732	139303882	id-95514	2.38e-07	+	GCTTCAAGAATGCAAACGGCCCCCAGAGGGCAGCA	V_CTCF_BR	40
chr7	139304088	139304238	id-95515	1	+	NA	NONE	21
chr7	139305702	139305852	id-95516	1.55e-05	-	TGGAGAGTTCCTTGGCCGTCCCCTAGGTGGTGCTG	V_CTCF_BR	40
chr7	139314258	139314408	id-95517	3.63e-06	+	ACTTGCCATGGTCACATGGCCAATAGGTGGCAGCT	V_CTCF_BR	14
chr7	139316526	139316676	id-95518	1	+	NA	NONE	0
chr7	139322830	139322980	id-95519	1	+	NA	NONE	2
chr7	139330775	139330925	id-95520	1.99e-07	+	AGCTGGCTCTTTACACCTCCCACTAGGGGGCGCTG	V_CTCF_BR	40
chr7	139409996	139410146	id-95521	8.71e-06	+	CAGTACAGGCCTTCGACTCCCGCCAGGTGTCACTG	V_CTCF_BR	3
chr7	139415679	139415829	id-95522	3.11e-05	+	ACCTGTAATATCTGGACTGCAAGTAGGTGGAGCAC	V_CTCF_BR	6
chr7	139420511	139420661	id-95523	7.27e-06	+	TTTTTCAGTCTTTAAGTACCCGGAAGGGGGCGGTC	V_CTCF_BR	8
chr7	139452976	139453126	id-95524	3.29e-05	+	GCTGCATTACCAGGCATGCCCTCTGAGAGGCCTCT	Upstream_CTCF	30
chr7	139475705	139475855	id-95525	4.65e-06	+	CTCAACTCACCGGGAGTGTCCAGCAGAGGGAGTCT	UpstreamP1_CTCF	40
chr7	139476349	139476499	id-95526	1	+	NA	NONE	3
chr7	139483510	139483660	id-95527	3.1e-07	-	CTGCCGTGACAGTCAAGCCCCTCCAGGGGTTGCCA	UpstreamP1_CTCF	6
chr7	139491035	139491185	id-95528	1	+	NA	NONE	1
chr7	139519715	139519865	id-95529	1	+	NA	NONE	8
chr7	139527004	139527154	id-95530	6.84e-06	-	TGCAAATGGACACCAAAAGCCAGCAGGGGTAGCTA	V_CTCF_BR	26
chr7	139575569	139575719	id-95531	2.8e-05	-	AAAGTGGTACTCTTTCAGGCCAGCAGAGTCCCCCC	Upstream_CTCF	0
chr7	139589420	139589570	id-95532	1.83e-05	-	AGCTCTTTCACCTCTTCCACCACGGGAGGGTGCAG	V_CTCF_BR	8
chr7	139618628	139618778	id-95533	4.23e-06	+	AATCTATGGCCACCTTCTACCAGCAGAGGGAATGA	UpstreamP1_CTCF	8
chr7	139655117	139655267	id-95534	2.12e-06	+	AAGCAATTCAGGCCCTCCTCCTCTGGAGGGGGCCA	UpstreamP1_CTCF	1
chr7	139673623	139673773	id-95535	2.83e-07	-	CTCTGGCCCCTGTTTGGTCCCAGCAGGGGGAGGCC	V_CTCF_BR	1
chr7	139685134	139685284	id-95536	1	+	NA	NONE	2
chr7	139687616	139687766	id-95537	3.4e-06	+	GGCCACGGGAACCTCCCAGGCCCTAGGGGGCAGTA	V_CTCF_BR	18
chr7	139695530	139695680	id-95538	1	+	NA	NONE	10
chr7	139702195	139702345	id-95539	1.26e-07	-	CGGTCCTGAGCAAATTCTGCCAGCAGAGGGCAACA	V_CTCF_BR	40
chr7	139703831	139703981	id-95540	2.81e-05	-	CAAAGAAAAAAGTTTTTCTCCAGCAGGTGGCGATT	V_CTCF_BR	40
chr7	139705739	139705889	id-95541	1.48e-06	-	GGGAGGCCTAGTTCCTCCGTCTGCAGGGGGAGCCC	V_CTCF_BR	39
chr7	139736208	139736358	id-95542	1	+	NA	NONE	3
chr7	139762506	139762656	id-95543	9.31e-05	-	TGTGCGCGGCCGGGGGCGCCCTGGAGTTGCCCGAG	Upstream_CTCF	4
chr7	139778965	139779115	id-95544	2.83e-07	+	TTGTGCCAAGGACGGCAGGCCAGCAGAGGGCAGAT	V_CTCF_BR	39
chr7	139875040	139875190	id-95545	4.03e-06	+	ATGGTTTTCTCTCCCTGGACCAGTAGAGGGAGACT	UpstreamP1_CTCF	40
chr7	139901263	139901413	id-95546	1	+	NA	NONE	2
chr7	139931340	139931490	id-95547	6.84e-06	-	CTCCACGGCAGGGGCCTTACCAACAGCAGGCGCTC	V_CTCF_BR	14
chr7	139967743	139967893	id-95548	1.17e-05	+	GGCCAAGCCCTCCCCAAGCCCACGAGGGGGAGAAA	V_CTCF_BR	1
chr7	139997146	139997296	id-95549	1.26e-05	+	CCTCCCCTTTCCTTTAAGACCACAAGAGGGCCAGG	Upstream_CTCF	12
chr7	140000329	140000479	id-95550	1	+	NA	NONE	2
chr7	140004433	140004583	id-95551	1	+	NA	NONE	39
chr7	140024367	140024517	id-95552	1	+	NA	NONE	2
chr7	140026174	140026324	id-95553	5.65e-05	-	ACCATTCATACCTCTTGGCTCAGCAGGGGGAGACA	V_CTCF_BR	40
chr7	140043052	140043202	id-95554	1.17e-05	-	TGAACCTGCCCTCTGGGCCTCAGTAGGTGGCACTC	V_CTCF_BR	40
chr7	140049142	140049292	id-95555	1	+	NA	NONE	4
chr7	140086906	140087056	id-95556	7.31e-05	+	TTGTCATTAACTATAGTCACCGGTAGGGCACAGTG	UpstreamP1_CTCF	0
chr7	140098234	140098384	id-95557	8.02e-05	-	TCCGGAAACCCTGGTCGCACCGCCAGGGGTGAGCT	Upstream_CTCF	29
chr7	140143932	140144082	id-95558	3.86e-08	-	CCCGGAGTTTTGCTAACCACCTGCAGGGGGCGCTG	Upstream_CTCF	40
chr7	140146387	140146537	id-95559	4.14e-06	+	GCGGCGGAACCCTGGTCTGACTGAAGGTGGAGCTC	V_CTCF_BR	5
chr7	140175668	140175818	id-95560	3.11e-05	+	TAAAAGATATGAAAAACAGCCTGGTGGTGGCAGCA	V_CTCF_BR	38
chr7	140192992	140193142	id-95561	1	+	NA	NONE	40
chr7	140201832	140201982	id-95562	2.32e-08	-	CCTGCAGGACTAAGTCCAGCCACCAGCTGGCTGCA	Upstream_CTCF	8
chr7	140206587	140206737	id-95563	1	+	NA	NONE	23
chr7	140217817	140217967	id-95564	5.21e-08	+	GAGACGTCCATGGCCTCGGCCACCAGGTGGCATCA	V_CTCF_BR	40
chr7	140221431	140221581	id-95565	1	+	NA	NONE	7
chr7	140241269	140241419	id-95566	1	+	NA	NONE	12
chr7	140295518	140295668	id-95567	1	+	NA	NONE	3
chr7	140305302	140305452	id-95568	1.03e-06	+	ATGCAGTGCATGGAGGCGGTCTGCAGGAGGCTCAT	UpstreamP1_CTCF	20
chr7	140324256	140324406	id-95569	5.51e-07	+	CACCTAGCCTGTCACCTGGCCACATGGTGGCAGAG	V_CTCF_BR	4
chr7	140338299	140338449	id-95570	4.7e-06	-	ACAGGGAAGGAAGGATCTGCCAGAAGGAGGCAGGA	V_CTCF_BR	34
chr7	140345052	140345202	id-95571	7.44e-09	+	ACTGCACTGCCTGTTCCTTCCAGAGGGGGGAGCCA	Upstream_CTCF	40
chr7	140346982	140347132	id-95572	1	+	NA	NONE	40
chr7	140353323	140353473	id-95573	2.32e-08	-	GGTGTTGTTAACTCTATTTCCACTAGGTGGCACCA	Upstream_CTCF	40
chr7	140361049	140361199	id-95574	2.02e-06	+	TTGTAATGCACTGCAGAGGGCACCAAAAGGCAGGG	UpstreamP1_CTCF	37
chr7	140373058	140373208	id-95575	6.21e-05	+	CCTGGGCCGCGGGCCTCGGGAGGATGGTGGCGCCC	V_CTCF_BR	8
chr7	140373272	140373422	id-95576	1	+	NA	NONE	12
chr7	140375172	140375322	id-95577	3.63e-05	+	GAACTAAGCCACCGTACGGTCAAGAGAGGGAGCTC	V_CTCF_BR	39
chr7	140389677	140389827	id-95578	2.91e-05	+	GAGGCTGCAGCTCCTTCCTCATCCAGGGGTCGCTG	Upstream_CTCF	5
chr7	140391297	140391447	id-95579	5.17e-06	+	CCTGCCTGGCTGCTGTAGTCCATTAGAGGGAGCTG	Upstream_CTCF	14
chr7	140426247	140426397	id-95580	8.21e-06	+	CTTGAAGGCTGCAAATTCTCCTGTAGAGGGAGGAC	V_CTCF_BR	39
chr7	140440655	140440805	id-95581	1.08e-05	-	ATGTTATGATGGTGTAGCTTCAGTAGGGGGCATTG	UpstreamP1_CTCF	11
chr7	140510988	140511138	id-95582	8.81e-07	+	ATCAAGGAAAAAGATATGACCACGAGGTGGCAGTA	V_CTCF_BR	40
chr7	140599719	140599869	id-95583	9.81e-06	+	GCTCTGAGGCCTGCTACATCCACATGAGGGAGCAC	V_CTCF_BR	21
chr7	140624016	140624166	id-95584	6.82e-05	-	GTGGTTGAGCGGGAGGCTATCAATAGGGGGCGAAA	V_CTCF_BR	40
chr7	140683726	140683876	id-95585	3.6e-07	-	CCTGTAATTAGTCTATGTGCCATCAGGTGGCAGTA	Upstream_CTCF	33
chr7	140711999	140712149	id-95586	3.56e-06	-	ACAGTTCTACCGTTGCCAGCCTTCAGGTGGCACTA	Upstream_CTCF	40
chr7	140714796	140714946	id-95587	1.73e-05	-	CAGGTACACCTCGGAGGCCTCAGGAGGGGGAGCCA	V_CTCF_BR	39
chr7	140726958	140727108	id-95588	7.73e-06	+	GGTGGGTAGAGAAAAACCATCAGGAGGGGGCAGTG	V_CTCF_BR	7
chr7	140771155	140771305	id-95589	1.26e-07	+	AGCGAGGCACGCCCCTCCCCCACTAGATGGCACTG	V_CTCF_BR	28
chr7	140772379	140772529	id-95590	8.79e-07	+	CTGCAGCTACCCGCGCCGGACGAGAGAGCGCGGCA	UpstreamP1_CTCF	12
chr7	140811703	140811853	id-95591	1	+	NA	NONE	0
chr7	140920200	140920350	id-95592	1	+	NA	NONE	27
chr7	140931425	140931575	id-95593	1.03e-06	-	GTTGACCGTGGGAGAACTGCCAGTGGAGGGAGCCA	V_CTCF_BR	35
chr7	140939585	140939735	id-95594	1.73e-05	-	TGACCAACTTCAGCTCCCTACACTAGGGGGCAAAG	V_CTCF_BR	5
chr7	140951874	140952024	id-95595	4.01e-05	+	GGAAAGACTAGAAGGCCTGCCATTAGAGGGCAGAG	V_CTCF_BR	19
chr7	140956395	140956545	id-95596	3.24e-06	+	CTTGAAAGGTCTGCTCTGGCCTCTAGGTGGAGAAT	Upstream_CTCF	13
chr7	140962026	140962176	id-95597	1.1e-06	-	AGGGAATCAGCCTGGAGAGCCAGCAGAGGGAGAAA	V_CTCF_BR	33
chr7	140972308	140972458	id-95598	1.54e-05	+	ATGTAACTGTTGGGTCATTCCACCAGAGGTCCTGA	UpstreamP1_CTCF	8
chr7	140975289	140975439	id-95599	4.51e-05	+	GGAGCACCACCCTTCAGCATCCAGAGGGGGTGCTC	Upstream_CTCF	10
chr7	141035116	141035266	id-95600	8.71e-06	+	ACTTGGTGCTGGCACTCTGCTCCCAGAGGGCGCTC	V_CTCF_BR	6
chr7	141055070	141055220	id-95601	7.12e-06	-	ATGCTTCTCTAAGGCTCCACCACAAGGAGGGAAGC	UpstreamP1_CTCF	4
chr7	141186866	141187016	id-95602	1	+	NA	NONE	7
chr7	141233233	141233383	id-95603	2.83e-07	-	AGCCAGCCTGAAGAGCACACCACTAGGTGGCGCTG	V_CTCF_BR	40
chr7	141341817	141341967	id-95604	9.4e-06	+	CAGCAATGAGGAGAAGCTGCCACCTGCAGGAGTGG	UpstreamP1_CTCF	15
chr7	141349819	141349969	id-95605	4.14e-06	-	ATGTGTGATCCCTAAATGGGCACGAGAGGGAGCTC	V_CTCF_BR	40
chr7	141354381	141354531	id-95606	6.84e-06	+	GTGGCCCTGAGGTTCTTACACTCTAGGGGGCAGTG	V_CTCF_BR	40
chr7	141373809	141373959	id-95607	1	+	NA	NONE	9
chr7	141374651	141374801	id-95608	3.88e-06	-	CTCACAGTGCTCCTGCGCTCCACTGGGGGGCAGGA	V_CTCF_BR	39
chr7	141410194	141410344	id-95609	1.09e-06	-	AGGCAGTGAATGGGTTTTGCCAGCAGAGGGTCTGC	UpstreamP1_CTCF	16
chr7	141418231	141418381	id-95610	1.24e-05	+	GAATGATGTTGCTAGTTGGCCAGTAGCGGGAGTGG	V_CTCF_BR	0
chr7	141437928	141438078	id-95611	7.02e-05	+	TTGAAACCTTCCAAACTCACCACTTGGCGGCGTTG	UpstreamP1_CTCF	40
chr7	141438303	141438453	id-95612	1.76e-05	+	TTCCAGTTCTCCTCGGTTTTCAGGTGGTGGCGCCA	UpstreamP1_CTCF	38
chr7	141452588	141452738	id-95613	3.6e-07	-	TTTGTAATTCAGAAAAGATCCAGCAGATGGCGTAT	Upstream_CTCF	40
chr7	141454829	141454979	id-95614	8.79e-07	+	ATGTAATACACTACCCTGCTCACTAGGTGGTGCTG	UpstreamP1_CTCF	40
chr7	141485853	141486003	id-95615	1.48e-06	-	CAGAATTGTGCCTATATTGCCACTAGATGGCGTCA	UpstreamP1_CTCF	40
chr7	141674759	141674909	id-95616	1.83e-05	+	TTTTCTCCTTGTCTTCACCACACCAGGTGGCGGTG	V_CTCF_BR	26
chr7	141676149	141676299	id-95617	2.18e-07	+	CATCGCTATTTAACAGCTCCCACCAGGTGGCGCCA	V_CTCF_BR	39
chr7	141713034	141713184	id-95618	3.31e-06	-	TGGCATCAACCATTTCCTGCCACTGGAGGGAACAG	UpstreamP1_CTCF	18
chr7	141724389	141724539	id-95619	1	+	NA	NONE	4
chr7	141729283	141729433	id-95620	1	+	NA	NONE	7
chr7	141730234	141730384	id-95621	1	+	NA	NONE	16
chr7	141772149	141772299	id-95622	5.41e-06	+	GAAGTCTTTCCCTAATCTTCCAGCAGAGGAAGCAC	Upstream_CTCF	1
chr7	141810594	141810744	id-95623	1	+	NA	NONE	6
chr7	141853305	141853455	id-95624	4.48e-07	+	CATGAACTCTCCTCTTAGTCCAGCAGAGGGTGCAG	Upstream_CTCF	27
chr7	141881131	141881281	id-95625	3.97e-05	+	GTGTAATTTAGGCTGCGATACAGTAGATGGTGTTT	UpstreamP1_CTCF	5
chr7	141888776	141888926	id-95626	3.56e-05	-	ATTGTTAGGACTGTTTCTTCCACTAGATGGTAATG	Upstream_CTCF	22
chr7	141931214	141931364	id-95627	8.59e-05	-	TCCACCTGAAGCAACAGCCCCTACAGGTGGTGCTC	V_CTCF_BR	2
chr7	141931600	141931750	id-95628	7.27e-06	+	TCGCCCTGCAGCTCAGCCCCCTGTAGGGGGAGCAT	V_CTCF_BR	21
chr7	141997915	141998065	id-95629	2.08e-07	+	GGGCAATGTGCCTCTTTCACCTCCAGGAGGAGCTA	UpstreamP1_CTCF	32
chr7	142000592	142000742	id-95630	6.43e-06	+	CAAAGGCTCCCTCCTCTCTCCTATAGAGGGCGCTC	V_CTCF_BR	31
chr7	142001896	142002046	id-95631	8.21e-05	-	AAATTCATTCCTGCCTCTGCCTCTAGGTGTCTCTT	V_CTCF_BR	40
chr7	142003509	142003659	id-95632	1.31e-05	+	TGACACGTTTGACCTTTTACCACAAGGAGGAGCTG	V_CTCF_BR	29
chr7	142019902	142020052	id-95633	4.14e-06	+	TTGGTTACTGCGCAGTGGGCCACATGGGGGTGCTG	V_CTCF_BR	36
chr7	142023572	142023722	id-95634	9.49e-08	+	TGGGACTGTGGAATGTTGGCCACTTGGGGGCGCTG	V_CTCF_BR	38
chr7	142038566	142038716	id-95635	1	+	NA	NONE	35
chr7	142107625	142107775	id-95636	1	+	NA	NONE	9
chr7	142110800	142110950	id-95637	3.97e-07	+	TCTACTGCAGCCCTGCTGGTCACTAGAGGGCAGTG	V_CTCF_BR	40
chr7	142112587	142112737	id-95638	2.78e-06	+	TTGGCTTATGGGAGACAGGACAGCAGAGGGAGGTA	V_CTCF_BR	16
chr7	142115714	142115864	id-95639	3.12e-08	-	ATGAAGCTTCACTTATTGGCCACAAGATGGCAGTG	UpstreamP1_CTCF	40
chr7	142127717	142127867	id-95640	1.1e-05	-	ACTGAGTTTGGAAATGCAGGCACTAGAGGGTGCTC	V_CTCF_BR	12
chr7	142132450	142132600	id-95641	2.78e-06	+	TTGGCTTATGGGAGACAGGACAGCAGAGGGAGGTA	V_CTCF_BR	28
chr7	142135177	142135327	id-95642	1.09e-07	-	ATGAAACTTCACTTATTGGCCACAAGATGGCACTA	UpstreamP1_CTCF	40
chr7	142146068	142146218	id-95643	4.31e-07	-	GGCGTTGTCTTCGGATCAGACGCCAGGGGGCAGTA	V_CTCF_BR	40
chr7	142147724	142147874	id-95644	5.01e-06	-	CAGGTAGAGGGCGGAATTGCAGGCAGAGGGCAGAG	V_CTCF_BR	12
chr7	142148335	142148485	id-95645	5.61e-08	+	TCTGCTGCGGCCCTGCTGGTCACTAGAGGGCAGTG	Upstream_CTCF	40
chr7	142150117	142150267	id-95646	5.34e-06	+	TTGTCTTATTGGAGACAGGACAGCAGAGGGAGGTA	V_CTCF_BR	30
chr7	142153247	142153397	id-95647	7.09e-08	-	TTGAAACTTCACGTATTGGCCACAAGATGGCAGTG	UpstreamP1_CTCF	40
chr7	142164417	142164567	id-95648	1.1e-05	-	ACTGAGTTTGGAAATGCAGGCACTAGAGGGTGCTC	V_CTCF_BR	5
chr7	142172230	142172380	id-95649	1.02e-07	-	ATGAAACTTCACTTATTGGCCACAAGATGGCACTG	UpstreamP1_CTCF	40
chr7	142186688	142186838	id-95650	1.24e-05	-	TGAGACTATGGATCTATAGCCACTTGGAGGCGCTG	V_CTCF_BR	40
chr7	142193446	142193596	id-95651	7.07e-08	-	TGCTGTTCCTGCCTACTGGCCACCAGGAGGCACTG	V_CTCF_BR	40
chr7	142211168	142211318	id-95652	6.84e-06	-	TGAGACTCTGGACAGTTGGCCACGTGGAGGCACTG	V_CTCF_BR	40
chr7	142219117	142219267	id-95653	6.46e-07	-	TGCTGTTTCTGCCTACTGGCCACAAGGAGGCACTG	V_CTCF_BR	40
chr7	142226514	142226664	id-95654	1.54e-05	-	ACTCTGAACCGTTCATTGACCAGCAGGCGGCACTA	UpstreamP1_CTCF	20
chr7	142240510	142240660	id-95655	4.41e-06	-	TGAGACTGTAGACTGTTGGCCACTTGGAGGCGCTG	V_CTCF_BR	40
chr7	142246235	142246385	id-95656	5.89e-08	-	ATGAAACTTCACGTGTTGGCCACAAGATGGCACTG	UpstreamP1_CTCF	40
chr7	142255813	142255963	id-95657	4.41e-06	-	CATGAGACTGGAACTTTGGCCACTTGGAGGCGCTG	V_CTCF_BR	35
chr7	142273827	142273977	id-95658	2.41e-08	-	ATGAAATTTCACTTATTGGCCACAAGATGGCACTG	UpstreamP1_CTCF	40
chr7	142334051	142334201	id-95659	4.23e-08	+	CAGTCATGGGCAAAGATTACCACCAGGGGGCAGAC	V_CTCF_BR	40
chr7	142340142	142340292	id-95660	5.86e-07	+	GATGAATTCGCTCCTTTGACCACTAGAGGGTGATG	Upstream_CTCF	40
chr7	142354088	142354238	id-95661	7.31e-05	+	TAGAAGTTCTGAAAAGGCACCACTAGGGCTGGGCT	UpstreamP1_CTCF	5
chr7	142362022	142362172	id-95662	1.71e-06	+	TCCACTCAAATTACTGCCCACAGCAGGGGGCACCA	V_CTCF_BR	20
chr7	142377264	142377414	id-95663	9.81e-06	+	AACCTCTAACACCTTTTTTTCAGCAGGGGGCAGTA	V_CTCF_BR	37
chr7	142397374	142397524	id-95664	4.34e-05	+	TATCCAGGTTTTTTAGAGAACACTAGATGGCGTCG	Upstream_CTCF	24
chr7	142420300	142420450	id-95665	2.6e-07	+	AGCCCTCCACTCCGATGTTCCACTAGAGGGCACTA	V_CTCF_BR	39
chr7	142447892	142448042	id-95666	1.55e-07	+	AGTGAAGAGCCACACGGTTCCACCAGGGGGAAGAC	Upstream_CTCF	34
chr7	142491237	142491387	id-95667	4.7e-08	-	GGGTCATGCATCCATGTGGGCAGCAGGGGGCAGCC	V_CTCF_BR	39
chr7	142492059	142492209	id-95668	6.48e-05	-	CAGAGGTAAGCCATGGTGAACATCAGAGGGTAGTC	UpstreamP1_CTCF	15
chr7	142498672	142498822	id-95669	2.96e-05	-	GATGGCTCAAACACAGCGACCTCGGGTGGGAACAC	V_CTCF_BR	0
chr7	142508943	142509093	id-95670	6.46e-07	-	TTCTAATGTCCCTTCCCCTCCACAAGGGGGCACAA	V_CTCF_BR	40
chr7	142533412	142533562	id-95671	1	+	NA	NONE	3
chr7	142549789	142549939	id-95672	1.03e-05	-	CTGTCTTGAGGCTTTGTGGCCTCTAGGTGCAGTTG	UpstreamP1_CTCF	10
chr7	142551734	142551884	id-95673	7.23e-07	+	CTTGTGCTCCCTAGAAAAACCAGCAGGTGGTAGCA	Upstream_CTCF	40
chr7	142553177	142553327	id-95674	1.41e-06	+	GAGTAGTGGGGCTCCCCAGCCCCTAGGTGGCTTCC	UpstreamP1_CTCF	33
chr7	142561373	142561523	id-95675	4.34e-05	+	GATTGGCTGGCTCACCTACCCACCAGGGGGGGTGA	Upstream_CTCF	0
chr7	142564166	142564316	id-95676	5.77e-08	-	CACCTGGTGCACCACAGGGACAGCAGAGGGCACTA	V_CTCF_BR	40
chr7	142566091	142566241	id-95677	1.15e-07	-	TGTTTGGATGGGACTCTGGCCAGCGGAGGGCACAA	V_CTCF_BR	3
chr7	142571116	142571266	id-95678	1.57e-08	+	CTTGCCCTAACCCTCCCTGCCACCAGGGGGCTCAC	Upstream_CTCF	39
chr7	142573715	142573865	id-95679	5.92e-05	+	CCTTTCATTTTGATGACAGCCTTTAGAGGGCAGAA	Upstream_CTCF	11
chr7	142578764	142578914	id-95680	1.32e-08	+	TTGCAATAACCTCATATGCCCACAAGGGGACAGCA	UpstreamP1_CTCF	39
chr7	142583794	142583944	id-95681	1	+	NA	NONE	4
chr7	142606799	142606949	id-95682	6.49e-06	+	AGGCAATCTGTGAGATAGGACACTAGAGGTCAGTG	UpstreamP1_CTCF	35
chr7	142622617	142622767	id-95683	3.31e-06	+	GTGCGGTTGCCACCACGAAACTTAAGGGGGCGGTA	UpstreamP1_CTCF	17
chr7	142622887	142623037	id-95684	1	+	NA	NONE	0
chr7	142636770	142636920	id-95685	9.4e-06	-	CTGTCTTTTTTTCCACCTACCTGCAGAGGGCGTTT	UpstreamP1_CTCF	29
chr7	142658171	142658321	id-95686	6.51e-07	-	CCTGATGTTCTTTGCCTAGCCCCTTGGGGGAGCCC	Upstream_CTCF	25
chr7	142667911	142668061	id-95687	1.92e-05	-	CTTCTCCAGCAGAGTGGTGGCAGTAGGGAGCACCA	UpstreamP1_CTCF	4
chr7	142681044	142681194	id-95688	2.47e-07	-	GTGCAACTATACACAGTGTCCAGCAGGGTGCCTCA	UpstreamP1_CTCF	9
chr7	142699320	142699470	id-95689	2.27e-06	-	CTGGCTAACTTCAGATTTGCCAGAAGAGGTCAGCA	V_CTCF_BR	38
chr7	142700656	142700806	id-95690	2.31e-06	-	TATGTCATTATAGAGGCAACCACAAGAGGGCAATA	Upstream_CTCF	40
chr7	142705116	142705266	id-95691	5.55e-11	+	GCTGCACTACGTAGAGCTGCCACCAGGTGGAGCTG	Upstream_CTCF	40
chr7	142873340	142873490	id-95692	3.6e-07	-	GCGGCCCTCCCACCTCAGCCCAGTAGCTGGCACTA	Upstream_CTCF	7
chr7	142912249	142912399	id-95693	4.58e-08	-	GAGCAATTCCTTAATTCGCCCACTAGTGGGCAGGC	UpstreamP1_CTCF	40
chr7	142937784	142937934	id-95694	3.33e-08	+	GTGCTATGTAGACTTAGAGCCACTAGATGGCGGGC	UpstreamP1_CTCF	40
chr7	142953533	142953683	id-95695	1.76e-05	-	ATCCAGTTCCCCTTTATTTCCTGTTAGGGGCAGTG	UpstreamP1_CTCF	33
chr7	142965552	142965702	id-95696	1	+	NA	NONE	3
chr7	142985104	142985254	id-95697	2.66e-05	+	TGAAGTTATCGCCATAGGCCGGCCAGGGGGCGCGA	V_CTCF_BR	36
chr7	142997041	142997191	id-95698	1.41e-06	-	GGAGCAGTTTCCCATCCACACCATAGATGGCGCCC	Upstream_CTCF	40
chr7	143002672	143002822	id-95699	2.6e-06	-	ACGAGCCAAGAGTGTCCTTCCACTGGGTGGCGCTG	V_CTCF_BR	40
chr7	143007799	143007949	id-95700	2.96e-05	+	ATGTATCATGTTTGAAAAGCCAGAAGGGGGAGAAG	UpstreamP1_CTCF	15
chr7	143015851	143016001	id-95701	1	+	NA	NONE	19
chr7	143018479	143018629	id-95702	1.03e-06	-	CCTGGGGAGAGATGAGGTGGCAGAAGAGGGCGCTG	V_CTCF_BR	3
chr7	143018934	143019084	id-95703	3.63e-06	+	AGGAGCCAGGGTGGCACCAACTCTAGAGGGAGCTC	V_CTCF_BR	33
chr7	143020906	143021056	id-95704	1.32e-05	-	GAGGAAGTGCAACTTGCCTCCGACAGGGGCTGCAA	Upstream_CTCF	7
chr7	143026665	143026815	id-95705	3.63e-06	+	ACTAGGATGCGAGGTGCTGCCTGAAGAGGGCGTTC	V_CTCF_BR	17
chr7	143042603	143042753	id-95706	1.16e-05	+	AGCGCAGGCTGCGCGCAGCCCAAGAGATGGCGCGG	Upstream_CTCF	38
chr7	143043269	143043419	id-95707	1.7e-05	+	GCAGCCGGAAGCACCAGAGCCTGCAGGTGACGCTC	Upstream_CTCF	6
chr7	143052649	143052799	id-95708	3.4e-06	-	CAGGATGCAGGTGTCGCCAACAGCAGGGGGAGCAT	V_CTCF_BR	18
chr7	143069240	143069390	id-95709	1	+	NA	NONE	16
chr7	143070587	143070737	id-95710	5.21e-08	-	CACACCGCCTCAGCGCCCCCCACCAGGTGGCAGAC	V_CTCF_BR	32
chr7	143077351	143077501	id-95711	3.42e-08	+	GCTGAGAAATCCAGTCTGGCCAGTAGGGGGCTCCA	V_CTCF_BR	40
chr7	143084863	143085013	id-95712	1	+	NA	NONE	35
chr7	143085646	143085796	id-95713	2.6e-06	+	AGGGCCAGCAGTTCTACAGTCTGGAGGGGGCGCCG	V_CTCF_BR	16
chr7	143085898	143086048	id-95714	1.82e-07	-	TCCACGATGAAGGAGGTGCCCTCCAGGGGGCGGGC	V_CTCF_BR	3
chr7	143087039	143087189	id-95715	1.04e-07	+	CTCCTTGGGCAGGTTCTGACCAGGAGGTGGCGGGA	V_CTCF_BR	30
chr7	143092432	143092582	id-95716	3.4e-06	+	AAGGAAGTTCCACCACTGGCCACCTGGGGATGTGT	Upstream_CTCF	37
chr7	143093364	143093514	id-95717	3.18e-06	+	AAGCGCTGGAAGGAAGGGGCCTGCTGGTGGCTCTG	V_CTCF_BR	5
chr7	143096415	143096565	id-95718	3.97e-05	+	GGGGTGTGTCCATGTCCATCCGGTAGGAGCCGCTA	UpstreamP1_CTCF	2
chr7	143106060	143106210	id-95719	2.72e-05	-	CGTCAATTCTTAATCCCACCTACTAGGCGGCGCCC	UpstreamP1_CTCF	37
chr7	143109726	143109876	id-95720	6.51e-05	+	CCCACCAAAACCAAGATGGCCACTAGAGGGTCCTG	V_CTCF_BR	4
chr7	143113773	143113923	id-95721	1.12e-09	-	GTGCAATTACCAAATTTTCCCACTAGGTGGCTCTC	UpstreamP1_CTCF	40
chr7	143187918	143188068	id-95722	2.83e-07	+	AGCCCTGGTCCTGCAGTGGCCAGAAGGTGTCACTG	V_CTCF_BR	40
chr7	143189096	143189246	id-95723	1	+	NA	NONE	12
chr7	143191858	143192008	id-95724	2.68e-05	-	GATGCATTTTTCTTTTTTACCAGCAGGGAAACATT	Upstream_CTCF	23
chr7	143202163	143202313	id-95725	6.9e-05	-	GAAGTAATATTTGTGTAGCCCTTTGGGGGGCAACA	Upstream_CTCF	17
chr7	143260425	143260575	id-95726	8.19e-06	-	CTGCAAAGAACAAGAATGACCACAAGAGGTCTTGC	UpstreamP1_CTCF	34
chr7	143312811	143312961	id-95727	3e-06	+	CTGCATTTCTCTTGATTGACCACAAGGGACAGACT	UpstreamP1_CTCF	26
chr7	143317254	143317404	id-95728	2.48e-11	+	GTGCATGGCCCGCAGCTGACCACTAGGGGGCAGCC	UpstreamP1_CTCF	13
chr7	143434253	143434403	id-95729	1	+	NA	NONE	40
chr7	143534441	143534591	id-95730	1.52e-11	-	GTGCATGGCCCGCCGCTGACCACTAGGGGGCAGCC	UpstreamP1_CTCF	39
chr7	143538885	143539035	id-95731	3e-06	-	CTGCATTTCTCTTGATTGACCACAAGGGACAGACT	UpstreamP1_CTCF	31
chr7	143576023	143576173	id-95732	1.22e-07	-	CCAGCTCTGCAGGCAGTCCACACCAGGAGGCAGTA	Upstream_CTCF	19
chr7	143582082	143582232	id-95733	3.63e-05	-	GGGGTCCTTGGGGAGCGCGGCCGAGGGGGGCGCAC	V_CTCF_BR	6
chr7	143582497	143582647	id-95734	5.38e-05	+	GGCTTTGTGTCAGTTTCTACCCCAAGATGCCGCCC	V_CTCF_BR	7
chr7	143589839	143589989	id-95735	6.43e-06	-	TCACTGTATTTTCACATGGCCAAGAGAGGGAGCTC	V_CTCF_BR	40
chr7	143598778	143598928	id-95736	6.46e-07	+	GGGGGTCATCGCCTCCTGCCCAGCAGAGGGCATAA	V_CTCF_BR	39
chr7	143612176	143612326	id-95737	1	+	NA	NONE	28
chr7	143672833	143672983	id-95738	1	+	NA	NONE	31
chr7	143678375	143678525	id-95739	1.38e-06	+	GCCTGGGGCTGGCGGCCAGCCGCCTGGTGGCTGGC	V_CTCF_BR	0
chr7	143709071	143709221	id-95740	1	+	NA	NONE	26
chr7	143716807	143716957	id-95741	1	+	NA	NONE	3
chr7	143724296	143724446	id-95742	2.01e-05	-	TGAACACTATTCACATTTCCCACTAGATGGTACTA	Upstream_CTCF	36
chr7	143760924	143761074	id-95743	2.97e-06	+	GACTTCCATTTAGGTTCTACCAATAGGGGGCGCTA	V_CTCF_BR	35
chr7	143771576	143771726	id-95744	1.55e-05	-	TACCGATCATAGGACATCACCACCAGGAGGAGACA	V_CTCF_BR	17
chr7	143815458	143815608	id-95745	5.3e-05	-	ATGTAAGACATCTCAAAGGGCACCACGAGGAGAGG	UpstreamP1_CTCF	2
chr7	143824930	143825080	id-95746	2.19e-08	-	AGGGTCTGGGTCTATCCAGCCAGCAGGGGGCGACC	V_CTCF_BR	39
chr7	143836658	143836808	id-95747	1	+	NA	NONE	7
chr7	143875605	143875755	id-95748	6.37e-07	+	GGGTACTTTGACCTACAAGCCAGTAGATGGCGCTT	UpstreamP1_CTCF	36
chr7	144088990	144089140	id-95749	6.37e-07	-	TTTCACTACTAATATCTTTCCACTAGATGGCAATC	UpstreamP1_CTCF	40
chr7	144097421	144097571	id-95750	4.88e-05	+	AGGTGCTCACCAAGTATCTCCAACAGATGGGGCCA	UpstreamP1_CTCF	3
chr7	144134810	144134960	id-95751	8.16e-07	-	ACATACTGCAGAATTTCCCCCACCAGGTGGCAGTC	V_CTCF_BR	39
chr7	144151689	144151839	id-95752	9.25e-06	+	CAATTACAATGCTCACTTCCCACTAGAGGGAGCCT	V_CTCF_BR	35
chr7	144210536	144210686	id-95753	7.15e-05	+	TCCACATTATCCAATCTATTCTGTAGATGGCACTG	V_CTCF_BR	28
chr7	144292304	144292454	id-95754	1	+	NA	NONE	0
chr7	144354171	144354321	id-95755	8.19e-06	+	GTGCACAGTCATCAAGCCGCAGCAAGAGGGCAATG	UpstreamP1_CTCF	19
chr7	144367545	144367695	id-95756	1	+	NA	NONE	29
chr7	144368649	144368799	id-95757	1	+	NA	NONE	4
chr7	144424041	144424191	id-95758	8.17e-10	+	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	10
chr7	144435924	144436074	id-95759	7.49e-07	+	GAGCTATGGCATACAACCACCACTTGGTGGCAGTT	UpstreamP1_CTCF	39
chr7	144483734	144483884	id-95760	5.38e-05	+	GACTTCTGACCCTTATCAGTCTAGAGAGGGCGCCA	V_CTCF_BR	26
chr7	144484341	144484491	id-95761	1.31e-05	-	GGCACCTTGCAATCACTGTCAGCCAGGTGGCAGTC	V_CTCF_BR	22
chr7	144532971	144533121	id-95762	8.91e-07	-	GCTGCCGGGCGCGCGGGCCGCGGAAGGGGGCGGCC	Upstream_CTCF	10
chr7	144552047	144552197	id-95763	1.73e-05	+	TACAAAATTATTGATCCTTACAGTAGAGGGCAGCA	V_CTCF_BR	39
chr7	144622925	144623075	id-95764	1	+	NA	NONE	3
chr7	144713286	144713436	id-95765	1	+	NA	NONE	8
chr7	144733820	144733970	id-95766	1.32e-08	-	ATGCAGTTAGGATATACTGCCACCAGGTGGTAGAT	UpstreamP1_CTCF	40
chr7	144849802	144849952	id-95767	7.27e-06	+	TGGGGAAAGTATAGGAGGCCCTCAAGAGGGAGCTC	V_CTCF_BR	2
chr7	144867125	144867275	id-95768	1	+	NA	NONE	10
chr7	144966609	144966759	id-95769	1.43e-05	-	GAAGCTTCTTCCTCTAAGGCCTGCAGGGTGAGCCA	Upstream_CTCF	0
chr7	145028279	145028429	id-95770	7.44e-05	-	CCTTAAATCCGTGCATCCACCACTAGATGCCTTGT	Upstream_CTCF	3
chr7	145096036	145096186	id-95771	1.31e-05	+	TCAGTCATGTGGAATGTCCCCAGGAGAGGGCTCCT	V_CTCF_BR	3
chr7	145350336	145350486	id-95772	2.94e-06	+	TATGCAGTACATACAACATCCACAAGGAGGTCTAT	Upstream_CTCF	26
chr7	145545915	145546065	id-95773	1.04e-07	-	TGCTTCATGCTGGCCATGGCCAACAGGTGGCACCA	V_CTCF_BR	23
chr7	145582333	145582483	id-95774	1	+	NA	NONE	6
chr7	145599329	145599479	id-95775	9.71e-06	-	CTTGCAGTACTCCTCGTGGCCTAGGGTGGCAGTGG	Upstream_CTCF	10
chr7	145752132	145752282	id-95776	3.63e-06	-	TTTAGAAAGCCTCCTGCCTCCAGCAGGGGTAGCCA	V_CTCF_BR	4
chr7	145787265	145787415	id-95777	3.56e-05	-	CGAAAAGTACAGTGAATATCCACTAGGTGGCGAGT	Upstream_CTCF	40
chr7	145794237	145794387	id-95778	8.21e-06	+	TTGTCAAACCCGAGGCCAGCCACTAGGAGGTGGAA	V_CTCF_BR	19
chr7	145812895	145813045	id-95779	3.66e-06	+	GTGTTCTCCTTCCTGCAGCCGGGTAGGGGGCAGCC	UpstreamP1_CTCF	12
chr7	145813883	145814033	id-95780	4.51e-05	+	CGAGCTCTTGGAGCGCCGCCGGCCGGGAGGCGAAG	Upstream_CTCF	7
chr7	145816190	145816340	id-95781	5.92e-05	+	AAGATAATGAGCAACTCAACCAGGAGAGGTCATCA	V_CTCF_BR	5
chr7	145828954	145829104	id-95782	3.11e-05	-	AGGAAAGCAGACACCTTCTTCACAAGGTGGCAGGA	V_CTCF_BR	4
chr7	145869325	145869475	id-95783	5.12e-06	-	CAGTATCCCTGGCCTCCACCCACTAGATGTCAGTA	UpstreamP1_CTCF	13
chr7	145872960	145873110	id-95784	3.24e-06	-	TCTGTACTTTCCATAGCTCCCACTAGGGACATAAG	Upstream_CTCF	16
chr7	145881207	145881357	id-95785	1	+	NA	NONE	0
chr7	145920429	145920579	id-95786	1.76e-05	+	ATGCAGTAGCTCAAGATAGCAGAAAGAGGTCAGTG	UpstreamP1_CTCF	2
chr7	146043979	146044129	id-95787	1.38e-06	-	CGATCCCTTTCTTTCTTGCCCAGAAGGGGGCTCCA	V_CTCF_BR	3
chr7	146116804	146116954	id-95788	6.51e-05	-	TGTTCAAAATAACTGTGGGCAACCTGGTGGCAGGA	V_CTCF_BR	8
chr7	146354231	146354381	id-95789	3.09e-05	+	CTGTTCCTTAACTAATCCACCAATAGATGGCATAT	UpstreamP1_CTCF	9
chr7	146433688	146433838	id-95790	1	+	NA	NONE	2
chr7	146433991	146434141	id-95791	7.27e-06	+	TCAGGTATGTTAGAGAGAACCAGTAGAGGGAGCTT	V_CTCF_BR	14
chr7	146469797	146469947	id-95792	4.01e-09	+	GTGTTGTGGCCATCATAGGCCACTGGGTGGCGGGG	UpstreamP1_CTCF	16
chr7	146478937	146479087	id-95793	7.73e-06	-	TAGAGACAGCAGAAGAGTACCAGCAGGAGGAGCTA	V_CTCF_BR	7
chr7	146658258	146658408	id-95794	5.96e-07	-	GGGCTGAGTGGTGGCTGTGCCTGCAGGGGTCACTA	V_CTCF_BR	14
chr7	146734024	146734174	id-95795	1	+	NA	NONE	2
chr7	146776317	146776467	id-95796	1	+	NA	NONE	4
chr7	146942500	146942650	id-95797	1.19e-06	+	CCAGACAGCCACTGCCAGTCCACTAGAGGGAGCAC	V_CTCF_BR	40
chr7	146947183	146947333	id-95798	2e-06	+	CATGTGATGTTAACATCAGCCAGCAGAGGCTGCGA	Upstream_CTCF	18
chr7	147129272	147129422	id-95799	5.72e-07	+	GAGCATTCCTGGCCTATACCCACTAGATGGCATAG	UpstreamP1_CTCF	31
chr7	147138970	147139120	id-95800	8.59e-05	+	AGCACCCCTATGGCAACCACCACTAGGTGGACCTG	V_CTCF_BR	8
chr7	147244496	147244646	id-95801	1.48e-05	+	CAGACATTCTTCTCCCTGCCTGCTAGGGGGCAGCA	UpstreamP1_CTCF	37
chr7	147295910	147296060	id-95802	2.1e-06	+	TTGGCACTGCTCCCTCCTGCCACCATGTGGAGAAG	Upstream_CTCF	17
chr7	147355617	147355767	id-95803	6.82e-05	-	TGGCTTCCCATCTGGTAGCCCTGCAGGGGGAGATT	V_CTCF_BR	4
chr7	147486703	147486853	id-95804	8.71e-06	-	TTTCTTGCCCTGCTAGCAGCCAATAGATGGTGCCC	V_CTCF_BR	8
chr7	147503400	147503550	id-95805	2.81e-05	-	ATACTAATTCACATTCCCACCACCAGTGGGCAAGT	V_CTCF_BR	15
chr7	147528504	147528654	id-95806	5.38e-05	+	GACATCTTATAGTTGCCTTCAGCCAGGTGGCAGTC	V_CTCF_BR	0
chr7	147591481	147591631	id-95807	2.46e-06	+	AAGGACTGCCAATGAGCTGCCGGCAGGGGACACTG	UpstreamP1_CTCF	2
chr7	147781260	147781410	id-95808	5.08e-07	-	TAAAACTCTTATGTGGCTTCCACCAGGTGGCAGCA	V_CTCF_BR	39
chr7	147807319	147807469	id-95809	2.08e-07	+	ATGATCTGCCTCACGTTGCCCAGTAGGTGGAGATG	UpstreamP1_CTCF	12
chr7	147839860	147840010	id-95810	1.97e-06	-	TCCCCTTCCAAGTGTAATTCCAGCAGGTGGCACTA	V_CTCF_BR	37
chr7	147849002	147849152	id-95811	1	+	NA	NONE	16
chr7	147939475	147939625	id-95812	4.23e-06	-	CACTGGTTACAGCTAATGACCACTAGAGGGCATTT	UpstreamP1_CTCF	40
chr7	147952513	147952663	id-95813	1	+	NA	NONE	17
chr7	147959930	147960080	id-95814	4.55e-09	-	GATGCTTTGCCGAGTGTTACCACCAGGTGGTGCTG	Upstream_CTCF	40
chr7	147962173	147962323	id-95815	2.72e-06	+	TGGCAGTTACCCATGGGTGTCATTAGATGGCAGCA	UpstreamP1_CTCF	40
chr7	147983372	147983522	id-95816	6.05e-06	+	TGCTCTCATCGGCTTTTAACCAGTAGAGGTCTCCA	V_CTCF_BR	32
chr7	147994451	147994601	id-95817	6.49e-06	+	GATTAATTACAGCCACTGACCACTAGGAGCCCACC	UpstreamP1_CTCF	16
chr7	148097320	148097470	id-95818	6.39e-05	+	CGCGCATTCTGGAAACTGTGCAGCAGGAGAAACAG	Upstream_CTCF	0
chr7	148155498	148155648	id-95819	2.78e-06	-	TCCCTTACAGTTCTGGAAGCCAGCAGGTGTCAGCA	V_CTCF_BR	7
chr7	148165916	148166066	id-95820	6.49e-06	-	GAGTTTGTGCCACAGCACACCAGCAGGGGCAACAG	Upstream_CTCF	8
chr7	148177724	148177874	id-95821	6.67e-08	-	CTGCATCTCTGGCTTCTATCCACCAGATGACAGTA	UpstreamP1_CTCF	10
chr7	148182745	148182895	id-95822	1.64e-05	-	AAAGAAAGACTTTTAGTTTCCTGAAGATGGCACTG	V_CTCF_BR	11
chr7	148201106	148201256	id-95823	3.28e-07	+	AAGTAATGTCAGCATTAAGCCACTAGATGGCACAT	UpstreamP1_CTCF	40
chr7	148224846	148224996	id-95824	7.07e-08	-	GTAAAGAAACTGGCAACAACCAGCAGATGGCGCCC	V_CTCF_BR	40
chr7	148232558	148232708	id-95825	1	+	NA	NONE	17
chr7	148254056	148254206	id-95826	1.34e-06	+	TATGCAGTTTGACCTACAAGCTGTAGATGGCACTT	Upstream_CTCF	8
chr7	148272802	148272952	id-95827	7.97e-09	+	CAGGCATTTCCAGCTCTGGCCGCTGGAGGGCAGCC	Upstream_CTCF	40
chr7	148278643	148278793	id-95828	7.49e-05	-	AACATCCTGAGGAGCGGTGCCCCCAGTGGTCTGGA	V_CTCF_BR	11
chr7	148308901	148309051	id-95829	1.16e-05	+	CCTGCCAGTCTGCATGCTCCCCCTAGGGGTTTGAG	Upstream_CTCF	13
chr7	148324090	148324240	id-95830	1	+	NA	NONE	9
chr7	148333480	148333630	id-95831	1.93e-05	+	AGGCCTCTTGCCAGATTGAACTGTAGGTGGAGCCT	V_CTCF_BR	13
chr7	148381488	148381638	id-95832	5.68e-06	+	CGCTAAGCCACACTCCAGAGCACAAGAGGGCAGTG	V_CTCF_BR	7
chr7	148419549	148419699	id-95833	2.55e-06	+	CCTGCAGGCCTCCAGGCTGCAGGCAGGGGTCCACC	Upstream_CTCF	3
chr7	148420791	148420941	id-95834	4.88e-05	+	ATCCCCAAAGAGCTAGAAGTCAGTAGGGGTCAGCA	V_CTCF_BR	0
chr7	148425201	148425351	id-95835	4.88e-05	-	GTGGCAATGCCACATGTATCCACAAGTCAGAAACC	Upstream_CTCF	6
chr7	148442456	148442606	id-95836	1	+	NA	NONE	13
chr7	148444494	148444644	id-95837	9.51e-07	+	CTTGAGCAAGGTAGGCTGGCCGGTAGGGGTCACAC	V_CTCF_BR	23
chr7	148461538	148461688	id-95838	8.33e-05	-	GATGCCATTCCTGATTCATCCTCTGAGAGGCACGG	Upstream_CTCF	2
chr7	148474173	148474323	id-95839	2.04e-05	+	TCAGCCAGGACTAGGGGAACAACCAGGGGGCGTAA	V_CTCF_BR	1
chr7	148553499	148553649	id-95840	3.55e-08	+	CTGCATTTCCAGGGTCTGTCCAACAGAGGGCCTGG	UpstreamP1_CTCF	40
chr7	148567214	148567364	id-95841	9.81e-06	-	CTAGAGTAATTGAGCAGGCCCTGTAGATGGCAGAA	V_CTCF_BR	11
chr7	148624605	148624755	id-95842	1	+	NA	NONE	1
chr7	148639056	148639206	id-95843	1.73e-06	-	CTGGGATTACAGGCGTGAGCCACCAGGAGGTGGAG	UpstreamP1_CTCF	37
chr7	148659897	148660047	id-95844	2.43e-06	-	GCCTTCCTGAATCAAGGCAGCAGCAGATGGCAGCA	V_CTCF_BR	40
chr7	148663971	148664121	id-95845	2.74e-08	-	CTTGTCACCCTGTCTGCGTCCTGCAGGGGGCGCCA	V_CTCF_BR	40
chr7	148673731	148673881	id-95846	2.6e-05	-	CTGGGATTACAGGCCTGAGCCAGCAGGGGTTTCGT	UpstreamP1_CTCF	2
chr7	148676295	148676445	id-95847	4.02e-07	+	ACTGCTATAATGAATTTCCCCACCAGGTGCAGTGG	Upstream_CTCF	15
chr7	148683262	148683412	id-95848	1	+	NA	NONE	7
chr7	148702962	148703112	id-95849	2.74e-08	+	TCCACACTGTAGTAGACGACCACCAGGGGGCGCCT	V_CTCF_BR	40
chr7	148704737	148704887	id-95850	2.43e-06	-	GGACAGCATCCCTGTCTGTTCACCAGAGGGAGCTG	V_CTCF_BR	39
chr7	148725450	148725600	id-95851	2.23e-06	-	GTGCGCTCAGCGGCCGCCGACGCTAGGAGGCCGCG	UpstreamP1_CTCF	34
chr7	148762993	148763143	id-95852	1.03e-06	-	AGCGCCGCGGGGGTGCCTCCCGCCAGAAGGCGGCG	V_CTCF_BR	40
chr7	148765108	148765258	id-95853	6.84e-06	+	GTAGTTAGGCATCAACAGGGCAGCAGAGGGCTCTC	V_CTCF_BR	24
chr7	148769014	148769164	id-95854	2.5e-09	+	GGGCCCCTCCCCGTGTGGGCCGCCAGATGGCGCAG	V_CTCF_BR	33
chr7	148787837	148787987	id-95855	5.37e-06	-	CTGTAGGACTGAGCGGCAGCCGCGGCCGGGCGCCG	UpstreamP1_CTCF	38
chr7	148800687	148800837	id-95856	1	+	NA	NONE	1
chr7	148818726	148818876	id-95857	1	+	NA	NONE	15
chr7	148823398	148823548	id-95858	5.01e-09	-	GGCGGCGCCGCTCCTCCCGCCCGCAGGGGGCGCTA	V_CTCF_BR	40
chr7	148824170	148824320	id-95859	1	+	NA	NONE	7
chr7	148843553	148843703	id-95860	9.26e-05	+	TTGCACTCCAGCCTGGACGACAGAGGGAGACTGTC	UpstreamP1_CTCF	18
chr7	148844322	148844472	id-95861	1	+	NA	NONE	37
chr7	148846316	148846466	id-95862	9.84e-05	-	CAAGGCAGAAGTTGCAGTGAGCCCAGATGGCGCCA	V_CTCF_BR	29
chr7	148892515	148892665	id-95863	9.25e-06	+	GGACTGTTTGCTCCTACGGGCTGTAGATGGAGCTG	V_CTCF_BR	40
chr7	148894826	148894976	id-95864	1.09e-06	-	GCAGCGCCTCCCTGCACTGCCAGCTGGGGCAGCTC	Upstream_CTCF	4
chr7	148906780	148906930	id-95865	3.36e-07	+	GGTGCCTGAGCCTCCTCTTGCAGCAGGGGGCGCCA	V_CTCF_BR	40
chr7	148936588	148936738	id-95866	3.5e-05	-	GTGCAGGCTTCCCATTGTGCCCCCGTGCGGCGGGA	UpstreamP1_CTCF	40
chr7	148958790	148958940	id-95867	1	+	NA	NONE	13
chr7	148959136	148959286	id-95868	5.21e-08	+	CGGGCGTGCGGTCCTACGGGCTGCAGGGGGCGCTG	V_CTCF_BR	40
chr7	148982080	148982230	id-95869	1.03e-06	-	CCGGGCTGGTGCCCAACAGCCCGCAGGTGTCGCCA	V_CTCF_BR	15
chr7	148989560	148989710	id-95870	1.38e-06	+	CCCAGTCCTTGAAGGACACCCACCTGAGGGCACTG	V_CTCF_BR	2
chr7	148990626	148990776	id-95871	3.11e-05	+	GGGCCTTCTCCTGGGCGAGGCTCCTGAGGGAAGGC	V_CTCF_BR	3
chr7	149007416	149007566	id-95872	1.93e-05	+	AAAAAGAATCAACAACTGTCCACCAGAGGGAGTGA	V_CTCF_BR	40
chr7	149015217	149015367	id-95873	2.6e-06	-	CACTGAAGATGAATGCATGCCTGAAGAGGGCGCTC	V_CTCF_BR	25
chr7	149015513	149015663	id-95874	6.21e-05	-	TGCCCCACCACCATTTGAGAAGCTAGAGGGCAGTG	V_CTCF_BR	6
chr7	149027174	149027324	id-95875	3.71e-05	+	AAAGTATCATGATCTTGGGCCAACAGAGGGAGTCT	Upstream_CTCF	7
chr7	149031460	149031610	id-95876	2.5e-05	-	CTGTGGAAGCTTGCTACCACCGCCAGGGGCAGACT	UpstreamP1_CTCF	21
chr7	149052991	149053141	id-95877	8.59e-05	+	GGATCTGGGGAGCAGTCCCCCGACAGCTGGAAGGC	V_CTCF_BR	19
chr7	149078480	149078630	id-95878	1	+	NA	NONE	8
chr7	149103828	149103978	id-95879	1.31e-05	-	ACAGAGCAGGGAGAGGGGTCCACTGGGAGGCAGCA	V_CTCF_BR	20
chr7	149119528	149119678	id-95880	1.21e-10	+	GGGGCCTCCTCGCCTCTGGCCGGCAGGGGGCAGCG	V_CTCF_BR	39
chr7	149157692	149157842	id-95881	1.55e-05	-	ACACTGTTCGCTCCTACCGGCTGTAGATGGAGCTG	V_CTCF_BR	39
chr7	149165500	149165650	id-95882	1	+	NA	NONE	18
chr7	149171992	149172142	id-95883	7.07e-08	+	GGCGCAGGTGAAGGGCCGGCCCCCGGGGGGCGCCG	V_CTCF_BR	16
chr7	149172675	149172825	id-95884	4.99e-07	-	GGTGCCAGAACACTGGTGTCCTCGAGGGGGAGGCA	Upstream_CTCF	3
chr7	149186601	149186751	id-95885	2.83e-07	+	ACCTGCCTGAGGAGGATTCCCAGTAGAGGGCACTG	V_CTCF_BR	37
chr7	149194833	149194983	id-95886	1.95e-07	-	CCTGCCGTTCGCCTCTCAGGCTGCAGGTGGGGCTG	Upstream_CTCF	40
chr7	149196020	149196170	id-95887	3.5e-05	+	AGGCAGAGAGCATTTCAGACCAGAGGGTGGTAGTA	UpstreamP1_CTCF	1
chr7	149198795	149198945	id-95888	4.17e-05	+	AGTGAGGTGGATGGAGAGGCCAGAAGGAGGATGGA	Upstream_CTCF	3
chr7	149244335	149244485	id-95889	5.34e-06	-	CCTTGGGGTATAAAACTTGACAGCAGAGGGCGTTC	V_CTCF_BR	18
chr7	149296118	149296268	id-95890	1.46e-07	-	CTGCAGTTCACCAGGTCTGTCTCTGGGTGGAGCCA	UpstreamP1_CTCF	38
chr7	149306321	149306471	id-95891	4.65e-06	-	TTGCTTTGTTTAGCTACCACCATCAGAGGGGGCTC	UpstreamP1_CTCF	7
chr7	149312859	149313009	id-95892	7.8e-08	+	ACCTGCCTGAGGAGCACTCCCAGCAGAGGGCACTG	V_CTCF_BR	22
chr7	149321202	149321352	id-95893	1.24e-05	+	ACTCCCAGGTACCACTAAGCCGCTGGGGGGAGCTG	V_CTCF_BR	30
chr7	149321850	149322000	id-95894	1.37e-08	-	CCTGCAGTTCGCCTCCGGAGCTGCAGGTGGGGCTG	Upstream_CTCF	40
chr7	149322716	149322866	id-95895	7.1e-07	-	AGGCAATGCGCCTCTGTAACCACGTGGGGGCCCCC	UpstreamP1_CTCF	38
chr7	149359763	149359913	id-95896	1.48e-06	+	GGTGGGTAGAGGAAAGCCACCAGGTGGGGGCAGTG	V_CTCF_BR	40
chr7	149366392	149366542	id-95897	1.9e-06	+	TCTGTCTTTTCCTCCATCACCTACAGATGGCGTTA	Upstream_CTCF	40
chr7	149401044	149401194	id-95898	1.2e-08	-	GCTGCTGGTTCTGCATGTCCCAGCAGAGGGCAGGC	Upstream_CTCF	33
chr7	149401609	149401759	id-95899	1	+	NA	NONE	6
chr7	149413750	149413900	id-95900	1	+	NA	NONE	23
chr7	149427505	149427655	id-95901	8.91e-07	-	AGGGCTGCCGCCACTGCTGCCAGCAGGGGTCCCAC	Upstream_CTCF	6
chr7	149431918	149432068	id-95902	6.98e-07	+	CCCGGACCTCTCCCCTTGACCTGTAGATGGCTGTC	V_CTCF_BR	1
chr7	149438772	149438922	id-95903	9.78e-07	-	ATGCAATAAACGCATGCTGCCTGTGGAAGGCAGAC	UpstreamP1_CTCF	17
chr7	149439362	149439512	id-95904	9.06e-08	-	TTGTCATTGCCTCTCTTTCCCAGCAGATGGCGCCG	UpstreamP1_CTCF	40
chr7	149450861	149451011	id-95905	6.98e-07	-	GAGGGAGTATGCAAGACCCCCAGAAGAGGGCGCAC	V_CTCF_BR	40
chr7	149462000	149462150	id-95906	5.08e-07	+	GGGCGGCTGCCAGTGTGCACCGCCTGGTGGCGGCC	V_CTCF_BR	8
chr7	149482726	149482876	id-95907	3.11e-05	+	CACCAAAGCGCTGGCCGTGCGTCTGGAGGGCACTG	V_CTCF_BR	0
chr7	149484718	149484868	id-95908	2.19e-05	-	AGAGCGGCTGCAGCAGCGCCCCACAGCGGGCCCGA	Upstream_CTCF	32
chr7	149486738	149486888	id-95909	3.81e-05	-	GCAGGAGGTGTGGGCAGAGAAGGTAGGGGGCAGTG	V_CTCF_BR	1
chr7	149487301	149487451	id-95910	1.38e-06	-	GCACCGAAACTCGAAGGGGCCGCAGGGTGGCGCTG	V_CTCF_BR	34
chr7	149493503	149493653	id-95911	1.97e-06	+	TCCACCACAGCGATGTCCCCCTGCAGGTGGAGCTG	V_CTCF_BR	7
chr7	149497011	149497161	id-95912	3.09e-07	-	AGAAGGGCTTGGCATCTTACCAGCAGGGGTCGCTG	V_CTCF_BR	37
chr7	149504381	149504531	id-95913	2.83e-07	+	AAGCTGACATCAGGATCTGCCAGCAGAGGGTGCTC	V_CTCF_BR	40
chr7	149508438	149508588	id-95914	7.02e-05	+	AATCGTTGGCACTCCTTGGCCTGTAGGTGGCCTTC	UpstreamP1_CTCF	40
chr7	149516432	149516582	id-95915	1.39e-05	+	GCGGAGTGGGCCAGCAGCGCCGCCTGCGGGCATAC	V_CTCF_BR	2
chr7	149529531	149529681	id-95916	8.21e-06	-	TTCCCATCAGTGCCTCCTGGCTGCAGGGGGAAGGA	V_CTCF_BR	20
chr7	149536008	149536158	id-95917	1.84e-06	+	GGCTTGGAGTCTGGATCGGACGCCAGTGGGAGCTG	V_CTCF_BR	31
chr7	149546403	149546553	id-95918	1	+	NA	NONE	13
chr7	149547416	149547566	id-95919	1	+	NA	NONE	14
chr7	149548670	149548820	id-95920	1	+	NA	NONE	0
chr7	149552437	149552587	id-95921	9.25e-06	-	TGAGTCAGAAATTCTGAAACCAGCAGGGGGTGGGA	V_CTCF_BR	5
chr7	149558552	149558702	id-95922	9.14e-09	+	AATGCGGTCCGCTGGGTGGCCAGCAGGAGGCGCAC	Upstream_CTCF	38
chr7	149564866	149565016	id-95923	1	+	NA	NONE	1
chr7	149566021	149566171	id-95924	1.13e-05	-	CTGGTGTGGCAAAGGCTTTCCACTAAGTGGACCTC	UpstreamP1_CTCF	6
chr7	149569970	149570120	id-95925	2.27e-05	+	AGGGAATATGTGTGGCCGGCCGCTTGGGGTAGCAC	V_CTCF_BR	35
chr7	149571253	149571403	id-95926	6.86e-07	+	CCTGCTCTGCAGCGAGCGTCCGCAGGAGGGACGCC	Upstream_CTCF	6
chr7	149580604	149580754	id-95927	1.96e-07	+	CTGCACACAAAGAGTATGGCCAACAGAGGGCAGCG	UpstreamP1_CTCF	40
chr7	149675766	149675916	id-95928	1	+	NA	NONE	4
chr7	149698389	149698539	id-95929	5.68e-06	-	CTAAATTAAAAGAACGTTTCCCGCAGGGGGCGCTC	V_CTCF_BR	11
chr7	149742829	149742979	id-95930	1.21e-05	-	GCAGTTTTTTTCTCAACAGGCTCTAGGTGTCGCTA	Upstream_CTCF	25
chr7	149757701	149757851	id-95931	1.26e-07	+	AACTTGGAGCTTGACCTCGCCACTTGGGGGCGCCC	V_CTCF_BR	14
chr7	149919312	149919462	id-95932	3.63e-05	-	ATAATTTGCCCAAGGATGTGCACTAGGAGGCGGCA	V_CTCF_BR	17
chr7	149973302	149973452	id-95933	2.41e-08	-	CTGCAGTTACAGAGGATGGCTGATAGGTGGCACTG	UpstreamP1_CTCF	40
chr7	149983326	149983476	id-95934	5.92e-05	+	TGGGAACTGCTCTTTCTACACTCTGGGTGGCAGTA	Upstream_CTCF	26
chr7	150020450	150020600	id-95935	1.72e-06	-	GCCGCAGCCCCGCCGCCCGCCGCCTGGCGGCCCCT	Upstream_CTCF	15
chr7	150020649	150020799	id-95936	8.79e-07	-	GCGCGAGGGCACCGCTGGCCCAGCAGGTGGCCCCC	UpstreamP1_CTCF	17
chr7	150037162	150037312	id-95937	1	+	NA	NONE	15
chr7	150053618	150053768	id-95938	2.15e-05	+	ACAACCAACAAAAAAACTACCACTAGATGGAGATG	V_CTCF_BR	40
chr7	150054994	150055144	id-95939	6.49e-06	+	GCGGAGCGCCTTCCTCCCACCAGCAGGTGACTCAC	UpstreamP1_CTCF	12
chr7	150065534	150065684	id-95940	1	+	NA	NONE	0
chr7	150067864	150068014	id-95941	2.5e-05	+	CAGCAGACACAGGGAGAGGGCAGCATAAGGCACTG	UpstreamP1_CTCF	12
chr7	150069376	150069526	id-95942	2.04e-05	-	TCCTGCCGCAGTCGTCGCAGCTGTAGAGGGAGGGG	V_CTCF_BR	0
chr7	150069590	150069740	id-95943	1.26e-07	-	GCGTGGTCGCGCCGATGCGCCGCCAGATGGCTGCC	V_CTCF_BR	0
chr7	150075374	150075524	id-95944	1	+	NA	NONE	37
chr7	150080769	150080919	id-95945	2.47e-05	-	GGAGCGGGAGCAGGATCCGCCACTAGGCGCTAAGG	Upstream_CTCF	5
chr7	150086089	150086239	id-95946	8.34e-07	-	CTGCAAGTGCTACACACAGACGCCAGGGGCTGCTC	UpstreamP1_CTCF	36
chr7	150102272	150102422	id-95947	1	+	NA	NONE	27
chr7	150102522	150102672	id-95948	7.27e-06	+	TATCCAGGGTTGCGTGGCTCCGCGGGGGGGCGCTG	V_CTCF_BR	32
chr7	150115073	150115223	id-95949	1.03e-06	-	ACTCACTATAAATACCTACCCACCAGGGGGAGGCA	V_CTCF_BR	34
chr7	150118247	150118397	id-95950	4.73e-07	-	ACGTCAGATCTCAAAATGTGCACTAGAGGGCGCCG	Upstream_CTCF	40
chr7	150145881	150146031	id-95951	2.73e-07	+	CTTGTCATTAGCCACAAAGCCACTAGGGGGCAGGG	Upstream_CTCF	40
chr7	150389392	150389542	id-95952	9.26e-05	+	GTGCTGCAGGGAACAGCATCCTCAGGAAGCAAGCA	UpstreamP1_CTCF	10
chr7	150389671	150389821	id-95953	8.46e-07	+	GCCGCTATACCTCACAGGACCAGCAGGCTGCACAG	Upstream_CTCF	14
chr7	150412685	150412835	id-95954	1	+	NA	NONE	6
chr7	150436227	150436377	id-95955	1	+	NA	NONE	14
chr7	150451352	150451502	id-95956	1.56e-06	-	AGAGCATTTCACAGTTTTTCCAGTGGGGGTCTCCA	Upstream_CTCF	33
chr7	150454056	150454206	id-95957	1.24e-05	-	TAGCAAACTTAAGAGACAAACAGCAGGGGGTGGTA	V_CTCF_BR	32
chr7	150475606	150475756	id-95958	2.43e-06	-	AAAGTAGCAACACTGACTGCCTCTAGGGGGGGAAA	Upstream_CTCF	9
chr7	150475913	150476063	id-95959	4.3e-08	+	GTTCACTATTCAGCTCTTACCGGCAGGTGGCGCCC	UpstreamP1_CTCF	39
chr7	150485159	150485309	id-95960	1.17e-05	+	GAGAGGCTGGTGGGACCAGGCAACAGAGGGCGATG	V_CTCF_BR	9
chr7	150488574	150488724	id-95961	1.74e-07	-	AATTCAGTGCCCCCTTCGCCCTCTAGGGAGCAGAC	Upstream_CTCF	1
chr7	150504093	150504243	id-95962	2.78e-06	-	CTGACTATTACCCGCTTAGCCACAAGATGGCTCCT	V_CTCF_BR	16
chr7	150521515	150521665	id-95963	5.01e-06	+	CCAAAGCTGCGCTACTGGGACACGAGGTGGTGCTG	V_CTCF_BR	1
chr7	150525689	150525839	id-95964	1	+	NA	NONE	3
chr7	150557903	150558053	id-95965	1.15e-07	-	GGGCAGGGCTGAGTACTGACCACTGGAGGCCACTC	UpstreamP1_CTCF	9
chr7	150572975	150573125	id-95966	1	+	NA	NONE	31
chr7	150573946	150574096	id-95967	1.99e-07	+	CAGAGCCACCGCTGTCTGGACGCTAGATGGCGCCG	V_CTCF_BR	40
chr7	150574299	150574449	id-95968	3.16e-05	-	CTTCCAATAAAGAATTGAACCACCAGAGGGCCTCA	Upstream_CTCF	39
chr7	150576669	150576819	id-95969	1	+	NA	NONE	4
chr7	150578855	150579005	id-95970	1.84e-05	+	TTACAATAATAGCACAAAACCAGTAGGTGGGAGCA	UpstreamP1_CTCF	2
chr7	150595671	150595821	id-95971	1.76e-09	+	AATGCTGTCTGCCACGCGACCACCAGGTGGCGCAC	Upstream_CTCF	40
chr7	150624805	150624955	id-95972	3.71e-05	-	CCAGCTGAGCCCACAGTGACCTCTAGGGCTGGCAG	Upstream_CTCF	7
chr7	150625255	150625405	id-95973	1	+	NA	NONE	27
chr7	150631404	150631554	id-95974	1.64e-05	+	GGATGTTACTGGCCTCTACCCACTAGATGCCAGTA	V_CTCF_BR	3
chr7	150637777	150637927	id-95975	1	+	NA	NONE	1
chr7	150647282	150647432	id-95976	1.41e-06	-	GTTCAAGACCACACATGCACCGCCAGGGGACACAC	UpstreamP1_CTCF	2
chr7	150654519	150654669	id-95977	8.71e-06	+	CTGCGCAGTGGGTGCATGGCCCCTAGGTGGAGAGG	V_CTCF_BR	3
chr7	150660164	150660314	id-95978	4.48e-07	+	GCTGCAGTTCCGCTGAGAGCCACTCCGTGGCAGGC	Upstream_CTCF	40
chr7	150661871	150662021	id-95979	1.35e-05	-	CTGCTGCATCTTCCTGTCGCCGCCACCAGGCTAAA	UpstreamP1_CTCF	13
chr7	150663214	150663364	id-95980	1.73e-05	+	TGCACACAGCTGCCACTGTCCACCAGGGGACACTC	V_CTCF_BR	39
chr7	150669256	150669406	id-95981	2.83e-07	+	CTGTCCACGGCGGCGCCTGCCAGCAGAAGGCTCCA	V_CTCF_BR	2
chr7	150670550	150670700	id-95982	2.29e-05	-	CAGCAAATCAGGGTTCTAACTGGCAGGAGGCAGGG	UpstreamP1_CTCF	2
chr7	150672095	150672245	id-95983	7.55e-07	+	CATGGCTGGGACTGGGGTCCCAGCAGGGGGCGAAC	V_CTCF_BR	35
chr7	150676082	150676232	id-95984	4.31e-05	+	CAGCAGTTGCGGCCTCCTAGCTGCAGGATCAAAGA	UpstreamP1_CTCF	6
chr7	150677900	150678050	id-95985	5.7e-05	-	CTCTCTGTTCCCTCAGTCACAGGCAGGGTGCGGGA	Upstream_CTCF	8
chr7	150683249	150683399	id-95986	3.6e-07	-	GTTGTTCTGCTGCGCGGATCCAGAAGGGGGAGCTC	Upstream_CTCF	40
chr7	150685725	150685875	id-95987	1.39e-07	+	GTCTCAAGAAGGGCTGGGGCTACCAGGGGGCGCCC	V_CTCF_BR	37
chr7	150690422	150690572	id-95988	2.68e-05	-	AAGGTCCTTCTGTGATGTGGCACCAGACGGAAGGG	Upstream_CTCF	1
chr7	150691581	150691731	id-95989	4.34e-07	+	ATGCAGTTCCCACAAGAGTCCTCCCGGGGGTAGAG	UpstreamP1_CTCF	0
chr7	150700763	150700913	id-95990	5.74e-05	-	GTGCGCCTCAAAAACAGCCTCAGCAGGAGACGCCG	UpstreamP1_CTCF	3
chr7	150705899	150706049	id-95991	7.42e-09	-	GAGGGCTGAGGACCTCCCGCCACCAGGGGTCGCCC	V_CTCF_BR	38
chr7	150706527	150706677	id-95992	1	+	NA	NONE	18
chr7	150707625	150707775	id-95993	1	+	NA	NONE	2
chr7	150710022	150710172	id-95994	4.24e-07	+	CGCGCATTCTAGCGCAGCTCCACCAGGGGCCACCA	Upstream_CTCF	40
chr7	150710968	150711118	id-95995	1	+	NA	NONE	18
chr7	150714176	150714326	id-95996	8.21e-05	+	CCAAGAAACTTAGAGCTGTGCCCTGGGGGGCGCCA	V_CTCF_BR	0
chr7	150715332	150715482	id-95997	1.96e-08	-	GCGGCAGGGACCGCGCCTACCGGCAGATGGCGCAG	V_CTCF_BR	40
chr7	150716679	150716829	id-95998	4.96e-08	+	CATGCACTTCCTGGGGACGCCTCCAGGTGCTGGAC	Upstream_CTCF	26
chr7	150725742	150725892	id-95999	1	+	NA	NONE	40
chr7	150730141	150730291	id-96000	3.31e-06	+	GGGAAGTAGCCCATTAGCTCCAGGAGGTGGGGCTG	UpstreamP1_CTCF	25
chr7	150736302	150736452	id-96001	1.26e-05	-	TCAGCACTTGCTAAAGGCAGCCGGGGGAGGCACCA	Upstream_CTCF	4
chr7	150753446	150753596	id-96002	8.71e-06	-	GAGAAAACCCTGTTTCTGTCCTCCAGGGGTCTCCA	V_CTCF_BR	14
chr7	150753878	150754028	id-96003	1.55e-07	-	GTGCTCCTTGCCGGTGTGGCCGCTTGGGGGAGGCG	UpstreamP1_CTCF	12
chr7	150757030	150757180	id-96004	2.81e-08	+	GGTGCCGCGCCCCCTGCCACCAGGAGGGGGTAGTC	Upstream_CTCF	40
chr7	150757973	150758123	id-96005	4.14e-05	-	GCGCATTCCTAGCGGGTCAGCACAGGGGGCACCCA	UpstreamP1_CTCF	32
chr7	150761940	150762090	id-96006	5.37e-06	+	CTTCCCCTGCACCACTGCCCCACCAGGAGGCGACT	UpstreamP1_CTCF	7
chr7	150774045	150774195	id-96007	5.61e-08	+	CCCGCAACACCAGCACCACCCTGCAGGGGGAGGGA	Upstream_CTCF	40
chr7	150780627	150780777	id-96008	8.59e-05	-	CGATCTGCAGGCGCAGAGAACCGCGGGTGGAGCCC	V_CTCF_BR	4
chr7	150784127	150784277	id-96009	3.86e-05	-	TGTGGAGCCCTCGGCCGGCGCCGGAGAGGCCACTG	Upstream_CTCF	3
chr7	150784534	150784684	id-96010	1.48e-06	-	GCGGCGTAGGGGGTGTGCGTCGGGAGAGGGCGCCG	V_CTCF_BR	38
chr7	150788574	150788724	id-96011	1.24e-05	+	CCTGGAGAGAACGACTCAGCCTGTAGGAGGTGCCA	V_CTCF_BR	40
chr7	150794987	150795137	id-96012	1	+	NA	NONE	0
chr7	150808247	150808397	id-96013	2.83e-07	-	ACAGTCAGGCCCTTCTTGCCCACAAGGTGGCAGCA	V_CTCF_BR	40
chr7	150810401	150810551	id-96014	1	+	NA	NONE	21
chr7	150810936	150811086	id-96015	1	+	NA	NONE	12
chr7	150811934	150812084	id-96016	1.56e-06	+	CTGCAGGCCGCCCTCTGCGCCGCCAGTGAGCAGCC	UpstreamP1_CTCF	2
chr7	150812546	150812696	id-96017	2.83e-07	-	GGAAGCGGCTCGTGAGCAGCCTCCAGAGGCCGGCG	V_CTCF_BR	5
chr7	150819085	150819235	id-96018	1.92e-05	-	GTGAGCCAAGAGGCCCCGACCACCAGAGGACCCCT	UpstreamP1_CTCF	0
chr7	150819503	150819653	id-96019	1.27e-06	+	ACGCTTGGCCTGTGTCTGCCCAGCAGGTGCCGCTG	UpstreamP1_CTCF	12
chr7	150821086	150821236	id-96020	3.8e-08	-	GTACAGGCAGAGCTCGTGGCCTGAAGGTGGCGGCG	V_CTCF_BR	40
chr7	150822522	150822672	id-96021	5.51e-07	-	CACAGGCCTCTGACACCTGCCCCCAGCTGGCGGCA	V_CTCF_BR	24
chr7	150834496	150834646	id-96022	1	+	NA	NONE	0
chr7	150835650	150835800	id-96023	3.66e-06	+	CAGCTCCTCCTCCCCTTTGTCCCCAGGCGGCGCTG	UpstreamP1_CTCF	0
chr7	150839875	150840025	id-96024	1.48e-06	+	GTTATCAGCAGGTCAGGGGCCAGCAGGAGGCGCAT	V_CTCF_BR	10
chr7	150850316	150850466	id-96025	1	+	NA	NONE	37
chr7	150864490	150864640	id-96026	1	+	NA	NONE	13
chr7	150865407	150865557	id-96027	1.52e-07	+	TGAGGGAGGCGAGGCGGGGCCGACAGGGGGCGCGC	V_CTCF_BR	39
chr7	150869715	150869865	id-96028	1.85e-11	-	CCGCAGTTGTGCGCTGCTGCCACCAGAGGGCACCC	UpstreamP1_CTCF	40
chr7	150872928	150873078	id-96029	3.8e-08	-	CTGAAAGCAGATGCCCCAGCCTGCAGAGGGCGCGC	V_CTCF_BR	18
chr7	150888720	150888870	id-96030	2.6e-06	+	TGTCCCAGGAACTCAGAGGCCACCAGGGGCCGCTT	V_CTCF_BR	4
chr7	150893268	150893418	id-96031	5.96e-07	+	AAGGTGGGAACTGACGTGGGCAGCAGGTGGAGCTA	V_CTCF_BR	3
chr7	150901606	150901756	id-96032	7.27e-06	-	TGCTGGACGGCGTGGCGGGCCGCGTGCTGGAGCTC	V_CTCF_BR	17
chr7	150908359	150908509	id-96033	9.71e-06	-	GTTGCTAGCTTTAACACAGCCAGCAGGTGATGCTG	Upstream_CTCF	6
chr7	150920999	150921149	id-96034	4.65e-05	+	ACAATGCAAGGGTGTCTTGTCACTAGGGGGCATCT	V_CTCF_BR	4
chr7	150924691	150924841	id-96035	4.65e-05	+	AGCGTGAGGGGAGGACTAAAATGAAGGGGGCGCTG	V_CTCF_BR	16
chr7	150930040	150930190	id-96036	2.29e-05	+	GCGCAGGGGCTGTGGGCCCCCGGCAGGGGTCCTGT	UpstreamP1_CTCF	9
chr7	150934855	150935005	id-96037	7.62e-07	-	GCTGCAGCAGCTTCAGCCACCAGGAGTGGCAGCAC	Upstream_CTCF	5
chr7	150941498	150941648	id-96038	1.74e-07	-	GGGGCAGTGCTTGAGAACACCACACGGGGGCAGTA	Upstream_CTCF	40
chr7	150941875	150942025	id-96039	6.43e-06	+	AGGGGCTTTGAGGGTGCCACCAGCTGCTGGAGGAA	V_CTCF_BR	9
chr7	150942643	150942793	id-96040	7.42e-09	-	CGTCTGGAGCCCGGATGCCCCACCAGGGGGCGCCC	V_CTCF_BR	39
chr7	150968854	150969004	id-96041	1	+	NA	NONE	11
chr7	150969591	150969741	id-96042	1	+	NA	NONE	13
chr7	151000631	151000781	id-96043	9.87e-11	-	GGCGTCGGTCCCGCGACGGCCGCCAGGTGGCGCCA	V_CTCF_BR	40
chr7	151000915	151001065	id-96044	1.21e-05	-	CAGGCGCGCCCACTCCCACCCAGCAGGAGGACCCC	Upstream_CTCF	8
chr7	151007713	151007863	id-96045	3.88e-06	+	AGATATACAATCATTATGACCAACAGAGGGCAGTA	V_CTCF_BR	39
chr7	151008686	151008836	id-96046	1.48e-06	-	AGCTGCATGTCAAGCTTTGTCAGTAGAGGGCGCTG	V_CTCF_BR	40
chr7	151012253	151012403	id-96047	1.15e-07	+	ACACAAATTCTGAGTCTCACCACCAGAGGGAGCCC	V_CTCF_BR	40
chr7	151038269	151038419	id-96048	4.88e-05	-	TCCCCCATGCTGTCCACGGCCACTAGGGACCACAA	Upstream_CTCF	30
chr7	151040062	151040212	id-96049	2.12e-06	-	CAGCAACCCTACTGTCTCCCCACTGGGGGACAGTA	UpstreamP1_CTCF	23
chr7	151047479	151047629	id-96050	6.97e-10	-	CTGTTATGCCCGAACAGGGCCACTAGAGGGCTCCC	UpstreamP1_CTCF	40
chr7	151048242	151048392	id-96051	1.67e-07	-	GACCCTGTGACCTGCACGTCCTCAAGGGGGCGGCA	V_CTCF_BR	35
chr7	151065313	151065463	id-96052	2.18e-07	+	CTGTCAGTGCCTCTTCCAGCCAGCAGAGGGGGCAA	Upstream_CTCF	40
chr7	151095916	151096066	id-96053	1.21e-05	+	ATTGCAGCCTCTGCCTGACTCACAGGAGGGCGCTC	Upstream_CTCF	8
chr7	151099240	151099390	id-96054	1	+	NA	NONE	24
chr7	151100823	151100973	id-96055	1.41e-05	-	CTGCTGAGCCCTCCTGGCGGCAGCAGGGAGGGTGG	UpstreamP1_CTCF	1
chr7	151102917	151103067	id-96056	4.31e-07	-	TGTTGAGTAGGGGACTCAGCCTGAAGGTGGCAGCC	V_CTCF_BR	0
chr7	151107022	151107172	id-96057	1.92e-05	-	CCGTATTGTTCCGCGCTCGGCCGGGGAGGGCGCGG	UpstreamP1_CTCF	6
chr7	151108877	151109027	id-96058	2.47e-05	-	AGAGATGGCTGGCTCATCCCCACCAGGGGGCCACT	Upstream_CTCF	17
chr7	151126916	151127066	id-96059	2.34e-06	-	CTTCTGTGTGTCATATCTGCCAGCGGGAGGCCCTC	UpstreamP1_CTCF	3
chr7	151130080	151130230	id-96060	4.34e-07	+	GTGCAGTTGCATGGAGGAGCCTGCAGGGCACAGAG	UpstreamP1_CTCF	34
chr7	151139384	151139534	id-96061	6.75e-05	+	GTGTAATGCCATGGTTCCACCATTAGAGCACCAGG	UpstreamP1_CTCF	20
chr7	151145484	151145634	id-96062	4.68e-07	-	CAGGGCACAAGCTGGGTCCCCAGCAGGGGGCGAGG	V_CTCF_BR	28
chr7	151145858	151146008	id-96063	1.48e-06	-	CGTGTGGTGATTGTGCCCACCACGAGGGGTCAGGC	Upstream_CTCF	40
chr7	151157293	151157443	id-96064	9.31e-05	+	ACAGAACGCCAGGCGGCAGCCACGCGGTGCAGGCA	Upstream_CTCF	36
chr7	151159082	151159232	id-96065	9.25e-06	+	TAAATTCAAAAGAACCTGTCCAGAAGGTGGTGCCC	V_CTCF_BR	11
chr7	151204317	151204467	id-96066	1	+	NA	NONE	34
chr7	151215346	151215496	id-96067	2.1e-05	+	GCGCAGTTGGGGAGTGCATCCAGTGAGCGGCAGGC	UpstreamP1_CTCF	20
chr7	151267538	151267688	id-96068	1.47e-05	+	ATCTGATAAAAGAGCAATACCAGCAGAGGTCACTA	V_CTCF_BR	37
chr7	151283018	151283168	id-96069	1	+	NA	NONE	6
chr7	151295199	151295349	id-96070	1	+	NA	NONE	3
chr7	151296560	151296710	id-96071	1	+	NA	NONE	26
chr7	151305494	151305644	id-96072	1.17e-05	+	GTTCTTCCCTTAGACATGCGCACCGGGGGGCAGCA	V_CTCF_BR	20
chr7	151317149	151317299	id-96073	3.11e-05	-	AAAGTATACCTCATGACAGCCAGCGGGGGCAGCAG	V_CTCF_BR	39
chr7	151323631	151323781	id-96074	1.84e-06	+	TGCCACTTTGATATCTCCACCAGCAGAGGTCAGTG	V_CTCF_BR	39
chr7	151328668	151328818	id-96075	1	+	NA	NONE	32
chr7	151329149	151329299	id-96076	1.01e-05	-	ATCGCTGTCCTCCTCCTCCCCCTCAGGCGGCGCTG	Upstream_CTCF	25
chr7	151329492	151329642	id-96077	5.21e-08	-	GGGAGGACGCGGGCCACGGCCGGAGGGGGGCGCCC	V_CTCF_BR	38
chr7	151393941	151394091	id-96078	5.21e-08	-	CAGGTGAACAGGGCCTGAGCCTGCAGGTGGCAGCG	V_CTCF_BR	20
chr7	151394368	151394518	id-96079	1	+	NA	NONE	15
chr7	151396401	151396551	id-96080	1.55e-05	-	CCACCTTAGCGCCTCTTTCTCAGCAGGGGGCTGAG	V_CTCF_BR	5
chr7	151402805	151402955	id-96081	2.18e-07	-	TACAAGGAAGTGCCACCAACCTGCAGAGGGCAGTG	V_CTCF_BR	40
chr7	151405069	151405219	id-96082	2.2e-07	+	GTGAACTGGCCCCCGCTGTCCACAAGGGGGGCGCT	UpstreamP1_CTCF	16
chr7	151416372	151416522	id-96083	3.63e-06	+	AGACCCACCGCTCAGGCCTCCTGCTGGGGGAGCTG	V_CTCF_BR	6
chr7	151423288	151423438	id-96084	6.05e-06	+	CACCTGCGTGTGCGCAGAGCCGGATGGTGGCAGAA	V_CTCF_BR	4
chr7	151425120	151425270	id-96085	1.93e-05	-	CTGGTTGGGGTGCAAGTCCCCAGGAGGTGGCGTCT	V_CTCF_BR	29
chr7	151433767	151433917	id-96086	1	+	NA	NONE	30
chr7	151442541	151442691	id-96087	3.16e-05	-	GCTCCAGTTCCTGTGGTCACCACGAGGCTGTGCAT	Upstream_CTCF	38
chr7	151451277	151451427	id-96088	2.38e-07	+	GGGGACGTCTTCCAGGCTGGCGCCAGAGGGCGCTG	V_CTCF_BR	40
chr7	151452528	151452678	id-96089	5.92e-05	-	CATGTCATCCCCTGTTCAACCCCTTGACGCCGCCC	Upstream_CTCF	2
chr7	151453472	151453622	id-96090	1.54e-05	-	GAGCAGCGCAGGTACCCGCTCGCCTGGAGGCACCA	UpstreamP1_CTCF	0
chr7	151456737	151456887	id-96091	5.72e-07	-	TGGCTTTGTGACAGAGTGACCACTAGGGGGTGACA	UpstreamP1_CTCF	40
chr7	151459957	151460107	id-96092	1	+	NA	NONE	0
chr7	151479678	151479828	id-96093	9.81e-06	-	GTAACATGCCCAGGTTGGCTCAGCAGGTGGCAGAG	V_CTCF_BR	13
chr7	151480041	151480191	id-96094	3.5e-05	-	CCGTGGTGGGACAGAGAGACCCCGAAGTGGCACCG	UpstreamP1_CTCF	39
chr7	151491989	151492139	id-96095	6.51e-07	+	CCAACAGTGCCTCTTCTGACCAGCTGGGGGTGGCC	Upstream_CTCF	4
chr7	151516285	151516435	id-96096	6.05e-06	+	GGTCCTGCTCGGAGTGCATCTGCCAGAGGGCAGCG	V_CTCF_BR	8
chr7	151528750	151528900	id-96097	4.14e-06	-	TGTCGGGCACACAGAACTCCCTCCAGGGGGCGAGG	V_CTCF_BR	1
chr7	151530905	151531055	id-96098	1.54e-05	-	TGGCTGTGGCCTCAGGCTCCCAGCGGGGGCAGTGT	UpstreamP1_CTCF	9
chr7	151534519	151534669	id-96099	1	+	NA	NONE	0
chr7	151553181	151553331	id-96100	6.86e-07	-	ACAGCAATAAGAATACCTGCCTGCAGGTGGCCATG	Upstream_CTCF	18
chr7	151557792	151557942	id-96101	5.92e-05	+	TGCCTGCTGTGCCCTACCTCTCCTAGAGGGCACTG	V_CTCF_BR	5
chr7	151560603	151560753	id-96102	2.6e-06	+	CAGGTGAAGGTGACAAAGGCCACTGGAGGGCAGAC	V_CTCF_BR	15
chr7	151561213	151561363	id-96103	8.16e-07	+	CAGGCAGAAAGCCACAGGGCCGGCAGATGGCAATG	V_CTCF_BR	6
chr7	151569100	151569250	id-96104	4.7e-06	-	GTCATAGCCCGGGTGTGTCTCAGCAGAGGGCAGCA	V_CTCF_BR	16
chr7	151574700	151574850	id-96105	1	+	NA	NONE	3
chr7	151585303	151585453	id-96106	1.29e-05	+	CTTCATCTGTGAAGTGAGACCGCCAGGTGGGGTGA	UpstreamP1_CTCF	10
chr7	151630434	151630584	id-96107	5.17e-06	-	CTTTTATTTCATAGATGGTCCACAAGAGGGAGATC	Upstream_CTCF	40
chr7	151681786	151681936	id-96108	1.7e-05	+	GAAGTCACTGGGAAAGCCACCAGCAGGGGACAGGG	Upstream_CTCF	11
chr7	151685360	151685510	id-96109	1	+	NA	NONE	3
chr7	151689479	151689629	id-96110	2.8e-05	-	CCGGGACTGGCAGCCACGGCCAGAAGCTGAAGAGG	Upstream_CTCF	30
chr7	151722528	151722678	id-96111	1	+	NA	NONE	15
chr7	151722909	151723059	id-96112	2.67e-06	+	CGGGCAAGGCGGTGAGTACCCTCTAGGCGGCGGCC	Upstream_CTCF	38
chr7	151727305	151727455	id-96113	2.58e-09	-	CTGTTATGCTCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr7	151747817	151747967	id-96114	2.19e-05	+	GCTGGAACTTGAGTTTCCACCACCAGGATGGGCAA	Upstream_CTCF	11
chr7	151752074	151752224	id-96115	1	+	NA	NONE	14
chr7	151773416	151773566	id-96116	4.71e-06	+	GAGGTAATCCCAGGACACACCAGTAGGGGAATGAA	Upstream_CTCF	40
chr7	151805578	151805728	id-96117	8.56e-05	-	TTGACATACCAAACAGCAACCACCACACGGGGCCC	UpstreamP1_CTCF	2
chr7	151843193	151843343	id-96118	7.27e-06	-	CCCTCTTCCTAGGATGAAGTCACTAGAGGGCAGTA	V_CTCF_BR	40
chr7	151851533	151851683	id-96119	1	+	NA	NONE	8
chr7	151870568	151870718	id-96120	6.15e-05	+	AGTGCCATGTGGTTAACAACCCTTAGAGGGCATAA	Upstream_CTCF	11
chr7	152033973	152034123	id-96121	6.43e-06	+	ATCTACGGATAATCTCCATCCACTAGGTGGCACAT	V_CTCF_BR	40
chr7	152038612	152038762	id-96122	2.72e-06	+	GTGTAATTCCACCACATATCCAGAAGGGAGAGTGC	UpstreamP1_CTCF	40
chr7	152063909	152064059	id-96123	7.27e-06	+	GCAGCAAGGGCCAGACGCGGCGCGAGCTGGCGCTG	V_CTCF_BR	1
chr7	152081187	152081337	id-96124	1	+	NA	NONE	18
chr7	152091453	152091603	id-96125	1	+	NA	NONE	40
chr7	152106984	152107134	id-96126	1	+	NA	NONE	4
chr7	152133251	152133401	id-96127	3.63e-06	-	ACGCGCGGGGGAGGGGCGGCCGGCCGGGGGCGCGA	V_CTCF_BR	2
chr7	152188732	152188882	id-96128	1	+	NA	NONE	0
chr7	152251099	152251249	id-96129	5.13e-05	-	GCACGCTTCTCCCTTAGGCTCACAAGGTGGCTGTA	V_CTCF_BR	7
chr7	152253355	152253505	id-96130	6.43e-06	-	TGTATCAGTCAGGATCCCAACAGAAGGTGGCGGGC	V_CTCF_BR	0
chr7	152312511	152312661	id-96131	1	+	NA	NONE	5
chr7	152316259	152316409	id-96132	2.37e-05	+	GGTGTACTGCCTAACACATCCTCCAGGGTTATCTC	Upstream_CTCF	15
chr7	152404133	152404283	id-96133	5.28e-08	-	CAGGCAGTGTCTACCTTAGACACTAGGAGGCAGCG	Upstream_CTCF	40
chr7	152408402	152408552	id-96134	7.91e-05	+	CTTCATGGGCAGTAACCTGCCGCCATGTGGTGAGA	UpstreamP1_CTCF	14
chr7	152440817	152440967	id-96135	1.85e-05	-	TCTTGCCTTCTGCCTTCCACCAGGAGAGGACACTG	Upstream_CTCF	1
chr7	152520662	152520812	id-96136	1	+	NA	NONE	17
chr7	152530591	152530741	id-96137	2.41e-08	+	CTGCAGTTACAGAGGATGGCTGATAGGTGGCACTG	UpstreamP1_CTCF	37
chr7	152539673	152539823	id-96138	2.01e-05	-	GAAACAACTCAAATGTCCACCAGCAGGGGACGGCT	Upstream_CTCF	6
chr7	152556920	152557070	id-96139	6.98e-07	+	TGCATGTTCCATAGCCTTGCCACTTGGGGGCAGTA	V_CTCF_BR	40
chr7	152569513	152569663	id-96140	2.11e-06	-	GACGTCCCCTCTTGCGTGGCCACCAGATGGCCCCA	V_CTCF_BR	5
chr7	152588489	152588639	id-96141	1	+	NA	NONE	6
chr7	152591580	152591730	id-96142	1.38e-08	+	CCGCGCGTCCCCGAGGCGGACGCCAGAGGGCGCGC	V_CTCF_BR	39
chr7	152622459	152622609	id-96143	1.85e-08	-	CTGCGATCCCCGCCGTCCCCCAGCAGAGGCCGCGC	UpstreamP1_CTCF	2
chr7	152653268	152653418	id-96144	6.49e-06	+	CTGTCTTCCCCAGAGTTGTGCAGCAGATGGCCTGC	UpstreamP1_CTCF	9
chr7	152656824	152656974	id-96145	5.08e-07	+	GACCCAGCCCCAGCCCTAAACACAAGGTGGCACTA	V_CTCF_BR	5
chr7	152787976	152788126	id-96146	4.21e-05	+	ACATAATGTAAATGACCAGCCACAGGGAGGCACAA	V_CTCF_BR	3
chr7	152810405	152810555	id-96147	1.37e-05	-	CCTGCAGAGGATTTCCCCATCACCAGGTGCCAAAC	Upstream_CTCF	12
chr7	152819447	152819597	id-96148	6.48e-05	-	CCTAACTGCGAGGCACCCTCCAGTAGGGGCAGACT	UpstreamP1_CTCF	11
chr7	152890250	152890400	id-96149	3e-08	+	CCTGCTGAGCTCACAGGGCCCACAAGGTGGCGCGT	Upstream_CTCF	27
chr7	153067366	153067516	id-96150	1.64e-05	-	CTATGCATGACAGCCGGCCTCAGGAGATGGCGCCA	V_CTCF_BR	5
chr7	153078754	153078904	id-96151	4.65e-10	+	CTGTAGAGCCTCGCATTGGCCACCAGGAGGCAGTG	UpstreamP1_CTCF	33
chr7	153129277	153129427	id-96152	1	+	NA	NONE	5
chr7	153143681	153143831	id-96153	7.27e-06	-	GGCTTTCACCACAGGAGGGCCACCTGGAGGAAGCA	V_CTCF_BR	3
chr7	153379829	153379979	id-96154	1.03e-06	-	AGCCAGTTTGTGGTTGGTGCCAGCAGATGTCAGCG	V_CTCF_BR	4
chr7	153392470	153392620	id-96155	2.81e-05	-	TCCAAGAGCCAATTTTCACCCTGTTGGGGGCAGTA	V_CTCF_BR	0
chr7	153529349	153529499	id-96156	2.78e-06	+	GATATGTCAAAATCTCCAGCCACGAGGGGGCTCCT	V_CTCF_BR	9
chr7	153532360	153532510	id-96157	6.49e-06	-	AGTGGTATAATTCTGAATTCCAGTAGAGGGCAAAC	Upstream_CTCF	9
chr7	153584282	153584432	id-96158	2.01e-05	-	GAGCAACAGCGCGGCGGCACGCACAGGGGGCGCAC	UpstreamP1_CTCF	3
chr7	153645263	153645413	id-96159	9.81e-06	+	GCCATATTGCTTTCTGTCACCAGCAGGTGGCATTT	V_CTCF_BR	10
chr7	153737013	153737163	id-96160	2.18e-07	-	AACTTGGAGCTTGACATCGCCACTTGGGGGCGCCC	V_CTCF_BR	9
chr7	153751862	153752012	id-96161	1.21e-05	+	GCAGTTTTTTTCTCAACAGGCTCTAGGTGTCGCTA	Upstream_CTCF	2
chr7	153769062	153769212	id-96162	1.55e-07	+	ATGTGCTTTTTGAGTGTGGACACCAGAGGGCAGAG	UpstreamP1_CTCF	27
chr7	153939923	153940073	id-96163	7.11e-06	+	AAGGCATTATTGCTATGCACCACCAGGAGATGCTG	Upstream_CTCF	3
chr7	153999518	153999668	id-96164	2.86e-06	+	CAGTAATTCCTAAACTTCCCCACCTGGAGGCTCCT	UpstreamP1_CTCF	4
chr7	154128215	154128365	id-96165	1.22e-08	+	GCTCGCTGGGAGCCACAGGCCACCAGGGGGAAGCG	V_CTCF_BR	5
chr7	154181635	154181785	id-96166	2.4e-05	-	TCAGACTAAAGTTGAACATGCTGCAGGGGGCGGGG	V_CTCF_BR	3
chr7	154201167	154201317	id-96167	1.67e-07	-	TTTAAAAGTGTATCCTTAGCCACTAGAGGGCACTG	V_CTCF_BR	38
chr7	154264099	154264249	id-96168	1	+	NA	NONE	7
chr7	154373351	154373501	id-96169	5.38e-05	-	CAGGCCAGAAGTCCCTGCACCTGCAGGGGACACTG	V_CTCF_BR	4
chr7	154376456	154376606	id-96170	4.31e-05	-	ATGAATAGCACAGGATCGTCCACTAGAGGCAGGCT	UpstreamP1_CTCF	16
chr7	154385400	154385550	id-96171	6.48e-05	+	ACGCATGGCTCTGTTCTAGGCACTCGGGGGAGCTC	UpstreamP1_CTCF	0
chr7	154432309	154432459	id-96172	1.99e-07	+	TGTCACCGGTGTGCGTGCTCCACCAGGTGGCAGAA	V_CTCF_BR	14
chr7	154482223	154482373	id-96173	2.58e-07	-	GTTGCAGTCCTCTCTATTTCCAGCTGGTGGGATCA	Upstream_CTCF	2
chr7	154485534	154485684	id-96174	1	+	NA	NONE	8
chr7	154490519	154490669	id-96175	1.85e-07	+	CTGTGATTCCCCTGCTCATCCTCTAGGAGGCACTA	UpstreamP1_CTCF	20
chr7	154536048	154536198	id-96176	5.01e-09	-	CCGAACATGCCTCGGCTGGCCGCCAGGTGGCAGTG	V_CTCF_BR	40
chr7	154566633	154566783	id-96177	2.96e-05	+	TGGGGCTCAGCAATTCAGTGCTGTAGGGGGCAGTC	V_CTCF_BR	2
chr7	154568906	154569056	id-96178	2.37e-05	-	TGAACACTTCCCACTCACCCCACAAGGGGCACCTC	Upstream_CTCF	17
chr7	154581249	154581399	id-96179	2.83e-07	-	AGCAAGCAGTGGTGCCTGGCCGGCAGAGGGAGACC	V_CTCF_BR	18
chr7	154586007	154586157	id-96180	1.9e-09	-	GCGGCAGCGCCTGCACCAGCCACGAGGTGGCAGCC	Upstream_CTCF	19
chr7	154586916	154587066	id-96181	3.48e-06	+	CAGCACCAGGCCCACAGCGCCTCCAGGTGACACAT	UpstreamP1_CTCF	10
chr7	154624399	154624549	id-96182	5.51e-07	+	AACCCTAGTGACGTCCTAGACACAAGAGGGCACTG	V_CTCF_BR	18
chr7	154636343	154636493	id-96183	9.62e-08	+	CTGCAGAGCCGACCTCAGACCACCAGAGGGTCTGA	UpstreamP1_CTCF	8
chr7	154650062	154650212	id-96184	4.24e-07	-	TTTGCAGTTGTCCTTCAGACCGCATGAGGGCAGGC	Upstream_CTCF	4
chr7	154651605	154651755	id-96185	1	+	NA	NONE	6
chr7	154662930	154663080	id-96186	1.47e-05	+	CCCTTGCCACACACTCTGTCCAGCAGGGGGTTTCC	V_CTCF_BR	4
chr7	154684350	154684500	id-96187	2.06e-07	-	CGTGCCGGTCTCTCGGGCGCCGGGAGGAGGCGCTG	Upstream_CTCF	5
chr7	154705530	154705680	id-96188	1.22e-08	+	ACCTGTCATCTGAGAGCCGCCAGCAGATGGCAGCA	V_CTCF_BR	40
chr7	154706793	154706943	id-96189	3.56e-05	-	CGGGTGCTACCCCCGACCACCACCGTGTGGTGCTG	Upstream_CTCF	12
chr7	154719355	154719505	id-96190	1.48e-06	+	ACCATTTCTCCAACTATCGACAGGAGGTGGCGCCA	V_CTCF_BR	40
chr7	154739442	154739592	id-96191	5.08e-05	+	GATGCAGGGTGAGCCCAGCTCCCCTGGAGGCGCAC	Upstream_CTCF	20
chr7	154744814	154744964	id-96192	3.8e-08	-	GGCTGTGGAGCAAGCAAGGCCTGCAGGGGGCGCTA	V_CTCF_BR	39
chr7	154774316	154774466	id-96193	1.15e-06	+	GCTGCATTTCTAACAAGTCCCCAAGGGGGGCAGAT	Upstream_CTCF	9
chr7	154792627	154792777	id-96194	1	+	NA	NONE	20
chr7	154799765	154799915	id-96195	6.43e-06	-	AGCAGCTTCCTATCCTCCACCACTAGATGCCAGTA	V_CTCF_BR	40
chr7	154801399	154801549	id-96196	2.5e-05	-	GTCCATCACAACAGGGTCACCACTGGGGGCAGCAC	UpstreamP1_CTCF	38
chr7	154812819	154812969	id-96197	1	+	NA	NONE	3
chr7	154824807	154824957	id-96198	1.31e-05	+	GAGCTGAGCAGTTGCCACCCCTCTAGATGGAGCCA	V_CTCF_BR	16
chr7	154861749	154861899	id-96199	1.43e-05	-	GCGGTGCTGCCACCTCGCCCCGCCCGGGAGCAGGA	Upstream_CTCF	21
chr7	154916874	154917024	id-96200	1	+	NA	NONE	4
chr7	154962067	154962217	id-96201	5.08e-05	-	GCTGGCTTTCCTCTTTGGGACACTTGGTGAAGTCA	Upstream_CTCF	1
chr7	154982408	154982558	id-96202	1.74e-07	+	CCTGCACTACCAAGCGCGGCCACTGAGCGGCACTC	Upstream_CTCF	40
chr7	154997274	154997424	id-96203	1	+	NA	NONE	8
chr7	155002229	155002379	id-96204	7.62e-07	-	GTTGCAGAGCATAGCACAGCCAGCAGGTGCCTGGG	Upstream_CTCF	13
chr7	155008642	155008792	id-96205	7.73e-06	-	CCTGGGTATGGGTCAGCCAGCTCTAGGGGGAGCAA	V_CTCF_BR	16
chr7	155009433	155009583	id-96206	3.63e-05	-	TTGGGGTTGACAGGCACCAACTGATGAGGGCACTA	V_CTCF_BR	4
chr7	155014421	155014571	id-96207	5.92e-05	-	GTTGGGGAGTGCCCTGCCTGAGGCAGAGGGCGCAC	V_CTCF_BR	0
chr7	155018974	155019124	id-96208	8.71e-06	+	GGACAGAGACAGGTGGCGCCCTGCAGGAGGAGGTG	V_CTCF_BR	4
chr7	155023459	155023609	id-96209	1	+	NA	NONE	1
chr7	155025924	155026074	id-96210	2.78e-06	+	ATGGGCATCAGTCAGGGCTCCACTGGAGGGCACTG	V_CTCF_BR	17
chr7	155044441	155044591	id-96211	4.17e-05	-	TTTGTCTTATTCTTTTTGCTCAGCAGGTGGCATTT	Upstream_CTCF	8
chr7	155053225	155053375	id-96212	1.37e-05	+	ATTGCCATCCTTTTTTTGGCCACCAGGCATCTGAA	Upstream_CTCF	7
chr7	155055320	155055470	id-96213	3.56e-06	-	CACGCAAGACCACCCCACGCCACTGCGGGGCGCCA	Upstream_CTCF	26
chr7	155072238	155072388	id-96214	3.5e-05	+	GTGGAGCTCCCAGCAGGGGACACTGGGCGCCCAGC	UpstreamP1_CTCF	1
chr7	155089023	155089173	id-96215	1	+	NA	NONE	21
chr7	155095476	155095626	id-96216	1	+	NA	NONE	0
chr7	155137721	155137871	id-96217	4.34e-05	-	CCGGCAGGGCTCCGCGCTCTCTCTAGGGTGGGCGG	Upstream_CTCF	40
chr7	155142482	155142632	id-96218	1	+	NA	NONE	3
chr7	155149492	155149642	id-96219	3.88e-06	-	CTAGACGATGGAATTTTGCCCACTGGAGGGCACTG	V_CTCF_BR	40
chr7	155156649	155156799	id-96220	7.55e-07	+	AACCCTGCCCCTTTCTCTGCCTGCAGAGGGTGCAG	V_CTCF_BR	9
chr7	155165358	155165508	id-96221	6.39e-08	-	TGCCCCCCGCAGCGCGCGGTCGGCAGGGGGCGCGC	V_CTCF_BR	35
chr7	155172927	155173077	id-96222	7.1e-07	+	GTGTCCTTCCATCAAAGCAACGCCAGGGGGCAAGA	UpstreamP1_CTCF	40
chr7	155191790	155191940	id-96223	2.17e-09	-	GATTCGGTGGCAGGGGTAGCCTGCAGGGGGCGGCA	V_CTCF_BR	26
chr7	155198201	155198351	id-96224	2.55e-06	+	GGTGGTGTTTGCGAGACACACAGCAGAGGGCAGAG	Upstream_CTCF	26
chr7	155205463	155205613	id-96225	1.3e-07	+	TCTGCAGGCACAGGAAAGCCCCCTAGAGGGCGCTT	Upstream_CTCF	40
chr7	155218277	155218427	id-96226	9.39e-07	+	TGAGCCATATCACACCTAACCAGCAGGTGCCTCTG	Upstream_CTCF	5
chr7	155238768	155238918	id-96227	1	+	NA	NONE	1
chr7	155259654	155259804	id-96228	1.16e-05	+	TCGGCGGCTCCCGAAGCGCCCCCGGGAGGGTCCCG	Upstream_CTCF	16
chr7	155302587	155302737	id-96229	5.01e-06	+	GGCGTCCCCGCGGCTCCTTCCGGAAGGGGGCGTGG	V_CTCF_BR	10
chr7	155317101	155317251	id-96230	1.19e-06	-	TAATGCCGCTGCTGATCTGACAGCAGGTGGAGCTC	V_CTCF_BR	10
chr7	155319382	155319532	id-96231	5.34e-06	-	TGCAGCATGGATATTCCAGCCAGCAGTGGGTGACA	V_CTCF_BR	6
chr7	155325782	155325932	id-96232	1	+	NA	NONE	3
chr7	155326654	155326804	id-96233	1.76e-09	-	AGTGCTCTTCCCGGCGGGGCCAGCAGGGGGACCTT	Upstream_CTCF	40
chr7	155327259	155327409	id-96234	5.28e-05	-	TATGAATTGCCCGGACCTGCCACCAGGGCTGCCTC	Upstream_CTCF	15
chr7	155336289	155336439	id-96235	4.88e-05	+	CTGCTGAGCCACACACCCACCGCCAGGCCATGCTG	UpstreamP1_CTCF	6
chr7	155338148	155338298	id-96236	2.2e-09	-	TCTGTGGTTCTTGGTGAGGCCAGCAGGGGGCCCAG	Upstream_CTCF	34
chr7	155364429	155364579	id-96237	4.94e-06	-	CCTGCAGGGCCTACTGAGTCCACAGCGGGGTGCTC	Upstream_CTCF	8
chr7	155378127	155378277	id-96238	2.66e-05	+	CATGGCCCGTCAATTCTCCACTCTAGGGGGCTCAC	V_CTCF_BR	9
chr7	155387664	155387814	id-96239	3.45e-05	+	GAGAACAGTGGATACGCCCCCACCGGAGGGAGAGG	V_CTCF_BR	6
chr7	155391542	155391692	id-96240	2.88e-10	+	CACGCAGTGCCGAGGACGGCCAGCAGATGGCAGCA	Upstream_CTCF	38
chr7	155412048	155412198	id-96241	2.96e-05	+	TCATGCCATGCCTGGCCAGCCACAGGGGGCAGGGG	V_CTCF_BR	4
chr7	155423989	155424139	id-96242	1	+	NA	NONE	24
chr7	155495011	155495161	id-96243	1.47e-05	-	AGTCTAGGGAAATCTTGGGCCACAAGATGGAGTAG	V_CTCF_BR	19
chr7	155517302	155517452	id-96244	2.12e-06	-	CGGTAGGGAGAGGGGCTAACCACAAGGGGCAGGAG	UpstreamP1_CTCF	36
chr7	155531464	155531614	id-96245	6.98e-07	-	CCCATGAAGCAGAAGCCGGTCGGCAGAGGGCACTC	V_CTCF_BR	40
chr7	155556914	155557064	id-96246	2.47e-05	-	CAGGCGCTGTCCCGAGAGCACAGCAGATGCTGCTG	Upstream_CTCF	2
chr7	155560363	155560513	id-96247	1	+	NA	NONE	23
chr7	155561131	155561281	id-96248	2.06e-07	-	CCTGGCATTACACCAGTGAACACTAGGTGGTGCCA	Upstream_CTCF	40
chr7	155589755	155589905	id-96249	2.58e-10	+	CGGCGTTTCCCCGAGGCGACCACCAGAGGGCGCGC	V_CTCF_BR	38
chr7	155597782	155597932	id-96250	8.9e-05	+	AGGAGGCCTCCGGAGACCCCCGCTAGGGGGACCCC	UpstreamP1_CTCF	38
chr7	155598243	155598393	id-96251	9.4e-06	+	CGGCTGTTCCTCGCCGGCAACAGCGTGTGGCGTTG	UpstreamP1_CTCF	37
chr7	155598994	155599144	id-96252	1	+	NA	NONE	17
chr7	155608047	155608197	id-96253	3.5e-05	+	CCCCTCCTTCCGGCCCCTGCCGCTAGATGGCCTCC	UpstreamP1_CTCF	40
chr7	155629466	155629616	id-96254	7.55e-07	+	CCACTGGTGCATGGCCCGGGCTGTAGAGGGCGCGA	V_CTCF_BR	2
chr7	155636893	155637043	id-96255	4.41e-06	+	ATGTCCAGCTAGGGGCCTCCCTCGAGCTGGCGGCA	V_CTCF_BR	8
chr7	155637338	155637488	id-96256	4.88e-05	+	TAGGCACTGGGGATGTTTCCCCGCTGAGGTCGCCA	Upstream_CTCF	0
chr7	155655357	155655507	id-96257	2.43e-06	-	ACTGGCCTCCCAGGTGCAGCCACCAGAGGCGCCAG	Upstream_CTCF	33
chr7	155746915	155747065	id-96258	2.77e-07	-	GAGCCCTCAGGGCCCTTGGCCACCAGGAGGCCCTG	UpstreamP1_CTCF	7
chr7	155867771	155867921	id-96259	2.19e-05	+	GCAGAAGAACACCTCCCGGCCATGCGGGGGCGCTC	Upstream_CTCF	10
chr7	155873375	155873525	id-96260	3.6e-07	-	CCTGCAAAGCCATATTTGGGCAGAGGAGGGCACAG	Upstream_CTCF	1
chr7	155889806	155889956	id-96261	6.21e-06	+	AGGGCTGTCCCGCAGCCCCACAGACGGTGGCGGTA	Upstream_CTCF	1
chr7	155919302	155919452	id-96262	5.63e-06	+	CTGTGTGGTGGGAAGATGGCCACCAGGGAGAGGCA	UpstreamP1_CTCF	3
chr7	155949642	155949792	id-96263	1.03e-06	-	ATGAAAATATCCCGTGGGGCCGGAAGGGGGAGCTC	V_CTCF_BR	22
chr7	155961625	155961775	id-96264	6.39e-08	+	TGGGTGAAGCAGGACGCTCCCAGCAGGGGGCAGTG	V_CTCF_BR	2
chr7	155962444	155962594	id-96265	1.23e-05	+	GCCCAGGACCCCTCTGCTGCCACCGGCTGACACCC	UpstreamP1_CTCF	0
chr7	155974374	155974524	id-96266	1	+	NA	NONE	2
chr7	156266289	156266439	id-96267	3.97e-07	-	ACGTTCTTTCTCTGTGCAGGCACCAGATGGCGCCA	V_CTCF_BR	40
chr7	156296007	156296157	id-96268	2.81e-05	-	TTGGTCCAGCTTCACTCGGACACTAGAGGCTGCTC	V_CTCF_BR	10
chr7	156308933	156309083	id-96269	3.81e-05	+	ACAAAAGCCGTTTGCCTTCACACTGGGTGGCAGCA	V_CTCF_BR	4
chr7	156327702	156327852	id-96270	1	+	NA	NONE	4
chr7	156337878	156338028	id-96271	1.73e-05	+	GAAAATGCAAAGCACCCCTTCAGCAGGTGGAGCTG	V_CTCF_BR	5
chr7	156352890	156353040	id-96272	6.86e-07	+	GCAGAACTTCCCTTGGCCGCCCCTAGAGGCTGCCA	Upstream_CTCF	29
chr7	156371318	156371468	id-96273	3.12e-08	+	GGGCAGTGCTGCATGCTGGCCAGCAGGGCGGACGC	UpstreamP1_CTCF	6
chr7	156375545	156375695	id-96274	1.71e-06	-	AACTAAAAACCCACGGGGCCCAGCAGGTGGTGCCC	V_CTCF_BR	10
chr7	156408265	156408415	id-96275	1	+	NA	NONE	1
chr7	156419904	156420054	id-96276	9.25e-06	+	ACTGGCAGTACATGGCAGCACTGCAGGGGGCGCAA	V_CTCF_BR	16
chr7	156442855	156443005	id-96277	1.84e-07	+	GGTGCTGCCCCGTGCATGGACACAAGAGGGTGCAC	Upstream_CTCF	40
chr7	156447259	156447409	id-96278	1	+	NA	NONE	0
chr7	156473177	156473327	id-96279	8.59e-05	+	CTGGGTTAAGCTGTCCAGACCACAAGTAGGTGCTG	V_CTCF_BR	15
chr7	156536171	156536321	id-96280	1	+	NA	NONE	4
chr7	156546452	156546602	id-96281	2.28e-05	+	CCTGCCATGACAACAGGGACATGAGGGAGGCGCTG	Upstream_CTCF	16
chr7	156556876	156557026	id-96282	9.25e-06	-	TGGACAGTTCTTCAGCGGCACAGTAGAGGGCTCCG	V_CTCF_BR	40
chr7	156561523	156561673	id-96283	1.21e-06	+	GCTGTCCTTTCTCAGGAGTCCACTCGGAGGCAGTG	Upstream_CTCF	6
chr7	156571018	156571168	id-96284	3.09e-06	+	GCTGTTATTCTGACTTAATCCACTGGGAGGCTAGG	Upstream_CTCF	23
chr7	156609782	156609932	id-96285	1.9e-06	-	TTTGAAATATTTTGTAACTCCAGCAGATGGAGCTA	Upstream_CTCF	35
chr7	156612551	156612701	id-96286	8.02e-05	-	GATGCAGTTCTAGTAGCTTCCACTTGGTCTTTCCC	Upstream_CTCF	8
chr7	156613276	156613426	id-96287	1.77e-05	-	GATGTTATGCCTCTTTTTTGATGCAGGAGGCGCCA	Upstream_CTCF	39
chr7	156614083	156614233	id-96288	1	+	NA	NONE	1
chr7	156620401	156620551	id-96289	3.4e-06	-	AATACACTTCTGTTGGTTGCCACAAGATGGCATTG	Upstream_CTCF	39
chr7	156686187	156686337	id-96290	9.31e-05	+	CACTCAGTACCGCACTCGGCCTCAGGGGACCTGGG	Upstream_CTCF	40
chr7	156688353	156688503	id-96291	1.47e-05	-	ACACAGCATATCTTGGTGGCCAGGAGGTGTCATCA	V_CTCF_BR	0
chr7	156701690	156701840	id-96292	1.14e-06	+	CTGCAATGCGGCCTGAGCGCCAGCGGGGCTAGGGG	UpstreamP1_CTCF	40
chr7	156722725	156722875	id-96293	1	+	NA	NONE	0
chr7	156741577	156741727	id-96294	9.41e-05	+	GCTCCTCAGGGGTCCTCGGCCGCCTGGGGGCCACA	V_CTCF_BR	2
chr7	156742255	156742405	id-96295	4.27e-13	+	GCACGCTGTCGCCCTCCGGCCAGCAGGGGGCGCCG	V_CTCF_BR	40
chr7	156762949	156763099	id-96296	1.1e-05	+	AATTAATAGATAAAACAGGCCACTAGAGGGTGCAG	V_CTCF_BR	38
chr7	156777973	156778123	id-96297	8.97e-05	-	GCCGCTTCCTACACCCCTACCCAGAGGGGGCGTCT	Upstream_CTCF	0
chr7	156779883	156780033	id-96298	6.21e-05	+	CGGATCGCCTGGGATGGCGCCTCCGGTGGCCTCAC	V_CTCF_BR	26
chr7	156805868	156806018	id-96299	2.58e-05	-	TCAGCCTTGGTGCCAAACCCCTGGAGGAGGAGGCC	Upstream_CTCF	1
chr7	156847719	156847869	id-96300	1.83e-05	-	GCCTCGCAGCCGTCCACTGACAGTGGCTGGAGCTC	V_CTCF_BR	1
chr7	156849039	156849189	id-96301	1	+	NA	NONE	5
chr7	156882924	156883074	id-96302	1	+	NA	NONE	0
chr7	156922061	156922211	id-96303	1.11e-05	-	GCTGCAAGAACATTCTTGCACACAGGTGGGAGCTC	Upstream_CTCF	2
chr7	156929178	156929328	id-96304	7.73e-06	-	ATTTCCTGTAGATATATAACCAGCAGAGGGATCGC	V_CTCF_BR	36
chr7	156962973	156963123	id-96305	1	+	NA	NONE	0
chr7	157017458	157017608	id-96306	3.63e-05	-	ATTTTTTGATGTTAAAAATCCAGTAGAGGGAGCTC	V_CTCF_BR	30
chr7	157021672	157021822	id-96307	1.71e-06	+	GGGTGACTATGCACCAAAGCCAACAGAGGGCAGCA	V_CTCF_BR	40
chr7	157030904	157031054	id-96308	1.18e-09	+	GTGGGGACTCCTGGCGTCACCAGCAGAGGGCAGCA	V_CTCF_BR	35
chr7	157032425	157032575	id-96309	1.93e-05	+	GGGTGTGGGGTCTGGTGCTGAAGCAGGGGGCGCCA	V_CTCF_BR	18
chr7	157036901	157037051	id-96310	4.01e-05	-	GTCCCTTCAGTCACTGGGACCACTAGGGGCTTGTG	V_CTCF_BR	2
chr7	157043421	157043571	id-96311	3.28e-07	-	ATGCCATTTAGAAATCAGGCCACTAGGTGGTGCAA	UpstreamP1_CTCF	40
chr7	157046644	157046794	id-96312	6.43e-06	+	CCAACCGGATTGCGTACATCCACTTGGTGGCAGAC	V_CTCF_BR	12
chr7	157066352	157066502	id-96313	1.09e-10	-	ACGCAGTGCCCACTCCTGACCACCAGATGGAGCCC	UpstreamP1_CTCF	40
chr7	157068961	157069111	id-96314	1.03e-06	+	GGCCCTGGCCACTGCGGGGCAGGCAGAGGGAGCCG	V_CTCF_BR	2
chr7	157069192	157069342	id-96315	6.49e-06	-	TCAGCAAGACCAGGCGGGGGCAATAGAGAGGGGGC	Upstream_CTCF	2
chr7	157091221	157091371	id-96316	3.55e-08	-	GTTCTGTGGGCGCCTCTGGCCTCTGGGGGGCGCTG	UpstreamP1_CTCF	26
chr7	157092513	157092663	id-96317	3.63e-06	-	AGGGCGGGGCGGAGCCGCTCCTGTAGAGGGAGCTT	V_CTCF_BR	24
chr7	157132913	157133063	id-96318	9.84e-05	-	TGCAGTTACCCGCCTCTCACCACCAGGTGGGGTCC	V_CTCF_BR	40
chr7	157148185	157148335	id-96319	1	+	NA	NONE	10
chr7	157151060	157151210	id-96320	3.16e-06	+	TGGAAGTTCCCTCTGTAGGCCAGTAGGTGCTAAGG	UpstreamP1_CTCF	15
chr7	157174518	157174668	id-96321	1	+	NA	NONE	5
chr7	157180001	157180151	id-96322	9.51e-07	-	GTTGTGAGTGGGATTTCCAACACTAGAGGGCGCTG	V_CTCF_BR	39
chr7	157189264	157189414	id-96323	3.47e-07	-	CAGCTGCGGTCCACAGAGTACCCCAGAGGGCAGCA	UpstreamP1_CTCF	6
chr7	157190711	157190861	id-96324	8.21e-06	+	CCGGGTTCCTAGCGTTTCCCCAGCAGATGGCGTCT	V_CTCF_BR	40
chr7	157197959	157198109	id-96325	1	+	NA	NONE	2
chr7	157198762	157198912	id-96326	4.58e-08	-	CGGCTGGGACACAGATGTGCCAGCAGGGGTCACCA	UpstreamP1_CTCF	34
chr7	157204278	157204428	id-96327	2.38e-07	+	CGTGGTGTGCAGGTGCGGGCCGCCTGGGGGAGCCA	V_CTCF_BR	2
chr7	157218150	157218300	id-96328	2.96e-05	+	AGGCAGGAAGCAGAGGCAGAGGGCAGAGGGCTCCC	V_CTCF_BR	5
chr7	157224140	157224290	id-96329	9.39e-07	-	GAATCAGTGTCTCCGGTGGCCACAAGACGGTGGCG	Upstream_CTCF	0
chr7	157225736	157225886	id-96330	1.3e-07	+	AGGGCAATATTTTCAGCGGCCACAGGAGGGCGCGT	Upstream_CTCF	40
chr7	157227024	157227174	id-96331	6.48e-05	+	CTGAAGTCAGCCACCCTGGCGGCCGGGGAGCGAAT	UpstreamP1_CTCF	3
chr7	157259657	157259807	id-96332	8.03e-07	-	CAGGCAGGGCAGCCTTGTGCCGCTGGGTGGCAGGA	Upstream_CTCF	14
chr7	157260663	157260813	id-96333	6.51e-05	+	GGAAGATCCCTGAATCAGCCCGCCTGGGGCCGCCC	V_CTCF_BR	4
chr7	157267411	157267561	id-96334	1.38e-08	-	CACCCAGAGCTCAGACCGTCCACCAGGTGGCGCAC	V_CTCF_BR	40
chr7	157347146	157347296	id-96335	1	+	NA	NONE	1
chr7	157347604	157347754	id-96336	1	+	NA	NONE	1
chr7	157401106	157401256	id-96337	5.96e-07	+	AGGAGGGCGGACTCTGATTCCTGCAGGGGGCGGCA	V_CTCF_BR	8
chr7	157449034	157449184	id-96338	2.19e-05	+	ACTGCACAGGCTCCTCGGACCAGGATGAGGCGCTG	Upstream_CTCF	8
chr7	157452997	157453147	id-96339	3.63e-05	-	GGACCTCAGTCCTGTGGGGCCTCTTGGTGGCTTCA	V_CTCF_BR	2
chr7	157495156	157495306	id-96340	1.04e-05	-	GCCTGCCGGTGGACAGGAGCCTATGGAGGGCACTG	V_CTCF_BR	1
chr7	157507789	157507939	id-96341	1.83e-05	-	GTCGGTATTTCTCTCCCACCCTGCAGGGGGTGCTT	V_CTCF_BR	4
chr7	157511527	157511677	id-96342	9.49e-08	+	CGCTGTGGCCTCTCCGCCTCCTGCAGGTGGCAGCG	V_CTCF_BR	2
chr7	157522416	157522566	id-96343	5.72e-07	-	CTCCCCGTCCTCCACGTGGCCAGCAGGTGGCCCTT	UpstreamP1_CTCF	9
chr7	157532455	157532605	id-96344	6.64e-05	+	AGGACACCTCCCAAGGTGACCGCAAGGAGGCCTGA	Upstream_CTCF	3
chr7	157545019	157545169	id-96345	1	+	NA	NONE	1
chr7	157553226	157553376	id-96346	8.61e-08	-	GGGGTGAGGCTGGATCTGGCCAGAAGAGGGCTGAG	V_CTCF_BR	10
chr7	157560639	157560789	id-96347	1	+	NA	NONE	0
chr7	157578666	157578816	id-96348	5.12e-07	-	GTGCGGCTAACGCTCGTGCCCCACAGGGGGCAGAG	UpstreamP1_CTCF	4
chr7	157585803	157585953	id-96349	1	+	NA	NONE	1
chr7	157600205	157600355	id-96350	1	+	NA	NONE	3
chr7	157624978	157625128	id-96351	1	+	NA	NONE	0
chr7	157657246	157657396	id-96352	1	+	NA	NONE	4
chr7	157668272	157668422	id-96353	1.57e-08	-	GGTGCTGCTGCTGCTGCAGCCACCAGGGGTCACAC	Upstream_CTCF	23
chr7	157669270	157669420	id-96354	8.91e-07	-	AGTGCGGCCTCTCCCAGCCCCACGTGGGGGCGCTG	Upstream_CTCF	12
chr7	157696421	157696571	id-96355	1	+	NA	NONE	1
chr7	157752535	157752685	id-96356	1.46e-08	+	GCAGCACTATTCCCAACAGCCAGAAGGTGGAAGCA	Upstream_CTCF	5
chr7	157768882	157769032	id-96357	5.74e-05	+	GTGAGGTGCTCGGCGATTCCCAGGAGGCGCTGATG	UpstreamP1_CTCF	6
chr7	157772531	157772681	id-96358	6.84e-06	+	AGCCAGAGCCCCCGACTGGGCAGCTGGGGGATCTG	V_CTCF_BR	0
chr7	157791617	157791767	id-96359	7.49e-05	-	ACCGCCCCACACTGTCAGCACTGTAGGGGTCACTG	V_CTCF_BR	4
chr7	157804077	157804227	id-96360	1.84e-06	+	GTTTGAAGCATCCATTCAACCAGAAGAGGGAGCAC	V_CTCF_BR	5
chr7	157837241	157837391	id-96361	1.22e-07	+	TCTGCTGCAACCAAACTCACCAGCAGAGGACAGGC	Upstream_CTCF	7
chr7	157847910	157848060	id-96362	1.21e-09	+	CTGTTATGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	18
chr7	157868015	157868165	id-96363	7.12e-06	+	CTGCTGGTCTCTCCGGCAGCCCAGGGGAGGCGCTC	UpstreamP1_CTCF	2
chr7	157926218	157926368	id-96364	8.59e-05	+	AAAGCGTATGCATCCGCCACAGCAAGGAGGCGCCC	V_CTCF_BR	1
chr7	157952151	157952301	id-96365	3.28e-05	+	ACTTGTAATTCCCATCCAGGCTCTGGAGGGCGCAG	V_CTCF_BR	4
chr7	157960988	157961138	id-96366	8.97e-05	-	AAAGATGCAGCATCATTAGCCACCAGGGAGGCACC	Upstream_CTCF	1
chr7	157981332	157981482	id-96367	1.84e-06	+	AAGGCCGCCACGCCCGCCCCCTGTAGGGGGAAGGC	V_CTCF_BR	0
chr7	157996356	157996506	id-96368	1	+	NA	NONE	1
chr7	158020968	158021118	id-96369	1	+	NA	NONE	2
chr7	158021798	158021948	id-96370	3.88e-06	-	GGTCCCTGTCTCCTTTTCGGCACTAGATGGCACCT	V_CTCF_BR	10
chr7	158113141	158113291	id-96371	1.93e-05	+	ATCGCCCGCATCCTCAGCAGCGCCAGGTGGCGTCC	V_CTCF_BR	1
chr7	158118900	158119050	id-96372	1.3e-07	-	TGGCACTGCAGGGAGGCAGCCACGAGGGGTCACTG	UpstreamP1_CTCF	15
chr7	158146773	158146923	id-96373	3.63e-06	-	GGTTGCAGCCTCCTTTTTGGCACTAGATGGCGCCT	V_CTCF_BR	32
chr7	158148341	158148491	id-96374	7.55e-07	+	ATCCAAAACCCAGTACTCACCACCAGATGGCAACA	V_CTCF_BR	25
chr7	158156613	158156763	id-96375	2.96e-05	-	GAGAAGAATGAAACAGCGTCCGGCAGGAGGCGATG	V_CTCF_BR	1
chr7	158183939	158184089	id-96376	2.74e-08	-	CGGGCCTGGTGCAGCTTGGCCAGGAGAGGGAGCGC	V_CTCF_BR	1
chr7	158187828	158187978	id-96377	8.29e-12	+	CTGCAGTACCCGAGCACGGCCGCTAGATGGCACGC	UpstreamP1_CTCF	38
chr7	158188511	158188661	id-96378	1.39e-07	+	AGCGCCATGGAGGGCCCAGCCTGGAGGGGGAGCTC	V_CTCF_BR	2
chr7	158200748	158200898	id-96379	4.41e-06	-	TCTCTTCTAACACTGAAGGCCACCAGATGTCAGTG	V_CTCF_BR	27
chr7	158203962	158204112	id-96380	1	+	NA	NONE	1
chr7	158206738	158206888	id-96381	6.84e-06	+	CAAGGGGATTCCTAGTGTTCCAGCAGGGGGAGAAC	V_CTCF_BR	9
chr7	158235059	158235209	id-96382	2.2e-06	+	ACTGCAACCTACCTTTTCTCCACTAGAGGGTTGGT	Upstream_CTCF	29
chr7	158235773	158235923	id-96383	1	+	NA	NONE	9
chr7	158236205	158236355	id-96384	1.84e-06	+	CGGCGTGGGGCGACTCCTCCCAACAGGGGGAGCAG	V_CTCF_BR	6
chr7	158238276	158238426	id-96385	2.18e-07	-	GAAGCTGTTCCCTTGATGAGCAGCAGGCGGCTGTC	Upstream_CTCF	3
chr7	158286864	158287014	id-96386	1.43e-05	+	CCTGCTCTGCTTCCTCCCATCTCTGGGCGTCGCTG	Upstream_CTCF	8
chr7	158288099	158288249	id-96387	3.18e-06	-	GCGCTTCACTCTTACCCCCCCTGCAGTGGGCAGGG	V_CTCF_BR	8
chr7	158288593	158288743	id-96388	9.84e-05	-	GGATGGGCAATCAGGCCTGGCAGGAGCTGCCAGGG	V_CTCF_BR	22
chr7	158312080	158312230	id-96389	7.73e-06	+	AAGCTCCTTCCCTGCCCGATCTGCAGGTGGCTCTC	V_CTCF_BR	1
chr7	158318888	158319038	id-96390	1.64e-06	-	GTGTCAGTTCCCTTCGCCGCCACAGGTGGGCAGGG	Upstream_CTCF	6
chr7	158341401	158341551	id-96391	6.8e-06	+	CCAGCGTGAACCCAGGCGGCCTCTAGAGGGGAGGC	Upstream_CTCF	2
chr7	158365014	158365164	id-96392	5.12e-06	-	GGGCTGCTGGAATCCTCAGCCGCTAGATGGGGCAA	UpstreamP1_CTCF	25
chr7	158367124	158367274	id-96393	9.51e-07	+	GAGACACTGAGAGGAGGGGCCACAAGGGGGATGAG	V_CTCF_BR	3
chr7	158378428	158378578	id-96394	1	+	NA	NONE	2
chr7	158387888	158388038	id-96395	1	+	NA	NONE	18
chr7	158407470	158407620	id-96396	1	+	NA	NONE	8
chr7	158436557	158436707	id-96397	1	+	NA	NONE	0
chr7	158440007	158440157	id-96398	3.33e-08	-	CTTCACTGTGGGCTTCTGCCCTGCAGGGGGCACTG	UpstreamP1_CTCF	40
chr7	158476325	158476475	id-96399	1	+	NA	NONE	1
chr7	158488872	158489022	id-96400	9.25e-06	+	TTGTGTGTGGTCTCTCTCTCCAGCAGAGGGTGATC	V_CTCF_BR	39
chr7	158497189	158497339	id-96401	8.33e-05	+	TCGCCAGTTCCGTCCAGTTCCGTCAGAGGCAGCAC	Upstream_CTCF	16
chr7	158497626	158497776	id-96402	4.88e-05	+	CGGGCACTACGGAACGCGCACGCGGGGCGCCACAG	Upstream_CTCF	33
chr7	158498026	158498176	id-96403	1.83e-05	-	TGACCTGCCGGGGGCCTCACCTGCTGGAGGAGCAA	V_CTCF_BR	1
chr7	158498780	158498930	id-96404	1	+	NA	NONE	0
chr7	158499270	158499420	id-96405	1	+	NA	NONE	1
chr7	158525742	158525892	id-96406	7.31e-05	+	CAGCTGTGGCGCCCCCAACCCTGGTGGTGGCCAGT	UpstreamP1_CTCF	6
chr7	158526600	158526750	id-96407	1	+	NA	NONE	23
chr7	158532764	158532914	id-96408	2.15e-05	+	GAGGCTGATTTCACAACTTCCTCCTGATGGCAGAC	V_CTCF_BR	6
chr7	158533832	158533982	id-96409	9.62e-05	+	CAGCTCTGCGTCTGTCTTCCTGGCAGAGGCCCAGG	UpstreamP1_CTCF	16
chr7	158536017	158536167	id-96410	3.97e-07	-	TGTCGGCTGCAGCTCTGGGCCGCAGGAGGGCGCCG	V_CTCF_BR	2
chr7	158553799	158553949	id-96411	1	+	NA	NONE	38
chr7	158565690	158565840	id-96412	1.29e-05	-	CTTCATTTGCGTTTGTTCACCACAAGGTGTCTTCC	UpstreamP1_CTCF	24
chr7	158568246	158568396	id-96413	1.16e-05	-	ACCGTAGTTAGAAGTGGAGCCTGAAGAGGGGGCTG	Upstream_CTCF	18
chr7	158575550	158575700	id-96414	2.11e-06	+	CCAAAGCCCAGTCTGAGGTCCACATGAGGGCACCG	V_CTCF_BR	39
chr7	158608185	158608335	id-96415	4.14e-06	-	CAGGGCAGCATCCAGATATCCACTAGAGGGATGTG	V_CTCF_BR	5
chr7	158609792	158609942	id-96416	3.86e-05	+	CCTGTAAAACTACTTCAGGCCACGATGAGGGGGTG	Upstream_CTCF	7
chr7	158611192	158611342	id-96417	1	+	NA	NONE	28
chr7	158614355	158614505	id-96418	2.15e-05	+	CCAAGCTGAGTGCAGCCTTCTACCAGGTGGAGGAG	V_CTCF_BR	1
chr7	158621830	158621980	id-96419	2.84e-05	+	CGGCTGCGGCGACACCAGGCGAGCAGCGCGAGCGC	UpstreamP1_CTCF	19
chr7	158622122	158622272	id-96420	1.84e-05	-	GTGCGGCGGAGCCGCGTCCCCTCAGAGGGGCGCTG	UpstreamP1_CTCF	15
chr7	158622691	158622841	id-96421	8.61e-08	-	GCCAGCGGCGCCCGTCCGACCTCCGGCGGGCGGCG	V_CTCF_BR	36
chr7	158645780	158645930	id-96422	2.81e-05	-	CCAACATTTGTCAGAGGCAACACCAGTGGCCACCA	V_CTCF_BR	10
chr7	158648966	158649116	id-96423	6.49e-06	-	GTGCAGTACCCTGACTTGGGGTGCAGGGGCTCTTG	UpstreamP1_CTCF	34
chr7	158654862	158655012	id-96424	2.96e-05	+	CAGGGCCACAGCCTGGGAAACACTGGGAGGCGCTC	V_CTCF_BR	8
chr7	158660428	158660578	id-96425	4.43e-05	+	CTCCCAGGGTGCGCGGTGAGAGCAAGCGGGCACCA	V_CTCF_BR	0
chr7	158678440	158678590	id-96426	1.24e-05	+	TGGATTTTATACTGCATGTCCACTAGAAGGCACAA	V_CTCF_BR	37
chr7	158726290	158726440	id-96427	2.68e-05	-	TTTGCAAACATATCTTTACCCACCAGGGGGTTTTG	Upstream_CTCF	13
chr7	158738364	158738514	id-96428	1.93e-05	-	TGTGCAGTTTTCCCTCTGGCCACAGGGCTTCCTGC	Upstream_CTCF	5
chr7	158750958	158751108	id-96429	2.27e-05	-	GCACGCTTCAGATCTCTGGTCGGTAGGTGGCTGGA	V_CTCF_BR	10
chr7	158755448	158755598	id-96430	7.6e-05	-	CATTAAGAGTCCAACTCTGCCCCTAGGGGACAACA	UpstreamP1_CTCF	3
chr7	158766285	158766435	id-96431	4.68e-07	+	CCGCGGAGCCTCGCTCTGCACAGTAGGGGGCGGGC	V_CTCF_BR	23
chr7	158768538	158768688	id-96432	2.53e-05	-	CCACGCTTCCCTGCTGCAGGCGGATGATGGCAGCA	V_CTCF_BR	6
chr7	158769851	158770001	id-96433	7.94e-11	-	TCTGCATTTCCAACAACGCCCAGCAGAGGGCGAAT	Upstream_CTCF	40
chr7	158793682	158793832	id-96434	1	+	NA	NONE	15
chr7	158808493	158808643	id-96435	6.8e-06	-	GGGACAGCCCCCCTTCCCACCGCCCGGGGGCGGCC	Upstream_CTCF	0
chr7	158813818	158813968	id-96436	1.64e-05	-	CGGGACGACAGCCCCATGGACCACAGGGGGCGCTT	V_CTCF_BR	6
chr7	158820259	158820409	id-96437	1.48e-06	-	TTCCAATGAACTCCACGCTCCACCAGATGGCTGTG	UpstreamP1_CTCF	6
chr7	158820859	158821009	id-96438	1	+	NA	NONE	3
chr7	158823313	158823463	id-96439	2.28e-05	+	ACTGCAGGGCGCCCTCCGAGCCGTTGCGGGAGAAG	Upstream_CTCF	29
chr7	158823596	158823746	id-96440	1.67e-07	+	GGGAGCGGGAACTGGACGGCCACAGGAGGGCGGGG	V_CTCF_BR	13
chr7	158834836	158834986	id-96441	1	+	NA	NONE	1
chr7	158838648	158838798	id-96442	4.71e-06	+	AATGTGACTTCATTGCATACCACTAGATGGCAATA	Upstream_CTCF	6
chr7	158864812	158864962	id-96443	3.63e-06	-	GGTACCATCGTGCCTTCATCCAGCAGGTGCCGCAG	V_CTCF_BR	0
chr7	158908431	158908581	id-96444	7.49e-05	-	GAATCGGAGGTGAGAAGGGCAGCTAGAGGGCGTGG	V_CTCF_BR	1
chr7	158908985	158909135	id-96445	2.89e-07	+	AGAGCAGAGTCACATGGGCCCTCCAGAGGGCACTG	Upstream_CTCF	8
chr7	158930732	158930882	id-96446	1.38e-06	+	CACCAGAGCTCCAGCTCCCGCAGCAGAGGGCAGCA	V_CTCF_BR	4
chr7	158933372	158933522	id-96447	1.26e-05	-	CGTGTGTGAGTCATATCGGGCGCTAGGGGCCGCAG	Upstream_CTCF	2
chr7	158934403	158934553	id-96448	1	+	NA	NONE	4
chr7	158940337	158940487	id-96449	1	+	NA	NONE	3
chr7	158947024	158947174	id-96450	5.77e-08	-	AGCGGAGGTGGCATCGTGGCCAGGAGGTGGAGCAA	V_CTCF_BR	7
chr7	159033760	159033910	id-96451	3.09e-06	-	CTTGCATTATCAGTGTCCACCACCAGAGTGGTGCC	Upstream_CTCF	9
chr7	159065592	159065742	id-96452	7.11e-06	+	CCTGCCCATCTGCATGCTCCCCCTAGGGGGTTGAG	Upstream_CTCF	2
chr7	159073998	159074148	id-96453	4.31e-07	-	AAATGTTGGCATCCAGGGACCAGCAGGGGGTGGTG	V_CTCF_BR	7
chr7	159083863	159084013	id-96454	1	+	NA	NONE	1
chr8	21107	21257	id-96455	1	+	NA	NONE	11
chr8	156627	156777	id-96456	8.43e-09	-	GCCCTGCCGTGCCCCGTCGCCAGCAGGAGGCGCTG	V_CTCF_BR	0
chr8	156870	157020	id-96457	8.19e-10	-	CCTGTAGTGCCCCCAGCGGACAGAAGAGGGCGTGC	Upstream_CTCF	0
chr8	179630	179780	id-96458	3e-08	-	GCTGCAGTGCCCCCGGCCGCCAGCAGAGCACGCGC	Upstream_CTCF	25
chr8	182875	183025	id-96459	2.6e-06	-	GGTAAACACCCAACAGTCACCGCTAGTGGGAGGCG	V_CTCF_BR	24
chr8	190425	190575	id-96460	3.09e-06	+	TGAGAAATTCCAGGATTTATCTGTAGGTGGAGCCA	Upstream_CTCF	21
chr8	215857	216007	id-96461	5.93e-10	+	TGGCAGTTCCCTCCCGCGGCCGCCAGGGGTCAGTG	UpstreamP1_CTCF	40
chr8	226422	226572	id-96462	1.1e-05	-	GTGAGAGGGCAGCTATTCACCCCTTGGGGGCAGTG	V_CTCF_BR	18
chr8	231750	231900	id-96463	1	+	NA	NONE	3
chr8	249283	249433	id-96464	8.71e-06	+	AACAGCGGTCAGATCACTGCCACCAGCAGGTGGCC	V_CTCF_BR	11
chr8	258303	258453	id-96465	1.39e-05	+	GCAGGGAGTGCAGGAAGAGCCAGCAGGGTGCAGCA	V_CTCF_BR	20
chr8	386572	386722	id-96466	4.17e-05	+	TTAGATATTTACACACTGGCCAGCAGGGTGTCCTC	Upstream_CTCF	24
chr8	407889	408039	id-96467	3.42e-08	-	GGCAACATGACACCCATCACCAGCAGGGGGCAGGG	V_CTCF_BR	36
chr8	427636	427786	id-96468	9.57e-10	+	CAGTAGTGGCATGAAGCCGCCACCAGGGGGCCACG	UpstreamP1_CTCF	40
chr8	429393	429543	id-96469	1	+	NA	NONE	7
chr8	436681	436831	id-96470	1	+	NA	NONE	34
chr8	456454	456604	id-96471	3.56e-05	+	CTTGTTCCAGCCCCACTCCCGGGAAGGAGGCGCTG	Upstream_CTCF	5
chr8	480573	480723	id-96472	2.32e-08	-	CTTGCAGTGCCACAGACAAGCACCAGAGGGATCGA	Upstream_CTCF	40
chr8	505667	505817	id-96473	1.47e-05	+	GTTCTTGCTAAAGATGTGCCCTGCAGGTGGAGACA	V_CTCF_BR	2
chr8	542118	542268	id-96474	7.27e-06	-	GCTGACAAATAAATTGTGAACTCCTGGGGGCGCCC	V_CTCF_BR	26
chr8	544935	545085	id-96475	5.01e-06	-	GGGTGAGGTATCCCACTCTCCACAGGGGGGCTCCA	V_CTCF_BR	33
chr8	550512	550662	id-96476	7.82e-06	+	CTGTGAAGACCCTTACAGACCACTAGGGGTAGATG	UpstreamP1_CTCF	8
chr8	558897	559047	id-96477	1	+	NA	NONE	1
chr8	644254	644404	id-96478	1	+	NA	NONE	18
chr8	667841	667991	id-96479	1	+	NA	NONE	6
chr8	681119	681269	id-96480	1	+	NA	NONE	9
chr8	702221	702371	id-96481	1.08e-08	+	ATCCCCAGGCTGCCGGCTACCACCAGTGGGCGCAG	V_CTCF_BR	11
chr8	718139	718289	id-96482	2.96e-05	-	CTACCACATGCCTGTCTGACCAGCATGTGGCAGTG	V_CTCF_BR	9
chr8	772746	772896	id-96483	5.34e-06	-	TGGACAGTCCCTGAAGCACCCAGCAGTGGTCACTG	V_CTCF_BR	3
chr8	807690	807840	id-96484	1.56e-06	+	GGTGCAGCCACACTGAAGACCGCTAGGTGGTTCCT	Upstream_CTCF	7
chr8	817026	817176	id-96485	3.45e-05	-	ACTTTGCCCACGGTGACGGCCGGTAGGCGGCACAC	V_CTCF_BR	4
chr8	896912	897062	id-96486	1.67e-07	-	CGAGTGCAGCCACCGGTGTCCAGCAGGTGGTGCTG	V_CTCF_BR	33
chr8	958702	958852	id-96487	1.55e-05	-	AGTGGGGGCGCAGCACCATGCAGCAGGTGGAGGTT	V_CTCF_BR	5
chr8	987124	987274	id-96488	8.21e-05	-	CTCGGGCCGGGAGGACAGGACGGCAGGGGACGCTC	V_CTCF_BR	1
chr8	991942	992092	id-96489	1.04e-05	+	TGTCGAGGTAATTCTGTGTCCCCTAGATGGAGCCG	V_CTCF_BR	7
chr8	995786	995936	id-96490	5.96e-07	-	CCTTGTGCAGACATCTGAGCAACCAGGGGGCGCCG	V_CTCF_BR	6
chr8	998352	998502	id-96491	8.58e-06	-	ATGCCGTCGCTACCTGTGAACACCCGGTGGCAGGT	UpstreamP1_CTCF	1
chr8	1086372	1086522	id-96492	3.63e-05	-	AGGAGGGCATCCACCCCGGCCTGTATGGGGAGCCA	V_CTCF_BR	6
chr8	1273455	1273605	id-96493	3.28e-07	+	CTGTGTGTCCAGCCATCTGCCTGCAGGGGGCGTCC	UpstreamP1_CTCF	14
chr8	1310073	1310223	id-96494	2.97e-06	-	GGCCATTCCACCTCTGCAGCCAGGAGGTGCCAGAG	V_CTCF_BR	9
chr8	1310519	1310669	id-96495	1.83e-05	-	CACGCCAGCCCTTACCGAGCCTCCCGAGGGCGCTG	V_CTCF_BR	0
chr8	1456831	1456981	id-96496	2.11e-06	-	TTAGGGAACGCCGTCAGCGCCTCCTGCGGGCACTG	V_CTCF_BR	0
chr8	1484959	1485109	id-96497	1.54e-05	+	CTGTAGGAGGCGCTGGCCAGGCCCAGGAGGCGACA	UpstreamP1_CTCF	4
chr8	1540261	1540411	id-96498	1.47e-05	-	GAACCATGGAGAGCTGCGGCCAGGAGATGGCCCCG	V_CTCF_BR	2
chr8	1644101	1644251	id-96499	7.82e-06	+	GGGCTCAGCCGCGCGGAGGGCAGCTGGGGGCCCCA	UpstreamP1_CTCF	40
chr8	1649516	1649666	id-96500	8.59e-05	-	TCCGGGAAAGCGGAAGCGACGAGGGGAAGGCGCCG	V_CTCF_BR	32
chr8	1683718	1683868	id-96501	4.28e-10	+	CTGCAGTGTTCAGGGTCTCCCACAAGAGGGCAGTG	UpstreamP1_CTCF	40
chr8	1693984	1694134	id-96502	1.1e-05	+	GTTTGATCACCTCGTCAGACCACAAGTTGGAGGTG	V_CTCF_BR	13
chr8	1727825	1727975	id-96503	1.41e-05	-	CCTCCATGCTAGGACACAGCCAGAAGGTGGCCATG	UpstreamP1_CTCF	11
chr8	1729506	1729656	id-96504	3.42e-08	-	GTTGTCTTTGTACCACTTGCCACCAGATGGCACTG	V_CTCF_BR	39
chr8	1770383	1770533	id-96505	1	+	NA	NONE	3
chr8	1777721	1777871	id-96506	2.96e-05	+	GTGTGGGCTCTGCATTCAGCCAGCAGAGGCACTTC	UpstreamP1_CTCF	10
chr8	1785797	1785947	id-96507	8.81e-07	+	GAGAACAGAGCGTGGGTTACCAGGGGAGGGCGCTG	V_CTCF_BR	8
chr8	1789114	1789264	id-96508	1.75e-07	-	TTGCCCTTCCACCCACCGGCCGGGAGAGGGGGCAA	UpstreamP1_CTCF	16
chr8	1795797	1795947	id-96509	2.96e-05	-	AGGCTGCAAACAGCTTCAGCCACAAGAGGCTATTC	UpstreamP1_CTCF	11
chr8	1828439	1828589	id-96510	1	+	NA	NONE	7
chr8	1829658	1829808	id-96511	4.1e-06	-	CTTGCAATGCTGTCCCCCATCCCCCGGGGGCTCCC	Upstream_CTCF	1
chr8	1831487	1831637	id-96512	1	+	NA	NONE	3
chr8	1840649	1840799	id-96513	6.8e-06	+	TGTGAAAAATGCTCTTTGCCCGCTAGGTGGCAACG	Upstream_CTCF	40
chr8	1845649	1845799	id-96514	1.04e-06	+	ATCGCAGTTCCCCCTCTGGACAGCTGTGGGCTCTG	Upstream_CTCF	28
chr8	1875093	1875243	id-96515	3.42e-05	+	CCTGCAGCCTCAGACTCGCCCTCCAGGGCTCCACT	Upstream_CTCF	4
chr8	1878925	1879075	id-96516	6.86e-07	+	CCTGGACTTCTTTCTCACTCCGGTAGGTGGAGTAA	Upstream_CTCF	8
chr8	1921244	1921394	id-96517	8.64e-05	+	CCATTAAAAATAGCATTTACCAGCAGGGGTCCAGC	Upstream_CTCF	15
chr8	1924065	1924215	id-96518	1	+	NA	NONE	6
chr8	1926252	1926402	id-96519	5.21e-08	-	GGAACAACACACACTGGGGCCTGTAGAGGGCGGCG	V_CTCF_BR	37
chr8	1942310	1942460	id-96520	8.79e-07	+	CTGTTATTCCCCTAAATGACCCCCAGGAGGGCAGG	UpstreamP1_CTCF	8
chr8	1949458	1949608	id-96521	4.48e-07	+	GCCGCAGTCCCTCGCCTCAGCGGCGGAAGGCGCGG	Upstream_CTCF	23
chr8	1950072	1950222	id-96522	6.64e-05	-	ACGGCGGGCTCGCGCAGCACCTCCAGATAGTGGTC	Upstream_CTCF	18
chr8	1959463	1959613	id-96523	1.64e-06	+	AACGCTATTGTAGGACCTCCCAGCAGGTGGCTGAA	Upstream_CTCF	11
chr8	1968964	1969114	id-96524	7.31e-05	-	CTGCTGGCTCTGCCCTGCCCCGCTAGGAGAGTCCC	UpstreamP1_CTCF	14
chr8	1972301	1972451	id-96525	1.96e-08	-	GCGTCATGTTTCCCGCTCACCAGCAGATGGCGGTG	V_CTCF_BR	39
chr8	1978838	1978988	id-96526	1.99e-07	-	GTGAGTTAGCGACTCTCAGCCACTAGAGGGAGCGC	V_CTCF_BR	40
chr8	2027707	2027857	id-96527	1.19e-06	-	TTCCATGCAGAGGCCGTGCCCAGTAGGGGGCGTTC	V_CTCF_BR	37
chr8	2034568	2034718	id-96528	3.4e-06	+	TTGTGCACAAGCCGTATGGCCACTGGGTGGCAATC	V_CTCF_BR	39
chr8	2100920	2101070	id-96529	1	+	NA	NONE	1
chr8	2104184	2104334	id-96530	4.34e-05	-	CTGGCACTTCCTCAGCACCTGGCTAGGAGGCACTC	Upstream_CTCF	2
chr8	2212351	2212501	id-96531	6.86e-07	-	CGTGCAGAGCCTCCGAGAGCCGGGTGAGGGCGCTG	Upstream_CTCF	29
chr8	2216215	2216365	id-96532	8.21e-06	+	AAATTTATCAGGCAAAGCGCCTCCAGAAGGCAGCA	V_CTCF_BR	6
chr8	2224110	2224260	id-96533	1	+	NA	NONE	1
chr8	2230514	2230664	id-96534	7.73e-06	-	AGTCACGGGGGAAAACAGTCCACAAGGAGGCGCCA	V_CTCF_BR	19
chr8	2241466	2241616	id-96535	2.39e-05	+	GTACATTTATGTCACGTTTCCATTAGGTGGCACTG	UpstreamP1_CTCF	34
chr8	2263095	2263245	id-96536	2.02e-06	+	TTGCAACCCTCACCATCTGCCTGCAGGGTGCGTGC	UpstreamP1_CTCF	15
chr8	2308392	2308542	id-96537	9.49e-08	-	GGGATGTGTGCAGGTGTCACCAGCAGATGGAGCTG	V_CTCF_BR	23
chr8	2312940	2313090	id-96538	1.37e-05	+	AGAGCAAAGGCAGAAACGCCAGCCAGGGGGAGCCT	Upstream_CTCF	15
chr8	2366763	2366913	id-96539	1.73e-05	-	TGAAGTCAAACTAGCATCACAGCCAGAGGGCGGAA	V_CTCF_BR	12
chr8	2368384	2368534	id-96540	1	+	NA	NONE	11
chr8	2426826	2426976	id-96541	9.41e-05	+	ATTAAACAAATCCTACTGATCAGTAGATGGCAAGC	V_CTCF_BR	6
chr8	2480365	2480515	id-96542	1	+	NA	NONE	1
chr8	2481083	2481233	id-96543	5.21e-08	-	GCAGTGATGCGGACCCCCACCGCCAGATGGCACTG	V_CTCF_BR	21
chr8	2537602	2537752	id-96544	4.5e-06	-	TGGGCTGCAGTTATAAAGGCCACTAGATGACACTA	Upstream_CTCF	4
chr8	2570125	2570275	id-96545	1.59e-06	+	ATTAGTATTGATGATCCCACCTCCAGGTGGCAGAC	V_CTCF_BR	12
chr8	2620446	2620596	id-96546	8.21e-06	-	TGCCCGCTGGAGTTCCTAGCCACAAGAGGGTGTGA	V_CTCF_BR	1
chr8	2628641	2628791	id-96547	7.78e-06	+	ACTGTGCTTTCCTCGATGCTCCCCAGGGGGTGACT	Upstream_CTCF	1
chr8	2629162	2629312	id-96548	1	+	NA	NONE	1
chr8	2672123	2672273	id-96549	5.06e-11	-	GGTGCTGTTCCTGGCTTCGCCACCAGGTGTCGGTG	Upstream_CTCF	39
chr8	2877483	2877633	id-96550	1	+	NA	NONE	8
chr8	2967153	2967303	id-96551	1.47e-05	-	GGCTGCACTCTTGTTGGAGCCCACAGGGGGAGCAG	V_CTCF_BR	6
chr8	3141586	3141736	id-96552	4.68e-07	-	GGCTTCTCCATCCAGTTCTCCAGTAGGTGGCACAG	V_CTCF_BR	16
chr8	3142213	3142363	id-96553	2.11e-08	+	GTGTTGTTCACGAAATGCCCCGCTAGGTGGCAGCA	UpstreamP1_CTCF	39
chr8	3192299	3192449	id-96554	1.73e-06	+	AGGCAGTCTGCAGATCCACACTGCAGGTGGCAGCA	UpstreamP1_CTCF	9
chr8	3394094	3394244	id-96555	2.89e-07	-	CCTACACTTCTGACCACTGCCACTAGATGGTAGTG	Upstream_CTCF	27
chr8	3442575	3442725	id-96556	2.2e-07	-	TTGTACCTGGTCCCTATAACCACTAGGGGTCAGTC	UpstreamP1_CTCF	26
chr8	3504221	3504371	id-96557	1.73e-05	+	AGAACGTTTTCATGGATAACCACCAGGGGCATCCG	V_CTCF_BR	17
chr8	3584805	3584955	id-96558	9.84e-05	+	TGCAGTTCCCATAAATATACCTACAGAGGGTGCCA	V_CTCF_BR	22
chr8	3596130	3596280	id-96559	1	+	NA	NONE	4
chr8	3786602	3786752	id-96560	1	+	NA	NONE	9
chr8	3963349	3963499	id-96561	4.14e-06	-	ACCGAACCTTGGGCTGAAGCCTGCAGGGGCCAGCA	V_CTCF_BR	2
chr8	4012558	4012708	id-96562	5.67e-06	+	CATGCAATGCCTACAGTGGCCACATGACGCGCATG	Upstream_CTCF	6
chr8	4031609	4031759	id-96563	5.38e-05	-	CTCAGTAGTTTAACATTCTCCTCTAGGGGCAGCCA	V_CTCF_BR	8
chr8	4092167	4092317	id-96564	1	+	NA	NONE	24
chr8	4138573	4138723	id-96565	2.38e-07	+	GGTATGAGGCCTCTGCTGGCCCCTAGGTGGCACTC	V_CTCF_BR	17
chr8	4220100	4220250	id-96566	3e-06	+	TTGCTACCCCCTCTACTGGCCTCAAGAAGGAAAGG	UpstreamP1_CTCF	4
chr8	4257461	4257611	id-96567	1.26e-05	-	TGTGTGTGTCTGTCTACCTCCACTAGATGGTGTGG	Upstream_CTCF	13
chr8	4399508	4399658	id-96568	1	+	NA	NONE	25
chr8	4644659	4644809	id-96569	4.23e-08	+	GGCGCAGGGTCGCGGGGCCCCGCCAGGGGGCGCGC	V_CTCF_BR	12
chr8	4691489	4691639	id-96570	1.21e-09	+	GATGCAATATCGTACGTGGCCAGTAGGTGCCACCA	Upstream_CTCF	39
chr8	4695430	4695580	id-96571	3.42e-08	+	TGAGGCATTGCCTGTGAAGCCAGCAGGGGGCAGCA	V_CTCF_BR	39
chr8	4732981	4733131	id-96572	2.62e-07	-	ATGCTTCTGCTTGAGTTGGACAGTAGATGGCGCTA	UpstreamP1_CTCF	33
chr8	4854634	4854784	id-96573	4.14e-06	-	GCCAAACAAGAAATATTGGACGCTAGATGGCAGCA	V_CTCF_BR	39
chr8	4919973	4920123	id-96574	3e-08	+	GCTGTAATATGAAACTCAGCCAGGAGGGGGAGCAG	Upstream_CTCF	40
chr8	4959486	4959636	id-96575	3.88e-06	-	AAGATCGTGCCATTGCACTCCAGCAGGGGGCAACA	V_CTCF_BR	18
chr8	5179017	5179167	id-96576	8.9e-05	+	TTCCCTTACCAGCCTAGCGCCCCCAGAGGAAGGTC	UpstreamP1_CTCF	8
chr8	5543608	5543758	id-96577	2.96e-05	+	CTGACATTGTTTCAGCTCCCCAACAGATGGTGCTG	UpstreamP1_CTCF	19
chr8	5657070	5657220	id-96578	3.4e-06	-	CTCACGTCCTCTTTGGATTCCAGCAGGGGGCAACA	V_CTCF_BR	4
chr8	5790258	5790408	id-96579	2.43e-06	-	TCTTATCTTTATTGCAAGGCCACTAGGTGGCAGGA	V_CTCF_BR	15
chr8	5798408	5798558	id-96580	2.59e-06	-	CTGTGGTTTGAGGCTATGACAGGCAGGTGGGGCTG	UpstreamP1_CTCF	8
chr8	5828450	5828600	id-96581	4.17e-05	+	GCAGGCTTAACAGGAAGCACCGCTAGGAGGCCTCA	Upstream_CTCF	14
chr8	5917554	5917704	id-96582	4.24e-07	+	TTTGCAGTGACAATGGCAGACAGAAGAGGGCATTG	Upstream_CTCF	15
chr8	5934363	5934513	id-96583	1.21e-09	-	TTGCAAGGACACCTTCTGGCCACCAGGTGTCACTG	UpstreamP1_CTCF	38
chr8	5997584	5997734	id-96584	4.5e-06	-	GTTGTGCCCATCGCTGCTGCCGCTAGGGGGCCCAG	Upstream_CTCF	39
chr8	6029129	6029279	id-96585	1	+	NA	NONE	5
chr8	6116103	6116253	id-96586	7.1e-07	+	CTGTAATAGGGATATTTGACCACGGGAGGTCAGCA	UpstreamP1_CTCF	20
chr8	6140668	6140818	id-96587	5.08e-07	-	TCTGTCACTGCCAGTGGGGCCTGTAGATGGCAGGA	V_CTCF_BR	11
chr8	6147188	6147338	id-96588	4.7e-06	-	ACGGAGAGCACTGGAGGCGCCACGTGGAGGCGCCA	V_CTCF_BR	2
chr8	6185468	6185618	id-96589	4.88e-05	-	ATGGGACCCGGTACAGATGCAGCTAGGGGGAGCAA	V_CTCF_BR	10
chr8	6188899	6189049	id-96590	3.67e-07	-	CAGATGTACCCATTGGGAGCCAGCAGAGGGGGCTG	UpstreamP1_CTCF	35
chr8	6229763	6229913	id-96591	7.23e-07	-	GCTGTCTTACCACCTCTGAGGGCCAGGTGGCAGTC	Upstream_CTCF	14
chr8	6232152	6232302	id-96592	8.46e-07	-	CCTGCACTCTTGGTTTTCACAACTAGATGGTGCTG	Upstream_CTCF	30
chr8	6277443	6277593	id-96593	3.84e-06	-	ATGCAAGACAGCAGAACTGACAGAAGAGGACGCTC	UpstreamP1_CTCF	0
chr8	6281536	6281686	id-96594	1	+	NA	NONE	39
chr8	6282234	6282384	id-96595	6.18e-07	-	TCTGCACAACAGTGCTCTGCCAGCAGAGAGCGAAC	Upstream_CTCF	12
chr8	6282741	6282891	id-96596	6.43e-06	+	GAAACACTTTTCGTTTTGACCACTAGATGGTGGGA	V_CTCF_BR	40
chr8	6286765	6286915	id-96597	2.6e-06	+	GACCCAGTGCCCCCATTGGACACAGGGTGGCAGTG	V_CTCF_BR	12
chr8	6320665	6320815	id-96598	1.39e-05	-	CGCAGAACTCAGTCTTCTGCCTCCTGGGGGAGATG	V_CTCF_BR	3
chr8	6321324	6321474	id-96599	1	+	NA	NONE	4
chr8	6343146	6343296	id-96600	1	+	NA	NONE	0
chr8	6345808	6345958	id-96601	1	+	NA	NONE	33
chr8	6360475	6360625	id-96602	1	+	NA	NONE	2
chr8	6405551	6405701	id-96603	1	+	NA	NONE	15
chr8	6407668	6407818	id-96604	3.4e-06	+	AGATGTTACTCACTGGCTACCGCTAGGTGGCTGCG	V_CTCF_BR	29
chr8	6420806	6420956	id-96605	1	+	NA	NONE	24
chr8	6429854	6430004	id-96606	7.78e-06	-	CCTGTCGCTTGATAGGAGATCAGCAGAGGGAGCTA	Upstream_CTCF	40
chr8	6436914	6437064	id-96607	2.28e-05	-	CCCTTACTAATGCAGGATTGCACCAGAGGGCGACA	Upstream_CTCF	6
chr8	6443319	6443469	id-96608	1	+	NA	NONE	7
chr8	6452148	6452298	id-96609	5.41e-07	+	CTGCAGGGGACTGCAGGGGACTGCAGGGGACTGCA	UpstreamP1_CTCF	20
chr8	6528175	6528325	id-96610	1.64e-07	+	TCTGCAGCTCCACCCACACCCTTTAGAGGGAGCAA	Upstream_CTCF	12
chr8	6540072	6540222	id-96611	1.39e-05	-	TCCCAGTCAGAAATAACTACCAGCAGAGGTTGCTA	V_CTCF_BR	38
chr8	6560843	6560993	id-96612	1	+	NA	NONE	8
chr8	6563900	6564050	id-96613	1	+	NA	NONE	32
chr8	6566095	6566245	id-96614	4.51e-05	-	GCAGCATCTTCTCAGCTCGGCGGCAGCGAGCTCCG	Upstream_CTCF	11
chr8	6569165	6569315	id-96615	3.18e-06	-	GAACGGATTCCCCCTAGGGCCTCCAGAGGGAGTAA	V_CTCF_BR	26
chr8	6637228	6637378	id-96616	1.39e-07	-	GCTGGCAGCTCCTTGCTCGCCACTAGATGGTGCCA	V_CTCF_BR	40
chr8	6643134	6643284	id-96617	1	+	NA	NONE	37
chr8	6658353	6658503	id-96618	3.8e-12	-	CCTGGGCTCCCCGGCGCGGCCACCAGGTGGCACTG	V_CTCF_BR	40
chr8	6673856	6674006	id-96619	3.06e-08	+	TAAAATAATTGCTTTGCGGCCACCAGGTGGCAGCC	V_CTCF_BR	40
chr8	6687728	6687878	id-96620	5.35e-09	-	TTGCAATTCTAGAAAAGGACCTGTAGGGGGAGCCA	UpstreamP1_CTCF	40
chr8	6693095	6693245	id-96621	7.23e-07	+	TCTGGTTTATTCGTAGTGGCCAGCAGGGGAGGGAG	Upstream_CTCF	27
chr8	6698262	6698412	id-96622	5.51e-07	+	CTTTTCCCAGGGCAAACACCCAGTAGGTGGCGCTG	V_CTCF_BR	40
chr8	6715761	6715911	id-96623	1.15e-07	+	CCCAGGCTACCCTTACTGGCCACTAGAAGGCGGCC	V_CTCF_BR	40
chr8	6735544	6735694	id-96624	5.65e-05	-	TGAAAGCTAAATCCAGCGGCAGCCAGATGGAGACA	V_CTCF_BR	9
chr8	6745181	6745331	id-96625	1.14e-06	+	GAGCACTATGAGCATCTGGTCACTAGAGGTCAGGG	UpstreamP1_CTCF	8
chr8	6748023	6748173	id-96626	5.96e-07	+	GGCAAAGCCTGAGCTGGAGCCAGAAGGAGGCGCCA	V_CTCF_BR	9
chr8	6756683	6756833	id-96627	8.21e-06	+	GGATATCTGGGCTGCTTGTTCTCCAGGGGGAGCTC	V_CTCF_BR	3
chr8	6767812	6767962	id-96628	1	+	NA	NONE	1
chr8	6776924	6777074	id-96629	1.48e-06	-	GAAGTGCGTCTCTATTCTACCACTAGAGGGTGGCA	V_CTCF_BR	36
chr8	6786197	6786347	id-96630	6.97e-10	+	CTGCAGTAGCACCTTAAGGACAGCAGGTGGCCCTC	UpstreamP1_CTCF	39
chr8	6792425	6792575	id-96631	9.41e-05	+	GGCTGCAGTTGAAGGTAGGACAGCAGGGGACGCTG	V_CTCF_BR	18
chr8	6807169	6807319	id-96632	1.1e-05	+	TGCTGTGCCTGGTGGGGAGGCTGCAGTTGGAGGCA	V_CTCF_BR	18
chr8	6811179	6811329	id-96633	1	+	NA	NONE	4
chr8	6815731	6815881	id-96634	4.7e-08	+	GGCTGCAGCTGGAGGCAGGACAGCAGGGGGCGCTG	V_CTCF_BR	38
chr8	6884380	6884530	id-96635	1.97e-06	+	GGCTGCAGTTGGAGGCAGGACAACAGGGGGCGCTG	V_CTCF_BR	36
chr8	6893381	6893531	id-96636	6.19e-06	+	CCACAGTAGCACCTTAAGGACAGCAGGCGGCGCTC	UpstreamP1_CTCF	40
chr8	6921131	6921281	id-96637	2.6e-06	+	AAAACTGGGCTGTAGGTGCCCACCAGGAGGAGCCA	V_CTCF_BR	36
chr8	6949379	6949529	id-96638	7.99e-11	+	CCGCGCTGCGCGGGAGAGGCCAGCAGAGGGCGCCA	V_CTCF_BR	38
chr8	6966258	6966408	id-96639	1	+	NA	NONE	15
chr8	6983663	6983813	id-96640	2.73e-07	+	GATGCCCTTGCAGCACCTCCCTGTAGAGGGCGGGT	Upstream_CTCF	5
chr8	7212837	7212987	id-96641	7.09e-08	-	CTGTGCTGCCACCTCATGGCCGACAGAGGGCAATG	UpstreamP1_CTCF	40
chr8	7255428	7255578	id-96642	5.77e-08	-	GGGTCATGTAGTCAGGCCGCCACGAGGTGGCAGTA	V_CTCF_BR	40
chr8	7281899	7282049	id-96643	9.49e-08	-	GGGTCATATAGACGAGCCGCCACGAGGTGGCAGTA	V_CTCF_BR	15
chr8	7544262	7544412	id-96644	1.77e-10	-	CGGAGGTGCGCGAGAGCGGCCAGAAGAGGGCGCCA	V_CTCF_BR	30
chr8	7744545	7744695	id-96645	9.49e-08	+	GGGTCATATAGACGAGCCGCCACGAGGTGGCAGTA	V_CTCF_BR	21
chr8	7771060	7771210	id-96646	9.49e-08	+	GGGTCATGTAGTCAAGCCGCCACGAGGTGGCAGTA	V_CTCF_BR	37
chr8	8056577	8056727	id-96647	5.47e-10	-	ATGCAGTGCACTATCTTGTCCACTAGGTGGTACCG	UpstreamP1_CTCF	22
chr8	8084949	8085099	id-96648	1	+	NA	NONE	3
chr8	8105431	8105581	id-96649	1.59e-06	+	GGTCTGTGTCTTCATTGTGCCACTAGAGGGTACTG	V_CTCF_BR	40
chr8	8130816	8130966	id-96650	6.27e-08	+	TTGTACATTCCCGCTATGGCCACCAGAGGGCTATA	UpstreamP1_CTCF	40
chr8	8155098	8155248	id-96651	1	+	NA	NONE	5
chr8	8174513	8174663	id-96652	1.1e-05	+	AGACTTGAAGGAGGCCCGAACAGCAGAGGGAGTAC	V_CTCF_BR	25
chr8	8175816	8175966	id-96653	2.66e-05	-	GCCTGCTGTGGGGGCCTCGGCGCGAGCTGGTGCAG	V_CTCF_BR	0
chr8	8176259	8176409	id-96654	1.15e-07	-	CTGCTCCTCTGCCGCCCCGCCTGCTGGTGGCACTC	UpstreamP1_CTCF	0
chr8	8176479	8176629	id-96655	3.88e-06	-	TGCGGGACTCGGCGGCCAGCCACCAGGCGGAGCCC	V_CTCF_BR	1
chr8	8180049	8180199	id-96656	2.91e-05	-	ACTGCCCTATCAGTAATCCCAACAGGGAGGAGGGT	Upstream_CTCF	3
chr8	8188300	8188450	id-96657	3.81e-05	-	CTTACCCTCCTTTTTTTATCCAGGAGGTGGCAACT	V_CTCF_BR	6
chr8	8195882	8196032	id-96658	1	+	NA	NONE	3
chr8	8197931	8198081	id-96659	3.5e-05	+	CACCAGGTCCAGCTCTTCCCCTGCTGGTGGAAACC	UpstreamP1_CTCF	20
chr8	8241218	8241368	id-96660	9.81e-06	+	TCCTTCTTTGCCAAGTTCTCCAGAAGAGGTCACTG	V_CTCF_BR	23
chr8	8242665	8242815	id-96661	1.77e-05	-	TCTGCCTGGTCAGCCCTGGCCAGTGGAGTGTGCTG	Upstream_CTCF	5
chr8	8243120	8243270	id-96662	1	+	NA	NONE	16
chr8	8243399	8243549	id-96663	4.34e-05	-	CTTGCTGCTCTGTCTGCGGCCGGAGGCTGAAGCGC	Upstream_CTCF	19
chr8	8345145	8345295	id-96664	4.44e-06	+	CTGACATTCTCCACAGATACCACGAGGTGGCCTTA	UpstreamP1_CTCF	13
chr8	8351845	8351995	id-96665	6.39e-05	-	GGAGACATTTTTGTTGTCACAGCCAGGAGGCAGAG	Upstream_CTCF	9
chr8	8356609	8356759	id-96666	2.81e-05	+	CGGACCCAGAAGCAGCTCACAGCCAGGGGGAGCAT	V_CTCF_BR	19
chr8	8374878	8375028	id-96667	1.96e-08	+	TGCTCCTGGGCTTGGCCCGCCACCAGGTGGAAGTG	V_CTCF_BR	22
chr8	8405192	8405342	id-96668	1.64e-06	-	TTGTACTTCACTAGAACTTCCACAGGGGGCCACAA	UpstreamP1_CTCF	31
chr8	8407621	8407771	id-96669	5.63e-06	-	TTGTTGTCCCCACATCCTCCCTGAAGTGGGAGCTG	UpstreamP1_CTCF	6
chr8	8431780	8431930	id-96670	1.69e-05	+	ATGCGGCTAACAGACATAACCTGTGAGGGGCAGCA	UpstreamP1_CTCF	3
chr8	8436052	8436202	id-96671	5.35e-09	+	AGGCAGCTCTCAGTGGGGTCCAGCAGGGGGAGGCA	UpstreamP1_CTCF	16
chr8	8524731	8524881	id-96672	2e-06	-	CTTGCAATGTCAGCAGAGGCCACATGGGGAGCCCA	Upstream_CTCF	40
chr8	8527344	8527494	id-96673	5.26e-07	-	AGTGCAATCCTCTCATTTGTCTGCAGGTGTCAGCA	Upstream_CTCF	40
chr8	8528167	8528317	id-96674	1.79e-08	+	AATGAAGTACCAACTCTTTCCGGTAGGTGGAGCCA	Upstream_CTCF	40
chr8	8559131	8559281	id-96675	4.68e-05	+	TGGCTGCAAGTTGCAGAGCAAACCAGGGGGCGATC	UpstreamP1_CTCF	35
chr8	8567914	8568064	id-96676	5.92e-05	-	TCACTTAATTTCTCTACGCCCAATAGATGGAGCAG	V_CTCF_BR	20
chr8	8569741	8569891	id-96677	1.15e-06	-	GCTGTTTTGCCTGTAGCGTTCACGAGGGGGAGTAA	Upstream_CTCF	12
chr8	8594525	8594675	id-96678	4.3e-08	-	GTGTGCTGCCCAGATTGAGCCTGTAGGTGGCAGCA	UpstreamP1_CTCF	40
chr8	8608328	8608478	id-96679	2.78e-09	+	CAGCAACTGTCAGTTACAGCCACCAGGTGGCGCAG	UpstreamP1_CTCF	40
chr8	8637270	8637420	id-96680	2.27e-06	+	GCCTTTGTCACTGCCAGTTCCACTGGGGGGCACCA	V_CTCF_BR	38
chr8	8686395	8686545	id-96681	4.31e-07	-	TGCTGGCTGCAGTAACGGGCCGGAAGAGGGAGGCA	V_CTCF_BR	0
chr8	8749616	8749766	id-96682	1	+	NA	NONE	10
chr8	8759057	8759207	id-96683	1	+	NA	NONE	16
chr8	8762826	8762976	id-96684	5.34e-06	+	CAACTGCTCCCTGTCTCCCCCAGTAGTGGGCTGTC	V_CTCF_BR	1
chr8	8783537	8783687	id-96685	1.82e-06	+	CAACAGTTCCAGGCTGCAGCCACTAGGAGTAGCTC	UpstreamP1_CTCF	40
chr8	8800243	8800393	id-96686	6.19e-06	-	GAGCTATTACACTTGCTGAGCTCTAGATGGTGCAT	UpstreamP1_CTCF	40
chr8	8820809	8820959	id-96687	1	+	NA	NONE	24
chr8	8831715	8831865	id-96688	1.56e-05	+	AGAGAAGAACGTGGTGTGTCCCCTAGGGGTCAGTG	Upstream_CTCF	8
chr8	8846947	8847097	id-96689	2.43e-06	-	AAGTTAGTTTCTTCAAATGCCACCAGAGGGTACTC	Upstream_CTCF	39
chr8	8860152	8860302	id-96690	2.19e-05	-	GCGCAAGGATCTAGTCCAGTCACTGGAGGGTAGCA	UpstreamP1_CTCF	8
chr8	8887428	8887578	id-96691	1.97e-06	+	GAGTGTGTCCTCTTCCTTACCAATAGAGGGCACTC	V_CTCF_BR	40
chr8	8895259	8895409	id-96692	3.29e-05	+	CTGTCTATGCTTGACTTTCCCCCTAGGTGCCAGGA	Upstream_CTCF	9
chr8	8895783	8895933	id-96693	1	+	NA	NONE	36
chr8	8915557	8915707	id-96694	8.5e-06	+	GCTGCTGCATTCAAAACAGACTGCAGGGGGTCAAA	Upstream_CTCF	20
chr8	8923338	8923488	id-96695	6.53e-09	+	GGTGGTGGAGAGTGTGTCACCAGCAGGTGGCGCTG	V_CTCF_BR	38
chr8	8932382	8932532	id-96696	1	+	NA	NONE	32
chr8	8978221	8978371	id-96697	1	+	NA	NONE	3
chr8	9008237	9008387	id-96698	4.7e-05	-	GCTGGCGGAGGCCAGGCGGCCGCGCGGGGGTGCTG	Upstream_CTCF	39
chr8	9064325	9064475	id-96699	4.01e-05	+	GAACTGAATCTTCCAACAACCACATGAGGGAGCTT	V_CTCF_BR	5
chr8	9112863	9113013	id-96700	9.81e-06	-	GGAGGAAGGAAAGAAGTGGCCACTGGGTGGAGAAC	V_CTCF_BR	7
chr8	9178202	9178352	id-96701	3.45e-05	+	GAATTGCTTAGCAGTCATACAACTAGAGGGCAGCC	V_CTCF_BR	39
chr8	9195558	9195708	id-96702	2e-06	+	GCTGGAATGCTTCTTGCAGCCCTCAGTGGGCGGCA	Upstream_CTCF	3
chr8	9195889	9196039	id-96703	3.1e-07	-	CTGTAGTGAGCAGGTCTGTCCATGAGGTGGTGGTG	UpstreamP1_CTCF	39
chr8	9196658	9196808	id-96704	4.99e-07	-	CAGGCTATTTCAAGGTTGACCTCAAGGTGGCCCAG	Upstream_CTCF	22
chr8	9226605	9226755	id-96705	1.57e-08	+	GCTGAAATGTCCCTGCTTCCCACTAGGGGGAGCTT	Upstream_CTCF	40
chr8	9290149	9290299	id-96706	5.17e-06	-	CGTGAGCCACCACACCCGGCCCCTAGGGGGCTTTT	Upstream_CTCF	15
chr8	9481941	9482091	id-96707	8.46e-07	-	ACAGTTCTGCAAGGTGTTACCACTAGGGGAAACTA	Upstream_CTCF	8
chr8	9534604	9534754	id-96708	4.44e-06	-	CTGCAATACATTCTAGCATCCACTATCTGGTGCCC	UpstreamP1_CTCF	39
chr8	9553373	9553523	id-96709	1.1e-05	+	AGCATATGTTTCAAGGGAAGCACTAGGGGGAGCTC	V_CTCF_BR	37
chr8	9606738	9606888	id-96710	7.49e-07	+	CTGCCACGTGCTCCCCCCACCAACAGGGGGCAGAT	UpstreamP1_CTCF	38
chr8	9618133	9618283	id-96711	4.44e-06	+	CTGTGTGTTCAGAATGTAGCCACTGGGTGGTAGTA	UpstreamP1_CTCF	40
chr8	9687050	9687200	id-96712	2.73e-07	-	ACAGTAGTAAAAATATTGGTCACAAGGTGGCGCTG	Upstream_CTCF	40
chr8	9688561	9688711	id-96713	4.24e-09	-	GCTGTATTGCTACACATGTCCACTAGAGGTCAGCA	Upstream_CTCF	28
chr8	9748714	9748864	id-96714	9.81e-06	-	CCACCTCCTAACACCATCACCGCAAGGGGTCAGGA	V_CTCF_BR	2
chr8	9791363	9791513	id-96715	9.84e-05	+	TCGCCTGCAGCTCTGGTTTCCAAAAGTGGTCGGGG	V_CTCF_BR	1
chr8	9815456	9815606	id-96716	4.99e-07	+	ATGGCTGTTCTTGTCCTCTCCATGAGGGGGCGCTC	Upstream_CTCF	33
chr8	9899253	9899403	id-96717	9.06e-08	+	TTGTAGTTACAAGTAAAAGCCACCAGATGGCTTAA	UpstreamP1_CTCF	40
chr8	9905694	9905844	id-96718	2.5e-05	-	CTGCACTGCCCCCATCAGAGCACCTGGCACTGCTG	UpstreamP1_CTCF	5
chr8	9911647	9911797	id-96719	1	+	NA	NONE	14
chr8	9912432	9912582	id-96720	1	+	NA	NONE	15
chr8	10030954	10031104	id-96721	2.59e-06	-	GGGCAATGCCTAAAACCAGCCAGAGGAGGCCGATT	UpstreamP1_CTCF	11
chr8	10047575	10047725	id-96722	1.04e-05	+	AGCACGACATTAAGCATTGTCAGTAGAGGGCGCTT	V_CTCF_BR	25
chr8	10131498	10131648	id-96723	5.96e-07	-	GCCTTGATGCTAACCCCTGTCAGTAGAGGGCGCCG	V_CTCF_BR	40
chr8	10145501	10145651	id-96724	1	+	NA	NONE	2
chr8	10174392	10174542	id-96725	2.86e-06	-	CTGCAGTGGCACAGGAAGACCACCAGGGATGCTGG	UpstreamP1_CTCF	28
chr8	10190332	10190482	id-96726	2.39e-10	-	CTGCAGCAAAGGCCTACAGCCAGCAGAGGGCAGTC	UpstreamP1_CTCF	40
chr8	10192256	10192406	id-96727	7.82e-06	-	GCGCTGGAGTTAAATGGTCCCACCAGAGGGAGTAA	UpstreamP1_CTCF	32
chr8	10218227	10218377	id-96728	3.63e-06	-	AGCAGAGAGCCACTCTCCCCCACTAGAGGGTGGAC	V_CTCF_BR	22
chr8	10226798	10226948	id-96729	5.9e-06	-	CTGCAATTAAAGCACTCAACCATTAGGGGGGCAGT	UpstreamP1_CTCF	26
chr8	10237072	10237222	id-96730	3.11e-05	-	TGTCAAAACAAAGGGGCTACCACTAGAGGGTGTGC	V_CTCF_BR	20
chr8	10275362	10275512	id-96731	9.27e-07	+	TTGTACAGGCGTCCTGCTGCCGCTAGAGGGCGAAG	UpstreamP1_CTCF	40
chr8	10282782	10282932	id-96732	9.58e-10	-	TCGGCAGTACCAGCCTCAGCCACAAGATGGCAGAC	Upstream_CTCF	40
chr8	10331972	10332122	id-96733	1.19e-06	-	GTTTGGAGGGAGTGCCTTTCCACCAGGGGGAGCAT	V_CTCF_BR	30
chr8	10342526	10342676	id-96734	2.53e-05	+	GTGTGCAGGCATGCAGATTTCAGCAGATGGCAGTC	V_CTCF_BR	9
chr8	10399720	10399870	id-96735	2.12e-06	-	TTGTTGTTTCCCTTGATGTCCAACAGATGTCTCTG	UpstreamP1_CTCF	20
chr8	10404486	10404636	id-96736	1.1e-06	+	ACATCAGCCTCGCTGTAGCCCAGCAGATGGCAGTG	V_CTCF_BR	5
chr8	10405681	10405831	id-96737	3.64e-11	+	GTGCAGTTCCCAGATGTCGCCTCAAGGTGGCAGAG	UpstreamP1_CTCF	40
chr8	10407878	10408028	id-96738	7.78e-06	-	AAGGCACAGCAGCCAACTGCCACCAGATGATGCTA	Upstream_CTCF	13
chr8	10444925	10445075	id-96739	6.73e-07	+	CTGTCATGCTAGCTGTTTAGCAGTAGAGGGCATTG	UpstreamP1_CTCF	40
chr8	10447734	10447884	id-96740	4e-10	+	CCTGTCGTATCCGCACTTGCCAGCAGAGGGCGACA	Upstream_CTCF	40
chr8	10450585	10450735	id-96741	8.13e-06	+	CTTGAGGCCTCCGACTCCACCCCTAGGGGGCCCAC	Upstream_CTCF	14
chr8	10456469	10456619	id-96742	1.71e-06	-	GGACGCCGGTGCTGTTTTACCTGCAGGGGTCAGAA	V_CTCF_BR	18
chr8	10498780	10498930	id-96743	8.21e-06	-	TCACTGTCAGTCCAGAGAACCCCCAGGGGTCGCTG	V_CTCF_BR	30
chr8	10502134	10502284	id-96744	9.81e-06	+	TGACGATGCTGTGAAGCTGGCACCAGGAGGAGCCC	V_CTCF_BR	21
chr8	10518282	10518432	id-96745	1.29e-05	+	CTGGGGACCCCGCTCCTGGCCTGTAGATGGCCGTC	UpstreamP1_CTCF	8
chr8	10586220	10586370	id-96746	8.81e-07	-	ACTGTGCCTGTTGACCCTGCCAACAGGGGGAAGCA	V_CTCF_BR	11
chr8	10590118	10590268	id-96747	5.34e-06	-	GAGTGGGGACGCCCGTCGTCGGGAAGGGGGCGCTG	V_CTCF_BR	21
chr8	10592066	10592216	id-96748	4.01e-05	-	TGGAACTTCCAGAGACCAGGCTAGAGGGGGCGCAA	V_CTCF_BR	24
chr8	10646292	10646442	id-96749	1	+	NA	NONE	19
chr8	10648137	10648287	id-96750	4.21e-05	-	GGGGCCAGACTGAGGCAGGCAGGTAGAGGTCGCTG	V_CTCF_BR	25
chr8	10656351	10656501	id-96751	8.99e-05	-	ATTATTTTCTGAAAAACTAACACCAGGAGGAGCTA	V_CTCF_BR	39
chr8	10661685	10661835	id-96752	3.29e-05	+	GATGTCACTGCGGTGTTAGCCGCCGGGGGCAGTGA	Upstream_CTCF	7
chr8	10671812	10671962	id-96753	1	+	NA	NONE	39
chr8	10676572	10676722	id-96754	1.17e-05	-	CCTGTCTGCCCCTGCACCCTCAGCAGATGGAAGCA	V_CTCF_BR	0
chr8	10682947	10683097	id-96755	1.23e-08	-	ATGCGGTTGTTGTCTTCAGCCACTAGGTGGCGATC	UpstreamP1_CTCF	40
chr8	10696491	10696641	id-96756	1.01e-08	-	CTGTAGCGAAGGTCGCTTGCCGCCAGATGGCAGTC	UpstreamP1_CTCF	40
chr8	10697238	10697388	id-96757	3.29e-05	-	CCTGGAGTCTCCAGCCCGCCCAGTGGCCGCAGTCA	Upstream_CTCF	18
chr8	10708047	10708197	id-96758	9.71e-06	+	TGAGTACCTGTTTTGCTTTCCAGGAGGGGGCGTGT	Upstream_CTCF	39
chr8	10742590	10742740	id-96759	2.27e-05	-	CTCTCAACCCCTCCACCTGCCGCAGGGAGGCAGTC	V_CTCF_BR	0
chr8	10773427	10773577	id-96760	2.28e-05	+	ACTGCAATGCCATGAGCGCCCGGAAGTGGAGCTCT	Upstream_CTCF	17
chr8	10786045	10786195	id-96761	5.34e-06	+	AAGCGGCCTCGACCCGCGGCCACACGGTGGCGCCA	V_CTCF_BR	39
chr8	10805816	10805966	id-96762	1	+	NA	NONE	0
chr8	10806123	10806273	id-96763	1.24e-05	-	CCCATGGGAAAGCAGCCAGCTGGCAGGGGGTGCTA	V_CTCF_BR	4
chr8	10822414	10822564	id-96764	7.31e-05	+	GTGTGTTTACAGGCTTCCTCCACTAGGGATCCAAC	UpstreamP1_CTCF	16
chr8	10832684	10832834	id-96765	5.65e-05	+	TGGCTGCCCCGGCAGGGGGAGTGTGGGTGGCACCA	V_CTCF_BR	6
chr8	10834773	10834923	id-96766	1.74e-08	-	ACATGTATTCTCCAGTTGGCCACCAGAGGGCAGGG	V_CTCF_BR	40
chr8	10855069	10855219	id-96767	2.1e-06	-	ATTGCATTTCCACACGCCTCCTGCAGAGGCTCATG	Upstream_CTCF	6
chr8	10872556	10872706	id-96768	2.15e-05	+	GGACCTGGGTTGGGAGGAGGCGCTTGGGGGCGCCT	V_CTCF_BR	21
chr8	10874028	10874178	id-96769	6.05e-06	+	CGCGCCCCGACAGCGCCGCCCTCCGGCTGGCTGCA	V_CTCF_BR	39
chr8	10889547	10889697	id-96770	1	+	NA	NONE	2
chr8	10899544	10899694	id-96771	1.41e-06	+	TCTGATTTTCCCGTTTTTACCAATAGGAGGCATTC	Upstream_CTCF	22
chr8	10905665	10905815	id-96772	1	+	NA	NONE	4
chr8	10906197	10906347	id-96773	1.73e-06	-	GGGCAGCGCCAGGCATCAGCCACCGGGAGGTCTGG	UpstreamP1_CTCF	2
chr8	10913495	10913645	id-96774	2.89e-09	-	ACGGCCTCCTATGGGGCATCCAGCAGGGGGCGCCG	V_CTCF_BR	36
chr8	10948518	10948668	id-96775	1.15e-07	+	GTAGGAAAGCATGTCTGTACCAGCAGGTGGCACCA	V_CTCF_BR	31
chr8	10962838	10962988	id-96776	1.84e-06	-	CCCCGCAGTTCCTGAATGACCAGCGGAGGGCAGGT	V_CTCF_BR	12
chr8	10996843	10996993	id-96777	1	+	NA	NONE	8
chr8	11058323	11058473	id-96778	1	+	NA	NONE	32
chr8	11104507	11104657	id-96779	8.03e-07	+	CATTCTCTTTTCAAATTTTCCACTAGAGGGTGCCA	Upstream_CTCF	39
chr8	11137124	11137274	id-96780	2.72e-06	-	ATGTTACTTTATTATACGAACAGTAGATGGCAGTG	UpstreamP1_CTCF	37
chr8	11141926	11142076	id-96781	7.46e-06	+	CAGCAGCGAGTAGCCACTTCCGCTAGGAGTCCCTA	UpstreamP1_CTCF	40
chr8	11162005	11162155	id-96782	4.3e-06	+	TCTGAAAGTACAGTAAAAACCAATAGAGGGAGCTA	Upstream_CTCF	40
chr8	11173500	11173650	id-96783	1.39e-05	+	AGTCTTAAATTTACTTTGGTCAGTAGATGGCAGAC	V_CTCF_BR	31
chr8	11194488	11194638	id-96784	9.62e-05	-	ATGTAGCCTCTGACAAGTCCCAGTAGATAACAGTC	UpstreamP1_CTCF	12
chr8	11204485	11204635	id-96785	2.6e-06	+	CTACTGCGCGCACCGGCGTCCCGCTGGGGGCGCGC	V_CTCF_BR	18
chr8	11267021	11267171	id-96786	2.96e-05	+	TGGACAATCGGAAAAAGTGCCAGCAGAGGGGGCCA	V_CTCF_BR	40
chr8	11269099	11269249	id-96787	3.18e-06	+	TAAAGAGATCTCCGTGTCTCCGGCAGGGGGCGCGT	V_CTCF_BR	40
chr8	11271311	11271461	id-96788	2.01e-05	+	GTGCAGACGCCATATGTGGCCACACAGGGGCAGTA	UpstreamP1_CTCF	40
chr8	11280951	11281101	id-96789	3.56e-06	+	AAGGTGACACCACCAGAATCCACCAGGAGGCCCCG	Upstream_CTCF	17
chr8	11286901	11287051	id-96790	2.68e-05	-	GGCTGTGTTGTCATCCCCGCCTCCAGGGGGCCCCT	Upstream_CTCF	38
chr8	11292173	11292323	id-96791	1	+	NA	NONE	9
chr8	11314883	11315033	id-96792	1.1e-06	+	ACGCAAACCCCAGCCTGGGCCACAGGATGGAGCCC	V_CTCF_BR	15
chr8	11316431	11316581	id-96793	4.73e-07	-	GAAGTTGTACTGGTTATACCCAGCAGGTGGCCATG	Upstream_CTCF	37
chr8	11323884	11324034	id-96794	8.71e-06	-	ACGCGCTCCTACCGCCCCCCCGGGAGAGGCCGCTC	V_CTCF_BR	25
chr8	11325191	11325341	id-96795	4.24e-09	-	GTTGCAGTGAAGGACGCGGGCACCAGAGGGCAGCA	Upstream_CTCF	40
chr8	11337773	11337923	id-96796	4.17e-05	-	TCCGGAATGTCTGGTGAGTCCCCTTGGGGGGGATG	Upstream_CTCF	29
chr8	11351850	11352000	id-96797	1	+	NA	NONE	2
chr8	11365845	11365995	id-96798	4.14e-06	+	GATCCAGAACAGCTTTCCTCCGCTAGGGGGCTCTG	V_CTCF_BR	15
chr8	11391567	11391717	id-96799	1	+	NA	NONE	32
chr8	11395368	11395518	id-96800	1.7e-05	+	CCTGCTCTGGTGAAAGTCTGCATTAGAGGGCCTAG	Upstream_CTCF	2
chr8	11396243	11396393	id-96801	2.34e-06	-	CTGCAGTTCTTGACAATGACCGTTAAGTGGCCAGC	UpstreamP1_CTCF	9
chr8	11403586	11403736	id-96802	9.81e-06	+	TGAGGCTCCACAGCCCTCTCCCCTAGGTGGCAGCT	V_CTCF_BR	6
chr8	11411362	11411512	id-96803	1.41e-09	-	CGAGCAGTACCACGCCTCCCCGCCAGGGGTCAGGC	Upstream_CTCF	40
chr8	11415515	11415665	id-96804	1.03e-06	-	GCACGAGCAGCCATTGTGGGCAGCAGGTGGCACAT	V_CTCF_BR	3
chr8	11416367	11416517	id-96805	1	+	NA	NONE	2
chr8	11421517	11421667	id-96806	1.06e-05	-	AGGGCTGCAGCTCGTACTGCCGCTCGGTGGCCGTG	Upstream_CTCF	7
chr8	11421798	11421948	id-96807	1	+	NA	NONE	12
chr8	11422158	11422308	id-96808	1.08e-08	+	TCCCGGCGGTTGAGCGGGGCCCGCAGGGGGCGCTG	V_CTCF_BR	40
chr8	11424709	11424859	id-96809	4.41e-06	+	AGGATGAGGGAGAGTTTCTCCACGAGGGGTCGCAC	V_CTCF_BR	40
chr8	11447083	11447233	id-96810	3.65e-07	-	AGGTCATTACGGTAATCCTCCAGCAGGTGGCGGTA	V_CTCF_BR	40
chr8	11509210	11509360	id-96811	1.03e-06	+	ATGCCAGAGTTAGGCTTCTCCAGTAGGGGGAGCAC	V_CTCF_BR	37
chr8	11534002	11534152	id-96812	1	+	NA	NONE	16
chr8	11559625	11559775	id-96813	1	+	NA	NONE	3
chr8	11561428	11561578	id-96814	8.59e-05	-	GGAAAATGCCCAAGTGCTACCGCCAGGGAGCGGGG	V_CTCF_BR	9
chr8	11565406	11565556	id-96815	3.09e-07	-	ACGGAGGGCAGCGTCCAGGCCTGGAGGTGGCGCAC	V_CTCF_BR	12
chr8	11568525	11568675	id-96816	3.97e-05	+	CTGCACTCCAGGCCTGGCGACAGAGGGAGTATGTC	UpstreamP1_CTCF	3
chr8	11574367	11574517	id-96817	1.83e-05	+	TAGTTTTCCTTTCCTTGTTCCAGAAGAGGGCAGTT	V_CTCF_BR	4
chr8	11593998	11594148	id-96818	2.46e-08	-	CTTGACGAAGGTCCTCCAGCCTCTAGAGGGCGCCC	V_CTCF_BR	38
chr8	11601556	11601706	id-96819	1	+	NA	NONE	7
chr8	11603949	11604099	id-96820	1.17e-05	-	TGTTGGGTGTTCGCAATAAACACTGGGTGGCGCTA	V_CTCF_BR	40
chr8	11612669	11612819	id-96821	9.49e-08	+	TTAGGCAGGCCAGCCCGGGCCGCCAGGGGGTGGTG	V_CTCF_BR	14
chr8	11623073	11623223	id-96822	3.09e-06	+	CTTGCAGTTAATGCGCCTACCATGCGGGGGCGCAC	Upstream_CTCF	40
chr8	11637279	11637429	id-96823	7.49e-05	+	GACGCCCCTGCAGGAGATGCTGGGAGGTGGCTGCG	V_CTCF_BR	0
chr8	11645384	11645534	id-96824	4.7e-06	+	TTGTCAACAGTGCAGAGAGCCACTTGATGGCAGAC	V_CTCF_BR	5
chr8	11665742	11665892	id-96825	7.49e-05	+	GTGCGCTGGGTTCCCTTAGCGGCCAGTGGGTTCTG	V_CTCF_BR	18
chr8	11691897	11692047	id-96826	3.63e-06	-	GGATGATTCTCTGACTTAACCACAGGAGGGCACAG	V_CTCF_BR	14
chr8	11703079	11703229	id-96827	1.04e-05	+	CACAATTCACTGTTCTTGGCAGGAAGGGGGCAGCC	V_CTCF_BR	12
chr8	11703363	11703513	id-96828	6.74e-08	+	CCTGCTGCTCCACCAGGAGGCTCCAGGGGGGGTCC	Upstream_CTCF	19
chr8	11706719	11706869	id-96829	8.59e-05	+	GTAGGCAACTGATCTCTCAACACCAGGGGACGCTC	V_CTCF_BR	23
chr8	11710865	11711015	id-96830	6.46e-07	+	CATTGGCCAACACCAGCAGGCAGCAGAGGGAGGCC	V_CTCF_BR	9
chr8	11715360	11715510	id-96831	2.96e-05	+	CTATGGTATCCAGGTTGGGGCTCAAGGGGCCGCCA	V_CTCF_BR	2
chr8	11723856	11724006	id-96832	2.6e-07	+	GCAAGGGACCTGTGCCTTTCCACCAGGGGGTACCC	V_CTCF_BR	8
chr8	11754661	11754811	id-96833	6.48e-05	-	CTTCTGGGGAGGGAACTGGCCTGTGGGGGCGTCCA	UpstreamP1_CTCF	3
chr8	11759860	11760010	id-96834	8.58e-08	-	GCCGCTGTTTCCCAGCTGCCCGCTTGGTGGCGCTG	Upstream_CTCF	40
chr8	11769404	11769554	id-96835	3.09e-07	+	ATTATTTTAAACACCAGGGCCAGGAGGTGGCGCCA	V_CTCF_BR	37
chr8	11793680	11793830	id-96836	4.5e-06	-	AATGAAGTCGGTGGCAAGACCAGCCGGTGGCACTG	Upstream_CTCF	8
chr8	11801265	11801415	id-96837	9.11e-08	-	CGTGCAGCCCCTGCTTGCTCCAGTAGATGTCACTC	Upstream_CTCF	40
chr8	11815262	11815412	id-96838	9.84e-06	-	CAGCTGTGGCCTTCCTCTCGCAGCAAGGGGGAGCT	UpstreamP1_CTCF	33
chr8	11815815	11815965	id-96839	2.86e-06	-	TTTCTTTACCCAACCCCAACCCCAAGGTGGCGCTC	UpstreamP1_CTCF	35
chr8	11816496	11816646	id-96840	2.74e-08	-	GGACTGTGACTCTTTCCTGCCACCAGGTGGCAGAC	V_CTCF_BR	40
chr8	11828118	11828268	id-96841	1.1e-05	+	GATAACACACCACCTGGATCCGACAGGTGGCGCTC	V_CTCF_BR	26
chr8	11828633	11828783	id-96842	1.55e-05	-	AGTGCGAGGAGAGGAGTGAAAAGGAGAGGGCGCTG	V_CTCF_BR	19
chr8	11844095	11844245	id-96843	3.56e-06	+	CTTGCACAGACTCTTCTGTGCAGCAGGGGCAGCAA	Upstream_CTCF	20
chr8	11872654	11872804	id-96844	1.08e-08	-	CCGCGGTGCGCGCAAGCGGCCGGCAGAGGGCGTCA	UpstreamP1_CTCF	36
chr8	11973177	11973327	id-96845	5.47e-10	+	CTGTGCTGCCACCTCATGGCCAGCAGAGGGCAATG	UpstreamP1_CTCF	18
chr8	12004436	12004586	id-96846	1	+	NA	NONE	20
chr8	12040244	12040394	id-96847	2.58e-07	-	CCGTCATTTCAGCTTCTGGCCACTGGGAGGCGCTG	Upstream_CTCF	11
chr8	12246719	12246869	id-96848	1	+	NA	NONE	16
chr8	12412727	12412877	id-96849	1	+	NA	NONE	23
chr8	12458930	12459080	id-96850	1	+	NA	NONE	20
chr8	12471788	12471938	id-96851	1	+	NA	NONE	22
chr8	12500146	12500296	id-96852	1	+	NA	NONE	23
chr8	12516953	12517103	id-96853	7.99e-11	-	CCGCGCTGCGCGGGAGAGGCCAGCAGAGGGCGCCA	V_CTCF_BR	40
chr8	12523100	12523250	id-96854	2.14e-10	-	CGGCGGTGTGCGGGAGAGGCCAGCAGAGGGCGCCA	V_CTCF_BR	40
chr8	12546597	12546747	id-96855	3.63e-05	-	TAGGAGCAGTATGGAAACCCCACAAGGTGGCAGTT	V_CTCF_BR	3
chr8	12566229	12566379	id-96856	5.98e-05	-	CAGTTGTGCATTGCAGAGGACACCAGCGAGCTTCC	UpstreamP1_CTCF	11
chr8	12610990	12611140	id-96857	4.41e-06	+	AGCAGCACCCCAGCCTCTCCCACTAGATGTCGGTA	V_CTCF_BR	15
chr8	12612211	12612361	id-96858	8.23e-05	+	GTGCAGTAGCTCCCCGAGCCTGCCGGCCGCCCGGG	UpstreamP1_CTCF	6
chr8	12613256	12613406	id-96859	4.41e-06	-	CCCGGCAGGGGCGAGGGCCACCGCAGGTGGCGGCG	V_CTCF_BR	5
chr8	12698279	12698429	id-96860	5.51e-07	-	AGAGGAAGGCACTCAGAGAACACCAGGGGGCAGCA	V_CTCF_BR	40
chr8	12724460	12724610	id-96861	5.96e-07	+	AATAAAGGTGCTAAATGTACCAGCAGGGGGAGCCC	V_CTCF_BR	39
chr8	12758378	12758528	id-96862	1	+	NA	NONE	5
chr8	12800379	12800529	id-96863	2.96e-05	-	AGGAGACTTATTCTGAGATGCTCCAGAGGGCAGAC	V_CTCF_BR	16
chr8	12809340	12809490	id-96864	5.96e-07	+	GACCGGGCCCAGGCGCCGGACGCCGGGGGGCGCCT	V_CTCF_BR	22
chr8	12836559	12836709	id-96865	6.51e-05	-	TCATAGGCCTGCCATTCCCCCGCCAGAGGGAGTTT	V_CTCF_BR	21
chr8	12891508	12891658	id-96866	6.98e-07	-	AGCTTCCGGCTTTTATTCTCCAGAAGAGGGCAGCC	V_CTCF_BR	40
chr8	12899932	12900082	id-96867	7.07e-08	+	AAAGCATCAGCGCATCCTACCACCAGATGGCACTA	V_CTCF_BR	40
chr8	12906805	12906955	id-96868	1	+	NA	NONE	5
chr8	12988905	12989055	id-96869	1	+	NA	NONE	6
chr8	12990688	12990838	id-96870	1	+	NA	NONE	34
chr8	13104504	13104654	id-96871	5.7e-05	-	GCAGCTTATTTCTTTCTGGGCAATAGGTGACGCTC	Upstream_CTCF	14
chr8	13134057	13134207	id-96872	3.36e-05	-	GTGCTGCAGCTCGCGCGCCCCGCGAGGGTGTCGCC	UpstreamP1_CTCF	13
chr8	13230364	13230514	id-96873	3.91e-06	-	GCTGCTGTTCTCTGAGCCAACCCCTGGTGGATGCT	Upstream_CTCF	16
chr8	13235318	13235468	id-96874	1.51e-08	+	GTGAAGTGATATAATTTGACCAGAAGATGGCAGCA	UpstreamP1_CTCF	35
chr8	13371642	13371792	id-96875	2.19e-05	-	CCTCCCCTACCTTCCTTTGCCAACAGGGAGAGTAG	Upstream_CTCF	10
chr8	13372212	13372362	id-96876	2.68e-05	-	CCTGCCTTAGCTAAGGCTCCCTCCAGCTGCAGAGG	Upstream_CTCF	19
chr8	13402414	13402564	id-96877	5.67e-06	-	GCTGCAGTACTGCACAGTTCCAGGGGGGGTGCTAT	Upstream_CTCF	40
chr8	13406645	13406795	id-96878	1	+	NA	NONE	7
chr8	13424275	13424425	id-96879	1	+	NA	NONE	15
chr8	13512689	13512839	id-96880	9.4e-06	-	GGTCAGTTCTTTTAGAAGACCTCTGGAGGGCAATG	UpstreamP1_CTCF	35
chr8	13515267	13515417	id-96881	5.34e-06	-	AAAATGTGTGCTTTCCCTTCCAGAAGGTGGAGGCC	V_CTCF_BR	7
chr8	13516917	13517067	id-96882	1.97e-06	-	CTCCGGCATAAAAAAAATGCCACAAGGTGGCACTC	V_CTCF_BR	39
chr8	13519818	13519968	id-96883	3.97e-07	-	GTGACACCCTGCTGATCGTCCAGCAGATGGCGACA	V_CTCF_BR	40
chr8	13549348	13549498	id-96884	2.96e-05	+	AAAAAAGACTAAAAAAGCCCCTGTAGGTGGCAGTC	V_CTCF_BR	14
chr8	13585308	13585458	id-96885	6.34e-08	+	TCTGTTATTAGGTCAGTAGCCACTAGAGGGCAGTA	Upstream_CTCF	39
chr8	13603825	13603975	id-96886	3.18e-06	+	TCCTCTAAACTCATAGAAGCCAGAAGATGGCACAC	V_CTCF_BR	1
chr8	13897503	13897653	id-96887	1	+	NA	NONE	3
chr8	13950695	13950845	id-96888	4.48e-07	-	ACAGGAGGACAAAAATCGGCCACCAGGAGGCCAGA	Upstream_CTCF	4
chr8	14068607	14068757	id-96889	1.03e-06	+	CAGCTGGCATGATGCTTTGTCAGTAGAGGGCGCTG	V_CTCF_BR	35
chr8	14121951	14122101	id-96890	2.62e-07	-	TTGTGTTGCCCCATGTTCAGCACTAGATGGCAGCC	UpstreamP1_CTCF	40
chr8	14153512	14153662	id-96891	1	+	NA	NONE	3
chr8	14314742	14314892	id-96892	1.21e-09	+	CTGTTATGCCCACACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	34
chr8	14515554	14515704	id-96893	1	+	NA	NONE	2
chr8	14654213	14654363	id-96894	6.21e-06	+	ATTGCAGTTCCTAGAATCCCCACATGTGGTGGTAG	Upstream_CTCF	1
chr8	14717778	14717928	id-96895	7.55e-10	-	CTGCAGTTACCACCTCCAGACACTAGATGGTGGTG	UpstreamP1_CTCF	40
chr8	15026613	15026763	id-96896	4.88e-05	-	CAATCTTAACTGCTTCTTGCTGACAGGGGGCGCTG	V_CTCF_BR	9
chr8	15095827	15095977	id-96897	2.73e-07	+	GCTGTTTTACTGGCCTTCACCACCAGGTGACTGAC	Upstream_CTCF	38
chr8	15235895	15236045	id-96898	2.75e-09	-	AGTGCAGTGGCCAAAGTTCCCAGCAGATGGCAATA	Upstream_CTCF	38
chr8	15236163	15236313	id-96899	2.18e-07	+	TTTGCTTGTTTTTCAGTTACCAGAAGGGGGCGCCC	V_CTCF_BR	16
chr8	15311239	15311389	id-96900	7.73e-06	+	AACCAGGAATGTCAGGCGACCACTAGGTGGTGTCA	V_CTCF_BR	29
chr8	15356246	15356396	id-96901	2.23e-06	+	ATGTAGAGACTTTCAGCCACCACCAGAGGCAGAGA	UpstreamP1_CTCF	19
chr8	15357635	15357785	id-96902	1.28e-06	-	ATACAGAGACTTTCAGCCACCACCAGAGGCCACCA	V_CTCF_BR	14
chr8	15399740	15399890	id-96903	2.23e-06	+	TTTTATTAGCCAGATGAAGCCTCCAGGTGGCAGAC	UpstreamP1_CTCF	28
chr8	15420197	15420347	id-96904	1.5e-05	-	ATAGCCATGCTGTGAACTGCCTATAGATGGTGCTC	Upstream_CTCF	37
chr8	15501726	15501876	id-96905	2.6e-06	-	CTAATATATACTTATGCAGCCTGAAGAGGGCAGTC	V_CTCF_BR	40
chr8	15663690	15663840	id-96906	2.93e-07	+	TTGCTTGTTTGCCAATTCACCTCCAGGTGGCAGTC	UpstreamP1_CTCF	30
chr8	15935061	15935211	id-96907	8.89e-06	+	GAAGCAGGTATATCACAAAGCACGAGAGGGAGCAA	Upstream_CTCF	20
chr8	15978201	15978351	id-96908	1.3e-07	-	TTTGCAGTTAAACTCTTTACCAATAGGTGGTGCTA	Upstream_CTCF	38
chr8	16224915	16225065	id-96909	1	+	NA	NONE	5
chr8	16451534	16451684	id-96910	1.18e-05	+	TTGAACTTCTCCGCCAATGCCAAGGGAGGGAGCTC	UpstreamP1_CTCF	35
chr8	16460578	16460728	id-96911	1	+	NA	NONE	11
chr8	16463253	16463403	id-96912	8.91e-07	+	GGTGTAATTCAGCCTGGATCCAGAGGGTGGAGAAG	Upstream_CTCF	33
chr8	16621997	16622147	id-96913	5.01e-06	-	AACAAAATTTTCGAACTATCCACTAGGTGGAGGCC	V_CTCF_BR	38
chr8	16637391	16637541	id-96914	8.97e-05	+	TCGATAGTATTTTTATTGATCAGTAGAGGGCGTGC	Upstream_CTCF	39
chr8	16683840	16683990	id-96915	1	+	NA	NONE	11
chr8	16689284	16689434	id-96916	1	+	NA	NONE	40
chr8	16696391	16696541	id-96917	8.59e-05	-	GAAACTGGTTAGAATTAGGCCTCCTGGTGGTAGAA	V_CTCF_BR	33
chr8	16857476	16857626	id-96918	5.01e-06	-	ATTCTGAAGAACTTTGCTGACACCAGGTGGCTCAG	V_CTCF_BR	28
chr8	16859381	16859531	id-96919	3.79e-08	+	CAGCAGCGGCGGCCGCTCCCCGGCAGGAGGCAACA	UpstreamP1_CTCF	16
chr8	16870522	16870672	id-96920	3.22e-05	+	CGGCCTCTTATGGGGTCAGCCACTAGAGGACGATG	UpstreamP1_CTCF	31
chr8	16884587	16884737	id-96921	4.17e-05	-	GGTGCCGCGAGCTTCGCGGCCGGCCGAGAGCGACC	Upstream_CTCF	20
chr8	16886052	16886202	id-96922	1	+	NA	NONE	13
chr8	16975478	16975628	id-96923	2.27e-06	-	CTAAAATGTTAACAACTAACCACCAGGTGGCAGTT	V_CTCF_BR	39
chr8	17010004	17010154	id-96924	3.22e-07	-	GTAGCATTAATGTGTCCTGCCACTAGATGGCAGGC	Upstream_CTCF	40
chr8	17013813	17013963	id-96925	2.43e-06	+	CCTGCCACGCCAGGGGAGGCGGCCGGGCGGCGGGG	Upstream_CTCF	5
chr8	17014157	17014307	id-96926	2.6e-06	+	GCTGGGCAGGTGGATGCGGCTGGAAGATGGCGCCC	V_CTCF_BR	11
chr8	17058273	17058423	id-96927	1	+	NA	NONE	32
chr8	17104300	17104450	id-96928	2.91e-05	+	GCCGTCGCTTTTCGCACGTCCTGACGGGGGCGCTA	Upstream_CTCF	29
chr8	17135508	17135658	id-96929	1.39e-05	-	AGAAACATCTTCAATGGTACCACAAGGAGGCACTA	V_CTCF_BR	23
chr8	17142434	17142584	id-96930	1.39e-05	+	GTCAGAGGAACAGTCCTGGTCAGAAGGGGGCTCTT	V_CTCF_BR	24
chr8	17191579	17191729	id-96931	8.53e-09	+	TGTGCACTTCTCAGAATGAACAGAAGGTGGCAATA	Upstream_CTCF	38
chr8	17192486	17192636	id-96932	5.67e-06	-	CCTGGAGTTGCTCTCCGCTGCCACAGGTGGAGCCT	Upstream_CTCF	5
chr8	17249377	17249527	id-96933	8.9e-05	-	GTGCCCTTTCCCCTGGTGGACAGCTAGTTGAAGCC	UpstreamP1_CTCF	2
chr8	17269854	17270004	id-96934	1	+	NA	NONE	4
chr8	17352777	17352927	id-96935	1	+	NA	NONE	33
chr8	17353635	17353785	id-96936	2.53e-05	+	CTCAGCCTGGTGGCTCAAGCCTGTAGTTGTCAGCA	V_CTCF_BR	10
chr8	17356905	17357055	id-96937	2.62e-07	-	ATTCTGTTCTGAAAGTTGTCCACCAAAGGGCACCA	UpstreamP1_CTCF	27
chr8	17375954	17376104	id-96938	1.63e-05	-	TCAGAATTTCCCATGATGAACACTAGGCTGAGGAA	Upstream_CTCF	10
chr8	17433741	17433891	id-96939	1	+	NA	NONE	22
chr8	17434042	17434192	id-96940	4.65e-06	+	TCCCTGTTCTCCTGCCTCACCACCAGAGGCCCGGG	UpstreamP1_CTCF	32
chr8	17434484	17434634	id-96941	1.67e-08	+	AGTGCTGCGCACCGCGGCTCCGCCAGGGGGCAGGA	Upstream_CTCF	40
chr8	17434994	17435144	id-96942	1	+	NA	NONE	26
chr8	17449897	17450047	id-96943	5.41e-06	+	CGTGTGGCTTCCCTGCTCACCACTCGGTGGATGCC	Upstream_CTCF	3
chr8	17454257	17454407	id-96944	2.43e-06	+	CCACAGATGTGCTATTTGCCCTCAAGGGGGCACGA	V_CTCF_BR	28
chr8	17460217	17460367	id-96945	8.21e-06	+	AACCCTGTCATGAGAAGGTCCACTAGATGGCAGGT	V_CTCF_BR	40
chr8	17472140	17472290	id-96946	1	+	NA	NONE	3
chr8	17476673	17476823	id-96947	4.14e-06	-	CCTGAGGCTGAGAGCCTCAGCACATGGGGGCGCCA	V_CTCF_BR	28
chr8	17536021	17536171	id-96948	4.7e-05	-	GATGCAGCACACGTCTGAGCCATCTGATGTGGCTA	Upstream_CTCF	2
chr8	17555060	17555210	id-96949	1	+	NA	NONE	5
chr8	17557169	17557319	id-96950	2.83e-10	-	GTGCACTTGTGCTGCACGGCCACCAGGAGGCAGAC	UpstreamP1_CTCF	40
chr8	17581902	17582052	id-96951	2.04e-05	+	AAAAATGCCTAATGTTCTAACACCAGGTGGTGCTA	V_CTCF_BR	37
chr8	17593045	17593195	id-96952	1.34e-06	-	ATGCGCCTGCAGGAGCTTGCCAGCAGAGGAGGCTG	UpstreamP1_CTCF	30
chr8	17612667	17612817	id-96953	8.21e-06	+	TGTACTTCCACTTCTCCTACCAGTTGGTGGCAGGC	V_CTCF_BR	34
chr8	17622670	17622820	id-96954	1	+	NA	NONE	1
chr8	17637530	17637680	id-96955	6.19e-06	+	ATGAATGGCTTGGGGCTGTCCACAAGAGGGAGTCA	UpstreamP1_CTCF	35
chr8	17659214	17659364	id-96956	1.13e-05	-	GCGGTGCGAGGCCCCTCGGCCTGCAGGTGGCCAGA	UpstreamP1_CTCF	21
chr8	17722185	17722335	id-96957	2.15e-05	-	TTCTTTTTTTTTCTCCCTTCCACTAGGTGTCACTC	V_CTCF_BR	39
chr8	17724620	17724770	id-96958	1	+	NA	NONE	3
chr8	17766292	17766442	id-96959	7.12e-06	-	TAGCATTTTGCTGGTCCGAGCACGAGAGGGCGTTT	UpstreamP1_CTCF	19
chr8	17770222	17770372	id-96960	7.62e-07	-	TTTGTAATTCAGAAAAAATCCGGTAGATGGCGCAT	Upstream_CTCF	40
chr8	17771266	17771416	id-96961	2.4e-05	-	AACATAATTGGCGCCAGTTACAACAGGGGGCGCTG	V_CTCF_BR	36
chr8	17772435	17772585	id-96962	1.29e-05	+	TTGAAATGGTGATTCATTGACATTAGGTGGCAGTG	UpstreamP1_CTCF	39
chr8	17776990	17777140	id-96963	2.93e-08	-	CTGCAATACCTAGTTTTAACCTGCAGATGGTGACA	UpstreamP1_CTCF	40
chr8	17780031	17780181	id-96964	1	+	NA	NONE	37
chr8	17780339	17780489	id-96965	3.86e-05	-	GCCGTCTCCTCGGCAACGGCCGCGCGGGGGCGAGA	Upstream_CTCF	18
chr8	17780948	17781098	id-96966	4.01e-05	-	CCCGCTCCGCTTCCTCCGCCCGCAAGGGGTATAGC	Upstream_CTCF	25
chr8	17781582	17781732	id-96967	1.16e-05	-	TCTGCAACACCCACTCCGGTAACCAGAGAACACCA	Upstream_CTCF	39
chr8	17827961	17828111	id-96968	1	+	NA	NONE	23
chr8	17941620	17941770	id-96969	2.78e-06	+	TGGGACCGCACCATTCCAGGCAGTAGGGGGAACGC	V_CTCF_BR	12
chr8	17941868	17942018	id-96970	2.04e-05	+	GTGGCGCCTCGATGGGGCGCCTCTAGCAGGCGGGT	V_CTCF_BR	27
chr8	17942405	17942555	id-96971	1	+	NA	NONE	33
chr8	17955189	17955339	id-96972	2.11e-06	+	CACTGGCCCTTTGCCCTCACCGGAGGAGGGCAGCC	V_CTCF_BR	2
chr8	17995574	17995724	id-96973	1	+	NA	NONE	32
chr8	17999340	17999490	id-96974	4.65e-06	+	CTGCAACCAACTAAGCATAACACTAGATGTCAGTA	UpstreamP1_CTCF	36
chr8	18001307	18001457	id-96975	7.78e-06	+	GATGAGATACCCTCACGTAACACTAGGGGGAATAT	Upstream_CTCF	35
chr8	18035589	18035739	id-96976	6.73e-07	+	CTGCAGGGAAGAAATAACACCACTAGAGGCAAACT	UpstreamP1_CTCF	9
chr8	18041785	18041935	id-96977	8.98e-06	+	CAGCCCTGATAGAGAGCAGCCCACGGAGGGCGCCC	UpstreamP1_CTCF	12
chr8	18054924	18055074	id-96978	1.06e-05	-	GCAGTATCCCTGGTCTCACCCACTAGATGCCAATA	Upstream_CTCF	39
chr8	18066509	18066659	id-96979	2.19e-05	+	AGCATAATTCCACTGGACAACACCAGGAGGCAGTG	Upstream_CTCF	37
chr8	18067279	18067429	id-96980	1.77e-05	-	CCTGCTCTCTGGGAGCCTGACACTAGATGTCCCAT	Upstream_CTCF	6
chr8	18120455	18120605	id-96981	3.36e-07	-	GAAAGGAAAGTTTCACTCACCACCAGTGGGCACAA	V_CTCF_BR	9
chr8	18176782	18176932	id-96982	1	+	NA	NONE	18
chr8	18205226	18205376	id-96983	1.93e-05	+	GCAACACTACCTATTGCAGCCACAAGGGTGCCCAG	Upstream_CTCF	34
chr8	18209865	18210015	id-96984	1.61e-05	-	GTATAGTTTGATCTCCAGGCCAGTAGATGGTGCTT	UpstreamP1_CTCF	12
chr8	18219336	18219486	id-96985	1.55e-05	+	GTTAAAGTCATGTCATATTCCAGGAGGTGGCACTG	V_CTCF_BR	28
chr8	18244540	18244690	id-96986	7.8e-08	-	AGGACCTGGAGCGCGCCGGCCTCGTGGGGGCGCCC	V_CTCF_BR	33
chr8	18247472	18247622	id-96987	8.97e-05	+	AGCATAATCCCAGTAGACAACACCAGGAGGCAGTT	Upstream_CTCF	4
chr8	18304728	18304878	id-96988	4.7e-06	-	GCACAATGCTGAGCTTTTGCCTGTAGGGGCCACTG	V_CTCF_BR	15
chr8	18422527	18422677	id-96989	4.02e-07	-	GTTTCTTTTCCACTCCAGGCCGGCAGGTGGCTCCA	Upstream_CTCF	39
chr8	18537884	18538034	id-96990	2.66e-05	-	TTACTAGCAAGGCTTCTGGCCATGAGGGGGCAGTG	V_CTCF_BR	40
chr8	18542759	18542909	id-96991	4.14e-06	-	CCCTCTGCTGGGCCTGTTGACAGTAGAGGGAAACA	V_CTCF_BR	18
chr8	18554696	18554846	id-96992	1	+	NA	NONE	2
chr8	18578149	18578299	id-96993	3.71e-05	+	CTGGCCACCCCCACAGTGCTCTGCAGATGGCATAC	Upstream_CTCF	9
chr8	18580199	18580349	id-96994	9.41e-05	-	ATAGATGAGATTTAGGCAGATGGAAGGGGGCGCTG	V_CTCF_BR	0
chr8	18656466	18656616	id-96995	3.05e-07	-	TGTTCTGTGTCTTCTTTGTCCAGTAGATGGCAGAC	Upstream_CTCF	39
chr8	18671751	18671901	id-96996	2.59e-06	+	CAGCCTTGCTTTCACTATTCCAGAAGAGGGCACCC	UpstreamP1_CTCF	38
chr8	18707368	18707518	id-96997	1	+	NA	NONE	4
chr8	18726002	18726152	id-96998	2.6e-10	-	CTGCAGTGCTGCTCTGTTGTCAGCAGGGGGCAGCT	UpstreamP1_CTCF	40
chr8	18729702	18729852	id-96999	1	+	NA	NONE	5
chr8	18769822	18769972	id-97000	4.68e-07	+	AAAGTGTTGCAGGTTCAGTCCACCAGGGGGCAGTG	V_CTCF_BR	38
chr8	18866108	18866258	id-97001	1	+	NA	NONE	4
chr8	18871162	18871312	id-97002	1.48e-06	-	CTCGCAGCCTCGCCAGCCTCCGCCAGGGTGCGCGC	Upstream_CTCF	35
chr8	18871945	18872095	id-97003	3.65e-07	-	CGGTCTCTCCGTCCCTCTACCAGGGGAGGGCGCCG	V_CTCF_BR	36
chr8	18938504	18938654	id-97004	8.64e-05	+	TGAACAGTTCCCTGGGTTCCCACAGAGGGGCAGCA	Upstream_CTCF	38
chr8	18942220	18942370	id-97005	3.65e-05	+	GGGCAGCTGAGCCCTGTGTGCGCCTGAGGTCCCAG	UpstreamP1_CTCF	7
chr8	19035493	19035643	id-97006	1	+	NA	NONE	6
chr8	19041935	19042085	id-97007	1	+	NA	NONE	4
chr8	19061258	19061408	id-97008	4.01e-05	+	TCTGAATGTGGCACCACCACCAAAGGATGGCACTA	V_CTCF_BR	20
chr8	19085184	19085334	id-97009	1	+	NA	NONE	28
chr8	19086031	19086181	id-97010	8.13e-06	+	TTGGCCCTTTGTCGGACTTGCAGCAGGGGGAGCCT	Upstream_CTCF	18
chr8	19095081	19095231	id-97011	7.15e-05	+	GCCGGTGGTGGCCTGCTCGACGGAGGTGGCCGCCG	V_CTCF_BR	1
chr8	19102708	19102858	id-97012	1	+	NA	NONE	23
chr8	19120132	19120282	id-97013	7.91e-05	-	CTGCTGTGTTGAGATTCGCCTCTAAGAGGGCAAAT	UpstreamP1_CTCF	6
chr8	19125246	19125396	id-97014	2.2e-06	-	CATGAAATAAAATGTTCTTCCAGCAGGCGGCACTG	Upstream_CTCF	40
chr8	19128773	19128923	id-97015	8.21e-06	-	TGCAAGAGAAGGGTCACTACCTGAAGAGGGCGTCC	V_CTCF_BR	24
chr8	19168273	19168423	id-97016	5.34e-06	+	GGGCTGGCAGTGTTGCACAACTCCAGGGGGCGCCT	V_CTCF_BR	22
chr8	19170407	19170557	id-97017	1	+	NA	NONE	19
chr8	19171828	19171978	id-97018	2.27e-06	-	CTCCGCGCGCTCCCAGACCCCACGTGGGGGCGCCC	V_CTCF_BR	35
chr8	19175116	19175266	id-97019	5.65e-05	+	GACGGGAAGCTGAAGGAGGCCCCCAGATGGTGAGA	V_CTCF_BR	3
chr8	19176925	19177075	id-97020	2.5e-05	-	CAAAAGTTCCTGAAACTGGCCTCCAGGTGTCCCTC	UpstreamP1_CTCF	16
chr8	19204031	19204181	id-97021	6.21e-05	-	ATTTTTCCATAGATAGGGGGCGCCAGAGGGATGGC	V_CTCF_BR	40
chr8	19229694	19229844	id-97022	5.72e-07	+	GACCACTGCAGCCATCTCAGCACTAGAGGGCGCTC	UpstreamP1_CTCF	40
chr8	19233636	19233786	id-97023	6.86e-07	-	TGAGCAGGAAGGGATGCTGCCAGCAGGGGGCATTT	Upstream_CTCF	35
chr8	19243531	19243681	id-97024	1	+	NA	NONE	3
chr8	19266019	19266169	id-97025	3.65e-07	+	GGCCTACATGGGCCCGTGGCCTCTGGGTGGCAGTA	V_CTCF_BR	40
chr8	19325579	19325729	id-97026	1.47e-05	-	ATCAAACTGTCCAGACCCTCCAGTAGGTGGAGATG	V_CTCF_BR	23
chr8	19444147	19444297	id-97027	3.56e-05	+	AATGCAGTACTTCTCATAGACTGCTGGGTGGGATA	Upstream_CTCF	11
chr8	19459725	19459875	id-97028	2.66e-05	-	GGCGCTGAACACAGTCCTTGCAGAGGGGGGCAGCA	V_CTCF_BR	24
chr8	19472285	19472435	id-97029	9.31e-05	+	ACGGTGCTGCCCTTGCTGGCCACTGGCTGGTTACT	Upstream_CTCF	14
chr8	19555527	19555677	id-97030	1	+	NA	NONE	1
chr8	19574425	19574575	id-97031	1	+	NA	NONE	3
chr8	19607850	19608000	id-97032	1.84e-06	+	TATCTCTACCACCACTCTGTCAGTAGGGGGCAGCG	V_CTCF_BR	28
chr8	19612255	19612405	id-97033	5.3e-05	-	GGGTTGGAGAGGAGCTTCGCCACTAGGGGACCTCT	UpstreamP1_CTCF	40
chr8	19614604	19614754	id-97034	1	+	NA	NONE	11
chr8	19615368	19615518	id-97035	1.08e-08	+	CTGCAGGGACCCCTGACGGCCACTGGGAGGCCAGG	UpstreamP1_CTCF	40
chr8	19616169	19616319	id-97036	3.71e-05	-	TGGGGAGTATCATGATTTGCCTTAAGAGGGTGCTG	Upstream_CTCF	38
chr8	19637146	19637296	id-97037	5.68e-06	+	AGCATCTCTGATCTTTCCACCACTAGATGTCACTA	V_CTCF_BR	40
chr8	19649622	19649772	id-97038	3.09e-07	-	GAAGGATTCTCCCCTAGAGCCTCCAGAGGGAGCTC	V_CTCF_BR	33
chr8	19670915	19671065	id-97039	1.67e-07	+	TTCAATTAGCCCAACGAGACCAGCAGGGGGCAGTG	V_CTCF_BR	40
chr8	19675678	19675828	id-97040	1	+	NA	NONE	31
chr8	19685796	19685946	id-97041	1	+	NA	NONE	4
chr8	19727920	19728070	id-97042	3.55e-08	+	ATGAAGTTTTATGTGAACACCAGCAGGTGGCACCA	UpstreamP1_CTCF	40
chr8	19786448	19786598	id-97043	1.92e-05	+	TTACAGTATCACCAGGAAGTCAGCAGGGGGCATCT	UpstreamP1_CTCF	40
chr8	19929827	19929977	id-97044	1	+	NA	NONE	8
chr8	19943949	19944099	id-97045	1	+	NA	NONE	6
chr8	19960738	19960888	id-97046	1	+	NA	NONE	3
chr8	19969143	19969293	id-97047	1	+	NA	NONE	2
chr8	19971495	19971645	id-97048	2.6e-07	-	GTGGGTACGACCTTGCTCTCCAGGAGAGGGCACTA	V_CTCF_BR	40
chr8	19981352	19981502	id-97049	2.66e-05	-	TTTCTCATTTTATGTAGATCCACCAGGAGGAGCCC	V_CTCF_BR	40
chr8	19991305	19991455	id-97050	6.51e-07	-	AGACCAATTCCCAGTATTTCCAGAAGAGGGCGGTA	Upstream_CTCF	40
chr8	20042450	20042600	id-97051	1.48e-06	+	CGGCATAGTGTACCTGTGTCCAATAGAGGGCGCTA	V_CTCF_BR	39
chr8	20055792	20055942	id-97052	4.17e-05	+	AGTGCAGGGTTCTTTGGGGAAGCCAGGTGGCTTTG	Upstream_CTCF	16
chr8	20081360	20081510	id-97053	1.84e-07	+	GCAGTCGTATTCTTCATTTCCACAAGAGGGCAGCA	Upstream_CTCF	40
chr8	20089377	20089527	id-97054	3.2e-08	+	GCTGCATTTCCATTACTTACCATCAGGTGTCAGTA	Upstream_CTCF	40
chr8	20090714	20090864	id-97055	1.77e-05	-	CCTGCAGCTCTCCCAGATTCCAGTGGTTTGCTGGC	Upstream_CTCF	14
chr8	20091101	20091251	id-97056	1.55e-07	+	AAGGCAGCCCTGGGCATCACCCCCAGGTGGCAGCT	Upstream_CTCF	9
chr8	20192984	20193134	id-97057	1	+	NA	NONE	24
chr8	20230828	20230978	id-97058	1	+	NA	NONE	14
chr8	20233854	20234004	id-97059	5.51e-07	-	CTGTCAAAAATCAGTCTCACCACCAGGGGGCAATG	V_CTCF_BR	40
chr8	20237264	20237414	id-97060	5.55e-07	+	GGTGCTCTTCTTCCTCCTGTCTCAAGAGGGCAGTC	Upstream_CTCF	31
chr8	20238399	20238549	id-97061	5.97e-08	+	GCTGTAAGACAGCGAGTGTCCACCAGAGGCTGCTG	Upstream_CTCF	40
chr8	20279561	20279711	id-97062	1.97e-06	+	CTCCCTCCACCTCCTCCAGCCCCTAGGGGTCACCA	V_CTCF_BR	15
chr8	20292895	20293045	id-97063	6.98e-07	+	ACGGGTTTATGCCTTATGGCCACTAGATGGCAATA	V_CTCF_BR	40
chr8	20311439	20311589	id-97064	2.77e-07	+	GTGCACTTCCTTGTGGGGGCCTTTAGAGGGGGCTG	UpstreamP1_CTCF	5
chr8	20328446	20328596	id-97065	3.42e-05	+	CCTCCAGTTCAAGCTCCTGCCACTAGGCTCAACTC	Upstream_CTCF	8
chr8	20360826	20360976	id-97066	1	+	NA	NONE	25
chr8	20400535	20400685	id-97067	3.8e-08	+	GCGCCCAGAGGCAGAACATCCAGCAGGTGGCAGCG	V_CTCF_BR	28
chr8	20484909	20485059	id-97068	5.12e-06	+	CCCTAGTTCTTCCTGTCTGCCAGTGGAGGGCGTTC	UpstreamP1_CTCF	12
chr8	20492392	20492542	id-97069	9.62e-05	-	ATGCCCCAGATTATTCCTACCAACAGAGGGCCAGT	UpstreamP1_CTCF	3
chr8	20574801	20574951	id-97070	3.11e-05	-	GAGCCCAGTGAAGAAACAGCCATCAGGGGGCTCTG	V_CTCF_BR	6
chr8	20647295	20647445	id-97071	6.15e-05	-	GAGACAGGGTCACCACAGTCCGCAAGGGGGCCACA	Upstream_CTCF	14
chr8	20693543	20693693	id-97072	3.67e-07	+	TTGCATGATTACTCAGTTGCCAGTAGGTGGGACCA	UpstreamP1_CTCF	12
chr8	20750173	20750323	id-97073	5.41e-06	-	GCTGTTTGCTCATATCCAACCAGCAGATGGGGGTG	Upstream_CTCF	1
chr8	20855033	20855183	id-97074	1.19e-06	-	CTGGGCCCTGCCAACATGACCAGCAGAGGGCTTAC	V_CTCF_BR	13
chr8	20898701	20898851	id-97075	7.99e-11	+	GCTTTCCAGGGCCAGGTGGCCAGCAGGGGGCACAC	V_CTCF_BR	40
chr8	20913980	20914130	id-97076	8.64e-05	+	ACAGCAGTATTGCAACAGGGCTATGGATGGGTCTG	Upstream_CTCF	23
chr8	20918580	20918730	id-97077	1	+	NA	NONE	4
chr8	20974382	20974532	id-97078	9.25e-06	-	AAGACTTTTGCCAGGGAGGCCACAAGGGGCAGGCA	V_CTCF_BR	12
chr8	20986865	20987015	id-97079	1.1e-06	+	ACAGAGCATTCAAATCCCTCCAGCAGGGGGAGGAA	V_CTCF_BR	17
chr8	21104393	21104543	id-97080	1.71e-06	-	GTCTGTGCCTTCTATCTTGCCACTGGATGGCAGTA	V_CTCF_BR	26
chr8	21204891	21205041	id-97081	6.43e-06	-	AGACACATGAACTCAATCTCCACTAGGGGGTGGAG	V_CTCF_BR	6
chr8	21273922	21274072	id-97082	5.17e-06	+	ATTGCATCTTATTGCACATACACCAGGGGGCTCAC	Upstream_CTCF	9
chr8	21279232	21279382	id-97083	8.98e-06	-	GAGCATTTACTTTAGTCCAGCCGCTGGGGGCAGCA	UpstreamP1_CTCF	10
chr8	21313593	21313743	id-97084	8.71e-06	-	GGCCCTAGATGGGGCTGTTCCACCAGCTGCCACTG	V_CTCF_BR	13
chr8	21376336	21376486	id-97085	6.75e-05	-	TTTCCATGGGGTTCTCTGACCAGCACATGGGGCTC	UpstreamP1_CTCF	24
chr8	21432266	21432416	id-97086	3.28e-05	-	TCCTGTTGTCTACCTTACACCTGATGAGGGCGCTA	V_CTCF_BR	13
chr8	21481549	21481699	id-97087	4.23e-08	+	CTTCCCATCAGAGAGCCAGCCTGCAGATGGCGGCA	V_CTCF_BR	31
chr8	21533527	21533677	id-97088	1.73e-05	+	ATCCCAGATCTGCCACTAACTGGCAGAGGGAGCTC	V_CTCF_BR	3
chr8	21551832	21551982	id-97089	4.68e-07	-	ATGGGTGCAGAAGGCTGGGCCGGTGGGGGGCGGCA	V_CTCF_BR	1
chr8	21630454	21630604	id-97090	8.34e-07	+	ATGTGGGTGCATCTGGCGGCCACCAGGGTGTGCCC	UpstreamP1_CTCF	8
chr8	21640268	21640418	id-97091	1.59e-06	+	TCATTGGCCCGGACACAGTCCACTGGGGGGCGCCA	V_CTCF_BR	24
chr8	21641963	21642113	id-97092	3.4e-06	-	CCCGCTGTGCAGCGCGCTGCCTTTAGGTGTCGCTG	Upstream_CTCF	40
chr8	21651133	21651283	id-97093	8.71e-06	-	ATACAAGGCACAGAATTGACCAGTTGGGGGTGCTG	V_CTCF_BR	9
chr8	21652445	21652595	id-97094	8.71e-06	+	TCTTTAGAGGTAGGCACCGGCAGGAGGTGGAGCTC	V_CTCF_BR	1
chr8	21657409	21657559	id-97095	4.99e-07	-	AGTGCACCATGCAATGGGAACACCAGGGGGCCAGA	Upstream_CTCF	25
chr8	21669797	21669947	id-97096	7.12e-06	-	GAGCAGGGTGCGGGAGGGGCCCGCAGGAGGGGAGT	UpstreamP1_CTCF	39
chr8	21732381	21732531	id-97097	1.03e-06	+	CTGTACCGGAGCTGCAAGGCCACCTGGTGGCCACA	UpstreamP1_CTCF	33
chr8	21763595	21763745	id-97098	3e-08	-	GTGGCTGTCCTGGCTTAGCCCGGCAGGGGGCGGTG	Upstream_CTCF	40
chr8	21767097	21767247	id-97099	5.72e-07	-	CTGCTCCACGGCCTCGGGGCCAGGAGGGGGAGTAT	UpstreamP1_CTCF	12
chr8	21772931	21773081	id-97100	1.59e-06	+	GGACACATTCCACTCAGAACCACAGGGGGGCACCC	V_CTCF_BR	40
chr8	21776516	21776666	id-97101	1	+	NA	NONE	5
chr8	21778008	21778158	id-97102	7.44e-05	-	AGTGGCCTGGCCCCACAGCACGCTAGGAGCAGCTC	Upstream_CTCF	13
chr8	21779620	21779770	id-97103	4.34e-05	+	TATCTAGTGCTTTTCTGAACCACCAGGGTGAGCAG	Upstream_CTCF	40
chr8	21826637	21826787	id-97104	6.21e-06	-	GCTTCACTCTGAGGGACAGACACTAGAGGGCATCT	Upstream_CTCF	37
chr8	21848342	21848492	id-97105	1	+	NA	NONE	30
chr8	21858925	21859075	id-97106	7.17e-05	-	TCTGTTTATCTCCAAAGCATCTCTGGGGGGAGCTG	Upstream_CTCF	11
chr8	21862702	21862852	id-97107	2.15e-05	+	AATAGGGGTGTGAGTACACTCACTAGGGGGCAGGG	V_CTCF_BR	2
chr8	21867708	21867858	id-97108	2.27e-06	+	ATTTCGCGAGTTTCTTCCGCCGGAAGGTGGCGCCT	V_CTCF_BR	36
chr8	21867958	21868108	id-97109	3.28e-05	+	GAGTTCACACGCACCGTGGCTTGCAGCAGGCAGCC	V_CTCF_BR	37
chr8	21882194	21882344	id-97110	5.3e-05	-	GCGCAGCGCAACCTCATCCCCTCTGGCCGGAAGGC	UpstreamP1_CTCF	18
chr8	21882915	21883065	id-97111	3.88e-07	-	CTGCAGCTCTGCTTCCCCTCCAGCTGGGGTCTGAA	UpstreamP1_CTCF	6
chr8	21894395	21894545	id-97112	9.58e-10	+	GCTGCACCAGCCCCAGTGCCCGGCAGAGGGCAGCC	Upstream_CTCF	40
chr8	21895137	21895287	id-97113	1.17e-05	-	CTGGTTCACTTCGGGCCTGACCCCAGAGGGTGCTG	V_CTCF_BR	1
chr8	21899775	21899925	id-97114	8.16e-07	-	CCTTAAAAGGAGCCGCCTCCCTCCAGGGGGCAGGG	V_CTCF_BR	7
chr8	21911630	21911780	id-97115	2.91e-05	+	GCAGCTACCACTCCTCAGGTCGACAGAGGGAGCCC	Upstream_CTCF	40
chr8	21916914	21917064	id-97116	5.7e-05	+	GATGCCATCAACGAGCAGGACTCTGGGTGGCTCCA	Upstream_CTCF	3
chr8	21924399	21924549	id-97117	2.74e-14	-	GGCGCTGCGCGGCGGGTGGCCACCAGGTGGCGCCC	V_CTCF_BR	38
chr8	21946564	21946714	id-97118	5.01e-06	-	TGCGTGGCGCTGGCTAACCCCGGCTGGGGGCGCCC	V_CTCF_BR	9
chr8	21952831	21952981	id-97119	5.53e-08	+	CAGTAATTCTGGCCTCTACCCACTAGGTGCCAGTA	UpstreamP1_CTCF	39
chr8	21953134	21953284	id-97120	6.64e-05	+	GCTCCTGTTCCTTAAAGGAAAGCTAGGGGGTGCTC	Upstream_CTCF	40
chr8	21956158	21956308	id-97121	1.55e-05	-	AGCCTTGGGGAGAGGGTGGCCAGCAGGGGTCCCTA	V_CTCF_BR	15
chr8	21966251	21966401	id-97122	1.17e-05	-	CAGGCCTTTGGTGCTGATGCCTGTAGTGGGCGATG	V_CTCF_BR	36
chr8	21971997	21972147	id-97123	5.21e-08	-	CCCCGCTCCACGCCCGCAGCCTCCTGGTGGCGCTC	V_CTCF_BR	19
chr8	21988054	21988204	id-97124	1.24e-05	+	CGGCGGGGGCGCTCTAGGGCCGCAGGTTGGAGGGG	V_CTCF_BR	18
chr8	21989812	21989962	id-97125	1.24e-05	+	TCACCCTGCCCCTGGCCTGCCCCCAGAGGCCAGTT	V_CTCF_BR	19
chr8	21994981	21995131	id-97126	5.93e-10	-	TTGCACCTCTGAGGAGTGGCCACGAGAGGGCAGCA	UpstreamP1_CTCF	40
chr8	21996502	21996652	id-97127	1	+	NA	NONE	2
chr8	21998678	21998828	id-97128	1.48e-06	+	TTTGCAGTGTGTGTGGCGTGCGGCAGGGGTCGTTC	Upstream_CTCF	37
chr8	21999166	21999316	id-97129	3.86e-05	-	GGAGCTGTAACTGCCCCGGCCGCGGGGCGCGCCCG	Upstream_CTCF	17
chr8	22004410	22004560	id-97130	9.49e-08	+	TAGCCTGGCATCTCAGCAGACAGCAGAGGGCAGCA	V_CTCF_BR	40
chr8	22022104	22022254	id-97131	1.28e-06	-	TCTCCCTCCTCCGGAGACGCCGCTGGAGGGCGCCG	V_CTCF_BR	39
chr8	22022331	22022481	id-97132	2.74e-08	+	GCGCCCGCGGGGGAGGCCGCCGCTAGAGGGCACTT	V_CTCF_BR	1
chr8	22022751	22022901	id-97133	8.59e-05	+	AAGAGGTCGGGGAGCGAGGGCGGGAGCGGTCGCGG	V_CTCF_BR	36
chr8	22026329	22026479	id-97134	1	+	NA	NONE	3
chr8	22044248	22044398	id-97135	4.88e-05	+	AGCCTGGCAATAGTACCTACCACAAGGGGGATACT	V_CTCF_BR	28
chr8	22046413	22046563	id-97136	2.27e-05	-	GAAGAAGGGATGCAGAGGGCCGAGTGAGGGCGCTC	V_CTCF_BR	36
chr8	22054293	22054443	id-97137	6.86e-07	+	AGGGCAATGATGTAAGTGCCCACCAGGGGCTGAGG	Upstream_CTCF	24
chr8	22068140	22068290	id-97138	4.14e-05	+	GTGTGGCTGGCAGGGGCTGGGACAAGGTGGAGCCT	UpstreamP1_CTCF	25
chr8	22074096	22074246	id-97139	2.58e-05	+	GCTGTCCTCTAAATCCAGCCCAGCGGGGGCGGTGC	Upstream_CTCF	2
chr8	22078790	22078940	id-97140	2.55e-06	-	CCTGCAACATCAGCGTGGGCCGCTAGGGACTCCTG	Upstream_CTCF	1
chr8	22081956	22082106	id-97141	5.97e-08	-	TATGCAGCGCTCTGTGTTTCCAGCAGAGGCCAGCT	Upstream_CTCF	25
chr8	22084172	22084322	id-97142	1.37e-05	-	ACTGATGAACACCTTCTGTCCACCAGGCAGCGTGC	Upstream_CTCF	4
chr8	22089406	22089556	id-97143	4.41e-06	-	CGACGCGCTGCACAGCCAGACAGGAGCTGGCTGCG	V_CTCF_BR	16
chr8	22091709	22091859	id-97144	1.35e-05	-	CTGTCGCCGGCACGCAGCTCCACAAAGGGGCGCTC	UpstreamP1_CTCF	5
chr8	22094894	22095044	id-97145	2.11e-06	+	TGCCTGATATAGTCCAGAAACAGCAGGGGGAGCCA	V_CTCF_BR	40
chr8	22108354	22108504	id-97146	2.2e-07	+	CTGCTGGTGCTCCCCCCGTCCTCCTGGAGGCAGTA	UpstreamP1_CTCF	20
chr8	22144864	22145014	id-97147	3.81e-05	+	TAGATAATTTTTAATATGCCCGCTAGATGGAGCAG	V_CTCF_BR	40
chr8	22200732	22200882	id-97148	2.29e-05	-	CTGCGATTACAGGCATGCGCCACCAGGATTACAGG	UpstreamP1_CTCF	15
chr8	22216025	22216175	id-97149	9.31e-05	-	AATGCAGTGCTTAAGTGAGCAGCTAGGTGCTTTGG	Upstream_CTCF	3
chr8	22223157	22223307	id-97150	1	+	NA	NONE	2
chr8	22224498	22224648	id-97151	1	+	NA	NONE	27
chr8	22225411	22225561	id-97152	6.98e-07	-	GTCCCACTGCCCTCACCCACCAAGAGGGGGCAGCC	V_CTCF_BR	40
chr8	22241485	22241635	id-97153	1	+	NA	NONE	13
chr8	22270726	22270876	id-97154	3e-06	-	ATGGAGTTAACCTAAGGATCCACTAGGAGGGAGCC	UpstreamP1_CTCF	11
chr8	22280180	22280330	id-97155	1.46e-07	+	ATGTAATGAAGGCTGTTGAACACAAGGTGGCGATG	UpstreamP1_CTCF	40
chr8	22287892	22288042	id-97156	2.62e-07	+	CTGCTGTATAGGAAAATAGACGGTAGGGGGAGGAA	UpstreamP1_CTCF	40
chr8	22326304	22326454	id-97157	5.38e-05	+	AGAATTTTGTCACTCCCCACCAGTAGGTGGAATCT	V_CTCF_BR	23
chr8	22406840	22406990	id-97158	1.48e-06	+	GAGGCAGCAAGGGGAGCTGACGCTAGAGGGAGGCG	V_CTCF_BR	35
chr8	22414109	22414259	id-97159	1	+	NA	NONE	2
chr8	22419441	22419591	id-97160	7.97e-09	-	GAGGCTGTGCCGGCTGTGGTCACGAGGGGGCGCCC	Upstream_CTCF	40
chr8	22423534	22423684	id-97161	1.48e-05	-	CCGCCCTAACCGCGCTGCGCCCCCGGCGGCCGCGA	UpstreamP1_CTCF	18
chr8	22431993	22432143	id-97162	1.67e-08	+	CCTACAGTTCTGGGCACTGCCGGCAGGGGGCAGGC	Upstream_CTCF	40
chr8	22436398	22436548	id-97163	6.43e-06	+	ACCGGCTGGACGGTCGCAGCCTGCAGGGGGCCCTG	V_CTCF_BR	14
chr8	22445330	22445480	id-97164	4.68e-07	-	TCACCAAGGCATGTGCCTACCAGCAGGGGGAACCT	V_CTCF_BR	40
chr8	22446638	22446788	id-97165	1.12e-09	-	CCGGCTGTTCCCAGGCCCGACACCAGGGGGCCCCC	Upstream_CTCF	40
chr8	22452832	22452982	id-97166	2.74e-08	-	CCGCCATGGGCCAAACTGGACACTAGGTGGCGCCA	V_CTCF_BR	40
chr8	22480486	22480636	id-97167	2.74e-08	+	ACGGGCCTGCAGGAAATGGCCACTGGAGGGCGCCA	V_CTCF_BR	40
chr8	22498085	22498235	id-97168	1	+	NA	NONE	16
chr8	22503726	22503876	id-97169	3.4e-06	+	AGAATCCCTGCGATCAGCTCCGGCAGAGGGCTCTC	V_CTCF_BR	14
chr8	22515611	22515761	id-97170	2.97e-06	+	TCCCATTCCATAAATATGAGCACCAGAGGGCAGGA	V_CTCF_BR	14
chr8	22530599	22530749	id-97171	1.96e-08	+	CAGTACGGAGAGTGCCAGGCCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr8	22538687	22538837	id-97172	3.81e-05	+	ATGGTCAATCTAGCCACAGACAAAAGAGGGAGCTG	V_CTCF_BR	3
chr8	22551820	22551970	id-97173	1.28e-06	+	TTCCAAGCAGCCTCTGTGGCCACAGGATGGCAGGA	V_CTCF_BR	35
chr8	22552589	22552739	id-97174	1	+	NA	NONE	38
chr8	22553268	22553418	id-97175	3.73e-06	+	GCTGCAGTGCCCATGTCTCCCCGCGCGAGGCAGAG	Upstream_CTCF	40
chr8	22559162	22559312	id-97176	6.84e-06	+	ATATTGGCCCAACTGGAATCCACTAGAGGGCTGCA	V_CTCF_BR	4
chr8	22560587	22560737	id-97177	5.61e-08	+	ACTGTAATGAATACTCTTGCCACCCGGGGGCAGGG	Upstream_CTCF	38
chr8	22561212	22561362	id-97178	6.46e-07	-	GGCGCCGCCCGCGGCCCGGGCGGCGGGGGGCGCCT	V_CTCF_BR	4
chr8	22562227	22562377	id-97179	1.21e-06	+	GGTGGGCTTTGCCGCCCTGCCACCAGGTGGCCTGA	Upstream_CTCF	40
chr8	22572263	22572413	id-97180	4.01e-05	-	ATCTTTGAAATGTCAGCAGCCTCTGGGAGGCAGCA	V_CTCF_BR	6
chr8	22573717	22573867	id-97181	4.5e-05	+	GTGCTGTTCTCATCCTGCATAGCCAGATGCAGCAG	UpstreamP1_CTCF	37
chr8	22613669	22613819	id-97182	1.51e-08	-	CTGCTCCAGCCCTGCGAGGCCAGAAGGAGGCGCCA	UpstreamP1_CTCF	40
chr8	22614872	22615022	id-97183	6.21e-05	-	AGCTGCCTGGAGGAAGGAAGCGGCAGGGGGAGTAC	V_CTCF_BR	6
chr8	22635717	22635867	id-97184	4.31e-05	-	TGGAAGCACATGGATCTGTCCACCGGGGGCAGTTG	UpstreamP1_CTCF	9
chr8	22638517	22638667	id-97185	1	+	NA	NONE	1
chr8	22643164	22643314	id-97186	4.14e-06	-	GAGGTGGCCTCTCCGGGGACCTGGAGTGGTCGCTG	V_CTCF_BR	10
chr8	22658212	22658362	id-97187	9.06e-08	+	GTGTCCTGCCCAGGGAGGGGCTGCAGAGGGCAGCA	UpstreamP1_CTCF	37
chr8	22674090	22674240	id-97188	9.39e-07	+	GATGAAATGCCCAGAGGAGCCGACAGAGGTCACTG	Upstream_CTCF	39
chr8	22707954	22708104	id-97189	2.19e-05	+	GTGATAGGGCTGGGCAGCGCCACTAGGAGGGGTTG	UpstreamP1_CTCF	17
chr8	22722407	22722557	id-97190	5.01e-09	+	CGATGAGGCCCCTTCACGGCCACTAGGGGGCAGGA	V_CTCF_BR	40
chr8	22722948	22723098	id-97191	1	+	NA	NONE	10
chr8	22739192	22739342	id-97192	1	+	NA	NONE	0
chr8	22745513	22745663	id-97193	3.48e-06	+	TTGTCTTCCCCTGTGGTGGCCTGCAGGGGACTCCA	UpstreamP1_CTCF	39
chr8	22760258	22760408	id-97194	2.68e-05	-	TGTCCAATGCATTCTCCCTCCAGTAGGGGTCCTGG	Upstream_CTCF	39
chr8	22766605	22766755	id-97195	1.2e-08	-	GCTGCAATGGGAAGAGCCGACACCAGGGGGAGATA	Upstream_CTCF	40
chr8	22770025	22770175	id-97196	2.4e-05	-	GGGGATTATCCCCTTGATGACAGATGAGGGCGCTG	V_CTCF_BR	14
chr8	22773139	22773289	id-97197	5.3e-05	+	CTGCACTTGACCGCCTCCACATGTAGGAGAGGAGA	UpstreamP1_CTCF	6
chr8	22773954	22774104	id-97198	1.48e-06	+	CCCCCCAGCTCACACCCCACCCCTAGGGGGAGGAG	V_CTCF_BR	33
chr8	22774928	22775078	id-97199	3.8e-08	-	GGCAAGGGCTCTAAGGGAGACACCAGGGGGCGCTG	V_CTCF_BR	38
chr8	22776013	22776163	id-97200	8.81e-07	-	CTGATGATGCTGCAGACATCCACTAGATGGCAGTG	V_CTCF_BR	40
chr8	22786504	22786654	id-97201	1	+	NA	NONE	38
chr8	22827690	22827840	id-97202	2.67e-06	-	CCTGTATTTCCACCTTCTGCCGCGTGAGGATGCAG	Upstream_CTCF	2
chr8	22832189	22832339	id-97203	8.21e-06	+	TAAAAATTAAATCACATGACCAGCAGGGGGAGAGA	V_CTCF_BR	40
chr8	22840327	22840477	id-97204	2.96e-05	-	CTTCTGCCCTGAGAGGAAGCAGCCAGAAGGCGCTG	UpstreamP1_CTCF	17
chr8	22860739	22860889	id-97205	1	+	NA	NONE	4
chr8	22862165	22862315	id-97206	2.27e-06	-	CCCAACCCATCCTGTCCCACCCCTAGAGGGCTCCC	V_CTCF_BR	40
chr8	22871966	22872116	id-97207	1.22e-07	-	CAGGCTATGACGTCTGCTGCCACCAGGGGGACCCC	Upstream_CTCF	40
chr8	22876052	22876202	id-97208	7.49e-07	+	GGGCAACACAGGGGCCTGGCCTCTAGAGGGCTGGT	UpstreamP1_CTCF	24
chr8	22876845	22876995	id-97209	2.4e-09	-	CTGCAGGGAGGCCGAGCAGCCTGTAGAGGGCAGCA	UpstreamP1_CTCF	40
chr8	22906561	22906711	id-97210	1	+	NA	NONE	21
chr8	22924474	22924624	id-97211	1	+	NA	NONE	7
chr8	22926569	22926719	id-97212	9.71e-06	+	TGTGCAACTGCAAATTCCACCACAGGTTGGTGACA	Upstream_CTCF	30
chr8	22941767	22941917	id-97213	3.06e-08	+	CAGCAGGGAGGCTGAGCAGCCTGTAGAGGGCAGCA	V_CTCF_BR	40
chr8	22950716	22950866	id-97214	1	+	NA	NONE	13
chr8	22960503	22960653	id-97215	1.48e-05	-	GGGTCGCACCCTGCCTCGGCCATCAGGCGGCCGGG	UpstreamP1_CTCF	13
chr8	22961866	22962016	id-97216	1.16e-05	-	GATGGGATCTAACCAGCTGCCCCTAGGCGGCAACA	Upstream_CTCF	22
chr8	23019476	23019626	id-97217	3.09e-06	+	GATGGGATATAACCAGCTGCCTCTAGATGGCAACA	Upstream_CTCF	39
chr8	23021007	23021157	id-97218	3.88e-06	+	CGGTCCTCGCCGCACGGGACAGCCAGGGGGAGCGC	V_CTCF_BR	36
chr8	23029250	23029400	id-97219	1	+	NA	NONE	8
chr8	23056128	23056278	id-97220	1.21e-06	+	CATGAACTGGTACAAACCAACACTAGGGGGCTGTG	Upstream_CTCF	38
chr8	23066926	23067076	id-97221	1	+	NA	NONE	24
chr8	23082489	23082639	id-97222	6.21e-05	+	CGCACCTAGATGTACTCTAGCTGGTGGTGGCGCCA	V_CTCF_BR	32
chr8	23103844	23103994	id-97223	1.83e-05	-	AAGAAAGGCTTGCGCCTGCGCGGCAGGTGGCTGCA	V_CTCF_BR	27
chr8	23104334	23104484	id-97224	1.67e-07	+	TGGTGCTGAGCCACAGCCGCCGCCAGGGGGTGGTG	V_CTCF_BR	40
chr8	23145480	23145630	id-97225	4.03e-06	-	ACGCAGCGCCACCGCGCGGCCTGGGGGAGGTAACG	UpstreamP1_CTCF	40
chr8	23149301	23149451	id-97226	2.6e-05	-	CTGGAGACACACTGAGCAGCCGCTGGGAGGCAGGC	UpstreamP1_CTCF	32
chr8	23153765	23153915	id-97227	7.82e-06	-	CAGCAGCTGCCCACCTGCACTGCAAGGTGGAATAG	UpstreamP1_CTCF	40
chr8	23177635	23177785	id-97228	2.81e-06	-	CATGCTAGGCACAGCGCTGCCACCGGGGGCTCCCA	Upstream_CTCF	40
chr8	23186586	23186736	id-97229	4.03e-06	+	CTGCTGTGCACACCAGCTAGAGGCAGGAGGGAGCA	UpstreamP1_CTCF	9
chr8	23193139	23193289	id-97230	5.96e-07	+	AGTAAGATGCCAGAAGGAGCCAGCAGAGGGTACTC	V_CTCF_BR	12
chr8	23196314	23196464	id-97231	8.79e-07	-	GAGCACCACCCAGCAGTCTCCACCTGCTGGCCCTG	UpstreamP1_CTCF	28
chr8	23238502	23238652	id-97232	1	+	NA	NONE	37
chr8	23239201	23239351	id-97233	9.67e-08	-	CTCGCCGTCCCCATCCTGACCTGCAGGAGGCAGCG	Upstream_CTCF	40
chr8	23267982	23268132	id-97234	2.47e-07	-	TTGCCGTGTGAGAGACAGACCACTAAGGGGCGCTG	UpstreamP1_CTCF	40
chr8	23273229	23273379	id-97235	2.6e-06	+	TGGTAGGGGCTGCATGGAGTCTGGAGGGGGCGCCC	V_CTCF_BR	25
chr8	23275510	23275660	id-97236	2.4e-05	+	ACTAAACTGGGTTGCGCAGCCACTGGGTGGTGACA	V_CTCF_BR	2
chr8	23314736	23314886	id-97237	7.6e-05	+	GGTCACCCGAGGCGCGCGACCGCCAGGTGTCCCCT	UpstreamP1_CTCF	17
chr8	23315036	23315186	id-97238	1.18e-09	+	GGACCCCGGGAGCGGGGGACCACCAGTGGGCAGCA	V_CTCF_BR	25
chr8	23315403	23315553	id-97239	1	+	NA	NONE	24
chr8	23316183	23316333	id-97240	9.71e-06	-	TTGGTTCTGCTCTCCTCTGCCTCCAGGGGGTCTTG	Upstream_CTCF	9
chr8	23329959	23330109	id-97241	9.51e-07	+	CAGTGAAGCCTCGGACTCACCACTAGATGGCGTCC	V_CTCF_BR	40
chr8	23331887	23332037	id-97242	1.04e-06	+	CCGGCTACGTCATGACATGGCACTAGATGGCGCTG	Upstream_CTCF	40
chr8	23333090	23333240	id-97243	1	+	NA	NONE	0
chr8	23339600	23339750	id-97244	5.52e-05	-	ATGCTGGGCCTGCCTTTGGCCCCATGCTGCAGACT	UpstreamP1_CTCF	14
chr8	23340665	23340815	id-97245	1	+	NA	NONE	2
chr8	23341110	23341260	id-97246	6.84e-06	+	GGTGGCGGCCGCAGCGGCAATGGCAGAGGGCGCCG	V_CTCF_BR	1
chr8	23351304	23351454	id-97247	1.3e-07	+	ACTGCTCTGCCATCACGTCCCACTGGGTGTCAGTG	Upstream_CTCF	1
chr8	23386173	23386323	id-97248	7.11e-06	-	CGTGCACATTTCCAAGCAACCGGACGGGGGCGAGA	Upstream_CTCF	40
chr8	23386476	23386626	id-97249	7.78e-06	+	GCAGCGGGAGCGTGGGCAGCCAGGCGGTGGCGCGG	Upstream_CTCF	9
chr8	23428336	23428486	id-97250	1.47e-05	+	GGCACAAACCCCTGAGAATACACAAGGGGGCACGC	V_CTCF_BR	1
chr8	23447153	23447303	id-97251	4.73e-07	+	CCTGAATTTTGATTTCTGGCCACAAGGTGGCATCT	Upstream_CTCF	39
chr8	23463920	23464070	id-97252	2.18e-07	+	CCTGCAGTGTTGCTGGGGCCCGACAGGAGGAGTTG	Upstream_CTCF	22
chr8	23539790	23539940	id-97253	3.18e-06	+	GGCGGGATCCGCTCCTGGGACGGTGGAGGGCGGTG	V_CTCF_BR	14
chr8	23550250	23550400	id-97254	1.91e-08	-	CTTGCAGAACTTAAACTGCCCACCAGGGGACACCA	Upstream_CTCF	40
chr8	23553699	23553849	id-97255	6.46e-07	+	CCAGGAATGTCCAGGCGAGACACCAGAGGGCTCTG	V_CTCF_BR	30
chr8	23564170	23564320	id-97256	6.21e-06	-	CCGGGCCTACCAGCATGGCCCAGAGGAAGGCGCTG	Upstream_CTCF	6
chr8	23567288	23567438	id-97257	8.58e-06	+	CTGTCGCGCTCGCCCCACCCCTGCAGGGAGCAAGG	UpstreamP1_CTCF	13
chr8	23600047	23600197	id-97258	1	+	NA	NONE	33
chr8	23605401	23605551	id-97259	1.15e-06	-	GGTGCATGGCGCTAGATTCCCAGCAGAGAGCAGTG	Upstream_CTCF	40
chr8	23606591	23606741	id-97260	3.97e-07	+	ATCGGATTCTCCCCAAGAGCCTGCAGAGGGAGCTC	V_CTCF_BR	40
chr8	23610611	23610761	id-97261	1	+	NA	NONE	24
chr8	23612833	23612983	id-97262	1	+	NA	NONE	38
chr8	23621910	23622060	id-97263	8.81e-07	-	CTCAGCTCCCCCAGTTGCTCCAGCAGAGGGTGCTG	V_CTCF_BR	19
chr8	23656291	23656441	id-97264	1.1e-05	+	ACTCGGGAGGACCAGGTTGCAGCAAGGGGGAGCTG	V_CTCF_BR	8
chr8	23710426	23710576	id-97265	1	+	NA	NONE	11
chr8	23711375	23711525	id-97266	1	+	NA	NONE	9
chr8	23716919	23717069	id-97267	2.66e-05	+	ATGACATTACTCTATTGAGACACATGAGGGCGCTC	V_CTCF_BR	39
chr8	23789668	23789818	id-97268	3.56e-06	-	TGTTCAAGTGCTATATGGTCCAGTAGAGGTCAGCC	Upstream_CTCF	31
chr8	23796218	23796368	id-97269	1.01e-08	+	CTGTACCTCCAGGCACAGTCCACCAGATGGTGCAA	UpstreamP1_CTCF	39
chr8	23818019	23818169	id-97270	4.41e-06	-	ATATCTATTAATACCATGACCACTAGATGGCTCAA	V_CTCF_BR	37
chr8	23842015	23842165	id-97271	4.7e-08	-	GAGAAGCCCCAACCAGTGCCCAGCAGATGGCAGCA	V_CTCF_BR	40
chr8	23849134	23849284	id-97272	2.04e-05	-	ATCAACAGGAATGCAGAAGCCACAAGGGGGAATCA	V_CTCF_BR	18
chr8	24007011	24007161	id-97273	9.39e-07	-	ACCGCGGTACCATAGACAGACACCAGAGGGAATAA	Upstream_CTCF	11
chr8	24010952	24011102	id-97274	1.18e-05	-	TTGAATTTCTTCAGAAACAGCAATAGGTGGCAGCA	UpstreamP1_CTCF	29
chr8	24050602	24050752	id-97275	1.82e-06	+	CTGCTAGAACCCAGGCTGCACAGCAGGAGGTAAGC	UpstreamP1_CTCF	8
chr8	24052107	24052257	id-97276	5.63e-06	-	TTCAAATTCCTAGCTGTTGCCGCTGGGTGGCAGTC	UpstreamP1_CTCF	40
chr8	24065581	24065731	id-97277	4.1e-06	-	CATGCTCTGACCTCAGAAAGCAGTAGGTGTCACTC	Upstream_CTCF	13
chr8	24086970	24087120	id-97278	4.23e-08	-	GATTTCTACATAGAGGCGACCACGAGAGGGCGCCA	V_CTCF_BR	40
chr8	24102585	24102735	id-97279	1.1e-05	+	GTTTCACAAAAATATTTGATCACTAGGTGGCAGCA	V_CTCF_BR	39
chr8	24106426	24106576	id-97280	7.54e-08	-	CAGCTCCTCTGGCCTCCAGCCACTAGGTGTCAGTA	UpstreamP1_CTCF	40
chr8	24151399	24151549	id-97281	6.49e-06	-	GTGGTCCTGCAACAATGGCCCAGCAGGCGGAAGTC	Upstream_CTCF	9
chr8	24245262	24245412	id-97282	1.26e-07	-	CAGCGTCTGCAGGACAGAGCCAGCAGGTGGTGCCC	V_CTCF_BR	33
chr8	24272627	24272777	id-97283	3.41e-07	-	GCTGCTGTCAACATTATGGCCACACGAGGGCGTAA	Upstream_CTCF	40
chr8	24276871	24277021	id-97284	1.73e-05	-	GGTAAGTTCTTTGTTTCTGACAGCAGGTGTCACAA	V_CTCF_BR	39
chr8	24369147	24369297	id-97285	1.77e-05	+	AGCGACATCCATGGAAGAGCCACTAGGTGGCCACA	Upstream_CTCF	39
chr8	24478320	24478470	id-97286	1.92e-05	-	ACGTTGTTGCAGAAATCTATCACTAGGGGCAAGCT	UpstreamP1_CTCF	18
chr8	24492494	24492644	id-97287	1	+	NA	NONE	4
chr8	24519978	24520128	id-97288	1	+	NA	NONE	18
chr8	24526386	24526536	id-97289	1	+	NA	NONE	20
chr8	24575717	24575867	id-97290	1	+	NA	NONE	5
chr8	24584213	24584363	id-97291	1.31e-05	+	TGCTCAGGCTGTCCTCTGGCCACCAGAGGCAATGG	V_CTCF_BR	5
chr8	24749389	24749539	id-97292	4.01e-09	+	ATGCAGTAATAGCATCTTCCCAGTAGAGGGAACTG	UpstreamP1_CTCF	40
chr8	24763571	24763721	id-97293	3.18e-06	+	TGAGACATTATCTAAATGACCAGCAGGTGGTAGTA	V_CTCF_BR	39
chr8	24771272	24771422	id-97294	7.15e-05	-	TCGAGCGGGTCTCGGTTACCCGCCGGTAGGCGGAC	V_CTCF_BR	9
chr8	24772408	24772558	id-97295	1.15e-06	-	CGCGTGCTCTAGCGAGCGGCCACCAGGGAGCGCGG	Upstream_CTCF	31
chr8	24813500	24813650	id-97296	2.81e-05	-	CCGCGACCTGCGCCTGGCGGCGGAAGATGCCACCA	V_CTCF_BR	6
chr8	24814130	24814280	id-97297	7.9e-07	-	CTGCAGCAGCGCGCTGCCCCCACTGGCCGGCGTGC	UpstreamP1_CTCF	24
chr8	24835309	24835459	id-97298	5.53e-08	-	TTGCAGTGTACTAATTTCACCAATAGATGGCGGAC	UpstreamP1_CTCF	40
chr8	24855995	24856145	id-97299	1.93e-05	-	ATCTTTTGCGATCCACTTGGCACATGGGGGCAGTG	V_CTCF_BR	16
chr8	24857548	24857698	id-97300	1.63e-05	-	CTTGCGCGCCCTTCCCAAGCCACCAGCAGGGGCGC	Upstream_CTCF	40
chr8	24858330	24858480	id-97301	1.55e-05	+	GCACCCCCAGGGCTTCCCGCAGGCAGAGGGTGGGA	V_CTCF_BR	23
chr8	24920839	24920989	id-97302	2.89e-07	+	GGAGCAGCAGGCAGCTCCTCCACCAGGAGGAGCTC	Upstream_CTCF	28
chr8	24921961	24922111	id-97303	1	+	NA	NONE	14
chr8	24923169	24923319	id-97304	4.64e-09	-	TTGCAGTGATGCAATTTGACCATTAGGTGGCAGGA	UpstreamP1_CTCF	40
chr8	24945941	24946091	id-97305	9.51e-07	+	AGCTAAAATAGAGAGGTGGCCAGCAGAGGGATGGC	V_CTCF_BR	6
chr8	24973648	24973798	id-97306	1.43e-05	+	AATGTATTTCCCCTCGGAGCCTTCGGAGGGAGTGC	Upstream_CTCF	11
chr8	25027790	25027940	id-97307	4.11e-08	+	GCTGCACTTTGTATCTACAACAGCAGGTGGCACTA	Upstream_CTCF	40
chr8	25038692	25038842	id-97308	1.71e-06	-	CACATTTGAACTGCCTCAGGCTCCAGGTGGCACCC	V_CTCF_BR	27
chr8	25041220	25041370	id-97309	2.38e-07	-	CGCATTTGAACCGCCTTGGGCTCCAGGTGGCGCCC	V_CTCF_BR	40
chr8	25052940	25053090	id-97310	1	+	NA	NONE	7
chr8	25070851	25071001	id-97311	4.7e-06	-	TTACAAATAGCTGCAGCAGCCAGAAGGGGGATGAA	V_CTCF_BR	5
chr8	25072389	25072539	id-97312	2.04e-05	+	AGCTGCAAATTTGCTCTTGCCAGCAGAGGCTAGGG	V_CTCF_BR	11
chr8	25162564	25162714	id-97313	2.53e-05	+	GCATTGCCGGGACCAAGTCCCACCAGGGGCCATCG	V_CTCF_BR	15
chr8	25166251	25166401	id-97314	4.03e-06	+	TTGCGATGGAAACCTACATCCGCCAGAGGCAGCTC	UpstreamP1_CTCF	10
chr8	25202873	25203023	id-97315	2.53e-05	+	CAGGAAGGAGACAGGCAGTTCAGGAGGTGGCACTG	V_CTCF_BR	7
chr8	25224697	25224847	id-97316	4.34e-07	-	CTGCAATTTGGGGAAGCTGCCAGCAGAGGCGCAGC	UpstreamP1_CTCF	34
chr8	25280970	25281120	id-97317	1	+	NA	NONE	5
chr8	25333298	25333448	id-97318	9.06e-08	-	GAGTACTGGCAAGGCTGGGCCACTGGGGGGCAGAT	UpstreamP1_CTCF	40
chr8	25367453	25367603	id-97319	1.03e-06	+	CTGTAGATTCTTGTTTGTTCCAGAAGATGGCAGCA	UpstreamP1_CTCF	40
chr8	25434800	25434950	id-97320	3.81e-05	+	GCGATCATGCAGTGTTTATCCACGGGATGGCAACA	V_CTCF_BR	40
chr8	25457040	25457190	id-97321	3e-06	+	CTGCCGTTGTCCCTCACTGCCACACGGTGCCACTG	UpstreamP1_CTCF	10
chr8	25463974	25464124	id-97322	5.17e-06	-	TCTGCTGTCCCTGGATGCACCGCCAGGCTGCCTTC	Upstream_CTCF	9
chr8	25473391	25473541	id-97323	2.58e-07	+	GCTGCAGTTCCACAGGCAGGTGCCAGAGGGAGCAA	Upstream_CTCF	40
chr8	25493867	25494017	id-97324	1	+	NA	NONE	12
chr8	25616434	25616584	id-97325	1.73e-05	-	TCCAGAAGGAAGGTGTTACTCAGTAGGTGGCACTG	V_CTCF_BR	10
chr8	25688450	25688600	id-97326	4.88e-05	+	CTGTCCAGTCTCCCTGGCTCCAGCAGGGGAAAAGC	UpstreamP1_CTCF	4
chr8	25729683	25729833	id-97327	1	+	NA	NONE	28
chr8	25766327	25766477	id-97328	1.56e-06	-	CTGGAGCAAGACTTTCTGTACAGCAGGGGTCACTG	UpstreamP1_CTCF	32
chr8	25781489	25781639	id-97329	1	+	NA	NONE	17
chr8	25824368	25824518	id-97330	2.91e-05	+	GATTCTTTTCTATAGACTGTCACTAGAGGGCCTGC	Upstream_CTCF	14
chr8	25867741	25867891	id-97331	1.26e-05	-	TCTGTGGAGCAGTGAGCAGCCACTAGGGAGCTGTC	Upstream_CTCF	37
chr8	25901681	25901831	id-97332	3.06e-08	-	GAGCCTGGGAGGCCGGCGGCCAGAGGGTGGCGGCG	V_CTCF_BR	24
chr8	25902862	25903012	id-97333	8.99e-05	+	ATGGGTTACTACGGCCCTGGCTGCGGGAGGCGGAG	V_CTCF_BR	13
chr8	25904131	25904281	id-97334	9.39e-07	+	AATGAACTGCTAGAGTTTGCCGCTAGAGGACACAG	Upstream_CTCF	35
chr8	25905308	25905458	id-97335	9.41e-05	-	TGGAGCTCCCAGCAGCACTGCCGCGGGGGGCGCCC	V_CTCF_BR	25
chr8	25908611	25908761	id-97336	1.81e-06	+	AGGGCAATGCTGGCCTCGCCGCGTAGGGGTCGCTG	Upstream_CTCF	20
chr8	25910815	25910965	id-97337	1.03e-06	-	ACTATTGCCGCCGTATCCGCCACTAGGAGGCAGTA	V_CTCF_BR	38
chr8	25946269	25946419	id-97338	5.72e-09	-	ACCGAGGATGTGGAAATGGCCACTAGATGGCGCCC	V_CTCF_BR	40
chr8	25991329	25991479	id-97339	1	+	NA	NONE	40
chr8	26007554	26007704	id-97340	1	+	NA	NONE	20
chr8	26015237	26015387	id-97341	1	+	NA	NONE	10
chr8	26052932	26053082	id-97342	1.48e-05	-	CCTCTGTTCTTGCTGGCAAACACTTGAGGGCAGGA	UpstreamP1_CTCF	3
chr8	26095445	26095595	id-97343	8.71e-06	+	CTTGGGTATATATCAACTAACAGTAGAGGGAGCCA	V_CTCF_BR	21
chr8	26120394	26120544	id-97344	1.61e-05	-	GCGCACATTCCTAACCAGGCCTCCAGAGGCAGAGG	UpstreamP1_CTCF	14
chr8	26124872	26125022	id-97345	6.82e-05	-	TCTAGTCATCAGTGGGGTTCAGCCAGAGGGAAGCA	V_CTCF_BR	1
chr8	26144191	26144341	id-97346	6.21e-05	+	TCTACAACCTCACCAGGAAACTCCAGAGGGAGTTG	V_CTCF_BR	9
chr8	26149333	26149483	id-97347	7.12e-06	-	CTGCGCGAGGCGCGGGCGGTCGCTAGGGGGTGATG	UpstreamP1_CTCF	40
chr8	26167221	26167371	id-97348	2.6e-07	+	GAGAGAGAGAGGGGAACTGCCAGTAGGTGGAGCAG	V_CTCF_BR	31
chr8	26185038	26185188	id-97349	3.09e-07	-	GCTCTTTTATCACTGCTGGCCTCTAGAGGGAGCTC	V_CTCF_BR	40
chr8	26231679	26231829	id-97350	1	+	NA	NONE	15
chr8	26240365	26240515	id-97351	1	+	NA	NONE	36
chr8	26285231	26285381	id-97352	8.56e-05	+	CCGCTATTTTACATTCCCACCAATAGGGCACAAGG	UpstreamP1_CTCF	32
chr8	26295232	26295382	id-97353	6.46e-07	-	CAAACAGTGGCCATGCTGACCAGCAGAGGGCATGC	V_CTCF_BR	40
chr8	26306491	26306641	id-97354	1	+	NA	NONE	20
chr8	26307738	26307888	id-97355	3.22e-05	-	TCGTACCTGCACTTGGCAGGCTGCAGGAGGTGCTG	UpstreamP1_CTCF	24
chr8	26313640	26313790	id-97356	1.04e-06	+	CCTGCAATCCCAGCACCCCACTCTAGATGCCCTCA	Upstream_CTCF	16
chr8	26315582	26315732	id-97357	1	+	NA	NONE	28
chr8	26323894	26324044	id-97358	6.43e-06	+	CCTTTTCCTTGGAAGTGCATCAGCAGGGGGAGCTG	V_CTCF_BR	35
chr8	26371720	26371870	id-97359	1	+	NA	NONE	5
chr8	26375378	26375528	id-97360	1	+	NA	NONE	9
chr8	26394381	26394531	id-97361	3.31e-06	+	GAGCTACATCTTGACTCGGCCACCAGAGGGACTCT	UpstreamP1_CTCF	40
chr8	26417849	26417999	id-97362	1.52e-07	-	TGCAGATAGGTGCATCCCACCAGCAGAGGGCTGCA	V_CTCF_BR	39
chr8	26428859	26429009	id-97363	1.55e-08	+	CGTGCACACTCTTTGTTCGCCACCAGAGGGCAGGC	V_CTCF_BR	40
chr8	26434622	26434772	id-97364	5.13e-05	-	TGCAGAGACGGGATCTGGCCCGCGTGGAGGCGCCG	V_CTCF_BR	12
chr8	26435191	26435341	id-97365	8.52e-08	-	CGGCAGTGAACGGCCGGGGGCGGCAGGCGGCGCGA	UpstreamP1_CTCF	38
chr8	26482820	26482970	id-97366	1	+	NA	NONE	6
chr8	26492919	26493069	id-97367	9.11e-08	+	AGTGCAGCTTCCAGTGCTTCCTCTAGAGGACGCCC	Upstream_CTCF	30
chr8	26498222	26498372	id-97368	1.77e-05	-	GGGGCAGGGGCAGTGGATGCCAGGGGAGGGATGGA	Upstream_CTCF	12
chr8	26499355	26499505	id-97369	1	+	NA	NONE	19
chr8	26513112	26513262	id-97370	5.72e-09	-	GCTGGTGATGTTGGCACGGCCACCGGGGGGCGCCA	V_CTCF_BR	38
chr8	26519435	26519585	id-97371	3.36e-07	-	AGGTAAGAGGTGTGTGTCTCCAGCAGAGGGAGCTC	V_CTCF_BR	40
chr8	26519835	26519985	id-97372	6.05e-06	-	GATAGGGTCTTGGATGCAACCAAGAGATGGCGCAG	V_CTCF_BR	30
chr8	26528150	26528300	id-97373	3.65e-07	+	GCGGCTTAGCTTAGTTTGTCCAGTAGGTGGCAGTA	V_CTCF_BR	40
chr8	26548316	26548466	id-97374	1.67e-07	+	CAGTCAGCATTCTGTTTGTCCACCAGAGGGCGCCT	V_CTCF_BR	40
chr8	26551002	26551152	id-97375	1	+	NA	NONE	1
chr8	26558749	26558899	id-97376	3e-06	+	GTGTAGCAAACTCAAATGCCCTCTAGGTGGAGTAT	UpstreamP1_CTCF	40
chr8	26621774	26621924	id-97377	1.43e-05	-	CATGTGATTCTGTTGTTTCTCCCTAGATGGCAGCA	Upstream_CTCF	39
chr8	26723541	26723691	id-97378	1.15e-07	+	ACAGGTTGCCTCGCAGTCACCTGGAGGGGGCGGCC	V_CTCF_BR	5
chr8	26724825	26724975	id-97379	5.37e-06	+	CTGTAATGTTTTCCTCTGGCCTAGAGGGGGTTGGG	UpstreamP1_CTCF	19
chr8	26936602	26936752	id-97380	1.37e-05	+	GCAGAAATGAAAGAGTTGGCCAGGAGGAGACAGGC	Upstream_CTCF	4
chr8	26942784	26942934	id-97381	6.8e-06	-	GATGTGTCTTTGCAGGTGACCACAAGGAGGTGCCC	Upstream_CTCF	38
chr8	27004994	27005144	id-97382	5.41e-06	+	CTTGCACTTCTCTTTCCTGCCACCATGTGAAGAAG	Upstream_CTCF	9
chr8	27058624	27058774	id-97383	1	+	NA	NONE	10
chr8	27062627	27062777	id-97384	5.75e-09	-	TTGCAGGAGAGAGTTATGGCCACCAGGTGGTGCTC	UpstreamP1_CTCF	40
chr8	27099653	27099803	id-97385	1.68e-11	-	CTGCAGTGGTCCAGCCTGGGCACTAGGGGGAGGCC	UpstreamP1_CTCF	28
chr8	27104900	27105050	id-97386	5.96e-07	+	GAGATGAAAGGAGTCTTTGCCACTGGGTGGCGCCA	V_CTCF_BR	35
chr8	27125337	27125487	id-97387	1.32e-05	+	GCTGCAGTTTCTTAGAAGGAAGCCCGAGGGCTCTG	Upstream_CTCF	0
chr8	27162632	27162782	id-97388	3.11e-05	-	GGACAGTTAGGTTACCTGGCATGTAGGTGGCACTT	V_CTCF_BR	5
chr8	27172886	27173036	id-97389	3.05e-07	+	GAGGCAATATCCAAAAAAGCCACAAGATGGGGCTA	Upstream_CTCF	40
chr8	27181360	27181510	id-97390	7.82e-06	+	TTGTAGTTCATTTATGTGGCCACACAGGGGCAGCA	UpstreamP1_CTCF	40
chr8	27182042	27182192	id-97391	6.86e-07	+	TGAGTGCTTCCTCAGCACAACTCCAGGGGGCGCCA	Upstream_CTCF	39
chr8	27192232	27192382	id-97392	1	+	NA	NONE	26
chr8	27221654	27221804	id-97393	1.9e-06	+	CCCTCTGTGCCACTGACTGCCACCAGAGGCTGTAA	Upstream_CTCF	8
chr8	27226728	27226878	id-97394	1	+	NA	NONE	9
chr8	27234545	27234695	id-97395	9.81e-06	-	AGTTTTTCTACACCTTTTACCCGCAGGGGGCAGCT	V_CTCF_BR	18
chr8	27271097	27271247	id-97396	8.64e-05	+	GCTGTGCTTACCTGCTGCACCACTAGGGACGTAAA	Upstream_CTCF	2
chr8	27283774	27283924	id-97397	1.65e-07	-	CTGCAATTTTGAGTAGCTAACACCAGGTGGACAGC	UpstreamP1_CTCF	40
chr8	27297469	27297619	id-97398	3.56e-05	+	CCTGCAGCACCCTGACAGGGGTCTAGCGAGCAAGG	Upstream_CTCF	2
chr8	27304058	27304208	id-97399	3.36e-05	-	AAGTGTTCGTGGCAACTGACCACTAGGGGCCATTT	UpstreamP1_CTCF	27
chr8	27312210	27312360	id-97400	3.36e-07	+	GTGGCTTATCCATCAGCTACCACCAGAGGGCTGAG	V_CTCF_BR	39
chr8	27319287	27319437	id-97401	9.88e-07	+	ACAGCCCCTGCACAGGCGGCCACTGGGGGCAGCAG	Upstream_CTCF	27
chr8	27323221	27323371	id-97402	8.03e-07	+	TGTTTATCACAAACAATGACCACTAGATGGCAACA	Upstream_CTCF	40
chr8	27326061	27326211	id-97403	9.25e-06	+	TGGAGAGACTCTGAGGATGCCTGAAGGGGGCGAAG	V_CTCF_BR	23
chr8	27339800	27339950	id-97404	3.42e-05	+	ATTGCATTTATGGTTTTGTTAGGTAGGGGGCACTA	Upstream_CTCF	19
chr8	27373486	27373636	id-97405	2.43e-06	-	TACTCATTACAGAGACTTCCCAGCAGGGGGCATGG	Upstream_CTCF	39
chr8	27379244	27379394	id-97406	1	+	NA	NONE	3
chr8	27402227	27402377	id-97407	8.34e-07	+	CTGTAAGAACCCTTAGTGTCCTGTAGGGGGACAGA	UpstreamP1_CTCF	39
chr8	27441240	27441390	id-97408	4.14e-06	-	TGGAGCTTCTGGCTGTTCGCCGGAAGGTGGCAGGT	V_CTCF_BR	20
chr8	27441968	27442118	id-97409	7.1e-07	+	GGGCACTGGCGATGCAGGCCCAGTAGAGGCAGCAG	UpstreamP1_CTCF	7
chr8	27445831	27445981	id-97410	2.46e-08	+	GCACCATGCACTACCATGTCCAGCAGAGGGCACTG	V_CTCF_BR	39
chr8	27449840	27449990	id-97411	7.33e-10	-	GAGCTGGGGAGGGCTTTGGCCACAAGGGGGCAGCG	V_CTCF_BR	40
chr8	27454769	27454919	id-97412	2.64e-11	-	GCTGCAGTACCCTACGCTGCCAGCAGGTGGCCATG	Upstream_CTCF	40
chr8	27459681	27459831	id-97413	4.3e-08	-	CAGCATTCCTGGCCTCTGCCCACTAGAGGTCAGCA	UpstreamP1_CTCF	40
chr8	27472256	27472406	id-97414	1	+	NA	NONE	39
chr8	27482336	27482486	id-97415	1.64e-06	-	TTGCAATACCACTCTTAAACCAGTGGGTGATGCTA	UpstreamP1_CTCF	39
chr8	27493736	27493886	id-97416	5.12e-06	+	CCCCAATTCCAGACAAGCACCAGCAGGGTGTGGTG	UpstreamP1_CTCF	3
chr8	27494144	27494294	id-97417	1	+	NA	NONE	22
chr8	27532814	27532964	id-97418	4.14e-05	+	CTGGGCTGGCAAGCCTTGACCTGTGGGTGGTGTGC	UpstreamP1_CTCF	21
chr8	27584869	27585019	id-97419	1.26e-07	-	GAAGAGATGCAGCGAAGGACCAGCAGGTGGCAGGA	V_CTCF_BR	40
chr8	27618166	27618316	id-97420	1.03e-06	-	CCTGCTTGGTGCTCTTTTGCCTCAAGTGGGCAGTG	V_CTCF_BR	34
chr8	27621462	27621612	id-97421	7.82e-06	-	GGTCTGTTCTTTTTATCAGCCAGCAGGTGTCATCA	UpstreamP1_CTCF	40
chr8	27713104	27713254	id-97422	4.04e-08	+	TTGTAATTAATACCTGCTGCCACTAGGTGGTGGTG	UpstreamP1_CTCF	40
chr8	27713735	27713885	id-97423	1	+	NA	NONE	7
chr8	27721437	27721587	id-97424	2.55e-06	+	GTTGTCTTTCTCTCATCAGCCTGCAGAGGTCAGGA	Upstream_CTCF	40
chr8	27730480	27730630	id-97425	1	+	NA	NONE	9
chr8	27733001	27733151	id-97426	7.27e-06	+	AGAGGGAGGGAAAAGCCTTCCAGCAGGAGGAGCAG	V_CTCF_BR	13
chr8	27737208	27737358	id-97427	1.93e-05	-	GTAGTGACAGTTGGCTGCTCCGGCAGGTGGCGTGG	V_CTCF_BR	2
chr8	27748367	27748517	id-97428	3.05e-07	+	GAGGCAGTTCCAGGTTGTCCCGGCAGGTGTGGGTC	Upstream_CTCF	5
chr8	27758699	27758849	id-97429	5.93e-06	-	GCAGCAAAGACCTGAAGTTCCAGCAGATGGGGATG	Upstream_CTCF	20
chr8	27761346	27761496	id-97430	1.17e-05	-	GGTGTTAGTTGGCTCTGTCCCACGTGAGGGCGCAA	V_CTCF_BR	14
chr8	27805996	27806146	id-97431	1	+	NA	NONE	20
chr8	27809686	27809836	id-97432	1.47e-05	+	GAAGGATCCTTTCCCACAGCCTCTAGAGGGAGTGC	V_CTCF_BR	23
chr8	27839914	27840064	id-97433	2.4e-05	-	AGGTTCCTGAGCCAAGCTGCCTCTAGCGGCCTCTG	V_CTCF_BR	15
chr8	27844136	27844286	id-97434	1	+	NA	NONE	10
chr8	27850178	27850328	id-97435	9.78e-09	-	GCTGTAATGCCACGATTGGCCGCAGGAGGGGGGCC	Upstream_CTCF	39
chr8	27918685	27918835	id-97436	8.17e-09	+	CTGCACGTTTAGTTCAATGCCACCAGATGGCAGCA	UpstreamP1_CTCF	40
chr8	27920607	27920757	id-97437	4.44e-06	+	GGGCAACTGTGTCGTTCTCCCTGCAGAGGGGGGTC	UpstreamP1_CTCF	25
chr8	27930378	27930528	id-97438	7.62e-09	+	CTGCTGTTCCTTCTTGCTGCCACAAGGTGTCAGTT	UpstreamP1_CTCF	40
chr8	27934316	27934466	id-97439	1.24e-05	+	CCAGAGGGTAGAAATAGATCCACTAGGTGGCAGGT	V_CTCF_BR	8
chr8	27943163	27943313	id-97440	8.21e-06	-	TGTTGAAGCTAAGAAATAGCCAGTAGAGGGAGAGC	V_CTCF_BR	33
chr8	27950797	27950947	id-97441	1.73e-05	-	GACCAGAATGGACACACTGACCCTAGGTGGCGGGG	V_CTCF_BR	30
chr8	27974965	27975115	id-97442	9.88e-07	+	GTTTCTGTTCTTGAATTTACCTCAAGAGGGCAACG	Upstream_CTCF	19
chr8	27996615	27996765	id-97443	1	+	NA	NONE	4
chr8	28041282	28041432	id-97444	9.4e-06	+	TGGCAGAACCCCACGCAGGCCATCGGGTGGAGCAC	UpstreamP1_CTCF	23
chr8	28115521	28115671	id-97445	8.23e-05	+	ATGGTATGGTCTGCACATGCCGCTGAGTGGCAGCA	UpstreamP1_CTCF	3
chr8	28126963	28127113	id-97446	1	+	NA	NONE	3
chr8	28176183	28176333	id-97447	8.89e-06	-	ACAGCGCCCTCGCCAGGCAGCACCAGGCGGCACAT	Upstream_CTCF	38
chr8	28181931	28182081	id-97448	2.44e-07	-	GTGGCTGTGCCCTCTACAGCCACATGGTGGCAGTG	Upstream_CTCF	40
chr8	28193487	28193637	id-97449	8.64e-05	+	GCAACAGTGCGCATGCTAAGCACTAGGGGCGTCCC	Upstream_CTCF	7
chr8	28196910	28197060	id-97450	1	+	NA	NONE	4
chr8	28213184	28213334	id-97451	3.4e-06	+	CATGCAATACTAAGCTTCACAGCTAGGTGTCCTCA	Upstream_CTCF	40
chr8	28221020	28221170	id-97452	1.32e-05	+	GTCGCAATGCCATGTAGAGACATGAGATGGCAGCA	Upstream_CTCF	40
chr8	28223163	28223313	id-97453	1	+	NA	NONE	11
chr8	28258750	28258900	id-97454	1.26e-05	+	GCAGCGTTGCCCGGACGCGCCGCTCGGGGCCCAGA	Upstream_CTCF	22
chr8	28259499	28259649	id-97455	1.48e-06	-	GGCACGGGCCGGGACCCCGCCGCTAGTAGGCGGAC	V_CTCF_BR	36
chr8	28269545	28269695	id-97456	5.26e-07	-	GGCGCCCTGCCCGGTCTCCCCTGCAGGCGGCGCGC	Upstream_CTCF	39
chr8	28277148	28277298	id-97457	1.59e-06	-	TGACACCAGCTGAGAATGGACACAAGAGGGCGCTT	V_CTCF_BR	40
chr8	28348283	28348433	id-97458	5.68e-06	+	TGACAGATACACCAGGGAACCAGCAGATGGCATGC	V_CTCF_BR	38
chr8	28351701	28351851	id-97459	1.93e-05	+	CCTGAGGGACGCGCGGCCGCCCGCGGCAGGCGGTG	V_CTCF_BR	2
chr8	28451594	28451744	id-97460	2.44e-07	-	TATGCAATCTGAAACAGCGACGCTAGGGGGAGCCG	Upstream_CTCF	40
chr8	28458646	28458796	id-97461	1.01e-05	+	GAGGAAAGGCTGAGTGGAGCCACCAGAGGGTCCCC	Upstream_CTCF	7
chr8	28463867	28464017	id-97462	2.66e-05	-	AAGATTCCACTTACACGAGGCAGCAGGGGGAGTCA	V_CTCF_BR	25
chr8	28476206	28476356	id-97463	7.44e-06	-	CTTACACTGGCTTTTAGGGGCACTAGGGGCCGCTG	Upstream_CTCF	9
chr8	28479835	28479985	id-97464	9.14e-09	+	GGTGTTGTTGCAGCGGCGCCCGCCAGGAGGCAGCG	Upstream_CTCF	40
chr8	28480899	28481049	id-97465	8.33e-05	+	TTGGCAGATTGGAAGCCCGGGAATAGGGGGCGCTC	Upstream_CTCF	35
chr8	28491338	28491488	id-97466	1.17e-05	+	TCCCTGATTTAGAACAAGACCTCCAGGGGCCGCTA	V_CTCF_BR	37
chr8	28558979	28559129	id-97467	5.77e-08	+	TGTCGGAAATGGCTGCCGGCCGGCAGGGGGAGCGG	V_CTCF_BR	40
chr8	28568959	28569109	id-97468	1	+	NA	NONE	2
chr8	28588344	28588494	id-97469	1.47e-05	-	AAACAACTCTCCCAAGAGAACACAAGGTGGCAGAG	V_CTCF_BR	40
chr8	28597529	28597679	id-97470	2.19e-05	-	GTTGTCAGTGCATAGGACAACACTAGAGGGCCCAA	Upstream_CTCF	9
chr8	28602680	28602830	id-97471	1.81e-06	+	TGAGTGCTAAGCAGGGTGGCCACCAGAGGACGCTG	Upstream_CTCF	40
chr8	28608901	28609051	id-97472	1	+	NA	NONE	1
chr8	28627261	28627411	id-97473	2.59e-06	+	CAGCAACATCCACTCCCTGCAGCCAGGGGGCCATA	UpstreamP1_CTCF	40
chr8	28642285	28642435	id-97474	1	+	NA	NONE	20
chr8	28645393	28645543	id-97475	2.11e-06	-	TTTAATATTTGCACTGCTGCCACTAGGTGGCAACA	V_CTCF_BR	40
chr8	28650964	28651114	id-97476	2.5e-05	+	ATGTCATTTCACCTAGTAACAGGCAGAGGGTGACA	UpstreamP1_CTCF	30
chr8	28653136	28653286	id-97477	1.23e-05	-	TTGCAGTGTCCTCATGTGGAGAAGAGGGGAAGCTC	UpstreamP1_CTCF	10
chr8	28692760	28692910	id-97478	1.81e-06	+	TCTGAATGTCCTTATTCTTCCACAAGGAGGCAGAC	Upstream_CTCF	40
chr8	28742177	28742327	id-97479	3.5e-05	+	ATGACATTACATCCTAAAGACACAGGAGGGCACTC	UpstreamP1_CTCF	34
chr8	28747582	28747732	id-97480	1	+	NA	NONE	25
chr8	28801432	28801582	id-97481	1.55e-05	-	AGGTGTCTCTGTATGTACAACAGTAGAGGGCAGAA	V_CTCF_BR	7
chr8	28824657	28824807	id-97482	1.56e-06	+	TCTGTGCTCACCCCACTGGCCAGAAGGTGGGGTAT	Upstream_CTCF	21
chr8	28861939	28862089	id-97483	1.1e-06	-	TCAAACACCACGCTCCCTTCCACTAGAGGGCTCTC	V_CTCF_BR	40
chr8	28889412	28889562	id-97484	7.55e-07	+	AAGAGGAAGAATGACATGGCCAGTAGTGGGAGCAC	V_CTCF_BR	14
chr8	28893158	28893308	id-97485	4.01e-05	-	TAATGAAGAAAAAGAACATGCACAAGAGGGCAGTG	V_CTCF_BR	29
chr8	28920827	28920977	id-97486	1.48e-05	+	CTGTAAGGTGTTCAGTCTACCTCAAGGGGTCATCA	UpstreamP1_CTCF	4
chr8	28934532	28934682	id-97487	1	+	NA	NONE	21
chr8	28945086	28945236	id-97488	5.86e-07	+	AGCGCAGTTCCACGCTGCGTCGGTAGAGGCCACCA	Upstream_CTCF	39
chr8	28983487	28983637	id-97489	1	+	NA	NONE	24
chr8	28984780	28984930	id-97490	2.66e-05	-	ACATTTTTCTCAACATCAGCCTGTAGGGGTCTCTC	V_CTCF_BR	36
chr8	28994821	28994971	id-97491	1.93e-05	+	CACACAAAAACTATAACCACCACAAGGTGTCAGAG	V_CTCF_BR	39
chr8	29027866	29028016	id-97492	1	+	NA	NONE	33
chr8	29034608	29034758	id-97493	4.11e-07	-	CCGCATCCCTGGCTTCTCCCCACTAGATGGCGATA	UpstreamP1_CTCF	40
chr8	29145587	29145737	id-97494	7.55e-07	+	CACTGCCCTCCAGTCACTGCCACTGGGTGGCAGAG	V_CTCF_BR	6
chr8	29172342	29172492	id-97495	8.89e-06	-	CTTGTTAAACCACAAACATCCACTAGATGGCCATT	Upstream_CTCF	40
chr8	29173189	29173339	id-97496	1	+	NA	NONE	30
chr8	29177965	29178115	id-97497	8.89e-06	-	CTTGTTAAACCACAAACATCCACTAGATGGCCATT	Upstream_CTCF	40
chr8	29197816	29197966	id-97498	1.77e-09	+	CTGGCGTGCTCCATATTGGCCACTAGGTGGCGCTG	UpstreamP1_CTCF	40
chr8	29205216	29205366	id-97499	1.82e-07	+	TGGCCAGGCACCTCGCCACCCACCAGAGGGCTGTC	V_CTCF_BR	24
chr8	29205645	29205795	id-97500	4.17e-05	+	CCCGCGCTCTCCATCGGGGGGACTCGAGGGCAGCG	Upstream_CTCF	9
chr8	29207495	29207645	id-97501	9.31e-05	-	TGCGCTGTAACACCATCGTGCGGCGGCGGGCTAAG	Upstream_CTCF	21
chr8	29208147	29208297	id-97502	8.5e-06	+	AATGCTCCTCCGCGCTCCCGGGGGAGGGGGCGCTA	Upstream_CTCF	18
chr8	29208598	29208748	id-97503	1.54e-05	+	GTGCCGCCGCTGCACCCCGCCGCTAGGCGGGCGGC	UpstreamP1_CTCF	38
chr8	29262927	29263077	id-97504	7.27e-06	+	ATTTCCTTTATCCAGTTCACCACTGGGGGGCACCT	V_CTCF_BR	18
chr8	29270959	29271109	id-97505	3.36e-05	+	CTCCTAGTCAGCCACATGACCACAGGGGGGACAAC	UpstreamP1_CTCF	17
chr8	29360591	29360741	id-97506	1.17e-05	-	AAGACTTTCAGTGGGTGAACCACTAGATGGAAACA	V_CTCF_BR	14
chr8	29369228	29369378	id-97507	1.5e-05	+	GGTTTGGCTTCAGCAGAGTCCAGCAGGGGAGGGAG	Upstream_CTCF	15
chr8	29383916	29384066	id-97508	8.58e-06	+	TTGTAATGACAAGTGCTAACAGGAAGGTGGTGGCA	UpstreamP1_CTCF	8
chr8	29417522	29417672	id-97509	2.1e-06	+	CTTGGGCTTCCTTCCTTGGCCTCAAGGGGCCTCCG	Upstream_CTCF	20
chr8	29435599	29435749	id-97510	7.11e-06	+	CTTTCACGTCCCTTATTCATCACCAGGGGCTGCTG	Upstream_CTCF	9
chr8	29476544	29476694	id-97511	4.51e-05	+	CTTGTTTCCTTGTTGGCTGCCACTAGGGGACCGTT	Upstream_CTCF	14
chr8	29493584	29493734	id-97512	2.91e-05	-	GCTGTTGTTGTAATGGGATGCCCCAGGGAGCTGGC	Upstream_CTCF	21
chr8	29504922	29505072	id-97513	5.96e-07	+	GCAGAGTGAGAGACGCCTATCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr8	29522889	29523039	id-97514	2.47e-05	-	TGAGCCTTTACTTAGCAAGCCCACAGAGGGCACAG	Upstream_CTCF	15
chr8	29580624	29580774	id-97515	2.38e-07	-	GTCGGCTTGGATTATACTTCCACTAGGGGGCGCTC	V_CTCF_BR	40
chr8	29631563	29631713	id-97516	6.21e-05	+	CTCAGTGTTCAGGAAGCTGCCAGATGGTGGTGATG	V_CTCF_BR	11
chr8	29659247	29659397	id-97517	1	+	NA	NONE	2
chr8	29665183	29665333	id-97518	1	+	NA	NONE	17
chr8	29692221	29692371	id-97519	8.56e-05	-	TGGGACTTCTGCCTTATGCCCACTAGGGGATTTTG	UpstreamP1_CTCF	17
chr8	29713708	29713858	id-97520	4.31e-07	+	CAGACAGAATCTCCCAGAGCCTCCAGAGGGAGCAC	V_CTCF_BR	1
chr8	29719455	29719605	id-97521	1	+	NA	NONE	30
chr8	29732624	29732774	id-97522	1.7e-05	-	GGTGCAGTACCGGGAACTGTCCAGAGAGGCACCCT	Upstream_CTCF	40
chr8	29814473	29814623	id-97523	4.17e-05	+	AAGTTAGTTCAACTTAAAACCACCAGAGGTCCATT	Upstream_CTCF	24
chr8	29851210	29851360	id-97524	5.48e-05	-	TTTGAACTTGGAAGTTCTGCCAGTGGGATGCGCTG	Upstream_CTCF	6
chr8	29856729	29856879	id-97525	6.39e-05	-	ACTGTCTTCTAAACATTCCCAGCCGGGTGGCACAC	Upstream_CTCF	4
chr8	29858430	29858580	id-97526	1.47e-05	-	AGTTAAGGCCTCTGACTAAACACTAGAGGGTAGTC	V_CTCF_BR	36
chr8	29863431	29863581	id-97527	3.56e-05	-	GACTTTATTCCCTGGTTGACCAGTAGGAGAAGCAA	Upstream_CTCF	30
chr8	29873704	29873854	id-97528	9.06e-08	-	TTGTTGCTTTCAGCATTCTCCACCAGATGGCTCCA	UpstreamP1_CTCF	39
chr8	29908684	29908834	id-97529	6.82e-05	-	AAGTACATTTTCTCTTTTATCACTAGAGGGCAATA	V_CTCF_BR	40
chr8	29918123	29918273	id-97530	1	+	NA	NONE	6
chr8	29940485	29940635	id-97531	9.51e-07	-	TCGGGCCGTTCCTTCGCCGCCGCCAGGGGTAGCGG	V_CTCF_BR	39
chr8	30001663	30001813	id-97532	9.71e-06	-	GCAGGAGACCTGCTTAAGCCCAGGAGGTGGAGGTT	Upstream_CTCF	9
chr8	30015215	30015365	id-97533	1.1e-05	-	TTTTCTTTGTCAAAAATAGTCAGCAGAGGGAGCTC	V_CTCF_BR	39
chr8	30027043	30027193	id-97534	1	+	NA	NONE	5
chr8	30027852	30028002	id-97535	4.65e-10	+	CTGTAGTTTGGCAATGCTGCCAGCAGGTGGAGGTG	UpstreamP1_CTCF	40
chr8	30046087	30046237	id-97536	2.02e-06	+	ATGTAGACCTGCTGTTTTAACACAAGAGGGCACCA	UpstreamP1_CTCF	40
chr8	30077109	30077259	id-97537	1.38e-06	-	TCTGACCAGAAAGGAATGGCCAGCAGGTGGAGAGA	V_CTCF_BR	2
chr8	30085251	30085401	id-97538	3.68e-10	+	GCTGCAGTATTTCAATTTGCCAGCAGGTGTCACCC	Upstream_CTCF	40
chr8	30085565	30085715	id-97539	1.28e-06	+	ATTGCATGGCTTACTCTGCCCAGGAGAGGGCTAAG	Upstream_CTCF	9
chr8	30088263	30088413	id-97540	1.47e-05	+	GGAGAAGCAAGTACCTTCTTCACAAGGTGGCAGCA	V_CTCF_BR	40
chr8	30130328	30130478	id-97541	1	+	NA	NONE	13
chr8	30140486	30140636	id-97542	6.48e-05	-	ATGCCAGGACCTACTGTGAGCTGAAAGTGGAAGCA	UpstreamP1_CTCF	30
chr8	30190475	30190625	id-97543	3.22e-07	+	GCTGCAGAGCAGACAGCAGCCACCAGGAGCCCAGC	Upstream_CTCF	15
chr8	30216277	30216427	id-97544	1	+	NA	NONE	2
chr8	30239876	30240026	id-97545	1.56e-06	-	CCCTCAATTACATGAGGAACCACGAGGGGGCAATG	Upstream_CTCF	40
chr8	30264464	30264614	id-97546	7.02e-05	+	CCTAAGTTTCTTTTTTATTCCAGCAGGGTGCAGTG	UpstreamP1_CTCF	36
chr8	30356708	30356858	id-97547	2.58e-05	-	TCATTGCTCCTCCCTGCTGCCACCAGACGGAGTCT	Upstream_CTCF	11
chr8	30395022	30395172	id-97548	4.21e-05	+	AGAGAATATGTCTTTATCATCAGTAGGTGGAGCTA	V_CTCF_BR	26
chr8	30404847	30404997	id-97549	4.31e-07	+	CATACCAACCTACTGCAGACCAGCAGAGGGAGCTC	V_CTCF_BR	40
chr8	30413466	30413616	id-97550	1.22e-08	-	GCTCCGCTGCGCCCAGCTTCCAGCAGAGGGCAGTG	V_CTCF_BR	40
chr8	30423014	30423164	id-97551	1.04e-05	+	CGGCTCAGAGGCAGCCGTGCCTGCAGGGGGAGTAT	V_CTCF_BR	20
chr8	30432922	30433072	id-97552	1.21e-06	+	ACTGTCGTTCTTTACACTGCAGCCAGAGGGGGGCC	Upstream_CTCF	16
chr8	30458364	30458514	id-97553	1.24e-05	-	TGAAGATTTTCGTTTCGTTCCACTAGGTGGCAACC	V_CTCF_BR	40
chr8	30462627	30462777	id-97554	2.28e-05	-	ATTTTAGTGTTAAGTCTGCTCTGCAGATGGCAGCA	Upstream_CTCF	34
chr8	30515525	30515675	id-97555	1.84e-05	-	GCGCTGGGCGTGCGTGCGGGCAGGCGGGGGCGCTG	UpstreamP1_CTCF	16
chr8	30524468	30524618	id-97556	2.02e-06	+	TTTTATTTCCAATGGATGACCACAAGATGGCGTTA	UpstreamP1_CTCF	40
chr8	30529346	30529496	id-97557	4.14e-06	+	AGGGGAAGTGGACACTTTATCACCAGGTGGCAGGA	V_CTCF_BR	9
chr8	30584166	30584316	id-97558	8.9e-05	+	CTGCAGTGAGCTATGATGGCCACTGCACTCTAGCC	UpstreamP1_CTCF	11
chr8	30585158	30585308	id-97559	7.73e-06	+	CCTGCCTGCAGGCCATGGCACGGGAGAGGGCGCGC	V_CTCF_BR	28
chr8	30599394	30599544	id-97560	1	+	NA	NONE	21
chr8	30601595	30601745	id-97561	8.59e-05	-	AGCCATGGTGGCGGAAGCGCCTGGTGCAGGCGGAA	V_CTCF_BR	11
chr8	30612009	30612159	id-97562	1.41e-05	+	TGGCAGTGGCTCTGTTCAGCCAGCAGGGTTCTTAC	UpstreamP1_CTCF	16
chr8	30624908	30625058	id-97563	1.24e-05	+	GAGAATCGCTTGAACTCGGCCAGCAGAGGTTTCAG	V_CTCF_BR	19
chr8	30670373	30670523	id-97564	5.38e-05	-	GGACCGTTTCTCCGCCAAGCCACGCGAGGGCGCTG	V_CTCF_BR	40
chr8	30766028	30766178	id-97565	1	+	NA	NONE	18
chr8	30769863	30770013	id-97566	5.12e-06	-	CTGGAGGCGCAGTTTGTAGTCAGCAGAAGGCAGCG	UpstreamP1_CTCF	7
chr8	30770431	30770581	id-97567	1	+	NA	NONE	12
chr8	30776561	30776711	id-97568	5.01e-06	+	GGGTAAATTGTCATTTCATCCAGTAGAGGGCAGCT	V_CTCF_BR	40
chr8	30781095	30781245	id-97569	1	+	NA	NONE	7
chr8	30789089	30789239	id-97570	1	+	NA	NONE	12
chr8	30848980	30849130	id-97571	1	+	NA	NONE	38
chr8	30914416	30914566	id-97572	8.13e-06	-	TTTGTAACTCATTCTTTCACCACTGGGGGAGAGAG	Upstream_CTCF	35
chr8	30964426	30964576	id-97573	1	+	NA	NONE	18
chr8	30965030	30965180	id-97574	4.65e-05	-	AAAAATGATACTACTATAACCACCAGGTGGCATGT	V_CTCF_BR	40
chr8	31042923	31043073	id-97575	1.96e-07	-	CCGAAATTACCAAATCTGACCAGTAGATGGTGCTC	UpstreamP1_CTCF	40
chr8	31046879	31047029	id-97576	1.7e-05	-	GAAGGAGATCCTACGGCTGCCACCAGGCGCATCGC	Upstream_CTCF	2
chr8	31109688	31109838	id-97577	6.47e-10	+	TCTGCAGTTTCTATGTTCACCACTGGAGGGCAGGC	Upstream_CTCF	40
chr8	31156523	31156673	id-97578	1	+	NA	NONE	4
chr8	31246581	31246731	id-97579	1.11e-05	+	TATGCAGTTATGTTCTTGACCAGATGAGGTCTTCC	Upstream_CTCF	4
chr8	31322096	31322246	id-97580	3.8e-07	-	GCTGCTAATCCAAGACCAACCAGGAGAAGGCAGTA	Upstream_CTCF	32
chr8	31354948	31355098	id-97581	8.34e-07	-	GAGCTGGGACCTAGACCGCTCAGTAGGGGGCGCTT	UpstreamP1_CTCF	30
chr8	31453688	31453838	id-97582	7.84e-05	+	TTAAACCTTCAGTATCTAAACACCAGGAGGTGCTC	V_CTCF_BR	32
chr8	31497707	31497857	id-97583	5.77e-08	+	AGGTGCACCCGCAGCGGCGGCAGCAGGGGGCACTC	V_CTCF_BR	24
chr8	31499497	31499647	id-97584	1	+	NA	NONE	4
chr8	31503849	31503999	id-97585	2.4e-05	+	CCCAGTGCAAGGGAACATACCTGATGAGGGCACTA	V_CTCF_BR	6
chr8	31523372	31523522	id-97586	1	+	NA	NONE	11
chr8	31578520	31578670	id-97587	1	+	NA	NONE	6
chr8	31653198	31653348	id-97588	9.81e-06	-	AGAAACCTAAGCACCTTAACCACTAGGAGGCTGCC	V_CTCF_BR	2
chr8	31654182	31654332	id-97589	1.71e-06	+	CGTGAGCCACTGCGCCCGGCCAGAAGGTGGAGTGC	V_CTCF_BR	6
chr8	31795353	31795503	id-97590	5.51e-07	-	CAGGGCTGATAGAGAAAGACCACCAGGTGGAGGCA	V_CTCF_BR	1
chr8	31825134	31825284	id-97591	4.04e-08	+	GTGCAGTGGCACCAAGTGACAGCAAGAAGGCAGCA	UpstreamP1_CTCF	9
chr8	31896294	31896444	id-97592	1	+	NA	NONE	28
chr8	31985627	31985777	id-97593	3.11e-05	+	TAACATGAGGTGTTTTCTTCCACTTGGTGGAGCTG	V_CTCF_BR	37
chr8	32016407	32016557	id-97594	4.88e-05	+	TCCTCCCACCAGAGTCTGTCTGGCAGGGGTCAGTG	V_CTCF_BR	2
chr8	32020280	32020430	id-97595	9.39e-07	-	CATGTAATAAAGATTTTACCCAGCAGGTGGGAGTA	Upstream_CTCF	35
chr8	32081147	32081297	id-97596	1.56e-06	-	CAGCATCTACAAAGTGCAGTCACTAGAGGGCATCA	UpstreamP1_CTCF	40
chr8	32082904	32083054	id-97597	8.81e-07	+	CTAAAACTATTTTATGGGGCCACCAGGTGGCAGTT	V_CTCF_BR	37
chr8	32137681	32137831	id-97598	1	+	NA	NONE	25
chr8	32169486	32169636	id-97599	1.69e-05	+	GAACTGTCCCACGGCAAGACCACAAGGTGGGGCAG	UpstreamP1_CTCF	21
chr8	32175323	32175473	id-97600	2.4e-05	+	AGCTTTCTTTCCCCCTGAAGCAGTAGAGGGTGCTA	V_CTCF_BR	35
chr8	32189231	32189381	id-97601	4.65e-05	+	AGACCGATGCTTAGTAAAACCTACAGGGGGAAGCA	V_CTCF_BR	26
chr8	32211111	32211261	id-97602	1.92e-05	-	CAGTTCCTCCACATTCCTGCCACTAGTTGCTACAG	UpstreamP1_CTCF	36
chr8	32240861	32241011	id-97603	1.99e-07	+	GACCCGTCATTGAGGGTAGCCACCAGAGGGCTACC	V_CTCF_BR	12
chr8	32403964	32404114	id-97604	2.23e-06	-	CTGAAATAACTCTGTTTTCCCAGGAGGGGGCCACT	UpstreamP1_CTCF	39
chr8	32404709	32404859	id-97605	1.19e-06	+	CCTTGCTCTTTAGAATTCTCCACCAGAGGGAGGAC	V_CTCF_BR	37
chr8	32405501	32405651	id-97606	6.19e-06	-	GCGCGGCTGCCGGGAACCCCCGACAGGGGTCGCTG	UpstreamP1_CTCF	35
chr8	32406079	32406229	id-97607	1	+	NA	NONE	33
chr8	32406673	32406823	id-97608	7.55e-07	-	CGGCCCATTCCAGCGTTTCCCGCTAGAGGGCACAC	V_CTCF_BR	40
chr8	32411653	32411803	id-97609	1	+	NA	NONE	22
chr8	32412307	32412457	id-97610	3.65e-07	+	CCATGTCACCTTTTTCTGGCCTCCAGAGGGTGCTC	V_CTCF_BR	40
chr8	32418636	32418786	id-97611	3.11e-05	+	TACCATGCTATACTTTCAGTCTCAAGATGGCACTA	V_CTCF_BR	10
chr8	32466278	32466428	id-97612	2.1e-06	-	ATTGCCATGAAGAATATGGCCACGTGGGGGCAAGA	Upstream_CTCF	0
chr8	32582747	32582897	id-97613	3.29e-05	-	TGTGCTGTCACCACGCAGTCCTGCAGAGGAACTCT	Upstream_CTCF	8
chr8	32593892	32594042	id-97614	3.31e-06	-	TTGCTCTCTCTCTGTGTAAACTCGAGGTGGCAGTG	UpstreamP1_CTCF	31
chr8	32596625	32596775	id-97615	1.37e-05	+	ACAGCAAGATACCACAGTGCCGAGAGAGGGCGTTT	Upstream_CTCF	14
chr8	32608269	32608419	id-97616	8.21e-06	+	CATCTCCAAAGAGGGAGAAACACAAGGGGGAGCAC	V_CTCF_BR	6
chr8	32732232	32732382	id-97617	1	+	NA	NONE	1
chr8	32785460	32785610	id-97618	6.21e-05	-	GAAGGACCACAGGTAGAGGTCGGTAGAGGTCAGCA	V_CTCF_BR	18
chr8	32803035	32803185	id-97619	1.19e-06	+	GTTGGAGATGCTTGGTTGGGCACTAGGGGGAGCAC	V_CTCF_BR	24
chr8	32809092	32809242	id-97620	5.41e-06	-	TCTGAAGCAATCGGTCCTGCCACTAGGGGCATATG	Upstream_CTCF	30
chr8	32821564	32821714	id-97621	1.38e-06	+	GACTCTGGTTTTGTCTTTGCCACTAGATGGCTGAG	V_CTCF_BR	7
chr8	32837165	32837315	id-97622	2.19e-08	+	TGTGTTGGCTGGCCTCCTGCCAGTAGGTGGCACTC	V_CTCF_BR	13
chr8	32853545	32853695	id-97623	1	+	NA	NONE	28
chr8	32885547	32885697	id-97624	2.37e-05	+	TCAGAAACTGTAGTCACAACCACTAGGTGATGCTA	Upstream_CTCF	33
chr8	32964240	32964390	id-97625	5.9e-06	-	GGGATATTTTGAAGACTGTCCACTAGATGGCATTA	UpstreamP1_CTCF	40
chr8	33101827	33101977	id-97626	3.05e-07	-	AAGGCATTTCCCAGGACTCCCAGAGGGTGGCAGTA	Upstream_CTCF	40
chr8	33192362	33192512	id-97627	6.34e-08	-	AATGTAATCCATCAATTCACCAGCAGGTGTCACTG	Upstream_CTCF	39
chr8	33278749	33278899	id-97628	1.65e-07	-	ATGCTTGTCCCACAAAGTGACACTAGAGGGCAGTG	UpstreamP1_CTCF	40
chr8	33282243	33282393	id-97629	1.17e-05	-	TGGCCTGTTCCATTTGGCGACAAGAGGGGGCAGCA	V_CTCF_BR	40
chr8	33326931	33327081	id-97630	7.1e-07	+	GTGCAAATTTCAGGAGAGACCAGTAGAGGACAGTA	UpstreamP1_CTCF	34
chr8	33329263	33329413	id-97631	9.26e-05	+	ATTCACTGTTACACACTGCCATCTAGCAGGAAGCG	UpstreamP1_CTCF	37
chr8	33330796	33330946	id-97632	1	+	NA	NONE	37
chr8	33373604	33373754	id-97633	1.15e-06	+	TCAGCTTTCCCTTCTCTGACCAATTGGTGGCACTC	Upstream_CTCF	33
chr8	33403348	33403498	id-97634	1	+	NA	NONE	36
chr8	33405152	33405302	id-97635	3.8e-07	-	GCTGCCTGGCCCTTTTCTGCCAGTAGAGGGAAAAA	Upstream_CTCF	38
chr8	33423762	33423912	id-97636	1	+	NA	NONE	36
chr8	33424308	33424458	id-97637	1	+	NA	NONE	9
chr8	33427444	33427594	id-97638	6.8e-06	+	TCTCACTCCTCCACCCTCACCACCAGGTGACTCAG	UpstreamP1_CTCF	13
chr8	33448561	33448711	id-97639	8.46e-07	-	GCTGTTGTTTCCAGGTAGTCCACAAAGGGGCAGCA	Upstream_CTCF	40
chr8	33482232	33482382	id-97640	4.71e-06	+	GGAGGAATTCACATCTCAGCCACTGGAGGCTGCTC	Upstream_CTCF	37
chr8	33497803	33497953	id-97641	2.23e-06	-	TTGTGCTTTAACGTTCTTTCCACCAGGTGGCGTGT	UpstreamP1_CTCF	40
chr8	33498129	33498279	id-97642	1	+	NA	NONE	4
chr8	33539100	33539250	id-97643	4.73e-07	+	ACAGCAACTCCACTTCCATACGGCAGGTGGCATCA	Upstream_CTCF	40
chr8	33605364	33605514	id-97644	6.21e-05	-	CCAAAAGATCTGGAGGAGGCCAGAAGAGGGCCCTA	V_CTCF_BR	2
chr8	33635628	33635778	id-97645	1	+	NA	NONE	6
chr8	33653526	33653676	id-97646	1	+	NA	NONE	3
chr8	33658074	33658224	id-97647	1	+	NA	NONE	6
chr8	33663370	33663520	id-97648	1.04e-05	+	GAAGGACAATCCCTTCTCAGCTGTAGGTGGCACTG	V_CTCF_BR	38
chr8	33796804	33796954	id-97649	4.65e-05	+	ATTTTTTGCATCAGACTGGCAGGCAGGGGGAGACA	V_CTCF_BR	24
chr8	33897037	33897187	id-97650	6.82e-05	-	GTGAGAAAGTCCTGCCCTCAAAGTAGGGGGCAGCA	V_CTCF_BR	2
chr8	33969832	33969982	id-97651	1	+	NA	NONE	7
chr8	33994732	33994882	id-97652	1.56e-05	+	ATTTGAATCCTCCTACTCTACAGTAGGTGGAGACA	Upstream_CTCF	7
chr8	34137364	34137514	id-97653	1.01e-05	-	ACCTCACCTCTGAAAACCACCACAAGGGGGACTAA	Upstream_CTCF	18
chr8	34155736	34155886	id-97654	5.01e-06	+	CCTGACGGGGAGACATCTCCCAGCAGGGGTCGACA	V_CTCF_BR	5
chr8	34193501	34193651	id-97655	8.21e-06	+	GGCCATTTGCATGTGCAGGCCACCTGGGGGCTACA	V_CTCF_BR	2
chr8	34363397	34363547	id-97656	5.08e-05	+	AATGTCATCCCCTCTTTTTTAACTAGAGGGCATCG	Upstream_CTCF	8
chr8	34541766	34541916	id-97657	6.49e-06	+	GCTGCAGTCCAAGCAAAGAAAGAAAGAGGGCAGTA	Upstream_CTCF	26
chr8	34586092	34586242	id-97658	4.01e-05	+	AATTCTTGATGCACTTCTTCCTGTAGAGGGAGCTT	V_CTCF_BR	6
chr8	34593586	34593736	id-97659	1.14e-06	+	TTGCTGGCTGAGCTATTGGCCACCTGGTGGAGGCT	UpstreamP1_CTCF	4
chr8	34627749	34627899	id-97660	1.01e-05	+	AGAGGAATTCCTTGAAAGGACAGCAGGGTGTAGCA	Upstream_CTCF	8
chr8	34677294	34677444	id-97661	4.71e-06	+	GGCGATGTACCATGCTTCCACACCGGAGGGAGGCA	Upstream_CTCF	10
chr8	34748824	34748974	id-97662	2.1e-05	-	CATGGAAAGGATCCCTATTCCACTAGGTGTCGCTG	Upstream_CTCF	32
chr8	34806250	34806400	id-97663	1.64e-05	+	TGTCTTTGTGTCCCACAGTCCAGCAGGGGTCTCTA	V_CTCF_BR	23
chr8	34981137	34981287	id-97664	3.2e-08	+	TCAGGAGTTCCCCTATTGCCCACAAGGAGGCTCCC	Upstream_CTCF	28
chr8	35009839	35009989	id-97665	7.11e-06	+	CGTCCTCTGCCGCTTGTTACCGATAGGTGGAGCTG	Upstream_CTCF	40
chr8	35018932	35019082	id-97666	5.01e-06	+	ACTCCATGCTAACCTCTGGACAGTAGGTGGCAAAG	V_CTCF_BR	4
chr8	35098546	35098696	id-97667	1	+	NA	NONE	2
chr8	35184330	35184480	id-97668	8.21e-05	+	TGCACTGGTGCGTTCAGGGCCTCTGGATGTTGGCA	V_CTCF_BR	20
chr8	35296843	35296993	id-97669	1.59e-06	+	GTTTGCTGCTCCTTGTTGGCCAGTTGGGGGCAACA	V_CTCF_BR	22
chr8	35324007	35324157	id-97670	1.93e-05	+	GCTTTAGAGTCCTAAATGCCCACAAGATGGTGTTA	Upstream_CTCF	12
chr8	35346033	35346183	id-97671	2.38e-07	-	TAATGCTGTATCCTCAGGGCCACCAGGTGGCAACC	V_CTCF_BR	29
chr8	35402967	35403117	id-97672	6.98e-07	-	TGGTGCAGCAAAGCCCTGCCCAGTAGGTGGCTGCC	V_CTCF_BR	6
chr8	35453080	35453230	id-97673	2.78e-06	+	GATTGTACTGCACTGCCGCCCACCAGAGGGAGTCC	V_CTCF_BR	34
chr8	35464559	35464709	id-97674	1.18e-05	+	GGGTGCTTTTCAGCTGTAACCACAAGGAGGAGAGC	UpstreamP1_CTCF	4
chr8	35622653	35622803	id-97675	4.31e-05	-	GTTCACATTCCCATTCTGACCACAAGAGGCACTCA	UpstreamP1_CTCF	16
chr8	35685104	35685254	id-97676	1	+	NA	NONE	6
chr8	35715487	35715637	id-97677	1.54e-05	+	TTGCAGTTTGGACTGCAATTCAATAGATGGCGCTT	UpstreamP1_CTCF	19
chr8	35744745	35744895	id-97678	5.41e-07	-	ACGTAGTTACCCTCCACCGACACCAGATGGCCTTC	UpstreamP1_CTCF	38
chr8	35998874	35999024	id-97679	1	+	NA	NONE	39
chr8	36169116	36169266	id-97680	1	+	NA	NONE	1
chr8	36173161	36173311	id-97681	6.82e-05	-	AGAAGAATGCTTTTATTCTCCACCAGGTGTCTCCT	V_CTCF_BR	3
chr8	36363296	36363446	id-97682	5.68e-06	-	TTCTTAGACTCAAGGCCAACCACCAGGTGTCTCTC	V_CTCF_BR	8
chr8	36631223	36631373	id-97683	9.62e-08	-	TCGCTCTTGGGAAATTTTGCCACCAGAGGGCAATA	UpstreamP1_CTCF	36
chr8	36634137	36634287	id-97684	1.48e-06	-	ATGAGTCTTCTCCATTCAGCCAGTAGATGGAAGTA	V_CTCF_BR	26
chr8	36645927	36646077	id-97685	3.97e-05	-	AACTACTTCCACCATAAGACCAACTGATGGCAGCA	UpstreamP1_CTCF	2
chr8	36716513	36716663	id-97686	6.84e-06	+	TGTTACTGACTTCAATTTGCCAGATGATGGCAGCA	V_CTCF_BR	40
chr8	36924373	36924523	id-97687	1	+	NA	NONE	23
chr8	36929772	36929922	id-97688	8.56e-05	-	AAGCAGAGACCTGGCCATTCCACAGGGGGCAGTCA	UpstreamP1_CTCF	4
chr8	36932894	36933044	id-97689	5.92e-05	-	CTTTCCAATTGCTACCCTTCCAGTAGGGGTCATTG	V_CTCF_BR	38
chr8	36934165	36934315	id-97690	1.52e-07	+	CAGCCCAGCTGGAAACGGGACACCAGAGGGCTCCG	V_CTCF_BR	2
chr8	36948468	36948618	id-97691	1.82e-07	+	ATTAGCAGGCTCCTTCCAGACAGCAGAGGGCACTG	V_CTCF_BR	40
chr8	36957290	36957440	id-97692	1	+	NA	NONE	18
chr8	36957614	36957764	id-97693	7.6e-05	-	CTTCAGGCATCCTGCAGCTGCGCTAGAGGTCAGTT	UpstreamP1_CTCF	21
chr8	36996499	36996649	id-97694	1	+	NA	NONE	5
chr8	37009864	37010014	id-97695	1	+	NA	NONE	21
chr8	37010840	37010990	id-97696	3.33e-09	-	GGGGTAGTTGTATCAGTAGCCACCAGAGGGCAGCA	V_CTCF_BR	40
chr8	37016844	37016994	id-97697	2.28e-05	-	GATGTTATTTTGAGAGTGGCCTCTGGGGACAGTCA	Upstream_CTCF	31
chr8	37037454	37037604	id-97698	4.11e-07	+	CAGCAGCAGGGGTCACTGTGCACCAGCGGGAGGAG	UpstreamP1_CTCF	39
chr8	37038452	37038602	id-97699	1.92e-05	+	CTGCCGTTATATTTGCCATCCACTGGGTGTCCTGC	UpstreamP1_CTCF	8
chr8	37041932	37042082	id-97700	3.63e-06	-	TTTCAGGCTATATTAGGGCCCAGCAGGTGGTGCCA	V_CTCF_BR	13
chr8	37066667	37066817	id-97701	6.51e-05	+	CCTTAAGAAGGCTCCCTAACATCTAGATGGCGACG	V_CTCF_BR	19
chr8	37086656	37086806	id-97702	2.15e-05	+	TAGAATGATGCAAAGTTGCACAGCAGGGGGAACCT	V_CTCF_BR	18
chr8	37120120	37120270	id-97703	9.26e-05	-	GTGCAATTGCGCCGCCCTGTCGGTAGCTAGCTACT	UpstreamP1_CTCF	9
chr8	37160090	37160240	id-97704	7.84e-05	-	TGGAGCCAACCCATTCTGGCCAAGAGGGGGCTTTT	V_CTCF_BR	9
chr8	37185941	37186091	id-97705	6.8e-06	-	TATGTAATGCACGTTCCTGCCTGCAGGGAGGCCCT	Upstream_CTCF	39
chr8	37188306	37188456	id-97706	5.92e-05	+	GTATCCTCCCAAAGCAGGGAAGGTAGGTGGCAGCA	V_CTCF_BR	6
chr8	37194436	37194586	id-97707	1	+	NA	NONE	4
chr8	37217871	37218021	id-97708	3.84e-06	+	CTGATGCTCCTGCTAGTGGCAGCTAGAGGGACCTC	UpstreamP1_CTCF	38
chr8	37248093	37248243	id-97709	1.63e-09	+	GCTGCAGTGTGCCTCTGGGCCAGAAGGGGGAGGCT	Upstream_CTCF	40
chr8	37263203	37263353	id-97710	2.1e-05	+	ATGTGGCTTCCTCCATCCACAGCCAGGTGGCTTCA	UpstreamP1_CTCF	7
chr8	37269997	37270147	id-97711	4.21e-05	+	TTCACAACCCTCTCTCCCTCCTCTAGGGGGTGAAA	V_CTCF_BR	14
chr8	37277168	37277318	id-97712	1.04e-06	+	CTTGGAATATCTGCTCACTCCACCAGGTGCTGCTC	Upstream_CTCF	12
chr8	37367221	37367371	id-97713	1	+	NA	NONE	18
chr8	37374196	37374346	id-97714	3.66e-06	-	TGGCTATAGTGGGAAGTGGCCAGATGGGGGTGGTA	UpstreamP1_CTCF	17
chr8	37375008	37375158	id-97715	8.13e-06	-	CTTGGTAATTTCAGGGCGGCCAGCAGGGAGAGGGA	Upstream_CTCF	7
chr8	37379682	37379832	id-97716	4.21e-05	+	GGCTCTTTCCCCCCTTGCTCCCCATGGGGGCGGGC	V_CTCF_BR	1
chr8	37391581	37391731	id-97717	4.7e-06	-	TGCATTCTCTCTGCAGAGACCAGCAGGAGGAGCCC	V_CTCF_BR	32
chr8	37395822	37395972	id-97718	1	+	NA	NONE	38
chr8	37397201	37397351	id-97719	2.6e-05	-	CTGCAAGGCCCTTGGCTCTCCTGCAGGGACTTCTC	UpstreamP1_CTCF	13
chr8	37405723	37405873	id-97720	4.02e-07	-	AATGCAGTGGCTGAAGTCTCCTCCGGGCGGAGCGG	Upstream_CTCF	26
chr8	37409178	37409328	id-97721	5.08e-07	+	CATACCCCCAGATTCTCTCCCACCAGAGGGAGCTG	V_CTCF_BR	34
chr8	37414234	37414384	id-97722	1.21e-06	-	CTGCCACAGCAAGCCCCTGCCTCTAGGGGGATGCT	UpstreamP1_CTCF	14
chr8	37424449	37424599	id-97723	3.56e-05	-	TGGGCCTTAATCTTTTTGTCCCGCAGGTGGGGTAA	Upstream_CTCF	1
chr8	37430818	37430968	id-97724	5.63e-06	-	CTGCACCACCCCCTGGAAGTCAGGAGAAGGGAGTC	UpstreamP1_CTCF	12
chr8	37449095	37449245	id-97725	3.81e-05	+	CTTCAGGCATCACCTATCTCCTCTAGGCTGCGCTC	UpstreamP1_CTCF	7
chr8	37476762	37476912	id-97726	2e-06	-	TCAGTGATCCCCTCAAAGGACAGCAGGGGGTGTCT	Upstream_CTCF	33
chr8	37483801	37483951	id-97727	1.85e-05	-	ACTGCACTGTGACCTGGGGAAGCCTGGAGGCAGCA	Upstream_CTCF	11
chr8	37487877	37488027	id-97728	2.2e-06	-	TGTGCAGGAAGAGCTGGGGCCTCTAGGGTGCAGTC	Upstream_CTCF	27
chr8	37539337	37539487	id-97729	3.65e-07	-	GCCCTGGGGGCAAAGATAGCCAGCAGAGGTCTCCA	V_CTCF_BR	3
chr8	37552008	37552158	id-97730	4.65e-06	+	AGGCAGTGACACCAGCGCGCCTCCACTGGCCGCCG	UpstreamP1_CTCF	39
chr8	37552734	37552884	id-97731	2.43e-06	-	TTCAAGCCTCTCCCAGAGGCCGCCTGGGGGCAGGC	V_CTCF_BR	39
chr8	37557908	37558058	id-97732	6.2e-10	-	CCTGTCGCTCGTCTTCCTGCCACCAGGTGGCGCCA	V_CTCF_BR	40
chr8	37559248	37559398	id-97733	2.8e-05	-	AAAGCAAAGTTTAAGTCGCCCTACAGAGGGAGCAA	Upstream_CTCF	39
chr8	37573057	37573207	id-97734	2.01e-05	-	ACAGCCAGGCCCTGGGCCCTCGGTAGGTGGCGTGC	Upstream_CTCF	4
chr8	37593919	37594069	id-97735	5.63e-06	-	GGTCAATGGCCGTAGCTGGCCGCCAGGGATCGCCC	UpstreamP1_CTCF	40
chr8	37606726	37606876	id-97736	5.98e-05	-	CTGAAAATACTAACCATGCCCTACAGGGGGTGAGA	UpstreamP1_CTCF	3
chr8	37637452	37637602	id-97737	4.14e-06	+	GCAAGAGACTTTTGAATTGCCTCTAGATGGCGACA	V_CTCF_BR	40
chr8	37640872	37641022	id-97738	2.11e-06	+	GAGGAGTGAGGGAAGCAGGGCAGGAGAGGGCAGCC	V_CTCF_BR	22
chr8	37642177	37642327	id-97739	4.68e-07	-	GAGACAGGCCTGTGACCGGTCACAAGGGGGCACAC	V_CTCF_BR	21
chr8	37654213	37654363	id-97740	2.04e-05	-	GCCAGGCCTAGACCCTCTGCCGAGTGGGGGCGGGC	V_CTCF_BR	7
chr8	37656329	37656479	id-97741	2.1e-05	-	ACAGCCTTACCCTGAGCAGCAGGGAGGCGGCAGCG	Upstream_CTCF	25
chr8	37659216	37659366	id-97742	4.43e-05	+	GCTGACAGTCACACAGTCGGCTGGGGCTGGCGCCG	V_CTCF_BR	22
chr8	37660157	37660307	id-97743	8.59e-05	-	GGGGAGGGGCTTCCAGGCCCCAGAGGATGGATGGG	V_CTCF_BR	15
chr8	37672234	37672384	id-97744	5.08e-07	+	GGGGCTGCTGCCTCGCACAACTCCAGGGGGCGCCA	V_CTCF_BR	36
chr8	37679331	37679481	id-97745	5.63e-06	+	GTGGAGTGAGGCTTGCCCAACGCCAGGTGGCTTCC	UpstreamP1_CTCF	23
chr8	37684131	37684281	id-97746	1	+	NA	NONE	34
chr8	37697884	37698034	id-97747	7.44e-06	-	TTTGTCATGCCCCAGAAGCCCGCAAGATGTCCCCC	Upstream_CTCF	8
chr8	37698888	37699038	id-97748	2.01e-05	+	CTGTACTTGGCCATGTGGGCCTGCGGGGCTCTGGC	UpstreamP1_CTCF	26
chr8	37701604	37701754	id-97749	2.78e-06	+	AGAGGGAAGCCCCCTCAGGCCTGCAGGAGGAGCCG	V_CTCF_BR	25
chr8	37707374	37707524	id-97750	1.48e-06	-	GGAAGTGGCGCGCAGCCTCCCAGCGGAGGGAACCG	V_CTCF_BR	21
chr8	37709056	37709206	id-97751	1.74e-08	+	GGAGGGGGCAGGGTCCAGGCCAGAAGATGGCGCCC	V_CTCF_BR	40
chr8	37728580	37728730	id-97752	5.9e-06	+	GTGTCTTGAGGTATTACCACCACAAGGGGCAGCCC	UpstreamP1_CTCF	39
chr8	37728991	37729141	id-97753	1	+	NA	NONE	17
chr8	37756701	37756851	id-97754	1	+	NA	NONE	10
chr8	37761531	37761681	id-97755	4.17e-05	-	CCTGTTCTGCCGCACCCTGGCTGCGGGAGGTATTT	Upstream_CTCF	15
chr8	37773819	37773969	id-97756	1.31e-05	-	CAGTTGCATGACTTCTGAGGCAGCAGATGGTGCTG	V_CTCF_BR	40
chr8	37782170	37782320	id-97757	2.81e-05	-	AAAACCAGTAGCCTGGCAGCCACTAGAGGGGGCAA	V_CTCF_BR	40
chr8	37788987	37789137	id-97758	5.63e-06	-	ATGCTGAGTCCTGTGAGAGCCTGCAGGTGGCCTCA	UpstreamP1_CTCF	34
chr8	37796334	37796484	id-97759	1	+	NA	NONE	12
chr8	37824754	37824904	id-97760	1.34e-06	+	TTGGAATTGCAGGCGTGAACCACTAGGAGGCTCAG	UpstreamP1_CTCF	38
chr8	37830849	37830999	id-97761	4.51e-05	-	ATTGCAAGTGCAATCTATAACACAGGGGGCAGTGG	Upstream_CTCF	7
chr8	37851266	37851416	id-97762	1.04e-07	-	TTATCCAAATGCCCATCGACCAGCAGAGGGAGCTG	V_CTCF_BR	40
chr8	37853935	37854085	id-97763	8.99e-05	-	GCCACCCCAGAGCGTGGGAAGTGCTGGGGGAGCCC	V_CTCF_BR	40
chr8	37857678	37857828	id-97764	5.34e-06	+	TCCCTATACCCGGCCCAGGCCTGAAGGTGGTAGCC	V_CTCF_BR	4
chr8	37888458	37888608	id-97765	7.62e-07	-	TCGGGAGCGCCCCCAACACCCACAAGGGGCAGCAC	Upstream_CTCF	40
chr8	37917705	37917855	id-97766	4.96e-08	+	TCAGCAGTTCCAGCCCCTCGCTGCTGGGGGCGCAA	Upstream_CTCF	33
chr8	37924752	37924902	id-97767	3.8e-07	-	CTTGCTTTAATGAACTCTACCAGCAGGCGGCAGCA	Upstream_CTCF	40
chr8	37943899	37944049	id-97768	7.27e-06	+	TTCTGCGTTGAGGTTCCTACCGGTAGGGGGTGGGC	V_CTCF_BR	38
chr8	37978221	37978371	id-97769	4.99e-07	+	TTTTCACTTCCTTGTTTTGCCTGAAGAGGGCAGAG	Upstream_CTCF	36
chr8	37992276	37992426	id-97770	1	+	NA	NONE	3
chr8	37997330	37997480	id-97771	4.01e-05	-	TTTAAACTCTTGTTCCTCTCCTCAAGGTGGCAGAT	V_CTCF_BR	5
chr8	37998600	37998750	id-97772	5.38e-05	+	TAATAAGTAGAGTGGCTCACCACTGGAGGGTGACA	V_CTCF_BR	9
chr8	38009516	38009666	id-97773	1.71e-06	-	CCGCCCCCCCGCGACTCAGCCACGAGAGGTCATCC	V_CTCF_BR	1
chr8	38029175	38029325	id-97774	1.1e-06	-	CTGGCTTTCAGTAGAATCCCCAGTAGGGGGAGCCA	V_CTCF_BR	40
chr8	38041984	38042134	id-97775	1.99e-07	+	TGGAAACTTGGAAGAGTGGCCAGGAGGTGGCGCCT	V_CTCF_BR	37
chr8	38068246	38068396	id-97776	1	+	NA	NONE	9
chr8	38084218	38084368	id-97777	2.33e-07	+	ATCCAGTGTAATCAGCCTGCCACCAGGTGGCTGGC	UpstreamP1_CTCF	22
chr8	38088445	38088595	id-97778	3.11e-05	+	CACTGGCGCCATCTGGGCTCATGCAGCTGGCACCA	V_CTCF_BR	25
chr8	38103277	38103427	id-97779	2.84e-05	-	CTGTGTCCACAATAGTCTGACAGTAGGTGGGACTA	UpstreamP1_CTCF	1
chr8	38126063	38126213	id-97780	6.39e-05	+	CAGGCAGCGCCACCAGTGAACAGCAGCGCCCGTGC	Upstream_CTCF	29
chr8	38135720	38135870	id-97781	1	+	NA	NONE	2
chr8	38144343	38144493	id-97782	1	+	NA	NONE	36
chr8	38152933	38153083	id-97783	6.46e-07	+	GGTGGGAGGATGGCTTCAGCCAGCAGGTGGAGGGT	V_CTCF_BR	18
chr8	38187042	38187192	id-97784	4.88e-05	-	CTGAAATTCGGAGACATAGCCAGAGGCGGCACACA	UpstreamP1_CTCF	4
chr8	38239819	38239969	id-97785	2.1e-05	+	ATGCAGTCCCTGGTTCGGGACGCTGGGGCTCCGGA	UpstreamP1_CTCF	10
chr8	38242592	38242742	id-97786	1.73e-05	-	GCAAAACTTTTCAGTTTGGCCACTAGAGGTCTCTT	V_CTCF_BR	40
chr8	38244533	38244683	id-97787	1	+	NA	NONE	8
chr8	38258388	38258538	id-97788	3.63e-06	-	AGCAGTTTGCAAAGGGCAACCAGCTGAGGGCGATC	V_CTCF_BR	33
chr8	38266315	38266465	id-97789	1.04e-05	+	CCGACACCTCCATCTTGGGCCTGCAGAGGCTGCAG	V_CTCF_BR	8
chr8	38267282	38267432	id-97790	1	+	NA	NONE	16
chr8	38268255	38268405	id-97791	2.74e-08	-	TTGCTGTGCTTATTCGCCACCACTGGGTGGAGCCA	UpstreamP1_CTCF	40
chr8	38269183	38269333	id-97792	7.8e-08	+	TTAGTGAGGACAGTGATGACCAGCAGGTGGCAGAA	V_CTCF_BR	40
chr8	38270881	38271031	id-97793	2.6e-06	+	TGCCTCTTTGCACCTCTCACCAGCAGGTGGAGAGG	V_CTCF_BR	26
chr8	38283302	38283452	id-97794	1.3e-07	-	GGTGCTGTTCAGAGTCTGTCCTGAAGGAGGCGTTG	Upstream_CTCF	40
chr8	38291972	38292122	id-97795	1	+	NA	NONE	3
chr8	38316847	38316997	id-97796	1	+	NA	NONE	19
chr8	38322931	38323081	id-97797	4.73e-07	+	GATGCAGTTCATAACCCTCCCAGCTGGAGTCAGGC	Upstream_CTCF	33
chr8	38326151	38326301	id-97798	2.11e-06	-	CTACAAGGCCCAGCAGGCAGCTGCAGGGGGCGGAG	V_CTCF_BR	31
chr8	38327713	38327863	id-97799	2.59e-06	+	GCGCTATTTTTCTAATCCACCAGTAGGTGACAGAC	UpstreamP1_CTCF	40
chr8	38356072	38356222	id-97800	4.85e-07	+	CCGCTGTACTTCAGCCTGGGCAACAGAGGGAGACC	UpstreamP1_CTCF	15
chr8	38408657	38408807	id-97801	2.43e-06	-	AGGGCAGTGACTAAGATGAACACCAGGGGTCTTCT	Upstream_CTCF	33
chr8	38409853	38410003	id-97802	5.92e-05	-	CCACTGCAAAGAGCCCCAGCCTGAAGGTGGCCCTG	V_CTCF_BR	13
chr8	38415100	38415250	id-97803	2.81e-05	-	CCAAATCCATAAGCTGCCTCCGCCAGCAGGCGGGG	V_CTCF_BR	33
chr8	38423486	38423636	id-97804	1.28e-06	-	GTTCACCAGGGCTGAACCGACTCCAGAGGGAGCTC	V_CTCF_BR	23
chr8	38433395	38433545	id-97805	1.19e-06	+	GGCCAAGGGTTTCCCTTGGCCCCTAGGTGGAGGTA	V_CTCF_BR	1
chr8	38483913	38484063	id-97806	9.41e-05	-	CTGCCTCCACATTCATCTCCCTAGAGAGGGCAGCT	V_CTCF_BR	5
chr8	38507997	38508147	id-97807	1	+	NA	NONE	9
chr8	38508725	38508875	id-97808	2.31e-06	-	GATTCACTCCTGCGCCTGCCCTGTAGGGGGTCCTG	Upstream_CTCF	20
chr8	38517603	38517753	id-97809	1	+	NA	NONE	11
chr8	38524068	38524218	id-97810	1	+	NA	NONE	6
chr8	38532034	38532184	id-97811	4.14e-06	-	ACAAGATCCTCCCCTGCCGCCTCCAGAGGGAGTGA	V_CTCF_BR	11
chr8	38559224	38559374	id-97812	1	+	NA	NONE	21
chr8	38561060	38561210	id-97813	1	+	NA	NONE	37
chr8	38566845	38566995	id-97814	1	+	NA	NONE	21
chr8	38571057	38571207	id-97815	1	+	NA	NONE	4
chr8	38571929	38572079	id-97816	2.44e-07	-	GCGGCCGCACACAATTCTGCCCCTAGAGGGCAGTG	Upstream_CTCF	40
chr8	38579006	38579156	id-97817	4.3e-08	-	GTGATATTCTCACATATGTCCAGTAGGTGGAGGCA	UpstreamP1_CTCF	40
chr8	38592233	38592383	id-97818	1.61e-05	-	TTGCTTGTTCCTGCAGGAAACTCAAGGGGGCATCG	UpstreamP1_CTCF	40
chr8	38614310	38614460	id-97819	4.24e-09	-	GCTGCTGTTCAGAGAAGCAGCAGGAGGGGGCGGTG	Upstream_CTCF	38
chr8	38625917	38626067	id-97820	1.77e-10	-	CAGCCGGAAGCCGCAGTAGCCACCAGAGGGCACTA	V_CTCF_BR	40
chr8	38627650	38627800	id-97821	7.82e-06	-	CTATAGTGACACCACAAGGCCTGAAGAGGGCTCTT	UpstreamP1_CTCF	37
chr8	38636813	38636963	id-97822	1	+	NA	NONE	9
chr8	38642624	38642774	id-97823	8.16e-07	-	CGGGAACAGTCTCCCTTTGCCTGCAGAGGGAGCTT	V_CTCF_BR	40
chr8	38644846	38644996	id-97824	1.09e-06	-	GGTGGAGCGCTTCCTCCCGCCGGCAGCCGGCGCTG	Upstream_CTCF	31
chr8	38647394	38647544	id-97825	4.34e-05	+	TTTTCAGTAAGGTGGAAAGCCACTGGAGGGCATAT	Upstream_CTCF	12
chr8	38688309	38688459	id-97826	1.59e-06	+	TTTTCCAAACTTTTAATGGACACAAGGGGGCAGCC	V_CTCF_BR	40
chr8	38693010	38693160	id-97827	3.11e-05	-	TTCCGCTGCTCCGCAGCGACCTCCTGCTGTAACCC	V_CTCF_BR	4
chr8	38703247	38703397	id-97828	1	+	NA	NONE	2
chr8	38713739	38713889	id-97829	5.01e-06	+	ACTCATCCTCCTCCTCGAGGCAGCAGAGGGCGAGC	V_CTCF_BR	40
chr8	38758391	38758541	id-97830	1	+	NA	NONE	6
chr8	38759161	38759311	id-97831	1.67e-07	+	CGGGTGGCCAAGGTCGCCGCCGCCAGGGGTCGGGC	V_CTCF_BR	34
chr8	38763662	38763812	id-97832	1.93e-05	-	AAGGCTCATCAGACCATCTCCACCAGAGAGGGCAC	Upstream_CTCF	19
chr8	38794356	38794506	id-97833	3.22e-05	-	CTGCAGTGAGGGTGTGTGGGGAGCACAGGACTTCC	UpstreamP1_CTCF	5
chr8	38796743	38796893	id-97834	1	+	NA	NONE	18
chr8	38824096	38824246	id-97835	2.34e-06	-	CAGAAACAACCTATAAACCCCAGAAGGGGGCAGCA	UpstreamP1_CTCF	39
chr8	38832940	38833090	id-97836	4.41e-06	-	TTGGGAGGATTACTTGAGCCCAGCAGATGGAGCTG	V_CTCF_BR	28
chr8	38852837	38852987	id-97837	1	+	NA	NONE	25
chr8	38855026	38855176	id-97838	1	+	NA	NONE	7
chr8	38899505	38899655	id-97839	8.21e-06	-	AGCGTCCACCAACTTATTACCACAGGAGGGAGCAC	V_CTCF_BR	40
chr8	38954722	38954872	id-97840	1.55e-05	-	AGAGACCACAGTATCACAGACACCTGGGGGTGCTC	V_CTCF_BR	33
chr8	38964963	38965113	id-97841	1	+	NA	NONE	30
chr8	38965813	38965963	id-97842	1.38e-07	+	GTGCAGTGGGCAACAGTAGGCAACAGAGGGAGACT	UpstreamP1_CTCF	22
chr8	39020755	39020905	id-97843	8.99e-05	+	GGCTGTTACTCAGTTTCCAATGGTAGGGGGCACTC	V_CTCF_BR	0
chr8	39064515	39064665	id-97844	1	+	NA	NONE	1
chr8	39130557	39130707	id-97845	1.16e-05	-	CAGGTCCTTCAAGACGAATCCAGAAGGTGGCATTG	Upstream_CTCF	37
chr8	39185021	39185171	id-97846	1.71e-06	-	AAAGTGGCAGGATTACTGTCCTCTAGGGGGAGCTC	V_CTCF_BR	40
chr8	39306466	39306616	id-97847	1.96e-07	-	CTGAATTTTCAGTAATCAGCCAGTAGGGGTCACTC	UpstreamP1_CTCF	25
chr8	39411072	39411222	id-97848	4.88e-05	+	AACCAGAACACACAGAATACCAGCAGGTGGGGCCA	UpstreamP1_CTCF	25
chr8	39707884	39708034	id-97849	6.39e-05	-	CACATACTTCTAAACAAAGCCTCCAGGGGGCCAAA	Upstream_CTCF	6
chr8	39709512	39709662	id-97850	5.92e-05	-	AGAAAGGTGCCAGAAATCTCCAGCAGGTGGGACTA	Upstream_CTCF	38
chr8	39713355	39713505	id-97851	4.99e-07	-	CATGCTGCACACAGATCCAACAACAGAGGGCAGAA	Upstream_CTCF	31
chr8	39749639	39749789	id-97852	2.2e-06	+	GCTTCAATGTAGTCAGAATCCACAAGATGGCGCTT	Upstream_CTCF	40
chr8	39782740	39782890	id-97853	6.51e-05	+	CTGGGAAGACCCAAAGGAGTTTGCAGGGGGCAGTG	V_CTCF_BR	8
chr8	39847373	39847523	id-97854	1.39e-05	+	GCCTGGGGACCAGGCATGTCCTGAAGGGGGTGATA	V_CTCF_BR	40
chr8	39847613	39847763	id-97855	8.5e-06	-	TCTGCAGTACCTAACACTGCAGGATGGGGCACGCG	Upstream_CTCF	4
chr8	39853300	39853450	id-97856	1.91e-09	+	CTGTTATGCCCGGACAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	40
chr8	39891617	39891767	id-97857	2.2e-07	+	TTGTAGATCTAGCCACTTACCACGAGGTGGCAATA	UpstreamP1_CTCF	39
chr8	39910492	39910642	id-97858	1	+	NA	NONE	40
chr8	40011958	40012108	id-97859	1	+	NA	NONE	9
chr8	40020047	40020197	id-97860	1	+	NA	NONE	20
chr8	40037275	40037425	id-97861	8.03e-07	-	CTAGAACTTTCCAGTAGGGCCACCAGGAGGGGTGA	Upstream_CTCF	10
chr8	40057266	40057416	id-97862	4.66e-08	-	TCTGCATTACACTAAAGGAACACAAGAGGGAGCCC	Upstream_CTCF	40
chr8	40059386	40059536	id-97863	2.74e-08	-	AAGCATCAGGTAGTGTCAGCCAGTAGAGGGCACCA	V_CTCF_BR	40
chr8	40065867	40066017	id-97864	3.81e-05	-	GGATCACAGACTTCCATAGACCACAGAGGGCACTG	V_CTCF_BR	34
chr8	40110712	40110862	id-97865	6.98e-07	+	AAAGTGGAACAGATGACAACCACCGGGTGGCGCCA	V_CTCF_BR	40
chr8	40194396	40194546	id-97866	6.43e-06	+	AACCTGGTTAGCAATCCAAACAGCAGGGGTCAGCG	V_CTCF_BR	6
chr8	40208022	40208172	id-97867	2.04e-05	-	TGCCTTTGTCTTGCCATGTCCTGTAGAGGTAGCTC	V_CTCF_BR	15
chr8	40300639	40300789	id-97868	5.17e-06	-	TGTGGATCTTCCATGCCATCCTCTAGAGGGAGGGA	Upstream_CTCF	16
chr8	40312402	40312552	id-97869	1	+	NA	NONE	9
chr8	40339475	40339625	id-97870	1.9e-06	+	TCTGTCATCTATAATCCATGCAGCAGGGGGCAGTG	Upstream_CTCF	36
chr8	40351505	40351655	id-97871	2.81e-05	+	GCGAACTCTAACTGCCAGCCCAGCAGAGGGAGTGA	V_CTCF_BR	16
chr8	40406800	40406950	id-97872	1	+	NA	NONE	12
chr8	40418768	40418918	id-97873	4.01e-05	+	TGTGTAGTGTTACTTGGCAGCTTTAGAGGGTACTC	Upstream_CTCF	1
chr8	40490121	40490271	id-97874	8.16e-07	+	GAAGGATGAGTCTCTAGAGCCTGCAGAGGGAGCAC	V_CTCF_BR	6
chr8	40522872	40523022	id-97875	1	+	NA	NONE	12
chr8	40558187	40558337	id-97876	1.19e-06	-	TGGTTCTCACTTCTCCCAGACAGTAGAGGGAGCCA	V_CTCF_BR	30
chr8	40574581	40574731	id-97877	5.86e-07	+	TCAGTAATACCATCTTTTCCCAGTAGGGTGAAGTC	Upstream_CTCF	17
chr8	40616324	40616474	id-97878	1	+	NA	NONE	4
chr8	40617853	40618003	id-97879	2.01e-05	-	GGGATGGAGACTGGGTTGGCCAGTAGGAGGGGCTC	UpstreamP1_CTCF	6
chr8	40623841	40623991	id-97880	1	+	NA	NONE	9
chr8	40625747	40625897	id-97881	1	+	NA	NONE	4
chr8	40741530	40741680	id-97882	2.27e-05	-	GGACAGCGAGGACCTCAGTCCAGCGGGTGGTGGAG	V_CTCF_BR	2
chr8	40790361	40790511	id-97883	1.92e-05	-	GTGCATGGCGAGCAGGCCCACAGGAGGTGCTGCGG	UpstreamP1_CTCF	2
chr8	40795052	40795202	id-97884	3.18e-06	-	AAGTGCAAGGAATTTAACACCACCAGGGGGCACTT	V_CTCF_BR	39
chr8	40809217	40809367	id-97885	1.03e-07	+	CAGGCTCTACCAACAGGGGCCGCTAGAGGGTAACG	Upstream_CTCF	40
chr8	40847666	40847816	id-97886	1	+	NA	NONE	21
chr8	40851373	40851523	id-97887	1.37e-08	-	GCTGCAATGCCACCGTCTTCCACATGGTGGCAGGT	Upstream_CTCF	40
chr8	40893648	40893798	id-97888	1.84e-07	+	TCAGCTGTTCTTTCTTTAGCCAAGAGGTGGCAATA	Upstream_CTCF	26
chr8	40954539	40954689	id-97889	1	+	NA	NONE	36
chr8	40962694	40962844	id-97890	1	+	NA	NONE	40
chr8	40963457	40963607	id-97891	2.81e-05	-	GCTTTCTCAGGAGCACACCCCAGGAGAGGGCGTTC	V_CTCF_BR	3
chr8	40983733	40983883	id-97892	2.02e-06	+	AGTTTGTTCCCTGTCTCGGCCATCAGATGGCACCA	UpstreamP1_CTCF	40
chr8	40997491	40997641	id-97893	1.16e-05	+	AATGGGTTGCTCTCCCTGACCACAAGGAGGATGTG	Upstream_CTCF	27
chr8	40999591	40999741	id-97894	1	+	NA	NONE	4
chr8	41003984	41004134	id-97895	8.53e-09	+	ACAGCAATACCAGGAGGGACCTGCAGGTGGAGTGG	Upstream_CTCF	40
chr8	41010500	41010650	id-97896	1	+	NA	NONE	29
chr8	41019699	41019849	id-97897	1.09e-06	+	AAAGCTGTGCTCAGTAACTACACCAGGGGTCGTGA	Upstream_CTCF	12
chr8	41051066	41051216	id-97898	2.11e-06	+	GTGAGAAGAGAAAGCCAAGCCAGCAGGGGTCAGTG	V_CTCF_BR	22
chr8	41077012	41077162	id-97899	5.08e-05	-	ATGGTGATTTGCTAGAGCAGCACTAGGGGGCAAAT	Upstream_CTCF	13
chr8	41108325	41108475	id-97900	1	+	NA	NONE	22
chr8	41113143	41113293	id-97901	1	+	NA	NONE	9
chr8	41160481	41160631	id-97902	3.42e-05	-	TTTTTTTTTTTAACATCTACCCCTAGGTGTCAGCA	Upstream_CTCF	38
chr8	41164261	41164411	id-97903	8.64e-05	+	GTGGAACTGCAGCCAAGGGGCAAAAGGTGTCCGGA	Upstream_CTCF	18
chr8	41165676	41165826	id-97904	1	+	NA	NONE	4
chr8	41169226	41169376	id-97905	2.43e-06	-	CGGAGAGACAACTGTGTTCCCAGCAGGGGTCAGTA	V_CTCF_BR	29
chr8	41188814	41188964	id-97906	3.88e-06	-	CGCAGTAGGCAAGTGATGACCAGCAGATGGCTTTA	V_CTCF_BR	23
chr8	41203582	41203732	id-97907	2.1e-05	-	TCTGTTTCCCAAAGAGCAAACAGTAGATGTCGCTG	Upstream_CTCF	3
chr8	41218969	41219119	id-97908	3.11e-05	-	CAAGAAAAGGCCTTTCCAGGCACTGGAGGGCTCTC	V_CTCF_BR	11
chr8	41247505	41247655	id-97909	2.27e-05	+	TGGTTTCTAATGCCATTCTCCAATAGAGGGAACCA	V_CTCF_BR	27
chr8	41255331	41255481	id-97910	1.17e-05	-	CAGTCTGTTGCCTTGGGAGCCAGTGGGAGGCAGTC	V_CTCF_BR	3
chr8	41261735	41261885	id-97911	1.39e-07	-	TGGTGTGGGAAGCTGCAGACCGGCAGAGGGCGCTC	V_CTCF_BR	40
chr8	41278720	41278870	id-97912	1.71e-06	-	CATCAAATTCTTCATTGGGCCTCCAGGGGGAGCCT	V_CTCF_BR	40
chr8	41287713	41287863	id-97913	6.39e-08	+	AAACGAAGTGACTGTCCTTCCACCAGGGGGCGCTG	V_CTCF_BR	39
chr8	41296554	41296704	id-97914	6.21e-05	-	AGGACAATGAAATACTTCTCCACTTGGGGGTGGGG	V_CTCF_BR	3
chr8	41369822	41369972	id-97915	5.37e-06	-	TTGAGGCCCTCGCTGTCTTCCAGCAGGCGGCGGTA	UpstreamP1_CTCF	19
chr8	41386419	41386569	id-97916	3.41e-08	-	GTTGCACTACCCAAGAGCGTCGGGAGGGGGCGCCC	Upstream_CTCF	40
chr8	41393515	41393665	id-97917	9.4e-06	+	TGGCAAAGGCACTATTTGAACACCAGGTGGTGTCA	UpstreamP1_CTCF	40
chr8	41394992	41395142	id-97918	9.39e-07	-	TTAGCACTGCCATGCTGTAACGCAAGGGGGAACCA	Upstream_CTCF	0
chr8	41400314	41400464	id-97919	3.41e-07	+	TCTGCTGTTTTAGCCCGTGTCAGTAGATGGGGCCA	Upstream_CTCF	40
chr8	41435476	41435626	id-97920	4.41e-06	+	CCCGGCAGTGCCCCCTAGTCCGCCAGAGGGCGACT	V_CTCF_BR	38
chr8	41470390	41470540	id-97921	2.38e-07	-	TCTGTCCATTACCTCTTAGCCACCAGGTGGCGATC	V_CTCF_BR	40
chr8	41480040	41480190	id-97922	8.99e-05	-	CACCCACTCCCTGAACTGCAGGCCAGAGGGCGACC	V_CTCF_BR	4
chr8	41509151	41509301	id-97923	1	+	NA	NONE	1
chr8	41543778	41543928	id-97924	6.49e-06	+	GTGAGCCTCCAGCTCACCAACAGCAGGGGGCCTCC	UpstreamP1_CTCF	7
chr8	41551278	41551428	id-97925	9.39e-07	-	GCTGCAGTGCGTCTGGAACACAGTAGGGGGGTGAC	Upstream_CTCF	7
chr8	41558916	41559066	id-97926	8.02e-08	+	GTGTTGTAAGGGGACAAAGCCGGCAGGTGGCAGGA	UpstreamP1_CTCF	22
chr8	41559323	41559473	id-97927	1.55e-08	+	CCCGCCCCTAGTCCTCGGGCCGCTAGGTGGCAGCA	V_CTCF_BR	40
chr8	41568978	41569128	id-97928	2.6e-06	-	AGGGTCCTGGGCCGAGTGACCTCCAGGGGGCATGT	V_CTCF_BR	13
chr8	41583374	41583524	id-97929	4.68e-05	+	TGGCCCTGCTGCAGGGCTACCGCCAGAGGCGTGAA	UpstreamP1_CTCF	11
chr8	41614468	41614618	id-97930	3.05e-07	+	ACTGGAAGTTGAAGGGTGGCCACCAGGGGCTGGGG	Upstream_CTCF	27
chr8	41643967	41644117	id-97931	1.85e-05	-	CCATTAGTTTGCAACGTGGCCACTGGGGGCTTGTC	Upstream_CTCF	2
chr8	41649774	41649924	id-97932	1.69e-05	+	CTGTGCTGAGAAACCTCGTCCGGCAGGGGTGTCAG	UpstreamP1_CTCF	35
chr8	41669045	41669195	id-97933	3.8e-08	-	GGAAGGGTCTGGCCTGTGGCCTGGAGAGGGCAGTC	V_CTCF_BR	9
chr8	41669861	41670011	id-97934	1.59e-06	+	AAGGAAGAAGGGCCTGGGGCCTCCAGGAGGAGGCA	V_CTCF_BR	12
chr8	41680229	41680379	id-97935	6.43e-06	+	TGACCCTGCTACCATCCCACCAACAGGGGCCGCTG	V_CTCF_BR	33
chr8	41685678	41685828	id-97936	1	+	NA	NONE	16
chr8	41685968	41686118	id-97937	6.39e-08	+	CTCCGAGAGGACATCACCGCCACCAGGTGGAGCGA	V_CTCF_BR	40
chr8	41686415	41686565	id-97938	2.27e-06	-	AATCAAGATGGCCTAGAGGGCGCCAGGGGGCGCTC	V_CTCF_BR	39
chr8	41692331	41692481	id-97939	2.74e-08	-	GTGTAATGGCAAGAGGTGAGCAGTAGGCGGCAGCA	UpstreamP1_CTCF	40
chr8	41701984	41702134	id-97940	5.51e-07	+	ACCCCCCACACACACACTGCCACAGGGGGGCGGGC	V_CTCF_BR	4
chr8	41702387	41702537	id-97941	1.48e-05	-	GTGCAGATTCCATCTCTGACCAGTGGGTGTGCAGC	UpstreamP1_CTCF	34
chr8	41716439	41716589	id-97942	1	+	NA	NONE	0
chr8	41722526	41722676	id-97943	3.81e-05	+	TGGTAGGGTCTGCGAGCATCCAGTGTGTGGCGCTG	UpstreamP1_CTCF	13
chr8	41727574	41727724	id-97944	8.99e-05	+	AACACCACCAACAGCCCTACCAACAGAGGGCCCCA	V_CTCF_BR	1
chr8	41744344	41744494	id-97945	1	+	NA	NONE	21
chr8	41770136	41770286	id-97946	2.78e-06	-	AGGGAAAATGCTTCCACAACCAGCAGGAGGCAGAA	V_CTCF_BR	8
chr8	41771637	41771787	id-97947	1	+	NA	NONE	15
chr8	41789164	41789314	id-97948	1.82e-06	-	TTTCATTTCCTACTTCATTCCAGCAGGAGGCACTT	UpstreamP1_CTCF	6
chr8	41801763	41801913	id-97949	1.72e-06	+	CTTGCATGCTTTATTTGGACCACTAGATGGCAACT	Upstream_CTCF	40
chr8	41815457	41815607	id-97950	2.86e-06	+	TTGCCCTTCCCTCTCCATTCCCCAAGGGGGTGCAA	UpstreamP1_CTCF	39
chr8	41833101	41833251	id-97951	1.06e-05	-	AGAGAGGTGCATGCATCATGCACTAGGGGGCATTA	Upstream_CTCF	39
chr8	41852884	41853034	id-97952	1.04e-05	+	GTTGAGATCTCTATAATAATCACCAGATGGCAGTA	V_CTCF_BR	40
chr8	41943339	41943489	id-97953	2.37e-05	-	GGGGCAGTACCACTCTGTGAGGGCAGAGGCTGTGG	Upstream_CTCF	27
chr8	41997591	41997741	id-97954	7.15e-05	-	CTTGGCTGCACGCGCGCTGCATACGGAGGGCAGCG	V_CTCF_BR	22
chr8	41998275	41998425	id-97955	5.98e-05	-	CGGTAATGAGCCGCTAGTCTCGGAAGGTGGTGCTG	UpstreamP1_CTCF	40
chr8	42009690	42009840	id-97956	1.15e-07	-	GGCGTCGCCAGCCTTGGACCCAGCAGTGGGCGCTG	V_CTCF_BR	17
chr8	42010155	42010305	id-97957	8.61e-08	-	CGCGTGTTTGCGGAGTGCGCCTGGAGGGGGCGCTG	V_CTCF_BR	40
chr8	42010964	42011114	id-97958	1.84e-07	-	CCTGCGGTGCCCAGCGCCGCCTGGAGGAGACAGCA	Upstream_CTCF	40
chr8	42029275	42029425	id-97959	1.55e-07	+	CATGTACTTTTCTCTGTGGCCGGTAGGTGGGGACT	Upstream_CTCF	40
chr8	42052781	42052931	id-97960	5.67e-06	-	ATTGCTGTACCCGGAGCCTCCTGCAGGTTTCCCTC	Upstream_CTCF	37
chr8	42053830	42053980	id-97961	1	+	NA	NONE	13
chr8	42076889	42077039	id-97962	1	+	NA	NONE	2
chr8	42081603	42081753	id-97963	7.6e-05	-	ATCTAATGCTGCTGCTGATCCGACAGGAGGCAGAG	UpstreamP1_CTCF	1
chr8	42122405	42122555	id-97964	1	+	NA	NONE	12
chr8	42128461	42128611	id-97965	9.41e-05	+	ATACCCGGGCCCAGAAACCGCTCCAGGTGGAAGTA	V_CTCF_BR	8
chr8	42128947	42129097	id-97966	4.4e-10	-	AGGCAGCGGGGCGGCGGGGCCTGCAGGTGGCACCC	V_CTCF_BR	14
chr8	42129196	42129346	id-97967	7.78e-06	-	CCGGGCCTGCCCGCCTTCTGCCCGAGGTGGCAGGG	Upstream_CTCF	33
chr8	42134971	42135121	id-97968	5.01e-06	-	CAGACTGTGTGGGGTTCAGCCGGCAGGAGGAGGAA	V_CTCF_BR	18
chr8	42177271	42177421	id-97969	2.08e-07	-	ATGCAGCTCTTGCATCTGGCCACAGAGGGGCTCCC	UpstreamP1_CTCF	40
chr8	42239768	42239918	id-97970	1.64e-05	-	CTCCTGGCAGTAGACGCTGCCACAGGGGGGCATCT	V_CTCF_BR	19
chr8	42243070	42243220	id-97971	2.6e-07	-	ATGTGCACCTCACTCTTTGCCACAAGGGGGAGCAA	V_CTCF_BR	40
chr8	42269967	42270117	id-97972	2.81e-08	+	GTTGCAATTAAACTCGACCCCACCAGGTGCCGCTG	Upstream_CTCF	40
chr8	42274429	42274579	id-97973	5.48e-05	+	GTGGCACTGCTGGTGGGAGCCACGGCGTGGCGCAT	Upstream_CTCF	0
chr8	42315619	42315769	id-97974	1	+	NA	NONE	40
chr8	42341882	42342032	id-97975	1	+	NA	NONE	10
chr8	42358933	42359083	id-97976	1.1e-05	+	AAATCAGACCAAACTTTGGCAACAAGGTGGCAGTG	V_CTCF_BR	31
chr8	42372968	42373118	id-97977	1	+	NA	NONE	1
chr8	42525329	42525479	id-97978	1	+	NA	NONE	27
chr8	42528024	42528174	id-97979	8.21e-05	-	TCACTGCACACCAGCTTGGGCAACAGAGGGAGACT	V_CTCF_BR	1
chr8	42529307	42529457	id-97980	5.34e-06	-	AAAACGTGCATCCACTTATGCTCCAGGGGGCACCC	V_CTCF_BR	40
chr8	42547739	42547889	id-97981	2.73e-11	+	CTGCAGTGTGAGGAGTGAGCCACCAGAGGGCACCC	UpstreamP1_CTCF	40
chr8	42596255	42596405	id-97982	1	+	NA	NONE	10
chr8	42609788	42609938	id-97983	1	+	NA	NONE	1
chr8	42619115	42619265	id-97984	6.48e-05	-	AGGAAGGTCTGAAGTGTCTCCAGAGAGGGGCGCTA	UpstreamP1_CTCF	16
chr8	42660504	42660654	id-97985	2.18e-07	-	TTTTCATTGCAAGGAACAGCCAGTAGGTGGCAGGG	Upstream_CTCF	40
chr8	42713685	42713835	id-97986	1	+	NA	NONE	35
chr8	42752421	42752571	id-97987	1	+	NA	NONE	9
chr8	42770161	42770311	id-97988	3.91e-06	-	CCAGTGACTAACAAACAGGCCACCAGGAGGCAAAA	Upstream_CTCF	10
chr8	42778266	42778416	id-97989	1	+	NA	NONE	33
chr8	42910764	42910914	id-97990	4.14e-05	-	CTGCAGTGAGCAGAAATCACCACTGCACTCCAGTC	UpstreamP1_CTCF	27
chr8	42928785	42928935	id-97991	7.27e-06	-	TTCTGACAACCAAAAATGTCCCCTAGGGGGCACAA	V_CTCF_BR	40
chr8	42948518	42948668	id-97992	1.2e-08	+	AGTGCACGGCCGGAGGAGGACGCCAGGGGGCAGCA	Upstream_CTCF	40
chr8	42949024	42949174	id-97993	1	+	NA	NONE	40
chr8	42994284	42994434	id-97994	1	+	NA	NONE	40
chr8	42995276	42995426	id-97995	1.71e-06	+	GAGGGAAGAAGGCTCCTGGCCTGCAGGGGCCTCTC	V_CTCF_BR	25
chr8	42996033	42996183	id-97996	1.01e-05	+	CCGGGACCCCACAAACTGGCAGCCAGGAGGCGGGC	Upstream_CTCF	10
chr8	43092842	43092992	id-97997	1	+	NA	NONE	0
chr8	43093181	43093331	id-97998	1	+	NA	NONE	0
chr8	43093443	43093593	id-97999	1	+	NA	NONE	0
chr8	43093762	43093912	id-98000	1	+	NA	NONE	0
chr8	43094344	43094494	id-98001	1	+	NA	NONE	0
chr8	43094630	43094780	id-98002	1	+	NA	NONE	0
chr8	43095124	43095274	id-98003	1	+	NA	NONE	0
chr8	43095863	43096013	id-98004	1	+	NA	NONE	0
chr8	43096121	43096271	id-98005	1	+	NA	NONE	0
chr8	43096526	43096676	id-98006	1	+	NA	NONE	0
chr8	43096686	43096836	id-98007	1	+	NA	NONE	0
chr8	43101391	43101541	id-98008	3.09e-05	-	CCGCTCTGCTCCTCCTCTGCCAGAGCCTGGAACAG	UpstreamP1_CTCF	2
chr8	43131128	43131278	id-98009	3.16e-05	+	CGCGTGATGTCCCAGACAGCCTGGAGGTGACGCTG	Upstream_CTCF	2
chr8	43131408	43131558	id-98010	1.64e-05	-	AGAAGCATTGCACTTTCCTCCACGTGGGGGCTCCC	V_CTCF_BR	26
chr8	43136039	43136189	id-98011	1.03e-06	+	CGGGCGACGCTGCGCTTCCCCGCTGGAGGGCGCCA	V_CTCF_BR	40
chr8	43265053	43265203	id-98012	2.41e-08	+	CTGCCGTCCATCCTATAGACCAGTAGGTGGCACTT	UpstreamP1_CTCF	10
chr8	43286290	43286440	id-98013	1	+	NA	NONE	9
chr8	43291219	43291369	id-98014	7.73e-06	+	AATGTGGAAGGATTACTGTCCTCTAGGGGGAGCCT	V_CTCF_BR	25
chr8	43303255	43303405	id-98015	1	+	NA	NONE	17
chr8	43554059	43554209	id-98016	1	+	NA	NONE	30
chr8	43556438	43556588	id-98017	2.97e-06	+	AGGACCTTCCCCTAAAGGAGCAGTAGGTGGCACTC	V_CTCF_BR	23
chr8	43761875	43762025	id-98018	1	+	NA	NONE	0
chr8	43793143	43793293	id-98019	1	+	NA	NONE	0
chr8	43794590	43794740	id-98020	1	+	NA	NONE	0
chr8	43822013	43822163	id-98021	1	+	NA	NONE	0
chr8	43825795	43825945	id-98022	1	+	NA	NONE	0
chr8	43831523	43831673	id-98023	1	+	NA	NONE	0
chr8	46845362	46845512	id-98024	1	+	NA	NONE	0
chr8	46852419	46852569	id-98025	1	+	NA	NONE	0
chr8	46941194	46941344	id-98026	1.03e-06	+	GAGAACTATATAAAAGCAGCCGCCAGATGGAGCCA	V_CTCF_BR	18
chr8	46950742	46950892	id-98027	3.22e-07	-	GCAGCACTACCAGCTGCATCCATTAGATGTCGCTA	Upstream_CTCF	28
chr8	47019603	47019753	id-98028	3.81e-05	-	CCTACAGGTGAAAACAGGGCCTCAGGGTGGCATCA	V_CTCF_BR	0
chr8	47029906	47030056	id-98029	4.01e-05	-	GCCACAAGCAAAAACGTGGCCACAGGGTGGCGTGT	V_CTCF_BR	0
chr8	47034665	47034815	id-98030	3.81e-05	-	CTCACAAGCAAAAACGTGGCCGCAGGGTGGCGTGA	V_CTCF_BR	0
chr8	47130666	47130816	id-98031	1.04e-06	-	CCTGCAAGCAAAAACGGGACCACAGGGTGGCGTGG	Upstream_CTCF	0
chr8	47144418	47144568	id-98032	1.63e-05	+	CCTACAATACTAAACGTGGTCGCAGGGTGGCGTGG	Upstream_CTCF	0
chr8	47147422	47147572	id-98033	4.01e-05	+	CCCACAAGCGAAAACTGGGCCGCAGGGTGGCGTGG	V_CTCF_BR	0
chr8	47154311	47154461	id-98034	9.41e-05	+	CCCACAATCTAAAACGGGACCGCATGGTGGCGTGG	V_CTCF_BR	0
chr8	47156906	47157056	id-98035	5.92e-05	+	TTAGAGTAGCCTCGGCGTGCCGCAGGGTGGCGTGG	V_CTCF_BR	0
chr8	47162034	47162184	id-98036	9.25e-06	+	ACAGGGTGGGCATGGCAGGCCGCAAGGTGGCATAG	V_CTCF_BR	0
chr8	47168619	47168769	id-98037	9.25e-06	+	CCTCACATGAAAAATGGGGCCGCAAGGTGGCGTAG	V_CTCF_BR	0
chr8	47171825	47171975	id-98038	3.63e-06	+	GGCCGCAGGGTGGCGTGGGCCACAGGGTGGCGTGG	V_CTCF_BR	0
chr8	47297897	47298047	id-98039	2.27e-05	+	CCCAAAAGCGAAAACAGGGCCACAGGGTGGCGTGG	V_CTCF_BR	0
chr8	47319920	47320070	id-98040	1	+	NA	NONE	0
chr8	47321944	47322094	id-98041	1.24e-05	+	TTCACAAGTGAAAACGGGGCCACAGGGTGGCGTCG	V_CTCF_BR	0
chr8	47329659	47329809	id-98042	1.39e-05	+	GCCCACAAGCAAAAACTGGCCGCAGGGTGGCGTCG	V_CTCF_BR	0
chr8	47346712	47346862	id-98043	6.43e-06	-	TCCCCAAGTGAAAACGGGGCCGCAAGGTGGCGTGG	V_CTCF_BR	0
chr8	47353057	47353207	id-98044	2.01e-05	-	ACTCAGGGAAACGTTGAGGCCTGCAGAGGGGAGAA	UpstreamP1_CTCF	0
chr8	47399807	47399957	id-98045	1.09e-06	-	CTTGTTATTCCAAAAAAGTCCAGAAGATGTCGACT	Upstream_CTCF	20
chr8	47484641	47484791	id-98046	5.26e-07	-	GTTGTATGCTCCCAAATGACCACAAGGTGGGGCAA	Upstream_CTCF	22
chr8	47579930	47580080	id-98047	8.34e-07	-	CTGCATATCTGGTCTGTATCCACTAGATGTCACTA	UpstreamP1_CTCF	39
chr8	47619912	47620062	id-98048	5.26e-07	+	GTTGTATGCTCCCAAATGACCACAAGGTGGGGCAA	Upstream_CTCF	32
chr8	47829383	47829533	id-98049	7.94e-12	+	GGCGTGCGGCGCTGCGGGGCCAGCAGGGGGCGCGC	V_CTCF_BR	39
chr8	47868679	47868829	id-98050	5.98e-10	-	CATGCCATTTCCCCTGCAGCCACCAGAGGGCAGTG	Upstream_CTCF	39
chr8	47916918	47917068	id-98051	5.17e-06	+	AGAGTGGTATCCCTAACTGCCATTAGGGGGTGTTA	Upstream_CTCF	9
chr8	47922625	47922775	id-98052	2.97e-06	+	TGGCCTTCTTCTCGCAGCTCCACTAGGTGGTGCCA	V_CTCF_BR	7
chr8	47925211	47925361	id-98053	1	+	NA	NONE	4
chr8	47955939	47956089	id-98054	1.02e-07	-	TTGCCGTCCATCCTATAGACCAGTAGGTGGCACTT	UpstreamP1_CTCF	13
chr8	48079082	48079232	id-98055	5.26e-07	-	CCTGCGTTGCACACTGTGACCAGCAGGGGCGTTCA	Upstream_CTCF	40
chr8	48091913	48092063	id-98056	1.46e-08	-	CCTGCACTGCGCAATGTGACCGGCAGGGATCGCCA	Upstream_CTCF	8
chr8	48100176	48100326	id-98057	1	+	NA	NONE	14
chr8	48105747	48105897	id-98058	1.56e-06	-	CTGAAATTGAATAGTGCCACCTGCAGAGGGAGAAA	UpstreamP1_CTCF	39
chr8	48114911	48115061	id-98059	9.14e-09	+	GTAGCAGGGCCTCCTTCCTCCAGCAGAGGGCACAC	Upstream_CTCF	40
chr8	48117736	48117886	id-98060	1.95e-07	+	CATGCAATACAGGCCACGGCCTGCAGATGGGCAAC	Upstream_CTCF	31
chr8	48137461	48137611	id-98061	7.49e-05	-	AGTGGCTCAGAGCTTCAGCACAGTAGAGGGAGACA	V_CTCF_BR	18
chr8	48172101	48172251	id-98062	7.73e-06	-	AGGCTCCCGCTTGTCATCTCCACCAGGAGGTGCTG	V_CTCF_BR	34
chr8	48227920	48228070	id-98063	7.78e-06	-	AGTGGACTAAGACACCATACCTACAGAGGGCAGCA	Upstream_CTCF	40
chr8	48282005	48282155	id-98064	1	+	NA	NONE	23
chr8	48294245	48294395	id-98065	2.91e-05	+	GCTGGACCTGCCCCACGTGGCACCAGGCGCACAAG	Upstream_CTCF	2
chr8	48420272	48420422	id-98066	5.28e-05	+	AATGTCAGCTGTTCATTCTCCACTAGGAGCCAGTA	Upstream_CTCF	33
chr8	48423548	48423698	id-98067	1	+	NA	NONE	27
chr8	48423837	48423987	id-98068	4.31e-05	+	CTGGAGAGATGGTACTCAACACCTAGGGGGCAGTG	UpstreamP1_CTCF	26
chr8	48439123	48439273	id-98069	1	+	NA	NONE	12
chr8	48518417	48518567	id-98070	1.47e-05	-	TTCAAGCAAGCTTCCTCAGCAGCCAGATGGCAGAC	V_CTCF_BR	10
chr8	48543918	48544068	id-98071	5.65e-05	+	GACAGTCAACTGGGTCTTACCTCCTGGTGGTTGCA	V_CTCF_BR	9
chr8	48556982	48557132	id-98072	1	+	NA	NONE	2
chr8	48573958	48574108	id-98073	1	+	NA	NONE	0
chr8	48641635	48641785	id-98074	1.03e-05	+	GTGCACGTCCTCCTGTACGCCTGCAGAGGCGCTGG	UpstreamP1_CTCF	6
chr8	48642511	48642661	id-98075	6.51e-05	-	GACTGTGGTGCTGTAATCAAAGCCAGGGGGCAGGC	V_CTCF_BR	28
chr8	48647923	48648073	id-98076	5.37e-06	-	CTGCGGCAACCGCTAGTGTTCTGCAGAGGCCCCTC	UpstreamP1_CTCF	21
chr8	48649361	48649511	id-98077	2.18e-07	+	TCCCGAGCCGGGTCCTGCGCCACCGGCGGGCGGGC	V_CTCF_BR	26
chr8	48651559	48651709	id-98078	5.65e-05	-	GGTCTAACGCAAGATGCCGCCACACGATGGCACTG	V_CTCF_BR	39
chr8	48706966	48707116	id-98079	1	+	NA	NONE	8
chr8	48781685	48781835	id-98080	6.9e-05	+	CCTGAGATACCAGCTGTGGCCACTATGGGAGTGCT	Upstream_CTCF	5
chr8	48796323	48796473	id-98081	3.73e-06	-	CAGGCACCTGAGGAAAGGGACGCCAGAGGGCGTAG	Upstream_CTCF	5
chr8	48816060	48816210	id-98082	4.99e-07	-	GCTGCTCTTCCCTGCATCACCACTTGGCGCTGGTG	Upstream_CTCF	21
chr8	48818068	48818218	id-98083	4.51e-05	-	ATTGGGTTTCATTTTGTCACCACAAGGGGAGACAG	Upstream_CTCF	5
chr8	48857685	48857835	id-98084	1.99e-07	-	TGCTTCTACAGGGAGTGGGCCACTAGAGGGAGGGG	V_CTCF_BR	3
chr8	48861801	48861951	id-98085	1	+	NA	NONE	6
chr8	48905568	48905718	id-98086	3.24e-06	+	TGAGAAATCCCGTCTCTTGCCAGATGGTGGCGTGG	Upstream_CTCF	35
chr8	48909064	48909214	id-98087	1.82e-06	+	CTGAAAATTCAGGCAAAGCCCAGTAGGTGGCCCCG	UpstreamP1_CTCF	32
chr8	48909912	48910062	id-98088	1.1e-06	-	ATTGGCAAGATTTTACTGGCCAGTAGGGGCCGCTG	V_CTCF_BR	40
chr8	49018540	49018690	id-98089	8.21e-06	-	GTATCTGCAGTGAGGAAAGACAGCAGGTGGAGCAG	V_CTCF_BR	8
chr8	49033819	49033969	id-98090	8.58e-06	+	TTTCATTTCCCCAGTTTAGTCACTAGGAGGAGCAT	UpstreamP1_CTCF	40
chr8	49038954	49039104	id-98091	8.59e-05	-	AATTCCAGAGGGAGGCTGAACAGGAGGCGGCGCCC	V_CTCF_BR	2
chr8	49049250	49049400	id-98092	5.28e-05	+	CTTTCAGTGGGCAGGGCAGGCGCTAGAGAGCGTTG	Upstream_CTCF	22
chr8	49059649	49059799	id-98093	4.11e-07	+	GAGCAATTCTGAGAAACCAGCAGTAGGGGCTGCCA	UpstreamP1_CTCF	22
chr8	49084800	49084950	id-98094	2.06e-07	+	GCTGCAGTAAGCCCGGAATCCGCTAGGTGTCAGGG	Upstream_CTCF	40
chr8	49086767	49086917	id-98095	9.78e-07	+	CTTGAGTTCCTGGATTCCACCACCAGAAGGGGCTC	UpstreamP1_CTCF	18
chr8	49104010	49104160	id-98096	3.29e-05	+	CGTGCAGTGCCACTGTACTCCAGCCTAGGTGGCAG	Upstream_CTCF	14
chr8	49172772	49172922	id-98097	9.84e-05	-	CACCACCCAAGGAACACCACACACAGGGGGCGCTC	V_CTCF_BR	2
chr8	49177274	49177424	id-98098	7.27e-06	+	CAGCCGAGTCATCTAAAGGCCACCTGGTGGCTCGG	V_CTCF_BR	15
chr8	49179398	49179548	id-98099	1.26e-05	+	TTTTCCTTTCTCAGAACAGCCAGAGGGAGGCAGCC	Upstream_CTCF	39
chr8	49183611	49183761	id-98100	8.56e-05	-	CAGGCGTGCCCACAGGGCACCTCTAGGGGCGTCCT	UpstreamP1_CTCF	24
chr8	49184002	49184152	id-98101	5.52e-05	-	TAGCAGAGCCACCGCTTCTCCACCAGGCTGCATAT	UpstreamP1_CTCF	6
chr8	49194303	49194453	id-98102	1	+	NA	NONE	5
chr8	49218041	49218191	id-98103	8.58e-06	-	TAGCTGCTCCCCCACTTTGCCACCAGCTCCCCCAC	UpstreamP1_CTCF	12
chr8	49231361	49231511	id-98104	7.62e-07	+	AGTTAAATACCATCTAGGGCCACTAGATGTCACTG	Upstream_CTCF	40
chr8	49232622	49232772	id-98105	1	+	NA	NONE	9
chr8	49233611	49233761	id-98106	1.39e-07	-	CAAGTCACCAATGGTTTAACCACCAGGTGGCAGAG	V_CTCF_BR	37
chr8	49294660	49294810	id-98107	1	+	NA	NONE	28
chr8	49319273	49319423	id-98108	3.86e-05	-	GCTGCAACACCAGGCACAGCCAGCAGTTTCATTCC	Upstream_CTCF	16
chr8	49336274	49336424	id-98109	1.24e-05	-	GGTGTGAACCTCCCCCCAACCTGCAGGGGGTGTGG	V_CTCF_BR	7
chr8	49343661	49343811	id-98110	2.1e-05	-	GGGCTATTTTCCACAGTCTCCGGAGGACGGCGGTC	UpstreamP1_CTCF	5
chr8	49349027	49349177	id-98111	1	+	NA	NONE	3
chr8	49366018	49366168	id-98112	5.72e-07	+	CTGCCATCCTAGGCAAGGGCCACTATGAGGCAGCC	UpstreamP1_CTCF	11
chr8	49427182	49427332	id-98113	1	+	NA	NONE	40
chr8	49431133	49431283	id-98114	1.76e-05	+	CTGAATGGTAGGATGCAAGCCACCAGAGGGTGTGC	UpstreamP1_CTCF	18
chr8	49448124	49448274	id-98115	1	+	NA	NONE	4
chr8	49448662	49448812	id-98116	5.38e-05	+	GCCTGGGAATGGAATGTGGCCGCGAGGGGCTAACG	V_CTCF_BR	15
chr8	49457834	49457984	id-98117	1.59e-06	+	AGGTGGGCAAAACGGCTGGCCACAGGGGGGCGAGC	V_CTCF_BR	15
chr8	49498928	49499078	id-98118	2.91e-05	-	ATTCCAGTTCCTATTATCACCACTAGTAGCAGCAT	Upstream_CTCF	34
chr8	49501978	49502128	id-98119	1	+	NA	NONE	7
chr8	49532676	49532826	id-98120	1.26e-05	+	GGTGAAGTCTGCCCTGCGCCCAGTAGGGGAGATAT	Upstream_CTCF	23
chr8	49534352	49534502	id-98121	1	+	NA	NONE	18
chr8	49584439	49584589	id-98122	1	+	NA	NONE	8
chr8	49586863	49587013	id-98123	7.44e-05	-	GCTGCACATCAGTGAAAGGCCACTTGGAGTGCTGA	Upstream_CTCF	22
chr8	49607563	49607713	id-98124	1	+	NA	NONE	18
chr8	49611936	49612086	id-98125	3.63e-05	+	AGCTCGTCACTTTTTTTTTCCTGGTGGTGGCGGCA	V_CTCF_BR	7
chr8	49612543	49612693	id-98126	1.47e-05	-	CACCCTGATGCCCACACTGCACCCAGGGGGCAGGC	V_CTCF_BR	7
chr8	49647925	49648075	id-98127	2.5e-05	+	GCGCGGTGCCGCCGGCAGGGTCCCAGCTGGCCGCC	UpstreamP1_CTCF	25
chr8	49668441	49668591	id-98128	5.08e-07	-	CCAAGGTAAGTGTCCCAGGCCGGCAGGGGGCTCTG	V_CTCF_BR	21
chr8	49730982	49731132	id-98129	1	+	NA	NONE	25
chr8	49785188	49785338	id-98130	1.04e-05	+	TTCCTTTCACAGTCTACACACACCAGGTGGCAGGG	V_CTCF_BR	19
chr8	49815377	49815527	id-98131	1	+	NA	NONE	24
chr8	49816307	49816457	id-98132	9.41e-05	-	AGCTTCATGAGTGACCTCCCACCAAGAGGGCGCCC	V_CTCF_BR	12
chr8	49829233	49829383	id-98133	1	+	NA	NONE	4
chr8	49834479	49834629	id-98134	7.17e-05	-	AGCGCAGCGCCCTCGCCGCACGCAAGGCTGCAGTC	Upstream_CTCF	39
chr8	49838283	49838433	id-98135	1.48e-06	-	AGTCAAATCCACCCATTTTCCACTAGGTGGCAGAC	V_CTCF_BR	38
chr8	49863512	49863662	id-98136	2.66e-05	+	CTCCCTGTGCCCCTTCCATCCTGTGGGTGGTGCCA	V_CTCF_BR	20
chr8	49891628	49891778	id-98137	2.46e-08	+	GCTATAGAAGGCGGACTGGCCGCCAGAGGGCAGGA	V_CTCF_BR	40
chr8	50143035	50143185	id-98138	8.64e-05	-	GTCGCCACTCAGCTTGTCACCTGCAGGAGTCCTCA	Upstream_CTCF	14
chr8	50180462	50180612	id-98139	1	+	NA	NONE	12
chr8	50213785	50213935	id-98140	1.56e-06	+	TGTGTAAATTTCAATGTTCCCAACAGAGGGAGCTA	Upstream_CTCF	39
chr8	50226020	50226170	id-98141	1.09e-07	-	GTGCAGTTTAACCTACAGGCCAGTAGGTGATGCTT	UpstreamP1_CTCF	17
chr8	50279415	50279565	id-98142	1.71e-06	+	CTCCCTCCTGCGTCTGTGGCCAGCTGGGGGCTAAC	V_CTCF_BR	11
chr8	50291882	50292032	id-98143	1	+	NA	NONE	10
chr8	50822247	50822397	id-98144	9.26e-05	+	GTGCAGCTCCACACAGCGACCGCGGCCTGCAATGT	UpstreamP1_CTCF	22
chr8	50822678	50822828	id-98145	2.27e-05	+	AGTCGCCGGGGAAGGGAGGCCAGGAGCAGGCGTCC	V_CTCF_BR	7
chr8	50826404	50826554	id-98146	8.58e-06	+	CCGCAGTTCCCTCCTCAGGGGCAGAGGGGGCAGGC	UpstreamP1_CTCF	35
chr8	50852637	50852787	id-98147	3.36e-05	+	GAGAAATTGCACACTGAGTCCTTGAGGTGGCAGGA	UpstreamP1_CTCF	3
chr8	50947536	50947686	id-98148	3.48e-06	+	GTGATGCCCCACATAGTTCCCACTAGATGTCACTT	UpstreamP1_CTCF	34
chr8	50967631	50967781	id-98149	1	+	NA	NONE	29
chr8	51066296	51066446	id-98150	2.38e-07	-	CCTAACTGGGAGGCACCCCCCAGTAGGGGGCAGAC	V_CTCF_BR	25
chr8	51127573	51127723	id-98151	3.24e-06	+	GGTTCTCATCTTGGGCTGACCACCAGATGGCCACA	Upstream_CTCF	11
chr8	51214941	51215091	id-98152	2.96e-05	-	GGATACTGGCAGACTCACTACAGAAGGTGGCAGTC	V_CTCF_BR	17
chr8	51290747	51290897	id-98153	9.25e-06	-	GCCACTGTGTTCTGCAATGCCACCTGTGGGAGCTG	V_CTCF_BR	8
chr8	51310836	51310986	id-98154	2.73e-07	-	GCCGCTGAGCCTGTGTGGTCCAGCAGGGGCCGCTG	Upstream_CTCF	38
chr8	51438602	51438752	id-98155	1.98e-08	-	CTGCAGTTCTGCAGCCAGACCAGCAGAGGAAATAG	UpstreamP1_CTCF	14
chr8	51627647	51627797	id-98156	7.02e-05	-	CTGTGACTCCCGAGTTGCAGCAGGAGGAGTAAATG	UpstreamP1_CTCF	3
chr8	51640804	51640954	id-98157	5.98e-05	-	GTGCTGGAGCATCATCAAGACACCTAGTGGTGCCC	UpstreamP1_CTCF	1
chr8	51721537	51721687	id-98158	7.49e-05	-	AAATTTTTACTGCTTCCTGCTGACAGGGGGCGCTG	V_CTCF_BR	14
chr8	51810724	51810874	id-98159	1	+	NA	NONE	3
chr8	51956490	51956640	id-98160	1	+	NA	NONE	7
chr8	52229176	52229326	id-98161	1	+	NA	NONE	7
chr8	52438726	52438876	id-98162	4.96e-08	-	TCTGTTATGCCGTCTGTGCCCTGAAGGTGGCACTG	Upstream_CTCF	40
chr8	52576202	52576352	id-98163	2.11e-06	+	TGCTACATACCTGGTTCTACCAGCAGGTGTCACTA	V_CTCF_BR	39
chr8	52604310	52604460	id-98164	1.55e-08	+	CACTTATCCTCAGCCCCGGCCAGCAGAGGGAGGAA	V_CTCF_BR	17
chr8	52631062	52631212	id-98165	3.16e-05	+	ACTGCATTTTCATACATTGCCCTAAAGGGGCACAC	Upstream_CTCF	27
chr8	52643928	52644078	id-98166	3.28e-07	-	CGCCAGTTCCTGAAAGCAACCAGGAGGGGGCTGTA	UpstreamP1_CTCF	8
chr8	52722074	52722224	id-98167	1	+	NA	NONE	14
chr8	52722951	52723101	id-98168	1.31e-05	-	TTTAGATATGAACATTTTGCCAAAAGAGGGCAGTA	V_CTCF_BR	38
chr8	52763177	52763327	id-98169	2.66e-05	+	GGCTAAAACTAAATATTCACCACAAGGGGGAGTAG	V_CTCF_BR	34
chr8	52783360	52783510	id-98170	3.88e-06	+	GCTTCAAAGGAAGAATGAAGCAGCAGGGGGCGGGC	V_CTCF_BR	8
chr8	52800816	52800966	id-98171	2.11e-06	+	CAGGAGGATTCCAGGTTGGCCTCAAGAGGGAGCAT	V_CTCF_BR	30
chr8	52891035	52891185	id-98172	3.88e-06	-	CTAAAATTTGCGGCGTGTGTCACCAGGTGGCAGAG	V_CTCF_BR	2
chr8	52921141	52921291	id-98173	6.53e-09	-	TGCGCCCGTGCCCAGGCGTCCAGCAGAGGGCAGGG	V_CTCF_BR	40
chr8	52926988	52927138	id-98174	1.01e-08	+	CAGCAGTTACCTATACTAGCCAGGAGAGGGAGATG	UpstreamP1_CTCF	39
chr8	53001678	53001828	id-98175	3.09e-06	-	GCTGCAGTTTCTCCCTGGGCAGCTGAGGGGCGCTC	Upstream_CTCF	40
chr8	53025059	53025209	id-98176	8.16e-07	+	TTTTGTGAGTGCGGATTCCCCACTAGTGGGCGCCA	V_CTCF_BR	40
chr8	53027360	53027510	id-98177	8.13e-06	+	TGATCAGCACTAAAAATCACCACTAGAGTGCCCTG	Upstream_CTCF	10
chr8	53191385	53191535	id-98178	2.94e-06	-	GGGGAATTTGTACTTGCCTCCAGCAGGAGGCAACC	Upstream_CTCF	36
chr8	53258985	53259135	id-98179	3.11e-05	+	GAATTTCCAGACCACAAGGCCCCTAGTGGGCAGCT	V_CTCF_BR	3
chr8	53305164	53305314	id-98180	1	+	NA	NONE	1
chr8	53320286	53320436	id-98181	2.18e-07	-	AACCATTTACACAGGCTCACCAGAAGAGGGCAGCG	V_CTCF_BR	40
chr8	53326575	53326725	id-98182	4.31e-07	-	GGTTCCTCGGTGCTGGCGGCCTATAGGGGGCGCGG	V_CTCF_BR	33
chr8	53333549	53333699	id-98183	1	+	NA	NONE	30
chr8	53379803	53379953	id-98184	1.1e-06	-	CTGGCAGAGCAGGGAGGGAGCTGCAGGGGGCGGGA	V_CTCF_BR	22
chr8	53388420	53388570	id-98185	1.01e-05	+	GCAGTTAGGGCTAATTAGACCAGTAGAGGGCCTTC	Upstream_CTCF	9
chr8	53390756	53390906	id-98186	4.21e-05	+	AACTGCTACTGCACCCCAGACGCTAGGTGGTGCTT	V_CTCF_BR	6
chr8	53396632	53396782	id-98187	3.71e-05	+	TAAATAATTCTGAGCAAGTCCACTAGGAGGAGTTC	Upstream_CTCF	40
chr8	53408831	53408981	id-98188	6.97e-11	-	GTGCAGTGCCAAGATCGTTCCACCAGATGGCGCCT	UpstreamP1_CTCF	40
chr8	53412731	53412881	id-98189	8.21e-05	-	TTAACTTTCACAGAATTTGCCAGCAGAGGGCCCCT	V_CTCF_BR	10
chr8	53415876	53416026	id-98190	7.73e-06	-	GAGCCAATCCCTCGTCTTGACGGTAGGGGTCGCTG	V_CTCF_BR	35
chr8	53436093	53436243	id-98191	2.81e-06	-	AGTCCACTTGCCACTTTGTCCCCTAGAGGGCAAAC	Upstream_CTCF	30
chr8	53474599	53474749	id-98192	5.68e-06	+	GGTCCCTTGTTTGTGCCATCCTGCTGGTGGCGCAG	V_CTCF_BR	1
chr8	53490402	53490552	id-98193	1.04e-05	+	AGAATGGGAAGTTTATTCACCAATAGGTGGCAGTG	V_CTCF_BR	40
chr8	53533981	53534131	id-98194	8.58e-06	+	TTACAATTAAAAGTAATCGCCTCTAGGTGGCAAAA	UpstreamP1_CTCF	12
chr8	53537611	53537761	id-98195	1	+	NA	NONE	32
chr8	53565741	53565891	id-98196	4.23e-06	+	TAGTGGTGCTCTGCAGGAAACAGCAGAGGGAGATG	UpstreamP1_CTCF	0
chr8	53625832	53625982	id-98197	8.59e-05	-	ATCTCTATAGTTTCTTCCACCGCCTGGTGGATGTG	V_CTCF_BR	28
chr8	53627868	53628018	id-98198	5.68e-06	+	GTGTTTGTAAAAATAGGAGGCACAAGAGGGCACCA	V_CTCF_BR	32
chr8	53636767	53636917	id-98199	1	+	NA	NONE	39
chr8	53649780	53649930	id-98200	8.79e-07	+	CTGCATGTGTTTCAATGTAACACCAGGGGTCACTG	UpstreamP1_CTCF	39
chr8	53666738	53666888	id-98201	7.02e-05	-	GAGCAGGGTGGCTAAACTACCACTAGGGTGGCTGC	UpstreamP1_CTCF	30
chr8	53712062	53712212	id-98202	1.18e-05	+	GAGAAATCTCCCTGGGCCATCCCTAGGGGGCACCA	UpstreamP1_CTCF	16
chr8	53836757	53836907	id-98203	5.55e-07	-	GCAGCTTTATGCAGAATTGCCAAAAGGTGGCAGCA	Upstream_CTCF	22
chr8	53853151	53853301	id-98204	7.84e-05	+	CCAAGAAGCGGGTGACCTTCCTGGTGGTGGCAATC	V_CTCF_BR	5
chr8	53853802	53853952	id-98205	1.82e-07	-	CAGGGGCCGCGCGGAGCCGACGCCTGGGGGCGCCG	V_CTCF_BR	22
chr8	53854265	53854415	id-98206	3.42e-08	-	AAGCACTCGGCCGCTGGCTCCTCCAGGGGGCGCCG	V_CTCF_BR	39
chr8	53861878	53862028	id-98207	1	+	NA	NONE	17
chr8	53878495	53878645	id-98208	1.04e-07	+	AGTCAATTTTCCAGAGTAGCCACCAGAGGGAGCAC	V_CTCF_BR	40
chr8	53883282	53883432	id-98209	2.04e-05	-	ATGGAAGCCCTGCCTCCAGCCACATGGGGCCACCT	V_CTCF_BR	12
chr8	53917536	53917686	id-98210	9.62e-08	+	ATGCAGTTGCTCCTTCAGGCCAGCAGGAGAATCTC	UpstreamP1_CTCF	27
chr8	54109746	54109896	id-98211	8.91e-07	+	ACTGCTATAACTGCAGAAGACAGCAGAGGGCTATG	Upstream_CTCF	11
chr8	54131318	54131468	id-98212	1	+	NA	NONE	14
chr8	54148687	54148837	id-98213	1	+	NA	NONE	13
chr8	54166654	54166804	id-98214	1.85e-07	+	TTGCAGTTATGGCAGTTATCCAGGAGAGGGGGAAG	UpstreamP1_CTCF	4
chr8	54192857	54193007	id-98215	6.15e-05	-	CATGCAGTTCCACATTTCACCTCTTTGTGGTTTCC	Upstream_CTCF	10
chr8	54199351	54199501	id-98216	1.67e-07	+	CGCAGCCACCTGGGATGACCCAGCAGAGGGAGCCG	V_CTCF_BR	23
chr8	54223782	54223932	id-98217	2.34e-06	+	GAGCAGTTCCTCATTGCCGCCACTAGGCTAAAGCC	UpstreamP1_CTCF	29
chr8	54231393	54231543	id-98218	1.01e-05	-	TGAGAACTCCATGGAGGGAACACAAGGGGGAGACT	Upstream_CTCF	2
chr8	54268875	54269025	id-98219	4.51e-05	-	CAAATAGTGCCAAATTAGGCCAACAGGGGTCTATG	Upstream_CTCF	4
chr8	54317570	54317720	id-98220	1	+	NA	NONE	29
chr8	54377441	54377591	id-98221	1	+	NA	NONE	10
chr8	54399294	54399444	id-98222	6.9e-05	-	GGTGCTGTACCCATGCCAAACACACAGGGGAGCTT	Upstream_CTCF	15
chr8	54404983	54405133	id-98223	3.24e-06	+	CGTGCATCACACCACAGGGCCACATGGGGACTCCC	Upstream_CTCF	8
chr8	54496349	54496499	id-98224	1.77e-05	+	TATGTAATACTGAAGTTGACCACCTGGCTGTACTG	Upstream_CTCF	30
chr8	54500725	54500875	id-98225	3.81e-05	+	GACAGAAAGCCAGTGTTGTCCAGCAGGCGGCACAA	V_CTCF_BR	40
chr8	54507002	54507152	id-98226	1.26e-05	+	GGTGGGGCCCAGTTCCTTCCCGGCCGGGGGCGCCA	Upstream_CTCF	0
chr8	54569170	54569320	id-98227	1	+	NA	NONE	3
chr8	54646080	54646230	id-98228	3.81e-05	+	ACTACCTAGGATTTACTATCCGACAGGGGGAGCGC	V_CTCF_BR	1
chr8	54647192	54647342	id-98229	4.94e-06	-	CCAGGAGTTCCCTAAAGCAACTGTAGTGGGAGCTC	Upstream_CTCF	37
chr8	54654781	54654931	id-98230	1.65e-07	+	CAGCACTCCAGCTGTCTATCCACTAGGTGCCAGTA	UpstreamP1_CTCF	38
chr8	54721425	54721575	id-98231	1.84e-07	-	ACTGCATTACAAATTATTGCCACTTGATGTCAGTA	Upstream_CTCF	39
chr8	54722504	54722654	id-98232	1	+	NA	NONE	18
chr8	54748446	54748596	id-98233	3.63e-05	+	CGGTCCCCACTCATATCCTCCCACAGATGGCAGTG	V_CTCF_BR	12
chr8	54751704	54751854	id-98234	1	+	NA	NONE	1
chr8	54753858	54754008	id-98235	1	+	NA	NONE	9
chr8	54764151	54764301	id-98236	1	+	NA	NONE	36
chr8	54775954	54776104	id-98237	2.27e-06	-	TGCTGCAGTGCTTGGATTTCCACCAGATGTCACCA	V_CTCF_BR	39
chr8	54780927	54781077	id-98238	1	+	NA	NONE	19
chr8	54793295	54793445	id-98239	5.08e-07	+	GCGGCGGTGGAGTGCGCCGCCGCTGGAGGGAGGCG	V_CTCF_BR	37
chr8	54793681	54793831	id-98240	5.34e-06	+	GGCGCGCCGCTCGTCCGGACCTCAGGGTGTCGCCG	V_CTCF_BR	34
chr8	54794956	54795106	id-98241	1	+	NA	NONE	5
chr8	54798085	54798235	id-98242	3.5e-05	+	CTGCACTCCAGTCTGGGCGACAGAGGGAGACTCCG	UpstreamP1_CTCF	19
chr8	54801056	54801206	id-98243	1	+	NA	NONE	4
chr8	54867699	54867849	id-98244	3.28e-05	+	AGATCACTTTGACTGTGGACTTGCAGAGGGCTCCA	V_CTCF_BR	2
chr8	54870050	54870200	id-98245	1.55e-07	+	AGAGCCCTGCCACTGTGGGCCAGCAGGGGAAGCCT	Upstream_CTCF	7
chr8	54873480	54873630	id-98246	1	+	NA	NONE	1
chr8	54923109	54923259	id-98247	2.6e-05	-	TTGTAATATTTGGCTGTAAGCTATAGGTGGTGCTG	UpstreamP1_CTCF	38
chr8	54927051	54927201	id-98248	5.17e-06	-	GCTGTAGTTTATCTTTCAGCCAGTAGTGTGAACTA	Upstream_CTCF	10
chr8	55051855	55052005	id-98249	2.27e-06	+	TGTATAAGTAAGTTAGTGTCCACTAGAGGGAAGCA	V_CTCF_BR	38
chr8	55078440	55078590	id-98250	2.43e-06	-	AAGCCACAGCGAAGCTTCGACAGCAGGGGCCAGCG	V_CTCF_BR	39
chr8	55078840	55078990	id-98251	1.41e-06	-	GAGGAATGTTCCCATTTGGTCAGTAGGTGGCAGTC	UpstreamP1_CTCF	39
chr8	55081988	55082138	id-98252	2.11e-08	+	TTGCAGTACCACATCTTGAACAATAGGTGGAGCTA	UpstreamP1_CTCF	40
chr8	55150979	55151129	id-98253	1	+	NA	NONE	16
chr8	55168070	55168220	id-98254	1	+	NA	NONE	9
chr8	55181643	55181793	id-98255	3.45e-05	-	GCCCGGGCTCCCTCTCTGGCCAGCAGTGGTGACCA	V_CTCF_BR	13
chr8	55195933	55196083	id-98256	1.01e-05	-	GGTGTAATGAAACGTGATCTCAGTAGGTGGCTCCC	Upstream_CTCF	33
chr8	55238429	55238579	id-98257	1.14e-06	-	CTGGAGTGAGCGGGTGCATCCATTAGGAGGCAGCC	UpstreamP1_CTCF	5
chr8	55274799	55274949	id-98258	1.08e-05	-	CTGCTCTCCAGGGATTCCCCCAGCAGCGCTAGGTG	UpstreamP1_CTCF	2
chr8	55294884	55295034	id-98259	1	+	NA	NONE	15
chr8	55305566	55305716	id-98260	7.15e-05	+	CTTACCACCAGACAAATGCCCACCAGAGGACAGTC	V_CTCF_BR	5
chr8	55309840	55309990	id-98261	1.27e-06	-	GGGTAGTTACCCTATGCTCCCAGTAGGGTGCATAG	UpstreamP1_CTCF	24
chr8	55318134	55318284	id-98262	2.01e-05	-	GCTGCACCATTTTACATTCCCACCAGTAGGGTATG	Upstream_CTCF	24
chr8	55344394	55344544	id-98263	1.1e-05	-	ATCAATATGTACTTCACTACCAATAGGTGGCGCTA	V_CTCF_BR	40
chr8	55355827	55355977	id-98264	6.37e-07	-	TTGCAGTTTCTGTACTTCCCCTGCAGGTGGGATAC	UpstreamP1_CTCF	14
chr8	55356204	55356354	id-98265	2.91e-05	+	AAGGAACTTTCTGAGTCAACCTGCAGGTGGCTTGG	Upstream_CTCF	12
chr8	55372103	55372253	id-98266	2.89e-07	-	GCCGTAGTACACGTGAAGGGCGCTGGGTGGCGCCA	Upstream_CTCF	27
chr8	55372502	55372652	id-98267	7.44e-06	-	TGTGTAACACTGCTTCTGGCCTGCAGGCTGGGGCG	Upstream_CTCF	10
chr8	55382601	55382751	id-98268	1.39e-05	+	CAGGAGGAGGAGCTGCCTTCCTCCGGGAGGCGGCG	V_CTCF_BR	10
chr8	55383081	55383231	id-98269	7.6e-05	+	CGGCGCTGACCCCACGCAGCCAGCGGAGTCTCCTG	UpstreamP1_CTCF	17
chr8	55390775	55390925	id-98270	1.55e-05	-	CCACAGAGAAAACTGCCTTCCAGGTGAGGGCGCCT	V_CTCF_BR	17
chr8	55464337	55464487	id-98271	1.08e-08	+	CTGCACTGATGCTCATGCGCCACAAGATGGAGCCT	UpstreamP1_CTCF	40
chr8	55468692	55468842	id-98272	8.79e-07	-	CTGTTTCTTGACAAGTCAAGCAGCAGGGGGCAGGA	UpstreamP1_CTCF	21
chr8	55482258	55482408	id-98273	1	+	NA	NONE	29
chr8	55545484	55545634	id-98274	4.41e-06	+	TGAAATTATTGTGTTTTGCCCACCAGATGGCAGCT	V_CTCF_BR	38
chr8	55614262	55614412	id-98275	3.41e-07	+	GCAGTAATCGAATCACTTCCCACTAGGTGGCATTG	Upstream_CTCF	32
chr8	55638657	55638807	id-98276	1	+	NA	NONE	11
chr8	55649075	55649225	id-98277	3.63e-06	-	ACATATCCTGAGCCATTTACCAGCAGAGGGAGTCC	V_CTCF_BR	35
chr8	55658037	55658187	id-98278	4.65e-05	+	TAATATTTGCTGTTGTAAATCAGCAGGGGGAGCTC	V_CTCF_BR	4
chr8	55671451	55671601	id-98279	3.16e-06	+	CAGCAGTGTCGCTTGGAAAACTGCAGAAGGTGCTG	UpstreamP1_CTCF	34
chr8	55677514	55677664	id-98280	3.63e-06	+	GGCTAGTTGGCCAACCACACCGCAAGGGGGCTCCG	V_CTCF_BR	10
chr8	55732218	55732368	id-98281	7.44e-05	+	GCTGCAACTCTTGCAAACTCATGGAGGTACCACCA	Upstream_CTCF	4
chr8	55735881	55736031	id-98282	8.21e-06	-	GGAGGCAGAGGTTGCAGTGACCCAAGGTGGCGCCA	V_CTCF_BR	12
chr8	55771168	55771318	id-98283	1	+	NA	NONE	2
chr8	55856728	55856878	id-98284	1.82e-07	-	TGTGGCCCTCCACCTTCTGCCACTGGAGGGCAGCC	V_CTCF_BR	19
chr8	55996118	55996268	id-98285	5.55e-07	+	GCTGCAGCTATGTTGCTGGCCAGAGGGGGTCATCC	Upstream_CTCF	15
chr8	56013678	56013828	id-98286	2.31e-06	+	CCGGCCGCGCCCCGCGCCGCCGCCAGGGGTGCTGC	Upstream_CTCF	16
chr8	56148581	56148731	id-98287	6.73e-07	-	CTGCCCTGACTCACTGTGTCCTGCAAGGGCCACCC	UpstreamP1_CTCF	2
chr8	56186416	56186566	id-98288	2.04e-05	-	CTACCCTCTCCTTTTAGCCCCACTAGATGGTAGTG	V_CTCF_BR	12
chr8	56199055	56199205	id-98289	1.17e-05	+	TGAGGCAGCAGTGAGCGTCCCTGGAGAGGGAGCGC	V_CTCF_BR	5
chr8	56226056	56226206	id-98290	6.73e-07	+	GAGCAGGGTACTCTGGAAGCCACTAGATGGGGGTG	UpstreamP1_CTCF	21
chr8	56278671	56278821	id-98291	3.65e-07	-	GGCTGCCCGGTGGGTTCTGCCAATAGGTGGCACTG	V_CTCF_BR	16
chr8	56363231	56363381	id-98292	9.49e-08	+	GACAGCCACTCCTTCTCCACCAGCAGGTGGAACCC	V_CTCF_BR	4
chr8	56433555	56433705	id-98293	3.24e-06	+	CCGGCGGTGCAGTTATCTTCCTGAAGGCGGCGCTG	Upstream_CTCF	38
chr8	56451233	56451383	id-98294	1.17e-05	+	CCCAGTTCTGTACTCATGATCACCAGGTGGCGTTC	V_CTCF_BR	7
chr8	56492435	56492585	id-98295	2.15e-05	+	AGCACTAAACAGCTTTCCAACAGCAGGTGGAGCAT	V_CTCF_BR	25
chr8	56538045	56538195	id-98296	1.48e-06	+	TCTGTTTTACCCTTGGTGACCTGGAGATGTCAGTG	Upstream_CTCF	1
chr8	56599849	56599999	id-98297	1	+	NA	NONE	14
chr8	56727745	56727895	id-98298	3.11e-05	+	GGTGATTCATGTTTTTTTGCCTCTAGAGGGAGTAA	V_CTCF_BR	39
chr8	56731459	56731609	id-98299	8.58e-06	-	CTGTACTGCAGCCTTGTGGACAGAGCGAGGCTCTG	UpstreamP1_CTCF	26
chr8	56756106	56756256	id-98300	1	+	NA	NONE	4
chr8	56793097	56793247	id-98301	1.08e-08	-	GAGGGCAACTGTCCGCGGGCCTCGAGAGGGCGCCG	V_CTCF_BR	25
chr8	56794119	56794269	id-98302	1	+	NA	NONE	40
chr8	56798399	56798549	id-98303	2.4e-05	-	CAAACCGAAAATGCAGAGGGCAGCAGAGGGTAGAA	V_CTCF_BR	4
chr8	56831190	56831340	id-98304	1	+	NA	NONE	4
chr8	56843256	56843406	id-98305	5.08e-07	-	TGGTATGACCGGAATGAAGCCAGCAGGGGGAGGAG	V_CTCF_BR	27
chr8	56870523	56870673	id-98306	3.63e-06	+	AGCTGTGGTGTCAGTGCGTCCTGCAGGGGGTGCCT	V_CTCF_BR	22
chr8	56883467	56883617	id-98307	1.73e-05	-	CCTTGGGTTTTCCCAGCTTCCACCAGCAGGCTCTG	V_CTCF_BR	6
chr8	56884818	56884968	id-98308	1.59e-06	+	GACTCTTTCCCAGCCCTTCCCTCAAGGTGGCGCTG	V_CTCF_BR	40
chr8	56898780	56898930	id-98309	1	+	NA	NONE	3
chr8	56919077	56919227	id-98310	2.04e-05	-	AGTCAGGACAATGCCCTCACCAGAAGGAGGTGGTG	V_CTCF_BR	18
chr8	56923260	56923410	id-98311	2.2e-07	+	GTGCACATCTCTCTCTCTTCCAGCAGGAGGAGCCC	UpstreamP1_CTCF	40
chr8	56941508	56941658	id-98312	8.71e-06	-	TGGTCATTTATGTGACAGAACACTAGGTGGCACTG	V_CTCF_BR	39
chr8	56970119	56970269	id-98313	1.38e-06	-	TCCCTGTGGTCCTTCCTATCCACCAGGAGGCGGAG	V_CTCF_BR	19
chr8	56972792	56972942	id-98314	3.42e-09	+	GCTGCAGTACTGAAGACAGACACCAGAGGGAGTAA	Upstream_CTCF	40
chr8	56987146	56987296	id-98315	1.1e-05	-	GGACTTCGGCTCCTCCGTGCGGACAGGGGGCGCCC	V_CTCF_BR	38
chr8	56991770	56991920	id-98316	7.49e-07	-	CTGTCATTGCAGTGAAAGACCAGTAGATGGCCATC	UpstreamP1_CTCF	39
chr8	56993538	56993688	id-98317	1	+	NA	NONE	32
chr8	57006340	57006490	id-98318	1.73e-05	-	AACAATTAAAACGAAAAAGGCGCCAGGGGGCGCTG	V_CTCF_BR	40
chr8	57069865	57070015	id-98319	1	+	NA	NONE	9
chr8	57101858	57102008	id-98320	8.79e-07	-	ACGAACTTTCTGGACATGACCACAAGATGGCAACA	UpstreamP1_CTCF	40
chr8	57114873	57115023	id-98321	2.96e-05	+	CTACGTAAGGCACTGCCATACACAGGGTGGCAGCA	V_CTCF_BR	40
chr8	57154588	57154738	id-98322	4.99e-07	-	GAGGCAATGCAGCAGTATACCACCAGATAGCAGCA	Upstream_CTCF	40
chr8	57160933	57161083	id-98323	6.18e-07	+	TCTGTTATGCTCCATTTTCTCAGTAGATGGCACCC	Upstream_CTCF	39
chr8	57167491	57167641	id-98324	1	+	NA	NONE	2
chr8	57232431	57232581	id-98325	1.47e-05	-	TGGTTTCACGCTGGGTCGCTCGCAAGGGGGCGCGG	V_CTCF_BR	4
chr8	57350504	57350654	id-98326	2.6e-07	-	GAAGAAGGAAAATCCACAACCTGCAGAGGGCGCTG	V_CTCF_BR	29
chr8	57354324	57354474	id-98327	1.97e-06	-	GCTGTCCAAACCAGAGCTTCCTCAAGATGGCACCA	V_CTCF_BR	13
chr8	57360580	57360730	id-98328	6.74e-08	+	GCTGCATGTCCCATTATAGTCGCTAGAGGGCAGCG	Upstream_CTCF	39
chr8	57361542	57361692	id-98329	3.22e-07	-	ACTGCACACTCTTGCACTGCCCCTAGGAGGCGCCC	Upstream_CTCF	36
chr8	57410557	57410707	id-98330	8.19e-06	+	CAGAAGTGTTTGTTCTCTGCCTCCAGATGTCTCCA	UpstreamP1_CTCF	2
chr8	57470544	57470694	id-98331	1.67e-07	-	CTGTGTGCACCGGAGCCCTCCGCTAGGGGGCAGCA	V_CTCF_BR	40
chr8	57517512	57517662	id-98332	2.53e-05	+	GGTTCCAGCAGACACAGGCCCTCCAGCTGCCAGCA	V_CTCF_BR	4
chr8	57530749	57530899	id-98333	3.09e-05	+	TCCTTATATCACCAGATGGACAGCAGGGGGCCACA	UpstreamP1_CTCF	39
chr8	57654829	57654979	id-98334	1	+	NA	NONE	9
chr8	57683967	57684117	id-98335	9.41e-05	+	AGTAAGATAAAGAGAATCACCACCAGGTGGGGCAG	V_CTCF_BR	9
chr8	57700178	57700328	id-98336	2.27e-06	+	AAGATAAAGCCAGTTTTGGCCAGTAGAGGCCACTA	V_CTCF_BR	40
chr8	57700776	57700926	id-98337	1	+	NA	NONE	39
chr8	57805545	57805695	id-98338	8.16e-07	+	CGGACTGCTTTTCTGGCCCCCTGCAGGTGGCACAG	V_CTCF_BR	39
chr8	57807009	57807159	id-98339	2.27e-05	-	AATCATATGAATAAAAGTTCCACTAGGTGGCTGCA	V_CTCF_BR	23
chr8	57837914	57838064	id-98340	4.7e-05	-	GGTGAAATATCAAACTCTGCCACACAGGGGAAGCA	Upstream_CTCF	38
chr8	57841789	57841939	id-98341	1.51e-08	-	ATGCAGTGCCTTTGACTGGCATGTAGGTGGCAGCA	UpstreamP1_CTCF	40
chr8	57883477	57883627	id-98342	3.36e-05	+	GTGAATTTACAGTGCTTTATCTCTAGAGGTCAGTA	UpstreamP1_CTCF	33
chr8	57926373	57926523	id-98343	2.8e-05	+	AATGGAACAGCTCAGCCTCCCACAGGGGGCAGCTC	Upstream_CTCF	7
chr8	58020234	58020384	id-98344	5.08e-05	+	GTGTTATGAGCCTTTGTTACCACTGAGGGCAGCAT	UpstreamP1_CTCF	9
chr8	58026369	58026519	id-98345	1.23e-08	-	CTGTAGCCACCACTCTTTGCCACAAGGGGTCAGCC	UpstreamP1_CTCF	40
chr8	58033800	58033950	id-98346	1	+	NA	NONE	15
chr8	58094853	58095003	id-98347	3.31e-06	+	TTGCATTACTAGCTTCTACTCACTAGATGGTAGTA	UpstreamP1_CTCF	29
chr8	58101028	58101178	id-98348	6.64e-05	-	TGTGGCTTGTTAGGAATGACCACCAGAAGAGAATG	Upstream_CTCF	5
chr8	58122172	58122322	id-98349	3.63e-08	+	CCTGTTTTTCAGCTAGCTGCCACAAGGGGGCTGGA	Upstream_CTCF	35
chr8	58122566	58122716	id-98350	1	+	NA	NONE	9
chr8	58136074	58136224	id-98351	1	+	NA	NONE	15
chr8	58255987	58256137	id-98352	2.41e-11	-	GATGCAGCACTGAGGTCTGCCACCAGGGGGCGCTG	Upstream_CTCF	40
chr8	58333207	58333357	id-98353	1.19e-06	+	AGAAAATAAATCAAAATAGCCACTAGGTGGCGGGC	V_CTCF_BR	40
chr8	58403992	58404142	id-98354	2.4e-05	-	GAGAAAGGAACTGAAGATGCCCCTAGATGGCAGGC	V_CTCF_BR	36
chr8	58405232	58405382	id-98355	1	+	NA	NONE	18
chr8	58448505	58448655	id-98356	7.62e-09	-	CAGCAGGGCCAGGGCTCTGGCTCCAGAGGGCGGCG	UpstreamP1_CTCF	1
chr8	58487899	58488049	id-98357	6.21e-06	+	AAGGCCTGGCCCATGTTGGCCATAAGGTGGCACCG	Upstream_CTCF	39
chr8	58489875	58490025	id-98358	1.48e-06	+	GCAGCCAGGCATACATCGGCCAGCAGCCGGCACCC	Upstream_CTCF	16
chr8	58507598	58507748	id-98359	1.34e-06	-	ATGATGTTTGTGATGTGGGCCACGAGGGGTCAGCC	UpstreamP1_CTCF	11
chr8	58623928	58624078	id-98360	4.01e-05	-	TCTGCACTACCTGTCCACCCCTGTAGGCTTCTGAG	Upstream_CTCF	3
chr8	58652011	58652161	id-98361	1.19e-06	-	ATGAGAGAAGGCAAAACGGCCAGTGGGGGGAGGCA	V_CTCF_BR	29
chr8	58661224	58661374	id-98362	1	+	NA	NONE	25
chr8	58757325	58757475	id-98363	1.63e-05	+	TGTGCTGTCTATTAAGCACTCACTAGGGGGCCAGT	Upstream_CTCF	1
chr8	58760663	58760813	id-98364	8.91e-07	+	CCAGAAATCACAAGTGAGGCCACCAGGGGCCCAGC	Upstream_CTCF	6
chr8	58773778	58773928	id-98365	1.38e-07	-	GCTGTTCTGCCTTCCATACGCAGCAGGGGGCTGAG	Upstream_CTCF	26
chr8	58783990	58784140	id-98366	1	+	NA	NONE	32
chr8	58812514	58812664	id-98367	4.65e-05	+	ATGTTGAATGCCACCCTCTCCTCAAGATGGCATAG	V_CTCF_BR	27
chr8	58868230	58868380	id-98368	8.91e-07	-	GGAGCAGTTCTCTCCCTGTCCATGAGGTGGGTGCC	Upstream_CTCF	7
chr8	58884507	58884657	id-98369	1	+	NA	NONE	7
chr8	58909640	58909790	id-98370	4.85e-07	+	CTGTAGGCACAGTGGCTTGGCAGTAGATGGTGCTG	UpstreamP1_CTCF	39
chr8	58910849	58910999	id-98371	1	+	NA	NONE	8
chr8	58928980	58929130	id-98372	1.15e-06	-	ACTGAGCTCCCCGCTCCCACCAGCAGGTAGCATCA	Upstream_CTCF	4
chr8	58960034	58960184	id-98373	2.1e-05	+	GTGTAGTTCCAGCAACTGACCAGAGGCACTCTGTA	UpstreamP1_CTCF	10
chr8	58970401	58970551	id-98374	7.82e-06	-	TTGGAGGCCACCCTTGTGGACTGCAGGAGGAAGCA	UpstreamP1_CTCF	8
chr8	58986909	58987059	id-98375	5.51e-07	-	CTGGGGAAGCACATCCCAGGCAGCAGGGGGAGCAG	V_CTCF_BR	39
chr8	58989967	58990117	id-98376	1	+	NA	NONE	11
chr8	59036786	59036936	id-98377	1	+	NA	NONE	5
chr8	59050541	59050691	id-98378	9.39e-07	-	TACGCAATGCAGGGTCTGCCCAGTAGAGGCTGGTA	Upstream_CTCF	9
chr8	59058215	59058365	id-98379	9.29e-06	+	TGTGCTGCCGCGCGTCGGCGCAGGCGGGGGCGCAA	Upstream_CTCF	16
chr8	59058422	59058572	id-98380	1.48e-06	+	CTGCAGTTGAACACAAAGACCTGGAGGAGACTCCC	UpstreamP1_CTCF	11
chr8	59085192	59085342	id-98381	1	+	NA	NONE	1
chr8	59110573	59110723	id-98382	4.5e-05	+	CTGCAGGAGCAGCTGAAGACCAGCAGGATTGCAGA	UpstreamP1_CTCF	13
chr8	59147141	59147291	id-98383	1.74e-07	-	TTTGCTGTTCATTCAGCCTCCAGGAGGGGACACAG	Upstream_CTCF	28
chr8	59155947	59156097	id-98384	8.81e-07	-	GCTGCGGGAGGGACTTGGAGCACCAGGGGGCTGTG	V_CTCF_BR	7
chr8	59161786	59161936	id-98385	3.18e-06	-	CTTGGCAGAGTAGGTGTGGGCACTAGGGGGAGCTT	V_CTCF_BR	36
chr8	59230622	59230772	id-98386	1.04e-05	+	GGTTAAAGGACAGAAGCTGACAGAAGGGGGTGCAC	V_CTCF_BR	5
chr8	59231051	59231201	id-98387	2.1e-06	-	ATCGCACTTCCTCAGGCATCCGGAGGATGGCGCTG	Upstream_CTCF	37
chr8	59301363	59301513	id-98388	6.82e-05	-	ATCTTCCTATTCTAATCCTCCAGTAGGTGGTGATG	V_CTCF_BR	34
chr8	59307873	59308023	id-98389	9.67e-08	-	TTTGCAACGTGGCAAATTTCCACCAGAGGGAGCAC	Upstream_CTCF	40
chr8	59323611	59323761	id-98390	6.21e-05	-	CCTAAAGGCACTGTAGGCCGCCCTAGAGGGCAGCA	V_CTCF_BR	37
chr8	59335843	59335993	id-98391	7.62e-07	-	TGGGCTGTTCTTCTGCCAGCCTGCAGGTGGCCACT	Upstream_CTCF	17
chr8	59372299	59372449	id-98392	1.56e-05	+	TGGTTACTTGTTCTTGTCTCCACCAGGGGGTGTAT	Upstream_CTCF	40
chr8	59391198	59391348	id-98393	9.62e-08	-	CTGCTGGAGCCGGCGTTCTGCACCAGGGGGCCTGC	UpstreamP1_CTCF	5
chr8	59419006	59419156	id-98394	4.41e-06	-	TCCTGTTGATTAGCTATGTCCCCTAGAGGGCAGCG	V_CTCF_BR	10
chr8	59425883	59426033	id-98395	9.4e-06	-	TGTCAATGTACATAATTGTCCACTAGAGGGTGATA	UpstreamP1_CTCF	39
chr8	59446397	59446547	id-98396	1.18e-05	+	GTGCATTCAGCTCCAGTATCCACTAGGGCAAACAC	UpstreamP1_CTCF	12
chr8	59447497	59447647	id-98397	1.1e-05	-	CTCACTGTACTCCTAGCAGCAACGAGGTGGAGCCA	V_CTCF_BR	25
chr8	59492354	59492504	id-98398	1	+	NA	NONE	27
chr8	59514576	59514726	id-98399	4.88e-05	-	CTTCCGGGATCTCAGTAAGCCAGTAGGGGCCCTAA	UpstreamP1_CTCF	3
chr8	59521234	59521384	id-98400	5.97e-08	-	TATGCTATAGTGATTGTGTCCACTAGGTGGTGGGG	Upstream_CTCF	40
chr8	59553973	59554123	id-98401	1.13e-05	-	GTGTCATAAGCTACTTTTGTCAGAAGGGGGCAGAT	UpstreamP1_CTCF	34
chr8	59572353	59572503	id-98402	6.39e-05	+	GCGGCACCGTGACTCAGGCCCGGAGGAGGGGCGCG	Upstream_CTCF	5
chr8	59601665	59601815	id-98403	1	+	NA	NONE	2
chr8	59614408	59614558	id-98404	7.23e-07	-	CGTGTCATAATAGTTTTAGCCACCAGAAGGAGCTC	Upstream_CTCF	40
chr8	59621180	59621330	id-98405	1.63e-05	-	CTTGCCCTTCTCTCTGCTGCCACCATGTGAAGAAG	Upstream_CTCF	8
chr8	59634318	59634468	id-98406	5.08e-07	+	TGTTACTTCTTCAACTGGACCACTAGATGGCACTA	V_CTCF_BR	35
chr8	59664106	59664256	id-98407	4.88e-06	-	ATGCCTGGTAGAACAGTGGCCATTAGAGGGCACTC	UpstreamP1_CTCF	26
chr8	59676201	59676351	id-98408	1.48e-06	+	TTTTTGGGTGGGTTATAGACCAGGAGGGGGCACAA	V_CTCF_BR	6
chr8	59720579	59720729	id-98409	2.58e-09	+	ATGCTATGAGCGCTGTCCACCACCAGGTGGCGATG	UpstreamP1_CTCF	39
chr8	59789291	59789441	id-98410	1.76e-05	-	TTGTAACTATTTCCTTCCACCAGCAGAGTGCTTGG	UpstreamP1_CTCF	20
chr8	59801973	59802123	id-98411	3.4e-06	-	CCCATTTTCACCCCCACCACCACAAGAGGTAGCCA	V_CTCF_BR	22
chr8	59924837	59924987	id-98412	1.54e-05	+	TTGAGGTGCACTGGGAATACCACGAGGGGGTGTTG	UpstreamP1_CTCF	22
chr8	59929590	59929740	id-98413	2.66e-05	-	CTAGACGATGTCCTCGCAGCCTGGTGGAGGCAGCA	V_CTCF_BR	19
chr8	59933886	59934036	id-98414	1.83e-05	-	CAAGTGACCTTTTTTCCTGACAACAGATGGCAGTA	V_CTCF_BR	30
chr8	59948344	59948494	id-98415	1.55e-05	+	TACAGTGGTTACCATGTGCCAGCCAGAGGGCACTG	V_CTCF_BR	17
chr8	59974335	59974485	id-98416	6.39e-08	+	CGCCCATGCCCAGCCCCTGCCAGGAGAGGGAGGAA	V_CTCF_BR	1
chr8	60032267	60032417	id-98417	1.19e-06	+	GGGCACCGTGGGGAGCGCGCAGCTAGGGGGCGCTG	V_CTCF_BR	39
chr8	60127717	60127867	id-98418	4.11e-07	+	GTGTAATTCAGGCTTCAATGCAGCAGATGGCACTT	UpstreamP1_CTCF	38
chr8	60146470	60146620	id-98419	1	+	NA	NONE	3
chr8	60197722	60197872	id-98420	2.23e-06	-	CAGTGTTTACCCCACCAGGCCACCAGCAGGAGGAA	UpstreamP1_CTCF	2
chr8	60214738	60214888	id-98421	6.04e-07	-	CTGCAATTTGGATATTCTGCCATTAGGTGGTAGAA	UpstreamP1_CTCF	10
chr8	60347232	60347382	id-98422	1.37e-05	-	TGTGCCCTTTTTAGATTCACCACTAGGGTCAGAGT	Upstream_CTCF	7
chr8	60438048	60438198	id-98423	1.84e-06	-	GAGAGAGGTGAGGAAATGGCCAGTGGGTGGAGCAG	V_CTCF_BR	6
chr8	60704305	60704455	id-98424	2.12e-06	-	ATGTTCTGTGGGGGTACGACCACTAGAGGCTTCCG	UpstreamP1_CTCF	18
chr8	60741015	60741165	id-98425	4.5e-05	-	GGGCTACTTCTTTAGCCTACTCCCAGGGGGAGCAC	UpstreamP1_CTCF	33
chr8	60834219	60834369	id-98426	1.32e-08	-	CTGCAGCCATCAGAGTTCCCCACTTGGGGGCACCA	UpstreamP1_CTCF	40
chr8	60942459	60942609	id-98427	5.34e-06	-	AGGCAGGTGAGGGTGCTGTCCTGCAGTAGGCAGCC	V_CTCF_BR	0
chr8	60964791	60964941	id-98428	2.6e-07	+	CCAGAACATTTAGTCTTTACCACCAGATGGCAGTG	V_CTCF_BR	35
chr8	60975219	60975369	id-98429	2.27e-05	+	GCAACATCCCCAGCTTCTACCACTAGATGCCAGTT	V_CTCF_BR	1
chr8	61034523	61034673	id-98430	8.71e-06	+	CCAGGCTGGAGTGCAGTGGCGAGTAGCTGGAACTA	V_CTCF_BR	7
chr8	61048790	61048940	id-98431	8.98e-06	-	CTGATGATTCCCACTGTCGCCACCAGAGGATGTTC	UpstreamP1_CTCF	40
chr8	61145949	61146099	id-98432	1	+	NA	NONE	39
chr8	61146121	61146271	id-98433	1	+	NA	NONE	10
chr8	61172894	61173044	id-98434	1.21e-05	-	AGGGGACTGCTTTCACCTTCCACAGGAGGGTGGTA	Upstream_CTCF	13
chr8	61186935	61187085	id-98435	3.11e-05	+	AGTAACTACAGGAAGAAGGCCACAAGAGGCAGGTA	V_CTCF_BR	1
chr8	61278229	61278379	id-98436	8.59e-05	+	TACATGATGCAAACAATAGCCACTAGAGAGCGGAG	V_CTCF_BR	1
chr8	61309523	61309673	id-98437	5.67e-06	-	ATTACACTTTTCAAAATATCCACTAGGTGGAGAAC	Upstream_CTCF	39
chr8	61314413	61314563	id-98438	2.27e-06	+	CACCCCATCTTCTTGCCAGCCTGTAGGAGGCAGCC	V_CTCF_BR	17
chr8	61325187	61325337	id-98439	9.58e-10	+	CGTGTAGTAAAATCTGTGACCACCAGGGGGAAGCA	Upstream_CTCF	40
chr8	61326275	61326425	id-98440	8.21e-06	+	TTAGGTGAGAGCTGGCTATTCACAAGAGGGCAGCC	V_CTCF_BR	7
chr8	61371297	61371447	id-98441	1.55e-05	+	GAGAGAGGAAAGAGCAAGACCAGCAGGGGCCAACA	V_CTCF_BR	5
chr8	61385920	61386070	id-98442	2.2e-06	+	TGAGCAAGCTTTGTCCTTGCCACAAGGGGGCTTTA	Upstream_CTCF	40
chr8	61392352	61392502	id-98443	5.01e-06	+	GGTTGCTCTGAAGGGACTGACAGCAGAGGGCTACC	V_CTCF_BR	0
chr8	61523683	61523833	id-98444	4.65e-05	-	GGAGAGTTTAGAGAATGAATCACAAGGGGGCGATA	V_CTCF_BR	40
chr8	61526514	61526664	id-98445	1.19e-06	+	TTACCTAATTTTTATCATGCCACCAGGTGGCAGCA	V_CTCF_BR	39
chr8	61564250	61564400	id-98446	8.91e-07	-	GGAGCAGTGGCCGGTGGCGCCGCACGGGGCCGGGA	Upstream_CTCF	12
chr8	61564515	61564665	id-98447	5.01e-06	+	GCAGCGCGTTGGCGGCCCCGCCGCAGGGGGCAGCG	V_CTCF_BR	25
chr8	61573160	61573310	id-98448	4.11e-08	+	CCTGCAGTTCCACCCCGGGCAGCTGGAGGGCTCTG	Upstream_CTCF	40
chr8	61585141	61585291	id-98449	1.21e-06	+	AGAGCACTGCCGTCCTCTACCACAGGGCGGAGTGG	Upstream_CTCF	28
chr8	61590965	61591115	id-98450	4.14e-06	-	GCCGGGCGCCACTTCCCGTCCCCTGGCGGGCGCCG	V_CTCF_BR	16
chr8	61593108	61593258	id-98451	1	+	NA	NONE	4
chr8	61613185	61613335	id-98452	1	+	NA	NONE	14
chr8	61622818	61622968	id-98453	4.14e-05	-	TTGCAGGCATGGCATCTGCCCTCTATGGGCTGGCT	UpstreamP1_CTCF	15
chr8	61626772	61626922	id-98454	4.65e-05	-	GCATGAGGTGAAGCGAGCGCCCCGAGTGGGTGGGA	V_CTCF_BR	21
chr8	61628824	61628974	id-98455	5.48e-05	+	AAAGCAGTTCGTGATTCATCCTCTTGAGGCAAAAC	Upstream_CTCF	3
chr8	61643989	61644139	id-98456	6.21e-06	+	TGTGCATGGTTTTGAGTGTCCACTAGAGGTCTTGG	Upstream_CTCF	39
chr8	61659628	61659778	id-98457	1	+	NA	NONE	17
chr8	61666617	61666767	id-98458	2.28e-05	+	TATTCTGTGTAGTGGTCACACACTAGGTGGAGCTG	Upstream_CTCF	3
chr8	61680044	61680194	id-98459	7.17e-05	-	GCAACAGCACAGATATCCACCACCAGAGTGCCATG	Upstream_CTCF	3
chr8	61694359	61694509	id-98460	4.7e-05	+	CCAGGATTGTTAATTCTCTCCACTTGGCGGAGTAA	Upstream_CTCF	36
chr8	61760122	61760272	id-98461	9.41e-05	+	GAATGCACACCAGGGCTGTCCAGCAGGGGATGCTA	V_CTCF_BR	39
chr8	61789221	61789371	id-98462	2.01e-05	-	AATGCAGTCCCATCCTGAGGCGCTGGGGGCTCTGG	Upstream_CTCF	8
chr8	61835597	61835747	id-98463	5.86e-07	-	CCCGCAGTCCCAGAGTCCGGGCCCAGGTGGCACTG	Upstream_CTCF	10
chr8	61874121	61874271	id-98464	8.71e-06	+	CCACGTGGACTCAGGGAATCCACCAGGTGGAGATC	V_CTCF_BR	9
chr8	61936169	61936319	id-98465	9.11e-08	-	GCGGCCGTGCAGAAAACAGCCGGTAGATGGCGCTC	Upstream_CTCF	39
chr8	62008762	62008912	id-98466	1.28e-06	-	TTGCGCAAACCCACTCTCTCCTGTAGGTGGCAGCA	V_CTCF_BR	40
chr8	62045629	62045779	id-98467	1.22e-07	+	ATGCTCTGCCTGGTGGGGGACACCAGGGGACATTA	UpstreamP1_CTCF	1
chr8	62051693	62051843	id-98468	1.04e-11	+	CCGCCGGTGGCGCCGGCTGCCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr8	62156642	62156792	id-98469	8.81e-07	+	AGATGACCAGAGGATGGAGACAGTAGGGGGCAGTG	V_CTCF_BR	40
chr8	62221016	62221166	id-98470	3.18e-06	+	CTTCTTAGAAAGAGCACAGTCAGCAGGGGGAGCTG	V_CTCF_BR	17
chr8	62248632	62248782	id-98471	2.44e-07	+	ACTGCAGGACCCACAGCAACCCCTAGGAGTTGCTA	Upstream_CTCF	33
chr8	62282110	62282260	id-98472	4.94e-06	-	TGTGAAGGAGCCTCCTATCCCAACAGGAGGCAGTA	Upstream_CTCF	2
chr8	62373303	62373453	id-98473	7.73e-06	-	ACAGGCAAAGCAATGGTTACCAAGAGGTGGCAGTG	V_CTCF_BR	5
chr8	62380170	62380320	id-98474	2.65e-10	+	CAGGTAGTTCCTGCCATGGCCAGCAGGGGGAGAAA	Upstream_CTCF	40
chr8	62381443	62381593	id-98475	6.73e-07	-	TGGCTGTGCTGCTGTGTCACAGGCAGAGGGCAGCA	UpstreamP1_CTCF	40
chr8	62428243	62428393	id-98476	1.51e-08	-	CTGCAATTGCAGTCTTTGGACAGTGGAGGGTGGCG	UpstreamP1_CTCF	18
chr8	62437314	62437464	id-98477	1.72e-06	+	CCTGCTATTCTGAAGCATTGCTCTAGGAGGCCCAG	Upstream_CTCF	6
chr8	62475919	62476069	id-98478	5.72e-07	-	GTGCAAAGTATGCCTTTGTCCACGAGAGGGCCCCA	UpstreamP1_CTCF	40
chr8	62490297	62490447	id-98479	1.1e-05	+	CCCTTGATCCAATCACCTTCCACCAGGTGTCTCTC	V_CTCF_BR	11
chr8	62498068	62498218	id-98480	1.28e-06	-	TTAACGCATTATTAAATTCCCACCAGGGGGCACAC	V_CTCF_BR	8
chr8	62526583	62526733	id-98481	4.14e-06	-	TAATCAGGGCCCTAACAAAACACCAGATGGCGCTA	V_CTCF_BR	40
chr8	62528179	62528329	id-98482	3.97e-05	-	TTGCGATATCAGTTTCTCCCCACTGGATGTCATCT	UpstreamP1_CTCF	9
chr8	62565449	62565599	id-98483	1.16e-05	+	AGTGTCATTCCTTAAACTTTCAATAGGTGGCATAA	Upstream_CTCF	37
chr8	62618089	62618239	id-98484	1.1e-06	-	TTTCTTGCGTCCACCTCTGCCACCAGAGGCAGCCA	V_CTCF_BR	1
chr8	62623637	62623787	id-98485	3.63e-06	-	GCTACTACATTAACTTTTGCCACTAGGTGTCACTG	V_CTCF_BR	39
chr8	62637419	62637569	id-98486	2.27e-06	+	TAATGCCTGTGCTGATCTGACAGGAGATGGCGCTC	V_CTCF_BR	36
chr8	62641997	62642147	id-98487	1.63e-05	+	TGGGCTATTTTCAAACACCTCACTAGGTGTCACTA	Upstream_CTCF	19
chr8	62669154	62669304	id-98488	1.56e-05	+	GCTGCCCTGCTGCATGGCGCCGCTTGCTGGTGGAT	Upstream_CTCF	14
chr8	62674342	62674492	id-98489	7.49e-05	+	CTAACACTTGACTGTCTCACCAGTGGAGGCAGCAA	V_CTCF_BR	7
chr8	62694267	62694417	id-98490	1	+	NA	NONE	13
chr8	62704711	62704861	id-98491	1.55e-05	+	TGACAGATCTAGTATATCACCACAGGAGGGAGCAG	V_CTCF_BR	36
chr8	62722647	62722797	id-98492	1.48e-06	+	CCACGCTTACTTGCTGTGGACACTAGGGGTCAGCA	V_CTCF_BR	40
chr8	62832077	62832227	id-98493	1	+	NA	NONE	2
chr8	62841655	62841805	id-98494	9.84e-05	+	AGAAAACTTGCTCAGTCACCCGCTAGTAGGCAGTA	V_CTCF_BR	35
chr8	62899650	62899800	id-98495	1	+	NA	NONE	10
chr8	62975381	62975531	id-98496	1.31e-05	+	CAAACTCAGCTGACACCCACCAACAGAGGGAGCAT	V_CTCF_BR	24
chr8	63015458	63015608	id-98497	3.88e-07	-	TTGTAGTTTGAGCTGTGGTCCAGTAGATGGAGACT	UpstreamP1_CTCF	36
chr8	63043796	63043946	id-98498	8.99e-05	+	TCATAATTATTTTCTGTTAACACTAGAGGTCAGGC	V_CTCF_BR	10
chr8	63078005	63078155	id-98499	2.8e-05	-	GCTGTTCAGATTCTTCTGTCCCACAGGGGGCTCCC	Upstream_CTCF	21
chr8	63157663	63157813	id-98500	7.11e-06	+	TCTGCACTTCTAGATCTGGCCTCTGGATGTGCTGT	Upstream_CTCF	30
chr8	63160076	63160226	id-98501	4.65e-05	+	CCGCCAAGAACCCAGGAGGGCAGCAGTGGGCTAGA	V_CTCF_BR	6
chr8	63160654	63160804	id-98502	2.53e-05	+	GGCGCCCTCCAGGCAACCGGCTGTGGCGGGCAGAA	V_CTCF_BR	24
chr8	63167915	63168065	id-98503	1	+	NA	NONE	25
chr8	63290244	63290394	id-98504	7.73e-06	-	CATGGCGGAAAGCAGCTCTCCACAGGGTGGCAGGA	V_CTCF_BR	13
chr8	63317743	63317893	id-98505	2.06e-07	-	GATGCAACCCAGTGAGACGCCAGCAGGGGTGGCCA	Upstream_CTCF	25
chr8	63544524	63544674	id-98506	1.03e-05	-	TTGCAGTGTTTCTGAATGTACCACAAGGGGCACTG	UpstreamP1_CTCF	29
chr8	63556121	63556271	id-98507	1	+	NA	NONE	5
chr8	63614438	63614588	id-98508	8.13e-06	+	TGCGCAGTGCGGCATCTGTCCACTGGGGGCGTCTT	Upstream_CTCF	38
chr8	63678889	63679039	id-98509	4.14e-06	-	CAGAGGGGGTGTTTAGCAGACACCTGGTGGAGCCA	V_CTCF_BR	11
chr8	63776669	63776819	id-98510	4.3e-06	+	CTTTCACTTGCTCAACCGACCGGGAGGAGGCTCTG	Upstream_CTCF	6
chr8	63814573	63814723	id-98511	1.74e-07	-	GCTGAGGTCCCCAGAGCAGCCACTGGGAGGCAGTG	Upstream_CTCF	27
chr8	63896725	63896875	id-98512	2.43e-06	-	TAGGTACTTCCAATATTTTCCATAAGATGGCAGAG	Upstream_CTCF	39
chr8	63902146	63902296	id-98513	1	+	NA	NONE	10
chr8	63924413	63924563	id-98514	7.49e-07	-	TTGCAGTAATGTATTGGAAACACTAGATGTCAGGA	UpstreamP1_CTCF	40
chr8	63928260	63928410	id-98515	8.02e-05	-	TGAGCATAGCATGGGATATGCTGCAGGGGGAGTAC	Upstream_CTCF	2
chr8	63952023	63952173	id-98516	2.4e-05	-	TGGATAGGCTTAGTGGTGGTCGGTGGATGGCGCTG	V_CTCF_BR	36
chr8	63976424	63976574	id-98517	1	+	NA	NONE	34
chr8	64023730	64023880	id-98518	2.23e-06	-	ATTTATTTCTTCAAACTTTCCACTAGGTGGTGCTA	UpstreamP1_CTCF	35
chr8	64029725	64029875	id-98519	3.71e-05	+	AATGTGTGTTTTTAGGTATCCACTAGGTGGAGTAA	Upstream_CTCF	34
chr8	64058284	64058434	id-98520	1.46e-08	+	CCTTCAGTTCCTGCTACTTCCCGAAGGGGGCACTG	Upstream_CTCF	34
chr8	64078327	64078477	id-98521	4.3e-06	-	AATGCACTCTTCTAAAGAGCCACTAGGGTGTGTCA	Upstream_CTCF	40
chr8	64086381	64086531	id-98522	3.22e-05	-	CCACACTGCCCCTCAGAGGCCACAAGAAGCAACCT	UpstreamP1_CTCF	38
chr8	64134935	64135085	id-98523	1	+	NA	NONE	38
chr8	64142216	64142366	id-98524	1	+	NA	NONE	5
chr8	64154136	64154286	id-98525	1.12e-08	+	ACTGCAATGCCGAGCCTCACCCCCAGAGGCGGGAC	Upstream_CTCF	31
chr8	64162763	64162913	id-98526	4.68e-07	-	TGGTGGGCAGACATACAGGCCTGCAGAGGGAGCTG	V_CTCF_BR	39
chr8	64174576	64174726	id-98527	4.7e-08	+	AGTAGAGAACCACATTTGACCACCAGATGGCAGCA	V_CTCF_BR	36
chr8	64178006	64178156	id-98528	4.44e-06	-	CTGTAGTGTCAAGAGTGGCACTGGTGGTGGCAGTA	UpstreamP1_CTCF	33
chr8	64187550	64187700	id-98529	2.62e-07	+	ATGCTGTATCTGTCATATGCCAACAGATGGCAATA	UpstreamP1_CTCF	9
chr8	64213415	64213565	id-98530	5.68e-06	-	GGCACAATATTAAACTTTGTCAGTAGAGGGCACTG	V_CTCF_BR	40
chr8	64236466	64236616	id-98531	4.68e-07	-	CCCAATTTGCAGTTATCAGCCAGCAGGGGTCACTC	V_CTCF_BR	39
chr8	64303958	64304108	id-98532	1.21e-06	+	TTGCATTATCTCTGAGCAGCCACAAGAGGGAGTGT	UpstreamP1_CTCF	40
chr8	64315257	64315407	id-98533	7.8e-08	+	GTAGGCCACTTCCTAGTGACCTGTAGAGGGCGCTA	V_CTCF_BR	31
chr8	64331087	64331237	id-98534	1	+	NA	NONE	40
chr8	64340401	64340551	id-98535	1	+	NA	NONE	10
chr8	64382128	64382278	id-98536	1	+	NA	NONE	8
chr8	64515289	64515439	id-98537	9.88e-07	+	AATGCAATCTGAAATCCTTCCAACAGAGGGCTCTA	Upstream_CTCF	34
chr8	64518259	64518409	id-98538	1	+	NA	NONE	10
chr8	64540500	64540650	id-98539	4.1e-06	+	CATGTGATTTTGACATTGGACACAGGGAGGCAGGG	Upstream_CTCF	18
chr8	64662648	64662798	id-98540	5.89e-08	+	TTGCAGGTATTAAAATTGCCCCCCAGAGGGAGCCC	UpstreamP1_CTCF	2
chr8	64876798	64876948	id-98541	2.58e-05	-	GGTGCATTAGCTCTTTTGGCCACTAGGGTATCATT	Upstream_CTCF	34
chr8	65176871	65177021	id-98542	3.11e-05	-	TAGGCCAAAGACAAACATTCCACTAGGAGGCAGCA	V_CTCF_BR	19
chr8	65196358	65196508	id-98543	6.84e-06	-	CTTCCAATGGAACCTGCCACCGGCAGGGGTCTCTA	V_CTCF_BR	17
chr8	65294767	65294917	id-98544	1.09e-07	-	GGTGTCCTGCCTCTTTGAGGCAGCAGAGGGCGCTC	Upstream_CTCF	39
chr8	65311929	65312079	id-98545	6.94e-09	+	TGTGCAGTGATGTGAATGCCCAGCAGGTGGGGCAG	Upstream_CTCF	36
chr8	65330347	65330497	id-98546	3.88e-06	-	TGTTTATCAATTGAACTGGTCACTAGATGGCACCA	V_CTCF_BR	33
chr8	65341582	65341732	id-98547	5.63e-09	+	CATGTAATTACTATAGTGGCCACTAGATGGCAATC	Upstream_CTCF	40
chr8	65370503	65370653	id-98548	1.22e-07	-	CTGCAGTTCTCTGCAGTTACCACTGAGTGTCAGGC	UpstreamP1_CTCF	33
chr8	65480294	65480444	id-98549	8.16e-07	+	CTACAAATTCAGGTATTTACCACTAGGTGGCAGTG	V_CTCF_BR	39
chr8	65487721	65487871	id-98550	5.96e-07	+	CGCTATATTCTCCTCATTACCAGGAGATGGCGCTG	V_CTCF_BR	40
chr8	65490002	65490152	id-98551	1.59e-06	+	CAGATTTCCCGAGCTCCAGCGGCCAGGGGGCACTG	V_CTCF_BR	33
chr8	65525576	65525726	id-98552	2.11e-06	-	TTCATCACGACCTTGGTTACCAGCAGAGGCCAGTG	V_CTCF_BR	24
chr8	65582572	65582722	id-98553	3.65e-05	-	CAGTGTTCTCTGAGTTCTGCCACTAGGGTGTGGCA	UpstreamP1_CTCF	29
chr8	65608267	65608417	id-98554	4.88e-05	-	TTTACATATATTACTTTGACCACTAGAGGGAGTCT	V_CTCF_BR	40
chr8	65658148	65658298	id-98555	3.09e-05	-	CAGTAGGAAACAGGCTTGGAAGCTAGAGGGCTCTC	UpstreamP1_CTCF	14
chr8	65664620	65664770	id-98556	2.47e-08	+	AAAGCAATATCACTCATTGCCAGCAGATGCCACTA	Upstream_CTCF	27
chr8	65676216	65676366	id-98557	5.92e-05	-	TCGGGATGACAGCTTTCTGCCTCTAGGCGGCCTCG	Upstream_CTCF	10
chr8	65711168	65711318	id-98558	1.04e-05	-	GGCCAGCCTCTCCGGCCCTGGACTAGGGGGCGCCG	V_CTCF_BR	29
chr8	65754308	65754458	id-98559	6.86e-07	+	TCAGCTGCACACAGATTTTCCAGCAGTGGGCATTG	Upstream_CTCF	3
chr8	65796044	65796194	id-98560	1.35e-05	-	GCTCAGTTCAGCAGAAGTACCAGTGAGGGGCACTA	UpstreamP1_CTCF	10
chr8	65831108	65831258	id-98561	1.31e-05	-	AGACATCCCCTTTGTAGTGACACTAGATGGCTCAC	V_CTCF_BR	29
chr8	65890507	65890657	id-98562	1.47e-05	+	TCCTAGCCCTTATCAAGTTGCACAAGGGGGCACTG	V_CTCF_BR	6
chr8	66045096	66045246	id-98563	2.46e-08	+	TTTCTCACCCCTGAGGCCGCCACAAGGGGGCGGGG	V_CTCF_BR	23
chr8	66055680	66055830	id-98564	1.04e-05	+	AACTCCCCGTCCTGCCACCCCTCCTGGTGGCGGCA	V_CTCF_BR	14
chr8	66280179	66280329	id-98565	4.85e-07	-	CTGTGGTTCAACCTCCAAGCCAGTAGATGGCGTGT	UpstreamP1_CTCF	25
chr8	66287923	66288073	id-98566	4.3e-06	+	GCATCTCTTCCTCCAGCCTCCGCCAGGGGAAGAGT	Upstream_CTCF	3
chr8	66330600	66330750	id-98567	4.14e-06	-	GTGATCCTCAAGCCATCCTCCACTAGTGGGAGGAG	V_CTCF_BR	4
chr8	66362672	66362822	id-98568	1.03e-07	-	CATGTGGTTCTGCGTCTTGCCTTCAGGGGGCGCCA	Upstream_CTCF	40
chr8	66375953	66376103	id-98569	1	+	NA	NONE	3
chr8	66459509	66459659	id-98570	9.84e-06	-	CTGTACTGCCCCCATCCCTCTGCAGGGTGCCTGTG	UpstreamP1_CTCF	11
chr8	66474376	66474526	id-98571	5.93e-06	-	AGTACATTACCTAAATAATCCACGAGATGGCAGCA	Upstream_CTCF	38
chr8	66480587	66480737	id-98572	3.16e-05	-	AGTCCTTTTCCTAGAGTTCCCAGTAGGGGTCTCAT	Upstream_CTCF	30
chr8	66557304	66557454	id-98573	9.88e-07	+	CCCCCGGTTCCCGCGCCGGCCGCCAGGCGGCGGTC	Upstream_CTCF	40
chr8	66606981	66607131	id-98574	1	+	NA	NONE	2
chr8	66611668	66611818	id-98575	5.13e-05	+	TGCAACCGCACCAGCATCTCAGGCAGTGGGCAGGG	V_CTCF_BR	11
chr8	66618392	66618542	id-98576	5.28e-08	-	GTAGCACTTTCCCAGTCAGCCAGAAGAGGGAGGTA	Upstream_CTCF	40
chr8	66657458	66657608	id-98577	1.47e-05	+	TGGACTAATACACTCTCTTCCAGCAGAGGGCTAAC	V_CTCF_BR	18
chr8	66661279	66661429	id-98578	1	+	NA	NONE	0
chr8	66674185	66674335	id-98579	5.34e-06	+	CACTACTTGCTTTAACAGTCCACGAGAGGGAGCCC	V_CTCF_BR	40
chr8	66690940	66691090	id-98580	8.71e-06	+	GGATGAGTAACATCTCTGTCCTGCAGGTGGCAAGA	V_CTCF_BR	2
chr8	66697384	66697534	id-98581	4.88e-05	+	GATAAAATTCTAACTATCACCACTGGGTGTCTCCA	Upstream_CTCF	38
chr8	66746906	66747056	id-98582	3.36e-07	+	AAATGAAGAGCCATCCCTACCAGCAGGTGGAGGCA	V_CTCF_BR	40
chr8	66755192	66755342	id-98583	1	+	NA	NONE	12
chr8	66776931	66777081	id-98584	1.3e-07	-	CCGTCAGTTCCTGCTACTTCCTGAAGGGGGCACTC	Upstream_CTCF	40
chr8	66860826	66860976	id-98585	8.59e-05	-	GGAAGGAACAGCCACTTGAGCACCAGGTGGAGTGT	V_CTCF_BR	16
chr8	66910531	66910681	id-98586	3.73e-06	-	CCTGCCTCTGTAGACACCAACACTAGGGGCAGGGC	Upstream_CTCF	13
chr8	66939040	66939190	id-98587	2.81e-05	-	TGGAGCAGCATGAAGCATGCCTCCGGAGGTCAGCA	V_CTCF_BR	6
chr8	66944687	66944837	id-98588	1.84e-06	-	TAGTCCTTGCCCATGGCTGCCTCATGGGGGCACTG	V_CTCF_BR	38
chr8	66946045	66946195	id-98589	1	+	NA	NONE	39
chr8	66948839	66948989	id-98590	6.46e-07	+	ACAGTTTCTTTCTTTATGAACACCAGAGGGCACCA	V_CTCF_BR	38
chr8	66949634	66949784	id-98591	3.2e-08	+	GGTGCCTTGCCAGAGGTGGGCAGCAGAGGGAGATG	Upstream_CTCF	35
chr8	66950201	66950351	id-98592	3.09e-07	+	CGCTGCAGGGTCTACCTGGCCACGAGGGGGTTCCC	V_CTCF_BR	1
chr8	66974111	66974261	id-98593	6.82e-05	-	AAGGGGCTCGGCTGCGCCCCCACAGGCTGCCACTC	V_CTCF_BR	15
chr8	66977276	66977426	id-98594	1.84e-06	+	GGTTTCACCAACTCCACTACCACTAGAGGTCAGCA	V_CTCF_BR	38
chr8	67040917	67041067	id-98595	8.9e-05	-	ATGTAATACCAGGCTTTAAGGTGGAGGGGGACAGC	UpstreamP1_CTCF	3
chr8	67049785	67049935	id-98596	2.08e-07	+	CAGCAGTGCTGCGAAGTGGCCATAAGGAGGAGAAA	UpstreamP1_CTCF	27
chr8	67053677	67053827	id-98597	3.56e-06	+	CCTGTAGGAATGGAAATGTCCACTGGGGAGCTCTC	Upstream_CTCF	27
chr8	67054477	67054627	id-98598	6.19e-06	+	TGGCAGGACTGAGCATCTCCCTCTAGAGGGACACG	UpstreamP1_CTCF	12
chr8	67066535	67066685	id-98599	2.67e-06	-	TGTGGCCTGTTCCAGTGGGACCCTAGGGGGCGCGG	Upstream_CTCF	7
chr8	67089202	67089352	id-98600	4.55e-09	-	CTAGGAATGCCCTCGGCGGCCACCAGGAGGCACCG	Upstream_CTCF	39
chr8	67089665	67089815	id-98601	4.21e-05	+	TAGGGGCACTCGCTGCGGCACAGAGGTGGGCGGAG	V_CTCF_BR	11
chr8	67193003	67193153	id-98602	3.81e-05	-	AAGTCATGAGGGTAAAGCCCCAGTAGATGGCATTA	V_CTCF_BR	14
chr8	67334106	67334256	id-98603	2.96e-05	-	GGAAAGAACCTCTTAGTGGCAAGTAGGTGTCACTG	V_CTCF_BR	40
chr8	67337246	67337396	id-98604	1.31e-05	-	GGCTTCCAACTGGGTTTGGCCAGCAGGGGCAGTGA	V_CTCF_BR	18
chr8	67341107	67341257	id-98605	4.7e-08	-	CGGGCGACCAGAGGAAAGGCCGGCAGAGGGCGGTA	V_CTCF_BR	35
chr8	67341982	67342132	id-98606	8.02e-05	-	GAGGCGCTCCTGAAAGCGCCCCACAGAGGCGGTGG	Upstream_CTCF	34
chr8	67344630	67344780	id-98607	7.9e-07	+	GGGCAGCCTCCGTGATTGGCCGGCGGAGGGGGCGG	UpstreamP1_CTCF	5
chr8	67351251	67351401	id-98608	6.53e-09	+	CCGGCGCGCGCGTCGGGAACCACTAGATGGCAGCC	V_CTCF_BR	39
chr8	67358360	67358510	id-98609	5.08e-05	+	CTGTGTTGTGAATGAGGGATCAGCAGGGAGCAGCA	UpstreamP1_CTCF	4
chr8	67363350	67363500	id-98610	2.38e-07	+	AGCTAGAAGTCATGGCAGGCCAGCAGGTGGAGGCA	V_CTCF_BR	3
chr8	67372105	67372255	id-98611	5.65e-05	+	ACGTTGAACACATCATACACCTCTAGATGTCAGCA	V_CTCF_BR	39
chr8	67379228	67379378	id-98612	1.38e-07	+	GCTGCTGTGGGGAGAATGACCTCTGGGGGGCAAGA	Upstream_CTCF	30
chr8	67388898	67389048	id-98613	2.66e-05	-	GAACCTGGCATAGGAGTTGACACTAGGTGGTTGTC	V_CTCF_BR	11
chr8	67424523	67424673	id-98614	2.38e-07	+	AAGGAAGCGTTTGCACGGACCACAAGGTGGCACAG	V_CTCF_BR	38
chr8	67425033	67425183	id-98615	4.41e-06	-	TGTGTCAGTAGCTCTGCTCCCAGCAGCGGGTGCTC	V_CTCF_BR	11
chr8	67445773	67445923	id-98616	1	+	NA	NONE	38
chr8	67454021	67454171	id-98617	5.92e-05	+	GCCAGATCTGAAGAAACGGCCACCAGGGGTGGCAG	V_CTCF_BR	22
chr8	67521686	67521836	id-98618	1.09e-07	-	TATGCAGTACATATATTAACCACTGGGTGGCCTAA	Upstream_CTCF	37
chr8	67525107	67525257	id-98619	6.39e-08	-	TGCGTTCCGCACTCGGCCGCCTCCAGAGGGAGCGA	V_CTCF_BR	33
chr8	67525399	67525549	id-98620	1.93e-05	+	TCTGCAGGGCTCGCAGTCTCCTGCAGGGTTTTGTC	Upstream_CTCF	27
chr8	67525708	67525858	id-98621	6.15e-05	+	AGAGGCGCACCGCGCGGGGCCTGCTGGGAGAGCGA	Upstream_CTCF	16
chr8	67601253	67601403	id-98622	1.74e-08	+	CTGGGCATTGCCACTATGACCTCCAGGGGGCACTG	V_CTCF_BR	39
chr8	67628644	67628794	id-98623	1	+	NA	NONE	13
chr8	67687394	67687544	id-98624	3.71e-05	+	AGCGCAGCTGGCGCCGCTGGGAGCTGGTGGCGCGG	Upstream_CTCF	14
chr8	67695294	67695444	id-98625	7.82e-06	+	CTGCTATTCCCTATCCTCACCAGCATTTGGTGTTG	UpstreamP1_CTCF	15
chr8	67831710	67831860	id-98626	5.86e-07	+	TATGTAGTTCACTCTACTGTCACAAGATGGCAATA	Upstream_CTCF	38
chr8	67860202	67860352	id-98627	2.43e-06	+	CCACCACTTCTACCAGCCCCCACCAGGGGAGAGCC	Upstream_CTCF	13
chr8	67875093	67875243	id-98628	1	+	NA	NONE	24
chr8	67940981	67941131	id-98629	6.82e-05	-	AAGCCGATGGCAGGATAATCCGGTAGGGGGAAATG	V_CTCF_BR	39
chr8	67976441	67976591	id-98630	2.41e-08	+	CAGCTATGCGGCCTCCAGGACAGCAGGGGGCGATG	UpstreamP1_CTCF	40
chr8	68169235	68169385	id-98631	1	+	NA	NONE	10
chr8	68251838	68251988	id-98632	1	+	NA	NONE	38
chr8	68261222	68261372	id-98633	1	+	NA	NONE	0
chr8	68282790	68282940	id-98634	5.48e-05	-	ATTGTAACTACTGCAGTAGGAAAGAGGGGGCAGTG	Upstream_CTCF	0
chr8	68287139	68287289	id-98635	3.48e-06	-	TGGCTGTGGTGTCGTTCTGGCAGTAGGGGCTGCTG	UpstreamP1_CTCF	3
chr8	68293334	68293484	id-98636	1	+	NA	NONE	3
chr8	68369128	68369278	id-98637	3.86e-05	+	AGGGCAAGGAATATAGCGGCCTCTAGGAGCTGGAA	Upstream_CTCF	15
chr8	68372051	68372201	id-98638	1.26e-05	+	ATTGTAATACATGTACCATCCTGCTGGGGGCTGTT	Upstream_CTCF	31
chr8	68373168	68373318	id-98639	1	+	NA	NONE	1
chr8	68402626	68402776	id-98640	1	+	NA	NONE	40
chr8	68644495	68644645	id-98641	4.44e-06	+	ATTTAGTGTGATAAAACTGCCTGCAGGTGTCAGCA	UpstreamP1_CTCF	0
chr8	68646079	68646229	id-98642	7.91e-05	+	GTGCAGTGGCGCCCTCTGTCACACAGGCTGGAGCG	UpstreamP1_CTCF	33
chr8	68661676	68661826	id-98643	1	+	NA	NONE	4
chr8	68689845	68689995	id-98644	2.97e-06	-	ATTCACATTAGCAATGTAACCACCAGGTGGTGGAC	V_CTCF_BR	6
chr8	68697221	68697371	id-98645	1.39e-05	-	CATGAATGCATTATTTTTGTCACTAGAGGGCAGGA	V_CTCF_BR	21
chr8	68707313	68707463	id-98646	1	+	NA	NONE	11
chr8	68733121	68733271	id-98647	9.81e-06	+	GGTTATGTCTGACAGGAGTCCACTGGAGGGCAGTA	V_CTCF_BR	38
chr8	68778907	68779057	id-98648	8.91e-07	-	GGTGCAGTACTCAGCAAACCCGCTAGGTGTACTTA	Upstream_CTCF	40
chr8	68814416	68814566	id-98649	8.52e-08	+	ATGCAGTGCAAGCGATTGGACAACAGGAGGAGGAA	UpstreamP1_CTCF	13
chr8	68926793	68926943	id-98650	1	+	NA	NONE	3
chr8	68934500	68934650	id-98651	1.39e-05	-	ACAGATAATTCATAATCAACCACGAGGGGGCATTA	V_CTCF_BR	38
chr8	69095725	69095875	id-98652	9.4e-06	+	GTGTATATGCAGTATTTTAACAGTAGGTGGCATCC	UpstreamP1_CTCF	39
chr8	69122745	69122895	id-98653	7.12e-06	-	ATGTAACACCCCTTTTGGGCCACAAGGGTGATTCA	UpstreamP1_CTCF	36
chr8	69170211	69170361	id-98654	7.44e-06	-	AATGTCATGATGCCATTGTCCTCTAGAGGGTAACA	Upstream_CTCF	29
chr8	69196050	69196200	id-98655	1	+	NA	NONE	18
chr8	69243078	69243228	id-98656	3.16e-05	-	GAGGCAGAGGTTCCTTTCTCCTCTGGGCGGCAGCA	Upstream_CTCF	21
chr8	69246065	69246215	id-98657	1	+	NA	NONE	19
chr8	69294780	69294930	id-98658	1.17e-05	-	GAGCATGGTGTCACAGGGGCCAAGGGATGGCAGCA	V_CTCF_BR	5
chr8	69295830	69295980	id-98659	4.5e-05	-	GTTTTTTTCTAATATTTTTCCAGAAGGGTGCACTA	UpstreamP1_CTCF	18
chr8	69306930	69307080	id-98660	2.38e-07	-	GCACCATCACTAATGGTGGCCACTAGATGGCAACA	V_CTCF_BR	39
chr8	69344875	69345025	id-98661	5.3e-05	+	GAGGTGGAGGAAGGTTGAACCACTAGGGGACAGTC	UpstreamP1_CTCF	27
chr8	69403015	69403165	id-98662	2.6e-06	-	AGGACTGTGAGCTTCATGGTCACCAGAGGGTGCTA	V_CTCF_BR	40
chr8	69489781	69489931	id-98663	1.73e-05	+	GTGCTTAAAATTTGTTATACCACTAGGGGGTGCTA	V_CTCF_BR	35
chr8	69602136	69602286	id-98664	5.9e-06	-	CAGCAATTTGACTACTTTAAAACTAGGAGGCAGCA	UpstreamP1_CTCF	18
chr8	69648624	69648774	id-98665	2.01e-05	+	ATGTCCTTCAGAATTTTAGCAAATAGGTGGCAGTG	UpstreamP1_CTCF	28
chr8	69686158	69686308	id-98666	1.21e-06	-	GAGCAGTTTCTGGGCGCTCACTGAAGAGGGCGATG	UpstreamP1_CTCF	20
chr8	69755823	69755973	id-98667	1	+	NA	NONE	25
chr8	69766439	69766589	id-98668	9.25e-06	+	TTGTCAATGGACTTTGTGTACTCTAGGGGGCAGTA	V_CTCF_BR	40
chr8	69879952	69880102	id-98669	5.65e-05	+	CCCAAGAAGGCTGACAAAGCCCCCTGATGGAAGCC	V_CTCF_BR	12
chr8	69882719	69882869	id-98670	2.01e-05	+	GTGAAGCATCCAAGAGTAAGACCTAGAGGGCACTG	UpstreamP1_CTCF	17
chr8	69985203	69985353	id-98671	1.17e-05	-	TGTTAGTGATGGTTGTTCTACAGCAGGGGTCGCCA	V_CTCF_BR	18
chr8	70025344	70025494	id-98672	1.34e-06	+	ATGTCGTTGCTCTTGGCTGCCACAAAGTGGCAGTG	UpstreamP1_CTCF	36
chr8	70088412	70088562	id-98673	5.28e-08	+	CATGCAGTTCCTACCTCCCCCTCCAGGGGATAACC	Upstream_CTCF	24
chr8	70176937	70177087	id-98674	1	+	NA	NONE	8
chr8	70241988	70242138	id-98675	2.27e-06	+	TGAACCAACGCGGATGCTTCCACATGGGGGCACCA	V_CTCF_BR	27
chr8	70309497	70309647	id-98676	1	+	NA	NONE	4
chr8	70370253	70370403	id-98677	2.68e-05	-	GCAGGAGAATCACTTGCACCCGGGAGGTGGAGGTT	Upstream_CTCF	16
chr8	70376667	70376817	id-98678	1	+	NA	NONE	4
chr8	70407098	70407248	id-98679	5.41e-07	+	TTGTAGTGTTCCAGTGAGAACTGCTGGGGGCACTG	UpstreamP1_CTCF	5
chr8	70423831	70423981	id-98680	5.7e-05	+	CCTCCATTCTCAACATCCACCACTAGGGTGGTGCA	Upstream_CTCF	37
chr8	70437986	70438136	id-98681	3.81e-05	-	TTGCAGTCACAACTTCGGCTCACACGGGGGCAGAT	UpstreamP1_CTCF	39
chr8	70468597	70468747	id-98682	8.21e-05	-	CAGCCATGCATGGATGCACACTGATGGGGGCAGTG	V_CTCF_BR	40
chr8	70494980	70495130	id-98683	4.51e-05	-	AATGCAGTATGACTTGGAGCCACAGGCAGCAGACC	Upstream_CTCF	4
chr8	70532304	70532454	id-98684	1.03e-06	+	ATGATCTTCCCCAGTTTGGCCGCTGGATGGCCACA	UpstreamP1_CTCF	37
chr8	70534061	70534211	id-98685	1.41e-05	-	AGTCATTTTCCATGTTACTCCACTAGGTGGTACTA	UpstreamP1_CTCF	38
chr8	70544295	70544445	id-98686	1.31e-05	+	ACAAAGCTTTGAGTGCCTGCCACTGGGTGTCACTG	V_CTCF_BR	39
chr8	70576088	70576238	id-98687	1.64e-07	+	CATGTGTTTTCCAAAATGACCACTAGGTGGTAGTC	Upstream_CTCF	40
chr8	70623162	70623312	id-98688	1	+	NA	NONE	0
chr8	70623566	70623716	id-98689	2.67e-06	-	TGCGCTCCCCAGGTCTTGGCCATTAGAGGGCGCTG	Upstream_CTCF	30
chr8	70659303	70659453	id-98690	2.1e-05	-	CATGCCTTGCCATGCAGGGCCACAGGGGGAGCATC	Upstream_CTCF	3
chr8	70699200	70699350	id-98691	6.84e-06	-	GGGAAGGGATGAGGACAAGTCAGCAGGGGGCAGCT	V_CTCF_BR	18
chr8	70744699	70744849	id-98692	2.83e-07	+	TAGTGGGACTGAGGCTTGGCCGGCAGGAGGCGCTG	V_CTCF_BR	38
chr8	70854687	70854837	id-98693	1.96e-08	+	GAATTACTTCTGGGCGTGTCCAGCAGAGGGCGCTC	V_CTCF_BR	40
chr8	70858486	70858636	id-98694	8.5e-06	+	ACATCTGTTTTCTACAAATCCTGTAGGTGGCACCC	Upstream_CTCF	40
chr8	70906341	70906491	id-98695	1	+	NA	NONE	3
chr8	70981855	70982005	id-98696	1.19e-06	+	GGGGCAGCAGACGCTGCGGCCTCCAGCTGCCGGAA	V_CTCF_BR	1
chr8	71000913	71001063	id-98697	1.22e-08	-	CGTTGGCACCGAAGTTTTGCCAGTAGAGGGCGCTC	V_CTCF_BR	40
chr8	71005670	71005820	id-98698	6.51e-05	+	TTAGCTCAGGGTCTGGGGCCCCCCAGTGGGAGAAA	V_CTCF_BR	25
chr8	71025965	71026115	id-98699	7.73e-06	+	CATTCGATGTGGAGGTGAACAGGCAGAGGGCGCCA	V_CTCF_BR	40
chr8	71027038	71027188	id-98700	5.41e-06	-	AATGTAATTCCACCTTTGGCCACTAGAACTCATGA	Upstream_CTCF	39
chr8	71040125	71040275	id-98701	9.66e-05	-	CCGCCTCTTGCACTTAGGAACACTAGAGAGCACTG	Upstream_CTCF	21
chr8	71060306	71060456	id-98702	3.63e-05	+	ACTGTTTCAAAAGACCAGGACAGTAGATGGTGCTA	V_CTCF_BR	39
chr8	71060555	71060705	id-98703	6.39e-05	-	ACAGCTTTTCCCAGACACGAGGCCAGGCGCCCCTG	Upstream_CTCF	11
chr8	71099294	71099444	id-98704	2.8e-05	+	ATTGACATGCCTCAACCAGGCAGCAGGAGAAGCAG	Upstream_CTCF	6
chr8	71129484	71129634	id-98705	2.6e-06	-	GAGGGGCCAGGAAGATCCCCCACTAGGGGGCATTG	V_CTCF_BR	29
chr8	71227938	71228088	id-98706	1	+	NA	NONE	34
chr8	71314615	71314765	id-98707	5.08e-07	+	GTCCCGCAGGCCCCGGAAACCACTAGAGGGAGGGG	V_CTCF_BR	31
chr8	71314880	71315030	id-98708	7.78e-06	+	CCTGTCCCTTCAGGGGCGGAGAGAAGGGGGCGAGA	Upstream_CTCF	37
chr8	71315620	71315770	id-98709	1	+	NA	NONE	27
chr8	71316563	71316713	id-98710	1.13e-05	+	GAGCCGAGTTCCAGGGTCGCCAGCAGAGGACCCTC	UpstreamP1_CTCF	21
chr8	71359880	71360030	id-98711	1	+	NA	NONE	3
chr8	71384098	71384248	id-98712	3.16e-05	+	ATTGAGCTAACACAAACCGCCTATAGATGGCAACC	Upstream_CTCF	14
chr8	71446798	71446948	id-98713	3.1e-07	-	GTTCAGTGTTAAGCACAGTCCACTGGGAGGCAGTG	UpstreamP1_CTCF	40
chr8	71520637	71520787	id-98714	4.68e-07	-	GCGGGCCAGCGGCCTCCGGTCCCCAGGTGGCGCTG	V_CTCF_BR	40
chr8	71575348	71575498	id-98715	1.56e-06	-	TATGCAGTTCCCCTTCTCACCAACAGTTGAATGTA	Upstream_CTCF	25
chr8	71580702	71580852	id-98716	5.12e-07	-	AGGCGATTTCCTCAACTCAGCAGCAGAGGGCAGGA	UpstreamP1_CTCF	40
chr8	71581053	71581203	id-98717	1.48e-05	+	CTGCTAGGCGCGGGGCTGCCCAGCTAGGGACAGGA	UpstreamP1_CTCF	9
chr8	71581298	71581448	id-98718	1.56e-05	+	GCAGCCATTCCCGCCTCAGCCGCCCGCCGGCGTGT	Upstream_CTCF	12
chr8	71657859	71658009	id-98719	3.88e-06	+	ATAATTAGTTTCAAAACAGCCACTAGAGGGCAATG	V_CTCF_BR	40
chr8	71720980	71721130	id-98720	2.6e-06	-	GGCAGGCAGGCCTCCGTGAGCTGCAGTGGGCTCCA	V_CTCF_BR	2
chr8	71747270	71747420	id-98721	2.31e-06	+	AGGGTATTACATCTGTCAACCACAAGGAGGAGCTG	Upstream_CTCF	40
chr8	71751980	71752130	id-98722	4.68e-07	+	GTACCTGAGAAGAAAGCGACCAGCAGGTGGCAATA	V_CTCF_BR	38
chr8	71783141	71783291	id-98723	2.55e-06	+	ACTGTGGTACTTTCTTCAACCACAAGTGGGGACTA	Upstream_CTCF	3
chr8	71818380	71818530	id-98724	1.64e-06	-	CCTGCCTCTGCAGACTCCACCTCTAGGGGCAGGGC	Upstream_CTCF	4
chr8	71859157	71859307	id-98725	1.56e-06	+	CTGTGAAGTCTAATTTCTGCCACCAGGGGCCAGTG	UpstreamP1_CTCF	38
chr8	71903330	71903480	id-98726	1	+	NA	NONE	4
chr8	71919348	71919498	id-98727	4.1e-06	-	CAGGCAGCATTCTTGGCCACCAGAAGGTGGCTTTC	Upstream_CTCF	4
chr8	71923493	71923643	id-98728	1	+	NA	NONE	1
chr8	71960237	71960387	id-98729	1	+	NA	NONE	2
chr8	72044757	72044907	id-98730	1	+	NA	NONE	6
chr8	72129314	72129464	id-98731	2.27e-05	+	GATTTTTCAACTATGTCAATCAGTAGGTGGCAGTC	V_CTCF_BR	18
chr8	72144418	72144568	id-98732	1.93e-05	-	GCTGCTGGGCGTCCTTAGTGAAGTAGGAGGCAGGG	Upstream_CTCF	9
chr8	72158099	72158249	id-98733	1	+	NA	NONE	1
chr8	72239811	72239961	id-98734	1	+	NA	NONE	1
chr8	72248442	72248592	id-98735	1	+	NA	NONE	26
chr8	72264417	72264567	id-98736	6.64e-05	-	ATTTCATTCCTCTCTGTCACCACTAGAGGAGTTAA	Upstream_CTCF	21
chr8	72273976	72274126	id-98737	1	+	NA	NONE	31
chr8	72278971	72279121	id-98738	1.39e-05	+	CCATCAAAGTCACTTCTAAACAGTAGATGGAGCAA	V_CTCF_BR	5
chr8	72520875	72521025	id-98739	7.27e-06	+	AGGAGAGACTCCAGCACAGCCACGTGGTGGAAGAA	V_CTCF_BR	5
chr8	72523105	72523255	id-98740	5.61e-08	-	CATGCATTTTCCATTCTGGCCACTTGAGGGAATCA	Upstream_CTCF	34
chr8	72549856	72550006	id-98741	4.88e-05	+	TGTGCAATGTTAGAAGTGGCCACATGGAGCTTTTT	Upstream_CTCF	8
chr8	72564201	72564351	id-98742	3.33e-09	+	TCCTATGCTACCGAGGCAGCCACTAGGGGGCGCTA	V_CTCF_BR	40
chr8	72566712	72566862	id-98743	1.92e-05	-	AGGCAATGTGGATGCCTAGACAGTTGGGGGAGACA	UpstreamP1_CTCF	27
chr8	72618860	72619010	id-98744	1.04e-05	-	CCCTCCTTCCAGCAGAGCAACGCTAGGTGGAGCTG	V_CTCF_BR	20
chr8	72624094	72624244	id-98745	1.31e-05	-	CAACGTGCCGCTAAGCTAATCACTGGGTGGCACCC	V_CTCF_BR	20
chr8	72687366	72687516	id-98746	5.08e-07	-	GCCCCATTCTTCCCTCAGCCCACAAGGGGGCGCTA	V_CTCF_BR	40
chr8	72703277	72703427	id-98747	1	+	NA	NONE	14
chr8	72723117	72723267	id-98748	4.11e-07	-	TTGTAAGAGCTTATTTCTGACAGCAGAGGGCAGCC	UpstreamP1_CTCF	40
chr8	72732294	72732444	id-98749	8.16e-07	+	TCCTGTGATAACACTATGGCCACAAGAGGGCAATA	V_CTCF_BR	40
chr8	72740247	72740397	id-98750	1.67e-08	+	GCTGCAACTTATATATTTACCACGAGATGGCGCGC	Upstream_CTCF	40
chr8	72746174	72746324	id-98751	3.63e-06	-	CAGTGTGCCAAGGGCTATGACAGAAGGTGGCGCTG	V_CTCF_BR	24
chr8	72756113	72756263	id-98752	1.21e-06	+	CCTGCGCCGCCGCCCCCAGCCACACGGGGCCGCTT	Upstream_CTCF	35
chr8	72765045	72765195	id-98753	9.88e-07	-	GGTGCCATTCCAAAGGCTTCCACCTGGGGCTAAGA	Upstream_CTCF	26
chr8	72832294	72832444	id-98754	3.88e-06	-	GAAAAGTTGGTGCTGGCAGTCAGCAGGTGGCTGCA	V_CTCF_BR	1
chr8	72872736	72872886	id-98755	1	+	NA	NONE	0
chr8	72880106	72880256	id-98756	4.88e-05	+	GTGGATGGAGGGTAAATGTCCTCTAGGGGGATAAC	V_CTCF_BR	16
chr8	72887566	72887716	id-98757	1.02e-07	-	ATGCAGTTACTCATTCTCGTCACTAGATGGTGCTT	UpstreamP1_CTCF	40
chr8	72904232	72904382	id-98758	1	+	NA	NONE	8
chr8	72917508	72917658	id-98759	2.6e-07	-	AGGTGGATGCGCCACTGACCCAGGAGAGGGCGCCG	V_CTCF_BR	36
chr8	72919588	72919738	id-98760	5.34e-06	-	AAATCCATCCATCAGTTTAACACTAGATGGCACTG	V_CTCF_BR	27
chr8	72930889	72931039	id-98761	1.55e-05	+	CAGCTCAATATCAATTACACCCCTAGAGGGCGCTG	V_CTCF_BR	40
chr8	73000079	73000229	id-98762	1	+	NA	NONE	2
chr8	73015198	73015348	id-98763	1.48e-06	-	AGTACCCTGTAGGGGTTAACCAACAGGGGGCTCCG	V_CTCF_BR	1
chr8	73067537	73067687	id-98764	1.52e-09	-	TCTGTTATTCTAAAGGCGGCCAGGAGGTGGCAGCA	Upstream_CTCF	40
chr8	73073910	73074060	id-98765	1	+	NA	NONE	1
chr8	73104254	73104404	id-98766	4.17e-05	+	AATAAAATACCATCTTCTCCCACTGGATGGCAACA	Upstream_CTCF	20
chr8	73123153	73123303	id-98767	3.63e-05	-	TTTAATCAAAGTCTTTCTGACTCCAGGGGGCGTAC	V_CTCF_BR	30
chr8	73195148	73195298	id-98768	9.62e-08	-	TTGTAATACTGGTTTGCCTCCACCAGATGTCGGTG	UpstreamP1_CTCF	36
chr8	73199475	73199625	id-98769	6.47e-09	-	GCTGTTATTCTAAAAGTGGCCAGGAGGTGGTAGCA	Upstream_CTCF	38
chr8	73201171	73201321	id-98770	5.63e-06	+	ATTCAATTTTCCTAGTTAACCAGATGATGGCAGCA	UpstreamP1_CTCF	34
chr8	73232161	73232311	id-98771	4.17e-05	+	AATAAAATACCATCTTCTCCCACTGGATGGCAACA	Upstream_CTCF	37
chr8	73265824	73265974	id-98772	2.67e-06	-	CCTGAACTTCCCTCTCTGGTCAAGAGGGGTCATTC	Upstream_CTCF	0
chr8	73287319	73287469	id-98773	3.73e-09	-	GTGCAGTTCTCCCTACTGGCCAGTAGCTGTCTCAC	UpstreamP1_CTCF	11
chr8	73336474	73336624	id-98774	3.45e-05	-	AGGACTATACAAAAACAGGCCACCAGAGGGATTTG	V_CTCF_BR	12
chr8	73422348	73422498	id-98775	2.6e-07	+	CCACTAGCCTCAGACATCACCACCAGATGGCAGCT	V_CTCF_BR	31
chr8	73448604	73448754	id-98776	1	+	NA	NONE	8
chr8	73454829	73454979	id-98777	1.28e-08	+	AATGCAGTACTGCCTAGGCCCACAAGGAGGAGAGA	Upstream_CTCF	39
chr8	73533437	73533587	id-98778	8.81e-07	-	ACCACGTCCTCCACATATACCACCAGATGGCAGAA	V_CTCF_BR	12
chr8	73559938	73560088	id-98779	2.81e-05	-	TCCTAACTTAGATAATTGACAGCTAGGGGGCACAG	V_CTCF_BR	25
chr8	73576397	73576547	id-98780	1	+	NA	NONE	12
chr8	73577313	73577463	id-98781	1	+	NA	NONE	2
chr8	73710913	73711063	id-98782	1	+	NA	NONE	10
chr8	73759500	73759650	id-98783	2.78e-06	-	TGAAGTGGAGATGGGAAGACCACAAGGGGGCGATG	V_CTCF_BR	40
chr8	73764212	73764362	id-98784	9.49e-08	+	GAATTCAGGACCAGCCTGGCCAGCAGAGGGAGACC	V_CTCF_BR	35
chr8	73825407	73825557	id-98785	1.04e-05	-	GAAGTGAGAGTTGCTCTCACCAGTAGGTGTCTCTG	V_CTCF_BR	38
chr8	73830906	73831056	id-98786	1.09e-07	-	GCTGCACCACATTAAATGGCCTCTAGGAGGCTGAA	Upstream_CTCF	40
chr8	73839044	73839194	id-98787	1	+	NA	NONE	6
chr8	73852892	73853042	id-98788	1	+	NA	NONE	5
chr8	73856359	73856509	id-98789	1.96e-08	-	CCACCTTCTCTCAGACTGACCAGTAGAGGGCACTC	V_CTCF_BR	40
chr8	73899344	73899494	id-98790	1	+	NA	NONE	24
chr8	73907219	73907369	id-98791	1.97e-06	-	TGGTGATGCATTTATTCTGCCAGTAGAGGTCACCA	V_CTCF_BR	38
chr8	73921433	73921583	id-98792	1.26e-05	+	GATGCGGGCTCCGTGGTGCGCGGCAGAGGGCTGGT	Upstream_CTCF	20
chr8	73926001	73926151	id-98793	1	+	NA	NONE	16
chr8	73956429	73956579	id-98794	1	+	NA	NONE	0
chr8	74005212	74005362	id-98795	1.1e-05	-	GAGCCCTGGCCATGAGGACCCTGTGGATGGCGCTG	V_CTCF_BR	6
chr8	74059530	74059680	id-98796	1	+	NA	NONE	1
chr8	74086660	74086810	id-98797	4.65e-10	-	CGGCAGCTGCGCGCTGTGTCCACTAGATGGCGCAG	UpstreamP1_CTCF	40
chr8	74119264	74119414	id-98798	6.43e-06	+	CAGGTCCTTCAGGAGGTATCCAGAAGAAGGCACTG	V_CTCF_BR	6
chr8	74136979	74137129	id-98799	1.54e-05	-	GAGTGATTCTCTCCTATGGCCTTCAGAGGGAGCAT	UpstreamP1_CTCF	33
chr8	74193980	74194130	id-98800	1	+	NA	NONE	23
chr8	74207193	74207343	id-98801	2.46e-08	+	CGGGACGGGCGGGCGGCTGCCGGCAGGAGGCGCCG	V_CTCF_BR	29
chr8	74217873	74218023	id-98802	4.02e-07	+	ACTGTACTATGCTGAAGTTCCACTAGGGGGTGTAC	Upstream_CTCF	40
chr8	74219148	74219298	id-98803	4.01e-05	-	GTAAAAAACCCTTAAGAAATCAGTAGGGGGCAGTA	V_CTCF_BR	40
chr8	74222008	74222158	id-98804	6.04e-07	-	CAGCATCCCTGACCTCTCTCCACTAGATGCCAGCA	UpstreamP1_CTCF	23
chr8	74224669	74224819	id-98805	3.65e-05	+	GAGTTCTCAGAGAAGAGCGCCACCAGATGTCATTT	UpstreamP1_CTCF	24
chr8	74238978	74239128	id-98806	5.3e-05	+	AGGAAGTTATTGCAGTAGTCCACGGGGAGGTGCTA	UpstreamP1_CTCF	4
chr8	74283266	74283416	id-98807	7.91e-05	-	CTCCTCTGACTGTGTTAGCAGTGTAGGGGGCAGTG	UpstreamP1_CTCF	19
chr8	74312510	74312660	id-98808	4.41e-06	-	GAAATGCAGCACAGCTTCACCAAGAGAGGGCAGTC	V_CTCF_BR	3
chr8	74325038	74325188	id-98809	1.56e-06	+	AGTGCGTTTCCCATACTGGCCAGGAGGGATGGGCT	Upstream_CTCF	6
chr8	74339862	74340012	id-98810	1	+	NA	NONE	0
chr8	74347921	74348071	id-98811	1.95e-07	-	TTTGCAGACCCCAGACTGGCCTGAAGAGGGCAAAA	Upstream_CTCF	31
chr8	74359867	74360017	id-98812	8.61e-08	+	CCCGAAGGAACCTCGCTGACCACGAGGTGGAACCC	V_CTCF_BR	4
chr8	74361039	74361189	id-98813	1.96e-07	+	CAGCCGGTCCCTGCCGTGGGCGCTAGGGGCCAGTG	UpstreamP1_CTCF	0
chr8	74361467	74361617	id-98814	3.83e-09	+	AGGATGGGTCCCTCCTTGGCCTGCAGGTGGCGGCC	V_CTCF_BR	37
chr8	74396913	74397063	id-98815	1	+	NA	NONE	28
chr8	74414792	74414942	id-98816	1	+	NA	NONE	29
chr8	74416786	74416936	id-98817	6.43e-06	-	GACTCTGAAACTGCCTCCCCCACTAGGTGGCAAAA	V_CTCF_BR	39
chr8	74433866	74434016	id-98818	1	+	NA	NONE	4
chr8	74513800	74513950	id-98819	5.52e-05	+	CTGCAATACTGTAATGAATCCACTGGGGCTTCCAG	UpstreamP1_CTCF	17
chr8	74516939	74517089	id-98820	4.03e-06	-	CTGTTACTCCCCATTCTCACCACTTGGGGCTGTTA	UpstreamP1_CTCF	34
chr8	74539114	74539264	id-98821	9.88e-07	-	TCTGCCACACACTGTCTGACCACCAGGAGGGCAAG	Upstream_CTCF	21
chr8	74545500	74545650	id-98822	1	+	NA	NONE	37
chr8	74566332	74566482	id-98823	1	+	NA	NONE	32
chr8	74577817	74577967	id-98824	8.46e-07	-	CCTACAGTTTTGGTTTCTGCCACCAGATGGTGCTT	Upstream_CTCF	40
chr8	74585341	74585491	id-98825	1.1e-06	+	ATGGCTTTGGATCTAATGGCCTGTAGATGGCAGGC	V_CTCF_BR	40
chr8	74658878	74659028	id-98826	1.64e-05	-	TTCCGCGCCGCCGGCGAAGAAGGCAGAGGGCGCTG	V_CTCF_BR	40
chr8	74659252	74659402	id-98827	1.87e-09	-	AGCTGCTGGGGCCCGGCAGCCGCCAGGGGGCGGGA	V_CTCF_BR	40
chr8	74669633	74669783	id-98828	1	+	NA	NONE	17
chr8	74790197	74790347	id-98829	7.91e-05	+	ATGTATAGCCTTATCGCGACCGCAAGGGTGGGGCC	UpstreamP1_CTCF	35
chr8	74859624	74859774	id-98830	3.31e-06	-	CTGCCATAACAAAGTACCACCCCTAGATGGCTTGA	UpstreamP1_CTCF	33
chr8	74888794	74888944	id-98831	1	+	NA	NONE	26
chr8	74961206	74961356	id-98832	5.08e-05	-	GGGCGTTCTGCTCCAGGGACCACTAGGTGTCCTCA	UpstreamP1_CTCF	38
chr8	74965739	74965889	id-98833	1	+	NA	NONE	19
chr8	75000460	75000610	id-98834	5.01e-09	+	TGGACACTTCTTGCAGGGGCCAGCAGAGGGCAGTG	V_CTCF_BR	40
chr8	75002806	75002956	id-98835	4.23e-06	+	CTGTATTTTTAGTATGTGGTCAATAGGTGGTGCTG	UpstreamP1_CTCF	39
chr8	75019157	75019307	id-98836	9.29e-06	+	CCATGGCTACCACAGGAGGCCGCCAGGTGGGACAA	Upstream_CTCF	10
chr8	75035075	75035225	id-98837	9.06e-08	+	CTGTAGGGGGCTCTCCTCACCTGTAGGGGGCTCTC	UpstreamP1_CTCF	30
chr8	75043539	75043689	id-98838	3.03e-05	-	CCAGAGATCTCACCAGCCTCCATAAGGAGGCAGCA	Upstream_CTCF	4
chr8	75054612	75054762	id-98839	2.83e-07	+	TCTGCTTCAGAGTGGCACACCTCCAGGGGGCACCA	V_CTCF_BR	22
chr8	75083745	75083895	id-98840	8.5e-06	-	GCAGCAAGCTTCATCCCCACCACATGGTGTCACTG	Upstream_CTCF	39
chr8	75110883	75111033	id-98841	1.81e-06	-	GGTGTGACATTCATCATAACCACCAGGTGGAGAAT	Upstream_CTCF	15
chr8	75172265	75172415	id-98842	3.05e-07	+	TGTGCACTATTGGTGCTCACCAGCAGGAGCAAACC	Upstream_CTCF	16
chr8	75232732	75232882	id-98843	1	+	NA	NONE	24
chr8	75235365	75235515	id-98844	5.92e-05	-	GATGCATAATTATTTCAGGCCACTAGGGTAAGCAC	Upstream_CTCF	35
chr8	75249984	75250134	id-98845	8.64e-05	+	TTCTCCACCCTTCCTCCCACCACCAGAGGGACAGA	Upstream_CTCF	13
chr8	75257052	75257202	id-98846	5.26e-07	-	CCGGTACTTTTATGAATGGCCACAAGAGGTCTCTA	Upstream_CTCF	38
chr8	75270191	75270341	id-98847	8.13e-06	+	AGCGCAGTGCCCCTGTGATACTGGAGAGGGCATGC	Upstream_CTCF	13
chr8	75278445	75278595	id-98848	3.4e-06	+	TTGTTTAGGGATACAATGACCACTAGATGTCGCTG	V_CTCF_BR	39
chr8	75425024	75425174	id-98849	3.29e-05	-	GTTGAACCAAAGACATAAACCAGCAGAGGGTGTGC	Upstream_CTCF	24
chr8	75514216	75514366	id-98850	2.04e-05	-	AACCTCCTGGGAATGCAGCCCAGTAGGTGTCAGTC	V_CTCF_BR	12
chr8	75545553	75545703	id-98851	1	+	NA	NONE	19
chr8	75557979	75558129	id-98852	6.82e-05	-	ATCAGATAGAGGAAGCTGACCATTAGATGGCACAG	V_CTCF_BR	23
chr8	75672296	75672446	id-98853	6.05e-06	+	TTCCTCATATTTCCTTCTGCCTCCAGGTGTCAGTG	V_CTCF_BR	32
chr8	75716403	75716553	id-98854	5.37e-06	+	TGGCACTCCCTAACAGTCAACAACAGGAGGAGCTA	UpstreamP1_CTCF	5
chr8	75743067	75743217	id-98855	7.17e-05	+	AGTGTACTGAGAACAATTGCTGGCAGGAGGCGTTT	Upstream_CTCF	6
chr8	75749567	75749717	id-98856	1	+	NA	NONE	11
chr8	75762297	75762447	id-98857	3.88e-06	+	GCAGACACAGCAGTATTTACCTGTAGGTGGAGCAA	V_CTCF_BR	9
chr8	75762546	75762696	id-98858	1	+	NA	NONE	15
chr8	75765754	75765904	id-98859	6.39e-08	-	TAAGAATTTGTCTTCATAACCACCAGAGGGCGCCA	V_CTCF_BR	40
chr8	75839421	75839571	id-98860	6.82e-05	-	TTTCGGATACAGCTGAAATCCAATAGATGGCAGTG	V_CTCF_BR	7
chr8	75878113	75878263	id-98861	2.6e-06	+	AACAAATTTCAAAAATGGTCCTCTAGGGGGCGCCA	V_CTCF_BR	39
chr8	75879227	75879377	id-98862	8.71e-06	+	TTTAAAATACATAGATTTACCAGAAGAGGGAGCAA	V_CTCF_BR	32
chr8	75896831	75896981	id-98863	1	+	NA	NONE	21
chr8	75928583	75928733	id-98864	1.16e-05	+	ACTGCAGTACCTAAGATCACCACCTTAAGCCAAAA	Upstream_CTCF	11
chr8	76061365	76061515	id-98865	8.21e-06	+	TGCAGTTTACTGAATTTGATCACTAGATGGCACTC	V_CTCF_BR	37
chr8	76098194	76098344	id-98866	5.51e-07	+	TGACAGTAGACACTAGGGACCACTAGAGGGAGGAG	V_CTCF_BR	25
chr8	76169622	76169772	id-98867	2.27e-06	-	GTAAAGATATACCATGTGGCCACTAGAGGGCATGC	V_CTCF_BR	39
chr8	76172013	76172163	id-98868	1.38e-06	-	TGCACTGGTTGACCTCCTGCCAGCAGGTGGTGCTT	V_CTCF_BR	25
chr8	76187479	76187629	id-98869	8.21e-06	+	AGGCAGAACTCAGCTAGTGCCTGTAGAGGGAGCAT	V_CTCF_BR	24
chr8	76217595	76217745	id-98870	2.78e-06	+	GTTTGATACACAGAGCTTCCCAGTAGAGGGCTCCA	V_CTCF_BR	37
chr8	76255157	76255307	id-98871	1	+	NA	NONE	22
chr8	76284804	76284954	id-98872	2.64e-08	-	AATGTATTTCCCTTAGTAGCCACCAGATGGCTACA	Upstream_CTCF	39
chr8	76314360	76314510	id-98873	3.63e-08	+	TCAGCATTTTCTTTTATGCCCACTAGATGGCAGGT	Upstream_CTCF	39
chr8	76319203	76319353	id-98874	1.38e-07	-	GAGCAGCTCTGAAGCCACACCACTAGGGGAAGCCG	UpstreamP1_CTCF	37
chr8	76327161	76327311	id-98875	1	+	NA	NONE	13
chr8	76395704	76395854	id-98876	1.64e-06	-	CTGCGAGTCCACTTGGTGAGATGCAGGGGGCAGTG	UpstreamP1_CTCF	30
chr8	76560534	76560684	id-98877	3.63e-08	+	CCTGCTTTGTCATCAGTATCCACTAGGTGGAGATA	Upstream_CTCF	39
chr8	76564262	76564412	id-98878	1	+	NA	NONE	1
chr8	76593715	76593865	id-98879	4.31e-05	+	GGGCTACTTTAATTTTATAGCAATAGGTGGCACTG	UpstreamP1_CTCF	26
chr8	76638521	76638671	id-98880	1.1e-05	+	TATCTACTTATCAACTTGGACAGTAGGGGTCACTA	V_CTCF_BR	34
chr8	76710251	76710401	id-98881	6.8e-06	+	CATGTGCCTCCTTCCAGCAACAGCAGATGGAGTCC	Upstream_CTCF	11
chr8	76751571	76751721	id-98882	3.03e-05	-	ATTTCAAAACACATTCCAGACAGCAGGGGGTGAAA	Upstream_CTCF	26
chr8	76990397	76990547	id-98883	1.39e-05	+	AACAAAATTTTGGAGGCTACCAGTAGATGGCATTC	V_CTCF_BR	17
chr8	77167228	77167378	id-98884	3.63e-06	-	GGTAGCATGCACATTTTGGCCTGGTGGTGGCAGCC	V_CTCF_BR	16
chr8	77262416	77262566	id-98885	1	+	NA	NONE	9
chr8	77280148	77280298	id-98886	2.25e-08	+	CCTCAGTTCACCATGACTGCCACTAGATGGCACTG	UpstreamP1_CTCF	40
chr8	77315003	77315153	id-98887	7.31e-05	-	ATGATCTGATCAGAAATAGCCACCTAGTGGCAAGT	UpstreamP1_CTCF	24
chr8	77418708	77418858	id-98888	2.28e-05	+	CATCCTATCACCCTAATTGCCACTAGATGGCCACT	Upstream_CTCF	22
chr8	77500134	77500284	id-98889	1	+	NA	NONE	4
chr8	77590302	77590452	id-98890	1.39e-05	-	CCCGAGCCCAGCCCGCGGGCCGCTATGGGGCGCGA	V_CTCF_BR	14
chr8	77645559	77645709	id-98891	1	+	NA	NONE	3
chr8	77670052	77670202	id-98892	7.84e-05	-	GGACATCCCTGGTCCACCATCACCTGCTGGCTCAG	V_CTCF_BR	0
chr8	77754248	77754398	id-98893	1	+	NA	NONE	29
chr8	77780598	77780748	id-98894	1	+	NA	NONE	2
chr8	77861901	77862051	id-98895	6.43e-06	-	TTTTAAAAGTTGTTCTGAGCCAGGAGGGGTCGCTC	V_CTCF_BR	2
chr8	77908571	77908721	id-98896	1	+	NA	NONE	5
chr8	77912626	77912776	id-98897	2.18e-07	+	GAAGGGCCTCTGGCAGGCGCCGCCGGGTGGCGGCG	V_CTCF_BR	36
chr8	77946099	77946249	id-98898	4.51e-05	+	GCTGTAATTCCCTAACATGCCACATGTGGATTCAG	Upstream_CTCF	21
chr8	78059797	78059947	id-98899	2.67e-06	-	AATTCAGCTGAAATCTCAGCCACTAGATGCCGCTG	Upstream_CTCF	40
chr8	78176984	78177134	id-98900	1	+	NA	NONE	2
chr8	78222827	78222977	id-98901	1.85e-05	-	AGAGATCCTGCCATAGTTACCTCCAGGGGGAGTGT	Upstream_CTCF	35
chr8	78291082	78291232	id-98902	5.68e-06	+	AAACAGCAGGACATCTATCCCAGCAGAGGGAGCTC	V_CTCF_BR	7
chr8	78310624	78310774	id-98903	2.4e-05	-	AGTACTTTTTCAAGGTCATCCAATAGATGGCACTC	V_CTCF_BR	39
chr8	78513133	78513283	id-98904	9.39e-07	+	GAGGCATTATTCACAGTAGCCTACAGGTGGAGCAA	Upstream_CTCF	25
chr8	78518529	78518679	id-98905	1.09e-07	+	GTGCAGTTCATTCTTTATTCCAGTAGGTGTCACTT	UpstreamP1_CTCF	39
chr8	78814896	78815046	id-98906	6.39e-05	-	TAGGCAATATCCAAGTGGTGCATGTGGGGGAGCTA	Upstream_CTCF	25
chr8	78996040	78996190	id-98907	1	+	NA	NONE	10
chr8	79144669	79144819	id-98908	1.19e-06	-	AGGAAGGTCTCTGTTTCGACCAGTAGATGTCGCCC	V_CTCF_BR	40
chr8	79163054	79163204	id-98909	4.51e-05	-	GCAGGGCTCTTTGCTTCTTCCACTAGGTTGCACTG	Upstream_CTCF	38
chr8	79305778	79305928	id-98910	1.19e-10	+	ATGCAGTTCACAGATTCCACCACTAGAGGGCAATA	UpstreamP1_CTCF	39
chr8	79344190	79344340	id-98911	1.1e-05	-	TAGTATTTTGTTATTCTGGCCTCATGATGGCACCA	V_CTCF_BR	23
chr8	79419884	79420034	id-98912	3.4e-06	+	TTGACAGTTCCGAAATCATCCACAAGGGGGCAAAC	Upstream_CTCF	39
chr8	79442497	79442647	id-98913	1	+	NA	NONE	8
chr8	79472366	79472516	id-98914	7.31e-05	-	ATGTCTTTTTATGCAACTGCCAGAAGGAAGCACTG	UpstreamP1_CTCF	4
chr8	79514525	79514675	id-98915	1	+	NA	NONE	4
chr8	79527590	79527740	id-98916	2.86e-06	-	CTCTTAGAACTGCATATGGCCACCAGGAGGCAGAT	UpstreamP1_CTCF	36
chr8	79546274	79546424	id-98917	2.96e-05	+	GCTAATTCCTAATGAAAAGCCACTAGAGGGTGACC	V_CTCF_BR	35
chr8	79617699	79617849	id-98918	1.1e-05	-	TTCCCAGTCCCATTCCTCATCACCAGGTGGAGCCT	V_CTCF_BR	4
chr8	79623501	79623651	id-98919	1.09e-07	+	CTGCAGTTTGTCCTGCTATCCTCTAGATGGAGAGC	UpstreamP1_CTCF	27
chr8	79632669	79632819	id-98920	1.1e-05	+	TATGTGAATTGCTTTTTAGCCACTAGAGGGTGCAT	V_CTCF_BR	40
chr8	79716778	79716928	id-98921	9.29e-06	-	GCTGCAGCCTCCGCGCCGCTCAGCGGTGGCAGCCC	Upstream_CTCF	24
chr8	79751942	79752092	id-98922	1	+	NA	NONE	0
chr8	79752774	79752924	id-98923	4.7e-06	-	CAACTCTGGAGTGGACAGACCTCCGGGGGGAGCCA	V_CTCF_BR	16
chr8	79764483	79764633	id-98924	2.27e-06	+	AAAATTATATTTTATTCAACCACCAGAGGGAGCTC	V_CTCF_BR	33
chr8	79766682	79766832	id-98925	3.28e-07	+	CTGCTGGCTCCTCAGCTTACCACAAGGGGCAGACA	UpstreamP1_CTCF	40
chr8	79833669	79833819	id-98926	2.47e-05	-	GAGTCATTTCTTTGATGAAACAACAGGTGGCAGCA	Upstream_CTCF	37
chr8	79837100	79837250	id-98927	1.15e-08	-	AGGCAGTTCAATCCTAGTGCCAGCAGAGGGCAATC	UpstreamP1_CTCF	39
chr8	79884186	79884336	id-98928	1.84e-06	+	TCTCTCTAGGACCTTGCGAGCACAAGATGGCACCG	V_CTCF_BR	22
chr8	79885071	79885221	id-98929	2.6e-07	+	AAAAGGAGGAAAATGCTGGACACCAGGTGGCACTA	V_CTCF_BR	38
chr8	79977817	79977967	id-98930	1.85e-07	-	GTGCATTGTGCAAATGCTGGCACCAGGAGGCATGG	UpstreamP1_CTCF	14
chr8	80009703	80009853	id-98931	1	+	NA	NONE	33
chr8	80058447	80058597	id-98932	1	+	NA	NONE	3
chr8	80087822	80087972	id-98933	1.27e-06	-	CTGTAATGTCAACAGTTCACCTTTAGGGGCCAGGA	UpstreamP1_CTCF	17
chr8	80156155	80156305	id-98934	5.86e-07	-	CCTTCAGTACTTCAAGCTACCACAGGGAGGAGGTT	Upstream_CTCF	22
chr8	80199746	80199896	id-98935	3.41e-07	+	CCTGTTTTTCAGCTAACGGCCCCAAGGGGGCTAGA	Upstream_CTCF	21
chr8	80264519	80264669	id-98936	1.01e-05	-	CCTTCCACACCTCTGCACTCCACCTGGTGGCATGA	Upstream_CTCF	15
chr8	80269613	80269763	id-98937	7.31e-05	+	AGGCAGTTACCACCACCACCCTCTACCGAGCAAGA	UpstreamP1_CTCF	6
chr8	80399726	80399876	id-98938	1	+	NA	NONE	33
chr8	80425429	80425579	id-98939	1.04e-05	-	CCCATGATTCAACTGTCTTCCACCAGGTGTCTCCC	V_CTCF_BR	19
chr8	80454700	80454850	id-98940	1	+	NA	NONE	13
chr8	80455990	80456140	id-98941	1.64e-05	-	TGTGATCCAAGCTGTATTTGCTGTAGGGGGCACCC	V_CTCF_BR	26
chr8	80525466	80525616	id-98942	2.6e-07	+	CAGAGCCGCCTACCGCTGGCCGGGTGGGGGCGCAC	V_CTCF_BR	32
chr8	80527772	80527922	id-98943	8.46e-07	+	TCTGCATTAACTTTTCACCACACTAGAGGGCAATC	Upstream_CTCF	40
chr8	80532492	80532642	id-98944	3.65e-05	-	GTGCATGTTTTATTACAGGACAGTGGAGGGAGTGC	UpstreamP1_CTCF	1
chr8	80565079	80565229	id-98945	1.41e-06	-	TAGCTGGTTCACTCTCCTGCCTCTAGGTGGGACTG	UpstreamP1_CTCF	40
chr8	80596942	80597092	id-98946	9.67e-08	+	AATGTGAGATCACTTTTGACCACCAGGGGGCAATA	Upstream_CTCF	40
chr8	80647573	80647723	id-98947	6.43e-06	+	TAGGTATACTGTCTCCTGTCCTGCAGATGGTGCTA	V_CTCF_BR	38
chr8	80677565	80677715	id-98948	5.01e-09	+	GAGCACCGGTCCGAGGCTGCCGCTAGGGGGCGCTC	V_CTCF_BR	40
chr8	80680640	80680790	id-98949	1	+	NA	NONE	9
chr8	80695870	80696020	id-98950	3.11e-05	-	GCGGGGGCGCCAAAGAGCGGCGACAGCGGGCAGGA	V_CTCF_BR	29
chr8	80696308	80696458	id-98951	2.91e-05	+	CTGGCGGGCCCTCCCTGGGCGGGCGGGTGGCGCGT	Upstream_CTCF	23
chr8	80743802	80743952	id-98952	1	+	NA	NONE	14
chr8	80803168	80803318	id-98953	2.66e-05	-	CTGTTTACCAGACACCTGACAGGAAGGTGGCGCGG	V_CTCF_BR	12
chr8	80854242	80854392	id-98954	1	+	NA	NONE	2
chr8	80935947	80936097	id-98955	2.43e-06	-	CATATAACTCATCTCGTAGCCACAAGGTGGCAATA	V_CTCF_BR	40
chr8	80941909	80942059	id-98956	5.67e-06	-	AATGCTGGTGGGAAGGTAACCAGCGGGGAGCGCTG	Upstream_CTCF	40
chr8	80944986	80945136	id-98957	3.84e-06	-	CTGCAGGCCATGGAAGTTTCCAGCTGGTGAAGCGA	UpstreamP1_CTCF	13
chr8	80963874	80964024	id-98958	2.15e-05	-	TTCTCTTTTTGAGAGTTCTCCAGCAGGTGGTGACC	V_CTCF_BR	9
chr8	80964835	80964985	id-98959	1.95e-07	-	AATGCAGTTTTGTTTCCCGGCACAAGGAGGAGCAA	Upstream_CTCF	40
chr8	80979477	80979627	id-98960	4.24e-09	+	TCTGCTCTTTCCACATTAGCCCGTAGGTGGCAGCA	Upstream_CTCF	39
chr8	80997369	80997519	id-98961	1.15e-07	+	GTGCTCACGCACCACTATGCCAGCAGAGGGAGCCC	V_CTCF_BR	40
chr8	81003929	81004079	id-98962	9.71e-06	+	ACTTTATTACATACCAGAGCCACCAGGGGAGCCTG	Upstream_CTCF	40
chr8	81027762	81027912	id-98963	5.34e-06	+	TAGATTTTCAATCAAGCTCCCTGCAGAGGGCAGAC	V_CTCF_BR	9
chr8	81066529	81066679	id-98964	9.88e-07	-	TGGGCTTTGCGCACATTGGCCACCAGGGAGGGTTC	Upstream_CTCF	4
chr8	81083423	81083573	id-98965	2.8e-05	+	AGAGCCGCTCCTTCCAGGGCCCCAGGATGCCAGAT	Upstream_CTCF	30
chr8	81123584	81123734	id-98966	3.71e-05	-	GCTGCTATATAGCAACTGGCCAGTATGTGCTCCAC	Upstream_CTCF	4
chr8	81143145	81143295	id-98967	2.83e-07	-	AGCACCGACTGGTTGCTGAACAGTAGAGGGCACTG	V_CTCF_BR	40
chr8	81144386	81144536	id-98968	9.49e-08	-	TAGTGGATCCCGCACCGGGCCTGCAGGTGGAGCTG	V_CTCF_BR	14
chr8	81152943	81153093	id-98969	7.73e-05	-	GCCGCAGGGCGGCGCCTGGGAGCCAGGCAGCACCC	Upstream_CTCF	40
chr8	81158871	81159021	id-98970	2.01e-05	+	ATTGCAGTGCCTCATCCTGCCTGCAGTGAACCTGG	Upstream_CTCF	10
chr8	81161920	81162070	id-98971	2.96e-05	+	CAGTTGTGGTGATGGTCATTCAATAGGTGGCAGTC	UpstreamP1_CTCF	37
chr8	81165804	81165954	id-98972	4.21e-05	+	CACCCCACCCTCCCTCCAAGGGGCAGGGGGAGCTG	V_CTCF_BR	7
chr8	81301177	81301327	id-98973	2.1e-05	-	AGGCAAGAAGAGTGGTTATCCAGTAAGTGGCAGCA	UpstreamP1_CTCF	5
chr8	81364459	81364609	id-98974	1	+	NA	NONE	0
chr8	81402254	81402404	id-98975	1	+	NA	NONE	40
chr8	81476921	81477071	id-98976	1	+	NA	NONE	12
chr8	81478238	81478388	id-98977	1.82e-07	-	ACCGCGCCACACCGGGAGGCCTGAAGGTGGCGGTG	V_CTCF_BR	26
chr8	81490414	81490564	id-98978	5.77e-08	-	GGCGCGGGGGTGCGGGCGGCCGGGAGGGGGCGAGG	V_CTCF_BR	26
chr8	81492206	81492356	id-98979	2.15e-05	-	CTTGTCTTCTAGGCAGTTACCTGTTGGTGGCTCCA	V_CTCF_BR	38
chr8	81501397	81501547	id-98980	1.39e-05	-	ATTTCCTGAAATTTAGGTGACGGAAGGGGGCACTC	V_CTCF_BR	2
chr8	81524907	81525057	id-98981	1.26e-07	+	CAAGGTTTTACTGAGTTGTCCACCAGAGGGCAGTA	V_CTCF_BR	38
chr8	81528403	81528553	id-98982	2.96e-05	-	AGGACACATGCCTGGCTCACCGGAGGGGGTCAGTG	V_CTCF_BR	0
chr8	81538547	81538697	id-98983	1.63e-05	+	CTAGCACCTCTGGCTGTAGCCACAAGGTGAACAGT	Upstream_CTCF	17
chr8	81589036	81589186	id-98984	2.97e-06	+	AATCTAATGCGGCTGTTGACCTGCAGGAGGCGGAG	V_CTCF_BR	2
chr8	81595278	81595428	id-98985	1.67e-08	-	GGTGCAATTTCCGTCATGACCACAAGGTGATGCAG	Upstream_CTCF	40
chr8	81599548	81599698	id-98986	9.41e-05	-	AGCACCAGCAGCAGCGGCTACTGGAGCTGGAGCGC	V_CTCF_BR	38
chr8	81627527	81627677	id-98987	1	+	NA	NONE	2
chr8	81695930	81696080	id-98988	2.4e-05	+	CACCCAAAGATCACAGTTTACACTAGGGGTCACTC	V_CTCF_BR	14
chr8	81785495	81785645	id-98989	1	+	NA	NONE	8
chr8	81786313	81786463	id-98990	3.88e-06	+	CAGGGCCGGGGACTCGCGGCCGCAAGGGGCTGCAG	V_CTCF_BR	2
chr8	81786597	81786747	id-98991	8.59e-05	-	AAACAGCTCGCGCCGAGGCACGGCAGCGGTAGGCC	V_CTCF_BR	8
chr8	81802314	81802464	id-98992	6.8e-06	-	GCTGCTATGTGGAGGTCTGCCTGTAGGAGGACAAA	Upstream_CTCF	39
chr8	81807733	81807883	id-98993	9.81e-06	+	AACTAAATGCTGCCAACAACCACGGGAGGGAGCTG	V_CTCF_BR	36
chr8	81842936	81843086	id-98994	1	+	NA	NONE	20
chr8	81904281	81904431	id-98995	9.14e-09	-	TCTGTAGTTACTCATGTTCCCACTAGGTGTCACCC	Upstream_CTCF	39
chr8	81910612	81910762	id-98996	7.1e-09	+	CAGCAGGTGTCACTTTTAACCACAAGGTGGCAGCA	UpstreamP1_CTCF	40
chr8	81914555	81914705	id-98997	5.74e-05	-	GTGAGGTAGTAGCTGTCTGCCGAAAGGGGGCATTT	UpstreamP1_CTCF	15
chr8	81919960	81920110	id-98998	3.66e-06	-	ATTTAGTGCAAACCTCATGCCTCTAGGAGGTGCCA	UpstreamP1_CTCF	24
chr8	81933234	81933384	id-98999	1	+	NA	NONE	3
chr8	81937889	81938039	id-99000	4.73e-07	+	GATGCAGTTCACCCTGACAGCCACAGGAGGAGGTG	Upstream_CTCF	40
chr8	81940560	81940710	id-99001	6.48e-05	+	ATACACTTGCTTCTGTGAACCACCAGATGACGTAC	UpstreamP1_CTCF	24
chr8	81947118	81947268	id-99002	3.84e-06	+	CTGCAGCTACAAAGCCCAACCTGGGAGGGGAGCCC	UpstreamP1_CTCF	15
chr8	81947580	81947730	id-99003	9.31e-05	-	GATGTTATTGCCCCAGTGAACACTAGGATGACTAT	Upstream_CTCF	17
chr8	81949182	81949332	id-99004	3.22e-07	+	AGAGTAGTTCACAGAGCTGCCAAAAGAGGCCACTG	Upstream_CTCF	37
chr8	82002979	82003129	id-99005	6.19e-06	+	AAGAAATGAGGCTGACTGACCACCAGGGGTCTGAT	UpstreamP1_CTCF	36
chr8	82016736	82016886	id-99006	1	+	NA	NONE	4
chr8	82023905	82024055	id-99007	1	+	NA	NONE	26
chr8	82078542	82078692	id-99008	9.25e-06	+	CTTGACTGGGAGATACCTCCCAGCAGGGGTCGACA	V_CTCF_BR	9
chr8	82104241	82104391	id-99009	1	+	NA	NONE	2
chr8	82147602	82147752	id-99010	2.72e-06	-	ATGTAGTTCAATAAGAAAGTCGCTAGATGGCAGAA	UpstreamP1_CTCF	40
chr8	82158483	82158633	id-99011	6.05e-06	+	CCATTTTTAGCCTCTGAAACCTGCAGAGGGAGCAC	V_CTCF_BR	9
chr8	82166226	82166376	id-99012	6.86e-07	+	CATGTCATTTCTGAAATGAGCAACAGAGGGAGCTA	Upstream_CTCF	40
chr8	82178788	82178938	id-99013	1	+	NA	NONE	14
chr8	82190058	82190208	id-99014	1.21e-06	+	GAGAAATATTACGGTTTCACCACTAGGTGGAAATA	UpstreamP1_CTCF	38
chr8	82192574	82192724	id-99015	4.43e-05	+	CACCTCCCGACCCCGAGAAGGCCCAGGGGGCGCCC	V_CTCF_BR	31
chr8	82193205	82193355	id-99016	3.8e-07	+	GCTGCACTTCTTTCGACCCCCTCCAGGCGACCCTG	Upstream_CTCF	33
chr8	82193681	82193831	id-99017	1.09e-06	+	GTTGCCATCCTGGCCTCTGCCACTTGAGGGTGAGG	Upstream_CTCF	29
chr8	82214863	82215013	id-99018	4.65e-05	+	CCCATTTCCCAGTTTTTCACCACTAGGTGTCATAA	V_CTCF_BR	37
chr8	82283396	82283546	id-99019	7.27e-06	+	CAGAGTGTTTGAATTTCATCCTGTAGAGGGAGCCA	V_CTCF_BR	37
chr8	82306735	82306885	id-99020	1	+	NA	NONE	19
chr8	82312530	82312680	id-99021	3.11e-05	-	GGAAACTGTTCTTTGGAGTCCACAGGATGGCAGTC	V_CTCF_BR	14
chr8	82375389	82375539	id-99022	8.59e-05	+	AGAACAATGCACACTGGAGCCTGTTGGGGCCAGGG	V_CTCF_BR	1
chr8	82410833	82410983	id-99023	2.96e-05	-	TGTTGCTACTAGCAAATGACCTGCAGGGGGTTCTT	V_CTCF_BR	12
chr8	82424776	82424926	id-99024	2.72e-05	-	TAGTATTTTCTATTGTTTTCCTCAAGGTGGTGCTG	UpstreamP1_CTCF	34
chr8	82463955	82464105	id-99025	1.43e-05	-	AGTGTTATCCCTATTGAAGTCACTAGGGGTCCAGC	Upstream_CTCF	39
chr8	82471909	82472059	id-99026	1	+	NA	NONE	3
chr8	82503218	82503368	id-99027	1.23e-08	-	CTGCTCCTCCCATCTTTATCCACTAGAGGGAGGCT	UpstreamP1_CTCF	40
chr8	82513803	82513953	id-99028	2.01e-05	-	CTTGTATCTCCAGGGGTACAAGGCAGGGGGCGCTT	Upstream_CTCF	16
chr8	82514858	82515008	id-99029	4.65e-06	+	AGGTGGTTCTAACGTACAGCCAGCAGGAGGACCAC	UpstreamP1_CTCF	1
chr8	82542995	82543145	id-99030	1	+	NA	NONE	28
chr8	82545550	82545700	id-99031	9.71e-06	+	GATGCACTACCTCTGAGTTCCCAAAGGGGCAGTAT	Upstream_CTCF	40
chr8	82553818	82553968	id-99032	6.49e-06	-	CTTTCTTCTCCATCTTCATCCACTAGAGGGCGTAT	Upstream_CTCF	40
chr8	82563673	82563823	id-99033	2.43e-06	-	TTTTTATTTCCACAAATTAACACTAGATGGCAAAC	Upstream_CTCF	34
chr8	82620908	82621058	id-99034	5.93e-06	+	AGGGTACTCTCATGTTTGGCCACAAGAGGCAGTAT	Upstream_CTCF	40
chr8	82644155	82644305	id-99035	1	+	NA	NONE	10
chr8	82645062	82645212	id-99036	2.89e-07	-	ACTGCAGGAGCAAACCTGGCCACCTGGGGACCTCA	Upstream_CTCF	22
chr8	82692838	82692988	id-99037	4.88e-08	+	CTGCTGCCGCTCGTTGTTCCCACTAGGCGGCACTC	UpstreamP1_CTCF	40
chr8	82715590	82715740	id-99038	1.63e-05	+	TCTTAACTTTAGTTCCCATCCACCAGGGGGACATA	Upstream_CTCF	23
chr8	82754659	82754809	id-99039	1	+	NA	NONE	40
chr8	82756719	82756869	id-99040	5.68e-06	-	CTCAGGTTCCTCACCTGAACCAGGTGGTGGCAGTC	V_CTCF_BR	11
chr8	82771257	82771407	id-99041	1	+	NA	NONE	5
chr8	82783251	82783401	id-99042	1.46e-07	-	TGTGAAATGCTAACTTTTGCCACAAGGTGGCTCTT	Upstream_CTCF	38
chr8	82802786	82802936	id-99043	2.31e-07	-	GGTGGAATCCCCCCTAGAGCCTCTAGAGGGAGTGC	Upstream_CTCF	39
chr8	82908669	82908819	id-99044	1	+	NA	NONE	37
chr8	82935673	82935823	id-99045	4.68e-07	-	CTGAGGCCACCTTCCTTGGCCTCTAGATGGCTGTC	V_CTCF_BR	15
chr8	82954115	82954265	id-99046	2e-06	+	CTTGCATTCCAAATTTAATCCACTAGGGAGTGCTA	Upstream_CTCF	28
chr8	83219888	83220038	id-99047	1.82e-07	+	ATAAAAATATGGCCTAGGGCCAGAAGGGGGCAGCA	V_CTCF_BR	40
chr8	83246734	83246884	id-99048	1	+	NA	NONE	8
chr8	83269321	83269471	id-99049	1	+	NA	NONE	4
chr8	83355847	83355997	id-99050	1.15e-07	-	TTGCGCACTCCACAAGTAGCCACAAGAGGGCTCCC	V_CTCF_BR	38
chr8	83413343	83413493	id-99051	1	+	NA	NONE	0
chr8	83470015	83470165	id-99052	5.55e-07	+	ACTGCCAGTTCCTGGATGACCACTAGGTGACTGCA	Upstream_CTCF	28
chr8	83490901	83491051	id-99053	2.83e-07	+	GCAGCCACTGATACTGCTGCCAGCAGATGTCACCC	V_CTCF_BR	22
chr8	83574681	83574831	id-99054	3.84e-06	+	ATGTGGTTTGACCTACAAGACAGTAGATGGCACTT	UpstreamP1_CTCF	9
chr8	83629032	83629182	id-99055	4.3e-06	+	GCTTGCCTTCCAACTTCCACCATTAGAGGGCACAG	Upstream_CTCF	36
chr8	83717584	83717734	id-99056	8.98e-06	+	CTGACTTCACAAAGTCTCACCGCTAGGGGCCAGGA	UpstreamP1_CTCF	14
chr8	83959881	83960031	id-99057	4.31e-05	-	CAGCTGATACTTTTTACTAGCTGCAGATGGAGCAG	UpstreamP1_CTCF	5
chr8	84045965	84046115	id-99058	1	+	NA	NONE	18
chr8	84075520	84075670	id-99059	1.19e-06	-	GCTCAGACGGTAAAGCTCACCTGCAGGTGGCTCAC	V_CTCF_BR	10
chr8	84243345	84243495	id-99060	1	+	NA	NONE	14
chr8	84312757	84312907	id-99061	1.03e-06	+	TTTTAATGACTGACCAAAGGCAGCAGAGGGCACTG	UpstreamP1_CTCF	21
chr8	84463086	84463236	id-99062	4.23e-06	-	GTGTAATTCATTAATTAGTCCAGTAGATAGCGCTT	UpstreamP1_CTCF	17
chr8	84737296	84737446	id-99063	6.46e-07	-	CAGCCAGCTATTTTTTTAGCCACCAGGTGTCGCTA	V_CTCF_BR	37
chr8	84829231	84829381	id-99064	3.09e-06	+	CTAGCTGAGACCAACCAGACCACCAGATGGCCCAC	Upstream_CTCF	8
chr8	84830858	84831008	id-99065	6.51e-05	+	TCAATAAGCGGGGCTGGGGGGGCTAGGGGGAGCTA	V_CTCF_BR	0
chr8	84841497	84841647	id-99066	1.77e-05	+	TGGTCACTACCACCCCTGGTCCACAGGGGGCTCTT	Upstream_CTCF	4
chr8	84898067	84898217	id-99067	1.16e-05	+	GAAGCCACCCTAAGGGCAACCACTAGGTGCCCTCA	Upstream_CTCF	13
chr8	84912107	84912257	id-99068	1.08e-05	+	TTACAGTTCACCCTAAAGGACAGTAGGTGGTGACT	UpstreamP1_CTCF	7
chr8	85094439	85094589	id-99069	8.5e-06	+	ACTGCTCAGCCACCTGGCTCCCGCGGGGTGCGCCA	Upstream_CTCF	15
chr8	85099091	85099241	id-99070	2.28e-05	-	ACATTTTTTCCATGAGAAGCCAGTAGGCGGTGCTA	Upstream_CTCF	21
chr8	85357921	85358071	id-99071	1.55e-05	-	TATAGAATCATTGATGTTGTCACAAGAGGGAGCCC	V_CTCF_BR	4
chr8	85517078	85517228	id-99072	1.47e-05	-	CAAAACTACCAAATCTTATCCACATGGTGGCACCA	V_CTCF_BR	38
chr8	85538436	85538586	id-99073	8.13e-06	+	GTGAGAATTCCAGGCTGTGCCACTAGGCGGCGGCA	Upstream_CTCF	40
chr8	85560599	85560749	id-99074	3.28e-05	+	AGAAAGTAAAGCAATGCAGTCAGTAGATGGTGCCA	V_CTCF_BR	39
chr8	85597487	85597637	id-99075	1	+	NA	NONE	2
chr8	85766733	85766883	id-99076	1.55e-07	+	CTGCAGCTGATCACACTTGCCTGCAGAGAGCGCTC	UpstreamP1_CTCF	24
chr8	85934328	85934478	id-99077	1.93e-05	+	CGACCCGCTAAACAACCTTCCTGGGGGTGGCGGTA	V_CTCF_BR	19
chr8	85944321	85944471	id-99078	1.19e-06	-	TAACAGCTGAAGCAAATGGTCACCAGGTGGCAGTG	V_CTCF_BR	40
chr8	85966766	85966916	id-99079	3.56e-06	-	GTTTCACTAAACAAAATGGGCACTAGATGGCTCTA	Upstream_CTCF	33
chr8	86059762	86059912	id-99080	7.27e-06	+	TCAGCCTGATGGCAGCTCCACACTAGGTGGAGCTC	V_CTCF_BR	40
chr8	86084108	86084258	id-99081	8.64e-05	+	AGTGAGAACTCACTCATTGCCACTAGGAGGGCACC	Upstream_CTCF	34
chr8	86090107	86090257	id-99082	1	+	NA	NONE	32
chr8	86132953	86133103	id-99083	5.34e-06	+	GGCTGACTCTGCCACTCTCCCAGGAGGAGGCGCTG	V_CTCF_BR	40
chr8	86147207	86147357	id-99084	1	+	NA	NONE	0
chr8	86157815	86157965	id-99085	5.86e-07	-	GGGGCGCTCCCGCCTGCGTCCTCCAGACGGCAGAG	Upstream_CTCF	40
chr8	86169777	86169927	id-99086	4.5e-06	+	CCCGTAGTCCCAGCCCCAGCCGCTAGGGAGGCTGA	Upstream_CTCF	14
chr8	86202463	86202613	id-99087	1.29e-05	-	AAGAAATTGTCCTAGTTGTCCAGATGATGGCAGCA	UpstreamP1_CTCF	40
chr8	86209725	86209875	id-99088	1.09e-06	+	GACTTGTTCCTCATCTTAACCACCAGGTGGTGGTG	UpstreamP1_CTCF	39
chr8	86211509	86211659	id-99089	2.04e-05	+	ATTCCTTTTTTCAGTCCAGACACTAGGTGTCACTG	V_CTCF_BR	40
chr8	86260583	86260733	id-99090	8.5e-06	+	CTGGCAATACCAGTTGTTGCCTGCAGGAGATTGTC	Upstream_CTCF	30
chr8	86283210	86283360	id-99091	5.13e-05	-	CCAGAATCTGTGGATCCATCCTAAAGATGGCAGTA	V_CTCF_BR	2
chr8	86287501	86287651	id-99092	3.16e-05	-	AGTGCAATGCCAGGACAGGCCAGCATGCGATAGGT	Upstream_CTCF	2
chr8	86291590	86291740	id-99093	1.39e-05	+	CGAGTGCAGTTGCCACTTGCCATGAGGGGGCACCC	V_CTCF_BR	19
chr8	86363888	86364038	id-99094	1.63e-05	+	AATGTTATTTTCACTTAGGTCATTAGATGGCAGCA	Upstream_CTCF	38
chr8	86373990	86374140	id-99095	1	+	NA	NONE	6
chr8	86375496	86375646	id-99096	4.48e-07	+	CGTTTTATTCCACGGCCGTGCAGCAGAGGGCGCGT	Upstream_CTCF	40
chr8	86376411	86376561	id-99097	1	+	NA	NONE	4
chr8	86427345	86427495	id-99098	2.37e-05	+	CCTGTGATACCAAAAATCAGCTCTAGGGGTATTTT	Upstream_CTCF	13
chr8	86452513	86452663	id-99099	1.63e-05	-	CCATTTCCTCCTTCACTGGCCAGTAGGGGCACATC	Upstream_CTCF	19
chr8	86985717	86985867	id-99100	6.8e-06	-	ATGGATTTTCCATCTGTTCCCACTAGATGGTGCAT	UpstreamP1_CTCF	39
chr8	86999594	86999744	id-99101	2.81e-05	-	GTGGCTTATCTTGGCTCTACCACAGGAGGGAGCAT	V_CTCF_BR	32
chr8	87045527	87045677	id-99102	5.41e-07	-	TTGTATTAATAAGCATTTGACACTAGATGGAGCCA	UpstreamP1_CTCF	39
chr8	87056426	87056576	id-99103	3.8e-07	+	TTTGCAATACCTAATTTCACCAGAGGATGGTAGAA	Upstream_CTCF	36
chr8	87059153	87059303	id-99104	1.77e-05	-	CAAGCAGATACTCTCATGCCCTGCAGAGAGAGAGG	Upstream_CTCF	9
chr8	87097071	87097221	id-99105	3.36e-05	-	TTCTACTTCTCTATTTCCACCATGAGATGGCAGGC	UpstreamP1_CTCF	26
chr8	87100901	87101051	id-99106	7.73e-06	-	AGGTCATTTTGATTTTGAACCACAAGAGGTCGCCA	V_CTCF_BR	38
chr8	87137433	87137583	id-99107	6.18e-07	+	ATGGCAAGGCATCAATCAACCACCAGGAGGCGATA	Upstream_CTCF	40
chr8	87153243	87153393	id-99108	3.4e-06	+	TAATGCTGCCGTTGATCTGACAGGAGGGGGAGCTC	V_CTCF_BR	10
chr8	87160192	87160342	id-99109	5.51e-07	-	GCAAACAGCAGAGTCCAGGCCAGAAGAGGGAGCTG	V_CTCF_BR	21
chr8	87167204	87167354	id-99110	3.18e-06	-	GATGGGTCTGCACTGGAGCCCTCCAGGGGGCACTT	V_CTCF_BR	4
chr8	87279943	87280093	id-99111	3.66e-06	+	CAGCCATTTCCTGCCCTAGCCAGGAGGAGGTGGTT	UpstreamP1_CTCF	4
chr8	87303298	87303448	id-99112	7.84e-05	-	CATAGTATACTACATGTTGCCAGTGGAGGGAGTGC	V_CTCF_BR	1
chr8	87359490	87359640	id-99113	1	+	NA	NONE	22
chr8	87367314	87367464	id-99114	1	+	NA	NONE	0
chr8	87369012	87369162	id-99115	1.43e-05	-	GCAACAATATTCTAGAAGGCCACAAGGTGGTGATG	Upstream_CTCF	38
chr8	87494893	87495043	id-99116	1.73e-06	+	CGGTTCCATCACAATGTGTCAAGCAGGTGGCGCCA	UpstreamP1_CTCF	18
chr8	87520331	87520481	id-99117	3.56e-06	+	GCTGTTGTATCTGTCATCGCCTACAGGGAGAATAA	Upstream_CTCF	23
chr8	87521045	87521195	id-99118	1	+	NA	NONE	40
chr8	87524144	87524294	id-99119	1	+	NA	NONE	30
chr8	87526442	87526592	id-99120	2.28e-05	-	GCTGCATGTCAGCTCCTTGCCAGTAGGCTGGCGCT	Upstream_CTCF	36
chr8	87570491	87570641	id-99121	7.49e-07	+	GTGTCTTGGCAGAGATTCCCCAGCAGGTGGTGGGC	UpstreamP1_CTCF	40
chr8	87576646	87576796	id-99122	1.9e-09	-	TCTGCACTTCTCCGTGCTGCCACCAGGTGAAGAAG	Upstream_CTCF	40
chr8	87621468	87621618	id-99123	2.4e-05	-	CCATAGTGCAGTCCAAGAACCCCTTGGGGGCAGTG	V_CTCF_BR	37
chr8	87626375	87626525	id-99124	2.47e-07	-	CTGTACCATAGAGCGGTGGTCACCAGGAGGCAGTG	UpstreamP1_CTCF	19
chr8	87631339	87631489	id-99125	2.05e-09	+	GATGCGATTCTAATGCACGCCACTAGGTGGCGCAA	Upstream_CTCF	40
chr8	87715693	87715843	id-99126	1.48e-06	+	CATGATGTCTAGTGGACCGGCACTAGAGGGCAGTG	V_CTCF_BR	40
chr8	87779622	87779772	id-99127	8.02e-05	-	TTTGGTTTGGTAAGAATGCCCAGAGGATGTCACCC	Upstream_CTCF	6
chr8	87797520	87797670	id-99128	2.44e-07	-	GTTGCAGTACCACAGACAGACAACAGAGGAAGCAA	Upstream_CTCF	38
chr8	87804223	87804373	id-99129	3.63e-05	-	TGTCAAATAACCGACTATTCCACAAGGGGGTGCAC	V_CTCF_BR	32
chr8	87883388	87883538	id-99130	2.04e-05	+	TGCCTTGCAAATCACATCTCCACTAGATGTCAGGC	V_CTCF_BR	39
chr8	87905250	87905400	id-99131	2.2e-07	+	TTGAGGTTTCCTCTGATGACCACTAGCTGGCACTC	UpstreamP1_CTCF	39
chr8	88113178	88113328	id-99132	1	+	NA	NONE	1
chr8	88121392	88121542	id-99133	2.27e-06	+	AAACCCTAAGTGTATCCAGCCGGTAGGGGGCAGTT	V_CTCF_BR	7
chr8	88295916	88296066	id-99134	1	+	NA	NONE	2
chr8	88353347	88353497	id-99135	5.41e-06	-	CCAGTGCTACAACAAGCAGACACTAGGGAGAGCAA	Upstream_CTCF	1
chr8	88491415	88491565	id-99136	4.03e-06	+	TAGCCCTTACCATTACTGGCCTGCAGGTGAAACTC	UpstreamP1_CTCF	2
chr8	88572573	88572723	id-99137	1.03e-06	-	ATTAACTTTTGTTTTACAACCACTAGGGGGCAGTC	V_CTCF_BR	31
chr8	88594246	88594396	id-99138	1.87e-09	+	CCTCAGGGGGTCAGGATGGCCACTAGGTGGCACTC	V_CTCF_BR	40
chr8	88707546	88707696	id-99139	1.56e-06	+	CTGCATATGTCCATTATCACCACTAGATGGGGAGC	UpstreamP1_CTCF	38
chr8	88814177	88814327	id-99140	1	+	NA	NONE	2
chr8	88844445	88844595	id-99141	6.49e-06	+	GTGTGGCTATGGCGGAACTCCACTAGATGTCCCCG	UpstreamP1_CTCF	36
chr8	88917256	88917406	id-99142	1	+	NA	NONE	11
chr8	89033430	89033580	id-99143	7.09e-08	-	TAGCAGTAGCTGTCATTGGCCACCAGGAGCAAGAG	UpstreamP1_CTCF	32
chr8	89069659	89069809	id-99144	1	+	NA	NONE	10
chr8	89085398	89085548	id-99145	1	+	NA	NONE	6
chr8	89215717	89215867	id-99146	1	+	NA	NONE	32
chr8	89293877	89294027	id-99147	8.99e-05	-	AGCACTGGTTGTCCACCCCCTGACAGGGGGCAGCC	V_CTCF_BR	6
chr8	89302095	89302245	id-99148	9.78e-07	-	CAGCTTTCAGAGGATGGAGGCAGTAGGGGGCAGTG	UpstreamP1_CTCF	40
chr8	89304605	89304755	id-99149	1.28e-06	+	ACCAGGTGAGGGGCCCTCGCCACTAGGTGCAGCTA	V_CTCF_BR	4
chr8	89309832	89309982	id-99150	2.43e-06	+	GCAGTAGTATCACAAGTGTGCTCTAGAGGCAGACT	Upstream_CTCF	11
chr8	89332912	89333062	id-99151	1	+	NA	NONE	40
chr8	89341025	89341175	id-99152	1	+	NA	NONE	36
chr8	89343830	89343980	id-99153	1	+	NA	NONE	0
chr8	89566824	89566974	id-99154	2.33e-07	-	GAGCATTGGTCTCCAGTGGCCACTGGGTGTCACCT	UpstreamP1_CTCF	30
chr8	89697808	89697958	id-99155	9.62e-08	-	GTGCAGTTCAACCTCCAGGCCTATAGGAGGCACTT	UpstreamP1_CTCF	7
chr8	89725339	89725489	id-99156	1	+	NA	NONE	15
chr8	89823992	89824142	id-99157	4.58e-08	-	GTGCAGTTCAAGCTTCAGTTCAGTAGGTGGCAGTT	UpstreamP1_CTCF	17
chr8	89855946	89856096	id-99158	6.43e-06	-	GTGACAAAACTGACAGGAACCAGCAGATGGCTACA	V_CTCF_BR	7
chr8	89872820	89872970	id-99159	4.23e-06	-	CTGAGGTACCAGGTTCATCTCACTAGGGGGTGCCA	UpstreamP1_CTCF	5
chr8	89911127	89911277	id-99160	3.67e-07	+	CTGTCATGCCCGGACAGGATCACTAGGGGGCTCCT	UpstreamP1_CTCF	37
chr8	89931426	89931576	id-99161	1.73e-05	+	GACAAGGTTGTGAGTTGGCCCTGTAGGGGGAGCTT	V_CTCF_BR	37
chr8	90054656	90054806	id-99162	5.28e-05	-	CATGCCTCTTTTCTGCTTACCACTAGAGACAGAAA	Upstream_CTCF	11
chr8	90083995	90084145	id-99163	1.3e-07	+	TGTGCATTTTACCTATAAGCCAGTAGATGGCACTT	Upstream_CTCF	40
chr8	90093564	90093714	id-99164	1.64e-05	-	TAGACTTGTATTTTAAAGACCACTAGCTGGAGCCA	V_CTCF_BR	15
chr8	90247230	90247380	id-99165	1	+	NA	NONE	1
chr8	90265614	90265764	id-99166	2.93e-07	+	TTGTAGTTTGAATTACTATCCAGTAGATGGCACAT	UpstreamP1_CTCF	39
chr8	90271838	90271988	id-99167	1	+	NA	NONE	15
chr8	90355452	90355602	id-99168	1.69e-05	+	CAGAAGGATTAACGATTCCCCTCTAGGTGGGGCTG	UpstreamP1_CTCF	29
chr8	90409868	90410018	id-99169	1	+	NA	NONE	15
chr8	90425053	90425203	id-99170	4.7e-06	+	CCTCTCCCTCCAGCAGCTTCCTGTAGGTGGCGATC	V_CTCF_BR	23
chr8	90425728	90425878	id-99171	4.7e-08	+	GTGGGATGGCTGCCCTCCGCCAGCAGAGGGCAAAG	V_CTCF_BR	5
chr8	90427731	90427881	id-99172	1	+	NA	NONE	1
chr8	90541963	90542113	id-99173	1	+	NA	NONE	4
chr8	90563507	90563657	id-99174	4.88e-05	-	ACAAGCAGCCCTCACTCACTCACCAGGAGGCAGAC	V_CTCF_BR	5
chr8	90579724	90579874	id-99175	5.38e-05	+	TTCAGGAAAGACTAGGTGACTAGCAGATGCCACTA	V_CTCF_BR	4
chr8	90625054	90625204	id-99176	1	+	NA	NONE	3
chr8	90629382	90629532	id-99177	1	+	NA	NONE	38
chr8	90701505	90701655	id-99178	6.04e-07	-	ATGCACTTCAGTAAAATAGTCACTAGATGTCACCG	UpstreamP1_CTCF	39
chr8	90730601	90730751	id-99179	2.44e-07	+	GGTGTTTTCTTAATAATGGCCACAAGGTGGCATGC	Upstream_CTCF	39
chr8	90738146	90738296	id-99180	1	+	NA	NONE	39
chr8	90811212	90811362	id-99181	1	+	NA	NONE	3
chr8	90837785	90837935	id-99182	1	+	NA	NONE	10
chr8	90851287	90851437	id-99183	5.01e-06	-	ATAGAATAGTGGTTGCCAGACACTAGGGGGAGGGA	V_CTCF_BR	15
chr8	90860553	90860703	id-99184	1.64e-05	+	AAATGTACCTATATTACTGTCACTAGGGGGAGCTC	V_CTCF_BR	40
chr8	90894992	90895142	id-99185	1	+	NA	NONE	25
chr8	90996453	90996603	id-99186	2.78e-12	+	GGAGGGGCGCGGAGGACTGCCACCAGGGGGCGCCG	V_CTCF_BR	40
chr8	90996886	90997036	id-99187	1.46e-10	-	TGTGCTGTTCCTTTTCCAACCACCAGGTGGCGGGC	Upstream_CTCF	40
chr8	91007911	91008061	id-99188	5.93e-06	-	GCAGTAAGTTACAGTATTTCCATGAGGGGGAGCCA	Upstream_CTCF	40
chr8	91013096	91013246	id-99189	6.05e-06	+	CGCAGTCACGCTGCATCCGGCGACAGGGGGCGGTG	V_CTCF_BR	40
chr8	91013537	91013687	id-99190	4.7e-05	-	GCTGGAAACGCTGCCTAGGCCGCCGGGGGATGGGA	Upstream_CTCF	34
chr8	91025735	91025885	id-99191	3.4e-06	+	GGACAGAGCTCAGGCCTTGTCTCAAGGGGGCAGTC	V_CTCF_BR	0
chr8	91093683	91093833	id-99192	4.3e-08	+	CTGCAGATCTGTTTCTTGACCACCAAGGGGCAGAA	UpstreamP1_CTCF	16
chr8	91131384	91131534	id-99193	4.88e-05	+	ATGCAGTAACTCTTTCATGCCACTAGGGTATTAAT	UpstreamP1_CTCF	39
chr8	91168164	91168314	id-99194	1	+	NA	NONE	4
chr8	91186756	91186906	id-99195	4.88e-05	-	CACGACCAGTTGCTAATTGCCCCAGGATGGAGCTC	V_CTCF_BR	7
chr8	91257262	91257412	id-99196	2.15e-05	-	TCCCTCTGCTTTAAAATAACCGCCAGGGGTTGCTG	V_CTCF_BR	15
chr8	91310608	91310758	id-99197	6.43e-06	-	TCTTCTCCCTCTCCTGGAGGCTGCAGGGGGAAGTA	V_CTCF_BR	0
chr8	91339738	91339888	id-99198	6.84e-06	+	ACTCTCCTCTTGTATTCAGCCTCAAGGGGGTAGTA	V_CTCF_BR	12
chr8	91341140	91341290	id-99199	6.37e-07	-	ATGCAGTAGCACTACATACCCACCAGAGGCTTAGC	UpstreamP1_CTCF	13
chr8	91485090	91485240	id-99200	4.17e-05	-	ACTGCATTCTTCCTGAAGGCAGATAGATGGCTACC	Upstream_CTCF	35
chr8	91513681	91513831	id-99201	6.51e-07	+	GAAGTTGTAAAAACAATCTCCAGGAGGTGGCAGCA	Upstream_CTCF	37
chr8	91522277	91522427	id-99202	5.97e-08	-	GCTGCATCTCTGGCCCTACCCACTAGATGCCAGTA	Upstream_CTCF	34
chr8	91583365	91583515	id-99203	4.38e-08	-	GCTGTAGTACTGTTCCTAACCACAGGATGGCAGGA	Upstream_CTCF	39
chr8	91592077	91592227	id-99204	7.84e-05	-	TGTCCTACGTTTGCAAGAAACGGCAGGGGGAGTTC	V_CTCF_BR	10
chr8	91593322	91593472	id-99205	1	+	NA	NONE	7
chr8	91622862	91623012	id-99206	1	+	NA	NONE	8
chr8	91657203	91657353	id-99207	1	+	NA	NONE	40
chr8	91658572	91658722	id-99208	1.73e-05	-	GGACTGGGGTCGCCTCGGTCCGAGAGGGGGAGCGC	V_CTCF_BR	22
chr8	91688579	91688729	id-99209	1.92e-05	+	TTGCAGTTAATCAAATCAAACACCAGATAACACTT	UpstreamP1_CTCF	3
chr8	91723843	91723993	id-99210	5.17e-06	+	TATGCAAGACAGTTTTTCCACAGGTGGGGGCGGTG	Upstream_CTCF	1
chr8	91736064	91736214	id-99211	4.34e-05	-	CCAGTATTAAGGATATACAACACATGGGGGCAGAG	Upstream_CTCF	18
chr8	91770630	91770780	id-99212	1	+	NA	NONE	16
chr8	91773463	91773613	id-99213	1	+	NA	NONE	8
chr8	91865230	91865380	id-99214	6.74e-08	-	CATGCAGGCCCCATGGCAGCCTCAAGGGGGCTGCC	Upstream_CTCF	26
chr8	91926215	91926365	id-99215	5.92e-05	-	GTCCCACATGGAGAGTCAGGCACCAGAGGGAGTGT	V_CTCF_BR	9
chr8	91960616	91960766	id-99216	7.07e-08	-	AGGATTTACCTAAGTGTGACCAGCAGGTGGCAGTA	V_CTCF_BR	39
chr8	91997686	91997836	id-99217	1	+	NA	NONE	18
chr8	92003462	92003612	id-99218	4.24e-07	+	GATGACCTACAGACAATGAACAGCAGAGGGCACAA	Upstream_CTCF	31
chr8	92052436	92052586	id-99219	2.96e-05	-	GAACAGCCCCTAAGCGCAGCTAGGAGGTGGTGCAA	V_CTCF_BR	15
chr8	92053026	92053176	id-99220	6.21e-06	+	GCAGCTGCTGCTGCTGCCGCCTCCGGGAGGGCCCG	Upstream_CTCF	23
chr8	92088945	92089095	id-99221	4.01e-05	-	AGAGGCATAATATCTTAAAACACAAGATGGCACTA	V_CTCF_BR	32
chr8	92093975	92094125	id-99222	1.01e-08	+	CTGCTGTGTATGTGCATTTCCACCAGAGGGAACTG	UpstreamP1_CTCF	39
chr8	92120506	92120656	id-99223	5.12e-07	+	CTGCAGTGGAGTAGGCACTCTCCTAGGTGGCAGCA	UpstreamP1_CTCF	12
chr8	92129940	92130090	id-99224	2.04e-05	+	ATAATAGAAGTGTTGTCATCCGCCAGAGGGAGACC	V_CTCF_BR	5
chr8	92248787	92248937	id-99225	8.59e-05	+	TTCATTATTGACTTCATGGCCACTAGATGACACTG	V_CTCF_BR	39
chr8	92265633	92265783	id-99226	1.91e-08	-	GCTGCAGTATGGAATATGGCCTACAGGTGGAGACA	Upstream_CTCF	40
chr8	92355885	92356035	id-99227	4.7e-06	-	AGAAAGAAAGAGAGAGGCACCACTAGAGGGAGCTT	V_CTCF_BR	38
chr8	92388849	92388999	id-99228	5.72e-07	+	GGGCAGTTCAGGCTCCAGTCCAGTAGGTGGTATTT	UpstreamP1_CTCF	22
chr8	92405827	92405977	id-99229	1.1e-06	-	CGATGTTTACGAAGTCAAACCACCAGAGGGAGGCA	V_CTCF_BR	40
chr8	92425670	92425820	id-99230	9.71e-06	+	TGTGTCTGCCCCTCTCCAGCCACTGGGAGGCGTTA	Upstream_CTCF	28
chr8	92467795	92467945	id-99231	1	+	NA	NONE	29
chr8	92591612	92591762	id-99232	6.86e-07	+	ACAGTAGTCCCCCACCTTACCTGCAGGGGATGCAT	Upstream_CTCF	0
chr8	92609274	92609424	id-99233	8.56e-05	+	CTGCCCAGAAGCTGTTTGTCCAGCAGGTGTCCTGT	UpstreamP1_CTCF	9
chr8	92651215	92651365	id-99234	6.15e-05	-	ATGGTTAGGCTTGCATTGGCCTATAGAGGACACTG	Upstream_CTCF	10
chr8	92670517	92670667	id-99235	1	+	NA	NONE	24
chr8	92867167	92867317	id-99236	1	+	NA	NONE	18
chr8	92872593	92872743	id-99237	1.82e-07	+	ATTCAGTCTAGCTCTGTGGCCTGCAGGGGGAGGAA	V_CTCF_BR	21
chr8	92934300	92934450	id-99238	6.82e-05	+	AACAAAAAAAAATCAGAAGCCTGTAGGGGGAGATA	V_CTCF_BR	3
chr8	92951108	92951258	id-99239	1	+	NA	NONE	12
chr8	93000504	93000654	id-99240	2.93e-07	-	TTGCACTTTTACTTTTTTACCAATAGGTGGCATTG	UpstreamP1_CTCF	21
chr8	93029100	93029250	id-99241	1	+	NA	NONE	13
chr8	93050997	93051147	id-99242	6.48e-05	+	CAGAAGAGGCACCCTTCTGCCTCTAGGGGCTTCAC	UpstreamP1_CTCF	13
chr8	93063981	93064131	id-99243	1	+	NA	NONE	9
chr8	93065542	93065692	id-99244	1	+	NA	NONE	6
chr8	93081540	93081690	id-99245	4.3e-06	+	AAAACACTTTCAACAAAATCCACCAGGTGGAGCAA	Upstream_CTCF	35
chr8	93083568	93083718	id-99246	2.41e-08	-	CAGCAGCAACAGACGTTAACCAGTAGAGGGCTGGC	UpstreamP1_CTCF	32
chr8	93085622	93085772	id-99247	1	+	NA	NONE	40
chr8	93087342	93087492	id-99248	1	+	NA	NONE	17
chr8	93115495	93115645	id-99249	1.96e-07	+	CTGCAGGGCGGCCGGGCGTCCGCCGGGGAGCAGGA	UpstreamP1_CTCF	25
chr8	93115890	93116040	id-99250	5.9e-06	-	AGGCAGGGCAGCCGGGAGCGCTCCAGATGGCCGGG	UpstreamP1_CTCF	26
chr8	93148465	93148615	id-99251	2.6e-06	+	AAAGGGAACTAATCCATTCCCAGTAGAGGGAGCCC	V_CTCF_BR	21
chr8	93150725	93150875	id-99252	8.97e-05	+	ACGGCTGCGCGCACTGTAACCACCATGTGTCATCT	Upstream_CTCF	5
chr8	93189673	93189823	id-99253	3.88e-06	+	TATATGGGACCTTTTCTTTCCTGGAGGGGGCAGCA	V_CTCF_BR	1
chr8	93268188	93268338	id-99254	1	+	NA	NONE	2
chr8	93278827	93278977	id-99255	1	+	NA	NONE	23
chr8	93568174	93568324	id-99256	7.78e-06	+	GGAGCAGAAGCAAGCCAGCCCAGTAGAGGACATTC	Upstream_CTCF	3
chr8	93624335	93624485	id-99257	1.73e-06	-	CTCCAGGTTGCCTCTGCCTCCTGCAGGGGCCAGGG	UpstreamP1_CTCF	6
chr8	93660562	93660712	id-99258	1	+	NA	NONE	3
chr8	93824586	93824736	id-99259	7.73e-06	-	TCCTGCAATTTCACCACTGCCAGTAGGTGTAGCAG	V_CTCF_BR	40
chr8	93830663	93830813	id-99260	5.7e-05	-	ATAGCAATGATTAACTCTGCCTGAGGAGGTCACCT	Upstream_CTCF	38
chr8	93868040	93868190	id-99261	1.7e-05	+	GTTGCAGTTCCAAGCCAGTACACAGGGGCCAGGCA	Upstream_CTCF	7
chr8	94070091	94070241	id-99262	3.36e-07	-	CCTGATGGGGAGACACCTCCCAGCAGGGGGCGACA	V_CTCF_BR	39
chr8	94088170	94088320	id-99263	1	+	NA	NONE	8
chr8	94120561	94120711	id-99264	1.81e-06	+	AAGGCATTTGAACACACAGGCAGTAGGGGGCAAAC	Upstream_CTCF	5
chr8	94139986	94140136	id-99265	4.65e-06	-	ATGTTTTTACATTGATTGTCCAGCAAGGGGGGCTA	UpstreamP1_CTCF	40
chr8	94149802	94149952	id-99266	1	+	NA	NONE	2
chr8	94233792	94233942	id-99267	7.31e-05	-	AAGCTAATGTTCACTGTCCCCAGCAGGAGGCCTGC	UpstreamP1_CTCF	15
chr8	94242348	94242498	id-99268	9.25e-06	+	CAGCCCGGAGACCTAGGAGCCACCGGAGGTCTGAC	V_CTCF_BR	3
chr8	94273049	94273199	id-99269	1	+	NA	NONE	0
chr8	94306349	94306499	id-99270	1	+	NA	NONE	5
chr8	94312258	94312408	id-99271	5.38e-05	+	AGGGTAAGGACAGTTGAATTCAGAAGGTGGCGCTG	V_CTCF_BR	0
chr8	94372649	94372799	id-99272	1	+	NA	NONE	4
chr8	94373438	94373588	id-99273	8.59e-05	-	CACTAATACTTGTGCAACTTCACTAGGGGGAGCTC	V_CTCF_BR	40
chr8	94381362	94381512	id-99274	2.27e-06	-	TCCCAAAGAAGGAATCCTGCCTCCAGATGGCAATA	V_CTCF_BR	20
chr8	94468391	94468541	id-99275	4.14e-06	-	CAGATCTGATATTTAATATCCAGAAGAGGGCAGTA	V_CTCF_BR	36
chr8	94510188	94510338	id-99276	1	+	NA	NONE	5
chr8	94530205	94530355	id-99277	2.68e-05	+	GCAGGAACTCACTCATTACCACCTAGAGGGCACCA	Upstream_CTCF	5
chr8	94546593	94546743	id-99278	1.92e-05	+	TTGTAGTTGCAGTAGACTACCAGGAGAGGTGTTTC	UpstreamP1_CTCF	13
chr8	94577777	94577927	id-99279	4.31e-07	+	GAGGCTCCATTAGGCTCTGCCAAGAGGGGGCGCCA	V_CTCF_BR	40
chr8	94648176	94648326	id-99280	3.84e-06	-	TTGCTATTTCCATTTCCAGACAGTAGATGTTGCTG	UpstreamP1_CTCF	37
chr8	94654040	94654190	id-99281	3.63e-06	-	AAAGATAAGGAATCTCTTTACAGCAGGGGGCAGCA	V_CTCF_BR	38
chr8	94658825	94658975	id-99282	3.36e-05	-	GTGCAGTGAGGCTTGAGCTCCCGCTGAAGGCTTTC	UpstreamP1_CTCF	2
chr8	94706426	94706576	id-99283	1.43e-05	+	ACTTTAAGTATTAAATTTACCGCTAGAGGGAGTCC	Upstream_CTCF	40
chr8	94712639	94712789	id-99284	2.6e-05	+	AGGCTGCCTCGGGCATTGACCGCGGGGGCGCGCGC	UpstreamP1_CTCF	4
chr8	94752848	94752998	id-99285	1	+	NA	NONE	28
chr8	94758661	94758811	id-99286	2.94e-06	-	CTTGTTGCCTCAGGCCAATCCACCAGGTGGCCCAT	Upstream_CTCF	6
chr8	94834650	94834800	id-99287	6.46e-07	+	TTGACCAAACCCATGGCTGACAGCAGATGGCAGTG	V_CTCF_BR	39
chr8	94910434	94910584	id-99288	1.72e-06	-	CCTGCATTTCCCTCCGTGGACACCAGGTATGTAAA	Upstream_CTCF	8
chr8	94967759	94967909	id-99289	1	+	NA	NONE	2
chr8	94971658	94971808	id-99290	7.15e-05	+	CACTGTGTCTACATTCCAGTCAGCAGGAGGAAGGA	V_CTCF_BR	15
chr8	94973294	94973444	id-99291	1	+	NA	NONE	40
chr8	94987492	94987642	id-99292	1.38e-06	-	GCTCAGAGCATGCAGAGCTCCTCAAGGGGGCGGTG	V_CTCF_BR	40
chr8	94995355	94995505	id-99293	1.1e-06	-	GGTTTTTAAAACAGATCAGCCACTAGAGGGAGCGA	V_CTCF_BR	40
chr8	94995665	94995815	id-99294	1	+	NA	NONE	10
chr8	95003641	95003791	id-99295	1.93e-05	+	TGACAGTTGGCTGAAGTCGTCAACAGAGGGAGCTG	V_CTCF_BR	40
chr8	95007005	95007155	id-99296	6.43e-06	+	TTTAATTACATCAAGTCCAGCAGCAGAGGGCAGTA	V_CTCF_BR	40
chr8	95069278	95069428	id-99297	2.01e-05	-	AGGTGCTTCCCCAGGTGGACCCATAGGTGGCCCCC	UpstreamP1_CTCF	12
chr8	95092087	95092237	id-99298	8.16e-07	+	TGCTGCGGTATGGTTTGTGACACTAGAGGGCAGCA	V_CTCF_BR	40
chr8	95105074	95105224	id-99299	1	+	NA	NONE	9
chr8	95132601	95132751	id-99300	1.35e-05	-	CAGCTCTTCTCGTCGTCACCCACAAAGTGGCCAAC	UpstreamP1_CTCF	37
chr8	95151780	95151930	id-99301	1	+	NA	NONE	10
chr8	95199910	95200060	id-99302	5.77e-08	-	CAGGGATGGCTGCCCTCTGCCAGGAGAGGGCAGGA	V_CTCF_BR	19
chr8	95218364	95218514	id-99303	2.94e-06	+	AGTGTAGTTAATACCTCAGCCACTAGGGGAATATC	Upstream_CTCF	34
chr8	95218636	95218786	id-99304	4.31e-05	-	GGGCATTGTCATGCTCCTTGCTCTGGAGGCCGACA	UpstreamP1_CTCF	18
chr8	95245426	95245576	id-99305	2.43e-06	-	TGATGGAGGACCAGTGCCGCCAGGTGGGGGAGGAC	V_CTCF_BR	8
chr8	95246444	95246594	id-99306	2.04e-05	-	GATTCCTCCAGACTCTGAAGCGCCAGAGGGCGGAT	V_CTCF_BR	21
chr8	95274557	95274707	id-99307	1.26e-07	+	CGTGACGTCAGCGCCCCCGCCGGGAGGGGGCGGCT	V_CTCF_BR	34
chr8	95284679	95284829	id-99308	1.82e-07	-	CAGGAAACGCCTCCCTGAGCCAGCTGGTGGCGCTG	V_CTCF_BR	40
chr8	95323988	95324138	id-99309	1.5e-05	+	CCAACATTTCCTTGTCCCACCTCCAGGGGAAGCAC	Upstream_CTCF	24
chr8	95339706	95339856	id-99310	4.59e-07	-	CTGTATGTGTTCAAATAGTCCACCAGGTGGTGGAA	UpstreamP1_CTCF	33
chr8	95369424	95369574	id-99311	5.51e-07	-	GATGAAGGCCAGCCTCTGGTCACCAGGTGGAGCTG	V_CTCF_BR	40
chr8	95370069	95370219	id-99312	1.21e-06	+	TTGTTGTGATCTGTTGCTGCCACCAGCAGGCCATT	UpstreamP1_CTCF	39
chr8	95397359	95397509	id-99313	1.41e-05	+	ATTCCTTTCTTCCTTCTTGCCACAAGAGGGAAACT	UpstreamP1_CTCF	28
chr8	95402040	95402190	id-99314	8.19e-06	-	TTGTACATTCTTGAAGAAAGCAGCAGGGGGCTCTG	UpstreamP1_CTCF	4
chr8	95428899	95429049	id-99315	1	+	NA	NONE	1
chr8	95429733	95429883	id-99316	1	+	NA	NONE	15
chr8	95448598	95448748	id-99317	1	+	NA	NONE	36
chr8	95463266	95463416	id-99318	1.7e-05	+	ACTGCAGTATCAATGAGTACACCTAGTGGTCAGTT	Upstream_CTCF	38
chr8	95485478	95485628	id-99319	1	+	NA	NONE	38
chr8	95487140	95487290	id-99320	2.43e-06	-	CAGATTTTCGCCGGTGCGTCCTGCAGGGGGAAGCT	V_CTCF_BR	27
chr8	95515048	95515198	id-99321	5.28e-05	-	CATCTTATTCCAACTCTGGCCACTAGGGATCTTTC	Upstream_CTCF	35
chr8	95565787	95565937	id-99322	2.4e-05	+	CGGCCCCGCCTTTTCCAGCGCGGCGGAGGGCGCCC	V_CTCF_BR	39
chr8	95579958	95580108	id-99323	1.19e-06	+	GTACCCAACTTGTTTGTGGCCAGAAGAGGTCAGTG	V_CTCF_BR	38
chr8	95586476	95586626	id-99324	4.68e-07	-	CCAGCCTCCAGTTGACTCCCCAGTAGGTGGCAGTA	V_CTCF_BR	40
chr8	95586946	95587096	id-99325	1	+	NA	NONE	3
chr8	95604641	95604791	id-99326	2.74e-08	+	CTCTACTGACTGTATGTGGCCACCAGGGGGAGGTT	UpstreamP1_CTCF	40
chr8	95625210	95625360	id-99327	1.41e-06	+	CGTGCGTTTCCAGTTTCAGCTACTAGAGGGCAGAA	Upstream_CTCF	40
chr8	95627546	95627696	id-99328	1	+	NA	NONE	5
chr8	95635747	95635897	id-99329	1	+	NA	NONE	12
chr8	95652621	95652771	id-99330	4.23e-08	-	AGGGACCTGCCAACCGCAGCCAGGAGGTGGCGGGG	V_CTCF_BR	19
chr8	95654621	95654771	id-99331	4.7e-06	+	GGTTTGGGCCCACAGCCTTCGGGCAGGGGGCGCTG	V_CTCF_BR	39
chr8	95680315	95680465	id-99332	1	+	NA	NONE	12
chr8	95712682	95712832	id-99333	1	+	NA	NONE	5
chr8	95725722	95725872	id-99334	5.96e-07	-	AGCCAACAGCATGATGTGTCCAGTAGATGGCAGAC	V_CTCF_BR	39
chr8	95732602	95732752	id-99335	1	+	NA	NONE	0
chr8	95736828	95736978	id-99336	3.4e-06	-	GCAGGAGAATCACTTGAACCCAGTAGGTGGAGCTG	Upstream_CTCF	13
chr8	95820910	95821060	id-99337	8.56e-05	-	ATGCAACGACTCTCCTTTTTCCCTAGAGGAGGCTG	UpstreamP1_CTCF	33
chr8	95825813	95825963	id-99338	1.26e-07	+	TGGACACTATCCCTAATGGCCACAAGATGGCAGTA	V_CTCF_BR	39
chr8	95834964	95835114	id-99339	1	+	NA	NONE	40
chr8	95902140	95902290	id-99340	1	+	NA	NONE	1
chr8	95905910	95906060	id-99341	8.64e-05	-	CTTTTAATGCCCCTAGAGGTCAGCAGGAAGGCGCC	Upstream_CTCF	19
chr8	95908117	95908267	id-99342	9.81e-06	-	GACCCATGGGGAGGGAAACCCGGTAGGGGGAGCAG	V_CTCF_BR	26
chr8	95908861	95909011	id-99343	2.12e-06	+	GAGCCCTTCCCGAGATGCACCGGGAGGCGGCGCCC	UpstreamP1_CTCF	36
chr8	95917594	95917744	id-99344	2.29e-05	-	CAGTAGGCCTCTCACTACAACAGAGGAGGGAGCCC	UpstreamP1_CTCF	40
chr8	95930483	95930633	id-99345	1.37e-05	+	CCTGCACTTCCCAGGGTTTCCAGAGGTGATAGTGC	Upstream_CTCF	8
chr8	95931835	95931985	id-99346	3.18e-06	-	AGGATAGTAATGTTCAGTGCCACCAGGGGGTTCCA	V_CTCF_BR	24
chr8	95959419	95959569	id-99347	1.34e-06	+	TTTCAGTTAGTTTCAGCTGCCAGTAGGCGGCTCCA	UpstreamP1_CTCF	35
chr8	95976229	95976379	id-99348	1	+	NA	NONE	4
chr8	95977087	95977237	id-99349	1	+	NA	NONE	13
chr8	96020285	96020435	id-99350	1	+	NA	NONE	2
chr8	96037052	96037202	id-99351	2.37e-05	+	CTGGCTCTTCTTTGAGCGGCGTCCAGAGGCTGCCT	Upstream_CTCF	40
chr8	96069238	96069388	id-99352	2.11e-06	+	CCAGGTTCTGTGCCGCAGAACTCTAGGGGGCGCTG	V_CTCF_BR	39
chr8	96079706	96079856	id-99353	3.09e-05	+	CAGCACTTGGCCTCTGTCCACACGGAGGGGAGGGG	UpstreamP1_CTCF	8
chr8	96114973	96115123	id-99354	2.53e-05	-	GTCATGTTATTAAACTTTTTCAGTAGAGGGCGCTG	V_CTCF_BR	34
chr8	96171967	96172117	id-99355	5.68e-06	-	CCATGGCAGTGCGGGCAAGCCAGCAGAGGGTGTTG	V_CTCF_BR	2
chr8	96172384	96172534	id-99356	5.01e-06	-	CCCAAAGAGAGTCAGGTGTCCACATGGGGGAGCAG	V_CTCF_BR	7
chr8	96190329	96190479	id-99357	1	+	NA	NONE	0
chr8	96208393	96208543	id-99358	1.03e-06	+	CTTACCCGCTCTGCCACGGCCACCTGCTGGCTGCC	V_CTCF_BR	11
chr8	96213509	96213659	id-99359	5.96e-07	-	CATGGATTCTCCCCTAGAGCCTCCAGAGGGAGCGC	V_CTCF_BR	10
chr8	96215274	96215424	id-99360	1.93e-05	-	ACAAAGATTCTGCCCAGGGCCCCTAGGAGGCAGAG	V_CTCF_BR	28
chr8	96226145	96226295	id-99361	1	+	NA	NONE	5
chr8	96231334	96231484	id-99362	1.51e-08	-	CTGCAGCTGACTCCTGAGGGCAGGAGGGGGAGCTG	UpstreamP1_CTCF	4
chr8	96249503	96249653	id-99363	1	+	NA	NONE	39
chr8	96261033	96261183	id-99364	1.26e-07	-	TGAATATGGTGCCCATTGACCACCAGAGGGCACTT	V_CTCF_BR	39
chr8	96281633	96281783	id-99365	1.14e-06	-	TTGTGGTTACAACGTGGGCCCGGGAGGGGGAGACG	UpstreamP1_CTCF	40
chr8	96286604	96286754	id-99366	1	+	NA	NONE	24
chr8	96295270	96295420	id-99367	1	+	NA	NONE	2
chr8	96309772	96309922	id-99368	1.22e-07	+	TGTGTAGTTCCAATCTCTGCCTCTAGGTGTCTCTT	Upstream_CTCF	40
chr8	96316654	96316804	id-99369	8.23e-05	+	AGCCAGCTTTTCATCTTCAACACTAGAGGGACGAG	UpstreamP1_CTCF	27
chr8	96317716	96317866	id-99370	3.55e-08	+	TAGCCGCTTCTCAAAATGACCAGTAGGGGGCACTG	UpstreamP1_CTCF	40
chr8	96325581	96325731	id-99371	1.09e-06	+	CTGCAATCACTGGACTTGGCCTCTAGGCGGGCAGA	UpstreamP1_CTCF	31
chr8	96358801	96358951	id-99372	1.64e-05	-	TGTCCCTGCATCCATGCAGCTGCAAGGGGGAGCTG	V_CTCF_BR	1
chr8	96364572	96364722	id-99373	1.28e-06	-	CCCCCCGCCGTTCCCCAGCCCTGTAGGTGGCAGTC	V_CTCF_BR	7
chr8	96378807	96378957	id-99374	1	+	NA	NONE	13
chr8	96395419	96395569	id-99375	1	+	NA	NONE	1
chr8	96398892	96399042	id-99376	2.29e-05	-	CATCCATTCCCCACACATACTGCTAGGTGGCAGGC	UpstreamP1_CTCF	25
chr8	96515751	96515901	id-99377	4.41e-06	+	TGCCCTGTGCTACTGTGAGCCACTTGGGGGCAGAT	V_CTCF_BR	33
chr8	96518930	96519080	id-99378	1	+	NA	NONE	2
chr8	96531570	96531720	id-99379	4.88e-08	+	CTGCAATTAGAGGGTTCTAACGCCAGATGGCACCT	UpstreamP1_CTCF	34
chr8	96615106	96615256	id-99380	1	+	NA	NONE	9
chr8	96640248	96640398	id-99381	8.81e-07	+	TGTGAATATAGTAATTCTACCACCAGAGGGCTCCG	V_CTCF_BR	38
chr8	96643674	96643824	id-99382	1	+	NA	NONE	3
chr8	96654627	96654777	id-99383	1.56e-06	-	GTGCACTTTCACAATTAGTCCAGTAGAAGAGAGGA	UpstreamP1_CTCF	3
chr8	96705101	96705251	id-99384	1	+	NA	NONE	13
chr8	96705659	96705809	id-99385	7.49e-07	+	AGGCACCTTGCAGTCCAGGCCTCCAGGGGCCGCAG	UpstreamP1_CTCF	19
chr8	96745542	96745692	id-99386	6.84e-06	-	TTCTTAGTATTGCTGGTAGACAACAGAGGGCACTC	V_CTCF_BR	19
chr8	96764428	96764578	id-99387	7.44e-05	+	TCTTCACTAACTGGCCTGCCCAGAGGGGGCGTCTT	Upstream_CTCF	3
chr8	96770993	96771143	id-99388	3.88e-06	-	TCTTGCTAATTCTTTCCCGCCACTAGAGGTCAGGG	V_CTCF_BR	38
chr8	96791328	96791478	id-99389	1	+	NA	NONE	14
chr8	96820919	96821069	id-99390	3.45e-05	+	CCTGGCAATCATCTGCTTGCAGCTAGAGGGCAGTT	V_CTCF_BR	24
chr8	96861393	96861543	id-99391	1.17e-05	+	TCTTACTGGCACACTTCAGCCTCTAGAGGGAGTTC	V_CTCF_BR	38
chr8	96902898	96903048	id-99392	7.33e-10	+	CCTCCGATATGTTCACTGGCCACCAGAGGGCAGCA	V_CTCF_BR	38
chr8	96958067	96958217	id-99393	1	+	NA	NONE	0
chr8	96978894	96979044	id-99394	7.07e-08	+	GGCTCCATGCCAGTCTCTGCCAACAGGGGGCACCA	V_CTCF_BR	38
chr8	97022197	97022347	id-99395	4.01e-05	+	AATCTGACTTCCCTTCTGGCCATAAGATGGCAGCC	V_CTCF_BR	32
chr8	97031111	97031261	id-99396	1	+	NA	NONE	4
chr8	97083127	97083277	id-99397	2.1e-05	+	TCTGCCTCTGCAGACTCCACCTCTGGGGGCAGAGC	Upstream_CTCF	4
chr8	97119267	97119417	id-99398	1	+	NA	NONE	7
chr8	97127967	97128117	id-99399	1.46e-07	-	CTTGCTGTGCTGAGAAAGGACTGTAGGGGGCAAGA	Upstream_CTCF	37
chr8	97145086	97145236	id-99400	1.67e-07	-	CACTCTCCCTCGGTGTTGACCAGAAGAGGGAGCAG	V_CTCF_BR	40
chr8	97157101	97157251	id-99401	8.03e-07	+	CGTGCGCCGCCGCCGGCGGCCGGGCGAGGGCAGCC	Upstream_CTCF	11
chr8	97157468	97157618	id-99402	2.46e-08	-	TGGACGCGCGGACCCTGGACCCGCAGGGGGCGCCG	V_CTCF_BR	30
chr8	97173150	97173300	id-99403	2.28e-05	-	CCGGCAACCCCGCGCGCGTCCCGCGGGGGCGCTGC	Upstream_CTCF	28
chr8	97173396	97173546	id-99404	6.43e-06	-	AGGCGCCTGCTCCAAGCTGTCTCTTGGGGGCGCCG	V_CTCF_BR	25
chr8	97176668	97176818	id-99405	2.89e-07	-	CAGGTAACTCCGTCGGCGTCCACAGGGGGGCAGGA	Upstream_CTCF	40
chr8	97192439	97192589	id-99406	2.19e-08	-	GGTGCATGCTGTGGTCTGAACACCAGAGGGCGCCA	V_CTCF_BR	40
chr8	97194540	97194690	id-99407	2.96e-05	-	ATGCACAACAGCATGGCCACCCACAGGAGGAGCTA	UpstreamP1_CTCF	9
chr8	97239568	97239718	id-99408	1.59e-06	-	AACAAGGCATGAAATTCTGCCACTAGGTGGCGATG	V_CTCF_BR	39
chr8	97246976	97247126	id-99409	3.86e-08	+	ACGGCTACTCCAACTTGTACCGCCAGAGGGCAGAG	Upstream_CTCF	39
chr8	97253859	97254009	id-99410	5.34e-06	+	GTGGGGGGAGAGTTGTTGGCCACCAGGGGCTACTT	V_CTCF_BR	0
chr8	97290272	97290422	id-99411	2.41e-08	+	ATGTAGTGGCAGGCAATGGCCAGCAGATGAAGAGA	UpstreamP1_CTCF	5
chr8	97295243	97295393	id-99412	2.06e-07	-	TCTGTTTCTCTAGCCCTGGCCAGTAGGGGCAGTAG	Upstream_CTCF	36
chr8	97325441	97325591	id-99413	6.51e-05	+	CGAAAGGTGTTGCACTCAGCAGAGAGAGGGCGCCA	V_CTCF_BR	38
chr8	97328235	97328385	id-99414	5.37e-06	+	GTGCTGTTGATTGGAACTCCCTCCAGTGGGCCAGA	UpstreamP1_CTCF	36
chr8	97330698	97330848	id-99415	8.59e-05	-	AGTCTAGACTGTGATTAAGACGCTAGGTGGCAGTT	V_CTCF_BR	12
chr8	97334181	97334331	id-99416	3.63e-06	+	TGAATTGTAATAGGACCTGACTGCAGGGGGCAGAG	V_CTCF_BR	10
chr8	97339144	97339294	id-99417	1.18e-05	-	CTGTCGCTAGCACTGGTGGCCACCCAGTGGCACCA	UpstreamP1_CTCF	7
chr8	97340323	97340473	id-99418	1.52e-09	-	CTGTCATTGCAAACTCTGACCACCAGAGGGCAGGC	UpstreamP1_CTCF	40
chr8	97345491	97345641	id-99419	2.06e-07	+	CCTTCATTTATGAATGAGGCCACTAGGGGGAGTGC	Upstream_CTCF	40
chr8	97351430	97351580	id-99420	4.88e-05	-	ATTGTAAATCACATTCCTGAGGGCAGAGGGAGCTG	Upstream_CTCF	31
chr8	97362054	97362204	id-99421	4.34e-07	-	CTGGAGGCCCCCTCGGTAGCCAGCAGGGGCAGACT	UpstreamP1_CTCF	6
chr8	97367526	97367676	id-99422	1	+	NA	NONE	14
chr8	97385970	97386120	id-99423	7.02e-05	-	CTGAAACTCACTCAGGCCTTCCCCAGCTGGCATCA	UpstreamP1_CTCF	29
chr8	97449884	97450034	id-99424	4.7e-05	-	CCAGTGTGACTCATTCCACCCACCAGGAGCCTGTG	Upstream_CTCF	13
chr8	97479409	97479559	id-99425	4.17e-05	-	ACTGCTATAACAAATTACCACACTTGGCGGAGTAA	Upstream_CTCF	26
chr8	97505701	97505851	id-99426	7.27e-06	-	CGCCGATTGGCAGCTCCGAGGACCAGTGGGCGCCG	V_CTCF_BR	22
chr8	97507528	97507678	id-99427	1	+	NA	NONE	37
chr8	97509105	97509255	id-99428	1	+	NA	NONE	25
chr8	97536512	97536662	id-99429	1	+	NA	NONE	7
chr8	97607103	97607253	id-99430	1	+	NA	NONE	6
chr8	97608407	97608557	id-99431	7.02e-05	-	ATTCTAGAAGGGGTTTATGACACAAGGAGGCAGCA	UpstreamP1_CTCF	2
chr8	97636501	97636651	id-99432	2.1e-06	+	GCTGTATTCCCATTGCATCCCATTAGGTGGCATAG	Upstream_CTCF	2
chr8	97639047	97639197	id-99433	1	+	NA	NONE	2
chr8	97643038	97643188	id-99434	1	+	NA	NONE	6
chr8	97654496	97654646	id-99435	4.31e-05	-	CTGAGACAGGTTTGAGTTCCCAGCAGGTGGGGCAG	UpstreamP1_CTCF	4
chr8	97748514	97748664	id-99436	1	+	NA	NONE	5
chr8	97778949	97779099	id-99437	5.48e-05	+	GAAGCAAATGGTGTAACTGCCTTTAGGGGGCGTTC	Upstream_CTCF	38
chr8	97788016	97788166	id-99438	1	+	NA	NONE	38
chr8	97939457	97939607	id-99439	2.53e-05	-	GCACGATGGGGAACACCAGCCAGCAGGGGAAGCAA	V_CTCF_BR	14
chr8	97940819	97940969	id-99440	4.51e-05	-	CTGGCAGCTCTACAGAGCACAGCCCGGTGGCTGCA	Upstream_CTCF	19
chr8	97942389	97942539	id-99441	3.48e-06	+	GAGCCATGTTTCTTTTCGTCCAGCAGATGGCTAGC	UpstreamP1_CTCF	19
chr8	98003331	98003481	id-99442	5.68e-06	-	TATTATTGCAGTTTTTGAGACAGCAGGTGGCAGAG	V_CTCF_BR	16
chr8	98036073	98036223	id-99443	9.84e-06	+	CTGCTGCCCTCTCTGGTGTCTGCTATATGGCACCA	UpstreamP1_CTCF	5
chr8	98154548	98154698	id-99444	2.2e-06	-	CCAGCAACCTCCAAGGGCACCAGCAGGAGTCTCTG	Upstream_CTCF	37
chr8	98179697	98179847	id-99445	1	+	NA	NONE	2
chr8	98182959	98183109	id-99446	2.18e-07	-	CCATATGCTATCAGTTTGACCTCTAGGGGGCAGCG	V_CTCF_BR	40
chr8	98194131	98194281	id-99447	1	+	NA	NONE	7
chr8	98226652	98226802	id-99448	4.21e-05	+	GACATGCTGCCCACAGGGCCCTGCAGAGGGTGTGA	V_CTCF_BR	7
chr8	98246745	98246895	id-99449	1.93e-05	+	AGAGTGTGCCAGTCTATGGCCCCTAGATGCCAGTG	V_CTCF_BR	6
chr8	98247322	98247472	id-99450	1.55e-07	+	ACAGCAGCAGCATCTTAGGCCTCCAGGGGGCTTCA	Upstream_CTCF	15
chr8	98267372	98267522	id-99451	1	+	NA	NONE	1
chr8	98271339	98271489	id-99452	9.81e-06	+	TGCCAGGTCCCAGCACAGACCAAAAGGTGGAGCCA	V_CTCF_BR	37
chr8	98271705	98271855	id-99453	1	+	NA	NONE	14
chr8	98387944	98388094	id-99454	2.68e-05	-	TGGCCAGCTCCCTGCTCATCCGCCAGAGGGCCAGG	Upstream_CTCF	37
chr8	98424395	98424545	id-99455	9.81e-06	-	GTGAGGACCTCTCACTATCCCTGGAGGGGGCGCAA	V_CTCF_BR	22
chr8	98446536	98446686	id-99456	9.66e-05	-	CAGGCTGTGGCAGTGTCCAGCTGCAGGGAGTCCTA	Upstream_CTCF	21
chr8	98458757	98458907	id-99457	3.36e-05	-	GTGTTTCCCTGCCAAGTCTCCGATAGAAGGCAGTG	UpstreamP1_CTCF	3
chr8	98463584	98463734	id-99458	5.08e-07	-	CTGTGTTGTGGGAAGGTTACCGGGAGAGGGCAGCC	V_CTCF_BR	6
chr8	98465016	98465166	id-99459	1.41e-06	+	ATAGTCATAATCCCAGTGTCCAGAGGGGGGCGCCC	Upstream_CTCF	40
chr8	98565770	98565920	id-99460	1.1e-06	-	TTTGGTAACTTTTAAATGCCCAGCAGAGGGCAGAC	V_CTCF_BR	40
chr8	98572315	98572465	id-99461	8.08e-08	+	CATGCATGAAAAAAAATGGCCACCAGAGGGTGCTG	Upstream_CTCF	39
chr8	98594845	98594995	id-99462	2.38e-07	-	TCTTGTCTTTCCCATTTCCCCACCAGATGGCGCCC	V_CTCF_BR	39
chr8	98608146	98608296	id-99463	2.38e-07	+	CTACAATTTGGAGATGGTGCCACTAGGTGGCACTA	V_CTCF_BR	40
chr8	98655910	98656060	id-99464	3.65e-05	+	TGGAAGGATCCAACTGGCGCCACCAGGGAGAAAAA	UpstreamP1_CTCF	10
chr8	98656407	98656557	id-99465	2.4e-05	-	GAGGCGGGAGGGAGTGTCTCCAGTGGCGGCCGCTA	V_CTCF_BR	40
chr8	98734888	98735038	id-99466	6.82e-05	+	GATGATTGATTTGGCTGTATCACTAGAGGGCAGGT	V_CTCF_BR	7
chr8	98748647	98748797	id-99467	1.39e-05	+	AAGGAGAAATCTGAAACCACCACAAGGTGGCGACT	V_CTCF_BR	40
chr8	98767607	98767757	id-99468	5.98e-05	-	ATGTAATGCTGTAGCTCTGCCACTAGTTACCTGTG	UpstreamP1_CTCF	4
chr8	98787293	98787443	id-99469	1	+	NA	NONE	39
chr8	98800277	98800427	id-99470	5.01e-06	+	CAATAAAACGTCCAACTGTCCAGATGGTGGCGCCA	V_CTCF_BR	39
chr8	98830391	98830541	id-99471	1	+	NA	NONE	7
chr8	98834344	98834494	id-99472	2.11e-06	-	GATGTGAGTCTGTGGCCTTTCACCAGGGGGCACTG	V_CTCF_BR	40
chr8	98846655	98846805	id-99473	1.93e-05	+	CAAGTTGTGCTATCTTTGGCCACTTGGAGTCTCTT	Upstream_CTCF	3
chr8	98852226	98852376	id-99474	2.96e-05	+	TGTCGTGAAGGAGATGTGTACAGTAGGTGGCGTAG	V_CTCF_BR	40
chr8	98861919	98862069	id-99475	3.06e-08	+	CTGACCCTGTTCAGCCAGGCCAGTAGGGGGCACTG	V_CTCF_BR	16
chr8	98868896	98869046	id-99476	2.27e-05	-	ATTTTTGGTGTTTGTTAGGCCTGAAGGGGGAGCCT	V_CTCF_BR	34
chr8	98880032	98880182	id-99477	1.31e-05	-	TTCAGGTTTTAACAAGCTACCAGCAGAGGCAGCAG	V_CTCF_BR	36
chr8	98881721	98881871	id-99478	2.2e-07	+	CTGCAGCCGCCCCGGAGTGCCCCGTGGGGGCGCTG	UpstreamP1_CTCF	39
chr8	98905531	98905681	id-99479	3.97e-07	+	ACACTCCTCGCTAGGCCCTCCTCAAGGGGGCGCTA	V_CTCF_BR	38
chr8	98918796	98918946	id-99480	1	+	NA	NONE	8
chr8	98930919	98931069	id-99481	4.3e-06	-	GCATTTTTACCCACTGCTCCCAGTAGGTGGCCAAG	Upstream_CTCF	37
chr8	98932171	98932321	id-99482	1	+	NA	NONE	4
chr8	98945112	98945262	id-99483	3.09e-07	+	CAGACTCAGCACCAACTCCCCAGGAGAGGGCACCC	V_CTCF_BR	5
chr8	98956891	98957041	id-99484	1.59e-06	-	CCCTGCTCATCAGCAGGGGTCAGTAGATGGCACAG	V_CTCF_BR	25
chr8	98964650	98964800	id-99485	1	+	NA	NONE	16
chr8	98967080	98967230	id-99486	1	+	NA	NONE	8
chr8	99014377	99014527	id-99487	1.24e-05	-	TATCCATGCTGTGTTTCTGCCAGCAGATGGAAACT	V_CTCF_BR	25
chr8	99024659	99024809	id-99488	3.86e-05	-	CCTGCAGTTCGCTCTCTGGCCCCTAGTGAAGCATT	Upstream_CTCF	11
chr8	99032199	99032349	id-99489	5.93e-06	-	ACTGCAGTGTGAAGCTGGACCTGCAGTTGTGAGGG	Upstream_CTCF	39
chr8	99049454	99049604	id-99490	4.7e-06	-	GAGGAGGCAGACTTTTGTGCCGCTAGGTGGAGCCT	V_CTCF_BR	40
chr8	99076863	99077013	id-99491	1.93e-05	-	CCTGCTCACCGCTGGGGAACCTGCTGCTGTCGCCG	V_CTCF_BR	22
chr8	99087716	99087866	id-99492	1	+	NA	NONE	2
chr8	99097877	99098027	id-99493	4.7e-06	-	AAGCCAGGTCATGGAGGGCCCTGCAGGTGGTGCTA	V_CTCF_BR	40
chr8	99129264	99129414	id-99494	5.13e-05	-	GCTTCTTCTCCTGAAGGGGCTGCAAGAGGGAAGGC	V_CTCF_BR	32
chr8	99176053	99176203	id-99495	7.54e-08	+	TTGTAATGAACAAAAGAGCCCACTAGGTGGTGCCA	UpstreamP1_CTCF	40
chr8	99176931	99177081	id-99496	1.75e-07	+	CTGCAGGATTTAGCCACTACCACTGGAGGGCATGG	UpstreamP1_CTCF	40
chr8	99179145	99179295	id-99497	8.16e-07	+	AGAGATGAGGCCTGGGGGAACTGCAGAGGGCGGAC	V_CTCF_BR	4
chr8	99182342	99182492	id-99498	2.6e-10	+	GTGCAGTTCCCAGGTGTGACCGCGGGGTGGCGCGG	UpstreamP1_CTCF	40
chr8	99224573	99224723	id-99499	5.63e-06	+	ATGCCTTTACCTAGAATTGCCACCAGGGTTAGCAG	UpstreamP1_CTCF	31
chr8	99231069	99231219	id-99500	7.55e-07	+	GTACCAGTGTTGATGACGAACAGCAGGGGGAGGCA	V_CTCF_BR	5
chr8	99239912	99240062	id-99501	3.05e-07	+	CCTGCACTCCCTTGGCTGCCCAGCTGGTGTCTCAC	Upstream_CTCF	9
chr8	99306500	99306650	id-99502	2.47e-05	+	GGAGCCCGGCGGTCTGCGGCCTCCCGGGGCCGTCC	Upstream_CTCF	16
chr8	99338595	99338745	id-99503	1	+	NA	NONE	4
chr8	99341184	99341334	id-99504	1.83e-05	+	AAGATTTGCTTAATCAATGCCACCAGATGTCAGTA	V_CTCF_BR	27
chr8	99357710	99357860	id-99505	1	+	NA	NONE	26
chr8	99368606	99368756	id-99506	1	+	NA	NONE	14
chr8	99370428	99370578	id-99507	4.89e-09	+	GGTGCAGCAGAACTTCCCACCAGCAGGGGGAGCTC	Upstream_CTCF	38
chr8	99374025	99374175	id-99508	4.7e-06	+	TGGCTTCAGAACAAGGGAGCCACAAGGGGGTTCTG	V_CTCF_BR	12
chr8	99384894	99385044	id-99509	5.67e-06	+	TCTGGAGACTTTGTGCTGTGCACCAGGAGGAGGCA	Upstream_CTCF	33
chr8	99390082	99390232	id-99510	2.53e-05	-	CCCTGCATTCACGGCTTCCCCACAAGAGGCAGGAG	V_CTCF_BR	40
chr8	99395440	99395590	id-99511	7.82e-06	+	AATAACTTGCCCAAAGTCGCCAGTAGGTGGCCAAG	UpstreamP1_CTCF	40
chr8	99440115	99440265	id-99512	7.44e-06	+	GGTGTAGCGCCCCCGCGCGGCGCGGGCGGCCGGCG	Upstream_CTCF	31
chr8	99483440	99483590	id-99513	4.22e-11	-	TCTGCAGTGTCAAATCTGGCCACCAGAGGGTACTG	Upstream_CTCF	40
chr8	99559303	99559453	id-99514	1	+	NA	NONE	26
chr8	99567215	99567365	id-99515	3.09e-05	+	TAGCATTTTCAATCAGTGGCCATCATGTGCCAGGA	UpstreamP1_CTCF	22
chr8	99570374	99570524	id-99516	1.64e-07	+	CAAGCAGTTTATAAAACATCCACAAGAGGGAACCA	Upstream_CTCF	36
chr8	99705842	99705992	id-99517	1	+	NA	NONE	1
chr8	99713114	99713264	id-99518	1	+	NA	NONE	28
chr8	99717884	99718034	id-99519	2.11e-06	+	CTTATTGAGATAACTACAGCCACTAGAGGGCAATA	V_CTCF_BR	37
chr8	99793167	99793317	id-99520	3.42e-05	+	GTAGAACTTCCACTTCTAGCCACCAGGTTTATGAC	Upstream_CTCF	38
chr8	99838251	99838401	id-99521	1	+	NA	NONE	12
chr8	99853204	99853354	id-99522	1.28e-06	+	GGTCCCAGCCATGTGGCCGTCTCTAGAGGGCAGCA	V_CTCF_BR	40
chr8	99859793	99859943	id-99523	2.55e-06	+	TTTGTAGTGCTGAGAAGTAACAGCAGGAGGTGTCT	Upstream_CTCF	5
chr8	99877988	99878138	id-99524	4.34e-07	-	GGGCTATTTCACACAGTGACCACTGCAGGGCACTA	UpstreamP1_CTCF	24
chr8	99902760	99902910	id-99525	1.48e-06	+	TACCAATCACTCCCACCAGCCACCAGGGGTCACAT	V_CTCF_BR	31
chr8	99903325	99903475	id-99526	8.98e-06	-	CTGCACCATGCGGTGCTGAGCTGCAAAAGGCGCAG	UpstreamP1_CTCF	3
chr8	99932475	99932625	id-99527	1	+	NA	NONE	17
chr8	99939078	99939228	id-99528	1	+	NA	NONE	33
chr8	99953276	99953426	id-99529	2.5e-09	+	ACGCAGAGCTCGGCCGGTGCCTCCAGGGGGCGCTG	V_CTCF_BR	39
chr8	99962574	99962724	id-99530	1	+	NA	NONE	10
chr8	99986793	99986943	id-99531	5.08e-07	+	CTTCCCTGCGCCTTCGGGACCGGCAGGAGGCGCTG	V_CTCF_BR	32
chr8	100010211	100010361	id-99532	1.28e-06	-	GTTGCAGACTTCCTCATCCCCTGCAGGTGGTGCTG	Upstream_CTCF	40
chr8	100177941	100178091	id-99533	5.01e-06	+	AATTTTCAGTGTATACCCTCCAGCAGGGGTCAGCA	V_CTCF_BR	31
chr8	100180479	100180629	id-99534	5.86e-07	+	TTTGCAATTCTGCAGACAACCAGCAGGGGATCTCG	Upstream_CTCF	40
chr8	100246507	100246657	id-99535	6.84e-06	-	TTTGAAACATACCTCCTCACCTGCAGTGGGCGATG	V_CTCF_BR	7
chr8	100259295	100259445	id-99536	5.74e-05	+	TGGTTATTGCATGAAGGTACCAGTAAGGGACAGTG	UpstreamP1_CTCF	2
chr8	100299022	100299172	id-99537	1.48e-06	+	TTAAAGAGAAATGATACCACCGGCAGAGGGCAGTA	V_CTCF_BR	39
chr8	100353102	100353252	id-99538	1	+	NA	NONE	12
chr8	100370885	100371035	id-99539	8.79e-07	-	AGGCAGGGTACAGCAGACACCACAAGGTGGTGCTA	UpstreamP1_CTCF	40
chr8	100404143	100404293	id-99540	1.31e-05	+	GAAAGCATGCCTGCCCTATTCTCCAGAGGGAGGCG	V_CTCF_BR	40
chr8	100617333	100617483	id-99541	1.93e-05	-	TGGACCACAGCACATATTACCACTGGAGGTCAGTC	V_CTCF_BR	22
chr8	100714635	100714785	id-99542	2.53e-05	-	TCTATACAATAACATCTGTACAGCAGATGGCTGTA	V_CTCF_BR	3
chr8	100726539	100726689	id-99543	1	+	NA	NONE	0
chr8	100799893	100800043	id-99544	8.21e-05	-	AGCCTCTATATAAATCCTACCAGTTGGTGGAGATG	V_CTCF_BR	5
chr8	100819019	100819169	id-99545	2.81e-06	-	CCCGCGGCACTGGATTTGAGCACTGGATGGCAGTG	Upstream_CTCF	36
chr8	100821366	100821516	id-99546	1	+	NA	NONE	4
chr8	100823968	100824118	id-99547	4.43e-05	-	TTAATCCTCACACTAACTTCCTGAGGAGGGCACTA	V_CTCF_BR	14
chr8	100829191	100829341	id-99548	8.16e-07	-	CCATAAGAGAAGTGCCTGCCCAGGAGGTGGCAGTG	V_CTCF_BR	2
chr8	100850372	100850522	id-99549	2.67e-06	+	ATGGTTATTCAACCAGAGACCTGAAGGTGGCACCT	Upstream_CTCF	38
chr8	100855916	100856066	id-99550	4.14e-06	-	AGTGTCCAAGGAAGATCTCCCAGAAGGTGGAGCCA	V_CTCF_BR	9
chr8	100872112	100872262	id-99551	2.74e-08	-	GCCCGATGACCTGTCTGGGCCACAAGATGGCACTG	V_CTCF_BR	40
chr8	100878180	100878330	id-99552	3.09e-06	+	CAGGCAATAGCTCCTGTGTCCTGCGGGGTGCAGCA	Upstream_CTCF	38
chr8	100905925	100906075	id-99553	6.43e-06	-	AAATGAACTTCGGCTGTCACCTGCGGTGGGCGCAC	V_CTCF_BR	38
chr8	100908603	100908753	id-99554	3.11e-05	+	TCCTCAACCAGAGACACATCCACTTGGGGGAGACA	V_CTCF_BR	2
chr8	100935845	100935995	id-99555	5.68e-06	-	CCATTGCGCTCCAGCCTGGCCAACAGAGGGAGACT	V_CTCF_BR	10
chr8	100980106	100980256	id-99556	6.84e-06	+	TCCTGACTGCAGACACCTCCCAGCAGGGGTCGACA	V_CTCF_BR	4
chr8	100994757	100994907	id-99557	5.65e-05	-	GGGAAAGCTTTTATATCCACCTGTAGGTGGAGTTA	V_CTCF_BR	17
chr8	101031602	101031752	id-99558	1	+	NA	NONE	35
chr8	101085811	101085961	id-99559	6.48e-05	+	ATGCAGGACTCCTGAACGCCCACTAGCGCTACATT	UpstreamP1_CTCF	7
chr8	101116114	101116264	id-99560	3.09e-06	-	CCTGAATTTACTCTTAGTTCCAGCAGGAGGTGAGC	Upstream_CTCF	2
chr8	101117934	101118084	id-99561	1	+	NA	NONE	8
chr8	101118421	101118571	id-99562	8.21e-05	+	TGGACCCCCAGCGCGGTCACCCGGAAGGGGCGCCC	V_CTCF_BR	14
chr8	101138279	101138429	id-99563	5.38e-05	-	AAGGATTACACTGAACATTTCACAAGGGGGCACCA	V_CTCF_BR	38
chr8	101156278	101156428	id-99564	1.93e-05	+	CAATTGTACTGCTACTTCACCACTAGGTGTCTCAC	V_CTCF_BR	40
chr8	101158108	101158258	id-99565	1	+	NA	NONE	36
chr8	101170675	101170825	id-99566	6.98e-07	+	CGTTTCTTTTCGGTCTCCGACTGCAGGGGGCGGTC	V_CTCF_BR	40
chr8	101225347	101225497	id-99567	1.04e-05	+	AGCCGAAGGCGGCAAGCGGCCGGCAAGGGGCGCGC	V_CTCF_BR	29
chr8	101234255	101234405	id-99568	1.71e-06	-	TGCAGGCACATAAAAGGAGGCAGCAGATGGCGCAC	V_CTCF_BR	5
chr8	101271243	101271393	id-99569	6.17e-09	+	CTGCTGTTGCTTCTTTGGACCACTTGGTGGCACTA	UpstreamP1_CTCF	40
chr8	101322005	101322155	id-99570	4.88e-05	+	CCGCTCCGGGGCGCAAGCTCCTCCGGGTGCCCGCC	UpstreamP1_CTCF	7
chr8	101327065	101327215	id-99571	1	+	NA	NONE	3
chr8	101372046	101372196	id-99572	1	+	NA	NONE	7
chr8	101378242	101378392	id-99573	5.37e-06	-	CTGGTGTTTCACTGTTTCACCACCAGAGAGAGACT	UpstreamP1_CTCF	32
chr8	101398738	101398888	id-99574	1	+	NA	NONE	4
chr8	101454945	101455095	id-99575	1.93e-05	-	AATGCTCAAAGACTCAGCTCCACTAGGAGGCAATG	Upstream_CTCF	8
chr8	101504491	101504641	id-99576	2.66e-05	-	ATTAGCCCTGCTCACCTCTCCTGCAGAGGTTGCTG	V_CTCF_BR	8
chr8	101522493	101522643	id-99577	8.21e-06	-	TCTTCCTGGCCTCCCAGATCCTCAAGATGGAGCTC	V_CTCF_BR	22
chr8	101539262	101539412	id-99578	6.86e-07	-	AATGCAGTTCAGAGAGCTCCAAAAAGGTGGCGCAC	Upstream_CTCF	40
chr8	101553132	101553282	id-99579	2.83e-07	-	AACTTGAAGCCTATGCAGGCCACAAGGTGGCACCC	V_CTCF_BR	40
chr8	101571999	101572149	id-99580	1.38e-08	-	CCACCGTGAGGACCGCCCACCTGCAGGGGGCGCGC	V_CTCF_BR	40
chr8	101576315	101576465	id-99581	1.65e-07	+	CTGTAGTACTGACGAATGACCATGAGAGGGAGACA	UpstreamP1_CTCF	40
chr8	101586322	101586472	id-99582	5.63e-06	-	ATGCAGAGGACACATAAAACCAGTAGGCGGTGCTC	UpstreamP1_CTCF	39
chr8	101596774	101596924	id-99583	3.81e-05	-	AAACCAGTTACTTTTATGCCCAGTAGAGGTCTCTC	V_CTCF_BR	12
chr8	101616685	101616835	id-99584	1	+	NA	NONE	2
chr8	101637973	101638123	id-99585	8.21e-06	-	ATCTCTTCAGCATCCCCTGCCACTAGGTGGTGTCC	V_CTCF_BR	40
chr8	101678412	101678562	id-99586	1	+	NA	NONE	10
chr8	101685077	101685227	id-99587	1.32e-05	-	TGAGGGATGAGCCATGTGGCCACCAGGGGAAAGAA	Upstream_CTCF	11
chr8	101688924	101689074	id-99588	1	+	NA	NONE	32
chr8	101693193	101693343	id-99589	1	+	NA	NONE	40
chr8	101732312	101732462	id-99590	1.93e-05	+	CATGTATTCAAGTGGCCAGCCTGTAGGGGGGGAAA	Upstream_CTCF	38
chr8	101733044	101733194	id-99591	3.88e-06	+	GCTCCCCCAGGCGACTGGGCCAGGAGCAGGAGCAG	V_CTCF_BR	38
chr8	101760375	101760525	id-99592	1	+	NA	NONE	5
chr8	101768729	101768879	id-99593	1.28e-06	-	TTCTCAGTATCACCAGTGCCCAGCAGAGGGACAGG	Upstream_CTCF	8
chr8	101839337	101839487	id-99594	4.64e-09	-	TTGCAATTTAAGTGTTTGGCCACCAGGTGGTGGAA	UpstreamP1_CTCF	40
chr8	101845033	101845183	id-99595	3.16e-06	-	GGGCATTGTTTTCCAAGCCCCAACAGAGGGCAGAG	UpstreamP1_CTCF	13
chr8	101847817	101847967	id-99596	5.41e-06	-	CATGATGTTAAAAGCATCGTCAGTAGAGGGCGTTG	Upstream_CTCF	40
chr8	101859405	101859555	id-99597	6.67e-08	+	CTGCAGGTATAATTTCTTGCCACTAGATGTCTCTG	UpstreamP1_CTCF	40
chr8	101859766	101859916	id-99598	1	+	NA	NONE	37
chr8	101862847	101862997	id-99599	1	+	NA	NONE	2
chr8	101870718	101870868	id-99600	1	+	NA	NONE	9
chr8	101871059	101871209	id-99601	9.25e-06	-	GGCCAGCGGATGCGCAGGGCCTCCTGCTGTCACTC	V_CTCF_BR	23
chr8	101873947	101874097	id-99602	7.46e-06	+	GTGAGCTGTCAGGCAGCAGCCCACAGAGGGCAGCT	UpstreamP1_CTCF	20
chr8	101875995	101876145	id-99603	3.81e-05	+	TGTGACTGTGCACAGCCCCACTCTAGGAGGCGCCC	V_CTCF_BR	5
chr8	101890279	101890429	id-99604	1	+	NA	NONE	6
chr8	101922226	101922376	id-99605	1	+	NA	NONE	1
chr8	101926477	101926627	id-99606	7.73e-05	+	GCACCCTCTCTCCCCTCCTCCACTAGGGGGGCACA	Upstream_CTCF	30
chr8	101950907	101951057	id-99607	2.27e-06	-	AGAATGGAAGCCACTCCGGCCACAAGGGGGAGTAA	V_CTCF_BR	38
chr8	101964368	101964518	id-99608	1.76e-05	+	GCGCTCGTCCTGCCCGCCCGCGCTGGAGGGCGAGC	UpstreamP1_CTCF	0
chr8	101972902	101973052	id-99609	5.68e-06	+	CAACTCCTTGAGGCGGGTAGCGGCAGGGGGAGCTC	V_CTCF_BR	1
chr8	102006647	102006797	id-99610	1	+	NA	NONE	13
chr8	102022701	102022851	id-99611	2.47e-08	-	TGTGGAGTGCCTCCTGCAGCCTCCAGGAGGAGCGG	Upstream_CTCF	6
chr8	102060908	102061058	id-99612	4.17e-05	-	CCTGGAGGTGTGTGTGGAGCATCCAGGTGGAGACA	Upstream_CTCF	2
chr8	102074988	102075138	id-99613	3.09e-06	+	TAAGCACTTCCTATGATCACCACAGGCGGACAGAG	Upstream_CTCF	25
chr8	102083198	102083348	id-99614	1	+	NA	NONE	2
chr8	102103374	102103524	id-99615	2.01e-05	+	TCGCAGTTGATTCAAGTGTCCACCCGAGGGGGCTT	UpstreamP1_CTCF	12
chr8	102108035	102108185	id-99616	1	+	NA	NONE	11
chr8	102108799	102108949	id-99617	1.35e-05	-	CTACAGTTTGGCTCTGTGACCCATAGAGGGTAGCA	UpstreamP1_CTCF	34
chr8	102110942	102111092	id-99618	5.52e-05	-	CAGGACTGCAATTTTGTGAGCACCACAAGGCGAGA	UpstreamP1_CTCF	21
chr8	102113798	102113948	id-99619	2.15e-05	+	GGCTGCGTTTTCTCTGGAGGCTCTGGGGGGCAGTC	V_CTCF_BR	18
chr8	102121805	102121955	id-99620	6.21e-06	+	ACAGTACTACTGGCTCTCACATGTAGGGGACGCAG	Upstream_CTCF	25
chr8	102125746	102125896	id-99621	1	+	NA	NONE	24
chr8	102135585	102135735	id-99622	1.55e-08	+	CTTGCAAACCATTCCCCTGCCTCCAGGGGGCGCTG	V_CTCF_BR	39
chr8	102138686	102138836	id-99623	8.56e-05	+	AAGCAGCGCTCGCACGCGCCCTCCCAGGGCCGCGC	UpstreamP1_CTCF	8
chr8	102142096	102142246	id-99624	6.15e-05	+	CATGCTATTCCTCTCATCACAGGGTGGAGTCAGTG	Upstream_CTCF	6
chr8	102149520	102149670	id-99625	1.96e-07	+	CTGTGCTGCGGGCCCTTGTCCTCCAGGCGGCACGG	UpstreamP1_CTCF	40
chr8	102169915	102170065	id-99626	3.48e-06	-	TTGCTGGCCACACTATAGCCCTGCAGAGGGCGTTT	UpstreamP1_CTCF	28
chr8	102171150	102171300	id-99627	1	+	NA	NONE	37
chr8	102171852	102172002	id-99628	1	+	NA	NONE	15
chr8	102176177	102176327	id-99629	4.24e-07	+	CTTGCACTTCTGCCATCTGCCACAAGATGAATCTA	Upstream_CTCF	11
chr8	102178717	102178867	id-99630	8.21e-05	-	ATCCCTTGGTGGGGGGCGAACAGGAGGAGGCATGA	V_CTCF_BR	15
chr8	102213052	102213202	id-99631	1.7e-05	+	GAGGCAGTACAGTAGTGGTCCAGAGGGTGGACTCT	Upstream_CTCF	37
chr8	102217267	102217417	id-99632	1.84e-06	-	GGGTTTCGGGCAGTCTCGGCCTCCAGGAGGCGCGT	V_CTCF_BR	39
chr8	102236203	102236353	id-99633	2.81e-05	+	CATGCCTCTGACGGTGGAAATGCCAGAGGGCGCTG	V_CTCF_BR	16
chr8	102237866	102238016	id-99634	5.2e-08	-	CTGCAGTTTTAAGTAAAATCCACAGGGTGGCAGAG	UpstreamP1_CTCF	33
chr8	102264634	102264784	id-99635	3.09e-07	+	TTAGGGCAGATTGTGAGAGCCAGCAGAGGGCTCAC	V_CTCF_BR	23
chr8	102264912	102265062	id-99636	1	+	NA	NONE	30
chr8	102268126	102268276	id-99637	1	+	NA	NONE	5
chr8	102290024	102290174	id-99638	7.15e-05	-	GCATATTGGAAGAGAGAAGCAGGCAGGTGGAGCTG	V_CTCF_BR	9
chr8	102313711	102313861	id-99639	4.34e-07	-	ACCCAGTTCTATGTTTTGAGCAGCAGATGGCGCTG	UpstreamP1_CTCF	40
chr8	102331546	102331696	id-99640	1	+	NA	NONE	4
chr8	102339293	102339443	id-99641	1.85e-08	+	TTGCGCTGTGATGTTTTGGCCAGCAGGTGGCGATA	UpstreamP1_CTCF	40
chr8	102345216	102345366	id-99642	4.02e-07	+	CCGGGAGCTCCCAAACTTGCCACTAGGGGACTGCT	Upstream_CTCF	39
chr8	102348030	102348180	id-99643	1	+	NA	NONE	4
chr8	102369788	102369938	id-99644	1.28e-06	+	CTTGGGGTAAAGATAGTGACCAGGAGGGGGCATCA	Upstream_CTCF	25
chr8	102384944	102385094	id-99645	1	+	NA	NONE	20
chr8	102465901	102466051	id-99646	1	+	NA	NONE	1
chr8	102482714	102482864	id-99647	6.9e-05	-	ACTGCAGGAGCCACTTCAGACCACTGGGGCAGTTA	Upstream_CTCF	7
chr8	102500207	102500357	id-99648	1	+	NA	NONE	19
chr8	102503146	102503296	id-99649	1.26e-05	-	ACTGCCATCTCTTGATTTGCCAATAGATGTTGTGC	Upstream_CTCF	2
chr8	102513748	102513898	id-99650	1.1e-06	+	CTCAGTGGAGTGTGAGCGGCCAGCAGGGGCTGCTG	V_CTCF_BR	40
chr8	102534075	102534225	id-99651	1.18e-05	-	CTGCTGTACTACAGGCTCTGAGCTAGGTGCAGGGG	UpstreamP1_CTCF	40
chr8	102546147	102546297	id-99652	3.73e-06	+	GGAGTCATTACAGAATTGAGCACGAGAGGGCATGA	Upstream_CTCF	4
chr8	102559610	102559760	id-99653	1	+	NA	NONE	29
chr8	102586464	102586614	id-99654	3.81e-05	+	CAGAGATGAGGCACGATCCCCACCAGGAGTCACTT	UpstreamP1_CTCF	7
chr8	102586801	102586951	id-99655	1	+	NA	NONE	6
chr8	102644852	102645002	id-99656	6.47e-09	-	GGTGCAGTTCAACTTCTCACCATTAGGTGGAGCTC	Upstream_CTCF	40
chr8	102655776	102655926	id-99657	7.16e-08	+	ACTGCAGTCTCATCTGCTGCGGCCAGAGGGAGAGG	Upstream_CTCF	9
chr8	102658609	102658759	id-99658	1.55e-05	+	TGAAACATCTGAATCATAGACACATGAGGGCGCTG	V_CTCF_BR	40
chr8	102671836	102671986	id-99659	8.03e-07	+	TTTGCATGTGCAAGTATGGCCACCAGGAGACATGA	Upstream_CTCF	24
chr8	102703986	102704136	id-99660	3.41e-08	+	TCTGCTGTTCTATAGATCAGCGCCAGGTGGGGGAC	Upstream_CTCF	3
chr8	102712678	102712828	id-99661	6.49e-06	-	GACCAGTGGGTTTTACTTGCCACCAGGGGACCCAG	UpstreamP1_CTCF	4
chr8	102719617	102719767	id-99662	1	+	NA	NONE	0
chr8	102723139	102723289	id-99663	6.84e-06	+	CCTGACTAGGAGATGCCTCCCAGCAGGGGTCGACA	V_CTCF_BR	6
chr8	102729275	102729425	id-99664	1	+	NA	NONE	1
chr8	102734292	102734442	id-99665	3.28e-05	-	TGGTGTTTGCTTGATTCTGCCTAAAGAGGGAACTC	V_CTCF_BR	2
chr8	102768624	102768774	id-99666	9.4e-06	-	CTGCACTTGCTTTTCACTGCCACACAGTGGCGCTG	UpstreamP1_CTCF	39
chr8	102777129	102777279	id-99667	5.48e-05	-	CCTTCACATGCCTGATCTTGCCGCAGGAGGCAGGC	Upstream_CTCF	4
chr8	102845085	102845235	id-99668	1	+	NA	NONE	4
chr8	102859077	102859227	id-99669	1	+	NA	NONE	28
chr8	102914716	102914866	id-99670	3.24e-06	+	GCTGCTCTGGGCAAGGCTGCCTCCAGGTGACTGGA	Upstream_CTCF	13
chr8	102971307	102971457	id-99671	1	+	NA	NONE	1
chr8	102982578	102982728	id-99672	1.84e-06	-	GATGGTAGAAATCTGCCTTCCAGGAGGGGGCAGGC	V_CTCF_BR	18
chr8	103045094	103045244	id-99673	7.1e-07	+	CTGTGTGTTCACCCTGCGAACAGCAGGGGCCAGCA	UpstreamP1_CTCF	38
chr8	103047663	103047813	id-99674	1	+	NA	NONE	5
chr8	103080100	103080250	id-99675	2.01e-05	-	ATGCAATTCAACAGAACAGAGCGAAGGGGGAGCCT	UpstreamP1_CTCF	34
chr8	103136041	103136191	id-99676	1.03e-06	-	GCGGGATGGGGCGCGCTGGGCAGAAGGGGGCGTTG	V_CTCF_BR	38
chr8	103164768	103164918	id-99677	2.6e-07	-	AATCTGGATTTTCCAGTGGCCACCAGGTGGCTGGA	V_CTCF_BR	27
chr8	103209755	103209905	id-99678	4.21e-05	-	AGGGCTTGTTTCCTGCTTTCCTCATGGTGGAGCTC	V_CTCF_BR	40
chr8	103271788	103271938	id-99679	1	+	NA	NONE	3
chr8	103284795	103284945	id-99680	5.96e-07	-	AGTCACATTTAAGGATGAGCCAGGAGAGGGCAGTG	V_CTCF_BR	40
chr8	103312188	103312338	id-99681	5.38e-05	+	CGCAGGAGGGTCAGGAACCCAACTAGGGGGAGCTA	V_CTCF_BR	3
chr8	103420119	103420269	id-99682	1.75e-07	+	CAGCATCTCTGGCCTCCATCCACTAGAGGCCAGTA	UpstreamP1_CTCF	39
chr8	103422894	103423044	id-99683	2.27e-05	+	GAGGCGGTTAGATACACTGACACAAGAGGCCAGTA	V_CTCF_BR	33
chr8	103436339	103436489	id-99684	1	+	NA	NONE	5
chr8	103446976	103447126	id-99685	5.38e-05	+	GGCACTTGGGTTTTCATGACCACAAGGGGACAGTA	V_CTCF_BR	40
chr8	103449129	103449279	id-99686	1.56e-06	+	GCAGTAACTCCACCTTATCCCAGGAGGTGCCTCCC	Upstream_CTCF	25
chr8	103535130	103535280	id-99687	5.17e-06	+	TCTGCCACCCCACTTGTGGCCAGAAGGGTTTGCTC	Upstream_CTCF	7
chr8	103540983	103541133	id-99688	1.9e-06	-	CCAGTCCATCCTCCCACAGCCACCAGGAGGAGTGA	Upstream_CTCF	40
chr8	103548096	103548246	id-99689	4.88e-06	-	CTGTAGTACCTGTGGGTGGGCGGAAGGCGCCTCCT	UpstreamP1_CTCF	10
chr8	103561534	103561684	id-99690	6.75e-05	+	TAGTGACTCCCAAGGGACTCCAGCTGAGGGGGCTG	UpstreamP1_CTCF	0
chr8	103567509	103567659	id-99691	1	+	NA	NONE	2
chr8	103569455	103569605	id-99692	1	+	NA	NONE	2
chr8	103576051	103576201	id-99693	9.81e-06	+	GATAAGCAGGAACTTCTGTCCTCTGGTGGGCGCCA	V_CTCF_BR	9
chr8	103581393	103581543	id-99694	3.65e-07	+	GCTGTGCGCACAGCAGCTACCAGCAGAGGGAAGCT	V_CTCF_BR	40
chr8	103589370	103589520	id-99695	9.71e-06	-	GAAGCATCCCTCTCCTCCAACTGCAGGGAGCGGCA	Upstream_CTCF	17
chr8	103597520	103597670	id-99696	9.31e-05	+	CCTTTCAGCTTTGGTGCCACCGCTAGGGAGCGTCG	Upstream_CTCF	40
chr8	103598099	103598249	id-99697	3.36e-07	-	GCAAGGAGACCAGAGACAGCCACTAGAGGGTAGCG	V_CTCF_BR	38
chr8	103598635	103598785	id-99698	1.03e-06	-	AGGGTCCCTGGGGACTCTCCCACAAGAGGGAGCAC	V_CTCF_BR	14
chr8	103602151	103602301	id-99699	1	+	NA	NONE	11
chr8	103610155	103610305	id-99700	2.58e-07	-	ATTGCAATCCCCACATTCCCCACGTGGTGGGGAGG	Upstream_CTCF	3
chr8	103612971	103613121	id-99701	6.43e-06	-	GAGGCTTAGGCCGGGCCCTCCAGGAGGGGGCATCT	V_CTCF_BR	36
chr8	103639761	103639911	id-99702	3.36e-07	+	TCCCAGCAACCCCACTCGTTCACCAGGGGGCACCG	V_CTCF_BR	37
chr8	103640724	103640874	id-99703	1	+	NA	NONE	3
chr8	103646539	103646689	id-99704	1.34e-06	+	CAGTCTGTACCAGCAGAGGCCTGCGGAGGGCAGGA	Upstream_CTCF	34
chr8	103660040	103660190	id-99705	1	+	NA	NONE	10
chr8	103664141	103664291	id-99706	3.4e-06	+	TGAGAGTGACTTGAAGTGTACAGTAGATGGCGCTG	V_CTCF_BR	40
chr8	103666098	103666248	id-99707	6.21e-05	+	TCCTAGCTGGCGGAGACCGACGGATGGGGCCGCCC	V_CTCF_BR	5
chr8	103666554	103666704	id-99708	1.97e-06	-	GACCCAGCCCCGGCCTCCGCCAGGGGCGGGAGCGA	V_CTCF_BR	20
chr8	103667830	103667980	id-99709	3.45e-05	-	GCAGACGGCGCTGAGCGCGGCGGCGGCGGGAGCGG	V_CTCF_BR	12
chr8	103694881	103695031	id-99710	1	+	NA	NONE	37
chr8	103697835	103697985	id-99711	1.17e-05	-	TGCATGGGGCTGCCTGACACCGCCAGGGGCAGCTG	V_CTCF_BR	10
chr8	103708479	103708629	id-99712	3.47e-07	-	CAGCATCTCTGGCCTTTGCCCGCTAGATGCCAGCA	UpstreamP1_CTCF	1
chr8	103714252	103714402	id-99713	1	+	NA	NONE	40
chr8	103742231	103742381	id-99714	3.47e-07	-	CTGCAGGGGAGGCTGGGATCCTGCAGGAGGCACTT	UpstreamP1_CTCF	34
chr8	103757288	103757438	id-99715	6.21e-05	+	GGCAGAGCCACCCTGCTGGCCTGGAGCAGCCAGGG	V_CTCF_BR	2
chr8	103759946	103760096	id-99716	1.19e-06	-	GGCTTCCCAAACTGTGCAGCCACCTGAGGGTGCTG	V_CTCF_BR	5
chr8	103770985	103771135	id-99717	2.78e-06	-	GGGCCTGGTCACCACATTGCCACCAGGTGCTGCTC	V_CTCF_BR	6
chr8	103785506	103785656	id-99718	8.59e-05	-	ACTCATGTTGAAACTTAATCCCCAAGGTGGCACTG	V_CTCF_BR	3
chr8	103798766	103798916	id-99719	1	+	NA	NONE	20
chr8	103809853	103810003	id-99720	2.4e-05	-	CTGGAGGCTAGAGATCTGAAGTCCAGGTGGCAGCA	V_CTCF_BR	2
chr8	103819362	103819512	id-99721	1	+	NA	NONE	1
chr8	103819834	103819984	id-99722	1.28e-06	+	GGGCACACCTTGGGCAGTGCCGCAGGAGGGCGCTG	V_CTCF_BR	40
chr8	103820775	103820925	id-99723	1.21e-06	-	GCTGCAGTGCCTCGTTCTCCCACCAGTGAGGTTTG	Upstream_CTCF	40
chr8	103823192	103823342	id-99724	7.62e-09	-	ATGCAGTTCTCAACCCACACCAGCAGAGAGCGCTG	UpstreamP1_CTCF	40
chr8	103826950	103827100	id-99725	7.17e-05	-	CCGACACTGACAGATTGTACCACTAGATGACGCTT	Upstream_CTCF	40
chr8	103875359	103875509	id-99726	4.65e-06	+	AAGTGGCGTCAACTTTCCTCCACCAGAGGGGGACC	UpstreamP1_CTCF	40
chr8	103875652	103875802	id-99727	2.83e-07	-	GGAGCGCGCGGGGGTCTCGCCGCCGGGGGTCGCCG	V_CTCF_BR	0
chr8	103876789	103876939	id-99728	1	+	NA	NONE	24
chr8	103884649	103884799	id-99729	1	+	NA	NONE	2
chr8	103906649	103906799	id-99730	1	+	NA	NONE	4
chr8	103906843	103906993	id-99731	9.25e-06	+	AATACCCCAGAAAGAGCTGCCAGTAGGAGGAGGGC	V_CTCF_BR	26
chr8	103922533	103922683	id-99732	1	+	NA	NONE	27
chr8	103922963	103923113	id-99733	1	+	NA	NONE	8
chr8	103927484	103927634	id-99734	1	+	NA	NONE	0
chr8	103932797	103932947	id-99735	8.34e-07	-	ATGCACTCCCTTTCTGCTGCCTCTGGATGGGGCTG	UpstreamP1_CTCF	24
chr8	103973719	103973869	id-99736	1.17e-05	+	GATACTGCGGCTACACCCACCTGCTGGTGGCGATA	V_CTCF_BR	35
chr8	103995603	103995753	id-99737	1.96e-07	+	TTGTAGGTGTTCACATGGTCCAGCAGGTGGTAGAA	UpstreamP1_CTCF	1
chr8	104022830	104022980	id-99738	4.88e-05	+	CTCCTGTTTGTTCATGTCACCAGCAGGGTGACATT	UpstreamP1_CTCF	6
chr8	104033342	104033492	id-99739	1	+	NA	NONE	24
chr8	104061562	104061712	id-99740	1	+	NA	NONE	14
chr8	104086162	104086312	id-99741	2.41e-08	+	ATGCAGATACCATGTTTTACCACAAGAGGGCACTC	UpstreamP1_CTCF	38
chr8	104116522	104116672	id-99742	5.96e-07	+	GGTAATTAGGGCTTCCCTGACAGCAGGGGGCTCCA	V_CTCF_BR	40
chr8	104123809	104123959	id-99743	1.21e-10	-	TCGGAGTATCCCACGGTGGCCACCAGGGGGCAGTG	V_CTCF_BR	40
chr8	104137236	104137386	id-99744	4.41e-06	+	GTTGGTTCCTACCTTCCCGGCACTAGGGGGTGCTG	V_CTCF_BR	40
chr8	104157926	104158076	id-99745	1	+	NA	NONE	14
chr8	104161438	104161588	id-99746	1.7e-05	-	GCAGCACGGGCACTCAGCACAGGGAGAGGGCAGTG	Upstream_CTCF	4
chr8	104164357	104164507	id-99747	1.84e-06	+	ATCCCAGTCCCTTCCTTGGCCTCCAGGGGCCTGCA	V_CTCF_BR	26
chr8	104201935	104202085	id-99748	6.51e-05	+	CTTGGTGATTACCATGAGCCCACAGGATGGAGCTC	V_CTCF_BR	10
chr8	104203954	104204104	id-99749	5.65e-05	+	AGAACTTTGCAGGCACTTGTCAAAAGGGGGAGCTC	V_CTCF_BR	2
chr8	104206911	104207061	id-99750	2.97e-06	-	TCTCTTCTGCCATGTGAGGGCACTAGATGGCACCG	V_CTCF_BR	4
chr8	104219670	104219820	id-99751	4.68e-07	-	AACTTCAGACCCTTATCAGCCTGGAGAGGGCACCA	V_CTCF_BR	38
chr8	104238228	104238378	id-99752	7.49e-07	+	GTGCATCTCTCAACACCCAGCACAAGGAGGTGCTC	UpstreamP1_CTCF	9
chr8	104266403	104266553	id-99753	1	+	NA	NONE	9
chr8	104277322	104277472	id-99754	3.18e-06	-	ATCAATTTTTCAGAAACTTCCAGCAGATGGCACAA	V_CTCF_BR	24
chr8	104291425	104291575	id-99755	1.1e-05	+	TCCTGTGGATCCTCTATTAACACTAGTGGGAGCTC	V_CTCF_BR	40
chr8	104306344	104306494	id-99756	4.03e-06	+	CTGCTCAGCCCAGCCTCCTCCAGCTGGGGTCCCTC	UpstreamP1_CTCF	11
chr8	104311563	104311713	id-99757	1	+	NA	NONE	23
chr8	104352047	104352197	id-99758	3.18e-06	+	ACCAGTACCTCAAGTGCCCCCAGCAGTGGGCAACA	V_CTCF_BR	3
chr8	104366451	104366601	id-99759	1	+	NA	NONE	7
chr8	104382111	104382261	id-99760	1	+	NA	NONE	1
chr8	104383358	104383508	id-99761	1	+	NA	NONE	30
chr8	104385542	104385692	id-99762	1.61e-09	-	CCCCTGTTTCTTTCACTGGCCACCAGGGGGCAGAG	V_CTCF_BR	40
chr8	104405843	104405993	id-99763	1.41e-05	+	CTTCTCCAATAAAGTCTGAACACCAGAGGGGGACT	UpstreamP1_CTCF	3
chr8	104427568	104427718	id-99764	9.78e-07	-	TTGCTCTTCCGGCCGGACTCCACGAGGTGTCCGCT	UpstreamP1_CTCF	33
chr8	104511729	104511879	id-99765	1	+	NA	NONE	7
chr8	104524386	104524536	id-99766	8.71e-06	-	GGCAAAATGTTAAACTTTGTCACTAGAGGGAGCCA	V_CTCF_BR	40
chr8	104719641	104719791	id-99767	2.6e-06	+	GGTAACTGTAGCCATTTCAGCACTAGAGGGCACTC	V_CTCF_BR	40
chr8	104762250	104762400	id-99768	1.61e-05	+	CTGCAGTTATTAAGTTTTCCCACTAGTCTGTGCTA	UpstreamP1_CTCF	39
chr8	104776638	104776788	id-99769	5.97e-08	+	TCTGTAGTACCTGCGTTTGTCACAAGATGGCATCA	Upstream_CTCF	40
chr8	104788837	104788987	id-99770	4.68e-05	+	TTTTGTTGACATTTGCTGTCCACTAGGGGGCTAGT	UpstreamP1_CTCF	38
chr8	104801476	104801626	id-99771	7.17e-05	+	GCAGTTTGTTTTTTCAAAGCCAGTAGAGGGTGTCT	Upstream_CTCF	1
chr8	104807804	104807954	id-99772	4.11e-08	+	CCTGTATTTATCGTTTTTCCCACCAGATGGCGAAC	Upstream_CTCF	40
chr8	104809018	104809168	id-99773	2.43e-06	+	CCAGGTTGTGTGCAGCAGAACTCCAGGGGGCACAA	V_CTCF_BR	40
chr8	104883654	104883804	id-99774	1.19e-06	-	AAAAATCTGAAAGTAGTTACCACTAGATGGCACTA	V_CTCF_BR	34
chr8	104992886	104993036	id-99775	1	+	NA	NONE	26
chr8	105142520	105142670	id-99776	1.48e-06	-	TTACTAGAGTAGAAAACTGCCACCAGGTGGCGTCA	V_CTCF_BR	40
chr8	105265758	105265908	id-99777	1	+	NA	NONE	10
chr8	105274267	105274417	id-99778	2.55e-06	+	AGAGCAACAGTCTTCCAATCCACTAGGAGGCAGGC	Upstream_CTCF	13
chr8	105327153	105327303	id-99779	2.4e-05	-	CCCATGATTCAATTTACTCCCACCAGGTGTCTCCC	V_CTCF_BR	6
chr8	105337758	105337908	id-99780	3.13e-10	+	GCTGCAGTCCCGAGCATGTCCAGCAGAGTGCGCCC	Upstream_CTCF	40
chr8	105338349	105338499	id-99781	1.28e-06	-	GCCTGTCATCTACACTTGGCCTGAAGGTGGCAGCT	V_CTCF_BR	40
chr8	105342201	105342351	id-99782	4.43e-05	+	AAGGAAGAGGAGAAATCTGGCCGCGGGGGGCGCTA	V_CTCF_BR	36
chr8	105354828	105354978	id-99783	6.18e-07	+	TTTGAAATGCTAAGTGCTGCCTGCAGGGGACAGGA	Upstream_CTCF	8
chr8	105378158	105378308	id-99784	2.02e-06	-	AGGCAAGTTCTGAGAAAGCCCAGCAGGAGGCGTCA	UpstreamP1_CTCF	35
chr8	105402244	105402394	id-99785	4.71e-06	-	GCATCAGTTCCAGTTGCTTCCAGAAGGGGCGCTAG	Upstream_CTCF	40
chr8	105430369	105430519	id-99786	4.99e-07	-	CATGCATTGCACCCTAGATGCTGAAGGGGGCGCCC	Upstream_CTCF	40
chr8	105454661	105454811	id-99787	1.55e-05	-	TTAAAGTTATAGGTTTTTCCCACCAGATGGTGCTG	V_CTCF_BR	40
chr8	105478949	105479099	id-99788	4.11e-07	+	CCGCAGCCCCGCAGGAGCGCCCCCGGGAGGCAGCA	UpstreamP1_CTCF	9
chr8	105488105	105488255	id-99789	2.47e-05	+	AGGGTAAGGCTGGAATAAACCACTAGATGGCTTCT	Upstream_CTCF	19
chr8	105504563	105504713	id-99790	1.83e-05	-	TGAATACTTCTTTTTATAACCACTAGATGGAGCTT	V_CTCF_BR	36
chr8	105519587	105519737	id-99791	8.21e-05	+	AGGATGCAATACATTATCAAAACCAGATGGCAGTA	V_CTCF_BR	16
chr8	105524895	105525045	id-99792	1	+	NA	NONE	37
chr8	105542641	105542791	id-99793	7.31e-05	-	GTGAGACCTCTTTTCCTGGCCTGTAGATGGCCACC	UpstreamP1_CTCF	29
chr8	105544502	105544652	id-99794	1	+	NA	NONE	3
chr8	105651459	105651609	id-99795	1.1e-05	+	ATGAGAACCCATCTACCTGCATCCAGGTGGCAGTC	V_CTCF_BR	8
chr8	105665128	105665278	id-99796	5.13e-05	-	CTCTCTCTCTCTGAGCAAACAGCAAGAGGGCGGCA	V_CTCF_BR	3
chr8	105684822	105684972	id-99797	1	+	NA	NONE	2
chr8	105690978	105691128	id-99798	3.63e-05	-	AGCTTATGAGCAAGCCAAACCAGTAGAGGGCATCT	V_CTCF_BR	40
chr8	105698788	105698938	id-99799	8.21e-06	+	CAAAGTGATGAGTAAGTGGACACCAGATGGCATAG	V_CTCF_BR	13
chr8	105700814	105700964	id-99800	3.4e-06	+	CTCTCTTTGCAAATCCCTACCTCCAGGGGGAGACC	V_CTCF_BR	35
chr8	105702511	105702661	id-99801	2.19e-05	+	GCTGTAATGCACCGAGTCCCCTTTAGGTGATGCGT	Upstream_CTCF	17
chr8	105717001	105717151	id-99802	1	+	NA	NONE	7
chr8	105730207	105730357	id-99803	1	+	NA	NONE	24
chr8	105744392	105744542	id-99804	1	+	NA	NONE	7
chr8	105772033	105772183	id-99805	4.89e-09	-	GGTGGACTTCACCTCACTTCCACCAGGGGCCGCTG	Upstream_CTCF	40
chr8	105789121	105789271	id-99806	9.25e-06	-	TGCTGCCTTCTTCTTCTCACCAGAAGGTGTCAGGC	V_CTCF_BR	40
chr8	105800162	105800312	id-99807	1.41e-06	+	CATGCTATTCAGCATACTGTCACTAGATGGGGATC	Upstream_CTCF	40
chr8	105967753	105967903	id-99808	1.55e-05	+	AACCTCCTAAATGCAGCTTACTCCAGAGGGAGCTA	V_CTCF_BR	28
chr8	105986223	105986373	id-99809	5.65e-05	-	TTATACCTTTATCCTCCCCTCACTAGAGGGAGCAA	V_CTCF_BR	8
chr8	105995104	105995254	id-99810	6.49e-06	-	ACGGGAGTTCAGCAGGAGAGCCCCTGGTGGCAGTG	Upstream_CTCF	21
chr8	106002476	106002626	id-99811	1.48e-05	+	TTGGAGTTCTTCATTTTCCCCTGTAGGTGATGCTC	UpstreamP1_CTCF	39
chr8	106034570	106034720	id-99812	1	+	NA	NONE	34
chr8	106078727	106078877	id-99813	3.03e-05	-	CCTGCCCGCCTGCATGCTCCCCCTAGGGGTTTGAG	Upstream_CTCF	6
chr8	106082375	106082525	id-99814	1	+	NA	NONE	4
chr8	106103313	106103463	id-99815	4.31e-05	+	AATCATTTACACTATTTGACCAGTAAGAGGCATCA	UpstreamP1_CTCF	11
chr8	106104686	106104836	id-99816	9.51e-07	+	ACAATCCAGGAACCAGAGGCCACCAGAGGTCAGTC	V_CTCF_BR	40
chr8	106154625	106154775	id-99817	1	+	NA	NONE	5
chr8	106331522	106331672	id-99818	1	+	NA	NONE	10
chr8	106421405	106421555	id-99819	1	+	NA	NONE	3
chr8	106437240	106437390	id-99820	6.64e-05	+	AGGTTAGTGTTATAGGAAGCCAGAAGAGGACAGCA	Upstream_CTCF	35
chr8	106536040	106536190	id-99821	1	+	NA	NONE	25
chr8	106655820	106655970	id-99822	1.63e-05	+	AGTGTTATGTTACTTTTGACCACAAGGAGATGTGA	Upstream_CTCF	12
chr8	106658439	106658589	id-99823	1	+	NA	NONE	12
chr8	106672867	106673017	id-99824	9.31e-05	-	CCTACAATACTTTAATGTGGAGCTAGGGGGCATGG	Upstream_CTCF	34
chr8	106730356	106730506	id-99825	4.31e-07	-	GAGCCAGAGTGAGCAACTGCCACCAGATGGCATCA	V_CTCF_BR	40
chr8	106765231	106765381	id-99826	1	+	NA	NONE	16
chr8	106785288	106785438	id-99827	4.68e-07	-	AGTTTTGAAAAAGTAACAACCAGCAGATGGCGCTC	V_CTCF_BR	39
chr8	106794096	106794246	id-99828	2.38e-07	+	TAGGAGTGTTACAGAGTGAACACCAGATGGCGCCA	V_CTCF_BR	40
chr8	106813350	106813500	id-99829	8.33e-05	-	GCTGCAATAACTCCCTCTGAGTCTGGAAGCCGAAA	Upstream_CTCF	2
chr8	106918216	106918366	id-99830	4.7e-06	+	GGGAAATATGCATTTTAAACCACAAGAGGGCAGTA	V_CTCF_BR	36
chr8	106918756	106918906	id-99831	9.62e-08	+	TTTCAGTTGTTTTATTTAGCCACCAGGTGGTGCTG	UpstreamP1_CTCF	36
chr8	106920579	106920729	id-99832	4.34e-07	+	CTGCTTCTACAAGGCTCTACCAATAGGGGGTGCCA	UpstreamP1_CTCF	40
chr8	106945388	106945538	id-99833	1.03e-06	+	GTGTAATTTTACAAAAATACCAGCAGATGTTGCTA	UpstreamP1_CTCF	39
chr8	106952312	106952462	id-99834	1.31e-05	+	AGTATTGGCTGGAATTTGGCCACAAGATGGAGTGG	V_CTCF_BR	35
chr8	107016702	107016852	id-99835	1.59e-06	+	GAGCCAGAAAACAAAACTGCCAACAGGTGGCACTA	V_CTCF_BR	40
chr8	107093339	107093489	id-99836	6.51e-07	-	CGCGTACTACACTGCTTCTCCACTAGGGGTCCCAG	Upstream_CTCF	40
chr8	107110148	107110298	id-99837	2.53e-05	-	TTTGGTCACTGCCATATCCACACTAGGGGTCACCC	V_CTCF_BR	10
chr8	107151738	107151888	id-99838	1.01e-05	+	TATGAAAGTTTTAATTTAGTCACCAGAGGGAGCTA	Upstream_CTCF	29
chr8	107163906	107164056	id-99839	9.29e-06	-	GCTGTTCATATGTCACTTACCACTAGAGGGGACAT	Upstream_CTCF	12
chr8	107171455	107171605	id-99840	1	+	NA	NONE	21
chr8	107205479	107205629	id-99841	2.96e-05	-	AAAAATTAGTTTTTCCCCACCACTAGAGGGAGTAA	V_CTCF_BR	39
chr8	107227517	107227667	id-99842	1	+	NA	NONE	6
chr8	107281970	107282120	id-99843	1	+	NA	NONE	3
chr8	107282503	107282653	id-99844	1.99e-07	-	CAAACTTACTTGCGGGTCGCCAGGAGGGGGCTGCG	V_CTCF_BR	39
chr8	107439667	107439817	id-99845	1	+	NA	NONE	40
chr8	107459095	107459245	id-99846	1	+	NA	NONE	8
chr8	107513352	107513502	id-99847	1	+	NA	NONE	2
chr8	107534149	107534299	id-99848	2.6e-06	-	TTTAAATGCACTTACTTGGCCACAAGAGGGCTCCT	V_CTCF_BR	40
chr8	107542570	107542720	id-99849	1	+	NA	NONE	6
chr8	107548503	107548653	id-99850	1	+	NA	NONE	8
chr8	107589942	107590092	id-99851	2.46e-08	+	AGCCACCTGCTAGGCCCTGCCAGTAGGGGGCTCCA	V_CTCF_BR	40
chr8	107604120	107604270	id-99852	8.16e-07	-	AAGGAAAACGATGTATCAGGCAGCAGGGGGCAGCA	V_CTCF_BR	39
chr8	107606993	107607143	id-99853	8.64e-05	-	GATGTAGTACTTGCCCTTACAGACAAGGGGCATTG	Upstream_CTCF	24
chr8	107630168	107630318	id-99854	8.16e-07	+	CTCTGAATCTTGCACACTGCCACCAGGGGTCAGGG	V_CTCF_BR	27
chr8	107717407	107717557	id-99855	1.15e-07	+	ATGCAGTATGAGTGCATCACCAGTAGATGACACTA	UpstreamP1_CTCF	39
chr8	107773592	107773742	id-99856	7.84e-05	-	AGCCCAGTGGGCAACTTGAAAGGGAGATGGCAGCA	V_CTCF_BR	8
chr8	107775391	107775541	id-99857	2.27e-05	+	TTCAAAAAAGAAATGACATCCACTAGATGGCGAAC	V_CTCF_BR	40
chr8	107777586	107777736	id-99858	1	+	NA	NONE	40
chr8	107845732	107845882	id-99859	4.7e-06	-	CCTCACATAACATGAGAGACCACCAGGTGTCAGTG	V_CTCF_BR	38
chr8	107858236	107858386	id-99860	5.51e-07	-	CTCCCACTTCTATTCATGGCCACCTGGTGGCAGGC	V_CTCF_BR	40
chr8	107868840	107868990	id-99861	6.94e-09	-	GATGCAATTCTGACTATGTCCTCAAGATGGCAGGC	Upstream_CTCF	40
chr8	107966059	107966209	id-99862	9.27e-07	-	TTGCATGCCCTAACAATGAACAGCAGATGGTACTA	UpstreamP1_CTCF	16
chr8	108025197	108025347	id-99863	1.83e-05	+	AGATGATGGCAGTTTTTACCCAGTTGGTGGCAGTG	V_CTCF_BR	11
chr8	108080980	108081130	id-99864	1.23e-05	+	ATGTAACATAATCTGGGAGCCACCAGATGTCGTAC	UpstreamP1_CTCF	38
chr8	108116944	108117094	id-99865	2.91e-05	+	TCTGCTGTGCCTATGTTGTCCTATAGGATTCAAAG	Upstream_CTCF	3
chr8	108128894	108129044	id-99866	7.02e-05	+	GTTTAGAGCAGCTCTGTGACCACTAGGAGATGAGA	UpstreamP1_CTCF	16
chr8	108245441	108245591	id-99867	1	+	NA	NONE	16
chr8	108291217	108291367	id-99868	5.13e-05	-	GGTTGAGGAGATGCTATGTCCACTGGAAGGAGCTC	V_CTCF_BR	25
chr8	108313858	108314008	id-99869	2.81e-05	-	AAATGTAGGAGTGGAGTGGGCACAGGAGGGAGGAC	V_CTCF_BR	1
chr8	108344605	108344755	id-99870	1	+	NA	NONE	6
chr8	108372201	108372351	id-99871	1	+	NA	NONE	4
chr8	108376435	108376585	id-99872	1	+	NA	NONE	14
chr8	108508147	108508297	id-99873	1.26e-05	-	ATAGTTATTCTACTTTTGTCCACTAGGGACTGAAC	Upstream_CTCF	39
chr8	108509308	108509458	id-99874	1.41e-05	+	TTGCAATTGCAAACACTGCCCCCCTGGAGCAAAAG	UpstreamP1_CTCF	36
chr8	108511767	108511917	id-99875	2.55e-06	+	GATGTAATTCACAGAGCTGGCAAGTGATGGCGCCA	Upstream_CTCF	40
chr8	108544590	108544740	id-99876	4.68e-07	-	GTAGCCACAGTCTGAAGATCCAGCAGAGGGAGCCC	V_CTCF_BR	40
chr8	108612276	108612426	id-99877	4.01e-05	+	GTTGCAGGTCCTCTAGTGGCTGACAGGTGTATCGA	Upstream_CTCF	20
chr8	108706865	108707015	id-99878	1.64e-05	-	GTTCTTTCTCTTCCTGCAGCCAATAGAGGGAGACC	V_CTCF_BR	7
chr8	108718338	108718488	id-99879	3.42e-05	-	CCTGCCCATCTGCATGCTCCCCCTAGGGGTTTGAG	Upstream_CTCF	22
chr8	108767901	108768051	id-99880	6.51e-07	-	GGTGCGCCGCTGCTCAAAACCCCTAGGGGGAGCAG	Upstream_CTCF	29
chr8	108792118	108792268	id-99881	1.26e-07	-	ATAGCACTCTGAAATCTAGCCAGTAGAGGGCAGTC	V_CTCF_BR	38
chr8	108793853	108794003	id-99882	7.07e-08	-	CACTAGGAATCGGTGTGCACCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr8	108825747	108825897	id-99883	2.43e-06	+	TGCCTTATACTATGACCAGCCACTAGATGGCAAAG	V_CTCF_BR	40
chr8	108910668	108910818	id-99884	1.64e-05	-	GATGACCCAGAGATTAGCAACAGCAGGAGGCACTA	V_CTCF_BR	11
chr8	108912925	108913075	id-99885	3.71e-05	-	GGTGTGAGGCTGCAGAACACCGCTGGAGGACGGAC	Upstream_CTCF	2
chr8	108920676	108920826	id-99886	8.21e-06	+	AAATAAATGCACAATTCTACCACAAGGGGGCAATA	V_CTCF_BR	37
chr8	109042417	109042567	id-99887	1	+	NA	NONE	3
chr8	109063539	109063689	id-99888	8.34e-07	+	TTGAGGTTTTGCAGTTCCACCAGCAGGGGGAAAAA	UpstreamP1_CTCF	39
chr8	109085495	109085645	id-99889	6.05e-06	-	AGCAATGAAAACACATGGACCAATAGAGGGCACAC	V_CTCF_BR	40
chr8	109090966	109091116	id-99890	1	+	NA	NONE	0
chr8	109092775	109092925	id-99891	1.64e-06	+	CATGCAGTATCCCTTCTGGCCGCAGGAGTGCTGTA	Upstream_CTCF	40
chr8	109095803	109095953	id-99892	1	+	NA	NONE	23
chr8	109258096	109258246	id-99893	7.54e-08	-	CTGCAGTTTCAGGCAGCAGCCGCTGGGGGGTCTTG	UpstreamP1_CTCF	40
chr8	109278800	109278950	id-99894	1.48e-06	-	CTGAAATTTGAACCGATTGCCACCAGGGGAAGTAG	UpstreamP1_CTCF	40
chr8	109286670	109286820	id-99895	1	+	NA	NONE	9
chr8	109293397	109293547	id-99896	2.31e-06	+	TATGCAGCCTTCAGAACAGCCGCTAGTGGTCACTG	Upstream_CTCF	22
chr8	109299438	109299588	id-99897	1.39e-05	+	CTTTCTCATTGAAATCTAACCAAAAGGTGGCGGTA	V_CTCF_BR	35
chr8	109508897	109509047	id-99898	1	+	NA	NONE	28
chr8	109564419	109564569	id-99899	1.73e-05	+	CCAACATCATACTGAATGACCAAAAGGTGGAAGCA	V_CTCF_BR	1
chr8	109568139	109568289	id-99900	1	+	NA	NONE	29
chr8	109575513	109575663	id-99901	1	+	NA	NONE	7
chr8	109577836	109577986	id-99902	1	+	NA	NONE	2
chr8	109588911	109589061	id-99903	3.81e-05	+	ACCCATGATATGGACATTCACAGAAGAGGGCGACA	V_CTCF_BR	4
chr8	109594905	109595055	id-99904	9.39e-07	+	CATGCAATACTTACCTTCACCAAGAGAGGACTGGC	Upstream_CTCF	6
chr8	109622986	109623136	id-99905	7.73e-05	+	GAATAAGTTGTATGAGAGGCCACTAGAGGGTTTTG	Upstream_CTCF	3
chr8	109708104	109708254	id-99906	2.43e-06	-	GGTGATAAAAGTGGATTTAACAGCAGAGGGCAGAG	V_CTCF_BR	7
chr8	109716145	109716295	id-99907	4.65e-06	-	TTATACTTCTGCCAATATTCCAGAAGGGGGCAGCA	UpstreamP1_CTCF	40
chr8	109735264	109735414	id-99908	7.54e-08	+	CTGCAGTGAGCTCATTTGACCCTTAGAGGGAGCTC	UpstreamP1_CTCF	40
chr8	109746466	109746616	id-99909	1	+	NA	NONE	18
chr8	109900171	109900321	id-99910	7.11e-06	+	CAGTCTACACCTGTAGCTGCCACCAGAGGTCCCTA	Upstream_CTCF	29
chr8	109902692	109902842	id-99911	1.72e-06	+	AAAGTAGTACATAAAGTGACCACATGGTGTCAGGA	Upstream_CTCF	39
chr8	109930737	109930887	id-99912	6.74e-08	+	TCTGTAATATCCACTGTAGCCAGAAGATGTCAGTC	Upstream_CTCF	40
chr8	109978145	109978295	id-99913	1	+	NA	NONE	1
chr8	110038273	110038423	id-99914	8.64e-05	+	AAATATCTACTGTGGATCACCACCAGAGGGGTGGA	Upstream_CTCF	3
chr8	110047236	110047386	id-99915	4.85e-07	-	CAGCATCTCTGGCTTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	6
chr8	110083379	110083529	id-99916	7.42e-09	+	CTCCTTCCACACCTCCCTGCCAGCAGAGGGAGCCA	V_CTCF_BR	11
chr8	110130959	110131109	id-99917	8.59e-05	+	ATTACTTGAGCCAGAGTTGGCTATAGGGGGAGCTA	V_CTCF_BR	14
chr8	110192358	110192508	id-99918	1	+	NA	NONE	13
chr8	110200892	110201042	id-99919	2.58e-05	+	AATGTAAAAATTAGTCCTGCCCCTAGGGGGATGAC	Upstream_CTCF	4
chr8	110225857	110226007	id-99920	8.17e-10	+	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	27
chr8	110235559	110235709	id-99921	2.83e-07	-	CAATCGTAACTGCTTCCTGCCAACAGGGGGCGCTG	V_CTCF_BR	39
chr8	110237550	110237700	id-99922	9.88e-07	+	ACTGTTGCTAGTCACATTACCAGCAGATGGAGACA	Upstream_CTCF	22
chr8	110245480	110245630	id-99923	2.6e-06	+	GAGTGATCACGGAGAAGGGCCACTTGGTGGAGCAG	V_CTCF_BR	7
chr8	110294483	110294633	id-99924	8.52e-08	-	ATGCAGTTTAACCTACAAGCCAGTAGATGGTGCTT	UpstreamP1_CTCF	39
chr8	110328500	110328650	id-99925	8.16e-07	-	GTCTTCAGACTGTCTGGAGCCAACAGGTGGCAGCA	V_CTCF_BR	38
chr8	110338182	110338332	id-99926	2.84e-05	-	CTGCAGTATCGAGTTTCATCCACACAGTGGTGCTA	UpstreamP1_CTCF	39
chr8	110345725	110345875	id-99927	1	+	NA	NONE	13
chr8	110359210	110359360	id-99928	2.6e-06	+	TTGATTATTCTGTTATCAGCCACAAGAGGGCACTT	V_CTCF_BR	40
chr8	110374603	110374753	id-99929	1.3e-07	+	ACAGCAGGGGCGGGGCAGGCCACGGGAGGGCGGCC	Upstream_CTCF	10
chr8	110378557	110378707	id-99930	4.7e-05	-	ACCGCTATTCTATTCTCTGCCTCTATAAGGCAGTA	Upstream_CTCF	14
chr8	110412066	110412216	id-99931	7.27e-06	-	ATTCCCCTACACGTATCTGCAGCCAGAGGGCAGTC	V_CTCF_BR	8
chr8	110421129	110421279	id-99932	1	+	NA	NONE	5
chr8	110463266	110463416	id-99933	2.27e-06	+	ATCTCCTAAGAGAGGCAGTACAGCAGGGGGCACCA	V_CTCF_BR	39
chr8	110532168	110532318	id-99934	1	+	NA	NONE	3
chr8	110564315	110564465	id-99935	3.22e-05	-	CAGTTCCTATCCTTCCTTGCAGCTAGGGGGCCATA	UpstreamP1_CTCF	39
chr8	110573974	110574124	id-99936	1.41e-06	+	TTACAGTTACTGTGAACAACCAGCAGAGGGTGCAG	UpstreamP1_CTCF	38
chr8	110651934	110652084	id-99937	3.18e-06	-	GAATGTAAGACATGTCCAACCAGCAGGGGGAAATC	V_CTCF_BR	36
chr8	110654855	110655005	id-99938	2.72e-06	-	GTACAGTACCCTCGGGAGGCCACCAGAGGCGTGAA	UpstreamP1_CTCF	25
chr8	110656863	110657013	id-99939	1.48e-06	+	GCGCCGCCGCTGCCGCCGTCCAGGAGGAGGCACCT	V_CTCF_BR	36
chr8	110664782	110664932	id-99940	1	+	NA	NONE	38
chr8	110678512	110678662	id-99941	6.37e-07	+	CAGCTTCTCCAGCCTCCACCCACTAGATGCCAGTA	UpstreamP1_CTCF	36
chr8	110702725	110702875	id-99942	1.11e-05	-	CTTTTATCTTCCCCAGTGTCCAGCAGGTAGTGCTA	Upstream_CTCF	2
chr8	110703951	110704101	id-99943	9.26e-05	+	CTGCAGAGACTCTGGGCTCCTGCCAGATGAGGGAG	UpstreamP1_CTCF	7
chr8	110731477	110731627	id-99944	3.29e-05	+	CATGACAAGCTCCATGACACCACTAGGGGTCTGGG	Upstream_CTCF	26
chr8	110732581	110732731	id-99945	3.8e-07	-	CCTGTAACTTTAAGATTTACCACATGAGGGCAGGG	Upstream_CTCF	37
chr8	110747594	110747744	id-99946	9.06e-08	+	TAGCATTACTACATAATAACCACTAGATGGCAGGA	UpstreamP1_CTCF	40
chr8	110884414	110884564	id-99947	1	+	NA	NONE	3
chr8	110966008	110966158	id-99948	4.44e-06	+	TTGTAATTTGGGCTGAAATCCAGTAGATGGTGCTT	UpstreamP1_CTCF	31
chr8	110986715	110986865	id-99949	1.73e-06	-	GCGCACTCCCGGCTCCCTAGCGGCAGGAGGAGGAA	UpstreamP1_CTCF	30
chr8	111038823	111038973	id-99950	1	+	NA	NONE	26
chr8	111059972	111060122	id-99951	2.81e-05	+	CTATTAACACAAAATTCTGTCACTAGGTGGCTCCA	V_CTCF_BR	32
chr8	111072698	111072848	id-99952	6.43e-06	-	CCGTGCCCCGCTGCTCAAACCTCTAGGGGGAGCAT	V_CTCF_BR	32
chr8	111151226	111151376	id-99953	1.18e-05	+	AAGCAGTTCCTTTCTTTGATCACAGGAGAGCACTG	UpstreamP1_CTCF	12
chr8	111222912	111223062	id-99954	1	+	NA	NONE	4
chr8	111365507	111365657	id-99955	9.4e-06	+	GTGATCTATATTTATTTTACCAGTAGGTGCCAGTC	UpstreamP1_CTCF	17
chr8	111365970	111366120	id-99956	1	+	NA	NONE	4
chr8	111367142	111367292	id-99957	8.71e-06	+	ATCAGCTGGCTGACCACAGCCTCAAGTTGGCAGTT	V_CTCF_BR	17
chr8	111571892	111572042	id-99958	1.55e-05	+	GGTTGCACTGCAGCTCAAACCTCTAGGGGGAGCAT	V_CTCF_BR	30
chr8	111610825	111610975	id-99959	1	+	NA	NONE	6
chr8	111668427	111668577	id-99960	3.1e-07	-	GTGTAGTTCAGGCTGCCACACAGTAGGTGGCCCTT	UpstreamP1_CTCF	7
chr8	111690687	111690837	id-99961	1	+	NA	NONE	6
chr8	111746291	111746441	id-99962	1	+	NA	NONE	5
chr8	111777839	111777989	id-99963	1	+	NA	NONE	0
chr8	111834429	111834579	id-99964	1.55e-07	+	CTGTCACGCCCGGATAGGGCCACTAGAGGGATCCT	UpstreamP1_CTCF	38
chr8	111842554	111842704	id-99965	1	+	NA	NONE	17
chr8	111842821	111842971	id-99966	1.46e-07	+	TTGTAATATCACTTTCCCTCCACCAGATGTCACTG	UpstreamP1_CTCF	36
chr8	111844740	111844890	id-99967	1.64e-05	-	AATGTGGCAAAATTACTGTACTCTAGGGGGAGCCC	V_CTCF_BR	38
chr8	111847028	111847178	id-99968	1	+	NA	NONE	17
chr8	111848467	111848617	id-99969	3.56e-05	+	TCTACAATGCCACAGTTAGACAACAGGGGAAGTAA	Upstream_CTCF	13
chr8	111906855	111907005	id-99970	1	+	NA	NONE	21
chr8	111914514	111914664	id-99971	3.63e-05	+	GAAATATGGCTGATACTGAACTGTAGATGGCAACA	V_CTCF_BR	11
chr8	111989307	111989457	id-99972	4.31e-07	+	TTATTTAGGTGACTCCTGTCCACCAGAGGGAGGTC	V_CTCF_BR	3
chr8	111993033	111993183	id-99973	2.5e-05	+	ATGTCATATATCCCATATGCCAATAGGTGCCACCA	UpstreamP1_CTCF	3
chr8	112010473	112010623	id-99974	1	+	NA	NONE	0
chr8	112112895	112113045	id-99975	1.15e-07	+	CTGTCACGCCTGGAAAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	30
chr8	112152608	112152758	id-99976	4.88e-05	+	GGTCACTGCACCTGTATTTTCATTAGGGGGCACCA	UpstreamP1_CTCF	13
chr8	112167370	112167520	id-99977	8.59e-05	+	AACAGGTTCTCTCCTAGAACCTCCAGAGGGAGTGT	V_CTCF_BR	1
chr8	112200476	112200626	id-99978	1	+	NA	NONE	0
chr8	112248694	112248844	id-99979	8.46e-07	+	GGAGTCCTTCCAAGAGAGGGCTGTAGAGGGCAGAG	Upstream_CTCF	29
chr8	112265489	112265639	id-99980	5.51e-07	-	CAGTTGGCAGCACGTTTTGTCAGCAGAGGGCACTG	V_CTCF_BR	28
chr8	112334263	112334413	id-99981	3.56e-05	-	GCTGTAGTAATTCACATTCCCACCAGCAGTGTATG	Upstream_CTCF	3
chr8	112370470	112370620	id-99982	1.5e-05	-	ACTTCTGCTTACCTTTTGCCCTCAAGAGGGAGTTC	Upstream_CTCF	16
chr8	112376530	112376680	id-99983	5.34e-06	+	TGCTCCTCTTTTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	14
chr8	112428452	112428602	id-99984	3.67e-07	+	GTGTAATTCAGGCTATGACCCTGTAGGTGGCACTT	UpstreamP1_CTCF	21
chr8	112437784	112437934	id-99985	3.41e-07	+	GCTGTAGTGTTTTTCTCTGCCAGGTGAGGGCGATA	Upstream_CTCF	22
chr8	112439434	112439584	id-99986	2.01e-05	+	CTATACCTGCAGAACATGACCACTAGGTGGTATTT	UpstreamP1_CTCF	16
chr8	112456556	112456706	id-99987	8.76e-09	+	CTGCAATAAGCCGGAATGGCCACTGGAGGTCAGGA	UpstreamP1_CTCF	37
chr8	112758384	112758534	id-99988	1	+	NA	NONE	6
chr8	112809558	112809708	id-99989	1.26e-05	-	GATGTTAGACCAGATTTTGTCACATGGTGGCAGCA	Upstream_CTCF	39
chr8	112829301	112829451	id-99990	7.73e-06	+	AGCAAATTCTCCCCTAGAACCTCCAGAGGGAGCAT	V_CTCF_BR	2
chr8	112870518	112870668	id-99991	3.11e-05	+	AGGCCCTGTAATGCCACAATCAGCAGGTGGCATAA	V_CTCF_BR	1
chr8	112946727	112946877	id-99992	1.21e-06	+	GTGTAATATTTGTATGTGACCACTAGATAGAGCTA	UpstreamP1_CTCF	20
chr8	112976548	112976698	id-99993	2.47e-07	+	TTGTAGTTTGGGCTGCAATCCAGTAGATGGCACTT	UpstreamP1_CTCF	35
chr8	113057702	113057852	id-99994	6.86e-07	+	GATGCATTCTCTCCCAGAACCTCCAGAGGCAGCAC	Upstream_CTCF	9
chr8	113147080	113147230	id-99995	6.43e-06	-	AGCAACTAACTCCCTCTGACCTGGTGGTGGCGGTA	V_CTCF_BR	4
chr8	113386933	113387083	id-99996	3.81e-05	-	TAACTGTATTTTTCAAAAACCACAAGGTGGCAACC	V_CTCF_BR	5
chr8	113408699	113408849	id-99997	1	+	NA	NONE	7
chr8	113475616	113475766	id-99998	1	+	NA	NONE	20
chr8	113477359	113477509	id-99999	7.27e-06	-	TGAAAGTTGCAGTAATTCACCACGAGGGGGCATTA	V_CTCF_BR	34
chr8	113774251	113774401	id-100000	2.27e-06	+	AGATGCTTTGCGTAAGTCACCACCAGATGGCATTC	V_CTCF_BR	36
chr8	113813440	113813590	id-100001	1.38e-07	+	TGGCTCTACTATGAATACACCAGCAGAGGGCAGTG	UpstreamP1_CTCF	39
chr8	113819164	113819314	id-100002	7.61e-08	+	CCTGTTGCCTCTGGCCAGACCACCAGGTGGCCCAC	Upstream_CTCF	29
chr8	114076825	114076975	id-100003	1	+	NA	NONE	3
chr8	114080087	114080237	id-100004	9.31e-05	-	AGTGCAATTATGTTTCAAACCACCAGGGCACATTT	Upstream_CTCF	21
chr8	114184080	114184230	id-100005	1.83e-05	-	GTAGGCCCTCCCATTCTTTCCTCTGGAGGGAGCAC	V_CTCF_BR	32
chr8	114210913	114211063	id-100006	1.95e-07	-	GCTGCAGTTTCCAAAATGGTCAGTAGAGAGCTTCA	Upstream_CTCF	12
chr8	114214620	114214770	id-100007	1.22e-07	+	CTACAATTACTTGATTAGGCCTCCAGGGGGCACTC	UpstreamP1_CTCF	32
chr8	114239841	114239991	id-100008	4.01e-05	-	GGAAAAGCAAGCATCTTCTTCACAAGGTGGCAGGA	V_CTCF_BR	23
chr8	114263182	114263332	id-100009	1	+	NA	NONE	0
chr8	114384688	114384838	id-100010	2.27e-06	+	AAATGAAGCAGGCATGCAGCCAGTAGGGGGAGTCC	V_CTCF_BR	32
chr8	114390959	114391109	id-100011	3.1e-07	-	CAGTATTTCTAGCCTCTATCCACTAGATGCCAGTA	UpstreamP1_CTCF	22
chr8	114444940	114445090	id-100012	1.83e-05	+	GCACTTCTACTTCATCGTGACAGCAGTGGTCGCAG	V_CTCF_BR	1
chr8	114450031	114450181	id-100013	2.17e-09	-	ACGGGCGGCTCGGAGACGGCCAGTAGATGGCGCAA	V_CTCF_BR	39
chr8	114478797	114478947	id-100014	8.99e-05	+	TTGGTTAATATATGTCCCTCCAGTAGGGGGTATTC	V_CTCF_BR	15
chr8	114501583	114501733	id-100015	2.04e-05	+	TGACACTGCAGCCTTTTCATCAGTAGAGGGTACCC	V_CTCF_BR	11
chr8	114829776	114829926	id-100016	3.79e-08	+	GTGCAGTTCAATCTAAAAGCCAGTAGATGGTACTT	UpstreamP1_CTCF	4
chr8	114846866	114847016	id-100017	7.49e-05	-	CCATCTCACTATGCAATCCCAGCAAGAGGGCACTC	V_CTCF_BR	1
chr8	114992547	114992697	id-100018	9.39e-07	-	GCTGCACTGTGTACATTCTCCTGCGGGTGGCCAGG	Upstream_CTCF	4
chr8	114993124	114993274	id-100019	5.12e-07	-	TTGTAGTTTAGGCTGCTATCCCGCAGATGGCACTT	UpstreamP1_CTCF	5
chr8	115023787	115023937	id-100020	1	+	NA	NONE	0
chr8	115059282	115059432	id-100021	2.11e-06	-	AAATATTTTAAGAGACTAACCACAAGATGGCAGCG	V_CTCF_BR	27
chr8	115103164	115103314	id-100022	3.36e-05	-	TTGAGACAACACAACACTGCCATTAGATGGCACTC	UpstreamP1_CTCF	20
chr8	115146816	115146966	id-100023	3.63e-06	+	TGGTGGGGCCTCCCTTTGGCCACTTGGTGGCATAC	V_CTCF_BR	2
chr8	115183147	115183297	id-100024	1.81e-06	-	CTGGGTATGCTCACAGTCACCCCAAGGTGGCAGTG	Upstream_CTCF	25
chr8	115239153	115239303	id-100025	1	+	NA	NONE	0
chr8	115242389	115242539	id-100026	2.41e-08	-	CTGTAGTTTACCATGACTGCCACTAGATGGTAATC	UpstreamP1_CTCF	28
chr8	115466801	115466951	id-100027	1.64e-07	-	GAGGTAATTCTACAGATTACCACTAGAGGACAGAA	Upstream_CTCF	39
chr8	115631353	115631503	id-100028	2.77e-07	-	ATGCAGTGTATCGTTATTGTCACTAGAGGGAAATC	UpstreamP1_CTCF	25
chr8	115801517	115801667	id-100029	3.4e-06	-	TATGTACTTCACTATACTGTCAGAAGAGGGTGCAC	Upstream_CTCF	28
chr8	115806876	115807026	id-100030	1	+	NA	NONE	1
chr8	115857533	115857683	id-100031	2.68e-05	-	CATGTTATGTTGTCATAAACCTCAGGAGGGAGCTG	Upstream_CTCF	27
chr8	115858945	115859095	id-100032	1.55e-05	+	CGTCCAGAGCAGGCTTCAGCCACCAGAGAGAGCCC	V_CTCF_BR	35
chr8	115916487	115916637	id-100033	1	+	NA	NONE	6
chr8	115928864	115929014	id-100034	1	+	NA	NONE	0
chr8	116089057	116089207	id-100035	4.99e-07	-	TCAGTATTTTGAATAAGCTCCAGTAGATGGCGGAA	Upstream_CTCF	40
chr8	116111641	116111791	id-100036	7.91e-05	-	CACCAGTTTATCCTGTCAGCAAAAAGGTGGCAGTG	UpstreamP1_CTCF	12
chr8	116128004	116128154	id-100037	5.92e-05	-	TGAGATGAGATGTTTCCATCCACTGGGTGTCACTG	V_CTCF_BR	24
chr8	116140160	116140310	id-100038	5.08e-05	+	ATTCCATTTCTTTTAATGGCCATCAAGGGGCAGTG	UpstreamP1_CTCF	27
chr8	116151615	116151765	id-100039	1.31e-05	-	TCCCCAATCCTGTTTCTCACCACTGGGTGGAGCCT	V_CTCF_BR	11
chr8	116167117	116167267	id-100040	1	+	NA	NONE	6
chr8	116286405	116286555	id-100041	1.54e-05	-	TTGCTGACATCCGTGCTCACCTCAAGGTGGAGACT	UpstreamP1_CTCF	33
chr8	116334114	116334264	id-100042	1	+	NA	NONE	9
chr8	116383243	116383393	id-100043	1.17e-05	+	CCTAATTTGGAGACACCTCCCAGTAGGGGGCGACT	V_CTCF_BR	14
chr8	116411846	116411996	id-100044	1	+	NA	NONE	11
chr8	116419761	116419911	id-100045	6.21e-06	-	ATGGCAATGCCCTTGCTTTGCAGCTGGAGGCAATG	Upstream_CTCF	10
chr8	116422206	116422356	id-100046	3.73e-06	+	TCTTTACTCCACATTTCCACCACTGGATGGCAGAT	Upstream_CTCF	30
chr8	116506601	116506751	id-100047	1	+	NA	NONE	2
chr8	116549195	116549345	id-100048	1	+	NA	NONE	17
chr8	116599241	116599391	id-100049	2.6e-07	+	GAGGGCCCCAGACTTCTCTCCGCCAGCTGGCGCCC	V_CTCF_BR	32
chr8	116618194	116618344	id-100050	1	+	NA	NONE	8
chr8	116662199	116662349	id-100051	1	+	NA	NONE	29
chr8	116670598	116670748	id-100052	1	+	NA	NONE	10
chr8	116879564	116879714	id-100053	4.88e-05	+	GCCAAGATCCGAAAGCACAACTCTAGGGGGTGCTG	V_CTCF_BR	2
chr8	116948875	116949025	id-100054	1	+	NA	NONE	2
chr8	116962473	116962623	id-100055	1	+	NA	NONE	11
chr8	117005057	117005207	id-100056	8.5e-06	-	ACTGTTATTTCTCTTCCCACCTCTTGGTGCAGACA	Upstream_CTCF	13
chr8	117030670	117030820	id-100057	7.17e-05	+	TCAGGATTGCCACCACCAGAAGCTAGGAGGAGACA	Upstream_CTCF	4
chr8	117115306	117115456	id-100058	2.19e-05	-	CCTGAGCTCCCATCAACTTCCTCACGGGGGCATGA	Upstream_CTCF	5
chr8	117169565	117169715	id-100059	1	+	NA	NONE	7
chr8	117242570	117242720	id-100060	4.43e-05	-	CTCCCATTTGCTGTGTCTCTCTCCAGGTGGAGCTC	V_CTCF_BR	12
chr8	117331781	117331931	id-100061	3.1e-07	-	TTGCAACTCCATCCATGTCCCTGCAGAGGGCATGA	UpstreamP1_CTCF	24
chr8	117356433	117356583	id-100062	1	+	NA	NONE	6
chr8	117366814	117366964	id-100063	2.97e-06	-	GTTGGTTCTGCTTTTTTTGCCAGTAGGTGGTACTA	V_CTCF_BR	20
chr8	117385317	117385467	id-100064	2.89e-07	-	GAGGCTGTACCTCACAAAGCCACAGGGTGGAGCTG	Upstream_CTCF	9
chr8	117460250	117460400	id-100065	5.41e-07	-	TTGCAATTACACTCTTCCACCACTAGATGCTATAC	UpstreamP1_CTCF	39
chr8	117560638	117560788	id-100066	2.04e-05	+	GACCTTCCCCTCCCAACAACCACATGAGGGCATAC	V_CTCF_BR	40
chr8	117626648	117626798	id-100067	4.48e-07	+	TGTGTAGTTACTGATGCCGGCAGGAGGGGCCAGCT	Upstream_CTCF	3
chr8	117636236	117636386	id-100068	6.43e-06	-	TGGACAGGTAAAGAAAGAGACGGTAGGGGGCACAG	V_CTCF_BR	20
chr8	117651235	117651385	id-100069	1.39e-05	-	ATTGACTAAAGCTAACCCACCCCTAGGTGGCAGGA	V_CTCF_BR	31
chr8	117671706	117671856	id-100070	1.1e-05	-	TTTAAAAAATTTAGCATATGCAGCAGGGGGCACCA	V_CTCF_BR	26
chr8	117705995	117706145	id-100071	1.83e-05	-	CCGACTCTACACAAAATAGCCACGTGGTGGTGCAC	V_CTCF_BR	31
chr8	117715452	117715602	id-100072	2.46e-08	+	CCAGAAGACCGGGACAGGGCCACTAGAGGGCTCCC	V_CTCF_BR	34
chr8	117722188	117722338	id-100073	1.18e-05	-	CTGTAAGGAATCTGTGTGAACGCTGGGTGCCACTC	UpstreamP1_CTCF	31
chr8	117728015	117728165	id-100074	1	+	NA	NONE	35
chr8	117746711	117746861	id-100075	1	+	NA	NONE	18
chr8	117778496	117778646	id-100076	3.56e-05	-	ACCGCTGGGGTGCGCGATTCCGCACGGGGGCGCAC	Upstream_CTCF	40
chr8	117778902	117779052	id-100077	1.28e-06	+	CGGCGCTGCGGGGCCGCATCCAGCTGCGGGAGCAG	V_CTCF_BR	11
chr8	117779568	117779718	id-100078	8.56e-05	-	CTTTACTGGCCATGAGGGAGCAGTATGTGGCATAT	UpstreamP1_CTCF	27
chr8	117800714	117800864	id-100079	3.88e-06	+	GGAGGATACTTTGTTTTGGCCCCTAGAGGGAGCGC	V_CTCF_BR	40
chr8	117840330	117840480	id-100080	1	+	NA	NONE	7
chr8	117845268	117845418	id-100081	2.67e-06	+	AGGGCACCTCCAGGAACAGCCACAGGGAGGCTGCT	Upstream_CTCF	7
chr8	117848263	117848413	id-100082	8.98e-06	-	ATGCTTGTACAAATTTCAACCAGCAGGGGATCCTG	UpstreamP1_CTCF	39
chr8	117852124	117852274	id-100083	3.24e-06	+	GCATTTCTACCCTCCTTAACCACCAGGGGTCCAGG	Upstream_CTCF	32
chr8	117863505	117863655	id-100084	1.04e-07	+	CTCTTATTGACAACTCTTACCACCAGAGGGCACAG	V_CTCF_BR	39
chr8	117886453	117886603	id-100085	2.11e-08	-	CTGCAGGTCCATCTCACGTCCCCCAGGAGGCCGGG	UpstreamP1_CTCF	17
chr8	117886612	117886762	id-100086	5.17e-06	-	GCTGCCACCCTCCCGGCGCCCAAGCGGCGGCGCCA	Upstream_CTCF	14
chr8	117899845	117899995	id-100087	1.64e-07	-	GGTGCAATGTTAGGCTTTGTCAACAGAGGGCAGAA	Upstream_CTCF	40
chr8	117920321	117920471	id-100088	2.1e-06	-	CCTGTAATATTAGGAAAGACCTGCAGGATGCAGTA	Upstream_CTCF	37
chr8	117924983	117925133	id-100089	2.97e-06	-	CCTGACTGGATGAGATCCCCCAGTAGAGGTCGCCA	V_CTCF_BR	37
chr8	117939546	117939696	id-100090	6.98e-07	+	GTGTCTTTTGTTTTTCTGGACAGCAGGGGGCTCCC	V_CTCF_BR	38
chr8	117950569	117950719	id-100091	1.71e-06	-	AGCCGTCGTCTGAGGTCCTCCAGCAGCGGGCTGGC	V_CTCF_BR	17
chr8	117966368	117966518	id-100092	1.04e-05	+	GATGGTAATATCATTTATGACAGTAGAGGGCACCA	V_CTCF_BR	25
chr8	118031637	118031787	id-100093	4.14e-05	-	TTGTAATAGGACAAATGAAACAATAGAGGGAGCAT	UpstreamP1_CTCF	20
chr8	118050232	118050382	id-100094	1.17e-05	-	ATTTAGATACCACATTCGGCCTCAGGATGGCAGTC	V_CTCF_BR	39
chr8	118057049	118057199	id-100095	1.96e-08	-	GGCAGAAGGCGCCTTCTCGCCACAAGATGGCAGCA	V_CTCF_BR	40
chr8	118095355	118095505	id-100096	8.46e-07	-	CGTGCACTTTTCATTGCCTCCACCTGGGAGTGACA	Upstream_CTCF	36
chr8	118184709	118184859	id-100097	2.91e-05	+	GCTTCTTTATCAACAGCAGCCAGCCGGGACAGCCA	Upstream_CTCF	2
chr8	118248189	118248339	id-100098	7.27e-06	-	GTGGTCACACCAAAGCCAGCAGCCAGGGGGAGCAA	V_CTCF_BR	40
chr8	118316470	118316620	id-100099	2.6e-07	-	TGTGGAGAGCGTGGGGGAACCACTAGATGGCAGGA	V_CTCF_BR	40
chr8	118340600	118340750	id-100100	1	+	NA	NONE	20
chr8	118341291	118341441	id-100101	1.15e-07	+	GACTTAATTTCCAGTGTGGCCACAAGATGGCACTA	V_CTCF_BR	40
chr8	118342476	118342626	id-100102	2.46e-06	-	CTGTCTTTCTTCCCAGCTGTCGGCAGGGGGAGCTC	UpstreamP1_CTCF	40
chr8	118404127	118404277	id-100103	2.27e-05	+	AAACCACTTCACCATTCCAACAGAGGAGGGCAGCC	V_CTCF_BR	26
chr8	118426696	118426846	id-100104	2.2e-06	-	CAAGGTGTTACATATGAGGCCAACAGAGGGAGCAA	Upstream_CTCF	38
chr8	118465073	118465223	id-100105	1.27e-06	+	AAGTAATGACCATGTGCCAGCAGTAGGGGACACTC	UpstreamP1_CTCF	27
chr8	118486661	118486811	id-100106	3.65e-05	+	GAGTTTTAAAGCTCAGACTCCAGTGGAGGGAGCTC	UpstreamP1_CTCF	40
chr8	118605404	118605554	id-100107	1	+	NA	NONE	30
chr8	118627688	118627838	id-100108	1	+	NA	NONE	39
chr8	118658738	118658888	id-100109	1	+	NA	NONE	4
chr8	118662705	118662855	id-100110	1	+	NA	NONE	6
chr8	118671018	118671168	id-100111	1	+	NA	NONE	0
chr8	118773407	118773557	id-100112	1.7e-05	-	TGTGTGGTTAACGCAAGCACCTGTAGAGGCAGCAT	Upstream_CTCF	10
chr8	118773853	118774003	id-100113	1	+	NA	NONE	6
chr8	118777623	118777773	id-100114	4.1e-06	-	CCGGCACTTCTCCACCTAGTCCCTAGGGGATGCTC	Upstream_CTCF	29
chr8	118874402	118874552	id-100115	9.06e-08	+	ATGCAGCCACGCAATTCAACCAGTAGATGGGGCAC	UpstreamP1_CTCF	39
chr8	118875886	118876036	id-100116	2.43e-06	+	CCTGTGCTTACCCTGCCCGGCTCCAGATGGCTCCA	Upstream_CTCF	33
chr8	118896582	118896732	id-100117	1.56e-06	+	CAGCTGTTAAAGTCTGCAGCCACTTGGAGGTGCTG	UpstreamP1_CTCF	34
chr8	118897739	118897889	id-100118	2.96e-05	-	GGTATGTTACCATTTTGTACCTGTAGGAGGCACTG	V_CTCF_BR	36
chr8	118904788	118904938	id-100119	6.23e-05	-	ACTCTTCTCCACACAGCAGCCACCAGGGGAATCCT	UpstreamP1_CTCF	11
chr8	118916864	118917014	id-100120	5.72e-07	+	GGGTACTACCTGCCCCCCAACACCAGGTGGCTTCA	UpstreamP1_CTCF	13
chr8	118929957	118930107	id-100121	3.45e-05	+	GGTTCCATCCCAGAGGTAGCTGGTGGGTGGCGCTG	V_CTCF_BR	25
chr8	118946847	118946997	id-100122	7.15e-05	+	CCAGTTCACAGGAAGCCAGCCAGCTGGGTGCGCAA	V_CTCF_BR	6
chr8	118990049	118990199	id-100123	1	+	NA	NONE	11
chr8	118993453	118993603	id-100124	1	+	NA	NONE	6
chr8	119023417	119023567	id-100125	1	+	NA	NONE	9
chr8	119024164	119024314	id-100126	7.11e-06	+	GAAGGGGCTCCCAGCAGCAGCAGCAGGAGGAGCCC	Upstream_CTCF	14
chr8	119043582	119043732	id-100127	2.19e-05	+	CCCGCACCTGTAATCCCAGCCACTAGGGAGGCTGA	Upstream_CTCF	8
chr8	119086630	119086780	id-100128	3.4e-06	+	GGGCTGCTGAGCTGTGGTGCAGGCAGAGGGCGCGG	V_CTCF_BR	14
chr8	119120171	119120321	id-100129	2.19e-05	-	TTTGGTTTATGTTTAAAGACCACAAGGGGTCAGGA	Upstream_CTCF	28
chr8	119121124	119121274	id-100130	1	+	NA	NONE	36
chr8	119121999	119122149	id-100131	2.1e-05	-	CTGGAGCACCTTCTCGAGCCAAGTAGGTGACAGTA	UpstreamP1_CTCF	12
chr8	119125367	119125517	id-100132	3.63e-05	-	CACCCCGCTGGGGTTTTTGCAGCCTGAGGGAAGCC	V_CTCF_BR	15
chr8	119126186	119126336	id-100133	1	+	NA	NONE	22
chr8	119132925	119133075	id-100134	6.84e-06	-	GGTAGAGCTTCTGTATCTTCCACTAGGGGTCAGTA	V_CTCF_BR	40
chr8	119149307	119149457	id-100135	2.96e-05	-	CTTCATTTGCATAGAGTGAACACCAAGTGGCCAAT	UpstreamP1_CTCF	8
chr8	119152055	119152205	id-100136	1	+	NA	NONE	11
chr8	119167802	119167952	id-100137	1	+	NA	NONE	2
chr8	119356401	119356551	id-100138	1	+	NA	NONE	10
chr8	119362008	119362158	id-100139	9.27e-07	-	CAGGTGTGAGGCACAGTGCCCAGCAGGTGGCTCTT	UpstreamP1_CTCF	13
chr8	119364169	119364319	id-100140	1.48e-05	-	TTGCAAGGAACAGAAATCAACTCAAGGTGGCTTCA	UpstreamP1_CTCF	2
chr8	119427307	119427457	id-100141	1.55e-07	-	TGTGCAGTTGTTTTGAACTCCTCTAGGGGGAGCTT	Upstream_CTCF	40
chr8	119431410	119431560	id-100142	2.46e-08	-	ATTGACCCAGACCCCATAGCCAGCAGATGGCAGTA	V_CTCF_BR	40
chr8	119485349	119485499	id-100143	2.27e-05	-	GCCTGGCTCAGAGCTGATGCCAGAAGGAGGTGCTG	V_CTCF_BR	21
chr8	119515826	119515976	id-100144	1.38e-07	-	GTTGTAATCCCTTCTCCTGACTCCAGGTGGCGCTT	Upstream_CTCF	40
chr8	119522839	119522989	id-100145	2.41e-08	-	CTGTAATACCTAAATCTGACCAACAGGTGCCACTC	UpstreamP1_CTCF	40
chr8	119674729	119674879	id-100146	7.27e-06	+	ATGAATCGGTATGGCCCAACCACATGGGGGCGCAT	V_CTCF_BR	33
chr8	119685954	119686104	id-100147	2.47e-07	+	CAGCATCTATGGGGTGTGCCCACTAGATGCCAGTA	UpstreamP1_CTCF	11
chr8	119724760	119724910	id-100148	1.39e-05	-	GGACTTGCTGTGTGTCAGCCCTGCAGGAGGCGCTG	V_CTCF_BR	34
chr8	119755959	119756109	id-100149	1.12e-09	+	CTGTAATGTCAGCCCCATGCCAGCAGATGGCAGTC	UpstreamP1_CTCF	40
chr8	119776950	119777100	id-100150	5.41e-06	-	CATGTAAATGCAGGCATAGCCAGAAGGTGGAGTAT	Upstream_CTCF	22
chr8	119815246	119815396	id-100151	2.19e-05	+	AGTGACATTCACAATCTTTCCTGTAGGAGGGGAAG	Upstream_CTCF	11
chr8	119824261	119824411	id-100152	6.51e-05	+	GCACACAAGGTTCAGCAAACCACTGGGTGTCAGTA	V_CTCF_BR	31
chr8	119885440	119885590	id-100153	6.84e-06	+	CGTAGCCTTGGCAGAAGCTCCTCTAGGGGGCGAAG	V_CTCF_BR	9
chr8	119917507	119917657	id-100154	1.71e-06	+	TACTTAGAGCCTCTTTCCACCACCAGATGGAAGGA	V_CTCF_BR	22
chr8	119931900	119932050	id-100155	1	+	NA	NONE	17
chr8	119941958	119942108	id-100156	1.43e-05	-	AAATCTGTTCAACTAGCTTACACTAGATGGAGATA	Upstream_CTCF	27
chr8	119960977	119961127	id-100157	3.88e-06	+	CAAACAAAAAAAAACTTAACCACTAGGGGGAGGGA	V_CTCF_BR	32
chr8	119990101	119990251	id-100158	3.42e-05	-	CCTGGAAGGATTTGTGCAACCATAAGAGGGCAGCA	Upstream_CTCF	33
chr8	120018127	120018277	id-100159	1	+	NA	NONE	27
chr8	120035136	120035286	id-100160	2.1e-06	-	TAAGCAGTGCAAAGACTCTCCAACAGGAGGTGTTT	Upstream_CTCF	25
chr8	120082841	120082991	id-100161	1.3e-07	-	CTGTTATTTTCAAGGGAGACCACTAGAGGTCAGAA	UpstreamP1_CTCF	38
chr8	120098783	120098933	id-100162	2.66e-05	+	CCCAGATCTCCATCAAGAGCCACCAGGGAGCAGTA	V_CTCF_BR	36
chr8	120183339	120183489	id-100163	4.31e-05	-	AAGCAATGCAAGCATTTCAGCTCTAGAAGCTGGAA	UpstreamP1_CTCF	2
chr8	120276298	120276448	id-100164	3.79e-08	+	TTGCTATTCTTACATCCAACCAGGAGAGGGCAGTC	UpstreamP1_CTCF	40
chr8	120366449	120366599	id-100165	7.62e-07	-	CAGGCTGTTGGCGATCATAACACTAGGGGGCACCA	Upstream_CTCF	40
chr8	120413955	120414105	id-100166	3.11e-05	-	TTTCCTTCAAAGTTTCTGTCCTGTAGATGGCATCC	V_CTCF_BR	4
chr8	120429149	120429299	id-100167	1.38e-07	-	CTGCAGGAGAAGAGGTCAAACAGCAGAGGGAGCAG	UpstreamP1_CTCF	39
chr8	120449812	120449962	id-100168	1	+	NA	NONE	35
chr8	120464243	120464393	id-100169	1.22e-07	+	TTGCTCTGGCAGAAAGTGACCACTAGGGAGCATTA	UpstreamP1_CTCF	39
chr8	120516627	120516777	id-100170	1.69e-05	+	CTGTATTTTGGTCTTATCTCCTGTAGTGGCCAGTA	UpstreamP1_CTCF	37
chr8	120522006	120522156	id-100171	2.97e-06	+	CGGACATTAAACAACAAATCCAGCAGGTGGCAGCA	V_CTCF_BR	40
chr8	120553504	120553654	id-100172	1	+	NA	NONE	16
chr8	120565709	120565859	id-100173	1	+	NA	NONE	14
chr8	120653733	120653883	id-100174	4.21e-05	-	TCTAGTTCTAGGTTTTCTTCTGCCAGGGGGCAGTG	V_CTCF_BR	39
chr8	120657413	120657563	id-100175	1	+	NA	NONE	28
chr8	120716293	120716443	id-100176	3.09e-05	-	CAGCAGGTACCTGCAGGGACTTGCAGGTTGTGATG	UpstreamP1_CTCF	11
chr8	120719844	120719994	id-100177	7.23e-07	-	AGAGTAATTTAACCCTCTACCACGAGGTGGTGATA	Upstream_CTCF	37
chr8	120767833	120767983	id-100178	8.58e-06	+	TGGTTACCCCTGGAAAAGGCCACTAGATGGCCAGG	UpstreamP1_CTCF	16
chr8	120780104	120780254	id-100179	3.42e-08	-	CCTCCCCCTCTCTCCCTGGCCTCGAGGTGGCAGTG	V_CTCF_BR	35
chr8	120781341	120781491	id-100180	2.23e-09	-	ATGCAGTTCAGCCTACAGGCCAGTAGGTGGTGCTT	UpstreamP1_CTCF	40
chr8	120875343	120875493	id-100181	1.47e-05	+	AAACAATCAGGCTTTTACCCCACTAGATGGCAGTA	V_CTCF_BR	38
chr8	120879470	120879620	id-100182	7.62e-07	+	CGTGTCATTGCGAAAGCAATCACTAGGTGGCAGCA	Upstream_CTCF	40
chr8	120886765	120886915	id-100183	2.15e-05	+	CGTCCTCAATCATTTGGGTCCGCAAGGGGGCGTGG	V_CTCF_BR	40
chr8	120992575	120992725	id-100184	1.67e-07	+	GCTCTAGGCCGTTTTGAAACCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr8	121072999	121073149	id-100185	1	+	NA	NONE	30
chr8	121076067	121076217	id-100186	5.34e-06	-	GTTAAAGGTCTCCTGTCCTCCACCAGATGTCAGTC	V_CTCF_BR	12
chr8	121096943	121097093	id-100187	1.39e-05	-	TTAAATGAACCCTGCAAAAACACAAGGGGGCAGCA	V_CTCF_BR	38
chr8	121101617	121101767	id-100188	2.27e-06	+	TCTCAGGCTGATGGACCAACCGCTAGATGGAGCAA	V_CTCF_BR	37
chr8	121121406	121121556	id-100189	1	+	NA	NONE	8
chr8	121135819	121135969	id-100190	1.82e-07	+	TCTCCCAAACCCCGCGTAGACACTAGATGGCGCTC	V_CTCF_BR	40
chr8	121136568	121136718	id-100191	1.04e-05	+	TGGCCTGCAAGGATCTGAACCACCAGGGGGTGTGA	V_CTCF_BR	40
chr8	121137449	121137599	id-100192	1	+	NA	NONE	19
chr8	121216452	121216602	id-100193	1	+	NA	NONE	5
chr8	121255084	121255234	id-100194	5.98e-05	-	GTGCTGGGTAAAATGCCAGCAGGCAAAGGGCGATG	UpstreamP1_CTCF	23
chr8	121358072	121358222	id-100195	1.93e-05	-	GGTGTGATGCCATGTTTGGTCAGAGGGCGGCATCA	Upstream_CTCF	40
chr8	121433980	121434130	id-100196	8.21e-05	-	TCTATTTTATGTTAACTGTACACTAGGAGGCAGTA	V_CTCF_BR	32
chr8	121450191	121450341	id-100197	4.71e-06	-	TTAGCAAAACTTCTCGTGTCCAGAAGATGTCACTA	Upstream_CTCF	9
chr8	121465067	121465217	id-100198	3.4e-06	+	AGTGACCTAATAATTATTTCCACAAGGGGGAGCCT	Upstream_CTCF	40
chr8	121574437	121574587	id-100199	1	+	NA	NONE	0
chr8	121605476	121605626	id-100200	7.91e-05	-	GTGTGAGCATGCGAGGCTGCCACTGGATGGCTTTT	UpstreamP1_CTCF	18
chr8	121618026	121618176	id-100201	4.55e-09	-	CCTGCAGGGCTGCATTTTCCCAGAAGGGGGCACCT	Upstream_CTCF	40
chr8	121621691	121621841	id-100202	1.21e-05	+	GCAGTTCCCTCCCAACCTGCCACCTGAGGGTGTTG	Upstream_CTCF	19
chr8	121655264	121655414	id-100203	1.37e-05	-	TGAGGCTTCCTGCCAATGGCCATAAGAGGGAGCCA	Upstream_CTCF	15
chr8	121666156	121666306	id-100204	7.84e-05	+	GAAAGCGGAGCTTGCAGTGAGCCCAGATGGCGCCA	V_CTCF_BR	4
chr8	121714402	121714552	id-100205	1	+	NA	NONE	2
chr8	121798100	121798250	id-100206	1	+	NA	NONE	11
chr8	121798251	121798401	id-100207	8.59e-05	-	TAACCTGTCCTCTAGTCTCCCAGCAGCAGGTACTG	V_CTCF_BR	3
chr8	121820961	121821111	id-100208	2.08e-07	+	TTGTAGAGGTAGTAACTCTCCACCAGGGGGCGCAT	UpstreamP1_CTCF	40
chr8	121824288	121824438	id-100209	1	+	NA	NONE	14
chr8	121862471	121862621	id-100210	1	+	NA	NONE	6
chr8	121881007	121881157	id-100211	1.76e-05	-	TTGTTTGTCTGTAAATCTTCCACCACGTGGCTGCG	UpstreamP1_CTCF	28
chr8	121951383	121951533	id-100212	3.4e-06	-	CCTGTGATATGACCTGACACCATTAGATGGCAGCA	Upstream_CTCF	40
chr8	121963539	121963689	id-100213	7.97e-09	+	GCTGCAGTATCCTTACCTTCCACAAGATGGTGCTC	Upstream_CTCF	40
chr8	121969019	121969169	id-100214	7.55e-07	-	AGGTCCTTTTTCCCTGGGAACACTAGGGGGCAGTG	V_CTCF_BR	40
chr8	121997225	121997375	id-100215	1.97e-06	+	TGATGGTAGATAGATTTGGCCTGTAGATGGCTCCA	V_CTCF_BR	37
chr8	122001496	122001646	id-100216	1	+	NA	NONE	9
chr8	122145174	122145324	id-100217	1.17e-05	+	TCTACTACTGCTGTAGTTGCCACTAGGTGTTGCTG	V_CTCF_BR	14
chr8	122188907	122189057	id-100218	1.69e-05	-	GAGCAGTGCAAAGGAATTGTCTATAGATGGCTCTA	UpstreamP1_CTCF	11
chr8	122239633	122239783	id-100219	1	+	NA	NONE	16
chr8	122261139	122261289	id-100220	1.38e-09	+	GAATGTGTGCACACGGTGGCCACCAGAGGGAGCCC	V_CTCF_BR	37
chr8	122261876	122262026	id-100221	1	+	NA	NONE	5
chr8	122265606	122265756	id-100222	8.46e-07	+	GCTGCACTCCCTCTGGAGGCCGTCAGGGAGAATCC	Upstream_CTCF	32
chr8	122273208	122273358	id-100223	1.55e-07	+	CCTGCCATTCACCACATCGTCACTAGAGGGGGAAG	Upstream_CTCF	40
chr8	122333648	122333798	id-100224	1	+	NA	NONE	22
chr8	122369486	122369636	id-100225	4.01e-05	+	TTCTGGGCAGTAATGACGGCCACGAGGTGGGAGCC	V_CTCF_BR	17
chr8	122439820	122439970	id-100226	5.13e-05	+	CATTGTGCTAGCAAGCCTGCCCCAAGCGGGAGGAT	V_CTCF_BR	10
chr8	122466723	122466873	id-100227	8.19e-06	+	CTGCACTTCCTAACCCTTTCAGCTAGCAGTCAGGA	UpstreamP1_CTCF	16
chr8	122514904	122515054	id-100228	1	+	NA	NONE	13
chr8	122558430	122558580	id-100229	1	+	NA	NONE	17
chr8	122562746	122562896	id-100230	1.03e-06	-	CTGTAGTTCTACACAAAGGCCTCTAGATGAATGTT	UpstreamP1_CTCF	10
chr8	122583398	122583548	id-100231	1	+	NA	NONE	5
chr8	122600771	122600921	id-100232	1	+	NA	NONE	24
chr8	122629717	122629867	id-100233	2.1e-05	-	TTTTTTTTTCTTAAACAGACCTCTAGGGGGACCAA	Upstream_CTCF	27
chr8	122653899	122654049	id-100234	4.43e-05	-	GCGAGGGCTCCCACCTCCGCCGCCAGAGGAAAGTA	V_CTCF_BR	16
chr8	122654617	122654767	id-100235	9.51e-07	+	TGCTGATGACTGAAAATGGACAGTAGGTGGCACTG	V_CTCF_BR	40
chr8	122682085	122682235	id-100236	8.89e-06	+	GGTGCCCTTTTGTGAAGGGTCAGAGGAGGGAGCTG	Upstream_CTCF	25
chr8	122723238	122723388	id-100237	1.04e-05	-	AAAAACACTCTTTTCTCTACCACTAGGAGGCAGTG	V_CTCF_BR	40
chr8	122736726	122736876	id-100238	6.51e-07	+	GCTGTGCTCCCTGCATTGTTCCCCAGGGGGCAAGG	Upstream_CTCF	16
chr8	122761475	122761625	id-100239	4.88e-05	+	TAACACAGATGACAAATAAGCAGGAGGGGGAAGGG	V_CTCF_BR	13
chr8	122796944	122797094	id-100240	3.47e-07	-	CTGTAGCTCCAGCTTCTCCCCTCCAGGGAGTGCTC	UpstreamP1_CTCF	9
chr8	122824160	122824310	id-100241	1	+	NA	NONE	11
chr8	122842410	122842560	id-100242	1.96e-08	-	CTACAGCCATGTATCCTAACCACCAGAGGGCACTG	V_CTCF_BR	40
chr8	122846122	122846272	id-100243	2.96e-05	+	ATAATGACACCTGAGGTTGCCACCAGGTGTCATCT	V_CTCF_BR	6
chr8	122906042	122906192	id-100244	1	+	NA	NONE	9
chr8	123091271	123091421	id-100245	1	+	NA	NONE	39
chr8	123149703	123149853	id-100246	4.48e-07	+	CATGCCTGTCCCACCGTGACCAGCGGGTGGGGTAG	Upstream_CTCF	10
chr8	123173195	123173345	id-100247	1	+	NA	NONE	8
chr8	123197967	123198117	id-100248	7.31e-05	-	TCTCTGGTCTGTCTTTCTGCCAGCAGAGGGGCTCC	UpstreamP1_CTCF	35
chr8	123242007	123242157	id-100249	2.01e-05	+	GTGGTCGGCAACATTTTTGGCACCAGGGAGCAGTA	UpstreamP1_CTCF	5
chr8	123248570	123248720	id-100250	1.74e-08	-	CAGTTGCCACTCTACCTGGCCAGCAGAGGGAAGTG	V_CTCF_BR	34
chr8	123298056	123298206	id-100251	4.02e-07	+	ACTGCTCTTCAACTCCTGGCCTCAAGGGGTCCTCT	Upstream_CTCF	27
chr8	123360355	123360505	id-100252	6.64e-05	-	AACGCAGAAACTTCTCCTATCAGTAGGTGGAGCTT	Upstream_CTCF	29
chr8	123404751	123404901	id-100253	2.91e-05	-	ACTTCCTCAGTTCTTGTGTCCACCAGGGGTCATTT	Upstream_CTCF	13
chr8	123407460	123407610	id-100254	3.28e-05	+	CGACCCTACCATATGCACAACTCCAGAGGGCAATG	V_CTCF_BR	1
chr8	123446410	123446560	id-100255	5.13e-05	-	TTCAGTTTCATCACTCTCACCACAAGGTGGTAAGG	V_CTCF_BR	6
chr8	123459789	123459939	id-100256	2.96e-05	-	CTGGGTATGAGATACATGGCCTATAGAGGGAGACA	V_CTCF_BR	39
chr8	123479428	123479578	id-100257	5.61e-08	+	CCATCAGTTAACACAGTTACCAGCAGGGGGCTCCC	Upstream_CTCF	40
chr8	123561552	123561702	id-100258	5.55e-07	+	GCAGTTTTCCCTGCAATGTCCAGTAGTTGGCAGGA	Upstream_CTCF	11
chr8	123564876	123565026	id-100259	1	+	NA	NONE	21
chr8	123584658	123584808	id-100260	7.07e-08	-	CAACAGCGGAGTTTTCAGACCAGCAGAGGGCACCA	V_CTCF_BR	40
chr8	123587286	123587436	id-100261	3.5e-05	+	TTGACATTGCCAAATATCTCCTGGAGGGGGGGCAA	UpstreamP1_CTCF	12
chr8	123613816	123613966	id-100262	1	+	NA	NONE	9
chr8	123628824	123628974	id-100263	2.31e-06	-	GGGGCAGTGGTGGATTTCCCCATGAGATGGCGCTC	Upstream_CTCF	36
chr8	123629384	123629534	id-100264	9.81e-06	+	AACATGTCACATCCTTTGGACACTAGGGGTCAGGC	V_CTCF_BR	6
chr8	123630019	123630169	id-100265	7.11e-06	+	CAAGCAAGAAGAAACTCTGCCAGCAGAGGGCCTTT	Upstream_CTCF	39
chr8	123651216	123651366	id-100266	6.64e-05	-	ACAGTGCACTTTCATTACTCCACTAGGGGGACCCA	Upstream_CTCF	40
chr8	123669875	123670025	id-100267	1.04e-05	+	ACCCTGCAGCAATCCACTGCCACATGGAGGCAGCA	V_CTCF_BR	6
chr8	123676501	123676651	id-100268	1.29e-05	-	CTTCTGTTCTGCTTGGTATACGCTAGGAGTCACTC	UpstreamP1_CTCF	9
chr8	123685811	123685961	id-100269	3.28e-07	+	TGGTTATATCCACCAGTGCCCAGAAGAGGGCAGCC	UpstreamP1_CTCF	40
chr8	123689855	123690005	id-100270	6.86e-07	+	GCAGCTGTTCCCTCCGTCCGCTCAAGGGGCCTCCG	Upstream_CTCF	39
chr8	123691198	123691348	id-100271	3.95e-09	+	ACTGTTGTTCCTCTGGCTCCCAGGAGGGGGAGCAG	Upstream_CTCF	40
chr8	123706477	123706627	id-100272	1	+	NA	NONE	25
chr8	123719037	123719187	id-100273	4.31e-05	+	CGGCAGGGGAGGATAGAGGCCTGGGAGGGGCGATC	UpstreamP1_CTCF	1
chr8	123745910	123746060	id-100274	5.01e-09	+	GTCCGGTCGTGAACTTCAGCCACTAGGGGGCAGCC	V_CTCF_BR	40
chr8	123788654	123788804	id-100275	3.86e-05	+	CATGAAGAACTGTGACAGGCAGCCAGGTGTCAGCA	Upstream_CTCF	10
chr8	123792424	123792574	id-100276	1	+	NA	NONE	39
chr8	123793521	123793671	id-100277	1	+	NA	NONE	26
chr8	123794792	123794942	id-100278	2.6e-06	+	TCGTCGCTCCCGGCGGCTGCAGGCAGCGGGCGCGC	V_CTCF_BR	18
chr8	123797101	123797251	id-100279	1.77e-05	-	CATGCAGTGCTTTGCGTTTCTGCCAGGGGGGCTCT	Upstream_CTCF	0
chr8	123807381	123807531	id-100280	8.52e-08	-	AGGCTGTGGCAATGACCTGCCACCAGGGGCAGCAG	UpstreamP1_CTCF	40
chr8	123822332	123822482	id-100281	5.7e-05	+	AATGAAGACCTAAGTGCCAGCCCTAGAGGCCGTCC	Upstream_CTCF	0
chr8	123826499	123826649	id-100282	8.46e-07	-	CATGAACTCCTAAATGTGGCCAGTGGGTGTCAACC	Upstream_CTCF	5
chr8	123829125	123829275	id-100283	1.38e-06	-	GCACTAGAGGGAGAAAAAGCCACCAGAGGGAAGGA	V_CTCF_BR	27
chr8	123833173	123833323	id-100284	1.24e-05	+	CTCTGCACATTGTGCTCACCCAGCAGAGGGTGATG	V_CTCF_BR	8
chr8	123842268	123842418	id-100285	1.64e-05	+	CCTGAGCGTGTGCCGACAGACAACAGGAGGCGGTG	V_CTCF_BR	24
chr8	123842687	123842837	id-100286	1	+	NA	NONE	6
chr8	123860563	123860713	id-100287	1	+	NA	NONE	2
chr8	123870572	123870722	id-100288	1.97e-06	-	TTTAAGCCTGTGCCAGGCACCAGAAGGGGGCGAAC	V_CTCF_BR	39
chr8	123875008	123875158	id-100289	1.03e-05	+	CTGCTCCGTGCACATGTGCGCCGCAGGTGGCCTCT	UpstreamP1_CTCF	5
chr8	123885410	123885560	id-100290	1	+	NA	NONE	2
chr8	123923249	123923399	id-100291	8.97e-05	+	AAAGCAAGTATGACTTTGTCCACTTGGGGGTTTGT	Upstream_CTCF	4
chr8	123935569	123935719	id-100292	1.73e-06	-	ATGCAGTTTCCACTTCTTTCCTCTTGGAGGAGTCA	UpstreamP1_CTCF	13
chr8	123937849	123937999	id-100293	1.63e-05	-	CCTGCTCTGCCCTCCTCCACCTCTAGGCTTTGCTC	Upstream_CTCF	17
chr8	123966847	123966997	id-100294	1	+	NA	NONE	6
chr8	124001287	124001437	id-100295	1	+	NA	NONE	7
chr8	124031257	124031407	id-100296	2.94e-06	+	CTTGTTGCCTCAGGTTTCTCCAGCAGATGGGGCAT	Upstream_CTCF	40
chr8	124034757	124034907	id-100297	3.05e-07	-	GATGTACTTTCTGACTCATCCAGAAGGGGTCACTG	Upstream_CTCF	40
chr8	124050636	124050786	id-100298	4.23e-06	-	TATTATTTCTTCTCAGCTGCCAGCAGGAGGCAGGA	UpstreamP1_CTCF	39
chr8	124070680	124070830	id-100299	1	+	NA	NONE	17
chr8	124077968	124078118	id-100300	6.43e-06	-	ATTGCTCATGCATCTGGAGTCAGCAGGTGGCTCCA	V_CTCF_BR	40
chr8	124167095	124167245	id-100301	7.15e-05	-	TGCGCATGATGCTGAGCTGTCAATAGAGGGTGCTG	V_CTCF_BR	40
chr8	124172772	124172922	id-100302	3.63e-06	+	ACCTGGCTGAGCCCGGCGGCCGCCAGGGGACGCTG	V_CTCF_BR	39
chr8	124177689	124177839	id-100303	1.15e-06	+	CCTGCACTTCCATCCCACCCCGCCACAGGTCACTG	Upstream_CTCF	0
chr8	124178984	124179134	id-100304	3e-06	+	CTGCTGCTCTCCTCTGTGGCCACAGAGAGGCCTCC	UpstreamP1_CTCF	5
chr8	124185863	124186013	id-100305	9.39e-07	+	TCTGCAATGTCCTAACCAACCATCAGAGGTCCCAC	Upstream_CTCF	18
chr8	124191302	124191452	id-100306	7.31e-05	+	TTGCAGTACCTTCAACATTCCTTCAGGTGAGGACT	UpstreamP1_CTCF	10
chr8	124204929	124205079	id-100307	5.68e-06	-	AGAGGTCCCAAGGCCTGTGGCAGCAGGAGGCAGCA	V_CTCF_BR	10
chr8	124217500	124217650	id-100308	3.45e-05	+	CCCATGCAGCCTGATTCAGACAACAGAGGGCGACT	V_CTCF_BR	21
chr8	124232956	124233106	id-100309	2.34e-06	-	CATCTGGGCCTGATTCTGACCAGTAGGGAGCAGTA	UpstreamP1_CTCF	39
chr8	124244515	124244665	id-100310	9.62e-05	+	GGTCAATTATAATTTTTGGCCAAAAGGGGTTGCTT	UpstreamP1_CTCF	4
chr8	124252999	124253149	id-100311	9.81e-06	+	CATCAGCGCGGGGTTGGTACGGGCAGGGGGAGCTC	V_CTCF_BR	22
chr8	124285951	124286101	id-100312	1.19e-06	-	GAGTGAAGACTGCGTATTCCCAGCGGAGGGCGCCG	V_CTCF_BR	35
chr8	124286387	124286537	id-100313	3.09e-07	+	GAGCCGGCTCGCGCCACTACCTGCAGGGGCCGCCG	V_CTCF_BR	39
chr8	124287199	124287349	id-100314	1.23e-05	-	CTGAACTGAACTTTCGGTGTCAGCGGGTGGAGCTG	UpstreamP1_CTCF	9
chr8	124323056	124323206	id-100315	7.15e-05	+	GACTGCAAATCACTGCTTTTCTCAAGGTGGCAGAC	V_CTCF_BR	4
chr8	124407601	124407751	id-100316	2.28e-05	-	GCTGCAGTTACAAGCAGTGTCTATAGGGGAAGTTT	Upstream_CTCF	37
chr8	124428539	124428689	id-100317	5.17e-06	+	CTAGCTCCTCCCCAAGCCGCCGCCAGAGACCCCTC	Upstream_CTCF	35
chr8	124429202	124429352	id-100318	9.25e-06	-	CGCAAAACTGTAGAACCCGCCGGTAGAGGCCGGGA	V_CTCF_BR	31
chr8	124446999	124447149	id-100319	1	+	NA	NONE	10
chr8	124468309	124468459	id-100320	1.41e-06	-	CTGCAATGCAATGTCATGACCACTGGGGTTTGGCA	UpstreamP1_CTCF	29
chr8	124475176	124475326	id-100321	1.55e-05	+	TGCATTCTGCTCTCTTGGTACACCAGGGGGAGCAT	V_CTCF_BR	40
chr8	124484463	124484613	id-100322	1.28e-06	-	AGCCATGCCTGTAAAGTGACCAGCAGAGGGCAATT	V_CTCF_BR	37
chr8	124496735	124496885	id-100323	2.11e-06	-	TAGACAGACATGGTGGCGCCCACCAGGAGGCAGAG	V_CTCF_BR	21
chr8	124498880	124499030	id-100324	4.43e-05	+	CAGAGAGAGTTGGATTCCACAGGCAGATGGAGCTA	V_CTCF_BR	37
chr8	124515516	124515666	id-100325	1	+	NA	NONE	3
chr8	124552692	124552842	id-100326	3.5e-05	-	CCGGAGTCGCGCACTTTGCCCATGTGGGGGCGCGG	UpstreamP1_CTCF	11
chr8	124554034	124554184	id-100327	1	+	NA	NONE	34
chr8	124580837	124580987	id-100328	1	+	NA	NONE	2
chr8	124604829	124604979	id-100329	1	+	NA	NONE	9
chr8	124644876	124645026	id-100330	2.47e-05	-	GTAGCATTTCCTAGTCATGAAGCTAGATGGAGGTC	Upstream_CTCF	16
chr8	124674539	124674689	id-100331	1	+	NA	NONE	3
chr8	124682741	124682891	id-100332	7.02e-05	-	AGGCATGAGCCACCACACCCCACCAGTAGGGGCTC	UpstreamP1_CTCF	25
chr8	124702609	124702759	id-100333	2.47e-05	+	CAGGTTTTTTCCTTGCACAACTCCAGGAGGCGCTA	Upstream_CTCF	38
chr8	124706101	124706251	id-100334	1.73e-05	-	CTCTGTTTATCCATTGTGCCCAAAAGATGGCAGCA	V_CTCF_BR	40
chr8	124775757	124775907	id-100335	2.58e-07	-	ATTGTAATAGTTAAGGTGACCACCAGGGGCTGATC	Upstream_CTCF	40
chr8	124778568	124778718	id-100336	1.64e-06	+	AGTACTGTTCCTGAACTTCCCAGCAGAGGGGGTCA	Upstream_CTCF	40
chr8	124789300	124789450	id-100337	1	+	NA	NONE	15
chr8	124835754	124835904	id-100338	2.81e-05	+	GTTTGCAGCCTTTTCTCTTCCGGTGGGTGGCAGTA	V_CTCF_BR	40
chr8	124850786	124850936	id-100339	5.41e-06	-	CTTGGGTTTCCCATCTAGGCCAGCAGGAGTCTGGC	Upstream_CTCF	4
chr8	124889266	124889416	id-100340	1.55e-07	-	GTGCTGGGCACCAGCGATACCAGTAGGAGGAGGAA	UpstreamP1_CTCF	11
chr8	124890308	124890458	id-100341	1	+	NA	NONE	7
chr8	124890732	124890882	id-100342	1.48e-05	-	CAGCTAGTGCTGCACAGGGCCTGGAGGGAGCACTA	UpstreamP1_CTCF	1
chr8	124934756	124934906	id-100343	2.78e-06	-	TGCTGTATTTCATTTATCACCAGCAGGAGGCGCTG	V_CTCF_BR	40
chr8	124936970	124937120	id-100344	1.34e-06	+	GTGCACTGAACAAGAAAGGCTGCTAGATGGTGCAA	UpstreamP1_CTCF	40
chr8	124985095	124985245	id-100345	1.35e-05	+	CTGCTGTAACCAAGCCAGGCCCTCTGCTGGCCCTG	UpstreamP1_CTCF	13
chr8	124992970	124993120	id-100346	9.11e-08	-	AATGCAGTGCCTAGACCTACCTCCGGGGGGACATC	Upstream_CTCF	38
chr8	125018951	125019101	id-100347	5.24e-09	-	ACTGCAGTGCAGCTGGAGGGCAGCAGATGGCAAGG	Upstream_CTCF	30
chr8	125022504	125022654	id-100348	7.73e-06	-	GAACAAAGCTTAGAAATGATCACTAGAGGGCGGGA	V_CTCF_BR	36
chr8	125028142	125028292	id-100349	5.51e-07	+	ATCTCACCCTTGCCCCTCACCAGGAGAGGGCACTT	V_CTCF_BR	5
chr8	125029889	125030039	id-100350	1	+	NA	NONE	4
chr8	125042730	125042880	id-100351	1.73e-05	+	AGCTAGATGCTCTCAGAGCCCAGAGGGTGGCGCTC	V_CTCF_BR	40
chr8	125049366	125049516	id-100352	1	+	NA	NONE	12
chr8	125050093	125050243	id-100353	1	+	NA	NONE	40
chr8	125060615	125060765	id-100354	2.47e-05	-	TGTGCACATTCCCCCAGAGGCAGCATGGGGCTGCG	Upstream_CTCF	11
chr8	125113327	125113477	id-100355	1.81e-06	+	TGTGCATTACAACTCCCTGACTGGAGAGGGCAACT	Upstream_CTCF	10
chr8	125141759	125141909	id-100356	1.46e-08	-	ACAGCCATTGCCTGCCTGGCCACCAGGGGTAGGTG	Upstream_CTCF	17
chr8	125160307	125160457	id-100357	1	+	NA	NONE	19
chr8	125186293	125186443	id-100358	1.41e-06	-	CTGCCTTTCCCTCTAGGAGACACTAGGTGCTACCC	UpstreamP1_CTCF	10
chr8	125212654	125212804	id-100359	1	+	NA	NONE	6
chr8	125245044	125245194	id-100360	5.12e-07	-	CAGCACCATCCTGACCCTGCCTGAAGGGGGCAGAT	UpstreamP1_CTCF	33
chr8	125259140	125259290	id-100361	1	+	NA	NONE	10
chr8	125263999	125264149	id-100362	2.94e-06	+	CCTGCTCTGCACTCTCTGTCCTCAAAGGGGCAGAG	Upstream_CTCF	18
chr8	125267089	125267239	id-100363	1	+	NA	NONE	24
chr8	125279016	125279166	id-100364	5.63e-06	+	CTCCTGGCTCCTAGTCAGTCCACTAGGAGGCAAGA	UpstreamP1_CTCF	20
chr8	125293046	125293196	id-100365	1	+	NA	NONE	3
chr8	125299417	125299567	id-100366	1	+	NA	NONE	0
chr8	125318258	125318408	id-100367	1	+	NA	NONE	11
chr8	125384953	125385103	id-100368	1	+	NA	NONE	31
chr8	125437624	125437774	id-100369	1.74e-07	-	AGTGCTAGTGCCTAAAGTACCACTAGGGGGTGCTC	Upstream_CTCF	40
chr8	125438350	125438500	id-100370	8.53e-09	-	AATGAAGGACCTGCAGTGGCCTCGAGGGGGCGCCA	Upstream_CTCF	40
chr8	125447200	125447350	id-100371	1.17e-05	+	ACGACCTCTCTAAGGCACCCCGGTAGGTGGCACAA	V_CTCF_BR	0
chr8	125449011	125449161	id-100372	2.4e-05	-	TACATCCATCCTGGGGTGACCAGCAGGGAGCAGGC	V_CTCF_BR	17
chr8	125452732	125452882	id-100373	6.97e-10	-	GTGTAGTTCTAAAAGATGGACACTAGATGGCAGCA	UpstreamP1_CTCF	40
chr8	125462514	125462664	id-100374	6.46e-07	+	GGGAGTGTAGCAGTGAGCACCACCAGAGGTCACTC	V_CTCF_BR	40
chr8	125473412	125473562	id-100375	1	+	NA	NONE	1
chr8	125487673	125487823	id-100376	1	+	NA	NONE	40
chr8	125488536	125488686	id-100377	1	+	NA	NONE	40
chr8	125521648	125521798	id-100378	1.92e-05	-	TTGAACCTACCATTTGTGAGAACAAGGGGGAGCAC	UpstreamP1_CTCF	0
chr8	125538223	125538373	id-100379	2.8e-05	-	GGTGTATGGCATTTTAGGGCCACTTGGCGTCAGTC	Upstream_CTCF	39
chr8	125544342	125544492	id-100380	2.1e-06	+	GCAGCTTTAGCTGCTGCATCCACTAGGTGGTTGCC	Upstream_CTCF	3
chr8	125550691	125550841	id-100381	2e-06	+	CTTGTGTTTTCTAGTTTCTCCACCAGATGGTGATG	Upstream_CTCF	39
chr8	125551330	125551480	id-100382	8.64e-05	+	CGTGCAGTTTCCCGGCTCTCCGCGCGGCCGGGGAA	Upstream_CTCF	19
chr8	125561149	125561299	id-100383	1	+	NA	NONE	38
chr8	125561954	125562104	id-100384	1.04e-05	-	CAAAGCTTCAGTTAAAGGACCACCAGGTGGCGTTT	V_CTCF_BR	37
chr8	125568821	125568971	id-100385	9.51e-07	+	AAAGATTAAAAACCCTCACCCACCAGGTGGCAGCA	V_CTCF_BR	36
chr8	125574177	125574327	id-100386	1.75e-07	+	GAGCTCTGACATGGGTTTCCCAGCAGGTGGGGCTG	UpstreamP1_CTCF	40
chr8	125576665	125576815	id-100387	2.28e-05	+	TTTGACTTTCCCCTCCAGTCAGCCAGAAGGCGGCA	Upstream_CTCF	18
chr8	125593244	125593394	id-100388	6.82e-05	-	TAGTTGACTCTCTCACTTTCCACTAGAGGCTGCAA	V_CTCF_BR	3
chr8	125601750	125601900	id-100389	5.37e-06	+	TGGCAACTTCCCACAGCGCCCCCCAGCGTGCAGTG	UpstreamP1_CTCF	27
chr8	125605283	125605433	id-100390	1.87e-09	+	CTGTTCACACCAGGGAGAGCCAGCAGAGGGCGCCG	V_CTCF_BR	40
chr8	125605734	125605884	id-100391	1	+	NA	NONE	4
chr8	125610548	125610698	id-100392	6.84e-06	+	CAGCCTCCCTGGCCTCTACCCACTAGATGCCAGTA	V_CTCF_BR	3
chr8	125617051	125617201	id-100393	6.05e-06	-	CATGCTTGCTGGTCTGAAGCCGCCAGATGGTGGTA	V_CTCF_BR	7
chr8	125627483	125627633	id-100394	5.96e-07	+	TTAAAAGTTAGGGATGTGGCCACGAGGTGGAAGCA	V_CTCF_BR	0
chr8	125632042	125632192	id-100395	8.91e-07	+	GATGCGGTTCCCTTTAGGGCCATCAGCGGCAGGCC	Upstream_CTCF	7
chr8	125660040	125660190	id-100396	1.19e-06	-	ATCACACAGCCCATGGGGACCTGTAGGTGGCTCCA	V_CTCF_BR	30
chr8	125682510	125682660	id-100397	1	+	NA	NONE	26
chr8	125714801	125714951	id-100398	2.6e-07	-	CTCGGGCCTTTGCCTGTGGACACCAGGGGTCACTG	V_CTCF_BR	7
chr8	125739928	125740078	id-100399	2.04e-08	-	CCTGCAGTGTGGCCACCGGCCACCTGCGGGAGCTC	Upstream_CTCF	26
chr8	125740821	125740971	id-100400	3.71e-05	+	CCTGCTGGTCTGCTGGCGGGCAGGCGGCGCTGGGC	Upstream_CTCF	4
chr8	125763903	125764053	id-100401	8.79e-07	-	ATGTGATTGCCTTCTGTTGCCAGCAGGTGGGTGGC	UpstreamP1_CTCF	36
chr8	125784394	125784544	id-100402	7.02e-05	+	GAGCAGGAAACCCTTCAGGCCAGTGAGGGATGCAG	UpstreamP1_CTCF	7
chr8	125793784	125793934	id-100403	2.8e-05	+	GCAGTAGTACCTTTTAGGGCCTCAGGGTGAGCACA	Upstream_CTCF	9
chr8	125810362	125810512	id-100404	1.28e-06	+	GAGGCCAGTCTCAGCCAGACCCCCAGGGGGCTCTG	Upstream_CTCF	3
chr8	125827912	125828062	id-100405	1	+	NA	NONE	6
chr8	125845075	125845225	id-100406	1	+	NA	NONE	4
chr8	125901093	125901243	id-100407	8.13e-06	+	GGTGTACTATCCCAGTTCACCACTGGGGACAGTGT	Upstream_CTCF	40
chr8	125936397	125936547	id-100408	2.1e-05	-	ACTGGCAAGTCAGGGATGCCCACCAGGTGATGCTA	Upstream_CTCF	19
chr8	125936960	125937110	id-100409	1	+	NA	NONE	38
chr8	125939250	125939400	id-100410	5.96e-07	+	GTGGCCAGAACCCAGAGGGCCAAAAGAGGGCACTG	V_CTCF_BR	6
chr8	125966055	125966205	id-100411	2.78e-06	-	ATCAAGACTATGCATCAGCCCACCAGAGGGAGCTG	V_CTCF_BR	39
chr8	125973838	125973988	id-100412	1.11e-05	-	CATGCTGTGTCAGCAGGTGGCTTCAGAGGCAGCTG	Upstream_CTCF	21
chr8	125979366	125979516	id-100413	7.84e-05	+	CCCTGAAGAACTCTTTTGTCCCCTTGGGGGCGATA	V_CTCF_BR	36
chr8	125983463	125983613	id-100414	1.48e-06	-	CTGTAGTTGTTTCTTCTAACCACCAGGGTCACCTC	UpstreamP1_CTCF	25
chr8	125984646	125984796	id-100415	1	+	NA	NONE	8
chr8	126010428	126010578	id-100416	1	+	NA	NONE	18
chr8	126103866	126104016	id-100417	2.8e-05	+	CACCCAGTTTCCACCCCTCCCTCAAGGCGGCGGTC	Upstream_CTCF	15
chr8	126130721	126130871	id-100418	1.38e-06	+	TCCCATTTGGTAGGAAATACCACTAGGTGGCACCA	V_CTCF_BR	39
chr8	126131436	126131586	id-100419	1	+	NA	NONE	39
chr8	126137897	126138047	id-100420	1	+	NA	NONE	11
chr8	126243021	126243171	id-100421	1.26e-07	+	TTGCCCCTGTCTTTCTTAGACAGCAGGGGGCAGCA	V_CTCF_BR	39
chr8	126265552	126265702	id-100422	1	+	NA	NONE	27
chr8	126289118	126289268	id-100423	6.05e-06	-	CAAGGCCACCAACCACACAACTCCAGGGGGAGCCA	V_CTCF_BR	7
chr8	126292403	126292553	id-100424	1	+	NA	NONE	8
chr8	126341493	126341643	id-100425	1.93e-05	-	TGCTCACAGCCAAAAAGCTCCTGTAGTGGGAGCTC	V_CTCF_BR	16
chr8	126346738	126346888	id-100426	1.1e-06	-	TGAGAAAAACAATTCCCCTCCAGCAGGGGGAGGTG	V_CTCF_BR	34
chr8	126350331	126350481	id-100427	1	+	NA	NONE	26
chr8	126369696	126369846	id-100428	1	+	NA	NONE	9
chr8	126398297	126398447	id-100429	1	+	NA	NONE	15
chr8	126430222	126430372	id-100430	1	+	NA	NONE	10
chr8	126438872	126439022	id-100431	1	+	NA	NONE	6
chr8	126441749	126441899	id-100432	5.28e-05	-	GCGGTAGTTCCGGGGAAGACCTGTGCGTGGTAGTG	Upstream_CTCF	37
chr8	126442460	126442610	id-100433	1.93e-05	+	TGTGTGTATACAGCGTGAGTCACCAGGAGGCGGAG	V_CTCF_BR	16
chr8	126444375	126444525	id-100434	1.48e-06	-	GAAATTTCATTCGGGTTGGGCAGTAGGTGGCAGCA	V_CTCF_BR	40
chr8	126461705	126461855	id-100435	2.55e-06	+	CGTGAGCTACCATGCCTGGCCTGCAGGTGGATAAG	Upstream_CTCF	19
chr8	126489518	126489668	id-100436	1	+	NA	NONE	2
chr8	126516873	126517023	id-100437	1.09e-07	+	CATGCAGGCATGACAGTGGCCAGCAGAGGACGAGG	Upstream_CTCF	9
chr8	126517829	126517979	id-100438	5.34e-06	-	ACACACACATTACACACAACCAGTGGAGGGAGCCC	V_CTCF_BR	21
chr8	126528968	126529118	id-100439	1	+	NA	NONE	5
chr8	126553284	126553434	id-100440	4.43e-05	+	GGTGAGGAAACACGTTTTCCCACAAGATGTCACCT	V_CTCF_BR	2
chr8	126581678	126581828	id-100441	6.8e-06	-	GTGTACTGCTTCCGGAAGCCCAGAGGGAGGAGTGA	UpstreamP1_CTCF	7
chr8	126602425	126602575	id-100442	1	+	NA	NONE	36
chr8	126606180	126606330	id-100443	3.09e-07	-	GCCATCACCTGAGATCCTGCCTGCAGAGGGAGGAC	V_CTCF_BR	6
chr8	126606428	126606578	id-100444	3.4e-06	-	CTAGCCAGGCCACTCTGAGCCTGCAGGAGGAACCA	V_CTCF_BR	29
chr8	126618713	126618863	id-100445	2.53e-05	-	CTGAATAGCAGTTGGAGCCCCAGCAGGGGTTGCTG	V_CTCF_BR	14
chr8	126632352	126632502	id-100446	6.21e-06	-	CTTGTTATTCCCTGAATGCACGCCAGGTGCACAGC	Upstream_CTCF	4
chr8	126650109	126650259	id-100447	4.5e-05	+	AAGCCATTACAGAACACATCCGCTTGGAGGCAACA	UpstreamP1_CTCF	24
chr8	126653484	126653634	id-100448	4.14e-06	-	GCCTGGCCTCCTGCCTCAGCCTGCAGGGGCTGCAG	V_CTCF_BR	4
chr8	126655313	126655463	id-100449	1	+	NA	NONE	8
chr8	126656894	126657044	id-100450	3.67e-07	-	TTGCAGTGTTCCCTTAGATGCTGCAGGTGGTGCTG	UpstreamP1_CTCF	40
chr8	126701783	126701933	id-100451	3.81e-05	+	ATCCATTCTCACTGGGTGGCCGATAGAGGGAGAGA	UpstreamP1_CTCF	2
chr8	126709051	126709201	id-100452	4.88e-08	-	CTGTGTTTGCTTTTGTTGGCCACCAGGGGGAAACA	UpstreamP1_CTCF	40
chr8	126713012	126713162	id-100453	1.48e-06	-	AGTCTTGCGATCCAGGCAACCTGCTGGGGGCAGTG	V_CTCF_BR	40
chr8	126714897	126715047	id-100454	1.39e-07	+	CAGATATGTCTCATTTTAACCAGCAGGTGGCGCTC	V_CTCF_BR	38
chr8	126729669	126729819	id-100455	1.84e-06	+	AAGCCCATGAGGGTTTGAGACAGCAGGTGGCTCCA	V_CTCF_BR	9
chr8	126741603	126741753	id-100456	1.04e-05	+	TTTATAGTTTTTCTTTTAGCCAGAAGGTGGTGCTA	V_CTCF_BR	40
chr8	126800079	126800229	id-100457	3.36e-07	-	CAGTGTGTGGGCCACCTGACCACAAGAGGGTGCAA	V_CTCF_BR	27
chr8	126841095	126841245	id-100458	1.12e-08	-	CAAGGAGTTCCAATATCTACCACCAGGTGGAGAAG	Upstream_CTCF	40
chr8	126852229	126852379	id-100459	1.23e-05	-	TTGAAATTTGAGCTGTGGCCCATTAGGTGGCACTT	UpstreamP1_CTCF	18
chr8	126883394	126883544	id-100460	2.5e-05	-	CAGCAGGGGGTGTGTGTGCCCAGCTCATGGAGCAA	UpstreamP1_CTCF	27
chr8	126924259	126924409	id-100461	2.38e-07	+	AAGTGTCGCTCCAGAGTGCCCACAAGGTGGCAGCG	V_CTCF_BR	40
chr8	126929440	126929590	id-100462	1.93e-05	-	TAATCTTCCCTACAACACTCCAGCAGGAGGCAGCA	V_CTCF_BR	36
chr8	126935447	126935597	id-100463	1	+	NA	NONE	32
chr8	126943873	126944023	id-100464	2.81e-05	-	CAGTTTATTCCCCACATGGCAGCCAGAGGGCTCCT	V_CTCF_BR	33
chr8	126970108	126970258	id-100465	1.84e-06	-	TGCATCTCAGTAAATAGCACCACCAGGTGGCTCAG	V_CTCF_BR	39
chr8	127000225	127000375	id-100466	9.26e-05	-	CTGTATATTCACTGCCATGCCACTGGAGGTCTCTT	UpstreamP1_CTCF	13
chr8	127003084	127003234	id-100467	2e-06	+	TTTGGAAAACCTCCTGCTTCCAGCAGAGGTAGCCA	Upstream_CTCF	17
chr8	127009909	127010059	id-100468	1.59e-06	+	GCCTGGTGTTTTGTTGCAGCCAGAAGGTGGCTGGA	V_CTCF_BR	2
chr8	127079242	127079392	id-100469	5.96e-07	+	GTCAGGTTCATGTGAGGTGACACCAGATGGCAGCA	V_CTCF_BR	34
chr8	127094576	127094726	id-100470	1	+	NA	NONE	11
chr8	127162305	127162455	id-100471	5.63e-06	-	GTGAAGTTTTAACTGCCAGCCCATAGATGGCACTT	UpstreamP1_CTCF	2
chr8	127231042	127231192	id-100472	2.96e-05	+	GGATCTTAACTGCTTCCTGCTGGCAGGGGGTGCTG	V_CTCF_BR	3
chr8	127234153	127234303	id-100473	1.52e-07	+	CTCCTAATTGGATTACTGGCCTCCAGGTGGAGCCC	V_CTCF_BR	15
chr8	127257239	127257389	id-100474	1	+	NA	NONE	2
chr8	127287650	127287800	id-100475	2.08e-07	-	CAGCACCTCTGGCTGCTATCCACTAGATGTCAGTA	UpstreamP1_CTCF	39
chr8	127313327	127313477	id-100476	9.84e-06	+	TGCCAATTTCTCGCTCTGTCCACTAGGTGACATCG	UpstreamP1_CTCF	38
chr8	127396035	127396185	id-100477	3.42e-09	-	GTAGCAGTACCCTAAATTGCCGCCAGGAGGAAGCA	Upstream_CTCF	40
chr8	127396653	127396803	id-100478	1	+	NA	NONE	22
chr8	127406304	127406454	id-100479	4.01e-05	+	GCTGTTAGAAGTTTTCAGAACAGAAGAGGGAGCGA	V_CTCF_BR	5
chr8	127407299	127407449	id-100480	5.3e-05	-	CTGCTGTTAAATCTGACCAGCCAGAGGAGGCTCTC	UpstreamP1_CTCF	27
chr8	127500525	127500675	id-100481	2.04e-05	+	GATGAGTCGAGAAAGACTACCAGCTGGGGGCATGG	V_CTCF_BR	20
chr8	127522637	127522787	id-100482	4.48e-07	+	CCTGAGCTTCAATATCCAACCAGCAGGGGGAGAAA	Upstream_CTCF	39
chr8	127533458	127533608	id-100483	2.1e-05	-	TTTGCTTCCCTTCTTCTCACCATTAGAGGGCCATA	Upstream_CTCF	4
chr8	127568674	127568824	id-100484	2.6e-06	+	TCCTCCTCCTCGGAGCTGGGCGCAGGGGGGCGCCC	V_CTCF_BR	35
chr8	127568921	127569071	id-100485	1.1e-05	-	CGCAACTCGGAGAGTTTCGCCGCCTGGTGCCGCTA	V_CTCF_BR	18
chr8	127570523	127570673	id-100486	3.81e-05	-	GGTGCTTGTTGCTCGCCCGGCCCAAGCGGGAGCTG	V_CTCF_BR	7
chr8	127570802	127570952	id-100487	1.77e-05	+	CCTGTAAATAATCCACCCGCCGCCTGGGGCTGGTG	Upstream_CTCF	15
chr8	127579241	127579391	id-100488	1.73e-08	-	CTGCCATGACAGGATGCAACCAGAAGATGGCAGTC	UpstreamP1_CTCF	39
chr8	127616204	127616354	id-100489	3.18e-06	+	TCATGCTATTCTTTGCTGACCACGTGGTGGCACTG	V_CTCF_BR	40
chr8	127664772	127664922	id-100490	5.7e-05	-	GATGTGATCCCTGTCAGAGTCACCAGGTGATGCAT	Upstream_CTCF	5
chr8	127679894	127680044	id-100491	5.12e-06	-	ATGCAGTACACATGCTCAGCCTCCAGGGCATAGAG	UpstreamP1_CTCF	17
chr8	127711324	127711474	id-100492	6.04e-07	-	GTGTGGTGTAACCTACAGGCCAGTAGATGGTGCTT	UpstreamP1_CTCF	36
chr8	127738689	127738839	id-100493	1	+	NA	NONE	6
chr8	127822250	127822400	id-100494	4.7e-06	-	AGCTGTGGGTCCAATAGAACCACTAGATGGTGCAA	V_CTCF_BR	40
chr8	127829415	127829565	id-100495	7.78e-06	+	GCTGCAATGTTGAGGGTTACCCTTAGAGGCAGTGC	Upstream_CTCF	38
chr8	127833149	127833299	id-100496	1	+	NA	NONE	27
chr8	127836750	127836900	id-100497	3.33e-09	+	CTGGTCTCAGCACCCATTACCAGCAGAGGGCGCCA	V_CTCF_BR	40
chr8	127839116	127839266	id-100498	1	+	NA	NONE	33
chr8	127846289	127846439	id-100499	1	+	NA	NONE	16
chr8	127851709	127851859	id-100500	3.48e-06	-	CTGTAGAAACAAGGACAGAGCTCAAGGGGGCTCCC	UpstreamP1_CTCF	11
chr8	127881732	127881882	id-100501	6.49e-06	+	GAAACATTTCCAAGCATGGCCAGAAGAGGGTGTGC	Upstream_CTCF	40
chr8	127888930	127889080	id-100502	1.28e-08	+	GGTGCGGTTCCTCCTCTAGCCACATGATGGCGGCA	Upstream_CTCF	40
chr8	127929859	127930009	id-100503	1.77e-05	+	GATGTTTTAGCAGGGTGCTCCACAAGAGGTTGCTC	Upstream_CTCF	8
chr8	127931084	127931234	id-100504	1.21e-05	+	GATGTACTATTTTATATTTCCACCAGGGGTGTATT	Upstream_CTCF	26
chr8	127946818	127946968	id-100505	9.62e-05	-	CTGCAGTTAGCCCCTTTTACTGGTTGGAGAATGAG	UpstreamP1_CTCF	7
chr8	128023099	128023249	id-100506	4.3e-06	+	TGTGCAGTTCCTTTATTCATCACCAGGCACTGGGA	Upstream_CTCF	2
chr8	128047285	128047435	id-100507	9.39e-07	-	CCAGCGCCTCCTCTCTCTGCCACTAGGTGACTGTG	Upstream_CTCF	38
chr8	128047729	128047879	id-100508	4.71e-06	+	CTAGCTGTTACCCAATGGTACCCTAGGGGTCAGAA	Upstream_CTCF	20
chr8	128130830	128130980	id-100509	1	+	NA	NONE	8
chr8	128175128	128175278	id-100510	2.58e-05	-	CAAGTAATTCTTTTGAAGATCGCATGGGGGCAGTA	Upstream_CTCF	8
chr8	128176078	128176228	id-100511	1	+	NA	NONE	37
chr8	128190861	128191011	id-100512	1.32e-08	-	CTTCAATTAGGGTATGCTGCCACCAGGTGGCAATG	UpstreamP1_CTCF	39
chr8	128219318	128219468	id-100513	3.28e-05	+	AACACAAATCCCTCAATTGACCACAGGGGGCGCCC	V_CTCF_BR	40
chr8	128220372	128220522	id-100514	2.01e-05	-	CTGTCACCGTCTCCCATCACCCCTAGATGGGAGTG	UpstreamP1_CTCF	13
chr8	128227271	128227421	id-100515	1.69e-05	+	ATGCTCCTAAACCTCCTCACCATTGGAGGGCATTG	UpstreamP1_CTCF	33
chr8	128237910	128238060	id-100516	1	+	NA	NONE	28
chr8	128314704	128314854	id-100517	1.21e-05	-	TCTGTAATGCAAGCTGCTATGGGTAGATGGCAGGC	Upstream_CTCF	2
chr8	128317575	128317725	id-100518	1	+	NA	NONE	13
chr8	128378311	128378461	id-100519	6.43e-06	+	TTCCTCCTCTGGACAGCTGCCTCATGAGGGAGCTC	V_CTCF_BR	19
chr8	128403870	128404020	id-100520	3.56e-05	-	TGGGATGAGCCCCAAAGGCCCCCCAGAGGGAATGG	Upstream_CTCF	7
chr8	128413023	128413173	id-100521	3.63e-08	+	GCTGCATCGCTCCATAGAGCCTGCAGAGGGCACTA	Upstream_CTCF	40
chr8	128414258	128414408	id-100522	3.03e-05	+	AATGTCATTCCCAAGATATCCTGCAGGTGTTCAGC	Upstream_CTCF	26
chr8	128508775	128508925	id-100523	1.48e-06	-	AGTCACTGCCCAGTCTTCCCCACTAGGGGCAGGGC	UpstreamP1_CTCF	40
chr8	128560635	128560785	id-100524	2.01e-05	+	AGTGCAATAATCCCATTTAACCAAAGGTGGGGTAG	Upstream_CTCF	7
chr8	128577396	128577546	id-100525	1.01e-05	+	ATAGCTATATCAGAGATGGCCACATGAGGAGGCCA	Upstream_CTCF	20
chr8	128585683	128585833	id-100526	4.65e-05	+	GGAAGATGACACAGTTAGAACTGTAGAGGGCTCTG	V_CTCF_BR	14
chr8	128586026	128586176	id-100527	1.48e-06	+	TTGGCTAGGGTGGAGTGAGCCACCAGGAGGCTGCC	V_CTCF_BR	10
chr8	128598169	128598319	id-100528	1.43e-05	-	GGTGAGATGCCTCCCTCCATCACTAGGGGCATGCA	Upstream_CTCF	24
chr8	128637851	128638001	id-100529	4.01e-05	+	GATGCAATCCACCATTCATCCACATGGAGCACACA	Upstream_CTCF	19
chr8	128738070	128738220	id-100530	1.71e-06	+	TAAAGTTGCGAGGAAAGCGCCTGCAGGGGGTGCTG	V_CTCF_BR	40
chr8	128746286	128746436	id-100531	1.55e-08	+	GGCGCGATGATCTCTGCTGCCAGTAGAGGGCACAC	V_CTCF_BR	39
chr8	128748432	128748582	id-100532	2.1e-06	+	GCTGTAGTAATTCCAGCGAGAGGCAGAGGGAGCGA	Upstream_CTCF	40
chr8	128750024	128750174	id-100533	7.78e-06	+	CAGGCGCCTCTCGCCTTCTCCTTCAGGTGGCGCAA	Upstream_CTCF	40
chr8	128755320	128755470	id-100534	3.22e-07	-	GCTGCACTCCAGCCCTAGGCCACAAAGGGGCAAAG	Upstream_CTCF	16
chr8	128763867	128764017	id-100535	1.24e-05	-	AAGCTAATTCAGCCAAAAGCCAGTAGAGGGATCTC	V_CTCF_BR	2
chr8	128812575	128812725	id-100536	6.27e-08	-	CTGCACTGCCTCCATCTGTCCCCCAGCTGTCTCTG	UpstreamP1_CTCF	7
chr8	128830556	128830706	id-100537	1.24e-05	-	TCAAGTGTGGATGGAATGTCAGGCAGGGGGCAGCA	V_CTCF_BR	33
chr8	128845565	128845715	id-100538	1	+	NA	NONE	6
chr8	128864411	128864561	id-100539	1	+	NA	NONE	36
chr8	128872430	128872580	id-100540	5.3e-05	+	AATCGGCTTCCAGCTCTGGGCACTGGGGTGCGGTG	UpstreamP1_CTCF	11
chr8	128902372	128902522	id-100541	7.62e-07	-	CCTGCAGGGCTGAGAGGTCCCTGCAGGGAGCTGAG	Upstream_CTCF	38
chr8	128907001	128907151	id-100542	1	+	NA	NONE	36
chr8	128915210	128915360	id-100543	1	+	NA	NONE	3
chr8	128923932	128924082	id-100544	1	+	NA	NONE	11
chr8	128926710	128926860	id-100545	1.46e-08	+	TGTGCACTACTCACAACAGCCAGAAGGTGGGAACA	Upstream_CTCF	39
chr8	128929994	128930144	id-100546	8.97e-05	-	GGCTCCACTCTGCCCTTGGCCACCAGACGCTGACT	Upstream_CTCF	3
chr8	128943875	128944025	id-100547	1	+	NA	NONE	7
chr8	128980124	128980274	id-100548	1	+	NA	NONE	21
chr8	128980756	128980906	id-100549	1	+	NA	NONE	11
chr8	128981633	128981783	id-100550	1	+	NA	NONE	33
chr8	128994029	128994179	id-100551	1.83e-05	+	ATTATCTTCTTCAGTCCTCCCAGGAGGTGGTGCCA	V_CTCF_BR	0
chr8	129027049	129027199	id-100552	2.01e-05	+	CTGAACTTTCTTCATCTGGACTCTAGGGGCACTTA	UpstreamP1_CTCF	39
chr8	129037546	129037696	id-100553	7.17e-05	-	CCTGCCTTCTCCTCTGGGTACATCAGGTGATGGTG	Upstream_CTCF	1
chr8	129038047	129038197	id-100554	1	+	NA	NONE	29
chr8	129051927	129052077	id-100555	3.16e-05	+	GCTGCTGTGTTGAAAGTGGACTGGAAGTGGCAAAG	Upstream_CTCF	12
chr8	129061014	129061164	id-100556	4.21e-05	-	AAGGATGAGACACCTGAGAACAACAGGGGGCTCTC	V_CTCF_BR	6
chr8	129071537	129071687	id-100557	1	+	NA	NONE	4
chr8	129074354	129074504	id-100558	2.93e-07	-	CTGTCCTGTCTCCCCCTGCACCGCAGGGGGCAGCC	UpstreamP1_CTCF	9
chr8	129121575	129121725	id-100559	8.99e-05	+	CACCGCTGGAGGAAACCAGCCAGGAGATGGGAGGA	V_CTCF_BR	4
chr8	129163805	129163955	id-100560	1	+	NA	NONE	1
chr8	129165342	129165492	id-100561	1	+	NA	NONE	3
chr8	129184325	129184475	id-100562	5.92e-05	-	AAAGTGGTTCCAGAATGAGTCAGCAGGGAGATGTG	Upstream_CTCF	3
chr8	129188905	129189055	id-100563	1	+	NA	NONE	20
chr8	129189497	129189647	id-100564	1.04e-05	+	ACAAGACAGCTGATGGTATCCACTAGGGGGAAAAA	V_CTCF_BR	26
chr8	129203437	129203587	id-100565	1.73e-05	-	TGCTAGACTCTTTCTTTCCCCAGAAGAGGTCACTA	V_CTCF_BR	8
chr8	129209586	129209736	id-100566	7.15e-05	+	AGGGTTCATTACATAACAGAATCCAGGTGGCAGCA	V_CTCF_BR	13
chr8	129210014	129210164	id-100567	1	+	NA	NONE	21
chr8	129214261	129214411	id-100568	3.81e-05	-	GTGTTCTCACCACAGACTAGCTCTAGAGGTATGTG	UpstreamP1_CTCF	5
chr8	129254459	129254609	id-100569	9.62e-05	-	CACCTGTTTGAACACTGCACCAGAGGGTGGAGTCA	UpstreamP1_CTCF	4
chr8	129281850	129282000	id-100570	1.97e-06	-	GAACCAAGGCTAGCAGCAACCTGAAGGTGGCAGGG	V_CTCF_BR	39
chr8	129332069	129332219	id-100571	2.96e-05	+	GCCATCCCAGACCAGCCAGCCCCCTGCTGGCTCGC	V_CTCF_BR	8
chr8	129335018	129335168	id-100572	9.62e-08	-	CAGCCATTCCCTGGCTGGCCCACTAGCTGGCAGTG	UpstreamP1_CTCF	40
chr8	129336442	129336592	id-100573	1	+	NA	NONE	9
chr8	129488114	129488264	id-100574	4.66e-08	+	GCTGCAGGGCCATCAGGCACAACCAGGGGTCACTG	Upstream_CTCF	4
chr8	129554349	129554499	id-100575	1	+	NA	NONE	11
chr8	129596051	129596201	id-100576	2.1e-05	-	GATGCAGTTGCAACAGAGGCCTCAAGGGAATCTAC	Upstream_CTCF	5
chr8	129665716	129665866	id-100577	1.39e-05	-	TCACCTGTGGACTCATTGGCCACATGGTGGAGATG	V_CTCF_BR	30
chr8	129671100	129671250	id-100578	3.86e-05	-	GCTGCCACTCTCAACTTCTCCGTAAGGGGCCTCTT	Upstream_CTCF	7
chr8	129695866	129696016	id-100579	1.17e-05	-	TCAAGAGAAAGAGAAATCACCACCAGGGGTCTGGG	V_CTCF_BR	34
chr8	129701364	129701514	id-100580	4.65e-06	-	CCGTCAGAGAAGAGTCTGGCCACTAGGTGGCCCAA	UpstreamP1_CTCF	32
chr8	129806850	129807000	id-100581	1.1e-05	+	CCGCTTCCTTCTGCCTTTGCCAGTAGAGGCTGGAC	V_CTCF_BR	2
chr8	129871530	129871680	id-100582	1.04e-07	-	AAATACCCCGATGATATATCCACCAGGGGGCGCTC	V_CTCF_BR	38
chr8	129944603	129944753	id-100583	1	+	NA	NONE	34
chr8	129946155	129946305	id-100584	1	+	NA	NONE	1
chr8	130036285	130036435	id-100585	7.16e-08	+	GAGGCTGTACCCTGTAGAACCACAAGGTGGAGCTG	Upstream_CTCF	39
chr8	130047349	130047499	id-100586	6.46e-07	-	TGCCTCGCAGGGCCCTGGGGCACTAGGTGGAGCTC	V_CTCF_BR	36
chr8	130065377	130065527	id-100587	4.21e-05	+	AACTCATATGGACTTACTACCCCTAGAGGGTGCAA	V_CTCF_BR	31
chr8	130214876	130215026	id-100588	6.49e-06	-	GCTGTCAGCCTCATGGATGCCAGCAGGGGCTATTG	Upstream_CTCF	33
chr8	130253513	130253663	id-100589	8.89e-06	-	GCTGAACTTTGCAGTCTTCACTGAAGGGGGAACCC	Upstream_CTCF	28
chr8	130295210	130295360	id-100590	8.34e-07	-	CTGAGCTTTCCCCAGAAGCCCAGCAGATGCCAGCA	UpstreamP1_CTCF	33
chr8	130314659	130314809	id-100591	4.01e-05	+	TTTGCTCTTCTGGATCTAGCCACCTAGCGGAGCTA	Upstream_CTCF	7
chr8	130315731	130315881	id-100592	1.31e-09	+	GTGCAGTTCAAACTATGAGCCAGTAGATGGCGCTT	UpstreamP1_CTCF	40
chr8	130327381	130327531	id-100593	1.82e-06	+	CTGTTAGGAACCAGGCTGCCCAGCAGGAGGTGAGC	UpstreamP1_CTCF	6
chr8	130352882	130353032	id-100594	1.48e-05	+	CTGTAAGATCTGCTGCCCTCCTGCTGGGGACACTG	UpstreamP1_CTCF	3
chr8	130458912	130459062	id-100595	5.13e-05	+	TCTCTCCCACTAGACAGTGCCTCTTGAGGTCAGAA	V_CTCF_BR	2
chr8	130462187	130462337	id-100596	1.56e-06	-	CTGTAGGCAGGTGTCCCTGGCCCCAGGGGGAGCAC	UpstreamP1_CTCF	1
chr8	130548133	130548283	id-100597	3.22e-07	-	CCTGCCTGTCCGCTGATGTCCTCTAGATGGCAAAC	Upstream_CTCF	40
chr8	130551488	130551638	id-100598	4.03e-06	+	AGGCCATTTCACCCATCCACAAGCAGGAGGCAGCC	UpstreamP1_CTCF	30
chr8	130573502	130573652	id-100599	1	+	NA	NONE	15
chr8	130599396	130599546	id-100600	1.21e-06	-	AGGGCAATTTGAGCTCTGGGCAGAAGGGAGCACTC	Upstream_CTCF	29
chr8	130606060	130606210	id-100601	9.25e-06	+	ACTTAGATTTGACCGGGCAGCACTAGAGGGAGCTC	V_CTCF_BR	16
chr8	130686211	130686361	id-100602	6.8e-06	-	CAGCATATACACACCCTGGCCTGTGGGGGGATGCA	UpstreamP1_CTCF	7
chr8	130694382	130694532	id-100603	9.25e-06	-	CAATGAGTTCTTCAGAGAGGCAGTAGATGGCAGTA	V_CTCF_BR	40
chr8	130699754	130699904	id-100604	6.18e-07	-	CTTGCAAGACTCTGCCTTGCCTACAGAGGGTGCTC	Upstream_CTCF	38
chr8	130709482	130709632	id-100605	5.17e-06	-	ACGGTGATATCGTTCATGTCCTGCAGATGGAGATG	Upstream_CTCF	38
chr8	130738668	130738818	id-100606	5.68e-06	-	AGTAAATTTCCAATATATGCCAGAAGGTGGCAGCA	V_CTCF_BR	40
chr8	130740889	130741039	id-100607	7.54e-08	-	GTGCAGTTTGATCTACAAGCCAGTAGATGGTGCTT	UpstreamP1_CTCF	36
chr8	130744138	130744288	id-100608	5.37e-06	+	CTGCAGTGTCCCTCTACCACCACCTACTGACAAAG	UpstreamP1_CTCF	38
chr8	130760714	130760864	id-100609	2.58e-07	+	GCTGCAGCAACGAGAGAGTCCCATAGAGGGCAGAC	Upstream_CTCF	32
chr8	130788795	130788945	id-100610	8.08e-08	+	GCAGCAGGCACAGCACCCAGCAGCAGAGGGCAGCA	Upstream_CTCF	40
chr8	130828043	130828193	id-100611	2.1e-05	+	GGTGAAATGCACTGATGTCTCTCTAGGGGGAGTAG	Upstream_CTCF	25
chr8	130832451	130832601	id-100612	1.41e-09	+	CCTGCAAGTCACGACCTGACCACTAGGAGGCGAAC	Upstream_CTCF	40
chr8	130838569	130838719	id-100613	8.5e-06	+	AATGTATAACCGCAGGGCGGCAGCAGAGAGCAGCA	Upstream_CTCF	40
chr8	130903991	130904141	id-100614	1.31e-05	-	GAAGTCTAAGTGTATCCATCCACTAGATGTCAGCA	V_CTCF_BR	40
chr8	130906868	130907018	id-100615	3.63e-05	+	TGCAGCCTGTAGGTTCCAGCCTAGTGGTGGCAGCA	V_CTCF_BR	9
chr8	130910967	130911117	id-100616	5.9e-06	+	TTACAGTGCTAAAAAGAGTCCAGCAGAGGTCATTC	UpstreamP1_CTCF	3
chr8	130951860	130952010	id-100617	2.11e-06	+	CAGAGGCGGCTCCTCAGCGGCGCTAGGGGGAGCCC	V_CTCF_BR	40
chr8	130960738	130960888	id-100618	6.43e-06	+	CCATCAGGAAAAGGCACAGGCACAGGAGGGCGCCA	V_CTCF_BR	33
chr8	130982502	130982652	id-100619	4.88e-05	+	AAAGGGAAGTGCACTGTCACAGACAGAGGGCACCC	V_CTCF_BR	7
chr8	131027142	131027292	id-100620	2.8e-05	-	GGCGTCATTTTGATTGCCACCGCCAGGTGACTGGC	Upstream_CTCF	24
chr8	131027526	131027676	id-100621	8.43e-09	-	ACGAGCGTAGATTTCCTGGCCTGCAGGGGGCGCAG	V_CTCF_BR	40
chr8	131028164	131028314	id-100622	8.23e-05	+	CCGCACCGACACCCGGCTCGCAGGAAGGGTCTGCC	UpstreamP1_CTCF	31
chr8	131107052	131107202	id-100623	8.19e-06	-	CTGCATCTGCATCAGAAAGTCCCTAGATGGCGATA	UpstreamP1_CTCF	40
chr8	131141923	131142073	id-100624	7.61e-08	+	TATGCAAGTCACACCTTTGACTCTAGGTGGCGCTC	Upstream_CTCF	40
chr8	131154918	131155068	id-100625	1	+	NA	NONE	9
chr8	131217959	131218109	id-100626	1.43e-05	+	TAAGCATCTTCCCAAGAAGTCACTAGGGGGTGTGC	Upstream_CTCF	30
chr8	131219934	131220084	id-100627	1	+	NA	NONE	38
chr8	131309730	131309880	id-100628	7.55e-07	-	CACTTCTGTAGATTACAGGCCAGCAGGTGGAAGCC	V_CTCF_BR	9
chr8	131310290	131310440	id-100629	1.04e-06	+	TCTGCTCTAACATTTTTGGCCTCTAGGGTGCAAAA	Upstream_CTCF	21
chr8	131314757	131314907	id-100630	2.97e-06	-	GGCCATTAATCTAGTGCTCCCAGCAGATGGCAGCT	V_CTCF_BR	28
chr8	131339191	131339341	id-100631	1.39e-05	-	CTTAGCTACTCAGATGCTGCCTCCTGGGGGCATTC	V_CTCF_BR	9
chr8	131340647	131340797	id-100632	1	+	NA	NONE	20
chr8	131373527	131373677	id-100633	1	+	NA	NONE	2
chr8	131387297	131387447	id-100634	3.22e-07	-	CCTGCTGATCCCCAAGTGCCCACCAGGGAAGGCAG	Upstream_CTCF	13
chr8	131422886	131423036	id-100635	1	+	NA	NONE	1
chr8	131428911	131429061	id-100636	5.28e-05	-	CGAGGAGCCAGTGGACTTTCCATTAGGTGGCAGCC	Upstream_CTCF	35
chr8	131431928	131432078	id-100637	1.84e-05	-	CAGCCGTTTCACAGTGACCCCTAGAGAGGGAGCCC	UpstreamP1_CTCF	18
chr8	131432676	131432826	id-100638	1.05e-08	+	GCAGCACTATTCACGATGGCCAGGAGGTGGAAACA	Upstream_CTCF	27
chr8	131433752	131433902	id-100639	1.41e-06	-	TTGCTGTCAGCTTCCACTGGCAGAAGAGGGAAGGA	UpstreamP1_CTCF	30
chr8	131445609	131445759	id-100640	1	+	NA	NONE	2
chr8	131449921	131450071	id-100641	1.73e-05	+	TGTCAACATCCCCCAGAAGCCGCGGGTGGGCGCTG	V_CTCF_BR	25
chr8	131451912	131452062	id-100642	1.1e-05	+	GGAGAGAGGAAGAGCATCCCCCGCAGGGGGAAGAA	V_CTCF_BR	3
chr8	131455526	131455676	id-100643	8.99e-05	-	TCTCGCGCGAAGAAGGGCGCCGGGACGGGGCGCGG	V_CTCF_BR	4
chr8	131456823	131456973	id-100644	9.71e-06	-	TTTTCTGTTTCGGATTTCACCAGAAGGGGGTCTGC	Upstream_CTCF	26
chr8	131504164	131504314	id-100645	1	+	NA	NONE	3
chr8	131516068	131516218	id-100646	1	+	NA	NONE	2
chr8	131526259	131526409	id-100647	1	+	NA	NONE	5
chr8	131530576	131530726	id-100648	1.84e-06	-	AATCCTCAAAACAACCCTCCCACCAGAGGGCAGCT	V_CTCF_BR	26
chr8	131540122	131540272	id-100649	3.73e-06	-	GGTGAACTTCCTTCCCTGACCAGGTGGTGGACACT	Upstream_CTCF	39
chr8	131540702	131540852	id-100650	1	+	NA	NONE	8
chr8	131550519	131550669	id-100651	1.72e-06	+	GGTGCTTTGCTCTGCCTCCCCACTAGAGGACTATG	Upstream_CTCF	29
chr8	131553861	131554011	id-100652	4.5e-06	+	ACTGAGCTTTCAGGTTGAACCTGCAGGTGGGGCTG	Upstream_CTCF	16
chr8	131583753	131583903	id-100653	6.8e-06	-	TGTGTAATTTCAATCACATACAGAAGGGGTCATTT	Upstream_CTCF	14
chr8	131600940	131601090	id-100654	1	+	NA	NONE	2
chr8	131609210	131609360	id-100655	3.63e-05	-	TTCCTCTGTCTTCCACCAGGCAGTTGTGGGCGGGA	V_CTCF_BR	5
chr8	131616633	131616783	id-100656	4.7e-05	-	GTGGTATTAACTTTGAATCCAACCAGAGGGAGCTG	Upstream_CTCF	23
chr8	131630802	131630952	id-100657	1	+	NA	NONE	5
chr8	131654985	131655135	id-100658	1.37e-05	-	CAAGGACTACACAATGTGGCCTAAAGGAGGTGCCC	Upstream_CTCF	9
chr8	131663405	131663555	id-100659	2.78e-06	-	TAGGCGTCCAAAATATGCTCCAGGAGGGGGAGCCA	V_CTCF_BR	35
chr8	131687856	131688006	id-100660	8.81e-07	-	TGGTTATCATTTCACTTCACCGCCAGGTGGCAGTA	V_CTCF_BR	39
chr8	131694209	131694359	id-100661	5.93e-06	-	ACCCCACTGCCCCACCCAACCACAAGGGGGCCAGA	Upstream_CTCF	34
chr8	131704571	131704721	id-100662	3.31e-06	+	GCGTAATTTAAGCTGAGATCCAGTAGATGGCACTT	UpstreamP1_CTCF	39
chr8	131714004	131714154	id-100663	1	+	NA	NONE	5
chr8	131739289	131739439	id-100664	4.23e-06	-	CTGCATTTCCATAGCCCTGCCCTTGGAGGGAGCAC	UpstreamP1_CTCF	37
chr8	131762004	131762154	id-100665	1.41e-09	+	CTTCTGTTCCCCAGTCTGACCAGAAGATGGCAGCA	UpstreamP1_CTCF	40
chr8	131776882	131777032	id-100666	7.62e-07	+	GAAGAAATACCCTTTCCTTCCAGGAGATGGCAGTA	Upstream_CTCF	40
chr8	131809146	131809296	id-100667	8.9e-05	+	CTGCAAACACCCATTTCAATCACTAGGGGCACTGC	UpstreamP1_CTCF	40
chr8	131814955	131815105	id-100668	1.96e-08	+	AGATGGTGTTTTTGTCTGGCCACTAGAGGGCACTC	V_CTCF_BR	40
chr8	131823177	131823327	id-100669	1.28e-06	-	CAGTGTGTATCAACCATGACCACCAGATGGAGACA	V_CTCF_BR	35
chr8	131840709	131840859	id-100670	3.4e-06	-	CATGGAAAGGATCCCTATTCCACTAGGTGGCACTG	V_CTCF_BR	39
chr8	131864623	131864773	id-100671	8.71e-06	+	AACACACCATTATTTCTGGGCACCAGGGGGAGATA	V_CTCF_BR	18
chr8	131869821	131869971	id-100672	1.73e-05	-	AAGAGAGACAGCCATACCTCCTGGTGGGGGCGCAC	V_CTCF_BR	6
chr8	131890263	131890413	id-100673	5.93e-06	+	CATTTAATTTTCACAACAACCCCTAGGGGCAGACA	Upstream_CTCF	9
chr8	131893973	131894123	id-100674	2.17e-08	+	TTTGCAATTGCTTCTGTGGTCACCAGGTGGCAATA	Upstream_CTCF	40
chr8	131931903	131932053	id-100675	1.95e-07	-	ATTGCAGTGGTCTCAGCTGCCCCTAGGAGGAGAAA	Upstream_CTCF	4
chr8	132041095	132041245	id-100676	2.19e-08	+	CCCAGATGGTGAGCACCCACCAGAAGGGGGCACCA	V_CTCF_BR	39
chr8	132049261	132049411	id-100677	5.68e-06	+	TCTAGGAAAGACTCTTAAGCCAATAGAGGGCGCCA	V_CTCF_BR	40
chr8	132052437	132052587	id-100678	1.9e-06	+	GGAGGCGCTCCTGCCGTCGCCGGCCGGGGGCGTCG	Upstream_CTCF	8
chr8	132129786	132129936	id-100679	7.49e-05	+	GGTTGCTGCCTCCTTTATGGCTCTAGGTGGTGGCA	V_CTCF_BR	6
chr8	132138679	132138829	id-100680	8.21e-05	-	CACTGAAAATTAAATTATGCCACTAGAGGCAGCAA	V_CTCF_BR	13
chr8	132202882	132203032	id-100681	2.37e-05	-	TCTGTTACATATGACTTAGCCTATAGGTGGCATAA	Upstream_CTCF	4
chr8	132230830	132230980	id-100682	8.99e-05	-	CACCCTCTCTCACCCCCAACCTGTAGGTGGGGCAC	V_CTCF_BR	4
chr8	132258178	132258328	id-100683	3.24e-06	+	TGTTTAGTGTTATCTTCTTCCAGTAGATGGGGCTA	Upstream_CTCF	40
chr8	132471731	132471881	id-100684	7.23e-07	+	CATGCTGCCTTAGAATAGTCCCCTAGGGGGAGGAA	Upstream_CTCF	6
chr8	132496139	132496289	id-100685	4.5e-05	+	GATAAATGCCAAAGAAGGAACACTAGGGTGCGGTA	UpstreamP1_CTCF	3
chr8	132697020	132697170	id-100686	1.9e-06	-	GGTGCCCTGCTTGTGGGCTCCACTAGGGGAGGTGA	Upstream_CTCF	8
chr8	132790889	132791039	id-100687	4.88e-05	-	GTTCTAATCCACTGTGTGGCCTCCAGGGGAGCCTG	UpstreamP1_CTCF	5
chr8	132812216	132812366	id-100688	1.24e-05	-	GCGAAAGGAAGAATTTCATCCACCAGAGGGTGGTT	V_CTCF_BR	7
chr8	132816561	132816711	id-100689	8.81e-07	-	GGGAAAATGCCTCTGCTGTACAGTAGGTGGCGCCC	V_CTCF_BR	40
chr8	132871927	132872077	id-100690	2.96e-05	-	GACAGGAGCAATCTTCAGAACACTGGGTGGCACTG	V_CTCF_BR	39
chr8	132873398	132873548	id-100691	1	+	NA	NONE	39
chr8	132908803	132908953	id-100692	2.19e-05	+	TTCTTGTTTAGCTGGGTGACCAGCAGGGGCTGACT	UpstreamP1_CTCF	22
chr8	132916557	132916707	id-100693	1	+	NA	NONE	1
chr8	132928829	132928979	id-100694	2.8e-05	+	GATGGAGTGAGGCACAGGAACCGAAGAGGGAGCAG	Upstream_CTCF	23
chr8	133064246	133064396	id-100695	1.15e-06	-	TGGTCAGCTCCCATCCCTGCCCCTAGATGGAGCAC	Upstream_CTCF	40
chr8	133067798	133067948	id-100696	8.71e-06	+	ATAGAAATAAATCCGACAACCACATGGTGGCGCTG	V_CTCF_BR	40
chr8	133070058	133070208	id-100697	3.8e-08	+	TTGCCAGGGTGGCCCTTGCCCAGAAGGGGGCGCTC	V_CTCF_BR	39
chr8	133075157	133075307	id-100698	1	+	NA	NONE	30
chr8	133091347	133091497	id-100699	1	+	NA	NONE	1
chr8	133109856	133110006	id-100700	8.71e-06	-	ATAAGAAGGCAGTGATCTACCTGTAGAGGGTGCTG	V_CTCF_BR	32
chr8	133134408	133134558	id-100701	2.1e-06	-	CATGCAATCCTCATCGCAACCCCATGAGGGAGATG	Upstream_CTCF	3
chr8	133152918	133153068	id-100702	9.49e-08	+	GAGGCCATGGCTCCTACAGCCTCCAGAGGGCGCTT	V_CTCF_BR	36
chr8	133157260	133157410	id-100703	3.47e-07	-	CAGCATCCCTGGCTTCTCCCCACTAGATGGCAATA	UpstreamP1_CTCF	40
chr8	133204372	133204522	id-100704	2.89e-09	+	CTGCGGAGCCCATCTTTGGCCAGGAGGGGGCAGCA	V_CTCF_BR	40
chr8	133206199	133206349	id-100705	6.18e-07	-	GCTGTAATTAGAGCAGGAGCCAGCAGGGGTATCTG	Upstream_CTCF	36
chr8	133227871	133228021	id-100706	1.46e-07	+	ATTGCTTTCTCTGTGGTCACCAGCAGAGGGCAGAT	Upstream_CTCF	38
chr8	133236575	133236725	id-100707	5.96e-07	-	TAGACACTCAGTGCTTCCACCACCAGGAGGCACCC	V_CTCF_BR	19
chr8	133319419	133319569	id-100708	1.73e-05	-	GTCCACTCTTGTCTCACTGCCACATGGTGTCACTG	V_CTCF_BR	20
chr8	133328687	133328837	id-100709	6.9e-05	+	GGAGTTCCTTCAACACTGGCCACTGTGTGGCTCAG	Upstream_CTCF	3
chr8	133343601	133343751	id-100710	2.27e-05	-	CCAGAGGCCCCACGGGTGGCCATATGAGGGCACCC	V_CTCF_BR	7
chr8	133386649	133386799	id-100711	1.26e-07	-	GGGGTGTGTGCCGCAAGTGCCAGCGGGGGGCAGTA	V_CTCF_BR	7
chr8	133408215	133408365	id-100712	2.97e-06	+	CTAATTTCGGTTTCCTCATCCACTAGGTGGAGCTA	V_CTCF_BR	37
chr8	133430097	133430247	id-100713	2.53e-05	+	GGTCTGGAGACCCATGAGCCAGCCAGAGGGCAGCA	V_CTCF_BR	9
chr8	133490991	133491141	id-100714	9.67e-08	-	GACGTTTTTCTAGGTTCGGCCACCAGGTGGGGGCG	Upstream_CTCF	37
chr8	133492303	133492453	id-100715	4.21e-05	+	CGCGCCGCCGCCGAGGGCGCCCCGAGCGGCCGGGT	V_CTCF_BR	12
chr8	133500178	133500328	id-100716	9.25e-06	-	CATTTGGACACACAAGGAGACACCAGGGGGCATGC	V_CTCF_BR	20
chr8	133501912	133502062	id-100717	2.86e-06	+	GGGCTATGTGCAGAATCTACCACAAGAGGGAGTAA	UpstreamP1_CTCF	40
chr8	133580400	133580550	id-100718	6.43e-06	-	TAAGGCTTTCACGGCCATACCACTAGATGGCTGTC	V_CTCF_BR	12
chr8	133594108	133594258	id-100719	6.84e-06	+	ATTTTACAGTGTTATGGGACCACAAGAGGTCACTG	V_CTCF_BR	1
chr8	133663808	133663958	id-100720	1.71e-06	-	GATTTGTTTTATTTATGTACCACTAGAGGGCAGCA	V_CTCF_BR	40
chr8	133685333	133685483	id-100721	7.31e-05	-	CTGCATTACACCGCACTGCCGCCCACAGGACTGAG	UpstreamP1_CTCF	0
chr8	133687878	133688028	id-100722	9.26e-05	+	CCGCAGTGAAGGGGCTCAGCAGACAGGGGTTCCCC	UpstreamP1_CTCF	11
chr8	133699520	133699670	id-100723	1.03e-05	+	GTGCCAGGCACTCTTCTAAGCACTTGGGGGCATCA	UpstreamP1_CTCF	9
chr8	133737942	133738092	id-100724	2.31e-07	+	GAAGCGCTACCTCCACCAGCCAGAAGGGGGTAGAG	Upstream_CTCF	28
chr8	133780865	133781015	id-100725	1.85e-05	+	GAAGTAATCCGATACTTGACCACAAGGGTGTGTTG	Upstream_CTCF	39
chr8	133785447	133785597	id-100726	5.67e-06	+	TCCTCCATTTCCAAAGTGCCCTCTAGGGGACGGTA	Upstream_CTCF	40
chr8	133805715	133805865	id-100727	1	+	NA	NONE	9
chr8	133887826	133887976	id-100728	1.28e-06	+	GCACAATTCACAGCTATTTCCACAAGAGGGCAGTC	V_CTCF_BR	40
chr8	133903280	133903430	id-100729	1	+	NA	NONE	1
chr8	133918432	133918582	id-100730	6.46e-07	+	GATGAACCCTGCAGGAAGGCCACCAGGTGGCTGGC	V_CTCF_BR	2
chr8	133954310	133954460	id-100731	1	+	NA	NONE	4
chr8	134036042	134036192	id-100732	1.73e-05	+	GGCAAACTCATTTTGGCTGCCGGCAGGGGCAGCCT	V_CTCF_BR	13
chr8	134064076	134064226	id-100733	1	+	NA	NONE	15
chr8	134087217	134087367	id-100734	1	+	NA	NONE	7
chr8	134094102	134094252	id-100735	1	+	NA	NONE	2
chr8	134116003	134116153	id-100736	6.15e-05	+	TGCGCTGGACTCTCTCTAGGCTTTAGAGGGCACAG	Upstream_CTCF	2
chr8	134132677	134132827	id-100737	3.03e-05	-	AACGCATCCTTCCCTAGCACCTACAGGGGGAGCAT	Upstream_CTCF	40
chr8	134194947	134195097	id-100738	1	+	NA	NONE	14
chr8	134203975	134204125	id-100739	6.05e-06	-	AAGTATGGACACTCTGCAGACTGCAGAGGGCTGTG	V_CTCF_BR	1
chr8	134215245	134215395	id-100740	4.11e-08	-	GAGGCCGCACCTAGATACTCCACCAGGGGGCAGGG	Upstream_CTCF	40
chr8	134221609	134221759	id-100741	2.27e-06	+	GAGTCTGGGAGATTTTCTACCACTAGATGGTGCCA	V_CTCF_BR	40
chr8	134223950	134224100	id-100742	2.11e-06	+	AGGATGATCCATGGCTTGCCCAGGAGAGGGAGGAC	V_CTCF_BR	23
chr8	134225151	134225301	id-100743	5.08e-07	-	CCATCTGTGATGAGGCTGACCCCCAGCGGGCAGCG	V_CTCF_BR	3
chr8	134250971	134251121	id-100744	9.81e-06	+	CGAGTTAGGCGCAGTATGGCAGGCAGGGGGCGAAA	V_CTCF_BR	10
chr8	134299756	134299906	id-100745	4.34e-05	+	TGTCCACTGTCTGTCTGTCCCCCTGGAGGGCAGAG	Upstream_CTCF	26
chr8	134300841	134300991	id-100746	1.56e-05	+	AAAGCATCAAAGAGGTCCTCCAGCAGGTGGGGTGG	Upstream_CTCF	19
chr8	134308578	134308728	id-100747	1	+	NA	NONE	26
chr8	134309355	134309505	id-100748	1.92e-05	-	GTTCACCATCCGCCCTCGGCTTCCGCGGGGCGCTG	UpstreamP1_CTCF	33
chr8	134321877	134322027	id-100749	1.57e-08	-	CCTGTAGTCCCACCTACTGGCGGCCGGGGGCGGGC	Upstream_CTCF	7
chr8	134354048	134354198	id-100750	1.85e-08	-	GTGCAGTGTCCCGAGGTCACCAGCAGAAGACTCAA	UpstreamP1_CTCF	17
chr8	134372400	134372550	id-100751	4.43e-05	-	ATGACAGTAACAGGATCTACCTCTGGGTGGCTGTG	V_CTCF_BR	9
chr8	134383017	134383167	id-100752	1.21e-05	-	CATGCAGGTGAACGTGTGGCCACAAGGGTGTCTAC	Upstream_CTCF	17
chr8	134389580	134389730	id-100753	6.9e-05	-	TCTGCAGTCTCTGTGTCCTCCTGCTGGGTCACCGG	Upstream_CTCF	11
chr8	134394331	134394481	id-100754	1	+	NA	NONE	35
chr8	134418938	134419088	id-100755	1	+	NA	NONE	38
chr8	134441117	134441267	id-100756	6.43e-06	+	CTCAGGGCTCAGGACCCTGTCCCCAGAGGGAGCCA	V_CTCF_BR	2
chr8	134445736	134445886	id-100757	1	+	NA	NONE	2
chr8	134461823	134461973	id-100758	4.3e-11	-	GAGCGCCTGGTGATGGTGGCCACCAGAGGGCGCAA	V_CTCF_BR	40
chr8	134465677	134465827	id-100759	1.64e-09	-	CTGCAATGTGGACCAGCGGCCACGAGGTGGTGCTA	UpstreamP1_CTCF	40
chr8	134468092	134468242	id-100760	5.96e-07	-	ATCCCATTCTCTGCTGTGGCCAGAAGGTGGTGCTA	V_CTCF_BR	40
chr8	134486830	134486980	id-100761	2.23e-06	+	CCTCTACTCCCCATTACATCCAGCAGAGGCCACCC	UpstreamP1_CTCF	19
chr8	134498519	134498669	id-100762	5.98e-05	+	GTGTGGCGCAGCTCAGGGCCTGGCAGGGGCGAGTG	UpstreamP1_CTCF	10
chr8	134508754	134508904	id-100763	8.91e-07	+	TGTTCCATTTTCAGAGTCTCCAGGAGGGGGCGTGA	Upstream_CTCF	39
chr8	134520359	134520509	id-100764	4.14e-06	-	AGTTTGGTGTTTGAATCAGACTCCAGGTGGCAGTA	V_CTCF_BR	10
chr8	134554414	134554564	id-100765	1	+	NA	NONE	11
chr8	134571794	134571944	id-100766	4.71e-06	+	TCTTTATTCATCAAACTCTCCACCAGGTGGTAGGA	Upstream_CTCF	30
chr8	134581122	134581272	id-100767	6.9e-05	+	ACAGCCAATGCTGTGAGCGCCACCAGGGAAGGGGG	Upstream_CTCF	22
chr8	134581954	134582104	id-100768	1.13e-10	+	GCGGCAGTTTCCACAGCAGCCGGCAGGGGGCAGTG	Upstream_CTCF	40
chr8	134587890	134588040	id-100769	1	+	NA	NONE	18
chr8	134594407	134594557	id-100770	6.21e-05	-	AGAAAGAAGTAAGAGATGGATGCTAGGGGGCAGTG	V_CTCF_BR	38
chr8	134595705	134595855	id-100771	1.59e-06	+	GGCCAGACTCAATTCACAGCCAACAGAGGGAGGTG	V_CTCF_BR	9
chr8	134654341	134654491	id-100772	8.23e-05	-	GGGAGGGAGCAGCTTGAGTCCAGCAGGAGACGCAC	UpstreamP1_CTCF	14
chr8	134657442	134657592	id-100773	1.06e-05	-	TCTGTGCTGTAGGAAGACACCACCAGGGAACAGTC	Upstream_CTCF	17
chr8	134658275	134658425	id-100774	9.38e-09	-	CTCCAGTAGAAGGGACCGGCCACCAGGAGGCGGAA	UpstreamP1_CTCF	40
chr8	134668329	134668479	id-100775	2.1e-05	+	GCTTCCTTCCCTTTTCCAGCCTCTAGAGGCAGCCT	Upstream_CTCF	31
chr8	134708979	134709129	id-100776	9.51e-07	+	CTTGCCAAGGTGTTCCAGGCCTGTAGTGGGCGCTG	V_CTCF_BR	39
chr8	134714768	134714918	id-100777	2.1e-05	-	CTGTTGAATCCTCATAGCACCTCTAGGAGGAGAAA	UpstreamP1_CTCF	23
chr8	134722985	134723135	id-100778	5.01e-06	+	AGCCAGCATCGGGGTGATGCCAGTGGAGGGAAGCA	V_CTCF_BR	6
chr8	134747900	134748050	id-100779	1.28e-06	+	GAAGCAATCCACACTTACACCAGCAGGCGGATGAC	Upstream_CTCF	29
chr8	134784259	134784409	id-100780	2.59e-06	-	CAGAAGGTTCGGATCCACACCAACAGAGGGCACAA	UpstreamP1_CTCF	7
chr8	134815512	134815662	id-100781	3.56e-06	+	AGTGCTGTCCTGAACAACACCACTAGGGTGGTGAG	Upstream_CTCF	15
chr8	134830369	134830519	id-100782	1.39e-05	-	ATGAGGAGGTGGAAGCTGGACGCTAGGTGGCTGCT	V_CTCF_BR	4
chr8	134842748	134842898	id-100783	1.28e-06	-	GTTGCACCTGCTGAGATGTCCAGAAGGCGGCTCAA	Upstream_CTCF	6
chr8	134846189	134846339	id-100784	6.82e-05	+	TGGTCTTTCTTCTGCAGGGCCTCTTGGGGCAGCAG	V_CTCF_BR	5
chr8	134898448	134898598	id-100785	1.28e-06	-	CAGGTGATTTACACAAGGTCCAGTAGGTGGAGCTA	Upstream_CTCF	40
chr8	134921369	134921519	id-100786	2.27e-05	-	GCATGGTCTCCCTAAAAATCCACCAGGAGGCAGGG	V_CTCF_BR	13
chr8	134931629	134931779	id-100787	1	+	NA	NONE	8
chr8	134964391	134964541	id-100788	1.81e-06	+	GCTGCAAAGGCTGAACTGGCCAGGAGAGGTCCCAT	Upstream_CTCF	5
chr8	135024692	135024842	id-100789	5.74e-05	+	AGGTAAGCCCAGCAGGGGTGCAGTAGAGGGGAACT	UpstreamP1_CTCF	2
chr8	135035744	135035894	id-100790	3.28e-05	-	ACTCCAGACCACTGTGTGTCCTGGTGGGGGTGCTA	V_CTCF_BR	3
chr8	135039083	135039233	id-100791	5.93e-06	-	GCCTCAGGTGCTAAGTCTGCCTCTAGGTGGGGCCA	Upstream_CTCF	31
chr8	135047914	135048064	id-100792	6.84e-06	-	GGCAAGTAACTCATTCCAGCCAGCAGGTGCCTGTC	V_CTCF_BR	14
chr8	135051592	135051742	id-100793	1.38e-06	+	TGAAGCTTTGTGGTGTGATCCAGTAGGTGGCACTC	V_CTCF_BR	36
chr8	135089843	135089993	id-100794	6.84e-06	-	AACATACCCTTGGCTAGGACAACCAGAGGGAGGCC	V_CTCF_BR	2
chr8	135180220	135180370	id-100795	2.53e-05	-	ACCTCCTTTAAAGTTTTTGCCAGTGGGAGGCACTA	V_CTCF_BR	3
chr8	135182630	135182780	id-100796	2.66e-05	+	ACCTTTTATCTTTGCTCTGCCGATAGAGGGAGGTC	V_CTCF_BR	5
chr8	135192127	135192277	id-100797	4.41e-06	+	ACTCCCCTGGAAGTACCTTCCACCAGAGGGAGAGG	V_CTCF_BR	5
chr8	135226486	135226636	id-100798	4.71e-06	-	CTTGCAGTGGCTCCCACTGGCCAAAGATGGCATGA	Upstream_CTCF	10
chr8	135235687	135235837	id-100799	1	+	NA	NONE	3
chr8	135273995	135274145	id-100800	3.88e-06	-	TGGCCCTTTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	39
chr8	135306547	135306697	id-100801	6.74e-08	-	CCAGCACCTCTCATCTGGACCACATGGGGGCACTC	Upstream_CTCF	9
chr8	135348661	135348811	id-100802	5.53e-08	-	CTCCAATGTGCATCTGCTACCACCAGGGGGAACAG	UpstreamP1_CTCF	29
chr8	135380011	135380161	id-100803	4.14e-06	-	AGGACAGATGCATGACACAACTCCAGAGGGCGCCA	V_CTCF_BR	26
chr8	135460404	135460554	id-100804	1	+	NA	NONE	0
chr8	135470021	135470171	id-100805	6.51e-05	+	AGTAACACCAAGGCCACAGGCAGGAGTGGGAAACA	V_CTCF_BR	13
chr8	135489119	135489269	id-100806	6.84e-06	+	TCCATCTCCCACACTGCCCACCCCAGGGGGCGCTG	V_CTCF_BR	40
chr8	135490799	135490949	id-100807	1.03e-06	+	TCCACGTCGTCGGAGGACACCACCAGGTGGTGCTG	V_CTCF_BR	40
chr8	135550519	135550669	id-100808	6.98e-07	+	TGTCCACTGGACCTGGCAACCAGGGGGTGGCGCCG	V_CTCF_BR	25
chr8	135552935	135553085	id-100809	1	+	NA	NONE	1
chr8	135577767	135577917	id-100810	1.11e-05	+	AATGCAGCATGCTCAGTCTTCAACAGGTGGGAGTG	Upstream_CTCF	1
chr8	135601719	135601869	id-100811	1	+	NA	NONE	4
chr8	135613927	135614077	id-100812	1.64e-06	+	ACAGCCATGTTCTGCCCTTCCCCTAGGGGGCTCTG	Upstream_CTCF	15
chr8	135634643	135634793	id-100813	1	+	NA	NONE	12
chr8	135637682	135637832	id-100814	1.03e-06	-	AATGTGGTGAGGTGAACCACCTGCAGAGGGAGCAG	V_CTCF_BR	8
chr8	135643874	135644024	id-100815	3.41e-07	-	CAAGTATGGCCTGTGCTCACCACCAGGAGGCAGAA	Upstream_CTCF	39
chr8	135695201	135695351	id-100816	5.3e-05	-	ATGTTATGACCATTTTCTGACAGGGGGTGCTAGTG	UpstreamP1_CTCF	33
chr8	135697237	135697387	id-100817	7.73e-06	-	AATAGGAACGTCTGTGTGACCAACAGGAGGCAGCG	V_CTCF_BR	27
chr8	135697934	135698084	id-100818	3.86e-08	-	GATGTAGTGCCCTGGTGGGCCACTGGAGGGTGATG	Upstream_CTCF	40
chr8	135703623	135703773	id-100819	3.73e-06	+	GGTCCATTCACACACATGTCCCCTAGGGGGCGATA	Upstream_CTCF	40
chr8	135732820	135732970	id-100820	4.23e-08	+	CGATCCAGGGCGGGCCTGGCCGCAAGAGGGCACCT	V_CTCF_BR	30
chr8	135844036	135844186	id-100821	2.78e-06	-	ACAGGCTCTCGGGACACGGCCTCTGGGGGGCGTCG	V_CTCF_BR	40
chr8	135844888	135845038	id-100822	1	+	NA	NONE	39
chr8	135856002	135856152	id-100823	7.49e-05	-	GCAACTATACCATGGACATCCACGTGAGGGAGCAT	V_CTCF_BR	36
chr8	135898164	135898314	id-100824	4.34e-05	-	CAGTCATTTCCCTGTCTCACCCACAGAAGGGGCAC	Upstream_CTCF	10
chr8	135898761	135898911	id-100825	3.22e-07	-	CTTGTCATTTTGCATGTAACCACTAGAGGGAAGTC	Upstream_CTCF	40
chr8	135901641	135901791	id-100826	2.66e-05	+	TTAACTGGGCCGCATTCCATCTGTAGGGGGCTCTG	V_CTCF_BR	7
chr8	135917832	135917982	id-100827	1.43e-05	+	GTTGCCATCTCTTAGATCGCCACTAGGCTGTGCTA	Upstream_CTCF	40
chr8	135918450	135918600	id-100828	4.17e-05	+	GGTCCCTTGCTCTAGACTGCCCCTAGGCGGCAGTG	Upstream_CTCF	40
chr8	136052289	136052439	id-100829	1.17e-05	+	TCATTCTAAGTCACATCCTCCAGCAGGGGCAGCCA	V_CTCF_BR	1
chr8	136147792	136147942	id-100830	9.84e-05	-	GGACTTGGCCAAGGTCACACCACTAGGAGGTGACA	V_CTCF_BR	3
chr8	136148090	136148240	id-100831	2.73e-07	-	GGTGCAGGAGACAGGATGGCCTGGAGGAGGCAGTG	Upstream_CTCF	19
chr8	136263399	136263549	id-100832	1.56e-05	+	TGTGTTGGTTGGCCTCCAGCCATGAGGTGGCGCTT	Upstream_CTCF	9
chr8	136288805	136288955	id-100833	3.81e-05	-	GCTAGGATGGCTCACAGGGCCCCCTGGAGGAGCCA	V_CTCF_BR	12
chr8	136408411	136408561	id-100834	1.73e-06	-	TTGGAATGAGTCAGGAAGGCCAGCAGAGGGACCGG	UpstreamP1_CTCF	4
chr8	136445789	136445939	id-100835	7.82e-06	-	GTGCCATGACACTCCTAGGCCTGCAGGGTGTCCAA	UpstreamP1_CTCF	15
chr8	136455308	136455458	id-100836	1.04e-05	-	GAATCATCACAGTAGCTAACCAGTGGGTGGAGCAC	V_CTCF_BR	29
chr8	136464717	136464867	id-100837	1.55e-07	+	CATGTGCCTCCACATGTGGCCACTAGGGGGTGTGT	Upstream_CTCF	38
chr8	136469389	136469539	id-100838	4.14e-06	+	CCCCACTCGGCCCTCAGGGCCAAAGGTGGGCGCCG	V_CTCF_BR	35
chr8	136476607	136476757	id-100839	4.43e-05	-	AAATACAAAGAGCACTGCACCTCTAGGAGGCTCCC	V_CTCF_BR	22
chr8	136478215	136478365	id-100840	1.03e-06	+	TTTGTGCTCTGCTTTTCTTCCACTAGATGGCGCTC	V_CTCF_BR	40
chr8	136527771	136527921	id-100841	2.1e-05	+	GAGCTGGGTTAAGAGCTATCCACTAGTGGTCAATA	UpstreamP1_CTCF	19
chr8	136580170	136580320	id-100842	2.27e-05	+	CTCCTTCTCTACACTTTAGTCAGATGGGGGCAGCA	V_CTCF_BR	37
chr8	136656523	136656673	id-100843	1	+	NA	NONE	0
chr8	136671976	136672126	id-100844	2.31e-06	+	CATGTATTCTTCACTAGGGCCACTAGGAGCGGCTT	Upstream_CTCF	14
chr8	136742526	136742676	id-100845	5.72e-07	-	AAGCAAGTACACCAGTGCACCTCCAGGTGGTGCTG	UpstreamP1_CTCF	38
chr8	136774547	136774697	id-100846	5.3e-05	+	AGGCAATGAGCCATTTAGAGAGCTAGGTGTCAGTA	UpstreamP1_CTCF	20
chr8	136805810	136805960	id-100847	7.44e-05	-	TTTTCCATTGTTACCTTTACCAATAGACGGTGCTG	Upstream_CTCF	7
chr8	136840880	136841030	id-100848	1.26e-05	-	AGAGCCAAACCATATCAATCCACAAGAGGGAGCAC	Upstream_CTCF	39
chr8	136911385	136911535	id-100849	1	+	NA	NONE	2
chr8	137009790	137009940	id-100850	1.73e-05	+	GAAAAATTTGTTTGTGCTTCCAGCAGGGGGAGAGG	V_CTCF_BR	11
chr8	137071332	137071482	id-100851	3.5e-05	-	TGGCAGCTTTTCAGTATGGCAGCTGCGGGGCGCTG	UpstreamP1_CTCF	3
chr8	137072291	137072441	id-100852	8.34e-07	-	TTGTAGTTTGGGCTGTAATCCAGGAGATGGCGCTT	UpstreamP1_CTCF	39
chr8	137183639	137183789	id-100853	5.37e-06	+	GTGGGGTTCTCAAGTCTAGCCACTAGGTGTCTTTC	UpstreamP1_CTCF	6
chr8	137219096	137219246	id-100854	1	+	NA	NONE	2
chr8	137271802	137271952	id-100855	3.05e-07	+	ACAGCGTCTGCCACGTTGGCCAGCAGAGGGGAGCA	Upstream_CTCF	6
chr8	137382288	137382438	id-100856	4.68e-07	-	CACTGGCCCTTTACCCTCACCAGCAGAGGGCATTC	V_CTCF_BR	11
chr8	137467234	137467384	id-100857	1.04e-05	-	CCTAGCAACTTAATCAAACCCAGGAGGGGGCAGTA	V_CTCF_BR	4
chr8	137492356	137492506	id-100858	3.88e-06	+	TTGTATATTCAAACAGGAGCCTGGAGAGGGCAGAG	V_CTCF_BR	1
chr8	137670882	137671032	id-100859	1	+	NA	NONE	12
chr8	137726478	137726628	id-100860	2.6e-06	-	TTTAAGATGTTCACTCCCGCCTCTAGATGGAGCTC	V_CTCF_BR	39
chr8	137763957	137764107	id-100861	1.97e-06	-	ACAAAAAAACCTGCCAAGGCCAGAAGAGGGAGCTA	V_CTCF_BR	22
chr8	137938534	137938684	id-100862	1.15e-06	+	ATTGTTCTACTGACTGTTGCCTGTAGGTGGATGTG	Upstream_CTCF	4
chr8	137944210	137944360	id-100863	1.73e-05	+	CAATTATTTATTGTTCTCACCACTGGATGGCAGAA	V_CTCF_BR	8
chr8	138295089	138295239	id-100864	1.21e-06	-	CCTTCAGTTTCTGCTACTTCCTGAAGGGAGCACTC	Upstream_CTCF	10
chr8	138346981	138347131	id-100865	2.96e-05	-	ATGTGGAGGGTAAGGGAGACCACTGGGAGGCAGTG	V_CTCF_BR	38
chr8	138505193	138505343	id-100866	9.84e-06	-	GTACAACTTGGCAAAGGAGCCACTAGGTGGGGGTG	UpstreamP1_CTCF	40
chr8	138637971	138638121	id-100867	5.67e-06	-	GGTGTCATAGAACTCTAATCCACAGGGTGGCGCTA	Upstream_CTCF	31
chr8	138738311	138738461	id-100868	9.71e-06	-	TCAGTATTTGCAGGGGTTGAAGCTAGGTGGCAGCA	Upstream_CTCF	36
chr8	138855577	138855727	id-100869	1.97e-06	-	GAGGCAGAGGTCGAGGAGGGCGCTAGAGGGCGCTA	V_CTCF_BR	33
chr8	138859395	138859545	id-100870	1	+	NA	NONE	28
chr8	138903247	138903397	id-100871	8.81e-07	-	GATGTTTGGACGACCTGAGCCACAGGGGGGCAGCA	V_CTCF_BR	36
chr8	138946820	138946970	id-100872	3.88e-06	-	CTATTTTTTTTAACTTTGCCCTGCAGGGGGCAGAG	V_CTCF_BR	16
chr8	139084174	139084324	id-100873	4.94e-06	+	TTTGTTTTAAAAGATGTTACCACTGGAGGGAGCTG	Upstream_CTCF	4
chr8	139115112	139115262	id-100874	1.75e-07	-	CAGCATTTCTGGCTTCTACCCACTAGATGTCAGTA	UpstreamP1_CTCF	30
chr8	139126665	139126815	id-100875	1.74e-08	-	GAGACAGGAATTCACAGGGCCTGCAGAGGGCGCCC	V_CTCF_BR	20
chr8	139178032	139178182	id-100876	5.86e-07	+	ACTGCCATACACTATACTGACACTAGATGTCAGGG	Upstream_CTCF	28
chr8	139197219	139197369	id-100877	6.21e-06	-	CTAGGACTTCACAGCACTAACTCTAGAGGGCGACT	Upstream_CTCF	11
chr8	139291369	139291519	id-100878	1	+	NA	NONE	2
chr8	139356004	139356154	id-100879	1.17e-05	-	GAAACAACCAAACCAGTGCACTGCAGGGGGCTGCA	V_CTCF_BR	2
chr8	139491053	139491203	id-100880	1.95e-07	+	TGAGCAATTCTGACACTAACCGCCTGGGGTCAGTG	Upstream_CTCF	26
chr8	139512784	139512934	id-100881	1.31e-05	-	GGACAGTTGCTTCTTGCTGCCACAGGATGTCACCA	V_CTCF_BR	8
chr8	139520047	139520197	id-100882	8.71e-06	+	GTATCATTTTAAACTCGCATCAGCAGGGGGCACAA	V_CTCF_BR	6
chr8	139680003	139680153	id-100883	1.1e-05	-	TCACAGGTGGGGTGTTCATCCAGCAGGAGGCACAT	V_CTCF_BR	5
chr8	139698861	139699011	id-100884	7.54e-08	-	GGGCTATTGCCACATTCAGCCTCTAGAGGGAGCCA	UpstreamP1_CTCF	40
chr8	139709407	139709557	id-100885	2.11e-06	-	GTGTTTAACTTGGCTGAGGTCACCAGGGGGCAGTG	V_CTCF_BR	22
chr8	139711214	139711364	id-100886	7.07e-08	-	CTTGTCACTGAGCTGTCAACCACTAGAGGGCACTG	V_CTCF_BR	39
chr8	139712701	139712851	id-100887	6.62e-09	-	CTGCATCCCTGCCTGATGCCCAGCAGATGGCAGTA	UpstreamP1_CTCF	40
chr8	139739794	139739944	id-100888	6.49e-06	-	GTTTTCTGACTCACGGGTGCCCCCAGAGGGAGAAA	UpstreamP1_CTCF	40
chr8	139779958	139780108	id-100889	9.57e-10	+	CTGCGGTTCTGAGTTGCTGACAGCAGAGGGCGCCC	UpstreamP1_CTCF	40
chr8	139863778	139863928	id-100890	4.41e-06	+	ATGGCTCAAGAACCAAGCACCAGTAGGTGTCACCA	V_CTCF_BR	30
chr8	139873699	139873849	id-100891	1	+	NA	NONE	4
chr8	139908594	139908744	id-100892	1	+	NA	NONE	14
chr8	139926759	139926909	id-100893	2.83e-07	-	CAGCCAGTGAACAGGGCTGCCTGTAGGTGGAGCCC	V_CTCF_BR	29
chr8	139948529	139948679	id-100894	1.34e-06	-	GGGACGTTACCCCCGCCGCCCGCCAGAGGGCCCAC	UpstreamP1_CTCF	39
chr8	139963816	139963966	id-100895	2.53e-05	+	GAATGTATCCCAGCCTCCAACACTAGATGTCAGTA	V_CTCF_BR	36
chr8	139965571	139965721	id-100896	1	+	NA	NONE	7
chr8	140035464	140035614	id-100897	3.65e-07	+	CTCTAATAGTTTTAGACGACCAGTAGGTGGCAGCA	V_CTCF_BR	40
chr8	140045402	140045552	id-100898	1.26e-05	+	TTTGCAATGTAAGAAACAGCCTCTAGGTGAACATC	Upstream_CTCF	3
chr8	140050025	140050175	id-100899	1.28e-06	+	TGCATAGGCGAGCCAAGGCCCCGCAGGGGGCAGCA	V_CTCF_BR	24
chr8	140108676	140108826	id-100900	3.97e-07	+	CCAAAAGGCACCAGCTGCTCCAGCAGAGGGAGCTC	V_CTCF_BR	15
chr8	140142622	140142772	id-100901	7.91e-05	+	CTGCATAATTAGAGTTGTGTCAGCAGGAGTCAGTC	UpstreamP1_CTCF	4
chr8	140151111	140151261	id-100902	1	+	NA	NONE	10
chr8	140209563	140209713	id-100903	8.21e-06	+	CCTAAATAACCCTGTCTAGCCACTAGGTGGAATTC	V_CTCF_BR	11
chr8	140225674	140225824	id-100904	3.06e-08	+	TGGATGCTCTGGCTCTGAGCCACAAGAGGGCGCTG	V_CTCF_BR	37
chr8	140238421	140238571	id-100905	1	+	NA	NONE	10
chr8	140242763	140242913	id-100906	1	+	NA	NONE	7
chr8	140260401	140260551	id-100907	6.46e-07	+	CCTCCCCATGGGCCAGGCACCAGTAGGTGTCACCA	V_CTCF_BR	30
chr8	140290138	140290288	id-100908	1.18e-05	-	TAGCCCTGACAACCTCAGGCCACGAGGTGTCCTCA	UpstreamP1_CTCF	10
chr8	140353238	140353388	id-100909	4.23e-08	-	TGCTGCTGATAGTAGAGGACCGCCAGGGGGCGGCC	V_CTCF_BR	37
chr8	140418108	140418258	id-100910	4.7e-08	+	CACCGGTGGTTTATGAGTGCCAGTAGGGGGCAGCA	V_CTCF_BR	39
chr8	140419007	140419157	id-100911	1.41e-05	-	CTGGCCTCCTTTATATTCTCCACCAGGGGCTGCTC	UpstreamP1_CTCF	19
chr8	140481082	140481232	id-100912	1.64e-05	+	GCACATTCCTGGTTTTATTCCACAAGATGGAGCCA	V_CTCF_BR	3
chr8	140495677	140495827	id-100913	9.55e-09	+	AGCTCCATGTTAAGCTCGGCCAGTAGGGGGCACTA	V_CTCF_BR	36
chr8	140528221	140528371	id-100914	2.12e-06	-	CGGCAGGTCTGCCCTATTCCCACCACCTGGGGGCC	UpstreamP1_CTCF	2
chr8	140544550	140544700	id-100915	7.84e-05	-	TGTTACAAGCGTGTCCTGGCCACCTGGCGGCTCCC	V_CTCF_BR	5
chr8	140560235	140560385	id-100916	4.44e-06	-	TAGAAGTGGTATGGAAGCCCCACAAGGTGGCAGTT	UpstreamP1_CTCF	5
chr8	140574466	140574616	id-100917	9.49e-08	+	TGGGACTCTCCTTAGCTAGACACCAGAGGGCACTG	V_CTCF_BR	6
chr8	140621828	140621978	id-100918	1	+	NA	NONE	9
chr8	140641404	140641554	id-100919	6.84e-06	-	GCATGCATCTCGGCCCCAGCCAGCAGAGGGTGTTT	V_CTCF_BR	21
chr8	140643217	140643367	id-100920	1e-11	-	CCTGCAGTCGCCCGAGTGCCCGCCAGAGGGCGCCG	Upstream_CTCF	39
chr8	140659234	140659384	id-100921	3.13e-10	-	CCTGCAGAGCCCCCTGCCGCCAACAGAGGGCGGGA	Upstream_CTCF	37
chr8	140659713	140659863	id-100922	2.91e-05	-	TTTGCATAGCTGTCCCTTAACCACAGGGGTCGCTG	Upstream_CTCF	13
chr8	140660421	140660571	id-100923	2.19e-05	+	ACAGAAAGTGGATCACTGGCCGCTAGGGGATGGGG	Upstream_CTCF	4
chr8	140663459	140663609	id-100924	1.21e-06	+	ATGCAGCACTGCTCCTCCACCTGTGGGGGTCCCCC	UpstreamP1_CTCF	15
chr8	140668543	140668693	id-100925	6.75e-05	-	AAGAGCTTGCTGCATCTGGACAGCAGGGGCGTCCG	UpstreamP1_CTCF	15
chr8	140715772	140715922	id-100926	6.21e-05	-	AAACTTTTCCTCCCCACCACCGAGAGGGGGCGAGG	V_CTCF_BR	5
chr8	140716425	140716575	id-100927	2.6e-06	-	CCAGCTGGCTGGGGACCAGGCGGGAGGTGGCGCGC	V_CTCF_BR	7
chr8	140718133	140718283	id-100928	1.73e-11	+	CCGCCTGCCCGCCTCGGCGCCACCAGGGGGCACTG	V_CTCF_BR	40
chr8	140724171	140724321	id-100929	1.81e-06	-	GCCGGTGTACTTCCAGAGGCCACCAGGAGGTAATT	Upstream_CTCF	6
chr8	140779609	140779759	id-100930	1	+	NA	NONE	2
chr8	140809035	140809185	id-100931	1.15e-07	+	CTGCACTATTACATTCCCACCAGCAGTGGGAGGGT	UpstreamP1_CTCF	35
chr8	140848620	140848770	id-100932	1.01e-05	+	GGGGCAAGTGCATGGGAAGCCGCTGGGGGGACCTG	Upstream_CTCF	0
chr8	140871807	140871957	id-100933	9.62e-05	-	CTTCTCTCTGGCCGTCTGGCCGCATGGGGCAGATC	UpstreamP1_CTCF	0
chr8	140875733	140875883	id-100934	5.74e-05	-	CTGCACCTCACACCATCTGCGAGTAGAAAGGGCCT	UpstreamP1_CTCF	1
chr8	140876171	140876321	id-100935	6.37e-07	+	GTGCTGGGGACAGCACCGCCCACCAGTGGGACCAA	UpstreamP1_CTCF	1
chr8	140876696	140876846	id-100936	7.73e-06	+	ACTGTGACATAGGCCTCGTCCTGTGGATGGCACCA	V_CTCF_BR	2
chr8	140890050	140890200	id-100937	7.12e-06	+	CAGCTGAAGTCAAGACTCACCACGAGGGTGCAGCG	UpstreamP1_CTCF	4
chr8	140993046	140993196	id-100938	7.73e-06	-	TGTGCCAGGGAGAGCCGTGCAGGCAGGGGGAGCAG	V_CTCF_BR	2
chr8	141018713	141018863	id-100939	2.6e-06	-	GTAGACGAGGTCTGGGAGGCCAGGAGGTGGCAGGT	V_CTCF_BR	1
chr8	141106965	141107115	id-100940	7.82e-06	-	CGGTTGTGCACTGTGAGGTGCTGCAGGAGGAGCTG	UpstreamP1_CTCF	1
chr8	141109322	141109472	id-100941	5.9e-06	-	CTGCAGTTGCGCAGAGACCTCGCTGGGTGTCTCCC	UpstreamP1_CTCF	37
chr8	141110986	141111136	id-100942	4.5e-06	-	TTAGTACGTCACATATAGTCCTCCAGGGAGCGCTC	Upstream_CTCF	30
chr8	141118319	141118469	id-100943	1	+	NA	NONE	14
chr8	141159866	141160016	id-100944	1	+	NA	NONE	2
chr8	141169809	141169959	id-100945	3.5e-05	-	TTGCAGTTCATCTGTTTGGCCACACAGGGCTGCCC	UpstreamP1_CTCF	40
chr8	141183694	141183844	id-100946	3.5e-05	+	TTCTGGTCCCCACATACCTCCAGTAGGGGACTCGC	UpstreamP1_CTCF	0
chr8	141210372	141210522	id-100947	2.6e-07	+	GTCTGTAGATGCACCCCCACCAGAAGGGGGAGCTC	V_CTCF_BR	35
chr8	141216618	141216768	id-100948	1	+	NA	NONE	20
chr8	141273215	141273365	id-100949	1.48e-06	+	CATGAAGACAGACAGGTGAGCACCAGAGGGAGCAA	V_CTCF_BR	1
chr8	141273699	141273849	id-100950	1.84e-05	+	GAGCCATGGAGTGCCAGCTCCACTAGGAGGGGACA	UpstreamP1_CTCF	6
chr8	141302225	141302375	id-100951	1.01e-05	+	GAAGGAATTTCAGAATCAATCAACAGGTGGCAGGC	Upstream_CTCF	12
chr8	141337329	141337479	id-100952	1	+	NA	NONE	2
chr8	141348835	141348985	id-100953	6.49e-06	-	CTGAGCCGTTTCCTGTCGGCCTGTAGGTGGCCGTC	UpstreamP1_CTCF	8
chr8	141349231	141349381	id-100954	2.11e-06	-	TTGAAGCCTTTCTCTTTGGCCTGTAGGTGGCTGTA	V_CTCF_BR	23
chr8	141359090	141359240	id-100955	4.43e-05	+	AGGGAGAGGAGAGGGACGTCCGGCAGAGGGGGCTG	V_CTCF_BR	5
chr8	141364000	141364150	id-100956	2.81e-05	+	GCACAGGGCACGGGGAGCTCCCAGAGGGGGCACTG	V_CTCF_BR	1
chr8	141365722	141365872	id-100957	1.18e-05	+	AAGCAATGGCCAGTCGTGACCATGTGAGGGAGACA	UpstreamP1_CTCF	14
chr8	141368777	141368927	id-100958	8.58e-08	+	GCAGCAGTGACGGCACAGCACTGCAGGGGGCAGTA	Upstream_CTCF	40
chr8	141379067	141379217	id-100959	6.23e-05	+	TGGCTGCTTTCACACCACAACAGCAGGGTCCAGTC	UpstreamP1_CTCF	5
chr8	141400915	141401065	id-100960	5.12e-06	-	CTGAAACAGTTCAGTCCAGCCAGCAGGGTGCGTGG	UpstreamP1_CTCF	36
chr8	141402708	141402858	id-100961	1	+	NA	NONE	3
chr8	141404035	141404185	id-100962	1.59e-06	-	TGCTCTTTCTTCCTGTGGACCACTAGAGGTCAGCA	V_CTCF_BR	40
chr8	141411165	141411315	id-100963	3.73e-06	-	GCAGTGATGCCACACCAGGCCACTAGTGGGTCTCA	Upstream_CTCF	16
chr8	141442203	141442353	id-100964	1	+	NA	NONE	39
chr8	141447861	141448011	id-100965	1.19e-06	+	GTCCATCCTCCCAGGACCACCTCCAGGAGGCGCAG	V_CTCF_BR	38
chr8	141466030	141466180	id-100966	3.81e-05	+	GAAAGTAAACCGGTGGCCGCCAGGGGCTGTCGGAG	V_CTCF_BR	0
chr8	141467766	141467916	id-100967	1.84e-06	-	AGGAGCAGCGCCGGCTCGGCCGCCAGTAGGAAGCG	V_CTCF_BR	8
chr8	141469643	141469793	id-100968	7.73e-05	+	CCAGCATTTTTCCTTTCAGCCAGCAGGCACTTACC	Upstream_CTCF	6
chr8	141474375	141474525	id-100969	2.28e-05	+	AATGAAACGCCAGAGCCCGCCACAGGGGTCCGCTG	Upstream_CTCF	36
chr8	141477394	141477544	id-100970	7.68e-13	+	GCTGCAGTTCCATGTGTGACCACCAGGTGCCGGAA	Upstream_CTCF	40
chr8	141498538	141498688	id-100971	7.78e-06	+	GACTCTGTTGCACCAGTGGCCTCCCGGGGGCTCTC	Upstream_CTCF	0
chr8	141502445	141502595	id-100972	5.48e-05	+	GGCTCCGTTCTCACTCTGCCCTGCAGGTGGGTTCT	Upstream_CTCF	17
chr8	141522183	141522333	id-100973	1	+	NA	NONE	30
chr8	141533806	141533956	id-100974	1.31e-05	-	TCCCTCCACAGAGGCAACGGCTGCAGAGGGAGCAC	V_CTCF_BR	1
chr8	141534447	141534597	id-100975	1	+	NA	NONE	0
chr8	141540689	141540839	id-100976	4.31e-07	-	AGGCCCAAGGATAGCAGGGCCAGCAGAGGGCATGG	V_CTCF_BR	0
chr8	141545671	141545821	id-100977	4.65e-05	-	TCAAAATAGGGCACCCTGGCCAGCGGGCGGCGCGG	V_CTCF_BR	0
chr8	141550680	141550830	id-100978	1	+	NA	NONE	13
chr8	141555133	141555283	id-100979	3.81e-05	-	GCATGCAGGGAAATGGATGCGGGGAGAGGGCAGCA	V_CTCF_BR	6
chr8	141561356	141561506	id-100980	4.48e-07	+	GATGGACTTCCGTGCACTGGCGCTGGGGGGCGAAG	Upstream_CTCF	0
chr8	141608981	141609131	id-100981	5.3e-05	+	GCTCAATGACAGAAACGCGACAACAGAGGCCACTT	UpstreamP1_CTCF	9
chr8	141625580	141625730	id-100982	4.88e-06	-	CTGAAGTGTCAGCTCCTGGCCAGGCGGTGGGGCAG	UpstreamP1_CTCF	8
chr8	141644110	141644260	id-100983	1.9e-06	+	GGGGCCTGGCCACCCAAGGCCTCTAGAGGCCAGCA	Upstream_CTCF	39
chr8	141644446	141644596	id-100984	1.04e-06	-	TCCGCTGGGCCCCAGCCGGGCCGCAGGCGGCGCAG	Upstream_CTCF	23
chr8	141646246	141646396	id-100985	1.82e-07	-	TCTGGGTTCTGGGGCCGCGCCGGGAGGTGGCGGTG	V_CTCF_BR	40
chr8	141647575	141647725	id-100986	1.31e-09	-	CAGCAATGGCACCCCTCCGCCAGCAGAGGGCCACG	UpstreamP1_CTCF	40
chr8	141656066	141656216	id-100987	1	+	NA	NONE	3
chr8	141678489	141678639	id-100988	5.86e-07	+	CCAGTCATTTTTCTGCTCTCCAGCAGATGGCGTGA	Upstream_CTCF	40
chr8	141683747	141683897	id-100989	6.8e-06	-	GTGCAGCCTGCCCCGAGGGGTGCCAGCTGGAACTG	UpstreamP1_CTCF	3
chr8	141686951	141687101	id-100990	6.04e-07	+	CTGCACTTCAGCCTGGGCAACAACAGAGGGAGACT	UpstreamP1_CTCF	31
chr8	141764182	141764332	id-100991	8.03e-07	+	ACTGCATTCCCTTTCTTCACCTCCAGAGGAGGCAT	Upstream_CTCF	38
chr8	141765384	141765534	id-100992	8.23e-05	-	CTTTTGGAGACTAGGAGAGCCACCAGGGGACATGT	UpstreamP1_CTCF	5
chr8	141768499	141768649	id-100993	3.71e-05	+	CAGGGCCTTTCGCAGGTATCCAGAAGGAGGCATTG	Upstream_CTCF	6
chr8	141780434	141780584	id-100994	8.5e-06	-	TGTGTTGTTTGAGTGTTTTCCCACAGAGGTCAGCA	Upstream_CTCF	11
chr8	141841302	141841452	id-100995	1.48e-06	+	ACTTACTCAGATGTTTTGGCCACTAGGTGTCACTC	V_CTCF_BR	40
chr8	141845027	141845177	id-100996	8.97e-05	-	CCTGCAGCATTCTGGATGGCCACTGTGGTGTGAAA	Upstream_CTCF	13
chr8	141900064	141900214	id-100997	6.49e-06	-	TTGATCTTACAGCTTAGAGCCTGTAGAGGGAGAGA	UpstreamP1_CTCF	13
chr8	141937559	141937709	id-100998	6.75e-05	-	TAGAAGGGATTTACATTCACCACAAGGGGTCCTCC	UpstreamP1_CTCF	34
chr8	141954383	141954533	id-100999	3.28e-05	+	GGAAAGGGTCACTGGCAATTCAGTAGGTGGCACTA	V_CTCF_BR	40
chr8	141980000	141980150	id-101000	8.16e-07	-	GCACATCAGCCTACAGCTGCCTCCAGAGGGTAGTG	V_CTCF_BR	3
chr8	141983365	141983515	id-101001	1	+	NA	NONE	2
chr8	141997713	141997863	id-101002	1	+	NA	NONE	14
chr8	141998851	141999001	id-101003	1	+	NA	NONE	2
chr8	142011401	142011551	id-101004	1	+	NA	NONE	30
chr8	142032112	142032262	id-101005	1.69e-05	+	CGGCTCCGTCCTGGTCAGCCCTCCTGGAGGCAGAA	UpstreamP1_CTCF	7
chr8	142037067	142037217	id-101006	5.68e-06	-	CTCATCCTGGGCTGTCTTGCCCCCTGTGGGCAGCA	V_CTCF_BR	35
chr8	142044765	142044915	id-101007	6.8e-06	-	AGGGCAGGGGCAGAAGTGGCCTGAGGGGGCAGCGC	Upstream_CTCF	38
chr8	142063072	142063222	id-101008	3.28e-07	-	CTGCAATTATCATATGTTGCCATTAGATGACAGTA	UpstreamP1_CTCF	22
chr8	142069225	142069375	id-101009	8.16e-07	-	CAAAACAGCCAAGGAGCAACCAGCTGGGGGAGCCC	V_CTCF_BR	24
chr8	142070089	142070239	id-101010	3.41e-07	-	CCAGCAGTGCGTGGAGCCACCAGAAGCTGGAAGAG	Upstream_CTCF	40
chr8	142083259	142083409	id-101011	1	+	NA	NONE	1
chr8	142085765	142085915	id-101012	1	+	NA	NONE	40
chr8	142086090	142086240	id-101013	1.16e-05	-	CTTGTTCCTCAGAATGTGGCCCCTGGGGGCAGGAT	Upstream_CTCF	4
chr8	142094514	142094664	id-101014	1.67e-07	+	CCCGGCTTCTTCCCCGGGCCCGCTAGGGGGCGCGC	V_CTCF_BR	40
chr8	142096482	142096632	id-101015	1.38e-07	+	CAGCAGCCACTTCTCATAACCACCAGGGGTCTGCG	UpstreamP1_CTCF	18
chr8	142098677	142098827	id-101016	5.08e-05	-	ACTGTTCCGGGTGAAGAGGGCGGCAGAGAGCGCGC	Upstream_CTCF	21
chr8	142106747	142106897	id-101017	5.51e-07	+	AAAGCAAGGAAGTGTGACGCCACCAGAGGGAGGTA	V_CTCF_BR	27
chr8	142110544	142110694	id-101018	1	+	NA	NONE	26
chr8	142111364	142111514	id-101019	9.81e-06	-	CCTGGCACGTGCACTCTGTCCTCCAGGGGCTGCTG	V_CTCF_BR	31
chr8	142114937	142115087	id-101020	4.01e-05	-	AAGTGGGGAGGTTAAACGACCACAAGGAGTCAGGG	V_CTCF_BR	5
chr8	142120018	142120168	id-101021	2.78e-06	+	GGCAGGAGAATCACTCGAACCACTAGGAGGCGGAG	V_CTCF_BR	17
chr8	142129055	142129205	id-101022	2.68e-05	+	CTGGCAGCCATCGTCACCACCACTAGGGTGGCCCC	Upstream_CTCF	5
chr8	142131255	142131405	id-101023	1.19e-06	+	GCCTGGCTGCACATCCGAGTCACCTGGGGGCGCCG	V_CTCF_BR	5
chr8	142137940	142138090	id-101024	2.11e-06	-	AAAAGGAGCAGGGTGGGCGCCGCTAGAGGGAGGCT	V_CTCF_BR	37
chr8	142138645	142138795	id-101025	2.59e-06	+	GCGCTCGCAGCGCCCCCGGCCCCCAGGCGGCGCGG	UpstreamP1_CTCF	10
chr8	142148045	142148195	id-101026	6.21e-06	+	TCTTCTCTGTCTCTTTCTGCCTGCAGGGGGTGTGT	Upstream_CTCF	28
chr8	142171110	142171260	id-101027	6.98e-07	-	AGCCACCTGCAGGGGGTCACCAGGAGAGGGCGTTA	V_CTCF_BR	40
chr8	142179248	142179398	id-101028	1.96e-08	+	GCAGTGGTGAGGTAAGCCGCCAGCAGGTGGCAGGC	V_CTCF_BR	39
chr8	142183396	142183546	id-101029	4.31e-07	-	GGTGGTTATGCGAAAATCTCCACCAGGTGGCGGGA	V_CTCF_BR	40
chr8	142185113	142185263	id-101030	8.61e-08	-	CGCACACTACCGGAACCCGGCAGCAGGTGGCGCCA	V_CTCF_BR	40
chr8	142193685	142193835	id-101031	2.12e-06	-	CCGTCATTCCCACCTGAGCCTGCCAGAGGGCGCTC	UpstreamP1_CTCF	40
chr8	142193947	142194097	id-101032	3.11e-05	+	AGTCCAGGCCGCCACCGCCCAGGCAGAGGGAGCAG	V_CTCF_BR	2
chr8	142204313	142204463	id-101033	8.81e-07	-	AGGCTTCTGCTCCTGGCAGGCTCTAGGGGGCAGCC	V_CTCF_BR	28
chr8	142215998	142216148	id-101034	1.24e-05	-	AAATCCAGGCGCTTCCCTCCCAGGTGGGGGAGGCA	V_CTCF_BR	29
chr8	142230274	142230424	id-101035	1.92e-05	+	GCGCTCATGCCACAGACAACCCGCAGGGGACACTG	UpstreamP1_CTCF	3
chr8	142235578	142235728	id-101036	1	+	NA	NONE	1
chr8	142246863	142247013	id-101037	3.91e-06	+	TGCGCCCTTCCTCAGAGAGCCACTGGGCGGTGCCC	Upstream_CTCF	27
chr8	142248662	142248812	id-101038	8.16e-07	+	CCACCGCATCTCCCCCTGGCCCCTGGAGGGCAGCA	V_CTCF_BR	27
chr8	142251070	142251220	id-101039	1	+	NA	NONE	0
chr8	142255152	142255302	id-101040	1	+	NA	NONE	2
chr8	142264703	142264853	id-101041	1.64e-06	+	CCAGAGAGTCAGGGGACGGCCACCAGATGGCCCTG	Upstream_CTCF	32
chr8	142292808	142292958	id-101042	1.13e-05	+	CTGCCGTGCGCCTCCAGTGCCTGAACAGGCAGCTG	UpstreamP1_CTCF	5
chr8	142295280	142295430	id-101043	3.31e-06	-	CTGCGTGACCCGAGGATGGCCGCTGGGGTGCGGGC	UpstreamP1_CTCF	0
chr8	142309599	142309749	id-101044	3.65e-07	+	CCCCGGGATCCGGCTTCATCCAGCAGAGGGTGGTG	V_CTCF_BR	38
chr8	142317421	142317571	id-101045	1	+	NA	NONE	11
chr8	142322589	142322739	id-101046	1	+	NA	NONE	20
chr8	142325374	142325524	id-101047	3.1e-07	+	AGGCAGCCACCCAGGGCGGCCAGCAGGGTGGAGCA	UpstreamP1_CTCF	3
chr8	142338921	142339071	id-101048	1	+	NA	NONE	11
chr8	142340585	142340735	id-101049	9.71e-06	+	GGGTCCCTGCCCAGGGCTGCCGGCAGGCGGTGCAC	Upstream_CTCF	2
chr8	142357128	142357278	id-101050	3.33e-09	-	AAGTGCCTGGGGCATATGACCACCAGGTGGCGCTG	V_CTCF_BR	40
chr8	142367358	142367508	id-101051	6.75e-05	-	CTGTCGGTGCTGGGCGTGACAGGCAGCCGGCCCTG	UpstreamP1_CTCF	3
chr8	142394812	142394962	id-101052	6.74e-08	-	GTTGCCATCTCCCTCGTCCCCACCAGTGGGCACTC	Upstream_CTCF	40
chr8	142396976	142397126	id-101053	1.73e-08	+	CGGCCCTGCCCCACAGGCCCCACGAGGGGGCGCCC	UpstreamP1_CTCF	40
chr8	142398408	142398558	id-101054	5.34e-06	+	GGTGGTTTATTTGTGATGACCAGGTGAGGGAGCCA	V_CTCF_BR	10
chr8	142402341	142402491	id-101055	8.21e-06	+	GCCACGTGCCGGGGCCGAGCCTCAGGAGGCCGCTG	V_CTCF_BR	20
chr8	142411170	142411320	id-101056	1	+	NA	NONE	14
chr8	142413285	142413435	id-101057	4.23e-06	+	CTGCAGCGGCCTCGCGCGGGGCCAAGGAGGCTGGG	UpstreamP1_CTCF	2
chr8	142416550	142416700	id-101058	4.14e-06	-	GAGTGGAAGAAGTGGGCATCCAGATGGGGGCGCGG	V_CTCF_BR	1
chr8	142427637	142427787	id-101059	1.26e-07	+	GTTCTAGGGAGGGCGCGCACCGGGAGAGGGCGCCG	V_CTCF_BR	3
chr8	142428120	142428270	id-101060	9.51e-07	-	AGCGGGGCTCCCGCCCAGCCCTCCGGAGGGCGCCA	V_CTCF_BR	6
chr8	142428308	142428458	id-101061	1	+	NA	NONE	4
chr8	142431850	142432000	id-101062	3.5e-05	+	GTGTGGGGTCCAGCTCTGGACACTGCTTGGCGGCC	UpstreamP1_CTCF	0
chr8	142436991	142437141	id-101063	9.71e-06	-	CCAGTCTTCCACTACCTTGCCGGGCGGGGGCGCCC	Upstream_CTCF	1
chr8	142441273	142441423	id-101064	3.4e-06	-	GACAGAGCCACGGCCAGCGCCGCCAGAGGGAGTGG	V_CTCF_BR	1
chr8	142441672	142441822	id-101065	4.42e-12	-	GTGCAAGGACCCAGAGCGGCCACCAGAGGGCAGCG	UpstreamP1_CTCF	40
chr8	142456547	142456697	id-101066	2.11e-06	+	TGGCTGGGGGAAGAACATTCCAGCAGGGGGAGGAG	V_CTCF_BR	17
chr8	142457184	142457334	id-101067	3.31e-06	-	TGTCACTGCCATACAGCGACCTCAAGGGGACAGCA	UpstreamP1_CTCF	10
chr8	142463380	142463530	id-101068	1	+	NA	NONE	21
chr8	142468410	142468560	id-101069	2.81e-06	+	TCTGGACTTTGCTGTATTGACAGAAGAGGGTGCCA	Upstream_CTCF	5
chr8	142518154	142518304	id-101070	9.87e-11	+	CGACCCGGCCCCCGCGCGGCCGGCAGATGGCGCTG	V_CTCF_BR	40
chr8	142523617	142523767	id-101071	1	+	NA	NONE	1
chr8	142533606	142533756	id-101072	3.16e-06	-	GAGCAGCGCCCCCTGCGAAGTGCCAGAGGCCAGCA	UpstreamP1_CTCF	3
chr8	142552125	142552275	id-101073	1	+	NA	NONE	1
chr8	142610218	142610368	id-101074	4.41e-06	-	GATCCCCTTCCCCCTCCAGCCTCTAGGTGTCACCT	V_CTCF_BR	13
chr8	142637001	142637151	id-101075	2.43e-06	-	GGCACCTGCCCAAATCTGGCCAGGAGCTGGCATTG	V_CTCF_BR	9
chr8	142639620	142639770	id-101076	5.51e-07	+	CGGCCTGGCTCCCAGCCAGCCTCTGGGTGGCAGTG	V_CTCF_BR	21
chr8	142659444	142659594	id-101077	1.82e-07	-	AGGTGGATGCTGCTGGCCTCCAGCAGGTGGAGGCC	V_CTCF_BR	10
chr8	142702195	142702345	id-101078	1	+	NA	NONE	5
chr8	142727115	142727265	id-101079	8.61e-08	-	AGGTTGATAACAGGCCCAGCCAGCAGAGGGAAGTG	V_CTCF_BR	5
chr8	142735714	142735864	id-101080	2.1e-05	-	TTGTCCTTCCTCTGCCTGGCCTGCAGGGAGCTTGC	UpstreamP1_CTCF	22
chr8	142737211	142737361	id-101081	3.41e-08	+	GGAGCACTACCGGCTATGGCTCCCAGGGGGCGCTG	Upstream_CTCF	40
chr8	142738129	142738279	id-101082	2.84e-05	-	GGGCTGCTGCCATATCCCACCAGCAGGGCACCGAT	UpstreamP1_CTCF	4
chr8	142740697	142740847	id-101083	5.7e-05	+	GCCGCAGTCTCTCCTGCTGCCTGAAGCCTGCAGCC	Upstream_CTCF	6
chr8	142854260	142854410	id-101084	9.84e-05	-	GCCACCCAAAGGTGCAGGCCTCCCAGGGGGCGATG	V_CTCF_BR	4
chr8	142854512	142854662	id-101085	8.34e-07	+	TTGCATTGCTACTTTCCCACATCCAGGAGGCAGCA	UpstreamP1_CTCF	15
chr8	142861172	142861322	id-101086	1	+	NA	NONE	2
chr8	142870098	142870248	id-101087	3.24e-06	-	GATGTAGGAAGAGGAGGGCACAGCAGAGGGCACCT	Upstream_CTCF	9
chr8	142871580	142871730	id-101088	9.71e-06	+	TCTGAATGTCAAGTTCCGATCAGTAGAGGGCGAGT	Upstream_CTCF	9
chr8	142907849	142907999	id-101089	1	+	NA	NONE	3
chr8	142938029	142938179	id-101090	1.55e-07	+	CTGCAGTTACACTGGATGACCGCTGGTGGGGGCAG	UpstreamP1_CTCF	15
chr8	142948138	142948288	id-101091	8.79e-07	-	CTGCAGTTCCCAGCAGAGCCCACAGTGAGGTGGGC	UpstreamP1_CTCF	3
chr8	142957907	142958057	id-101092	9.49e-08	-	AAAGAAGAGAGAGCCCTTGCCACCTGGGGGCACCA	V_CTCF_BR	13
chr8	143002497	143002647	id-101093	3.45e-05	-	GCGCGCACATCCTCGGTGCCCTGATGGTGGCTGGC	V_CTCF_BR	2
chr8	143014985	143015135	id-101094	7.09e-08	-	CTGTAGTGGCCCATGATAGCCGCAAGGGCGCTCCA	UpstreamP1_CTCF	3
chr8	143028486	143028636	id-101095	1.17e-05	-	AGGTAAAGGAGCACTGATGGCTGCAGGTGGCAGCA	V_CTCF_BR	1
chr8	143055017	143055167	id-101096	3.56e-06	+	TGCGCACCACCCCCCACACCCTCTAGGTGGCTTCT	Upstream_CTCF	10
chr8	143069987	143070137	id-101097	1.43e-05	-	TCGGCAGGGGCGCTAGTTCCCAGCTGAGGGGCAAG	Upstream_CTCF	21
chr8	143080001	143080151	id-101098	1.59e-06	-	GCTGGCCTGGGCCCTGGGAGCTGTAGGGGGAGCCA	V_CTCF_BR	2
chr8	143084131	143084281	id-101099	1.93e-05	+	TGGTCCGGGAGCGAGTGGCCTCCCAGAGGGCGCTC	V_CTCF_BR	16
chr8	143084427	143084577	id-101100	1	+	NA	NONE	3
chr8	143120743	143120893	id-101101	1	+	NA	NONE	2
chr8	143140528	143140678	id-101102	5.12e-06	+	CTGCCAGTACCCACACCAAACTGCAGGGTGCGGGG	UpstreamP1_CTCF	1
chr8	143154899	143155049	id-101103	4.65e-06	-	GACCAATACACCCACAATGCCACCAGGGAGCAGTA	UpstreamP1_CTCF	16
chr8	143173958	143174108	id-101104	8.03e-07	+	CCTGTCTTTCTCGGGGGCTCCTCAAGGGGGCTCCG	Upstream_CTCF	8
chr8	143177542	143177692	id-101105	4.7e-08	-	GGGGCACCTGCAGAGGCTGCCTGGAGAGGGCGGTG	V_CTCF_BR	4
chr8	143182743	143182893	id-101106	1	+	NA	NONE	1
chr8	143185634	143185784	id-101107	2.31e-07	-	CCGGTGCTTCTCAGAGAGGCCAGCAGGGGCCTCGG	Upstream_CTCF	8
chr8	143191918	143192068	id-101108	1.21e-05	+	CTATGTCTTCTCCCTCTGACCAGCAGATGGGGCAT	Upstream_CTCF	7
chr8	143196148	143196298	id-101109	1.71e-06	-	GTCCTCCTCCTCCTCCCAAGCTGCAGGTGGCGCAG	V_CTCF_BR	8
chr8	143210289	143210439	id-101110	4.99e-07	+	CTGGGAATCCCCACCCAGACCCGCAGAGGGAGCAG	Upstream_CTCF	24
chr8	143211443	143211593	id-101111	5.7e-05	+	GCTGCAGACCAGACGCCACCCAGCCGTGGTAAGGA	Upstream_CTCF	2
chr8	143228058	143228208	id-101112	7.23e-07	+	CCTGGACCTTGGCCTGGGGCCGCCAGGGGGTGACT	Upstream_CTCF	2
chr8	143229161	143229311	id-101113	2.1e-05	-	CATCTGCTTCCAAAGGTGGACACAGGGTGGGGGTG	UpstreamP1_CTCF	1
chr8	143230795	143230945	id-101114	2.58e-07	+	TGGGCCAGGCCAGAAGTGTCCACAAGGGGCCGCAG	Upstream_CTCF	24
chr8	143233584	143233734	id-101115	1.1e-05	-	CTTGACCCACTCATCAGCGCCACAAGGTGGTTGTG	V_CTCF_BR	0
chr8	143246438	143246588	id-101116	2.23e-06	+	CTGCCTGTCCCCTCGCTAACCAGGAGGAGGCATGC	UpstreamP1_CTCF	4
chr8	143270324	143270474	id-101117	7.91e-05	+	TGGTAGGACAGACCGCTCTTAGCCAGGGGGCAGCA	UpstreamP1_CTCF	1
chr8	143273879	143274029	id-101118	1	+	NA	NONE	1
chr8	143285247	143285397	id-101119	4.88e-05	+	GGGGTCTACAGGGTCTGCATGTGCAGGGGGCGCTG	V_CTCF_BR	4
chr8	143301618	143301768	id-101120	3.65e-07	-	GGGCTGGAGGCAGAGCTGGGCAGCAGAGGGTGCTG	V_CTCF_BR	11
chr8	143316623	143316773	id-101121	7.49e-05	-	GGACGAGGAGGCCTCATGGCCCGACGAGGGCGCTG	V_CTCF_BR	12
chr8	143370709	143370859	id-101122	6.84e-06	+	GCCCCTCCCTGCTCCCCAGCCTGAGGCTGGAGGCC	V_CTCF_BR	2
chr8	143371612	143371762	id-101123	1.59e-06	+	AGGCCATACCCTGGCACGGCAGCCAGAGGGCGGGA	V_CTCF_BR	24
chr8	143375057	143375207	id-101124	7.12e-06	-	CAGATGCTCCAGGGCAGAGCCAACAGGTGGCGTCT	UpstreamP1_CTCF	28
chr8	143376910	143377060	id-101125	1.28e-06	+	AGCCCTCAGCCTCCACTGGCCGCTGGGTGGCTCCA	V_CTCF_BR	32
chr8	143379542	143379692	id-101126	1	+	NA	NONE	15
chr8	143381320	143381470	id-101127	5.75e-09	-	CTGCAATTTGGTGGTGCTACCAGCAGGTGGTGGGG	UpstreamP1_CTCF	38
chr8	143386037	143386187	id-101128	2.55e-06	-	CCTGGTTTCCCACCTGAGTCCGGAAGGTGGCATCT	Upstream_CTCF	4
chr8	143420450	143420600	id-101129	3.36e-05	+	CTTCAAAATCCACAGAGCACCACTAGGGGTCCTCA	UpstreamP1_CTCF	17
chr8	143424451	143424601	id-101130	4.17e-05	-	GAGGCAGCATCTGCTCAGAGCTGCAGTGGGCCTTC	Upstream_CTCF	2
chr8	143428157	143428307	id-101131	1	+	NA	NONE	0
chr8	143436750	143436900	id-101132	2.72e-05	-	TTCCAGGGACGGCCGGTGCCCCAAGGGTGGCGCCA	UpstreamP1_CTCF	3
chr8	143454517	143454667	id-101133	6.15e-05	-	CCTGCAGTACCTTCACAGACCAGATGGTTTTCTTC	Upstream_CTCF	4
chr8	143460678	143460828	id-101134	1.52e-07	+	CGCTCATGTCTGGGGCCAGCCAGCAGGGGGATGAG	V_CTCF_BR	3
chr8	143476859	143477009	id-101135	6.98e-07	+	GAGCTGCCAGGAAGATCTGTCGCCAGGGGGCGGCA	V_CTCF_BR	8
chr8	143524704	143524854	id-101136	8.98e-06	+	TCGCAGTTCTGCAGCACTGGAGGCAGGTGGGGGTA	UpstreamP1_CTCF	1
chr8	143528954	143529104	id-101137	1.64e-11	-	GCTGCACCAGCAGTCATGGCCACCAGGGGGCGGCT	Upstream_CTCF	40
chr8	143534203	143534353	id-101138	9.55e-09	+	GGCGCGCTGCCGCTGACTGCCGGGAGAGGGCGCCC	V_CTCF_BR	39
chr8	143553370	143553520	id-101139	5.63e-09	-	TGTGCACTTCTGTCTGTTGCCAGCAGAGGTCTCCC	Upstream_CTCF	40
chr8	143555144	143555294	id-101140	2.46e-08	-	ACACCTATGCCAGGAATGGCCAGCAGGGGGTGCCA	V_CTCF_BR	40
chr8	143555832	143555982	id-101141	2.78e-06	+	TGCTGCTGCCCCTCTCTGGCCCACAGATGGCAGTG	V_CTCF_BR	1
chr8	143556472	143556622	id-101142	1.52e-07	-	AAGGGATGACGACCTCCGCCCACCAGAGGGCTGCC	V_CTCF_BR	12
chr8	143561866	143562016	id-101143	1	+	NA	NONE	5
chr8	143571089	143571239	id-101144	2.2e-06	-	GGTGTCAGTCCTGGCGGTGCCGGCAGAGGGTGTAC	Upstream_CTCF	0
chr8	143580713	143580863	id-101145	1	+	NA	NONE	0
chr8	143588817	143588967	id-101146	5.12e-06	+	CAGCCCGTCTCTCTCCCTGCCCCCAGAGGCCGATA	UpstreamP1_CTCF	3
chr8	143592465	143592615	id-101147	4.14e-06	+	GGGCCCGCACCCGTCCTGTCCCGGAGGGGTCGCTG	V_CTCF_BR	2
chr8	143598073	143598223	id-101148	4.94e-06	-	ACCGCCATGCCTGACTTGTCCTCGGGGTGGTGCAG	Upstream_CTCF	4
chr8	143615135	143615285	id-101149	5.9e-06	+	CGGCGTTTTCTGGATCTTTCCAGAAGGTGTCACTA	UpstreamP1_CTCF	9
chr8	143627032	143627182	id-101150	1.05e-08	+	CCTGCTTCCCTCTGTGTCTCCAGCAGGGGGCAGCC	Upstream_CTCF	40
chr8	143632589	143632739	id-101151	5.21e-08	-	CTGAGCCCTTCTCTCCAAGCCAGCAGGGGGCGGGC	V_CTCF_BR	35
chr8	143649732	143649882	id-101152	1.38e-07	+	CTGCTGTTTTGCCACCCAGCCCACAGGTGGCCCTG	UpstreamP1_CTCF	14
chr8	143682124	143682274	id-101153	1.71e-06	+	GGAAGCAGCTCAGGCTCTACCTGCAGAGGGTGGAG	V_CTCF_BR	8
chr8	143685032	143685182	id-101154	4.34e-07	-	ATTCAGTGCTCACTTATCGCCACCAGCTGGGCACA	UpstreamP1_CTCF	31
chr8	143690577	143690727	id-101155	1	+	NA	NONE	34
chr8	143693039	143693189	id-101156	5.41e-06	-	GGCGAAGTCCCAGGACAGCCCAGAGGGGGGCTACA	Upstream_CTCF	3
chr8	143696074	143696224	id-101157	6.84e-06	-	ATGACAGCCCGCCCAGCGCCCGGGAGGGGGCGTGG	V_CTCF_BR	31
chr8	143704313	143704463	id-101158	6.8e-06	+	TGTGCTGTGTGTTTCTGGAAAAGCAGGTGGCAGCA	Upstream_CTCF	5
chr8	143705496	143705646	id-101159	9.55e-09	-	CGCGCGAGGCGGGGCGCGGCCAGCAGGTGGCGTGC	V_CTCF_BR	40
chr8	143713467	143713617	id-101160	2.5e-05	-	TTGCTGCTCACTGATGCCCCCGCAAGGGCCAGGGA	UpstreamP1_CTCF	25
chr8	143716134	143716284	id-101161	5.55e-11	+	CCTGCAATCCCTAAAGAGTCCAGCAGAGGGCACTG	Upstream_CTCF	40
chr8	143735009	143735159	id-101162	2.97e-06	+	CCACACTTTTGCATTCCTGACACCAGATGGCTCTA	V_CTCF_BR	37
chr8	143750698	143750848	id-101163	8.99e-05	+	AAAGCCTGGGGCCGTGCGCCCCGCAGAGAGCGCCC	V_CTCF_BR	39
chr8	143751086	143751236	id-101164	2.18e-07	+	CGGGTTCCGAGCGCGGCTCCCGGGAGGGGGCGCTG	V_CTCF_BR	38
chr8	143758226	143758376	id-101165	5.13e-05	-	TCCTTTCTGGGAAGTTCTGCCACAAGGGGCATGGC	V_CTCF_BR	35
chr8	143762728	143762878	id-101166	3.88e-06	+	AGGTGAGCAACGAGGACTGCCTGCAGGTGGAGAAC	V_CTCF_BR	4
chr8	143775435	143775585	id-101167	3.65e-07	+	AAGTAGAGCTTTCCCATCCCCAGCAGAGGGCACAA	V_CTCF_BR	33
chr8	143781767	143781917	id-101168	5.72e-09	-	CGCCTCTCCCCGGGTCTGGCCGGTAGGGGGAGCCC	V_CTCF_BR	34
chr8	143791818	143791968	id-101169	8.17e-10	-	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	29
chr8	143799632	143799782	id-101170	6.34e-08	-	GGTGCTGTGCTAAATTCTCCCACTAGGGGCACCAG	Upstream_CTCF	40
chr8	143808071	143808221	id-101171	1	+	NA	NONE	13
chr8	143808368	143808518	id-101172	6.07e-11	+	CCTGCAGCGCCGCGCACGGCCGCCAGGTGCCGCTG	Upstream_CTCF	40
chr8	143820204	143820354	id-101173	1.28e-06	+	CAGGGAATTCCCAGTATGGCCGCCAGGGGCTCAAC	Upstream_CTCF	40
chr8	143820521	143820671	id-101174	3.97e-07	-	GCGGGGAAGCAGCCAGCCGCCAAGAGGTGGCGGTG	V_CTCF_BR	2
chr8	143820929	143821079	id-101175	1.77e-10	-	CGATGCTGAGCCCGCACGGCCAGCAGAGGGCGCGC	V_CTCF_BR	40
chr8	143822335	143822485	id-101176	1.24e-05	+	TTATAAGCGTGGGGTATGGAAGGCAGAGGGCGCCC	V_CTCF_BR	19
chr8	143834942	143835092	id-101177	8.64e-05	-	GCTGAGATCATGGCCTTGACCGCCAGGGCCCAGGA	Upstream_CTCF	2
chr8	143837400	143837550	id-101178	4.44e-06	-	CTGAAGATTCCTTCTGGAGCCTCCAGGTGGAGTCC	UpstreamP1_CTCF	14
chr8	143844770	143844920	id-101179	9.78e-07	-	ATGCAATTGTTAAGCTGCTCCACAAGGAGGGGGTG	UpstreamP1_CTCF	11
chr8	143864012	143864162	id-101180	9.02e-13	+	GCACCCGGCTCTCCGGTGGCCACCAGAGGGCGCTC	V_CTCF_BR	40
chr8	143885274	143885424	id-101181	5.17e-06	+	AGTGTCCTGTAGGGAGCGTCCTGTAGGGGGTGTCC	Upstream_CTCF	14
chr8	143897845	143897995	id-101182	4.48e-07	-	GGTGCACTGCCGGGGCTGCCCAGCGGGGGTGCTGG	Upstream_CTCF	40
chr8	143905753	143905903	id-101183	3.65e-07	-	AAGTAGAGCTTTCCCATCCCCAGCAGAGGGCACAA	V_CTCF_BR	32
chr8	143922219	143922369	id-101184	8.13e-06	+	ATAGCAATCCCGTATGTGACCACCAGTGGCGCTCT	Upstream_CTCF	29
chr8	143946386	143946536	id-101185	5.75e-09	+	GTGCAGTTTGACCTGCAGGCCAGTAGGTGGTAGTT	UpstreamP1_CTCF	40
chr8	144015202	144015352	id-101186	8.81e-07	-	AGTTAAACCAGGCTCTTCCCCGGCAGGTGGCACCC	V_CTCF_BR	1
chr8	144020511	144020661	id-101187	1.21e-06	-	TTGCTGTGTCCCGCCTCAGCCGCCAGGCGAAGCAT	UpstreamP1_CTCF	1
chr8	144025078	144025228	id-101188	2.02e-06	+	TGGTGCTAGCCCCTGGAGGCCAGCAGGTGGCCAAC	UpstreamP1_CTCF	37
chr8	144065592	144065742	id-101189	1.15e-07	-	TTCAAACGGTGAGGCCTCACCAGTAGAGGGCAGAG	V_CTCF_BR	40
chr8	144065916	144066066	id-101190	1.73e-06	-	GTCTTGTGGCCACACGCAGCCAGCAGGGAGCAGCT	UpstreamP1_CTCF	39
chr8	144069617	144069767	id-101191	3.29e-05	+	GGTGGCATTCTTGCCTTCTCCTGAGGGTGGACCAG	Upstream_CTCF	2
chr8	144089539	144089689	id-101192	1.41e-06	-	ACCGCCAGCATGGCTGTTGCCAGCAGGGGGCCCTG	Upstream_CTCF	22
chr8	144089757	144089907	id-101193	4.41e-06	+	GCTCCAACTGCAATGGCAGTCAGCAGGGGGCGTTG	V_CTCF_BR	15
chr8	144093768	144093918	id-101194	6.23e-05	-	GTGTCGTGTGTGTGTTTGAACACGTGGGGGGGATC	UpstreamP1_CTCF	9
chr8	144095471	144095621	id-101195	1	+	NA	NONE	18
chr8	144097485	144097635	id-101196	1	+	NA	NONE	23
chr8	144102448	144102598	id-101197	2.6e-07	+	GGGTCCTTCCAGGCCGCTCCCAGCAGAGGGCTCAC	V_CTCF_BR	9
chr8	144110806	144110956	id-101198	3.65e-07	+	AGCCAGAGAAAAAGATCAGCCACCAGGGGTCGGTA	V_CTCF_BR	40
chr8	144129757	144129907	id-101199	1.15e-07	-	AGACAATAAATCACAATGGCCACGAGGTGGCGGCC	V_CTCF_BR	40
chr8	144130354	144130504	id-101200	4.03e-06	+	GAGACGTTGGGCCCCCCAGCCAGCAGCGGGGGCCA	UpstreamP1_CTCF	28
chr8	144134355	144134505	id-101201	6.21e-05	-	TGCTGTTGTGTTTCACTTGCCAGGCGAGGGCAGCC	V_CTCF_BR	0
chr8	144136224	144136374	id-101202	8.98e-06	+	CTGAATGGCCCTCCAGCAAACGGCAGAGGGCCTCA	UpstreamP1_CTCF	40
chr8	144140177	144140327	id-101203	8.17e-10	-	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	29
chr8	144176530	144176680	id-101204	5.92e-05	+	GACTCGCTGCCTCCCCCTAACAGTGGAGGGAGAAG	V_CTCF_BR	2
chr8	144212545	144212695	id-101205	1.38e-07	+	CTTGTTATCCTGAGTAGGGACAGCAGAGGGCGACC	Upstream_CTCF	40
chr8	144219259	144219409	id-101206	5.01e-06	+	TCCCCACTGAGTAGCTGGGACTACAGGTGGCGCCA	V_CTCF_BR	19
chr8	144224974	144225124	id-101207	1.83e-05	-	GAGGCTTGGGGTCTGACACCCCACAGAGGGCAGCA	V_CTCF_BR	2
chr8	144230282	144230432	id-101208	7.78e-06	+	CCCTCCAGTTCACCCACACCCACCAGGTGGGGCTA	Upstream_CTCF	14
chr8	144250979	144251129	id-101209	5.67e-06	-	CCCTCACTGTGTGCCCAGGCCACCGGAGGGCATGC	Upstream_CTCF	7
chr8	144256506	144256656	id-101210	1	+	NA	NONE	28
chr8	144283834	144283984	id-101211	4.01e-05	-	TTGGCTGGGCCTCCGTCCCCAGCCAGGGGGCCTCT	Upstream_CTCF	5
chr8	144297534	144297684	id-101212	1	+	NA	NONE	1
chr8	144301594	144301744	id-101213	1.72e-06	-	ACTGACTTCTGGACTGTGGCCACCAGGGGCCCGGC	Upstream_CTCF	23
chr8	144302640	144302790	id-101214	1.04e-06	-	CTTGCAGTGCATTCCAGAGCCTGCTGGGGACACCA	Upstream_CTCF	38
chr8	144303772	144303922	id-101215	4.88e-05	-	TGTGACCCGCGCTCCCCAGACGGCAGGCGGCGCGG	Upstream_CTCF	0
chr8	144313758	144313908	id-101216	7.8e-08	+	GTGCCGCTGAATGGCATAGCCGCCAGGGGGAACTA	V_CTCF_BR	39
chr8	144329138	144329288	id-101217	2.47e-05	+	CCTTTCCTGCCTCCGGCCCCCGCGAGGGGCGCGCG	Upstream_CTCF	10
chr8	144354760	144354910	id-101218	1.26e-07	+	TGGCACAGCCTGGGCACAGCCAGCAGGTGGCAGGT	V_CTCF_BR	33
chr8	144358906	144359056	id-101219	1.09e-07	+	GGTGCACTACCGCGAGTAGCCGGGCGGGGGCTCGG	Upstream_CTCF	37
chr8	144363859	144364009	id-101220	3.41e-07	-	GGTGCCATGCTAGGCTTTCCCACTAGGGGCGCCAG	Upstream_CTCF	40
chr8	144366912	144367062	id-101221	2.46e-08	-	TTGAGGGCAGGGAGGGTGGCCAGCAGGGGGCATTG	V_CTCF_BR	39
chr8	144373417	144373567	id-101222	1	+	NA	NONE	25
chr8	144380208	144380358	id-101223	1.93e-05	-	GCACCCCAGGGGCTCACGGCCAGTAGGCGGCTCAC	V_CTCF_BR	0
chr8	144388910	144389060	id-101224	6.98e-07	-	GGCCTGTGACAGAACAGTTCCAGCAGGGGGCTCTC	V_CTCF_BR	40
chr8	144397073	144397223	id-101225	1.21e-09	+	CTGTTATGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr8	144414125	144414275	id-101226	4.38e-09	-	ATCTCCAGAGCTGGGCTTGCCAGAAGGGGGCGCCC	V_CTCF_BR	28
chr8	144416361	144416511	id-101227	1	+	NA	NONE	11
chr8	144443340	144443490	id-101228	1	+	NA	NONE	0
chr8	144443630	144443780	id-101229	1.65e-07	+	CTGTTGTGGTGAGTAATGGCCAGGAGAGGCAGCCT	UpstreamP1_CTCF	24
chr8	144454908	144455058	id-101230	9.55e-09	+	TGGGGGATGGCGTGGGTGTCCAGCAGATGGCGCAG	V_CTCF_BR	0
chr8	144461923	144462073	id-101231	3.8e-08	+	CGCGTGCCTGCCACATCCACCGGCAGGTGGCAGCC	V_CTCF_BR	38
chr8	144465857	144466007	id-101232	2.17e-09	+	CGGGAGTCATTCCCTGCAGCCACTAGGGGGCAGCC	V_CTCF_BR	40
chr8	144467273	144467423	id-101233	3.09e-07	+	GCCAGCTGTGGCCTGTGCCCCGCCAGAGGGCAGTG	V_CTCF_BR	39
chr8	144467549	144467699	id-101234	1	+	NA	NONE	20
chr8	144481361	144481511	id-101235	8.21e-06	-	GGAGCCACAGCCAGCAGGATCACAGGGGGGCAGCC	V_CTCF_BR	2
chr8	144483438	144483588	id-101236	3e-08	+	GCTGTGCTGCACCCTACGGCCACCAGACGGCGTGC	Upstream_CTCF	40
chr8	144513043	144513193	id-101237	6.39e-14	-	GTGCAGTGCCCCGTGATGGCCACCAGAGGGCCCTG	UpstreamP1_CTCF	40
chr8	144513655	144513805	id-101238	9.39e-07	-	CCAGCAAGGCGCCTCCAGCCCTGCGGGGGGCGAAA	Upstream_CTCF	31
chr8	144516960	144517110	id-101239	3.8e-08	-	GCGTGGGGTCCCATGGTGGACAGCAGAGGGAGCTG	V_CTCF_BR	39
chr8	144528912	144529062	id-101240	5.12e-07	+	ATGCACTGAGGCACTGCTTCCCACAGGGGGCCCTC	UpstreamP1_CTCF	37
chr8	144543684	144543834	id-101241	1.71e-06	-	TTGTCCGTTCGGGTGGTTGCCAGTTGGGGGCTGTC	V_CTCF_BR	1
chr8	144553398	144553548	id-101242	6.43e-06	+	CCTTGGGAGAAGGCAGCCAGCGGCAGAGGGTGCCC	V_CTCF_BR	6
chr8	144557938	144558088	id-101243	1.19e-06	+	GGAACACTGACAAGGAGTCCCAGGAGGTGGCGCCC	V_CTCF_BR	7
chr8	144563693	144563843	id-101244	5.08e-05	+	TTCTTCCTGCCAAGCGCCGCCACACGGTGGAGCCG	Upstream_CTCF	32
chr8	144567287	144567437	id-101245	1	+	NA	NONE	28
chr8	144578336	144578486	id-101246	2.97e-06	+	ACTCAACGCCCTTGTTCTGACTCAAGAGGGCAGCA	V_CTCF_BR	24
chr8	144588837	144588987	id-101247	1.39e-05	-	GGTCAGCCAGCTGGCGAGCCCACCAGGTGGTGTCC	V_CTCF_BR	3
chr8	144594866	144595016	id-101248	3.42e-08	+	TGCACCTTCAGCCCCACAGCCGCAAGAGGGCGCCA	V_CTCF_BR	40
chr8	144614373	144614523	id-101249	1.41e-09	-	TTGCCGTGCGGCCCAGTGGCCAGCAGAGGGCATGC	UpstreamP1_CTCF	40
chr8	144615650	144615800	id-101250	9.88e-07	+	ACTGCAGTATCCCCAGGAGCCGGCAGGCTGCCAGG	Upstream_CTCF	1
chr8	144616601	144616751	id-101251	2.6e-06	+	TGCCCCACTCTACTAGAGGCCTGAAGAGGGAGCAG	V_CTCF_BR	0
chr8	144635606	144635756	id-101252	1	+	NA	NONE	9
chr8	144636108	144636258	id-101253	4.68e-07	-	AGGCCCCTCCCAGACACCGGCAGGAGGTGGCGGCC	V_CTCF_BR	16
chr8	144647406	144647556	id-101254	2.59e-06	+	CTGCGCTGCACACAGCCTGCCGCAGGACGGCGCGG	UpstreamP1_CTCF	2
chr8	144649492	144649642	id-101255	1.85e-07	-	CGGCAGCGCACGTGTCCGCTCAGCAGGTGGCGATG	UpstreamP1_CTCF	31
chr8	144650662	144650812	id-101256	1.08e-05	-	CTGCTGCTGCGCCTGCATGACCCCAGCAGGGACGC	UpstreamP1_CTCF	11
chr8	144656995	144657145	id-101257	1.82e-06	-	CCGCTCCTGTCCTCTGCTCCCTGCAGGTGGTGCTG	UpstreamP1_CTCF	32
chr8	144671570	144671720	id-101258	6.34e-08	-	AGGGGACTCCCAACACAGGCCAGCAGGTGGCCGTC	Upstream_CTCF	6
chr8	144681184	144681334	id-101259	5.51e-07	+	TCCCCCGGAGGAGCTGCAGACACCGGATGGCGCTG	V_CTCF_BR	34
chr8	144683459	144683609	id-101260	3.97e-07	-	GTTCAGGCCAGAGGCTCTTCCTGCAGGTGGCGGTG	V_CTCF_BR	8
chr8	144687825	144687975	id-101261	6.46e-07	+	TTCTGCTGAGCTCCTTGGCCCGGCAGGTGGCAGCC	V_CTCF_BR	2
chr8	144692862	144693012	id-101262	2.89e-07	-	GCTGCAGTGGCCGAAGCAGCCTCCTGGTGGCTTTC	Upstream_CTCF	19
chr8	144699187	144699337	id-101263	1	+	NA	NONE	15
chr8	144700652	144700802	id-101264	9.29e-06	+	GAGGCAGGAGAATCGCTTGACCCCAGGAGGCAGAG	Upstream_CTCF	10
chr8	144766628	144766778	id-101265	1	+	NA	NONE	8
chr8	144800586	144800736	id-101266	3.81e-05	-	GGAGCCTGGGGCAGGTGGGACGAAAGGGGTCGCTG	V_CTCF_BR	1
chr8	144804702	144804852	id-101267	1.08e-08	-	GGATGTGCAGTGGGCAGGGCCTCTAGGGGGCGGCA	V_CTCF_BR	38
chr8	144805407	144805557	id-101268	6.21e-06	-	CTTGTCCTTCCCCGCCCTCCCCCATGGTGGCAATG	Upstream_CTCF	1
chr8	144815561	144815711	id-101269	1	+	NA	NONE	35
chr8	144818768	144818918	id-101270	2.43e-06	-	GTGACTGGGAGCAAAGCCGCAGGCAGAGGGCAGCA	V_CTCF_BR	39
chr8	144821635	144821785	id-101271	2.23e-06	+	TGTCAGGGGTGGGGCAGGGCCAGCAGGCGGCACTG	UpstreamP1_CTCF	9
chr8	144822407	144822557	id-101272	1.22e-08	-	CGCAGGGCCCCGTTTCCTGCCACCTGAGGGCGGCG	V_CTCF_BR	3
chr8	144822775	144822925	id-101273	1.56e-06	+	TGGGCCATGCTGGCCGCAGCCTCCAGATGCAGGCC	Upstream_CTCF	34
chr8	144854003	144854153	id-101274	5.68e-06	-	TCCCCGTCGAAGGCGGCGTCCAGCAGGCGGCGGCG	V_CTCF_BR	23
chr8	144869059	144869209	id-101275	2.18e-07	+	CTGATCGAGGAATACAGGACCAGGAGAGGGCGGTA	V_CTCF_BR	37
chr8	144871015	144871165	id-101276	1	+	NA	NONE	5
chr8	144874468	144874618	id-101277	1.04e-05	-	CCCGGCGTCCCCCCCACCCCTGGGAGGTGGCGCCC	V_CTCF_BR	0
chr8	144876008	144876158	id-101278	7.17e-05	+	TGGGACACTCACCTGCTGGCCACTAGGGGAGCAGG	Upstream_CTCF	36
chr8	144876878	144877028	id-101279	4.68e-07	+	AGGTGAAGCTCTCGCACCGCCACTAGAGGGATGCC	V_CTCF_BR	29
chr8	144888182	144888332	id-101280	2.6e-06	-	ACCTGGCACAGTGGCCTCTCCAGGAGGGGCCGCTC	V_CTCF_BR	0
chr8	144889398	144889548	id-101281	2.23e-06	-	GTGCTCTGAGCCTTACCTGCCTGCGGAGGCAGCGC	UpstreamP1_CTCF	25
chr8	144891364	144891514	id-101282	4.17e-05	+	AGGGGTGCGCCAAGGCCTCACACCAGGGAGCCCAC	Upstream_CTCF	0
chr8	144896670	144896820	id-101283	2.68e-05	-	ACAGCTCGGTCCTCTGTGGCCACCTGCAGGCCTCG	Upstream_CTCF	38
chr8	144911685	144911835	id-101284	1	+	NA	NONE	11
chr8	144918713	144918863	id-101285	3.8e-08	+	CACCGAGAGAGGCCCCTGGCCAGGAGGGGGTGCTG	V_CTCF_BR	40
chr8	144926255	144926405	id-101286	1	+	NA	NONE	33
chr8	144940689	144940839	id-101287	2.31e-06	+	CCCGCGATGCAGCTGGTGCCCTCCAGGTAGCGCTT	Upstream_CTCF	0
chr8	144965408	144965558	id-101288	2.43e-06	+	GAAACCGCCCAGTGAGGCCCCGGTAGGGGGAGCTG	V_CTCF_BR	16
chr8	144976778	144976928	id-101289	1.55e-08	-	GGCGGCTGCTGCGGGCTCCCCAGCAGATGGCAGCA	V_CTCF_BR	40
chr8	144982882	144983032	id-101290	1.55e-05	+	GGCTGACAGATTCGGTTTGTCAGGAGAGGGTGCTC	V_CTCF_BR	3
chr8	144988221	144988371	id-101291	3.63e-06	-	TTACCCTCCCTGCCCCGGCCCGGTAGAGGGTGCTC	V_CTCF_BR	0
chr8	144999230	144999380	id-101292	1.29e-05	-	CGGCACAGCTGGAGCGCTCCCTGCAGGAGGAACAC	UpstreamP1_CTCF	0
chr8	145003409	145003559	id-101293	1	+	NA	NONE	4
chr8	145008493	145008643	id-101294	1.04e-05	+	CCCCACTCCTTCTCCACATCCAGCGGGTGGTAGCC	V_CTCF_BR	11
chr8	145009880	145010030	id-101295	1	+	NA	NONE	5
chr8	145013892	145014042	id-101296	7.73e-06	-	CTCCCCGTGTCCCCAGGTCCCCCTAGGGGGCTGCA	V_CTCF_BR	6
chr8	145014847	145014997	id-101297	7.84e-05	+	ATTCCTACTGCCCCTGAGGCCGTGAGGGGGCACCA	V_CTCF_BR	20
chr8	145019750	145019900	id-101298	6.21e-05	-	TCAGATGGCAGCGTGCGGGACAGCAGGCGGCGCCT	V_CTCF_BR	0
chr8	145024145	145024295	id-101299	7.9e-07	-	TTGCGGAGCGTCGCTCACACCAGCAGGTGGCCCCC	UpstreamP1_CTCF	20
chr8	145024528	145024678	id-101300	1.5e-05	-	CCGCCAGTACCTGCACCTGCCGCCAGAGATCGTGC	Upstream_CTCF	4
chr8	145032761	145032911	id-101301	2.89e-09	-	GGTGCCTGCGTGAGGAGGGCCTCCAGAGGGCAGCG	V_CTCF_BR	12
chr8	145038471	145038621	id-101302	2.58e-05	+	TGAGATCATCCTAGATTACCCAGTAGGGGGCCTAG	Upstream_CTCF	3
chr8	145049101	145049251	id-101303	1.61e-09	+	ATGAACCGCCTGGGCGCGGCCGGCAGGTGGCGCTG	V_CTCF_BR	40
chr8	145050754	145050904	id-101304	2.6e-06	-	GCCAGGATGGAGAGGCGCGCCGCGTGCGGGCGCTG	V_CTCF_BR	8
chr8	145051366	145051516	id-101305	3.06e-08	-	CCAGCCTGGGCCGACCCCACCACCAGGGGTCAGCA	V_CTCF_BR	40
chr8	145056704	145056854	id-101306	4.66e-08	+	CGAGTAATCCTCAAAATGACCACAAGATGGCATCA	Upstream_CTCF	40
chr8	145060343	145060493	id-101307	3.71e-05	+	ATTGCAACCCTGGGACGGGGCATCAGGTGGGTAGG	Upstream_CTCF	18
chr8	145068456	145068606	id-101308	3.45e-05	-	GGCGGGGCAGGCGAGGAGGCCAGGTGAGGCAGGGG	V_CTCF_BR	0
chr8	145072480	145072630	id-101309	1	+	NA	NONE	12
chr8	145081962	145082112	id-101310	6.49e-06	-	GAGGCAGGTAGTACCCCATCCAGCAGGCGGGGCCA	Upstream_CTCF	29
chr8	145099912	145100062	id-101311	2.2e-07	+	CTGTAACCCCCAGTACACTCCTGCAGGAGGCACTG	UpstreamP1_CTCF	25
chr8	145101152	145101302	id-101312	6.49e-06	-	CTGTCGTCTGCTCCACGCACCACCAGGGAGTGCAA	UpstreamP1_CTCF	22
chr8	145104096	145104246	id-101313	1.64e-06	+	CTGCACCAGCTGCAGGGTGGCTGAGGAGGGCGGCG	UpstreamP1_CTCF	1
chr8	145117674	145117824	id-101314	1.21e-06	-	GGTGCACGGCAGTGGGATGCCGCTAGGGAGCGTGG	Upstream_CTCF	1
chr8	145118222	145118372	id-101315	4.94e-06	+	AGGGATATGGCTGTCCCCACCACCAGAGAGCGCAG	Upstream_CTCF	7
chr8	145134213	145134363	id-101316	1	+	NA	NONE	12
chr8	145149519	145149669	id-101317	3.65e-07	-	GGGCGGCTTGGAGGGCAGCCCGGCAGAGGGCGCGG	V_CTCF_BR	22
chr8	145151027	145151177	id-101318	4.7e-08	-	TCCTCCGTGTAGCACACGCCCACCAGGTGGCGGTA	V_CTCF_BR	40
chr8	145158568	145158718	id-101319	4.7e-08	-	GGCCGGACCGGAGATGGCGCCGCCAGCGGGCGGGG	V_CTCF_BR	6
chr8	145159861	145160011	id-101320	4.68e-05	+	CTGCAGCGCCCCAGCGGGGCCGAGGGACCGCCCTC	UpstreamP1_CTCF	14
chr8	145162161	145162311	id-101321	2.44e-07	+	CATGCTGTGGCCGGACTTGTCAGCAGGGGGCCTGG	Upstream_CTCF	22
chr8	145163209	145163359	id-101322	8.61e-08	+	GGCTGGAACCACTGCGCCGCCTGGAGGTGGCAGCC	V_CTCF_BR	24
chr8	145164566	145164716	id-101323	1.26e-05	-	GCAGCAGTGAGCTCACTATGCGCCCGGTGGCCGCC	Upstream_CTCF	19
chr8	145181458	145181608	id-101324	1.48e-06	+	TTGTCTCAGTCAAAAGTAGCCACCAGAGGGCATGA	V_CTCF_BR	39
chr8	145237617	145237767	id-101325	1	+	NA	NONE	29
chr8	145258282	145258432	id-101326	4.3e-08	-	CTGCGCTTCCCTCCCTTCCCCTCCAGAGGGGGCGC	UpstreamP1_CTCF	39
chr8	145288594	145288744	id-101327	2.32e-08	-	GCAGCATTATTCACAGGAGCCAGAAGGTGGCAGCA	Upstream_CTCF	40
chr8	145501667	145501817	id-101328	1.31e-09	+	CAGCTGTGGGGCACAGAGTCCACCAGGGGGCGACA	UpstreamP1_CTCF	40
chr8	145507483	145507633	id-101329	6.9e-05	+	GCAGTAGTGCATGGCATCACCGCCTAGCGGAGGGA	Upstream_CTCF	0
chr8	145518768	145518918	id-101330	6.18e-07	+	GCAGCAGCTCCTCTGTCCACCAGCAGAGGCTCTTC	Upstream_CTCF	20
chr8	145539734	145539884	id-101331	1.97e-06	-	TGCAGCAGGGCGGGCATGGCCGGTAGGGGGAGTGC	V_CTCF_BR	40
chr8	145550331	145550481	id-101332	6.2e-10	-	GTCACCCGGGCTACGGCGGCCGGCAGGGGGCAGTG	V_CTCF_BR	40
chr8	145566808	145566958	id-101333	1.38e-08	+	GAGGGGGAGGAAAGGGCTTCCACCAGAGGGCAGCC	V_CTCF_BR	40
chr8	145575211	145575361	id-101334	3.79e-08	-	GTGCAGGGACCTCCACTCCCCAGAAGATGGGGCTC	UpstreamP1_CTCF	40
chr8	145577336	145577486	id-101335	2.96e-05	+	GTGATCGGTGTCATCGTGTCCTGAGGAGGGCGCGT	V_CTCF_BR	0
chr8	145578311	145578461	id-101336	7.49e-05	+	GGAACCAGAGCTGGAAGCGCCAGCCGATGGAGGTC	V_CTCF_BR	3
chr8	145582288	145582438	id-101337	1.23e-05	+	CGGCGGTGTCCCGGCGTGGCGGGAAGCCGGCACTG	UpstreamP1_CTCF	6
chr8	145597514	145597664	id-101338	1.21e-06	-	GGGCAGCGTCCCCTGGCGGCCCCCAGAGGCTTACC	UpstreamP1_CTCF	40
chr8	145614485	145614635	id-101339	2.97e-06	-	GCAAGGGGGCAGGGCTGAGGCAGCAGAGGTCACAG	V_CTCF_BR	9
chr8	145615624	145615774	id-101340	1	+	NA	NONE	12
chr8	145617940	145618090	id-101341	7.31e-05	+	GGGCTGTCCGGGGCTGGAGCCGCCTGGCGGGCGCC	UpstreamP1_CTCF	0
chr8	145622418	145622568	id-101342	3.4e-06	-	CCCGCAGGGAGGAGGCCACGCGCCAGGGGGAGCTG	V_CTCF_BR	0
chr8	145624242	145624392	id-101343	3.67e-07	+	GTGTGAGCCCACCCAGGTCCCACCAGGAGGCGCCC	UpstreamP1_CTCF	0
chr8	145634745	145634895	id-101344	3.09e-06	+	GCTGCAGGGGCGACAGCGGGCCCTAGTGGCCCGGG	Upstream_CTCF	39
chr8	145635171	145635321	id-101345	1.24e-05	-	TGATCCAGGATCCAAGCTCCCGGAAGCTGGCACTG	V_CTCF_BR	22
chr8	145641671	145641821	id-101346	3.88e-06	+	CCAATTTGATGGCAGAGGGCCGGCAGGGGGAGTTG	V_CTCF_BR	1
chr8	145669509	145669659	id-101347	3.36e-07	-	AAGAGGCCGCGCTGTGCCACCAGCTGGGGGAGCTC	V_CTCF_BR	40
chr8	145673858	145674008	id-101348	1	+	NA	NONE	9
chr8	145689443	145689593	id-101349	1.39e-05	-	GGGCCCTGCATACACAGCGCCTCCAGTGGGAGTGA	V_CTCF_BR	39
chr8	145692376	145692526	id-101350	3.36e-07	+	TCGCCGAGTTCCTCTCCGTCCAGCTGGGGGCGGAA	V_CTCF_BR	40
chr8	145693166	145693316	id-101351	1.26e-07	+	GAGTGCCGAGGTTTCCTCTCCACCAGGGGGCGACG	V_CTCF_BR	40
chr8	145698237	145698387	id-101352	4.31e-05	-	CCGCAGTGCGGCCATCACGCCTCCTAGCGCCAGCA	UpstreamP1_CTCF	23
chr8	145700616	145700766	id-101353	4.88e-05	+	CCGGCGCCGTGAGCCCAGACGGGGAGGGGGTAGCG	V_CTCF_BR	8
chr8	145702390	145702540	id-101354	2.01e-05	+	CGTGCAGCCTCCACCTCCCCCGCTAGGGCGATCCT	Upstream_CTCF	3
chr8	145704459	145704609	id-101355	9.11e-08	+	CCTGCAGTACCCTGGGCCTCCTGAAGAGGCCTCTG	Upstream_CTCF	40
chr8	145711714	145711864	id-101356	9.71e-06	-	CATGCAACTCCCAAACCACCCAGCAGCTGCGCTCA	Upstream_CTCF	28
chr8	145713799	145713949	id-101357	2.28e-05	+	CTTGTAGTAGCGAGCCAGGCAGAGAGGAGGCGATG	Upstream_CTCF	11
chr8	145719655	145719805	id-101358	4.21e-05	-	ACCCTGCACTCCAGCCTGGCAGACAGAGGGCGATC	V_CTCF_BR	27
chr8	145726267	145726417	id-101359	2.23e-06	-	CTGCTGGGGGCGGCGCTCACCCGCGGCTGCCGGCG	UpstreamP1_CTCF	0
chr8	145731101	145731251	id-101360	7.61e-08	+	TCCGCTGGACCCCGGCTGCCCAGCGGAGGGCAGTG	Upstream_CTCF	0
chr8	145732080	145732230	id-101361	2.11e-06	-	ACCACGCAGATGCCGGTCTCCTCCAGGAGGCGCAG	V_CTCF_BR	0
chr8	145734034	145734184	id-101362	9.4e-06	+	GGGCCCGAGCCCGGACTGGCCACCGGGGGCGCCCG	UpstreamP1_CTCF	40
chr8	145735159	145735309	id-101363	8.62e-10	-	AGGCCAGGGCCGCGGCCAGCCAGTAGGTGGCAGCC	V_CTCF_BR	40
chr8	145742364	145742514	id-101364	4.17e-05	+	ACTGCCTGCCCACTCCTCACCTGCAGGGTGCCTTT	Upstream_CTCF	4
chr8	145743642	145743792	id-101365	2.59e-06	-	CGGCTCCTCCGGGCCTCGAGCCGCGGGAGGCGCTG	UpstreamP1_CTCF	3
chr8	145746858	145747008	id-101366	3.8e-07	-	AGTGCTTTTGTGAAGGCCTCCACCAGGGGTCCCAG	Upstream_CTCF	9
chr8	145747869	145748019	id-101367	1.77e-05	-	GCCGCTCTTCGCCGAGGGTCCGGCGGAGGCGCCCG	Upstream_CTCF	23
chr8	145750123	145750273	id-101368	5.67e-06	-	GCTGCGGGAGGACGGGGTGCCCCCAGGGAGAGGAA	Upstream_CTCF	9
chr8	145755412	145755562	id-101369	2.11e-06	+	CCACAGGGAGGCAGCCCGGCCCCAAGGAGGCAGCG	V_CTCF_BR	27
chr8	145758179	145758329	id-101370	2.1e-06	-	GGCGCCCCTGCAGAGACGGCCACCAGGGGTCCAGA	Upstream_CTCF	37
chr8	145767575	145767725	id-101371	2.19e-05	-	GGTGCTCACACCTTTCACACCAGCAGGGGGTCTCC	Upstream_CTCF	3
chr8	145772957	145773107	id-101372	2.19e-05	-	ATGCCATGTCCTGGTCCAGCCAGCAGGACACCCTG	UpstreamP1_CTCF	3
chr8	145780903	145781053	id-101373	1	+	NA	NONE	4
chr8	145792714	145792864	id-101374	1	+	NA	NONE	20
chr8	145800934	145801084	id-101375	8.91e-07	-	TGGGTCCTTCTGGAGGTGTCCAGAAGGCGGCGCTG	Upstream_CTCF	39
chr8	145807525	145807675	id-101376	3.36e-05	-	GGGCTCTTTCTGTCCTTGACCTGGGGGAGCCGCAG	UpstreamP1_CTCF	0
chr8	145869971	145870121	id-101377	5.86e-07	-	ACTGCACTGCTCCCAAGGGCCTGTAGTGAGAGAAG	Upstream_CTCF	5
chr8	145871577	145871727	id-101378	5.86e-07	+	AGAGCACGTATGGACCAGGCCAACAGGGGGCCCCA	Upstream_CTCF	13
chr8	145873453	145873603	id-101379	1.1e-06	+	GGACACCATGCTATAACATCCACAAGATGGCACCA	V_CTCF_BR	15
chr8	145896756	145896906	id-101380	1	+	NA	NONE	8
chr8	145909795	145909945	id-101381	3.11e-05	+	CCTCACCACTGTAGGTTTTTCAGCAGAGGTCACTG	V_CTCF_BR	35
chr8	145911237	145911387	id-101382	1.01e-09	+	CCGCGGCGGTCACTACCCGCCGCCAGGGGGCACTG	V_CTCF_BR	39
chr8	145911577	145911727	id-101383	3.22e-05	-	GTGAAGAGACACGAGCCCGCCACAAGAAGGACTGA	UpstreamP1_CTCF	9
chr8	145911794	145911944	id-101384	1	+	NA	NONE	11
chr8	145955567	145955717	id-101385	5.86e-07	-	GCTGTCTTACCACGGAAGGCCTCTGGGCGGCAGCA	Upstream_CTCF	40
chr8	145972842	145972992	id-101386	2.39e-05	+	CTGCTGGATCTGTCCATTTACGATAGAGGGTGCTG	UpstreamP1_CTCF	7
chr8	145979556	145979706	id-101387	1.96e-08	-	AGGGGCGGCAGCTGGGCCCCCAGCAGCGGGCGCTC	V_CTCF_BR	9
chr8	145980578	145980728	id-101388	3e-06	-	CCGCGGGAGCCACCGACGGGCTGCAGAGGCCGGGA	UpstreamP1_CTCF	21
chr8	145982615	145982765	id-101389	4.01e-05	+	CTTTTTCTTTTTCACATCTCCTACAGGGGGCGTGT	Upstream_CTCF	40
chr8	146012819	146012969	id-101390	2.38e-07	+	CCGTAAAGCGGGAATGCTGCCACCGGGTGGCAGTC	V_CTCF_BR	40
chr8	146030512	146030662	id-101391	4.58e-08	-	CTGTCACGCCCGGACAGGGCCACTAGAGGGCTCCT	UpstreamP1_CTCF	24
chr8	146033956	146034106	id-101392	7.55e-07	+	TGGGGCCTTCCGGAAATGTCCAGGAGCGGGCAGAA	V_CTCF_BR	5
chr8	146052105	146052255	id-101393	4.31e-05	-	CGGCAGAGCCTGCGCGCCTCCCCCGGACGGCCACG	UpstreamP1_CTCF	40
chr8	146056741	146056891	id-101394	7.73e-06	-	ATCTAGGAATTGATGTCATCCGCCAGGTGGCAGCT	V_CTCF_BR	2
chr8	146059630	146059780	id-101395	7.78e-06	+	TCGGTGATTCTGCTGTTTTCCAGCAGGAGGATTCC	Upstream_CTCF	8
chr8	146079198	146079348	id-101396	2.58e-05	+	AGAGAAATGCGAATGGAAGCCACGGGGAGGTGCCA	Upstream_CTCF	4
chr8	146095162	146095312	id-101397	1.21e-09	+	CTGTTATGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	39
chr8	146120943	146121093	id-101398	7.49e-05	-	TGATGCTTTTCTAAGACTCACCCCAGGTGGCAGTC	V_CTCF_BR	19
chr8	146125662	146125812	id-101399	8.16e-07	-	CGTTTGACTAACACCAGGGGCGGCAGGGGGCGCTC	V_CTCF_BR	40
chr8	146127435	146127585	id-101400	1.17e-05	+	TGTCCGGCCCGGCGTGCTCCCGACAGGGGGCGTCA	V_CTCF_BR	39
chr8	146160004	146160154	id-101401	3.22e-07	-	GGGTCACTTCTCCACACAGCCAGAAGAGGGCAACG	Upstream_CTCF	22
chr8	146223116	146223266	id-101402	2.33e-07	-	CAGTACCTACCAATTCTTAACAGCAGGTGGCAATG	UpstreamP1_CTCF	39
chr8	146228501	146228651	id-101403	1	+	NA	NONE	18
chr8	146245499	146245649	id-101404	1.41e-06	+	TTTGTAATAAAGAAAAAATCCAGCAGATGGCGCAT	Upstream_CTCF	40
chr8	146252205	146252355	id-101405	8.76e-09	+	ATGCAGTGCACTATCTTGTCCACTAGCTGGTACTG	UpstreamP1_CTCF	40
chr8	146277782	146277932	id-101406	1	+	NA	NONE	8
chr8	146291416	146291566	id-101407	1.3e-07	+	CTCTTATGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	35
chr8	146295020	146295170	id-101408	1.84e-06	+	ATTATTTTAACCACCATGGCCAGGTGGTGGCGCCA	V_CTCF_BR	37
chr9	11327	11477	id-101409	2.14e-10	-	ACCCTGCAGTGCCCCGGCGCCAGCAGGGGGCGGTG	V_CTCF_BR	0
chr9	215053	215203	id-101410	1	+	NA	NONE	32
chr9	293046	293196	id-101411	2.47e-05	-	GTTGTACACTTCTCCCTGTCCACTAGGTGACCGTT	Upstream_CTCF	16
chr9	307075	307225	id-101412	1	+	NA	NONE	16
chr9	316676	316826	id-101413	9.25e-06	-	GGATATGGCTTAGTAACATCCACCAGATGGCATTG	V_CTCF_BR	14
chr9	346338	346488	id-101414	1.5e-05	+	AGGGCATCCTATCCTGCGGCCGCCAGAGGGGTATG	Upstream_CTCF	1
chr9	347812	347962	id-101415	1.56e-05	+	GTTCCAGTATAATATTCAGCCACTAGAGGACACAA	Upstream_CTCF	39
chr9	366698	366848	id-101416	1	+	NA	NONE	3
chr9	377007	377157	id-101417	1	+	NA	NONE	1
chr9	378643	378793	id-101418	1.83e-05	-	ACACCCTGTGGTCCTCACACCACAAGGTGGCAACT	V_CTCF_BR	6
chr9	385925	386075	id-101419	5.28e-05	+	GGTGCAGTACCGTACTAAACCACAGAGAGACACTG	Upstream_CTCF	40
chr9	407356	407506	id-101420	1.47e-05	+	GGATAGCATGCAGAGGCAACCACAAGATGTCACTT	V_CTCF_BR	16
chr9	459946	460096	id-101421	5.67e-06	-	ATTGTATTTCTGAAAATGGCCACAAGAATGTGCTC	Upstream_CTCF	9
chr9	504411	504561	id-101422	1	+	NA	NONE	38
chr9	505771	505921	id-101423	5.08e-05	-	CCCTCATTTCCATTCAGCTCCAGAGGTGGGGGGCA	Upstream_CTCF	7
chr9	547030	547180	id-101424	2.15e-05	-	AGAAGGCTGAAAAAGAACACCAACAGAGGGAGCTG	V_CTCF_BR	36
chr9	582030	582180	id-101425	1.28e-06	+	ACTGCTCAAATGCTGGCTGCCGCCAGGTGGTGCAA	V_CTCF_BR	37
chr9	613743	613893	id-101426	3.81e-05	+	GTTGTAAAAAAGACTGTATTCACTAGATGGCAGTG	V_CTCF_BR	6
chr9	613896	614046	id-101427	1	+	NA	NONE	40
chr9	615849	615999	id-101428	1	+	NA	NONE	3
chr9	683025	683175	id-101429	4.14e-05	+	CTGTAAGGAAACACACAGCACAGCAGAGGCAGTGT	UpstreamP1_CTCF	10
chr9	693233	693383	id-101430	1	+	NA	NONE	18
chr9	696820	696970	id-101431	2.15e-05	-	CACGAGTGCAGTCAGCCTGCCACTAGGGAGCACAG	V_CTCF_BR	31
chr9	754296	754446	id-101432	1.17e-05	-	TTTATTAGGCATCAAATGAACAGGAGGGGGAAGCA	V_CTCF_BR	16
chr9	757656	757806	id-101433	7.12e-06	-	TGGATATGTCTCCCACTGGCCACTAGGGAGAGCTG	UpstreamP1_CTCF	39
chr9	764118	764268	id-101434	2.93e-07	-	GTGCAATATGCAGATTCAGACACTAGGTGACAGAG	UpstreamP1_CTCF	40
chr9	806674	806824	id-101435	1.3e-07	-	TAAGCAGTGCAACAAGAATCCAGTAGGTGGCATAA	Upstream_CTCF	40
chr9	882654	882804	id-101436	1	+	NA	NONE	19
chr9	892238	892388	id-101437	4.5e-05	+	CAGCTCCTCCCTTCCTTGCCCAGATGGAGCTAGCA	UpstreamP1_CTCF	37
chr9	893879	894029	id-101438	5.86e-07	+	CAGGATATTCCTGCTGTCACCAGCAGAGGGCATGT	Upstream_CTCF	40
chr9	911135	911285	id-101439	7.16e-08	+	GCAGCATCCCTGACCTTGACCACTAGATGCCAGCA	Upstream_CTCF	18
chr9	928501	928651	id-101440	1.21e-05	+	ACAGGTGTATGGAACTTGACCTCTAGGGGCAGTAG	Upstream_CTCF	40
chr9	950264	950414	id-101441	2.33e-07	+	CTGCAGAGGTCTCTCTGGGTCAGCAGGAGGCAGCG	UpstreamP1_CTCF	10
chr9	969795	969945	id-101442	3.4e-06	-	TTTCCAGAAATGCAGGGGGACTGAAGGGGGCAGTG	V_CTCF_BR	7
chr9	976409	976559	id-101443	5.41e-07	-	CTGCACTTCACCTTCCTTGCCACCTGCAGCCAGGC	UpstreamP1_CTCF	4
chr9	977088	977238	id-101444	5.48e-05	+	AGTGCATCCTCATCATCGAGCGGCAGCGGGTCATG	Upstream_CTCF	3
chr9	981706	981856	id-101445	1.28e-06	+	AATGGACTGCCGTCTCCTTGCACCAGGGGGTCGGA	Upstream_CTCF	7
chr9	998976	999126	id-101446	1	+	NA	NONE	40
chr9	1005200	1005350	id-101447	1	+	NA	NONE	38
chr9	1009204	1009354	id-101448	1.02e-07	-	CTGTGTTAGCGCAACAGCACCACTAGATGGCGCCA	UpstreamP1_CTCF	40
chr9	1018231	1018381	id-101449	6.39e-08	+	GCTAGGAGGGAGTGTTTAGCCACCAGAGGGAAGAC	V_CTCF_BR	39
chr9	1042612	1042762	id-101450	2.66e-05	-	GGGGCGCAGCGGGAGGAGGCCGCGCGGGGGCGCTG	V_CTCF_BR	24
chr9	1051990	1052140	id-101451	1.28e-06	-	GCTGCCGCTCCACCACCAGCAGGCAGTTGGCGCAC	Upstream_CTCF	20
chr9	1101053	1101203	id-101452	3.41e-07	+	ACTTCCCTTTCAGCAATGCCCACTAGGTGACGCCT	Upstream_CTCF	38
chr9	1238569	1238719	id-101453	1	+	NA	NONE	3
chr9	1337409	1337559	id-101454	1.56e-06	-	CAGCATCTGGGACCTTTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	16
chr9	1365340	1365490	id-101455	4.59e-07	-	GTGCGCTGGCATATTGATGGCAGTAGGGGGGACCC	UpstreamP1_CTCF	6
chr9	1401111	1401261	id-101456	1.04e-05	-	CAGAGATGCTGGAGGCCAGCCAAATGGGGGAGCCC	V_CTCF_BR	4
chr9	1429477	1429627	id-101457	1	+	NA	NONE	28
chr9	1434238	1434388	id-101458	5.55e-07	+	GATGCAGTACTCCTGCCACCCAAAGGGGGGCCAGG	Upstream_CTCF	33
chr9	1453773	1453923	id-101459	5.41e-06	-	TCAGCTTTTCCCCCAGAAGGGAGCAGAGGTCGCCT	Upstream_CTCF	9
chr9	1460252	1460402	id-101460	8.91e-07	+	TAGGCTGTGATCCTCTTTACCACTAGGGGGTCCTC	Upstream_CTCF	37
chr9	1528114	1528264	id-101461	5.63e-06	-	CCTCAAGGACATAAACTGGCCACTTGGTGGCAAGC	UpstreamP1_CTCF	6
chr9	1605076	1605226	id-101462	1.26e-05	-	AGAGAGTTTCCTGTAACAACCACTAGGTGCCTCTG	Upstream_CTCF	38
chr9	1620026	1620176	id-101463	2.53e-05	-	GGAATGATTTTCACAAGAACCACAAGATGGCATTG	V_CTCF_BR	28
chr9	1701230	1701380	id-101464	1.43e-05	+	CTTGCTCTTCCACCTTCCACCATGCGAGGACACTG	Upstream_CTCF	12
chr9	1709454	1709604	id-101465	1	+	NA	NONE	33
chr9	1727487	1727637	id-101466	1.26e-05	+	TAGTCCATCCACCACATTACCACCAGAGGGACCCT	Upstream_CTCF	17
chr9	1732800	1732950	id-101467	1.34e-06	-	CATGATGCATTACCCCTTGCCCGTAGGTGGCACTC	Upstream_CTCF	25
chr9	1837580	1837730	id-101468	2.78e-06	-	AGCCCATGTGGGCCTTCGACCACTAGAGGGCATTT	V_CTCF_BR	38
chr9	1869994	1870144	id-101469	8.21e-05	-	CCCAGCATACTGTAGTGATCCACCAGGGGGGAGTA	V_CTCF_BR	40
chr9	1871909	1872059	id-101470	1	+	NA	NONE	10
chr9	1922162	1922312	id-101471	5.48e-05	+	GATGGACAAAGAGAGGAGCCCACAAGAGGGGGCTG	Upstream_CTCF	20
chr9	1940198	1940348	id-101472	1.1e-05	-	GGCCTCTCCTACCGGTCTACCCATAGAGGGCAGCA	V_CTCF_BR	40
chr9	1942115	1942265	id-101473	1	+	NA	NONE	32
chr9	1994325	1994475	id-101474	1	+	NA	NONE	9
chr9	2016572	2016722	id-101475	5.3e-05	+	CAGCGGCGGTGTGGTTCGCCCGGGAAGGGGAAGGG	UpstreamP1_CTCF	11
chr9	2016865	2017015	id-101476	3.63e-06	-	GTGCTCCGTGTGCGCCCTGCGGCCGGAGGGCGCCG	V_CTCF_BR	9
chr9	2067007	2067157	id-101477	4.65e-06	-	ATGTTATTCTAAGAGATAGAGGCCAGGTGGCAGTC	UpstreamP1_CTCF	35
chr9	2087816	2087966	id-101478	6.04e-07	-	TTTCACCTTCTCCTATTAACCTCTAGGGGGCAGAG	UpstreamP1_CTCF	39
chr9	2116259	2116409	id-101479	8.53e-09	-	TCTGCAGTTCTGCATCTGCCCTACAGAAGGCAGCA	Upstream_CTCF	40
chr9	2121412	2121562	id-101480	1.04e-05	+	TCACTATTCCTTAGCACCTCCACTTGGGGGCAGGA	V_CTCF_BR	28
chr9	2132611	2132761	id-101481	4.02e-07	+	GCTGCATTTCCGTTTTTATACACAAGGGAGAGCTA	Upstream_CTCF	40
chr9	2146758	2146908	id-101482	1.04e-07	+	GGGAGTGTAGCAGTGAGGGCCACCAGAGGTCACTC	V_CTCF_BR	32
chr9	2158118	2158268	id-101483	5.67e-06	-	CTGGGAATTACTCCTTCCTCCACTGGATGGCAACC	Upstream_CTCF	24
chr9	2179677	2179827	id-101484	4.94e-06	-	GGTGTCATCTTCTACATTGCCAACAGATGGTGTCA	Upstream_CTCF	9
chr9	2181924	2182074	id-101485	8.21e-06	-	AGGGATCTGGGACTGCATAACCCCAGGGGGCGCCA	V_CTCF_BR	40
chr9	2193732	2193882	id-101486	1	+	NA	NONE	15
chr9	2200147	2200297	id-101487	2.02e-06	+	TTGCCCTCTTCTCACAGCTCCACTAGGCGGCGCCC	UpstreamP1_CTCF	22
chr9	2228228	2228378	id-101488	7.27e-06	+	GAAAGAGGCCCATTGGGTACCCCTGGGGGGCGCCA	V_CTCF_BR	40
chr9	2230471	2230621	id-101489	1.28e-06	+	AACCTATTTGGTTCACTAACCTGGAGAGGGCACCA	V_CTCF_BR	8
chr9	2241625	2241775	id-101490	1	+	NA	NONE	39
chr9	2241962	2242112	id-101491	1	+	NA	NONE	19
chr9	2242523	2242673	id-101492	6.64e-05	+	CCTGGGAAGGCTCTGGCTGCCGCCAGAGGACCGGG	Upstream_CTCF	11
chr9	2244164	2244314	id-101493	1	+	NA	NONE	10
chr9	2255323	2255473	id-101494	1	+	NA	NONE	11
chr9	2321877	2322027	id-101495	3.5e-05	+	CAACATTCCCAGTCTATGCCCACTAGATGTCAATA	UpstreamP1_CTCF	24
chr9	2336197	2336347	id-101496	1.71e-06	+	GAATGCCATTGCCAGATTTCCAGCAGGGGGTGCAG	V_CTCF_BR	39
chr9	2368105	2368255	id-101497	2.6e-06	-	GGTTGGCCTGGGGCCTTGACCACTAGGGGCAGCCT	V_CTCF_BR	34
chr9	2418616	2418766	id-101498	1	+	NA	NONE	5
chr9	2469711	2469861	id-101499	5.65e-05	+	TTTCTACATTAGTGACCCATCACCGGGTGGCGCCT	V_CTCF_BR	31
chr9	2597613	2597763	id-101500	4.88e-06	-	ATGCTAGTTCCAGCATTTACCAGCTGGGGGTCATA	UpstreamP1_CTCF	16
chr9	2600438	2600588	id-101501	4.88e-05	-	TAGCACAACAGGTAGTCTGCCACTAGGTGGTATGT	UpstreamP1_CTCF	25
chr9	2621329	2621479	id-101502	1.5e-05	+	CGTGTTCTGCCGGAGGCTGCCGGGAGGGTACAGTA	Upstream_CTCF	31
chr9	2622334	2622484	id-101503	1	+	NA	NONE	27
chr9	2625551	2625701	id-101504	1.16e-05	-	AGGGCAGTTGTATTAGCCACCACAAGGAGCTCCCT	Upstream_CTCF	23
chr9	2634957	2635107	id-101505	1	+	NA	NONE	7
chr9	2662606	2662756	id-101506	1.39e-05	-	CAGCCAAACAGATATCCCACAGGCAGAGGGCACAG	V_CTCF_BR	31
chr9	2691093	2691243	id-101507	4.43e-05	+	GTTTCTGTGAGATGCAGCACCTCCTGATGGAAGGA	V_CTCF_BR	5
chr9	2693222	2693372	id-101508	1	+	NA	NONE	3
chr9	2728187	2728337	id-101509	8.34e-07	-	TAGTTGTTGCCATAATTTTCCAGCAGACGGCAGTA	UpstreamP1_CTCF	39
chr9	2739236	2739386	id-101510	8.21e-05	+	TAGAGTTATTGAAGTTCAGACACTAGAGGGAGTGA	V_CTCF_BR	23
chr9	2800514	2800664	id-101511	3.63e-08	-	CCTGCTGTTTCACTGGGGTCCTCCAGATGTCAGTA	Upstream_CTCF	39
chr9	2824688	2824838	id-101512	1.43e-05	-	GGTGGTCTACCTGGCACACACACACGATGGCGCCA	Upstream_CTCF	37
chr9	2837974	2838124	id-101513	8.23e-05	+	TTTCTGTTTTACAATACTGACACCTGATGGAATAA	UpstreamP1_CTCF	26
chr9	2857710	2857860	id-101514	4.38e-09	+	ACCGGAGGAGGAGCATCAGCCACCAGATGGCACTA	V_CTCF_BR	40
chr9	2859901	2860051	id-101515	1.84e-06	+	CTGGAAAGAGACGCTGATCCCAGTAGGTGGCGCCA	V_CTCF_BR	40
chr9	2872686	2872836	id-101516	1	+	NA	NONE	37
chr9	2955729	2955879	id-101517	1	+	NA	NONE	9
chr9	2991418	2991568	id-101518	2.81e-05	-	AAACCTTCTCCCTTCCCATCCACTGGGTGGCAGAT	V_CTCF_BR	28
chr9	3008236	3008386	id-101519	1	+	NA	NONE	9
chr9	3035726	3035876	id-101520	1.56e-06	-	CCTGCATTGCCGTGCCACAGCACTAGGGTGCCAGG	Upstream_CTCF	12
chr9	3135092	3135242	id-101521	1.16e-05	-	TCCTCCTTACTAGCATTGCCCACAAGAGGGGGTCA	Upstream_CTCF	9
chr9	3181742	3181892	id-101522	7.55e-07	-	CGCAGAGCGGTCCCAGCGAACAGCAGGTGTCACCC	V_CTCF_BR	37
chr9	3240791	3240941	id-101523	7.42e-09	+	ACAGAGTGTGGCAAAGTGGCCAGTAGGTGGCACCG	V_CTCF_BR	40
chr9	3331932	3332082	id-101524	9.81e-06	+	TCTTCCACACTTCCGCTTCTCAGTAGAGGGCAGCA	V_CTCF_BR	38
chr9	3441326	3441476	id-101525	1.47e-05	-	CTGGATATGCTGGTTGTTGCCACAGGGTGTCACTG	V_CTCF_BR	40
chr9	3467701	3467851	id-101526	4.58e-08	+	ATGCTGCTCTTTGCAATGGCCAGTAGAGGCTGCCA	UpstreamP1_CTCF	40
chr9	3473566	3473716	id-101527	9.84e-05	+	GAATACTGAAAACTCACAGCCTGCAGGAGTCTCTC	V_CTCF_BR	2
chr9	3480118	3480268	id-101528	2.37e-05	-	AAAGCAGTAGTATGAATGACCACCAGCAAGATGAC	Upstream_CTCF	8
chr9	3513394	3513544	id-101529	2.66e-05	-	ATAAACCTTAGAAAGAATGCCAATAGATGGCACCC	V_CTCF_BR	4
chr9	3521438	3521588	id-101530	9.41e-05	-	TATATTTCTTATAACAGATGCACCAGAGGGTGCTG	V_CTCF_BR	10
chr9	3647776	3647926	id-101531	3.45e-05	-	GTCAGCAAACATAAAAAAGTCAGCAGGTGGAGCTC	V_CTCF_BR	10
chr9	3732220	3732370	id-101532	1	+	NA	NONE	4
chr9	3732730	3732880	id-101533	3.22e-07	+	AATGCAGTGCTTAGTTTATTCACCAGGGGTCATCA	Upstream_CTCF	40
chr9	3751624	3751774	id-101534	1	+	NA	NONE	14
chr9	3760187	3760337	id-101535	1	+	NA	NONE	17
chr9	3768488	3768638	id-101536	1	+	NA	NONE	6
chr9	3771026	3771176	id-101537	1	+	NA	NONE	4
chr9	3848911	3849061	id-101538	8.21e-06	+	GGAACCACAGGAGCCGTGAACAACAGAGGGAGGGC	V_CTCF_BR	33
chr9	3863318	3863468	id-101539	1.13e-05	-	TTGCAATTACCCACACTTCCCAGCGGCTGTTTCTT	UpstreamP1_CTCF	30
chr9	3866374	3866524	id-101540	1	+	NA	NONE	3
chr9	3893648	3893798	id-101541	1.08e-05	-	AACAAGTTCCCAGGTGACACCACCAGGTGCTGCTG	UpstreamP1_CTCF	16
chr9	3907015	3907165	id-101542	1	+	NA	NONE	24
chr9	3982118	3982268	id-101543	3.66e-06	+	ATGATTTGCCCTTCCTCTACCAGCAGGAGGTACCT	UpstreamP1_CTCF	14
chr9	3994278	3994428	id-101544	1	+	NA	NONE	6
chr9	4004982	4005132	id-101545	1	+	NA	NONE	20
chr9	4020136	4020286	id-101546	3e-06	-	GGGCAGCTGTTCCTGCTGCACACCAGGAGGAATGC	UpstreamP1_CTCF	20
chr9	4030973	4031123	id-101547	1	+	NA	NONE	11
chr9	4048584	4048734	id-101548	4.34e-05	+	GCATCTTTTAAGACCATGATCAATAGGTGGCAGCA	Upstream_CTCF	37
chr9	4073517	4073667	id-101549	1.9e-06	-	TCCGCCTTTTCATGAACCACCAGCAGGGGCAATCC	Upstream_CTCF	40
chr9	4077612	4077762	id-101550	4.31e-07	+	TAGTCCCTGTCGGCCTCTACCAACAGGGGGCGCGG	V_CTCF_BR	40
chr9	4090592	4090742	id-101551	3.11e-05	-	ACACTGGATGCCGTGGCCACCAAGTGGTGGAGCCA	V_CTCF_BR	19
chr9	4117860	4118010	id-101552	4.33e-10	-	ACTGCAGCGCCCTGTACGACCAGCAGGAGGAGCTC	Upstream_CTCF	40
chr9	4153009	4153159	id-101553	2.15e-05	+	AGCATCTCTAGCCTCTTACCCACTAGATGCCAGTA	V_CTCF_BR	16
chr9	4197718	4197868	id-101554	1.31e-09	-	GTGCAGTTTGACCTACAAGCCAGTAGATGGCGCAG	UpstreamP1_CTCF	40
chr9	4225879	4226029	id-101555	1	+	NA	NONE	35
chr9	4228718	4228868	id-101556	1.85e-07	-	CTTCAGTTCTGTGTTTTCAACAATAGGTGGCACCA	UpstreamP1_CTCF	40
chr9	4229370	4229520	id-101557	1	+	NA	NONE	20
chr9	4296385	4296535	id-101558	4.34e-05	+	AGCTCAGTAGGAAATTCACCCACTAGGTGGACCTT	Upstream_CTCF	27
chr9	4297398	4297548	id-101559	6.43e-06	+	CATACTAAAGGGACCTGGTCCACTGGGGGGAGCTG	V_CTCF_BR	39
chr9	4298685	4298835	id-101560	1	+	NA	NONE	22
chr9	4299930	4300080	id-101561	1	+	NA	NONE	22
chr9	4315719	4315869	id-101562	9.51e-07	+	GAAAGAGTGACTTGGGCCGTCAGTAGGTGGCGCCC	V_CTCF_BR	38
chr9	4327665	4327815	id-101563	1	+	NA	NONE	22
chr9	4339436	4339586	id-101564	5.37e-06	-	AACCTCTGCACCTATTTGGCCTCTAGGCGGCGCCA	UpstreamP1_CTCF	40
chr9	4355178	4355328	id-101565	3.86e-05	-	CTTGCAGATAGTCACACAGCCGCCAAGTGGCAGAG	Upstream_CTCF	2
chr9	4366843	4366993	id-101566	5.08e-07	-	ATTTAGCCATTGTGCTCGACCACAAGAGGGAGCTA	V_CTCF_BR	40
chr9	4374943	4375093	id-101567	1	+	NA	NONE	7
chr9	4375472	4375622	id-101568	4.14e-06	-	GTGGATTATCTTTTGTTAGCCACAAGATGGTACCA	V_CTCF_BR	38
chr9	4382811	4382961	id-101569	2.15e-05	+	GGGAAGATTCCCAGGAAGACCAGCTGGTGTCACTA	V_CTCF_BR	39
chr9	4386915	4387065	id-101570	1	+	NA	NONE	10
chr9	4393939	4394089	id-101571	7.11e-06	+	AATGGTTTTTCTGAATGAGCCAGTAGAGGGTAGAA	Upstream_CTCF	11
chr9	4432377	4432527	id-101572	9.4e-06	+	GTTCAGTTTGGCCATAACACAGCTAGGTGGAGCAA	UpstreamP1_CTCF	4
chr9	4531552	4531702	id-101573	2.81e-06	+	CCTGCCTCTGTACACTCCACCTCTAGGGGCAGGGC	Upstream_CTCF	19
chr9	4549210	4549360	id-101574	1.38e-06	-	GTAGTGGCAGCCACAGCAGACACCAGGAGGCGCAG	V_CTCF_BR	40
chr9	4549827	4549977	id-101575	1	+	NA	NONE	4
chr9	4604693	4604843	id-101576	1	+	NA	NONE	40
chr9	4630992	4631142	id-101577	1	+	NA	NONE	18
chr9	4640153	4640303	id-101578	3.63e-06	-	GGTGGGAAAAAAGGAATGGACACAGGGGGGCAGCG	V_CTCF_BR	40
chr9	4662167	4662317	id-101579	1.1e-06	+	CCAACTCCCTCCCACGTCTCCACCAGGTGTCACAA	V_CTCF_BR	40
chr9	4662615	4662765	id-101580	4.7e-06	-	GACAGCCACAGGTCGATGGCCAGCAGGGAGCGCAG	V_CTCF_BR	39
chr9	4666171	4666321	id-101581	1	+	NA	NONE	17
chr9	4666504	4666654	id-101582	1.38e-06	-	CCAGACAGGGCCAGTCTCTCCGGCTGGGGGCACTG	V_CTCF_BR	32
chr9	4674986	4675136	id-101583	1	+	NA	NONE	14
chr9	4679560	4679710	id-101584	7.27e-06	+	GTGTGCAGCGGCGTCGCGGCCAGTAGAGGGATTCT	V_CTCF_BR	35
chr9	4679800	4679950	id-101585	1.38e-06	-	ACCTGGGCGCCGCCGCCTGGCAGCTGCGGGCAGCG	V_CTCF_BR	5
chr9	4741115	4741265	id-101586	2.43e-06	+	CGCCGGCCGGCTAGCAGCGCCACTAGCAGGCGGCT	V_CTCF_BR	33
chr9	4750146	4750296	id-101587	2.66e-05	+	TTAACACTTTGCAAAAGAAACAGAAGAGGGCGCCT	V_CTCF_BR	40
chr9	4759437	4759587	id-101588	2.65e-10	+	GTTGCAGTTCCTGCGCCGCACAGAAGGGGGCGCCA	Upstream_CTCF	40
chr9	4762649	4762799	id-101589	1.15e-06	+	CCTGCCAAGATTCCAGTTGCCATCAGGTGGCGCTG	Upstream_CTCF	40
chr9	4797483	4797633	id-101590	4.59e-07	-	CAGCACCCTTGGATTCTAACCACTAGAGGCCAGTA	UpstreamP1_CTCF	40
chr9	4838150	4838300	id-101591	1	+	NA	NONE	3
chr9	4849610	4849760	id-101592	5.68e-06	+	GTGTTTATCCTCAAATCAGCCAGCAGTTGTCACTC	V_CTCF_BR	19
chr9	4924341	4924491	id-101593	6.46e-07	-	TAGGTTGAGTTGTCAACAACCAGCAGAGGGCACTT	V_CTCF_BR	39
chr9	4985201	4985351	id-101594	2.27e-06	+	GAAGGAGAGAGGAAGAGGAGCAGAAGGGGGCAGCA	V_CTCF_BR	40
chr9	4988024	4988174	id-101595	1.52e-07	-	AAGGTCTTAGCACAGTTAACCACAAGGGGGCAGCA	V_CTCF_BR	40
chr9	5073799	5073949	id-101596	1	+	NA	NONE	10
chr9	5185658	5185808	id-101597	1	+	NA	NONE	1
chr9	5186539	5186689	id-101598	1.48e-06	+	TGGAAGGATGTACTATCGGCCACAAGAGGGCATTC	V_CTCF_BR	40
chr9	5263679	5263829	id-101599	2.27e-05	-	AGCTGAAGTTTTTCTTTTACCAGAAGGTGTCAGAA	V_CTCF_BR	35
chr9	5266058	5266208	id-101600	7.78e-06	-	GGACCAGTGCTTATGCCTGCCTCTAGGGGGCCTGA	Upstream_CTCF	22
chr9	5277720	5277870	id-101601	1	+	NA	NONE	9
chr9	5321157	5321307	id-101602	7.9e-07	-	GGGTTGGTTCAATCTGTTGCCACTAGGAGGAAGCC	UpstreamP1_CTCF	32
chr9	5425153	5425303	id-101603	6.49e-06	-	TGAATACTTCCTTAAAATGCCACTAGGAGGCACAC	Upstream_CTCF	39
chr9	5429266	5429416	id-101604	2.12e-06	-	ATGTATTTGGTGCCTGTGCCAAGCAGGTGGTGCTG	UpstreamP1_CTCF	8
chr9	5431059	5431209	id-101605	5.48e-05	+	GTTTCCGTGCCTTTTCCAGCCTCTAGGGGCTTCCT	Upstream_CTCF	25
chr9	5437644	5437794	id-101606	1	+	NA	NONE	32
chr9	5441152	5441302	id-101607	1	+	NA	NONE	6
chr9	5442532	5442682	id-101608	1.08e-05	-	ATGCCATTATATTACACTGCCACATGGTGTCACCG	UpstreamP1_CTCF	40
chr9	5450521	5450671	id-101609	1.37e-05	+	CCAGCCGCGCTTCTGTCCGCCTGCAGGTAGGGAGC	Upstream_CTCF	39
chr9	5470236	5470386	id-101610	1	+	NA	NONE	16
chr9	5481411	5481561	id-101611	7.73e-05	+	ACTGTACCAATTTGCATTCCCACCAGCAGGGCATA	Upstream_CTCF	34
chr9	5575131	5575281	id-101612	3.47e-07	-	GAGCAGTTACTGGAACCCACAGGCAGATGGAGCCA	UpstreamP1_CTCF	30
chr9	5590141	5590291	id-101613	9.39e-07	-	AGGGCTTTGTCATTGTGCAACACTAGGGGGCACCA	Upstream_CTCF	40
chr9	5600606	5600756	id-101614	3.97e-07	-	TTGGTGAAGCGTCGCCTTGACACTAGGGGGAGCCA	V_CTCF_BR	40
chr9	5608650	5608800	id-101615	1	+	NA	NONE	11
chr9	5715220	5715370	id-101616	8.52e-08	-	ATGCACCATACAAGGTTTCCCACCAGGTGGAGGTA	UpstreamP1_CTCF	40
chr9	5773708	5773858	id-101617	2.19e-05	-	GGCTTCTTGGCTGTCCTGCCCAGCAGAGGGGGCTG	UpstreamP1_CTCF	31
chr9	5799344	5799494	id-101618	2.01e-05	+	AAGTGGGAATTGCAGCTCACCACTAGATGACAGCC	UpstreamP1_CTCF	40
chr9	5833040	5833190	id-101619	2.81e-05	-	CTCTGCAGTTTCCGTCCGCTCACTAGGAGGCGCTG	V_CTCF_BR	40
chr9	5869843	5869993	id-101620	5.17e-06	-	ACAGCATGGGCAGGTAGCGCCCCTAGTGGGAGGCA	Upstream_CTCF	40
chr9	5876947	5877097	id-101621	8.02e-05	+	CCTGGTGCAGAAACATTGCCCAGTGGGGGCACTCT	Upstream_CTCF	3
chr9	5886213	5886363	id-101622	8.81e-07	+	TGATGCCAGGTGGCCAAGCCCACTAGGTGGCAGCA	V_CTCF_BR	40
chr9	5899424	5899574	id-101623	2.12e-06	-	CATCAACTCCTCCTCCTTCCCACTAGATGTCAGCA	UpstreamP1_CTCF	33
chr9	5976820	5976970	id-101624	5.92e-05	-	CTTTCATTTTCTTCCCCAAGCACTAGCTGTCACTC	Upstream_CTCF	11
chr9	6024243	6024393	id-101625	1	+	NA	NONE	37
chr9	6049892	6050042	id-101626	1.39e-07	-	AGAGAGGTTGTTGCCCCAACCAGTAGGGGGCAGGA	V_CTCF_BR	38
chr9	6054619	6054769	id-101627	1.57e-08	-	AATGAAGTAGCTCTAGGTGCCACTAGAGGGCACTG	Upstream_CTCF	40
chr9	6055325	6055475	id-101628	3.28e-05	+	GGAAACATTTTAAATCTTGCCACAGGGTGGTGCTA	V_CTCF_BR	40
chr9	6079544	6079694	id-101629	1	+	NA	NONE	2
chr9	6080042	6080192	id-101630	8.21e-05	-	GGAGGATAGGTCCCTGCCACCAATAGAGGGTGTAA	V_CTCF_BR	20
chr9	6080489	6080639	id-101631	6.73e-07	-	GGGCAGTAACCCGAAACCGCAGCCAGAGGGACGGA	UpstreamP1_CTCF	19
chr9	6081536	6081686	id-101632	2.4e-05	+	AACTCATGTTTTCTGCCTTCCAACAGATGGCTCCA	V_CTCF_BR	4
chr9	6107148	6107298	id-101633	1.03e-05	-	CTGCTCCAGTTAGGCTCTGTCACTAGAGGGTGTTA	UpstreamP1_CTCF	39
chr9	6126503	6126653	id-101634	8.59e-05	+	GGAACCAGTGCATCAGACAGCAACAGAGGGAGCAA	V_CTCF_BR	13
chr9	6195059	6195209	id-101635	1	+	NA	NONE	38
chr9	6197433	6197583	id-101636	6.86e-07	+	GAGGCACCATCAGGGATTTCCTCCAGGAGGCAGTG	Upstream_CTCF	39
chr9	6306080	6306230	id-101637	1.83e-05	-	TGTCTTTTCACTAAATGAACCACTAGATGGTAGTG	V_CTCF_BR	40
chr9	6317127	6317277	id-101638	9.25e-06	+	TGAAAATGGACACCAAAAGCCAGCAGGGGTAGCTA	V_CTCF_BR	20
chr9	6354217	6354367	id-101639	9.81e-06	+	CACTCACACCTCTTCTTCAACACAAGGGGGTGCTA	V_CTCF_BR	40
chr9	6413511	6413661	id-101640	3.81e-05	+	CGATTGAGGAGCTGCGCGAGCGGGTGTGGGCGCTG	V_CTCF_BR	13
chr9	6488543	6488693	id-101641	1	+	NA	NONE	24
chr9	6495534	6495684	id-101642	2.53e-05	+	GCTCTTCAAACTTTAAGAAACTGAAGAGGGCAGCA	V_CTCF_BR	11
chr9	6552037	6552187	id-101643	1	+	NA	NONE	35
chr9	6566929	6567079	id-101644	1	+	NA	NONE	10
chr9	6568253	6568403	id-101645	8.71e-06	-	TTTTCATAAGACTTTTCTACCAACAGGTGGCACTA	V_CTCF_BR	38
chr9	6585250	6585400	id-101646	4.65e-05	+	AAAATGTGATTATATTCCGTCACTAGAGGGCGAAA	V_CTCF_BR	38
chr9	6667784	6667934	id-101647	1.13e-05	-	ATCTAATTTTTTAATGTGACCATTAGATGGCAGCA	UpstreamP1_CTCF	38
chr9	6686545	6686695	id-101648	1	+	NA	NONE	37
chr9	6739350	6739500	id-101649	1.18e-05	-	TTGTCATTTTACAAATCCCACACTAGATGGCAGAT	UpstreamP1_CTCF	39
chr9	6827468	6827618	id-101650	6.84e-06	+	GTAGCTTAAATACCTTCATCCAGCAGATGGTGCTC	V_CTCF_BR	40
chr9	6829091	6829241	id-101651	2.68e-05	-	TGTGTAGTATTCATGCCATCCACCAGGCTTCTGCC	Upstream_CTCF	28
chr9	6846009	6846159	id-101652	4.01e-05	+	TTTGTGTAGAGTGGCACTGCCTCTGGTGGGAAGAA	V_CTCF_BR	36
chr9	6907895	6908045	id-101653	2.01e-05	+	AGACAGTGTGGAAAATTCACCAGCAGAGGACAGTG	UpstreamP1_CTCF	40
chr9	6910126	6910276	id-101654	7.73e-05	+	TATGAGTTACTCTTTTTTGCCATTAGGGGTCGTTT	Upstream_CTCF	39
chr9	6932559	6932709	id-101655	6.43e-06	-	GCTCTGCTGCTTTGGCTGTGCACCAGGGGGAGACA	V_CTCF_BR	19
chr9	6944126	6944276	id-101656	1	+	NA	NONE	14
chr9	6961969	6962119	id-101657	1	+	NA	NONE	1
chr9	7052701	7052851	id-101658	5.68e-06	+	GGCTGCATCTCTTCAGTACCCACGAGGTGGTGCTG	V_CTCF_BR	40
chr9	7094172	7094322	id-101659	2.55e-06	+	TGAGTAATACAGTGCAAAGCCACATGGTGGCAGGG	Upstream_CTCF	38
chr9	7172767	7172917	id-101660	1	+	NA	NONE	11
chr9	7175039	7175189	id-101661	8.81e-07	+	GGGACCTCTCTCTCTAGCTCCAGCAGGTGGCACCT	V_CTCF_BR	13
chr9	7186317	7186467	id-101662	1.51e-08	-	CTGCAATTTTCCACTTCAACCAGCAGGCGGTGCAG	UpstreamP1_CTCF	40
chr9	7216743	7216893	id-101663	1.11e-05	+	ACTGCCTCTCTAGATTCCACCTCTTGGGGCAGGGC	Upstream_CTCF	4
chr9	7234237	7234387	id-101664	2.59e-06	+	AGCCAGTTCCGAGCTCAGGTCGGTAGGTGGCGCTG	UpstreamP1_CTCF	40
chr9	7259963	7260113	id-101665	1	+	NA	NONE	30
chr9	7273690	7273840	id-101666	1.38e-06	+	GGACTTGGGGGTGGGGCCTCCACTAGAGGCCAGCA	V_CTCF_BR	38
chr9	7319039	7319189	id-101667	6.05e-06	+	CTGGAAATCCTTACTGCAGCATGCAGGGGGCAGTG	V_CTCF_BR	11
chr9	7320406	7320556	id-101668	4.31e-05	+	GGGTTGTGGTAGTTTAGCACAGCCAGAGGGACCCA	UpstreamP1_CTCF	1
chr9	7342336	7342486	id-101669	1.84e-06	+	TCTCTGTGGCTTTTTGGGTCCAGAAGAGGGAGCTG	V_CTCF_BR	26
chr9	7359002	7359152	id-101670	1.84e-06	+	AAGCACACTGCAGAACTGGCCTGGAGAGGGAGCCT	V_CTCF_BR	33
chr9	7360633	7360783	id-101671	5.38e-05	+	TAGGGTCCAAGGAGCTACTCAGGCAGAGGGCACTG	V_CTCF_BR	28
chr9	7394169	7394319	id-101672	2.96e-05	-	CTGCAAGGCGGGAAGCAAACCCCTAGCGGAGAGAA	UpstreamP1_CTCF	10
chr9	7402132	7402282	id-101673	5.38e-05	+	AATATTTAGCACTAAAGTGTCTGTAGGTGGCACTC	V_CTCF_BR	38
chr9	7440742	7440892	id-101674	4.85e-07	+	CTGTATTTGCTATTGATGCCCACCAGAGGAGGCCC	UpstreamP1_CTCF	4
chr9	7479419	7479569	id-101675	9.84e-05	-	GTTTATAGATCTGTTTCTTCCACTAGAGGGAGAAT	V_CTCF_BR	19
chr9	7536456	7536606	id-101676	1.04e-06	-	CAAGTTATCCACATCACCAACACTAGAGGGCACTC	Upstream_CTCF	40
chr9	7570238	7570388	id-101677	3.18e-09	+	TCAGCTGGTCTCATTCTGACCACTAGGTGGCACAC	Upstream_CTCF	40
chr9	7592771	7592921	id-101678	8.58e-08	+	CCTGCAGTACTTCAGACAGACACTAGAGAGAACAA	Upstream_CTCF	29
chr9	7614065	7614215	id-101679	1.72e-06	-	AGTGCAGTTGGAGGGGGAGCCAACAGAGGAGGCTA	Upstream_CTCF	5
chr9	7657931	7658081	id-101680	3.97e-07	+	TGAGGGCATAAATCAAGCGCCACCAGGTGGCAGCT	V_CTCF_BR	37
chr9	7844403	7844553	id-101681	1	+	NA	NONE	34
chr9	7981041	7981191	id-101682	1	+	NA	NONE	1
chr9	8071276	8071426	id-101683	1	+	NA	NONE	1
chr9	8183771	8183921	id-101684	1	+	NA	NONE	2
chr9	8186229	8186379	id-101685	2.28e-05	-	GCTGCAATTCTTCTCTCACCCACTAGAAAAATAGA	Upstream_CTCF	5
chr9	8222178	8222328	id-101686	3.24e-06	+	ACTCCATTCCCAAGTACAACCCCCAGGTGGCCCTC	Upstream_CTCF	2
chr9	8235613	8235763	id-101687	1	+	NA	NONE	3
chr9	8263357	8263507	id-101688	2.4e-05	+	GAAGGTTGAATAAAACTGCCCAGGAGGTGTCAGTA	V_CTCF_BR	6
chr9	8414941	8415091	id-101689	1	+	NA	NONE	9
chr9	8432814	8432964	id-101690	7.11e-06	-	GCTGCTATGCACAGCTTCCCCAGTAGGCTTAGCTG	Upstream_CTCF	12
chr9	8486206	8486356	id-101691	4.41e-06	+	TGAAGAGGTCCAAATGTGTCCACCGGAGGGTGCCA	V_CTCF_BR	27
chr9	8514892	8515042	id-101692	1.64e-06	+	TTTGCTCTTCTCTCTCCTGCCACCATGTGGAGAAG	Upstream_CTCF	13
chr9	8600121	8600271	id-101693	1	+	NA	NONE	4
chr9	8855143	8855293	id-101694	1.64e-06	-	TCTGCTGCTATTTGCTAAGCCACTAGGGGCCTGTA	Upstream_CTCF	31
chr9	8857103	8857253	id-101695	9.62e-05	+	CTGCTATTTCTCCTTCTCCCCACTAGTTCAGAGGA	UpstreamP1_CTCF	13
chr9	8861023	8861173	id-101696	1	+	NA	NONE	13
chr9	8870936	8871086	id-101697	5.17e-06	+	GCAGACATCCCGTTTGAGACCACTAGGTGCCCCCT	Upstream_CTCF	10
chr9	8895878	8896028	id-101698	3.45e-05	-	AGGATTTTTACAAGAGCAAACTACAGGGGGCAGCA	V_CTCF_BR	36
chr9	8905268	8905418	id-101699	1	+	NA	NONE	1
chr9	8978450	8978600	id-101700	1.73e-05	-	TCTGATAGGTCTGAGTCTGCCTAAAGAGGGCGCCT	V_CTCF_BR	10
chr9	9003312	9003462	id-101701	1.38e-06	-	CATATTTTAATAGTTGGGGCCAGCAGAGGGAGGCT	V_CTCF_BR	20
chr9	9004980	9005130	id-101702	3.03e-05	-	AGGTCCATTCAAAATATATGCACTAGAGGGCATAA	Upstream_CTCF	15
chr9	9142165	9142315	id-101703	2.96e-05	-	GAGGGAGGCATCAGAGTTCTCTGGAGATGGCGCCA	V_CTCF_BR	1
chr9	9299293	9299443	id-101704	7.9e-07	-	CAGCATCCTCAGGCTCTACCCACCAGATGCCAGTA	UpstreamP1_CTCF	2
chr9	9337269	9337419	id-101705	2.66e-05	+	GGCAGTGTGTCCTCTCCTGCAGGTAGGGGGTGCTC	V_CTCF_BR	10
chr9	9352997	9353147	id-101706	7.07e-08	-	TTGAATAGCATTGTTTTGGCCACCAGAGGGCTCCC	V_CTCF_BR	40
chr9	9387868	9388018	id-101707	2.5e-05	+	GTGCTCTTTTAGTTTCCCACCTATAGGTGGCCTGT	UpstreamP1_CTCF	8
chr9	9499686	9499836	id-101708	2.15e-05	-	TTGGTTGGGAGAGTTCTGTACACTAGAGGGCATTA	V_CTCF_BR	9
chr9	9598852	9599002	id-101709	1	+	NA	NONE	11
chr9	9606622	9606772	id-101710	4.48e-07	+	TATGTATTTATACTACCAACCACCAGGGGGTAATA	Upstream_CTCF	28
chr9	9790375	9790525	id-101711	1.48e-06	-	TGATTTATTCTCCTCTCCACCTGCAGTGGGCAGCA	V_CTCF_BR	39
chr9	9791777	9791927	id-101712	2.11e-06	-	GAAAATTCTTACAAGATAACCAGAAGATGGCAGCA	V_CTCF_BR	21
chr9	9897102	9897252	id-101713	2.1e-06	-	TAGGCATTACCTTTACCAACCCCCAGGGGGTGTTT	Upstream_CTCF	29
chr9	9912569	9912719	id-101714	1.19e-06	-	GGCTATTCATTTCTCTCTGCCACCAGAGGGAGATG	V_CTCF_BR	28
chr9	9920543	9920693	id-101715	2.04e-05	-	CAATTGGCATCTCCTTCTACCACTAGGGGCTACCA	V_CTCF_BR	24
chr9	9942911	9943061	id-101716	5.24e-09	-	GATGCAATGGAGCAGAATGCCACCAGAGGGCACTG	Upstream_CTCF	40
chr9	9971615	9971765	id-101717	1	+	NA	NONE	8
chr9	9998577	9998727	id-101718	1	+	NA	NONE	30
chr9	10026551	10026701	id-101719	7.49e-05	+	TACAATAATACACCTGCCATCACAAGGGGGCATTG	V_CTCF_BR	3
chr9	10045722	10045872	id-101720	1	+	NA	NONE	29
chr9	10060442	10060592	id-101721	6.46e-07	+	GAGGTATAATTTCATTTGTCCACTAGAGGGCACTA	V_CTCF_BR	37
chr9	10232483	10232633	id-101722	3.11e-05	+	AGGTTTGCAAAATGTGCTTCCAGCAGATGGCGTTT	V_CTCF_BR	26
chr9	10268905	10269055	id-101723	1.56e-05	-	GGAGATATTTTTGATTGTGACACTGGAGGGCGCTA	Upstream_CTCF	32
chr9	10275109	10275259	id-101724	5.68e-06	+	CAAATTACAGCAAAACCTTCCTGTAGGTGGCAGCG	V_CTCF_BR	19
chr9	10288516	10288666	id-101725	9.84e-06	+	ATGCACGCAAATGCAGGATCCTCTAGAGGCCAGGA	UpstreamP1_CTCF	1
chr9	10366299	10366449	id-101726	1.64e-07	+	TTTGCAGTTATCATTTTGACCTCTAGATGGTGATG	Upstream_CTCF	39
chr9	10479326	10479476	id-101727	6.9e-05	-	TCCTTTATCCCCATCCCCACCACTAGGGGCTTTCA	Upstream_CTCF	32
chr9	10526088	10526238	id-101728	4.88e-05	-	AAGACTTAGTTGGTATTGACCTATAGTTGGCAGTG	V_CTCF_BR	9
chr9	10613005	10613155	id-101729	1.15e-07	+	CCTGCATTTCCTTAACGAGCCACTTGATGGCTGCC	Upstream_CTCF	28
chr9	10855963	10856113	id-101730	7.44e-06	-	GATTCATTGACAGAACTGGCCACCTGGTGGTGATT	Upstream_CTCF	27
chr9	11061837	11061987	id-101731	1	+	NA	NONE	0
chr9	11149192	11149342	id-101732	1	+	NA	NONE	14
chr9	11319573	11319723	id-101733	2.23e-06	-	TCGCACCTCACCCAGAGAAACAGTAGAGGGAGCTG	UpstreamP1_CTCF	29
chr9	11618668	11618818	id-101734	3.83e-09	+	GTTTGCGCAGGCACCCCAGCCACGAGGTGGCGCCC	V_CTCF_BR	7
chr9	12329494	12329644	id-101735	5.05e-10	-	CTGTTATGCCCGCACAGGGCCACTAGAGGGCTCCC	UpstreamP1_CTCF	40
chr9	12426322	12426472	id-101736	1.11e-05	-	AATGTCTTTTCTTGACTGTCCACAGGATGGCATTA	Upstream_CTCF	24
chr9	12465030	12465180	id-101737	8.16e-07	-	GATAGCATTTTTATTATGGACACCAGATGGCGCTC	V_CTCF_BR	40
chr9	12554763	12554913	id-101738	1.34e-06	+	ATGGACTTTAAAAAGACTGCCAGCAGATGCCGCCA	UpstreamP1_CTCF	32
chr9	12640140	12640290	id-101739	1.38e-07	-	CTGAAATATCACCTTAGTGCCAGAAGGTGGCAGCT	UpstreamP1_CTCF	38
chr9	12641368	12641518	id-101740	1	+	NA	NONE	17
chr9	12666949	12667099	id-101741	1	+	NA	NONE	37
chr9	12699103	12699253	id-101742	4.43e-05	-	CTTTGGAAGAGCTGGAAAGCAGCTAGGGGGCAGAC	V_CTCF_BR	38
chr9	12699649	12699799	id-101743	7.12e-06	-	CCTCAATTTCAGTTCTCTGCCACAAGGTGGGATCA	UpstreamP1_CTCF	38
chr9	12702276	12702426	id-101744	3.56e-06	+	GGTGCAACGTCTTCCTGAACCACAGGATGTCGCTC	Upstream_CTCF	38
chr9	12716960	12717110	id-101745	9.25e-06	+	AAAACTGAATAGAATATTACCACAAGATGGCACCT	V_CTCF_BR	19
chr9	12719562	12719712	id-101746	4.43e-05	+	TGATACCTAAAGCTGTTTTCCTCTAGGTGTCAGTA	V_CTCF_BR	38
chr9	12723778	12723928	id-101747	7.11e-06	+	ATTTCACAACTTCTAACTTCCACAAGGTGGCAATA	Upstream_CTCF	37
chr9	12734624	12734774	id-101748	2.27e-06	+	AATGAATTCTGTCCCAGAACCTCCAGAGGGAGCAC	V_CTCF_BR	14
chr9	12776099	12776249	id-101749	2.66e-05	+	GAAATGCTGGGTGGAGGAATGAGCAGGGGGCGCTC	V_CTCF_BR	22
chr9	12776399	12776549	id-101750	2.81e-05	+	AAAAATACTTCCTGGTTTGCCGGGAGGTGGCGTGG	V_CTCF_BR	40
chr9	12814567	12814717	id-101751	1	+	NA	NONE	35
chr9	12818548	12818698	id-101752	1.41e-06	+	ACGGTAGTGGTGAAGCAGGCCAGCAGAGGAGGCTG	Upstream_CTCF	25
chr9	12819921	12820071	id-101753	3.05e-07	-	CTGGCAGGACCATGTTTGGCCACTAGAGGTCCTAG	Upstream_CTCF	39
chr9	12884889	12885039	id-101754	2.4e-05	-	ATACATGCTATAATGGAAGACAGCAGAGGGTGCTA	V_CTCF_BR	36
chr9	12922327	12922477	id-101755	8.21e-05	-	TGGTAAAAACAACTGTCAGCCGATAGGAGGCACAG	V_CTCF_BR	12
chr9	12988387	12988537	id-101756	4.65e-05	-	ACCAGGTGATATAAGAATTCCAGAGGAGGGCAGCA	V_CTCF_BR	6
chr9	13034297	13034447	id-101757	8.03e-07	+	GCTGAAGTTACAGAGATGAGCACATGATGGCGCTC	Upstream_CTCF	40
chr9	13056836	13056986	id-101758	9.84e-05	+	GTCTGGTAGGGCCCACTTCCCCATAGATGGCGCCT	V_CTCF_BR	0
chr9	13088857	13089007	id-101759	3.18e-06	-	ATCTTCTTCTGGAATCCAAACACTAGAGGGCAGTA	V_CTCF_BR	40
chr9	13089254	13089404	id-101760	9.41e-05	+	AGAAGTCTGAGAAAGCTGGCCCGGTGGTGTCACTG	V_CTCF_BR	33
chr9	13213467	13213617	id-101761	2.59e-06	+	CTGCAAATATCTCAAAAGTCCACAAGATGGTGATA	UpstreamP1_CTCF	29
chr9	13278815	13278965	id-101762	2.97e-06	-	CGGGAGCCTGTTGCTCTCCCCTGCAGGGGCCGCTC	V_CTCF_BR	31
chr9	13291805	13291955	id-101763	1	+	NA	NONE	25
chr9	13351891	13352041	id-101764	9.81e-06	+	AATTAGGTGTACTTCATTACCAGTAGGTGTCACTG	V_CTCF_BR	40
chr9	13409569	13409719	id-101765	1	+	NA	NONE	7
chr9	13424331	13424481	id-101766	2.4e-05	+	TTGAGCTGATAAACACACGCCACCTGTGGGCAGCT	V_CTCF_BR	9
chr9	13427642	13427792	id-101767	3.09e-07	+	AAATGTTTTCCCCTAGTAGCCAGTAGAGGGAGCTG	V_CTCF_BR	36
chr9	13447024	13447174	id-101768	1	+	NA	NONE	18
chr9	13477326	13477476	id-101769	1.56e-06	-	GCAGCACATCCTTGGATGTCCACCAGGGTGCTCCT	Upstream_CTCF	5
chr9	13485130	13485280	id-101770	6.15e-05	+	TGTGTGAAACCAACAGCGTCCACTTGGCGGGGAAT	Upstream_CTCF	21
chr9	13689115	13689265	id-101771	7.55e-07	-	ACTTCTGGAAGCCCCTAGGCCAGCAGGTGGAGCCT	V_CTCF_BR	37
chr9	13706037	13706187	id-101772	1	+	NA	NONE	2
chr9	13744630	13744780	id-101773	1	+	NA	NONE	4
chr9	13755623	13755773	id-101774	1	+	NA	NONE	4
chr9	14031179	14031329	id-101775	1	+	NA	NONE	23
chr9	14068834	14068984	id-101776	2.46e-06	+	GTGCTGCTGTGGACTATGGGCCGCTGGGGTCGGTG	UpstreamP1_CTCF	10
chr9	14071603	14071753	id-101777	2.31e-07	-	GCTGCTTGGCTTGGAGCCACCACCAGGTGGTGACT	Upstream_CTCF	15
chr9	14081294	14081444	id-101778	1	+	NA	NONE	14
chr9	14096653	14096803	id-101779	1	+	NA	NONE	10
chr9	14111850	14112000	id-101780	1.18e-05	+	ATGCAGTCTGCCCCCTTGGGCTGCAACTGGAAAGG	UpstreamP1_CTCF	12
chr9	14251607	14251757	id-101781	2.53e-05	-	AACTGGGATTAGCTGACCTCCTGCAGGAGGCTCCA	V_CTCF_BR	16
chr9	14307220	14307370	id-101782	1	+	NA	NONE	3
chr9	14307412	14307562	id-101783	1	+	NA	NONE	10
chr9	14322564	14322714	id-101784	8.89e-06	-	CCTTTCGGTTTCCTTCCCGCCGCCAGGCGGAAGCG	Upstream_CTCF	39
chr9	14348053	14348203	id-101785	4.7e-06	-	TGGGCCGCGGCGGCCTCACGCCCCAGAGGGCGCAC	V_CTCF_BR	23
chr9	14353577	14353727	id-101786	2.17e-09	-	GGCATCGGCGGCCAGTCGGACACCAGGGGGCGCAG	V_CTCF_BR	40
chr9	14400707	14400857	id-101787	3.88e-06	-	GTACATCCCATTAGCAAGGCCAGCAGATGTCAGTC	V_CTCF_BR	37
chr9	14428881	14429031	id-101788	3.06e-08	-	GCCGGGATAAGCGAAATTGCCACTAGATGGCGCTG	V_CTCF_BR	40
chr9	14434009	14434159	id-101789	7.84e-05	-	AGAAAATGTACGTATTTAGGCAATAGATGGCAGTG	V_CTCF_BR	35
chr9	14442401	14442551	id-101790	7.82e-06	+	CCGCCATAACAAAGCACTACCACTGGGTGGCTTCA	UpstreamP1_CTCF	38
chr9	14465589	14465739	id-101791	1.09e-06	+	GCTGTCATAGTGTGAATCACCACTCGAGGGAGCCC	Upstream_CTCF	39
chr9	14478856	14479006	id-101792	1	+	NA	NONE	3
chr9	14547288	14547438	id-101793	3.6e-07	+	GCAGCAGTAGCCTCCTGAGGCAGCAGAGAGCAGTA	Upstream_CTCF	15
chr9	14616493	14616643	id-101794	8.21e-06	+	GTATAATTACATCAATTAGCCAAAAGAGGGCGCAG	V_CTCF_BR	39
chr9	14647982	14648132	id-101795	6.82e-05	-	AGAATGGAGATACCAGTTACCGAGAGGGGGAGCCT	V_CTCF_BR	1
chr9	14652889	14653039	id-101796	1	+	NA	NONE	39
chr9	14661580	14661730	id-101797	4.65e-05	-	GAACTGCTAACAGTTTTGGTCAATAGGGGGCTCTC	V_CTCF_BR	38
chr9	14693022	14693172	id-101798	6.8e-06	+	GTGCAGGGGGCGTGCAGGAACAGGTGAGGGCGTCC	UpstreamP1_CTCF	6
chr9	14768631	14768781	id-101799	2.58e-09	-	TTGTAGTTCTAAAATCTGACCAGCAGAGGTCACAG	UpstreamP1_CTCF	40
chr9	14769319	14769469	id-101800	1	+	NA	NONE	38
chr9	14846881	14847031	id-101801	1.22e-08	-	CACAAGGTTGGTCCTGCCGCCACTAGAGGGCAGTG	V_CTCF_BR	39
chr9	14863485	14863635	id-101802	1.84e-05	+	CAGAGATACCTATATAAGGACACTAGAGGGAAACA	UpstreamP1_CTCF	6
chr9	14888980	14889130	id-101803	6.48e-05	+	TTTAATTTGTGCATTATAGCCACTAGATGGGTGTA	UpstreamP1_CTCF	4
chr9	14967568	14967718	id-101804	5.93e-06	+	AGAGAAGGGCACACCCCCTCCGATAGGGGGAGCAA	Upstream_CTCF	0
chr9	15018300	15018450	id-101805	1	+	NA	NONE	1
chr9	15055414	15055564	id-101806	9.81e-06	+	ATAACTACTCCAAAAGCTGCCAGAAGAGGGAGAAA	V_CTCF_BR	26
chr9	15097075	15097225	id-101807	9.66e-05	+	ACAGTAATACCCAGAATCTCCACTGGGATCACTGA	Upstream_CTCF	7
chr9	15104934	15105084	id-101808	8.03e-07	+	TGTGCAGTTCTACAGGCAGATGCCAGGGGGAGCAA	Upstream_CTCF	40
chr9	15135277	15135427	id-101809	6.67e-08	-	CTGTAGTACTGCATGTTCTTCAGTAGGTGGCAACC	UpstreamP1_CTCF	40
chr9	15143034	15143184	id-101810	1.41e-08	-	GTGCAGTAGAACTTAGAAGCCACCAGATGTCACTA	UpstreamP1_CTCF	40
chr9	15211573	15211723	id-101811	1.79e-08	+	TATGCATTTCCCTATTTCAACACAAGAGGGCAGCC	Upstream_CTCF	40
chr9	15232146	15232296	id-101812	1.51e-08	-	GTGCAGTTTGACCTGGAGGTCAGTAGGTGGCGCCT	UpstreamP1_CTCF	40
chr9	15271521	15271671	id-101813	2.81e-05	+	TCACGCCACCGCTGATCTAACACGGGGTGGAGCTG	V_CTCF_BR	2
chr9	15277914	15278064	id-101814	5.34e-06	+	CACGAGAATTAAAAAGGAACCACCAGATGTCACTG	V_CTCF_BR	36
chr9	15293914	15294064	id-101815	1	+	NA	NONE	2
chr9	15306867	15307017	id-101816	2.38e-07	-	TGGGGTGGGCTGGCGGGCGCCGGGTGGGGGCGCCC	V_CTCF_BR	8
chr9	15307478	15307628	id-101817	7.17e-05	-	CAGGTGGATGCTTCCACGGACCCCAGGTGGGGCGC	Upstream_CTCF	16
chr9	15311744	15311894	id-101818	2.78e-06	-	TGGAGCTATGGGAGAATGAACAGCAGGTGGCAACA	V_CTCF_BR	10
chr9	15354939	15355089	id-101819	1	+	NA	NONE	5
chr9	15357143	15357293	id-101820	8.23e-05	-	CTGTAGTCCCAGCTAATTGCCAGGCTGAGGCAAAA	UpstreamP1_CTCF	14
chr9	15403298	15403448	id-101821	1	+	NA	NONE	37
chr9	15417030	15417180	id-101822	5.65e-05	-	AATACTTGACCCAAATTCCTCAACAGGGGGCACCC	V_CTCF_BR	40
chr9	15422490	15422640	id-101823	8.23e-05	-	ACGTAGCAACTGTCTCTGCCCGGTAGGGCGGCCTC	UpstreamP1_CTCF	20
chr9	15423731	15423881	id-101824	1	+	NA	NONE	32
chr9	15469490	15469640	id-101825	1	+	NA	NONE	12
chr9	15485944	15486094	id-101826	7.73e-06	-	ATAACTACTCCAAAAGCTGCCAGAAGGGGGAGAAA	V_CTCF_BR	37
chr9	15501366	15501516	id-101827	3.4e-06	+	GTTGCAGTGGGGAAAATAAACACGAGGAGGAGGAT	Upstream_CTCF	14
chr9	15506027	15506177	id-101828	5.37e-06	+	CAGTTCTCTGCCCACATACCCACCAGAGGCAGCAG	UpstreamP1_CTCF	17
chr9	15513545	15513695	id-101829	2.46e-06	+	TTTTTGTGATCCCACATCGCCTCTAGGTGGGGCAG	UpstreamP1_CTCF	37
chr9	15533375	15533525	id-101830	8.99e-05	-	GATAAAATGTTATGGTTCATCGACAGAGGGCGCTA	V_CTCF_BR	38
chr9	15552158	15552308	id-101831	2.2e-06	+	GCAGCAGATTGTGAAGCAGCCACCGGGAGGAACCA	Upstream_CTCF	40
chr9	15606767	15606917	id-101832	1.55e-07	-	AGGGAAGTTCTTCTTTTTTCCACTAGAGGGGGCTG	Upstream_CTCF	39
chr9	15620518	15620668	id-101833	4.7e-05	-	AGTAATGTTCACAGCATCTCCACCAGGAGGAGTTT	Upstream_CTCF	22
chr9	15622716	15622866	id-101834	3.91e-06	-	ACAGCTTTTAAAATTGCATCCACTAGATGGCTGTG	Upstream_CTCF	38
chr9	15642466	15642616	id-101835	8.5e-06	-	AATGAATTAATTCTCAAATCCAGCAGAGGGTGCTA	Upstream_CTCF	38
chr9	15656217	15656367	id-101836	1	+	NA	NONE	7
chr9	15697018	15697168	id-101837	1.01e-05	-	TCTGTCATTCCCTTAATCTCCTGTGGGTGCACCTA	Upstream_CTCF	21
chr9	15824430	15824580	id-101838	7.27e-06	-	TGAATCAAAGTACTTGCCAACACCTGGGGGCAGCA	V_CTCF_BR	30
chr9	15837195	15837345	id-101839	1.14e-06	+	CTGACATTTTAAAGCATCACCACTAGATGGCGATC	UpstreamP1_CTCF	40
chr9	15873688	15873838	id-101840	2.6e-06	+	GGAATATTTTCTCATTTGTCCAGAAGGTGGCAGTG	V_CTCF_BR	39
chr9	15936897	15937047	id-101841	1	+	NA	NONE	7
chr9	15967171	15967321	id-101842	4.88e-05	-	GATGAAGAAATCAAAGCACCCACAAGAGGGTGTTA	Upstream_CTCF	18
chr9	15999605	15999755	id-101843	1	+	NA	NONE	6
chr9	16028565	16028715	id-101844	1.54e-05	-	GTGCATTCTCAGAGCTGCCACACCAGGAGCTAGAG	UpstreamP1_CTCF	13
chr9	16032950	16033100	id-101845	2.6e-07	+	TCACATTCTCACCTGCTGGCCAGAGGAGGGCACCC	V_CTCF_BR	30
chr9	16039498	16039648	id-101846	4.43e-05	+	GCAGGTCGGTAGCCCCAGGAAGGTAGGTGGCGCTG	V_CTCF_BR	34
chr9	16058367	16058517	id-101847	2.84e-05	+	CTGCAGGTATCCTCGCCGGCGTGCACAAGTCACCT	UpstreamP1_CTCF	7
chr9	16131420	16131570	id-101848	7.02e-05	+	CTGCAATTCCATAGCACCACCTACAGTGCAAACCC	UpstreamP1_CTCF	31
chr9	16133888	16134038	id-101849	2.43e-06	-	TTTATGTTATGTGTTTTCTCCACTAGATGGCGCTC	V_CTCF_BR	39
chr9	16137122	16137272	id-101850	1	+	NA	NONE	12
chr9	16154687	16154837	id-101851	1.15e-07	+	GGTGGAGCGCGGCCCGGGGACGGCAGGGGGCGGCT	V_CTCF_BR	33
chr9	16192281	16192431	id-101852	1.38e-08	+	GCGAGGAGGGTAAGCAGGCCCAGCAGAGGGCGCCA	V_CTCF_BR	39
chr9	16192777	16192927	id-101853	2.5e-05	-	TTGCAGGGAGCAGTTGTTGCCAGAGGGTGAATCAT	UpstreamP1_CTCF	5
chr9	16217029	16217179	id-101854	1	+	NA	NONE	11
chr9	16257689	16257839	id-101855	7.49e-07	+	ATGCCATTTACCCTGACCACCAGTAGGGGCAGGGC	UpstreamP1_CTCF	40
chr9	16266754	16266904	id-101856	1.41e-06	+	GCCGCCACACCTTGGGTCACCACTAGGAGTCACTC	Upstream_CTCF	39
chr9	16290206	16290356	id-101857	6.75e-05	-	AAGTTTTTTGTTTACACCTCCAGTAGGGGGAGAGT	UpstreamP1_CTCF	13
chr9	16352693	16352843	id-101858	1	+	NA	NONE	6
chr9	16371370	16371520	id-101859	1	+	NA	NONE	5
chr9	16386820	16386970	id-101860	2.27e-06	+	AGCACGTGGCCCAGAGAGACCAGCAGGAGGCAGGA	V_CTCF_BR	11
chr9	16477149	16477299	id-101861	1.61e-05	-	GTGTGTTGCTCTGTCACCCACGCTGGAGGGCAGTG	UpstreamP1_CTCF	2
chr9	16497034	16497184	id-101862	8.58e-06	-	TGGCCATGCACAATAGTGACCACAAGGGTGAACAG	UpstreamP1_CTCF	22
chr9	16530884	16531034	id-101863	4.14e-06	+	AGACATATTTAGCAATGAGCCGGGAGGGGGCAGGA	V_CTCF_BR	4
chr9	16575604	16575754	id-101864	1.48e-06	+	CAGCAAGTAAAGGAGAGAGGCAGAAGAGGGCACTG	UpstreamP1_CTCF	27
chr9	16640756	16640906	id-101865	3.11e-05	-	GAACCTGGATGTCCTGTGACCACAAGGGGCAGAGC	V_CTCF_BR	35
chr9	16648813	16648963	id-101866	1	+	NA	NONE	5
chr9	16703044	16703194	id-101867	1	+	NA	NONE	1
chr9	16709316	16709466	id-101868	1	+	NA	NONE	2
chr9	16715422	16715572	id-101869	2.15e-05	+	AACAGAGGTTTCTATCTGGCAGCCAGAGGGCTGAA	V_CTCF_BR	9
chr9	16726232	16726382	id-101870	1	+	NA	NONE	23
chr9	16824893	16825043	id-101871	2.81e-06	-	TGTGATCTGCTATATCTTAACACCAGATGGCAGGT	Upstream_CTCF	27
chr9	16866731	16866881	id-101872	1	+	NA	NONE	15
chr9	16870618	16870768	id-101873	1.32e-05	-	GGGGCTGGTCCAGGCGCGGCCGCTAAGAGGAGACC	Upstream_CTCF	19
chr9	16922126	16922276	id-101874	1	+	NA	NONE	13
chr9	17005141	17005291	id-101875	1	+	NA	NONE	13
chr9	17063663	17063813	id-101876	8.16e-07	+	ACCCACCTAGTCATGCTAACCACTAGAGGGCAATA	V_CTCF_BR	40
chr9	17075775	17075925	id-101877	1.73e-05	+	GGGAATAGATGATGCCCAACCACAAGGGGCAGGGC	V_CTCF_BR	15
chr9	17082541	17082691	id-101878	1	+	NA	NONE	28
chr9	17116456	17116606	id-101879	8.53e-09	+	TCTGTAATTTTACACATGTACAGCAGAGGGCACTA	Upstream_CTCF	36
chr9	17131889	17132039	id-101880	1	+	NA	NONE	2
chr9	17135448	17135598	id-101881	1	+	NA	NONE	7
chr9	17219381	17219531	id-101882	2.96e-05	+	AAATGTTAGACATCTCATACCACCAGGAGGAGCTG	V_CTCF_BR	33
chr9	17402429	17402579	id-101883	1	+	NA	NONE	32
chr9	17462976	17463126	id-101884	4.7e-08	-	CGTTTAATAGAGCTGGTTGCCACTAGGTGGCACCA	V_CTCF_BR	39
chr9	17521583	17521733	id-101885	1.26e-05	-	CCTGCAAAGTTGTGAATTGCCACCTGGTGATAGTA	Upstream_CTCF	11
chr9	17527817	17527967	id-101886	1	+	NA	NONE	17
chr9	17528968	17529118	id-101887	8.03e-07	+	TAAGTATTTCTCTAATTGACCTCAAGATGGCAGGC	Upstream_CTCF	30
chr9	17531771	17531921	id-101888	7.62e-07	+	GTGTCAATAACAGCAGTGGACACCGGGGGGCAGTA	Upstream_CTCF	39
chr9	17587246	17587396	id-101889	9.25e-06	+	TCCATAACAGTGATGGCATCCTGCAGGGGGCATTG	V_CTCF_BR	16
chr9	17742199	17742349	id-101890	1	+	NA	NONE	21
chr9	17794331	17794481	id-101891	3.4e-06	+	AAAAAAAGCGAGGTCTGAGCCGGCAGGTGGTGCTC	V_CTCF_BR	37
chr9	17802360	17802510	id-101892	2.55e-06	-	TGATTAATTTTGGGGCAGGCCAGTAGAGGGCAATC	Upstream_CTCF	40
chr9	17811112	17811262	id-101893	9.49e-08	+	GTTTGTTAGCTATCAATAGCCAGTAGAGGGCGCTG	V_CTCF_BR	40
chr9	17815845	17815995	id-101894	5.67e-06	+	AAAGTTGGACCTAAGTTTTCCTCAAGAGGGCAGAC	Upstream_CTCF	6
chr9	17824262	17824412	id-101895	1	+	NA	NONE	3
chr9	17838057	17838207	id-101896	7.55e-07	-	ACAACACTTAGGTTCCTAACCACAAGGTGGCAGAC	V_CTCF_BR	22
chr9	17905823	17905973	id-101897	1	+	NA	NONE	2
chr9	18017290	18017440	id-101898	1	+	NA	NONE	23
chr9	18055622	18055772	id-101899	1	+	NA	NONE	0
chr9	18060642	18060792	id-101900	9.31e-05	-	TGAGAATTTCTAAAAGTTCAGGATAGGGGGCAGTG	Upstream_CTCF	30
chr9	18137894	18138044	id-101901	5.08e-05	-	GGAGAGTTGGTCCGGCTGTCCACTAGGTGGTCCCT	Upstream_CTCF	16
chr9	18143100	18143250	id-101902	1	+	NA	NONE	34
chr9	18149750	18149900	id-101903	3.4e-06	+	CAGGAGAGGGCTGACCAAACCTGCAGATGGAGCAG	V_CTCF_BR	25
chr9	18190779	18190929	id-101904	8.19e-06	+	GACCAGTTCTGACCACCCACCAATAAGTGGCGCTA	UpstreamP1_CTCF	22
chr9	18208273	18208423	id-101905	2.6e-07	-	ACTCGCCTCAGGAATCCTGCCACCAGGGGTCAGAA	V_CTCF_BR	39
chr9	18213355	18213505	id-101906	2.67e-06	-	TAAGTTCTAACGGAAAACAACACTAGAGGGCGCTG	Upstream_CTCF	40
chr9	18230408	18230558	id-101907	1	+	NA	NONE	20
chr9	18237917	18238067	id-101908	3.67e-07	-	TTGAAGCCCCTCCCTCCAGCCTCTAGAGGGCAAAG	UpstreamP1_CTCF	18
chr9	18245976	18246126	id-101909	1	+	NA	NONE	27
chr9	18255178	18255328	id-101910	2.83e-10	+	CTGTAACTCCACACAGAAACCACTAGGGGGCGCTG	UpstreamP1_CTCF	40
chr9	18297615	18297765	id-101911	1.39e-05	-	GCCCAAGGGACACTACTCACCCCTAGGGGGCTACA	V_CTCF_BR	38
chr9	18320087	18320237	id-101912	1.55e-05	+	AACAGATTCTTCCCTAGAGCCTCCAGAGGGAGTAA	V_CTCF_BR	28
chr9	18390647	18390797	id-101913	1	+	NA	NONE	5
chr9	18396223	18396373	id-101914	4.5e-06	-	ATTTTTATATTGAATAAGTCCAGGAGGGGGCACCC	Upstream_CTCF	31
chr9	18405339	18405489	id-101915	2.78e-06	+	GATGACACAGAAAGGTCAGGCAGCAGATGGCAGGG	V_CTCF_BR	4
chr9	18438559	18438709	id-101916	6.82e-05	+	TCGAGCTCGTGAATGTTACCCTAGAGGGGGCTGCA	V_CTCF_BR	30
chr9	18442734	18442884	id-101917	1.04e-07	-	CGACCAAATGACTTGCAGGCCACTAGGTGGCGCTC	V_CTCF_BR	40
chr9	18477827	18477977	id-101918	7.49e-05	+	TAAGTTGAGGGAAGAGTGTCCAATAGTGGTCACTA	V_CTCF_BR	14
chr9	18626222	18626372	id-101919	9.62e-08	-	TTGCAGCTCCCCTGCATCACCTGTGGCTGGCAGCC	UpstreamP1_CTCF	14
chr9	18703191	18703341	id-101920	1.97e-06	-	ACTATCTTGAGTTTTCTGGCCACAAGTGGGAGGAA	V_CTCF_BR	11
chr9	18756480	18756630	id-101921	1	+	NA	NONE	5
chr9	18791200	18791350	id-101922	2e-06	-	GATGAAGGCTTGAAGGCTGCCACTAGGCGGAGCAG	Upstream_CTCF	40
chr9	18824189	18824339	id-101923	2.84e-05	-	CTGATTTTTCATTGCAGCACCACTAGGGAGAGCAA	UpstreamP1_CTCF	39
chr9	18825092	18825242	id-101924	8.5e-06	-	GATGCTGTTTTAGGAGGATCCTATAGGAGGCTGGG	Upstream_CTCF	12
chr9	18826411	18826561	id-101925	4.94e-06	-	TAGTCACTCCCAACAGGGTGCAGCAGAGGCAGCCA	Upstream_CTCF	14
chr9	18850324	18850474	id-101926	1.84e-06	-	GCCATTATAGCACCACCAAACACAAGGGGGCACAG	V_CTCF_BR	5
chr9	18861993	18862143	id-101927	5.13e-05	-	CACAGGGTTCAGCTGCAAGCCACAGGAAGGAGCCG	V_CTCF_BR	14
chr9	18862973	18863123	id-101928	1.97e-06	-	TCCAGGATTGACTGGGCCACCTCTAGGGGGTAGCA	V_CTCF_BR	31
chr9	18910914	18911064	id-101929	3.16e-06	-	CTCTTGCTCCCTGCATAAACCACCAGGGGAAGGAA	UpstreamP1_CTCF	7
chr9	18948085	18948235	id-101930	5.08e-05	+	GCATCCCTTCCCCTGTAAGCCTCTAGGGGAACACC	Upstream_CTCF	13
chr9	19013291	19013441	id-101931	9.25e-06	-	AACTTTCCCCTCCTATTTCCCACAAGAGGGCAATC	V_CTCF_BR	39
chr9	19028965	19029115	id-101932	5.51e-07	-	AGCAAGTTCTTATATTTGGCCACAAGATGGCAGAC	V_CTCF_BR	40
chr9	19036722	19036872	id-101933	2.78e-06	-	TGGCCCTCTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	30
chr9	19049096	19049246	id-101934	1.22e-08	+	CGGTTGGGGCTTTTTTTGGCCACGAGAGGGCAGCA	V_CTCF_BR	40
chr9	19085425	19085575	id-101935	1.1e-05	+	TCACTGAATAAAAATATTTCCTGAAGAGGGCGCTA	V_CTCF_BR	40
chr9	19102855	19103005	id-101936	1.48e-06	+	AGAGCAGTGTGCGCCGGCGCCGCCAGGCGTCCGAG	Upstream_CTCF	40
chr9	19103276	19103426	id-101937	1	+	NA	NONE	4
chr9	19119977	19120127	id-101938	1.48e-05	+	ATGCATCTACACGTTTCTCCCACTAGAGTAAACTG	UpstreamP1_CTCF	3
chr9	19122762	19122912	id-101939	5.17e-06	-	AAGACAGTTTTTCCATGGACCAGCAGGGGGTGGGT	Upstream_CTCF	27
chr9	19134006	19134156	id-101940	1	+	NA	NONE	2
chr9	19156039	19156189	id-101941	9.26e-05	-	TTGCAAAAGCAGGTGGCAGGCAGGAGCTGGTTGTG	UpstreamP1_CTCF	1
chr9	19174368	19174518	id-101942	1	+	NA	NONE	40
chr9	19230115	19230265	id-101943	7.02e-05	+	AGGAAGGGGTGCACAGCGGCCTCCAGAGCGCTTTC	UpstreamP1_CTCF	22
chr9	19230602	19230752	id-101944	5.38e-05	+	CGCCCCTCGGAGACCCTGCCCGCGAGGCGGCGCAG	V_CTCF_BR	17
chr9	19232921	19233071	id-101945	1	+	NA	NONE	13
chr9	19316761	19316911	id-101946	7.91e-05	+	CTGCTGATTCATTGTTTGACCGACAGGGTGAGTAG	UpstreamP1_CTCF	4
chr9	19372043	19372193	id-101947	4.02e-07	-	CCTGCACCACTCGACACTGGCACTTGGTGGAGCAT	Upstream_CTCF	19
chr9	19374754	19374904	id-101948	1	+	NA	NONE	0
chr9	19409002	19409152	id-101949	1.32e-05	+	CGAGCAGCTGCTCCAATGCCCCGGAGTGGCCATGG	Upstream_CTCF	36
chr9	19409545	19409695	id-101950	4.14e-06	-	GTGACCCCAGCCGCGGGGACCTGCGGGGGGCGTGC	V_CTCF_BR	14
chr9	19457531	19457681	id-101951	1.3e-07	-	ATAGCAATGCCTCAAAAACCCACAAGATGGCAGTA	Upstream_CTCF	40
chr9	19464773	19464923	id-101952	6.2e-10	+	CGGGCGCTGCTCCGGGCGCCCACCAGGGGGCAGTG	V_CTCF_BR	40
chr9	19465043	19465193	id-101953	2.58e-05	+	TCTGGGCTGCAGAAATGCGCCCCCAGAGGAAAGCT	Upstream_CTCF	35
chr9	19471915	19472065	id-101954	1.64e-07	+	GCTGCTACTGCCGCCTTGGTCACTAGGTGTCACCA	Upstream_CTCF	40
chr9	19473701	19473851	id-101955	1	+	NA	NONE	22
chr9	19493199	19493349	id-101956	4.68e-07	+	GTCGTAATCTACGATTTTGCCTGTAGAGGGCAGCA	V_CTCF_BR	39
chr9	19495322	19495472	id-101957	2.4e-05	+	GTGTCCAGGTGGGAGAGCAACTGGTGGGGGCGCTG	V_CTCF_BR	8
chr9	19495777	19495927	id-101958	2.23e-06	-	TAGCATGGACCCTATCCTGCCACCAGATGTCATTC	UpstreamP1_CTCF	6
chr9	19517663	19517813	id-101959	3.41e-08	+	GGGGTAATTCCAGTTCTTAGCAGGAGGGGGCAGCC	Upstream_CTCF	40
chr9	19521324	19521474	id-101960	1.17e-05	+	AAAGGCCAATTGGCCATGGAATCCAGGGGGCAGCA	V_CTCF_BR	7
chr9	19551602	19551752	id-101961	5.65e-05	-	CTCTGTAGGGACACAGGTGCTGGAGGGGGGCGCTG	V_CTCF_BR	4
chr9	19584001	19584151	id-101962	6.21e-05	+	GCCCACATGCCTGCTTTCCCCAGCAGAGAGCAGTC	V_CTCF_BR	15
chr9	19629601	19629751	id-101963	7.16e-08	-	ACCGCAGTGATAACTGGGACCACCAGGGGGGCCCT	Upstream_CTCF	13
chr9	19641175	19641325	id-101964	5.68e-06	-	GCCAAGGGATTGTGTGAGAACACAAGAGGGCAGAG	V_CTCF_BR	31
chr9	19642387	19642537	id-101965	6.46e-07	+	CATGGCCTACACAGGGCTGACACCAGCTGGCAGTG	V_CTCF_BR	8
chr9	19769249	19769399	id-101966	6.43e-06	-	GTAACAGTGGTGGCCTGGCCCAGGTGGTGGCAGCA	V_CTCF_BR	4
chr9	19879584	19879734	id-101967	2.27e-06	+	AAAACATGGAAGAAAAAAGCCAGTAGGGGGCACGC	V_CTCF_BR	16
chr9	19922624	19922774	id-101968	5.41e-06	-	TCAGCGCTTCCATATTTGGAGTCTAGGTGGCCCCA	Upstream_CTCF	39
chr9	19926096	19926246	id-101969	6.97e-11	+	CTGCAGTCACTAAGCATGACCACTAGATGGCGGGA	UpstreamP1_CTCF	40
chr9	19934560	19934710	id-101970	1	+	NA	NONE	21
chr9	19946585	19946735	id-101971	6.49e-06	+	AGCACAGTGCCTGCCTATACCAGCAGATGCCAGCA	Upstream_CTCF	39
chr9	19967693	19967843	id-101972	7.12e-06	+	CAGCTCCACTCATAATCACCATGCAGGGGGCAGCA	UpstreamP1_CTCF	8
chr9	20180823	20180973	id-101973	1	+	NA	NONE	10
chr9	20191581	20191731	id-101974	1	+	NA	NONE	27
chr9	20192521	20192671	id-101975	4.7e-06	+	ATGTATATTTTTAAACCAGCCTCCAGGTGGCACTT	V_CTCF_BR	26
chr9	20198483	20198633	id-101976	8.33e-05	-	GAAATAATTCCTCCTTTGTCCGCCAGCTGGCTTTC	Upstream_CTCF	8
chr9	20271836	20271986	id-101977	2.29e-05	-	GTTTTCCTCTTTGCTTTGGCCATTAGGTGGCATAG	UpstreamP1_CTCF	33
chr9	20280332	20280482	id-101978	6.43e-06	+	TGACTAGAGGCAATTCTCTGCAGAAGAGGGCGCCA	V_CTCF_BR	7
chr9	20292110	20292260	id-101979	1	+	NA	NONE	36
chr9	20294133	20294283	id-101980	1.93e-05	-	GGGTCCATGGGAGACTAGGCCAGCAGGGTGCAGCC	V_CTCF_BR	2
chr9	20356414	20356564	id-101981	8.71e-06	+	AGACCTAGGAGCAAGTAGGTCAGTAGATGGCACTC	V_CTCF_BR	39
chr9	20369534	20369684	id-101982	1	+	NA	NONE	18
chr9	20407136	20407286	id-101983	1.05e-08	-	GCTGCAATATCAACCTTTCCCAGAAGATGCCACCA	Upstream_CTCF	23
chr9	20423366	20423516	id-101984	1	+	NA	NONE	29
chr9	20462522	20462672	id-101985	1	+	NA	NONE	29
chr9	20524879	20525029	id-101986	3.4e-06	+	GGAGCAGGAACCCTGTCAGGCTACAGAGGGCGCTA	Upstream_CTCF	38
chr9	20526697	20526847	id-101987	3.71e-05	+	ACATCAATTTACATTCCCACCAGCAGAGTGAGAAT	Upstream_CTCF	31
chr9	20553023	20553173	id-101988	3.18e-06	+	AATAGGTGTTTCTTCTTCACCACCAGAGGTCAGAA	V_CTCF_BR	29
chr9	20591327	20591477	id-101989	7.15e-05	+	TTTAACAAAATATGACTCGACTGTAGGGGGCATTC	V_CTCF_BR	17
chr9	20611811	20611961	id-101990	1.32e-05	+	CATGTAATTGCAATTCTTACCACTGGGTGAATTGG	Upstream_CTCF	37
chr9	20622562	20622712	id-101991	5.08e-05	-	GCTGCGGGCCGCCGGGGTTTCGGGAGGTGGCAGGT	Upstream_CTCF	16
chr9	20623557	20623707	id-101992	1	+	NA	NONE	13
chr9	20624887	20625037	id-101993	7.27e-06	+	ACTGGACATTTAGATTCCGTCAGTAGATGGCGCAC	V_CTCF_BR	39
chr9	20637010	20637160	id-101994	1	+	NA	NONE	4
chr9	20683961	20684111	id-101995	1	+	NA	NONE	3
chr9	20880827	20880977	id-101996	1.04e-06	-	AATGTGATTTTCCTAAGGACCACTAGAGGTTGCCC	Upstream_CTCF	8
chr9	20885111	20885261	id-101997	1.04e-07	+	CCATTGAACAGACTGATGGCCAGCAGAGGGCGAAG	V_CTCF_BR	39
chr9	20941194	20941344	id-101998	4.68e-07	-	ACAATGGCACAATGAGCTACCACTAGATGGCAGTA	V_CTCF_BR	39
chr9	21061324	21061474	id-101999	1	+	NA	NONE	16
chr9	21070406	21070556	id-102000	4.68e-05	-	GTGCACTAACGTCCAGTGGCCTGTGGGGATCTTTT	UpstreamP1_CTCF	37
chr9	21075617	21075767	id-102001	4.88e-05	+	GTGTGTTATCCACTTTGAACTGGAAGGGGGAGCCC	UpstreamP1_CTCF	9
chr9	21078833	21078983	id-102002	1.17e-05	+	GACCATTTCACAAAAGCTAACAGAAGAGGGAGCTC	V_CTCF_BR	30
chr9	21111066	21111216	id-102003	2.38e-07	-	GCCAGTATTTGACGTATAGCCAGTAGATGGCAGTA	V_CTCF_BR	38
chr9	21141476	21141626	id-102004	1.99e-07	+	CTGGTCATCACTAGGGCTGCCAGTAGAGGGAACAG	V_CTCF_BR	36
chr9	21154090	21154240	id-102005	4.88e-06	+	CTGTTTCTGTCAGTCACGATCAGTAGGTGGCTCTC	UpstreamP1_CTCF	34
chr9	21183193	21183343	id-102006	1.21e-06	+	CTGTCTTGGTGCACTTTGACCAGTTGGGGGCTCTC	UpstreamP1_CTCF	31
chr9	21195252	21195402	id-102007	1.21e-06	+	CTGTCTTGGTGCACTTTGACCAGTTGGGGGCTCTC	UpstreamP1_CTCF	32
chr9	21213773	21213923	id-102008	1	+	NA	NONE	32
chr9	21235849	21235999	id-102009	1.82e-06	+	CTGTGTTGGTGCACTTTGACCAGTTGGTGGCTCTC	UpstreamP1_CTCF	39
chr9	21251306	21251456	id-102010	5.63e-06	+	CTGTAGTATCAGTGTCACCCATGCAGGGGACAGTG	UpstreamP1_CTCF	8
chr9	21253108	21253258	id-102011	4.73e-07	+	TATGTCTTTGTCATCATGGCCAGTAGGTGGCTGTC	Upstream_CTCF	38
chr9	21318402	21318552	id-102012	3.09e-07	+	GACTTGGTGCACGTCTTTGCCAGTAGGTGGCTCTC	V_CTCF_BR	38
chr9	21326645	21326795	id-102013	3.4e-06	+	CAAAGACTTTTAATTTTAACCAGTAGATGGCAGAA	V_CTCF_BR	39
chr9	21336582	21336732	id-102014	1	+	NA	NONE	9
chr9	21392405	21392555	id-102015	1	+	NA	NONE	35
chr9	21396233	21396383	id-102016	1.28e-06	-	CCTTTGCTGTTACAAACAGCCGACAGAGGGCGCCG	V_CTCF_BR	39
chr9	21402911	21403061	id-102017	6.39e-05	-	CCAGCGCTGCGCACCACGGCCGCAGCAAGGCGCCA	Upstream_CTCF	19
chr9	21413833	21413983	id-102018	1.03e-05	-	CTGTACTCAGCTGTGCCTGCCCATAGAGGGAGCAT	UpstreamP1_CTCF	39
chr9	21434570	21434720	id-102019	6.43e-06	+	ACCAAATACAGAAACCTATCCGGTAGAGGGCGCCT	V_CTCF_BR	39
chr9	21444783	21444933	id-102020	1	+	NA	NONE	1
chr9	21455425	21455575	id-102021	1.82e-07	-	CTGCACACCTCTAGGGCTGCCAGTAGAGGGAAGAG	V_CTCF_BR	39
chr9	21466039	21466189	id-102022	3.97e-07	+	TGGGAGAGTCCAGTTTGAACCAGTAGAGGGCAGAA	V_CTCF_BR	39
chr9	21473304	21473454	id-102023	4.01e-05	-	AATTTCTTACTGGGCCTCACCAGTAGATGGACACC	Upstream_CTCF	34
chr9	21491865	21492015	id-102024	7.84e-05	+	CGAGGCATTTTAAATTCAACCAAAGGATGGCAGCA	V_CTCF_BR	17
chr9	21527767	21527917	id-102025	1.5e-05	-	CAATCATGTGTAATAATCACCAGCAGGGGTCCCCA	Upstream_CTCF	20
chr9	21559633	21559783	id-102026	1.93e-05	-	GCAGGTTCCACGTCCGGCGCCTGGAGAAGGAAGAC	V_CTCF_BR	18
chr9	21586467	21586617	id-102027	1.31e-05	+	AAAAGCCCTTCAAAGTCTTCCACCAGTGGGAGACA	V_CTCF_BR	30
chr9	21696727	21696877	id-102028	1.59e-06	+	AGAAGCAGGCGCCAAGTGGCCACCGGAGGGAGTCC	V_CTCF_BR	29
chr9	21709586	21709736	id-102029	3.09e-07	+	GTCGTCATGCACAAAGTGGCCACTAGAGGGTACAC	V_CTCF_BR	39
chr9	21781561	21781711	id-102030	4.34e-05	-	AGTGTAGGAGTGTTCACCTACAGTAGAGTGCAGTG	Upstream_CTCF	2
chr9	21789535	21789685	id-102031	4.7e-08	-	ATGACACCACTTCTTATGACCAGCAGATGGCACCA	V_CTCF_BR	37
chr9	21789804	21789954	id-102032	3.18e-06	-	GAAATGCTAAGGAACCTGAACACCAGGGGGCATCA	V_CTCF_BR	24
chr9	21813088	21813238	id-102033	5.61e-08	+	GTTGTACTTTGCTGTGGAGCCAGCAGGTGGCGACA	Upstream_CTCF	39
chr9	21813970	21814120	id-102034	3.88e-06	+	TGGTTTTAATAATATACCTCCACAAGATGGCGCCA	V_CTCF_BR	38
chr9	21817843	21817993	id-102035	1.92e-05	-	TAGCAATGACCACAGACTAACACAGGGGGTCTCCT	UpstreamP1_CTCF	6
chr9	21883683	21883833	id-102036	1.83e-05	-	TGCCTGCTTCCCTACCTGTACACTAGAGGGTTCCC	V_CTCF_BR	10
chr9	21889829	21889979	id-102037	1.03e-06	+	GTGGTTAGTTGACCTTTAGCCAGAAGGTGGCTCTC	V_CTCF_BR	6
chr9	21904900	21905050	id-102038	1.55e-05	+	TGGTATCCCGCTGCTCAAACCTCTAGGGGGAGCAT	V_CTCF_BR	24
chr9	21965621	21965771	id-102039	2.6e-05	-	TCGCAGTCCTACGCTCCACTCGCCAGCAGGCTCCG	UpstreamP1_CTCF	34
chr9	21968414	21968564	id-102040	5.34e-06	+	TCAAGCGCTCCAGGTCCACCCGGCGGAGGGCAGAG	V_CTCF_BR	12
chr9	21994312	21994462	id-102041	7.62e-07	+	GCCGCTGCGCCGCCCTTTGGCACCAGAGGTGAGCA	Upstream_CTCF	29
chr9	21994719	21994869	id-102042	1	+	NA	NONE	30
chr9	21995045	21995195	id-102043	1	+	NA	NONE	9
chr9	21995748	21995898	id-102044	6.82e-05	-	CACCGGGTCAGCGCGCCGGCCTGAAGGCGGCGTCC	V_CTCF_BR	36
chr9	22005435	22005585	id-102045	1	+	NA	NONE	24
chr9	22008691	22008841	id-102046	6.2e-10	-	CTGGGGCCCCAGGGCCTCGCCGGCAGGGGGCGCGC	V_CTCF_BR	38
chr9	22009162	22009312	id-102047	1	+	NA	NONE	16
chr9	22009504	22009654	id-102048	1	+	NA	NONE	30
chr9	22030291	22030441	id-102049	1	+	NA	NONE	8
chr9	22038202	22038352	id-102050	2.55e-06	-	AGTTGAATTTCACCTCTCTCCTCTAGGTGGCAAAC	Upstream_CTCF	38
chr9	22100766	22100916	id-102051	4.14e-05	-	ATGAAGTACCACTTCACAACCACTAGGCTTAAGTC	UpstreamP1_CTCF	36
chr9	22103340	22103490	id-102052	4.23e-06	-	AGGCACTTCTCTCTGGCAACCCCCAGCTGTAGCCC	UpstreamP1_CTCF	14
chr9	22119692	22119842	id-102053	2.84e-05	-	TTTTACTACAAACAACTAGCCTATAGATGGCGACA	UpstreamP1_CTCF	38
chr9	22137716	22137866	id-102054	3.4e-06	-	GTAGAAGTACTTGCCTTGGCCACCAGTTAGTGCTA	Upstream_CTCF	7
chr9	22217029	22217179	id-102055	4.23e-06	-	CAGCACTCCCTTAGCTGCCCCAGCTGGTGTCGCAG	UpstreamP1_CTCF	12
chr9	22228681	22228831	id-102056	3.36e-05	-	TTGTATCTTCTGTTTTCATCCTCTAGGTGTCCCTC	UpstreamP1_CTCF	34
chr9	22239102	22239252	id-102057	1	+	NA	NONE	37
chr9	22244238	22244388	id-102058	9.25e-06	-	AGCCTTCGAAGAGCTGAATACGGCAGGGGGCGCTG	V_CTCF_BR	37
chr9	22244786	22244936	id-102059	1.81e-06	+	TGTGTTTTTTGATTGTTTGACACTAGGTGGAGCCA	Upstream_CTCF	38
chr9	22307138	22307288	id-102060	2.12e-06	+	CAGAAGTAACTTCCAAGACCCACGAGAGGGAGCTC	UpstreamP1_CTCF	39
chr9	22308313	22308463	id-102061	1.83e-05	+	AATGAGTTCAAGTTTGTTACCAGGAGAGGGCAACT	V_CTCF_BR	9
chr9	22447406	22447556	id-102062	2.27e-05	+	AGCGCCAGCGCGTCATGGCCGCCCAGGTGGCGCTG	V_CTCF_BR	33
chr9	22452531	22452681	id-102063	2.58e-09	-	TTGCAATTGGCGATAGTGGCCAGGAGATGGCGCAG	UpstreamP1_CTCF	39
chr9	22457558	22457708	id-102064	6.73e-07	+	ATCCAATGTAATCAACCTGCCACCAGGTGGCTGGC	UpstreamP1_CTCF	15
chr9	22470060	22470210	id-102065	2.1e-06	+	GGAGTGATTTTTAAAATTTCCACTTGAGGGCGCTG	Upstream_CTCF	39
chr9	22528613	22528763	id-102066	3.84e-06	+	CTGTGATGCCGTGCTTTTGCCACAGAGGGGCATTA	UpstreamP1_CTCF	26
chr9	22717281	22717431	id-102067	1.17e-05	-	TATAGGTTATAGGTGCCTAGCACTAGGGGGAGCAA	V_CTCF_BR	11
chr9	22718771	22718921	id-102068	6.84e-06	+	CATAGCAAGCTATTTGCTTCCTCTAGGGGGAGCAA	V_CTCF_BR	21
chr9	22813645	22813795	id-102069	4.65e-05	+	TATTTAAACTTCAAGACTTCCACATGGTGGCAGTA	V_CTCF_BR	30
chr9	22986676	22986826	id-102070	8.33e-05	-	AAGGATATGCACTTGGTGTCCACTAGGAGGATAGT	Upstream_CTCF	21
chr9	23089225	23089375	id-102071	6.98e-07	-	TGTGACCCTCTGCCTTCCACCAGTGGAGGGCAGCC	V_CTCF_BR	20
chr9	23123157	23123307	id-102072	1.26e-07	+	AATGAAGCATGTGTGTTGGCCACCAGGGGGTGCAA	V_CTCF_BR	36
chr9	23153179	23153329	id-102073	2.47e-05	-	CTGGCAGTACTCTTTGTGGCCTGGGGTGGCAGTAG	Upstream_CTCF	19
chr9	23254438	23254588	id-102074	1	+	NA	NONE	0
chr9	23322497	23322647	id-102075	3.65e-07	-	TGCAGACCAAAGTCATTGGCCAGTAGGGGGCAAAA	V_CTCF_BR	28
chr9	23342529	23342679	id-102076	8.9e-05	+	AGGCATTCACAGTACGCCACTAGGAGAGGGTAAAA	UpstreamP1_CTCF	2
chr9	23343713	23343863	id-102077	6.8e-06	+	AGGGCAATTCAAACATTGTCTGGGAGAGGGCAGGC	Upstream_CTCF	3
chr9	23492249	23492399	id-102078	5.34e-06	-	AGTACTAATTCCAGGCTTTCCTCTAGAGGGAGCTG	V_CTCF_BR	38
chr9	23554828	23554978	id-102079	9.39e-07	-	GCTGTCCTAGAGCCATGGCCCAATAGGGGGCCCTA	Upstream_CTCF	2
chr9	23588020	23588170	id-102080	4.31e-07	-	AGTCTGGATATCCCCCTGCCCACCAGAGGGTGCTC	V_CTCF_BR	12
chr9	23693483	23693633	id-102081	1	+	NA	NONE	1
chr9	23702680	23702830	id-102082	2.93e-07	-	CTGCAATTTTCTTATTCAGCCATCAGGTGGTAATA	UpstreamP1_CTCF	12
chr9	23785132	23785282	id-102083	4.7e-06	+	TGTCACAATGAGGGTTGAGGCAGTAGAGGGAGCCA	V_CTCF_BR	7
chr9	23826474	23826624	id-102084	1	+	NA	NONE	8
chr9	23842654	23842804	id-102085	1.72e-06	+	GCAGCACTATTTATTGTATCCACTAGAGGACTCCT	Upstream_CTCF	17
chr9	23886259	23886409	id-102086	1	+	NA	NONE	1
chr9	24090677	24090827	id-102087	1	+	NA	NONE	1
chr9	24246108	24246258	id-102088	1.38e-07	-	CTGCTATTTCTGTAAATAGTCACCAGATGGCGATC	UpstreamP1_CTCF	35
chr9	24333737	24333887	id-102089	5.37e-06	-	TTTCAGTACCAGGAAATTTCCAGCAGGTGTCCTAT	UpstreamP1_CTCF	1
chr9	24354570	24354720	id-102090	3.91e-06	+	CAGGGAGTGGGAAGATTGTCCACCAGGGGGTCAGG	Upstream_CTCF	1
chr9	24614200	24614350	id-102091	3.24e-06	+	AATGTCATATTGACAAGCTGCACTAGAGGGCAAGA	Upstream_CTCF	18
chr9	24616969	24617119	id-102092	2.72e-05	-	CTCTAACTGTGTCTCCAGGCCTGTGGGAGGCACCG	UpstreamP1_CTCF	6
chr9	24699243	24699393	id-102093	1	+	NA	NONE	4
chr9	24832439	24832589	id-102094	8.21e-06	-	AGCACAAAGCCACGATCAGCCACCAGGTGGAGTTT	V_CTCF_BR	33
chr9	24843596	24843746	id-102095	2.27e-05	+	TGGTCAGACATTGCTTTAAGCCCTAGGGGGCAGCA	V_CTCF_BR	9
chr9	25003817	25003967	id-102096	1.26e-07	-	GTGACCACACACATAGTCACCAGCAGGGGGCTCTA	V_CTCF_BR	11
chr9	25224428	25224578	id-102097	1	+	NA	NONE	9
chr9	25261567	25261717	id-102098	6.75e-05	-	ATGCATGGGCACAGAGAGGGCTCTAGTGGACAAAA	UpstreamP1_CTCF	7
chr9	25350132	25350282	id-102099	1.28e-06	-	TCTTTTGTAACATATGTTAACAGCAGAGGGCGCAG	Upstream_CTCF	10
chr9	25631700	25631850	id-102100	7.15e-05	+	TCCAGCCACTTTCCCAATCTCAGTAGATGGCACTA	V_CTCF_BR	10
chr9	25716400	25716550	id-102101	1	+	NA	NONE	37
chr9	25841495	25841645	id-102102	8.98e-06	+	CTGGAAGGCTGAGCTGTCATCACAGGGTGGCACTG	UpstreamP1_CTCF	2
chr9	25964278	25964428	id-102103	2.04e-05	+	CATGGAGAGGATTCCTATTCCACTAGGTGGTGCTG	V_CTCF_BR	36
chr9	26326596	26326746	id-102104	5.55e-07	-	GTGGAAGTGCATCATTTTACCAACAGAGGGCAGTG	Upstream_CTCF	39
chr9	26468783	26468933	id-102105	1	+	NA	NONE	8
chr9	26502456	26502606	id-102106	1	+	NA	NONE	5
chr9	26613958	26614108	id-102107	1	+	NA	NONE	5
chr9	26656371	26656521	id-102108	5.21e-08	-	CTGGTGTTGGGTGATCTCGCCACAAGATGGCAGCC	V_CTCF_BR	40
chr9	26717542	26717692	id-102109	1	+	NA	NONE	6
chr9	26723606	26723756	id-102110	2.81e-08	+	GCTGCTTTGTTAGACTCAGCCAACAGGGGGCACTA	Upstream_CTCF	39
chr9	26744490	26744640	id-102111	3e-09	+	GTGTAATTACATATTATTAGCACCAGGGGGCAGTA	UpstreamP1_CTCF	40
chr9	26748590	26748740	id-102112	4.85e-07	+	ATGCTGGCACAACAACCAGACAGCAGGGGGCCAGG	UpstreamP1_CTCF	21
chr9	26856520	26856670	id-102113	9.81e-06	-	ACACAGGCCACATAAATAGCCACTTGGTGGTGCTG	V_CTCF_BR	40
chr9	26863218	26863368	id-102114	1	+	NA	NONE	39
chr9	26880378	26880528	id-102115	2.29e-05	+	ATGAGGTTTCTTCACCACTCCAGGAGAGGGTGCAC	UpstreamP1_CTCF	3
chr9	26892322	26892472	id-102116	7.09e-08	+	CAGCAGCTCCAGGAAGCGGCCAGAGGGGCGCGCAC	UpstreamP1_CTCF	39
chr9	26947023	26947173	id-102117	5.98e-05	+	AGGCACTGTGCGAGACCAGTCCGCAGGGGCGACTC	UpstreamP1_CTCF	26
chr9	26954365	26954515	id-102118	1	+	NA	NONE	4
chr9	26975762	26975912	id-102119	1	+	NA	NONE	39
chr9	27033935	27034085	id-102120	7.61e-08	+	TTTGTAGTACCACCGCGATCCACAAGATGGGGCTA	Upstream_CTCF	40
chr9	27165773	27165923	id-102121	7.11e-06	+	AAGGCATTCACATACCTGACCACCAGGGGAGTCTG	Upstream_CTCF	26
chr9	27172915	27173065	id-102122	1	+	NA	NONE	11
chr9	27198309	27198459	id-102123	3.03e-05	-	GCTGCAAAGACAGCCTCAGACTCTGGGAGGTGGCA	Upstream_CTCF	25
chr9	27247792	27247942	id-102124	2.44e-07	+	ACTTTTCTACCATGAGGAACCACCAGAGGGCAACA	Upstream_CTCF	40
chr9	27276551	27276701	id-102125	4.31e-07	-	GGACTATTTATCCTTTTGTCCACTAGGGGGCACAA	V_CTCF_BR	39
chr9	27333259	27333409	id-102126	1.55e-07	+	GCTGTATTCTAGCACTTGCCCACTGGGTGGAGCCA	Upstream_CTCF	40
chr9	27337946	27338096	id-102127	3.56e-05	-	CCAGCCAGTGCTGTTGAGGACACCAGCAGGCATTA	Upstream_CTCF	2
chr9	27387869	27388019	id-102128	9.78e-07	-	CAGCCATTGCCAAATGTTGCCTGTGGGGGGCAAAA	UpstreamP1_CTCF	6
chr9	27408650	27408800	id-102129	4.88e-06	-	TGGCAATAACGCTGGGGGGCCAGAGGCGGGAGAGG	UpstreamP1_CTCF	7
chr9	27447168	27447318	id-102130	3.16e-06	-	GTGTATCAGCAGGGCCCTGACACCAGAGGGCTTCT	UpstreamP1_CTCF	8
chr9	27529088	27529238	id-102131	8.03e-07	-	CCTGCAGGGTGCGTGTTGGGCTGTGGGTGGCGGGA	Upstream_CTCF	20
chr9	27529765	27529915	id-102132	1.3e-09	-	GCTGCCATACCGCAGGCGGCCGCCAGGGGTCCCCG	Upstream_CTCF	40
chr9	27535897	27536047	id-102133	9.71e-06	-	GCAGTGATACAGAAAGCAGACAGTAGAGGTCGTGG	Upstream_CTCF	27
chr9	27548280	27548430	id-102134	7.73e-06	-	GAAGATAGACCTTGATTTAACAGCAGAGGGCGATC	V_CTCF_BR	39
chr9	27714513	27714663	id-102135	5.41e-06	+	TGTTTATTTTCCCTTCTCACCAGCAGGGGCACAGA	Upstream_CTCF	21
chr9	27726259	27726409	id-102136	1.39e-05	+	CTTGGCTATTAAGGGAAAACCAGTAGGTGGTGCTG	V_CTCF_BR	39
chr9	27788060	27788210	id-102137	2.43e-06	-	GCAAGCTTGTTTTACATGGCCAGCAGGAGGAGGAA	V_CTCF_BR	26
chr9	27788272	27788422	id-102138	1	+	NA	NONE	6
chr9	27866872	27867022	id-102139	4.31e-07	+	GCAGGAGGGCAGGAGCCCACCCCCAGGGGGAGCAA	V_CTCF_BR	5
chr9	27888802	27888952	id-102140	3.41e-08	-	TGCGCAGTACTGCACTTGGCCAGGAGAGGCAGCAG	Upstream_CTCF	40
chr9	28073383	28073533	id-102141	2.38e-07	-	TAGTTATGGAAACTGGGAGCCAGGAGAGGGCAGCA	V_CTCF_BR	37
chr9	28329924	28330074	id-102142	1	+	NA	NONE	1
chr9	28365425	28365575	id-102143	1	+	NA	NONE	16
chr9	28583944	28584094	id-102144	5.3e-05	+	TAGTACACCCATGTGCCTTCCACCAGGGGATGCTC	UpstreamP1_CTCF	5
chr9	28648843	28648993	id-102145	1	+	NA	NONE	20
chr9	28774554	28774704	id-102146	4.85e-07	+	GAGCAATTAAACTTTTCTGGCACTAGAGGTCGCTA	UpstreamP1_CTCF	37
chr9	28820807	28820957	id-102147	1.09e-06	+	CCGCAGCTTTACAGGCTTGCCAGGAGGGGCACCCC	UpstreamP1_CTCF	12
chr9	28952057	28952207	id-102148	2.6e-06	+	CGGGGCATGGAGACCCACAACAGTAGGTGGCAGCA	V_CTCF_BR	28
chr9	29208792	29208942	id-102149	2.81e-05	-	AAGAGAAACTAATCCAGTGCCACTGGGAGGCAGCA	V_CTCF_BR	14
chr9	29211621	29211771	id-102150	3.16e-05	+	GCTGAATGGGGAGACTTCACCAGCAGGTGAAGAGG	Upstream_CTCF	8
chr9	29212281	29212431	id-102151	8.58e-08	-	CCTGCTGTTCCCTTCGCCTCCGCTAGAGGCTCCCA	Upstream_CTCF	38
chr9	29212717	29212867	id-102152	1	+	NA	NONE	7
chr9	29285931	29286081	id-102153	1	+	NA	NONE	23
chr9	29556529	29556679	id-102154	4.88e-05	+	GACAAATTCTCCCCTTGAGTCACCAGAGGGAGTAC	V_CTCF_BR	5
chr9	29692120	29692270	id-102155	1.69e-05	+	CAGCAGTTAAAGGATTCCTGCTGCAGAGGTCCTAG	UpstreamP1_CTCF	33
chr9	29830942	29831092	id-102156	1.04e-05	+	TACTGTTTCAGCTACTTGCCCACAGGAGGGAGCCC	V_CTCF_BR	28
chr9	29850816	29850966	id-102157	1	+	NA	NONE	8
chr9	30039833	30039983	id-102158	2.68e-05	+	GACGTAGTACAGTGTCTATGCTGCAGGTGGCATTT	Upstream_CTCF	14
chr9	30066029	30066179	id-102159	2.27e-05	+	AACGAGAGGAGAGAAGCAGCCACAGGAGGCAGCCG	V_CTCF_BR	7
chr9	30531516	30531666	id-102160	1.23e-05	-	TATTACTGTCAAATTGATACCAACAGGGGGCAGAG	UpstreamP1_CTCF	7
chr9	30574335	30574485	id-102161	5.01e-06	-	GCCGGACTGCACCTCCCCCACTGCAGCTGGCGCTC	V_CTCF_BR	1
chr9	30717927	30718077	id-102162	1	+	NA	NONE	8
chr9	30732211	30732361	id-102163	1.29e-05	-	CCGGAGTAGCACACACCCACCCCTAGATGCTGCTG	UpstreamP1_CTCF	11
chr9	30774563	30774713	id-102164	1	+	NA	NONE	12
chr9	30967592	30967742	id-102165	1.83e-05	-	GACCACTCTCTGATTAATACCAGAGGAGGGCACTC	V_CTCF_BR	16
chr9	31120006	31120156	id-102166	8.71e-06	+	GGGGTATGAAATAAAACTGCCTGAAGGGGGAGCCT	V_CTCF_BR	35
chr9	31140439	31140589	id-102167	8.64e-05	-	CTTTATATTTCTAGTTCATACCCTAGGGGGAGCCA	Upstream_CTCF	32
chr9	31303898	31304048	id-102168	6.75e-05	-	ATTAACTTAAAAAAAAAATTCACCAGAGGGCACCA	UpstreamP1_CTCF	15
chr9	31542464	31542614	id-102169	2.1e-06	-	GCTGCCCTTTCTCATCTAGCCTGTAGGGTGAGCCT	Upstream_CTCF	33
chr9	31644841	31644991	id-102170	1	+	NA	NONE	6
chr9	31773877	31774027	id-102171	1	+	NA	NONE	2
chr9	31800129	31800279	id-102172	4.44e-06	-	AGTCACTGCCTTGTTTTTAGCACTAGATGGCACTT	UpstreamP1_CTCF	35
chr9	31807699	31807849	id-102173	5.68e-06	+	CCAAATTTGCAGTTATCAGCCAGCAGGGGTTGCTC	V_CTCF_BR	22
chr9	31807959	31808109	id-102174	4.41e-06	-	TAGCCGCGATTCCACAGGGCCAACAGAGGGCTGCT	V_CTCF_BR	2
chr9	31839450	31839600	id-102175	1	+	NA	NONE	22
chr9	31916682	31916832	id-102176	1.19e-06	+	TTCCTGCCTTGTTAACTCACCAGGAGGTGGCAGGA	V_CTCF_BR	19
chr9	31996444	31996594	id-102177	4.7e-06	-	TCAAGCTGCAATCAGTTTCCCACCAGGAGGCACTG	V_CTCF_BR	10
chr9	32069286	32069436	id-102178	2.6e-06	-	AGAGAAACAAAAAAAGTCACCTGTAGGGGGAGCCC	V_CTCF_BR	25
chr9	32136754	32136904	id-102179	4.23e-06	-	CATCAGTTACACATGCCTGCCAGCAGGGAGAGAGT	UpstreamP1_CTCF	18
chr9	32251556	32251706	id-102180	2.78e-06	-	AACAGGCACAGTTACAATTCCACCAGGTGGCAGTC	V_CTCF_BR	39
chr9	32264293	32264443	id-102181	6.73e-07	+	TGGCAGTTCCTCCCCTTTACCTCTAGAGAGCAGCT	UpstreamP1_CTCF	22
chr9	32334208	32334358	id-102182	7.27e-06	-	GTGGTGTCGCTGTGGCCATCCCCAAGATGGCAGTA	V_CTCF_BR	5
chr9	32350821	32350971	id-102183	4.99e-07	-	TTTGCAATATTAAATTGTGCCAATAGATGGAGAAG	Upstream_CTCF	29
chr9	32351948	32352098	id-102184	1.63e-05	-	CAAGTCTCCCCCAGTGGGGGCACTAGAGGGAGACT	Upstream_CTCF	37
chr9	32378617	32378767	id-102185	2.91e-05	+	TGTGTTTGCCACATACTCATCAACAGAGGGCAGTA	Upstream_CTCF	39
chr9	32379375	32379525	id-102186	2.96e-05	+	TGTGTTTACCACACACTCATCAACAGAGGGCAGTA	V_CTCF_BR	39
chr9	32384413	32384563	id-102187	7.15e-05	-	GTTGCGAAGGGCTCCTCCGCTGGAAGTGGGAGGGC	V_CTCF_BR	19
chr9	32395863	32396013	id-102188	7.55e-07	-	CTAGTTCTGGGCTCACTGGCCAAGAGGGGGCAGAA	V_CTCF_BR	34
chr9	32427052	32427202	id-102189	5.52e-05	+	TTTCTGTTTGGCAGCAGAAACAGCAGATAGCGCCA	UpstreamP1_CTCF	1
chr9	32432087	32432237	id-102190	3.36e-05	-	TAGTGACACAATATAGTGACCACCAGGGGTCCTCG	UpstreamP1_CTCF	40
chr9	32526185	32526335	id-102191	1	+	NA	NONE	19
chr9	32526555	32526705	id-102192	1.48e-06	-	ATGTAATCAGTCATTTTGGACAACAGGTGGCGGTT	UpstreamP1_CTCF	39
chr9	32550113	32550263	id-102193	4.21e-05	-	ATGGGTTGCTGATTGTAGGCTGGAAGGGGGCAGTG	V_CTCF_BR	34
chr9	32550731	32550881	id-102194	1	+	NA	NONE	25
chr9	32572386	32572536	id-102195	7.8e-08	-	CAAGTAACACAGTATCCAACCACCAGAGGGCACAG	V_CTCF_BR	40
chr9	32579828	32579978	id-102196	2.06e-07	-	CAGGCAATGAGGCAGCTTTCCACCAGGAGGCGCAG	Upstream_CTCF	40
chr9	32581646	32581796	id-102197	2.6e-07	+	GTAACTACTGGAGACATTCCCACCAGAGGGCACTC	V_CTCF_BR	40
chr9	32587980	32588130	id-102198	1	+	NA	NONE	24
chr9	32589191	32589341	id-102199	2.1e-05	+	GTTTCACAATTAGGAGATTCCACTAGATGGCCCTG	Upstream_CTCF	40
chr9	32703753	32703903	id-102200	3.84e-06	-	AGGCTGGTGTCAACATCAAACAGCAGAGGGAGCTT	UpstreamP1_CTCF	35
chr9	32706108	32706258	id-102201	6.05e-06	-	CCACTCCTTCTCCCCTCCTCCACTTGGGGGTGCCA	V_CTCF_BR	10
chr9	32742543	32742693	id-102202	3.86e-05	+	CTAGTGGTAACCAGGACAATCAGCAGGAGGCAGGT	Upstream_CTCF	8
chr9	32763683	32763833	id-102203	8.21e-06	+	TAATACACCTGGCCTCTGCCCACTAGATGCCAGCA	V_CTCF_BR	4
chr9	32783359	32783509	id-102204	2.27e-06	-	CGGGGGCGCGAGGGGGTCAGCCCCAGAGGGAGGCC	V_CTCF_BR	5
chr9	32839080	32839230	id-102205	4.14e-05	+	GTCTCGTTGCACATGGTGACCAGGAGGAAGCAGTG	UpstreamP1_CTCF	8
chr9	32841427	32841577	id-102206	6.51e-07	+	ACCGCAGCAACCTTCATGAGCAGCAGGTGGAGTAA	Upstream_CTCF	7
chr9	32918072	32918222	id-102207	1	+	NA	NONE	0
chr9	32956706	32956856	id-102208	3.03e-05	-	ACGGGAGTGGAGGATCTGTCCATCAGAGGACAGAA	Upstream_CTCF	2
chr9	32968516	32968666	id-102209	7.33e-10	-	CGGGGCTTGCCATGTTTGGCCACCAGATGGCAGCA	V_CTCF_BR	40
chr9	33044823	33044973	id-102210	2.04e-05	-	TGGGAAAGGCTTCCTGGAGGGACTAGGGGGCGGTC	V_CTCF_BR	30
chr9	33081385	33081535	id-102211	4.41e-06	+	AGCAATCTATCTCTTGAATCCAGCAGAGGGCAGGA	V_CTCF_BR	40
chr9	33104154	33104304	id-102212	6.8e-06	+	GTTCAGGCTCTGCTTCCTGACACCAGGGGACCCTC	UpstreamP1_CTCF	3
chr9	33107431	33107581	id-102213	7.27e-06	+	GGGAGGCGCCACTCATTCACCCCCAGGGGCAGCCG	V_CTCF_BR	13
chr9	33125074	33125224	id-102214	8.97e-05	+	AATGATTGAGCAGAGACTGCCACAAGATGGGGACT	Upstream_CTCF	21
chr9	33139748	33139898	id-102215	1	+	NA	NONE	4
chr9	33156964	33157114	id-102216	7.1e-07	-	GTGTAGTTCCCTATGCTGGACACCATGTGGCCTTT	UpstreamP1_CTCF	9
chr9	33167188	33167338	id-102217	3.48e-06	+	AGGCGCTGCCCCACAGCGGCGACTAGGGGAGGGCC	UpstreamP1_CTCF	10
chr9	33167487	33167637	id-102218	2.96e-05	-	CTCCGCCGCAAAGGCTCGGGAGGAAGAGGGCGGTG	V_CTCF_BR	10
chr9	33170954	33171104	id-102219	5.68e-06	-	GAAATGTAACCTGGCAGGTGCAGAAGAGGGCGCCA	V_CTCF_BR	39
chr9	33179438	33179588	id-102220	6.21e-06	-	ATAGTTGGTTCAGTGATAGCCACAAGGGAGCAGGC	Upstream_CTCF	11
chr9	33186036	33186186	id-102221	2.47e-05	+	CCTGCTTTACTGCTGCCTGCGGTCTGGGGGAGCTG	Upstream_CTCF	10
chr9	33187731	33187881	id-102222	2.5e-05	+	CAGCAGGGCCTACAGCTCTTCAGCAGGGTCTGGCA	UpstreamP1_CTCF	15
chr9	33197858	33198008	id-102223	3.42e-05	+	CTTGCACTTCTCTCTCCTGCCACCATGTAAAGAAG	Upstream_CTCF	10
chr9	33202527	33202677	id-102224	1.24e-05	-	AGAGGCGGGGAGGGAGGGGACACTAGGGGCAGCCT	V_CTCF_BR	6
chr9	33211680	33211830	id-102225	6.21e-05	-	CAGTGAACACTTAGTGCTTGCTCTAGGTGGAGCTA	V_CTCF_BR	10
chr9	33214672	33214822	id-102226	2.66e-05	-	AAACCTGTACCCCAGGTGATCAGTAGATGGCAAGC	V_CTCF_BR	0
chr9	33223882	33224032	id-102227	5.12e-07	-	CAGCATCTCTGGCTACTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	34
chr9	33225715	33225865	id-102228	1.04e-07	-	CCACAAATTTGAAGTGCTACCACCAGGTGGCACTG	V_CTCF_BR	40
chr9	33229394	33229544	id-102229	1.47e-05	+	GCCCAGATCACACCCACCACAGGGAGAGGGCAGCA	V_CTCF_BR	33
chr9	33249545	33249695	id-102230	1	+	NA	NONE	5
chr9	33264801	33264951	id-102231	8.61e-08	-	TTGGTGCTCTCGGAGAGAGCCTGCAGGGGGCGGGG	V_CTCF_BR	38
chr9	33287110	33287260	id-102232	1.71e-06	+	TGGCAGATATTAAACCTTGTCAGCAGAGGGCACTG	V_CTCF_BR	40
chr9	33291066	33291216	id-102233	1	+	NA	NONE	16
chr9	33344294	33344444	id-102234	7.84e-05	-	TTGACATCCCTAGAGTAAACCAATGGAGGGCACTG	V_CTCF_BR	3
chr9	33375016	33375166	id-102235	1.55e-07	+	AGGGCTTTTTCTCCAGTGGCCACTAGGGTGCAGTA	Upstream_CTCF	40
chr9	33380439	33380589	id-102236	2.72e-05	-	ATGCATATGCATGGTTCCTCCTGTAGATGGATCTG	UpstreamP1_CTCF	12
chr9	33403460	33403610	id-102237	2.78e-06	+	GGTCTGGGAATGGAACTGTCCTGTAGAGGGTGCCA	V_CTCF_BR	40
chr9	33404877	33405027	id-102238	7.55e-07	+	GCCCAGAGGCTGATGGGAGCCAGTAGGGGGCTGTT	V_CTCF_BR	3
chr9	33415514	33415664	id-102239	7.8e-08	-	AAGGAGTCAGCTTCGGCTGCCAGCAGGGGGTGCTA	V_CTCF_BR	40
chr9	33418843	33418993	id-102240	1.14e-06	+	CTGTCCTCCCCAGGGGCCGGCAATAGGGGGCGCAT	UpstreamP1_CTCF	20
chr9	33447438	33447588	id-102241	8.5e-06	-	CCTGCCCCGCCATGGGTCGACAGAAGGAGCTGGTG	Upstream_CTCF	38
chr9	33452879	33453029	id-102242	1.96e-07	-	ATGCTTTCTTCCGCCTTTGGCTCTAGGGGGCGCCA	UpstreamP1_CTCF	40
chr9	33466731	33466881	id-102243	1.04e-10	-	CTTGCACTTCCTGGCATGTCCAGCAGGCGGCGGTG	Upstream_CTCF	40
chr9	33498521	33498671	id-102244	2.02e-06	-	TTTCAATTTCCTTTTTTGTACAGTAGAGGGAGACA	UpstreamP1_CTCF	34
chr9	33517505	33517655	id-102245	3.66e-06	-	TTTTTCTGAGACTAGCTGACCACTAGGGGTCACCT	UpstreamP1_CTCF	40
chr9	33523398	33523548	id-102246	2.15e-05	-	GCGCGCCAGGCCTGAGGGCCCCCCTGGTGGTGCCA	V_CTCF_BR	31
chr9	33524125	33524275	id-102247	6.84e-06	-	CAGCTCAGCGCCAGCCCGGACTCCGGAAGGCGCCC	V_CTCF_BR	18
chr9	33599126	33599276	id-102248	7.23e-07	+	CCCGCTTTTCCAGTGTCAGCCAGCAGAGGGGCTCC	Upstream_CTCF	21
chr9	33604418	33604568	id-102249	1.72e-06	-	GGGGCAATTCCATGCAGGGTCCATAGAGGGAGCAG	Upstream_CTCF	40
chr9	33617653	33617803	id-102250	4.23e-08	+	GGGTCATGAGCAAAGATTACCACCAGGGGGCAGAC	V_CTCF_BR	40
chr9	33624073	33624223	id-102251	3.6e-07	+	GATGAATTCGCCCCTTTGACCACTAGAGGGTGATG	Upstream_CTCF	40
chr9	33677109	33677259	id-102252	3.97e-07	+	CGCCGCTTCTCCCCCCGCTCCAGGAGGGGGAGGTG	V_CTCF_BR	0
chr9	33719652	33719802	id-102253	8.08e-08	-	GGTGCAGTTCCACCATGGACCATGAGGGGCTGCTT	Upstream_CTCF	35
chr9	33720180	33720330	id-102254	4.3e-08	-	CTGCAGGCAGTCCCTCTGACCACAAGGGGGCCTGC	UpstreamP1_CTCF	40
chr9	33722174	33722324	id-102255	7.33e-10	-	GGCGGCCACAAGCGTTCTGCCGCCAGGGGGCGCCG	V_CTCF_BR	32
chr9	33738227	33738377	id-102256	6.43e-06	+	CTTTCTTACCTTGCTGCATCCACAAGAGGGAGCCT	V_CTCF_BR	40
chr9	33742583	33742733	id-102257	6.46e-07	+	TCCCCACATAATCAACCTACCACCAGGTGGCTGTG	V_CTCF_BR	22
chr9	33778862	33779012	id-102258	1.64e-06	-	TGGTAGTTTGTGCCGTGATCCAGTAGATGGCGCTT	UpstreamP1_CTCF	40
chr9	33785991	33786141	id-102259	1.64e-07	+	AGTGAAGAGCCACACAGTTCCACCAGGGGGAAGAC	Upstream_CTCF	40
chr9	33787949	33788099	id-102260	3.56e-06	+	CTTGCACTGCCACTGGGGGACCTCAGAGAGCAGCC	Upstream_CTCF	19
chr9	33813790	33813940	id-102261	4.23e-08	+	TGAGTGCTGTTTTTCTTTACCACCAGAGGGCACCA	V_CTCF_BR	40
chr9	33817773	33817923	id-102262	3.31e-06	-	TTGTAGAGGTCGGACTCGTCCACCAGGGTGATCCG	UpstreamP1_CTCF	37
chr9	33852340	33852490	id-102263	1.97e-06	-	ATACTCAAGTGGACAACTGTCACCAGGTGGCAGCA	V_CTCF_BR	39
chr9	33860301	33860451	id-102264	1.23e-05	-	GCGTAGTAACAGGTCACTACCACAGGATGCTGGAG	UpstreamP1_CTCF	36
chr9	33922088	33922238	id-102265	7.44e-06	+	CCAGCCCTTCCAGAGACTGCCCCTAGTGGCCCACT	Upstream_CTCF	40
chr9	33925265	33925415	id-102266	3.63e-06	+	GGACGGGAGCAGAGAAAGCCCAGAAGGGGGAGCAC	V_CTCF_BR	40
chr9	33942787	33942937	id-102267	1	+	NA	NONE	33
chr9	34011103	34011253	id-102268	5.08e-05	+	TTATTAATAATCGCATTTTGCTGTAGGGGGCAGTC	Upstream_CTCF	36
chr9	34023216	34023366	id-102269	1.21e-06	-	CTGTACATGCAGATTTTTATCACCAGATGGCACTC	UpstreamP1_CTCF	36
chr9	34074309	34074459	id-102270	2.6e-06	-	CAATGAATCCATCATATACCCAGTAGGGGGAGCCA	V_CTCF_BR	40
chr9	34125810	34125960	id-102271	1	+	NA	NONE	33
chr9	34126386	34126536	id-102272	1	+	NA	NONE	26
chr9	34139778	34139928	id-102273	3.36e-07	-	ACAAAAGCTGCTGTCCCAGGCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr9	34155711	34155861	id-102274	5.48e-05	-	CTTGGGCAGACACTTTAAGCCAGCAGGTGGGGCTA	Upstream_CTCF	24
chr9	34178854	34179004	id-102275	1	+	NA	NONE	14
chr9	34191657	34191807	id-102276	3.24e-06	-	TCTGGTTTTGTTTGGTTTGCCACCAGGAGTCACTG	Upstream_CTCF	36
chr9	34247918	34248068	id-102277	7.12e-06	-	ATGCAGTACTCTCACATACCCTACTGGTGGAAATG	UpstreamP1_CTCF	6
chr9	34253023	34253173	id-102278	4.02e-07	-	CTGACAGTGCCTCATCTGACCGCCAGGGGGCATCC	Upstream_CTCF	40
chr9	34253625	34253775	id-102279	1.04e-06	-	CCTGCAATCCAGTGTTGAGGCAGAAGAGGGTGCCT	Upstream_CTCF	38
chr9	34255458	34255608	id-102280	9.39e-07	+	ACTGCAACTGGCATACTTGGCACAAGATGGAGCCT	Upstream_CTCF	18
chr9	34256243	34256393	id-102281	3.47e-07	+	TGGCAAGGCTGCCTCTTGATCACCAGATGGCACTG	UpstreamP1_CTCF	40
chr9	34318362	34318512	id-102282	1.38e-06	-	ACCTCGGTCGCCAAGGCCACCGCCAGGAGGCAGAA	V_CTCF_BR	0
chr9	34332482	34332632	id-102283	4.41e-06	+	GTTAGCTTTCTAGAATTGTACAGCAGATGGCACTA	V_CTCF_BR	40
chr9	34337528	34337678	id-102284	3.22e-07	-	AGGGCAATTCTCAAGACTGCCAACAGATGGTAATG	Upstream_CTCF	32
chr9	34370976	34371126	id-102285	6.9e-05	-	ACCGCTGTTGCTTGAGCTGGCGGGCGAGGTCACCG	Upstream_CTCF	14
chr9	34375000	34375150	id-102286	1	+	NA	NONE	7
chr9	34376241	34376391	id-102287	7.82e-06	-	CAGCAGGGGCAGAGCCCAGACTCCACCTGGCGGAG	UpstreamP1_CTCF	32
chr9	34379440	34379590	id-102288	1.41e-09	-	GTGCACTGACAGGCACATACCACGAGGGGGAGCTA	UpstreamP1_CTCF	40
chr9	34400389	34400539	id-102289	2.72e-06	+	ATGCAAATAGAAACATGGGCCGGTAGGGGGCGTGT	UpstreamP1_CTCF	26
chr9	34403903	34404053	id-102290	2.93e-08	+	CTGCCATTACCACTCCAGGCCTCTAGGGGGTGCAA	UpstreamP1_CTCF	39
chr9	34426825	34426975	id-102291	2.41e-08	-	CTGCTGTTCCATCTTCCTAGCAGCAGGGGCCTCAC	UpstreamP1_CTCF	8
chr9	34437463	34437613	id-102292	9.71e-06	+	GTGACAATGCTCCAAAATGCCAAAAGGGGGCAGTG	Upstream_CTCF	40
chr9	34454744	34454894	id-102293	1.47e-05	-	TGCCTACTTGGAAAGATAAACTCTAGGGGGAGCAC	V_CTCF_BR	31
chr9	34457571	34457721	id-102294	6.21e-06	+	CCTGGTCTGCCTGCGCTCCCCACCGGAGAACGGAA	Upstream_CTCF	3
chr9	34492173	34492323	id-102295	2.83e-07	+	GTAAGGTTTGCTTATCTGACCTCCAGGTGGCAGTG	V_CTCF_BR	15
chr9	34500756	34500906	id-102296	8.2e-12	-	GCTGCAATGCCTATACTTACCAGCAGAGGGCAGTG	Upstream_CTCF	40
chr9	34501899	34502049	id-102297	1	+	NA	NONE	33
chr9	34519458	34519608	id-102298	4.14e-06	+	AGAGCTTTTTTGTGCTCTGCCTGCAGAGGGTAGAG	V_CTCF_BR	16
chr9	34541018	34541168	id-102299	1.21e-06	+	CCTGCAGCAGGCAGTCCAGCCCCTTGAGGGCAGAA	Upstream_CTCF	14
chr9	34546997	34547147	id-102300	8.62e-10	-	GCAGTGGCTTGGGGAATGGCCACCAGGGGGCAGGA	V_CTCF_BR	40
chr9	34548105	34548255	id-102301	7.55e-07	+	ATGAAGGGCAGGCAGGCGGCCGAGAGGGGGCAGCA	V_CTCF_BR	40
chr9	34562270	34562420	id-102302	7.58e-10	+	CCTGCATTTCTCAAGCTGGCCAACAGGGGTCACTC	Upstream_CTCF	40
chr9	34568290	34568440	id-102303	3.71e-05	-	GGTTAATCAGCTGGAATGGCCACACGGGGGAGGGA	Upstream_CTCF	1
chr9	34568802	34568952	id-102304	1	+	NA	NONE	1
chr9	34578638	34578788	id-102305	1	+	NA	NONE	3
chr9	34591787	34591937	id-102306	2.73e-07	-	AACGCACGTCCCGCACCGTCCGCCAGGTGTCGCTT	Upstream_CTCF	40
chr9	34599455	34599605	id-102307	3.18e-06	+	AGATCTCAAAGCCTGGACCCCACCAGAGGGAGGTG	V_CTCF_BR	2
chr9	34603762	34603912	id-102308	1.22e-08	-	CACTCACTTCTGGCTGTGGCCACAAGGTGGCAGCA	V_CTCF_BR	40
chr9	34612907	34613057	id-102309	7.8e-08	+	GCCAGAGCACTCCCTGAGACCACAAGGGGGCAGCA	V_CTCF_BR	40
chr9	34629126	34629276	id-102310	2.15e-05	+	TTCTTTCCAGCCAGCTTCGGGGGCAGGGGGCGCTG	V_CTCF_BR	2
chr9	34633982	34634132	id-102311	1.28e-06	-	AGAATCTTCCCCTGGCTGACCACAGGGTGGCAGTG	V_CTCF_BR	40
chr9	34646483	34646633	id-102312	2.37e-09	+	ACAGCTGTTCTGAGCCCCGCCCCCAGGTGGCAGGG	Upstream_CTCF	28
chr9	34646940	34647090	id-102313	4.88e-05	-	CCTCTCTCCTGGGTCTCACCCACCAGCAGGCCCAA	UpstreamP1_CTCF	40
chr9	34652127	34652277	id-102314	5.34e-06	+	GGGGCAGAGGGCGAGGGCGAGGGCAGAGGGCGCTG	V_CTCF_BR	6
chr9	34664403	34664553	id-102315	3.65e-07	+	GTCCCAGGCTGATTGGGTGACAGAAGGGGGCGGCA	V_CTCF_BR	40
chr9	34665282	34665432	id-102316	1	+	NA	NONE	9
chr9	34675209	34675359	id-102317	2.97e-06	+	GACTCTCAACCTCATGGGGCCTGCAGAGGGCGTCT	V_CTCF_BR	40
chr9	34684364	34684514	id-102318	2.27e-06	-	AGGACAGCAGCACTGCACAACTCCAGGGGGCACCA	V_CTCF_BR	4
chr9	34701372	34701522	id-102319	1.91e-09	+	ATGCATCTCCCTTCCTGGGCCTGCAGGGGGCGCCC	UpstreamP1_CTCF	40
chr9	34701566	34701716	id-102320	3.16e-05	+	CCCGCCGTCCCTGGGGTCCCCGCGCGCGGGCCGGG	Upstream_CTCF	1
chr9	34702223	34702373	id-102321	1.08e-08	-	CGCTCACTGCCCCGCTCGGCCACCAGGAGGCAGCA	V_CTCF_BR	39
chr9	34759555	34759705	id-102322	1	+	NA	NONE	2
chr9	34760567	34760717	id-102323	2.18e-07	+	CGGTAGACGGCAGCCAGAGACACTAGAGGGCAGCA	V_CTCF_BR	40
chr9	34809656	34809806	id-102324	1.84e-07	-	GCAGCAAGAACAGTGTCCGCCCGGAGGGGGCGCAG	Upstream_CTCF	29
chr9	34869481	34869631	id-102325	4.14e-05	-	AGGCAGGGGGAGCTGTTCTGCAGCAGGAGAAGGAG	UpstreamP1_CTCF	38
chr9	34896231	34896381	id-102326	1	+	NA	NONE	28
chr9	34899668	34899818	id-102327	5.08e-07	+	CAGTAGATGGCAGCCAGAGACACTAGAGGGCAGCA	V_CTCF_BR	40
chr9	34929612	34929762	id-102328	1.04e-06	-	ATAGCTGTTACATGGCGGGGCTGTAGGGGGCGACA	Upstream_CTCF	40
chr9	34958208	34958358	id-102329	2.64e-08	-	CGTGCTGGGCCGAGCGCCGGCAGCAGGCGGCGCGG	Upstream_CTCF	13
chr9	34985420	34985570	id-102330	6.47e-09	-	AGAGCAATGTTAGGGATGACCAGCAGAGGGCGTGC	Upstream_CTCF	40
chr9	34991766	34991916	id-102331	2.15e-05	-	TGCTGCCCCCACAGGCCCTGCTGCAGGTGGCTGGG	V_CTCF_BR	35
chr9	34992097	34992247	id-102332	1	+	NA	NONE	11
chr9	34994521	34994671	id-102333	2.89e-07	-	GGTGCAATTCCAAGACAGGTCACATGGTGGCATGG	Upstream_CTCF	40
chr9	35018641	35018791	id-102334	1	+	NA	NONE	10
chr9	35036464	35036614	id-102335	3.45e-05	-	AGCCTATCTTGGGGCAGGGCCGTCAGTGGGCGCTC	V_CTCF_BR	17
chr9	35051498	35051648	id-102336	5.63e-09	-	CCTTTAGTTCCACCCTTGGCCAGCAGGTGGTGAGT	Upstream_CTCF	39
chr9	35072058	35072208	id-102337	5.9e-06	-	CAGCTGCGCACCCGCGCGCCCCCTAGGCGGGGCTT	UpstreamP1_CTCF	39
chr9	35080054	35080204	id-102338	1	+	NA	NONE	19
chr9	35096170	35096320	id-102339	1.28e-06	-	CCCTTCGTCCCCTCGGTGCCCGCCAGGCGGCGCCG	Upstream_CTCF	40
chr9	35096584	35096734	id-102340	1.28e-06	-	CCAAACTTCCACCGAGGTGCCGGCAGATGGCGATG	V_CTCF_BR	39
chr9	35116931	35117081	id-102341	1.1e-06	+	GGGCGACGCTTCCCAGACACCGGTAGATGGCAGCA	V_CTCF_BR	40
chr9	35140476	35140626	id-102342	1.77e-05	-	GAAGTCTCTCCTAAGATGGCCACTAGGAGGGCTGA	Upstream_CTCF	13
chr9	35161989	35162139	id-102343	5.74e-05	-	GGGTAGCGGTGAGTACCGGCCGGCAGGCTGGGGAC	UpstreamP1_CTCF	36
chr9	35193837	35193987	id-102344	9.84e-05	+	CATGAAGAGGATCCCTGTTTCACTAGATGGTGCTG	V_CTCF_BR	29
chr9	35258954	35259104	id-102345	1.64e-05	-	TCACTTACAACACTGGGCGGCAGCAGTGGGCAATG	V_CTCF_BR	39
chr9	35277172	35277322	id-102346	2.19e-05	+	GTGTAATTTGCAGTATTTTCTGGAAGATGGCATCC	UpstreamP1_CTCF	4
chr9	35281273	35281423	id-102347	1	+	NA	NONE	24
chr9	35312034	35312184	id-102348	3.65e-05	-	CCCCAGTGGGCAACTGTCCCCGCCAGGGGAAATCT	UpstreamP1_CTCF	0
chr9	35385162	35385312	id-102349	5.96e-07	-	CTCTTCTACTGTTCTGCAGCCAGCAGATGGCAGAT	V_CTCF_BR	36
chr9	35415103	35415253	id-102350	1	+	NA	NONE	8
chr9	35415881	35416031	id-102351	3.09e-07	-	GGACTGTGTTGGCCTCTAGCCACAAGGTGGCACTT	V_CTCF_BR	24
chr9	35452619	35452769	id-102352	1	+	NA	NONE	36
chr9	35477354	35477504	id-102353	1.64e-06	-	AGGGCTTTTTCTTTATTAGCCACAAGAGGTCAGCA	Upstream_CTCF	40
chr9	35481489	35481639	id-102354	8.91e-07	+	CCTGCCCTACCCTGCCCTGCCTTTAGAGGGAGAGA	Upstream_CTCF	40
chr9	35489590	35489740	id-102355	1	+	NA	NONE	17
chr9	35489746	35489896	id-102356	7.46e-06	-	CTTCTGCGGCCCGCGCCCGCCCCCGCGGGGTGGTG	UpstreamP1_CTCF	17
chr9	35490023	35490173	id-102357	1.92e-06	-	CGGCGGCGGCGTGTCTCGCCCTCCAGGGGTCGCGT	UpstreamP1_CTCF	27
chr9	35511281	35511431	id-102358	1.2e-08	+	CCTGCTGTGGCTCCCACTGGCAGTAGAGGGAGCGC	Upstream_CTCF	35
chr9	35522279	35522429	id-102359	1.35e-05	+	CTGCCTTTGCCTAGGGTTCCCTGGAGGTGCCTCTG	UpstreamP1_CTCF	33
chr9	35538344	35538494	id-102360	7.44e-05	-	CCTGAAGCCCAGAAGGGAGGCTGCAGGGACCAGTC	Upstream_CTCF	8
chr9	35554063	35554213	id-102361	1.7e-05	-	ACTGTAGATCTCCGAATAAACGTAAGATGGCGCTA	Upstream_CTCF	40
chr9	35566573	35566723	id-102362	2.02e-06	-	CTGCCACATCCAACACTGGCCACTGGGTGTGGCAG	UpstreamP1_CTCF	27
chr9	35579758	35579908	id-102363	1	+	NA	NONE	2
chr9	35599928	35600078	id-102364	7.73e-06	-	TAGAACAGCTCAAAAGAAACCTGCAGGGGGCAGCT	V_CTCF_BR	37
chr9	35603564	35603714	id-102365	7.49e-05	-	ATTCGCAATCCTTCCACAGCCGGTGGAGGCAGGCC	V_CTCF_BR	14
chr9	35603974	35604124	id-102366	7.8e-08	+	CCCTCCGCCCACCGTTCCGCCGCTAGGTGGCAGGC	V_CTCF_BR	40
chr9	35611319	35611469	id-102367	3.71e-05	-	AGAGCTGCCTCAGTGAAGTACGCAAGGGAGCAGCG	Upstream_CTCF	40
chr9	35615427	35615577	id-102368	1.9e-06	+	GCCTCACTGCCTTGCCCCACCACCAGGTTGCACTC	Upstream_CTCF	5
chr9	35616911	35617061	id-102369	9.81e-06	+	GTAGGTGAATTGGGACCATCCGCAGGGGGGCGGTG	V_CTCF_BR	25
chr9	35646287	35646437	id-102370	1	+	NA	NONE	34
chr9	35646856	35647006	id-102371	5.55e-07	+	GTGGCAACTCCGCCCCTCGCCAGGCGGCGGCGCTG	Upstream_CTCF	40
chr9	35657736	35657886	id-102372	5.38e-05	+	CGGACACGCACTGCCTGCGTAACTAGAGGGAGCTG	V_CTCF_BR	34
chr9	35658592	35658742	id-102373	1.56e-05	-	ACGGCCGCGGTGTACAGCGCCCCCAGAGGCAGCGA	Upstream_CTCF	39
chr9	35661260	35661410	id-102374	1	+	NA	NONE	39
chr9	35665283	35665433	id-102375	1.23e-05	-	CTGCCCTGCCCTGCCTTGGCCGGCGCCGCGCACCT	UpstreamP1_CTCF	37
chr9	35675786	35675936	id-102376	6.05e-06	-	AGGGCCGGGCAGAAGGCGGCGAGCTGGGGGCGGAT	V_CTCF_BR	16
chr9	35692163	35692313	id-102377	1	+	NA	NONE	2
chr9	35696666	35696816	id-102378	9.71e-06	+	GCTGCTAGCACCTTCCTGGCCACTAGGGGAGCTCT	Upstream_CTCF	40
chr9	35712910	35713060	id-102379	2.46e-06	-	CTGCGGTCACTGGCCCAGGCCGCTAGGGGAGTCGC	UpstreamP1_CTCF	10
chr9	35716271	35716421	id-102380	1.82e-06	-	GTGCACACTCCCAGACTGGACCCTAGAGGGAAGTA	UpstreamP1_CTCF	22
chr9	35725471	35725621	id-102381	2.04e-05	+	GGAGTCAGACTCACGAGGACCAGCTGGGGCCTCTG	V_CTCF_BR	13
chr9	35727015	35727165	id-102382	3.97e-07	+	GCTAGAGGAGGCACTGGAGGCAGCAGGTGGCGCAC	V_CTCF_BR	29
chr9	35729826	35729976	id-102383	4.88e-05	+	ATGAGTATATGATTAGTAGCCACTAGGGGCAGATG	V_CTCF_BR	40
chr9	35732126	35732276	id-102384	1.84e-05	-	GCGCGGGCCCAGGGCGCCGCCCGCGGGTGGGGGAC	UpstreamP1_CTCF	22
chr9	35733250	35733400	id-102385	2.27e-05	+	GAGATTACTCTCACATTCCCCAGGTGGGGGCAGGA	V_CTCF_BR	28
chr9	35736207	35736357	id-102386	1.64e-07	+	CCTGCTATGTACTCCTCTGACACAAGGGGGAGCCT	Upstream_CTCF	40
chr9	35754516	35754666	id-102387	1.84e-05	+	CCTTTCTCCCCCACTGCCACCACCAGGGGTGTGTA	UpstreamP1_CTCF	4
chr9	35756647	35756797	id-102388	1.09e-06	+	CTTGCAAGCTAGAGCCAGCCCAATAGGGGGCGGAT	Upstream_CTCF	40
chr9	35759918	35760068	id-102389	1.24e-05	-	GAGGCTGAGGCGCTGAGTGACAGCAGCGGGAAATC	V_CTCF_BR	2
chr9	35787776	35787926	id-102390	7.55e-07	-	ACAGGTCCAAGAGAACCTGCCAACAGAGGGCAGAG	V_CTCF_BR	31
chr9	35790391	35790541	id-102391	3.16e-06	+	CTTAATTTCCCCCACCAAACCACTAGGTGTCGCCT	UpstreamP1_CTCF	40
chr9	35791068	35791218	id-102392	1.54e-05	+	GTGGAGTAAGCCGCACTGCCGTCGGGAGGGCGCTA	UpstreamP1_CTCF	10
chr9	35813565	35813715	id-102393	3.84e-06	-	CTGACATTCTCTATGAGGACCAGCAGGTGGGGTGC	UpstreamP1_CTCF	40
chr9	35814533	35814683	id-102394	1.17e-05	+	AAGAAGAGAAAGCTCATTTCCTGCAGGGGGCATCG	V_CTCF_BR	39
chr9	35815579	35815729	id-102395	1	+	NA	NONE	19
chr9	35816800	35816950	id-102396	6.39e-05	-	ACTGCAGCCTCTGGGGCCCAGAGAAGAGGCCATTC	Upstream_CTCF	26
chr9	35826083	35826233	id-102397	1.03e-06	-	AAGCCTGTACCCTGTTCTACCACTAGATGGAAGCA	V_CTCF_BR	40
chr9	35826358	35826508	id-102398	6.82e-05	+	TGAAGTAGTTCGAATCCCATCAGTAGATGGTAGCA	V_CTCF_BR	16
chr9	35835429	35835579	id-102399	9.81e-06	-	TGATTAACATTTGTGCCTTCCACTAGGAGGCGGCA	V_CTCF_BR	39
chr9	35859477	35859627	id-102400	6.43e-06	-	TCATGAGTGGGCAGACCTGCATGCAGATGGCAGCG	V_CTCF_BR	11
chr9	35882350	35882500	id-102401	1.01e-09	-	ACAGAGAAGGGCCTGATGGCCACCAGGGGGAGCCC	V_CTCF_BR	40
chr9	35903098	35903248	id-102402	3.63e-06	+	TGATTTATTTACAGTGTCACCACTAGGTGGTGCCA	V_CTCF_BR	38
chr9	35907278	35907428	id-102403	2.81e-06	-	CCTGCTGGTGCACACAGGACCTGCTGTGGGCAGGG	Upstream_CTCF	15
chr9	35907972	35908122	id-102404	4.5e-05	+	CTGCAGGAGGAGGGAGTGAGAGAGAGAGGGAGGCA	UpstreamP1_CTCF	21
chr9	35910991	35911141	id-102405	2.59e-06	-	AAGCGGTTTCTAGAAATGTCCACTTGAGGGTGCTG	UpstreamP1_CTCF	40
chr9	35920438	35920588	id-102406	2.6e-06	+	GATGGTCCCAGGAGAGCAGCCGGGAGGAGGCACTG	V_CTCF_BR	2
chr9	35945850	35946000	id-102407	4.41e-06	-	GTGACTCCCTGTAGACCGACCCACAGAGGGCGCAA	V_CTCF_BR	40
chr9	35955050	35955200	id-102408	4.04e-08	+	CTGAAGTTGGCTTGCATGGCCACTAGATGTCACTC	UpstreamP1_CTCF	40
chr9	36008854	36009004	id-102409	6.98e-07	+	TTCATGTGCCTCTTTCTCGCCACTAGAGGGTGCAC	V_CTCF_BR	40
chr9	36023542	36023692	id-102410	2.44e-07	-	TTGTCAGCTTCAGCAATGTCCACCAGGTGGCAGGT	Upstream_CTCF	40
chr9	36091805	36091955	id-102411	1.39e-05	+	GTTGAAGAAACCAAAGAAAACAGAAGAGGGCACCG	V_CTCF_BR	19
chr9	36100643	36100793	id-102412	6.84e-06	-	TCAGAGGAGACAAGGACAGCCAGTAGGTGGTGATG	V_CTCF_BR	24
chr9	36103122	36103272	id-102413	1.1e-06	+	AAGGGAAGTGTTCAGGCTGCCACCAGGGGGCATCT	V_CTCF_BR	40
chr9	36110571	36110721	id-102414	1	+	NA	NONE	36
chr9	36126127	36126277	id-102415	3.16e-05	+	GGAGTCAGGCCCACACACTCCCACAGAGGGTGCTC	Upstream_CTCF	1
chr9	36136294	36136444	id-102416	5.97e-08	-	AGGGGCGTTCCGGCCGGCGCCACCAGGGGACGGCC	Upstream_CTCF	34
chr9	36141452	36141602	id-102417	9.51e-07	+	CTGGCTCTTTCATGAGGAGCCTGGAGAGGGCAGAG	V_CTCF_BR	39
chr9	36148663	36148813	id-102418	9.41e-05	+	TGCCTCCTGGCCCCAGCACCCTCGTGGTGTAGCCA	V_CTCF_BR	12
chr9	36166271	36166421	id-102419	6.75e-05	+	CCTCTCTCCCCGCAAAGGACTCGCAGGGGTCAGGA	UpstreamP1_CTCF	16
chr9	36166615	36166765	id-102420	1.47e-05	-	CCGCCCGAACCCAGTCCAGCCACGCGGTGGCGCTG	V_CTCF_BR	40
chr9	36190433	36190583	id-102421	1.54e-05	+	ATTCAATCTTCTAATAATCCCGGGAGGGGGCGCAA	UpstreamP1_CTCF	40
chr9	36191018	36191168	id-102422	3.71e-05	-	TCCGTTCCCCAGCGCGGGACCGCCAGGGGCGCCGG	Upstream_CTCF	34
chr9	36205307	36205457	id-102423	2.89e-07	+	GCTGTTGTTGAGCCTGTGGTCAGTAGGTGGTGCTG	Upstream_CTCF	39
chr9	36248161	36248311	id-102424	3.88e-07	+	CTGCATTAATATATTCATGCCACAAGGGTGCACTA	UpstreamP1_CTCF	36
chr9	36328932	36329082	id-102425	2.01e-05	-	GTATTTATGCATGACATTTACACCAGGAGGCGCTG	Upstream_CTCF	39
chr9	36336646	36336796	id-102426	1.7e-05	+	AATGAGGTAACCAAATGTACCAACAGGGGGACAAA	Upstream_CTCF	11
chr9	36345410	36345560	id-102427	3.45e-05	-	GGGGTGTTAACTGGCACTGAGAGTAGAGGGAGGCC	V_CTCF_BR	22
chr9	36400290	36400440	id-102428	1.37e-05	-	GGAGCCGCCGGCCCGCTGCCCGGCAGATGGCCTCG	Upstream_CTCF	18
chr9	36400944	36401094	id-102429	2.19e-05	-	AGGGGAGTCGCCTGCGCGCGCAGCGGAGGCCAGTG	Upstream_CTCF	14
chr9	36407148	36407298	id-102430	3.33e-08	+	CGGCTATAGCAGCTAGAGACCAGAAGAGGGCAGCA	UpstreamP1_CTCF	40
chr9	36407580	36407730	id-102431	1	+	NA	NONE	32
chr9	36450249	36450399	id-102432	2.18e-07	-	CAGCCATGTTGCTCTCTTGCCACCTGGTGGCAGCA	V_CTCF_BR	40
chr9	36456573	36456723	id-102433	8.02e-05	-	TATTCATTAGATTTAGTGTCCAGTAGGTTGAGAGG	Upstream_CTCF	3
chr9	36487927	36488077	id-102434	1.63e-05	+	GCTGCGCAGGGGTTCGCGCCCGCGAGGGGGCCGGA	Upstream_CTCF	27
chr9	36542485	36542635	id-102435	7.73e-05	-	GCTCCTCTGTGCATTAGCACCACTAGGAGGGCCTG	Upstream_CTCF	6
chr9	36555938	36556088	id-102436	7.49e-07	-	CGGCTATGGCATGCTGCTACCACCCGGTGGCAGCA	UpstreamP1_CTCF	40
chr9	36568112	36568262	id-102437	2.53e-05	+	CTAAAAATACAAAAATTAGCCGCATGGTGGCGCAC	V_CTCF_BR	7
chr9	36597549	36597699	id-102438	4.34e-07	+	TTGCAGTTTGAGTATATTGCCACTAGATGATGCCT	UpstreamP1_CTCF	40
chr9	36633023	36633173	id-102439	8.59e-05	+	TCTAGCTACTTTTTAATGGCCACTAGGTGGACCCA	V_CTCF_BR	38
chr9	36637986	36638136	id-102440	1	+	NA	NONE	14
chr9	36645994	36646144	id-102441	3.31e-06	-	CAGCATCCCTGGCCTCCACCCGCTAGATGGCATTA	UpstreamP1_CTCF	1
chr9	36666906	36667056	id-102442	1	+	NA	NONE	5
chr9	36729021	36729171	id-102443	2.5e-09	-	GCTGGCATTTGGCAACTGGCCAGCAGGGGGCAGGA	V_CTCF_BR	40
chr9	36773072	36773222	id-102444	3.81e-05	-	CTTTCATCCTCATTTTAACCCTCGAGGTGGCACTG	V_CTCF_BR	1
chr9	36788664	36788814	id-102445	4.31e-05	+	GTGCTCTCACTCAAATTTCCCAGCGGCTGTTCGTG	UpstreamP1_CTCF	38
chr9	36793386	36793536	id-102446	1.3e-07	+	GGACAGTTCCACAACTTGGCCACCAGGGGCCCCCA	UpstreamP1_CTCF	38
chr9	36798359	36798509	id-102447	1.55e-05	+	GAATGTTTATCATGACATTCCGGCAGATGGCAGCA	V_CTCF_BR	25
chr9	36832259	36832409	id-102448	1.41e-05	+	TTGCACACTCTGACATCGCCCGGCAGGGGCAGAGC	UpstreamP1_CTCF	5
chr9	36834007	36834157	id-102449	2.96e-05	+	AAATACTCAATGTCCAAGGCCACTAGAGGGTGAAA	V_CTCF_BR	18
chr9	36849801	36849951	id-102450	1.59e-06	-	AGACACCATCCCAGAGTCCCCAGCAGGTGGCTGAA	V_CTCF_BR	7
chr9	36855569	36855719	id-102451	5.01e-06	+	AAGATCAACACCCCAGACGCCGCCTGGTGGCGGTC	V_CTCF_BR	38
chr9	36862251	36862401	id-102452	2.6e-06	+	GACGATGCATCCCGATTCTCCACAAGGGGGAGCCT	V_CTCF_BR	40
chr9	36866936	36867086	id-102453	2.46e-06	-	TTGTAGGCTGTAGAGCTGGCCACTGGGGGCAGCGG	UpstreamP1_CTCF	33
chr9	36873391	36873541	id-102454	5.72e-09	+	GTGGCAGAGTGACTGGAGGCCACCAGAGGGCAGCA	V_CTCF_BR	40
chr9	36895994	36896144	id-102455	1.48e-06	+	ATGCCCAACCCCAGGCCACCCACCAGAGGGAGATC	V_CTCF_BR	14
chr9	36898627	36898777	id-102456	9.39e-07	+	TTTGCCCGCTCTCCGAACACCAGCAGGAGGCACCC	Upstream_CTCF	1
chr9	36905444	36905594	id-102457	3.09e-06	-	CGGGTGCTTCTGTCATTTGCCCAGAGGTGGCGGCA	Upstream_CTCF	18
chr9	36905594	36905744	id-102458	1.13e-05	+	GGGCAGCTTCATAGATAGGCAGATAGAGGGCAGTG	UpstreamP1_CTCF	14
chr9	36905773	36905923	id-102459	7.62e-07	-	GGTGCAATTCCATCATTGAACAGATGGGGAGGCTG	Upstream_CTCF	28
chr9	36911159	36911309	id-102460	1.61e-05	+	CAGTGAGGGCAGGGACTGTCCACCAGGGGCACCAT	UpstreamP1_CTCF	23
chr9	36913974	36914124	id-102461	1.39e-05	+	AATGGGGTGGGTAACTGCACCTCCAGAGGGCGTTT	V_CTCF_BR	36
chr9	36969223	36969373	id-102462	4.01e-05	+	AGATCCCCTCAACTCTGCCCCTCTAGGGGGCGTCT	Upstream_CTCF	18
chr9	36974888	36975038	id-102463	1.82e-07	-	GGCAGGAGAGAAGGGCATGCCAGCAGAGGGAGCAG	V_CTCF_BR	33
chr9	36976959	36977109	id-102464	1.14e-06	-	ATTCACTTGTCTTCATCCTCCAGTAGGGGACGGGG	UpstreamP1_CTCF	4
chr9	36980304	36980454	id-102465	8.21e-06	+	GCCATAAATAAAGCAGGTGCCTCTGGGGGGAGCCA	V_CTCF_BR	26
chr9	36991681	36991831	id-102466	2.17e-09	-	AGACACTTCCCAGCACCAGCCACCAGGTGGCACCA	V_CTCF_BR	40
chr9	36995935	36996085	id-102467	8.81e-07	+	GCCCTTCATTCTGCAGCCGACACCTGGGGGCACTG	V_CTCF_BR	40
chr9	37000045	37000195	id-102468	4.43e-05	-	TCTCTGGATTCCTGCAGTGGCCCTAGGGGGAGGTA	V_CTCF_BR	13
chr9	37026510	37026660	id-102469	2.91e-05	+	AGTGTATTTCCATCGGGGCGCTCCAGACTGCAGGC	Upstream_CTCF	5
chr9	37029427	37029577	id-102470	1	+	NA	NONE	3
chr9	37034773	37034923	id-102471	1	+	NA	NONE	33
chr9	37036491	37036641	id-102472	2.38e-07	-	CGGGCCCGCGAGGTTTTGACGACCAGCGGGCGCCC	V_CTCF_BR	4
chr9	37180252	37180402	id-102473	3.63e-05	+	AGAATTCTCCTGTAAACGTCCTCTAGGGGGAAAAA	V_CTCF_BR	6
chr9	37195277	37195427	id-102474	1	+	NA	NONE	0
chr9	37210055	37210205	id-102475	1.26e-07	-	CCAGGGAGATGAGAGCCAGCCACTAGAGGGAAGAC	V_CTCF_BR	38
chr9	37262524	37262674	id-102476	8.16e-07	-	TTCTGGAAGGCATAGATGACCAGGAGAGGGCAGCT	V_CTCF_BR	40
chr9	37295901	37296051	id-102477	1.46e-07	-	CAGCAGTTTTCTCACTTGACCTCTAGGAGGCATTT	UpstreamP1_CTCF	36
chr9	37301667	37301817	id-102478	7.12e-06	-	CTGTCACAACCCTCTCACACCTCCAGGAGGATCCA	UpstreamP1_CTCF	15
chr9	37309141	37309291	id-102479	1.73e-05	-	GGAAGGACTATGAGCCTTGCCACAAGGAGTCAGTA	V_CTCF_BR	40
chr9	37329701	37329851	id-102480	4.21e-05	-	GTGTGAGGGCTACTAGGAGTCAATAGATGGCAGTC	V_CTCF_BR	39
chr9	37333370	37333520	id-102481	3.63e-06	-	TACTGGTCTTTGCCCCTAGCCACTAGGGGCAGGAA	V_CTCF_BR	28
chr9	37364856	37365006	id-102482	1.48e-06	-	CTGTTAGACTGAGGGGTGCCCACAGGGAGGCAGTG	UpstreamP1_CTCF	35
chr9	37369560	37369710	id-102483	4.5e-05	-	CTGCTCCAATCTCCACAGGCTCCCTGGTGGTGGAG	UpstreamP1_CTCF	9
chr9	37371057	37371207	id-102484	1	+	NA	NONE	5
chr9	37374977	37375127	id-102485	4.7e-06	-	GCTGAGGCCTCCTCCTTGGCTTGCAGGTGGCTGCC	V_CTCF_BR	1
chr9	37378820	37378970	id-102486	1	+	NA	NONE	2
chr9	37386296	37386446	id-102487	2.81e-08	-	GCAGCATCACTCACAATAGCCACAAGGTGGAAGCC	Upstream_CTCF	33
chr9	37390819	37390969	id-102488	3.88e-06	-	GGTGAGGAACTCGGGAAGGTCTGCAGGTGGCGCTG	V_CTCF_BR	39
chr9	37407595	37407745	id-102489	1	+	NA	NONE	37
chr9	37410960	37411110	id-102490	7.55e-07	-	TAAATCAGGAGCCAACCCTCCACCAGAGGGAGCGG	V_CTCF_BR	40
chr9	37411389	37411539	id-102491	6.39e-08	-	CCCCAGGGCAGAGTCATGACCAACAGGGGGCAGCC	V_CTCF_BR	33
chr9	37415323	37415473	id-102492	8.52e-08	+	TCGCAGTACACAAAAGTGCCCACTAGGTGGTGAAA	UpstreamP1_CTCF	40
chr9	37430911	37431061	id-102493	8.58e-08	-	TCAGCAGTGTGGGAGGCGGCCTCCAGAGGGCCCTT	Upstream_CTCF	35
chr9	37450049	37450199	id-102494	6.51e-05	-	AGCTTCTGAAAGGAAACGACCAGCCGGTGGCAGAA	V_CTCF_BR	2
chr9	37480913	37481063	id-102495	1.15e-06	+	ATTGTCTTGCCTAAGCCCCCCAGTAGGTGGGACCA	Upstream_CTCF	13
chr9	37482428	37482578	id-102496	1.16e-05	+	TTAGTGTTATCCTGAAACACCAGCAGATGGAGATA	Upstream_CTCF	40
chr9	37508955	37509105	id-102497	1.15e-07	-	CCCACTCAGCCACATGCCACCTGCAGATGGCACTG	V_CTCF_BR	14
chr9	37511114	37511264	id-102498	3.4e-06	-	CCTGTGGGGCCTTCACCAGCCTGCTGGGGTCACTG	V_CTCF_BR	37
chr9	37520772	37520922	id-102499	1	+	NA	NONE	14
chr9	37582673	37582823	id-102500	3.95e-09	+	ACTGCAGTATACACAATAGCCAGCAGATGTCAGAA	Upstream_CTCF	40
chr9	37594593	37594743	id-102501	3.63e-06	-	ATACTCGTCCCTCATCACACCACTAGTTGGCAGCA	V_CTCF_BR	40
chr9	37596112	37596262	id-102502	1	+	NA	NONE	3
chr9	37599301	37599451	id-102503	6.9e-05	-	GCTGGACTGCCCAGACTGGACTGCAGTGGCGCTAT	Upstream_CTCF	2
chr9	37650776	37650926	id-102504	7.42e-09	+	CGGGGCGGGGGTCGCGGCGCCGGCAGCTGGCGGCC	V_CTCF_BR	5
chr9	37668459	37668609	id-102505	1.96e-08	+	CTGGGATGGAGGGGAGCTGCCAGCAGGGGGAAGAG	V_CTCF_BR	31
chr9	37679021	37679171	id-102506	3.84e-06	-	ATGCAACCACAGTGTCTGCCCACCAGGAGCTCCAA	UpstreamP1_CTCF	6
chr9	37747272	37747422	id-102507	4.28e-10	+	CTGCAGCAAGCATAGGTTGCCACTAGGTGGCAGGA	UpstreamP1_CTCF	39
chr9	37747811	37747961	id-102508	8.9e-05	-	GAGCTCACACTGGTCAGGAGCACCAGAGGGACAAG	UpstreamP1_CTCF	4
chr9	37753589	37753739	id-102509	1.26e-05	-	GCTTCTACTCCCAGCCCTGGCGGTAGGGAGCTGCG	Upstream_CTCF	28
chr9	37773955	37774105	id-102510	5.38e-05	-	AGCAAGGCCCTGTCTTGGACGGGGTGGGGGCGCTG	V_CTCF_BR	0
chr9	37784828	37784978	id-102511	3.42e-05	+	CCTTCCGCGTCCTCCTGTTCCGGCAGGAGCAGCTC	Upstream_CTCF	25
chr9	37785666	37785816	id-102512	1	+	NA	NONE	37
chr9	37787191	37787341	id-102513	2.27e-06	-	CTCTCGACAGGGCGCAAGACCGCCAGGTGGCGAAA	V_CTCF_BR	3
chr9	37800645	37800795	id-102514	2.1e-05	-	GCCGCCCCTCGGCCACCGTCCGCCGGGGACCGGGA	Upstream_CTCF	26
chr9	37859161	37859311	id-102515	4.88e-05	+	CAAGCAATTCACAAAGGATCTGACAGAGGGAGCTC	Upstream_CTCF	36
chr9	37904337	37904487	id-102516	1.19e-06	+	CGCGTTCTCTAGCGCGCTGCCTGCAGGGGGCGTCT	V_CTCF_BR	40
chr9	37913702	37913852	id-102517	5.97e-08	+	GCTGCAATACTAAAGAAAACCACACGAGGGCACTA	Upstream_CTCF	40
chr9	37916619	37916769	id-102518	2.27e-05	+	CTACGCTGTGAGCCTCTCTCCAGGAGAGGGTGTCA	V_CTCF_BR	5
chr9	37921646	37921796	id-102519	1	+	NA	NONE	18
chr9	37938524	37938674	id-102520	3.16e-05	+	CGGGCAGTTGGAATGCTTCCCTGGTGGCGGAGCCG	Upstream_CTCF	11
chr9	37941426	37941576	id-102521	5.34e-06	-	CATGTGCCCCATGACTCCCCCAACAGAGGGAGCTC	V_CTCF_BR	15
chr9	37949403	37949553	id-102522	4.3e-06	+	AGTGACATTTCAGTGCAGACCTGCAGGAGGCAAGG	Upstream_CTCF	11
chr9	37950867	37951017	id-102523	3.88e-06	-	GCAGGACACTCTGAGACAGGCACCAGGAGGCAGCA	V_CTCF_BR	13
chr9	37957521	37957671	id-102524	4.01e-05	-	TGTCATCGCGGGTGGACTACCTGTTGGTGTCACTG	V_CTCF_BR	7
chr9	37965352	37965502	id-102525	2.84e-05	-	ATGCTGTATACCTGTCTCCTCACTAGGTGAGGCAG	UpstreamP1_CTCF	2
chr9	37969089	37969239	id-102526	6.49e-06	+	CATGCGATACCTCTTGAGGGCTGTGGGGGGATGAG	Upstream_CTCF	18
chr9	37972512	37972662	id-102527	8.98e-06	+	ATGCAGGAAACTCGACAGACCTATAGGGGCAGCAG	UpstreamP1_CTCF	39
chr9	37985028	37985178	id-102528	1.06e-05	+	CATGCACAGAAACACCCAACCAACAGAGGGTGGGC	Upstream_CTCF	18
chr9	37994700	37994850	id-102529	1	+	NA	NONE	9
chr9	37995418	37995568	id-102530	6.19e-06	+	CTGCTTTTCCCAGCTCTGGCCACTGTCAGTCAGTC	UpstreamP1_CTCF	2
chr9	38000502	38000652	id-102531	1	+	NA	NONE	26
chr9	38012654	38012804	id-102532	3.8e-07	-	AAGGCTGTGCCCTCCGTGTGCCGCAGGTGGCGTAC	Upstream_CTCF	0
chr9	38017449	38017599	id-102533	4.85e-07	+	ATGTGATGCCCGGAAAGGGACAGCAGGCGGCAGCT	UpstreamP1_CTCF	28
chr9	38020504	38020654	id-102534	6.82e-05	-	TTTCCTCCATGTCTTAGATCCTGGAGATGGCACGT	V_CTCF_BR	3
chr9	38025300	38025450	id-102535	6.9e-05	+	CCTTCCTCTCAGGCTTCCTGCTCTAGGGGGTACGA	Upstream_CTCF	29
chr9	38030756	38030906	id-102536	2.34e-06	+	CTGTAATCCCCTCCTCTTGCCAGCAGGGCACCATT	UpstreamP1_CTCF	29
chr9	38045396	38045546	id-102537	4.21e-05	+	CTAAAAATATAAAAATTAGCCGATAGGTGGCGCGC	V_CTCF_BR	0
chr9	38058529	38058679	id-102538	1.24e-05	-	AACCCTGCATGAGATGGGGGCAGCAGAGGGTTCTG	V_CTCF_BR	5
chr9	38066706	38066856	id-102539	3.45e-05	+	AAAAAAGATCCCTTTCCAAGCACCAGATGGCAGGT	V_CTCF_BR	36
chr9	38068730	38068880	id-102540	1.67e-07	-	CGCCGGAGCCAGAGAGCTGCCGGCAGGAGGCGGCG	V_CTCF_BR	40
chr9	38088071	38088221	id-102541	6.64e-11	+	GGTGCACCTCTCCGAGTGGCCACAAGGGGGCGAGA	Upstream_CTCF	40
chr9	38125053	38125203	id-102542	2.81e-06	+	CCTTTGTTTCCTCATCTGTCCAGTAGGGGTAAGAA	Upstream_CTCF	11
chr9	38133747	38133897	id-102543	2.81e-05	-	CATGTCAAGAGCTGAACAGCCACTTGGGGGCTAGG	V_CTCF_BR	19
chr9	38154562	38154712	id-102544	1	+	NA	NONE	10
chr9	38160735	38160885	id-102545	1.99e-07	-	GACGATCTCTTAGCCTCTGCCAACAGGGGGCGCTA	V_CTCF_BR	40
chr9	38165917	38166067	id-102546	1	+	NA	NONE	1
chr9	38263678	38263828	id-102547	7.02e-05	-	AATCACTGTCTTCTTTTTGGCTCTAGATGGCATCT	UpstreamP1_CTCF	37
chr9	38334359	38334509	id-102548	4.68e-07	+	GATTTATTGGCTCATGTGACCAGAAGAGGGCAGGG	V_CTCF_BR	39
chr9	38339373	38339523	id-102549	1	+	NA	NONE	10
chr9	38349229	38349379	id-102550	1	+	NA	NONE	9
chr9	38361619	38361769	id-102551	1	+	NA	NONE	4
chr9	38363136	38363286	id-102552	7.12e-06	-	AGGTGCTTTCCACTGATGTCCACTGGAGGGTACTG	UpstreamP1_CTCF	40
chr9	38371586	38371736	id-102553	5.68e-06	+	AGGTGAACAACCTAATCTCACAGCAGGTGGCAGCC	V_CTCF_BR	37
chr9	38380388	38380538	id-102554	1	+	NA	NONE	7
chr9	38392882	38393032	id-102555	6.15e-05	-	CCTGTAGCGTCACCCAGAGGCGGGGGATGGGATTA	Upstream_CTCF	36
chr9	38400752	38400902	id-102556	2.6e-07	-	GAATTAATGAATCAGGTGGCCACCAGAGGTCAGCC	V_CTCF_BR	40
chr9	38417104	38417254	id-102557	2.32e-08	+	CCAGCAATCTCACCAGCTGCCAGATGGTGGCGCTG	Upstream_CTCF	39
chr9	38433041	38433191	id-102558	6.47e-09	-	TCTGTAATTCCAGCATTACCCACAAGGTGGCAATT	Upstream_CTCF	40
chr9	38576494	38576644	id-102559	3.42e-05	-	ATTGTGATCTTTGGTATTATCACTAGAGGGTGCCT	Upstream_CTCF	3
chr9	38620607	38620757	id-102560	5.72e-09	+	CGCTCCCAAGCCCTCGTGGCCGGCAGGGGGCACCT	V_CTCF_BR	39
chr9	38620977	38621127	id-102561	5.34e-06	+	GCGCCTGCAGCTTGGGCGCCCAGGTGGTGGAGCAC	V_CTCF_BR	18
chr9	38642085	38642235	id-102562	7.11e-06	+	GCAGAAGTTGGAGAGGAGTGCACTAGATGGGGCTG	Upstream_CTCF	40
chr9	38642698	38642848	id-102563	6.43e-06	-	TGGAAAATTCCGAAGACTGCCAGCAGGTGTCACTT	V_CTCF_BR	40
chr9	38663353	38663503	id-102564	7.73e-05	+	ACTGCAGGCTGCTGGAAAGACTGAGGGTGGAGCTG	Upstream_CTCF	35
chr9	38672458	38672608	id-102565	7.8e-08	-	GTCTCTGCGGGGTACAGACCCAGCAGGGGGCAGCA	V_CTCF_BR	37
chr9	38700894	38701044	id-102566	3.28e-05	+	AACATCTTGCCAGATTAGCCCAGCAGAGGGAGAGG	V_CTCF_BR	17
chr9	38708083	38708233	id-102567	7.1e-07	-	CTGCAGATAGAGAATGCATCCACTAGGAGGGGCAG	UpstreamP1_CTCF	36
chr9	38727502	38727652	id-102568	1.97e-06	+	GGTTCCTGGGGCCATGAAGCCACTAGAAGGCAGCG	V_CTCF_BR	35
chr9	38764805	38764955	id-102569	1	+	NA	NONE	1
chr9	40633710	40633860	id-102570	9.51e-07	+	ACCGCGCCGTCAGCCTCCGCCTGCAGGTGGAGAAC	V_CTCF_BR	25
chr9	41973556	41973706	id-102571	8.16e-07	-	TTTGCTTGATTTTGACTGAACACCAGAGGGCAGTG	V_CTCF_BR	19
chr9	42322516	42322666	id-102572	3.18e-06	-	GCGCGAGCCTCGGGAGACGCCAGCAGGGGTTGCGG	V_CTCF_BR	16
chr9	42368006	42368156	id-102573	4.14e-06	-	CGCTCCCTGGCGGCGCGCGCCAGCAGGTGGGGCTG	V_CTCF_BR	14
chr9	43133743	43133893	id-102574	4.14e-06	-	CACGCCCGGAGCTGCAGCCCCACCTGCTGGCGCGC	V_CTCF_BR	31
chr9	43498100	43498250	id-102575	3.73e-06	-	TTTGTGATGTTTCCATCAGACAGCAGGCGGCACCA	Upstream_CTCF	16
chr9	43653838	43653988	id-102576	1.19e-06	+	TTTGCTTAATTTTGACTGAACACCAGAGGGCAGTG	V_CTCF_BR	6
chr9	43686471	43686621	id-102577	3.56e-06	+	AGTGCTGTTCTGCCTGTGGGCTCAAGGGTGGGTTG	Upstream_CTCF	9
chr9	44118685	44118835	id-102578	4.99e-07	-	ACCGCGGTGCAGGCGCGCGCCACCAGGGAGCGTCT	Upstream_CTCF	25
chr9	44164157	44164307	id-102579	1.47e-05	+	GCGCGAGCCTCAGGAGACGCCAGCAGTGGTTGCGG	V_CTCF_BR	12
chr9	44172275	44172425	id-102580	3.41e-07	-	CTAGAGATGCCGGCAGTGACCACTAGAGGGTGGAA	Upstream_CTCF	29
chr9	44211553	44211703	id-102581	1	+	NA	NONE	11
chr9	44227375	44227525	id-102582	2.78e-09	-	GTGCAATACATAACATCCGCCGCCAGGTGGAGCCC	UpstreamP1_CTCF	40
chr9	44435874	44436024	id-102583	2e-06	-	CCTGCATCACTGGCACCACCCACTTGGTGTCAAGG	Upstream_CTCF	27
chr9	44758374	44758524	id-102584	3.18e-06	-	GGAAACATTGGCCGAGCCCTCAGCAGGGGGCAGTG	V_CTCF_BR	4
chr9	44877920	44878070	id-102585	1	+	NA	NONE	0
chr9	44993149	44993299	id-102586	1	+	NA	NONE	16
chr9	47185625	47185775	id-102587	1.17e-05	+	AAACTGTCCACCCGAGGGAGCGGAAGGTGGCAGTA	V_CTCF_BR	4
chr9	47204365	47204515	id-102588	1.64e-05	+	AGAACACTTGTGAATGGAAACTCTAGATGGCAGCC	V_CTCF_BR	19
chr9	65613978	65614128	id-102589	2.97e-06	-	AAAAAATGCTCTTATGTCTCCAGCAGGGGGAGGGA	V_CTCF_BR	33
chr9	66455376	66455526	id-102590	1	+	NA	NONE	17
chr9	66457046	66457196	id-102591	3.56e-05	-	TCTCCCTTGCTCTCCTTCTGCAGCAGGAGGAGCTG	Upstream_CTCF	13
chr9	66458440	66458590	id-102592	3.47e-07	+	CTGCTGTTGTTGGGGGGCGCCGCCGGAGGCCTCTG	UpstreamP1_CTCF	23
chr9	66823455	66823605	id-102593	1	+	NA	NONE	0
chr9	66833069	66833219	id-102594	1	+	NA	NONE	0
chr9	66833400	66833550	id-102595	1	+	NA	NONE	0
chr9	66835231	66835381	id-102596	1	+	NA	NONE	0
chr9	66835578	66835728	id-102597	1	+	NA	NONE	0
chr9	66843784	66843934	id-102598	1	+	NA	NONE	0
chr9	67926408	67926558	id-102599	4.14e-06	-	CGCTCCCTGGCGGCGCGCGCCAGCAGGTGGGGCTG	V_CTCF_BR	14
chr9	68324869	68325019	id-102600	9.51e-07	+	CAGACAACTTTCATTTCCAACAGCAGAGGGCGCTG	V_CTCF_BR	11
chr9	68413378	68413528	id-102601	4.65e-05	-	GTTTGGGGCAGGGTGGGGGCAGGGTGGGGGCAGGG	V_CTCF_BR	0
chr9	68414011	68414161	id-102602	5.92e-05	+	TGTGCAGCCTGGCTGGGCTGGAGCAGGGGGATGAC	Upstream_CTCF	22
chr9	68415841	68415991	id-102603	1	+	NA	NONE	7
chr9	68417981	68418131	id-102604	1	+	NA	NONE	14
chr9	68418645	68418795	id-102605	1	+	NA	NONE	23
chr9	68420222	68420372	id-102606	1	+	NA	NONE	16
chr9	68420547	68420697	id-102607	1	+	NA	NONE	24
chr9	68421833	68421983	id-102608	1	+	NA	NONE	4
chr9	68425443	68425593	id-102609	1	+	NA	NONE	25
chr9	68425882	68426032	id-102610	1	+	NA	NONE	13
chr9	68455407	68455557	id-102611	6.43e-06	-	GCACGAATCCTCAGGGGCTCCTCGAGAGGGTGCCA	V_CTCF_BR	17
chr9	68477280	68477430	id-102612	1	+	NA	NONE	34
chr9	68485010	68485160	id-102613	2.6e-05	+	ATTCACTTTATTTGTTTGTCCACAAGATGCTGCTG	UpstreamP1_CTCF	26
chr9	68495832	68495982	id-102614	9.71e-06	-	GGCACAACTCCCAGTTTGACCAGCAGGGGGTCATG	Upstream_CTCF	10
chr9	68726338	68726488	id-102615	1.48e-06	-	CTGCTGGGGAGCTATGGCGGCTGCAGAGGGCCGAA	UpstreamP1_CTCF	40
chr9	69065363	69065513	id-102616	1.48e-06	-	CTGCTGGGGAGCTATGGCGGCTGCAGAGGGCCGAA	UpstreamP1_CTCF	37
chr9	69381631	69381781	id-102617	5.68e-06	+	CACGCCCAGAGCTGCAGCCCCACCTGCTGGCGCGC	V_CTCF_BR	38
chr9	69784675	69784825	id-102618	5.53e-08	-	TTGCTATGCCAAAAACCTGCCTCTAGATGGCAAAC	UpstreamP1_CTCF	22
chr9	69824491	69824641	id-102619	1	+	NA	NONE	12
chr9	70671495	70671645	id-102620	4.31e-07	+	TGGACACCTTTCATTCCCAACAGCAGAGGGCGCTG	V_CTCF_BR	8
chr9	70709586	70709736	id-102621	2.31e-07	+	CTAGAGATGCCCACAGTGACCACTAGAGGGTGGAA	Upstream_CTCF	38
chr9	71032206	71032356	id-102622	1	+	NA	NONE	39
chr9	71122488	71122638	id-102623	2.37e-05	-	TACTAAATTCCTTTCAACACCACTAGAGGGAAATC	Upstream_CTCF	39
chr9	71145559	71145709	id-102624	9.71e-06	+	TTGGTGGTACAGCTATGGGCCAGATGGTGGAGGGG	Upstream_CTCF	14
chr9	71175062	71175212	id-102625	4.24e-07	-	GCTTTCGTGTTAGATTCTGCCAACAGGGGGCACCA	Upstream_CTCF	40
chr9	71183084	71183234	id-102626	1.84e-06	-	ATGGGATGTCCCACCAGCACCACAGGAGGGCGCAC	V_CTCF_BR	40
chr9	71189183	71189333	id-102627	4.88e-05	-	TTTTCAAAAGATTGATTTGCCTGTAGGGGGAGTAA	V_CTCF_BR	32
chr9	71198170	71198320	id-102628	3.16e-06	+	TAGCACACGGCCCTCCCCACCACCAGGGGACAGCG	UpstreamP1_CTCF	38
chr9	71199470	71199620	id-102629	7.12e-06	+	CCGATGAAACTCGACATGACCACTAGAGGGGGGCA	UpstreamP1_CTCF	40
chr9	71247940	71248090	id-102630	1	+	NA	NONE	0
chr9	71268310	71268460	id-102631	1	+	NA	NONE	2
chr9	71293448	71293598	id-102632	1	+	NA	NONE	39
chr9	71300822	71300972	id-102633	4.1e-06	-	GGTTCATAACCACCTGTCACCAGTTGGGGGCATGC	Upstream_CTCF	36
chr9	71318566	71318716	id-102634	1	+	NA	NONE	2
chr9	71319678	71319828	id-102635	1	+	NA	NONE	5
chr9	71320032	71320182	id-102636	2.47e-05	+	AGGGGAAGAGCCTGGGCGGCCGGCAGGCGGGGCCT	Upstream_CTCF	6
chr9	71320748	71320898	id-102637	2.78e-06	+	TGCGTTGTGCTGGGGGTGACGTGGAGAGGGCGCCC	V_CTCF_BR	10
chr9	71342685	71342835	id-102638	8.02e-05	+	GGTGTGATACCCCACAGTACAGACAGTGGGTGCTC	Upstream_CTCF	0
chr9	71395104	71395254	id-102639	5.65e-05	+	GCAGCGGCGGCGGCGGGGGCCTCAGGAGGTCTAAC	V_CTCF_BR	35
chr9	71460026	71460176	id-102640	5.77e-08	-	CAGTTTCAGGCTCCTTCTGCCACCAGGGGGCTGTG	V_CTCF_BR	40
chr9	71564320	71564470	id-102641	1	+	NA	NONE	5
chr9	71564621	71564771	id-102642	2.66e-05	+	CAGAGAGACTCCAGCGCCGACACGTGGTGGAAGAA	V_CTCF_BR	22
chr9	71614658	71614808	id-102643	5.34e-06	-	TCCTTCCCCGCCTTGATTATCAGTAGGTGGCAGTA	V_CTCF_BR	40
chr9	71629006	71629156	id-102644	5.55e-07	-	GCCGCAGCCAGCGCAGCCAGCCCCAGGGGGCGCCA	Upstream_CTCF	0
chr9	71633737	71633887	id-102645	1	+	NA	NONE	2
chr9	71642641	71642791	id-102646	2.77e-07	-	CAGCATTCTTGGTCTCCACCCACTAGATGGCAGTA	UpstreamP1_CTCF	40
chr9	71650567	71650717	id-102647	1.01e-09	+	GAGTGCCTGCGGCCAGTGGCCACCAGGGGTCGCCG	V_CTCF_BR	40
chr9	71662445	71662595	id-102648	2.4e-05	-	GCTGTGAAGGCTCCTTGCCCCGGAGGAGGGCACAC	V_CTCF_BR	3
chr9	71669227	71669377	id-102649	2.17e-08	+	GCTGGTCTTTATCGACTGGCCACCAGGTGGCAGAT	Upstream_CTCF	40
chr9	71682057	71682207	id-102650	1	+	NA	NONE	5
chr9	71704486	71704636	id-102651	1.32e-05	-	AAGGCTCATCTCTCTATTACCAGGGGAGGGCGTCC	Upstream_CTCF	2
chr9	71730676	71730826	id-102652	1	+	NA	NONE	8
chr9	71736089	71736239	id-102653	1	+	NA	NONE	6
chr9	71736829	71736979	id-102654	1	+	NA	NONE	31
chr9	71764571	71764721	id-102655	1	+	NA	NONE	32
chr9	71773098	71773248	id-102656	2.19e-05	+	GCAGGAGAATCGCTTGAATCCAGGAGGTGGAGGTT	Upstream_CTCF	29
chr9	71808169	71808319	id-102657	9.81e-06	-	CTGGTAACAGATGTATTATCCACTAGGTGGTGCAG	V_CTCF_BR	40
chr9	71808674	71808824	id-102658	9.84e-05	-	TACTGGAACATACTCCATCCAGGCAGGGGGCAGCA	V_CTCF_BR	33
chr9	71815137	71815287	id-102659	2.81e-05	-	GGAGGGAGGTATGTCCCAACCACAGGGAGGCTCCC	V_CTCF_BR	19
chr9	71822500	71822650	id-102660	5.34e-06	-	GACAGCAGGTAGCTGCTTAGCACCAGGGGGAGCTT	V_CTCF_BR	24
chr9	71838565	71838715	id-102661	4.85e-07	+	GGGCTGTGAGGCTGTTTGACCACTAGGGGCTCGCC	UpstreamP1_CTCF	40
chr9	71876931	71877081	id-102662	1.1e-05	-	GAAAGAGGAAGGATATCCTCCAGTGGAGGGAGCCA	V_CTCF_BR	3
chr9	71907139	71907289	id-102663	7.9e-07	+	CTGAAGCAGCTACGTTCCACCACGAGGTGGAGTTG	UpstreamP1_CTCF	16
chr9	71939930	71940080	id-102664	1.38e-06	+	AGTGAGGGTGCGCCCAGGGCCAGCGGGAGGCGGAC	V_CTCF_BR	16
chr9	71991884	71992034	id-102665	1	+	NA	NONE	6
chr9	72027670	72027820	id-102666	5.51e-07	+	TGCTGTATTCCCCCGCGGCCCACCAGGTGGCTGTA	V_CTCF_BR	40
chr9	72037208	72037358	id-102667	5.89e-08	+	TGGCATTTCTCATGTAATTCCACCAGAGGGCGCCA	UpstreamP1_CTCF	40
chr9	72040417	72040567	id-102668	1.08e-05	+	CTGTTAGGAACTGTGCCACACAGCAGGAGGCGAGC	UpstreamP1_CTCF	1
chr9	72043392	72043542	id-102669	4.5e-05	-	CAGAGCTGCTGTGGCTGCTCCACCAGGGTGTGCTG	UpstreamP1_CTCF	3
chr9	72061489	72061639	id-102670	5.68e-06	-	TTCCTTATCTGCGTGGGGACCAGAGGAGGGAAGCA	V_CTCF_BR	2
chr9	72150461	72150611	id-102671	3.31e-06	-	CAGAAGCTCTGACATCTGACCAGTAGGAGTCTCAA	UpstreamP1_CTCF	21
chr9	72161323	72161473	id-102672	7.44e-06	-	GGATCTGTGACCGTGGAAGCCATTAGGGGGCAGCG	Upstream_CTCF	36
chr9	72164453	72164603	id-102673	2.23e-09	-	GTGCAGTTACCCTCTTTTACCACGAGAGGTCACCT	UpstreamP1_CTCF	39
chr9	72270074	72270224	id-102674	1	+	NA	NONE	18
chr9	72286891	72287041	id-102675	1	+	NA	NONE	16
chr9	72287884	72288034	id-102676	1.09e-07	+	TCGCAGTCCTGCGAGTTCTCCGCCAGGGGGAGAGC	UpstreamP1_CTCF	40
chr9	72289149	72289299	id-102677	1	+	NA	NONE	25
chr9	72360753	72360903	id-102678	2.78e-06	+	ATGATATTGGGACTGGATGCCTCCAGAGGGAGCAA	V_CTCF_BR	34
chr9	72400769	72400919	id-102679	2.27e-06	-	TCATGGTGAAAACCAGCAGCCTGTAGAGGGAAGAA	V_CTCF_BR	33
chr9	72424330	72424480	id-102680	3.09e-06	+	TGAGTAATAAGATTTATACCCAGGAGATGGCGCCC	Upstream_CTCF	38
chr9	72437441	72437591	id-102681	2.01e-05	+	TGAGTCATACCATAAATCACCACTAGAAGTTATTG	Upstream_CTCF	14
chr9	72449078	72449228	id-102682	1.03e-06	-	TTGCAATAGCTGGCTGAAGACACTGGGTGGTGGAA	UpstreamP1_CTCF	9
chr9	72478994	72479144	id-102683	1.39e-05	-	CAATACACGCTAATCACTACCACCAGGAGGCAATC	V_CTCF_BR	11
chr9	72492907	72493057	id-102684	1.73e-05	-	GCCTCACTTCACTGTTAGAACTGAAGAGGGCACTC	V_CTCF_BR	40
chr9	72534500	72534650	id-102685	1.38e-06	-	AGGAGAAAACTCACATCCTCCAGTAGAGGGAGCCA	V_CTCF_BR	40
chr9	72546391	72546541	id-102686	2.6e-06	-	AACTCATGTTATACACTTTCCAGCAGGTGGCTCCA	V_CTCF_BR	39
chr9	72547927	72548077	id-102687	6.21e-05	-	AGAAGGGTACAAGGAGCCTCCAGCAGGTGGGGCTA	V_CTCF_BR	37
chr9	72586936	72587086	id-102688	1.84e-07	+	TAAGCCTTTCTCGTTTCCGCCACTGGGTGGCAGCC	Upstream_CTCF	40
chr9	72590661	72590811	id-102689	7.91e-05	+	AAGCTCCCTCCCAACATCCCCAGCAGGAGTCCTGA	UpstreamP1_CTCF	11
chr9	72628920	72629070	id-102690	8.02e-05	-	GGTGCACTTTAGCTCAGTGAAAACAGCTGGAGGCT	Upstream_CTCF	3
chr9	72672750	72672900	id-102691	1.64e-06	-	CAGGCATCACCCTTAGCTCCCAGCTGAGGGCACCT	Upstream_CTCF	3
chr9	72723089	72723239	id-102692	5.9e-06	+	ATGTGGATACCTCCTTTGGCAAGCAGGGGGAGAAA	UpstreamP1_CTCF	16
chr9	72725520	72725670	id-102693	1	+	NA	NONE	13
chr9	72726013	72726163	id-102694	1.55e-08	-	GCTCAGTAAGCTGACTGAGCCAGCAGGTGGCGCTC	V_CTCF_BR	40
chr9	72728449	72728599	id-102695	8.03e-07	-	AGAGAAGCAGCCTTCTTGGCCACTAGGGGGGCCTG	Upstream_CTCF	40
chr9	72735907	72736057	id-102696	7.84e-05	+	AACTGGAGTGCAAATGTGGCCAGCAGGGCGCATCA	V_CTCF_BR	34
chr9	72750242	72750392	id-102697	1	+	NA	NONE	16
chr9	72762653	72762803	id-102698	1	+	NA	NONE	2
chr9	72844647	72844797	id-102699	1	+	NA	NONE	34
chr9	72933018	72933168	id-102700	1	+	NA	NONE	24
chr9	72955618	72955768	id-102701	4.51e-05	+	TGAATAATTCTTACTTCTTCCACAAGAGGGCCTTC	Upstream_CTCF	33
chr9	72967839	72967989	id-102702	7.1e-07	+	TTGAAATGCTGCAAGGTGGCCACTAGATGATGCAA	UpstreamP1_CTCF	39
chr9	73007236	73007386	id-102703	4.41e-06	-	AATCCAGCCTGCGTACACACCACTGGGTGGCACCA	V_CTCF_BR	36
chr9	73021359	73021509	id-102704	2.81e-05	-	GGCCTAGGCCTAACTCAGAGCACTTGGTGGCAGCA	V_CTCF_BR	9
chr9	73033106	73033256	id-102705	1	+	NA	NONE	23
chr9	73034713	73034863	id-102706	1	+	NA	NONE	31
chr9	73042636	73042786	id-102707	1	+	NA	NONE	22
chr9	73080463	73080613	id-102708	1.28e-06	+	GTGCCCCCCGCTGCTCAAACCTCTAGGGGGAGCAG	V_CTCF_BR	14
chr9	73082079	73082229	id-102709	1	+	NA	NONE	8
chr9	73094768	73094918	id-102710	4.3e-06	-	GCTGTGGCAGGAGCAGAGACCAGCAGGAGGTGAGC	Upstream_CTCF	7
chr9	73099556	73099706	id-102711	5.72e-07	-	CTGTCCTGAAAGATATCGACCACTAGAGGGAGAGT	UpstreamP1_CTCF	40
chr9	73105525	73105675	id-102712	5.34e-06	-	TGTACTCACCATTAGATCAACAGCAGATGGCAGGA	V_CTCF_BR	12
chr9	73125199	73125349	id-102713	3.09e-07	-	CAGGAGAGCACACACTCCACCTGAAGGGGGCAGCA	V_CTCF_BR	40
chr9	73193743	73193893	id-102714	1.81e-06	-	GGGGCGCTACTAACATCTAGCAGTAGAGGCCAGGA	Upstream_CTCF	20
chr9	73215500	73215650	id-102715	2.11e-06	-	AGTGGTTCTCAAACTGTGGCCACCAGCAGGAGCTG	V_CTCF_BR	14
chr9	73217484	73217634	id-102716	1.56e-05	-	AATGTGATTAAGCGAAAATCCACAAGAGGGCTCTG	Upstream_CTCF	40
chr9	73244093	73244243	id-102717	1.82e-07	+	GGGCCTGCGTTCTGTTTGACCACAAGGGGGCGATA	V_CTCF_BR	39
chr9	73255222	73255372	id-102718	2.27e-06	+	TTGTGTTCAGTTGAAATTTCCACTAGATGGCGGTG	V_CTCF_BR	40
chr9	73256704	73256854	id-102719	1	+	NA	NONE	1
chr9	73417804	73417954	id-102720	1	+	NA	NONE	6
chr9	73437373	73437523	id-102721	1.1e-05	+	ATAGAAAGTAGAAGAGTGGCCACTAGGGGTTGGGG	V_CTCF_BR	12
chr9	73539978	73540128	id-102722	7.9e-07	+	TAGCCCTACCTGCCCCTTTCCAGCAGATGGTGCTG	UpstreamP1_CTCF	40
chr9	73614653	73614803	id-102723	1	+	NA	NONE	8
chr9	73616819	73616969	id-102724	2.18e-07	-	GTCTGTGTTGACATGTCAACCACAAGGGGGCACAC	V_CTCF_BR	40
chr9	73618369	73618519	id-102725	3.88e-06	+	GATATTGGTAAATCCCCCTCCACAAGGTGGAACCA	V_CTCF_BR	11
chr9	73798965	73799115	id-102726	1	+	NA	NONE	1
chr9	73825380	73825530	id-102727	7.84e-05	-	TTGGAAGTAAGGAAGGGTACCAGAAGGAGTCAGTA	V_CTCF_BR	3
chr9	73839191	73839341	id-102728	4.31e-05	-	GGTCACTTTAGCTATATCTGCATTAGGGGGCACCC	UpstreamP1_CTCF	14
chr9	73864779	73864929	id-102729	1.17e-05	-	AAATGATTCTCACAATTGACCACCAGATGGTGATG	V_CTCF_BR	40
chr9	73900171	73900321	id-102730	9.67e-08	+	CCTGCATTCTCACTAGCATCCACTAGAGGGTCGTA	Upstream_CTCF	40
chr9	73969698	73969848	id-102731	1.9e-06	+	AAATCTGTTTCACTTCTTTCCACAAGGTGGCAAAG	Upstream_CTCF	7
chr9	73970923	73971073	id-102732	1.92e-06	+	ATGAAACTTCAGGCAATAACCAGCAGGTGGGTCTC	UpstreamP1_CTCF	10
chr9	74061839	74061989	id-102733	1.55e-05	-	CCAATCGCGGGCGCAAGCGCAGCCTGGTGGCGGCG	V_CTCF_BR	24
chr9	74102071	74102221	id-102734	1.19e-06	+	AGCTTAACAATCTGACCGGCCACCAGATGGCTGTT	V_CTCF_BR	14
chr9	74105853	74106003	id-102735	1.16e-05	+	ACAGCATCCTTGGCTTCTACCTCTAGATGTCAGTA	Upstream_CTCF	37
chr9	74219490	74219640	id-102736	5.08e-07	+	CACCTTCTCCACTGGCTATCCCCCAGGGGGCGCTC	V_CTCF_BR	40
chr9	74239737	74239887	id-102737	7.46e-06	+	CAGCAATTACTCAGATCTGCCACTGGGGTACAAAA	UpstreamP1_CTCF	30
chr9	74243287	74243437	id-102738	8.58e-08	+	AATGCTGTCTTCCTGTGGGCCACTAGAGAGCACCA	Upstream_CTCF	35
chr9	74249804	74249954	id-102739	2.81e-05	-	CTAATTCTATCTTCCTGCTTCAGTAGAGGGCACTC	V_CTCF_BR	9
chr9	74284610	74284760	id-102740	1.81e-06	+	CATGCTGTGCCCTCTCTAGCCTCCAGGTGTTTGTT	Upstream_CTCF	9
chr9	74298828	74298978	id-102741	6.64e-05	-	CCTGCTGGTGAATCACATGCGGCAAGAGGCAACTG	Upstream_CTCF	33
chr9	74331218	74331368	id-102742	2.86e-06	-	TAGCAACCTCTTCCTGATGCCACTAGAGGGCCAAA	UpstreamP1_CTCF	35
chr9	74376920	74377070	id-102743	2.1e-05	-	TATTCTGGCCTGGAACTCACCTGCAGGTGACACCC	Upstream_CTCF	3
chr9	74383881	74384031	id-102744	8.89e-06	-	GGCGCTGTTCCAGCGCGCGGCAGCGAGTGGCGCTG	Upstream_CTCF	40
chr9	74384358	74384508	id-102745	1.76e-05	-	CCGCCACTCCAGAGTGGCGCAGGTAGGGGGCGTGG	UpstreamP1_CTCF	32
chr9	74398095	74398245	id-102746	1	+	NA	NONE	11
chr9	74421849	74421999	id-102747	1.22e-08	+	TGGATGTGGCTCCACTTTGCCAGTAGAGGGCACCA	V_CTCF_BR	40
chr9	74427429	74427579	id-102748	2.96e-05	+	AGGCCAATTCCCCACTGAACCGGCAGATGGTGAAA	V_CTCF_BR	23
chr9	74434169	74434319	id-102749	3.09e-07	-	TGGGAATCATTAATCCAAGCCACAAGGGGGCGCCC	V_CTCF_BR	40
chr9	74516708	74516858	id-102750	3.03e-05	+	TAATCCATGCTCTACACTGCCACCAGGTGATGTCA	Upstream_CTCF	12
chr9	74588596	74588746	id-102751	1	+	NA	NONE	20
chr9	74590872	74591022	id-102752	1.29e-05	-	ATGCAGCTATTAATATATGTCACTAGGTGATGCTC	UpstreamP1_CTCF	26
chr9	74600650	74600800	id-102753	2.66e-05	+	TAGACCTGGCCTTCTCAAGCCACTAGGTGTTGCTA	V_CTCF_BR	22
chr9	74607012	74607162	id-102754	3.67e-07	+	TTGCCCTGCTTTGCACTGATCACAAGGGGGCACAA	UpstreamP1_CTCF	2
chr9	74640016	74640166	id-102755	1.18e-09	-	GGCTGCTGTGATCACGTGGCCTCCAGAGGGCGCTG	V_CTCF_BR	40
chr9	74653982	74654132	id-102756	3.1e-13	+	GTGCAGTTACCACAATTGGCCACCAGATGGCAGAA	UpstreamP1_CTCF	40
chr9	74658615	74658765	id-102757	1.17e-05	-	TGTACAAGAACCCTGCTAGGTACCAGGGGGCAGCA	V_CTCF_BR	22
chr9	74760788	74760938	id-102758	3.81e-05	-	CCCTTAACACAGTCCCTGGTCACTAGGAGGTGCTC	V_CTCF_BR	3
chr9	74763367	74763517	id-102759	4.43e-05	+	AGAGCTGCCAAGTAAAGCGCCACAAGAGGGATTAG	V_CTCF_BR	4
chr9	74800597	74800747	id-102760	4.43e-05	-	TGCAAGATACAGGCTTCAAACACCAGATGGCAAAT	V_CTCF_BR	5
chr9	74818247	74818397	id-102761	2.43e-06	+	TGTGACTTGAGCACTGACACCACTAGAGGGAACTC	V_CTCF_BR	40
chr9	74869965	74870115	id-102762	1	+	NA	NONE	1
chr9	74886910	74887060	id-102763	1.72e-06	-	TCGTTCATTCAAGCTTTGGCCACTAGGTGGAGTAC	Upstream_CTCF	40
chr9	74895947	74896097	id-102764	7.09e-08	+	CTGCCCTTATTACTGTCGGCCTCTAGAGGGAGCGC	UpstreamP1_CTCF	39
chr9	74907188	74907338	id-102765	8.58e-06	+	TTGTCATGTCACCACTATTCCATCAGGGGGCAAAC	UpstreamP1_CTCF	38
chr9	74907927	74908077	id-102766	1	+	NA	NONE	6
chr9	74948822	74948972	id-102767	1	+	NA	NONE	30
chr9	74971315	74971465	id-102768	1	+	NA	NONE	13
chr9	74979942	74980092	id-102769	1.71e-06	+	AGGCCTGGGGCCGTAAGGGCCCGCTGATGGCGCTC	V_CTCF_BR	25
chr9	74980676	74980826	id-102770	1	+	NA	NONE	32
chr9	75058980	75059130	id-102771	5.01e-06	-	TCTGACTATTTGACAGACTCCACCAGGGGGAAGTG	V_CTCF_BR	14
chr9	75142386	75142536	id-102772	2.15e-05	-	GGAGCGTGAGTCACTGGGGTCTGGGGAGGGCAGCA	V_CTCF_BR	11
chr9	75201872	75202022	id-102773	9.78e-07	-	CAGCATCCCTGACCTCTATCCACTAGATGCCGGTA	UpstreamP1_CTCF	27
chr9	75207777	75207927	id-102774	1.28e-08	-	GTTGTTGTATCACTTACTTCCAGCAGATGGCGCTA	Upstream_CTCF	40
chr9	75227668	75227818	id-102775	5.37e-06	-	CAGTATCCCTGGATTTTATCCACTAGATGCCAGTA	UpstreamP1_CTCF	21
chr9	75310397	75310547	id-102776	1.48e-05	-	GTGTTTGGAGGAGATTCCACCACCTGATGGCGACT	UpstreamP1_CTCF	12
chr9	75318489	75318639	id-102777	9.62e-05	-	AGCTTGTTCCCCAGCTGCACTGGTAGGAGGCAGCA	UpstreamP1_CTCF	8
chr9	75333534	75333684	id-102778	4.02e-07	+	TGTGCTAGTTGGCCTCCTGCCAGGAGGTGGCGCTT	Upstream_CTCF	13
chr9	75368282	75368432	id-102779	7.15e-05	-	CAACAGCCTTTCATTTTCTCCACATGGAGGCAGCA	V_CTCF_BR	36
chr9	75423158	75423308	id-102780	6.9e-05	+	TTTGTAATTGCTGTTTCTCCCGCAAGGGGTGCTGT	Upstream_CTCF	39
chr9	75424664	75424814	id-102781	8.21e-06	-	CTGGAGAATGAATATCCCAACTGCAGATGGCAGTG	V_CTCF_BR	1
chr9	75437441	75437591	id-102782	3.24e-06	-	ACTGTAATTTCATATTTAGTCTCCAGATGTCACTG	Upstream_CTCF	36
chr9	75459093	75459243	id-102783	5.01e-06	+	CCCTGGTGACCCATATGATACAGCAGAGGGAGCTA	V_CTCF_BR	34
chr9	75472085	75472235	id-102784	8.81e-07	+	GCTTGGCTCAGATATGCTACCACAAGGTGGAGCTC	V_CTCF_BR	40
chr9	75486623	75486773	id-102785	2.81e-05	+	TTCATAGATTTATGTATCTCCACCAGGTGGAGTCA	V_CTCF_BR	34
chr9	75545815	75545965	id-102786	1	+	NA	NONE	4
chr9	75575471	75575621	id-102787	1.82e-06	-	CTGCATTTCTAAAAGATTGCCAGTGGATGTAGTTG	UpstreamP1_CTCF	15
chr9	75624921	75625071	id-102788	5.48e-05	-	TCTGTGGTATACAGAGGCACCACATGGAGTCTCTG	Upstream_CTCF	9
chr9	75637985	75638135	id-102789	9.51e-07	-	TGCCAGCTTTTCACACTTGCCGCAAGGGGGAGCAG	V_CTCF_BR	40
chr9	75650014	75650164	id-102790	8.81e-07	+	GACTTCCATAGCAGAGCTGACTGCAGGGGGCAGTC	V_CTCF_BR	15
chr9	75665139	75665289	id-102791	1.23e-05	-	CTTCAATGCCTCCACCCCACCACTAGTGGCTGTTT	UpstreamP1_CTCF	27
chr9	75682109	75682259	id-102792	5.51e-07	-	TGTGTTGGTTAGCCTCCAGCCAGGAGGTGGCGCTT	V_CTCF_BR	28
chr9	75694334	75694484	id-102793	8.16e-07	+	ATCTGCTGAGAATTTCTAACCACAAGGTGGCACAC	V_CTCF_BR	21
chr9	75697055	75697205	id-102794	5.41e-07	-	GGGCACTATAAACCCTTTCCCAGTAGGTGGTGCTA	UpstreamP1_CTCF	40
chr9	75722547	75722697	id-102795	2.38e-07	+	GTTTCATCTATGCTCTTGGCCAGGAGAGGGAGCTG	V_CTCF_BR	38
chr9	75752254	75752404	id-102796	1.26e-05	+	TCAGTATGTGGCAGAGTGTACACTAGAGGGTGGGA	Upstream_CTCF	15
chr9	75778423	75778573	id-102797	3.86e-05	+	GCTGCAGTTCATCTTCCTACCTTAAGTGGGGCTAC	Upstream_CTCF	17
chr9	75798950	75799100	id-102798	7.1e-07	-	AGGAAGTTTTAAAACATTACCACTAGATGGCAGAA	UpstreamP1_CTCF	33
chr9	75814947	75815097	id-102799	1	+	NA	NONE	37
chr9	75815721	75815871	id-102800	2.4e-05	+	ACAATTAAGGTAATTTTCACCACTAGATGGAGATA	V_CTCF_BR	40
chr9	75884499	75884649	id-102801	1	+	NA	NONE	32
chr9	75962935	75963085	id-102802	5.12e-07	+	CTGCACTTCAGAAAAGCTCCCAGTTGATGCCAGTG	UpstreamP1_CTCF	1
chr9	76180894	76181044	id-102803	2.34e-06	-	CAGCTCCAGCACACCACTGCAGCCAGAGGGCAGAA	UpstreamP1_CTCF	35
chr9	76282772	76282922	id-102804	8.46e-07	-	CCTGCAATACCCAGAGGAGACGCCAGAGAGTCCAG	Upstream_CTCF	31
chr9	76298876	76299026	id-102805	3e-06	+	GGTCACTGCCTCCTTTTTGGCACTAGATGGCATCT	UpstreamP1_CTCF	38
chr9	76531027	76531177	id-102806	3.45e-05	+	CAAAGTTAAGATGAACTTCACTCCAGGGGGAGCAG	V_CTCF_BR	32
chr9	76600453	76600603	id-102807	1.17e-05	-	TACAGCTTTGGCGTGTGATCCGCTAGGTGGCACTT	V_CTCF_BR	2
chr9	76621994	76622144	id-102808	3.11e-05	-	ATCAAAGAAGGCGAGCTCACCACCAGGGAGCAGTA	V_CTCF_BR	23
chr9	76896735	76896885	id-102809	1.47e-05	-	GCACTGAATTTGTCACCAGCCAGCAGAGGGAGTGT	V_CTCF_BR	26
chr9	76924697	76924847	id-102810	4.04e-08	+	CAGCAGTCCTGGCTTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	10
chr9	76994745	76994895	id-102811	2.89e-07	-	CAAGCTCTGATCTCTTTGAGCACCAGGTGGCACTA	Upstream_CTCF	28
chr9	77106976	77107126	id-102812	1	+	NA	NONE	8
chr9	77111471	77111621	id-102813	6.64e-05	+	CCTTCAGTCCTGTAGTCCATCGCCAGGGGAGTCTC	Upstream_CTCF	3
chr9	77145506	77145656	id-102814	5.93e-06	+	ATTGATCCTTCCACGCTGTCCTCAAGGTGGCGTTG	Upstream_CTCF	25
chr9	77185974	77186124	id-102815	1	+	NA	NONE	40
chr9	77193033	77193183	id-102816	3.48e-06	+	TTGTACTAAAAGTCTTAGGACAGTAGGGGTCATCC	UpstreamP1_CTCF	35
chr9	77224735	77224885	id-102817	1.64e-05	-	AAACATCCTTGGCCTCTATCCACTAGATGCCAGTG	V_CTCF_BR	11
chr9	77260056	77260206	id-102818	7.73e-06	-	TCATAGAATGGGTTTGTGTCCACTAGGTGGCATTG	V_CTCF_BR	39
chr9	77311540	77311690	id-102819	1.64e-07	+	CATGCCACACCACACAGGGCCACAAGGGGAAGCAA	Upstream_CTCF	28
chr9	77357847	77357997	id-102820	6.8e-06	-	GATGAACTGTGCAAAGTGAACAGTAGGTGTCCCCA	Upstream_CTCF	40
chr9	77378009	77378159	id-102821	1	+	NA	NONE	21
chr9	77385973	77386123	id-102822	1.21e-05	+	GCTGCGCTTGCTGTTCCTTCCGCCAGGGGCGCTAT	Upstream_CTCF	40
chr9	77388918	77389068	id-102823	1.15e-06	+	GGCGCTTTCCTGTAATTGTCCGCAAGGTGGCACTG	Upstream_CTCF	40
chr9	77392094	77392244	id-102824	1.71e-06	+	ACGTGACAACAGCCTTCCACCAGCAGGTGGCGACT	V_CTCF_BR	40
chr9	77546178	77546328	id-102825	3.81e-05	+	AAAAAGAAACATCCTTGGAACACTAGAGGGCATTG	V_CTCF_BR	7
chr9	77555575	77555725	id-102826	3.5e-05	-	CTGCCCAAGCTCCATACTAACGCCAGAGGGTGATA	UpstreamP1_CTCF	16
chr9	77567204	77567354	id-102827	6.51e-05	-	GACAGCGGGGACAACAGCGCCCCGAGCGGCCAGGA	V_CTCF_BR	40
chr9	77617188	77617338	id-102828	3.8e-07	-	AAAGTTGTATTTACTTCTACCACTAGGGGTCAGCC	Upstream_CTCF	40
chr9	77642806	77642956	id-102829	7.99e-11	+	CGTTCCGGCGGGTCCGCCGCCACCAGTGGGCGCCC	V_CTCF_BR	34
chr9	77643163	77643313	id-102830	2.01e-05	+	GTGGCGGCTGCTTGGCCTTCCTCTAGACGGCGCCC	Upstream_CTCF	39
chr9	77654826	77654976	id-102831	1	+	NA	NONE	0
chr9	77679763	77679913	id-102832	1	+	NA	NONE	4
chr9	77686747	77686897	id-102833	2.96e-05	+	GCCTCTTTCCACCTGAGTACTGCCAGGTGGAGGCG	V_CTCF_BR	5
chr9	77692183	77692333	id-102834	5.35e-09	-	GTGCAATGGTGTTACTTATCCACTAGATGGCACTG	UpstreamP1_CTCF	39
chr9	77698171	77698321	id-102835	5.65e-05	-	TGACAGTCCTGAGCACACCCCAGTGGTTGGCACTC	V_CTCF_BR	6
chr9	77702594	77702744	id-102836	1.39e-05	-	CCTCCAAGAGACCGCGCAGCCTGGAGAAGTCGCCA	V_CTCF_BR	23
chr9	77704126	77704276	id-102837	6.64e-05	-	GCCGCATCCTAGATTCTTTCCACCAGGAGCGCGAG	Upstream_CTCF	37
chr9	77707050	77707200	id-102838	5.93e-06	+	CTGGCTGATCAGCACATCCCCAACAGGGGGCCGAT	Upstream_CTCF	15
chr9	77800621	77800771	id-102839	4.3e-08	+	GTGAAGCTTCTTTCCTTGACCTGCAGGTGGCGGCC	UpstreamP1_CTCF	40
chr9	77801809	77801959	id-102840	7.16e-08	+	CTATCAATTCCAACATTGACCACTAGAGGACACTG	Upstream_CTCF	39
chr9	77813451	77813601	id-102841	2.93e-08	+	ATGTTGGTTAGCTGAGTGGCCACCAGGGGCCACCC	UpstreamP1_CTCF	37
chr9	77815914	77816064	id-102842	8.81e-07	+	TGGAAACTTCTAATTTTATCCAGCAGAGGGCAGTG	V_CTCF_BR	40
chr9	77845076	77845226	id-102843	1	+	NA	NONE	9
chr9	77853377	77853527	id-102844	1.28e-06	-	AGTGAAATACCAAAAGATGTCAGTAGATGGCAGTT	Upstream_CTCF	39
chr9	77880505	77880655	id-102845	2.6e-07	+	TCTAGCATTCTCACTTCTACCACAAGGGGGCAGCA	V_CTCF_BR	40
chr9	77914372	77914522	id-102846	1	+	NA	NONE	10
chr9	77948663	77948813	id-102847	8.46e-07	+	AGAGAAATGCCGATCAAAACCACAAGGTGGAAGTA	Upstream_CTCF	9
chr9	77987926	77988076	id-102848	1.28e-06	-	GTGGCTCATAGCCCAGTGGAGAGCAGGGGGCGCTG	V_CTCF_BR	6
chr9	78069049	78069199	id-102849	1.41e-06	+	CTGCACTTTCCCATCAGAGCCTCTAGGTGAGATTG	UpstreamP1_CTCF	1
chr9	78097618	78097768	id-102850	7.6e-05	-	TTGAAAAAGGTGTTAAGTGCCAGCAGAGGGGGCAA	UpstreamP1_CTCF	8
chr9	78107116	78107266	id-102851	5.21e-08	+	CTTGCTCAAGGTCACACAGCCAGCAGATGGCAGAG	V_CTCF_BR	0
chr9	78203853	78204003	id-102852	1.28e-06	-	GGTGTCATCCCTATTAAAGCCAGCAGGGGGTCTGG	Upstream_CTCF	31
chr9	78216321	78216471	id-102853	1.23e-05	+	TTGAGATATTGCCAAATGTCCACTGGGAGGCACAA	UpstreamP1_CTCF	12
chr9	78344296	78344446	id-102854	1	+	NA	NONE	2
chr9	78470563	78470713	id-102855	1	+	NA	NONE	39
chr9	78481297	78481447	id-102856	5.61e-08	-	GCTGCAAAATCTGCTCTTGCCACAAGAGGGAGTCA	Upstream_CTCF	40
chr9	78500742	78500892	id-102857	1	+	NA	NONE	6
chr9	78505597	78505747	id-102858	8.03e-07	+	CGAGCGTTTGGAGCCCGGGCCAGCAGAGGGGGCGC	Upstream_CTCF	34
chr9	78558501	78558651	id-102859	1	+	NA	NONE	7
chr9	78594402	78594552	id-102860	6.21e-05	+	AGCTTCTTTCTTTGTCTGTCCACTGGAGGGCGAAT	V_CTCF_BR	39
chr9	78667932	78668082	id-102861	1	+	NA	NONE	5
chr9	78698653	78698803	id-102862	3.16e-05	+	AATTAAAGACATACATTCACCACGAGGGGACAGAA	Upstream_CTCF	7
chr9	78701529	78701679	id-102863	1	+	NA	NONE	15
chr9	78795472	78795622	id-102864	5.65e-05	-	TATGCTTAGTGAGTTTTCGCCTGAAGGAGGAGGGA	V_CTCF_BR	12
chr9	78830148	78830298	id-102865	4.34e-05	+	ACAGCAGGTCAGACAGCAGCCAGAGGGAGTTTGGG	Upstream_CTCF	23
chr9	78834806	78834956	id-102866	5.92e-05	-	ACTGTCTCCTCTATTTGTGGCTGCAGAGGGCCCAC	Upstream_CTCF	35
chr9	78913807	78913957	id-102867	1	+	NA	NONE	20
chr9	78918001	78918151	id-102868	4.98e-09	-	CTGTAATGTCTTCATATGTCCACCAGAGGGAGATC	UpstreamP1_CTCF	39
chr9	78922102	78922252	id-102869	1	+	NA	NONE	26
chr9	79009240	79009390	id-102870	1.84e-06	+	CGCCTGAGGAGCTGCGTCTCCGCTGGAGGGCAGCG	V_CTCF_BR	40
chr9	79018315	79018465	id-102871	2.37e-05	+	AATTTCATTCCTCATGCATCCACAAGATGGCATAT	Upstream_CTCF	39
chr9	79034823	79034973	id-102872	9.81e-06	-	CTAAGGTTTCTTCATTTCTCCAGTAGAGGGTGCAC	V_CTCF_BR	40
chr9	79062504	79062654	id-102873	2.44e-07	+	CATGTGATTTTGCACACTACCACCAGAGGGGGCCT	Upstream_CTCF	40
chr9	79073883	79074033	id-102874	5.92e-05	+	TACTCCCAGACCACGTCAGTGCCCAGAGGGCGCCC	V_CTCF_BR	39
chr9	79075407	79075557	id-102875	5.17e-06	-	AAATCTGTTACGAAAGCCTCCAGCAGGGGGGCCTG	Upstream_CTCF	39
chr9	79165088	79165238	id-102876	4.65e-06	-	CTGGAACATGCACACTTAACCAGCAGGGGGATAGC	UpstreamP1_CTCF	17
chr9	79186638	79186788	id-102877	5.08e-05	+	GCCGGTCCCCCGCCTGTCCCCGCCGGCGGGCCGCC	Upstream_CTCF	35
chr9	79273609	79273759	id-102878	7.49e-05	-	TGAAGCAGTTTTAATACATCCTCTAGATGGAGACA	V_CTCF_BR	38
chr9	79277504	79277654	id-102879	1.19e-06	+	TGACAGACACGGATATCCAGCAGCAGGTGGCACCC	V_CTCF_BR	13
chr9	79280984	79281134	id-102880	8.17e-10	+	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	29
chr9	79314966	79315116	id-102881	8.97e-05	+	CAAGTTTTGTTAACAAGAGTCAGTAGGTGGCATAT	Upstream_CTCF	14
chr9	79319625	79319775	id-102882	7.27e-06	-	AACAGATAATTCTGATTTACCAGCAGGTGGAGACA	V_CTCF_BR	39
chr9	79333216	79333366	id-102883	1.01e-05	-	AATGACGGAGCCAGATCCCCCACCAGGGGGACTGA	Upstream_CTCF	19
chr9	79371291	79371441	id-102884	1	+	NA	NONE	39
chr9	79376486	79376636	id-102885	1.93e-05	+	TTAGACATTTTACTTTTGGTCACTAGGTGGCTCTG	V_CTCF_BR	34
chr9	79425384	79425534	id-102886	8.97e-05	+	ACCTGTTTTCCTGTTTCCACCACTAGGCGACACCA	Upstream_CTCF	39
chr9	79488409	79488559	id-102887	1	+	NA	NONE	14
chr9	79502255	79502405	id-102888	3.28e-07	+	GTGTGGTTCTGTTCAGTGTCCACCAGATGGTGAAT	UpstreamP1_CTCF	19
chr9	79509147	79509297	id-102889	1.83e-05	+	ATCATACCCCATAGTTTGACCAGGAGGTGTCGCAT	V_CTCF_BR	14
chr9	79520927	79521077	id-102890	8.98e-06	-	CCGCCGCAGCCGCCTCAGAGCGGCAGGAGGGAGCA	UpstreamP1_CTCF	2
chr9	79602644	79602794	id-102891	3.65e-07	-	AAAGTTTGCCTTTGCCCAGCCAGCAGATGGTGCCA	V_CTCF_BR	39
chr9	79611748	79611898	id-102892	5.01e-09	-	TGGCCACTGAGCAGCGGGGCCAGCAGAGGGAGCAG	V_CTCF_BR	40
chr9	79615373	79615523	id-102893	1.81e-06	-	ACTACTGTGCTATCCTGTGCCACTGGGGGGCAGGT	Upstream_CTCF	6
chr9	79626923	79627073	id-102894	2.18e-07	-	GAGGCCTGCGTGATTTTAGTCAGCAGGGGGCGCTG	V_CTCF_BR	40
chr9	79629606	79629756	id-102895	5.51e-07	+	AGAAGAGGCAGTCGCACAGCCAGTAGGTGGCGAAG	V_CTCF_BR	35
chr9	79637773	79637923	id-102896	6.82e-05	-	CCTCCGTCCAGGACCGCAGACTTAAGGGGGCGCCG	V_CTCF_BR	7
chr9	79687052	79687202	id-102897	2.59e-06	-	GAGTTGTTAGCCTATTTTACCTCTAGATGGCCATA	UpstreamP1_CTCF	5
chr9	79765791	79765941	id-102898	3.07e-10	-	TTGCAGCTTTCCGTTTAGGCCAGCAGATGGCAGCA	UpstreamP1_CTCF	40
chr9	79777009	79777159	id-102899	1	+	NA	NONE	9
chr9	79782395	79782545	id-102900	1.83e-05	+	GGATTTTATATTTAAAAATCCACTAGATGGCGCTC	V_CTCF_BR	39
chr9	79792447	79792597	id-102901	1	+	NA	NONE	38
chr9	79830974	79831124	id-102902	2.19e-05	-	GGCGTAATGTTAAGCTTTATCAGTAGAGGACACTG	Upstream_CTCF	40
chr9	79906763	79906913	id-102903	4.41e-06	+	TTGACTATCCTTCCCTTCCCCAGCAGAGGGAGACC	V_CTCF_BR	39
chr9	79972545	79972695	id-102904	5.12e-06	-	CAGAATTTTCATGTTATGACCAGTAGGGGTTAGGC	UpstreamP1_CTCF	11
chr9	80048707	80048857	id-102905	4.11e-07	+	GCGCAGCCTCCTATCTGTGCCACTAGAGGACAGCA	UpstreamP1_CTCF	40
chr9	80055144	80055294	id-102906	1	+	NA	NONE	2
chr9	80064206	80064356	id-102907	1.7e-05	-	AGAACAATTCTAAGATTTTCCACTGGGTGGCATTT	Upstream_CTCF	21
chr9	80070349	80070499	id-102908	9.25e-06	+	GAGATTATGCAGGACGTGTACACCAGGGGGCGTGA	V_CTCF_BR	39
chr9	80071864	80072014	id-102909	6.18e-07	-	CTTGCAATTGTGGAAGCTGCCACTACGTGGCGTCG	Upstream_CTCF	39
chr9	80073029	80073179	id-102910	1.97e-06	+	GAGCGTATGTCCTGTCTTTCCTCTAGATGGCACTG	V_CTCF_BR	40
chr9	80091167	80091317	id-102911	2.53e-05	-	GGGCGCCTCCCCCTCATTACCTAGAGATGGCGATG	V_CTCF_BR	8
chr9	80103535	80103685	id-102912	1.69e-05	-	AAACACTGCCTCCTTTTTGGCACTAGAGGGTGCCT	UpstreamP1_CTCF	39
chr9	80263795	80263945	id-102913	1	+	NA	NONE	16
chr9	80264456	80264606	id-102914	1.83e-05	-	TGAAATGTCCAGGAGTTTTCCTGTAGGGGTCACTG	V_CTCF_BR	38
chr9	80277879	80278029	id-102915	4.02e-07	+	ATTGCACTCTCCAGCCTGAGCAACAGAGGGAGACT	Upstream_CTCF	34
chr9	80316260	80316410	id-102916	7.49e-05	+	AATAGCTTTTTCAGTGGTTGCTGTAGGTGGCACTG	V_CTCF_BR	4
chr9	80358355	80358505	id-102917	3.65e-05	+	ATTCTATTGCTGAAATAGACCAGATGAGGGAAATG	UpstreamP1_CTCF	6
chr9	80366483	80366633	id-102918	1.31e-05	-	AGATTCTAATTTTTGGTATCCACATGGGGGCAGCA	V_CTCF_BR	39
chr9	80367483	80367633	id-102919	9.29e-06	-	CAGGCATTTCCATCTAAGAACACAAGGAGACAAAA	Upstream_CTCF	17
chr9	80371467	80371617	id-102920	1	+	NA	NONE	20
chr9	80374406	80374556	id-102921	9.81e-06	-	TAGACCTGCCACATGGTCCACAGTAGAGGGAGCAG	V_CTCF_BR	11
chr9	80379922	80380072	id-102922	4.14e-06	-	GCTCAAGTTAGCCAAATGTCCACTAGGTGGTACTC	V_CTCF_BR	39
chr9	80408998	80409148	id-102923	3.86e-05	+	CCAACACTCCCAGTTCTATCCTGTAGGAGGAAGAC	Upstream_CTCF	26
chr9	80422462	80422612	id-102924	4.88e-05	-	CCTGCATTCCTTCAGCAGTCCTCTAGAGATACTGC	Upstream_CTCF	11
chr9	80426862	80427012	id-102925	1	+	NA	NONE	5
chr9	80434730	80434880	id-102926	1	+	NA	NONE	8
chr9	80456754	80456904	id-102927	6.98e-07	-	ACTGAAGCCATGCTTTTGGGCAGTAGAGGGCACTC	V_CTCF_BR	38
chr9	80463970	80464120	id-102928	1	+	NA	NONE	15
chr9	80479567	80479717	id-102929	5.37e-06	+	GACCAGTTCATACTTCTGACCTCCAGATGTCTCCA	UpstreamP1_CTCF	15
chr9	80512327	80512477	id-102930	3.48e-06	+	ATTTAATCTCACAGTGAAGCCACCAGGGGCAGCAC	UpstreamP1_CTCF	37
chr9	80559799	80559949	id-102931	6.51e-07	+	TGGGCTGTCCCATCCAAGAACACCAGGGGTCTCAA	Upstream_CTCF	16
chr9	80592231	80592381	id-102932	2.66e-05	+	GACTTTCTTCCTTGACCGCCCACATGGAGGCGCCA	V_CTCF_BR	38
chr9	80596263	80596413	id-102933	6.8e-06	-	CTTCAGCGTCTTCACATGGCCTGTAGGGCACAGCC	UpstreamP1_CTCF	13
chr9	80619570	80619720	id-102934	2.78e-06	+	GAGTCAACAGAAACTTTGACCACTAGAGGGATCAG	V_CTCF_BR	38
chr9	80635445	80635595	id-102935	9.25e-06	+	GGTAGGATGGTGGAGGCGGCCAGAAGAGGCAGCAT	V_CTCF_BR	3
chr9	80636762	80636912	id-102936	1	+	NA	NONE	13
chr9	80650436	80650586	id-102937	1.15e-08	-	CTGCTGTTATAAGAATGTTCCTGTAGGTGGCGCCA	UpstreamP1_CTCF	40
chr9	80730133	80730283	id-102938	7.44e-05	+	TGTCCTTGACCTATATCCACCCCTAGGGGGGGATA	Upstream_CTCF	40
chr9	80736555	80736705	id-102939	6.86e-07	-	TGTTCACTCACCAAGCTAGCCCCAAGGGGGCGCTC	Upstream_CTCF	40
chr9	80745032	80745182	id-102940	1	+	NA	NONE	34
chr9	80812607	80812757	id-102941	6.51e-05	-	ATATATTTGGTCTGAAGTCCCACAAGGGGGAGAAG	V_CTCF_BR	8
chr9	80828767	80828917	id-102942	1	+	NA	NONE	35
chr9	80854541	80854691	id-102943	1.24e-05	+	ACCTGCAGTTTTCCAGTGCCCGGCAGGTGTCAGGC	V_CTCF_BR	29
chr9	80876454	80876604	id-102944	1.9e-06	+	CATTATGTTCTCACTTCCTCCACTAGAGGGAGAAA	Upstream_CTCF	39
chr9	80912268	80912418	id-102945	2.19e-05	-	ACTGCATTCTTCCCGAAGCCCGCTTGCCGGAGCTG	Upstream_CTCF	28
chr9	80981143	80981293	id-102946	5.26e-07	+	CAAGTTATTCCCCTTTTCAACAGAAGAGGGAGGCA	Upstream_CTCF	38
chr9	80984660	80984810	id-102947	2.18e-07	-	TCCCGTCCTCACCAGACAGCCACTGGGTGGCGCTG	V_CTCF_BR	39
chr9	81054492	81054642	id-102948	1.52e-11	+	TTGCAGTTATCCCCGGTGTCCACTAGATGGCGGTG	UpstreamP1_CTCF	40
chr9	81055460	81055610	id-102949	1.5e-05	-	CCTATTGTTCTGCTTTTCTCCAGGAGAGGGCCTGC	Upstream_CTCF	24
chr9	81120564	81120714	id-102950	1	+	NA	NONE	7
chr9	81178291	81178441	id-102951	2.39e-05	-	CAGCAGTGACATCATGTGGCAGCAAGAAGCAATGG	UpstreamP1_CTCF	8
chr9	81216981	81217131	id-102952	6.37e-07	+	GTGTCATACTCACTTTGGACCACAAGATGCCGCTC	UpstreamP1_CTCF	40
chr9	81233729	81233879	id-102953	1.23e-05	+	CAGAAGTGAACACTTTCAACCCACAGGAGGCAGGC	UpstreamP1_CTCF	18
chr9	81319160	81319310	id-102954	2.78e-06	-	TGGCCCTCTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	31
chr9	81390724	81390874	id-102955	1	+	NA	NONE	7
chr9	81396747	81396897	id-102956	1	+	NA	NONE	10
chr9	81398804	81398954	id-102957	3.56e-06	+	GTTGCACACTCATGATCCACCAGCAGGGGCCTCTT	Upstream_CTCF	36
chr9	81422418	81422568	id-102958	3.29e-05	+	TTAGCATGGCACCAGGTTCCCATCTGGGGGCGTTG	Upstream_CTCF	2
chr9	81436157	81436307	id-102959	8.79e-07	+	TTGTAATTTCTAGAAACCACCAGTAGGTGTCTCCT	UpstreamP1_CTCF	40
chr9	81476119	81476269	id-102960	1	+	NA	NONE	27
chr9	81486627	81486777	id-102961	3.11e-05	+	AATAAGCTTCTTTCCATAGCCTGGTGAGGGAGCAC	V_CTCF_BR	10
chr9	81573895	81574045	id-102962	4.94e-06	+	GCTGTTGTTTCTCTTGTTACCATTTGGTGTCACTG	Upstream_CTCF	29
chr9	81731119	81731269	id-102963	3.1e-07	-	CAGAACTGCCAACATTCTAACACCAGCTGGCACCA	UpstreamP1_CTCF	23
chr9	81744912	81745062	id-102964	1.55e-05	+	AGCGTAAATTGGTTGGAAAACGGCAGAGGGCAGTG	V_CTCF_BR	40
chr9	81749716	81749866	id-102965	4.11e-07	-	CAGGAATTCTGTAATCAAGCCACAAGGGGGCAGGG	UpstreamP1_CTCF	34
chr9	81756120	81756270	id-102966	1	+	NA	NONE	4
chr9	81770364	81770514	id-102967	1.19e-06	+	GGTACTTGAGTCTGTTTCACCACCTGGGGGCAGGG	V_CTCF_BR	12
chr9	81848591	81848741	id-102968	2.11e-06	-	CACCACATCCTAACCTCCAACAGCAGGGGGCAACC	V_CTCF_BR	40
chr9	81850511	81850661	id-102969	8.64e-05	+	CGTGTGGGAATTTGAACAACCACCAGGGTGCTGTT	Upstream_CTCF	6
chr9	81869940	81870090	id-102970	8.71e-06	-	GAATCCAGCTCTTACAAAGCCAGTAGGAGGCGGTA	V_CTCF_BR	34
chr9	81907905	81908055	id-102971	4.14e-05	-	TAGCAAGGAAGCCTCTCTGCTCCTAGAGGCCACCA	UpstreamP1_CTCF	4
chr9	81927692	81927842	id-102972	3.63e-06	-	CAGTGTCCTGCTGCTCAAACCTCTAGGGGGAGCAG	V_CTCF_BR	11
chr9	81928193	81928343	id-102973	2.1e-05	-	TGGTGGAGCCTGAGTCGGGGCACCAGGCGGCAGCC	UpstreamP1_CTCF	2
chr9	82018546	82018696	id-102974	7.9e-07	+	GAGCACAAGCACAGAGCCTCCACCAGGTGCCAGTG	UpstreamP1_CTCF	13
chr9	82023294	82023444	id-102975	1	+	NA	NONE	20
chr9	82029861	82030011	id-102976	7.82e-06	-	CTGTTGTTCCACATTCCCACCAGCATTTGGTGTTG	UpstreamP1_CTCF	6
chr9	82046350	82046500	id-102977	5.28e-05	-	AGTGAAATACAATATGCAGACGTAAGGGGGTGGCA	Upstream_CTCF	22
chr9	82047502	82047652	id-102978	1.41e-06	-	CTGCAGTTACAATGTTCTGCCACTATTTGGACCTG	UpstreamP1_CTCF	17
chr9	82086609	82086759	id-102979	1.82e-06	+	CTGGAAGTCCAGGGCTCAGCCAGTAGATGTCTCTG	UpstreamP1_CTCF	36
chr9	82093494	82093644	id-102980	2.96e-05	+	GAAAAAGGCAAGTGGGAAACCCCTAGGTGGAGCTG	V_CTCF_BR	35
chr9	82135698	82135848	id-102981	2.15e-05	-	CCCCATGCTTTATGTCCAAACACTAGGGGGAGAAA	V_CTCF_BR	5
chr9	82182872	82183022	id-102982	1	+	NA	NONE	28
chr9	82183404	82183554	id-102983	4.7e-05	-	GATGTGTTTCACATTTTGGCCACGTGGCAGAGCTA	Upstream_CTCF	10
chr9	82188010	82188160	id-102984	1	+	NA	NONE	12
chr9	82196727	82196877	id-102985	3.63e-06	-	ACCCACTGAAAGCAGTCTGCAAGCAGAGGGCAGGC	V_CTCF_BR	12
chr9	82218671	82218821	id-102986	1	+	NA	NONE	12
chr9	82301554	82301704	id-102987	1	+	NA	NONE	15
chr9	82309993	82310143	id-102988	9.78e-07	-	GGTCAGTGCCCAGTCCTGGCCACTGGGTGGGCATG	UpstreamP1_CTCF	4
chr9	82350670	82350820	id-102989	2.81e-05	+	ATAACAATAGCATGCAATGCCAGTGGCGGGCACAG	V_CTCF_BR	7
chr9	82373140	82373290	id-102990	2.96e-05	+	TCACTGCTTTTGATAATACCCACTAGGAGGAGCCA	V_CTCF_BR	35
chr9	82383221	82383371	id-102991	1	+	NA	NONE	2
chr9	82384905	82385055	id-102992	9.4e-06	+	CAGCACAGTGCCTTGCTCCCCACTGGAGGGCAGGT	UpstreamP1_CTCF	13
chr9	82570333	82570483	id-102993	1.84e-06	-	TGGCCCTCTTCTCACATCTCCACTAGGTGGTGCCC	V_CTCF_BR	38
chr9	82761519	82761669	id-102994	1	+	NA	NONE	29
chr9	82790319	82790469	id-102995	1.22e-07	-	TTGCAATATATGTATGCTGCCACCACGTGGCAGTA	UpstreamP1_CTCF	39
chr9	82900384	82900534	id-102996	1	+	NA	NONE	28
chr9	82953445	82953595	id-102997	3.97e-05	+	GAGCAGAACTCAATTGGCACCCACAGAGGGAGCAT	UpstreamP1_CTCF	6
chr9	83115342	83115492	id-102998	5.9e-06	-	CCTCACTGGCACATGTGAGCCAGCAGGGGTAGTGG	UpstreamP1_CTCF	6
chr9	83124441	83124591	id-102999	8.79e-07	-	TTTTAGTTCTCTGTTTTTACCAATAGGTGGCAATG	UpstreamP1_CTCF	18
chr9	83210237	83210387	id-103000	2.1e-05	+	TTGGCACTACTCCTTGCTGCCACCATGTGAAGAAA	Upstream_CTCF	7
chr9	83220168	83220318	id-103001	3.86e-05	+	GGATTTCTTTTCCCTTATTCCACTAGAGAGCAGTG	Upstream_CTCF	33
chr9	83223474	83223624	id-103002	1	+	NA	NONE	19
chr9	83231795	83231945	id-103003	7.16e-08	+	GCAGCATTACTCATAGTAGCCAACAGGTGGATGCA	Upstream_CTCF	12
chr9	83279858	83280008	id-103004	6.82e-05	+	TGAATCAACCCCAATGTAAACACTAGGTGTCTCTA	V_CTCF_BR	21
chr9	83313742	83313892	id-103005	1	+	NA	NONE	1
chr9	83363271	83363421	id-103006	1	+	NA	NONE	5
chr9	83500934	83501084	id-103007	6.84e-06	-	GGCAAGTCAATACGCCGAGACACTGGGTGGCAGCA	V_CTCF_BR	28
chr9	83583722	83583872	id-103008	1	+	NA	NONE	8
chr9	83698089	83698239	id-103009	1.9e-06	+	TGTGTATTTCACAGATCATCCAGCAGAGGAAGTGC	Upstream_CTCF	32
chr9	83718892	83719042	id-103010	4.99e-07	+	GATGCATTTTTCAGATCAGCCACTAGATGCCCAGA	Upstream_CTCF	34
chr9	83719494	83719644	id-103011	3.22e-05	-	CTGTACTTCAGCCTAGGGGGCAGAGTGAGGCTCTG	UpstreamP1_CTCF	5
chr9	83731373	83731523	id-103012	1.56e-06	+	TATGCAATAAGACCTGCCACCAAGAGGTGGCCAGA	Upstream_CTCF	15
chr9	83772235	83772385	id-103013	3.8e-07	+	AATGTTAGGCTCCCTTTGCCCAGTGGGTGGCACCA	Upstream_CTCF	7
chr9	83789071	83789221	id-103014	8.21e-06	+	TCTTGCTTCTTGCCTTTAACCAGTAGAGGGCTATA	V_CTCF_BR	26
chr9	83927368	83927518	id-103015	1.77e-05	+	TGTATAATGCCATCGTTTCACACTAGAGGTCACCC	Upstream_CTCF	19
chr9	83985673	83985823	id-103016	3.81e-05	+	GCAATCGCTGCAGGGTGTCCCACAAGGGGGCTACT	V_CTCF_BR	6
chr9	84025243	84025393	id-103017	1	+	NA	NONE	20
chr9	84080516	84080666	id-103018	4.51e-05	+	CATTTTCTTCTTGGACCAGCAGCTAGGAGGCACCA	Upstream_CTCF	25
chr9	84137974	84138124	id-103019	5.51e-07	+	CAATGAAGCCATCTCTTAACCACAAGAGGGAGCCA	V_CTCF_BR	40
chr9	84167731	84167881	id-103020	7.27e-06	+	GGGGAGCTAATAGGCTGTGACAGGAGATGGAGCTA	V_CTCF_BR	9
chr9	84188784	84188934	id-103021	1.84e-07	+	GCTGCAACTCCCTCAATCAGCAGAAGGGGGTCAAG	Upstream_CTCF	9
chr9	84234380	84234530	id-103022	1	+	NA	NONE	13
chr9	84249015	84249165	id-103023	5.92e-05	-	TCAGCCTCCTGGAATCCCGCCCCTCGGGGGCAGTG	Upstream_CTCF	1
chr9	84288374	84288524	id-103024	8.23e-05	-	GAGCAGTTGCGTAGTTTCCTGGCATGGGGGCGCTC	UpstreamP1_CTCF	9
chr9	84301263	84301413	id-103025	2.72e-05	-	TTGCACACACCGTGTTTACCCAGCAGGGAGAACTT	UpstreamP1_CTCF	27
chr9	84302070	84302220	id-103026	4.31e-05	-	CTGTACTTAGTTCTTGCGTCCAGGCGGTGGCGTGT	UpstreamP1_CTCF	39
chr9	84304882	84305032	id-103027	2.81e-05	+	CTAGAGAGCGCGCGGGCGCGCGCTAGCGGGAGGGA	V_CTCF_BR	14
chr9	84402874	84403024	id-103028	1	+	NA	NONE	20
chr9	84441661	84441811	id-103029	1	+	NA	NONE	8
chr9	84456344	84456494	id-103030	1	+	NA	NONE	13
chr9	84457932	84458082	id-103031	3.09e-06	-	CTTGCAGGAGCCCCCAAATCCTGCAGAGGCTGCTG	Upstream_CTCF	17
chr9	84463479	84463629	id-103032	8.21e-05	-	AACTTAGTTGCAAAATGAAACTCTAGATGGAGCAG	V_CTCF_BR	34
chr9	84585039	84585189	id-103033	1.64e-05	+	GGAAAACAGAAATGTGGCACCACTGGTGGGCAGGG	V_CTCF_BR	10
chr9	84586796	84586946	id-103034	5.68e-06	-	GCTTGGATGGGACACAGGCTCACTAGAGGGCAGCA	V_CTCF_BR	1
chr9	84664877	84665027	id-103035	1.37e-05	+	TGGGCAGTTCTGCTTCTGGAAGGTAGGTGGACGTT	Upstream_CTCF	3
chr9	84716527	84716677	id-103036	3.66e-06	+	GTGTAATTCAGGCTGTGATCCAGTAGATGTCCCTT	UpstreamP1_CTCF	31
chr9	84720772	84720922	id-103037	1.71e-06	-	CCCAGACAAGAACCACCCTCCTCTAGGTGGCGGGG	V_CTCF_BR	18
chr9	84724544	84724694	id-103038	6.51e-05	+	GAGCCCAAATCATAGTTGGACTCAAGTGGGAAACC	V_CTCF_BR	3
chr9	84803867	84804017	id-103039	1	+	NA	NONE	12
chr9	84906099	84906249	id-103040	1	+	NA	NONE	5
chr9	85081939	85082089	id-103041	3.88e-06	-	GTCGGCACTCCGCATGGAACCTAGAGGGGGCGCTA	V_CTCF_BR	34
chr9	85107335	85107485	id-103042	1	+	NA	NONE	16
chr9	85119661	85119811	id-103043	5.51e-07	-	GTCCTGAGTTGGTGGTTGGCCAGCAGGTGGTGCTT	V_CTCF_BR	18
chr9	85139446	85139596	id-103044	6.49e-06	+	ATGCATGCATCACAGGTACCCAGTAGGGGCAGTCA	UpstreamP1_CTCF	13
chr9	85147511	85147661	id-103045	1.26e-05	+	TATTCATTCTACTAATTTTCCAACAGATGGCAGTA	Upstream_CTCF	24
chr9	85164460	85164610	id-103046	5.08e-05	+	GTGCAAGTTCCCACTAGCACCAAACGAGGGAGCAC	UpstreamP1_CTCF	19
chr9	85185266	85185416	id-103047	2.38e-07	-	CTGGCTTTCCAGCTGGGAGCCTCCAGAGGGTGCCC	V_CTCF_BR	28
chr9	85203099	85203249	id-103048	1	+	NA	NONE	1
chr9	85221786	85221936	id-103049	5.93e-06	-	GTTGGAACTCAAATTCTGGTCTCTAGATGGCAGTC	Upstream_CTCF	39
chr9	85290145	85290295	id-103050	1	+	NA	NONE	5
chr9	85294531	85294681	id-103051	1.04e-05	+	GATTATAGTCCATCATGGGTCAGCTGGGGGCACTG	V_CTCF_BR	6
chr9	85310713	85310863	id-103052	3.81e-05	+	TAAACGCATGGTTGCCTTGCCACTAGGGGTAGTGA	V_CTCF_BR	4
chr9	85329015	85329165	id-103053	6.05e-06	-	AGCATGGTGTTAAGCTTTGTCAGGAGAGGGCAGTG	V_CTCF_BR	3
chr9	85375934	85376084	id-103054	1	+	NA	NONE	1
chr9	85378671	85378821	id-103055	1	+	NA	NONE	10
chr9	85420080	85420230	id-103056	1	+	NA	NONE	8
chr9	85518483	85518633	id-103057	4.98e-09	-	CTGTAGTGACAGAGCGGGGCCAGTGGGTGGCTGAG	UpstreamP1_CTCF	28
chr9	85527681	85527831	id-103058	7.15e-05	-	TGTCATAGCCTTGCCAGCTGCACTAGGTGTCACTG	V_CTCF_BR	20
chr9	85576550	85576700	id-103059	2.43e-06	-	CAGGTTGGTTATCCTAGTACCTCTAGGTGGCAGTG	V_CTCF_BR	40
chr9	85649678	85649828	id-103060	1	+	NA	NONE	10
chr9	85651219	85651369	id-103061	1	+	NA	NONE	1
chr9	85677712	85677862	id-103062	9.29e-06	-	GGAGCCCTCTCGGCCGCCCCCGCCAGGCGGGATGG	Upstream_CTCF	28
chr9	85696324	85696474	id-103063	4.41e-06	+	TAAAAACCTCGTGATGGCACCACCAGATGGAGACA	V_CTCF_BR	22
chr9	85782271	85782421	id-103064	1.26e-05	+	ACAGGAGTGCTATAAAAGCCCATGAGATGGAGACA	Upstream_CTCF	5
chr9	85814292	85814442	id-103065	7.11e-06	+	CATGTTGAGACAGCATCATCCACTAGAGGCCAGAA	Upstream_CTCF	40
chr9	85819086	85819236	id-103066	4.7e-08	+	GGGAGCACCACAGGGTTGGCCACTAGATGGAGGAC	V_CTCF_BR	34
chr9	85834668	85834818	id-103067	5.86e-07	+	GCTGCTTCTTGTGGGTTTCCCACTGGGGGGCAGCC	Upstream_CTCF	36
chr9	85846143	85846293	id-103068	2.6e-06	-	GAAGGAAAGAGTCTACGTTCCTCCAGGGGGAGCTC	V_CTCF_BR	24
chr9	85937407	85937557	id-103069	3.91e-06	+	TAGGCTCTCAAAATGTTGCCCAGCAGAGGCCACTG	Upstream_CTCF	17
chr9	85942364	85942514	id-103070	1.04e-05	-	GGTGGGGAAGCCCTTGCTGACGGCAGGAGGCAGGA	V_CTCF_BR	10
chr9	85945240	85945390	id-103071	1.22e-07	+	CAGCAATGGCTTCCTCCAGTCACCAGAGGGCTCTA	UpstreamP1_CTCF	34
chr9	85945836	85945986	id-103072	3.56e-06	-	GCTGTAGCATTTCGCATTCCCACCAGCAGGGAATG	Upstream_CTCF	28
chr9	85949268	85949418	id-103073	8.58e-08	+	TATACTCTTCCCAGACTCACCAGTAGGGGGCGCGC	Upstream_CTCF	40
chr9	85997372	85997522	id-103074	1.15e-07	+	CCTGCTCAAAGTGGTACAACCAGCAGGTGGCAGAG	V_CTCF_BR	8
chr9	86020886	86021036	id-103075	1	+	NA	NONE	22
chr9	86055696	86055846	id-103076	1	+	NA	NONE	1
chr9	86141993	86142143	id-103077	3.29e-05	+	CCAGAGCTTTTCAGAAATACCACCAGGAGTCCAGG	Upstream_CTCF	2
chr9	86153687	86153837	id-103078	2.55e-06	+	AGAGCGATCCTGACCCACACCGCCAGGGGGATTCC	Upstream_CTCF	40
chr9	86159422	86159572	id-103079	1.64e-09	-	GTGCAGTTTGACTTCCAGACCAGTAGGTGGCACTT	UpstreamP1_CTCF	40
chr9	86198186	86198336	id-103080	1.39e-07	+	CAGACATGTCCCATTCCTGCCAGCAGAGGGAGGGG	V_CTCF_BR	40
chr9	86211936	86212086	id-103081	6.98e-07	-	TTCTTGGGCATAAATTTGTCCTGTAGGGGGCGCCA	V_CTCF_BR	40
chr9	86226556	86226706	id-103082	1	+	NA	NONE	20
chr9	86235796	86235946	id-103083	1.96e-08	+	AGCACCGAGACAACCAGGACCAGCAGGTGGCACTC	V_CTCF_BR	39
chr9	86257842	86257992	id-103084	1.01e-05	+	AATGCAGATCCCTGAACATCCTGCAGAGGACCTGA	Upstream_CTCF	7
chr9	86264141	86264291	id-103085	1.21e-10	-	TGGGTCTCTCCCACCCCGGCCACCAGAGGGCAGTA	V_CTCF_BR	40
chr9	86323541	86323691	id-103086	1.03e-05	-	GCGCACAGCTGTCATCGTAGCAGCAGAGGCCACTG	UpstreamP1_CTCF	31
chr9	86329365	86329515	id-103087	1.56e-05	-	GCAACAATATCAAATGCCACCACTGGGGGAAGCAA	Upstream_CTCF	39
chr9	86432258	86432408	id-103088	1.5e-05	+	GCCTCAGGCCGAGTCCCCGCCACCCGAGGCCGGGG	Upstream_CTCF	26
chr9	86445703	86445853	id-103089	7.44e-05	-	GTTGCACTTCACTGTCTATCCTCTAGGAATGAAAA	Upstream_CTCF	10
chr9	86521159	86521309	id-103090	4.88e-05	-	TTAGTCATTCAAATAGCAGGCTATAGGAGGCAGCA	Upstream_CTCF	20
chr9	86527213	86527363	id-103091	7.73e-06	-	CACAACTTAACTTTACTTGCCACATGATGGCAGTC	V_CTCF_BR	31
chr9	86535634	86535784	id-103092	1	+	NA	NONE	38
chr9	86535921	86536071	id-103093	1	+	NA	NONE	39
chr9	86536232	86536382	id-103094	4.21e-05	-	CTGAGGAGTCCAGCGCTCGCCGACAGGGGCCTGGG	V_CTCF_BR	34
chr9	86537319	86537469	id-103095	7.84e-05	-	TGAGGTGGAGGTTGCGTTGAGCCTAGATGGCGCCA	V_CTCF_BR	15
chr9	86552906	86553056	id-103096	7.49e-07	+	AGGTTATTATGACAAATTTCCAGCAGATGGCAGTA	UpstreamP1_CTCF	39
chr9	86571611	86571761	id-103097	7.73e-05	+	AAAGCGGTCCCGTTCACGCCCTCTCGGGCGCGCTC	Upstream_CTCF	7
chr9	86595326	86595476	id-103098	1	+	NA	NONE	21
chr9	86607459	86607609	id-103099	1	+	NA	NONE	18
chr9	86674815	86674965	id-103100	1	+	NA	NONE	1
chr9	86752982	86753132	id-103101	2.11e-06	-	GCAGTGGGGTAAAGTGGGGGCAGCAGAGGGAAGGA	V_CTCF_BR	5
chr9	86785873	86786023	id-103102	5.13e-05	+	TCCTAACTCTGTGGTCAGACCAACAGGAGGCAGGG	V_CTCF_BR	29
chr9	86788122	86788272	id-103103	2.62e-07	-	GAGGTGTTCCCAAGAAGCACCACTAGGGGGCCGGG	UpstreamP1_CTCF	40
chr9	86853684	86853834	id-103104	1	+	NA	NONE	38
chr9	86859882	86860032	id-103105	6.98e-07	+	AGGGAGTCAACTTCAGCTGACAGCAGAGGGAGCTC	V_CTCF_BR	15
chr9	86876175	86876325	id-103106	6.39e-08	-	TGCTGAAGTCCAGAGCTGGCCACAAGGTGGCAGGA	V_CTCF_BR	40
chr9	86909560	86909710	id-103107	4.7e-06	-	TGTCAGGTGTGTCTGCCATCCAGTAGGAGGCACTA	V_CTCF_BR	27
chr9	86930299	86930449	id-103108	6.43e-10	-	CAGTAGTTTTCAGATCCTGCCACCAGGTGGCAGGA	UpstreamP1_CTCF	40
chr9	86932604	86932754	id-103109	3.22e-07	-	TGAGCACTTACTATGTGTGCCACTGGATGGAGCCA	Upstream_CTCF	28
chr9	87008519	87008669	id-103110	3.8e-08	-	GTCCAAGCCCTGTGCCCTGCCAGGAGAGGGAGCCC	V_CTCF_BR	15
chr9	87012095	87012245	id-103111	4.3e-08	+	CTGTGATGACCTAGAATGGCCACTTGGTGGCAGTG	UpstreamP1_CTCF	40
chr9	87019123	87019273	id-103112	1.91e-09	+	CTGCAGCTGCTCATCACCGCCACTTGAGGGCGCTG	UpstreamP1_CTCF	38
chr9	87034248	87034398	id-103113	1	+	NA	NONE	26
chr9	87066623	87066773	id-103114	1.69e-05	-	AACCAGGAACTGACCTTGCCCACTAGAGGGACAGG	UpstreamP1_CTCF	5
chr9	87076581	87076731	id-103115	3.4e-06	-	ACAGCACAGGAGTTTTCAAACACCAGAGGGCACTT	V_CTCF_BR	17
chr9	87108326	87108476	id-103116	1.21e-06	+	GGGCAGCTACGCCTCAGCTCCAGCAGATGATGGCA	UpstreamP1_CTCF	8
chr9	87267683	87267833	id-103117	1.04e-05	+	AACATGATAACCATCTTGAGCACAAGATGGCAGTC	V_CTCF_BR	9
chr9	87282521	87282671	id-103118	2.02e-06	+	CCGCATTGACATGCTGCAGCCACTAGGGCGAAAAT	UpstreamP1_CTCF	39
chr9	87283292	87283442	id-103119	3.09e-06	+	CGTGCCGGGCGCTCTCTCCCCGCGCGGGGGCACCA	Upstream_CTCF	38
chr9	87284824	87284974	id-103120	3.63e-08	-	GCTGCAGAATCCGCCACGGCCGCTGGGTGCCGGTG	Upstream_CTCF	15
chr9	87312548	87312698	id-103121	3.06e-08	+	TGGAGGCAGGTGGAAGTCACCAGGAGGGGGCAGCG	V_CTCF_BR	39
chr9	87355492	87355642	id-103122	2.66e-05	-	ATAGTGCATGCTTCGCACAACTCTAGGGGGCGCCT	V_CTCF_BR	8
chr9	87396463	87396613	id-103123	4.14e-06	-	CAAATATTTGCCACTGTTTCCACCAGGGGGCATTC	V_CTCF_BR	35
chr9	87430599	87430749	id-103124	2.37e-05	+	TGTGTACTTCCTCACACTTCCTCAAGTGTGTGCTG	Upstream_CTCF	7
chr9	87547970	87548120	id-103125	4.88e-05	+	AGTTGGCCACACATTCCAAGCTCTAGAGGGCATCA	V_CTCF_BR	26
chr9	87560904	87561054	id-103126	2.91e-05	+	GCCGTGATCTAGAAAATGACCACCAGGGACCTGGC	Upstream_CTCF	7
chr9	87569115	87569265	id-103127	1.21e-09	+	ACTGCAGCGCCCCCTCAGGCCACCAGGGGCAATGA	Upstream_CTCF	39
chr9	87582166	87582316	id-103128	1.12e-08	-	CATGCAGTGACAGAGAAGGCCAGCAGGGGTCTGCC	Upstream_CTCF	28
chr9	87612501	87612651	id-103129	1.67e-07	+	TAAAGTGGGAGCTGAGTGGTCAGCAGAGGGCACCA	V_CTCF_BR	15
chr9	87684460	87684610	id-103130	2.78e-06	-	TGGCCCTCTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	9
chr9	87723257	87723407	id-103131	4.65e-05	+	TTATCAAACAGATTTTTTGTCAGTAGGGGTCACCA	V_CTCF_BR	7
chr9	87758083	87758233	id-103132	1	+	NA	NONE	35
chr9	87787615	87787765	id-103133	1.32e-05	-	CGTTCAGAACTGAAAAGATCCACTAGGTGGGTGTG	Upstream_CTCF	4
chr9	87856120	87856270	id-103134	4.5e-06	+	AATGCAATTCCCATATTAACAGAAAGGGGGAAAAG	Upstream_CTCF	4
chr9	87873802	87873952	id-103135	3.97e-05	-	AAGATGCTTCATGGCTTGTCCATGAGAGGGCACTG	UpstreamP1_CTCF	37
chr9	87913758	87913908	id-103136	6.64e-05	+	GAGGTGATCTCAGGAAACACCAGCAGGGGAGTGGG	Upstream_CTCF	5
chr9	87919460	87919610	id-103137	2.37e-05	+	GCTGCGCCCATGAATACTCTCCCCAGGTGGCAGCA	Upstream_CTCF	3
chr9	87947555	87947705	id-103138	7.12e-06	+	CCCCATTGCTTCAGGGTTGCCACCAGGGGCACCAA	UpstreamP1_CTCF	27
chr9	88040174	88040324	id-103139	1.12e-08	-	CCTGGAAAACTAAACGTGGCCACTAGGGGGTGCCG	Upstream_CTCF	39
chr9	88098248	88098398	id-103140	1.24e-05	-	AATATTTGCACTTGAATATCCACCAGATGTCAGCA	V_CTCF_BR	8
chr9	88117827	88117977	id-103141	2.66e-05	+	TCCTTTATCTTTTGTTCGGTCACTAGAGGGTAGTG	V_CTCF_BR	23
chr9	88123653	88123803	id-103142	3.11e-05	+	AGGAAGACGAGGAAAGATCCCACTAGAGGGAGACA	V_CTCF_BR	29
chr9	88126066	88126216	id-103143	2.37e-05	+	CATGTCTTCCCACAGTGCACCATAAGAGGCCAGCA	Upstream_CTCF	2
chr9	88225108	88225258	id-103144	2.83e-07	-	AAGGGATTTGCTGAAATTACCACCAGATGGCAGTC	V_CTCF_BR	39
chr9	88313348	88313498	id-103145	6.46e-07	+	GTTGAGAGTCAGAGGGTGAACACCAGAGGGCAGCT	V_CTCF_BR	40
chr9	88331542	88331692	id-103146	1.9e-06	-	CATGTTGTGTTGAGAATAGACTGTAGGGGGCATCA	Upstream_CTCF	30
chr9	88357392	88357542	id-103147	1	+	NA	NONE	31
chr9	88407096	88407246	id-103148	7.44e-05	+	GTTGCACTTCACTGTCTATCCTCTAGGAATGAAAA	Upstream_CTCF	18
chr9	88420512	88420662	id-103149	1	+	NA	NONE	35
chr9	88434008	88434158	id-103150	5.68e-06	+	CCACAACTTACTTTACTTGCCACATGATGGCAGTC	V_CTCF_BR	31
chr9	88440002	88440152	id-103151	6.8e-06	+	TTAGTCATTCAAATAGCAGCCTACAGGAGGCAGCA	Upstream_CTCF	39
chr9	88515540	88515690	id-103152	2.1e-06	-	CTTGCCCTTCCGTCTTCTGCCATGTGAGGGCGCAG	Upstream_CTCF	36
chr9	88649914	88650064	id-103153	1.39e-07	+	GGGGCATGTGGCCTGCCTGCCAGGAGGGGGCGTCC	V_CTCF_BR	40
chr9	88659036	88659186	id-103154	1	+	NA	NONE	20
chr9	88691245	88691395	id-103155	6.21e-05	+	CATTGCACTCCAGCCTGGACAACAAGAGGGAAACC	V_CTCF_BR	21
chr9	88714134	88714284	id-103156	2.43e-06	+	GTTGCAGCCCCGGCGCAAGCCGCGGGGAGGCTCCG	Upstream_CTCF	33
chr9	88715060	88715210	id-103157	1	+	NA	NONE	23
chr9	88737319	88737469	id-103158	7.12e-06	-	CTGAATCCCTGTTTTCTAGCCACCAGGAGGCTTCA	UpstreamP1_CTCF	32
chr9	88794770	88794920	id-103159	2.66e-05	+	TCATGCATACCTGAACTTACAGCCAGGTGGCAGAC	V_CTCF_BR	2
chr9	88802267	88802417	id-103160	1.32e-05	-	TTTGCTCTTCTAGATCTAGCCACCCAGTGGAGCTA	Upstream_CTCF	19
chr9	88817327	88817477	id-103161	1.1e-06	+	TCCATGTTCTTACTATTAGCCACTAGGGGGCAATA	V_CTCF_BR	40
chr9	88854148	88854298	id-103162	4.7e-06	-	CAAATTTCTCATAATCTTACCACTAGATGGAACTG	V_CTCF_BR	19
chr9	88861927	88862077	id-103163	1	+	NA	NONE	13
chr9	88890991	88891141	id-103164	6.21e-06	-	CTGTCACTGTCTCTCATCACCCCTAGATGGGGCCA	Upstream_CTCF	36
chr9	88902026	88902176	id-103165	8.71e-06	+	ATGAGTTAGAGAGAAGAAACCAGAAGGGGGCAGCT	V_CTCF_BR	40
chr9	88939277	88939427	id-103166	3.16e-06	+	TTTCAGGGGCGAGAGGGAGGCACCAGGAGGAGACA	UpstreamP1_CTCF	6
chr9	88970081	88970231	id-103167	1	+	NA	NONE	22
chr9	88970885	88971035	id-103168	2.27e-05	-	CCTCTGCTGCTACTCTAGAACTCTAGGTGGAGGCA	V_CTCF_BR	5
chr9	89029306	89029456	id-103169	4.71e-06	+	CCAGAATTCTCTTTTCTCAACACTAGATGGCAGTA	Upstream_CTCF	40
chr9	89048986	89049136	id-103170	1.59e-06	+	TGTACCTGCAGTTGCAAAGCCAGTAGAGGGAGCAG	V_CTCF_BR	40
chr9	89062287	89062437	id-103171	2.6e-06	+	CCACAGCCTCAGGCCTTCTACAGTAGGTGGCAGTA	V_CTCF_BR	9
chr9	89102282	89102432	id-103172	1.26e-05	+	CTTTAAGTTTATTTCCATTCCACAAGGTGGCAGTA	Upstream_CTCF	39
chr9	89115674	89115824	id-103173	1	+	NA	NONE	10
chr9	89116240	89116390	id-103174	1	+	NA	NONE	7
chr9	89172414	89172564	id-103175	2.8e-05	+	GAGGGAAGATCCTAGGTGTCCAGCAGGAGGTGTCT	Upstream_CTCF	11
chr9	89204319	89204469	id-103176	4.7e-06	+	GGCTTACTTCCTGGCCTAACCACTTGGGGTCGCTC	V_CTCF_BR	19
chr9	89230468	89230618	id-103177	3.91e-06	+	GGTGTTGTGGGCTCTTATTTCAGCAGGGGGCAGAA	Upstream_CTCF	39
chr9	89241815	89241965	id-103178	2.01e-05	+	AATGTCATGCTTAGTGAGACCTGTGGGAGGGGCTC	Upstream_CTCF	6
chr9	89252485	89252635	id-103179	3.42e-08	+	AGCGGCTGGACATCAGGGACCACAAGGTGGCGCTC	V_CTCF_BR	39
chr9	89254828	89254978	id-103180	8.59e-05	+	GCAGGAGGCCAGCCTCCGGCCTCGGGAAGGCTCAT	V_CTCF_BR	29
chr9	89410822	89410972	id-103181	5.08e-05	-	CTTGTGTGCATAGCCCTCACCACCAGGGCCAGCAA	UpstreamP1_CTCF	23
chr9	89416948	89417098	id-103182	2.1e-06	-	GAAGAATTGCTTGAATTCTCCACCAGGAGGTGGAG	Upstream_CTCF	32
chr9	89443063	89443213	id-103183	1	+	NA	NONE	1
chr9	89471313	89471463	id-103184	1.39e-05	+	GATTTTCTCTGCCTCCACACCAGTAGAGGCCAGCA	V_CTCF_BR	21
chr9	89509102	89509252	id-103185	5.08e-05	-	CATGCCAGGCCACACAGGACCACATAGGGGAGCAC	Upstream_CTCF	20
chr9	89560737	89560887	id-103186	6.64e-05	+	GATGCAGCAGCGCCGCTGCCCGGGCGCGGTGGGTG	Upstream_CTCF	23
chr9	89561482	89561632	id-103187	1.01e-05	+	ACTGCAGCAGCGCCTGCCAGCAGATGAGGCGGCGG	Upstream_CTCF	24
chr9	89563473	89563623	id-103188	1.3e-07	+	GGCGCAACGCAGCCTTCCGCCACCAGAGGCAGCGG	Upstream_CTCF	40
chr9	89589486	89589636	id-103189	1	+	NA	NONE	12
chr9	89612202	89612352	id-103190	4.24e-07	-	GTTGTTCCTCAAACAGAGACCAGAAGGTGGCAACC	Upstream_CTCF	15
chr9	89649023	89649173	id-103191	1	+	NA	NONE	3
chr9	89672907	89673057	id-103192	7.78e-06	-	TCTGCATTCACTCTTGCCACCACCTGGTGACTGTT	Upstream_CTCF	3
chr9	89690609	89690759	id-103193	1.61e-05	+	CCCCAGCTCCCCACAGGGTCCAGAAGGCTGCAGCA	UpstreamP1_CTCF	10
chr9	89695873	89696023	id-103194	7.12e-06	-	GGGCACTGCCAATGTTAATCCCATAGGTGGCCCCA	UpstreamP1_CTCF	32
chr9	89722051	89722201	id-103195	1.97e-06	+	ATTTGTAAACTGATCTCTGCCTCCAGGGGGTGGCA	V_CTCF_BR	32
chr9	89728927	89729077	id-103196	3.4e-06	+	GGCAAATTCTCCCCTAGAGCCTCCAGAGGGAGCGT	V_CTCF_BR	24
chr9	89763489	89763639	id-103197	1	+	NA	NONE	27
chr9	89782210	89782360	id-103198	7.73e-05	-	CATGTTGCTAACTGAAGTCACACAAGGTGACGCTC	Upstream_CTCF	8
chr9	89838373	89838523	id-103199	7.82e-06	+	TTGGTATTCCCCACGTTGCCCAGCAGGGCCCTGGG	UpstreamP1_CTCF	11
chr9	89865249	89865399	id-103200	8.21e-06	-	TGGGTAGGAGTCTAGACATCCAGGGGAGGGCAGTA	V_CTCF_BR	19
chr9	89878338	89878488	id-103201	3.65e-07	-	AACAGGCAGGGAAAGGGGACCGCAAGGGGGCAGAC	V_CTCF_BR	23
chr9	89882592	89882742	id-103202	8.33e-05	+	TCTTTCTTTACTTTGATGCCCACAAGGGGTTGAGG	Upstream_CTCF	3
chr9	89905153	89905303	id-103203	3.24e-06	-	CTGGCAATACTGTAGGAGGCCTGTGGGTGGCCAGG	Upstream_CTCF	37
chr9	89939654	89939804	id-103204	3.16e-06	-	ATGTAATTACTCATTTTGTCCACTGAGAGGAGCCA	UpstreamP1_CTCF	40
chr9	89951487	89951637	id-103205	1	+	NA	NONE	37
chr9	89951876	89952026	id-103206	3.22e-05	+	TTCTAAATACACTTGTTGTCCACAAGGTGGCCCTA	UpstreamP1_CTCF	40
chr9	89988914	89989064	id-103207	1.39e-05	+	CCCAAGGAAGGAATTCAGGCCACAAGGAGGCTCTG	V_CTCF_BR	16
chr9	90038107	90038257	id-103208	1	+	NA	NONE	10
chr9	90112503	90112653	id-103209	1	+	NA	NONE	28
chr9	90113243	90113393	id-103210	8.21e-06	-	CGGCCGACCCGGCGTGCGGCCGCCCGGGGGAGCAA	V_CTCF_BR	35
chr9	90115523	90115673	id-103211	1	+	NA	NONE	20
chr9	90148345	90148495	id-103212	1	+	NA	NONE	8
chr9	90162619	90162769	id-103213	2.15e-05	-	TCATCCTATCAGTGGAAGGCCTGCAGAGGGAATTC	V_CTCF_BR	9
chr9	90209674	90209824	id-103214	5.28e-08	+	GCAGCCCTTTCACCAGTAGCCAGAAGGAGGCAGAA	Upstream_CTCF	18
chr9	90224041	90224191	id-103215	2.37e-05	-	GGTGTAGTTCCAGCCCAAGCCATCAGGCTCAAGAC	Upstream_CTCF	2
chr9	90245323	90245473	id-103216	1.48e-05	-	CAGCACAGGACTCCAAGAAGGACCAGGGGGCAGCA	UpstreamP1_CTCF	8
chr9	90257761	90257911	id-103217	1	+	NA	NONE	8
chr9	90271542	90271692	id-103218	1	+	NA	NONE	13
chr9	90274979	90275129	id-103219	9.27e-07	-	GTGCTCCCACCGCAGGAGGGCACTGGAGGCCGCTG	UpstreamP1_CTCF	0
chr9	90277911	90278061	id-103220	1.39e-07	-	TCAGCGGAGAGGGAAGGTGGCAGCAGGGGGCGCTG	V_CTCF_BR	40
chr9	90282281	90282431	id-103221	1.73e-06	-	TAGCATCTCTGGTTTCTACACACTAGGTGGCAGTA	UpstreamP1_CTCF	39
chr9	90293701	90293851	id-103222	1.1e-06	+	CCTCAGATTTCCACAGTGCCCACCAGGGGTCAGTA	V_CTCF_BR	40
chr9	90299151	90299301	id-103223	1.37e-05	+	GAAGCAGCAACACTGTCACCTGCCAGGGGGCACTG	Upstream_CTCF	7
chr9	90299620	90299770	id-103224	3.97e-07	+	TGGGAGCCGTCACGTTACACCGCCAGGGGGCAGTA	V_CTCF_BR	40
chr9	90300804	90300954	id-103225	2.01e-05	-	TTGTTCTTGCAGCGAGTCTCCACTTGAGGCCTTCC	UpstreamP1_CTCF	15
chr9	90328688	90328838	id-103226	4.14e-05	-	CTGAAGTTGCTGACTTGTGCCTACGGCGGCAGCAG	UpstreamP1_CTCF	18
chr9	90341359	90341509	id-103227	4.88e-05	-	ACGCCTGCGCCACACACTGGCTGTAGCGGTCAGAG	V_CTCF_BR	37
chr9	90346620	90346770	id-103228	6.46e-07	-	AGTGTCCACAGGGCCTTCACCAGCAGTGGGCGAAG	V_CTCF_BR	9
chr9	90407847	90407997	id-103229	1.41e-06	+	TTGCCATTTCCAGCTTCCTCCTGCAGAGGGTGGGT	UpstreamP1_CTCF	32
chr9	90415628	90415778	id-103230	1.19e-06	-	CTCTGGGCCCCTCTGCTGTCCAGCAGGGGCCACCT	V_CTCF_BR	0
chr9	90427895	90428045	id-103231	1.03e-07	-	GCTGCAGTGCCCCTGCTCGCCATTAGATGATGCTA	Upstream_CTCF	40
chr9	90439217	90439367	id-103232	1.82e-07	-	AGGCCCACCTTCTACATGGCCACTAGGGGCCACCA	V_CTCF_BR	10
chr9	90449349	90449499	id-103233	4.7e-06	+	CCGAGCCCCGCCGCTCAAACCTCTAGGGGGAGCAT	V_CTCF_BR	28
chr9	90499063	90499213	id-103234	1.29e-05	+	GGCCTGGGACCGGTATTGCCCATAAGGGGGCGGTG	UpstreamP1_CTCF	33
chr9	90510044	90510194	id-103235	2.31e-07	+	AGAGCGCTGCTGCTTCCTTCCACTAGGTGGAAGTG	Upstream_CTCF	29
chr9	90524798	90524948	id-103236	1	+	NA	NONE	7
chr9	90565792	90565942	id-103237	4.85e-07	+	GTGTAATTAAAACCATAATCCAGTAGATGGTGCTA	UpstreamP1_CTCF	39
chr9	90589674	90589824	id-103238	4.94e-06	+	GCTGCGCTGGTGCACGCAGCCGGGAGGGGCGGGCT	Upstream_CTCF	35
chr9	90626416	90626566	id-103239	2.11e-06	+	AGAAAAACTTAAATGTCTACCAGCAGAGGGAGGAA	V_CTCF_BR	32
chr9	90640419	90640569	id-103240	1.26e-07	+	GGCAATTCCTCTGAGGCCCCCAGCAGGTGGCACTC	V_CTCF_BR	12
chr9	90653116	90653266	id-103241	7.49e-05	-	TTCATCCCAAACAATACTGCCCCTAGTGGGAGCAT	V_CTCF_BR	13
chr9	90656502	90656652	id-103242	2.43e-06	-	AATCCATGCTATCTACTTTCCAGCAGATGGCTCCA	V_CTCF_BR	39
chr9	90691175	90691325	id-103243	2.19e-05	+	GCGGCTCCAGCAGCCTCCACGCCTAGAGGGCTGCG	Upstream_CTCF	33
chr9	90691402	90691552	id-103244	9.71e-06	-	GAGGGAGTGCGCGCTAGCCCCGGAAGAGGGTGCGC	Upstream_CTCF	18
chr9	90691800	90691950	id-103245	4.7e-05	+	CCTGCGGTTCCTCCACGTCACGCAGGCAGACGCCA	Upstream_CTCF	26
chr9	90712785	90712935	id-103246	1.64e-06	+	ATGTTGCTTTCAGTCTGCACCAGCAGAGGGATCTT	UpstreamP1_CTCF	10
chr9	90721437	90721587	id-103247	3.63e-08	+	AATGCAGTAGTCAGAGGCAGCAGCAGATGGCACTG	Upstream_CTCF	38
chr9	90788411	90788561	id-103248	9.51e-07	+	CAGAGTTTATGCCCCCTTGTCACAAGGGGGCGGCA	V_CTCF_BR	40
chr9	90789353	90789503	id-103249	1.04e-06	+	CCTTCAGATCTCTGCAAAGCCAGCAGGTGGACCTG	Upstream_CTCF	26
chr9	90797679	90797829	id-103250	1	+	NA	NONE	8
chr9	90806479	90806629	id-103251	2.59e-06	-	GTGAAGAAACTGGCAAAAACCAGCAGGTGGCTCAA	UpstreamP1_CTCF	6
chr9	90856141	90856291	id-103252	7.82e-06	-	CTGTCATGCTGGGTGGTGACCTGTAGGTGTTCCAG	UpstreamP1_CTCF	3
chr9	90888012	90888162	id-103253	1.41e-05	+	GTGGAGGATCTCTCCTTCACCAGCAGGGTGACCAG	UpstreamP1_CTCF	20
chr9	90895695	90895845	id-103254	3.28e-05	-	TCCGGAAACCCATCGCTGACCCCAAGTGGGCTCTT	V_CTCF_BR	10
chr9	90896021	90896171	id-103255	4.01e-05	+	CATTCCGCTGAGCACTGTGCCCCCAGTGGTAACTG	V_CTCF_BR	9
chr9	90925367	90925517	id-103256	1	+	NA	NONE	12
chr9	90993311	90993461	id-103257	9.39e-07	+	CCTGCTGTGCAGAAAATGACCTGTAGGGAGGTGGG	Upstream_CTCF	37
chr9	91003530	91003680	id-103258	7.99e-11	-	GGTCCCCGCCGCGGCCCAGCCGGCAGGGGGCGCTA	V_CTCF_BR	36
chr9	91004054	91004204	id-103259	5.13e-05	-	GCAACCCGTTCGCCGCGCCCCCACGGAGGGCGGCG	V_CTCF_BR	11
chr9	91012271	91012421	id-103260	8.02e-05	+	CCTGTGCTCACCATATTCTCCACCAGGAATCTTGG	Upstream_CTCF	7
chr9	91096939	91097089	id-103261	8.64e-05	+	TGGTCATTTTCAGAGCAGTCCTGTAGGGGAGAGCA	Upstream_CTCF	20
chr9	91147460	91147610	id-103262	6.73e-07	-	CTGGAATTACAGGCTTGAGCCACCGAGGGGCGCAG	UpstreamP1_CTCF	24
chr9	91148986	91149136	id-103263	4.65e-05	+	GGGACACCTGCGGCGGGGCCCGGCAGGGAGCGCGA	V_CTCF_BR	29
chr9	91150567	91150717	id-103264	1.28e-06	-	CCAGGACCCCCACTCACTGCCGGTAGGGGTCGTGG	Upstream_CTCF	20
chr9	91174697	91174847	id-103265	5.74e-05	+	CTTCTCATACAGAGCAAAGCCACCAAGTGGCAGGT	UpstreamP1_CTCF	26
chr9	91193504	91193654	id-103266	1.12e-08	-	CCTGCTGCCTAGCAGATGACCACGAGGGGGCAGTG	Upstream_CTCF	40
chr9	91198907	91199057	id-103267	1.64e-06	+	CTGCACTTTCTGTTCCAAGCCATCTGGTGGAAGCA	UpstreamP1_CTCF	20
chr9	91205618	91205768	id-103268	1.15e-06	-	AGTGCAGGCCCTGCGTCAGCATCCAGGTGGGGGCG	Upstream_CTCF	32
chr9	91208826	91208976	id-103269	5.37e-06	+	TTTTTATAGATCCCCTTCACCACCAGGGGGCCCAT	UpstreamP1_CTCF	40
chr9	91267305	91267455	id-103270	4.88e-05	-	TCTTGAAGTCAGCCAGCGGCCTGCAGAGGCGGTCT	Upstream_CTCF	27
chr9	91275618	91275768	id-103271	2.72e-06	+	ATGAAATGAGCATCCAGTGCCTGCAGGGGGTGATA	UpstreamP1_CTCF	40
chr9	91276801	91276951	id-103272	2.72e-05	-	TTGTGCCAGCTCCATGTCCCCACCATGTGGTACTG	UpstreamP1_CTCF	24
chr9	91288329	91288479	id-103273	2.27e-05	+	GACAGAAGCGGCAGCTCTCACTGCAGGAGGCGCCA	V_CTCF_BR	19
chr9	91321491	91321641	id-103274	1.03e-05	+	GTGCAGCTCCAGTCCCTGCACTGAGGGGCGCTGTG	UpstreamP1_CTCF	7
chr9	91325462	91325612	id-103275	9.41e-05	-	TCCTCCACTGCCTACACCACCCCTAGCTGTCTCCA	V_CTCF_BR	9
chr9	91337813	91337963	id-103276	2.91e-05	+	GTTGCCTCAGAACTTTGATCCACTAGAGGGCATAT	Upstream_CTCF	39
chr9	91350297	91350447	id-103277	7.78e-06	+	TCTGCTGTCTAGTAGAGTAGCTGTAGGTGGCGATT	Upstream_CTCF	3
chr9	91356388	91356538	id-103278	8.46e-07	-	GCTGCCACAACAAAGAACCACACAAGGGGGCGCTA	Upstream_CTCF	39
chr9	91362884	91363034	id-103279	1	+	NA	NONE	15
chr9	91388913	91389063	id-103280	2.96e-05	-	CTGCCATGTACCAGATCTCCAGCAAGGAGGCAGGC	UpstreamP1_CTCF	31
chr9	91397110	91397260	id-103281	8.21e-06	-	CAGGAGCCTGTGGAGGGGGCCTCCTGCTGGCAGAT	V_CTCF_BR	35
chr9	91419151	91419301	id-103282	5.41e-06	+	AATGGAGTGGCCATGGCTGCCACATGGTGGGGTAG	Upstream_CTCF	9
chr9	91425680	91425830	id-103283	1.55e-05	+	AACCCAGTCAGAAGAGCTTCCAGCAGATGTCTCTG	V_CTCF_BR	1
chr9	91427930	91428080	id-103284	1.64e-05	-	GCCTGCCCGCCCACATGTGCCTGCAGGGGACGCTC	V_CTCF_BR	4
chr9	91441978	91442128	id-103285	6.43e-06	-	CAGCACACAGGAGCCTGGACCACAGGAGGGCTGGG	V_CTCF_BR	6
chr9	91486619	91486769	id-103286	2.1e-06	-	TCAGCATCGCACAGCTTCTCCACTTGGGGGTGACC	Upstream_CTCF	4
chr9	91489457	91489607	id-103287	7.62e-07	-	CCTGCACTTATGTGCAGAGACGCCAGGTGGCCATC	Upstream_CTCF	34
chr9	91501740	91501890	id-103288	3.41e-07	+	TGTGCTGGTTTTTCTCCTGCCAGGAGGTGGCACTT	Upstream_CTCF	7
chr9	91535684	91535834	id-103289	3.05e-07	-	TGTGGTACACTGACAGGCCCCACCAGGTGGAGGTA	Upstream_CTCF	19
chr9	91569347	91569497	id-103290	1.21e-05	-	GAATAAATTCCACTGTGAGCCTCCAGGAGGAACCA	Upstream_CTCF	18
chr9	91586421	91586571	id-103291	8.89e-06	+	GGCGCAGAGCTCCAGGGGCCCAGAGGGTGGCGTTT	Upstream_CTCF	5
chr9	91605255	91605405	id-103292	7.11e-06	-	CCTGGGCCGGCAGGATTGGGCCGCAGGGGCCGCTG	Upstream_CTCF	5
chr9	91605645	91605795	id-103293	1.1e-05	+	CGGAGTGGGCTCTGGTGCACCAGCAGAGGCTGGGG	V_CTCF_BR	17
chr9	91606523	91606673	id-103294	3.63e-06	-	GGCCCGCCTCTCACCTCCGTCGGCTGAGGGCGCTG	V_CTCF_BR	24
chr9	91616000	91616150	id-103295	2.27e-06	-	AGACGATTAGCTCCAAAATCCACGAGAGGGCGCCC	V_CTCF_BR	40
chr9	91624022	91624172	id-103296	2.39e-05	-	GGGAGCTTGGTAAGACAGCCCAGTAGGGGGCCCTG	UpstreamP1_CTCF	35
chr9	91663628	91663778	id-103297	1.08e-05	-	CCGTTTCAGCTCCGCTCCTCCAGCAGGGTGCAGCC	UpstreamP1_CTCF	7
chr9	91711842	91711992	id-103298	6.15e-05	+	CTTGGACCAGCCAGGGTCCACCAGAGAGGGCGCTG	Upstream_CTCF	31
chr9	91786685	91786835	id-103299	2.27e-05	+	TGGCTAGAAACCCAAATCTTCACTAGATGGCAGTG	V_CTCF_BR	33
chr9	91790762	91790912	id-103300	1.54e-05	+	GGGAATTTGCACATGTGCGCCAACAGAGGGCCATG	UpstreamP1_CTCF	22
chr9	91791938	91792088	id-103301	1	+	NA	NONE	8
chr9	91794521	91794671	id-103302	1	+	NA	NONE	25
chr9	91798191	91798341	id-103303	1.55e-08	+	GCCCAGGGAGGAACAGCCTCCAGCAGGTGGCACCC	V_CTCF_BR	22
chr9	91804268	91804418	id-103304	3.56e-05	-	GGTGTTACTCACTCCTAAAGCTGCAGAGGTCAGTC	Upstream_CTCF	24
chr9	91840694	91840844	id-103305	1	+	NA	NONE	18
chr9	91849623	91849773	id-103306	9.66e-05	+	GCTGCAGTAGCCGGCGGACGCCCAGGGCGCACGGG	Upstream_CTCF	29
chr9	91851986	91852136	id-103307	8.9e-05	+	TTGCTTGTCACTGTCGCCCCCACTGGCTGGCTAGT	UpstreamP1_CTCF	5
chr9	91894029	91894179	id-103308	6.47e-09	-	TCTGCAATTCTGATAATAGCCACGAGAGGGCTTGC	Upstream_CTCF	40
chr9	91933851	91934001	id-103309	5.51e-07	+	CTCTACGTACTCAGCATTACCACTAGATGGAGCCC	V_CTCF_BR	40
chr9	91969088	91969238	id-103310	8.97e-05	+	TTGGGTGTTCCCAAGGCCACCACCAGGCTCAGTGA	Upstream_CTCF	12
chr9	91990357	91990507	id-103311	1.84e-06	+	GGCTCTCAGAGCTTGTTTAACAGGAGAGGGCAGCA	V_CTCF_BR	17
chr9	91997068	91997218	id-103312	5.41e-06	+	CATGCAGTGCACCCACCTGAAGCTCGGGGGCGTGC	Upstream_CTCF	1
chr9	92025692	92025842	id-103313	1	+	NA	NONE	29
chr9	92044313	92044463	id-103314	1.43e-05	+	GAAGTCATATCAGTGTTGGGGGGTAGGGGGCAGTG	Upstream_CTCF	37
chr9	92068239	92068389	id-103315	1	+	NA	NONE	1
chr9	92134072	92134222	id-103316	4.88e-05	-	ATGAGGGCTTCAGCAAGCCCCGCAGGAGGGAGCTG	V_CTCF_BR	2
chr9	92149551	92149701	id-103317	1.15e-07	+	GGAAGGAGCTGAGATGCTGACAGCAGGGGGCGGAG	V_CTCF_BR	3
chr9	92164066	92164216	id-103318	1.28e-06	-	AGGGGGATGAGGAGCTCGACAGGCAGGGGGCACCA	V_CTCF_BR	40
chr9	92171800	92171950	id-103319	1	+	NA	NONE	5
chr9	92179472	92179622	id-103320	1.28e-06	+	GATGCTGTGGCCAGAGGGAGCTCTAGATGACGGCG	Upstream_CTCF	30
chr9	92191347	92191497	id-103321	8.17e-09	+	TTGTAATTGTGGAATTAGACCACTAGATGGCGGTG	UpstreamP1_CTCF	40
chr9	92207957	92208107	id-103322	1.1e-06	-	TGCCTGCAGACTCCAAAAACCACAAGGGGGCGGGG	V_CTCF_BR	36
chr9	92208866	92209016	id-103323	4.85e-07	+	CAGCGGCACACAAACATCACCAGCAGGGGGAGTAG	UpstreamP1_CTCF	40
chr9	92213141	92213291	id-103324	4.3e-06	+	GAAGCGATATTCTCTTTGACCGCAAGATGTCACCC	Upstream_CTCF	40
chr9	92218008	92218158	id-103325	2.43e-06	+	GCTCTCCTCTGCCAGGAAGCCGCTGGGGGGCGCAA	V_CTCF_BR	40
chr9	92218754	92218904	id-103326	2.18e-07	+	TCAGGATCTTTTTAACCTGCCTGCAGATGGCGCCC	V_CTCF_BR	39
chr9	92220001	92220151	id-103327	1	+	NA	NONE	11
chr9	92230653	92230803	id-103328	1	+	NA	NONE	3
chr9	92234039	92234189	id-103329	4.73e-07	-	GGTGCAGTCCCTGCTTCCTCCAGCAGTGGTGATGG	Upstream_CTCF	6
chr9	92239905	92240055	id-103330	1.34e-06	-	CTGCACCCAAATGTGTGGTCCACAAGGGGCAGGGC	UpstreamP1_CTCF	9
chr9	92263636	92263786	id-103331	1.84e-06	-	GGCCAGAGCTGCTGACTGCCCTGCAGGAGGCAGCC	V_CTCF_BR	3
chr9	92290219	92290369	id-103332	8.33e-05	-	TGAGGCTTTCCTCCAGCAGCCAGCAGGGCTAGGGA	Upstream_CTCF	4
chr9	92301120	92301270	id-103333	1	+	NA	NONE	4
chr9	92337061	92337211	id-103334	7.12e-06	+	GTGCTCTGCCCCCAGCCTGCCAGAAAGGTGCTGAT	UpstreamP1_CTCF	1
chr9	92338503	92338653	id-103335	2.81e-05	+	TGCAACCATCCCAGCCACACCAGCAGGAGTCGGAG	V_CTCF_BR	4
chr9	92445286	92445436	id-103336	3.97e-05	-	AGGCTGCAGACGCTCCCTCCCGCCACAGGGCTGTC	UpstreamP1_CTCF	7
chr9	92502308	92502458	id-103337	4.5e-06	-	GCTGCAGACTTAACATGAACAACCAGAGGCCAGCA	Upstream_CTCF	3
chr9	92509554	92509704	id-103338	3.56e-05	+	AATGTGTTTTCTGCTACTGCCTCTAGGGGAACGTT	Upstream_CTCF	25
chr9	92515964	92516114	id-103339	1.64e-06	-	AGTGCAGGGCTGTCTTCTGCCCCTAGCTGGCTGGC	Upstream_CTCF	8
chr9	92681470	92681620	id-103340	1.43e-05	+	GAGGATGTTCCCAAAGCCTCCATAGGATGGCGCCG	Upstream_CTCF	14
chr9	92681747	92681897	id-103341	2.15e-05	-	TGCCATGGAGTAGGAGGAACCAAAAGGTGGCGGTT	V_CTCF_BR	29
chr9	92686507	92686657	id-103342	1.63e-05	-	GGTGTAGTTTCATTTCCCGCCCCTTGAGTGTGGGC	Upstream_CTCF	14
chr9	92707528	92707678	id-103343	9.66e-05	-	CAGTCAAACATGCCACTGACCACTAGGGGAAGCAT	Upstream_CTCF	35
chr9	92729930	92730080	id-103344	1.54e-05	-	GTGTGAGTACCTGTGCCTGCCTGTGGGTGGCTGGC	UpstreamP1_CTCF	12
chr9	92740596	92740746	id-103345	3.16e-05	+	GCTGCTGTTCCTCTCTCCGCAGTAAGAGGGTGTTT	Upstream_CTCF	37
chr9	92759070	92759220	id-103346	2.81e-05	-	ATGGCATGAACTTGTTGGACACCCAGGTGGCGCCG	V_CTCF_BR	28
chr9	92762432	92762582	id-103347	1	+	NA	NONE	13
chr9	92784901	92785051	id-103348	2.27e-05	+	CATGAGTAAGCATACGTCTCCACTAGGTGTCTGCA	V_CTCF_BR	8
chr9	92815425	92815575	id-103349	2.04e-05	+	GGCTGCCATAACAAGCATGACAGATGGGGGCGCTC	V_CTCF_BR	35
chr9	92861746	92861896	id-103350	4.88e-05	-	TGGCTCTCTCACATTTGAACCCTTAGGTGGCAGTG	UpstreamP1_CTCF	38
chr9	92862461	92862611	id-103351	8.16e-07	-	CTGTGGAGGACAGCACTGGCCTGCAGATGGATCTA	V_CTCF_BR	13
chr9	92864703	92864853	id-103352	3.31e-06	-	ATGAAGGTTGACCGGTTGTCCTGTGGAGGGCAGCA	UpstreamP1_CTCF	39
chr9	92904141	92904291	id-103353	1.15e-07	+	ATTGCAACTTCTCCTAAATCCACTAGGTGGAAGTA	Upstream_CTCF	38
chr9	92904980	92905130	id-103354	9.55e-09	+	GTAAGAAGAAAGGTATTGGCCAGCAGATGGCGCCC	V_CTCF_BR	37
chr9	92981935	92982085	id-103355	4.65e-05	-	GGGTGTTATTACTCCTTGCATGGCAGGGGGCGCCC	V_CTCF_BR	0
chr9	92989138	92989288	id-103356	9.81e-06	+	TAGAAGCAGTATGGGAACCCCACAAGGTGGCAGTC	V_CTCF_BR	18
chr9	92989351	92989501	id-103357	1	+	NA	NONE	35
chr9	93037168	93037318	id-103358	1	+	NA	NONE	8
chr9	93052166	93052316	id-103359	2.58e-05	+	CCTGCCTGTCTGCATGCTCCCCCTAGGGGTTTGAG	Upstream_CTCF	19
chr9	93063884	93064034	id-103360	1	+	NA	NONE	5
chr9	93080698	93080848	id-103361	3.09e-07	+	AGGATGGTCCTGACTGCCTCCAGCAGGGGGTGCCC	V_CTCF_BR	35
chr9	93190930	93191080	id-103362	3.63e-05	-	CTCGGGGAGTGGGGTCTAACCAAGTGATGGAGCTG	V_CTCF_BR	1
chr9	93220913	93221063	id-103363	9.78e-07	-	GTGAGGTCTTCCTTGGTCACCAGCAGGTGGCCACA	UpstreamP1_CTCF	26
chr9	93310315	93310465	id-103364	1	+	NA	NONE	27
chr9	93362461	93362611	id-103365	1.03e-07	-	CATGCAATGCCAGGTGGGGCCACCCGGGGAAGTAC	Upstream_CTCF	13
chr9	93405349	93405499	id-103366	1.28e-06	-	CCATCTATTCCAAGAGCATGCAGTAGGTGGCACCT	Upstream_CTCF	34
chr9	93408121	93408271	id-103367	9.25e-06	-	TGTATAACATTCAAGGTGACCAGCAGAGGGTGAGA	V_CTCF_BR	5
chr9	93427485	93427635	id-103368	1	+	NA	NONE	7
chr9	93462753	93462903	id-103369	1	+	NA	NONE	1
chr9	93488620	93488770	id-103370	3.05e-07	+	CTTGTCACACCAGGTGAGACCACCAGGTGACAGCC	Upstream_CTCF	21
chr9	93518174	93518324	id-103371	1	+	NA	NONE	39
chr9	93536010	93536160	id-103372	1.14e-06	-	CTGACTTGGCCTTGGATGGGCAGCAGAGGGCAATG	UpstreamP1_CTCF	37
chr9	93537096	93537246	id-103373	2.66e-05	+	GAGGGCATTCCCATTAGATCCTGCTGAGGGAGCAG	V_CTCF_BR	12
chr9	93562461	93562611	id-103374	6.8e-06	-	TCAGCATTATTGGAGATGAACACTAGGGGACCAGT	Upstream_CTCF	29
chr9	93592457	93592607	id-103375	2.31e-06	+	AGTGTGATGCACAGGCAGGCCTCAGGATGGCGCCG	Upstream_CTCF	6
chr9	93597226	93597376	id-103376	7.1e-07	-	CAGCATCCCTGGCCTCTCCCCACTAGATGCCAGTA	UpstreamP1_CTCF	8
chr9	93600515	93600665	id-103377	1.41e-06	-	GAGTATTGTCTTGTTCTTCCCACCAGAGGGCCAGC	UpstreamP1_CTCF	22
chr9	93613884	93614034	id-103378	2.81e-06	-	ACTGTGCTGCTATACAAGGCCTCTGGGGGCAGGGG	Upstream_CTCF	14
chr9	93633429	93633579	id-103379	1.17e-05	-	GGCTCAAACCTTCAGTCCACCGCTAGATGGCATTA	V_CTCF_BR	40
chr9	93636635	93636785	id-103380	7.1e-07	-	ATGTGGTGCCTGCTGCCTGCCACTAGATGTGAGTG	UpstreamP1_CTCF	21
chr9	93652572	93652722	id-103381	4.34e-07	+	CAGTTATTTCCAGAGTGGTCCACCAGGGGCAGACC	UpstreamP1_CTCF	32
chr9	93657634	93657784	id-103382	5.35e-09	+	CTGCAGGCCCTAGAGTTAGCCACCAGGGAGCAGCA	UpstreamP1_CTCF	40
chr9	93660651	93660801	id-103383	5.68e-06	-	AAACACAACACACTGCTAACCAGTGGAGGGAGCTC	V_CTCF_BR	36
chr9	93662521	93662671	id-103384	3.31e-06	+	GTGCTGTTCATGCCAGTGGCCATCTGCTGGGAGGA	UpstreamP1_CTCF	27
chr9	93667525	93667675	id-103385	1	+	NA	NONE	2
chr9	93677289	93677439	id-103386	9.11e-08	+	AGGGCTACTTCTCAAGTGCCCACTAGATGGCAGCC	Upstream_CTCF	40
chr9	93678084	93678234	id-103387	5.74e-05	+	CGGCAGTCTTGAGTAGATCCCACTTCAGGGCTGGC	UpstreamP1_CTCF	39
chr9	93686229	93686379	id-103388	1	+	NA	NONE	4
chr9	93695858	93696008	id-103389	6.43e-06	-	TGGCTGGCACCCACATCCGCCTCCTGCTGGAGCAA	V_CTCF_BR	3
chr9	93715620	93715770	id-103390	5.08e-05	-	GCTACATTTCCCCAAATCTCTGCTAGAGGGCTCTG	Upstream_CTCF	13
chr9	93716201	93716351	id-103391	2.18e-07	-	TCTGCACTGCATTCATGCACCTGCTGGTGGCAGGA	Upstream_CTCF	23
chr9	93723247	93723397	id-103392	1.23e-05	-	CTGCTCCCTCGATAGCTGTGGCCTAGGGGGCACTC	UpstreamP1_CTCF	5
chr9	93726658	93726808	id-103393	1	+	NA	NONE	27
chr9	93745734	93745884	id-103394	2.11e-06	-	AGGATATGTCTCCTGAAAGCCACCAGGGGGTGGAG	V_CTCF_BR	15
chr9	93747613	93747763	id-103395	5.12e-06	+	CAGCCCTGCTCTAGACCTCACAGTAGGAGGAGCTG	UpstreamP1_CTCF	40
chr9	93761937	93762087	id-103396	4.65e-05	-	GTGCCACACAGTGGCATGGACTGAAGTGGCCAGTG	V_CTCF_BR	2
chr9	93766887	93767037	id-103397	1	+	NA	NONE	26
chr9	93767416	93767566	id-103398	6.84e-06	+	GTGGTTAGCTTTCAGGTGGCCTCTAGGTGTCTCTC	V_CTCF_BR	9
chr9	93792075	93792225	id-103399	2.43e-06	-	GACGCCCTCACGGAAGCTGCCTCTGGAGGGAGCAG	V_CTCF_BR	3
chr9	93796168	93796318	id-103400	4.41e-06	+	TGCGCCAAGCTAGTGCCCACCAACAGGAGGCGCTG	V_CTCF_BR	39
chr9	93799540	93799690	id-103401	1.1e-05	+	ACTCCTCTCTCATACCAGGACACTGGGGGGCAGTC	V_CTCF_BR	39
chr9	93805375	93805525	id-103402	1	+	NA	NONE	3
chr9	93852033	93852183	id-103403	9.81e-06	+	GCTTCAGAGTGTGCCTTCGCCAAGAGAGGGTGCAC	V_CTCF_BR	40
chr9	93886226	93886376	id-103404	7.91e-05	+	TATCTGTGGTTTCAAGCATCCACTAGGGGTCCTGG	UpstreamP1_CTCF	11
chr9	93913496	93913646	id-103405	1	+	NA	NONE	4
chr9	93923804	93923954	id-103406	4.3e-06	-	GCTGCATTTCCGTGGGTGGCCAGGAGGAGAGTTTT	Upstream_CTCF	23
chr9	93941670	93941820	id-103407	9.66e-05	-	CGTGCAGAGCTTGGGCACACAGCATGGGGGTGCTG	Upstream_CTCF	15
chr9	93954916	93955066	id-103408	7.11e-06	-	ACTGCCCCCTCGGTTCAGTCCACAAGGGGACTGCC	Upstream_CTCF	13
chr9	93955443	93955593	id-103409	1.19e-06	+	GAGGGCTGCGGCTCGTAGGCCCGTAGGGGGCAGGG	V_CTCF_BR	34
chr9	94015934	94016084	id-103410	2.4e-05	-	TGTTAATTCACATGGAGCCCCACAAGGGGGTACAG	V_CTCF_BR	28
chr9	94091580	94091730	id-103411	1	+	NA	NONE	2
chr9	94103508	94103658	id-103412	3.81e-05	+	TCTCTGACCAGCTGCCCACCCACTAGGGGGGGCCC	V_CTCF_BR	20
chr9	94124074	94124224	id-103413	4.5e-05	+	ATGCAGGGATCCCAAGGCCCCAGGTGCCGCCGCCA	UpstreamP1_CTCF	12
chr9	94173801	94173951	id-103414	1.77e-05	+	GCTTATATCCCAGCAAATTCCACCAGGTGACTCAC	Upstream_CTCF	15
chr9	94183860	94184010	id-103415	4.7e-06	+	TCGCCATTGGAGATCGCGATCGGAAGGTGGCGCCA	V_CTCF_BR	35
chr9	94185649	94185799	id-103416	5.17e-06	+	GCTGCAATCAAAGCAGCCACCTTAAGGTGGCGAGT	Upstream_CTCF	36
chr9	94186890	94187040	id-103417	1	+	NA	NONE	35
chr9	94188502	94188652	id-103418	5.13e-05	-	TTGTTTAGTGGTGTCCTAATCACCAGGAGGAGCTA	V_CTCF_BR	40
chr9	94195561	94195711	id-103419	9.41e-05	-	CATAATATCCTCACCATAACCTTCAGAGGGCAGCA	V_CTCF_BR	40
chr9	94197329	94197479	id-103420	6.21e-06	-	CTTGCTATGCCTAGTGGGGGCAGTGGAGAGAGAGA	Upstream_CTCF	19
chr9	94321261	94321411	id-103421	1.13e-05	-	ATGAGATACCATTTCTTACCCACTAGATGGCTACA	UpstreamP1_CTCF	18
chr9	94324760	94324910	id-103422	1	+	NA	NONE	2
chr9	94351682	94351832	id-103423	2.6e-06	+	GGCAGTAGCCCAGGTTCCCACACCAGAGGGAGCAC	V_CTCF_BR	10
chr9	94404850	94405000	id-103424	4.68e-07	+	TAGCCCCCTGCTCTGCCTGCCTGCAGGAGGCAGCC	V_CTCF_BR	2
chr9	94407767	94407917	id-103425	3.22e-07	+	CCTGCTGGCCTTGTCTGCATCAGCAGAGGGCACCG	Upstream_CTCF	0
chr9	94422235	94422385	id-103426	4.88e-06	+	GTGCCATACTCCTGATCCGACTCCAGAGGGAGTGT	UpstreamP1_CTCF	40
chr9	94438467	94438617	id-103427	5.68e-06	-	AACAGGGAGCCCCAGCTCCCCGCTGGGTGGCAGCA	V_CTCF_BR	33
chr9	94444114	94444264	id-103428	2.18e-07	-	CCGTGCGGCGCCTCCGCGGGCTGTAGATGGCGCTC	V_CTCF_BR	39
chr9	94489655	94489805	id-103429	4.1e-06	-	CCTGTACCTTTCTGTAAATCCTGTAGAGGGAGACA	Upstream_CTCF	39
chr9	94496769	94496919	id-103430	1.11e-11	+	AGTGCTGTGCCAGGTTTGGCCAGCAGGTGGCAGTG	Upstream_CTCF	40
chr9	94503068	94503218	id-103431	1.64e-07	+	AGTGCAGTAGACATGCTCACCAGCTGGTGGAGCAT	Upstream_CTCF	35
chr9	94512729	94512879	id-103432	1.1e-06	+	ACAGCTCCCTGCACTTGGGACACCAGATGGCACTT	V_CTCF_BR	20
chr9	94520802	94520952	id-103433	1.28e-08	+	GAAGCAGTCCCGCGCACACACACTAGGGGGCACAC	Upstream_CTCF	40
chr9	94523767	94523917	id-103434	2.43e-06	+	TAATGCCACTGTTGATCTGACAGGAGGTGGCGCTC	V_CTCF_BR	10
chr9	94533376	94533526	id-103435	1.09e-06	-	CTCCTCGTCCACACTGCAGCCAGCAGGGGGATTCC	UpstreamP1_CTCF	34
chr9	94537830	94537980	id-103436	4.38e-09	+	TGGCATTCCACCATACCCACCACCAGGGGGCACCA	V_CTCF_BR	40
chr9	94567403	94567553	id-103437	2.11e-06	-	GAGCAAAGGTGTCCAGAGGCCTGCAGGTGGTGCTG	V_CTCF_BR	1
chr9	94587134	94587284	id-103438	1	+	NA	NONE	4
chr9	94618879	94619029	id-103439	5.13e-05	-	ACGTTCATTCTCTCACAGCCCTGGAGGTGGAAGTG	V_CTCF_BR	1
chr9	94645024	94645174	id-103440	7.27e-06	-	CTCCTGCCTTTCTCCTTGGCTGGCAGATGGCGCCT	V_CTCF_BR	17
chr9	94651546	94651696	id-103441	5.37e-06	-	AGGCACCTTCACAGTGTGTCCACCTGAGGGTGTGA	UpstreamP1_CTCF	6
chr9	94661304	94661454	id-103442	2.5e-05	+	CGCCAAGAGCTGCCTGAGCCCACCAGGTGGCCTCT	UpstreamP1_CTCF	9
chr9	94662499	94662649	id-103443	7.15e-05	+	GCAGACGGCAGACGCAAGTCCTCCAGCTGCCTCCC	V_CTCF_BR	4
chr9	94711203	94711353	id-103444	1	+	NA	NONE	33
chr9	94712510	94712660	id-103445	5.72e-09	-	CCGCCGCCCGCGCGTTCCCCCGGCAGGGGGCGCCG	V_CTCF_BR	39
chr9	94717137	94717287	id-103446	1.31e-05	+	AGAAAGCATGAACTCCCTTTCACCAGGGGGCGCTT	V_CTCF_BR	40
chr9	94741149	94741299	id-103447	2.33e-07	-	ATGCAATTTGCTTTTGCCAACAGAAGGTGGCAGAA	UpstreamP1_CTCF	40
chr9	94791980	94792130	id-103448	6.51e-07	-	TGAGCCCTTCCTGAGGGAACCACTAGGGGAAAGCA	Upstream_CTCF	36
chr9	94812671	94812821	id-103449	1	+	NA	NONE	8
chr9	94857022	94857172	id-103450	1	+	NA	NONE	7
chr9	94896306	94896456	id-103451	1.91e-09	+	TTGCAGGCTCCTAGAAAGGCCACCAGGTGGCGCAC	UpstreamP1_CTCF	40
chr9	94900493	94900643	id-103452	6.51e-11	+	GGCAGCACCACCCGGGTAGCCACCAGGTGGCGCTG	V_CTCF_BR	37
chr9	94901585	94901735	id-103453	4.24e-07	-	TGTGTCCTCCCAGGGCCTTCCACCAGGGGCAGTTA	Upstream_CTCF	38
chr9	94902673	94902823	id-103454	1.38e-11	+	CTGCAGGTGCAGCACCCGGCCTCCAGGTGGCGCCA	UpstreamP1_CTCF	40
chr9	94903619	94903769	id-103455	1.81e-06	+	CGTGCGTCTGCGCGCCTGGCCGCCAGGTGACCCAG	Upstream_CTCF	22
chr9	94909382	94909532	id-103456	1	+	NA	NONE	25
chr9	94938444	94938594	id-103457	2.94e-06	+	AAGGTAATACCAGGCTCTACCAGCTGGAGGAGTAC	Upstream_CTCF	39
chr9	94943312	94943462	id-103458	5.01e-06	+	TGCAGGGAAGAGAAGAGAGCCACAGGGTGGAGGCG	V_CTCF_BR	6
chr9	94951852	94952002	id-103459	1.41e-06	+	CCTGCAGTTCCCCCATCTCTCCGCAGACGCCTGCC	Upstream_CTCF	3
chr9	94987306	94987456	id-103460	6.37e-07	-	GTGCAGTACAACCAAGCTGCCATCAGGAGTCTGGC	UpstreamP1_CTCF	18
chr9	95004930	95005080	id-103461	3.4e-06	-	AGAATCAGGAATTTCTTGCCCTGTAGAGGGCAGTG	V_CTCF_BR	40
chr9	95017292	95017442	id-103462	3.81e-05	-	GAGTGCTGCCCTGGCGAGGGCAGCACTGGGAGCCC	UpstreamP1_CTCF	9
chr9	95037938	95038088	id-103463	4.01e-05	+	CCAGGTCAGTAGATACCAACCACCAGGAGCAGCAG	V_CTCF_BR	14
chr9	95056084	95056234	id-103464	3.45e-05	-	CTCAGCGCTGGTTCGTTTTCCACGTGGAGGCGCAA	V_CTCF_BR	40
chr9	95058515	95058665	id-103465	2.01e-05	-	ACTGCAATTTGGTCAACACTCACTAGGGACTGCTG	Upstream_CTCF	1
chr9	95087355	95087505	id-103466	1	+	NA	NONE	10
chr9	95090640	95090790	id-103467	1	+	NA	NONE	39
chr9	95105265	95105415	id-103468	1	+	NA	NONE	18
chr9	95201510	95201660	id-103469	1	+	NA	NONE	32
chr9	95217658	95217808	id-103470	5.68e-06	-	GTTGCACCCTGGTCTCTACACACTAGATGGCAGTA	V_CTCF_BR	39
chr9	95264390	95264540	id-103471	2.6e-07	+	GAGCTAGAGTGGCATTTGACCACTAGTGGGCAGAC	V_CTCF_BR	40
chr9	95269377	95269527	id-103472	1	+	NA	NONE	10
chr9	95270388	95270538	id-103473	2.04e-05	+	TCCACAGCATCAGGACTCCCAGCCAGGGGGAGCCC	V_CTCF_BR	17
chr9	95366158	95366308	id-103474	2.64e-08	+	CTTGCCCTTCTCCCCACCACCAGCAGGTGGTAATG	Upstream_CTCF	17
chr9	95369611	95369761	id-103475	1	+	NA	NONE	9
chr9	95397098	95397248	id-103476	5.21e-08	-	ACCCCAAGATGGGGCTGAGCCTGCAGAGGGCAGTG	V_CTCF_BR	40
chr9	95399064	95399214	id-103477	1.14e-06	-	CTGAGGTGGTCTGGGGGCACCAACAGGAGGCGCCA	UpstreamP1_CTCF	33
chr9	95411225	95411375	id-103478	5.92e-05	+	TCCCCAGTCTACAGGGCAACCTGCAGATGGGGCTC	V_CTCF_BR	8
chr9	95417152	95417302	id-103479	4.01e-05	+	ACCAGGATTTGGCCCACAGCAGCGAGGTGGAACTC	V_CTCF_BR	5
chr9	95420110	95420260	id-103480	1.64e-06	+	CCTGCCATGTCCCAGGAGCCCTCAAGGGGCAGTGA	Upstream_CTCF	24
chr9	95421421	95421571	id-103481	3.28e-07	-	ATGCATGCCCAAGGGGTGGGCACAAGGGGTCAGTG	UpstreamP1_CTCF	10
chr9	95449334	95449484	id-103482	4.89e-09	-	GCTGTACTGCTTCCCACTGCCACCAGAGGGGGAGT	Upstream_CTCF	39
chr9	95468873	95469023	id-103483	1.19e-06	-	GGCTGCTACCACATTGTGTCCTGAAGGTGGCACTA	V_CTCF_BR	40
chr9	95478023	95478173	id-103484	7.84e-05	+	CCCCTCAGCGACTGGGCTTCTTCTAGGAGGCGCTC	V_CTCF_BR	6
chr9	95478885	95479035	id-103485	1.3e-09	+	GGTGCTATCCCAACATGACCCAGCAGGTGGCGCTA	Upstream_CTCF	40
chr9	95491776	95491926	id-103486	4.23e-08	+	GTGTGACAGCAGCTGGGGGCCGGCAGAGGGAGCTC	V_CTCF_BR	31
chr9	95511558	95511708	id-103487	6.51e-07	-	AATGCAGTTCCAAAGCCACCCAGTAGGAAGGGTGG	Upstream_CTCF	17
chr9	95527715	95527865	id-103488	9.02e-13	+	GGGGCGGGAGGAGGACGGGCCAGCAGGGGGCGCCC	V_CTCF_BR	40
chr9	95532779	95532929	id-103489	1	+	NA	NONE	4
chr9	95534675	95534825	id-103490	1	+	NA	NONE	1
chr9	95549818	95549968	id-103491	4.1e-06	-	GGTGCGGGTCCAGGAAGAGACTCTAGGGAGAGCTG	Upstream_CTCF	21
chr9	95553169	95553319	id-103492	1.48e-06	-	TCCAAAATCCCAGTGGTCACCACTGGGTGGCACTC	V_CTCF_BR	40
chr9	95554151	95554301	id-103493	1	+	NA	NONE	8
chr9	95571111	95571261	id-103494	8.71e-06	-	GCCAGGCAGCTGTTGCCAGCAGGTAGAGGGCGCCT	V_CTCF_BR	17
chr9	95571453	95571603	id-103495	3.8e-08	-	CGCTCCCGAGCCCGCGTGGCCTGCAGGGGGCTGCT	V_CTCF_BR	39
chr9	95613308	95613458	id-103496	5.01e-06	+	GTTTGTTCAGCTTCATTTGTCACTAGGTGGCACTG	V_CTCF_BR	9
chr9	95646397	95646547	id-103497	3.8e-08	+	GCCAGGGACTGAGCGTTACCCAGCAGGGGGCAGTG	V_CTCF_BR	12
chr9	95705020	95705170	id-103498	4.88e-05	+	TGTGGGGCGCCCCTGATGGCCAGCTGTGGGGCCTT	Upstream_CTCF	2
chr9	95719576	95719726	id-103499	5.96e-07	+	CGTTTGCTCCACATCCTTGCCAGCAGGTGGCATTG	V_CTCF_BR	40
chr9	95748565	95748715	id-103500	4.38e-08	+	CCTGTTTTTCAGCTAACTGCCACAAGGGGGCTGAC	Upstream_CTCF	36
chr9	95766098	95766248	id-103501	8.46e-07	+	TCTGAAATTCATTAAGAAAACACAAGGTGGCAGCA	Upstream_CTCF	40
chr9	95772966	95773116	id-103502	2.15e-05	-	TGCTAAGTCCCTTCCTGGGCTGCTAGGGGGCTCAC	V_CTCF_BR	5
chr9	95783077	95783227	id-103503	2.1e-05	+	TTTCACCCCTACCCACCCTCCACTAAGTGCCGCTG	UpstreamP1_CTCF	3
chr9	95798441	95798591	id-103504	3.36e-07	+	CATAAATAAACACTGGCCACCAGCAGTGGGCGCAG	V_CTCF_BR	14
chr9	95799188	95799338	id-103505	1.27e-06	+	CTTCCACATTGGACAGTGCCCACCAGGGGGAGATG	UpstreamP1_CTCF	22
chr9	95815427	95815577	id-103506	1.09e-06	+	GGTGTGGGCTTACCTGAGGCCACCAGAGGGCTGGT	Upstream_CTCF	9
chr9	95824368	95824518	id-103507	6.05e-06	-	CGCCTGCGCCTCTGCCTGGCCACCTGCTGCAGCTG	V_CTCF_BR	12
chr9	95871166	95871316	id-103508	1	+	NA	NONE	8
chr9	95871559	95871709	id-103509	4.7e-08	+	CATGTAGAATGATATGCTGCCACCAGGTGGCAGCA	V_CTCF_BR	40
chr9	95874727	95874877	id-103510	2.78e-06	+	GGGAACCAGAGAATGATGACCTCTAGCGGGAGGAG	V_CTCF_BR	2
chr9	95882232	95882382	id-103511	2.91e-05	-	GTCTTAGCTCCTCCTTTGGCCAGGAGAGGAAGTTC	Upstream_CTCF	40
chr9	95913483	95913633	id-103512	8.59e-05	-	AGGGCCCAAGCCAATCACTGCAGATGGGGGCGCAC	V_CTCF_BR	3
chr9	95916689	95916839	id-103513	5.47e-10	+	GTGCAGTGCCAGCCTTTTGGCAATAGAGGGCGCTG	UpstreamP1_CTCF	40
chr9	95922333	95922483	id-103514	1.67e-08	+	TTGGCGATGCCTACAGCCGCCAGCAGGGGCCGCAG	Upstream_CTCF	40
chr9	95926456	95926606	id-103515	1.18e-05	+	ATGATGGGACAAATTTCCGCCGCCGGGAGCCACCG	UpstreamP1_CTCF	5
chr9	95955679	95955829	id-103516	5.51e-07	+	ATGTGGAGAGCAAGCCGAGCCAGCAGGTGGAGGCT	V_CTCF_BR	7
chr9	95961596	95961746	id-103517	2.46e-08	-	CTGACGCCAAGCCCAGCCGCCAGCAGGTGGAGGAA	V_CTCF_BR	3
chr9	95964041	95964191	id-103518	5.08e-05	+	ATGCTCTGTTCCCCGAGGGGAGCGAGATGGTGACA	UpstreamP1_CTCF	11
chr9	95969981	95970131	id-103519	2.53e-05	-	CGCAAAACTAAAAACAGCGCCTGGAGAGGGCGTGG	V_CTCF_BR	10
chr9	95978183	95978333	id-103520	3.63e-05	+	AGAGATTTACTTTTTACCGCCTCTAGTAGGCAGCA	V_CTCF_BR	10
chr9	96023605	96023755	id-103521	2.11e-06	+	AAGCCTAAGCCGCAGTCGCCCTCCAGGAGGCGGCA	V_CTCF_BR	13
chr9	96039384	96039534	id-103522	1	+	NA	NONE	13
chr9	96050764	96050914	id-103523	5.92e-05	+	GAAGCTGGTGGCTCAGAGACCTGTGGGAGGCGTTA	Upstream_CTCF	5
chr9	96052994	96053144	id-103524	5.37e-06	-	ACGCAGTGGCAGCCAAGAGCCACAAGGGAAAGCCC	UpstreamP1_CTCF	7
chr9	96060175	96060325	id-103525	1.22e-07	-	GCTGGTTTTTCTCCGGCGGCCAGTGGGGGGTGCCG	Upstream_CTCF	6
chr9	96065072	96065222	id-103526	2.43e-06	-	TCCCCACAGCAACTGCTGACCACAAGGGGGCATCT	V_CTCF_BR	40
chr9	96067266	96067416	id-103527	4.7e-08	-	GCCGGCTGCCGGCTGGGAACCACCAGAGGGAGCCT	V_CTCF_BR	40
chr9	96074975	96075125	id-103528	1.54e-05	-	CTTATGCTGCAGTGACTCTCCACAAGGGGGCCAAG	UpstreamP1_CTCF	40
chr9	96099171	96099321	id-103529	3.22e-07	+	ACAGCACTTCCAGACACCACCAGCAGGAAACAGGA	Upstream_CTCF	2
chr9	96141467	96141617	id-103530	1	+	NA	NONE	35
chr9	96143068	96143218	id-103531	1.09e-07	+	CAGCAGCCCTGGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	22
chr9	96190386	96190536	id-103532	1.15e-07	-	AGCCAGCACAGGCAAGGACCCAGCAGGGGGCAGTA	V_CTCF_BR	37
chr9	96214277	96214427	id-103533	3.1e-07	-	AGGCAGTTGTCGGCGTCCACCAGCAGGCGCAGCGG	UpstreamP1_CTCF	32
chr9	96227307	96227457	id-103534	1	+	NA	NONE	9
chr9	96243407	96243557	id-103535	1	+	NA	NONE	26
chr9	96282930	96283080	id-103536	1.92e-06	-	GTGCAATGAACCCTGATGACAGCATGGGGGCACAC	UpstreamP1_CTCF	33
chr9	96293800	96293950	id-103537	1	+	NA	NONE	26
chr9	96296269	96296419	id-103538	3.8e-07	+	GCTGCAGTACCAAACACGCCCAGGAAGTGGAGTCT	Upstream_CTCF	15
chr9	96299225	96299375	id-103539	8.81e-07	-	CTGGGTTCCACCCTCCCTACCAGCAGGTGCCACTA	V_CTCF_BR	16
chr9	96328739	96328889	id-103540	5.08e-07	-	GCCGTTAGCCCACCATCCCCCGCTAGAGGGCAGCA	V_CTCF_BR	40
chr9	96343474	96343624	id-103541	2.72e-06	+	GTTCAGGGGCTACCTGGGAACACCAGGCGGGGCTG	UpstreamP1_CTCF	1
chr9	96350028	96350178	id-103542	5.72e-07	-	CAGCTCCAGGGACAGTTGGCCACTAGGTGGACCAG	UpstreamP1_CTCF	36
chr9	96355045	96355195	id-103543	2.68e-05	-	CTAGCAATACTTCTAACAACAGCCAGGTGGACTGT	Upstream_CTCF	35
chr9	96355661	96355811	id-103544	5.7e-05	+	GCTGTAATTCCCAGAACTTCCCAAAGGAGATATTT	Upstream_CTCF	6
chr9	96382393	96382543	id-103545	2.46e-08	+	AAGGCTAGGTGGCCAGCGGCCTGCAGAGGGCTCCA	V_CTCF_BR	22
chr9	96382741	96382891	id-103546	1.99e-07	+	GGTGGCCCACGATGGGCTTCCTGCAGAGGGCAGAG	V_CTCF_BR	6
chr9	96423111	96423261	id-103547	6.46e-07	+	GAGGTGGCACCCAAGAGGGCCACCTGGTGGAGGAG	V_CTCF_BR	15
chr9	96430545	96430695	id-103548	2.68e-05	-	GAAGCACCACAGCCTCCGACAGGGAGGAGGAGCTC	Upstream_CTCF	2
chr9	96432052	96432202	id-103549	1	+	NA	NONE	4
chr9	96442919	96443069	id-103550	1.15e-07	-	CCAGCATGGGTCCCAGGCACCACCTGGGGGCAGCA	V_CTCF_BR	32
chr9	96444537	96444687	id-103551	9.78e-09	+	GGGGCCATACCCAGAATAACCACCGGGGGGCAGGG	Upstream_CTCF	40
chr9	96444947	96445097	id-103552	6.64e-05	+	AGAGACATTCTGCAGCCAGCAGCCAGGAGGCAGCT	Upstream_CTCF	12
chr9	96447568	96447718	id-103553	7.11e-06	-	AGAGCAGAGATGCCGATGGCCCCCTGGAGGCACAG	Upstream_CTCF	38
chr9	96464690	96464840	id-103554	5.01e-06	+	GCCCAGGTGTGGCACCCCGCAGCCAGGGGGCGTCC	V_CTCF_BR	19
chr9	96574229	96574379	id-103555	6.43e-06	-	TGCGCACTGGGTGGGACCATCACTAGGTGGCTCTC	V_CTCF_BR	5
chr9	96577045	96577195	id-103556	2.1e-05	+	GCGTCCTAACAGTGTGGGCCCTGCAGAGGGGGCAG	UpstreamP1_CTCF	22
chr9	96582981	96583131	id-103557	9.71e-06	+	ACCTAACTGCCCACTTCGACCACTTGGGGGCCCTT	Upstream_CTCF	26
chr9	96588664	96588814	id-103558	2.4e-05	+	AAACGGAGGCCAGACGTCACCGGCAGGCGGCGCTG	V_CTCF_BR	29
chr9	96589812	96589962	id-103559	8.34e-07	+	CTGCAATGGCGGTCTGCAGGCCACTGGGGGCAGCA	UpstreamP1_CTCF	40
chr9	96621805	96621955	id-103560	2.08e-07	+	GTGCTGGGTGCCTCCTTGGGCCCTAGAGGGAGCCA	UpstreamP1_CTCF	21
chr9	96633711	96633861	id-103561	1	+	NA	NONE	8
chr9	96658569	96658719	id-103562	2.23e-06	+	CAGTGGTCCTGCGCCAAGGGCACCAGGTGCCCCTA	UpstreamP1_CTCF	5
chr9	96671368	96671518	id-103563	7.54e-08	-	CTGCGGCTGCCGAGGGCCTCCGGCAGGCGGCAGCC	UpstreamP1_CTCF	15
chr9	96673042	96673192	id-103564	6.46e-07	+	GAAACACTGCGCAGGCTGGCCACAGGGTGGCAGGG	V_CTCF_BR	7
chr9	96706423	96706573	id-103565	1.38e-06	-	GGATGGAGCAGCTCACAGAACTGCAGGGGGCACCC	V_CTCF_BR	8
chr9	96723950	96724100	id-103566	1.64e-05	-	CATCTTCAGTCAGTTCAAACCAGCAGGAGGCAGGA	V_CTCF_BR	4
chr9	96725353	96725503	id-103567	4.7e-08	-	TGGTTAAGACTCAATATGACCAGCAGAGGGCGCAA	V_CTCF_BR	40
chr9	96728194	96728344	id-103568	6.15e-05	+	AGTTGCATGTTGTGAGCGGCCGACAGAGGGCCCGC	Upstream_CTCF	29
chr9	96759267	96759417	id-103569	1.1e-05	+	GCTTAATGTAATTAACCTACCACCAGGTGGCTATG	V_CTCF_BR	27
chr9	96764950	96765100	id-103570	1.97e-06	-	AGCAAAATGTTAAGCATTGTCAGCAGAGGGCGCTA	V_CTCF_BR	40
chr9	96772889	96773039	id-103571	1.71e-06	+	TGTGAGCCACCAGGCCCGGCCAGGAGAGGGAGTGA	V_CTCF_BR	11
chr9	96776471	96776621	id-103572	1.64e-06	+	GGTCATTGACAGGTAACTGCCACAAGAGGGCAAAA	UpstreamP1_CTCF	39
chr9	96827837	96827987	id-103573	1.09e-07	+	TTGCTGGAATCTGACCACTCCACCAGGGGGCGTTC	UpstreamP1_CTCF	40
chr9	96845777	96845927	id-103574	1	+	NA	NONE	2
chr9	96897548	96897698	id-103575	2.19e-05	+	GGGCAGTCATAACAAATTACCACCACCTGGGTGGC	UpstreamP1_CTCF	6
chr9	96923266	96923416	id-103576	1	+	NA	NONE	34
chr9	96929453	96929603	id-103577	1	+	NA	NONE	26
chr9	96960002	96960152	id-103578	3.4e-06	+	GCTGCTCTGCTGCGTCTAGCCACCTAGTGGAGCTG	Upstream_CTCF	11
chr9	96975893	96976043	id-103579	1.02e-07	-	GAGTTATTTGACAAAGTAACCACCAGATGGCAGCA	UpstreamP1_CTCF	40
chr9	97062083	97062233	id-103580	1	+	NA	NONE	1
chr9	97182403	97182553	id-103581	8.21e-05	-	GTTGTAGGAGGTGAGACAGCCACAAGAGGCTTGAA	V_CTCF_BR	2
chr9	97242552	97242702	id-103582	2.02e-06	-	GTGTGGCAGGCCCCAGCCTCCAACAGGGGGCTCCT	UpstreamP1_CTCF	0
chr9	97299005	97299155	id-103583	2.86e-06	-	CTGTCGTGGCGTAGGCCTGCCCCAGGAGGGCGTCA	UpstreamP1_CTCF	19
chr9	97301889	97302039	id-103584	1	+	NA	NONE	13
chr9	97315477	97315627	id-103585	9.81e-06	-	CACCTGTGGTATGCTGGAGCCTGTAGATGGCGTGG	V_CTCF_BR	7
chr9	97316738	97316888	id-103586	1.03e-06	+	GTACACCCAACCCTTACCCCCAGAAGAGGGCAGTG	V_CTCF_BR	0
chr9	97325979	97326129	id-103587	1.83e-05	-	TCCATCCCTTTATTTTGAGCCTATAGGTGGCACTG	V_CTCF_BR	9
chr9	97349477	97349627	id-103588	4.23e-06	-	GGGCTGCGGTGCCCGCTCGCCAGTAGATGATGATA	UpstreamP1_CTCF	3
chr9	97365665	97365815	id-103589	1.71e-06	-	ACGTCATTCCCACAGACATTCACCAGAGGGCGCCG	V_CTCF_BR	40
chr9	97375420	97375570	id-103590	5.55e-07	+	ATTGCAAGTTAGAGTATGTCCAGTAGAGGGTGATC	Upstream_CTCF	31
chr9	97385657	97385807	id-103591	5.68e-06	-	TCATGCAATCCTCTGACAGCCGCGTGGGGGCAGAC	V_CTCF_BR	39
chr9	97389681	97389831	id-103592	3.45e-05	+	CTCTATATTCCAATCACCACCTAGAGAGGGCGGGC	V_CTCF_BR	4
chr9	97431227	97431377	id-103593	9.39e-07	+	GCAGCTTCCCTGGGCTCTACCACTAGGTGCCAGTA	Upstream_CTCF	40
chr9	97443822	97443972	id-103594	2.11e-06	+	CAGTCTCTGATGAGACTCCCCAGAAGATGGCAGTG	V_CTCF_BR	40
chr9	97496473	97496623	id-103595	2.68e-05	+	AGTGTAGTTGCCTAAGACAGGAACAGAGGGACCTC	Upstream_CTCF	0
chr9	97502939	97503089	id-103596	1.31e-05	+	AGATGAGAATGTTGTAGAAGCAGTAGAGGGCAGTG	V_CTCF_BR	13
chr9	97533821	97533971	id-103597	3.63e-06	+	GGCTTCCTGCTAGGTTTGGCCAGTGGGGGCCACTG	V_CTCF_BR	0
chr9	97541482	97541632	id-103598	2.1e-05	+	CTGCAATTTCAGATAGGCACTGATAGGTGGCCTAC	UpstreamP1_CTCF	13
chr9	97545434	97545584	id-103599	1.97e-06	+	CCTATAGAGGCGCTTGTGTTCAGCAGATGGCGCTC	V_CTCF_BR	40
chr9	97559062	97559212	id-103600	1	+	NA	NONE	12
chr9	97606309	97606459	id-103601	1	+	NA	NONE	4
chr9	97620176	97620326	id-103602	2.47e-05	-	GTTGCAGTGAGCTATAATCACACCAGGGTACGCCA	Upstream_CTCF	10
chr9	97678279	97678429	id-103603	6.64e-05	+	CTTGTGCTCGCTGTGAAAACCACCAGGATGAGCTA	Upstream_CTCF	2
chr9	97680484	97680634	id-103604	1	+	NA	NONE	5
chr9	97743424	97743574	id-103605	6.51e-05	+	GAGGAGGAGGCTTTAGCTGCCAGCAGGAGGCTTTT	V_CTCF_BR	7
chr9	97766404	97766554	id-103606	1.92e-05	-	CAGCAGTTGCTGGAACCCGCCTGCCGGTGAGGGCG	UpstreamP1_CTCF	33
chr9	97768769	97768919	id-103607	1.34e-06	+	CTGCAGAGTGCACGTCAGGATACCAGAGGGCAGCT	UpstreamP1_CTCF	15
chr9	97786601	97786751	id-103608	7.84e-05	-	AATGAGAATGCTCCCGAGGCCTCATGGAGGCAGTG	V_CTCF_BR	19
chr9	97788096	97788246	id-103609	1	+	NA	NONE	36
chr9	97794735	97794885	id-103610	4.34e-05	+	TCTGTCCTATGGTGAGCCAGCGAAAGGTGGCGATG	Upstream_CTCF	3
chr9	97807386	97807536	id-103611	1	+	NA	NONE	25
chr9	97808269	97808419	id-103612	1	+	NA	NONE	7
chr9	97818523	97818673	id-103613	5.3e-05	+	GCGCACCAGCTGGGCCACGCCGGGAGGTGCCCTCC	UpstreamP1_CTCF	5
chr9	97833103	97833253	id-103614	4.01e-05	-	TACAAGGAAATCTGCTGTGACACTAGATGGCATTG	V_CTCF_BR	12
chr9	97835351	97835501	id-103615	1.28e-06	-	GTCAGAGACTCGCAGCAGGACAGCAGAGGGAGCAG	V_CTCF_BR	39
chr9	97839802	97839952	id-103616	4.17e-05	-	CACAGAGTTCCACAGCATGCCACCAGAGGACAGCT	Upstream_CTCF	15
chr9	97841338	97841488	id-103617	1	+	NA	NONE	13
chr9	97848531	97848681	id-103618	9.27e-07	+	CTGAAGGCAGGACACAGTGCCAGCAGGGGGCCGTT	UpstreamP1_CTCF	11
chr9	97850108	97850258	id-103619	4.31e-07	+	CCACAGTCTCCTCTGCCTGGCTCCAGGGGGCAGCA	V_CTCF_BR	39
chr9	97858825	97858975	id-103620	7.23e-07	+	CGGGCAGGACAGGGTCCAGCCTCTAGGTGGAGTCC	Upstream_CTCF	26
chr9	97859233	97859383	id-103621	1.19e-06	-	GGCAGCATCCTGGCCTCCACCACTAGGTGCCGGTG	V_CTCF_BR	32
chr9	97865667	97865817	id-103622	5.53e-08	+	CTGTTGTTGCTGTGGCCCAGCAGCAGGAGGCAGGA	UpstreamP1_CTCF	35
chr9	97868106	97868256	id-103623	1.04e-06	-	GCAGCACTATTCTCAGCAGCCAGCAGGCAGAGATG	Upstream_CTCF	3
chr9	97869449	97869599	id-103624	3.12e-08	+	CTGCTGCTTCTGGACATTGCCAGGAGGTGGCCCAG	UpstreamP1_CTCF	8
chr9	97870480	97870630	id-103625	6.49e-06	+	ACTGCACCATCGGGCTCTTCCACGGGGAGCGGCAG	Upstream_CTCF	2
chr9	97878417	97878567	id-103626	2.59e-06	-	CAGCAAAGCCTAAAGTCAGCCAACAGGGGACGCTG	UpstreamP1_CTCF	37
chr9	97883808	97883958	id-103627	3.4e-06	+	GAAGCATCTCAAGTGCCTACCAGCAGGAGGATGGC	Upstream_CTCF	7
chr9	97886972	97887122	id-103628	7.73e-06	+	GACCTGGGAGGCTCAGATGCAGCCAGGGGGCAGTG	V_CTCF_BR	38
chr9	97889624	97889774	id-103629	6.86e-07	+	AAGGCAATGTTTCCACAGACCGGGAGGGGGAGATG	Upstream_CTCF	20
chr9	97890023	97890173	id-103630	2.06e-09	-	CAGCAGTGCTGACCAGTGGACGCTAGATGGCGCGG	UpstreamP1_CTCF	40
chr9	97893741	97893891	id-103631	1.51e-08	-	TTGCACTTTCCAGAATTAGCCTCAGGGGGGCACCA	UpstreamP1_CTCF	40
chr9	97900963	97901113	id-103632	4.04e-08	+	CTGCAGCACTCAGGCCAGGCCGCCAGGAGCAGCAG	UpstreamP1_CTCF	8
chr9	97930320	97930470	id-103633	5.52e-10	-	TCTGCAATACCACAAACGGACACTAGAGGGGAGGG	Upstream_CTCF	40
chr9	97936426	97936576	id-103634	1.71e-06	-	GCATTCATAGTGTCCGTTTCCTCTAGAGGGCACAG	V_CTCF_BR	11
chr9	97943652	97943802	id-103635	6.18e-07	-	TTTGTGTTTAGACTATTTACCACTAGGTGGCGGTA	Upstream_CTCF	38
chr9	97945593	97945743	id-103636	1	+	NA	NONE	34
chr9	97955452	97955602	id-103637	1	+	NA	NONE	33
chr9	97974806	97974956	id-103638	1	+	NA	NONE	0
chr9	97992481	97992631	id-103639	1.76e-05	+	CTGCAGTGCAGTCACACCACCACCTGGAGTGCAAT	UpstreamP1_CTCF	13
chr9	98024751	98024901	id-103640	1	+	NA	NONE	12
chr9	98027307	98027457	id-103641	3.16e-05	+	TGAGGTTTTAAGAAAAGTTCCACTAGGAGGAGCTG	Upstream_CTCF	39
chr9	98031168	98031318	id-103642	1	+	NA	NONE	40
chr9	98032552	98032702	id-103643	1	+	NA	NONE	2
chr9	98079270	98079420	id-103644	6.43e-06	+	GACGGGGAGGACGAGGCCAGCTGTAGAGGGCGACC	V_CTCF_BR	31
chr9	98098703	98098853	id-103645	6.53e-09	-	GCTGGAGAGCCTCTGCCTGCCTGCAGGGGGCACTG	V_CTCF_BR	37
chr9	98104024	98104174	id-103646	1.64e-05	+	AAGTGCCTGCTAACAATCTCAGCCAGAGGGCACCC	V_CTCF_BR	38
chr9	98123292	98123442	id-103647	1.41e-05	-	TTGCAATTCCATGTGCCACCCTGGGGAGCGCAGGC	UpstreamP1_CTCF	6
chr9	98142032	98142182	id-103648	3.88e-06	+	GGCGGTTTTTTCCATTGGGGCAGTAGAGGGCACCT	V_CTCF_BR	19
chr9	98210547	98210697	id-103649	4.01e-05	-	GATGTTGCTCCACTGAGGGCCCCCTGCTGTCCCTC	Upstream_CTCF	11
chr9	98261021	98261171	id-103650	4.41e-06	-	GCTGGTGAGGGCACTTCTGCCTGCAGGAGGAGGAA	V_CTCF_BR	3
chr9	98266849	98266999	id-103651	1	+	NA	NONE	13
chr9	98268126	98268276	id-103652	6.98e-07	-	GCCGCCGCGCTGGGGAGGGCCGGGGGCGGGCGCAG	V_CTCF_BR	2
chr9	98336580	98336730	id-103653	9.81e-06	-	GTGGGGATGCCGAGGACAGCCTGAGGGTGGTGCCA	V_CTCF_BR	10
chr9	98349645	98349795	id-103654	5.12e-06	+	CTGTAGTTATTTCAGCTGTCCATTGTGGGGCAGTG	UpstreamP1_CTCF	5
chr9	98357275	98357425	id-103655	3.6e-07	-	GCAGTGCTCCTCAGCCTTTCCACCAGGAGGAAGCA	Upstream_CTCF	18
chr9	98467306	98467456	id-103656	6.8e-06	+	TGGCAACTTGAGGGTGACCACAGCAGAGGGAGCTG	UpstreamP1_CTCF	1
chr9	98489162	98489312	id-103657	1.15e-06	+	CTTGTTCCTTTTGGGTTTACCACTAGGGGTCACTA	Upstream_CTCF	39
chr9	98498733	98498883	id-103658	3.09e-05	-	TTGTCGGCCTCCAGCCTCTCCACTAGGGGAGCCTA	UpstreamP1_CTCF	40
chr9	98505215	98505365	id-103659	7.73e-06	-	TGCGGAGCAAACACTGCGACCACAGGATGGCTGAG	V_CTCF_BR	1
chr9	98506702	98506852	id-103660	1.67e-07	+	GAAGGCCAGGCATACTCTGCCAGAAGAGGGAGGCA	V_CTCF_BR	24
chr9	98534721	98534871	id-103661	1.64e-05	+	TTTTATGAGGGCTGTTTGGCCGGCAGAGGTTGGGC	V_CTCF_BR	18
chr9	98638180	98638330	id-103662	4.21e-05	-	CCCGGAAGGCGGCGGAGGACAGCAAGGTGGCTGGC	V_CTCF_BR	18
chr9	98670214	98670364	id-103663	3.29e-05	-	TCGGTAATCTGCTGACAACACTGTAGGGGGCACTC	Upstream_CTCF	37
chr9	98701167	98701317	id-103664	2.5e-05	-	ATGTAAATACCCAGAGCAACCACCAGGAAGCTACA	UpstreamP1_CTCF	18
chr9	98783287	98783437	id-103665	7.78e-06	+	GGGGCACCGCCTGCGCCGGGCACAGGGAGGCCGTT	Upstream_CTCF	5
chr9	98788509	98788659	id-103666	1.3e-07	-	CAGGTTCTGCCAACAGGGGGCCCCAGAGGGCGGCG	Upstream_CTCF	34
chr9	98823635	98823785	id-103667	1.03e-06	-	AAACATTGTGGTTGAGGGACCAGGAGGGGGAGCAA	V_CTCF_BR	40
chr9	98833915	98834065	id-103668	2.81e-06	+	TTTGCAGTTCCCACTATCCCCTGCAGGGACACTGT	Upstream_CTCF	40
chr9	98841540	98841690	id-103669	1	+	NA	NONE	16
chr9	98875400	98875550	id-103670	1.38e-06	-	TGACAGTGGAGACAGGCTCCCAGCGGAGGGCAGCA	V_CTCF_BR	5
chr9	98902949	98903099	id-103671	1.1e-05	+	GCGCCTGCAGCGGATGTCTCCAGGAGGAGGCTCAC	V_CTCF_BR	7
chr9	98920565	98920715	id-103672	2.27e-05	-	TAAGCCCAGCACAAAGAACTCACCAGAGGGCGCGG	V_CTCF_BR	1
chr9	98939583	98939733	id-103673	2.6e-05	+	TTGTGAGTGTCCTGAGTCTCCTGCGGGAGGCAGCC	UpstreamP1_CTCF	11
chr9	98980208	98980358	id-103674	2.8e-05	-	GGCCCACCTCCAGCCCTGGCCTCAAGAGGGACCAG	Upstream_CTCF	20
chr9	98980542	98980692	id-103675	9.87e-11	-	CCGGCGGGGCAGGGGATGGCCGCCAGGGGGCAGTG	V_CTCF_BR	40
chr9	98982050	98982200	id-103676	6.46e-07	-	GTGCGTGTGAGCCGATGCTCCGCTAGGGGGCGCGG	V_CTCF_BR	40
chr9	98984536	98984686	id-103677	1.48e-06	+	CTGGAAATGTTCCCACTGGCCACTAGGGGAAGTAG	Upstream_CTCF	40
chr9	98992398	98992548	id-103678	2.15e-05	-	GAACCATTTTACATTATCACCAGCAGAGGGTGAGG	V_CTCF_BR	31
chr9	98994822	98994972	id-103679	1	+	NA	NONE	40
chr9	99001455	99001605	id-103680	6.43e-06	-	TCCCTTCTTCCTGCCCCTCTCACTAGGTGGCGCTG	V_CTCF_BR	6
chr9	99007808	99007958	id-103681	8.08e-08	+	AGTGAACTTCCCCTACCTTCCCCTGGAGGGCGCCA	Upstream_CTCF	33
chr9	99079750	99079900	id-103682	1.77e-10	-	CACTTGCTTCCACGTGTGGCCAGCAGAGGGCACCC	V_CTCF_BR	40
chr9	99090152	99090302	id-103683	8.58e-08	+	CTTGCACTTCTTAATATACCCACTAGATGTCCCCA	Upstream_CTCF	40
chr9	99106442	99106592	id-103684	1	+	NA	NONE	1
chr9	99160965	99161115	id-103685	5.41e-06	-	GCTGCTGTCTTCAAGACTGCCACTGGGGAAGGGAA	Upstream_CTCF	20
chr9	99179406	99179556	id-103686	5.48e-05	+	TCTGCAGGGCATCTTTTAACAGGGCGAGGGCGATC	Upstream_CTCF	34
chr9	99204217	99204367	id-103687	1.04e-05	+	AGTTTGATGTTAAGCCCTGTCAGTAGAGGGAGCTA	V_CTCF_BR	40
chr9	99204944	99205094	id-103688	1	+	NA	NONE	19
chr9	99216017	99216167	id-103689	6.51e-07	+	AATGCAGTGCTTGCATTCTCCACTTGGAGCTGCTG	Upstream_CTCF	40
chr9	99248495	99248645	id-103690	1	+	NA	NONE	3
chr9	99259096	99259246	id-103691	5.96e-07	+	GGAAGCGAGTGAGCCGTTCCCAGCTGGGGGCAGCA	V_CTCF_BR	0
chr9	99329157	99329307	id-103692	8.21e-05	-	GTGTCAGGCCGTTGGGCCGCCGAGGGGTGTCGCTG	V_CTCF_BR	40
chr9	99345535	99345685	id-103693	8.21e-06	-	AAATAAATACAACCAGTAGCCGGAGGGTGGCGCCG	V_CTCF_BR	1
chr9	99381871	99382021	id-103694	1.82e-07	-	CCGCGCCAGCCGGCTGCGGGCACCTGGGGGCGGGC	V_CTCF_BR	25
chr9	99383324	99383474	id-103695	1	+	NA	NONE	13
chr9	99414017	99414167	id-103696	1.37e-05	-	TATTCCATTCCTCTAGAAGCCTATAGGTGGCATTA	Upstream_CTCF	37
chr9	99417314	99417464	id-103697	4.14e-05	+	CCGCTCACCCGCACGAACACCACCACGGCGCGGCG	UpstreamP1_CTCF	23
chr9	99429172	99429322	id-103698	1.72e-06	-	ACTGCCACCTTCAAACTGACCACAAGAAGGTGCTG	Upstream_CTCF	40
chr9	99429794	99429944	id-103699	4.03e-06	-	CTCCAGTTACTCTCCTCAGAGGCCAGAGGGAGCCC	UpstreamP1_CTCF	22
chr9	99448970	99449120	id-103700	9.49e-08	+	GTCTCCTGGCCCAGGCCGAGCTGCAGGGGGCGCCA	V_CTCF_BR	37
chr9	99617280	99617430	id-103701	1.04e-05	-	GACCCGCCTTAGAACCCTCACGCCTGGGGGCGCCA	V_CTCF_BR	0
chr9	99619207	99619357	id-103702	1.41e-08	+	ATGCTGCTCTGCACAGCAGCCACTGGGGGGCTCTC	UpstreamP1_CTCF	40
chr9	99630424	99630574	id-103703	1	+	NA	NONE	3
chr9	99637848	99637998	id-103704	1.32e-05	+	TTCGCACTGAACACCTGTTCCTAAAGGGGGCGCAG	Upstream_CTCF	34
chr9	99638276	99638426	id-103705	1	+	NA	NONE	30
chr9	99730058	99730208	id-103706	1	+	NA	NONE	5
chr9	99820048	99820198	id-103707	1	+	NA	NONE	11
chr9	99871608	99871758	id-103708	1.73e-05	-	AAGGGTAGGAAGCACAGTGTCGCTAGAGGGCAGGA	V_CTCF_BR	39
chr9	99915585	99915735	id-103709	2.6e-05	+	AAGTATGGATCTTTGTTCCCCAGCAGGGGGCCTCT	UpstreamP1_CTCF	14
chr9	99983860	99984010	id-103710	2.38e-07	+	CGCTCTCGAGCTCGCGTGGACGGCAGAGGGCGGCT	V_CTCF_BR	14
chr9	99984105	99984255	id-103711	1	+	NA	NONE	21
chr9	100018712	100018862	id-103712	5.63e-06	+	TTTCAATTTCCTTTTTTATACAGTAGAGGGAGACA	UpstreamP1_CTCF	10
chr9	100025400	100025550	id-103713	1	+	NA	NONE	1
chr9	100047225	100047375	id-103714	1.73e-06	-	GTGAGATTCCACTGCATCTCCACTAGATGGCTATA	UpstreamP1_CTCF	20
chr9	100069445	100069595	id-103715	1	+	NA	NONE	22
chr9	100070121	100070271	id-103716	3.91e-06	-	CAGGCGGGACGACGTCTGGCCTCGAGGCGGCACCC	Upstream_CTCF	9
chr9	100090803	100090953	id-103717	7.27e-06	-	AGCAGGCAGGAGGCACATGCCAGAAGAGGGATGAG	V_CTCF_BR	0
chr9	100126325	100126475	id-103718	3.88e-06	-	AGGCGTTGTTACTCACTCGGCAGCAGGGGGAGGCT	V_CTCF_BR	2
chr9	100134966	100135116	id-103719	3.73e-06	+	CGTGTAGTTCCAGCTCCTAGAGGTGGAGGGCGGTT	Upstream_CTCF	10
chr9	100137760	100137910	id-103720	4.94e-06	-	GCATCTCGGGCTTCCACGGCCGCCAGGTGGCCCAG	Upstream_CTCF	2
chr9	100149346	100149496	id-103721	5.41e-13	+	GTTGCAGTACCAACAGGGTCCACCAGGGGGCAGGG	Upstream_CTCF	40
chr9	100161530	100161680	id-103722	4.27e-13	-	GCTGCAGTGCTACGGCTGGCCACCAGGAGGCGGTC	Upstream_CTCF	40
chr9	100174080	100174230	id-103723	9.06e-08	+	CCGCGCGTACCTGCGTTGTCCACCAGGAGGCGCTC	UpstreamP1_CTCF	40
chr9	100202565	100202715	id-103724	4.44e-06	-	ATGCACTTGCTCTGTGGGGCCACTGGGGCCATCTA	UpstreamP1_CTCF	8
chr9	100230990	100231140	id-103725	2.27e-06	+	AGTGCTGGGAGACCTTTGGCCACTTGATGGTGCCA	V_CTCF_BR	40
chr9	100232494	100232644	id-103726	2.37e-05	+	GCTGCTGAAAGACTGGCGACAGCAAGGTGGCAGGG	Upstream_CTCF	34
chr9	100249493	100249643	id-103727	1	+	NA	NONE	40
chr9	100263746	100263896	id-103728	8.16e-07	+	GGGGGGGGGAAGGAGGGAGCCGGCGGCGGGCGGGG	V_CTCF_BR	23
chr9	100265542	100265692	id-103729	1	+	NA	NONE	12
chr9	100290919	100291069	id-103730	1.97e-06	+	ATGAGAGACTCCTAGCCAGCCAGCAGGTGTCTGCC	V_CTCF_BR	7
chr9	100314718	100314868	id-103731	2.5e-05	-	GTGCCAGGCACCTTTCTGGGGGCTAGGGGACAGCA	UpstreamP1_CTCF	3
chr9	100326818	100326968	id-103732	1	+	NA	NONE	5
chr9	100354041	100354191	id-103733	1	+	NA	NONE	2
chr9	100361078	100361228	id-103734	3.97e-07	-	GTCAAAGAAGTCTGTAGAGCCAGTAGGTGGCAGTC	V_CTCF_BR	40
chr9	100377890	100378040	id-103735	1.15e-07	-	TAGCAATGAGGGATCTTACCCACAAGGTGGCAGCA	UpstreamP1_CTCF	40
chr9	100395833	100395983	id-103736	2.29e-05	+	AGGCGGGAGAAAGAAGTAGCCGGCAGGCGGAGGCA	UpstreamP1_CTCF	21
chr9	100401068	100401218	id-103737	1	+	NA	NONE	38
chr9	100472590	100472740	id-103738	1	+	NA	NONE	13
chr9	100473009	100473159	id-103739	9.49e-08	+	TTGTCATTGTTACTGATAGCCAGTAGAGGGCACCA	V_CTCF_BR	40
chr9	100483764	100483914	id-103740	9.41e-05	+	GTCTCTGCTGCCCATGTGTCCTGTAGGGGCTGCTT	V_CTCF_BR	6
chr9	100503513	100503663	id-103741	1.83e-05	-	GCTGACTGTCCCGGCAGGGGCGGAGGAGGGCGGGG	V_CTCF_BR	30
chr9	100512368	100512518	id-103742	3.11e-05	+	GACAGAATTCACACACCTTCCTGTAGAGGCCGCAC	V_CTCF_BR	17
chr9	100522290	100522440	id-103743	1	+	NA	NONE	2
chr9	100544315	100544465	id-103744	2.4e-05	-	AGCAGCCCTGGCCTCTATTCCACTAGATGCCAGCA	V_CTCF_BR	12
chr9	100565809	100565959	id-103745	2.2e-06	-	GCTGCACGGTCTACGACGGCCGCCAGCGCGCGCGA	Upstream_CTCF	14
chr9	100566096	100566246	id-103746	1	+	NA	NONE	21
chr9	100608442	100608592	id-103747	1.1e-05	-	AAGATTGCTTCTGAAATGGCCAGGAGGTGGAGTTG	V_CTCF_BR	6
chr9	100610479	100610629	id-103748	1	+	NA	NONE	35
chr9	100616265	100616415	id-103749	1.3e-07	-	CTGTAGGGCGGCTTCCCGCGCTGCAGGGGGCGCTT	UpstreamP1_CTCF	22
chr9	100625774	100625924	id-103750	1	+	NA	NONE	2
chr9	100652346	100652496	id-103751	9.49e-08	+	GCCGGCCCATGGGTCTCACCCACTAGATGGCGCTG	V_CTCF_BR	40
chr9	100654839	100654989	id-103752	1.24e-05	-	TAGAAAGATACAGGACTTCCCAGGAGGGGGCAATA	V_CTCF_BR	12
chr9	100658301	100658451	id-103753	4.3e-06	+	CATGCAAGTAGACAGTGAACCAGTGGGTGGAGCTG	Upstream_CTCF	36
chr9	100663394	100663544	id-103754	1.1e-06	-	TAGCCTTTGCTTTTTGGTGCCTGTAGGGGGAGCCC	V_CTCF_BR	40
chr9	100684628	100684778	id-103755	1	+	NA	NONE	40
chr9	100685850	100686000	id-103756	6.05e-06	+	GATTTCTGGTAGAAAATAACCAGCAGGAGGAGCCA	V_CTCF_BR	24
chr9	100686101	100686251	id-103757	9.51e-07	+	GCCAGAATTACTGCGCTTGCCACTAGATGGTGGTG	V_CTCF_BR	40
chr9	100716939	100717089	id-103758	1.02e-07	-	GTGCAATTGCCATTTATGTCCACCTAGTGGCAGCA	UpstreamP1_CTCF	40
chr9	100745512	100745662	id-103759	3.56e-05	+	AGCGCAGTGCAGGCCGCGGCCGGGGGCGGCGGTAG	Upstream_CTCF	40
chr9	100752633	100752783	id-103760	3.28e-05	+	GTACAGCCCTAAGTGGGGCCCTCCAGTGGTCTCTG	V_CTCF_BR	37
chr9	100797114	100797264	id-103761	3.63e-08	-	TGTGAAATGGAGACAGCCACCACCAGAGGGCAGTA	Upstream_CTCF	40
chr9	100801299	100801449	id-103762	3.71e-05	-	CATGAAATACGGGTGTGCTACTCTAGAGGGCATGT	Upstream_CTCF	10
chr9	100807853	100808003	id-103763	1	+	NA	NONE	14
chr9	100818647	100818797	id-103764	1	+	NA	NONE	30
chr9	100834148	100834298	id-103765	6.05e-06	+	TCACTTCTTTAGGCCGTGCCCTGCAGGTGGCATCG	V_CTCF_BR	1
chr9	100836774	100836924	id-103766	1.12e-08	+	GTGGCAGTTTTCTAAATGTCCACTGGGTGGCGCTG	Upstream_CTCF	40
chr9	100849653	100849803	id-103767	1.11e-05	-	CCATCAGCATCCCCCGGCTGCCCTAGGGGCCAGGA	Upstream_CTCF	6
chr9	100853159	100853309	id-103768	1.73e-06	+	ATTCACTGTCCCCCTCCCAACACCAGGGGCAGTGA	UpstreamP1_CTCF	22
chr9	100880292	100880442	id-103769	8.5e-06	+	CATGCAGTACCGGAGAAAGGCTCACGATGGGGCTG	Upstream_CTCF	38
chr9	100881569	100881719	id-103770	2.6e-06	-	GACCACCTCCCGGCCTGGGCGGGCAGAGGGAGCAC	V_CTCF_BR	38
chr9	100883527	100883677	id-103771	1	+	NA	NONE	19
chr9	100884997	100885147	id-103772	2.15e-05	+	TGAAATCTGCCCACATCATCCTGCAGGAGGCAGGC	V_CTCF_BR	7
chr9	100895651	100895801	id-103773	1	+	NA	NONE	3
chr9	100955087	100955237	id-103774	1.47e-05	+	GATTGGGGCGGGCTGCCGGCCACCAGGCGGAGGCT	V_CTCF_BR	20
chr9	100955418	100955568	id-103775	8.21e-06	+	GCCCTTCCTTCTCTCGGGACCAGCCGGGGGCGCTG	V_CTCF_BR	39
chr9	100965567	100965717	id-103776	3.63e-06	+	TCTCCACAATGGCCACCAGGCACCAGAAGGCGCTC	V_CTCF_BR	2
chr9	100968098	100968248	id-103777	4.33e-10	+	CATGCAGTTCTAATGGCTACCACTAGATGGCAAAG	Upstream_CTCF	39
chr9	100970040	100970190	id-103778	2.96e-05	-	GGGCTGCACCCCTGCACAACCCCAGGGGGCAGCCT	UpstreamP1_CTCF	31
chr9	100978241	100978391	id-103779	6.34e-08	-	GCAGCATTCATGCCACTGACCACCAGGCGGTGCCG	Upstream_CTCF	40
chr9	100996780	100996930	id-103780	1.34e-06	-	GATGCAACACAGGTGGATGCAGGCAGGTGGCAGCA	Upstream_CTCF	26
chr9	101004118	101004268	id-103781	1	+	NA	NONE	27
chr9	101017744	101017894	id-103782	3.48e-06	-	CCGCAGTCTCCGGCTGGCAGCGATGGAGGGCGCTG	UpstreamP1_CTCF	21
chr9	101018232	101018382	id-103783	1.61e-05	+	CTGCTTGTTCCCTCCCTGTGCCGCGCGGGGCACCC	UpstreamP1_CTCF	38
chr9	101022014	101022164	id-103784	6.84e-06	-	AAAATTCCTATCAACCCCTCCAGGAGGTGGAGCTA	V_CTCF_BR	15
chr9	101026151	101026301	id-103785	2.89e-07	-	AGGGCAGGTCCCACAAAGGCCGCAAGATGTCGCTT	Upstream_CTCF	40
chr9	101063019	101063169	id-103786	1	+	NA	NONE	4
chr9	101073376	101073526	id-103787	5.68e-06	+	TGGGTGTTCTCACAGTGCTCCAGGAGAGGGCGGAT	V_CTCF_BR	9
chr9	101077920	101078070	id-103788	4.7e-08	+	GTCGTGCACCAAAGCAGCACCACTAGAGGGCACCA	V_CTCF_BR	40
chr9	101086885	101087035	id-103789	1.59e-06	-	CAGGTATCCCCACACACCGCCAGCAGTGGCCACAG	V_CTCF_BR	21
chr9	101121717	101121867	id-103790	1.38e-07	-	AATGCAAGTCCCCTAGAGGCCTACTGGGGGCAGCC	Upstream_CTCF	9
chr9	101127595	101127745	id-103791	4.89e-09	-	GGTGCAGTATCACATTTGGCCCCTAGATGTCACTG	Upstream_CTCF	40
chr9	101146167	101146317	id-103792	2.11e-06	+	AGCCTTCAGCCCTCATCATCCAGCAGTGGGCAACA	V_CTCF_BR	37
chr9	101162377	101162527	id-103793	5.53e-08	+	CTGTAGTACTCCACCCCAGGCAACAGAGGGAGACC	UpstreamP1_CTCF	18
chr9	101172589	101172739	id-103794	3.56e-06	-	TCAGGGCTTCCAGTCCCTGCCACAAGGAGGAGAGT	Upstream_CTCF	37
chr9	101181606	101181756	id-103795	1.46e-07	-	CATGGAGGTTCTTTCTTCCCCACCAGGAGGCACCA	Upstream_CTCF	11
chr9	101197760	101197910	id-103796	1.63e-05	+	CCTGCTCTCCCCACCACAGCCAGAGGGAGCTTCTT	Upstream_CTCF	5
chr9	101204513	101204663	id-103797	4.43e-05	-	GCACTTCCCACCACCCCAGTTTCCAGGGGGAGCTC	V_CTCF_BR	6
chr9	101205974	101206124	id-103798	8.21e-06	+	CTGTCAAGGGGCTCAGAGTCCAGCAGGAGGAGGCA	V_CTCF_BR	18
chr9	101246612	101246762	id-103799	1	+	NA	NONE	25
chr9	101249442	101249592	id-103800	2.89e-07	-	ACTGAAGTTCATACAGGCACCCCAAGGGGACGCAA	Upstream_CTCF	2
chr9	101251286	101251436	id-103801	1	+	NA	NONE	15
chr9	101265373	101265523	id-103802	7.84e-05	+	CAGAGAAGTCAGCCCCAGGCCAGGAGGTGGGGCAG	V_CTCF_BR	9
chr9	101285911	101286061	id-103803	3.22e-05	-	CAGCCCTTGCTTCCTGCTGCCACTTGAGTGTGCTG	UpstreamP1_CTCF	40
chr9	101299206	101299356	id-103804	3.36e-07	+	TTGAGCTCAAGGTCTCCCACCACCAGAGGGCGTCA	V_CTCF_BR	39
chr9	101300555	101300705	id-103805	1	+	NA	NONE	33
chr9	101312911	101313061	id-103806	1	+	NA	NONE	6
chr9	101313846	101313996	id-103807	2.27e-05	-	TATCACGGCAGGCTAGAGGCCTCCAGCTGGAGAGA	V_CTCF_BR	8
chr9	101333004	101333154	id-103808	1	+	NA	NONE	11
chr9	101336150	101336300	id-103809	2e-06	-	TCCGCTACACCCTGCATTCCCAATAGGGGGTGATA	Upstream_CTCF	24
chr9	101348408	101348558	id-103810	5.92e-05	-	GGGTAAAGGAGGGCTATGTGCAGGTGTGGGCGCAG	V_CTCF_BR	5
chr9	101402800	101402950	id-103811	1.48e-05	-	TGTCTGTGGCACCTCTTTTCCCCCAGAGGGCATCT	UpstreamP1_CTCF	9
chr9	101405333	101405483	id-103812	1	+	NA	NONE	24
chr9	101440656	101440806	id-103813	6.05e-06	-	CTCAAGATTCTGCCAGCTGCCAGCAGGGGCAGGCT	V_CTCF_BR	40
chr9	101468828	101468978	id-103814	1	+	NA	NONE	2
chr9	101469573	101469723	id-103815	2.19e-08	-	CGCAGCGTCTGAGACGCGGCCTGAAGGGGGCAGTG	V_CTCF_BR	37
chr9	101471977	101472127	id-103816	6.98e-07	-	GACGCGGGGAGGTCAAATGCCTGGAGGGGGCGGTA	V_CTCF_BR	8
chr9	101507911	101508061	id-103817	2.27e-06	-	TGGGAAGAAACTGTGGCATCCAGCAGATGGTGGCA	V_CTCF_BR	2
chr9	101517607	101517757	id-103818	1.84e-06	+	CCATCCCAGCTCCTACAGGCCTCTAGAGGGCAGTT	V_CTCF_BR	19
chr9	101530310	101530460	id-103819	3.97e-07	-	GTCTGAGCTTCCAGCCTCCCCTGCAGGTGGCAGCG	V_CTCF_BR	8
chr9	101535416	101535566	id-103820	5.08e-05	+	GTGATCTCATACTATCATAGCCCTAGGAGGCAGCA	UpstreamP1_CTCF	4
chr9	101536117	101536267	id-103821	3.95e-09	-	ACTGCGCTGCCCCAGAGAGCCAGCAGGGGCCACCC	Upstream_CTCF	17
chr9	101537201	101537351	id-103822	2.83e-07	-	CTTCCCCAACTGCTCATGCCCTGTAGAGGGCGCCA	V_CTCF_BR	40
chr9	101538239	101538389	id-103823	2.19e-08	-	GCTAAGACCCTAATACTAGCCAGCAGAGGGCAGTA	V_CTCF_BR	40
chr9	101541505	101541655	id-103824	1	+	NA	NONE	7
chr9	101553549	101553699	id-103825	4.24e-09	-	CCTGCAACAAACATTCCTGCCAGCAGGTGGCAGCA	Upstream_CTCF	40
chr9	101558780	101558930	id-103826	2.89e-09	-	GCGCGGCGCGGGCGGGTGGCCGGAAGGGGGCGCCT	V_CTCF_BR	39
chr9	101564089	101564239	id-103827	2.86e-06	+	GAGCTGTTACCATCCCAGGCCTGAAGGGGAAAAGG	UpstreamP1_CTCF	3
chr9	101568754	101568904	id-103828	1.31e-05	+	CTTTTCCCTGAGCTAGACACCAGCAGAGGGAGTTC	V_CTCF_BR	32
chr9	101569894	101570044	id-103829	3.88e-06	+	TGGGGCGCGCAGATCGCTGGCTGCAGTTGGCGGGC	V_CTCF_BR	8
chr9	101610936	101611086	id-103830	2.89e-09	+	TGACACATGCCCAGAGCAGCCAGCAGGTGGCACCA	V_CTCF_BR	40
chr9	101623236	101623386	id-103831	1	+	NA	NONE	36
chr9	101644365	101644515	id-103832	1.43e-05	-	CCTGGAGTCCCCAGGGTCACCACTAGGATTTGAGT	Upstream_CTCF	15
chr9	101666323	101666473	id-103833	1	+	NA	NONE	1
chr9	101675447	101675597	id-103834	2.66e-05	+	AGTGAACAACGGCCCGATCCCAGGGGATGGCGCTA	V_CTCF_BR	1
chr9	101679035	101679185	id-103835	9.26e-05	+	CTCTTCTGCAGGGGCCCTGGCCCTGGGAGGCGGGG	UpstreamP1_CTCF	9
chr9	101679953	101680103	id-103836	1.64e-06	+	CGTGGACTTCTTGGGTCTGACTCCAGAGGGCCTCC	Upstream_CTCF	2
chr9	101720520	101720670	id-103837	8.21e-06	+	AGTTTGGCCGCACGTTCTGGCAGTTGGGGGCAGTG	V_CTCF_BR	4
chr9	101723922	101724072	id-103838	4.38e-08	+	GCAGCACTACCGCCCAGGGCCACCCGGGGTAAAGG	Upstream_CTCF	3
chr9	101737299	101737449	id-103839	7.97e-09	+	AGCGCAGTTCCCGTAGAGACCGCCAGGAGCCGCTG	Upstream_CTCF	40
chr9	101751695	101751845	id-103840	2e-06	+	AGTGCCACCCTGTGTGTGGCCATCAGAGGGCTGTC	Upstream_CTCF	34
chr9	101752096	101752246	id-103841	1	+	NA	NONE	10
chr9	101760771	101760921	id-103842	1	+	NA	NONE	3
chr9	101761252	101761402	id-103843	1.74e-08	-	CTCGTCTTCCCTGCTCTGACCACCAGGGGGTGCCG	V_CTCF_BR	40
chr9	101762852	101763002	id-103844	4.48e-07	+	GCAGAAGTTGAGCGACTTGCCTGCAGGTGGTGCCA	Upstream_CTCF	39
chr9	101775378	101775528	id-103845	1.32e-05	-	CCTGCATTTTGATTTTGAGCCTCTTGGAGGTGCTA	Upstream_CTCF	30
chr9	101779095	101779245	id-103846	1	+	NA	NONE	2
chr9	101788370	101788520	id-103847	4.01e-05	-	TCACTGAAGCTAGGGGCAGACAAGAGTGGGCAGGG	V_CTCF_BR	16
chr9	101789257	101789407	id-103848	5.52e-05	-	TAGCACCAGCACAGGCTTGCAGACAGGAGGCAGGA	UpstreamP1_CTCF	11
chr9	101807275	101807425	id-103849	6.73e-07	-	CTCCTGTGCGACCTTGAATCCACAAGATGGCAGAA	UpstreamP1_CTCF	3
chr9	101833087	101833237	id-103850	2.96e-05	-	CGTTTCAGTTCTCTGATCATCGCCTGGGGGCAGCA	V_CTCF_BR	3
chr9	101866983	101867133	id-103851	1	+	NA	NONE	17
chr9	101897476	101897626	id-103852	5.28e-05	-	CATTTTCTGCTATTATTCACCAGAAGATGGCTTCT	Upstream_CTCF	6
chr9	101903110	101903260	id-103853	9.62e-08	-	CAGCTAGTTCCCATGGTGACCACCAGATGACAGCA	UpstreamP1_CTCF	40
chr9	101925192	101925342	id-103854	4.5e-06	+	CCTGTTCTCCAATAAATCCTCAATAGGTGGCAGTG	Upstream_CTCF	40
chr9	101932306	101932456	id-103855	4.5e-06	-	CATGGAGTACTGGCTGAAACCCTCAGGGGTCAGCA	Upstream_CTCF	21
chr9	101946994	101947144	id-103856	1.12e-08	+	AAAGCACTTCGCCTACAGGCCACAAGAGGGCGATG	Upstream_CTCF	40
chr9	101955527	101955677	id-103857	1.31e-05	+	GGCCAAGGAATACAGGCGGCCTCTAGGGGCTACAA	V_CTCF_BR	40
chr9	101959523	101959673	id-103858	1.64e-06	+	TGTGCCAGGCCTGGGCTGAACACCAGGGGTCCAGA	Upstream_CTCF	19
chr9	101959793	101959943	id-103859	2.34e-06	+	CTTCTGCCATCCACAACAGCCAGTGGAGGGAGCAA	UpstreamP1_CTCF	2
chr9	101974165	101974315	id-103860	3.79e-08	-	CTGCAGCCACCAGAACATTCCACCAGGGGTCTGGG	UpstreamP1_CTCF	20
chr9	101984765	101984915	id-103861	1.04e-05	-	TGAGGATCCCACGTTAGTGCCACTGGGGGTCGGAC	V_CTCF_BR	24
chr9	101994111	101994261	id-103862	8.81e-07	+	TCTGGGGGAGATGCTGCAGCCACATGGGGGAGCTG	V_CTCF_BR	40
chr9	102003483	102003633	id-103863	8.99e-05	-	CCACTGTGCTCCAGTCTGGTCAACAGAGGGAGACT	V_CTCF_BR	17
chr9	102016518	102016668	id-103864	1.16e-05	+	CATGCCATTCCCCTAGAGCCCACAGAGTGGCATCC	Upstream_CTCF	12
chr9	102026513	102026663	id-103865	1.31e-05	-	GGCTGAAGAATTGGAAGTACAAGTAGGTGGCGCCC	V_CTCF_BR	40
chr9	102028933	102029083	id-103866	5.12e-06	+	ACGCCGTTCAGCCTCACGCCTGCTAGATGGCGCTG	UpstreamP1_CTCF	40
chr9	102061948	102062098	id-103867	2.86e-06	+	ATGTTGGTTTTGAGTATTACCAGGAGGTGGAGCCT	UpstreamP1_CTCF	36
chr9	102088531	102088681	id-103868	1	+	NA	NONE	15
chr9	102098413	102098563	id-103869	1	+	NA	NONE	5
chr9	102104792	102104942	id-103870	1	+	NA	NONE	5
chr9	102107786	102107936	id-103871	1	+	NA	NONE	2
chr9	102112153	102112303	id-103872	1	+	NA	NONE	3
chr9	102114051	102114201	id-103873	5.08e-07	+	AGAGGAACAGAAAGGTTGGCCTCCAGAGGGTGCAC	V_CTCF_BR	27
chr9	102115309	102115459	id-103874	1.56e-06	-	CTGCCTTGGCAGAGTGTCTCCAGCAGTGGTCACAA	UpstreamP1_CTCF	9
chr9	102147626	102147776	id-103875	8.97e-05	+	CCTCCACTTCCCTAAGTCTCCTGTAGGAGAAAAGT	Upstream_CTCF	13
chr9	102162874	102163024	id-103876	8.64e-05	+	TCAGCCCTGTTCAAGAGCCTCAACAGAGGGGGAGC	Upstream_CTCF	9
chr9	102202760	102202910	id-103877	5.08e-07	-	GAGGTGGGGCTCACAGCGACCAGCAGAGGGATCCT	V_CTCF_BR	7
chr9	102227529	102227679	id-103878	1	+	NA	NONE	5
chr9	102274128	102274278	id-103879	3.09e-06	-	ACTGAAGCTTTAAAGAGCACCCACAGGAGGCGCTC	Upstream_CTCF	26
chr9	102294280	102294430	id-103880	2.1e-05	+	ATAGCCTTTCCCACTTCCACCATGTGAGGGCACAA	Upstream_CTCF	3
chr9	102325773	102325923	id-103881	2.72e-06	+	CTGCGCTTCCCCTAGATATCCACATGGGGCAAGAC	UpstreamP1_CTCF	29
chr9	102338355	102338505	id-103882	7.84e-05	-	AGGAACCAGGAGGCCATCTCCGCTAGGGGCAGCAT	V_CTCF_BR	21
chr9	102400058	102400208	id-103883	1	+	NA	NONE	0
chr9	102426305	102426455	id-103884	2.81e-05	-	AGTGGCAGAAAGCTCACTGCCTCCTGAGGCAGCCC	V_CTCF_BR	10
chr9	102569667	102569817	id-103885	1.55e-05	+	TGGAGAATCTGGCCCCTCGCCACTAGAGGGGGGTG	V_CTCF_BR	40
chr9	102581540	102581690	id-103886	4.65e-05	+	CCACCAGATACCATCGCAGCCGGCTGGGGGAGTCT	V_CTCF_BR	20
chr9	102582502	102582652	id-103887	1	+	NA	NONE	36
chr9	102584056	102584206	id-103888	1	+	NA	NONE	37
chr9	102586928	102587078	id-103889	1.47e-05	-	GCCTATAGCGCCCCCTTTGCCCGGGGTGGGCGCAG	V_CTCF_BR	40
chr9	102618205	102618355	id-103890	1	+	NA	NONE	34
chr9	102651521	102651671	id-103891	8.21e-06	+	TAAGATGCAGCACTACACAACTCCAGGGGGCACTC	V_CTCF_BR	18
chr9	102668998	102669148	id-103892	1	+	NA	NONE	14
chr9	102680978	102681128	id-103893	2.96e-05	+	ATCTATTTTAATTGGAGAACCACTAGATGTCAGTA	V_CTCF_BR	4
chr9	102695903	102696053	id-103894	1	+	NA	NONE	14
chr9	102709795	102709945	id-103895	4.51e-05	+	TTTTCATTTGCTCTTCTAAGCCGCTGGGGGCACTA	Upstream_CTCF	31
chr9	102773464	102773614	id-103896	2.12e-06	-	CTACAATTTGAGTGTTTGGCCACAAGGTGTCAGTG	UpstreamP1_CTCF	38
chr9	102775899	102776049	id-103897	1	+	NA	NONE	9
chr9	102790508	102790658	id-103898	1.15e-07	+	AGTGCCATACAGCCTAAGGCCACTGGAGGTCAGCA	Upstream_CTCF	40
chr9	102899230	102899380	id-103899	1.24e-05	+	CCACTGTACTCCAGCCTGGTCAGCAGAGGGAGACT	V_CTCF_BR	33
chr9	102930329	102930479	id-103900	4.88e-06	-	ATGCTCCAGCCTCTGCTCTCCACTAGGCTGCACTG	UpstreamP1_CTCF	26
chr9	102959964	102960114	id-103901	1	+	NA	NONE	8
chr9	102972288	102972438	id-103902	1	+	NA	NONE	3
chr9	102978584	102978734	id-103903	2.18e-07	-	AGTTAAAACCCGATGGTGTCCAGTAGGGGGCAGTA	V_CTCF_BR	40
chr9	102985085	102985235	id-103904	4.41e-06	-	AAGGAAGATGCTAAAATTTCCTCAAGAGGGCACCC	V_CTCF_BR	38
chr9	103085340	103085490	id-103905	9.51e-07	-	AATTTGCTGCCCCTTTTGGCCACTGGATGGCACAA	V_CTCF_BR	39
chr9	103086991	103087141	id-103906	1.48e-06	-	CTTGTTTTTTATTTGACTTCCAGTAGAGGGCACTC	Upstream_CTCF	39
chr9	103116534	103116684	id-103907	3.05e-07	-	GCTGCTCTGCTGATACCAGACTGTAGGGGGAAGAA	Upstream_CTCF	14
chr9	103136139	103136289	id-103908	2.1e-06	-	GGTTCCCTGCTAAGCCCTGCCAGTGGGAGGCAGGA	Upstream_CTCF	20
chr9	103157452	103157602	id-103909	1.97e-06	-	TGGCCAAACTTACCCCTCACCCCAAGAGGGCACTC	V_CTCF_BR	6
chr9	103163440	103163590	id-103910	9.26e-05	-	TTGTAGTTACATGGAAAATCCTGAGGAGGTCTAAG	UpstreamP1_CTCF	10
chr9	103189393	103189543	id-103911	1.96e-08	+	CCGGCAGGCGGCGGGCGGTCCGCGAGGGGGCGGCG	V_CTCF_BR	12
chr9	103200258	103200408	id-103912	3.19e-11	-	TGTGCAGTACCTCTAGCTGCCACTAGGTGGTGGTG	Upstream_CTCF	39
chr9	103207949	103208099	id-103913	2.01e-05	+	GATGGACTCTAATAGTATTCCACTAGAGGCCTCCC	Upstream_CTCF	11
chr9	103235231	103235381	id-103914	9.84e-06	+	TCGCAGGAACAATAGCTCCCCTGGAGGCGGCGCCG	UpstreamP1_CTCF	29
chr9	103235881	103236031	id-103915	2.55e-06	-	CCCGCCGCTGCCGCCGCCACCACCCGGGGGCTGGT	Upstream_CTCF	2
chr9	103248876	103249026	id-103916	2.66e-05	-	CCACTGCACTCCAGCTTTGACAACAGAGGGAGACA	V_CTCF_BR	13
chr9	103255362	103255512	id-103917	2.23e-06	-	CAACAGTCCTGGCCTCTGCCCACTAGATGCCAGTA	UpstreamP1_CTCF	32
chr9	103267966	103268116	id-103918	2.6e-06	+	GCCTCCACAGGGACAGCCACCCCTAGGGGGCGATA	V_CTCF_BR	40
chr9	103351299	103351449	id-103919	9.81e-06	+	AACAGTGTAGCATCTATAGACACCAGGGGGCATGG	V_CTCF_BR	3
chr9	103358003	103358153	id-103920	4.01e-05	-	TAAACAATTATGAAAATATCCACTAGATGTCAGCC	V_CTCF_BR	37
chr9	103363545	103363695	id-103921	8.16e-07	+	GGCATGTTGCTAAGCTTTGTCAGCAGAGGGCACTG	V_CTCF_BR	40
chr9	103364744	103364894	id-103922	9.51e-07	+	CTGTCCATATTCCAATTTGCCACAAGATGGCAGGC	V_CTCF_BR	39
chr9	103400081	103400231	id-103923	1.81e-06	-	ACTGCCTCTCTAGATTCCCCCTCTAGGGGCAGGGC	Upstream_CTCF	8
chr9	103424497	103424647	id-103924	1	+	NA	NONE	3
chr9	103452856	103453006	id-103925	1.55e-05	+	GGGACCATGAGTCAGTCTACCACAGGAGGTCGGTA	V_CTCF_BR	8
chr9	103462974	103463124	id-103926	5.08e-07	+	ACACCTCTACATTGTTTAAACAGCAGAGGGCGCCC	V_CTCF_BR	40
chr9	103477011	103477161	id-103927	3.47e-09	+	CCGCTCCTCCTTCCCTAGGCCAGCAGGGGGCAGTA	UpstreamP1_CTCF	40
chr9	103582405	103582555	id-103928	1.31e-05	+	GGCGATACCAAATAGGAAACCAGCAGGTGTCAGGC	V_CTCF_BR	4
chr9	103791021	103791171	id-103929	5.86e-07	+	GCTGCAGCGCCAGGAGGAGGCAGCGGAGGAAGCAG	Upstream_CTCF	13
chr9	103881619	103881769	id-103930	1.52e-07	+	CCCTGGCCATCAGATATGGCCAGTGGAGGGCAGCA	V_CTCF_BR	39
chr9	103938744	103938894	id-103931	6.51e-07	+	CTTGCAGTATCTGTGGAGGCCACCTAGGGGCAGTA	Upstream_CTCF	25
chr9	103989185	103989335	id-103932	5.51e-07	+	GGAACCTGAAAGGTGATGACCACATGGGGGCACCA	V_CTCF_BR	11
chr9	103997903	103998053	id-103933	3.03e-05	-	AAAGGTTTTCAGAAATTTATCAGTAGGGGGCATTG	Upstream_CTCF	34
chr9	104074079	104074229	id-103934	1.15e-07	-	TGGTAGTAGTTACAAAACACCACTAGAGGGCACCA	UpstreamP1_CTCF	40
chr9	104078290	104078440	id-103935	4.24e-07	+	ATAGCCATGCAACCAATAACCAGCAGAGGGACCTG	Upstream_CTCF	35
chr9	104150170	104150320	id-103936	4.41e-06	-	AACTGTACGTCCATCAGTACCACTAGAGGGCATCA	V_CTCF_BR	39
chr9	104150864	104151014	id-103937	1.31e-05	-	AACTGCACATCCATCAGTACCTCTAGAGGGCATCA	V_CTCF_BR	39
chr9	104195671	104195821	id-103938	1	+	NA	NONE	2
chr9	104211438	104211588	id-103939	1.28e-06	+	GAGGCAGCGGCGCCCGGCGCCTGCAGGAGGTGCTG	Upstream_CTCF	38
chr9	104211719	104211869	id-103940	3.71e-05	+	GATGCCCGCACTAAACCTGTCACAAGGCGGCGCAC	Upstream_CTCF	32
chr9	104219413	104219563	id-103941	8.16e-07	-	TCAGCAGGGTGTCCATCAGCCACAAGAGGTCACTA	V_CTCF_BR	26
chr9	104221410	104221560	id-103942	2.96e-05	+	TACTGGCTACATGCTTTGTTCTCTAGGGGGAGCTC	V_CTCF_BR	40
chr9	104227718	104227868	id-103943	1	+	NA	NONE	40
chr9	104240928	104241078	id-103944	4.23e-08	+	GGATCTAGAGGAGGTACAGCCACCAGATGGCAGAA	V_CTCF_BR	25
chr9	104241189	104241339	id-103945	1	+	NA	NONE	1
chr9	104249430	104249580	id-103946	3.05e-07	-	CCTGCTTTTCCCTGGCTGCCCATCAGTTGGCGCCT	Upstream_CTCF	32
chr9	104292505	104292655	id-103947	1.04e-06	-	CATTAACTACCCAATTCTGCCACAAGGTGGCATAA	Upstream_CTCF	40
chr9	104311891	104312041	id-103948	2.53e-05	+	CCTGGTAACGGGCGTCTTCCCAGAAGCTGGCATTA	V_CTCF_BR	35
chr9	104329662	104329812	id-103949	3.36e-07	-	TAAAAGAACAGGATCCTCACCACCAGGTGGAGCTG	V_CTCF_BR	39
chr9	104355770	104355920	id-103950	7.27e-06	-	CCTCCGACACTGGTCCCTACCCCCAGGTGGAGACA	V_CTCF_BR	11
chr9	104364550	104364700	id-103951	2.11e-06	+	TAACAACTCGCATCAATAGCCACTAGATGGCAATC	V_CTCF_BR	40
chr9	104467482	104467632	id-103952	7.27e-06	+	AGGAACAGAGCCGCAGAGAACAGAAGAGGGAGGCA	V_CTCF_BR	30
chr9	104473747	104473897	id-103953	3.63e-08	+	TGGGCTTTGCCAGTAGAGGCCACTAGGGGGAGACT	Upstream_CTCF	40
chr9	104490042	104490192	id-103954	7.27e-06	+	TAAAGCTGTATTTTGGAGACCACTAGATGGCTCTC	V_CTCF_BR	39
chr9	104490558	104490708	id-103955	1.81e-06	-	GTTGTCACTCCTCTCCTCACCGCCAGGGGTGGTCA	Upstream_CTCF	39
chr9	104500496	104500646	id-103956	7.61e-08	-	GACGCAGTGCCCGAGGCGCCCTGCAGATGGGGCGG	Upstream_CTCF	7
chr9	104500967	104501117	id-103957	1.76e-05	-	GTGCCACTCGGGAATCTCACCAACAGTGGGCGTTT	UpstreamP1_CTCF	18
chr9	104554342	104554492	id-103958	1.64e-05	+	CAGCTCGCATGGATTATGGTCAAAAGAGGGCAGCA	V_CTCF_BR	36
chr9	104586533	104586683	id-103959	3.05e-07	+	GCAGTAATTGCTTCCAATAGCACCAGGTGGCTCCA	Upstream_CTCF	1
chr9	104604943	104605093	id-103960	5.37e-06	-	CAGCTGCACTCCAGCCTGGACGACAGAGGGAGACT	UpstreamP1_CTCF	3
chr9	104714045	104714195	id-103961	1	+	NA	NONE	7
chr9	104722153	104722303	id-103962	1	+	NA	NONE	5
chr9	104735171	104735321	id-103963	3.05e-07	-	TTAGCTATGTCAAGAAAGCCCAGGAGAGGGCACAG	Upstream_CTCF	4
chr9	104740012	104740162	id-103964	1.27e-06	+	TTGTAGTTTTCATTTGAATCCAGTAGATGGCGTAT	UpstreamP1_CTCF	36
chr9	105015496	105015646	id-103965	1.13e-05	+	GTGCTACTGTCATCTTATTCCTGCAGGTAGCAGTA	UpstreamP1_CTCF	3
chr9	105190707	105190857	id-103966	1	+	NA	NONE	3
chr9	105331145	105331295	id-103967	7.73e-06	+	ATTGGCTGACACCACAGATGCTGCAGGGGGCACCA	V_CTCF_BR	1
chr9	105331842	105331992	id-103968	8.02e-05	+	CTGGCAGTACTCCTTGTGGCCAAGGGTGGTGCTGG	Upstream_CTCF	5
chr9	105393966	105394116	id-103969	2.62e-07	+	TTGTAGTTTGGGCTGTAATCCAGTAGATGGCACTT	UpstreamP1_CTCF	36
chr9	105840989	105841139	id-103970	5.01e-06	+	AAACTCCTCCCCTGCCTTTCCTCAAGGTGGAGCTA	V_CTCF_BR	8
chr9	105914887	105915037	id-103971	8.71e-06	+	AACCACTGCAGTCATCTAAGCACAAGAGGGAGCTC	V_CTCF_BR	10
chr9	105930671	105930821	id-103972	9.62e-05	-	GGTCACTGTAGTTTTATCTGCATTAGGGGGCACTC	UpstreamP1_CTCF	2
chr9	105932196	105932346	id-103973	3.11e-05	-	AGGCAGAATCCAGCTGGCACCCACAGAGGGAGCAC	V_CTCF_BR	6
chr9	106063281	106063431	id-103974	1	+	NA	NONE	0
chr9	106082381	106082531	id-103975	1	+	NA	NONE	14
chr9	106160281	106160431	id-103976	4.28e-10	+	GTGCAGTTCACCCTAGGGGACAGTAGGTGGCACTT	UpstreamP1_CTCF	39
chr9	106357975	106358125	id-103977	2.55e-06	+	GATGTAACACCCAGAACCACCACTAGCTTGAGCCA	Upstream_CTCF	4
chr9	106552095	106552245	id-103978	5.12e-06	+	CTGAAGGAGCATTTGTCAGCCACTAGGTGGACAAT	UpstreamP1_CTCF	33
chr9	106635158	106635308	id-103979	3.63e-06	+	CAGTGCCCCATTGCTCAAACCTCTAGGGGGAGCAG	V_CTCF_BR	8
chr9	106660761	106660911	id-103980	3.05e-07	+	TGGTCAGTACCAATTTTGCCCTCCAGAAGGCACTG	Upstream_CTCF	0
chr9	106776756	106776906	id-103981	1	+	NA	NONE	5
chr9	106788342	106788492	id-103982	1	+	NA	NONE	12
chr9	106838818	106838968	id-103983	1	+	NA	NONE	20
chr9	106854138	106854288	id-103984	2.27e-05	-	AAATCGTTTGAAAGCTTCAACGCTAGCGGGCAGTG	V_CTCF_BR	24
chr9	106883424	106883574	id-103985	2.96e-05	-	CTGCGATTACAGGTGTGCACCACTAGGCCTGGCCA	UpstreamP1_CTCF	9
chr9	106939411	106939561	id-103986	1.17e-05	+	ATTACCTGGCATTATTCAGCCACTAGGTGTCAGCT	V_CTCF_BR	34
chr9	107065194	107065344	id-103987	9.29e-06	+	TCTGCAAGACCAAACTTTAGACATAGGTGGCACCC	Upstream_CTCF	2
chr9	107148860	107149010	id-103988	4.85e-07	-	CTGATGTCTCTGTTATGAGCCACTAGATGGCAATA	UpstreamP1_CTCF	39
chr9	107157317	107157467	id-103989	2.53e-05	-	GTGGAGAGCCTATAAACGGACGCATGGGGGCGCCT	V_CTCF_BR	17
chr9	107257231	107257381	id-103990	3.1e-07	-	ATGTTATAATCCCCTATTGCCACTAGATGGTGAAA	UpstreamP1_CTCF	28
chr9	107260008	107260158	id-103991	3.65e-05	+	AATTAATACTGTACAGTGAACACCAGATGACGATA	UpstreamP1_CTCF	20
chr9	107370745	107370895	id-103992	1	+	NA	NONE	26
chr9	107444949	107445099	id-103993	5.12e-07	-	CTTCTATTATATTCTAAGGCCACTAGATGGTGGCA	UpstreamP1_CTCF	39
chr9	107505784	107505934	id-103994	2.2e-07	-	GTGCTTTATTATTCTGCAGCCACTAGATGGTGGCA	UpstreamP1_CTCF	40
chr9	107510424	107510574	id-103995	4.88e-05	-	CTCCACCCGCGGCTCCACAGCGCCAGGTGACAACA	UpstreamP1_CTCF	6
chr9	107526618	107526768	id-103996	1	+	NA	NONE	18
chr9	107543180	107543330	id-103997	6.49e-06	+	ATGGCTTTATAACCCTTCAACAGTAGGTGGTGCCA	Upstream_CTCF	39
chr9	107570415	107570565	id-103998	5.3e-05	+	TTCCAACCACCTCCGGCAGACTGTAGGTGGGGCTC	UpstreamP1_CTCF	35
chr9	107594090	107594240	id-103999	1	+	NA	NONE	11
chr9	107606992	107607142	id-104000	1	+	NA	NONE	1
chr9	107625625	107625775	id-104001	3.18e-06	+	ATGGCCAGGCACTAAGCAACCTCTAGAGGGCAAAC	V_CTCF_BR	40
chr9	107688843	107688993	id-104002	2.53e-05	+	AGGAGGCGCTGCGGGCCAGTCTCCGGGGGCCACCG	V_CTCF_BR	38
chr9	107801782	107801932	id-104003	5.38e-05	-	ACAGGCTTCCAAAGTTTTTCCTCTGGGTGGAGCAG	V_CTCF_BR	4
chr9	107809186	107809336	id-104004	2.96e-05	+	GACTAATGCCCTGCAGCAGCCACAAGGGGCTTGCT	UpstreamP1_CTCF	18
chr9	107818520	107818670	id-104005	3.09e-05	-	CTGCAGTGTCATTGCTCCTCCTTATGGGGGCCCAT	UpstreamP1_CTCF	6
chr9	107829025	107829175	id-104006	1	+	NA	NONE	11
chr9	107850926	107851076	id-104007	5.92e-05	+	CCTGCAATTCTTGCTCCTGCCACCACTTGTGCTAA	Upstream_CTCF	13
chr9	107889407	107889557	id-104008	1	+	NA	NONE	5
chr9	107890138	107890288	id-104009	1	+	NA	NONE	6
chr9	107910951	107911101	id-104010	1	+	NA	NONE	34
chr9	107919472	107919622	id-104011	1.17e-05	-	GTATGTTAATCTTCCTTTGTCACTAGGTGGCAGAA	V_CTCF_BR	40
chr9	107922080	107922230	id-104012	5.9e-06	+	TAGCATCCCTGGCTTCTACCCACTAGATGTCAGTA	UpstreamP1_CTCF	40
chr9	107951120	107951270	id-104013	9.81e-06	+	GAAAGCTTTGAGGTGTAATCCAGCAGGTGGCACTT	V_CTCF_BR	15
chr9	108007418	108007568	id-104014	3.33e-08	+	CTGCACTGGCGCCTCCTCTGCCCCAGGTGGCATCC	UpstreamP1_CTCF	32
chr9	108095379	108095529	id-104015	1	+	NA	NONE	1
chr9	108118327	108118477	id-104016	1	+	NA	NONE	9
chr9	108122774	108122924	id-104017	5.92e-05	-	GAGAGATTCAAAGAACCAGACTGAAGAGGGAGACA	V_CTCF_BR	23
chr9	108164005	108164155	id-104018	1.47e-05	-	AGAATATAACTCTGGCTGACCAGAAGAGGTCTCAG	V_CTCF_BR	23
chr9	108175939	108176089	id-104019	3.03e-05	-	GCAGGAAAAGCCAGTGACTCCACTAGGTGGCCTTT	Upstream_CTCF	40
chr9	108177792	108177942	id-104020	2.6e-06	-	TGTTAATTGTCACTCTCAACCAGCAGGTGTCGCTA	V_CTCF_BR	40
chr9	108188433	108188583	id-104021	2.19e-05	+	ATATAATGCATTACTAATTCCACTAGGTGGCAATG	UpstreamP1_CTCF	40
chr9	108210136	108210286	id-104022	1	+	NA	NONE	35
chr9	108237736	108237886	id-104023	4.65e-05	-	CTAACATTCTTAACTTCAGCCTACAGAGGGAGCTT	V_CTCF_BR	39
chr9	108301860	108302010	id-104024	7.46e-06	-	CATTAGGGACTGGAAATGGGCACTAGAGGGGGCTT	UpstreamP1_CTCF	29
chr9	108371400	108371550	id-104025	1.83e-05	+	TGAACATACATGTATTTGAACACTTGATGGCGCCA	V_CTCF_BR	39
chr9	108395804	108395954	id-104026	3.1e-07	+	GTGCAGAGTAAAATTGGGACCAGCAGATGGTGGGG	UpstreamP1_CTCF	1
chr9	108400178	108400328	id-104027	9.06e-08	+	CTGCAAAACCTGAAATTGACCACTAGGTGACAGAA	UpstreamP1_CTCF	40
chr9	108418457	108418607	id-104028	1.17e-05	+	GGCGGCGGCGGCGCGGTGTCCAGGCGAGGGCGCAC	V_CTCF_BR	33
chr9	108418842	108418992	id-104029	1	+	NA	NONE	1
chr9	108453167	108453317	id-104030	3.47e-07	-	CTGCAATACTGCTTTCTACCCACTAAGTGGCATGC	UpstreamP1_CTCF	40
chr9	108480856	108481006	id-104031	3.31e-06	-	AAGTTATTGTTTCTCTTTGCCAGTAGATGGTGCTA	UpstreamP1_CTCF	40
chr9	108604438	108604588	id-104032	1.69e-10	+	CTGCAATAGACATATGTTGCCACCAGGTGGCAGGA	UpstreamP1_CTCF	38
chr9	108644101	108644251	id-104033	7.8e-08	-	TGCGCCAAACCACACACTGCCACTAGAGGGAGCTC	V_CTCF_BR	40
chr9	108663862	108664012	id-104034	4.68e-07	-	AGCACACGGTGCTCAGGGGCCACCTGCTGGCAGTC	V_CTCF_BR	39
chr9	108683755	108683905	id-104035	1.47e-05	-	TCTATCTCACCTCCCACTGACACTAGATGGAGCTT	V_CTCF_BR	3
chr9	108787823	108787973	id-104036	9.31e-05	+	GAGGTCCTACTTTGAATGACCACCAGGGATGCACT	Upstream_CTCF	11
chr9	108812344	108812494	id-104037	1	+	NA	NONE	2
chr9	108873449	108873599	id-104038	4.65e-05	+	CTTAATAATTGTTCTCTTGCCACTAGGGGTAGAAC	V_CTCF_BR	7
chr9	109046671	109046821	id-104039	4.3e-06	+	GGTGCATGGTCAAAACCCATCAGGAGGGGGCTCTC	Upstream_CTCF	30
chr9	109048638	109048788	id-104040	4.65e-05	+	CAACCACCTTGTTCCTTCCACTGGAGGGGGCTCTC	V_CTCF_BR	33
chr9	109322938	109323088	id-104041	5.93e-06	+	TCTGTCATCTTACCTCCCACCACTTGGGGCAGCAT	Upstream_CTCF	28
chr9	109384565	109384715	id-104042	1	+	NA	NONE	7
chr9	109411207	109411357	id-104043	3.28e-05	+	GACAGACCTACATTACTCTCCAAAAGAGGGAGCAA	V_CTCF_BR	33
chr9	109461699	109461849	id-104044	1	+	NA	NONE	5
chr9	109466565	109466715	id-104045	3.56e-05	-	ATTGCATTATGGTTCTTTGCAGCTAGGGGCTGGAA	Upstream_CTCF	20
chr9	109480156	109480306	id-104046	3.88e-07	+	ATGCAACTCCCCACTGCAGGCACAAGGAGGCTACT	UpstreamP1_CTCF	28
chr9	109494399	109494549	id-104047	5.68e-06	-	GCAAGTTTTTATTGAGCCCCCACCAGGTGGCTGGC	V_CTCF_BR	3
chr9	109624504	109624654	id-104048	5.68e-06	+	TGTTCTTTGCAAAGGTTGGCCTCTAGATGGATGCA	V_CTCF_BR	23
chr9	109625113	109625263	id-104049	4.41e-06	-	TGCCACACAAAACGCCGGAGCACCAGGGGGTGCGC	V_CTCF_BR	36
chr9	109631862	109632012	id-104050	1	+	NA	NONE	1
chr9	109648690	109648840	id-104051	1	+	NA	NONE	1
chr9	109694323	109694473	id-104052	1.83e-05	+	GGCAGTTGGGCTTGCTCTCCCTCTAGGGGTAGCTG	V_CTCF_BR	15
chr9	109712104	109712254	id-104053	2.1e-06	-	GCTGTTATGGTGAATTTGGCCACAGGTGGGCAGCT	Upstream_CTCF	3
chr9	109724409	109724559	id-104054	1	+	NA	NONE	4
chr9	109739163	109739313	id-104055	3.22e-05	+	CCACAGCTCTTGCCTTTACCCACCAGGCGTCACTC	UpstreamP1_CTCF	7
chr9	109782522	109782672	id-104056	6.51e-07	-	TCTGCAGTCTTCCAAACAGCCCCCTGGAGGAGGTT	Upstream_CTCF	20
chr9	109806397	109806547	id-104057	2.81e-05	-	AAGAGAATTTTGCTACTATCCAAAAGGTGGCAGCA	V_CTCF_BR	11
chr9	109807313	109807463	id-104058	8.58e-06	+	GAGCAGCTGGGCACAGAGGCCAGGAACTGGCAAGG	UpstreamP1_CTCF	32
chr9	109849700	109849850	id-104059	1.9e-06	+	CATGATCCTCTCAGAGTCTCCAGCAGGGGTGGCTA	Upstream_CTCF	27
chr9	109889992	109890142	id-104060	3.4e-06	-	AGCAAGTTGTGTGAAGTGGCCTCCAGGAGGCTCTC	V_CTCF_BR	18
chr9	109900000	109900150	id-104061	1.03e-06	+	TATTGGTGACACACTGTAACCACTAGGGGGTGCTC	V_CTCF_BR	39
chr9	109904348	109904498	id-104062	1.17e-05	-	GAAGCAGCGAGTGCCTTCTTCACAAGGTGGCAGTA	V_CTCF_BR	39
chr9	109917819	109917969	id-104063	1.38e-06	-	TGACTCTGAGGTTACACAGCCAGTAGGTGGCAGAT	V_CTCF_BR	34
chr9	109920714	109920864	id-104064	8.89e-06	+	AGGTTAATTTCAGCAGCTGCCACTAGAGGTCTGTT	Upstream_CTCF	40
chr9	109934563	109934713	id-104065	1.38e-07	-	CATGACTTTTCATATGTTGCCACCAGGTGGCAGGA	Upstream_CTCF	40
chr9	109943277	109943427	id-104066	7.73e-06	-	GAACAGAATCTCCCTGGAGCCTCCAGAGGGAGTAA	V_CTCF_BR	6
chr9	109985212	109985362	id-104067	1.77e-05	-	CATGCAATCCCTGCTTTAGCCAGTAGTATGGAACA	Upstream_CTCF	14
chr9	110001893	110002043	id-104068	2.53e-05	+	TCTCTGGCTTTTGATCTCTCCAATAGAGGGCAGCT	V_CTCF_BR	39
chr9	110009257	110009407	id-104069	8.16e-07	-	ATAGCAAGAGGAATGGCATCCAGGAGGGGGCAGTG	V_CTCF_BR	31
chr9	110036555	110036705	id-104070	2.28e-05	+	AAGGCTATATCTCAAACAACCACAAGGGGAAATTT	Upstream_CTCF	31
chr9	110061880	110062030	id-104071	3.09e-05	-	GTGTTATGTTTCATTACAATCACCAGGGGGACTTT	UpstreamP1_CTCF	25
chr9	110103565	110103715	id-104072	1.41e-06	-	ACTACACGGCTCTCCCTCACCACAAGGGGGCGTGC	Upstream_CTCF	40
chr9	110184596	110184746	id-104073	2.97e-06	+	AGGAAAGGAAGCCCTGCTTCCTCCAGAGGGCGTCG	V_CTCF_BR	39
chr9	110187655	110187805	id-104074	5.28e-08	+	CCCGCAGTTCCCGCGAGCGCCACGAGGGGCGCACG	Upstream_CTCF	40
chr9	110222789	110222939	id-104075	2.01e-05	+	CTGGCAGAGCACTGCAGGATCAGGAGGAGGCGCAC	Upstream_CTCF	8
chr9	110227969	110228119	id-104076	6.98e-07	+	CCGTCCTGTGCCGGGCCGTCCGGTGGGGGGCACTG	V_CTCF_BR	36
chr9	110228538	110228688	id-104077	2.43e-06	+	CTGGCCCTCGCAGAAGCCGCCGCAAGCGGGCATCG	V_CTCF_BR	16
chr9	110243448	110243598	id-104078	1	+	NA	NONE	30
chr9	110246534	110246684	id-104079	1	+	NA	NONE	38
chr9	110249935	110250085	id-104080	6.53e-09	-	TCCGCCGCAGCAGCCGCAGCCGCCAGGTGGCGGGC	V_CTCF_BR	37
chr9	110302119	110302269	id-104081	5.55e-07	-	GCTGTGGCTCTGGCTGTGACCTACAGGTGGTGGAA	Upstream_CTCF	18
chr9	110399893	110400043	id-104082	9.84e-06	-	GGTCAGTTCCCGAGGCCGCCCGGCAGGCAGCGCAG	UpstreamP1_CTCF	19
chr9	110437242	110437392	id-104083	8.13e-06	+	CCAGCTCCCTCTGGTCTTGCCACCAGCAGGGGACA	Upstream_CTCF	13
chr9	110474802	110474952	id-104084	1	+	NA	NONE	23
chr9	110497083	110497233	id-104085	1.5e-05	+	CCAGCAGGGCCGGAGAAAATCTGCAGAGGCAGCAG	Upstream_CTCF	16
chr9	110500874	110501024	id-104086	1	+	NA	NONE	8
chr9	110546932	110547082	id-104087	1	+	NA	NONE	12
chr9	110551293	110551443	id-104088	1.04e-05	+	AGGGTAGGGGGAAGCTATTGCAGCAGAGGGCAGTG	V_CTCF_BR	4
chr9	110572473	110572623	id-104089	3.03e-05	+	GAAGCAGTTAGCTGTCTCTACCGTAGGAGGGGGAA	Upstream_CTCF	3
chr9	110619013	110619163	id-104090	1.54e-05	-	CAGAAGTTCACACGGTTTACAGCCAGGAGGAGCCT	UpstreamP1_CTCF	12
chr9	110623497	110623647	id-104091	1.56e-05	+	CCAGCACTAGCCCCCTCTAGCAATGGATGAAGCCA	Upstream_CTCF	17
chr9	110657903	110658053	id-104092	1	+	NA	NONE	9
chr9	110707959	110708109	id-104093	5.52e-05	+	ATGCAGCATGGCACTAGAGAGACAAGATGTCAGGC	UpstreamP1_CTCF	6
chr9	110762209	110762359	id-104094	6.39e-05	+	GGTGAGCCACTGTGCCTGGTCAGCAGGTGGTGTTT	Upstream_CTCF	12
chr9	110822542	110822692	id-104095	7.46e-06	-	TAGCATTCCTGGCCTCTATCCACTAGACGTCAGTA	UpstreamP1_CTCF	4
chr9	110851318	110851468	id-104096	1.18e-05	-	GGGCTGGCCGCCCTGGAGGCCAGTGAGGGGAAGCC	UpstreamP1_CTCF	5
chr9	110868361	110868511	id-104097	1	+	NA	NONE	8
chr9	110887947	110888097	id-104098	2.58e-05	+	AGTGAGACTGCCTGTCTCACCCATAGGGGGCACCT	Upstream_CTCF	37
chr9	110904741	110904891	id-104099	1	+	NA	NONE	23
chr9	110905283	110905433	id-104100	1	+	NA	NONE	15
chr9	110947445	110947595	id-104101	8.89e-06	+	GCTGCTCCTTGGGAGATCAGCACCTGGTGGCTGGG	Upstream_CTCF	7
chr9	111032252	111032402	id-104102	1	+	NA	NONE	35
chr9	111033606	111033756	id-104103	1	+	NA	NONE	7
chr9	111034929	111035079	id-104104	9.26e-05	-	CATAAAGAACATAGGGCACCCACTAGGTGGGGCTG	UpstreamP1_CTCF	40
chr9	111045282	111045432	id-104105	3.45e-05	+	AAAAGATACCAGCTTCTCACCACTAGGAGGTGGAA	V_CTCF_BR	39
chr9	111162664	111162814	id-104106	9.31e-05	+	ACAGTGATCCCCTCAGTGTCCAGCAGGGTAGAAAT	Upstream_CTCF	25
chr9	111172568	111172718	id-104107	2.28e-05	+	ACAGTAATATCTACAGAGTACCAAAGAGGGCAATA	Upstream_CTCF	6
chr9	111175181	111175331	id-104108	1	+	NA	NONE	24
chr9	111178753	111178903	id-104109	1	+	NA	NONE	21
chr9	111185916	111186066	id-104110	3.88e-07	-	CAGCACGGACATTAGGCGGCCTGTAGAGGGAGGTT	UpstreamP1_CTCF	3
chr9	111196795	111196945	id-104111	9.4e-06	+	GTGCTAGAGCCAGCTAGTACCACTGGAGAGAGCCA	UpstreamP1_CTCF	10
chr9	111206204	111206354	id-104112	1.08e-05	+	TTTCACTTTTTCCCTCCTGCCTGTAGGAGGAAGAT	UpstreamP1_CTCF	19
chr9	111230013	111230163	id-104113	8.59e-05	-	CTTTGGCCCTGGTGGTGTGCCTGCAGATGACAGTG	V_CTCF_BR	21
chr9	111230736	111230886	id-104114	1.04e-07	+	GTGGAAAAAACAGCCAGAACCAGCAGGTGGCGCTG	V_CTCF_BR	40
chr9	111240980	111241130	id-104115	1	+	NA	NONE	27
chr9	111278258	111278408	id-104116	6.21e-06	+	AGGGTAATTCTCTCAACTCCCTGCAGGGTGGGCTA	Upstream_CTCF	11
chr9	111297933	111298083	id-104117	2.12e-06	-	GTCCCATGACCCTACCCAGCCACAAGGGGGCCAGG	UpstreamP1_CTCF	38
chr9	111305538	111305688	id-104118	1	+	NA	NONE	8
chr9	111328159	111328309	id-104119	5.77e-08	-	CCCGGAAGAGCCACAGCAACCACTAGATGGCAGTG	V_CTCF_BR	40
chr9	111398448	111398598	id-104120	1.31e-05	-	CAAAGTCTCTGGAAGTAAACCTGCAGGGGGCAAAG	V_CTCF_BR	11
chr9	111433602	111433752	id-104121	3.18e-06	-	CAAGAGTCCCTCCTCTGGGACACTGGAGGGCAGTG	V_CTCF_BR	35
chr9	111484772	111484922	id-104122	5.7e-05	+	GAGGCAAGGAACACGTGGTCCCCTAGAGGCCTCGG	Upstream_CTCF	5
chr9	111519178	111519328	id-104123	2.94e-06	+	AGGGCAGATTCCTTTCCTTCCTCTAGAGGGCAGGT	Upstream_CTCF	38
chr9	111524180	111524330	id-104124	3.55e-08	-	CAGCAGTAATCCAGATATGCCACTAGGAGGCGTGC	UpstreamP1_CTCF	40
chr9	111539634	111539784	id-104125	1.03e-06	+	TGGAGGCTATGCTTCCCAGCCTGCAGGTGGCGAGC	V_CTCF_BR	34
chr9	111576390	111576540	id-104126	1.97e-06	-	GGCACAGCTACTGTGGGCACCAGCAGGTGCCAGTA	V_CTCF_BR	35
chr9	111612691	111612841	id-104127	1.92e-05	+	TGGAAGTGGTAGGACTTCACCACTTGATGTCACTC	UpstreamP1_CTCF	38
chr9	111616499	111616649	id-104128	7.49e-07	+	GTGCATCTCCTCCAACCTACCGCTAGGTGACCCAA	UpstreamP1_CTCF	11
chr9	111626868	111627018	id-104129	5.65e-05	+	CAGCGAGCTCTCTGGTGTTCCTGCAGGGGGAGTTT	V_CTCF_BR	27
chr9	111651919	111652069	id-104130	1.31e-05	+	CCACTATTTCTTTGGTTGAGCACTAGATGGAGGTA	V_CTCF_BR	37
chr9	111663251	111663401	id-104131	6.84e-06	+	GCAGCCAATATCCTACAAACCACTAGATGGAGCGC	V_CTCF_BR	24
chr9	111671030	111671180	id-104132	3.4e-06	-	ACTCCGAGTGAGATAGGAGCCACCAGAGGGCTTAG	V_CTCF_BR	4
chr9	111696247	111696397	id-104133	4.01e-05	-	TGCAGCGCTTCAGCGTTTTCCCCTGGAGGGCGCCT	V_CTCF_BR	38
chr9	111713520	111713670	id-104134	8.16e-07	+	CAGGCGTGAGCCACCATGCCCGGCAGGGGGTGCTA	V_CTCF_BR	10
chr9	111716376	111716526	id-104135	1.85e-08	-	CTGCATTCCAAAATAGTGTCCACTAGATGGCAAGC	UpstreamP1_CTCF	38
chr9	111763620	111763770	id-104136	8.21e-05	+	ACATGTCCACAAATTCTCCCCTCAAGAGGGAGAGC	V_CTCF_BR	12
chr9	111775198	111775348	id-104137	1.73e-05	+	CCCGCGGAGGGGGCATCGCCCGGCCGGGGGCACCC	V_CTCF_BR	2
chr9	111777925	111778075	id-104138	1	+	NA	NONE	0
chr9	111826208	111826358	id-104139	1.7e-05	+	TCTGCAATTTACTACACGACCACTGGGAACTGACT	Upstream_CTCF	24
chr9	111848671	111848821	id-104140	1	+	NA	NONE	18
chr9	111861072	111861222	id-104141	1.84e-06	+	TACTGACATTAGCAGCCTAGCACCAGGGGGCAGAA	V_CTCF_BR	40
chr9	111895135	111895285	id-104142	4.21e-05	-	GTGTGTCATTCTTATCTCTACTCCAGGGGTCAGCA	V_CTCF_BR	6
chr9	111906357	111906507	id-104143	1.56e-05	+	CCTGCTGTTTCTCCTGCTGCCTCTAGGGCAGGAGA	Upstream_CTCF	40
chr9	111945549	111945699	id-104144	3.09e-07	+	GACTCCCTGTACGCTTTGGCCAGTAGAGGGAGACC	V_CTCF_BR	40
chr9	111945932	111946082	id-104145	7.8e-08	+	ATGCATACCATACCACCCGCCAGCAGAGGGCTGCA	V_CTCF_BR	33
chr9	111955136	111955286	id-104146	1.96e-08	+	GCCCCAAGGAGAGAGATGGCCAGGAGAGGGAGCCC	V_CTCF_BR	39
chr9	111961384	111961534	id-104147	7.49e-05	-	TAATCACTGAGCTTTGACACCTGTAGGAGGAGCCA	V_CTCF_BR	30
chr9	111967907	111968057	id-104148	7.84e-05	-	CACCACTGCAGAGGTATTGACAACAGTGGTCACAG	V_CTCF_BR	14
chr9	111969065	111969215	id-104149	1	+	NA	NONE	20
chr9	112006926	112007076	id-104150	7e-10	+	CCTGCCTTTCCACTTCTGGCCTGCAGAGGGCAGTG	Upstream_CTCF	40
chr9	112010408	112010558	id-104151	7.27e-06	+	ATGCGCAGAGCCTCTTCCCACGGCAGGGGGAGGCA	V_CTCF_BR	30
chr9	112012010	112012160	id-104152	7.82e-06	-	CTGCTCTGTGTCGCCCCCTGCCCCGGAGGGTGGGA	UpstreamP1_CTCF	24
chr9	112016007	112016157	id-104153	4.3e-06	+	CCTGCAATTTAGGTACCAGCCACTTGGCTGCACAA	Upstream_CTCF	23
chr9	112078671	112078821	id-104154	1	+	NA	NONE	7
chr9	112082669	112082819	id-104155	5.68e-06	-	AGCGGCAGCGCAGGGGGCGGAGGCAGGGGGCGCCC	V_CTCF_BR	9
chr9	112083314	112083464	id-104156	4.4e-10	-	GCAGCAGGGGGCGCTCGGGCCGGCAGGGGGCAGCA	V_CTCF_BR	40
chr9	112108194	112108344	id-104157	1	+	NA	NONE	38
chr9	112163845	112163995	id-104158	1.34e-06	-	TTCCAGTTTATCAGATAGTCCACAAGGAGGCGCTG	UpstreamP1_CTCF	40
chr9	112172483	112172633	id-104159	1	+	NA	NONE	35
chr9	112174281	112174431	id-104160	6.51e-07	-	CAAGCAGTTGCCCTTTCTGCCACTGGGTGATGCTC	Upstream_CTCF	40
chr9	112176585	112176735	id-104161	2.55e-06	-	CGTGCTATTCCAGCTGTGGCCACAGGCCAGCAGCT	Upstream_CTCF	10
chr9	112203108	112203258	id-104162	5.2e-08	+	GTGCAAAGCTCTGTGCTAACCACTAGGGGGAAACA	UpstreamP1_CTCF	40
chr9	112203699	112203849	id-104163	1	+	NA	NONE	39
chr9	112214010	112214160	id-104164	1.1e-06	+	ACCTCTCCCTCAAGTTTGGCCACTGGAGGGCTCTA	V_CTCF_BR	27
chr9	112217800	112217950	id-104165	1.48e-06	+	CTGTCCACATGTCTAGGTACCAGCGGATGGCGCTA	V_CTCF_BR	13
chr9	112218283	112218433	id-104166	9.41e-05	-	CGCTCCCGTCTCACTGCTGCCCCCACAGGGAGCCC	V_CTCF_BR	24
chr9	112221417	112221567	id-104167	2.78e-06	-	CCTGGTGCCGTGAAGATGACCTCTTGAGGGCAGGG	V_CTCF_BR	8
chr9	112221799	112221949	id-104168	6.15e-05	-	CTAATTGTACCACTGCACTCCAGCAGGGGCAGTGG	Upstream_CTCF	24
chr9	112232044	112232194	id-104169	5.51e-07	-	GCATGTCTTCCTCTGATCGCCACTAGGTGGTGGCA	V_CTCF_BR	40
chr9	112244837	112244987	id-104170	1	+	NA	NONE	11
chr9	112256001	112256151	id-104171	7.82e-06	+	CGGCACATCTATGTAAAGGCAGCCAGGGGGAGGCC	UpstreamP1_CTCF	2
chr9	112282880	112283030	id-104172	6.46e-07	-	CGGACAGTGCTATAACTGAACAGTAGAGGGCGCAA	V_CTCF_BR	40
chr9	112322844	112322994	id-104173	5.08e-05	-	CAACTCTACCCAATCCCTTCCTCCAGGTGGGGCCT	UpstreamP1_CTCF	32
chr9	112336693	112336843	id-104174	7.46e-06	+	AGGTAGTTACCTTGAGCTCTCACAAGGGGGTGCAA	UpstreamP1_CTCF	40
chr9	112346592	112346742	id-104175	6.8e-06	-	ACTGCAGTTCAAATTCTTTCCACCAGCCAGGCATG	Upstream_CTCF	22
chr9	112389437	112389587	id-104176	1.85e-05	-	AATGAGGTGCCTCTCACAGACTCAGGGTGGCAGCA	Upstream_CTCF	5
chr9	112402529	112402679	id-104177	3.66e-06	-	CTGCAAGCAGCAAGGACTGCCCCCAGTGGGCTGGG	UpstreamP1_CTCF	8
chr9	112415381	112415531	id-104178	2.15e-05	-	GAAAGCTGAGTTTCTGATTCCTCAAGGGGGCAGGC	V_CTCF_BR	39
chr9	112415900	112416050	id-104179	1	+	NA	NONE	5
chr9	112460441	112460591	id-104180	2.23e-06	-	ATGCAGGTGAAGGGTAAGGCCACTGGGGGCTGTTA	UpstreamP1_CTCF	14
chr9	112467850	112468000	id-104181	1.64e-05	+	GGCACCTCCCTATGACTTACCACTGGGAGGCAGAA	V_CTCF_BR	28
chr9	112483419	112483569	id-104182	1	+	NA	NONE	2
chr9	112513682	112513832	id-104183	2.43e-06	+	TGCCATCCGCGCTGACCAGACTCTAGAGGGAACTC	V_CTCF_BR	11
chr9	112515016	112515166	id-104184	1.04e-05	-	CCCGGCTACTGGTCTCTTGCCTCTAGGTGGCATTT	V_CTCF_BR	17
chr9	112542112	112542262	id-104185	1.77e-05	-	AGCGCAGTGGCGCCTCCACCGGGCAGATGCCAGTG	Upstream_CTCF	30
chr9	112542384	112542534	id-104186	2.15e-05	-	CGTGGGACGCCGGCAGCCGCCGGGAGGGCGCGCTA	V_CTCF_BR	23
chr9	112580269	112580419	id-104187	8.71e-06	-	ACATGCTAAGAAATTCCCTCCACTAGGAGGCGCTA	V_CTCF_BR	38
chr9	112621836	112621986	id-104188	8.13e-06	+	CTGGCAGTTCCTTCTTTTACAGATAGATGGCAAGC	Upstream_CTCF	34
chr9	112624863	112625013	id-104189	1	+	NA	NONE	20
chr9	112642955	112643105	id-104190	7.09e-08	+	GTGCAGTAACCACTGCTCTCCTCTAGGTGGCCTTT	UpstreamP1_CTCF	40
chr9	112650240	112650390	id-104191	1.79e-08	-	CCTGCACTTCATGAAAGAACCTGAAGGGGGCAGTC	Upstream_CTCF	40
chr9	112665936	112666086	id-104192	2.68e-05	+	GGAACTATGACTTCACCTGCCACTAGATGGCCCTC	Upstream_CTCF	39
chr9	112669163	112669313	id-104193	1	+	NA	NONE	20
chr9	112716209	112716359	id-104194	3.12e-08	-	CTGCAGAGATGCCTCCCAGCCTCCAGGGGGTGGTA	UpstreamP1_CTCF	36
chr9	112729290	112729440	id-104195	5.37e-06	+	ATGTAGTTCTTGGGATCTGTCACAAGCTGGTGGTT	UpstreamP1_CTCF	1
chr9	112731526	112731676	id-104196	1	+	NA	NONE	37
chr9	112734850	112735000	id-104197	1	+	NA	NONE	25
chr9	112769075	112769225	id-104198	1.21e-05	+	GTTTCATTCCTTTTTTCATCCTCCAGGTGGCCACA	Upstream_CTCF	28
chr9	112820745	112820895	id-104199	6.39e-08	-	ATTTGCGTTCCTCCCCCAGCCTCCAGGTGGCACAA	V_CTCF_BR	40
chr9	112830655	112830805	id-104200	1	+	NA	NONE	10
chr9	112852403	112852553	id-104201	8.98e-06	+	GTGCTTCCTGGGGCAGCGTCCACCAGGTGTGTGCG	UpstreamP1_CTCF	2
chr9	112855236	112855386	id-104202	1	+	NA	NONE	5
chr9	112861838	112861988	id-104203	1.39e-05	+	ACATTTAATGAATAGGTTGCCCCCAGGGGGTGGAA	V_CTCF_BR	13
chr9	112877236	112877386	id-104204	1.26e-05	-	CATGGAATTTCTCCATTCACCACTGGGATGCATGA	Upstream_CTCF	13
chr9	112889617	112889767	id-104205	1	+	NA	NONE	12
chr9	112902701	112902851	id-104206	1	+	NA	NONE	23
chr9	112905305	112905455	id-104207	4.3e-06	-	TCTCTAATTCTAAGTGCCATCAGCAGAGGGCACAC	Upstream_CTCF	30
chr9	112915309	112915459	id-104208	3.6e-07	-	CAAGTTTTTCCAGTTCTAGCCACTAGAGGTCAGAG	Upstream_CTCF	40
chr9	112937522	112937672	id-104209	7.27e-06	+	AAAGGCATTAACCCTTTACCCAGTAGAGGGCAGTT	V_CTCF_BR	4
chr9	112945609	112945759	id-104210	2.23e-09	+	CTGCAAGTATAGAATGTGACCAGGAGGTGGCAGTG	UpstreamP1_CTCF	40
chr9	112960249	112960399	id-104211	1	+	NA	NONE	31
chr9	112980036	112980186	id-104212	6.27e-08	-	TGGCTATGACTCAAAGTCCCCACTAGAGGGCAGGA	UpstreamP1_CTCF	40
chr9	113100008	113100158	id-104213	1	+	NA	NONE	4
chr9	113102738	113102888	id-104214	7.49e-07	+	CAGCATTCCTGACTTCTACCCACTAGATGTCAGTA	UpstreamP1_CTCF	40
chr9	113188460	113188610	id-104215	1.85e-07	-	TTCCACTAATACATGACTGCCAGCAGGTGGCAACA	UpstreamP1_CTCF	37
chr9	113189904	113190054	id-104216	3.63e-06	+	TCCACAGAAGACGAGGTGACAGGCAGGTGGCGCTC	V_CTCF_BR	38
chr9	113191890	113192040	id-104217	2.18e-07	+	AGCATCCACTCTCAGGGTGCCTCAAGGGGGCACTG	V_CTCF_BR	27
chr9	113214635	113214785	id-104218	1	+	NA	NONE	38
chr9	113305382	113305532	id-104219	5.52e-05	-	GTGCCTCTGTCTTTGTGTAGCTGTAGGAGGCAGTA	UpstreamP1_CTCF	3
chr9	113342068	113342218	id-104220	1	+	NA	NONE	7
chr9	113345672	113345822	id-104221	1	+	NA	NONE	29
chr9	113367009	113367159	id-104222	2.29e-05	-	GTGCAGGGCTAGAAAAAGTGCAGTACAGCGCTCTG	UpstreamP1_CTCF	2
chr9	113385851	113386001	id-104223	1.21e-06	-	GAAGTTCTTCAGAGTTAAGCCACTGGAGGGCAGCA	Upstream_CTCF	38
chr9	113400755	113400905	id-104224	2.43e-06	+	AAGGAACACTCCAAGATGATCAGCAGATGGCACTG	V_CTCF_BR	36
chr9	113474682	113474832	id-104225	2.34e-06	-	GTGCACTGGCATTTGAGAACCACTTGGAGGAGAAG	UpstreamP1_CTCF	13
chr9	113493844	113493994	id-104226	3.11e-05	-	GACTGCTGATAAACTTCTCCCTGAAGGGGGCAGAT	V_CTCF_BR	7
chr9	113590758	113590908	id-104227	1	+	NA	NONE	13
chr9	113604548	113604698	id-104228	1	+	NA	NONE	22
chr9	113613176	113613326	id-104229	9.25e-06	+	AGATGATGTAGAGCAACTGCCACGAGGAGGCTCCA	V_CTCF_BR	7
chr9	113637758	113637908	id-104230	3.4e-06	+	GCTGGCAGCAGAGGATCTGCCTAAAGGTGGCGCTC	V_CTCF_BR	13
chr9	113642715	113642865	id-104231	1	+	NA	NONE	7
chr9	113682075	113682225	id-104232	1	+	NA	NONE	10
chr9	113798867	113799017	id-104233	1	+	NA	NONE	39
chr9	113800182	113800332	id-104234	8.79e-07	-	GTGCGTTCTTGCGAGCCGGCCTGCAGGAGGCGAGG	UpstreamP1_CTCF	20
chr9	113800334	113800484	id-104235	7.55e-07	+	GCCGCGGCCTCTGGCTTCGCGCCCAGGGGGCGCCG	V_CTCF_BR	16
chr9	113800704	113800854	id-104236	8.58e-06	+	CGGCTTTGGCGCGCTGGCAGGAGGAGGGGGCGCAG	UpstreamP1_CTCF	12
chr9	113836881	113837031	id-104237	4.88e-05	-	AATGCAATCCCCAGTGTTGGAGATAGGGGCTGGGT	Upstream_CTCF	11
chr9	113911392	113911542	id-104238	5.13e-05	-	AAACTCCTGTTCTAGAGTGGCACTAGGGGGAGTCA	V_CTCF_BR	37
chr9	113913943	113914093	id-104239	1	+	NA	NONE	18
chr9	114061743	114061893	id-104240	3.22e-07	-	CCTGTTATCTTTTGAACTTACACTAGGGGGCACTG	Upstream_CTCF	39
chr9	114062548	114062698	id-104241	1.92e-06	+	TAGCACTGATGACCTCTGGCCACCAGGGCTCCTCA	UpstreamP1_CTCF	23
chr9	114118832	114118982	id-104242	2.81e-05	+	AGCCAAAACATGGAAGGGGCCGGCAGGGGGTGAGT	V_CTCF_BR	7
chr9	114132274	114132424	id-104243	3.88e-06	-	TGAGGAGAGTTCCTGGGCACCGCTAGATGGCACTT	V_CTCF_BR	3
chr9	114162412	114162562	id-104244	1.19e-06	-	GGTCACTGCAGTTGTTTCAGCACTAGAGGGCACCC	V_CTCF_BR	40
chr9	114174674	114174824	id-104245	6.75e-05	+	CTGCAACTACTCCACTCTGCCACTGCAGTACAAAG	UpstreamP1_CTCF	7
chr9	114246490	114246640	id-104246	1	+	NA	NONE	15
chr9	114360165	114360315	id-104247	1.38e-06	+	GTCTCAGAACTCCTGAAAACCACCGGAGGGCGCCG	V_CTCF_BR	40
chr9	114360621	114360771	id-104248	2.58e-05	+	GCGGGAGGGGACACGGTGACCTGGAGGGAGCACTC	Upstream_CTCF	31
chr9	114376072	114376222	id-104249	2.97e-06	-	AAAAAGTTCCTCCTAAGCGCCACCAGATGGATGCA	V_CTCF_BR	5
chr9	114384290	114384440	id-104250	2.1e-05	-	ATACCGGTTCCAAAACTGTCCACCAGAGGATGCTA	Upstream_CTCF	40
chr9	114389955	114390105	id-104251	6.05e-06	-	GGCTGGATGTTAAACTCTGCCAGTAGAGGGTACTT	V_CTCF_BR	6
chr9	114393382	114393532	id-104252	9.25e-06	-	ACTGAACACCTTCCCCGTACCAGCAGCTGGAGGAT	V_CTCF_BR	15
chr9	114454133	114454283	id-104253	9.25e-06	-	TGTATCGGACCCTATCTTTTCACTAGAGGGCACTC	V_CTCF_BR	37
chr9	114474750	114474900	id-104254	1	+	NA	NONE	2
chr9	114482591	114482741	id-104255	1	+	NA	NONE	14
chr9	114522454	114522604	id-104256	8.71e-06	+	CCACCCTTTTTTGATGAAACCACTTGAGGGCAGCA	V_CTCF_BR	39
chr9	114569741	114569891	id-104257	3.42e-05	-	TATGCTATACAAAGAGCAGCCAGCAGGCTGGATTT	Upstream_CTCF	9
chr9	114590596	114590746	id-104258	1.24e-05	+	ATATCTGAATTTCTGCTTTCCTGCTGGGGGCAGCA	V_CTCF_BR	22
chr9	114613921	114614071	id-104259	6.73e-07	+	ATGCACTGAGATGGGGAACACAGCAGGTGGAGCAA	UpstreamP1_CTCF	10
chr9	114659420	114659570	id-104260	2.38e-07	+	GCCGGGCCGGTCCGGCGGGCCGGGGGATGGCGCTG	V_CTCF_BR	30
chr9	114721768	114721918	id-104261	1	+	NA	NONE	3
chr9	114727991	114728141	id-104262	1	+	NA	NONE	14
chr9	114738120	114738270	id-104263	6.8e-06	-	GGGAATTGCTAACAAGTGCTCAGCAGATGGCAGTC	UpstreamP1_CTCF	24
chr9	114742000	114742150	id-104264	1	+	NA	NONE	11
chr9	114749421	114749571	id-104265	1	+	NA	NONE	6
chr9	114763166	114763316	id-104266	5.34e-06	+	TGTGGTGGGACTGAGGCTACCGCTGGAGGGAGCTG	V_CTCF_BR	16
chr9	114784564	114784714	id-104267	1	+	NA	NONE	37
chr9	114799532	114799682	id-104268	1	+	NA	NONE	3
chr9	114823698	114823848	id-104269	1	+	NA	NONE	14
chr9	114837138	114837288	id-104270	1.41e-05	-	CCTCTCTCTGTGCTCATGGCCACCAGGGGACATTG	UpstreamP1_CTCF	40
chr9	114849091	114849241	id-104271	3.88e-06	+	AACTGCATTTCACTCAGTGACAGAAGAGGGCACTC	V_CTCF_BR	40
chr9	114854214	114854364	id-104272	1	+	NA	NONE	40
chr9	114860130	114860280	id-104273	2.2e-07	+	TGGCTGCACCACAGCCATCCCACTAGGGGGAGCTG	UpstreamP1_CTCF	40
chr9	114875354	114875504	id-104274	7.49e-07	+	CTGTGATTCACCTGACAGGCCACTGGATGCCACTG	UpstreamP1_CTCF	40
chr9	114928436	114928586	id-104275	1	+	NA	NONE	30
chr9	114972695	114972845	id-104276	1.71e-06	-	CGTCTGCAGGCTAGGGAGGCCAGTAGGGGGTGGCT	V_CTCF_BR	1
chr9	115095067	115095217	id-104277	2.66e-05	-	ATACGTTAACGCTTTCTCGACACCAGGGGTCTGGA	V_CTCF_BR	33
chr9	115096016	115096166	id-104278	3.18e-06	-	CGGGGTCTTACAGCGACCGCGGGAAGAGGGCGCCC	V_CTCF_BR	11
chr9	115096212	115096362	id-104279	1.99e-07	-	GTCCCCATAGCTTTTCCTGCCGGCAGAGGGAGGCA	V_CTCF_BR	40
chr9	115096814	115096964	id-104280	1	+	NA	NONE	14
chr9	115123900	115124050	id-104281	1.99e-07	-	AAAAACATGTTTAGAGTCACCACCAGGTGGCACTG	V_CTCF_BR	34
chr9	115128964	115129114	id-104282	3.88e-06	-	TAGCCCTCTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	34
chr9	115142042	115142192	id-104283	1	+	NA	NONE	21
chr9	115205614	115205764	id-104284	6.39e-08	+	TACAGCTGCAATTGCACAGCCAGCAGGTGGCAGAA	V_CTCF_BR	39
chr9	115224731	115224881	id-104285	2e-06	+	TCAGAATCTCTCCTTTTGGCCAATAGAGGCCACTG	Upstream_CTCF	8
chr9	115248848	115248998	id-104286	3.71e-05	-	CCTGCCGCACACACGTTCGCACGCGGCGGCCGGCG	Upstream_CTCF	4
chr9	115249528	115249678	id-104287	2.68e-05	+	AGGGCAGGGACCCGGGCGGCCGCTCGTCGGCAGCG	Upstream_CTCF	3
chr9	115334917	115335067	id-104288	9.84e-05	+	CCAAAGAATCAGATTCTCACCAGTAGGGGGTTTAG	V_CTCF_BR	11
chr9	115335736	115335886	id-104289	9.27e-07	+	TTGCATTGTCTTCTGGTGCCCAGTAGAGGACTGGC	UpstreamP1_CTCF	3
chr9	115343335	115343485	id-104290	2.27e-06	-	CGTAGCTAAGGTCACAAGGCCAGCAGGAGGCAGAG	V_CTCF_BR	3
chr9	115427746	115427896	id-104291	8.21e-06	-	AGTTAATGGACTTCCATGGCCTCCAGGAGGCAGTT	V_CTCF_BR	37
chr9	115433107	115433257	id-104292	6.82e-05	+	ACGACACTGCCTCCCCAGGCCTGAAGGGGTCTCGT	V_CTCF_BR	1
chr9	115468182	115468332	id-104293	1.93e-05	-	TGTAATCTATTCTCTCTTACCACCAGAGGGTGTTC	V_CTCF_BR	37
chr9	115473487	115473637	id-104294	3.18e-06	-	GAACTGCTGCTACTAGGAACCAGCAGAGGGAGTCC	V_CTCF_BR	40
chr9	115479976	115480126	id-104295	1	+	NA	NONE	29
chr9	115480896	115481046	id-104296	4.14e-06	+	ATCGCAGAACACCAAGTTGCCACTAGTGGGATCAC	V_CTCF_BR	37
chr9	115505618	115505768	id-104297	3.09e-07	+	GGAATGTCTCCACTCATGGCCACAAGATGGCTGCA	V_CTCF_BR	31
chr9	115512752	115512902	id-104298	4.5e-05	+	CATTTGCTCCGCACGGCGGCCTCCGCGAGGCAACG	UpstreamP1_CTCF	28
chr9	115551408	115551558	id-104299	1.09e-06	+	TCTGCTTGTTCTGTTGAGTCCTCCAGGTGGCATGC	Upstream_CTCF	4
chr9	115555619	115555769	id-104300	8.43e-09	-	ATACACCAAGTGTGGGCCACCAGCAGAGGGCACCC	V_CTCF_BR	40
chr9	115582273	115582423	id-104301	3.4e-06	-	AGTAGACACTATGTTTCAACCAGCAGGTGTCACTG	V_CTCF_BR	40
chr9	115607068	115607218	id-104302	1.38e-09	+	CCGCCCCTTCCCCACAGGGCCACAAGGTGGCGCCA	V_CTCF_BR	40
chr9	115610888	115611038	id-104303	2.6e-06	+	CGGATCCTCCAGTCAGCCTGCGCCAGAGGGCAGCA	V_CTCF_BR	1
chr9	115619296	115619446	id-104304	1	+	NA	NONE	0
chr9	115620869	115621019	id-104305	1	+	NA	NONE	1
chr9	115644714	115644864	id-104306	2.33e-07	-	CTCCACTCCCATCCTCTCTCCAGCAGGTGGCCAGA	UpstreamP1_CTCF	23
chr9	115649772	115649922	id-104307	5.38e-05	-	TCAGAGGGTCACAGACTGGTCAAGGGAGGGCGCTA	V_CTCF_BR	36
chr9	115654691	115654841	id-104308	2.47e-07	+	GTGCATTCTAGGGCTCTAGACTGTAGGGGGCAGCC	UpstreamP1_CTCF	6
chr9	115665527	115665677	id-104309	3.16e-05	-	AGAGGAACATTTCCTCAGCTCGCTAGGTGGCGCTC	Upstream_CTCF	40
chr9	115683876	115684026	id-104310	3.28e-07	+	CTGCAGATCTGCTATCCAGACAGCAGATGTCAGTA	UpstreamP1_CTCF	40
chr9	115687460	115687610	id-104311	2.78e-06	+	CATTTGATTTGGATGGTGACCGCCAGATGTCACCA	V_CTCF_BR	38
chr9	115708006	115708156	id-104312	6.8e-06	+	CTGAGATGCGCGCAAACGGCCACCGGGGGCGCCAG	UpstreamP1_CTCF	30
chr9	115733342	115733492	id-104313	1.59e-06	+	AAGCGGGGAAACGAAGTAGCCACAGGGTGGCAGAA	V_CTCF_BR	30
chr9	115733811	115733961	id-104314	6.05e-06	-	GCGAGCTGTTTCTGGCTGACCTGTTGGGGGCGATC	V_CTCF_BR	40
chr9	115760446	115760596	id-104315	1	+	NA	NONE	0
chr9	115774471	115774621	id-104316	2.81e-05	-	GACACCGGTGAAAGACGCAGCTCAAGAGGGCGCTT	V_CTCF_BR	32
chr9	115873901	115874051	id-104317	1	+	NA	NONE	40
chr9	115875113	115875263	id-104318	5.7e-05	+	AATGGAGCATCCCCAGCCAGGAGCAGAGAGCAAGG	Upstream_CTCF	30
chr9	115905844	115905994	id-104319	1	+	NA	NONE	8
chr9	115913040	115913190	id-104320	1.84e-06	+	GGGCGAGGCGCCTGGGTCTCGGCCAGGGGGCGCGC	V_CTCF_BR	37
chr9	115915153	115915303	id-104321	1	+	NA	NONE	8
chr9	115919264	115919414	id-104322	1.97e-06	+	GCCCTTGATGCCACCCTGAACACAAGGTGGAGCAA	V_CTCF_BR	16
chr9	115952670	115952820	id-104323	1	+	NA	NONE	2
chr9	116036797	116036947	id-104324	3.45e-05	+	GCAAACTGCAAAAAACTGGCCACTAGGGAGCAGTA	V_CTCF_BR	40
chr9	116071606	116071756	id-104325	7.1e-07	+	TTGCTGGTCACACTGTTTACCTCTGGAGGGAGCCA	UpstreamP1_CTCF	39
chr9	116080182	116080332	id-104326	7.82e-06	+	CAGCAGGGGCTGGCTCCATCCAGCAGATCCAGGAC	UpstreamP1_CTCF	38
chr9	116117596	116117746	id-104327	7.73e-05	+	TGGGGCATTTCCTGACAGGACACTAGGGGTCCTCT	Upstream_CTCF	37
chr9	116130347	116130497	id-104328	1	+	NA	NONE	3
chr9	116163295	116163445	id-104329	1.5e-05	-	TGTGCTGTGCGCCTGAAGCCCTGGCGGTGCAGCCG	Upstream_CTCF	22
chr9	116163719	116163869	id-104330	2.19e-08	+	GCGAACTGCAGGAGGGAGGCCACGAGGGGGCGCAG	V_CTCF_BR	40
chr9	116169296	116169446	id-104331	4.96e-08	-	ACTGCATCGCCTTGGATGACCAGCAGGTGCTGCTC	Upstream_CTCF	40
chr9	116173007	116173157	id-104332	3.81e-05	+	GTCCGTTAATCTCACCGCGCCGCAAGGGGCCACGT	V_CTCF_BR	20
chr9	116179767	116179917	id-104333	1.1e-06	-	CCCTTTCTGGTGTTTCCACACACCAGGGGGCGGTC	V_CTCF_BR	15
chr9	116208638	116208788	id-104334	3.63e-05	+	TTGGTAAAGTTTTCTGGAACCACTAGGTGGTGATA	V_CTCF_BR	38
chr9	116225823	116225973	id-104335	1.1e-06	+	ACCCCGGCCCAGCTCTGCTCCGGCAGGTGGAACTC	V_CTCF_BR	9
chr9	116263498	116263648	id-104336	7.73e-06	-	TAGTATTCCCCGGGCCCGGCGGGGAGAGGGCGCCT	V_CTCF_BR	1
chr9	116270418	116270568	id-104337	1.48e-06	+	ACCGCATTTCCCAAACTTGCCTAATGGGGGCACAC	Upstream_CTCF	37
chr9	116271862	116272012	id-104338	1	+	NA	NONE	2
chr9	116289226	116289376	id-104339	1	+	NA	NONE	1
chr9	116327272	116327422	id-104340	1.37e-05	+	CCTGCTAGGGATCCCAGTGCCAGGGGGTGCCGTTG	Upstream_CTCF	3
chr9	116327820	116327970	id-104341	3e-06	+	AGGCAGCCGCTTGACACGGCCGCCAGGAGCTGCCA	UpstreamP1_CTCF	24
chr9	116340684	116340834	id-104342	1	+	NA	NONE	18
chr9	116342895	116343045	id-104343	6.46e-07	-	CACTCAGGCAGGGGTACTGCCCCCAGAGGGCACCT	V_CTCF_BR	8
chr9	116344348	116344498	id-104344	3.81e-05	-	CTGTAATGGTGAAGCCCCACAGCTGGGAGTCAGTG	UpstreamP1_CTCF	26
chr9	116350101	116350251	id-104345	2.38e-07	-	CCAGGAAGGCAGGGGTCTGGCGGCAGGGGGCACCA	V_CTCF_BR	32
chr9	116352319	116352469	id-104346	5.12e-06	-	ATTCAAGGCCTGTGTTTCTCCACCAGAGGATGCTG	UpstreamP1_CTCF	40
chr9	116354039	116354189	id-104347	5.77e-08	+	CTAATAGTCTCAGGCATTGCCAGGAGGGGGCGCTG	V_CTCF_BR	40
chr9	116356438	116356588	id-104348	1.04e-05	-	CCTTGGGGCCGCAGATTGGTCTGTAGGAGGCACCA	V_CTCF_BR	3
chr9	116360239	116360389	id-104349	1.55e-08	+	GACAGGGAAGGTCACGTAGCCAGCAGGTGGCAGGG	V_CTCF_BR	11
chr9	116364422	116364572	id-104350	1	+	NA	NONE	3
chr9	116370702	116370852	id-104351	8.13e-06	+	TTTGCCATTTACATGTCTACCAGCAGGGTGTGAGG	Upstream_CTCF	16
chr9	116379206	116379356	id-104352	2.27e-06	-	TGGGGCTGGCCGTGGTTGGAGGGCAGGGGGCGCTG	V_CTCF_BR	1
chr9	116411301	116411451	id-104353	1.92e-05	+	AAGCATCTGCCCTGGCTGGCCTCCTGGTGTCTGGG	UpstreamP1_CTCF	8
chr9	116417789	116417939	id-104354	4.99e-07	-	ACGGCTATCTTGGAAGTGGACGCCAGGAGGCAGCA	Upstream_CTCF	40
chr9	116420359	116420509	id-104355	6.34e-08	-	GGTGCCATTTGGGAAGTGGCCACAAGGTGGTAGCA	Upstream_CTCF	40
chr9	116437912	116438062	id-104356	1	+	NA	NONE	15
chr9	116438094	116438244	id-104357	1.73e-06	+	CTGCTGGGATGTCTCCCTTCCACCAGCAGGCTAGC	UpstreamP1_CTCF	7
chr9	116444599	116444749	id-104358	5.26e-07	+	CACTCACTACCACTGATGCCCACAAGAGGGCGTCT	Upstream_CTCF	40
chr9	116454839	116454989	id-104359	1	+	NA	NONE	5
chr9	116499816	116499966	id-104360	1.09e-06	+	AACGCTGTATTTTTATCTTCCACTGGAGGGCGCTG	Upstream_CTCF	40
chr9	116507759	116507909	id-104361	7.84e-05	+	AATGACTTTTTTGGCCTAAACGCTAGGTGGTACAC	V_CTCF_BR	1
chr9	116550245	116550395	id-104362	1.77e-05	+	TTTGCACAGCCAAGGAGAGCCGGCAGGGGCTCTGG	Upstream_CTCF	3
chr9	116559452	116559602	id-104363	6.86e-07	-	CCAGCGGCACCTCCTTCGTCCACTAGGGGATACCT	Upstream_CTCF	13
chr9	116569770	116569920	id-104364	8.17e-10	+	GTGTAATGAGAGAGAGTGACCAGTAGGTGGCAGTG	UpstreamP1_CTCF	40
chr9	116587873	116588023	id-104365	3.18e-06	-	TGACTCTGCCTGGATATTGCCAGGTGGTGGCAGTA	V_CTCF_BR	5
chr9	116615740	116615890	id-104366	5.34e-06	+	AGACCATTGGCACTCCCTGCCCCTAGAGGGTGCTA	V_CTCF_BR	40
chr9	116639136	116639286	id-104367	1	+	NA	NONE	36
chr9	116696576	116696726	id-104368	2.6e-06	-	GTCACCTGCCCAAGATCAACCAGTGGGTGGCAGAC	V_CTCF_BR	18
chr9	116717119	116717269	id-104369	3.81e-05	+	CCCTTCCCTCTATGGTCCACTCCCAGTGGGCAGCC	V_CTCF_BR	6
chr9	116725415	116725565	id-104370	1.79e-08	-	AGTGCATTTAACCTGGAGGCCTGCAGGGGGCACTG	Upstream_CTCF	40
chr9	116732797	116732947	id-104371	2.46e-06	-	CAGCAGTTGCAGAAGCTCTCAGGTAGGGGTCAGTT	UpstreamP1_CTCF	9
chr9	116748731	116748881	id-104372	3.11e-05	-	GTGACAGGGCGACCCTCTACAGCCAGGAGGCAGCC	V_CTCF_BR	7
chr9	116756625	116756775	id-104373	1	+	NA	NONE	12
chr9	116761243	116761393	id-104374	1.38e-06	-	AACCCTGGCTCACCACATCCCAGCAGAGGGAGCCC	V_CTCF_BR	38
chr9	116795755	116795905	id-104375	3.56e-05	-	GCGGTCCTGGAAGAGGCAGGCGTCAGGGGGCGCCA	Upstream_CTCF	40
chr9	116798240	116798390	id-104376	1.93e-05	+	CCCATCTCAAGTGCGCCGAACAGTGGCTGGCACGC	V_CTCF_BR	1
chr9	116810142	116810292	id-104377	7.11e-06	-	TTTCCACTTCTCTTCTACAACAGCAGGTGGCGATC	Upstream_CTCF	39
chr9	116835088	116835238	id-104378	1	+	NA	NONE	16
chr9	116838861	116839011	id-104379	9.71e-06	+	TCTGTAGCGCCCTCTCCCAGCACCAGCGTGCTCAC	Upstream_CTCF	7
chr9	116844875	116845025	id-104380	1.55e-08	+	AGGTGTGAACTTCCCTTGTCCACCAGGGGGCAGCA	V_CTCF_BR	40
chr9	116856809	116856959	id-104381	1	+	NA	NONE	1
chr9	116858375	116858525	id-104382	1.71e-06	+	CACAAAGCACAGCTTCCCACCAACAGGGGGCTCCC	V_CTCF_BR	37
chr9	116860970	116861120	id-104383	8.19e-06	-	TTCCAGGATGCCCAGCCCTCCGCCAGGGTGCGCCG	UpstreamP1_CTCF	13
chr9	116870317	116870467	id-104384	8.71e-06	+	CAGGGCGCATACCCAGCCCTCGCTAGAGGGCAGCA	V_CTCF_BR	39
chr9	116884166	116884316	id-104385	8.58e-06	+	CAGCTAGTGGTTGAGGATGGCACCAGATGGAGCGC	UpstreamP1_CTCF	1
chr9	116900980	116901130	id-104386	5.13e-05	-	CAAGGCAGACAAGGATCTTGCACAAGGGGGCGTTC	V_CTCF_BR	7
chr9	116913156	116913306	id-104387	1	+	NA	NONE	6
chr9	116916097	116916247	id-104388	4.68e-07	-	GCATAGCTGTGCGCTGCTTCCTGCAGAGGGCAGAG	V_CTCF_BR	36
chr9	116917636	116917786	id-104389	1.61e-09	+	GCTGTACCCTTGGCTCCGGCCGGCAGGGGGCAGCA	V_CTCF_BR	40
chr9	116918349	116918499	id-104390	6.21e-06	+	CCTGCCCCTTCCTGCGCCCCCGCGAGGCGGGACGC	Upstream_CTCF	9
chr9	116919063	116919213	id-104391	7.15e-05	-	GGCCCCAACGGGCTGCTTGCATGCTGCTGGCTCCC	V_CTCF_BR	27
chr9	116937075	116937225	id-104392	1	+	NA	NONE	3
chr9	116949303	116949453	id-104393	4.68e-07	+	CACTGGGAAGGAGATGTGGTCAGCAGAGGGCAGGC	V_CTCF_BR	14
chr9	116996255	116996405	id-104394	1	+	NA	NONE	5
chr9	117001360	117001510	id-104395	1.32e-05	+	CCTGCTTCTTTCCCTGAGACCATGGGAGGGAGCTC	Upstream_CTCF	36
chr9	117005562	117005712	id-104396	5.93e-06	-	GGGGCATATAACCCTGAGTCCACCAGGTGGCCAGC	Upstream_CTCF	13
chr9	117026521	117026671	id-104397	3.18e-06	-	AAAGGGACTAGCACACCGGACAGCAGGGGTCTCCC	V_CTCF_BR	33
chr9	117034177	117034327	id-104398	1	+	NA	NONE	38
chr9	117047849	117047999	id-104399	6.8e-06	-	ATGGCTGAGCTGTCCTCCTCCAGCAGGAGGAAGGG	Upstream_CTCF	19
chr9	117049876	117050026	id-104400	9.41e-05	+	TCACCGAGTCCCCTGAACAGCACCGGGAGGCGCTC	V_CTCF_BR	1
chr9	117050687	117050837	id-104401	1	+	NA	NONE	17
chr9	117053386	117053536	id-104402	8.68e-11	-	CGTGTTGTTCCACAAATGTCCACGAGAGGGCGCCC	Upstream_CTCF	40
chr9	117068215	117068365	id-104403	5.51e-07	-	TCAGAGAAGGAGCAGATCTCCACTAGGGGGCAGGA	V_CTCF_BR	40
chr9	117079169	117079319	id-104404	5.52e-05	-	CTTCAGTGTCCTCACTGTCCCTCAGGCTGCCGCTT	UpstreamP1_CTCF	1
chr9	117101487	117101637	id-104405	2.89e-09	+	GGGGCTATGGGACGGCTGCCCAGCAGGGGGCAGCA	V_CTCF_BR	40
chr9	117118175	117118325	id-104406	3.8e-08	-	CCAGCCCAAGTGGGCCTCTCCGGCAGAGGGCACCC	V_CTCF_BR	0
chr9	117145402	117145552	id-104407	3.71e-05	+	AATGAACCAGGGAGGCTGGCCACACGGGGGACCCG	Upstream_CTCF	32
chr9	117147571	117147721	id-104408	4.34e-05	+	TCTGCATTTTAAACCAGGGCCTCAGGCAGGGCCTG	Upstream_CTCF	6
chr9	117152469	117152619	id-104409	7.27e-06	-	TGTGGGTGGGGACAGTGATCCAAGAGGGGGCAGTG	V_CTCF_BR	12
chr9	117165889	117166039	id-104410	3.66e-06	-	CAGCTCTGCCTTTGCACTGACACTAGGGGCTGAGG	UpstreamP1_CTCF	1
chr9	117167956	117168106	id-104411	4.68e-07	+	GGCCTATGTATCACTGTAGCCGCAAGATGGCAGCA	V_CTCF_BR	40
chr9	117179935	117180085	id-104412	1	+	NA	NONE	27
chr9	117197161	117197311	id-104413	8.56e-05	+	TTGCCATCTCTCAGTTCACTCAACAGATGGAGCCC	UpstreamP1_CTCF	39
chr9	117249978	117250128	id-104414	3.95e-09	+	TTTGTAGTTCCTGTATCTACCTGCAGGGGGAAGCA	Upstream_CTCF	40
chr9	117266644	117266794	id-104415	1.15e-07	+	GGCCGCCCCAGGCGGGCTGCCTGTAGGGGGTGGTG	V_CTCF_BR	37
chr9	117270109	117270259	id-104416	1	+	NA	NONE	40
chr9	117300625	117300775	id-104417	1	+	NA	NONE	32
chr9	117349782	117349932	id-104418	5.38e-05	+	AGGCCAGGGAGCGGACAGAGGAGTAGAGGGCAGTA	V_CTCF_BR	37
chr9	117354824	117354974	id-104419	6.73e-07	+	CTGAAATTGAACAGTACCGCCTGCAGAGGGAGAAA	UpstreamP1_CTCF	31
chr9	117368384	117368534	id-104420	5.65e-05	-	AGTGCCAGGGTCAGAAGAGTCAGAAGAGGGAGAAC	V_CTCF_BR	13
chr9	117373482	117373632	id-104421	3.45e-05	+	GCGGAGGCTCCTTCCGGCGTCCCGGGGGGGCGCTC	V_CTCF_BR	11
chr9	117376770	117376920	id-104422	5.38e-05	-	ATGGCCACTGATCAGGCCCCCTAGAGGGGGAACAG	V_CTCF_BR	30
chr9	117415914	117416064	id-104423	3.2e-08	-	GGTGCAATGCTAGGCTCTGTCAGGAGGGGGAGCTA	Upstream_CTCF	40
chr9	117422707	117422857	id-104424	4.65e-06	-	AAGCAGTGGTCAGGATCCAAAGGCAGGAGGCGCTA	UpstreamP1_CTCF	36
chr9	117424495	117424645	id-104425	7.97e-09	+	CTTGCATTACCAGTGTCCGCCTCTAGAGGGAAGCA	Upstream_CTCF	40
chr9	117427644	117427794	id-104426	1	+	NA	NONE	10
chr9	117437426	117437576	id-104427	1	+	NA	NONE	14
chr9	117443898	117444048	id-104428	8.53e-09	+	CTTGCACTACCAGTGACCCCCTCTAGAGGGAAGCA	Upstream_CTCF	40
chr9	117444446	117444596	id-104429	1.38e-08	+	GGAAGCACCTAGAGGATGGCCAGAAGGGGGCAGTA	V_CTCF_BR	40
chr9	117481251	117481401	id-104430	1	+	NA	NONE	10
chr9	117484160	117484310	id-104431	1.27e-06	-	GTGTGCCTCCATGCAAGACCCAGCAGAGGTCAGCC	UpstreamP1_CTCF	7
chr9	117501237	117501387	id-104432	8.71e-06	+	ATACCCTTTCCATTTAAGCCCACCAGAGGGCGATA	V_CTCF_BR	40
chr9	117503921	117504071	id-104433	2.01e-05	+	GTGCAGTGTGTACTGCCTGGCTGATGGGTGCACCA	UpstreamP1_CTCF	14
chr9	117641579	117641729	id-104434	1.17e-05	+	ACTAATGCAGCAGTTACAGCCGATAGATGGCACTG	V_CTCF_BR	5
chr9	117669372	117669522	id-104435	2.62e-07	-	TCGCAGTGAGCTTGTTCAGACAGCAGAGGGAACTC	UpstreamP1_CTCF	39
chr9	117672847	117672997	id-104436	4.14e-06	-	GTCATCTGCTGGCATTCTCCCACAAGATGGAACCC	V_CTCF_BR	9
chr9	117673600	117673750	id-104437	6.84e-06	-	TCCAGAGGGGAGAGACTGTCCTCTAGATGTCACTG	V_CTCF_BR	40
chr9	117676554	117676704	id-104438	3.56e-05	+	TCTGCATACCCCAAATCCTTCTGTAGATGTCGCTA	Upstream_CTCF	38
chr9	117697771	117697921	id-104439	1	+	NA	NONE	4
chr9	117776396	117776546	id-104440	2.38e-07	-	GTAAAAATCCTCAAGTCAACCAGCAGATGGCAGCC	V_CTCF_BR	40
chr9	117777426	117777576	id-104441	3.97e-07	-	TGGCAGGACATATAAGCAACCAGCAGAGGGCTCAC	V_CTCF_BR	40
chr9	117842571	117842721	id-104442	1.93e-05	+	CCTGCTTTTCTACCTACCACAGAGAGGTGGTGTCA	Upstream_CTCF	2
chr9	117879448	117879598	id-104443	3.91e-06	+	CCTGTGTTCTTTCCAAAGTACACCAGGGGCAGCAG	Upstream_CTCF	7
chr9	117921795	117921945	id-104444	7.11e-06	+	AGTGCAGCTCCACTTCAGACCAGTGCATGGCATAG	Upstream_CTCF	7
chr9	117932937	117933087	id-104445	1	+	NA	NONE	20
chr9	117965827	117965977	id-104446	1.64e-05	+	TGGACACTTTCAACCCTGTACACATGGGGGCACTA	V_CTCF_BR	16
chr9	117988530	117988680	id-104447	7.84e-05	+	TCATTATCACCTAGATTCATCGCTAGGTGGCTCTG	V_CTCF_BR	13
chr9	118013022	118013172	id-104448	4.65e-05	+	GCAGCAAACAGAGATGGAGCCACCAGGTGGATTTT	V_CTCF_BR	15
chr9	118102658	118102808	id-104449	1	+	NA	NONE	1
chr9	118110173	118110323	id-104450	3.4e-06	+	TGACCTTCTCCTCAAGGCTCCACTAGGTGGTGCCC	V_CTCF_BR	9
chr9	118132062	118132212	id-104451	5.7e-05	+	ACAGCTTTTCCAAGCCCTGGCGGAGGGAGTTGCCA	Upstream_CTCF	11
chr9	118135745	118135895	id-104452	1	+	NA	NONE	24
chr9	118158708	118158858	id-104453	1.56e-05	-	CTTGGGTTTCATATGGGCTCCAGGAGGTGGCATTA	Upstream_CTCF	13
chr9	118260713	118260863	id-104454	1	+	NA	NONE	4
chr9	118286865	118287015	id-104455	1.08e-05	-	CATCAGAAGCCCACTTATACCACCAGGGAGCAGTA	UpstreamP1_CTCF	40
chr9	118299442	118299592	id-104456	1	+	NA	NONE	5
chr9	118347054	118347204	id-104457	3.45e-05	+	TGCAAACAAATTATTAATACCAGCAGGTGTCACTA	V_CTCF_BR	35
chr9	118353887	118354037	id-104458	1.02e-07	+	TTGCTTGTAGGCAAAGTGACCACTAGAGGGAAGCA	UpstreamP1_CTCF	40
chr9	118355937	118356087	id-104459	3.79e-08	+	GTGCATTGACTGAAATCACCCACTAGATGGTGCTG	UpstreamP1_CTCF	40
chr9	118358503	118358653	id-104460	1	+	NA	NONE	7
chr9	118456338	118456488	id-104461	1.47e-05	+	AATTAAACTTTCAACACAACCAGGAGGTGGTGCTC	V_CTCF_BR	34
chr9	118476295	118476445	id-104462	3.97e-05	-	GTGTTCATACCTACCTCAGCCACTAGGAGAAAAAA	UpstreamP1_CTCF	32
chr9	118520210	118520360	id-104463	1.83e-05	+	AGAGACATTTTTAGATACAACTCCAGAGGGCACCA	V_CTCF_BR	11
chr9	118527098	118527248	id-104464	6.46e-07	-	AGGTCCTTAGGGGCTCCAGACAGGAGGGGGCAGAA	V_CTCF_BR	3
chr9	118612135	118612285	id-104465	1.92e-05	-	ATGGAGTTATTGGATTTGACCATGAGGAGGCATAA	UpstreamP1_CTCF	6
chr9	118645479	118645629	id-104466	1	+	NA	NONE	4
chr9	118646128	118646278	id-104467	2.33e-07	+	GTGCGGTCCGTGTTGATAACCACAAGGTGGCATCG	UpstreamP1_CTCF	40
chr9	118735380	118735530	id-104468	1	+	NA	NONE	8
chr9	118755248	118755398	id-104469	6.82e-05	+	CTAGGGTCTTTGATGCTATCCACTAGGGGCAGATG	V_CTCF_BR	19
chr9	118763136	118763286	id-104470	4.34e-07	-	TTGCATGGTACACTGGTGGCCAGCAGGGGCAGCAT	UpstreamP1_CTCF	39
chr9	118790376	118790526	id-104471	1	+	NA	NONE	2
chr9	118874653	118874803	id-104472	4.88e-05	-	CAAAGGAAATAATCCACTACTGGTAGGGGGCAGTG	V_CTCF_BR	33
chr9	118912222	118912372	id-104473	3.86e-08	+	GAAGCAGTTCTACAAGGGCCCAGAGGAGGGAGCCC	Upstream_CTCF	40
chr9	118913627	118913777	id-104474	4.21e-05	-	GAGGCCAAGTTATTTCTCTCCTGTAGGAGGCAGGA	V_CTCF_BR	13
chr9	118913924	118914074	id-104475	7.27e-06	-	GAATTATTCAATTCTCAGACCAGCAGTGGGAGCAC	V_CTCF_BR	14
chr9	118914796	118914946	id-104476	1	+	NA	NONE	37
chr9	118919142	118919292	id-104477	7.27e-06	-	AGGTCAGGCAGCAAACTGGGCACCTGAGGTCGCCG	V_CTCF_BR	11
chr9	118922769	118922919	id-104478	4.43e-05	+	CCCTCTGAAACCAGCACTGGCTGCAGGTGTCTCCA	V_CTCF_BR	8
chr9	118925883	118926033	id-104479	2.1e-05	+	TTTTCTGGTGTATTTTCCTCCACTAGGTGGTGCCT	Upstream_CTCF	40
chr9	118929113	118929263	id-104480	7.55e-07	-	CTTCAAATGTTTGCATTAGCCACTGGGGGGCACCA	V_CTCF_BR	36
chr9	118954152	118954302	id-104481	2.23e-06	+	GAGCCATTTACCCCCTTGGCCTGTAGGGGCAAGAG	UpstreamP1_CTCF	12
chr9	118971200	118971350	id-104482	8.34e-07	-	CAGCATCACTGGCTTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	29
chr9	118982066	118982216	id-104483	7.73e-05	+	TTGGGTGCTGACTCTTGGGCCGCCAGGAGCCGTCA	Upstream_CTCF	4
chr9	119047715	119047865	id-104484	1.41e-05	-	GGGTGGTGAGGAGCACATTCCAGCAGGGGGACACT	UpstreamP1_CTCF	35
chr9	119076031	119076181	id-104485	6.15e-05	-	TACTCTAGACCTGCTCTGTCCAGTAGGGGAACCCA	Upstream_CTCF	33
chr9	119118730	119118880	id-104486	2.23e-06	-	TCTCAGTTTTTAGAGCTAGCCAGCAGAGGGCTAGG	UpstreamP1_CTCF	9
chr9	119127515	119127665	id-104487	1	+	NA	NONE	26
chr9	119171478	119171628	id-104488	1.93e-05	+	AAGGGAGAGATGGGTGCTCCAGGCAGAGGGCGCAG	V_CTCF_BR	0
chr9	119187676	119187826	id-104489	2.94e-06	+	ACTGTCCCTCCATAGGTCTCCTCCAGGGGTCCATG	Upstream_CTCF	0
chr9	119253635	119253785	id-104490	1	+	NA	NONE	14
chr9	119257428	119257578	id-104491	2.83e-07	-	CAGTCAAACCAACAGGTGTCCACTAGAGGGCAGGC	V_CTCF_BR	40
chr9	119259575	119259725	id-104492	2.81e-06	-	GTTGTAGTCCTTTCCCTGGCGCCTAGAGGGTGTTC	Upstream_CTCF	18
chr9	119334552	119334702	id-104493	2.38e-07	-	GTGTTCATGGCCCATACAGCCAACAGAGGGCGCTC	V_CTCF_BR	40
chr9	119351803	119351953	id-104494	1	+	NA	NONE	39
chr9	119361899	119362049	id-104495	8.13e-06	-	TCTGTCCTTGTTTTTCTCCCCACTAGGGGCACCTT	Upstream_CTCF	33
chr9	119368497	119368647	id-104496	1	+	NA	NONE	13
chr9	119385091	119385241	id-104497	7.73e-06	+	GTCTATTCTCTAGCCAGCACCAGAAGGAGGCACTC	V_CTCF_BR	8
chr9	119409610	119409760	id-104498	1.39e-05	-	CCCAAGAGTGTGAAAGTGGTCACTAGATGTCACTG	V_CTCF_BR	40
chr9	119423457	119423607	id-104499	7.54e-08	-	GAGCAATCATCTTAAGTAGGCACTAGAGGGCAGCA	UpstreamP1_CTCF	40
chr9	119499440	119499590	id-104500	7.33e-10	+	AAGTCCTGCAAGGCCTCTGCCAGCAGAGGGCGCCC	V_CTCF_BR	40
chr9	119605029	119605179	id-104501	1.32e-05	+	AGGACAGCAGCTGCAGGCACCACCAGGGGGCCTGA	Upstream_CTCF	18
chr9	119622109	119622259	id-104502	6.43e-06	+	TAGACAGCTTTCCTCAGATCCTCCAGGTGGAACTG	V_CTCF_BR	6
chr9	119622915	119623065	id-104503	9.06e-08	-	GTGACTTTCCAAGGTCTTACCACCAGGTGGCAGGG	UpstreamP1_CTCF	40
chr9	119626948	119627098	id-104504	8.33e-05	+	CCTGCAGCCACACATGAAGCAGGAAGAGGCTAGCA	Upstream_CTCF	2
chr9	119672609	119672759	id-104505	4.11e-07	+	CAGCACCCCTGTCATCTACCCACTAGGTGCCAGTA	UpstreamP1_CTCF	17
chr9	119691256	119691406	id-104506	1	+	NA	NONE	6
chr9	119784307	119784457	id-104507	5.52e-05	+	CTGTTCCTGCTCTGGTCCTCAGCCAGGAGTCAGTC	UpstreamP1_CTCF	10
chr9	119809085	119809235	id-104508	6.86e-07	+	AATGTTGTTTCCCTTTCTACCAACAGATGTCAGTA	Upstream_CTCF	26
chr9	119835496	119835646	id-104509	3.42e-05	-	ACAGTCCCTGCAGAAGACACCCCTAGAGGCAGGAA	Upstream_CTCF	6
chr9	119835923	119836073	id-104510	1.64e-05	+	TGACAAATTATGTCGACAACCACTGGGGGGTGCTC	V_CTCF_BR	38
chr9	119877214	119877364	id-104511	1	+	NA	NONE	20
chr9	119922678	119922828	id-104512	2.1e-05	+	ACCCATCTCCCTAAAAAGGCCACTAGAGGGTGACT	UpstreamP1_CTCF	24
chr9	119946445	119946595	id-104513	3.31e-06	-	TTGCTATACCCCCGGCTCTGCTCCAGGGGAGAGGA	UpstreamP1_CTCF	2
chr9	120009693	120009843	id-104514	3.24e-06	+	TCTGCAGTTCCTTCATTTGTAATAAGAGGGCAGCA	Upstream_CTCF	34
chr9	120014630	120014780	id-104515	1.54e-05	+	ATTCATTTAATCAACCAGTCCACCAGGGGGTCTTC	UpstreamP1_CTCF	1
chr9	120058049	120058199	id-104516	2.12e-06	+	TTGCAACCAAGAACTACTTCCAGAAGGTGGTGGTA	UpstreamP1_CTCF	3
chr9	120116732	120116882	id-104517	8.59e-05	-	TTACTCAGTGCATGGGTGCACACAAGAGGGAGTAG	V_CTCF_BR	4
chr9	120138381	120138531	id-104518	5.68e-06	+	GGGACCATTATTGAGCCCACCACAGGATGGCAGAA	V_CTCF_BR	1
chr9	120155416	120155566	id-104519	2.02e-06	+	CAGAAGGAGCCAGCTTTAAGCTGCAGATGGCGCCA	UpstreamP1_CTCF	4
chr9	120162539	120162689	id-104520	5.41e-07	-	CTGTCCTCCCCACAAAAGGACAGCAGGTGGAAAGA	UpstreamP1_CTCF	2
chr9	120170083	120170233	id-104521	1	+	NA	NONE	3
chr9	120171732	120171882	id-104522	1	+	NA	NONE	7
chr9	120173940	120174090	id-104523	3.4e-06	-	AGTGGGGAGTGTGGAGCTACCACTAGGGGGTGATG	V_CTCF_BR	40
chr9	120175667	120175817	id-104524	2.2e-06	-	CTTGCTCGCTCTCCCCTCCCCTCTTGGGGGCGCGG	Upstream_CTCF	6
chr9	120176630	120176780	id-104525	1.97e-06	-	AGCCCCTGCGTCATGCCGGACGGGTGGGGGCGCCC	V_CTCF_BR	8
chr9	120177965	120178115	id-104526	2.39e-05	-	GGGCTGGCTTGCAGGGCGGCAGCTAGGGGGCCAGA	UpstreamP1_CTCF	17
chr9	120187951	120188101	id-104527	2.94e-06	+	CTTGTCTCCCAGCAGCTGGCCAGCAGGTGGGGAGA	Upstream_CTCF	3
chr9	120210489	120210639	id-104528	4.01e-05	-	TTACCATTACTGGAAAACACCAACAGAGGGCATCA	Upstream_CTCF	17
chr9	120213562	120213712	id-104529	1.21e-06	-	GCAGCATTATTCACAACAGCCTAAAGGTGGCAACA	Upstream_CTCF	1
chr9	120249901	120250051	id-104530	1.3e-07	+	GTGTGATGACTGTGCTGCCCCAGCAGAGGGCAGTG	UpstreamP1_CTCF	39
chr9	120297860	120298010	id-104531	1	+	NA	NONE	6
chr9	120308250	120308400	id-104532	9.51e-07	+	CACTTGGTAAAGGTGATGGCCACCAGGTGTCTCCA	V_CTCF_BR	9
chr9	120318627	120318777	id-104533	1.39e-07	-	TTCTCAGACCCACTCACCTCCACTAGGGGGCAGCC	V_CTCF_BR	37
chr9	120384738	120384888	id-104534	7.73e-06	+	AAGAAAGTTCTAGCCGAAGACAGAAGGGGGCAGTA	V_CTCF_BR	21
chr9	120407046	120407196	id-104535	8.53e-09	+	GATGCAGTGTTAGCTCTGGCCACATGATGGCGGTG	Upstream_CTCF	40
chr9	120476677	120476827	id-104536	1.28e-06	+	TGGAGAAGACCCTGCTCAGGCAGCAGGTGGAGCTG	V_CTCF_BR	22
chr9	120545560	120545710	id-104537	2.72e-06	+	AGCCAGCAGCCTGCAGTCAGCAGCAGGGGGCATCA	UpstreamP1_CTCF	36
chr9	120631696	120631846	id-104538	1	+	NA	NONE	10
chr9	120689779	120689929	id-104539	1.38e-07	+	TTGCTGCTCCCCAGGCTGAACAGTGGAGGGAGACA	UpstreamP1_CTCF	18
chr9	120801121	120801271	id-104540	1.93e-05	+	CTTGCACTTCTCTTTCCTGCCACAATGTGAAGAAG	Upstream_CTCF	6
chr9	120932425	120932575	id-104541	2.43e-06	+	AATAGCCTTGTCTCACAGGCCACTAGATGGTGCCA	V_CTCF_BR	38
chr9	120977911	120978061	id-104542	1.69e-05	+	CTCTTGTGACACTATGTATCAGCCAGGTGGCTCTG	UpstreamP1_CTCF	4
chr9	120984659	120984809	id-104543	6.8e-06	+	CCTGAGATTCTGGGAATTACAGCTAGGTGGTGGCA	Upstream_CTCF	12
chr9	121039230	121039380	id-104544	1	+	NA	NONE	2
chr9	121128637	121128787	id-104545	5.98e-05	-	ATGATCTGACTGGATCCTGCCATGGGGTGGTGCCA	UpstreamP1_CTCF	3
chr9	121284457	121284607	id-104546	3.4e-06	+	AGTCTGTAGTGTATGTCAGCCAAAAGGGGGCAGTA	V_CTCF_BR	38
chr9	121358143	121358293	id-104547	1	+	NA	NONE	31
chr9	121394426	121394576	id-104548	2.39e-05	+	ATGGTTTCCCTGTCGGTGGCCACTAGAGGCATCTT	UpstreamP1_CTCF	5
chr9	121513064	121513214	id-104549	8.71e-06	-	AGTTGTTCAATTTGGTGTTCCAGCAGAGGGTGCAA	V_CTCF_BR	4
chr9	121571426	121571576	id-104550	1.03e-06	+	CAGTGGATCCCGCACCTGGGCGGCAGGTGGAGCTG	V_CTCF_BR	7
chr9	121591739	121591889	id-104551	3.11e-05	+	GCTACTTAAGAATATAAAACCACCAGATGTCAGTA	V_CTCF_BR	19
chr9	121790292	121790442	id-104552	2.25e-08	+	CAGCAGTTCACAGGACCCTCCACCAGGGGCATCTG	UpstreamP1_CTCF	12
chr9	121895039	121895189	id-104553	7.82e-06	-	AGGCAGTAAGGTGTCAATTATACTAGGGGGCAGCA	UpstreamP1_CTCF	2
chr9	121899860	121900010	id-104554	1.21e-06	+	TAGCATTCCTGGCCTCCACCCACTAGATGCCAGTA	UpstreamP1_CTCF	6
chr9	122046536	122046686	id-104555	1.81e-06	+	GCTGCAGTTTTCTCTTCCCGCTGTGGGAGGCAATG	Upstream_CTCF	24
chr9	122052171	122052321	id-104556	2.18e-07	-	ATCACTGCAGGTGAATCAGCCAGTAGGGGGAGCAA	V_CTCF_BR	39
chr9	122080809	122080959	id-104557	7.55e-07	-	CGCCTTCATCCCCTGCTTGCCACTTGGGGGCTCTG	V_CTCF_BR	9
chr9	122111966	122112116	id-104558	2.27e-06	+	TGCAGTCAGCGAAAAGCCCCCAGCAGGGGGATCTG	V_CTCF_BR	4
chr9	122120084	122120234	id-104559	1	+	NA	NONE	4
chr9	122128049	122128199	id-104560	2.78e-06	-	CTAGATGGCACTTTAGCTCCCAGAAGGGGGAGCTG	V_CTCF_BR	38
chr9	122138263	122138413	id-104561	2.78e-06	+	TCTCAAGCTCTGCCACACTCCACGAGGGGGAGCCC	V_CTCF_BR	29
chr9	122171797	122171947	id-104562	1.29e-05	+	CAGCACATGGTTTTGATGGCCACAAGGTGGACACC	UpstreamP1_CTCF	5
chr9	122218936	122219086	id-104563	3.6e-07	+	GATTCAATGTCTGTCTTCTCCACTAGATGGCAAGC	Upstream_CTCF	10
chr9	122220462	122220612	id-104564	2.37e-05	-	CGTGGGATAATCATCAGAACCATCAGATGGCACTG	Upstream_CTCF	3
chr9	122249828	122249978	id-104565	6.43e-06	-	GGCAGGGAAGGAGACTCCACCAACAGAGGGAGACA	V_CTCF_BR	11
chr9	122318448	122318598	id-104566	1.55e-08	+	CCGCCAATGCGGCTACCGACCAGCAGAGGGCAGCT	V_CTCF_BR	40
chr9	122324560	122324710	id-104567	2.01e-05	+	GGTGCTATGCTGATCCCAGCCTCATGGAGTCCCCA	Upstream_CTCF	4
chr9	122429550	122429700	id-104568	6.98e-07	+	CCACCTCAGACTTCAGGGTCCAGCAGAGGTCACCA	V_CTCF_BR	5
chr9	122639377	122639527	id-104569	5.38e-05	+	GCCCCCTTCCTTTTCTCTGCCAGAAGAGGGACCCA	V_CTCF_BR	1
chr9	122687153	122687303	id-104570	2.31e-06	+	AAGGCACCACTGGCCCTCACCTGCAGAGGGCTTTA	Upstream_CTCF	7
chr9	122713292	122713442	id-104571	1	+	NA	NONE	4
chr9	122724181	122724331	id-104572	1.99e-07	+	ACGGAAGGGGAGGATTCTGCCAGCAGGGGCCGCTG	V_CTCF_BR	40
chr9	122725301	122725451	id-104573	8.21e-05	-	CTAAGATGCAAGAAAGAATCCAGCGGAGGGTGCAA	V_CTCF_BR	9
chr9	122731500	122731650	id-104574	2.93e-08	-	TGGCTGTTGCCGCTGTTGCCCTCTAGATGGCGCCC	UpstreamP1_CTCF	40
chr9	122748599	122748749	id-104575	1.97e-06	-	CCATGCCCTCTCAGGTGAGCCTGCAGATGGCATCA	V_CTCF_BR	14
chr9	122795015	122795165	id-104576	4.89e-09	-	CCTGCATTTTTCAGAGCAGCCACCAGGAGGAGTCC	Upstream_CTCF	25
chr9	122834168	122834318	id-104577	1	+	NA	NONE	4
chr9	122869546	122869696	id-104578	2.93e-07	-	ATGCAATGTCTGGTCCTGTCAAGAAGGTGGCAGCT	UpstreamP1_CTCF	4
chr9	122871608	122871758	id-104579	1.77e-09	-	CTGCAGTGTCAGCCACACAGCACCAGGGGGACCTC	UpstreamP1_CTCF	29
chr9	122914568	122914718	id-104580	1.55e-05	+	GCTTGTCTGAGTCCTCAAGCCTGCTGATGGCAGGG	V_CTCF_BR	3
chr9	123062215	123062365	id-104581	1.13e-05	-	GAGTTGATGCCAGTCAGGCCCAGAAGAAGGCAGCA	UpstreamP1_CTCF	23
chr9	123087415	123087565	id-104582	1.31e-05	-	GTTCTTGGTTTTCAGGTGGGCACTAGGGGGAGTCA	V_CTCF_BR	18
chr9	123099161	123099311	id-104583	4.48e-07	-	GTTGCAGGCCCTGTTCTGGTCACCAGGGGTCCAAG	Upstream_CTCF	12
chr9	123100743	123100893	id-104584	6.84e-06	-	TGGCTATATAGTGTGGTGGGCTGTAGGGGGAGCAA	V_CTCF_BR	13
chr9	123111256	123111406	id-104585	2.12e-06	-	CGGCTGCTGCCTCTGACTTCCACAGGGGGTCAGTG	UpstreamP1_CTCF	40
chr9	123129119	123129269	id-104586	8.33e-05	-	AATGTAATCCCAAGAGTCCTTCCTAGAGGGAGGTA	Upstream_CTCF	38
chr9	123145363	123145513	id-104587	5.9e-06	+	CCTCTCCTCCTCACCCCCGCCGCCAGGGCGCGCAC	UpstreamP1_CTCF	0
chr9	123145602	123145752	id-104588	8.89e-06	-	TAGGCAGTGCCTCCAGTGGCAGCTTGAGGCGGGTG	Upstream_CTCF	2
chr9	123146468	123146618	id-104589	3.18e-06	-	AAGCCGCCGGCCTTGCCTGACCCGAGAGGGCAGCA	V_CTCF_BR	3
chr9	123148821	123148971	id-104590	2.18e-07	+	CAGGCTGCTCCTCCACCTCCCAGAAGAGGGAGGGC	Upstream_CTCF	6
chr9	123150022	123150172	id-104591	1	+	NA	NONE	3
chr9	123156601	123156751	id-104592	1	+	NA	NONE	15
chr9	123159869	123160019	id-104593	1	+	NA	NONE	8
chr9	123172382	123172532	id-104594	1.39e-07	+	CTTCCCTAAGGTCACACAGCCAGTAGGTGGCAGAA	V_CTCF_BR	19
chr9	123201541	123201691	id-104595	3.34e-10	-	CTGTAGTCCCCCAGTATTGCCACTAGGTGGGAGCC	UpstreamP1_CTCF	40
chr9	123239815	123239965	id-104596	1.34e-06	-	GCAGTCATTCCCCACTCCTCCTGAAGGTGGTGCTC	Upstream_CTCF	40
chr9	123253353	123253503	id-104597	3.56e-05	-	TATGTCATTTGGGCTTCAGCCACCAGGGAGGTAAG	Upstream_CTCF	5
chr9	123267574	123267724	id-104598	1.1e-06	-	GGAAGGAGACAGGGAATGGCCAGTTGGTGGAGCTC	V_CTCF_BR	21
chr9	123294092	123294242	id-104599	2.27e-05	-	TGACGATTTCAAAGTTGAGCCCCTAGAGGGCAATC	V_CTCF_BR	40
chr9	123331971	123332121	id-104600	1.26e-05	-	CAGTCTGTTCTCAGAAAGGCAGCCAGAGGGAGCCT	Upstream_CTCF	19
chr9	123373401	123373551	id-104601	1	+	NA	NONE	39
chr9	123374619	123374769	id-104602	1.1e-05	+	CTTACTTATAGAGCAGCTGCCTGTAGATGTCACTG	V_CTCF_BR	38
chr9	123382136	123382286	id-104603	6.39e-08	+	GTGAAAACACAGTAAGTGGCCACCAGAGGGCAACC	V_CTCF_BR	39
chr9	123473760	123473910	id-104604	1	+	NA	NONE	10
chr9	123475585	123475735	id-104605	1	+	NA	NONE	28
chr9	123480682	123480832	id-104606	1.55e-05	+	CTTAGGGAAGGACCACAGAACAGCAGGGGTCAGAG	V_CTCF_BR	1
chr9	123492231	123492381	id-104607	7.27e-06	-	GATGAGCTAAGTCTAGAAGCCACCTGGGGGCTGTC	V_CTCF_BR	34
chr9	123505333	123505483	id-104608	2.59e-06	+	ATGTACCAATTCTCAAATTCCACTAGGGGACAGTA	UpstreamP1_CTCF	40
chr9	123518216	123518366	id-104609	8.68e-11	+	GCTGCAACTCCCAAATTTTCCACTAGGTGGCAGAA	Upstream_CTCF	40
chr9	123537132	123537282	id-104610	1.46e-07	-	GTGCAATACATGCACGGGCCCAGCGGGTGGAAAGA	UpstreamP1_CTCF	18
chr9	123605042	123605192	id-104611	1	+	NA	NONE	19
chr9	123620356	123620506	id-104612	2.39e-05	-	GTGCAGAGGGGGCTTCAGTCCCCGAGCGGCCAGAC	UpstreamP1_CTCF	0
chr9	123624852	123625002	id-104613	1	+	NA	NONE	1
chr9	123626214	123626364	id-104614	1.85e-05	+	GAGGTAGGAAGGAATCTCACCTGTAGAGGGCCCCA	Upstream_CTCF	15
chr9	123630635	123630785	id-104615	1.9e-06	+	CATGCTCTGCTCATAATCACCACATGATGGGGAAA	Upstream_CTCF	14
chr9	123631504	123631654	id-104616	8.5e-06	+	TCTTCACGGCCTGCAGCGTCCTGGCGATGGCGCCC	Upstream_CTCF	36
chr9	123638264	123638414	id-104617	1	+	NA	NONE	23
chr9	123638433	123638583	id-104618	1	+	NA	NONE	9
chr9	123639303	123639453	id-104619	1	+	NA	NONE	7
chr9	123639702	123639852	id-104620	4.7e-05	-	GCCGCGGTGTGGCCGCTCCTCGGCGGGGGGCCCGG	Upstream_CTCF	26
chr9	123641387	123641537	id-104621	8.13e-06	+	TATGCAAAGCCCCTGGTGCCCAGTAGGTGTGCAGT	Upstream_CTCF	5
chr9	123659755	123659905	id-104622	1	+	NA	NONE	1
chr9	123678976	123679126	id-104623	2.43e-06	+	ACAGATGTTCTATGGAAGGCAGGCAGAGGGCGGCC	Upstream_CTCF	28
chr9	123684073	123684223	id-104624	2.19e-05	-	CAGCTATCCCCCTACCGCTGGACCAGAGGCAGGCG	UpstreamP1_CTCF	20
chr9	123691415	123691565	id-104625	4.02e-07	+	GCTGCTGCTCCCCAGACCGCCGCGGGGCGGGGCGA	Upstream_CTCF	28
chr9	123698900	123699050	id-104626	1.04e-07	-	AAGGTTGGGAGGACAGTGCCCGGCAGAGGGCGCTC	V_CTCF_BR	40
chr9	123700057	123700207	id-104627	7.02e-05	-	AAGTAATGTAAGCAAACACCCAGCAGTGGGACTCA	UpstreamP1_CTCF	1
chr9	123738776	123738926	id-104628	1	+	NA	NONE	7
chr9	123744052	123744202	id-104629	1.39e-05	+	GAAAGAAAACTCTTACTTACCACCAGGGGGCATAT	V_CTCF_BR	40
chr9	123748153	123748303	id-104630	3.24e-06	+	CCTGTTTCAGTCTAGCTGACCACTAGATGGCCCGT	Upstream_CTCF	40
chr9	123785470	123785620	id-104631	9.4e-06	+	TTCCCATCCCTGTCTGTGTCCACCAGGAGGGGCAG	UpstreamP1_CTCF	33
chr9	123796927	123797077	id-104632	2.8e-05	+	TATGTGACACCCTTTGTTAACATTAGGTGGCCCCC	Upstream_CTCF	2
chr9	123818046	123818196	id-104633	1.21e-06	+	AGTGTAATGCCAGCTGTGGCCAGTAGAGTGTCTGC	Upstream_CTCF	40
chr9	123818251	123818401	id-104634	3.45e-05	-	GGTTACTGCAGCCATCTCAGCACTTGGGGGTGCCC	V_CTCF_BR	4
chr9	123822433	123822583	id-104635	6.84e-06	-	GGAAGCTATTAAGTTAATACCAGCAGGTGGCGCTT	V_CTCF_BR	40
chr9	123834443	123834593	id-104636	8.99e-05	-	TCAAATATACATAAAAAGTCCAGAGGGTGGCGCAA	V_CTCF_BR	34
chr9	123837831	123837981	id-104637	2.66e-05	-	TCACAGACCTGGTTAAGTTACACAAGGTGGCAGAA	V_CTCF_BR	24
chr9	123869410	123869560	id-104638	1.41e-06	+	CTGTAGGATGCAAAATAGCCCAGTAGGAGGTAGAG	UpstreamP1_CTCF	34
chr9	123884024	123884174	id-104639	1	+	NA	NONE	36
chr9	123931434	123931584	id-104640	7.44e-05	-	ACACCAGTACTACTTCCTTCCACAGGAGGCAGTGC	Upstream_CTCF	40
chr9	123959539	123959689	id-104641	1	+	NA	NONE	19
chr9	123964328	123964478	id-104642	4.34e-07	+	GCGCAGTCGCGTGTCCTCGCCTCTTGGGGGAGCTA	UpstreamP1_CTCF	40
chr9	123975597	123975747	id-104643	4.23e-08	+	GAGCCGAATCAGGCGTGCTCCACCAGAGGGCGCAG	V_CTCF_BR	40
chr9	123984824	123984974	id-104644	4.88e-05	-	CTGTGAGACTCAGATACGCCCCCTAGAGGTAATTG	UpstreamP1_CTCF	39
chr9	123997200	123997350	id-104645	6.64e-05	+	TGTTAGCTTCCTTCCTTCTCCATGAGAGGGAGGCG	Upstream_CTCF	8
chr9	124005347	124005497	id-104646	1	+	NA	NONE	4
chr9	124029999	124030149	id-104647	2.34e-06	-	GAGCAATGCTCAACTAGCACCAGCGGAGGCAGATT	UpstreamP1_CTCF	30
chr9	124041102	124041252	id-104648	4.01e-05	+	GAGTGTAATGCTTTTCTTGCCCATAGATGGCAGCA	V_CTCF_BR	40
chr9	124043572	124043722	id-104649	1.03e-06	-	TCAACCCCTTTCCTCCCCTCCACCAGGGGTCACAC	V_CTCF_BR	17
chr9	124044190	124044340	id-104650	1	+	NA	NONE	24
chr9	124049827	124049977	id-104651	4.01e-05	+	TCTGATTGAACTTCACTGACCCACAGGGAGCGCCC	Upstream_CTCF	34
chr9	124060308	124060458	id-104652	4.01e-05	-	TCTGAACTTTGTCTCGGTGTCTGTGGGGGGCCCCA	Upstream_CTCF	2
chr9	124082429	124082579	id-104653	1.52e-07	+	ACTCCGTGTCTCCATAGCTCCACCAGGTGGCGCTG	V_CTCF_BR	40
chr9	124087792	124087942	id-104654	2.4e-05	+	AAAAAGTCACTCTGGCCAGGCGCTGGAGGGCAGCA	V_CTCF_BR	2
chr9	124094367	124094517	id-104655	7.12e-06	+	AAGTTGGTTCCCATATCTTCCAGTAGGGGACTGCA	UpstreamP1_CTCF	38
chr9	124138622	124138772	id-104656	4.23e-06	-	AAGTAGTAGAATATGGTGAACACTAGATGGAGCAT	UpstreamP1_CTCF	34
chr9	124162532	124162682	id-104657	9.51e-07	-	AAAAAGTACATGAGAGTTACCAGTAGATGGCGCAA	V_CTCF_BR	38
chr9	124202662	124202812	id-104658	5.53e-08	-	AAGTAGTTCTCTATACTGGACACGAGAGGGCAGGA	UpstreamP1_CTCF	35
chr9	124208384	124208534	id-104659	1.31e-05	+	AACCCCATACCCTAAGTGCCCTCAGGGTGGCACTG	V_CTCF_BR	23
chr9	124222257	124222407	id-104660	3.05e-07	-	TGTGCAGCAAATCCATGGCCCTGCAGGGGGTGGTG	Upstream_CTCF	9
chr9	124225436	124225586	id-104661	1.95e-07	+	GCTGCCGTGTGAAGAATGGACTGTAGGGGGTGCCA	Upstream_CTCF	38
chr9	124260551	124260701	id-104662	2.72e-06	-	GTGAATTTTGCCTCCTCTACCAGATGGGGGCAGCA	UpstreamP1_CTCF	40
chr9	124261182	124261332	id-104663	1	+	NA	NONE	12
chr9	124300681	124300831	id-104664	6.05e-06	-	CTCATCTTTCTAGTACCAGCCAGAAGGTGGCATTA	V_CTCF_BR	26
chr9	124308338	124308488	id-104665	7.1e-07	+	AGGCCGTCCCTCCCTATGCCCGCCAGGGGGAGTGC	UpstreamP1_CTCF	40
chr9	124312859	124313009	id-104666	1.9e-06	+	GCCGTCGTGACCACCTCGCCCACACGGTGGCGCTG	Upstream_CTCF	36
chr9	124317146	124317296	id-104667	1	+	NA	NONE	20
chr9	124324238	124324388	id-104668	2.97e-06	+	CAGCCAATGAACAAGCTGGCCACCAGGTGCTGCTG	V_CTCF_BR	26
chr9	124330116	124330266	id-104669	1	+	NA	NONE	15
chr9	124336095	124336245	id-104670	7.8e-08	-	CCACAGGCACAGGGAGGGGCCTCCAGGTGGCAGCT	V_CTCF_BR	15
chr9	124355167	124355317	id-104671	1.03e-05	+	GTGTTGTACAGCGCCTCACTCAGGGGGTGGCACAA	UpstreamP1_CTCF	6
chr9	124356796	124356946	id-104672	1.1e-05	+	TGAAGACCAAGCAGTCAGTCCAGCAGGTGGTGGGG	V_CTCF_BR	18
chr9	124360388	124360538	id-104673	5.34e-06	+	GCGTCCTCCCGCCCTCCCGCCTCGAGAGGCAGGAA	V_CTCF_BR	30
chr9	124362285	124362435	id-104674	4.31e-07	-	CTCCCGCCGCCCGCGGGCCCCAGCTGGGGGCGCCT	V_CTCF_BR	14
chr9	124372773	124372923	id-104675	1.04e-05	-	CCCTTAGGAGGTAGCCCTGCAGCTAGAGGGCAGGG	V_CTCF_BR	17
chr9	124372946	124373096	id-104676	2.15e-05	+	TAGTGCTGTCCTTGAATAGTCAGAGGGGGGCGCAG	V_CTCF_BR	7
chr9	124383436	124383586	id-104677	2.97e-06	+	TCCTGTTTTCTCCATGCTGCCTCCAGGGGGAGTCC	V_CTCF_BR	40
chr9	124397375	124397525	id-104678	3.24e-06	+	CGGTCAATGCCTCAGGAGGTCAGCAGGTGGAGAAA	Upstream_CTCF	40
chr9	124402411	124402561	id-104679	3.36e-07	+	TATCCTAGGGCTCCATAGCCCAGCAGGGGGCAGCG	V_CTCF_BR	40
chr9	124446751	124446901	id-104680	5.23e-10	-	TGGGGCTGGGGCCTGGTGGCCAGGAGGGGGCAGTG	V_CTCF_BR	40
chr9	124449252	124449402	id-104681	2.18e-07	+	TGCGCAGGGTGGTTTCCTGCCAGTTGGGGGCAGCA	V_CTCF_BR	40
chr9	124457820	124457970	id-104682	1.09e-07	-	CTGGCTGTATCCCACTTCTCCTGCAGATGGCGCTG	Upstream_CTCF	40
chr9	124462522	124462672	id-104683	4.23e-08	+	CAAGGGCAAGCCATCCTGTCCTCCAGGGGGCACTG	V_CTCF_BR	39
chr9	124465428	124465578	id-104684	1	+	NA	NONE	40
chr9	124476068	124476218	id-104685	5.52e-05	+	ATTCTGGTCCCAAAGCAAGCCACACGGGGGCTCTC	UpstreamP1_CTCF	2
chr9	124476901	124477051	id-104686	8.33e-05	-	ATTGCACTTCAGCCTGTGTCCTCCACTAGGGGAGG	Upstream_CTCF	5
chr9	124482805	124482955	id-104687	2.66e-05	-	GTGCTCACTGCCCAGGGAGCAGGGAGTGGGCAGTG	V_CTCF_BR	13
chr9	124483369	124483519	id-104688	3.33e-08	+	CTGCTCTTACTTTGGTTGGGCTCTAGGTGGCACAG	UpstreamP1_CTCF	38
chr9	124497386	124497536	id-104689	1.19e-06	+	CTGGCTGGGAGCCTTTTAGGCAGTAGGGGGAGCTG	V_CTCF_BR	40
chr9	124498087	124498237	id-104690	4.88e-05	+	CCAAGGATGAATCTCCAGGCCAGCAGGTGGGGCAG	V_CTCF_BR	13
chr9	124505809	124505959	id-104691	1	+	NA	NONE	28
chr9	124506688	124506838	id-104692	5.08e-05	-	CAGGCAGTCTCATCCGCCCCCAGCCGTGGCAATGA	Upstream_CTCF	40
chr9	124511316	124511466	id-104693	2.11e-06	-	GGAGAGGAGAGGAATGCAGCCGCCTGGTGGCTCCC	V_CTCF_BR	7
chr9	124517064	124517214	id-104694	3.03e-05	+	CCAGCTCATTCATGCGCCCCAGGCAGGAGGCGGCC	Upstream_CTCF	4
chr9	124527638	124527788	id-104695	1	+	NA	NONE	4
chr9	124528799	124528949	id-104696	2.4e-05	-	TGGCTGGGCAGAGGAAGCGCAGGAAGAGGGAGGCG	V_CTCF_BR	1
chr9	124537249	124537399	id-104697	1.03e-06	-	AACGAAGCATCCCCTTGCCCCAGCAGATGGCAGAG	V_CTCF_BR	4
chr9	124547049	124547199	id-104698	2.1e-06	+	GCTGCTGTCTGAGTAGTGGCCACTGGGGTGCCTTC	Upstream_CTCF	18
chr9	124570402	124570552	id-104699	8.23e-05	-	TTGTCATTACCCCACAAACCCACAGGCAGGAGCGC	UpstreamP1_CTCF	2
chr9	124587040	124587190	id-104700	5.08e-05	+	CATTATTTACCTGCTTCTGGCACTGGGGGCAGCAG	UpstreamP1_CTCF	23
chr9	124587511	124587661	id-104701	1	+	NA	NONE	2
chr9	124601441	124601591	id-104702	1.21e-06	+	TGTTTAATGTCTGCCTCGGCCACCGGATGTCAGCA	Upstream_CTCF	27
chr9	124623867	124624017	id-104703	1.41e-06	-	CGTCAGCTGCCTGGACACTCCAGGAGAGGGCAGTG	UpstreamP1_CTCF	40
chr9	124649129	124649279	id-104704	7.27e-06	+	TAACTTCAGAACCCACGAGCCAGAAGGAGGAGCCA	V_CTCF_BR	3
chr9	124650722	124650872	id-104705	1	+	NA	NONE	15
chr9	124658337	124658487	id-104706	6.05e-06	-	TCAGTTAGAGATAACAGAACCTGTAGATGGCGGAG	V_CTCF_BR	12
chr9	124688705	124688855	id-104707	2.02e-06	-	GGGCTGTGCCGTCCTCAGCCCAGCGCCTGGCACCC	UpstreamP1_CTCF	2
chr9	124692912	124693062	id-104708	9.14e-09	-	GGTGCAGTGACCACCAGGACCACCTGATGGCGTGG	Upstream_CTCF	35
chr9	124698150	124698300	id-104709	2.25e-08	-	CTGCTTTTCCCAGAAGCGGCCAGGAGAGGGTCCGG	UpstreamP1_CTCF	4
chr9	124717189	124717339	id-104710	1	+	NA	NONE	6
chr9	124746928	124747078	id-104711	1	+	NA	NONE	7
chr9	124748444	124748594	id-104712	2.39e-05	-	ATGTCTTGCTATGGACAGGCCACATGGGGCAGCCA	UpstreamP1_CTCF	32
chr9	124751347	124751497	id-104713	3.65e-07	-	CGTTTCCAGCCTTGACCGGCCTCAAGAGGGCTCTC	V_CTCF_BR	35
chr9	124755010	124755160	id-104714	3.09e-07	-	AGTAGCGGTTTCTAAATGTCCACTAGGGGGCAGTA	V_CTCF_BR	40
chr9	124768001	124768151	id-104715	1.5e-05	-	CTGGAAATTTCCAAAACCCTCCCTAGGTGGCAGTA	Upstream_CTCF	39
chr9	124779197	124779347	id-104716	1.1e-06	-	AACCGGTACTCAAATGTGATCAGCAGGTGGCACCA	V_CTCF_BR	37
chr9	124813656	124813806	id-104717	1	+	NA	NONE	3
chr9	124819970	124820120	id-104718	1.06e-05	-	TTTTTAAATACCTCTTTTACCACCAGAGGGAGAGG	Upstream_CTCF	19
chr9	124857637	124857787	id-104719	1.19e-06	+	GATCCAAACCTCCTTTTTAGCAGCAGAGGGCGCTC	V_CTCF_BR	40
chr9	124861672	124861822	id-104720	5.72e-09	+	CTATTAGTATCAGAGGTCGCCACCAGGTGGCGCCC	V_CTCF_BR	40
chr9	124885354	124885504	id-104721	1.46e-10	-	GTGGCAGTCCCTCCTCTGACCACAAGGGGGCAGCA	Upstream_CTCF	40
chr9	124887546	124887696	id-104722	8.61e-08	+	AGAGAGATTGCCAAGACAGCCGCCAGAGGGCAGTG	V_CTCF_BR	40
chr9	124888973	124889123	id-104723	7.6e-05	-	ATGAACGGGCGCCCCGCGCCCTGCAAAGGCAACGC	UpstreamP1_CTCF	11
chr9	124889246	124889396	id-104724	2.27e-06	+	ACGCGCGCCCCCTCGAGCGCCGCCAGGTGGCTTTG	V_CTCF_BR	24
chr9	124897099	124897249	id-104725	8.13e-06	+	GGGTCAGAGCCCTCACCCGGCACGAGAGGGCGACT	Upstream_CTCF	5
chr9	124907240	124907390	id-104726	1	+	NA	NONE	40
chr9	124920641	124920791	id-104727	2.34e-06	+	CTGCTGCTTCCCACCACCACCACTAGGGTCACATC	UpstreamP1_CTCF	40
chr9	124921979	124922129	id-104728	1	+	NA	NONE	16
chr9	124948681	124948831	id-104729	1.04e-05	+	ATTCACAAACAGAATTTTGCCTACAGAGGGCGGGA	V_CTCF_BR	10
chr9	124954663	124954813	id-104730	2.12e-06	-	CAGCTCTTCAGAGGATTCGCAGGGAGGGGGCAGTG	UpstreamP1_CTCF	16
chr9	124975916	124976066	id-104731	2.01e-05	-	CCGCAACACCCAGTGCCGCCCTCGGGGGCGCCCCC	UpstreamP1_CTCF	10
chr9	124976944	124977094	id-104732	1.73e-06	-	TTGGTGTCCCCCAGTTTCGCCAGCAGGGAGCCCAG	UpstreamP1_CTCF	2
chr9	124985412	124985562	id-104733	4.23e-06	+	CTGCCAGGGATGGGTTATGCCTGCAGGGGGAGAAA	UpstreamP1_CTCF	9
chr9	124989720	124989870	id-104734	4.88e-06	-	CTGCGTTCCCTCCCCCCCTCCCCCAGGTGATGGCC	UpstreamP1_CTCF	1
chr9	125026927	125027077	id-104735	1	+	NA	NONE	6
chr9	125027581	125027731	id-104736	3.4e-06	-	TGAAATGACAACTGTTTTGCCACTGGGTGGCACAG	V_CTCF_BR	26
chr9	125097262	125097412	id-104737	1	+	NA	NONE	9
chr9	125100004	125100154	id-104738	5.13e-05	-	ACACGGCCACAGCTTAAGCCCTCCAGAGGGAGTAA	V_CTCF_BR	1
chr9	125109721	125109871	id-104739	1	+	NA	NONE	25
chr9	125112960	125113110	id-104740	1.21e-10	-	CTCCCCTGCCTGTGAGTGGCCACCAGGTGGCAGCA	V_CTCF_BR	40
chr9	125119026	125119176	id-104741	7.31e-05	-	CATCCCCTCCACCCTTTCTCCACCAGGGGAGCCCT	UpstreamP1_CTCF	40
chr9	125141724	125141874	id-104742	2.27e-06	+	TGCTATACTCCAGTTCCTGCCACATGGTGGCACTG	V_CTCF_BR	39
chr9	125145463	125145613	id-104743	4.34e-05	+	GGTGCAGTGCAGAGACTGGCCTGTCTGGGGATAGG	Upstream_CTCF	5
chr9	125164699	125164849	id-104744	1	+	NA	NONE	12
chr9	125207773	125207923	id-104745	1	+	NA	NONE	19
chr9	125215553	125215703	id-104746	1.29e-05	-	ATGCTTGTGGTCTAAATGGTCACTAGGGGGAGTTC	UpstreamP1_CTCF	40
chr9	125216848	125216998	id-104747	7.27e-06	-	AAGCTTAATCTGCTACATGCCTGTAGAGGGCAGGA	V_CTCF_BR	40
chr9	125226117	125226267	id-104748	5.51e-07	+	GTTTTGTGTGGACCTCCAGCCAGGAGGTGGCGCTT	V_CTCF_BR	34
chr9	125227395	125227545	id-104749	1	+	NA	NONE	38
chr9	125261182	125261332	id-104750	5.53e-08	+	GTGCAGTTCATCCCACAAGCCTATAGATGGCACTA	UpstreamP1_CTCF	40
chr9	125313827	125313977	id-104751	9.29e-06	+	GCTGAAGTACACTGCATTGCCAGCAAGAGGCTTCA	Upstream_CTCF	2
chr9	125481808	125481958	id-104752	1.93e-05	-	TAAGCTGGTGTGTCCTCTGCCAACAGAGGTCGTCT	Upstream_CTCF	2
chr9	125560088	125560238	id-104753	1	+	NA	NONE	8
chr9	125572717	125572867	id-104754	1.48e-05	-	GGGTTATAATGCAAAATGGCCACGCGGTGGCAGCA	UpstreamP1_CTCF	40
chr9	125590043	125590193	id-104755	1	+	NA	NONE	18
chr9	125597579	125597729	id-104756	1.39e-05	+	AGCACAGTGATGAGCTTTCTCAGTAGAGGGCACTG	V_CTCF_BR	27
chr9	125600884	125601034	id-104757	2.93e-07	-	TTGAAGTCCTTGCCATCTTCCAGCAGGCGGCAGTA	UpstreamP1_CTCF	26
chr9	125674716	125674866	id-104758	7.9e-07	-	TTGCAGTTGTCCAGGTGAACCGGAAGGAGGACCTG	UpstreamP1_CTCF	12
chr9	125675184	125675334	id-104759	2.66e-05	+	GTCAGCTGCTCTCTGAGCACCGCGAGATGGTGCCT	V_CTCF_BR	14
chr9	125693216	125693366	id-104760	8.97e-05	-	GGGGTTTTCCCCTATTTGGCCACTGGTCGCAGCAC	Upstream_CTCF	9
chr9	125753703	125753853	id-104761	1.48e-06	-	GCACTGTACACTAAATTGGCCACCAGATGGCATGA	V_CTCF_BR	40
chr9	125797489	125797639	id-104762	1	+	NA	NONE	0
chr9	125836556	125836706	id-104763	8.56e-05	-	TTGCAGTGAAAAGAGTAAGAAACCACTGGGAGGCA	UpstreamP1_CTCF	18
chr9	125844224	125844374	id-104764	2.18e-07	+	GTGGCAGTATCTGAAATGGCCACAAGATGGGTGTG	Upstream_CTCF	39
chr9	125853872	125854022	id-104765	9.71e-06	-	TTTGTAGATGACAAGCAGACAAGCAGAGGGCGCTA	Upstream_CTCF	38
chr9	125865054	125865204	id-104766	1.04e-06	+	CCTGGTGTGCATTAGGTGGACAGAAGAGGGAGACA	Upstream_CTCF	40
chr9	125870042	125870192	id-104767	2.33e-07	-	GTGAAGTGACTCTCCAAGGCCACAAGGGGCCCATG	UpstreamP1_CTCF	16
chr9	125870335	125870485	id-104768	3.42e-05	+	CTCGTACTTCTGTCAGTAACCAGCAGGGTGGCTGC	Upstream_CTCF	10
chr9	125987881	125988031	id-104769	1	+	NA	NONE	40
chr9	126030731	126030881	id-104770	1.93e-05	-	CTGGGCAGAGGAGCCGGAGACGCGAGCGGGCGAGG	V_CTCF_BR	7
chr9	126083200	126083350	id-104771	5.34e-06	-	TAGGGGCCTTCACCTACAACCGCCAGGTGTCAGGC	V_CTCF_BR	4
chr9	126098999	126099149	id-104772	3.03e-05	-	TAGGAGATCTCAGGAAAGGCCTCCAGGTGGCCTTC	Upstream_CTCF	8
chr9	126112248	126112398	id-104773	1.3e-07	-	ACTGTAGGCCCCTTTTCAGACACTAGAGGGAGCTC	Upstream_CTCF	40
chr9	126116443	126116593	id-104774	4.71e-06	+	AAGACACTTCCAGGTCTGGCCACAAGGTGGAGTGT	Upstream_CTCF	40
chr9	126118289	126118439	id-104775	1.03e-06	+	GGCTGATGTCTAGGGACGTCCACGAGGTGGAGCAG	V_CTCF_BR	19
chr9	126127673	126127823	id-104776	8.02e-08	-	CTGCAGCAAGAGGCAAGTTCCACTAGGGGCAGGGC	UpstreamP1_CTCF	40
chr9	126132838	126132988	id-104777	8.71e-06	+	CCCTAAACGATGGCCATTGGCACCAGGTGGAGGTT	V_CTCF_BR	3
chr9	126135681	126135831	id-104778	2.96e-05	-	CATCCAGCCACAGCAGCCAGCGCGAGGTGGTGGCC	V_CTCF_BR	1
chr9	126145071	126145221	id-104779	5.52e-05	+	AAGCTCTCGTCCCTTTATGCCAGTGGCGGTTGCCA	UpstreamP1_CTCF	1
chr9	126147766	126147916	id-104780	1.91e-08	-	ACTGTGATCCTACCCTTGACCGCCAGGTGGTGCCC	Upstream_CTCF	40
chr9	126162178	126162328	id-104781	1.95e-07	-	GCTGTGGGTCAGACACCAGTCAGCAGGGGGCGCGG	Upstream_CTCF	40
chr9	126164311	126164461	id-104782	1.27e-06	+	GTGCCATGCAGCGTTCTCTCCATAAGGGGGCAATC	UpstreamP1_CTCF	40
chr9	126180041	126180191	id-104783	9.41e-05	+	CACATGTCTCACCAAGACTCTGGTAGAGGGCGCTG	V_CTCF_BR	9
chr9	126188780	126188930	id-104784	1	+	NA	NONE	12
chr9	126197007	126197157	id-104785	2.72e-06	-	ATGCACTTACTGTAAGCATGCACTAGTGGCCGCCT	UpstreamP1_CTCF	30
chr9	126200359	126200509	id-104786	9.84e-05	+	TCCTTAAAACTCATGCCTGCCGGTAGTAGGTGCTC	V_CTCF_BR	2
chr9	126306395	126306545	id-104787	9.67e-08	+	ACTGCTGTGAGAAAGCTAGCCACTAGGTGTCAGCC	Upstream_CTCF	40
chr9	126360321	126360471	id-104788	1.03e-06	-	CAGAAGAGAGGGAAGATGCCCAGGAGGGGGCTCCA	V_CTCF_BR	6
chr9	126486804	126486954	id-104789	2.6e-06	+	AATGAAAGCTAGGATGCAGACAGGAGGTGGCAGCA	V_CTCF_BR	33
chr9	126487806	126487956	id-104790	1	+	NA	NONE	8
chr9	126571380	126571530	id-104791	2.4e-05	-	AAATAAGTACTCGGAGGAACATGCAGGGGGCAGTG	V_CTCF_BR	22
chr9	126587733	126587883	id-104792	3.31e-06	+	TTGCAGGTGTCCAATCCTACCACCAGGACTAGCAG	UpstreamP1_CTCF	37
chr9	126690916	126691066	id-104793	1	+	NA	NONE	9
chr9	126691234	126691384	id-104794	4.5e-05	+	GGGCAGAGGAAGGGAGAGGCCACAAGAGGACCTGG	UpstreamP1_CTCF	12
chr9	126695872	126696022	id-104795	1	+	NA	NONE	20
chr9	126703671	126703821	id-104796	7.78e-06	-	GCTGTCATTGGCCACATAACCAGCAGGAGAAGTCA	Upstream_CTCF	24
chr9	126718052	126718202	id-104797	4.7e-06	+	CCTGCTCAAGGTCATACAGTCAGTAGGTGGCAGAG	V_CTCF_BR	7
chr9	126722794	126722944	id-104798	4.3e-06	+	AATGAGATTCTGTGCATGTCCTCAAGGAGGCAGTG	Upstream_CTCF	21
chr9	126774116	126774266	id-104799	2.1e-05	-	GTCGGGGTTCACCCTGAAGCCGCTAGGTGTCCGCG	Upstream_CTCF	21
chr9	126776242	126776392	id-104800	3.97e-05	-	ATGTGCCACTGCTTGTCCACCGCCAGCAGGTAGTA	UpstreamP1_CTCF	4
chr9	126777258	126777408	id-104801	2.2e-06	-	TGGGTACCCCCCTTTTCCTCCTCCAGGTGCCGCTG	Upstream_CTCF	4
chr9	126779177	126779327	id-104802	1.55e-05	+	CGCGGGGCTCGGCTCCAGGGCACCTGGTGGCTGGG	V_CTCF_BR	13
chr9	126782110	126782260	id-104803	1.73e-05	+	TCCTGCAGGTCCCCATCAGCTTCCAGGTGGCTGAG	V_CTCF_BR	4
chr9	126785199	126785349	id-104804	4.88e-06	-	GTGTAGTCACGTTCTCCATCCACCAGGAGCTCAGG	UpstreamP1_CTCF	9
chr9	126800112	126800262	id-104805	1.83e-05	+	TTATCTCATTGAATCCTTGCCTCTAGGAGGCAGGG	V_CTCF_BR	33
chr9	126801348	126801498	id-104806	1.69e-05	-	TCGCTCATGACCCCACTGCCCAGCAGAGGGCCTGG	UpstreamP1_CTCF	36
chr9	126803366	126803516	id-104807	1.57e-08	-	GGGGCGATGCCGCGGTGCCCCGCCAGGGGGCGCCC	Upstream_CTCF	40
chr9	126817020	126817170	id-104808	7.44e-06	-	ACTGGCCCTCTGAGCACTGCCGCTGGGTGGCTGAG	Upstream_CTCF	27
chr9	126824625	126824775	id-104809	1.82e-07	+	AGCGCCCATGTCTCCCAGGCCACAAGTGGGCGGTG	V_CTCF_BR	34
chr9	126875436	126875586	id-104810	6.51e-05	-	TCAGACAAGAAGAGAGCTGTAGCCAGAGGGCAGCA	V_CTCF_BR	16
chr9	126885232	126885382	id-104811	1.03e-06	+	CCCCTAGTAGCAGTGGCAGCCAGCAGAGGGAGACT	V_CTCF_BR	40
chr9	126889204	126889354	id-104812	4.82e-11	+	CTGCAATGACAGCGTTCTGACACCAGGGGGCGCAG	UpstreamP1_CTCF	40
chr9	126896106	126896256	id-104813	1	+	NA	NONE	36
chr9	126960004	126960154	id-104814	1	+	NA	NONE	1
chr9	126964878	126965028	id-104815	2.72e-05	-	TGGCTGGGTTTCAATTAGTTCAGAAGGTGGCAGTG	UpstreamP1_CTCF	2
chr9	126971641	126971791	id-104816	8.91e-07	-	GGAGCAGGTCTGTGGGCTAACAGGAGAGGGAGGTA	Upstream_CTCF	3
chr9	126981045	126981195	id-104817	1	+	NA	NONE	29
chr9	127014087	127014237	id-104818	1	+	NA	NONE	24
chr9	127016806	127016956	id-104819	1	+	NA	NONE	2
chr9	127029791	127029941	id-104820	1	+	NA	NONE	30
chr9	127046947	127047097	id-104821	3.45e-05	+	GGGTCCAAGACCACATGCACCGCCTGGTGGAACTT	V_CTCF_BR	12
chr9	127052341	127052491	id-104822	3.63e-06	-	GGCTGTGCACACCTCAGTGCATCCAGGTGGCGGCG	V_CTCF_BR	2
chr9	127054449	127054599	id-104823	1.52e-07	-	GGCTGAATGGGCAGCCCCACCAGCAGGTGGCTGAG	V_CTCF_BR	22
chr9	127056148	127056298	id-104824	1.48e-06	-	TCTGTGAGCACACAGTGGGCAGCCAGGGGGCACCA	V_CTCF_BR	27
chr9	127060207	127060357	id-104825	1	+	NA	NONE	6
chr9	127073685	127073835	id-104826	3.91e-06	-	AGTGAGCTCTCAGGAAAAGGCAGGAGGGGGCGCCA	Upstream_CTCF	29
chr9	127074648	127074798	id-104827	1.38e-07	+	GTGCTGTTGGGGTGCTGGGCCTCTAGGGGTCGTCC	UpstreamP1_CTCF	34
chr9	127082699	127082849	id-104828	5.01e-06	-	TAGTCCAGACACCAGCCAACCACCAGAGGCCGATA	V_CTCF_BR	40
chr9	127087681	127087831	id-104829	1	+	NA	NONE	18
chr9	127107100	127107250	id-104830	1.27e-06	-	CTGCAGCCCTGCTCCTCCACCACGGAGGGGCGTCC	UpstreamP1_CTCF	3
chr9	127120498	127120648	id-104831	2.53e-05	-	CCTTCTCTGTCCTTCTGAGTCTGTAGAGGGCGCTT	V_CTCF_BR	38
chr9	127135252	127135402	id-104832	8.81e-07	+	CCTACCTCTCCAAAGCTGGCCACCAGTGGTCTCCA	V_CTCF_BR	1
chr9	127149912	127150062	id-104833	1	+	NA	NONE	37
chr9	127155400	127155550	id-104834	3.11e-05	+	ACCAGGGGACCATATCCAGCCACTAGAGAGCAGTG	V_CTCF_BR	38
chr9	127156997	127157147	id-104835	6.8e-06	-	CTGCAAAGGTGGTACTAAGCCAATAGATGGTGCCG	UpstreamP1_CTCF	26
chr9	127161615	127161765	id-104836	1.64e-06	+	TGGCAGGGACTTGCTAACTCCGCCAGGGGCAGCCA	UpstreamP1_CTCF	21
chr9	127172713	127172863	id-104837	5.34e-06	+	ATATAATGTACCAAGCAAGCCACCAGAGGGAGCTT	V_CTCF_BR	36
chr9	127177809	127177959	id-104838	1	+	NA	NONE	40
chr9	127181364	127181514	id-104839	2.17e-08	+	TCTGCAGTGGTACCTGCAGCCTCCGGGGGGTGGTG	Upstream_CTCF	37
chr9	127181937	127182087	id-104840	7.54e-08	+	CCGCAGAGGCACTCAGAGCCCAGCAGAGGGCGACC	UpstreamP1_CTCF	39
chr9	127191769	127191919	id-104841	8.71e-06	+	AGTGACCTGCGTGTGCCCACGGGCAGAGGGAGGCA	V_CTCF_BR	3
chr9	127203788	127203938	id-104842	1.1e-05	-	TGGGTCCTGAGTGGAGGTGGCGGTAGGTGGAGCTC	V_CTCF_BR	1
chr9	127209234	127209384	id-104843	1.6e-10	-	CCTGCACTGCTGCTTGTGGCCACTGGAGGGCGAAA	Upstream_CTCF	39
chr9	127220455	127220605	id-104844	2.27e-06	-	GGACACAGGCCCTCACAGCCCTCCAGGTGGCGCCT	V_CTCF_BR	7
chr9	127237563	127237713	id-104845	5.68e-06	+	ATCTCTGCAAGTGTCTCTGCCACTGGGAGGCGCCG	V_CTCF_BR	13
chr9	127239787	127239937	id-104846	9.78e-07	-	CTGCAGTCCCCCATCTGCGCCAGTGGGGACCTGGC	UpstreamP1_CTCF	10
chr9	127242933	127243083	id-104847	9.88e-07	+	GCGGCGGTGCTCACTGCCGCCACCACGTGGGGCTG	Upstream_CTCF	40
chr9	127267786	127267936	id-104848	1	+	NA	NONE	14
chr9	127273761	127273911	id-104849	1	+	NA	NONE	18
chr9	127274437	127274587	id-104850	4.23e-06	+	GGGCAGCGGAGGGGGCGGGCCTGCTGGCGGCAGCA	UpstreamP1_CTCF	2
chr9	127284891	127285041	id-104851	2.11e-06	+	CCCAAGACGCTGTGGTTGGCCTGAGGAGGGCGCCT	V_CTCF_BR	24
chr9	127295296	127295446	id-104852	4.44e-06	+	TGCCAGTGACCCCTGCCTGCCTGCAGAGGGCCTGG	UpstreamP1_CTCF	29
chr9	127299113	127299263	id-104853	6.17e-09	-	ATGCTGGTTCCTGAACTCACCACCAGGGGGTGGAG	UpstreamP1_CTCF	40
chr9	127314124	127314274	id-104854	6.74e-08	+	CCTGCTTTCGCAGCACCAACCAGGAGGTGGCAGGG	Upstream_CTCF	40
chr9	127324188	127324338	id-104855	1	+	NA	NONE	26
chr9	127345514	127345664	id-104856	1	+	NA	NONE	3
chr9	127379876	127380026	id-104857	9.55e-09	+	GTGGGTGTCCTAGAGTCCACCAGCAGAGGGCAGCA	V_CTCF_BR	40
chr9	127437908	127438058	id-104858	1	+	NA	NONE	27
chr9	127474289	127474439	id-104859	5.67e-06	-	GTGGGTATGCCAGTTTTGTCCATTAGGTGGCAACA	Upstream_CTCF	40
chr9	127516738	127516888	id-104860	1	+	NA	NONE	40
chr9	127527216	127527366	id-104861	1	+	NA	NONE	38
chr9	127529216	127529366	id-104862	1	+	NA	NONE	35
chr9	127533253	127533403	id-104863	2.27e-05	+	CCTCACCCACCGTTGCGCGGCGGCGGAGGGAGCGC	V_CTCF_BR	32
chr9	127534404	127534554	id-104864	2.14e-10	+	CCGAATCCACCCGCTGCGGCCACCAGGTGGCGCGC	V_CTCF_BR	38
chr9	127536778	127536928	id-104865	5.72e-09	+	AGGTCATGTGGGGGAACAGCCAGCAGGGGGCAGAG	V_CTCF_BR	40
chr9	127539614	127539764	id-104866	2.6e-07	+	CGGCTCGGCGGGTAGCGGGGCGCGAGGGGGCGCTG	V_CTCF_BR	38
chr9	127540046	127540196	id-104867	3.56e-06	-	ACTTCTGGAGCTACCTAGTCCTCCAGGGGGTGCAC	Upstream_CTCF	14
chr9	127554982	127555132	id-104868	1	+	NA	NONE	15
chr9	127557306	127557456	id-104869	1	+	NA	NONE	21
chr9	127573293	127573443	id-104870	1	+	NA	NONE	13
chr9	127574869	127575019	id-104871	1	+	NA	NONE	16
chr9	127581370	127581520	id-104872	1.01e-05	-	ACTGTACCACCTGAGGTGACCAGGGGAGGCTCCCT	Upstream_CTCF	16
chr9	127583046	127583196	id-104873	1	+	NA	NONE	6
chr9	127602013	127602163	id-104874	1.46e-08	-	ATTGCCCTTCCCTTCCTGACCAGTAGGGGTAGGAG	Upstream_CTCF	40
chr9	127602935	127603085	id-104875	2.27e-06	+	TCCTGGATTCTCGAGTTCCCCAGCTGGTGGCGCTG	V_CTCF_BR	39
chr9	127615174	127615324	id-104876	1.64e-05	-	GAGCCAATACCCCTTCCGTCCAGGAGTGGCCAGTA	V_CTCF_BR	40
chr9	127615419	127615569	id-104877	1.61e-09	-	AACACGGCAGGCAGAGCGGCCACTAGAGGGCGCGC	V_CTCF_BR	32
chr9	127618301	127618451	id-104878	4.23e-08	-	CCTGGAGAGGCGGCTGTGGCCAGGTGGGGGCAGCC	V_CTCF_BR	40
chr9	127620893	127621043	id-104879	1.73e-06	+	CTCCTGCCCCACTTGTTCTCCAGCAGGGGGTTCTA	UpstreamP1_CTCF	19
chr9	127623687	127623837	id-104880	1.84e-06	-	TGCTGAAACAGCTGGACGACCTGAAGGTGGAGCTG	V_CTCF_BR	32
chr9	127630728	127630878	id-104881	5.12e-07	-	TAGCAGTCACCTTGGCCAGGCAGTTGGGGGCGCCA	UpstreamP1_CTCF	40
chr9	127641714	127641864	id-104882	1.06e-05	-	TCCGCTGTCTCCAGTGGGGGCAGCAGCTGTCCCCC	Upstream_CTCF	1
chr9	127644704	127644854	id-104883	1	+	NA	NONE	1
chr9	127657010	127657160	id-104884	1.39e-05	-	GATGCTTAGGAGCATCTACCCACTAGATGTCAGTA	V_CTCF_BR	40
chr9	127704636	127704786	id-104885	1.9e-06	-	CCTGCAGGTCAGAACTGGAACACGCGAGGGAAGGG	Upstream_CTCF	31
chr9	127876339	127876489	id-104886	2.43e-06	-	CTTGTAGTTTGCATAGTATCCGACAGATGTCACCG	Upstream_CTCF	3
chr9	127882298	127882448	id-104887	1	+	NA	NONE	26
chr9	127905440	127905590	id-104888	1.84e-06	+	TCGCGCCCAGCCCGCGCCGCCGCCTGCAGGCGCCC	V_CTCF_BR	12
chr9	127905962	127906112	id-104889	8.02e-08	-	GTGCAGTTCCTACTTTTAGACGCATGGTGGCGCTA	UpstreamP1_CTCF	40
chr9	127907817	127907967	id-104890	6.82e-05	-	AAGAGAGCTGGAACTTGAATCCCTAGAGGGCACAC	V_CTCF_BR	5
chr9	127939568	127939718	id-104891	1	+	NA	NONE	13
chr9	127952131	127952281	id-104892	1.93e-05	-	AGCAGGTTTCGCGGGGTGGACCGAAGCGGGCTCTC	V_CTCF_BR	40
chr9	127965664	127965814	id-104893	1.35e-05	+	ATTCAACAACTAACATTGGCCTGATGGGGGCAGCT	UpstreamP1_CTCF	19
chr9	127998836	127998986	id-104894	9.25e-06	+	TTCTGCTGTATCCTCTTCACCAGTTGGGGGAGGGC	V_CTCF_BR	11
chr9	128003353	128003503	id-104895	9.25e-06	+	CATCTTGCCAGCCAGTTGGGCAGCAGCAGGCAGTC	V_CTCF_BR	25
chr9	128018380	128018530	id-104896	3.81e-05	+	ATTATTATTTCTGAGCCTGCCAGTGGGGGCCAGTG	V_CTCF_BR	38
chr9	128022914	128023064	id-104897	1	+	NA	NONE	5
chr9	128024000	128024150	id-104898	1.13e-05	-	CTGCAGCGGCGCTGCCGCCACGCCAGCGCGCGTGC	UpstreamP1_CTCF	40
chr9	128099665	128099815	id-104899	1.24e-05	-	CATTTCCTGGACGCCGGTTCCAGCTGGGGTCACTC	V_CTCF_BR	9
chr9	128106018	128106168	id-104900	1	+	NA	NONE	3
chr9	128124203	128124353	id-104901	6.43e-06	-	GAAGCCAGAAGAGCGATGGCCAACAGGAGGAGCTG	V_CTCF_BR	40
chr9	128137105	128137255	id-104902	6.98e-07	-	GGTTTGTACCTGTCCTTGGCCACAAGATGTCACCC	V_CTCF_BR	40
chr9	128170352	128170502	id-104903	2.6e-06	+	ATCTAGCTACGGAATCCGGTCGGTAGGTGGCGCCG	V_CTCF_BR	40
chr9	128170803	128170953	id-104904	5.08e-05	+	GCGGAGGCCGTGGGCGCGGCCGGCAGGGGACCCTT	UpstreamP1_CTCF	12
chr9	128178441	128178591	id-104905	3.88e-06	+	AAGCCCCATCCCCTCCCTGCCAGTGGAGGGAGACC	V_CTCF_BR	7
chr9	128189955	128190105	id-104906	1	+	NA	NONE	1
chr9	128190382	128190532	id-104907	2.19e-08	+	GCCCCTTCCCTGGGCCCCACCACAAGAGGGAGCCC	V_CTCF_BR	39
chr9	128192495	128192645	id-104908	2.01e-05	-	ACGCCAGCCCTGCACCAGGCCTCAAGAGGGCCCTG	UpstreamP1_CTCF	2
chr9	128194338	128194488	id-104909	1.93e-05	-	GGCTCAGATCCTAGTGCTGCCACTTGCTGGCAGGT	V_CTCF_BR	5
chr9	128235371	128235521	id-104910	1	+	NA	NONE	25
chr9	128246318	128246468	id-104911	1.93e-05	+	GAGCTAGCTGAGTTAAGAACAGGCAGGTGGCACCG	V_CTCF_BR	5
chr9	128271966	128272116	id-104912	1	+	NA	NONE	4
chr9	128298091	128298241	id-104913	1	+	NA	NONE	4
chr9	128312592	128312742	id-104914	1	+	NA	NONE	14
chr9	128320831	128320981	id-104915	5.72e-07	+	GTGAATTTGCTGGTTACTAACAGCAGGGGGTGCCA	UpstreamP1_CTCF	40
chr9	128364440	128364590	id-104916	8.16e-07	+	CCACTGCGCTCCAGCCTGGGCAGCAGAGGGAGACC	V_CTCF_BR	23
chr9	128393701	128393851	id-104917	1.06e-05	-	GTGTCTATTCAGACAAGTGCCACAAGGAGGTGGTA	Upstream_CTCF	40
chr9	128402135	128402285	id-104918	8.59e-05	+	TATACTTGAACACAGACAGGCGCATGGGGGCAGAA	V_CTCF_BR	0
chr9	128419902	128420052	id-104919	8.21e-06	+	TCGTTAAAAGGGTTATTCAGCTGCAGAGGGCACTG	V_CTCF_BR	7
chr9	128722678	128722828	id-104920	1	+	NA	NONE	6
chr9	128771469	128771619	id-104921	1.23e-05	-	GTGCTAGTGCTTCTCTCGGCCACACGGTGCCACTG	UpstreamP1_CTCF	39
chr9	128811568	128811718	id-104922	1.55e-05	+	CTGACTTCCTACATCCCAGAGTGCAGGGGGCGCTG	V_CTCF_BR	9
chr9	128812286	128812436	id-104923	5.08e-05	+	GTGTCTTGGATTTGAGTCACCAGCAGGGGTCCTCT	UpstreamP1_CTCF	14
chr9	128816322	128816472	id-104924	1	+	NA	NONE	3
chr9	128822051	128822201	id-104925	1.84e-06	+	GGGAGCAGCCACCGCCTGCCCAGCAGAGGGAGTGA	V_CTCF_BR	14
chr9	128831781	128831931	id-104926	1.82e-06	-	AAGCATTGCATGGGCGCTGACAGCTGGGGGCGGAG	UpstreamP1_CTCF	12
chr9	128852215	128852365	id-104927	1.75e-07	-	CTGTGGTGACTTTTCTGAGCCAGCAGGGGCAGCTG	UpstreamP1_CTCF	12
chr9	128861720	128861870	id-104928	1.19e-06	-	TCCTGTGCTATGGCAGGTTCCAGAAGGTGGCACTG	V_CTCF_BR	1
chr9	128874493	128874643	id-104929	1	+	NA	NONE	3
chr9	128891415	128891565	id-104930	4.43e-05	+	TGCCCAGTTCTCTACCCCACAGCCAGAGGGAGCTT	V_CTCF_BR	10
chr9	128908642	128908792	id-104931	1.84e-06	+	ATAGCTTGGGGACTTGCCGCCACTAGAGGGAGAGG	V_CTCF_BR	40
chr9	128935432	128935582	id-104932	1	+	NA	NONE	9
chr9	128965727	128965877	id-104933	1	+	NA	NONE	30
chr9	128982212	128982362	id-104934	1	+	NA	NONE	6
chr9	128991253	128991403	id-104935	1.73e-08	-	GTGCACTGTGCACCTGAGGCCACATGGTGGCAGTG	UpstreamP1_CTCF	40
chr9	129055938	129056088	id-104936	2.6e-07	-	TGTCCCTCCACTCCTGCGCCCAGCAGGGGGCGTCA	V_CTCF_BR	37
chr9	129064398	129064548	id-104937	8.16e-07	+	AGCAGAAAATCCAATCTGTCCACCAGAGGGAGGGC	V_CTCF_BR	40
chr9	129079937	129080087	id-104938	1.59e-06	+	GGATGTTGACAGTGGGGAGGCACAAGGGGGCAGTA	V_CTCF_BR	36
chr9	129089500	129089650	id-104939	1.41e-05	+	CAGCAGCGCCCCCAAGGCCCGGGCAGGTGAGGGGC	UpstreamP1_CTCF	11
chr9	129098299	129098449	id-104940	2.86e-06	-	GTGCTTTCAGGGAGCAACAACTGCAGGGGGCAGGG	UpstreamP1_CTCF	6
chr9	129128160	129128310	id-104941	4.41e-06	-	ATCTTGGGAAGGAAGAGGGCCACTGGAGGGTGCTC	V_CTCF_BR	13
chr9	129137765	129137915	id-104942	1	+	NA	NONE	11
chr9	129142884	129143034	id-104943	1.84e-05	-	GTCCACTGGGTGTGATGAGCCACCTGAGGGGGCGC	UpstreamP1_CTCF	7
chr9	129148483	129148633	id-104944	6.49e-06	-	GAGATGCTTTAGACATAACCCAGCAGAGGGCAGCT	UpstreamP1_CTCF	40
chr9	129159582	129159732	id-104945	1.63e-05	-	GACGCACTACCCTCCAAACCCACCAGGCTGCCGGT	Upstream_CTCF	25
chr9	129160869	129161019	id-104946	1.55e-08	-	CCGCCACCGCCACGGCTGGGCAGTAGAGGGCGCTG	V_CTCF_BR	40
chr9	129192019	129192169	id-104947	1.73e-05	-	GCACTCGCACTGCAGAAAACCTCCAGGAGGCAGGA	V_CTCF_BR	2
chr9	129245166	129245316	id-104948	4.01e-05	+	GATTTAACCCGCAGCTGCATCGCCAGGAGGCGCTG	V_CTCF_BR	7
chr9	129253687	129253837	id-104949	3.67e-09	-	GCTGCAGTTTAAGATCCTACCACTAGATGGTGCAA	Upstream_CTCF	40
chr9	129261569	129261719	id-104950	1.44e-13	+	CTGCAGTGGCGGCCTGTGCCCACCAGAGGGCGCAG	UpstreamP1_CTCF	40
chr9	129263268	129263418	id-104951	2.58e-10	+	CGTGCATGTGCCCAGGCGGCCACCAGGTGGCAGTG	V_CTCF_BR	40
chr9	129264258	129264408	id-104952	7.9e-07	-	AAGAAGGGCTCCCCTGCAGACAGCAGGTGGAAGTG	UpstreamP1_CTCF	18
chr9	129265442	129265592	id-104953	8.16e-07	+	GCCAGGCTCCCGCCCAGCCCCACCAGGTGTCAGCA	V_CTCF_BR	5
chr9	129272892	129273042	id-104954	3.36e-07	+	TGCAGGTTGGGGAGGGGTGTCAGCAGAGGGCAGCA	V_CTCF_BR	3
chr9	129276591	129276741	id-104955	1.1e-05	+	GGGTTCTCACGCGGTCCGGCCGCGCGGGGGCGCCC	V_CTCF_BR	35
chr9	129297445	129297595	id-104956	1.72e-06	-	ACTGCAAAGGGGAGGAGGACCAGGAGGGGGCCACA	Upstream_CTCF	4
chr9	129317780	129317930	id-104957	3.88e-06	+	CATTGCACTCCAGCCTGGGCCACAAGAGGGAGACT	V_CTCF_BR	37
chr9	129320429	129320579	id-104958	1.84e-12	-	ATGCAGTGCCCCATACCAGCCAGCAGATGGCAGCA	UpstreamP1_CTCF	40
chr9	129327125	129327275	id-104959	3.41e-07	+	CATGCCTTATCGTAGATGGCCTGCAGGTGGCTCTG	Upstream_CTCF	33
chr9	129345811	129345961	id-104960	3.97e-05	-	ATTCTATGGAGTAGCTGGACCCATAGGGGGCACCT	UpstreamP1_CTCF	7
chr9	129361462	129361612	id-104961	2.39e-05	+	GGGGAGGCAGGCACCTTCACCACAAGGCGGCAGGA	UpstreamP1_CTCF	38
chr9	129373444	129373594	id-104962	4.17e-05	-	GCCGCCATGCGGCCCGCGCCCAGATAGGGGCGCTG	Upstream_CTCF	2
chr9	129373954	129374104	id-104963	3.34e-10	+	TTGCAGGGATGGACCGCGACCAGCAGAGGGCAGAA	UpstreamP1_CTCF	40
chr9	129378257	129378407	id-104964	1.85e-05	-	AGTGCAGCAGTGAGCCTGGCAGAAAGGGGGCCTCC	Upstream_CTCF	9
chr9	129393675	129393825	id-104965	3.24e-06	+	GCTGCTGATTCCCAGGAGTCCAGCTGGGGGCCTTT	Upstream_CTCF	13
chr9	129396657	129396807	id-104966	2.1e-05	-	CCTGTTCAGCACCATGGTGGCAGCCGAGGGCAGGA	Upstream_CTCF	4
chr9	129398420	129398570	id-104967	4.5e-05	-	GGGCCTTTACAAGCTACTGCCACTGGGGAGGGCTG	UpstreamP1_CTCF	5
chr9	129424070	129424220	id-104968	2.29e-05	-	CTGATTGAGGCGGCTGAGGGCTGCAGGGGCCACTG	UpstreamP1_CTCF	21
chr9	129425031	129425181	id-104969	1.81e-06	+	CAGGCTCTGGCCTAAGCTTCCTCCAGGTGGGGCTG	Upstream_CTCF	19
chr9	129441251	129441401	id-104970	1	+	NA	NONE	15
chr9	129452754	129452904	id-104971	5.72e-09	-	CAGCTCAGAGACACGGTGGCCACAAGAGGGCAGTG	V_CTCF_BR	40
chr9	129464836	129464986	id-104972	2.46e-08	-	GGGTGCAGGGCGGGGCCTGCCCCTAGGGGGCGCTG	V_CTCF_BR	39
chr9	129467641	129467791	id-104973	1.52e-09	+	CCTGCAATCACCCGTCAGGCCACGAGGTGGCGATC	Upstream_CTCF	40
chr9	129468851	129469001	id-104974	6.82e-05	+	CTCTCAGCCATGTTCCTCACCACGCGGGGGAGCCC	V_CTCF_BR	40
chr9	129535401	129535551	id-104975	8.58e-06	+	AAGTCATAGCAGCAAACAACCACCAGGAGACAGCA	UpstreamP1_CTCF	40
chr9	129540139	129540289	id-104976	4.7e-06	-	ATACATTTCTCTGGGATGGCCTGGAGGTGGTGCTG	V_CTCF_BR	30
chr9	129544162	129544312	id-104977	2.65e-10	-	GCGGCAGTTTAGCATACGGCCAGCAGATGGCGCTG	Upstream_CTCF	40
chr9	129611981	129612131	id-104978	1.32e-05	-	GTATCATTACCCCCGATGGAGGCCAGGGGTCAGTA	Upstream_CTCF	4
chr9	129622596	129622746	id-104979	1.64e-12	+	CTGCACCGCCCTTCTCCCGCCAGCAGGGGGCGCCG	UpstreamP1_CTCF	40
chr9	129655476	129655626	id-104980	2.1e-05	+	TTTGGATTTTACCCTGTGGCCATGGGGAGGCAGTA	Upstream_CTCF	39
chr9	129679328	129679478	id-104981	7.9e-07	+	GTGCTGGCCTCCCTCATTACCACTAGTTGGTGCAG	UpstreamP1_CTCF	32
chr9	129695348	129695498	id-104982	1	+	NA	NONE	5
chr9	129696022	129696172	id-104983	8.97e-05	+	TGCACAATGCTTGCGTGTGCCTGCAGGGGGGGTGT	Upstream_CTCF	15
chr9	129702992	129703142	id-104984	5.61e-08	+	TGAGTAGTTAGGTGATTGGCCACCAGGTGGTGCTG	Upstream_CTCF	40
chr9	129709956	129710106	id-104985	4.03e-06	+	CTGCACTGCAGCTTGTTACCCTGGTGGGGGTGGGG	UpstreamP1_CTCF	28
chr9	129719978	129720128	id-104986	6.64e-05	+	CCTGGGAAGCCTTTCCTTGCCTCCAGGGGCTGTTT	Upstream_CTCF	9
chr9	129728207	129728357	id-104987	1.19e-06	+	GGCTGGGCACCACAGCAGGGCACTAGAGGGAGCCA	V_CTCF_BR	40
chr9	129734774	129734924	id-104988	2.1e-06	-	GGTGCATCCCTTTGGCAAGACCGCAGGTGGCGGCA	Upstream_CTCF	0
chr9	129748249	129748399	id-104989	1	+	NA	NONE	8
chr9	129752626	129752776	id-104990	8.59e-05	-	ATCCTAGGAGCAGTGGGTAGCCACAGAGGGCGCTA	V_CTCF_BR	8
chr9	129752806	129752956	id-104991	5.96e-07	-	GAGGCAGAGCAGAGCATTCCCGGCAGAGGGCACAA	V_CTCF_BR	2
chr9	129811367	129811517	id-104992	1	+	NA	NONE	29
chr9	129816780	129816930	id-104993	2.8e-05	+	GATGCTGTGTACTGCCAGGACAGTGGGCAGCAGCA	Upstream_CTCF	3
chr9	129851121	129851271	id-104994	4.68e-07	+	GGTGGGCTCCTGGCAATGGCCACGAGAGGTCAGGA	V_CTCF_BR	3
chr9	129855724	129855874	id-104995	2.1e-05	+	CTGCAGCAGTTTCTAGCAGCAGGCAGAGGAGGCGC	UpstreamP1_CTCF	10
chr9	129883834	129883984	id-104996	1.85e-05	-	CTGGTACCCCCGCAAGGGGACAGCAGGGGCTCCAC	Upstream_CTCF	14
chr9	129884878	129885028	id-104997	3.71e-05	+	TTTGTGGAGCCTTTACATGCCGCCAGAGGAAACTG	Upstream_CTCF	16
chr9	129894783	129894933	id-104998	6.84e-06	+	CCAGCACAGTGCTTGACACACACCAGGGGGTGCTC	V_CTCF_BR	2
chr9	129907466	129907616	id-104999	1.29e-05	-	GAGCACCTCCCTCGGAGGGCCACTGTGAGGCCACA	UpstreamP1_CTCF	13
chr9	129917313	129917463	id-105000	1	+	NA	NONE	11
chr9	129921710	129921860	id-105001	9.71e-06	-	GAGACAGTTTCCTCGGTCTGCAGAAGGGGGCAGGC	Upstream_CTCF	31
chr9	129949594	129949744	id-105002	7.82e-06	+	TAGCCTTCCTCCCCAGCCACCACAAGAGTGCGGCA	UpstreamP1_CTCF	1
chr9	129957645	129957795	id-105003	2.86e-06	+	CAGCACTGACTCCACACCACCGACAGGTGTCTCAG	UpstreamP1_CTCF	24
chr9	129959807	129959957	id-105004	1	+	NA	NONE	2
chr9	129961625	129961775	id-105005	9.14e-09	-	GGTGCAATATTCTCAGACCCCACCAGGCGGAGCCA	Upstream_CTCF	40
chr9	129964995	129965145	id-105006	1.31e-05	-	GGAAGACTGCTGACCAGGGACACTAGGTGGAGTCA	V_CTCF_BR	9
chr9	129967514	129967664	id-105007	6.86e-07	+	GGTTCTCTTCACCAAATGTCCTCTGGGTGGCAGCC	Upstream_CTCF	36
chr9	129973713	129973863	id-105008	2.83e-07	+	CGCTTTCTGGCTGAAGCAGCCAGTAGGGGGTGGTG	V_CTCF_BR	13
chr9	129976798	129976948	id-105009	1.03e-06	+	AAGCCATGGTCCAAAGAGACCACTGGAGGGAGCCC	UpstreamP1_CTCF	40
chr9	129986458	129986608	id-105010	1.21e-06	+	CGTCAGGCGCCACAAACGGCCACCAGGAGACAGCA	UpstreamP1_CTCF	31
chr9	129987563	129987713	id-105011	3.09e-07	+	TGGCCGCTGCGCTCCTGCGGCAGAAGAGGGCGGCG	V_CTCF_BR	11
chr9	130046365	130046515	id-105012	5.74e-05	+	ATGCTCTGGGCCAGGGCTGCCTTTGTGGGGCAGTG	UpstreamP1_CTCF	39
chr9	130068209	130068359	id-105013	4.51e-05	-	AATGGAACACCACAGGGAGGCGCAAGGTGCTGCTC	Upstream_CTCF	17
chr9	130073534	130073684	id-105014	2.11e-06	+	TAACAAAAAGAAGGGGGTTCCTCTAGGGGGCACCA	V_CTCF_BR	40
chr9	130108980	130109130	id-105015	8.81e-07	-	GGGCACAGAACACTTGGGAACAGCAGGGGGCTCTG	V_CTCF_BR	37
chr9	130110496	130110646	id-105016	4.34e-05	-	AGTTCATTTCCATCTCAGGCATAAAGGGGGAGCCT	Upstream_CTCF	37
chr9	130115802	130115952	id-105017	1	+	NA	NONE	6
chr9	130122601	130122751	id-105018	6.05e-06	-	CTGTGCAGCCGCCATTCTACCACGGGAGGGCTGTA	V_CTCF_BR	18
chr9	130123199	130123349	id-105019	8.71e-06	+	ATTCCCAAAACCAAGTGCTCCTCTAGGGGGAACTG	V_CTCF_BR	39
chr9	130123890	130124040	id-105020	3.28e-05	-	CAGAGAGTTGGGCTGCAGGACAGGTGGTGGCAGGC	V_CTCF_BR	4
chr9	130127478	130127628	id-105021	1.21e-06	-	CCTGCAATGATAACGGGCAACGGTAGTGGGCAGGC	Upstream_CTCF	3
chr9	130131863	130132013	id-105022	6.05e-06	+	CAAGAGCGGGCGTCTCTGGAAAGCAGGGGGAGCAC	V_CTCF_BR	1
chr9	130147348	130147498	id-105023	5.72e-07	+	CCGCAGCTGCAGCTGGTGGCCTCCAGGGTGAGTAG	UpstreamP1_CTCF	19
chr9	130156133	130156283	id-105024	1	+	NA	NONE	36
chr9	130159480	130159630	id-105025	1.54e-05	-	GTTCCCCGGAGCTCACCTGCCGCCAGGAGGCCCCA	UpstreamP1_CTCF	29
chr9	130160409	130160559	id-105026	4.31e-07	-	GCCTGGCACCCAGAAGGTCCCGCCAGGGGGAGCCG	V_CTCF_BR	40
chr9	130169232	130169382	id-105027	1.34e-06	-	GATCACTGAGACAGCTCTGCCACCAGGGGGTCCAG	UpstreamP1_CTCF	8
chr9	130180388	130180538	id-105028	2.04e-08	-	GATGCACTTCCACCCCTGGTCCCCGGGGGGCATCA	Upstream_CTCF	37
chr9	130187083	130187233	id-105029	1	+	NA	NONE	26
chr9	130199849	130199999	id-105030	2.38e-07	-	AGGAAGATCCTTCCCAGAGCCTGCAGAGGGAGCCC	V_CTCF_BR	31
chr9	130213094	130213244	id-105031	2.67e-06	-	TGTGCTGTTTCGAGAAGAGGCAGAGGGTGGCGTGT	Upstream_CTCF	26
chr9	130214749	130214899	id-105032	1	+	NA	NONE	20
chr9	130217657	130217807	id-105033	7.27e-06	-	TGAACAAGGGCAAAACGCCACAGCAGGTGGCAGTG	V_CTCF_BR	36
chr9	130222931	130223081	id-105034	1.82e-06	+	TTTCTGTCTTCCTCAAGGGCCGGTAGGGGGAGATA	UpstreamP1_CTCF	11
chr9	130242123	130242273	id-105035	1	+	NA	NONE	0
chr9	130248413	130248563	id-105036	9.49e-08	+	ACGCACCCAAGGAAGCAAGCCAGCAGGTGGCGGAG	V_CTCF_BR	25
chr9	130252150	130252300	id-105037	3.4e-06	+	GGGGCATATAGTATTTCCCCCAGAAGAGGGCAGGG	V_CTCF_BR	23
chr9	130258188	130258338	id-105038	7.42e-09	-	GACAGCTCCTCCAGGAGGGCCACCAGCTGGCGCTC	V_CTCF_BR	19
chr9	130266356	130266506	id-105039	9.87e-11	+	AGCCCTGACCGGCTGGTGGCCTCCAGGGGGCGCTG	V_CTCF_BR	40
chr9	130268217	130268367	id-105040	3e-08	+	GCTGCCGCTCCATCCCCAACCACCAGAGGGACAGG	Upstream_CTCF	40
chr9	130269552	130269702	id-105041	2.11e-06	+	TCGATGGGGGCGCCCTCGGCCAGCAGGTGCAGGTT	V_CTCF_BR	7
chr9	130285811	130285961	id-105042	1.84e-07	+	GTTGCCACACCATAGTCAGCCACTAGGTGTCACCA	Upstream_CTCF	40
chr9	130288203	130288353	id-105043	8.81e-07	+	GCTACCATGCTACTCCCTGCCACTAGGTGTCACTA	V_CTCF_BR	36
chr9	130300206	130300356	id-105044	6.05e-06	-	CAGCCCAGTACCCATAGAGACACCAGGTGGAGACA	V_CTCF_BR	40
chr9	130303007	130303157	id-105045	1.59e-06	+	CGCCAGCCCTGGTTTGGCCCCAGTGGAGGGCGCTG	V_CTCF_BR	28
chr9	130307997	130308147	id-105046	4.43e-05	-	ACTTCCTCCCACCAGGCGGCCTCGAGGTGTAAAGG	V_CTCF_BR	23
chr9	130325224	130325374	id-105047	1	+	NA	NONE	26
chr9	130336491	130336641	id-105048	1.04e-05	-	AAGGCCTGATGAGTCAGGACCTGTAGGTGGCATTC	V_CTCF_BR	9
chr9	130341279	130341429	id-105049	1	+	NA	NONE	17
chr9	130341988	130342138	id-105050	4.43e-05	-	TAGACACATTTCCAAATGTCCCCTAGGAGGCGGCA	V_CTCF_BR	38
chr9	130348862	130349012	id-105051	8.61e-08	-	CCACAGCTGTGTCCAGTCACCACCAGGGGGCAATG	V_CTCF_BR	40
chr9	130352267	130352417	id-105052	1.3e-07	+	CTGCTGTTGCTCCTGACAATCTGCAGGTGGCGCCT	UpstreamP1_CTCF	40
chr9	130369923	130370073	id-105053	5.52e-05	-	AGGCTTTGTTTTCAAAAGCCCAGGAGAGGGCCTCA	UpstreamP1_CTCF	15
chr9	130374669	130374819	id-105054	3.81e-05	-	TCCTCGGGAGCCGCAGTCCCCGCCTGCTGGAAGGA	V_CTCF_BR	34
chr9	130376380	130376530	id-105055	1	+	NA	NONE	1
chr9	130392194	130392344	id-105056	4.68e-07	+	CCAGTGCAAGCTGAGCCAGCCACCAGGAGGCTCCA	V_CTCF_BR	32
chr9	130397067	130397217	id-105057	9.25e-06	+	TCCAGACAATGCTGACCTTCCTCTTGGGGGCGCAA	V_CTCF_BR	19
chr9	130414431	130414581	id-105058	1.24e-05	-	CTGACTTCATGCATAGGGGGCAGCAGGTGCCACTC	V_CTCF_BR	4
chr9	130427164	130427314	id-105059	6.23e-05	+	GTTCACTGACTGGTCAGGGCCCCCAGTGGAAGTGC	UpstreamP1_CTCF	5
chr9	130461491	130461641	id-105060	4.43e-05	-	TGAGGGGAGTGCAGGCGGCCGGGCAGAAGGCGCCC	V_CTCF_BR	24
chr9	130470063	130470213	id-105061	2.01e-05	+	GGTGACCTTAAAAGACAAACCAGTAGGCGGCAGCT	Upstream_CTCF	21
chr9	130474095	130474245	id-105062	1.48e-05	-	GATCTCTGCTCCAACTGGCTCAGCAGGAGGCGCAG	UpstreamP1_CTCF	3
chr9	130483810	130483960	id-105063	1	+	NA	NONE	6
chr9	130485904	130486054	id-105064	1.82e-07	+	CGCTGCCCTGGCAGGAGTGACTCCAGGGGGCGGTC	V_CTCF_BR	20
chr9	130494444	130494594	id-105065	2.66e-05	+	GGGAGGAAGGGCACCACTGCGTCTAGGAGGCGCTC	V_CTCF_BR	3
chr9	130496962	130497112	id-105066	5.86e-07	-	AGTGCAATCTAGAGGACCGCCTGGTGGGGGCGCTG	Upstream_CTCF	40
chr9	130497649	130497799	id-105067	6.97e-10	+	CAGCAGGACCAGAAGGTGGCCTCCAGGGGGAACCC	UpstreamP1_CTCF	40
chr9	130499409	130499559	id-105068	1	+	NA	NONE	13
chr9	130509337	130509487	id-105069	8.21e-05	-	GCCTACAGCACTGGTATGGCCAGCAGAGGGGGTGG	V_CTCF_BR	26
chr9	130526488	130526638	id-105070	5.28e-05	+	CTTTCACCCCATGGCCTCACCATGGGGTGGCGCTA	Upstream_CTCF	39
chr9	130532325	130532475	id-105071	7.15e-05	+	GAAGACTGAAGGTCCTTGGGAGGTAGGGGGCAGGC	V_CTCF_BR	8
chr9	130536318	130536468	id-105072	1.16e-05	+	GGTTCCATTGCTGGGGTGTCCTCTAGAGGGCCAGT	Upstream_CTCF	5
chr9	130539032	130539182	id-105073	1.92e-05	-	AGGCAATAACCAAATAGGGCCGGCAGGGCTGGGAA	UpstreamP1_CTCF	2
chr9	130542370	130542520	id-105074	5.98e-05	-	CGGACCTACTTTCTATCTTCCGCTAGGGGACACCA	UpstreamP1_CTCF	1
chr9	130547339	130547489	id-105075	8.43e-09	-	TTGACATGGCAACCGACGGCCGCCAGGGGGCGCGG	V_CTCF_BR	40
chr9	130547757	130547907	id-105076	3.88e-06	-	TAGGAGACGGCCCGAGAGCCCAGGAGGGGGCGCGT	V_CTCF_BR	16
chr9	130548944	130549094	id-105077	6.39e-08	+	CCAGGCACCGCAAGACCGGCCAGAAGGTGGCTCTG	V_CTCF_BR	18
chr9	130549180	130549330	id-105078	1.64e-07	+	TAGGCAGTTATGGGTGAGGCCAGGAGGGGGAGTTG	Upstream_CTCF	37
chr9	130553460	130553610	id-105079	3.79e-08	-	ATGCAAGGACTGCCAGCAGCCACCAGGAGTCACGG	UpstreamP1_CTCF	26
chr9	130556880	130557030	id-105080	8.97e-05	+	GCGTCACTTCGTGCCCTACCCAGAAGGGGAGCAGG	Upstream_CTCF	0
chr9	130558346	130558496	id-105081	1	+	NA	NONE	1
chr9	130564669	130564819	id-105082	9.41e-05	-	AGAACGGATTTGAGGGCCACCTGGGGATGGTGGGG	V_CTCF_BR	27
chr9	130568034	130568184	id-105083	9.25e-06	-	TAAGTCTAGACAAGTGAGACCAAGAGGGGGCGCTG	V_CTCF_BR	39
chr9	130577316	130577466	id-105084	1.17e-05	+	CCCTCTGCTGGCTGCCCGACCGGCAGAGGGGGCTC	V_CTCF_BR	2
chr9	130587939	130588089	id-105085	2.38e-07	-	ACTTGGAAGGCGTGGCCGGCCACAAGGAGGCGCAC	V_CTCF_BR	39
chr9	130590732	130590882	id-105086	1	+	NA	NONE	18
chr9	130598371	130598521	id-105087	9.71e-06	+	CCTTCTCTCCCGGCCGGGGGCCCCAGAGGCAAAAA	Upstream_CTCF	0
chr9	130600379	130600529	id-105088	1	+	NA	NONE	13
chr9	130609365	130609515	id-105089	1	+	NA	NONE	3
chr9	130616571	130616721	id-105090	1.23e-05	+	GTGCCGCGGTCCATGCTGTCCACGTGGGGGCCTGT	UpstreamP1_CTCF	24
chr9	130630098	130630248	id-105091	5.7e-05	-	CCTGCCCTGCTGAGCACAGACGGAGGAAGCCGCTT	Upstream_CTCF	3
chr9	130632284	130632434	id-105092	4.98e-09	-	CTGGTCTTCTTGGCTCTGGACACCAGGGGGCGCCA	UpstreamP1_CTCF	40
chr9	130650210	130650360	id-105093	9.11e-08	+	ACTGCAGTTCAGAGCAAGGCCTGAAGGAGTAGCCC	Upstream_CTCF	40
chr9	130661957	130662107	id-105094	3.73e-06	-	AGTGGGGTGACCGAGGCGCTCACCAGGCGGCGGCA	Upstream_CTCF	8
chr9	130668920	130669070	id-105095	4.21e-05	-	GGTCTCCCTGCAAAACAGGAAGGCAGAGGGCAGCC	V_CTCF_BR	7
chr9	130672262	130672412	id-105096	2.27e-06	-	TCCCCCTGTCCCCCCGCCACCCCCAGGAGGCAGTC	V_CTCF_BR	0
chr9	130673098	130673248	id-105097	6.21e-06	-	CCTTTGTTTCCTTGTCTTGGCAGCAGGTGTCACCC	Upstream_CTCF	33
chr9	130680708	130680858	id-105098	2.44e-07	+	GCTGCTGTAGTGGCCCTGCCCCCTAGGGGCCTCCT	Upstream_CTCF	33
chr9	130683943	130684093	id-105099	1.41e-08	-	CTGCGCTTCCTCCTGATGGTCGCCAGAGGGCAGCA	UpstreamP1_CTCF	40
chr9	130692625	130692775	id-105100	4.7e-06	+	TTTCATAGCCGCTGACCCACCAGTAGTGGGCATCC	V_CTCF_BR	34
chr9	130696666	130696816	id-105101	1.47e-05	+	TCCCATGGAGATCTTTCTCACAACAGGGGGCGCCA	V_CTCF_BR	18
chr9	130703982	130704132	id-105102	2.44e-07	+	CCAGCGCTGCTGGAACCAGCCGGCAGGTGGGGCAG	Upstream_CTCF	0
chr9	130705156	130705306	id-105103	8.81e-07	-	GTGAATATTCTCCTCTGAACCACTAGAGGGCAGGC	V_CTCF_BR	40
chr9	130706080	130706230	id-105104	1.41e-09	+	CTGCCATTCCAGGCCGTGGCCAGCAGGAGTCAGCA	UpstreamP1_CTCF	40
chr9	130714525	130714675	id-105105	3.71e-05	-	AATGCCTTCGCCTCACCTCTCACCCGAGGGAGGCG	Upstream_CTCF	4
chr9	130717745	130717895	id-105106	4.68e-05	-	CTGCAGTGGCTCATCCCAGCACCTGCTTGGCACTC	UpstreamP1_CTCF	29
chr9	130720196	130720346	id-105107	1	+	NA	NONE	3
chr9	130730366	130730516	id-105108	9.41e-05	+	GGACATCCAGGGAGGGGGACCAGCAGGTGGCCTAG	V_CTCF_BR	26
chr9	130734630	130734780	id-105109	6.8e-06	+	CTGCCATAACTCTGCCTGGACACAGGAGGACAGAC	UpstreamP1_CTCF	2
chr9	130735886	130736036	id-105110	3.86e-05	+	ATAGTCTGACCTCGCGGAACCAGCAGATGGCCTGG	Upstream_CTCF	3
chr9	130740304	130740454	id-105111	1.38e-06	+	AGGAGGCCAGCCACCCCCACCACAAGGGGCAGCCC	V_CTCF_BR	37
chr9	130764023	130764173	id-105112	1	+	NA	NONE	11
chr9	130783146	130783296	id-105113	5.68e-06	+	GGCCTCAGTTCAAATGTCACCAACAGGGGGAGCCT	V_CTCF_BR	39
chr9	130797567	130797717	id-105114	3.6e-07	-	CATGTTGTTCTCAATATATCCTGTAGGTGGTGCTA	Upstream_CTCF	40
chr9	130805781	130805931	id-105115	1.47e-05	-	CACTGTGGCCCTGGCCTGGCCATTAGAGGGCTCTG	V_CTCF_BR	7
chr9	130814361	130814511	id-105116	1	+	NA	NONE	1
chr9	130819566	130819716	id-105117	2.31e-06	+	AGAGCAATTGCAGCCACAGCCTCCTGGCGGTGGCC	Upstream_CTCF	2
chr9	130829369	130829519	id-105118	1	+	NA	NONE	6
chr9	130846260	130846410	id-105119	2.53e-05	-	AGAACAGTAATGGAATACACCTCTAGAGGGAAGTA	V_CTCF_BR	39
chr9	130850600	130850750	id-105120	2.46e-06	+	GCGCTGTGACTCCCTGGGGACCCTTGGGGGAGCTC	UpstreamP1_CTCF	2
chr9	130865965	130866115	id-105121	1.99e-07	-	GCCCCTGCCCCACCTCCTGCCACCAGGTGTCTCCA	V_CTCF_BR	36
chr9	130866733	130866883	id-105122	1.84e-06	-	GAAAGGGGTTTGCTCAAGGCCACAAGAGGGAGGGA	V_CTCF_BR	7
chr9	130868839	130868989	id-105123	2.43e-06	-	GCTGCAGTAAACAGAAGAGCAGGAAGGAGGCGCAG	Upstream_CTCF	9
chr9	130870659	130870809	id-105124	5.52e-05	-	GGGCTGGTCCCGCTGCGCCCCTGCTGGGGTTGGAC	UpstreamP1_CTCF	0
chr9	130871551	130871701	id-105125	7.27e-06	-	AGGGAGCGCCTCTAAGAAGCCGAAAGGGGGCACCA	V_CTCF_BR	1
chr9	130879984	130880134	id-105126	2.17e-08	+	GATTCATTCCCGGAATTGGCCGCTAGGTGGCAGCA	Upstream_CTCF	40
chr9	130887387	130887537	id-105127	6.15e-05	+	CAGGCTGCAGAGCCAGGCCAGGCTAGGGGGCGCTC	Upstream_CTCF	40
chr9	130906358	130906508	id-105128	6.05e-06	-	TGACTCTCAGAATCACCTGTCAGGAGGGGGAGCCC	V_CTCF_BR	5
chr9	130912969	130913119	id-105129	9.78e-07	-	CTGCGATGGCTTGCTCCTTCCTGAAGGGGGGGCTC	UpstreamP1_CTCF	40
chr9	130932280	130932430	id-105130	1	+	NA	NONE	1
chr9	130943843	130943993	id-105131	3e-09	+	CTGTTATGCCTGGGCAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr9	130946127	130946277	id-105132	7.1e-07	+	CTGGAATTACAGGCACCCGCCACTAGGGCCCAGCT	UpstreamP1_CTCF	36
chr9	130946341	130946491	id-105133	1	+	NA	NONE	20
chr9	130952436	130952586	id-105134	1	+	NA	NONE	15
chr9	130953813	130953963	id-105135	1.04e-07	-	AGGCGCCTGGACCTCCCGTCCCCCAGAGGGCGCTG	V_CTCF_BR	40
chr9	130955149	130955299	id-105136	1.84e-05	+	CTTCCGCGCCGACGTTGGGCGGGCAGGGCGCGCGG	UpstreamP1_CTCF	26
chr9	130965518	130965668	id-105137	1.37e-08	-	CGAGCACCGCTCCCGGACGCCGCTAGGGGGAGCCC	Upstream_CTCF	40
chr9	130966713	130966863	id-105138	1	+	NA	NONE	13
chr9	130967929	130968079	id-105139	3.45e-05	+	AAGGTGCTTTTGTAAACATGCGGGAGGGGGCGCTG	V_CTCF_BR	4
chr9	130979511	130979661	id-105140	2.59e-06	-	CTGTTATTACCCCCATTTTGCAGATGAGGGAGCTG	UpstreamP1_CTCF	0
chr9	130981235	130981385	id-105141	2.31e-06	-	GGTTCAGCACTGGACAGGGCGGCGAGAGGGCGGGC	Upstream_CTCF	9
chr9	130982713	130982863	id-105142	1	+	NA	NONE	1
chr9	131017624	131017774	id-105143	2.17e-09	+	CCTGTGAAGCGGGCTCTGGCCACTAGGGGGCAGGG	V_CTCF_BR	40
chr9	131021595	131021745	id-105144	9.25e-06	-	CCCTCACGCCCAGGGTCTTCCTACAGGTGGAGCTG	V_CTCF_BR	27
chr9	131033448	131033598	id-105145	1	+	NA	NONE	5
chr9	131047713	131047863	id-105146	1	+	NA	NONE	4
chr9	131056804	131056954	id-105147	3.88e-06	+	AAGAGACATCCATGTCTGTCCAGTAGGAGGCAGCC	V_CTCF_BR	23
chr9	131057717	131057867	id-105148	5.77e-08	+	GGTGTCATAGTGGGCACGGCCTCGAGGGGGCAGTG	V_CTCF_BR	40
chr9	131084557	131084707	id-105149	1	+	NA	NONE	1
chr9	131085379	131085529	id-105150	1.73e-05	+	AAGGCCGCCCGCGCCTCGCCCCCGTGGGGGCGGCT	V_CTCF_BR	6
chr9	131100972	131101122	id-105151	8.21e-05	+	CATACCACTGCACATTCTGCCTCCTGATGGTGATA	V_CTCF_BR	4
chr9	131103799	131103949	id-105152	7.78e-06	-	ATCGCAGTGCGTCTGTTGGTCTATAGAGGGCGACC	Upstream_CTCF	40
chr9	131107341	131107491	id-105153	3.88e-06	-	AGGCCGCCACTGTGTGTGAACAAGAGAGGGCGCTG	V_CTCF_BR	8
chr9	131124518	131124668	id-105154	7.54e-08	+	CTGCCGTGCCTGAGTGTGATCAGCAGAGGGCGTGT	UpstreamP1_CTCF	40
chr9	131133039	131133189	id-105155	9.41e-05	+	GCACCGATCAAAATGCCTGGCACAGGGAGGCGCAA	V_CTCF_BR	30
chr9	131172348	131172498	id-105156	6.05e-06	+	TAGCCCAGGCCGACCGTAGCCACCAGGAGGAGTAA	V_CTCF_BR	39
chr9	131174800	131174950	id-105157	4.24e-07	-	ATTGTAGTTCTGACCAAATCCAGGTGATGGCGCCA	Upstream_CTCF	40
chr9	131176848	131176998	id-105158	9.29e-06	-	CATGCTATGTGCAGGTGGAACGCTAGGGGCTGGGA	Upstream_CTCF	33
chr9	131182570	131182720	id-105159	6.2e-10	+	TGCGGAGCTAGCGCCAGGGCCGCCAGAGGGCGCCC	V_CTCF_BR	40
chr9	131183450	131183600	id-105160	9.51e-07	-	CTCAGAGGTCTGTCGTCTCCCAGCAGGGGGCTCGG	V_CTCF_BR	22
chr9	131191744	131191894	id-105161	1	+	NA	NONE	13
chr9	131201009	131201159	id-105162	5.52e-10	+	CTGGCACTAACCAATGTGGCCACCAGAGGGCGCAA	Upstream_CTCF	40
chr9	131258138	131258288	id-105163	7.27e-06	+	GTGCGTTGAGACTTGGACACCTGCTGAGGGCACTG	V_CTCF_BR	11
chr9	131285936	131286086	id-105164	1.38e-06	+	AGGAGATGCTGCAGCTCAGCCAGCAGCTGGATGCC	V_CTCF_BR	3
chr9	131314441	131314591	id-105165	1	+	NA	NONE	25
chr9	131316917	131317067	id-105166	4.88e-05	-	TTCCTGGAGTCAGCATTTGCCACTAGGGCGTTGCA	UpstreamP1_CTCF	33
chr9	131346727	131346877	id-105167	8.21e-06	+	GAGCCCATTGCCGCATCTACCAACAGAGGTCAGTC	V_CTCF_BR	4
chr9	131369955	131370105	id-105168	1	+	NA	NONE	2
chr9	131373308	131373458	id-105169	1.55e-05	-	ACACACTTCCTAACACTTTCCAGAAGATGGCAATG	V_CTCF_BR	5
chr9	131388268	131388418	id-105170	5.13e-05	-	TGCACTGAGCTCACAGCTTCCTCAAGGGGGAGTGG	V_CTCF_BR	16
chr9	131397599	131397749	id-105171	5.77e-08	+	GCCCCAGAACCAGGCTCACCCACCAGGGGGCAGGC	V_CTCF_BR	40
chr9	131398425	131398575	id-105172	2.83e-07	-	TCAGGACTCAGCTTCCCGCCCTGCAGAGGGCACAA	V_CTCF_BR	35
chr9	131410630	131410780	id-105173	3.63e-06	+	CATCTCAAACAAGCCCACTCCAGCAGGGGGTGCCA	V_CTCF_BR	40
chr9	131464689	131464839	id-105174	6.73e-07	+	CGGCTGGGCGACCCGGCAACCTTCAGGGGGCGCTG	UpstreamP1_CTCF	40
chr9	131464953	131465103	id-105175	5.34e-06	+	TCCCGCGGGCCAGCGGGTCTCGGGAGGGGGCGCCC	V_CTCF_BR	21
chr9	131487078	131487228	id-105176	7.27e-06	-	CTCCGGTGAGGAAAGTCCGCCTGTAGGTGGTGGCT	V_CTCF_BR	18
chr9	131495619	131495769	id-105177	1	+	NA	NONE	38
chr9	131526717	131526867	id-105178	1	+	NA	NONE	9
chr9	131559537	131559687	id-105179	1	+	NA	NONE	0
chr9	131569701	131569851	id-105180	1	+	NA	NONE	0
chr9	131572209	131572359	id-105181	5.65e-05	-	TAGTGTGGTTCCAGGAGGGAAGGTAGGGGGCAGAC	V_CTCF_BR	25
chr9	131580588	131580738	id-105182	8.46e-07	+	AGTGTCTCCCACCCCACGACCAGCAGGGGGCCTGC	Upstream_CTCF	40
chr9	131588741	131588891	id-105183	3.09e-06	-	CCTGCAGTACCTGGAGTGTCCACAGTAAGGGGGTC	Upstream_CTCF	27
chr9	131590637	131590787	id-105184	1	+	NA	NONE	11
chr9	131607463	131607613	id-105185	3.24e-06	-	ACAGCAACTCAGTAGTACTCCAGATGGTGGCGGTA	Upstream_CTCF	25
chr9	131607734	131607884	id-105186	1.64e-06	+	AGCGCCATCCTGTCTGCTCCCAGGAGGGGGAAGAG	Upstream_CTCF	3
chr9	131614401	131614551	id-105187	1.37e-05	+	TTTGTAATTCAGAAAAAATCAGGCAGATGGCGCAT	Upstream_CTCF	39
chr9	131625952	131626102	id-105188	3.84e-11	+	TGTGTTATTCCCGAGTCGGCCAGCAGGGGGCGCAA	Upstream_CTCF	40
chr9	131641647	131641797	id-105189	8.59e-05	-	GGGCGCCTGATTTTATAATCCAGGTGGGGGCGATA	V_CTCF_BR	32
chr9	131642047	131642197	id-105190	1	+	NA	NONE	4
chr9	131644367	131644517	id-105191	3.03e-05	+	GGAGCAGCGCTGCGGCCGGCGGCGGGACGGAGCGG	Upstream_CTCF	17
chr9	131652690	131652840	id-105192	1.9e-06	-	AGTGCGTTTGTCATGCTGCCCGTCAGAGGGCGCAG	Upstream_CTCF	11
chr9	131658021	131658171	id-105193	1	+	NA	NONE	4
chr9	131662232	131662382	id-105194	1.11e-05	-	ACTGCAGATGACTAGATACCCACAAGAGAGCAGTT	Upstream_CTCF	3
chr9	131684483	131684633	id-105195	2.29e-05	-	GGGCGGCTTCTAAGCGCGGCCTCCTGGTGGGGAGG	UpstreamP1_CTCF	22
chr9	131690313	131690463	id-105196	7.44e-09	-	GTTGTATTTCTGCTAATGCCCACCAGATGGCAGGT	Upstream_CTCF	40
chr9	131750062	131750212	id-105197	1	+	NA	NONE	14
chr9	131755400	131755550	id-105198	4.65e-06	+	AGCCTGTGTGTTCCGGTCTCCACCAGGTGGCCCCA	UpstreamP1_CTCF	38
chr9	131769122	131769272	id-105199	5.65e-05	-	CTGGAAAGGAAGGAAAGTTCCTCTAGGGGGCGTCT	V_CTCF_BR	40
chr9	131790803	131790953	id-105200	1.92e-06	-	GGGCAGCAGCGAGCACTGCCCAGCAGCGAGCCCTG	UpstreamP1_CTCF	40
chr9	131799843	131799993	id-105201	1.22e-07	-	AGAGCAGCCCCTGCTGTCCCCACTGGGAGGCAGAG	Upstream_CTCF	7
chr9	131859504	131859654	id-105202	1.1e-06	-	CCTCACCACTCTAGGAGCACCAGAAGGTGGAGCTG	V_CTCF_BR	7
chr9	131862739	131862889	id-105203	2.81e-06	+	CCTGCAGCGTCTTGTCGAACCAGCGGTTGCCGCTG	Upstream_CTCF	7
chr9	131865463	131865613	id-105204	1.17e-05	+	TGTGTGTGCTTCTTCATAACCTCTAGAGGGAGCAT	V_CTCF_BR	40
chr9	131871930	131872080	id-105205	1	+	NA	NONE	17
chr9	131894063	131894213	id-105206	4.62e-11	+	GCTGCAGCTCTGCTGTGGTCCACCAGGGGGAGCTG	Upstream_CTCF	40
chr9	131895449	131895599	id-105207	1.24e-05	+	CTTGTCTGGGGAATGTGATCCACAGGAGGGAGCCC	V_CTCF_BR	9
chr9	131901526	131901676	id-105208	3.36e-07	+	AGAGGAAATCTCAAAGTAGCCACTAGGTGGCAGGA	V_CTCF_BR	39
chr9	131903394	131903544	id-105209	1	+	NA	NONE	4
chr9	131905332	131905482	id-105210	4.38e-09	-	AGACACCCTCGGCTGCCTGCCAGCAGGGGGAGCTC	V_CTCF_BR	40
chr9	131908265	131908415	id-105211	7.78e-06	+	CTTGCAACTTCTTCTATGGGAGCTAGAGGGAGGTT	Upstream_CTCF	18
chr9	131936392	131936542	id-105212	7.1e-09	+	CTGCAGCGCGCCCGAAGCGGCGCTAGGGGGAGCTC	UpstreamP1_CTCF	40
chr9	131937142	131937292	id-105213	1.31e-05	-	ACCCGCCGCTCTTCCCTCCCCAGTGGATGGAGGGA	V_CTCF_BR	31
chr9	131938646	131938796	id-105214	4.14e-06	-	GGGGCGCGCCGGGGGCGCAGCTCAGGAGGGCGCCG	V_CTCF_BR	6
chr9	131940424	131940574	id-105215	1.97e-06	-	GCCGTCTGGGGAGCGCGAGCCCGCGGGTGGCGCGC	V_CTCF_BR	19
chr9	131941667	131941817	id-105216	2.66e-05	+	CTCTATCTGGACCAAGAGGCCTGAAGGGGGCTGGT	V_CTCF_BR	0
chr9	131944973	131945123	id-105217	1	+	NA	NONE	40
chr9	131960642	131960792	id-105218	1.31e-05	-	TGCCCTGGGCTGGAACCCTCCACCAGGAGGAGATG	V_CTCF_BR	22
chr9	131988209	131988359	id-105219	3.81e-05	-	CCAGCACGCCTGTCAGCTTCCTGCTGTGGTCGCTG	V_CTCF_BR	17
chr9	132005692	132005842	id-105220	1	+	NA	NONE	8
chr9	132016490	132016640	id-105221	6.37e-07	-	CTTCAAGGACACACAGGGGCCGGGAGGGGGAGACC	UpstreamP1_CTCF	5
chr9	132077420	132077570	id-105222	1.26e-05	-	CGATTAAAGTCCATGATTGCCAGCCGGGGGCGGTG	Upstream_CTCF	5
chr9	132083076	132083226	id-105223	7.82e-06	-	CTGCTGCCTCGCTCCCAGCCCTGCAGCCGGCTCTC	UpstreamP1_CTCF	29
chr9	132084751	132084901	id-105224	6.21e-05	+	CCTAGAAAACACATACTGACCTATAGGAGGCACTG	V_CTCF_BR	17
chr9	132094121	132094271	id-105225	8.5e-06	-	ACAGGCATTCTGGGGCTCACCACCAGGTGTTCCAC	Upstream_CTCF	13
chr9	132095166	132095316	id-105226	3.24e-06	+	GCTGCCATCTGAAACGTGTCCTGCTGGTGGCACTT	Upstream_CTCF	5
chr9	132096377	132096527	id-105227	2.53e-05	+	TTTTCATGCCTGCTGCCAGCACCCAGGGGGAGCTC	V_CTCF_BR	18
chr9	132096613	132096763	id-105228	6.05e-06	-	ACCTCGGGTTGCTGCAGCCCCGGAAGGGGGAACTG	V_CTCF_BR	18
chr9	132106309	132106459	id-105229	1.14e-06	+	GCTCAGTTCCTGCTGAGGCCCAGCAGGGGAAGGAG	UpstreamP1_CTCF	15
chr9	132108914	132109064	id-105230	2.83e-07	-	TCTGGAGATGGGGGTGCCACCAGCAGGAGGCAGCC	V_CTCF_BR	16
chr9	132113397	132113547	id-105231	2.28e-05	-	CCGGGACCACGGAAATCTTCCTCCAGAGGACAGGG	Upstream_CTCF	11
chr9	132116054	132116204	id-105232	5.12e-06	-	AAGTTCTGAAAACATCCTTCCCGCAGAGGGCAGGG	UpstreamP1_CTCF	4
chr9	132124577	132124727	id-105233	1.9e-06	+	TCTGGAATGTCGGCCCCTGCCTGGAGGGTGCGCAC	Upstream_CTCF	13
chr9	132145965	132146115	id-105234	1	+	NA	NONE	28
chr9	132173989	132174139	id-105235	4.7e-06	+	TCCCATCTAGGCTCTATCACCAGCTGGTGGCGCAT	V_CTCF_BR	2
chr9	132175258	132175408	id-105236	1	+	NA	NONE	13
chr9	132177677	132177827	id-105237	1	+	NA	NONE	3
chr9	132200337	132200487	id-105238	4.21e-05	+	GCCACTGTCCCCTCTCTGACCTTCAGATGGAGCCC	V_CTCF_BR	18
chr9	132221119	132221269	id-105239	1	+	NA	NONE	15
chr9	132222813	132222963	id-105240	1.15e-07	+	CGGCGCGGGCCTCTGTGCGCCGCGAGAGGGAGGCC	V_CTCF_BR	27
chr9	132223364	132223514	id-105241	1	+	NA	NONE	20
chr9	132239562	132239712	id-105242	5.65e-05	-	GGAAGGGAGCTGGGAGATGCCGGCAGAGGGCCCAG	V_CTCF_BR	16
chr9	132242541	132242691	id-105243	7.49e-05	-	TGTCTAGACCAAGGCCTTCTCACCAGGGGGAGTTA	V_CTCF_BR	27
chr9	132244231	132244381	id-105244	7.55e-07	-	ACTACGTGCCACTGCGCCCACAGCAGAGGGCGGTA	V_CTCF_BR	37
chr9	132245241	132245391	id-105245	3.4e-06	-	CGCCTGGGGGCGCCGGCGACCGGCTGGGGCCGCCT	V_CTCF_BR	18
chr9	132249454	132249604	id-105246	4.41e-06	-	GGCCTAGGAGCCTCCAGGCCCACAAGGGGGCTGTT	V_CTCF_BR	8
chr9	132251008	132251158	id-105247	6.46e-07	+	GAACGGCCCCGCATCGCGGCCCCCTGGGGGCAGGA	V_CTCF_BR	33
chr9	132263042	132263192	id-105248	2.72e-06	-	CAGCAATGTGAGTCTCTGGCTCCTAGGGGGCCAAG	UpstreamP1_CTCF	12
chr9	132287321	132287471	id-105249	2.84e-05	+	CCACAGTGAAGTGCCAGGGCCTGCAGGGGACGCGT	UpstreamP1_CTCF	1
chr9	132310848	132310998	id-105250	3.45e-05	+	GAAACCCTGTCCCAGCCCGCCGGAAGGTGGTGACT	V_CTCF_BR	1
chr9	132315641	132315791	id-105251	2.84e-05	+	CAGCAGTGTGTGGCAGTGTGCAGGAGAACGTGCTC	UpstreamP1_CTCF	11
chr9	132330145	132330295	id-105252	2.29e-05	-	GAGTTCCAATCCTGAGGCTCCACTAGGTGGTGTGA	UpstreamP1_CTCF	31
chr9	132331333	132331483	id-105253	1.69e-05	+	GCGCGATCAATTGACACCGCCACCGGGCGGCAGGA	UpstreamP1_CTCF	11
chr9	132331956	132332106	id-105254	9.62e-05	-	GGCCTATAACAGTGCCTGGCCCACAGGGGGCCTCC	UpstreamP1_CTCF	40
chr9	132348883	132349033	id-105255	2.83e-07	+	TCAGGTCTCCTGTCTGCTGCCCCCAGGGGGAGCCC	V_CTCF_BR	12
chr9	132369896	132370046	id-105256	8.21e-06	-	CTGGGCTTTCTGACGGCAGCCAGGTGGGGGCGTGG	V_CTCF_BR	30
chr9	132370261	132370411	id-105257	6.8e-06	-	GTGCGGATACCGCAAGAGGCCAGCAGTGTGCAACC	UpstreamP1_CTCF	18
chr9	132372914	132373064	id-105258	4.58e-08	-	CTGCAGCACCGCGGCGCGCCCACGCGGGGGCAGTG	UpstreamP1_CTCF	40
chr9	132373448	132373598	id-105259	1.6e-10	+	CCTGCTGTTTCCTCAGCGGCCAGGAGGTGGCGAGA	Upstream_CTCF	40
chr9	132374442	132374592	id-105260	4.31e-07	-	CCCAGGTGGCTGGGACCTGCCAGTAGGTGTCACAC	V_CTCF_BR	18
chr9	132375936	132376086	id-105261	4.21e-05	-	CCCAAGGCTTCTCTGGAGGCAGCCAGAAGGCGCTG	V_CTCF_BR	9
chr9	132379671	132379821	id-105262	2.46e-06	-	GTGAGATTCCCTGGTAGGCCCTGCAGGGGACACTG	UpstreamP1_CTCF	40
chr9	132382365	132382515	id-105263	4.17e-05	+	GGAGCTCTCCTAGGAAGGCGCCCAAGAAGTCGGGG	Upstream_CTCF	36
chr9	132386536	132386686	id-105264	5.96e-07	-	TGGGGGTGTCCGGAATCCTCCGCCAGGGGGCAGCT	V_CTCF_BR	40
chr9	132391060	132391210	id-105265	1	+	NA	NONE	7
chr9	132393768	132393918	id-105266	2.47e-05	+	CCTGCCATCTCCACCGCCGCCAGCAGTCTTCAGAA	Upstream_CTCF	4
chr9	132404531	132404681	id-105267	1	+	NA	NONE	34
chr9	132430221	132430371	id-105268	2.43e-06	+	GGGGTGGGGTCTGGGCCAGGCTCCAGGAGGCGCTC	V_CTCF_BR	13
chr9	132431697	132431847	id-105269	1	+	NA	NONE	4
chr9	132439401	132439551	id-105270	1	+	NA	NONE	13
chr9	132446049	132446199	id-105271	1.19e-06	-	GCAGGTGCTGGCTGTGCAGCCTGGGGGTGGCGCTC	V_CTCF_BR	0
chr9	132451060	132451210	id-105272	1.17e-05	-	TAGGCCTAGAGCCACCCAACCAGAGGGTGGTGCTG	V_CTCF_BR	11
chr9	132460585	132460735	id-105273	1	+	NA	NONE	5
chr9	132475272	132475422	id-105274	1	+	NA	NONE	12
chr9	132481468	132481618	id-105275	2.91e-05	-	TCCGCCGCTGCTTCTTCTTCCGCTTGGCGGCGCTA	Upstream_CTCF	15
chr9	132482972	132483122	id-105276	8.91e-07	-	AAAGGTGTTCCCGCTCTCACCTGTAGGGGGACGAG	Upstream_CTCF	39
chr9	132483571	132483721	id-105277	8.99e-05	+	TGGAAAGACTCTGACATGGTCGGCAGGAGGTGCTC	V_CTCF_BR	23
chr9	132488101	132488251	id-105278	9.27e-07	+	GTGCAGTGATGAGGTCACACCAGGTGGGGGCCTGG	UpstreamP1_CTCF	12
chr9	132488986	132489136	id-105279	1.63e-09	+	CCTGCACCTCTGCTTCTCGCCCCTGGGGGGCGCCG	Upstream_CTCF	40
chr9	132499961	132500111	id-105280	7.42e-09	+	AAACAGAGGCGTCCCCTTACCACCAGGGGGCAGTG	V_CTCF_BR	39
chr9	132504616	132504766	id-105281	3.88e-06	-	AGGGTGTCCCTCTAATCAGCCTGTAGGGGGATGTG	V_CTCF_BR	12
chr9	132512728	132512878	id-105282	3.28e-05	-	GACTTGTATCTGAGTTGTATCTCCAGGGGGAGCAA	V_CTCF_BR	7
chr9	132519386	132519536	id-105283	1	+	NA	NONE	4
chr9	132546142	132546292	id-105284	5.89e-08	-	GGGTACTTCCCTAATCTAACCACTAGATGGGGCCA	UpstreamP1_CTCF	40
chr9	132552698	132552848	id-105285	3e-06	-	ATGTGCTCACACCAAGAAGGCACTAGAGGGTGCTG	UpstreamP1_CTCF	40
chr9	132563867	132564017	id-105286	2.34e-06	+	CTGCTGTCGTTCCTGGCATCCAGCAAGGGGCCTGC	UpstreamP1_CTCF	2
chr9	132599154	132599304	id-105287	5.08e-07	+	TGCCCATCAAGCAGCCCATCCACCAGGGGGTACTG	V_CTCF_BR	11
chr9	132603454	132603604	id-105288	8.79e-07	+	CTGAAGGCCCTTTCCTTGGCCTGCAGATGGCCATC	UpstreamP1_CTCF	9
chr9	132630092	132630242	id-105289	2.43e-06	+	TGTGGGGGTGAGCAACTCTTCTGCAGGGGGCGCCC	V_CTCF_BR	18
chr9	132637695	132637845	id-105290	9.84e-05	-	CTGCCCACCCTGCTCTCCCACCACAGGGGGCGCCT	V_CTCF_BR	36
chr9	132640829	132640979	id-105291	2.34e-06	-	GAGCAGGAGCAGCTTCCTGCCTCTGGGTGGGGACA	UpstreamP1_CTCF	5
chr9	132643121	132643271	id-105292	2.72e-06	-	ATGCAGAGGTGCGGCGGGACCACCAGGGAGGACCT	UpstreamP1_CTCF	3
chr9	132646875	132647025	id-105293	2.66e-05	-	AGCGCCATGGCCGACAGAACCACAGGCAGGCGGCA	V_CTCF_BR	17
chr9	132647429	132647579	id-105294	1.19e-06	+	CCTAGGCTGAGACGTCCGTCCAGCAGGTGCCGCAG	V_CTCF_BR	35
chr9	132648067	132648217	id-105295	6.18e-07	+	TGCGCTCTGCCGTCTGCTCCCGCCAGGGGTCCCCA	Upstream_CTCF	40
chr9	132650197	132650347	id-105296	1	+	NA	NONE	21
chr9	132660674	132660824	id-105297	6.04e-07	-	AGGCAGTTTGCAGTGTTTGCCAGAAGAGGGATACA	UpstreamP1_CTCF	22
chr9	132662916	132663066	id-105298	2.4e-05	+	TAACCCAATGTGAGGAAGTCCACGTGGGGGCAGAA	V_CTCF_BR	3
chr9	132688703	132688853	id-105299	2.6e-06	-	GCAGCATCCTGGCCTCTACCCAGCAGAGGCCAGTA	V_CTCF_BR	0
chr9	132691872	132692022	id-105300	6.15e-05	+	TCTGCTTTGCTGTCCTCTGCCATTTGGTGACGTAT	Upstream_CTCF	2
chr9	132719793	132719943	id-105301	1	+	NA	NONE	0
chr9	132802280	132802430	id-105302	1.46e-07	-	GTGCGGTACATTGGGTAGCCCAGCGGAGGGCAGTG	UpstreamP1_CTCF	36
chr9	132805736	132805886	id-105303	1	+	NA	NONE	24
chr9	132806172	132806322	id-105304	2.72e-05	+	TGGAAGCGCAGAGCGCAGTCCACCAAATGGAGGCA	UpstreamP1_CTCF	24
chr9	132814104	132814254	id-105305	3.86e-05	-	AAGGTATTGACTGAAAAAGCCTGCAGGGGCTGGAA	Upstream_CTCF	3
chr9	132820596	132820746	id-105306	1	+	NA	NONE	38
chr9	132840913	132841063	id-105307	3.91e-06	+	CAGGCAGGTTTCCCAGCCATCACAAGGTGGCTCTG	Upstream_CTCF	7
chr9	132853326	132853476	id-105308	1	+	NA	NONE	23
chr9	132862051	132862201	id-105309	1.1e-05	-	AAAAAGTCGTGGAAACAAGTCAGCAGGTGGCACTC	V_CTCF_BR	31
chr9	132868198	132868348	id-105310	8.59e-05	-	TGACTAATTCCTGTGCAGGACGGCAGGAGGCTGCA	V_CTCF_BR	15
chr9	132869502	132869652	id-105311	5.08e-07	+	CTTATTGCCACAGATTTGGCCAGCAGAGGGCGACT	V_CTCF_BR	40
chr9	132872570	132872720	id-105312	5.98e-05	-	CTGAAGAGGTCCCATGCTGTCACCTGGTGGAAAAA	UpstreamP1_CTCF	31
chr9	132880627	132880777	id-105313	7.23e-07	+	GGGGCAGCACCTCCTGTGCACTGTGGGGGGCGTTG	Upstream_CTCF	15
chr9	132901281	132901431	id-105314	1	+	NA	NONE	5
chr9	132919015	132919165	id-105315	1.59e-06	+	TCAGACCCGGCTTGGGAAACCAGCAGGTGTCACCC	V_CTCF_BR	34
chr9	132920586	132920736	id-105316	9.29e-06	-	CCTGGTATCCCAGCATGGGGCAGTGGTGGGCTGAG	Upstream_CTCF	0
chr9	132929398	132929548	id-105317	1.34e-06	+	CCTCAGGGGCTCCTGGACACCACCAGGGGGCCACT	UpstreamP1_CTCF	34
chr9	132930286	132930436	id-105318	1.59e-06	-	TGACGGGGAGGTAGGAAGACCACCAGGAGGCAGTG	V_CTCF_BR	31
chr9	132935278	132935428	id-105319	2.38e-07	+	CCAGGGTGGGGCGGTGGTCCCGGGAGGGGGCGCCC	V_CTCF_BR	19
chr9	132936383	132936533	id-105320	4.59e-07	+	CAGATGTGGCCCACAGCCGCCAGCAGGTGGACTTC	UpstreamP1_CTCF	12
chr9	132944699	132944849	id-105321	5.68e-06	-	CGGAGGCTGCCCCAAATCTCCTGCAGGAGGCAGAA	V_CTCF_BR	8
chr9	132947274	132947424	id-105322	8.71e-06	-	GGATGGGTCCCATCCATGGCCAGTGGGAGGAAGCA	V_CTCF_BR	8
chr9	132949330	132949480	id-105323	1	+	NA	NONE	8
chr9	132978968	132979118	id-105324	2.5e-05	+	TCGTAGTACCTTCTCAGGGCCATTAGGGGCATCCT	UpstreamP1_CTCF	33
chr9	132982146	132982296	id-105325	5.01e-06	+	AGATGGCGTCCCAGCTGTGTCTGCAGAGGGCAGGC	V_CTCF_BR	2
chr9	132982809	132982959	id-105326	1.93e-05	-	CCCTGCATTCCTCCTAATGCCGCCAGGGGCCTGCA	V_CTCF_BR	26
chr9	132998529	132998679	id-105327	1.52e-09	-	GTGCGTTGGCGGCTTACCACCACCAGGGGGCGCGC	UpstreamP1_CTCF	40
chr9	133005567	133005717	id-105328	6.49e-06	-	ATGGTAATACCAGCACCGGCCTCAAGGGGCGCTGC	Upstream_CTCF	40
chr9	133026303	133026453	id-105329	1.48e-06	+	ACTCCCTTGCTGGGTCTGGGCACCTGGTGGCACTA	V_CTCF_BR	19
chr9	133045388	133045538	id-105330	1	+	NA	NONE	0
chr9	133063989	133064139	id-105331	1	+	NA	NONE	3
chr9	133066172	133066322	id-105332	1	+	NA	NONE	1
chr9	133223431	133223581	id-105333	9.81e-06	-	AGCAGCTGGTCCTGGGGAAGCAGCAGGTGGCGTTA	V_CTCF_BR	18
chr9	133235338	133235488	id-105334	1.39e-05	-	CCCTACCAGAAGACCCCGTCCCCTAGGGGGCATTA	V_CTCF_BR	11
chr9	133244346	133244496	id-105335	6.51e-07	-	GTGGCTTTTCTCCTCTGGACCACTGGGGGGCCCTT	Upstream_CTCF	32
chr9	133284105	133284255	id-105336	8.19e-06	+	TTTCTCCTACCTGGTGGAACCTGTAGGAGGCAGCA	UpstreamP1_CTCF	16
chr9	133293121	133293271	id-105337	3.65e-05	-	CTGCAGAAACACAGGAGAAACTGTGGAGGCCAGGA	UpstreamP1_CTCF	26
chr9	133301914	133302064	id-105338	1.97e-06	-	GCCAGCCTTGATGAGGCAGCCACTAGGTGCCAGGC	V_CTCF_BR	10
chr9	133302464	133302614	id-105339	1	+	NA	NONE	24
chr9	133307843	133307993	id-105340	1.04e-07	-	ACCCAGGGCTGGGGCCCTGCCGGTAGGTGGCAGGA	V_CTCF_BR	27
chr9	133308726	133308876	id-105341	5.92e-05	+	GCCCCTCTACGCTGCAGTACCGGCTGCTGCCGCTG	V_CTCF_BR	36
chr9	133320868	133321018	id-105342	3.8e-08	+	GGTGGCCCTGGCTCCCTTCCCTGCAGGGGGCGGCA	V_CTCF_BR	25
chr9	133326907	133327057	id-105343	3.41e-08	-	CACGCAGTGCCGCCGCCCACCTGCAGGTGGAGAAG	Upstream_CTCF	40
chr9	133329559	133329709	id-105344	3.63e-06	-	AGCGGAGAGGCTCCGTCAGCCCCTGGGGGGAGCCC	V_CTCF_BR	1
chr9	133336659	133336809	id-105345	9.02e-13	+	GCGCCCCTCCTCCATGTGGCCACCAGAGGGCGCCA	V_CTCF_BR	39
chr9	133338425	133338575	id-105346	1.5e-05	-	CATGCTATTTTCCAGACTCTCGTCAGGTGGCACAG	Upstream_CTCF	2
chr9	133340884	133341034	id-105347	3.42e-08	+	GGCCACCCGTGGCTTGTGGCCACCTGTGGGCAGCA	V_CTCF_BR	3
chr9	133356177	133356327	id-105348	1.71e-06	+	AGGCAGGGCGAAAATCCTGCCAGGGGTGGGCGCTG	V_CTCF_BR	34
chr9	133414148	133414298	id-105349	9.31e-05	-	CCCGTGGGGACCTTACAGTCCAGGCGGGGGAGCAG	Upstream_CTCF	0
chr9	133444350	133444500	id-105350	7.78e-06	-	CCTGATTTTCTACCTTAGGCCTCTAGGTGGTCTCT	Upstream_CTCF	7
chr9	133450192	133450342	id-105351	1.01e-05	+	GTAGCACTACTCTATGGTACCAGCAGGGTGGTACG	Upstream_CTCF	16
chr9	133499680	133499830	id-105352	1.15e-06	-	TTTGTAATTTGAGTAAGAACCACCAGATGGCTCTT	Upstream_CTCF	13
chr9	133501751	133501901	id-105353	1	+	NA	NONE	26
chr9	133508802	133508952	id-105354	1.23e-05	-	AGGCCTCTGCCCGTTCCACCCGCCAGGGGGCCGTT	UpstreamP1_CTCF	1
chr9	133516205	133516355	id-105355	1.99e-07	+	GAGGAGAGCGTGACCACCGCCTCCTGGGGGCGCAC	V_CTCF_BR	16
chr9	133537818	133537968	id-105356	8.62e-10	-	AGGACCGTTGGGCAGGGCGCCAGCAGAGGGCAGCG	V_CTCF_BR	8
chr9	133558021	133558171	id-105357	2.6e-07	-	CTGCAAAGTGTGAGAGGCGACACCAGAGGGCGCGC	V_CTCF_BR	40
chr9	133559533	133559683	id-105358	6.17e-09	-	CTGCAGTTACAGCCAGCTACCACCAGGTGGGTTCT	UpstreamP1_CTCF	40
chr9	133567890	133568040	id-105359	1.14e-06	-	CTGCCGTGCCTGGAGGAAGGCACTAGAGCCCAGCC	UpstreamP1_CTCF	29
chr9	133576549	133576699	id-105360	1.39e-07	+	AGGTGCAGCTGTCTCTCTTCCTCCAGGGGGCGCTG	V_CTCF_BR	40
chr9	133577124	133577274	id-105361	6.46e-07	+	ACAACGCAGTGCTCCTGGGCCAGCAGGAGGCTCCA	V_CTCF_BR	15
chr9	133582838	133582988	id-105362	3.97e-07	+	ATTATTTCCTTGCAGTGGCCCACTAGAGGGCGCCA	V_CTCF_BR	38
chr9	133607739	133607889	id-105363	1.24e-05	-	ATAAAGGATACTGCTGGCTCCACCAGGGGTCTCTC	V_CTCF_BR	33
chr9	133608416	133608566	id-105364	1	+	NA	NONE	0
chr9	133615811	133615961	id-105365	6.21e-05	-	CACCGATGGAAAAATGGAGCCAAGAGCTGGCTGAG	V_CTCF_BR	0
chr9	133616326	133616476	id-105366	1	+	NA	NONE	0
chr9	133623073	133623223	id-105367	4.88e-05	+	CTTGTGATTACATTTATGCCCACTAGGATGACGGA	Upstream_CTCF	3
chr9	133624936	133625086	id-105368	1	+	NA	NONE	0
chr9	133629215	133629365	id-105369	1	+	NA	NONE	0
chr9	133631395	133631545	id-105370	1	+	NA	NONE	0
chr9	133634456	133634606	id-105371	1	+	NA	NONE	0
chr9	133639266	133639416	id-105372	4.14e-05	+	CCGCTACCACCCCCTGCCAGCACAAGGGGAACATG	UpstreamP1_CTCF	1
chr9	133641375	133641525	id-105373	1	+	NA	NONE	0
chr9	133641743	133641893	id-105374	1	+	NA	NONE	0
chr9	133643937	133644087	id-105375	1	+	NA	NONE	0
chr9	133645393	133645543	id-105376	1	+	NA	NONE	0
chr9	133646449	133646599	id-105377	2.67e-06	+	AGTGTACTAAAAACATTCACCACATGGTGGTGCTC	Upstream_CTCF	39
chr9	133654559	133654709	id-105378	1	+	NA	NONE	1
chr9	133658396	133658546	id-105379	1	+	NA	NONE	0
chr9	133660659	133660809	id-105380	1.39e-05	-	GGCCCAGGGCAGCAGCCCACCACGTGGTGGAGAAA	V_CTCF_BR	0
chr9	133661662	133661812	id-105381	4.5e-06	+	GAGGTGGTTCAGAGAATGGGCTCTGGGTGGCAGGG	Upstream_CTCF	2
chr9	133670787	133670937	id-105382	1	+	NA	NONE	0
chr9	133673823	133673973	id-105383	1	+	NA	NONE	0
chr9	133678823	133678973	id-105384	1	+	NA	NONE	0
chr9	133680267	133680417	id-105385	1	+	NA	NONE	0
chr9	133682922	133683072	id-105386	1	+	NA	NONE	0
chr9	133684039	133684189	id-105387	1	+	NA	NONE	0
chr9	133686473	133686623	id-105388	1	+	NA	NONE	0
chr9	133699255	133699405	id-105389	1	+	NA	NONE	0
chr9	133703351	133703501	id-105390	1	+	NA	NONE	0
chr9	133705056	133705206	id-105391	1	+	NA	NONE	0
chr9	133706381	133706531	id-105392	1	+	NA	NONE	0
chr9	133709843	133709993	id-105393	1	+	NA	NONE	0
chr9	133710552	133710702	id-105394	5.51e-07	-	CGCGCCTGTTAACAAAGGGCCCGGAGAGGGCGCCC	V_CTCF_BR	4
chr9	133711107	133711257	id-105395	5.12e-06	+	TTTCTCTTTCTCGCGATGGCCCCTAGGCGCCGCCG	UpstreamP1_CTCF	13
chr9	133711571	133711721	id-105396	1	+	NA	NONE	0
chr9	133713065	133713215	id-105397	1	+	NA	NONE	0
chr9	133713605	133713755	id-105398	1	+	NA	NONE	0
chr9	133718365	133718515	id-105399	1	+	NA	NONE	0
chr9	133723435	133723585	id-105400	7.73e-06	+	TCATGGCCACGAGGTTGACGCACCAGAGGGAGGCA	V_CTCF_BR	36
chr9	133730424	133730574	id-105401	1	+	NA	NONE	20
chr9	133732194	133732344	id-105402	1	+	NA	NONE	1
chr9	133736255	133736405	id-105403	1.56e-05	-	GCTGCCGTTAGCTTCATAACCACACGGTGACGTCC	Upstream_CTCF	29
chr9	133739106	133739256	id-105404	2.01e-05	-	GTGGAAATAATGTAAGTCAACACTAGGGGACACCC	Upstream_CTCF	40
chr9	133740035	133740185	id-105405	4.14e-06	+	CGCAGCAGTCCTCGGGACACCACCAGGGGGTGAAC	V_CTCF_BR	16
chr9	133741910	133742060	id-105406	1	+	NA	NONE	40
chr9	133742854	133743004	id-105407	1	+	NA	NONE	0
chr9	133745476	133745626	id-105408	1.55e-05	+	AATTGGACAAGGTCTGATTCCAGCAGGGGGAGACA	V_CTCF_BR	40
chr9	133749169	133749319	id-105409	1	+	NA	NONE	0
chr9	133755890	133756040	id-105410	2.72e-06	+	CTGCAGGCCCCAGAGCTGCCCACCAAGACGAGGAC	UpstreamP1_CTCF	0
chr9	133757382	133757532	id-105411	1	+	NA	NONE	0
chr9	133760236	133760386	id-105412	1	+	NA	NONE	1
chr9	133761559	133761709	id-105413	3.12e-08	-	GTGCACCCCACCCCGGGCAGCAGCAGAGGGCAGAG	UpstreamP1_CTCF	6
chr9	133765712	133765862	id-105414	1.77e-05	-	GGAGCAAGACATTAGGTGACCCCCAGGGACGAGGG	Upstream_CTCF	0
chr9	133769090	133769240	id-105415	4.68e-07	+	TCTGTGGGCTCTCTTCTGTCCAGTAGAGGGAAGCA	V_CTCF_BR	30
chr9	133771206	133771356	id-105416	5.7e-05	-	TCAGCACTGCCCCTCTTCAACAACAGCGTCCCCAA	Upstream_CTCF	4
chr9	133771578	133771728	id-105417	8.81e-07	+	CTAAGCCAGGTGCACCTCCCCGGCAGGTGGAGCCC	V_CTCF_BR	7
chr9	133774606	133774756	id-105418	4.21e-05	-	GGCCTCTGTCTGGCACCTGTCGGGGGCGGGCAGCC	V_CTCF_BR	0
chr9	133775629	133775779	id-105419	4.14e-06	-	CCACACAGCACTGGCCAGGGCTGCAGAGGGAGCTC	V_CTCF_BR	0
chr9	133777002	133777152	id-105420	1	+	NA	NONE	0
chr9	133789808	133789958	id-105421	2e-06	-	CCTGCATTTTCTGCCCCGCCCAGCAGGCTGACACA	Upstream_CTCF	0
chr9	133795250	133795400	id-105422	3.97e-05	+	CTGGGGGGCAGCACTGCCCCCGGCAGATTGCAGTG	UpstreamP1_CTCF	0
chr9	133808263	133808413	id-105423	4.01e-05	-	ACGCCAGCCCCAGCCTCGCCCGCCAGGGGACCTTA	Upstream_CTCF	33
chr9	133814585	133814735	id-105424	1	+	NA	NONE	38
chr9	133815059	133815209	id-105425	1.24e-05	+	CGCCGGGAGGGGATTTGTGCCAGGAGGGGGCTTCT	V_CTCF_BR	2
chr9	133816571	133816721	id-105426	1.64e-06	-	CCAACACTCCCAGCAGGAGCCGCTAGGTGGCCCCC	Upstream_CTCF	40
chr9	133819572	133819722	id-105427	1	+	NA	NONE	0
chr9	133820101	133820251	id-105428	1	+	NA	NONE	0
chr9	133826215	133826365	id-105429	1.18e-05	+	CTGCAATTGCACCTTCTCCCCACAAGGGTAGCCCT	UpstreamP1_CTCF	40
chr9	133830531	133830681	id-105430	1	+	NA	NONE	0
chr9	133848513	133848663	id-105431	2.02e-06	-	AGGCAGGGAGCAGAGCTCACCTGCAGGTGGACGGC	UpstreamP1_CTCF	5
chr9	133866446	133866596	id-105432	3.71e-05	+	GCCTCAGTGTTCTCATCTGCAGCCTGGGGGCAACG	Upstream_CTCF	0
chr9	133866812	133866962	id-105433	4.24e-07	+	CCTGGCCTTCACATCAGCCCCAGCAGGCGGCAGAA	Upstream_CTCF	13
chr9	133869309	133869459	id-105434	1	+	NA	NONE	0
chr9	133873809	133873959	id-105435	1.67e-07	-	CAAGTTCACCCGGGACCAACCACCAGGTGGCGATG	V_CTCF_BR	40
chr9	133874376	133874526	id-105436	1	+	NA	NONE	4
chr9	133877643	133877793	id-105437	1	+	NA	NONE	0
chr9	133883061	133883211	id-105438	1	+	NA	NONE	0
chr9	133884339	133884489	id-105439	1.05e-08	+	CGCGCACTGCCGGGCACGTCCAGCAGGTGGGAGTG	Upstream_CTCF	39
chr9	133886093	133886243	id-105440	1	+	NA	NONE	0
chr9	133894125	133894275	id-105441	4.17e-05	+	GCCTGAACTACAGGCTTCACCACAAGGTGGCCACA	Upstream_CTCF	36
chr9	133896188	133896338	id-105442	1	+	NA	NONE	0
chr9	133900968	133901118	id-105443	5.37e-06	+	CAGAGGCCCCTGGCTGTGGCCACCAGGGGCTGTGG	UpstreamP1_CTCF	5
chr9	133901720	133901870	id-105444	3.81e-05	-	CGGGCCGGCCGTAGGTCTTCTGGCAGGAGGCGCTG	V_CTCF_BR	1
chr9	133902456	133902606	id-105445	1.21e-06	+	AGAGCTGTCCCTTCCCTGGCCTCCTGGGGCAGAGC	Upstream_CTCF	0
chr9	133905734	133905884	id-105446	1	+	NA	NONE	0
chr9	133914808	133914958	id-105447	3.11e-05	+	GCAGGTGGAGGGCAGGCTTCCTGTAGGAGGTGCTG	V_CTCF_BR	3
chr9	133922222	133922372	id-105448	3e-08	-	CCTGCTTTCTGCGCGGCTTCCAGCAGAGGGCGCGC	Upstream_CTCF	40
chr9	133928043	133928193	id-105449	1	+	NA	NONE	2
chr9	133928667	133928817	id-105450	1.81e-06	-	GGTACAATACCGCCAGTGACCAGCAGGGGAGTCAC	Upstream_CTCF	40
chr9	133930322	133930472	id-105451	1	+	NA	NONE	0
chr9	133933333	133933483	id-105452	4.42e-12	+	CTGCAGTGCAGATGCATGGCCAGCAGGTGGCAGAG	UpstreamP1_CTCF	40
chr9	133942261	133942411	id-105453	1	+	NA	NONE	1
chr9	133944398	133944548	id-105454	1.06e-05	+	TGGGTCCTTCCCGGGCTGCCCTGAGGGTGGGGCCC	Upstream_CTCF	0
chr9	133948277	133948427	id-105455	3.63e-05	-	AAACATCCTCTCGCTGAATCCAGGAGGAGGCACTG	V_CTCF_BR	0
chr9	133948895	133949045	id-105456	1	+	NA	NONE	0
chr9	133957294	133957444	id-105457	1	+	NA	NONE	0
chr9	133958639	133958789	id-105458	3.73e-06	+	CTTGCACTGTTCCCATAATCCACAGGAGGGCTAAC	Upstream_CTCF	15
chr9	133971635	133971785	id-105459	6.34e-08	+	TTTGCACTTTCCGCGTCCTCCAGCAGAGGGGTCGG	Upstream_CTCF	34
chr9	133974714	133974864	id-105460	1	+	NA	NONE	0
chr9	133976052	133976202	id-105461	1	+	NA	NONE	1
chr9	133977077	133977227	id-105462	9.51e-07	+	CCAGTCACCCTGGCCCCTGTCACCAGGTGGCTGCA	V_CTCF_BR	1
chr9	133977838	133977988	id-105463	2.1e-05	-	AAGGTCATAACTGGTTGGACCTGCAGGGGACACTG	Upstream_CTCF	2
chr9	133984450	133984600	id-105464	5.7e-05	-	ACAGCACTCACTGTGCTAGCATCAAGGGAGCAGAG	Upstream_CTCF	0
chr9	133985548	133985698	id-105465	6.64e-05	-	TCTTCACATCTCCTAGGAGTCCCAAGAGGGAGCTA	Upstream_CTCF	10
chr9	133987649	133987799	id-105466	1	+	NA	NONE	3
chr9	133989848	133989998	id-105467	1	+	NA	NONE	1
chr9	133992300	133992450	id-105468	7.15e-05	-	AATGGGTCATCTAAGGATGGCAGGAGAGGGCTGGG	V_CTCF_BR	0
chr9	133993322	133993472	id-105469	1	+	NA	NONE	0
chr9	133996350	133996500	id-105470	7.78e-06	+	CCTACTGTCCCTTACTGGGGCAGCAGAGGGCTTCG	Upstream_CTCF	0
chr9	134004609	134004759	id-105471	1	+	NA	NONE	0
chr9	134011145	134011295	id-105472	1	+	NA	NONE	0
chr9	134016485	134016635	id-105473	1	+	NA	NONE	0
chr9	134021831	134021981	id-105474	1	+	NA	NONE	0
chr9	134025654	134025804	id-105475	5.74e-05	-	CTGATGTCCCTGCTTTTCTGCAACAGCAGGCTGAA	UpstreamP1_CTCF	0
chr9	134027322	134027472	id-105476	1	+	NA	NONE	0
chr9	134037754	134037904	id-105477	6.84e-06	-	CCTCTGGGAAGTAGGTCTGACTGTAGAGGGCGACA	V_CTCF_BR	14
chr9	134039273	134039423	id-105478	1	+	NA	NONE	0
chr9	134039701	134039851	id-105479	1	+	NA	NONE	0
chr9	134040828	134040978	id-105480	1	+	NA	NONE	0
chr9	134041877	134042027	id-105481	1	+	NA	NONE	0
chr9	134049189	134049339	id-105482	1	+	NA	NONE	0
chr9	134051318	134051468	id-105483	1.5e-05	-	ATAGCCATTCAAATACCTACCTCTTGGGGTAGCTG	Upstream_CTCF	10
chr9	134053788	134053938	id-105484	7.09e-08	+	CTGTAGTAGCGGTGGACTGCCTGCAGGGAGCAGCA	UpstreamP1_CTCF	40
chr9	134055418	134055568	id-105485	1	+	NA	NONE	0
chr9	134056568	134056718	id-105486	1.93e-05	-	CTTGTTCCCTCTACTCTCGTCACCAGAGGTCCCCC	Upstream_CTCF	6
chr9	134056823	134056973	id-105487	1	+	NA	NONE	35
chr9	134061030	134061180	id-105488	1	+	NA	NONE	0
chr9	134061642	134061792	id-105489	1	+	NA	NONE	0
chr9	134065248	134065398	id-105490	1	+	NA	NONE	0
chr9	134066956	134067106	id-105491	1	+	NA	NONE	0
chr9	134069827	134069977	id-105492	1	+	NA	NONE	0
chr9	134073007	134073157	id-105493	3.81e-05	+	AACCACCACCTCAGTAGCACCACCAGCAGCCACCA	V_CTCF_BR	0
chr9	134079330	134079480	id-105494	4.02e-07	-	CCTGCGCTGCCTCTGCCAGACACCTGGAGGCAGCA	Upstream_CTCF	39
chr9	134090492	134090642	id-105495	1	+	NA	NONE	0
chr9	134102610	134102760	id-105496	2.43e-06	-	GCTGCCCAGTGGGCTCAGGCTGCCAGAGGGCAGCA	V_CTCF_BR	3
chr9	134107473	134107623	id-105497	2.67e-06	+	TGTGTACCTTTCCTGCCTTCCTGTAGGTGGTGGAG	Upstream_CTCF	13
chr9	134128078	134128228	id-105498	4.88e-05	+	GAGGAGGCGCTTCTGTGAACCAGGAGGTGGCCCTC	UpstreamP1_CTCF	3
chr9	134132367	134132517	id-105499	1.34e-06	+	CAGGGAGTTTCCACTGAATCCGCCAGGAGGCAGCT	Upstream_CTCF	1
chr9	134139724	134139874	id-105500	4.55e-09	-	GCTGCTGCACCCGCTGCAACCCCCAGGTGGAGGGA	Upstream_CTCF	5
chr9	134145921	134146071	id-105501	6.21e-05	-	GGAGGCAAGGGCGGGGTGGGTGGGAGAGGGAAGTC	V_CTCF_BR	2
chr9	134147646	134147796	id-105502	4.01e-05	-	CAGGGAGGGCCTGATGTCCCCAGGAGGGGCTATGA	Upstream_CTCF	3
chr9	134148545	134148695	id-105503	4.51e-05	-	GGTTCCGTTTGGTGTCCGTCCATGAGGGGGAGAAC	Upstream_CTCF	5
chr9	134150823	134150973	id-105504	3.28e-05	+	CCCTGCAGCCTCTCTGGTGACCCCTGATGGCACAG	V_CTCF_BR	10
chr9	134152052	134152202	id-105505	2.53e-05	+	GGCGAGCGCCGACCCGCGGCTTCCAGGAGGCGAGC	V_CTCF_BR	7
chr9	134152868	134153018	id-105506	3.97e-05	+	CGGCGCCGCCGACTCACCTGCCCCGGGGGCCACTC	UpstreamP1_CTCF	6
chr9	134153280	134153430	id-105507	1.61e-05	-	GTGCGCCGGCTGCGCTCGGCCGGCGGCGGCGGCGA	UpstreamP1_CTCF	0
chr9	134176806	134176956	id-105508	1.56e-06	+	CACCAGTCACCAACCACCACCACCAGGAGGCCTTG	UpstreamP1_CTCF	14
chr9	134186424	134186574	id-105509	1.84e-06	-	TGTCCCAGTTCCTTCCTTGCCACCAGGGGCAACAA	V_CTCF_BR	13
chr9	134211739	134211889	id-105510	1.68e-11	-	CTGCAATGACCACCTTTTCCCACTAGAGGGCGCTG	UpstreamP1_CTCF	40
chr9	134224118	134224268	id-105511	9.55e-09	-	AGGCTCCATCTGAGGTTGGCCAGAAGGTGGCGGCC	V_CTCF_BR	35
chr9	134225530	134225680	id-105512	2.19e-08	+	GGAGGGAGGAAGAGTGTGGCCGGCAGAGGGAGCTG	V_CTCF_BR	40
chr9	134233096	134233246	id-105513	2.96e-05	+	CGTGGGCTTTGGTGCAGCCCCACCAGGTGGTTGCT	V_CTCF_BR	11
chr9	134242304	134242454	id-105514	7.15e-05	+	AGCCTTGCTACCAGCCAGACCACCAGGTGGCCCCT	V_CTCF_BR	40
chr9	134253694	134253844	id-105515	1	+	NA	NONE	3
chr9	134258679	134258829	id-105516	9.25e-06	-	CTGATCCAGGAATGTGAGGCCTCCAGCTGGTGCAG	V_CTCF_BR	14
chr9	134261784	134261934	id-105517	7.61e-08	+	GCAGCAGCTCCCACTGTCCCCAGAGGGTGTCACCC	Upstream_CTCF	26
chr9	134269288	134269438	id-105518	1.22e-07	+	GCCGCCGCTCCCGGGAGGCGCGGCAGGGGGCGCTG	Upstream_CTCF	38
chr9	134271068	134271218	id-105519	9.66e-05	+	GAAGGAATTCAAGGCCCAAACATTAGTGGGCGCTT	Upstream_CTCF	27
chr9	134277565	134277715	id-105520	1	+	NA	NONE	13
chr9	134280122	134280272	id-105521	7.15e-05	-	CTACAAATAGCCCAAATGTCCACCAGTAGGAGACA	V_CTCF_BR	12
chr9	134283372	134283522	id-105522	1.04e-06	-	GTGGCACTCCCACAGTTCAGCTGCAGGAGGCGGAT	Upstream_CTCF	39
chr9	134296395	134296545	id-105523	5.63e-06	-	CTGCAATTGCTCAACTCTGCCTGAGGCTGTCGTCG	UpstreamP1_CTCF	32
chr9	134297984	134298134	id-105524	1.84e-06	-	ACAGGTTCCTGCTATCTGTCCACCAGAGGGAACAT	V_CTCF_BR	32
chr9	134308241	134308391	id-105525	4.23e-06	+	TTGCAGTGGCAGAATTGGAACACTGGGAGATGCAA	UpstreamP1_CTCF	14
chr9	134350891	134351041	id-105526	8.19e-06	+	AAGAACTTCCCAAGCGCCGCCGGCAGAGGGGCTCC	UpstreamP1_CTCF	0
chr9	134351440	134351590	id-105527	1.38e-07	-	CTGCCTGGCCACTGACCTGCCAGCAGGTGGGGCTC	UpstreamP1_CTCF	39
chr9	134353889	134354039	id-105528	1.06e-05	-	TTCTTTCTTCTCTCTTCCTCCAGCAGGCGGCGCTG	Upstream_CTCF	40
chr9	134376970	134377120	id-105529	1	+	NA	NONE	7
chr9	134379554	134379704	id-105530	1.92e-05	-	AAGTTGATGTCAGCCGTCACCACTACAGGGCGCTT	UpstreamP1_CTCF	25
chr9	134405063	134405213	id-105531	2.97e-06	-	TCATCCTGTGGTCTGCAGGGCTGCAGAGGGCACTG	V_CTCF_BR	8
chr9	134406048	134406198	id-105532	6.43e-06	-	TCCCGCCTTCCGAGCATACCCCCCAGGGGGCGGGT	V_CTCF_BR	32
chr9	134422164	134422314	id-105533	1	+	NA	NONE	23
chr9	134433646	134433796	id-105534	7.07e-08	+	TGCAGAGGGAATCTGGGGGCCAGAAGAGGGCAGGC	V_CTCF_BR	9
chr9	134452307	134452457	id-105535	7.1e-07	-	TTGCAGAGGTCAGTCCTCACCTGCAGGTGTCGGGG	UpstreamP1_CTCF	3
chr9	134453131	134453281	id-105536	1.56e-06	+	ACCGCAAGAGGGGGTCCCGCCACCAGAGGGGGTCC	Upstream_CTCF	4
chr9	134455024	134455174	id-105537	8.99e-05	-	TGGTCCCCGCGGCACCTTCCAGGAGGGTGGCGCCA	V_CTCF_BR	1
chr9	134466663	134466813	id-105538	1.55e-08	+	CCCAGGTGGTGGTGGCTGCCCAGCAGATGGCAGCC	V_CTCF_BR	39
chr9	134473237	134473387	id-105539	1	+	NA	NONE	1
chr9	134501524	134501674	id-105540	1.09e-06	+	CCTGCGCTTCTTCTCGGGGAGAGCAGGTGGCGTAT	Upstream_CTCF	3
chr9	134505695	134505845	id-105541	3.63e-06	+	TCCCGTCACCACTGAGTTTCCACCAGAAGGCAGGC	V_CTCF_BR	2
chr9	134510920	134511070	id-105542	1	+	NA	NONE	28
chr9	134516334	134516484	id-105543	4.51e-05	+	CAGGCACTTCCCATTTTCTCCTCTAGGAAATGGTT	Upstream_CTCF	11
chr9	134517098	134517248	id-105544	6.82e-05	-	CGCTGGCGCTGGTTGGTGACGGGAAGGAGGCAGGG	V_CTCF_BR	16
chr9	134525841	134525991	id-105545	7.31e-05	+	CTGCAGGGCAGGGAGGCAGCAGCCTGGGGTGTGGA	UpstreamP1_CTCF	2
chr9	134544501	134544651	id-105546	9.84e-06	-	ATGCTGTTTTTCCTCTGGAGGCCCAGAGGGTGGCC	UpstreamP1_CTCF	16
chr9	134553448	134553598	id-105547	1	+	NA	NONE	10
chr9	134554289	134554439	id-105548	1	+	NA	NONE	9
chr9	134572474	134572624	id-105549	2.18e-07	-	GATGGAGGAGAAGCCTGGGCCAGCAGAGGGCTGCT	V_CTCF_BR	27
chr9	134587815	134587965	id-105550	1	+	NA	NONE	0
chr9	134597519	134597669	id-105551	2.78e-06	+	AGAGACCCTATCGTGGCCATCTCCAGGTGGCGCTC	V_CTCF_BR	13
chr9	134597858	134598008	id-105552	1.39e-05	+	TACGCGCCAAGCTATATCACCACCAGGGGCTAGAG	V_CTCF_BR	10
chr9	134615528	134615678	id-105553	1.28e-06	-	CCGGCGTGGGGACTCCGGCTCGGCAGGGGGCGCTG	V_CTCF_BR	40
chr9	134618015	134618165	id-105554	1.71e-06	-	TCTTTGGATTTGCCTTTGACCTCTAGAGGGCTGCA	V_CTCF_BR	15
chr9	134622886	134623036	id-105555	1.93e-05	-	AGTTTAGAATTCTAGATGTTCACTAGGGGGCAGAA	V_CTCF_BR	39
chr9	134631095	134631245	id-105556	1.77e-05	-	CACGCAGGGCTCCACAGCGCCACCATGTGACAGCA	Upstream_CTCF	40
chr9	134637947	134638097	id-105557	2.68e-11	+	GCGGAGTTCTGCCATGCGGCCACCAGAGGGCGGCA	V_CTCF_BR	40
chr9	134676400	134676550	id-105558	1.82e-07	+	CCCCATCCTGGGGGCCCAGCCAATAGATGGCACCA	V_CTCF_BR	5
chr9	134677315	134677465	id-105559	1	+	NA	NONE	13
chr9	134686123	134686273	id-105560	8.71e-06	-	ACTCTTTTGCTGCATCTGGCCTCTGGGTGGCACTT	V_CTCF_BR	21
chr9	134688417	134688567	id-105561	2.53e-05	+	GGCACACAGTGGGTTCTCCCCAGTGGGAGGCGGTA	V_CTCF_BR	8
chr9	134692006	134692156	id-105562	1	+	NA	NONE	15
chr9	134712815	134712965	id-105563	2.97e-06	+	GGCAGTGGGACTCGAGTGGCCACTGGGAGGCAGGG	V_CTCF_BR	35
chr9	134714075	134714225	id-105564	4.65e-05	-	TTCAGCCCGGGGCCTCCGGCGTGCTGGTGTCAGCC	V_CTCF_BR	8
chr9	134714635	134714785	id-105565	2.01e-05	+	GCAGCTGAGCTTGGAGAGGAAACCAGGTGCCGCTC	Upstream_CTCF	1
chr9	134715404	134715554	id-105566	4.68e-07	+	CCAGGCGTGTGTCCAGTGTCCTGCTGGGGGCGCTG	V_CTCF_BR	21
chr9	134731597	134731747	id-105567	1	+	NA	NONE	24
chr9	134747546	134747696	id-105568	4.59e-07	+	GGCCACTGCCTGCTTCCCACCACCAGGGGACAGGA	UpstreamP1_CTCF	39
chr9	134748688	134748838	id-105569	1	+	NA	NONE	1
chr9	134829810	134829960	id-105570	1.73e-06	-	TTGTTGAGGCCACCTTAAACCTGTAGAGGGCACCC	UpstreamP1_CTCF	39
chr9	134854146	134854296	id-105571	1	+	NA	NONE	3
chr9	134855775	134855925	id-105572	1	+	NA	NONE	3
chr9	134857012	134857162	id-105573	1	+	NA	NONE	11
chr9	134869824	134869974	id-105574	2.5e-05	-	CTCCAGGATTCATCTGGTTTCTGCAGGGGGCAGGC	UpstreamP1_CTCF	2
chr9	134875717	134875867	id-105575	1	+	NA	NONE	25
chr9	134881391	134881541	id-105576	1	+	NA	NONE	11
chr9	134894328	134894478	id-105577	1.1e-05	+	CTGGCTTAGACCAGAGGACCCACAGGAGGGCAGAA	V_CTCF_BR	16
chr9	134915539	134915689	id-105578	2.97e-06	+	TAAACAAAGCTGCTGCCAGCCACCAGGGGCCTCAG	V_CTCF_BR	7
chr9	134917864	134918014	id-105579	1	+	NA	NONE	22
chr9	134950196	134950346	id-105580	2.66e-05	-	GGCAGCCACTGCCAGTTATTCAGAGGAGGGCGGCA	V_CTCF_BR	4
chr9	134966784	134966934	id-105581	2.6e-06	+	AGAAAGTACAGGATGGTGGCCACCAGGGGCTGGTC	V_CTCF_BR	35
chr9	135042152	135042302	id-105582	7.49e-07	-	AGGCAGTGCAGGAAGAGCGCCAGCAGATGCAGCAT	UpstreamP1_CTCF	38
chr9	135045293	135045443	id-105583	8.62e-10	+	AGCAGCTGTTGTTAACCAGCCACCAGGGGGCGCCC	V_CTCF_BR	40
chr9	135058055	135058205	id-105584	1	+	NA	NONE	37
chr9	135061261	135061411	id-105585	1	+	NA	NONE	5
chr9	135070015	135070165	id-105586	9.81e-06	-	TCCTCAGGCCCCTATGCAACCTCAGGGTGGCAGGA	V_CTCF_BR	3
chr9	135077286	135077436	id-105587	1	+	NA	NONE	16
chr9	135089795	135089945	id-105588	7.23e-07	-	TAGGCAGCACCGGGCCTCACCTCCAGGGGAGAGCC	Upstream_CTCF	19
chr9	135111876	135112026	id-105589	2.89e-09	-	CCAGCGCCAGAGCTTCCTGCCAGTAGAGGGCGCTC	V_CTCF_BR	40
chr9	135118938	135119088	id-105590	8.81e-07	-	GAAGCCAGTGCTGGGAGCACCTGCAGGTGGAGCAG	V_CTCF_BR	13
chr9	135128101	135128251	id-105591	6.62e-09	-	CTGTCATGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr9	135134677	135134827	id-105592	2.96e-09	+	GCTGCAGTCCCGCCCACGGCCACCGGGGGCGGTGT	Upstream_CTCF	40
chr9	135144232	135144382	id-105593	2.89e-09	-	CCCCTGGTTTTGGTTCCTGCCACCAGGTGGCGCTC	V_CTCF_BR	40
chr9	135188401	135188551	id-105594	1	+	NA	NONE	33
chr9	135217824	135217974	id-105595	1	+	NA	NONE	2
chr9	135259091	135259241	id-105596	1	+	NA	NONE	1
chr9	135273349	135273499	id-105597	1.73e-05	-	CACGGTACCTGGCCCATTGCCTGCAGGCGGCGCAC	V_CTCF_BR	5
chr9	135286560	135286710	id-105598	5.68e-06	+	GAGGCGAATTTATCTTGCGCCGCTGGAGGGCAGTG	V_CTCF_BR	40
chr9	135287646	135287796	id-105599	3.88e-06	+	TCTCTTCTTCCACCAGGGACAGCCAGGGGGCAGCC	V_CTCF_BR	40
chr9	135322843	135322993	id-105600	1.85e-05	+	GACGTGATCCCTGCTCCTGCCACCAGGAGCGCGTG	Upstream_CTCF	30
chr9	135325098	135325248	id-105601	1	+	NA	NONE	15
chr9	135333948	135334098	id-105602	8.46e-07	-	CTTGTAGTGACCCTACTGGACACAGGAGGGAGAGC	Upstream_CTCF	11
chr9	135378043	135378193	id-105603	8.21e-06	-	GCAACATTATTCACAATAGCCAGAAGGTGGAGACA	V_CTCF_BR	7
chr9	135383152	135383302	id-105604	2.11e-06	+	TGAATGAAACCTGGTCTGACCACAAGGGGGAGCAT	V_CTCF_BR	40
chr9	135421952	135422102	id-105605	1	+	NA	NONE	35
chr9	135422313	135422463	id-105606	2.46e-08	+	ACCCCAAACCCAGGGTGAGCCAGCAGGGGGAGCAG	V_CTCF_BR	14
chr9	135450538	135450688	id-105607	2.89e-09	-	CGCCTCTGACTCAGACTCGCCAGCAGGTGGCACTG	V_CTCF_BR	40
chr9	135458493	135458643	id-105608	1.84e-05	-	AAGTCCTCCGCGGCCTTGGCCGCAAGGCGGCCCCC	UpstreamP1_CTCF	1
chr9	135484716	135484866	id-105609	5.52e-05	-	TTGTCCTTACCTTGAGAAGCCGCTAGGGAGAGAGC	UpstreamP1_CTCF	2
chr9	135506674	135506824	id-105610	7.44e-06	+	TCTTCAGTTCACTCTGTGGCCAGCAGGAAAGAAGA	Upstream_CTCF	16
chr9	135519836	135519986	id-105611	4.68e-07	+	CAAGACCACAAGCAGGGTGCCCCCAGAGGGCACAG	V_CTCF_BR	34
chr9	135521237	135521387	id-105612	1	+	NA	NONE	1
chr9	135526677	135526827	id-105613	1.04e-07	-	GGCACTCTGGGAATTTGAGCCAGCAGAGGGAGCAC	V_CTCF_BR	40
chr9	135540215	135540365	id-105614	2.66e-05	-	AGGATGAGTACAGGGTGGCCAGCCAGAGGGCAGAG	V_CTCF_BR	5
chr9	135545452	135545602	id-105615	3.18e-06	+	AAGACTACCGCGCGTGCCCCCGCCTGGTGGCAGCC	V_CTCF_BR	25
chr9	135547770	135547920	id-105616	1	+	NA	NONE	23
chr9	135548842	135548992	id-105617	3.42e-05	+	CCTGCAGTTCTACAAGAGCCCTCTGTGGGTTAAAA	Upstream_CTCF	37
chr9	135569719	135569869	id-105618	2.38e-07	+	CACTACAAAGCTACTCCTGCCAGAAGAGGGCAGAG	V_CTCF_BR	32
chr9	135638116	135638266	id-105619	3.88e-07	+	CTGTAATTCCAGCTACTTGCACCCAGGAGGCGAAG	UpstreamP1_CTCF	6
chr9	135644334	135644484	id-105620	1.81e-06	+	AGTGCAATACAGTTCCTGCCCGCATGGGGGGAAAC	Upstream_CTCF	39
chr9	135674467	135674617	id-105621	6.49e-06	-	CAGCAGGCGGCGGCGTGGCGCAGCAGGAGGGGCCT	UpstreamP1_CTCF	21
chr9	135675640	135675790	id-105622	3.12e-08	-	ATGCAGAACCCATGTTTCACCAGCAGGTGGTAGTA	UpstreamP1_CTCF	40
chr9	135679510	135679660	id-105623	4.68e-07	+	CACCCGAATAGAAATGCAGGCAGCAGAGGGCAGCA	V_CTCF_BR	35
chr9	135687884	135688034	id-105624	4.7e-06	+	GGTGAGCCGCCGCGCCCGGCCGCTAGGTGGATTTG	V_CTCF_BR	29
chr9	135699154	135699304	id-105625	4.5e-05	+	CTTTGATAAACGCATCCAGCCACATGGGGGCCCAG	UpstreamP1_CTCF	6
chr9	135724095	135724245	id-105626	6.39e-08	+	TAGTGAAAACCATGCAGGGCCTGCAGGGGGCACTC	V_CTCF_BR	28
chr9	135733091	135733241	id-105627	2.97e-06	-	CCTGTCCCCTGCTGTGCAGGCTGCAGGGGGTGCTG	V_CTCF_BR	30
chr9	135777330	135777480	id-105628	3.86e-08	-	TTAGTAATTCACAGAGTGTCCAACAGATGGCGCTG	Upstream_CTCF	40
chr9	135825763	135825913	id-105629	1	+	NA	NONE	0
chr9	135848075	135848225	id-105630	1.84e-07	-	GAAGCAATTCACCATCCCACCACACGGTGGCACTC	Upstream_CTCF	40
chr9	135853141	135853291	id-105631	4.38e-09	+	CTCCCCATCACTTTGTCTGCCACCAGAGGGCAGCA	V_CTCF_BR	40
chr9	135874219	135874369	id-105632	3e-06	-	CTGCACTGCACTAGAGGGGCCTGAAGGGACCTGCA	UpstreamP1_CTCF	1
chr9	135881713	135881863	id-105633	3.56e-06	-	CCTGCAGATCTCCCACAACCCTGAAGGTGCCTCCC	Upstream_CTCF	4
chr9	135897868	135898018	id-105634	1.96e-07	-	GTGTAGTGTTGAATTTTGGCCATGAGATGGCAACA	UpstreamP1_CTCF	40
chr9	135900788	135900938	id-105635	5.89e-08	+	CTGTCACACCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	38
chr9	135916393	135916543	id-105636	1.03e-09	+	CTGTTATGCCCAGACTGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	40
chr9	135924028	135924178	id-105637	3.97e-07	+	GTCAGCACTGCCGCCCCTGGCACTAGATGGCAGCA	V_CTCF_BR	40
chr9	135935828	135935978	id-105638	1.71e-06	-	CCCCCGTTATCAACATCCCCCACCAGGGGGTACAG	V_CTCF_BR	24
chr9	135939135	135939285	id-105639	1.04e-07	+	GTCCCTAGGGGGTTCTTTACCAGCAGGGGGCTCAG	V_CTCF_BR	6
chr9	135953417	135953567	id-105640	1	+	NA	NONE	0
chr9	135978667	135978817	id-105641	1.51e-12	+	GCTGCACTATCAAGAGTGCCCACCAGGGGGCAGGG	Upstream_CTCF	40
chr9	135993184	135993334	id-105642	1.77e-05	+	CTGGCTCGTTCAGAGCCTGCCTGCAGAGGGCCAGT	Upstream_CTCF	13
chr9	136003144	136003294	id-105643	1.13e-05	+	CTGAAATCTCCAGGAGACCACACTGGGTGGCAGAT	UpstreamP1_CTCF	4
chr9	136009514	136009664	id-105644	7.12e-06	+	GTGCAGGAGACAGATCCTGCCCCTGGAGGCTGCAC	UpstreamP1_CTCF	23
chr9	136018237	136018387	id-105645	5.65e-05	+	CCTTCCCAGGCTTGTGTGCACACGGGGAGGCGCCA	V_CTCF_BR	3
chr9	136019912	136020062	id-105646	2.5e-09	-	GCGCGCTCTGGCGGCAGCACCAGCAGGTGGCGCTG	V_CTCF_BR	40
chr9	136022998	136023148	id-105647	2.61e-12	-	GCTGCTGTGCTAGTGCCGGCCACCAGGGGGAGGCA	Upstream_CTCF	40
chr9	136024982	136025132	id-105648	1.38e-06	-	GCCATCCGCCGAGCCGAGTCCAGCAGGTGGCATCG	V_CTCF_BR	36
chr9	136036446	136036596	id-105649	2.57e-08	-	CTGCTGTTGCTCCCGGTGACCAGCAGGGGTTGTGT	UpstreamP1_CTCF	40
chr9	136055410	136055560	id-105650	2.38e-07	-	TTTCGGCCAAACTGTTTCACCACTAGAGGGAGCCC	V_CTCF_BR	40
chr9	136060483	136060633	id-105651	2.86e-06	+	GTGAGATCCCACTCCACACCCACTAGGTGGCCACA	UpstreamP1_CTCF	39
chr9	136061524	136061674	id-105652	1.39e-07	+	GGTGGCAGATTCGCGGCTGACAGCAGGGGGAGCTC	V_CTCF_BR	40
chr9	136063728	136063878	id-105653	3.5e-05	+	CAGTCGCCTTCTTTCCCTGCCATTAGGGGGCTCCA	UpstreamP1_CTCF	38
chr9	136075512	136075662	id-105654	7.73e-05	+	CCAGTAACGCGCCCCTTGAGGACAGGAGGCCACGG	Upstream_CTCF	19
chr9	136102379	136102529	id-105655	3.65e-07	-	GGGGGGGTTGGGAAGGCAGCCACCAGGAGGAGCGA	V_CTCF_BR	3
chr9	136114575	136114725	id-105656	3.65e-07	+	TCGATGACTGCCATACTTACCAGCTGGGGGCGCTG	V_CTCF_BR	40
chr9	136132933	136133083	id-105657	2.6e-06	-	CAGAAGCTGAGTGGAGTTTCCAGGTGGGGGCGGCC	V_CTCF_BR	3
chr9	136150564	136150714	id-105658	5.92e-05	-	GGCTCACCCCGCCCCAGGGCCGCCGGGCGGAAGGC	Upstream_CTCF	3
chr9	136187353	136187503	id-105659	6.9e-05	+	CCTGCAGTGCCCCGCCTGGCCTGTGCTGAGCCTGG	Upstream_CTCF	7
chr9	136196293	136196443	id-105660	8.17e-10	-	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	22
chr9	136200593	136200743	id-105661	8.52e-08	+	CTGCAGGGAAGGAGACAGGACTGCAGGGGGCCCTC	UpstreamP1_CTCF	20
chr9	136208940	136209090	id-105662	5.96e-07	+	GTCCCTGCCTGAGACTTAGCCTGAAGGGGGCGACA	V_CTCF_BR	38
chr9	136209477	136209627	id-105663	5.08e-07	+	CACAGGGGCTGTGTGAGGCCCCCCAGGGGGCGCTG	V_CTCF_BR	39
chr9	136214282	136214432	id-105664	5.3e-05	+	CTGCACTCCAGCCTGGGCGACAGGGGGAGACTACG	UpstreamP1_CTCF	30
chr9	136218952	136219102	id-105665	6.46e-07	-	TGGTGCAGAGGCTGGCAGGCCAGTAGGGGGTGGAC	V_CTCF_BR	40
chr9	136223045	136223195	id-105666	3.88e-06	-	CCTCAGGGTCTCCCCGCGCCCAGGTGAGGGCTGCA	V_CTCF_BR	29
chr9	136223753	136223903	id-105667	5.08e-05	-	CGGGTGTAGACCTGGAGCTCCGGCAGGCGGCAGGG	UpstreamP1_CTCF	27
chr9	136226286	136226436	id-105668	8.59e-05	+	GTCCCAACTCCCTTCTCACCCACTAAGGGGCAGCA	V_CTCF_BR	40
chr9	136238219	136238369	id-105669	8.9e-05	-	TGGCGACATCCTTTCTGGCCCTGCAGGGTGCAGTG	UpstreamP1_CTCF	17
chr9	136242249	136242399	id-105670	9.41e-05	-	GGGCCGGGGGTCCTCCCAGAGGAAAGGGGGCGCGC	V_CTCF_BR	25
chr9	136260136	136260286	id-105671	9.51e-07	-	CTTTCTGGGGACCTCGGTGCCTGCAGGTGGTGCTG	V_CTCF_BR	10
chr9	136262172	136262322	id-105672	9.25e-06	+	GGGAGAGCCCCACGGGGAGGTGGCAGGGGGCGCTG	V_CTCF_BR	40
chr9	136269127	136269277	id-105673	1.82e-07	-	GGGCTGATTCTTGCCCCCACCTCTAGGTGGCAGCC	V_CTCF_BR	40
chr9	136272040	136272190	id-105674	9.57e-10	+	CTGCAGTGGTCTGGAGCAGTCAGCAGGGGGCGCCT	UpstreamP1_CTCF	40
chr9	136275445	136275595	id-105675	1.99e-07	+	TCATTCCTGCCTCGGGTGACCAGGAGATGGCAGGC	V_CTCF_BR	8
chr9	136286854	136287004	id-105676	1.21e-06	-	GAGCCGCACAAGCTGATGACCAGCAGGGGGATTCA	UpstreamP1_CTCF	33
chr9	136294769	136294919	id-105677	8.62e-10	-	CCGGCGCAGAGGTGGGTGGCCAGCAGAGGGAGCGG	V_CTCF_BR	38
chr9	136303049	136303199	id-105678	4.31e-07	-	TTTTCCCCAGCACCACTCCCCTGCAGAGGGCACTG	V_CTCF_BR	32
chr9	136315042	136315192	id-105679	3.86e-05	-	CCTGGCCTGGCATCTGCACACACCAGGAGCTGCCC	Upstream_CTCF	9
chr9	136321712	136321862	id-105680	2.73e-07	+	GAGGCAGCGCTGCGGGCGGCCAGGAGGTGGGGTGC	Upstream_CTCF	33
chr9	136323798	136323948	id-105681	5.9e-06	+	CTGCAGGGTATCAGCTTCCCCAGAGGAGGCAGCCT	UpstreamP1_CTCF	2
chr9	136327066	136327216	id-105682	1.37e-05	-	GCCTCAATGCTGATATCTTCCACGTGAGGGGGCTG	Upstream_CTCF	11
chr9	136328386	136328536	id-105683	3.11e-05	+	GTCTCCTCACCTGTCTCAGACGATAGAGGGCAGGC	V_CTCF_BR	26
chr9	136332361	136332511	id-105684	2.81e-06	+	TAAGCCCCAGTGGACCCTGCCACCAGGTGACGCCA	Upstream_CTCF	9
chr9	136335648	136335798	id-105685	1.35e-05	+	CTGGGGTCCCTGACCCTGTCGCCCAGGGGGCGTGC	UpstreamP1_CTCF	5
chr9	136344029	136344179	id-105686	1	+	NA	NONE	1
chr9	136351142	136351292	id-105687	2.53e-05	+	GCACCGGACTCTGCCATTGCAGGCAGGGGGCGTGC	V_CTCF_BR	21
chr9	136351540	136351690	id-105688	5.09e-10	-	GATGCGATTCTATCTGTAGCCACCAGGTGGCAGCA	Upstream_CTCF	40
chr9	136355566	136355716	id-105689	1	+	NA	NONE	8
chr9	136364255	136364405	id-105690	6.49e-06	-	CAAGCTGGGTGCTATCTGTCCAGCAGGGGCAGGGT	Upstream_CTCF	17
chr9	136371878	136372028	id-105691	1	+	NA	NONE	16
chr9	136377941	136378091	id-105692	1	+	NA	NONE	4
chr9	136388360	136388510	id-105693	1.37e-05	+	CATGCACTTGGCATTCTTGCCCATAGAGGCCCTGC	Upstream_CTCF	16
chr9	136390972	136391122	id-105694	1	+	NA	NONE	3
chr9	136398292	136398442	id-105695	1.95e-07	+	TCTGTGATTCAGCACAGCGACCCCAGGGGGCAGTG	Upstream_CTCF	40
chr9	136405847	136405997	id-105696	3.63e-06	-	CCGGGGCCGCCACTGCCTCCCACAGGCGGGCGGGC	V_CTCF_BR	6
chr9	136418316	136418466	id-105697	1	+	NA	NONE	7
chr9	136430769	136430919	id-105698	1.11e-05	+	GCTGGCCTGCAGACACACGCCGCCGGGCGGCTGGG	Upstream_CTCF	4
chr9	136438313	136438463	id-105699	1.03e-06	+	GACAGCAGGGTGACTGGGGCCAGCAGATGTCTCTG	V_CTCF_BR	1
chr9	136441166	136441316	id-105700	2.37e-05	+	GCTGTACCGCCCGGAGAGGCCCCAGGAGGTGTCTC	Upstream_CTCF	3
chr9	136448753	136448903	id-105701	4.31e-05	+	CTCCTCTGGGCCCAGGTCTCCTCCAGCGGAGAGCA	UpstreamP1_CTCF	1
chr9	136454659	136454809	id-105702	2.17e-09	+	TCCCACTGCAGTCCTCCGGCCACCAGGGGGCGACA	V_CTCF_BR	34
chr9	136458272	136458422	id-105703	9.51e-07	+	ATTTGCCAAGGCAATGCAGCCAGCAGGAGGCAGAC	V_CTCF_BR	34
chr9	136459584	136459734	id-105704	3.18e-06	-	CAGAGGGTGCTACTAGAGCCCAGAAGAGGGAGCCA	V_CTCF_BR	7
chr9	136468413	136468563	id-105705	6.51e-05	+	GGCAAAATAATCAGAGCTAACGCTAGGGGGATGTG	V_CTCF_BR	18
chr9	136469486	136469636	id-105706	3.09e-06	+	ACGTCACTGACACAGCCGAGCACTGGGGGGCAGGC	Upstream_CTCF	19
chr9	136470151	136470301	id-105707	4.7e-05	-	TGCTCACTTCCTGGCTCTGCCGTAAGGTGGCCTCG	Upstream_CTCF	10
chr9	136529894	136530044	id-105708	1.34e-06	-	CAGCTCTCCATGCTGCCTGCCTGCGGGGGGCAGCT	UpstreamP1_CTCF	26
chr9	136545429	136545579	id-105709	6.43e-06	+	CCACCTGCCTGTGAGGCCCCCTACAGGGGGAGCTG	V_CTCF_BR	11
chr9	136549108	136549258	id-105710	5.13e-05	+	GACATCTCCTCCAGCATGAGCGCTGGAGGGCTCTG	V_CTCF_BR	11
chr9	136574314	136574464	id-105711	3.1e-07	-	TTGCTCTGCCCACTCAGGGGCAGCAGAGGCCTAGG	UpstreamP1_CTCF	8
chr9	136578953	136579103	id-105712	2.1e-05	+	CGTTCATGTCCTGGGCTTGGCCCTGGGAGGCAGCG	Upstream_CTCF	8
chr9	136581018	136581168	id-105713	5.48e-05	+	CCTGAACCTCTCTCCCAGCCCTGAAGCGGGGCCAG	Upstream_CTCF	39
chr9	136591544	136591694	id-105714	1.04e-06	-	ACATCAGGGGCTTCCCTGGCCACCAGGTGTCCCCA	Upstream_CTCF	40
chr9	136592512	136592662	id-105715	1.96e-07	+	CTGCACAGGTGCCATGCGCCCAGGAGAGGGCCCCC	UpstreamP1_CTCF	19
chr9	136593055	136593205	id-105716	1.39e-07	-	AGCCTCCTCCCCTAGGTGGCCGCCAGGGGTCACGC	V_CTCF_BR	6
chr9	136594950	136595100	id-105717	1.71e-06	-	CACACCTGAGAGGCAGCTCCCACCAGGTGTCAGCA	V_CTCF_BR	12
chr9	136608183	136608333	id-105718	2.08e-07	-	TTGTAATACTCACGTGTGGCCACCAGGGGCGGTGT	UpstreamP1_CTCF	40
chr9	136634128	136634278	id-105719	1.28e-06	-	GGTAGCAGAAAGCAGGTGGCCACGAGGAGGAGCTG	V_CTCF_BR	23
chr9	136647385	136647535	id-105720	4.23e-08	+	ATCGTCTGGGGACATGCGACCACGAGAGGGCAGTA	V_CTCF_BR	39
chr9	136649520	136649670	id-105721	8.79e-07	-	CAGCTGGTTCCCAGGATGGCCACATGGTGGGGCTC	UpstreamP1_CTCF	9
chr9	136654701	136654851	id-105722	1	+	NA	NONE	2
chr9	136658221	136658371	id-105723	2.88e-10	+	GCTGCAATCCTCGTGCTGGCCACCAGAGAGCAGTG	Upstream_CTCF	40
chr9	136680097	136680247	id-105724	6.43e-06	-	CCCTCCTTAATATGTTTGGGCTCCAGATGGAGCTC	V_CTCF_BR	1
chr9	136689653	136689803	id-105725	1.04e-06	-	TGTGCTGTCCAGGCAGCAGCCTCTGGGGGCAGACC	Upstream_CTCF	5
chr9	136693598	136693748	id-105726	5.08e-07	-	CTTGGGTCAGCCTGTGCTGGCTGCAGGGGGCAGCA	V_CTCF_BR	13
chr9	136696588	136696738	id-105727	2.31e-06	+	ACTGAATGTGCACTATAAACCAGCAGGGGCAGGCC	Upstream_CTCF	29
chr9	136700520	136700670	id-105728	2.27e-05	+	CAAACACCCAGAAGAGGGGGCTGCAGCTGGCTCAA	V_CTCF_BR	2
chr9	136727793	136727943	id-105729	1	+	NA	NONE	0
chr9	136735189	136735339	id-105730	5.55e-07	+	GCTTCACATTCAGGTTTTGCCACCAGGAGGAGGCT	Upstream_CTCF	17
chr9	136741397	136741547	id-105731	2.67e-06	+	CCAGCACCACTGACCGCTGCCAGCAGAGGCGCTGT	Upstream_CTCF	39
chr9	136748658	136748808	id-105732	1.47e-05	+	GCCACGGCAGGCAGGCGGCCCAGCAGCAGGCAGGT	V_CTCF_BR	2
chr9	136789705	136789855	id-105733	5.65e-05	-	TTGGACCCTGAAGGCTGTTCCTCTTGAGGGAAGAG	V_CTCF_BR	12
chr9	136800673	136800823	id-105734	1	+	NA	NONE	15
chr9	136801686	136801836	id-105735	4.59e-07	+	CTGGACTTGTTTTAAGCGACCGGTGGGGGGCGGCA	UpstreamP1_CTCF	6
chr9	136809257	136809407	id-105736	7.44e-06	+	CCTGCAGAACCCACGGCAGCCCACCGAGAGCAGGG	Upstream_CTCF	2
chr9	136820984	136821134	id-105737	6.05e-06	-	CTCCCCGGAGCGGGGGCCTCCAGCAGGGGCCGTGC	V_CTCF_BR	27
chr9	136825692	136825842	id-105738	1	+	NA	NONE	11
chr9	136847175	136847325	id-105739	8.99e-05	+	GCTTCCCAGGACAGGCCTCTAAGCAGATGGCAGCA	V_CTCF_BR	3
chr9	136858180	136858330	id-105740	3.63e-05	+	CCGTTCGGTAACGACAGACTCGGGAGAGGGCACCG	V_CTCF_BR	40
chr9	136859619	136859769	id-105741	2.89e-09	-	GTGCCCCGTGGTGACAGCACCACCAGGGGGCAGCA	V_CTCF_BR	40
chr9	136860194	136860344	id-105742	4.34e-07	+	CAGGACTGCCTGCTGCACACCTCCAGGGGGCGAGA	UpstreamP1_CTCF	39
chr9	136862352	136862502	id-105743	3.56e-05	-	AGGGCAGCTCTGCAGAAACCCAGGGGAGGGGCGCT	Upstream_CTCF	4
chr9	136890964	136891114	id-105744	5.63e-06	-	GCGCGGGTTCCCGGAGACGCCGCCAGGCGTCAGCC	UpstreamP1_CTCF	40
chr9	136924027	136924177	id-105745	2.55e-06	-	GAATCAGTGCCCCTTGGCTCCTCCAGCAGGCGCTG	Upstream_CTCF	21
chr9	136924788	136924938	id-105746	2.78e-06	-	CTGTGTGGGAGCCCCTTCACCACTGGAGGGCTGAG	V_CTCF_BR	21
chr9	136932790	136932940	id-105747	4.23e-06	-	ATGCAACAAAGCGCGGCGGCCGCCCGGGGTCGCGG	UpstreamP1_CTCF	0
chr9	136933772	136933922	id-105748	1	+	NA	NONE	11
chr9	136964412	136964562	id-105749	1.57e-08	-	CATGTAGTACTGTCCCCCTCCAGGAGGTGGAGCTA	Upstream_CTCF	40
chr9	137000657	137000807	id-105750	1.04e-07	+	GCCCGCCCGGGGTGGGAGGCCACATGGGGGCACTG	V_CTCF_BR	37
chr9	137012033	137012183	id-105751	5.41e-06	+	GCTGCAGTACCCAGCATGCCCAGCATAGAGGCTGC	Upstream_CTCF	6
chr9	137012365	137012515	id-105752	3.11e-05	-	GGCTTCTGATTTGACCAGTCCAGGAGGGGGAGTCC	V_CTCF_BR	8
chr9	137025388	137025538	id-105753	4.14e-05	-	TTCCTGCAGCAGGGACAGGAAACTGGGGGGCGCCA	UpstreamP1_CTCF	22
chr9	137028475	137028625	id-105754	4.3e-06	+	TGGGCTGTTCTCAGCGTGGCCGCCAGGGATGTCCT	Upstream_CTCF	27
chr9	137033966	137034116	id-105755	2.58e-07	-	CCTGCAAATCAAGTGGCTGCCACTGGGAGGTGCCC	Upstream_CTCF	39
chr9	137035970	137036120	id-105756	3.36e-13	+	TGGGCAGTTCCAGCAGTGTCCACCAGGGGGCGGGG	Upstream_CTCF	40
chr9	137036976	137037126	id-105757	1	+	NA	NONE	4
chr9	137041061	137041211	id-105758	1.28e-06	+	GCTGTGAGGGGCGCTGCGTCCACTTGGGGGCAGCT	V_CTCF_BR	26
chr9	137105069	137105219	id-105759	3e-06	-	CAGCAGCACTCCACTGACGCCCTCAGATGCCACTA	UpstreamP1_CTCF	10
chr9	137109739	137109889	id-105760	3.4e-06	-	GACACATCAAAATGGCTGAACACTAGGTGGCTCCC	V_CTCF_BR	29
chr9	137156282	137156432	id-105761	1	+	NA	NONE	2
chr9	137159268	137159418	id-105762	1.39e-07	+	GAAGGAGAAGAGCTTGCAGCCAGAAGAGGGAGCCA	V_CTCF_BR	28
chr9	137167359	137167509	id-105763	1.17e-05	+	GGACAAGTCAAGGAGGTTCCCTGAAGAGGGTGCCA	V_CTCF_BR	19
chr9	137178646	137178796	id-105764	3.81e-05	-	GAATGCAGAAAAGGACAGTCCAGAGGGTGGCAGAG	V_CTCF_BR	4
chr9	137181273	137181423	id-105765	1.83e-05	-	GAGTCCCAGAGCACCCCCACCACAAGAGGGGGCCC	V_CTCF_BR	1
chr9	137209686	137209836	id-105766	3.4e-06	-	GGATTCCTGCTGTGAGCTGGCTGGAGGGGGCGGTA	V_CTCF_BR	4
chr9	137214179	137214329	id-105767	1.28e-06	-	CACCGAATCCCAGCGCCAGCCGCAAGGGGTCACAG	V_CTCF_BR	3
chr9	137217921	137218071	id-105768	6.98e-07	-	CGCCAGGGGTTCCCGGGAGCCGCGAGGAGGCGGCG	V_CTCF_BR	32
chr9	137219079	137219229	id-105769	1	+	NA	NONE	0
chr9	137221121	137221271	id-105770	1	+	NA	NONE	20
chr9	137236427	137236577	id-105771	2.96e-05	-	GAGAACTCCACCCTGGGGAGCCACAGAGGGCGCTA	UpstreamP1_CTCF	25
chr9	137239833	137239983	id-105772	5.93e-06	+	GTTGCAGTTACAGCTGTGGCCAACAGGCCGGGAGA	Upstream_CTCF	14
chr9	137252323	137252473	id-105773	1	+	NA	NONE	1
chr9	137256281	137256431	id-105774	2.74e-08	+	GTTTGGATGCTCCCAGCAGCCACCAGAGGGCAGCT	V_CTCF_BR	34
chr9	137257936	137258086	id-105775	1.83e-05	+	GCTCAGAGGCACCAGGGCCCCAGTGGGAGGCGGCA	V_CTCF_BR	25
chr9	137265288	137265438	id-105776	8.91e-07	+	TGTGTGCTGCGGTCCTTGGCCACGAGGTGGTGTGG	Upstream_CTCF	14
chr9	137267405	137267555	id-105777	1.69e-05	+	CAGCTGGGAACACGGGCCAGGGCCAGCGGGCAGCC	UpstreamP1_CTCF	8
chr9	137273627	137273777	id-105778	5.72e-07	+	GTGCTCCGTCGTGAAGTGGCCACAAGGTGCCTTTG	UpstreamP1_CTCF	33
chr9	137283688	137283838	id-105779	8.98e-06	-	CCGCTCCTCCTGCCCCCGTCCTGCAGGGGAGGAAC	UpstreamP1_CTCF	1
chr9	137288719	137288869	id-105780	4.99e-07	+	CCGGAGGTTCCCTGGCTGCCCAGGAGGGGGCTGGA	Upstream_CTCF	14
chr9	137291420	137291570	id-105781	8.19e-10	+	TTTGCAGTACCTGTCTTAGCCAGTAGGTGCCACCA	Upstream_CTCF	39
chr9	137295669	137295819	id-105782	2.96e-05	-	GCCCAACGGCAGACCGACGCCAACAGCGGCCGGGC	V_CTCF_BR	12
chr9	137300415	137300565	id-105783	1.63e-05	-	CCCGTTCTTCCCTCTCAGGCCGTTGGGGGTCAGTG	Upstream_CTCF	10
chr9	137304063	137304213	id-105784	6.37e-07	-	GGCCAGTGGGCGGAGCTGCCCACCAGGGGGCCTGA	UpstreamP1_CTCF	5
chr9	137311686	137311836	id-105785	6.86e-07	-	CCTGCAGTGTGCACAGCCGGCCACAGGGAGCAGAA	Upstream_CTCF	40
chr9	137312134	137312284	id-105786	1	+	NA	NONE	2
chr9	137328259	137328409	id-105787	5.92e-05	-	AGCCCGATGGAGCGCAGAGCCGGCAGGCGGAGCAA	V_CTCF_BR	3
chr9	137330389	137330539	id-105788	2.17e-08	-	CCTGCCATTTCCACCACACCCGCCAGGGGCAGCTG	Upstream_CTCF	10
chr9	137331531	137331681	id-105789	3.56e-05	+	TGTGCTGTACAGAGAGACGCGTGTGGAGAGAGCCG	Upstream_CTCF	3
chr9	137335270	137335420	id-105790	3.11e-10	-	CCGCGCTGTCCCAGCGTCGCCAGCAGGGGGCAGGG	V_CTCF_BR	40
chr9	137336598	137336748	id-105791	2.83e-07	-	CTAGAATTACAGGCACCTGCCACCAGAGGGAAGGA	V_CTCF_BR	8
chr9	137341070	137341220	id-105792	2.64e-08	+	GTTGCAATTTTCTGAGTCCCCACTGGGTGGCAACC	Upstream_CTCF	40
chr9	137341512	137341662	id-105793	5.51e-07	+	CTGTCAGCATCCCTATCCACCACCTGAGGGCAGTG	V_CTCF_BR	40
chr9	137347367	137347517	id-105794	1	+	NA	NONE	16
chr9	137348467	137348617	id-105795	5.72e-07	-	CTGTCGGGCTGGAGCATGGCCGGCAGCTGGCCCGA	UpstreamP1_CTCF	25
chr9	137367241	137367391	id-105796	4.34e-05	+	GATGTCTCTCCACCCTGAGCCTGCGGGAGGCCGGT	Upstream_CTCF	17
chr9	137388467	137388617	id-105797	3.22e-05	+	CTGTGCGCTCGCTGTTTCAGCTCTGGGTGGCGGGG	UpstreamP1_CTCF	10
chr9	137395935	137396085	id-105798	1.15e-07	-	CTGCTGTACTGATGTGCGGACAGCAGAGGCAGGAT	UpstreamP1_CTCF	3
chr9	137410169	137410319	id-105799	3.91e-06	-	GCTCCAGCTGCGCCCGCCCCCACCAGGTGCAGTTC	Upstream_CTCF	8
chr9	137417825	137417975	id-105800	1.39e-05	+	TCAGGGTTTGGCAAAGGCACCGCCAGGAGGAGGAC	V_CTCF_BR	12
chr9	137423514	137423664	id-105801	8.21e-06	+	TGGAAGCAAAAGTCCACTGACGCCAGAGGGTGCTC	V_CTCF_BR	11
chr9	137442586	137442736	id-105802	9.62e-08	-	CCGCAGTTGTCCAGAACACCCAGGAGAGGGGGCCG	UpstreamP1_CTCF	23
chr9	137444081	137444231	id-105803	1	+	NA	NONE	16
chr9	137462222	137462372	id-105804	1.48e-05	-	GTGTGCTGGCTTCCATCTACCCACAGAGGCCGCAG	UpstreamP1_CTCF	7
chr9	137478349	137478499	id-105805	3.45e-05	-	GGCTGCCCTGGCTTTATCACCACTAGGAGCAGGCC	V_CTCF_BR	29
chr9	137483791	137483941	id-105806	1	+	NA	NONE	9
chr9	137490529	137490679	id-105807	4.7e-08	-	TGCTGGAACGGCTGGGGCGCCAGCAGATGGAGCAG	V_CTCF_BR	12
chr9	137500602	137500752	id-105808	1	+	NA	NONE	3
chr9	137520294	137520444	id-105809	1.39e-07	-	TGGCAGGCCTCCCCGGGGGCCTCTGGAGGGCAGCA	V_CTCF_BR	1
chr9	137529109	137529259	id-105810	1.83e-05	-	CCAAGGCCTCCCTCCTCGGCCTGCAGTCGGCACCA	V_CTCF_BR	14
chr9	137533308	137533458	id-105811	5.93e-06	-	CCTGTTCTTTCTCTGAGAGCCGGTAGGCGGGCGGG	Upstream_CTCF	18
chr9	137534529	137534679	id-105812	1	+	NA	NONE	31
chr9	137535210	137535360	id-105813	1	+	NA	NONE	6
chr9	137539658	137539808	id-105814	8.23e-05	+	CTGGTGGATGTGCCTCGATCCTGCAGGCGGAGCCC	UpstreamP1_CTCF	7
chr9	137548295	137548445	id-105815	1	+	NA	NONE	28
chr9	137552366	137552516	id-105816	4.38e-08	-	GATGCAATACCCTCCTTAACCTCCAGGGGCACCAC	Upstream_CTCF	40
chr9	137555699	137555849	id-105817	1.1e-06	+	CGGGTCACCAGAGCTGCCACCACCGGAGGGTGCTA	V_CTCF_BR	27
chr9	137562152	137562302	id-105818	1	+	NA	NONE	3
chr9	137575679	137575829	id-105819	4.41e-06	-	CCAGCCTCGAGGAAGGGAGACGCTTGGGGGCACCC	V_CTCF_BR	2
chr9	137581523	137581673	id-105820	1.57e-08	+	GGTGTCATGCTCTGATTGGCCAGCAGAGGGGGCAC	Upstream_CTCF	40
chr9	137590470	137590620	id-105821	6.67e-08	+	CCGCCTTGCCACAATTTCGCCAGCAGAGGGTGCTC	UpstreamP1_CTCF	40
chr9	137608189	137608339	id-105822	1	+	NA	NONE	14
chr9	137612122	137612272	id-105823	1.21e-06	-	GAGCCTTGCCCGGCACTGGCCGGCGGGAGGTGCTG	UpstreamP1_CTCF	0
chr9	137631084	137631234	id-105824	2.55e-09	-	GCCGCAGTACTTGGAGCGCCCACCAGGTGTCAGAA	Upstream_CTCF	40
chr9	137634813	137634963	id-105825	1	+	NA	NONE	27
chr9	137656827	137656977	id-105826	9.39e-07	-	CGTGCAGAACCTCCCCTTTACCGCAGGTGGAGTGA	Upstream_CTCF	1
chr9	137663222	137663372	id-105827	8.98e-06	+	CTGGAGCAGCGGGTGAGGTCCCGCAGGTGCCTGGA	UpstreamP1_CTCF	1
chr9	137666943	137667093	id-105828	2.5e-05	+	CTGCAGTCTGGTGACGACGCCAGGGGCGCGCTGGC	UpstreamP1_CTCF	3
chr9	137670845	137670995	id-105829	7.42e-09	+	AGTATGTGGGAAGTTCTGACCACCAGAGGGCAGCC	V_CTCF_BR	39
chr9	137673861	137674011	id-105830	4.7e-08	+	AGACCAGGGACTCAAACGGACAGCAGGGGGCACTG	V_CTCF_BR	36
chr9	137703484	137703634	id-105831	3.86e-05	+	AATGGAAAACTAAAGCCAGGCTGCAGGGGGCCTCC	Upstream_CTCF	18
chr9	137703949	137704099	id-105832	5.38e-05	-	GCCTGGGTAAATTATGTCACCACCAGATGCTGGCT	V_CTCF_BR	18
chr9	137710175	137710325	id-105833	1	+	NA	NONE	2
chr9	137731381	137731531	id-105834	9.25e-06	-	GCCTGGCTTCACTGGGCCACTGCAAGGTGGCGCTG	V_CTCF_BR	29
chr9	137750397	137750547	id-105835	5.68e-06	-	GCCACATCTCTGCATGTTGACACCAGGAGGCAGGC	V_CTCF_BR	30
chr9	137791685	137791835	id-105836	1.55e-05	-	TCTGATACCAACCCATCCAGCACTAGAGGGTGCTG	V_CTCF_BR	11
chr9	137875056	137875206	id-105837	1.08e-08	-	CGGGCTCTGTGGGTAGCCGCCGGCAGGTGGCGGTA	V_CTCF_BR	27
chr9	137875631	137875781	id-105838	4.88e-05	+	GAGTTGACGTCAGTTCATGCCTGGAGATGGAGACA	V_CTCF_BR	1
chr9	137888562	137888712	id-105839	3.18e-06	+	GGACTCATGCCAGAGACATCCTGGAGGGGGCAGGA	V_CTCF_BR	4
chr9	137945342	137945492	id-105840	1	+	NA	NONE	3
chr9	137972287	137972437	id-105841	4.3e-06	-	CCTGGTGTCAGGAGCCTCTCCACCAGGGGAGGCAG	Upstream_CTCF	4
chr9	137978006	137978156	id-105842	5.55e-07	+	CCTGCAGTCCCAGCTTACACTGGGAGATGGCGCCC	Upstream_CTCF	40
chr9	137979316	137979466	id-105843	4.34e-07	+	TTGCAGACCTCGCTGCCAGCAGCCAGGGGGCGGCG	UpstreamP1_CTCF	40
chr9	138058486	138058636	id-105844	8.03e-07	+	TTTGCAGTCCACCCAGCGGCAAGAAGGTGCAAGTG	Upstream_CTCF	7
chr9	138075481	138075631	id-105845	1	+	NA	NONE	5
chr9	138076074	138076224	id-105846	5.93e-06	-	TGGGCAGCATCTTCCCTCCACGCTGGATGGCGCTC	Upstream_CTCF	3
chr9	138113988	138114138	id-105847	5.61e-08	+	GATGCGGGGCCACCAGCCACCAGCAGGGGTGGCAG	Upstream_CTCF	12
chr9	138117128	138117278	id-105848	1	+	NA	NONE	2
chr9	138133666	138133816	id-105849	2.97e-06	+	CAACCCCAGCAAGCCCAGGCCTGCAGGAGGAGCCA	V_CTCF_BR	15
chr9	138144158	138144308	id-105850	1	+	NA	NONE	7
chr9	138147545	138147695	id-105851	3.09e-07	-	AGGCATGGGGTGGGGATGGGCAGCAGGTGGAGCTA	V_CTCF_BR	4
chr9	138173089	138173239	id-105852	9.27e-07	+	ATCCACCTCCCAGCCTCAGCCTGCAGGAGGAGCTG	UpstreamP1_CTCF	15
chr9	138235909	138236059	id-105853	1.26e-07	-	CACGCTGCAGCCCTGCTGTCCGCTAGATGGCGCTG	V_CTCF_BR	40
chr9	138236596	138236746	id-105854	2.38e-07	+	CCCTTTCTCACCACAGTGACCACCAGGTGGCAGGT	V_CTCF_BR	9
chr9	138262883	138263033	id-105855	1	+	NA	NONE	4
chr9	138268830	138268980	id-105856	2.15e-05	-	TAAAAGTAAAAAATATGGGCCACAAGGGGGCTGGT	V_CTCF_BR	2
chr9	138273905	138274055	id-105857	3.11e-05	+	ACTCGTATCTGGGAGTGCCTCAGCAGGGGGTGCTG	V_CTCF_BR	2
chr9	138280676	138280826	id-105858	1	+	NA	NONE	1
chr9	138303106	138303256	id-105859	4.7e-06	-	TCGCAGAGGTGGTGTTTCACCGCCTGGTGGAGCTG	V_CTCF_BR	3
chr9	138304560	138304710	id-105860	8.91e-07	-	GCAGAAATGCCGGCTCCGCCCGCTGGGTGCCAGGG	Upstream_CTCF	40
chr9	138308706	138308856	id-105861	6.37e-07	+	ATGAACCTCGTCCATTTGGCCAGCAGGAGGGAGGA	UpstreamP1_CTCF	14
chr9	138313172	138313322	id-105862	2.6e-07	-	ATATAACGAGCAGTGAGGACCACCAGGGGGCACTT	V_CTCF_BR	7
chr9	138330819	138330969	id-105863	1.59e-06	+	GAGGCGCTGTGACTGATGCCCAGAAGGGGGCAGAT	V_CTCF_BR	22
chr9	138332581	138332731	id-105864	2.15e-05	-	TGTTACTGGGATTTACTGTCCGACAGGGGGAGCGC	V_CTCF_BR	26
chr9	138344558	138344708	id-105865	3.42e-05	-	TGTGCTGTTCACGCTCCTACCGGCAGGGCATGGGT	Upstream_CTCF	7
chr9	138348642	138348792	id-105866	1	+	NA	NONE	6
chr9	138366883	138367033	id-105867	7.27e-06	-	GGCTGTCCGTGGAGACCCGCCACCAGGTGGGGCAG	V_CTCF_BR	39
chr9	138370700	138370850	id-105868	3.97e-07	+	TGCGCACCATCTGCCCCTTCCACGAGTGGGCGCTG	V_CTCF_BR	38
chr9	138372867	138373017	id-105869	3.09e-05	-	CAGCACCTGCACCCCAAGGCCACACGGTGTCAGAT	UpstreamP1_CTCF	9
chr9	138392390	138392540	id-105870	1.55e-07	+	GCGCTGTGGCTCCTCCGGGCCTGTAGGCGGCACTG	UpstreamP1_CTCF	40
chr9	138396602	138396752	id-105871	2.89e-09	+	TCAGCAGAGGTGCCAGCTGCCACTAGAGGGCACCG	V_CTCF_BR	37
chr9	138399295	138399445	id-105872	1.04e-05	+	GCACAGAGAAGCTAGAGCGTCACCTGGGGGCAGAG	V_CTCF_BR	2
chr9	138457354	138457504	id-105873	1.26e-07	-	TGACCTGAGTCCTGCAGAGCCAGCAGGGGGCTCGG	V_CTCF_BR	8
chr9	138494641	138494791	id-105874	7.94e-11	+	ACTGCAATGCAACACCCGCCCACCAGAGGGCGAAC	Upstream_CTCF	40
chr9	138495842	138495992	id-105875	2.81e-08	+	GTTGACGTCCCCACGATGGCCACTTGGTGGCGCCC	Upstream_CTCF	40
chr9	138508260	138508410	id-105876	8.46e-07	-	GTGGCCCTCTCAGGGCTCTCCACCAGGGGACACTG	Upstream_CTCF	21
chr9	138563607	138563757	id-105877	5.77e-08	+	AGGGGATGGGGACCCAGTGCCTCAAGGGGGCGGCA	V_CTCF_BR	10
chr9	138569670	138569820	id-105878	1.1e-06	+	GTGCCTGTGCTGACGGCAGCGGGCAGGTGGCGGCG	V_CTCF_BR	0
chr9	138590689	138590839	id-105879	7.55e-07	+	AGCCCCTCCCAGCTGCCTGACACCTGGTGGCAGCC	V_CTCF_BR	10
chr9	138593868	138594018	id-105880	2.68e-11	+	GCCGCGGGTCCCGGCGCGGCCGGCAGGGGGCGCGC	V_CTCF_BR	40
chr9	138609273	138609423	id-105881	2.89e-09	-	GCCTCACCAGCCCCCGCAGCCTCCAGGGGGAGCCA	V_CTCF_BR	9
chr9	138618198	138618348	id-105882	2.04e-05	-	GCCACATGGCGAGCCACAGAAGCCAGGGGGAGCTC	V_CTCF_BR	23
chr9	138621687	138621837	id-105883	3.84e-06	+	AGGTACTTCCCCCTGGTCACCTCAAGGTGGCCTGT	UpstreamP1_CTCF	6
chr9	138621966	138622116	id-105884	1.04e-05	-	ACCCCTTTCCTTGTTGTCGCCACTAGAGGCTGCAA	V_CTCF_BR	11
chr9	138633805	138633955	id-105885	2.04e-05	-	CCCAGTTGTCCCAGACTGGCCAGCAGGCGGCTGAC	V_CTCF_BR	7
chr9	138664021	138664171	id-105886	4.02e-07	-	CCTGCACCACCCCAGGCTGCCAGATGGGGGTTGTG	Upstream_CTCF	6
chr9	138665654	138665804	id-105887	4.3e-06	-	CCTGACATCCCCAGCACCCCCGGCTGGTGGGGCAG	Upstream_CTCF	0
chr9	138672516	138672666	id-105888	1.7e-05	+	GCCCCAGTCCCCGGCTCAGCCGGCAGAGGGGTGTG	Upstream_CTCF	1
chr9	138675524	138675674	id-105889	2.31e-06	+	AGCGCAGTGCCCATGGCAGCCGCCGGGAGTCCACC	Upstream_CTCF	14
chr9	138684827	138684977	id-105890	4.43e-05	-	AAGGAACCAGCAGCAAAGGACGCAGGGTGGCGCTC	V_CTCF_BR	7
chr9	138688202	138688352	id-105891	2.86e-06	+	CTGGAGGGTTTTAAAGTGACCCCTAGATGGCACAT	UpstreamP1_CTCF	12
chr9	138689616	138689766	id-105892	2.32e-08	+	CCCGCCGTCTCTCACACGGGCACTAGGGGGCGCCT	Upstream_CTCF	39
chr9	138696885	138697035	id-105893	5.37e-06	-	GCGCAGCGAGGGCCTGTGGGCTGCAAGTGGCTCGG	UpstreamP1_CTCF	21
chr9	138711884	138712034	id-105894	1.48e-06	-	GTGGCTGATGTAGCCGAGGCCTGTGGGGGGCGCTG	V_CTCF_BR	21
chr9	138756418	138756568	id-105895	2.74e-08	+	GCTCCGCTTCCAGAATGGGCCACCAGGTGGAGCAC	V_CTCF_BR	40
chr9	138772451	138772601	id-105896	1	+	NA	NONE	3
chr9	138775386	138775536	id-105897	9.25e-06	+	GTGAACACCCATGGTCTTTACAGAAGAGGGAGCCA	V_CTCF_BR	2
chr9	138782210	138782360	id-105898	1.64e-05	+	TCTTCCTGGACCGCGGTTTCCCCCTGAGGGCGCCT	V_CTCF_BR	4
chr9	138796813	138796963	id-105899	1.13e-05	+	GCGAAGGCACTGTCACCCACCAGTAAGGGGCACTC	UpstreamP1_CTCF	12
chr9	138799018	138799168	id-105900	3.45e-05	-	CGGCTGGCCGGCTGCGGGGCCGAGTGGTGGCTCGG	V_CTCF_BR	1
chr9	138806920	138807070	id-105901	1.31e-05	-	CTCTGCAGGACCTGTGCTTCCACTAGGAGGCTGTG	V_CTCF_BR	10
chr9	138816884	138817034	id-105902	8.71e-06	-	TCAAACGGGTTCACAGCAGCCAAGAGGTGGCGACA	V_CTCF_BR	11
chr9	138818853	138819003	id-105903	4.14e-06	-	TCACTGGCCACCAATGGTGTCAGCAGAGGGAGCGG	V_CTCF_BR	7
chr9	138844721	138844871	id-105904	1	+	NA	NONE	1
chr9	138853231	138853381	id-105905	8.5e-06	-	TTTGCGGTGGCCACAGCGCGCCCCCGGCGGCGGGA	Upstream_CTCF	39
chr9	138859492	138859642	id-105906	1.09e-07	+	CCGTGGTGCCTCAAGCCAGCCACTAGAGGGTGCAG	UpstreamP1_CTCF	40
chr9	138866183	138866333	id-105907	1	+	NA	NONE	26
chr9	138867822	138867972	id-105908	1	+	NA	NONE	12
chr9	138874772	138874922	id-105909	1.03e-06	-	TGTGACGTTGGGCCAGCCTACAGCAGGGGGCAGGG	V_CTCF_BR	3
chr9	138896666	138896816	id-105910	1	+	NA	NONE	2
chr9	138908956	138909106	id-105911	4.5e-05	+	GGGCTGTTCCCGACAAACCACTGCTGGGGCAGATG	UpstreamP1_CTCF	9
chr9	138913702	138913852	id-105912	8.21e-06	+	AGAATCATTTCCATTGTGGCCACCAGGGGCTGGGG	V_CTCF_BR	27
chr9	138923573	138923723	id-105913	3.03e-05	-	AAATCGGTTCCATGAGTGGCCACTAGCTGTATGGG	Upstream_CTCF	4
chr9	138947586	138947736	id-105914	2.23e-06	-	ACTAACTGCCAGGCAGTCTCCACCAGGGGCCGGGG	UpstreamP1_CTCF	3
chr9	138971263	138971413	id-105915	2.47e-07	+	AGGCTGTACAGGCTGGACGCCAGCAGGTGGGGCAG	UpstreamP1_CTCF	12
chr9	138981615	138981765	id-105916	1	+	NA	NONE	37
chr9	138984244	138984394	id-105917	1	+	NA	NONE	1
chr9	138984584	138984734	id-105918	5.77e-08	-	GGTCGGAGTCCACAGGGGGGCAGCAGGTGGCACCC	V_CTCF_BR	19
chr9	138985904	138986054	id-105919	1	+	NA	NONE	10
chr9	138990901	138991051	id-105920	1	+	NA	NONE	8
chr9	138992273	138992423	id-105921	6.37e-07	+	ATCCTGTAGCCCCCAGGCTGCTCCAGGGGGCAGCC	UpstreamP1_CTCF	2
chr9	139001544	139001694	id-105922	1.21e-05	+	GCAGCAGCCTGCAACCCCGCCCCCAGGCGCAGTGC	Upstream_CTCF	4
chr9	139001734	139001884	id-105923	7.31e-05	+	GCGCTCTCTCTTTTGGGAACCGTCAGGAGGCGCGC	UpstreamP1_CTCF	25
chr9	139002416	139002566	id-105924	4.7e-08	-	TGGAATCCAAGCTGAGGAGCCAGCAGAGGGCAGGC	V_CTCF_BR	38
chr9	139003883	139004033	id-105925	2.39e-05	-	GAGCCCCGCTAACCCGGCTCCTCTGGGGGGGGCTG	UpstreamP1_CTCF	3
chr9	139010441	139010591	id-105926	8.81e-07	+	GGGCGTGGTTCACGCGTCGCCGGCTGGGGTCGCCC	V_CTCF_BR	14
chr9	139011659	139011809	id-105927	3.09e-06	+	ACATCTGGACGAGCAAAGGCCACCAGGAGGTAGCA	Upstream_CTCF	19
chr9	139014852	139015002	id-105928	4.04e-08	-	CGGCACCACAGGCACCAGCCCAGCAGATGGCGCCA	UpstreamP1_CTCF	40
chr9	139024652	139024802	id-105929	5.68e-06	+	CGCTGCTGCGGAGCACAGGCCTCCTGAGGCCGCCC	V_CTCF_BR	13
chr9	139025158	139025308	id-105930	1.09e-07	+	GGAGCTGCAGCGCTCGCCAGCGCCAGGGGGCGGCC	Upstream_CTCF	39
chr9	139030580	139030730	id-105931	9.49e-08	-	GACTTGGAGGCTCACATGTCCTGCAGAGGGCGCTG	V_CTCF_BR	39
chr9	139035241	139035391	id-105932	9.25e-06	+	TTCCAGGCTTGTGGTTGTGAAACCAGGGGGCGCTC	V_CTCF_BR	40
chr9	139045365	139045515	id-105933	2.46e-08	-	CACCTGCCGGGTGGCCCTTCCAGAAGGGGGCGGCC	V_CTCF_BR	1
chr9	139062228	139062378	id-105934	4.24e-07	+	GCTGCTTGGGCCAGAGTGGCAGCCAGGGGGCAGTA	Upstream_CTCF	40
chr9	139067157	139067307	id-105935	1.03e-07	-	ACTGCAGCACCGCCCAGGCCAGCTGGGGGGCACCC	Upstream_CTCF	18
chr9	139070385	139070535	id-105936	8.91e-07	-	CCTGGCCTTGGCGCCAGGTCCAGCAGGGGCCGCTT	Upstream_CTCF	4
chr9	139099520	139099670	id-105937	2.19e-05	+	GGTGCTGGGTGAAGAGCAGACGACAGGGGGGGCTT	Upstream_CTCF	2
chr9	139118060	139118210	id-105938	1.21e-09	-	AAGGCTGTGCCCATTGCTCCCACTAGGGGGCGGAG	Upstream_CTCF	40
chr9	139134919	139135069	id-105939	1	+	NA	NONE	22
chr9	139146236	139146386	id-105940	1.67e-07	-	AGCCTCGGGGAGCTCCCTGCCTGCAGGTGGCTCAC	V_CTCF_BR	3
chr9	139146719	139146869	id-105941	1	+	NA	NONE	8
chr9	139148091	139148241	id-105942	2.43e-06	-	TCATTTCTGCAACGTCTCTCCAGCAGGTGGCTGAG	V_CTCF_BR	34
chr9	139153909	139154059	id-105943	7.73e-05	-	GTGGCTGGGGGCTGTTCTGCCGGCCGGTGGCAGCT	Upstream_CTCF	0
chr9	139155944	139156094	id-105944	1	+	NA	NONE	23
chr9	139159210	139159360	id-105945	5.38e-05	-	AGGCCGCGCTGCTGCGCCTGCGAGAGATGGCGCTC	V_CTCF_BR	37
chr9	139160309	139160459	id-105946	1.15e-07	-	ACTCAGAACAGAAGCATGGCCAGCAGAGGTCGGCA	V_CTCF_BR	28
chr9	139218051	139218201	id-105947	3.45e-05	-	GGCCATGCGGCATTCCTGGCCGACTGCTGGCAGCT	V_CTCF_BR	4
chr9	139218955	139219105	id-105948	9.41e-05	-	TCCTGTTGCGCCGGACAAGCCTCTGGGAGGCGACG	V_CTCF_BR	29
chr9	139228850	139229000	id-105949	9.81e-06	+	ACAGGATGGAGGCGTCCTGCCTAGAGCTGGCGCTG	V_CTCF_BR	0
chr9	139230366	139230516	id-105950	2.97e-06	+	CATCCAGGACCATCGGTGACCGCATGGGGGAGGCC	V_CTCF_BR	3
chr9	139233765	139233915	id-105951	7.8e-08	+	AAGGGAGGAGGCTTGCCGGCCGCCAGGGGGCGAGC	V_CTCF_BR	40
chr9	139236617	139236767	id-105952	4.85e-07	-	TGGCAGTGCCGAGCCAGGGACACAGGAGGGTACTA	UpstreamP1_CTCF	5
chr9	139237134	139237284	id-105953	3.45e-05	+	GGAGGGCGGGGTGGATCTGCGAGCTGCGGGAGGGG	V_CTCF_BR	2
chr9	139237447	139237597	id-105954	2.14e-10	-	TCTGCTGGCTGGGGAGGGGCCAGCAGAGGGCGGTG	V_CTCF_BR	8
chr9	139239968	139240118	id-105955	1	+	NA	NONE	2
chr9	139240399	139240549	id-105956	1.71e-06	+	ATCCCGCTGACCACTGTGGCCACAGGGTGGCGATG	V_CTCF_BR	36
chr9	139256720	139256870	id-105957	7.49e-05	-	ATACCGGCAGAGACACAGGGCTGGTGAGGGCACAC	V_CTCF_BR	7
chr9	139258221	139258371	id-105958	7e-10	-	GACGCAGGGCCCCCTCAGGCCGCCAGGGGGCGGCA	Upstream_CTCF	40
chr9	139259803	139259953	id-105959	4.99e-07	+	TGTTCATTGCTCCAGGAGGCCGCCAGATGCCAGCC	Upstream_CTCF	4
chr9	139267176	139267326	id-105960	5.08e-07	-	CCCTCCCAGGGTTGCGGGGCCGGCAGGGGGTGACA	V_CTCF_BR	38
chr9	139269866	139270016	id-105961	6.73e-07	+	CTGCACTAGGGTGGCTCAGCCACTAGGCAGCAGCC	UpstreamP1_CTCF	6
chr9	139289353	139289503	id-105962	5.65e-05	-	TCACAGTACGGGAGAACAGGAGGCAGGGGGAGCCC	V_CTCF_BR	1
chr9	139294681	139294831	id-105963	3.24e-06	-	GAGGCGGCCCCCAGGGCGGCCGCGCGAGGGCAGCA	Upstream_CTCF	40
chr9	139307759	139307909	id-105964	5.92e-05	+	CGAGCCAGGGAGGTGCCGGCTGCTTGGTGGAGGGA	V_CTCF_BR	1
chr9	139324757	139324907	id-105965	1	+	NA	NONE	7
chr9	139333019	139333169	id-105966	2.29e-05	+	ACGTCCTTGCTGCGGATGGGCGCCAGGAGGCTGAA	UpstreamP1_CTCF	8
chr9	139334273	139334423	id-105967	8.76e-09	-	GTGCGGCGCAGTCCTCCGGCCGCCAGGGGCCGCTG	UpstreamP1_CTCF	39
chr9	139346127	139346277	id-105968	1.59e-06	+	TGCACTGAGGGAAGACTGGCCAGAGGGGGGCGATG	V_CTCF_BR	23
chr9	139362702	139362852	id-105969	1.03e-05	-	ATGCAGCCCTGGCCAGCCAGCACCTGCTGGTGACT	UpstreamP1_CTCF	6
chr9	139379574	139379724	id-105970	1.39e-07	+	GGTGTGAATCACCACATCACCTGCAGGGGGCGCGG	V_CTCF_BR	40
chr9	139383189	139383339	id-105971	3.83e-09	+	GGGCGCTGGCAGAGCAGTGCCACCAGGGGGAGGCA	V_CTCF_BR	40
chr9	139397518	139397668	id-105972	1.67e-07	-	ATCCCGGGAACAGGCTCTGCCTGCAGGGGGTGCCA	V_CTCF_BR	30
chr9	139399198	139399348	id-105973	8.21e-06	-	TGATCTTCCCCTACTACGGCCGCGAGGAGGAGCTG	V_CTCF_BR	0
chr9	139422730	139422880	id-105974	4.3e-06	+	AGAGGTGCTTCCCATGGCTCCACCAGGTGACAGCA	Upstream_CTCF	14
chr9	139424540	139424690	id-105975	1	+	NA	NONE	3
chr9	139425011	139425161	id-105976	7.1e-07	-	GGGAAATTCCCGCAGTGGAGCAGCAGGTGGGGCTC	UpstreamP1_CTCF	4
chr9	139431485	139431635	id-105977	5.68e-06	+	TGGGAATATGCCAGGACTCCCTCTAGGGGGCTCTG	V_CTCF_BR	22
chr9	139440405	139440555	id-105978	4.14e-06	-	AGCCTCACTAGTGCCTCGGCCGCGGGAGGGAGCGC	V_CTCF_BR	16
chr9	139441385	139441535	id-105979	5.38e-05	-	TCACCACCCTGTGTTGGGGTGGGGAGGGGGCGCTG	V_CTCF_BR	18
chr9	139446689	139446839	id-105980	1	+	NA	NONE	11
chr9	139446959	139447109	id-105981	9.84e-06	-	GCGCTGGGAATCCATGCTTCCAGCTGGGGCCACGC	UpstreamP1_CTCF	2
chr9	139459095	139459245	id-105982	5.63e-06	+	GTGCAGTAAACAGGAAAGTCCACAGGGGACCAGAG	UpstreamP1_CTCF	31
chr9	139473902	139474052	id-105983	2.59e-06	-	GCGCAGGGGAAGAGCACTGCCTGCAGGAGGCTCAC	UpstreamP1_CTCF	17
chr9	139492522	139492672	id-105984	2.84e-05	+	GAGCCAGTCCAGGCTACTGCCTGCAGAGCCCGGAG	UpstreamP1_CTCF	18
chr9	139502383	139502533	id-105985	1	+	NA	NONE	14
chr9	139509848	139509998	id-105986	8.21e-05	-	GACACGCCCCGAGGGATGGCCATGTGAGGGCGCCT	V_CTCF_BR	21
chr9	139518038	139518188	id-105987	3.09e-07	-	TGGGTGTCTGGCCATGTGGCCAGCAGGGGTCTGTA	V_CTCF_BR	15
chr9	139519602	139519752	id-105988	9.25e-06	-	CTGAGGACAGCACGAGATTCCTGCAGATGGAGCTC	V_CTCF_BR	40
chr9	139521951	139522101	id-105989	1.92e-06	-	CGGCACCAGCCTGTGTCCTCCACCAGGCGGGGATG	UpstreamP1_CTCF	28
chr9	139524961	139525111	id-105990	8.91e-07	-	CACGCAGCCTCCACTTGGCCCGGTGGGTGGCGCCA	Upstream_CTCF	40
chr9	139525968	139526118	id-105991	6.46e-07	-	GACATGGAGTTGTCAGCAGCCACAGGAGGGCAGCA	V_CTCF_BR	40
chr9	139539033	139539183	id-105992	2.2e-06	-	GCTGCAGTTCCCCCAATGCTCACAGCGCGGCGGTG	Upstream_CTCF	39
chr9	139540453	139540603	id-105993	1.15e-07	+	GACTGGGGTGGCCCCATATCCACCAGAGGGCAGCT	V_CTCF_BR	11
chr9	139541012	139541162	id-105994	6.18e-07	+	CCAGCCCTTCCTGCTCCGGCCTGCAGGGTGGGGAC	Upstream_CTCF	11
chr9	139559856	139560006	id-105995	2.38e-07	-	CAAGCCCGGCCGCCAGGAGCCAGGAGAGGCCGCCC	V_CTCF_BR	37
chr9	139560434	139560584	id-105996	2.14e-10	-	GCCGCCCGCCCGCCCGCCGCCGGCAGGGGGAGCCG	V_CTCF_BR	14
chr9	139562799	139562949	id-105997	6.43e-06	-	CGACAGGTGCTGAGGGCCGCCTCTAGGAGGTGCTG	V_CTCF_BR	9
chr9	139566165	139566315	id-105998	4.89e-09	-	GCGGCAGGGCTCCAAGTGTCCACTAGAGGGGGCTG	Upstream_CTCF	40
chr9	139580782	139580932	id-105999	6.05e-06	+	TCTCCAGCAGCCACCCCGCCCAGGAGCAGGCAGCC	V_CTCF_BR	26
chr9	139587870	139588020	id-106000	1	+	NA	NONE	1
chr9	139588753	139588903	id-106001	1.87e-09	-	ACCCCATCCCGGGGCCTGTCCACCAGAGGGCAGTG	V_CTCF_BR	40
chr9	139613805	139613955	id-106002	6.84e-06	+	GAGGAGGTTCCCTGCCCGGCCTCGTGGGGGCATTG	V_CTCF_BR	10
chr9	139621202	139621352	id-106003	3e-06	-	CTGCCGTGTCACATCTGTGTCATTAGGTGGCAGAG	UpstreamP1_CTCF	38
chr9	139622642	139622792	id-106004	2.83e-07	-	GGAGCTGAACGGCCGGGGACCGCTGGGGGGCGCTG	V_CTCF_BR	39
chr9	139637464	139637614	id-106005	6.37e-07	-	CAGCCCAGGCCAGCAGTGACCACCAGGTGGGGCAG	UpstreamP1_CTCF	40
chr9	139639374	139639524	id-106006	1.03e-05	-	GAGCTGTGTGGTGAGTGGGCCGCTTGGGGCCACAT	UpstreamP1_CTCF	0
chr9	139652929	139653079	id-106007	2.05e-09	+	TCTGCTGCACCAGGCATCACCACCCGGGGGCAGTG	Upstream_CTCF	40
chr9	139655404	139655554	id-106008	1.38e-06	+	ACTCGCTTCGGCAGCACAGACACTAGGGGGCAGTT	V_CTCF_BR	40
chr9	139657773	139657923	id-106009	1	+	NA	NONE	7
chr9	139660981	139661131	id-106010	9.38e-09	+	CTGTTACGCCCTGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	22
chr9	139664519	139664669	id-106011	3.42e-08	+	GTGGCGTCCCTCCATTCTTCCACCAGGGGGCAGTC	V_CTCF_BR	39
chr9	139674389	139674539	id-106012	1.09e-06	+	CTGAAATTGAACAGTACCACCTGCAGAGGGAGAAA	UpstreamP1_CTCF	34
chr9	139678773	139678923	id-106013	1	+	NA	NONE	40
chr9	139678997	139679147	id-106014	1	+	NA	NONE	19
chr9	139682189	139682339	id-106015	4.98e-09	+	ATGTAATGCACGACCCTGTCCACTAGGTGGTGCTG	UpstreamP1_CTCF	40
chr9	139686323	139686473	id-106016	1	+	NA	NONE	38
chr9	139702716	139702866	id-106017	7.91e-05	+	GTGCAGTACAACAGTGAGTGCGGCGGGCCGGGGGG	UpstreamP1_CTCF	10
chr9	139736822	139736972	id-106018	1.63e-05	+	AGTACAGCCCCTTCAGCTGCCATCAGGGGCAGCAC	Upstream_CTCF	40
chr9	139738337	139738487	id-106019	8.53e-09	+	CCCGTCCTTCCAACTGCGGACACCAGAGGGCGCAG	Upstream_CTCF	21
chr9	139748405	139748555	id-106020	1	+	NA	NONE	7
chr9	139749010	139749160	id-106021	1	+	NA	NONE	0
chr9	139751277	139751427	id-106022	1.38e-07	-	GTCCAGGAGCACAAAGTGGCCTGCAGGGGGCATGG	UpstreamP1_CTCF	25
chr9	139776613	139776763	id-106023	4.23e-06	-	CTGCGTCTGCCCTCTGTGCCCAGCAGGGCTCTGTG	UpstreamP1_CTCF	3
chr9	139776999	139777149	id-106024	6.84e-06	-	AAGTCAGCCACCCAGGCCTCCAGCAGGGGCAGGGG	V_CTCF_BR	14
chr9	139778979	139779129	id-106025	7.11e-06	-	GCTGTGGTTGCACCACTGCACTCCAGGCTGCGCTA	Upstream_CTCF	21
chr9	139779304	139779454	id-106026	3.5e-05	+	TTGAGCCTCCCAGGTGCAGCCAGGAGGAGACGCCT	UpstreamP1_CTCF	6
chr9	139805390	139805540	id-106027	2.64e-08	-	GGGGCACCTCCAGGCCCCACCAGCAGGGGACACAG	Upstream_CTCF	17
chr9	139820285	139820435	id-106028	9.51e-07	-	TGCCCCCAACCCCCAGACACCAGTAGGGGGCAGTT	V_CTCF_BR	25
chr9	139820717	139820867	id-106029	3.05e-07	-	TCAGCCTTCCTTGCTCTGGCCAGCAGGAGGCCCTT	Upstream_CTCF	36
chr9	139838705	139838855	id-106030	8.62e-10	+	ATCCCCCGGCCTCCTGCGGCCGGCAGCGGGCGCCC	V_CTCF_BR	20
chr9	139839251	139839401	id-106031	1.48e-06	+	GGAACAGCGCCCCTTGTGGCCAGCGGGCGGCGGTC	Upstream_CTCF	40
chr9	139842555	139842705	id-106032	4.65e-05	+	TTCAGGGAGGGCTGAATGTCCGAGGGGTGGCGCCA	V_CTCF_BR	40
chr9	139844632	139844782	id-106033	5.12e-06	+	TTGTCGTGTCCGGGAGGCTCCTGCAGGGGACGTGG	UpstreamP1_CTCF	20
chr9	139859521	139859671	id-106034	2.43e-06	+	CCTGCAAGCCCCAAAATAACCGCGTGGGGCAGAGG	Upstream_CTCF	1
chr9	139870158	139870308	id-106035	2.43e-06	+	ACACCCCAGAGCTTGCTCACCACCGGGAGGCGCTC	V_CTCF_BR	31
chr9	139873346	139873496	id-106036	1	+	NA	NONE	1
chr9	139892309	139892459	id-106037	1	+	NA	NONE	13
chr9	139898829	139898979	id-106038	8.17e-10	+	CTGTTATGCCCGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	39
chr9	139913689	139913839	id-106039	4.5e-06	+	AAAGCAAAAGTCTCGTTGGCCTGCAGGGGGTGAGG	Upstream_CTCF	2
chr9	139920235	139920385	id-106040	8.21e-06	+	GGAGGAGAGTCCTGGCTGGCAGGCGGCGGGCGCCA	V_CTCF_BR	10
chr9	139922745	139922895	id-106041	1.67e-07	+	CGCCGCGCTCCGTCCGCGCCCGCCAGGAGGCGCCC	V_CTCF_BR	26
chr9	139923366	139923516	id-106042	6.67e-08	+	GGGCAGTTCCTCCGCGTGGCCTGTAGAGAGCGACA	UpstreamP1_CTCF	39
chr9	139923917	139924067	id-106043	1.01e-09	+	AGTGCCTCCCCAGCACTGGCCACCAGAGGGAGCTA	V_CTCF_BR	40
chr9	139929789	139929939	id-106044	3.22e-07	-	CATGTAGCTTTGCAGCATGCCGCCAGGGAGCGCTC	Upstream_CTCF	40
chr9	139940614	139940764	id-106045	3.42e-05	+	ACTGCGCCTGCGCGCTCCACCTGAGGGGGCGGGAG	Upstream_CTCF	10
chr9	139941083	139941233	id-106046	7.97e-09	+	GCGGCCGCGCTCAGTGAGGCCACCAGGGGGCAAGA	Upstream_CTCF	40
chr9	139944372	139944522	id-106047	6.46e-07	+	TAGAAGAAGGCAGAGAAGGCCTGTAGGGGGCGCAG	V_CTCF_BR	40
chr9	139958634	139958784	id-106048	1.35e-12	-	GCTGCACTTCCAACAACGGGCAGCAGAGGGCGCGG	Upstream_CTCF	40
chr9	139962280	139962430	id-106049	2.31e-07	-	AACGCGATACTCTTGGCTGCCCCCAGGGGGAGCCC	Upstream_CTCF	40
chr9	139962760	139962910	id-106050	1.7e-05	+	TGGGTGATGAGCTAGATGGCCTCTAGGTGGGGGTG	Upstream_CTCF	23
chr9	139965402	139965552	id-106051	3.22e-07	+	CCTGCGGCCCCCTTCTCTTCCACCAGGAGGGCCCC	Upstream_CTCF	30
chr9	139990177	139990327	id-106052	1.84e-06	+	GCTAGAAGGCCCGCATCACACAGCAGGGGGCGCCT	V_CTCF_BR	32
chr9	140003685	140003835	id-106053	1.81e-06	-	CGTGGCCTCTCCCTGCCCACCAGCAGGGGACAGCT	Upstream_CTCF	11
chr9	140006564	140006714	id-106054	5.3e-05	+	CAGCACAGCTGTGGTAGAGCCGGTAGATGTCGTAG	UpstreamP1_CTCF	1
chr9	140007827	140007977	id-106055	5.67e-06	+	CTGGCCGCCAGCGCCCCCGCCACCAGGTGGGGATA	Upstream_CTCF	1
chr9	140010244	140010394	id-106056	1.04e-06	+	TACGCAGTTCCTGGGGCTGCCTGCCGGGGCCCCCG	Upstream_CTCF	10
chr9	140013236	140013386	id-106057	1.64e-09	+	CTGTTATGCCAGGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	38
chr9	140032594	140032744	id-106058	1	+	NA	NONE	4
chr9	140057297	140057447	id-106059	5.68e-06	+	CCGTGGATATCTACTTCCGGCGCCAGGTGGAGCTG	V_CTCF_BR	16
chr9	140069408	140069558	id-106060	4.3e-08	-	CTGCACTGGCCGAGATTGACCTGCAGGAGCTGCAG	UpstreamP1_CTCF	13
chr9	140069982	140070132	id-106061	2.97e-06	+	CGTGGGAAAGGGAAGGGTGCCGCCTGCTGGCGCAG	V_CTCF_BR	31
chr9	140071129	140071279	id-106062	1	+	NA	NONE	40
chr9	140083115	140083265	id-106063	4.44e-06	+	GGGCGGCGTTGACCATGACCCAGCAGGGCGCGGCG	UpstreamP1_CTCF	28
chr9	140083389	140083539	id-106064	5.01e-06	-	GGCCCAGGGCAGGAGCGCGGCGGCGGAGGGCGGGC	V_CTCF_BR	4
chr9	140083642	140083792	id-106065	5.51e-07	+	CGGAGACGGAGGCCGCCTACCTCAAGGTGGAGCTC	V_CTCF_BR	40
chr9	140085031	140085181	id-106066	3.47e-07	-	GGGCTGGGTCCTATGCTGGCCACCAGGGTGTGGCA	UpstreamP1_CTCF	24
chr9	140107124	140107274	id-106067	1.37e-05	-	AGCGTGAAGCCTGGGGTGCCCACCAGGGAGCGTTG	Upstream_CTCF	15
chr9	140108203	140108353	id-106068	2.43e-06	+	GCTGCACCGACGGCTACTGCAGCTTGGGGGCAGCG	Upstream_CTCF	34
chr9	140111785	140111935	id-106069	4.1e-06	+	ACTGCCGGAAAGAGGAGCGGCAGGAGGGGGCGTGG	Upstream_CTCF	8
chr9	140116891	140117041	id-106070	8.91e-07	+	CCGGCTGTTCTCCTCCCTCACAGTAGGAGGCCTCA	Upstream_CTCF	4
chr9	140122066	140122216	id-106071	1.91e-08	-	GCTGCACCAGTCCACATGGACTCCAGGTGGCGCAC	Upstream_CTCF	40
chr9	140129850	140130000	id-106072	1.09e-07	-	GGTGCAGTCTGGAGGGCTTCCTGCAGGGGGTGGAG	Upstream_CTCF	21
chr9	140130493	140130643	id-106073	3.4e-06	-	GCCAGGGAGAGCCCGAAGGCCGCCAGGGGCAGCAG	V_CTCF_BR	4
chr9	140131000	140131150	id-106074	6.39e-08	-	GCCCCAGGCCCCGGAGTGTCCACCAGGAGGCAGCA	V_CTCF_BR	40
chr9	140135120	140135270	id-106075	8.64e-05	+	GATGCCGTGTCCCGGCGCAAGGCCAGAGAGGGCGC	Upstream_CTCF	22
chr9	140138118	140138268	id-106076	1	+	NA	NONE	22
chr9	140139544	140139694	id-106077	7.12e-06	-	ACCCACCCCCCGCCCGCCGCCAGCAGGAGACGCTA	UpstreamP1_CTCF	17
chr9	140170017	140170167	id-106078	7.8e-08	+	GCGCGTCCTGTCCAGGGCGCCTGCAGGGGGTGCCA	V_CTCF_BR	13
chr9	140172120	140172270	id-106079	4.44e-06	-	GGGCAGCGACACCTGTGGGTCCCCAGGGAGCGGCC	UpstreamP1_CTCF	31
chr9	140173198	140173348	id-106080	1.71e-06	-	ACGTCGGGCCCCCCACCCGGCTGCAGGAGGCGCCG	V_CTCF_BR	0
chr9	140175398	140175548	id-106081	7.27e-06	-	ACCGGCTGGGCCGGGCGCGCCACAAGGCGGCAGCA	V_CTCF_BR	27
chr9	140181490	140181640	id-106082	1.71e-06	+	ACTGAGGCCGTCAGAGCCTCCAGCAGGTGTCAGTG	V_CTCF_BR	40
chr9	140189128	140189278	id-106083	1.74e-08	+	TGGGTTCTTGTCTGTGGGGCCAGCAGATGGCAGTG	V_CTCF_BR	39
chr9	140189357	140189507	id-106084	1.24e-05	-	CGAGAGCCGGGCCCTCTGGGCCGCAGGTGCCGCTA	V_CTCF_BR	7
chr9	140189915	140190065	id-106085	9.67e-08	+	GGCGCAGTGCGGGCGGCGGCCACAGGGCGGCAGCA	Upstream_CTCF	39
chr9	140191264	140191414	id-106086	5.41e-06	+	ACGTCAGTGCTTCCTGCCTCCAGCCGGGGTCAGAT	Upstream_CTCF	0
chr9	140193696	140193846	id-106087	1.23e-05	-	AAGCCCTGCCCACTCTGACCCGCTAGGGGGTCATG	UpstreamP1_CTCF	6
chr9	140195783	140195933	id-106088	1.28e-06	+	CCGGCCGGGCCCGGCTAGGCCGCAGGGAGGCGCTC	Upstream_CTCF	29
chr9	140197039	140197189	id-106089	6.04e-07	+	GCCCGGTACCCGAGCGCGACCGCCAGGTGGCCCCG	UpstreamP1_CTCF	40
chr9	140199145	140199295	id-106090	1.84e-05	-	CTCCAAGCAACACCGGCAAACACCAGGGGGTCCTC	UpstreamP1_CTCF	37
chr9	140200121	140200271	id-106091	5.72e-07	-	GTGCTGCTGCTGGCTCTCGGCAGAGGGAGGCAGAG	UpstreamP1_CTCF	27
chr9	140202597	140202747	id-106092	4.94e-06	+	GTAGCCGAGGGAACACTGGCCAGCAGGTGGGAGAA	Upstream_CTCF	6
chr9	140208687	140208837	id-106093	1	+	NA	NONE	1
chr9	140213609	140213759	id-106094	9.39e-07	-	CTGGCTATGACCCATCTGGACACCAGAGGGCTGCT	Upstream_CTCF	27
chr9	140218259	140218409	id-106095	4.03e-06	+	CTGCAAAGACACGGCTCGGCTACTGAGGGGCAGTG	UpstreamP1_CTCF	0
chr9	140245899	140246049	id-106096	1.38e-06	+	CACTCCACGTCTACACCAACCACTTGGTGGCACTG	V_CTCF_BR	9
chr9	140265367	140265517	id-106097	3.11e-05	-	TGCTCACCGCCGCGCCCGGCCGAAAGAGGCCGCAT	V_CTCF_BR	3
chr9	140278545	140278695	id-106098	2.37e-05	-	TTCCCTGTTCCCGTCCTGCCCTGCAGGGGGGCCCA	Upstream_CTCF	1
chr9	140279707	140279857	id-106099	5.7e-05	-	GTCACACTGCCTGCCATGGCCACGTGGTGGGGTAC	Upstream_CTCF	2
chr9	140285023	140285173	id-106100	1	+	NA	NONE	1
chr9	140301543	140301693	id-106101	5.55e-07	-	GAGGCGCTGCCGGGTTCCACCAGCAGAGGGGCCCA	Upstream_CTCF	38
chr9	140317754	140317904	id-106102	1.37e-11	+	GGGGAGGGGCGGGCGCCTGCCGCCAGGGGGCGCCG	V_CTCF_BR	39
chr9	140322722	140322872	id-106103	6.51e-07	+	CATTTTGTGCCATTTCAGGCCACCAGGGGTGGCTC	Upstream_CTCF	18
chr9	140338992	140339142	id-106104	2.94e-06	+	CCTGGTCATTCCAGAACCACCACTGGGGGGCATAC	Upstream_CTCF	23
chr9	140339826	140339976	id-106105	4.73e-07	-	TTGGTCATTCCCAGAACCACCACTGGGGGGCATAC	Upstream_CTCF	40
chr9	140356334	140356484	id-106106	3.4e-06	-	TGGAGAAGATGCTCCGCGACCAGCAGGGGCCGAGC	V_CTCF_BR	17
chr9	140400812	140400962	id-106107	6.49e-06	-	GGTGCTCTACCCAGGGTTGGCCGCAGCGAGCCGTC	Upstream_CTCF	5
chr9	140404618	140404768	id-106108	7.84e-05	-	CTGACTGATGTCAGGCCCTCCACAAGAGGTAGAGG	V_CTCF_BR	17
chr9	140405173	140405323	id-106109	1.85e-05	+	GGTGTCAGTGCCTGAAACGCCACCAGGCAGTGCCC	Upstream_CTCF	3
chr9	140408322	140408472	id-106110	1.19e-06	+	CCAATGAGCTTGCCGGTGACCTGCGGGTGGCAGAC	V_CTCF_BR	4
chr9	140429078	140429228	id-106111	1	+	NA	NONE	11
chr9	140429395	140429545	id-106112	9.31e-05	+	AAAGGAAGTTTTTTTTGGAACACTAGATGGCCACA	Upstream_CTCF	40
chr9	140440245	140440395	id-106113	1	+	NA	NONE	39
chr9	140445949	140446099	id-106114	1.09e-06	-	CGCCACTGCCTGTGTTCGTCCGCCAGGTGGCCGGC	UpstreamP1_CTCF	40
chr9	140453691	140453841	id-106115	6.21e-05	-	CCTGGCAACGGGCGTCTTCCCAGATGCTGGCGTCA	V_CTCF_BR	37
chr9	140470471	140470621	id-106116	8.13e-06	+	AAGTCACTGACCTCAGATTCCACCAGGCGGAGCAG	Upstream_CTCF	13
chr9	140473383	140473533	id-106117	1.28e-06	-	GCCCGCCGCGGTCAGCCGGCCGACAGGGGGCGTGG	V_CTCF_BR	40
chr9	140475226	140475376	id-106118	7.73e-05	+	CCTGCACCGCCCCCTTCCCCAGCGTGGTGTCTCAC	Upstream_CTCF	3
chr9	140476753	140476903	id-106119	6.75e-05	+	TTGTCTCTGCTGGAGATGAACACTGAGGGGCGCTG	UpstreamP1_CTCF	40
chr9	140485147	140485297	id-106120	1	+	NA	NONE	12
chr9	140485669	140485819	id-106121	1	+	NA	NONE	20
chr9	140497312	140497462	id-106122	6.74e-08	-	CCTGCCATGCCACGCAGGGCCAGAAGGGGAAGTAC	Upstream_CTCF	19
chr9	140506623	140506773	id-106123	1	+	NA	NONE	10
chr9	140509172	140509322	id-106124	7.55e-07	-	GGCACAGAACTCAAGGTGGCCAGCAGGGGCTGCCG	V_CTCF_BR	19
chr9	140512507	140512657	id-106125	5.48e-05	-	TCTGCAGACCAAGTAGCCTTCCCTGGAGAGCGCCC	Upstream_CTCF	26
chr9	140515935	140516085	id-106126	7.02e-05	-	CTGCAATTACAGGCACACACCACTATGCCCAGATA	UpstreamP1_CTCF	40
chr9	140534263	140534413	id-106127	1	+	NA	NONE	3
chr9	140560258	140560408	id-106128	8.13e-06	+	CGTGCAGCTCTGGAATCCTGCCGCTGGGGCAGCCT	Upstream_CTCF	13
chr9	140567376	140567526	id-106129	5.61e-08	+	CCTGCATTTACACTTCTAACCACAAGGTGGTGCTT	Upstream_CTCF	37
chr9	140577281	140577431	id-106130	3.18e-06	+	GCTGCGAACAGGTGCGCTGCCTGCAGGGGCTGCCC	V_CTCF_BR	8
chr9	140580144	140580294	id-106131	1	+	NA	NONE	11
chr9	140583194	140583344	id-106132	3.09e-05	+	GTGTCATATCACTGCATGGACAGCAGGTGTGTGAA	UpstreamP1_CTCF	6
chr9	140588830	140588980	id-106133	8.71e-06	+	GGTGGCGCAGGACGCTGGGACTGGAGGAGGCGCAC	V_CTCF_BR	2
chr9	140589768	140589918	id-106134	2.32e-08	-	CCTGACCTTCTTCCCCTCGCCAGCAGGGGTCAGAG	Upstream_CTCF	40
chr9	140606129	140606279	id-106135	2.47e-05	+	AGAGCGCCCCCAGGAAATGAGGGCAGGTGGCGCCA	Upstream_CTCF	6
chr9	140616467	140616617	id-106136	8.71e-06	+	GAGGTTGAATTTATTTTTGCCTGTGGATGGCGCCC	V_CTCF_BR	8
chr9	140634945	140635095	id-106137	1	+	NA	NONE	24
chr9	140652473	140652623	id-106138	5.93e-06	-	CCCGATCTTCTACTAGTGTCCACCAAGGGGCATCA	Upstream_CTCF	6
chr9	140659472	140659622	id-106139	1	+	NA	NONE	0
chr9	140659703	140659853	id-106140	5.7e-05	-	AAATCAAGCCCTCCGGATACCACTAGAGGTTGTTA	Upstream_CTCF	5
chr9	140667073	140667223	id-106141	1	+	NA	NONE	35
chr9	140680203	140680353	id-106142	3.84e-06	-	CTGCTGTTCCCGGGGAGGGCACCCAGGCGTCCACC	UpstreamP1_CTCF	6
chr9	140731496	140731646	id-106143	1.48e-06	+	CTCTGCCGGCTCCACCAGCCCTGCAGGGGGAGCAG	V_CTCF_BR	14
chr9	140751369	140751519	id-106144	1.38e-06	-	GTCCTCACAGGCCCTGAGCCCAGTAGAGGGAGCTG	V_CTCF_BR	5
chr9	140773142	140773292	id-106145	1	+	NA	NONE	5
chr9	140777496	140777646	id-106146	2.28e-05	-	TGCGCTCTGCAAGCCAGCGCCTCCTGGGGACAGGT	Upstream_CTCF	4
chr9	140778508	140778658	id-106147	4.34e-07	-	CTGTACATGCTGCTCTCACCCAGCAGGGGCCAGCC	UpstreamP1_CTCF	7
chr9	140779073	140779223	id-106148	2.59e-06	+	AAGCAGTGCTGGGGGGTGCGGGCCAGCGGGCAGCT	UpstreamP1_CTCF	14
chr9	140779940	140780090	id-106149	8.91e-07	+	CCTTGAGCACCCTCAGAGGCCAGCTGGGGCCGCTC	Upstream_CTCF	9
chr9	140851208	140851358	id-106150	5.34e-06	+	GAGGAGAAGTCCCCTTTGGACGGTAGGTGGCACTT	V_CTCF_BR	10
chr9	140855138	140855288	id-106151	1	+	NA	NONE	15
chr9	140862937	140863087	id-106152	1.3e-07	-	AGTGCAGCTGCTGTATTTGCCACTGGGGGCAACAA	Upstream_CTCF	13
chr9	140916865	140917015	id-106153	1.23e-08	-	AGGCACTTCCCCATCGCTGCCTCCAGGAGGCAGGC	UpstreamP1_CTCF	36
chr9	140917525	140917675	id-106154	2.15e-05	-	AGGTGCGTCTTCATGTCGGGCCGCAGGTGGCGCGT	V_CTCF_BR	0
chr9	140949034	140949184	id-106155	6.37e-07	+	ATGCTGCACGTGCACACGTCCGCCAGGGAGCAGTA	UpstreamP1_CTCF	8
chr9	140956186	140956336	id-106156	7.73e-06	+	TTGACAGCCCCAAGGCATGGCACCAGATGGAAGCC	V_CTCF_BR	8
chr9	140960544	140960694	id-106157	6.15e-05	+	CATGTAATTTGGGCTCCTTCCTGCAGGGGAGCTCT	Upstream_CTCF	11
chr9	140995533	140995683	id-106158	4.38e-08	-	AGGGCAGTTCTTCCCTAAGCCAACGGGTGGCGCAA	Upstream_CTCF	14
chr9	141008260	141008410	id-106159	4.11e-07	-	CTGCGCTCCCTCACGTCTCCCACAAGGTGGAGTTG	UpstreamP1_CTCF	10
chr9	141020732	141020882	id-106160	3.71e-10	+	CCCTGCAGTGCCCTGGCCGCCAGCAGGGGGCACGA	V_CTCF_BR	9
chr9	141042118	141042268	id-106161	1	+	NA	NONE	28
chr9	141044439	141044589	id-106162	3.42e-08	+	CAGAGATTCCCCAGAGCTGCCGCGAGGGGGCGCCC	V_CTCF_BR	23
chr9	141044668	141044818	id-106163	2.23e-06	+	ACGCTGCTGCAGCTCCGGGACACCTGGGGCCGCCG	UpstreamP1_CTCF	24
chr9	141073560	141073710	id-106164	4.11e-07	+	CTGTAGTGGCACAGCCAGACAGGCAGAGGGGGCAA	UpstreamP1_CTCF	19
chr9	141102360	141102510	id-106165	9.06e-08	-	CTGCACCCTCCCTGCCAGGGCGGCAGAGGGAGCCA	UpstreamP1_CTCF	29
chrX	2715127	2715277	id-106166	1.37e-05	-	AGAGAGCTCCAAAGAGTGACCAGCAGGGGAGAGTC	Upstream_CTCF	2
chrX	2730565	2730715	id-106167	2.18e-07	-	GGTTGATACTGCCCATTCACCAGCAGAGGGAGCGC	V_CTCF_BR	38
chrX	2737696	2737846	id-106168	6.23e-05	-	ATGTACAATTTAGAAATGTCCACTGGGTGTCGCAT	UpstreamP1_CTCF	39
chrX	2767525	2767675	id-106169	5.12e-06	-	TTGCTGCTCTGAAATTTTACCACTTGGTGTCTACA	UpstreamP1_CTCF	2
chrX	2793964	2794114	id-106170	1	+	NA	NONE	39
chrX	2807811	2807961	id-106171	1.38e-06	+	GGGAGTGTAGCAGTGAAGACCACCAGAGGTCACTC	V_CTCF_BR	35
chrX	2815911	2816061	id-106172	3.03e-05	-	AGAGCTGACTTACAGCTGCCCTGCAGAGGGCCTAC	Upstream_CTCF	2
chrX	2821475	2821625	id-106173	5.01e-06	-	GGGAGCTGGTTAGTCTCCACCTAAAGGGGGCAGCC	V_CTCF_BR	25
chrX	2831251	2831401	id-106174	9.25e-06	+	TTTTATCATGCAGATGAAGCCTCTAGGTGGCAGGC	V_CTCF_BR	36
chrX	2852831	2852981	id-106175	2.29e-05	+	GGTCATCTTCCCTAAGGCACCAGCAGAGGGGGAAC	UpstreamP1_CTCF	9
chrX	2886145	2886295	id-106176	1.08e-05	+	ATGCAGCTGTGTAAGGGCGACACTGGCTGGATGTA	UpstreamP1_CTCF	10
chrX	2902512	2902662	id-106177	5.53e-08	+	CAGCACTGTCCTGATCTTGCCAGGAGATGCCAGCA	UpstreamP1_CTCF	2
chrX	2953891	2954041	id-106178	5.08e-07	+	CCCCCACTTCACTAATGGGCCACTAGAGGGCGTTA	V_CTCF_BR	40
chrX	3035807	3035957	id-106179	4.88e-05	+	AATCATTACATGAATTTAAACACTAGGTGGCATGC	UpstreamP1_CTCF	29
chrX	3058018	3058168	id-106180	1	+	NA	NONE	5
chrX	3163111	3163261	id-106181	1.26e-07	+	CCCTGATTGTCTGGACTTGACAGCAGAGGGCAGCC	V_CTCF_BR	24
chrX	3379862	3380012	id-106182	1	+	NA	NONE	6
chrX	3430347	3430497	id-106183	6.98e-07	+	TAATACCACCGCTGATCTGCCAGGAGGTGGAGCTC	V_CTCF_BR	12
chrX	3438655	3438805	id-106184	6.43e-06	-	AGATGGGCAGATAATCCTGCCTGTAGGGGGAAACA	V_CTCF_BR	1
chrX	3466822	3466972	id-106185	2.55e-06	-	TTTTCTGTTTAAACAGTCTGCACAAGAGGGCAGTG	Upstream_CTCF	33
chrX	3503923	3504073	id-106186	1	+	NA	NONE	19
chrX	3529874	3530024	id-106187	3.56e-06	-	CCTGCATGTCTAAATAAGACCGCTAGGTGGTTTGT	Upstream_CTCF	5
chrX	3556432	3556582	id-106188	2.1e-06	-	CCTTCGGTGATAACACTGACCACACGAGGGCAGCA	Upstream_CTCF	39
chrX	3569415	3569565	id-106189	3.18e-06	+	ACTAATATACCGTGTGCTGCCAAGAGAGGGCAGCA	V_CTCF_BR	39
chrX	3612533	3612683	id-106190	1.41e-06	-	TATGCAGTTCCTTCTGGAGGCTCTAGGGGAGGATC	Upstream_CTCF	14
chrX	3707113	3707263	id-106191	4.43e-05	-	CCCACCAAAACCAAGATGGCCACAAGAGGGACCTC	V_CTCF_BR	12
chrX	3730158	3730308	id-106192	3.84e-06	-	GTGTTCTTCCTCTACGTAGCAGCCAGATGGCGTTT	UpstreamP1_CTCF	39
chrX	3734586	3734736	id-106193	6.86e-07	+	GAAGGAACACCCCCTAGAGCCTCCAGGGGGAGTCC	Upstream_CTCF	31
chrX	3858136	3858286	id-106194	2.46e-06	+	CTTAAATAGCAAATTGAACCCACTAGATGGCACCA	UpstreamP1_CTCF	40
chrX	3880579	3880729	id-106195	5.38e-05	+	AAAGAAAAAAAAAATGGGAGCGCTAGAGGGAGCTC	V_CTCF_BR	38
chrX	3880817	3880967	id-106196	1	+	NA	NONE	3
chrX	3890268	3890418	id-106197	1.92e-05	+	CAGAAGGTGGCAGTCTTGCACTGCAGGGGACACCA	UpstreamP1_CTCF	5
chrX	4181162	4181312	id-106198	1	+	NA	NONE	16
chrX	4183171	4183321	id-106199	4.34e-07	+	CAGCATCTCTGGCACTTATCCACTAGATGCCAGTA	UpstreamP1_CTCF	2
chrX	4195280	4195430	id-106200	2.43e-06	+	TTTGCCTTCTCCAGCTAGAACACTAGAGGGCATAA	Upstream_CTCF	18
chrX	4465397	4465547	id-106201	3.73e-09	+	ATGCCATATCAGACAATGGCCAGCAGGTGGCGATG	UpstreamP1_CTCF	40
chrX	4468182	4468332	id-106202	1.97e-06	-	CAGCTTCTTTTTCTCAGGACCACAAGGGGGTGCTG	V_CTCF_BR	18
chrX	4588804	4588954	id-106203	4.68e-07	-	TACTGCTGCCACTGATCTGCCAGGAGGTGGAGCTC	V_CTCF_BR	5
chrX	4706113	4706263	id-106204	5.38e-05	+	GTACATATTTTAAGCTCAGCCTCAAGGTGTCTCTG	V_CTCF_BR	3
chrX	4726221	4726371	id-106205	2.43e-06	+	TAATGCTGCCGCTGATCTGACAGGAGGGGGAGCTC	V_CTCF_BR	1
chrX	5031299	5031449	id-106206	1.1e-05	-	ATAGTGTATATTGACCCTGCCTGTAGATGGCAATG	V_CTCF_BR	22
chrX	5154270	5154420	id-106207	4.24e-07	+	AAAGCAGTTACACATGCCTCCTGTAGAGGGCCACA	Upstream_CTCF	16
chrX	5376460	5376610	id-106208	2.23e-09	+	CTGCAGTGCTGTTGTGCTGCCACCAGATGTCTGTG	UpstreamP1_CTCF	9
chrX	5599319	5599469	id-106209	4.43e-05	+	GGACATATACACCTAATGACATGCAGAGGGCGATA	V_CTCF_BR	22
chrX	5795431	5795581	id-106210	9.27e-07	-	ATGAAGCAACGCGAGTGTCCCAGTAGGTGGTGCTA	UpstreamP1_CTCF	33
chrX	5835089	5835239	id-106211	6.46e-07	-	TTTATGGTCGCCCAGCAGCCCTGCAGAGGGCGCCC	V_CTCF_BR	7
chrX	5920275	5920425	id-106212	1.17e-05	+	ATGACCCAACCGCAAAGAGCCACCTGGTGGATGTC	V_CTCF_BR	3
chrX	5939490	5939640	id-106213	6.17e-09	+	ATGCAGTGGGCATTTTGAGCCACTAGGAGGCAGAA	UpstreamP1_CTCF	38
chrX	6013652	6013802	id-106214	1.41e-05	-	CTGCAGGCATTGCCAAGTGGCTCCTGAGGGGGCAG	UpstreamP1_CTCF	23
chrX	6143925	6144075	id-106215	5.72e-07	-	ATGTTCTTGCGAGCTGGATCCACAAGGTGGTAGTA	UpstreamP1_CTCF	15
chrX	6210755	6210905	id-106216	4.5e-06	+	GAGGCAATTCATGCTCTTTTCGCCAGAGGCAGCAG	Upstream_CTCF	11
chrX	6281360	6281510	id-106217	5.63e-06	-	TTGCATTTTCACTTCCAAGCCATAAGAGGGAGATG	UpstreamP1_CTCF	11
chrX	6289517	6289667	id-106218	5.55e-07	+	AGAGGTCTACCAGTATGGGCCACTAGGGGCTGGTC	Upstream_CTCF	4
chrX	6492925	6493075	id-106219	1.22e-08	-	TGTCTACTCCCTGGAGGGACCAGCAGGGGGCACGG	V_CTCF_BR	19
chrX	6562570	6562720	id-106220	6.94e-09	-	CAAGCAATGCCAATTTTGTCCACCAGGGGACAATG	Upstream_CTCF	25
chrX	6626346	6626496	id-106221	1	+	NA	NONE	1
chrX	6887047	6887197	id-106222	1	+	NA	NONE	6
chrX	6935955	6936105	id-106223	4.68e-07	-	GGGAGTGTACCAATGAGGACCACCAGAGGTCACTC	V_CTCF_BR	22
chrX	6966144	6966294	id-106224	2.81e-05	-	GTTATACTGCTGATATCATCCAAGAGATGGCGCTA	V_CTCF_BR	9
chrX	6987136	6987286	id-106225	8.61e-08	+	GCGGATGGGCATGGTGCAGCCAGCAGAGGGAGACG	V_CTCF_BR	37
chrX	6992691	6992841	id-106226	7.82e-06	+	AAGCTATGGAATAATTCTTCCACAAGGGGGAAATT	UpstreamP1_CTCF	16
chrX	7003020	7003170	id-106227	1	+	NA	NONE	0
chrX	7007134	7007284	id-106228	1.1e-06	+	CTCAGTAAGCTACACAGCACCACCTGGGGGCACAG	V_CTCF_BR	26
chrX	7050585	7050735	id-106229	8.16e-07	+	AAGAATGCAGAAGCAATGCCCAGGAGAGGGCAGCA	V_CTCF_BR	40
chrX	7066354	7066504	id-106230	1	+	NA	NONE	23
chrX	7066627	7066777	id-106231	8.71e-06	-	TTCAAGTCGCGGTCCAGGACCGCAAGGAGGCGGGC	V_CTCF_BR	25
chrX	7089098	7089248	id-106232	6.05e-06	-	TGCTTTGAGCAGAGAGCTACCAACAGGTGGCGACA	V_CTCF_BR	38
chrX	7108317	7108467	id-106233	1.71e-06	+	TAATGCCATGGCTGATCTGACAGGAGGTGGCGCTC	V_CTCF_BR	10
chrX	7109797	7109947	id-106234	1.52e-07	-	TGCCCCTCAGCCCTCACTTCCACCAGGGGGAGGAG	V_CTCF_BR	14
chrX	7110007	7110157	id-106235	4.48e-07	+	ATGGCACTATGCTATCAGAACACCAGGGGGCACAA	Upstream_CTCF	33
chrX	7152236	7152386	id-106236	3.42e-05	+	AACTCTGTGCACAGAGATGCCCTCAGGGGGCAGAA	Upstream_CTCF	16
chrX	7236851	7237001	id-106237	1.71e-06	-	AGCTCCAAGCCACAAATGGCCACCTGGTGGCAATA	V_CTCF_BR	18
chrX	7252386	7252536	id-106238	1	+	NA	NONE	7
chrX	7280250	7280400	id-106239	1	+	NA	NONE	3
chrX	7470927	7471077	id-106240	9.39e-07	-	CATGTAATGCCACAGTCACACAGCAGAGAGCAGGA	Upstream_CTCF	15
chrX	7504286	7504436	id-106241	2.08e-07	-	CAGTAGTTTCCATACTCACCCACTAGGAGGAAGAC	UpstreamP1_CTCF	35
chrX	7674190	7674340	id-106242	9.81e-06	-	ACATTTTCTTTTGGCTTGTCCACAAGGAGGCAGCA	V_CTCF_BR	28
chrX	7796768	7796918	id-106243	8.99e-05	-	GAAGAAGACAGGAGATAGGTCAATAGGGGGAGCTG	V_CTCF_BR	19
chrX	7894028	7894178	id-106244	2.33e-07	-	GTGGATTTCTGGGCATTTACCACTTGGGGGCAGCA	UpstreamP1_CTCF	40
chrX	7895768	7895918	id-106245	1.55e-05	-	AAATAGCCGCTGGAGTTGGCCCCTAGGGGCAGCTG	V_CTCF_BR	34
chrX	7909811	7909961	id-106246	2.38e-07	-	AATATCCAATTCTCATGAGCCAGCAGAGGGCAGAC	V_CTCF_BR	39
chrX	7964578	7964728	id-106247	2.23e-06	+	GTGAAGAACCTGAGTTGTTCCTGCAGGTGGCACTG	UpstreamP1_CTCF	39
chrX	7978282	7978432	id-106248	1	+	NA	NONE	29
chrX	8010481	8010631	id-106249	3.56e-05	+	CTTGCAGTACCCATGTTCTCCTTAGGAGGCTGCAT	Upstream_CTCF	28
chrX	8147817	8147967	id-106250	1.64e-06	+	CAGCATTGAAAGTCTTTGGCCACTGGGTGTCATGA	UpstreamP1_CTCF	22
chrX	8205899	8206049	id-106251	1.26e-05	-	ACTGAAGGAGACTAGAAAGCCACCAGGGGGACTTT	Upstream_CTCF	11
chrX	8257575	8257725	id-106252	2.5e-05	+	GAGCAGGGGATTAAGATGGCAGATAGGTGGCAGGA	UpstreamP1_CTCF	5
chrX	8291519	8291669	id-106253	6.53e-09	+	TACTGACCCTTTGCCCTCACCAGCAGAGGGCACCA	V_CTCF_BR	21
chrX	8332881	8333031	id-106254	1.59e-06	+	AGCACCACGTTAAGCTTCCCCAGCAGAGGGTGCTG	V_CTCF_BR	30
chrX	8423735	8423885	id-106255	3.47e-07	+	CTGTGGTTACTGCTGATGGACTCTAGGTGGCCACA	UpstreamP1_CTCF	21
chrX	8541921	8542071	id-106256	2.28e-05	-	ACTGCTGTATTCAGAAAAACCTCTAGGGAGGCAGT	Upstream_CTCF	8
chrX	8640337	8640487	id-106257	6.21e-05	-	AGACCATGGAGGCAGTTCACATGCAGGGGCCACTG	V_CTCF_BR	19
chrX	8692470	8692620	id-106258	9.62e-08	+	TTGCATTACAGAGCTGATTCCAGCAGGGGGCTGAC	UpstreamP1_CTCF	31
chrX	8706770	8706920	id-106259	1	+	NA	NONE	39
chrX	8711292	8711442	id-106260	1.18e-09	+	GCTGTCCTGGTTACACTTGCCAGCAGGGGGCACCA	V_CTCF_BR	40
chrX	8717007	8717157	id-106261	2.6e-06	+	CAACAACCCTGGCCTTTCACCACTAGATGGTAGTA	V_CTCF_BR	40
chrX	8723267	8723417	id-106262	1.41e-06	+	CCTGTTTGAGTTTCAGCTTCCACCAGGTGGTGCCA	Upstream_CTCF	33
chrX	8751200	8751350	id-106263	2.81e-08	+	GTTGTAGTGCTGCAGTCGGACAGTAGAGGGCAATC	Upstream_CTCF	39
chrX	8783596	8783746	id-106264	1.79e-08	-	GCTGCATTCCTGGCTTCTACCACTAGATGTCAGTA	Upstream_CTCF	40
chrX	8784985	8785135	id-106265	1	+	NA	NONE	25
chrX	8787345	8787495	id-106266	3.28e-05	+	GAATAATGTTTAAGATATAACACCAGATGGCAGTA	V_CTCF_BR	23
chrX	8789247	8789397	id-106267	6.49e-06	+	CATGTATGTCTCAGAATGCCCTGGTGATGGCGCTG	Upstream_CTCF	21
chrX	8813174	8813324	id-106268	1.41e-06	+	GTGTAGTTTCAGATACAGTCCTGCAGAGGCTGACT	UpstreamP1_CTCF	29
chrX	8818100	8818250	id-106269	2.19e-05	+	TTGCAATAACTCTGCTACACCTCTAGAGGCACAGT	UpstreamP1_CTCF	33
chrX	8837071	8837221	id-106270	1	+	NA	NONE	34
chrX	8847911	8848061	id-106271	1.67e-08	-	GTTTCACTTCCCCTCTTCCCCACCAGGGGGCCTGC	Upstream_CTCF	40
chrX	8895816	8895966	id-106272	1.41e-06	-	AGGCTGTGTGGAGTCTCCGCCACCAGGGAGAGCGC	UpstreamP1_CTCF	4
chrX	8939282	8939432	id-106273	3.28e-05	+	AAACACCAATAAATGTTTTCCACAAGGGGGAGATA	V_CTCF_BR	39
chrX	9167357	9167507	id-106274	5.67e-06	-	AATGTGATGTGGATTTTGGCCGGTAGGGGGGTCCG	Upstream_CTCF	11
chrX	9281349	9281499	id-106275	1.99e-11	-	GCAGCAGTTCACACTCCCACCAGCAGGGGGCGAGG	Upstream_CTCF	40
chrX	9312175	9312325	id-106276	1	+	NA	NONE	5
chrX	9320010	9320160	id-106277	4.31e-07	-	CAGAGATGTGAGTTGTGGGCCAGCAGGTGGATCCC	V_CTCF_BR	14
chrX	9387774	9387924	id-106278	8.76e-09	+	CTGCAGCCCGCCAACCTTCCCAGCAGGTGTCGGTC	UpstreamP1_CTCF	4
chrX	9469536	9469686	id-106279	3.56e-05	-	GCTCAAAGTCCCTTCCTTGTCACCAGGGGGACCCC	Upstream_CTCF	9
chrX	9495142	9495292	id-106280	1.97e-06	+	CACGTTGGTGTAGGGTGGGCCGAGAGGGGGCGCAG	V_CTCF_BR	8
chrX	9522881	9523031	id-106281	2.81e-05	-	ACATAAAATAGATCAGTGGCCGCCAGGGGCTGGGG	V_CTCF_BR	2
chrX	9534346	9534496	id-106282	4.51e-05	-	CCTGTATTACCAATATCAAACAGCAGGGTTATATA	Upstream_CTCF	13
chrX	9541925	9542075	id-106283	9.88e-07	-	GCTGCATTTAATAAGATGCCCAGCAGGGTGGAGTG	Upstream_CTCF	14
chrX	9555255	9555405	id-106284	1	+	NA	NONE	4
chrX	9587746	9587896	id-106285	5.34e-06	-	GCATGAGGATGTAAGCTCGCAGCTAGAGGGCGGCA	V_CTCF_BR	7
chrX	9613839	9613989	id-106286	3.48e-06	-	ATGATATGTCCCAAATTGGGTGGCAGGGGGCGACA	UpstreamP1_CTCF	8
chrX	9650573	9650723	id-106287	3.4e-06	-	CTTGCAATAAACAAAACGCTCACCAGATGGGAATG	Upstream_CTCF	25
chrX	9668717	9668867	id-106288	4.88e-06	+	TAGCTTTTCCCCAGTAACACCTCGTGGGGGCGCCC	UpstreamP1_CTCF	12
chrX	9669945	9670095	id-106289	4.23e-08	+	CTCCCACCCACACCTTCCGCCTGCAGGGGGAGCTG	V_CTCF_BR	17
chrX	9677143	9677293	id-106290	7.8e-08	-	GAGTAGATGAGGTCACCTTCCAGCAGGGGGCAGCA	V_CTCF_BR	40
chrX	9692915	9693065	id-106291	2.78e-06	-	CAGCCTGGCCTCCTAACACACACTAGGGGGCAGAG	V_CTCF_BR	18
chrX	9797518	9797668	id-106292	1	+	NA	NONE	6
chrX	9818151	9818301	id-106293	6.64e-05	+	GGGATCATTCCCGTCTGCAGCACCCGGGGGCGCTG	Upstream_CTCF	2
chrX	9829852	9830002	id-106294	4.31e-05	+	GATTATTCCCTCCTGTCTGCCACCAGGGGATCCTG	UpstreamP1_CTCF	5
chrX	9830672	9830822	id-106295	6.46e-07	-	TGGCACCTGGTGAGCACCATCAGCAGAGGGCGGTG	V_CTCF_BR	11
chrX	9842101	9842251	id-106296	6.67e-08	+	ATGTTGTTGCCTGTCTTGTACACAAGGTGGCAGGC	UpstreamP1_CTCF	39
chrX	9850973	9851123	id-106297	1	+	NA	NONE	21
chrX	9853311	9853461	id-106298	2.83e-07	+	GGACCGGGAGTGTAGGCGGGCTCTAGGTGGCGCCA	V_CTCF_BR	40
chrX	9925915	9926065	id-106299	3.28e-05	+	TCGACCTTGCTCAGATAGCCCAAAAGAGGGCAGTA	V_CTCF_BR	7
chrX	9934922	9935072	id-106300	1.56e-05	-	GAAGGAATTTATGCTATGTCCACGCGATGGAGCTA	Upstream_CTCF	3
chrX	9956925	9957075	id-106301	1.56e-06	+	GTGGGATTCTTCCATTTCTCCACCAGGTGACAGCA	UpstreamP1_CTCF	39
chrX	9961368	9961518	id-106302	1.92e-05	+	CAGTCATAAAGCATGCTTTCCGCCAGGTGACGGTA	UpstreamP1_CTCF	5
chrX	9963901	9964051	id-106303	9.57e-10	+	GGGCAGGTGCGGACTAGTGCCACCAGGGGGCGCGC	UpstreamP1_CTCF	39
chrX	9986107	9986257	id-106304	1	+	NA	NONE	12
chrX	10051358	10051508	id-106305	2.74e-08	-	TCCCCAGGCCACTCCTTGGCCTCCAGGGGGAGGGC	V_CTCF_BR	29
chrX	10077914	10078064	id-106306	3.29e-05	-	CGTGCACGCCGCAGCTCCTCCTCTAGGCGCTCCCG	Upstream_CTCF	6
chrX	10087680	10087830	id-106307	1.64e-07	-	GATGTCATATAAGAATCTACCACCAGATGGCAGTG	Upstream_CTCF	40
chrX	10102123	10102273	id-106308	1.56e-05	+	CTTGATCTTGAACACAGAGCCAGCAGGGATCGCTC	Upstream_CTCF	4
chrX	10131837	10131987	id-106309	1.41e-06	+	CCGCATCCCTGGCCACCATCCACTAGATGCCAGTG	UpstreamP1_CTCF	1
chrX	10157759	10157909	id-106310	8.34e-07	+	ATGTGCTTATCAGAAGTCACCGCTAGGTGTCACTG	UpstreamP1_CTCF	40
chrX	10158527	10158677	id-106311	1	+	NA	NONE	40
chrX	10222884	10223034	id-106312	6.43e-06	+	GATTGGAGGCCATTTGTGCCCAGTAGGTGGCATTC	V_CTCF_BR	35
chrX	10294786	10294936	id-106313	5.68e-06	-	CGTCGTCCCTGGCTTCTACCCACTAGATGTCAGTA	V_CTCF_BR	37
chrX	10352353	10352503	id-106314	1.48e-06	-	AGAGAAAAGTGGGAAGGAGCCACCAGAGGGAGAAG	V_CTCF_BR	5
chrX	10369407	10369557	id-106315	1.37e-08	-	GCAGCAATATTCGCAATAGCCACAAGGTGGGAGCA	Upstream_CTCF	21
chrX	10412354	10412504	id-106316	1.34e-06	+	GTCCAGTACCGTGTCCACTACAGTAGGGGTCAGCA	UpstreamP1_CTCF	24
chrX	10566031	10566181	id-106317	1.04e-05	-	CATACTGGAGGCCCAGACATCACAAGAGGGCAGCA	V_CTCF_BR	40
chrX	10584091	10584241	id-106318	1.15e-07	-	TGTGCATTTCAGTTATCTACCTGCAGGGGTCAGGC	Upstream_CTCF	39
chrX	10604514	10604664	id-106319	8.19e-06	-	TTGAGCTTTTGACATTCAGCCACCAGAGGCTGCTC	UpstreamP1_CTCF	39
chrX	10674533	10674683	id-106320	1.15e-07	+	TTGGCACTTCTCATTGCTGCCACCAGGTGAAGAAG	Upstream_CTCF	19
chrX	10690937	10691087	id-106321	6.04e-09	-	GTAGCATTACTGACTCTTCCCAGCAGAGGGCACCA	Upstream_CTCF	39
chrX	10693242	10693392	id-106322	1.63e-05	+	AAAGCTATACTTCTTTGTACCGCTAGGTGAAGATT	Upstream_CTCF	31
chrX	10724604	10724754	id-106323	1	+	NA	NONE	15
chrX	10737323	10737473	id-106324	5.51e-07	-	AACACGTATTAGTAAACAGCCAGTAGATGGCACTA	V_CTCF_BR	39
chrX	10857954	10858104	id-106325	7.78e-06	-	CACTCAGAGTCAATTTTGACCACTAGGGGACACTG	Upstream_CTCF	9
chrX	10872861	10873011	id-106326	1.14e-06	+	CAGCATCCCTGACCTCTATCCACTAGATGCCAGTA	UpstreamP1_CTCF	4
chrX	11058643	11058793	id-106327	1.34e-06	-	CAGCATCCCTGGGCTCTACCCACTAGATGTCAGTA	UpstreamP1_CTCF	26
chrX	11118403	11118553	id-106328	1	+	NA	NONE	33
chrX	11119003	11119153	id-106329	1.04e-05	-	AAAAAGATCCAACTAATTGCCACTGGGGGGCGATG	V_CTCF_BR	39
chrX	11123393	11123543	id-106330	3.24e-06	-	GTTGCTGATCCAGTTGTTGCCACAAGTGGGCCTTT	Upstream_CTCF	10
chrX	11129909	11130059	id-106331	4.17e-05	+	CCTGGGTTTCACAGTATTTCCCTAAGGGGGCAATA	Upstream_CTCF	18
chrX	11149386	11149536	id-106332	5.52e-05	-	GAACAGAACCCTCAAATGTCCAGTAGGGGAAGGCC	UpstreamP1_CTCF	9
chrX	11151305	11151455	id-106333	1	+	NA	NONE	0
chrX	11155773	11155923	id-106334	8.58e-08	-	AGTGCATAACTATTTTTGACCAGCAGATGGCGATA	Upstream_CTCF	39
chrX	11159121	11159271	id-106335	5.08e-05	+	ATAGTTAGAAAAGGAATCAGCACTAGAGGGCATTA	Upstream_CTCF	7
chrX	11162160	11162310	id-106336	5.34e-06	+	GCCGCGTCCTCTTGCATAGCCAGCAGGGAGCGCTC	V_CTCF_BR	18
chrX	11162485	11162635	id-106337	4.7e-08	+	AAGGGTTTCAACGATATGACCAGCAGAGGGCAGTA	V_CTCF_BR	40
chrX	11233355	11233505	id-106338	7.15e-05	+	CATCCCACAGCTCTTCCGGCCACACGGGGTCGCTG	V_CTCF_BR	3
chrX	11305723	11305873	id-106339	1	+	NA	NONE	4
chrX	11343918	11344068	id-106340	1.04e-05	-	CAGGATGCCTGATTTCTAGCCGCTAGATGCCAGTA	V_CTCF_BR	5
chrX	11399697	11399847	id-106341	2.93e-07	+	GTGTTAGTTTTTCCTTTTGCCACCAGGGGGAGAAC	UpstreamP1_CTCF	39
chrX	11445573	11445723	id-106342	1	+	NA	NONE	29
chrX	11478581	11478731	id-106343	1.31e-05	+	GTATGTGTGCTATTTTAAGCCACTAGGTGGTACTC	V_CTCF_BR	26
chrX	11479883	11480033	id-106344	4.41e-06	-	AGAGGCCCCTGTTTCTCAGCCAGCAGAGGCTGCAG	V_CTCF_BR	6
chrX	11522516	11522666	id-106345	2.04e-05	-	TTAACGGGGGTAATTTTATCCACCAGAGGGCATTT	V_CTCF_BR	8
chrX	11548925	11549075	id-106346	5.34e-06	+	GGACAGCAGGTCAGGGTTGTCAGTAGAGGGTGCTC	V_CTCF_BR	4
chrX	11549473	11549623	id-106347	2.97e-06	-	ATGGGATTTTTTCATATTTCCAGGAGAGGGCAGCC	V_CTCF_BR	33
chrX	11551370	11551520	id-106348	1.83e-05	+	GTAATATAATCCTTTACTCCCACTAGGTGGCACTT	V_CTCF_BR	39
chrX	11559214	11559364	id-106349	2.81e-06	+	CATGCCACACCACATAGGGCCACATGGGGAAGCAC	Upstream_CTCF	23
chrX	11561490	11561640	id-106350	1.09e-06	-	CAGCATCCATGGCCTCCAACCACTAGATGCCAGTA	UpstreamP1_CTCF	21
chrX	11577192	11577342	id-106351	8.02e-08	-	CTTCCATACCACCACCCAGCCACCAGGGGGCCATG	UpstreamP1_CTCF	40
chrX	11618842	11618992	id-106352	2.12e-06	+	CTGATGTTCCCAGGAAACACCAGTAGGGGAGTGTG	UpstreamP1_CTCF	15
chrX	11647773	11647923	id-106353	3.63e-06	+	TCCCCAAGGCACTGAGTGGCCACAGGATGGCTGGG	V_CTCF_BR	11
chrX	11682107	11682257	id-106354	1	+	NA	NONE	17
chrX	11696438	11696588	id-106355	1	+	NA	NONE	36
chrX	11742646	11742796	id-106356	1.51e-08	-	ATGCCATTCTCTACTGTGGCCACCAGATGGAGACT	UpstreamP1_CTCF	40
chrX	11774638	11774788	id-106357	5.65e-05	-	TGGTGTATCAGAGATGAGAACAGTAGATGGTGGTG	V_CTCF_BR	12
chrX	11776545	11776695	id-106358	1.21e-10	+	CCTGCGAGGAGCGGTGCGGCCGGCAGGGGGCGCTC	V_CTCF_BR	39
chrX	11788495	11788645	id-106359	1.67e-08	-	GTTGCAGCTGTACCTATAACCACTAGATGGCGCAT	Upstream_CTCF	40
chrX	11792772	11792922	id-106360	4.7e-06	-	TGGAAACAGAACCTACACTCCACTAGGTGGCAGTC	V_CTCF_BR	40
chrX	11805730	11805880	id-106361	9.55e-09	+	TGCTTCCTGTTGTGTTTTGCCAGCAGGGGGCACTG	V_CTCF_BR	39
chrX	11909330	11909480	id-106362	7.12e-06	-	TGGCAGGCGCCAAGCTCTCCCAGGAGAGGGAGTCC	UpstreamP1_CTCF	6
chrX	11926604	11926754	id-106363	5.37e-06	-	GTGTAAAATAGAAGATTTGCCACTAGATGGGGCTA	UpstreamP1_CTCF	38
chrX	11962712	11962862	id-106364	1.32e-08	+	CTGCAGCTTCTCTGACTGCCCACCAGGGGTAGAAC	UpstreamP1_CTCF	39
chrX	11985938	11986088	id-106365	8.21e-06	+	GGAAGATTGGCAGGAAGCTCCACTAGGGGGAGATG	V_CTCF_BR	33
chrX	12003050	12003200	id-106366	8.58e-06	+	ATGAGGTACTATTTCACACCCACTAGGGGGCCACT	UpstreamP1_CTCF	5
chrX	12017187	12017337	id-106367	9.25e-06	-	GAAACCATCTTCCAAGCCCCCTCCAGGAGGCAGCA	V_CTCF_BR	15
chrX	12094285	12094435	id-106368	6.05e-06	-	ACTAACTTGCCATTTGGAAACACCAGTTGGCGCTA	V_CTCF_BR	26
chrX	12098478	12098628	id-106369	1.21e-06	+	GTGGTATCACCACATATGTCCACCAGGGAGTGCTC	Upstream_CTCF	40
chrX	12133616	12133766	id-106370	9.11e-08	-	CATGCAGTGTGGACAAGAGCCAACAGAGGGGGCAG	Upstream_CTCF	32
chrX	12156837	12156987	id-106371	4.88e-06	+	ATGCACACGCAGCTCGCGGCCGGAGGGGGGTAGCA	UpstreamP1_CTCF	21
chrX	12287724	12287874	id-106372	1.82e-06	-	CAGCATCCCTCATCTCCACCCACTAGATGCCAGTA	UpstreamP1_CTCF	16
chrX	12337269	12337419	id-106373	2.37e-05	-	GTGGCATTACTAATCTAGACCAAGGGTTGGCAGTC	Upstream_CTCF	17
chrX	12367460	12367610	id-106374	5.9e-06	-	GCTTAGTATCCTATGGAGGACTCCAGAGGGCGCCT	UpstreamP1_CTCF	16
chrX	12401399	12401549	id-106375	1.46e-07	-	GTAGCACTGCCTGCCCCCACCACCAGATGTGACAA	Upstream_CTCF	39
chrX	12459929	12460079	id-106376	1	+	NA	NONE	21
chrX	12465604	12465754	id-106377	4.21e-05	-	CATCTGACTCAGAAAAGTTGCAGGAGGGGGCAGGC	V_CTCF_BR	26
chrX	12516065	12516215	id-106378	2.06e-07	+	CCTGCTCTGCAGTCATCTGACTGCAGGGGGTGCTG	Upstream_CTCF	29
chrX	12544697	12544847	id-106379	3.63e-06	-	ACTTTTAATGCCCATTTGACCACCAGATGGCTACA	V_CTCF_BR	9
chrX	12586090	12586240	id-106380	9.62e-08	-	AAGCACTGAGCCCTGGAAGCCTGTAGAGGGCAGCA	UpstreamP1_CTCF	40
chrX	12613884	12614034	id-106381	6.15e-05	+	GAAGAGCTGTTTTCTTTGTCCACAAGATGACGGTA	Upstream_CTCF	7
chrX	12719899	12720049	id-106382	1.67e-07	-	TTACAACTCTGCGAAGAGACCAGCAGGGGGCACAG	V_CTCF_BR	40
chrX	12720705	12720855	id-106383	1.15e-06	+	TCCACAATGCCAGGTTCACCCACCAGGGGGCAAAA	Upstream_CTCF	38
chrX	12727291	12727441	id-106384	3.11e-05	+	GCAGGAAAGTTAAATTCTACGAGCTGGGGGCGCTG	V_CTCF_BR	10
chrX	12788663	12788813	id-106385	6.98e-07	-	AGATGTGTTATTAATTTGGCCACTAGATGGCAGGA	V_CTCF_BR	40
chrX	12789029	12789179	id-106386	1	+	NA	NONE	6
chrX	12789693	12789843	id-106387	2.74e-08	-	AAGAGCCCACTCGGACCCTCCAGCAGAGGGCGCAG	V_CTCF_BR	40
chrX	12832673	12832823	id-106388	1.39e-05	+	CGGGTAAAACTGAATGTTGCCACAGGAGGTCACTC	V_CTCF_BR	39
chrX	12843188	12843338	id-106389	1.83e-05	+	CAGTGTGGACTGACGCAGGACAGCAGAGGGCGTTT	V_CTCF_BR	17
chrX	12912313	12912463	id-106390	3.4e-06	-	CCAGGAGGGATTTCCCACCCCACTAGGTGGCGCTT	Upstream_CTCF	40
chrX	12919715	12919865	id-106391	1.82e-07	-	GATGTTAATAACCATGCTGCCACAAGATGGCGCCC	V_CTCF_BR	40
chrX	12965021	12965171	id-106392	1.03e-07	+	GCGTCAACACCAATCACTGCCAATAGGGGGCAGCA	Upstream_CTCF	40
chrX	12969091	12969241	id-106393	4.59e-07	-	CTGCTCTGCTCCACACTTCCCCCTAGGGGCAGTTC	UpstreamP1_CTCF	37
chrX	12979431	12979581	id-106394	2.15e-05	-	TACAAGAATGCTAAAACTGCCAGCAGAGGGAGAGT	V_CTCF_BR	14
chrX	12988896	12989046	id-106395	1	+	NA	NONE	38
chrX	12992676	12992826	id-106396	2.5e-05	-	CTGTGACTCAGCTTTCAGTCCAGTGGCGGGCATGC	UpstreamP1_CTCF	3
chrX	13047100	13047250	id-106397	1	+	NA	NONE	6
chrX	13073749	13073899	id-106398	2.96e-05	-	TGAGGGACACAGGTGTGAGACTCTTGGTGGCAGTA	V_CTCF_BR	1
chrX	13110956	13111106	id-106399	1	+	NA	NONE	2
chrX	13242527	13242677	id-106400	4.03e-06	-	CTGAAGCCAGTGCCCTTGGCCACTGGGTGACTCTG	UpstreamP1_CTCF	19
chrX	13272663	13272813	id-106401	1.38e-06	-	CTGAGTCATGCAGAGGGGGCCCCCAGGTGGCTCAG	V_CTCF_BR	26
chrX	13276356	13276506	id-106402	1.48e-06	+	CAGCATCCCTGGCTTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	8
chrX	13301847	13301997	id-106403	1	+	NA	NONE	3
chrX	13359996	13360146	id-106404	4.23e-06	-	CAGCATCCTTATCCTCTACCCACTAGATGCCGGTA	UpstreamP1_CTCF	15
chrX	13378460	13378610	id-106405	1.93e-05	+	GTGATGAGGGTGGCTCACACCACCTGCTGGAGCAC	V_CTCF_BR	7
chrX	13388003	13388153	id-106406	3.4e-06	+	TCTGCAACCCAAGCTGCACACAGCAGGAGTCAGCT	Upstream_CTCF	2
chrX	13489579	13489729	id-106407	5.01e-06	-	TCACTCTGGTGCCCCAAACCCTGCAGGGGGCTCCC	V_CTCF_BR	1
chrX	13490813	13490963	id-106408	1	+	NA	NONE	26
chrX	13491219	13491369	id-106409	1.93e-05	+	GAAGAATGGTTGCTGTTAGGCGCTAGGGGGCGAAG	V_CTCF_BR	20
chrX	13492155	13492305	id-106410	6.19e-06	-	AAGCAGGCAGTTTGTCAGGCCCCCAGAGGGAGGCT	UpstreamP1_CTCF	7
chrX	13506370	13506520	id-106411	7.62e-07	-	TATGCAGTTGACACTCTCACCACCTGGGGAAAAAG	Upstream_CTCF	40
chrX	13524820	13524970	id-106412	5.96e-07	+	TAAAGATGTCTGACATCGGCCAGCAGATGTCGCTC	V_CTCF_BR	40
chrX	13540966	13541116	id-106413	1	+	NA	NONE	13
chrX	13617107	13617257	id-106414	1.24e-05	-	AATTGCCTTGGCTCACATTCCTCTAGAGGGAGCCC	V_CTCF_BR	38
chrX	13664286	13664436	id-106415	7.55e-07	-	GGCAGCCACACACATGCAGTCACAAGGGGGCACTG	V_CTCF_BR	40
chrX	13676870	13677020	id-106416	2.38e-07	+	CTGAGTCCTACATTTTTAACCACCAGAGGGAGCTG	V_CTCF_BR	40
chrX	13707240	13707390	id-106417	3.4e-06	-	GAGAGGGTCGGGGACCTGCACAGCAGGAGGCAGCC	V_CTCF_BR	17
chrX	13709091	13709241	id-106418	1.03e-06	-	CAGCATCCCTGGCCTCTACCCACTAGATGTCAGCA	UpstreamP1_CTCF	34
chrX	13766087	13766237	id-106419	1.67e-07	-	AAGCCCCAGGCGAGAGTGGACACTAGGGGGAAGCA	V_CTCF_BR	40
chrX	13768435	13768585	id-106420	1.82e-07	+	TCCATGGCTTTCCAGATTACCAGCAGAGGGAGCTA	V_CTCF_BR	39
chrX	13781624	13781774	id-106421	8.02e-05	-	TATGAAGTTCCCAACATAACCACTTGGCAACGTAT	Upstream_CTCF	5
chrX	13783011	13783161	id-106422	6.43e-06	+	AGCTGAGTAGGGGCCGTGGCCACAAGAGGGAGTGT	V_CTCF_BR	38
chrX	13797214	13797364	id-106423	1	+	NA	NONE	13
chrX	13849009	13849159	id-106424	3.84e-06	-	CTGAAATTGCATTAGCATGCCACCACATGGCCACA	UpstreamP1_CTCF	4
chrX	13870536	13870686	id-106425	3.63e-05	-	TAACTATTAAAAGTGGTGACCTGTAGGGGGCAAGT	V_CTCF_BR	22
chrX	13916298	13916448	id-106426	1.56e-06	+	CAGCATCCCTGGCCTCCACCCACTAGATGTCAGTA	UpstreamP1_CTCF	37
chrX	13942045	13942195	id-106427	1	+	NA	NONE	9
chrX	13982977	13983127	id-106428	3.5e-05	-	GATCTGTGTTTAGGTAGGGAGGCTAGGGGGCACCA	UpstreamP1_CTCF	3
chrX	14050641	14050791	id-106429	4.68e-07	-	AATTGCCATTTGTAAATTTCCACCAGGTGGCGCCA	V_CTCF_BR	40
chrX	14057560	14057710	id-106430	1.97e-06	+	AAATAATACCCATGTGCATCCGGCAGAGGGCACAA	V_CTCF_BR	39
chrX	14069647	14069797	id-106431	1.73e-05	+	CTTTTCATTTAGAAATGGCACAGCAGATGGCAGTC	V_CTCF_BR	14
chrX	14113896	14114046	id-106432	7.09e-08	+	GTGCAGTGACAGCAGATGTCCGCCAGAGATCACTG	UpstreamP1_CTCF	39
chrX	14325253	14325403	id-106433	1	+	NA	NONE	11
chrX	14362420	14362570	id-106434	1	+	NA	NONE	19
chrX	14468137	14468287	id-106435	1	+	NA	NONE	2
chrX	14546869	14547019	id-106436	1.39e-07	-	AAGGAAATGAGACAATGGGCCGGCAGGGGGCAGTA	V_CTCF_BR	40
chrX	14634116	14634266	id-106437	1	+	NA	NONE	15
chrX	14648974	14649124	id-106438	6.49e-06	-	TTTGCCATTCTGCATTCTGCCATGTGAGGGCACAG	Upstream_CTCF	25
chrX	14715701	14715851	id-106439	2.47e-07	-	AGGCTGGTATCCCAAGTGACCAGTAGGGGCAGCAG	UpstreamP1_CTCF	40
chrX	14730333	14730483	id-106440	9.81e-06	+	GCAGTATCCTGGCCTCTATCCACTAGATGCCAGTA	V_CTCF_BR	16
chrX	14732366	14732516	id-106441	1.64e-05	-	CAGCCTACATGGCCTTTACCCACTAGATGCCAGTA	V_CTCF_BR	10
chrX	14940747	14940897	id-106442	2.1e-05	+	TAGTTCTCTCTGACAGCAGCAAGCAGGAGGCAGGC	UpstreamP1_CTCF	12
chrX	14982713	14982863	id-106443	2.19e-05	-	TCTGCAATTCTCTGGACACCAGCTAGATGTCCTAC	Upstream_CTCF	28
chrX	15068657	15068807	id-106444	1	+	NA	NONE	16
chrX	15077740	15077890	id-106445	8.23e-05	-	CTGCTGAAATCCAATCTTTCCTTTAGGTGTAGCTC	UpstreamP1_CTCF	24
chrX	15125589	15125739	id-106446	1.92e-05	+	TCTTAATGCCTCCTTTTTGGCACTAGATGGTGCCT	UpstreamP1_CTCF	15
chrX	15129538	15129688	id-106447	3.63e-05	+	TGACTGGAGTCAAGAACAACCACTAGGAGGCTGCT	V_CTCF_BR	4
chrX	15135638	15135788	id-106448	1.93e-05	+	TATGGCTTTGTTTGGTTTACCACCAGGAGTCACTG	V_CTCF_BR	12
chrX	15145270	15145420	id-106449	8.46e-07	+	CTTGCTTTGCCTATGTGCTCCACAAGGGGGAAAAT	Upstream_CTCF	29
chrX	15161556	15161706	id-106450	2.38e-07	-	GTTGCCAAGGGTTACGTGGCCACTAGGTGGCGAGA	V_CTCF_BR	39
chrX	15161976	15162126	id-106451	2.78e-06	+	CATGAAGAATTGGGAAGAACCACCTGGTGGCACTG	V_CTCF_BR	7
chrX	15164757	15164907	id-106452	1.84e-06	-	GTGGGGACGGGGATTTTGCCCGCTAGGGGGCAGTT	V_CTCF_BR	40
chrX	15261170	15261320	id-106453	1.03e-06	-	AAAATGCACAGCTAGTTTCCCAGCAGATGGCACTG	V_CTCF_BR	40
chrX	15318187	15318337	id-106454	1.39e-05	+	TAAGAAAAAACAGACTAGTCCACAAGGTGGCAGAA	V_CTCF_BR	40
chrX	15367269	15367419	id-106455	1.17e-05	+	TTTTAAAAATTCGCAATGATCACTAGGTGGCAGCA	V_CTCF_BR	40
chrX	15401049	15401199	id-106456	1.13e-05	+	CTCCACGAACCAATTTTCCCCTGCTGGGGGCGATA	UpstreamP1_CTCF	27
chrX	15434838	15434988	id-106457	6.64e-05	-	TCTGCTCTCTTGTTTTTGGCCACATGGGGCTCTAT	Upstream_CTCF	9
chrX	15484504	15484654	id-106458	6.98e-07	-	TTTTGGAGGCAGGGCCACACCTGCAGGGGGCAGAG	V_CTCF_BR	29
chrX	15486209	15486359	id-106459	1.31e-05	-	TGAGCACACATAATTTGTGTCAGCAGAGGGCTCTC	V_CTCF_BR	37
chrX	15489245	15489395	id-106460	1.46e-07	+	CAGCATCCCTGGCCTCTACCCACTAGATGGCAGTA	UpstreamP1_CTCF	39
chrX	15511703	15511853	id-106461	1.93e-05	+	GATTCCAGTGCTGCCTCCACCGCTGGGAGGCACCA	V_CTCF_BR	38
chrX	15516133	15516283	id-106462	2.06e-07	+	GGGGTGGTGGCAACTCAGACCAGTAGGTGGCAGTA	Upstream_CTCF	40
chrX	15583476	15583626	id-106463	6.64e-05	-	CCTACTGCTTCTGGGCAGCTCACTAGGTGGCCCTC	Upstream_CTCF	38
chrX	15584473	15584623	id-106464	1	+	NA	NONE	33
chrX	15586506	15586656	id-106465	4.5e-06	+	AAAGCATTCACTCTTTCCTCCAGTAGCTGGCAGTA	Upstream_CTCF	33
chrX	15612624	15612774	id-106466	1.93e-05	+	CCTTCAGGAAGGTGACCTAACACTAGGGGGTGTCC	Upstream_CTCF	31
chrX	15688789	15688939	id-106467	1.03e-06	-	CAGCATCCCTGGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	7
chrX	15705328	15705478	id-106468	1.65e-07	+	CAGCATCCCTGGCATCTATCCACTAGATGGCAGTA	UpstreamP1_CTCF	40
chrX	15743159	15743309	id-106469	7.73e-06	-	CAGTGTCCCTGGTCTCTACCCACTAGATGTCAGTA	V_CTCF_BR	15
chrX	15779831	15779981	id-106470	5.41e-07	+	CAGCATCCCTGGCCTCTAACCACTAGATGTCACTA	UpstreamP1_CTCF	40
chrX	15800607	15800757	id-106471	1.39e-05	-	ACAGTGCGATTCATCAGTGGCTGAAGGGGGCGGAA	V_CTCF_BR	4
chrX	15808720	15808870	id-106472	8.99e-05	-	CCGTGCAAGTCCGGGGAGGGCACCAGAGCGCGCAC	V_CTCF_BR	9
chrX	15827013	15827163	id-106473	1.43e-05	-	TTATCTGGTATCACTACTGCCACCAGGGGCAGTCG	Upstream_CTCF	8
chrX	15834321	15834471	id-106474	6.21e-06	+	GGTGCATTCCCTTCCTTCCTCTGTAGGTGGCTTCC	Upstream_CTCF	40
chrX	15856239	15856389	id-106475	2.81e-08	-	GGTGCAGTGCTACCGGCATCCAGTAGGTGAAGACC	Upstream_CTCF	40
chrX	15867810	15867960	id-106476	1	+	NA	NONE	38
chrX	15872412	15872562	id-106477	1.39e-05	+	AGACAATGGCATCCGCCGCCGCGCAGGGGGCGCCA	V_CTCF_BR	30
chrX	15902643	15902793	id-106478	3.48e-06	+	CTGTTCCTTCAACATGCAAACAGCAGGAGGAGAAA	UpstreamP1_CTCF	2
chrX	15930418	15930568	id-106479	2.12e-06	-	TTGTAATGCCAAAAAATCACCACCAGATGACTTGT	UpstreamP1_CTCF	14
chrX	15948822	15948972	id-106480	2.01e-05	+	CCTGTTACGTTTTAACCTGACACAAGATGTCACCA	Upstream_CTCF	37
chrX	15991551	15991701	id-106481	1	+	NA	NONE	40
chrX	16130683	16130833	id-106482	1.59e-06	+	CAGGCTAGCCTGTGTTCAACCACAAGGTGGTGGCA	V_CTCF_BR	24
chrX	16141444	16141594	id-106483	3.2e-08	+	TGGGCAGTGATTGAAGTGTCCAGCAGGGGGCTGGC	Upstream_CTCF	40
chrX	16156279	16156429	id-106484	7.6e-05	+	GTGAAAGCAGGGACATTGCCCTCTAGCGAGCACCA	UpstreamP1_CTCF	34
chrX	16230652	16230802	id-106485	1	+	NA	NONE	39
chrX	16297165	16297315	id-106486	3.97e-07	+	TGTGTTGGTTGGCCTCTAGCCAGGAGGTGGCGCTT	V_CTCF_BR	18
chrX	16323452	16323602	id-106487	1.47e-05	-	TGGAGGGTTGTTGTGAGCATCAGCTGAGGGCGCTC	V_CTCF_BR	1
chrX	16445057	16445207	id-106488	2.96e-05	+	AATGTGTCTGCTCATGCAGCCACTAGTAGGAGCCT	V_CTCF_BR	3
chrX	16454836	16454986	id-106489	2.38e-07	+	GCGTCCGAATCAGACTGTTCCACTAGAGGGCGCTC	V_CTCF_BR	40
chrX	16463418	16463568	id-106490	1.84e-07	-	GCTGTACAGCCTTAAGAAACCACTAGAGGGCGAGC	Upstream_CTCF	40
chrX	16488125	16488275	id-106491	2.81e-06	+	TCAGCCCCAAATCATCTCACCACTAGGGGCCAGAA	Upstream_CTCF	27
chrX	16502386	16502536	id-106492	5.65e-05	-	AATGTTAAAAGCTTGTATCCCAGAAGGTGGAGCTA	V_CTCF_BR	6
chrX	16596452	16596602	id-106493	1	+	NA	NONE	11
chrX	16609064	16609214	id-106494	4.5e-05	+	TAGCACTTTCTAGTCACCACAGGAAGAGGTCAGTC	UpstreamP1_CTCF	0
chrX	16647078	16647228	id-106495	1	+	NA	NONE	0
chrX	16676718	16676868	id-106496	1	+	NA	NONE	4
chrX	16682276	16682426	id-106497	8.21e-06	-	GGGATAGGAAGTGATTTTACCAGTAGGTGCCACTG	V_CTCF_BR	24
chrX	16682870	16683020	id-106498	6.84e-06	-	TGTATGTGGGAGCTCCTGCCCACTAGGTGCCAGTA	V_CTCF_BR	27
chrX	16689262	16689412	id-106499	7.73e-05	-	TTTGTAAGTAATTGACAGAACTCTTGGGGGCAGCA	Upstream_CTCF	38
chrX	16713323	16713473	id-106500	3.42e-09	-	ACTGTAGTACCGCTGCTGACCACGTGAGGGCAGAA	Upstream_CTCF	39
chrX	16730757	16730907	id-106501	2.2e-06	-	AGTGCCTTTGCAAAGTGAGCCACGGGAGGGAGGAG	Upstream_CTCF	29
chrX	16737925	16738075	id-106502	4.88e-05	-	TCACTGCCGAAGTCTTTGGCCTGGTGGAGGAGCTC	V_CTCF_BR	18
chrX	16762237	16762387	id-106503	1.48e-06	-	AAAGAGAGCAGGAACACTGCCACTGGAGGGCAGAG	V_CTCF_BR	29
chrX	16825780	16825930	id-106504	8.98e-06	-	CAGCAAGAGCTAGAGTGGACCTTCAGAGGGAGCAG	UpstreamP1_CTCF	30
chrX	16844416	16844566	id-106505	9.29e-06	+	CGTGATATGTTTTGGTAGGCCACAAGATGTCACTC	Upstream_CTCF	38
chrX	16850578	16850728	id-106506	1.38e-07	+	CTGCAGTGGTAGTAGCAGAACAGCAGGGTGAGCAG	UpstreamP1_CTCF	14
chrX	16854656	16854806	id-106507	6.74e-08	-	GGTGCCCGCCCAGCCACAGCCAGCAGGGGGACGGG	Upstream_CTCF	39
chrX	16856780	16856930	id-106508	1	+	NA	NONE	8
chrX	16901082	16901232	id-106509	2.37e-05	+	CAGTCTAGTCCTCCCAGTCCCCACAGGGGGAGCCA	Upstream_CTCF	39
chrX	16901462	16901612	id-106510	5.08e-07	+	GACCAGTTTCCACCTCTAGCCACGGGAGGGCGCAC	V_CTCF_BR	38
chrX	16911037	16911187	id-106511	7.07e-08	-	TGCTCTCTGCTAGGCTCTGCCAGTAGGGGGAGCTA	V_CTCF_BR	40
chrX	16964897	16965047	id-106512	2.1e-06	-	GCTGCCGCCTCCATGGGGCCAGCAAGGGGGCGCGG	Upstream_CTCF	4
chrX	17012023	17012173	id-106513	1.55e-05	+	ACAAGGCTTGAAAACTGCACAACTAGGGGGCAGTA	V_CTCF_BR	37
chrX	17024178	17024328	id-106514	3.86e-05	+	AAGGGACTTTTTTGGTTAGCCACTAGGTGAAATCC	Upstream_CTCF	7
chrX	17025341	17025491	id-106515	2.1e-05	+	AAGCCCTTCACACTAACCGTTAGCAGGTGGCAGTC	UpstreamP1_CTCF	37
chrX	17064748	17064898	id-106516	1.38e-06	-	AAGGGGTGCATCAGACCTGCCACTAGAGGGCATGC	V_CTCF_BR	40
chrX	17083367	17083517	id-106517	1	+	NA	NONE	20
chrX	17101084	17101234	id-106518	2.59e-06	-	CTGTCATTTCAGCTGCATTCCAGGAGGTGGTAGCA	UpstreamP1_CTCF	28
chrX	17139711	17139861	id-106519	1.64e-06	-	CTGTAATGTCCTTAAAGTGCCACCTAGTGGCACAA	UpstreamP1_CTCF	39
chrX	17179225	17179375	id-106520	3.42e-08	+	TAGATGGGAATTATAGGGGCCACCAGAGGGCAGAC	V_CTCF_BR	28
chrX	17260727	17260877	id-106521	5.08e-07	+	CTCTGCAGTCCCAGTTCCTCCACTAGGTGGCAGAA	V_CTCF_BR	40
chrX	17341640	17341790	id-106522	3.45e-05	-	AAGATCATGCCACTACACTCCAGTGGGTGGCAGTG	V_CTCF_BR	12
chrX	17371266	17371416	id-106523	1	+	NA	NONE	3
chrX	17374215	17374365	id-106524	6.73e-07	+	GAGCTATTATCATGCCAGGCCTGAAGGGGGCAAGA	UpstreamP1_CTCF	9
chrX	17379886	17380036	id-106525	1.15e-07	+	TCACGTGTTACTTCCGGTTCCACCAGGGGGCGCAA	V_CTCF_BR	39
chrX	17392227	17392377	id-106526	6.21e-05	-	TCCTCTCCTCCCTCTAAAGGCGGGAGAGGGAGGAG	V_CTCF_BR	16
chrX	17393124	17393274	id-106527	9.88e-07	-	GGCGCAGCGCCCTGTGCGGCCGCTGGGAGTCACTG	Upstream_CTCF	38
chrX	17549745	17549895	id-106528	2.27e-05	-	GCGTGGCTGCAGCACAAAGCCAAGGGAGGGCAGCA	V_CTCF_BR	10
chrX	17553467	17553617	id-106529	1.28e-06	+	CCCCCAACACTGCCATATACCTGTAGGGGGCAGCA	V_CTCF_BR	39
chrX	17568429	17568579	id-106530	5.12e-07	-	TTGCTGCAACACCATAGTGCCACTAGAGGCTGACC	UpstreamP1_CTCF	22
chrX	17578160	17578310	id-106531	1	+	NA	NONE	7
chrX	17609388	17609538	id-106532	6.67e-08	-	CTGCGTTGACACCCTTTGGCCACCAGAGAGCTCCC	UpstreamP1_CTCF	40
chrX	17609924	17610074	id-106533	1	+	NA	NONE	7
chrX	17673334	17673484	id-106534	2.04e-05	+	CACGGGGGTGCGGTGCTGAGCAGCTGCGGTCGGTC	V_CTCF_BR	8
chrX	17687667	17687817	id-106535	2.11e-06	+	AGGGCACCCTAGTCTTGATCCACTAGAGGGCTCAG	V_CTCF_BR	11
chrX	17708340	17708490	id-106536	6.34e-08	-	AGGTCAGTATTATTCATGGCCACCAGATGGCAGAA	Upstream_CTCF	40
chrX	17715392	17715542	id-106537	2.94e-06	+	TTTGAACTTCAACAAACTGACAGAAGATGGTGCCA	Upstream_CTCF	14
chrX	17763144	17763294	id-106538	1	+	NA	NONE	32
chrX	17806662	17806812	id-106539	7.42e-09	+	AGGTTGTTGCTGTGATCTGCCAGCAGAGGGCGCTG	V_CTCF_BR	40
chrX	17823401	17823551	id-106540	8.46e-07	+	ACTGTTGTTCTTTTTTCCCCCACAAGGGGCCTCGT	Upstream_CTCF	33
chrX	17831001	17831151	id-106541	8.23e-05	+	ATGAGAGTTACTTAGCTGGCCACAAGGGGATGCTG	UpstreamP1_CTCF	40
chrX	17857522	17857672	id-106542	1	+	NA	NONE	24
chrX	17879233	17879383	id-106543	3.36e-07	+	CTGGCCTCGCCGCCGGCCGCCTGAAGGGGGTGCGC	V_CTCF_BR	5
chrX	17894431	17894581	id-106544	2.04e-05	-	CACCCACTTCTACTGAGAGACACTGGGTGGCAGGC	V_CTCF_BR	4
chrX	17963337	17963487	id-106545	8.53e-09	+	CCAGCAATTCCACTTTCTGGCACTAGAGGTCAGAG	Upstream_CTCF	39
chrX	18138076	18138226	id-106546	2.81e-08	-	CCAGCTGTTGTGATGGTGCCCAGAAGGTGGCAGAG	Upstream_CTCF	6
chrX	18184330	18184480	id-106547	1	+	NA	NONE	6
chrX	18228740	18228890	id-106548	1	+	NA	NONE	17
chrX	18297276	18297426	id-106549	3.28e-07	-	TTGTAGTTTGTGCTGTGATCCAGTAGATGGCACTT	UpstreamP1_CTCF	20
chrX	18372062	18372212	id-106550	1	+	NA	NONE	13
chrX	18372317	18372467	id-106551	1.83e-05	+	TACCCACGGCAGGGAGGATGCGCCGGAGGGCGCTG	V_CTCF_BR	25
chrX	18396042	18396192	id-106552	1.19e-06	-	GGCTCCATGTTATACTCTGCCAATAGGGGGCACTG	V_CTCF_BR	40
chrX	18406188	18406338	id-106553	1	+	NA	NONE	15
chrX	18408188	18408338	id-106554	8.81e-07	+	AGGTGCCTGCTGCTTTTAGACAGTAGATGGCACTG	V_CTCF_BR	24
chrX	18409190	18409340	id-106555	1.08e-08	+	AGGTACCTACGGCTTTCAGCCAGCAGATGGCGCTG	V_CTCF_BR	40
chrX	18413203	18413353	id-106556	1.26e-05	-	CGTGCTCCATCACAACCATCCGGTAGCAGGAGCTG	Upstream_CTCF	27
chrX	18428288	18428438	id-106557	1	+	NA	NONE	37
chrX	18440703	18440853	id-106558	1	+	NA	NONE	14
chrX	18683177	18683327	id-106559	7.02e-05	+	AATCCCTACCATCCTATGGCCACCAGGGGCTTTCT	UpstreamP1_CTCF	16
chrX	18694719	18694869	id-106560	1.34e-06	-	CTGGCAGTCTTGTTTTCGACCGCTAGGGGTTGGAA	Upstream_CTCF	34
chrX	18788041	18788191	id-106561	2.2e-07	-	CTGAACTGCACTCAGATGACCTGTAGGGGGAAAAA	UpstreamP1_CTCF	14
chrX	18811986	18812136	id-106562	1	+	NA	NONE	10
chrX	18847277	18847427	id-106563	2.27e-05	+	TGCAGTGGATGATGAGTCACCGGCAGGGGCTGCAG	V_CTCF_BR	5
chrX	18904667	18904817	id-106564	5.72e-07	-	CAGTACTGCACCCAACACGTCTGCAGGGGGCGGGA	UpstreamP1_CTCF	40
chrX	18913892	18914042	id-106565	7.23e-07	-	ACTGCTGTTCTGCCCTCAGCCCACTGGGGACGCTC	Upstream_CTCF	29
chrX	18916276	18916426	id-106566	2.04e-05	-	CCAGCCAATGTTGAGGTGGGAAGGAGATGGCGCCC	V_CTCF_BR	3
chrX	18918069	18918219	id-106567	3.63e-05	-	AAACATCTTCCCTTGCCAGCCACTCGGTGGCACCG	V_CTCF_BR	35
chrX	18950232	18950382	id-106568	2.6e-07	+	GCCTAATGCAAGAGAATTGCCAGAAGGTGGCACTA	V_CTCF_BR	39
chrX	18969241	18969391	id-106569	5.13e-05	+	GGTCGTCGCCCACCACCGTGCCACAGGTGGCGGTG	V_CTCF_BR	16
chrX	19003020	19003170	id-106570	6.23e-05	-	GGGTCCCGCTACTCCAGTTCCGCTAGGCGGCGGAG	UpstreamP1_CTCF	40
chrX	19024148	19024298	id-106571	1.46e-07	-	ACAGATGTTCTTCCCAATGCCAACAGGTGGCAGAG	Upstream_CTCF	20
chrX	19035520	19035670	id-106572	5.96e-07	+	TCTTAACCACTAGGGGCAGCCACTAGGGGTCAGTG	V_CTCF_BR	39
chrX	19058596	19058746	id-106573	3.6e-07	+	GCTGAATTACAAATAGCTACCAAAAGAGGGCAGTA	Upstream_CTCF	33
chrX	19114045	19114195	id-106574	2.11e-06	+	CCACTGCACTCCAGCCTGGGCAACAGAGGGAGCCC	V_CTCF_BR	11
chrX	19124114	19124264	id-106575	1.1e-05	+	AGTTGGGGCAGGAAGGCAGCCAATAGATGGCGTTA	V_CTCF_BR	16
chrX	19140250	19140400	id-106576	2.53e-05	-	CAGCCCCGGGGCTAGTTCCCCGACTGGGGGAGCCC	V_CTCF_BR	22
chrX	19211831	19211981	id-106577	1.31e-05	-	GGAGGCAATCAGGTGAACGCCACAAGGGGTCTCTA	V_CTCF_BR	8
chrX	19212524	19212674	id-106578	2.31e-06	+	CTAGCATATACCACATCCCCCAGCAGGTGGGGCAC	Upstream_CTCF	13
chrX	19244175	19244325	id-106579	1	+	NA	NONE	29
chrX	19352354	19352504	id-106580	2.94e-06	-	TCTGCAATTACACAAAATTCCACATGATGACACTC	Upstream_CTCF	40
chrX	19353250	19353400	id-106581	4.34e-07	-	AAGCAATTGCAGGCAAATTCCATCAGGGGGCGATG	UpstreamP1_CTCF	35
chrX	19390439	19390589	id-106582	1.97e-06	+	GCTACAATCTGGCTGGTTTTCACCAGGGGGCAGCA	V_CTCF_BR	40
chrX	19400985	19401135	id-106583	7.55e-07	+	AGCTCCCCATTAGGCTCCGCAACCAGGTGGCGCTA	V_CTCF_BR	40
chrX	19533360	19533510	id-106584	8.71e-06	+	AGTGGCCAGCGGCTGCGATCCGCTAGGAGGCACAA	V_CTCF_BR	22
chrX	19533644	19533794	id-106585	5.01e-09	-	CGGCTGCGGGCGGGCGCTGCCTGGAGGGGGCAGCA	V_CTCF_BR	29
chrX	19551375	19551525	id-106586	8.91e-07	-	ACTTTTATTCACACACAGTCCTCTAGGTGGCACAC	Upstream_CTCF	37
chrX	19553710	19553860	id-106587	2.27e-05	-	ATCTGCCACTTATCCAAGTCCACTAGAGGCCACTG	V_CTCF_BR	39
chrX	19562935	19563085	id-106588	3.4e-06	+	CACGAAAACCCACTGTCCACCAGTAGATGTCACTG	V_CTCF_BR	40
chrX	19607624	19607774	id-106589	1	+	NA	NONE	1
chrX	19611929	19612079	id-106590	1.31e-05	+	ATAAAATATATGGGCAGAACCACTAGGTGGCAAAA	V_CTCF_BR	40
chrX	19645327	19645477	id-106591	1.69e-05	+	CTGCCCCAAGCGGCAGCGGCCACAGCGTGGGACAC	UpstreamP1_CTCF	9
chrX	19657056	19657206	id-106592	3.28e-07	-	CAGCATCCCTGGCCTCTGCCCACTAGATGCCAGTA	UpstreamP1_CTCF	5
chrX	19678113	19678263	id-106593	6.39e-05	+	AGTGCAATGAGTTATCTAGGCACTAGGGACCTAAG	Upstream_CTCF	17
chrX	19689506	19689656	id-106594	1	+	NA	NONE	16
chrX	19695411	19695561	id-106595	4.01e-05	+	GAAGAAATTCCCTCTCAGGTCCACAGGTGGGAGAC	Upstream_CTCF	2
chrX	19703916	19704066	id-106596	3.79e-08	+	CAGCACGCTCCCCTCATCACCACCAGAAGGCAGCA	UpstreamP1_CTCF	11
chrX	19723582	19723732	id-106597	1.92e-06	+	CTCCTATGTGCCCTGCTTGCCACCAGGGGTAAAAA	UpstreamP1_CTCF	8
chrX	19757896	19758046	id-106598	6.39e-08	+	GAGGAGTTTCCTAGGAGAGCCACCAGGTGGAGCCA	V_CTCF_BR	40
chrX	19832534	19832684	id-106599	2e-06	-	AGTGCACCACCACTGCCGGAGGGAAGAGGGCAGGG	Upstream_CTCF	12
chrX	19877764	19877914	id-106600	8.89e-06	-	GCTGCCACTAGGGGAATGCCCAGAAGGTGCAAACA	Upstream_CTCF	1
chrX	19897442	19897592	id-106601	1	+	NA	NONE	12
chrX	19898127	19898277	id-106602	6.23e-05	-	GAACTGGGGGCAATTCTCCCCACCAGGGGGACACA	UpstreamP1_CTCF	12
chrX	19905812	19905962	id-106603	2.4e-05	+	TGCCGGGGACGCGCGGCCGCCGGGCGGGGGCGGGG	V_CTCF_BR	10
chrX	19906718	19906868	id-106604	2.06e-07	-	AGTTCACTATCGCTTCCTACCACCAGATGGTGGAA	Upstream_CTCF	40
chrX	19907762	19907912	id-106605	1	+	NA	NONE	28
chrX	19908333	19908483	id-106606	1	+	NA	NONE	9
chrX	19923014	19923164	id-106607	4.44e-06	+	GCTCAATTCCCCTTCTTGCCCAATAGGTGGGGCAA	UpstreamP1_CTCF	40
chrX	19926025	19926175	id-106608	1	+	NA	NONE	27
chrX	20006170	20006320	id-106609	1.31e-05	-	TGCAGGCTACATTATCCAGGCAGCAGAGGGCATAA	V_CTCF_BR	7
chrX	20009257	20009407	id-106610	3.71e-10	-	GCGGCCGCAGTGGGAACGGCCGGCAGGGGGCGCAG	V_CTCF_BR	40
chrX	20063704	20063854	id-106611	3.91e-06	-	CCAGCAATTCCCATTTCTGACACTAGTTGTGCCAG	Upstream_CTCF	26
chrX	20082207	20082357	id-106612	6.04e-09	+	GAGGCAATGCTTGTACCGACCAGCAGGAGGCAGTG	Upstream_CTCF	40
chrX	20085410	20085560	id-106613	4.23e-06	-	GTGTGACTCTCATGTGTGTCCATGAGAGGGCAGCC	UpstreamP1_CTCF	39
chrX	20145681	20145831	id-106614	1.51e-08	-	TAGTAGTTGCAGAAATTGAACACTAGGTGGCACTC	UpstreamP1_CTCF	8
chrX	20161730	20161880	id-106615	3.47e-07	-	CCGCATCCCTGGCCTCTGCCCACTAGATGCCAGCA	UpstreamP1_CTCF	7
chrX	20224161	20224311	id-106616	9.4e-06	+	GGCCAGTAACCAGGCAAGCCCAGCAGGAGCAGCAG	UpstreamP1_CTCF	14
chrX	20237094	20237244	id-106617	1	+	NA	NONE	22
chrX	20271161	20271311	id-106618	2.17e-08	+	CCTGGTCTGCCAAAACCACCCAGCAGGGGGAACCA	Upstream_CTCF	40
chrX	20460844	20460994	id-106619	6.46e-07	-	AAGAGGAACATTTCAGTGTCCCCCAGGGGGCGCCA	V_CTCF_BR	40
chrX	20545692	20545842	id-106620	1.92e-06	+	GGACAGTTCTACATAACAACCACTAGATGGAAGCA	UpstreamP1_CTCF	37
chrX	20548546	20548696	id-106621	5.41e-07	+	CAGTCGTTACCAAAATTTACCATCAGAGGGCGCAC	UpstreamP1_CTCF	40
chrX	20613201	20613351	id-106622	2.46e-06	-	GTGCAATTCCACATGCCTTCCACTAGTAGCAAAAG	UpstreamP1_CTCF	34
chrX	20614299	20614449	id-106623	1.93e-05	+	CTAGTTCTTGTTAAATGCTCCGGTAGGGGGTGATG	Upstream_CTCF	3
chrX	20649760	20649910	id-106624	2.58e-07	-	GCAGCATTCCAGCCTCTACCCACTAGATGCCAGTA	Upstream_CTCF	2
chrX	20699155	20699305	id-106625	2.6e-05	-	TTGCACAACCTCAATTTAACCACCAGGGAGACTGG	UpstreamP1_CTCF	15
chrX	20710726	20710876	id-106626	1	+	NA	NONE	7
chrX	20751754	20751904	id-106627	6.21e-05	+	TGAGAGTTTAACGTTTCTGCCACTAGAGGCAGAAG	V_CTCF_BR	6
chrX	20758694	20758844	id-106628	6.43e-06	-	TGTGTTAATACCTAGAGTGCCAGTGGAGGGAGCCA	V_CTCF_BR	7
chrX	20822633	20822783	id-106629	1.34e-06	+	CAGCAGTACTTGTGTCTGGCAAGTAGTGGGTGCTA	UpstreamP1_CTCF	2
chrX	21048636	21048786	id-106630	1.55e-05	+	AGGCCTTCTTCTCACAATTCCACTAGGTGGTGCCC	V_CTCF_BR	13
chrX	21372955	21373105	id-106631	1.27e-06	-	TTGCAGTGTATGTTATTCCCCGCCAGGTGTCCATG	UpstreamP1_CTCF	10
chrX	21393919	21394069	id-106632	1.64e-05	-	TACAAGCCCCTTAACTCAGACAACAGAGGGAGGTA	V_CTCF_BR	16
chrX	21400983	21401133	id-106633	1.32e-05	-	CATGTAATTCATAGAAAATCCACTTGAGGCACCTG	Upstream_CTCF	31
chrX	21498122	21498272	id-106634	5.92e-05	-	GCACAATGTTAAGTTTTTGTCAATAGAGGGCAGTG	V_CTCF_BR	40
chrX	21536276	21536426	id-106635	1.93e-05	-	GAAGACATGGCAATAGGAAACTCTAGGGGGAGCAA	V_CTCF_BR	16
chrX	21726363	21726513	id-106636	4.43e-05	+	TATTTCTCAGTCTCTCTTACAGCTAGGGGGAGCCA	V_CTCF_BR	34
chrX	21743718	21743868	id-106637	9.78e-07	-	CTGCAACTGTCCTCTTTCTCCTGGAGGAGGCATTG	UpstreamP1_CTCF	38
chrX	21764017	21764167	id-106638	6.05e-06	-	CCCGTGAAACATGGAGAGGCCACATGGGGGCGCAT	V_CTCF_BR	40
chrX	21776736	21776886	id-106639	1	+	NA	NONE	6
chrX	21789275	21789425	id-106640	1.95e-07	-	TGTGCTGGTTGGCCTCCTGCCAGGAGGTGGCGCTT	Upstream_CTCF	5
chrX	21857470	21857620	id-106641	1	+	NA	NONE	34
chrX	21951355	21951505	id-106642	2.96e-05	+	TGAGTGCGCAGCTCTGCCTGGGCCAGGGGGCGCCA	V_CTCF_BR	21
chrX	21960176	21960326	id-106643	2.67e-06	+	TCTGCACTTCCCATAGGTTCCACTTGGAGTGTCTC	Upstream_CTCF	39
chrX	21991051	21991201	id-106644	1.46e-07	-	AGTTCAGTTCACCATGTTGCCAGAAGGAGGTGCTG	Upstream_CTCF	32
chrX	21994132	21994282	id-106645	7.12e-06	-	ATGAATGTACTAGAAGGTACCAGCAGAGGACACTA	UpstreamP1_CTCF	36
chrX	22003529	22003679	id-106646	1	+	NA	NONE	39
chrX	22099720	22099870	id-106647	7.8e-08	+	CCAAAGACATGCAGTTTGGCCAGCAGGGGTCGCTC	V_CTCF_BR	40
chrX	22130435	22130585	id-106648	4.21e-05	-	AGATACAAAATCCTTACGGCCTCTAGTGGTAGGAG	V_CTCF_BR	3
chrX	22154140	22154290	id-106649	4.24e-09	+	CATGCAGTTCTTAAAATGACCTCTGGGTGGAGCTC	Upstream_CTCF	40
chrX	22210927	22211077	id-106650	4.34e-07	-	CTGCCATTCCTAACAGTGGCCACACGAGGGCGGCT	UpstreamP1_CTCF	39
chrX	22296591	22296741	id-106651	1.17e-05	-	ATGGGCCAGGTATGGCCCCTCACTAGAGGGAGCTG	V_CTCF_BR	31
chrX	22402239	22402389	id-106652	1	+	NA	NONE	17
chrX	22681066	22681216	id-106653	9.78e-07	-	CAGTAATTTACATAATTTGCCACAAGGTGGATGTG	UpstreamP1_CTCF	3
chrX	22684669	22684819	id-106654	1.97e-06	+	CAAAACGCATCATTGCAGGCCTGTAGGGGGAGCTC	V_CTCF_BR	36
chrX	22766653	22766803	id-106655	1.82e-07	-	AACTGTTTACACAGACTTGCCAGCAGGGGGAGCGC	V_CTCF_BR	40
chrX	22778805	22778955	id-106656	6.21e-06	+	TCTGCATTCCCAGCTTTCACCACTATGGGAAATGA	Upstream_CTCF	9
chrX	22970269	22970419	id-106657	1	+	NA	NONE	9
chrX	23026638	23026788	id-106658	2.66e-05	+	GAGACAATTTTAGTTGTCCCTACTAGGGGGCAGCA	V_CTCF_BR	39
chrX	23053734	23053884	id-106659	1	+	NA	NONE	13
chrX	23097591	23097741	id-106660	1.84e-05	-	TGGTAATTACTCTGTTTTGCCACTAGGTTGTAAAC	UpstreamP1_CTCF	12
chrX	23290469	23290619	id-106661	2.46e-06	+	CTGGAGTTCCAAGAATAAATCACTAGGTGGCTCAT	UpstreamP1_CTCF	3
chrX	23336344	23336494	id-106662	2.39e-10	-	GTGCAGTACCAGGAGGTGCCCTCAAGGGGGAGCCA	UpstreamP1_CTCF	40
chrX	23355735	23355885	id-106663	3.18e-06	-	CAAATGTGACGCCATAAAACCGGCAGGGGGCAGGG	V_CTCF_BR	1
chrX	23422092	23422242	id-106664	1.31e-05	+	CTCTCCATCTGACCAGCTTTCACCAGAGGGCGATC	V_CTCF_BR	30
chrX	23572536	23572686	id-106665	1.83e-05	-	ATGGAACATTGTTGGGCAAACACTAGATGGTGCTG	V_CTCF_BR	36
chrX	23578216	23578366	id-106666	4.88e-05	+	ATCGCCATCCTTAGAAGGGCCACATGGGGCACCAG	Upstream_CTCF	12
chrX	23634599	23634749	id-106667	3.67e-07	-	GTGCCTTTACTCTGAGTGGCCACAAGAGGGATCCT	UpstreamP1_CTCF	40
chrX	23644903	23645053	id-106668	5.9e-06	-	ATGTTTTTCCTCTGCCTGGCCACTAGATGTGCCCT	UpstreamP1_CTCF	27
chrX	23652432	23652582	id-106669	7.44e-06	-	AGTGTAAAGTTCAGTAATTCCACTAGATGGTAGCA	Upstream_CTCF	31
chrX	23655418	23655568	id-106670	2.34e-06	-	CAGTAGTGGAAGGAGCATGCCCCTAGGTGGCATGT	UpstreamP1_CTCF	13
chrX	23712772	23712922	id-106671	1.03e-09	+	CTGCACTGTAACACAAAGGCCACAAGATGGCACCC	UpstreamP1_CTCF	40
chrX	23774394	23774544	id-106672	1	+	NA	NONE	40
chrX	23797319	23797469	id-106673	7.31e-05	-	TGGCATATACAGCTCCTGAACAGCAGGGGAAAAAA	UpstreamP1_CTCF	29
chrX	23801007	23801157	id-106674	1.74e-08	+	GCCAAGGCTCCGCGAAACGCCACTAGAGGGCGCCG	V_CTCF_BR	39
chrX	23815971	23816121	id-106675	4.48e-07	-	CAAGCTGTTCTGAATCTGTCCCCTAGGGGTTGGAG	Upstream_CTCF	12
chrX	23825808	23825958	id-106676	8.89e-06	+	CTTTCAATACTCACTAGAACCACTAGAAGCAAAAC	Upstream_CTCF	26
chrX	23838677	23838827	id-106677	1	+	NA	NONE	3
chrX	23890174	23890324	id-106678	7.11e-06	+	AGAGCAGTTGACAGAGGGACACCCAGATGGCTCTG	Upstream_CTCF	4
chrX	23920071	23920221	id-106679	1.04e-05	-	TGACTTAGAGGGAAGAGCAACAGCAGGGGGCATCA	V_CTCF_BR	40
chrX	23920689	23920839	id-106680	3.09e-06	-	ATAGTTATTCATCTTCAGGTCACTAGGGGGCATTG	Upstream_CTCF	38
chrX	23925697	23925847	id-106681	1.38e-09	+	GCGGGGAGGGCTCGGGCGGCCGGGAGGGGGCGGTG	V_CTCF_BR	25
chrX	23926178	23926328	id-106682	8.19e-06	+	TTTCTGTGAGCAGAGGCTGCCGAGAGGGGGCGCTT	UpstreamP1_CTCF	39
chrX	23926848	23926998	id-106683	2.73e-07	+	ACTGCCCTCCAGCCAAAGACCACTAGGGGCACACC	Upstream_CTCF	39
chrX	23937904	23938054	id-106684	1.13e-05	+	GGTCACTGCAGCCATATCTGCATTAGGGGGCACCC	UpstreamP1_CTCF	25
chrX	23972077	23972227	id-106685	4.5e-06	-	TGTGCCCTTCCCGCAGTTTCCCCCAGTGGTGAGAT	Upstream_CTCF	13
chrX	24043510	24043660	id-106686	2.27e-06	+	CCCAGGGAGGCGGGGCTGGCCGGCAGGGGGCCCAG	V_CTCF_BR	29
chrX	24072448	24072598	id-106687	1.28e-06	+	TGAGCCCTTCACCAAACTTCCGCGCGGGGGCGCCC	Upstream_CTCF	32
chrX	24090683	24090833	id-106688	3.11e-05	-	TTTTCCTCAATCTTTGCCAACACTAGGTGTCAGCA	V_CTCF_BR	14
chrX	24099794	24099944	id-106689	6.51e-05	+	GGAGACAGAGGTTGCAGTGAGCCCAGGTGGCGCCA	V_CTCF_BR	30
chrX	24100091	24100241	id-106690	7.49e-05	+	GGGAGTGGCGCTTGCAGCGAGCCTAGATGGCGCCA	V_CTCF_BR	40
chrX	24111991	24112141	id-106691	1.92e-06	+	CTGTTAGGAACCCAGCCGCACAGCAGGAGGCGAGC	UpstreamP1_CTCF	1
chrX	24151592	24151742	id-106692	1	+	NA	NONE	1
chrX	24163850	24164000	id-106693	1	+	NA	NONE	30
chrX	24167579	24167729	id-106694	2.01e-05	+	CACGGGGTGCCAGGAGGACCCACCGGGCGGAGGAG	Upstream_CTCF	10
chrX	24168354	24168504	id-106695	1	+	NA	NONE	16
chrX	24168525	24168675	id-106696	9.25e-06	-	GGGGCTGCGGGAGGCAAGGCAGGAAGGTGGCGCTG	V_CTCF_BR	38
chrX	24191693	24191843	id-106697	8.21e-05	-	GGAGGCGGAGGTTGCAGTGGACCCAGATGGCGCCA	V_CTCF_BR	10
chrX	24196723	24196873	id-106698	1	+	NA	NONE	6
chrX	24227085	24227235	id-106699	1.73e-05	+	TGATTCCAGGCAGTACCAAACAGGTGAGGGCGCAC	V_CTCF_BR	0
chrX	24260292	24260442	id-106700	2.6e-06	-	AGAGAAAATATTAGTATATCCAGTAGGTGGCACCC	V_CTCF_BR	40
chrX	24277798	24277948	id-106701	5.37e-06	+	GAGCTTCTGAAGAGCTTGCCCAATAGGTGGCAGTA	UpstreamP1_CTCF	40
chrX	24303353	24303503	id-106702	7.46e-06	-	GAGGAGTGTTTTCACATTTGCACCAGAGGGTGCTA	UpstreamP1_CTCF	17
chrX	24312868	24313018	id-106703	5.28e-05	+	CCTTTTGTCTATAAATCTTCCACATGGCGGCGCTG	Upstream_CTCF	34
chrX	24324656	24324806	id-106704	4.41e-06	-	AGGGCAAGACGTAGGCCTGTCGCCAGGGGGCTCAC	V_CTCF_BR	18
chrX	24336209	24336359	id-106705	3.5e-05	-	TTGCTGCTTGCTCTACTGACCCCCAGTGGTATCAG	UpstreamP1_CTCF	10
chrX	24389617	24389767	id-106706	3.65e-07	+	ACGTTCAGATGTCTCTAGACCACAAGGGGGCACCA	V_CTCF_BR	40
chrX	24413992	24414142	id-106707	3.6e-07	+	GTTGTAATACACAGAAGCACCACAAGATGACACCC	Upstream_CTCF	40
chrX	24516427	24516577	id-106708	4.68e-05	-	AACTGCTGCAGCTATTCTGCCACCAGGGGGGAATC	UpstreamP1_CTCF	40
chrX	24517232	24517382	id-106709	1.83e-05	-	CACTGCATTCTTAAAACTACCACTAGATGGAACAT	V_CTCF_BR	38
chrX	24533688	24533838	id-106710	2.28e-05	+	TCAGCTTTGTGCTTTCACGTCACTAGGTGGAGATG	Upstream_CTCF	33
chrX	24579389	24579539	id-106711	1	+	NA	NONE	29
chrX	24673916	24674066	id-106712	8.98e-06	+	GGTCTATGACCTATAAAGGCCATTAGGGGGAGGCC	UpstreamP1_CTCF	9
chrX	24694648	24694798	id-106713	1.11e-05	+	TGTGTTTTACTCTCTTCTACCACAAGGGGTGCTCC	Upstream_CTCF	40
chrX	24711565	24711715	id-106714	5.67e-06	+	CAGGCAAAATTCAGGGCGCGCAGCAGGAGGCAGTC	Upstream_CTCF	37
chrX	24759003	24759153	id-106715	1	+	NA	NONE	8
chrX	24770648	24770798	id-106716	1.18e-05	+	TGGTAATTGAAGTGATTGTTCACTAGATGGCGATA	UpstreamP1_CTCF	39
chrX	24856862	24857012	id-106717	4.7e-06	+	TTAAAATTCAGAATCTCTACCTGTAGGTGGCAGCA	V_CTCF_BR	37
chrX	24897931	24898081	id-106718	1	+	NA	NONE	6
chrX	25008839	25008989	id-106719	4.7e-06	-	TGCTGACTAACCTCGGCTCCCAGCAGGTGGAGCAT	V_CTCF_BR	14
chrX	25039092	25039242	id-106720	1.26e-07	-	CCCGGCCCACTCGGAGCCCCCGCTAGGGGGCGCGC	V_CTCF_BR	40
chrX	25041178	25041328	id-106721	3.97e-07	+	ACGCTGGACTTAGGGGCGCCCGCGAGAGGGCGCAG	V_CTCF_BR	28
chrX	25053089	25053239	id-106722	1.84e-06	+	GGCCCTGTAACTGCTTTGACCGGTAGAGGGTGGTG	V_CTCF_BR	32
chrX	25162274	25162424	id-106723	5.72e-09	-	GGAACATGGCTTGATCCAGCCAGCAGAGGGCGCAA	V_CTCF_BR	40
chrX	25209642	25209792	id-106724	2.2e-06	+	TGTTTCCTTCAACAATTAGCCACAAGGTGGCCGCA	Upstream_CTCF	23
chrX	25225147	25225297	id-106725	1	+	NA	NONE	4
chrX	25293404	25293554	id-106726	1	+	NA	NONE	13
chrX	25361300	25361450	id-106727	2.11e-06	+	TGGCACAAGTTAAGCCTTGTCAGTAGAGGGCACTG	V_CTCF_BR	11
chrX	25446058	25446208	id-106728	2.55e-06	-	ACAGTCATAGTGGTGGTGGCCACAGGGGGGCGTGT	Upstream_CTCF	12
chrX	25460741	25460891	id-106729	7.62e-07	-	CGTGAACCTCCCTGCTTCTTCAGCAGAGGGCACTC	Upstream_CTCF	22
chrX	25541802	25541952	id-106730	7.1e-07	+	TTTCATTTTCAGACAGTTGCCACTGGGGGTCACCA	UpstreamP1_CTCF	36
chrX	25542463	25542613	id-106731	5.51e-07	+	GGCAGGAGAGGGGGCCATGACAGCAGATGGCACTC	V_CTCF_BR	8
chrX	25739797	25739947	id-106732	1.93e-05	+	AGTTCTCATTCTATTTATTCCAGAAGATGGCGCTG	V_CTCF_BR	33
chrX	25868800	25868950	id-106733	8.21e-05	+	TGTAAATACTCTGTATTAGTCAGCAGATGGCATGC	V_CTCF_BR	3
chrX	25876420	25876570	id-106734	6.39e-05	+	CCTGCTATGAAGGAAAGATGCTCTTGATGGCAGTA	Upstream_CTCF	11
chrX	25987235	25987385	id-106735	3.41e-08	-	GGTGTAATTTAGGCTGCTTCCAGGAGATGGCGCCA	Upstream_CTCF	35
chrX	26176532	26176682	id-106736	1.03e-05	-	TGGTTATTACCCCATGATTCCAGCATGTGGCGCCT	UpstreamP1_CTCF	8
chrX	26304968	26305118	id-106737	9.71e-06	-	GTTGCCTCTGTACATTCCACCTCTAGGGGCAGGGC	Upstream_CTCF	6
chrX	26417716	26417866	id-106738	1	+	NA	NONE	2
chrX	26460585	26460735	id-106739	5.38e-05	+	AACATACAGTTCCAAGTCTCCTATAGAGGGAGCTG	V_CTCF_BR	34
chrX	26643162	26643312	id-106740	3.81e-05	+	CACTAGGAACTCAGAGTGGCCACTAGGAGCTGAGA	UpstreamP1_CTCF	7
chrX	26667782	26667932	id-106741	2.41e-08	+	TTGCAATACCGGTTTCTTCCCACTAGATGTCGCTG	UpstreamP1_CTCF	39
chrX	26670024	26670174	id-106742	1.19e-06	-	AATGTGGCAGGATCACTGTCCTCTAGGGGGAGCTC	V_CTCF_BR	24
chrX	26671820	26671970	id-106743	7.46e-06	+	ATGAAGAGGATTTCTATTTCCACTAGGTGGCGATG	UpstreamP1_CTCF	29
chrX	26683155	26683305	id-106744	2.89e-07	+	CCTGAAATTCCCTTTTGTGACACCAGATGGTGCTT	Upstream_CTCF	7
chrX	26796544	26796694	id-106745	9.38e-09	+	CTGTAATACTGGTTTGCCTCCACCAGAGGTCGCTG	UpstreamP1_CTCF	29
chrX	26801719	26801869	id-106746	8.89e-06	+	CATGGAGAGGATTCCTATTCCACTAGGTGGCGATG	Upstream_CTCF	38
chrX	26840734	26840884	id-106747	1.29e-05	+	GTCCTCTTGCTTACCTTCCCCTGTAGGGGGAGTTC	UpstreamP1_CTCF	6
chrX	26870226	26870376	id-106748	1	+	NA	NONE	26
chrX	26874612	26874762	id-106749	1	+	NA	NONE	1
chrX	26936834	26936984	id-106750	9.81e-06	-	TGATGCAGCAGTCTCCATTCCAGTAGGTGGCGCTT	V_CTCF_BR	35
chrX	27204918	27205068	id-106751	1.41e-08	-	CTGTCATTACCTCTTGTCACCAGCAGAGGGCGCAT	UpstreamP1_CTCF	40
chrX	27212621	27212771	id-106752	7.49e-05	+	ATACTAATTTGCATTCCTACCAGCAGGTGTATGAG	V_CTCF_BR	7
chrX	27354735	27354885	id-106753	1.31e-09	-	CTGCCATTAGCAACTGCTACCAGCAGAGGGCGCCA	UpstreamP1_CTCF	40
chrX	27398571	27398721	id-106754	1	+	NA	NONE	3
chrX	27417120	27417270	id-106755	2.08e-07	-	CTGACATTACTATCTTCCACCAGCAGAGGGAGCCA	UpstreamP1_CTCF	40
chrX	27460636	27460786	id-106756	2.41e-08	-	CTGTTATGCCTGGACAGGGCCACCAGAGGGCTTCT	UpstreamP1_CTCF	15
chrX	27573737	27573887	id-106757	6.39e-05	+	AATACAATGTTAAACTTTCTCACTAGAGGTCGCTG	Upstream_CTCF	35
chrX	27618127	27618277	id-106758	6.98e-07	+	TAAGGAAGGATGGTTGTAACCAGAAGGTGGCACAA	V_CTCF_BR	12
chrX	27638199	27638349	id-106759	1.81e-06	-	TCTGTTCTCTACAGTCTTGCCAACAGAGGGTGATA	Upstream_CTCF	35
chrX	27655004	27655154	id-106760	8.13e-06	+	ATTGATTTCCATGCTCTGGCCACTAGGAGACGAGA	Upstream_CTCF	1
chrX	27702046	27702196	id-106761	2.47e-08	-	TCTGATATTCTTAGTCTTGCCACTAGGCGGCGGTA	Upstream_CTCF	37
chrX	27937040	27937190	id-106762	1.55e-05	+	GGCAGCCTAGACAATCAGGTCTGGAGATGGCGCCA	V_CTCF_BR	26
chrX	28195438	28195588	id-106763	4.7e-08	+	GGGTTGGCCACCTACTTGGCCAGTAGGTGGCGCTT	V_CTCF_BR	32
chrX	28214587	28214737	id-106764	1	+	NA	NONE	7
chrX	28465039	28465189	id-106765	1	+	NA	NONE	1
chrX	28568721	28568871	id-106766	1	+	NA	NONE	17
chrX	28605116	28605266	id-106767	1	+	NA	NONE	28
chrX	28608656	28608806	id-106768	4.5e-05	-	CAGCTGTTGTGCTACCCTGACCCCTGAAGGAAGGA	UpstreamP1_CTCF	15
chrX	28613585	28613735	id-106769	3.88e-06	-	ACCAGCTCCCTACCCAGTAACTCTAGAGGGCACTG	V_CTCF_BR	6
chrX	28677417	28677567	id-106770	2.6e-07	+	ATGAGGTTTCTCCACCCCTCCAGTAGAGGGCGCAC	V_CTCF_BR	34
chrX	28719453	28719603	id-106771	3.03e-05	+	ATTGTTATTGCATTGTTATGCCACAGGGGGCAGTT	Upstream_CTCF	19
chrX	28820860	28821010	id-106772	2.19e-05	-	TTTCATCAATCCTAAAAAGCCACAAGATGGCATTG	UpstreamP1_CTCF	19
chrX	29063067	29063217	id-106773	3.4e-06	-	TGCTCCTTCTATTGAGCTGCCTCTAGAGGGCAAAA	V_CTCF_BR	28
chrX	29109054	29109204	id-106774	6.82e-05	-	CAGTGCCATTCCTTGGAAGCCAATAGATGGCATTG	V_CTCF_BR	34
chrX	29250057	29250207	id-106775	4.14e-06	-	AACAGGCCTATATCCTTATCCACTAGATGGCTCTC	V_CTCF_BR	31
chrX	29496899	29497049	id-106776	1.21e-06	-	ATGCTATCTTCAGGAACAGTCAGTAGGGGGAGCTC	UpstreamP1_CTCF	40
chrX	29635961	29636111	id-106777	5.75e-09	-	TTGCAGTGCCGCTGAACCAGCAGCAGGTGACACCA	UpstreamP1_CTCF	30
chrX	29705943	29706093	id-106778	1	+	NA	NONE	23
chrX	29921612	29921762	id-106779	2.6e-05	-	ATGAGATCAGAGTCTCTCTCCACTAGAGGACACTC	UpstreamP1_CTCF	33
chrX	29929917	29930067	id-106780	1	+	NA	NONE	12
chrX	29958987	29959137	id-106781	1	+	NA	NONE	4
chrX	30078960	30079110	id-106782	3.47e-07	-	CAGCACCCTTGGCCTCTACCCACTAGATGGCAATA	UpstreamP1_CTCF	38
chrX	30160181	30160331	id-106783	4.3e-06	+	TGTGATTTTTTAAGAAGTACCTCTAGGTGGCCCCA	Upstream_CTCF	39
chrX	30214580	30214730	id-106784	2.04e-05	-	TTTAACAATATCCTTGCTGCCTGTAGATGTCACTA	V_CTCF_BR	32
chrX	30230407	30230557	id-106785	2.53e-05	+	AGAAAACTGGAAAGAAGCTCCACCAGGGGCAGCAC	V_CTCF_BR	18
chrX	30233456	30233606	id-106786	1.38e-07	-	GTTGCTGGTCCCTTCGTCTCCACTAGGGGTCCTCA	Upstream_CTCF	18
chrX	30265087	30265237	id-106787	1.56e-06	-	GTCGCTGGTCCCTACGTCCCCACTAGGGGTCCTCA	Upstream_CTCF	11
chrX	30293751	30293901	id-106788	1	+	NA	NONE	35
chrX	30313257	30313407	id-106789	7.73e-06	-	TGGCCTTCTTCTTACAGCTCCACTAGGTGGTGCTC	V_CTCF_BR	6
chrX	30326556	30326706	id-106790	5.96e-07	-	TCCAGGTGCTGCCCCTGGACCAGCAGCTGGTGCTG	V_CTCF_BR	6
chrX	30326784	30326934	id-106791	1.61e-05	+	ACGCAGTAGAGGGTGCTGCCCTGCTGCGGGTGGTC	UpstreamP1_CTCF	4
chrX	30346006	30346156	id-106792	2.04e-05	+	AATCCAATCCACATTCCAGCCAGCAGGAGGATGAA	V_CTCF_BR	17
chrX	30361429	30361579	id-106793	6.21e-05	-	CACCCAGCGGTCTGTTTGGAATCTAGGTGGAGGTC	V_CTCF_BR	10
chrX	30506359	30506509	id-106794	1.41e-05	-	GTCCTATTTCTAGGTCCTACCACTGGGAGCCACTG	UpstreamP1_CTCF	34
chrX	30507600	30507750	id-106795	1	+	NA	NONE	22
chrX	30511606	30511756	id-106796	1	+	NA	NONE	18
chrX	30522560	30522710	id-106797	2.02e-06	-	ATTTTGTTACCAATTCTTGCCACGAGATGTCACTA	UpstreamP1_CTCF	38
chrX	30531509	30531659	id-106798	2.38e-07	-	GACCATTTGCAATTAACTACCACCAGAGGGCAGAG	V_CTCF_BR	39
chrX	30588751	30588901	id-106799	2.94e-06	+	AATTAATTTCTGAAAATTAGCAGCAGAGGGCAGCA	Upstream_CTCF	39
chrX	30612048	30612198	id-106800	9.41e-05	-	TATATGTACTTTTAGAAACTCACCAGGTGGCGCAC	V_CTCF_BR	14
chrX	30636656	30636806	id-106801	1.37e-05	-	AGGTCACTGCCTCCTTTTAGCTCTAGGTGGTGCTT	Upstream_CTCF	25
chrX	30653865	30654015	id-106802	2.1e-06	+	ATTGCAATTTCCACCTCTTACTGAGGGTGGCAGTG	Upstream_CTCF	40
chrX	30689416	30689566	id-106803	1	+	NA	NONE	26
chrX	30731221	30731371	id-106804	4.31e-05	-	GCTCAATGCTTGAAGCCAGGAGCTAGGTGGCGCTC	UpstreamP1_CTCF	39
chrX	30754007	30754157	id-106805	3.47e-07	+	CTGTAAGAAACAAATTCGGCCGCTAGGTGACGCTA	UpstreamP1_CTCF	40
chrX	30839300	30839450	id-106806	2.81e-05	-	AATATATTGTTAACTATGGTCACCAGGTGGTGCAA	V_CTCF_BR	11
chrX	30840330	30840480	id-106807	4.21e-05	+	TTAGACATATGGCTTCTCTCCACTAGGTGTCTGTA	V_CTCF_BR	35
chrX	30883274	30883424	id-106808	1.17e-05	-	AGTATTGCCTCTCTAGAGGCCACTTGGGGGTGCTA	V_CTCF_BR	34
chrX	30954183	30954333	id-106809	5.93e-06	+	GGTGAAAATCAACCAGTCCCCTGGAGATGGCAGTA	Upstream_CTCF	36
chrX	30967824	30967974	id-106810	1	+	NA	NONE	11
chrX	30989974	30990124	id-106811	1.85e-07	+	CTGTGAGGTTCCTTCCTGGCCACTAGAGGCCAGCA	UpstreamP1_CTCF	40
chrX	30990444	30990594	id-106812	5.67e-06	+	GCTTCTCTCTTCCCTCTACCCACTAGGTTGCGCTC	Upstream_CTCF	30
chrX	31055110	31055260	id-106813	8.76e-09	+	CTGCAGTTAGCTGGAAGTTCCAGCAGGTGGCCAGA	UpstreamP1_CTCF	40
chrX	31057090	31057240	id-106814	2.89e-07	+	CCTGTGGTCATCGTCTCTACCAGCAGATGGAGCAC	Upstream_CTCF	40
chrX	31232162	31232312	id-106815	6.51e-07	+	TGGGCTTCACCCTCTCTGGCCTGCAGGTGGAGTCC	Upstream_CTCF	40
chrX	31280150	31280300	id-106816	1.85e-05	-	CTTGCTTTAAATTTCACCGCCAGTAGGGCGCAGAG	Upstream_CTCF	2
chrX	31286585	31286735	id-106817	1.63e-05	+	GAGGCAGCTGCTATTACGGTCTGAGGGGGGCACAC	Upstream_CTCF	20
chrX	31297494	31297644	id-106818	2.19e-05	+	GCCTTTGTATCTCTTCCCACCAACAGGTGGAGTCT	Upstream_CTCF	38
chrX	31311662	31311812	id-106819	1	+	NA	NONE	27
chrX	31442146	31442296	id-106820	1	+	NA	NONE	38
chrX	31564294	31564444	id-106821	3.29e-05	-	AAGGCAGCTCTGCTGACGCCCACTGGATACTGGGA	Upstream_CTCF	2
chrX	31627389	31627539	id-106822	1	+	NA	NONE	6
chrX	31676610	31676760	id-106823	2.74e-08	-	ATGCAGGTTTAGTTGAACGCCAGTAGATGGCACTA	UpstreamP1_CTCF	37
chrX	32007226	32007376	id-106824	3.28e-05	-	GGAGAGATTCACATTTGAATCAGTAGAGGGAGCAA	V_CTCF_BR	7
chrX	32049227	32049377	id-106825	6.21e-06	-	CCTGAAATAAGGCTGACAGACACAAGAGGGAGACC	Upstream_CTCF	1
chrX	32134302	32134452	id-106826	2.15e-05	-	TGGGTGGATTGGCATGGCTTCTCTAGGGGGCAGTA	V_CTCF_BR	12
chrX	32264908	32265058	id-106827	2.73e-07	-	TATGCAATTCCAATGCCTGACATTAGGTGGTGCTG	Upstream_CTCF	35
chrX	32426640	32426790	id-106828	1	+	NA	NONE	17
chrX	32501784	32501934	id-106829	1.39e-05	+	GTAACAAGTATACTGAAATCCACTAGAGGGAGCTG	V_CTCF_BR	25
chrX	32549044	32549194	id-106830	7.27e-06	+	TATGATAAATAAATGTGGGTCACTAGAGGGCGCAC	V_CTCF_BR	38
chrX	32691412	32691562	id-106831	4.41e-06	-	CTTTCTTGGTTTAAAGAGGCCAGTAGGTGGCAACA	V_CTCF_BR	23
chrX	32792633	32792783	id-106832	5.01e-06	+	GCACTCTCTTCACTAGGTGGCAGGAGGGGGCAGGG	V_CTCF_BR	4
chrX	32797217	32797367	id-106833	1	+	NA	NONE	1
chrX	33037220	33037370	id-106834	1	+	NA	NONE	3
chrX	33229542	33229692	id-106835	8.9e-05	+	TTGCCTCCCAGATCTGAGTCCTGTAGGGGGAAAGT	UpstreamP1_CTCF	11
chrX	33342353	33342503	id-106836	2.81e-06	+	GGTTCAGTACCACTTGAGACCACTAGGAGAATGAT	Upstream_CTCF	26
chrX	33355029	33355179	id-106837	3.63e-06	-	TGATGAATGGATTGGACAGACGCTAGGTGGCACCA	V_CTCF_BR	31
chrX	33356212	33356362	id-106838	1	+	NA	NONE	11
chrX	33357447	33357597	id-106839	1	+	NA	NONE	4
chrX	33452745	33452895	id-106840	4.7e-10	+	CCTGCAGTACAGCAAATAGACACCAGAGGGAGCAC	Upstream_CTCF	40
chrX	33483382	33483532	id-106841	1.37e-05	+	GCTGTAATTCAAGCTCCAACCACTAGGATAGAGGA	Upstream_CTCF	14
chrX	34076254	34076404	id-106842	1	+	NA	NONE	3
chrX	34293940	34294090	id-106843	3.24e-06	-	ACTGCCATTCAGAACTACAACACTTGGTGGCATGA	Upstream_CTCF	12
chrX	34319126	34319276	id-106844	7.62e-07	-	TAGTCAATCCTAAAAATAGCCTCCAGAGGGCGACC	Upstream_CTCF	37
chrX	34350571	34350721	id-106845	6.19e-06	-	CAGTATCCCTCTCATCTACCCACTAGATGTCAGTA	UpstreamP1_CTCF	28
chrX	34359499	34359649	id-106846	3.28e-05	-	CCTTCATTCATTTGATAAGACTGTAGGGGGCAGAA	V_CTCF_BR	18
chrX	34383712	34383862	id-106847	7.27e-06	+	TTTCCCGTATATGCTTTGGCCACTGGATGGTGCTC	V_CTCF_BR	32
chrX	34444590	34444740	id-106848	1	+	NA	NONE	22
chrX	34539802	34539952	id-106849	1	+	NA	NONE	19
chrX	34596467	34596617	id-106850	5.65e-05	+	CTTAACAAAAGAGAAATCGCCCATAGATGGCAGCA	V_CTCF_BR	32
chrX	34656397	34656547	id-106851	5.68e-06	+	TATAAGAAAATGAACACAAACAGTAGGGGGCAGCA	V_CTCF_BR	40
chrX	34771183	34771333	id-106852	9.81e-06	+	GCAACTTACTTCTTCAAGGCCAGCAGGAGGCTCTC	V_CTCF_BR	8
chrX	34878337	34878487	id-106853	3.42e-05	-	TATCCCATTCCATGCCAGGCCAATAGGTGGAGTGT	Upstream_CTCF	11
chrX	34911992	34912142	id-106854	3.4e-06	+	TATTTTAAATTAGACTGTGCCACAAGGTGGCAGAC	V_CTCF_BR	33
chrX	34937094	34937244	id-106855	6.98e-07	+	ATGATCAGTGGAAAAGTAGCCACAAGGTGGAACCA	V_CTCF_BR	38
chrX	35094329	35094479	id-106856	5.41e-06	-	CTGGTAGTACTTCTTGTGGCCAGTGGTGGCAGTTG	Upstream_CTCF	15
chrX	35116648	35116798	id-106857	8.89e-06	-	TCTACACTTACACAATGCTCCAGAAGGTGGTGCAC	Upstream_CTCF	23
chrX	35399042	35399192	id-106858	3.07e-10	+	GTGCAGTTTGACCTACAGGCCAGTAGGTGGCACTT	UpstreamP1_CTCF	39
chrX	35744421	35744571	id-106859	6.84e-06	-	AGTAAACTTTTACCATCCACCTGGAGAGGGCGCCT	V_CTCF_BR	26
chrX	35908909	35909059	id-106860	1	+	NA	NONE	31
chrX	36259631	36259781	id-106861	1.43e-05	+	GGAGCACTTCAGATCCCTGAGAGCAGCTGGAGCCT	Upstream_CTCF	10
chrX	36658244	36658394	id-106862	3.03e-05	+	CATTTGGTTCCAAGATGATCCACTAGATGTCTCCT	Upstream_CTCF	5
chrX	36702252	36702402	id-106863	5.68e-06	+	CCACATCCCTGACCTCTACACACTAGATGGCAGTA	V_CTCF_BR	16
chrX	36875036	36875186	id-106864	8.99e-05	-	GCAAGTAAATTTCAATGTTCCACAAGGGGGAGTAA	V_CTCF_BR	17
chrX	36876879	36877029	id-106865	5.48e-05	+	AGTGGTTTTCTTGGTTAAAACTCTAGGTGGCTCTC	Upstream_CTCF	3
chrX	36885338	36885488	id-106866	3.63e-06	-	TATTCTAAATTGGATTATGCCACTAGATGGCAGCC	V_CTCF_BR	38
chrX	36916492	36916642	id-106867	5.08e-07	-	TGCACTCTATACAGAGTTACCACTAGAGGGAACCA	V_CTCF_BR	38
chrX	36926974	36927124	id-106868	5.01e-06	-	TTTTGAAATGCTAAAATAACCACTAGGTGGCTCTG	V_CTCF_BR	39
chrX	36975480	36975630	id-106869	2.58e-07	+	AAGGAACTGCCGCGCGCCGCCAGTCGGGGGCGCGG	Upstream_CTCF	21
chrX	36979791	36979941	id-106870	1	+	NA	NONE	22
chrX	37003496	37003646	id-106871	9.51e-07	-	AGGTAAGAGGTAGCCCGGGCCGCGGGAGGGCGCTC	V_CTCF_BR	18
chrX	37079194	37079344	id-106872	1.3e-07	-	ACTTCACTTCTATACTTTGCCACTGGGGGTCACTC	Upstream_CTCF	40
chrX	37161947	37162097	id-106873	1	+	NA	NONE	35
chrX	37293755	37293905	id-106874	1.55e-05	-	TTTGCGCAAATCAATATAGTCAGTAGATGGCAGAG	V_CTCF_BR	10
chrX	37355156	37355306	id-106875	1	+	NA	NONE	37
chrX	37368665	37368815	id-106876	2.44e-07	+	ACTTCACTTCTACACGTTGCCACTGGGGGTCTCTC	Upstream_CTCF	26
chrX	37431645	37431795	id-106877	9.51e-07	+	AGGTAAGAGGTAGCCCGGGCCGCGGGAGGGCGCTC	V_CTCF_BR	27
chrX	37505631	37505781	id-106878	2.1e-05	-	GTTGTAGTTCACTTGGAATCCACTAGGTTACAAGA	Upstream_CTCF	23
chrX	37604727	37604877	id-106879	2.89e-09	+	GCAGTCACATTCCCCTTGGCCAGCAGGTGGCAGTG	V_CTCF_BR	40
chrX	37684602	37684752	id-106880	6.97e-10	-	ATGCAGTTTAGCTGTGTGGCCACCAGGGGACAGAA	UpstreamP1_CTCF	40
chrX	37764755	37764905	id-106881	1.97e-06	+	TGAGAGGCTTCCGGAGCCACCACAAGGTGGAGACC	V_CTCF_BR	14
chrX	37765051	37765201	id-106882	1.38e-06	+	TGGCGCGACTCTGGCGCCGCCGCCTGGGGGCATCC	V_CTCF_BR	33
chrX	37786072	37786222	id-106883	5.89e-08	+	TTGCTCTGTCATATTTTCACCAGTAGGTGCCAGTA	UpstreamP1_CTCF	36
chrX	37853620	37853770	id-106884	1	+	NA	NONE	3
chrX	37854860	37855010	id-106885	1	+	NA	NONE	10
chrX	38025853	38026003	id-106886	4.23e-08	-	AATTGCCAGCTATATTTGACCAGCAGGGGGCAGTC	V_CTCF_BR	38
chrX	38030142	38030292	id-106887	2.04e-05	-	CTAAGTGCCAGTAACACTGCCCACAGGGGGCACCT	V_CTCF_BR	4
chrX	38034525	38034675	id-106888	3.65e-07	-	GGTCTGTCCTCCTTCCTGGCCACATGATGGCGGTC	V_CTCF_BR	40
chrX	38051381	38051531	id-106889	2.78e-06	+	GGAGTCATGTGGCCTCTCACCTACAGATGGCAGCA	V_CTCF_BR	39
chrX	38065290	38065440	id-106890	1.29e-05	+	TGGTAGCTTTGGCTTTTGTCCACTGGGAGGCCAGC	UpstreamP1_CTCF	14
chrX	38079346	38079496	id-106891	1.21e-06	+	GCAGACTTTCTCGGAATCCCCAGCAGGGGGGGTTA	Upstream_CTCF	39
chrX	38087632	38087782	id-106892	8.33e-05	-	ACTGTCATTATGCTGGAGCCCTGTTGGTGTCGTAG	Upstream_CTCF	3
chrX	38119620	38119770	id-106893	1.56e-06	+	TTTGAACTTCCAGCTACTACCAAAGGAGGGAGCAC	Upstream_CTCF	40
chrX	38121516	38121666	id-106894	1	+	NA	NONE	12
chrX	38141420	38141570	id-106895	2e-06	-	GTAGTAGCTGCAGAGAGAGCCTCTAGGAGGCAGCC	Upstream_CTCF	40
chrX	38153128	38153278	id-106896	4.31e-05	-	GAGCAGAGAAATGGTCTGGCAGCTAGAGGGGGATG	UpstreamP1_CTCF	25
chrX	38163383	38163533	id-106897	2.58e-07	+	GGAGTCATTCCTGAAAACGCCTCCAGGTGGCAAAA	Upstream_CTCF	39
chrX	38165263	38165413	id-106898	5.48e-05	-	ACTGCGCTTCCTAATGCAGCAGCCAGGAGCATGAT	Upstream_CTCF	8
chrX	38186849	38186999	id-106899	2.6e-07	-	GCCGCCTCTCTGCTCCAGGCCGCCAGAGGGCGCGT	V_CTCF_BR	40
chrX	38194670	38194820	id-106900	1.21e-06	+	CCTGCAGTTAGACATGGTGCATCTAGATGGAGCCA	Upstream_CTCF	30
chrX	38235271	38235421	id-106901	4.14e-06	+	GAAGAGGGCTCAGAAATGGCCACTAGATGGAGTAA	V_CTCF_BR	39
chrX	38297702	38297852	id-106902	5.26e-07	+	CCTTCATTTCATCTCTCCTCCACCGGGGGTCAGAA	Upstream_CTCF	9
chrX	38317439	38317589	id-106903	6.48e-05	+	CTGAAAGCTTAGGCAATTGAAGCTAGGTGGCAGTC	UpstreamP1_CTCF	19
chrX	38333906	38334056	id-106904	1	+	NA	NONE	2
chrX	38421393	38421543	id-106905	2.27e-05	+	TGGGGAGCAGGCGTTGTCACCGCGTGGAGGCGCAC	V_CTCF_BR	8
chrX	38487040	38487190	id-106906	1.81e-06	+	CTGGTAATAATGCATGCTTCCTCTAGAGGGCAGTG	Upstream_CTCF	38
chrX	38493944	38494094	id-106907	4.14e-05	+	TTGATACAACTCTCTGCAGCCTCCAGGGGTCCTCA	UpstreamP1_CTCF	3
chrX	38512195	38512345	id-106908	1.72e-06	+	ACTGCTGTTACTTACACTGCCGCAAGAGGCAGAAT	Upstream_CTCF	6
chrX	38513625	38513775	id-106909	2.72e-05	-	CATAAATGTCTGCTTTTGGCCACAAGGGGGACTAA	UpstreamP1_CTCF	39
chrX	38517795	38517945	id-106910	1	+	NA	NONE	1
chrX	38523668	38523818	id-106911	3.24e-06	+	AAAGTACTTTTTTAAACAACCACCGGGTGTCAGCA	Upstream_CTCF	39
chrX	38577243	38577393	id-106912	1.38e-06	+	GTCAGCTACTCCAGATGAACCACTAGGGGGCAGAT	V_CTCF_BR	40
chrX	38613482	38613632	id-106913	1.21e-06	+	CAGGTAATACTGACCCACAACACTAGATGGCAAAG	Upstream_CTCF	40
chrX	38627445	38627595	id-106914	1	+	NA	NONE	36
chrX	38650251	38650401	id-106915	1.72e-06	-	CTAGCAGTTCACTCCAGCAGCAGCAGGTGGTTTCA	Upstream_CTCF	1
chrX	38659320	38659470	id-106916	1	+	NA	NONE	15
chrX	38665129	38665279	id-106917	5.98e-05	+	CCGCCGCCCTGCGGTTGGGCCGGTGGAGGCCCAGG	UpstreamP1_CTCF	13
chrX	38742257	38742407	id-106918	3.42e-05	+	AGTGAAATATCACAGCCCTCAGCCAGGTGGCCTGT	Upstream_CTCF	7
chrX	38844740	38844890	id-106919	1.31e-05	-	ATTATATTAAGAAAATTTTCCAGTAGATGGCAGTA	V_CTCF_BR	30
chrX	38845966	38846116	id-106920	6.04e-07	-	CAGCAATCACAGGGCCCCACCACCAGAGGGGCTGC	UpstreamP1_CTCF	9
chrX	38876464	38876614	id-106921	2e-06	-	AATGCAGTGCCAATGGTGTCCTGTGGAGTGAAGAA	Upstream_CTCF	7
chrX	38957945	38958095	id-106922	7.49e-07	+	CATCAGGCACCAGAATCTTCCACCAGGTGCCACCG	UpstreamP1_CTCF	8
chrX	38993346	38993496	id-106923	1.31e-05	+	AGTTGCCCTGCAGCTCAAACCCCTAGGGGGAGCAC	V_CTCF_BR	29
chrX	39009112	39009262	id-106924	2.18e-07	-	CTAAACAGAGGCCAGCGTGCCAACAGGGGGCGCTG	V_CTCF_BR	39
chrX	39011484	39011634	id-106925	7.44e-05	-	CCTGCACTTGCCCGGAGCTTTGTTAGGGGGCGCTG	Upstream_CTCF	40
chrX	39021844	39021994	id-106926	9.62e-05	+	GTCTAGCTCGCCGGCCTCGCTCGCTGGGGGAAGGC	UpstreamP1_CTCF	10
chrX	39101555	39101705	id-106927	9.81e-06	-	ACATGCAGGTCTGAATCAGCCACCAGAGGGAGTAT	V_CTCF_BR	39
chrX	39109502	39109652	id-106928	1	+	NA	NONE	6
chrX	39120792	39120942	id-106929	1.84e-06	+	AGTAAGTGGAAACATGTAACCTCTAGGGGGAGCTC	V_CTCF_BR	39
chrX	39298581	39298731	id-106930	1.46e-07	+	CACCAGTGACATGCCCCAGGCAGCAGATGGCAGCG	UpstreamP1_CTCF	28
chrX	39300269	39300419	id-106931	4.71e-06	-	GCAGTAAAATTGTGTTTCAGCAGCAGGGGGCCCAG	Upstream_CTCF	9
chrX	39304717	39304867	id-106932	4.7e-06	-	ATTACAAACAAGTCTTGTGCCAGAAGGGGGTGCTG	V_CTCF_BR	38
chrX	39328452	39328602	id-106933	1.39e-05	+	TTTCTCCTGGCAAATCTGACCCGAAGGTGGCTCTG	V_CTCF_BR	1
chrX	39336802	39336952	id-106934	1	+	NA	NONE	26
chrX	39435822	39435972	id-106935	1	+	NA	NONE	1
chrX	39469334	39469484	id-106936	3.56e-05	-	ACAGTAGCACAACTGATGCCGAGTAGCGGCTGCCC	Upstream_CTCF	7
chrX	39511716	39511866	id-106937	9.51e-07	+	TTAGCCAGTTCCATCTTCGCCAGCAGATGTCACTA	V_CTCF_BR	39
chrX	39512894	39513044	id-106938	3.29e-05	-	GCAGGGCTGCAGTAATCTCCCGAGAGGGGGAGGCA	Upstream_CTCF	5
chrX	39564720	39564870	id-106939	1.64e-06	+	TGAGCAGTTCCAGCTGATGCCACACGGAGCAGAGA	Upstream_CTCF	40
chrX	39590088	39590238	id-106940	4.41e-06	+	CCTTTGGCCAAAGCTAGCACCAGTAGGTGTCACTG	V_CTCF_BR	40
chrX	39599832	39599982	id-106941	5.7e-05	+	CTGGGAACTCTGGTCTCAGCCACTAGGTGCTCCAT	Upstream_CTCF	2
chrX	39619085	39619235	id-106942	1	+	NA	NONE	8
chrX	39673771	39673921	id-106943	3.6e-07	+	ATAGTACTGTTAGGTGGCGCCACAAGATGGCGCAA	Upstream_CTCF	38
chrX	39698765	39698915	id-106944	1.35e-05	-	TTGCAATAAACCAGCTGAACCAGGTAGGGGCAGTG	UpstreamP1_CTCF	14
chrX	39756574	39756724	id-106945	1.16e-05	+	ACGGCCATCACAGCTTGCGACTGCAGGGGGCCTCA	Upstream_CTCF	24
chrX	39756892	39757042	id-106946	1	+	NA	NONE	12
chrX	39794843	39794993	id-106947	1.17e-05	+	GCGCCCCTTCTCTGAGCCATCACCAGGAGGCAGGC	V_CTCF_BR	16
chrX	39816169	39816319	id-106948	1	+	NA	NONE	5
chrX	39843730	39843880	id-106949	7.27e-06	+	AAGAGCAGGTCAAGACAAGCCACCAGGAGGAGCAG	V_CTCF_BR	15
chrX	39873151	39873301	id-106950	3.6e-07	+	CCTGGAGTGCCAGAGAGCCCGGGGAGGGGGCGCTC	Upstream_CTCF	22
chrX	39916762	39916912	id-106951	1.64e-05	-	TGGTAGGCGCTGTTACTCTCCTCCAGAGGTAGGAA	V_CTCF_BR	29
chrX	39927477	39927627	id-106952	3.73e-06	-	TCTGCTAGAGGTGATGTTGCCTGCAGAGGGAGTAG	Upstream_CTCF	13
chrX	39938892	39939042	id-106953	1	+	NA	NONE	9
chrX	39942956	39943106	id-106954	6.9e-05	-	GCTGGAGTTCCTGGAAGGCCTGGCGGGGGCGCGCC	Upstream_CTCF	18
chrX	40009846	40009996	id-106955	3.88e-06	-	AGGCTGGGTGTAGGAACCACCACCGGGGGGATCTG	V_CTCF_BR	28
chrX	40013314	40013464	id-106956	1	+	NA	NONE	10
chrX	40017542	40017692	id-106957	2.2e-07	-	CTGCGGCTCCGCGGTCCTACCGCCGGGGGCAGCGC	UpstreamP1_CTCF	32
chrX	40028842	40028992	id-106958	4.1e-06	-	GCCCCAACGCCAGCTCCGACCAGTAGGGGGGGGAT	Upstream_CTCF	40
chrX	40033617	40033767	id-106959	1	+	NA	NONE	12
chrX	40068384	40068534	id-106960	1.55e-05	-	CCCTGATTAACCCTTCTAGCCACTGGGTGCCACTA	V_CTCF_BR	7
chrX	40104280	40104430	id-106961	5.12e-06	+	CCGTGGCACCTGGTACTGACCACCGGAGGCAGATG	UpstreamP1_CTCF	21
chrX	40105168	40105318	id-106962	6.9e-05	+	GTTGCCTTGTGCTTCTCTGCCTCCTGATGGAGACT	Upstream_CTCF	8
chrX	40126378	40126528	id-106963	1.06e-05	-	GGTGCTATGCGCGGAGGCTCCAGGCGGTGTCCCCA	Upstream_CTCF	39
chrX	40144198	40144348	id-106964	2.18e-07	-	GCTGCAATGGCTCATTTAACCAATAGGTGGTAATG	Upstream_CTCF	5
chrX	40158589	40158739	id-106965	4.88e-05	-	GGGAACCATTCGTCTTATAACTCCAGGAGGCGCCA	V_CTCF_BR	38
chrX	40163481	40163631	id-106966	1	+	NA	NONE	3
chrX	40164469	40164619	id-106967	1	+	NA	NONE	0
chrX	40173428	40173578	id-106968	1.76e-05	+	GGGCTCAGCCAGGCAGTTCTCACTAGGGGTCGCTA	UpstreamP1_CTCF	21
chrX	40188403	40188553	id-106969	1.37e-05	-	TGTGCTCTGCCTGTAGGAAGCGCTAGAGAGAGACT	Upstream_CTCF	23
chrX	40226048	40226198	id-106970	2.89e-07	+	GTTGCACTGCTTTCCTGGCCCTGGAGGAGGCAGGG	Upstream_CTCF	6
chrX	40229828	40229978	id-106971	1.73e-06	-	CTGCTTCTGGTTGCTCCTGCCAGTTGGGGGCCCCC	UpstreamP1_CTCF	2
chrX	40270700	40270850	id-106972	1.21e-05	+	ATTGCTCCCCTTCTATCTTCCTCTAGCAGGCGCTG	Upstream_CTCF	29
chrX	40327723	40327873	id-106973	2.97e-06	-	ACAAAAGGGTGTTGATGATCCAGGAGGTGGCAGCA	V_CTCF_BR	36
chrX	40331754	40331904	id-106974	4.7e-06	+	ACTTTTCAGATCTGCACTGCCACCTGATGGCTCTC	V_CTCF_BR	34
chrX	40356144	40356294	id-106975	1	+	NA	NONE	33
chrX	40383801	40383951	id-106976	1.76e-05	-	AAGGAGTCACCATCTCTGATCACTAGGAGGAGACA	UpstreamP1_CTCF	32
chrX	40387766	40387916	id-106977	1.34e-06	+	CCTGCATGTGCTTCCCATTCCACTAGGGGCCCCAT	Upstream_CTCF	12
chrX	40398535	40398685	id-106978	9.51e-07	+	TCACTGAAACTACTCTCATCCACCTGGGGGCGCCC	V_CTCF_BR	30
chrX	40401553	40401703	id-106979	1	+	NA	NONE	11
chrX	40403252	40403402	id-106980	2.2e-09	+	GTTGCAGTTCTGTATTTGGCCACAAGATGGTGGTA	Upstream_CTCF	40
chrX	40412145	40412295	id-106981	7.46e-06	+	GTGCAGTGAAACTGCACCCTCTGGAGGGGGTGCCT	UpstreamP1_CTCF	33
chrX	40433125	40433275	id-106982	2.01e-05	-	TGTGCTATCCCATGGCAGAAGGCAAGAGGGAGACA	Upstream_CTCF	40
chrX	40499616	40499766	id-106983	1	+	NA	NONE	3
chrX	40507250	40507400	id-106984	9.81e-06	+	TCCCCCGCCACTGGACCACCCAGAAGGGGGCGTTT	V_CTCF_BR	12
chrX	40510999	40511149	id-106985	1.15e-07	+	CAATAGTGTCTATGGACGCCCACCAGGGGGCAGTG	V_CTCF_BR	39
chrX	40523627	40523777	id-106986	1.5e-05	+	TGGCCAGTTCCCTGCTCGTCCACTTGGTGACACCA	Upstream_CTCF	39
chrX	40530580	40530730	id-106987	5.67e-06	+	TATGCACTGCCTAACTCTGGAGCTTGGGGGCAGGC	Upstream_CTCF	9
chrX	40595172	40595322	id-106988	9.25e-06	-	GCAAATTGTCGCCTTTACAACGCCAGGGGGCGGAG	V_CTCF_BR	40
chrX	40614758	40614908	id-106989	1	+	NA	NONE	4
chrX	40653396	40653546	id-106990	3.4e-06	-	AACTAACCAAACTAATTGCCCTCAAGAGGGCGCTC	V_CTCF_BR	40
chrX	40731018	40731168	id-106991	1	+	NA	NONE	15
chrX	40737231	40737381	id-106992	8.71e-06	+	ATATGCATTTTCATTCAGGACAGCAGGGGGCAGCT	V_CTCF_BR	38
chrX	40740112	40740262	id-106993	9.81e-06	-	TGTTTTTAGGCAAGGGGGGCCAGCAGAGGGGGCCA	V_CTCF_BR	4
chrX	40781751	40781901	id-106994	2.01e-05	-	CTTGTTAAACTACGAACATCCACTAGATGGCCTTT	Upstream_CTCF	40
chrX	40791327	40791477	id-106995	4.14e-06	+	GTGACAGAGTCATCTGTCTCCAGTAGTTGGAGCCA	V_CTCF_BR	6
chrX	40793420	40793570	id-106996	3.63e-05	+	TTGTTAAGTGTGGTTAGGCCAGCCAGAGGGCAGCC	V_CTCF_BR	19
chrX	40819297	40819447	id-106997	2.8e-05	+	AGATCAATTGTTGCCTAGGGCTGCAGGGGGTGTTA	Upstream_CTCF	3
chrX	40860713	40860863	id-106998	6.46e-07	+	CCCCTCCAGGTCTGCCTCAGCTGCAGAGGGCAGCC	V_CTCF_BR	1
chrX	40869696	40869846	id-106999	4.23e-06	+	CTGCTGTTGGCTCTGCTACCCAACAGCTGCCTCGG	UpstreamP1_CTCF	32
chrX	40883700	40883850	id-107000	3.97e-05	+	AGTCAGCACTGAATTTTTGTCAGTAGGGGACGCTA	UpstreamP1_CTCF	28
chrX	40974453	40974603	id-107001	2.41e-08	-	AAGCTATACTTAGCCTTCACCAGTAGAGGGCGCCA	UpstreamP1_CTCF	40
chrX	40996958	40997108	id-107002	7.91e-05	+	TTCCTAGTTCATATAGTTGCCACTAGATGGCTTAT	UpstreamP1_CTCF	36
chrX	41005586	41005736	id-107003	1	+	NA	NONE	25
chrX	41039570	41039720	id-107004	4.59e-07	+	TTGTGATTGGCGCTTAATGCCACCAGATGGCGAGC	UpstreamP1_CTCF	40
chrX	41113052	41113202	id-107005	2.89e-09	-	GGGCCATGTCACCCCGCGGCCTCTAGAGGGCAGCA	V_CTCF_BR	40
chrX	41135502	41135652	id-107006	3.65e-07	+	GGCACACCCTCCGTGATCGCCACCAGAGGCCGCCT	V_CTCF_BR	39
chrX	41152642	41152792	id-107007	6.43e-06	-	TTATGCACTTCCCAATAGGCCACAGGGTGGCACTG	V_CTCF_BR	33
chrX	41189804	41189954	id-107008	1	+	NA	NONE	13
chrX	41193359	41193509	id-107009	1	+	NA	NONE	33
chrX	41194009	41194159	id-107010	3.09e-05	-	CAGCGCCGCCCAGCACCACACAAAAGAGGCCGCCG	UpstreamP1_CTCF	15
chrX	41271821	41271971	id-107011	6.48e-05	-	CTTCCTTGTCTCTTTCCTGCCACCAGGTAGGGACA	UpstreamP1_CTCF	11
chrX	41301529	41301679	id-107012	5.33e-11	-	CCGGTCCTGCCCAGCGTGGCCGCCAGAGGGCACCG	V_CTCF_BR	38
chrX	41317213	41317363	id-107013	7.17e-05	-	CTCACACTTCCACCTTCCACCATGGGATGGCGCCG	Upstream_CTCF	35
chrX	41340634	41340784	id-107014	4.68e-07	-	TGTGCCCAGCAGATATTGTCCTCTAGAGGGCAGCA	V_CTCF_BR	40
chrX	41417878	41418028	id-107015	5.41e-06	+	ATTGAAGTTCCATAAAAAGCCACCAAGAGGAGCTC	Upstream_CTCF	36
chrX	41567950	41568100	id-107016	5.34e-06	-	TTTTTTAATAGTGCCTTGGCCAGCAGAGGGTAATA	V_CTCF_BR	3
chrX	41593916	41594066	id-107017	2e-06	-	GCTGCTAAGCATCCTTCACCCACTAGATGCCAGTA	Upstream_CTCF	40
chrX	41619194	41619344	id-107018	1.09e-06	-	GTAGCTGGAGCTTCCTTATCCACTAGGAGGCACCA	Upstream_CTCF	39
chrX	41640870	41641020	id-107019	4.96e-08	+	GAAGCAATCTCTCACCTAGCCAGTAGGTGGAACTA	Upstream_CTCF	40
chrX	41657426	41657576	id-107020	4.41e-06	+	GAGCCTATCTAATTTTCTTCCACTAGAGGGAACTA	V_CTCF_BR	37
chrX	41662353	41662503	id-107021	1	+	NA	NONE	16
chrX	41683887	41684037	id-107022	2.27e-06	+	TAAGGATGGCTTCCCCTGGACTCCAGAGGGCAGAT	V_CTCF_BR	12
chrX	41717703	41717853	id-107023	1	+	NA	NONE	6
chrX	41723185	41723335	id-107024	1.55e-05	+	GCCATTAATCACAACTCTGCAGCTAGGGGGCGGAG	V_CTCF_BR	25
chrX	41766084	41766234	id-107025	2e-06	+	ACTGCATTTCCAACACTATACTGCAGAAGACAGTA	Upstream_CTCF	2
chrX	41782225	41782375	id-107026	1	+	NA	NONE	27
chrX	41783656	41783806	id-107027	1	+	NA	NONE	23
chrX	41830042	41830192	id-107028	2.1e-05	-	GAGGTGATACCAAGAATAACCAGTAGGAGAGACAA	Upstream_CTCF	19
chrX	41947335	41947485	id-107029	2.01e-05	+	CATTTAATTACCAGCCTGGCCTGTAGGGGCATATC	Upstream_CTCF	10
chrX	41962360	41962510	id-107030	1.41e-05	-	AAGCACTCCCATACTGCCCCCAGCAGATGAGGTAG	UpstreamP1_CTCF	8
chrX	42054830	42054980	id-107031	4.65e-05	-	AAGTGGAAAGCAGTTAGTGCCCCCAGAGGCAGCTC	V_CTCF_BR	6
chrX	42149959	42150109	id-107032	8.71e-06	+	AGAAATCATAGACCTGTATCCACTAGGAGGCAGCA	V_CTCF_BR	36
chrX	42379189	42379339	id-107033	1	+	NA	NONE	34
chrX	42389493	42389643	id-107034	1	+	NA	NONE	25
chrX	42474492	42474642	id-107035	2.58e-07	+	TGTGCTGGTTGACATCCTGCCAGGAGGTGGCGCTT	Upstream_CTCF	33
chrX	42537474	42537624	id-107036	2.2e-06	-	AATGAATTCTCCCCTAGAGCCTCCAGAGGGAGTCC	Upstream_CTCF	23
chrX	42540136	42540286	id-107037	1	+	NA	NONE	13
chrX	42574772	42574922	id-107038	8.89e-06	-	CAGGCACTAGGGGCGCTCGCCTGCAGGAAGCAGGA	Upstream_CTCF	33
chrX	42836369	42836519	id-107039	7.49e-05	+	TGTCTCAGACGGTCTCTAACTGACAGGTGGCAGCA	V_CTCF_BR	11
chrX	42944668	42944818	id-107040	1.17e-05	+	CGGTGTCCCACTGCTCAAACCTCTAGGGGGAGCAT	V_CTCF_BR	6
chrX	42981025	42981175	id-107041	2.2e-06	-	AGTGAAGCTCCTGAGGAGGGCAGCAGATGACAGAC	Upstream_CTCF	18
chrX	43192914	43193064	id-107042	7.44e-06	-	CATGTATAGGTAGGTGTTGCCACAAGGTGGAGTAG	Upstream_CTCF	18
chrX	43208766	43208916	id-107043	8.84e-10	+	GTGCAGTTCAGACTGCAGTCCAGTAGGTGGCACTT	UpstreamP1_CTCF	40
chrX	43327229	43327379	id-107044	1.39e-07	-	CACTGACCCTTTGCCCTCACCGGTAGAGGGCAGCC	V_CTCF_BR	13
chrX	43333696	43333846	id-107045	2.97e-06	-	ATTCCTGCCCTCTGACTCACCACCAGGAGGCTCAG	V_CTCF_BR	14
chrX	43417196	43417346	id-107046	5.08e-07	-	CATGTTTCAGGGCTTGCTGCCACCAGATGTCAGCA	V_CTCF_BR	38
chrX	43419032	43419182	id-107047	6.46e-07	+	GGGGTGTAGTGAAAGGATGCCAGAAGGTGGCAGCA	V_CTCF_BR	40
chrX	43424285	43424435	id-107048	6.19e-06	+	ACGCACTGTGGAACGTGCTCCAGGAGAGGGATCCA	UpstreamP1_CTCF	13
chrX	43514212	43514362	id-107049	1	+	NA	NONE	36
chrX	43609757	43609907	id-107050	2.38e-07	-	AGGAAACAACACTAATTGGCCAGAAGATGGCACTC	V_CTCF_BR	40
chrX	43673322	43673472	id-107051	8.81e-07	+	GAATGGACTGCACAAGAAACCAGAAGGGGGCAGCC	V_CTCF_BR	27
chrX	43695785	43695935	id-107052	5.2e-08	+	CTGTTATTTCCCATTTCCTCCAGCAGAGGTCAGAA	UpstreamP1_CTCF	39
chrX	43798575	43798725	id-107053	1	+	NA	NONE	21
chrX	43809015	43809165	id-107054	1.84e-06	+	AGTGACAGGAGAGGATGTACCGGTAGGTGGCAGTG	V_CTCF_BR	39
chrX	43817851	43818001	id-107055	1.1e-05	+	GAAAAACTTCTCTAGAAGAACAGCAGAGGGAGGCA	V_CTCF_BR	40
chrX	43821042	43821192	id-107056	3.6e-07	-	CTTGCAATTCAGGATGGTGCTACTAGGTGGCAGTA	Upstream_CTCF	27
chrX	43871864	43872014	id-107057	1	+	NA	NONE	11
chrX	43885867	43886017	id-107058	1.15e-07	-	ATGCTACAAGTGGTTTTGACCACCAGAGGGCTCCT	UpstreamP1_CTCF	39
chrX	43964886	43965036	id-107059	1	+	NA	NONE	7
chrX	44042663	44042813	id-107060	6.43e-06	+	GCAGCTAGAGTATTGCCAGACAGTAGAGGGTGGTA	V_CTCF_BR	10
chrX	44063165	44063315	id-107061	1.46e-07	-	GTGCAGTTCAGGCTGCAGTACAGTAGATGGTGCTT	UpstreamP1_CTCF	26
chrX	44093416	44093566	id-107062	1	+	NA	NONE	2
chrX	44097569	44097719	id-107063	5.17e-06	-	AGTGTAGTGTTGAGGGCAGACTATAGATGGCAGTG	Upstream_CTCF	17
chrX	44103379	44103529	id-107064	1.47e-05	-	AAAAGTTCTCAGCTTTTATACACTAGATGGCACTG	V_CTCF_BR	39
chrX	44162504	44162654	id-107065	2.34e-06	-	CAGCTGTCACTTCTGTGAGCCAGGAGAGGGGGATG	UpstreamP1_CTCF	10
chrX	44402381	44402531	id-107066	1.64e-05	+	AGGAATGGGGTGAAGGGCGCCACATGGTGGTACAA	V_CTCF_BR	39
chrX	44534684	44534834	id-107067	8.02e-05	-	CATGCAATTCCCACGGCGATGGCAAGTGAGGGGGA	Upstream_CTCF	14
chrX	44732658	44732808	id-107068	1	+	NA	NONE	10
chrX	44763894	44764044	id-107069	1.04e-05	-	AATCCAGCAGCCTGAAAAGCCAGCAGAGGGAGTAC	V_CTCF_BR	37
chrX	44794945	44795095	id-107070	1	+	NA	NONE	3
chrX	44805126	44805276	id-107071	5.34e-06	-	GGGCCCGTGTCTGTTTAAACCACTAGGTGGTAGCC	V_CTCF_BR	27
chrX	44929762	44929912	id-107072	1.52e-07	-	GAAGCTGACAACCTAGTAACCAGTAGAGGGCAGTA	V_CTCF_BR	40
chrX	45003828	45003978	id-107073	6.9e-05	-	GTGTCAGTCCTGGACAATGACTCTAGAGGGAGTGT	Upstream_CTCF	4
chrX	45046256	45046406	id-107074	3.09e-07	-	GGCCGCAGAGCCTTTCCCCCCACTAGATGGCAGTA	V_CTCF_BR	40
chrX	45067808	45067958	id-107075	1.13e-05	+	GGTCACTGCAGCCATATCTGCATTAGGGGGCACCC	UpstreamP1_CTCF	8
chrX	45181726	45181876	id-107076	4.14e-06	+	CTGAGAGAAACAGAATGTGCCTCAAGATGGAGCCC	V_CTCF_BR	38
chrX	45372394	45372544	id-107077	5.12e-06	+	GGGGAGTTACATGCCACAAGCAACAGGGGGCAATC	UpstreamP1_CTCF	6
chrX	45374514	45374664	id-107078	3.63e-06	+	TGGGGATTCTTGCAGGCAGACAGTAGAGGTCACCA	V_CTCF_BR	40
chrX	45416757	45416907	id-107079	3.63e-08	-	GCAGCACTATTCACAATAGCCAGAAGGTGGAAACA	Upstream_CTCF	20
chrX	45455540	45455690	id-107080	1	+	NA	NONE	13
chrX	45491739	45491889	id-107081	3.4e-06	+	CCTCGCCCTCCAGCAGCTTCCTGTAGGTGGCGATC	V_CTCF_BR	15
chrX	45602577	45602727	id-107082	2.96e-05	-	CTGCAGAGTTATAATGTGGACACTGGGGGCACTAG	UpstreamP1_CTCF	38
chrX	45608879	45609029	id-107083	1.71e-06	-	GTTCAAAGCAGGCCTTCCAACAGCAGGTGGCAGGC	V_CTCF_BR	37
chrX	45626501	45626651	id-107084	1	+	NA	NONE	9
chrX	45641380	45641530	id-107085	7.11e-06	-	TCAGTATTCCTCTGCAGTTTCACAAGAGGGCACTA	Upstream_CTCF	35
chrX	45661079	45661229	id-107086	2.97e-06	+	ACATTATAGTGAAATGTTTCCACTAGATGGCACTC	V_CTCF_BR	39
chrX	45684109	45684259	id-107087	3.1e-07	+	ATGAAGGGCTCACAGCCCACCACAAGGCGGCACCC	UpstreamP1_CTCF	40
chrX	45703084	45703234	id-107088	4.48e-07	-	GGTGATATACACCTTTTCTGCAGCAGGTGGCAGAA	Upstream_CTCF	28
chrX	45708831	45708981	id-107089	8.33e-05	-	GATTTATTTCTCTTTTATGTCTACAGGTGGCAGTG	Upstream_CTCF	38
chrX	45811650	45811800	id-107090	7.82e-06	-	TAGTATGTTCTCTGGGCAGCCACCAGGGGCCCGAC	UpstreamP1_CTCF	21
chrX	46040041	46040191	id-107091	1	+	NA	NONE	6
chrX	46112177	46112327	id-107092	2.62e-07	-	ATGCAGGAACTCCATTCCACCAGCAAGTGGCATTA	UpstreamP1_CTCF	9
chrX	46120182	46120332	id-107093	1	+	NA	NONE	1
chrX	46139094	46139244	id-107094	6.21e-05	-	GAAAACATTCACTGCATGGGCACTGGGAGGCAGCA	V_CTCF_BR	17
chrX	46212694	46212844	id-107095	1	+	NA	NONE	7
chrX	46236104	46236254	id-107096	1	+	NA	NONE	38
chrX	46241193	46241343	id-107097	3.05e-07	+	GGTGCTCTCATAATTTGGGCCTGCAGAGGGAGCGC	Upstream_CTCF	40
chrX	46246056	46246206	id-107098	1	+	NA	NONE	34
chrX	46268360	46268510	id-107099	5.51e-07	-	AAGCAAAAGATGACTGTGGCCACATGGGGGCAGCA	V_CTCF_BR	40
chrX	46345331	46345481	id-107100	1.28e-06	-	ACTGCCTTTCTAGATTCCACCTCTGGGGGCAGGGC	Upstream_CTCF	2
chrX	46404794	46404944	id-107101	1.43e-05	-	GCGGAAATGCTCGGCTGACCCGGAGGGTGGCGCTT	Upstream_CTCF	38
chrX	46414539	46414689	id-107102	8.98e-06	+	TTGTACATCTTTTCTTCCCCCAGCAGATGGTGACA	UpstreamP1_CTCF	27
chrX	46432147	46432297	id-107103	1.28e-06	-	AAAGCATATCTACTTATCTCCACCAGGGGAAGGTG	Upstream_CTCF	20
chrX	46432761	46432911	id-107104	8.19e-06	+	CAGTAACACCCACTCCAGGGCTGATGGGGGCGCTG	UpstreamP1_CTCF	34
chrX	46433082	46433232	id-107105	6.49e-06	+	CGGGCGGCTGCCAAGCCGGCCAATAGGCGGCTCTC	Upstream_CTCF	10
chrX	46433981	46434131	id-107106	2.78e-06	-	GCCTCCAGGGCGCGTATCGCCACGGGTGGGCAGCT	V_CTCF_BR	19
chrX	46501670	46501820	id-107107	2.81e-05	-	ATAAAAATTCTCTGAAAAGCCACAAGGTGGCAATG	V_CTCF_BR	40
chrX	46506586	46506736	id-107108	2.97e-06	-	ACCGCCCTGAGCCCGGGAGCCACAAGGAGGCGAAG	V_CTCF_BR	10
chrX	46513041	46513191	id-107109	1.39e-07	+	AGGAAGAACAGCGCCGTCTCCAGCAGGGGGAAGCA	V_CTCF_BR	37
chrX	46542519	46542669	id-107110	6.49e-06	-	CTTGTCATCCCATCTTCCTCCACTAGAAGCCTGAG	Upstream_CTCF	26
chrX	46545593	46545743	id-107111	1.09e-07	-	TTGTGTTGCCATATTTTAACCACAAGGGGGCAGCA	UpstreamP1_CTCF	40
chrX	46618814	46618964	id-107112	1.67e-08	+	GCCGCACTTCCGAAAGGGGACGCCAGAGGTCGCCG	Upstream_CTCF	40
chrX	46656147	46656297	id-107113	6.53e-09	-	GCGGCATCGATGGATACAGCCAGCAGGTGGCAGCA	V_CTCF_BR	40
chrX	46662750	46662900	id-107114	2.94e-06	+	CTTGCCCTTCCACGTTCCACCATGTGAGGGCACAG	Upstream_CTCF	38
chrX	46763229	46763379	id-107115	6.15e-05	+	GGAGCCCCAGTCACACCAGGCAGCCGGAGGAGGCG	Upstream_CTCF	40
chrX	46763492	46763642	id-107116	9.62e-05	-	CACTAGTTCTCTGCTGACACCACTGGTGGGAAAGT	UpstreamP1_CTCF	33
chrX	46772541	46772691	id-107117	1.03e-06	+	GGAGGACCTGCTCTGTCGGCCGCCAGGGGTCGGAT	V_CTCF_BR	40
chrX	46838103	46838253	id-107118	2.17e-09	-	CATGCTTAGAGCAACATGGCCACCAGGGGGCAGTC	V_CTCF_BR	40
chrX	46889846	46889996	id-107119	6.05e-06	-	ATTTTAAGTCACTTTTCAGCCAACAGAGGGAGCTC	V_CTCF_BR	40
chrX	46907472	46907622	id-107120	2.23e-06	+	CTGATGTTACTCTCCAGTCCCTCCAGAGGTCAGGC	UpstreamP1_CTCF	6
chrX	46933688	46933838	id-107121	2.84e-05	-	CAGCCCTCACTCAGATAAGCCAGGATGGGGCGATG	UpstreamP1_CTCF	12
chrX	46949146	46949296	id-107122	1.03e-06	+	CTCCAGCAGTTCTTGAGCGGCACCAGGGGGCCCTG	UpstreamP1_CTCF	6
chrX	46952799	46952949	id-107123	1.39e-05	-	AGACATATTACTTTTACATCCAGTAGGTGGCAGCT	V_CTCF_BR	37
chrX	46971821	46971971	id-107124	3.28e-05	+	GCAGAGAGAGAGAATCTGTGCACTTGGGGGCAGGA	V_CTCF_BR	6
chrX	46999842	46999992	id-107125	1	+	NA	NONE	10
chrX	47004424	47004574	id-107126	1	+	NA	NONE	40
chrX	47005801	47005951	id-107127	1	+	NA	NONE	3
chrX	47017615	47017765	id-107128	1.74e-08	-	AGCCCTTTCCACACCCCTGCCACCAGGGGGTGCCC	V_CTCF_BR	23
chrX	47053006	47053156	id-107129	6.34e-08	+	GTTGTTACTGCCACAATGTCCACCAGGTGGTGCTG	Upstream_CTCF	39
chrX	47059782	47059932	id-107130	8.03e-07	-	CCTGAATGTCCATCCTTCCCCACCAGGGTGAGCTC	Upstream_CTCF	36
chrX	47064465	47064615	id-107131	1.28e-06	-	TCTTTGCGCAGGCTCTTCCACAGCAGAGGGCACTC	V_CTCF_BR	19
chrX	47144109	47144259	id-107132	2.77e-07	+	CTGCAATTACAGGCACCCACCACCAGGCCCAGCTA	UpstreamP1_CTCF	38
chrX	47171911	47172061	id-107133	6.98e-07	-	AGGTGTTGTCGCGCCTCCACCAGCAGGGGTAGCTG	V_CTCF_BR	40
chrX	47221732	47221882	id-107134	1	+	NA	NONE	27
chrX	47225561	47225711	id-107135	1	+	NA	NONE	20
chrX	47244034	47244184	id-107136	1.1e-06	-	AGTCCAAAGTCCCAGGTTACCACTAGGAGGCGCTC	V_CTCF_BR	40
chrX	47340424	47340574	id-107137	1	+	NA	NONE	20
chrX	47356758	47356908	id-107138	5.67e-06	+	TTAGCACTATGCAAAAACAACAGAAGAGGGAGCTC	Upstream_CTCF	40
chrX	47382899	47383049	id-107139	5.51e-07	-	GCCCAGCTTCACGATGCGAACGGGAGGGGGCGCCA	V_CTCF_BR	40
chrX	47400576	47400726	id-107140	2.93e-07	+	ATGGAATTTTCCACATAGCCCAGCAGAGGGCCCTG	UpstreamP1_CTCF	40
chrX	47422130	47422280	id-107141	8.91e-07	+	ACTGTCGTGTGAAAATTAGGCTGCAGGGGGCGACA	Upstream_CTCF	40
chrX	47424114	47424264	id-107142	3.1e-07	-	AGGCAGTGACCGTCTTTCGTCTGCAGGGGGCATGG	UpstreamP1_CTCF	7
chrX	47428417	47428567	id-107143	4.99e-07	-	CTTGTAATTCCCAGAACCCCCACAAGAGGCATCCT	Upstream_CTCF	40
chrX	47443908	47444058	id-107144	9.88e-07	-	TGTGGAGTTCACATTCTAGCCAGGAGGAGACAGGC	Upstream_CTCF	21
chrX	47445371	47445521	id-107145	2.94e-06	+	GCAGCTCTGACTATTCCAGACACCAGAGGGTGTTA	Upstream_CTCF	6
chrX	47455410	47455560	id-107146	5.7e-05	+	CCTGCAATTCCAGTGAAAACCAGCAGACTAGCAAC	Upstream_CTCF	5
chrX	47479031	47479181	id-107147	2.01e-05	+	TTGGCCATAAAGTTGCTGTCCGACAGGCGGCGCCG	Upstream_CTCF	12
chrX	47479385	47479535	id-107148	6.18e-07	+	GCGGCGGTGGCGCGCGCCGCCAGGCGGGGGCGAAG	Upstream_CTCF	20
chrX	47488601	47488751	id-107149	2.47e-07	-	TTGTAACACCCCTAGCCTTCCACTAGATGCCAGTA	UpstreamP1_CTCF	29
chrX	47497322	47497472	id-107150	1.7e-05	+	CCTGCGGTGTCCATAACAACCGCGGGCAGCCGGGC	Upstream_CTCF	14
chrX	47503473	47503623	id-107151	9.81e-06	-	GTAAAATTGCCTGTCTTTGCCACCAGGAGTCACTC	V_CTCF_BR	40
chrX	47504229	47504379	id-107152	5.41e-06	-	CAGTCTGTTCTTCTCACAACCGCCAGGGGGATCCT	Upstream_CTCF	39
chrX	47542678	47542828	id-107153	4.14e-06	+	GCATTCATTTCAGGTCCAGACGGAAGAGGGCAGCA	V_CTCF_BR	3
chrX	47549808	47549958	id-107154	9.81e-06	-	CACCTAAATGTTCCAATTATCAGTAGAGGGCACTA	V_CTCF_BR	8
chrX	47583209	47583359	id-107155	8.16e-07	-	CACGCTTAGAGATGGGCCGCCTGCAGGAGGCGCAA	V_CTCF_BR	25
chrX	47598998	47599148	id-107156	4.34e-07	-	TTGTAATCCCAGCTCGAACCCAGGAGGTGGAGCTG	UpstreamP1_CTCF	16
chrX	47611212	47611362	id-107157	3.71e-10	-	CACTGGCCCTTTGCCCTCGCCAGCAGAGGGCAGCC	V_CTCF_BR	36
chrX	47627199	47627349	id-107158	5.34e-06	-	GAACAATAGACACTGTGAACCACTAGAGGGTGGAG	V_CTCF_BR	20
chrX	47666234	47666384	id-107159	1	+	NA	NONE	6
chrX	47674384	47674534	id-107160	9.84e-06	-	CTGCAGGCAGCTCTAGCTCCCTCTGGCTGGAAACA	UpstreamP1_CTCF	26
chrX	47691312	47691462	id-107161	6.84e-06	+	TGCCTCCCTGTTCATCCCACCACTAGGTGGCATCT	V_CTCF_BR	40
chrX	47713997	47714147	id-107162	8.61e-08	+	GGGAGAGACAGGGAACGGGCCAGTAGGTGGAGCAG	V_CTCF_BR	40
chrX	47818457	47818607	id-107163	1.54e-05	+	TAGTATTGTGCTGCCTTATCCTCTAGAGGGTGCAA	UpstreamP1_CTCF	35
chrX	47885141	47885291	id-107164	9.81e-06	-	TGATGAAGGAAATAAATGACCACAAGGTGGCGTAG	V_CTCF_BR	40
chrX	47886200	47886350	id-107165	5.08e-07	-	TGGTATTGTGTCGCGTCATCCTCTAGAGGGCGCCA	V_CTCF_BR	37
chrX	47942718	47942868	id-107166	1.06e-05	+	AGGTTAATCCCATGTTTGAACAATAGAGGGCGACC	Upstream_CTCF	38
chrX	48054634	48054784	id-107167	1.56e-06	-	GATGCAAAAGGTGAGGTGACCTGCAGGGGGCATAG	Upstream_CTCF	13
chrX	48325135	48325285	id-107168	3.2e-08	+	CCTGCAATACCAGCACAGGTCAGCAGGAGGTGGAT	Upstream_CTCF	38
chrX	48327829	48327979	id-107169	1	+	NA	NONE	26
chrX	48332599	48332749	id-107170	2.28e-05	+	TGCGCCACCCCTGTTCCAGGCACTGGGAGGCAGCA	Upstream_CTCF	40
chrX	48352583	48352733	id-107171	5.08e-05	-	TTTGCCTTTAAAAACCTGGACACTGAGGGGCGCCA	Upstream_CTCF	39
chrX	48370047	48370197	id-107172	5.08e-07	-	AAATTCTCCCAGGCTCCCTCCTCCAGGGGGAGCCC	V_CTCF_BR	40
chrX	48398168	48398318	id-107173	1.73e-05	+	TGGCTCCGGAGCGCCCCCGCCCGGTGTGGGAGCTC	V_CTCF_BR	40
chrX	48416800	48416950	id-107174	1	+	NA	NONE	6
chrX	48433292	48433442	id-107175	1	+	NA	NONE	40
chrX	48449957	48450107	id-107176	6.49e-06	-	CTGCAATGGCGTCCAGCTACCGTGAGGGGCTGATC	UpstreamP1_CTCF	22
chrX	48456296	48456446	id-107177	4.01e-05	+	GCTGCCGCGGGCGGACACGCCAGAGGAGGAGGCCG	Upstream_CTCF	13
chrX	48462690	48462840	id-107178	5.41e-06	+	TCTGTCCCCTCATGTCCTTCCGCCAGGGGGCCTGC	Upstream_CTCF	3
chrX	48464651	48464801	id-107179	7.11e-06	+	GCTGCAGGACTCTGCTGCCTCCTCAGGGGGCGATA	Upstream_CTCF	31
chrX	48489833	48489983	id-107180	1	+	NA	NONE	39
chrX	48506753	48506903	id-107181	4.44e-06	+	ATTCAGTTATTCATTTTACCCTGAGGGTGGCAGCA	UpstreamP1_CTCF	37
chrX	48562356	48562506	id-107182	1.38e-06	+	AACATTCAGGATCCCATATCCAGGAGGGGGCAGAG	V_CTCF_BR	22
chrX	48620314	48620464	id-107183	9.81e-06	+	TCCCTTTCTCTTTCAGAGACAAGCAGAGGGCAGCA	V_CTCF_BR	39
chrX	48664602	48664752	id-107184	3.48e-06	+	TGGCTATTCCTTCAGGTTGACAGTTGGGGGAGCCA	UpstreamP1_CTCF	14
chrX	48673813	48673963	id-107185	2.74e-08	-	CCTCCACCGGGGCTCACCTCCGGCAGGGGGCACCA	V_CTCF_BR	3
chrX	48674941	48675091	id-107186	5.68e-06	+	TTGCCACTGGCGCTGCCTGCCGCCTGGTGGAGGCT	V_CTCF_BR	4
chrX	48684619	48684769	id-107187	1.24e-05	+	TTTGGCCGCCGTCCGTGCACCCCTAGAGGCCGCTG	V_CTCF_BR	3
chrX	48692311	48692461	id-107188	6.84e-06	-	GGTGACTGGTTCCTCGTAGTCACTAGGGGTCACTA	V_CTCF_BR	14
chrX	48713385	48713535	id-107189	1.09e-06	+	TGGCAGAGGCAAGGAAAGACCAGCAGAGGGAGAGA	UpstreamP1_CTCF	40
chrX	48742211	48742361	id-107190	6.18e-07	+	ACTGCAAGGTACAGAAGAGCCAGCAGATGGCTAGG	Upstream_CTCF	12
chrX	48749069	48749219	id-107191	4.31e-07	+	AGATCCACGCAAGTGAAGGCCTGCAGGGGGCAGGG	V_CTCF_BR	40
chrX	48774607	48774757	id-107192	4.65e-10	+	GCGCAGTTTCCCCTAGAGCCCGCCAGGGGGCGCTC	UpstreamP1_CTCF	40
chrX	48794841	48794991	id-107193	1	+	NA	NONE	29
chrX	48803130	48803280	id-107194	1.67e-07	-	GGCTGGCTGCTTCTGGTAGCCAGCAGAGGGCGTGA	V_CTCF_BR	40
chrX	48828864	48829014	id-107195	3.88e-06	+	GCCTCAAATCACACCTCCTCCGCTAGAGGGCTCTG	V_CTCF_BR	40
chrX	48854932	48855082	id-107196	7.82e-06	-	TGGCAATGCTCTTGGCTGCCCAGTAGGGGAGCGAC	UpstreamP1_CTCF	17
chrX	48897517	48897667	id-107197	6.75e-05	+	CAGCAGGGGCTCCTCAAGGGCTGAGGGTGGGTGAG	UpstreamP1_CTCF	31
chrX	48901343	48901493	id-107198	5.9e-06	-	CAGATATTACAAATATTGGCCGAAAGAGGGCGCGG	UpstreamP1_CTCF	40
chrX	48933134	48933284	id-107199	3.22e-07	+	CATGCATACCCTGTGCTCACCAGTAGAGGGTGGCA	Upstream_CTCF	16
chrX	48958601	48958751	id-107200	5.08e-05	-	CTGCACCTCGGTCTGTGTGACCCCAGGAGTGCCCA	UpstreamP1_CTCF	16
chrX	48963963	48964113	id-107201	1.85e-07	-	TTGCTGTGATTCCTGTTTGCCTGTAGGGGTAGCTG	UpstreamP1_CTCF	39
chrX	48976527	48976677	id-107202	1.73e-06	+	AAGCAGAGATCAGGAGATGACAGCAGAGGGAGCCA	UpstreamP1_CTCF	12
chrX	48980121	48980271	id-107203	3.88e-06	+	ATCAACCACTGTGGCACCGGCGGGAGGGGGCGGTA	V_CTCF_BR	39
chrX	48998695	48998845	id-107204	3.56e-06	+	TGTGTAATTTTCCCTAAAGCCTGTAGCTGTCGCTG	Upstream_CTCF	36
chrX	49012651	49012801	id-107205	1.1e-06	+	ACATCGACCGCAGCCCTCGCAGCCAGGGGGCGCGC	V_CTCF_BR	39
chrX	49020113	49020263	id-107206	8.43e-09	-	ACGTCGACCGCAGCTCGCGCCGCCAGGGGGCGCGC	V_CTCF_BR	40
chrX	49022636	49022786	id-107207	4.41e-06	+	GGGGGGCAGCGCAGTTCGCTCAGGAGATGGCAGCC	V_CTCF_BR	28
chrX	49030385	49030535	id-107208	9.51e-07	-	AGGCCACACTGTGGCCCTACCCGTAGGGGGCACAA	V_CTCF_BR	17
chrX	49031928	49032078	id-107209	1.19e-06	-	TGGCTTGAAGGCAGGCCGTCCTGGAGGGGGCTCCA	V_CTCF_BR	4
chrX	49034018	49034168	id-107210	1.19e-06	-	CACCACATGTCTACACCCACCTCCAGAGGGTGCTC	V_CTCF_BR	26
chrX	49040713	49040863	id-107211	5.68e-06	+	AGTCTAAGAGGGGTGCTGGAGGCCAGAGGGCGGCG	V_CTCF_BR	8
chrX	49042874	49043024	id-107212	1	+	NA	NONE	36
chrX	49049314	49049464	id-107213	3.65e-07	+	GCAGACAGTCTGACTCCAGCCAGTAGGGGGCATCC	V_CTCF_BR	40
chrX	49061466	49061616	id-107214	1.84e-06	-	ACCTCCTGCCCTCCCCTCCCCAGCAGGAGGCAGGC	V_CTCF_BR	4
chrX	49066555	49066705	id-107215	1	+	NA	NONE	1
chrX	49087002	49087152	id-107216	7.73e-06	+	CCAGCAGAACGCTGAACAGCCTGATGGGGGAGCAC	V_CTCF_BR	28
chrX	49139266	49139416	id-107217	4.01e-05	-	ACGTCTATTTTCCAAGCAGCAGCCAGAGGGAGCCT	V_CTCF_BR	36
chrX	49148461	49148611	id-107218	2.32e-08	+	ACAGTGATACCTGCCTTTGCCAGCAGGGGGCATCT	Upstream_CTCF	40
chrX	49391705	49391855	id-107219	1	+	NA	NONE	27
chrX	49402420	49402570	id-107220	1	+	NA	NONE	8
chrX	49431008	49431158	id-107221	1.64e-06	+	CAGCATCGTCTGTCAACTTCCAGCAGATGGGGCAG	UpstreamP1_CTCF	0
chrX	49459960	49460110	id-107222	1.02e-07	+	GGGCACTCCCCACTCCACACCGCTGGGGGGCGCTC	UpstreamP1_CTCF	6
chrX	49518988	49519138	id-107223	3.88e-06	+	CAGGGCTCTGGGTGTCTGTGCACCAGGGGGAACCT	V_CTCF_BR	40
chrX	49526204	49526354	id-107224	6.49e-06	+	CTGTTATTGCGGCTAGAGGCCTCTAAGAGTCACTG	UpstreamP1_CTCF	39
chrX	49526599	49526749	id-107225	1.04e-05	-	CTCCCTTTCTTAAATTTAGCCCCAAGAGGGCTCCA	V_CTCF_BR	5
chrX	49572451	49572601	id-107226	9.81e-06	-	GTGCCTAAAGGTTGGTGCACCAGGAGAGGGCATGG	V_CTCF_BR	0
chrX	49593700	49593850	id-107227	1.22e-07	+	CAGCACCGAGCAGGCCCTTCCTCCAGGTGGCACAG	UpstreamP1_CTCF	7
chrX	49603133	49603283	id-107228	3.65e-07	-	GTGGCCTGTGCCCCACTGACCACAAGATGGCGAAA	V_CTCF_BR	40
chrX	49605378	49605528	id-107229	1.99e-07	+	GCCAGCTGAAAGGCACAGACCACCAGAGGGAGCAG	V_CTCF_BR	40
chrX	49607251	49607401	id-107230	4.44e-06	+	CTGTTTCAACATGGAGCTTCCTCTAGGGGGAGAAA	UpstreamP1_CTCF	17
chrX	49641480	49641630	id-107231	3.63e-06	-	GTGATAAATCCAACTCTGACCACAAGGTGGCAAAA	V_CTCF_BR	40
chrX	49643824	49643974	id-107232	2e-06	+	CTGGCTGCAGAAGCAGCCTCCACTAGGGGGCTTCG	Upstream_CTCF	39
chrX	49648974	49649124	id-107233	3.97e-07	+	GGCTGGTGGAAGGCACAGACCGCCAGGGGGAGCAG	V_CTCF_BR	40
chrX	49676832	49676982	id-107234	1.55e-07	-	GTCCTGTGCCCTGCAATGGCCACCTGGTGTCAGTC	UpstreamP1_CTCF	7
chrX	49680351	49680501	id-107235	1.67e-07	+	AGCCATGTTCCCTGCTCTACCAGTAGATGGCGCAC	V_CTCF_BR	40
chrX	49684390	49684540	id-107236	8.76e-09	-	CTGCAGTACACCCAGTTTACCACTTGGTGTCGCCA	UpstreamP1_CTCF	40
chrX	49768195	49768345	id-107237	1	+	NA	NONE	9
chrX	49832345	49832495	id-107238	1	+	NA	NONE	14
chrX	49846345	49846495	id-107239	1.61e-05	-	CCACAGCAGCAAGCCACGTGCACTAGAGGGCCCTC	UpstreamP1_CTCF	39
chrX	49864974	49865124	id-107240	3.88e-06	+	GAGAAAAAGCTGGAAATAACCACCAGATGTCAGTG	V_CTCF_BR	38
chrX	49969274	49969424	id-107241	1.03e-06	-	ATTGACCCCACCATTCTCACCAGCAGGGGGAGATC	V_CTCF_BR	39
chrX	49971532	49971682	id-107242	6.8e-06	+	GGGTAATGACTTCATGTGGTCACTAGGAGGTCGCA	UpstreamP1_CTCF	38
chrX	50075798	50075948	id-107243	5.41e-06	+	TGTGTAATTTTTCCTAAAGCCTGTAGCTGTCGCTG	Upstream_CTCF	9
chrX	50088969	50089119	id-107244	1	+	NA	NONE	1
chrX	50151080	50151230	id-107245	4.03e-06	+	AGGCACTGCCTCCTTGGTTCCAGAGGGTGGAGTTG	UpstreamP1_CTCF	2
chrX	50176033	50176183	id-107246	1	+	NA	NONE	1
chrX	50191737	50191887	id-107247	2.15e-05	-	ACCATTATTCCTAGGGCATCCTGCAGGGGGAGTTC	V_CTCF_BR	23
chrX	50199752	50199902	id-107248	1.56e-06	-	TGTGCAAACCTTTGCATTACCAGTAGGCGGTGGTA	Upstream_CTCF	11
chrX	50210099	50210249	id-107249	1.9e-06	+	TCCTTACTTACACTTGCTGCCACCAGGTGGGAGAC	Upstream_CTCF	13
chrX	50212447	50212597	id-107250	8.89e-06	+	CGGGCACCTCCCTGGAGGGCCGCCAGTTGCGCCCA	Upstream_CTCF	4
chrX	50323094	50323244	id-107251	5.41e-07	-	TGGTTATTTTTGCCTCTGACCACAAGGTGGCAACC	UpstreamP1_CTCF	40
chrX	50361902	50362052	id-107252	8.23e-05	+	CTTTAGCGCCTCACTGAGGAAAGCAGAGGAAGCAT	UpstreamP1_CTCF	13
chrX	50424113	50424263	id-107253	2.44e-07	-	GCTGCTGTATGGGAAACAGACTGTAGGGGGCAGAG	Upstream_CTCF	39
chrX	50434855	50435005	id-107254	1.19e-06	+	CATGTGAAGGTTAAGTTTTCCACAAGAGGGCAGCA	V_CTCF_BR	40
chrX	50490705	50490855	id-107255	1.15e-07	+	AAGCAGTTACTGACTCTCCTCAGTAGAGGGCAGTG	UpstreamP1_CTCF	39
chrX	50491734	50491884	id-107256	2.5e-05	+	GAGAAATTCTGAGACTGCCTCACAAGAGGGAGCCA	UpstreamP1_CTCF	27
chrX	50550198	50550348	id-107257	1.73e-05	+	GGCTGTGGATGCAAGACCTCCAGCAGGAGTCACTC	V_CTCF_BR	11
chrX	50632715	50632865	id-107258	7.11e-06	-	GGTGCATGGTGGCCCTGCCACTGTAGGGGGCAGTG	Upstream_CTCF	13
chrX	50646756	50646906	id-107259	2.11e-08	-	ATGCAACAGCCCTAAACCCCCAGAAGAGGGCACCA	UpstreamP1_CTCF	39
chrX	50648456	50648606	id-107260	3.97e-07	-	ATGAGGTTTCTTCACCCCTCCAGTAGAGGGCGCAC	V_CTCF_BR	38
chrX	50663264	50663414	id-107261	2.2e-06	-	AGGGAAATGCAAATCAAAACCACAAGGAGGCACCA	Upstream_CTCF	38
chrX	50684767	50684917	id-107262	7.07e-08	-	TGTGGCCCTCTGTCCTCCACCAGCAGAGGGCAGCT	V_CTCF_BR	37
chrX	50722406	50722556	id-107263	3.65e-07	-	GGCCTCCTTCCTGGGAGGGCCGGTGGGGGGCACTG	V_CTCF_BR	18
chrX	50731782	50731932	id-107264	2.02e-06	-	TTGCTCATCAGCTGGATGGCCATTAGGTGGCAGCA	UpstreamP1_CTCF	40
chrX	50740049	50740199	id-107265	2.72e-05	+	CAGTGGTTGTGGCATAGCTCCACCTGATGGCCTCA	UpstreamP1_CTCF	19
chrX	50790934	50791084	id-107266	4.5e-05	-	GATTGCTGCCTCCTTTTCGACACTAGATGACACCC	UpstreamP1_CTCF	11
chrX	50842505	50842655	id-107267	3.88e-06	+	ACACAAACCAGAGACAAGGCCAGGAGAGGGTGCTA	V_CTCF_BR	6
chrX	50887762	50887912	id-107268	6.46e-07	+	AGTCATTGCAGTCATATTACCACTAGGGGGCTCCC	V_CTCF_BR	40
chrX	50891768	50891918	id-107269	4.43e-05	+	GATTGCTGCCTCCTTTTTGGCACTAGATGTCTCCC	V_CTCF_BR	22
chrX	50911617	50911767	id-107270	7.49e-05	+	CAAATGGCTGCCTCTGTCGCCCCCTGATGGATGGC	V_CTCF_BR	33
chrX	50925500	50925650	id-107271	7.11e-06	-	TCAGTGTGGACCCTTCAGGCCACAAGGGGGCCGTG	Upstream_CTCF	14
chrX	50958213	50958363	id-107272	9.81e-06	+	CTTGCAAACTGCCATTTGACATGCAGGTGGCAGCA	V_CTCF_BR	14
chrX	51079555	51079705	id-107273	3.28e-07	+	GTGTCATCCCAGATGTGTGCCTCCAGATGGCAGTA	UpstreamP1_CTCF	40
chrX	51138626	51138776	id-107274	8.46e-07	-	TCTGCACTACCAAGATTGGCCACTTGTTGAAAATG	Upstream_CTCF	30
chrX	51163615	51163765	id-107275	8.81e-07	-	TCGATCAGCAAATAAACGTCCACTAGGTGGCAGTC	V_CTCF_BR	39
chrX	51199817	51199967	id-107276	1	+	NA	NONE	9
chrX	51202074	51202224	id-107277	8.16e-07	+	CATGTGGCAGGATCACTGTCCTCTAGGGGGAGCTC	V_CTCF_BR	39
chrX	51204000	51204150	id-107278	6.62e-09	-	TTGCAATACCCATTTGTCTCCACTAGATGTCGCCG	UpstreamP1_CTCF	39
chrX	51230620	51230770	id-107279	5.74e-05	+	GAGCTAACTCCTTAAATGTCCACTAGGGTGCATCA	UpstreamP1_CTCF	40
chrX	51237388	51237538	id-107280	1.63e-05	+	AGGGTAAAATACAAAAAGCACACAAGGGGGCAGCA	Upstream_CTCF	27
chrX	51357346	51357496	id-107281	5.41e-07	+	GTGCCATCACTTATAACGTCCACTGGAGGGCGATA	UpstreamP1_CTCF	40
chrX	51384470	51384620	id-107282	1.04e-05	+	TGTTTGTTCCTACGAAGTTCCACTGGAGGGCGCAA	V_CTCF_BR	40
chrX	51546558	51546708	id-107283	6.05e-06	-	GAACAGGAAAGACCAAAGGCCAGCAGGGGGAGTAA	V_CTCF_BR	34
chrX	51547967	51548117	id-107284	2.77e-07	-	ATGCTATGCAGAAAAGTGACCACTAGGGGAATGGG	UpstreamP1_CTCF	32
chrX	51603895	51604045	id-107285	5.21e-08	-	CTGGGACACACTCAGCTTGCCACAAGAGGGCAGAA	V_CTCF_BR	40
chrX	51637765	51637915	id-107286	6.86e-07	-	CGTGCAGTAGCAGCTCAGGACGGCAGGCGGATCGC	Upstream_CTCF	24
chrX	51960730	51960880	id-107287	8.97e-05	+	CTGGCAGCACTCCCTGTGGCCTGTGGTGGTATTGG	Upstream_CTCF	29
chrX	52004702	52004852	id-107288	5.51e-07	-	TGGCGCTTCATTCTTGTGGCCTGCAGGTGGCAATA	V_CTCF_BR	40
chrX	52014478	52014628	id-107289	1.55e-05	+	TCAGTGCCTGCTGCTCAAACCTCTAGGGGGAGCAT	V_CTCF_BR	38
chrX	52088673	52088823	id-107290	7.97e-09	+	GCAGTGATACCCACCTTTGCCAGCAGGGGGCATCT	Upstream_CTCF	40
chrX	52603796	52603946	id-107291	8.02e-08	+	TTGCAGTAAGATACACCGGTCACTAGGTGGCGTGA	UpstreamP1_CTCF	40
chrX	52950405	52950555	id-107292	2.83e-07	+	CGGCGTTCGGTTTTTGCGGCCGGCAGGTGGCAATG	V_CTCF_BR	40
chrX	52964015	52964165	id-107293	2.6e-07	-	TGGCTTTCGGTTTATTTCGCCGGCAGGTGGCAGTG	V_CTCF_BR	39
chrX	52964620	52964770	id-107294	1.24e-05	-	TCTGGCGGTGGCCTGGTCAGCCCCTGGGGGCGCTG	V_CTCF_BR	11
chrX	53019315	53019465	id-107295	3.86e-08	-	GCAGTGATATCCACCTTTGCCAGCAGGGGGCATCT	Upstream_CTCF	40
chrX	53025024	53025174	id-107296	1.3e-07	-	TAGCTGTTCCTTGTTTGCACCACCAAGGGGCGCGC	UpstreamP1_CTCF	40
chrX	53047974	53048124	id-107297	8.21e-06	+	AGAACTTGCAGATAGACGAACACTTGGGGGCACTC	V_CTCF_BR	25
chrX	53072011	53072161	id-107298	2.27e-06	+	CCCATGAAGGTGCTTTCGCCCACCAGATGGTGGAG	V_CTCF_BR	5
chrX	53076527	53076677	id-107299	1.11e-05	+	CATGTGGGCATAAAAATGACCACCGGAGGGCCTTG	Upstream_CTCF	37
chrX	53100816	53100966	id-107300	1.24e-05	+	ACACAAATTTCCAAAATGTCCCCTAGAGGGCAGTA	V_CTCF_BR	40
chrX	53106795	53106945	id-107301	1.38e-06	-	CCGGGGCACCTCCTGTGCCCCAGCAGGGGGCGTGA	V_CTCF_BR	23
chrX	53118539	53118689	id-107302	1.15e-07	-	CAGTCAGTTCTCCTGGCAGCCAGCAGAGGGCATTC	Upstream_CTCF	40
chrX	53122391	53122541	id-107303	4.68e-05	-	GTCTTCTTACCGTACACCGCCGGCAGTCGGCGCAG	UpstreamP1_CTCF	40
chrX	53123621	53123771	id-107304	5.51e-07	-	CTGAGGGTGGGAGGTGGGGCCGCGGGAGGGCAGCA	V_CTCF_BR	24
chrX	53200649	53200799	id-107305	6.86e-07	-	CATTTTATTTCCCCAACTACCACCAGGAGGTGCTG	Upstream_CTCF	28
chrX	53219874	53220024	id-107306	1.99e-07	+	TTCCCACCAATCAAAGCTGCCAGAAGAGGGCGGGC	V_CTCF_BR	38
chrX	53252179	53252329	id-107307	5.12e-06	-	ATGTCCCAGGTGTGCATGGCCAGCAGGAGGCCGTC	UpstreamP1_CTCF	17
chrX	53252605	53252755	id-107308	8.71e-06	-	ATAGGAAGCTTCATTCCCACCTGAGGAGGGCACCA	V_CTCF_BR	33
chrX	53263558	53263708	id-107309	6.53e-09	-	TGGGGGCCCTGGATCCCGGCCACCAGGGGGCTCCT	V_CTCF_BR	8
chrX	53268784	53268934	id-107310	6.98e-07	-	CAGACTCCTGCCCTCCAGTCCAGCAGGGGGCGATC	V_CTCF_BR	30
chrX	53273920	53274070	id-107311	6.84e-06	+	AAAACATTAACTATGATTGCCTCTAGGGGGCACAT	V_CTCF_BR	35
chrX	53295639	53295789	id-107312	6.82e-05	-	GTGCCTAGGGCTCAGAGGACCAGACGGGGGCAGGA	V_CTCF_BR	0
chrX	53309143	53309293	id-107313	2.27e-05	+	CCACATACAGAACACAACGACAACAGGGGGCAGTA	V_CTCF_BR	31
chrX	53313923	53314073	id-107314	2.4e-09	+	CTGCAAGGTGGGCCAGTGGACACTAGAGGGCACTG	UpstreamP1_CTCF	39
chrX	53323356	53323506	id-107315	1	+	NA	NONE	34
chrX	53332558	53332708	id-107316	2.04e-05	+	ACAGCGAGGAAGGAGAAAAGCACTAGGGGGAGGTA	V_CTCF_BR	0
chrX	53340675	53340825	id-107317	2.04e-05	+	AATCTATCTTCCAAACTGCCCTCTAGGGGGATCTC	V_CTCF_BR	21
chrX	53342259	53342409	id-107318	5.89e-08	+	GTGTGTTTGCCACATTCCGCCTCTAGGGGGCAGGG	UpstreamP1_CTCF	40
chrX	53344106	53344256	id-107319	7.12e-06	+	CTGATGTCTTTAAAGCCCACCTGCGGGAGGCAGCG	UpstreamP1_CTCF	21
chrX	53346785	53346935	id-107320	5.51e-07	+	ACCACTCTCCCCTCTTCCTCCACCAGGGGGAGCCT	V_CTCF_BR	40
chrX	53360340	53360490	id-107321	1.04e-05	-	ATCATTATCATTATTATTACCACTAGAGGGCAATA	V_CTCF_BR	39
chrX	53381666	53381816	id-107322	7.17e-05	-	TCCTCAGTTCCCCAGATCTCCACTGGGGCTCTCCA	Upstream_CTCF	30
chrX	53402017	53402167	id-107323	4.68e-07	+	GCAGGTTTGCTAAGGGTTTCCAGAAGGGGGCAGTG	V_CTCF_BR	17
chrX	53422632	53422782	id-107324	3.12e-08	-	CTGCAGTGAGGAAGATTGGCCAGGAGAGGGTTAGG	UpstreamP1_CTCF	17
chrX	53463056	53463206	id-107325	2.93e-07	-	GTGCCATGGGGCTTACCTTCCAGCAGGGGGAGAAC	UpstreamP1_CTCF	40
chrX	53468530	53468680	id-107326	2.27e-05	+	GAGACCCGGCAGAAGGAGGGCGACAGCGGGCACCG	V_CTCF_BR	5
chrX	53473054	53473204	id-107327	3.48e-06	-	TTCTAGTAGCCTAAGGCTACCGCTTGGGGGCAGCC	UpstreamP1_CTCF	40
chrX	53485137	53485287	id-107328	1.77e-05	+	TTTGGAGCTTTTCACAGAAACAGAAGAGGGAGCTA	Upstream_CTCF	28
chrX	53508154	53508304	id-107329	1.55e-05	-	TGGTGCACCACTGCTCAAACCTCTAGGGGGAGCAT	V_CTCF_BR	39
chrX	53509170	53509320	id-107330	2.19e-08	-	ACCTGGCACTGAAGCTTTGCCAGTAGAGGGCACTG	V_CTCF_BR	40
chrX	53705748	53705898	id-107331	1.06e-05	+	TAGGAAACACTAGCTTCTTCCACCAGGAGGCCTAC	Upstream_CTCF	38
chrX	53741654	53741804	id-107332	1	+	NA	NONE	12
chrX	53858511	53858661	id-107333	1.59e-06	-	GGGAACTGGCATAGTTTGAACACCTGGGGGCAGCC	V_CTCF_BR	40
chrX	53898555	53898705	id-107334	8.58e-06	-	GTTCACAGACCCACTGAGCCCACCAGGAGACAGAC	UpstreamP1_CTCF	5
chrX	53988413	53988563	id-107335	3.63e-06	-	TTTAGTCTACCAAGCTTTTCCACAAGGTGGCAGAA	V_CTCF_BR	13
chrX	54048600	54048750	id-107336	1.69e-05	+	GAGCCCTGGCATTCACCAGCCACTGGAGGCAGGGT	UpstreamP1_CTCF	5
chrX	54069301	54069451	id-107337	9.27e-07	+	ATGCAACACAGCTGGTGCGGCTGTAGGGGGCAACC	UpstreamP1_CTCF	40
chrX	54070560	54070710	id-107338	1	+	NA	NONE	20
chrX	54274846	54274996	id-107339	7.46e-06	+	TTGCAAGTTCTTAGCTAATTCACCAGAGGGCTCTC	UpstreamP1_CTCF	39
chrX	54359656	54359806	id-107340	1	+	NA	NONE	1
chrX	54411202	54411352	id-107341	1.17e-05	-	GGTCTAAACTAGAGACTGGCCAGCAGGGTGCGGTG	V_CTCF_BR	6
chrX	54449720	54449870	id-107342	1.03e-06	+	CTGCCGTTTTGCCTCATTGCCACAAAGTGTCGCTA	UpstreamP1_CTCF	22
chrX	54466373	54466523	id-107343	9.62e-05	+	ATTCACGGACGTGGACTGCCCCCCATAGGGAGAGC	UpstreamP1_CTCF	28
chrX	54474032	54474182	id-107344	4.7e-06	-	CGCACACTCCTTCCACTGGCCTGTAGAGGCAGCAG	V_CTCF_BR	37
chrX	54479460	54479610	id-107345	5.35e-09	-	CTGCAGTGGGACACTGGGCCCAGAAGGGGCAGCCA	UpstreamP1_CTCF	37
chrX	54496915	54497065	id-107346	7.27e-06	+	TGTCCCAGGCTCCCCCTTTCCCCTAGAGGGTGCCC	V_CTCF_BR	2
chrX	54508295	54508445	id-107347	1.77e-05	+	CCTACACCACAACCATAGACCTATAGGGGGCATGC	Upstream_CTCF	32
chrX	54508781	54508931	id-107348	2.28e-05	-	TCTGAAGTCCCCAGCTCCTCCCGGGGCGGGGGAGG	Upstream_CTCF	19
chrX	54566826	54566976	id-107349	2.8e-05	-	AGGGAAGGCGCTGATGAGGCCAGCAGGGGCAGTGT	Upstream_CTCF	19
chrX	54666396	54666546	id-107350	7.55e-07	+	AGAGCTGGTAGTCGAGTGGCCGCCAGGGGGTGACC	V_CTCF_BR	40
chrX	54721769	54721919	id-107351	1	+	NA	NONE	17
chrX	54784670	54784820	id-107352	1.97e-06	-	CTCGTGACACCACCACTCGCCACCTGCTGGCTGCC	V_CTCF_BR	8
chrX	54812460	54812610	id-107353	1.1e-06	-	CCAGGAAGGCATAAAAGGGCCACGTGGGGGCAGTA	V_CTCF_BR	39
chrX	54813527	54813677	id-107354	4.38e-09	-	AGGAGCCAAGGGTACCTTGCCAGCAGGTGGCAGCA	V_CTCF_BR	18
chrX	54852599	54852749	id-107355	4.38e-09	+	AGGAGCCAAGGGTACCTTGCCAGCAGGTGGCAGCA	V_CTCF_BR	13
chrX	54918136	54918286	id-107356	3.97e-07	+	TCCCCTTTAGAGTATACTGCCACGAGGTGGCAGTA	V_CTCF_BR	40
chrX	54947129	54947279	id-107357	1.28e-06	-	GTGGTCCTGCCTCTTTCCGCCTCCAGAGGGGGGTC	Upstream_CTCF	27
chrX	54953958	54954108	id-107358	2.17e-08	-	CCTGCTGTCTAAGCACTAGACACCAGGTGGCAACC	Upstream_CTCF	7
chrX	54993410	54993560	id-107359	1	+	NA	NONE	9
chrX	55004930	55005080	id-107360	1.56e-05	+	AAATTAGTTGATACTTCTCCCTCTAGGGGGTGGCA	Upstream_CTCF	6
chrX	55029449	55029599	id-107361	9.84e-06	-	TTGCAGTACCTGCCTGCCGCCAGGAGGGCTTCTGC	UpstreamP1_CTCF	21
chrX	55037858	55038008	id-107362	8.99e-05	-	AATCCTTTCTCGATGATGACCACTAGAGGGATTTT	V_CTCF_BR	39
chrX	55084201	55084351	id-107363	3.6e-07	-	AGTGCAATCCACATGTGTTACACTAGGGGCAGCAG	Upstream_CTCF	40
chrX	55161724	55161874	id-107364	8.16e-07	+	TCGCATTCCATATGCTCATCCAGCAGGTGGCAGGA	V_CTCF_BR	40
chrX	55187332	55187482	id-107365	1.84e-05	-	TGGCGCTCGGCTCTCATGACCTGCAGGTGACAGTG	UpstreamP1_CTCF	40
chrX	55237843	55237993	id-107366	1.93e-05	-	TGACTATATCAAATTGTCACCGGTAGAGGGTAGTG	V_CTCF_BR	6
chrX	55339614	55339764	id-107367	1	+	NA	NONE	9
chrX	55369628	55369778	id-107368	1.31e-09	-	GTGCAGTTCAGGATGCAGTCCAGTAGAGGGAGCGA	UpstreamP1_CTCF	40
chrX	55453637	55453787	id-107369	1.52e-07	+	CCTAACTGGGAGGCACCCCCCAGTAGGGGGCGGAC	V_CTCF_BR	9
chrX	55476803	55476953	id-107370	2.11e-06	+	AGAATTCTCAGAATGTGGGACAGCAGATGGAGCCA	V_CTCF_BR	31
chrX	55515650	55515800	id-107371	3.81e-05	-	GCAGGGCGCAAAAAAGCAGTCAGAGGGTGGCGCCT	V_CTCF_BR	27
chrX	55515881	55516031	id-107372	1	+	NA	NONE	25
chrX	55551048	55551198	id-107373	1.48e-06	-	AGAAGACTCAGAATGTGGGACAGCAGATGGAGCCA	V_CTCF_BR	18
chrX	55667374	55667524	id-107374	4.14e-06	-	ATAGTGAAACTGGCAGAAACCAGCAGGTGGCTGTG	V_CTCF_BR	2
chrX	55742379	55742529	id-107375	4.7e-06	+	GTGGCTCACTGCTTCACAACCTCTAGGGGGAGCAT	V_CTCF_BR	16
chrX	55744637	55744787	id-107376	1	+	NA	NONE	24
chrX	55828343	55828493	id-107377	1	+	NA	NONE	5
chrX	55865961	55866111	id-107378	9.51e-07	+	GTTTTTGCTGGTTGTCCTGCCAGGAGGTGGCGCTT	V_CTCF_BR	8
chrX	55868892	55869042	id-107379	1.24e-05	+	AAACAGTCTGGCCACTTGTCCACAGGGTGGCTGCA	V_CTCF_BR	4
chrX	55934540	55934690	id-107380	6.98e-07	-	GGCTGCACCCAAACTTCTTCCGGCAGGGGGCAGGC	V_CTCF_BR	36
chrX	55946496	55946646	id-107381	3.41e-08	-	TTTGCTCTTCTAGGTCTAGCCACCCGGGGGAGCTA	Upstream_CTCF	4
chrX	55951287	55951437	id-107382	1	+	NA	NONE	3
chrX	56052729	56052879	id-107383	4.71e-06	+	TGGGTAATTTTCCCCAAGGCCTGTAGCTGTCGCTG	Upstream_CTCF	6
chrX	56246272	56246422	id-107384	1	+	NA	NONE	21
chrX	56260407	56260557	id-107385	1	+	NA	NONE	19
chrX	56275048	56275198	id-107386	5.55e-07	-	CAGGTAACTCTCATACAGCCCACAGGGGGGCACCA	Upstream_CTCF	40
chrX	56308331	56308481	id-107387	2.96e-05	+	TAGAAATGAGCTCTGATCACCACAGGGTGTCACTG	UpstreamP1_CTCF	33
chrX	56488934	56489084	id-107388	1	+	NA	NONE	7
chrX	56530864	56531014	id-107389	2.55e-06	-	TATGCTGGTTGTCCTCCTGCCAGGAGGTGTCGCTT	Upstream_CTCF	12
chrX	56589722	56589872	id-107390	7.49e-05	-	GGCAGAGAGGGTGAGACGGAGAGAAGGAGGCGGTA	V_CTCF_BR	32
chrX	56753156	56753306	id-107391	1.19e-06	-	CTGAATGTGAATCATGAAGCCAGAAGAGGGCACTG	V_CTCF_BR	40
chrX	56760009	56760159	id-107392	1.59e-06	-	AACAAGGCATGAAATTCTGCCACTAGGTGGCGATG	V_CTCF_BR	40
chrX	56790294	56790444	id-107393	3.28e-05	-	CGGTTTCTAGATACAGTTTCCGCTTGATGGCAGTA	V_CTCF_BR	18
chrX	56790963	56791113	id-107394	9.4e-06	+	TTGTGTTCAGAAACAACTTCCACTAGATGGCAATG	UpstreamP1_CTCF	40
chrX	56791301	56791451	id-107395	2.47e-07	+	TGGCTCTTCCTCTGTGAGGCCACAAGAGGCCACTC	UpstreamP1_CTCF	19
chrX	56792999	56793149	id-107396	1	+	NA	NONE	14
chrX	56810093	56810243	id-107397	2.96e-05	+	TCATGTTCAGAAACACCTTCCGCTGGATGGCACTG	V_CTCF_BR	17
chrX	56814694	56814844	id-107398	1.31e-05	-	CCATTTCCAGAAACAGTTTCCACTTGATGGCAGTA	V_CTCF_BR	9
chrX	56815392	56815542	id-107399	3.28e-05	+	TCATGTTCAGAAACATCTTCCTCTGGGTGGCACTG	V_CTCF_BR	21
chrX	56819953	56820103	id-107400	3.28e-05	-	CCGTTTCCAGAAATAGTTTCCGCTTGATGGCAGTA	V_CTCF_BR	4
chrX	56825346	56825496	id-107401	1.55e-05	-	CCATTTCCAGAAACAATTTCCACTTGATGGCACTA	V_CTCF_BR	8
chrX	56829405	56829555	id-107402	4.14e-05	-	CAGCACTCATGCCCAGCTGCCTCCAGTTTCCAGAA	UpstreamP1_CTCF	10
chrX	56830091	56830241	id-107403	9.25e-06	+	TCGTGTTCAGAAACAACTGCCGCTGGATGGCAGTG	V_CTCF_BR	37
chrX	57002174	57002324	id-107404	6.46e-07	-	TCAGACCCTTCAGTGCCTACCACGAGGGGGAACAA	V_CTCF_BR	24
chrX	57004722	57004872	id-107405	2.44e-07	-	ATAGCATCTCCACATCTGTCCACAAGGTGGAGTTC	Upstream_CTCF	40
chrX	57109676	57109826	id-107406	5.48e-05	+	ATGACTGTGCACACAGTGACCAGCAGAGGCGCCAG	Upstream_CTCF	11
chrX	57130943	57131093	id-107407	1.76e-05	+	ATGCACCTGGGCTGCAATTCCTGAAGAGGGAGTCC	UpstreamP1_CTCF	8
chrX	57147617	57147767	id-107408	1.18e-05	+	TTGCCCTGCCTGGCGTCCACCGCCGGGGATCGCGG	UpstreamP1_CTCF	9
chrX	57182960	57183110	id-107409	2.43e-06	+	GGTGACTGTAGCGATTTCAGCACTAGGTGGCAGCC	V_CTCF_BR	40
chrX	57195412	57195562	id-107410	4.88e-06	+	TGGTAGGGCTTCTTCCTGACCTGTAGATGGCCACC	UpstreamP1_CTCF	18
chrX	57237960	57238110	id-107411	2.62e-07	-	GTGCAGGTTGACCTCCCAGCCAGTAGGTGGTGTTT	UpstreamP1_CTCF	12
chrX	57238456	57238606	id-107412	1.83e-05	+	AGTTTTTTAATTAGCCAGGCCTGTAGGTGGCAACA	V_CTCF_BR	11
chrX	57309083	57309233	id-107413	2.28e-05	+	GTTGAAATTTGGTTGTAATCCACTAGATGGTGCTT	Upstream_CTCF	8
chrX	57312431	57312581	id-107414	1	+	NA	NONE	11
chrX	57355566	57355716	id-107415	8.76e-09	+	CTGCATTGCCTTTTGTGGGCCAGTAGGTGGCCATC	UpstreamP1_CTCF	21
chrX	57471563	57471713	id-107416	1.29e-05	+	TTTCACTGAATCCATAACAGCAGTAGGTGGCGTCT	UpstreamP1_CTCF	4
chrX	57480529	57480679	id-107417	1.15e-07	-	TTGCATTTTGACCTGAGATCCAGCAGGTGGCGCTT	UpstreamP1_CTCF	38
chrX	57555199	57555349	id-107418	1.99e-07	+	GTCCAGGCTGGTCTCTAGGCCAGTAGATGGCAGTA	V_CTCF_BR	38
chrX	57591709	57591859	id-107419	8.91e-07	+	CCTGCAATGCTGCAGCTTGACACAGGGAGGGGCAT	Upstream_CTCF	2
chrX	57600305	57600455	id-107420	6.98e-07	+	AGCAAGGAAAAAGTCATGACCAGGAGATGGCAGTA	V_CTCF_BR	40
chrX	57609488	57609638	id-107421	8.16e-07	+	ATCAATGAAGAAGACATGACCACAAGATGGCAGTA	V_CTCF_BR	39
chrX	57619421	57619571	id-107422	4.99e-07	+	ACTGCGGCCCTTTGGCTGCCCGGCAGAGGGCTGTG	Upstream_CTCF	38
chrX	57666759	57666909	id-107423	3.18e-06	-	GTGGCCTCTTCTGACAGATCCACTAGGTGGTGCCC	V_CTCF_BR	4
chrX	57779424	57779574	id-107424	4.1e-06	+	GCTGTCATACTGATGGTGACCACAAGGGTGCCTGT	Upstream_CTCF	16
chrX	57799241	57799391	id-107425	1	+	NA	NONE	10
chrX	57843875	57844025	id-107426	5.41e-07	+	TTGTAATGCTGGTTTGTCTCCACTAGATGTTGCTG	UpstreamP1_CTCF	37
chrX	57848267	57848417	id-107427	1.76e-05	+	ATGTAGAGGATTTCTGTATCCACTAGGTAGCGCTG	UpstreamP1_CTCF	39
chrX	57945627	57945777	id-107428	5.96e-07	-	ATCAATGAAGAAGACATGACCACGAGGTGGCAGTA	V_CTCF_BR	40
chrX	57955935	57956085	id-107429	9.41e-05	-	AGCAAGGAAAAAGTCATGACCATTAGATGGCAGTA	V_CTCF_BR	38
chrX	58004592	58004742	id-107430	1	+	NA	NONE	6
chrX	58052559	58052709	id-107431	1.99e-07	-	CCACCTTCTCGACTTAGCACCAGCAGAGGGAGCTG	V_CTCF_BR	37
chrX	58292668	58292818	id-107432	1.84e-05	+	CGCTTGTTTTCCCGAGGTGCCTCCAGGGGACGACA	UpstreamP1_CTCF	0
chrX	58561346	58561496	id-107433	1	+	NA	NONE	0
chrX	61839249	61839399	id-107434	1	+	NA	NONE	0
chrX	61841877	61842027	id-107435	1	+	NA	NONE	0
chrX	61881424	61881574	id-107436	1	+	NA	NONE	0
chrX	62232165	62232315	id-107437	4.43e-05	+	TACTGCTCCCTCTTTTTAAGCACTAGATGTCACTC	V_CTCF_BR	9
chrX	62269812	62269962	id-107438	5.75e-09	+	GTGCAGTTTAGGTTCCAGTCCAGTAGGTGGCACTT	UpstreamP1_CTCF	18
chrX	62319447	62319597	id-107439	1.1e-06	-	TCTGGCACCCCTCTCTCTCCCAGGAGGGGGAGCTA	V_CTCF_BR	7
chrX	62347135	62347285	id-107440	9.71e-06	+	CAAGAAATACCTGGCTCCACCACTAGCTGGCTAGT	Upstream_CTCF	10
chrX	62348081	62348231	id-107441	2.31e-07	-	GCTGCAATATCGCAGAGCGACACTAGAGGGATTTC	Upstream_CTCF	39
chrX	62470218	62470368	id-107442	7.23e-07	+	TCAGCAGTACCACAGAGAGACACTAGGTAGGGCTT	Upstream_CTCF	40
chrX	62495135	62495285	id-107443	4.11e-08	-	CTTGCAGTATTGGCAAAGGCCAGGTGGTGGCAGTA	Upstream_CTCF	38
chrX	62641403	62641553	id-107444	1	+	NA	NONE	23
chrX	62650035	62650185	id-107445	4.5e-06	-	GCTGGAGGCAGCTAAACTACCACTAGAGGCCGTCA	Upstream_CTCF	5
chrX	62686655	62686805	id-107446	4.65e-05	+	CAATCTTAACTGCTTCCTGCTGACAGGGGGCGCTG	V_CTCF_BR	22
chrX	62726333	62726483	id-107447	8.59e-05	-	GCTTCTTATGAACATCACTCCTCTAGATGTCACCC	V_CTCF_BR	40
chrX	62907114	62907264	id-107448	2.47e-07	-	GATCACTGCCTCCTTTTCAACACTAGATGGCACCC	UpstreamP1_CTCF	40
chrX	62959870	62960020	id-107449	2.72e-05	-	CACCTGTACCTGCCACCTGCCAGAGGAGGCAGCCT	UpstreamP1_CTCF	11
chrX	62981553	62981703	id-107450	2.66e-05	-	GTATTTATTCAGTCATTAGCCACAGGAGGGTGGTA	V_CTCF_BR	13
chrX	63032993	63033143	id-107451	1	+	NA	NONE	12
chrX	63138584	63138734	id-107452	4.14e-06	-	CACTGAGGTTATGTCCCTCCCAGTAGGGGTCGCTC	V_CTCF_BR	18
chrX	63150179	63150329	id-107453	4.01e-09	+	ATGCAGCATCTCCTTGAAACCAGCAGAGGGCACAG	UpstreamP1_CTCF	34
chrX	63152010	63152160	id-107454	1.56e-06	+	GTGTTGTTACTAGAAGGTGCCTCTAGATGTCCCAG	UpstreamP1_CTCF	10
chrX	63313782	63313932	id-107455	3.88e-07	+	CTGCATTGGTAAAATGTGGTCTCTAGAGGGTGCTC	UpstreamP1_CTCF	35
chrX	63426182	63426332	id-107456	6.19e-06	-	GGGACTTTCCCCACTCTGGGCAGCAGAGGGCCCGT	UpstreamP1_CTCF	31
chrX	63433951	63434101	id-107457	1.48e-06	-	TCCAGAGGGAGGAATACTGCCACTAGGAGGCACAA	V_CTCF_BR	12
chrX	63450708	63450858	id-107458	2.74e-08	+	TGCGGTTGTTCCCACACCTCCACCAGGGGGCACTG	V_CTCF_BR	9
chrX	63790220	63790370	id-107459	3.79e-08	+	AAGCTATGCTGCTGCCAGGCCACCAGAGGGAGGAC	UpstreamP1_CTCF	22
chrX	63862498	63862648	id-107460	4.04e-08	+	GCGCAGTTTGATTCTCTGGCCAGTAGGTGGCATTT	UpstreamP1_CTCF	25
chrX	64105852	64106002	id-107461	5.86e-07	+	CCTGCACTACCTCACCTAGCCTCTAGGGGTGTTCT	Upstream_CTCF	39
chrX	64114688	64114838	id-107462	1.28e-06	+	TAACAGGTGCACTCTATCACCAGCAGGAGGCAGCA	V_CTCF_BR	35
chrX	64128112	64128262	id-107463	6.84e-06	+	CCTGACAGAGAGACACCTCCCAGCAGGGGTCGACA	V_CTCF_BR	6
chrX	64195388	64195538	id-107464	1	+	NA	NONE	4
chrX	64254684	64254834	id-107465	9.14e-09	+	GATGCAGCTGCGACCGCGGCCCCAAGAGGGAGCCG	Upstream_CTCF	36
chrX	64417008	64417158	id-107466	7.55e-07	-	TGCTGGCTCCCTCCCCCAGCCGCCAGGTGGCTGTT	V_CTCF_BR	14
chrX	64671666	64671816	id-107467	8.91e-07	-	CCTACAGTACTCCAGTGAAACACCAGAGGGAGCAA	Upstream_CTCF	39
chrX	64748708	64748858	id-107468	4.62e-11	-	CCTGCAATTCCGCAGCTGACCAGTAGATGGGGCCC	Upstream_CTCF	40
chrX	64801924	64802074	id-107469	5.9e-06	+	GTGACGCTAAGCCTCTTAGCCACTATGTGGCGCCA	UpstreamP1_CTCF	40
chrX	64815430	64815580	id-107470	7.44e-09	+	CCTGCACTTCCAAGTCAGACCCATAGAGGGCAACC	Upstream_CTCF	40
chrX	64821437	64821587	id-107471	5.12e-06	-	TGGCAGTCACCTCCCTTCCCCACCAGGGTTAGATC	UpstreamP1_CTCF	8
chrX	64855812	64855962	id-107472	1	+	NA	NONE	0
chrX	64887659	64887809	id-107473	1.17e-05	+	ATGCCCAAAACGGTGAGTGCCGGAGGTGGGCGCTG	V_CTCF_BR	32
chrX	64923857	64924007	id-107474	1.52e-07	-	GCCAGCTCTGCCCAGGGTGCCAGAAGAGGGCTCTA	V_CTCF_BR	32
chrX	64965948	64966098	id-107475	8.59e-05	+	ATCTTCTTATGCCTCTCTCTCACTTGGTGGCGCCA	V_CTCF_BR	30
chrX	65091797	65091947	id-107476	5.51e-07	+	CAAGGCCGGTAGAGAAACACCACCAGGTGGAGCCA	V_CTCF_BR	17
chrX	65152139	65152289	id-107477	2.74e-08	+	TTCCTAAGCCCTGAGGTCGCCACAAGGGGGCGGGG	V_CTCF_BR	15
chrX	65206207	65206357	id-107478	5.72e-07	-	CGGTTGTAGGAAACAAAAACCACTAGAGGGCAATG	UpstreamP1_CTCF	40
chrX	65243121	65243271	id-107479	1.71e-06	-	GGACACTCCTCCTCCACAGACACTAGGGGGCAATG	V_CTCF_BR	24
chrX	65250882	65251032	id-107480	1.56e-06	+	GCCTCAGTTTTCCTATCTGTCAGTAGGGGGCAATG	Upstream_CTCF	39
chrX	65330071	65330221	id-107481	1.84e-07	+	GCTGCAAATCTATGCCTAACCAATAGGGGGAGTTG	Upstream_CTCF	39
chrX	65421347	65421497	id-107482	5.67e-06	+	GGTGTATTTTTTTTTCCAGCCATTAGATGGCAATA	Upstream_CTCF	28
chrX	65628350	65628500	id-107483	9.41e-05	-	TGAACGATCATATTTCCTGTCACTAGTTGGTGCTA	V_CTCF_BR	13
chrX	65698728	65698878	id-107484	2.01e-05	+	ATTGTAATACCTACAGCAGCCACTAGAAAAATGTA	Upstream_CTCF	6
chrX	65822522	65822672	id-107485	1	+	NA	NONE	13
chrX	65948658	65948808	id-107486	4.43e-05	-	TGGCCGCAGCCTTTGGAATTCAGCAGAGGTCGCTG	V_CTCF_BR	22
chrX	65948965	65949115	id-107487	1.7e-05	+	AGGGACATTCCAGTAGGCGGCGATAGAGGGCAGTA	Upstream_CTCF	39
chrX	65951377	65951527	id-107488	2.4e-05	-	TACTGATTACCTATAATCCACAGAAGGGGGCAGTA	V_CTCF_BR	32
chrX	65980618	65980768	id-107489	5.93e-06	+	CATGGAATTTACATTTATTCCACTGGGTGGGGACA	Upstream_CTCF	11
chrX	66135851	66136001	id-107490	1.83e-05	-	CATGAGCAAACCAAACTGGAAGCCAGAGGGCACTG	V_CTCF_BR	3
chrX	66775554	66775704	id-107491	1.85e-08	+	CTGTAGTCCCGCTATTTGGCCGCTAGGGGGACTGC	UpstreamP1_CTCF	40
chrX	66824908	66825058	id-107492	1.08e-05	+	AGGCTGTTATTGTCTGCCTCCAGAGGAGGGAGTTG	UpstreamP1_CTCF	24
chrX	66938047	66938197	id-107493	1.18e-05	-	TGGCAGTACCAAGGTCACACAGCCAGAGAGCGGTA	UpstreamP1_CTCF	5
chrX	66942129	66942279	id-107494	5.65e-05	-	GAGTTGCTTACATAGATCTCCTCCTGTTGGCAGAA	V_CTCF_BR	5
chrX	66942836	66942986	id-107495	7.78e-06	-	AGGGGAATGGAAGCACCTCCCAACAGGTGGTGCCA	Upstream_CTCF	6
chrX	66944293	66944443	id-107496	2.19e-05	+	TTTCTGCCAATGGCTATTGCCATTAGAGGGCAGAG	UpstreamP1_CTCF	21
chrX	67001135	67001285	id-107497	2.02e-06	-	CTCCTATACATGCTCATAACCACCAGAGGACAGTA	UpstreamP1_CTCF	27
chrX	67099399	67099549	id-107498	3.48e-06	+	TTGCATTACCCCTCCCTCAACACTAGGGAACACAG	UpstreamP1_CTCF	3
chrX	67238543	67238693	id-107499	4.48e-07	+	CTGGCAGTACTCCGCATGGCCATGTGGTGGCAGTG	Upstream_CTCF	39
chrX	67238777	67238927	id-107500	7.55e-07	-	AAGTCCTGGGGCTCTATCACCAGCAGGTGGCAAAA	V_CTCF_BR	9
chrX	67310221	67310371	id-107501	6.98e-07	-	GTTTGTGAATTTCAGTCTGCCACCAGAGGGTAGCA	V_CTCF_BR	25
chrX	67366017	67366167	id-107502	8.98e-06	-	CTGTAGAGCATATACTCTGCCTAAAGAGGGCAGCC	UpstreamP1_CTCF	37
chrX	67402003	67402153	id-107503	2.53e-05	+	TCCTATGATGGTAGTTTCTCCACTAGGGGGTAGTT	V_CTCF_BR	9
chrX	67403785	67403935	id-107504	1.17e-05	+	TTCTGAAATGGCAATTTCTCCACTAGAGGGAGACC	V_CTCF_BR	40
chrX	67416895	67417045	id-107505	5.08e-07	+	TGTCTGAGACCCACTGATACCACTAGAGGGCACTC	V_CTCF_BR	40
chrX	67458531	67458681	id-107506	2.43e-06	+	CGGTGCCCCTCTGCTCAAACCTCTAGGGGGCGCAT	V_CTCF_BR	40
chrX	67491800	67491950	id-107507	5.13e-05	-	AGCACACTCTTAAACTTTCTCAGTAGAGGGAGCTG	V_CTCF_BR	0
chrX	67493825	67493975	id-107508	1	+	NA	NONE	17
chrX	67652561	67652711	id-107509	1	+	NA	NONE	14
chrX	67682637	67682787	id-107510	9.62e-08	-	ATGTAATGAGCAGTGAGGACCACCAGAGGTCACTT	UpstreamP1_CTCF	37
chrX	67710629	67710779	id-107511	1	+	NA	NONE	40
chrX	67718229	67718379	id-107512	7.17e-05	+	GAAGCTTCTTCCCTGCCCACCGCCAGAGGTGCTGG	Upstream_CTCF	28
chrX	67731227	67731377	id-107513	1.01e-08	+	ATGTAATGCTCATTTTTAGCCAGCAGAGGCCACTA	UpstreamP1_CTCF	40
chrX	67819525	67819675	id-107514	1.67e-08	+	TCTGCAGTACCACACACAGACGCTAGGGGAAGCAA	Upstream_CTCF	40
chrX	67867655	67867805	id-107515	5.63e-06	-	AAGCAAGACCAGAAAACGTCCAGCAGAGGCATGGT	UpstreamP1_CTCF	32
chrX	67885442	67885592	id-107516	2.81e-06	-	CGAGGAGGACAGCAAATGCCCAGTGGAGGGAGACA	Upstream_CTCF	27
chrX	67905647	67905797	id-107517	5.01e-06	+	TGGTTGCAGGGAGGAGTGAAAAGCAGGGGGCGGTA	V_CTCF_BR	29
chrX	67918846	67918996	id-107518	1	+	NA	NONE	8
chrX	67919014	67919164	id-107519	3.24e-06	+	TATGCTCTCTCCCACAACCCCTCTAGAGGTAGGTA	Upstream_CTCF	9
chrX	67930853	67931003	id-107520	9.62e-08	-	TAGCAGTACCTCCACCTGTCTGGCAGGGGGCAATG	UpstreamP1_CTCF	40
chrX	67939789	67939939	id-107521	6.51e-07	-	GCAGTAACAACTCATGTGGCCAGTAGGAGGCCAAG	Upstream_CTCF	40
chrX	67952858	67953008	id-107522	4.7e-08	+	AGCCAGGCCCTGGCAGGGCCCACAAGGGGGCACTG	V_CTCF_BR	40
chrX	68027782	68027932	id-107523	2.27e-06	-	GACCTTGAGGCCGATTGTACCACTTGAGGGCAGTG	V_CTCF_BR	39
chrX	68028707	68028857	id-107524	7.6e-05	-	CTGAATTTACATGATGTGAACACACGAGGGCATGC	UpstreamP1_CTCF	37
chrX	68042613	68042763	id-107525	4.3e-06	+	GATGCAAATACTTAGCTGGCCATCAGAGGTCGACA	Upstream_CTCF	40
chrX	68043871	68044021	id-107526	1.03e-06	-	CTGTCCTCTGCTCTCCAGCCCAGCAGGAGGCAGCC	UpstreamP1_CTCF	22
chrX	68047734	68047884	id-107527	3.42e-09	+	CCCGCAGTGCTATGGAAGTCCAGCAGGGGGAGACA	Upstream_CTCF	40
chrX	68062723	68062873	id-107528	1.34e-06	-	AGGGAGTCCCCCCACAAGACCAGCAGGCGGCTCCA	UpstreamP1_CTCF	11
chrX	68063918	68064068	id-107529	9.25e-06	+	TGGAGGCAGGAGGTGGGAGCCTCCAGTGGTAGGGC	V_CTCF_BR	4
chrX	68138143	68138293	id-107530	2.46e-08	-	TATGGGTGCCCCCTGCCTGCCAGCAGGGGGTGGCA	V_CTCF_BR	19
chrX	68142085	68142235	id-107531	1	+	NA	NONE	5
chrX	68165855	68166005	id-107532	3.86e-08	+	CCTGCCATTCCCCACTTGGCCTGAAGGGGCAGTTG	Upstream_CTCF	39
chrX	68167826	68167976	id-107533	2.28e-05	+	CACGCAGTGAGTGAGCAAGCCGCTGGGGGGCCAGA	Upstream_CTCF	9
chrX	68199155	68199305	id-107534	1	+	NA	NONE	5
chrX	68251214	68251364	id-107535	4.38e-08	-	TCTGCTATTCCAGGGATGGACAGTAGAGGTGAGCG	Upstream_CTCF	35
chrX	68252589	68252739	id-107536	4.01e-05	-	GCAGAAAATCCAGCATCCACCTCTGGGAGCAGCAG	Upstream_CTCF	11
chrX	68280646	68280796	id-107537	5.34e-06	-	TGCCTTAAAGGTTGTTTGAACAGCAGGGGTCACTC	V_CTCF_BR	39
chrX	68305809	68305959	id-107538	8.58e-06	-	ATGCAGTGACACTGGCAGGCCATGTGGGGGGCCTC	UpstreamP1_CTCF	5
chrX	68313920	68314070	id-107539	8.17e-10	+	CTGTAGGTCTCCCATATAACCTGCAGGGGGCAGTG	UpstreamP1_CTCF	40
chrX	68328969	68329119	id-107540	3.65e-05	-	TGGTATTGCCCCCACACCGCCCCTGGCGGGGAAAG	UpstreamP1_CTCF	1
chrX	68339082	68339232	id-107541	3.42e-05	+	ACTCCAGAGCCCACTGCTTCCTCAAGGGGGCCTCT	Upstream_CTCF	7
chrX	68353945	68354095	id-107542	3.36e-05	+	TGCCAGTGACTCCCCACTGCCCCCAGAGGAGAGTC	UpstreamP1_CTCF	38
chrX	68378397	68378547	id-107543	1.17e-05	+	AGCAGGTTGCTCCAACACACCAGCAGGGGGCTTTG	V_CTCF_BR	40
chrX	68438494	68438644	id-107544	6.43e-06	+	GGCAAGAGAGGCTGGCTGACCTCCTGGTGGTGGAG	V_CTCF_BR	11
chrX	68442069	68442219	id-107545	1.82e-07	-	TGGCATAGAGCCCAGGCAGCCACTGGGTGGCGCTG	V_CTCF_BR	40
chrX	68503260	68503410	id-107546	4.23e-06	-	TTTTAGCTCCCACTGGTCACCTGCAGCCGGCACTC	UpstreamP1_CTCF	19
chrX	68505938	68506088	id-107547	1.18e-09	-	GGTGAGCCAAGGGCCATGGCCACAAGGGGGCACTG	V_CTCF_BR	40
chrX	68518666	68518816	id-107548	9.41e-05	-	GCCCAGCATGCAGAGGCAGCATCCTGGTGGTGGTA	V_CTCF_BR	4
chrX	68607520	68607670	id-107549	1.83e-05	-	GCAGTGTCACTCCGGACTAACGACAGGTGGCAGCA	V_CTCF_BR	40
chrX	68644124	68644274	id-107550	3.33e-08	+	ATGCATTTCTTTAGTGTGACCTGCAGGTGGTGCTG	UpstreamP1_CTCF	40
chrX	68713123	68713273	id-107551	9.27e-07	+	CCTCAGTTACCATGTGGGGGCAGCAGAGGCCAGTT	UpstreamP1_CTCF	39
chrX	68723450	68723600	id-107552	3.97e-07	+	AGTCAGCTATTCTCAGCAGCCTGTAGGGGGAGCCA	V_CTCF_BR	35
chrX	68758181	68758331	id-107553	3.36e-07	+	TGCTGTTCCCCGACACCGGCCGCTGGGTGGCGCTG	V_CTCF_BR	40
chrX	68838768	68838918	id-107554	6.84e-06	-	ATTAAATGTCACTGTAAAGCCAGCAGAGGGTGCAC	V_CTCF_BR	39
chrX	69193358	69193508	id-107555	1	+	NA	NONE	2
chrX	69211469	69211619	id-107556	6.86e-07	+	GATTCTGTATGAGTCTTTGCCACTAGGTGGAGGTT	Upstream_CTCF	5
chrX	69233459	69233609	id-107557	1	+	NA	NONE	4
chrX	69250439	69250589	id-107558	1.98e-08	-	CAGCAATTGCTCAGGACAGCCAGTAGAGGGCATGA	UpstreamP1_CTCF	40
chrX	69252804	69252954	id-107559	1.61e-05	-	CTGCACAGGCAAAATTCAGACACTGAGTGGCAGGC	UpstreamP1_CTCF	13
chrX	69253367	69253517	id-107560	1.11e-05	+	AATGCAGATCCGGTGCAGGCCACATAGGGGCACTG	Upstream_CTCF	40
chrX	69263018	69263168	id-107561	6.8e-06	-	GCTGTTTGGCTTTTTCTATCCACCAGGGGCCTGCT	Upstream_CTCF	13
chrX	69316024	69316174	id-107562	5.92e-05	-	TGAAGGAGACTGGACTTGATCTGGTGGGGGCAGTG	V_CTCF_BR	36
chrX	69317348	69317498	id-107563	9.14e-09	-	CTTGCTTCTCTAAGGCTGGCCACCAGGTGGCAGTT	Upstream_CTCF	40
chrX	69349807	69349957	id-107564	2.72e-05	-	AAGCACTTCCTGATTTTCCCCTGTAGGCGAGGCTA	UpstreamP1_CTCF	11
chrX	69352217	69352367	id-107565	1	+	NA	NONE	6
chrX	69353184	69353334	id-107566	2.83e-07	-	CCCTGCGGTTTCCGTCCACCCACCAGATGGAGCTC	V_CTCF_BR	40
chrX	69417198	69417348	id-107567	3.67e-09	+	TCTGCAGTTCCAATAGGTTCCACAAGGGGGATGGT	Upstream_CTCF	40
chrX	69482947	69483097	id-107568	7.11e-06	-	AGGTCTTTTCCTGAAATAGCCACTGGGCGGCAGTG	Upstream_CTCF	40
chrX	69512751	69512901	id-107569	1	+	NA	NONE	6
chrX	69552586	69552736	id-107570	1	+	NA	NONE	37
chrX	69643025	69643175	id-107571	5.01e-06	+	GAGAGGACCCACACAGCCTCCTGTAGGTGGCAACA	V_CTCF_BR	37
chrX	69653740	69653890	id-107572	1.38e-08	-	GGCCCTCCTCTTGGGGCGGCCACAAGGTGGAGCTA	V_CTCF_BR	34
chrX	69656370	69656520	id-107573	4.21e-05	+	CGGTGTGGGGCGCTTTTGGTCCGTAGGGGGCGACT	V_CTCF_BR	27
chrX	69664548	69664698	id-107574	1	+	NA	NONE	8
chrX	69672011	69672161	id-107575	2.44e-07	+	GCTGCAGGGACAAGCTCTACCATCAGGGGGAGTGC	Upstream_CTCF	40
chrX	69674330	69674480	id-107576	8.19e-10	+	GCTGCAGTGCAGGAGAAGGCCAGTAGTGGGCAGCA	Upstream_CTCF	40
chrX	69774096	69774246	id-107577	4.17e-05	-	AATTTAATTATGTAACTACACAACAGGGGGAGCTC	Upstream_CTCF	26
chrX	69884698	69884848	id-107578	3.45e-05	-	AGACATAAACTAGTGATATTCACTAGATGGCACTG	V_CTCF_BR	38
chrX	69974088	69974238	id-107579	6.48e-05	-	TGGCAACTGCCATCCCAGGCCACAAGGAGTACTGC	UpstreamP1_CTCF	4
chrX	69982271	69982421	id-107580	6.98e-07	-	TAATGCTGCTGCTGATCTGCCAGAAGGTGGAGCTC	V_CTCF_BR	15
chrX	69989616	69989766	id-107581	6.21e-06	+	TATACAATTCATTATGTTTCCACTAGATGGTGCTA	Upstream_CTCF	32
chrX	70128511	70128661	id-107582	4.41e-06	-	TAGCGTGACACCGCTAGCGTCGCTAGGGGGCGGAG	V_CTCF_BR	6
chrX	70180713	70180863	id-107583	2.04e-05	-	TGGTGCTTTTTTGATCTTACCAGAAGGTGTCAGGC	V_CTCF_BR	20
chrX	70190567	70190717	id-107584	3.63e-05	+	AAAAAACTACACAAAAGCAACAGAAGAGGGAGCTA	V_CTCF_BR	35
chrX	70199362	70199512	id-107585	1.04e-05	-	AGCAGTATCTGGCCTCTACCCACTAGATGTCAGTA	V_CTCF_BR	40
chrX	70218441	70218591	id-107586	1	+	NA	NONE	38
chrX	70252368	70252518	id-107587	1	+	NA	NONE	15
chrX	70318286	70318436	id-107588	2.6e-07	+	TGCCAAGGTTACTCCCACCCCACCAGGGGGCGGCA	V_CTCF_BR	40
chrX	70320823	70320973	id-107589	3.41e-07	-	CCAGCACCTCAGACTCTGGCCTCAAGGGGGACAGC	Upstream_CTCF	8
chrX	70321053	70321203	id-107590	7.54e-08	+	CAGCAGCTCCCTTTTCAGCCCAGCAGAGGGGCCCC	UpstreamP1_CTCF	8
chrX	70329018	70329168	id-107591	1	+	NA	NONE	1
chrX	70349131	70349281	id-107592	3.34e-10	-	ATGCGGTTCTGGGAGGCAGCCAGCAGGTGGCGGTC	UpstreamP1_CTCF	40
chrX	70366264	70366414	id-107593	1	+	NA	NONE	21
chrX	70367415	70367565	id-107594	1	+	NA	NONE	5
chrX	70398901	70399051	id-107595	4.58e-08	-	GCGCTATATTCTGTCTCGGACACCAGGTGGCACCA	UpstreamP1_CTCF	40
chrX	70447352	70447502	id-107596	2.15e-05	+	CTCTATATCAAGGCTTTCCTCTCCAGGGGGCAGTG	V_CTCF_BR	25
chrX	70473233	70473383	id-107597	4.43e-05	-	AGGGCGGGGAACGCCTCTCCCCACTGGGGGCGCTG	V_CTCF_BR	40
chrX	70503260	70503410	id-107598	1	+	NA	NONE	34
chrX	70734299	70734449	id-107599	5.68e-06	+	CGGGGGCCTGAGGGAGCAGAAAGGAGAGGGCGCTG	V_CTCF_BR	2
chrX	70767326	70767476	id-107600	1	+	NA	NONE	9
chrX	70775078	70775228	id-107601	6.49e-06	-	GTTGTAGTTCGATAGCCCGCCTGTAGGTGTCTATT	Upstream_CTCF	40
chrX	70800964	70801114	id-107602	1	+	NA	NONE	1
chrX	70836565	70836715	id-107603	1.48e-06	+	GCATAGCAGTAGGCCATGACCAGCAGGGGCAGCAG	V_CTCF_BR	14
chrX	70842747	70842897	id-107604	2.19e-05	+	CTTGCAGCTCCTCCAAATGCCTCTTGGAGCACTAC	Upstream_CTCF	33
chrX	70870568	70870718	id-107605	5.28e-08	-	TGTGCAGTTCTGTACAGGCACAACAGATGGCAGAG	Upstream_CTCF	34
chrX	70872437	70872587	id-107606	5.72e-07	-	ATGTAATACATGAATTTGACCAGGTGAGGGCAGTG	UpstreamP1_CTCF	40
chrX	70884131	70884281	id-107607	1.98e-08	-	GAGCAGGGGCAACATGTTGCCAGCAGAGGGTGATG	UpstreamP1_CTCF	34
chrX	70889945	70890095	id-107608	1.98e-08	+	GAGCAGGGGCAACATGTTGCCAGCAGAGGGTGATG	UpstreamP1_CTCF	39
chrX	71079634	71079784	id-107609	9.78e-07	-	ATGTAATACATTAATTTGACCAGGTGAGGGCAGTG	UpstreamP1_CTCF	39
chrX	71090665	71090815	id-107610	2.91e-05	+	CCTGCTCTGCCCAGCAACTCCAACAGACTGTCCCA	Upstream_CTCF	38
chrX	71129895	71130045	id-107611	8.71e-06	+	TCCCAGCTGGCGGACCCTACCAGAAGGAGGCGTCC	V_CTCF_BR	31
chrX	71131193	71131343	id-107612	6.48e-05	+	CGGCCCCGCGTCTACCCCGCCTCTAGGGGCGCCGG	UpstreamP1_CTCF	31
chrX	71219085	71219235	id-107613	5.51e-07	+	TCTATATCCCCAGCACTAGCCCCTAGAGGGCGCTC	V_CTCF_BR	39
chrX	71224162	71224312	id-107614	5.34e-06	-	GCCCCTGGTCACTGCCTGTCCCCTAGGTGGCAACA	V_CTCF_BR	31
chrX	71238537	71238687	id-107615	8.43e-09	+	GGCGGCGCCAGCCCGATGCCCGGCAGAGGGCGCTG	V_CTCF_BR	40
chrX	71241972	71242122	id-107616	1.55e-07	-	GGTGGAGCTCTTCAAACCACCAACAGGCGGCAGCA	Upstream_CTCF	40
chrX	71269012	71269162	id-107617	7.9e-07	+	GAGTGATAACAGAGTGCTCCCAGCAGGTGGCGAGG	UpstreamP1_CTCF	21
chrX	71288653	71288803	id-107618	9.29e-06	-	ACAAGAATGCCCAGTGTGGCCACCAGGTGTACCTG	Upstream_CTCF	9
chrX	71345134	71345284	id-107619	3.11e-05	-	AAGTGAGTGAATAAATGGGCCACTGGATGGAGACC	V_CTCF_BR	16
chrX	71346530	71346680	id-107620	2.17e-08	-	AGGGCCCTTCCGCTTTTTGGCACTAGGTGGCGCTA	Upstream_CTCF	40
chrX	71348813	71348963	id-107621	1.46e-07	+	CTGCAATGTTGGGCGCTGTCCACCGGGGGTGCCCA	UpstreamP1_CTCF	39
chrX	71351863	71352013	id-107622	1	+	NA	NONE	14
chrX	71461891	71462041	id-107623	3.56e-06	-	TGGGGCATGCCTACAACAACCACCAGGGGCCTGCT	Upstream_CTCF	29
chrX	71465453	71465603	id-107624	2.46e-08	+	ACAGTCATCTCCAGCTCTGCCAGCAGAGGGAGCCA	V_CTCF_BR	40
chrX	71488891	71489041	id-107625	1.31e-05	+	ACTCAGATGTGAGGCCTAGCCTGCTGGAGGCACAG	V_CTCF_BR	4
chrX	71491175	71491325	id-107626	1	+	NA	NONE	18
chrX	71497108	71497258	id-107627	2.93e-07	-	CGGGACTTCTGACCTCCCACCAGCAGATGGCAAGA	UpstreamP1_CTCF	39
chrX	71517953	71518103	id-107628	6.18e-07	+	GGAGCAGCACTGCTCCTGGGCTCTAGGAGGTGCTC	Upstream_CTCF	39
chrX	71518363	71518513	id-107629	4.71e-06	+	GCCACATTTCTGGCCACTGGCACCAGGAGGCAGGG	Upstream_CTCF	11
chrX	71520266	71520416	id-107630	1	+	NA	NONE	3
chrX	71570525	71570675	id-107631	8.23e-05	+	CTGGAGTTCAGAGGGGGCGCTACTAGAATGCTGAG	UpstreamP1_CTCF	0
chrX	71584128	71584278	id-107632	8.71e-06	-	CATAGGCGTGATTACAACACCAACAGAGGGCGCGA	V_CTCF_BR	1
chrX	71602101	71602251	id-107633	1.28e-06	-	CCCAAGTTATGCGTTGTGACCTCCTGGTGGCACTG	V_CTCF_BR	1
chrX	71760287	71760437	id-107634	6.39e-05	-	ATTTTAACAAAAAAAAAAACCACTAGAGGGAGTGC	Upstream_CTCF	34
chrX	71765996	71766146	id-107635	2.44e-07	+	ATGGCTCTACCATTTACTGCCCCCAGGTGGAAGTC	Upstream_CTCF	31
chrX	71774718	71774868	id-107636	2.18e-07	-	TGTGTTGGTTGGCCTCCAGCCAGGAGGTGGCGCCT	V_CTCF_BR	14
chrX	71789759	71789909	id-107637	2.94e-06	+	GAAGGAGCCCTGACCTGGGCCACAGGGAGGCAGCA	Upstream_CTCF	23
chrX	71829276	71829426	id-107638	2.72e-05	+	TACCATTACCAACATTCTTCCACTAGGTGTCTCTG	UpstreamP1_CTCF	37
chrX	71934537	71934687	id-107639	1.48e-05	+	CAGCTGGGAGCTGGCAGCCCCAGAAGGCGGCGTTG	UpstreamP1_CTCF	18
chrX	72306706	72306856	id-107640	3.36e-07	+	CTTCACACTTTAAGGTGGGCCACTAGAGGGCGGTT	V_CTCF_BR	25
chrX	72347514	72347664	id-107641	7.82e-06	+	GTGTACACTCGGTACTTAACCACCAGAGGCAGGCT	UpstreamP1_CTCF	4
chrX	72461309	72461459	id-107642	2.01e-05	+	ACTGAGATACCAGCCAAGGCAGCTAGGGAGTGCTG	Upstream_CTCF	4
chrX	72482969	72483119	id-107643	3.18e-06	-	AACTTATGTTACCTACCTTCCAGCAGATGGCTCCA	V_CTCF_BR	28
chrX	72508985	72509135	id-107644	3.36e-07	+	TTTTGCTTTCCTTGTCCCGCCAGCAGGTGGAAGTA	V_CTCF_BR	13
chrX	72562895	72563045	id-107645	7.62e-07	+	TGGGGAATGCACCTTCTTACCCCCAGGGGGCCACA	Upstream_CTCF	12
chrX	72620285	72620435	id-107646	1.1e-05	+	TTCTGGATCTTATCCATGACCACAAGGTGGTACCT	V_CTCF_BR	6
chrX	73067881	73068031	id-107647	7.15e-05	-	CTCACACCCTCTTAGCATTACAGTAGAGGGTGCTA	V_CTCF_BR	9
chrX	73070323	73070473	id-107648	7.55e-07	-	GATCACAGATGATCGTTGGCCAACAGGTGGCAGAA	V_CTCF_BR	40
chrX	73075469	73075619	id-107649	1.87e-09	+	GCCGGCACTGTCGACTTAGCCACCAGATGGCAGCA	V_CTCF_BR	40
chrX	73235363	73235513	id-107650	1.38e-06	-	GGTCACTGCAACCATTTCATCACTAGAGGGCGCCC	V_CTCF_BR	40
chrX	73353373	73353523	id-107651	4.11e-07	-	ATGTAGAGGATTCCTATTTCCACTAGGTGGCGGTG	UpstreamP1_CTCF	40
chrX	73436007	73436157	id-107652	1	+	NA	NONE	6
chrX	73450072	73450222	id-107653	7.91e-05	-	CTGCCTTTTAAAATTATGGCCACCTAGTGGATATG	UpstreamP1_CTCF	14
chrX	73452855	73453005	id-107654	1	+	NA	NONE	31
chrX	73454774	73454924	id-107655	2.37e-05	-	TGTGTAGTATGAATTTTGTCCACATGGTTGTGCCC	Upstream_CTCF	18
chrX	73512448	73512598	id-107656	3.86e-05	+	ACTGTAAGCTTGAGCGCCGCCCCTCGGCGCCGCGC	Upstream_CTCF	37
chrX	73544988	73545138	id-107657	1.55e-07	-	CTGAATCTCACCTCCCAGGCCACCAGGAGGCAGCT	UpstreamP1_CTCF	17
chrX	73563966	73564116	id-107658	6.46e-07	-	GCTGAGCCAAAAAAGATAACCACAAGGTGGCAGTA	V_CTCF_BR	39
chrX	73602634	73602784	id-107659	1.73e-08	-	CAGCCCTTTATGCCTTTGGCCACTAGGGGGCACCT	UpstreamP1_CTCF	40
chrX	73603551	73603701	id-107660	2.27e-06	+	ATCAGCAGTGGCTGTGAGGACAGTAGATGGCACTC	V_CTCF_BR	39
chrX	73640140	73640290	id-107661	8.81e-07	+	GTCTGCATGCCTGAGGTGGGCGGAAGGGGGCGGTG	V_CTCF_BR	15
chrX	73642972	73643122	id-107662	1.99e-07	-	GTCGAGCTGTCCTGAGGAGCCACGAGAGGGAGCAA	V_CTCF_BR	33
chrX	73678669	73678819	id-107663	1	+	NA	NONE	11
chrX	73685381	73685531	id-107664	8.71e-06	+	TTGTGCACCAGGGCAGTCCCCACTAGAAGGCAGGA	V_CTCF_BR	23
chrX	73712873	73713023	id-107665	2.62e-07	+	CTGAATCCCACCTCCCAGGCCACCAGGAGGCAGTC	UpstreamP1_CTCF	33
chrX	73742243	73742393	id-107666	1	+	NA	NONE	7
chrX	73755256	73755406	id-107667	1	+	NA	NONE	37
chrX	73756109	73756259	id-107668	6.8e-06	-	GCGGCAGGACCAGGAGCGACCGCCAGGGCCAAATC	Upstream_CTCF	37
chrX	73756460	73756610	id-107669	1.55e-05	+	CTCCCTGCTCGCTCCACCGACACCAGGGGCCGTAG	V_CTCF_BR	8
chrX	73756705	73756855	id-107670	3.45e-05	-	GGGCGGAGGAGGATTGCTGCCCCGGGCGGGAGCGC	V_CTCF_BR	17
chrX	73770232	73770382	id-107671	1.77e-10	-	CTCGCACTGTCTCTGGTGGCCAGCAGGGGGCGCGC	V_CTCF_BR	40
chrX	73833645	73833795	id-107672	1.17e-05	+	CAGGGAAGATGTCATCGCGGCCCCAGGGGGCGCCT	V_CTCF_BR	29
chrX	73926624	73926774	id-107673	4.01e-05	-	ATTGCAATGCCCAGAGCAACCACTAAGAGGGCTAT	Upstream_CTCF	5
chrX	74008617	74008767	id-107674	1	+	NA	NONE	14
chrX	74055572	74055722	id-107675	1.1e-06	+	AAGTCCTTGGGCTCTACAACCAGCAGGTGGCAAAG	V_CTCF_BR	5
chrX	74145071	74145221	id-107676	2.2e-07	+	GTGCGGTGGCTGCGGCCGTCCGCGAGAGGGAGAGA	UpstreamP1_CTCF	32
chrX	74162967	74163117	id-107677	9.66e-05	-	CACGTTGGGATCCATCAAGGCAGTAGGGGGCCACA	Upstream_CTCF	6
chrX	74258873	74259023	id-107678	7.12e-06	+	GGTTACTGCAGCCATATCTCCATTAGGGGGCACCC	UpstreamP1_CTCF	38
chrX	74376032	74376182	id-107679	3.81e-05	-	TCTCGGTTCCTCTTTCCTCGCTCAAGATGGCGCTG	V_CTCF_BR	34
chrX	74823792	74823942	id-107680	1	+	NA	NONE	40
chrX	74843488	74843638	id-107681	1.56e-06	-	GTGCAGTACAGCAATTCTGACACTGGAGGCTGCGT	UpstreamP1_CTCF	21
chrX	75188210	75188360	id-107682	2.67e-06	+	CCCTCAGATCCCGCAACTTCCCGAAGGGGGCACTC	Upstream_CTCF	9
chrX	75329600	75329750	id-107683	1.5e-05	-	GTTGCTTTTTACATACTTTTCTGTAGATGGCAGCA	Upstream_CTCF	10
chrX	75347273	75347423	id-107684	1.03e-06	+	CCTGGCTGGGTAAGACCTACCAGCAGGGGTCTCCA	V_CTCF_BR	25
chrX	75473928	75474078	id-107685	2.02e-06	-	CAGTAGTACCCTGTGAGAGACACCAGAGGGGCTCC	UpstreamP1_CTCF	40
chrX	75499499	75499649	id-107686	3.63e-06	+	GGTTGCTGTCTCCTTTTTGGCTCTAGGTGGCACCC	V_CTCF_BR	40
chrX	75600751	75600901	id-107687	1.93e-05	+	CCTGACTGAAAGACACCTCCCAGTAGGGGTCGACA	V_CTCF_BR	5
chrX	75640745	75640895	id-107688	1.41e-05	-	CTACAGGTACTATTTTTGACCACTGGGGGGACCAT	UpstreamP1_CTCF	28
chrX	75675140	75675290	id-107689	6.73e-07	-	GTGTAATGCAGGCTACAATCCAGTAGATGGTGCTT	UpstreamP1_CTCF	38
chrX	75759387	75759537	id-107690	1.19e-06	-	CCAAGGACCCTTAGATTGGCCCCCAGGAGGCGCCC	V_CTCF_BR	4
chrX	75776329	75776479	id-107691	5.34e-06	+	CATGGACAGGATTCATATTCCACGAGGTGGCGCTG	V_CTCF_BR	34
chrX	76071411	76071561	id-107692	2.33e-07	+	GTGCAGAGTGACCTACAAGCCAGTAGATGGCGCTT	UpstreamP1_CTCF	20
chrX	76335021	76335171	id-107693	1.92e-05	-	GTGCTGTGACACAATTTCCCCAGCTCCAGGAAGCT	UpstreamP1_CTCF	6
chrX	76380883	76381033	id-107694	2.17e-09	+	GCAATGGCATGCACAGTGGCCAGCAGGGGGCGCCT	V_CTCF_BR	37
chrX	76497351	76497501	id-107695	3.12e-08	-	TTGCAGTTTGGGCTGTTAACCAGTAGGTGGTGGTT	UpstreamP1_CTCF	15
chrX	76618787	76618937	id-107696	1.39e-05	+	AAAAAAAGTCCTAGAGGGGCCTGAAGATGGTGCAA	V_CTCF_BR	1
chrX	76635778	76635928	id-107697	8.79e-07	-	TAGCATCTCTGCCCTTTATCCACTAGATGCCAGTA	UpstreamP1_CTCF	33
chrX	76651696	76651846	id-107698	3.42e-05	+	ATTGCAGCACATTGAAGGAACTGCAGAAGCAGAGG	Upstream_CTCF	15
chrX	76708810	76708960	id-107699	8.13e-06	+	TCTTCACCTCTAATATTGTCCGCTAGGAGGACATT	Upstream_CTCF	10
chrX	76783171	76783321	id-107700	4.23e-06	+	TTGGAATCTCAGCTAGCCAACAGCAGAGGGCTGAA	UpstreamP1_CTCF	4
chrX	76852678	76852828	id-107701	9.26e-05	-	CTTCAGTACCTCCATGGAATAGACAGATGGCAGTC	UpstreamP1_CTCF	34
chrX	76883891	76884041	id-107702	5.92e-05	-	TTTTATGTAAAAAAATTCACCAATAGGTGGCAATG	Upstream_CTCF	13
chrX	77150803	77150953	id-107703	1	+	NA	NONE	5
chrX	77154685	77154835	id-107704	1	+	NA	NONE	38
chrX	77165937	77166087	id-107705	5.21e-08	+	GCTGCGTGTCGGCCCGGGGGCAGCAGGGGGCAGGA	V_CTCF_BR	40
chrX	77202171	77202321	id-107706	1	+	NA	NONE	5
chrX	77279909	77280059	id-107707	4.11e-08	+	GATGCAGCAGTGCTATTTCCCACCAGGGGCCAGCT	Upstream_CTCF	4
chrX	77280359	77280509	id-107708	1.41e-09	-	ATGCAGTTCAGGATACACACCAGTAGATGGCACTC	UpstreamP1_CTCF	40
chrX	77285283	77285433	id-107709	4.65e-05	-	AAGTCATAGCTGCAAACTGTCGGCTGGTGGCAGCA	V_CTCF_BR	40
chrX	77312815	77312965	id-107710	5.12e-07	-	CAGCATCCCTAGCCTCTATCCACTAGAGGCCAGTA	UpstreamP1_CTCF	7
chrX	77347912	77348062	id-107711	3.81e-05	-	CCAGAGGGAAAACCACTGCCCTGAAGGGGCAAGCC	V_CTCF_BR	20
chrX	77357122	77357272	id-107712	5.01e-06	+	AAATTATAGAAAGATGTGAACACTAGAGGGCAGAG	V_CTCF_BR	15
chrX	77375453	77375603	id-107713	1.24e-05	-	AAAACCTAACCATAAGGTAGCACTAGGTGGCACTC	V_CTCF_BR	38
chrX	77379935	77380085	id-107714	4.7e-06	+	TTGTTTAAAGCATCCTTGGCCACTAGATGCCAGTA	V_CTCF_BR	33
chrX	77455480	77455630	id-107715	2.58e-07	-	ATTGTTGTATCCTAAGTGTCCAGTAGAGGGCTGGT	Upstream_CTCF	35
chrX	77613229	77613379	id-107716	5.48e-05	-	GCAGTCATAATGGTAGTGGCCACAAGGGTGCTTGT	Upstream_CTCF	6
chrX	77631459	77631609	id-107717	1	+	NA	NONE	8
chrX	77698966	77699116	id-107718	1	+	NA	NONE	4
chrX	77732379	77732529	id-107719	1	+	NA	NONE	1
chrX	77770331	77770481	id-107720	2.93e-07	-	AAGCAGCTGATGGCAGAGAACAGCAGGGGGCTCTC	UpstreamP1_CTCF	16
chrX	77811005	77811155	id-107721	1.09e-06	+	CATGCATTTTTACTATATTCCACAAGATGGTGATA	Upstream_CTCF	34
chrX	77851478	77851628	id-107722	3.86e-05	+	TGTGATCTAAGCTGTATCTGCATTAGGGGGCGCCC	Upstream_CTCF	32
chrX	77963823	77963973	id-107723	1.1e-05	-	TAATCCCTTTTTCAGTCCTCCTCTAGAGGGCAGCT	V_CTCF_BR	37
chrX	78010617	78010767	id-107724	3.1e-07	-	ATGCAGTTCCAGAGATCTTGCAGAGGGTGTCACCA	UpstreamP1_CTCF	5
chrX	78142171	78142321	id-107725	4.5e-06	-	TCTTCTATATACTTTATACACACTAGGTGGCAGTG	Upstream_CTCF	36
chrX	78337501	78337651	id-107726	4.48e-07	-	GCTGTGATGTTTGACGTGACCACTAGGTGTCATAA	Upstream_CTCF	40
chrX	78526036	78526186	id-107727	6.46e-07	-	TACCCTGTTGGGTGAGGGGTCAGAAGAGGGCGCCA	V_CTCF_BR	21
chrX	78622380	78622530	id-107728	4.65e-06	+	GTGCGGTAAGCAGAAGGTGCCGCAAGGAGACAGAA	UpstreamP1_CTCF	6
chrX	78668634	78668784	id-107729	3.22e-05	-	TTGAGTTTATTTGGTGTTACCACAAGGGGGCATGT	UpstreamP1_CTCF	29
chrX	78705827	78705977	id-107730	1.28e-06	-	ATACATATGCAAACATTGGCCGCTAGAGGGAAGCA	V_CTCF_BR	40
chrX	78733323	78733473	id-107731	1.26e-05	+	AAAGTTATGTGTTCTTTTGCCACTAGATGGAATGC	Upstream_CTCF	6
chrX	78771155	78771305	id-107732	3.63e-05	-	ATCGTGTAATCGCTTCCTGCTGACAGGGGGCGCTG	V_CTCF_BR	5
chrX	78780258	78780408	id-107733	1.77e-09	-	GTGCAGTTTAGCGTCTTGGCCAGTAGATGGTGCCT	UpstreamP1_CTCF	31
chrX	78847866	78848016	id-107734	3.63e-06	-	ATAGGGGCTAAGAGACTAACCGCTAGAGGGCAATG	V_CTCF_BR	18
chrX	79105732	79105882	id-107735	1	+	NA	NONE	11
chrX	79285951	79286101	id-107736	1.28e-06	-	CAAAGGAGAGGGGGCCCCTCCACTAGAGGTCACTG	V_CTCF_BR	5
chrX	79436705	79436855	id-107737	1.59e-06	-	GCTGAACAATCTTTGTTTTCCAGAAGGGGGCAGTG	V_CTCF_BR	19
chrX	79479810	79479960	id-107738	1.93e-05	-	ATGAAAAATTCAGCTGGTGCCTACAGAGGGAGCAC	V_CTCF_BR	16
chrX	79492691	79492841	id-107739	3.4e-06	+	CTTATTTTTCAGTAAACTGCCACAAGGGGGCTGAC	V_CTCF_BR	13
chrX	79501894	79502044	id-107740	9.78e-07	-	CCGTACTTAAATCCTGTATCCAGTAGATGGCGATT	UpstreamP1_CTCF	11
chrX	79538157	79538307	id-107741	4.14e-06	+	ATTTAAAAAATATTTTGTACCACCAGAGGGAGCTG	V_CTCF_BR	26
chrX	79540990	79541140	id-107742	2.59e-06	-	GGTCACTGCAGCAGTTTCAGCACTAGAGGGTGCCC	UpstreamP1_CTCF	32
chrX	79659124	79659274	id-107743	4.1e-06	-	GAGGCATTTGTGGTTGGCACCACTAGGGGCATGAG	Upstream_CTCF	9
chrX	79686802	79686952	id-107744	7.73e-06	+	CAAGGAGAAAAATTCCATCCCACTAGATGGCGCTG	V_CTCF_BR	22
chrX	79806311	79806461	id-107745	2.6e-06	+	CAGTGCCCCTGTGCTCAAACCTCTAGAGGGAGCTC	V_CTCF_BR	18
chrX	79834135	79834285	id-107746	7.23e-07	-	ACTGTTATTATGATTTTTACCACAAGGTGTCAGTA	Upstream_CTCF	40
chrX	79903632	79903782	id-107747	4.14e-06	-	TGCAGACAGCACAGACAGAACACTAGATGGCAGCA	V_CTCF_BR	39
chrX	80065391	80065541	id-107748	6.49e-06	+	TTGCAGCGCTCATAGTTCCCCGCTAGAGGCACTAA	UpstreamP1_CTCF	40
chrX	80067838	80067988	id-107749	8.46e-07	+	ACTGCAACACAGAAGCCAGCCACTGGAGAGAGCTG	Upstream_CTCF	33
chrX	80132479	80132629	id-107750	3.28e-05	+	AGGACTTTTTCTTACATTTCCTCTAGGTGGTGCTC	V_CTCF_BR	34
chrX	80376424	80376574	id-107751	1.41e-06	-	ATGCAATGGTAATCCTGTGCCATTAGGCGGCGCAG	UpstreamP1_CTCF	40
chrX	80429953	80430103	id-107752	1	+	NA	NONE	23
chrX	80451330	80451480	id-107753	4.7e-08	-	GGTACGTTCATGATTAGAGCCACTAGAGGGCGCCA	V_CTCF_BR	39
chrX	80493800	80493950	id-107754	3.73e-06	+	CTGGCAGTACTCCCCATGGCCTGTGGTGGCAGTGG	Upstream_CTCF	4
chrX	80535774	80535924	id-107755	8.16e-07	-	CTATTTTTATGCTGGTTGGCCAGGAGGTGGCGCTT	V_CTCF_BR	34
chrX	80632962	80633112	id-107756	1.61e-05	-	GATTAATAGCAAATTTCAGCCACTAGGTGGACTCA	UpstreamP1_CTCF	39
chrX	80670260	80670410	id-107757	8.64e-05	-	ATTTCTGCAAATATTTTAACCACTAGATGGTGTTG	Upstream_CTCF	16
chrX	80745608	80745758	id-107758	2.73e-07	+	TCTGATTTTCTGATTTTCACCACAAGAGGGAACCA	Upstream_CTCF	11
chrX	81213465	81213615	id-107759	2.83e-07	+	CAGAATTTCTTTCTTCTGACCAGGAGAGGGCACTG	V_CTCF_BR	20
chrX	81336600	81336750	id-107760	3.18e-06	+	TGATATTTACCAGTTCCTGCTAGCAGAGGGCGCTG	V_CTCF_BR	8
chrX	81473888	81474038	id-107761	1.64e-05	+	TAAACATTTCAGATATGATCCAGTAGGTGGCGCTT	V_CTCF_BR	23
chrX	81485586	81485736	id-107762	1.41e-09	+	GTGCAGCTTGATCCCCAGGCCAGCAGGTGGCACTT	UpstreamP1_CTCF	10
chrX	81903629	81903779	id-107763	3.05e-07	+	TCTGGATTAATATTAATTTCCACCAGGTGGAGACA	Upstream_CTCF	17
chrX	81904028	81904178	id-107764	1.93e-05	+	GCAGTAATGGCAGTTTTAGCCACTAGGGCCGGGAG	Upstream_CTCF	13
chrX	81931960	81932110	id-107765	5.34e-06	-	GCTAAAAGATTGAGAATGACCACAAGGGGGCATAG	V_CTCF_BR	24
chrX	82183325	82183475	id-107766	4.5e-06	-	TCTGGGTTAATATCTGTCTCCACCAGGAGGAGACA	Upstream_CTCF	9
chrX	82200436	82200586	id-107767	8.56e-05	-	CAGTAGGTGGCCCTTATAGGTAGGAGTTGGCAGCA	UpstreamP1_CTCF	7
chrX	82216286	82216436	id-107768	8.91e-07	+	ACTTGAGTTCCATATCTTTCCACTAGAGGGTAGTT	Upstream_CTCF	10
chrX	82263555	82263705	id-107769	9.39e-07	+	ATTTTAATACTGGTTTTCTCCACCAGATGTCGCTC	Upstream_CTCF	35
chrX	82515411	82515561	id-107770	3.56e-06	+	GCGTCTGTGCACACAGTCACCAGCAGGGGATCCCA	Upstream_CTCF	2
chrX	82671433	82671583	id-107771	1.21e-06	-	TTGTTGTATGGTCAGCAATCCAGCAGAGGGAGCAC	UpstreamP1_CTCF	23
chrX	82724696	82724846	id-107772	1.91e-08	+	CTTGGAGTGCCACAAACAGACACCAGAGGGAGCAA	Upstream_CTCF	30
chrX	82890376	82890526	id-107773	7.09e-08	-	CTGTCATGCCCGAACAGGGCCGCTAGAGGGCTCCT	UpstreamP1_CTCF	39
chrX	82913849	82913999	id-107774	2.2e-07	+	ATGCATTTCAACCTCCATACCAGTAGGTGGTGCTT	UpstreamP1_CTCF	20
chrX	83015008	83015158	id-107775	1.48e-06	-	ATGTGATTCTGCTCTCAGAACTCTAGAGGGCAGTC	UpstreamP1_CTCF	30
chrX	83026787	83026937	id-107776	1.64e-05	+	CATCACAGCAGCTGTCTCAGCACTAGGAGGCACTC	V_CTCF_BR	11
chrX	83074454	83074604	id-107777	1.38e-07	-	TTGGAATCCCAGCCAGCCACCAGCAGAGGGCTGAA	UpstreamP1_CTCF	6
chrX	83100532	83100682	id-107778	1.96e-07	-	ATGCCATTTCACCTACCAACCAGTAGATGGTGCTA	UpstreamP1_CTCF	40
chrX	83171657	83171807	id-107779	3.42e-09	+	ACTGCAGCTCCTCAGGCAAACACCAGAGGGAGCAA	Upstream_CTCF	39
chrX	83189350	83189500	id-107780	3.16e-06	-	CTGGACTTTCCACTCTTGACCATAAGATGGTAGCA	UpstreamP1_CTCF	8
chrX	83301520	83301670	id-107781	4.65e-10	+	GTGCAGTTTAATTTGTAGGCCAGTAGGTGGCGCCC	UpstreamP1_CTCF	40
chrX	83441756	83441906	id-107782	3.11e-05	-	TAATCGACTGCGTACTACTCCAGTAGAGGCCACCA	V_CTCF_BR	19
chrX	83443475	83443625	id-107783	3.09e-05	-	CAGCAATGCTGCTCCGTGGACTTGAGAGGGCCTGC	UpstreamP1_CTCF	20
chrX	83594639	83594789	id-107784	2.4e-05	+	GAATAATTACCCAGTAAAAACTCTAGAGGGCGCCC	V_CTCF_BR	39
chrX	83965753	83965903	id-107785	1	+	NA	NONE	6
chrX	83984839	83984989	id-107786	1.03e-09	+	GTGCAGTTTAACCTACGAGCCAGTAGATGGCACTC	UpstreamP1_CTCF	39
chrX	84162472	84162622	id-107787	2.78e-06	-	GAAAATAATCTTATGGTGTCCACTAGATGGCAGGG	V_CTCF_BR	23
chrX	84308099	84308249	id-107788	5.13e-05	-	GCTAAGGAATTCATTTTTACCACATGGGGTCAGTG	V_CTCF_BR	31
chrX	84339915	84340065	id-107789	1.62e-08	+	TTGTACTGAGCAATGGTTCCCACCAGATGGCAGTA	UpstreamP1_CTCF	40
chrX	84364343	84364493	id-107790	5.12e-07	-	CTGCTTTGCCCCACCCTCACCACACGGGGGAGCAC	UpstreamP1_CTCF	36
chrX	84366476	84366626	id-107791	7.09e-08	+	CTTCAGTAGTCAGTCTTTGCCACAAGGCGGCAGTG	UpstreamP1_CTCF	39
chrX	84369910	84370060	id-107792	6.43e-06	+	CCTATTTTTTAAATAACTGCCACAAGGGGGCTGGA	V_CTCF_BR	8
chrX	84393251	84393401	id-107793	1	+	NA	NONE	3
chrX	84544518	84544668	id-107794	4.34e-05	+	TCATAAGCACAAGTTTTTACCACTAGGTGGCTTAT	Upstream_CTCF	12
chrX	84564868	84565018	id-107795	1	+	NA	NONE	22
chrX	84620489	84620639	id-107796	4.43e-05	+	TGAAGCTTTGGGTTGTGATCCAATAGGTGGCGCTT	V_CTCF_BR	6
chrX	84784255	84784405	id-107797	4.03e-06	+	CTGAGGTACCGGCTTCATCTCACTAGGGGGTGCCA	UpstreamP1_CTCF	7
chrX	84794557	84794707	id-107798	4.88e-05	+	TATTATTTGAGGAGGCTGACTCCTAGAGGGCAGCA	V_CTCF_BR	5
chrX	84799768	84799918	id-107799	4.73e-07	-	GAGGTAGTTCCAAAAAGCAACAGTAGATGGTGCTA	Upstream_CTCF	35
chrX	84867046	84867196	id-107800	7.23e-07	+	TGTTCAAGACCAGATATTTCCAGAAGATGGCAGTA	Upstream_CTCF	34
chrX	84882501	84882651	id-107801	4.3e-08	+	GTGCAGTTTGACGTACCATCCAGTAGATGGTGCTT	UpstreamP1_CTCF	26
chrX	85106547	85106697	id-107802	6.9e-05	+	TGACTTGCACCACATACTGCCGGCAGATGGGGCAC	Upstream_CTCF	37
chrX	85168520	85168670	id-107803	1	+	NA	NONE	12
chrX	85185254	85185404	id-107804	1	+	NA	NONE	3
chrX	85322132	85322282	id-107805	8.21e-06	+	GAGGGCGGAGAGCTACTGGCATCTAGTGGGCAGAG	V_CTCF_BR	19
chrX	85377028	85377178	id-107806	7.44e-06	+	CAGGGCAGGCAGAGAAAGACCACCAGGTGGGGCCA	Upstream_CTCF	7
chrX	85388892	85389042	id-107807	4.3e-06	+	GATTGAATACTCTTACTTGTCACTAGATGGCGGTA	Upstream_CTCF	40
chrX	85426505	85426655	id-107808	5.65e-05	-	CAAACTCGTCTTACAGCTGCCCATAGAGGGCGCAT	V_CTCF_BR	36
chrX	85578028	85578178	id-107809	2.94e-06	+	CATGGAGCGGATTCCTATTCCACTAGGTGGAGGTG	Upstream_CTCF	7
chrX	85603803	85603953	id-107810	6.51e-07	+	GGTGTCCCGCTGCTCATAACCCCTAGGGGGAGCAG	Upstream_CTCF	16
chrX	86061914	86062064	id-107811	2.43e-06	+	GCAACATCACTGGCCTCTACCACTAGATGTCAGCA	V_CTCF_BR	33
chrX	86168777	86168927	id-107812	1	+	NA	NONE	9
chrX	86201705	86201855	id-107813	3.65e-05	-	ACTTAGTTTCACATGGCTACCACTAAGCGGCAGTG	UpstreamP1_CTCF	36
chrX	86464372	86464522	id-107814	1.59e-06	+	CTGGGACACATGCACTCTACCAGCAGGGGGAGAGG	V_CTCF_BR	2
chrX	86554683	86554833	id-107815	8.02e-05	-	TGCTAAATTACACAGTGTGCCACTAGAGTGCGCTA	Upstream_CTCF	38
chrX	86592374	86592524	id-107816	2.8e-05	-	GGTTGAATTTTTTCAGTAACCACTAGAGGTCTTCA	Upstream_CTCF	10
chrX	86593627	86593777	id-107817	4.17e-05	+	ATATCAATAATCCAGTACTCCAGCAGAGGGACATC	Upstream_CTCF	22
chrX	86817661	86817811	id-107818	3.63e-06	-	AGGCCCAAGGGCTCTCTAGCCAGCAGGTGGTGACT	V_CTCF_BR	1
chrX	86834117	86834267	id-107819	6.05e-06	+	CCTATGGTACAAAAGGAAGACACCAGAGGGAGCAA	V_CTCF_BR	24
chrX	86838777	86838927	id-107820	1.39e-07	+	AACTTAGGTACCAGCATGACCACAAGGGGGCAGAG	V_CTCF_BR	32
chrX	86919507	86919657	id-107821	1.1e-05	-	GTGACAAAATTACCTTCAGCCACTAGGTGTCTCTC	V_CTCF_BR	33
chrX	87390830	87390980	id-107822	2.15e-05	+	AAAATCATCATCAAGGTTATCACTAGATGGCAGTA	V_CTCF_BR	11
chrX	87618465	87618615	id-107823	2.08e-07	+	TAGCTGTTGAAGCTTTCTGCCAGCAGGAGGCTGTG	UpstreamP1_CTCF	3
chrX	87652715	87652865	id-107824	5.08e-05	-	ATTGTAATACCAAGAGCAGCCAGTAGAGAAGCTAT	Upstream_CTCF	8
chrX	87680872	87681022	id-107825	3.4e-06	+	TTCAGGGCACTGCAAACTGTCAGCAGATGGAGCCA	V_CTCF_BR	17
chrX	87858372	87858522	id-107826	1.03e-06	+	TGAGTCAGTTTGACCCCAGCCAGAAGGTGGCGCGT	V_CTCF_BR	5
chrX	87868468	87868618	id-107827	4.01e-05	-	GGTTGATGCCTTCATTAGGGCACTAGATGGAGCCT	V_CTCF_BR	25
chrX	88217417	88217567	id-107828	3.88e-06	-	TGGCCCTCTTCTAACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	1
chrX	88354725	88354875	id-107829	1	+	NA	NONE	3
chrX	88432673	88432823	id-107830	4.65e-05	+	TGATCTTAACTGCTTCCTGCTGACAGGGGGCGCTG	V_CTCF_BR	6
chrX	88605134	88605284	id-107831	4.41e-06	+	TCGTCGTTTGGGCTGTGACCCAGTAGATGGCGCTT	V_CTCF_BR	13
chrX	88660275	88660425	id-107832	5.72e-07	+	CAGAAGTAGAAGGTCTTAGCCAGTAGAAGGCAGTA	UpstreamP1_CTCF	5
chrX	89012896	89013046	id-107833	2.74e-08	+	TTGTAATACCGGTTTTCCTCCACTAGATGGAGCTG	UpstreamP1_CTCF	36
chrX	89014295	89014445	id-107834	1.59e-06	-	TATGTGGCAGGATCACTGCCCTCTAGGGGGAGCTC	V_CTCF_BR	11
chrX	89126754	89126904	id-107835	8.76e-09	+	GTGCAGTTCGAAGTGCAGGCCACTAGGTGGTGTTT	UpstreamP1_CTCF	30
chrX	89295920	89296070	id-107836	1.87e-09	-	GCTGTTGGGGCCCCCGCAGCCGCCAGGGGGCGGGA	V_CTCF_BR	4
chrX	89477723	89477873	id-107837	6.04e-09	-	GCTGCTCTGGCCACTCTGGCCTCCAGGGGACAGCA	Upstream_CTCF	9
chrX	89592296	89592446	id-107838	1	+	NA	NONE	6
chrX	89635465	89635615	id-107839	1.39e-05	+	ACTCTCCCTCAGGAATATACCAGAGGGGGGCAGTA	V_CTCF_BR	6
chrX	89798744	89798894	id-107840	9.84e-05	+	AGCTCACATATAAAAGTCACCAGCAGAGGTCATAT	V_CTCF_BR	7
chrX	90071324	90071474	id-107841	3.97e-05	+	GGCCTGTGGTGGTGGATGGCCACAAGGGGAGGCTT	UpstreamP1_CTCF	3
chrX	90273211	90273361	id-107842	1.02e-07	+	GTGCAGTTTGACCTGCAGGCCAGTAGGTGATGCTT	UpstreamP1_CTCF	8
chrX	90321222	90321372	id-107843	2.11e-06	-	GGGAATTTGGAGGGGCTGGCAGGCAGGGGGCGCCT	V_CTCF_BR	4
chrX	90669847	90669997	id-107844	8.46e-07	+	ACTGACCTTCGCTCAAACGCCACTAGGTGGCCTTC	Upstream_CTCF	30
chrX	90755657	90755807	id-107845	2.93e-08	-	TTGTAGTTTGGGCTGTGGTCCAGCAGATGGCACTT	UpstreamP1_CTCF	17
chrX	90894375	90894525	id-107846	2.96e-05	-	CAGTCCTTTTTCATATCGGCCTGTAGAGGGAGTAT	UpstreamP1_CTCF	12
chrX	91025927	91026077	id-107847	1.91e-08	-	TGTGCACTCTGGCCAAGGCCCTCTAGGGGGCAGCA	Upstream_CTCF	13
chrX	91029049	91029199	id-107848	2.46e-06	-	ATGCATAGCTCAGCTGGAGACACTAGAGGGTACTA	UpstreamP1_CTCF	8
chrX	91031693	91031843	id-107849	9.84e-05	-	TCTTTTCTCCTGTGTTCTGTCTGATGGTGGCACCA	V_CTCF_BR	4
chrX	91487302	91487452	id-107850	1.04e-05	+	TGTCATGTACTATAGTGAACCACTAGATGGTGCAC	V_CTCF_BR	34
chrX	91715729	91715879	id-107851	3.79e-08	-	GTGAAGTCCTCGCCATCTTCCAGCAGGCGGCGGTA	UpstreamP1_CTCF	5
chrX	92029142	92029292	id-107852	1.73e-05	-	TTGAGTTTAGAAGCCTGCTGCACTAGGGGGAGCCA	V_CTCF_BR	8
chrX	92076875	92077025	id-107853	1.76e-05	-	AGGCATTAGTCAAGTGCGGCCGCCAGGCAGAGGCG	UpstreamP1_CTCF	3
chrX	92251490	92251640	id-107854	1.03e-06	-	TGGCCCTTTGCTCACAGCTCCACTAGGTGGAGCCA	V_CTCF_BR	8
chrX	92421402	92421552	id-107855	2.44e-07	+	CTTGCAGTACTCTCTGTGGCCTGTAGTGGCAGTGG	Upstream_CTCF	13
chrX	92514142	92514292	id-107856	6.73e-07	+	ATGTAATTACTCAAGGTGGCCACTAGCAGAAAGTA	UpstreamP1_CTCF	5
chrX	92677814	92677964	id-107857	7.55e-07	-	GGACAGTTCCTAACTCTATCCACAAGGGGGCAGAA	V_CTCF_BR	35
chrX	92793697	92793847	id-107858	1.69e-05	-	CCTCACTATTTCTGATATACCAATAGGTGGCACTA	UpstreamP1_CTCF	19
chrX	92846513	92846663	id-107859	7.46e-06	+	GTTTTATATCAGCATCAAGCCACTAGGGGTCTGTA	UpstreamP1_CTCF	5
chrX	92903869	92904019	id-107860	2.23e-06	+	AAGCAGTACATGTGGGTAACAGGCAGAGGGCAGAA	UpstreamP1_CTCF	6
chrX	93129682	93129832	id-107861	4.7e-06	+	CGGAGAAAAAAATCCCATTCCACTAGGTGGCACTG	V_CTCF_BR	36
chrX	93313889	93314039	id-107862	7.23e-07	-	GTTGTTATTAAAGAAGCCACCACGAGAGGGCAATA	Upstream_CTCF	33
chrX	93363091	93363241	id-107863	1.31e-05	-	TTATAGATTTCTCAGCAAGCCAATAGAGGGCAGCA	V_CTCF_BR	16
chrX	93459570	93459720	id-107864	1	+	NA	NONE	3
chrX	93473779	93473929	id-107865	1	+	NA	NONE	1
chrX	93543457	93543607	id-107866	2.12e-06	-	TTGTTATTAATCAAACTGAACACTGGATGGCAGTC	UpstreamP1_CTCF	7
chrX	93779978	93780128	id-107867	1.84e-07	+	GCTGCCTTGCTTTTAGCTGCCACTAGGGGTCCAAG	Upstream_CTCF	17
chrX	93831491	93831641	id-107868	5.93e-06	-	AATGTAATATTGAACTAAGCCACTAGGGGAGGAGT	Upstream_CTCF	19
chrX	93888371	93888521	id-107869	1	+	NA	NONE	2
chrX	93917772	93917922	id-107870	9.62e-05	-	CTCAGATGGCATGAGCCAAACACCAGAGGGGGCAA	UpstreamP1_CTCF	8
chrX	93931400	93931550	id-107871	1.72e-06	+	AGTACAGTGGCCCTCTTCTCCACTAGGTGGTGTCA	Upstream_CTCF	12
chrX	94006682	94006832	id-107872	8.58e-06	+	GGTCACTGCAATTATATCTACACTAGGGGGCATCC	UpstreamP1_CTCF	6
chrX	94086488	94086638	id-107873	9.84e-06	+	TTGTAATTTTAACATGAAACCAATAGATGACACTA	UpstreamP1_CTCF	31
chrX	94215886	94216036	id-107874	3.45e-05	+	AAATGTGGACTTTCTGTATCCACTTGGGGGTGCAC	V_CTCF_BR	6
chrX	94312049	94312199	id-107875	1.92e-06	+	CACCTCTGCCATCATTTATCCACAAGGTGGCAATG	UpstreamP1_CTCF	25
chrX	94326161	94326311	id-107876	3.36e-05	-	CTGTAACAAGCTATATCAACAGCTAGAGGGGGACA	UpstreamP1_CTCF	22
chrX	94330017	94330167	id-107877	7.15e-05	+	TTAAAATACCGGTTTGCTTCCACTAGGTGTTGCTG	V_CTCF_BR	4
chrX	94331606	94331756	id-107878	1.19e-06	-	AATGTGGCAGGATCACTGTCCTCTAGGGGGAGCTC	V_CTCF_BR	36
chrX	94356276	94356426	id-107879	7.27e-06	+	TTTTTTGATTCTCCTCCCTCCAGTAGGTGGCACTT	V_CTCF_BR	12
chrX	94400970	94401120	id-107880	1	+	NA	NONE	5
chrX	94573989	94574139	id-107881	2.78e-09	+	TTGCAGTTAAGTCTTCGGTCCAGCAGGTGGCACTT	UpstreamP1_CTCF	27
chrX	94580300	94580450	id-107882	1.48e-06	-	TTAGACAGGCATGATCCTGGCAGGAGGGGGCGCTC	V_CTCF_BR	3
chrX	94601972	94602122	id-107883	9.29e-06	+	GATGTTTGCTTCAGTATTCCCACTAGATGGCAAAC	Upstream_CTCF	18
chrX	94760786	94760936	id-107884	4.88e-06	+	GGTCACTGCAGCCATTTCAGCACTAGAGGACACCC	UpstreamP1_CTCF	9
chrX	94930918	94931068	id-107885	1	+	NA	NONE	5
chrX	95017842	95017992	id-107886	4.71e-06	-	GGTGTCTCTTCTTATAAGGGCACTAGGGGGCTCTA	Upstream_CTCF	24
chrX	95019983	95020133	id-107887	2.6e-06	+	TTGTGTCCCTACTTTATGGCCAAAAGGTGGCACTG	V_CTCF_BR	34
chrX	95078915	95079065	id-107888	8.56e-05	+	GTGTAATATCACTTCATACCCACTAGGGTGGCTAT	UpstreamP1_CTCF	16
chrX	95158680	95158830	id-107889	1	+	NA	NONE	11
chrX	95381276	95381426	id-107890	2.81e-06	+	CTTGTATTTCCTAATTTAGCCACTAGTTGTCATCT	Upstream_CTCF	14
chrX	95437503	95437653	id-107891	2.94e-06	+	AATGCAGTGTCCCCATGTGGCAGAAGGCAGAAGCA	Upstream_CTCF	32
chrX	95438968	95439118	id-107892	1.82e-07	+	AGCATGCAGCTCTTTGTGGACAGCAGATGGCACTA	V_CTCF_BR	33
chrX	95627874	95628024	id-107893	4.65e-06	+	AAGAAATTTTGCAACCTTCCCACTAGGAGGAGCTA	UpstreamP1_CTCF	40
chrX	95801392	95801542	id-107894	1	+	NA	NONE	23
chrX	95828701	95828851	id-107895	4.31e-05	-	ATGTGTGACTTTCTCAAGGCCACAAGGCGGAGCTG	UpstreamP1_CTCF	7
chrX	95939732	95939882	id-107896	1	+	NA	NONE	29
chrX	96025440	96025590	id-107897	3.03e-05	+	CTTTTTATAATTGTGTAGTCCAGAAGGGGGAGACA	Upstream_CTCF	33
chrX	96098653	96098803	id-107898	5.63e-06	-	AGGAAGTTCCTGCCTTTTGCCGCAGGGAGGAGCTG	UpstreamP1_CTCF	24
chrX	96107450	96107600	id-107899	1	+	NA	NONE	11
chrX	96226908	96227058	id-107900	8.64e-05	+	GCCTTGATTCATACTGTGGTCAATAGGTGGCAGGT	Upstream_CTCF	10
chrX	96271081	96271231	id-107901	4.71e-06	+	TCTTCTGTTTTCATTTGGATCAGTAGGTGGGGCAG	Upstream_CTCF	6
chrX	96281519	96281669	id-107902	1.41e-05	+	TCGTATTTCTGGATTTCAAACTGCAGGTGGCTCTC	UpstreamP1_CTCF	25
chrX	96430269	96430419	id-107903	2.8e-05	+	TCAGCACTTATGTAATGTCACGATAGGTGGTGCCA	Upstream_CTCF	3
chrX	96571066	96571216	id-107904	5.67e-06	-	GTTGCTAAGGCAAACCAACCCGCTAGAGGGCACTG	Upstream_CTCF	23
chrX	96701385	96701535	id-107905	2.1e-05	+	CAGGTCATACTTAAATTCTACTCTAGGGGGAGTTC	Upstream_CTCF	27
chrX	96940873	96941023	id-107906	5.89e-08	-	TGGCTGTGCCATACTACAACCACCTGGTGGCAGCA	UpstreamP1_CTCF	39
chrX	96947701	96947851	id-107907	1	+	NA	NONE	5
chrX	96998118	96998268	id-107908	2.83e-07	-	CCATGCTATGAGGCTGCATACAGCAGGGGGCGCCC	V_CTCF_BR	34
chrX	97098458	97098608	id-107909	2.83e-07	-	GTTCCCACACTTGAAGCAGGCACCAGGTGGCGCTC	V_CTCF_BR	3
chrX	97460590	97460740	id-107910	6.48e-05	+	CTAAAGCTTCTCTTTTTGGCCTGTAGATGGCCATC	UpstreamP1_CTCF	7
chrX	97634262	97634412	id-107911	2.38e-07	+	CTCCTAATTGGATTATTGGCCTCCAGGTGGAGCCC	V_CTCF_BR	9
chrX	98105774	98105924	id-107912	4.7e-06	-	GAATTCACAATTACAACGACCACTGGGTGGCAGTA	V_CTCF_BR	19
chrX	98211127	98211277	id-107913	5.41e-06	-	CTGGCAGTACTCCTCATGGCCTGTGGTGGCAGTGG	Upstream_CTCF	8
chrX	98242276	98242426	id-107914	1	+	NA	NONE	12
chrX	98428084	98428234	id-107915	8.16e-07	+	CCACCACTATGGTGTGTGCCCACAAGGTGGCAGGA	V_CTCF_BR	9
chrX	98526757	98526907	id-107916	1.95e-07	+	TGTGCTGGTTGGCCTCCTGCCAGGAGGTGGCGCTT	Upstream_CTCF	3
chrX	98528333	98528483	id-107917	1	+	NA	NONE	1
chrX	98550632	98550782	id-107918	2.89e-07	-	GAGGCATTATTGATAGTGGCCAGTAGAGGACAGAA	Upstream_CTCF	2
chrX	98557091	98557241	id-107919	5.34e-06	+	AGAAATCTTTACGCTCCATCCACTAGAGGGCAATC	V_CTCF_BR	27
chrX	98649563	98649713	id-107920	1.64e-05	-	ACAGAGAGACACCCACTGTCCTGAAGGGGGAGTCC	V_CTCF_BR	11
chrX	99033035	99033185	id-107921	9.71e-06	-	CTGGCAGTACTCTTCATGGCCTGTGGTGGCAGTGG	Upstream_CTCF	4
chrX	99050625	99050775	id-107922	4.3e-08	+	GTGCAATTCAACCTACAAGCCAGTAGATGGTGCTT	UpstreamP1_CTCF	23
chrX	99112581	99112731	id-107923	1.21e-05	-	CAATCAGGTATATGATTCTCCAGTAGGGGGCCAGA	Upstream_CTCF	21
chrX	99327298	99327448	id-107924	6.49e-06	+	ATGCAGTAACCTTAGGAAGCCAAAAGAGGCACCAC	UpstreamP1_CTCF	7
chrX	99354198	99354348	id-107925	5.08e-05	-	GCAGTAATATCTTCTCTTTGTTCCAGAGGGAGCCA	Upstream_CTCF	10
chrX	99440515	99440665	id-107926	4.21e-05	-	ATACAGACAGCGTACATGAACACCAGGGGGAGTTT	V_CTCF_BR	5
chrX	99623276	99623426	id-107927	2.62e-07	+	GAGCTCTTTCCTGCAGCAGCCTGTAGGTGGAGACC	UpstreamP1_CTCF	39
chrX	99634502	99634652	id-107928	1.69e-05	-	GTGACGTTCTGTCTGACAGTCAGCAGAGGGCGTAT	UpstreamP1_CTCF	40
chrX	99660567	99660717	id-107929	4.65e-05	-	CATTAAGATCTGGTTCCTACCAGTGGATGTCACTG	V_CTCF_BR	2
chrX	99668349	99668499	id-107930	1	+	NA	NONE	40
chrX	99679131	99679281	id-107931	1.46e-07	+	GCTGAAATACTCCCCAACCCCAGGTGGTGGCGGCA	Upstream_CTCF	26
chrX	99702936	99703086	id-107932	1.03e-05	+	TTGCATTACTGCCATGTGGCCACTAGGGACACTCT	UpstreamP1_CTCF	40
chrX	99767593	99767743	id-107933	3.56e-06	+	GGTGTAATTCTCAGTGAATACTCTAGATGGTAGCA	Upstream_CTCF	39
chrX	99820696	99820846	id-107934	1	+	NA	NONE	34
chrX	99864741	99864891	id-107935	2.58e-07	-	GTTGTAGCTCTTGATTTTACCAGTAGAGAGCACAG	Upstream_CTCF	14
chrX	99870062	99870212	id-107936	4.88e-05	+	AAAGACAGCAGCTTTACAGCCACTAGAGGGGGCAG	V_CTCF_BR	40
chrX	99891814	99891964	id-107937	2.04e-05	-	ATATAGTTTTCGGTAACCTTCGGCAGGGGGCGCTC	V_CTCF_BR	40
chrX	99902270	99902420	id-107938	8.19e-06	-	GAGCTACTGCCAAAGGCCTCCACCAGGAGCTAAGG	UpstreamP1_CTCF	16
chrX	99905278	99905428	id-107939	5.34e-06	+	AGGACCATAAGCAGGGCTGTCACTAGGGGGAAGAC	V_CTCF_BR	11
chrX	99909363	99909513	id-107940	7.46e-06	+	CCGTAATTTGAAGATGGTGTCTCCAGATGGCAGTA	UpstreamP1_CTCF	38
chrX	99926263	99926413	id-107941	2.18e-07	+	GTTCCTCTACCCTGAGGTGACAGCAGAGGGCAGCA	V_CTCF_BR	40
chrX	99940792	99940942	id-107942	9.11e-08	+	GCTGTCAAACTCAGAAACACCAGCAGGGGGCACTA	Upstream_CTCF	40
chrX	99986390	99986540	id-107943	1	+	NA	NONE	14
chrX	100023798	100023948	id-107944	5.52e-10	-	GCTGCAGTACTACAGATAGACACCAGGTGGGGCTC	Upstream_CTCF	40
chrX	100075136	100075286	id-107945	3.47e-07	-	CCGCAGGCGCGAGTTGCGTCCACCGGAGGGCTATA	UpstreamP1_CTCF	32
chrX	100084926	100085076	id-107946	2.72e-05	+	TTATAGTTTCCTTCAGTACCCAGCAGAGGAAGCAA	UpstreamP1_CTCF	5
chrX	100150466	100150616	id-107947	1.59e-06	+	TCTGAAGCCTGCTGACCTGCCACAAGATGGCGAGA	V_CTCF_BR	40
chrX	100461595	100461745	id-107948	4.1e-06	-	CCTTCCTTACCCCTACCAACCAGCAGGGTGCATTC	Upstream_CTCF	40
chrX	100515534	100515684	id-107949	1.97e-06	+	ACTGCCAACACCCTGCTGGCCTCTTGATGGAGCCA	V_CTCF_BR	40
chrX	100542519	100542669	id-107950	9.11e-08	-	CCAGTACTACCAGAAGTGGTCAGGAGAGGGAGCAA	Upstream_CTCF	38
chrX	100612258	100612408	id-107951	2.04e-08	+	TTTGCAGTCCCAGTCGTAGCCACTAGAGGAAGAAA	Upstream_CTCF	40
chrX	100645821	100645971	id-107952	2.04e-05	+	CCGAACTGAGTCCTCTCAGCCGCCCGAGGGCGCTG	V_CTCF_BR	40
chrX	100663397	100663547	id-107953	3.5e-05	-	ATGAGCGTCCACCATTTCCCCACCAGGCGCAGCAC	UpstreamP1_CTCF	25
chrX	100670213	100670363	id-107954	1	+	NA	NONE	4
chrX	100670596	100670746	id-107955	1.04e-07	+	GCAAAGATTCTCAAGTTAGCCACTAGATGGCACCA	V_CTCF_BR	40
chrX	100706204	100706354	id-107956	8.21e-05	-	TGAACTCAGTTGATGCCTGCCCACAGAGGGAGCAT	V_CTCF_BR	1
chrX	100715814	100715964	id-107957	1	+	NA	NONE	18
chrX	100717987	100718137	id-107958	4.24e-07	+	ATTGCAACTCTGATTCTAATCACCAGGTGGCTCCA	Upstream_CTCF	40
chrX	100756506	100756656	id-107959	3.88e-06	+	GCAACAGTAGCATTCTGGAGCAGCAGAGGGAGCAG	V_CTCF_BR	10
chrX	100851204	100851354	id-107960	1	+	NA	NONE	39
chrX	100872325	100872475	id-107961	1.59e-06	+	GGTGTGGAGAAAGAAGGGGCCAGGAGAGGGCGACT	V_CTCF_BR	40
chrX	101014057	101014207	id-107962	5.97e-08	-	GATGTAGCTCTGCATTTGACCAACAGGTGGCAATT	Upstream_CTCF	38
chrX	101054397	101054547	id-107963	7e-10	-	GATGTAGTTCTGGCTTTGACCAGCAGGTGGCAATT	Upstream_CTCF	40
chrX	101058548	101058698	id-107964	4.38e-08	-	GCTGCAGTTCTAGATTGGGTCAACAGATGGCATTG	Upstream_CTCF	39
chrX	101197983	101198133	id-107965	2.46e-06	+	TTGTATTGCCCATTAATGTCCACTAGAGAGCATCT	UpstreamP1_CTCF	11
chrX	101265401	101265551	id-107966	1	+	NA	NONE	5
chrX	101323073	101323223	id-107967	4.38e-08	+	GCTGCAGTTGAAGCTTCTGTCACAAGATGGCACCA	Upstream_CTCF	39
chrX	101340806	101340956	id-107968	7.49e-05	-	CTCAAGAACTAATTTTTAGCCCCTTGGGGGCGATG	V_CTCF_BR	16
chrX	101341956	101342106	id-107969	1.48e-06	-	CTGGCTTTCCTCAGAGTGACCAAGAGAGGGAACCC	Upstream_CTCF	2
chrX	101384561	101384711	id-107970	4.7e-06	+	TATAATCCCCATGTCAGATCCACTAGGTGGAGCTC	V_CTCF_BR	32
chrX	101409300	101409450	id-107971	6.84e-06	+	CCTGAGAAACTTTATGAACCCTGTAGGGGGCGCCC	V_CTCF_BR	25
chrX	101596901	101597051	id-107972	5.61e-08	+	GCTGCAGTTCTGGATTGGGTCAACAGATGGCATTG	Upstream_CTCF	34
chrX	101600998	101601148	id-107973	2.88e-10	+	GATGTAGTTCTGGCTTTGACCAGCAGGTGGCGATT	Upstream_CTCF	40
chrX	101749614	101749764	id-107974	1.59e-06	-	GCGTCCTTACCTAGACTGTCCAGGAGAGGGCACAT	V_CTCF_BR	40
chrX	101772365	101772515	id-107975	7.84e-05	-	CAATTTTCTCTTCCAACAGACACTGGGTGGTGCTA	V_CTCF_BR	29
chrX	101854262	101854412	id-107976	5.7e-05	+	ATTCCAATACCTGAAGCGGCCACAGGGTACAGGAC	Upstream_CTCF	28
chrX	101855206	101855356	id-107977	1	+	NA	NONE	21
chrX	101898338	101898488	id-107978	9.84e-06	+	TTGCTCTACCTCCTTTGCAGCACTTGGTGGTGTCA	UpstreamP1_CTCF	2
chrX	101907432	101907582	id-107979	3.48e-06	-	CTCCAATTCTGAGGATTCACCACTAGGTGCGCCAC	UpstreamP1_CTCF	32
chrX	101915035	101915185	id-107980	1	+	NA	NONE	32
chrX	101968379	101968529	id-107981	3.48e-06	-	CTCCAATTCTGAGGATTCACCACTAGGTGCGCCAC	UpstreamP1_CTCF	35
chrX	101970038	101970188	id-107982	1.59e-06	+	GCCCAAAACCGATGCCAGGGCAGTAGGTGGCGCTC	V_CTCF_BR	19
chrX	102090811	102090961	id-107983	1.04e-06	-	GCTGCAGTTCAGGCTTCTGTTACAAGGTGGCACCA	Upstream_CTCF	40
chrX	102095970	102096120	id-107984	8.91e-07	+	AGTTTATTACTCAAAGTTCCCAAGAGGGGGCGCTC	Upstream_CTCF	37
chrX	102118772	102118922	id-107985	7.97e-09	-	CATGCAGTTCAGGCTTCAGTCACGAGGGGGCACCA	Upstream_CTCF	40
chrX	102154998	102155148	id-107986	2.47e-08	+	GTTGCAATCCTGGCTCTGGCCACTAGGAGACATCG	Upstream_CTCF	40
chrX	102155649	102155799	id-107987	3.67e-09	-	GCTGTAGTTCAAGCTTCTGTCACGAGGGGGCACCA	Upstream_CTCF	40
chrX	102189681	102189831	id-107988	6.04e-09	+	GCTGCGTTTCTGTCTCTGGCCACTAGGAGGCATCA	Upstream_CTCF	40
chrX	102205977	102206127	id-107989	4.55e-09	+	TGTGCAATAATTTCTCTGGCCACCAGGAGGCATCA	Upstream_CTCF	40
chrX	102206608	102206758	id-107990	1.05e-08	-	GCTGTAGTTCAGCCTTCTGTCACGAGAGGGCACCA	Upstream_CTCF	40
chrX	102213800	102213950	id-107991	5.37e-06	+	TTGAAGTTTGGGCTGTGATCCAGTAGATGGTGCTT	UpstreamP1_CTCF	6
chrX	102219659	102219809	id-107992	2.81e-06	+	GCTTCCATCCTGTCTCTGGCCGCTAGGTGACATCC	Upstream_CTCF	11
chrX	102272592	102272742	id-107993	1.48e-06	-	ACTGCAGTTCAGGCTTCTGTCACAAGGCGACATCA	Upstream_CTCF	26
chrX	102318299	102318449	id-107994	3.18e-06	-	GGCGGGCTCGAATGGGGGCCCCCTAGTGGGCGCAC	V_CTCF_BR	9
chrX	102383528	102383678	id-107995	1	+	NA	NONE	6
chrX	102405876	102406026	id-107996	9.66e-05	-	CAAATTGTTCTCTGTTTGGCCAGTAGGAGCCCCTT	Upstream_CTCF	17
chrX	102412716	102412866	id-107997	5.48e-05	+	GATGCCATACCTCACCCCACCATGGGGTGGGCACT	Upstream_CTCF	13
chrX	102413060	102413210	id-107998	1.41e-09	-	CCTGCAATTCTGACTCTGAGCACAAGGTGGCATTG	Upstream_CTCF	40
chrX	102431415	102431565	id-107999	4.24e-09	-	GCTGCAGTGCAGGCCTATGTCACGAGGGGGCACCA	Upstream_CTCF	40
chrX	102466053	102466203	id-108000	6.43e-06	+	AAGTGAAGAAACGCAAAAACCAGCAGATGGCGACA	V_CTCF_BR	40
chrX	102503664	102503814	id-108001	2.06e-07	-	GCTGCAGTTCTGTCTTTGGTCACATGGTGGCAATT	Upstream_CTCF	36
chrX	102544802	102544952	id-108002	1.48e-06	-	GTGAGGGTTCTCGCTTTGTCCTGCAGATGGCTGCC	V_CTCF_BR	0
chrX	102554002	102554152	id-108003	2.1e-05	+	GTTGAACAATCTTTGTTTTCCAAAAGGGGGCAGTA	Upstream_CTCF	8
chrX	102598177	102598327	id-108004	4.96e-08	+	ACTGCAGTGCTGTTTCTGGTCACAAGGTGGCCCTT	Upstream_CTCF	40
chrX	102632622	102632772	id-108005	1	+	NA	NONE	6
chrX	102719140	102719290	id-108006	4.24e-07	+	GTTGCAATCCTGACTCTGGCCACCAAGAGGCATTA	Upstream_CTCF	39
chrX	102719788	102719938	id-108007	2.73e-07	-	GCTGCAGTTCAGGCTTCTGTCATGAGGGGGCATCA	Upstream_CTCF	40
chrX	102743399	102743549	id-108008	6.04e-09	+	GATGCAATCCTGTCTCTGGGCACCAGATGGCATCG	Upstream_CTCF	36
chrX	102744786	102744936	id-108009	7.97e-09	-	GCTGCAGTTTAGGCTTCTGTCACGAGGGGGCACTA	Upstream_CTCF	40
chrX	102758460	102758610	id-108010	1.64e-06	-	GCTGTGATCCGGGTTCTGGCCATCAGGAGGCATCA	Upstream_CTCF	13
chrX	102788467	102788617	id-108011	8.19e-10	+	GCTGCAGTTCAGGCTTCTGTCACGAGGGGGCACCA	Upstream_CTCF	40
chrX	102791780	102791930	id-108012	1.46e-07	-	GCTGCAATCCTGTCTTTGGCTACCAGGAGGCATCA	Upstream_CTCF	14
chrX	102884973	102885123	id-108013	3.18e-06	-	TCCTTCCTGGAAAGACCCTCCTGCGGAGGGCGCTC	V_CTCF_BR	39
chrX	102930123	102930273	id-108014	1.5e-05	-	GAATTTTTTCCCTGAGTTGCCACCAGAGGGGTAGG	Upstream_CTCF	12
chrX	102942324	102942474	id-108015	6.39e-05	-	GTGGCTCTCACCAGTCCCGACGCCAGGGGCGCACG	Upstream_CTCF	38
chrX	102942954	102943104	id-108016	2.78e-06	+	TTTATACCTCTCGAGTCTGCCACTAGATGCCGCCA	V_CTCF_BR	40
chrX	102944016	102944166	id-108017	5.9e-06	+	ATGCATATTTTTGTACACACCACTAGAGGGTGCTA	UpstreamP1_CTCF	40
chrX	102966505	102966655	id-108018	3.41e-08	+	CATGTAGTTGTGGATTAGTCCACTAGAGGGCGTAC	Upstream_CTCF	39
chrX	103029117	103029267	id-108019	2.31e-06	-	CCTGCACTGCCAAGGGATTCCTCAAGAGGCACTGC	Upstream_CTCF	26
chrX	103072532	103072682	id-108020	6.51e-07	-	GAAACAGTTCCACTTTCAACCACAAGGGGGCAATA	Upstream_CTCF	40
chrX	103100123	103100273	id-108021	1.97e-06	+	ATTGTCTGAACCATGCTTGACGGCAGGTGGCAGCA	V_CTCF_BR	40
chrX	103172700	103172850	id-108022	5.12e-06	+	GGGTAGAGTCGACTTTTGTCCACTGGGGGTCGCAG	UpstreamP1_CTCF	40
chrX	103174068	103174218	id-108023	1.43e-05	-	TCTGCACTTCCTAACTGTACCGCCTGGGTGTTTCA	Upstream_CTCF	37
chrX	103194594	103194744	id-108024	1.56e-06	-	CCTGACATGGAGACACCTCCCAGCAGGGGTCGACA	Upstream_CTCF	5
chrX	103196275	103196425	id-108025	1.97e-06	-	TGATAATACCAAGTGTTGGCCAGCAGGTGGAGAAA	V_CTCF_BR	38
chrX	103215299	103215449	id-108026	7.84e-05	+	CAATTTTCTCTTCCAACAGACACTGGGTGGTGCTA	V_CTCF_BR	37
chrX	103342949	103343099	id-108027	1.67e-07	+	TGATAATACCAAGTGTTGGCCAGCAGGTGGAGCAA	V_CTCF_BR	39
chrX	103343709	103343859	id-108028	1.37e-05	-	TCTGCAGTACCCTTCCCAGCCTCTGGTAACCACAG	Upstream_CTCF	12
chrX	103358082	103358232	id-108029	1.56e-06	-	GGGTACGGCCGACTTTTGTCCACTGGGTGTCGCAG	UpstreamP1_CTCF	38
chrX	103381211	103381361	id-108030	2.83e-07	-	GTAAAGGGATGCTAGATAGCCACCAGGTGGCGATA	V_CTCF_BR	40
chrX	103410995	103411145	id-108031	3.63e-10	+	GTTCAGTTCCTCCTCCGGTCCAGCAGGGGGCACGG	UpstreamP1_CTCF	40
chrX	103440285	103440435	id-108032	3.63e-08	+	GCAGCAACTTTATCTTTTGCCACTAGAGGGAGATC	Upstream_CTCF	40
chrX	103498370	103498520	id-108033	1.48e-06	-	CACGTGGAGCGCACTTTTACAACCAGGGGGCGGAC	V_CTCF_BR	22
chrX	103514993	103515143	id-108034	2.5e-05	-	ATGGAGTGAAGAACGGTCACCACTAGGGGATTTAG	UpstreamP1_CTCF	24
chrX	103515711	103515861	id-108035	3.4e-06	-	GCCACAGTATTCCATTTGGCCACCTGAGGGCGTGC	Upstream_CTCF	40
chrX	103553987	103554137	id-108036	1.41e-05	+	ATGCCCTGTGACCAAGGTTCCAGCAGGGGCAGTGT	UpstreamP1_CTCF	30
chrX	103554776	103554926	id-108037	1	+	NA	NONE	37
chrX	103588491	103588641	id-108038	3.84e-06	-	GTGGAAAAACCAGAAGAAACCAGCAGATGGCGACA	UpstreamP1_CTCF	40
chrX	103614957	103615107	id-108039	1	+	NA	NONE	28
chrX	103620562	103620712	id-108040	4.17e-05	+	GGAGGTGTCAGAATACCGACCTCCAGGTAGAGGGG	Upstream_CTCF	2
chrX	103727568	103727718	id-108041	2.66e-05	+	AATTTGTTTTTCATTCTTATCAGTAGGTGGCAGCA	V_CTCF_BR	25
chrX	103810581	103810731	id-108042	1	+	NA	NONE	35
chrX	103885968	103886118	id-108043	4.5e-06	-	CAGGTGGTACCATCTCTCACCATTAGGGGGCCTAA	Upstream_CTCF	20
chrX	103913342	103913492	id-108044	1.09e-06	+	GTTTCTGGTCTTAACATTACCAGCGGGTGGCACTG	Upstream_CTCF	18
chrX	103957328	103957478	id-108045	5.37e-06	-	TTGCTATGAACACTAATAACCAGGGGATGGTGCAG	UpstreamP1_CTCF	8
chrX	104034600	104034750	id-108046	3.86e-05	+	GGTGAGGTAACTCATGTCACCAGGAGGAGCTGTCC	Upstream_CTCF	1
chrX	104048823	104048973	id-108047	2.1e-05	+	CCAGGAATACCTGGACTCAGCCACTGGGGGTGCTG	Upstream_CTCF	17
chrX	104158130	104158280	id-108048	1.19e-06	+	GTCTGTTTCCTGTCAACTGCCACTAGAGGGAGGCT	V_CTCF_BR	36
chrX	104166941	104167091	id-108049	2.96e-05	+	TGCTATCGCCACCTACTGGCCACTAGGGTGAACTG	UpstreamP1_CTCF	40
chrX	104308530	104308680	id-108050	2.62e-07	-	TTGTATCACCCCATCCCCACCTCCAGGTGGCTCAG	UpstreamP1_CTCF	6
chrX	104433847	104433997	id-108051	1	+	NA	NONE	5
chrX	104435041	104435191	id-108052	2.75e-09	-	GGGGCAATTCATAAAATTACCACTAGAGGGCGAGC	Upstream_CTCF	39
chrX	104436684	104436834	id-108053	7.9e-07	-	CCGCAGTGGAACTGAGTAGCCCATAGAGGGAGCCA	UpstreamP1_CTCF	39
chrX	104455054	104455204	id-108054	2.97e-06	-	TCCAGATATTGCCGAATGTCCACTAGAGGGCAAAA	V_CTCF_BR	27
chrX	104505479	104505629	id-108055	1.32e-05	+	GGTGCAATGCCCCTACCGGTGGCTAGCTGGAATTC	Upstream_CTCF	12
chrX	104705383	104705533	id-108056	1	+	NA	NONE	17
chrX	104796544	104796694	id-108057	1.95e-07	-	TCTGGGATTCAGCATATAGCCAGCAGATGGAGGAA	Upstream_CTCF	16
chrX	104945794	104945944	id-108058	9.84e-05	-	ATAACTATACAGATGTTTCACACTAGAGGTCACTC	V_CTCF_BR	30
chrX	105001629	105001779	id-108059	6.73e-07	+	ATGCAGTTTTTAGATGCAACCACTGGAGGGTGTTT	UpstreamP1_CTCF	9
chrX	105009837	105009987	id-108060	4.65e-05	+	CTTTCTGTAAGCACTGCTTCTGCTAGAGGGCACTG	V_CTCF_BR	14
chrX	105066984	105067134	id-108061	7.15e-05	-	GAGTTTGGTGCGGTCCCGGTGCCCAGGGGGCGCCT	V_CTCF_BR	17
chrX	105120779	105120929	id-108062	9.27e-07	+	CTTCTGTATAATCAATGAACCACAAGATGGCACCA	UpstreamP1_CTCF	31
chrX	105219473	105219623	id-108063	1	+	NA	NONE	24
chrX	105275817	105275967	id-108064	1.32e-05	+	TCTGATGGAACTCATTTGGACGGTAGGGGGTAGGA	Upstream_CTCF	1
chrX	105279185	105279335	id-108065	1.15e-07	+	GTGCAGTTCAATTCCATATCCACTAGGTGATAGTA	UpstreamP1_CTCF	30
chrX	105284038	105284188	id-108066	1.08e-08	-	GTGCCATTGTCTGACTATGCCACCAGAGGGCACAG	UpstreamP1_CTCF	33
chrX	105414437	105414587	id-108067	5.61e-08	+	TCTGCAGTTCTGGTTCTGGTCACAAGATGGTGCTT	Upstream_CTCF	38
chrX	105422955	105423105	id-108068	1	+	NA	NONE	10
chrX	105445586	105445736	id-108069	3.45e-05	+	GGGCTTTCTGTTCTTCATACAGCCAGGGGGCGGAC	V_CTCF_BR	2
chrX	105447414	105447564	id-108070	2e-06	+	TGAGCAGTTCTGGTTGTCATCATAAGAGGGCACTA	Upstream_CTCF	12
chrX	105464284	105464434	id-108071	6.18e-07	-	TTTGCAATTCCTTCAGCCAGAACTAGATGGCGTTC	Upstream_CTCF	35
chrX	105579982	105580132	id-108072	6.43e-06	-	TGCCTCTGGCAAATCTTGGCCAGAAGGGGGAGAAT	V_CTCF_BR	5
chrX	105636617	105636767	id-108073	8.9e-05	+	CTGTAGTGCCCCCTTATGTCTAAAAAAGGTCCTCA	UpstreamP1_CTCF	13
chrX	105641144	105641294	id-108074	1	+	NA	NONE	20
chrX	105647852	105648002	id-108075	8.46e-07	+	TTGGTATTTCAGGCAACCACCAGCAGATGGGAGTA	Upstream_CTCF	31
chrX	105658644	105658794	id-108076	1.92e-06	+	CTGTCACTATCACTTATAGCCACCAGGGGTCCTCA	UpstreamP1_CTCF	40
chrX	105724626	105724776	id-108077	3.36e-07	+	TGTTAGATACCAGAAATAGCCACAAGGTGGCAGCA	V_CTCF_BR	40
chrX	105863147	105863297	id-108078	2.6e-05	-	CTGAAAATGTCTTGGGGCACCACTAGAGGTCCCTG	UpstreamP1_CTCF	40
chrX	105969175	105969325	id-108079	1	+	NA	NONE	12
chrX	105995657	105995807	id-108080	3.65e-05	-	GGTCACTTTAGCCATATATGCATTAGGGGGCACCC	UpstreamP1_CTCF	29
chrX	106034861	106035011	id-108081	3.11e-05	-	TTCATTTCACGGTAAATAGTCAACAGGTGGCAGCA	V_CTCF_BR	33
chrX	106106392	106106542	id-108082	3.63e-06	+	TTGTCTTTTGGGCTGCGATCCAGTAGGTGGCGCTT	V_CTCF_BR	40
chrX	106117442	106117592	id-108083	1.04e-07	+	GGGAATATGCTAAATGTTACCACCAGAGGGCACAA	V_CTCF_BR	35
chrX	106137688	106137838	id-108084	2.74e-08	+	CTGTAGGTTTAGAGCTCAGCCACTAGAGGGGGCTG	UpstreamP1_CTCF	40
chrX	106141892	106142042	id-108085	6.05e-06	+	GAACAAGGTTAAATTTTGACCAATAGATGGCACCA	V_CTCF_BR	39
chrX	106196343	106196493	id-108086	6.49e-06	-	ATGCAGTACAATAGAACTTCCATTGGGTGGCATAC	UpstreamP1_CTCF	37
chrX	106203245	106203395	id-108087	1.55e-05	-	GCTGTCTAGAAATATATAGACACCAGAGGTCAGGC	V_CTCF_BR	36
chrX	106242293	106242443	id-108088	1.08e-05	-	GTGCATTTGGCTCCCTGCTACTGCGGAGGGCTGGG	UpstreamP1_CTCF	40
chrX	106268890	106269040	id-108089	3.91e-06	+	TTTGTTCATCCTTCTCTAACCACAAGGGGTCACTC	Upstream_CTCF	39
chrX	106340705	106340855	id-108090	1.83e-05	-	GGGGAAGCAGACACCTTCTTCACAAGGTGGCAGGA	V_CTCF_BR	4
chrX	106346322	106346472	id-108091	2.11e-06	+	GGATAGATGTGAATTTTTGGCACCAGAGGGCAGAC	V_CTCF_BR	29
chrX	106515678	106515828	id-108092	6.98e-07	-	GGAGCAGACTAGTTCCCCTCCAGCTGGGGGCAGCA	V_CTCF_BR	16
chrX	106515920	106516070	id-108093	2.04e-05	+	TGGTCTCCTGGAACCGTGGCCGGTAGGGTGCGCTG	V_CTCF_BR	16
chrX	106533400	106533550	id-108094	1	+	NA	NONE	3
chrX	106568384	106568534	id-108095	6.37e-07	-	TAGAACTGCTCAGAGAAGACCTGCAGGGGGCAGCT	UpstreamP1_CTCF	37
chrX	106672498	106672648	id-108096	2.93e-08	-	TTGAAGTCCTTGCCATCTTCCAGCAGGTGGCAGTA	UpstreamP1_CTCF	37
chrX	106692316	106692466	id-108097	1.39e-05	+	AGCTGCAGGGAGGGCATCCCCAGCAGAAGGCGAGC	V_CTCF_BR	25
chrX	106694457	106694607	id-108098	8.13e-06	+	ACTGCTATAAGCGCAAGGCTCCCTTGGGGGCGCCC	Upstream_CTCF	22
chrX	106714361	106714511	id-108099	5.86e-07	-	ACTGCGACTGCGGCAGTGGCCTGTGGGAGGCAGCC	Upstream_CTCF	22
chrX	106728395	106728545	id-108100	1	+	NA	NONE	21
chrX	106768793	106768943	id-108101	1.7e-05	+	GATGCAGCTCCCCTTCTGGCCAACAGGAACTCTTT	Upstream_CTCF	2
chrX	106781162	106781312	id-108102	4.88e-05	+	AGGTAATCAGAGGATGAAGACGATAGGGGGCAGTG	UpstreamP1_CTCF	40
chrX	106785865	106786015	id-108103	1.81e-06	-	GATTCATTTACCCAATCAGCCACAGGAGGGCAGGG	Upstream_CTCF	37
chrX	106872881	106873031	id-108104	5.65e-05	-	CTAAAACAGTCCCATGGTGCCGGTAGAGGGTGTAA	V_CTCF_BR	38
chrX	106898434	106898584	id-108105	1.01e-08	-	CAGCAGTGACAGGCCCTGTGAACCAGGTGGCGGCG	UpstreamP1_CTCF	39
chrX	106903081	106903231	id-108106	5.26e-07	+	ATTGCCCTTCTCTCTGCAGACAGCAGAGGGCCTCA	Upstream_CTCF	40
chrX	106916209	106916359	id-108107	2.93e-07	+	CAGCAGTGAGAGCTTATTGCCTGAAGAGGGGGCAA	UpstreamP1_CTCF	40
chrX	106920806	106920956	id-108108	1	+	NA	NONE	7
chrX	106957693	106957843	id-108109	5.37e-06	+	AGCCACTTACACCGCAGAACCACCAGGGGCCTCGG	UpstreamP1_CTCF	33
chrX	106961402	106961552	id-108110	1.84e-07	-	GTGGAAATTCTGCTTTTGTCCACCAGGTGGCCTCA	Upstream_CTCF	40
chrX	106972813	106972963	id-108111	1.28e-06	+	GACACCAGGCAGAGCTGGGCCGACAGAGGGAGGCA	V_CTCF_BR	9
chrX	106981609	106981759	id-108112	1	+	NA	NONE	4
chrX	107012385	107012535	id-108113	5.26e-07	+	GCAGCATTCTTCATAATAGCCAAAAGAGGGCAACA	Upstream_CTCF	3
chrX	107018738	107018888	id-108114	1.73e-05	-	CGCACCCGGAGCAGTACAGCCAGAAGGGGGCCGAG	V_CTCF_BR	27
chrX	107019071	107019221	id-108115	1	+	NA	NONE	34
chrX	107020509	107020659	id-108116	9.51e-07	-	AGAACGTTCAACGTCTTGGACACTAGATGGCAGTA	V_CTCF_BR	40
chrX	107093077	107093227	id-108117	3.4e-06	-	AAACAGGACAGGAGGTTGGCAGCCAGGGGGCAGGA	V_CTCF_BR	28
chrX	107118746	107118896	id-108118	7.11e-06	+	TCTGTGTTAATATCAGTCTTCACTAGGGGGAGACA	Upstream_CTCF	15
chrX	107137428	107137578	id-108119	4.28e-10	-	TTGTACTTACAACATCTGGCCACCAGATGGCAATG	UpstreamP1_CTCF	38
chrX	107213396	107213546	id-108120	2.1e-06	-	CTTGGATTTCAGGAATCAGCCACAAGAGGCAGGAC	Upstream_CTCF	13
chrX	107222058	107222208	id-108121	2.11e-06	-	TCCAGATACTCCCACATGTCCACTAGAGGGCAAAA	V_CTCF_BR	40
chrX	107244793	107244943	id-108122	2.77e-07	-	ATGCGGTTTGACTTGTAAGCCAGTAGATGGCGCTT	UpstreamP1_CTCF	40
chrX	107263881	107264031	id-108123	2.72e-06	+	GGTCACTGCCTCTTTTTTTGCACTAGATGGCGCCT	UpstreamP1_CTCF	40
chrX	107315366	107315516	id-108124	4.04e-08	-	TGGCAGTTTTCTGCTTGCACCACCAGGTGGGAGTA	UpstreamP1_CTCF	40
chrX	107378079	107378229	id-108125	1.39e-05	+	TGCCTCAAGGAACTCACCACCTGTTGGGGGCGACA	V_CTCF_BR	18
chrX	107382683	107382833	id-108126	3.79e-08	-	CTGTAATTCTTGGGCTCAACCAATAGATGGCAGCA	UpstreamP1_CTCF	40
chrX	107408777	107408927	id-108127	8.91e-07	+	GGAGCCAGACCAGAGAACGCCAGCAGAGGGCTCTT	Upstream_CTCF	40
chrX	107443018	107443168	id-108128	1.59e-06	+	AGGGATTAGAGCAAACTGGACTGTAGGGGGCAGTA	V_CTCF_BR	40
chrX	107468033	107468183	id-108129	6.46e-07	+	GCGACATTTTTCATAATGGCCAGCAGAGGTCAGTG	V_CTCF_BR	40
chrX	107488824	107488974	id-108130	1	+	NA	NONE	20
chrX	107535421	107535571	id-108131	6.8e-06	+	TGTCTCCTCCTTCCACTGACCACTAGAGGGGAGAA	UpstreamP1_CTCF	12
chrX	107540636	107540786	id-108132	5.37e-06	+	TAGCATCCCTGTCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	22
chrX	107547590	107547740	id-108133	8.81e-07	-	CGTCTGAGCAGAGAAGTAGCCACTAGGTGGTAGTA	V_CTCF_BR	39
chrX	107550770	107550920	id-108134	5.3e-05	+	ATGCGCTTGATGTTTCCCCAAGGCAGGGGGCAGGC	UpstreamP1_CTCF	7
chrX	107780376	107780526	id-108135	3.41e-07	-	ATTGTAATACGCACACCAACCACTAGATGCCACTT	Upstream_CTCF	40
chrX	107827967	107828117	id-108136	1.97e-06	+	CAGATCATTTCTCAAGCAACCAGCAGGTGGTGCAA	V_CTCF_BR	39
chrX	107942697	107942847	id-108137	1.39e-05	+	ATGCTTATTCAGAAGTTAATCACAAGAGGGCACTA	V_CTCF_BR	37
chrX	107956246	107956396	id-108138	1.84e-06	-	AAAGTCACTCACCTGGTAGCCACTGGAGGGAGCAG	V_CTCF_BR	6
chrX	107978426	107978576	id-108139	2.86e-06	-	CACCTGTTAACCCTGCTGTCCGCTAGGAGGCACCT	UpstreamP1_CTCF	19
chrX	107980000	107980150	id-108140	1	+	NA	NONE	15
chrX	108038578	108038728	id-108141	4.24e-07	-	CTGGCAGTACTCCCCATGGCCTGTGGAGGCAGAGG	Upstream_CTCF	9
chrX	108055239	108055389	id-108142	2.93e-08	-	CTGCATGGACCACCTTCTGACACTAGGTGGAGGGG	UpstreamP1_CTCF	13
chrX	108293255	108293405	id-108143	1.15e-07	+	ACAGCAATGCCTTGGGGTACCACTGGGTGCCAGTG	Upstream_CTCF	26
chrX	108297645	108297795	id-108144	3.8e-08	-	CCCTGGACCCCTCGCGGGGACACCGGGGGGCGCCG	V_CTCF_BR	40
chrX	108304293	108304443	id-108145	4.3e-06	+	TAGGCAGTTCCCTATCTTACCACCAGGGCCCATGT	Upstream_CTCF	13
chrX	108550745	108550895	id-108146	6.51e-05	+	TCTTGGTTAATATTGGTCTCCACTAGGGGTAGACA	V_CTCF_BR	8
chrX	108628152	108628302	id-108147	9.29e-06	-	CCTGGTCTCTAATGGCAAACCAGTAGGGGGTGATG	Upstream_CTCF	38
chrX	108637211	108637361	id-108148	7.73e-06	-	GGGAGGTTCCCTGGGTTAGGCAATAGGGGGAGCCC	V_CTCF_BR	25
chrX	108716686	108716836	id-108149	1	+	NA	NONE	34
chrX	108718441	108718591	id-108150	1.26e-05	-	TCTTCGGAGCCACGGCTTACCTGTAGGGGTCGTCC	Upstream_CTCF	30
chrX	108718736	108718886	id-108151	6.51e-07	-	TCTCCAGTTTCATTTCCCACCACCAGATGGCCTCA	Upstream_CTCF	37
chrX	108729058	108729208	id-108152	2.11e-06	-	CTTTCAGTGTGGGAGCTGACTACTAGAGGGCAGCA	V_CTCF_BR	40
chrX	108752264	108752414	id-108153	1.01e-05	+	TATGCAATCCCCATGGTAACCACAAGGAAATGACA	Upstream_CTCF	4
chrX	108876261	108876411	id-108154	5.01e-06	-	AAATGAAAACTCCAGTCCTCCACCAGATGGTGCTG	V_CTCF_BR	40
chrX	108878544	108878694	id-108155	1.1e-05	-	AAGTGTGCTCCCCAGCCTTCCTCTAGGTGGCATCA	V_CTCF_BR	40
chrX	108952605	108952755	id-108156	6.19e-06	+	GTGTACTAGCTGACTTCAAAAAGTAGGAGGCAGAA	UpstreamP1_CTCF	13
chrX	108956334	108956484	id-108157	4.99e-07	+	GCAGCTTGTCTATAACGTGCCACTGGGTGGCACCA	Upstream_CTCF	40
chrX	108962534	108962684	id-108158	1	+	NA	NONE	3
chrX	109070703	109070853	id-108159	9.29e-06	+	GTTGCAGCTGCCCTGCATTCCCCTAGAGGCTGACT	Upstream_CTCF	28
chrX	109083295	109083445	id-108160	8.03e-07	-	CAGGCAATTTCAGCGTCAGCCCGTAGGAGGAGATA	Upstream_CTCF	37
chrX	109100246	109100396	id-108161	1.28e-06	-	AGAAAATTCATGTATTTTACCACTAGTGGGCGCCA	V_CTCF_BR	40
chrX	109129475	109129625	id-108162	4.64e-09	-	CTGCAAGTTGAGCGTTCCACCAGCAGAGGGCAACA	UpstreamP1_CTCF	40
chrX	109133020	109133170	id-108163	1.03e-06	-	CGCGGATGAAGCCTGCTTTGCAGCAGAGGGCAGCA	V_CTCF_BR	35
chrX	109134244	109134394	id-108164	1.12e-09	-	CTGTTATTGCTGCCTGTGGACACTAGGGGGCAGGG	UpstreamP1_CTCF	40
chrX	109146095	109146245	id-108165	5.63e-06	-	TTTCCTTAACCCTGTTTGAGCACCAGAAGGCAGCC	UpstreamP1_CTCF	5
chrX	109154377	109154527	id-108166	3.42e-05	+	AATTGTCATCCTCCATTCGCCACTAGATGGCCCAT	Upstream_CTCF	40
chrX	109158465	109158615	id-108167	2.11e-06	-	CCAAGATGGCACTCATTAAGCACTAGATGGCGCCA	V_CTCF_BR	33
chrX	109172114	109172264	id-108168	6.15e-05	+	ACTGCATGAACTTTTCAGGCCGCTAGGAGTATTTG	Upstream_CTCF	4
chrX	109188125	109188275	id-108169	8.21e-06	+	CAAAAGAATGTCCCTCTGGCCCCTAGAGGGCAAGA	V_CTCF_BR	0
chrX	109245800	109245950	id-108170	1.04e-05	+	GGAGGAAGCGAGCGCGGCTGCTGCAGGGGGAGGAA	V_CTCF_BR	17
chrX	109289442	109289592	id-108171	1	+	NA	NONE	27
chrX	109368786	109368936	id-108172	3.36e-05	-	GAGTCACTCAGACCATTCCCCACAAGGTGGGGCTT	UpstreamP1_CTCF	39
chrX	109389141	109389291	id-108173	2.47e-07	+	CTGCTTTTACCCTGTGCGGCCACTTGGGGTCTCAC	UpstreamP1_CTCF	40
chrX	109389898	109390048	id-108174	6.98e-07	-	CATAATTCCCCCCAAGTGAACAGCAGATGGCAGTA	V_CTCF_BR	40
chrX	109399506	109399656	id-108175	3.36e-07	+	TCTAGTTGTCTGTATTTTGCCACTAGGTGGCAGTA	V_CTCF_BR	38
chrX	109403816	109403966	id-108176	1.85e-05	+	TGGGAAATCCCTTTCTATTTCACTAGAGGGAGCTC	Upstream_CTCF	40
chrX	109411227	109411377	id-108177	1.87e-09	+	AGTCACTGCTGCCCATCTGCCACTAGGGGGCGCCG	V_CTCF_BR	40
chrX	109448410	109448560	id-108178	2.91e-05	-	ATTGCAAAGCCAGTGATTTCCACAGGTTGGCCAGA	Upstream_CTCF	4
chrX	109455602	109455752	id-108179	1.74e-07	+	ACTGCAGTAACACACTTAACCAGTGGGGGTCAATT	Upstream_CTCF	35
chrX	109561172	109561322	id-108180	1.71e-06	+	GCCACCACCGCCACCCGAGCCAGAGGGGGGCGAAC	V_CTCF_BR	12
chrX	109590008	109590158	id-108181	4.31e-07	+	TTTACGCTGTTGAGCCCGGCCTCCAGCTGGAGCTG	V_CTCF_BR	18
chrX	109644500	109644650	id-108182	1.39e-05	-	GCCATAGTAGGTGTTGCAGCATGTAGGTGGCACTG	V_CTCF_BR	14
chrX	109651490	109651640	id-108183	5.93e-06	-	TCTTGCATTTTCCAAAAGTCCCCTAGGGGGCAGTA	Upstream_CTCF	40
chrX	109656476	109656626	id-108184	1.96e-08	-	GTGGGAGTGTGGACAGTGTCCACTAGAGGGCGCTG	V_CTCF_BR	40
chrX	109661579	109661729	id-108185	7.91e-05	-	GTGTATCTTGCCTCCTCAACCACACGGGGGCCATC	UpstreamP1_CTCF	40
chrX	109664469	109664619	id-108186	6.21e-06	-	ACTGTATGGCAGCATCCTGCCACTAGGGTGTACAA	Upstream_CTCF	40
chrX	109685991	109686141	id-108187	1.09e-07	+	CCAGCAATAGCCACTTGAGCCAGGAGAGGGCATCT	Upstream_CTCF	39
chrX	109693418	109693568	id-108188	1.32e-08	+	CCGCATTTCTCACATTTGGCCAGAAGGTGGTGCTG	UpstreamP1_CTCF	40
chrX	109706326	109706476	id-108189	8.59e-05	+	GGAAGCCCACTCTGAGCCATTGCTAGAGGGCAGCA	V_CTCF_BR	25
chrX	109909019	109909169	id-108190	1.82e-07	-	CCCACCACCACCCTGCATGCCACTAGATGGCAGTC	V_CTCF_BR	40
chrX	109921959	109922109	id-108191	3.28e-05	-	TGCAGCTCTCCCACTTTCCACACTAGATGGAGCCT	V_CTCF_BR	6
chrX	109954700	109954850	id-108192	7.27e-06	+	TTCTTTCCTATCATCATGACCAGGAGATGGTGGTG	V_CTCF_BR	8
chrX	110069327	110069477	id-108193	1	+	NA	NONE	9
chrX	110080308	110080458	id-108194	6.05e-06	+	AATTGCTTTTCCTCACAGGACACAAGGTGGCAGCA	V_CTCF_BR	36
chrX	110087700	110087850	id-108195	8.71e-06	-	CAGTGCCCCGCTGCTCAAACCTCTAGGGGGAGCAT	V_CTCF_BR	24
chrX	110090648	110090798	id-108196	7.44e-06	-	CAAGCATATCTAAATTCCATCACTAGATGGCAGTG	Upstream_CTCF	39
chrX	110095538	110095688	id-108197	1.85e-07	-	CTCCACTGCACAGCATATACCACAAGATGGCGCAG	UpstreamP1_CTCF	40
chrX	110096929	110097079	id-108198	5.67e-06	+	GAGTCACTTCCTCTTTTCTCCAGAGGGTGGCATAG	Upstream_CTCF	39
chrX	110230651	110230801	id-108199	8.46e-07	+	ATTGCAGTATTAGACCCCGCCAGAGGGAGTCAGAG	Upstream_CTCF	33
chrX	110235959	110236109	id-108200	1.84e-06	+	AAAATCTGCCTCCTTTTCACCACCGGGTGGCAGTA	V_CTCF_BR	39
chrX	110250584	110250734	id-108201	4.41e-06	+	AGGAGAAGTGCAGCCCTTTCCAGTGGGTGGCAGTG	V_CTCF_BR	6
chrX	110342163	110342313	id-108202	3.68e-10	+	TCGGCACTACACAGCTTCTCCAGCAGGGGGCGGAA	Upstream_CTCF	39
chrX	110343522	110343672	id-108203	1.04e-05	-	AAAATTGTCCCCATTAAGGTCACTAGAGGGCACTG	V_CTCF_BR	40
chrX	110408083	110408233	id-108204	2.93e-07	+	CAGTAATTCCCACTATAGGCCACAGGGAGGCTCTG	UpstreamP1_CTCF	37
chrX	110411662	110411812	id-108205	4.65e-05	+	CTAGTATACTTGCCTAACATCAGTAGATGGCAGCA	V_CTCF_BR	29
chrX	110487590	110487740	id-108206	6.62e-09	-	ATGCAGTCATTCCATATGGTCACCAGATGGCACTA	UpstreamP1_CTCF	39
chrX	110507659	110507809	id-108207	1	+	NA	NONE	4
chrX	110604174	110604324	id-108208	9.81e-06	+	ATCCCTCCCTGGCTTCTACCCACTAGGTGCCAGTA	V_CTCF_BR	12
chrX	110609120	110609270	id-108209	2.72e-06	+	TAGCATCCCGGGCCTCTACCCACTAGGTGCCAGTA	UpstreamP1_CTCF	2
chrX	110688867	110689017	id-108210	1.1e-06	-	AAAGACAAACTTGTTTTGACCACAAGATGGCAGTA	V_CTCF_BR	37
chrX	110690638	110690788	id-108211	3.4e-06	-	GTTGCATCATTCAAACTGCACTCTGGGGGGCAGTG	Upstream_CTCF	34
chrX	110811706	110811856	id-108212	2e-06	-	GAAGGCATCCCTTCAAGTGCCACTAGAGGGAGAGC	Upstream_CTCF	38
chrX	110896085	110896235	id-108213	2.04e-05	-	GGTTTTAGTTAGAGAAAATCCACCAGATGGCAACC	V_CTCF_BR	13
chrX	110924258	110924408	id-108214	2.5e-09	-	AGGCGGAAATCCGTAATGGCCGCCAGGGGGCGGCG	V_CTCF_BR	40
chrX	110963167	110963317	id-108215	8.71e-06	+	TTAGAACTGAGTTAATTTACCACTAGGTGGTGGTG	V_CTCF_BR	36
chrX	111066405	111066555	id-108216	8.79e-07	+	AATCTGTTGCTGTCTCAAACCACCAGGGGGAGGGC	UpstreamP1_CTCF	35
chrX	111098503	111098653	id-108217	4.88e-05	+	GTGGCACTACCAGGTCTGGCCTATAGAAGTTTCCT	Upstream_CTCF	8
chrX	111112910	111113060	id-108218	3.28e-07	+	ATGCAATGGCTTATCCTAGCCATGAGATGGCAGCA	UpstreamP1_CTCF	40
chrX	111287349	111287499	id-108219	1.14e-06	-	ATGTAATTCAGATACACAAACAACAGGTGGCAGTA	UpstreamP1_CTCF	26
chrX	111376039	111376189	id-108220	6.46e-07	-	GCAAAAGATTTGTCTTTGACCGCCAGTGGGCACTG	V_CTCF_BR	3
chrX	111390556	111390706	id-108221	3.12e-08	-	CTGTAATTTCAGCACTTGGTCACAAGGGGGAGGGG	UpstreamP1_CTCF	38
chrX	111461761	111461911	id-108222	1	+	NA	NONE	3
chrX	111611735	111611885	id-108223	1.38e-07	-	CAGCATCCCCAGCCTGTGTCCACTAGATGTCAGTA	UpstreamP1_CTCF	28
chrX	111755853	111756003	id-108224	1	+	NA	NONE	17
chrX	111818167	111818317	id-108225	2.78e-06	-	TGGCCCTCTTCTCACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	7
chrX	111885687	111885837	id-108226	6.15e-05	-	TTGTCTATGCATGAGACGACCACACGATGGCAGTA	Upstream_CTCF	40
chrX	111975134	111975284	id-108227	1.39e-05	-	AAGAAAATCTCCATTCTGGACACAAGAGGGAGCTT	V_CTCF_BR	32
chrX	112004038	112004188	id-108228	9.51e-07	+	TAAAGAAAGTCAAGGTTGGCCAGCAGATGTCACTG	V_CTCF_BR	20
chrX	112066257	112066407	id-108229	7.02e-05	+	CTGCAATACCGTGGTCCCTCCACTTGGCTGTTCTT	UpstreamP1_CTCF	9
chrX	112094746	112094896	id-108230	1	+	NA	NONE	3
chrX	112101904	112102054	id-108231	1	+	NA	NONE	3
chrX	112110909	112111059	id-108232	1.11e-05	+	CCTGCAGTGATAGAGTGCTCTACCAGGTAGAGCGG	Upstream_CTCF	18
chrX	112117434	112117584	id-108233	1	+	NA	NONE	14
chrX	112153774	112153924	id-108234	1.09e-06	+	TAGCATTCCTAGCCTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	4
chrX	112157163	112157313	id-108235	1.56e-05	+	CCAATAATTCCATTAGCTGCCACAAGGTGGATGAT	Upstream_CTCF	9
chrX	112184781	112184931	id-108236	1.83e-05	-	GCACCCATAACAACATCTTTCACAAGAGGGCACTA	V_CTCF_BR	15
chrX	112245184	112245334	id-108237	1.02e-07	-	CTGCTATGCGAACATACTGTCACCAGATGGCAGTT	UpstreamP1_CTCF	15
chrX	112503818	112503968	id-108238	2.02e-06	+	TGGCACTTACGGGTAATGTCCAGTAGGTGGTCTCT	UpstreamP1_CTCF	28
chrX	112519107	112519257	id-108239	1	+	NA	NONE	9
chrX	112957431	112957581	id-108240	1	+	NA	NONE	2
chrX	112985141	112985291	id-108241	3.81e-05	-	TGGATTTGGCAAACTTTTCCCAACAGAGGGTGCTG	V_CTCF_BR	30
chrX	113071850	113072000	id-108242	1	+	NA	NONE	4
chrX	113172375	113172525	id-108243	3.63e-06	+	GGACACTGCATCTGTTTCAGCACTAGGGGGAACCC	V_CTCF_BR	33
chrX	113190943	113191093	id-108244	4.1e-06	+	GTTGTGAAACTACCACTGTCCACCTGGTGGCAGTT	Upstream_CTCF	18
chrX	113318385	113318535	id-108245	4.65e-05	-	AAAAAAAGTATTGCATTGGCCACTAGATGGCCCCC	V_CTCF_BR	30
chrX	113405403	113405553	id-108246	3.88e-06	+	CTGGAAAGCGTGTACTTTGGCTCTAGGTGGCGCTG	V_CTCF_BR	22
chrX	113579379	113579529	id-108247	6.17e-09	+	CTGCAATTTTTCACTTTAGCCACTAGATGGCAAAT	UpstreamP1_CTCF	40
chrX	113599939	113600089	id-108248	1	+	NA	NONE	0
chrX	113735188	113735338	id-108249	1.09e-06	+	TGTGCCATCTGGATAAGTGCCACCAGATGGCATGT	Upstream_CTCF	9
chrX	113814924	113815074	id-108250	5.92e-05	-	ACTCTGTGTGCTGTGTAGGAAGGCAGGGGGCAGTC	V_CTCF_BR	19
chrX	113845598	113845748	id-108251	1.55e-10	+	CTGCAATAGTCACAATTCGCCACTAGGGGGCTGTA	UpstreamP1_CTCF	40
chrX	113854456	113854606	id-108252	1.79e-08	-	GCTGCAATATTTACAGCTGCCACTTGGGGGAAGGT	Upstream_CTCF	39
chrX	113860893	113861043	id-108253	4.58e-08	+	CTGTAACAAACATCCCTTGCCACCAGGTGGCTACA	UpstreamP1_CTCF	40
chrX	113928024	113928174	id-108254	1.96e-07	+	CAGCATTTCTGACATTCACCCACTAGATGCCAGTA	UpstreamP1_CTCF	6
chrX	113952447	113952597	id-108255	1.74e-08	-	GTGGGAGGATGGCTTGAGGCCAGCAGGTGGCAGCA	V_CTCF_BR	35
chrX	114009355	114009505	id-108256	5.96e-07	+	GATGGGCCTTGAGGAAGCACCACTAGAGGGAGGAG	V_CTCF_BR	22
chrX	114194428	114194578	id-108257	1.41e-06	-	CTTGCTTTACATCTGATTTCCACTGGGTGTCAGTA	Upstream_CTCF	32
chrX	114209566	114209716	id-108258	1.32e-05	+	ATTGCAAAATTTATATGTAACAGCAGAGGGCCAAG	Upstream_CTCF	4
chrX	114252715	114252865	id-108259	1.97e-06	-	AAAGAAGAAAGTCAATCGTCCAGCAGGGGGCGAAA	V_CTCF_BR	36
chrX	114381905	114382055	id-108260	5.72e-07	-	GTGTAGTTCTCCTAAATTGTCAGAAGATGTCAGTA	UpstreamP1_CTCF	33
chrX	114461585	114461735	id-108261	2.02e-06	+	CAGCATCCCTTGCCTCTACCCACTAGATGTCAGTA	UpstreamP1_CTCF	40
chrX	114503123	114503273	id-108262	2.06e-07	-	CCTGCTGTATTGAGAACAGACTGTAGGGGGCAAGA	Upstream_CTCF	40
chrX	114519579	114519729	id-108263	6.84e-06	-	GAATTTATTATTCGGTCTGGCAGGAGAGGGCAGCA	V_CTCF_BR	20
chrX	114546290	114546440	id-108264	6.43e-06	-	CTTGGCTGTACGCGGCCCCACAGCTGGTGGCGCTG	V_CTCF_BR	7
chrX	114565242	114565392	id-108265	1.55e-08	+	GCTCACTGCTGCCTGTCAACCACCAGATGGCAGCA	V_CTCF_BR	40
chrX	114579797	114579947	id-108266	4.88e-05	+	TAATTGCCTTTGAAAAGGGGCACAAGAGGGAGCAT	V_CTCF_BR	12
chrX	114597516	114597666	id-108267	4.96e-08	+	ACTTCAGTTCCTCCTTTCCCCAGCAGGGTGAGCAA	Upstream_CTCF	29
chrX	114613297	114613447	id-108268	1.18e-05	-	ATGTTGTTCCTTATGCATTTAAGTAGGGGGCAGCA	UpstreamP1_CTCF	18
chrX	114781918	114782068	id-108269	4.14e-06	-	TTATAGAAATACCAGGAGGCCAGTAGGTGGCTCAC	V_CTCF_BR	31
chrX	114795912	114796062	id-108270	1.03e-05	-	TGGCAGTAGCTGGAGAAGGACGACAGAGGGAAGTT	UpstreamP1_CTCF	25
chrX	114798088	114798238	id-108271	1	+	NA	NONE	14
chrX	114877359	114877509	id-108272	1.3e-09	-	GATGCAGTACCTGTAATATACACTAGATGGCGCCA	Upstream_CTCF	39
chrX	114885354	114885504	id-108273	2.62e-07	+	CAGTATTACCGGCCTCTACCCACTAGATGTCAGCA	UpstreamP1_CTCF	40
chrX	114913921	114914071	id-108274	1.27e-06	-	TAGCAATCACTCACATTAGCCAGGAGAGGGGGATA	UpstreamP1_CTCF	39
chrX	114925051	114925201	id-108275	1.28e-08	-	GTAGCACTTTGCAATTTGGCCACTAGATGGCAGGA	Upstream_CTCF	40
chrX	115008357	115008507	id-108276	2.43e-06	+	ACAGGTTTTCCAGAAATCACCCCTAGGGAGAGGCA	Upstream_CTCF	3
chrX	115009359	115009509	id-108277	4.88e-05	+	CAGGATTGACAAATGATTTCCTCTTGATGGCAGTA	V_CTCF_BR	26
chrX	115010473	115010623	id-108278	5.13e-05	+	AATGCCCAGGAAACAAGTTCCTCTTGATGGCAGTA	V_CTCF_BR	31
chrX	115014967	115015117	id-108279	3.11e-05	+	CGGGATTGCCAGACAAGTTCCTCTTGATGGCAGTA	V_CTCF_BR	20
chrX	115022740	115022890	id-108280	6.21e-05	+	TGTGATTGCCATACATGTTCCTCTTGATGGCAGTA	V_CTCF_BR	2
chrX	115028717	115028867	id-108281	2.74e-08	-	TTGCAATGGGCTATGCAGGCCAGCAGGTGGCATTT	UpstreamP1_CTCF	34
chrX	115056782	115056932	id-108282	1.23e-05	+	CTGCTGCTGACATCTTAAGCTACAAGAGGCTGCTG	UpstreamP1_CTCF	11
chrX	115057298	115057448	id-108283	2.53e-05	-	AGCCATGCTCAAAAAGCTTCCTCTTGATGGCACTG	V_CTCF_BR	23
chrX	115064507	115064657	id-108284	2.4e-05	-	ATCCATGCTCAAAGAGCTTCCGCTTGATGGCACTG	V_CTCF_BR	15
chrX	115066481	115066631	id-108285	3.11e-05	+	CAGGATTGCCAAGCGAGTTCCTCTTGATGGCAGTA	V_CTCF_BR	9
chrX	115069163	115069313	id-108286	2.57e-08	-	ATGCAAGTCCCAGAGATAGGCACCAGGAGGAGCTG	UpstreamP1_CTCF	10
chrX	115074571	115074721	id-108287	4.34e-05	+	GTGGGATTGCCAAATGATTCCTCTTGATGGCAGTA	Upstream_CTCF	17
chrX	115075409	115075559	id-108288	1	+	NA	NONE	18
chrX	115085300	115085450	id-108289	4.01e-05	-	GCAACGCGGGAGTCGCGTTGCCGCAGGGGGCGCAT	V_CTCF_BR	18
chrX	115105274	115105424	id-108290	6.74e-08	+	TCAGCTACCCCCCTTTTGGGCACCAGAGGGAGACC	Upstream_CTCF	27
chrX	115330176	115330326	id-108291	5.92e-05	-	CCTCCAGAATCCAGACCATCCGCTAGGTGGCCTCT	Upstream_CTCF	26
chrX	115336327	115336477	id-108292	2.32e-08	+	ACTGTAGTGTTAGATACAGACACCAGAGGGAGCTA	Upstream_CTCF	40
chrX	115362891	115363041	id-108293	2.78e-06	+	TTTCAGCATGTGTTATTTGCCACAAGATGGCAGCT	V_CTCF_BR	2
chrX	115584342	115584492	id-108294	1	+	NA	NONE	7
chrX	115621395	115621545	id-108295	1.17e-05	+	TCACATATTCTCTAGTTTACCAACAGAGGGCTCTG	V_CTCF_BR	28
chrX	115631003	115631153	id-108296	5.98e-05	-	TTGCACCAATCCTTCCCCAACACCAGGCAGTGCAC	UpstreamP1_CTCF	6
chrX	115791156	115791306	id-108297	4.65e-06	+	TTCCTGCTCCCTCCTATTACCTGAAGGTGGCATCC	UpstreamP1_CTCF	7
chrX	115883958	115884108	id-108298	2.81e-05	+	TCATGATTTGACCTTAAAGCCGGTAGATGGCACTT	V_CTCF_BR	8
chrX	116050027	116050177	id-108299	3.63e-06	+	GGTACTTAAGTGCCACAGTCCAGCAGGTGGCACTT	V_CTCF_BR	2
chrX	116095964	116096114	id-108300	2.47e-05	-	ACTGTAGACACCATGTTGTACATTAGAGGGAGCTC	Upstream_CTCF	17
chrX	116254787	116254937	id-108301	2.97e-06	+	TGGCCCTCTTCTCACAGCTCCACTAGGTGGTGCCA	V_CTCF_BR	7
chrX	116644563	116644713	id-108302	1.64e-06	-	AGAGCAGCATAATGAGATTCCACTGGAGGGCGATG	Upstream_CTCF	14
chrX	116779918	116780068	id-108303	2.27e-05	-	CAACAAGAGCGAAATTCTGTCTCTAGAGGGAGCTC	V_CTCF_BR	7
chrX	116877964	116878114	id-108304	1.01e-08	-	TTGCAGTTCAACCTACAAGCCAGCAGATGGCTCTT	UpstreamP1_CTCF	30
chrX	116973624	116973774	id-108305	5.26e-07	-	AAATCACTTCCTACAAGTGCCAGCAGGGGCAGTGG	Upstream_CTCF	22
chrX	117118773	117118923	id-108306	8.5e-06	-	ACATAATTTCACTCAGTTGCCAGAAGGTGGCATAC	Upstream_CTCF	13
chrX	117119267	117119417	id-108307	4.5e-06	-	AGTGTTGTACCAGGCAGATGCACTGGGGTGCGCTA	Upstream_CTCF	29
chrX	117130995	117131145	id-108308	1.23e-05	+	TTGCACTTTGCAACATCTTCCACTGGGAGATGCAC	UpstreamP1_CTCF	37
chrX	117202902	117203052	id-108309	8.5e-06	-	AGTGCAGATTCAGCTCAGGTCCCTAGGGGCAGGGT	Upstream_CTCF	9
chrX	117250938	117251088	id-108310	1	+	NA	NONE	3
chrX	117317692	117317842	id-108311	1.51e-08	-	CTGCAATTAGGGTATACTGCCACTAGATGACAGCA	UpstreamP1_CTCF	24
chrX	117323703	117323853	id-108312	3.71e-05	-	GGTGGAGCCCTCAGTGGCAGCAGCTGGGAGCAAGG	Upstream_CTCF	7
chrX	117360123	117360273	id-108313	2.15e-05	-	TGTGGTATCTGGTATCCATCCACTAGATGTCAGGA	V_CTCF_BR	34
chrX	117388692	117388842	id-108314	1.52e-09	-	GGTGCACTTCAAAATCTCACCACCGGGTGGAGCTC	Upstream_CTCF	40
chrX	117459518	117459668	id-108315	5.41e-07	+	ATGTAGTGTGTACTTGTTGTCACTAGAGGGCTGTC	UpstreamP1_CTCF	38
chrX	117480350	117480500	id-108316	1.47e-05	-	GCGGGTGAGGGGGCCGGCGCCGCCTGGAGGAAGGG	V_CTCF_BR	25
chrX	117481162	117481312	id-108317	8.64e-05	+	GAAGAAATGTGCACAACTGACTGCAGAGGGACAAA	Upstream_CTCF	11
chrX	117553071	117553221	id-108318	4.7e-08	-	CTGGCGAGAAGCCTCCTGGCCAGAAGGGGGAGGGC	V_CTCF_BR	2
chrX	117576172	117576322	id-108319	3.45e-05	+	ACACAAATACATGTCCGATCTACTAGAGGGCGCAA	V_CTCF_BR	1
chrX	117593583	117593733	id-108320	1.04e-05	+	GTATAATTTCATTTCACCTCCACTAGAGGGTGGCC	V_CTCF_BR	40
chrX	117633315	117633465	id-108321	7.78e-06	+	GCCGTAATGCACGCAGCGTCCCCTGGCTGGCATCA	Upstream_CTCF	7
chrX	117642783	117642933	id-108322	4.21e-05	-	GCAAAGGAAGCAGGGCAGGCAGGGAGAGGGAGCTG	V_CTCF_BR	15
chrX	117670761	117670911	id-108323	6.82e-05	-	CACTTTGCACTCAAAATGGCCACTGGGGGCATGCA	V_CTCF_BR	40
chrX	117735573	117735723	id-108324	4.73e-07	-	CATGGTATTTCATTGACTACCACTAGAGGGAGAGC	Upstream_CTCF	38
chrX	117737986	117738136	id-108325	1.15e-08	+	CAGCATTGCTGGCCTCTGACCACTAGATGTCAGTA	UpstreamP1_CTCF	40
chrX	117761438	117761588	id-108326	2.28e-05	+	TGTGGCTTTACTTCACCTGCCAATAGAGGGAGTCT	Upstream_CTCF	39
chrX	117772064	117772214	id-108327	2.1e-05	+	TCTACTTTTTCCTTCTCTTCCAACAGAGGGCAATC	Upstream_CTCF	34
chrX	117778457	117778607	id-108328	6.98e-07	+	GTCCCTAAAGGCTTATTGTCCAGTAGAGGGAGGCA	V_CTCF_BR	39
chrX	117813385	117813535	id-108329	7.27e-06	+	GCTCATGCCTATAATCCCAACACTAGGGGGCTGAG	V_CTCF_BR	23
chrX	117896213	117896363	id-108330	1	+	NA	NONE	23
chrX	117910110	117910260	id-108331	2.37e-05	-	GCATTAAGTTCTACTCTTGCCCATAGGTGGAGCAC	Upstream_CTCF	17
chrX	117941477	117941627	id-108332	2.12e-06	-	TTACAATTTCTACATGCAGCCCCCAGATGGCAGCA	UpstreamP1_CTCF	40
chrX	117958494	117958644	id-108333	4.23e-06	-	GGGTACGGTCAACCTCTGTCCACAGGGGGTCGCAG	UpstreamP1_CTCF	8
chrX	117973378	117973528	id-108334	2.78e-09	+	CAGCTCTGCTCTCTTCTGGTCACCAGGGGGCGCCA	UpstreamP1_CTCF	40
chrX	117981698	117981848	id-108335	1.71e-06	+	TGCTTTGATGGAGTTACTTCCACTAGGGGGAGCTC	V_CTCF_BR	40
chrX	118139004	118139154	id-108336	3.1e-07	+	CTGCTGGTGCACCTCCTGGCCACACGAGGGAGCCG	UpstreamP1_CTCF	39
chrX	118142201	118142351	id-108337	1.59e-06	-	GGAAACTACCCCTACAGTCCCAGCAGGGGGAGCGC	V_CTCF_BR	40
chrX	118201116	118201266	id-108338	2.77e-07	-	GTGCACTACCGAGAGACTGCCACTGAGTGGTGCTG	UpstreamP1_CTCF	40
chrX	118228901	118229051	id-108339	6.43e-06	+	TAACAAGGTACTCTCAAGGCCACCAGAGGGCTTCC	V_CTCF_BR	8
chrX	118252878	118253028	id-108340	8.53e-09	+	CATGCAGTAACAGCTGTGTCCACTGGGGAGCGCAG	Upstream_CTCF	40
chrX	118279240	118279390	id-108341	8.16e-07	+	CGCGTCCCTGGGCCTCTAACCACTAGATGTCAGTA	V_CTCF_BR	40
chrX	118281574	118281724	id-108342	7.55e-07	+	GCTAAGAGCTAGCCCTGGGCCACAAGATGGCAATG	V_CTCF_BR	3
chrX	118315559	118315709	id-108343	3.36e-07	-	TAGGCCAGGCTCCCAGCAGCCTGTAGGTGGCACCT	V_CTCF_BR	36
chrX	118323204	118323354	id-108344	3.4e-06	-	AGGGCTCTTCAAATTCTCACCACTAGGAGCTGAAC	Upstream_CTCF	17
chrX	118328715	118328865	id-108345	6.04e-07	-	CAGCAATCACTCTTATTAGCCAGGAGAGGGGGACA	UpstreamP1_CTCF	38
chrX	118352325	118352475	id-108346	1.56e-06	-	TTGGCATTTTCCAAAATAAGCACTAGATGGTGCTA	Upstream_CTCF	40
chrX	118382888	118383038	id-108347	4.14e-05	+	ATGTTATGACACCTAAGGAGCCATAGAGGGCCATC	UpstreamP1_CTCF	1
chrX	118400469	118400619	id-108348	1.04e-05	-	GTGTGAAGGTTGCTTTTGACCTGTAGGTGGCGACT	V_CTCF_BR	40
chrX	118407560	118407710	id-108349	3.03e-05	-	CCTGCAAGTTCAGGGCGAGCCGCCAGGGCGGCAGA	Upstream_CTCF	30
chrX	118422975	118423125	id-108350	2.43e-06	+	GGGATTATTCATGGTATGTACACCAGGGGGCAGGA	V_CTCF_BR	18
chrX	118426532	118426682	id-108351	1	+	NA	NONE	31
chrX	118523916	118524066	id-108352	8.81e-07	+	CTAAATGCCTCAGGGAGTGCCAGGAGGTGGAGCTC	V_CTCF_BR	18
chrX	118525365	118525515	id-108353	1.15e-06	+	TTTGCTATTCCACCTTTTGCCATGGGGTGGTGCAG	Upstream_CTCF	39
chrX	118551921	118552071	id-108354	8.58e-06	+	TGGCATTGGGCTTCTCTGGCCATTAGATGTCACTG	UpstreamP1_CTCF	37
chrX	118603091	118603241	id-108355	3.65e-07	+	CGCGCGCTCTCCAGTGCCGGCTCTAGAGGGCGCTC	V_CTCF_BR	40
chrX	118616734	118616884	id-108356	4.38e-09	+	CGGCCGCCTCTCGCACCTGCCTGCAGAGGGCGCGC	V_CTCF_BR	40
chrX	118622831	118622981	id-108357	1.71e-06	+	ATTGTCAGGACAGCACCGTCCACAAGGGGGCAGAT	V_CTCF_BR	40
chrX	118629692	118629842	id-108358	3.88e-06	+	TCTTGGGGCCCCCACTCTGCCTCTAGAGGGCTGGT	V_CTCF_BR	11
chrX	118636888	118637038	id-108359	6.8e-06	-	GTGTCCTTCATTATTGCTAACACTAGAGGGGAGGG	UpstreamP1_CTCF	4
chrX	118646561	118646711	id-108360	7.73e-06	+	CTCCTGTGGAACCTACTGACCTCTTGTGGGCAGAG	V_CTCF_BR	40
chrX	118650340	118650490	id-108361	7.49e-07	+	TTGCAGTGTCTCCTATAGAGAGGAAGGGGGCGCTA	UpstreamP1_CTCF	40
chrX	118673952	118674102	id-108362	1.48e-06	-	ACAGTATTGGTTCCCTCAGCCTGTGGGGGGCGCTG	Upstream_CTCF	26
chrX	118708770	118708920	id-108363	2.8e-05	-	CCTGCAACCTTCGGGAAGACAGACAGGGGTCCCCC	Upstream_CTCF	38
chrX	118744173	118744323	id-108364	1.9e-06	+	GCTTCCTTTCCTGCTTTTGCCTATAGGGGGAGTCA	Upstream_CTCF	40
chrX	118754138	118754288	id-108365	1.83e-05	+	ATACACTCCACACACACTCCCACATGATGGCAGCA	V_CTCF_BR	28
chrX	118773255	118773405	id-108366	9.26e-05	-	GTTCAGTGCACAAGACAAGGCCAAGGATGGCGCTG	UpstreamP1_CTCF	2
chrX	118788083	118788233	id-108367	6.64e-05	+	TGAGTCTCCACACGCGGCTCCTCTAGGTGGCCCCC	Upstream_CTCF	26
chrX	118817217	118817367	id-108368	2.96e-05	-	GTGTGAGAGCTTGGGCCCACCAGTAGGTGACTGAA	UpstreamP1_CTCF	2
chrX	118826196	118826346	id-108369	5.51e-07	-	GTGGGGTGCAGTTGGCTGGCCTGTAGGTGGCTGGC	V_CTCF_BR	34
chrX	118827011	118827161	id-108370	7.44e-05	+	GCTGCCATCGCTCCTGCGTCCGCCAGGGCTGCCAC	Upstream_CTCF	21
chrX	118828606	118828756	id-108371	6.46e-07	-	AGAGTGTGAGAAGCTCCATCCAGCAGGTGGAACCA	V_CTCF_BR	22
chrX	118832909	118833059	id-108372	2.04e-05	+	GTGGTGGTTTATCTGGCAGTCAAGAGGGGGCAGCA	V_CTCF_BR	40
chrX	118862564	118862714	id-108373	1.48e-06	+	CCTCAGCTTGATCTCATCTCCGCCAGGTGGCAGGG	V_CTCF_BR	28
chrX	118863995	118864145	id-108374	2.6e-06	-	GAGGCAGAAACTTGGTGAGTCACAAGGGGGCAGCA	V_CTCF_BR	40
chrX	118887773	118887923	id-108375	1.43e-05	-	AAGGTATTACCATATGGAGACACATGAGGGCGCTC	Upstream_CTCF	40
chrX	118913789	118913939	id-108376	1.92e-05	-	GTGTAGGTGCTTTGGTTAACTGCATGGGGGCAGCA	UpstreamP1_CTCF	40
chrX	118918957	118919107	id-108377	1.43e-05	-	GCTGTAACTCCCTGCCCAGTCGATAGGGGGCCTGT	Upstream_CTCF	39
chrX	118924961	118925111	id-108378	1	+	NA	NONE	28
chrX	118986633	118986783	id-108379	5.96e-07	-	TGCCCGGTCGGCCGCTGGCCCGGGAGAGGGCGGGA	V_CTCF_BR	7
chrX	119014916	119015066	id-108380	1.09e-06	-	AAGCATCACTGGCTTCTAACCACTAGATGTCAGCA	UpstreamP1_CTCF	40
chrX	119021690	119021840	id-108381	6.27e-08	-	CTGCCGGGAGCTAGACAGACCGCCAGGGGGCGAGA	UpstreamP1_CTCF	40
chrX	119076884	119077034	id-108382	4.88e-05	+	TTCGCTAACAAGACAGGAGGCGGAAGGGGGTAGCG	V_CTCF_BR	9
chrX	119077527	119077677	id-108383	6.84e-06	+	GGGGGCCCCAGCAGCCGTGGGACAAGGGGGCGCTC	V_CTCF_BR	14
chrX	119081209	119081359	id-108384	6.39e-05	+	CCTGTGTTTCATGAGTTGGCAGTGAGGGGGAGCTA	Upstream_CTCF	32
chrX	119082453	119082603	id-108385	1	+	NA	NONE	29
chrX	119115740	119115890	id-108386	4.41e-06	+	GGGAAGAAGCCAGCGAAATCCAGCAGATGGCGACA	V_CTCF_BR	40
chrX	119219708	119219858	id-108387	1	+	NA	NONE	30
chrX	119224287	119224437	id-108388	5.9e-06	-	GCGCAAGTTCATCCGTGTGCCCCAAGATGGAGCTC	UpstreamP1_CTCF	29
chrX	119271488	119271638	id-108389	1	+	NA	NONE	16
chrX	119334853	119335003	id-108390	5.9e-06	+	CAGCATGAGGGTCAACTCGACAGCAGAAGGCGCCT	UpstreamP1_CTCF	0
chrX	119347652	119347802	id-108391	1.28e-06	-	AGATTGCTGCCTTCTTTGAGCACTAGATGGCGCCC	V_CTCF_BR	40
chrX	119377303	119377453	id-108392	1	+	NA	NONE	0
chrX	119384569	119384719	id-108393	4.31e-07	-	CTACAGCTGCCCCACGCCGCCGACAGAGGGCACAG	V_CTCF_BR	40
chrX	119433905	119434055	id-108394	6.8e-06	-	AATGTGTTTCCCAAGCAACCCACAAGATGGAGTTG	Upstream_CTCF	24
chrX	119442515	119442665	id-108395	8.79e-07	+	CTGTAGTAGAGGTGCCTTTGCGCCTGGGGGCGGTG	UpstreamP1_CTCF	16
chrX	119443418	119443568	id-108396	4.3e-06	-	AATGCACTGCTTACCTTGGCCAGCTGTGGCGCCAA	Upstream_CTCF	34
chrX	119453295	119453445	id-108397	1.31e-05	+	CGATGCCCCTAAAATTACACCGGTAGGGGGCTGTC	V_CTCF_BR	39
chrX	119499259	119499409	id-108398	6.46e-07	+	TGGCCTTTGAGGAATCAGGCCGGGAGGGGGCAGCA	V_CTCF_BR	40
chrX	119502770	119502920	id-108399	1.19e-06	-	TAAGTCCCCTTAGCCTCACCCAGGAGTGGGCGCCC	V_CTCF_BR	1
chrX	119514702	119514852	id-108400	1.71e-06	+	CAACTGCTTCTTAACACCTCCACCAGGGGGAAGGC	V_CTCF_BR	39
chrX	119580535	119580685	id-108401	1.21e-05	-	GTTGCAATGTTCCACTCAGGCTGTAGAGGGATTGC	Upstream_CTCF	17
chrX	119584155	119584305	id-108402	2.1e-05	-	TGTTTTTTAATTCCTATGGCCATTAGGGGGTGCCA	Upstream_CTCF	37
chrX	119586133	119586283	id-108403	6.98e-07	-	GATTTTGAGCAGGATGTTTCCAGCAGGGGGAAGCA	V_CTCF_BR	39
chrX	119604522	119604672	id-108404	1	+	NA	NONE	0
chrX	119609410	119609560	id-108405	2.31e-06	-	GATGCAATCCCTATACTAACCACATGGTGATGCTG	Upstream_CTCF	40
chrX	119620051	119620201	id-108406	1	+	NA	NONE	40
chrX	119632005	119632155	id-108407	1.92e-06	+	TTGAACTGACACCGGATGAATGCCAGAGGGCGCTC	UpstreamP1_CTCF	40
chrX	119648214	119648364	id-108408	2.29e-05	+	GGGCTTTGGAGATAGACAACCACTAGGTGTCTCCT	UpstreamP1_CTCF	40
chrX	119656801	119656951	id-108409	3.41e-08	+	GCAGCACTACGCACAACAGCCAGAAGGTGGAAACC	Upstream_CTCF	12
chrX	119798085	119798235	id-108410	1.59e-06	-	CAACACCAAAGATGAATAACCACAAGATGGCAGAG	V_CTCF_BR	23
chrX	119809595	119809745	id-108411	1.95e-07	-	GGGGCTGTACCCTGCAAAGCCACAGGGTGGAGCTG	Upstream_CTCF	20
chrX	119903955	119904105	id-108412	3.63e-06	-	AGTCATGTTTACACTATTGCCACATGGTGGCACCA	V_CTCF_BR	38
chrX	119905262	119905412	id-108413	1.21e-05	+	CCTCTTCTTCCTGAGTATACCACCAGATGGCATTT	Upstream_CTCF	4
chrX	119923993	119924143	id-108414	2.58e-07	+	GAAGCCATTTCAGAACTGACCAGTAGATGTCAGTG	Upstream_CTCF	40
chrX	119974838	119974988	id-108415	1	+	NA	NONE	13
chrX	119991330	119991480	id-108416	5.96e-07	-	TGTGTTGGCTAGCCTTTAGCCAGGAGGTGGCGCTT	V_CTCF_BR	26
chrX	120134531	120134681	id-108417	2.1e-05	+	GCGATATTGCCAAAGTTACCCACTAGGTGGACTCA	UpstreamP1_CTCF	35
chrX	120181313	120181463	id-108418	8.59e-05	+	CCCCCAAAGTCCGTCCTCCCCGTTAGGTGGCGCCC	V_CTCF_BR	30
chrX	120388307	120388457	id-108419	3.11e-05	-	AACACTCAGCTGATGCTTGCCTATAGGGGGAGCTT	V_CTCF_BR	28
chrX	120395595	120395745	id-108420	1	+	NA	NONE	5
chrX	120442487	120442637	id-108421	1.64e-05	+	AGAGAATGCACATTCTTGTTCAGTAGGTGGCAGTG	V_CTCF_BR	35
chrX	120456130	120456280	id-108422	1.24e-05	+	TGACTCAAATGCAACCTTGCAGCCAGGGGGAGCTA	V_CTCF_BR	28
chrX	120467917	120468067	id-108423	4.01e-05	+	TGGAAGAGAAGATATTCAACCGAAAGGTGGCAGTC	V_CTCF_BR	15
chrX	120541605	120541755	id-108424	4.65e-05	-	TGGTGCCCTACTGCTCAAACCCCTAGGGGGAGCAT	V_CTCF_BR	13
chrX	120613403	120613553	id-108425	7.17e-05	+	TCAGAACTACTCTTTGCTGCCACCATGTGAAGAAG	Upstream_CTCF	11
chrX	120705320	120705470	id-108426	1	+	NA	NONE	2
chrX	120712992	120713142	id-108427	2.27e-05	-	TTTAAGATCTGCACTGCAAACTCTAGGGGGTGCCA	V_CTCF_BR	35
chrX	120715867	120716017	id-108428	1	+	NA	NONE	13
chrX	120783899	120784049	id-108429	9.71e-06	-	ATAGCACTTCCTTCTACAAACTCCAGAGGCAGAGT	Upstream_CTCF	3
chrX	120862959	120863109	id-108430	2.23e-06	+	ATGCTTATCCACTTTGTGAGCTGCAGGGGGCAATC	UpstreamP1_CTCF	6
chrX	120870689	120870839	id-108431	1	+	NA	NONE	5
chrX	121226944	121227094	id-108432	2.31e-06	-	GGTGTAATTCATCAATTCACCACCAGGATTGGCCA	Upstream_CTCF	17
chrX	121497008	121497158	id-108433	5.53e-08	-	GTGCAACAGCCCACAGTCTCCAGCAGGGGCCTTCA	UpstreamP1_CTCF	10
chrX	121837754	121837904	id-108434	1	+	NA	NONE	20
chrX	121873743	121873893	id-108435	3.4e-06	+	ATCAGATAGCCAGGCAGCACCAGCAGGGGGAATCC	V_CTCF_BR	24
chrX	121911755	121911905	id-108436	2.1e-06	-	TCCGTAATTCCAGTAGATGTCACTGGGAGGCACTC	Upstream_CTCF	16
chrX	122307821	122307971	id-108437	1.98e-08	+	CTGCAATTATTGGAAACTTCCACAAGGTGGTGGTA	UpstreamP1_CTCF	30
chrX	122310606	122310756	id-108438	2.11e-06	+	CCCAAACATTGCCACTTGTCCTCCAGGGGGCAAAA	V_CTCF_BR	13
chrX	122317652	122317802	id-108439	2.81e-05	-	TTGGGCTCTTCCAATTGGGCCAGTAGGGGGATATT	V_CTCF_BR	13
chrX	122337759	122337909	id-108440	1.73e-05	+	TGCCATAAAGTAAATGCTGCCACTAGTGGGCGTCT	V_CTCF_BR	16
chrX	122412002	122412152	id-108441	1.59e-06	+	TCTTGGAAGAGTCCCCTCCCCACCAGGTGGCAGAT	V_CTCF_BR	7
chrX	122416283	122416433	id-108442	4.21e-05	+	AAACCCTCTGCTTTAGAGTCCAGAAGGAGGCAGAA	V_CTCF_BR	1
chrX	122475961	122476111	id-108443	2.15e-05	-	GCTATAGCTATACCTTTCAAAAGCAGGGGGCGCTG	V_CTCF_BR	5
chrX	122556851	122557001	id-108444	1.64e-07	-	CCTGCAGCTGCACAGAAAGTCAGCAGGGGGAGCAT	Upstream_CTCF	40
chrX	122584180	122584330	id-108445	1.37e-05	+	GTAGCTACTAACGATCTTTCCACTGGGAGGCAGTG	Upstream_CTCF	38
chrX	122610797	122610947	id-108446	1	+	NA	NONE	7
chrX	122615974	122616124	id-108447	1	+	NA	NONE	14
chrX	122648308	122648458	id-108448	1	+	NA	NONE	18
chrX	122679000	122679150	id-108449	7.6e-05	+	CCACAGTGACATTCAGTGGCCACAGGAGGTTGAAA	UpstreamP1_CTCF	3
chrX	122782813	122782963	id-108450	7.27e-06	+	CCTGACTGAGAGACACTTCCCAGCAGGGGTCGACA	V_CTCF_BR	7
chrX	122843083	122843233	id-108451	2.64e-08	+	AGAGTAGTTTTAAGAATAGCCACTAGAGGCCGGGC	Upstream_CTCF	7
chrX	122866928	122867078	id-108452	3.8e-07	-	GCTGCCTTGCCTCGGGTTTCCGCTGGGTGGAGAGG	Upstream_CTCF	39
chrX	122874008	122874158	id-108453	4.34e-05	-	TAAGGACTCCCTCCCCTTGCCCCTAGAGGCTTAGG	Upstream_CTCF	12
chrX	122878753	122878903	id-108454	1	+	NA	NONE	9
chrX	122904425	122904575	id-108455	3.88e-06	-	AGCTTCCAGCTAGCTTTGGCCACTGGGAGGCACTG	V_CTCF_BR	39
chrX	122911732	122911882	id-108456	1.71e-06	+	GAGAGCAACAGCAGCAGTACCACTAGAGGGAGCCT	V_CTCF_BR	39
chrX	122967319	122967469	id-108457	8.35e-11	+	CTGCACCTCCCAAATATGACCACCAGGTGTCAGCC	UpstreamP1_CTCF	40
chrX	122970065	122970215	id-108458	7.17e-05	-	CCCACTGTACTCCAGCCTGGCAACAGAGGGAGACT	Upstream_CTCF	19
chrX	123014662	123014812	id-108459	4.7e-06	-	GTCAACTGCGTAAAGAGAGCCACCAGGAGGTGCCA	V_CTCF_BR	3
chrX	123018786	123018936	id-108460	3.88e-06	+	AGAATTTTTCCTGAGCCACCCTCTAGAGGGCAGTG	V_CTCF_BR	40
chrX	123094256	123094406	id-108461	8.76e-09	+	TTGCAGTGGCAACTCTCTGCCGCTAGATGCCGCTC	UpstreamP1_CTCF	40
chrX	123110650	123110800	id-108462	3.97e-05	-	ATGAAATCTATAAATCATCCCACTGGGAGGCAGTG	UpstreamP1_CTCF	33
chrX	123152017	123152167	id-108463	1	+	NA	NONE	20
chrX	123232066	123232216	id-108464	1.65e-07	+	CTGTAGTTTTATAGCATTACCACATGATGGCAGCA	UpstreamP1_CTCF	39
chrX	123261480	123261630	id-108465	3.63e-05	-	CAGTGCCCTGCTGCTCAAACCCCTAGGGGGAGCAT	V_CTCF_BR	14
chrX	123345296	123345446	id-108466	2.11e-08	+	CTGCTACTCATTAGTATCTCCACCAGAGGGCAGAC	UpstreamP1_CTCF	40
chrX	123357398	123357548	id-108467	5.34e-06	+	ACTGACCTTTCTTCCTGCAACTGCAGATGGCGCTG	V_CTCF_BR	21
chrX	123362841	123362991	id-108468	1	+	NA	NONE	12
chrX	123522542	123522692	id-108469	2.18e-07	+	AGTTAAAGCATTTGAATGACCACCAGATGGCAGTG	V_CTCF_BR	40
chrX	123540632	123540782	id-108470	1.73e-05	+	AGGTGATGGATTACAAAACCCAGCAGAGGGTGCTG	V_CTCF_BR	39
chrX	123542365	123542515	id-108471	1.26e-05	+	CAGGCACTTCCTCTCTGTTCCACATGAGGCACCAG	Upstream_CTCF	8
chrX	123726696	123726846	id-108472	3.09e-05	+	TTATAGTTAGACCTACAAGCCAGTAGATGGTGCTT	UpstreamP1_CTCF	3
chrX	123845891	123846041	id-108473	4.96e-08	-	GAAGCACTATTCACAATAGCCAACAGGTGGAAGCA	Upstream_CTCF	3
chrX	123997275	123997425	id-108474	2.01e-05	+	CTGGCAGTACTCCCTGTGGCCTGGGGTGGCGGTAA	Upstream_CTCF	12
chrX	124265119	124265269	id-108475	8.03e-07	-	AAAGCAGTGTTCTCTTTATTCACTAGGTGGCAGGA	Upstream_CTCF	19
chrX	124266252	124266402	id-108476	1.1e-06	+	GGCTCCACCACTCTTGCTACCACTAGGAGGCACTA	V_CTCF_BR	30
chrX	124339543	124339693	id-108477	1.48e-06	+	GTGCCACCCCAGCCGTAGGCAGGTAGGGGGCGCGC	UpstreamP1_CTCF	20
chrX	124340002	124340152	id-108478	3.42e-05	+	AGAGAGGTAGTACAGAGTGACGCCAGGGGGAGTTC	Upstream_CTCF	12
chrX	124453569	124453719	id-108479	6.18e-07	+	GCTGCAGTTCCCAGCTCAGCCGCTTGGCGACTCTC	Upstream_CTCF	1
chrX	124455003	124455153	id-108480	3.66e-06	-	AGGCTGTGGCTGTTGCTGTCCCCTAGGGGGACCAT	UpstreamP1_CTCF	3
chrX	124456440	124456590	id-108481	3.31e-06	-	AGGCTGTGACTGTTGCTGTCCCCTAGGGGGACCAT	UpstreamP1_CTCF	4
chrX	124512154	124512304	id-108482	2.96e-05	+	GGTAATACAGCTTTGAAAACCACCAGAGGGAGTAG	V_CTCF_BR	5
chrX	124570834	124570984	id-108483	2.31e-07	+	TCTGGATTGATATTAGCTTCCACCAGGGGGAGACA	Upstream_CTCF	25
chrX	124573132	124573282	id-108484	7.17e-05	+	AATGGAGAGGATCCTTATTCCTCTAGGTGGTGGTG	Upstream_CTCF	5
chrX	124780316	124780466	id-108485	1.28e-06	-	AGTGCTATACCCTGCATAGCCACAGGGGTGCAGAT	Upstream_CTCF	24
chrX	124960156	124960306	id-108486	6.49e-06	+	TTGTAGTTTGGACTTCAATTCAGTAGATGGCACTT	UpstreamP1_CTCF	15
chrX	125132516	125132666	id-108487	2.04e-05	+	TTCTCAGCTACCAGTTTAGTCACTAGGTGGTGCTA	V_CTCF_BR	27
chrX	125271991	125272141	id-108488	1.09e-07	+	GTGTAGGTTAGGCTGCAGTCCAGTAGGTGGCACTT	UpstreamP1_CTCF	21
chrX	125510554	125510704	id-108489	5.34e-06	+	TGGCCCTCATCTCACAGCTCCACTAGGTGGTGCAC	V_CTCF_BR	8
chrX	125875189	125875339	id-108490	1.73e-05	-	TGCTCCAAACATTGTATCAACGCCAGAGGGTGGCA	V_CTCF_BR	3
chrX	125904293	125904443	id-108491	4.38e-08	+	AGTGCATTTCCATTACTGTCCAGGAGAGGGTATCC	Upstream_CTCF	30
chrX	126172198	126172348	id-108492	1	+	NA	NONE	15
chrX	126490118	126490268	id-108493	1	+	NA	NONE	1
chrX	126593856	126594006	id-108494	3.5e-05	+	CACTACTGCCACCCAGCTGCCCCCAGAGGAATGAG	UpstreamP1_CTCF	4
chrX	126777115	126777265	id-108495	1	+	NA	NONE	3
chrX	127240714	127240864	id-108496	1.55e-05	+	GAACACTGTAGCCACTTCAGCACTAGAGGGTGCAC	V_CTCF_BR	23
chrX	127385684	127385834	id-108497	5.08e-05	-	TTGTCTTACTATTGTATCCCCACCTGGTGGAGAGA	UpstreamP1_CTCF	10
chrX	127594946	127595096	id-108498	4.1e-06	+	CCTGCCTTTTCTCGTCTAACCCATAGAGGTCACTA	Upstream_CTCF	19
chrX	127652608	127652758	id-108499	6.37e-07	-	GTGTAATTCAGGCTGTGATCCAGTAGATGGTGCTT	UpstreamP1_CTCF	27
chrX	127915606	127915756	id-108500	5.51e-07	-	AGGCTTTTTGTTTCTTCCCCCACCAGGTGGCAGCA	V_CTCF_BR	24
chrX	127934235	127934385	id-108501	1.39e-05	-	TTCCATGCTTTCTAACTGTCCTGTAGGTGGTGCTG	V_CTCF_BR	19
chrX	127951030	127951180	id-108502	3.88e-06	+	TAGAAAATAGTGTTTCTCTCCTCTAGAGGGCGCAG	V_CTCF_BR	27
chrX	128109819	128109969	id-108503	4.88e-08	-	CGGTAATTCCCAGGACAGGCCTGCAGGAGGAGCCA	UpstreamP1_CTCF	34
chrX	128126665	128126815	id-108504	1.99e-07	-	CACCGGGTTCCCACATACACCACTAGGGGGCACTA	V_CTCF_BR	16
chrX	128147664	128147814	id-108505	1	+	NA	NONE	8
chrX	128249229	128249379	id-108506	1.71e-06	-	TTTTTCTTAAAAGCTTTGACCTGAAGGTGGCGCCC	V_CTCF_BR	31
chrX	128250768	128250918	id-108507	1	+	NA	NONE	6
chrX	128292624	128292774	id-108508	2.15e-05	-	ATGAGAAATTGCTTCATGTCCACTAGGTGGCTATA	V_CTCF_BR	10
chrX	128295212	128295362	id-108509	8.64e-05	+	AGTAAAGTGAAACATTGCACCAGCAGAGGGCCAAG	Upstream_CTCF	11
chrX	128370023	128370173	id-108510	1	+	NA	NONE	11
chrX	128389620	128389770	id-108511	5.55e-07	+	TGTGCTGGTTGGCATCCTGCCGGGAGGGGGCGCTT	Upstream_CTCF	7
chrX	128452461	128452611	id-108512	3.4e-06	+	TTAATCAAAGAACGGGCAACCACTTGGTGGCAGCA	V_CTCF_BR	39
chrX	128481320	128481470	id-108513	3.8e-07	+	GTTGCAGTACTCTCTATGGCCTGTAGTAGGGGATG	Upstream_CTCF	34
chrX	128494305	128494455	id-108514	1.19e-06	-	GTCGAAATAAAATATATGACCACAAGGTGGCAGTG	V_CTCF_BR	40
chrX	128561374	128561524	id-108515	1.03e-05	-	CAGCCAGCACCTGTATGCACCAGTAGGGGGCCTGA	UpstreamP1_CTCF	15
chrX	128583234	128583384	id-108516	6.23e-05	-	CTGCTGCATCCTGTACGCCCCACCTAGTGGTTCAC	UpstreamP1_CTCF	27
chrX	128596818	128596968	id-108517	4.43e-05	-	TCCAGTATAATATTATCAACCACTAGATGTCTCTG	V_CTCF_BR	18
chrX	128636343	128636493	id-108518	5.65e-05	+	AAACCAAGCAGCAAAGTTTCCAGCAGGAGGAGATA	V_CTCF_BR	1
chrX	128656272	128656422	id-108519	6.43e-06	+	CAGGAGCCAGCAGCGCCCACTAGGAGAGGGAGGCG	V_CTCF_BR	32
chrX	128674108	128674258	id-108520	3.95e-09	+	GCTGCAGTTCCGCAGTTTGACCGCAGGGGACGGAA	Upstream_CTCF	40
chrX	128688960	128689110	id-108521	1	+	NA	NONE	17
chrX	128716738	128716888	id-108522	1	+	NA	NONE	5
chrX	128727294	128727444	id-108523	3.81e-05	+	TCTGAGAGTGATTTTCCCCCCAGCAGATGGAGACT	V_CTCF_BR	10
chrX	128735225	128735375	id-108524	1.15e-07	+	TTTCTGATTGTAGCTGTGGCCACTAGATGGCAGAG	V_CTCF_BR	40
chrX	128739514	128739664	id-108525	3.41e-07	+	CCTGCAGTGTGCTGTGTGACCACTAAGAGGCACTG	Upstream_CTCF	40
chrX	128741034	128741184	id-108526	9.58e-10	+	ACTGCAATGACAGTACAGGACACCAGGGGGCAGAA	Upstream_CTCF	40
chrX	128743462	128743612	id-108527	1	+	NA	NONE	28
chrX	128755450	128755600	id-108528	2.83e-07	-	TGGTGGGGACTATGGGTCCCCACCAGATGGCAGGC	V_CTCF_BR	0
chrX	128771595	128771745	id-108529	2.72e-14	+	CTGCAGTTCCAGGACTCAGCCAGCAGGGGGCAGCC	UpstreamP1_CTCF	40
chrX	128773046	128773196	id-108530	7.17e-05	+	CCTGGGGTTGCGGGGGAGTGGTACAGAGGGCGCTG	Upstream_CTCF	2
chrX	128789590	128789740	id-108531	1.31e-05	+	TTCTCAGGATAACACTAATCCAGCAGGGGCCGCCC	V_CTCF_BR	15
chrX	128789957	128790107	id-108532	1	+	NA	NONE	19
chrX	128812300	128812450	id-108533	3.18e-06	+	GAAGGAGCGCGTCGCCCGCCCTGAGGGGGGCAGTG	V_CTCF_BR	29
chrX	128824722	128824872	id-108534	1.04e-05	+	AGAACAACCTAAACGTCTCCCACCAGGGGGCTGAT	V_CTCF_BR	3
chrX	128860460	128860610	id-108535	1.15e-07	-	CCAGCACATCTGGAACTAGACAGCAGAGGGCAGCA	V_CTCF_BR	40
chrX	128869849	128869999	id-108536	2.6e-05	+	CTGCTGTCCTTCCCTGTGACCACCTCCTGCAATGC	UpstreamP1_CTCF	2
chrX	128888735	128888885	id-108537	3.22e-05	-	CAGACCGTACCTGAAGCAGACACTAGGGGACGCTA	UpstreamP1_CTCF	38
chrX	128890430	128890580	id-108538	5.12e-06	-	CAGTACTGCCCCCCAGAGTCCAGCAGGTACATCTC	UpstreamP1_CTCF	12
chrX	128893802	128893952	id-108539	1.84e-06	+	ACATCGCCTCTGGAAGTGACCAGAAGAGGCCACTG	V_CTCF_BR	21
chrX	128906922	128907072	id-108540	1.67e-07	+	TCCTCATGGCTCGTCACAGCCAGGAGGGGGAGGTG	V_CTCF_BR	2
chrX	128924320	128924470	id-108541	1	+	NA	NONE	2
chrX	128957235	128957385	id-108542	3.88e-06	-	GTGGGAGGAGACACCTAGTCCACTGGAGGGCAGCA	V_CTCF_BR	40
chrX	128974590	128974740	id-108543	5.86e-07	-	GTTGCAGCTGGCTTGAGTAACAGCAGGGGGAGGGA	Upstream_CTCF	8
chrX	129009680	129009830	id-108544	1.72e-06	-	GCTGCTCTGCCTCTGCAGGCCAGAAGGAACAGGAC	Upstream_CTCF	19
chrX	129048771	129048921	id-108545	5.65e-05	-	TGTTGTGACTCTCCGATCTCCAGTAGGGGCATGCA	V_CTCF_BR	6
chrX	129059725	129059875	id-108546	1.48e-06	+	CATCATTGTTCAGCACTTCCCCCTAGGGGGCGCTA	UpstreamP1_CTCF	39
chrX	129112792	129112942	id-108547	5.92e-05	+	CTCACCCACATCCCTCACACCAGGTGAGGGAGACA	V_CTCF_BR	2
chrX	129116936	129117086	id-108548	2.89e-07	+	CCTGCGGCCGCTCGGCTTGCCCCCCGGGGGCGCCG	Upstream_CTCF	8
chrX	129122007	129122157	id-108549	1	+	NA	NONE	4
chrX	129159409	129159559	id-108550	1.55e-07	+	GTGCTATGATCTCCAGCTGCCAGAGGGGGTCACTC	UpstreamP1_CTCF	16
chrX	129162286	129162436	id-108551	1.21e-10	-	GAGACAGCTCCCAGCCCTGCCAGCAGGGGGCGGCC	V_CTCF_BR	40
chrX	129189271	129189421	id-108552	9.27e-07	-	TTGCTCTCCAAGATCTTCCCCAGCAGAGGGGGAGC	UpstreamP1_CTCF	12
chrX	129194578	129194728	id-108553	3.83e-09	-	CGGACGTGGAGGCCGACGTCCAGCAGGTGGCGCTG	V_CTCF_BR	40
chrX	129198930	129199080	id-108554	4.31e-07	+	GCACAACCAAACACAGTGCCCTCCAGGGGGCAGGG	V_CTCF_BR	2
chrX	129203230	129203380	id-108555	3.66e-06	-	CTCCACCATGCTCGTCTCTCCAGCAGAGGGCCAGG	UpstreamP1_CTCF	13
chrX	129213879	129214029	id-108556	5.08e-07	+	AGTTCAAAGTGCTCAAAGGCCACTAGGGGGCAGGC	V_CTCF_BR	40
chrX	129216255	129216405	id-108557	6.8e-06	+	TCACCACTACCGCCGCCACCCACCAGAGAGCGTGG	Upstream_CTCF	18
chrX	129226342	129226492	id-108558	3.22e-05	-	AAGCAGTCTGGTAGACCTGCCACTGGGGCGTCCCC	UpstreamP1_CTCF	7
chrX	129242571	129242721	id-108559	3.18e-06	+	TTTTGGGCCCCTAGGTTGTCCAGGGGTGGGCGCCA	V_CTCF_BR	19
chrX	129242877	129243027	id-108560	1	+	NA	NONE	19
chrX	129251288	129251438	id-108561	8.56e-05	-	GGGTAGTGCCTCCCAGCAGCCACCACGCTCAGGGT	UpstreamP1_CTCF	3
chrX	129254775	129254925	id-108562	3.97e-07	-	CCGCCGCCGCCGCGTTCCGCGTGCAGGTGGCGCTG	V_CTCF_BR	39
chrX	129255025	129255175	id-108563	6.48e-05	-	GTGTGACTTCACTGCTTCCCCAGAAGAGGCGCCCA	UpstreamP1_CTCF	10
chrX	129258648	129258798	id-108564	3.81e-05	+	GGGGAACTATGCCATGCTTCAGGAAGAGGGCGCTA	V_CTCF_BR	6
chrX	129278663	129278813	id-108565	3.88e-06	+	TTCTGCCTAATACAGTTAGCCCCTAGAGGGCAGGG	V_CTCF_BR	24
chrX	129326352	129326502	id-108566	1.09e-07	-	CCTTCACTAATTAGTCTTACCAGCAGGAGGCGCGC	Upstream_CTCF	40
chrX	129397025	129397175	id-108567	1	+	NA	NONE	5
chrX	129402779	129402929	id-108568	1	+	NA	NONE	38
chrX	129439107	129439257	id-108569	7.6e-05	+	GAGTAGGCATCAGCCATGGAGGGCAGGGGCAGGAA	UpstreamP1_CTCF	8
chrX	129464720	129464870	id-108570	1.19e-06	+	GGCAGAGCAGAGCGGCTGGCCGCTAGAGGTCTCTG	V_CTCF_BR	40
chrX	129527560	129527710	id-108571	3.65e-07	+	ATGCCAGTGGCCAGGAAGCCCAGCAGAGGGCACAC	V_CTCF_BR	40
chrX	129673794	129673944	id-108572	2.12e-06	+	GTGTAAGGCATTGCTGAAATCACTAGAGGGCGCGC	UpstreamP1_CTCF	40
chrX	129677801	129677951	id-108573	1	+	NA	NONE	2
chrX	129709892	129710042	id-108574	4.73e-07	-	GCTGCAGCGTTCCTAGTGGCCAACAGGTGTATAAA	Upstream_CTCF	40
chrX	129861945	129862095	id-108575	2.81e-05	+	GGCACAATGTTAAGCTTTGTCAGTAGAGGGCGTTA	V_CTCF_BR	11
chrX	129935963	129936113	id-108576	4.31e-07	-	TGTCTGGAGGGGCATGTGGGCGGCAGGGGGAGCCA	V_CTCF_BR	24
chrX	130037386	130037536	id-108577	1	+	NA	NONE	5
chrX	130050928	130051078	id-108578	8.61e-08	-	TCTCATTACCTCTTGTTGTCCACCAGGTGGCACCA	V_CTCF_BR	40
chrX	130109997	130110147	id-108579	5.93e-06	+	ACTGCAACATCCTAAATGTCCACACTGGGGCGGTA	Upstream_CTCF	39
chrX	130128751	130128901	id-108580	1.52e-07	+	CTTGGTGCCACCACTCTACCCACAAGGGGGCGCTA	V_CTCF_BR	40
chrX	130144254	130144404	id-108581	1	+	NA	NONE	1
chrX	130197709	130197859	id-108582	9.06e-08	+	TTGCAGTGACTTGCTTTTGTCTCTAGAGGGAGGCA	UpstreamP1_CTCF	25
chrX	130202979	130203129	id-108583	2.6e-06	+	TTCGGACTGGGCGCCACAGGCGGCAGGGGGCGATA	V_CTCF_BR	38
chrX	130321325	130321475	id-108584	1.41e-06	+	GCTGCTCTTGCATGCCTGGGCCACAGAGGGGACTC	Upstream_CTCF	5
chrX	130327970	130328120	id-108585	1.48e-06	+	AGGGCACTTTCTCTCCTAGGCTACAGAGGGCAGTC	Upstream_CTCF	1
chrX	130352229	130352379	id-108586	1	+	NA	NONE	8
chrX	130396837	130396987	id-108587	1.84e-06	+	GTGACTTCTCCAGGCCCCACCACTGGAGGGAGCAG	V_CTCF_BR	32
chrX	130398177	130398327	id-108588	1.08e-05	+	CAGTAGTGTGACCCTTCAACCACTGAGTGGCATCT	UpstreamP1_CTCF	2
chrX	130465245	130465395	id-108589	1	+	NA	NONE	9
chrX	130500478	130500628	id-108590	2.62e-07	-	CTGCAATTTAGGTACACTATCACTAGGTGGAACTA	UpstreamP1_CTCF	18
chrX	130539603	130539753	id-108591	1.32e-05	+	GTGGTAGTTGCTTGTGGTTACCGCAGGGGGCTGTA	Upstream_CTCF	15
chrX	130678311	130678461	id-108592	4.31e-07	-	CGGTCATAGGCCATGGCAGCCAGTAGGAGGCACTC	V_CTCF_BR	6
chrX	130761024	130761174	id-108593	9.84e-05	-	AAACAAATGCTACAGGCTTCCTGAAGGTGGAGTCC	V_CTCF_BR	27
chrX	130767642	130767792	id-108594	3.09e-07	-	CCTGTATGCATCATGCTGAACACTAGAGGGCACCC	V_CTCF_BR	40
chrX	130809724	130809874	id-108595	5.65e-05	-	CATAAGATGCTGGTAGAGACCACAAGATGGTGATA	V_CTCF_BR	39
chrX	130811809	130811959	id-108596	1.55e-07	-	GTGTCATACGTCCCAGTGGCCACGAGATGGCGAAA	UpstreamP1_CTCF	40
chrX	130838350	130838500	id-108597	1	+	NA	NONE	22
chrX	130839008	130839158	id-108598	1	+	NA	NONE	19
chrX	130845083	130845233	id-108599	6.21e-05	+	GGATGCTATGAAACTACTTCCGCATGATGGCAGTA	V_CTCF_BR	21
chrX	130862816	130862966	id-108600	1	+	NA	NONE	18
chrX	130863428	130863578	id-108601	1	+	NA	NONE	18
chrX	130868750	130868900	id-108602	9.84e-05	+	ATAATTCGTTAAACGTCTTCCTCGTGATGGCAGTA	V_CTCF_BR	12
chrX	130875201	130875351	id-108603	1	+	NA	NONE	18
chrX	130875827	130875977	id-108604	1	+	NA	NONE	16
chrX	130880626	130880776	id-108605	1	+	NA	NONE	21
chrX	130881305	130881455	id-108606	1	+	NA	NONE	21
chrX	130886620	130886770	id-108607	1	+	NA	NONE	20
chrX	130887265	130887415	id-108608	1	+	NA	NONE	18
chrX	130896911	130897061	id-108609	1	+	NA	NONE	22
chrX	130897855	130898005	id-108610	2.19e-05	+	CAGTAGTGCTCTAGATGTGCTAACAGGTGTCGTGG	UpstreamP1_CTCF	20
chrX	130902295	130902445	id-108611	1	+	NA	NONE	22
chrX	130912743	130912893	id-108612	1	+	NA	NONE	19
chrX	130917636	130917786	id-108613	1	+	NA	NONE	20
chrX	130926513	130926663	id-108614	1	+	NA	NONE	22
chrX	130927182	130927332	id-108615	1	+	NA	NONE	21
chrX	130937172	130937322	id-108616	2.74e-08	-	CAGTTCTTGCCTCTGAGGTCCACCAGAGGGCGCAC	UpstreamP1_CTCF	34
chrX	130947354	130947504	id-108617	1	+	NA	NONE	21
chrX	130950831	130950981	id-108618	1	+	NA	NONE	21
chrX	130956357	130956507	id-108619	1	+	NA	NONE	17
chrX	130962026	130962176	id-108620	9.84e-06	+	GTGTTTTGTCAAACTACATCCTCTTGATGGCAGTA	UpstreamP1_CTCF	30
chrX	130964926	130965076	id-108621	1	+	NA	NONE	38
chrX	130975511	130975661	id-108622	8.52e-08	+	GTGTCATACATCCTATTGGCCACTAGATGGCGAAA	UpstreamP1_CTCF	40
chrX	130988719	130988869	id-108623	1.04e-05	+	ACTCTACTCTGCCAACCAAACAGAAGAGGGTGCCC	V_CTCF_BR	20
chrX	131007319	131007469	id-108624	1.92e-05	-	TAACAATACACCCTGGGGACCACTAGATGGGGCGA	UpstreamP1_CTCF	3
chrX	131029969	131030119	id-108625	1.48e-06	+	TCACTGCACTCCAGCCTGGACAGCAGAGGGAGATC	V_CTCF_BR	12
chrX	131051841	131051991	id-108626	1.97e-06	-	CTCCTTCTGTGTATGGTGGACACTGGAGGGCGGTG	V_CTCF_BR	0
chrX	131119808	131119958	id-108627	1.21e-05	-	CTTGTCATTTCACTCATGGACTGATGAGGGCAGGG	Upstream_CTCF	8
chrX	131138822	131138972	id-108628	1.1e-05	+	GGCCCTAGCATGAGGCCAGCCAGTAGGAGGAGAAA	V_CTCF_BR	9
chrX	131150029	131150179	id-108629	1	+	NA	NONE	4
chrX	131156191	131156341	id-108630	3.63e-05	-	CGCACCACACGGTGGGGGGCCTCTAGTGGTAAAAG	V_CTCF_BR	35
chrX	131198004	131198154	id-108631	3.63e-06	+	CTCTCTGACTTTCTTTCCACCACGAGAGGGTGCAG	V_CTCF_BR	12
chrX	131205401	131205551	id-108632	2.72e-06	-	TTGTAATATACTCAAGTATCCACTAGGGGTTAGAC	UpstreamP1_CTCF	32
chrX	131226589	131226739	id-108633	2.31e-07	+	TGTGCTATGCCTGAAACGGCCACTAGGGAATGCTC	Upstream_CTCF	40
chrX	131305628	131305778	id-108634	7.11e-06	+	AGAGCAGATACATTGGAATCCACCAGATGGTGACA	Upstream_CTCF	15
chrX	131353446	131353596	id-108635	1.15e-07	-	CTCACAGACCAAACCCCTTCCAGCAGAGGGCAGTG	V_CTCF_BR	40
chrX	131360297	131360447	id-108636	1.41e-05	+	CTGAATATGCAGAGTTCTGGCACTAGGTGTCAGCA	UpstreamP1_CTCF	38
chrX	131365240	131365390	id-108637	1	+	NA	NONE	13
chrX	131412581	131412731	id-108638	2.6e-06	-	ACCTTAGGTACCAGCATGGCCACAAGGGGGTGGAT	V_CTCF_BR	6
chrX	131426921	131427071	id-108639	9.51e-07	+	CAAATATATTTCTGAACTGCCACTAGATGGCAGTG	V_CTCF_BR	40
chrX	131510071	131510221	id-108640	2.19e-05	-	CCATAAGTGTTGTCCTATACCACTAGGTGGTGTTC	Upstream_CTCF	40
chrX	131547712	131547862	id-108641	8.21e-06	-	ATCCCCCTCTTCATCCTAGCCTAAAGGGGGAGCTC	V_CTCF_BR	6
chrX	131597569	131597719	id-108642	4.89e-09	-	CTTGCAATTCTGTTATCTGCCACTAGGTGGTGCGT	Upstream_CTCF	39
chrX	131623926	131624076	id-108643	1	+	NA	NONE	9
chrX	131625301	131625451	id-108644	1	+	NA	NONE	14
chrX	131727008	131727158	id-108645	4.02e-07	-	GGTGCAGTTCAGTCTTTGGTCACAGGGGAGCACAA	Upstream_CTCF	39
chrX	131747137	131747287	id-108646	4.31e-09	-	GTGCAGTTTCCAGGCATGGCCACAGGATGGTGCAG	UpstreamP1_CTCF	40
chrX	131748454	131748604	id-108647	2.27e-06	-	GCCCAGCCATGCCCTGACACCAACAGAGGGAGCCA	V_CTCF_BR	39
chrX	131749491	131749641	id-108648	4.14e-06	-	TGAGGTTATGGAGTCATTTTCAGCAGGGGGCGCTC	V_CTCF_BR	40
chrX	131765746	131765896	id-108649	2.18e-07	-	GGTGCACTCTTAATATTTACCAGAAGATGTCACTG	Upstream_CTCF	40
chrX	131770232	131770382	id-108650	1.18e-05	+	ATTCTTTGATAAGGAAAAGCCACTAGATGTCACTA	UpstreamP1_CTCF	16
chrX	131785821	131785971	id-108651	2e-06	+	TATTCAGTACCCTCCTCCTCCAGGGGGTGGCATAT	Upstream_CTCF	25
chrX	131810263	131810413	id-108652	1.61e-05	+	GAGTGTGACAAGGTTCCCGCCGGCAGGTGGCCCCA	UpstreamP1_CTCF	1
chrX	131810958	131811108	id-108653	5.92e-05	+	GTGGCAATTACTGCAAACACCACAGAGTGGAGCTC	Upstream_CTCF	17
chrX	131850164	131850314	id-108654	9.81e-06	-	TAGATTGTTAATTAGATCAGCACTAGAGGGCACTC	V_CTCF_BR	31
chrX	131874667	131874817	id-108655	4.64e-09	+	ATGCAGTTCCCAATATGTACCACTGGATGGCAATC	UpstreamP1_CTCF	39
chrX	131895384	131895534	id-108656	3.18e-06	+	GAAACCCCAGGAGCCCACCCCAGCAGGGGGCGAGC	V_CTCF_BR	5
chrX	132010692	132010842	id-108657	8.34e-07	+	TAGCTCTGGTTCCAGCCCACCAGCAGGGGCCCCAA	UpstreamP1_CTCF	6
chrX	132074770	132074920	id-108658	4.5e-05	-	ATGCAGTACTTTCTGGTTAACAGAGGGGGCTCTTG	UpstreamP1_CTCF	31
chrX	132083038	132083188	id-108659	7.84e-05	+	ACTCTTATGCAGTGAAACTTCTCTAGGGGGCGCTG	V_CTCF_BR	31
chrX	132092226	132092376	id-108660	1.67e-07	+	GGCCCCGAGTGAGCAGGGCCCGGCAGAGGGAGCCC	V_CTCF_BR	8
chrX	132092561	132092711	id-108661	5.41e-06	-	TCCTTAGTACCCTGAGTTGCCTGAAGGGGGGAATG	Upstream_CTCF	12
chrX	132109380	132109530	id-108662	1.39e-07	+	TAGGTCCCTGTCAGTTTGAACAGCAGGGGGCAGCA	V_CTCF_BR	40
chrX	132139175	132139325	id-108663	2.27e-06	+	ATGAAAATGCTGAGCTTTACCAGTAGAGGGCGATG	V_CTCF_BR	40
chrX	132180143	132180293	id-108664	8.21e-06	+	GGTTGTTTGGCCTCACACGACACAAGAGGGAGCTA	V_CTCF_BR	30
chrX	132230102	132230252	id-108665	1	+	NA	NONE	10
chrX	132306107	132306257	id-108666	4.71e-06	-	TGGGTATTTCTCCAAATGGCCACTGAGTGGCAGTC	Upstream_CTCF	34
chrX	132349913	132350063	id-108667	4.31e-07	-	ACCAAAAGTGTGGCTGGGGACAGCAGAGGGAGCTG	V_CTCF_BR	36
chrX	132383796	132383946	id-108668	2e-06	-	CTGGTATTTCTTCAGATAAACACTAGGTGGCATGG	Upstream_CTCF	27
chrX	132441796	132441946	id-108669	7.46e-06	-	GTGATCTGGCCATTCCTTGCCACTAGGGGAATAAG	UpstreamP1_CTCF	11
chrX	132469173	132469323	id-108670	8.21e-06	+	AAAAAATTCCCAGAATTGGCCAAGAGGGGGAGCAG	V_CTCF_BR	39
chrX	132634273	132634423	id-108671	3.11e-05	+	CCAGAGGGCAGGACTAAAACCAGTGGGTGGCAGTT	V_CTCF_BR	3
chrX	132783762	132783912	id-108672	6.98e-07	+	GGCAGGCACAAAGGCTCAGGCAGCAGGGGGCAGCT	V_CTCF_BR	7
chrX	132804547	132804697	id-108673	1.85e-07	-	ATGCAATACTGAATCGTGTCCATAAGATGGCGCTC	UpstreamP1_CTCF	39
chrX	132832410	132832560	id-108674	7.27e-06	+	GCTGTGTGTTGCAAACTACCCAGTTGGGGGCAGAC	V_CTCF_BR	29
chrX	132879603	132879753	id-108675	2.27e-05	+	ATATGCCTTCTGCTACCCTCCAACAGGTGGCACAT	V_CTCF_BR	12
chrX	132910238	132910388	id-108676	1.46e-08	-	TTTGTCATTCTTGGGAAGGCCAGGAGGGGGCGCCA	Upstream_CTCF	39
chrX	132926572	132926722	id-108677	1.21e-09	+	CGGCACCTCTCCGAGCTGGACACCAGAGGGCGGTA	UpstreamP1_CTCF	40
chrX	132973223	132973373	id-108678	8.08e-08	-	GCTTTAATACAGCTTCTTCCCACAAGGGGGAGCCA	Upstream_CTCF	40
chrX	132987004	132987154	id-108679	1	+	NA	NONE	17
chrX	133055971	133056121	id-108680	2.11e-06	-	GGGGCAGAGTAGCCGGCGACTGCTAGAGGGCAGCA	V_CTCF_BR	40
chrX	133060996	133061146	id-108681	1	+	NA	NONE	10
chrX	133093442	133093592	id-108682	3.63e-06	+	GAGGTCAGTATCATCACAGGCACTAGTGGGCAGCA	V_CTCF_BR	20
chrX	133155086	133155236	id-108683	1	+	NA	NONE	16
chrX	133160153	133160303	id-108684	3.18e-06	-	CCCTGGCTCTTGTTACGAATCAGTAGGGGGCAGCA	V_CTCF_BR	9
chrX	133160857	133161007	id-108685	1	+	NA	NONE	39
chrX	133206056	133206206	id-108686	1.17e-05	+	CAGTGCCCTGCTGCTCAAACCTCTAGGGGGAGCAT	V_CTCF_BR	10
chrX	133278397	133278547	id-108687	5.01e-06	-	GCCTAATACTTTTTTCCTGCCACATGAGGGCAGAC	V_CTCF_BR	39
chrX	133380442	133380592	id-108688	1.48e-05	+	TTGTGTTTTCTTATGTTGACCAGTAAGGGGCATTG	UpstreamP1_CTCF	13
chrX	133388092	133388242	id-108689	8.62e-10	-	AGCCAGGAAGCCATCACGGCCACCAGAGGGCAGTA	V_CTCF_BR	40
chrX	133428715	133428865	id-108690	4.21e-05	-	TCATATTCCCTCTGTCTATCCACAAGGGGCAACAG	V_CTCF_BR	37
chrX	133511686	133511836	id-108691	7.73e-06	+	AGTTACTAATATCTGAAAACCAGAAGGTGGCAGCG	V_CTCF_BR	39
chrX	133530344	133530494	id-108692	4.64e-09	-	TTGCAGTGACTTCTCCCTACCACTAGATGGTACTG	UpstreamP1_CTCF	40
chrX	133557760	133557910	id-108693	4.7e-06	+	TTTTTTCATCTATTGCTGACCACAAGAGGGCATCC	V_CTCF_BR	39
chrX	133618196	133618346	id-108694	3.18e-09	+	ACTGTAATACCAGGTATCTCCAGAAGATGGCACTA	Upstream_CTCF	40
chrX	133655018	133655168	id-108695	1.48e-06	+	GCCTTAGAGACTGGCTTGACCAATAGATGGCAGCA	V_CTCF_BR	39
chrX	133738105	133738255	id-108696	1	+	NA	NONE	25
chrX	133804292	133804442	id-108697	3.97e-05	-	GAGTTCTGGAAGCTAGGAGGCAGGAGGTGGGAGGG	UpstreamP1_CTCF	14
chrX	133852648	133852798	id-108698	7.49e-05	+	GAGATATCCTAGGGCCTGGCTACTTGAGGCCACCA	V_CTCF_BR	21
chrX	133861499	133861649	id-108699	1.7e-05	+	TGTGGGGCAGCCAAAGCAAACAGTAGGGGGAGTTA	Upstream_CTCF	32
chrX	133887783	133887933	id-108700	1.55e-05	-	AGAAGTCCTGTTTCAATTACCTGCAGATGTCAGTG	V_CTCF_BR	32
chrX	133895942	133896092	id-108701	1.16e-05	-	AGTGAATGACTGGAAGTGGGCATTAGAGGGCGCTT	Upstream_CTCF	38
chrX	133898403	133898553	id-108702	3.63e-05	-	TAAAAGAAAGTCACTCTCACCTATAGAGGGAGCTG	V_CTCF_BR	37
chrX	133915069	133915219	id-108703	1.67e-07	+	AGACTCTTTCTCACACCAGCCAGCAGTTGGCACTG	V_CTCF_BR	7
chrX	133916952	133917102	id-108704	1.46e-08	-	ACAGCTATTCCGAAATACACCAGCAGATGGAGGAA	Upstream_CTCF	39
chrX	134042639	134042789	id-108705	5.67e-06	-	AGAGTAGTTTGCAAACTGGTCACAAGGTGGTGTGC	Upstream_CTCF	36
chrX	134065622	134065772	id-108706	1.54e-05	-	CTGAGGCCTCTTTCTTTGGCCTGTAGATGGCCACC	UpstreamP1_CTCF	20
chrX	134099503	134099653	id-108707	5.89e-08	+	ACGCAGTTTAATGAACAAGCCACTAGGGGGCAAAG	UpstreamP1_CTCF	38
chrX	134133619	134133769	id-108708	8.21e-06	-	TTCCCCATTATATAAACGGACTCTAGATGGCAGTC	V_CTCF_BR	39
chrX	134143988	134144138	id-108709	1	+	NA	NONE	6
chrX	134185614	134185764	id-108710	7.73e-06	+	CGCAGGGGACATCGCGGCGGCTCGAGGGGGAGGGA	V_CTCF_BR	35
chrX	134200336	134200486	id-108711	5.89e-08	+	CTGTTATGCCTGGACAGGGCCACTAGAGGGTTCCT	UpstreamP1_CTCF	40
chrX	134220591	134220741	id-108712	9.27e-07	-	ATATAGTTCAAGGAAGTGGCCAACAGATGGCACTA	UpstreamP1_CTCF	39
chrX	134246246	134246396	id-108713	1.96e-07	+	TTGTAGTTTGGGCTGCGATCCAGTAGATGGCACTT	UpstreamP1_CTCF	40
chrX	134305179	134305329	id-108714	7.9e-07	-	CTGCGGTGTCCCTGACTCTCCTGAGGGGGGCTCAC	UpstreamP1_CTCF	7
chrX	134320125	134320275	id-108715	1	+	NA	NONE	40
chrX	134328694	134328844	id-108716	1.14e-06	-	CTGCGGTGTCCCTGGCTTTCCTGAGGGGGGCTCAC	UpstreamP1_CTCF	4
chrX	134340474	134340624	id-108717	1.21e-09	+	CTGTTATGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	21
chrX	134429743	134429893	id-108718	2.94e-06	+	AAAGCTCTCCGCTGCTGCACCACTAGGGGAAGCGA	Upstream_CTCF	27
chrX	134461388	134461538	id-108719	1	+	NA	NONE	13
chrX	134476839	134476989	id-108720	8.79e-07	-	GTGCTATTGCTTTTGGTTTCCACGGGGAGGCAGTG	UpstreamP1_CTCF	40
chrX	134567208	134567358	id-108721	8.03e-07	-	TCTGCTGCTCCTCCTCCAGCCGAATGAGGGCGCTC	Upstream_CTCF	9
chrX	134572449	134572599	id-108722	3.09e-07	+	AGGCATGGGAGCGGGCCCACCGCCAGAGGGTGCAC	V_CTCF_BR	17
chrX	134587454	134587604	id-108723	5.72e-07	+	ATGTAGTTCAGGGGAGTGACCAAGAGATGACGCTA	UpstreamP1_CTCF	10
chrX	134597968	134598118	id-108724	4.58e-08	+	CTGCACAGCTTCTCTTCAACCAGAAGGGGGCACAG	UpstreamP1_CTCF	39
chrX	134611591	134611741	id-108725	9.25e-06	-	TGTAGTGGCTGGCACCCATCCACATGGTGGCAGGA	V_CTCF_BR	39
chrX	134618670	134618820	id-108726	2.53e-05	-	CAGCCAAAGGAGACTACTGCCACTTGCTGGTAGCA	V_CTCF_BR	40
chrX	134650420	134650570	id-108727	1.35e-05	+	TGTCAGTTCAATGCTTTGGCCTGAAGGGGCCTCCT	UpstreamP1_CTCF	26
chrX	134655485	134655635	id-108728	1	+	NA	NONE	17
chrX	134664169	134664319	id-108729	1	+	NA	NONE	5
chrX	134677961	134678111	id-108730	7.27e-06	+	GCAGGTTGTGTTCTGTTTAACCCTAGGGGGCGCCA	V_CTCF_BR	30
chrX	134706486	134706636	id-108731	6.21e-06	-	TTTGCACTATCACAGCAAACAGATAGGGGGCAGGA	Upstream_CTCF	37
chrX	134725916	134726066	id-108732	3.56e-05	-	CCTGCAATTCTTCTACCTTCCACTGGATTCTCCTT	Upstream_CTCF	16
chrX	134730571	134730721	id-108733	6.37e-07	-	CAGTTGTTACTGAAGGCCGCCTTTAGAGGGCGCCA	UpstreamP1_CTCF	40
chrX	134760020	134760170	id-108734	6.05e-06	+	CGGGATGTTTATCATTTGTCCAGGTGAGGGCAGCA	V_CTCF_BR	31
chrX	134762305	134762455	id-108735	5.34e-06	+	ATCTGCTTTTTGTGCTGAGGCACTAGGTGGCAGTG	V_CTCF_BR	7
chrX	134766387	134766537	id-108736	1	+	NA	NONE	10
chrX	134821960	134822110	id-108737	1.83e-05	+	CAGTCCGCTGTACAGGCCGCCTTTAGAGGGCGCCA	V_CTCF_BR	27
chrX	134831486	134831636	id-108738	1	+	NA	NONE	7
chrX	134841683	134841833	id-108739	2.08e-07	+	CAGTTGTTACTGAAGGCCGACTGTAGAGGGCGCCA	UpstreamP1_CTCF	31
chrX	134847016	134847166	id-108740	1.73e-08	+	CAGTTGTTACTGAAGGTCGCCTGTAGAGGGCGCCA	UpstreamP1_CTCF	24
chrX	134909116	134909266	id-108741	2.08e-07	+	CAGTTGTTACTGAAGGCCGACTGTAGAGGGCGCCA	UpstreamP1_CTCF	39
chrX	134971264	134971414	id-108742	8.17e-09	-	CAGTTGTTACTGAAGGTCGCCTGCAGAGGGCGCCA	UpstreamP1_CTCF	32
chrX	134975662	134975812	id-108743	8.97e-05	+	CGTGCCCTCCCCCAGCCTAACACTGGGAACCTGTG	Upstream_CTCF	3
chrX	135005634	135005784	id-108744	6.05e-06	+	GGGAATGTTTTTCACTTGTCCAGGTGAGGGCAGCA	V_CTCF_BR	34
chrX	135014164	135014314	id-108745	1.52e-09	-	CTGTTATGCCTGGATAGGGCCACTAGAGGGCTCCC	UpstreamP1_CTCF	40
chrX	135055255	135055405	id-108746	4.65e-05	-	GTAGTTAAGTGACCGATTGCCTCAGGGAGGCACTG	V_CTCF_BR	36
chrX	135055829	135055979	id-108747	2.2e-06	+	GGAGCTGTTTCTTCTTCCACCGGCGGGTGTCCGCG	Upstream_CTCF	13
chrX	135092145	135092295	id-108748	1	+	NA	NONE	15
chrX	135110658	135110808	id-108749	1.55e-05	+	AAGTGTGCTATCTTCAAGACCACTAGATGTCACTG	V_CTCF_BR	40
chrX	135185811	135185961	id-108750	2.97e-06	-	TTTGCCAAAGGACATTCAGCCAGTAGGTGGTACAG	V_CTCF_BR	1
chrX	135245105	135245255	id-108751	1.09e-07	-	CTTGCCCTTCTGCCTTCCGCCACATGAGGGCAGGG	Upstream_CTCF	40
chrX	135248476	135248626	id-108752	3.4e-06	-	ATTTCATGTTCTCTGACACCCTCCAGAGGGCAGAA	V_CTCF_BR	39
chrX	135251543	135251693	id-108753	1.83e-05	-	ACATCTTTAGAATATTTTGCCACAGGAGGGCTCTG	V_CTCF_BR	9
chrX	135252382	135252532	id-108754	1	+	NA	NONE	31
chrX	135282751	135282901	id-108755	1	+	NA	NONE	37
chrX	135291563	135291713	id-108756	1.84e-06	-	GGCCATGACATCAAAGTGGCCACCAGGAGGCAAAC	V_CTCF_BR	40
chrX	135350727	135350877	id-108757	2.37e-05	-	ATAGCCATCTTCCTTTTACTCGCTAGGTGGCAGCA	Upstream_CTCF	40
chrX	135354639	135354789	id-108758	9.4e-06	+	CTGCAACTTAAAATCCTTGTCTCTAGATGGCCCCT	UpstreamP1_CTCF	32
chrX	135386770	135386920	id-108759	6.51e-05	-	TGGTTCGCATGCTGCCTGGCACATAGAGGGCGCTC	V_CTCF_BR	19
chrX	135418926	135419076	id-108760	3.16e-05	-	ATTGTAATACCAAGTCCAACCACTAGGAAAACCAT	Upstream_CTCF	39
chrX	135436459	135436609	id-108761	1.15e-06	-	TCTGTCTCTCTGCTTTCTGCCACTTGAGGGCACAG	Upstream_CTCF	3
chrX	135479250	135479400	id-108762	3.66e-06	+	CAGCATCCTTGGTCTTTCCCCACTAGATGCCAGTA	UpstreamP1_CTCF	17
chrX	135559322	135559472	id-108763	5.41e-06	-	AGAGCACCTTGCCTTGGCAGCAGCAGGGGGAGTTT	Upstream_CTCF	12
chrX	135570995	135571145	id-108764	1	+	NA	NONE	6
chrX	135574104	135574254	id-108765	5.96e-07	-	ACAGGAGGTGATTTGGCAACCAGCAGAGGGCAAAC	V_CTCF_BR	18
chrX	135601359	135601509	id-108766	5.01e-06	+	GGCTGGTGGGAAAAGGTGGCCGCAAGGGGTTGCTG	V_CTCF_BR	3
chrX	135654313	135654463	id-108767	1.9e-06	+	TCAGCTATATTTTGCCATACCACTAGATGGTACAA	Upstream_CTCF	11
chrX	135659845	135659995	id-108768	3.88e-07	-	CTACAGCAACAGCCTGTGGCCAGCAGAGAGCAGCA	UpstreamP1_CTCF	38
chrX	135690795	135690945	id-108769	3.18e-06	+	GCTTAGCAGAACATATCAGGCAGCAGGTGGCAGGA	V_CTCF_BR	37
chrX	135777082	135777232	id-108770	1.09e-06	-	GTGAACTTCTTCCTTTCGGCCTTTAGGTGGCAATA	UpstreamP1_CTCF	40
chrX	135790608	135790758	id-108771	1.43e-05	-	GTAGCAATACATAGACAGTGTACTAGGTGGCAGTG	Upstream_CTCF	39
chrX	135793425	135793575	id-108772	1.03e-06	+	AGAAAGCATGTTTCACTTGGCAGCAGGGGGCACAG	V_CTCF_BR	40
chrX	135809116	135809266	id-108773	1	+	NA	NONE	39
chrX	135849498	135849648	id-108774	3.65e-07	+	CTTTGCGCCTGGACGCGGGCGAGGAGGGGGCGCCC	V_CTCF_BR	25
chrX	136007427	136007577	id-108775	1.09e-06	-	TGGCACTAAAGCAGGTTTGTCAGTAGAGGGCGCTG	UpstreamP1_CTCF	40
chrX	136036405	136036555	id-108776	6.37e-07	+	CTGCACATTCTGATTGTGCCCCCTAGAGGGTGCTG	UpstreamP1_CTCF	40
chrX	136037178	136037328	id-108777	4.58e-08	+	GTGTTGTGGTCTGTTATTTCCAGTAGATGGCAATG	UpstreamP1_CTCF	36
chrX	136134654	136134804	id-108778	1.69e-10	-	GCGCAGTGACAGCTCCTGGGCACTAGAGGGCGCCG	UpstreamP1_CTCF	40
chrX	136197005	136197155	id-108779	1.31e-05	-	AAAACCGTCAGCCCAGAAACCACTAGAGGGAGAAG	V_CTCF_BR	4
chrX	136233670	136233820	id-108780	1.84e-06	+	TGAGAACATTGCCTCATTACCGCCAGGTGGAGGTA	V_CTCF_BR	11
chrX	136247797	136247947	id-108781	1.04e-05	-	AGAAAAGAGTAATTTCCAGCCTCAAGAGGGAGCCT	V_CTCF_BR	7
chrX	136248874	136249024	id-108782	2.43e-06	+	GGGGGCCTAACTGGGTCAGCCACTAGGGGGCATGT	V_CTCF_BR	28
chrX	136276420	136276570	id-108783	1.23e-08	-	GTGCAATTCCTACGTACAGCCAAAAGGTGGCAGAG	UpstreamP1_CTCF	38
chrX	136354503	136354653	id-108784	1.24e-05	+	AAGGCTTGATCTAGCTACACCAAAAGGGGGCACCA	V_CTCF_BR	3
chrX	136376216	136376366	id-108785	7.78e-06	+	AGTTACATTTTCAAAATGACCTCTAGGGGGCATTG	Upstream_CTCF	17
chrX	136425260	136425410	id-108786	4.14e-06	-	ATGGTCTTTGCACAGCCTTCCACAAGCTGGCAGTA	V_CTCF_BR	2
chrX	136434570	136434720	id-108787	1	+	NA	NONE	10
chrX	136438820	136438970	id-108788	1	+	NA	NONE	6
chrX	136445859	136446009	id-108789	4.51e-05	+	TGAGTTTGTTTTTGCTTGGCCTCTAGGGGCAGAAA	Upstream_CTCF	5
chrX	136494927	136495077	id-108790	1.56e-05	-	TCTGTTTGGTAGGAATAGGACAGCAGGTGGTGGTA	Upstream_CTCF	2
chrX	136511537	136511687	id-108791	2.77e-07	-	TTTCAGGGCCCACCTCCAGACCGTAGGGGGCGCTG	UpstreamP1_CTCF	14
chrX	136514893	136515043	id-108792	1.75e-07	+	CTGCAGAGCAGACATCCAGTCAGCAGAGGGCACAC	UpstreamP1_CTCF	29
chrX	136520426	136520576	id-108793	1	+	NA	NONE	40
chrX	136632827	136632977	id-108794	7.49e-05	-	CTCGTCCCCTCCTTCTCCGCCTCCGTGGGGCGCTC	V_CTCF_BR	1
chrX	136905496	136905646	id-108795	2.68e-05	+	CCTGCAATACAGGCTTTCACCACAAGGCTCATTGG	Upstream_CTCF	15
chrX	136978414	136978564	id-108796	1.22e-07	+	CGGTAGTTCCTCAACACAGGCAGCAGGGGCAGCAA	UpstreamP1_CTCF	9
chrX	137008380	137008530	id-108797	1.21e-06	-	ATGAGATACCCACCATCTTCCACAAGATGGCAGGC	UpstreamP1_CTCF	19
chrX	137108495	137108645	id-108798	3.1e-07	-	GTGTAATTTGGCCTGTAATCCAGTAGATGGCACTT	UpstreamP1_CTCF	32
chrX	137116447	137116597	id-108799	1.43e-05	+	TTTGGAAGCTCAACAGTGTCCACCAGTGGACAAAC	Upstream_CTCF	11
chrX	137140127	137140277	id-108800	2e-06	+	AATGCATTCCCTCTGGTGGACTCTAGAGTGCAGTC	Upstream_CTCF	2
chrX	137210309	137210459	id-108801	9.62e-08	+	TTGTAGTTTGCGCTATGATCCAGTAGATGGCGCTT	UpstreamP1_CTCF	40
chrX	137233006	137233156	id-108802	7.78e-06	+	TCCTTTATTGTCACATTCTCCAGCAGGTGGCATTA	Upstream_CTCF	8
chrX	137261009	137261159	id-108803	1.84e-05	-	AAGCCGTACTCCAGAATGACCAGCAGGGCTATGCT	UpstreamP1_CTCF	5
chrX	137274251	137274401	id-108804	2.6e-07	+	CACTGAAGCCTACTTGCTACCAGCAGAGGGAGCGC	V_CTCF_BR	33
chrX	137380523	137380673	id-108805	1.47e-05	+	GAGATCTCCATTTACATAACCAAGAGGTGGCAGTA	V_CTCF_BR	8
chrX	137570026	137570176	id-108806	6.84e-06	+	TCCTCCACTCCAGCAGCCTCCTGTAGGTGGCAATC	V_CTCF_BR	3
chrX	137794354	137794504	id-108807	5.41e-06	-	AATGAAAAGTCAGCAAAAACCACTGGGTGGCAGCG	Upstream_CTCF	27
chrX	137827526	137827676	id-108808	2.58e-07	-	ACTGAAATACGTTATTTCTCCACAAGGGGGTGCTA	Upstream_CTCF	40
chrX	137830755	137830905	id-108809	9.81e-06	-	GTTTGGACTGCTACCTTGTCCTCTAGGTGGCGTTG	V_CTCF_BR	38
chrX	137838543	137838693	id-108810	3.88e-06	+	GGCTATTAGCAGGCAGGCTCCTGGAGATGGCAGCA	V_CTCF_BR	21
chrX	137857782	137857932	id-108811	6.8e-06	+	GTGGTAATGATATATCACTCCACAAGATGGCACTA	Upstream_CTCF	35
chrX	137859527	137859677	id-108812	1.19e-06	+	AGCAACCAGGGGATTTCTACCACAAGAGGGTGCCC	V_CTCF_BR	23
chrX	137924815	137924965	id-108813	1.92e-06	-	CAGCATCCCTTGACTCTACCCACTAGATGCCAGTA	UpstreamP1_CTCF	6
chrX	137930202	137930352	id-108814	3.66e-06	+	TTGCAAGAAAGAATGTTGGTCACAAGGTGGCAGAT	UpstreamP1_CTCF	24
chrX	138068567	138068717	id-108815	6.21e-05	-	TACATGCTGCTGCTGAAGCCCAGTAGAGGGCAAGT	V_CTCF_BR	18
chrX	138208773	138208923	id-108816	5.96e-07	+	CCGTCGGCAAGAATAATGACCTCTAGAGGGAGCTG	V_CTCF_BR	32
chrX	138285275	138285425	id-108817	2.2e-06	+	GCTGCGCCTCCCCAACCCGCCGATGGGAGGCCCTG	Upstream_CTCF	2
chrX	138285900	138286050	id-108818	7.12e-06	+	CCGCAGCGCCACCACCGTGCGTCCAGAGGGGAAGT	UpstreamP1_CTCF	17
chrX	138512194	138512344	id-108819	7.84e-05	-	GAAACTAGCATCTTGACAGCCACTAGATGGGGCAG	V_CTCF_BR	23
chrX	138557674	138557824	id-108820	7.55e-07	+	ATACGTGGATTACTTTTTACCAGCAGAGGGAGGTG	V_CTCF_BR	4
chrX	138641927	138642077	id-108821	6.46e-07	-	AGAAAGCTGGGAAGTGTGAACACTAGAGGGCACAC	V_CTCF_BR	40
chrX	138841958	138842108	id-108822	4.7e-10	-	CCTGCAATTTAAGCAACTGCCACCAGATGGAAGGA	Upstream_CTCF	40
chrX	138914439	138914589	id-108823	1	+	NA	NONE	8
chrX	138944517	138944667	id-108824	2.15e-05	-	GAGATAGCATCAGATCCCACAGGTAGAGGGCGCAG	V_CTCF_BR	25
chrX	139014873	139015023	id-108825	2.72e-05	-	GAGCCCGGCTCCACCACGCCCGGAAGAGGGAGTCT	UpstreamP1_CTCF	11
chrX	139015326	139015476	id-108826	5.52e-05	+	ACGCTAGTCCCGGGTTTGCCCAGAGGGTTGAAGAA	UpstreamP1_CTCF	22
chrX	139018572	139018722	id-108827	7.78e-06	-	GTTGCAGTTAGCTGATCCACCAGAAGAGGTGGTGT	Upstream_CTCF	22
chrX	139031952	139032102	id-108828	1.64e-05	-	TGCTACCTTACTTTTCCCTTCTCCAGAGGGCACTG	V_CTCF_BR	17
chrX	139048418	139048568	id-108829	1	+	NA	NONE	30
chrX	139049614	139049764	id-108830	1.55e-07	-	TTGCACTGTCAATTGAGGTCCAGAGGAGGGCAGTA	UpstreamP1_CTCF	37
chrX	139052979	139053129	id-108831	1	+	NA	NONE	31
chrX	139117190	139117340	id-108832	6.98e-07	+	GCTGAACTCTGTTATGCTGACAGAAGAGGGCGCCA	V_CTCF_BR	33
chrX	139133183	139133333	id-108833	1.97e-06	+	TTATTAGAGTGTTTGATGTCCAGCAGATGGAGCTG	V_CTCF_BR	39
chrX	139139220	139139370	id-108834	4.68e-07	+	AGACAGGTCCTGAGTTATGCCAGGAGGGGGCAGCA	V_CTCF_BR	40
chrX	139205738	139205888	id-108835	5.51e-07	+	TGAGTTGGTTTGCCTCCAGCCAGGAGGTGGCGCTT	V_CTCF_BR	33
chrX	139223701	139223851	id-108836	6.62e-09	-	CTGTTCTTCTCCAATACAGCCAGCAGAGGGGGCTC	UpstreamP1_CTCF	40
chrX	139232016	139232166	id-108837	2.58e-05	+	GAGGTTATTGCATAGCACAACTCCAGGGGTCACCA	Upstream_CTCF	5
chrX	139246025	139246175	id-108838	2.97e-06	-	GGTGTGTGTAAGGAGCCCTCCAGTGGAGGGCAGTG	V_CTCF_BR	3
chrX	139399759	139399909	id-108839	1.19e-06	-	TTATAAAGGGAAGAGGCAGACACTAGGGGGCAGAG	V_CTCF_BR	7
chrX	139519720	139519870	id-108840	7.44e-05	+	CTTGCTATACCCCTTCCAACCACAGGGTCTTGGCA	Upstream_CTCF	2
chrX	139590297	139590447	id-108841	1.03e-05	-	GTGAAGTTTCCAACCGAAGCCAACAAACGGCGCTA	UpstreamP1_CTCF	16
chrX	139592622	139592772	id-108842	4.01e-05	+	ATCGCCCCAACCACAGGGGGCGCAGGATGGCAGGG	V_CTCF_BR	4
chrX	139608452	139608602	id-108843	1	+	NA	NONE	8
chrX	139654982	139655132	id-108844	1.38e-06	+	GTTCCCTATACAAGTGTGCCCAGTAGAGGGAGCAA	V_CTCF_BR	40
chrX	139743952	139744102	id-108845	5.68e-06	-	TCACTGCCTTTTAAAGTAGACAGCAGAGGTCAGCA	V_CTCF_BR	19
chrX	139747240	139747390	id-108846	7.27e-06	-	CACACATACCCTTAAATGACCACAAGGTGTCAGAA	V_CTCF_BR	34
chrX	139755613	139755763	id-108847	1	+	NA	NONE	2
chrX	139779909	139780059	id-108848	5.68e-06	+	AAAAGAGGGGATGAATAAGCCTGTAGGTGGCAGTA	V_CTCF_BR	22
chrX	139783752	139783902	id-108849	2.94e-06	+	GCGGTAAATTAGCACTTTACCACTAGATGGCACAT	Upstream_CTCF	38
chrX	139816038	139816188	id-108850	2.47e-07	-	CGGTACTTACTCAGTTTGGTCACTAGGTGGCAAAC	UpstreamP1_CTCF	40
chrX	139844355	139844505	id-108851	9.67e-08	+	AGAGCACTCTTATCTTTCCCCACTAGATGGCAGGC	Upstream_CTCF	40
chrX	139848305	139848455	id-108852	1.19e-10	+	TAGCTGTTCCACGCTGTAGCCAGCAGAGGGCACTG	UpstreamP1_CTCF	40
chrX	139881635	139881785	id-108853	5.17e-06	+	CGTACAATGCCTCTTGAGGCCTGTAGATGGAAATG	Upstream_CTCF	2
chrX	139900238	139900388	id-108854	7.09e-08	+	TTGCAATACCGATTTGCCTCCACTAGATGTCAATG	UpstreamP1_CTCF	39
chrX	140000676	140000826	id-108855	5.51e-07	+	AAAAAAAAAACGGCACGCACCAGTAGGTGGCACCG	V_CTCF_BR	37
chrX	140277298	140277448	id-108856	2.27e-06	-	TGCAGGGACACGTGGGTGAACACCAGGAGGCAGAA	V_CTCF_BR	4
chrX	140372547	140372697	id-108857	1.98e-08	-	CAGCAGGCCTGGCCTCTACCCACTAGATGGCAGTA	UpstreamP1_CTCF	40
chrX	140555570	140555720	id-108858	1.85e-05	-	CTGGCTCTTCCATGCAGTACCAAAAGCTGCCACCA	Upstream_CTCF	33
chrX	140967529	140967679	id-108859	2.04e-05	-	GCGACCTACAATCTCACAGCAGGTAGAGGGCAGGC	V_CTCF_BR	6
chrX	141023985	141024135	id-108860	4.7e-06	-	CTCCTACTTGGATTATTGGCCTCTGGGTGGAGCCC	V_CTCF_BR	17
chrX	141177107	141177257	id-108861	5.72e-07	-	CTGCATTTTCCTTTGGCAGACTGTAGGGGTCAGGG	UpstreamP1_CTCF	33
chrX	141337502	141337652	id-108862	1.84e-05	-	GTGATGGTGCTTCTGCCTACCACCAGGGGACCAAT	UpstreamP1_CTCF	7
chrX	141357748	141357898	id-108863	2.66e-05	+	TAGAGGCAGTACGGAAGCCCCAAAAGGTGGCAGTC	V_CTCF_BR	2
chrX	141648151	141648301	id-108864	2.18e-07	-	CTTGCCCAAAATCACACAGCCAGTAGGTGGCAGAA	V_CTCF_BR	4
chrX	141694598	141694748	id-108865	1.21e-09	-	CTGTTATGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	22
chrX	141891930	141892080	id-108866	3.97e-07	+	TGTGTTGGTTGGCCTCTAGCCAGAAGGTGGCGCTT	V_CTCF_BR	11
chrX	142120652	142120802	id-108867	7.17e-05	+	TGTGGCAGCTCTTCACAGTCCCCTAGAGGCCAGAG	Upstream_CTCF	5
chrX	142203054	142203204	id-108868	1	+	NA	NONE	1
chrX	142428094	142428244	id-108869	1.38e-08	-	CATGCAAAGGGCTCAGTGACCTCCAGGGGGCACTG	V_CTCF_BR	7
chrX	142461823	142461973	id-108870	3.29e-05	-	TTTGCAGTCATCTGTAAATCAGCTAGGTGGCTCTG	Upstream_CTCF	2
chrX	142525356	142525506	id-108871	7.44e-06	+	AACGCTATTTGATTTGTAACCACTAGATGGAGACT	Upstream_CTCF	27
chrX	142666618	142666768	id-108872	9.71e-06	-	CTGGCAGTACTCCTTGTGGCCAGGGGTGGCTCCTC	Upstream_CTCF	8
chrX	142736688	142736838	id-108873	8.03e-07	-	CCTGGTTTTGCCAATAGGGGCACTAGAGGGAGGCT	Upstream_CTCF	23
chrX	142747504	142747654	id-108874	9.71e-06	+	TGTTACATACTTCTTTCAGCCACCAGGTGGCATGT	Upstream_CTCF	38
chrX	142752577	142752727	id-108875	7.27e-06	+	AGGTGAGGATAAGAACAGCCCAGTAGAGGGAGCAG	V_CTCF_BR	25
chrX	142871449	142871599	id-108876	7.62e-07	+	TGAGCTATTATAATTTCCTCCAGCAGATGGAGACA	Upstream_CTCF	33
chrX	143140016	143140166	id-108877	5.67e-06	-	TCAGCTATTTACATGTTATCCACAAGGAGGCTATA	Upstream_CTCF	4
chrX	143302352	143302502	id-108878	1	+	NA	NONE	17
chrX	143354753	143354903	id-108879	1.01e-05	-	TATGTCTTACCACCCGTAGCCTCCAGGTGCTCTCC	Upstream_CTCF	2
chrX	143417796	143417946	id-108880	3.28e-07	+	CTGAATTTGCAGTTATCAGCCGGCAGGGGTCGCTC	UpstreamP1_CTCF	15
chrX	143418688	143418838	id-108881	8.71e-06	+	GCGTGCCCTGCTCCTCAAACCTCTAGGGGGAGCAT	V_CTCF_BR	6
chrX	143648236	143648386	id-108882	6.46e-07	+	GGGATGACTAGAGGATCAGCCACATGGTGGCGCCA	V_CTCF_BR	10
chrX	143695658	143695808	id-108883	7.84e-05	-	ACTTCATGCCAAATTCCTGCAGCTAGATGGCTCTC	V_CTCF_BR	13
chrX	143803963	143804113	id-108884	4.41e-06	-	CAATCTTAACTGCTTCCTGCTGCCAGGGGGCGCTG	V_CTCF_BR	15
chrX	143924232	143924382	id-108885	5.28e-05	+	TGGGACATTCAAAAACTGACAGCTAGATGGCAGCT	Upstream_CTCF	6
chrX	143977984	143978134	id-108886	2.1e-06	-	TCATTAATCCTACTAATAACCACTAGAGGGCCTTA	Upstream_CTCF	21
chrX	144104162	144104312	id-108887	1.85e-05	+	CTTACAGTGAGCTCATTTTCCACAAGGGGGCCAAG	Upstream_CTCF	5
chrX	144259919	144260069	id-108888	1	+	NA	NONE	17
chrX	144272462	144272612	id-108889	1.09e-07	-	CATGTTGTTTTTGCCTTTGACTCCAGGGGGCAGTA	Upstream_CTCF	32
chrX	144295142	144295292	id-108890	6.98e-07	+	TCTGTTTCGCAAGGGTAAGCCACAAGGGGGCAGAA	V_CTCF_BR	27
chrX	144475310	144475460	id-108891	2.4e-09	+	GTGCAGTTTGACCCGTAAGCCAGTAGATGGCGCTT	UpstreamP1_CTCF	32
chrX	144486657	144486807	id-108892	2.17e-08	+	TCTGTAGTTTGGGTGACAACCACTAGAGGGCAATC	Upstream_CTCF	40
chrX	144546271	144546421	id-108893	1	+	NA	NONE	3
chrX	144634273	144634423	id-108894	4.88e-05	+	GTCATGTCTCTAAAAGGGATCAATAGGGGGCAGTA	V_CTCF_BR	7
chrX	144907524	144907674	id-108895	7.11e-06	+	CATTTTCTATAAACACACACCAGTAGAGGCCGCCA	Upstream_CTCF	26
chrX	144991672	144991822	id-108896	1	+	NA	NONE	5
chrX	145005020	145005170	id-108897	3.88e-06	+	ATAGTGGGTCAGTTTTATGTCACCAGAGGGCGCCA	V_CTCF_BR	4
chrX	145274168	145274318	id-108898	1.7e-05	-	TTTTAACTTCTCTCTGGCACCAAAAGAGGGAGCAC	Upstream_CTCF	10
chrX	145306089	145306239	id-108899	1.47e-05	-	CTGGCATGATGTTGTTTGGTCAATAGAGGGCACTG	V_CTCF_BR	15
chrX	145359973	145360123	id-108900	5.01e-06	+	TGAAGCTTTGGAGTGTGATCCAGTAGGTGGCGCTT	V_CTCF_BR	11
chrX	145378714	145378864	id-108901	1.26e-05	-	TCTGTCATACTCCTCATGGCCTGGGGTGGCAGCAG	Upstream_CTCF	3
chrX	145563379	145563529	id-108902	1	+	NA	NONE	6
chrX	145789454	145789604	id-108903	2.02e-06	-	GTGCAGGTGCTTAGGCCGGCCACTGGGGGACCTGT	UpstreamP1_CTCF	4
chrX	145968662	145968812	id-108904	7.49e-07	-	ATGCCCTTGGGCTCTGCAATCAGCAGGTGGCAGTG	UpstreamP1_CTCF	1
chrX	146557643	146557793	id-108905	5.08e-07	+	TTATAATATTGCCACTCAGCCAGCAGAGGGCACTT	V_CTCF_BR	25
chrX	146631872	146632022	id-108906	2.94e-06	-	TGCTTAGTTTCAAACTAGCCCTGCAGATGGCGCCC	Upstream_CTCF	22
chrX	146652121	146652271	id-108907	4.11e-07	-	GTGCAATTTGACCTACAAACCAATAGATGGCACTT	UpstreamP1_CTCF	14
chrX	146683975	146684125	id-108908	2.02e-06	-	GAGCATTTTTTCCCCATTGTCACTAGATGGCAGTT	UpstreamP1_CTCF	7
chrX	146885591	146885741	id-108909	2.53e-05	-	CTCACAATTCTAGATGAGGCCTCATGGGGGAGCTG	V_CTCF_BR	25
chrX	146920108	146920258	id-108910	1.34e-06	-	CTGCAGTAATTGAGTTGTACCACAAGAGGACCTGC	UpstreamP1_CTCF	26
chrX	146935332	146935482	id-108911	1.26e-05	-	CTGGCAGTACTCCTCATGGCCTGGGGTGGCAGTGG	Upstream_CTCF	8
chrX	147126399	147126549	id-108912	9.84e-05	-	GGGCAGAATTCAGCCGGTGCCCATAGAGGGAGCAT	V_CTCF_BR	10
chrX	147131076	147131226	id-108913	3.45e-05	+	TTATTTTTTCAACGAAAATCCACAAGATGGCAGTA	V_CTCF_BR	40
chrX	147174640	147174790	id-108914	8.16e-07	+	GTGGTGTTTAGGCTGCGATCCAGTAGATGGCGGTG	V_CTCF_BR	22
chrX	147214750	147214900	id-108915	1	+	NA	NONE	7
chrX	147389768	147389918	id-108916	2.23e-06	+	CTGCACTTCTAAGTAGCCACCAGGGGATGCTGGGT	UpstreamP1_CTCF	2
chrX	147612102	147612252	id-108917	5.98e-10	+	GCTGCAATTCCCCACATCACCAGCAGGTGCTGAGG	Upstream_CTCF	40
chrX	147634435	147634585	id-108918	4.99e-07	-	GGTGCAATTCCCTGTCTTACCACCAGGATCAAGCT	Upstream_CTCF	36
chrX	147654769	147654919	id-108919	1	+	NA	NONE	11
chrX	147682739	147682889	id-108920	1	+	NA	NONE	15
chrX	147763252	147763402	id-108921	1.37e-05	+	GTCTCTGTTTTTATTTTCCCCACCAGAGGGCTTTG	Upstream_CTCF	14
chrX	147803055	147803205	id-108922	1.31e-05	+	CATCATCTGCCTAGGACCAACAGTGGAGGGCAGTG	V_CTCF_BR	11
chrX	147936585	147936735	id-108923	1.24e-05	-	CCCTCAAGGTACTGTCCCACCACTAGGTGGTGAGA	V_CTCF_BR	11
chrX	147962451	147962601	id-108924	8.56e-05	+	AGGAATGTTGCAGTTCTCTCCACTAGGTGACACAG	UpstreamP1_CTCF	6
chrX	147966853	147967003	id-108925	1.52e-07	+	GCGGCCACCCAGCTACCCAGCAGCAGAGGGCACTG	V_CTCF_BR	8
chrX	148022185	148022335	id-108926	1	+	NA	NONE	6
chrX	148029116	148029266	id-108927	3.05e-07	-	CCTGCCTCATCACATTAGGCCACCAGAGGCAGACA	Upstream_CTCF	13
chrX	148040615	148040765	id-108928	6.75e-05	+	GTGTGGAAGGTTCCAGAGTCCAGCAGGAGGCCTCC	UpstreamP1_CTCF	3
chrX	148086648	148086798	id-108929	1	+	NA	NONE	13
chrX	148368496	148368646	id-108930	3e-09	-	GTGTAGTTTTGGTCTTCTGCCAGCAGGTGGAGATG	UpstreamP1_CTCF	40
chrX	148388100	148388250	id-108931	5.01e-06	+	AGGCTGCCATCATGCTGTGTCACCAGAGGGCACAT	V_CTCF_BR	12
chrX	148514565	148514715	id-108932	3.03e-05	+	GGTGAACATTACATAGTGTCCAGCAGGGGATCCTA	Upstream_CTCF	5
chrX	148552521	148552671	id-108933	2.18e-07	-	CGTGTGGTTCCTCAGAGAACCACTGGAGGCCGCTG	Upstream_CTCF	40
chrX	148569015	148569165	id-108934	5.93e-06	-	GTTGCAGTTCCACAGCTCACTGTTAGGTGGCACAT	Upstream_CTCF	38
chrX	148575215	148575365	id-108935	8.9e-05	+	GAGCCCATTCAGCAAGTACACACTAGGTGGCATCT	UpstreamP1_CTCF	17
chrX	148575779	148575929	id-108936	5.34e-06	+	CAAAGCCAACAGGACCTGGACACAAGGGGGAGATA	V_CTCF_BR	15
chrX	148579335	148579485	id-108937	9.31e-05	-	CTTGGCTTTCCGCTTCACTCCACTGGAGGGTTTGA	Upstream_CTCF	4
chrX	148585911	148586061	id-108938	1.03e-05	+	CAGCAAGGGTGGGAGTGGGGCTCGAGGAGGAAGCC	UpstreamP1_CTCF	38
chrX	148586641	148586791	id-108939	1.19e-06	+	AGAGCGGCGGGGACAGGCTGCAGCAGGTGGCGCAG	V_CTCF_BR	12
chrX	148591997	148592147	id-108940	3.24e-06	+	AGAGGAATTATAAAAGCCTCCACCAGGGGTTGCCT	Upstream_CTCF	35
chrX	148593902	148594052	id-108941	2.46e-06	+	ATGTGAATCCCACAAACAGCCAGCAGAGGGACCCA	UpstreamP1_CTCF	40
chrX	148609362	148609512	id-108942	1.9e-06	+	GCTGCAGTTCCACAGCTCACTGTTAGGTGGCACAT	Upstream_CTCF	37
chrX	148627188	148627338	id-108943	1.64e-06	-	GTACAGTTCCGCTGGCTGCTCAGCAGGGGACGCCA	UpstreamP1_CTCF	33
chrX	148712479	148712629	id-108944	1.32e-05	+	AGTGTTTTCTCCACACTGTCCACTGGGTGTTCCCC	Upstream_CTCF	34
chrX	148730741	148730891	id-108945	2.6e-07	-	GTACAAGTTGCAGCCAGGGCCACCAGGTGGCAGGT	V_CTCF_BR	16
chrX	148734088	148734238	id-108946	2.19e-08	-	CCCTGCTGCCAGCCCTGGGCCACCTGGGGGCAGAC	V_CTCF_BR	0
chrX	148960430	148960580	id-108947	2.43e-06	+	AGGGGCAGGACTGCAGCATCCCCTAGGTGGCACTG	V_CTCF_BR	10
chrX	148964974	148965124	id-108948	1	+	NA	NONE	16
chrX	149000859	149001009	id-108949	9.4e-06	+	GTGACCACACACACAGTCTCCAGCAGGGGGCCCCC	UpstreamP1_CTCF	38
chrX	149010105	149010255	id-108950	1.18e-09	+	CCCTGCTGCCAGCCCTGGACCACCAGGGGGCAGAC	V_CTCF_BR	25
chrX	149106783	149106933	id-108951	1	+	NA	NONE	40
chrX	149107207	149107357	id-108952	2.81e-05	+	GCGATCTGGGCGAGGAGAGGCTGCAGGAGGAGCTC	V_CTCF_BR	3
chrX	149108858	149109008	id-108953	3.95e-09	+	ACTGCACCTCCAGTGTCTTCCCCCAGAGGGCACAG	Upstream_CTCF	35
chrX	149119053	149119203	id-108954	3.18e-06	+	ATCGGTCATGGTACATTGTCCACTGGGTGGCACTC	V_CTCF_BR	40
chrX	149131191	149131341	id-108955	6.84e-06	+	CGAGACTACCACATCCATGCCACTAGGTGGCATTC	V_CTCF_BR	40
chrX	149151542	149151692	id-108956	6.39e-05	+	GAAGTATTAACCAAAGAAGCCACAAGGGGATTCAC	Upstream_CTCF	8
chrX	149187224	149187374	id-108957	2.81e-06	+	TCTGCAGTTCCTATACTGTCCAGTACTGGTAAGAG	Upstream_CTCF	10
chrX	149218744	149218894	id-108958	3.81e-05	-	CCCTATTCAACAGGCACAACCACCAGGTGGGGCAG	V_CTCF_BR	15
chrX	149231242	149231392	id-108959	6.21e-05	+	AGCCCTGGCAGCCAGGGGAGCAGCAGCTGTTGCAA	V_CTCF_BR	15
chrX	149255803	149255953	id-108960	1	+	NA	NONE	16
chrX	149314611	149314761	id-108961	2.72e-06	+	GTGAGCTGCATCACCCACTCCAGCAGGTGGGGCCG	UpstreamP1_CTCF	19
chrX	149333682	149333832	id-108962	1.43e-05	-	CATACAGAGCCCCGATCTGCCACAAGAGGCAGACG	Upstream_CTCF	5
chrX	149373217	149373367	id-108963	5.38e-05	+	CACCATGTGGCTTAGAGTGCCCCTGGTGGGCAGGC	V_CTCF_BR	21
chrX	149373502	149373652	id-108964	2.38e-07	-	AGCCTGAGGCCTGGTGGGGCCCCCAGGTGGCAGGA	V_CTCF_BR	14
chrX	149381101	149381251	id-108965	3e-06	+	TGGCAGTGCTGTGTGTTTTCCTGCAGGTGTTGGGC	UpstreamP1_CTCF	7
chrX	149493219	149493369	id-108966	4.1e-06	-	TGAGCAAGAGAGAATTCTGCCAGCAGATGGCCTTC	Upstream_CTCF	9
chrX	149529344	149529494	id-108967	1	+	NA	NONE	27
chrX	149531462	149531612	id-108968	9.71e-06	-	CCGGCTCCGCGCCGCGCGCCCGGAAGGTGGAGTTT	Upstream_CTCF	23
chrX	149532263	149532413	id-108969	2.12e-06	-	CTGCGCTTCCCAGGAGTTGGCAGGGGAGGGAGTGC	UpstreamP1_CTCF	27
chrX	149533708	149533858	id-108970	2.47e-05	+	GATGCGCTCGCCGGGCTCGGGCATAGGGGGCGCCC	Upstream_CTCF	39
chrX	149534950	149535100	id-108971	8.16e-07	-	CGCACATCGCAGGCAGGCACCGGGAGAGGGCAGGG	V_CTCF_BR	23
chrX	149582505	149582655	id-108972	2.31e-06	+	CCAGCACAAAGGCCTCTGTCCAGCAGGGGGCCTCT	Upstream_CTCF	34
chrX	149614644	149614794	id-108973	1	+	NA	NONE	3
chrX	149617664	149617814	id-108974	1.64e-05	+	CTGGTGACCTTAGACATATCCAGTAGGAGGAGCTC	V_CTCF_BR	25
chrX	149624949	149625099	id-108975	3.91e-06	+	CATGTTGTTCCCAGAAATGGCTCTAGAGGGATTTC	Upstream_CTCF	5
chrX	149654406	149654556	id-108976	4.31e-07	-	TGCTGGCACTATCTTGTGCCCACAAGGGGGAGCCA	V_CTCF_BR	40
chrX	149672230	149672380	id-108977	4.5e-06	-	AGGGCAATCCAACTTCCTGCCTCTAGGGTGTGGGA	Upstream_CTCF	16
chrX	149672814	149672964	id-108978	9.84e-05	+	AGCAAAACGGACGTCGTCCCCTCAGGATGTCGCTG	V_CTCF_BR	5
chrX	149680918	149681068	id-108979	1	+	NA	NONE	2
chrX	149681967	149682117	id-108980	1.21e-05	+	CGAGCCCTGTCTCAGCAATCCACCTGGAGGAGCTA	Upstream_CTCF	4
chrX	149705280	149705430	id-108981	3.88e-07	-	CTGTACCTTCTCCTCACCACCAGCAGGGGACCATC	UpstreamP1_CTCF	33
chrX	149712758	149712908	id-108982	1	+	NA	NONE	27
chrX	149756187	149756337	id-108983	1.84e-06	-	GCCCCCATTTCCAATTTGGCCTCTAGGGGGAGCGT	V_CTCF_BR	39
chrX	149767822	149767972	id-108984	1	+	NA	NONE	12
chrX	149811856	149812006	id-108985	1.32e-05	-	ACAGTGTTAACACTGGTTCTCACTAGGTGGCAGAC	Upstream_CTCF	23
chrX	149849581	149849731	id-108986	2.47e-07	-	GAGCATTTGCTTCCACCAGGCACCTGGGGGCACCA	UpstreamP1_CTCF	39
chrX	149852140	149852290	id-108987	3.18e-06	+	GGCATAATGTAAATCCTTGTCAGTAGAGGGCGCTA	V_CTCF_BR	38
chrX	149885416	149885566	id-108988	2.81e-06	-	GTGTCAATGCACACCGAATCCGCAAGAGGGCGCCA	Upstream_CTCF	40
chrX	149929764	149929914	id-108989	7.55e-07	-	AAGGAGGATGAGAGCGAGACCGCAAGGGGGCAGCC	V_CTCF_BR	2
chrX	149935154	149935304	id-108990	8.71e-06	+	GACCAGAGCCCGCCAGGCTTCTGCAGGTGGCAGTG	V_CTCF_BR	32
chrX	149940741	149940891	id-108991	4.31e-07	+	CCATGAGCACCAGGTGAGGTCAGCAGGGGGCGCTG	V_CTCF_BR	40
chrX	150049427	150049577	id-108992	1	+	NA	NONE	2
chrX	150172679	150172829	id-108993	5.9e-06	-	CTGCCATGTTGTGAGATGCCCTACAGAGGGACCCA	UpstreamP1_CTCF	33
chrX	150207927	150208077	id-108994	5.26e-07	-	TCTGCAGTTTCTGGTATATCCACTGGAGGTCTTAG	Upstream_CTCF	3
chrX	150250932	150251082	id-108995	2.24e-10	-	CCTGCAGTGCTTAGGCTGACCACAGGGTGGCGGGC	Upstream_CTCF	40
chrX	150274020	150274170	id-108996	1	+	NA	NONE	7
chrX	150320251	150320401	id-108997	1.15e-07	+	GTGCCAAGGTCTCTTACGGACACTAGAGGGCGCTC	V_CTCF_BR	39
chrX	150321709	150321859	id-108998	1	+	NA	NONE	35
chrX	150343511	150343661	id-108999	5.92e-05	+	GGCAAGAGGGCTGCTGTGTCCAGACGATGGCGCTC	V_CTCF_BR	6
chrX	150410992	150411142	id-109000	4.23e-06	+	CTGCACTTTCAAGATTGGGTTCCCAGGTGGGGCTC	UpstreamP1_CTCF	1
chrX	150440468	150440618	id-109001	1	+	NA	NONE	3
chrX	150528837	150528987	id-109002	3.36e-07	-	CTCTGGCTGGCGCTGGAAGCCTCTAGGTGGCACTG	V_CTCF_BR	40
chrX	150571329	150571479	id-109003	2.67e-06	+	GATGCAAGCTCCGATTCCAGCGGGAGAGGGCACAC	Upstream_CTCF	6
chrX	150657322	150657472	id-109004	1	+	NA	NONE	28
chrX	150674408	150674558	id-109005	2.81e-05	+	ACTGGGCACTGTGTTTTGGCCTCTAGGTGGCCCCA	V_CTCF_BR	35
chrX	150801742	150801892	id-109006	1.1e-05	-	CTCCTTTCCTTATCTGCTAACACCAGGTGTCAGCA	V_CTCF_BR	3
chrX	150849446	150849596	id-109007	3.95e-09	-	GCTGCAATACTGTGACCATGCACCAGGGGGCAAGA	Upstream_CTCF	40
chrX	150882428	150882578	id-109008	9.49e-08	+	TAGGTGGTGGATTCCTATGCCACCAGGGGGCAGTG	V_CTCF_BR	39
chrX	150891074	150891224	id-109009	1.03e-06	-	TGATCAGGGTCTCCCTGTGGCGCCAGGTGGCGCCC	V_CTCF_BR	36
chrX	150918351	150918501	id-109010	1.39e-07	+	ACAGAGATGGGGAACCCTACCACCAGAGGGCGCAT	V_CTCF_BR	40
chrX	150920271	150920421	id-109011	5.86e-07	+	CATGGGGTACCAGCTGGCCCCAGCAGGAGGAGTGG	Upstream_CTCF	12
chrX	150921965	150922115	id-109012	1	+	NA	NONE	39
chrX	150942025	150942175	id-109013	1.64e-07	-	GCAGCCATACTTACTAAGGCCAATAGGGGGACCTC	Upstream_CTCF	13
chrX	150970567	150970717	id-109014	1.59e-06	+	CCTGCTCGCTGAAGCTCTGTCAGGAGAGGGCACTG	V_CTCF_BR	36
chrX	150994389	150994539	id-109015	1	+	NA	NONE	30
chrX	151020886	151021036	id-109016	2.97e-06	+	AGATATGGGGGAAAGCATGCCAGCAGGAGGCGCAA	V_CTCF_BR	19
chrX	151070385	151070535	id-109017	3.4e-06	-	CTTTCCTTACCACCAAAAGCCACAAGGTGGGAGGC	Upstream_CTCF	7
chrX	151143816	151143966	id-109018	6.84e-06	+	CTGGAGAATTTTCTCTGAACCCCAAGGGGGCACTG	V_CTCF_BR	8
chrX	151240648	151240798	id-109019	7.46e-06	-	ATGCACATGCACAAGTGTGCATGTAGGGGGCACAA	UpstreamP1_CTCF	18
chrX	151322646	151322796	id-109020	8.98e-06	+	CAGCGGTTTCCAAGAGGATACAGTAGGTGTCTCTA	UpstreamP1_CTCF	1
chrX	151463692	151463842	id-109021	3.24e-06	-	GCTGCCTCTGTAGTCTCCACCTCTAGGGGCAGGGC	Upstream_CTCF	4
chrX	151511908	151512058	id-109022	1	+	NA	NONE	13
chrX	151770798	151770948	id-109023	1.38e-06	+	GCTACTGAAAAGTCTCAAGCCAGCAGGGGGTGCTC	V_CTCF_BR	16
chrX	151801051	151801201	id-109024	5.55e-07	-	CGGTCACTACCAGATAGAGCCACTAGAGGGCCTCA	Upstream_CTCF	40
chrX	151804490	151804640	id-109025	5.97e-08	-	CTGGAAGTTCTAGCAACCACCAGCAGGTGGGAGCA	Upstream_CTCF	40
chrX	151810545	151810695	id-109026	1.84e-06	+	AGGACCTTCTAGCATTTAAACAGAAGGGGGCACCA	V_CTCF_BR	34
chrX	151826845	151826995	id-109027	9.51e-07	-	CCCCACTTTGTACCTGTGACCACATGGGGGAGCCC	V_CTCF_BR	17
chrX	151985750	151985900	id-109028	5.34e-06	-	AGAACCCTGATTAACACAGGCAGCAGAGGGCGATC	V_CTCF_BR	40
chrX	151989822	151989972	id-109029	5.55e-07	-	CTTGCAGATATGTCCCTTGCCACTAGGTGGGGTGC	Upstream_CTCF	40
chrX	151992346	151992496	id-109030	2.53e-05	-	GATTCATTCATGTGCAGCTGCGGCAGAGGGCAGTA	V_CTCF_BR	5
chrX	152038653	152038803	id-109031	1.28e-06	-	TTTATATCCCCCTGCCCCATCAGCAGAGGGCAGCA	V_CTCF_BR	14
chrX	152047692	152047842	id-109032	7.55e-07	+	CATGGGCTTCAGAAAACGGCCAGCTGTGGGCACAC	V_CTCF_BR	4
chrX	152052831	152052981	id-109033	4.34e-07	+	ATGTCATGCCCTCCCGTGGCCTCAAGGGGCCATCG	UpstreamP1_CTCF	10
chrX	152073201	152073351	id-109034	3.18e-09	+	CTTGCACTTCCCATGGCAGCCTCCAGGGGGAGTCT	Upstream_CTCF	39
chrX	152080779	152080929	id-109035	1.67e-07	-	GTGGGAACACCATCCGTCCCCTGCAGAGGGCACCA	V_CTCF_BR	29
chrX	152081907	152082057	id-109036	2.83e-07	+	CACAGCTCACCCCTCATGGGCACGAGAGGGCAGCA	V_CTCF_BR	11
chrX	152084263	152084413	id-109037	4.24e-09	-	GGAGCAGTTCCTCCAGAGGCCAGCAGGGTGTGCCC	Upstream_CTCF	39
chrX	152094894	152095044	id-109038	2e-06	-	GCCACATTTCCCTCAAATGCCAGCAGGTGGAGATA	Upstream_CTCF	40
chrX	152110245	152110395	id-109039	1.74e-08	+	GAGGCCATGCCCGTGCCGGCCGCCAGAGGTCGCCC	V_CTCF_BR	37
chrX	152111251	152111401	id-109040	2.8e-05	-	CTTGTACTGCCTCCACTGGCCAACAACGGTTGCCA	Upstream_CTCF	0
chrX	152127538	152127688	id-109041	2.65e-10	+	GCAGCAGTCCCGGTTCCTGCCGCCAGATGGCGCTC	Upstream_CTCF	40
chrX	152197855	152198005	id-109042	1.35e-05	-	GCCCTGTTTTCCAGCACAGCCTGCAGGGTGCAGCG	UpstreamP1_CTCF	13
chrX	152201097	152201247	id-109043	6.51e-07	+	GAGGTCACGCCCGCTCTGGCCGCCAGAGGACGCCC	Upstream_CTCF	39
chrX	152221012	152221162	id-109044	1	+	NA	NONE	29
chrX	152576475	152576625	id-109045	9.84e-05	+	CAGCCTCCTCCACATGCATCCTGCTGCTGGCATTG	V_CTCF_BR	5
chrX	152618921	152619071	id-109046	1.92e-06	+	ATGCACATCCCGATGGGAGCCAACAGGAGGAGACA	UpstreamP1_CTCF	14
chrX	152640007	152640157	id-109047	8.21e-06	-	TGAGGTTTCATCACGCTACTCAGAAGGGGGCGCCA	V_CTCF_BR	21
chrX	152647855	152648005	id-109048	1	+	NA	NONE	31
chrX	152665627	152665777	id-109049	9.84e-05	-	GCCGTGAGGAGCCTGGCCCCCTACAGGTGGAATTG	V_CTCF_BR	40
chrX	152678668	152678818	id-109050	7.11e-06	-	GCAGGATGCCTTAAGACGACCACTAGATGGGGAGA	Upstream_CTCF	30
chrX	152704123	152704273	id-109051	6.21e-06	-	TCTGAATTTGCATTGGCTGACACTTGAGGGAGCTC	Upstream_CTCF	38
chrX	152705833	152705983	id-109052	5.08e-05	+	CTGCTTAACTTCTTTGCAACAGGCAGGGGGCAGAT	UpstreamP1_CTCF	1
chrX	152725543	152725693	id-109053	1	+	NA	NONE	16
chrX	152726415	152726565	id-109054	3.36e-07	+	GCAAAGTCTCCCAGGCTGACCACTGGGTGGCGCAC	V_CTCF_BR	40
chrX	152731053	152731203	id-109055	8.5e-06	-	CATGTGGATCTGGTTTTGCCCACCAGATGGCTTTT	Upstream_CTCF	6
chrX	152735613	152735763	id-109056	1	+	NA	NONE	25
chrX	152736369	152736519	id-109057	1.39e-07	+	GCGTTGAAGCGAGGCTCTTCCAGGAGGGGGCGCTC	V_CTCF_BR	40
chrX	152747940	152748090	id-109058	4.23e-06	+	TGGCAAGGGGTGGGTCTGCCCTCTAGGAGGCACAC	UpstreamP1_CTCF	2
chrX	152758117	152758267	id-109059	9.41e-05	-	GTAGGGAAGAGGGAAGTTGCCGGTGGAAGGAAGAG	V_CTCF_BR	2
chrX	152760661	152760811	id-109060	7.73e-06	-	CTGACAGGGACCAAGGGGGCCGCAGGGTGGCGATG	V_CTCF_BR	35
chrX	152761917	152762067	id-109061	8.79e-07	+	ATGCAGGGCTGCCTCCAAGCCACCAGGGCTGGGCG	UpstreamP1_CTCF	7
chrX	152763875	152764025	id-109062	1	+	NA	NONE	3
chrX	152770224	152770374	id-109063	1.19e-06	-	AGGTCGGAGCACTGAACCACCCGCAGGTGGCAGTG	V_CTCF_BR	1
chrX	152773098	152773248	id-109064	1.08e-08	-	CTGGTGAACATGACAATGGCCACTAGAGGGCGCAC	V_CTCF_BR	39
chrX	152805051	152805201	id-109065	1.22e-07	+	GCTGCAAGCTGCTGTCTGTCCACCAGGTGTCAGTG	Upstream_CTCF	40
chrX	152815347	152815497	id-109066	7.07e-08	+	CACCCTAACAATGTGGTGACCACGAGGGGGCAGAG	V_CTCF_BR	14
chrX	152820357	152820507	id-109067	3.36e-07	+	GTTTTCAGGCTCGTCACGGCCACTTGGTGGCAGCA	V_CTCF_BR	40
chrX	152831520	152831670	id-109068	2.32e-08	+	CCTGCCCCTCCCCCAGCAGCCTCCAGAGGGCCACC	Upstream_CTCF	3
chrX	152834179	152834329	id-109069	2.93e-08	-	CTGCAGTGCTATGTGGTGGCCACCAGGTTCACCTG	UpstreamP1_CTCF	25
chrX	152839630	152839780	id-109070	5.92e-05	+	GTTGTGATTCACCTTCACGCCTACAGGGGTTGTTT	Upstream_CTCF	13
chrX	152843741	152843891	id-109071	1.74e-07	-	ACTGCCATCCCTATAGGGGGCAGCAGACGGAGCGC	Upstream_CTCF	13
chrX	152846607	152846757	id-109072	7.73e-06	+	GAGATTCCCAAGGAGAAGGCCGAGAGGGGGCGCTC	V_CTCF_BR	32
chrX	152864750	152864900	id-109073	1.85e-05	+	GGCGCAGGCGCAGAGGCCGACACCACGGGGCGGCT	Upstream_CTCF	9
chrX	152875392	152875542	id-109074	4.23e-08	+	CGCATGCTGACCGCAGCTGCCGCTAGGGGGCAGAG	V_CTCF_BR	40
chrX	152876120	152876270	id-109075	1	+	NA	NONE	16
chrX	152901837	152901987	id-109076	2.62e-07	+	GGGCAATTCTGACCACAGCCAGCCAGGGGGCAGTG	UpstreamP1_CTCF	40
chrX	152909565	152909715	id-109077	2.97e-06	+	CGCTCTCGGGAGGCTCCCGGGACCAGAGGGCGCAC	V_CTCF_BR	26
chrX	152910242	152910392	id-109078	3.63e-05	-	GCCGTGGGGGCTCAGTTCGGCTAGAGAGGGAGCTC	V_CTCF_BR	13
chrX	152915218	152915368	id-109079	1.62e-08	-	CTGCAGGTTTCTCTAGTGGCCTCTGGGGGCCGCCC	UpstreamP1_CTCF	39
chrX	152917331	152917481	id-109080	1.15e-06	-	GGTGCAGTTCACCTCTGTCCCTTTAGGTGGCCCGT	Upstream_CTCF	40
chrX	152927757	152927907	id-109081	2.43e-06	-	CAGATGCCGAAGTTCTTCACCCGCAGGGGGCGCTT	V_CTCF_BR	40
chrX	152933433	152933583	id-109082	2.04e-08	-	GGTGCAATATGGCCTCCCGTCAGCAGGGGGAGCCA	Upstream_CTCF	40
chrX	152934475	152934625	id-109083	7.02e-05	-	AGGCTGGGGTAGACCTGGGCTGGCAGCTGGGGCTC	UpstreamP1_CTCF	2
chrX	152934829	152934979	id-109084	4.3e-11	-	GCGCACGCCTGCTGGGCTGCCAGCAGGGGGCGCAG	V_CTCF_BR	40
chrX	152952616	152952766	id-109085	3.8e-08	+	GGGTCTGTGCACCTGCCAGGCACCAGGGGGCAGCC	V_CTCF_BR	38
chrX	152955250	152955400	id-109086	1.15e-06	+	CTTGCACATCGCCATCCCACCAGCAGGGGACTGTG	Upstream_CTCF	28
chrX	152971187	152971337	id-109087	3.1e-07	-	TTGCTTGGTCCTCTCTCTACCACCAGGTGGCATGA	UpstreamP1_CTCF	19
chrX	152973934	152974084	id-109088	2.08e-07	-	CTGCGGTAGGCCTGGAAAGTCAGCAGGTGGCGCTG	UpstreamP1_CTCF	39
chrX	152989287	152989437	id-109089	2.53e-05	+	TGGAGGCCCGCAAGAGCGACTCCTAGAGGGCAGGA	V_CTCF_BR	40
chrX	152993819	152993969	id-109090	1.29e-05	-	TGGCATTTTCCCACTGAAACCAGGAGGATGCGCTC	UpstreamP1_CTCF	12
chrX	153000834	153000984	id-109091	3.65e-05	-	AAGAGATACTGCCTCACACCCACTAGGTGGCTAGA	UpstreamP1_CTCF	18
chrX	153009305	153009455	id-109092	3.11e-05	+	CCTCGCCCTGTCCCTCCCACTCCCTGGGGGCGCTG	V_CTCF_BR	8
chrX	153009993	153010143	id-109093	1.46e-07	+	GCTCAGTGCCAAAGAGGGGTCACCAGGGGGAGCTG	UpstreamP1_CTCF	32
chrX	153020751	153020901	id-109094	1	+	NA	NONE	15
chrX	153027331	153027481	id-109095	1.82e-06	-	CTGCACCACGTCTTCACGTACACCAGAGAGCAGAC	UpstreamP1_CTCF	1
chrX	153029495	153029645	id-109096	1.47e-10	+	TCCATCATGCCCGCTGCGGCCAGCAGAGGGCAGCA	V_CTCF_BR	40
chrX	153033956	153034106	id-109097	2.83e-07	-	ACCAGCTGGTGAAGGCCGGGCTGCAGGGGGCAGTG	V_CTCF_BR	20
chrX	153044374	153044524	id-109098	1.1e-05	+	TGGAGGAGGACCCTGTGGGCCAGAAGCTGCAGCTG	V_CTCF_BR	24
chrX	153047928	153048078	id-109099	3.28e-05	-	TGGTGCATTTTGTGGTCATCCTAGAGGTGGCGCTG	V_CTCF_BR	29
chrX	153059840	153059990	id-109100	2.97e-06	-	GGCAGCGGTGCTCTAGGCGCCGGAAGGGGGCGTGA	V_CTCF_BR	18
chrX	153082450	153082600	id-109101	2.67e-06	+	AGTGAGATACCGCCGCACACCACGAGGAGGCTGGA	Upstream_CTCF	7
chrX	153087098	153087248	id-109102	2.84e-05	-	GTTGAGGTCTGCCCTGGTTCCTCCAGGGCGCGCTC	UpstreamP1_CTCF	4
chrX	153094287	153094437	id-109103	3.28e-05	+	TCTCGGTCGCATTCCTATCCCGCTAGGGGGCTGGC	V_CTCF_BR	16
chrX	153119918	153120068	id-109104	1	+	NA	NONE	0
chrX	153120280	153120430	id-109105	2.96e-05	-	TCAGTTTCCACCAACTGGGACACTAGAGGGAGACT	V_CTCF_BR	9
chrX	153136552	153136702	id-109106	2.64e-08	+	GCTTCACTGTCTCCTTTGGCCACTTGGGGGCACCT	Upstream_CTCF	21
chrX	153141198	153141348	id-109107	1	+	NA	NONE	2
chrX	153144410	153144560	id-109108	1.1e-05	-	GTGAGAGATCAGAGACCCAGCAGCAGTGGGAGGAG	V_CTCF_BR	5
chrX	153150069	153150219	id-109109	7.1e-09	-	ATGCAGTGCCCACATGTGCACACCTGAGGGCTCCA	UpstreamP1_CTCF	21
chrX	153176547	153176697	id-109110	6.48e-05	+	AAGCGAATGCAGCTCTCCACCACCAGGGGCACAGG	UpstreamP1_CTCF	40
chrX	153188423	153188573	id-109111	6.05e-06	+	TGGAGCTGGCTGTACGTGGGCAGTAGGGGGAGTCC	V_CTCF_BR	38
chrX	153189622	153189772	id-109112	1.82e-07	+	CTGAACAGTGCAGAAGGAACCAGCAGAGGGAACCG	V_CTCF_BR	39
chrX	153193375	153193525	id-109113	2.78e-06	-	GGAGCGAAGGATAGACGGAGCAGCAGGGGGCAGTT	V_CTCF_BR	37
chrX	153203846	153203996	id-109114	5.7e-05	+	CTCGCAGTACCAGGGTTCACCAGTGGAGTCGGAGT	Upstream_CTCF	21
chrX	153212846	153212996	id-109115	1.03e-06	+	TCACCAGAGCTCAGGTCTCCCTCCAGGGGGCTCCC	V_CTCF_BR	40
chrX	153218908	153219058	id-109116	7.44e-09	-	CGTGCAGTTCCACACTCAGACGCCAGATGTCGCTC	Upstream_CTCF	40
chrX	153219720	153219870	id-109117	1.39e-07	+	GTGTGTCTCACAGGGGCGACCAGCAGGGGGCTGCT	V_CTCF_BR	16
chrX	153228532	153228682	id-109118	2.15e-05	-	GGTCTGCCTCTTGGCTGGCCCCGTGGGTGGCGCTG	V_CTCF_BR	6
chrX	153234327	153234477	id-109119	2.19e-05	-	CAGCAGCCCCCGGGCGGGGGCGCTTGGTGGTTGGT	UpstreamP1_CTCF	23
chrX	153234817	153234967	id-109120	5.68e-06	+	CAAGGCCCTCCCCCAGCCGCCTGCAGGGGGCTTTT	V_CTCF_BR	19
chrX	153279171	153279321	id-109121	3.01e-11	+	ATGCAGTAGTGCAGTGCGCCCAGCAGGGGGCGCGG	UpstreamP1_CTCF	40
chrX	153285349	153285499	id-109122	2.97e-06	-	CCCAGCGCGCGGCCGCGGCGCGCAAGATGGCGGCG	V_CTCF_BR	4
chrX	153294976	153295126	id-109123	1.73e-05	-	CATTCTCAAGGGACGTCCTCCAACGGGTGGCGCTA	V_CTCF_BR	16
chrX	153311973	153312123	id-109124	9.41e-05	-	GTATCCGGAGAGAATTTGCACGCTGGAGGGAGCTG	V_CTCF_BR	23
chrX	153316805	153316955	id-109125	8.59e-05	+	GGATGGCCTGGTGGAAGAGGCTCAAGAGGTAGCAG	V_CTCF_BR	39
chrX	153357923	153358073	id-109126	2.5e-05	-	TTGTAGTGTCGAAGTGTCCCCTAGAGGTGACAAGG	UpstreamP1_CTCF	5
chrX	153402259	153402409	id-109127	4.4e-10	+	CGCGAGCGGCGAGGCGGCGCCAGAAGAGGGCGCCC	V_CTCF_BR	39
chrX	153536794	153536944	id-109128	2.04e-08	-	ACAGCCATTCTCAATCTAGCCACAAGGGGGAGCCT	Upstream_CTCF	40
chrX	153545856	153546006	id-109129	1.15e-06	+	CTTGCAGTTTGCTGGGAAGCCACTGGAGGGCTTTA	Upstream_CTCF	40
chrX	153550086	153550236	id-109130	4.65e-05	+	AATGAGGCTGGACGAGATGGCTCTAGATGGAGCTA	V_CTCF_BR	29
chrX	153560811	153560961	id-109131	2.53e-05	-	GGGGCTGGCCAGCCGAGGGCGTGCTGGGGGTGCTG	V_CTCF_BR	0
chrX	153584190	153584340	id-109132	3.36e-07	-	TTCCCTGGCAGGAGGCCAGGCTGCAGGGGGCACTC	V_CTCF_BR	13
chrX	153591214	153591364	id-109133	3.16e-05	+	CTGGCAGTTCCTCAGTTGACCACAGAGGGACTGTG	Upstream_CTCF	8
chrX	153601877	153602027	id-109134	1	+	NA	NONE	20
chrX	153602838	153602988	id-109135	7.55e-07	+	AGCGACCGGTGACCGATGACCGCGGGGTGGCGCCC	V_CTCF_BR	12
chrX	153612699	153612849	id-109136	7.55e-07	+	TCCAGCCATGCTCAGACATACAGCAGGGGGCAGCA	V_CTCF_BR	37
chrX	153627193	153627343	id-109137	8.52e-08	+	GTGCGGCCGCCTCCTGTGTCCTACAGGGGGCGCCA	UpstreamP1_CTCF	39
chrX	153653841	153653991	id-109138	3.28e-05	+	GAATCCAAAGGTTGCAGTGACCCGAGATGGCGCTA	V_CTCF_BR	27
chrX	153657295	153657445	id-109139	1	+	NA	NONE	22
chrX	153688772	153688922	id-109140	1.18e-05	-	TGCCAGATGCTGCCGCAGGCCACCAGGCGGCGGGC	UpstreamP1_CTCF	20
chrX	153690473	153690623	id-109141	9.06e-08	-	ATGCCGTCGGTGCTGTCGGCCAGCAGGGGCAGCCC	UpstreamP1_CTCF	1
chrX	153700820	153700970	id-109142	7.73e-06	-	GAGTCCCCTGGAGCTGGGCTCTGTAGGGGGCGCAG	V_CTCF_BR	1
chrX	153719209	153719359	id-109143	1	+	NA	NONE	16
chrX	153755443	153755593	id-109144	1.93e-05	+	CCCTTCCGACTGCTTCTCACAGGGAGAGGGCAGTG	V_CTCF_BR	40
chrX	153763101	153763251	id-109145	1.71e-06	-	CCCCAAAGGCCCGGCCAGGCCGCAGGGTGGCAGCC	V_CTCF_BR	40
chrX	153825062	153825212	id-109146	1.27e-06	+	GAGAAATTCCACAAACGTGCCAGCAGATGGGGAAG	UpstreamP1_CTCF	20
chrX	153938751	153938901	id-109147	1	+	NA	NONE	20
chrX	153939688	153939838	id-109148	1	+	NA	NONE	9
chrX	153943325	153943475	id-109149	7.49e-07	-	CTGAAATATCCACACTCTAACGCTAGGTGGCAATG	UpstreamP1_CTCF	40
chrX	153944241	153944391	id-109150	5.12e-07	+	CCGCTCTTACCTGCACCATCCTCCAGGTGGCCAAG	UpstreamP1_CTCF	10
chrX	153946251	153946401	id-109151	9.62e-05	+	CAGCAGGAAGTGTGGGGTTCTGCCAGGAGGTACAG	UpstreamP1_CTCF	20
chrX	153977110	153977260	id-109152	2.89e-07	-	TCTGCAGGAATCTTTTTCACCACTAGATGGTGATC	Upstream_CTCF	40
chrX	153978135	153978285	id-109153	8.98e-06	+	AAACAGTTGTGAAATTTGGCCAGAAGAGGACAGCA	UpstreamP1_CTCF	11
chrX	153991273	153991423	id-109154	3.4e-06	-	GAGGCCGACACGCCGGCGGGAACCAGAGGGAGGCG	V_CTCF_BR	31
chrX	154004000	154004150	id-109155	1	+	NA	NONE	3
chrX	154030530	154030680	id-109156	5.55e-07	+	ACTGCGTCACACTCAGTGACCACCAGCGGGGAGTA	Upstream_CTCF	1
chrX	154058327	154058477	id-109157	2.47e-05	+	AGGGCCACTGGAAGAAGGACCTCTAGGGGGAGTTT	Upstream_CTCF	8
chrX	154069283	154069433	id-109158	1.01e-05	-	ATTACACTTCCATTTATCAACAGTAGAGGGTACTC	Upstream_CTCF	40
chrX	154146337	154146487	id-109159	5.9e-06	+	GATTACTGCCTCTTTTTTGGCACTAGATGGTGCTG	UpstreamP1_CTCF	40
chrX	154198092	154198242	id-109160	3.22e-07	-	CCTGGAGTTCCAGAAGAGGTCAGCAGGGGAGACAG	Upstream_CTCF	2
chrX	154209211	154209361	id-109161	3.63e-08	+	GCTGTTGTATTTCCTTTTAGCACGAGAGGGCGCCC	Upstream_CTCF	40
chrX	154215581	154215731	id-109162	1	+	NA	NONE	18
chrX	154256622	154256772	id-109163	1	+	NA	NONE	9
chrX	154277401	154277551	id-109164	2.11e-06	+	AGTAGGATGTTGAGCTTTGTCAGTAGAGGGCGCTG	V_CTCF_BR	39
chrX	154285733	154285883	id-109165	1.04e-07	-	CGGTGTTACCACGTCGCCGCCACAAGGGGGCGATG	V_CTCF_BR	40
chrX	154314840	154314990	id-109166	5.08e-07	-	AGGAAGCTTACAAAAGGATCCACCAGATGGCGCTG	V_CTCF_BR	40
chrX	154322871	154323021	id-109167	1.38e-06	+	CGCATAGATCCTATACTGACCACTAGGTGGTGCAC	V_CTCF_BR	40
chrX	154365874	154366024	id-109168	2.1e-05	-	TTGGAATTTGTAGTTAAAAACACCAGAGGTCGCTG	UpstreamP1_CTCF	23
chrX	154377306	154377456	id-109169	9.11e-08	-	GATGCACTGTGTAAAACAAACAGCAGGGGGCAGAG	Upstream_CTCF	40
chrX	154407998	154408148	id-109170	1	+	NA	NONE	19
chrX	154445092	154445242	id-109171	5.38e-05	-	ACCACCTCCCCTTTTCCAACCAGCAGGGGGACGAA	V_CTCF_BR	40
chrX	154493546	154493696	id-109172	1.71e-06	+	TTGGCCCGGACCGGGGACGGCGGGAGGGGGCGCCC	V_CTCF_BR	16
chrX	154764589	154764739	id-109173	1	+	NA	NONE	10
chrX	154807384	154807534	id-109174	4.43e-05	-	CTCTTCTTTCCCTCCTTGGCCAGTGGTGGCAGCAG	V_CTCF_BR	10
chrX	154881018	154881168	id-109175	2.18e-07	-	AGAGAAAATACATCATTAGCCACCAGGGGGAACTG	V_CTCF_BR	33
chrX	154892108	154892258	id-109176	2.25e-08	+	GTGCAGCTTTACTTCCAGGCCAGTAGGTGGTGCTT	UpstreamP1_CTCF	35
chrX	154916047	154916197	id-109177	7.46e-06	-	CACCTACGCCTCAGACTGACCACTGGGTGGCATAG	UpstreamP1_CTCF	18
chrY	2664500	2664650	id-109178	2.4e-05	+	GGCCCAAACTCCAACAGGATCAATAGAGGGCACTG	V_CTCF_BR	1
chrY	2668413	2668563	id-109179	1	+	NA	NONE	16
chrY	2725786	2725936	id-109180	5.97e-08	-	GCAGCATTACTCACAGTAGCCAAGAGGTGGAGACA	Upstream_CTCF	18
chrY	2756043	2756193	id-109181	1.03e-06	+	GTACTCAATCTGTGCTAGGCCAGCAGATGGAGCGG	V_CTCF_BR	3
chrY	2781285	2781435	id-109182	3.36e-07	+	CAGGATCTTCTTCTGTCACCCAGCAGAGGGCAGTG	V_CTCF_BR	17
chrY	2802143	2802293	id-109183	5.52e-05	-	CTGCACTGCAGCCTGTGGGCCAGAGCCGGTAATCT	UpstreamP1_CTCF	6
chrY	2804074	2804224	id-109184	7.73e-06	-	ATGGGCTGTGAGGGGAAGGCCGAAAGGTGGCGCTG	V_CTCF_BR	18
chrY	2875696	2875846	id-109185	5.55e-07	-	AATGATCTTCCCATCCTCCCCTCCAGAGGGAGAAC	Upstream_CTCF	4
chrY	3273742	3273892	id-109186	5.89e-08	+	TTGTAATACCGGTTTTCCTCCACTAGATGGTGCTG	UpstreamP1_CTCF	16
chrY	3395151	3395301	id-109187	8.76e-09	+	GTGCAGTTCGAAGTGCAGGCCACTAGGTGGTGTTT	UpstreamP1_CTCF	12
chrY	4351851	4352001	id-109188	1.28e-06	-	TAAACTATAGCAGTGTTGACCAGCAGGGGGCATTA	V_CTCF_BR	10
chrY	6679818	6679968	id-109189	3.18e-06	-	TGGCATCCTCGGCCTCTATCCACTAGATGTCGGTA	V_CTCF_BR	5
chrY	6762651	6762801	id-109190	2.67e-06	-	CCAGCTATGCTAAGGCTGGCCAGGAGGGGAGCTAG	Upstream_CTCF	1
chrY	6815867	6816017	id-109191	4.48e-07	-	GCAGCAACTTTATCTTTTACCACTAGTGGGAGATG	Upstream_CTCF	6
chrY	6832898	6833048	id-109192	8.52e-08	+	ATGGAGTGCACTATCTTGTCCACTAGGTGGTACTG	UpstreamP1_CTCF	18
chrY	6953792	6953942	id-109193	4.7e-08	-	GAGTAGATGAGGTCGCCTTCCAGCAGGGGGCAGCA	V_CTCF_BR	18
chrY	6960960	6961110	id-109194	1.84e-07	-	AGAGCAATCTCACTGCTGACCCCTAGGGGTAACCC	Upstream_CTCF	15
chrY	6967906	6968056	id-109195	3.63e-06	-	AAGCCTGGGCTGCTAACACCCACTAGAGGGCAAAG	V_CTCF_BR	8
chrY	7140669	7140819	id-109196	4.14e-06	+	GCATAGAGAGCGGGCGTCACCACTAGGGGGATATG	V_CTCF_BR	18
chrY	7179053	7179203	id-109197	1.15e-07	+	CAATGTGCCTGGGCTCTACCCACCAGATGGCAGCA	V_CTCF_BR	7
chrY	7212844	7212994	id-109198	1.7e-05	+	CCCTCTATGATAACACCGACCACACGAGGGCAGCA	Upstream_CTCF	18
chrY	7395561	7395711	id-109199	1	+	NA	NONE	5
chrY	7425848	7425998	id-109200	1.56e-05	+	CCTGTGATTCCCCCTCTCACCTCTTGGGGCTCACT	Upstream_CTCF	18
chrY	7533918	7534068	id-109201	3.65e-05	-	TTGTAGCTTTGCATTCCAGCCAGCAGACGTGCACC	UpstreamP1_CTCF	5
chrY	7582560	7582710	id-109202	8.97e-05	-	CTTTTCATCTTTACACACTCCAGGAGAGGGAGAGA	Upstream_CTCF	9
chrY	7612844	7612994	id-109203	1	+	NA	NONE	12
chrY	7824669	7824819	id-109204	1	+	NA	NONE	8
chrY	8542899	8543049	id-109205	5.01e-06	+	GCTGAGCAGGTGCTTCAAGTCACGAGGGGGCACTC	V_CTCF_BR	3
chrY	8675789	8675939	id-109206	2.1e-05	-	CTGCAGTGCAAGACTGCCACCTTCTGAGGTTTCCA	UpstreamP1_CTCF	6
chrY	8676786	8676936	id-109207	5.93e-06	-	TGTGTAATTTTTCCTAAAGCCTGTAGTTGTCGCTG	Upstream_CTCF	3
chrY	8773315	8773465	id-109208	1.16e-05	-	AGTGTAATGCCTGAGGATGACCTGAGGTGGCACAG	Upstream_CTCF	2
chrY	8847642	8847792	id-109209	1	+	NA	NONE	4
chrY	9930777	9930927	id-109210	1.73e-05	+	GCCGTGCTGTTGCTGGCGGGCGCCAGAGGCCTCAG	V_CTCF_BR	0
chrY	10006275	10006425	id-109211	2.96e-05	+	GGGGTCCGCAGCTGCAATACCACCAGGCGGCAGCA	UpstreamP1_CTCF	7
chrY	10019455	10019605	id-109212	1	+	NA	NONE	3
chrY	10019871	10020021	id-109213	1	+	NA	NONE	22
chrY	10020602	10020752	id-109214	1	+	NA	NONE	27
chrY	10021154	10021304	id-109215	1	+	NA	NONE	27
chrY	10022337	10022487	id-109216	1	+	NA	NONE	17
chrY	10025155	10025305	id-109217	1	+	NA	NONE	27
chrY	10026424	10026574	id-109218	1	+	NA	NONE	19
chrY	10029592	10029742	id-109219	1	+	NA	NONE	27
chrY	10031922	10032072	id-109220	1	+	NA	NONE	17
chrY	10037779	10037929	id-109221	1	+	NA	NONE	27
chrY	13137773	13137923	id-109222	1	+	NA	NONE	25
chrY	13241201	13241351	id-109223	6.82e-05	-	TGCTGGAGGTGTTTGCCTGCCTACAGGAGGTGCTG	V_CTCF_BR	4
chrY	13311927	13312077	id-109224	1	+	NA	NONE	16
chrY	13449101	13449251	id-109225	1	+	NA	NONE	9
chrY	13455205	13455355	id-109226	1	+	NA	NONE	0
chrY	13457089	13457239	id-109227	1	+	NA	NONE	0
chrY	13458377	13458527	id-109228	1	+	NA	NONE	0
chrY	13460423	13460573	id-109229	1	+	NA	NONE	0
chrY	13460944	13461094	id-109230	1	+	NA	NONE	0
chrY	13464641	13464791	id-109231	1	+	NA	NONE	0
chrY	13464996	13465146	id-109232	1	+	NA	NONE	0
chrY	13466001	13466151	id-109233	1	+	NA	NONE	0
chrY	13466394	13466544	id-109234	6.51e-05	-	AACCCTTGTCTAGCCTCTGCCAAAAGGGGGCATTT	V_CTCF_BR	0
chrY	13466766	13466916	id-109235	1	+	NA	NONE	0
chrY	13467491	13467641	id-109236	1	+	NA	NONE	0
chrY	13467767	13467917	id-109237	2.15e-05	-	AACTCTTGTCTACCCTCTGCCCAAAGGGGGCACTG	V_CTCF_BR	0
chrY	13468036	13468186	id-109238	8.59e-05	-	AACTATTGTCTAGGCTTTGCCTACAGGGGGCTTTG	V_CTCF_BR	0
chrY	13468306	13468456	id-109239	1	+	NA	NONE	0
chrY	13470395	13470545	id-109240	5.65e-05	+	CTGCGTGCCTTTATAAGAGCCGCTGGCTGGCTGTC	V_CTCF_BR	1
chrY	13472371	13472521	id-109241	6.48e-05	-	GTGCAATGAGCGCAGGTCTAGCCAGGAGGCCGGCA	UpstreamP1_CTCF	0
chrY	13476638	13476788	id-109242	4.01e-05	-	CTCCGTGAAGGAGGCAGTGCCTGTGGCTGTCGCCA	V_CTCF_BR	14
chrY	13479282	13479432	id-109243	1	+	NA	NONE	0
chrY	13479512	13479662	id-109244	1	+	NA	NONE	0
chrY	13481587	13481737	id-109245	3.56e-05	-	AACTCTTTTCTAGTCTCTGCCTACAGAGGGCGTTG	Upstream_CTCF	0
chrY	13482385	13482535	id-109246	1	+	NA	NONE	0
chrY	13483934	13484084	id-109247	1	+	NA	NONE	0
chrY	13484298	13484448	id-109248	1	+	NA	NONE	0
chrY	13484528	13484678	id-109249	4.51e-05	-	AAGTCTTTTCTACCCTCTGCCCAAAGGGGGCATTG	Upstream_CTCF	0
chrY	13485365	13485515	id-109250	1	+	NA	NONE	0
chrY	13486023	13486173	id-109251	1	+	NA	NONE	0
chrY	13488676	13488826	id-109252	1	+	NA	NONE	4
chrY	13489967	13490117	id-109253	1	+	NA	NONE	0
chrY	13617215	13617365	id-109254	5.96e-07	-	GCCTGTAATAACAGAATATCCACCAGGTGGCAGTA	V_CTCF_BR	14
chrY	13650919	13651069	id-109255	1	+	NA	NONE	0
chrY	13669415	13669565	id-109256	1	+	NA	NONE	0
chrY	13802235	13802385	id-109257	1	+	NA	NONE	0
chrY	13804773	13804923	id-109258	1	+	NA	NONE	0
chrY	13810201	13810351	id-109259	1	+	NA	NONE	0
chrY	13851940	13852090	id-109260	1	+	NA	NONE	0
chrY	13863053	13863203	id-109261	1	+	NA	NONE	0
chrY	13869396	13869546	id-109262	1	+	NA	NONE	0
chrY	14361124	14361274	id-109263	1	+	NA	NONE	4
chrY	14430064	14430214	id-109264	1.19e-06	-	CCCCCACTTCACTAATGTGCCACTAGGAGGCGCTA	V_CTCF_BR	13
chrY	14480700	14480850	id-109265	5.28e-08	-	CTTGCAGCGCCTGATGGGGCCTGGAGGTGGGGCCG	Upstream_CTCF	4
chrY	14507716	14507866	id-109266	1.38e-06	-	GGGAGTGTAGCAGTGAAGACCACCAGAGGTCACTC	V_CTCF_BR	2
chrY	14533435	14533585	id-109267	6.46e-07	-	CCTTGGTAGCTGGGGCTGGACACCAGGAGGCGCGC	V_CTCF_BR	9
chrY	14586282	14586432	id-109268	5.17e-06	+	TGTGTAATTTTTCCCAATGCCTGTAGCTGTCAGTG	Upstream_CTCF	2
chrY	14591300	14591450	id-109269	2.4e-05	-	GGCATGGGGGAAAGCTCGGAAAGCTGGTGGCACCA	V_CTCF_BR	17
chrY	14645217	14645367	id-109270	3.91e-06	-	CTAGAAATTCTATTTTACACCACTAGGGGCACCAG	Upstream_CTCF	18
chrY	14733757	14733907	id-109271	1.65e-07	-	CTGTAGTTTGAGCGATAAGCCAGGAGATGGTGCTC	UpstreamP1_CTCF	18
chrY	14822528	14822678	id-109272	4.99e-07	-	AATTCTCTACCGTTTTTTTCCACCAGATGGAAGCA	Upstream_CTCF	10
chrY	14921090	14921240	id-109273	3.63e-06	-	GCAGACTTCCAGCCTCTCACCACTAGATGCCAGTA	V_CTCF_BR	18
chrY	15040082	15040232	id-109274	6.23e-05	+	TTGCCCTGACTCACTTCATAAGGAAGGTGGCGCAC	UpstreamP1_CTCF	13
chrY	15194791	15194941	id-109275	2.2e-07	-	TTGCAATGGGCTGTGTGGGTCAGTAGGTGGCACTT	UpstreamP1_CTCF	4
chrY	15339320	15339470	id-109276	4.41e-06	+	TCACTGTTCAATGTTCAGTCCAGTAGGTGGCACAG	V_CTCF_BR	6
chrY	15455542	15455692	id-109277	2.74e-08	-	CTTTGGGCTGAAGTTCCGACCAGCAGAGGGCAGGC	V_CTCF_BR	16
chrY	15535501	15535651	id-109278	1.9e-06	-	AATGGAGTACTGCCTACTTTCACTAGATGGAGATA	Upstream_CTCF	7
chrY	15548522	15548672	id-109279	8.43e-09	+	TAGTTTGGGCATTGGTTGGCCGCCAGAGGGCACCC	V_CTCF_BR	18
chrY	15613216	15613366	id-109280	2.4e-05	+	TAACATATACATCTTGTTTCCACAAGATGGCACAT	V_CTCF_BR	9
chrY	15815475	15815625	id-109281	1	+	NA	NONE	10
chrY	15841524	15841674	id-109282	9.51e-07	-	CAACATCCCTGACCTCTCAGCACCAGATGGCAGCA	V_CTCF_BR	9
chrY	15850623	15850773	id-109283	1	+	NA	NONE	17
chrY	15863204	15863354	id-109284	1	+	NA	NONE	8
chrY	16252377	16252527	id-109285	2.59e-06	+	CTGTATCTGCACTTCTTTACCTGTAGATGGAGAAA	UpstreamP1_CTCF	2
chrY	16389036	16389186	id-109286	4.1e-06	-	TCTGTAATGACAGATGCCTCCACTGGGGAGGAACC	Upstream_CTCF	1
chrY	16440736	16440886	id-109287	6.05e-06	-	AGCTTCCAGAACAAGCAAGCCACAAGAGGTCAGCA	V_CTCF_BR	7
chrY	16636605	16636755	id-109288	1	+	NA	NONE	11
chrY	16637419	16637569	id-109289	1.54e-05	+	ACGTCCTTGCGAGCTGAATCCACAAGGTGGTAGTA	UpstreamP1_CTCF	14
chrY	16729652	16729802	id-109290	4.71e-06	-	CCCGAAATTTCATCAGAACCCACCAGAGTGCAGCA	Upstream_CTCF	6
chrY	16730515	16730665	id-109291	1.97e-06	+	CACTTGTGGGTGGTTTTGGCCACCAGGGGTCATTC	V_CTCF_BR	15
chrY	16807890	16808040	id-109292	6.15e-05	+	CATGCCTGCATCTTCATGTCCAGCAGGGGAATCTC	Upstream_CTCF	4
chrY	17112376	17112526	id-109293	1	+	NA	NONE	8
chrY	17341056	17341206	id-109294	3.65e-07	+	CCCCTCCTTCAATCCCTGGCCAGCAGGTGGTGCTT	V_CTCF_BR	9
chrY	17472494	17472644	id-109295	4.14e-06	+	CTAAGTAAGCTACACAGCACCACTTGGGGGCACAA	V_CTCF_BR	9
chrY	17578880	17579030	id-109296	4.17e-05	-	CAGGCAATACCCCTGCTGCCCATGACGCGGCAGCA	Upstream_CTCF	8
chrY	17671224	17671374	id-109297	1.21e-05	-	ACAGTCTTTCCACAGTTCTCCACTAGGGGTATAAT	Upstream_CTCF	9
chrY	17691254	17691404	id-109298	1.34e-06	-	TTTGATATACACAAATTGCCCACTTGGGGGCAATA	Upstream_CTCF	10
chrY	17706194	17706344	id-109299	1.61e-05	-	ATGTTATTACATTCCCTCCCCATCGGGGGTCAGTC	UpstreamP1_CTCF	7
chrY	17736917	17737067	id-109300	1.1e-06	+	GCCACAGGTTCTCTACCAGGCAGCAGAGGGAGCAG	V_CTCF_BR	8
chrY	17737223	17737373	id-109301	1.17e-05	-	GGAAAAAGAAACCCTTTACCCACGAGAGGTCGCTC	V_CTCF_BR	6
chrY	18602710	18602860	id-109302	4.14e-06	-	TAAGTACAAGCCTCTCTTGCCTATAGAGGGCGCTG	V_CTCF_BR	5
chrY	18674493	18674643	id-109303	2.83e-07	+	CCTGTCTTAAAATTTTCAGCCACAAGGTGGCGGCA	V_CTCF_BR	5
chrY	18696412	18696562	id-109304	5.9e-06	+	TTGTTCTTACACGTTTACAGCACTAGTGGGCATTG	UpstreamP1_CTCF	2
chrY	18751797	18751947	id-109305	4.43e-05	-	TTAGAGGCAGTGGGAAAGCCCAAAAGGTGGCAGTC	V_CTCF_BR	7
chrY	18774722	18774872	id-109306	2.31e-06	+	ACTGCATTTCCTTCTGCAGCCTCTGGGGGAGAAAC	Upstream_CTCF	8
chrY	19071082	19071232	id-109307	1	+	NA	NONE	3
chrY	19156204	19156354	id-109308	3.88e-06	-	GACACACTTCCTGTTTCTCCCTGTAGAGGGCACAC	V_CTCF_BR	3
chrY	19393069	19393219	id-109309	9.81e-06	-	CCACTGTACTCCAACCTCAGCAGCAGAGGGAGACA	V_CTCF_BR	3
chrY	19451024	19451174	id-109310	4.44e-06	-	CAGCTTGGATCAACAGTGACCTCCAGAGGAAACTG	UpstreamP1_CTCF	3
chrY	19517000	19517150	id-109311	1.21e-09	+	CTGTTATGCCCAGACAGGGCCACCAGAGGGCTCCT	UpstreamP1_CTCF	2
chrY	19542575	19542725	id-109312	2.25e-08	+	ATGCCATATGAGACAACGGCCAGCAGGTGGCGATG	UpstreamP1_CTCF	17
chrY	20831783	20831933	id-109313	4.3e-06	+	TTTGTAATAAAGAAAAAATCCGGCAGATGGCGCAT	Upstream_CTCF	17
chrY	21114059	21114209	id-109314	9.84e-05	-	AGAAAAGATAAATTTTGGGGCAGTAGGGGGAGTTC	V_CTCF_BR	11
chrY	21154697	21154847	id-109315	1	+	NA	NONE	21
chrY	21159634	21159784	id-109316	4.88e-08	-	CTGCAACAGTACACAGTGGCCACTTGGTGGCATGA	UpstreamP1_CTCF	15
chrY	21177872	21178022	id-109317	3.4e-06	-	GGAGAACCTGGACCTAGTGCCTCTGGGTGGCAGCA	V_CTCF_BR	15
chrY	21239869	21240019	id-109318	1.1e-06	+	CGCGCACTGAGAGCCTGAGCCGCCTGAGGGAGGCA	V_CTCF_BR	13
chrY	21382789	21382939	id-109319	7.73e-06	-	GCACCCTTGTTTACACTGACAACAAGGTGGCACTA	V_CTCF_BR	3
chrY	21424350	21424500	id-109320	1	+	NA	NONE	3
chrY	21427796	21427946	id-109321	5.34e-06	+	TGGCCATCTTCTTACAGCTCCACTAGGTGGTGCCC	V_CTCF_BR	3
chrY	21595061	21595211	id-109322	1.03e-05	+	ATGAAGAGGATTTGTTTGTCCACTAGGTGGAGATG	UpstreamP1_CTCF	16
chrY	21665180	21665330	id-109323	6.98e-07	-	CAGGGGTAGATTTATAGGGCCAGTAGGGGTCGCTC	V_CTCF_BR	3
chrY	21978920	21979070	id-109324	4.51e-05	+	TGTGTTTTCCTGCCTCTAGTCGATAGATGGCAACA	Upstream_CTCF	3
chrY	22720700	22720850	id-109325	4.51e-05	+	CATGGAGAAAAATTTCACTCCACTAGGTGGTGATG	Upstream_CTCF	16
chrY	22810285	22810435	id-109326	1.11e-05	-	CTTGCCTAGCATTGTGTTGCCAGCAGGTGACACAC	Upstream_CTCF	1
chrY	22902644	22902794	id-109327	5.37e-06	-	GAGTAGATGAGGTCACCTTCCAGCAGGGGACAGCA	UpstreamP1_CTCF	5
chrY	23422355	23422505	id-109328	1.19e-06	-	TGTTAATTTGTTTTCTGGGCCAGCAGATGGTGCCC	V_CTCF_BR	1
chrY	23751128	23751278	id-109329	6.43e-06	+	ATGGGATAGTCCCGTGATCCCAGGAGAGGGCAGAC	V_CTCF_BR	2
chrY	28461347	28461497	id-109330	1.46e-07	-	GTGTAGTGATCTTCTATGCCCATAAGATGGCAGCA	UpstreamP1_CTCF	4
chrY	28709259	28709409	id-109331	1.09e-07	+	GTGTGGTATGACCTACAAGCCAGTAGATGGCGCCA	UpstreamP1_CTCF	3
chrY	58972344	58972494	id-109332	1	+	NA	NONE	0
chrY	58973033	58973183	id-109333	1	+	NA	NONE	0
chrY	58982025	58982175	id-109334	1	+	NA	NONE	16
chrY	58983671	58983821	id-109335	1	+	NA	NONE	0
chrY	58984097	58984247	id-109336	1	+	NA	NONE	0
chrY	58984602	58984752	id-109337	1	+	NA	NONE	0
chrY	58985108	58985258	id-109338	1	+	NA	NONE	0
chrY	58985588	58985738	id-109339	1	+	NA	NONE	0
chrY	58988494	58988644	id-109340	1	+	NA	NONE	0
chrY	58989754	58989904	id-109341	1	+	NA	NONE	0
chrY	59001940	59002090	id-109342	1	+	NA	NONE	21
